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ProHvHox2::eGFP

Selected lines for TO GFP analysis

SI.No. | Line no | PCRresult | Southern result | GFP (T,)
2 BG425E02 NA NA NA
3 BG425E03 + two copies
4 BG425E04 + three copies
5 BG425E05 + two copies
6 BG425E06 + three copies
7 + single copy
8 + two copies
9 + three copies
10 + four copies
11 + single copy
12 BG425E12 + single copy
13 BG425E13 + four copies
14 BG425E14 + single copy
15 BG425E15 - NA
16 BG425E16 + single copy no
17 BG425E17 + single copy no
18 BG425E18 + two copies
19 + single copy no
20 + single copy
21 + single copy -
22 + two copies no
23 + single copy

Note:NA-Plant did not grow

Selected lines for T1 GFP analysis

SI.No Line no PCR result Southern result GFP (T,)

1 BG425E09 + three copies
2 BG425E11 + single copy
3 BG425E21 + single copy

Selected lines for T2 GFP analysis

Plant NoPlant NamgTO-southern T2-GFP

219 [3425-E21_P]

single copy

225 BG425-E9_P] three copies

no






probe-eGFP

.
’

Digested with Hindlll

-

aA1EBBU-4D
£235¢hod
£73serod
TZ35¢rod
DZ3serod
613509
8135¢rod
L1359
9135¢rod
Al ra ol
£135¢rod
¢135¢rod
11352729
0T35rDd
6035224
8035209
£0352r2d
9035¢r2d
S035¢rod
f03ISTrod
£035¢rod

1035¢rod










ProHvVHOX1(2185bp)::eGFP
Selected lines for TO GFP analysis

SI.LNo| Sample No Plant Hyg_PCR GFP
1 71 BG456/1E01 + negative
2 72 BG456/1E02 + negative
3 73 BG456/1E03 ?
4 74 BG456/1E04 - negative
5 75 BG456/1E05 + negative
6 76 BG456/1E06 + negative
7 77 BG456/1E07 + negative
8 78 BG456/1E08 +
9 79 BG456/1E09 + negative
10 80 BG456/1E10 + negative
11 81 BG456/1E11 - negative
12 82 BG456/1E12 ? negative
13 83 BG456/2E01 + negative
14 84 BG456/2E02 + negative
15 85 BG456/2E03 + negative
16 86 BGAS56/2E04 + | leaf (weak) |
17 87 BG456/2E05 + negative
18 88 BG456/2E06 + negative
19 89 BG456/2E07 + negative
20 90 BG456/2E08 + negative
21 91 BG456/2E09 + negative
22 92 BG456/2E10 + negative
23 93 BG456/2E11 + negative
24 94 BG456/2E12 ? negative
25 95 BG456/2E13 + negative
26 96 BG456/2E14 + negative
27 97 BG456/2E15 + NA
Selected lines for T1 GFP analysis
SI. No| Plant Name Hyg PCR GFP
1 BG456/1E07 + negative
2 BG456/1E08 +
3 BG456/2E04 +
4 BG456/1E05 +
5 BG456/1E09 + negative
6 BG456/2E08 + negative
7 BG456/2E09 +
8 BG456/2E14 + negative
Selected lines for T2 GFP analysis
lant N¢ Plant Name |[TO-southern T2-GFP
284 |BG456-1E08-P4| four copies

301

BG456-2E04-P1

four copies






385

BG456-2E09-P5






Southern
single copy
single copy
two copies
_ Digested with BamHI; probe-eGFF

two copies ;
single copy Gl - op o
single copy e .
four copies 8
single copy
two copies

BGASE/1ECL

s
BGASE/1E02 | %
BGAS56/1E03

two copies
single copy
three copies
three copies
four copies

BG456,/2E11
GP-nééh‘tive

single copy
four copies
single copy
four copies
three copies
two copies
single copy
two copies
single copy
five copies
















ProHvVHOX1(991bp)::eGFP
Selected lines for TO GFP analysis

SI.No Line no PCR Southern result GFP (T,)
1 | BG454/1E01 + single copy
2 BG454/1E02 + three copies
3 | BG454/1E03 + five copies
4 | BG454/1E04 + single copy
5 | BG454/1E05 + two copies
6 BG454/1E06 + two copies
7 | BG454/1E07 + single copy
8 BG454/1E08 + three copies
9 | BG454/1E09 + single copy
10 | BG454/1E10 + three copies
11 | BG454/1E11 + six copies
12 | BG454/2E01 + three copies
13 | BG454/2E02 + single copy
14 | BG454/2E03 + single copy
15 | BG454/2E04 + single copy
16 | BG454/2E05 + three copies
17 | BG454/2E06 + three copies
18 | BG454/2E07 + single copy
19 | BG454/2E08 + single copy

20 | BG454/2E09 +

21 | BG454/2E10 + two copies
22 | BG454/2E11 + single copy
23 | BG454/2E12 + single copy
24 | BG454/2E13 + single copy
25 | BG454/2E14 -

26 | BG454/2E15 + two copies
27 | BG454/2E16 + two copies
28 | BG454/2E17 + single copy
29 | BG454/2E18 + two copies
30 | BG454/2E19 + three copies
31 | BG454/2E20 + single copy

Selected lines for T1 GFP analysis

SI.No Line no PCR result Southern result GFP (T,)
1 BG454-1E03 + five copies
2 BG454-1E09 + single copy
3 BG454-2E03 + single copy

Selected lines for T2 GFP analysis
Plant Nd Plant Name | TO-southern
6 |BG454-1E03-Pg five copies
25 |BG454-1E09-P5| single copy

124

BG454-2E09-P
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probe-eGFP
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Digested with EcoRI
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ProHvVHOX1(991bp)::HVHOX2
Selected lines for TO analysis

SI.No Line no PCRresult | Southernresult |phenotype
1 [BG455/1E01 + three copies No ‘
[ sosssraeor | | twocoies | o
3 |BG455/1E03 + single copy No |
4 |BG455/1E04 single copy No
5 |BG455/1E05 two copies No
6 |[BG455/1E06 - single copy No
7 |BG455/1E07 + No
8 |[BG455/1E08 + single copy No
9 |BG455/1E09 + single copy No
10 |BG455/1E10 + single copy No
11 |BG455/2E01 - No
12 |BG455/2E02 + single copy or two No
13 |BG455/2E03 + single copy No
14 |BG455/2E04 + single copy No
15 [BG455/2E05 ?? three copies No
16 |BG455/2E06 + single copy No
17 |BG455/2E07 + single copy No
18 |BG455/2E08 + three copies No
19 |BG455/2E09 + No
20 [BG455/2€10 + No
21 [BG455/2E11 + No
22 |[BG455/2E12 + single copy No
23 |BG455/2E13 + single copy
24 |BG455/2E14 +
25 |[BG455/2E15 + single copy No
26 [BG455/2E16 + single copy No
27 |BGA455/2E17 + single copy No
28 |[BG455/2E18 - No
29 [BG455/2E19 + No
30 [BG455/2E20 + single copy No
31 |BG455/2E21 + single copy
32 |BG455/2E22 +
33 |BG455/2€23 -
34 (BG455/2E24 +
BG455/2E25
No
BG455/2E27
38 [BG455/2E28 -

ected lines for T1 Seed multiplication and characterizat

SI.No Line no PCRresult | Southernresult |phenotype
1 BG455-1E01 + three copies No
2 BG455-1E02 + two copies No
3 BG455-1E03 + single copy No
4 BG455-1E04 + single copy No
5 BG455-1E05 + two copies No

Digested with BamHl; |





BG455/2E05 ?7? three copies No
BG455/2E08 three copies No

ected lines for T2 Seed multiplication and characterizat

SI.No Line no PCRresult | Southernresult |phenotype
1 |BG455/1E01 + three copies No
2 |BG455/1E02 + two copies No
3 |BG455/1E05 + two copies No

ected lines for T2 Seed multiplication and characterizat

BG455-2E26 T1-HvHox1-p(1kb)+Hox2

phenotype

Plant No. [Phenotypg Copy number
541 converted Five copies
542 converted Five copies
545 converted 5 or 4 copies

ected lines for T3 Seed multiplication and characterizat

BG455-1E02-P9 (189) T2-HvHox1-P(1kb)+Hox2

Plant No.

Phenotyps

Copy number

189-P9

converted

single copy

| phenotype






orobe HYHOX1 promoter
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ProHvVHOX1(2185bp)::HYHOX2
Selected lines for TO analysis

SI.No | Sample No Plant Hyg PCR| Southern |phenotype
1 98 BG457/1E01 + single copy No
2 99 BG457/1E02 + single copy No
3 100 BG457/1E03 + two copies No
4 101 BG457/1E04 + two copies No
5 102 BG457/1E05 + single copy No
6 103 BG457/1E06 + two copies No
7 104 BG457/1E07 + single copy No
8 105 BG457/1E08 + three copies No
9 106 BG457/1E09 + single copy No
10 107 BG457/1E10 + single copy No
11 108 BG457/1E11 ? NA No
12 109 BG457/1E12 + single copy No
13 110 BG457/1E13 - two copies No
14 111 BG457/1E14 + single copy No
15 112 BG457/2E01 + single copy No
16 113 BG457/2E02 + three copies No
17 114 BG457/2E03 + single copy No
18 115 BG457/2E04 + single copy No
19 116 BG457/2E05 ? NA No
20 117 BG457/2E06 + ? No
21 118 BG457/2E07 + three copies No
22 119 BG457/2E08 + single copy No
23 120 BG457/2E09 + ? No
24 121 BG457/2E10 - ? No
25 122 BG457/2E11 - single copy No

Selected lines for T1 analysis

Sl. No|Plant Name| Hyg PCR |Southern| phenotype
1 |BG457-1E0] + single copf No
2 [BG457-1E07 + single copyf No
3 |[BG457-1E12 + single copf No
4 |BG457-2E02 + hree copie No
5 |[BG457-2E03 + single copf No
6 [BG457-2E07 + hree copie No

Selected lines for T2 analysis

SI.No| Lineno | PCRresult hthernreqd phenotype
1 |[BG457-2E02 + hree copig No
2 [BG457-2E07 + hree copi_

Selected lines for T3 analysis
HvHox1-P(2.2)+Hox2

lant N¢ Phenotype |Copy humber|
F07-P19 converted | four copies
2E07-P - NA






Digested BamHI; probe Hygromycin
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1.0. Declaration
This thesis is a compilation of developmental and functional studies performed in leaf and
spikelet development of two- and six-rowed types of barley. It describes a discovery obtained
from the molecular studies of genes involved in leaf and floral development and supports a new
classification of gene divergence after gene duplication. Publications in the field of barley
research have two different kinds of gene symbols. The traditional way describes a gene with the
first capital letter followed by small letters, and all the letters are italicized, e.g., Vrsl. Another
description followed the gene symbols practiced in the Arabidopsis field of research where all
the letters of a gene are capitalized and italicized, e.g., VRSL. In this thesis, the second model is
followed to avoid the confusion of gene symbols from dominant alleles and for the easy
understanding of the whole plant community. The study addresses the molecular function of the
gene HYHOX1, which is more popularly known as VRS1. However, the name HvHOX1 is used
throughout the thesis which suits better with the functionality of the gene and its class of protein.
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“Nothing in biology makes sense except in the light of evolution.”

-Theodosius Dobzhansky, 1973

2.0. Introduction

Grasses are the single largest family of organisms for the survival of humanity. For 2016, FAO’s
(Food and Agriculture Organization) forecast for world cereal production stands at 2544 million
tons, of which Barley (Hordeum vulgare L.) contributes approximately 145.8 million tons

(2015/2016) and stays as the fourth important cereal crop after Maize, Rice, and Wheat

(www.fao.org; www.statista.com). Germany’s 2015 harvest report listed the total yield of barley,
which amounted to 11.73 million tons (9.7 for winter barley and 2.03 for spring barley); average
yield of winter barley is 8.5 ton per hectare, and spring barley is 6 ton (Harvest Report 2015,
Federal Ministry of Food and Agriculture). Barley is considered as the founder crop of the Old
World Neolithic food production that enabled mankind to move from hunter-gathering to
cultivation and agriculture (Harlan and Zohary, 1966; Zohary et al., 2012). Its unique qualities
such as, withstand drier conditions, poorer soils, and some salinity could have made it the
principal grain produced in numerous areas and an essential element of the human diet. Now
again, barley is getting popular due to its various health benefits like high beta glucan, low
glycemic index, and antioxidants- anthocyanins and melanin (Meints, 2016; Nyachiro, 2016). In
recent times, 55%-60% of the barley crop has been used for feed, 30%-40% for malt, 2%-3% for

food, and about 5% for seed (Ullrich, 2011).

Barley is an annual, predominantly self-pollinated, diploid (2n=14 chromosomes), temperate
grain crop belonging to the tribe Triticeae, which contains the other major temperate cereals:
Wheat (Triticum, several species), Rye (Secale cereale), and the man-made crop Rye X Wheat or

Triticale (Triticosecale) (Ullrich, 2011). It has a genome size of 5.1 gigabases (Gb) which is
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comparatively smaller than the hexaploid wheat (Triticum aestivum- 17 Gb) (Consortium, 2014;
International Barley Genome Sequencing et al., 2012). Barley has large collections of germplasm
containing geographically diverse elite varieties, landraces, wild accessions, and mutants that are
undoubtedly carry alleles, which could ameliorate the effect of climate change and further
enhance dietary fiber in the grain (Ullrich, 2011). The draft genome sequence of barley is
released with an extensive transcriptomic data and 26,159 high-confidence genes (International
Barley Genome Sequencing et al., 2012), which is recently updated to RefSeq v.1.0 (before
publication, accessible only for registered users). All these resources along with its unique
qualities made barley as the model crop for the tribe Triticeae, and basic findings in barley can

be readily applied to crops like wheat, in which basic research is a challenging task.

2.1. Evolution of variation

Our earth is inhabited by ~8.7 million [+ 1.3 million Standard Error (SE)] eukaryotic species, of
which approximately ~2.2 million (£ 0.18 million SE) are marine. In the last 250 years of
taxonomic classification has cataloged only 1.2 million species in a central database, and the
remaining 86% of existing species on earth and 91% of species in the ocean are still waiting for
description. (Mora et al., 2011). These species of organisms are amazingly varied in the gross
and the microscopic structure of their bodies. All this diversity is not fortuitous but is a product
of “Evolution” an outcome of a long historical process of development, the duration of which is
surmised to be of the order of 3-4 billion years (Rogers, 2012; Simpson, 1949). Darwin was the
first to infer that organic diversity is a response of the living matter to the diversity of
environments on our planet (Darwin, 1859). The basic unit of diversity is the change to the
genetic material (DNA & RNA) of an organism, called “Mutation.” Mutations can be caused by

many factors namely, certain chemicals, radiation, recombination, erroneous replication, and





infections (Rogers, 2012). Once the mutation is set, there will be a selection pressure known as
‘Natural Selection’ begin to act, which preserve the favorable mutations/variations and reject the
deleterious mutations/variations . As long as one vital function is assigned to a single gene locus
within the genome, natural selection effectively forbids additional mutations that lose the
function. Also, it is clear that allelic changes at already existing gene loci do not suffice for large
changes in evolution, and can only be used for subtle differentiation within species as well as for
adaptive radiation (the diversification of a group of organisms into forms, filling different
ecological niches). Escape for genes from the pressure of natural selection is only provided by

the mechanism known as, “Gene Duplication” (Ohno, 1970).

2.2. Gene duplication

Gene duplication has the potential to generate a solid molecular substrate for the origin of
evolutionary novelties in the absence of direct amplification of genomes (Polyploidization)
(Lynch and Conery, 2000). By duplication, a redundant copy of a locus is created, which is often
ignored by natural selection; it then accumulates formerly forbidden mutations and is reborn as a
new gene locus with hitherto non-existent function (Ohno, 1970). It is predicted that an average
rate of a new gene duplication happens in the order of 0.01 per gene per million years. With this
range, 50% of all of the genes in a genome are expected to duplicate and increase to high
frequency at least once on time scales of 35 to 350 million years (Lynch and Conery, 2000).
After gene duplication, the fate of duplicated genes is determined broadly by three major models:
Pseudogenization, Subfunctionalization, and Neofunctionalization (Innan and Kondrashov,
2010). The most common fate of duplicated genes is the random neutral accumulation of
mutations, most of which are deleterious, which make the gene no longer functions, and become

the “Pseudogene” (Dittmar, 2010). Subfunctionalization allows the duplicated genes to retain in





the genome with their functionality, which makes each daughter gene to adopt part of the
functions of their parental gene. It might be at the protein functional level or changes of location
of gene expression. One of the most important outcomes of gene duplication is the origin of
novel function (Neofunctionalization). This can include the development of de novo transcription
factor-binding sites (TFB), modification of existing sites to change the specificity or kinetics,
and the amendment or gain of binding interactions (Zhang, 2003). There are also two more
models explaining the fate of gene duplication, and these are considered as different forms of
neofunctionalization: dosage compensation and buffering. In these two models, the duplicated
genes maintained the same function and used either for increasing the dosage effect of the parent
gene (Dosage compensation) or as backup copies for future mutation to generate a more robust
system (Buffering). It is also predicted that there could be an interplay between all these

mechanisms, like between subfunctionalization and neofunctionalization (Dittmar, 2010).

Gene duplication is the consequence of an infrequent mistake in mitotic as well as meiotic
processes (Ohno, 1970) or “Retrotransposition” (mobile genetic elements, when they copy
themselves into other regions of the genome, occasionally, adjacent genes are also copied); it can
be broadly classified into Small Scale Duplication (SSD) and Whole Genome Duplication
(WGD) (Dittmar, 2010). Both SSDs and WGDs have frequently occurred in the flowering plant
lineage (Li et al., 2016). As far back as 320 million years ago, there was a WGD event in the
common ancestor of all seed plants, followed around 190 million years ago by another WGD at
the origin of the angiosperms. After the subsequent divergence of monocots and dicots, around
150 million years ago, each lineage underwent several further independent WGDs (Airoldi and
Davies, 2012). A comprehensive study on gene duplication revealed a stunning nonrandom

picture of gene duplicability, with the majority of core genes that maintain genome integrity and





organelle function is as single-copy genes, whereas multicopy genes being biased toward
signaling, transport, and metabolism. There also exist an intermediate class of gene families that
show a prolonged (several tons of millions of years) duplicate retention but appear to return
eventually to singleton status (RSS). It is hypothesized that dosage balance constraints prolong
duplicate conservation in these particular gene families. It is also reported that proteins retained
in duplicate are subject to more posttranslational control, and particularly to more
phosphorylation, than RSS proteins (Li et al., 2016). The duplicated genes are named differently
based on their origin and divergence. Simply, genes sharing a common origin are called
Homologs; genes originating from a single ancestral gene in the last common ancestor of the
compared genomes are Orthologs, and genes related via duplication are Paralogs (Koonin, 2005).
During evolution, when paralogs originate by gene duplication, they will indeed be in the same
genome. It does not mean that paralogs will always be restricted to the same genome as
evolution progresses (Jensen, 2001). Thus, gene duplication emerges as one of the major forces

of evolution (Ohno, 1970).

2.3. Molecular mechanisms of leaf development

Plant leaves are the fundamental energetic unit of terrestrial life generating the primary energy of
120 * 10'? kg C year? (from photosynthesis) that exceeds approximately twice the contribution
of the oceans (Blonder et al., 2011). A leaf is defined as a vascular, asymmetric, appendicular
structure, initiated at the shoot apical meristem (SAM); this definition excludes the functionally
analogous structures of mosses and leafy liverworts (Nicotra et al., 2011). Evolution has
produced leaves of all shapes and sizes: simple leaves, leaves with lobes, pinnately and
palmately compound leaves, and everything in between (Sanders and Wyatt, 2009). Studying the

development of leaves not only shed light on how this diversity occurred but also helps to





improve its ability to support the livelihood of mankind. More insight into leaf development has
been gained from exploring genes that affect leaf morphology, and many of which are identified
at the molecular level (Micol, 2009). As our understanding of the leaf growth processes in
monocots and dicots expands, it becomes increasingly clear that the regulation of growth
processes is to a great extent conserved between them. Indeed, monocot and dicot leaves are
varied in shape. The monocot leaves are typically narrow, elongated with parallel veins, distal
leaf blade, and proximal leaf sheath are separated by ligule and auricle while dicot leaves are
usually more round shaped with reticulate veins; distal lamina and proximal petiole are attached

to the stem (Nelissen et al., 2016).

2.3.1. Regulation of shoot apical meristem identity

Apical meristems develop new organs continuously throughout a plant’s life, and this iterative,
dynamic process requires the persistent maintenance of a stable and organogenically active stem
cell population, and finely nuanced, bidirectional communication between meristematic
functional domains (Strable and Scanlon, 2016). Leaves are formed on the flanks of the SAM as
leaf anlagen or primordia (Gonzalez et al., 2012). The SAM consists of two distinct functional
domains organizing center (OC) and central zone (CZ), in which the OC is basally located to the
CZ that contains pluripotent stem cells. (Gaillochet and Lohmann, 2015). Molecularly, the OC
(contains the stem cells) is defined by the expression of WUSCHEL (WUS), a homeodomain
transcription factor (Mayer et al., 1998). As stem cells divide in the CZ, their daughter cells are
displaced laterally into the peripheral zone and incorporated into differentiating organ primordia.
A conserved negative feedback loop, consisting of the CLAVATA (CLV) protein and WUS
signaling, regulates this delicate balance of cells in the SAM (Brand et al., 2000). In addition to

this CLV-WUS signaling, stem cell homeostasis is also maintained through a novel signaling





emanated from the leucine-rich-repeat (LRR)-receptor-like protein FASCIATED EAR 3 (FEA3)
and its ligand FON2-LIKE CLE PROTEIN1 (ZmFCP1). Disruption of this signaling resulted in

relaxed restrictions of stem cell proliferation that produce a larger SAM (Je et al., 2016).

2.3.2. Regulation of leaf initiation

The process of leaf growth and development from SAM until its final size has a series of events
like the specification of founder cells in the peripheral zone of the SAM, the formation of leaf
primordia, and coordinated cell proliferation and cell expansion to reach the final size. Although
dicot and monocot leaves are differing in various aspects, they share similarities in leaf initiation
(Tsiantis and Langdale, 1998). It is not clearly understood how the lateral organ primordia are
specified in the SAM, but the expression of DORNROSCHEN marks lateral-organ founder cells
in Arabidopsis (Comelli et al., 2015). Also, these leaf founder cells are characterized by elevated
auxin activity created by PIN-FORMEDZ1 proteins (PIN1) (Scarpella et al., 2010). The maize
narrow sheathl and narrow sheath2 (nsl and ns2), which are orthologous to rice NARROW
LEAF2/3 (NAL2/3) and homologous to Arabidopsis PRESSED FLOWER (PRS), encode
WUSCHEL-related homeobox proteins that are proposed to regulate leaf founder cell numbers
during leaf primordia formation (Cho et al., 2013; Matsumoto and Okada, 2001; Nardmann et
al., 2004; Scanlon et al., 1996). The Arabidopsis proteins STRUWWELPETER and SAMBA (a
negative regulator of anaphase-promoting complex/cyclosome complex) control leaf founder
cells by regulating cell proliferation during early development (Autran et al., 2002; Eloy et al.,
2012). Following leaf founder cell specification, leaf primordia are formed by the coordination
of, transcription factors, hormones and mechanical strain of cells. The class | KNOTTED-LIKE
HOMEOBOX (KNOX-1) transcription factors, KNOTTED1 (KN1) in maize and SHOOT

MERISTEMLESS (STM) in Arabidopsis, which maintain the indeterminate state of the SAM
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are downregulated in leaf primordia (Smith et al., 1992). The auxin maxima (generated by auxin
biosynthesis and by PIN1 transport) is considered as the important event for the downregulation
of KNOX genes in the incipient primordium (Bar and Ori, 2014; Moon and Hake, 2011). The
KNOX-1 downregulation is also mediated by ARP (ASYMMETRIC LEAVES1 (AS1) in
Arabidopsis, ROUGH SHEATH 2 (RS2) in maize, and PHANTASTICA (PHAN) in
Antirrhinum) proteins along with ASYMMETRIC LEAVES 2 (AS2) and a chromatin
remodeling factor, HISTONE REPRESSION A FACTOR (HIRA) (Barkoulas et al., 2007).
Recent studies also shed light on the mechanics of leaf initiation; the mechanical strain of cell
wall and plasma membrane of leaf primordia likely coordinates the PIN1 protein localization and
cortical microtubule orientation, which upregulates auxin accumulation and thereby promote
further cellular growth (Heisler et al., 2010; Nakayama et al., 2012). Basal PIN1 polarity in
subepidermal cells of the developing leaf primordium is predicted to internalize auxin flow
through the center of the leaf, defining the position of the future midvein (Scarpella et al., 2010).
In addition to auxin, leaf initiation also involves the role of cytokinins, which maintain the SAM

in maize and Arabidopsis (Besnard et al., 2014; Giulini et al., 2004).

2.3.3. Regulation of leaf development

Once the leaf is initiated, or leaf primordia are formed, the leaf grows in three different axes
namely adaxial-abaxial, proximo-distal, and medio-lateral. The Class Il HOMEODOMAIN-
LEUCINE ZIPPER (HD-ZIP IIl) transcription factors PHABULOSA, REVOLUTA, and
PHAVOLUTA, are responsible for the development of the adaxial side and proteins of the
KANADI (KAN) family specify the abaxial side together with miRNA165/166. Auxin signaling
has also been shown to contribute to this axial patterning pathway as two auxin response factors,

ARF3/ETTIN (ETT) and ARF4, act together with KANs to promote abaxial fate (Scarpella et
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al., 2010). The proteins of maize KN1 and Arabidopsis BLADE ON PETIOLE (BOP) regulate
proximo-distal patterning by differential expression of KNOX and AS2 genes (Moon and Hake,
2011). The GROWTH REGULATING FACTOR (GRF) family proteins and GRF-
INTERACTING FACTOR (GIF) proteins regulate cell proliferation via cell cycle regulation
(Gonzalez et al., 2012; Lee et al., 2009). GRFs are targeted by miR396, which is upregulated by
class Il TEOSINTE-BRANCHED/CYCLOIDEA/PCF (TCP) proteins, which are in turn
regulated by miR319. This miR319-TCPs-miR396-GRF/GIF cascade regulates medio-lateral
axis development and produces narrow or broad leaves (Gonzalez et al., 2012). Apart from this,
genes namely cellulose synthase-like from rice (NARROW AND ROLLED LEAF 1) and maize
(Hu et al., 2010; Hunter et al., 2012), rice genes NAL7 which might be involved in auxin
biosynthesis (Fujino et al., 2008), NAL9, an ATP-dependent Clp protease proteolytic subunit
gene (Li et al., 2013), DWARF AND NARROW LEAF 1(DNL1) (Wei et al., 2013) and NAL1
(Jiang et al., 2015) are involved in narrow leaves formation when they are mutated. Monocot leaf
blades (studied in maize) grow from a defined ‘division zone’ (DZ) located at the base of the leaf
blade, where cell division takes place; while the leaf blade expansion zone (EZ) is located
adjacent to the DZ. Concentrations of auxin and cytokinins are highest in the DZ, whereas
bioactive gibberellins (GA) show a peak at the transition between DZ and EZ. Transcriptomic
and metabolic studies have shown that GA maxima at the DZ induce organ growth rate by

modulating the cell divisions at the boundary between DZ and EZ (Nelissen et al., 2012).

2.4. Molecular mechanisms of floral development
Formation of flowers is one of the most important evolutionary events (~150-170 million years)
happened in land plants; that helped Angiosperms/flowering plants to dominate the earth. The

development of human civilization during the past ten millennia was closely linked to the flower,
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as seeds and fruit- especially grains- are the basis of agriculture in both agrarian and modern
societies. Thus, elucidation of the genetic foundation of the origin and evolution of the flower
has significant implications for both our understanding of organismal evolution and our ability to
increase food production through bioengineering of the major angiosperm crops (Chanderbali et
al., 2016). One of the unifying theories of plant biology is that the variety of plant forms are
utterly different modifications of a typical growth plan (Coen and Carpenter, 1993). About 200
years ago, Johann Wolfgang von Goethe proposed in his seminal contribution “Die
Metamorphose der Pflanzen” that each distinct floral organ is indeed a modified leaf (Goethe and
Buhler, 1947). This hypothesis was proven experimentally by turning floral organs into leaves
and leaves into floral organs (Goto et al., 2001). The angiosperms are traditionally divided into
dicots and monocots based on their cotyledon (an embryonic leaf) development in the embryo
(Willis and McElwain, 2002), which are also different in their floral structures. The model plant
for the dicots, Arabidopsis thaliana, has four floral whorls (concentric ring of floral organs)
producing: four sepals, four petals, six stamens, and two carpels. Sepals are the photosynthetic
organs of a flower, which also protect it; petals have the function of the optical attraction of
pollinators primarily. Stamens are the male reproductive organs, on maturation, they produce
pollen (contains male gametophyte) to fertilize the female gametophyte. Carpels are the female
reproductive organs which include the female gametophyte in its ovule; perhaps the
evolutionarily oldest morphological organ of flowers (Soltis, 2006). The grasses bear a different
type of flowers from dicots, formed in a special inflorescence unit called the spikelet. The
spikelet is composed of a pair of glumes and single to several florets (which are equivalent to
dicot flowers), consisting of floral organs, pistil, stamens, lodicules and outer organs, palea and

lemma enclosing the floral organs (Riechmann and Wellmer, 2014). The molecular mechanism
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of flower development has been extensively studied in Arabidopsis for the last three decades and
generated considerable knowledge to apply it to various crop improvement programs including,
the grasses. However, molecular studies on grass floral development also have to be
independently performed, since it cannot always depend on Arabidopsis research, which differs

in floral architecture.

2.4.1. Regulation of floral transition

2.4.1.1. Floral transition in eudicots

The shift from vegetative to the reproductive state called ‘Floral transition” marks the beginning
of floral development and is an important determinant of flowering time. It is the crucial step in
the life cycle of a plant that determines whether the plant can transmit its gene pool to the next
generation. The result of floral transition switches the vegetative SAM to an inflorescence
meristem (IM), which instead of producing leaves on its flanks, generates floral meristem
(Costanzo et al., 2014). Until now, eight different regulatory pathways were discovered in
Arabidopsis that can affect floral transition (Figure 2.4.1.). Circadian clock, photoperiod, sugars,
ambient temperature, vernalization, general and autonomous pathways (chromatin modifications,
mRNA, and miRNA processing.), aging, and hormones (Gibberellic acids, Cytokinins, and
Auxins) are regulatory pathways that primarily produce a florigenic signal in the leaf. Each
process has its own signaling pathway mediated by several proteins and more or less all
pathways converge into a single signaling molecule classically known as ‘florigen’, which was
later found as FLOWERING LOCUS T (FT) protein belonging to the phosphatidyl-
ethanolamine-binding protein (PEBP) class (Bouché et al., 2015; Corbesier et al., 2007;
Yamaguchi et al., 2016). It is also proposed that a similar protein like FT be also involved in

floral signaling named TWIN SISTER OF FT (TSF) (Jang et al., 2009). FT protein expressed in
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the leaf phloem companion cells travels through the vasculature to the shoot apex and forms an
effector complex with FLOWERING LOCUS D (FD) (bZIP transcription factor), and thereby
stimulates floral organ formation through activation of a subset of downstream floral genes (Abe
et al., 2005). One of the important negative regulators of floral transition is FLOWERING
LOCUS C (FLC) protein, a MADS-box transcription factor that forms a complex with another
MADS-box protein SHORT VEGETATIVE PHASE (SVP) to repress the expression of genes
that initiate flowering, FT and SUPPRESSOR OF OVEREXPRESSION OF CONSTANS 1
(SOC1) (Helliwell et al., 2006; Mateos et al., 2015). The transcriptional repressor protein SVP
also mediates ambient temperature flowering pathway and inhibits floral transition (Lee et al.,
2007b). FLC protein regulates the late-flowering phenotype by interacting with ‘FRIGIDA’ the
autonomous and the vernalization flowering pathway. However, the gene FLC is repressed by
two long non-coding RNAs (IncRNAs), COOL AIR (Cold induced Long Antisense Intragenic
RNA) and COLD AIR (Cold Assisted Intronic non-coding RNA); both are transcribed from the
FLC gene itself upon the activation of vernalization (Heo and Sung, 2011; Swiezewski et al.,
2009). CONSTANS (CO), a zinc finger class transcription factor, acts in the long day flowering
pathway (photoperiod) and may also mediate circadian clock pathway through the regulation of
GIGANTEA gene (Song et al., 2014). It acts on the expression of SOC1 which promotes
flowering along with FT (Samach et al., 2000). The loss of the TREHALOSE-6-PHOSPHATE
SYNTHASE (TPS1) gene causes Arabidopsis to flower extremely late, even under otherwise
inductive environmental conditions, suggesting that flowering is also regulated by the sugar

status (Wahl et al., 2013). There are two more pathways regulating flowering, and those are
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Figure 2.4.1. Regulation of floral transition in Arabidopsis.
The eight different floral transition pathways acting in Arabidopsis leaves (dark green) are shown; their major mediators are converging to FT,
which travels to SAM (light green) and then activates the floral meristem identity genes. Image adapted from WWW.FLOR-ID.ORG.
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‘Aging," mediated by SQUAMOSA PROMOTER BINDING PROTEIN-LIKE 9 (SPL9) protein,
and ‘Hormones’ by gibberellic acid (GA) and cytokinin (CK) (Sakakibara, 2006; Schwarz et al.,
2008; Yamaguchi et al., 2016; Yamaguchi et al., 2014). Another independent regulatory pathway
is reported in Arabidopsis that is mediated by miR169d. The miR169 family plays a key role in

stress-induced flowering by repressing the FLC gene (Xu et al., 2014).

2.4.1.2. Floral transition in grasses

Time of floral transition followed by flowering is critical in grasses, especially in temperate
cereals, since it affects the yield of the plant. Though the inflorescence architecture of grasses
differs from eudicots, the genes involved in floral transition and its network of genes are
conserved between them (Riechmann and Wellmer, 2014). The identification of LEAFY (LFY)
ortholog in rice (RICE FLORICAULA/LEAFY, RFL/ABERRANT PANICLE ORGANISATIONZ,
APQO2), maize (zfl1 and zfl2 genes- Zea mays floricaula/LEAFY), barley (BFL, BARLEY
FLORICAULA/LEAFY), and wheat (WFL, WHEAT FLORICAULA/LEAFY) suggested that the
floral transition pathway is conserved in grasses and eudicots since LFY is considered as the
crucial gene that links floral transition and flowering (Bomblies et al., 2003; Ikeda-Kawakatsu et
al.,, 2012; Rao et al., 2008). However, unlike Arabidopsis, only four different pathways
regulating floral transition are extensively studied in grasses: Photoperiod, Circadian clock,
Vernalization (Fornara, 2014) and Hormones (Boden et al., 2014). The floral transition by
vernalization is mediated by VERNALIZATION3 (VRN3), an ortholog of Arabdiopsis FT,
which is induced by VRN1 (AP1 family MADS-box transcription factor) and repressed by
VRN2 (zinc finger CO-like) (Oliver et al., 2009; Shaw et al., 2013; Shaw et al., 2012; Yan et al.,
2006; Yan et al., 2004). In winter type plants, the negative regulator VRNZ2 is suppressed by

VRNL1 which is induced by exposure to long periods of cold promoting VRN3 expression and
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subsequently flowering. It is proposed that activation of VRN1 by cold is mediated through
VEGETATIVE TO REPRODUCTIVE TRANSITION 2 (VRT2) protein (Kane et al., 2005).
Deletion of genes VRNZ2 along with dominant or semi-dominant VRN1 and the presence of VRN3
confer spring growth habit (Campoli and von Korff, 2014). Vernalization associated pathway is
also often related to photoperiod sensitivity which is mediated by PHOTOPERIOD-1 (PPD1), a
PSEUDO-RESPONSE REGULATOR (PRR?7) that encodes a component of the circadian clock,
with the dominant allele promoting both winter- and spring-sown plants; PPD-2 (FT3), is a
homolog of Arabidopsis FT gene and paralog of VRN3 (FT1), promotes flowering under short-
day conditions (Nemoto et al., 2003; Yano et al., 2000). In rice, Hd3a locus is proposed as the
firm candidate for rice FT which acts along with RICE FLOWERING LOCUS T1 (RFT1) as a
rice florigen under long-day conditions (Taoka et al., 2011). The circadian clock-mediated
flowering regulated by GI through CO proteins also reported in grasses (Higgins et al., 2010;
Kikuchi et al., 2012). Moreover, other circadian clock genes, EARLY FLOWERING 3 (ELF3),
ELF4 AND LUX ARRHYTHMO also known as PHYTOCLOCK1 involved in the regulation of
flowering through PPD1 protein (Boden et al., 2014; Campoli et al., 2013; Faure et al., 2012,
Mizuno et al., 2012). Recently, the involvement of GA on flowering was studied in barley;
inhibition of GA biosynthesis suppressed the early flowering of elf3 under short days
independently of FT1 (Boden et al., 2014) and foliar applications of bioactive GAz induced early

heading in six-rowed spike 2 (vrs2) mutant and wild-type (Youssef et al., 2017).

2.4.2. Regulation of floral meristem identity
2.4.2.1. Floral meristem identity in eudicots
Once the signaling molecules (FT & TSF) of floral transition reached the shoot apex from the

leaf, they form a complex with the FD protein which activates the floral meristem identity genes
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directly and through SOC1. The essential floral meristem identity genes are LFY, APETALLA 1
(AP1), AGAMOUS-LIKE 24 (AGL24), FRUITFUL (FUL) and CAULIFLOWER (CAL), in which
the LFY protein acts in synergetic with AP1; FUL with AP1 and CAL proteins (Bouché et al.,
2015). These floral meristem identity proteins initiate floral development by upregulating the
popularly known ABCE (D) class flowering proteins (Bowman et al., 2012; Colombo et al.,
1995; Sablowski, 2015). Class A proteins AP1 and AP2 are involved in the formation of sepals
in Arabidopsis flower, class B proteins AP3 and PISTILLATA (PI) involved in petal formation
along with class A proteins, and class C protein AGAMOUS (AG) in stamen formation with
class B proteins. The final organ of the flower, the carpel, is formed only with the involvement of
AG and all these three class of proteins require the E class proteins SEPALLATA 1,2,3, and 4 to
complete the different organ development (Bowman et al., 2012; Pelaz et al., 2000). The class D
gene is known as FLORAL BINDING PROTEIN 11 (FBP11) and represents an ovule identity
gene (Colombo et al., 1995). Thus, LFY operates as a highly connected regulatory hub by
activating most of the flowering genes either directly or through co-activators (Saddic et al.,
2006; Winter et al., 2011). Among all the flowering genes, except AP2, all belong to the MADS-
box class (named after yeast MCML1, Arabidopsis AGAMOUS, snapdragon DEFICIENS, and
mammalian Serum response factor) (Sommer et al.,, 1990) of transcription factors. In
Arabidopsis, after the floral transition, the IM which is indeterminate (there is no terminal
flower), continuously produces floral meristem on its flanks which are determinate and produces
flowers of a particular size and form (Winter et al., 2011). To achieve the determinate state of the
floral meristem, the identity of IM is repressed at this region by suppressing the MADS-box gene
TERMINAL FLOWER 1 (TFL1) which is done by LFY and AP1 proteins by binding to its locus.

Also, the AP1 homologs, CAL and FUL proteins share redundant function with AP1 protein to
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repress TFL1. However, TFL1 shows high expression in the center of the IM to maintain IM
identity and represses flowering by interfering with the activity of FT. It is important to note that
FT and TFL1 are homologous proteins, which compete for protein partners (Fernandez-Nohales
et al., 2014). When the function of a floral meristem identity gene (e.g., LFY, AP1, AGL-24,
FUL, & CAL) is lost or reduced in the floral meristem, it develops an inflorescence within
flowers, indicating that the meristematic cells within the flower have lost their floral identity, and
have formed an inflorescence instead of floral organs; a phenomenon known as “floral
reversion” (Tooke et al., 2005). Conversely, when TFL1 lost its function, LFY and AP1 proteins
invade to the core of the IM and repress TFL1’s meristematic activity and then induce flowering
genes which result in the formation of a terminal flower; this marks the loss of the indeterminate

state of the IM (Ferréndiz et al., 2000).

2.4.2.2. Floral meristem identity in grasses

Cereals and related grass species follow a similar pattern of development compared to other
eudicot plants. When the floral transition occurs, the shoot apex elongates and forms floral
primordia, which appear in double ridges. Then, when the shoot apex differentiates into a
compact inflorescence, the upper floral primordia give rise to spikelets that produce the floret
meristems (FM) which develop into florets (flowers); while the lower leaf ridge is suppressed
(Trevaskis et al., 2007). The isolation of putative class A, B, C, D, and E flowering genes in rice,
maize and some of the genes from barley (summarized in Table 2.4.2.2) suggested that the core
mechanism of floral development are also probably conserved between grasses and eudicots
(Soltis, 2006; Sreenivasulu and Schnurbusch, 2012). Based on the expression of class A genes in
rice (OsMADS14,15, & 18) and maize (Zapla, Zaplb; Zmm4, 15, & 28), the outer whorl floral

organs lemma and palea are considered as sepals of Arabidopsis. However, in barley, it is
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complex, where all three class A genes appeared to be expressed in all developing floral organ
primordia (Kyozuka et al., 2000; Lombardo and Yoshida, 2014; Mena et al., 1995; Schmitz et
al., 2000). Similarly, class B gene characterized in both maize (Si1, Zmm16,18, & 29) and rice
(SPW, OsMADS2 & 4) suggested that lodicules as second- whorl organs, homologous to petals,

since the mutant phenotypes are seen with homeotic conversion of stamens into carpels and

Table 2.4.2.2. Summary of A, B, C, D, and E-class MADS-box genes in eudicots and grasses

Gene class Eudicot lineage Maize Rice Barley
Zap1a, Zap1b
Aclass AP1/CAL/FUL (ZmMADS3) OSMA%SsﬁAgg’%‘D St BMg'N%M&
Zmm4, Zmm15, Zmm?28
Si1, Zmm16, Zmm18, SPW, OsMADS?2,
B class AP3/PI Zmm29 OsMADS4
C class AG Zag1, Zmm2, Zmm?23 OsMADS58, OsMADS3
D class FBP11 Zag2, Zmm1, Zmm25 QsMADST3
SEP3 Zmme6, Zmm?27 OsMADS7, OsMADS8
E class OsMADS34
SEP1,2,4 Zmme6, Zmm27, Zmm31, LHS1
ZmLHS1a, ZmLHS1b,
Zmm3 OsMADS5

(Note: Zapl-Zea AP1; Zmm-Zea mays MADS; Zag- Zea AG, ZmLHS-Zea mays LEAFY HULL STERILE;
Si1-Silkyl; SPW-SUPERWOMAN; BM-Barley MADS)

lodicules into bract-like lemma/palea-type organs (Ambrose et al., 2000; Cui et al., 2010;
Nagasawa et al., 2003). Studies on class C genes in maize (Zagl and Zmm2) and rice (OsMADS3
& 58) suggested that they are partitioned, and sub-functionalized to promote the activity of
stamens and carpels (Force et al., 1999; Yamaguchi et al., 2006). The class D gene(s) are not
experimentally verified in both maize and rice, but genes were identified by phylogenetic

analysis and their expression patterns are consistent (at least in maize) with the known D-class
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gene (Lopez-Dee et al., 1999; Schmidt et al., 1993; Theissen et al., 1995). From the studies on E
class genes in rice and maize, it is clear that duplications have led to complexity in grass SEP
lineages. Also, transcript expression analysis in both maize and rice indicated that their pattern is

intricate as their lineages are highly variable (Cui et al., 2010; Malcomber and Kellogg, 2004).

2.4.3. Regulation of inflorescence architecture

2.4.3.1. Inflorescence architecture in eudicots

Successful floral transition by activation of floral meristem identity genes followed by the
induction of flowering genes converts a shoot apex into an inflorescence. Inflorescences have
been classified based on determinate - where the main axis of growth ends in a flower (Figure
2.4.3.1-a-d), or indeterminate - in which there is no terminal flower (Figure 2.4.3.1-e-i);
racemose - having a branching pattern with a single main axis of growth (Figure 2.4.3.1-e-h);
cymose - having a branching pattern which does not have a main axis (Figure 2.4.3.1-c & d);
simple - no secondary branches are formed (Figure 2.4.3.1-a, b, e, h, i); compound - produce
secondary and higher order branches (Figure 2.4.3.1-c, d, f, g) and bracteose - have leaf-like
organs subtending flowers called bracts. The first gene affecting the inflorescence architecture
was studied in detail was floricaula (flo) in Antirrhinum majus, which is the ortholog of LFY
gene in Arabidopsis. It has been proposed that the expression pattern of flo/LFY regulates
inflorescence architecture: a normal expression after the floral transition, forms a raceme type
inflorescence, and loss of gene function induces floral reversion. A slight delay in activation of
flo/LFY such that instead on secondary meristems, if expressed after tertiary meristem would
give a compound inflorescence where each secondary branch comprises a small cyme (Figure
2.4.3.1-f). Similarly, if the activation on tertiary rather than secondary would make each flower

being replaced by an indeterminate axillary raceme (Figure 2.4.3.1-g) (Coen and Nugent, 1994).
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Another important gene that regulates inflorescence architecture in Antirrhinum by changing its
determinacy is CENTRORADIALIS (CEN), an ortholog of Arabidopsis TFL1. To maintain the
determinate state of floral meristem, the core stem cell niche governed by WUS gene need to be
suppressed. This is accomplished by the activation of AG protein in the center of floral meristem
that terminates the stem cellness in the floral meristem together with LFY protein (Costanzo et
al., 2014). There are two pathways proposed for AG repression of WUS gene: by activating
KNUCKLES (KNU, a C2H2 zinc finger transcription factor) expression, it repress WUS either
directly or indirectly (Sun et al., 2009) or AG directly represses WUS expression by recruiting
poly-comb group proteins (Liu et al., 2011). There are proteins like CLAVATA (CLV),
ULTRAPETALAL (ULT1), and PERIANTHA (PAN) that also regulate AG expression in the
center of the flower (Riechmann and Wellmer, 2014). A molecular role for AP2 has recently
been uncovered through its interaction with TOPLESS (TPL) protein. It is shown that AP2 binds
directly to the large regulatory second intron of AG and recruits both TPL and the histone
deacetylase HDA19, likely explaining the repression of AG. This suggested that AP2 not only
antagonizes class C function but also, regulates floral meristem identity by repressing AG (Yant
et al., 2010). There are many more genes found to affect inflorescence identity in Arabidopsis:
PINFORMED 1 functions in polar auxin transport, mutation of this gene develops pin-shaped
inflorescence that fails to develop flowers or floral organs (Cheng et al., 2006); genes regulating
boundary formation like SUPERMAN (SUP), which is involved in the specification of the
boundary between stamens and carpels (Bowman et al., 1992), and key genes that specify
boundaries in both the shoot apical meristem and developing flowers, the CUP SHAPED

COTYLEDON (CUC) genes 1, 2, and 3 (Vroemen et al., 2003). Ectopic expression of LATERAL
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ORGAN BOUNDARIES (LOB) gene leads to modifications in the size and shape of floral organs

and also affects male and female fertility (Shuai et al., 2002).
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Figure 2.4.3.1. Diagrammatic illustration of various inflorescence types.
(a) Solitary terminal flower; (b) simple dichasium; (c) compound dichasium; (d) cyme; (e) raceme; (f)
thyrse; (g) compound raceme (h) corymb; (i) capitulum. Flowers are indicated by solid circles. The image

is adapted from Coen and Nugent, 1994.

2.4.3.2. Inflorescence architecture in grasses

Unlike Arabidopsis that has simple raceme-type inflorescence, grasses have different
inflorescence types such as compound dichasium, thyrse, and compound raceme. The
Arabidopsis inflorescence comprises a main apical meristem that grows indefinitely and
produces either flowers or lateral axes which follow the main apical meristem reiteratively (Liu

et al., 2013). In grasses, rice inflorescence meristem which is determinate, forms Primary Branch
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Meristems (pBM) in the base that grows definitely (determinate) and produces Spikelet
Meristem (SM) in the lateral axes and a terminal spikelet at the tip. Also, in the base of pBM
often secondary Branch Meristem (sBM) is formed which reiteratively follow the pBM pattern.
Finally, each SM that is determinate produces one Floret Meristem (FM) that forms all the floral
organs (Figure 2.4.3.2). Rice inflorescence can be compared to compound raceme-type
inflorescence, where lateral branches might be replaced by compound dichasium-type
inflorescence (Figure 2.4.3.1-g). Maize produces two different types of inflorescences: one in
tassel and another in the ear. Maize's ears form an indeterminate IM, which generates
determinate Spikelet Pair Meristems (SPM) in its lateral axes that form two determinate SM, and
finally, each SM forms two determinate FM in which one gets aborted. In maize tassel, the IM is
determinate which produces a terminal indeterminate BM at its tip as well as its base; each BM
forms SPM in its lateral axes which then reiteratively follow the pattern of maize ear (Figure
2.4.3.2). Maize inflorescence is also can be compared to a compound raceme with SPM on the
BM (Figure 2.4.3.1-g) (Tanaka et al., 2013; Thompson and Hake, 2009). Temperate grasses,
wheat and barley, produce very different inflorescence types than rice and maize, where wheat
forms a determinate IM, which produces indeterminate SM on its lateral axes that form FM on
its lateral axes. This inflorescence type mostly looks like a compound raceme in which only the
main axis is determinate (Figure 2.4.3.1-g). Barley produces an inflorescence meristem similar to
wheat but it is indeterminate, and it forms a unique Triple Spikelet Meristem (TSM) on its lateral
axes which produce two Lateral Spikelet meristem (LSM) and one Central Spikelet meristem
(CSM), and each SM forms one FM; except for the IM, all other meristems are determinate
(Figure 2.4.3.2.). This type of IM can also be explained with a different architectural plan in

which IM produces a determinate pBM that produces one CSM on its tip, and the two LSM are
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higher order branches (Figure 2.4.3.2) (Kellogg et al., 2013). Barley inflorescence is visibly
identical to the thyrse-type inflorescence (Figure 2.4.3.1-f) (Coen and Nugent, 1994).
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Figure 2.4.3.2. Description of the sequential or chronological development of different floral
meristems in rice, maize, wheat, and barley.

The inflorescence architecture of rice panicle, maize tassel (male), maize ear (female), wheat spike and
barley spike is achieved based on the development of specific meristems during the life-cycle. IM-
inflorescence meristem, pBM-primary branch meristem, sBM-secondary branch meristem, SM-spikelet
meristem, FM-floret meristem, BM-branch meristem, SPM-spikelet pair meristem, TSM-triple spikelet
meristem, LSM-lateral spikelet meristem, CSM-central spikelet meristem. Red arrow denotes the abortion

of specific floret meristems.

Isolation of SOC1, SVP, AGL-24, and SEP4 orthologs in rice and their suppression of TFL1
(indirectly or directly) suggested that the inflorescence architecture pathway is also conserved in
grasses (Fernandez-Nohales et al., 2014). Loss of SM determinacy that results in the formation

of indeterminate branches instead of spikelets is also observed in both maize and rice mutants,
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branched silkless 1 (bdl) and FRIZZY PANICLE (FZP), respectively. The ortholog of these
genes in Arabidopsis, PUCHI, does not show a strong phenotype in floral meristem (Chuck et
al., 2002; Karim et al., 2009; Komatsu et al., 2003). In maize, indeterminate spikeletl (ids1) and
sister of indeterminate spikelet1(sidl), as well as its ortholog in rice SUPERNUMERARY BRACT
(SNB), involved in the regulation of SM identity and mutations exhibit repetitious production of
glumes in maize and rudimentary glumes or extra lemma/palea, and in rare cases two florets in a
spikelet in rice, respectively (Chuck et al., 1998; Lee et al., 2007a). These ids1-like genes are
regulated by miR172. Maize tasselseed 4 and 6 mutants are defective in sex determination,
exhibit increased branching in the inflorescence, in addition to the failure of carpel abortion in
the male flower (Chuck et al., 2007). In rice, overexpression of the miR172 causes reductions in
SNB and OsIDS1 transcript levels and largely mimics the phenotype of snb osids1 double mutant
phenotype. Thus, proper regulation of ids1-like genes by miR172 is important for specifying SM
fate both in rice and maize (Riechmann and Wellmer, 2014). The WUS-CLV pathway, which
regulates the stem cell maintenance is widely conserved in grasses. Mutations in the thick tassel
dwarf (td1), fasciated ear2 (fea2), fea3, and fea4 genes cause an enlargement of the IM and the
FM in maize, resulting in fasciation of the inflorescences and increased floral organ number
(Bommert et al., 2013; Bommert et al., 2005; Je et al., 2016; Pautler et al., 2015). In rice, floral
organ number (fon) mutants, fonl, and fon2 cause enlarged FM resulting more floral organs
(Chu et al., 2006; Suzaki et al., 2004; Suzaki et al., 2006). In maize, regulation of boundary
formation is mediated by the ramosa pathway that includes ramosal (ral), ra2 and ra3, affecting
the determinacy of SPMs to limit the production of long branches. The LFY orthologs of maize
zfl and zfl2 as well as in rice, RICE FLORICAULA/ABBERANT PANICLE ORGANIZATION2

(RFL/APO?2) affect IM identity by influencing the BM (Tanaka et al., 2013).
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2.5. Leaf and floral development in Barley

2.5.1. Regulation of leaf development

Barley has a considerable number of leaf mutants like broad leaf, narrow leaf, leafless and
liguless available in the International Database for Barley Genes and Barley Genetic Stocks,

NordGen (www.nordgen.org/bgs). However, very few studies reported genes affecting the

development of barley leaves. Recently, the gene responsible for broad leaf 1 (blfl) phenotype
was cloned and characterized; the gene was found as INDETERMINATE DOMAIN protein
which is a negative regulator of leaf size by restricting cell proliferation in the leaf-width
direction (Jost et al., 2016a). There is another report on leaf size controlled by a Ppd-H1 locus in
a diverse panel of European winter cultivars. It is found that the locus might affect the duration
of leaf growth and consequent variation in leaf cell number results in leaf size differences
between Ppd-H1 variants. (Digel et al., 2016). The ortholog of maize narrow sheath genes was
cloned in barley and found that WUSCHEL RELATED HOMEOBOX 3A (WOX3A) protein
plays a pivotal role in leaf width and the development of marginal tissues in lateral organs
(Yoshikawa et al., 2016). A weak leaf phenotype was reported in barley brassinosteroid (BR)
mutants, in which uzula allele showed reduced leaf angle compared to wild-type. Also, the
mutant(s) showed other major phenotypes including sturdy culm, dense spike, and crown on
spike (Dockter et al., 2014). A genetic component analysis of the phenotypic variance of leaf
development in row-type classes of barley found that six-rowed barley had larger leaf area than
two-rowed barley along with main culm spike grain yield, spike dry weight, and harvest index
(Algudah and Schnurbusch, 2015). In this report, the authors also suggested that HYHOX1 might

be involved in the leaf difference observed between the row types.



http://www.nordgen.org/bgs
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2.5.2. Regulation of floral development

Barley has a unique inflorescence architecture in its tribe Triticeae, which is indeterminate and
produces three determinate spikelet meristems on its lateral axes (nodes) arranged in a distichous
manner. Though the temperate crop has been considered as the model species of its tribe, it is
mostly studied for its plant stature including spike architecture, and flowering, related to
environmental conditions (vernalization and long day) (Chen et al., 2009; Komatsuda et al.,
2007; Koppolu et al., 2013; Kusakina et al., 2015; Poursarebani et al., 2015; Ramsay et al.,
2011). Indeed, barley has a rich mutant collection for different plant organs including floral
development (Druka et al., 2011), so it is worthwhile to characterize these mutants, which might

help to improve the yield related traits of its related crops, like wheat.

2.5.2.1. Regulation of inflorescence development

One of the important genes regulating inflorescence meristem identity in Antirrhinum,
CENTRORADIALIS (CEN), and in Arabidopsis, TERMINAL FLOWER 1 (TFL1) was cloned in
barley, HYCEN or EARLINESS PER SE locus eps2, which contributes for the flowering in
spring-sown crops (Comadran et al., 2012). The ortholog of Arabidopsis LFY that plays a
principal role in floral meristem development has only been reported in barley for its association
with photoperiod related flowering (Alqudah et al., 2014), but it is yet to be characterized for its
role in barley spike meristem development. The ortholog of rice FZP/BFL1 (BRANCHED
FLORETLESS 1) and maize bdl has been cloned in barley that regulates spike-branching in
Compositum-Barley, i.e., COMPOSITUM 2 (COM2); it belongs to the AP2/ERF transcription
factor family (Poursarebani et al., 2015). Apart from the genes controlling inflorescence/floral
meristem identity, there are other genes regulating inflorescence development that have been

cloned: the regulation of miR172 upon the expression of HvAP2 affects barley spike internodes
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and results in dense spike, and uzula that causes phenotype in leaf angle and plant height also

showed dense spike phenotype (Dockter et al., 2014; Houston et al., 2013).

2.5.2.2. Regulation of spikelet development

Barley is predominantly self-pollinated, even though much of its pollen is released only after the
anthers have been exerted. However, barley cleistogamy 1 (clyl), in which anther sheds its
pollen before flower opening, flowers are almost entirely autogamous (depends on its pollen for
fertilization). The gene responsible for this phenotype HVAP2/CLY1 is identified as the ortholog
of Arabidopsis AP2, which is regulated by miR172 (Nair et al., 2010). Hooded mutation in
barley forms an extra flower of inverse polarity on the lemma, and the gene governs this
phenotype was identified as KNOTTED-1 LIKE HOMEOBOX-3 (KNOX-3) (Mdller et al., 1995).
A gene induces the formation of the third bract subtending the central spikelet is identified as
THIRD OUTER GLUME 1(TRD1) orthologous to rice NECK LEAF 1, and maize tassel sheath 1
(Houston et al., 2012). Barley short awn 1 (lks2) phenotype that produces awns about 50%
shorter than normal is identified as a SHORT INTERNODES (SHI) family transcription factor,
allelic to unbranched style 4 (ubs 4) and breviaristatum-d (ari-d) for which the phenotypes are
short awn and sparse stigma hairs (Yuo et al., 2012). The homeotic conversion of barley
lodicules into two stamenoid structures is known as laxatum-a (lax-a), and the gene responsible
for the mutation is found as a homolog of BLADE-ON-PETIOLE 1 (BOP 1) and BOP 2. Apart
from this homeotic mutation, the gene is also responsible for extended rachis internodes,

broadened base of lemma awns, and thinner grains (Jost et al., 2016b).

2.5.2.3. Regulation of lateral spikelet development

Barley has a particular group of lateral spikelet fertility mutants that also affect the row type of
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spike and spikelet meristem identity. These mutants are collectively known as Six-rowed spike
(vrs) mutants, and they are classified from 1-5: vrsl, vrs2, vrs3, vrs4, and vrs5(int-c) (Figure
2.5.2.3.1.). Among the five, the genes exhibiting vrsl, vrs2, vrs4, vrs5/int-c mutant phenotypes
have been reported, and vrs3 is yet to be published. The gene that governs the vrsl mutant
phenotype influences the fertility of florets and awn development in lateral spikelets, was found
as a homeodomain leucine zipper class | transcription factor (HD-Zip 1) popularly known as

VRS1 or HYHOX1. HYHOX1 was found to be highly expressed during LSM development that

Vrs1 vrs1 vrs2 vrs3 vrs4 vrs5/int-c

N W WO W
v W W W W W
N W N YW
IR T R VY
W NN W N W

HvTB1
HvHOX1- Komatsuda et al., 2007 VRS2 unknown HvRA2 & v »
Youssef et al., Koppolu et al., amsay et al.,
2017 2013 2011

Figure 2.5.2.3.1. Description of the five six-rowed mutants.

Vrsl is two-rowed, and vrsl is six-rowed. vrs2 has a six-rowed type at the base of spike along with some
additional spikelets; the middle and apical part of the spike is two-rowed, found with occasional fertility
in the florets of lateral spikelets. The vrs3 phenotype is just opposite to the phenotype of vrs2 but does not
have additional spikelets. vrs4 is a complete six-rowed spike along with additional spikelets at random
positions of the spike. vrs5/int-c has an intermediate phenotype between two- and six-rowed and does not

form awn in the florets of lateral spikelets. Image adapted and modified from Koppolu et al., 2013.
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Two-rowed spike Six-rowed spike

A

Lateral Spikelet

Central Spikelet

Figure 2.5.2.3.2. Description of two- and six-rowed spikes.

Matured spikes of two- and six-rowed barley are shown in A and D respectively. Triple spikelets of a
two-rowed spike (B) that has two sterile, awnless, and size reduced lateral spikelets/florets and one fertile
central spikelet with grain and lemma-derived awn. Triplet spikelets of the six-rowed spike (E) are fertile,
set grains similar in size, and all have awns. The Male reproductive organ, anther, is reduced in size; and
female reproductive organ, carpel, is completely suppressed in a two-rowed lateral spikelet (C) compared

to central spikelet (F). Image adapted and modified from Komatsuda et al., 2007.
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coincides with its phenotype on lateral spikelets (Komatsuda et al., 2007). Specifically, the gene
was found as a negative regulator of carpel fertility in the florets of lateral spikelet, and so the
functional form of this gene causes two-rowed spike phenotype and mutations that affect its
functionality creates six-rowed (Figure 2.5.2.3.2.) (Sakuma et al., 2013). Following this
discovery, the ortholog of maize teosinte branched 1, INTERMEDIUM SPIKE-C was identified
as the responsible gene for vrs5/int-c mutant phenotype which also influences the fertility of
florets (partially) in lateral spikelet and forms a phenotype intermediate between two- and six-
rowed (Ramsay et al., 2011). The gene exhibiting the vrs4 mutant phenotype was found as the
ortholog of maize RAMOSA2 (RA2); it also influences the fertility of florets in lateral spikelets
and determinacy/identity of TSM along with floral reversion. It is suggested that VRS4 (HVRA2)
controls the row-type pathway by acting as an upstream regulator of HYHOX1 (Koppolu et al.,
2013). Recently, the molecular and hormonal role of VRS2, which encodes a SHORT
INTERNODES (SHI) transcriptional regulator during inflorescence and shoot development is
reported. The gene was found not only to be involved in floral organ patterning but also in phase
duration by maintaining hormonal homeostasis and gradients during spike development and
similarly influences plant stature traits (Youssef et al., 2017). It is also interesting to note that all
six-rowed mutants (vrs1-5) mentioned above have better lateral spikelet fertility than two-rowed

wild-type.

2.5.2.4. Studies on HYHOX1 and its paralog HYHOX2

As stated above, the gene HYHOX1 (669 bp) identified in the long arm of chromosome 2H, is the
causal gene behind the significant phenotype in barley: two- and six-rowed spikes. Its two major
allelic types such as recessive vrsl.a (including vrsl.al, a2, & a3) and dominant Vrsl.b

(including Vrs1.b2 and Vrsl.b3) are considered as six- and two-rowed type alleles, respectively
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(Komatsuda et al., 2007). Later, it was found that the gene is the resultant of a recent gene
duplication that occurred only in tribe Triticeae [found in wheat (Triticum aestivum) and rye
(Secale cereale)] and the paralog is known as HYHOX2 (711 bp) found in the short arm of
chromosome 2H (Komatsuda et al., 2007; Sakuma et al., 2010). Pairwise sequence alignment of
both genes showed that they shared an identical intron-exon structure, but a 300 bp insertion is
found in the third exon of HYHOX1 and a 44 bp insertion in HYHOX2. Also, the insertion in
HvHOX1 created a premature stop codon which resulted in a reduction of 14 amino acid (aa)
residues compared to HYHOX2. Nevertheless, the amino acid sequences of HYHOX1 (HvHOX1-
222 aa) and HYHOX2 (HvVHOX2-236 aa) shared 88% identity in the HD-ZIP domain and 84%
identity in the whole protein (Sakuma et al., 2010). Expression analyses of these two genes
showed that they exhibit two different patterns of expression: HYHOX1 is expressed exclusively
in the carpel, lemma, palea, and lodicule of lateral spikelets, whereas HYHOX2 is localized in
vascular bundles of developing spikes, leaves, coleoptile node segment of seedling, and roots of
the seedling. Moreover, the analysis of protein motif similarities with other closely related
proteins from selected monocots, showed that HYHOX2 is the original gene conserved among all
the species, and it has a high similarity in its functional domains with HYHOX1, except for the
putative motif 8 present in the C-terminal end (Sakuma et al., 2013; Sakuma et al., 2010).
HvHOX1 has a quantitative function on spikelet development which is exemplified by
suppressing its transcripts through RNAI transgenic plants, which restored the fertility of florets
in lateral spikelets as well as the awn development (partially) (Sakuma et al., 2013). Based on the
quantitative and qualitative expression analysis of HYHOX1 and HVHOX2, two models were
proposed for these genes’ regulation: either, the HvHOX2 and HYHOX1 homodimers bind to

different downstream genes; or the HYHOX1-HvHOX2 heterodimer suppresses the activity of
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HvHOX2 homodimer, so the stronger the expression of HYHOX1, the greater the degree of
HVHOX2 suppression (Figure 2.5.2.4) (Sakuma et al., 2011). Thus, it is proposed that the
divergence of expression pattern between these two genes might have contributed to the
neofunctionalization of HYHOX1 as a negative regulator of floret development in lateral spikelets

(Sakuma et al., 2013).
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Figure 2.5.2.4. Two alternative models for the regulation of HYHOX1 and HYHOX2.

(A) In central spikelet, only HYHOX2 is expressed, thus allowing the HYHOX2 homodimer (white) to
bind to its downstream target, whereas in lateral spikelets, both proteins are expressed; HYHOX1 (green)
and HvYHOX2 homodimers bind to different downstream genes. (B) Both proteins can bind to the same
cis-elements, and both can make heterodimers (white-green). HYHOX1 homo or heterodimers might
suppress the activity of HYHOX2 dimers since it expresses higher in lateral spikelets. Image adapted and

modified from Sakuma et al., 2011.
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2.6. Role of HOX proteins in development

Homeobox genes (HOX) encode for transcription factors named after the homeotic effect- a
fundamental developmental reorganization, which is caused by mutation or ectopic expression of
these genes, first identified in Drosophila (Garber et al., 1983). HOX proteins contain a typical
stretch of 60 amino acids, known as homeodomain (HD), which folds into a unique 3D structure
containing three alpha-helices that can interact specifically with DNA as monomers (Ariel et al.,
2007; Mukherjee et al., 2009). The HOX genes are traditionally implicated in patterning the
anterior-posterior body axis of animals and crucial for a set of developmental programs like cell
shape or polarization (Duboule, 2007). Recently, a non-classical role for HOX genes in zebrafish
was found, wherein it controls oriented cell division and cell shape by influencing mitotic
spindle rotation during cell division (Zigman et al., 2014). Many more homeobox genes have
been identified from all the main eukaryotic lineages, and the high degree of conservation of HD
among these suggests that the role played by this domain is vital. These proteins are classified
broadly into two super classes - HD-ZIP and TALE-based on origin and differentiation of HD.
Further, each super class is classified into several sub-classes based on their sequence
differentiation and fusion with specific co-domain sequences. The TALE (Three Amino acid
Loop Extension) class proteins have HD with 63 amino acids that have three extra residues
between helix 1 and 2, and they are present both in animals and plants. This class of proteins is
further divided into nine different categories including KNOX (KNOTTED-like homeobox) and
WOX (WUSCHEL-related homeobox) proteins (Mukherjee et al., 2009). The HD-ZIP class
proteins have a leucine zipper motif (LZ) (popularly known for protein dimer formation)
immediately downstream of the HD that makes this class proteins different from others by

binding to their specific cis elements in dimeric forms (Ariel et al., 2007).
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2.6.1. Role of HD-ZIP class I proteins in plant development

The HD-ZIP family proteins are unique to plants, and they are categorized into four subfamilies-
HD-ZIP I, I1, 111, and 1V based on the (i) conservation of HD-Zip domain, (ii) gene structure, (iii)
additional conserved motifs, and (iv) functions (Ariel et al., 2007; Henriksson et al., 2005). HD-
ZIP | proteins are involved in responses related to abiotic stress, abscisic acid (ABA), blue light,
de-etiolation, and embryogenesis. HD-Zip Il proteins participate in light response, shade
avoidance and auxin signaling and the third group (HD-Zip 1lI) controls embryogenesis, leaf
polarity, lateral organ initiation and meristem function. Lastly, HD-Zip IV proteins play
significant roles during anthocyanin accumulation, differentiation of epidermal cells, trichome

formation and root development (Elhiti and Stasolla, 2009).

The first HD-ZIP proteins were identified in Arabidopsis thaliana and belonged to HD-ZIP
class I family of transcription factors (Ruberti et al., 1991). Their specific DNA binding
sequences (cis elements) were identified as CAAT(A/T)ATTG (Sessa et al., 1993). There are 17
HD-ZIP | proteins identified in Arabdiopsis, and they are widely expressed and partly have
overlapping expression patterns at the organ level. Based on their phylogenetic analysis, this 17
HD-ZIP | proteins are further grouped into six different subclasses- a, B, v, 9, €, and ¢. Similarly,
there are 15 HD-ZIP proteins in rice and 17 in maize (Mao et al., 2016). HD-ZIP | proteins are
also involved in organ developments: LATE MERISTEM IDENTITY 1(LMI 1) is found as the
direct LFY target that regulates floral meristem identity by controlling CAL (Saddic et al., 2006);
A paralog of LMI 1, the REDUCED COMPLEXITY (RCO) was identified as the regulator of
leaflets in Cardamine hirsuta, and lost in Arabidopsis thaliana (Vlad et al., 2014). Also in rice,
an HD-Zip | gene HOX12 was shown to be involved in panicle exsertion by directly acting on

ELONGATED UPPERMOST INTERNODE-1 which involved in GA-mediated plant growth
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(Gao et al., 2016). The wheat HD-Zip 1-2 was characterized in transgenic barley and found that it

regulates frost tolerance, flowering time and spike development (Kovalchuk et al., 2016).

2.7. Tools to study the molecular function of a gene

2.7.1. Forward genetic tools

Research on induced mutations in barley started back in 1928 at Sval6f, Sweden, by the eminent
Swedish geneticists Herman Nilsson-Ehle and Ake Gustafsson, which yielded a wealth of
mutants; to-day about 12000 different mutant alleles are available. These collections are broadly
classified into five main categories: Morphological and physiological characters, Near Isogenic
Lines (NIL) in Bowman, NIL in Bonus, duplication lines, and translocation lines, of which the
morphological and physiological category is further divided into 12 sub-groups (Table 2.7.1.)
(Franckowiak et al., 1985; Lundqvist, 2014). All these mutants were collected and incorporated

into the Nordic Genetic Resource Center (NordGen) (http://www.nordgen.org), and recently a

new database for Barley genes and Genetic stocks have been created and maintained by

NordGen (http://www.nordgen.org/bgs/). There are other repositories that have different

collections of barley mutants, landraces and natural variations, such as, IPK Genebank,
Germany; ICARDA in Aleppo, Syria; RIB, Barley germplasm center in Kurashiki, Japan;

Australian winter cereals collection, in Tamworth, (http://www.dpi.nsw.gov.au/) and National

Small Grains Collection (http://www.ars.usda.gov/main/docs.htm? Docid=28 84 ).

2.7.2. Reverse genetic tools
TILLING (Targeting Local Lesions IN Genomes) is a reverse genetic strategy that allows
screening for mutations in genes with known sequences in a plant mutant population. Barley has

at least three TILLING populations generated in, six-rowed malting cultivar ‘Morex’ (Talame et



http://www.nordgen.org/index.php/en/content/view/full/2

http://www.nordgen.org/bgs/

http://www.dpi.nsw.gov.au/

http://www.ars.usda.gov/main/docs.htm?%20Docid=28%2084
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al., 2008), two-rowed malting cultivar ‘Barke’ (Gottwald et al., 2009), and Danish variety
‘Lux’(Lababidi et al., 2009). Also, barley has successfully been shown as an amenable species
for Agrobacterium-mediated gene transfer method that accelerated the gene validation after
successful cloning of genes from different mutants (Hensel et al., 2009; Pourkheirandish et al.,
2015; Sakuma et al., 2013). Recently, the method has been improved with several starting
materials like pollen cultures and immature embryos (Marthe et al., 2015; Otto et al., 2015). The

field of barley transformation is further improved with targeted gene knock-out using designer

Table 2.7.1. Survey of the twelve morphological and physiological barley sub-collections.

Sub-group Character

1 Changes in spikes and spikelets

Changes in awn length and formation
Changes in days to maturity

Changes in epicuticular wax composition
Changes in leaf blades

Changes in culm length and composition
Changes in kernel development and formation

Changes in growth habit

© 00 N O 0~ WO DN

Changed pigmentation

-
o

Changes in chlorophyll pigmentation

=Y
=Y

Intermedium double mutants

-
N

Resistance to powdery mildew

TALE-nucleases (Transcription Activator-Like Effector) in haploid cells (Gurushidze et al.,
2014). Also, the contemporary gene-editing method of RNA-guided Cas9 nuclease system
(CRISPR) has been developed for barley (Lawrenson et al., 2015). Virus-induced gene silencing
(VIGS)-based functional characterization of genes has also been showed in barley (Hein et al.,

2005).
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2.7.3. Transcriptomic and genomic tools

A high-throughput gene expression analysis in barley has been started from the community-
designed 22K Barleyl GeneChip probe array. It was created from the worldwide collection of
350,000 high-quality barley ESTs originated from 84 cDNA libraries representing various
developmental stages, in addition to abiotic and biotic stress treatments (Close et al., 2004). This

data is available in different repositories like Barley Base/PLEX db (http://www.plexdb.org/

plex.php?database=Barley), PlantGDB (http://www.plantgdb.org/), Gramene

(http://www.gramene.org/), and Genevestigator (https://genevestigator.com) respectively.

Another array (Barley 60k Agilent Microarray) was designed based on the resources available

from HarvEST assembly 35 (http://harvest-web.org/hweb/hmain.wc? versid=5) and used to

analyze the transcriptomics of vrs4 spike development (Koppolu et al., 2013). In 2012, the
International Barley Sequencing Consortium (IBSC) released the first physical map of barley
supported with 79,379 transcript clusters including 26,159 high-confidence genes (International
Barley Genome Sequencing et al., 2012); recently the updated reference sequence of barley
(RefSeq v.1.0) is made available prior to publication as a service to the Triticeae research
community (http://webblast.ipk-gatersleben.de/registration/). Apart from this tool, there is
another repository named BARLEX, the Barley Genome Explorer that contains the updated
genomics and expression analysis resources (Colmsee et al., 2015). All these valuable resources
have made possible the basic research in barley, which has broad applications in its tribe

Triticeae.



http://www.plexdb.org/%20plex.php?database=Barley

http://www.plexdb.org/%20plex.php?database=Barley

http://www.plantgdb.org/

http://www.gramene.org/

https://genevestigator.com/

http://harvest-web.org/hweb/hmain.wc?%20versid=5

http://webblast.ipk-gatersleben.de/registration/
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3.0. Aims of the thesis

The rich mutant collection (Lundqvist, 2014) along with ever growing genomic resources have
accelerated gene cloning in barley (Jost et al., 2016a; Jost et al., 2016b; Koppolu et al., 2013;
Pourkheirandish et al., 2015; Poursarebani et al., 2015). However, functional characterization of
novel genes to better identify their mechanistic role in development is limited, which hampers
their contribution to breeding elite varieties. Especially, the model species of tribe Triticeae, i.e.
barley, requires more molecular studies on its species- or tribe-specific genes, which can
contribute to improving the yield. The gene SIX-ROWED SPIKE 1 (VRS1 or HYHOX1) is an
example of a tribe-specific gene identified in barley, which affects spike development
(Komatsuda et al., 2007). The functionality of this gene determines the two major row-type
forms in barley, two- and six-rowed, which are used mostly for beer production and animal feed,
respectively. Additionally, identification of significant difference between two- and six-rowed
barleys in yield-related traits like spikelet survival (Alqudah and Schnurbusch, 2014), leaf area,
spike dry weight, harvest index, spike and tiller number (Alqudah and Schnurbusch, 2015) shows
the importance of this gene in barley crop improvement. Such an essential gene is also identified
in wheat, in which molecular studies are tough to be performed due to the complexity of its
polyploid genome. So, this study addresses the molecular role of HYHOX1 in barley spike and
leaf development and also shows the importance of characterizing its paralog HYHOX2 by the

following objectives,

1. Functional characterization of HvHOX1 and HvHOX2 proteins according to the

properties of their class of proteins.
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. A comprehensive histological study of leaf and spikelet during their early meristem

differentiation and late organ maturation stages in two-rowed (Vrsl, wild-type) and six-
rowed (vrs1 mutant) barley types.

Complementary expression analyses of HvYHOX1 and HvHOX2 genes at the same
developmental stages in which histological studies were performed, to study the putative
role of these genes in leaf and spikelet development.

Identification of HYHOX1’s role in barley development by studying the transcriptome of
its mutant and wild-type during leaf or/and spikelet developmental stages.

Finally, by combining all the results obtained from the study, a hypothetical model for the
role of HYHOX1 and HYHOX2 genes during barley leaf and spikelet development will be

proposed.
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4.0. Materials and Methods

4.1. Plant materials and their growth conditions

Barley (Hordeum vulgare L.) cultivars, Bonus, Bowman and Golden Promise, were used in this
study as two-rowed representatives. Induced mutant hex-v.3 (original cv. Bonus), Morex and
Bowman backcross-derived line BW-NIL(vrsl.a) / BW 898 (Druka et al., 2011) were used as
six-rowed representatives. Also stable transgenic plants were generated (Hensel et al., 2009)
from cv. Golden Promise. Seeds were obtained from Gene banks, IPK, Germany, and Nordgen,
Sweden. Plants were grown on substrate which contains, two parts of ‘Rotes Substrat’
(Klasmann-Deilmann GmbH, Germany), two parts of sand and one part of peat. Seeds were
planted in either 54 or 96 well plastic trays and germinated in climate chamber or temperature
controlled greenhouse for four weeks at 11 °C day and 7 °C night with 10 hour light. After four
weeks of growth, seedlings were transferred to pots (diameter 16 cm?) and allowed to mature in
the greenhouse. Further growth conditions were divided into four phases: first phase at 14 °C day
and 9 °C night with 12 hour light for four weeks, second phase at 16 °C day and 9 °C night with
14 hour light for two weeks, third phase at 20 °C day and 12 °C night with 16 hour light for two
weeks and final fourth phase at 20 °C day and 14 °C night with 16 hour light until harvest. Plants
were fertilized with ‘Plantacote plus’ (AGLUKON GmbH, Germany) (15 g/pot) during
vegetative phase and with liquid fertilizer ‘Hakaphos Rot” (AGLUKON GmbH, Germany) (once

a week, 2-4 %) from the start of spike development.

Arabidopsis thaliana Col-0 plants used for protoplast isolations were grown on a 1:3 vermiculite:
soil mixture in a phytochamber (8 hour light/16 hour dark at 20° C and 18° C, respectively; 60 %

humidity).





43

4.2. Bacterial strains

Conventional cloning of genes and their promoters was done with Escherichia coli DH5a
(Genotype- F ®80lacZAM15 A(lacZYA-argF) U169 recAl endAl hsdR17(rk’, mk™) phoA
SUPE44 thi-1 gyrA96 relAl A") and GATEWAY® -based recombinational cloning was done with
Escherichia coli One Shot® TOP10 (Genotype- F mcrA A( mrr-hsdRMS-mcrBC)
®80lacZAM15 A lacX74 recAl araD139 A( araleu)7697 galU galK rpsL (StrR) endAl nupG)
(Invitrogen, ThermoFisher SCIENTIFIC). Bacterial strains were grown at 37 °C in an incubator

unless otherwise mentioned by the manufacturer.

4.3. Microscopic analysis

4.3.1. Dissection of plant organs

Different plant organs like leaves, shoot apical meristem (SAM), spike meristem and spikelet
organs were isolated/dissected from two- and six-rowed barley plants and used for microscopic
studies and expression analysis. The isolation of all plant organs, especially used for expression
analysis, was done between 09.00 a.m to 04.00 p.m to avoid the influence of day and night
difference in gene expressions. The isolated organs were used immediately or chemically fixed
for microscopic studies or frozen in liquid nitrogen for expression studies. Leaves were excised
from the growing plants using scissors and the stages of the plants were marked according to the
developmental scale published previously (Zadoks et al., 1974). SAM and spike meristems were
dissected by the procedures explained before (Kirby and Appleyard, 1984) with the help of Zeiss
Stemi 2000-C Stereomicroscope (Carl Zeiss Microscopy GmbH, Jena, Germany). For collecting
spikelet organs (glume, lemma, palea, anther, and carpel), growing spikes were harvested from

barley plants and their stage of development was marked according to the scale published earlier
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(Waddington, 1983) and specific organs were dissected with the help of forceps under Zeiss

Stemi 2000-C Stereo microscope.

4.3.2. Chemical fixation

All dissected plant organs (collected for microscopic studies) are fixed with 4% formaldehyde
and 1% glutaraldehyde in 50 mM phosphate buffer at 8 °C in a refrigerator for two weeks or
sometimes until further processing. Post fixation procedures vary according to the resin
embedding method and microscopic study involved in it, which is explained below in the

respective methods part.

4.3.3. Embedding with Resin and Agarose

4.3.3.1. Spurr

The Spurr resin is the most used resin in this study for fixing meristematic tissues like
inflorescence and leaf as well as young spikelet organs- anther and carpel. Only at rare
incidences, the Spurr failed to penetrate into the samples; mostly it happened with mature or late
stages of spikelet organs. The procedure for embedding in ‘Spurr resin’ (Polysciences, Inc. USA)
given in Table 4.3.3.1.

Table 4.3.3.1. Embedding with Spurr.

Step Chemical Temperature Time
4% formaldehyde and ‘
_ 14 days or until
Fixation 1% glutaraldehyde in 8 °C )
further processing
50 mM phosphate buffer
1x 50 mM phosphate
RT 15 min
Washing buffer ‘
RT 15 min

1x Distilled water
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30% Ethanol RT 15 min

50% Ethanol RT 15 min

70% Ethanol RT 15 min

90% Ethanol RT 15 min

Dehydration

100% Ethanol RT 15 min

100% Ethanol RT 15 min

100% Propylene oxide RT 15 min

100% Propylene oxide RT 15 min

10% Spurr RT 4 hour
20% Spurr RT Overnight

30% Spurr RT 3 hour

40% Spurr RT 3 hour

Infiltration 50% Spurr RT 3 hour
60% Spurr RT Overnight

70% Spurr RT 3 hour

80% Spurr RT 3 hour

90% Spurr RT 3 hour
100% Spurr RT Overnight

Polymerization Hot air oven 70 °C 24 hour

(Note: RT-Room Temperature)

4.3.3.2. HM20

The HM20 resin is used at times when the Spurr resin failed to penetrate the samples as

mentioned above. The procedure for embedding in HM20 (Lowicryl® HM20 kit, Polysciences,

Inc. USA) is given in Table 4.3.3.2.






46

Table 4.3.3.2. Embedding with HM20.

Step Chemical Temperature
4% formaldehyde and 1%
14 days or until
Fixation glutaraldehyde in 50 mM 8°C )
further processing
phosphate buffer
1x 50 mM phosphate buffer RT 15 min
Washing
1x Distilled water RT 15 min
30% Ethanol RT 15 min
50% Ethanol RT 15 min
70% Ethanol RT 15 min
90% Ethanol RT 15 min
Dehydration

100% Ethanol RT 15 min
100% Ethanol RT 15 min
100% Propylene oxide RT 15 min
100% Propylene oxide RT 15 min
25% HM20 RT 3 hour
50% HM20 (thermic) RT 3 hour
Infiltration 75% HM20 (thermic) RT 3 hour

100% HM20 (thermic) RT Overnight

Automated Freeze Substitution
Polymerization ) 60 °C 24 hour
Unit (AFS)

Note: For thermal polymerization at 60 °C, the conventional accelerator (for polymerization under UV
light) was replaced by an equal amount (0.5% w/v) of Dibenzoylperoxide (DBP) (Carl Roth, Germany).
Polymerization was carried out in an AFS (Automated Freeze Substitution Unit, Leica) under a nitrogen

atmosphere.
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4.3.3.3. Agarose

This method of embedding was followed for fresh samples used to study their structures or
fluorescence under light or fluorescence microscopes respectively. 8% of agarose prepared in
distilled water is used for embedding the samples. Due to its quick solidification at this
concentration at RT, the agarose stock is always kept in a 60 °C preset hot air oven. Samples, like
leaves, SAM, spike meristems, were dissected under Zeiss Stemi SV 11 stereoscope (Carl Zeiss
Microscopy GmbH, Jena, Germany) and embedded in the mold with the pre-warmed agarose.
The mold is allowed to solidify at RT for 10 to 15 min. The air bubbles were avoided while

preparing the molds, which hamper sectioning of the sample material.

4.3.4. Trimming and sectioning of resin and agarose blocks

4.3.4.1. Spurr and HM20

The Spurr and HM20 embedded blocks were trimmed with a Leica EM TRIM (Leica
Microsystems, Bensheim, Germany) instrument. The sides of the blocks were trimmed at an
angle of 45° until to get a trapezoid shape. 1-10 pm thin sections were prepared with Leica
Reichert-Jung Ultracut S using a 45° histo diamond knife (DIATOME, Weinheim, Switzerland)
for sections up to 5 um and a glass knife for 10 pum sections. For staining, sections were placed
on a droplet (20 pL) of diluted crystal violet (0.01% w/v) and placed on a heating plate set at

90 °C for 5 min. Treated this way, sections can be immediately used microscopic analysis.

4.3.4.2. Agarose
The polymerized and hardened agarose blocks were trimmed to trapezoid shape with a razor
blade under Leica GZ 4 stereo zoom microscope (Leica Biosystems Nussloch GmbH). These

prepared blocks were either hand-dissected under the same stereoscope or sectioned with Leica
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VT1000 S Vibratome (Leica Biosystems Nussloch GmbH). Blocks prepared for sectioning by
vibratome were mounted on the specimen holder with the help of glue and loaded on the
instrument. By setting at continuous and uniform motion, sections ranging from 60 to 80 pm

were prepared and mounted on a glass slide for visualization.

4.3.5. Vein clearing

Two methods of vein clearing were used for phenotyping veins in barley leaves. In the first
method, the leaves were incubated in 100% methanol (to remove chlorophyll) for overnight in an
IKA KS 125 basic shaker (IKA®-Werke GmbH) with 200 rotations per minute (rpm). Followed
by this, the leaves were washed several times with distilled water and mounted in the same water
for visualization. This method is mostly used for counting veins from different plants’ leaves. In
the second method, the leaves were vein cleared by the modified protocol described already
(Berleth and Jurgens, 1993), and this method is used to take images of vein cleared leaves. In the
modified method, the leaves were fixed in 4% formaldehyde in 50 mM phosphate buffer (pH
7.2) for a minimum of 2 hours at room temperature. Following the fixation, the leaves were
washed several times with 30%, 50%, 70%, and 90% ethanol; 30 minutes each to extract most of
the chlorophyll. Decolorized leaves were cleared in chloral hydrate/glycerol mixture for
overnight at RT. Chloral hydrate/glycerol mixture was prepared by adding 2.5 g of chloral
hydrate to 1 mL of 30% glycerol. Cleared leaves were mounted in chloral hydrate/glycerol

mixture for visualization.

4.3.6. Microscopy
4.3.6.1. Light Microscopy

Two different types of light microscopes were used for taking images or (micro) phenotyping of





49

leaf vascular system and spike meristem development. All histological pictures of the anther,
spike, node and vein cleared leaves were taken with Zeiss Axio Imager light microscope (Carl
Zeiss Microscopy GmbH, Jena, Germany) and the images were processed with Axiovision SE64
release 4.8 (Carl Zeiss Microscopy GmbH) software. For phenotyping the ultrastructure of leaf
and identifying the developmental stage of spike meristem, the Zeiss Stemi 2000-C
stereomicroscope (Carl Zeiss Microscopy GmbH) with Axiovision release 4.8.2 software was

used.

4.3.6.2. Scanning Electron Microscopy

Chemically fixed samples like SAM, spike meristems, and spikelet organs were washed once in
1x 50 mM phosphate buffer and twice in distilled water at RT for 15 min. Then, washed samples
were dehydrated in an ethanol gradient (30 %, 50 %, 70 %, 90 % and two times in 100 %) each
step lasting 15 min. Then the samples were dried at their critical point in BAL-TEC critical point
dryer, CPD 030 (BAL-TEC GmbH, Germany). Finally, the dried samples are placed on
Scanning Electron Microscopy (SEM) specimen holder and gold sputtered with Edwards Sputter
Coater S150 B (Edwards GmbH, Germany). The gold deposition was done in the presence of
Argon gas with 310! mbar pressure, and samples were examined with a SEM (model S4100;
Hitachi, Tokyo, Japan) at an accelerating voltage of 10 kV. The images were scanned by Digital
Image Scanning System (DISS 5) v5.10 software and processed by Digital Image Processing

System (DIPS) v2.9 software (Point Electronic GmbH, Germany).

4.3.6.3. Fluorescence Microscopy
Fluorescence was analyzed in either LSM 710 or LSM 510 META confocal laser scanning

microscope (Carl Zeiss Microscopy, Jena, Germany). In LSM 710, GFP was visualized with the
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excitation from 488 nm wavelength Argon laser in combination with the dichroic beam splitter,
MBS 488 (Main Beam Splitter) and the emission filter was 490-660 nm. The chlorophyll was
visualized with excitation from 633 nm wavelength Helium-Neon laser in combination with
MBS 488/561/633, and the emission filter was 644-680. Cell wall autofluorescence was captured
with the excitation from 405 nm wavelength Diode laser and MBS 405 and 417-507 emission

filter.

In LSM 510 META, GFP was visualized with the excitation by a 488 nm Argon/2 laser line in
combination with a 505-530 nm bandpass filter. The chlorophyll in the samples was detected
with the excitation by a 633 nm Helium-Neon 2 (HeNe2) laser line in combination with 650 nm
long pass filter and cell wall autofluorescence with the excitation of 364 nm Enterprise laser line

in combination with 385 nm long pass filter. In all samples, the authenticity of the GFP signal

was verified by spectral imaging and linear unmixing (Figure 4.3.6.3).
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Figure 4.3.6.3. Representative image of spectral imaging coupled with linear unmixing.

Longitudinal section (L.S) of a leaf from ProHvHOX1(2185 bp)::eGFP transgenic plant is showed in the
right panel and the spectrum of different fluorescent signals shown in the left panel. The characteristic
emission peak of GFP, 509 nm (red color) is showed by selecting the green fluorescence in the image (red
pointer). Emission spectra (left panel): red - GFP; blue — cell wall autofluorescence; green- chlorophyll
autofluorescence. Fluorescence signal (right panel: green — GFP; magenta - chlorophyll autofluorescence;

yellow - cell wall autofluorescence.

4.4. Molecular analysis

4.4.1. Nucleic acid analysis

4.4.1.1. Genomic DNA extraction

Genomic DNA was extracted from leaves, which were collected in a two mL Eppendorf
(Eppendorf, Germany) tubes containing two small metal balls and then frozen in liquid nitrogen.
Frozen samples were ground with TissueLyser 11 (Qiagen, Germany) as fine powder. The sample
was lysed by adding 800 pL of extraction buffer (1% N-Lauryl-Sarcosin, 100 mM Tris-Hcl pH
8.0, 10 mM EDTA pH 8.0, 100 mM NaCl) and mixed vigorously in a Vortex for 2 min.
Followed this, 800 uL of Phenol/Chloroform/Iso-amyl alcohol (25:24:1) was added and vortexed
for 2 min. Immediately, tubes were centrifuged at 13,000 rpm for 3 min at 25 °C (Room
Temperature, RT). 700 uL of supernatant was carefully aspirated from the centrifuged tubes and
dispensed into a new 1.5 mL Eppendorf tube. Nucleic acids were precipitated by adding 70 pL
of 3 M sodium acetate (pH 5.2), 700 pL of Isopropanol, mixed briefly and then precipitation was
enhanced by centrifuging the tubes at 13,000 rpm for 10 min at 4° C. Supernatant was carefully
aspirated out and remaining white pellet was washed with 500 pL of 70% ethanol and
precipitated by centrifuging at 13,000 rpm for 5 min at 4° C. Again the supernatant was carefully

aspirated out and the pellet was dried at 37 °C in an incubator for 1 hour. The pellet was
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dissolved finally in 50 to 100 pL of Tris-HCI (pH 8.0) containing RNase (0.5 pg/pL) and

incubated at 37 °C for 1 hour in an incubator.

4.4.1.2. RNA extraction

Total RNA was extracted from leaves, shoot apex, spike meristems and spikelet organs. Except
leaves, all other samples were dissected from barley seedlings or spikes by using Zeiss Stemi SV
11 stereoscope (Carl Zeiss Microscopy GmbH, Jena, Germany) and stored in two mL Eppendorf
tubes containing two small metal balls and then frozen in liquid nitrogen. Frozen samples were
ground with TissueLyser Il (Qiagen, Germany) as fine powder. RNA was extracted from all
samples, except leaves, by using Qiagen RNeasy Plant mini kit according to manufacturer’s
instruction. Leaf RNA was extracted from a modified Qiagen protocol, which follows: leaf
samples were lysed by adding 1 mL of Trizol (Invitrogen, ThermoFisherSCIENTIFIC) and
vortexed for 2 min and incubated at RT for 5 min. Cellular contents were separated by
centrifuging the sample tubes at 13,000 rpm at RT for 10 min. The supernatant was carefully
aspirated and dispensed into a new 1.5 mL Eppendorf tube and to this 200 pL of Chloroform was
added, vortexed for 2 min, incubated at RT for 2 min and centrifuged at 13,000 rpm at 4 °C for
10 min. The upper aqueous layer was aspirated carefully and dispensed into a Qiagen Shredder
column (violet color) and centrifuged at 13,000 rpm at RT for 2 min. To the flow-through,
350 pL of Buffer RLT (Qiagen) contains 10 pL/mL of beta-mercaptoethanol was added and
mixed by vortexing. Then, nucleic acids were precipitated by adding 250 pL of (96%-100%)
ethanol, mixed and loaded into the RNeasy spin column (pink color). Further steps were
followed according to manufacturer’s (Qiagen) instructions. In the final step, RNA was eluted in
either 20 or 30 pL of nuclease-free water (Ambion, ThermoFisherSCIENTIFIC). Though, there

is a DNase treatment (on-column DNase treatment) in Qiagen RNAeasy protocol, the genomic
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DNA was not completely removed from some samples (checked by amplifying a promoter or
intron-containing exon fragment by PCR with one pL of RNA as a template), so another DNase
treatment was followed. Samples were diluted to 200 pL by nuclease free water, and DNA was
removed by using TURBO DNA-free™ kit (Ambion, ThermoFisherSCIENTIFIC) according to
the manufacturer’s protocol. Finally, DNase-free RNA samples were purified and concentrated

by using Vivaspin 500 (Sartorius AG, Germany) according to manufacturer’s method.

4.4.1.3. Quality and quantity measurements of nucleic acids

Nucleic acids’ (Plasmid DNA, genomic DNA, and total RNA) quality and quantity were
measured by a Nanodrop spectrophotometer (Peglab, Germany). The absorbance maxima for
nucleic acids and proteins are at 260 and 280 nm respectively. The ratio of these absorbances
(260/280) has been used as a measure of nucleic acids purity. A ratio of ~1.8 and above is
considered as ‘pure’ for DNA and a ratio of ~2.0 and above considered as ‘pure’ for RNA. It is
also considered that the absorbance at 230 nm indicates the presence of other contamination
(residues of chemicals used in nucleic acid extraction), so the ratio of 260/230 values was
measured. If the values of 260/230 are higher (2.0-2.2) than the respective 260/280 values of
nucleic acids, then they were considered as pure (Wilfinger et al., 1997). RNA samples used for
Microarray (Agilent Technologies) analysis were further analyzed for quality by Agilent
Bioanalyzer 2100 (Agilent Technologies) instrument using Agilent RNA 6000 nano kit. The
quality of total RNA was assessed by the RNA integrity number (RIN) and for the Microarray

experiments samples only having a RIN value of > 8.0 were used.
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4.4.1.4. Southern hybridization

To find out the number of T-DNA (artificially transformed DNA fragment) in transgenic plants,
Southern hybridization was performed. 10 pg of genomic DNA (from transgenic or wild type
plant leaves) is digested by the appropriate (Selected based on the construct map) Restriction
enzyme (10 pL, 100 units), and its respective buffer (4 puL, 10X) along with spermidine (4 pL,
10 mM) in 40 pL reaction volume and incubated at 37 °C for overnight in an incubator.
Digested DNA was electrophoretically (90-100 volt for 4 hours) separated in 1% agarose gel by
using 1x TAE buffer (40 mM Tris-acetate, 1 mM EDTA, pH 8.2 to 8.4). The gel was loaded with
test samples along with proper negative (genomic DNA from wild type plants) and positive
controls (2 pL from 1:1000 times diluted plasmid DNA) and Gene Ruler™ DNA ladder mix
(Fermentas, Germany). The agarose gel was stained with (10 mg / mL) Ethidium bromide and
documented in a Gel documentor (Peglab, Germany). Electrophoresed DNA was fragmented by
the following treatment: the gel was treated (placing the gel in a container with the solution and
the container was gently agitated) for 5 min in ‘Solution-I’ (0.25 M HCIl), two times of a 15 min
treatment in ‘Solution-II’ (1.5 M NaCl and 0.5 M NaOH) and two times of a 15 min treatment in
‘Solution-I1I" (0.5 M Tris-HCI and 3 M NaCl). After each treatment, the gel was rinsed in
distilled water. Fragmented DNA was transferred from the treated gel to a Hybond Nitrocellulose
membrane by capillary transfer (transfer set up was prepared according to Sambrook and
Russell, 2001) with 20x SSC buffer (175 g NaCl, 88 g Sodium citrate dihydrate in 1 L water)
overnight. Transferred membrane was rinsed two times in 2x SSPE buffer (3.6 M NaCl, 0.2 M
Sodium phosphate, and 0.02 M Disodium EDTA, pH 8.0) for 10 min and cross-linked by ‘Auto
Cross Link’ (1200 J). The cross-linked membrane was hybridized with radioactive probes (P32

labeled plasmid or PCR fragment). Probe labeling was done with the RediPrime Il Labeling kit
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(GE Healthcare Life Sciences) and purified through Illustra MicroSpin S-200 HR columns (GE
Healthcare Life Sciences). The probe was hybridized with Church buffer (0.5 M Sodium
Phosphate pH 7.2, 7% Sodium Dodecyl Sulphate-SDS, and 1% Bovine Serum Albumin) and
washed with the washing buffer (40 mM Phosphate buffer pH7.0, 1% SDS, and 2 mM EDTA)
(Church and Gilbert, 1984) at 65 °C according to the protocol described previously (Sambrook

and Russell, 2001).

4.4.1.5. Complementary DNA (cDNA) synthesis

Purified and concentrated total RNA were used for synthesizing first strand cDNA to quantify
the targeted transcripts. Depending on the sample, either 1000 ng (shoot apex and spikelet
organs) or 2000 ng (leaf and spike meristem) of total RNA was taken to synthesize cDNA.
Either, SuperScript® I1l Reverse Transcriptase (Invitrogen, Thermo Fisher SCIENTIFIC) or
RevertAid RT Reverse Transcription Kit (Thermo Fisher SCIENTIFIC) was used according to

the manufacturer’s protocol.

4.4.1.6. Quantitative real-time polymerase chain reaction

This method was used to quantify (relatively) the transcripts of the target genes. The quantitative
real-time polymerase chain reaction (QRT-PCR) was performed with gene-specific primers
(mostly designed from 3> UTR) by using Power SYBR® Green PCR Master Mix
(ThermoFisherSCIENTIFIC) in Applied Biosystems 7900HT Fast Real-Time PCR system
(ThermoFisherSCIENTIFIC). The gRT primers are designed mostly by Primer3web
(http://primer3.ut.ee/) and primers amplifying a fragment of 80 to 150 bp from the target cONA
were used. Genes like Serine/Threonine phosphatase PP2A catalytic subunit or Actin were used

to normalize the target amplicons between different tissues. A typical gRT-PCR reaction
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contains 5 pL of SYBR Green mix, 0.5 pmol of forward and reverse primers, and 1 pL of the
template (dilution factor 2 or 4) in 10 pL reaction volume. The PCR was performed with the
following thermal conditions: 50 °C for 2 min, 95 °C for 10 min, 40 cycles of 95 °C for 15 Sec
and 60 °C for 1 min and a final extension at 95 °C for 15 sec. The homogeneity of amplicons was
verified by the dissociation step at 60 °C for 15 sec followed by 95 °C for 15 sec. Each sample
was represented by three technical replicates and three biological replicates, and every gRT-PCR
was repeated at least two times to mostly three times. The linearity of each PCR amplification
was verified by LinRegPCR (Ruijter et al., 2009) and reactions having a value > 1.6 were taken
for analysis. Relative expression levels of target genes were calculated by the 24T method or
AACT (Livak and Schmittgen, 2001) and the data was analyzed by SDS 2.3 software (Applied
Biosystems®, ThermoFisherSCIENTIFIC). The sequences of the primers used for gRT-PCR are

provided in Supplementary table 1.

4.4.1.7. Custom synthesis of 60k Barley Microarray Chip

From barley ‘HarvEST assembly 35 (http://harvest-web.org/hweb/hmain.wc?versid=5), around

444,652 ESTs were downloaded and based on the consensus (cluster analysis) and singleton
analyses, 55,000 unigenes were selected for annotation. By using Rice and Arabidopsis gene
annotations and 22k Affymetrix barley database (Close et al., 2004), unigenes were annotated
and functionally classified as 50,939 wunigenes to Mapman functional categories

(http://mapman.gabipd.org/web/guest/home). With the collaboration of Agilent Technologies, a

244k custom designed barley microarray chip was produced. In this array, each unigene was
assigned with four oligo probes, which are 60 bp in length, and for some selected (regulatory)
unigenes eight to ten oligo probes were assigned. A pilot study was conducted with barley spike

meristem tissues to identify the best oligo probes and omit cross-hybridizing oligo probes across



http://harvest-web.org/hweb/hmain.wc?versid=5

http://mapman.gabipd.org/web/guest/home
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different gene family members. Upon selecting the probes with best ‘Agilent base composition
score’, a custom eArray was designed, and then a 60k Agilent barley microarray (60k * 8 plex

format) was produced.

4.4.1.8. Labeling, Hybridization, and Feature Extraction

Total RNA samples isolated from barley spike meristems, shoot apex and spikelets were labeled
using the Low Input Quick Amp Labeling Kit (Agilent Technologies) according to the One-
Color Microarray-Based Gene Expression Analysis protocol given by the manufacturer (Agilent
Technologies). Hybridization and washing of chips were also done by the manufacturer’s
protocol. Finally, the chips were scanned at a high resolution of 2 microns using Agilent DNA
Microarray Scanner G2565CA (Agilent Technologies). The resulting TIFF images were used to
run batch extractions with the selection of appropriate grid, using Agilent Feature Extraction
Software v11.0 (Agilent Technologies). The evaluation metrics of each sample are assessed with
the company (Agilent Technologies) standards by using the QC (Quality Control) report and

only samples meeting those standards were taken for further analysis.

4.4.1.9. Data analysis by GeneSpring

The QC verified raw data generated from the custom synthesized 60k barley microarray was
analyzed by GeneSpring v13.0 (Agilent Technologies). By using Agilent Single Color Workflow
along with Data Import Wizard type, the raw data (entities) was thresholded to raw signal
intensities of 1.0, quantile normalized and baseline transformed to the median of all samples.
After the normalization, the entities were filtered by following four steps: 1) in Filter Probesets
by Expression step, the low-expressed entities were removed by setting the low expression value

to 25. 2) In Filter Probesets by Flags, the entities are filtered based on the flag values of
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‘Detected, Non-detected or Both." 3) In Filter Probesets on Datafiles, the Control ProbeSets,
which were included in the array were removed and finally 4) in Filter ProbeSets by Error, the
entities were filtered by Coefficient of Variation (CV) < 50%, which completes the pre-
processing of sample data (Supplementary data set 1). The statistical analysis was done with
Error (CV<50%) filtered entity set, using Moderated T-Test along with the Bonferroni-Holm
multiple testing corrections and P-value cutoffs of <0.05. Entities having a fold change of > 2.0

were taken for data interpretation (Supplementary data set 2).

4.4.2. Protein analysis

4.4.2.1. Transactivation assay

Isolation and transformation of Arabidopsis mesophyll protoplasts were performed according to
the method described earlier (Yoo et al., 2007). Protoplasts were transformed with HYHOX1-/
HVHOX2-GAL4 (GAL4-Galactose responsive transcription factor 4) binding domain (BD)
fusion constructs, pGAL4-4>UAS::GUS reporter construct (UAS-Upstream Activating Sequence,
GUS- Beta-Glucuronidase) (Ehlert et al., 2006) and a p35S-LUC plasmid for normalization. For
one transformation a total of 50 pg plasmid DNA per 500 ul protoplasts was used (constructs
were transformed in equal amounts). After transformation (n=3), protoplasts were aliquoted in 5
samples each. After 16 hours of post-transformation, LUC-activity was measured in living
protoplasts according to the procedure explained before (Ranf et al., 2011). Protoplasts were then
lysed in GUS-extraction buffer (50 mM NaPO4 pH 7.0, 1 mM EDTA, 0.1 % Triton X-100, and
10 mM beta-mercaptoethanol) by vortexing. GUS-activity was measured upon incubation (for 15
min at 37 °C) with 4-methylumbelliferyl glucuronide (4-MUG), based on the fluorometric
detection (at 360nm/460nm) of the reaction product 4-methyl umbelliferone (4-MU). Values

were expressed as GUS/LUC ratios.
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4.4.2.2. Electrophoretic Mobility Shift Assay (EMSA)

The coding sequences of HYHOX1 and HVHOX2 were amplified from their respective vectors
cloned for transgenic analysis (explained in 4.7.) and fused to T7-promotor sequence according
to the manufacturer’s protocol (PURExpress®, New England Biolabs, Inc.). After verifying the
integrity of cloned fragments by sequencing, the proteins HYHOX1 and HvHOX2 were
synthesized by the cell-free transcription/translation system PURExpress® according to
manufacturer’s protocol. EMSA has been performed as described previously (Kuhlmann et al.,
2003). The Binding Sequences (BS) (putative cis-element) of HD-Zip | proteins showed earlier
(Sessa et al., 1993) were used as arbitrary primers for this mobility assay. The competition assay
was done with either radioactive-labeled BS (hot) or nonradioactive-labeled BS (cold). Similarly,
the promoters of HYHOX1 and HvHOX2 used for construct cloning were also used in the
competition study. Specifically, methylated HYHOX1 promoter was used along with non-

methylated promoter. All primers and binding sequences are given in Supplementary table 1.

4.4.2.3. Bimolecular Fluorescence Complementation assay (BiFC)

Protein-protein interaction study was conducted using a Bimolecular Fluorescence
Complementation (BiFC) assay in Arabidopsis mesophyll protoplasts. The pCR®8/GW/TOPO
cloned HYHOX1 CDS and HYHOX2 CDS (explained in 4.7.3.) were recombined into both pE-
SPYNE (N-terminal half of YFP) and pE-SPYCE (C-terminal half of YFP) vectors (kindly
provided by Dr. Justin Lee, IPB, Halle) using recombination mediated GATEWAY® cloning
according to the protocols of the manufacturer (Invitrogen, Thermo Fisher SCIENTIFIC). Use of
these vectors resulted in the fusion of YFP-fragments to the N-terminal part of HYHOX1 and
HVHOX2 proteins, respectively. The pE-SPYNE vector expressing split YFP-domain alone was

used as negative control. The Cyan Fluorescence Protein (CFP) was co-transformed as a
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reference for nuclear and cytoplasm localization. The protoplasts were isolated and transformed
following PEG-mediated transformation (Yoo et al., 2007) with 10 pg each of pE-SPYNE
harboring HYHOX1 or HYHOX2, pE-SPY CE harboring HYHOX1 or HYHOX2 and CFP (0.3 mL
total transformation volume), respectively, and incubated for 16 hours in the dark. The
interaction and subcellular localization were visualized by fluorescence microscopy using the
LSM 710 Laser Scanning System. The excitation wavelengths and emission filters were 514
nm/band-pass 505-530 nm for YFP, 458 nm/band-pass 465-530 nm for CFP, and 488 nm/band-

pass 650-710 nm for chloroplast autofluorescence.

4.4.2.4. Western blot

Total protein was extracted from protoplast cells that were used for protein interaction studies by
boiling in standard SDS-loading buffer. Proteins were separated by 12.5% SDS-PAGE and
transferred to a nitrocellulose membrane (Macherey-Nagel GmbH) by blotting. Immune
detection was performed using primary anti-c-myc (YFP N-fusion proteins) (Sigma Aldrich Co.
LLC) and anti-HA.11 (YFP C-fusion proteins) (Eurogentec) antibodies, followed by a

horseradish peroxidase-coupled secondary anti-mouse antibody (Sigma Aldrich Co. LLC).

4.5. Biochemical analysis

4.5.1. Elemental measurement of Carbon and Nitrogen

This method was performed for two- and six-rowed plants’ leaves collected at stage Z49
(Tipping) (Zadoks et al., 1974). Carbon and Nitrogen analysis was carried out with an elemental
analyzer (vario MICRO cube), which can also measure Hydrogen and Sulphur. The instrument
was switched on about 3-5 hours before the analysis, and the measurement was performed with

Carbon Nitrogen (CN) mode. About three to five mg of ground and the frozen dried sample was
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weighed in a tin (Symbol Sn) boat, folded and placed in the auto-sampler. The boats containing
the samples are combusted in the chamber with excess oxygen kept at 950 °C, where it is
mineralized by the catalysts. The various gasses (CO., H2O und NOx) formed from the
combustion passes through a Sodium Hydroxide column packed with copper granules was kept
at 550 °C (reduction tube), where the remaining oxygen is bound, and nitric/nitrous oxides are
reduced to N». All gasses are removed from respective traps except the analytically significant
COz and N2, which are subsequently detected by the thermal conductivity detector. High purity
helium (Quality 5.0) is used both as a carrier and reference gas. Blank values are obtained from
empty tin boats, and calibration is done by elemental analysis of standard substances

(Acetanilide contains 10.36 % N2and 71.09% C) supplied by the instrument's manufacturer.

4.6. In silico analysis

4.6.1. Identification of genes and their promoters

The coding sequence (CDS) of HYHOX1 (VRS1) gene (Version: AB259782.1, GI: 119943316)
was taken from the NCBI database and used to design primers for amplifying the HYHOX1 CDS.

The same sequence was used as a query in IPK Barley BLAST server (http://webblast.ipk-

gatersleben.de/barley/viroblast.php) and found the upstream promoter sequence of HvHOX1

gene. Also, the same approach was followed for HYHOX2 gene (Version: AB490233.1, Gl:

266265607) and its promoter sequence.

4.6.2. Phylogenetic and BLAST analysis
The HD-ZIP class | protein sequences of Arabidopsis and Rice were taken from TAIR and TIGR
databases, respectively, and their sequence IDs were from the earlier publications (Agalou et al.,

2008; Henriksson et al., 2005). By using these sequences, homologous barley and maize proteins



http://webblast.ipk-gatersleben.de/barley/viroblast.php

http://webblast.ipk-gatersleben.de/barley/viroblast.php
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were collected from ‘IPK Barley BLAST server’ (http://webblast.ipk-gatersleben.de/barley/
viroblast.php) and ‘Gramene database’ (http://www.gramene.org/), respectively. Phylogenetic
analysis was done from the SALAD database, which performs the clustering based on the
presence and the similarity of the evolutionary conserved motifs, extracted by using the MEME
software (http://meme.sdsc.edu/meme/intro.html). The putative function of the differentially
regulated microarray probesets/genes and HvYHOX1 homologous proteins was done from the
NCBI BLAST (http://blast.ncbi.nlm.nih.gov/Blast.cgi? CMD=Web&PAGE_TYPE=BlastHome),
gramene, Genvestigator (Hruz et al, 2008) and BARLEX (http://apex.ipk-

gatersleben.de/apex/f?p=284:10) (Colmsee et al., 2015).

4.7. Generation of constructs

4.7.1. Extraction of HYHOX1 and HYHOX2 genes and their respective promoters

The CDS sequence of HYHOX1 (669 bp) and HYHOX2 (711 bp) were PCR amplified from the
inflorescence meristem’s cDNA of cultivar Bonus (two-rowed barley) by using CDS specific
forward and reverse primers. Similarly, the promoter sequences (along with the 5’-UTR) of both
the genes (HYHOX1- 991 bp and 2185 bp; HYHOX2- 1929 bp) were amplified from the leaf
genomic DNA of the same cultivar. The amplified nucleotide fragments (CDS and promoters)
were cloned into pCR™4-TOPQO® TA plasmid vectors and renamed according to the nucleotide
fragment cloned into it (e.g. pCR4.0 TOPO-HvVHOX2 promoter). All the plasmids containing the
CDS and promoter sequences were sequenced (at least three PCR positive plasmids for each
fragment) to verify the integrity of CDS and promoter sequences. A plasmid having the fragment

(CDS or promoter) without any sequencing error was used for further cloning.
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4.7.2. Construction of promoter-gene cassettes and plant transformation

HvHOX2 promoter (1929 bp) was amplified from the selected pCR4.0 TOPO-HVHOX2 promoter
plasmid by using promoter-specific forward and reverse primers containing Stu | and Pst |
restriction enzyme sites respectively. Then the promoter was ‘directionally’ cloned into pNOS-
AB-M (DNA cloning service, Hamburg, Germany) vector’s multiple cloning sites (MCS)
containing the Stu | and Pst I. The resultant plasmid was renamed as a pNOS-HvVHOX2 promoter.
Similarly, eGFP CDS (DNA cloning service, Hamburg, Germany) was amplified from plasmid
pFF19eGFP (Timmermans et al., 1990) by using the Pst I and Hind Il restriction sites containing
eGFP specific forward and reverse primers and cloned into a pNOS-HvVHOX2 promoter, which
then renamed as pNOS-ProHvHOX2::eGFP. The same approach was followed for pNOS-
ProHvHOX1(991bp)::HVHOX2, pNOS-ProHvVHOX1(991bp)::eGFP, pNOS-ProHVHOX1 (2185-
bp)::HVHOX2 and pNOS-Pro HYHOX1 (2185bp)::eGFP constructs. All the above six promoter-
gene cassettes were then transferred from the pNOS (cloning) vector to p6U (binary) (DNA
cloning service, Hamburg, Germany) vector by directional cloning at Sfi | site. The final
plasmids were named according to the cassettes cloned into it. The resultant plasmids were also
sequenced, and the integrity of the cloned fragments was verified. Selected binary plasmid was
used to obtain the stable transgenic barley plants (cv. Golden Promise) by a Agrobacterium-
mediated gene transfer method described previously (Hensel et al., 2009). The basic cloning
methods, like PCR amplification, DNA electrophoresis, restriction digestion, ligation and
transformation into Escherichia coli, were done according to the procedures suggested
previously (Sambrook and Russell, 2001). Electrophoresed DNA fragments are eluted from the
gel and purified by QIA-quick gel extraction kit (Qiagen, Germany). All primers used for

cloning are given in Supplementary table 1.
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4.7.3. Plasmid construction for transactivation assay

The CDS sequences of HYHOX1 and HYHOX2 have amplified from their respective pCR 4.0-
Topo vectors, (constructed for transformation studies) and cloned into pCR® 8/GW/TOPO vector
(Thermo Fisher SCIENTIFIC). The pCR®8/GW/TOPO vector is a TA cloning based
GATEWAY® (Invitrogen, Thermo Fisher SCIENTIFIC) compatible vector and the cloned
vectors named according to the inserts contained in them (e.g., pCR 8.0-HvHOX1 CDS or
HvHOX2 CDS). Following TA cloning, both the CDS sequences were cloned into pHBTL-35s-
GBD-GW vectors (GATEWAY® compatible, GAL4 DNA binding domain fusions) (Ehlert et al.,
2006) by recombination-mediated GATEWAY® cloning according to the manufacturer’s
instructions, and the resultant vectors (minimum three) were validated for the integrity of the

cloned fragments by sequencing.

4.8. Phenotyping

A widely acceptable scale for recording the growth stages of cereals is clearly desirable, which
must distinguish different growth stages, be easily recognizable under field and controlled
conditions, and should be applicable in all or most parts of the world. Also, it should identify the
principal and secondary growth stages to get more detail on each developmental stages, and it
must be graded in order of their ontogenetical appearance. With all these features, a widely used
development scale for cereals is Zadoks scale. It has a single digit code for principal and double-
digit code for secondary growth stages, which are collectively cover the complete life cycle of
seed (seed to seed). This scale is very useful for staging the plants based on their morphological
appearance/phenotype during its development and can be used for monitoring the development
of leaves, shoots/tillers, inflorescence emergence, anthesis (onset of flowering) and seed

development (Zadoks et al., 1974). However, this scale cannot be used for studying the
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inflorescence development in cereals (wheat and barley), which requires the dissection of the
plant. A scale for inflorescence development in barley and wheat is developed by E.J.M. Kirby
and Margaret Appleyard and popularly known as Kirby’s scale. It divides the inflorescence
development based on its appearance and the organ meristems developed. It starts from the
vegetative apex (shoot meristem that forms leaves on its lateral axes), then double ridge- the first
stage of inflorescence development and defines until yellow anther stage (few days before of
anthesis) (Kirby and Appleyard, 1984). However, this scale is not handy for a comprehensive
study of inflorescence development like different stages of anther and carpel. This gap in cereal
developmental studies was filled by the quantitative scale of spike initial and carpel development
in barley and wheat. This scale is identified as Waddington’s scale that distinguishes almost all
morphological stages of the carpel, and it has a quantitative scale - days after emergence for each
developmental scale (Waddington, 1983). This scale is found most useful and used in this study

for floral development and Zadoks scale for leaf development.

4.8.1. Leaf blade

Two- and six-rowed plants, as well as promoter swapped transgenic plants were used for leaf
phenotyping to measure leaf width and count vein number. In the main shoot, the third leaf from
the top was selected, and its development was tracked by measuring the leaf width and length
every day. After two weeks, the termination of leaf growth was marked by the three consecutive
same values for leaf width and length. Then the leaves were collected, and leaf width was
measured, and veins were counted after vein clearing of leaves using methanol (method

described in 4.3.5).
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4.8.2. Shoot apex

Phenotyping of SAM area and leaf primordia sizes (area & width) were done from the shoot
apices dissected from the embryo of Bowman and BW-NIL(vrsl.a) grains. Dissected apices
were fixed by the method described earlier (4.3.2). Fixed samples were washed once in
phosphate buffer and twice in distilled water at room temperature (RT) for 15 min. Then washed
samples were embedded in ‘Spurr resin,’ described earlier (Table 4.3.3.1.). The embedded
samples were sectioned at 2 pm thickness with a microtome (Leica ultracut uct, Leica
Microsystems) and fixed in glass slides. Finally, samples were imaged at Zeiss Axio Imager light
microscope (Carl Zeiss Microscopy GmbH, Jena, Germany) with 20x magnification (Figure

4.8.2. A). The base of the leaf-1 (P1, Plastochron 1) was considered as the section with the first

Figure 4.8.2. Representative pictures of the image processing method for SAM and P1.

A) A light microscopic image of a transversely sectioned Shoot apex. B) The skeletons or outlines of
SAM and P1, from the image. C) The skeleton of P1 was used to measure the area (gray space) and width
(dark blue line) by Integrated Analysis Platform (IAP).

visible separation from the SAM. Area of SAM and leaf were calculated by using the Free-D
software (Andrey and Maurin, 2005) and leaf width was obtained by morphological thinning of

the skeletons (contour maps) (Figure 4.8.2. B & C) by freely available Image analysis platform
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‘Integrated Analysis Platform (IAP)’ (Klukas et al., 2014). Maximum leaf thickness was
measured at the base of P1 for all the replications of mutant and wild-type. SAM width
measurement was done with tissue cleared shoot apices isolated from the embryo, and the

clearing was done as described above.

4.8.3. Analysis of transgenic plants

At first, all transgenic plants were checked by PCR to confirm the presence of Hygromycin gene
in To generation and then number of inserted transgenic cassettes in the plant genome was
identified by southern hybridization analysis (explained in detail 4.4.1.4.). Following, eGFP
plants were checked for green fluorescence in leaf and spike samples by using confocal laser
scanning microscope (explained in detail 4.3.6.3.). Among the positive plants identified at To
generation, three plants were taken to next generation (T1) and verified the GFP expression by
detecting the green fluorescence. In some instances, positive plants from Ti generation were
even checked at T» generation for the consistency of transgene expression. The HYHOX2 over
expressing  transgenic  plants, ProHvHOX1(991bp)::HVHOX2 and ProHvHOX1(2185
bp)::HVHOX2 were analysed for phenotypic alterations in the spike during the development and
at maturity. In ProHvHOX1(991bp)::HVHOX2 plants, event BG455-2E26 showed partial
restoration of lateral spikelet fertility at T, generation (plants-541, 542, 545), similarly event
BG455-1E02-P9 (189) showed partial fertility at Ts generation. Whereas in ProHvHOX1(2185
bp)::HVHOX2 plants, only one event BG457-2E07 (529) showed close to complete fertility
restoration (six-rowed) at T, generation. All transgenic plants analysis are given in

supplementary transgenic data.
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5.0. Results

5.1. Functional characterization of HYHOX1 and HYHOX2 proteins

5.1.1. Phylogenetic analysis of HD-ZIP class | transcription factors and their comparative
expression analysis

A phylogenetic analysis was performed by using a web-based online tool known as ‘SALAD’

(http://salad.dna.affrc.go.jp/CGViewer/en/) for barley, rice, maize and Arabidopsis HD-ZIP class

| proteins (Figure 5.1.1.1). This SALAD dendrogram is different from typical phylogenetic trees
since it provides clustering data along with their putative motifs, which are evolutionary
conserved. It helps to identify novel motifs that might hint more about the functionality of a
protein or cluster. The barley HYHOX1 and its paralog HYHOX2 formed a sub-family (Figure
5.1.1.2-A ) with their putative orthologs from rice and maize and the homologous Arabidopsis &
class proteins (ATHB21, -40 and -53) based on the conserved motif 4 (Figure 5.1.1.2-A & B).
The motif 15 (Figure 5.1.1.2-A & C) separates the monocot proteins (barley, rice, and maize)
from dicot proteins (Arabidopsis). Further, the monocot-specific cluster is divided into two
different clades. The GT1 clade is defined by the presence of motifs 38 and 14 (Figure 5.1.1.2-
A), consist of GRMZM2G005624 (GRASSY TILLERS1, GT1 from maize), LOC_0s03g10210
(OsHOX12 from rice) and full-length clone AK365295 (putative HVHOX12 from barley).
Similarly, HYHOX1 and HvHOX2 are grouped together in the HYHOX2 clade based on the
presence of motifs 22 (Figure 5.1.1.2-A & D) and 58 (Figure 5.1.1.2-A & E) with

LOC_0s07g39320 (OsHOX14 from rice) and GRMZM2G062244 (HOX107 from maize).



http://salad.dna.affrc.go.jp/CGViewer/en/
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Figure 5.1.1.1. Phylogenetic analysis of HD-ZIP class | transcription factors in Arabidopsis, rice, maize and barley.
Evolutionarily conserved motif based dendrogram for HD-ZIP | proteins generated by SALAD. The black box shows the clustering of HYHOX2

and its homologs only having motif 4 (gray color) in Arabidopsis, rice, maize, and barley. The values in green color are bootstrap probability, and
gray colors are approximate unbiased P-value.
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Figure 5.1.1.2. HYHOX?2 cluster and amino acid alignment of its specific motif sequences.

A) HVYHOX2 cluster magnified from the HD-ZIP I proteins’ dendrogram, showing the dicot (Arabidopsis

proteins) and monocot clades (GT1 and HYHOX2). B) Amino acid sequence alignment of motif 4 (gray)

that separates HYHOX2 cluster from other proteins; C) motif 15 (green), which is specific for monocot
proteins; D) motif 22 (dark blue) found in all proteins in HYHOX2 clade except HYHOX1, and E) motif
58 (pink) specific for HYHOX1 and HYHOX2 are shown.
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Among the motifs (4, 15, 38, 14, 22, & 58) found, motif 22 could be identified as putative
‘AHA’ motif, required for the transcription activity of HD-ZIP class | proteins (Capella et al.,
2014) which is present in all proteins of HYHOX2 clade but not in HYHOX1. It indicates that
HvVHOX2 is the putative ortholog of rice LOC_0s07g39320 (OsHOX14) and maize
GRMZM2G062244 (HOX107) (Sakuma et al., 2010). Taking the expression pattern of HYHOX2
and its homologs (Table 5.1.1), it suggests that most of these genes are expressed in all organs of
plants, and all the proteins have conserved expression patterns in leaves and inflorescences.
Interestingly, HYHOX2 and homolgs in maize (GT1) and rice (OsHOX14) have expression in all
organs of the plants, but HYHOX1 only expresses in leaves and inflorescences, which suggests

that HYHOX1 may have acquired a new function after duplication from HYHOX2.

Table 5.1.1. Summary of the putative expression regions of HYHOX2 and its homologs in

plants.
Gene or locus Putative Expression in Plant Reference
Identifier gene name organs
Germinating seed to By using
Arabidopsis AT5G66700 ATHB-53  mature siliques. Highly Genevestigator.
AT4G36740 ATHB-40 expressed in young (Hruz et al.,
AT2G18550 ATHB-21 rosette leaves and 2008)
ovules
Shoot axillary buds,
GRMZM2G005624 GT1 leaf primordia, (Whipple et al.,
protovascular tissue, 2011)
and young carpel
Maize primordia
Central ear, fruit, (Senetal.,
GRMZM2G062244 ZmHOX107 inflorescence bract, 2010)

tassel inflorescence,
primary root, and ear

inflorescence
Seedlings, roots, (Agalou et al.,
LOC 0s03g10210 OsHOX12 stems, leaf sheaths, 2008)
Rice and panicles
(Agalou et al.,
LOC_0Os07g39320 OsHOX14 Roots, stems, leaf 2008)

blades, and panicles
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(continued..)

Four-day-old embryos, By using
roots, and shoots from BARLEX
AK365295 HvHOX12 10-day old seedlings, (Colmsee et al.,
developing 2015)
Barley inflorescences and

tillers at six-leaf stage

Immature
inflorescences, leaves,
35 47126 HvHOX2 coleoptile node (Sakuma et al.,
segment, and roots of 2010)
seedlings
Immature (Komatsuda et
inflorescence, leaf al., 2007) and in
AB259783 HvHOX1 primordia, mature this study

leaf’s epidermis, and
its vascular bundle

5.1.2. Pairwise alignment of HYHOX1 and HYHOX2 proteins

HvHOX1 and HVYHOX2 proteins share a significant identity (84%) in the whole protein level
with conserved homeo- and leucine zipper domains (Sakuma et al., 2010). To further recognize
the identity of individual domains, pairwise alignment of HYHOX1 and HvVHOX2 protein

sequences was performed in an online based web tool Multalin (http://multalin.toulouse.

inra.fr/multalin/), and the identity scores were calculated in Clustal Omega (http://www.ebi.ac.

uk/Tools/msa/clustalo/). The homeodomains of both proteins have 89.3%, and leucine zippers

90% of identity. Though these proteins have a high similarity in the conserved domains, there are
considerable amino acid changes found both in N-terminal and C-terminal ends (Figure 5.1.2).
The N-terminal has 13 amino acid modifications that include one deletion, whereas the C-
terminal end has 25 amino acid changes including missing of a putative motif (19 amino acids) at

the C-terminal end of HYHOX1 protein (Figure 5.1.2), which is identified as AHA like activation
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motif which is supposedly able to interact with basal transcriptional machinery (Capella et al.,
2014). This result suggests that the HYHOX1 protein might not have the similar transactivation

property like HvHOX2 and it may have different protein interacting partners.

Leucine
Homeo domain (HD) Zipper (LZ)
1 10 20 30 40 50 60 70 PO[ 90 | 100 TI0 120 T
I I
HvHOX1 HDKHOLFDSSNYDTTFFAANGTAQGDTSKORARRRRRRSARCGGGDGDGGEHDGGGDPKKRRLTDEQAEILELSFREDRKLE TARKYYLAAREL GLOPKQYAYHFONRRARHKNKTILEEEFARLKHAHDAR
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Figure 5.1.2. Pairwise alignment of HYHOX1 and HYHOX2 proteins.

Pairwise amino acid sequence alignment of proteins HYHOX1 and HYHOX2 is shown. The three helices
of homeodomain (HD) are shown in green colored boxes, leucine zipper domain in the red colored box
and a C-terminal AHA motif in pink color. Change of amino acids between the protein sequences is

shown in blue color. Black dots indicate the missing amino acid.

5.1.3. HYHOX1 and HYHOX2 are functional HD-ZIP class | transcription factors
The high sequence identity in HD-ZIP domains of HYHOX1 and HvHOX2 proteins and the
missing of AHA motif in HYHOX1 C-terminal paved a way to verify the dimerization, DNA

binding and transactivation property of the proteins.

5.1.3.1. HYHOX1 and HvYHOX2 can form homo- and heterodimers

A Bimolecular Fluorescence Complementation assay (BiFC) was performed to check the
dimerization property of both the proteins in Arabidopsis mesophyll protoplasts. This assay
works based on the principle of generating the fluorescence signal by the interaction of two
nonfluorescent fragments (N-terminal & C-terminal) of the yellow fluorescent protein (YFP) that
are fused with two proteins (Hu et al., 2002). If the two fusion proteins are in close physical

proximity, the two nonfluorescent fragments of YFP generate the yellow fluorescence.
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Figure 5.1.3.1. HYHOX1 and HvHOX2 can form homo- and heterodimers and are nuclear
localized.

Bimolecular fluorescence complementation assay (BiFC) performed for HYHOX1 and HYHOX2 proteins
in transiently transformed Arabidopsis leaf mesophyll protoplast is shown (A). The bright field panel
illustrates the protoplast in which the results were captured; YFP (Yellow Fluorescent Protein) panel

indicates the dimer formation in yellow color signal generated by YFP; CFP (Cyan Fluorescent Protein)
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panel shows the location of the nucleus (blue, dark spot), and the autofluorescence of chlorophyll (red
signal) is showed in the chlorophyll panel. The last overlay panel shows the merged signals from protein
dimers (YFP), nuclear and cytosolic localization (CFP) and chlorophyll autofluorescence in a protoplast.
nYFP- YFP fused to N-terminal; cYFP- YFP fused to C-terminal end. Scale bar 10 um. (B) Western blot
for HYHOX1, HYHOX2 proteins isolated from the protoplasts used for BiFC assay is showed. EV-empty
vector; YFP-Yellow Fluorescent Protein; CFP-Cyan Fluorescent Protein; HA-Hemagglutinin; c-myc-
Avian myelocytomatosis virus oncogene cellular homolog; 25 and 55 denotes the size of protein in kilo
daltons (kDa).

The split-YFP vectors, which are fused with HYHOX1 and HYHOX2 genes, were co-transformed
with Cyan Fluorescent Protein (CFP) into Arabidopsis protoplasts. The appearance of yellow
fluorescence implies the formation of homo- and hetero-dimers of the proteins, while the CFP
signal is used as a marker for nuclear and cytoplasmic localization. The clear co-localization of
YFP and CFP suggested that HYHOX1 and HYHOX2 proteins are interacting with themselves
and each other in the nucleus (Figure 5.1.3.1-A). It also suggests that both homo and
heterodimers may transactivate the downstream genes. A western blot using antibodies to both

proteins confirmed that they were intact and expressed at similar levels (Figure 5.1.3.1-B).

5.1.3.2. HYHOX1 and HVYHOX2 proteins can bind to HD-Zip | cis-regulatory element

To prove that HYHOX1 and HYHOX2 proteins can bind to their specific HD-Zip | cis element,
an Electro Mobility Shift Assay (EMSA) was performed with the in vitro translated proteins and
experimentally verified HD-Zip | cis-element published earlier (Sessa et al., 1993). The basic
principle of this assay is when the protein-DNA complex is formed, the protein retards the
mobility of the DNA fragments to which it binds; thus the free DNA migrates faster through the

gel than does the DNA-protein complex. This shift of the protein-DNA complex band from the
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Figure 5.1.3.2.1. HYHOX1 and HYHOX2 proteins can bind to their cis-regulatory element.

The DNA binding specificity of HYHOX1 and HYHOX2 proteins on HD-Zip | cis-element assessed by
Electro Mobility Shift Assay (EMSA) is shown. Three different concentrations (0.5 pL, 1 pL, and 2 pL)
of protein were used along with the DNA fragment containing the HD-Zip | cis-element (Binding
sequence, BS) from Sessa et al., 1993. The shift of protein-DNA complex (*) denotes the specific DNA
binding of these proteins. Also, a combination of HYHOX1 and HYHOX2 proteins (1 pL from each) also
shows the protein-DNA complex. Dihydrofolate reductase (DHFR) was used as a negative control. BS-
binding sequence (HD-Zip | cis element); Free BS- unbound BS; different numbers show the in vitro

translated protein volume in L.

free DNA suggests the binding of the protein to the DNA (Fried, 1989). Three different
concentrations of HYHOX1 and HvHOX2 proteins mixed with the HD-Zip | cis element
(CAATTATTG) binding sequence (BS) showed the shift of protein-DNA complex (marked with

star, *), which is not there in negative control, Dihydrofolate reductase protein (DHFR) (Figure
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5.1.3.2.1). It is also interesting to note that combination of both the proteins (HVHOX1-
HvHOX2) with the BS also showed the band shift (Figure 5.1.3.2.1), suggesting that the

heterodimer of HYHOX1-HvHOX2 may also bind to the HD-Zip | cis element.
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Figure 5.1.3.2.2. Validation of HYHOX1 and HvHOX2 proteins’ binding specificity to the HD-Zip |
cis element through competition assay.

HvHOX1 and HvHOX2 proteins’ DNA binding specificity verified by competitive EMSA is showed.
The specific protein-DNA complex (marked with a star) in lanes loaded with BS (hot), ProHvHOX1, and
ProHvHOX1 met, and no complex in lanes without BS, BS (cold), and ProHvHOX2 shows the specific
binding of both proteins to the HD-Zip I cis element. Lanes marked with ProHvHOX2 contain BS (cold);
ProHvHOX1 and ProHvHOX1(met) contain BS (hot). BS- binding sequence, HD-Zip | cis element; Free
BS- unbound BS; Pro- Promoter; met- methylated promoter amplified with 5-mCTP.

A cis element competitive experiment with the hot (radioactive) and cold (non-radioactive) BS

and the promoters of HYHOX1 (methylated and non-methylated) and HYHOX2 was performed to
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confirm the specific binding of both proteins to the cis elements. This experiment works with the
principles like, 1) when only the protein samples were run on the gel, it should not show any
band that indicates the protein preparations were devoid of any contaminated radioactive DNA
fragments to which the protein can make a complex. 2) To demonstrate the purity of BS
preparation and its specific binding to the test protein, BS prepared with radioactive nucleotides
(BS hot) and non-radioactive nucleotides (BS cold) will be loaded on the same gel; the band with
BS hot shows the protein-DNA binding is specific and the absence of band in BS cold shows
there was no contamination in BS preparation with any other DNA fragment. 3) Additionally, to
show the test protein can bind only to the specific cis-element, not with any other DNA
fragment, an arbitrary DNA fragment will be mixed with the test protein and BS; the arbitrary
DNA fragment competes with BS if the test protein does not have specific binding to BS and the

intensity of protein-BS band will be reduced.

In our cis element competitive experiment, the absence of protein-DNA bands in the wells
labeled ‘without BS’ and ‘BS cold’ for both HYHOX1 and HvHOX2 indicates that both the
proteins were devoid of contamination as well as their specific BS (Figure 5.1.3.2.2). The
absence of a band in the well marked ‘ProHvHOX2’ for HvHOX1 shows that HvHOX1 protein
might not bind to HYHOX2 promoter, but a weak band in the ‘ProHvHOX1” well for HYHOX2
indicates that HYHOX2 protein might weakly bind to HYHOX1 promoter (Figure 5.1.3.2.2). The
clear bands in the wells marked as ‘ProHVHOX1’ and ‘ProHVHOX1 met’ indicates that the
arbitrary DNA fragments (ProHvHOX1 and ProHvHOX1 met) were not competing with BS for
protein binding (Figure 5.1.3.2.2). All these results clearly exemplified that HYHOX1 and
HVHOX2 proteins specifically bind to the HD-Zip | cis element and HYHOX2 protein might

have weaker binding to HYHOX1 promoter.
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5.1.3.3. HYHOX1 and HvHOX2 might transactivate downstream genes with different
potential

It has been reported that HYHOX1 and HYHOX2 could act as transcriptional activators in yeast
(Sakuma et al., 2013). However, a transactivation assay performed for Arabidopsis HD-ZIP |
proteins in yeast and plants showed that the results obtained from yeast experiments were not
always in accordance with the experiments carried out in plants. So, a careful analysis must be
conducted when a heterologous system is considered (Capella et al., 2014). To verify the results
of HYHOX1 and HvVHOX2 transactivation property and quantify their transactivation potential,
an in vivo transactivation assay was performed in the Arabidopsis mesophyll protoplast system.
This assay works with the principle of fusing the protein of interest with GAL4 protein, and a
reporter protein (GUS), which is driven by GAL4 promoter. Both the constructs are co-
transformed and result in the binding of GAL4 fused protein of interest on the GAL4 promoter-
GUS construct; if the protein can recruit the transcriptional machinery to transcribe the GUS
gene, GUS protein’s fluorescence can be quantified spectrometrically. The assay showed that
both HYHOX1 and HYHOX2 proteins are transactivating the downstream gene GUS, which was
quantified and compared with an empty vector control. It was interesting to note that the
transactivation property of HYHOX1 was significantly lower compared to HYHOX2 and the
combination of HvHOX1 and HvHOX2 proteins also showed transactivation, which is
considerably higher than HYHOX1 but not HYHOX2 (Figure 5.1.3.3). The three properties viz.,
homo- and heterodimerization, binding to common cis elements, and transactivation of their

downstream genes implied that both proteins are functional HD-ZIP class | transcription factors.
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Figure 5.1.3.3. HYHOX1 and HvHOX2 can transactivate downstream genes with different
potential.

The transactivation property of HYHOX1 and HvHOX2 proteins analyzed (in vivo) in transiently
transformed Arabidopsis leaf mesophyll protoplasts is shown. Bar plot indicates the detected GUS
activity relative to luciferase (LUC). Data shown are mean * SE (n=3); different letters (a, b, ¢, and d)
indicate that the mean values are significantly different at the 1% probability level, by One-way ANOVA
with Newman-Keuls Multiple Comparison Test; EV- empty vector, pGAL4-4xUAS::GUS; HvHOX1-
construct of GAL4-DNA binding domain fused to N-terminus of HvYHOX1; HYHOX2- GAL4-DNA
binding domain fused to N-terminus of HYHOX2; LUC- luciferase used for normalization; GUS- B-

glucuronidase.

5.2. Results from Spike developmental study

5.2.1. Two-rowed lateral spikelet primordia differentiate slower than six-rowed

A scanning electron microscopic (SEM) analysis of developing spikelet primordia from two- (cv.
Bonus, wild-type) and six-rowed (hex-v.3, HYHOX1/Vrsl deletion mutant) barleys revealed that
the development of lateral spikelet primordia is different in these two plant types. In the first
inflorescence/spike meristem stage called double ridge (DR), the formation of spikelet primordia

(spikelet ridge-SR) on the axil of leaf primordia (leaf ridge-LR) is visible both in two- (Figure
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5.2.1.1-A-C) and six-rowed (D-F) and there is no detectable difference between them. However,
a clear difference in the development of lateral spikelets’ primordia can be seen when the
development progresses. At awn primordium stage (AP) (Figure 5.2.1.1-G & J), the development
(or differentiation) of central spikelet primordia of two- and six-rowed is identical by having
differentiated primordia for glume, lemma, awn, stamen and carpel (Figure 5.2.1.1-H & K).
However, the lateral spikelet primordia of two-rowed are developmentally behind, which are yet
to differentiate into the first organ primordia to make the glumes (Figure 5.2.1.1-1); by the time
six-rowed lateral spikelet primordia already differentiated into glume and lemma primordia
(Figure 5.2.1.1-L). The delay of lateral spikelet primordia development is also verified by an
independent examination of a two-rowed cultivar Bowman, and its near isogenic six-rowed vrsl
mutant BW-NIL(vrs1.a)/BW898, at Waddington scale of 5.5 (W5.5, early white anther stage)
(Figure 5.2.1.2-A & C). The central spikelet primordia of both two- (Bowman) and six-rowed
[BW-NIL(vrsl.a)] exhibit a similar developmental stage with the differentiation of immature
floral organs like awn (AP, part of awns were clipped off for visibility), two glumes (GP), three
stamens (SP) and one carpel (CP). However, lateral spikelet primordia of two- and six-rowed
show a clear difference in development; two-rowed lateral spikelet primordia developed only
glumes and stamen primordia; whereas six-rowed developed primordia for all organs similar to
the central spikelet primordia (Figure 5.2.1.2-B & D). From these analyses, it is evident that
central spikelet primordia of two- and six-rowed barleys differentiate at a similar pace, whereas

lateral spikelet primordia of two-rowed differentiates more slowly compared to six-rowed types.
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Figure 5.2.1.1. Scanning electron microscopic images of immature barley inflorescences.

Double ridge stage immature inflorescence of two-rowed (cv. Bonus, wild-type) (A, B, C) and six-rowed
(hex-v.3, mutant) (D, E, F) are shown. Formation of leaf ridge (LR) and spikelet ridge (SR) is visible in
both two- (C) and six-rowed (F). Two-rowed (G, H, I) and six-rowed (J, K, L) awn primordium stage
immature inflorescence are shown. Development of different organ primordia (AP, SP, CP, & GP) in
central spikelet primordia (yellow color) of two-rowed (H) and six-rowed (K) is visibly similar. The
formation of glume (GP) and lemma (LP) primordia in lateral spikelet primordia (blue color) is only
visible in six-rowed (L), and it is delayed (marked with red arrowheads) in two-rowed (I). LR- leaf ridge;
SR- spikelet ridge; AP- awn primordium; SP- stamen primordium; CP- carpel primordium; GP: glume
primordium; LP: lemma primordium; Red arrowheads show the position of developing glume
primordium. Yellow color- central spikelets’ organ primordia; blue color- lateral spikelet’s organ

primordia.
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Figure 5.2.1.2. Scanning electron microscopic images of W5.5 stage immature inflorescences.
Pictures of panel A & B are the W5.5 stage immature inflorescences of six-rowed mutant BW-
NIL(vrsl.a), and C & D are from two-rowed progenitor Bowman. Development of different organ
primordia (AP, SP, CP, & GP) in central spikelet primordia (yellow color) of two-rowed (B) and six-
rowed (D) is similarly visible. Awn primordium (AP) and carpel primordium (CP) are formed only in
lateral spikelet primordia (blue color) of six-rowed (B) and not in two-rowed (D, marked with red
arrowheads). The size of glume (GP) and stamen (SP) primordia is reduced in lateral spikelet primordia
(blue color) of two-rowed (D) compared to six-rowed (B). AP- awn primordium; SP- stamen primordium;
CP- carpel primordium; GP: glume primordium; LP: lemma primordium; Yellow color- central spikelets’
organ primordia; blue color- lateral spikelets’ organ primordia. Red arrowheads show the developing or
non-developed organ primordia. W-Waddington scale.
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5.2.2. Male and female reproductive organs of two-rowed lateral spikelets grow slower than
in six-rowed types

To further understand the delay of lateral spikelet development, a histological study was
performed to the anthers of central and lateral spikelets of two- (cv. Bowman) and six-rowed
BW-NIL(vrsl.a) plants from Waddington scale 5.0 (W5.0, Late Awn Primordia, LAP) to W10.0
(Anthesis). It is apparent that anthers of central spikelet types are at a similar developmental
stage in W5.0 differentiating into the typical four lobes structure, while lateral spikelets of two-
and six-rowed showed two different developmental stages. The six-rowed lateral spikelet
differentiated to three stamen primordia, while the two-rowed just started to develop its stamen
primordia (Figure 5.2.2.1., W5.0). Also at W5.5, both the central anthers of two- and six-rowed
exhibited a similar development, whereas anthers of two-rowed lateral spikelets begin to
differentiate into four lobes structure; by the time the six-rowed lateral anther completed the
differentiation of four lobes (Figure 5.2.2.1., W5.5). The observed delay in development of two-
rowed lateral anthers compared to six-rowed lateral anthers is evident until the W7.5 stage. From
Wa8.0, the lateral anther of two-rowed, instead of developing further, started to disintegrate its
cell layers, which become worse in the next developmental stages (Figure 5.2.2.2., W8.0).
During W10.0, the two-rowed lateral anther is entirely disintegrated, whereas six-rowed lateral
anther reached near to maturity progressing its development at every stage. Similarly, central
anthers of both two- and six-rowed attained maturity with fertile pollens visible at W10.0 (Figure
5.2.2.2., W10.0). Similar delay of development and disintegration of tissue is also observed in
the carpel of two-rowed lateral spikelets, while the carpels of two-rowed central spikelet and
both lateral and central spikelet of six-rowed developed normally (Figure 5.2.2.3). These results

are corroborating that the growth of two-rowed lateral spikelet’s male and female
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Figure 5.2.2.1. Transverse sections of anthers from central and lateral spikelets from W5.0 to W7.5.
WS5.0 to W7.5 stages of anthers collected from central and lateral spikelets of two-rowed cultivar Bowman and six-rowed mutant BW-NIL(vrs1.a)
are shown. Bowman lateral spikelet anthers show a clear developmental delay compared to its central anthers as well as BW-NIL(vrsl.a) central

and lateral anthers. Scale bar 100 um; W-Waddington scale.
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Figure 5.2.2.2. Transverse sections of anthers from central and lateral spikelets from stage W8.0 to W10.0.
W8.0 to W10.0 stages of anthers collected from central and lateral spikelets of two-rowed cultivar Bowman and six-rowed mutant BW-
NIL(vrsl.a) are shown. Bowman lateral spikelet anthers show tissue disintegration from stage W8.0, whereas anthers from all other spikelets

develop normally. Scale bar 100 pm; W-Waddington scale.
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reproductive organs is slower compared to six- rowed, while the central spikelets develop

normally both in two- and six-rowed types.
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Figure 5.2.2.3. Transverse sections of carpels taken from central and lateral spikelets at W7.5 and
Wa8.5 stages.

Carpels at W7.5 and W8.5 collected from central and lateral spikelets of two-rowed cultivar Bowman and
six-rowed mutant BW-NIL(vrsl.a) are shown. Bowman lateral spikelet carpels show tissue disintegration
at both the stages, whereas all other spikelet’s carpels develop normally. Scale bar 100 um. W-

Waddington.
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5.2.3. HYHOX1 expresses higher in two-rowed lateral spikelet primordia than central
during early spike development

To better understand the molecular mechanism of lateral spikelet (tissue-specific) developmental
delay observed in two-rowed types, the transcript expression of HYHOX1 and its paralog
HvHOX2 was analyzed during the development of spike meristems of both two- (cv. Bonus) and
six-rowed (hex-v.3, HYHOX1 deletion mutant). A quantitative real-time transcript analysis (QRT-
PCR) of the whole spike meristems (tissue-unspecific) isolated from double ridge (DR) to awn
primordium (AP) stage apparently showed that in two-rowed Bonus, HVHOX1 expresses
significantly higher than its paralog HYHOX2 (Figure 5.2.3-A). In two-rowed Bonus, HYHOX1
transcripts are found low at DR and increase as the spike development progresses; whereas in
six-rowed (hex-v.3), its transcripts were not detected, since it is a deletion mutant of HYHOX1
gene. However, the HYHOX2 transcripts were found both in two- and six-rowed plants, with the
highest level in DR stage and then decreasing until GP; from then on, it is also increased like
HvHOX1 until AP stage (Figure 5.2.3-A). Additionally, both these transcripts have been
quantified from the hand-dissected central and lateral spikelet meristems (tissue-specific) at AP
stage of both two- and six-rowed (cv.Bonus and hex-.v.3) plants, revealing that both genes are
transcribed in both spikelet types. The abundance of HYHOX1 transcripts is more pronounced in
lateral spikelet primordia of two-rowed compared to central, whereas HvVHOX2 is not
significantly different between primordia and plants (Figure 5.2.3-B). These results are
indicating that the tissue-specific (lateral spikelet primordia) higher expression of HVHOX1
(compared to HYHOX2) might be the reason for the delay of development observed in two-rowed

barley.
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Figure 5.2.3. HYHOX1 expresses higher in two-rowed lateral spikelet primordia than central during early spike development.

(A) Tissue-unspecific (whole immature spikes) and (B) tissue-specific (lateral vs. central spikelet primordia) quantifications of HYHOX1 and
HvHOX2 transcripts measured by gRT-PCR during early spike development are shown. HYHOX1 transcripts are higher than HYHOX2 in tissue-
unspecific analysis from DR-AP (A) and tissue-specific analysis at both central and lateral spikelet primordia of Bonus AP (B). Data shown are
mean + SE (n=3); ***, ** mean values are significantly different at the 0.1% and 1% probability levels, respectively, by two-tailed Student’s t-
test. Data was normalized with actin gene. DR-double ridge; TM-triple mound; GP-glume primordium; SP-stamen primordium; AP-awn

primordium; AP_CSP- central spikelet primordia at awn primordium stage; AP_LSP- lateral spikelet primordia at awn primordium stage.
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5.2.4. HYHOX1 expresses higher in lateral spikelets than HYHOX2 during spike growth
stages

The above hypothesis was further validated by the quantification of HYHOX1 and HVHOX2
transcripts during spike growth stages (From W5.0 to W10.0) of two-rowed (cv. Bowman) and
six-rowed [BW-NIL(vrsl.a)]. For the tissue-unspecific analysis (i.e. whole immature
inflorescence), it was found that both the genes expression was increasing from W5.0 to W7.5
(except at W6.5), but on different dosage level (Figure 5.2.4-A). HYHOX1 expression is
significantly higher than HYHOX2 at each developmental stage between W5.0 and W7.5, which
is consistent with previous findings (Sakuma et al 2013). Also, its transcript abundance was at a
maximum level (among the stages analyzed) in W7.5, and after that, it was linearly decreased till
W10.0 in both two- and six-rowed plants (Figure 5.2.4-A). Our tissue-specific (i.e. in lateral
spikelets only) quantification of the transcripts clearly showed that HYHOX1 expression is
significantly higher than HYHOX2 in the lateral spikelets of two-rowed at W7.5 and W8.5
(Figure 5.2.4-B & C). An apparent higher expression of HYHOX1 than HYHOX2 until W7.5 and
its maximum expression at W7.5 in two-rowed coincide with the delayed development of male
(Figure 5.2.2.1) and female (Figure 5.2.2.3) reproductive organs (anther and carpel) and their
abortion at W7.5. These results implied that the tissue-specific higher expression of HYHOX1
might be the reason for the delay of development of floral organs in lateral spikelets and the
abortion of male and female reproductive structures observed during late spike growth stages of
two-rowed types. While there is a clear difference in transcript abundances between both genes it
is also important to note that these genes have similar spatiotemporal expression patterns during

barley spike growth and development (Figure 5.2.4.).





91

18 - ke
18 1 = ©= HvHOX2_BW-NIL(vrs1.a)
14 - Q== HvHOX2_Bowman
® 12 = &= HvHOX1_BW-NIL(vrs1.a)
12 -
S eiZ HvHOX1_Bowman
c 10 -
(=]
7
g 8-
o
i 6 ns
*\
4
2 4
0 =
W5.0 W5.5 We.5 W7.5 ws.5 w10
m HYHOX2 i
100.0 - = HYHOX1 100 - = HYHOX1
%
) 10
23 *ok %% 0T
St 5E
= S 100 SE
o @ C ow
DS s 1
[7: 3 7]
o+ oS
- o o+
o - = o
58 S5
= we 041
1.0 -
0.01 -
0.1 0.001 -
BW-NIL(vrs1.a)-W7.5  Bowman-W7.5 BW-NIL(vrs1.a)-W8.5 Bowman-W8.5

Figure 5.2.4. Quantitative analysis of HYHOX1 and HYHOX2 transcripts during late spike growth
stages.

Quantitative analysis of HvHOX1 and HvHOX2 transcripts in tissue-unspecific (whole immature
inflorescence) from W5.0 to W10.0 (A) and tissue-specific (lateral spikelets) at W7.5 (B) and W8.5 (C)
stage samples collected from cv. Bowman (two-rowed) and BW-NIL(vrsl.a) (six-rowed) is shown. (A)
HvHOX1 transcripts are higher than HYHOX2 both in Bowman and BW-NIL(vrsl.a) from W5.0 to W7.5
but not at W8.5, whereas HYHOX2 transcripts are higher than HYHOX1 at W10.0 only in Bowman but not
in BW-NIL(vrsl.a). Data shown are mean + SE (n=3); ***, ** * mean values are significantly different
at the 0.1%, 1%, and 5% probability levels, respectively, by two-tailed Student’s t-test; ns, not
significantly different; orange color * denotes HYHOX1 is significantly different to HYHOX2 and blue
color vice versa, in Bowman or BW-NIL(vrsl.a). Data was normalized with PP2A gene.
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5.2.5. HYHOX2 transcripts are more abundant than HYHOX1 in central spikelets, while
both transcripts follow an anticyclical expression pattern

The tissue-specific quantification of HYHOX2 and HvHOX1 transcripts performed from the
central spikelets during spike maturation stages (W7.5 and W8.5) of two- (cv. Bowman) and six-
rowed [BW-NIL(vrsl.a)] showed that HvHOX2 transcripts are significantly greater than
HvHOX1 in central spikelets at W7.5 and W8.5 of both two- and six-rowed (Figure 5.2.5-A &
B). Effect of this high HYHOX2 over HYHOX1 transcripts are very well correlated with the
normal development of male and female reproductive organs of both two- and six- rowed central
spikelets. Also, quantification of both transcripts from whole immature spikes revealed that

A B

0.3

0.1 1
* m HYHOX2 = HYHOX2
0.25 | B HVHOX1 %k = HYHOX1
0.08 -
5 02
§ . T oot 3
: $ 0.06 -
o c
2 015 1 2 *%
o 7]
-3 (]
5 2 0.04 -
w01 - u%
005 | 0.02 -
0 o
BW-NIL(vrs1.a)-W7.5 Bowman-W7.5 BW-NIL(vrs7.a)-W8.5  Bowman-W8.5

Figure 5.2.5. Quantitative analysis of HYHOX1 and HvYHOX2 transcripts in central spikelets during
spike growth stages W7.5 and W8.5.

Tissue-specific (central spikelets) quantitative analysis of HYHOX1 and HYHOX2 transcripts at W7.5 (A)
and W8.5 (B) stage samples collected from cv. Bowman (two-rowed) and BW-NIL(vrsl.a) (six-rowed) is
shown. HYHOX2 transcripts are higher than HYHOX1 both in Bowman and BW-NIL(vrsl.a) at W7.5 (A)
and W8.5 (B) stages. Data shown are mean £ SE (n=3); **, *, mean values are significantly different at
the 1%, and 5% probability levels, respectively, by two-tailed Student’s t-test; Data was normalized with
PP2A gene.
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HvVHOX2 is expressed at a low level from W5.0 to W7.5 in both two- and six-rowed (Figure
5.2.4-A) while its expression shoots up from W7.5. The higher expression is prolonged
exponentially in two-rowed until W10.0, whereas in six-rowed, the expression is reduced after
W8.5. It is also interesting to note that the increase in HYHOX2 expression mainly happened in
the lateral spikelets (Figure 5.2.4-B & C). The exponential increase of HYHOX2 transcripts in
two-rowed types from W7.5 has an inverse expression pattern with HYHOX1, which decreases
after W7.5. From these results, it is evident that HYHOX2 transcripts are more abundant in
properly developing central spikelets, and that both genes have an anticyclical expression pattern

during later spike growth stages.

5.2.6. HYHOX2 expresses higher in most six-rowed mutants during spike development

After studying that HYHOX2 transcripts are more abundant in properly developing central
spikelets of two- and six-rowed types, the expression of HYHOX1 and HYHOX2 was analyzed in
other six-rowed Bowman near isogenic mutants viz., vrs2, vrs3, and vrs4, which also generally
show advanced lateral spikelet development (Figure 2.5.2.3.1) compared to its wild-type
progenitor cv. Bowman (two-rowed) (Koppolu et al., 2013). The quantitative real-time transcript
analysis of these mutants from SP, AP, and Late Awn Primordium (LAP) stages whole immature
inflorescence (tissue-unspecific) showed a high expression of HYHOX2 in six-rowed mutants
vrsl.a, vrs2, and vrs3 compared to Bowman (Figure 5.2.6). However, HYHOX1 expression was
either similar or significantly higher in six-rowed mutants vrsl.a and vrs2 than in two-rowed
wild-type at all three stages (Figure 5.2.6). Another observation was the lowered expression
amplitude of HYHOX2 in vrs4 mutant, which does not express (or expresses lower) HYHOX1

compared to Bowman. In vrs4 mutant, HYHOX2 transcripts were found below the level of other
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Figure 5.2.6. HYHOX2 expresses higher in most six-rowed mutants except vrs4 during spike development.

The transcript abundance of HYHOX1 and HYHOX2 genes was analyzed in Bowman (two-rowed) and its near isogenic mutants, vrsl.a, vrs2, vrs3,
and vrs4 at stamen primordium (A), awn primordium (B) and late awn-primordium (C) stages with whole-spike meristem samples (tissue-
unspecific). Except in vrs4 mutant, HYHOX2 transcripts are higher in all three six-rowed mutants (vrsl.a, vrs2, and vrs3) compared to Bowman at
all three stages. In vrs4 mutant, HYHOX2 transcripts are either lower or not different compared to Bowman in all three stages. Data shown are
mean = SE (n=3); ***, ** * mean values are significantly different at the 0.1%, 1%, and 5% probability levels, respectively, by two-tailed
Student’s t-test; ns, not significantly different; orange color * denotes HYHOX1 is significantly different to HYHOX2 and blue color vice versa in
Bowman or BW-NIL(vrsl.a). Data was normalized with actin gene.
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mutants and sometimes even below the cv. Bowman (Figure 5.2.5-A & C). This result suggested
that the dosage of HYHOX2 transcripts have an association with improved lateral spikelet
development observed in vrsl.a, vrs2, and vrs3 mutants, and its expression level might be

influenced by HYHOX1 expression found in vrs4 mutant.

5.2.7. HYHOX1 and HYHOX2 may have similar spatiotemporal expression pattern during
spike growth and development

All quantitative expression analysis performed during early and late spike growth and
developmental stages, especially the tissue-specific (lateral & central) analysis, suggested that
HvHOX1 and HYHOX2 may have expressed at similar spikelet tissues at the same time. This was
verified by studying the promoter activity of both genes in transgenic two-rowed cv. Golden
Promise. Both promoters (HYHOX2-1929 bp; HVYHOX1-991 & 2185 bp) were fused with an
enhanced GFP gene and its expression was analyzed during late spike growth stage around
W8.5. The reason for the selection of this development stage is, from the quantitative expression
analysis, as it is clear that HYHOX2 expression would only be easy to detect on or after W7.5.
Apparent green fluorescence was detected for both the promoters in male and female
reproductive organs of central and lateral spikelets (explained in detail 4.8.3). As expected, both
the promoters have activity at similar tissue regions like the base of the central spikelet’s carpel
(Figure 5.2.7-A & D), a tapetal layer of the central spikelet’s anther (Figure 5.2.7-B & E), and
rudimentary lateral anthers (Figure 5.2.7-C & F). Since the two different sizes of HYHOX1
promoter have given similar expression results, only the results from 991 bp were shown here.
The analysis of promoter activity strongly suggests that HYHOX1 and HYHOX2 may have similar
spatiotemporal expression patterns during spike growth and development, at least during late

spike growth stages.
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Figure 5.2.7. HYHOX1 and HYHOX2 have similar spatiotemporal expression pattern during spike
growth and development.

HvVHOX2 promoter activity (GFP expression) in central spikelet’s stamen and carpel (A), tapetum of
central spikelet’s stamen (B) and lateral spikelets’ stamen (C) at W8.5 is shown. Similarly, HYHOX1
promoter activity in central spikelets’ carpel (D), tapetum of central spikelet’s stamen (E) and lateral
spikelet’s stamen (F) is shown. Green color - GFP expression; red color- chlorophyll autofluorescence.
Scale bar 100 pm.

5.2.8. Dosage of HYHOX2 and HvHOX1 transcripts correlates with restored fertility of
lateral spikelets

To validate the hypothesis that higher expression of HYHOX2 might promote the spikelet
development, HYHOX2 was overexpressed under the control of HYHOX1 promoter (two sizes-
991 bp & 2185 bp) in transgenic two-rowed barley cv. Golden Promise. Three independent
transgenic events-189, 541 (from 991 bp promoter), and 529 (from 2185 bp promoter) have

shown either partially or completely restored lateral spikelet fertility (explained in detail 4.8.3).
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Among the three events, 189 and 541 showed only partial fertility restoration, while 529 showed
close to complete fertility restoration, compared to control plant 511 (Figure 5.2.8-A). Tissue-
specific quantification of HYHOX1 and HYHOX2 transcripts at green anther stage (W8.0) clearly
suggested that 189 had significantly higher HYHOX2 transcripts in lateral spikelets compared to
wild-type. While 541 had non-significant increase of HYHOX2 transcripts, 529 did not show any
difference in lateral spikelets. Also, 529 had significant reduction of HYHOX1 transcripts in
lateral spikelets; 189 did not show any difference in HYHOX1 transcript level while 541 showed

non-significant reduction (Figure 5.2.8-C). Conversely, 189 and 541 showed high
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Figure 5.2.8. Dosage of HYHOX2 and HvHOX1 transcripts correlates with restored fertility of
lateral spikelets.

Representative plants are shown from three independent two-rowed (cv. Golden promise) transgenic
events -189, 541, 529 which had partial to complete lateral spikelet fertility restoration compared to wild-
type plant 511 (A). Transgenic plants were generated by transforming a ProHvHOX1::HvHOX2
overexpression construct: Events 189 and 541 with 991 bp promoter construct, and 529 with 2185 bp
promoter. Transcript quantification of HYHOX2, HYHOX1, and HvRA2 for all transgenic plants and wild-
type in central spikelets (B) and lateral spikelets (C) is shown. Event 189 showed partial fertility
restoration and had significantly increased HYHOX2 transcripts in lateral spikelets. Event 541 also had
partial fertility restoration but showed non-significant increase of HYHOX2 and decrease of HYHOX1.
Event 529 showed complete restoration and did not show any difference in HYHOX2 level but had
significant reduction of HYHOX1 transcripts in lateral spikelet. Data shown are mean = SE (n=3); ***, **,
*, mean values are significantly different at the 0.1%, 1%, and 5% probability levels, respectively, by
two-tailed Student’s t-test; ns, not significantly different; orange color * denotes HYHOX1 is significantly
different to HYHOX2 and blue color vice versa compared to wild-type plant 511. Data was normalized

with PP2A gene. Scale bar 1 cm.

HvHOX2 transcripts and low HvHOX1 transcripts in central spikelets compared to wild-type.
However, 529 did not show any difference either in HYHOX2 or HYHOX1 transcript levels
(Figure 5.2.8.-B). All three events had similar level of HVRAZ2 transcripts both in central and
lateral spikelets similar to wild-type (Figure 5.2.8-B & C). This experiment demonstrated that
modulating the dosage of HYHOX2 or/and HYHOX1 expression can at least partially restore

fertility of lateral spikelets in transgenic two-rowed barley.

5.3. Results from leaf developmental study

It was reported earlier that HYHOX1 is strongly expressed only in the immature inflorescences
(spike meristems) but in other organs, like leaves, shoots, and roots of the seedlings it was only
slightly or not expressed; whereas HYHOX2 expressed in all the organs (Sakuma et al., 2010).

The screening of HYHOX1 promoter activity (GFP expression) in transgenic plants showed an
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interesting result of a strong HYHOX1 expression in leaves. Also, the promoter activity of
HvHOX2 was found in leaves similar to HYHOX1. Since, the tissue-specific expression of
HvVHOX1 in spike meristems establishes the two-rowed spike form observed in wild-type, the
expression in leaves might also influence the development of wild-type leaf. To validate this
hypothesis, a detailed phenotypic analysis followed by histological studies on leaf development
were conducted in Bowman (two-rowed, wild-type) and its near isogenic mutant BW-
NIL(vrsl.a) (six-rowed). In the meantime, an important hint towards the role of HYHOX1 in
main culm leaf area differences was reported between two- and six-rowed barley types (Alqudah

and Schnurbusch, 2015).

5.3.1. Two-rowed barley develops narrow leaves with fewer veins

An initial leaf phenotyping was conducted measuring leaf length and width as well as counting
vein number in two- (Bowman) and six-rowed [BW-NIL(vrsl.a)] at stage Z31 (Zadoks 31)
(Zadoks et al., 1974). From two independent studies, it was confirmed that leaf width and vein
number are significantly different between two- and six-rowed types but not leaf length (data not
shown; Thirulogachandar et al. unpublished). The results were verified by a systematic third
independent study in which leaf development (antepenultimate-two leaves below the flag leaf)
was tracked until the cessation of growth. Then, leaf length, width, and vein number were
analyzed at Z49, which showed that two-rowed formed narrow leaves and less longitudinal veins
compared to six-rowed plants (Figure 5.3.1.1-A, C & E). However, the leaf length was not
significantly different between the row-types (Figure 5.3.1.1-B). Additionally, the ratio of leaf
width by vein number was calculated to (indirectly) compare interveinal space, and found that
two-rowed has wider interveinal space than six-rowed (Figure 5.3.1.1-D). The transverse section

of both leaf mid-ribs failed to highlight any difference in the appearance of the mid-rib region.
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The ratio of xylem to phloem, its relative positioning, and size or structure (Figure 5.3.1.2-A &
B) attested that two-rowed plants were not affected in leaf vascular bundle anatomy. These
results showed that the narrow leaf phenotype developed in two-rowed barley might be affected
by HYHOX1. In contrast, six-rowed [BW-NIL(vrsl.a)] mutant plant showed increased leaf width

and vein number with reduced interveinal space.
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Figure 5.3.1.1. Two-rowed barley develops narrow leaves with fewer veins.

Leaf phenotyping at tipping stage (Z49) for two-rowed cv. Bowman and six-rowed mutant BW-
NIL(vrsl.a) is shown. BW-NIL(vrsl.a) leaves are wider (A & E) and have more veins (C) than Bowman,
but the leaves of both plants are not different in length (B). Bowman has greater ratio of leaf width / vein
number implies that bowman has wider interveinal space than BW-NIL(vrsl.a) (D). Data shown are mean
+ SE (n=6); *,**, mean values are significantly different at the 5% and 1% probability level respectively
by two-tailed Student’s t-test; ns- not significantly different; scale bar (E) 2 mm. Mn-minor vein, Mj-
major vein, Md-mid-rib.
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Figure 5.3.1.2. Histological analysis of leaf midrib vascular bundle.

Histological analysis of leaf midrib vascular bundle of six-rowed mutant BW-NIL(vrsl.a) (A) and two-
rowed cv. Bowman (B) is shown. Transverse sections (T.S) of both leaf mid-ribs did not show any
anatomical difference in the content of phloem and xylem. The images are representatives from six

independent leaf phenotyping analysis. MX: Metaxylem, Ph: phloem, L: lacuna. Scale bar: 50 yum.

5.3.2. The narrow leaves of two-rowed barley are determined at the leaf primordium stage

Genes regulating the medio-lateral development of the leaf can be attributed to their function as
early as during development of incipient leaf primordia (Scanlon, 2000) or during outgrowth of
the leaf (Jost et al., 2016a). To study the effect of HYHOX1 during leaf primordia development,
serial transverse sections were made from shoot apices dissected from the embryo of two-
(Bowman) and six-rowed [BW-NIL(vrsl.a)] plants, which had SAM and young leaves (Figure.
5.3.2.1-A & B). The area of the SAM was calculated from the tip of the meristem and for
plastochron-1 (P1, the youngest leaf or leaf primordia) both the area and width were measured
from the base of the leaf. The section was considered as leaf base in which the first visible

separation of P1 from SAM was found (Jost et al., 2016a). The area of both, P1 and SAM, was
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Figure. 5.3.2.1. The narrow leaves of two-rowed barley are determined at the leaf primordium stage.

Phenotyping of leaf primordia performed for two-rowed cv. Bowman and six-rowed mutant BW-NIL(vrs1.a) is shown. Representative images of
the serial transverse sections of the shoot apices dissected from the embryo of BW-NIL(vrs1.a) (A) and Bowman (B) are shown. The area of shoot
apical meristem (SAM) of BW-NIL(vrsl.a) is not different compared to Bowman (C). The area (D) and width (E) of Plastochron 1 (P1) of BW-
NIL(vrsl.a) are greater than Bowman. Data shown are mean = SD (n = 4); **, *, mean values are significantly different at the 1% and 5%

probability level, respectively, by two-tailed Student’s t-test; ns- not significantly different; scale bar 50 um; SAM- Shoot Apical Meristem; P-
Plastochron.
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Figure. 5.3.2.2. Phenotyping of shoot apices in two- and six-rowed plants for SAM width and leaf

thickness.

Phenotyping of the shoot apex in two-rowed cv.Bowman and six-rowed BW-NIL(vrsl.a) is shown.

Representative images of tissue cleared shoot apices of Bowman (A) and BW-NIL(vrsl.a) (B) are shown.
The diameter of the SAM is not different in Bowman compared to BW-NIL(vrsl.a) (C), but the
maximum leaf thickness of P1 is greater in Bowman than BW-NIL(vrsl.a) (D). Data shown are mean +
SE (n=7); **, *, mean values are significantly different at the 1% and 5% probability level, respectively,

by two-tailed Student’s t-test; ns- not significantly different; scale bar 50 um; SAM- Shoot Apical

Meristem; P- Plastochron.
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measured by creating the contour maps of the each organ’s section by using a freely available
software, Free-D (Andrey and Maurin, 2005). The leaf width of P1 was calculated by thinning
down the skeletons of P1 as described previously (Klukas et al., 2014). From these analyses, it
was found that the area of the SAM is not significantly different between two- and six-rowed
plants (Figure 5.3.2.1-C). However, both area and width of the P1 middle region is significantly
larger in six-rowed plants (Figure 5.3.2.1-D & E ). The found indifference for the SAM was
verified by another approach wherein the diameter of the SAM was measured in tissue cleared
shoot apices (dissected from the embryo) of both plant types (Figure 5.3.2.2- A, B & C). It is
also interesting to note that the maximum leaf thickness measured for P1 showed that two-rowed
leaf primordia are thicker than six-rowed types (Figure 5.3.2.2-D). This result indicates that the
effect of HYHOX1 on leaf width and thickness is already established during the development of

leaf primordia.

5.3.3. Two-rowed leaves have lower leaf nitrogen than six-rowed during anthesis

The significant difference for leaf width observed in the two- (Bowman) and six-rowed [BW-
NIL(vrsl.a)] at Z49 (three to five days before of anthesis) paved the way for determining carbon
and nitrogen content of the leaves. Elemental analyses were conducted from penultimate leaves
of two- and six-rowed plants. The results of leaf nitrogen (%) indicated that six-rowed (i.e. wide)
leaves had 1.4 fold higher (P-value <0.001) than two-rowed (narrow) leaves (Figure 5.3.3-A);
whereas carbon (%) was non-significant (Figure 5.3.3-B). Higher leaf nitrogen (%) in six- rowed
leaves during anthesis implied that they may have higher photosynthetic efficiency and may fill
the developing grains more efficiently than two-rowed (Tian et al., 2011). This result suggested
that HYHOX1 may also affect leaf width during anthesis, which may influence leaf nitrogen

content, possibly as a result of adapting sink demand on the culm.
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Figure 5.3.3. Two-rowed leaves have lower leaf nitrogen than six-rowed during anthesis.

Elemental analysis of Nitrogen and Carbon in leaves of two-rowed cv. Bowman and six-rowed BW-
NIL(vrsl.a) is showed. Leaf nitrogen (%) is 1.4 fold higher in BW-NIL(vrsl1.a) than Bowman (A), but the
carbon is not different (B). Data shown are mean + SE (n=9); ***, the mean value is significantly
different at the 0.1% probability level, by two-tailed Student’s t-test; ns- not significantly different.

5.3.4. HYHOX1 and HVHOX2 expression pattern during leaf development

HvHOX1 and HvHOX2 expressions were studied in transgenic barley plants of cv. Golden
Promise transformed with fusing an enhanced GFP (eGFP) gene to the native promoters
(HVHOX2-1929 bp; HYHOX1-991 & 2185 bp) of both the genes. Since the two different sizes of
HvHOX1 promoter have given similar expression results, only the results from 991 bp are shown
here. Fluorescence analyses of early vegetative shoot apices revealed that HYHOX1 has promoter
activity in the entire shoot apex (Figure 5.3.4.1-A), whereas HYHOX2 has a very low level of
promoter activity only in the leaf primordia (Figure 5.3.4.1-B). Importantly, the promoter
activity of both genes are opposite in the shoot apex base (Figure 5.3.4.1-C & D), while
HvHOX1 has low promoter activity and is mainly located in developing vascular bundles;

HvHOX2 has very strong activity in developing axillary meristem as well as the parenchymatic
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Figure 5.3.4.1. HYHOX1 and HVHOX2 expression pattern during early leaf development.

(A) HYHOX1 promoter activity in SAM and developing leaf primordia demonstrated by the expression of
GFP in ProHvHOX1::GFP transgenic plants. B) HYHOX2 promoter activity in early shoot apex of
transgenic plants containing ProHvHOX2::GFP. Promoter activity of HYHOX1 (C) and HYHOX2 (D) at
the base of shoot apex is showed. (E) HYHOX1, HYHOX2 and HvVRA2 transcript abundance assessed by
gRT-PCR in Bowman and BW-NIL(vrsl.a) shoot apices. HYHOX1 has promoter activity in SAM, leaf
primordia (A) and in the vascular bundles of shoot apex (C), whereas HYHOX2 has very weak promoter
activity in leaf primordia and not in SAM (B). However, HYHOX2 has strong promoter activity in
developing axillary meristems and parenchyma cells surrounded the vascular bundles of shoot apex (D).
SAM is marked with asterisk. AM- Axillary Meristem. Green color- GFP expression; yellow color- cell
wall autofluorescence. Scale bar 50 um. Data shown are mean + SE (n=3); ns, mean values are not

significantly different even at the 5% probability level; by two-tailed Student’s t-test.

cells surrounding the vascular region. The abundance of HYHOX1 transcripts analyzed in six-
rowed [BW-NIL(vrsl.a)] and two-rowed (cv. Bowman) plants by qRT-PCR confirmed the
transgenic promoter analysis in that HYHOX1 and HYHOX2 were expressed during early stages

of leaf development (Figure 5.3.4.1-E). There was no significant difference in the transcript
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abundance of both genes between two- and six-rowed plants. Also, the expression of
Vrs4/HVRA2 was tested, which is a possible upstream regulator of HvHOX1 in spike

development (Koppolu et al., 2013) (Figure 5.3.4.1-E). Moreover, HYHOX1 (Figure 5.3.4.2-A,

Figure 5.3.4.2. HYHOX1 and HVYHOX2 expression pattern during leaf maturation.

Promoter activity of HYHOX1 and HvHOX2 genes by GFP expression during leaf maturation in
transgenic plants cv. Golden promise is showed. HYHOX1 promoter activity in leaf epidermal cells (A),
Transverse Section (T.S) (B), and Longitudinal Section (L.S) (C) of leaf mid-rib is showed. Similarly,
HvHOX2 promoter activity in leaf epidermal cells (D), T.S (E), and L.S (F) of leaf mid-rib is showed.
HvHOX1 and HYHOX2 genes have similar spatiotemporal expression pattern in leaf epidermal cells (A &
D) and vascular bundle (B, C, E, & F). T.S- Transverse Section; L.S- Longitudinal Section; scale bar
100 pm; MX: Metaxylem, Ph: Phloem, L: Lacuna; green color: GFP, yellow color: cell wall

autofluorescence and red color: chlorophyll autofluorescence.

B, & C) and HYHOX2 (Figure 5.3.4.2 D, E, & F) were found to be expressed in mature leaves at

similar locations, like leaf epidermal cells, and in the vascular bundles. From these results it is
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clear that HYHOX1 and HvHOX2 follow rather distinct expression patterns during leaf
development. Although they have similar spatiotemporal expression pattern during leaf
maturation; during leaf initiation, they follow similar temporal but different spatial expression

patterns.

5.3.5. Transcriptome analysis of early leaf development in two- and six-rowed mutant
plants

To verify the role of HYHOX1 during early leaf development, the transcriptome of 11-day old
shoot apices was studied from mutant and wild-type plants by using a custom-made Agilent
barley 60k microarray. The gene entities were filtered by stringent filtering parameters
(described in details in the section 4.4.1.9) which yielded 51 differentially regulated genes
(Supplementary table 2), of which 26 were up- and 25 were down-regulated in the mutant
(Figure 5.3.5.1). Selected genes’ (five from up-regulated and three from down-regulated)
expression was validated by qPCR (Figure 5.3.5.2). Among the 26 up-regulated genes, specific
functions could be assigned to 12 genes by using blast analysis, revealing that genes related to
cell proliferation were preferentially up-regulated in mutant plants compared to wild-type.
Similarly, 9 out of 25 down-regulated genes can be linked to apoptosis, jasmonic acid or floral
promoters, which indirectly show that the cell differentiation program is down-regulated in
mutants. In both up- and down-regulated gene sets, a considerable number of kinases were
found, which might imply that several signaling cascades (both for cell proliferation and
differentiation) are also differentially regulated in mutant and wild-type plants. Additionally,
some of the genes identified are associated with chromatin modifications such as DNA
methyltransferase (DRM2) or Chromatin assembly (FAS1); several RNA degrading enzymes are

also found to be differentially regulated.
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35_24514 Putative serine/threonine-protein kinase-like protein CCR3 [Aegilops. tauschii]/ACR4 [A.thaliana]
35_10349 Serine/threonine-protein kinase GRIK1-like isoform X1 [Setaria italica)
35_13711 Polyubiqutin [ubq10] [A.thaliana)/ [Setaria italica]
35_22213 Wermnersyndrome ATP-dependent helicase [Aegilops tauschii]
35_43871 Remorin-like [Brachypodium distachyon]
35_27086 Protein kinase related [A. thaliana]
35_28386 Polyubiquitin-like [Oryza sativa]
35_11794 Carbonic anhydrase 2 [A. thaliana]
35_20742 CLAVATA3/ESR [CLE])-related protein 25 [Zea mays]
35_45388 Disease resistance protein RPP13-like [B.distachyon]

EBesD1_SQ002_J08_at

DNA [cytosine-5]-methyltransferase DRM2 [A.tauschii]

35_34508 Chain E, the structure of a plant photosystem |

35_37806 Lectin domain containing receptor kinase [A. thaliana]

35_50141 DNA [cytosine-5]-methyltransferase DRM2 [Triticum urartu]

35_22784 Calcium-dependent protein kinase 27-like [B.distachyon]

Contig18199_at Calcium-dependent protein kinase 27-like [B.distachyon]

35_25318 Putative serine/threonine-protein kinase-like protein CCR3 [A. tauschii]/ACR4 [A.thaliana]
35_4564 Pentatricopeptide repeat-containing protein AtSg13770 [A. thaliana)/[B. distachyon]
35_22172 Protein-tyrosine phosphatase [A. thaliana]

35_4101 UDP-glycosyl transferase [A. thaliana]

35_40587 Protein MICROTUBULE ORGANIZATION 1 [A. thaliana]

35_27148 Ankyrin repeats [T.urartu)/aldose 1-epimerase-like protein [A. thaliana]

35_5401 UDP-glucose:sterol glucosyltransferase [A. thaliana)/ [A. tauschii]

35_14184 5'-3' exoribonuclease 3 [A. tauschii]

Contig18945_at Pollen related Ole | allergen protein [A. thaliana)

35_23788 TCP transcription factor, promotes cell proliferation [Z. mays]

35_27443 Predicted protein [H. vulgare subsp. vulgare]

35_20791 Putative serine/threonine-protein kinase-like protein CCR3 [A. tauschii]

35_10018 U-box domain-containing protein 57 [T. urartu)/ E3-ubiquitin ligase [A. thaliana]
Contig13654_at Putative serine/threonine-protein kinase-like protein CCR3 [A. tauschii]

35_36380 Cysteine proteinase RD19a [A. thaliana]

35_38581 Putative serine/threonine-protein kinase-like protein CCR3 [A. tauschii]

35_27843 Putative serine/threonine-protein kinase-like protein CCR3 [A. tauschii]

35_25582 Predicted protein [H. vulgare subsp. vulgare]

35_38618 23 kDa jasmonate-induced protein [H. vulgare]

35_0758 Acyl-CoA N-acyltransferase with RING/FYVE/PHD-type zinc finger domain-containing protein [A. thaliana]
35_36873 Accelerated cell death 8-ACDG [A. thaliana]

35_24161 Putative ribonuclease H protein [A. tauschii]

35_10398 U-box domain-containing protein kinase family protein [A. thaliana]

35_27247 ODDSOC1 MADS box Transcription factor [H. vulgare subsp. vulgare]

35_6001 U-box domain-containing protein kinase family protein [A. thaliana]

35_42744 Putative ribonuclease H protein [Aegilops tauschiil/ribonuclease H-like protein [A. thaliana]
35_20120 Pumilio-like protein 23 [Triticum urartu)/ethylene-responsive transcription factor ERF113 [A. thaliana]
35_21130 Hypothetical protein F775_06684 [A. tauschii]

35_9981 Putative LRR receptor-like serine/threonine-protein kinase [A. tauschii]

35_12616 Sec14p-like phosphatidylinositol transfer family protein [A. thaliana]

35_30715 Disease resistance protein RPM1 [Aegilops tauschii]/RPP7 [A. thaliana]

35_38086 Lupeol synthase 1 [A. thaliana)/probable receptorlike protein kinase [B. distachyon]
35_11114 UDP-glycosyltransferase 73C5 [T. urartu]

35_41331 S-adenosylmethionine-dependent methyltransferase domain-containing protein [A. thaliana]
35_25895 Chromatin assembly factor 1 subunit FAS1 [A. thaliana]

Figure 5.3.5.1. Heat map of differentially expressed genes during leaf primordia development in two- and six-rowed plants.
Heat map of the differentially expressed genes obtained from the transcriptome analysis of shoot apices from two-rowed cv. Bowman and six-
rowed BW-NIL(vrsl.a) is shown. VLP- BW-NIL(vrsl.a) shoot apices and BLP- Bowman shoot apices. Genes marked in red were up-regulated

while those in green were down-regulated.
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Figure 5.3.5.2. Transcript validation of microarray results using selected genes for gRT-PCR
analysis

Comparison of eight selected genes’ expression analyzed by microarray and qRT-PCR is shown. Five up-
regulated and three down-regulated genes of microarray have similar expression profile in gRT-PCR. Up-
regulated genes: 35_24514- CRINKLY 4 RELATED 3, CCR3 (Becraft et al., 2001), 35 _22213- WERNER
SYNDROME ATP-DEPENDENT HELICASE, WRN (Lao et al., 2014), 35_29742- CLAVATA 3/ESR, CLE
(Jun et al., 2007), 35_49587- MICROTUBLE ORGANIZATION 1, MOR1 (Kawamura et al., 2006), and
35_23788- BRANCH ANGLE DEFECTIVE 1, BAD1 (Bai et al., 2012); Down-regulated genes:
35_19918- CONSTITUTIVE PHOTOMORPHOGENIC 1, COP1 (Disch et al., 2006; Xu et al., 2015),
35 _36873- ACCELERATED CELL DEATH 6, ACD6 (Swiadek et al., 2017), and 35_27247- ODDSOCI,
OS1 (Greenup et al., 2010). Data shown are mean + SE (n=3); Log. fold change was calculated by A ACt
method (Livak and Schmittgen, 2001).
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6.0. Discussion

Barley (Hordeum vulgare L.) is one of the first crops to be domesticated, and its wild progenitor
is believed as H. vulgare supsp. spontaneum (C. Koch) Thell, which is a two-rowed barley type
(Harlan and Zohary, 1966; Zohary et al., 2012). The spike of barley has triple spikelets: one
central spikelet and two lateral spikelets in its lateral axes and it follows a distichous phyllotaxy.
Based on the fertility of lateral spikelets, the spike looks like two-rowed when the two lateral
spikelets are sterile; or six-rowed, if all three spikelets are fertile (Figure 6.0.). Perhaps, the two-
rowed triple spikelets acted as an arrow-like structure, which is an adaptive specialization that

ensures grains will pass between the stones to reach the soil when they disarticulated from the

Figure 6.0. The triple spikelet of barley.
Left: two-rowed triple spikelets in which lateral spikelets are sterile and awnless that give an arrow-like
structure. Right: six-rowed triple spikelets have fertile lateral spikelets with complete awn might have

hindered its movement between stones and pebbles.
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spike due to the brittleness of the rachis (main axis). This is supposedly one of the survival
fitness traits of two-rowed types, selected by natural selection/evolution, and spontaneous six-
rowed mutants may be naturally eliminated from the wild population since they lack this
adaptation (Zohary, 1963). The gene responsible for this phenotype, Vrsl/HvYHOX1 has been
identified and it was shown that the functional form of HvHOX1 exhibits the two-rowed
phenotype while non-functional HYHOX1 mutant forms showed the six-rowed type (Komatsuda
et al., 2007). However, it has not been developmentally demonstrated how HVYHOX1 regulates
this row-type conversion in more detail. Moreover, the role of HvHOX1 during leaf development
has not been analyzed until now, and only a significant difference in leaf area between two- and
six-rowed forms was reported (Alqudah and Schnurbusch, 2015). HYHOX2 was found as a
paralog of HYHOX1 and proposed to be a promotor of development especially in vascular
bundles of barley spike (Sakuma et al., 2013; Sakuma et al., 2010). In this thesis work, a
comprehensive developmental study has been performed on two- and six-rowed barley types
regarding leaf and spike development along with expression analyses. A hypothetical regulation

model of HYHOX1 and HYHOX2 during barley leaf and spikelet development is proposed.

6.1. HYHOX1 inhibits leaf and floral growth and development in barley

6.1.1. HYHOXT’s regulation on spikelet development

HvHOX1 was discovered as a suppressor of lateral spikelet fertility in two-rowed barley, since its
expression was found to be localized only in the lateral spikelet primordia of immature spikes
(Komatsuda et al., 2007). The detailed early spike developmental analysis in two independent
six-rowed HYHOX1 mutants and their two-rowed wild-types of this study showed that the gene is
only involved in the delay of lateral spikelet primordia (LSP) growth and development, and not

central spikelet primordia (CSP) of two-rowed types (Figure 5.2.1.1 & 5.2.1.2). Additionally, a
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close comparative examination of LSP differentiation at AP and W5.5 (early white anther stage)
in both two- and six-rowed forms indicated that HYHOX1 acts on the growth and development
of all organ primordia in lateral spikelets (Figure 5.2.1.1. & 5.2.1.2). High abundance of
HvHOX1 transcripts in tissue-unspecific (i.e. whole immature spike) and tissue-specific (only
lateral spikelets) analyses in early spike development endorses that it is a specific inhibitor of
lateral spikelet primordia growth and development (Figure 5.2.3). Furthermore, histological
analysis of anther and carpel development from W5.0 to W10.0 suggested that it also delays the
growth of spikelet/floret organs, anther and carpel, which started disintegrating after W7.5
(Figure 5.2.2.1., 5.2.2.2., & 5.2.2.3). The initiation of anther disintegration at W7.5 is well
correlated with maximum expression of HYHOX1 observed during late spike growth stages
(Figure 5.2.4-A). A similar expression profile of HYHOX1 was also seen in two other two-rowed
cultivars, Bonus and Kanto Nakate Gold (Sakuma et al., 2013). Thus, it can be concluded that
the role of HYHOX1 during lateral spikelet fertility is mainly achieved by inhibiting carpel and
anther growth. HVTB1 (ortholog of maize TB1) was also shown to be an inhibitor of lateral
spikelet organ growth, especially of the male reproductive organs and it belongs to the TCP
(TEOSINTE BRANCHED1/ CYCLOIDEA/ PCF) protein family (Ramsay et al., 2011); TCP
family proteins are well known for their involvement in the regulation of cell division and cell
expansion (Czesnick and Lenhard, 2015). Interestingly, a homolog of HYHOX1 in maize,
GRASSY TILLERS 1 (GT1), was shown to be an inhibitor of lateral bud/ axillary meristem
outgrowth. Moreover, GT1 is also associated with carpel development, but unlike HYHOX1, it
promotes carpel development. In maize, TB1 and GT1 are shown to be involved in the inhibition
of lateral bud outgrowth (Kebrom et al., 2013), while in barley, HvTB1 and HYHOX1 are

involved in the inhibition of lateral spikelet growth and development. Studies on rice HD-ZIP |
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proteins OsHOX4, OsHOX12, OsHOX22, OsHOX24 and OsSLI1 showed that mostly these
proteins are involved in stress-responsive developmental pathways and/or are regulated by
hormones, GA and ABA (Agalou et al., 2008; Bhattacharjee et al., 2016; Gao et al., 2016; Huang
et al.,, 2014). Among these, OsHOX12 and OsSLI1 were shown to be involved in panicle
development, in which the former regulates panicle exsertion through GA and the latter might
participate in panicle development by influencing reproductive organs through ABA (Gao et al.,
2016; Huang et al., 2014). HYHOX1 homologs were also studied in eudicots like Arabidopsis
thaliana, where the gene LATE MERISTEM IDENTITY 1 (LMI1) was found as a direct
downstream target of LFY that regulates the class A gene AP1 through CAL and LMI (Saddic et
al., 2006). From these analyses, it can be concluded that HYHOX1 is a specific inhibitor of

lateral spikelet organ growth and development in barley.

6.1.2. HYHOX1’s regulation on leaf development

The association of barley row-types with leaf area found that two-rowed barley had lower leaf
area (LA) than six-rowed forms, while the effects of leaf and tiller number were not contributing
to this trait (Alqudah et al., 2016; Algudah and Schnurbusch, 2015). These results indicated that
leaf width or length or a combination of both should be the influential traits for the observed
changes in LA in two-rowed types. Phenotyping the leaves of HYHOX1 wild-type (Bowman,
two-rowed) and mutant [BW-NIL(vrsl.a), six-rowed] clearly showed that leaf width and not leaf
length is the major contributor to the difference in LA between row-types (Figure 5.3.1.1-A &
B). Furthermore, the early leaf developmental analysis from this study suggested that the effect
of HYHOX1 on the medio-lateral leaf growth and development was already established during
leaf initiation (Figure. 5.3.2.1). The above claim was further supported by HYHOX1 expression

in developing leaf primordia (Figure 5.3.4.1-A, marked with asterisks). Found expression of
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functional HYHOX1 in the SAM (Figure 5.3.4.1-A), however did not show any phenotypic
alterations between row-types (Figure 5.3.2.1-C & 5.3.2.2-A, B, & C) implying that HYHOX1
only exerts subtle effects, or that ther are some yet unknown development promoting factors in
the SAM. A similar leaf developmental study was performed for the barley broad leaf mutant 1
(blfl) regulated by the INDETERMINATE DOMAIN transcription factor. BLF1 does not affect
the leaf primordia width but rather it changes the medial leaf blade outgrowth (Jost et al., 2016a).
The gene LMIL1 in Arabidopsis thaliana (homolog of HvHOX1) was found to have an
independent role during leaf growth and development, apart from flowering pathway (Saddic et
al., 2006). Recently, the paralog of LMI1, REDUCED COMPLEXITY (RCO) was identified as
a major player in compound leaf development by repressing growth of the leaflet flanks in
Cardamine hirsuta, a relative of Arabidopsis thaliana (Vlad et al., 2014). The present study
found that HYHOX1 expression in the leaf was also associated with reduced number of
longitudinal veins and increased interveinal space (Leaf width/Vein number ratio) in two-rowed
types (Figure 5.3.1.1-C, D, & E). Here, it can be speculated that reduced vein number in two-
rowed types might have expanded the size of interveinal cells that increased the interveinal
space. A similar effect on leaf cell expansion due to reduced cell number mediated by ATHB12
(HD-ZIP I) was reported in Arabidopsis thaliana (Hur et al., 2015). In rice, NAL1 promotes leaf
width as well as the number of longitudinal veins by influencing polar auxin transport (Qi et al.,
2008). Similarly, ANT proteins of Arabidopsis thaliana promote all lateral shoot organs along
with higher order vein numbers while in Medicago truncatula, STENOFOLIA (STF) a WOX
transcription factor, promotes blade outgrowth and influences leaf vascular patterning (Kang et
al., 2007; Mizukami and Fischer, 2000; Tadege et al., 2011). Thus, the presented results

corroborated that proteins influencing leaf size also showed alterations in vein number spacing
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which seems to be a conserved relation across various plant species including barley. However,
the inhibitoy effect of HYHOX1 on leaf growth, established during leaf initiation in barley

appears novel in this context.

6.2. HYHOX2 expression is associated with the promotion of floral development

Previous studies showed that HYHOX1 is predominantly expressed in LSP but not in CSP which
was also well correlated with its phenotype found only in the florets of lateral spikelets
(Komatsuda et al., 2007; Sakuma et al., 2013). However, in this study HYHOX1 transcripts were
found in both lateral and central spikelets during early and late spike growth and developmental
stages similarly with its paralog HYHOX2 (Figure 5.2.3-B, 5.2.4-B & C, 5.2.5-A & B). This
expression pattern was also verified by checking their promoter activity which showed that both
genes have similar spatiotemporal expression pattern during (late) spike growth (Figure 5.2.7).
Importantly, HYHOX1 has only a minimal transcript abundance in central spikelet primordia,
especially at AP stage (Figure 5.2.3-B). It clearly shows that HYHOX1 expression is only at a
basal level in central spikelet primordia, which may be difficult to be detected with less sensitive
methods, such as mRNA in situ hybridization (Komatsuda et al., 2007). Nevertheless, HYHOX1
expression in central spikelet primordia and well developed central spikelets intrigues its role on
central spikelets, in which there is no phenotypic difference observed between two- and six-
rowed types. Here, it is suggested that either the level/dosage of HYHOX1 expression is not
sufficient to induce an inhibitory effect or there may be factors promoting growth and

development.

It was interesting to note that initially HYHOX2 (paralog of HYHOX1) was proposed as a positive

regulator of development in barley (Sakuma et al., 2010) and, later, it is reported to be involved
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in the vascular development of the spike (Sakuma et al., 2013). Also, in this study HYHOX2
promoter activity was observed in the vascular bundles of matured leaves (Figure 5.3.4.2- E &
F). Tissue-specific transcript quantification during late spike growth stages (W7.5 & W8.5)
clearly showed that HYHOX2 was expressed higher than HYHOX1 in central spikelets; whereas
in lateral spikelets an opposite pattern was observed (Figure 5.2.4- B & C, 5.2.5-A & B). This
suggested that higher HYHOX2 expression in central spikelets might be the reason for the normal
development of two-rowed central spikelets (Figure 5.2.2.1, 5.2.2.2 & 5.2.2.3). The promoting
role of HYHOX2 on spikelet/floret development can be further supported by its higher
expression in three six-rowed mutants (vrsl.a, vrs2, and vrs3), which showed increased lateral
spikelet fertility than its two-rowed progenitor (Bowman) (Figure 5.2.6). Importantly, in vrs4
mutant (also showed lateral spikelet fertility) HYHOX2 expressed significantly lower than wild-
type while HYHOX1 expression was low or null (Figure 5.2.6), most likely because VRS4 shown
to be an upstream regulator of HYHOX1 (Koppolu et al., 2013). This clearly indicated that the
basal level of HYHOX2 expression is sufficient for proper spikelet/floret development when
HvHOX1 is not expressed, and perhaps, the level of HYHOX2 expression might be dependent on
the level of HYHOX1 expression. An analogous expression profile of HYHOX2 during barley
spike growth and development was reported for a six-rowed barley cultivar Hayakiso-2, which
has the vrsl.c allele; where, HYHOX1 and HYHOX2 were very lowly expressed compared to
other two- and six-rowed cultivars (Sakuma et al., 2013). In addition to these observations, an
‘anticyclical’ expression pattern was observed between HYHOX2 and HYHOX1 during the late
spike growth stages from W7.5 to W10.0 (Figure 5.2.4-A), suggesting that HYHOX2 might be
trying to rescue the aborted floret organs (carpel and stamen) of lateral spikelets. This hypothesis

was verified by overexpressing HYHOX2 in lateral spikelets of transgenic barley plants using
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different promoter sizes of HYHOX1. Among the three independent events, lateral spikelet
fertility was restored (partially) with two events having increased HYHOX2 expression in lateral
spikelets (Figure 5.2.8-A & C). Thus, it can be concluded that the level/dosage of HYHOX2 to

HvHOX1 expression might have a decisive role in the fate of barley spikelets.

6.3. HYHOX1 and HvHOX2 are ‘antifunctionalized’ paralogous HD-ZIP class I
transcription factors

The HD-ZIP transcription factors are unique to plants, whereas HD containing transcription
factors are found in all the eukaryotic organisms. A functional HD-ZIP transcription factor
should have three basic properties contributed by the respective domains: HD for DNA binding,
ZIP or leucine zipper (LZ) for dimerization, and C-terminal motifs for the transactivation of
downstream genes (Ariel et al., 2007; Capella et al., 2014). It has already been reported that
mutations changing the amino acids in any of these functional domains make them non-
functional: the six-rowed HvVHOX1 allele, vrsl.al, has a deletion in its LZ, which causes a
frameshift from the end of LZ to complete C-terminal, possibly affecting its dimerization and
transactivation property. Similarly, in vrsl.a2 and vrsl.a3 alleles, HD was found with amino acid
changes which may affect their DNA binding property (Komatsuda et al., 2007). To validate
these allelic protein effects, these mutant HvHOX1 proteins need to be functionally
characterized. HYHOX1 and HYHOX2 proteins share 84% identity on the whole protein level
and functional characterization of the two proteins suggested that they are seemingly conserved
in all three protein properties - DNA binding (Figure 5.1.3.2.1. & 5.1.3.2.2.), dimerization
property (Figure 5.1.3.1-A), and transactivation (Figure 5.1.3.3). It is interesting to note,
however that HYHOX1 has a significantly lower transactivation property compared to HYHOX2

(Figure 5.1.3.3). This could be because of the missing ‘motif 8 in HYHOX1 (Sakuma et al.,
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2010) which is later found as an ‘AHA’ (Aromatic and large Hydrophobic residues embedded in
an Acidic context) domain that recruits the basic transcriptional machinery to transcribe a gene
(Capella et al., 2014). It has previously been shown that lacking an AHA-like motif in an HD-
ZIP | protein causes loss of function and forms tendril-less (tI) mutant in garden pea (Hofer et
al., 2009). Following this observations it can therefore be proposed that the presence of motif 22
(AHA-like motif) in maize GT1 (Figure 5.1.1.2-A) might be the reason for its role in promoting
carpel development (Whipple et al., 2011), whereas lacking the same motif in HYHOX1 might
be the reason for its inhibitory effect on carpel growth (female sterility) (Figure 5.2.2.3). The
seemingly conserved protein properties and the similar spatiotemporal expression pattern (during
spike growth and development) with antagonistic effects (promotion vs. inhibition) on barley
spikelet development tempt to propose that HYHOX1 and HVHOX2 are ‘antifunctionalized’
paralogous transcription factors specific to tribe Triticeae. Similarly, antifunctionalized
paralogous or homologous transcription factors have been identified for flowering as well as
meristem identity pathways. For example, it was shown that TFL1 and FT are homologous PEBP
class proteins, which are antagonistic to each other with TFL1 being a repressor and FT an
activator of flowering (Hanzawa et al., 2005). KNOX1 and KNOX2 are closely related
paralogous HOX proteins which underwent, neofunctionalization which led to the evolution of
antagonistic biochemical activity of these proteins during sporophyte development (Furumizu et
al., 2015). The SVP and AGL24 are closely related MADS-box proteins with opposite roles
during floral transition, acting as repressor and promotor of flowering respectively (Fornara et
al., 2008). These analogous examples clearly indicate that gene duplication followed by
neofunctionalization can generate paralogous or homologous genes to become antagonistic to

each other and modulate certain developmental pathways. To understand the evolutionary
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importance of these antagonistic duplicated genes, it might be necessary to classify them as one

new sub-category of neofunctionalization, i.e. ‘Antifunctionalization.’

6.4. Transcriptional regulation of HYHOX1 by VRS4 might be adaptive for the formation
of the arrow-like triple spikelets during the evolution of two-rowed barley

Natural selection favors a beneficial allele (adaptive allele) that helps for the survival of the
species in its environment and allows passing it to the next generation (Olson-Manning et al.,
2012). Though, the gene HvHOX1 retained the HD-ZIP functionality it became anti-
functionalized after the duplication from HvHOX2. HYHOX1 acquired lateral spikelet-specific
higher expression, without it, barley would not have developed its specialized arrow-like triple
spikelets (adaptive specialization) that helped its survival in the natural habitats of the Fertile
Crescent (Komatsuda et al., 2007; Pourkheirandish et al., 2015). This specific expression pattern
of HYHOX1 is likely governed by VRS4 that influences the row-type pathway along with triple
spikelet meristem identity (Koppolu et al., 2013; Sakuma et al., 2013). It was genetically shown
that functional VRS4 activates only HvHOX1 but not HVHOX2 expression during spike
development. Also, the expression pattern of VRS4 is very well correlated with HYHOX1
expression since VRS4 expresses higher in the lateral than central spikelets (Koppolu et al.,
2013). Additionally, the LOB domain protein-specific cis element 5’-CCGGCG-3’ (Husbands et
al., 2007) was found within the HYHOX1 promoter and 5°UTR; but not in HYHOX2, suggesting
that VRS4 might directly bind onto the HYHOX1 promoter (Koppolu et al., 2013). Thus, the
upstream regulation of HYHOX1 mediated by VRS4 might have favored an adaptive trait for the

evolution/occurrence of two-rowed barley.
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6.5. Wider leaves might be a part of the successful adoption of six-rowed spikes during
domestication

Despite that natural selection favored adaptive and specialized two-rowed triple spikelets with
narrow leaves, regulated by functional HYHOX1, artificial selection (domestication) (Darwin,
1859) favored the nonfunctional HYHOX1 to generate the six-rowed type to improve grain yield.
It is intriguing to note that the low-tillering six-rowed plants have reduced absolute spikelet
abortion even though they produce three times more spikelets and do not have a difference in
leaf number on the main culm (Alqudah et al., 2016; Alqudah and Schnurbusch, 2014; Alqudah
and Schnurbusch, 2015). This might be achieved by the wide-leaf phenotype of six-rowed forms
that has more longitudinal veins than two-rowed (Figure 5.3.1.1-A, C & E). It is also worth to
mention that the observed significant difference of leaf width (Figure 5.3.1.1-A & E) and higher
leaf nitrogen percentage (N%) (Figure 5.3.3) at tipping stage fall into the ‘critical period of
spikelet survival’ in barley which contributes for improved yield in six-rowed plants (Alqudah
and Schnurbusch, 2014). The larger leaf area, contributed by leaf width (around anthesis) in six-
rowed types, might increase its photosynthetic efficiency and storage, which in turn can improve
spikelet growth, grain filling, and subsequently grain yield. Leaf mass area (LMA), the inverse of
‘Specific Leaf Area' (SLA) (Poorter et al., 2009), reduces as leaf thickness decreases, and it has a
tight negative correlation with net photosynthetic capacity (Amax) and leaf nitrogen (N) content
(Reich et al., 1998). It was reported that LMA is significantly reduced in six-rowed plants
compared to two-rowed during pre-anthesis growth and development (Algudah and
Schnurbusch, 2015). Also in this study, at early leaf development six-rowed leaves were thinner
and wider (Figure 5.3.2.1 & 5.3.2.2) led to lower LMA which in turn might have resulted in

greater Amax and N (Takai et al., 2013). The observed significant increase of leaf nitrogen (%)
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(Figure 5.3.3) during the anthesis phase in six-rowed barley plants supports this possibility.
Thus, the many positive effects of mutant HYHOX1 (vrsl, six-rowed), larger LA (Alqudah and
Schnurbusch, 2015) contributed by leaf width, higher leaf nitrogen (%) and increased grain
number per spike impacted negatively on tiller production (Alqudah et al., 2016), which rather
suggests a trade-off relationship (negative pleiotropic effect) with tiller number (Kirby and
Riggs, 1978). Importantly, all of these factors might have contributed towards the adoption of
six-rowed types during ancient barley cultivation; which again highlights the outstanding

significance of this gene for barley domestication.

6.6. HYHOX1 might influence cell proliferation in leaf and spikelet development

Early leaf development is largely attributable to cell division (Scarpella et al., 2010); since
HvHOX1 expresses during leaf primordia initiation and outgrowth, it might also be associated to
with cell division. AtHB6, an HD-Zip | gene from Arabidopsis, is also found to be expressed
specifically in leaf primordia and reported to be involved in cell proliferation (Soderman et al.,
1999). It was previously shown in Arabidopsis and rice that genes regulating cell proliferation
during lateral organ formation also influence the number of veins (Kang et al., 2007; Qi et al.,
2008; Scarpella et al., 2010), which is also true for six-rowed barley plants, whereby mutant
HvHOX1 (vrsl) increased the number of longitudinal veins compared to two-rowed (Figure
5.3.1.1- C & E). Expression of HYHOXL1 in leaf primordia (Figure 5.3.4.1-A & E) and wider P1
in the six-rowed mutant (Figure 5.3.2.1) suggests a mechanism, where more cells were destined
for developing leaf primordia in the mutant. Also, the reduction of maximum thickness in the
mutant P1 reiterates that the wider and thinner leaves of mutant plants are already defined during
leaf primordia development (Figure 5.3.2.1). This might be due to an accelerated cell

proliferation in lateral direction or oriented anticlinal cell division, which would result in the
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increased width of the leaf. From the histological studies on anther and carpel development, it
could be speculated that HvHOX1 also influences cell proliferation during spikelet development,
where only the delay of primordia or organ development is observed but not any cell expansion

related phenotypes (Figure 5.2.1.1 t0 5.2.2.3).

Further, the role of HYHOX1 during cell proliferation was supported by the transcriptome
analysis of early leaf development, in which the upregulation of the main genes shows the sign
of active cell division like, increased helicase activity for more DNA replication (Knoll and
Puchta, 2011) (Werner syndrome ATP-dependent helicase), biosynthesis of more
polysaccharides for cell wall formation (Lao et al., 2014) (UDP-glycosyl-transferase) and
MICROTUBULE ORGANIZATION 1 involved in arrangement of microtubules, which exert a
mechanical strain for the proper cell division planes and cellular growth (Kawamura et al., 2006;
Smolarkiewicz and Dhonukshe, 2013). Additionally, the upregulation of putative barley
orthologs of CRINKLY 4 RELATED 3 (CCR3) and GEMINIVIRUS REP INTERACTING
KINASE 1 (GRIK1-like), which are involved in formative cell division signaling (Baena-
Gonzalez et al., 2007; Becraft et al., 2001; De Smet et al., 2008), CLAVATA 3/ESR (CLE)-25,
participates in the initiation of lateral organ primordia (Jun et al., 2007), and the putative maize
BRANCH ANGLE DEFECTIVE 1(BAD1) involved in cell proliferation of lateral organs (Bai et
al., 2012), support a putative role of HvHOX1 during cell proliferation in barley (Figure 5.3.5.1)
and possibly other cereals such as wheat. The transcriptome analysis also indicated that in six-
rowed barley, during early leaf development, a developmental switch to cell differentiation is
silenced by the down-regulation of transcripts associated with protein degradation (E3-ubiquitin
ligase, Cysteine proteinase, acyl-CoA N-acyltransferase) and extended vegetative development,

ODDSOCL1 (Disch et al., 2006; Greenup et al., 2010; Hong et al., 2013; Trobacher et al., 2006).
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6.7. Conclusion

One of the key findings of this study is the dosage dependent spatial-specific expression of
HvHOX1 that governs the fertility of florets in lateral spikelets. The quantitative effect of
HvHOX1 was also shown by suppressing its transcripts using RNAI in transgenic two-rowed
plants, which showed restored fertility of florets in lateral spikelets and awn development
(Sakuma et al., 2013). It is interesting to note that the suppressed transcript level of HYHOX1
was not correlated with the observed phenotype; in detail, transgenic plants showing a strong
suppression of HYHOX1 transcripts did not show increased awn length in the florets of lateral
spikelets (awn length was correlated with the effect of fertility restoration). Similarly, long awns
of restored florets of lateral spikelets containing plants have not shown a strong suppression of
HvHOX1 transcripts (Sakuma et al., 2013). This could be due to two different reasons; (i) either
the protein level of HYHOX1 might correlate with awn length, or (ii) the quantification of
HvHOX2 transcripts might help to explain the difference in phenotype. There is already an
indication observed in this study, showing that HYHOX2 transcript levels are different between
transgenic plants that showed the restored phenotype (Sakuma et al., 2013). Further experiments
like tissue-specific (lateral vs central spikelets) quantification of HvVHOX1 and HvHOX2
transcripts in these transgenic plants is required to further support this speculation. Among the
two working models proposed (Figure 2.5.2.4.), results from this study rather support the first
model to be applicable during barley leaf and spikelet growth. The second model is only possible
if HYHOX1 is a transcriptional repressor; however, the quantitative in vivo transactivation study
clearly showed that both proteins can transactivate but HYHOX1 has significantly lower
transactivation property compared to HYHOX2 (Figure 5.1.3.3). Moreover, the second model

also requires a similar spatiotemporal expression pattern of both the proteins which was only
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observed during spikelet/floret development (Figure 5.2.7) but not for leaf (Figure 5.3.4.1-A to
D). An independent in situ hybridization of HvHOX1 and HvHOX2 transcripts during
spikelet/floret development did also not show similar spatiotemporal expression of these genes
(Sakuma et al., 2013). Nevertheless, even the first model does not help to understand the
complete roles of HYHOX1 and HvVHOX2, since it only describes the function of HD and
ZIP/LZ but not the putative C-terminal motifs, involved in different protein-protein interactions
that determine whether a transcription factor positively or negatively regulates development. The
association of the AHA motif (in C-terminal) to the positive role of maize GT1 and lack of the
same motif in HYHOX1, which exerts an inhibitory effect, supports this speculation. So,
identification of different protein interacting partners of HYHOX1 and HYHOX2 by Chromatin
Immuno Precipitation (ChIP) followed by sequencing (ChIP-SEQ) would shed more light on the
mechanistic regulation of these proteins in development. Thus, Triticeae-specific duplicated
HvHOX1 and HYHOX2 might have great potential to improve the yields of other important
cereals such as wheat and rye since this study strongly supports that the “Dosage of duplicated
and antifunctionalized homeobox proteins influences the leaf and spikelet/floret development in

barley”.

7.0. Outlook

Functional and developmental studies on transgenic plants like, transcriptome analysis by
Agilent 60k microarray at W6.5 and W8.5 stages, and histological studies on anther and carpel
development are currently in progress. In addition to this, transcriptome analysis by Agilent 60k
microarray will be performed using lateral and central spikelet samples from Bowman and BW-
NIL(vrsl.a) at W6.5, W7.5 and W8.5 stages. By combining all the transcriptome results

accomplished in this study, HYHOX1 and HVHOX2 specific Gene Regulatory Network (GRN)
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will be created to understand their putative downstream network genes. Additionally, assessing
the contribution of HYHOX2 transcripts in the restoration of floret fertility in lateral spikelets,
obtained by RNA interference of HYHOX1 (Sakuma et al., 2013) is in progress. Results of all the
experiments mentioned above finally would give a more complete picture of the mechanistic

regulation of HYHOX1 and HvYHOX2 during barley leaf and spikelet growth and development.

8.0. Summary

Barley (Hordeum vulgare L.) is considered as one of the earliest domesticated crop species by
human, derived from its two-rowed wild progenitor H. vulgare supsp. spontaneum (C. Koch)
Thell (Harlan and Zohary, 1966; Purugganan and Fuller, 2009). The spike of barley has triple
spikelets, one central spikelet and two lateral spikelets in its lateral axes and it follows a
distichous phyllotaxy. Based on the fertility of lateral spikelets, the spike is two-rowed when the
two lateral spikelets are sterile or six-rowed if all three spikelets are fertile (Komatsuda et al.,
2007). The gene responsible for this phenotype was identified as Vrs1/HvVHOX1 (Six rowed spike
1), a homeodomain leucine zipper class | transcription factor (HD-ZIP 1), and shown that the
functional form of HVHOX1 exhibits two-rowed type, and non-functional HYHOX1 mutant
showed six-rowed type (Komatsuda et al., 2007). It was also shown that the gene is the resultant
of a recent gene duplication occurred only in tribe triticeae and its paralogous gene is known as
HvHOX2. Both the proteins share a very high identity (84%), and they exhibited two different
patterns of expression; based on the functional analysis of HYHOX1, it was reported that the
divergence of expression pattern between these two genes might have contributed to the
neofunctionalization of HVHOX1 as a negative regulator of floret development in lateral

spikelets (Sakuma et al., 2013). Recently, a difference in leaf area was found between two- and
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six-rowed forms and HvHOX1 proposed as underlying genetic determinat (Algudah and

Schnurbusch, 2015).

This thesis work addresses the role of HvHOX1 and HYHOX2 in leaf and spikelet/floret growth
and development of two-rowed barley. HYHOX1 is found to be involved in the delay of lateral
spikelet primordia growth during early spike development. Also, it affects the growth of male
and female reproductive organs, anther and carpel respectively thereby inhibits the fertility of
lateral spikelets. Additionally, it is found that HYHOX1 affects leaf primordium width during
leaf initiation which causes the narrow leaves with less longitudinal veins in two-rowed barley.
HVHOX1’s expression analyses (promoter activity and transcript abundance) in lateral spikelets
and leaf primordia endorsed that the gene is an inhibitor of leaf and spikelet growth as well as
development. Transcriptome analysis of two- and six-rowed shoot apices suggested that
HvHOX1 might be an inhibitor of cell proliferation. Conversely, HYHOX2 found to be a
promoter of spikelet development, since it expresses higher than HYHOX1 in two-rowed central
spikelets which develop normally. Also, HYHOX2 was expressed higher in the immature spikes
of six-rowed mutants which has improved lateral spikelet fertility than two-rowed. Finally, over
expression of HYHOX2 under the control of HYHOX1 in transgenic two-rowed barley, restored
the fertility of lateral spikelets. HYHOX1 and HvHOX2 genes found to share similar
spatiotemporal expression pattern during spike growth and development. Additionally, both the
proteins retain their HD-ZIP (Homeodomain leucine zipper) class | functional properties like
homo and heterodimerization, binding to their class specific cis elements and transactivation.
Similar expression profile with opposite function (promotor and inhibitor) of HYHOX1 and
HvVHOX2 in spikelet development implies that after duplication, HvHOX1 might be

neofunctionalized or specifically antifunctionalized compared to HvYHOX2. Furthermore, the
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tissue-specific (lateral spikelet) higher expression of HYHOX1, regulated by HYRA2 (VRS4) and
antifunctionalization of HYHOX1 governs the fertility of lateral spikelets. This suggests that the
HvHOX1 upregulation by HYRA2 might be an adaptive evolution helped for the survival fitness
of two-rowed wild barleys. Despite natural selection favored the two-rowed barleys, six-rowed
barley with its high yield, and wider leaves might have attracted human for its domestication
(artificial selection). This study supports that dosage of duplicated and antifunctionalized
homeobox proteins, HYHOX1 and HYHOX2 influences the leaf and spikelet/floret development

in barley.

9.0. Zusammenfassung

Die Gerste (Hordeum vulgare L.) gehort zu den ersten Kulturpflanzen, die von den Menschen
domestiziert wurden. Sie stammt von dem zwei-zeiligen Vorlaufer H. vulgare supsp.
spontaneum (C. Koch) Thell (Harlan and Zohary, 1966; Purugganan and Fuller, 2009) ab. Die
Gerstendhre besteht aus drei Ahrchen: einem Zentralahrchen und zwei Seitenahrchen and der
lateralen Achse. Der Aufbau folgt einer zweizeiligen Phyllotaxie. Die Fertilitdt der lateralen
Ahrchen bedingt das Erscheinungsbild der Ahren. Diese sind zweizeilig, wenn die lateralen
Anhrchen steril sind oder sechszeilig wenn alle Ahrchen fertil sind (Komatsuda et al., 2007). Als
verantwortliches Gen fir diesen Phénotypen konnte Vrsl/HVHOX1 (Six rowed spike 1)
identifiziert werden. Das funktionale Allel ist die molekulare Grundlage fur die zwei-zeilige
Erscheinungsform; wahrend das unfunktionale Allel in HYHOX1 Mutanten eine sechs-zeilige
Erscheinungsform hervorruft (Komatsuda et al., 2007). Weiterhin konnte gezeigt werden, das
HvHOX1 das Ergebnis einer evolutiondr jungen Genduplikation ist, welche spezifisch fur die
Gattung Triticus ist; hervorgegangen aus dem paralogen Gen HYHOX2. Auf Aminoséureebene

besitzen beide Proteine eine sehr hohe Identitdt von 84%, unterscheiden sich aber durch ihr
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Expressionmuster. Basierend auf einer Funktionsanalyse wurde berichtet, dal? das abweichende
Expressionsmuster zu einer Neofunktionalisierung von HYHOX1 als negativer Regulator der

Bliitenentwicklung in den lateralen Ahrchen beigetragen hat.

Diese Dissertation beschaftigt sich mit der Rolle von HYHOX1 und HvVHOX2 wahrend der
Ahren- und Blattentwicklung. Funktionales HYHOX1 beinflusst die Entwicklung der lateralen
Ahrchen und filhrt zu deren Sterilitat. Desweiteren zeigte die Analyse im Vergleich mit der
sechszeiligen Gerste eine veringerte Blattbreite in Abhangigkeit von HYHOX1. Es konnt gezeigt
werden, dass HvHOX1 fir eine Verzogerung in der Differenzierung der lateralen
Ahrchenmeristeme und der Entwickung von mannlichen und weiblichen Reproduktionsorganen
(Antheren und Fruchtblatt) beteiligt ist.Hierdurch wird die Fertilitat der lateralen Ahrchen
reduziert. Weiterhin beeinflusst HYHOX1 die GrofRe des Blattprimordiums wéhrend der
Initiationsphase des Blattes. Dies fiihrt zu der Erscheinungsform von schmaleren Blattern mit
weniger Blattadern in Gersten mit zwei-zeiliger Erschinungsform. Die Promotoraktivitat und die
Transkriptmenge von HvHOX1 in den sich entwickelnden lateralen Ahrchen und im
Blattprimordium unterstiitzen die postulierte Funktion eines negativen Regulators wahrend der
Entwicklung. Im Vergleich zu HYHOX1 zeigt HYHOX2 ein umgekehrtes Expressionsmuster: In
den zentralen Ahrchen und im Blitenmeristem von sechszeiligen Mutanten und st die
nachgewiesene Transkriptmenge von HvHOX2 hoher als die vergleichbare von HYHOX1. Dies
deutet auf die Funktion eines positiven Regulators (Promotors) von HvHOX2 in der
Ahrchenentwicklung hin. HYHOX1 und HYHOX2 besitzen ein dhnliches Expressionsmuster in
den spateren Phasen der Ahren und Blattenwicklung. Weiterhin besitzen beide Proteine alle
Eigenschaften eines HD-ZIP (Homdodoménen Leuzinzipper) Transkriptionsfaktors der Klasse I:

Sie sind in der Lage Homo- und Hetrodimere zubilden, an ihre klassen-spezifischen cis-
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Elemente zu binden und besitzen transaktivierende Eigenschaften.Die Trankriptomanalyse von
Apices zwei- und sechszeiliger Gerstenflanzen deutete auf ebenfalls auf eine negative Rolle von
HvHOX1 als Regulator der Zellproliferation hin. Dies unterstutzte molekular die Beobachtung
der verzogerten Differenzierung der lateralen Ahrchenmeristeme in der zweizeiligen Gerste. Die
genannten Beobachtungen fuhrten zu der Hypothese, dass das HvHOX1 nach der
Genduplikation neofunktionalisiert, bzw. antifunktionalisiert wurde.

Weiterhin unterstiitzte der Nachweis der hohen gewebespezifischen Expression von HYHOX1 in
den lateralen Ahrchen, reguliert durch HVRA2 (Vrs4) dessen Rolle als negativer Regulator, der
die Fertilitat der Lateral&hrchen senkt. Trotz der naturlichen Selektion, welche die Zweizeiligkeit
bevorzugt, erscheint es wahrscheinlich, das sechszeilige Pflanzen die friihen Ackerbauern durch
ihren hoheren Ertrag, die breiteren Blatter und ihren aufrrechteren Habitus dazu verleiteten diese
fur die weitere Domestikation auszuwéhlen (Kinstliche Selektion).

Die Ergebnisse der hier vorgelegten Arbeit unterstiitzen die Hypothese das die Dosis der beiden
evolutionér duplizierten, neofuntionalsierten Homoobox Transkriptionsfaktoren HYHOX1 und
HvHOX2 die Entwicklung von Blatt und Ahren in Gerste beeinflusst und das das

Genduplikationsereignis den Phénotypen der Zweizeiligkeit in der Gerste in Leben gerufen hat.
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11.0. Supplementary information

Supplementary table 1: Primers and binding sequence used in this study.

Vrsl Promoter BamHI-
c GAG GAT CCG TGG CAT TCATGG AAG TTG TGC
Vrsl Promoter Pstl-R ATA CTG CAG GCT TTC GGT TCG GAT CTG AGG
Hox2 Promoter Stul-F GTA AGG CCT ATC CCT CCT ATT CCT ACC CG
Hox2 Promoter Pstl-R AAA CTG CAG GCCTTG CTG TTC GGA GCC GA
Hox2 ORF Pstl-F GAC CTG CAG ATG GAC AAG CAGCACCTCTTT G
Hox2 ORF EcoRI-R GGG AAT TCT CAAATC AGC CCATACAGGC
Vrsl ORF Pstl-F GCA CTG CAG ATG GAC AAGCATCAGCTCTTT G
Vrsl ORF HindllI-R CGG AAG CTT TCATGC TAA AAA CCACTC GGG GAC
eGFP ORF Pstl- F AAA CTG CAG ATG GTG AGC AAG GGC GAG GAG
eGFP ORF EcoRI-R CCG AATTCT TACTTG TAC AGC TCG TCC
eGFP ORF HindlIlI-R CCCAAGCTTTTACTT GTACAGCTCGTCC
Vrsl-gRT-F GCTTCAAGATCGGCAGAAAC
Vrsl-gRT-R TGTCTTAGCAGCTATACCGGATG
Hox2-qRT-F GATGTGCGTCCCCGAGTAT
Hox2-qRT-R CAGCCCGTCTCAATTTCAA
gRT-Ser/Thr PP2a-F GAT GAC TGC AAC GCT CAC AC
gRT-Ser/Thr PP2a-R CTC AAA GGA AAT AAT CAGGCG TC
Ra2-qRT-114-F ATTACCACCACCTCAGGATCA
Ra2-gRT-114-R GAGTAGGAGAGGTAATCCACA
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Binding sequence (BS)

CGTAAAACGACGGCCAGTGAATTCAGATCTCAATTATTGAGAGGATCCCTCGAGGTCGTGACTGGGA

AAAC

Supplementary table 2: List of differentially expressed genes obtained from the transcriptome analysis of shoot apices from

two- and six-rowed barley by 60k microarray.

Putative serine/threonine-protein kinase-like protein CCR3 [A.
1 35 24514 y ) 7.90E-08 up 2515.57
tauschii]/ACR4 (A.thaliana)
serine/threonine-protein kinase GRIK1-like isoform X1 [Setaria
2 3510349 o 2.85E-06 up 265.78
italica]
olyubiquitin-like [Setaria italica]/ Polyubiqutin (ubg10
3 35 13711 P ) | [ ] yubiqutin (uba10) 4.74E-08 up 180.99
A.thaliana)
4 35 22213 Werner syndrome ATP-dependent helicase [Aegilops tauschii]  3.21E-05 up 83.93
5 35 43871 remorin-like [Brachypodium distachyon] 6.49E-04 up 21.89
6 35_27086 Protein kinase related (A. thaliana) 3.50E-04 up 15.76
7 35_28386 Polyubiquitin-like (Oryza sativa) 0.004087 up 12.54
8 35 11794 Carbonic anhydrase 2 (A. thaliana) 0.00122 up 11.47
9 3529742 CLAVATAS3/ESR (CLE)-related protein 25 (Zea mays) 1.34E-04 up 11.43
10 3545388 disease resistance protein RPP13-like (B.distachyon) 1.66E-04 up 10.93
11 EBes01_SQO002_J08 at DNA (cytosine-5)-methyltransferase DRM2 (A.tauschii) 0.006627 up 9.93






12
13
14
15
16

17

18

19
20
21

22

23

24
25
26
28
29

3534598
35_37806
35 50141
35 22784
Contig18199 at

35 25318

35 4564

35 22172
35 4191
35_49587

35_27148

35 5491

35 14184
Contig18945_at
35 23788
35 27443
35 20791

Chain E, the structure of a plant photosystem |

lectin domain containing receptor kinase (A. thaliana)
DNA (cytosine-5)-methyltransferase DRM2 (T.urartu)
calcium-dependent protein kinase 27-like (B.distachyon)

calcium-dependent protein kinase 27-like (B.distachyon)

Putative serine/threonine-protein kinase-like protein CCR3 [A.

tauschii]/ACR4 (A.thaliana)

pentatricopeptide repeat-containing protein Ats5g13770,
chloroplastic [B. distachyon]

protein-tyrosine phosphatase (A. thaliana)

UDP-glycosyl transferase (A. thaliana)

protein MICROTUBULE ORGANIZATION 1 (A. thaliana)
ankyrin repeats (T.urartu)/aldose 1-epimerase-like protein (A.
thaliana)

UDP-glucose:sterol glucosyltransferase (A. thaliana)/ [A.
tauschii]

5'-3" exoribonuclease 3 [Aegilops tauschii]

pollen related Ole I allergen protein (A. thaliana)

Teosinte branched 1 (Setaria italica)/ Zea mays

predicted protein [Hordeum vulgare subsp. vulgare]

Putative serine/threonine-protein kinase-like protein CCR3

1.97E-04
0.011939
3.38E-05
0.002033
0.003305

4.75E-04

0.015765

0.007948
0.023728
0.004963

0.017763

4.75E-04

0.023728
0.040888
0.039224
0.004087
3.22E-05

up
up
up
up
up

up

up

up
up
up

up

up

up
up
up
down

down
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9.27
7.14
6.55
5.67
4.77

4.33

2.98

2.81
2.75
2.70

2.64

2.63

2.58
2.26
2.14
-209.56
-186.53





30

31

32

33

34

35
36

37

38

39

40

41

35 19918

Contig13654_at
35_36380

35 38581

35_27843

35 25582
35 38618

35 9758
35 36873

35 24161

35 10398

35_27247

[Aegilops tauschii]

U-box domain-containing protein 57 [Triticum urartu]/ E3-
ubiquitin ligase

Putative serine/threonine-protein kinase-like protein CCR3
[Aegilops tauschii]

Cysteine proteinase RD19a (A. thaliana)

Putative serine/threonine-protein kinase-like protein CCR3
[Aegilops tauschii]

Putative serine/threonine-protein kinase-like protein CCR3
[Aegilops tauschii]

predicted protein [Hordeum vulgare subsp. vulgare]

23 kDa jasmonate-induced protein [Hordeum vulgare]
acyl-CoA N-acyltransferase with RING/FYVE/PHD-type zinc
finger domain-containing protein [Arabidopsis thaliana]
accelerated cell death 6-ACDG6 [Arabidopsis thaliana]
Putative ribonuclease H protein [Aegilops tauschii]/RNA-
directed DNA polymerase-like protein (A. thaliana)

predicted protein [Hordeum vulgare subsp. vulgare]/U-box
domain-containing protein kinase family protein [Arabidopsis
thaliana]

ODDSOC1 MADS box Transcription factor [Hordeum vulgare

0.044068

2.54E-04

8.91E-04

0.005916

5.82E-04

2.97E-04
0.019282

0.005308

0.027965

0.027376

7.30E-04

0.004133

down

down

down

down

down

down

down

down

down

down

down

down
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-133.43

-122.99

-16.03

-11.47

-10.51

-1.76
-6.70

-6.66

-5.48

-4.74

-4.05

-3.86





42

43

44

45

46

47

48

49

50

35 6001

35_42744

3529120
35 21130

35 9981

35 12616

35_39715

35 38086

35 11114

subsp. vulgare]/ agamous-like MADS-box protein AGL19
[Arabidopsis thaliana]

predicted protein of unknown function [Hordeum vulgare subsp.
vulgare]/U-box domain-containing protein kinase family protein
[Arabidopsis thaliana]

Putative ribonuclease H protein [Aegilops tauschii]/ribonuclease
H-like protein [Arabidopsis thaliana]

Pumilio-like protein 23 [Triticum urartu]/ethylene-responsive
transcription factor ERF113 [Arabidopsis thaliana]

hypothetical protein F775_06694 [Aegilops tauschii]

Putative LRR receptor-like serine/threonine-protein kinase
[Aegilops tauschii]

LysR family transcriptional regulator [Salinisphaera
hydrothermalis]/ Sec14p-like phosphatidylinositol transfer
family protein [Arabidopsis thaliana]

Disease resistance protein RPM1 [Aegilops tauschii]/RPP7
[Arabidopsis thaliana]

lupeol synthase 1 [Arabidopsis thaliana]/probable receptor-like
protein kinase At5g24010 [Brachypodium distachyon]
UDP-glycosyltransferase 73C5 [Triticum urartu]

0.010483

0.016281

0.040888

0.006526

8.95E-04

0.00472

0.015443

0.047076

0.006627

down

down

down

down

down

down

down

down

down
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-3.68

-3.08

-3.05

-2.78

-2.70

-2.67

-2.61

-2.28

-2.22





51

52

35 41331

35 25895

hypothetical protein BGT96224 3723 [Blumeria graminis f. sp.

tritici 96224]/ S-adenosylmethionine-dependent
0.013478 down

methyltransferase domain-containing protein [Arabidopsis
thaliana]
chromatin assembly factor 1 subunit FAS1 [Arabidopsis

: 0.049933 down
thaliana]
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-2.17

-2.00
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ProbeName	Number Passed	Bowman-Leaf primordia_2.txt:gProcessedSignal(normalized)	Bowman-Leaf primordia_3.txt:gProcessedSignal(normalized)	Bowman-Leaf primordia_4.txt:gProcessedSignal(normalized)	BW-898_Vrs1a-Leaf primordia_1.txt:gProcessedSignal(normalized)	BW-898_Vrs1a-Leaf primordia_2.txt:gProcessedSignal(normalized)	BW-898_Vrs1a-Leaf primordia_3.txt:gProcessedSignal(normalized)	Harvest assembly ID	PROT_SEQ_DESC	PROT_SEQ_ID	ATH_SEQ_DESC	ATH_SEQ_ID	RICE_SEQ_DESC	RICE_SEQ_ID	MAPMAN DESCRIPTION	FUNCAT	BINCODE

CUST_34853_PI403524517	2	-0.079217434	-0.04262972	0.042629242	-0.17608356	0.0720005	0.36913586	35_10047	Rep: CAA30376.1 protein - Oryza sativa (Rice)	UniRef90_Q9ST91	CHR1V7|COORD:29209641..29211111| pathogenesis-related thaumatin family protein	AT1G77700.1	CHR04V5|COORD:35068706..35070081|protein thaumatin-like protein precursor, putative, expressed	LOC_Os04g59370.1	no descriptionmoderately similar to ( 228)AT1G77700| Symbols:  | pathogenesis-related thaumatin family protein | chr1:29209641-29211111 FORWARDweakly similar to ( 131)TLP1_PRUPEThaumatin-like protein 1 precursor - Prunus persica (Peach)not assigned THN Thaumatin PRK12323	stress.biotic	20_1

CUST_50054_PI403524517	2	0.11346817	0.255908	-0.330575	-0.019138813	-0.36401892	0.019138813	35_14287	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_279_PI404877155	2	0.004998207	0.3707428	0.01988411	-0.02446556	-0.13084793	-0.0049972534	Contig10154_at	putative glycerol-3-phosphate dehydrogenase [Oryza sativa (japonica cultivar-group)]	BAB90253.1	NAD-dependent glycerol-3-phosphate dehydrogenase family protein	At2g41540.1	protein NAD-dependent glycerol-3-phosphate dehydrogenase	Os01g71280	"NAD-dependent glycerol-3-phosphate dehydrogenase family protein, weak similarity to SP:P46919 Glycerol-3-phosphate dehydrogenase (NAD(P)+) (EC 1.1.1.94) {Bacillus subtilis}; contains Pfam profile PF01210: NAD-dependent glycerol-3-phosphate dehydrogenase o"	lipid metabolism.glyceral metabolism	11_5

CUST_12676_PI403524517	2	-0.09706688	0.29696465	-0.04140854	-0.044787407	0.06822491	0.04140854	35_3623	"Cluster: Putative ABI3-interacting protein 2, AIP2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ABI3-interacting protein 2, AIP2 - Oryza sativa"	UniRef90_Q69PH7	CHR5V7|COORD:7092665..7094312| zinc finger (C3HC4-type RING finger) family protein	AT5G20910.1	CHR09V5|COORD:15946916..15943514|protein protein binding protein, putative, expressed	LOC_Os09g26400.1	no descriptionmoderately similar to ( 283)AT5G20910| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr5:7092665-7094312 REVERSEnot assigned not assigned COG5540 RING HRD1 zf-C3HC4 RING	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_100546_PI403524517	2	0.13140869	-0.48743486	-0.14575672	0.21043396	0.39407444	-0.13140821	35_28697	"Cluster: RuBisCO large subunit-binding protein subunit alpha, chloroplast precursor; n=2; BEP clade|Rep: RuBisCO large subunit-binding protein subunit alpha, ch"	UniRef90_P08823	"CHR2V7|COORD:11933680..11936261| CPN60A (chloroplast / 60 kDa chaperonin alpha subunit); ATP binding / protein binding / unfolded protein binding"	AT2G28000.1	CHR12V5|COORD:10290980..10295325|protein ruBisCO large subunit-binding protein subunit alpha, chloroplast precursor, putative, expressed	LOC_Os12g17910.1	" no descriptionmoderately similar to ( 233)AT2G28000| Symbols: CH-CPN60A, SLP, CPN60A | CPN60A (chloroplast / 60 kDa chaperonin alpha subunit); ATP binding / protein binding / unfolded protein binding | chr2:11933680-11936261 FORWARDmoderately similar to ( 245)RUBA_WHEATRuBisCO large subunit-binding protein subunit alpha, chloroplast precursor - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned GroEL groEL groEL groEL groEL groEL groEL chaperonin_type_I_II GroL Cpn60_TCP1 cpn60 TCP1_eta TCP1_beta TCP1_alpha TCP1_delta TCP1_epsilon TCP1_gamma TCP1_zeta "	protein.folding	29_6

CUST_13834_PI404877155	2	0.019216537	0.043992996	0.029026031	-0.17921638	-0.041381836	-0.019215584	Contig7585_at	eukaryotic rpb5 RNA polymerase subunit family protein [Arabidopsis thaliana]	NP_191267.1	eukaryotic rpb5 RNA polymerase subunit family protein	At3g57080.1	protein hypothetical protein	Os12g04510	gi|8896071|gb|AAF81222.1| RPB5d	RNA.transcription	27_2

CUST_12529_PI404877155	2	0.06800842	0.45763588	-0.0719471	-0.015289307	-0.040891647	0.015288353	Contig6272_s_at	SWAP (Suppressor-of-White-APricot)/surp domain-containing protein / D111/G-patch domain-containing protein [Arabidopsis thaliana]	NP_566957.1	SWAP (Suppressor-of-White-APricot)/surp domain-containing protein / D111/G-patch domain-containing protein	At3g52120.1	protein AT3g52120/F4F15_230	Os09g10930	gamma response I protein	RNA.processing	27_1

CUST_134455_PI403524517	2	-0.03268051	0.23119354	0.041145325	-0.18881893	0.03268051	-0.09062576	35_37726	"Cluster: Hypothetical protein OJ1384D03.9; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1384D03.9 - Oryza sativa (japonica cultivar-g"	UniRef90_Q8H7Q2	CHR5V7|COORD:858953..862237| zinc finger (C3HC4-type RING finger) family protein	AT5G03450.1	CHR03V5|COORD:466834..470785|protein transposon protein, putative, unclassified	LOC_Os03g01790.1	no descriptionweakly similar to ( 140)AT5G03450| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr5:858953-862237 REVERSEnot assigned	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_2094_PI404877155	2	0.010484695	-0.32479668	-0.02635765	0.14003754	0.010484695	-0.010485649	Contig12374_at	anion-transporting ATPase, putative [Arabidopsis thaliana] ref|NP_849575.1| anion-transporting ATPase, putative [Arabidopsis thaliana] gb|AA	NP_563640.1	anion-transporting ATPase, putative	At1g01910.1	protein arsA-like protein hASNA-I, putative	Os09g34970	"anion-transporting ATPase, putative, similar to SP:O43681 Arsenical pump-driving ATPase (EC 3.6.3.16) (Arsenite-translocating ATPase) (Arsenical resistance ATPase) (Arsenite-transporting ATPase) (ARSA) (ASNA-I) {Homo sapiens}; contains Pfam profile PF0237"	transport.unspecified anions	34_18

CUST_38310_PI403524517	2	0.1503563	-1.2312384	-0.19397259	0.08764744	0.15615273	-0.087646484	35_11026	"Cluster: 60S ribosomal protein L23; n=13; Spermatophyta|Rep: 60S ribosomal protein L23 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_P49690	CHR3|COORD:1167282..1168663| 60S ribosomal protein L23 (RPL23C), similar to ribosomal protein L17 GB:AAA34113.1 from (Nicotiana tabacum)	AT3G04400.1	CHR10V5|COORD:16899979..16897967|protein 60S ribosomal protein L23, putative, expressed	LOC_Os10g32920.1	"no descriptionvery weakly similar to (67.0)AT3G04400| Symbols: EMB2171 | EMB2171 (EMBRYO DEFECTIVE 2171); structural constituent of ribosome | chr3:1167345-1168314 FORWARDvery weakly similar to (63.9)RL23_TOBAC60S ribosomal protein L23 - Nicotiana tabacum (Common tobacco)"	protein.synthesis.misc ribososomal protein	29_2_2

CUST_135325_PI403524517	2	-0.0709033	0.0709033	-0.10070181	0.26568937	0.23661089	-0.15534496	35_37960	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_79362_PI403524517	2	-0.0069389343	0.06254673	0.013871193	-0.023540497	-0.051311493	0.0069379807	35_22764	"Cluster: Pectin-glucuronyltransferase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Pectin-glucuronyltransferase-like - Oryza sativa"	UniRef90_Q657X7	CHR4V7|COORD:9412207..9414075| exostosin family protein	AT4G16745.1	CHR01V5|COORD:409394..412632|protein limonene cyclase like protein, putative, expressed	LOC_Os01g01780.1	no descriptionmoderately similar to ( 371)AT4G16745| Symbols:  | exostosin family protein | chr4:9412207-9414075 FORWARDnot assigned not assigned Exostosin	misc.UDP glucosyl and glucoronyl transferases	26_2

CUST_29705_PI403524517	2	0.5065303	0.14202976	-0.06681013	-0.08508539	-0.48683977	0.06681013	35_8579	"Cluster: Os07g0578200 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0578200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D566	CHR3V7|COORD:22194554..22196917| lactose permease-related	AT3G60070.1	CHR07V5|COORD:23387680..23395217|protein expressed protein	LOC_Os07g39010.3	" no descriptionmoderately similar to ( 208)AT2G44280| Symbols:  | similar to lactose permease-related [Arabidopsis thaliana] (TAIR:AT3G60070.1); similar to Os07g0578200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001060093.1); similar to sugar transport protein-like [Oryza sativa (japonica cultivar-group)] (GB:BAC83077.1); contains domain Multidrug resistance ABC transporter MsbA, N-terminal domain (SSF90123) | chr2:18308639-18311003 REVERSEnot assigned "	not assigned.unknown	35_2

CUST_6681_PI403524517	2	0.039893627	0.37100267	-0.11934519	-0.039893627	0.34689236	-0.2252984	35_1856	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_121873_PI403524517	2	0.11327171	1.4924774	-0.53014374	0.177248	-0.3347311	-0.11327171	35_34410	"Cluster: Os02g0756800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os02g0756800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DXF4	CHR4V7|COORD:5740375..5741319| phosphate-responsive protein, putative (EXO)	AT4G08950.1	CHR02V5|COORD:31835978..31834559|protein phi-1-like phosphate-induced protein, putative, expressed	LOC_Os02g52010.1	no descriptionPhi_1	not assigned.unknown	35_2

CUST_171640_PI403524517	2	-0.06474686	0.146945	0.06474781	-0.11805248	0.09638405	-0.3723135	35_47826	"Cluster: Elongation factor 1-alpha; n=109; cellular organisms|Rep: Elongation factor 1-alpha - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_P13905	CHR5V7|COORD:24306452..24307901| elongation factor 1-alpha / EF-1-alpha	AT5G60390.1	CHR03V5|COORD:4096033..4098979|protein elongation factor 1-alpha, putative, expressed	LOC_Os03g08060.3	no descriptionmoderately similar to ( 411)AT5G60390| Symbols:  | calmodulin binding / translation elongation factor | chr5:24306452-24307803 FORWARDmoderately similar to ( 417)EF1A_WHEATElongation factor 1-alpha - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned TEF1 PRK12317 EF1_alpha CysN CysN_ATPS cysN PRK05506 GTP_EFTU TufB PRK00049 PRK12736 tufA PRK12735 SelB EF_Tu GTP_translation_factor EF1_alpha_II PRK04000 SelB GCD11 TypA SelB_euk eIF2_gamma LepA PRK10512 PRK10218 IF2_eIF5B InfB PRK05433 GTPBP1	protein.synthesis.elongation	29_2_4

CUST_126437_PI403524517	2	0.12998104	0.014483452	-0.008797646	-0.04705429	-0.004506111	0.004506111	35_35588	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_18912_PI403524517	2	-0.17643547	0.4661541	-0.082844734	0.24797916	-0.1902914	0.08284378	35_5479	"Cluster: Os01g0128800 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0128800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JR00	CHR3V7|COORD:6306368..6310262| C2 domain-containing protein	AT3G18370.1	0	0	no descriptionweakly similar to ( 140)AT3G18370| Symbols:  | C2 domain-containing protein | chr3:6306368-6310262 FORWARD	not assigned.no ontology.C2 domain-containing protein	35_1_19

CUST_97980_PI403524517	2	0.19206285	0.6014395	0.12988615	-0.20254564	-0.12988663	-0.22197866	35_27974	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_28275_PI403524517	2	-0.15453339	0.2955351	0.10620308	-0.061606407	0.061606407	-0.11722374	35_8174	"Cluster: Os09g0361100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os09g0361100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J2C1	CHR5V7|COORD:4886417..4888558| protein kinase, putative	AT5G15080.1	CHR09V5|COORD:11788181..11792500|protein protein kinase APK1A, chloroplast precursor, putative, expressed	LOC_Os09g19700.1	 no descriptionmoderately similar to ( 314)AT5G15080| Symbols:  | protein kinase, putative | chr5:4886417-4888558 FORWARDweakly similar to ( 132)NORK_PEANodulation receptor kinase precursor - Pisum sativum (Garden pea)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc Pkinase S_TKc PTKc Pkinase_Tyr TyrKc PTKc_Jak_rpt2 SPS1 PTKc_Srm_Brk PTKc_Tec_like PTKc_Csk_like PTKc_InsR_like PTKc_DDR PTKc_Ror PTKc_EphR PTKc_Chk PTKc_VEGFR3 PTKc_DDR1 PTKc_Itk PTKc_Ack_like PTKc_DDR_like PTKc_FGFR PTKc_CSF-1R PTKc_Syk_like PTKc_EGFR_like PTKc_Fes_like PTKc_Jak2_Jak3_rpt2 PTKc_Met_Ron PTKc_Src_like PTK_HER3 PTKc_Trk PTKc_PDGFR PTKc_Yes PTKc_ALK_LTK PTKc_Kit PTKc_Lck_Blk PTKc_VEGFR PTKc_EphR_B PTKc_Lyn PTKc_EphR_A2 PTKc_Fyn_Yrk PTKc_Zap-70 PTKc_Csk PTKc_Tyk2_rpt2 PTKc_VEGFR2 PTKc_TrkA PTKc_Ror1 PTKc_Btk_Bmx PTKc_InsR PTKc_Syk PTKc_TrkC PTK_CCK4 PTKc_Tec_Rlk PTKc_Src PTKc_EphR_A PTK_Ryk PTKc_Hck PTKc_DDR2 PTKc_FGFR3 PTKc_FGFR1 PTKc_TrkB PTKc_Ror2 PTKc_Axl_like PTKc_RET PTKc_Tie2 PTKc_FGFR2 PTKc_IGF-1R 	protein.postranslational modification.kinase.receptor like cytoplasmatic kinase VII	29_4_1_57

CUST_181149_PI403524517	2	0.03719616	-0.29205036	0.028852463	-0.02885151	0.10394192	-0.031741142	35_50376	"Cluster: Putative Tic22; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative Tic22 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69YD5	CHR4V7|COORD:16064642..16066719| chloroplast inner membrane import protein Tic22, putative	AT4G33350.1	CHR06V5|COORD:5776317..5772406|protein tic22, putative, expressed	LOC_Os06g11020.1	 no descriptionweakly similar to ( 199)AT4G33350| Symbols:  | chloroplast inner membrane import protein Tic22, putative | chr4:16064642-16066719 REVERSETic22 	protein.targeting.chloroplast	29_3_3

CUST_3998_PI404877155	2	-0.21498013	0.4759369	0.07491398	0.02346325	-0.13612461	-0.023462296	Contig14687_at	putative potasium transporter [Oryza sativa (japonica cultivar-group)]	CAD21000.1	potassium transporter, putative	At5g14880.1	protein potassium uptake protein	Os02g49760	NONE	transport.potassium	34_15

CUST_11153_PI403524517	2	0.019274712	-0.23010445	-0.080451965	0.02116108	-0.019274712	0.08045769	35_3162	Rep: FCA protein - Triticum aestivum (Wheat)	UniRef90_Q6XJQ7	"CHR4V7|COORD:9207180..9214428| FCA (FCA); RNA binding"	AT4G16280.2	CHR09V5|COORD:1789446..1798611|protein flowering time control protein FCA, putative, expressed	LOC_Os09g03610.2	" no descriptionmoderately similar to ( 336)AT4G16280| Symbols: FCA | FCA (FCA); RNA binding | chr4:9207180-9210648 REVERSEvery weakly similar to (68.6)RRP2_SPIOLPlastid-specific 30S ribosomal protein 2, chloroplast precursor - Spinacia oleracea (Spinach)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Glutenin_hmw RRM Extensin_2 GAL11 RRM_1 Drf_FH1 Keratin_B2 COG0724 GP38 COG4371 DUF1421 PRK05648 Atrophin-1 DUF1517 PRK12323 TFIIA PRK07764 WW PRK06958 TT_ORF1 WW PRK10263 "	RNA.RNA binding	27_4

CUST_34322_PI399408534	2	0.11288166	0.03494358	0.050769806	-0.20682335	-0.073506355	-0.034944534	35_23772	"Cluster: Putative glyoxylate reductase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative glyoxylate reductase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8LN38	CHR1V7|COORD:187235..189836| AN (ANGUSTIFOLIA)	AT1G01510.1	CHR10V5|COORD:20395367..20401316|protein angustifolia, putative, expressed	LOC_Os10g38900.1	no descriptionweakly similar to ( 186)AT1G01510| Symbols: AN | AN (ANGUSTIFOLIA) | chr1:187235-189836 FORWARD	RNA.regulation of transcription.Orphan family	27_3_34

CUST_1185_PI399408534	2	0.049325466	-0.03078556	0.049784184	0.023671627	-0.023672104	-0.028353691	35_12198	"Cluster: FYVE finger-containing phosphoinositide kinase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: FYVE finger-containing phosphoinositide kinase-li"	UniRef90_Q8H3L8	CHR1V7|COORD:26786501..26792374| phosphatidylinositol-4-phosphate 5-kinase family protein	AT1G71010.1	CHR08V5|COORD:20540715..20533284|protein 1-phosphatidylinositol-4-phosphate 5-kinase/ zinc ion binding protein, putative, expressed	LOC_Os08g33200.1	no descriptionmoderately similar to ( 227)AT1G71010| Symbols:  | phosphatidylinositol-4-phosphate 5-kinase family protein | chr1:26786501-26792374 FORWARDnot assigned PIPKc PIPKc MSS4 PIP5K	signalling.phosphinositides.phosphatidylinositol-4-phosphate 5-kinase	30_4_1

CUST_18493_PI403524517	2	0.25026608	0.30798817	0.023604393	-0.15176487	-0.023604393	-0.12918377	35_5346	"Cluster: Os01g0748000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0748000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JJC7	CHR1V7|COORD:19802939..19806109| dynamin family protein	AT1G53140.1	CHR01V5|COORD:31639762..31635092|protein ATP binding protein, putative, expressed	LOC_Os01g54420.1	no descriptionmoderately similar to ( 275)AT1G53140| Symbols:  | dynamin family protein | chr1:19802939-19806109 FORWARDnot assigned	misc.dynamin	26_17

CUST_13850_PI403524517	2	0.076340675	-0.36865044	-0.044171333	0.03310013	0.06381893	-0.03310013	35_3971	"Cluster: Ubiquitin-conjugating enzyme family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Ubiquitin-conjugating enzyme family protein, e"	UniRef90_Q2QLM1	"CHR5V7|COORD:17261434..17263132| UBC18 (ubiquitin-conjugating enzyme 16); ubiquitin-protein ligase"	AT5G42990.1	CHR03V5|COORD:27065691..27060614|protein ubiquitin-conjugating enzyme E2 W, putative, expressed	LOC_Os03g47770.1	"no descriptionmoderately similar to ( 279)AT5G42990| Symbols: UBC18 | UBC18 (ubiquitin-conjugating enzyme 16); ubiquitin-protein ligase | chr5:17261434-17263132 REVERSEvery weakly similar to (77.8)UBC2_MEDSAUbiquitin-conjugating enzyme E2-17 kDa - Medicago sativa (Alfalfa)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned UQ_con UBCc UBCc COG5078"	protein.degradation.ubiquitin.E2	29_5_11_3

CUST_107963_PI403524517	2	0.2065134	0.09635925	-0.002257347	-0.10638142	-0.09193516	0.0022563934	35_30719	"Cluster: Staphylococcal nucleaseue family protein, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Staphylococcal nucleaseue family protein, express"	UniRef90_Q2RBJ2	CHR2V7|COORD:16880587..16882293| Ca(2+)-dependent nuclease, putative	AT2G40410.2	CHR11V5|COORD:437859..443969|protein nuclease, putative, expressed	LOC_Os11g01830.1	 no descriptionweakly similar to ( 158)AT2G40410| Symbols:  | Ca(2+)-dependent nuclease, putative | chr2:16880587-16882293 FORWARDSNase SNc COG1525 SNc 	not assigned.no ontology	35_1

CUST_66889_PI403524517	2	0.2646513	-0.061623573	0.15725994	-0.068021774	-0.17011833	0.061623573	35_19101	"Cluster: Putative Ca(2+)-dependent nuclease; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Ca(2+)-dependent nuclease - Oryza sativa (japonica cultiv"	UniRef90_Q942N7	"CHR3V7|COORD:20853593..20855298| CAN (CA-2+ DEPENDENT NUCLEASE); nuclease"	AT3G56170.1	CHR01V5|COORD:3394139..3397320|protein nuclease, putative, expressed	LOC_Os01g07200.1	"no descriptionmoderately similar to ( 228)AT3G56170| Symbols: CAN | CAN (CA-2+ DEPENDENT NUCLEASE); nuclease | chr3:20853593-20855298 FORWARDnot assigned not assigned SNase SNc COG1525 SNc"	not assigned.no ontology	35_1

CUST_78013_PI403524517	2	0.096253395	0.1768341	0.051542282	-0.11544132	-0.10610199	-0.051542282	35_22365	"Cluster: Hypothetical protein OJ1118_E12.14; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1118_E12.14 - Oryza sativa (japonica cultiv"	UniRef90_Q69WS4	CHR1V7|COORD:6546530..6551540| aminoacyl-tRNA synthetase family	AT1G18950.1	CHR07V5|COORD:5075921..5069371|protein aminoacyl-tRNA synthetase, putative, expressed	LOC_Os07g09580.1	no descriptionweakly similar to ( 151)AT1G18950| Symbols:  | aminoacyl-tRNA synthetase family | chr1:6546530-6551540 FORWARDMDN1 DMP1	protein.aa activation	29_1

CUST_110640_PI403524517	2	0.122347355	-0.026069641	-0.014916897	-0.39733934	0.014916897	0.1600914	35_31420	Rep: SEC1-family transport protein SLY1 - Oryza sativa (Rice)	UniRef90_Q851W1	"CHR2V7|COORD:7831434..7833486| ATSLY1; protein transporter"	AT2G17980.1	CHR03V5|COORD:23501962..23499613|protein SEC1-family transport protein SLY1, putative, expressed	LOC_Os03g42320.1	"no descriptionweakly similar to ( 132)AT2G17980| Symbols: ATSLY1 | ATSLY1; protein transporter | chr2:7831434-7833486 FORWARDweakly similar to ( 186)SLY1_ORYSAnot assigned Sec1 SEC1"	protein.targeting.secretory pathway.plasma membrane	29_3_4_4

CUST_22053_PI403524517	2	0.14173317	0.32378292	0.16009283	-0.1417327	-0.20579815	-0.28889465	35_6407	"Cluster: Kelch repeat-containing F-box protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Kelch repeat-containing F-box protein-like - Oryza sativa"	UniRef90_Q6K649	0	0	CHR02V5|COORD:17955834..17952627|protein SKIP4, putative, expressed	LOC_Os02g30210.2	no description	not assigned.unknown	35_2

CUST_89821_PI403524517	2	0.031029701	0.018758774	0.032761574	-0.07490349	-0.06296921	-0.018758774	35_25697	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_8065_PI404877155	2	-0.16500282	-0.29946232	0.01137352	0.09315395	0.14291763	-0.01137352	Contig23791_at	transcription factor-related [Arabidopsis thaliana] pir||D84670 hypothetical protein At2g27230 [imported] - Arabidopsis thaliana gb|AAD42006	NP_565640.1	transcription factor-related	At2g27230.1	protein expressed protein	Os02g45170	"transcription factor-related, contains weak similarity to anthocyanin 1 (GI:10998404) (Petunia x hybrida); identical to cDNA bHLH transcription factor (bHLH delta gene) gi:32563001 or  similar to expressed protein [Arabidopsis thaliana] (TAIR:At1g64625.1)"	RNA.regulation of transcription.bHLH,Basic Helix-Loop-Helix family	27_3_06

CUST_6631_PI403524517	2	0.18201733	-0.17147923	-0.4528818	0.1431818	-0.06509781	0.06509876	35_1841	"Cluster: Putative thioredoxin; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative thioredoxin - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z4N3	CHR1V7|COORD:2713062..2714315| thioredoxin family protein	AT1G08570.1	CHR07V5|COORD:29011559..29009796|protein thioredoxin-like 1, putative, expressed	LOC_Os07g48510.1	 no descriptionmoderately similar to ( 258)AT1G08570| Symbols:  | thioredoxin family protein | chr1:2713062-2714315 FORWARDvery weakly similar to (52.8)TRXF_SPIOLThioredoxin F-type, chloroplast precursor - Spinacia oleracea (Spinach)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TRX_family Thioredoxin PDI_a_family PDI_a_ERdj5_C TRX_CDSP32 	redox.thioredoxin	21_1

CUST_91187_PI403524517	2	0.29892015	0.32333422	0.15701628	-0.2613325	-0.15701675	-0.16528463	35_26073	"Cluster: Os12g0576600 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os12g0576600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IMD7	CHR1V7|COORD:4715487..4718088| calcineurin-like phosphoesterase family protein	AT1G13750.1	CHR12V5|COORD:23775312..23771605|protein nucleotide pyrophosphatase/phosphodiesterase, putative, expressed	LOC_Os12g38750.2	no descriptionmoderately similar to ( 345)AT1G13750| Symbols:  | calcineurin-like phosphoesterase family protein | chr1:4715487-4718088 REVERSEnot assigned	misc.acid and other phosphatases	26_13

CUST_35524_PI403524517	2	-0.056425095	0.15012836	-0.0646019	0.14855385	-0.06901932	0.05642605	35_10243	"Cluster: Hypothetical protein P0022B05.123; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0022B05.123 - Oryza sativa (japonica cultivar"	UniRef90_Q8LHX9	0	0	CHR07V5|COORD:1087509..1085687|protein F-box domain containing protein, expressed	LOC_Os07g02910.1	no description	not assigned.unknown	35_2

CUST_105964_PI403524517	2	0.30464172	0.012836456	-0.06681061	-0.012836456	-0.14960766	0.11143017	35_30169	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_176868_PI403524517	2	-0.12273216	-0.17110538	-0.13147402	0.1396184	0.12273216	0.17134571	35_49208	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_83850_PI403524517	2	0.10278797	0.18649626	-0.009391308	-0.07886267	0.009390831	-0.10074949	35_24036	"Cluster: PREDICTED: hypothetical protein; n=1; Strongylocentrotus purpuratus|Rep: PREDICTED: hypothetical protein - Strongylocentrotus purpuratus"	UniRef90_UPI0000E48B78	"CHR1V7|COORD:5675918..5678679| SR45 (arginine/serine-rich 45); RNA binding"	AT1G16610.2	CHR03V5|COORD:35921485..35924755|protein RNA-binding protein 34, putative, expressed	LOC_Os03g63730.1	no descriptionnot assigned not assigned not assigned not assigned	not assigned.unknown	35_2

CUST_174399_PI403524517	2	-0.070123196	0.19438076	-0.008446693	0.008446693	0.10186434	-0.061285973	35_48553	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_6311_PI403524517	2	-0.6445713	-0.4629097	0.8003969	0.28458214	0.4622221	-0.28458118	35_1747	Rep: 4-coumarate--CoA ligase 4CL1 - Lolium perenne (Perennial ryegrass)	UniRef90_Q9M7S3	"CHR1V7|COORD:24171048..24175120| 4CL3 (4-coumarate:CoA ligase 3); 4-coumarate-CoA ligase"	AT1G65060.1	CHR02V5|COORD:28674995..28671334|protein 4-coumarate--CoA ligase 2, putative, expressed	LOC_Os02g46970.1	"no descriptionmoderately similar to ( 341)AT1G65060| Symbols: 4CL3 | 4CL3 (4-coumarate:CoA ligase 3); 4-coumarate-CoA ligase | chr1:24171590-24175120 REVERSEmoderately similar to ( 414)4CL2_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned CaiC PRK08315 PRK07770 PRK03640 PRK05677 PRK08316 PRK08974 PRK06187 PRK07656 PRK07059 PRK05605 AMP-binding PRK12492 PRK09089 PRK08314 PRK12583 PRK06178 PRK06188 PRK07529 PRK07684 PRK08751 PRK06839 PRK07786 Acs PRK09088 PRK07787 PRK06710 PRK06145 FAA1 PRK07470 PRK06087 PRK08162 PRK07514 caiC PRK07788 PRK06219 PRK07771 PRK06164 PRK08276 PRK08633 PRK06060 PRK07638 PRK10524 PRK00851 PRK06018 PRK04319 PRK05852 PRK07798 entE PRK12406 EntE PRK09192 PRK07008 PRK06368 PRK06155 PRK07867 PRK03429 PRK04813 PRK02530 PRK07445 PRK08308 PRK03582 PRK06334 PRK06814 PRK05620 PRK05691 PRK12476 PRK07768 PRK09029 PRK03914 PRK02167 PRK12316 EntF PRK05851 PRK07824 PRK05850 PRK02239 PRK08043 PRK01291 PRK08180 PRK05857 PRK03613 PRK09274 PRK04664 acsA PRK10252 PRK12467 PRK08279 DUF566 TT_ORF1 PRK12582"	secondary metabolism.phenylpropanoids.lignin biosynthesis.4CL	16_2_1_3

CUST_61787_PI403524517	2	0.14404488	-0.34158707	0.25817108	-0.058053493	0.05805397	-0.068659306	35_17630	Rep: Putative SHOOT1 protein - Oryza sativa (japonica cultivar-group)	UniRef90_Q69LC0	CHR1V7|COORD:20717488..20719017| binding / protein binding	AT1G55480.1	CHR07V5|COORD:3758223..3760365|protein SHOOT1 protein, putative, expressed	LOC_Os07g07540.1	no descriptionmoderately similar to ( 362)AT1G55480| Symbols:  | binding / protein binding | chr1:20717488-20719017 FORWARD	not assigned.unknown	35_2

CUST_7272_PI404877155	2	-0.022691727	-0.11978626	0.044312477	0.13247013	-0.09012127	0.022691727	Contig21170_at	OSJNBb0017I01.27 [Oryza sativa (japonica cultivar-group)] emb|CAE03422.1| OSJNBa0032F06.5 [Oryza sativa (japonica cultivar-group)]	CAE05747.1	choline transporter-related	At3g15380.1	protein hypothetical protein	Os04g58470	gi|32487413|emb|CAE05747.1| OSJNBb0017I01.27	transport.misc	34_99

CUST_7744_PI404877155	2	0.054068565	-0.07653332	0.12019825	0.16638851	-0.092754364	-0.054068565	Contig2275_at	ferredoxin-NADP(H) oxidoreductase [Triticum aestivum]	CAD30024.2	ferredoxin--NADP(+) reductase, putative / adrenodoxin reductase, putative	At5g66190.1	protein Oxidoreductase NAD-binding domain, putative	Os02g01340	NONE	PS.lightreaction.other electron carrier (ox/red).ferredoxin reductase	1_01_05_03

CUST_148267_PI403524517	2	0.03734684	0.3793602	0.02436161	-0.02436161	-0.060894966	-0.32376957	35_41480	"Cluster: Rhodanese-like domain-containing protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Rhodanese-like domain-containing protein-like - Oryza s"	UniRef90_Q6ZI49	"CHR4V7|COORD:12758432..12760759| similar to rhodanese-like domain-containing protein [Arabidopsis thaliana] (TAIR:AT3G08920.1); similar to Os09g0279400"	AT4G24750.1	CHR02V5|COORD:23124033..23121042|protein rhodanese family protein, putative, expressed	LOC_Os02g38240.1	"no descriptionweakly similar to ( 126)AT4G24750| Symbols:  | similar to rhodanese-like domain-containing protein [Arabidopsis thaliana] (TAIR:AT3G08920.1); similar to Os09g0279400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001062759.1); similar to Os03g0289400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001049793.1); similar to Os02g0596000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001047318.1); contains InterPro domain Rhodanese-like; (InterPro:IPR001763) | chr4:12758432-12760759 REVERSE"	not assigned.unknown	35_2

CUST_17009_PI403524517	2	-0.0031366348	0.20296383	0.0031366348	-0.0031366348	0.01215744	-0.028942108	35_4915	"Cluster: Putative SCO1 protein; n=2; Arabidopsis thaliana|Rep: Putative SCO1 protein - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q8VYP0	CHR3V7|COORD:2727290..2729294| electron transport SCO1/SenC family protein	AT3G08950.1	CHR02V5|COORD:3233932..3227506|protein protein SCO1, mitochondrial precursor, putative, expressed	LOC_Os02g06480.2	no descriptionmoderately similar to ( 305)AT3G08950| Symbols:  | electron transport SCO1/SenC family protein | chr3:2727290-2729294 FORWARDnot assigned not assigned SCO COG1999 SCO1-SenC AhpC-TSA TlpA_like_family PRX_family PRK12678	mitochondrial electron transport / ATP synthesis.cytochrome c oxidase	9_7

CUST_14866_PI404877155	2	0.38863564	-1.0240006	-0.22374868	0.15646458	-0.15646505	0.20727062	Contig8706_at	mitochondrial energy transfer protein [Solanum tuberosum]	CAA67107.1	mitochondrial substrate carrier family protein	At4g32400.1	protein brittle-1 protein, chloroplast precursor	Os06g40050	NONE	transport.metabolite transporters at the envelope membrane	34_8

CUST_181338_PI403524517	2	0.13084221	0.04988861	-0.04988861	-0.18634224	-0.39438343	0.12260246	35_50424	"Cluster: Hypothetical protein OJ1664_D08.103-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1664_D08.103-1 - Oryza sativa (japonica"	UniRef90_Q7F1B1	"CHR5V7|COORD:6369309..6371728| similar to unnamed protein product [Kluyveromyces lactis] (GB:XP_455602.1); similar to Os07g0211800 [Oryza sativa (japonica"	AT5G19050.1	CHR07V5|COORD:6113847..6106334|protein expressed protein	LOC_Os07g11060.1	"no descriptionweakly similar to ( 194)AT5G19050| Symbols:  | similar to unnamed protein product [Kluyveromyces lactis] (GB:XP_455602.1); similar to Os07g0211800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001059175.1); contains InterPro domain Esterase/lipase/thioesterase; (InterPro:IPR000379); contains InterPro domain Protein of unknown function DUF1749; (InterPro:IPR013744) | chr5:6369309-6371728 FORWARDnot assigned DUF1749"	not assigned.unknown	35_2

CUST_69850_PI403524517	2	-0.18776608	-0.1622982	0.6164417	0.1960411	0.08812237	-0.08812332	35_19984	Rep: H0502B11.7 protein - Oryza sativa (Rice)	UniRef90_Q01L44	"CHR5V7|COORD:20781705..20785707| ERD1 (EARLY RESPONSIVE TO DEHYDRATION 1); ATP binding / ATPase"	AT5G51070.1	CHR02V5|COORD:19245477..19250435|protein ERD1 protein, chloroplast precursor, putative, expressed	LOC_Os02g32520.2	" no descriptionmoderately similar to ( 452)AT5G51070| Symbols: CLPD, ERD1 | ERD1 (EARLY RESPONSIVE TO DEHYDRATION 1); ATP binding / ATPase | chr5:20781705-20785707 FORWARDmoderately similar to ( 376)CLPC_PEAATP-dependent Clp protease ATP-binding subunit clpC homolog, chloroplast precursor - Pisum sativum (Garden pea)not assigned not assigned clpC clpA PRK10865 clpA AAA_2 COG0714 AAA AAA_5 Torsin ClpX "	protein.degradation.serine protease	29_5_5

CUST_60954_PI403524517	2	-0.03705883	0.008260727	0.4709282	0.25473642	-0.101861	-0.008260727	35_17385	"Cluster: Os03g0571900 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os03g0571900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DQQ2	CHR3V7|COORD:7638757..7641868| MATE efflux family protein	AT3G21690.1	CHR03V5|COORD:20754435..20747683|protein transparent testa 12 protein, putative, expressed	LOC_Os03g37490.1	no descriptionhighly similar to ( 501)AT3G21690| Symbols:  | MATE efflux family protein | chr3:7638757-7641868 FORWARDnot assigned not assigned not assigned not assigned NorM MatE PRK01766 PRK00187 RfbX MviN DUF566 vmrA PRK12323 PRK07003	transport.misc	34_99

CUST_29570_PI399408534	2	0.47423077	0.06467819	-0.064679146	-0.22871208	-0.15778351	0.13203526	35_23914	"Cluster: Os01g0922600 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0922600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JGI1	CHR5|COORD:20599309..20601106| squamosa promoter-binding protein, putative, similar to squamosa promoter binding protein-like 9 (Arabidopsis thaliana)	AT5G50570.2	CHR01V5|COORD:40658582..40662567|protein teosinte glume architecture 1, putative, expressed	LOC_Os01g69830.1	 no descriptionweakly similar to ( 132)AT5G50570| Symbols:  | squamosa promoter-binding protein, putative | chr5:20599781-20601017 REVERSEvery weakly similar to (97.4)LG1_MAIZEProtein LIGULELESS 1 - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned SBP PRK07003 PRK12323 PRK07764 APC_basic 	RNA.regulation of transcription.SBP,Squamosa promoter binding protein family	27_3_28

CUST_3611_PI403524517	2	0.070640564	0.83906364	-0.03751564	-0.101758	-0.064992905	0.03751564	35_984	"Cluster: Os01g0874100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0874100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JHA8	CHR1V7|COORD:27115821..27117910| deoxynucleoside kinase family	AT1G72040.1	CHR01V5|COORD:38245814..38241606|protein ATP binding protein, putative, expressed	LOC_Os01g65350.1	no descriptionhighly similar to ( 593)AT1G72040| Symbols:  | deoxynucleoside kinase family | chr1:27115821-27117910 REVERSEnot assigned not assigned dNK dNK COG1428 NDUO42	nucleotide metabolism.salvage	23_3

CUST_5822_PI403524517	2	0.17516327	0.37057018	0.027475357	-0.070093155	-0.027475357	-0.066827774	35_1607	"Cluster: Hypothetical protein P0001A07.7; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0001A07.7 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q5WN02	CHR3V7|COORD:3919598..3921333| tetrahydrofolate dehydrogenase/cyclohydrolase, putative	AT3G12290.1	CHR05V5|COORD:2903788..2906107|protein C-1-tetrahydrofolate synthase, cytoplasmic, putative, expressed	LOC_Os05g05830.1	 no descriptionmoderately similar to ( 206)AT3G12290| Symbols:  | tetrahydrofolate dehydrogenase/cyclohydrolase, putative | chr3:3919598-3921333 FORWARDnot assigned not assigned FolD THF_DHG_CYH_C PRK10792 Transferase PRK12323 	C1-metabolism.Methylenetetrahydrofolate dehydrogenase & Methenyltetrahydrofolate cyclohydrolase	25_5

CUST_93372_PI403524517	2	0.08003235	-0.080032825	0.26111412	0.7982044	-0.18627262	-0.10497999	35_26696	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_50577_PI403524517	2	0.15433311	-1.3916731	-0.09772682	0.11866474	-0.10614872	0.09772682	35_14437	"Cluster: ADP,ATP carrier protein 1, mitochondrial precursor; n=6; Poaceae|Rep: ADP,ATP carrier protein 1, mitochondrial precursor - Zea mays (Maize)"	UniRef90_P04709	"CHR3V7|COORD:2605712..2607036| AAC1 (ADP/ATP CARRIER 1); binding"	AT3G08580.2	CHR02V5|COORD:29816067..29819467|protein ADP,ATP carrier protein, mitochondrial precursor, putative, expressed	LOC_Os02g48720.2	"no descriptionhighly similar to ( 575)AT3G08580| Symbols: AAC1 | AAC1 (ADP/ATP CARRIER 1); binding | chr3:2605712-2607036 REVERSEhighly similar to ( 684)ADT_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Mito_carr"	major CHO metabolism.synthesis.starch.transporter	2_1_2_5

CUST_10036_PI404877155	2	0.08087921	-0.23467731	0.020457268	-0.020457268	-0.25752926	0.058282852	Contig3759_s_at	putative nucleolar protein [Oryza sativa (japonica cultivar-group)]	NP_910925.1	nucleolar protein Nop56, putative	At1g56110.1	protein Putative snoRNA binding domain	Os03g22880	"2.3_cis2 his2-zincfinger   T01973 NRSF form 2;"	RNA.regulation of transcription.putative DNA-binding protein	27_3_67

CUST_63210_PI403524517	2	0.054704666	-0.060788155	-0.053339005	0.11514282	-0.14460754	0.05333996	35_18041	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_19047_PI403524517	2	0.064297676	-0.18020248	0.10139847	-0.07725239	0.0071201324	-0.0071201324	35_5519	"Cluster: Maf family protein, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Maf family protein, putative, expressed - Oryza sativa (japon"	UniRef90_Q10PL9	CHR5V7|COORD:26576978..26578388| Maf family protein	AT5G66550.1	CHR03V5|COORD:6854513..6850880|protein maf-like protein CV_0124, putative, expressed	LOC_Os03g12810.1	no descriptionmoderately similar to ( 242)AT5G66550| Symbols:  | Maf family protein | chr5:26576978-26578388 REVERSEvery weakly similar to (51.2)Y1124_XYLFAMaf-like protein XF_1124 - Xylella fastidiosanot assigned Maf Maf Maf PRK04719 Maf_Ham1 PRK03098 PRK01946 PRK03797 PRK00884 PRK02676 PRK00078 PRK00648 PRK03411 PRK01839 PRK00234 PRK01441 PRK02141 PRK00238 PRK03442 PRK03415 PRK04056 PRK00148 PRK04425 PRK02478	not assigned.no ontology	35_1

CUST_20777_PI399408534	2	0.04485941	0.5234647	-0.044859886	-0.48966312	-0.333138	0.10321903	35_43820	"Cluster: Class III HD-Zip protein 4, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Class III HD-Zip protein 4, putative, expressed - Ory"	UniRef90_Q2QM96	"CHR1V7|COORD:10796310..10800726| PHV (PHAVOLUTA); DNA binding / transcription factor"	AT1G30490.1	CHR03V5|COORD:24611849..24605999|protein class III HD-Zip protein 4, putative, expressed	LOC_Os03g43930.2	"no descriptionweakly similar to ( 176)AT1G30490| Symbols: ATHB9 | PHV (PHAVOLUTA); DNA binding / transcription factor | chr1:10796310-10800726 REVERSEnot assigned Homeobox HOX homeodomain COG5576 PRK12323"	RNA.regulation of transcription.HB,Homeobox transcription factor family	27_3_22

CUST_46927_PI403524517	2	0.32576084	-0.2947359	-0.24359608	0.15497017	-0.043214798	0.043214798	35_13436	"Cluster: Os01g0617600 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0617600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JL81	0	0	CHR01V5|COORD:24882427..24878803|protein expressed protein	LOC_Os01g43040.1	no description	not assigned.unknown	35_2

CUST_91273_PI403524517	2	0.07584667	0.28224564	-0.28859615	-0.064642906	-0.10720539	0.064642906	35_26100	Rep: Putative RING-H2 finger protein - Oryza sativa (Rice)	UniRef90_Q94HJ7	"CHR2V7|COORD:16574584..16575789| RHC2A (RING-H2 finger C2A); protein binding / zinc ion binding"	AT2G39720.1	CHR05V5|COORD:515888..517710|protein zinc finger, RING-type, putative, expressed	LOC_Os05g01940.1	"no descriptionweakly similar to ( 129)AT2G39720| Symbols: RHC2A | RHC2A (RING-H2 finger C2A); protein binding / zinc ion binding | chr2:16574584-16575789 REVERSEvery weakly similar to (50.1)EL5_ORYSAnot assigned DUF1117 RING COG5540 RING"	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_15945_PI403524517	2	0.024098396	-0.024098396	0.15956354	0.13260221	-0.15678978	-0.07198334	35_4604	Rep: VIL1 protein - Triticum monococcum subsp. aegilopoides	UniRef90_A0SQ40	CHR3V7|COORD:8876214..8878178| VRN5 (VIN3-LIKE 1)	AT3G24440.1	CHR12V5|COORD:21181347..21176987|protein fibronectin type III domain containing protein, expressed	LOC_Os12g34850.1	 no descriptionmoderately similar to ( 295)AT3G24440| Symbols: VIL1, VRN5 | VRN5 (VIN3-LIKE 1) | chr3:8876214-8878178 REVERSE	not assigned.no ontology	35_1

CUST_18543_PI404877155	2	0.06769657	0.057890892	-0.08342838	0.114006996	-0.09409428	-0.057890892	HVSMEk0012O01r2_s_at	contains EST D23238(C2469)~kinase-like protein [Oryza sativa (japonica cultivar-group)]	BAC22257.1	protein kinase family protein	At3g46920.1	protein Protein kinase domain, putative	Os06g43840	Raf protein kinase homolog CTR1	RNA.processing	27_1

CUST_47507_PI403524517	2	-0.24863434	0.37969112	-0.13326454	-0.074557304	0.07455778	0.12125921	35_13597	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_3030_PI403524517	2	-0.073376656	-0.23060131	0.0020923615	0.033317566	-0.0020923615	0.034872055	35_825	"Cluster: Putative mitochondrial NADH:ubiquinone oxidoreductase 29 kDa subunit; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative mitochondrial"	UniRef90_Q6K2G7	"CHR3V7|COORD:18046092..18047758| GAMMA CAL2 (GAMMA CARBONIC ANHYDRASE-LIKE 2); acyltransferase"	AT3G48680.1	CHR02V5|COORD:18136884..18133196|protein mitochondrial NADH ubiquinone oxidoreductase 29 kDa subunit, putative, expressed	LOC_Os02g30460.1	"no descriptionmoderately similar to ( 351)AT3G48680| Symbols: GAMMA CAL2 | GAMMA CAL2 (GAMMA CARBONIC ANHYDRASE-LIKE 2); acyltransferase | chr3:18046092-18047758 FORWARDnot assigned not assigned not assigned PaaY WbbJ"	mitochondrial electron transport / ATP synthesis.NADH-DH.carbonic anhydrase	9_1_1_5

CUST_151442_PI403524517	2	0.032204628	0.07254124	-0.032205105	-0.13108492	-0.53238344	0.03390217	35_42347	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_150581_PI403524517	2	0.14771223	-0.020179749	-0.034618378	0.020179749	-0.59100103	0.17833948	35_42123	"Cluster: Similarity to 26S proteasome subunit 4; n=2; Arabidopsis thaliana|Rep: Similarity to 26S proteasome subunit 4 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9LIM2	CHR3V7|COORD:5088494..5095489| AAA-type ATPase family protein	AT3G15120.1	CHR04V5|COORD:25396729..25392578|protein ATBRCA1, putative, expressed	LOC_Os04g43300.1	no descriptionmoderately similar to ( 241)AT3G15120| Symbols:  | AAA-type ATPase family protein | chr3:5088494-5095489 REVERSEnot assigned not assigned	protein.folding	29_6

CUST_44536_PI403524517	2	0.13050556	0.6699629	0.05333996	-0.23371506	-0.22980404	-0.053339005	35_12776	"Cluster: OSJNBa0019G23.8 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0019G23.8 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XS59	CHR3V7|COORD:2741284..2742380| signal peptidase I family protein	AT3G08980.1	CHR04V5|COORD:4439840..4442494|protein mitochondrial inner membrane protease subunit 2, putative, expressed	LOC_Os04g08340.1	no descriptionweakly similar to ( 147)AT3G08980| Symbols:  | signal peptidase I family protein | chr3:2741284-2742380 FORWARDnot assigned not assigned LepB	protein.degradation	29_5

CUST_158257_PI403524517	2	-0.023376465	-0.11968994	-0.0794611	0.072034836	0.023375511	0.1323185	35_44183	"Cluster: 200 kDa antigen p200, putative; n=1; Burkholderia pseudomallei 1710b|Rep: 200 kDa antigen p200, putative - Burkholderia pseudomallei (strain 1710b)"	UniRef90_Q3JL22	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	0	0	no description	not assigned.unknown	35_2

CUST_82855_PI403524517	2	0.030308723	0.09699106	-0.030308247	-0.13122511	1.7866426	-0.23798609	35_23759	"Cluster: Hypothetical protein P0435H01.7; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0435H01.7 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q5JNF8	0	0	CHR01V5|COORD:30725792..30732768|protein uncharacterized conserved membrane protein, putative, expressed	LOC_Os01g52864.2	no description	not assigned.unknown	35_2

CUST_25600_PI403524517	2	0.08485603	-0.7826519	0.07608938	0.13536549	-0.07608938	-0.28521585	35_7417	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6AVH7	"CHR5V7|COORD:4552171..4552903| similar to Os05g0517800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001056054.1); similar to Os03g0733000 [Oryza"	AT5G14105.1	CHR03V5|COORD:29975263..29973374|protein expressed protein	LOC_Os03g52280.1	"no descriptionvery weakly similar to (53.5)AT5G14105| Symbols:  | similar to Os05g0517800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001056054.1); similar to Os03g0733000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001051172.1) | chr5:4552171-4552903 REVERSE"	not assigned.unknown	35_2

CUST_13228_PI403524517	2	0.044200897	0.5578966	0.2389412	-0.08964777	-0.20709896	-0.044201374	35_3785	"Cluster: Beta transducin-like protein HET-E2C-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Beta transducin-like protein HET-E2C-like - Oryza sativa"	UniRef90_Q5JJP8	CHR4V7|COORD:10360245..10363002| transducin family protein / WD-40 repeat family protein	AT4G18905.1	CHR01V5|COORD:40794608..40789858|protein periodic tryptophan protein 1, putative, expressed	LOC_Os01g69970.1	no descriptionweakly similar to ( 165)AT4G18905| Symbols:  | transducin family protein / WD-40 repeat family protein | chr4:10360245-10363002 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TT_ORF1 PRK12678 PRK12323 Protamine_P1 PRK07003 DUF1421	not assigned.no ontology	35_1

CUST_72368_PI403524517	2	-0.05598545	0.14777184	0.024114609	0.09303093	-0.24708176	-0.024114609	35_20740	"Cluster: Os01g0749900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0749900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JJB5	CHR1|COORD:1969751..1973755| phosphate translocator-related, low similarity to SP:P52178 Triose phosphate/phosphate translocator, non-green plastid,	AT1G06470.2	CHR01V5|COORD:31721680..31726939|protein solute carrier family 35 member C2, putative, expressed	LOC_Os01g54580.1	no descriptionvery weakly similar to (57.4)AT1G06470| Symbols:  | phosphate translocator-related | chr1:1970725-1973539 FORWARD	transport.metabolite transporters at the envelope membrane	34_8

CUST_100442_PI403524517	2	-0.88110495	-0.332716	-0.55383444	0.332716	1.5700693	0.5190439	35_28671	"Cluster: Os07g0515900 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os07g0515900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D631	"CHR2V7|COORD:17245097..17247281| BOP2 (BLADE ON PETIOLE2); protein binding"	AT2G41370.1	CHR07V5|COORD:19836882..19840894|protein expressed protein	LOC_Os07g33210.1	no descriptionANK	not assigned.unknown	35_2

CUST_9738_PI403524517	2	0.13258076	0.42588043	0.03863144	-0.07659435	-0.19086266	-0.038630486	35_2745	"Cluster: [S] KOG4118 Uncharacterized conserved protein; n=1; Ostreococcus tauri|Rep: [S] KOG4118 Uncharacterized conserved protein - Ostreococcus tauri"	UniRef90_Q013U6	0	0	CHR02V5|COORD:23885097..23887066|protein expressed protein	LOC_Os02g39580.1	no descriptionnot assigned DUF1909	not assigned.unknown	35_2

CUST_8416_PI403524517	2	-0.3010645	-0.01863575	0.031074524	0.01863575	0.033818245	-0.043491364	35_2352	"Cluster: Phytoene dehydrogenase, chloroplast precursor; n=5; Poaceae|Rep: Phytoene dehydrogenase, chloroplast precursor - Oryza sativa (Rice)"	UniRef90_Q9ZTN9	CHR4V7|COORD:8190421..8194764| PDS3 (PHYTOENE DESATURASE)	AT4G14210.1	CHR03V5|COORD:4388192..4393919|protein phytoene dehydrogenase, chloroplast precursor, putative, expressed	LOC_Os03g08570.1	 no descriptionhighly similar to ( 899)AT4G14210| Symbols: PDS, PDE226, PDS3 | PDS3 (PHYTOENE DESATURASE) | chr4:8190421-8194764 REVERSEnearly identical (1051)CRTI_ORYSAnot assigned not assigned COG3349 Amino_oxidase PRK07233 HemY COG1233 COG1231 COG2907 PRK11883 PRK07208 	secondary metabolism.isoprenoids.carotenoids.phytoene dehydrogenase	16_1_4_2

CUST_17965_PI403524517	2	0.054489136	-0.054489136	-0.06654835	0.34284306	-0.06707287	0.5739269	35_5189	"Cluster: Os06g0309200 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os06g0309200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DCN0	CHR1V7|COORD:1411215..1413430| lipid-binding serum glycoprotein family protein	AT1G04970.1	CHR09V5|COORD:18573040..18568420|protein lipid binding protein, putative, expressed	LOC_Os09g30474.1	no descriptionmoderately similar to ( 320)AT1G04970| Symbols:  | lipid-binding serum glycoprotein family protein | chr1:1411923-1413430 FORWARDnot assigned BPI2 LBP_BPI_CETP_C BPI2 BPI BPI1	not assigned.no ontology	35_1

CUST_12501_PI403524517	2	0.17131901	-0.048493385	0.014529228	-0.014529228	-0.030682564	0.0813303	35_3568	"Cluster: Putative DEIH-box RNA/DNA helicase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative DEIH-box RNA/DNA helicase - Oryza sativa (japonica cultiv"	UniRef90_Q5ZAP0	"CHR2V7|COORD:13127662..13133712| HVT1 (HELICASE IN VASCULAR TISSUE AND TAPETUM); ATP binding / helicase/ nucleic acid binding"	AT2G30800.1	CHR01V5|COORD:32677361..32687613|protein RNA helicase A, putative, expressed	LOC_Os01g56190.1	" no descriptionmoderately similar to ( 405)AT2G30800| Symbols: ATVT-1, HVT1 | HVT1 (HELICASE IN VASCULAR TISSUE AND TAPETUM); ATP binding / helicase/ nucleic acid binding | chr2:13127662-13133712 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned HA2 HrpA DUF1605 PRK11131 "	DNA.synthesis/chromatin structure	28_1

CUST_31671_PI403524517	2	0.13167953	0.15254879	-0.019982338	-0.03392601	-0.10764694	0.019983292	35_9138	"Cluster: Expressed protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2RB13	CHR1V7|COORD:11399903..11405702| actin binding	AT1G31810.1	CHR12V5|COORD:1299969..1291669|protein expressed protein	LOC_Os12g03340.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Cytadhesin_P30 DUF1421 GRASP55_65 SMN Atrophin-1 Drf_FH1 PRK07764	not assigned.unknown	35_2

CUST_43666_PI403524517	2	-0.031965256	0.5286741	0.031965256	-0.18322563	-0.18198776	0.06219387	35_12531	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10AA0	0	0	CHR03V5|COORD:36234180..36238381|protein expressed protein	LOC_Os03g64250.2	no description	not assigned.unknown	35_2

CUST_154049_PI403524517	2	-0.13090658	0.12199879	-0.009473801	-0.123096466	1.1696539	0.009473324	35_43048	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_6674_PI404877155	2	0.27720833	-0.113269806	-0.11381531	0.074640274	-0.07463932	0.11478424	Contig19806_at	putative auxin independent growth-related protein [Oryza sativa (japonica cultivar-group)]	AAL84301.1	expressed protein	At1g14020.1	protein putative auxin independent growth-related protein	Os03g07310	"expressed protein, contains Pfam PF03138: Plant protein family. The function of this family of plant proteins is unknown; previously annotated as 'growth regulator protein -related'  based on similarity to axi 1 protein (GB:X80301) (GI:559920) from (Nicot"	hormone metabolism.auxin.induced-regulated-responsive-activated	17_2_3

CUST_21623_PI403524517	2	0.08796501	0.14109898	-0.13709736	-0.08796501	-0.27493858	0.10605526	35_6276	"Cluster: C2 domain-containing protein-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: C2 domain-containing protein-like - Oryza sativa (japonica cultivar"	UniRef90_Q6K9U1	CHR1V7|COORD:18621923..18625311| C2 domain-containing protein	AT1G50260.1	CHR02V5|COORD:35642296..35637135|protein C2 domain containing protein, expressed	LOC_Os02g58230.1	no descriptionhighly similar to ( 594)AT1G50260| Symbols:  | C2 domain-containing protein | chr1:18621923-18625311 REVERSEnot assigned not assigned COG5038 C2 C2 C2 Totivirus_coat	not assigned.no ontology.C2 domain-containing protein	35_1_19

CUST_10651_PI403524517	2	0.1525898	-0.34558296	-0.045492172	0.045493126	-0.22696495	0.066147804	35_3009	"Cluster: Putative kinesin light chain gene; n=2; BEP clade|Rep: Putative kinesin light chain gene - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8S3S1	CHR3V7|COORD:10381750..10383830| kinesin light chain-related	AT3G27960.1	CHR02V5|COORD:29285765..29281838|protein kinesin light chain, putative, expressed	LOC_Os02g47880.2	no descriptionhighly similar to ( 694)AT3G27960| Symbols:  | kinesin light chain-related | chr3:10381750-10383830 REVERSEnot assigned not assigned not assigned TPR NrfG	cell.organisation	31_1

CUST_40406_PI403524517	2	0.1203804	0.027058601	-0.052124977	-0.027059555	-0.2564001	0.07844639	35_11622	"Cluster: DNAJ heat shock N-terminal domain-containing protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: DNAJ heat shock N-terminal"	UniRef90_Q2QMA0	CHR1V7|COORD:29736042..29738463| DNAJ heat shock N-terminal domain-containing protein / S-locus protein, putative	AT1G79030.1	CHR12V5|COORD:25873967..25867850|protein S-locus protein 5, putative, expressed	LOC_Os12g41820.1	 no descriptionweakly similar to ( 177)AT1G79030| Symbols:  | DNAJ heat shock N-terminal domain-containing protein / S-locus protein, putative | chr1:29736042-29738463 REVERSEvery weakly similar to (59.7)DNJH_CUCSADnaJ protein homolog - Cucumis sativus (Cucumber)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DnaJ DnaJ DnaJ PRK10767 CbpA 	stress.abiotic.heat	20_2_1

CUST_11510_PI399408534	2	0.028978825	-0.028978825	0.058087826	0.1471963	-0.09413433	-0.27481747	35_22869	"Cluster: GTP-binding protein, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: GTP-binding protein, putative, expressed - Oryza sativa (jap"	UniRef90_Q33B74	CHR5V7|COORD:25928062..25929851| GTP-binding protein-related	AT5G64813.1	CHR10V5|COORD:2167342..2162756|protein RAB, member of RAS oncogene family-like 3, putative, expressed	LOC_Os10g04580.1	no descriptionweakly similar to ( 180)AT5G09910| Symbols:  | ATP binding / GTP binding / transcription factor binding | chr5:3093273-3094933 FORWARDvery weakly similar to (62.0)YPTV3_VOLCAGTP-binding protein yptV3 - Volvox carterinot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned RabL3 Rab Rab18 RAB Ras_like_GTPase Ras RabA_like RJL Rab19 Rab4 Rab33B_Rab33A Rab39 Rab32_Rab38 Rab8_Rab10_Rab13_like Rab27A Rab5_related Rab35 Rab11_like Rab1_Ypt1 Rab15 COG1100 Rab14 RabL2 Ran Rab7 Arf_Arl Rab30 Rab26 Rab9 Rab3 Rab21	signalling.G-proteins	30_5

CUST_80230_PI403524517	2	0.048189163	-0.010071754	0.010070801	-0.10349941	-0.23052597	0.10008907	35_23007	"Cluster: Os02g0566800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os02g0566800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E0A0	CHR1V7|COORD:29265793..29267895| galactosyltransferase family protein	AT1G77810.2	CHR02V5|COORD:21549149..21543938|protein avr9 elicitor response protein, putative, expressed	LOC_Os02g35870.1	no descriptionmoderately similar to ( 216)AT1G77810| Symbols:  | galactosyltransferase family protein | chr1:29265793-29267895 REVERSEnot assigned	protein.glycosylation	29_7

CUST_13662_PI403524517	2	-0.04612255	0.31425667	0.04612255	-0.17961407	-0.058743477	0.08973789	35_3922	"Cluster: Putative organic solute transporter; n=2; Oryza sativa|Rep: Putative organic solute transporter - Oryza sativa (Rice)"	UniRef90_Q8SAX6	"CHR5V7|COORD:9292439..9294410| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G05940.1); similar to Protein of unknown function [Medicago"	AT5G26740.2	CHR03V5|COORD:34701938..34698222|protein expressed protein	LOC_Os03g61210.1	"no descriptionmoderately similar to ( 444)AT5G26740| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G05940.1); similar to Protein of unknown function [Medicago truncatula] (GB:ABD32854.1); contains InterPro domain Protein of unknown function DUF300; (InterPro:IPR005178) | chr5:9292439-9294410 FORWARDnot assigned DUF300"	not assigned.unknown	35_2

CUST_20251_PI403524517	2	0.07410526	-0.7271967	0.0046806335	0.0062942505	-0.13208961	-0.004681587	35_5870	"Cluster: Pherophorin-dz1 protein precursor; n=1; Volvox carteri f. nagariensis|Rep: Pherophorin-dz1 protein precursor - Volvox carteri f. nagariensis"	UniRef90_Q8L685	"CHR4V7|COORD:866387..868126| similar to glycine-rich protein [Arabidopsis thaliana] (TAIR:AT5G46730.1); similar to fibroin 1a [Deinopis spinosa]"	AT4G01985.1	CHR07V5|COORD:14824041..14822361|protein expressed protein	LOC_Os07g25810.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Extensin_2 Atrophin-1 Tymo_45kd_70kd Drf_FH1 DUF1421 PRK12323 PRK05648 PRK07003 GRASP55_65 COG2931 HPC2 PRK07764 DUF605 PRK10819 Harpin TonB DUF1210 Amelogenin Herpes_BLLF1 Cytadhesin_P30 Gag_spuma Trypan_PARP COG5651 TT_ORF1 MCPVI FhaB Totivirus_coat Herpes_TAF50 Prog_receptor GP38 Chon_Sulph_att FAP GRP PRK08853 PRK10263 DedD PRK12688 PRK11633 AF-4 tatB tolA SerH PRK08026 MFMR PRK07735 SSDP COG4371 Trypan_glycop Herpes_glycop_D SMN Chorion_1 PRK03427 TolA TolA APC_basic MA PRK06958 VirB10 DEC-1_N IER ETS_PEA3_N DUF1509 PRK05035 Herpes_UL51 DUF1517 STOP PRP8 HpaP COG3921 DAG1 DM6 DUF1431 PRK09111 COG4278 EspB PRK09752 ZipA Herpes_UL32 eIF-4B	not assigned.unknown	35_2

CUST_171874_PI403524517	2	1.6586237	-0.84126616	-1.4723048	-0.1225214	2.6348295	0.1225214	35_47884	Rep: C-hordein - Hordeum vulgare (Barley)	UniRef90_P17992	CHR2V7|COORD:1610503..1612899| cation efflux family protein	AT2G04620.1	CHR09V5|COORD:16410150..16414861|protein keratin-associated protein 5-4, putative, expressed	LOC_Os09g26999.1	no descriptionnot assigned not assigned not assigned PRK10263 Mucin MSSP Metallothionein Metallothio DUF1421 COG3889	not assigned.unknown	35_2

CUST_13127_PI404877155	2	-0.17767715	-0.3537426	0.36775494	0.018832207	0.016280174	-0.016280174	Contig6836_at	U2 snRNP auxiliary factor, small subunit [Oryza sativa]	CAA77133.1	U2 snRNP auxiliary factor small subunit, putative	At5g42820.2	protein U2 snRNP auxiliary factor, small subunit	Os05g48960	U2 snRNP auxiliary factor, small subunit	RNA.processing	27_1

CUST_9654_PI404877155	2	-0.021923065	0.19503975	0.021924019	-0.13082695	-0.09659958	0.021924019	Contig3409_at	polyadenylate-binding protein family protein / PABP family protein [Arabidopsis thaliana]	NP_201329.1	polyadenylate-binding protein family protein / PABP family protein	At5g65260.1	protein RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain), putative	Os02g52140	RNA recognition motif (RRM)-containing protein/PUB1  T01253	RNA.processing	27_1

CUST_29072_PI399408534	2	0.029982567	-0.075074196	-0.029981613	0.13404274	0.084732056	-0.032526016	35_3331	"Cluster: Putative calmodulin-binding protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative calmodulin-binding protein - Oryza sativa (japonica"	UniRef90_Q6H5G6	CHR5V7|COORD:16086526..16087077| calmodulin-binding protein	AT5G40190.1	CHR09V5|COORD:12560767..12557110|protein calmodulin binding protein, putative, expressed	LOC_Os09g20860.1	no descriptionweakly similar to ( 136)AT5G40190| Symbols:  | calmodulin-binding protein | chr5:16086526-16087077 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07764 PRK12678 PRK07003 PRK12323	signalling.calcium	30_3

CUST_9811_PI403524517	2	0.12992954	-1.3564892	-0.11927128	0.08589077	-0.018071175	0.018071175	35_2765	0	0	0	0	CHR09V5|COORD:3117920..3124244|protein transducin/WD-40 repeat family protein, putative, expressed	LOC_Os09g06560.1	no description	not assigned.unknown	35_2

CUST_58612_PI403524517	2	0.038464546	-0.19981956	-0.1978178	0.21348572	-0.038464546	0.12924194	35_16720	"Cluster: Hypothetical protein P0514H03.6; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0514H03.6 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q94DK6	CHR1V7|COORD:28373098..28373601| glycine-rich protein	AT1G75550.1	CHR01V5|COORD:14464097..14463263|protein RALF precursor, putative, expressed	LOC_Os01g25540.1	no descriptionvery weakly similar to (91.3)AT4G15800| Symbols: RALFL33 | RALFL33 (RALF-LIKE 33) | chr4:8984923-8985273 FORWARDnot assigned RALF PRK12323 PRK07764	not assigned.no ontology	35_1

CUST_29618_PI403524517	2	0.12638569	-0.46657467	-0.03215599	0.2039442	-0.008331299	0.0083322525	35_8555	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_55870_PI403524517	2	-0.08735657	-0.89028835	-6.9999695E-4	0.34105682	0.59848785	6.9999695E-4	35_15901	"Cluster: Leaf senescence protein-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: Leaf senescence protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8RV74	"CHR5V7|COORD:5189527..5192073| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G15890.1); similar to hypothetical protein [Cleome spinosa]"	AT5G15900.1	CHR01V5|COORD:26730344..26728407|protein expressed protein	LOC_Os01g46400.1	" no descriptionmoderately similar to ( 201)AT5G15900| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G15890.1); similar to hypothetical protein [Cleome spinosa] (GB:ABD96865.1); contains InterPro domain Protein of unknown function DUF231, plant; (InterPro:IPR004253) | chr5:5189527-5192073 REVERSEnot assigned not assigned not assigned not assigned DUF231 PRK12323 PRK07003 PRK07764 "	not assigned.unknown	35_2

CUST_57445_PI403524517	2	-0.018946648	0.018945694	0.06716919	-0.15816402	-0.05275154	0.05671501	35_16379	Rep: AT5g20890/F22D1_60 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q940P8	CHR5V7|COORD:7087022..7089908| chaperonin, putative	AT5G20890.1	CHR03V5|COORD:23439785..23445035|protein T-complex protein 1 subunit beta, putative, expressed	LOC_Os03g42220.1	 no descriptionhighly similar to ( 908)AT5G20890| Symbols:  | chaperonin, putative | chr5:7087022-7089908 REVERSEmoderately similar to ( 305)TCPE1_AVESAT-complex protein 1 subunit epsilon - Avena sativa (Oat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TCP1_beta chaperonin_type_I_II cpn60 GroL Cpn60_TCP1 TCP1_eta TCP1_alpha TCP1_epsilon TCP1_delta TCP1_gamma TCP1_theta TCP1_zeta chaperonin_like GroEL groEL groEL groEL Fab1_TCP groEL groEL groEL 	protein.folding	29_6

CUST_5284_PI404877155	2	0.8958473	0.45957375	-0.69804764	-0.45957327	-1.748692	0.6984978	Contig1684_x_at	23 KD JASMONATE-INDUCED PROTEIN pir||S22514 jasmonate-induced protein 1 - barley	P32024	0	0	protein expressed protein	Os04g24320	NONE	hormone metabolism.jasmonate.induced-regulated-responsive-activated	17_7_3

CUST_47459_PI403524517	2	0.099666595	0.8936691	-0.121845245	-0.54352	0.4280882	-0.09966755	35_13585	Rep: Name - Oryza sativa (japonica cultivar-group)	UniRef90_Q84JT4	"CHR4V7|COORD:238154..240019| DGD2 (digalactosyldiacylglycerol synthase 2); UDP-galactose:MGDG galactosyltransferase/ transferase,"	AT4G00550.1	CHR03V5|COORD:8885407..8881757|protein digalactosyldiacylglycerol synthase 2, putative, expressed	LOC_Os03g16140.3	" no descriptionmoderately similar to ( 216)AT4G00550| Symbols: DGD2 | DGD2 (digalactosyldiacylglycerol synthase 2); UDP-galactose:MGDG galactosyltransferase/ transferase, transferring glycosyl groups | chr4:238154-240019 REVERSEmoderately similar to ( 216)DGDG2_SOYBNDigalactosyldiacylglycerol synthase 2, chloroplast - Glycine max (Soybean)"	lipid metabolism.glycolipid synthesis.DGDG synthase	11_10_2

CUST_47771_PI403524517	2	0.15739441	-0.30986977	-0.06614113	0.032772064	0.052350998	-0.032772064	35_13666	"Cluster: Os01g0835900 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0835900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JHY5	CHR5V7|COORD:24068875..24069186| histone H4	AT5G59690.1	CHR10V5|COORD:20690219..20689571|protein histone H4, putative, expressed	LOC_Os10g39410.1	no descriptionweakly similar to ( 162)AT5G59970| Symbols:  | histone H4 | chr5:24163578-24163889 REVERSEweakly similar to ( 162)H4_PEAHistone H4 - Pisum sativum (Garden pea)not assigned H4 H4 HHT1 Histone PRK07764	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_128041_PI403524517	2	-0.94623566	0.1916871	-0.029916286	0.029916286	-0.120660305	0.40190077	35_36000	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_60690_PI403524517	2	0.15648842	0.3783512	-0.25906277	-0.07115364	-0.09178257	0.07115269	35_17312	"Cluster: Putative cyclin; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative cyclin - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8LR90	"CHR4V7|COORD:17622123..17624202| CYC1 (CYCLIN 1); cyclin-dependent protein kinase regulator"	AT4G37490.1	CHR01V5|COORD:34479259..34476283|protein cyclin IaZm, putative, expressed	LOC_Os01g59120.1	" no descriptionvery weakly similar to (78.2)AT2G26760| Symbols: CYCB1;4, CYC3 | CYCB1;4 (CYCLIN 3); cyclin-dependent protein kinase regulator | chr2:11408629-11410283 FORWARDvery weakly similar to (78.2)CCN2_ANTMAG2/mitotic-specific cyclin-2 - Antirrhinum majus (Garden snapdragon)not assigned not assigned Cyclin_C CYCLIN CYCLIN "	cell.cycle	31_3

CUST_26848_PI403524517	2	-1.8385715	0.009744644	-0.009744644	0.1404109	0.305192	-1.3763514	35_7780	"Cluster: Zinc finger protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Zinc finger protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6YW48	CHR1V7|COORD:11399903..11405702| actin binding	AT1G31810.1	CHR06V5|COORD:22154056..22156064|protein GATA zinc finger family protein, expressed	LOC_Os06g37450.1	no description	not assigned.unknown	35_2

CUST_4033_PI399408534	2	0.056999207	-0.47968578	-0.17492485	-0.010419846	0.010420799	0.04537773	35_14247	"Cluster: Putative heme activated protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative heme activated protein - Oryza sativa (japonica cultivar-gro"	UniRef90_Q9XE33	"CHR3V7|COORD:18019878..18020923| HAP5A (Heme activator protein (yeast) homolog 5A); DNA binding / transcription factor"	AT3G48590.1	CHR08V5|COORD:24384755..24385728|protein nuclear transcription factor Y subunit C-2, putative, expressed	LOC_Os08g38780.1	"no descriptionweakly similar to ( 169)AT1G08970| Symbols: HAP5C | HAP5C (HEME ACTIVATED PROTEIN 5C); DNA binding / transcription factor | chr1:2883147-2883842 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned HAP5 CBFD_NFYB_HMF PRK12678 Tymo_45kd_70kd BUR6 DUF566 Extensin_2 PRK07003 Atrophin-1 PRK12323 PRK07764 Histone DUF1421"	RNA.regulation of transcription.CCAAT box binding factor family, HAP5	27_3_16

CUST_15339_PI403524517	2	0.11588764	0.11795902	-0.05452156	-0.056858063	0.019078255	-0.019078255	35_4425	"Cluster: Hypothetical protein P0541H01.30; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0541H01.30 - Oryza sativa (japonica cultivar-g"	UniRef90_Q9LWS9	"CHR5V7|COORD:5656521..5657972| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G13380.1); similar to unknown protein [Saussurea involucrata]"	AT5G17210.1	CHR06V5|COORD:843186..839885|protein expressed protein	LOC_Os06g02440.1	"no descriptionmoderately similar to ( 209)AT5G17210| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G61065.1); similar to unknown protein [Saussurea involucrata] (GB:ABC68264.1); similar to Os06g0114700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001056606.1); similar to Os05g0434800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001055640.1); contains InterPro domain Protein of unknown function DUF1218; (InterPro:IPR009606) | chr5:5656702-5657972 FORWARDDUF1218"	not assigned.unknown	35_2

CUST_10919_PI403524517	2	0.052830696	0.4121647	-0.0020942688	-0.0536232	0.0020942688	-0.016291618	35_3086	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_169795_PI403524517	2	0.07356405	0.056644917	-0.069429874	-0.30072927	-0.05664444	1.5292091	35_47297	"Cluster: Glucose-1-phosphate adenylyltransferase large subunit 1, chloroplast precursor; n=7; BEP clade|Rep: Glucose-1-phosphate adenylyltransferase large subun"	UniRef90_P30524	"CHR2V7|COORD:9246442..9249230| APL4 (large subunit of AGP 4); glucose-1-phosphate adenylyltransferase"	AT2G21590.2	CHR05V5|COORD:28794005..28788522|protein glucose-1-phosphate adenylyltransferase large subunit, chloroplast precursor, putative, expressed	LOC_Os05g50380.2	 no descriptionmoderately similar to ( 256)AT4G39210| Symbols: APL3 | APL3 (large subunit of AGP 3) | chr4:18260326-18263175 FORWARDmoderately similar to ( 346)GLGL1_HORVUGlucose-1-phosphate adenylyltransferase large subunit 1, chloroplast precursor - Hordeum vulgare (Barley)not assigned glgC GlgC NTP_transferase glgC glgC glgC glgC glgC glgC glgC GCD1 RfbA 	major CHO metabolism.synthesis.starch.AGPase	2_1_2_1

CUST_7561_PI403524517	2	-0.053224564	-0.42548895	0.13516045	0.053224564	0.09267092	-0.33876038	35_2104	"Cluster: 3-hydroxy-3-methylglutaryl-CoA reductase; n=4; Oryza sativa|Rep: 3-hydroxy-3-methylglutaryl-CoA reductase - Oryza sativa (Rice)"	UniRef90_Q42466	CHR1V7|COORD:28700695..28703100| HMG1 (3-HYDROXY-3-METHYLGLUTARYL COA REDUCTASE)	AT1G76490.1	CHR09V5|COORD:19073643..19078358|protein 3-hydroxy-3-methylglutaryl-coenzyme A reductase 3, putative, expressed	LOC_Os09g31970.1	 no descriptionhighly similar to ( 605)AT1G76490| Symbols: HMGR1, HMG1 | HMG1 (3-HYDROXY-3-METHYLGLUTARYL COA REDUCTASE) | chr1:28700695-28703100 FORWARDhighly similar to ( 702)HMDH3_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned HMG-CoA_red HMG-CoA_reductase_classI HMG-CoA_reductase HMG1 PRK07003 Herpes_BLLF1 HMG-CoA_reductase_classII Atrophin-1 PRK12323 PRK12678 PRK07764 HPC2 APC_basic AF-4 DUF566 TT_ORF1 PRK09169 Tymo_45kd_70kd PRK05648 Pneumo_att_G DUF390 Herpes_TAF50 KAR9 DUF1421 	secondary metabolism.isoprenoids.mevalonate pathway.HMG-CoA reductase	16_1_2_3

CUST_24823_PI403524517	2	-0.002196312	-0.15574074	0.2443037	0.029322624	0.002195835	-0.13193846	35_7201	"Cluster: Kelch repeat-containing F-box-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Kelch repeat-containing F-box-like protein - Oryza sativa"	UniRef90_Q69S84	CHR1V7|COORD:7768359..7769786| kelch repeat-containing F-box family protein	AT1G22040.1	CHR02V5|COORD:22054931..22057498|protein kelch motif family protein, expressed	LOC_Os02g36520.1	no descriptionmoderately similar to ( 323)AT1G22040| Symbols:  | kelch repeat-containing F-box family protein | chr1:7768359-7769786 FORWARDnot assigned Kelch_1	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_15495_PI403524517	2	-0.07038689	0.4723091	-0.09613228	0.012919426	0.016814232	-0.012918472	35_4475	"Cluster: Os05g0150100 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0150100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DKP6	0	0	CHR10V5|COORD:19785277..19787139|protein expressed protein	LOC_Os10g37600.1	no descriptionDUF295	not assigned.unknown	35_2

CUST_132418_PI403524517	2	0.21500015	0.055355072	-0.259758	-0.108567715	0.15108013	-0.055355072	35_37187	"Cluster: Putative kinase interacting protein 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative kinase interacting protein 1 - Oryza sativa (japonica"	UniRef90_Q6Z3X7		0	CHR07V5|COORD:29636670..29631892|protein expressed protein	LOC_Os07g49480.2	no description	not assigned.unknown	35_2

CUST_142805_PI403524517	2	-0.18083858	0.12258434	0.089758396	-0.06177187	0.048906326	-0.048906326	35_40020	"Cluster: Transposable element protein, putative, MuDR; n=1; Oryza sativa (japonica cultivar-group)|Rep: Transposable element protein, putative, MuDR - Oryza sat"	UniRef90_Q2R3I4	CHR1V7|COORD:17777907..17783293| calcineurin-like phosphoesterase family protein	AT1G48120.1	CHR11V5|COORD:18207787..18203675|protein Transposable element protein, putative, MuDR	LOC_Os11g31830.1	no descriptionvery weakly similar to (54.3)AT1G48120| Symbols:  | calcineurin-like phosphoesterase family protein | chr1:17777907-17783293 REVERSE	protein.postranslational modification	29_4

CUST_13051_PI404877155	2	-0.023396492	-0.06514931	0.095170975	0.04109955	-0.094192505	0.023397446	Contig6772_at	long-chain acyl-CoA synthetase [Arabidopsis thaliana]	BAB40450.1	long-chain-fatty-acid--CoA ligase / long-chain acyl-CoA synthetase (LACS6)	At3g05970.1	protein long-chain acyl-CoA synthetase	Os12g04990	Predicted hydrolases or acyltransferases (alpha/beta hydrolase superfamily)	lipid metabolism.FA synthesis and FA elongation.long chain fatty acid CoA ligase	11_1_09

CUST_38001_PI403524517	2	0.015645504	0.21818161	-0.13111734	0.07852554	-0.5098696	-0.015645504	35_10935	"CAB36829.1; n=3; Arabidopsis thaliana|Rep: Emb|CAB36829.1 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9LIM1	CHR3V7|COORD:8063070..8064482| leucine-rich repeat family protein / extensin family protein	AT3G22800.1	CHR06V5|COORD:14427792..14417162|protein histone mRNA exonuclease 1, putative, expressed	LOC_Os06g24594.2	no descriptionweakly similar to ( 115)AT3G15140| Symbols:  | exonuclease family protein | chr3:5099719-5101724 REVERSE	DNA.unspecified	28_99

CUST_107985_PI403524517	2	0.09247017	-0.092469215	0.21654797	-0.34571075	-0.5046091	0.2291975	35_30724	"Cluster: Hypothetical protein P0504H10.20; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0504H10.20 - Oryza sativa (japonica cultivar-g"	UniRef90_Q9LGB7	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	CHR01V5|COORD:1735670..1736622|protein expressed protein	LOC_Os01g04010.1	no description	not assigned.unknown	35_2

CUST_152968_PI403524517	2	0.13615227	0.10048628	-0.0700326	-0.1750145	0.032340527	-0.032340527	35_42753	Rep: Hypothetical protein OSJNBa0027P10.9 - Oryza sativa (Rice)	UniRef90_Q9AY34	"CHR4V7|COORD:9615997..9624221| similar to C2 domain-containing protein [Arabidopsis thaliana] (TAIR:AT1G48090.2); similar to unknown protein [Oryza"	AT4G17120.1	CHR10V5|COORD:22010227..22003267|protein expressed protein	LOC_Os10g41560.1	" no descriptionmoderately similar to ( 221)AT4G17120| Symbols:  | similar to C2 domain-containing protein [Arabidopsis thaliana] (TAIR:AT1G48090.2); similar to unknown protein [Oryza sativa] (GB:AAG60185.1); similar to Os10g0565300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001065419.1); contains InterPro domain C2 calcium/lipid-binding region, CaLB; (InterPro:IPR008973) | chr4:9615997-9624221 REVERSEnot assigned "	not assigned.unknown	35_2

CUST_10042_PI403524517	2	0.042973995	0.070705414	-0.0772171	0.14168262	-0.3174224	-0.042973995	35_2837	Rep: F24J8.3 protein - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q9LPL6	CHR1V7|COORD:7485795..7488021| VHS domain-containing protein / GAT domain-containing protein	AT1G21380.1	CHR11V5|COORD:5002099..4989236|protein VHS and GAT domain protein, putative, expressed	LOC_Os11g09329.1	no descriptionmoderately similar to ( 332)AT1G21380| Symbols:  | VHS domain-containing protein / GAT domain-containing protein | chr1:7485795-7488021 REVERSEnot assigned not assigned not assigned not assigned VHS VHS VHS_Hrs_Vps27p VHS VHS_Tom1 VHS_STAM VHS_ENTH_ANTH GAT VHS_GGA	cell. vesicle transport	31_4

CUST_30398_PI399408534	2	0.017172813	0.21536827	0.14413643	-0.14255238	-0.017172813	-0.07439804	35_2820	"Cluster: Putative SBP-domain protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative SBP-domain protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q75LH6	"CHR3V7|COORD:22176833..22180387| SPL12 (SQUAMOSA PROMOTER-BINDING PROTEIN-LIKE 12); transcription factor"	AT3G60030.1	CHR03V5|COORD:34954664..34946935|protein squamosa promoter-binding-like protein 12, putative, expressed	LOC_Os03g61760.1	"no descriptionmoderately similar to ( 288)AT3G60030| Symbols: SPL12 | SPL12 (SQUAMOSA PROMOTER-BINDING PROTEIN-LIKE 12); transcription factor | chr3:22176833-22180387 REVERSE"	RNA.regulation of transcription.SBP,Squamosa promoter binding protein family	27_3_28

CUST_7462_PI403524517	2	0.04250908	-0.2533493	-0.108029366	-0.03286171	0.03286171	0.06814861	35_2076	"Cluster: Cullin-4B, putative, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Cullin-4B, putative, expressed - Oryza sativa (japonica cultivar-group"	UniRef90_Q10CD7	"CHR5V7|COORD:18748796..18753880| CUL4 (CULLIN4); protein binding / ubiquitin-protein ligase"	AT5G46210.1	CHR03V5|COORD:32610984..32617952|protein cullin-4B, putative, expressed	LOC_Os03g57290.1	"no descriptionhighly similar to ( 771)AT5G46210| Symbols: CUL4 | CUL4 (CULLIN4); protein binding / ubiquitin-protein ligase | chr5:18748796-18753880 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG5647 Cullin CULLIN PRK12323 Extensin_2 Atrophin-1 Tymo_45kd_70kd PRK07764 Drf_FH1 DUF1421 PRK07003 PRK05648 HPC2 GRASP55_65 PRK08853 Totivirus_coat TT_ORF1 Gag_spuma DUF1509 APC_basic DUF605 PRK10263 tatB SMN PRK10819 PRK12678 IER Herpes_BLLF1 TonB FAP"	protein.degradation.ubiquitin.E3.SCF.cullin	29_5_11_4_3_3

CUST_13901_PI403524517	2	0.022666931	0.28048038	-0.08098793	-0.022666931	-0.08686447	0.12051296	35_3986	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q337H4	"CHR1V7|COORD:22481634..22485745| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G11060.1); similar to putative dentin phosphoryn protein [Oryza"	AT1G61030.1	CHR10V5|COORD:18576917..18585724|protein expressed protein	LOC_Os10g35380.1	"no descriptionmoderately similar to ( 249)AT1G61030| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G11060.1); similar to putative dentin phosphoryn protein [Oryza sativa (japonica cultivar-group)] (GB:AAL58277.1); contains domain ARM repeat (SSF48371); contains domain FAMILY NOT NAMED (PTHR22100); contains domain SUBFAMILY NOT NAMED (PTHR22100:SF9) | chr1:22481634-22485745 FORWARDnot assigned"	not assigned.unknown	35_2

CUST_13478_PI403524517	2	0.011039734	0.11654472	-0.011039734	0.12766647	-0.016192436	-0.013274193	35_3864	"Cluster: Putative MSP1(Mitochondrial sorting of proteins) protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative MSP1(Mitochondrial sorting of prote"	UniRef90_Q7X989	CHR1V7|COORD:645372..651797| AAA-type ATPase family protein	AT1G02890.1	CHR07V5|COORD:28421949..28433622|protein ATP binding protein, putative, expressed	LOC_Os07g47530.1	no descriptionhighly similar to ( 555)AT4G02480| Symbols:  | AAA-type ATPase family protein | chr4:1082082-1088680 REVERSEweakly similar to ( 174)CDC48_CAPANCell division cycle protein 48 homolog - Capsicum annuum (Bell pepper)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned SpoVK PRK03992 RPT1 AAA HflB hflB COG1223 AAA AAA COG0714 PRK04195 TIP49	protein.degradation.AAA type	29_5_9

CUST_27132_PI399408534	2	0.09992218	-0.4424715	-0.022628784	0.022628784	0.05775833	-0.10561943	35_15122	"Cluster: TonB box, N-terminal; Like-Sm ribonucleoprotein-related, core; n=3; rosids|Rep: TonB box, N-terminal; Like-Sm ribonucleoprotein-related, core - Medicag"	UniRef90_Q2HTF4	CHR3V7|COORD:3621632..3622480| small nuclear ribonucleoprotein G, putative / snRNP-G, putative / Sm protein G, putative	AT3G11500.1	CHR03V5|COORD:16896140..16898314|protein small nuclear ribonucleoprotein G, putative, expressed	LOC_Os03g29740.1	 no descriptionweakly similar to ( 147)AT3G11500| Symbols:  | small nuclear ribonucleoprotein G, putative / snRNP-G, putative / Sm protein G, putative | chr3:3621632-3622480 REVERSEweakly similar to ( 130)RUXG_MEDSAProbable small nuclear ribonucleoprotein G - Medicago sativa (Alfalfa)not assigned not assigned not assigned not assigned Sm_G Sm LSM LSm7 LSM1 Sm_like archeal_Sm1 LSm8 LSm1 PRK00737 Sm_E 	RNA.processing	27_1

CUST_182864_PI403524517	2	-0.18128204	0.35572672	-0.07549238	0.075491905	2.0286827	-0.09924126	35_50827	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_86256_PI403524517	2	0.19032478	-0.14456844	-0.11502695	0.11502695	0.42525196	-0.17103481	35_24703	"Cluster: Os01g0193500 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0193500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JPY3	CHR4V7|COORD:9771509..9773326| nuclear RNA-binding protein, putative	AT4G17520.1	CHR01V5|COORD:5016887..5014695|protein expressed protein	LOC_Os01g09740.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_64413_PI403524517	2	0.117575645	-0.046383858	0.0136470795	-0.012288094	-0.019960403	0.012288094	35_18392	"Cluster: Fiber protein Fb2, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Fiber protein Fb2, putative, expressed - Oryza sativa (japonic"	UniRef90_Q2QNS5	CHR1V7|COORD:21077031..21078390| ATDI19 (Arabidopsis thaliana drought-induced 19)	AT1G56280.1	CHR12V5|COORD:22583201..22588815|protein fiber protein Fb2, putative, expressed	LOC_Os12g36900.1	"no descriptionweakly similar to ( 129)AT3G06760| Symbols:  | similar to HRB1 (HYPERSENSITIVE TO RED AND BLUE) [Arabidopsis thaliana] (TAIR:AT5G49230.1); similar to fiber protein Fb2 [Gossypium barbadense] (GB:AAN77145.1); contains InterPro domain Drought induced 19; (InterPro:IPR008598) | chr3:2132977-2134361 FORWARDDi19"	stress.abiotic.drought/salt	20_2_3

CUST_60716_PI403524517	2	0.039783478	0.059179306	-0.017951965	0.011620522	-0.011621475	-0.07639122	35_17318	"Cluster: Hypothetical protein OSJNBa0075M12.11; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0075M12.11 - Oryza sativa (japonica"	UniRef90_Q6AVR1	"CHR1V7|COORD:27160065..27161178| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G22520.1); similar to hypothetical protein MtrDRAFT_AC125481g45v1"	AT1G72170.1	CHR03V5|COORD:35297855..35294626|protein expressed protein	LOC_Os03g62420.1	"no descriptionvery weakly similar to (82.8)AT1G72170| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G22520.1); similar to hypothetical protein MtrDRAFT_AC125481g45v1 [Medicago truncatula] (GB:ABE94326.1); similar to Os03g0840900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001051850.1); contains InterPro domain Protein of unknown function DUF543; (InterPro:IPR007512) | chr1:27160065-27161178 FORWARDDUF543"	not assigned.unknown	35_2

CUST_1284_PI404877155	2	0.016582489	0.10287285	-0.016582489	-0.107325554	0.017311096	-0.11398697	Contig11392_at	putative zinc finger protein [Oryza sativa (japonica cultivar-group)] dbj|BAD23334.1| putative zinc finger protein [Oryza sativa (japonica	XP_465110.1	zinc finger (CCCH-type/C3HC4-type RING finger) family protein	At1g01350.1	protein probable zinc finger protein [imported] - Arabidopsis thaliana	Os02g19800	zinc finger protein/2.3_cis2 his2-zincfinger   T02334 FOG	RNA.regulation of transcription.unclassified	27_3_99

CUST_49921_PI403524517	2	0.015024185	-0.20952797	-0.032728195	0.04491806	0.017345428	-0.0150260925	35_14252	Rep: Os07g0173500 protein - Oryza sativa (japonica cultivar-group)	UniRef90_Q0D8A3	CHR4|COORD:6173712..6175146| 40S ribosomal protein S18 (RPS18C)	AT4G09800.1	CHR07V5|COORD:3870434..3873376|protein 40S ribosomal protein S18, putative, expressed	LOC_Os07g07709.1	"no descriptionmoderately similar to ( 253)AT4G09800| Symbols: RPS18C | RPS18C (S18 RIBOSOMAL PROTEIN); structural constituent of ribosome | chr4:6173815-6174960 FORWARDmoderately similar to ( 211)RS18_CHLRE40S ribosomal protein S18 - Chlamydomonas reinhardtiinot assigned not assigned rps13p Ribosomal_S13 RpsM rpsM rps13"	protein.synthesis.misc ribososomal protein	29_2_2

CUST_3179_PI403524517	2	-0.8996582	-2.8268328	0.3317814	0.19333267	0.3883257	-0.19333315	35_865	Rep: Cinnamate 4-hydroxylase CYP73 - Citrus sinensis (Sweet orange)	UniRef90_Q9LKX1	CHR2V7|COORD:13000938..13002760| ATC4H (CINNAMATE-4-HYDROXYLASE)	AT2G30490.1	CHR01V5|COORD:35290491..35288825|protein trans-cinnamate 4-monooxygenase, putative	LOC_Os01g60450.1	 no descriptionmoderately similar to ( 476)AT2G30490| Symbols: ATC4H, C4H, CYP73A5 | ATC4H (CINNAMATE-4-HYDROXYLASE) | chr2:13000938-13002760 REVERSEmoderately similar to ( 499)TCMO_PHAAUTrans-cinnamate 4-monooxygenase - Phaseolus aureus (Mung bean) (Vigna radiata)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned p450 CypX Herpes_BLLF1 PRK12323 DUF566 	misc.cytochrome P450	26_10

CUST_57253_PI403524517	2	0.070755005	-1.0197744	-0.12594414	0.15257263	0.04420948	-0.04420948	35_16328	"Cluster: Putative nuclear RNA binding protein A; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative nuclear RNA binding protein A - Oryza sativa (japonic"	UniRef90_Q8W0D1	CHR5V7|COORD:19186449..19188239| nuclear RNA-binding protein, putative	AT5G47210.1	CHR01V5|COORD:30425641..30422267|protein plasminogen activator inhibitor 1 RNA-binding protein, putative, expressed	LOC_Os01g52390.1	 no descriptionweakly similar to ( 158)AT5G47210| Symbols:  | nuclear RNA-binding protein, putative | chr5:19186615-19188239 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned HABP4_PAI-RBP1 PRK12678 Drf_FH1 PRK12323 	RNA.RNA binding	27_4

CUST_76314_PI403524517	2	0.075286865	-0.4554386	-0.07528782	0.10372257	-0.26709938	0.2843294	35_21877	"Cluster: Os09g0498700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0498700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J0R4	0	0	CHR09V5|COORD:19286443..19289485|protein expressed protein	LOC_Os09g32310.1	no description	not assigned.unknown	35_2

CUST_114273_PI403524517	2	0.47572613	-0.099639416	-0.14203501	0.21898174	0.039604187	-0.039604187	35_32431	0	0	CHR1V7|COORD:11399903..11405702| actin binding	AT1G31810.1	0	0	no description	not assigned.unknown	35_2

CUST_152860_PI403524517	2	-0.04521656	0.7312002	0.04521656	-0.18894291	0.27560425	-0.30832386	35_42724	Rep: POT family protein, expressed - Oryza sativa (japonica cultivar-group)	UniRef90_Q336M5	CHR1V7|COORD:22985812..22987999| proton-dependent oligopeptide transport (POT) family protein	AT1G62200.1	CHR10V5|COORD:22785007..22788063|protein peptide transporter PTR2, putative, expressed	LOC_Os10g42870.2	no descriptionweakly similar to ( 181)AT1G62200| Symbols:  | proton-dependent oligopeptide transport (POT) family protein | chr1:22985812-22987999 REVERSEnot assigned PTR2 PTR2	transport.peptides and oligopeptides	34_13

CUST_31064_PI403524517	2	0.23751068	-0.8317566	-0.032416344	8.058548E-4	-8.058548E-4	0.010509491	35_8964	"Cluster: Serine/arginine repetitive matrix protein 1.; n=1; Gallus gallus|Rep: Serine/arginine repetitive matrix protein 1. - Gallus gallus"	UniRef90_UPI0000ECA1BA	"CHR2V7|COORD:16735456..16738238| similar to proline-rich family protein [Arabidopsis thaliana] (TAIR:AT3G09000.1); similar to Os01g0141900 [Oryza"	AT2G40070.1	CHR03V5|COORD:9014390..9007824|protein serine/arginine repetitive matrix protein 1, putative, expressed	LOC_Os03g16369.2	no description	not assigned.unknown	35_2

CUST_15159_PI403524517	2	0.17230606	-1.1166363	-0.40756607	0.15209484	0.13820171	-0.13820267	35_4371	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2R1Z4	CHR3|COORD:20711414..20714035| expressed protein	AT3G55760.2	CHR11V5|COORD:21677560..21674169|protein expressed protein	LOC_Os11g37560.2	"no descriptionhighly similar to ( 582)AT3G55760| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G42430.1); similar to hypothetical protein [Trifolium pratense] (GB:BAE71279.1) | chr3:20711627-20713865 FORWARDPRK12323"	not assigned.unknown	35_2

CUST_158405_PI403524517	2	-0.019829273	-0.04041338	-0.15312815	0.14396954	0.40630674	0.019829273	35_44221	"Cluster: HEAT repeat family protein, expressed; n=4; Oryza sativa (japonica cultivar-group)|Rep: HEAT repeat family protein, expressed - Oryza sativa (japonica"	UniRef90_Q10EF8	CHR1V7|COORD:16816094..16817173| DNA binding / ligand-dependent nuclear receptor	AT1G44191.1	CHR03V5|COORD:28077890..28086310|protein importin beta-3, putative, expressed	LOC_Os03g49420.2	no description	not assigned.unknown	35_2

CUST_169575_PI403524517	2	0.04705143	-0.017982483	0.04705143	-0.061968803	0.017982483	-0.2671852	35_47232	"Cluster: Putative elongation factor 1 beta; n=1; Hordeum vulgare|Rep: Putative elongation factor 1 beta - Hordeum vulgare (Barley)"	UniRef90_Q9M3U8	CHR1V7|COORD:10639270..10640499| elongation factor 1-beta / EF-1-beta	AT1G30230.1	CHR07V5|COORD:25314982..25311858|protein elongation factor 1-delta 1, putative, expressed	LOC_Os07g42300.2	no descriptionvery weakly similar to (88.6)AT1G30230| Symbols:  | elongation factor 1-beta / EF-1-beta | chr1:10639270-10640585 FORWARDweakly similar to ( 108)EF1D1_ORYSAnot assigned	protein.synthesis.elongation	29_2_4

CUST_173560_PI403524517	2	-0.33772564	0.008285522	-0.008285046	-0.10338402	2.30297	0.31495667	35_48329	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_93518_PI403524517	2	-0.020236969	0.45283985	0.06993866	-0.1409216	-0.15537643	0.020236969	35_26739	"Cluster: Putative Fip1 motif containing protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative Fip1 motif containing protein - Oryza sativa (japonic"	UniRef90_Q6AU09	"CHR5V7|COORD:23506091..23511226| ATFIP1[V] (ARABIDOPSIS HOMOLOG OF YEAST FIP1 [V]); RNA binding"	AT5G58040.1	CHR03V5|COORD:29418118..29428601|protein fip1 motif family protein, expressed	LOC_Os03g51520.2	"no descriptionvery weakly similar to (55.5)AT5G58040| Symbols: ATFIP1[V] | ATFIP1[V] (ARABIDOPSIS HOMOLOG OF YEAST FIP1 [V]); RNA binding | chr5:23506091-23511226 FORWARD"	not assigned.no ontology	35_1

CUST_140434_PI403524517	2	-0.05534649	0.06518507	-0.13898039	0.05534649	-0.5742965	0.1657033	35_39378	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_77687_PI403524517	2	0.0062761307	-0.31643105	-0.0062761307	0.09774876	0.062971115	-0.06496239	35_22271	"Cluster: Putative arp3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative arp3 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K908	"CHR1V7|COORD:4495391..4498201| DIS1 (DISTORTED TRICHOMES 1); structural constituent of cytoskeleton"	AT1G13180.1	CHR02V5|COORD:23171603..23176292|protein actin-like protein 3, putative, expressed	LOC_Os02g38340.1	" no descriptionweakly similar to ( 150)AT1G13180| Symbols: ARP3, ATARP3, DIS1 | DIS1 (DISTORTED TRICHOMES 1); structural constituent of cytoskeleton | chr1:4495391-4498201 FORWARDnot assigned not assigned ACTIN ACTIN COG5277 Actin "	cell.organisation	31_1

CUST_174218_PI403524517	2	-0.15286875	0.059827805	-0.05982828	0.18274164	-0.41328144	0.27978516	35_48504	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_2796_PI403524517	2	-0.036112785	0.50990295	0.08004284	-0.09620476	-0.019161224	0.01916027	35_762	"Cluster: Putative B2 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative B2 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6L4U7	"CHR3V7|COORD:9991257..9992644| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G42050.1); similar to hypothetical protein [Citrus x paradisi]"	AT3G27090.1	CHR05V5|COORD:24471961..24469192|protein gda-1, putative, expressed	LOC_Os05g41930.3	"no descriptionvery weakly similar to (62.4)AT3G27090| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G42050.1); similar to hypothetical protein [Citrus x paradisi] (GB:CAA04664.1); contains domain KELCH-RELATED PROTEINS (PTHR23230); contains domain no description (SM00767); contains domain SUBFAMILY NOT NAMED (PTHR23230:SF15) | chr3:9991257-9992644 FORWARDvery weakly similar to (57.4)B2_DAUCAB2 protein - Daucus carota (Carrot)"	not assigned.no ontology	35_1

CUST_23253_PI399408534	2	0.11754227	0.024122238	0.028591156	-0.15943527	-0.26871967	-0.024122238	35_43743	"Cluster: Transcriptional activator, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Transcriptional activator, putative, expressed - Oryza"	UniRef90_Q10LF6	CHR3V7|COORD:21210591..21218614| transcriptional activator, putative	AT3G57300.1	CHR03V5|COORD:13215516..13226730|protein ATP binding protein, putative, expressed	LOC_Os03g22900.1	 no descriptionweakly similar to ( 178)AT3G57300| Symbols:  | transcriptional activator, putative | chr3:21210591-21218614 FORWARDweakly similar to ( 115)ISW2_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned HepA HELICc HELICc Helicase_C 	RNA.regulation of transcription.Chromatin Remodeling Factors	27_3_44

CUST_20461_PI403524517	2	-0.37063646	-0.8464894	-0.2671585	0.92914677	0.46291637	0.26715803	35_5936	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_8182_PI404877155	2	0.29945183	0.030799866	-0.030798912	-0.031202316	-0.06778526	0.17372322	Contig24105_at	putative integral membrane protein NRAMP [Hordeum vulgare subsp. vulgare]	CAD55951.1	NRAMP metal ion transporter 2, putative (NRAMP2)	At1g47240.1	protein probable integral membrane protein - rice	Os03g11010	putative integral membrane protein NRAMP	transport.metal	34_12

CUST_28519_PI399408534	2	-0.006901741	0.030636787	0.092062	0.006901741	-0.083563805	-0.1969986	35_3387	"Cluster: Hypothetical protein OJ2056_H01.11; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ2056_H01.11 - Oryza sativa (japonica cultiv"	UniRef90_Q6ZGV1	"CHR2V7|COORD:17590703..17591128| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G57930.2); similar to HMG-I and HMG-Y, DNA-binding [Medicago"	AT2G42190.1	CHR02V5|COORD:29746567..29747984|protein expressed protein	LOC_Os02g48600.1	" no descriptionvery weakly similar to (55.5)AT2G42190| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G57930.2); similar to HMG-I and HMG-Y, DNA-binding [Medicago truncatula] (GB:ABE85991.1); contains InterPro domain HMG-I and HMG-Y, DNA-binding; (InterPro:IPR000637) | chr2:17590703-17591128 FORWARD"	not assigned.unknown	35_2

CUST_55838_PI403524517	2	0.0068502426	-0.6474142	0.02997303	0.038194656	-0.09260845	-0.0068511963	35_15893	"Cluster: Leucine aminopeptidase 2, chloroplast precursor; n=2; Oryza sativa|Rep: Leucine aminopeptidase 2, chloroplast precursor - Oryza sativa (Rice)"	UniRef90_Q6K669	CHR2V7|COORD:10294097..10296530| cytosol aminopeptidase	AT2G24200.1	CHR02V5|COORD:33776827..33773391|protein leucine aminopeptidase 3, chloroplast precursor, putative, expressed	LOC_Os02g55140.1	no descriptionhighly similar to ( 720)AT2G24200| Symbols:  | cytosol aminopeptidase | chr2:10294097-10296530 REVERSEhighly similar to ( 851)AMPL2_ORYSAnot assigned Peptidase_M17 PRK00913 PepB Peptidase_M17 PRK05015 Peptidase_M17_N	protein.degradation	29_5

CUST_18987_PI404877155	2	-1.2067347	0.5878186	0.2579379	0.1480403	-0.45240068	-0.14803982	HY03N05u_at	putative oxidoreductase [Oryza sativa (japonica cultivar-group)]	AAO72374.1	oxidoreductase, 2OG-Fe(II) oxygenase family protein	At5g18900.1	protein oxidoreductase, 2OG-Fe(II) oxygenase family, putative	Os10g27340	gi|31432062|gb|AAP53747.1| unknown protein	amino acid metabolism.degradation.glutamate family.proline	13_2_2_2

CUST_1032_PI403524517	2	0.073150635	1.0224962	0.12661362	-0.2774887	-0.40255833	-0.073150635	35_273	"Cluster: Zinc finger protein ZFP-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: Zinc finger protein ZFP-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5JL96	CHR5V7|COORD:8899489..8901394| zinc finger (C3HC4-type RING finger) family protein	AT5G25560.1	CHR01V5|COORD:30297614..30291911|protein RING finger and CHY zinc finger domain-containing protein 1, putative, expressed	LOC_Os01g52110.9	no descriptionvery weakly similar to (60.5)AT5G25560| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr5:8899489-8901456 FORWARDnot assigned	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_70864_PI403524517	2	-0.053633213	-0.03809309	0.02681446	0.62479067	-0.02681446	0.19531965	35_20305	"Cluster: Putative lectin receptor-type protein kinase; n=1; Hordeum vulgare subsp. vulgare|Rep: Putative lectin receptor-type protein kinase - Hordeum vulgare v"	UniRef90_Q6A1H8	CHR4V7|COORD:1064363..1066372| lectin protein kinase, putative	AT4G02420.1	CHR07V5|COORD:23279409..23276784|protein lectin-like receptor kinase 7, putative, expressed	LOC_Os07g38800.1	 no descriptionvery weakly similar to (98.6)AT4G02420| Symbols:  | lectin protein kinase, putative | chr4:1064363-1066372 REVERSEnot assigned 	misc.myrosinases-lectin-jacalin	26_16

CUST_5354_PI404877155	2	0.010751724	-2.507475	-0.47357988	0.68359184	0.29075336	-0.010751247	Contig16985_at	0	0	0	0	0	0	"GRAM domain-containing protein / ABA-responsive protein-related, contains similarity to ABA-responsive protein in barley (GI:4103635) (Hordeum vulgare) (J. Exp. Bot. 50, 727-728 (1999); contains Pfam PF02893: GRAM domain"	hormone metabolism.abscisic acid.induced-regulated-responsive-activated	17_1_3

CUST_34167_PI403524517	2	0.17797136	-0.012183189	-0.52158165	0.012183189	-0.26887894	0.21828508	35_9851	0	0	0	0	CHR02V5|COORD:25576230..25573586|protein expressed protein	LOC_Os02g42550.1	no description	not assigned.unknown	35_2

CUST_1140_PI404877155	2	0.026869774	0.5982332	0.008594513	-0.008593559	-0.14437866	-0.09326744	Contig11179_at	anthranilate synthase alpha 1 subunit [Oryza sativa] gb|AAK82452.1| anthranilate synthase alpha 1 subunit [Oryza sativa]	NP_910019.1	anthranilate synthase, alpha subunit, putative	At3g55870.1	protein anthranilate synthase alpha 1 subunit	Os03g61120	anthranilate synthase, alpha subunit, putative, similar to anthranilate synthase alpha subunit, Ruta graveolens, EMBL:RGANTSYNB (gi:960291), Arabidopsis thaliana (SP:P32068)	amino acid metabolism.synthesis.aromatic aa.tryptophan	13_1_6_5

CUST_88940_PI403524517	2	0.3317852	-1.5581331	-0.3561344	0.24516201	0.19061184	-0.19061184	35_25447	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_5431_PI404877155	2	0.07286453	-0.24150467	-0.026799202	0.026799202	-0.23079777	0.17566109	Contig17136_at	ABC transporter family protein [Arabidopsis thaliana] pir||T02644 ABC-type transport protein homolog F12C20.5 - Arabidopsis thaliana	NP_180259.1	ABC transporter family protein	At2g26910.1	protein ABC transporter, putative	Os01g08260	ABC transporter family protein, similar to PDR5-like ABC transporter GI:1514643 from (Spirodela polyrhiza)	transport.ABC transporters and multidrug resistance systems	34_16

CUST_120306_PI403524517	2	0.11959362	-0.14296436	0.022942543	0.111637115	-0.02294159	-0.09176636	35_34014	Rep: H0403D02.12 protein - Oryza sativa (Rice)	UniRef90_Q259S2	CHR3V7|COORD:6040863..6042018| binding	AT3G17670.1	CHR04V5|COORD:34194113..34191367|protein TPR domain containing protein, putative, expressed	LOC_Os04g57780.1	no descriptionvery weakly similar to (51.2)AT3G17670| Symbols:  | binding | chr3:6040863-6042018 FORWARD	PS.lightreaction.other electron carrier (ox/red).ferredoxin	1_1_5_2

CUST_53521_PI403524517	2	0.052698135	0.17423916	0.047706604	-0.04770565	-0.22724533	-0.099142075	35_15225	"Cluster: 1,2-dihydroxy-3-keto-5-methylthiopentene dioxygenase 2; n=3; BEP clade|Rep: 1,2-dihydroxy-3-keto-5-methylthiopentene dioxygenase 2 -"	UniRef90_Q58FK4	"CHR4V7|COORD:8424892..8426355| ATARD2; acireductone dioxygenase (Fe2+-requiring)/ metal ion binding"	AT4G14710.1	CHR03V5|COORD:3317385..3320371|protein 1,2-dihydroxy-3-keto-5-methylthiopentene dioxygenase 2, putative, expressed	LOC_Os03g06620.1	no descriptionmoderately similar to ( 337)AT4G14710| Symbols: ATARD2 | ATARD2 | chr4:8424892-8426355 REVERSEmoderately similar to ( 401)ARD2_ORYSAnot assigned ARD COG1791	metal handling.regulation	15_3

CUST_109573_PI403524517	2	0.06862545	0.43431282	-0.007288933	0.0072894096	-0.6123972	-0.18987751	35_31141	"Cluster: PREDICTED: similar to Myeloid/lymphoid or mixed-lineage leukemia protein 2 (ALL1-related protein); n=1; Canis familiaris|Rep: PREDICTED: similar to Mye"	UniRef90_UPI00005A60A0	"CHR3V7|COORD:7795290..7796294| CWLP (CELL WALL-PLASMA MEMBRANE LINKER PROTEIN); lipid binding"	AT3G22120.1	CHR11V5|COORD:25814722..25811841|protein extensin-like protein, putative	LOC_Os11g43640.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_69462_PI403524517	2	0.14038372	-0.07444382	-0.014187813	0.016273499	-0.077833176	0.014186859	35_19877	"Cluster: Hypothetical protein OJ1320_D10.5; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1320_D10.5 - Oryza sativa (japonica cultivar"	UniRef90_Q5W769	"CHR4V7|COORD:17030819..17031589| similar to hypothetical protein MtrDRAFT_AC148217g8v1 [Medicago truncatula] (GB:ABE88169.1); contains domain gb def:"	AT4G35980.1	CHR05V5|COORD:16594358..16591887|protein conserved hypothetical protein	LOC_Os05g28480.1	"no descriptionvery weakly similar to (84.3)AT4G35980| Symbols:  | similar to hypothetical protein MtrDRAFT_AC148217g8v1 [Medicago truncatula] (GB:ABE88169.1); contains domain gb def: Hypothetical protein (PTHR21068:SF3); contains domain FAMILY NOT NAMED (PTHR21068) | chr4:17030819-17031589 REVERSE"	not assigned.unknown	35_2

CUST_96535_PI403524517	2	-0.0309124	-0.12912369	0.06111908	0.030913353	0.042995453	-0.077869415	35_27571	"Cluster: PREDICTED: hypothetical protein, partial; n=1; Macaca mulatta|Rep: PREDICTED: hypothetical protein, partial - Macaca mulatta"	UniRef90_UPI0000D9F76B	CHR4V7|COORD:16264394..16265425| glycine-rich protein	AT4G33930.1	CHR06V5|COORD:26713869..26716573|protein fibroin heavy chain precursor, putative, expressed	LOC_Os06g44280.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07764 PRK07003 Keratin_B2 PRK05648 PRK00708	not assigned.unknown	35_2

CUST_23021_PI399408534	2	-0.96340847	-0.60259056	1.3632555	0.60259104	1.0568819	-2.41658	35_20228	"Cluster: Oxidoreductase, 2OG-Fe oxygenase family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Oxidoreductase, 2OG-Fe oxygenase"	UniRef90_Q10MY3	CHR5V7|COORD:1672267..1674603| oxidoreductase, 2OG-Fe(II) oxygenase family protein	AT5G05600.1	CHR03V5|COORD:10023480..10017891|protein leucoanthocyanidin dioxygenase, putative, expressed	LOC_Os03g18030.1	 no descriptionmoderately similar to ( 302)AT5G05600| Symbols:  | oxidoreductase, 2OG-Fe(II) oxygenase family protein | chr5:1672267-1674603 FORWARDweakly similar to ( 161)LDOX_MALDOLeucoanthocyanidin dioxygenase - Malus domestica (Apple) (Malus sylvestris)not assigned not assigned PcbC 2OG-FeII_Oxy PRK07003 PRK12323 	hormone metabolism.ethylene.synthesis-degradation	17_5_1

CUST_40506_PI403524517	2	0.12500477	-0.057911873	0.12337732	-0.57844067	-0.36401796	0.057911396	35_11649	"Cluster: Hypothetical protein B1110B01.5; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1110B01.5 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q60DG4	CHR3V7|COORD:15917775..15922352| kinase	AT3G44200.1	CHR05V5|COORD:21504456..21510231|protein ATP binding protein, putative, expressed	LOC_Os05g36960.1	no descriptionweakly similar to ( 102)AT3G44200| Symbols:  | kinase | chr3:15917775-15922352 FORWARDnot assigned not assigned S_TKc S_TKc Pkinase	protein.postranslational modification	29_4

CUST_72628_PI403524517	2	3.9196014E-4	0.12313557	-3.9100647E-4	-0.086512566	-0.14212322	0.06306839	35_20819	"Cluster: Putative Rab geranylgeranyl transferase, a subunit; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Rab geranylgeranyl transferase, a subunit"	UniRef90_Q653U7	CHR4V7|COORD:12655340..12658113| protein binding / protein prenyltransferase	AT4G24490.1	CHR06V5|COORD:28142874..28147386|protein rab geranylgeranyl transferase like protein, putative, expressed	LOC_Os06g46380.1	no descriptionweakly similar to ( 166)AT4G24490| Symbols:  | protein binding / protein prenyltransferase | chr4:12655340-12658113 REVERSEnot assigned	secondary metabolism.isoprenoids.non-mevalonate pathway	16_1_1

CUST_12865_PI404877155	2	-0.043149948	-0.06034279	0.09132862	0.043149948	-0.054156303	0.049287796	Contig6594_at	phosphatidylinositol 3- and 4-kinase family protein [Arabidopsis thaliana] gb|AAL06989.1| At2g03890/T18C20.9 [Arabidopsis thaliana]	NP_565307.1	phosphatidylinositol 3- and 4-kinase family protein	At2g03890.1	protein At2g03890/T18C20.9	Os06g17290	phosphatidylinositol 3- and 4-kinase family	signalling.phosphinositides	30_4

CUST_18538_PI403524517	2	-0.68024397	0.12106323	-0.019079208	0.1476326	0.019080162	-0.36881256	35_5358	Rep: OSIGBa0102D10.1 protein - Oryza sativa (Rice)	UniRef90_Q01IZ2	CHR1V7|COORD:7987297..7989176| similar to late embryogenesis abundant domain-containing protein / LEA domain-containing protein [Arabidopsis thaliana]	AT1G22600.1	CHR04V5|COORD:21408362..21410433|protein expressed protein	LOC_Os04g35490.1	"no descriptionweakly similar to ( 131)AT1G22600| Symbols:  | similar to late embryogenesis abundant domain-containing protein / LEA domain-containing protein [Arabidopsis thaliana] (TAIR:AT1G72100.1); similar to seed maturation protein PM27 [Glycine max] (GB:AAD30426.1); contains domain LATE EMBRYOGENESIS ABUNDANT (LEA)-RELATED (PTHR23241:SF1); contains domain LATE EMBRYOGENESIS ABUNDANT (PLANTS) LEA-RELATED (PTHR23241) | chr1:7987297-7989176 REVERSEnot assigned not assigned PRK12678 TT_ORF1"	not assigned.unknown	35_2

CUST_7530_PI403524517	2	-0.29100895	0.0946455	0.42191982	0.22493267	-0.100958824	-0.0946455	35_2095	"Cluster: Os08g0485400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os08g0485400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J4W4	CHR5V7|COORD:25714849..25716171| 2-nitropropane dioxygenase family / NPD family	AT5G64250.2	CHR08V5|COORD:23855127..23863618|protein oxidoreductase, putative, expressed	LOC_Os08g37874.1	no descriptionmoderately similar to ( 379)AT5G64250| Symbols:  | 2-nitropropane dioxygenase family / NPD family | chr5:25714849-25716171 REVERSEnot assigned NPD_like COG2070 NPD NPD_PKS TIM_phosphate_binding alpha_hydroxyacid_oxid_FMN LMO_FMN GltS_FMN idi	misc.misc2	26_1

CUST_35017_PI403524517	2	-0.16369104	0.03710699	-0.24023724	-0.03710699	2.4529805	0.25287008	35_10095	"Cluster: Hypothetical protein OJ1634_B10.117; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1634_B10.117 - Oryza sativa (japonica cult"	UniRef90_Q8H599	CHR5V7|COORD:2960081..2961193| hydroxyproline-rich glycoprotein family protein	AT5G09530.1	CHR07V5|COORD:24480255..24479558|protein igA FC receptor precursor, putative, expressed	LOC_Os07g40890.1	no description	not assigned.unknown	35_2

CUST_9399_PI403524517	2	0.017150879	-0.20041275	-0.0093717575	0.026640892	0.007604599	-0.007604599	35_2641	"Cluster: Putative fibroblast growth factor 2-interacting factor; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative fibroblast growth factor 2-interactin"	UniRef90_Q6Z6S1	CHR2V7|COORD:14385036..14389325| apoptosis inhibitory 5 (API5) family protein	AT2G34040.1	CHR02V5|COORD:12365584..12375312|protein apoptosis inhibitor 5, putative, expressed	LOC_Os02g20930.1	no descriptionhighly similar to ( 591)AT2G34040| Symbols:  | apoptosis inhibitory 5 (API5) family protein | chr2:14385650-14389325 REVERSEnot assigned API5	development.unspecified	33_99

CUST_126140_PI403524517	2	-0.23688698	-0.13699532	0.14030218	0.33724022	-0.3697486	0.13699484	35_35510	"Cluster: GPX12Hv, glutathione peroxidase-like protein; n=9; Poaceae|Rep: GPX12Hv, glutathione peroxidase-like protein - Hordeum vulgare (Barley)"	UniRef90_Q9SME6	"CHR4V7|COORD:7010015..7011324| ATGPX6 (GLUTATHIONE PEROXIDASE 6); glutathione peroxidase"	AT4G11600.1	CHR02V5|COORD:26923846..26926534|protein phospholipid hydroperoxide glutathione peroxidase, putative, expressed	LOC_Os02g44500.1	" no descriptionweakly similar to ( 108)AT4G11600| Symbols: PHGPX, LSC803, ATGPX6 | ATGPX6 (GLUTATHIONE PEROXIDASE 6); glutathione peroxidase | chr4:7010015-7011324 REVERSEweakly similar to ( 107)GPX4_SPIOLProbable phospholipid hydroperoxide glutathione peroxidase - Spinacia oleracea (Spinach)not assigned GSH_Peroxidase BtuE GSHPx PRK10606 "	redox.ascorbate and glutathione.glutathione	21_2_2

CUST_1144_PI404877155	2	0.09648991	0.030061722	-0.030062675	-0.09303093	-0.26507282	0.8057537	Contig11182_at	OSJNBb0118P14.12 [Oryza sativa (japonica cultivar-group)]	CAD40672.2	acetyl-CoA synthetase, putative / acetate-CoA ligase, putative	At5g36880.1	protein acetate--CoA ligase	Os02g32490	"acetyl-CoA synthetase, putative / acetate-CoA ligase, putative, similar to SP:P27550 (Escherichia coli) and gi:8439651 (Homo sapiens); contains Pfam AMP-binding enzyme domain PF00501 or  similar to acyl-activating enzyme 17 (AAE17) [Arabidopsis thaliana]"	lipid metabolism.FA synthesis and FA elongation.acyl coa ligase	11_1_08

CUST_2339_PI399408534	2	0.034215927	0.29262352	-0.0022182465	-0.030370712	-0.1434803	0.0022182465	35_19152	"Cluster: Putative nucleic acid binding protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative nucleic acid binding protein - Oryza sativa (japonica"	UniRef90_Q8H383	CHR3V7|COORD:3508393..3510424| PHD finger family protein	AT3G11200.1	CHR07V5|COORD:7416346..7412878|protein PHD finger protein, putative, expressed	LOC_Os07g12910.1	no descriptionmoderately similar to ( 309)AT3G11200| Symbols:  | PHD finger family protein | chr3:3508393-3510201 REVERSEnot assigned PHD PHD	RNA.regulation of transcription.Alfin-like	27_3_2

CUST_156402_PI403524517	2	0.20191288	0.25382233	-0.039886475	0.039886475	-0.24427414	-0.36131525	35_43683	"Cluster: Os08g0319900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os08g0319900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J6H8	CHR4V7|COORD:16752641..16753971| cyclase family protein	AT4G35220.1	CHR08V5|COORD:13786943..13779800|protein cyclase, putative, expressed	LOC_Os08g23100.2	no descriptionmoderately similar to ( 210)AT4G35220| Symbols:  | cyclase family protein | chr4:16752641-16753971 FORWARDCyclase COG1878	DNA.unspecified	28_99

CUST_3503_PI404877155	2	0.27409458	-0.054167747	-0.034790993	0.3370514	-0.009471893	0.009472847	Contig13989_at	putative zinc finger DNA-binding protein [Oryza sativa (japonica cultivar-group)] gb|AAO72548.1| putative H-protein promoter binding factor-	AAL84292.1	Dof-type zinc finger domain-containing protein	At5g39660.1	protein putative zinc finger DNA-binding protein	Os03g07360	"Dof; T02700; activates transcription from the prolamin-box of a native B-hordein promoter/putative zinc finger DNA-binding protein"	RNA.regulation of transcription.C2C2(Zn) DOF zinc finger family	27_3_08

CUST_19680_PI404877155	2	0.18694496	-0.08870506	0.014965057	-0.014966011	0.09274387	-0.079027176	S0001100024A03F1_at	polyadenylate-binding protein family protein / PABP family protein [Arabidopsis thaliana]	NP_196597.1	polyadenylate-binding protein family protein / PABP family protein	At5g10350.1	protein RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain), putative	Os06g11620	NONE	RNA.processing	27_1

CUST_18082_PI403524517	2	0.53217983	-0.41086197	-0.060634613	0.060634613	-0.19735432	1.0509596	35_5222	"Cluster: Ankyrin repeat family protein, putative, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Ankyrin repeat family protein, putative, expressed"	UniRef90_Q2QXZ2	"CHR2V7|COORD:17245097..17247281| BOP2 (BLADE ON PETIOLE2); protein binding"	AT2G41370.1	CHR12V5|COORD:1868475..1871099|protein BOP2, putative, expressed	LOC_Os12g04410.1	"no descriptionmoderately similar to ( 247)AT2G41370| Symbols: BOP2 | BOP2 (BLADE ON PETIOLE2); protein binding | chr2:17245097-17247281 REVERSEnot assigned not assigned not assigned not assigned not assigned ANK PRK12678 Arp"	cell.organisation	31_1

CUST_41748_PI403524517	2	-0.031438828	0.549778	0.031437874	-0.09100723	-0.08153343	0.03493309	35_11995	"Cluster: Putative anthranilate phosphoribosyltransferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative anthranilate phosphoribosyltransferase - Ory"	UniRef90_Q6K6B6	CHR3V7|COORD:21442175..21444496| C2 domain-containing protein	AT3G57880.1	CHR02V5|COORD:34952143..34955738|protein anthranilate phosphoribosyltransferase-like protein, putative, expressed	LOC_Os02g57090.1	no descriptionweakly similar to ( 157)AT3G57880| Symbols:  | C2 domain-containing protein | chr3:21442175-21444496 REVERSEPRT_C	not assigned.no ontology.C2 domain-containing protein	35_1_19

CUST_65747_PI403524517	2	0.6876421	-3.2918782	-0.085665226	1.2154455	0.085665226	-0.888752	35_18777	"Cluster: Os01g0775100 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os01g0775100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JIV8	0	0	CHR01V5|COORD:33091689..33085974|protein plus-3 domain containing protein, expressed	LOC_Os01g56780.3	no description	not assigned.unknown	35_2

CUST_10762_PI403524517	2	0.050655365	-0.1511097	0.08676243	0.006140709	-0.006140709	-0.020503044	35_3037	"Cluster: Os01g0548600 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0548600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JM23	0	0	CHR01V5|COORD:20796096..20791475|protein protein kinase, putative, expressed	LOC_Os01g36790.1	no description	not assigned.unknown	35_2

CUST_134352_PI403524517	2	-0.08154535	0.08154535	-0.096563816	-0.30293846	0.1056695	0.7535291	35_37698	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_122429_PI403524517	2	0.05270958	0.04349327	-0.016633034	-0.108192444	-0.17799282	0.016633034	35_34551	0	0	CHR5V7|COORD:2468240..2473658| formin homology 2 domain-containing protein / FH2 domain-containing protein	AT5G07760.1	0	0	no description	not assigned.unknown	35_2

CUST_12328_PI403524517	2	0.020689964	-0.32936382	-0.023878098	0.051799774	0.02180481	-0.020690918	35_3513	"Cluster: Prefoldin-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Prefoldin-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K3S8	CHR1V7|COORD:10507650..10508805| prefoldin, putative	AT1G29990.1	CHR02V5|COORD:8262545..8265722|protein prefoldin subunit 6, putative, expressed	LOC_Os02g14860.1	 no descriptionweakly similar to ( 138)AT1G29990| Symbols:  | prefoldin, putative | chr1:10507650-10508805 FORWARDnot assigned not assigned Prefoldin_2 Prefoldin_beta GimC PRK09343 Prefoldin 	not assigned.no ontology	35_1

CUST_58367_PI403524517	2	0.010737419	-0.9048276	-0.15157509	0.12945461	0.02249813	-0.010736942	35_16648	"Cluster: Putative peroxisomal membrane protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative peroxisomal membrane protein - Oryza sativa (japonica"	UniRef90_Q6Z1N7	"CHR4V7|COORD:8235331..8236601| similar to PMP22 (peroxisomal membrane protein 22) [Arabidopsis thaliana] (TAIR:AT4G04470.1); similar to Os08g0566900 [Oryza"	AT4G14305.1	CHR08V5|COORD:28255310..28258236|protein peroxisomal membrane protein PMP22, putative, expressed	LOC_Os08g45210.1	"no descriptionmoderately similar to ( 271)AT4G14305| Symbols:  | similar to PMP22 (peroxisomal membrane protein 22) [Arabidopsis thaliana] (TAIR:AT4G04470.1); similar to Os08g0566900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001062544.1); similar to Os02g0226000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001046343.1); similar to hypothetical protein DDBDRAFT_0188787 [Dictyostelium discoideum AX4] (GB:XP_635840.1); contains InterPro domain Mpv17/PMP22; (InterPro:IPR007248) | chr4:8235331-8236601 REVERSEnot assigned Mpv17_PMP22"	not assigned.no ontology	35_1

CUST_96460_PI403524517	2	0.14520979	0.26622152	0.057573795	-0.5189395	-1.1096559	-0.05757332	35_27550	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q336W9	0	0	CHR10V5|COORD:20604913..20599932|protein expressed protein	LOC_Os10g39200.3	no description	not assigned.unknown	35_2

CUST_70361_PI403524517	2	0.072974205	0.6283598	-0.07297325	-0.31201744	-0.25771427	0.09303379	35_20152	"Cluster: Hypothetical protein OJ1131_E05.126; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1131_E05.126 - Oryza sativa (japonica cult"	UniRef90_Q8H5H1	CHR5V7|COORD:2406069..2407331| F-box family protein	AT5G07610.1	CHR07V5|COORD:21001135..21003053|protein F-box domain containing protein, expressed	LOC_Os07g35060.2	no descriptionvery weakly similar to (61.2)AT5G07610| Symbols:  | F-box family protein | chr5:2406069-2407331 FORWARD	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_61620_PI403524517	2	-0.061831474	0.48049164	-0.08243275	0.14250183	-0.36013412	0.061831474	35_17585	Rep: Putative Pti1-like kinase - Zea mays (Maize)	UniRef90_Q00GA5	"CHR3|COORD:21943689..21946131| similar to serine/threonine protein kinase, putative [Arabidopsis thaliana] (TAIR:At2g43230.1); similar to salt-inducible"	AT3G59350.3	CHR09V5|COORD:19991142..19995387|protein expressed protein	LOC_Os09g33860.1	no descriptionhighly similar to ( 512)AT3G59350| Symbols:  | kinase | chr3:21943907-21945860 FORWARDmoderately similar to ( 214)NORK_MEDTRNodulation receptor kinase precursor - Medicago truncatula (Barrel medic)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pkinase_Tyr PTKc TyrKc S_TKc Pkinase S_TKc PTKc_Jak_rpt2 PTKc_Csk_like PTKc_Trk PTKc_Src_like PTKc_Fes_like PTKc_Srm_Brk PTKc_InsR_like PTKc_Ror PTKc_Frk_like PTKc_Syk_like PTKc_Chk SPS1 PTKc_Fer PTKc_Src PTKc_EGFR_like PTKc_Ack_like PTKc_Tec_like PTKc_ALK_LTK PTKc_Tyk2_rpt2 PTKc_Fyn_Yrk PTKc_Csk PTKc_DDR1 PTKc_FGFR PTKc_Fes PTKc_Musk PTKc_DDR PTKc_EphR PTKc_c-ros PTKc_Syk PTKc_Abl PTKc_Yes PTKc_FAK PTKc_InsR PTKc_TrkB PTK_CCK4 PTKc_IGF-1R PTKc_TrkA PTKc_Itk PTKc_Tie1 PTKc_Tie PTK_Ryk PTKc_FGFR1 PTKc_Met_Ron PTKc_Ror1 PTKc_FGFR3 PTKc_DDR2 PTKc_Tie2 PTKc_Lck_Blk PTKc_DDR_like PTKc_PDGFR PTKc_RET PTKc_Axl_like PTKc_Jak2_Jak3_rpt2 PTKc_Aatyk PTKc_FGFR4 PTKc_Jak1_rpt2 PTKc_Lyn PTKc_TrkC PTKc_Aatyk1_Aatyk3 PTKc_EphR_B PTKc_Hck PTKc_Zap-70 PTKc_FGFR2 PTKc_HER4 PTKc_Btk_Bmx PTKc_HER2 PTKc_EphR_A2 PTKc_EGFR PTK_HER3 PTKc_Axl PTKc_EphR_A PTKc_Tec_Rlk PTKc_Aatyk2 PTKc_Tyro3 PTKc_Ror2 PTK_Jak_rpt1 PTKc_EphR_A10 PTKc_VEGFR PTKc_CSF-1R PTK_Jak2_Jak3_rpt1 PTK_Tyk2_rpt1 PTKc_VEGFR3 PTKc_PDGFR_beta PTKc_VEGFR2	protein.postranslational modification.kinase.receptor like cytoplasmatic kinase VII	29_4_1_57

CUST_4436_PI404877155	2	0.13615704	0.08458233	0.00420475	-0.009241104	-0.19118977	-0.00420475	Contig15392_at	putative transcription factor X1 [Triticum monococcum]	AAL35831.2	XH/XS domain-containing protein / XS zinc finger domain-containing protein	At1g13790.1	protein XS domain, putative	Os01g44230	0	RNA.regulation of transcription	27_3

CUST_59986_PI403524517	2	0.028783798	0.32772255	0.36194038	-0.07150173	-0.076420784	-0.028784752	35_17099	"Cluster: OJ000223_09.11 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OJ000223_09.11 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7X920	0	0	CHR04V5|COORD:24064182..24060490|protein F-box domain containing protein, expressed	LOC_Os04g40910.2	no description	not assigned.unknown	35_2

CUST_36341_PI403524517	2	0.007411957	-0.1353302	-0.007411957	0.13491583	0.15601015	-0.7409601	35_10481	"Cluster: Vegetative cell wall protein; n=1; Chlamydomonas incerta|Rep: Vegetative cell wall protein - Chlamydomonas incerta"	UniRef90_A0N015	CHR1V7|COORD:6978101..6985306| family II extracellular lipase, putative	AT1G20130.1	CHR07V5|COORD:19297400..19289189|protein pre-mRNA-splicing factor ATP-dependent RNA helicase PRP16, putative, expressed	LOC_Os07g32430.1	no description	not assigned.unknown	35_2

CUST_179684_PI403524517	2	-0.021382332	0.083584785	-0.2609768	-0.23269653	0.021381378	0.14057064	35_49970	"Cluster: Os11g0109600 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os11g0109600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IV66	CHR1V7|COORD:8894415..8896787| pentatricopeptide (PPR) repeat-containing protein	AT1G25360.1	CHR11V5|COORD:446928..444335|protein vegetative storage protein, putative, expressed	LOC_Os11g01836.1	no descriptionvery weakly similar to (81.6)AT1G25360| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr1:8894415-8896787 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Atrophin-1 PRK07764 Tymo_45kd_70kd Extensin_2 PRK12323 DUF1421 Drf_FH1 PRK05648	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_19002_PI404877155	2	0.032673836	0.4260559	-0.18471146	-0.16673183	0.041376114	-0.032673836	HY04C04u_s_at	ABA-responsive element-binding protein 3 (AREB3) [Arabidopsis thaliana] pir||T51273 promoter-binding factor-like protein - Arabidopsis thali	NP_191244.1	ABA-responsive element-binding protein 3 (AREB3)	At3g56850.1	protein bZIP transcription factor, putative	Os05g41070	putative bZIP transcription factor	hormone metabolism.abscisic acid.induced-regulated-responsive-activated	17_1_3

CUST_11964_PI399408534	2	-0.30727863	0.77802277	0.030757904	-0.030758858	-0.14312172	0.041552544	35_20622	Rep: MADS-box transcription factor 26 - Oryza sativa (Rice)	UniRef90_Q8L887	"CHR1V7|COORD:26956565..26958601| AGL12 (AGAMOUS-LIKE 12); transcription factor"	AT1G71692.1	CHR08V5|COORD:673011..675392|protein MADS-box transcription factor 26, putative, expressed	LOC_Os08g02070.1	"no descriptionweakly similar to ( 196)AT1G71692| Symbols: AGL12 | AGL12 (AGAMOUS-LIKE 12); transcription factor | chr1:26956565-26958601 REVERSEmoderately similar to ( 234)MAD26_ORYSAnot assigned not assigned MADS_MEF2_like MADS MADS MADS_SRF_like K-box SRF-TF"	RNA.regulation of transcription.MADS box transcription factor family	27_3_24

CUST_161871_PI403524517	2	-0.29565048	0.0013284683	0.21592379	0.3501711	-0.0013289452	-0.5112395	35_45154	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_12806_PI403524517	2	0.080274105	0.29372883	-0.080274105	-0.20065212	0.47595263	-0.16172647	35_3662	"Cluster: Hypothetical protein P0020D05.14; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0020D05.14 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6YTI7	0	0	CHR02V5|COORD:21537741..21543072|protein expressed protein	LOC_Os02g35860.1	no description	not assigned.unknown	35_2

CUST_6817_PI403524517	2	0.029104233	-0.4046135	-0.09197712	0.046883583	-0.02910328	0.1589098	35_1892	"Cluster: Armadillo/beta-catenin-like repeat family protein, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Armadillo/beta-catenin-like repeat"	UniRef90_Q2R9P0	CHR1V7|COORD:29109442..29116474| C2 domain-containing protein / armadillo/beta-catenin repeat family protein	AT1G77460.1	CHR11V5|COORD:4229377..4239246|protein armadillo/beta-catenin-like repeat family protein, expressed	LOC_Os11g08090.1	no descriptionhighly similar to ( 779)AT1G77460| Symbols:  | C2 domain-containing protein / armadillo/beta-catenin repeat family protein | chr1:29109442-29116474 FORWARDnot assigned not assigned C2 C2 C2	not assigned.no ontology.C2 domain-containing protein	35_1_19

CUST_117404_PI403524517	2	-0.28865194	-0.28276825	-0.008014202	0.008014202	1.1934352	0.13818932	35_33268	"Cluster: Os08g0371900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os08g0371900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J641	CHR5V7|COORD:19734632..19738158| disease resistance protein (CC-NBS-LRR class), putative	AT5G48620.1	CHR08V5|COORD:17239388..17234716|protein NBS-LRR disease resistance protein, putative, expressed	LOC_Os08g28460.1	no description	not assigned.unknown	35_2

CUST_137780_PI403524517	2	0.30857372	0.017985344	0.0755949	-0.14841366	-0.017985344	-0.037794113	35_38636	"Cluster: Hypothetical protein OSJNBb0113I20.14; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0113I20.14 - Oryza sativa (japonica"	UniRef90_Q84R70		0	CHR03V5|COORD:26483568..26480476|protein expressed protein	LOC_Os03g46920.1	no description	not assigned.unknown	35_2

CUST_11496_PI403524517	2	-0.0076828003	0.049679756	-0.055631638	-0.0011558533	0.001156807	0.04331398	35_3261	"Cluster: Os03g0827500 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os03g0827500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DM53	CHR5V7|COORD:4980598..4982046| SPX (SYG1/Pho81/XPR1) domain-containing protein	AT5G15330.1	CHR03V5|COORD:34694945..34697926|protein expressed protein	LOC_Os03g61200.1	no descriptionmoderately similar to ( 256)AT5G15330| Symbols:  | SPX (SYG1/Pho81/XPR1) domain-containing protein | chr5:4980598-4982046 FORWARDnot assigned not assigned SPX COG5036 PRK12323	not assigned.no ontology	35_1

CUST_87595_PI403524517	2	0.12798834	0.0027680397	0.09747124	-0.0027685165	-0.39699554	-0.099562645	35_25075	"P20840 Saccharomyces cerevisiae YJR004c SAG1 alpha- agglutinin; n=1; Candida glabrata|Rep: Similar to sp|P20840 Saccharomyces cerevisiae YJR004c SAG1 alpha-"	UniRef90_Q6FTA2	CHR2V7|COORD:18571231..18574707| structural constituent of nuclear pore	AT2G45000.1	0	0	no description	not assigned.unknown	35_2

CUST_164027_PI403524517	2	-0.11350632	0.16365242	-0.05764866	-0.03558731	0.05228138	0.035586357	35_45728	"Cluster: Os07g0548800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0548800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D5N0	"CHR1V7|COORD:22771339..22771934| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G54530.1); similar to Os07g0548800 [Oryza sativa (japonica"	AT1G61667.1	CHR07V5|COORD:21781555..21784884|protein expressed protein	LOC_Os07g36410.1	no description	not assigned.unknown	35_2

CUST_115662_PI403524517	2	0.00655365	-0.017167091	0.21312523	-0.0065546036	0.16915798	-0.07408619	35_32802	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_21171_PI403524517	2	-0.2181387	1.5033145	0.8593569	0.21813822	-0.3063364	-0.47118664	35_6142	"Cluster: Putative ubiquitin-conjugating enzyme binding protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ubiquitin-conjugating enzyme binding p"	UniRef90_Q75LV6	CHR3V7|COORD:10273113..10274858| zinc finger protein-related	AT3G27720.1	CHR03V5|COORD:23766859..23770876|protein ubiquitin-protein ligase/ zinc ion binding protein, putative, expressed	LOC_Os03g42760.1	no descriptionweakly similar to ( 116)AT3G27720| Symbols:  | zinc finger protein-related | chr3:10273113-10274858 FORWARDnot assigned not assigned PRK12323 AF-4 PRK12678 Keratin_B2 PRK07003	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_14568_PI404877155	2	0.14240837	0.0046024323	-0.04753399	-0.0046024323	-0.0046024323	0.08155823	Contig8373_at	OSJNBa0042L16.3 [Oryza sativa (japonica cultivar-group)] ref|XP_472493.1| OSJNBa0042L16.3 [Oryza sativa (japonica cultivar-group)]	CAE01617.2	COP9 signalosome subunit, putative / CSN subunit, putative (CSN8)	At4g14110.1	protein expressed protein	Os04g34930	CSN8	signalling.light.COP9 signalosome	30_11_1

CUST_139237_PI403524517	2	0.33910513	0.27681494	0.16561747	-0.22872972	-0.16561747	-0.23804998	35_39051	"Cluster: Hypothetical protein OJ1119_H02.21; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1119_H02.21 - Oryza sativa (japonica cultiv"	UniRef90_Q6AVM2	CHR3V7|COORD:8695198..8697114| KRR1 family protein	AT3G24080.1	CHR05V5|COORD:23994677..23992386|protein zz domain protein, putative, expressed	LOC_Os05g41100.1	no descriptionnot assigned not assigned not assigned not assigned not assigned	not assigned.unknown	35_2

CUST_173950_PI403524517	2	-0.06781435	0.06781387	-0.38751793	0.32756758	-0.47814178	0.094186306	35_48434	0	0		0	CHR02V5|COORD:25402499..25398544|protein replication factor A, putative, expressed	LOC_Os02g42230.1	no description	not assigned.unknown	35_2

CUST_153831_PI403524517	2	0.40859318	0.078977585	-0.078977585	-0.18252468	-0.19632721	0.3598776	35_42992	"Cluster: Putative fertility restorer; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative fertility restorer - Oryza sativa (japonica cultivar-group)"	UniRef90_Q654Y7	CHR5V7|COORD:26218238..26220985| pentatricopeptide (PPR) repeat-containing protein	AT5G65560.1	CHR06V5|COORD:28800753..28803728|protein expressed protein	LOC_Os06g47570.1	no descriptionweakly similar to ( 152)AT5G65560| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr5:26218238-26220985 REVERSEweakly similar to ( 121)RF1_ORYSAPPR	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_130551_PI403524517	2	0.0882597	0.025200844	-0.025200844	-0.12217903	0.09733105	-0.05106926	35_36660	"Cluster: Putative brix domain-containing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative brix domain-containing protein - Oryza sativa (japon"	UniRef90_Q69L77	CHR1V7|COORD:19714929..19716771| brix domain-containing protein	AT1G52930.1	CHR02V5|COORD:22882259..22879224|protein brix domain-containing protein 2, putative, expressed	LOC_Os02g37870.1	no descriptionmoderately similar to ( 230)AT1G52930| Symbols:  | brix domain-containing protein | chr1:19714929-19716771 FORWARDnot assigned BRX1 Brix	protein.synthesis.misc ribososomal protein.BRIX	29_2_2_50

CUST_19934_PI403524517	2	0.047201157	-0.35311794	-0.08828068	0.045344353	0.09853172	-0.045345306	35_5780	Rep: Os01g0236400 protein - Oryza sativa (japonica cultivar-group)	UniRef90_Q0JP85	"CHR3|COORD:18283476..18286326| expressed protein, similar to expressed protein [Arabidopsis thaliana] (TAIR:At5g24310.1); similar to unknown protein [Oryza"	AT3G49290.2	CHR01V5|COORD:7554140..7557427|protein protein ABIL1, putative, expressed	LOC_Os01g13530.1	no descriptionvery weakly similar to (69.3)AT3G49290| Symbols: ABIL2 | ABIL2 (ABL INTERACTOR-LIKE PROTEIN 2) | chr3:18284392-18286206 FORWARDmoderately similar to ( 251)ABIL3_ORYSA	not assigned.unknown	35_2

CUST_11136_PI403524517	2	0.06501198	0.55610275	-0.013235092	-0.24501038	-0.07127476	0.013235092	35_3155	Rep: OSIGBa0134J07.3 protein - Oryza sativa (Rice)	UniRef90_Q01LI6	CHR1|COORD:30295217..30297312| F-box family protein (FBL14), contains similarity to F-box protein FBL2 GI:6063090 from (Homo sapiens)	AT1G80570.1	CHR04V5|COORD:17840297..17843104|protein ubiquitin-protein ligase, putative, expressed	LOC_Os04g30210.1	no descriptionmoderately similar to ( 346)AT1G80570| Symbols:  | F-box family protein (FBL14) | chr1:30295720-30297123 FORWARDnot assigned not assigned	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_173464_PI403524517	2	-0.5017519	0.082549095	-0.051900387	0.22372437	-0.34286118	0.051900864	35_48300	Rep: SMC2 protein - Oryza sativa (Rice)	UniRef90_Q8GU55	CHR5V7|COORD:25073534..25079662| SMC2 (STRUCTURAL MAINTENANCE OF CHROMOSOMES 2)	AT5G62410.1	CHR01V5|COORD:39701077..39692769|protein mitotic chromosome and X-chromosome-associated protein mix-1, putative, expressed	LOC_Os01g67740.1	 no descriptionmoderately similar to ( 242)AT5G62410| Symbols: TTN3, ATCAP-E1, ATSMC4, SMC2 | SMC2 (STRUCTURAL MAINTENANCE OF CHROMOSOMES 2) | chr5:25073534-25079662 FORWARDnot assigned not assigned not assigned not assigned ABC_SMC2_euk Smc SMC_N ABC_SMC_head ABC_SMC_barmotin ABC_SMC3_euk ABC_Class2 ABC_SMC4_euk ABC_SMC1_euk ABC_ATPase ABCC_MRP_Like 	DNA.synthesis/chromatin structure	28_1

CUST_17520_PI403524517	2	0.06751156	0.107777596	-0.06751156	-0.1727171	-0.24392605	0.117266655	35_5061	"Cluster: Light stress-responsive one-helix protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Light stress-responsive one-helix protein-like - Oryza"	UniRef90_Q5ZC72	"CHR1|COORD:8069502..8071429| similar to expressed protein [Arabidopsis thaliana] (TAIR:At1g34010.1); similar to light stress-responsive one-helix"	AT1G22790.2	CHR01V5|COORD:23326839..23329280|protein expressed protein	LOC_Os01g40700.1	"no descriptionvery weakly similar to (94.7)AT1G22790| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G34010.1); similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE81200.1) | chr1:8070260-8071281 FORWARD"	not assigned.unknown	35_2

CUST_49981_PI403524517	2	0.03531456	-0.18167686	-0.069275856	0.03281212	0.14771461	-0.032813072	35_14267	Rep: Ubiquitin carrier protein - Zea mays (Maize)	UniRef90_O24560	"CHR3V7|COORD:17107105..17108300| UBC13 (ubiquitin-conjugating enzyme 13); ubiquitin-protein ligase"	AT3G46460.1	CHR05V5|COORD:22532672..22537140|protein ubiquitin-conjugating enzyme E2 7, putative, expressed	LOC_Os05g38550.2	"no descriptionmoderately similar to ( 270)AT3G46460| Symbols: UBC13 | UBC13 (ubiquitin-conjugating enzyme 13); ubiquitin-protein ligase | chr3:17107105-17108300 REVERSEmoderately similar to ( 270)UBC7_WHEATUbiquitin-conjugating enzyme E2 7 - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG5078 UQ_con UBCc UBCc"	protein.degradation.ubiquitin.E2	29_5_11_3

CUST_29445_PI399408534	2	0.19151115	-0.42063808	-0.14118862	-0.016255379	0.016255379	0.1064682	35_11970	"Cluster: Putative RNA helicase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative RNA helicase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5ZBH5	CHR5V7|COORD:25489824..25492422| DEAD box RNA helicase, putative	AT5G63630.1	CHR01V5|COORD:24925029..24928717|protein ATP-dependent RNA helicase has1, putative, expressed	LOC_Os01g43120.1	 no descriptionweakly similar to ( 112)AT5G63630| Symbols:  | DEAD box RNA helicase, putative | chr5:25489824-25492422 REVERSEnot assigned 	RNA.processing.RNA helicase	27_1_2

CUST_159924_PI403524517	2	-0.072591305	0.06872225	-0.06872177	-0.13931942	1.6626997	0.7249751	35_44629	Rep: HyPRP1 - Gossypium hirsutum (Upland cotton)	UniRef90_Q0PIW3	CHR1V7|COORD:9889318..9890830| pollen Ole e 1 allergen and extensin family protein	AT1G28290.1	CHR04V5|COORD:20520644..20522442|protein extensin precursor, putative, expressed	LOC_Os04g34170.3	no descriptionnot assigned not assigned not assigned not assigned not assigned Extensin_2 Atrophin-1 PRK05648 PRK12323 DUF1421 PRK07003 Drf_FH1 PRK07764 PRK00708	not assigned.unknown	35_2

CUST_31265_PI403524517	2	0.07051277	-0.19989204	-0.07051277	0.26271152	-0.11302662	0.2596588	35_9024	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_166389_PI403524517	2	0.029667854	0.27195454	0.19649124	-0.20277596	-0.05956459	-0.029667377	35_46354	Rep: PREDICTED: hypothetical protein - Gallus gallus	UniRef90_UPI0000E8063F	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	0	0	no description	not assigned.unknown	35_2

CUST_12276_PI399408534	2	0.2158289	0.12518978	0.019849777	-0.097491264	-0.091031075	-0.01985073	35_47259	"Cluster: Os01g0672700 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os01g0672700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JKI4	CHR5V7|COORD:21843959..21847084| nucleotidyltransferase family protein	AT5G53770.1	CHR01V5|COORD:27951468..27957210|protein PAP associated domain-containing protein 5, putative, expressed	LOC_Os01g48210.1	no descriptionweakly similar to ( 193)AT5G53770| Symbols:  | nucleotidyltransferase family protein | chr5:21843959-21847084 FORWARDnot assigned TRF4 PAP_central NTP_transf_2	RNA.processing	27_1

CUST_7881_PI403524517	2	0.1598959	-0.15200138	-0.03307438	0.03307438	0.043761253	-0.066488266	35_2194	"Cluster: Sec61beta family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Sec61beta family protein, expressed - Oryza sativa (japonica cult"	UniRef90_Q2RBP5	CHR5V7|COORD:24334816..24335145| sec61beta family protein	AT5G60460.1	CHR12V5|COORD:156023..155368|protein protein transport protein Sec61 beta subunit, putative, expressed	LOC_Os12g01260.1	no descriptionvery weakly similar to (80.9)AT5G60460| Symbols:  | sec61beta family protein | chr5:24334816-24335145 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Sec61_beta PRK12323 PRK07764 PRK05648 PRK07003 Drf_FH1 Atrophin-1 Tymo_45kd_70kd FAP PRK10819	protein.targeting.secretory pathway.unspecified	29_3_4_99

CUST_92631_PI403524517	2	0.1589222	0.335886	-0.11202812	-0.13083553	0.0023288727	-0.0023298264	35_26485	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_47_PI399945755	2	-0.06147957	-0.11039448	0.024636269	0.010754585	-0.010753632	0.038441658	HA26g09									

CUST_63723_PI403524517	2	0.07239056	-0.72939205	-0.16436005	0.4886074	-0.07239151	0.23725224	35_18196	"Cluster: Proline dehydrogenase family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Proline dehydrogenase family protein, expressed - Ory"	UniRef90_Q336U3	CHR5V7|COORD:15518570..15521129| proline oxidase, putative / osmotic stress-responsive proline dehydrogenase, putative	AT5G38710.1	CHR10V5|COORD:21288413..21290891|protein proline oxidase, mitochondrial precursor, putative, expressed	LOC_Os10g40360.1	 no descriptionmoderately similar to ( 280)AT5G38710| Symbols:  | proline oxidase, putative / osmotic stress-responsive proline dehydrogenase, putative | chr5:15518570-15521129 FORWARDnot assigned not assigned not assigned Pro_dh PRK11904 PRK11905 PRK12323 PRK07003 PRK07764 	amino acid metabolism.degradation.glutamate family.proline	13_2_2_2

CUST_106082_PI403524517	2	0.036787033	-0.44067764	-0.43499374	0.05114174	0.17946911	-0.036787033	35_30198	"Cluster: Hypothetical protein OJ1126_D01.12; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1126_D01.12 - Oryza sativa (japonica cultiv"	UniRef90_Q6I638	CHR1V7|COORD:11181758..11185093| AGO2 (ARGONAUTE 2)	AT1G31280.1	CHR05V5|COORD:22210337..22214021|protein pollen-specific kinase partner protein, putative, expressed	LOC_Os05g38000.1	no description	not assigned.unknown	35_2

CUST_125006_PI403524517	2	0.056573868	0.19563866	-0.25436783	-0.016231537	-0.18492222	0.016230583	35_35221	"Cluster: Remorin protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Remorin protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q67TQ6	CHR4V7|COORD:17429821..17431454| remorin family protein	AT4G36970.1	CHR09V5|COORD:17181866..17187377|protein remorin, C-terminal region family protein, expressed	LOC_Os09g28300.2	no descriptionvery weakly similar to (84.0)AT4G36970| Symbols:  | remorin family protein | chr4:17429821-17431454 REVERSEvery weakly similar to (68.9)CHIT3_VITVIAcidic endochitinase precursor - Vitis vinifera (Grape)Remorin_C	stress.biotic	20_1

CUST_68717_PI403524517	2	0.3476758	-0.3542099	-0.17977428	0.04136944	-0.04136896	0.062017918	35_19660	"Cluster: Os07g0673000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os07g0673000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D3Q5	CHR5V7|COORD:9813073..9815022| similar to At5g27710 [Medicago truncatula] (GB:ABE92866.1)	AT5G27710.1	CHR07V5|COORD:28444286..28446755|protein expressed protein	LOC_Os07g47570.1	no descriptionmoderately similar to ( 355)AT5G27710| Symbols:  | similar to At5g27710 [Medicago truncatula] (GB:ABE92866.1) | chr5:9813073-9815022 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned TT_ORF1 PRK12678	not assigned.unknown	35_2

CUST_12431_PI403524517	2	0.34824276	-0.1650033	0.08311319	-0.043251514	-0.20129061	0.043251514	35_3543	"Cluster: OSJNBa0086O06.10 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0086O06.10 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XLZ9	CHR1V7|COORD:29630752..29632834| glycosyl transferase family 1 protein	AT1G78800.1	CHR04V5|COORD:29583969..29586948|protein alpha-1,3-mannosyltransferase ALG2, putative, expressed	LOC_Os04g49960.1	no descriptionmoderately similar to ( 239)AT1G78800| Symbols:  | glycosyl transferase family 1 protein | chr1:29630752-29632834 REVERSEnot assigned not assigned Glycos_transf_1 RfaG	misc.UDP glucosyl and glucoronyl transferases	26_2

CUST_111870_PI403524517	2	-0.20867205	-0.2592225	0.6135664	-0.010648727	0.1669426	0.010648727	35_31759	"Cluster: Ternary complex factor MIP1, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Ternary complex factor MIP1, putative, expressed - O"	UniRef90_Q10PH6	"CHR5V7|COORD:26592331..26595541| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G23700.1); similar to Os03g0769000 [Oryza sativa (japonica"	AT5G66600.1	CHR03V5|COORD:7067305..7071613|protein ternary complex factor MIP1, putative, expressed	LOC_Os03g13130.2	" no descriptionweakly similar to ( 170)AT5G66600| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G23700.1); similar to Os03g0769000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001051393.1); similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:AAR87323.1); similar to ternary complex factor MIP1, putative, expressed [Oryza sativa (japonica cultivar-group)] (GB:ABF99069.1); contains InterPro domain Protein of unknown function DUF547; (InterPro:IPR006869) | chr5:26592331-26595541 REVERSEDUF547 PRK07003 "	not assigned.unknown	35_2

CUST_97734_PI403524517	2	-0.5179167	0.17398882	-0.39073563	0.63208103	0.61391544	-0.17398834	35_27906	"Cluster: Cytochrome P450 family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Cytochrome P450 family protein, expressed - Oryza sativa (j"	UniRef90_Q10LX2	"CHR5V7|COORD:8567677..8570263| CYP714A1 (cytochrome P450, family 714, subfamily A, polypeptide 1); oxygen binding"	AT5G24910.1	CHR03V5|COORD:12216581..12213943|protein cytochrome P450, putative, expressed	LOC_Os03g21400.1	" no descriptionweakly similar to ( 138)AT5G24910| Symbols: CYP714A1 | CYP714A1 (cytochrome P450, family 714, subfamily A, polypeptide 1); oxygen binding | chr5:8567677-8570263 REVERSEweakly similar to ( 102)C72A1_CATROCytochrome P450 72A1 - Catharanthus roseus (Rosy periwinkle) (Madagascar periwinkle)not assigned not assigned not assigned not assigned not assigned p450 CypX "	misc.cytochrome P450	26_10

CUST_154342_PI403524517	2	0.23831558	0.5997286	0.1427393	-0.14273977	-0.50161314	-0.26372433	35_43130	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_17445_PI399408534	2	0.5476265	-0.115424156	-0.4871168	0.4838724	0.09488487	-0.09488487	35_20446	"Cluster: AOBP-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: AOBP-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q84PD2	CHR5|COORD:15895954..15898272| Dof-type zinc finger domain-containing protein, similar to H-protein promoter binding factor-2a GI:3386546 from (Arabidopsis thal	AT5G39660.2	CHR07V5|COORD:29079486..29075516|protein expressed protein	LOC_Os07g48570.1	"no descriptionvery weakly similar to (77.0)AT5G39660| Symbols: CDF2 | CDF2 (CYCLING DOF FACTOR 2); DNA binding / transcription factor | chr5:15896148-15897940 FORWARD"	RNA.regulation of transcription.C2C2(Zn) DOF zinc finger family	27_3_8

CUST_105989_PI403524517	2	0.050427437	-0.057264328	-0.06962967	0.03533268	-0.03533268	0.08696079	35_30175	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_124518_PI403524517	2	0.15956402	-0.3877449	-0.058080673	-0.042191505	0.04219246	0.07342529	35_35097	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_90498_PI403524517	2	0.05253601	-0.44877052	0.014896393	-0.04125309	0.010530472	-0.010530472	35_25881	Rep: OSIGBa0132D06.6 protein - Oryza sativa (Rice)	UniRef90_Q01LD1	"CHR5V7|COORD:25458259..25461599| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G19950.3); similar to OSIGBa0132D06.6 [Oryza sativa (indica"	AT5G63540.1	CHR04V5|COORD:19058577..19052986|protein expressed protein	LOC_Os04g32090.1	"no descriptionweakly similar to ( 138)AT5G63540| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G19950.3); similar to OSIGBa0132D06.6 [Oryza sativa (indica cultivar-group)] (GB:CAH66440.1); similar to hypothetical protein LOC549050 [Xenopus tropicalis] (GB:NP_001016296.1); similar to OSJNBa0055C08.4 [Oryza sativa (japonica cultivar-group)] (GB:CAE02280.2); contains domain FAMILY NOT NAMED (PTHR14790); contains domain SUBFAMILY NOT NAMED (PTHR14790:SF1) | chr5:25458259-25461599 REVERSE"	not assigned.unknown	35_2

CUST_5718_PI404877155	2	0.061692238	0.07820988	-0.04765129	-0.07132816	0.04765129	-0.05861187	Contig17692_at	zinc finger (HIT type) family protein [Arabidopsis thaliana]	NP_201188.2	zinc finger (HIT type) family protein	At5g63830.1	protein expressed protein	Os10g37640	zinc finger (HIT type) family protein, contains Pfam profile: PF04438 HIT zinc finger	RNA.regulation of transcription.unclassified	27_3_99

CUST_24378_PI403524517	2	-0.04940033	-0.0075302124	-0.13389587	0.44148445	0.040769577	0.0075292587	35_7075	Rep: OSIGBa0102O13.9 protein - Oryza sativa (Rice)	UniRef90_Q01MU7	CHR1V7|COORD:22496859..22500684| proline-rich family protein	AT1G61080.1	CHR04V5|COORD:4235694..4232001|protein transposon protein, putative, CACTA, En/Spm sub-class	LOC_Os04g07980.1	no descriptionnot assigned PRK07764	not assigned.unknown	35_2

CUST_2330_PI404877155	2	0.13922024	-0.5919781	-0.41635418	0.21926594	0.23132706	-0.13922024	Contig12708_at	heat shock protein 70 family protein / HSP70 family protein [Arabidopsis thaliana] ref|NP_850183.1| heat shock protein 70 family protein / H	NP_180771.1	heat shock protein 70 family protein / HSP70 family protein	At2g32120.1	protein 70kD heat shock protein	Os03g11910	heat shock protein hsp70t-2	stress.abiotic.heat	20_2_1

CUST_31_PI399945755	2	-0.07074833	-0.9013667	0.19802856	0.06351185	0.0978241	-0.0635128	HZ57P03_5'									

CUST_2944_PI403524517	2	0.063708305	-0.16472912	-0.103705406	0.046566963	0.014908791	-0.014908791	35_803	"Cluster: Heterogeneous nuclear ribonucleoprotein, putative, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Heterogeneous nuclear"	UniRef90_Q2RAY1	CHR5V7|COORD:26416838..26417979| RNA binding	AT5G66010.1	CHR11V5|COORD:1550980..1553325|protein RNA binding protein, putative, expressed	LOC_Os11g03890.1	no descriptionmoderately similar to ( 268)AT5G66010| Symbols:  | RNA binding | chr5:26416838-26417979 FORWARDnot assigned not assigned not assigned	not assigned.no ontology	35_1

CUST_19319_PI403524517	2	-0.031715393	-0.054662704	-0.10133743	0.14503098	0.1947918	0.031716347	35_5600	"Cluster: Os03g0775300 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os03g0775300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DN45	CHR1V7|COORD:28224510..28227258| flavodoxin family protein / radical SAM domain-containing protein	AT1G75200.1	CHR03V5|COORD:32086139..32089699|protein radical S-adenosyl methionine and flavodoxin domains 1 isoform 1, putative, expressed	LOC_Os03g56390.1	no descriptionmoderately similar to ( 218)AT1G75200| Symbols:  | flavodoxin family protein / radical SAM domain-containing protein | chr1:28224510-28227258 REVERSEnot assigned Wyosine_form COG0731	not assigned.no ontology	35_1

CUST_181913_PI403524517	2	0.020289421	0.11660671	-0.16363907	-0.078775406	-0.020288467	0.23774052	35_50575	Rep: H0311C03.4 protein - Oryza sativa (Rice)	UniRef90_Q01I90	CHR5V7|COORD:23484542..23486136| methyladenine glycosylase family protein	AT5G57970.1	CHR04V5|COORD:24798119..24801461|protein DNA-3-methyladenine glycosylase I, putative, expressed	LOC_Os04g42290.1	no descriptionmoderately similar to ( 242)AT5G57970| Symbols:  | DNA-3-methyladenine glycosylase I | chr5:23484542-23486136 FORWARDAdenine_glyco Tag PRK10353	DNA.repair	28_2

CUST_5694_PI403524517	2	0.057765007	0.17468262	0.035042763	-0.13629627	-0.03504181	-0.057239532	35_1574	"Cluster: Putative RNA binding protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative RNA binding protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z568	CHR5V7|COORD:1323701..1325487| RNA recognition motif (RRM)-containing protein	AT5G04600.1	CHR08V5|COORD:19593153..19588365|protein MKI67 FHA domain-interacting nucleolar phosphoprotein-like, putative, expressed	LOC_Os08g31810.3	no descriptionweakly similar to ( 131)AT5G04600| Symbols:  | RNA recognition motif (RRM)-containing protein | chr5:1323701-1325487 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG0724 RRM RRM_1	RNA.RNA binding	27_4

CUST_2132_PI404877155	2	-0.05052185	-0.16486263	-0.1098156	0.07167435	0.054138184	0.05052185	Contig12449_at	putative homeodomain protein [Oryza sativa (japonica cultivar-group)] gb|AAK00972.1| putative homeodomain protein [Oryza sativa (japonica cu	NP_909851.1	homeodomain-containing protein	At4g34610.1	protein putative homeodomain protein	Os03g47740	NONE	RNA.regulation of transcription.HB,Homeobox transcription factor family	27_3_22

CUST_74045_PI403524517	2	0.055641174	-0.055641174	-0.14373398	0.33871126	-0.0610981	0.21358204	35_21236	"Cluster: Os01g0688200 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0688200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JK96	CHR1V7|COORD:29098535..29100336| hydrolase, alpha/beta fold family protein	AT1G77420.1	CHR01V5|COORD:28714006..28710868|protein monoglyceride lipase, putative, expressed	LOC_Os01g49380.1	 no descriptionweakly similar to ( 185)AT1G77420| Symbols:  | hydrolase, alpha/beta fold family protein | chr1:29098535-29100336 FORWARDnot assigned PldB COG1647 	not assigned.no ontology	35_1

CUST_52372_PI403524517	2	0.0121536255	0.35341072	0.10460472	-0.08813858	-0.17627144	-0.012152672	35_14924	Rep: Superoxide dismutase [Cu-Zn] 2 - Oryza sativa (Rice)	UniRef90_P28757	"CHR1V7|COORD:2827703..2829056| CSD1 (copper/zinc superoxide dismutase 1); copper, zinc superoxide dismutase"	AT1G08830.1	CHR03V5|COORD:13158003..13163424|protein superoxide dismutase 1, putative, expressed	LOC_Os03g22810.1	no descriptionmoderately similar to ( 255)AT1G08830| Symbols: CSD1 | CSD1 (copper/zinc superoxide dismutase 1) | chr1:2827703-2829056 FORWARDmoderately similar to ( 277)SODC4_MAIZESuperoxide dismutase [Cu-Zn] 4A - Zea mays (Maize)not assigned not assigned Sod_Cu Cu-Zn_Superoxide_Dismutase SodC PRK10290	redox.dismutases and catalases	21_6

CUST_137724_PI403524517	2	-0.03362274	-0.011423111	0.011424065	0.36604214	-0.08106136	0.0798254	35_38622	Rep: Elongation factor - Triticum aestivum (Wheat)	UniRef90_Q7XYB6	"CHR1V7|COORD:20971910..20974742| LOS1 (Low expression of osmotically responsive genes 1); translation elongation factor/ translation factor, nucleic acid bindin"	AT1G56070.1	CHR02V5|COORD:18911065..18916199|protein elongation factor 2, putative, expressed	LOC_Os02g32030.1	" no descriptionweakly similar to ( 148)AT1G56070| Symbols: AT1G56075.1, LOS1 | LOS1 (Low expression of osmotically responsive genes 1); translation elongation factor/ translation factor, nucleic acid binding | chr1:20971910-20974742 REVERSEweakly similar to ( 154)EF2_BETVUElongation factor 2 - Beta vulgaris (Sugar beet)not assigned not assigned not assigned aeEF2_snRNP_like_IV EF2_IV_snRNP eEF2_snRNP_like_C PRK07560 EFG_IV eEF2_C_snRNP FusA Elongation_Factor_C EFG_C "	protein.synthesis.elongation	29_2_4

CUST_161366_PI403524517	2	0.5577307	0.0665555	-0.06252146	-0.11194658	-0.13198805	0.06252146	35_45019	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_37015_PI403524517	2	0.10829258	0.07536507	0.020290375	-0.09294319	-0.28081608	-0.020290375	35_10664	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_179893_PI403524517	2	0.12924957	0.14373302	-0.13013077	-0.07641029	-0.25732422	0.07641029	35_50029	"Cluster: Hypothetical protein OSJNBa0070E11.8; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0070E11.8 - Oryza sativa (japonica cu"	UniRef90_Q650W3	CHR5V7|COORD:16230589..16241210| EMB3012 (EMBRYO DEFECTIVE 3012)	AT5G40480.1	CHR09V5|COORD:22526772..22535091|protein nuclear pore protein-like, putative, expressed	LOC_Os09g39210.1	no descriptionvery weakly similar to (94.4)AT5G40480| Symbols: EMB3012 | EMB3012 (EMBRYO DEFECTIVE 3012) | chr5:16230589-16241210 FORWARD	protein.targeting.nucleus	29_3_1

CUST_149811_PI403524517	2	0.09474182	0.060781956	0.4796567	-0.060782433	-0.23406887	-0.6003046	35_41912	"Cluster: Os04g0194500 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os04g0194500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JEW2	CHR5V7|COORD:24443298..24447495| ABC transporter family protein	AT5G60740.1	CHR04V5|COORD:6461881..6455343|protein ABC transporter-like protein, putative, expressed	LOC_Os04g11820.1	 no descriptionvery weakly similar to (62.0)AT1G53390| Symbols:  | ATPase, coupled to transmembrane movement of substances | chr1:19921865-19927247 FORWARD	transport.ABC transporters and multidrug resistance systems	34_16

CUST_9913_PI399408534	2	0.07572746	0.35743618	-0.07949066	-0.04966545	-0.26248646	0.049666405	35_9324	"Cluster: Hypothetical protein T15C9_90; n=1; Arabidopsis thaliana|Rep: Hypothetical protein T15C9_90 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9M2V8	CHR3V7|COORD:20422453..20425572| SET domain-containing protein	AT3G55080.2	0	0	no descriptionvery weakly similar to (54.7)AT3G55080| Symbols:  | SET domain-containing protein | chr3:20422453-20425572 REVERSE	RNA.regulation of transcription.SET-domain transcriptional regulator family	27_3_69

CUST_61261_PI403524517	2	0.06055355	-0.2534895	0.026873589	-0.048631668	-0.026873589	0.07784653	35_17482	"Cluster: Putative prolyl endopeptidase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative prolyl endopeptidase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q658B2	CHR1V7|COORD:28576081..28579746| prolyl oligopeptidase	AT1G76140.1	CHR01V5|COORD:434415..445939|protein prolyl endopeptidase, putative, expressed	LOC_Os01g01830.1	no descriptionmoderately similar to ( 360)AT1G76140| Symbols:  | prolyl oligopeptidase | chr1:28576081-28579746 FORWARDnot assigned not assigned COG1505 Peptidase_S9 PtrB PRK10115 DAP2	protein.degradation	29_5

CUST_12276_PI403524517	2	-0.0655632	-0.241436	-0.0025491714	0.0025482178	0.032575607	0.07655525	35_3494	"Cluster: YbaK/prolyl-tRNA synthetase protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: YbaK/prolyl-tRNA synthetase protein-like - Oryza sativa (jap"	UniRef90_Q6Z302	CHR1V7|COORD:16942349..16944777| YbaK/prolyl-tRNA synthetase family protein	AT1G44835.2	CHR02V5|COORD:32324249..32320298|protein ybaK/prolyl-tRNA synthetase associated region, putative, expressed	LOC_Os02g52880.1	no descriptionmoderately similar to ( 286)AT1G44835| Symbols:  | YbaK/prolyl-tRNA synthetase family protein | chr1:16942349-16944777 FORWARDCOG3760 YbaK YbaK EbsC	protein.aa activation.proline-tRNA ligase	29_1_15

CUST_82360_PI403524517	2	0.01791954	0.27770805	-0.017918587	-0.043079376	-0.066431046	0.10072994	35_23621	Rep: OSIGBa0157A06.7 protein - Oryza sativa (Rice)	UniRef90_Q01IV2	CHR2V7|COORD:8718943..8725894| CLIP-associating protein (CLASP) -related	AT2G20190.1	CHR04V5|COORD:25141998..25130649|protein HEAT repeat family protein, expressed	LOC_Os04g42840.1	no descriptionweakly similar to ( 135)AT2G20190| Symbols:  | CLIP-associating protein (CLASP) -related | chr2:8718943-8725894 REVERSEnot assigned	not assigned.no ontology	35_1

CUST_4606_PI403524517	2	-0.14516258	-0.21042252	0.16578484	0.5055189	0.14516258	-0.3432598	35_1272	"Cluster: RNA recognition motif family protein, expressed; n=5; Oryza sativa (japonica cultivar-group)|Rep: RNA recognition motif family protein, expressed - Ory"	UniRef90_Q10NM2	CHR1V7|COORD:2258814..2259584| transformer serine/arginine-rich ribonucleoprotein, putative	AT1G07350.2	CHR03V5|COORD:8749601..8746578|protein arginine/serine-rich splicing factor RSP41, putative, expressed	LOC_Os03g15890.1	 no descriptionweakly similar to ( 121)AT1G07350| Symbols:  | transformer serine/arginine-rich ribonucleoprotein, putative | chr1:2258814-2259584 REVERSEvery weakly similar to (59.7)GRP10_BRANAGlycine-rich RNA-binding protein 10 - Brassica napus (Rape)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned RRM COG0724 RRM_1 	RNA.RNA binding	27_4

CUST_93937_PI403524517	2	0.039145947	0.6245351	-0.03914547	-0.11893368	1.2013273	-0.1711464	35_26860	"Cluster: Similar to Methylase involved in ubiquinone/menaquinone biosynthesis precursor; n=2; Nocardioides sp. JS614|Rep: Similar to Methylase involved in ubiqu"	UniRef90_Q3GYQ5	CHR3V7|COORD:8063070..8064482| leucine-rich repeat family protein / extensin family protein	AT3G22800.1	CHR01V5|COORD:23002782..23005468|protein expressed protein	LOC_Os01g40190.1	no description	not assigned.unknown	35_2

CUST_1871_PI403524517	2	1.0038633	-0.5931592	0.67101574	-0.65514183	-0.71286726	0.5931587	35_495	"Cluster: Hypothetical protein P0039G05.26; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0039G05.26 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5VNW4	0	0	CHR01V5|COORD:26128091..26127516|protein expressed protein	LOC_Os01g45470.1	no description	not assigned.unknown	35_2

CUST_14950_PI404877155	2	0.6708312	-0.033394814	0.2626109	0.033394814	-0.297091	-0.10932875	Contig8775_at	putative mRNA binding protein precursor [Oryza sativa (japonica cultivar-group)]	BAC83225.1	mRNA-binding protein, putative	At3g63140.1	protein expressed protein	Os07g11110	mRNA-binding protein, putative, similar to mRNA binding protein precursor (GI:26453355) (Lycopersicon esculentum)	RNA.regulation of transcription.unclassified	27_3_99

CUST_70735_PI403524517	2	0.043024063	0.18978024	-0.03804493	-0.09795952	-0.23957825	0.03804493	35_20266	"Cluster: Os07g0607300 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os07g0607300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D4S5	0	0	CHR07V5|COORD:24954506..24958951|protein DNA binding protein, putative, expressed	LOC_Os07g41640.3	no description	not assigned.unknown	35_2

CUST_115182_PI403524517	2	0.10733223	-0.44087887	0.011464119	0.004170418	-0.08221245	-0.004170418	35_32675	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_163497_PI403524517	2	-0.059387207	0.3828373	0.059386253	-0.266078	0.6176739	-0.16915321	35_45591	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_20696_PI403524517	2	0.1161108	0.05177784	-0.0382061	0.038207054	-0.091609	-0.054965973	35_6010	Rep: OSIGBa0101P20.5 protein - Oryza sativa (Rice)	UniRef90_Q01I77	CHR5V7|COORD:145864..146910| similar to Os04g0508100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001053268.1)	AT5G01350.1	CHR04V5|COORD:25166339..25169681|protein expressed protein	LOC_Os04g42910.1	no descriptionvery weakly similar to (68.9)AT5G01350| Symbols:  | similar to Os04g0508100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001053268.1) | chr5:145864-146910 REVERSE	not assigned.unknown	35_2

CUST_58679_PI403524517	2	-0.2722788	1.009345	-0.12025833	0.3653164	0.12025833	-0.35826397	35_16741	"Cluster: Outward-rectifying potassium channel; n=2; Hordeum vulgare subsp. vulgare|Rep: Outward-rectifying potassium channel - Hordeum vulgare var. distichum (T"	UniRef90_Q4G306	CHR5|COORD:22548584..22550344| outward rectifying potassium channel (KCO1), identical to kco1 (Arabidopsis thaliana) gi:2230761:emb:CAA69158 of the 2 pore, 4	AT5G55630.2	CHR03V5|COORD:30967857..30965235|protein calcium-activated outward-rectifying potassium channel 1, putative, expressed	LOC_Os03g54100.2	" no descriptionmoderately similar to ( 348)AT5G55630| Symbols: KCO1, ATKCO1, ATTPK1, TPK1 | KCO1 (CA2+ ACTIVATED OUTWARD RECTIFYING K+ CHANNEL 1); calcium-activated potassium channel/ outward rectifier potassium channel | chr5:22548944-22550119 FORWARDnot assigned not assigned not assigned not assigned not assigned Ion_trans_2 PRK10537 "	transport.potassium	34_15

CUST_117982_PI403524517	2	-0.05216694	-0.22477436	0.13049412	0.05216694	-0.15812778	0.07052517	35_33417	"Cluster: Glycosyl transferase family 8 protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Glycosyl transferase family 8 protein, expressed - O"	UniRef90_Q10LZ0	"CHR2V7|COORD:16168934..16172601| GAUT7/LGT7 (Galacturonosyltransferase 7); polygalacturonate 4-alpha-galacturonosyltransferase/ transferase,"	AT2G38650.1	CHR03V5|COORD:12117539..12112302|protein transferase, transferring glycosyl groups, putative, expressed	LOC_Os03g21250.1	no description	not assigned.unknown	35_2

CUST_7046_PI399408534	2	0.11940575	0.20176125	0.030360222	-0.108475685	-0.1469307	-0.030360222	35_5083	"Cluster: Putative transcription factor X1; n=1; Triticum monococcum|Rep: Putative transcription factor X1 - Triticum monococcum (Einkorn wheat) (Small spelt)"	UniRef90_Q8W563	CHR3|COORD:18041854..18045014| XH/XS domain-containing protein / XS zinc finger domain-containing protein, contains Pfam domains PF03469: XH domain, PF03468: XS	AT3G48670.2	CHR01V5|COORD:25689936..25694009|protein transcription factor X1, putative, expressed	LOC_Os01g44230.2	no descriptionmoderately similar to ( 356)AT3G48670| Symbols:  | XH/XS domain-containing protein / XS zinc finger domain-containing protein | chr3:18042225-18044600 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned XS Smc SbcC Myosin_tail_1 zf-XS COG1340 PRK03918 PRK02224 HEC1 DUF827 PRK01156 COG4487 HOOK TolA Filament COG1579 mukB SCP-1 COG5022 COG3264 COG4372 PRK11281	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_1711_PI403524517	2	0.04763031	0.15382767	0.027331352	-0.098285675	-0.19123459	-0.027331352	35_451	Rep: H0701F11.1 protein - Oryza sativa (Rice)	UniRef90_Q259L5	CHR1V7|COORD:28897189..28898313| F-box family protein (FBX3)	AT1G76920.1	CHR04V5|COORD:34887781..34885960|protein F-box domain containing protein, expressed	LOC_Os04g59010.1	no descriptionmoderately similar to ( 238)AT1G76920| Symbols:  | F-box family protein (FBX3) | chr1:28897189-28898313 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07003 PRK12323 Atrophin-1 DUF1421 PRK07764 Herpes_BLLF1 Tymo_45kd_70kd PRK12678 AF-4 HPC2 APC_basic PRK05648 Drf_FH1 GRASP55_65 Extensin_2 DUF566 IER TT_ORF1 Pneumo_att_G FimV MAP65_ASE1 Herpes_UL32	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_2336_PI403524517	2	-1.7800388	-0.5408373	0.048851013	0.89772606	0.86535454	-0.048851967	35_636	"Cluster: Os06g0142300 protein; n=7; Oryza sativa (japonica cultivar-group)|Rep: Os06g0142300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DEP2	CHR5V7|COORD:9054255..9055154| early nodulin-related	AT5G25940.1	CHR06V5|COORD:2205525..2204586|protein early nodulin 93, putative, expressed	LOC_Os06g05000.1	no descriptionvery weakly similar to (62.4)AT5G25940| Symbols:  | early nodulin-related | chr5:9054255-9055154 REVERSEvery weakly similar to (92.0)NO93_SOYBNEarly nodulin 93 - Glycine max (Soybean)ENOD93	development.unspecified	33_99

CUST_154894_PI403524517	2	0.038728714	0.052205086	0.06044388	-0.038728714	-0.06973648	-0.07925129	35_43274	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_10498_PI399408534	2	0.3655038	0.25988436	0.09716129	-0.30810165	-0.23715878	-0.09716129	35_17920	"Cluster: Putative methyl-binding domain (MBD108) protein; n=1; Brachypodium sylvaticum|Rep: Putative methyl-binding domain (MBD108) protein - Brachypodium sylva"	UniRef90_Q2L3B2	"CHR5|COORD:13540710..13542990| methyl-CpG-binding domain-containing protein, similar to methyl-CpG binding protein MBD4 (Mus musculus) GI:3800807; contains Pfam"	AT5G35330.2	CHR09V5|COORD:19155470..19150058|protein methyl-binding domain protein MBD111, putative, expressed	LOC_Os09g32090.1	" no descriptionweakly similar to ( 156)AT5G35330| Symbols: MBD2, MBD02 | MBD02 (methyl-CpG-binding domain 2); DNA binding | chr5:13540955-13542500 REVERSEnot assigned MeCP2_MBD MBD MBD MBD "	RNA.regulation of transcription.Methyl binding domain proteins	27_3_59

CUST_69400_PI403524517	2	0.07452583	0.04922867	-0.03720379	-0.14506817	-0.15213394	0.03720379	35_19857	"Cluster: Putative retinoblastoma-binding protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative retinoblastoma-binding protein - Oryza sativa (japon"	UniRef90_Q8H060	CHR3V7|COORD:7377828..7379948| transducin family protein / WD-40 repeat family protein	AT3G21060.1	CHR03V5|COORD:5629327..5625262|protein retinoblastoma-binding protein-like, putative, expressed	LOC_Os03g10990.1	no descriptionhighly similar to ( 560)AT3G21060| Symbols:  | transducin family protein / WD-40 repeat family protein | chr3:7377828-7379948 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned WD40 COG2319	development.unspecified	33_99

CUST_84899_PI403524517	2	0.18933725	-0.21906614	0.008918762	-0.03072548	-0.008919239	1.2792878	35_24325	"Cluster: VQ motif-containing protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: VQ motif-containing protein-like - Oryza sativa (japonica cultivar-g"	UniRef90_Q94J34	CHR1V7|COORD:6978101..6985306| family II extracellular lipase, putative	AT1G20130.1	CHR01V5|COORD:31627032..31625715|protein DNA-binding WRKY, putative, expressed	LOC_Os01g54400.1	no descriptionvery weakly similar to (51.2)AT1G28280| Symbols:  | VQ motif-containing protein | chr1:9886639-9887382 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07764 PRK12323 Extensin_2 Tymo_45kd_70kd DUF1421 Drf_FH1 Atrophin-1 APC_basic FAP PRK07003 PRK05648 Gag_spuma Totivirus_coat	not assigned.no ontology	35_1

CUST_157246_PI403524517	2	-0.17356014	-0.14543247	-0.0052042007	0.10471344	0.0609293	0.005203247	35_43912	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_96766_PI403524517	2	-0.16875362	-0.50632286	0.16875315	-0.5748215	0.98124075	0.6874404	35_27638	"Cluster: Os09g0573000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os09g0573000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IZE8	CHR5V7|COORD:1999182..2001050| pentatricopeptide (PPR) repeat-containing protein	AT5G06540.1	CHR01V5|COORD:30107126..30109995|protein selenium-binding protein-like, putative	LOC_Os01g51790.1	no descriptionweakly similar to ( 137)AT5G06540| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr5:1999182-2001050 REVERSE	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_108948_PI403524517	2	-0.6454563	0.045675278	0.53490734	0.38983345	-0.15510082	-0.045675278	35_30976	"Cluster: Hypothetical protein P0519E12.112; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0519E12.112 - Oryza sativa (japonica cultivar"	UniRef90_Q8LHN5	CHR5V7|COORD:15900498..15901112| calcium-binding EF hand family protein	AT5G39670.1	CHR07V5|COORD:26206842..26207776|protein EF hand family protein, expressed	LOC_Os07g43800.1	no description	not assigned.unknown	35_2

CUST_4866_PI403524517	2	0.20482874	0.3978939	0.5394926	-0.20482874	-0.25245523	-1.0423636	35_1343	"Cluster: Ice recrystallization inhibition protein 1 precursor; n=1; Triticum aestivum|Rep: Ice recrystallization inhibition protein 1 precursor - Triticum aesti"	UniRef90_Q56B90	CHR1V7|COORD:5901162..5903432| leucine-rich repeat family protein	AT1G17250.1	CHR07V5|COORD:423169..426822|protein phytosulfokine receptor precursor, putative, expressed	LOC_Os07g01710.1	no descriptionvery weakly similar to (85.1)AT1G17250| Symbols:  | leucine-rich repeat family protein | chr1:5901162-5903432 REVERSEvery weakly similar to (60.8)NORK_PEANodulation receptor kinase precursor - Pisum sativum (Garden pea)	stress.biotic	20_1

CUST_48859_PI403524517	2	0.08118248	-0.6638069	-0.052444458	0.13300896	-0.0128593445	0.012861252	35_13952	Rep: Protein H2A.6 - Triticum aestivum (Wheat)	UniRef90_Q43214	CHR5V7|COORD:575435..576454| histone H2A, putative	AT5G02560.1	CHR03V5|COORD:9478877..9477951|protein histone H2A, putative, expressed	LOC_Os03g17100.1	 no descriptionweakly similar to ( 152)AT5G27670| Symbols:  | histone H2A, putative | chr5:9792810-9793368 REVERSEweakly similar to ( 182)H2A5_WHEATProtein H2A.5 - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned H2A H2A HTA1 Histone PRK12323 Tymo_45kd_70kd PRK07003 HPC2 PRK08853 Herpes_BLLF1 Extensin_2 Atrophin-1 	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_34014_PI403524517	2	-0.04435444	0.065428734	0.044353485	-0.04707527	-0.4667449	0.5064573	35_9806	Rep: Putative resistance protein - Triticum turgidum (Poulard wheat) (Rivet wheat)	UniRef90_Q5EWZ2	0	0	CHR04V5|COORD:6428565..6432301|protein resistance protein LR10, putative	LOC_Os04g11780.1	no description	not assigned.unknown	35_2

CUST_21384_PI403524517	2	-0.014752388	0.026144981	0.005003929	0.007273674	-0.2827959	-0.0050029755	35_6205	"Cluster: Hypothetical protein OSJNBa0014C03.6; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0014C03.6 - Oryza sativa (japonica cu"	UniRef90_Q6AU77	"CHR5V7|COORD:8906687..8909850| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G52320.2); similar to Spectrin repeat [Medicago truncatula]"	AT5G25590.1	CHR05V5|COORD:19095223..19100596|protein expressed protein	LOC_Os05g32760.1	"no descriptionweakly similar to ( 192)AT5G25590| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G52320.2); similar to Spectrin repeat [Medicago truncatula] (GB:ABE93358.1); similar to Os05g0394200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001055459.1); contains InterPro domain Protein of unknown function DUF632; (InterPro:IPR006867); contains InterPro domain Protein of unknown function DUF630; (InterPro:IPR006868) | chr5:8906687-8909850 REVERSE"	not assigned.unknown	35_2

CUST_10877_PI403524517	2	0.06277752	-0.3914938	0.04416275	-0.044163704	-0.079787254	0.09244728	35_3072	"Cluster: Putative arm repeat-containing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative arm repeat-containing protein - Oryza sativa (japonic"	UniRef90_Q6ZC56	CHR2V7|COORD:9852933..9855842| armadillo/beta-catenin repeat family protein / U-box domain-containing protein	AT2G23140.1	CHR08V5|COORD:545227..550574|protein ubiquitin-protein ligase, putative, expressed	LOC_Os08g01900.1	no descriptionmoderately similar to ( 464)AT2G23140| Symbols:  | armadillo/beta-catenin repeat family protein / U-box domain-containing protein | chr2:9852933-9855842 REVERSEmoderately similar to ( 244)SPL11_ORYSAnot assigned not assigned not assigned ARM SRP1 KAP	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_133660_PI403524517	2	-0.08593941	0.4956627	-0.19834137	0.0882225	-0.023366928	0.023367882	35_37520	"Cluster: P0460E08.35 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: P0460E08.35 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q94DR5		0	CHR01V5|COORD:32389677..32384248|protein patatin-like phospholipase family protein, expressed	LOC_Os01g55650.1	no description	not assigned.unknown	35_2

CUST_13699_PI403524517	2	-0.24657106	-0.5433588	0.0997448	-0.0997448	0.3028612	0.17259407	35_3931	"Cluster: Putative DNA polymerase I 3'-5' exo domain; n=3; Oryza sativa (japonica cultivar-group)|Rep: Putative DNA polymerase I 3'-5' exo domain - Oryza sativa"	UniRef90_Q5N8X0	CHR1V7|COORD:12553275..12554277| 5'-3' exonuclease family protein	AT1G34380.1	CHR01V5|COORD:38285850..38281937|protein DNA polymerase I, putative, expressed	LOC_Os01g65400.2	no descriptionmoderately similar to ( 217)AT1G34380| Symbols:  | 5'-3' exonuclease family protein | chr1:12553275-12554277 REVERSE53EXOc 53EXOc Exo PRK08928 PRK07898 PRK08076 PRK05797 PRK07556 PRK07625 PRK08835 PRK07997 xni PRK06887 PRK05929 5_3_exonuc_N PRK08434 PRK08786 PRK07456 PRK05755 PRK07300 5_3_exonuc HhH2_motif	DNA.synthesis/chromatin structure	28_1

CUST_4738_PI403524517	2	0.21510029	0.67338467	-0.14917469	-0.036904335	-0.1764555	0.03690338	35_1307	"Cluster: Putative ethylene-responsive protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ethylene-responsive protein - Oryza sativa (japonica"	UniRef90_Q6K8D2	CHR1V7|COORD:3154605..3155836| ethylene-responsive protein, putative	AT1G09740.1	CHR02V5|COORD:32021281..32017449|protein ER6 protein, putative, expressed	LOC_Os02g52314.1	 no descriptionmoderately similar to ( 219)AT1G09740| Symbols:  | ethylene-responsive protein, putative | chr1:3154605-3155836 FORWARDnot assigned USP_Like Usp UspA STK_N PRK12678 	stress.abiotic.unspecified	20_2_99

CUST_16101_PI403524517	2	0.06319904	-0.3314886	-0.15473747	0.010640144	-0.010640144	0.04300022	35_4645	"Cluster: 3-beta-hydroxysteroid dehydrogenase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: 3-beta-hydroxysteroid dehydrogenase-like - Oryza sativa"	UniRef90_Q69IL0	CHR2V7|COORD:18038570..18042013| 3-beta hydroxysteroid dehydrogenase/isomerase family protein	AT2G43420.1	CHR09V5|COORD:20121252..20116959|protein sterol-4-alpha-carboxylate 3-dehydrogenase, decarboxylating, putative, expressed	LOC_Os09g34090.1	"no descriptionmoderately similar to ( 228)AT2G26260| Symbols: AT3BETAHSD/D2 | AT3BETAHSD/D2 (3BETA-HYDROXYSTEROID-DEHYDROGENASE/DECARBOXYLASE ISOFORM 2); 3-beta-hydroxy-delta5-steroid dehydrogenase | chr2:11185664-11189950 FORWARDnot assigned not assigned Reticulon 3Beta_HSD"	lipid metabolism.'exotics' (steroids, squalene etc).3-beta hydroxysteroid dehydrogenase/isomerase	11_8_4

CUST_17303_PI399408534	2	-0.05056095	-0.35581207	0.05056095	0.10406399	-0.057635307	0.18214226	35_22635	Rep: OSIGBa0140O07.7 protein - Oryza sativa (Rice)	UniRef90_Q01J36	CHR3V7|COORD:4707297..4708628| transcription factor	AT3G14180.1	CHR04V5|COORD:21993573..21995041|protein 6b-interacting protein 1, putative, expressed	LOC_Os04g36790.1	no descriptionvery weakly similar to (73.2)AT3G14180| Symbols:  | transcription factor | chr3:4707297-4708628 REVERSE	RNA.regulation of transcription.Trihelix, Triple-Helix transcription factor family	27_3_30

CUST_53512_PI403524517	2	0.07359886	-1.017313	-0.010252953	0.2836361	0.010252953	-0.23849964	35_15222	"Cluster: RuBisCO large subunit-binding protein subunit alpha, chloroplast precursor; n=2; BEP clade|Rep: RuBisCO large subunit-binding protein subunit alpha, ch"	UniRef90_P08823	"CHR2V7|COORD:11933680..11936261| CPN60A (chloroplast / 60 kDa chaperonin alpha subunit); ATP binding / protein binding / unfolded protein binding"	AT2G28000.1	CHR12V5|COORD:10290980..10295325|protein ruBisCO large subunit-binding protein subunit alpha, chloroplast precursor, putative, expressed	LOC_Os12g17910.1	" no descriptionweakly similar to ( 114)AT2G28000| Symbols: CH-CPN60A, SLP, CPN60A | CPN60A (chloroplast / 60 kDa chaperonin alpha subunit); ATP binding / protein binding / unfolded protein binding | chr2:11933680-11936261 FORWARDweakly similar to ( 130)RUBA_WHEATRuBisCO large subunit-binding protein subunit alpha, chloroplast precursor - Triticum aestivum (Wheat)not assigned groEL GroEL groEL groEL groEL groEL groEL GroL chaperonin_type_I_II Cpn60_TCP1 "	protein.folding	29_6

CUST_166438_PI403524517	2	-0.016339302	-0.07699776	-0.0017347336	0.23438263	0.3304205	0.0017347336	35_46367	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_149790_PI403524517	2	-0.35101795	0.36539555	-0.5366087	-0.77909756	0.56807995	0.35101795	35_41904	"Cluster: Putative diphosphonucleotide phosphatase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative diphosphonucleotide phosphatase - Oryza sativa (jap"	UniRef90_Q6ZI95	"CHR5V7|COORD:20540801..20543457| ATPAP27/PAP27 (purple acid phosphatase 27); acid phosphatase/ protein serine/threonine phosphatase"	AT5G50400.1	CHR09V5|COORD:19576951..19580595|protein nucleotide pyrophosphatase/phosphodiesterase, putative	LOC_Os09g32830.1	" no descriptionvery weakly similar to (94.4)AT5G50400| Symbols: ATPAP27, PAP27 | ATPAP27/PAP27 (purple acid phosphatase 27); acid phosphatase/ protein serine/threonine phosphatase | chr5:20540801-20543457 REVERSE"	misc.acid and other phosphatases	26_13

CUST_94518_PI403524517	2	0.2693596	0.108392715	-0.136652	-0.18039513	0.029500961	-0.029500008	35_27019	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10KR0	0	0	CHR03V5|COORD:14707574..14717112|protein expressed protein	LOC_Os03g25750.1	no description	not assigned.unknown	35_2

CUST_67473_PI403524517	2	0.030245781	-0.2080059	-0.066205025	-0.030246735	0.03192711	0.044983864	35_19270	Rep: Protein disulfide isomerase - Zea mays (Maize)	UniRef90_Q5EUD1	"CHR3V7|COORD:7182188..7186396| ATPDIL5-3 (PDI-LIKE 5-3); thiol-disulfide exchange intermediate"	AT3G20560.1	CHR07V5|COORD:20339312..20346068|protein OsPDIL5-4 - Oryza sativa protein disulfide isomerase, expressed	LOC_Os07g34030.1	"no descriptionhighly similar to ( 690)AT3G20560| Symbols: ATPDIL5-3 | ATPDIL5-3 (PDI-LIKE 5-3); thiol-disulfide exchange intermediate | chr3:7182188-7186396 FORWARDvery weakly similar to (74.3)PDI_HORVUProtein disulfide-isomerase precursor - Hordeum vulgare (Barley)not assigned not assigned not assigned not assigned not assigned DUF1692 PDI_a_family PDI_a_ERp44 PDI_a_ERp38 PDI_a_P5 PDI_a_ERp46 Thioredoxin PDI_a_MPD1_like PDI_a_PDIR PDI_a_ERdj5_N PDI_a_ERdj5_C PDI_a_TMX3 PDI_a_QSOX TRX_family"	redox.thioredoxin	21_1

CUST_13190_PI404877155	2	-0.018330574	0.15646076	-0.10335159	0.007429123	0.04432583	-0.007429123	Contig6904_at	OJ991214_12.18 [Oryza sativa (japonica cultivar-group)] emb|CAD40929.3| OSJNBa0033G16.5 [Oryza sativa (japonica cultivar-group)]	CAE01529.2	digalactosyldiacylglycerol synthase 1 (DGD1) / MGDG:MGDG galactosyltransferase / galactolipid galactosyltransfer	At3g11670.1	protein expressed protein	Os11g05990	digalactosyldiacylglycerol synthase 1 (MGDG:MGDG galactosyltransferase) (galactolipid galactosyltransferase) (DGD1)	lipid metabolism.glycolipid synthesis	11_10

CUST_45121_PI403524517	2	0.038692474	-0.24085712	-0.03869295	-0.3321452	0.23180008	0.04533863	35_12936	"Cluster: Os04g0593800 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os04g0593800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JAJ9	"CHR1V7|COORD:11663442..11666017| NHL8 (NDR1/HIN1-like 8); protein binding / zinc ion binding"	AT1G32340.1	CHR04V5|COORD:29797832..29801986|protein RING finger protein 14, putative, expressed	LOC_Os04g50740.1	"no descriptionweakly similar to ( 111)AT1G32340| Symbols: NHL8 | NHL8 (NDR1/HIN1-like 8); protein binding / zinc ion binding | chr1:11663442-11666017 REVERSE"	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_7542_PI403524517	2	0.036768913	-0.18116379	-0.03676796	0.10055351	-0.09159279	0.05475521	35_2098	"Cluster: Putative glycine-rich protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative glycine-rich protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6YT74	"CHR3V7|COORD:2411622..2413316| APM2/PEX13 (ABERRANT PEROXISOME MORPHOLOGY 2); protein binding"	AT3G07560.1	CHR07V5|COORD:2792408..2795656|protein glycine-rich protein, putative, expressed	LOC_Os07g05810.1	" no descriptionweakly similar to ( 141)AT3G07560| Symbols: APM2, PEX13 | APM2/PEX13 (ABERRANT PEROXISOME MORPHOLOGY 2); protein binding | chr3:2411622-2413316 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Drf_FH1 Extensin_2 Fork_head_N GRP GP38 DUF1210 "	not assigned.no ontology.glycine rich proteins	35_1_40

CUST_63029_PI403524517	2	0.03322506	-0.16415596	-0.04562378	0.00737381	0.022680283	-0.0073747635	35_17980	"Cluster: Hypothetical protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XXR4	"CHR4V7|COORD:13139035..13140728| GPP1 (GLYCEROL-3-PHOSPHATASE 1); hydrolase"	AT4G25840.1	CHR08V5|COORD:8765231..8761383|protein haloacid dehalogenase-like hydrolase domain-containing protein 1A, putative, expressed	LOC_Os08g14580.1	"no descriptionmoderately similar to ( 335)AT4G25840| Symbols: GPP1 | GPP1 (GLYCEROL-3-PHOSPHATASE 1); hydrolase | chr4:13139035-13140728 FORWARDnot assigned not assigned COG0637 Hydrolase PRK10725 Gph PRK10826 COG1011 PRK11587"	N-metabolism.ammonia metabolism.unspecified	12_2_99

CUST_38226_PI403524517	2	-0.011101723	0.48399925	0.023312569	-0.13029003	0.011100769	-0.11855316	35_11002	"Cluster: Hypothetical protein OSJNBa0057M23.134; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0057M23.134 - Oryza sativa (japonic"	UniRef90_Q6Z4R9	CHR2V7|COORD:6991154..6992438| PDV2 (PLASTID DIVISION2)	AT2G16070.2	CHR07V5|COORD:1199675..1197488|protein expressed protein	LOC_Os07g03130.1	no descriptionvery weakly similar to (59.3)AT2G16070| Symbols: PDV2 | PDV2 (PLASTID DIVISION2) | chr2:6991154-6992438 REVERSE	not assigned.unknown	35_2

CUST_13736_PI403524517	2	0.021496773	0.09774017	-0.1458273	0.0040197372	-0.0040187836	-0.0077371597	35_3940	"Cluster: UPF0308 protein, chloroplast, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: UPF0308 protein, chloroplast, putative, expressed -"	UniRef90_Q10N28	"CHR2V7|COORD:15647314..15648799| Identical to UPF0308 protein At2g37240, chloroplast precursor [Arabidopsis Thaliana] (GB:Q9ZUU2;GB:Q94A62); similar to unknown"	AT2G37240.1	CHR03V5|COORD:9767924..9770907|protein expressed protein	LOC_Os03g17600.1	" no descriptionmoderately similar to ( 266)AT2G37240| Symbols:  | Identical to UPF0308 protein At2g37240, chloroplast precursor [Arabidopsis Thaliana] (GB:Q9ZUU2;GB:Q94A62); similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G65840.1); similar to Os03g0284600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001049763.1); similar to PREDICTED: similar to TPA_exp: C9ORF21 isoform 2 [Pan troglodytes] (GB:XP_520707.2); similar to Os03g0729200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001051153.1); contains InterPro domain Thioredoxin-like fold; (InterPro:IPR012336); contains InterPro domain Thioredoxin fold; (InterPro:IPR012335) | chr2:15647314-15648799 REVERSEnot assigned PRX_like2 "	not assigned.no ontology	35_1

CUST_86998_PI403524517	2	0.10017395	-9.3746185E-4	-0.02812004	9.3746185E-4	-0.3251629	1.0599017	35_24915	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_84044_PI403524517	2	0.21314335	0.32367325	-0.0457592	-0.047823906	0.03459549	-0.03459549	35_24086	"Cluster: Hypothetical protein OJ1225_F07.7; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1225_F07.7 - Oryza sativa (japonica cultivar"	UniRef90_Q6H7Q9	"CHR3V7|COORD:3876695..3878628| similar to unnamed protein product; contains similarity to unknown protein gb|AAF49891.1 gene_id:T23B7.11-related [Medicago"	AT3G12150.1	CHR02V5|COORD:5328300..5324531|protein expressed protein	LOC_Os02g10160.1	"no descriptionmoderately similar to ( 404)AT3G12150| Symbols:  | similar to unnamed protein product; contains similarity to unknown protein gb|AAF49891.1 gene_id:T23B7.11-related [Medicago truncatula] (GB:ABE94640.1); similar to Os02g0195000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001046183.1); contains domain no description (G3D.3.40.50.1820); contains domain SUBFAMILY NOT NAMED (PTHR13617:SF1); contains domain alpha/beta-Hydrolases (SSF53474); contains domain FAMILY NOT NAMED (PTHR13617) | chr3:3876695-3878628 REVERSEnot assigned"	not assigned.unknown	35_2

CUST_104674_PI403524517	2	0.34827137	0.013597488	-0.013597012	0.16069031	-0.2520151	-0.10809612	35_29826	0	0	CHR1V7|COORD:23241239..23242177| invertase/pectin methylesterase inhibitor family protein	AT1G62760.1	0	0	no description	not assigned.unknown	35_2

CUST_51577_PI403524517	2	-0.004383087	0.004383087	0.23997307	-0.37231255	0.18338394	-0.37468624	35_14701	Rep: Beta-cyanoalanine synthase - Oryza sativa (indica cultivar-group)	UniRef90_Q5UJF9	"CHR3V7|COORD:22746860..22748767| ATCYSC1 (BETA-SUBSTITUTED ALA SYNTHASE 3;1); L-3-cyanoalanine synthase/ cysteine synthase"	AT3G61440.1	CHR04V5|COORD:4448989..4444554|protein cysteine synthase, chloroplast precursor, putative, expressed	LOC_Os04g08350.4	" no descriptionmoderately similar to ( 219)AT3G61440| Symbols: ARATH;BSAS3;1, ATCYSC1 | ATCYSC1 (BETA-SUBSTITUTED ALA SYNTHASE 3;1) | chr3:22747358-22748767 FORWARDweakly similar to ( 200)CYSKP_CAPANCysteine synthase, chloroplast/chromoplast precursor - Capsicum annuum (Bell pepper)not assigned not assigned not assigned CysK cysM PRK10717 PALP IlvA PRK08198 PRK07334 PRK06382 PRK09224 PRK07476 PRK08526 "	amino acid metabolism.synthesis.serine-glycine-cysteine group.cysteine.OASTL	13_1_5_3_1

CUST_139878_PI403524517	2	0.16456032	0.02961731	-0.24233341	-0.02961731	0.29366398	-0.24343204	35_39226	"Cluster: Pex2/Pex12 amino terminal region family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Pex2/Pex12 amino terminal region family pr"	UniRef90_Q337M1	CHR3V7|COORD:1186647..1189100| APM4/ATPEX12/PEX12 (PEROXIN-12)	AT3G04460.1	CHR10V5|COORD:16921376..16926275|protein peroxisome assembly protein 12, putative, expressed	LOC_Os10g32960.1	 no descriptionweakly similar to ( 152)AT3G04460| Symbols: PEX12, ATPEX12, APM4 | APM4/ATPEX12/PEX12 (PEROXIN-12) | chr3:1186647-1189100 FORWARDnot assigned Pex2_Pex12 	not assigned.no ontology	35_1

CUST_13646_PI403524517	2	0.029810429	-0.7372513	-0.19771671	0.020120144	-0.01899767	0.01899767	35_3915	"Cluster: Putative leucine zipper protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative leucine zipper protein - Oryza sativa (japonica cultivar-gro"	UniRef90_Q67UK2	"CHR3V7|COORD:4054970..4056833| similar to calcium ion binding [Arabidopsis thaliana] (TAIR:AT1G15860.1); similar to SM10 [Nicotiana tabacum] (GB:ABI49160.1);"	AT3G12760.1	CHR06V5|COORD:6931491..6927357|protein DCN1-like protein 2, putative, expressed	LOC_Os06g12690.1	"no descriptionmoderately similar to ( 373)AT3G12760| Symbols:  | similar to calcium ion binding [Arabidopsis thaliana] (TAIR:AT1G15860.1); similar to SM10 [Nicotiana tabacum] (GB:ABI49160.1); contains InterPro domain UBA-like; (InterPro:IPR009060); contains InterPro domain Protein of unknown function DUF298; (InterPro:IPR005176); contains InterPro domain Ubiquitin-associated; (InterPro:IPR000449) | chr3:4054970-4056833 FORWARDnot assigned DUF298"	not assigned.no ontology	35_1

CUST_179035_PI403524517	2	-0.059143066	0.111586094	0.32246304	0.037047863	-0.037047386	-0.0945487	35_49796	"Cluster: AT hook motif-containing protein, putative; n=1; Oryza sativa (japonica cultivar-group)|Rep: AT hook motif-containing protein, putative - Oryza sativa"	UniRef90_Q2R1R7	"CHR1V7|COORD:20317523..20323221| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G13250.1); similar to unknown protein [Arabidopsis thaliana]"	AT1G54430.1	CHR11V5|COORD:22177438..22171353|protein retrotransposon protein, putative, unclassified	LOC_Os11g38300.1	" no descriptionvery weakly similar to (98.2)AT1G54430| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G13250.1); similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G30420.1); similar to AT hook motif-containing protein-related [Arabidopsis thaliana] (TAIR:AT3G42100.1); similar to AT hook motif-containing protein, putative [Oryza sativa (japonica cultivar-group)] (GB:ABA94947.1); similar to Protein of unknown function DUF889, eukaryote [Medicago truncatula] (GB:ABE82731.1); similar to putative helicase [Oryza sativa (japonica cultivar-group)] (GB:AAV44035.1); contains InterPro domain Nucleic acid-binding, OB-fold, subgroup; (InterPro:IPR012340); contains InterPro domain Nucleic acid-binding, OB-fold; (InterPro:IPR008994); contains InterPro domain Protein of unknown function DUF889, eukaryote; (InterPro:IPR010285) | chr1:20317523-20323221 REVERSE"	DNA.unspecified	28_99

CUST_49730_PI403524517	2	0.15976572	-0.38505745	-0.36426544	0.32701254	-0.1263237	0.12632322	35_14202	Rep: Plasma membrane proton ATPase - Hordeum vulgare (Barley)	UniRef90_Q9FSI7	"CHR3V7|COORD:14735295..14739048| AHA8 (ARABIDOPSIS H(+)-ATPASE 8); ATPase"	AT3G42640.1	CHR04V5|COORD:33238676..33245863|protein plasma membrane ATPase, putative, expressed	LOC_Os04g56160.2	"no descriptionvery weakly similar to ( 100)AT3G42640| Symbols: AHA8 | AHA8 (ARABIDOPSIS H(+)-ATPASE 8); ATPase | chr3:14735295-14739048 FORWARDweakly similar to ( 111)PMA1_WHEATPlasma membrane ATPase - Triticum aestivum (Wheat)not assigned"	transport.p- and v-ATPases	34_1

CUST_20598_PI403524517	2	0.04356861	-0.030646324	-0.009026527	-0.052217484	0.009026527	0.059511185	35_5979	Rep: Telomere binding protein - Nicotiana tabacum (Common tobacco)	UniRef90_A0ZPR8	"CHR1V7|COORD:2318430..2321045| TRFL2 (TRF-LIKE 2); DNA binding"	AT1G07540.1	CHR03V5|COORD:9226382..9231661|protein initiator-binding protein, putative, expressed	LOC_Os03g16700.3	" no descriptionweakly similar to ( 125)AT3G12560| Symbols: ATTBP2, TRFL9 | TRFL9 (TRF-LIKE 9); DNA binding | chr3:3982279-3984855 REVERSE"	DNA.synthesis/chromatin structure	28_1

CUST_1347_PI404877155	2	-0.07084656	0.63303185	1.5449524E-4	-1.5544891E-4	-0.34019566	0.09429073	Contig11449_at	P-type ATPase [Hordeum vulgare]	CAC40031.1	calcium-transporting ATPase, plasma membrane-type, putative / Ca2+-ATPase, putative (ACA11)	At3g57330.1	protein calcium-translocating P-type ATPase, PMCA-type	Os11g04460	"calcium-transporting ATPase, plasma membrane-type, putative / Ca2+-ATPase, putative (ACA11), identical to SP:Q9M2L4:ACAB_ARATH Potential calcium-transporting ATPase 11, plasma membrane-type (EC 3.6.3.8) (Ca(2+)-ATPase isoform 11) {Arabidopsis thaliana}; s"	signalling.calcium	30_3

CUST_4258_PI403524517	2	0.058722496	0.29943943	-0.058722496	-0.09762192	-0.24427319	0.06483936	35_1177	"Cluster: GAMYB-binding protein; n=1; Hordeum vulgare subsp. vulgare|Rep: GAMYB-binding protein - Hordeum vulgare var. distichum (Two-rowed barley)"	UniRef90_Q84UD4	CHR2V7|COORD:13008198..13009163| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G46300.1)	AT2G30505.1	CHR06V5|COORD:884831..891704|protein serine/threonine-protein kinase MAK, putative, expressed	LOC_Os06g02550.2	no description	not assigned.unknown	35_2

CUST_18664_PI403524517	2	0.19320536	-0.6544652	-0.026400566	0.14383745	0.02640009	-0.1535883	35_5397	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QWN1	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	CHR12V5|COORD:4521569..4522688|protein expressed protein	LOC_Os12g08790.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07764 Extensin_2 PRK07003 HpaP Atrophin-1 Drf_FH1 PRK12678	not assigned.unknown	35_2

CUST_18566_PI403524517	2	0.06528664	0.082512856	-0.011780739	-0.09969807	-0.022695541	0.011780739	35_5366	0	0	0	0	CHR06V5|COORD:26203626..26198323|protein proteasome subunit beta type 3, putative, expressed	LOC_Os06g43570.1	no description	not assigned.unknown	35_2

CUST_49138_PI403524517	2	-0.020846367	-0.43140602	-0.14783096	0.02084732	0.085250854	0.034202576	35_14024	"Cluster: PREDICTED: similar to histone 1, H2ai (predicted); n=1; Canis familiaris|Rep: PREDICTED: similar to histone 1, H2ai (predicted) - Canis familiaris"	UniRef90_UPI00005A5838	CHR5V7|COORD:3270479..3270889| histone H3	AT5G10400.1	CHR11V5|COORD:2622185..2621575|protein histone H3, putative, expressed	LOC_Os11g05730.1	no descriptionmoderately similar to ( 262)AT5G65360| Symbols:  | histone H3 | chr5:26137325-26137735 REVERSEmoderately similar to ( 261)H32_WHEATHistone H3.2 - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned H3 HHT1 Histone HemY PRK07003 PRK12323 Tymo_45kd_70kd PRK11883 PRK12416 PRK07764	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_15687_PI399408534	2	0.08998346	0.23118734	-0.08998394	-0.32322502	-0.23523426	0.2424879	35_19944	"Cluster: TPR Domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: TPR Domain containing protein, expressed - Oryza sativa (jap"	UniRef90_Q10S22	"CHR4V7|COORD:14130052..14132605| NPGR2 (NO POLLEN GERMINATION RELATED 2); calmodulin binding"	AT4G28600.1	CHR03V5|COORD:2076715..2081126|protein NPGR2, putative, expressed	LOC_Os03g04500.2	"no descriptionhighly similar to ( 502)AT4G28600| Symbols: NPGR2 | NPGR2 (NO POLLEN GERMINATION RELATED 2); calmodulin binding | chr4:14130052-14132605 FORWARDnot assigned not assigned not assigned NrfG TPR"	signalling.calcium	30_3

CUST_10723_PI403524517	2	0.010545731	-0.044262886	0.07268143	-0.016384125	0.05696106	-0.010545731	35_3027	"Cluster: Hypothetical protein OJ1135_F06.5; n=3; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1135_F06.5 - Oryza sativa (japonica cultivar"	UniRef90_Q6ZHU5	CHR1V7|COORD:10223447..10224578| nucleic acid binding	AT1G29250.1	CHR02V5|COORD:5742520..5740411|protein expressed protein	LOC_Os02g10810.1	no descriptionweakly similar to ( 169)AT1G29250| Symbols:  | nucleic acid binding | chr1:10223447-10224578 REVERSEAlba	not assigned.unknown	35_2

CUST_36044_PI403524517	2	-0.021823883	0.28980446	-1.8024445E-4	0.1003418	1.8119812E-4	-0.067554474	35_10393	"Cluster: Diaphanous protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Diaphanous protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69MT2	"CHR3V7|COORD:9252557..9256063| AFH1 (FORMIN HOMOLOGY 1); actin binding"	AT3G25500.1	CHR09V5|COORD:20179233..20182554|protein AFH1, putative, expressed	LOC_Os09g34180.1	" no descriptionweakly similar to ( 194)AT3G25500| Symbols: FH1, AHF1, AFH1 | AFH1 (FORMIN HOMOLOGY 1); actin binding | chr3:9252557-9256063 REVERSEnot assigned FH2 FH2 "	not assigned.no ontology.formin homology 2 domain-containing protein	35_1_20

CUST_10854_PI403524517	2	0.12592411	0.7361107	-0.040743828	-0.19914818	0.040743828	-0.1707964	35_3065	Rep: SNF1-related protein kinase - Zea mays (Maize)	UniRef90_Q6RXY1	"CHR3V7|COORD:31444..34150| AKIN10 (Arabidopsis SNF1 kinase homolog 10, SNF1-RELATED PROTEIN KINASE 1.1); protein kinase"	AT3G01090.2	CHR03V5|COORD:9985438..9991075|protein carbon catabolite derepressing protein kinase, putative, expressed	LOC_Os03g17980.1	" no descriptionmoderately similar to ( 458)AT3G01090| Symbols: SnRK1.1, AKIN10 | AKIN10 (Arabidopsis SNF1 kinase homolog 10, SNF1-RELATED PROTEIN KINASE 1.1); protein kinase | chr3:31444-34150 REVERSEmoderately similar to ( 447)RKIN1_SECCECarbon catabolite-derepressing protein kinase - Secale cereale (Rye)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase SPS1 Pkinase_Tyr TyrKc PTKc PTKc_FAK PTKc_Jak_rpt2 PTKc_Tec_Rlk PTKc_Tec_like PTKc_PDGFR PTKc_Srm_Brk PTKc_Trk PTKc_Jak2_Jak3_rpt2 PTKc_Src_like PTKc_InsR_like PTKc_Csk_like PTKc_Syk_like PTKc_Axl_like PTKc_Btk_Bmx PTKc_EphR PTKc_Itk PTKc_Tyro3 PTKc_Lyn PTKc_Tyk2_rpt2 PTKc_Ack_like PTKc_FGFR PTKc_EGFR_like PTKc_DDR PTKc_Ror PTKc_Fes PTKc_Jak1_rpt2 PTKc_Abl PTKc_Lck_Blk PTKc_Fes_like PTKc_EphR_A PTKc_Csk PTKc_Hck PTKc_Frk_like PTKc_RET PTKc_EphR_A2 PTKc_TrkC PTKc_Chk PTKc_TrkB PTK_CCK4 PTKc_EphR_B PTKc_Fyn_Yrk PTKc_Met_Ron PTKc_Zap-70 PTKc_Syk PTKc_HER4 PTKc_Yes PTKc_TrkA PTKc_Musk PTKc_FGFR3 PTKc_Src PTKc_Tie1 PTKc_Axl PTKc_FGFR1 PTKc_FGFR4 PTKc_Ror2 PTKc_Aatyk PTKc_EGFR PTKc_Tie PTKc_DDR_like PTKc_FGFR2 PTKc_HER2 PTKc_Tie2 PTKc_Fer PTKc_DDR1 PTK_HER3 PTKc_EphR_A10 PTKc_ALK_LTK PTKc_VEGFR PTK_Ryk PTKc_PDGFR_alpha PTKc_DDR2 PTKc_c-ros PTKc_InsR PTKc_Aatyk1_Aatyk3 PTKc_Aatyk2 PTKc_IGF-1R PTKc_Ror1 PTKc_PDGFR_beta PTKc_Kit PTKc_VEGFR3 PTKc_VEGFR2 PTKc_CSF-1R "	protein.postranslational modification	29_4

CUST_110062_PI403524517	2	0.04881668	-0.47171688	-0.001168251	0.001168251	0.051322937	-0.13386059	35_31271	"Cluster: Protease, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Protease, putative, expressed - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2R2M2	CHR4V7|COORD:16432015..16433756| protease-related	AT4G34360.1	CHR11V5|COORD:20219428..20222344|protein S-adenosylmethionine-dependent methyltransferase/ catalytic, putative, expressed	LOC_Os11g35340.1	no descriptionmoderately similar to ( 233)AT4G34360| Symbols:  | protease-related | chr4:16432015-16433756 FORWARDnot assigned Methyltransf_11 UbiE	protein.degradation	29_5

CUST_88098_PI403524517	2	0.1224699	0.15041447	-0.011528969	-0.0032949448	-0.01784134	0.003293991	35_25222	"Cluster: Putative DNA binding domain containing protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Putative DNA binding domain containing protein - Oryza"	UniRef90_Q8H902	"CHR3V7|COORD:1123238..1127522| PTAC3 (PLASTID TRANSCRIPTIONALLY ACTIVE3); DNA binding"	AT3G04260.1	CHR10V5|COORD:16710651..16718242|protein DNA binding protein, putative, expressed	LOC_Os10g32540.1	"no descriptionweakly similar to ( 162)AT3G04260| Symbols: PTAC3 | PTAC3 (PLASTID TRANSCRIPTIONALLY ACTIVE3); DNA binding | chr3:1123238-1127522 REVERSE"	DNA.synthesis/chromatin structure	28_1

CUST_156458_PI403524517	2	-0.3226595	0.005036831	-0.049082756	-0.005036354	0.12188101	0.19281864	35_43698	"Cluster: Deoxymugineic acid synthase 1; n=3; Triticeae|Rep: Deoxymugineic acid synthase 1 - Hordeum vulgare (Barley)"	UniRef90_Q8LPA9	"CHR3V7|COORD:8729769..8734122| ATGR1; glutathione-disulfide reductase"	AT3G24170.1	CHR02V5|COORD:34831877..34838075|protein glutathione reductase, cytosolic, putative, expressed	LOC_Os02g56850.4	no descriptionvery weakly similar to (56.6)GSHRC_ORYSA	redox.ascorbate and glutathione.glutathione	21_2_2

CUST_8439_PI404877155	2	0.520689	-0.5999985	-0.76367044	0.2342987	-0.23429775	0.9437647	Contig24957_at	Pathogenesis-related protein PR-1 precursor pir||S47171 gene PR-1 protein - barrel medic	Q40374	allergen V5/Tpx-1-related family protein	At4g30320.1	protein PR-1-like protein [imported] - Arabidopsis thaliana	Os02g54540	"allergen V5/Tpx-1-related family protein, similar to SP:Q40374 Pathogenesis-related protein PR-1 precursor {Medicago truncatula}; contains Pfam profile PF00188: SCP-like extracellular protein"	stress.abiotic.unspecified	20_2_99

CUST_23165_PI403524517	2	-0.0076351166	0.15369701	-0.13382912	-0.10785103	0.15535164	0.007634163	35_6733	"Cluster: Putative naphthoate synthase menB; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative naphthoate synthase menB - Oryza sativa (japonica cultivar"	UniRef90_Q8LR33	CHR1V7|COORD:22309653..22311757| naphthoate synthase, putative / dihydroxynaphthoic acid synthetase, putative / DHNA synthetase, putative	AT1G60550.1	CHR01V5|COORD:27381452..27377697|protein naphthoate synthase, putative, expressed	LOC_Os01g47350.1	 no descriptionmoderately similar to ( 222)AT1G60550| Symbols:  | naphthoate synthase, putative / dihydroxynaphthoic acid synthetase, putative / DHNA synthetase, putative | chr1:22309653-22311757 REVERSEnot assigned not assigned PRK07396 MenB PRK08321 PRK05809 PRK07510 PRK07657 CaiD PRK08139 PRK06127 PRK08290 PRK07628 PRK06210 PRK08138 PRK07658 PRK07327 PRK06951 PRK05979 PRK09245 PRK06688 PRK06144 PRK05980 PRK09076 PRK05995 PRK05674 PRK06190 PRK05862 PRK07830 PRK11423 PRK06495 ECH PRK08258 PRK03580 PRK07938 PRK06494 PRK06563 PRK06142 PRK05869 PRK05981 PRK07511 PRK07468 PRK08140 PRK09674 PRK07629 	amino acid metabolism.degradation.aspartate family.lysine	13_2_3_5

CUST_36467_PI403524517	2	0.042107582	-0.64227676	-0.09702492	0.21389389	0.1414032	-0.042108536	35_10516	"Cluster: Dehydration-responsive family protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Dehydration-responsive family protein-like - Oryza"	UniRef90_Q6EP94	CHR4V7|COORD:6459724..6461928| dehydration-responsive family protein	AT4G10440.1	CHR02V5|COORD:27528754..27524960|protein ankyrin protein kinase-like, putative, expressed	LOC_Os02g45310.1	no descriptionmoderately similar to ( 244)AT4G10440| Symbols:  | dehydration-responsive family protein | chr4:6459724-6461928 REVERSEnot assigned not assigned not assigned DUF248	stress.abiotic.drought/salt	20_2_3

CUST_13868_PI403524517	2	0.05726242	0.38169575	-0.013184547	-0.22480297	-0.11672115	0.013183594	35_3976	"Cluster: Spc97/Spc98 family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Spc97/Spc98 family protein, expressed - Oryza sativa (japonica"	UniRef90_Q2QMF8	"CHR1V7|COORD:30180816..30185403| EMB1427 (EMBRYO DEFECTIVE 1427); tubulin binding"	AT1G80260.1	CHR12V5|COORD:25571379..25577975|protein transferase, transferring glycosyl groups, putative, expressed	LOC_Os12g41290.1	"no descriptionweakly similar to ( 192)AT1G80260| Symbols: EMB1427 | EMB1427 (EMBRYO DEFECTIVE 1427); tubulin binding | chr1:30180816-30185403 FORWARDSpc97_Spc98"	cell.organisation	31_1

CUST_138746_PI403524517	2	-0.005445957	0.005446434	0.0713563	-0.66480255	-0.33956814	2.120409	35_38917	"Cluster: Hypothetical protein P0038F09.34-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0038F09.34-1 - Oryza sativa (japonica cultiv"	UniRef90_Q6Z3A7	"CHR5V7|COORD:4496198..4500208| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G45830.1); similar to unknown protein [Oryza sativa (japonica"	AT5G13950.1	CHR07V5|COORD:16204321..16194134|protein expressed protein	LOC_Os07g27760.4	"no descriptionweakly similar to ( 115)AT5G13950| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G45830.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAC84162.1); contains domain NFRKB-RELATED (PTHR13052); contains domain NFRKB (PTHR13052:SF1) | chr5:4496198-4500208 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07764 Herpes_BLLF1 PRK05648 Atrophin-1 PRK08853 PRK07003 Tymo_45kd_70kd"	not assigned.unknown	35_2

CUST_65866_PI403524517	2	-0.017389774	0.23694277	0.01058197	-0.01058197	0.18425703	-0.045519352	35_18813	"Cluster: Os09g0503400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os09g0503400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J0N6	CHR1V7|COORD:3113079..3116457| ATP binding / aminoacyl-tRNA ligase	AT1G09620.1	CHR09V5|COORD:19472047..19476757|protein leucyl-tRNA synthetase, cytoplasmic, putative, expressed	LOC_Os09g32650.1	no descriptionhighly similar to ( 875)AT1G09620| Symbols:  | ATP binding / aminoacyl-tRNA ligase | chr1:3113079-3116457 REVERSEnot assigned not assigned not assigned not assigned leuS LeuS LeuRS_core Ile_Leu_Val_MetRS_core ValS tRNA-synt_1 ValRS_core CysS valS CysRS_core MetG tRNA-synt_1g cysS tRNA-synt_1e MetRS_core Anticodon_1 PRK12268 metG ileS IleS	protein.aa activation. leucine-tRNA ligase	29_1_4

CUST_8155_PI404877155	2	0.72685957	-0.7747607	-0.059616566	0.117353916	-0.2426753	0.059616566	Contig24061_at	Hydrophobic protein OSR8 dbj|BAB03289.1| hydrophobic polypeptide [Oryza sativa]	Q9LRI7	hydrophobic protein, putative / low temperature and salt responsive protein, putative	At4g28088.1	protein Uncharacterized protein family, putative	Os06g44220	hydrophobic protein, putative / low temperature and salt responsive protein, putative, similar to Hydrophobic protein RCI2A (Low temperature and salt responsive protein LTI6A) GI:15214251	stress.abiotic.cold	20_2_2

CUST_67087_PI403524517	2	0.2208643	0.015572548	0.019247055	-0.06333256	-0.115151405	-0.015573502	35_19161	"Cluster: BGGP Beta-1-3-galactosyl-O-glycosyl-glycoprotein; n=8; Triticeae|Rep: BGGP Beta-1-3-galactosyl-O-glycosyl-glycoprotein - Triticum"	UniRef90_Q5BHS4	CHR5V7|COORD:16021722..16023656| glycosyltransferase family 14 protein / core-2/I-branching enzyme family protein	AT5G39990.1	CHR12V5|COORD:27402631..27404909|protein BGGP Beta-1-3-galactosyl-O-glycosyl-glycoprotein, putative, expressed	LOC_Os12g44240.1	no descriptionmoderately similar to ( 374)AT5G39990| Symbols:  | glycosyltransferase family 14 protein / core-2/I-branching enzyme family protein | chr5:16021722-16023656 FORWARDnot assigned Branch	misc.UDP glucosyl and glucoronyl transferases	26_2

CUST_10144_PI403524517	2	-0.008489609	0.10991287	-0.061271667	0.028086662	0.008489609	-0.05207157	35_2863	"Cluster: Os11g0622800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os11g0622800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IRJ9	CHR1V7|COORD:27363008..27364538| cinnamyl-alcohol dehydrogenase, putative	AT1G72680.1	CHR10V5|COORD:6305945..6309400|protein mannitol dehydrogenase, putative, expressed	LOC_Os10g11810.2	 no descriptionmoderately similar to ( 496)AT1G72680| Symbols:  | cinnamyl-alcohol dehydrogenase, putative | chr1:27363008-27364538 REVERSEmoderately similar to ( 338)MTDH_MESCRProbable mannitol dehydrogenase - Mesembryanthemum crystallinum (Common ice plant)not assigned not assigned not assigned not assigned not assigned not assigned AdhP AdhC PRK09422 Tdh Qor ADH_N tdh ADH_zinc_N PRK10309 PRK10083 PRK09880 	secondary metabolism.phenylpropanoids.lignin biosynthesis.CAD	16_2_1_10

CUST_2465_PI404877155	2	0.105623245	-0.46148682	-0.1920805	-1.411438E-4	1.411438E-4	0.010799408	Contig12847_at	Phytochrome B pir||S14065 phytochrome B - rice	P25764	phytochrome B (PHYB)	At2g18790.1	protein phytochrome C	Os03g54080	phytochrome B	signalling.light	30_11

CUST_100540_PI403524517	2	0.16735697	-0.16735649	-0.20899487	-0.28063202	1.0862007	0.5591135	35_28695	"Cluster: Expressed protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2RBQ6	"CHR1V7|COORD:11261686..11262591| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G23270.1); similar to hypothetical protein [Neurospora crassa"	AT1G31460.1	CHR12V5|COORD:104920..111633|protein RNA recognition motif family protein, expressed	LOC_Os12g01190.3	no description	not assigned.unknown	35_2

CUST_68271_PI403524517	2	-0.25502682	-0.19950008	-0.40742302	0.3333702	0.1994996	0.7660942	35_19517	"Cluster: Eukaryotic aspartyl protease family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Eukaryotic aspartyl protease family protein, e"	UniRef90_Q10M95	CHR2V7|COORD:966503..967888| aspartyl protease family protein	AT2G03200.1	CHR03V5|COORD:11446469..11448122|protein aspartic proteinase nepenthesin-1 precursor, putative, expressed	LOC_Os03g20290.1	no descriptionweakly similar to ( 110)AT2G03200| Symbols:  | aspartyl protease family protein | chr2:966503-967888 REVERSEnot assigned	protein.degradation.aspartate protease	29_5_4

CUST_14606_PI399408534	2	0.6144409	-0.91267014	-0.905426	0.7165661	0.10387802	-0.10387707	35_18244	"Cluster: Hypothetical protein OJ1439_F07.29; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1439_F07.29 - Oryza sativa (japonica"	UniRef90_Q651Z9	CHR4V7|COORD:18161570..18163039| zinc finger (B-box type) family protein	AT4G38960.1	CHR09V5|COORD:20649512..20645916|protein salt tolerance-like protein, putative, expressed	LOC_Os09g35880.1	no descriptionmoderately similar to ( 227)AT4G38960| Symbols:  | zinc ion binding | chr4:18162294-18163039 FORWARDBBOX BBOX	RNA.regulation of transcription.C2C2(Zn) CO-like, Constans-like zinc finger family	27_3_7

CUST_10662_PI404877155	2	0.08193493	-0.8538723	-0.068172455	0.13987732	0.032990456	-0.032989502	Contig4362_at	Acyl carrier protein I, chloroplast precursor (ACP I) pir||AYBH acyl carrier protein I precursor - barley gb|AAA32920.1| acyl carrier protei	P02902	acyl carrier family protein / ACP family protein	At4g25050.1	protein acyl carrier protein, putative	Os12g34890	 Acyl carrier protein I, chloroplast precursor (ACP I) pir	lipid metabolism.FA synthesis and FA elongation.ACP protein	11_1_12

CUST_61300_PI403524517	2	-0.025481224	0.08573246	0.025481224	-0.27377892	0.049251556	-0.205122	35_17493	"Cluster: Putative tetratricopeptide repeat (TPR)-containing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative tetratricopeptide repeat"	UniRef90_Q6YY12	"CHR3V7|COORD:4676229..4677609| FLU (FLUORESCENT IN BLUE LIGHT); binding"	AT3G14110.1	CHR02V5|COORD:22611634..22614236|protein FLU, putative, expressed	LOC_Os02g37470.1	"no descriptionmoderately similar to ( 236)AT3G14110| Symbols: FLU | FLU (FLUORESCENT IN BLUE LIGHT); binding | chr3:4676229-4677609 REVERSEnot assigned"	tetrapyrrole synthesis.regulation	19_40

CUST_48546_PI403524517	2	0.078042984	0.010892868	-0.033893585	0.039150238	-0.10131836	-0.010894775	35_13867	"Cluster: 40S ribosomal protein S17-4, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: 40S ribosomal protein S17-4,"	UniRef90_Q7XEQ3	"CHR5|COORD:1388490..1389866| similar to 40S ribosomal protein S17 (RPS17A) [Arabidopsis thaliana] (TAIR:At2g04390.1); similar to 40S ribosomal protein S17"	AT5G04800.4	CHR10V5|COORD:13999256..14000123|protein 40S ribosomal protein S17-4, putative, expressed	LOC_Os10g27190.1	no descriptionweakly similar to ( 192)AT5G04800| Symbols:  | structural constituent of ribosome | chr5:1389218-1389643 FORWARDnot assigned not assigned Ribosomal_S17e RPS17A rps17E Tymo_45kd_70kd PRK07003	protein.synthesis.misc ribososomal protein	29_2_2

CUST_3659_PI404877155	2	-0.26343632	-0.689559	0.3634224	0.2600832	-0.12439442	0.12439346	Contig14213_at	phosphatidylinositol-phosphatidylcholine transfer protein SEC14 homolog Ssh1 - soybean	T05949	SEC14 cytosolic factor, putative / polyphosphoinositide-binding protein, putative	At5g47730.1	protein CRAL/TRIO, N-terminus, putative	Os06g40510	polyphosphoinositide binding protein Ssh1p	transport.misc	34_99

CUST_70085_PI403524517	2	-0.004804611	0.18939924	0.0048041344	-0.121432304	0.667953	-0.294775	35_20063	Rep: Os10g0485300 protein - Oryza sativa (japonica cultivar-group)	UniRef90_Q0IWV6	CHR4|COORD:16155506..16159938| expressed protein	AT4G33630.2	CHR10V5|COORD:18013400..18022397|protein expressed protein	LOC_Os10g34400.2	no descriptionweakly similar to ( 197)AT4G33630| Symbols: EX1 | EX1 (EXECUTER1) | chr4:16155563-16159097 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12678 PRK12323 PRK07003 PRK07764	not assigned.unknown	35_2

CUST_111354_PI403524517	2	-0.08457422	0.053412437	0.0061006546	0.24113321	-0.18999863	-0.0061001778	35_31620	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_68693_PI403524517	2	0.03375721	0.34597492	0.0902462	-0.1463499	-0.19056606	-0.03375721	35_19654	"Cluster: Os05g0147700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0147700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DKR5	CHR5V7|COORD:15457074..15460237| protein kinase family protein	AT5G38560.1	CHR05V5|COORD:2716740..2714941|protein F-box domain containing protein, expressed	LOC_Os05g05500.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 Atrophin-1 Herpes_BLLF1 PRK07003 Tymo_45kd_70kd	not assigned.unknown	35_2

CUST_136911_PI403524517	2	0.013646126	0.9371958	-0.018379211	-0.25694466	-0.0136470795	0.031665802	35_38393	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10ND9	CHR1V7|COORD:22496859..22500684| proline-rich family protein	AT1G61080.1	CHR03V5|COORD:9117602..9122711|protein expressed protein	LOC_Os03g16580.1	no description	not assigned.unknown	35_2

CUST_3089_PI403524517	2	0.17445755	-0.06366348	0.009871483	-0.009870529	0.01172924	-0.07820034	35_840	"Cluster: Putative 40S ribosomal protein S2; n=3; Oryza sativa (japonica cultivar-group)|Rep: Putative 40S ribosomal protein S2 - Oryza sativa (japonica"	UniRef90_Q6ZIW7	CHR2V7|COORD:17467094..17468476| 40S ribosomal protein S2 (RPS2C)	AT2G41840.1	CHR03V5|COORD:33707952..33709856|protein 40S ribosomal protein S2, putative, expressed	LOC_Os03g59310.1	 no descriptionmoderately similar to ( 398)AT3G57490| Symbols:  | 40S ribosomal protein S2 (RPS2D) | chr3:21290801-21291864 REVERSEvery weakly similar to (79.0)RR5_SPIOL30S ribosomal protein S5, chloroplast precursor - Spinacia oleracea (Spinach)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned rps5p RpsE rpsE Ribosomal_S5 Ribosomal_S5_C rps5 PRK07003 PRK12323 APC_basic 	protein.synthesis.misc ribososomal protein	29_2_2

CUST_170804_PI403524517	2	0.093513966	-0.15770674	-0.09351444	0.17000389	1.4931335	-0.66373205	35_47579	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10MI5		0	CHR03V5|COORD:10928353..10930665|protein expressed protein	LOC_Os03g19470.1	no description	not assigned.unknown	35_2

CUST_14654_PI403524517	2	0.09908867	0.0010929108	-0.050822258	3.7574768E-4	-0.075746536	-3.74794E-4	35_4219	Rep: F29G20.19 protein - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_O23137	"CHR1V7|COORD:8080660..8082805| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G19070.1); similar to unnamed protein product [Ostreococcus tauri]"	AT1G22850.1	CHR01V5|COORD:38767309..38763691|protein expressed protein	LOC_Os01g66170.1	"no descriptionmoderately similar to ( 297)AT1G22850| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G19070.1); similar to unnamed protein product [Ostreococcus tauri] (GB:CAL54429.1); similar to Os01g0884900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001045020.1); contains domain UNCHARACTERIZED (PTHR12677) | chr1:8080660-8082805 REVERSEnot assigned not assigned not assigned not assigned COG0398 SNARE_assoc DedA PRK12678 PRK04537"	not assigned.unknown	35_2

CUST_20449_PI403524517	2	0.04765129	-0.5130205	0.03140068	-0.10462189	-0.031399727	0.35084534	35_5932	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_55562_PI403524517	2	0.06939983	-0.06939983	-0.22523403	0.16800499	-0.9211869	2.3805232	35_15816	Rep: H0814G11.12 protein - Oryza sativa (Rice)	UniRef90_Q00RM8	"CHR1V7|COORD:17193942..17195310| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G42860.1); similar to H0814G11.12 [Oryza sativa (indica"	AT1G45688.1	CHR04V5|COORD:35058528..35060079|protein expressed protein	LOC_Os04g59330.1	"no descriptionmoderately similar to ( 248)AT1G45688| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G42860.1); similar to H0814G11.12 [Oryza sativa (indica cultivar-group)] (GB:CAJ86345.1); similar to CAA30379.1 protein [Oryza sativa] (GB:CAB53482.1) | chr1:17193942-17195310 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Atrophin-1 PRK07003 PRK07764 PRK12323 Tymo_45kd_70kd APC_basic Herpes_BLLF1 HPC2 DUF566 DUF1421 AF-4 Hin1 DUF390"	not assigned.unknown	35_2

CUST_10605_PI403524517	2	-0.05501938	0.20378113	0.055020332	-0.062010765	0.13356495	-0.08993912	35_2996	Rep: Hypothetical protein - Medicago truncatula (Barrel medic)	UniRef90_Q2MGQ1	"CHR1V7|COORD:7374199..7375633| similar to Protein of unknown function UPF0047 [Medicago truncatula] (GB:ABC75362.1); contains InterPro domain Protein of"	AT1G21065.1	CHR06V5|COORD:25931432..25934035|protein expressed protein	LOC_Os06g43140.1	"no descriptionmoderately similar to ( 209)AT1G21065| Symbols:  | similar to Protein of unknown function UPF0047 [Medicago truncatula] (GB:ABC75362.1); contains InterPro domain Protein of unknown function UPF0047; (InterPro:IPR001602) | chr1:7374199-7375633 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG0432 UPF0047 PRK07764 PRK12323"	not assigned.unknown	35_2

CUST_28149_PI403524517	2	0.20858002	0.01143837	-0.059000015	0.02428627	-0.04052925	-0.01143837	35_8138	Rep: OSIGBa0102D10.5 protein - Oryza sativa (Rice)	UniRef90_Q01IY8	CHR2V7|COORD:12261988..12262766| similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE79267.1)	AT2G28605.1	CHR04V5|COORD:21442184..21445458|protein expressed protein	LOC_Os04g35530.1	no descriptionweakly similar to ( 164)AT2G28605| Symbols:  | similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE79267.1) | chr2:12261988-12262766 FORWARD	PS.lightreaction.photosystem II.PSII polypeptide subunits	1_1_1_2

CUST_26125_PI403524517	2	0.10279369	0.4067135	-0.15255547	-0.23644829	0.004237175	-0.004237175	35_7567	"Cluster: Hypothetical protein OSJNBb0086G17.4; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0086G17.4 - Oryza sativa (japonica cu"	UniRef90_Q5KQH1	CHR4V7|COORD:12422893..12424156| pleckstrin homology (PH) domain-containing protein-related	AT4G23895.1	CHR05V5|COORD:29584278..29580758|protein expressed protein	LOC_Os05g51710.1	no descriptionweakly similar to ( 155)AT4G23895| Symbols:  | pleckstrin homology (PH) domain-containing protein-related | chr4:12422893-12424156 FORWARD	not assigned.no ontology	35_1

CUST_37241_PI403524517	2	0.06956482	0.124277115	0.028119087	-0.06681061	-0.028118134	-0.28676033	35_10731	"Cluster: OSJNBa0053K19.22 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0053K19.22 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XPQ1	"CHR1V7|COORD:18775054..18778053| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G20350.1); similar to unknown protein [Oryza sativa (japonica"	AT1G50660.1	CHR04V5|COORD:31554093..31549845|protein expressed protein	LOC_Os04g53350.1	"no descriptionweakly similar to ( 150)AT1G50660| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G20350.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAT44287.1); contains InterPro domain t-snare; (InterPro:IPR010989) | chr1:18775054-18778053 FORWARD"	not assigned.unknown	35_2

CUST_19189_PI403524517	2	0.06722069	-0.064902306	-0.018463135	0.054286003	0.018464088	-0.043286324	35_5565	Rep: CSLA7 - Oryza sativa (Rice)	UniRef90_Q8W1N6	"CHR5V7|COORD:985909..990086| ATCSLA09 (RESISTANT TO AGROBACTERIUM TRANSFORMATION 4); transferase, transferring glycosyl groups"	AT5G03760.1	"CHR07V5|COORD:26156655..26161837|protein CSLA7 - cellulose synthase-like family A; mannan synthase, expressed"	LOC_Os07g43710.1	" no descriptionhighly similar to ( 577)AT5G03760| Symbols: CSLA09, ATCSLA9, CSLA9, RAT4, ATCSLA09 | ATCSLA09 (RESISTANT TO AGROBACTERIUM TRANSFORMATION 4); transferase, transferring glycosyl groups | chr5:985909-990086 REVERSECOG1215 bcsA PRK11204 Glycos_transf_2 COG1216 "	cell wall.cellulose synthesis	10_2

CUST_17452_PI403524517	2	-0.015591621	0.33144855	-0.07952309	-7.90596E-4	0.03978634	7.90596E-4	35_5040	"Cluster: Os01g0250600 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0250600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JP18	"CHR1V7|COORD:21314143..21314880| similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD81218.1); similar to Os01g0250600 [Oryza sativa"	AT1G57540.2	CHR01V5|COORD:8266390..8269446|protein expressed protein	LOC_Os01g14790.1	"no descriptionweakly similar to ( 161)AT1G57540| Symbols:  | similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD81218.1); similar to Os01g0250600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001042596.1) | chr1:21314143-21314880 REVERSE"	not assigned.no ontology	35_1

CUST_119215_PI403524517	2	0.1342907	-0.44735336	-0.028927803	0.018359184	-0.01835823	0.049240112	35_33738	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_61679_PI403524517	2	-0.24390078	0.24823856	0.11073208	-0.11073208	-0.34841728	0.48559904	35_17600	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_96331_PI403524517	2	-0.06931496	-0.08615017	0.102796555	0.069314	0.20082092	-0.087200165	35_27516	Rep: Cellulose synthase-like A3 - Oryza sativa (Rice)	UniRef90_Q7PC75	"CHR5V7|COORD:5283666..5286296| ATCSLA11 (Cellulose synthase-like A11); transferase, transferring glycosyl groups"	AT5G16190.1	"CHR06V5|COORD:6757182..6761996|protein CSLA3 - cellulose synthase-like family A; mannan synthase, expressed"	LOC_Os06g12460.1	" no descriptionvery weakly similar to (58.2)AT5G16190| Symbols: CSLA11, ATCSLA11 | ATCSLA11 (Cellulose synthase-like A11); transferase, transferring glycosyl groups | chr5:5283666-5286296 REVERSE"	cell wall.cellulose synthesis	10_2

CUST_17004_PI404877155	2	-0.004671097	-0.09973812	-0.2980652	0.11657047	0.004671097	0.067136765	HS06P07u_at	0	0	splicing factor RSZp22 (RSZP22) / 9G8-like SR protein (SRZ22)	At4g31580.1	protein Transposable element protein, putative	Os02g39720	RSZp22 splicing factor	RNA.processing.splicing	27_1_1

CUST_106224_PI403524517	2	0.051944733	-0.23839664	-0.009682655	0.13574982	0.009682655	-0.02366829	35_30235	Rep: ISP42-like protein - Picea mariana (Black spruce)	UniRef90_O65070	"CHR3V7|COORD:6967691..6970253| TOM40 (translocase of the outer mitochondrial membrane 40); voltage-gated ion-selective channel"	AT3G20000.1	CHR01V5|COORD:9672525..9667577|protein mitochondrial import receptor subunit TOM40 homolog 1, putative, expressed	LOC_Os01g16910.1	no description	not assigned.unknown	35_2

CUST_80862_PI403524517	2	0.17413044	-0.31135464	6.5517426E-4	-6.5517426E-4	-0.22974491	0.027650833	35_23191	"Cluster: Expressed protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10PA8	CHR4|COORD:17507253..17510102| similar to misato [Mus musculus] (GB:NP_659147.1)	AT4G37190.2	CHR12V5|COORD:24445114..24449234|protein expressed protein	LOC_Os12g39650.1	"no descriptionweakly similar to ( 108)AT4G37190| Symbols:  | similar to Os03g0240900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001049512.1); similar to Os12g0586400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001067157.1); similar to tubulin-related protein-like [Oryza sativa (japonica cultivar-group)] (GB:BAC84426.1); contains domain FAMILY NOT NAMED (PTHR13391); contains domain Tubulin/Dihydroxyacetone kinase nucleotide-binding domain (SSF52490); contains domain gb def: Tubulin-like protein (PTHR13391:SF4) | chr4:17507447-17509506 FORWARD"	not assigned.unknown	35_2

CUST_154107_PI403524517	2	-0.0033502579	0.3527584	-0.07286453	0.0033512115	0.054499626	-0.3179903	35_43063	"Cluster: Expressed protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10M62	"CHR3V7|COORD:20414166..20417199| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G39300.1); similar to Moesin; Prefoldin [Medicago truncatula]"	AT3G55060.1	CHR03V5|COORD:11643090..11639233|protein expressed protein	LOC_Os03g20580.1	"no descriptionvery weakly similar to (60.8)AT2G39300| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G55060.1); similar to Moesin; Prefoldin [Medicago truncatula] (GB:ABE91351.1); contains InterPro domain Helix-loop-helix DNA-binding; (InterPro:IPR011598) | chr2:16417187-16419947 REVERSE"	DNA.synthesis/chromatin structure	28_1

CUST_85609_PI403524517	2	0.01321125	0.007901192	-0.36225033	0.04283142	-0.32601357	-0.007900238	35_24522	"Cluster: Hypothetical protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XEQ4	0	0	CHR10V5|COORD:13999043..13994330|protein expressed protein	LOC_Os10g27180.1	no descriptionvery weakly similar to (61.6)AT1G10417| Symbols:  | Encodes protein with unknown function whose expression is repressed by inoculation with Agrobacterium tumerifaciens. | chr1:3424844-3426417 REVERSE	not assigned.unknown	35_2

CUST_67031_PI403524517	2	0.1776495	-0.032832146	0.0967617	-0.043175697	-0.16739178	0.032832146	35_19144	"Cluster: Hypothetical protein P0046E09.9-2; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0046E09.9-2 - Oryza sativa (japonica cultivar"	UniRef90_Q5VMB1	0	0	CHR06V5|COORD:2873351..2876068|protein expressed protein	LOC_Os06g06210.1	no description	not assigned.unknown	35_2

CUST_63028_PI403524517	2	0.042707443	0.5261326	0.032333374	-0.06322956	-0.18474293	-0.03233242	35_17979	"Cluster: Hypothetical protein OJ1254_E07.2-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1254_E07.2-1 - Oryza sativa (japonica cult"	UniRef90_Q652K9	"CHR3V7|COORD:18991511..18993154| similar to Os06g0713900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001058569.1); similar to unknown protein [Oryza"	AT3G51100.1	CHR09V5|COORD:20787044..20789982|protein expressed protein	LOC_Os09g36100.1	"no descriptionweakly similar to ( 110)AT3G51100| Symbols:  | similar to Os06g0713900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001058569.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD54105.1) | chr3:18991901-18993154 REVERSE"	not assigned.unknown	35_2

CUST_19421_PI403524517	2	0.01523304	-0.015233517	0.06617308	-0.13655853	0.4801054	-0.31213665	35_5629	"Cluster: Beta-fructofuranosidase, putative, expressed; n=2; Oryza sativa|Rep: Beta-fructofuranosidase, putative, expressed - Oryza sativa (japonica cultivar-gro"	UniRef90_Q10MC0	CHR1V7|COORD:21196258..21198613| beta-fructofuranosidase, putative / invertase, putative / saccharase, putative / beta-fructosidase, putative	AT1G56560.1	CHR03V5|COORD:11266729..11262173|protein beta-fructofuranosidase, putative, expressed	LOC_Os03g20020.1	 no descriptionmoderately similar to ( 382)AT1G56560| Symbols:  | beta-fructofuranosidase, putative / invertase, putative / saccharase, putative / beta-fructosidase, putative | chr1:21196258-21198613 FORWARDInvertase_neut 	major CHO metabolism.degradation.sucrose.invertases.neutral	2_2_1_3_1

CUST_81013_PI403524517	2	0.33264637	-1.0926914	-0.38244867	0.07672548	-0.07672596	0.2944479	35_23238	Rep: Probable potassium transporter 14 - Oryza sativa (Rice)	UniRef90_Q69RI8	"CHR5V7|COORD:2916378..2920605| KUP7 (K+ uptake permease 7); potassium ion transporter"	AT5G09400.1	CHR07V5|COORD:19384444..19376745|protein potassium transporter 14, putative, expressed	LOC_Os07g32530.1	"no descriptionmoderately similar to ( 322)AT5G09400| Symbols: KUP7 | KUP7 (K+ uptake permease 7); potassium ion transporter | chr5:2916378-2920605 FORWARDmoderately similar to ( 365)HAK14_ORYSAK_trans"	transport.potassium	34_15

CUST_11393_PI404877155	2	0.1367855	-0.27296352	-4.1007996E-4	0.046712875	-0.046248436	4.1007996E-4	Contig5064_at	ENSANGP00000015687 [Anopheles gambiae] gb|EAA09445.1| ENSANGP00000015687 [Anopheles gambiae str. PEST]	XP_314037.1	nucleolar RNA-binding Nop10p family protein	At2g20490.1	0	0	NONE	RNA.RNA binding	27_4

CUST_4190_PI403524517	2	0.06963539	-0.18834114	-0.21126938	0.15018177	-0.069636345	0.08140373	35_1158	"Cluster: Hypothetical protein OSJNBa0076F20.4; n=2; Oryza sativa|Rep: Hypothetical protein OSJNBa0076F20.4 - Oryza sativa (Rice)"	UniRef90_Q94HZ4	"CHR1V7|COORD:24141503..24142282| similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE90022.1); contains domain"	AT1G64980.1	CHR10V5|COORD:19587289..19586024|protein expressed protein	LOC_Os10g37230.1	"no descriptionmoderately similar to ( 320)AT1G64980| Symbols:  | similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE90022.1); contains domain Nucleotide-diphospho-sugar transferases (SSF53448) | chr1:24141503-24142282 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07003 Herpes_BLLF1 PRK12323 Atrophin-1 Pneumo_att_G HPC2 PRK07764 Tymo_45kd_70kd AF-4 APC_basic KAR9 GRASP55_65 TT_ORF1 DUF566 PRK05648 IER DUF1509 Metaviral_G DUF1421 Syndecan PRK12372 Herpes_TAF50 DUF605 Herpes_UL32 infB STOP"	not assigned.unknown	35_2

CUST_111435_PI403524517	2	0.47359753	0.23687935	0.14071846	-0.14071846	-0.2826891	-0.14657688	35_31641	"Cluster: OmpA/MotB precursor; n=1; Rhodopseudomonas palustris HaA2|Rep: OmpA/MotB precursor - Rhodopseudomonas palustris (strain HaA2)"	UniRef90_Q2J3C8	CHR1V7|COORD:11399903..11405702| actin binding	AT1G31810.1	CHR05V5|COORD:25916504..25914753|protein spidroin 1, putative	LOC_Os05g44720.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_66620_PI403524517	2	0.16613197	0.21331596	-0.01194191	0.003129959	-0.07400799	-0.0031309128	35_19023	"Cluster: Glycohydrolase family protein, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Glycohydrolase family protein, expressed - Oryza sativa (jap"	UniRef90_Q10AR2	CHR2|COORD:13553688..13556613| poly (ADP-ribose) glycohydrolase (PARG) family protein, contains Pfam profile: PF05028 poly (ADP-ribose) glycohydrolase (PARG)	AT2G31865.2	CHR03V5|COORD:35412888..35409217|protein poly, putative	LOC_Os03g62680.1	no descriptionweakly similar to ( 105)AT2G31865| Symbols:  | poly (ADP-ribose) glycohydrolase (PARG) family protein | chr2:13553867-13556549 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned PARG_cat PRK12678	protein.degradation	29_5

CUST_96867_PI403524517	2	0.13788414	-0.70860386	-0.05555439	0.019408226	0.0014333725	-0.0014333725	35_27666	Rep: H0718E12.7 protein - Oryza sativa (Rice)	UniRef90_Q01LA8	CHR5V7|COORD:2911314..2913137| DNA-directed RNA polymerase III RPC4 family protein	AT5G09380.1	CHR04V5|COORD:19214042..19211451|protein DNA binding protein, putative, expressed	LOC_Os04g32350.1	no descriptionvery weakly similar to (90.1)AT5G09380| Symbols:  | DNA-directed RNA polymerase III RPC4 family protein | chr5:2911314-2913137 REVERSEnot assigned RNA_pol_Rpc4	RNA.transcription	27_2

CUST_29974_PI403524517	2	0.026587486	0.5029535	0.21020317	-0.026587486	-0.24565792	-0.27051163	35_8654	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_6927_PI403524517	2	0.1410408	-0.058732986	0.019948006	-0.011451721	-0.013288498	0.011451721	35_1920	"Cluster: Similarity to metallothionein-I gene transcription activator; n=1; Arabidopsis thaliana|Rep: Similarity to metallothionein-I gene transcription"	UniRef90_Q9FLM8	CHR5V7|COORD:16441278..16442149| DNA-directed RNA polymerases I, II, and III 7 kDa subunit, putative	AT5G41010.1	CHR01V5|COORD:19412679..19415137|protein DNA-directed RNA polymerases I, II, and III 7.3 kDa polypeptide, putative, expressed	LOC_Os01g34614.1	 no descriptionvery weakly similar to (99.8)AT5G41010| Symbols:  | DNA-directed RNA polymerases I, II, and III 7 kDa subunit, putative | chr5:16441278-16442149 FORWARDnot assigned RPOLCX DNA_RNApol_7kD RPC10 	RNA.transcription	27_2

CUST_10829_PI399408534	2	0.0671196	0.37316513	-0.01169014	-0.18777084	-0.16681671	0.011691093	35_6676	"Cluster: Hypothetical protein OSJNBa0052F07.7; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0052F07.7 - Oryza sativa (japonica cu"	UniRef90_Q851R6	CHR3V7|COORD:20133276..20137009| EMB1967 (EMBRYO DEFECTIVE 1967)	AT3G54350.2	CHR03V5|COORD:33341198..33333038|protein FHA domain containing protein, expressed	LOC_Os03g58640.1	no descriptionweakly similar to ( 190)AT3G54350| Symbols: EMB1967 | EMB1967 (EMBRYO DEFECTIVE 1967) | chr3:20133276-20137009 REVERSEnot assigned	RNA.regulation of transcription.FHA transcription factor	27_3_48

CUST_78718_PI403524517	2	0.023166656	0.47263622	0.031267166	-0.15687084	-0.2427721	-0.023166656	35_22572	"Cluster: Hypothetical protein B1053A04.19; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1053A04.19 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6YUQ0	0	0	CHR02V5|COORD:28575691..28576953|protein expressed protein	LOC_Os02g46839.1	no description	not assigned.unknown	35_2

CUST_178183_PI403524517	2	0.044091225	-1.0464716	-0.16365242	-0.035458565	1.5650368	0.035458565	35_49556	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_169560_PI403524517	2	0.18631744	0.027071953	-0.027071953	-0.17608929	-0.91512537	2.9955635	35_47227	"Cluster: RNA-dependent RNA polymerase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: RNA-dependent RNA polymerase-like - Oryza sativa (japonica cultivar"	UniRef90_Q5QMN4	CHR2V7|COORD:8614615..8619523| RNA-dependent RNA polymerase family protein	AT2G19930.1	CHR01V5|COORD:5321280..5304215|protein RNA-directed RNA polymerase, putative, expressed	LOC_Os01g10140.1	no descriptionvery weakly similar to (75.1)AT2G19930| Symbols:  | RNA-dependent RNA polymerase family protein | chr2:8614615-8619523 REVERSERdRP	RNA.transcription	27_2

CUST_87609_PI403524517	2	0.13376999	-0.069067	0.094638824	-0.02229023	-0.37915802	0.022289276	35_25079	"Cluster: Hypothetical protein B1064G04.8; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1064G04.8 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q8S9U1	"CHR1V7|COORD:19195724..19198044| similar to ATP binding / DNA binding [Arabidopsis thaliana] (TAIR:AT3G21295.1); similar to Os04g0599100 [Oryza sativa (japonica"	AT1G51745.1	CHR01V5|COORD:21465717..21469941|protein expressed protein	LOC_Os01g37790.1	no descriptionweakly similar to ( 105)AT3G21295| Symbols:  | ATP binding / DNA binding | chr3:7489641-7492302 FORWARD	not assigned.unknown	35_2

CUST_119529_PI403524517	2	-0.46903706	-0.9932413	-0.035407543	0.194273	0.30123615	0.03540802	35_33818	"Cluster: Putative glyceraldehyde-3-phosphate dehydrogenase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative glyceraldehyde-3-phosphate dehydrogenase -"	UniRef90_Q655W2	"CHR1V7|COORD:5574427..5577400| GAPCP-2; glyceraldehyde-3-phosphate dehydrogenase"	AT1G16300.1	CHR02V5|COORD:3868110..3872942|protein glyceraldehyde-3-phosphate dehydrogenase, cytosolic, putative, expressed	LOC_Os02g07490.1	" no descriptionmoderately similar to ( 216)AT1G16300| Symbols: GAPCP-2 | GAPCP-2; glyceraldehyde-3-phosphate dehydrogenase | chr1:5574427-5577400 FORWARDweakly similar to ( 196)G3PC_GINBIGlyceraldehyde-3-phosphate dehydrogenase, cytosolic - Ginkgo biloba (Ginkgo)not assigned Gp_dh_C GapA PRK07729 PRK07403 PRK08955 PRK08289 "	glycolysis.glyceraldehyde 3-phosphate dehydrogenase	4_9

CUST_92812_PI403524517	2	-0.23323536	0.23323536	-0.28440905	-0.4860916	1.0282474	1.96174	35_26537	"Cluster: Os04g0442200 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os04g0442200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JCZ2	"CHR2V7|COORD:9967648..9970556| similar to Os04g0442200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001052881.1); similar to P0076O17.10 [Oryza"	AT2G23390.1	CHR04V5|COORD:21830480..21837343|protein expressed protein	LOC_Os04g36062.1	"no descriptionweakly similar to ( 141)AT2G23390| Symbols:  | similar to Os04g0442200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001052881.1); similar to P0076O17.10 [Oryza sativa (japonica cultivar-group)] (GB:CAE02512.1); contains InterPro domain Protein of unknown function DUF482; (InterPro:IPR007434) | chr2:9967648-9970556 REVERSECOG3146 DUF482"	not assigned.unknown	35_2

CUST_70207_PI403524517	2	-0.062651634	0.06265068	0.11572933	0.062773705	-0.1735611	-0.080485344	35_20099	"Cluster: Os12g0166000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os12g0166000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IPV0	CHR1V7|COORD:3407266..3412046| transporter	AT1G10390.2	CHR12V5|COORD:3345690..3352040|protein nucleoporin nup189, putative, expressed	LOC_Os12g06890.1	no descriptionvery weakly similar to (57.8)AT1G10390| Symbols:  | transporter | chr1:3407266-3412046 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Extensin_2 Drf_FH1 PRK12323 Tymo_45kd_70kd TT_ORF1 Atrophin-1 PRK07764 DUF1421 PRK05648 CAP_N Gag_spuma PRP8 Protamine_P1 Herpes_DNAp_acc PRK07003	protein.targeting.nucleus	29_3_1

CUST_121780_PI403524517	2	0.30715418	0.11160946	-1.4965701	0.8949971	-0.11160946	-0.29622173	35_34386	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_41361_PI403524517	2	0.38038158	0.7393751	-0.18275404	-0.0718565	-0.7228632	0.07185602	35_11887	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_155849_PI403524517	2	-0.38009596	-0.08661699	0.08661699	0.15173817	-0.6433153	1.4884424	35_43529	Rep: Cyclin H-1 - Oryza sativa (Rice)	UniRef90_Q9FZN6	"CHR5V7|COORD:9771765..9774687| CYCH;1 (CYCLIN H;1); cyclin-dependent protein kinase/ protein binding / protein kinase"	AT5G27620.1	CHR03V5|COORD:30186443..30191750|protein cyclin-H, putative, expressed	LOC_Os03g52750.2	"no descriptionvery weakly similar to (91.3)AT5G27620| Symbols: CYCH;1 | CYCH;1 (CYCLIN H;1); cyclin-dependent protein kinase/ protein binding / protein kinase | chr5:9771765-9774687 FORWARDnot assigned CCL1"	cell.cycle	31_3

CUST_30080_PI403524517	2	0.30373955	-0.03638649	-0.012624741	0.012623787	-0.26948452	0.10852146	35_8681	Rep: G2/mitotic-specific cyclin-2 - Oryza sativa (Rice)	UniRef90_Q40671	"CHR2V7|COORD:7671246..7673343| CYCB2;1 (CYCLIN B2;1); cyclin-dependent protein kinase regulator"	AT2G17620.1	CHR06V5|COORD:30917864..30914031|protein cyclin IIIZm, putative, expressed	LOC_Os06g51110.2	"no descriptionweakly similar to ( 108)AT2G17620| Symbols: CYCB2;1 | CYCB2;1 (CYCLIN B2;1); cyclin-dependent protein kinase regulator | chr2:7671246-7673343 FORWARDweakly similar to ( 157)CCNB2_ORYSAnot assigned Cyclin_C"	cell.cycle	31_3

CUST_406_PI399866495	2	0.04908371	0.058078766	-0.004310608	0.0043087006	-0.11004257	-0.008321762	Contig1810_at	40S ribosomal protein S9 (RPS9C) [Arabidopsis thaliana] dbj|BAB10209.1| 40S ribosomal protein S9 [Arabidopsis thaliana]	NP_198801.1	40S ribosomal protein S9 (RPS9C)	At5g39850.1	protein ribosomal protein S4	Os11g38960	40S ribosomal protein S9 (RPS9C)	protein.synthesis.misc ribososomal protein	29_2_2

CUST_66414_PI403524517	2	0.0030736923	0.036762238	-0.035695076	-0.0030727386	-0.076257706	0.04940796	35_18965	"Cluster: OSJNBa0053K19.22 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0053K19.22 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XPQ1	"CHR3V7|COORD:7096608..7099378| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G50660.1); similar to OSJNBa0053K19.22 [Oryza sativa (japonica"	AT3G20350.1	CHR04V5|COORD:31554093..31549845|protein expressed protein	LOC_Os04g53350.1	"no descriptionweakly similar to ( 161)AT3G20350| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G50660.1); similar to OSJNBa0053K19.22 [Oryza sativa (japonica cultivar-group)] (GB:CAE03514.2); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAT44287.1); contains domain no description (G3D.1.20.58.90) | chr3:7096608-7099378 FORWARD"	not assigned.unknown	35_2

CUST_3389_PI404877155	2	-0.5414605	0.2046833	0.5691705	0.027215958	-0.65231085	-0.027215958	Contig1385_at	putative glutamate carboxylase [Oryza sativa (japonica cultivar-group)]	AAM47304.1	glutamate decarboxylase 1 (GAD 1)	At5g17330.1	protein putative glutamate decarboxylase isozyme	Os03g51080	glutamate decarboxylase	amino acid metabolism.synthesis.central amino acid metabolism.GABA	13_1_1_1

CUST_71304_PI403524517	2	0.08691311	0.2718277	-2.2125244E-4	-0.13480759	-0.30940723	2.2220612E-4	35_20428	Rep: ATP-binding cassette transporter - Pteris vittata (Chinese ladder brake)	UniRef90_Q2TUH6	CHR5V7|COORD:24470986..24472993| ATGCN1 (Arabidopsis thaliana general control non-repressible 1)	AT5G60790.1	CHR09V5|COORD:22887083..22882557|protein ATP-binding cassette sub-family F member 2, putative, expressed	LOC_Os09g39910.3	no descriptionmoderately similar to ( 481)AT5G60790| Symbols: ATGCN1 | ATGCN1 (Arabidopsis thaliana general control non-repressible 1) | chr5:24470986-24472993 REVERSEvery weakly similar to (61.2)CYSA_NEPOLSulfate/thiosulfate import ATP-binding protein cysA - Nephroselmis olivaceanot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Uup PRK10636 ABCF_EF-3 ABC_tran PRK11147 PRK11819 ZnuC CbiO ABC_Metallic_Cations ABC_Iron-Siderophores_B12_Hemin FepC ABC_cobalt_CbiO_domain1 SunT CcmA FtsE ModF ABC_Mj1267_LivG_branched znuC COG4586 ABC_ATPase ABC_FtsE_transporter ABCC_MRP_Like CydD ABC_DR_subfamily_A ABCC_bacteriocin_exporters CcmA Ttg2A COG4559 LivG PRK12323 ABC_Org_Solvent_Resistant TauB ABC_NrtD_SsuB_transporters ABC_MJ0796_Lo1CDE_FtsE SalX MdlB ABC_KpsT_Wzt ABC_NatA_like AbcC ABC_cobalt_CbiO_domain2 TagH PRK07003 ABC_Carb_Solutes_like ABC_PhnC_transporter DppF CysA MglA CydC ABCC_cytochrome_bd ABC_MetN_methionine_transporter COG4674 ThiQ GlnQ COG4181 ABCC_ATM1_transporter Atrophin-1 ABC_CcmA_heme_exporter ABC_Class3 lolD ABC_NikE_OppD_transporters ABC_HisP_GlnQ_permeases COG1123 ABCC_MsbA ABC_subfamily_A COG3638 ABCC_Protease_Secretion ABC_PstB_phosphate_transporter ABC_ThiQ_thiamine_transporter ABC_BcrA_bacitracin_resist COG3845 PRK11160 PRK11264 COG1245 ABCC_TAP ABC_MTABC3_MDL1_MDL2 ArpD PRK03695 PRK07764 ABCC_Glucan_exporter_like btuD ABC_ModC_molybdenum_transporter MalK PotA PRK10908 CeuD ABCD_peroxisomal_ALDP TauB ABC_TM1139_LivF_branched ABC_drug_resistance_like thiQ ABC_putative_ATPase COG4178 ABCC_MRP_domain1 fecE ABC_RNaseL_inhibitor_domain2 ABC_DrrA ABC_FeS_Assembly PRK11831 PRK11174 livG PRK11176 ATM1 glnQ ABC_Carb_Monos_I DppD ABC_MalK_N NatA COG4619 AppF ArtP LivF ABC_ModC_like ssuB araG COG4136 ABC_RNaseL_inhibitor_domain1 ABC_CysA_sulfate_importer ABCC_Hemolysin ABC_NatA_sodium_exporter artP PRK10253 PRK10790 metN ABC_YhbG PRK10938 HisP sufC PRK05648 ModC ABCG_White ABC_PotA_N ABC_OpuCA_Osmoprotection BtuD ABC_Pro_Gly_Bertaine tauB ABCG_EPDR ABCC_MRP_domain2 PRK10584 PRK10419 Extensin_2 APC_basic Herpes_BLLF1 ugpC PRK10575 PhnL OpuBA ABCC_CFTR1 ABC_sbcCD COG4152 COG4172 GRASP55_65 PhnK Herpes_TAF50 fbpC PhnK ABC_RNaseL_inhibitor potA PRK09984 PRK10535 SapF ProV COG2401 PRK08770 PRK10619 YhbG FimV IER PRK11000 Totivirus_coat Tymo_45kd_70kd BASP1 PRK00708 PRK10851 HPC2 PRK09700 PRK10762 Prog_receptor DUF566 MARCKS	transport.ABC transporters and multidrug resistance systems	34_16

CUST_3703_PI404877155	2	0.078282356	0.6783314	0.15244961	-0.078282356	-0.3074932	-0.08267212	Contig14276_s_at	PG1 [Hordeum vulgare]	AAP46638.1	glycine-rich protein	At2g22660.1	protein expressed protein	Os11g40590	NONE	RNA.regulation of transcription.unclassified	27_3_99

CUST_18857_PI404877155	2	-0.16299152	-0.50193214	0.1729393	0.056871414	-0.044020653	0.044020653	HW04M05u_x_at	0	0	0	0	0	0	NONE	PS.calvin cyle.transketolase	1_03_08

CUST_6267_PI404877155	2	-0.08736038	0.0628252	0.04841423	-0.029532433	-0.31971836	0.029532433	Contig18817_at	putative Systemin receptor SR160 precursor [Oryza sativa (japonica cultivar-group)]	BAC83513.1	leucine-rich repeat transmembrane protein kinase, putative	At2g16250.1	protein Protein kinase domain, putative	Os07g04220	NONE	signalling.receptor kinases.leucine rich repeat XIV	30_2_14

CUST_3479_PI404877155	2	0.108454704	-0.037643433	-0.06692219	0.03764248	-0.29913902	0.18845749	Contig13970_at	OSJNBb0032E06.12 [Oryza sativa (japonica cultivar-group)]	CAE02253.2	dehydration-responsive protein-related	At4g00740.1	protein hypothetical protein	Os04g48140	"dehydration-responsive protein-related, similar to early-responsive to dehydration stress ERD3 protein (Arabidopsis thaliana) GI:15320410; contains Pfam profile PF03141: Putative methyltransferase"	stress.abiotic.drought/salt	20_2_3

CUST_27337_PI399408534	2	-0.15321922	0.26007843	0.01864338	-0.018644333	0.6305523	-0.21978283	35_28863	"Cluster: Putative MAR binding filament-like protein 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative MAR binding filament-like protein 1 - Oryza sat"	UniRef90_Q5VR43	CHR3V7|COORD:5431047..5433619| MFP1 (MAR BINDING FILAMENT-LIKE PROTEIN 1)	AT3G16000.1	CHR01V5|COORD:4210104..4205355|protein MAR binding filament-like protein 1, putative, expressed	LOC_Os01g08510.1	no descriptionvery weakly similar to (69.7)AT3G16000| Symbols: MFP1 | MFP1 (MAR BINDING FILAMENT-LIKE PROTEIN 1) | chr3:5431047-5433619 REVERSEvery weakly similar to (90.5)MFP1_TOBACMAR-binding filament-like protein 1-1 - Nicotiana tabacum (Common tobacco)	RNA.regulation of transcription.Orphan family	27_3_34

CUST_131865_PI403524517	2	0.30289268	-0.026910305	-0.060088634	0.026910305	-0.1046586	0.84668493	35_37038	"Cluster: Os01g0706700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0706700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JJZ6	"CHR1V7|COORD:27473375..27476842| similar to PREDICTED: similar to CG15270-PA, isoform A, partial [Bos taurus] (GB:XP_614009.2); similar to Os01g0706700 [Oryza s"	AT1G73020.1	CHR01V5|COORD:29649416..29645039|protein expressed protein	LOC_Os01g51040.1	" no descriptionmoderately similar to ( 239)AT1G73020| Symbols:  | similar to PREDICTED: similar to CG15270-PA, isoform A, partial [Bos taurus] (GB:XP_614009.2); similar to Os01g0706700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001044018.1); contains InterPro domain Protein of unknown function DUF590; (InterPro:IPR007632) | chr1:27473375-27476842 REVERSEnot assigned not assigned "	not assigned.unknown	35_2

CUST_18189_PI404877155	2	-0.41427994	-0.41152477	1.4164267	0.36078358	0.73066425	-0.36078358	HVSMEf0009L21r2_s_at	lipoxygenase (EC 1.13.11.12) 2 - barley gb|AAB70865.1| lipoxygenase 2 [Hordeum vulgare subsp. vulgare]	T05945	lipoxygenase, putative	At3g22400.1	"protein lipoxygenase L-2; lipoxygenase"	Os03g52860	NONE	hormone metabolism.jasmonate.synthesis-degradation.lipoxygenase	17_7_1_2

CUST_178772_PI403524517	2	-0.04921484	0.3277955	0.021065235	-0.021064758	0.27552366	-0.2677703	35_49725	"Cluster: NB-ARC domain containing protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: NB-ARC domain containing protein, expressed - Oryza sativ"	UniRef90_Q7G3B6		0	CHR10V5|COORD:11197659..11204011|protein resistance protein, putative, expressed	LOC_Os10g22300.1	no description	not assigned.unknown	35_2

CUST_67949_PI403524517	2	-0.33674145	0.13204098	0.5542903	0.35650682	-0.13204098	-0.3490429	35_19414	"Cluster: NBS-LRR disease resistance protein homologue; n=3; Hordeum vulgare|Rep: NBS-LRR disease resistance protein homologue - Hordeum vulgare (Barley)"	UniRef90_Q84KC2	CHR3V7|COORD:4857947..4861111| disease resistance protein (NBS-LRR class), putative	AT3G14470.1	CHR04V5|COORD:31635367..31643224|protein NBS-LRR disease resistance protein, putative, expressed	LOC_Os04g53496.1	 no descriptionvery weakly similar to (52.0)AT3G14470| Symbols:  | disease resistance protein (NBS-LRR class), putative | chr3:4857947-4861111 FORWARDnot assigned NB-ARC 	stress.biotic	20_1

CUST_130295_PI403524517	2	-0.03670025	0.75076723	-0.04664707	-0.02267313	0.8995199	0.022673607	35_36591	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_170624_PI403524517	2	-0.88479996	-1.7303524	2.5369263	0.8185463	1.4280119	-0.81854534	35_47525	"Cluster: GDSL-like Lipase/Acylhydrolase family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: GDSL-like Lipase/Acylhydrolase"	UniRef90_Q2QNG2	CHR2V7|COORD:12930132..12931448| GDSL-motif lipase/hydrolase family protein	AT2G30310.1	CHR12V5|COORD:23265644..23261363|protein GDSL-motif lipase/hydrolase-like protein, putative, expressed	LOC_Os12g37910.2	no descriptionvery weakly similar to (56.2)AT2G30310| Symbols:  | GDSL-motif lipase/hydrolase family protein | chr2:12930132-12931448 FORWARDSGNH_plant_lipase_like	misc.GDSL-motif lipase	26_28

CUST_25306_PI403524517	2	-0.034727097	0.18732452	-0.50182533	-0.4853773	0.034727097	0.6424818	35_7336	"Cluster: Hypothetical protein; n=1; Burkholderia pseudomallei 1710b|Rep: Hypothetical protein - Burkholderia pseudomallei (strain 1710b)"	UniRef90_Q3JTV6	CHR4V7|COORD:10275928..10278502| leucine-rich repeat family protein / extensin family protein	AT4G18670.1	CHR04V5|COORD:30832100..30832969|protein 36.4 kDa proline-rich protein, putative, expressed	LOC_Os04g52250.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_110806_PI403524517	2	0.051478386	0.027253628	-0.027253151	-0.3576851	1.5976043	-0.0573864	35_31468	"Cluster: Putative 41 kD chloroplast nucleoid DNA binding protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative 41 kD chloroplast nucleoid DNA bindi"	UniRef90_Q6Z674	CHR5V7|COORD:3400672..3402166| aspartyl protease family protein	AT5G10760.1	CHR02V5|COORD:29888444..29886524|protein aspartic proteinase nepenthesin-2 precursor, putative, expressed	LOC_Os02g48870.1	no description	not assigned.unknown	35_2

CUST_15839_PI399408534	2	0.24094677	-0.03204918	0.03204918	-0.04802227	0.32651997	-0.045261383	35_19917	Rep: Os05g0155200 protein - Oryza sativa (japonica cultivar-group)	UniRef90_Q0DKM0	"CHR2V7|COORD:17091713..17093897| ERS1 (ETHYLENE RESPONSE SENSOR 1); receptor"	AT2G40940.1	CHR05V5|COORD:3215401..3211013|protein ethylene receptor, putative, expressed	LOC_Os05g06320.3	" no descriptionmoderately similar to ( 268)AT2G40940| Symbols: ERS, ERS1 | ERS1 (ETHYLENE RESPONSE SENSOR 1); receptor | chr2:17091713-17093897 REVERSEmoderately similar to ( 289)ETR1_MALDOEthylene receptor - Malus domestica (Apple) (Malus sylvestris)not assigned PRK11107 PRK11091 BaeS PRK10841 PRK11466 KdpD VicK PRK09959 COG4251 HATPase_c HATPase_c HATPase_c PRK11360 HisKA HisKA PRK11100 PRK09303 PRK10549 COG4191 HisKA PRK10490 PRK09835 PRK10604 cpxA CitA PRK10618 NtrB envZ PRK10364 "	hormone metabolism.cytokinin.signal transduction	17_4_2

CUST_94224_PI403524517	2	0.026356697	0.35180283	0.1195488	-0.17154121	-0.09218693	-0.026355743	35_26936	"Cluster: U2 auxiliary factor small chain-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: U2 auxiliary factor small chain-like - Oryza sativa (japonica cu"	UniRef90_Q5QLR4	"CHR1V7|COORD:9615139..9616029| ATU2AF35A; RNA binding"	AT1G27650.1	CHR01V5|COORD:27648558..27644197|protein splicing factor U2AF 35 kDa subunit, putative, expressed	LOC_Os01g47750.1	no description	not assigned.unknown	35_2

CUST_57698_PI403524517	2	0.080690384	-0.6397219	-0.12084103	0.032520294	0.11849022	-0.032521248	35_16452	"Cluster: Putative diaminopimelate decarboxylase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative diaminopimelate decarboxylase - Oryza sativa (japonic"	UniRef90_Q6ZG77	CHR3V7|COORD:4806778..4808961| diaminopimelate decarboxylase, putative / DAP carboxylase, putative	AT3G14390.1	CHR02V5|COORD:14126214..14118570|protein diaminopimelate decarboxylase, putative, expressed	LOC_Os02g24354.1	 no descriptionhighly similar to ( 679)AT3G14390| Symbols:  | diaminopimelate decarboxylase, putative / DAP carboxylase, putative | chr3:4806778-4808961 FORWARDvery weakly similar to (79.7)DCOR_CAPANOrnithine decarboxylase - Capsicum annuum (Bell pepper)not assigned LysA PRK08961 PRK11165 Orn_Arg_deC_N Orn_DAP_Arg_deC PRK05354 SpeA 	amino acid metabolism.synthesis.aspartate family.lysine.diaminopimelate decarboxylase	13_1_3_5_5

CUST_7789_PI399408534	2	0.11733532	0.0374403	-0.12426758	-0.04760647	-0.0374403	0.054499626	35_25613	Rep: H0409D10.6 protein - Oryza sativa (Rice)	UniRef90_Q01KH3	CHR4V7|COORD:16892914..16894870| RWP-RK domain-containing protein	AT4G35590.1	CHR04V5|COORD:28056732..28054429|protein RWP-RK domain containing protein, expressed	LOC_Os04g47640.1	no descriptionweakly similar to ( 118)AT4G35590| Symbols:  | RWP-RK domain-containing protein | chr4:16892914-16894870 FORWARDRWP-RK	RNA.regulation of transcription.NIN-like bZIP-related family	27_3_60

CUST_18943_PI403524517	2	0.010447502	-0.47598076	-0.06433296	0.06027031	-0.010448456	0.13094139	35_5487	"Cluster: Hypothetical protein P0027G10.33; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0027G10.33 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6H5B0	CHR5|COORD:7728606..7730985| expressed protein, similar to unknown protein (emb:CAB62636.1)	AT5G23040.2	CHR09V5|COORD:12824718..12827236|protein expressed protein	LOC_Os09g21250.1	"no descriptionmoderately similar to ( 244)AT5G23040| Symbols: CDF1 | CDF1 (CELL GROWTH DEFECT FACTOR 1); heat shock protein binding | chr5:7729468-7730933 REVERSE"	not assigned.unknown	35_2

CUST_119801_PI403524517	2	0.23400116	0.34450054	-0.005414009	-0.19540596	0.005414009	-0.047350883	35_33886	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_17821_PI403524517	2	0.1651411	-0.13253784	-0.11347389	0.033037186	-0.03303814	0.060198784	35_5144	"Cluster: Hypothetical protein OSJNBa0052O12.40; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0052O12.40 - Oryza sativa (japonica"	UniRef90_Q5JK27	CHR4V7|COORD:8995298..8996561| binding	AT4G15830.1	CHR01V5|COORD:41191216..41189635|protein expressed protein	LOC_Os01g70560.1	no descriptionmoderately similar to ( 204)AT4G15830| Symbols:  | binding | chr4:8995298-8996561 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07764 PRK07003 PRK12678 PRK12323 Protamine_P1 Tymo_45kd_70kd TT_ORF1 Atrophin-1 DUF566 APC_basic DUF1777 Herpes_BLLF1 HPC2 Extensin_2 HpaP	not assigned.unknown	35_2

CUST_39775_PI403524517	2	0.16857243	0.22352982	-0.0280056	-0.23211002	0.0280056	-0.19846821	35_11439	"Cluster: Oxidoreductase, short chain dehydrogenase/reductase family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Oxidoreductase, short c"	UniRef90_Q109A3	CHR4V7|COORD:12229181..12231503| short-chain dehydrogenase/reductase (SDR) family protein	AT4G23430.2	CHR10V5|COORD:21113961..21110581|protein WW domain-containing oxidoreductase, putative, expressed	LOC_Os10g40030.9	 no descriptionweakly similar to ( 167)AT4G23430| Symbols:  | short-chain dehydrogenase/reductase (SDR) family protein | chr4:12229181-12231503 FORWARDvery weakly similar to (62.0)POR_CHLREProtochlorophyllide reductase, chloroplast precursor - Chlamydomonas reinhardtiinot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK06196 PRK06197 PRK05854 PRK07453 FabG DltE fabG PRK12939 adh_short COG4221 fabG fabG PRK12826 PRK07825 PRK06949 PRK07201 PRK06179 PRK07063 PRK05855 PRK06123 PRK08264 PRK07067 PRK07109 PRK12829 PRK06194 fabG PRK08213 PRK06125 PRK12937 PRK12429 PRK08324 PRK06181 PRK09072 PRK06198 PRK06914 PRK07454 fabG PRK06124 PRK12745 PRK09134 PRK06182 PRK08220 PRK12827 PRK07326 PRK06138 PRK06841 PRK06484 fabG PRK06180 PRK07774 PRK07060 PRK06947 PRK09291 fabG PRK12748 PRK08589 PRK07479 PRK12828 DltE PRK07478 PRK06139 PRK07023 fabG PRK09730 PRK07791 PRK12824 PRK08017 PRK05872 PRK07523 PRK06172 PRK08277 PRK07832 PRK12743 PRK08263 PRK05866 PRK06500 fabG PRK07062 PRK08936 PRK07806 PRK07035 KR PRK07069 PRK08226 PRK08265 fabG PRK08063 PRK07074 PRK06482 PRK06346 PRK07102 PRK05876 PRK06057 PRK08339 PRK07814 	misc.short chain dehydrogenase/reductase (SDR)	26_22

CUST_11286_PI404877155	2	0.021129608	-0.35469913	-0.115125656	0.05240631	0.033353806	-0.021130562	Contig4975_at	putative 2-oxoglutarate dehydrogenase, E1 subunit [Oryza sativa (japonica cultivar-group)]	BAC84070.1	2-oxoglutarate dehydrogenase E1 component, putative / oxoglutarate decarboxylase, putative / alpha-ketoglutari	At5g65750.1	protein 2-oxoglutarate dehydrogenase, E1 component	Os04g32020	2-oxoglutarate dehydrogenase E1 component, putative / oxoglutarate decarboxylase, putative / alpha-ketoglutaric dehydrogenase, putative, similar to SP:P20967 2-oxoglutarate dehydrogenase E1 component, mitochondrial precursor (EC 1.2.4.2) (Alpha-ketoglutar	TCA / org. transformation.TCA.2-oxoglutarate dehydrogenase	8_1_05

CUST_86663_PI403524517	2	0.09379864	-0.39180183	-0.17189407	-0.024085999	0.030777931	0.024085999	35_24820	"Cluster: Hypothetical protein OJ1479_B12.11; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1479_B12.11 - Oryza sativa (japonica cultiv"	UniRef90_Q6ZFU4	0	0	CHR02V5|COORD:29551847..29549773|protein F-box domain containing protein	LOC_Os02g48300.1	no description	not assigned.unknown	35_2

CUST_33537_PI399408534	2	-0.30908108	0.62824106	-0.32212687	-0.12131548	2.2148795	0.12131548	35_12280	"Cluster: Zinc finger protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Zinc finger protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5N7K2	"CHR3V7|COORD:6274314..6280180| EMB2454 (EMBRYO DEFECTIVE 2454); protein binding / zinc ion binding"	AT3G18290.1	CHR01V5|COORD:28785824..28774727|protein CHY zinc finger family protein, expressed	LOC_Os01g49470.1	"no descriptionvery weakly similar to (96.3)AT3G18290| Symbols: EMB2454 | EMB2454 (EMBRYO DEFECTIVE 2454); protein binding / zinc ion binding | chr3:6274314-6280180 FORWARD"	RNA.regulation of transcription.C2H2 zinc finger family	27_3_11

CUST_7217_PI404877155	2	-0.11066103	-0.7713213	0.048904896	-0.048904896	1.6671987	1.385169	Contig21054_at	putative quinone-oxidoreductase QR2 [Oryza sativa (japonica cultivar-group)]	BAD03019.1	quinone reductase, putative	At5g54500.1	protein flavodoxin, putative	Os08g04460	"quinone reductase, putative, similar to 1,4-benzoquinone reductase (Phanerochaete chrysosporium)(GI:4454993); contains flavodoxin domain PF00258"	lipid metabolism.'exotics' (steroids, squalene etc)	11_8

CUST_29528_PI403524517	2	0.18998814	-0.04099655	0.045713425	-0.110048294	0.040997505	-0.29460144	35_8529	"Cluster: Putative THO complex 3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative THO complex 3 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69VQ7	CHR5V7|COORD:22739981..22742291| transducin family protein / WD-40 repeat family protein	AT5G56130.1	CHR09V5|COORD:7270228..7275920|protein THO complex subunit 3, putative, expressed	LOC_Os09g12710.1	no descriptionmoderately similar to ( 301)AT5G56130| Symbols:  | transducin family protein / WD-40 repeat family protein | chr5:22739981-22742291 REVERSEvery weakly similar to (80.9)PF20_CHLREFlagellar WD repeat-containing protein Pf20 - Chlamydomonas reinhardtiinot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned WD40 COG2319	not assigned.no ontology	35_1

CUST_5985_PI403524517	2	0.008261681	0.32163048	-0.03850174	0.03963375	-0.008262634	-0.13893414	35_1655	"Cluster: Putative ribosomal protein L28; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ribosomal protein L28 - Oryza sativa (japonica cultivar-group"	UniRef90_Q9FW34	CHR2V7|COORD:14180696..14181456| 50S ribosomal protein L28, chloroplast (CL28)	AT2G33450.1	CHR05V5|COORD:77844..75385|protein 50S ribosomal protein L28, chloroplast precursor, putative, expressed	LOC_Os05g01110.1	 no descriptionweakly similar to ( 160)AT2G33450| Symbols:  | 50S ribosomal protein L28, chloroplast (CL28) | chr2:14180696-14181456 FORWARDweakly similar to ( 158)RK28_TOBAC50S ribosomal protein L28, chloroplast precursor - Nicotiana tabacum (Common tobacco)not assigned not assigned not assigned not assigned not assigned not assigned rpmB Ribosomal_L28 RpmB rpl28 PRK12323 APC_basic PRK07764 	protein.synthesis.mito/plastid ribosomal protein.plastid	29_2_1_1

CUST_68213_PI403524517	2	0.22796822	-0.7520876	0.046959877	-0.033265114	-0.064668655	0.033265114	35_19500	Rep: F1-ATPase - Triticum aestivum (Wheat)	UniRef90_Q7X9K5	0	0	0	0	no description	not assigned.unknown	35_2

CUST_765_PI403524517	2	-0.051258087	-0.36391544	0.05193901	-0.04467392	0.07786274	0.044672966	35_201	"Cluster: Hypothetical protein; n=1; Arabidopsis thaliana|Rep: Hypothetical protein - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q8VZC9	CHR4|COORD:10407487..10409023| expressed protein, contains Pfam PF05871: Eukaryotic protein of unknown function (DUF852)	AT4G19003.1	CHR01V5|COORD:27115460..27112036|protein vacuolar protein sorting protein 25, putative, expressed	LOC_Os01g46932.1	" no descriptionmoderately similar to ( 279)AT4G19003| Symbols:  | similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD72413.1); similar to Os01g0658500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001043764.1); contains InterPro domain Protein of unknown function DUF852, eukaryotic; (InterPro:IPR008570) | chr4:10407582-10408593 REVERSEnot assigned ESCRT-II "	not assigned.unknown	35_2

CUST_33714_PI403524517	2	0.16606712	-0.17972279	-0.048031807	0.048031807	-0.23146725	0.055955887	35_9716	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_1198_PI404877155	2	0.18391514	0.52338886	-0.18391514	-0.5475359	-0.71475315	0.38939285	Contig11254_at	floral homeotic protein (HUA1) [Arabidopsis thaliana] gb|AAK01470.1| floral homeotic protein HUA1 [Arabidopsis thaliana]	NP_187874.2	floral homeotic protein (HUA1)	At3g12680.1	protein Zinc finger C-x8-C-x5-C-x3-H type (and similar), putative	Os01g42970	zinc finger (CCCH-type) family protein, contains Pfam domain, PF00642: Zinc finger C-x8-C-x5-C-x3-H type (and similar)	RNA.regulation of transcription.unclassified	27_3_99

CUST_975_PI404877155	2	0.042855263	-0.099300385	-0.12661743	0.060367584	-0.042855263	0.2096138	Contig10986_at	putative transcription factor [Oryza sativa] gb|AAK82454.1| putative transcription factor [Oryza sativa]	NP_910028.1	KOW domain-containing transcription factor family protein	At3g09210.1	protein putative transcription factor	Os03g61030	NONE	RNA.regulation of transcription.unclassified	27_3_99

CUST_66737_PI403524517	2	-0.046073914	0.046074867	-0.24113464	-0.14938164	0.20830345	0.305748	35_19057	"Cluster: Hypothetical protein OJ1354_D07.2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1354_D07.2 - Oryza sativa (japonica cultivar"	UniRef90_Q6AV18	CHR1V7|COORD:21205915..21208362| clathrin adaptor complexes medium subunit family protein	AT1G56590.1	CHR05V5|COORD:18431561..18427293|protein AP-3 complex subunit mu-2, putative, expressed	LOC_Os05g31780.2	no descriptionweakly similar to ( 181)AT1G56590| Symbols:  | clathrin adaptor complexes medium subunit family protein | chr1:21205915-21208362 REVERSEnot assigned Adap_comp_sub	protein.targeting.secretory pathway.unspecified	29_3_4_99

CUST_75881_PI403524517	2	0.25100994	0.029532433	-0.029533386	-0.06352043	-0.07281399	0.12370968	35_21752	"Cluster: Hypothetical protein P0410E03.22; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0410E03.22 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5ZE12	0	0	CHR01V5|COORD:24463719..24471186|protein BAH domain containing protein, expressed	LOC_Os01g42460.1	no description	not assigned.unknown	35_2

CUST_177551_PI403524517	2	0.1632433	-0.03279972	0.032798767	-0.03856659	-0.106310844	0.051686287	35_49388	"Cluster: Putative RNA polymerase A(I) large subunit; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative RNA polymerase A(I) large subunit - Oryza sativa"	UniRef90_Q69X40	"CHR3V7|COORD:21364723..21373791| NRPA1 (nuclear RNA polymerase A 1); DNA binding / DNA-directed RNA polymerase"	AT3G57660.1	0	0	"no descriptionweakly similar to ( 107)AT3G57660| Symbols: NRPA1 | NRPA1 (nuclear RNA polymerase A 1); DNA binding / DNA-directed RNA polymerase | chr3:21364723-21373791 FORWARDnot assigned not assigned RNA_pol_Rpb1_3"	RNA.transcription	27_2

CUST_149892_PI403524517	2	-0.004640579	0.060525894	-0.027787209	-0.0030536652	0.0030536652	0.27745247	35_41933	Rep: Hypothetical protein - Medicago truncatula (Barrel medic)	UniRef90_Q1S1J8	CHR5V7|COORD:19246389..19248749| similar to hypothetical protein 25.t00068 [Brassica oleracea] (GB:ABD64961.1)	AT5G47400.1	CHR10V5|COORD:21753987..21757445|protein expressed protein	LOC_Os10g41120.1	no descriptionvery weakly similar to (82.8)AT5G47400| Symbols:  | similar to hypothetical protein 25.t00068 [Brassica oleracea] (GB:ABD64961.1) | chr5:19246389-19248749 FORWARD	not assigned.unknown	35_2

CUST_13268_PI403524517	2	0.27796364	-0.0791893	-0.1131506	0.049780846	0.03840828	-0.03840828	35_3799	"Cluster: F-box domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: F-box domain containing protein,"	UniRef90_Q10M69	CHR5V7|COORD:18732865..18734052| F-box family protein	AT5G46170.1	CHR03V5|COORD:11592064..11593734|protein F-box domain containing protein, expressed	LOC_Os03g20500.1	no descriptionmoderately similar to ( 292)AT5G46170| Symbols:  | F-box family protein | chr5:18732865-18734052 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07003 Herpes_BLLF1 AF-4 Atrophin-1 PRK12678 PRK07764 PRK12323 APC_basic HPC2 SerH Pneumo_att_G KAR9 Tymo_45kd_70kd TT_ORF1 DUF566 COG3520 DUF936 Herpes_UL32 Treacle COG3456 DUF1509 PRK09169 PRK05648 rne VgrG FecR	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_28522_PI403524517	2	0.2101984	-0.4362402	0.06683254	-0.04250145	-0.037981987	0.037981987	35_8242	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_15647_PI403524517	2	-0.5526161	-1.5722804	0.8170805	0.8226485	0.5526161	-0.7415304	35_4515	"Cluster: Hypothetical protein P0501E09.29; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0501E09.29 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6YWA6	CHR5V7|COORD:2643847..2649789| PWWP domain-containing protein	AT5G08230.1	CHR09V5|COORD:861778..862088|protein expressed protein	LOC_Os09g02180.1	no description	not assigned.unknown	35_2

CUST_93354_PI403524517	2	-0.030748367	0.117100716	0.07205677	-0.1553297	-0.08201027	0.030749321	35_26691	"Cluster: OSJNBa0083N12.5 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0083N12.5 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XPT5	CHR4V7|COORD:2818773..2821062| tRNA-splicing endonuclease positive effector-related	AT4G05540.1	CHR04V5|COORD:30030370..30044424|protein expressed protein	LOC_Os04g51090.1	no descriptionvery weakly similar to (50.4)AT4G05540| Symbols:  | tRNA-splicing endonuclease positive effector-related | chr4:2818773-2821062 REVERSE	DNA.synthesis/chromatin structure	28_1

CUST_3775_PI404877155	2	0.07974625	-0.006430626	-0.08232784	0.022615433	-0.23795605	0.0064296722	Contig14361_at	contains similarity to peroxisomal membrane carrier protein [Arabidopsis thaliana]	AAM61381.1	mitochondrial substrate carrier family protein	At5g66380.1	protein mitochondrial carrier protein-like protein	Os03g52430	contains similarity to peroxisomal membrane carrier protein	transport.metabolite transporters at the mitochondrial membrane	34_9

CUST_16732_PI403524517	2	0.10382557	-0.6006708	-0.09659672	-0.0029067993	0.022561073	0.002907753	35_4829	"Cluster: Hypothetical protein OSJNBa0091C16.5; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0091C16.5 - Oryza sativa (japonica cu"	UniRef90_Q6K2L7	"CHR5V7|COORD:23832254..23833045| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G52370.1); similar to hypothetical protein MtrDRAFT_AC146330g18v1"	AT5G58990.1	CHR02V5|COORD:16547049..16544312|protein expressed protein	LOC_Os02g27960.1	"no descriptionweakly similar to ( 117)AT5G58990| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G52370.1); similar to hypothetical protein MtrDRAFT_AC146330g18v1 [Medicago truncatula] (GB:ABE90880.1); contains InterPro domain Translation protein SH3-like; (InterPro:IPR008991) | chr5:23832254-23833045 FORWARD"	not assigned.unknown	35_2

CUST_7665_PI403524517	2	0.09843922	0.21118736	-0.03139305	0.00554657	-0.17410088	-0.00554657	35_2134	"Cluster: Root uracil permease 1; n=2; Oryza sativa (japonica cultivar-group)|Rep: Root uracil permease 1 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2A0M6	CHR1V7|COORD:22117658..22120313| xanthine/uracil permease family protein	AT1G60030.1	CHR02V5|COORD:31045947..31040167|protein permease I, putative, expressed	LOC_Os02g50820.1	no description	not assigned.unknown	35_2

CUST_127264_PI403524517	2	0.12713099	0.1712451	-0.1664176	-0.16736412	2.0264864	-0.12713146	35_35800	"Cluster: Os04g0466700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os04g0466700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JCJ0	CHR5V7|COORD:1938782..1944198| binding	AT5G06350.1	CHR04V5|COORD:23107680..23099265|protein expressed protein	LOC_Os04g39220.1	no descriptionvery weakly similar to (58.5)AT5G06350| Symbols:  | binding | chr5:1938782-1944198 FORWARD	not assigned.unknown	35_2

CUST_170281_PI403524517	2	0.0099105835	0.33273315	0.28386974	-0.009910107	-0.29078102	-0.15499163	35_47427	"Cluster: Os02g0464500 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os02g0464500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E1B8	"CHR5V7|COORD:1541854..1543876| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G61670.1); similar to Os02g0464500 [Oryza sativa (japonica"	AT5G05190.1	CHR02V5|COORD:15589114..15592265|protein expressed protein	LOC_Os02g26560.1	"no descriptionvery weakly similar to (59.7)AT5G05190| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G61670.1); similar to Os02g0464500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001046806.1); similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:BAD19834.1); similar to Os03g0334200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001050029.1) | chr5:1541854-1543876 FORWARD"	not assigned.no ontology	35_1

CUST_171009_PI403524517	2	-0.13881493	0.26364517	0.1170845	-0.41048717	0.32344627	-0.1170845	35_47634	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_99835_PI403524517	2	0.04993725	-0.120100975	0.1121192	-0.15669489	1.7125263	-0.04993725	35_28500	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_39728_PI403524517	2	-0.17782164	0.005326271	0.066212654	-0.10760355	-0.005326271	0.2180357	35_11424	"Cluster: Hypothetical protein OSJNBa0077F02.121; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0077F02.121 - Oryza sativa (japonic"	UniRef90_Q7EYV5	"CHR1V7|COORD:20409480..20411353| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G26200.1); similar to Os07g0414200 [Oryza sativa (japonica"	AT1G54650.1	CHR07V5|COORD:13066591..13056098|protein expressed protein	LOC_Os07g23169.1	"no descriptionweakly similar to ( 112)AT1G54650| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G26200.1); similar to Os07g0414200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001059456.1); similar to PREDICTED: hypothetical protein isoform 1 [Gallus gallus] (GB:XP_001235215.1); contains InterPro domain Methyltransferase type 12; (InterPro:IPR013217); contains InterPro domain SAM (and some other nucleotide) binding motif; (InterPro:IPR000051); contains InterPro domain Generic methyltransferase; (InterPro:IPR001601) | chr1:20409480-20411353 REVERSE"	not assigned.no ontology	35_1

CUST_139855_PI403524517	2	0.12634516	0.31371355	-0.23314905	-0.82499695	2.0291538	-0.12634468	35_39220	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_59980_PI403524517	2	-0.09032631	0.24501705	-0.235178	0.11046028	-0.099155426	0.09032631	35_17097	Rep: TMK protein precursor - Oryza sativa (Rice)	UniRef90_P93425	CHR1V7|COORD:24635166..24638078| TMK1 (TRANSMEMBRANE KINASE 1)	AT1G66150.1	CHR03V5|COORD:28969251..28965150|protein receptor protein kinase TMK1 precursor, putative, expressed	LOC_Os03g50810.1	no descriptionhighly similar to ( 885)AT1G66150| Symbols: TMK1 | TMK1 (TRANSMEMBRANE KINASE 1) | chr1:24635166-24638078 FORWARDmoderately similar to ( 242)PSKR_DAUCAPhytosulfokine receptor precursor - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pkinase_Tyr S_TKc S_TKc Pkinase PTKc TyrKc PTKc_Src_like PTKc_Csk_like PTKc_Trk PTKc_Jak_rpt2 PTKc_Frk_like PTKc_Tec_like PTKc_Itk PTKc_Srm_Brk SPS1 PTKc_Ror PTKc_Fyn_Yrk PTKc_Ack_like PTKc_Fes_like PTKc_Src PTKc_Jak2_Jak3_rpt2 PTKc_Chk PTKc_Yes PTKc_TrkC PTKc_Met_Ron PTKc_TrkA PTKc_Abl PTKc_Csk PTKc_c-ros PTKc_Axl_like PTKc_Syk_like PTKc_InsR_like PTKc_FGFR PTKc_EphR PTKc_EGFR_like PTKc_TrkB PTKc_Btk_Bmx PTKc_EphR_A2 PTKc_Tie2 PTKc_Musk PTKc_ALK_LTK PTKc_Fer PTKc_DDR PTKc_Tec_Rlk PTKc_Lck_Blk PTK_CCK4 PTKc_Jak1_rpt2 PTKc_Tie1 PTKc_DDR_like PTKc_Tyk2_rpt2 PTKc_Ror1 PTKc_Lyn PTKc_DDR1 PTKc_RET PTKc_Axl PTKc_EphR_A PTKc_Hck PTKc_Tie PTKc_EphR_B PTKc_DDR2 PTKc_Aatyk PTKc_FGFR1 PTKc_FGFR4 PTKc_PDGFR PTKc_IGF-1R PTK_HER3 PTKc_Fes PTKc_FGFR3 PTKc_FGFR2 PTKc_Tyro3 PTK_Ryk PTKc_InsR PTKc_FAK PTKc_EphR_A10 PTKc_HER4 PTKc_EGFR PTKc_HER2 PTKc_Syk PTKc_Aatyk1_Aatyk3 PTKc_Ror2 PTK_Jak2_Jak3_rpt1 PTKc_Aatyk2 PTKc_Zap-70 PTKc_VEGFR PTKc_VEGFR2 PTKc_VEGFR3 PTKc_PDGFR_alpha PTKc_CSF-1R PTK_Tyk2_rpt1 PTK_Jak_rpt1 PTKc_PDGFR_beta PTKc_Kit PTK_Jak1_rpt1	protein.postranslational modification.kinase.receptor like cytoplasmatic kinase VII	29_4_1_57

CUST_15476_PI399408534	2	0.04669571	-1.147584	-0.5273905	0.28490067	-0.04669571	0.1285677	35_1647	Rep: H0913C04.10 protein - Oryza sativa (Rice)	UniRef90_Q259U6	CHR3V7|COORD:19476622..19478031| aspartyl protease family protein	AT3G52500.1	CHR04V5|COORD:34778003..34780100|protein aspartic proteinase nepenthesin-2 precursor, putative, expressed	LOC_Os04g58840.1	no descriptionmoderately similar to ( 255)AT3G52500| Symbols:  | aspartyl protease family protein | chr3:19476622-19478031 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Atrophin-1 Asp PRK07003 PRK12323 PRK07764 Extensin_2 Herpes_BLLF1 PRK05648 Tymo_45kd_70kd DUF1421 Drf_FH1 PRK12678 GRASP55_65 HPC2 APC_basic Totivirus_coat Herpes_TAF50 CTF_NFI FAP PRK08770 IER DamX Syndecan DUF605 Pneumo_att_G PRK10263 PRK08853 AF-4 Coprinus_mating tatB Herpes_UL32 DUF566 Metaviral_G PRK10856 Pol_Y_like Chon_Sulph_att KAR9 Prog_receptor Gag_spuma HpaP PRK12372 PRK06132	RNA.regulation of transcription.unclassified	27_3_99

CUST_4751_PI404877155	2	-0.033267975	-0.15568352	0.020534515	0.17395878	0.15620804	-0.020533562	Contig15982_at	putative bZIP transcription factor [Oryza sativa (japonica cultivar-group)] dbj|BAD35712.1| putative bZIP transcription factor [Oryza sativa	BAD35171.1	ABA-responsive element-binding protein / abscisic acid responsive elements-binding factor (ABRE) / ABA-respons	At4g34000.2	protein bZIP transcription factor, putative	Os06g10880	dihydroorotate dehydrogenase	RNA.regulation of transcription.bZIP transcription factor family	27_3_35

CUST_23307_PI399408534	2	0.33390617	-1.4571724	-0.1384182	0.08313179	-0.08313084	0.11625862	35_3565	"Cluster: Putative HMG type nucleosome/chromatin assembly factor D; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative HMG type nucleosome/chromatin assem"	UniRef90_Q6Z1Z2	"CHR5V7|COORD:7888715..7890114| HMGB6 (High mobility group B 6); transcription factor"	AT5G23420.1	CHR08V5|COORD:66368..64999|protein HMG1/2-like protein, putative, expressed	LOC_Os08g01100.1	"no descriptionweakly similar to ( 101)AT5G23420| Symbols: HMGB6 | HMGB6 (High mobility group B 6); transcription factor | chr5:7888715-7890114 REVERSEvery weakly similar to (50.4)HMGL_VICFAHMG1/2-like protein - Vicia faba (Broad bean)not assigned not assigned not assigned not assigned HMGB-UBF_HMG-box HMG-box HMG_box HMG SOX-TCF_HMG-box NHP6B Atrophin-1 TT_ORF1"	RNA.regulation of transcription.Nucleosome/chromatin assembly factor group	27_3_62

CUST_7435_PI399408534	2	-0.42509747	0.17640448	-0.17640448	-0.5013828	0.5012393	0.28034544	35_7215	Rep: GA 20-oxidase 3 - Hordeum vulgare var. distichum (Two-rowed barley)	UniRef90_Q673G6	"CHR5V7|COORD:21072615..21073972| ATGA20OX2/GA20OX2 (Gibberellin 20 oxidase 2); gibberellin 20-oxidase"	AT5G51810.1	CHR07V5|COORD:3700587..3703330|protein gibberellin 20 oxidase 1-B, putative, expressed	LOC_Os07g07420.1	" no descriptionweakly similar to ( 174)AT5G51810| Symbols: GA20OX2, ATGA20OX2 | ATGA20OX2/GA20OX2 (Gibberellin 20 oxidase 2); gibberellin 20-oxidase | chr5:21072615-21073972 REVERSEmoderately similar to ( 208)GAO1B_WHEATGibberellin 20 oxidase 1-B - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PcbC PRK12678 "	hormone metabolism.gibberelin.synthesis-degradation.GA20 oxidase	17_6_1_11

CUST_119611_PI403524517	2	0.33759785	-0.9770794	-0.1237669	0.03487587	-0.024954796	0.024954796	35_33838	Rep: Hypothetical protein hypro2 - Zea mays (Maize)	UniRef90_Q9ATW5		0	CHR02V5|COORD:34193672..34197836|protein heparanase-like protein 3 precursor, putative, expressed	LOC_Os02g55870.1	no description	not assigned.unknown	35_2

CUST_2458_PI404877155	2	-0.11878443	0.388494	-0.07515526	-0.14132786	0.07515526	0.5058918	Contig12846_at	putative receptor-like protein kinase [Oryza sativa (japonica cultivar-group)] gb|AAP52678.1| putative receptor-like protein kinase [Oryza s	NP_920391.1	S-locus protein kinase, putative	At4g21370.1	protein Similar to barley stem rust resistance protein	Os11g11890	NONE	signalling.receptor kinases.S-locus glycoprotein like	30_2_24

CUST_44433_PI403524517	2	-0.03965664	-0.05848217	0.32092094	0.108896255	-0.022978783	0.022979736	35_12747	"Cluster: Hypothetical protein P0489A05.1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0489A05.1 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q9AWJ6	CHR3V7|COORD:5644754..5645170| RALFL23 (RALF-LIKE 23)	AT3G16570.1	CHR04V5|COORD:32015634..32015958|protein rapid ALkalinization Factor family protein	LOC_Os04g54090.1	no descriptionvery weakly similar to (52.8)AT3G16570| Symbols: RALFL23 | RALFL23 (RALF-LIKE 23) | chr3:5644754-5645170 FORWARDRALF	not assigned.no ontology	35_1

CUST_171957_PI403524517	2	-0.30176735	-0.2446208	0.05317259	0.013259888	-0.013259411	0.1766777	35_47905	"Cluster: Os08g0254900 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os08g0254900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J6W9	"CHR3V7|COORD:7436097..7437851| similar to hypothetical protein MtrDRAFT_AC151668g4v1 [Medicago truncatula] (GB:ABE87200.1); contains InterPro domain FMN-binding"	AT3G21200.1	CHR08V5|COORD:9418417..9422130|protein expressed protein	LOC_Os08g15500.1	"no descriptionweakly similar to ( 133)AT3G21200| Symbols:  | similar to hypothetical protein MtrDRAFT_AC151668g4v1 [Medicago truncatula] (GB:ABE87200.1); contains InterPro domain FMN-binding split barrel; (InterPro:IPR009002) | chr3:7436097-7437851 FORWARD"	not assigned.unknown	35_2

CUST_15253_PI399408534	2	-0.531209	-1.2599034	-0.13164711	0.26703072	0.19364929	0.13164711	35_27583	"Cluster: Receptor protein kinase-like protein; n=1; Arabidopsis thaliana|Rep: Receptor protein kinase-like protein - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9FII5	CHR5V7|COORD:24741767..24745068| leucine-rich repeat transmembrane protein kinase, putative	AT5G61480.1	CHR08V5|COORD:2764744..2768180|protein receptor-like protein kinase 5 precursor, putative, expressed	LOC_Os08g05290.1	 no descriptionvery weakly similar to (99.8)AT5G61480| Symbols:  | leucine-rich repeat transmembrane protein kinase, putative | chr5:24741767-24745068 REVERSEnot assigned 	signalling.receptor kinases.leucine rich repeat XI	30_2_11

CUST_111761_PI403524517	2	0.11049652	-0.38688946	-0.0018692017	0.021234512	0.0018692017	-0.045657158	35_31729	"Cluster: Glyceraldehyde-3-phosphate dehydrogenase, cytosolic 3; n=11; commelinids|Rep: Glyceraldehyde-3-phosphate dehydrogenase, cytosolic 3 -"	UniRef90_Q43247	"CHR1V7|COORD:4608462..4610491| GAPC-2; glyceraldehyde-3-phosphate dehydrogenase"	AT1G13440.1	CHR04V5|COORD:24086354..24090074|protein glyceraldehyde-3-phosphate dehydrogenase, cytosolic 3, putative, expressed	LOC_Os04g40950.1	" no descriptionweakly similar to ( 169)AT3G04120| Symbols: GAPC-1, GAPC | GAPC (GLYCERALDEHYDE-3-PHOSPHATE DEHYDROGENASE C SUBUNIT); glyceraldehyde-3-phosphate dehydrogenase | chr3:1081084-1083138 FORWARDweakly similar to ( 179)G3PC_HORVUGlyceraldehyde-3-phosphate dehydrogenase, cytosolic - Hordeum vulgare (Barley)not assigned GapA PRK07729 Gp_dh_N PRK07403 Gp_dh_C PRK08289 PRK08955 "	glycolysis.glyceraldehyde 3-phosphate dehydrogenase	4_9

CUST_66493_PI403524517	2	0.21655941	-0.2634058	0.11512375	-0.007634163	-0.06615353	0.007634163	35_18988	"Cluster: Hypothetical protein OSJNBa0030C08.6; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0030C08.6 - Oryza sativa (japonica cu"	UniRef90_Q6K1Z8	0	0	CHR02V5|COORD:23763521..23766973|protein expressed protein	LOC_Os02g39390.2	no description	not assigned.unknown	35_2

CUST_8586_PI399408534	2	0.033581257	-0.058832645	0.033581257	3.574664	-0.4761796	-0.033581257	35_44710	"Cluster: Hypothetical protein OSJNBa0029B02.16; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0029B02.16 - Oryza sativa (japonica"	UniRef90_Q6AT13	CHR3V7|COORD:5270274..5271707| phototropic-responsive NPH3 family protein	AT3G15570.1	CHR05V5|COORD:4631245..4636225|protein coleoptile phototropism protein 1, putative, expressed	LOC_Os05g08530.1	no descriptionvery weakly similar to (53.5)AT3G15570| Symbols:  | phototropic-responsive NPH3 family protein | chr3:5270274-5271707 REVERSE	RNA.regulation of transcription.unclassified	27_3_99

CUST_36446_PI403524517	2	0.13255978	-0.17269325	-0.011174202	0.011173248	-0.3668251	0.1413269	35_10511	"Cluster: Hypothetical protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XXP7	"CHR1V7|COORD:25155224..25159695| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G68790.1); similar to nuclear matrix constituent protein-related"	AT1G67230.1	CHR02V5|COORD:29382690..29376507|protein nuclear matrix constituent protein 1, putative, expressed	LOC_Os02g48010.1	"no descriptionweakly similar to ( 103)AT1G67230| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G68790.1); similar to nuclear matrix constituent protein-related [Arabidopsis thaliana] (TAIR:AT1G13220.2); similar to nuclear matrix constituent protein 1 (NMCP1) [Daucus carota] (GB:BAA20407.1); contains InterPro domain Spectrin repeat; (InterPro:IPR002017); contains InterPro domain tRNA-binding arm; (InterPro:IPR010978) | chr1:25155224-25159695 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Smc SbcC PRK03918 Myosin_tail_1 Tropomyosin Caldesmon PRK12704 ERM TolA PRK02224 COG1340 PRK00409 PRK00106"	protein.degradation	29_5

CUST_30623_PI399408534	2	0.043836117	0.16392994	0.12816715	-0.043836117	-0.9505825	-0.16202354	35_24366	"Cluster: Putative auxin induced protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative auxin induced protein - Oryza sativa (japonica cultivar-group"	UniRef90_Q651Q4	CHR1V7|COORD:10302787..10303212| auxin-responsive family protein	AT1G29430.1	CHR09V5|COORD:21583547..21584243|protein OsSAUR44 - Auxin-responsive SAUR gene family member, expressed	LOC_Os09g37394.1	no descriptionvery weakly similar to (99.8)AT1G29430| Symbols:  | auxin-responsive family protein | chr1:10302787-10303212 REVERSEAuxin_inducible	hormone metabolism.auxin.induced-regulated-responsive-activated	17_2_3

CUST_25174_PI399408534	2	0.35664368	-0.16128254	0.12374687	-0.08168316	-0.2767601	0.081682205	35_6123	"Cluster: Utp14 protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Utp14 protein, expressed - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10LM2	"CHR4V7|COORD:1054243..1057884| similar to U3 ribonucleoprotein (Utp) family protein [Arabidopsis thaliana] (TAIR:AT5G08600.1); similar to hypothetical"	AT4G02400.1	CHR03V5|COORD:12767211..12772254|protein utp14 protein, expressed	LOC_Os03g22320.1	"no descriptionmoderately similar to ( 265)AT4G02400| Symbols:  | similar to U3 ribonucleoprotein (Utp) family protein [Arabidopsis thaliana] (TAIR:AT5G08600.1); similar to hypothetical protein DEHA0A03355g [Debaryomyces hansenii CBS767] (GB:XP_456468.1); similar to Os03g0343300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001050076.1); contains InterPro domain Utp14 protein; (InterPro:IPR006709) | chr4:1054243-1057884 FORWARDnot assigned not assigned not assigned Utp14 COG5644"	RNA.processing.splicing	27_1_1

CUST_160844_PI403524517	2	0.2325201	-0.14566326	-0.025987625	0.025986671	-0.17472172	0.13580608	35_44880	"Cluster: PREDICTED: similar to germinal histone H4 gene; n=1; Canis familiaris|Rep: PREDICTED: similar to germinal histone H4 gene - Canis familiaris"	UniRef90_UPI00005A5837	CHR5V7|COORD:24068875..24069186| histone H4	AT5G59690.1	CHR10V5|COORD:20690219..20689571|protein histone H4, putative, expressed	LOC_Os10g39410.1	no descriptionweakly similar to ( 106)AT5G59970| Symbols:  | histone H4 | chr5:24163578-24163889 REVERSEweakly similar to ( 106)H4_PEAHistone H4 - Pisum sativum (Garden pea)not assigned H4 H4 HHT1 Histone	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_17181_PI404877155	2	0.036971092	0.13154984	-0.03697157	-0.5525055	-0.90809536	0.48527908	HT05M16u_at	anion-transporting ATPase, putative [Arabidopsis thaliana] ref|NP_849575.1| anion-transporting ATPase, putative [Arabidopsis thaliana] gb|AA	NP_563640.1	anion-transporting ATPase, putative	At1g01910.1	protein arsA-like protein hASNA-I, putative	Os09g34970	"anion-transporting ATPase, putative, similar to SP:O43681 Arsenical pump-driving ATPase (EC 3.6.3.16) (Arsenite-translocating ATPase) (Arsenical resistance ATPase) (Arsenite-transporting ATPase) (ARSA) (ASNA-I) {Homo sapiens}; contains Pfam profile PF0237"	transport.unspecified anions	34_18

CUST_35005_PI403524517	2	0.07280159	0.6563177	-0.059851646	-0.051755905	-0.029764175	0.02976513	35_10091	"Cluster: Monothiol glutaredoxin-S7, chloroplast precursor; n=1; Oryza sativa|Rep: Monothiol glutaredoxin-S7, chloroplast precursor - Oryza sativa (Rice)"	UniRef90_Q851Y7	CHR3V7|COORD:20352828..20353349| CXIP1 (CAX INTERACTING PROTEIN 1)	AT3G54900.1	CHR03V5|COORD:35769292..35771503|protein OsGrx_S14 - glutaredoxin subgroup II, expressed	LOC_Os03g63420.1	no description	not assigned.unknown	35_2

CUST_156867_PI403524517	2	0.6627598	0.9665451	-1.4176621	-0.053621292	0.053620815	-0.15277243	35_43810	"Cluster: Receptor-like kinase Xa21-binding protein 3; n=2; Oryza sativa|Rep: Receptor-like kinase Xa21-binding protein 3 - Oryza sativa (Rice)"	UniRef90_Q8LLW2	CHR2V7|COORD:12385619..12387551| ankyrin repeat family protein	AT2G28840.1	CHR05V5|COORD:621362..617592|protein ankyrin repeat domain-containing protein 28, putative, expressed	LOC_Os05g02130.1	no descriptionvery weakly similar to (72.0)AT2G28840| Symbols:  | ankyrin repeat family protein | chr2:12385619-12387551 FORWARD	cell.organisation	31_1

CUST_25957_PI403524517	2	0.20210171	-0.10041618	-0.04931736	-0.01109314	0.011094093	0.13914871	35_7522	Rep: Molecular chaperone - Aspergillus oryzae	UniRef90_Q2UUE6	CHR5|COORD:18996204..18997283| VQ motif-containing protein, contains PF05678: VQ motif	AT5G46780.2	CHR04V5|COORD:23607513..23609887|protein sel1-like repeat, putative, expressed	LOC_Os04g40030.1	no description	not assigned.unknown	35_2

CUST_20448_PI399408534	2	-0.72195005	-1.0119591	0.6431236	0.96075726	0.30171537	-0.3017149	35_18029	"Cluster: Homeodomain-leucine zipper transcription factor TaHDZipI-2; n=1; Triticum aestivum|Rep: Homeodomain-leucine zipper transcription factor"	UniRef90_Q27W77	"CHR1V7|COORD:26262829..26264128| ATHB13 (ARABIDOPSIS THALIANA HOMEOBOX PROTEIN 12); DNA binding / transcription factor"	AT1G69780.1	CHR03V5|COORD:3766044..3763394|protein homeobox-leucine zipper protein HAT7, putative, expressed	LOC_Os03g07450.2	"no descriptionmoderately similar to ( 249)AT1G69780| Symbols: ATHB13 | ATHB13 (ARABIDOPSIS THALIANA HOMEOBOX PROTEIN 12); DNA binding / transcription factor | chr1:26262829-26264128 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07764 Homeobox HOX homeodomain HALZ COG5576 rne PRK12678 PRK07003 PRK12323 PRK05648 Drf_FH1"	RNA.regulation of transcription.HB,Homeobox transcription factor family	27_3_22

CUST_15793_PI404877155	2	0.019276619	-0.11857033	-0.019276619	0.08217049	-0.041345596	0.15573978	Contig9625_at	Dihydrodipicolinate synthase 2, chloroplast precursor (DHDPS 2) pir||WZWTH6 dihydrodipicolinate synthase (EC 4.2.1.52) precursor (clone pDA2	P24847	dihydrodipicolinate synthase 2 (DHDPS2)	At2g45440.1	protein dihydrodipicolinate synthase, putative	Os04g18200	Dihydrodipicolinate synthase 2, chloroplast precursor (DHDPS 2) pir	amino acid metabolism.synthesis.aspartate family.lysine	13_1_3_5

CUST_17047_PI403524517	2	0.19752216	0.29439354	-0.013495445	-0.08269501	-0.09401512	0.013495445	35_4928	"Cluster: Oxidoreductase, N-terminal:Oxidoreductase, C-terminal; n=1; Kineococcus radiotolerans SRS30216|Rep: Oxidoreductase, N-terminal:Oxidoreductase, C-termin"	UniRef90_Q40VN4	0	0	0	0	no description	not assigned.unknown	35_2

CUST_54100_PI403524517	2	1.3981934	-0.016421318	-0.87387514	0.016421318	-1.5627027	0.43071365	35_15393	Rep: PREDICTED: hypothetical protein - Apis mellifera	UniRef90_UPI0000DB74DD	CHR5V7|COORD:18981257..18982129| glycine-rich protein	AT5G46730.1	CHR01V5|COORD:2996378..2997995|protein glycine-rich cell wall structural protein precursor, putative, expressed	LOC_Os01g06310.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF1777 Drf_FH1 Extensin_2 Plasmodium_HRP	not assigned.unknown	35_2

CUST_16686_PI403524517	2	0.042614937	0.5203514	-0.04261446	-0.14288807	-0.4964509	0.36634302	35_4817	"Cluster: PAPA-1-like conserved region family protein, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: PAPA-1-like conserved region family protein, e"	UniRef90_Q2QNL8	CHR2|COORD:19440861..19444319| PAPA-1-like family protein / zinc finger (HIT type) family protein, contains Pfam domains, PF04795: PAPA-1-like conserved	AT2G47350.2	CHR12V5|COORD:22942656..22939381|protein PAPA-1-like conserved region family protein, expressed	LOC_Os12g37430.3	no description	not assigned.unknown	35_2

CUST_167014_PI403524517	2	0.12454414	-0.15122604	-0.024572372	0.023857117	-0.023857117	0.04290104	35_46523	"Cluster: Nitrate/chlorate transporter, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Nitrate/chlorate transporter, putative, expressed -"	UniRef90_Q10T28	"CHR1V7|COORD:4105339..4109288| NRT1.1 (nitrate transporter 1.1); transporter"	AT1G12110.1	CHR03V5|COORD:180874..184097|protein peptide transporter PTR2, putative, expressed	LOC_Os03g01290.1	" no descriptionvery weakly similar to (72.0)AT1G12110| Symbols: CHL1-1, NRT1, B-1, ATNRT1, CHL1, NRT1.1 | NRT1.1 (nitrate transporter 1.1); transporter | chr1:4105339-4109288 FORWARDnot assigned PTR2 PTR2 "	transport.nitrate	34_4

CUST_34496_PI403524517	2	0.013039589	-0.3650608	-0.06807518	0.0026712418	0.058986664	-0.0026712418	35_9949	"Cluster: Os08g0390100 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os08g0390100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J5X9	"CHR2V7|COORD:11013216..11016806| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G20010.2); similar to unknown protein [Arabidopsis thaliana]"	AT2G25800.1	CHR08V5|COORD:18353923..18348097|protein expressed protein	LOC_Os08g30070.1	"no descriptionweakly similar to ( 157)AT2G25800| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G20010.2); similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G04470.1); similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G33420.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD28473.1); similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:BAD05347.1); similar to Protein of unknown function DUF810 [Medicago truncatula] (GB:ABE78559.1); contains InterPro domain Protein of unknown function DUF810; (InterPro:IPR008528) | chr2:11013216-11016806 REVERSEDUF810"	not assigned.unknown	35_2

CUST_11489_PI399408534	2	0.12321663	-0.086078644	0.0100774765	0.09130669	-0.14791203	-0.010076523	35_18391	"Cluster: Os02g0499000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0499000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E124	CHR4V7|COORD:7614097..7615307| AP2 domain-containing transcription factor family protein	AT4G13040.1	CHR02V5|COORD:17569220..17576357|protein DNA binding protein, putative, expressed	LOC_Os02g29550.2	no descriptionweakly similar to ( 141)AT4G13040| Symbols:  | AP2 domain-containing transcription factor family protein | chr4:7614289-7615307 FORWARDAP2	RNA.regulation of transcription.AP2/EREBP, APETALA2/Ethylene-responsive element binding protein family	27_3_3

CUST_17956_PI399408534	2	-0.020904541	-0.21255398	0.020905018	0.057008743	0.14209223	-0.043207645	35_5928	"Cluster: WRKY DNA binding domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: WRKY DNA binding domain containing protein, exp"	UniRef90_Q10M65	"CHR2V7|COORD:19050749..19051827| WRKY46 (WRKY DNA-binding protein 46); transcription factor"	AT2G46400.1	CHR03V5|COORD:11629657..11630977|protein OsWRKY55 - Superfamily of rice TFs having WRKY and zinc finger domains, expressed	LOC_Os03g20550.1	" no descriptionvery weakly similar to (79.7)AT2G46400| Symbols: ATWRKY46, WRKY46 | WRKY46 (WRKY DNA-binding protein 46); transcription factor | chr2:19050749-19051827 REVERSEWRKY "	RNA.regulation of transcription.WRKY domain transcription factor family	27_3_32

CUST_69022_PI403524517	2	0.14575672	-0.1913395	-8.163452E-4	0.018130302	8.163452E-4	-0.025660515	35_19748	"Cluster: PHD-finger family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: PHD-finger family protein, expressed - Oryza sativa (japonica"	UniRef90_Q2QSD0	0	0	CHR12V5|COORD:14017653..14010131|protein PHD-finger family protein, expressed	LOC_Os12g24540.1	no description	not assigned.unknown	35_2

CUST_13683_PI404877155	2	0.0021324158	0.5217104	0.0522213	-0.03813839	-0.29020882	-0.002131462	Contig7412_at	P0042A10.6 [Oryza sativa (japonica cultivar-group)] dbj|BAB90064.1| P0042A10.6 [Oryza sativa (japonica cultivar-group)]	NP_916724.1	WD-40 repeat family protein / phytochrome A-related	At3g15354.1	protein expressed protein	Os01g52640	NONE	signalling.light	30_11

CUST_106416_PI403524517	2	0.11021137	0.14167976	-0.038464546	-0.19327259	-0.3228531	0.038464546	35_30288	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_20524_PI399408534	2	0.046203613	0.94071007	-0.019839287	0.01984024	-0.16767216	-0.10313988	35_3683	Rep: Phytochrome C - Triticum aestivum (Wheat)	UniRef90_Q66NG4	CHR5V7|COORD:14025279..14028849| PHYC (PHYTOCHROME DEFECTIVE C)	AT5G35840.1	CHR03V5|COORD:30955132..30960190|protein phytochrome C, putative, expressed	LOC_Os03g54084.1	no descriptionnearly identical (1003)AT5G35840| Symbols: PHYC | PHYC (PHYTOCHROME DEFECTIVE C) | chr5:14025279-14028849 FORWARDnearly identical (1477)PHYC_ORYSAPhytochrome COG4251 PRK10841 PRK11107 BaeS PAS PRK11091 GAF HATPase_c PRK11100 HATPase_c HATPase_c KdpD PRK11466 NtrB HisKA	signalling.light	30_11

CUST_135063_PI403524517	2	-0.10390949	-0.6697688	0.29739952	0.1901393	0.10390997	-0.3107071	35_37889	0	0		0	CHR01V5|COORD:33095445..33100129|protein expressed protein	LOC_Os01g56790.1	no description	not assigned.unknown	35_2

CUST_75080_PI403524517	2	-0.036756516	0.028243065	-0.028242111	0.23557854	-0.44872475	0.2103157	35_21522	"Cluster: Cyclin, N-terminal domain, putative; n=3; Oryza sativa (japonica cultivar-group)|Rep: Cyclin, N-terminal domain, putative - Oryza sativa (japonica"	UniRef90_Q53NC8	CHR4V7|COORD:10673629..10676542| cyclin family protein	AT4G19600.1	CHR12V5|COORD:17927216..17935779|protein cyclin-T1, putative, expressed	LOC_Os12g30020.2	no descriptionmoderately similar to ( 248)AT4G19600| Symbols:  | cyclin family protein | chr4:10673629-10676542 FORWARDnot assigned not assigned not assigned CCL1 CYCLIN Cyclin_N CYCLIN	cell.cycle	31_3

CUST_66159_PI403524517	2	0.048508644	-0.15210533	-0.048508644	0.10839081	-0.10136509	0.10965061	35_18894	"Cluster: Outer membrane protein, OMP85 family protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Outer membrane protein, OMP85 family protein - Oryza sat"	UniRef90_Q2RBM6	CHR5V7|COORD:1632913..1635105| outer membrane OMP85 family protein	AT5G05520.1	CHR11V5|COORD:292679..285980|protein outer membrane protein, OMP85 family protein, expressed	LOC_Os11g01490.1	no descriptionmoderately similar to ( 419)AT5G05520| Symbols:  | outer membrane OMP85 family protein | chr5:1632913-1635105 FORWARDnot assigned not assigned COG4775 Bac_surface_Ag COG0729	not assigned.no ontology	35_1

CUST_26839_PI403524517	2	0.055232525	0.3063159	-0.040175915	-0.39382792	-0.56459093	0.040175915	35_7778	"Cluster: Hypothetical protein P0524F03.11; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0524F03.11 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6Z9J1	"CHR5V7|COORD:13441768..13450017| similar to EDR2 (enhanced disease resistance 2), lipid binding [Arabidopsis thaliana] (TAIR:AT4G19040.1); similar to"	AT5G35180.1	CHR08V5|COORD:21204751..21221734|protein lipid binding protein, putative, expressed	LOC_Os08g34060.3	" no descriptionmoderately similar to ( 333)AT5G35180| Symbols:  | similar to EDR2 (enhanced disease resistance 2), lipid binding [Arabidopsis thaliana] (TAIR:AT4G19040.1); similar to Os08g0439100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001061897.1); similar to pleckstriny domain-containing protein, putative, expressed [Oryza sativa (japonica cultivar-group)] (GB:ABB47745.1); contains InterPro domain Protein of unknown function DUF1336; (InterPro:IPR009769); contains InterPro domain Lipid-binding START; (InterPro:IPR002913); contains InterPro domain Pleckstrin homology-type; (InterPro:IPR011993) | chr5:13441768-13450017 FORWARD"	not assigned.unknown	35_2

CUST_102750_PI403524517	2	0.04461384	0.07857609	-0.060002327	-0.04461384	-0.4322195	0.04529667	35_29305	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_30199_PI399408534	2	0.010697842	-0.20711517	0.076690674	0.11657286	-0.010697842	-0.2999258	35_38531	"Cluster: Hypothetical protein P0489A01.21; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0489A01.21 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5VRY2	CHR5V7|COORD:3484177..3486068| pre-mRNA cleavage complex-related	AT5G11010.2	CHR01V5|COORD:4441472..4445170|protein expressed protein	LOC_Os01g08850.1	no descriptionvery weakly similar to (87.4)AT5G11010| Symbols:  | pre-mRNA cleavage complex-related | chr5:3484177-3486068 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned COG1341 PRK07003	RNA.processing	27_1

CUST_29421_PI403524517	2	0.034687996	0.529953	0.20226765	-0.098031044	-0.22449112	-0.034687996	35_8500	"Cluster: Centromeric histone 3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Centromeric histone 3 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6T367	"CHR1V7|COORD:6905025..6905783| ATMGH3/MGH3 (MALE-GAMETE-SPECIFIC HISTONE H3); DNA binding"	AT1G19890.1	CHR05V5|COORD:23986986..23984487|protein histone H3, putative, expressed	LOC_Os05g41080.1	" no descriptionvery weakly similar to (90.9)AT1G19890| Symbols: ATMGH3, MGH3 | ATMGH3/MGH3 (MALE-GAMETE-SPECIFIC HISTONE H3); DNA binding | chr1:6905025-6905783 FORWARDvery weakly similar to (85.5)H33_VITVIHistone H3.3 - Vitis vinifera (Grape)not assigned H3 HHT1 Histone "	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_7088_PI404877155	2	-0.018676758	0.40427494	0.018676758	-0.17410564	-0.14169216	0.021400452	Contig20746_at	putative ABC-type transport protein [Oryza sativa (japonica cultivar-group)]	NP_916303.1	ABC transporter family protein	At4g33460.1	protein At4g33460	Os01g56400	ABC transporter family protein, ABC-type transport protein sll1623 -Synechocystis,PIR2:S74812	transport.ABC transporters and multidrug resistance systems	34_16

CUST_43078_PI403524517	2	0.08161354	0.023305893	-0.023306847	-0.1116457	-0.16437721	0.09423733	35_12370	"Cluster: Os10g0489800 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os10g0489800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IWT0	CHR1|COORD:27592693..27594483| expressed protein	AT1G73380.1	CHR10V5|COORD:18261375..18258671|protein expressed protein	LOC_Os10g34810.1	"no descriptionmoderately similar to ( 211)AT1G73380| Symbols:  | similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE81139.1); contains InterPro domain Protein of unknown function DUF1308; (InterPro:IPR010733) | chr1:27592761-27594318 FORWARDnot assigned DUF1308"	not assigned.unknown	35_2

CUST_101306_PI403524517	2	-1.0036712	-1.9919372	0.6888375	-0.26231003	0.2623105	0.7801852	35_28913	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_130732_PI403524517	2	0.114500046	-0.0561018	-0.04146242	0.16390705	-0.28933954	0.041461945	35_36712	"Cluster: PREDICTED: similar to H3 histone, family 2 isoform 2; n=4; Eutheria|Rep: PREDICTED: similar to H3 histone, family 2 isoform 2 - Canis"	UniRef90_UPI00004A5DE9	CHR5V7|COORD:3270479..3270889| histone H3	AT5G10400.1	CHR11V5|COORD:2622185..2621575|protein histone H3, putative, expressed	LOC_Os11g05730.1	no descriptionvery weakly similar to (82.0)AT5G65360| Symbols:  | histone H3 | chr5:26137325-26137735 REVERSEvery weakly similar to (80.1)H32_WHEATHistone H3.2 - Triticum aestivum (Wheat)not assigned	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_26943_PI403524517	2	0.44937515	0.05333233	0.14843273	-0.3062029	-0.54959583	-0.053333282	35_7804	"Cluster: Putative aspartic proteinase nepenthesin I; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative aspartic proteinase nepenthesin I - Oryza sativa"	UniRef90_Q9AWT3	CHR4V7|COORD:10275928..10278502| leucine-rich repeat family protein / extensin family protein	AT4G18670.1	CHR01V5|COORD:2117183..2119168|protein aspartic proteinase nepenthesin-1 precursor, putative, expressed	LOC_Os01g04710.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07003 Atrophin-1 PRK07764 DUF1421 Extensin_2 Tymo_45kd_70kd HPC2 APC_basic Gag_spuma Herpes_UL32 Drf_FH1	not assigned.unknown	35_2

CUST_17778_PI404877155	2	0.023468018	0.3188858	0.08013344	-0.065164566	-0.24787903	-0.023468018	HV12A16u_s_at	splicing factor RSZp22 (RSZP22) / 9G8-like SR protein (SRZ22) [Arabidopsis thaliana]	NP_194886.1	splicing factor RSZp22 (RSZP22) / 9G8-like SR protein (SRZ22)	At4g31580.1	protein Transposable element protein, putative	Os02g54770	RSZp22 splicing factor	RNA.processing.splicing	27_1_1

CUST_67741_PI403524517	2	0.28530502	-0.65947056	-0.69100285	0.32812595	0.07657623	-0.07657623	35_19353	"Cluster: Os04g0692600 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os04g0692600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J8Q3	"CHR1V7|COORD:16710641..16711961| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G22920.1); similar to senescence-inducible chloroplast stay-green"	AT1G44000.1	CHR04V5|COORD:35224845..35227264|protein expressed protein	LOC_Os04g59610.2	"no descriptionvery weakly similar to (77.8)AT1G44000| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G22920.1); similar to senescence-inducible chloroplast stay-green protein 2 [Glycine max] (GB:AAW82960.1) | chr1:16710641-16711961 REVERSE"	not assigned.unknown	35_2

CUST_12516_PI403524517	2	0.093257904	0.23417282	0.016571999	-0.15717697	-0.07118702	-0.016571045	35_3571	Rep: H0311C03.6 protein - Oryza sativa (Rice)	UniRef90_Q01I88	CHR4V7|COORD:15419441..15423945| binding	AT4G31880.1	CHR04V5|COORD:24826707..24819826|protein AT hook motif family protein, expressed	LOC_Os04g42320.1	no descriptionweakly similar to ( 102)AT4G31880| Symbols:  | binding | chr4:15419441-15423945 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned	not assigned.no ontology	35_1

CUST_59773_PI403524517	2	0.13501358	-0.31808186	-0.022618294	0.02261734	-0.1570692	0.07124901	35_17043	Rep: Os09g0473900 protein - Oryza sativa (japonica cultivar-group)	UniRef90_Q0J0Z8	0	0	CHR09V5|COORD:18114124..18120106|protein retrotransposon protein, putative, unclassified, expressed	LOC_Os09g29810.1	no description	not assigned.unknown	35_2

CUST_121601_PI403524517	2	0.17900562	0.046627045	-0.24193192	-0.026963234	-0.27519417	0.026963234	35_34340	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_3501_PI403524517	2	0.117198944	-0.41805935	0.006196022	-0.0061950684	-0.09136009	0.061496735	35_955	Rep: Apoptosis-related protein - Oryza sativa (indica cultivar-group)	UniRef90_Q7XJ37	CHR1V7|COORD:10447850..10449614| double-stranded DNA-binding family protein	AT1G29850.2	CHR05V5|COORD:27100507..27095954|protein programmed cell death protein 5, putative, expressed	LOC_Os05g47446.1	no descriptionweakly similar to ( 134)AT1G29850| Symbols:  | double-stranded DNA-binding family protein | chr1:10447850-10449614 FORWARDnot assigned COG2118 dsDNA_bind PRK04239	not assigned.no ontology	35_1

CUST_10060_PI403524517	2	0.03183365	0.37369823	0.054291725	-0.0737381	-0.04444599	-0.03183365	35_2841	"Cluster: Putative TATA box-binding protein associated factor 10; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative TATA box-binding protein associated f"	UniRef90_Q69MK0	CHR4|COORD:15353958..15356352| transcription initiation factor IID (TFIID) 23-30kDa subunit (TAF2H) family protein, contains Pfam profile: PF03540 transcription	AT4G31720.1	CHR09V5|COORD:15783884..15780079|protein transcription initiation factor TFIID subunit 10, putative, expressed	LOC_Os09g26180.1	" no descriptionweakly similar to ( 196)AT4G31720| Symbols: STG1, TAFII15 | TAFII15 (SALT TOLERANCE DURING GERMINATION 1); transcription factor | chr4:15354229-15355710 REVERSEnot assigned COG5162 TFIID_30kDa "	RNA.transcription	27_2

CUST_93084_PI403524517	2	0.18898487	-0.2644925	-0.27088785	-0.18898487	0.8196988	0.32535648	35_26614	"Cluster: GRF zinc finger family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: GRF zinc finger family protein, expressed - Oryza sativa (j"	UniRef90_Q7XDU8	0	0	CHR02V5|COORD:18141334..18144991|protein retrotransposon protein, putative, unclassified	LOC_Os02g30480.1	no description	not assigned.unknown	35_2

CUST_33107_PI403524517	2	0.033493996	0.12857723	0.080960274	-0.20781994	-0.050154686	-0.03349495	35_9546	"Cluster: Mitochondrial glycoprotein family protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Mitochondrial glycoprotein family protein-like - Oryza"	UniRef90_Q94ED9	"CHR4V7|COORD:15728382..15729903| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G25670.2); similar to Os01g0179300 [Oryza sativa (japonica"	AT4G32610.1	CHR01V5|COORD:32868465..32865749|protein mitochondrial glycoprotein, expressed	LOC_Os01g56460.1	no descriptionvery weakly similar to (75.1)AT4G32605| Symbols:  | transcription factor | chr4:15726435-15727870 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned Atrophin-1 PRK12323 PRK07003 PRK05648	not assigned.no ontology	35_1

CUST_8985_PI403524517	2	0.282403	-0.53461075	-0.4201765	0.15158749	-0.15158844	0.21398449	35_2519	"Cluster: Putative CDP-diacylglycerol synthetase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative CDP-diacylglycerol synthetase - Oryza sativa (japonic"	UniRef90_Q5JLS4	"CHR1V7|COORD:23109939..23112588| ATCDS1 (CDP-diacylglycerol synthase 1); phosphatidate cytidylyltransferase"	AT1G62430.1	CHR01V5|COORD:32204455..32197780|protein phosphatidate cytidylyltransferase, putative, expressed	LOC_Os01g55360.3	"no descriptionmoderately similar to ( 286)AT1G62430| Symbols: ATCDS1 | ATCDS1 (CDP-diacylglycerol synthase 1); phosphatidate cytidylyltransferase | chr1:23109939-23112588 REVERSEmoderately similar to ( 287)CDS1_SOLTUPhosphatidate cytidylyltransferase - Solanum tuberosum (Potato)not assigned CTP_transf_1 CdsA COG4589"	lipid metabolism.Phospholipid synthesis.phosphatidate cytidylyltransferase	11_3_3

CUST_15289_PI404877155	2	0.056685448	0.31750584	0.07786465	-0.15671062	-0.056685448	-0.06035137	Contig9160_at	putative RACD protein [Hordeum vulgare subsp. vulgare]	CAD27895.1	Rac-like GTP-binding protein (ARAC3) / Rho-like GTP-binding protein (ROP6)	At4g35020.1	protein Ras family	Os02g58730	NONE	signalling.G-proteins	30_5

CUST_163516_PI403524517	2	0.21385574	-0.060025215	0.06002617	-0.07636452	-0.6032467	0.2618761	35_45596	"Cluster: Class III peroxidase 135 precursor; n=2; Oryza sativa (japonica cultivar-group)|Rep: Class III peroxidase 135 precursor - Oryza sativa (japonica cultiv"	UniRef90_Q5U1F8	CHR5V7|COORD:23616981..23618470| peroxidase, putative	AT5G58390.1	CHR11V5|COORD:582138..584659|protein peroxidase 52 precursor, putative, expressed	LOC_Os11g02130.1	 no descriptionvery weakly similar to (87.0)AT5G58390| Symbols:  | peroxidase, putative | chr5:23616981-23618470 REVERSEvery weakly similar to (85.1)PER1_ARAHYCationic peroxidase 1 precursor - Arachis hypogaea (Peanut)secretory_peroxidase plant_peroxidase peroxidase 	misc.peroxidases	26_12

CUST_1534_PI403524517	2	0.19807053	0.74082756	-0.5118389	0.29562378	-0.19807053	-0.27035332	35_404	"Cluster: Oxygen-evolving enhancer protein 1, chloroplast precursor; n=2; BEP clade|Rep: Oxygen-evolving enhancer protein 1, chloroplast precursor - Triticum aes"	UniRef90_P27665	"CHR3V7|COORD:18901989..18903292| PSBO-2/PSBO2 (PHOTOSYSTEM II SUBUNIT O-2); oxygen evolving"	AT3G50820.1	CHR01V5|COORD:17676157..17677662|protein oxygen-evolving enhancer protein 1, chloroplast precursor, putative, expressed	LOC_Os01g31690.1	" no descriptionhighly similar to ( 518)AT3G50820| Symbols: PSBO2, PSBO-2 | PSBO-2/PSBO2 (PHOTOSYSTEM II SUBUNIT O-2); oxygen evolving | chr3:18901989-18903292 REVERSEhighly similar to ( 600)PSBO_WHEATOxygen-evolving enhancer protein 1, chloroplast precursor - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned MSP PRK07003 Atrophin-1 PRK07764 HPC2 APC_basic PRK12678 PRK12323 Tymo_45kd_70kd Herpes_BLLF1 AF-4 "	PS.lightreaction.photosystem II.PSII polypeptide subunits	1_1_1_2

CUST_3319_PI404877155	2	0.07717705	0.3013029	-0.01643753	-0.08911896	-0.09019089	0.01643753	Contig13765_at	putative zinc finger and C2 domain protein [Oryza sativa (japonica cultivar-group)]	BAB86206.1	zinc finger and C2 domain protein, putative	At3g07940.1	protein Putative GTP-ase activating protein for Arf	Os01g72230	"zinc finger and C2 domain protein, putative, similar to zinc finger and C2 domain protein GI:9957238 from (Arabidopsis thaliana);contains Pfam profile: PF01412 Putative GTP-ase activating protein for Arf"	RNA.regulation of transcription.C2H2 zinc finger family	27_3_11

CUST_157938_PI403524517	2	0.1371193	-0.01163578	0.011636734	-0.066143036	-0.013638496	0.12613964	35_44093	"Cluster: Zinc finger, RING-type; Zinc finger, C6HC-type; Zinc finger, C2H2- type; ATP-dependent helicase HrpA; n=1; Medicago truncatula|Rep: Zinc finger, RING-t"	UniRef90_Q1T5C7	CHR5V7|COORD:3261246..3267189| helicase domain-containing protein / IBR domain-containing protein / zinc finger protein-related	AT5G10370.1	CHR07V5|COORD:25688178..25681707|protein ATP binding protein, putative, expressed	LOC_Os07g42900.1	no descriptionweakly similar to ( 199)AT5G10370| Symbols:  | helicase domain-containing protein / IBR domain-containing protein / zinc finger protein-related | chr5:3261246-3267189 FORWARDnot assigned not assigned not assigned not assigned IBR IBR	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_41026_PI403524517	2	-1.5456471	-1.5679748	-1.5218656	2.3472755	1.5218656	2.053672	35_11794	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_2875_PI403524517	2	-1.2656102	-1.0854974	1.7386036	1.9397225	1.0854974	-1.1601257	35_786	Rep: Salt tolerant protein - Triticum aestivum (Wheat)	UniRef90_Q0IJ88	CHR1V7|COORD:8500642..8501447| Bet v I allergen family protein	AT1G24020.1	CHR04V5|COORD:23059369..23060396|protein major latex protein 22, putative, expressed	LOC_Os04g39150.1	no descriptionweakly similar to ( 115)AT1G24020| Symbols: MLP423 | Bet v I allergen family protein | chr1:8500642-8501447 REVERSEnot assigned not assigned not assigned Bet_v_I PRK12678	stress.abiotic.unspecified	20_2_99

CUST_3400_PI403524517	2	-0.060602188	-0.13998604	0.05091381	-0.050914764	0.33947182	0.11374092	35_929	"Cluster: Putative Ferredoxin-thioredoxin reductase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Ferredoxin-thioredoxin reductase - Oryza sativa"	UniRef90_Q6K471	CHR2V7|COORD:1646958..1648342| ferredoxin thioredoxin reductase catalytic beta chain family protein	AT2G04700.1	CHR09V5|COORD:3791271..3795371|protein ferredoxin-thioredoxin reductase catalytic chain, chloroplast precursor, putative, expressed	LOC_Os09g07570.1	 no descriptionweakly similar to ( 199)AT2G04700| Symbols:  | ferredoxin thioredoxin reductase catalytic beta chain family protein | chr2:1646958-1648342 FORWARDmoderately similar to ( 219)FTRC_MAIZEFerredoxin-thioredoxin reductase catalytic chain, chloroplast precursor - Zea mays (Maize)FeThRed_B FtrB 	redox.thioredoxin	21_1

CUST_596_PI403524517	2	-0.46293163	-1.0668869	0.37055492	0.261858	1.5183563	-0.26185703	35_156	Rep: Actin-5C - Drosophila melanogaster (Fruit fly)	UniRef90_P10987	CHR5V7|COORD:3052810..3054221| ACT7 (actin 7)	AT5G09810.1	CHR05V5|COORD:21421062..21417384|protein actin-1, putative, expressed	LOC_Os05g36290.1	 no descriptionhighly similar to ( 716)AT5G09810| Symbols: ACT2/7, ACT7 | ACT7 (actin 7) | chr5:3052810-3054221 FORWARDhighly similar to ( 735)ACT7_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned Actin ACTIN ACTIN COG5277 	cell.organisation	31_1

CUST_63698_PI403524517	2	-0.008879662	0.116744995	0.008880615	-0.18438053	-0.21234131	0.07863617	35_18185	"Cluster: Putative microtubule-associated protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative microtubule-associated protein - Oryza sativa (japon"	UniRef90_Q5Z4M1	"CHR5V7|COORD:22419942..22422408| ATMAP65-1 (MICROTUBULE-ASSOCIATED PROTEINS 65-1); microtubule binding"	AT5G55230.1	CHR06V5|COORD:11700294..11695841|protein microtubule-associated protein MAP65-1a, putative, expressed	LOC_Os06g20370.1	"no descriptionmoderately similar to ( 462)AT5G55230| Symbols: ATMAP65-1 | ATMAP65-1 (MICROTUBULE-ASSOCIATED PROTEINS 65-1); microtubule binding | chr5:22419942-22422408 FORWARDnot assigned not assigned MAP65_ASE1"	cell.organisation	31_1

CUST_13725_PI404877155	2	0.3252287	0.8203974	-1.1962132	-0.85754013	0.76524925	-0.32522964	Contig7471_at	putative Myb factor protein [Oryza sativa (japonica cultivar-group)] dbj|BAB63829.1| putative Myb factor protein [Oryza sativa (japonica cul	NP_914382.1	myb family transcription factor (MYB48)	At3g46130.1	protein Myb-like DNA-binding domain, putative	Os05g02420	NONE	RNA.regulation of transcription.MYB domain transcription factor family	27_3_25

CUST_132041_PI403524517	2	0.20903301	-0.18887329	-0.1432867	0.008552551	0.10956097	-0.008553505	35_37085	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_30875_PI403524517	2	-0.0043125153	0.0043125153	0.13563538	0.12309837	-0.01239109	-0.006286621	35_8911	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_28282_PI399408534	2	0.06820679	-0.029673576	0.011711121	-0.011711121	-0.05755043	0.032687187	35_20040	Rep: Embryonic flower 2 - Triticum aestivum (Wheat)	UniRef90_Q52VR0	"CHR5|COORD:20841013..20846790| embryonic flower 2 (EMF2), identical to embryonic flower 2 (Arabidopsis thaliana) GI:14276050; supporting cDNA"	AT5G51230.2	CHR09V5|COORD:7937161..7924572|protein polycomb protein EMBRYONIC FLOWER 2, putative, expressed	LOC_Os09g13630.1	" no descriptionweakly similar to ( 148)AT5G51230| Symbols: VEF2, CYR1, EMF2 | EMF2 (EMBRYONIC FLOWER 2); transcription factor | chr5:20841379-20846570 FORWARDnot assigned "	RNA.regulation of transcription.Polycomb Group (PcG)	27_3_65

CUST_6162_PI403524517	2	-0.53258705	-0.46349716	0.3228693	0.31392956	0.2544279	-0.25442886	35_1708	"Cluster: Pherophorin-C2 protein precursor; n=3; Chlamydomonadales|Rep: Pherophorin-C2 protein precursor - Chlamydomonas reinhardtii"	UniRef90_Q3HTK5	CHR4V7|COORD:7758606..7760888| leucine-rich repeat family protein / extensin family protein	AT4G13340.1	CHR02V5|COORD:26331706..26329609|protein retrotransposon protein, putative, unclassified	LOC_Os02g43640.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 Drf_FH1 Atrophin-1 Extensin_2 PRK05648 PRK07003 DUF1421 GRASP55_65 PRK07764 PRK10263 PRK08853 HPC2 DUF605 Tymo_45kd_70kd Herpes_BLLF1 PRK10819 TonB FAP tatB Cytadhesin_P30 Totivirus_coat MCPVI Chon_Sulph_att Amelogenin DedD SSDP PRK03427 FtsN CTF_NFI PRK11633 MFMR PRK00708 PRK12678 PRK08691 Pneumo_att_G GP38 Herpes_TAF50 Gag_spuma PRK08770 Prog_receptor COG5373 BASP1 DamX DAG1 APC_basic Herpes_UL32 Coprinus_mating IER Chorion_1 PRK12757 PRK12727 PRK06132 PRK12372 Syndecan DUF1210 FimV PRK12373 HpaP DEC-1_N AF-4 MARCKS TT_ORF1 PRK10856 COG5651 Herpes_glycop_D TFIIA PRK04654 COG4625 Cornifin PRK09111 PRK06958 WTX CITED Herpes_gI motB rne Plasmodium_HRP Herpes_UL51 PRK12495 DUF1509 COG3456 TraB_pillus Trypan_PARP COG3889 Caudal_act Peptidase_S21 Neogenin_C TrbL VirB10 PRK10905 PRK11855	not assigned.unknown	35_2

CUST_85245_PI403524517	2	0.13248348	-0.13568592	-0.016775131	0.016776085	-0.10704231	0.17021465	35_24422	"Cluster: Zinc finger-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Zinc finger-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5ZD36	CHR2V7|COORD:10963829..10979807| binding / heme binding	AT2G25730.1	CHR01V5|COORD:23516210..23540540|protein expressed protein	LOC_Os01g40990.3	no descriptionweakly similar to ( 164)AT2G25730| Symbols:  | binding / heme binding | chr2:10963829-10979807 REVERSEnot assigned	not assigned.unknown	35_2

CUST_15451_PI403524517	2	0.001080513	0.36556625	-0.1377821	0.011857033	-0.062041283	-0.0010814667	35_4457	"Cluster: Putative pollen-specific LIM domain protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative pollen-specific LIM domain protein - Oryza sativ"	UniRef90_Q67VC7	"CHR3V7|COORD:10797953..10804474| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G76780.1); contains InterPro domain Protein of unknown function"	AT3G28770.1	CHR06V5|COORD:7139004..7132791|protein LIM domain containing protein, expressed	LOC_Os06g13030.1	no descriptionvery weakly similar to (92.4)AT3G05900| Symbols:  | neurofilament protein-related | chr3:1761414-1763860 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Ehrlichia_rpt AF-4 DUF612 HPC2 CDC27 rne BASP1 MDN1 FimV PRK05648 Granin PRK08581 DMP1 Atrophin-1 MARCKS PRK07003 Caldesmon Mpp10 DUF936 PRK12372	not assigned.unknown	35_2

CUST_5681_PI403524517	2	-0.018733978	-0.4482212	0.10219288	0.032226562	-0.05130005	0.018733978	35_1571	"Cluster: Putative growth regulator; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative growth regulator - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ZFX8	CHR4V7|COORD:9377247..9381254| heat shock protein 70, putative / HSP70, putative	AT4G16660.1	CHR02V5|COORD:29446070..29451998|protein oxygen-regulated protein precursor, putative, expressed	LOC_Os02g48110.1	 no descriptionhighly similar to ( 801)AT4G16660| Symbols:  | heat shock protein 70, putative / HSP70, putative | chr4:9377247-9381254 FORWARDweakly similar to ( 144)HSP7C_PETHYHeat shock cognate 70 kDa protein - Petunia hybrida (Petunia)not assigned not assigned not assigned not assigned not assigned HSP70 DnaK dnaK dnaK hscA hscA PRK00409 	stress.abiotic.heat	20_2_1

CUST_13433_PI403524517	2	0.040228844	0.20035172	0.013418198	-0.108159065	-0.12386322	-0.013419151	35_3852	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_148605_PI403524517	2	0.16006136	-0.39839983	0.040240288	-0.040240288	0.08970833	-0.050464153	35_41574	"Cluster: Hypothetical protein; n=2; Filobasidiella neoformans|Rep: Hypothetical protein - Cryptococcus neoformans (Filobasidiella neoformans)"	UniRef90_Q5KG31	CHR4V7|COORD:10275928..10278502| leucine-rich repeat family protein / extensin family protein	AT4G18670.1	CHR04V5|COORD:4408286..4406320|protein serine/arginine repetitive matrix protein 1, putative, expressed	LOC_Os04g08280.1	no descriptionnot assigned not assigned	not assigned.unknown	35_2

CUST_10984_PI404877155	2	0.052324295	-0.3620739	-0.06071472	0.1306715	0.047551155	-0.047551155	Contig4720_at	putative rubisco subunit binding-protein alpha subunit precursor (60 kDa chaperonin alpha subunit) [Oryza sativa (japonica cultivar-group)]	AAP44754.1	RuBisCO subunit binding-protein alpha subunit, chloroplast / 60 kDa chaperonin alpha subunit / CPN-60 alpha	At2g28000.1	protein putative rubisco subunit binding-protein alpha subunit precursor (60 kDa chaperonin alph	Os03g64210	putative rubisco subunit binding-protein alpha subunit precursor (60 kDa chaperonin alpha subunit)	PS.calvin cyle.rubisco interacting	1_03_13

CUST_167242_PI403524517	2	-1.0152283	0.9424677	0.16709995	-0.35792303	0.7316055	-0.16709995	35_46584	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_5048_PI399408534	2	0.06171274	-0.4110403	0.06171274	0.99191713	-0.06171274	-0.29260063	35_23529	"Cluster: Hypothetical protein OSJNBa0016E03.15; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0016E03.15 - Oryza sativa (japonica"	UniRef90_Q69NB4	CHR3V7|COORD:8063070..8064482| leucine-rich repeat family protein / extensin family protein	AT3G22800.1	CHR09V5|COORD:15697801..15698259|protein conserved hypothetical protein	LOC_Os09g26100.1	no descriptionvery weakly similar to (63.9)AT5G01860| Symbols:  | zinc finger (C2H2 type) family protein | chr5:335627-336274 FORWARDnot assigned	RNA.regulation of transcription.C2H2 zinc finger family	27_3_11

CUST_19613_PI399408534	2	0.0566535	0.45804882	-0.056653976	-0.17300415	-0.38608646	0.07523823	35_24776	"Cluster: Putative receptor-like protein kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative receptor-like protein kinase - Oryza sativa (japonica"	UniRef90_Q75IR9	CHR3V7|COORD:17023994..17026486| protein kinase, putative	AT3G46290.1	CHR06V5|COORD:13296088..13300272|protein protein kinase, putative, expressed	LOC_Os06g22810.1	 no descriptionweakly similar to ( 143)AT3G46290| Symbols:  | protein kinase, putative | chr3:17023994-17026486 FORWARD	signalling.receptor kinases.Catharanthus roseus-like RLK1	30_2_16

CUST_46686_PI403524517	2	0.23652554	-0.16315699	-0.07512379	0.07512379	-0.1877842	2.2076426	35_13369	"Cluster: Os07g0295800 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os07g0295800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D751	CHR1V7|COORD:25259074..25264021| peptidase	AT1G67420.1	CHR07V5|COORD:11568607..11549397|protein peptidase family M28 containing protein, expressed	LOC_Os07g19530.1	no descriptionvery weakly similar to (79.0)AT1G67420| Symbols:  | peptidase | chr1:25259074-25264021 FORWARDnot assigned	protein.degradation	29_5

CUST_79278_PI403524517	2	0.1064949	0.20864391	-0.011287689	-0.13573837	0.011286736	-0.09263611	35_22741	"Cluster: Putative ribosomal protein L18; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative ribosomal protein L18 - Oryza sativa (japonica cultivar-group"	UniRef90_Q851K7	CHR5V7|COORD:9860588..9860932| ribosomal protein L18 family protein	AT5G27820.1	CHR03V5|COORD:27772202..27774889|protein structural constituent of ribosome, putative, expressed	LOC_Os03g48840.3	no descriptionweakly similar to ( 160)AT5G27820| Symbols:  | ribosomal protein L18 family protein | chr5:9860588-9860932 FORWARDrplR RplR Ribosomal_L18p rpl18	protein.synthesis.misc ribososomal protein	29_2_2

CUST_19420_PI403524517	2	0.0059480667	-0.3046732	-0.030065536	0.061745644	0.1830988	-0.0059480667	35_5628	"Cluster: Putative ribosomal protein L21; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ribosomal protein L21 - Oryza sativa (japonica cultivar-group"	UniRef90_Q6I600	"CHR4V7|COORD:15050176..15051636| NFD1 (NUCLEAR FUSION DEFECTIVE 1); structural constituent of ribosome"	AT4G30930.1	CHR05V5|COORD:27675865..27672798|protein 50S ribosomal protein L21, mitochondrial precursor, putative, expressed	LOC_Os05g48410.1	" no descriptionweakly similar to ( 193)AT4G30930| Symbols: NFD1 | NFD1 (NUCLEAR FUSION DEFECTIVE 1); structural constituent of ribosome | chr4:15050176-15051636 REVERSEweakly similar to ( 102)RK21_SPIOL50S ribosomal protein L21, chloroplast precursor - Spinacia oleracea (Spinach)not assigned not assigned not assigned Ribosomal_L21p rplU RplU PRK12278 rpl21 "	protein.synthesis.mito/plastid ribosomal protein.plastid	29_2_1_1

CUST_4678_PI403524517	2	-0.24532604	-0.023550034	0.2638979	0.14791775	-0.008078575	0.008078575	35_1292	Rep: Triticain beta - Triticum aestivum (Wheat)	UniRef90_Q0WXG7	CHR5V7|COORD:17287012..17289345| cysteine proteinase, putative / thiol protease, putative	AT5G43060.1	CHR04V5|COORD:33957672..33953434|protein cysteine protease 1 precursor, putative, expressed	LOC_Os04g57440.1	 no descriptionweakly similar to ( 190)AT5G43060| Symbols:  | cysteine proteinase, putative / thiol protease, putative | chr5:17287012-17289345 REVERSEmoderately similar to ( 265)ORYB_ORYSAnot assigned not assigned not assigned not assigned Peptidase_C1 Peptidase_C1A Pept_C1 GRAN Peptidase_C1A_CathepsinB Peptidase_C1A_CathepsinC Peptidase_C1 Peptidase_C1A_CathepsinX Granulin 	protein.degradation.cysteine protease	29_5_3

CUST_182309_PI403524517	2	0.096102715	0.4362917	0.20660973	-0.13814163	-0.23404217	-0.096102715	35_50682	Rep: FCA protein - Triticum aestivum (Wheat)	UniRef90_Q6XJQ7	"CHR4V7|COORD:9207180..9214428| FCA (FCA); RNA binding"	AT4G16280.2	CHR09V5|COORD:1789446..1798611|protein flowering time control protein FCA, putative, expressed	LOC_Os09g03610.4	"no descriptionvery weakly similar to (55.8)AT4G16280| Symbols: FCA | FCA (FCA); RNA binding | chr4:9207180-9210648 REVERSEnot assigned"	development.unspecified	33_99

CUST_18639_PI403524517	2	-0.0419178	0.092062	-0.23218441	0.047876358	-0.29879665	0.041918755	35_5391	"Cluster: Putative DNA helicase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative DNA helicase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6YVI6	CHR5V7|COORD:14136290..14140308| DNA-binding protein, putative	AT5G35970.1	CHR02V5|COORD:29056754..29053412|protein DNA-binding protein SMUBP-2, putative, expressed	LOC_Os02g47560.1	 no descriptionmoderately similar to ( 452)AT5G35970| Symbols:  | DNA-binding protein, putative | chr5:14136290-14140308 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned COG1112 	DNA.synthesis/chromatin structure	28_1

CUST_2619_PI399408534	2	0.105033875	-0.18943882	0.10035324	-0.10019112	0.0049705505	-0.004971504	35_4770	"Cluster: Ribonuclease HII, putative; n=1; Oryza sativa (japonica cultivar-group)|Rep: Ribonuclease HII, putative - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53QG3	CHR2V7|COORD:10686846..10688733| ribonuclease HII family protein	AT2G25100.1	CHR11V5|COORD:2525648..2528598|protein ribonuclease HI large subunit, putative, expressed	LOC_Os11g05570.1	no descriptionmoderately similar to ( 406)AT2G25100| Symbols:  | ribonuclease HII family protein | chr2:10686846-10688733 REVERSEnot assigned RNase_HII RnhB rnhB PRK00996 RnhC	RNA.processing.ribonucleases	27_1_19

CUST_112869_PI403524517	2	0.30123043	-0.41250134	-0.1354742	-0.21806908	0.1354742	0.46972942	35_32036	"Cluster: Membrane protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Membrane protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6EQH5	"CHR2V7|COORD:10984252..10986755| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G36630.1); similar to unknown [Brassica napus] (GB:AAY63998.1);"	AT2G25737.1	CHR09V5|COORD:10762251..10767267|protein expressed protein	LOC_Os09g17600.2	"no descriptionweakly similar to ( 136)AT2G25737| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G36630.1); similar to unknown [Brassica napus] (GB:AAY63998.1); contains InterPro domain Protein of unknown function DUF81; (InterPro:IPR002781) | chr2:10984252-10986755 FORWARDCOG0730"	not assigned.unknown	35_2

CUST_70231_PI403524517	2	4.6634674E-4	0.11693287	-0.075078964	-0.13579082	0.19072533	-4.6634674E-4	35_20108	"Cluster: Nodulin-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Nodulin-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5Z9H6	CHR3V7|COORD:16878231..16879823| integral membrane family protein / nodulin MtN21-related	AT3G45870.1	CHR06V5|COORD:29980993..29977814|protein nodulin-like protein, putative, expressed	LOC_Os06g49500.3	no descriptionmoderately similar to ( 236)AT3G45870| Symbols:  | integral membrane family protein / nodulin MtN21-related | chr3:16878618-16879823 FORWARDRhaT DUF6	development.unspecified	33_99

CUST_162902_PI403524517	2	0.05922413	0.40715122	0.07252884	-0.10072422	-0.11027622	-0.05922413	35_45434	"Cluster: Not1 N-terminal domain, CCR4-Not complex component family protein, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Not1 N-terminal domain,"	UniRef90_Q10FX7	CHR5V7|COORD:6021612..6027033| transcription regulator NOT2/NOT3/NOT5 family protein	AT5G18230.1	CHR03V5|COORD:25288499..25299206|protein CCR4-NOT transcription complex subunit 3, putative, expressed	LOC_Os03g44900.2	no description	not assigned.unknown	35_2

CUST_13408_PI403524517	2	0.02591896	-0.20940399	0.063765526	-0.116098404	-0.025918007	0.055722237	35_3845	"Cluster: D111/G-patch domain-containing protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: D111/G-patch domain-containing"	UniRef90_Q10SE5	CHR1V7|COORD:23744309..23746717| nucleic acid binding	AT1G63980.2	CHR03V5|COORD:1423341..1427054|protein nucleic acid binding protein, putative, expressed	LOC_Os03g03390.1	no descriptionmoderately similar to ( 320)AT1G63980| Symbols:  | nucleic acid binding | chr1:23744309-23746717 FORWARDnot assigned G-patch G_patch	not assigned.no ontology	35_1

CUST_107065_PI403524517	2	-0.08694315	0.08694315	-0.13303995	0.14618587	-0.17515516	1.0665979	35_30469	"Cluster: Os04g0521900 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os04g0521900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JBN3	CHR4V7|COORD:17883006..17883392| hydroxyproline-rich glycoprotein family protein	AT4G38080.1	CHR03V5|COORD:32366973..32367597|protein vegetative cell wall protein gp1 precursor, putative, expressed	LOC_Os03g56944.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_30094_PI403524517	2	-0.021137238	0.021136284	0.10410309	-0.07151604	0.07543278	-0.05765724	35_8685	"Cluster: Os04g0295000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os04g0295000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JEC6	"CHR2V7|COORD:13357986..13358309| similar to hypothetical protein DDBDRAFT_0190820 [Dictyostelium discoideum AX4] (GB:XP_646558.1); similar to"	AT2G31305.1	CHR05V5|COORD:10879008..10880214|protein protein phosphatase 1, regulatory subunit 11, putative, expressed	LOC_Os05g18774.3	"no descriptionvery weakly similar to (67.0)AT2G31305| Symbols:  | similar to hypothetical protein DDBDRAFT_0190820 [Dictyostelium discoideum AX4] (GB:XP_646558.1); similar to Os05g0270400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001055058.1); contains InterPro domain Protein phosphatase inhibitor; (InterPro:IPR011107) | chr2:13357986-13358309 FORWARDnot assigned PPI_Ypi1"	not assigned.unknown	35_2

CUST_26785_PI403524517	2	0.28543186	0.20093727	-0.07203579	-0.39464188	-0.23331833	0.072034836	35_7761	"Cluster: Putative farnesylated protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative farnesylated protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z273	CHR4V7|COORD:18424259..18424900| heavy-metal-associated domain-containing protein / copper chaperone (CCH)-related	AT4G39700.1	CHR08V5|COORD:19111520..19112918|protein metal ion binding protein, putative, expressed	LOC_Os08g31140.1	no descriptionweakly similar to ( 108)AT4G39700| Symbols:  | heavy-metal-associated domain-containing protein / copper chaperone (CCH)-related | chr4:18424259-18424900 FORWARDnot assigned not assigned HMA HMA	metal handling.binding, chelation and storage	15_2

CUST_88974_PI403524517	2	0.083105564	0.18945742	0.0018663406	-0.031885624	-0.32059288	-0.0018663406	35_25456	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_40327_PI403524517	2	0.02493906	0.32354736	-0.02493906	-0.24093771	0.23537636	-0.18088531	35_11599	"Cluster: Putative lipase; n=3; Arabidopsis thaliana|Rep: Putative lipase - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q949N8	CHR1|COORD:27794537..27798575| lipase family protein, similar to lipase GB:CAA74737 (SP:O46108) from (Drosophila melanogaster)	AT1G73920.2	CHR01V5|COORD:18920136..18924936|protein carboxylic ester hydrolase/ lipase, putative, expressed	LOC_Os01g33784.1	no descriptionweakly similar to ( 158)AT1G73920| Symbols:  | lipase family protein | chr1:27795428-27798359 FORWARDnot assigned Abhydro_lipase	lipid metabolism.lipid degradation.lipases.triacylglycerol lipase	11_9_2_1

CUST_13849_PI399408534	2	0.21586227	0.015823364	-0.17505264	-0.030845642	-0.015824318	0.022641182	35_4354	"Cluster: Putative leucine-rich receptor-like protein kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative leucine-rich receptor-like protein kinase"	UniRef90_Q9ARQ7	"CHR1V7|COORD:9996900..10000157| HSL1 (HAESA-LIKE 1); ATP binding / kinase/ protein serine/threonine kinase"	AT1G28440.1	CHR01V5|COORD:7735876..7739716|protein receptor-like protein kinase 5 precursor, putative, expressed	LOC_Os01g13800.1	"no descriptionmoderately similar to ( 285)AT1G28440| Symbols: HSL1 | HSL1 (HAESA-LIKE 1); ATP binding / kinase/ protein serine/threonine kinase | chr1:9996900-10000157 FORWARDweakly similar to ( 130)RPK1_IPONIReceptor-like protein kinase precursor - Ipomoea nil (Japanese morning glory) (Pharbitis nil)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase PTKc Pkinase_Tyr TyrKc SPS1 PTKc_Src_like PTKc_Csk_like PTKc_Met_Ron PTKc_Srm_Brk PTKc_Jak_rpt2 PTKc_Syk_like PTKc_Frk_like PTKc_Jak2_Jak3_rpt2 PTKc_Src PTKc_Fyn_Yrk PTKc_Yes PTKc_Lck_Blk"	signalling.receptor kinases.leucine rich repeat XI	30_2_11

CUST_18904_PI404877155	2	0.045920372	-8.4495544E-4	0.04477501	8.4495544E-4	-0.040026665	-0.012804031	HW08F07V_x_at	phosphoenolpyruvate carboxylase [Eleocharis vivipara]	BAC19851.1	phosphoenolpyruvate carboxylase, putative / PEP carboxylase, putative (PPC1)	At1g53310.1	protein phosphoenolpyruvate carboxylase	Os09g14670	phosphoenolpyruvate carboxylase	glycolysis.PEPCase	4_14

CUST_28143_PI403524517	2	-0.774034	0.61539745	0.06213808	-0.06213808	-0.099579334	0.30796623	35_8135	"Cluster: Putative UDP-glucose:salicylic acid glucosyltransferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative UDP-glucose:salicylic acid glucosylt"	UniRef90_Q8LR92	CHR2V7|COORD:12881783..12883199| UDP-glucoronosyl/UDP-glucosyl transferase family protein	AT2G30150.1	CHR01V5|COORD:34468251..34472051|protein cytokinin-N-glucosyltransferase 1, putative, expressed	LOC_Os01g59100.1	no descriptionweakly similar to ( 120)AT2G30150| Symbols:  | UDP-glucoronosyl/UDP-glucosyl transferase family protein | chr2:12881783-12883199 FORWARDvery weakly similar to (89.0)IAAG_MAIZEIndole-3-acetate beta-glucosyltransferase - Zea mays (Maize)not assigned UDPGT COG1819	misc.UDP glucosyl and glucoronyl transferases	26_2

CUST_40995_PI403524517	2	0.12892532	-0.32074928	-0.060126305	-0.0064382553	0.006439209	0.030360222	35_11786	"Cluster: Phosphatidylcholine acyltransferase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Phosphatidylcholine acyltransferase-like - Oryza sativa"	UniRef90_Q6K3D9	0	0	0	0	no description	not assigned.unknown	35_2

CUST_8304_PI399408534	2	-0.18802452	0.39028645	-0.87242746	0.33019114	-0.36467838	0.18802404	35_21203	"Cluster: Putative receptor kinase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative receptor kinase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ERW2	"CHR3V7|COORD:6106098..6108436| RLK902 (receptor-like kinase 902); ATP binding / kinase/ protein serine/threonine kinase"	AT3G17840.1	CHR09V5|COORD:14009159..14006857|protein receptor kinase, putative, expressed	LOC_Os09g23570.1	"no descriptionweakly similar to ( 176)AT3G17840| Symbols: RLK902 | RLK902 (receptor-like kinase 902); ATP binding / kinase/ protein serine/threonine kinase | chr3:6106098-6108436 FORWARDvery weakly similar to (89.7)PSKR_DAUCAPhytosulfokine receptor precursor - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc Pkinase S_TKc PRK12323 PTKc_Src_like PRK07764 Pkinase_Tyr SPS1 TyrKc PTKc_Frk_like PTKc PTKc_Csk_like PTKc_Tec_like"	signalling.receptor kinases.leucine rich repeat III	30_2_3

CUST_21_PI403524517	2	0.017302513	-0.8423977	-0.01730156	0.060829163	0.1236105	-0.07104206	35_6	Rep: Ribosomal protein L6 - Triticum aestivum (Wheat)	UniRef90_Q5I7L4	CHR1V7|COORD:6377441..6378541| 60S ribosomal protein L6 (RPL6A)	AT1G18540.1	CHR02V5|COORD:22878287..22876293|protein 60S ribosomal protein L6, putative, expressed	LOC_Os02g37862.1	no descriptionmoderately similar to ( 264)AT1G18540| Symbols:  | 60S ribosomal protein L6 (RPL6A) | chr1:6377441-6378541 REVERSEmoderately similar to ( 268)RL6_MESCR60S ribosomal protein L6 - Mesembryanthemum crystallinum (Common ice plant)not assigned Ribosomal_L6e RPL14A Ribosomal_L6e_N	protein.synthesis.misc ribososomal protein	29_2_2

CUST_987_PI403524517	2	0.0053777695	-0.61510754	-0.048887253	0.31792068	0.16303444	-0.005378723	35_259	Rep: Victorin binding protein - Avena sativa (Oat)	UniRef90_Q38766	CHR4V7|COORD:15926855..15931153| glycine dehydrogenase (decarboxylating), putative / glycine decarboxylase, putative / glycine cleavage system P-protein, putati	AT4G33010.1	CHR01V5|COORD:29887197..29893912|protein glycine dehydrogenase, mitochondrial precursor, putative, expressed	LOC_Os01g51410.1	 no descriptionnearly identical (1640)AT4G33010| Symbols:  | glycine dehydrogenase (decarboxylating), putative / glycine decarboxylase, putative / glycine cleavage system P-protein, putative | chr4:15926855-15931153 REVERSEnearly identical (1629)GCSP_SOLTUGlycine dehydrogenase [decarboxylating], mitochondrial precursor - Solanum tuberosum (Potato)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK05367 PRK12566 GcvP GDC-P GcvP PRK04366 PRK00451 PRK12323 Herpes_BLLF1 Atrophin-1 csdA Tymo_45kd_70kd AF-4 HPC2 PRK07003 APC_basic PRK07764 Extensin_2 Pneumo_att_G KAR9 DUF566 Protamine_P1 Herpes_gI 	amino acid metabolism.degradation.serine-glycine-cysteine group.glycine	13_2_5_2

CUST_57514_PI403524517	2	-0.4679308	-0.43687582	0.14706135	0.6812959	0.05065298	-0.050653458	35_16399	Rep: NAR2.1 - Triticum aestivum (Wheat)	UniRef90_Q5UBW9	CHR5|COORD:20453724..20454952| expressed protein, similar to unknown protein (pir::T05562) isoform contains a non-consensus AT acceptor splice site at	AT5G50200.1	CHR04V5|COORD:23800358..23799191|protein component of high affinity nitrate transporter, putative, expressed	LOC_Os04g40410.1	" no descriptionweakly similar to ( 122)AT5G50200| Symbols: ATNRT3.1, NRT3.1, WR3 | WR3 (WOUND-RESPONSIVE 3); nitrate transporter | chr5:20453838-20454761 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TT_ORF1 PRK07764 PRK12323 PRK07003 Tymo_45kd_70kd Atrophin-1 HPC2 FAP APC_basic Extensin_2 Protamine_P1 PRK08853 PRK12678 "	not assigned.unknown	35_2

CUST_130726_PI403524517	2	-0.033302307	-0.51514244	-0.17631912	0.033301353	0.18748856	0.28695488	35_36710	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_8073_PI403524517	2	-0.014303207	-0.35245514	0.039637566	0.014303207	0.061221123	-0.016833305	35_2250	"Cluster: Photolyase/blue-light receptor PHR2, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Photolyase/blue-light receptor PHR2, putativ"	UniRef90_Q10LM1	CHR2V7|COORD:19528958..19530802| PHR2 (PHOTOLYASE/BLUE-LIGHT RECEPTOR 2)	AT2G47590.1	CHR03V5|COORD:12773337..12776777|protein photolyase/blue-light receptor PHR2, putative, expressed	LOC_Os03g22330.1	no descriptionmoderately similar to ( 399)AT2G47590| Symbols: PHR2 | PHR2 (PHOTOLYASE/BLUE-LIGHT RECEPTOR 2) | chr2:19528958-19530802 FORWARDmoderately similar to ( 212)CRYD_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PhrB DNA_photolyase Atrophin-1 Extensin_2 PRK12323 Drf_FH1 DUF1421 PRK07003 PRK07764 PRK12678 PRK10674 PRK05648 HPC2 Tymo_45kd_70kd PRK10819 GRASP55_65 Herpes_BLLF1 PRK08853 PRK08770 FAP tatB TonB DUF605 Herpes_UL32 AF-4 SMN Herpes_TAF50 DUF1210 CTF_NFI KAR9 HpaP APC_basic DedD DUF1509 PRK00708 Totivirus_coat Herpes_gG PRK03427 MCPVI PRK08691 FAD_binding_7 COG5373 PRK06958 PRK09169 ETS_PEA3_N Gag_spuma Prog_receptor Pneumo_att_G TT_ORF1 IER PRK10263 Herpes_UL51 DUF566	DNA.repair	28_2

CUST_106015_PI403524517	2	-0.3877182	-0.8804302	0.26670647	0.2030201	0.0694437	-0.06944466	35_30181	Rep: Probable histone H2AXb - Oryza sativa (Rice)	UniRef90_Q2QPG9	CHR4V7|COORD:13637521..13638331| histone H2A, putative	AT4G27230.1	CHR12V5|COORD:20855670..20854734|protein histone H2A, putative, expressed	LOC_Os12g34510.1	 no descriptionvery weakly similar to (90.1)AT4G27230| Symbols:  | histone H2A, putative | chr4:13637521-13638331 REVERSEvery weakly similar to (91.7)H2A4_VOLCAHistone H2A-IV - Volvox carterinot assigned not assigned not assigned H2A H2A HTA1 	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_29821_PI399408534	2	0.25298595	0.5090656	0.13785934	-0.46955585	-0.47322464	-0.13785839	35_687	Rep: MADS box transcription factor - Triticum aestivum (Wheat)	UniRef90_O82128	"CHR1V7|COORD:25986239..25989765| AP1 (APETALA1); DNA binding / transcription factor"	AT1G69120.1	CHR03V5|COORD:30991977..30981554|protein MADS-box transcription factor 14, putative, expressed	LOC_Os03g54160.2	"no descriptionmoderately similar to ( 231)AT1G69120| Symbols: AP1 | AP1 (APETALA1); DNA binding / transcription factor | chr1:25986239-25989765 REVERSEmoderately similar to ( 324)MAD14_ORYSAnot assigned not assigned K-box MADS_MEF2_like MADS MADS MADS_SRF_like SRF-TF ARG80"	RNA.regulation of transcription.MADS box transcription factor family	27_3_24

CUST_40683_PI403524517	2	-0.09556484	-0.55100346	0.09556484	0.11358547	-0.101878166	0.11382389	35_11700	"Cluster: Phosphatidylserine decarboxylase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Phosphatidylserine decarboxylase-like - Oryza sativa (japonica"	UniRef90_Q5JN42	CHR5V7|COORD:23188757..23192590| phosphatidylserine decarboxylase, putative	AT5G57190.1	CHR01V5|COORD:42638025..42630302|protein phosphatidylserine decarboxylase, putative, expressed	LOC_Os01g72940.1	 no descriptionmoderately similar to ( 275)AT5G57190| Symbols:  | phosphatidylserine decarboxylase, putative | chr5:23188757-23192590 REVERSEnot assigned not assigned PRK00882 PRK00723 PS_Dcarbxylase Psd PRK03140 PRK04599 PRK01734 PRK03481 psd PRK09629 PRK04722 PRK03934 PRK05305 	lipid metabolism.Phospholipid synthesis.phosphatidylserine decarboxylase	11_3_8

CUST_16585_PI403524517	2	0.10657883	-0.1330452	-0.10657835	0.37225914	-0.23950148	0.3632412	35_4790	Rep: vacuolar protein sorting 37B - Bos Taurus	UniRef90_UPI00006138FF	0	0	CHR01V5|COORD:6525599..6528647|protein expressed protein	LOC_Os01g11990.1	no description	not assigned.unknown	35_2

CUST_69473_PI403524517	2	0.22855473	-0.39848137	-0.026031494	0.026207924	-0.07848644	0.026031494	35_19880	"Cluster: Hypothetical protein P0019D06.12; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0019D06.12 - Oryza sativa (japonica cultivar-g"	UniRef90_Q9FU90	"CHR4V7|COORD:16453103..16454519| similar to unknown [Solanum tuberosum] (GB:ABA81864.1); similar to Os01g0142200 [Oryza sativa (japonica cultivar-group)]"	AT4G34412.1	CHR01V5|COORD:2267965..2270558|protein PRPK, putative, expressed	LOC_Os01g04910.1	"no descriptionweakly similar to ( 119)AT4G34412| Symbols:  | similar to unknown [Solanum tuberosum] (GB:ABA81864.1); similar to Os01g0142200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001041990.1); contains domain CGI-121 FAMILY MEMBER (PTHR15840); contains domain gb def: At4g34412 (PTHR15840:SF4) | chr4:16453103-16454519 REVERSEnot assigned not assigned CGI-121"	not assigned.unknown	35_2

CUST_66696_PI403524517	2	-0.04245186	0.039265156	-0.28074455	0.16877985	0.42165613	-0.03926468	35_19043	"Cluster: Putative serine/threonine phosphatase type 2c; n=1; Sporobolus stapfianus|Rep: Putative serine/threonine phosphatase type 2c - Sporobolus stapfianus"	UniRef90_Q9SM39	CHR1V7|COORD:2198154..2199677| protein phosphatase 2C, putative / PP2C, putative	AT1G07160.1	CHR03V5|COORD:10142507..10144524|protein protein phosphatase 2C isoform epsilon, putative, expressed	LOC_Os03g18150.1	 no descriptionmoderately similar to ( 229)AT1G07160| Symbols:  | protein phosphatase 2C, putative / PP2C, putative | chr1:2198154-2199677 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PP2Cc PP2Cc PP2C PTC1 PRK12323 PRK07003 PRK12678 PRK07764 APC_basic IER 	protein.postranslational modification	29_4

CUST_11853_PI403524517	2	0.21322536	0.08778143	-0.0347867	0.034786224	-0.70841885	-0.3461938	35_3371	Rep: Expressed protein - Oryza sativa (japonica cultivar-group)	UniRef90_Q7G2F7	"CHR4V7|COORD:2497929..2504798| similar to putative glycine-rich protein [Oryza sativa (japonica cultivar-group)] (GB:AAM93675.1); similar to WD40-like"	AT4G04920.1	CHR10V5|COORD:18686213..18695810|protein expressed protein	LOC_Os10g35560.2	" no descriptionmoderately similar to ( 409)AT4G04920| Symbols:  | similar to putative glycine-rich protein [Oryza sativa (japonica cultivar-group)] (GB:AAM93675.1); similar to WD40-like [Medicago truncatula] (GB:ABE83509.1); similar to hypothetical protein, 3'-partial [Oryza sativa (japonica cultivar-group)] (GB:AAL58272.2); contains InterPro domain Quinoprotein amine dehydrogenase, beta chain-like; (InterPro:IPR011044) | chr4:2497929-2504798 FORWARD"	not assigned.unknown	35_2

CUST_155999_PI403524517	2	0.34986782	0.23811436	-0.26736307	0.1349802	-0.33176088	-0.1349802	35_43568	Rep: PREDICTED: hypothetical protein - Macaca mulatta	UniRef90_UPI0000D9EA10	CHR4V7|COORD:10275928..10278502| leucine-rich repeat family protein / extensin family protein	AT4G18670.1	CHR01V5|COORD:31804447..31800745|protein receptor protein kinase PERK1, putative, expressed	LOC_Os01g54700.1	no descriptionnot assigned not assigned	not assigned.unknown	35_2

CUST_45726_PI403524517	2	-0.03244114	0.77903557	-0.06545162	-0.09993553	0.03244114	0.15419197	35_13103	Rep: Hypothetical protein 5K14.5 - Triticum monococcum (Einkorn wheat) (Small spelt)	UniRef90_Q5NKQ9	"CHR3V7|COORD:1874583..1876581| ATBPM2; protein binding"	AT3G06190.1	CHR10V5|COORD:14937642..14937172|protein snRNP protein, putative	LOC_Os10g29370.1	no description	not assigned.unknown	35_2

CUST_111935_PI403524517	2	0.24637318	0.577096	-0.22214413	-0.18052006	0.0400486	-0.0400486	35_31778	Rep: Actin-depolymerizing factor 5 - Oryza sativa (Rice)	UniRef90_Q10P87	"CHR2V7|COORD:7251799..7252549| ADF5 (ACTIN DEPOLYMERIZING FACTOR 5); actin binding"	AT2G16700.1	CHR03V5|COORD:7546827..7544375|protein actin-depolymerizing factor 5, putative, expressed	LOC_Os03g13950.1	"no descriptionweakly similar to ( 157)AT2G16700| Symbols: ADF5 | ADF5 (ACTIN DEPOLYMERIZING FACTOR 5); actin binding | chr2:7251799-7252549 FORWARDweakly similar to ( 144)ADF_VITVIActin-depolymerizing factor - Vitis vinifera (Grape)not assigned ADF ADF Cofilin_ADF"	cell.organisation	31_1

CUST_4526_PI403524517	2	-0.2862625	0.22573185	0.017993927	-0.017993927	-0.35935974	0.045661926	35_1248	Rep: PDI-like protein - Zea mays (Maize)	UniRef90_Q9ZR86	CHR1V7|COORD:22265643..22267908| DC1 domain-containing protein	AT1G60420.1	CHR03V5|COORD:16583311..16586842|protein PDI-like protein, putative, expressed	LOC_Os03g29240.1	no descriptionhighly similar to ( 557)AT1G60420| Symbols:  | DC1 domain-containing protein | chr1:22265643-22267908 FORWARDnot assigned TryX_like_TryX_NRX TryX_like_family TryX_like_RdCVF TlpA_like_family AhpC-TSA PRK03147 TRX_family Redoxin	not assigned.no ontology	35_1

CUST_17107_PI404877155	2	0.09054184	0.0023841858	-0.0023822784	-0.032634735	-0.06886864	0.051311493	HS18A21u_x_at	0	0	0	0	0	0	cytosolic heat shock protein 90	stress.abiotic.heat	20_2_1

CUST_39454_PI403524517	2	0.19834423	-0.8764324	-0.34086418	0.034132957	-0.019778252	0.019777298	35_11348	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_180600_PI403524517	2	0.21448994	-0.2300787	-0.06971836	-0.5155325	2.2829814	0.06971836	35_50225	Cluster: Adult male brain UNDEFINED_CELL_LINE cDNA, RIKEN full-length enriched library, clone:M5C1049D24 product:hypothetical Proline-rich region	UniRef90_Q3UHB9	CHR1V7|COORD:26559818..26562657| protein kinase, putative	AT1G70460.1	0	0	no description	not assigned.unknown	35_2

CUST_5825_PI403524517	2	0.23528099	0.1955347	-0.0062761307	-0.089515686	-0.06545162	0.0062761307	35_1608	"Cluster: Hypothetical protein P0001A07.7; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0001A07.7 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q5WN02	CHR3V7|COORD:3919598..3921333| tetrahydrofolate dehydrogenase/cyclohydrolase, putative	AT3G12290.1	CHR05V5|COORD:2903788..2906107|protein C-1-tetrahydrofolate synthase, cytoplasmic, putative, expressed	LOC_Os05g05830.1	 no descriptionmoderately similar to ( 436)AT3G12290| Symbols:  | tetrahydrofolate dehydrogenase/cyclohydrolase, putative | chr3:3919598-3921333 FORWARDnot assigned not assigned not assigned not assigned FolD PRK10792 THF_DHG_CYH_C THF_DHG_CYH 	C1-metabolism.Methylenetetrahydrofolate dehydrogenase & Methenyltetrahydrofolate cyclohydrolase	25_5

CUST_111945_PI403524517	2	-0.04127741	-0.049465656	0.04127741	0.13291645	1.031271	-0.20798302	35_31780	"Cluster: Putative root cap protein 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative root cap protein 1 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8SA04	CHR3V7|COORD:6736388..6738336| late embryogenesis abundant protein-related / LEA protein-related	AT3G19430.1	CHR01V5|COORD:43028171..43026819|protein transposon protein, putative, unclassified, expressed	LOC_Os01g73700.1	no descriptionweakly similar to ( 135)AT3G19430| Symbols:  | late embryogenesis abundant protein-related / LEA protein-related | chr3:6736388-6738336 REVERSEnot assigned not assigned not assigned PRK07003 PRK12323 PRK07764 Herpes_BLLF1	development.late embryogenesis abundant	33_2

CUST_40016_PI403524517	2	0.11690855	0.6668329	0.0484519	-0.42257118	-0.0484519	-0.18910599	35_11510	"Cluster: Os05g0589200 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0589200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DFH9	"CHR3V7|COORD:19972019..19974798| SIGC (RNA polymerase sigma subunit C); DNA binding / DNA-directed RNA polymerase/ transcription factor"	AT3G53920.1	CHR05V5|COORD:29258200..29262209|protein RNA polymerase sigma factor rpoD, putative, expressed	LOC_Os05g51150.3	" no descriptionweakly similar to ( 125)AT3G53920| Symbols: SIG3, SIGC | SIGC (RNA polymerase sigma subunit C); DNA binding / DNA-directed RNA polymerase/ transcription factor | chr3:19972019-19974798 REVERSEPRK07406 PRK05949 PRK07405 RpoD PRK07921 PRK05901 PRK09210 PRK07598 PRK05657 PRK05658 Sigma70_r2 FliA rpoH2 PRK07408 "	RNA.transcription	27_2

CUST_37882_PI403524517	2	0.17554092	0.15101242	-0.013659477	-0.13337421	-0.019674301	0.013658524	35_10902	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_34909_PI403524517	2	0.11192894	0.23859882	0.016893387	-0.2320323	-0.016892433	-0.25362635	35_10062	"Cluster: Putative AP2 domain containing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative AP2 domain containing protein - Oryza sativa (japonic"	UniRef90_Q84TW0	0	0	CHR03V5|COORD:34132584..34131351|protein DNA binding protein, putative, expressed	LOC_Os03g60120.1	no description	not assigned.unknown	35_2

CUST_31311_PI399408534	2	0.011807442	0.01696968	-0.011808395	-0.072071075	-0.18714523	0.070547104	35_5451	"Cluster: Hypothetical protein P0454H12.18; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0454H12.18 - Oryza sativa (japonica cultivar-g"	UniRef90_Q94DV6	"CHR2V7|COORD:16161361..16163380| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G54190.1); similar to Os01g0817800 [Oryza sativa (japonica"	AT2G38630.1	CHR01V5|COORD:35139057..35135032|protein expressed protein	LOC_Os01g60200.1	"no descriptionweakly similar to ( 155)AT2G38630| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G54190.1); similar to Os01g0817800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001044626.1); similar to Os05g0482600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001055867.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAW56876.1); contains InterPro domain WD40-like; (InterPro:IPR011046) | chr2:16161361-16163380 REVERSE"	not assigned.unknown	35_2

CUST_94426_PI403524517	2	0.27663517	-0.27069283	-0.09770393	0.13151455	-0.24536419	0.09770393	35_26991	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_180243_PI403524517	2	0.006913185	0.2011795	-0.006731987	-0.16896439	-0.102002144	0.0067310333	35_50128	"Cluster: Os02g0469200 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os02g0469200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E198	"CHR5V7|COORD:23525054..23532089| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G28720.1); similar to unknown protein [Oryza sativa (japonica"	AT5G58100.1	CHR02V5|COORD:15837028..15850353|protein expressed protein	LOC_Os02g26984.1	"no descriptionweakly similar to ( 126)AT5G58100| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G28720.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD19375.1); similar to Os02g0469200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001046826.1) | chr5:23525054-23532089 FORWARD"	not assigned.unknown	35_2

CUST_42007_PI403524517	2	0.572289	-0.60842323	0.34705067	-0.8177819	-0.014151573	0.014151573	35_12076	Rep: Endoglucanase 6 precursor - Oryza sativa (Rice)	UniRef90_Q6Z2J3	"CHR1V7|COORD:26663018..26666624| CEL1 (cellulase 1); hydrolase, hydrolyzing O-glycosyl compounds"	AT1G70710.1	CHR02V5|COORD:30567534..30571400|protein endoglucanase 1 precursor, putative, expressed	LOC_Os02g50040.1	" no descriptionmoderately similar to ( 276)AT1G70710| Symbols: CEL1 | CEL1 (cellulase 1); hydrolase, hydrolyzing O-glycosyl compounds | chr1:26663018-26666624 REVERSEmoderately similar to ( 336)GUN17_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned Glyco_hydro_9 PRK12678 PRK12323 "	cell wall.degradation.cellulases and beta -1,4-glucanases	10_6_1

CUST_17533_PI403524517	2	-0.009222031	-0.48848248	0.009222984	0.03583336	0.06291962	-0.05284691	35_5066	"Cluster: Putative Altered Response to Gravity; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Altered Response to Gravity - Oryza sativa (japonica cu"	UniRef90_Q5QMV0	CHR1V7|COORD:25635709..25638190| ARG1 (ALTERED RESPONSE TO GRAVITY 1)	AT1G68370.1	CHR01V5|COORD:18368605..18377086|protein chaperone protein dnaJ 15, putative, expressed	LOC_Os01g32870.2	no descriptionhighly similar to ( 613)AT1G68370| Symbols: ARG1 | ARG1 (ALTERED RESPONSE TO GRAVITY 1) | chr1:25635709-25638190 REVERSEvery weakly similar to (73.2)DNJH_CUCSADnaJ protein homolog - Cucumis sativus (Cucumber)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DnaJ DnaJ PRK10767 DnaJ CbpA PRK10266 SEC63 djlA ZUO1	stress.abiotic.heat	20_2_1

CUST_100650_PI403524517	2	0.07619715	-0.13442802	-0.07619667	-0.5194349	1.2537656	0.21052122	35_28726	0	0		0	CHR09V5|COORD:18813008..18816017|protein helix-loop-helix DNA-binding domain containing protein, expressed	LOC_Os09g31300.2	no description	not assigned.unknown	35_2

CUST_1075_PI399408534	2	0.27409744	-0.3888297	0.04058075	-0.064144135	0.03823471	-0.03823471	35_14380	"Cluster: Putative G-protein beta; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative G-protein beta - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5QNL8	CHR5V7|COORD:18578348..18580232| transducin family protein / WD-40 repeat family protein	AT5G45760.1	CHR01V5|COORD:5757283..5761443|protein WD-repeat protein 53, putative, expressed	LOC_Os01g10790.1	no descriptionvery weakly similar to (92.0)AT5G45760| Symbols:  | transducin family protein / WD-40 repeat family protein | chr5:18578348-18580232 FORWARDvery weakly similar to (99.8)1433A_HORVU14-3-3-like protein A - Hordeum vulgare (Barley)not assigned 14_3_3 14-3-3 BMH1	signalling.14-3-3 proteins	30_7

CUST_14068_PI404877155	2	-0.2969303	-0.18661308	1.0225449	0.31397438	0.14193535	-0.14193535	Contig7887_at	jacalin homolog - barley gb|AAA87042.1| putative 32.7 kDa jasmonate-induced protein [Hordeum vulgare] gb|AAB72097.1| 32 kDa protein [Hordeum	T04375	jacalin lectin family protein	At1g19715.1	protein jacalin homolog - barley	Os12g09700	NONE	hormone metabolism.jasmonate.induced-regulated-responsive-activated	17_7_3

CUST_1217_PI404877155	2	0.034368515	0.01523304	-0.005589485	-0.0018854141	-0.39184856	0.0018863678	Contig11278_at	putative receptor-like kinase (with alternative splicing) [Oryza sativa (japonica cultivar-group)] gb|AAS07248.1| putative receptor-like kin	XP_469440.1	leucine-rich repeat family protein / protein kinase family protein	At5g10290.1	protein putative receptor-like kinase (with alternative splicing)	Os03g49620	leucine-rich repeat family protein / protein kinase family protein, contains Pfam domains PF00560: Leucine Rich Repeat and PF00069: Protein kinase domain	signalling.receptor kinases.leucine rich repeat II	30_2_2

CUST_16605_PI403524517	2	-0.21101952	-0.038656235	0.07283974	0.119939804	-0.11006069	0.03865719	35_4796	"Cluster: Putative sec14 like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative sec14 like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5NBA0	CHR1V7|COORD:7828423..7829734| SEC14 cytosolic factor family protein / phosphoglyceride transfer family protein	AT1G22180.2	CHR01V5|COORD:9005023..9000904|protein expressed protein	LOC_Os01g16000.1	no descriptionmoderately similar to ( 291)AT1G22180| Symbols:  | SEC14 cytosolic factor family protein / phosphoglyceride transfer family protein | chr1:7828423-7829734 REVERSEnot assigned not assigned SEC14 SEC14 CRAL_TRIO	transport.misc	34_99

CUST_6538_PI404877155	2	-0.03415537	-0.6122198	-0.061610222	0.743505	0.09867334	0.034154892	Contig19506_at	0	CAE02428.1	zinc finger (C2H2 type) family protein	At5g01860.1	0	0	NONE	RNA.regulation of transcription.C2H2 zinc finger family	27_3_11

CUST_54603_PI403524517	2	-0.0906868	0.6029444	-0.037566185	0.10051918	0.03756714	-0.131464	35_15541	Rep: Hypothetical protein - Deschampsia antarctica (Antarctic hairgrass)	UniRef90_Q8RX53	"CHR5V7|COORD:22913073..22913728| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G26288.1); similar to Os02g0684400 [Oryza sativa (japonica"	AT5G56550.1	CHR01V5|COORD:31213188..31211669|protein expressed protein	LOC_Os01g53730.1	"no descriptionvery weakly similar to (61.6)AT5G56550| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G26288.1); similar to Os02g0684400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001047761.1); similar to Os02g0227100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001046350.1); similar to MTD1 [Medicago truncatula] (GB:ABE81740.1) | chr5:22913073-22913728 REVERSE"	not assigned.unknown	35_2

CUST_13302_PI404877155	2	0.046875	0.046875	0.17208767	-0.046875954	-0.14660168	-0.17236614	Contig699_at	unknown protein [Oryza sativa (japonica cultivar-group)] gb|AAO18438.1| unknown protein [Oryza sativa (japonica cultivar-group)]	NP_910036.1	family II extracellular lipase, putative	At1g20130.1	protein expressed protein	Os03g60950	DnaJ-like protein	stress.abiotic.heat	20_2_1

CUST_167068_PI403524517	2	-0.13728619	0.13728619	-0.16464138	-0.17486763	0.5730047	1.2471876	35_46536	"Cluster: Membrane protein-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: Membrane protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5ZAW6	"CHR4V7|COORD:11325040..11326647| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G61740.1); similar to membrane protein-like [Oryza sativa (japonica"	AT4G21250.1	CHR01V5|COORD:33694227..33691087|protein expressed protein	LOC_Os01g57710.3	"no descriptionvery weakly similar to ( 100)AT4G21250| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G61740.1); similar to membrane protein-like [Oryza sativa (japonica cultivar-group)] (GB:BAD53257.1); contains domain gb def: Hypothetical protein F7J7.190 (Hypothetical protein AT4g21250) (PTHR14255:SF9); contains domain FAMILY NOT NAMED (PTHR14255) | chr4:11325040-11326647 FORWARDCOG0730 DUF81"	not assigned.unknown	35_2

CUST_103701_PI403524517	2	0.10072708	0.019475937	-0.01947689	-0.049318314	-0.3527565	0.08006477	35_29565	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_108106_PI403524517	2	0.080705166	0.20421457	0.067281246	-0.42660904	-0.53111506	-0.067281246	35_30756	"Cluster: Clathrin assembly protein at1g33340., putative; n=2; Oryza sativa (japonica cultivar-group)|Rep: Clathrin assembly protein at1g33340., putative - Oryza"	UniRef90_Q53M05		0	CHR11V5|COORD:7767947..7766491|protein ANTH domain containing protein, expressed	LOC_Os11g14000.1	no description	not assigned.unknown	35_2

CUST_19039_PI404877155	2	-0.29705238	0.049901962	0.32214546	-0.02701664	0.02701664	-0.22668171	HY07P02u_at	anthranilate synthase alpha 2 subunit [Oryza sativa (japonica cultivar-group)]	BAA82095.1	anthranilate synthase, alpha subunit, putative	At3g55870.1	protein anthranilate synthase component I	Os03g15780	anthranilate synthase, alpha subunit	amino acid metabolism.synthesis.aromatic aa.tryptophan	13_1_6_5

CUST_3059_PI404877155	2	0.03743744	0.19216824	0.1511116	-0.03743744	-0.20284367	-0.10823727	Contig13493_at	anther ethylene-upregulated protein-like [Oryza sativa (japonica cultivar-group)]	BAB90826.1	calmodulin-binding protein	At1g67310.1	protein CG-1 domain, putative	Os01g69910	NONE	signalling.light	30_11

CUST_25984_PI403524517	2	0.081100464	-0.05090666	0.26969337	0.02051735	-0.02051735	-0.07822418	35_7528	"Cluster: Beta-D-glucan exohydrolase-like protein; n=2; Arabidopsis thaliana|Rep: Beta-D-glucan exohydrolase-like protein - Arabidopsis thaliana (Mouse-ear cress"	UniRef90_Q9SD73	CHR3V7|COORD:17324796..17327524| glycosyl hydrolase family 3 protein	AT3G47000.1	CHR05V5|COORD:21985226..21989715|protein periplasmic beta-glucosidase precursor, putative, expressed	LOC_Os05g37700.1	no descriptionmoderately similar to ( 339)AT3G47000| Symbols:  | glycosyl hydrolase family 3 protein | chr3:17324796-17327524 REVERSEBglX Glyco_hydro_3 PRK05337	cell wall.degradation.cellulases and beta -1,4-glucanases	10_6_1

CUST_77960_PI403524517	2	-0.9535179	-1.210885	0.7226782	0.24776268	1.0041618	-0.24776173	35_22349	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QMR0	CHR2V7|COORD:18439977..18443704| RNA recognition motif (RRM)-containing protein	AT2G44710.1	CHR12V5|COORD:24940864..24941599|protein expressed protein	LOC_Os12g40330.1	no descriptionnot assigned not assigned not assigned PRK12323 PRK07003 PRK07764	not assigned.unknown	35_2

CUST_3241_PI403524517	2	0.020499706	-0.15171242	-0.043254852	0.26893473	-0.02049923	0.04801035	35_883	Rep: Chitinase II - Hordeum vulgare (Barley)	UniRef90_Q9LEH7	"CHR3V7|COORD:1347714..1349072| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G46100.1); similar to unnamed protein product [Ostreococcus tauri]"	AT3G04890.1	CHR10V5|COORD:20876015..20877926|protein acidic endochitinase Q precursor, putative, expressed	LOC_Os10g39680.1	"no descriptionvery weakly similar to (58.2)AT3G04890| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G46100.1); similar to unnamed protein product [Ostreococcus tauri] (GB:CAL53979.1); contains domain NTF2-like (SSF54427) | chr3:1347714-1349072 FORWARDvery weakly similar to (62.8)CHIQ_TOBACAcidic endochitinase Q precursor - Nicotiana tabacum (Common tobacco)Glyco_hydro_19 chitinase_glyco_hydro_19"	stress.biotic	20_1

CUST_23910_PI403524517	2	0.33136225	-1.6975403E-4	-0.22769594	1.6975403E-4	-0.67930603	1.6820269	35_6948	"Cluster: OSJNBa0072F16.19 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0072F16.19 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XTE9	CHR1V7|COORD:8964814..8967378| lysine and histidine specific transporter, putative	AT1G25530.1	CHR04V5|COORD:22881287..22878894|protein amino acid permease, putative, expressed	LOC_Os04g38860.2	 no descriptionmoderately similar to ( 280)AT1G25530| Symbols:  | lysine and histidine specific transporter, putative | chr1:8964814-8967378 REVERSEnot assigned not assigned not assigned not assigned Aa_trans SdaC 	transport.amino acids	34_3

CUST_30388_PI399408534	2	0.021015167	0.261281	0.20579433	-0.026037216	-0.3500061	-0.02101612	35_2821	"Cluster: Putative SBP-domain protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative SBP-domain protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q75LH6	"CHR3V7|COORD:22176833..22180387| SPL12 (SQUAMOSA PROMOTER-BINDING PROTEIN-LIKE 12); transcription factor"	AT3G60030.1	CHR03V5|COORD:34954664..34946935|protein squamosa promoter-binding-like protein 12, putative, expressed	LOC_Os03g61760.1	"no descriptionmoderately similar to ( 352)AT2G47070| Symbols: SPL1 | SPL1 (SQUAMOSA PROMOTER BINDING PROTEIN-LIKE 1); DNA binding / transcription factor | chr2:19344214-19347622 FORWARDweakly similar to ( 126)LG1_MAIZEProtein LIGULELESS 1 - Zea mays (Maize)SBP"	RNA.regulation of transcription.SBP,Squamosa promoter binding protein family	27_3_28

CUST_120875_PI403524517	2	-0.0086689	0.43941307	0.008669376	0.28148556	-0.04409504	-0.18089867	35_34156	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_33182_PI403524517	2	0.048116684	-0.05891514	0.34564877	-0.048116684	0.3418064	-0.13506126	35_9566	Rep: Ramosa 3 - Setaria viridis	UniRef90_Q1W5S3	CHR5V7|COORD:3157981..3160276| trehalose-6-phosphate phosphatase, putative	AT5G10100.1	CHR07V5|COORD:25865517..25869538|protein expressed protein	LOC_Os07g43160.1	 no descriptionvery weakly similar to (86.3)AT5G65140| Symbols:  | trehalose-6-phosphate phosphatase, putative | chr5:26037104-26039303 REVERSE	minor CHO metabolism.trehalose.TPP	3_2_2

CUST_77801_PI403524517	2	-2.0912027	-0.094884396	0.6965184	0.09488392	-0.367939	0.1973772	35_22305	Rep: UL36 tegument protein - Suid herpesvirus 1 (Pseudorabies virus)	UniRef90_Q5PPB8	0	0	0	0	no description	not assigned.unknown	35_2

CUST_94114_PI403524517	2	0.0030670166	-0.0030670166	0.1613636	-0.053071976	-0.13565636	0.04462719	35_26908	Rep: TonB-like protein - Sphingopyxis alaskensis (Sphingomonas alaskensis)	UniRef90_Q1GUZ4	0	0	0	0	no description	not assigned.unknown	35_2

CUST_635_PI399407379	2	-0.005384445	-0.24412823	0.24859047	0.021194458	0.005384445	-0.041062355	HvLEC2b									

CUST_60640_PI403524517	2	-0.10980415	0.26241684	0.14681816	-0.025460243	-0.016962051	0.016963005	35_17293	"Cluster: Putative chitinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative chitinase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q84QQ7	"CHR1V7|COORD:1766832..1768116| POM1 (POM-POM1); chitinase"	AT1G05850.1	CHR08V5|COORD:25844598..25842546|protein endochitinase 1 precursor, putative, expressed	LOC_Os08g41100.1	" no descriptionmoderately similar to ( 417)AT1G05850| Symbols: ERH2, ELP1, CTL1, ELP, HOT2, POM1 | POM1 (POM-POM1); chitinase | chr1:1766832-1768116 REVERSEmoderately similar to ( 211)CHI2_BRANAEndochitinase CH25 precursor - Brassica napus (Rape)not assigned not assigned chitinase_glyco_hydro_19 Glyco_hydro_19 PRK07764 "	stress.biotic	20_1

CUST_17515_PI403524517	2	0.0878973	-0.37614155	0.33799076	0.12979126	-0.0878973	-0.50233984	35_5060	"Cluster: Lipase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Lipase-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5NAI4	CHR2V7|COORD:17783433..17784759| lipase, putative	AT2G42690.1	CHR01V5|COORD:29859694..29856574|protein triacylglycerol lipase, putative, expressed	LOC_Os01g51360.2	 no descriptionmoderately similar to ( 368)AT2G42690| Symbols:  | lipase, putative | chr2:17783433-17784759 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Lipase_3 Lipase_3 Lipase Herpes_BLLF1 PRK07003 Atrophin-1 PRK07764 PRK12323 SerH AF-4 Tymo_45kd_70kd APC_basic KAR9 HPC2 	lipid metabolism.lipid degradation.lipases.triacylglycerol lipase	11_9_2_1

CUST_31738_PI399408534	2	-0.19801617	0.2829008	0.18314266	0.0076560974	-0.0076560974	-0.076189995	35_5416	Rep: Hypothetical protein - Triticum aestivum (Wheat)	UniRef90_Q9ZTZ1	CHR1V7|COORD:6971545..6974569| zinc finger (FYVE type) family protein	AT1G20110.1	CHR07V5|COORD:23168060..23171991|protein zinc ion binding protein, putative, expressed	LOC_Os07g38580.1	no descriptionmoderately similar to ( 456)AT1G20110| Symbols:  | zinc finger (FYVE type) family protein | chr1:6971545-6974569 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned FYVE FYVE FYVE DUF1421	RNA.regulation of transcription.unclassified	27_3_99

CUST_66269_PI403524517	2	-0.033863068	0.1544962	0.033863068	-0.11078739	-0.23791122	0.048137665	35_18925	"Cluster: Dolichol-phosphate mannosyltransferase, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Dolichol-phosphate"	UniRef90_Q10BB4	CHR1V7|COORD:7126977..7128667| dolichyl-phosphate beta-D-mannosyltransferase, putative / dolichol-phosphate mannosyltransferase, putative /	AT1G20575.1	CHR03V5|COORD:34569679..34572294|protein dolichol-phosphate mannosyltransferase, putative, expressed	LOC_Os03g60939.1	 no descriptionmoderately similar to ( 393)AT1G20575| Symbols:  | dolichyl-phosphate beta-D-mannosyltransferase, putative / dolichol-phosphate mannosyltransferase, putative / mannose-P-dolichol synthase, putative | chr1:7126977-7128667 REVERSEnot assigned not assigned not assigned Glycos_transf_2 WcaA PRK10714 COG1215 PRK11204 COG1216 PRK10073 	protein.glycosylation	29_7

CUST_4288_PI403524517	2	0.011828423	0.354084	0.0156002045	-0.07634735	-0.088256836	-0.011829376	35_1186	"Cluster: ATP-dependent Clp protease ATP-binding subunit clpA CD4B,chloroplast, putative, expressed; n=4; Magnoliophyta|Rep: ATP-dependent Clp protease ATP-bindi"	UniRef90_Q2QVG9	"CHR5V7|COORD:20732936..20737026| CLPC (HEAT SHOCK PROTEIN 93-V); ATP binding / ATPase"	AT5G50920.1	CHR12V5|COORD:7100504..7094687|protein ATP-dependent Clp protease ATP-binding subunit clpA homolog,chloroplast precursor, putative, expressed	LOC_Os12g12850.2	" no descriptionnearly identical (1406)AT5G50920| Symbols: ATHSP93-V, HSP93-V, CLPC, DCA1 | CLPC (HEAT SHOCK PROTEIN 93-V); ATP binding / ATPase | chr5:20732936-20737026 REVERSEnearly identical (1402)CLPC_PEAATP-dependent Clp protease ATP-binding subunit clpC homolog, chloroplast precursor - Pisum sativum (Garden pea)not assigned not assigned clpC clpA PRK10865 clpA AAA_2 AAA Clp_N SpoVK COG0714 AAA AAA_5 Torsin UVR AAA ClpX "	protein.degradation.serine protease	29_5_5

CUST_252_PI399407379	2	-0.16447258	0.26229858	-0.08887768	-0.25580502	0.088876724	0.26763153	HvHK5									

CUST_133173_PI403524517	2	0.1697402	0.090667725	-0.090667725	-0.38888407	-0.9011164	2.3007622	35_37390	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_143511_PI403524517	2	0.22972202	0.20250511	-0.04724884	-0.1549902	0.04724884	-0.21007729	35_40209	0	0		0	CHR08V5|COORD:27171..19925|protein zinc finger, C3HC4 type family protein, expressed	LOC_Os08g01040.1	no description	not assigned.unknown	35_2

CUST_20417_PI403524517	2	0.0084552765	-0.34861183	0.08383274	-0.008454323	-0.11937332	0.18622398	35_5922	"Cluster: Putative transcriptional regulator; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative transcriptional regulator - Oryza sativa (japonica cultiv"	UniRef90_Q69XZ5	"CHR5V7|COORD:26539119..26542212| similar to hypothetical protein [Thellun (GB:ABB45848.1); similar to Os06g0472400 [Oryza sativa (japonica cultivar-group)]"	AT5G66420.2	CHR06V5|COORD:15737387..15743820|protein ATPase, putative, expressed	LOC_Os06g27800.2	"no descriptionmoderately similar to ( 214)AT5G66420| Symbols:  | similar to hypothetical protein [Thellun (GB:ABB45848.1); similar to Os06g0472400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001057623.1); contains InterPro domain Protein of unknown function UPF0261; (InterPro:IPR010647) | chr5:26539119-26542212 REVERSETIM-br_sig_trns COG5564"	not assigned.unknown	35_2

CUST_9232_PI403524517	2	-0.001613617	0.19461346	0.034104347	-0.10459232	-0.08067894	0.001613617	35_2593	"Cluster: VTC2, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: VTC2, putative, expressed - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QMA2	CHR4V7|COORD:13499268..13501151| VTC2 (VITAMIN C DEFECTIVE 2)	AT4G26850.1	CHR12V5|COORD:25859382..25855260|protein VTC2, putative, expressed	LOC_Os12g41800.1	no descriptionweakly similar to ( 152)AT4G26850| Symbols: VTC2 | VTC2 (VITAMIN C DEFECTIVE 2) | chr4:13499268-13501151 REVERSEnot assigned	not assigned.unknown	35_2

CUST_132483_PI403524517	2	0.053369522	0.64270115	0.19641304	-0.053370476	-0.06768417	-0.121216774	35_37206	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_22824_PI399408534	2	0.45438004	-0.29651833	-0.20906448	-0.21923637	0.20906448	0.21557808	35_24604	"Cluster: Hypothetical protein OJ1003_C09.9; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1003_C09.9 - Oryza sativa (japonica cultivar"	UniRef90_Q652Q3	CHR2V7|COORD:11752274..11753453| CCAAT-box binding transcription factor subunit HAP3-related	AT2G27470.1	CHR09V5|COORD:22691494..22689696|protein DNA polymerase epsilon subunit 3, putative, expressed	LOC_Os09g39490.1	no descriptionvery weakly similar to (60.1)AT2G27470| Symbols:  | CCAAT-box binding transcription factor subunit HAP3-related | chr2:11752274-11753453 REVERSEnot assigned	RNA.regulation of transcription.CCAAT box binding factor family, HAP3	27_3_15

CUST_133341_PI403524517	2	-0.034531593	2.4145594	-0.15881157	-0.29368782	0.034531593	0.16645432	35_37435	"Cluster: Glutamine-dependent asparagine synthetase; n=2; Triticeae|Rep: Glutamine-dependent asparagine synthetase - Triticum aestivum (Wheat)"	UniRef90_Q5QFC3	CHR3V7|COORD:17449121..17452028| ASN1 (DARK INDUCIBLE 6)	AT3G47340.1	CHR06V5|COORD:8764754..8757770|protein asparagine synthetase, putative, expressed	LOC_Os06g15420.1	 no descriptionvery weakly similar to (90.1)AT3G47340| Symbols: DIN6, AT-ASN1, ASN1 | ASN1 (DARK INDUCIBLE 6) | chr3:17449430-17452028 REVERSEweakly similar to ( 110)ASNS_ASPOFAsparagine synthetase [glutamine-hydrolyzing] - Asparagus officinalis (Garden asparagus)not assigned asnB 	amino acid metabolism.synthesis.aspartate family.asparagine	13_1_3_1

CUST_20332_PI403524517	2	0.059340477	8.0394745E-4	-8.049011E-4	-0.14084625	0.18235016	-0.089621544	35_5891	"Cluster: Putative ribonucleoprotein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ribonucleoprotein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z8U4	CHR3V7|COORD:4254855..4256628| RNA recognition motif (RRM)-containing protein	AT3G13224.2	CHR08V5|COORD:24185927..24180502|protein RNA recognition motif family protein, expressed	LOC_Os08g38410.3	 no descriptionmoderately similar to ( 211)AT3G13224| Symbols:  | RNA recognition motif (RRM)-containing protein | chr3:4254855-4256628 FORWARDvery weakly similar to (70.1)ROC1_SPIOL28 kDa ribonucleoprotein, chloroplast - Spinacia oleracea (Spinach)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned RRM RRM_1 COG0724 	RNA.RNA binding	27_4

CUST_6942_PI404877155	2	-0.008667946	0.19259262	0.008666992	-0.064917564	-0.07805157	0.071725845	Contig20424_at	Putative aminotransferase [Oryza sativa (japonica cultivar-group)] gb|AAN60486.1| Putative aminotransferase [Oryza sativa (japonica cultivar	NP_912527.1	branched-chain amino acid aminotransferase 5 / branched-chain amino acid transaminase 5 (BCAT5)	At5g65780.1	protein branched-chain amino acid aminotransferase, putative	Os03g01600	"branched-chain amino acid aminotransferase 5 / branched-chain amino acid transaminase 5 (BCAT5), nearly identical to SP:Q9FYA6 Branched-chain amino acid aminotransferase 5, chloroplast precursor (EC 2.6.1.42) (Atbcat-5) {Arabidopsis thaliana}; contains Pf"	amino acid metabolism.synthesis.branched chain group.common	13_1_4_1

CUST_53733_PI403524517	2	0.03534603	0.024764061	-0.7379732	-0.024765015	-0.58471966	0.08478832	35_15290	"Cluster: Kelch motif, putative; n=1; Oryza sativa (japonica cultivar-group)|Rep: Kelch motif, putative - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53NA8	CHR2V7|COORD:18260807..18262036| kelch repeat-containing F-box family protein	AT2G44130.1	CHR11V5|COORD:7875009..7873356|protein protein kinase Kelch repeat:Kelch, putative, expressed	LOC_Os11g14140.1	no descriptionweakly similar to ( 191)AT3G59940| Symbols:  | kelch repeat-containing F-box family protein | chr3:22153986-22155242 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12678 PRK07003 APC_basic PRK12323 PRK07764 infB Tymo_45kd_70kd TT_ORF1 Herpes_BLLF1 Kelch_1	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_13955_PI403524517	2	-0.009277344	-0.6332092	-0.022927284	0.24923992	0.33311176	0.009277344	35_4000	Rep: Peroxidase - Zea mays (Maize)	UniRef90_Q9FEQ9	CHR3V7|COORD:901992..903356| peroxidase, putative	AT3G03670.1	CHR01V5|COORD:12482404..12486696|protein peroxidase 1 precursor, putative, expressed	LOC_Os01g22230.1	 no descriptionvery weakly similar to (50.1)AT3G03670| Symbols:  | peroxidase, putative | chr3:901992-903356 REVERSEsecretory_peroxidase 	misc.peroxidases	26_12

CUST_51870_PI403524517	2	0.0027952194	-0.8023367	0.41172886	-0.0027942657	0.79747486	-0.1056366	35_14781	Rep: Expansin EXPB2 - Triticum aestivum (Wheat)	UniRef90_Q6QFA2	CHR1V7|COORD:24430929..24432062| ATEXPB2 (ARABIDOPSIS THALIANA EXPANSIN B2)	AT1G65680.1	CHR10V5|COORD:21529063..21531620|protein beta-expansin 1a precursor, putative, expressed	LOC_Os10g40730.1	 no descriptionweakly similar to ( 117)AT1G65680| Symbols: EXPB2, ATEXPB2, ATHEXP BETA 1.4 | ATEXPB2 (ARABIDOPSIS THALIANA EXPANSIN B2) | chr1:24430929-24432062 FORWARDmoderately similar to ( 296)EXPB4_ORYSAnot assigned not assigned DPBB_1 PRK07003 Atrophin-1 PRK07764 	cell wall.modification	10_7

CUST_13347_PI403524517	2	-0.017884254	0.5965166	0.048727036	-0.2569952	-0.13269043	0.017884254	35_3823	"Cluster: Os07g0185200 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0185200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D845	"CHR4V7|COORD:8334387..8337018| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G23080.1); similar to putative membrane related protein CP5 [Oryza"	AT4G14500.1	CHR07V5|COORD:4506085..4501669|protein membrane related protein-like, putative, expressed	LOC_Os07g08760.1	"no descriptionmoderately similar to ( 376)AT4G14500| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G23080.1); similar to putative membrane related protein CP5 [Oryza sativa (japonica cultivar-group)] (GB:BAC83004.1); contains InterPro domain Lipid-binding START; (InterPro:IPR002913) | chr4:8334387-8337018 FORWARDnot assigned START START"	not assigned.no ontology	35_1

CUST_43729_PI403524517	2	-0.044109344	-0.22882748	0.07778168	0.01482296	0.2995596	-0.014823914	35_12550	"Cluster: Hypothetical protein P0669G09.12; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0669G09.12 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6H6D4	CHR3|COORD:7871015..7873572| OTU-like cysteine protease family protein, contains Pfam profile PF02338: OTU-like cysteine protease	AT3G22260.2	CHR02V5|COORD:3709901..3705918|protein cysteine-type peptidase, putative, expressed	LOC_Os02g07210.4	no descriptionweakly similar to ( 106)AT3G22260| Symbols:  | OTU-like cysteine protease family protein | chr3:7871496-7873400 FORWARDnot assigned	protein.degradation.cysteine protease	29_5_3

CUST_107761_PI403524517	2	0.20259094	-0.7432051	0.7850714	-0.10523605	0.1052351	-0.4590912	35_30664	"Cluster: Hypothetical protein P0685E10.15; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0685E10.15 - Oryza sativa (japonica cultivar-g"	UniRef90_Q65XR4	CHR1V7|COORD:30155993..30156822| lactoylglutathione lyase family protein / glyoxalase I family protein	AT1G80160.1	CHR05V5|COORD:4279452..4284120|protein lactoylglutathione lyase, putative, expressed	LOC_Os05g07940.3	no descriptionvery weakly similar to (97.8)AT1G80160| Symbols:  | lactoylglutathione lyase family protein / glyoxalase I family protein | chr1:30156172-30156822 FORWARD	Biodegradation of Xenobiotics.lactoylglutathione lyase	24_2

CUST_104224_PI403524517	2	-0.16848469	0.29493046	-0.1878128	-0.024624825	0.024624825	0.08245754	35_29702	"Cluster: Putative subtilisin-like proteinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative subtilisin-like proteinase - Oryza sativa (japonica cult"	UniRef90_Q6ZKR5	CHR3V7|COORD:4741644..4743971| subtilase family protein	AT3G14240.1	CHR08V5|COORD:21978221..21981029|protein subtilisin-like protease precursor, putative, expressed	LOC_Os08g35090.1	no description	not assigned.unknown	35_2

CUST_34814_PI403524517	2	0.009946823	-0.3759842	-0.15625	0.02589035	0.13779831	-0.009946823	35_10037	"Cluster: RNA polymerase Rpb3/Rpb11 dimerisation domain containing protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: RNA polymerase Rpb3/Rpb11"	UniRef90_Q10MU2	"CHR1V7|COORD:22334890..22337035| ATRPAC43 (Arabidopsis thaliana RNA polymerase I subunit 43); DNA binding / DNA-directed RNA polymerase"	AT1G60620.1	CHR03V5|COORD:10303888..10299253|protein DNA-directed RNA polymerase I 40 kDa polypeptide, putative, expressed	LOC_Os03g18410.1	"no descriptionmoderately similar to ( 259)AT1G60620| Symbols: ATRPAC43 | ATRPAC43 (Arabidopsis thaliana RNA polymerase I subunit 43); DNA binding / DNA-directed RNA polymerase | chr1:22334890-22337035 FORWARDnot assigned not assigned RPOLD PRK00783 RpoA"	RNA.transcription	27_2

CUST_81422_PI403524517	2	0.2109313	0.35139704	0.09696293	-0.31002235	-0.14256954	-0.09696245	35_23356	"Cluster: Hypothetical protein OJ1124_H03.28; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1124_H03.28 - Oryza sativa (japonica cultiv"	UniRef90_Q94GN4	CHR3V7|COORD:8037371..8039103| protein kinase, putative	AT3G22750.1	CHR03V5|COORD:30591890..30595614|protein ATMRK1, putative, expressed	LOC_Os03g53410.1	 no descriptionweakly similar to ( 141)AT3G22750| Symbols:  | protein kinase, putative | chr3:8037371-8039103 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned Pkinase_Tyr TyrKc PTKc PTKc_Csk_like S_TKc S_TKc PTKc_Jak_rpt2 PRK12323 	protein.postranslational modification	29_4

CUST_112239_PI403524517	2	0.0370636	0.1768384	0.022545815	-0.022546291	-0.078306675	-0.24671316	35_31867	"Cluster: Hypothetical protein P0548E04.1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0548E04.1 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q5Z993	"CHR4V7|COORD:18008412..18010687| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G28240.1); similar to Os06g0724300 [Oryza sativa (japonica"	AT4G38500.1	CHR06V5|COORD:30772822..30769704|protein EMB2756, putative, expressed	LOC_Os06g50860.1	"no descriptionweakly similar to ( 152)AT4G38500| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G28240.1); similar to Os06g0724300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001058611.1); similar to Protein of unknown function DUF616 [Medicago truncatula] (GB:ABE79297.1); contains InterPro domain Protein of unknown function DUF616; (InterPro:IPR006852) | chr4:18008412-18010687 FORWARDDUF616"	not assigned.unknown	35_2

CUST_16994_PI403524517	2	0.15319443	-0.38369942	-0.08012009	0.11993313	0.02061081	-0.02061081	35_4911	"Cluster: Tetratricopeptide repeat, putative, expressed; n=5; Oryza sativa (japonica cultivar-group)|Rep: Tetratricopeptide repeat, putative, expressed - Oryza s"	UniRef90_Q337M8	CHR1V7|COORD:8028312..8029867| tetratricopeptide repeat (TPR)-containing protein	AT1G22700.2	CHR10V5|COORD:16627595..16621510|protein TPR Domain containing protein, expressed	LOC_Os10g32300.2	no descriptionmoderately similar to ( 278)AT1G22700| Symbols:  | binding | chr1:8028312-8029278 REVERSEvery weakly similar to (57.8)SPY_PETHYProbable UDP-N-acetylglucosamine--peptide N-acetylglucosaminyltransferase SPINDLY - Petunia hybrida (Petunia)not assigned not assigned not assigned not assigned not assigned not assigned not assigned TPR HemY NrfG	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_35400_PI403524517	2	-0.04464054	0.6759167	0.064640045	-0.23631859	0.044639587	-0.10238266	35_10205	"Cluster: Hypothetical protein P0534H07.30; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0534H07.30 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6ZEZ0	0	0	CHR11V5|COORD:19880566..19884291|protein expressed protein	LOC_Os11g34790.1	no description	not assigned.unknown	35_2

CUST_1381_PI404877155	2	0.1347866	-0.22226143	-0.038163185	-0.042154312	0.12526417	0.03816223	Contig11500_at	putative zinc finger protein [Oryza sativa (japonica cultivar-group)] gb|AAP46233.1| putative GATA-type zinc finger protein [Oryza sativa (j	NP_909974.1	zinc finger (GATA type) family protein	At3g16870.1	protein putative GATA-type zinc finger protein	Os03g61570	NONE	RNA.regulation of transcription.C2C2(Zn) GATA transcription factor family	27_3_09

CUST_7446_PI403524517	2	0.009989738	-0.009989738	-0.04228592	0.20030499	0.093951225	-0.049147606	35_2069	"Cluster: Putative Ribosome recycling factor, chloroplast; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Ribosome recycling factor, chloroplast - Ory"	UniRef90_Q6YTV7	CHR3V7|COORD:23353836..23355615| ribosome recycling factor, chloroplast, putative / ribosome releasing factor, chloroplast, putative	AT3G63190.1	CHR07V5|COORD:23001686..23006803|protein ribosome recycling factor, chloroplast precursor, putative, expressed	LOC_Os07g38300.1	 no descriptionmoderately similar to ( 255)AT3G63190| Symbols: RRF | ribosome recycling factor, chloroplast, putative / ribosome releasing factor, chloroplast, putative | chr3:23353836-23355615 REVERSEmoderately similar to ( 267)RRFC_SPIOLRibosome recycling factor, chloroplast precursor - Spinacia oleracea (Spinach)not assigned frr Frr RRF RRF 	protein.synthesis.release	29_2_5

CUST_23987_PI403524517	2	0.23026371	-0.24992752	-0.15462017	-0.005932808	0.0059318542	0.44023895	35_6969	Rep: OSIGBa0101P20.2 protein - Oryza sativa (Rice)	UniRef90_Q01I80	CHR1V7|COORD:8295410..8296882| UbiE/COQ5 methyltransferase family protein	AT1G23360.1	CHR04V5|COORD:25155482..25153397|protein menaquinone biosynthesis methyltransferase ubiE, putative, expressed	LOC_Os04g42870.1	no descriptionmoderately similar to ( 330)AT1G23360| Symbols:  | UbiE/COQ5 methyltransferase family protein | chr1:8295410-8296328 REVERSEnot assigned ubiE UbiE Ubie_methyltran PRK08317 arsM Methyltransf_11 PRK05785 Methyltransf_12 SmtA	not assigned.no ontology	35_1

CUST_15937_PI399408534	2	-0.5357485	-0.71419096	0.21456385	-0.21456385	1.2346349	2.364378	35_48862	Rep: Lipoxygenase 1 - Hordeum vulgare (Barley)	UniRef90_P29114	CHR3V7|COORD:7927018..7931174| lipoxygenase, putative	AT3G22400.1	CHR03V5|COORD:28040785..28043787|protein lipoxygenase 3, putative, expressed	LOC_Os03g49350.1	 no descriptionvery weakly similar to (91.3)AT3G22400| Symbols: LOX5 | lipoxygenase, putative | chr3:7927018-7931174 FORWARDweakly similar to ( 165)LOX1_HORVULipoxygenase 1 - Hordeum vulgare (Barley)Lipoxygenase 	hormone metabolism.jasmonate.synthesis-degradation.lipoxygenase	17_7_1_2

CUST_107390_PI403524517	2	-0.026713371	0.4150219	-0.13332844	0.14499378	0.026713371	-0.14811611	35_30562	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_12_PI399945755	2	0.018220901	-0.62480736	-0.12584305	0.062553406	0.09513855	-0.018218994	HZ42K12_3'									

CUST_76578_PI403524517	2	-0.016557693	0.90007114	0.016558647	-0.19216442	-0.18094921	0.15267086	35_21955	"Cluster: Os06g0115200 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0115200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DF49	"CHR1V7|COORD:28205827..28207680| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G19370.1); similar to hypothetical protein [Oryza sativa (japonica"	AT1G75140.1	CHR06V5|COORD:856987..854756|protein expressed protein	LOC_Os06g02480.1	" no descriptionvery weakly similar to (53.1)AT1G75140| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G19370.1); similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:BAC22202.1); contains InterPro domain Cytochrome cd1-nitrite reductase-like, C-terminal haem d1; (InterPro:IPR011048); contains InterPro domain WD40-like; (InterPro:IPR011046) | chr1:28205827-28207680 REVERSE"	not assigned.unknown	35_2

CUST_159313_PI403524517	2	-0.70698595	-0.87210226	0.15820312	-0.022835732	2.53448	0.022835732	35_44467	"Cluster: Multidrug resistance associated protein MRP2; n=2; Triticeae|Rep: Multidrug resistance associated protein MRP2 - Triticum aestivum (Wheat)"	UniRef90_Q71CZ3	CHR3V7|COORD:4203020..4208178| ATMRP8 (Arabidopsis thaliana multidrug resistance-associated protein 8)	AT3G13090.1	CHR01V5|COORD:3801330..3807871|protein multidrug resistance-associated protein 3, putative, expressed	LOC_Os01g07870.1	no descriptionvery weakly similar to (74.7)AT3G13090| Symbols: ATMRP8 | ATMRP8 (Arabidopsis thaliana multidrug resistance-associated protein 8) | chr3:4203020-4208178 REVERSEnot assigned ABCC_MRP_domain2	transport.ABC transporters and multidrug resistance systems	34_16

CUST_7549_PI399408534	2	0.079800606	-0.15187645	-0.081866264	-0.032341957	0.032341957	0.16354465	35_35425	"Cluster: OSJNBb0020J19.17 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBb0020J19.17 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XK93	"CHR5V7|COORD:25609386..25615631| CHR24 (chromatin remodeling 24); ATP binding / DNA binding / helicase"	AT5G63950.1	CHR04V5|COORD:35239070..35232921|protein helicase conserved C-terminal domain containing protein, expressed	LOC_Os04g59624.1	"no descriptionvery weakly similar to (95.5)AT5G63950| Symbols: CHR24 | CHR24 (chromatin remodeling 24); ATP binding / DNA binding / helicase | chr5:25609386-25615631 REVERSE"	RNA.regulation of transcription.Chromatin Remodeling Factors	27_3_44

CUST_31134_PI403524517	2	0.16345692	0.20584822	0.11970425	-0.4105134	-0.4670949	-0.11970472	35_8984	Rep: Os03g0737800 protein - Oryza sativa (japonica cultivar-group)	UniRef90_Q0DNR9	"CHR4V7|COORD:892262..897175| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G21170.1); similar to unknown protein [Oryza sativa (japonica cultivar-g"	AT4G02030.1	CHR03V5|COORD:30199414..30209227|protein expressed protein	LOC_Os03g52770.1	"no descriptionweakly similar to ( 162)AT4G02030| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G21170.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAR07074.1); similar to Os03g0737800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001051205.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAP03421.1); contains domain FAMILY NOT NAMED (PTHR15954); contains domain SUBFAMILY NOT NAMED (PTHR15954:SF2) | chr4:892262-897175 FORWARDnot assigned not assigned not assigned not assigned not assigned Vps51"	not assigned.unknown	35_2

CUST_88165_PI403524517	2	0.14501429	0.3192377	0.15586424	-0.14501476	-0.2559266	-0.23463964	35_25242	0	0	0	0	CHR04V5|COORD:3614057..3608911|protein retrotransposon protein, putative, unclassified	LOC_Os04g06870.1	no description	not assigned.unknown	35_2

CUST_3994_PI404877155	2	0.088409424	0.31103706	-0.06679535	-0.11905289	-0.16252327	0.06679726	Contig14682_at	guanylate-binding family protein [Arabidopsis thaliana] dbj|BAB08252.1| unnamed protein product [Arabidopsis thaliana]	NP_199419.1	guanylate-binding family protein	At5g46070.1	protein expressed protein	Os05g48860	gi|15237372|ref|NP_199419.1| expressed protein	signalling.G-proteins	30_5

CUST_66066_PI403524517	2	0.12798977	-0.15690994	0.04206848	-0.12646103	-0.018865585	0.018864632	35_18868	"Cluster: Putative plastid protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative plastid protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8H656	CHR2V7|COORD:14169808..14171805| plastid developmental protein DAG, putative	AT2G33430.1	CHR06V5|COORD:921217..924283|protein DAG protein, chloroplast precursor, putative, expressed	LOC_Os06g02600.2	 no descriptionvery weakly similar to (70.9)AT2G33430| Symbols:  | plastid developmental protein DAG, putative | chr2:14169808-14171805 FORWARD	development.unspecified	33_99

CUST_6457_PI403524517	2	-0.0025930405	0.42130756	0.0025939941	-0.12751198	0.016661644	-0.073843	35_1792	Rep: BCL-2 binding anthanogene-1 - Hordeum vulgare (Barley)	UniRef90_Q5ND71	"CHR3V7|COORD:19218006..19219155| ATBAG4 (ARABIDOPSIS THALIANA BCL-2-ASSOCIATED ATHANOGENE 4); protein binding"	AT3G51780.1	CHR01V5|COORD:35909112..35912576|protein BCL-2 binding anthanogene-1, putative, expressed	LOC_Os01g61500.1	"no descriptionvery weakly similar to (75.1)AT3G51780| Symbols: ATBAG4 | ATBAG4 (ARABIDOPSIS THALIANA BCL-2-ASSOCIATED ATHANOGENE 4); protein binding | chr3:19218006-19219155 REVERSEBAG1_N UBL"	not assigned.no ontology	35_1

CUST_67003_PI403524517	2	0.3603058	-0.89574337	0.11681032	-0.5334544	1.3095436	-0.1168108	35_19135	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10P64	CHR4V7|COORD:18097003..18098442| PRP4 (PROLINE-RICH PROTEIN 4)	AT4G38770.1	CHR03V5|COORD:7658183..7656669|protein proline-rich protein, putative, expressed	LOC_Os03g14140.1	 no descriptionvery weakly similar to (63.2)AT4G38770| Symbols: ATPRP4, PRP4 | PRP4 (PROLINE-RICH PROTEIN 4) | chr4:18097003-18098442 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF1210 APC_basic PRK12323 Protamine_P1 Adeno_PV PRK12678 DUF1777 PRK07003 PRK07764 Extensin_2 	cell wall.cell wall proteins.proline rich proteins	10_5_2

CUST_17387_PI403524517	2	0.0013914108	-0.83963776	0.014964104	-0.08327961	0.069478035	-0.0013914108	35_5023	"Cluster: Hypothetical protein OJ1212_A08.12; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1212_A08.12 - Oryza sativa (japonica cultiv"	UniRef90_Q6ETZ8	CHR1V7|COORD:27546058..27548329| similar to hypothetical protein SDM1_56t00017 [Solanum demissum] (GB:AAU90340.1)	AT1G73240.1	CHR02V5|COORD:27979068..27983487|protein expressed protein	LOC_Os02g45920.1	no descriptionmoderately similar to ( 293)AT1G73240| Symbols:  | similar to hypothetical protein SDM1_56t00017 [Solanum demissum] (GB:AAU90340.1) | chr1:27546058-27548329 REVERSENdc1_Nup	not assigned.unknown	35_2

CUST_61103_PI403524517	2	0.08168125	0.03380394	-0.2966404	-0.03455925	-0.033804893	0.7770214	35_17432	"Cluster: Hypothetical protein P0576F08.31; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0576F08.31 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6Z6Y3	"CHR5V7|COORD:5821084..5822602| similar to Os02g0129900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001045780.1); similar to unnamed protein product"	AT5G17670.1	CHR02V5|COORD:1560693..1563343|protein esterase/lipase/thioesterase family active site protein, putative, expressed	LOC_Os02g03720.1	"no descriptionmoderately similar to ( 315)AT5G17670| Symbols:  | similar to Os02g0129900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001045780.1); similar to unnamed protein product [Ostreococcus tauri] (GB:CAL56717.1); contains InterPro domain PGAP1-like; (InterPro:IPR012908) | chr5:5821084-5822602 FORWARD"	not assigned.unknown	35_2

CUST_9599_PI403524517	2	-3.6645756	-3.8333774	1.9748316	1.1842418	1.3518763	-1.1842418	35_2704	"Cluster: Putative P450; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative P450 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69T84	"CHR3V7|COORD:17899177..17900734| CYP71A22 (cytochrome P450, family 71, subfamily A, polypeptide 22); oxygen binding"	AT3G48310.1	CHR08V5|COORD:283954..282431|protein cytochrome P450 71C4, putative, expressed	LOC_Os08g01450.1	" no descriptionmoderately similar to ( 327)AT3G48310| Symbols: CYP71A22 | CYP71A22 (cytochrome P450, family 71, subfamily A, polypeptide 22); oxygen binding | chr3:17899177-17900734 FORWARDmoderately similar to ( 474)C71C1_MAIZECytochrome P450 71C1 - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned p450 CypX "	misc.cytochrome P450	26_10

CUST_21699_PI403524517	2	0.07396412	-0.23881721	-0.08437824	0.09533501	-0.07396412	0.22034073	35_6297	"Cluster: Sulfate transporter 3.1, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Sulfate transporter 3.1, putative, expressed - Oryza sat"	UniRef90_Q10RF5	"CHR3V7|COORD:19262481..19266655| SULTR3;1 (SULFATE TRANSPORTER 1); sulfate transporter"	AT3G51895.1	CHR03V5|COORD:3256021..3250261|protein sulfate transporter 3.1, putative, expressed	LOC_Os03g06520.1	"no descriptionweakly similar to ( 107)AT4G02700| Symbols: SULTR3;2 | SULTR3;2 (SULFATE TRANSPORTER 3;2); sulfate transporter | chr4:1189062-1193325 FORWARDnot assigned STAS"	transport.sulphate	34_6

CUST_68318_PI403524517	2	0.07102871	0.6800947	-0.07102871	-0.27404785	0.6433048	-0.124625206	35_19532	Rep: H0212B02.1 protein - Oryza sativa (Rice)	UniRef90_Q25AN2	CHR2V7|COORD:9956536..9959807| transport protein-related	AT2G23360.1	CHR04V5|COORD:32861822..32867352|protein expressed protein	LOC_Os04g55570.1	no descriptionvery weakly similar to (83.2)AT2G23360| Symbols:  | transport protein-related | chr2:9956536-9959807 FORWARD	not assigned.no ontology	35_1

CUST_148342_PI403524517	2	0.15021896	0.14407349	0.013725281	-0.20100021	-0.40863132	-0.013725281	35_41500	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_685_PI403524517	2	-0.012150764	-0.17901325	0.11779785	0.12907219	-0.12619019	0.012150764	35_181	"Cluster: Os09g0557800 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0557800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IZP5	CHR5V7|COORD:3424911..3427798| endomembrane protein 70, putative	AT5G10840.1	CHR09V5|COORD:22167965..22171953|protein transmembrane 9 superfamily protein member 4, putative, expressed	LOC_Os09g38530.1	 no descriptionhighly similar to ( 937)AT5G10840| Symbols:  | endomembrane protein 70, putative | chr5:3424911-3427798 REVERSEnot assigned not assigned not assigned not assigned EMP70 PotE Rfe COG1266 	not assigned.unknown	35_2

CUST_71393_PI403524517	2	-0.33912468	-0.0041885376	0.68312645	0.07990646	0.0041880608	-0.3265171	35_20454	"Cluster: Hypothetical protein OSJNBa0009L15.3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0009L15.3 - Oryza sativa (japonica cu"	UniRef90_Q6L482	CHR3|COORD:1640407..1643127| protein phosphatase 2C, putative / PP2C, putative, similar to protein phosphatase-2C GB:AAC36699 from (Mesembryanthemum	AT3G05640.2	CHR05V5|COORD:16940950..16936183|protein catalytic/ protein phosphatase type 2C, putative, expressed	LOC_Os05g29030.2	 no descriptionvery weakly similar to (57.0)AT3G05640| Symbols:  | protein phosphatase 2C, putative / PP2C, putative | chr3:1640616-1642233 REVERSEnot assigned PRK12323 PRK07764 	protein.postranslational modification	29_4

CUST_25873_PI403524517	2	0.31116962	0.5790224	-0.13752174	-0.029406548	-0.080794334	0.029406548	35_7500	"Cluster: Sulfate transporter protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Sulfate transporter protein-like - Oryza sativa (japonica cultivar-g"	UniRef90_Q9ASA0	CHR1V7|COORD:30199843..30201237| sulfate transporter	AT1G80310.1	CHR01V5|COORD:26361778..26360007|protein sulfate transporter, putative, expressed	LOC_Os01g45830.1	no descriptionweakly similar to ( 199)AT1G80310| Symbols:  | sulfate transporter | chr1:30199843-30201237 FORWARD	not assigned.unknown	35_2

CUST_29243_PI403524517	2	0.119091034	0.22928047	-5.7697296E-4	-0.07139969	5.7697296E-4	-0.0472126	35_8450	"Cluster: OJ1485_B09.5 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OJ1485_B09.5 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8RZJ1	CHR1V7|COORD:25255269..25257231| exostosin family protein	AT1G67410.1	CHR01V5|COORD:40557048..40560061|protein exostosin-like, putative, expressed	LOC_Os01g69220.1	no descriptionmoderately similar to ( 384)AT1G67410| Symbols:  | exostosin family protein | chr1:25255269-25257231 REVERSEnot assigned Exostosin	misc.UDP glucosyl and glucoronyl transferases	26_2

CUST_12834_PI403524517	2	-0.11831474	0.23233604	-0.21018028	0.35559845	0.1183157	-0.18610954	35_3669	"Cluster: Hydroxymethylglutaryl-CoA lyase, mitochondrial, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hydroxymethylglutaryl-CoA lyase,"	UniRef90_Q2QY32	CHR2|COORD:11436100..11439810| hydroxymethylglutaryl-CoA lyase, putative / 3-hydroxy-3-methylglutarate-CoA lyase, putative / HMG-CoA lyase, putative, similar to	AT2G26800.2	CHR12V5|COORD:1670493..1674232|protein hydroxymethylglutaryl-CoA lyase, mitochondrial precursor, putative, expressed	LOC_Os12g04020.1	 no descriptionmoderately similar to ( 414)AT2G26800| Symbols:  | hydroxymethylglutaryl-CoA lyase, putative / 3-hydroxy-3-methylglutarate-CoA lyase, putative / HMG-CoA lyase, putative | chr2:11436270-11439368 REVERSEnot assigned not assigned PRK05692 LeuA HMGL-like aksA PRK09282 PRK00915 COG5016 PRK08195 PRK12344 PRK12330 PRK12331 PRK09389 PRK12999 	amino acid metabolism.degradation.branched-chain group.leucine	13_2_4_4

CUST_17238_PI399408534	2	-0.02014637	-0.009399414	0.009399414	0.021741867	0.042996407	-0.010892868	35_20463	"Cluster: Growth-regulating factor 8; n=1; Oryza sativa (japonica cultivar-group)|Rep: Growth-regulating factor 8 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6AWY1	CHR4V7|COORD:17725527..17727603| AtGRF2 (GROWTHREGULATING FACTOR 2)	AT4G37740.1	CHR11V5|COORD:20020497..20024097|protein expressed protein	LOC_Os11g35030.1	no descriptionweakly similar to ( 145)AT4G37740| Symbols: AtGRF2 | AtGRF2 (GROWTHREGULATING FACTOR 2) | chr4:17725527-17727603 REVERSEWRC QLQ	RNA.regulation of transcription.General Transcription	27_3_50

CUST_138155_PI403524517	2	0.1639719	-0.4877739	0.084236145	6.160736E-4	-0.005508423	-6.1511993E-4	35_38748	"Cluster: Putative UBP1 interacting protein 1a; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative UBP1 interacting protein 1a - Oryza sativa (japonica cu"	UniRef90_Q9LJ04	"CHR4V7|COORD:866387..868126| similar to glycine-rich protein [Arabidopsis thaliana] (TAIR:AT5G46730.1); similar to fibroin 1a [Deinopis spinosa]"	AT4G01985.1	CHR01V5|COORD:9063588..9060770|protein RNA binding protein, putative, expressed	LOC_Os01g16090.1	no description	not assigned.unknown	35_2

CUST_6308_PI403524517	2	-0.5891905	-0.11532211	0.27676773	0.2184658	-0.021402359	0.021401405	35_1746	"Cluster: Putative 4-coumarate coenzyme A ligase; n=2; BEP clade|Rep: Putative 4-coumarate coenzyme A ligase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ETN3	"CHR1V7|COORD:19162675..19165132| 4CL1 (4-COUMARATE:COA LIGASE 1); 4-coumarate-CoA ligase"	AT1G51680.1	CHR02V5|COORD:4280496..4285928|protein 4-coumarate--CoA ligase 1, putative, expressed	LOC_Os02g08100.1	 no descriptionhighly similar to ( 587)AT1G51680| Symbols: 4CL.1, AT4CL1, 4CL1 | 4CL1 (4-COUMARATE:COA LIGASE 1) | chr1:19162748-19165132 REVERSEhighly similar to ( 611)4CL2_SOLTU4-coumarate--CoA ligase 2 - Solanum tuberosum (Potato)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned CaiC AMP-binding PRK08316 PRK07656 PRK06187 PRK08314 PRK05605 PRK08315 PRK07770 Acs PRK09089 PRK06178 PRK06710 PRK07684 PRK07059 PRK12583 PRK07786 PRK08974 PRK03640 PRK06188 PRK07529 PRK07514 PRK05677 PRK06839 PRK08276 PRK06145 PRK06087 PRK12492 FAA1 PRK08751 PRK07470 PRK07788 PRK08162 PRK07771 caiC PRK09088 PRK07787 PRK06219 EntE PRK06164 PRK07798 PRK12406 PRK06155 PRK05852 PRK08633 PRK04319 PRK06060 PRK06368 entE PRK10524 PRK06018 PRK07638 PRK07867 PRK09192 PRK00851 PRK07008 PRK08279 EntF PRK05691 PRK06334 PRK07768 PRK05620 PRK02530 PRK07824 PRK08180 PRK06814 PRK05857 PRK03429 PRK03582 PRK05850 PRK12316 PRK09029 PRK12476 PRK08308 PRK09274 PRK04813 PRK03613 PRK03584 PRK01291 PRK02239 PRK07769 PRK03914 PRK04664 PRK10252 PRK12467 PRK07445 PRK02167 PRK08043 acsA PRK12582 PRK05851 PRK12678 PRK07764 Keratin_B2 PRK07003 PRK12323 IER DUF566 TT_ORF1 PRK09169 Herpes_BLLF1 PRK05648 PaaK Atrophin-1 PRK07868 APC_basic 	secondary metabolism.phenylpropanoids.lignin biosynthesis.4CL	16_2_1_3

CUST_31962_PI403524517	2	0.039560318	-0.14808369	-0.15362644	-0.039560318	0.5493698	0.33404446	35_9219	"Cluster: Hypothetical protein; n=1; Anaeromyxobacter sp. Fw109-5|Rep: Hypothetical protein - Anaeromyxobacter sp. Fw109-5"	UniRef90_A1HY15	CHR1V7|COORD:9039777..9042860| protein kinase	AT1G26150.1	CHR04V5|COORD:34187688..34189427|protein expressed protein	LOC_Os04g57770.1	no description	not assigned.unknown	35_2

CUST_144583_PI403524517	2	-0.6791401	-0.36524868	0.48248482	0.1060133	0.10284042	-0.10284138	35_40492	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_94324_PI403524517	2	-0.4749403	0.4614172	0.21914911	-0.21914959	-0.8130441	1.9090118	35_26965	"Cluster: Os06g0297400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0297400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DCS4	CHR4V7|COORD:6731016..6732460| ankyrin repeat family protein	AT4G11000.1	CHR06V5|COORD:11021312..11026885|protein embryogenesis transmembrane protein, putative, expressed	LOC_Os06g19370.2	no descriptionvery weakly similar to (54.7)AT4G11000| Symbols:  | ankyrin repeat family protein | chr4:6731016-6732460 FORWARD	cell.organisation	31_1

CUST_15845_PI403524517	2	-0.081588745	0.43351078	0.08587742	0.0194273	-0.32040882	-0.0194273	35_4574	"Cluster: OSJNBa0083N12.7 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0083N12.7 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XPT3	"CHR4V7|COORD:16044549..16046594| CDC20.1; signal transducer"	AT4G33270.1	CHR04V5|COORD:30048749..30051625|protein cell division cycle protein 20, putative, expressed	LOC_Os04g51110.2	"no descriptionhighly similar to ( 624)AT4G33270| Symbols: CDC20.1 | CDC20.1; signal transducer | chr4:16044549-16046594 REVERSEvery weakly similar to (62.8)GBB_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned WD40 COG2319 WD40"	not assigned.no ontology	35_1

CUST_6382_PI403524517	2	-0.61251545	0.20196533	-0.021297455	0.021297455	0.5615511	-0.2677536	35_1768	"Cluster: ZIM motif family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: ZIM motif family protein, expressed - Oryza sativa (japonica cult"	UniRef90_Q7XEZ6	"CHR5V7|COORD:7090885..7092203| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G43440.1); similar to ZIM motif family protein, expressed [Oryza"	AT5G20900.1	CHR10V5|COORD:12700622..12699604|protein ZIM motif family protein, expressed	LOC_Os10g25230.1	no descriptiontify CCT_2	not assigned.unknown	35_2

CUST_137877_PI403524517	2	0.22213554	-0.036102295	0.17624378	-0.18191957	0.03610325	-0.110948086	35_38666	Rep: Cyclin - Oryza sativa (Rice)	UniRef90_Q9SSZ6	CHR1V7|COORD:16816094..16817173| DNA binding / ligand-dependent nuclear receptor	AT1G44191.1	CHR01V5|COORD:7390510..7386144|protein cyclin-A2, putative, expressed	LOC_Os01g13260.1	no descriptionnot assigned IER PRK12323	not assigned.unknown	35_2

CUST_25867_PI403524517	2	0.15564442	-0.008432388	0.04501915	-0.089429855	-0.44966602	0.008432388	35_7498	"Cluster: WD-40 repeat family protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: WD-40 repeat family protein-like - Oryza sativa (japonica cultivar-g"	UniRef90_Q5VPC8	"CHR5V7|COORD:8459151..8467923| similar to protein kinase family protein [Arabidopsis thaliana] (TAIR:AT5G38560.1); similar to Os01g0653800 [Oryza sativa (japoni"	AT5G24710.1	CHR01V5|COORD:26792804..26780630|protein peptidase S8 and S53, subtilisin, kexin, sedolisin, putative, expressed	LOC_Os01g46510.2	" no descriptionmoderately similar to ( 464)AT5G24710| Symbols:  | similar to protein kinase family protein [Arabidopsis thaliana] (TAIR:AT5G38560.1); similar to Os01g0653800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001043744.1); similar to WD-40 repeat family protein [Medicago sativa] (GB:AAZ31064.1); similar to Peptidase S8 and S53, subtilisin, kexin, sedolisin; WD40-like [Medicago truncatula] (GB:ABD32844.1); contains InterPro domain WD-40 repeat; (InterPro:IPR001680); contains InterPro domain WD40-like; (InterPro:IPR011046) | chr5:8459151-8467923 REVERSEnot assigned not assigned not assigned not assigned WD40 "	not assigned.no ontology	35_1

CUST_13006_PI403524517	2	0.0122509	0.4657297	0.12496376	-0.012250423	-1.0644269	-0.20251465	35_3721	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_70377_PI403524517	2	0.11666584	-0.27899647	0.20625305	-0.01606083	-0.06201744	0.016061783	35_20159	"Cluster: Hypothetical protein OJ1372_D06.22; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1372_D06.22 - Oryza sativa (japonica cultiv"	UniRef90_Q6K9G6	CHR4V7|COORD:10275928..10278502| leucine-rich repeat family protein / extensin family protein	AT4G18670.1	CHR02V5|COORD:24665326..24666085|protein expressed protein	LOC_Os02g40690.1	no descriptionnot assigned not assigned not assigned not assigned PRK07764 PRK12323 Pneumo_att_G	not assigned.unknown	35_2

CUST_20726_PI403524517	2	0.014157295	0.07594967	0.017168045	-0.05057621	-0.08279133	-0.014157295	35_6020	"Cluster: Hypothetical protein OSJNBa0015N08.10; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0015N08.10 - Oryza sativa (japonica"	UniRef90_Q851Z1	CHR4V7|COORD:8120744..8122283| transferase, transferring glycosyl groups	AT4G14100.1	CHR03V5|COORD:35758496..35756238|protein expressed protein	LOC_Os03g63380.1	 no descriptionweakly similar to ( 196)AT4G14100| Symbols:  | transferase, transferring glycosyl groups | chr4:8120744-8122283 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Herpes_BLLF1 PRK12678 TT_ORF1 PRK12323 Pol_Y_like Protamine_P1 Pneumo_att_G 	not assigned.unknown	35_2

CUST_20135_PI403524517	2	0.19290733	-0.09320545	-0.34818745	0.021989822	-0.021989822	0.04107666	35_5835	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_75795_PI403524517	2	-0.943625	0.085598946	0.1336093	0.62627554	-0.16477919	-0.085598946	35_21728	"Cluster: Protein kinase domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Protein kinase domain containing protein, express"	UniRef90_Q10SF5	CHR3V7|COORD:17023994..17026486| protein kinase, putative	AT3G46290.1	CHR03V5|COORD:1383969..1387325|protein ATP binding protein, putative, expressed	LOC_Os03g03280.1	 no descriptionmoderately similar to ( 325)AT3G46290| Symbols:  | protein kinase, putative | chr3:17023994-17026486 FORWARDweakly similar to ( 170)NORK_PEANodulation receptor kinase precursor - Pisum sativum (Garden pea)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PTKc TyrKc Pkinase_Tyr Pkinase S_TKc S_TKc PTKc_EphR PTKc_Jak_rpt2 PTKc_Csk_like PTKc_Itk PTKc_Ack_like SPS1 PTKc_Srm_Brk PTKc_Frk_like PTKc_Fes_like PTKc_Chk PTKc_Trk PTKc_Src_like PTKc_Tec_like PTKc_EphR_A2 PTKc_Syk_like PTKc_Csk PTKc_Abl PTKc_EphR_B PRK12678 PTKc_EphR_A PTKc_FGFR PTKc_c-ros PTKc_EGFR_like PTKc_Src PTKc_Lck_Blk PTKc_Fyn_Yrk PTKc_Tie1 PTKc_TrkC PTKc_FGFR4 PTKc_Tie2 PTKc_Hck PTKc_Tec_Rlk PTKc_FGFR3 PTKc_TrkA PTKc_TrkB PTKc_Btk_Bmx PTKc_ALK_LTK PTKc_Jak2_Jak3_rpt2 PTKc_InsR_like PTKc_FGFR1 PTKc_Yes PTKc_Lyn PTKc_Tyk2_rpt2 PTKc_Met_Ron PTKc_Ror PTKc_Tie PTKc_FGFR2 PTKc_FAK PTKc_DDR PTKc_Fer PTK_HER3 PTKc_Musk PTK_CCK4 PTKc_Tyro3 PTKc_Zap-70 PTKc_IGF-1R PTKc_DDR2 PTKc_InsR PTKc_Jak1_rpt2 PTKc_Axl_like PTKc_Syk PTKc_HER4 PTKc_Ror1 PTKc_DDR1 PTKc_DDR_like PTKc_EphR_A10 	protein.postranslational modification.kinase.receptor like cytoplasmatic kinase VII	29_4_1_57

CUST_105122_PI403524517	2	0.48250484	0.55042744	0.06794214	-0.06794214	-0.09065342	-0.48786592	35_29944	"Cluster: Hypothetical protein P0419A09.1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0419A09.1 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6Z7A7		0	CHR02V5|COORD:5573182..5578000|protein F-box protein interaction domain containing protein, expressed	LOC_Os02g10600.1	no description	not assigned.unknown	35_2

CUST_4320_PI403524517	2	0.06916714	0.13617992	-0.010072708	-0.1159811	-0.08221245	0.010072708	35_1194	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q109N4	0	0	CHR10V5|COORD:15008816..15011868|protein expressed protein	LOC_Os10g29530.1	no description	not assigned.unknown	35_2

CUST_2931_PI399408534	2	0.07519436	0.35759354	0.004535675	-0.041415215	-0.022709846	-0.004535675	35_6926	"Cluster: Hypothetical protein P0024G09.35; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0024G09.35 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5ZBL4	CHR5V7|COORD:23994194..23995517| scarecrow-like transcription factor 11 (SCL11)	AT5G59460.1	CHR01V5|COORD:2400072..2402784|protein expressed protein	LOC_Os01g05130.1	no descriptionvery weakly similar to (77.4)AT5G59460| Symbols:  | scarecrow-like transcription factor 11 (SCL11) | chr5:23994194-23995517 REVERSEnot assigned not assigned not assigned	RNA.regulation of transcription.GRAS transcription factor family	27_3_21

CUST_4929_PI403524517	2	0.039016724	-0.2016983	-0.039016724	0.081279755	-0.047613144	0.16235352	35_1360	Rep: Enoyl-ACP reductase precursor - Oryza sativa (Rice)	UniRef90_O24207	CHR2|COORD:2322219..2325143| enoyl-(acyl-carrier protein) reductase (NADH), chloroplast, putative / NADH-dependent enoyl-ACP reductase, putative, strong similar	AT2G05990.2	CHR08V5|COORD:14281493..14286153|protein enoyl-[acyl-carrier-protein] reductase [NADH], chloroplast precursor, expressed	LOC_Os08g23810.2	" no descriptionhighly similar to ( 510)AT2G05990| Symbols: ENR1, MOD1 | MOD1 (MOSAIC DEATH 1); enoyl-[acyl-carrier-protein] reductase (NADH)/ oxidoreductase | chr2:2322873-2324864 FORWARDhighly similar to ( 511)FABI_BRANAEnoyl-[acyl-carrier-protein] reductase [NADH], chloroplast precursor - Brassica napus (Rape)not assigned not assigned not assigned PRK06300 FabI PRK07370 PRK07533 PRK08415 PRK08159 PRK08594 PRK06079 PRK06505 PRK06997 PRK06603 PRK07984 PRK07889 PRK08690 FabG fabG fabG PRK06523 PRK08063 PRK12829 fabG PRK07576 PRK08324 PRK12826 PRK07890 PRK06124 PRK06484 PRK07035 PRK12827 PRK12939 fabG PRK12429 PRK07856 PRK06125 fabG PRK09242 PRK12937 PRK08213 PRK06113 PRK07478 fabG PRK12824 PRK08265 PRK07479 PRK07060 PRK07814 PRK12828 PRK08220 PRK08589 PRK06398 PRK06500 PRK07062 PRK07074 PRK06935 PRK07097 PRK07774 PRK06138 PRK08339 PRK06841 PRK08416 PRK07677 PRK08277 PRK08628 PRK05875 fabG COG4221 PRK06172 PRK06128 fabG PRK12748 PRK06057 PRK07063 fabG PRK12938 PRK06198 fabG PRK07633 PRK07523 PRK07454 PRK08226 PRK06114 "	lipid metabolism.FA synthesis and FA elongation.enoyl ACP reductase	11_1_6

CUST_9909_PI404877155	2	-0.013419151	0.18236732	0.013418198	-0.1370058	-0.17318344	0.051576614	Contig3618_s_at	putative LIM-domain protein [Oryza sativa (japonica cultivar-group)] gb|AAP06876.1| putative LIM-domain protein [Oryza sativa (japonica	NP_912352.1	LIM domain-containing protein	At2g39900.1	protein LIM domain, putative	Os03g15940	LIM-domain protein	RNA.regulation of transcription.unclassified	27_3_99

CUST_151222_PI403524517	2	0.32230568	0.5163717	-0.06290245	-0.29715443	-0.40445995	0.062903404	35_42291	"Cluster: Os01g0916300 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os01g0916300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JGM1	CHR2V7|COORD:17124503..17127979| WW domain-containing protein	AT2G41020.1	CHR01V5|COORD:40271737..40265602|protein protein binding protein, putative, expressed	LOC_Os01g68760.1	no descriptionmoderately similar to ( 233)AT2G41020| Symbols:  | WW domain-containing protein | chr2:17124503-17127979 FORWARDnot assigned	not assigned.no ontology	35_1

CUST_45752_PI403524517	2	0.03243065	0.18414688	0.13800144	-0.03243065	-0.26263523	-0.16726398	35_13109	Rep: B0103C08-B0602B01.16 protein - Oryza sativa (Rice)	UniRef90_Q01H87	"CHR1V7|COORD:28542637..28545342| CPK29 (calcium-dependent protein kinase 29); calcium- and calmodulin-dependent protein kinase/ kinase"	AT1G76040.2	CHR04V5|COORD:27863201..27860415|protein calcium-dependent protein kinase, putative, expressed	LOC_Os04g47300.1	"no descriptionmoderately similar to ( 220)AT1G76040| Symbols: CPK29 | CPK29 (calcium-dependent protein kinase 29); calcium- and calmodulin-dependent protein kinase/ kinase | chr1:28543800-28545342 FORWARDmoderately similar to ( 216)CDPK2_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase SPS1 Pkinase_Tyr TyrKc PTKc PTKc_Jak_rpt2 PTKc_Csk_like"	protein.postranslational modification	29_4

CUST_170421_PI403524517	2	-0.047111988	0.07062912	-0.20486307	0.04711151	-0.7544913	0.49153948	35_47470	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_19454_PI399408534	2	-0.12225151	0.35957718	-0.22636032	0.12225056	-0.3431263	0.13573456	35_4162	Rep: WRKY transcription factor - Triticum aestivum (Wheat)	UniRef90_A0MAV0	"CHR4V7|COORD:6759299..6760759| WRKY41 (WRKY DNA-binding protein 41); transcription factor"	AT4G11070.2	CHR09V5|COORD:10127824..10130135|protein OsWRKY74 - Superfamily of rice TFs having WRKY and zinc finger domains, expressed	LOC_Os09g16510.1	" no descriptionvery weakly similar to (99.4)AT4G11070| Symbols: ATWRKY41, WRKY41 | WRKY41 (WRKY DNA-binding protein 41); transcription factor | chr4:6759299-6760759 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned WRKY PRK12678 APC_basic PRK07003 "	RNA.regulation of transcription.WRKY domain transcription factor family	27_3_32

CUST_100786_PI403524517	2	0.0027956963	-0.0027956963	0.10651398	0.009300232	-0.3063879	-0.4919033	35_28765	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_136852_PI403524517	2	0.058417797	0.45448923	-0.05459547	0.054594994	-0.80095196	-0.21942091	35_38378	Rep: NPH1-2 - Avena sativa (Oat)	UniRef90_O49004	"CHR3V7|COORD:16829542..16834945| PHOT1 (phototropin 1); kinase"	AT3G45780.1	CHR12V5|COORD:74285..88965|protein phototropin-1, putative, expressed	LOC_Os12g01140.3	" no descriptionmoderately similar to ( 252)AT3G45780| Symbols: NPH1, JK224, RPT1, PHOT1 | PHOT1 (phototropin 1); kinase | chr3:16829542-16834945 FORWARD"	protein.postranslational modification	29_4

CUST_60349_PI403524517	2	0.2585106	-2.650281	-0.8305073	0.15114117	0.020062447	-0.020062447	35_17205	"Cluster: Hypothetical protein P0564H06.4; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0564H06.4 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6H5T9	CHR1V7|COORD:29343681..29344385| senescence-associated protein-related	AT1G78020.1	CHR09V5|COORD:12125817..12127188|protein expressed protein	LOC_Os09g20240.1	no descriptionvery weakly similar to (52.0)AT1G78020| Symbols:  | senescence-associated protein-related | chr1:29343681-29344385 FORWARDnot assigned not assigned not assigned not assigned not assigned DUF581 PRK12323 PRK12678 PRK07764	development.unspecified	33_99

CUST_56261_PI403524517	2	0.07758236	-0.04425335	-0.032687187	0.032687187	-0.124492645	0.17755604	35_16017	"Cluster: Os05g0556100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0556100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DG31	"CHR5V7|COORD:16837889..16841764| ADL1 (ARABIDOPSIS DYNAMIN-LIKE PROTEIN); GTP binding"	AT5G42080.1	CHR05V5|COORD:27570395..27564708|protein dynamin-related protein 1A, putative, expressed	LOC_Os05g48240.3	" no descriptionhighly similar to ( 992)AT5G42080| Symbols: ADL1A, AG68, DRP1A | ADL1 (ARABIDOPSIS DYNAMIN-LIKE PROTEIN); GTP binding | chr5:16838792-16841764 REVERSEnot assigned not assigned DYNc Dynamin_M Dynamin_N COG0699 GED GED "	misc.dynamin	26_17

CUST_20001_PI403524517	2	0.089297295	-0.30863953	-0.08303833	-0.023295403	0.023295403	0.054782867	35_5797	Rep: OSIGBa0145M07.5 protein - Oryza sativa (Rice)	UniRef90_Q01J52	"CHR2V7|COORD:13298535..13300758| similar to EMB1879 (EMBRYO DEFECTIVE 1879) [Arabidopsis thaliana] (TAIR:AT5G49820.1); similar to Os04g0517300 [Oryza"	AT2G31190.1	CHR04V5|COORD:25640945..25636564|protein expressed protein	LOC_Os04g43690.1	" no descriptionhighly similar to ( 507)AT2G31190| Symbols:  | similar to EMB1879 (EMBRYO DEFECTIVE 1879) [Arabidopsis thaliana] (TAIR:AT5G49820.1); similar to Os04g0517300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001053319.1); similar to Protein of unknown function DUF647 [Medicago truncatula] (GB:ABE91893.1); similar to OSJNBa0073E02.7 [Oryza sativa (japonica cultivar-group)] (GB:CAE05447.3); contains InterPro domain Protein of unknown function DUF647; (InterPro:IPR006968); contains InterPro domain Virus capsid protein, alpha-helical; (InterPro:IPR008935) | chr2:13298535-13300758 REVERSEnot assigned DUF647 "	not assigned.unknown	35_2

CUST_23399_PI403524517	2	0.09922695	-0.37940407	-0.005060196	0.0050592422	-0.13629723	0.055010796	35_6800	Rep: WD-repeat protein-like - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q9FNN2	CHR5V7|COORD:2771105..2773828| transducin family protein / WD-40 repeat family protein	AT5G08560.1	CHR02V5|COORD:11199422..11205878|protein WD-repeat protein 26, putative, expressed	LOC_Os02g19210.1	no descriptionmoderately similar to ( 202)AT5G08560| Symbols:  | transducin family protein / WD-40 repeat family protein | chr5:2771105-2773828 REVERSEvery weakly similar to (55.8)GBLP_MEDSAGuanine nucleotide-binding protein subunit beta-like protein - Medicago sativa (Alfalfa)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned WD40 COG2319 WD40 WD40	development.unspecified	33_99

CUST_119591_PI403524517	2	0.13343525	-0.57906675	-0.253685	0.29948997	-0.1334343	0.72372913	35_33833	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_15564_PI403524517	2	-0.052835464	-0.50804234	0.06926823	0.11118317	0.0490942	-0.0490942	35_4492	"Cluster: Putative clathrin-adaptor medium chain apm 4; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative clathrin-adaptor medium chain apm 4 - Oryza sat"	UniRef90_Q7XI39	CHR4V7|COORD:12675883..12678913| clathrin adaptor complexes medium subunit family protein	AT4G24550.2	CHR07V5|COORD:25639152..25644167|protein AP-4 complex subunit mu-1, putative, expressed	LOC_Os07g42810.2	no descriptionmoderately similar to ( 389)AT4G24550| Symbols:  | clathrin adaptor complexes medium subunit family protein | chr4:12675883-12678913 FORWARDnot assigned not assigned not assigned not assigned Adap_comp_sub	protein.targeting.secretory pathway.unspecified	29_3_4_99

CUST_54574_PI403524517	2	0.2008233	0.118504524	0.16470623	-0.45606565	-1.0102644	-0.11850405	35_15533	"Cluster: Os03g0176800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os03g0176800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DUN3	CHR5V7|COORD:22944760..22946864| MIOX5 (MYO-INOSITOL OXYGENASE 5)	AT5G56640.1	CHR03V5|COORD:4056840..4052686|protein expressed protein	LOC_Os03g07970.1	no descriptionweakly similar to ( 122)AT5G56640| Symbols: MIOX5 | MIOX5 (MYO-INOSITOL OXYGENASE 5) | chr5:22944760-22946864 REVERSEweakly similar to ( 123)MIOX_ORYSADUF706 DUF1618	minor CHO metabolism.myo-inositol.myo inositol oxygenases	3_4_4

CUST_14705_PI404877155	2	0.07442093	0.30597687	-0.07442093	-0.41693878	-0.7784271	0.13001728	Contig8533_at	transcription factor WAPB [Triticum aestivum]	AAR26000.1	CCAAT-binding transcription factor (CBF-B/NF-YA) family protein	At3g20910.1	protein probable transcription factor - rice	Os03g07880	gi|32413743|ref|XP_327351.1| predicted protein	RNA.regulation of transcription.CCAAT box binding factor family, HAP2	27_3_14

CUST_37416_PI403524517	2	-0.20733166	0.28488827	-0.008594513	0.008594513	-0.294549	0.10839176	35_10777	"Cluster: Tropomyosin, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Tropomyosin, putative, expressed - Oryza sativa (japonica cultivar-g"	UniRef90_Q10PC5	"CHR1V7|COORD:5075445..5077727| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G63500.2); similar to Potyvirus VPg interacting protein [Nicotiana ben"	AT1G14740.1	CHR03V5|COORD:7326634..7330837|protein CONSTANS interacting protein 6, putative, expressed	LOC_Os03g13590.1	"no descriptionvery weakly similar to (95.1)AT1G14740| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G63500.2); similar to Potyvirus VPg interacting protein [Nicotiana benthamiana] (GB:AAP22954.1); similar to Os03g0239200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001049504.1); similar to Os03g0218300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001049395.1); contains InterPro domain Arabidopsis thaliana 130.7kDa hypothetical protein; (InterPro:IPR004082) | chr1:5075445-5077727 REVERSEDUF1423"	not assigned.unknown	35_2

CUST_8828_PI403524517	2	-0.028060913	-0.51266	-0.1145134	0.02805996	0.059368134	0.093966484	35_2475	"Cluster: Probable plastid-lipid-associated protein 3, chloroplast precursor; n=1; Oryza sativa|Rep: Probable plastid-lipid-associated protein 3, chloroplast"	UniRef90_Q7XBW5	CHR2V7|COORD:14919388..14920876| plastid-lipid associated protein PAP, putative	AT2G35490.1	CHR10V5|COORD:22590828..22593763|protein plastid-lipid associated protein 3, chloroplast precursor, putative, expressed	LOC_Os10g42500.1	 no descriptionmoderately similar to ( 288)AT2G35490| Symbols:  | plastid-lipid associated protein PAP, putative | chr2:14919388-14920876 REVERSEmoderately similar to ( 419)PAP3_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned PAP_fibrillin APC_basic PRK07764 PRK12323 PRK12678 Atrophin-1 	cell.organisation	31_1

CUST_109942_PI403524517	2	0.15401936	-0.60033417	-0.1540184	0.38456726	-0.2584133	0.22667027	35_31241	"Cluster: Proline dehydrogenase family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Proline dehydrogenase family protein, expressed - Ory"	UniRef90_Q336U3	CHR5V7|COORD:15518570..15521129| proline oxidase, putative / osmotic stress-responsive proline dehydrogenase, putative	AT5G38710.1	CHR10V5|COORD:21288413..21290891|protein proline oxidase, mitochondrial precursor, putative, expressed	LOC_Os10g40360.1	 no descriptionvery weakly similar to (56.6)AT5G38710| Symbols:  | proline oxidase, putative / osmotic stress-responsive proline dehydrogenase, putative | chr5:15518570-15521129 FORWARDnot assigned 	amino acid metabolism.degradation.glutamate family.proline	13_2_2_2

CUST_99445_PI403524517	2	0.111835	0.023646832	0.062319756	-0.08268118	-0.054518223	-0.023646355	35_28388	Rep: OSIGBa0134P10.5 protein - Oryza sativa (Rice)	UniRef90_Q01IT1	CHR2V7|COORD:11747748..11751945| sec23/sec24 transport family protein	AT2G27460.1	CHR04V5|COORD:20210705..20218422|protein sec23/Sec24 trunk domain containing protein, expressed	LOC_Os04g33690.1	no descriptionmoderately similar to ( 221)AT2G27460| Symbols:  | sec23/sec24 transport family protein | chr2:11747748-11751945 FORWARDnot assigned not assigned trunk_domain Sec23_trunk Sec23-like	protein.targeting.secretory pathway.golgi	29_3_4_2

CUST_21629_PI403524517	2	0.15749645	-0.5324793	-0.011198044	0.0031194687	-0.0031204224	0.07585049	35_6279	"Cluster: Putative DsPTP1 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative DsPTP1 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5VNG7	CHR3V7|COORD:8478287..8479528| dual specificity protein phosphatase (DsPTP1)	AT3G23610.1	CHR01V5|COORD:16845526..16838392|protein dual specificity protein phosphatase 9, putative, expressed	LOC_Os01g29469.1	no descriptionweakly similar to ( 184)AT3G23610| Symbols:  | dual specificity protein phosphatase (DsPTP1) | chr3:8478287-8479528 FORWARDvery weakly similar to (97.4)PTP3_CHLEUDual specificity protein phosphatase - Chlamydomonas eugametosnot assigned not assigned not assigned not assigned DSPc DSPc DSPc CDC14 PRK12361	protein.postranslational modification	29_4

CUST_179096_PI403524517	2	0.037637234	-0.039559364	-0.03763771	-0.057872772	1.0797396	0.23017025	35_49813	"Cluster: Hypothetical protein OSJNBa0010I09.28; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0010I09.28 - Oryza sativa (japonica"	UniRef90_Q8S7H0		0	0	0	no description	not assigned.unknown	35_2

CUST_29176_PI403524517	2	-0.12727737	-0.09908867	0.099087715	0.11388397	-0.141325	0.15655231	35_8429	"Cluster: Ser/Thr protein phosphatase family protein, putative; n=2; Oryza sativa (japonica cultivar-group)|Rep: Ser/Thr protein phosphatase family protein, puta"	UniRef90_Q53Q74	CHR1V7|COORD:11399903..11405702| actin binding	AT1G31810.1	CHR11V5|COORD:2422484..2419507|protein expressed protein	LOC_Os11g05400.1	no description	not assigned.unknown	35_2

CUST_62881_PI403524517	2	0.08300543	-0.46048307	-0.031568527	0.03156805	-0.3810439	0.11496925	35_17936	"Cluster: Expressed protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10DY0	CHR4V7|COORD:7517277..7518889| ATP binding	AT4G12790.3	CHR03V5|COORD:28850217..28856098|protein ATP binding protein, putative, expressed	LOC_Os03g50620.1	no descriptionmoderately similar to ( 422)AT4G12790| Symbols:  | ATP-binding family protein | chr4:7517277-7518889 REVERSEnot assigned not assigned not assigned ATP_bind_1 COG1100	not assigned.no ontology	35_1

CUST_18265_PI403524517	2	0.011815071	-0.2955017	0.09352398	0.03407669	-0.024240494	-0.011815071	35_5282	"Cluster: Hydrolase, TatD family like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hydrolase, TatD family like protein - Oryza sativa (japonica cult"	UniRef90_Q6Z130	CHR3V7|COORD:19434083..19436161| tatD-related deoxyribonuclease family protein	AT3G52390.1	CHR07V5|COORD:3117115..3120818|protein deoxyribonuclease tatD, putative, expressed	LOC_Os07g06440.1	no descriptionhighly similar to ( 503)AT3G52390| Symbols:  | tatD-related deoxyribonuclease family protein | chr3:19434083-19436161 REVERSEnot assigned TatD_DNAse TatD TatD_DNase PRK10425 PRK10812 PRK11449 COG1099 COG1831	not assigned.no ontology	35_1

CUST_19242_PI403524517	2	0.03150654	-0.25325966	0.06806469	-0.03150654	-0.053826332	0.14535236	35_5581	Rep: MAD2 - Triticum aestivum (Wheat)	UniRef90_Q5CD50	CHR3V7|COORD:9504469..9505639| mitotic spindle checkpoint protein, putative (MAD2)	AT3G25980.1	CHR04V5|COORD:24084087..24082347|protein mitotic spindle checkpoint protein MAD2, putative, expressed	LOC_Os04g40940.1	 no descriptionmoderately similar to ( 300)AT3G25980| Symbols:  | mitotic spindle checkpoint protein, putative (MAD2) | chr3:9504469-9505639 FORWARDmoderately similar to ( 325)MAD2_MAIZEMitotic spindle checkpoint protein MAD2 - Zea mays (Maize)not assigned not assigned not assigned HORMA 	cell.division	31_2

CUST_65855_PI403524517	2	0.10678005	0.10298157	-0.004406929	0.004406929	-0.1841793	-0.1015625	35_18810	"Cluster: Hypothetical protein P0512H04.9-1; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0512H04.9-1 - Oryza sativa (japonica cultivar"	UniRef90_Q6ES98	"CHR2V7|COORD:11013216..11016806| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G20010.2); similar to unknown protein [Arabidopsis thaliana]"	AT2G25800.1	CHR09V5|COORD:10861760..10855526|protein expressed protein	LOC_Os09g17760.1	"no descriptionhighly similar to ( 678)AT2G25800| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G20010.2); similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G04470.1); similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G33420.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD28473.1); similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:BAD05347.1); similar to Protein of unknown function DUF810 [Medicago truncatula] (GB:ABE78559.1); contains InterPro domain Protein of unknown function DUF810; (InterPro:IPR008528) | chr2:11013216-11016806 REVERSEDUF810"	not assigned.unknown	35_2

CUST_4964_PI403524517	2	-0.105685234	-1.2441053	0.22916698	0.10559654	0.29992008	-0.105597496	35_1368	Rep: H0307D04.12 protein - Oryza sativa (Rice)	UniRef90_Q01K54	CHR4V7|COORD:9833961..9834676| senescence-associated protein-related	AT4G17670.1	CHR04V5|COORD:29406044..29405065|protein expressed protein	LOC_Os04g49680.1	no descriptionvery weakly similar to (68.6)AT4G17670| Symbols:  | senescence-associated protein-related | chr4:9833961-9834676 REVERSEDUF581	development.unspecified	33_99

CUST_49144_PI403524517	2	0.050844193	0.36509705	0.066394806	-0.115722656	-0.22278214	-0.0508461	35_14025	"Cluster: PREDICTED: similar to H3 histone, family 2 isoform 2; n=4; Eutheria|Rep: PREDICTED: similar to H3 histone, family 2 isoform 2 - Canis"	UniRef90_UPI00004A5DE9	CHR5V7|COORD:3472592..3473350| histone H3	AT5G10980.1	CHR06V5|COORD:1645327..1644415|protein histone H3, putative, expressed	LOC_Os06g04030.1	no descriptionmoderately similar to ( 260)AT5G10980| Symbols:  | histone H3 | chr5:3472592-3473350 REVERSEmoderately similar to ( 260)H33_VITVIHistone H3.3 - Vitis vinifera (Grape)not assigned not assigned not assigned not assigned not assigned H3 HHT1 Histone PRK07003	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_7687_PI404877155	2	0.105342865	-0.30734158	-0.14358425	0.13055706	-0.10534382	0.15653038	Contig2255_at	putative EREBP-type transcription factor [Oryza sativa]	AAM00285.1	AP2 domain-containing protein RAP2.12 (RAP2.12)	At1g53910.1	protein EREBP-type transcription factor, putative	Os09g26420	putative EREBP-type transcription factor	RNA.regulation of transcription.AP2/EREBP, APETALA2/Ethylene-responsive element binding protein family	27_3_03

CUST_3403_PI403524517	2	0.011594772	0.24512291	0.043676376	-0.12170029	-0.053884506	-0.011595726	35_930	Rep: Protein disulfide isomerase - Zea mays (Maize)	UniRef90_Q5EUD8	"CHR3V7|COORD:20374491..20377799| ATPDIL1-3 (PDI-LIKE 1-3); thiol-disulfide exchange intermediate"	AT3G54960.1	CHR02V5|COORD:8377..3514|protein OsPDIL1-4 - Oryza sativa protein disulfide isomerase, expressed	LOC_Os02g01010.1	"no descriptionweakly similar to ( 113)AT3G54960| Symbols: ATPDIL1-3 | ATPDIL1-3 (PDI-LIKE 1-3); thiol-disulfide exchange intermediate | chr3:20374491-20377799 REVERSEvery weakly similar to (61.6)PDI_MEDSAProtein disulfide-isomerase precursor - Medicago sativa (Alfalfa)not assigned PDI_a_PDI_a'_C PDI_a_family PDI_a_ERp38 PDI_a_ERp46"	redox.thioredoxin	21_1

CUST_12000_PI404877155	2	0.032696724	-0.03269577	0.03507614	-0.060813904	-0.24641418	0.056009293	Contig5723_at	0	BAD09611.1	no apical meristem (NAM) family protein	At3g10500.1	protein No apical meristem (NAM) protein, putative	Os08g44820	NONE	RNA.regulation of transcription.NAC domain transcription factor family	27_3_27

CUST_101698_PI403524517	2	0.45529652	0.005293846	0.03955221	-0.06703138	-0.005293846	-0.048772812	35_29020	"Cluster: Auxin-regulated protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Auxin-regulated protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z3T8		0	CHR08V5|COORD:24890472..24893543|protein OTU-like cysteine protease family protein, expressed	LOC_Os08g39560.1	no description	not assigned.unknown	35_2

CUST_43224_PI403524517	2	0.08104706	-0.3020625	-0.10447025	0.2737255	-0.08104706	0.23723936	35_12412	"Cluster: Putative peroxidase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative peroxidase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8S130	"CHR1V7|COORD:1529826..1531270| RCI3 (RARE COLD INDUCIBLE GENE 3); peroxidase"	AT1G05260.1	CHR01V5|COORD:33711335..33709177|protein peroxidase 56 precursor, putative, expressed	LOC_Os01g57730.1	" no descriptionweakly similar to ( 178)AT1G05260| Symbols: RCI3A, RCI3 | RCI3 (RARE COLD INDUCIBLE GENE 3); peroxidase | chr1:1529826-1531270 FORWARDweakly similar to ( 164)PER1_ORYSAsecretory_peroxidase peroxidase plant_peroxidase ascorbate_peroxidase "	misc.peroxidases	26_12

CUST_49794_PI403524517	2	0.3323555	-0.5908084	0.06813145	-0.06813192	0.41651917	-0.12071037	35_14218	Rep: Hexose transporter - Hordeum vulgare (Barley)	UniRef90_Q8GT52	"CHR4V7|COORD:16796437..16799076| TMT2 (TONOPLAST MONOSACCHARIDE TRANSPORTER2); carbohydrate transporter/ sugar porter"	AT4G35300.2	CHR10V5|COORD:20718587..20723092|protein hexose transporter, putative, expressed	LOC_Os10g39440.2	"no descriptionmoderately similar to ( 386)AT4G35300| Symbols: TMT2 | TMT2 (TONOPLAST MONOSACCHARIDE TRANSPORTER2); carbohydrate transporter/ sugar porter | chr4:16796437-16799076 REVERSEvery weakly similar to (94.4)STA_RICCOSugar carrier protein A - Ricinus communis (Castor bean)not assigned not assigned not assigned not assigned not assigned Sugar_tr xylE MFS_1 ProP PRK03893 PRK11551 AraJ PRK12307 PRK10642 emrD PRK12323"	transporter.sugars	34_2

CUST_64686_PI403524517	2	-0.18051624	-0.035003662	0.03500271	0.05905056	-0.099199295	0.44247246	35_18466	Rep: Phosphoacetylglucosamine mutase - Oryza sativa (Rice)	UniRef90_Q6ZDQ1	"CHR5V7|COORD:5981119..5982789| DRT101 (DNA-DAMAGE-REPAIR/TOLERATION 101); intramolecular transferase, phosphotransferases"	AT5G18070.1	CHR07V5|COORD:5181052..5177403|protein phosphoacetylglucosamine mutase, putative, expressed	LOC_Os07g09720.1	" no descriptionhighly similar to ( 637)AT5G18070| Symbols:  | DRT101 (DNA-DAMAGE-REPAIR/TOLERATION 101); intramolecular transferase, phosphotransferases | chr5:5981119-5982789 FORWARDhighly similar to ( 896)AGM1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned {ManB} glmM TT_ORF1 PRK07003 "	cell wall.precursor synthesis	10_1

CUST_7432_PI404877155	2	-0.035300255	1.078208	-0.25076675	0.03530121	-0.20494461	0.12164307	Contig21646_at	putative ripening regulated protein DDTFR18 [Oryza sativa (japonica cultivar-group)] dbj|BAC20746.1| putative ripening regulated protein DDT	NP_911040.1	MATE efflux family protein	At3g23550.1	protein MATE efflux family protein, putative	Os07g01750	putative ripening regulated protein DDTFR18	transport.misc	34_99

CUST_8739_PI403524517	2	-0.015954018	0.11995602	-0.030056	-0.09706783	0.015954971	0.026083946	35_2451	"Cluster: OJ991113_30.8 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: OJ991113_30.8 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XUF8	"CHR3V7|COORD:7891052..7892101| ATRPABC24.3 (Arabidopsis thaliana RNA polymerase I, II and III 24.3 kDa subunit); DNA binding / DNA-directed RNA polymerase"	AT3G22320.1	CHR04V5|COORD:24136326..24133296|protein DNA-directed RNA polymerases II 24 kDa polypeptide, putative, expressed	LOC_Os04g41040.1	" no descriptionweakly similar to ( 196)AT3G22320| Symbols: ATRPABC24.3 | ATRPABC24.3 (""Arabidopsis thaliana RNA polymerase I, II and III 24.3 kDa subunit""); DNA binding / DNA-directed RNA polymerase | chr3:7891052-7892101 REVERSEnot assigned RPB5 RNA_pol_Rpb5_C rpoH RNA_pol_Rpb5_N "	RNA.transcription	27_2

CUST_18478_PI404877155	2	0.043709755	0.082323074	-0.19474411	-0.084005356	0.2657261	-0.043709278	HVSMEi0013A12f_at	oleosin 2 - barley emb|CAA57995.1| low molecular weight oleosin [Hordeum vulgare subsp. vulgare]	S57779	0	0	protein oleosin 16 kda (ose701). [rice	Os04g46200	NONE	lipid metabolism.TAG synthesis	11_4

CUST_1552_PI404877155	2	-0.0038309097	-0.06483078	-0.014822006	0.058485985	0.08152866	0.0038309097	Contig11752_at	GTP1/OBG family protein [Arabidopsis thaliana]	NP_172241.1	GTP1/OBG family protein	At1g07620.1	protein Similar to F22G5.1	Os11g47800	gi|25406984|pir||F86210 hypothetical protein [imported]	signalling.G-proteins	30_5

CUST_26044_PI399408534	2	0.15707493	-0.058757782	-0.007863045	0.0025730133	0.1121521	-0.0025730133	35_10330	Rep: Bromodomain protein 103 - Zea mays (Maize)	UniRef90_Q8H6B2	CHR1V7|COORD:1790795..1796502| cell division cycle protein 48-related / CDC48-related	AT1G05910.1	CHR09V5|COORD:20059107..20066133|protein bromodomain protein 103, putative, expressed	LOC_Os09g33980.1	no descriptionmoderately similar to ( 268)AT1G05910| Symbols:  | cell division cycle protein 48-related / CDC48-related | chr1:1790795-1796502 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned BROMO Bromodomain COG5076	RNA.regulation of transcription.Bromodomain proteins	27_3_42

CUST_102244_PI403524517	2	0.10998726	0.06407118	-0.1991291	-0.20735407	1.7211986	-0.0640707	35_29171	"Cluster: Metallo-beta-lactamase-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: Metallo-beta-lactamase-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K9T9		0	CHR02V5|COORD:35657708..35654788|protein Zn-dependent hydrolases, including glyoxylases, putative, expressed	LOC_Os02g58260.1	no description	not assigned.unknown	35_2

CUST_11888_PI404877155	2	-0.42011833	-0.099515915	0.4697466	0.08806038	0.051218033	-0.051218987	Contig5580_s_at	P0454H12.16 [Oryza sativa (japonica cultivar-group)]	NP_915980.1	auxin efflux carrier family protein	At5g01990.1	protein Auxin Efflux Carrier	Os01g60230	0	hormone metabolism.auxin.synthesis-degradation	17_2_1

CUST_19185_PI403524517	2	0.11211109	0.13824272	-0.037654877	0.037653923	-0.13712597	-0.041223526	35_5564	Rep: Putative heparanase - Hordeum vulgare (Barley)	UniRef90_Q70YJ3	CHR5|COORD:24649210..24652031| glycosyl hydrolase family 79 N-terminal domain-containing protein, similar to beta-glucuronidase GI:8918740 from (Scutellaria	AT5G61250.1	CHR12V5|COORD:23897768..23902181|protein heparanase-like protein 2 precursor, putative, expressed	LOC_Os12g38920.2	no descriptionweakly similar to ( 187)AT5G61250| Symbols:  | glycosyl hydrolase family 79 N-terminal domain-containing protein | chr5:24649520-24651823 REVERSE	not assigned.no ontology	35_1

CUST_3932_PI404877155	2	0.024683952	0.05117035	-0.039172173	-0.0937624	0.002995491	-0.002995491	Contig14559_at	putative CDPK substrate protein 1 [Oryza sativa (japonica cultivar-group)]	BAC84294.1	myb family transcription factor, putative / phosphate starvation response regulator, putative (PHR1)	At4g28610.1	protein myb-like DNA-binding domain, SHAQKYF class, putative	Os07g25710	NONE	RNA.regulation of transcription.MYB domain transcription factor family	27_3_25

CUST_121453_PI403524517	2	0.07258129	-0.06581497	-0.0032453537	0.0032444	-0.109825134	0.08122635	35_34302	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_10358_PI403524517	2	0.18918037	-0.40431118	-0.22067738	0.029064178	-0.029063225	0.052822113	35_2921	"Cluster: Hypersensitive-induced reaction protein 2; n=1; Hordeum vulgare subsp. vulgare|Rep: Hypersensitive-induced reaction protein 2 - Hordeum vulgare var. di"	UniRef90_Q8H1V5	CHR5V7|COORD:25218546..25219761| band 7 family protein	AT5G62740.1	CHR08V5|COORD:18878967..18883158|protein hypersensitive-induced response protein, putative, expressed	LOC_Os08g30790.3	no descriptionmoderately similar to ( 476)AT5G62740| Symbols:  | band 7 family protein | chr5:25218546-25219761 FORWARDnot assigned Band_7_4 Band_7 Band_7_stomatin_like HflC PHB Band_7 Band_7_HflK Band_7_HflC Band_7_prohibitin	not assigned.no ontology	35_1

CUST_63350_PI403524517	2	0.21134281	0.05816555	0.051228523	-0.051228523	-0.05362034	-0.056155205	35_18089	"Cluster: Hypothetical protein At4g00350; n=1; Arabidopsis thaliana|Rep: Hypothetical protein At4g00350 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q8VY98	"CHR4|COORD:154721..156376| similar to expressed protein [Arabidopsis thaliana] (TAIR:At2g45980.1); similar to OSJNBa0019G23.5 [Oryza sativa (japonica cultivar-g"	AT4G00355.4	0	0	no description	not assigned.unknown	35_2

CUST_148230_PI403524517	2	0.49550247	0.2626562	-0.09486008	-0.15400696	-0.16489601	0.09486008	35_41470	"Cluster: 200 kDa antigen p200, putative; n=1; Burkholderia pseudomallei 1710b|Rep: 200 kDa antigen p200, putative - Burkholderia pseudomallei (strain 1710b)"	UniRef90_Q3JFY3		0	CHR04V5|COORD:4408286..4406320|protein serine/arginine repetitive matrix protein 1, putative, expressed	LOC_Os04g08280.1	no descriptionPRK12323 PRK07003	not assigned.unknown	35_2

CUST_53191_PI403524517	2	-0.02483654	0.49586678	0.024835587	-0.21013546	0.5152483	-0.117081165	35_15140	"Cluster: Regulator of chromosome condensation, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Regulator of chromosome condensation, putat"	UniRef90_Q2QTS8	CHR3V7|COORD:9539300..9541386| regulator of chromosome condensation (RCC1) family protein	AT3G26100.2	CHR12V5|COORD:10768321..10772796|protein HECT domain and RCC1-like domain-containing protein 2, putative, expressed	LOC_Os12g18650.4	no descriptionmoderately similar to ( 416)AT3G26100| Symbols:  | regulator of chromosome condensation (RCC1) family protein | chr3:9539695-9541386 FORWARDnot assigned not assigned not assigned not assigned ATS1	cell.division	31_2

CUST_25622_PI403524517	2	0.2658186	-0.31100464	0.012375832	-0.064881325	0.21063614	-0.012376785	35_7425	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q75KA7	"CHR3V7|COORD:18886643..18888322| similar to PRLI-interacting factor-related [Arabidopsis thaliana] (TAIR:AT1G63850.1); similar to PRLI-interacting factor"	AT3G50780.1	CHR03V5|COORD:31792813..31796878|protein protein binding protein, putative, expressed	LOC_Os03g55950.4	"no descriptionweakly similar to ( 156)AT3G50780| Symbols:  | similar to PRLI-interacting factor-related [Arabidopsis thaliana] (TAIR:AT1G63850.1); similar to PRLI-interacting factor G-like protein [Oryza sativa (japonica cultivar-group)] (GB:BAC83795.1); similar to Os03g0769400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001051395.1); similar to Os07g0123500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001058798.1); contains domain POZ domain (SSF54695) | chr3:18886643-18888322 REVERSE"	not assigned.no ontology	35_1

CUST_75086_PI403524517	2	-0.007713318	0.2641821	0.007712364	-0.1647253	0.04652691	-0.09000969	35_21524	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_59307_PI403524517	2	0.14028358	-0.0738039	-7.944107E-4	-0.0071401596	0.05506897	7.944107E-4	35_16912	"Cluster: DnaJ domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: DnaJ domain containing protein, expressed - Oryza sativa (j"	UniRef90_Q2QQ93	CHR1V7|COORD:27923989..27926075| DNAJ heat shock N-terminal domain-containing protein	AT1G74250.1	CHR12V5|COORD:19129531..19133065|protein heat shock protein binding protein, putative, expressed	LOC_Os12g31840.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_171036_PI403524517	2	0.30207872	0.6020131	0.0573864	-0.0573864	-0.43824434	-0.34280586	35_47643	"Cluster: Hypothetical protein OSJNBb0053G03.25; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0053G03.25 - Oryza sativa (japonica"	UniRef90_Q8LIX1		0	CHR01V5|COORD:32699717..32698830|protein hypothetical protein	LOC_Os01g56210.1	no description	not assigned.unknown	35_2

CUST_10526_PI399408534	2	0.0783205	0.20952988	0.012751579	-0.14729023	-0.012750626	-0.10773754	35_8889	"Cluster: Putative Rac GDP-dissociation inhibitor 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Rac GDP-dissociation inhibitor 1 - Oryza sativa"	UniRef90_Q8S081	CHR3V7|COORD:2514181..2515550| Rho GDP-dissociation inhibitor family protein	AT3G07880.1	CHR01V5|COORD:40150697..40148884|protein rho GDP-dissociation inhibitor 1, putative, expressed	LOC_Os01g68540.1	no descriptionweakly similar to ( 144)AT3G07880| Symbols:  | Rho GDP-dissociation inhibitor family protein | chr3:2514181-2515550 FORWARDnot assigned Rho_GDI	signalling.G-proteins	30_5

CUST_10182_PI404877155	2	-0.0025138855	0.073838234	-0.3835206	0.0025134087	-0.41729927	0.58854914	Contig3883_at	Ras-related protein Rab7 (Possible apospory-associated protein) gb|AAA85273.1| possible apospory-associated protein	Q40787	Ras-related GTP-binding protein, putative	At3g18820.1	protein ras-related protein rab7 (possible apospory-associated protein)	Os05g44050	NONE	signalling.G-proteins	30_5

CUST_13047_PI403524517	2	0.01717949	0.69574165	-0.05453682	-0.017180443	-0.13437176	0.05636692	35_3733	"Cluster: Putative methylcrotonyl-CoA carboxylase beta chain, mitochondrial; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative methylcrotonyl-CoA"	UniRef90_Q6YZ75	"CHR4V7|COORD:16301303..16303954| MCCB (3-METHYLCROTONYL-COA CARBOXYLASE); biotin carboxylase"	AT4G34030.1	CHR08V5|COORD:20233601..20226720|protein propionyl-CoA carboxylase beta chain, mitochondrial precursor, putative, expressed	LOC_Os08g32850.2	"no descriptionmoderately similar to ( 342)AT4G34030| Symbols: MCCB | MCCB (3-METHYLCROTONYL-COA CARBOXYLASE); biotin carboxylase | chr4:16301303-16303954 FORWARDnot assigned COG4799 Carboxyl_trans AccA"	amino acid metabolism.degradation.branched-chain group.leucine	13_2_4_4

CUST_85638_PI403524517	2	-0.030677795	0.2301693	0.07109547	-0.1272974	0.030677795	-0.11819267	35_24529	"Cluster: F-box protein family-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: F-box protein family-like protein - Oryza sativa (japonica cultivar"	UniRef90_Q7EY67	"CHR2V7|COORD:278203..279225| MEE11 (maternal effect embryo arrest 11); zinc ion binding"	AT2G01620.1	CHR08V5|COORD:20458617..20463754|protein F-box domain containing protein, expressed	LOC_Os08g33140.1	"no descriptionweakly similar to ( 110)AT2G01620| Symbols: MEE11 | MEE11 (maternal effect embryo arrest 11); zinc ion binding | chr2:278203-279225 FORWARD"	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_16848_PI403524517	2	0.19125938	0.77021694	-0.06355667	-0.24843693	-0.04191971	0.04191971	35_4864	Rep: OSIGBa0143N19.10 protein - Oryza sativa (Rice)	UniRef90_Q01IM4	CHR2|COORD:15017905..15019433| glycogenin glucosyltransferase (glycogenin)-related, low similarity to glycogenin-2 from Homo sapiens (SP:O15488)	AT2G35710.2	CHR04V5|COORD:27506010..27500967|protein transferase, transferring glycosyl groups, putative, expressed	LOC_Os04g46750.1	no descriptionhighly similar to ( 536)AT2G35710| Symbols:  | glycogenin glucosyltransferase (glycogenin)-related | chr2:15018004-15019330 REVERSEnot assigned Glyco_transf_8 COG5597	not assigned.no ontology	35_1

CUST_6917_PI403524517	2	-0.59901094	-0.64648867	0.024552822	0.22884417	0.7416034	-0.024552822	35_1918	Rep: Caleosin 1 - Hordeum vulgare (Barley)	UniRef90_Q6UFY8	CHR5V7|COORD:22423189..22424384| caleosin-related family protein / embryo-specific protein, putative	AT5G55240.1	CHR04V5|COORD:25337364..25335639|protein caleosin 1, putative, expressed	LOC_Os04g43170.1	 no descriptionmoderately similar to ( 310)AT5G55240| Symbols:  | caleosin-related family protein / embryo-specific protein, putative | chr5:22423189-22424384 FORWARDnot assigned not assigned Caleosin 	development.unspecified	33_99

CUST_19571_PI404877155	2	0.19585896	-0.3239622	-0.03224373	0.01900959	0.042069435	-0.01900959	rbasd15a18_s_at	DNAJ homologue [Oryza sativa]	BAB70509.1	DNAJ heat shock family protein	At4g39960.1	protein Transposable element protein, putative	Os05g26930	DNAJ homologue	stress.abiotic.heat	20_2_1

CUST_1543_PI404877155	2	-0.0017690659	-0.24708176	0.025990486	0.06667137	0.0017690659	-0.13294983	Contig11748_at	putative growth regulator protein [Arabidopsis thaliana]	AAK93632.1	expressed protein	At1g35510.1	protein growth regulator, putative	Os12g07540	putative growth regulator protein	hormone metabolism.	17

CUST_117741_PI403524517	2	0.22553444	-0.94822407	-0.33525562	0.0031003952	0.001376152	-0.001376152	35_33355	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_9660_PI404877155	2	-0.5613308	-0.23555899	0.19517088	-0.19517136	0.8031616	2.3660927	Contig3423_at	Low molecular mass early light-inducible protein HV90, chloroplast precursor (ELIP) pir||S07474 early light-induced protein, low molecular w	P14897	chlorophyll A-B binding family protein / early light-induced protein (ELIP)	At3g22840.1	protein Chlorophyll A-B binding protein, putative	Os07g08160	"ELIP;EARLY LIGHT-INDUCABLE PROTEIN;chlorophyll A-B binding family protein / early light-induced protein (ELIP), identical to early light-induced protein; ELIP (Arabidopsis thaliana) GI:1872544; contains Pfam profile: PF00504 chlorophyll A-B binding protei"	signalling.light	30_11

CUST_16874_PI404877155	2	-0.306036	0.71102524	-0.18385887	-0.006590843	0.31939697	0.006590843	HM10J16r_at	unknown protein [Oryza sativa (japonica cultivar-group)] dbj|BAC10154.1| unknown protein [Oryza sativa (japonica cultivar-group)] dbj|BAC071	NP_917999.1	calmodulin-binding family protein	At3g13600.1	protein IQ calmodulin-binding motif, putative	Os07g43970	calmodulin-binding family protein, contains Pfam profile PF00612: IQ calmodulin-binding motif	signalling.calcium	30_3

CUST_53877_PI403524517	2	-0.01649189	0.016490936	-0.020002365	0.020537376	0.020537376	-0.040964127	35_15330	Rep: Cytochrome reductase - Triticum aestivum (Wheat)	UniRef90_Q7X9J5	CHR3V7|COORD:3399820..3400519| ubiquinol-cytochrome C reductase complex ubiquinone-binding protein, putative / ubiquinol-cytochrome C reductase complex 8.2 kDa	AT3G10860.1	CHR06V5|COORD:3865160..3867201|protein ubiquinol-cytochrome c reductase complex ubiquinone-binding proteinQP-C, putative, expressed	LOC_Os06g07969.1	 no descriptionweakly similar to ( 127)AT3G10860| Symbols:  | ubiquinol-cytochrome C reductase complex ubiquinone-binding protein, putative / ubiquinol-cytochrome C reductase complex 8.2 kDa protein, putative | chr3:3399820-3400519 FORWARDweakly similar to ( 118)UCRQ_SOLTU	mitochondrial electron transport / ATP synthesis.cytochrome c reductase	9_5

CUST_162224_PI403524517	2	-0.23836231	-0.028330326	0.028330326	0.2039094	1.1269531	-0.19065714	35_45249	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_124334_PI403524517	2	-0.022269249	0.2726512	0.022268772	-0.14504814	-0.104907036	0.8491411	35_35048	"Cluster: GCN5-related N-acetyltransferase (GNAT) family protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: GCN5-related N-acetyltransferase"	UniRef90_Q6K836	CHR2V7|COORD:16293532..16294958| GCN5-related N-acetyltransferase (GNAT) family protein	AT2G39000.3	CHR02V5|COORD:34376415..34382312|protein N-acetyltransferase, putative, expressed	LOC_Os02g56219.1	no descriptionvery weakly similar to (52.4)AT2G39000| Symbols:  | GCN5-related N-acetyltransferase (GNAT) family protein | chr2:16293725-16295019 REVERSE	misc.GCN5-related N-acetyltransferase	26_24

CUST_114029_PI403524517	2	0.13061523	-0.7520428	-0.13061476	-0.23697758	0.28272724	0.58103657	35_32361	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_19889_PI403524517	2	0.12645721	-0.6344948	-0.14591885	-0.017970085	0.107476234	0.017970085	35_5769	"Cluster: Putative phosphoprotein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative phosphoprotein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q658F5	CHR5V7|COORD:13479693..13482811| epsin N-terminal homology (ENTH) domain-containing protein	AT5G35200.1	CHR06V5|COORD:3806785..3800208|protein clathrin assembly protein, putative, expressed	LOC_Os06g07830.1	no descriptionvery weakly similar to (53.1)AT5G35200| Symbols:  | epsin N-terminal homology (ENTH) domain-containing protein | chr5:13479693-13482811 REVERSEnot assigned	not assigned.no ontology.epsin N-terminal homology (ENTH) domain-containing protein	35_1_21

CUST_993_PI403524517	2	0.06237793	-0.020225525	0.026987076	-0.020225525	0.020225525	-0.039089203	35_264	Rep: Ribosomal protein L10E - Medicago truncatula (Barrel medic)	UniRef90_Q1SL98	CHR1V7|COORD:9321696..9322800| 60S ribosomal protein L10 (RPL10B)	AT1G26910.1	CHR05V5|COORD:4120141..4122094|protein 60S ribosomal protein L10-3, putative, expressed	LOC_Os05g07700.1	no descriptionmoderately similar to ( 386)AT1G26910| Symbols:  | 60S ribosomal protein L10 (RPL10B) | chr1:9321696-9322800 FORWARDmoderately similar to ( 422)RL102_ORYSAnot assigned rpl10e RplP Ribosomal_L16	protein.synthesis.misc ribososomal protein	29_2_2

CUST_106159_PI403524517	2	0.18026924	-0.36550188	-0.08420038	0.060411453	-0.060411453	0.609643	35_30217	"Cluster: Auxin responsive protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Auxin responsive protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6H4V6	CHR3V7|COORD:4079124..4079522| auxin-responsive family protein	AT3G12830.1	CHR02V5|COORD:3655345..3656182|protein OsSAUR6 - Auxin-responsive SAUR gene family member, expressed	LOC_Os02g07110.1	no descriptionnot assigned not assigned not assigned Auxin_inducible	not assigned.unknown	35_2

CUST_49108_PI403524517	2	-0.07067871	-0.08446312	0.23952293	0.030614853	0.13884544	-0.030615807	35_14016	"Cluster: 40S ribosomal protein S16; n=2; Oryza sativa|Rep: 40S ribosomal protein S16 - Oryza sativa (Rice)"	UniRef90_P46294	CHR2V7|COORD:3788525..3788965| 40S ribosomal protein S16 (RPS16A)	AT2G09990.1	CHR12V5|COORD:1169460..1168472|protein 40S ribosomal protein S16, putative, expressed	LOC_Os12g03090.1	no descriptionmoderately similar to ( 225)AT2G09990| Symbols:  | 40S ribosomal protein S16 (RPS16A) | chr2:3788525-3788965 FORWARDmoderately similar to ( 279)RS16_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned rps9p Ribosomal_S9 RpsI rpsI rps9 PRK12323 PRK07003	protein.synthesis.misc ribososomal protein	29_2_2

CUST_31549_PI403524517	2	0.13538933	-0.12068176	-0.2032156	-0.04140663	0.07358837	0.04140663	35_9107	"Cluster: Hypothetical protein P0669G04.12; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0669G04.12 - Oryza sativa (japonica cultivar-g"	UniRef90_Q650U0	CHR4V7|COORD:11991647..11993687| bile acid:sodium symporter family protein	AT4G22840.1	CHR09V5|COORD:20340024..20336702|protein bile acid sodium symporter, putative, expressed	LOC_Os09g34900.1	no descriptionweakly similar to ( 199)AT4G22840| Symbols:  | bile acid:sodium symporter family protein | chr4:11991647-11993687 REVERSEnot assigned COG0385 SBF	transport.unspecified cations	34_14

CUST_27710_PI399408534	2	-0.71173954	-0.38356352	-0.012373924	0.012373924	0.40185928	1.3520522	35_24463	"Cluster: Receptor protein kinase-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Receptor protein kinase-like protein - Oryza sativa (japonica"	UniRef90_Q5Z8B7	CHR4V7|COORD:1419278..1422828| S-locus lectin protein kinase family protein	AT4G03230.1	CHR01V5|COORD:14947054..14950788|protein ATP binding protein, putative, expressed	LOC_Os01g26390.1	no descriptionweakly similar to ( 164)AT4G03230| Symbols:  | S-locus lectin protein kinase family protein | chr4:1419278-1422828 REVERSEvery weakly similar to (70.1)PSKR_DAUCAPhytosulfokine receptor precursor - Daucus carota (Carrot)not assigned not assigned not assigned S_TKc TyrKc Pkinase_Tyr PTKc S_TKc	signalling.receptor kinases.DUF 26	30_2_17

CUST_118145_PI403524517	2	-0.29027176	-0.00804472	0.077971935	0.00804472	-0.012722015	0.3606944	35_33459	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_8337_PI399408534	2	-0.008646965	-0.466959	0.32205677	0.008646965	0.4790268	-0.022741318	35_6748	Rep: H0714H04.6 protein - Oryza sativa (Rice)	UniRef90_Q01JU6	CHR1V7|COORD:10680330..10682834| remorin family protein	AT1G30320.1	CHR04V5|COORD:31305557..31308804|protein DNA binding protein, putative, expressed	LOC_Os04g52920.2	no descriptionweakly similar to ( 190)AT1G30320| Symbols:  | remorin family protein | chr1:10680330-10682834 FORWARDRemorin_C	RNA.regulation of transcription.unclassified	27_3_99

CUST_35054_PI403524517	2	0.037844658	0.39246464	-0.015049934	-0.028277397	0.015049934	-0.29244995	35_10106	"Cluster: Os02g0814900 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0814900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DWH7	CHR5V7|COORD:22601455..22603465| nicotinamide-nucleotide adenylyltransferase, putative / NAD(+) pyrophosphorylase, putative	AT5G55810.1	CHR02V5|COORD:34912117..34909928|protein nicotinamide-nucleotide adenylyltransferase/ nucleotidyltransferase, putative, expressed	LOC_Os02g56980.1	 no descriptionmoderately similar to ( 226)AT5G55810| Symbols: ATNMNAT | nicotinamide-nucleotide adenylyltransferase, putative / NAD(+) pyrophosphorylase, putative | chr5:22601455-22603465 REVERSEnot assigned NMNAT NadD CTP_transf_2 cytidylyltransferase_like nadD 	not assigned.no ontology	35_1

CUST_162111_PI403524517	2	0.18864298	-0.13269663	-0.05321741	0.05321741	-0.117854595	0.9007697	35_45219	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_73929_PI403524517	2	0.040395737	-0.14609337	-0.18959427	-0.040394783	0.1262083	0.204113	35_21201	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_19533_PI403524517	2	-0.24884224	0.053455353	0.8897686	-0.053456306	0.5239105	-0.28858948	35_5658	"Cluster: ABC transporter protein, putative; n=2; Oryza sativa (japonica cultivar-group)|Rep: ABC transporter protein, putative - Oryza sativa (japonica cultivar"	UniRef90_Q53PR3	CHR1V7|COORD:11375233..11377625| ABC transporter family protein	AT1G31770.1	CHR11V5|COORD:3853184..3849448|protein ATPase, coupled to transmembrane movement of substances, putative, expressed	LOC_Os11g07600.1	no descriptionweakly similar to ( 182)AT1G31770| Symbols:  | ABC transporter family protein | chr1:11375233-11377625 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned ABC2_membrane Herpes_BLLF1 PRK12323 PRK07003	transport.ABC transporters and multidrug resistance systems	34_16

CUST_106281_PI403524517	2	-0.0628891	0.13167763	0.017095566	-0.017095566	0.043655396	-0.0513916	35_30251	"Cluster: Os04g0495500 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os04g0495500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JC29	CHR2V7|COORD:13386525..13388149| bZIP transcription factor (POSF21)	AT2G31370.1	CHR04V5|COORD:24554252..24550808|protein transcription factor RF2a, putative	LOC_Os04g41820.1	no descriptionnot assigned PRK12323	not assigned.unknown	35_2

CUST_133466_PI403524517	2	0.49715424	-0.7294712	0.22125626	-0.05834484	-0.17157745	0.058345795	35_37467	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_24298_PI399408534	2	-0.19461107	-1.6624694	0.19461107	0.32251167	0.24418926	-0.4052024	35_19608	"Cluster: DNA binding protein-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: DNA binding protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6YUX0	CHR1V7|COORD:9351558..9352461| transcription regulator	AT1G26945.1	CHR02V5|COORD:31419370..31418074|protein DNA binding protein, putative, expressed	LOC_Os02g51320.1	no descriptionvery weakly similar to (79.3)AT1G26945| Symbols:  | transcription regulator | chr1:9351558-9352461 FORWARD	RNA.regulation of transcription.bHLH,Basic Helix-Loop-Helix family	27_3_6

CUST_50981_PI403524517	2	-1.9262776	1.1802688	-0.24341345	2.1157537	-2.4233093	0.24341345	35_14539	Rep: Dehydrin 5 - Hordeum vulgare (Barley)	UniRef90_Q9SBI7	CHR3V7|COORD:18951806..18952387| LTI30/XERO2 (LOW TEMPERATURE-INDUCED 30)	AT3G50970.1	CHR11V5|COORD:14843591..14842298|protein water stress-inducible protein Rab21, putative, expressed	LOC_Os11g26790.1	 no descriptionvery weakly similar to (66.2)AT3G50970| Symbols: XERO2, LTI30 | LTI30/XERO2 (LOW TEMPERATURE-INDUCED 30) | chr3:18951806-18952387 FORWARDmoderately similar to ( 298)CS66_WHEATCold shock protein CS66 - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned Dehydrin Extensin_2 Herpes_BLLF1 PRK12323 Atrophin-1 	stress.abiotic.unspecified	20_2_99

CUST_59940_PI403524517	2	-0.18804836	0.036426544	0.318408	0.6068592	-0.044044495	-0.036426544	35_17087	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_89483_PI403524517	2	0.4309187	0.027630806	0.0731163	-0.2875538	-0.02763176	-0.18698692	35_25597	Rep: OSJNBa0016O02.10 protein - Oryza sativa (Rice)	UniRef90_Q7XJW0	CHR3V7|COORD:16296875..16301839| kinesin motor protein-related	AT3G44730.1	CHR03V5|COORD:10614810..10609092|protein kinesin-4, putative, expressed	LOC_Os03g18980.1	no descriptionmoderately similar to ( 345)AT3G44730| Symbols:  | kinesin motor protein-related | chr3:16296875-16301839 FORWARDweakly similar to ( 145)FLA10_CHLREKinesin-like protein FLA10 - Chlamydomonas reinhardtiinot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned KISc_C_terminal KISc Kinesin KISc KISc_KHC_KIF5 KISc_KIF3 KISc_KIP3_like KISc_KIF4 KISc_KIF1A_KIF1B KIP1 KISc_BimC_Eg5 KISc_KLP2_like KISc_KIF9_like KISc_CENP_E KISc_KIF2_like KISc_KIF23_like Motor_domain KISc_KID_like	cell.organisation	31_1

CUST_6385_PI399408534	2	0.007959366	0.74272776	-0.5825281	-0.07462883	-0.007958889	0.19122791	35_14181	"Cluster: Calmodulin-2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Calmodulin-2 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q948R0	CHR3V7|COORD:8124293..8125842| calmodulin, putative	AT3G22930.1	CHR12V5|COORD:25429011..25429896|protein calmodulin, putative, expressed	LOC_Os12g41110.1	 no descriptionmoderately similar to ( 202)AT3G22930| Symbols:  | calmodulin, putative | chr3:8124293-8125842 REVERSEmoderately similar to ( 201)CALM_WHEATCalmodulin - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned FRQ1 EFh PRK12678 Herpes_BLLF1 	signalling.calcium	30_3

CUST_17406_PI403524517	2	-0.0041046143	0.039186478	-0.07179642	0.11137009	-0.031615257	0.0041046143	35_5028	"Cluster: Lipase class 3 protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Lipase class 3 protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K832	CHR3V7|COORD:4663826..4666345| lipase class 3 family protein	AT3G14075.1	CHR02V5|COORD:33072355..33077687|protein triacylglycerol lipase, putative, expressed	LOC_Os02g54010.1	no descriptionmoderately similar to ( 277)AT3G14075| Symbols:  | lipase class 3 family protein | chr3:4663826-4666345 REVERSEnot assigned	lipid metabolism.lipid degradation.lipases.triacylglycerol lipase	11_9_2_1

CUST_28783_PI403524517	2	0.16378069	0.06856871	-0.1833024	-0.06856871	1.0272717	-0.46567822	35_8312	"Cluster: Putative gag-pol polyprotein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative gag-pol polyprotein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q94LQ7	CHR4V7|COORD:12129496..12134097| protein kinase family protein	AT4G23160.1	CHR05V5|COORD:24835752..24840614|protein retrotransposon protein, putative, unclassified	LOC_Os05g42448.1	no descriptionweakly similar to ( 167)AT4G23160| Symbols:  | protein kinase family protein | chr4:12129496-12134097 FORWARDweakly similar to ( 140)POLX_TOBACRetrovirus-related Pol polyprotein from transposon TNT 1-94 [Includes: Protease - Nicotiana tabacum (Common tobacco)	not assigned.unknown	35_2

CUST_15590_PI403524517	2	0.10532665	-0.22878551	-0.064216614	0.06421566	-0.07369614	0.09110069	35_4499	"Cluster: Os05g0386000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0386000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DIJ1	CHR5|COORD:4338234..4340998| expressed protein, predicted protein At2g25260 - Arabidopsis thaliana, EMBL:AC007070	AT5G13500.3	CHR05V5|COORD:18597601..18602300|protein expressed protein	LOC_Os05g32060.1	"no descriptionmoderately similar to ( 480)AT5G13500| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G25265.1); similar to Os01g0272600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001042710.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD72305.1); similar to Os05g0386000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001055418.1) | chr5:4338679-4340830 FORWARD"	not assigned.unknown	35_2

CUST_14500_PI403524517	2	0.021576881	-0.1952877	-0.015141487	0.015140533	-0.02715683	0.12007713	35_4167	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10CF1	CHR1V7|COORD:5880495..5884650| zinc ion binding	AT1G17210.1	CHR03V5|COORD:32537963..32530630|protein expressed protein	LOC_Os03g57160.1	no descriptionvery weakly similar to (53.1)AT1G17210| Symbols:  | zinc ion binding | chr1:5880495-5884650 REVERSE	not assigned.no ontology	35_1

CUST_48504_PI403524517	2	-1.161089	-0.85880566	0.91166496	0.6547775	0.18406773	-0.18406677	35_13856	Rep: Peroxidase 10 - Triticum monococcum (Einkorn wheat) (Small spelt)	UniRef90_Q5I3E8	CHR1V7|COORD:26968021..26970219| peroxidase 12 (PER12) (P12) (PRXR6)	AT1G71695.1	CHR04V5|COORD:34970112..34968298|protein peroxidase 12 precursor, putative, expressed	LOC_Os04g59150.1	no descriptionmoderately similar to ( 287)AT1G71695| Symbols:  | peroxidase 12 (PER12) (P12) (PRXR6) | chr1:26968021-26970219 FORWARDmoderately similar to ( 234)PER2_HORVUPeroxidase 2 - Hordeum vulgare (Barley)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned secretory_peroxidase plant_peroxidase peroxidase ascorbate_peroxidase Herpes_BLLF1 PRK07003 Atrophin-1 PRK12323 HPC2 Tymo_45kd_70kd PRK07764 DUF566 PRK12678 TT_ORF1 Pneumo_att_G DUF1509 IER AF-4 APC_basic Protamine_P1 Herpes_UL32 Protamine_P2 KAR9 GRASP55_65 PRK05648 Gag_spuma	misc.peroxidases	26_12

CUST_20053_PI403524517	2	0.13526344	-0.098547935	-0.0017604828	0.033699036	-0.07366943	0.0017604828	35_5811	"Cluster: Os07g0405100 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os07g0405100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D730	CHR5V7|COORD:26874494..26878200| WD-40 repeat family protein	AT5G67320.1	CHR07V5|COORD:12422366..12438792|protein F-box-like/WD-repeat-containing protein TBL1XR1-A, putative, expressed	LOC_Os07g22220.1	no descriptionmoderately similar to ( 368)AT5G67320| Symbols:  | WD-40 repeat family protein | chr5:26874494-26878200 FORWARDvery weakly similar to (89.7)PF20_CHLREFlagellar WD repeat-containing protein Pf20 - Chlamydomonas reinhardtiinot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned WD40 COG2319 WD40 WD40	not assigned.no ontology	35_1

CUST_7260_PI404877155	2	-0.41273117	0.28626633	-0.08208752	0.47951508	0.08208847	-0.15706348	Contig21149_s_at	putative ripening-related bZIP protein [Vitis vinifera]	CAB85632.1	ABA-responsive element-binding protein / abscisic acid responsive elements-binding factor (ABRE) / ABA-respons	At4g34000.2	protein bZIP transcription factor, putative	Os02g52780	NONE	RNA.regulation of transcription.bZIP transcription factor family	27_3_35

CUST_27523_PI403524517	2	0.35767603	-0.2165947	0.06656122	-0.06656122	-0.07446289	2.8461175	35_7964	Rep: Putative zinc finger protein - Oryza sativa (Rice)	UniRef90_Q8W383	CHR1V7|COORD:6978101..6985306| family II extracellular lipase, putative	AT1G20130.1	CHR10V5|COORD:18112833..18108921|protein RHC1A, putative, expressed	LOC_Os10g34590.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07764 Extensin_2 PRK07003 Tymo_45kd_70kd Atrophin-1 PRK05648 Drf_FH1 DUF1421 FAP TT_ORF1 HPC2 DUF605 Trypan_PARP tatB IER PRK10819 PRK08853 TonB DedD Totivirus_coat GRASP55_65 APC_basic Herpes_BLLF1 GRP PRK11633 DUF1210 Gag_spuma COG3456 HpaP PRK09111	not assigned.unknown	35_2

CUST_1508_PI403524517	2	-0.9834633	0.60658646	0.10566139	0.18940258	-0.5136719	-0.10566139	35_397	Rep: UDP-glucose 6-dehydrogenase - Glycine max (Soybean)	UniRef90_Q96558	CHR5V7|COORD:5027875..5029317| UDP-glucose 6-dehydrogenase, putative	AT5G15490.1	CHR12V5|COORD:14885249..14887821|protein UDP-glucose 6-dehydrogenase, putative, expressed	LOC_Os12g25690.1	 no descriptionhighly similar to ( 880)AT5G15490| Symbols:  | UDP-glucose 6-dehydrogenase, putative | chr5:5027875-5029317 REVERSEhighly similar to ( 885)UGDH_SOYBNUDP-glucose 6-dehydrogenase - Glycine max (Soybean)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Ugd UDPG_MGDP_dh_N WecC wecC UDPG_MGDP_dh UDPG_MGDP_dh_C AF-4 Tymo_45kd_70kd Herpes_BLLF1 PRK07003 PRK12323 APC_basic DUF566 Pneumo_att_G Atrophin-1 KAR9 	cell wall.precursor synthesis.UGD	10_1_4

CUST_52640_PI403524517	2	-0.029325485	0.19226646	0.060678482	0.004545212	-0.13207245	-0.004545212	35_14997	Rep: Profilin-2 - Triticum aestivum (Wheat)	UniRef90_P49233	"CHR5V7|COORD:22927108..22928047| PFN3/PRF3 (PROFILIN 3); actin binding"	AT5G56600.1	CHR06V5|COORD:2689214..2692053|protein profilin-2, putative, expressed	LOC_Os06g05880.1	"no descriptionweakly similar to ( 191)AT2G19770| Symbols: PRF5 | PRF5 (PROFILIN5); actin binding / actin monomer binding | chr2:8526967-8528201 REVERSEmoderately similar to ( 238)PROF1_HORVUProfilin-1 - Hordeum vulgare (Barley)not assigned Profilin PROF PROF"	cell.organisation	31_1

CUST_130140_PI403524517	2	0.26115513	-0.37448263	0.020233631	-0.14168072	2.2473178	-0.020233154	35_36550	"Cluster: Hypothetical protein P0486C01.13; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0486C01.13 - Oryza sativa (japonica cultivar-g"	UniRef90_Q65WW2	"CHR2V7|COORD:12904233..12904766| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G06980.1); similar to Os05g0165200 [Oryza sativa (japonica"	AT2G30230.1	CHR05V5|COORD:23224241..23224984|protein expressed protein	LOC_Os05g39710.1	"no descriptionweakly similar to ( 117)AT2G30230| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G06980.1); similar to Os05g0165200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001054744.1); similar to hypothetical protein LOC_Os03g18660 [Oryza sativa (japonica cultivar-group)] (GB:ABF95458.1) | chr2:12904233-12904766 FORWARDnot assigned"	not assigned.unknown	35_2

CUST_101912_PI403524517	2	-0.115012646	0.59378767	0.11501312	-0.20850897	1.6934872	-0.21312523	35_29076	Rep: Sigma factor SIG2A - Zea mays (Maize)	UniRef90_Q9ZPL2	"CHR1V7|COORD:2703464..2706699| SIGB (SIGMA FACTOR B); DNA binding / DNA-directed RNA polymerase/ transcription factor"	AT1G08540.1	CHR11V5|COORD:14474945..14479641|protein RNA polymerase sigma factor rpoD, putative, expressed	LOC_Os11g26160.1	" no descriptionmoderately similar to ( 258)AT1G08540| Symbols: SIGA, SIG2, SIGB | SIGB (SIGMA FACTOR B); DNA binding / DNA-directed RNA polymerase/ transcription factor | chr1:2703464-2706699 FORWARDRpoD PRK07406 PRK09210 PRK05901 PRK07598 PRK07921 PRK05658 PRK07405 PRK05657 PRK05949 rpoH2 FliA PRK06596 PRK05803 fliA PRK07670 PRK06288 PRK08215 PRK05911 Sigma70_r3 PRK08301 PRK05572 PRK07408 PRK07122 Sigma70_r4 PRK08583 Sigma70_r2 "	RNA.transcription	27_2

CUST_88152_PI403524517	2	-9.536743E-5	-0.08706188	0.7441988	-0.05867958	0.16205215	9.441376E-5	35_25236	"Cluster: Hypothetical protein B1110B01.19; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1110B01.19 - Oryza sativa (japonica cultivar-g"	UniRef90_Q60DE9	0	0	CHR05V5|COORD:21628502..21625068|protein t-snare, putative, expressed	LOC_Os05g37150.2	no descriptionSyntaxin-6_N	not assigned.unknown	35_2

CUST_99507_PI403524517	2	-0.5904188	0.54159355	0.46545982	0.14405155	-0.53174496	-0.14405155	35_28403	"Cluster: Os06g0297400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0297400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DCS4	CHR4V7|COORD:6731016..6732460| ankyrin repeat family protein	AT4G11000.1	CHR06V5|COORD:11021312..11026885|protein embryogenesis transmembrane protein, putative, expressed	LOC_Os06g19370.1	no description	not assigned.unknown	35_2

CUST_117230_PI403524517	2	-0.19457865	0.1174593	0.19262648	-0.12707472	-0.1174593	1.7929635	35_33220	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_18134_PI404877155	2	0.07256031	0.1844225	-0.17397976	-0.07255936	-0.2007227	0.10850048	HVSMEc0012N05r2_at	putative male sterility 1 protein [Oryza sativa (japonica cultivar-group)] dbj|BAC07324.1| putative male sterility 1 protein [Oryza sativa (	NP_915021.1	PHD finger family protein	At1g33420.1	protein PHD-finger, putative	Os11g12650	PHD finger family protein, contains Pfam profile: PF00628: PHD-finger	RNA.regulation of transcription.PHD finger transcription factor	27_3_63

CUST_26320_PI399408534	2	0.24404049	0.25922012	0.013824463	-0.013824463	-0.26869678	-0.35587358	35_10308	"Cluster: Putative Splicing factor 3B subunit 3; n=3; Oryza sativa (japonica cultivar-group)|Rep: Putative Splicing factor 3B subunit 3 - Oryza sativa (japonica"	UniRef90_Q7X971	CHR3|COORD:3786437..3793663| cleavage and polyadenylation specificity factor (CPSF) A subunit C-terminal domain-containing protein, similar to Splicing factor 3	AT3G11960.2	CHR07V5|COORD:5574914..5565871|protein nucleic acid binding protein, putative, expressed	LOC_Os07g10390.1	no descriptionmoderately similar to ( 251)AT3G11960| Symbols:  | cleavage and polyadenylation specificity factor (CPSF) A subunit C-terminal domain-containing protein | chr3:3786437-3793166 FORWARDnot assigned not assigned	RNA.processing.splicing	27_1_1

CUST_84699_PI403524517	2	-0.6948714	-0.15710068	0.51957655	1.1687655	-0.17412186	0.15710115	35_24269	"Cluster: OSIGBa0136O08-OSIGBa0153H12.9 protein; n=2; Oryza sativa|Rep: OSIGBa0136O08-OSIGBa0153H12.9 protein - Oryza sativa (Rice)"	UniRef90_Q01HB5	CHR1V7|COORD:22071698..22074253| aldo/keto reductase, putative	AT1G59950.1	CHR04V5|COORD:4628072..4625128|protein NAD(P)H-dependent oxidoreductase, putative, expressed	LOC_Os04g08550.1	 no descriptionweakly similar to ( 165)AT1G59950| Symbols:  | aldo/keto reductase, putative | chr1:22071698-22074253 REVERSEweakly similar to ( 178)NADO1_ORYSAnot assigned not assigned ARA1 Aldo_ket_red dkgB dkgA Tas 	minor CHO metabolism.others	3_5

CUST_3298_PI403524517	2	0.025327682	-0.025327682	0.04095173	0.25389767	-0.030735493	-0.17395353	35_901	Rep: Fructose-1,6-bisphosphatase, cytosolic - Oryza sativa (Rice)	UniRef90_O64421	CHR1V7|COORD:16470624..16472787| fructose-1,6-bisphosphatase, putative / D-fructose-1,6-bisphosphate 1-phosphohydrolase, putative	AT1G43670.1	CHR01V5|COORD:37846372..37849462|protein fructose-1,6-bisphosphatase, cytosolic, putative, expressed	LOC_Os01g64660.3	 no descriptionmoderately similar to ( 260)AT1G43670| Symbols:  | fructose-1,6-bisphosphatase, putative / D-fructose-1,6-bisphosphate 1-phosphohydrolase, putative / FBPase, putative | chr1:16470624-16472787 FORWARDmoderately similar to ( 269)F16P2_SACHYFructose-1,6-bisphosphatase, cytosolic - Saccharum hybrid (Sugarcane)not assigned FBPase FBPase PRK09293 Fbp 	major CHO metabolism.synthesis.sucrose.FBPase	2_1_1_3

CUST_177463_PI403524517	2	0.057944298	-0.14249802	0.08296299	0.027618408	-0.063280106	-0.027618408	35_49364	"Cluster: Os05g0565500 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0565500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DFX0	CHR1V7|COORD:26835997..26836953| 6-phosphogluconate dehydrogenase NAD-binding domain-containing protein	AT1G71180.1	CHR05V5|COORD:28049945..28048974|protein expressed protein	LOC_Os05g49070.1	no descriptionweakly similar to ( 105)AT1G71180| Symbols:  | 6-phosphogluconate dehydrogenase NAD-binding domain-containing protein | chr1:26835997-26836953 FORWARDnot assigned MmsB garR	OPP.oxidative PP.6-phosphogluconate dehydrogenase	7_1_3

CUST_9079_PI399408534	2	-0.37712955	-0.672637	0.66593456	0.09921646	0.42390442	-0.09921646	35_18468	"Cluster: BHLH protein family-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: BHLH protein family-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69JI7	"CHR1V7|COORD:25945467..25947262| BIM2 (BES1-INTERACTING MYC-LIKE PROTEIN 2); DNA binding / transcription factor"	AT1G69010.1	CHR09V5|COORD:18206612..18214107|protein transcription factor BIM2, putative, expressed	LOC_Os09g29930.1	"no descriptionmoderately similar to ( 204)AT1G69010| Symbols: BIM2 | BIM2 (BES1-INTERACTING MYC-LIKE PROTEIN 2); DNA binding / transcription factor | chr1:25945467-25947262 FORWARDvery weakly similar to (53.9)ARLC_MAIZEAnthocyanin regulatory Lc protein - Zea mays (Maize)not assigned not assigned HLH HLH HLH PRK07003 PRK12323"	RNA.regulation of transcription.bHLH,Basic Helix-Loop-Helix family	27_3_6

CUST_73874_PI403524517	2	-0.58464193	-0.0685606	0.0685606	0.19074821	0.2877884	-0.45940542	35_21185	"Cluster: Harpin-induced protein 1 containing protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Harpin-induced protein 1 containing"	UniRef90_Q2RB97	"CHR3V7|COORD:20076709..20077416| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G05975.1); similar to Harpin-induced 1 [Medicago truncatula]"	AT3G54200.1	CHR11V5|COORD:886579..885243|protein harpin-induced protein, putative, expressed	LOC_Os11g02730.1	"no descriptionvery weakly similar to (90.1)AT3G54200| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G05975.1); similar to Harpin-induced 1 [Medicago truncatula] (GB:ABE93043.1); contains InterPro domain Harpin-induced 1; (InterPro:IPR010847) | chr3:20076709-20077416 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07003 PRK12323 HPC2 Hin1 Herpes_BLLF1 PRK12678 DUF566 PRK07764 Tymo_45kd_70kd APC_basic Atrophin-1 Herpes_TAF50"	not assigned.unknown	35_2

CUST_26222_PI403524517	2	0.12459469	0.112496376	0.022068024	-0.022068024	-0.1153059	-0.11292076	35_7593	Rep: OSIGBa0097I24.2 protein - Oryza sativa (Rice)	UniRef90_Q01LN1	CHR3V7|COORD:593608..595464| protein phosphatase type 2C	AT3G02750.2	CHR02V5|COORD:16008537..16003639|protein protein phosphatase 2C containing protein, expressed	LOC_Os02g27220.1	no descriptionmoderately similar to ( 391)AT3G02750| Symbols:  | protein phosphatase type 2C | chr3:593608-595464 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned PP2Cc PP2Cc PP2C PTC1	protein.postranslational modification	29_4

CUST_130187_PI403524517	2	0.29199505	-0.14675999	-0.22308922	0.3592062	0.14676094	-0.35525513	35_36562	Rep: Geranylgeranyl hydrogenase - Triticum aestivum (Wheat)	UniRef90_Q45FE7	CHR1V7|COORD:27994909..27996506| geranylgeranyl reductase	AT1G74470.1	CHR02V5|COORD:31240356..31242949|protein geranylgeranyl hydrogenase, putative, expressed	LOC_Os02g51080.2	no descriptionmoderately similar to ( 208)AT1G74470| Symbols:  | geranylgeranyl reductase | chr1:27994909-27996506 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned FixC	secondary metabolism.isoprenoids.non-mevalonate pathway	16_1_1

CUST_55412_PI403524517	2	0.077913284	-0.08373928	0.07336569	-0.36406803	-0.07336521	0.46416187	35_15772	Rep: Defensin precursor - Triticum aestivum (Wheat)	UniRef90_Q8L698	"CHR2V7|COORD:538318..538841| LCR70/PDF2.1 (Low-molecular-weight cysteine-rich 70); protease inhibitor"	AT2G02120.1	CHR02V5|COORD:25184615..25185352|protein low-molecular-weight cysteine-rich protein LCR69 precursor, putative, expressed	LOC_Os02g41904.1	" no descriptionvery weakly similar to (65.9)AT2G02120| Symbols: PDF2.1, LCR70 | LCR70/PDF2.1 (Low-molecular-weight cysteine-rich 70); protease inhibitor | chr2:538318-538841 FORWARDvery weakly similar to (73.9)DEF2_CAPANDefensin J1-2 precursor - Capsicum annuum (Bell pepper)Gamma-thionin Knot1 "	stress.biotic	20_1

CUST_22032_PI399408534	2	-0.0597229	0.54205894	0.2773819	0.059724808	-0.23241615	-0.15488815	35_919	"Cluster: Putative phi-1; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative phi-1 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q67X77	CHR4V7|COORD:5740375..5741319| phosphate-responsive protein, putative (EXO)	AT4G08950.1	CHR06V5|COORD:6180477..6179309|protein phi-1-like phosphate-induced protein, putative, expressed	LOC_Os06g11660.1	 no descriptionmoderately similar to ( 306)AT4G08950| Symbols:  | phosphate-responsive protein, putative (EXO) | chr4:5740375-5741319 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Phi_1 PRK07003 PRK12678 PRK07764 DUF1509 PRK12323 IER 	signalling.in sugar and nutrient physiology	30_1

CUST_14415_PI403524517	2	-3.976822E-4	-0.17098999	0.022452354	0.01567173	3.976822E-4	-0.0038442612	35_4143	"Cluster: Putative ATP-binding protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ATP-binding protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q60EF8	"CHR5V7|COORD:26537135..26538685| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G50960.1); similar to Thioredoxin domain 2 [Medicago truncatula]"	AT5G66410.1	CHR11V5|COORD:22793788..22797420|protein thioredoxin domain-containing protein 9, putative, expressed	LOC_Os11g39140.1	"no descriptionmoderately similar to ( 297)AT5G66410| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G50960.1); similar to Thioredoxin domain 2 [Medicago truncatula] (GB:ABE84079.1); contains InterPro domain Thioredoxin-like fold; (InterPro:IPR012336); contains InterPro domain Thioredoxin domain 2; (InterPro:IPR006663); contains InterPro domain Thioredoxin fold; (InterPro:IPR012335) | chr5:26537135-26538685 FORWARDnot assigned not assigned Phd_like_TxnDC9 Phd_like Phd_like_VIAF Phd_like_Phd TRX_family"	not assigned.unknown	35_2

CUST_10691_PI403524517	2	-0.06392622	-0.38634634	0.52167034	0.06392622	0.49013376	-0.16189289	35_3019	"Cluster: MRP-like ABC transporter; n=2; Oryza sativa (japonica cultivar-group)|Rep: MRP-like ABC transporter - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8GU65	CHR2V7|COORD:19582014..19587453| ATMRP4 (Arabidopsis thaliana multidrug resistance-associated protein 4)	AT2G47800.1	CHR04V5|COORD:7292133..7281411|protein multidrug resistance-associated protein 4, putative, expressed	LOC_Os04g13210.1	 no descriptionmoderately similar to ( 414)AT2G47800| Symbols: EST3, ATMRP4 | ATMRP4 (Arabidopsis thaliana multidrug resistance-associated protein 4) | chr2:19582014-19587453 FORWARDvery weakly similar to (93.2)MDR_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned ABCC_MRP_domain1 PRK11174 CydD MdlB SunT ABC_MTABC3_MDL1_MDL2 ABCC_ATM1_transporter ABCC_SUR1_N ABCC_CFTR1 ABCC_MsbA ABCC_Glucan_exporter_like ABCC_MRP_Like ABCC_Hemolysin PRK10789 ABCC_bacteriocin_exporters CydC ATM1 PRK11176 ABC_membrane ABC_tran PotA ArpD ABC_ATPase PRK11160 ABC_Carb_Solutes_like AbcC ZnuC ABCC_MRP_domain2 ABC_OpuCA_Osmoprotection ABC_Metallic_Cations CcmA OpuBA ABC_cobalt_CbiO_domain1 ABCC_TAP ABC_MetN_methionine_transporter GlnQ ABC_Pro_Gly_Bertaine MalK TauB FepC ABC_MalK_N ABC_Class3 ABCC_cytochrome_bd ProV SalX ABC_Iron-Siderophores_B12_Hemin potA ABC_NrtD_SsuB_transporters ABC_MJ0796_Lo1CDE_FtsE ABC_DR_subfamily_A CysA ABC_ModC_molybdenum_transporter CbiO ThiQ ABCC_NFT1 ABC_cobalt_CbiO_domain2 COG3638 ABC_PhnC_transporter ABC_HisP_GlnQ_permeases ABC_CysA_sulfate_importer metN DppF COG1123 ABC_PotA_N ABC_ModC_like ABCC_Protease_Secretion ABC_Carb_Monos_II PRK10790 ABC_subfamily_A ABC_Carb_Monos_I PRK10619 PRK10070 ABC_NikE_OppD_transporters Ttg2A ModC AppF TagH HisP CeuD ABC_Org_Solvent_Resistant MglA ABC_YhbG NatA PRK10535 PRK11000 ABCF_EF-3 ABC_FeS_Assembly ABCC_SUR2 PRK10851 YhbG TauB DppD ABC_KpsT_Wzt ABC_TM1139_LivF_branched ABC_ThiQ_thiamine_transporter glnQ Uup ABC_Mj1267_LivG_branched ABC_PstB_phosphate_transporter fbpC ABC_putative_ATPase sufC thiQ ArtP COG4559 artP 	transport.ABC transporters and multidrug resistance systems	34_16

CUST_11541_PI404877155	2	0.011281967	0.24583435	0.036197662	-0.14277267	-0.25205135	-0.011282921	Contig5234_at	putative pre-mRNA splicing factor SF2 [Oryza sativa (japonica cultivar-group)]	BAC79849.1	pre-mRNA splicing factor SF2 (SF2) / SR1 protein	At1g02840.1	protein RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain), putative	Os03g22380	SF2/ASF-like splicing modulator Srp30	RNA.processing	27_1

CUST_71637_PI403524517	2	-0.032417297	-0.11090469	0.06987381	0.15206337	-0.17170143	0.03241825	35_20537	Rep: Hypothetical protein 131L1.5 - Sorghum bicolor (Sorghum) (Sorghum vulgare)	UniRef90_Q5NKS8	"CHR5V7|COORD:16844058..16845377| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G09570.1); similar to unknown [Sorghum bicolor] (GB:AAQ06259.1);"	AT5G42090.1	CHR06V5|COORD:1728997..1724314|protein protein GPR108 precursor, putative, expressed	LOC_Os06g04130.2	"no descriptionmoderately similar to ( 227)AT5G42090| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G09570.1); similar to unknown [Sorghum bicolor] (GB:AAQ06259.1); contains InterPro domain Lung seven transmembrane receptor; (InterPro:IPR009637) | chr5:16844058-16845377 FORWARDnot assigned Lung_7-TM_R"	not assigned.unknown	35_2

CUST_175239_PI403524517	2	0.3985014	0.04578972	-0.24744368	-0.5164485	2.5625267	-0.045790195	35_48778	"Cluster: Os11g0552000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os11g0552000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IS70	CHR4V7|COORD:14055693..14057415| transaminase	AT4G28420.2	CHR11V5|COORD:20027965..20024283|protein tyrosine aminotransferase, putative, expressed	LOC_Os11g35040.1	no descriptionvery weakly similar to (85.1)AT4G28420| Symbols:  | transaminase | chr4:14055693-14057415 FORWARDnot assigned PRK05794 PRK08443	amino acid metabolism.degradation.aromatic aa.tyrosine	13_2_6_2

CUST_57411_PI403524517	2	-1.1213694	1.0381179	1.5084529	-0.43255424	0.37058878	-0.37058878	35_16370	Rep: Probable aquaporin TIP4.1 - Oryza sativa (Rice)	UniRef90_Q75GA5	"CHR2V7|COORD:11019736..11020984| TIP4;1 (tonoplast intrinsic protein 4;1); water channel"	AT2G25810.1	CHR05V5|COORD:7980002..7982308|protein aquaporin TIP4.1, putative, expressed	LOC_Os05g14240.1	"no descriptionmoderately similar to ( 243)AT2G25810| Symbols: TIP4;1 | TIP4;1 (tonoplast intrinsic protein 4;1); water channel | chr2:11019736-11020984 FORWARDmoderately similar to ( 375)TIP41_ORYSAnot assigned not assigned not assigned not assigned MIP MIP GlpF PRK05420 PRK12323 PRK07764"	transport.Major Intrinsic Proteins.TIP	34_19_2

CUST_121895_PI403524517	2	0.11064625	0.031467438	-0.0014467239	0.0014467239	-0.11926651	-0.012776375	35_34415	"Cluster: Putative salt tolerance protein 5; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative salt tolerance protein 5 - Oryza sativa (japonica cultivar"	UniRef90_Q67X37	CHR5V7|COORD:21678814..21680609| nuclear movement family protein	AT5G53400.1	CHR06V5|COORD:6793151..6795998|protein nuclear migration protein nudC, putative, expressed	LOC_Os06g12530.2	no descriptionvery weakly similar to (64.7)AT5G53400| Symbols:  | nuclear movement family protein | chr5:21678814-21680609 FORWARDnot assigned	cell.organisation	31_1

CUST_77463_PI403524517	2	-0.21515179	-0.0031108856	0.030874252	0.0031108856	-0.422081	0.15370941	35_22197	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_7051_PI404877155	2	-0.023139954	0.41560745	0.26648045	-0.1917324	-0.17188168	0.023140907	Contig20667_at	0	BAD33589.1	zinc finger protein, putative (SHI)	At5g66350.1	protein zinc finger protein SHI, putative	Os06g49830	NONE	RNA.regulation of transcription.unclassified	27_3_99

CUST_19358_PI403524517	2	0.0590086	0.6902771	0.1475811	-0.34647942	-0.38299465	-0.059009552	35_5612	"Cluster: RING zinc finger protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: RING zinc finger protein, putative, expressed - Oryza s"	UniRef90_Q10BN7	CHR3V7|COORD:1495641..1497393| zinc finger (C3HC4-type RING finger) family protein	AT3G05250.1	CHR03V5|COORD:33833472..33830906|protein RING zinc finger protein, putative, expressed	LOC_Os03g59540.1	no descriptionweakly similar to ( 199)AT3G05250| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr3:1495641-1497393 FORWARDnot assigned RING zf-C3HC4 RING	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_71273_PI403524517	2	0.07286072	-0.0868454	0.133008	-0.024690628	-0.18009663	0.024691582	35_20418	Rep: OSIGBa0112G01.4 protein - Oryza sativa (Rice)	UniRef90_Q01MP9	CHR5|COORD:9375256..9377128| D111/G-patch domain-containing protein, contains Pfam PF01585: G-patch domain	AT5G26610.2	CHR04V5|COORD:895931..900505|protein retrotransposon protein, putative, Ty3-gypsy subclass, expressed	LOC_Os04g02500.2	no descriptionmoderately similar to ( 283)AT5G26610| Symbols:  | D111/G-patch domain-containing protein | chr5:9375459-9376994 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned G_patch G-patch	not assigned.no ontology	35_1

CUST_148929_PI403524517	2	-0.09792423	0.028574944	0.16026592	-0.02857399	0.30229664	-0.1827364	35_41662	"Cluster: Os06g0139700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0139700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DER3	"CHR5V7|COORD:19144501..19145720| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G03710.1); similar to hypothetical protein 26.t00106 [Brassica"	AT5G47090.1	CHR06V5|COORD:2083593..2086401|protein expressed protein	LOC_Os06g04780.1	"no descriptionweakly similar to ( 110)AT5G47090| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G03710.1); similar to hypothetical protein 26.t00106 [Brassica oleracea] (GB:ABD65045.1) | chr5:19144501-19145720 FORWARDnot assigned not assigned not assigned PRK07764"	not assigned.unknown	35_2

CUST_26376_PI403524517	2	0.15677643	1.1285391	0.04934311	-0.31428337	-0.13561726	-0.04934311	35_7643	Rep: Name - Oryza sativa (japonica cultivar-group)	UniRef90_Q84JT4	"CHR4V7|COORD:238154..240019| DGD2 (digalactosyldiacylglycerol synthase 2); UDP-galactose:MGDG galactosyltransferase/ transferase,"	AT4G00550.1	CHR03V5|COORD:8885407..8881757|protein digalactosyldiacylglycerol synthase 2, putative, expressed	LOC_Os03g16140.4	" no descriptionmoderately similar to ( 342)AT4G00550| Symbols: DGD2 | DGD2 (digalactosyldiacylglycerol synthase 2); UDP-galactose:MGDG galactosyltransferase/ transferase, transferring glycosyl groups | chr4:238154-240019 REVERSEmoderately similar to ( 349)DGDG2_LOTJADigalactosyldiacylglycerol synthase 2, chloroplast - Lotus japonicus"	lipid metabolism.glycolipid synthesis.DGDG synthase	11_10_2

CUST_174539_PI403524517	2	-0.2133627	0.14965296	-0.17473125	0.43925905	0.6002488	-0.14965296	35_48588	"Cluster: Sugar transporter family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Sugar transporter family protein, expressed - Oryza sativ"	UniRef90_Q2R0I8	CHR1V7|COORD:20428138..20433645| sugar transporter, putative	AT1G54730.2	CHR11V5|COORD:25039097..25035590|protein solute carrier family 2, facilitated glucose transporter member 8, putative, expressed	LOC_Os11g42430.1	no description	not assigned.unknown	35_2

CUST_235_PI399408534	2	0.19391727	0.51254463	-0.08493614	-0.046940804	-0.109918594	0.046940804	35_4874	Rep: Mitogen-activated protein kinase 8 - Oryza sativa (Rice)	UniRef90_Q5SN53	"CHR2V7|COORD:17847649..17851024| ATMPK20 (Arabidopsis thaliana MAP kinase 20); MAP kinase"	AT2G42880.1	CHR01V5|COORD:27498135..27505279|protein OsMPK20-4 - putative MAPK based on amino acid sequence homology, expressed	LOC_Os01g47530.3	"no descriptionweakly similar to ( 198)AT2G42880| Symbols: ATMPK20 | ATMPK20 (Arabidopsis thaliana MAP kinase 20); MAP kinase | chr2:17847649-17851024 REVERSEmoderately similar to ( 405)MPK8_ORYSA"	signalling.MAP kinases	30_6

CUST_30315_PI399408534	2	-0.1803832	-0.71546936	0.9224539	0.18038368	0.19863701	-0.35481215	35_46124	"Cluster: Receptor-like protein kinase ARK1; n=3; Oryza sativa (japonica cultivar-group)|Rep: Receptor-like protein kinase ARK1 - Oryza sativa (japonica cultivar"	UniRef90_Q7XJ40	"CHR1V7|COORD:24476829..24480186| ARK2 (Arabidopsis Receptor Kinase 2); kinase"	AT1G65800.1	CHR01V5|COORD:33583561..33575723|protein serine/threonine-protein kinase receptor precursor, putative, expressed	LOC_Os01g57560.1	"no descriptionmoderately similar to ( 266)AT1G65800| Symbols: ARK2 | ARK2 (Arabidopsis Receptor Kinase 2); kinase | chr1:24476829-24480186 FORWARDweakly similar to ( 141)PSKR_DAUCAPhytosulfokine receptor precursor - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pkinase_Tyr PTKc TyrKc S_TKc S_TKc Pkinase PTKc_Jak_rpt2 PTKc_EphR PTKc_Csk_like PTKc_Src_like PTKc_ALK_LTK PTKc_InsR_like PTKc_Srm_Brk PTKc_EGFR_like SPS1 PTKc_Lck_Blk PTKc_DDR PTKc_Frk_like PTKc_Axl_like PTKc_Trk PTKc_Tec_like PTKc_Ror PTKc_Tec_Rlk PTKc_Lyn PTKc_Syk_like PTKc_DDR_like PTKc_DDR2 PTKc_Fes_like PTKc_Hck PTKc_Ack_like PTKc_Csk PTKc_EphR_A PTKc_Chk PTKc_FGFR PTKc_Src PTKc_c-ros PTKc_EphR_A2 PTKc_EphR_B PTKc_RET PTKc_Itk PTKc_HER4 PTKc_Fyn_Yrk PTKc_DDR1 PTKc_Jak2_Jak3_rpt2 PTKc_IGF-1R PTK_CCK4 PTKc_PDGFR PTKc_Yes PTKc_TrkC PTKc_VEGFR PTKc_Abl PTKc_Musk PTKc_FGFR4 PTKc_Tyro3 PTKc_Fes PTKc_InsR PTKc_Met_Ron PTKc_TrkA PTKc_FGFR2 PTKc_VEGFR3 PTKc_Axl PTKc_Btk_Bmx PTKc_Ror1 PTKc_VEGFR2 PTKc_TrkB PTKc_Jak1_rpt2 PTKc_EphR_A10 PTKc_EGFR PTKc_FGFR3 PTKc_CSF-1R PTK_Ryk PTKc_HER2 PTKc_FGFR1 PTKc_Ror2 PTK_HER3 PTKc_Syk PTKc_PDGFR_alpha PTKc_Tyk2_rpt2 PTKc_Tie1 PTKc_Tie PTKc_Tie2 PTKc_Zap-70 PTKc_Fer PTKc_Kit PTKc_PDGFR_beta PTKc_FAK PTK_Jak_rpt1 PTK_Jak2_Jak3_rpt1 PTKc_Aatyk"	signalling.receptor kinases.DUF 26	30_2_17

CUST_138836_PI403524517	2	0.4321146	0.013453007	-0.10912418	-0.01345253	0.6037698	-0.3139801	35_38943	0	0		0	CHR11V5|COORD:24751413..24744428|protein armadillo/beta-catenin-like repeat family protein, expressed	LOC_Os11g41990.2	no description	not assigned.unknown	35_2

CUST_14051_PI403524517	2	0.07498264	-0.16165352	-0.06305313	0.06644249	-0.02402401	0.02402401	35_4028	"Cluster: Putative Cgi67 serine protease; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Cgi67 serine protease - Oryza sativa (japonica cultivar-group"	UniRef90_Q6YUU0	"CHR3V7|COORD:256760..258386| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G14390.1); similar to Esterase/lipase/thioesterase [Medicago truncatula]"	AT3G01690.1	CHR02V5|COORD:5043326..5038456|protein esterase/lipase/thioesterase, putative, expressed	LOC_Os02g09770.4	"no descriptionmoderately similar to ( 311)AT3G01690| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G14390.1); similar to Esterase/lipase/thioesterase [Medicago truncatula] (GB:ABD32255.1); contains InterPro domain Esterase/lipase/thioesterase; (InterPro:IPR000379); contains InterPro domain Alpha/beta hydrolase fold-1; (InterPro:IPR000073) | chr3:256760-258386 FORWARDnot assigned not assigned DAP2"	not assigned.unknown	35_2

CUST_97822_PI403524517	2	-0.13124037	0.867486	-0.04839611	0.048395634	-0.7030239	0.69398403	35_27930	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_81238_PI403524517	2	-0.3587513	0.4163823	0.06709385	0.1987381	-0.06709385	-0.13912535	35_23304	"Cluster: Os09g0374900 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0374900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J268	CHR3V7|COORD:21112632..21114183| strictosidine synthase family protein	AT3G57030.1	CHR09V5|COORD:12535620..12538846|protein strictosidine synthase 3 precursor, putative	LOC_Os09g20810.1	no descriptionmoderately similar to ( 203)AT3G57030| Symbols:  | strictosidine synthase family protein | chr3:21112632-21114183 REVERSEweakly similar to ( 133)STSY_CATROStrictosidine synthase precursor - Catharanthus roseus (Rosy periwinkle) (Madagascar periwinkle)not assigned not assigned not assigned not assigned Str_synth COG3386 PRK12678 SGL PRK12323	secondary metabolism.N misc.alkaloid-like	16_4_1

CUST_2591_PI404877155	2	0.0629549	1.113967	0.110897064	-0.13351822	-0.25778008	-0.06295395	Contig1302_at	putative small nuclear ribonucleoprotein polypeptide D3 [Oryza sativa (japonica cultivar-group)] dbj|BAD08200.1| putative small nuclear ribo	BAD07817.1	small nuclear ribonucleoprotein, putative / snRNP, putative / Sm protein, putative	At1g20580.1	protein Sm protein, putative	Os02g01250	Cysteine synthase	glycolysis.enolase	4_12

CUST_61392_PI403524517	2	-0.06574345	0.19992828	0.0657444	-0.10935211	0.08006859	-0.16634941	35_17520	"Cluster: Putative F-box protein FBL2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative F-box protein FBL2 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K3D2	CHR3V7|COORD:21656736..21659196| F-box family protein-related	AT3G58530.1	CHR02V5|COORD:10437391..10440913|protein Leucine Rich Repeat family protein, expressed	LOC_Os02g17990.2	no descriptionmoderately similar to ( 411)AT3G58530| Symbols:  | F-box family protein-related | chr3:21656736-21659196 FORWARDnot assigned not assigned not assigned not assigned	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_69114_PI403524517	2	-0.031788826	0.41772366	0.0796442	-0.117406845	0.031787872	-0.14217567	35_19775	"Cluster: Rho-GTPase-activating protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Rho-GTPase-activating protein-like - Oryza sativa"	UniRef90_Q5JMU5	"CHR3V7|COORD:3160421..3161584| similar to Rho-GTPase-activating protein-related [Arabidopsis thaliana] (TAIR:AT4G35750.1); similar to Cellular"	AT3G10210.1	CHR01V5|COORD:42042858..42045867|protein cellular retinaldehyde-binding/triple function, C-terminal, putative, expressed	LOC_Os01g71980.1	" no descriptionmoderately similar to ( 309)AT3G10210| Symbols:  | similar to Rho-GTPase-activating protein-related [Arabidopsis thaliana] (TAIR:AT4G35750.1); similar to Cellular retinaldehyde-binding/triple function, C-terminal [Medicago truncatula] (GB:ABD28324.1); contains InterPro domain Cellular retinaldehyde-binding/triple function, C-terminal; (InterPro:IPR001251) | chr3:3160421-3161584 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned SEC14 SEC14 "	not assigned.no ontology	35_1

CUST_20206_PI403524517	2	-0.043981075	0.2898302	0.043981552	-0.72776604	-0.27499866	0.13103819	35_5857	"Cluster: OSJNBb0051N19.2 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBb0051N19.2 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XSG1	"CHR1V7|COORD:12162329..12164680| SCPL18 (serine carboxypeptidase-like 18); serine carboxypeptidase"	AT1G33540.1	CHR04V5|COORD:5196591..5187951|protein serine carboxypeptidase 1 precursor, putative, expressed	LOC_Os04g09720.2	"no descriptionmoderately similar to ( 264)AT1G33540| Symbols: SCPL18 | SCPL18 (serine carboxypeptidase-like 18); serine carboxypeptidase | chr1:12162329-12164680 REVERSEmoderately similar to ( 239)CBP1_ORYSAnot assigned not assigned Peptidase_S10 COG2939"	protein.degradation.serine protease	29_5_5

CUST_87199_PI403524517	2	0.14960766	-0.08801174	-0.17840481	0.08068895	0.1993308	-0.08068943	35_24969	"Cluster: Putative flavin-containing monooxygenase YUCCA3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative flavin-containing monooxygenase YUCCA3 - Ory"	UniRef90_Q9SDE9	CHR1V7|COORD:7500834..7502175| flavin-containing monooxygenase family protein / FMO family protein	AT1G21430.1	CHR01V5|COORD:9485603..9490742|protein disulfide oxidoreductase/ monooxygenase/ oxidoreductase, putative, expressed	LOC_Os01g16714.1	" no descriptionweakly similar to ( 185)AT5G43890| Symbols: YUCCA5, SUPER1 | SUPER1/YUCCA5 (SUPPRESSOR OF ER1); monooxygenase | chr5:17666084-17667358 REVERSEnot assigned not assigned not assigned not assigned TrkA FMO-like TrxB Pyr_redox_2 FixC COG1233 PRK06183 PRK08132 UbiH IucD gltD "	misc.oxidases - copper, flavone etc.	26_7

CUST_91961_PI403524517	2	0.013012886	0.37481022	-0.013012886	-0.032632828	-0.020503998	0.073041916	35_26293	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_93858_PI403524517	2	0.0038719177	0.43119812	-0.0038719177	-0.10568333	0.124298096	-0.24603176	35_26836	"Cluster: Oxidoreductase, N-terminal:Oxidoreductase, C-terminal; n=1; Kineococcus radiotolerans SRS30216|Rep: Oxidoreductase, N-terminal:Oxidoreductase, C-termin"	UniRef90_Q40VN4	"CHR3|COORD:5592924..5595723| similar to jacalin lectin family protein [Arabidopsis thaliana] (TAIR:At1g52040.1); similar to myrosinase-binding"	AT3G16460.2	0	0	no description	not assigned.unknown	35_2

CUST_20717_PI403524517	2	-0.24064255	0.33693218	-0.004512787	0.045900345	-0.12465286	0.004511833	35_6018	"Cluster: Putative brassinosteroid insensitive 1-associated receptor kinase 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative brassinosteroid"	UniRef90_Q8W0B8	"CHR3V7|COORD:8960418..8963310| ATPERK1 (PROLINE EXTENSIN-LIKE RECEPTOR KINASE 1); ATP binding / protein kinase"	AT3G24550.1	CHR01V5|COORD:7034905..7039727|protein receptor protein kinase PERK1, putative, expressed	LOC_Os01g12720.1	"no descriptionhighly similar to ( 533)AT3G24550| Symbols: ATPERK1 | ATPERK1 (PROLINE EXTENSIN-LIKE RECEPTOR KINASE 1); ATP binding / protein kinase | chr3:8960418-8963310 FORWARDmoderately similar to ( 251)PSKR_DAUCAPhytosulfokine receptor precursor - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pkinase_Tyr PTKc TyrKc S_TKc S_TKc Pkinase PTKc_Src_like PTKc_Srm_Brk PTKc_Frk_like PTKc_Jak_rpt2 PTKc_EGFR_like PTKc_Csk_like PTKc_Itk PTKc_Syk_like SPS1 PTKc_Src PTKc_Fyn_Yrk PTKc_EphR PTKc_Lck_Blk PTKc_Trk PTKc_Yes PTKc_Jak2_Jak3_rpt2 PTKc_Tec_like PTKc_Ror PTKc_InsR_like PTKc_c-ros PTKc_Lyn PTK_HER3 PTKc_Tec_Rlk PTKc_Ack_like PTKc_Fes_like PTKc_ALK_LTK PTKc_Chk PTKc_Btk_Bmx PTKc_Abl PTKc_Hck PTKc_Fer PTKc_TrkA PTKc_RET PTKc_FAK PTKc_TrkB PTKc_DDR PTKc_Csk PTKc_EphR_A2 PTKc_HER4 PTKc_Met_Ron PTKc_DDR_like PTKc_TrkC PTKc_Tyk2_rpt2 PTKc_Musk PTKc_Ror1 PTKc_FGFR PTKc_EGFR PTKc_Tie2 PTKc_HER2 PTKc_Fes PTKc_Jak1_rpt2 PTKc_EphR_B PTKc_Tie PTKc_Zap-70 PTKc_DDR1 PTKc_Axl_like PTKc_Tie1 PTKc_IGF-1R PTKc_InsR PTKc_PDGFR PTKc_FGFR4 PTKc_Aatyk PTKc_EphR_A PTKc_DDR2 PTK_CCK4 PTKc_FGFR1 PTKc_Syk PTK_Ryk PTKc_FGFR3 PTK_Jak_rpt1 PTKc_Aatyk1_Aatyk3 PTKc_FGFR2 PTKc_EphR_A10 PTKc_Ror2 PTKc_Axl PTKc_Tyro3 PTK_Jak2_Jak3_rpt1 PTKc_CSF-1R PTKc_Kit PTKc_Aatyk2 PTKc_VEGFR PTK_Jak1_rpt1 PTKc_VEGFR3 PTKc_VEGFR2 PTK_Tyk2_rpt1 PTKc_PDGFR_alpha PTKc_PDGFR_beta"	protein.postranslational modification.kinase.receptor like cytoplasmatic kinase VII	29_4_1_57

CUST_162859_PI403524517	2	0.5548358	0.04852152	-0.43651962	-0.27435255	0.17853689	-0.048521042	35_45424	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_15459_PI403524517	2	0.06934929	0.3664322	-0.058689117	-0.0488739	-0.0075740814	0.007575035	35_4460	Rep: Hypothetical protein B'teta - Oryza sativa (Rice)	UniRef90_Q8L6I5	CHR4|COORD:8817187..8819693| serine/threonine protein phosphatase 2A (PP2A) regulatory subunit B' (B'gamma), identical to B' regulatory subunit of PP2A (Arabido	AT4G15415.1	CHR08V5|COORD:1203406..1199532|protein transposon protein, putative, unclassified, expressed	LOC_Os08g02860.1	no descriptionmoderately similar to ( 315)AT4G15415| Symbols:  | serine/threonine protein phosphatase 2A (PP2A) regulatory subunit B' (B'gamma) | chr4:8817707-8819349 FORWARDnot assigned B56	protein.postranslational modification	29_4

CUST_111041_PI403524517	2	-0.022738457	-0.04941368	-0.008363724	0.008363724	0.3225422	0.13030148	35_31534	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q75GQ8	CHR3V7|COORD:7803611..7808053| Encodes a Protease inhibitor/seed storage/LTP family protein	AT3G22142.1	CHR03V5|COORD:25914215..25915779|protein expressed protein	LOC_Os03g45930.1	no description	not assigned.unknown	35_2

CUST_7504_PI403524517	2	0.05700016	0.09914398	-0.057001114	-0.12798595	0.07690334	-0.15456581	35_2088	"Cluster: Proteasome inhibitor-like protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Proteasome inhibitor-like protein - Oryza sativa (japonica cultivar"	UniRef90_Q84ZC7	CHR3V7|COORD:19996186..19998110| proteasome inhibitor-related	AT3G53970.1	CHR07V5|COORD:21792168..21786881|protein expressed protein	LOC_Os07g36420.1	no descriptionweakly similar to ( 142)AT3G53970| Symbols:  | proteasome inhibitor-related | chr3:19996186-19998110 FORWARDnot assigned PI31_Prot_Reg	protein.degradation.ubiquitin.proteasom	29_5_11_20

CUST_180952_PI403524517	2	-0.009646893	0.009646893	0.12085152	-0.014455318	-0.16111088	0.96748066	35_50322	"Cluster: Hypothetical protein OSJNBa0035J16.6; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0035J16.6 - Oryza sativa (japonica cu"	UniRef90_Q6ATY7	CHR3V7|COORD:7602015..7603727| cobalt ion transporter	AT3G21580.2	CHR05V5|COORD:19399724..19405431|protein cobalt ion transporter, putative, expressed	LOC_Os05g33230.1	no descriptionweakly similar to ( 109)AT3G21580| Symbols:  | cobalt ion transporter | chr3:7602015-7603727 REVERSE	transport.metal	34_12

CUST_64368_PI403524517	2	-0.0018548965	0.12934399	-0.04730892	-0.09881592	0.0018548965	0.05413246	35_18375	"Cluster: Translocation protein-related-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Translocation protein-related-like - Oryza sativa (japonica"	UniRef90_Q67U13	CHR3V7|COORD:7328769..7330704| protein transporter	AT3G20920.2	CHR02V5|COORD:13842236..13834534|protein protein transporter, putative, expressed	LOC_Os02g23890.1	no descriptionmoderately similar to ( 431)AT3G20920| Symbols:  | protein transporter | chr3:7328769-7330704 REVERSEnot assigned Sec62 SEC62	not assigned.no ontology	35_1

CUST_13206_PI404877155	2	0.19245529	-0.2010107	-0.004491806	0.117399216	7.171631E-4	-7.162094E-4	Contig6914_at	mitochondrial aspartate-glutamate carrier protein-like [Oryza sativa (japonica cultivar-group)]	BAC84529.1	mitochondrial substrate carrier family protein	At4g39460.1	protein Mitochondrial carrier protein, putative	Os05g29860	NONE	transport.metabolite transporters at the mitochondrial membrane	34_9

CUST_19576_PI404877155	2	-0.5931511	-0.6501627	0.11965752	0.42424488	-0.11965752	0.180192	rbasd16a13_s_at	Nonspecific lipid-transfer protein 4.1 precursor (LTP 4.1) (CW21) (CW-21) pir||S45371 nonspecific lipid transfer protein Cw-21 precursor - b	Q43767	lipid transfer protein 4 (LTP4)	At5g59310.1	protein Protease inhibitor/seed storage/LTP family, putative	Os11g24070	lipid transfer protein	lipid metabolism.lipid transfer proteins etc	11_6

CUST_74241_PI403524517	2	-0.011213303	0.11267471	-0.03348255	-0.15906811	0.011213303	0.27855968	35_21291	"Cluster: Os12g0465700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os12g0465700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0INF4	"CHR5V7|COORD:5770520..5772345| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G03460.1); similar to expressed protein [Oryza sativa (japonica"	AT5G17510.1	CHR12V5|COORD:16505181..16497498|protein expressed protein	LOC_Os12g27994.1	"no descriptionweakly similar to ( 146)AT5G17510| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G03460.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABG22017.1) | chr5:5770520-5772345 REVERSEnot assigned not assigned not assigned GAL11 PRK12323 PRK07764"	not assigned.unknown	35_2

CUST_164672_PI403524517	2	-0.15121889	0.41632795	0.15121937	-0.297832	-0.5447087	3.238576	35_45897	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_28707_PI403524517	2	-0.070409775	0.446743	-0.28434372	0.050143242	0.18745708	-0.050143242	35_8292	"Cluster: Os01g0194000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0194000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JPY0	"CHR3V7|COORD:3718535..3721129| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G04860.1); similar to expressed protein [Oryza sativa (japonica"	AT3G11760.1	CHR01V5|COORD:5037500..5034040|protein expressed protein	LOC_Os01g09770.1	"no descriptionmoderately similar to ( 217)AT3G11760| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G04860.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABF97907.1); similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE84189.1); similar to Os03g0649000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001050782.1) | chr3:3718535-3721129 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07764 PRK12678 PRK07003 PRK09169"	not assigned.unknown	35_2

CUST_163322_PI403524517	2	0.30051947	0.24824762	0.058822155	-0.3631363	-0.39658403	-0.058822155	35_45546	"Cluster: Putative 3-isopropylmalate dehydrogenase; n=3; Oryza sativa (japonica cultivar-group)|Rep: Putative 3-isopropylmalate dehydrogenase - Oryza sativa (jap"	UniRef90_Q7Y096	CHR5V7|COORD:4576222..4577964| 3-isopropylmalate dehydrogenase	AT5G14200.3	CHR03V5|COORD:25540343..25544855|protein 3-isopropylmalate dehydrogenase 2, chloroplast precursor, putative, expressed	LOC_Os03g45320.1	 no descriptionvery weakly similar to (85.5)AT5G14200| Symbols:  | 3-isopropylmalate dehydrogenase | chr5:4576222-4577964 FORWARDvery weakly similar to (80.9)LEU3_BRANA3-isopropylmalate dehydrogenase, chloroplast precursor - Brassica napus (Rape)not assigned PRK00772 Iso_dh LeuB 	amino acid metabolism.synthesis.branched chain group.leucine specific.3-isopropylmalate dehydrogenase	13_1_4_4_3

CUST_306_PI404877155	2	-0.56757545	-0.30956125	-0.007789612	0.37044334	0.21510983	0.007789612	Contig10182_at	putative ABC transporter protein [Oryza sativa (japonica cultivar-group)]	NP_917615.1	ABC transporter family protein	At1g15520.1	protein ABC transporter, putative	Os09g16330	"PDR12;PLEIOTROPIC DRUG RESISTANCE 12;ABC transporter family involved in resistant to lead. Localizes to plasma membrane. Upregulated by lead. Expressed in leaves, flowers. Not expressed in roots."	transport.ABC transporters and multidrug resistance systems	34_16

CUST_5214_PI403524517	2	0.21954346	0.42895126	-0.015731812	-0.19270706	-0.30112076	0.015732765	35_1439	"Cluster: Chloroplast 50S ribosomal protein L31-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Chloroplast 50S ribosomal protein L31-like - Oryza sativa"	UniRef90_Q8RVB1	"CHR1V7|COORD:28275824..28276348| EMB2184 (EMBRYO DEFECTIVE 2184); structural constituent of ribosome"	AT1G75350.1	CHR01V5|COORD:25678396..25677469|protein 50S ribosomal protein L31, putative, expressed	LOC_Os01g44210.1	"no descriptionweakly similar to ( 108)AT1G75350| Symbols: EMB2184 | EMB2184 (EMBRYO DEFECTIVE 2184); structural constituent of ribosome | chr1:28275824-28276348 FORWARDrpl31 rpmE Ribosomal_L31 RpmE"	protein.synthesis.mito/plastid ribosomal protein.plastid	29_2_1_1

CUST_56814_PI403524517	2	-0.071541786	0.06485176	-0.023030281	-0.17208385	0.06993961	0.023030281	35_16182	"Cluster: Glucose-6-phosphate/phosphate translocator; n=1; Triticum aestivum|Rep: Glucose-6-phosphate/phosphate translocator - Triticum aestivum (Wheat)"	UniRef90_Q7XY15	"CHR1V7|COORD:22828192..22830124| GPT2 (glucose-6-phosphate/phosphate translocator 2); antiporter/ glucose-6-phosphate transporter"	AT1G61800.1	CHR08V5|COORD:5133293..5137365|protein glucose-6-phosphate/phosphate translocator 2, chloroplast precursor, putative, expressed	LOC_Os08g08840.2	" no descriptionweakly similar to ( 172)AT1G61800| Symbols: GPT2 | GPT2 (glucose-6-phosphate/phosphate translocator 2); antiporter/ glucose-6-phosphate transporter | chr1:22828192-22830124 FORWARDvery weakly similar to (83.2)TPT_PEATriose phosphate/phosphate translocator, chloroplast precursor - Pisum sativum (Garden pea)not assigned "	transport.metabolite transporters at the envelope membrane	34_8

CUST_8489_PI404877155	2	0.016410828	-0.07405472	0.032596588	-0.033495903	-0.016409874	0.025914192	Contig2507_at	GDP dissociation inhibitor protein - rice gb|AAB69870.1| GDP dissociation inhibitor protein OsGDI1 [Oryza sativa]	T02030	Rab GDP dissociation inhibitor (GDI1)	At2g44100.1	protein GDP dissociation inhibitor protein - rice	Os05g23860	Rab GDP dissociation inhibitor (GDI2), identical to Rab GDP dissociation inhibitor AtGDI2 (Arabidopsis thaliana) GI:2446981	signalling.G-proteins	30_5

CUST_62396_PI403524517	2	0.14890099	-0.072175026	-0.08609581	0.019288063	-0.019289017	0.21364975	35_17794	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QTL0	"CHR5V7|COORD:20460029..20462932| QS (QUINOLINATE SYNTHASE); quinolinate synthetase A"	AT5G50210.1	CHR12V5|COORD:11201686..11191196|protein quinolinate synthetase A protein, expressed	LOC_Os12g19304.2	"no descriptionhighly similar to ( 679)AT5G50210| Symbols: QS | QS (QUINOLINATE SYNTHASE); quinolinate synthetase A | chr5:20460029-20462932 FORWARDnot assigned PRK09375 NadA NadA"	not assigned.no ontology	35_1

CUST_4109_PI399408534	2	-0.006933689	0.28861523	0.006934166	-0.44960594	3.586484	-0.5615754	35_47550	"Cluster: Putative DNA-binding protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative DNA-binding protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q94CZ7	CHR4V7|COORD:871268..872885| pentatricopeptide (PPR) repeat-containing protein	AT4G01990.1	CHR01V5|COORD:11090765..11085832|protein tetratricopeptide-like helical, putative, expressed	LOC_Os01g19548.2	no descriptionvery weakly similar to (80.9)AT4G01990| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr4:871268-872885 REVERSE	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_69881_PI403524517	2	0.04315281	-0.7571573	-0.086530685	0.15210915	0.28697872	-0.04315281	35_19995	Rep: Probable protein ABIL5 - Oryza sativa (Rice)	UniRef90_Q5JMF2	CHR2V7|COORD:18989186..18991147| ABI1L1 (ABI-1-LIKE 1)	AT2G46225.1	CHR01V5|COORD:32340268..32337326|protein expressed protein	LOC_Os01g55560.1	no descriptionvery weakly similar to (87.4)AT2G46225| Symbols: ABI1L1 | ABI1L1 (ABI-1-LIKE 1) | chr2:18989186-18991147 FORWARDmoderately similar to ( 252)ABIL5_ORYSAnot assigned not assigned not assigned	not assigned.unknown	35_2

CUST_152963_PI403524517	2	0.06502533	-0.032082558	-0.014781952	-0.03659439	0.014781952	0.05854702	35_42752	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10L35	"CHR5V7|COORD:3408423..3409760| similar to Os03g0360500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001050154.1); similar to expressed protein [Oryza"	AT5G10780.1	CHR03V5|COORD:13982817..13979319|protein endoplasmic reticulum protein, putative, expressed	LOC_Os03g24580.1	"no descriptionweakly similar to ( 189)AT5G10780| Symbols:  | similar to Os03g0360500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001050154.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABF96076.1); contains InterPro domain Protein of unknown function DUF1077; (InterPro:IPR009445) | chr5:3408423-3409785 FORWARDnot assigned DUF1077"	not assigned.no ontology	35_1

CUST_180671_PI403524517	2	0.080654144	0.0061388016	-0.009000778	-0.006137848	-0.03364563	0.10910988	35_50246	"Cluster: Carboxylesterase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Carboxylesterase-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5Z9I2	"CHR5V7|COORD:5178679..5181266| ATPCME (PRENYLCYSTEINE METHYLESTERASE); prenylcysteine methylesterase"	AT5G15860.1	CHR06V5|COORD:29959779..29954440|protein carboxylesterase-like protein, putative, expressed	LOC_Os06g49440.1	no descriptionmoderately similar to ( 317)AT1G26120| Symbols:  | esterase-related | chr1:9028643-9031389 REVERSEnot assigned not assigned Aes Abhydrolase_3 COesterase DAP2 PnbA Esterase_lipase	not assigned.unknown	35_2

CUST_25240_PI399408534	2	0.026043892	-0.026044369	0.25141716	-0.68948317	-1.3229628	2.3024807	35_44109	Rep: H0404F02.3 protein - Oryza sativa (Rice)	UniRef90_Q01KJ4	CHR2V7|COORD:19199175..19201726| rac GTPase activating protein, putative	AT2G46710.1	CHR04V5|COORD:28886945..28890503|protein rac GTPase activating protein 2, putative, expressed	LOC_Os04g48790.1	 no descriptionvery weakly similar to (53.1)AT3G11490| Symbols:  | rac GTPase activating protein, putative | chr3:3617529-3619573 REVERSE	signalling.G-proteins	30_5

CUST_76341_PI403524517	2	0.029857159	-0.09145975	-0.1608162	-0.029857159	0.6979494	1.0402017	35_21887	Rep: OSIGBa0157K09-H0214G12.9 protein - Oryza sativa (Rice)	UniRef90_Q01HE8	CHR3V7|COORD:5738026..5743048| ATP-dependent helicase	AT3G16840.1	CHR04V5|COORD:25322330..25316207|protein ATP-dependent RNA helicase MAK5, putative, expressed	LOC_Os04g43140.1	no descriptionvery weakly similar to (73.9)AT3G16840| Symbols:  | ATP-dependent helicase | chr3:5738026-5743048 REVERSE	DNA.synthesis/chromatin structure	28_1

CUST_47314_PI403524517	2	0.27609634	-0.14944935	-0.1857357	-0.008678436	0.13128471	0.008678436	35_13545	"Cluster: Hypothetical protein P0019A05.33; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0019A05.33 - Oryza sativa (japonica cultivar-g"	UniRef90_Q69SV6	"CHR2V7|COORD:14224437..14226119| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G44670.1); similar to Os06g0328800 [Oryza sativa (japonica"	AT2G33570.1	CHR06V5|COORD:12961845..12965526|protein expressed protein	LOC_Os06g22330.1	"no descriptionweakly similar to ( 128)AT2G33570| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G44670.1); similar to Os06g0328800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001057533.1); similar to Os02g0712500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001047907.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD72474.1); contains InterPro domain Protein of unknown function DUF23; (InterPro:IPR008166) | chr2:14224437-14226119 FORWARD"	not assigned.unknown	35_2

CUST_26520_PI399408534	2	0.004807472	0.22294807	-0.004807472	-0.582798	0.2139759	-0.4696865	35_21869	"Cluster: Receptor protein kinase PERK1-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Receptor protein kinase PERK1-like protein - Oryza sativa"	UniRef90_Q6ZIG4	CHR3V7|COORD:5374395..5376120| protein kinase family protein	AT3G15890.1	CHR02V5|COORD:4817116..4808231|protein BRASSINOSTEROID INSENSITIVE 1-associated receptor kinase 1 precursor, putative, expressed	LOC_Os02g09359.1	no descriptionweakly similar to ( 176)AT3G15890| Symbols:  | protein kinase family protein | chr3:5374395-5376120 FORWARDvery weakly similar to (75.9)CRI4_MAIZEPutative receptor protein kinase CRINKLY4 precursor - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned TyrKc PTKc_Srm_Brk PTKc Pkinase_Tyr PTKc_Trk Pkinase PTKc_Src_like S_TKc PTKc_TrkB PTKc_Ror PTKc_Frk_like S_TKc PTKc_TrkA PTKc_TrkC PTKc_Csk_like PTKc_Fes_like PTKc_Jak_rpt2	signalling.receptor kinases.DUF 26	30_2_17

CUST_86736_PI403524517	2	0.21735382	0.70756817	0.047231674	-0.20977783	-0.047231674	-0.32798195	35_24841	"Cluster: Metal-dependent membrane protease-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Metal-dependent membrane protease-like - Oryza sativa (japonic"	UniRef90_Q654D3	CHR3V7|COORD:9751359..9754956| ATP-dependent RNA helicase, putative	AT3G26560.1	CHR06V5|COORD:17972898..17977690|protein abortive infection protein, putative, expressed	LOC_Os06g30910.1	no description	not assigned.unknown	35_2

CUST_42736_PI403524517	2	0.08276272	0.26334763	-0.25360727	-0.08276224	0.27862167	-0.13255501	35_12275	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_12322_PI403524517	2	-0.055592537	1.0151062	0.12081909	-0.24431992	0.055591583	-0.2833414	35_3512	Rep: Hypothetical protein - Hordeum vulgare (Barley)	UniRef90_A0MMC9	CHR5V7|COORD:7205721..7208242| 5'-AMP-activated protein kinase beta-2 subunit, putative	AT5G21170.1	CHR05V5|COORD:24057794..24054372|protein SNF1-related protein kinase regulatory subunit beta-1, putative, expressed	LOC_Os05g41220.1	no descriptionweakly similar to ( 159)AT5G21170| Symbols:  | AMP-activated protein kinase | chr5:7205721-7208242 FORWARDnot assigned AMPKbeta_GBD_like AMPKBI	protein.postranslational modification	29_4

CUST_2367_PI404877155	2	0.1160202	-0.24816418	-0.13996506	0.101592064	0.12490463	-0.10159302	Contig12759_at	UDP-sulfoquinovose synthase / sulfite:UDP-glucose sulfotransferase / sulfolipid biosynthesis protein (SQD1) [Arabidopsis	NP_195029.1	UDP-sulfoquinovose synthase / sulfite:UDP-glucose sulfotransferase / sulfolipid biosynthesis protein (SQD1)	At4g33030.1	protein udp-sulfoquinovose synthase, chloroplast precursor (ec 3.13.1.1)(sulfite:udp-glucose sul	Os05g32140	UDP-sulfoquinovose synthase / sulfite:UDP-glucose sulfotransferase / sulfolipid biosynthesis protein (SQD1), identical to gi:2736155	lipid metabolism.glycolipid synthesis.UDP-sulfoquinovose synthase	11_10_3

CUST_29370_PI403524517	2	0.33469582	0.59161186	0.1911993	-0.52148914	-0.33034325	-0.19120026	35_8487	"Cluster: Hypothetical protein OJ1131_E05.126; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1131_E05.126 - Oryza sativa (japonica cult"	UniRef90_Q8H5H1	CHR5V7|COORD:20148674..20149753| F-box family protein	AT5G49610.1	CHR07V5|COORD:21001135..21003053|protein F-box domain containing protein, expressed	LOC_Os07g35060.2	no descriptionvery weakly similar to (68.6)AT5G49610| Symbols:  | F-box family protein | chr5:20148674-20149753 REVERSE	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_98935_PI403524517	2	0.2020135	0.046070576	-0.19506836	-0.10599756	-0.0460701	0.15687943	35_28240	"Cluster: hypothetical protein LOC494445; n=1; Rattus norvegicus|Rep: hypothetical protein LOC494445 - Rattus norvegicus"	UniRef90_UPI0000500F8C	"CHR5V7|COORD:25699075..25700779| ATSC35 (Arabidopsis thaliana arginine/serine-rich splicing factor 35, 35 kDa protein); RNA binding"	AT5G64200.1	CHR07V5|COORD:25791825..25796006|protein splicing factor, arginine/serine-rich 2, putative, expressed	LOC_Os07g43050.3	no descriptionnot assigned not assigned not assigned	not assigned.unknown	35_2

CUST_65457_PI403524517	2	-0.3009262	0.044737816	-0.044737816	0.09284115	-0.22097588	0.26615334	35_18689	"Cluster: Putative potassium transporter HAK2p; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative potassium transporter HAK2p - Oryza sativa (japonica"	UniRef90_Q6YWQ4	CHR5V7|COORD:4814247..4817670| potassium transporter, putative	AT5G14880.1	CHR02V5|COORD:30412584..30417522|protein potassium transporter 8, putative, expressed	LOC_Os02g49760.4	 no descriptionmoderately similar to ( 350)AT5G14880| Symbols:  | potassium transporter, putative | chr5:4814247-4817670 FORWARDmoderately similar to ( 379)HAK10_ORYSAK_trans Kup 	transport.potassium	34_15

CUST_19511_PI399408534	2	0.26262188	-0.49662685	0.012631416	-0.03953266	-0.012631416	0.17684269	35_38913	Rep: KNOX class homeodomain protein - Oryza sativa (Rice)	UniRef90_O65033	"CHR1V7|COORD:23062461..23065387| STM (SHOOT MERISTEMLESS); transcription factor"	AT1G62360.1	CHR05V5|COORD:1708970..1702479|protein homeotic protein knotted-1, putative, expressed	LOC_Os05g03884.1	no descriptionvery weakly similar to (74.7)KNX11_MAIZEHomeobox protein knotted-1-like 11 - Zea mays (Maize)	RNA.regulation of transcription.HB,Homeobox transcription factor family	27_3_22

CUST_1647_PI403524517	2	0.18419933	-0.72032356	-0.05201149	0.052588463	0.05201149	-0.28881454	35_435	"Cluster: EST C74302(E30840) corresponds to a region of the predicted gene; n=2; Oryza sativa (japonica cultivar-group)|Rep: EST C74302(E30840) corresponds to a"	UniRef90_Q9SNK3	"CHR1V7|COORD:16129992..16132024| GAPB (GLYCERALDEHYDE-3-PHOSPHATE DEHYDROGENASE B SUBUNIT); glyceraldehyde-3-phosphate dehydrogenase"	AT1G42970.1	CHR03V5|COORD:1640515..1643917|protein glyceraldehyde-3-phosphate dehydrogenase B, chloroplast precursor, putative, expressed	LOC_Os03g03720.1	" no descriptionhighly similar to ( 665)AT1G42970| Symbols: GAPB | GAPB (GLYCERALDEHYDE-3-PHOSPHATE DEHYDROGENASE B SUBUNIT); glyceraldehyde-3-phosphate dehydrogenase | chr1:16129992-16132024 FORWARDhighly similar to ( 666)G3PB_PEAGlyceraldehyde-3-phosphate dehydrogenase B, chloroplast precursor - Pisum sativum (Garden pea)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07403 GapA PRK07729 PRK08955 PRK08289 Gp_dh_C Gp_dh_N Herpes_BLLF1 PRK12678 Glutenin_hmw TT_ORF1 PRK07003 APC_basic AF-4 Tymo_45kd_70kd PRK07764 "	glycolysis.glyceraldehyde 3-phosphate dehydrogenase	4_9

CUST_4765_PI403524517	2	0.2878189	-0.039940834	0.066913605	0.006111145	-0.0061120987	-0.012169838	35_1314	"Cluster: Hypothetical protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XXQ3	"CHR3V7|COORD:9214473..9215381| similar to hypothetical protein TTHERM_00522540 [Tetrahymena thermophila SB210] (GB:XP_001014432.1); similar to Os02g0479300 [Ory"	AT3G25400.1	CHR02V5|COORD:16462612..16459810|protein RS21-C6 protein, putative, expressed	LOC_Os02g27810.1	"no descriptionweakly similar to ( 134)AT3G25400| Symbols:  | similar to hypothetical protein TTHERM_00522540 [Tetrahymena thermophila SB210] (GB:XP_001014432.1); similar to Os02g0479300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001046848.1); similar to Os04g0515400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001053311.1); contains InterPro domain EAR; (InterPro:IPR009039) | chr3:9214473-9215381 FORWARDnot assigned not assigned not assigned Totivirus_coat MazG"	not assigned.unknown	35_2

CUST_53125_PI403524517	2	0.017721176	0.42999554	0.051836967	-0.12533092	-0.22981358	-0.017721176	35_15123	"Cluster: Putative E2 SUMO conjugating enzyme; n=4; Magnoliophyta|Rep: Putative E2 SUMO conjugating enzyme - Triticum turgidum subsp. durum (durum wheat)"	UniRef90_Q0PMR8	"CHR3V7|COORD:21439808..21441087| AHUS5 (EMBRYO DEFECTIVE 1637); ubiquitin-protein ligase"	AT3G57870.1	CHR03V5|COORD:1296589..1300008|protein ubiquitin-conjugating enzyme E2 I, putative, expressed	LOC_Os03g03130.1	" no descriptionmoderately similar to ( 305)AT3G57870| Symbols: EMB1637, AHUS5 | AHUS5 (EMBRYO DEFECTIVE 1637); ubiquitin-protein ligase | chr3:21439808-21441087 REVERSEweakly similar to ( 117)UBC2_MEDSAUbiquitin-conjugating enzyme E2-17 kDa - Medicago sativa (Alfalfa)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned UQ_con COG5078 UBCc UBCc "	protein.degradation.ubiquitin.E2	29_5_11_3

CUST_132540_PI403524517	2	0.067290306	-0.42594385	0.06671381	0.15406227	-0.06671381	-0.074026585	35_37222	"Cluster: Os01g0153200 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0153200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JQL2	CHR5V7|COORD:24141209..24143932| pentatricopeptide (PPR) repeat-containing protein	AT5G59900.1	CHR01V5|COORD:2864074..2859362|protein expressed protein	LOC_Os01g06000.1	no descriptionweakly similar to ( 171)AT5G59900| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr5:24141209-24143932 REVERSEweakly similar to ( 102)RF1_ORYSA	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_32355_PI403524517	2	0.08389759	-0.083898544	-0.22460747	-0.0923233	0.5170698	0.1784563	35_9332	"Cluster: Hypothetical protein OSJNBa0009E21.16; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0009E21.16 - Oryza sativa (japonica"	UniRef90_Q6I5I9	CHR2V7|COORD:16762215..16764336| protein kinase family protein	AT2G40120.1	CHR05V5|COORD:22832498..22827706|protein ATP binding protein, putative, expressed	LOC_Os05g39080.1	no descriptionmoderately similar to ( 457)AT2G40120| Symbols:  | protein kinase family protein | chr2:16762215-16764336 REVERSEweakly similar to ( 124)MPK12_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase SPS1 Pkinase_Tyr TyrKc PTKc PTKc_Srm_Brk PTKc_Lyn PTKc_Src_like PTKc_Ack_like PTKc_Csk_like PTKc_Tec_like PTKc_EGFR_like PTKc_Fyn_Yrk PTKc_Yes PTKc_Src PTKc_Hck PTKc_Tec_Rlk PTKc_EphR PTKc_Btk_Bmx PTKc_Lck_Blk PTKc_Frk_like PTKc_Syk PTKc_DDR PTKc_EphR_A2 PTKc_FGFR4 PTKc_Syk_like PTKc_FGFR1	protein.postranslational modification	29_4

CUST_7937_PI399408534	2	0.27309895	0.65831566	3.7002563E-4	-0.1026783	-3.6907196E-4	-0.15127754	35_11460	"Cluster: Os06g0101800 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os06g0101800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DFC8	CHR1V7|COORD:11975498..11978473| ANAC014	AT1G33060.2	CHR06V5|COORD:155618..152391|protein nam-like protein 1, putative, expressed	LOC_Os06g01230.2	no descriptionvery weakly similar to (67.4)AT1G33060| Symbols: ANAC014 | ANAC014 | chr1:11975498-11978473 REVERSEvery weakly similar to (54.7)NAC68_ORYSANAM	RNA.regulation of transcription.NAC domain transcription factor family	27_3_27

CUST_8842_PI399408534	2	0.1254158	-0.11687279	0.004307747	0.02598381	-0.009799004	-0.004306793	35_18489	"Cluster: Putative MAP4 kinase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative MAP4 kinase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7EZ29	CHR3V7|COORD:5126906..5131759| protein kinase, putative	AT3G15220.1	CHR07V5|COORD:19266589..19257030|protein GCK-like kinase MIK, putative, expressed	LOC_Os07g32400.1	 no descriptionmoderately similar to ( 270)AT3G15220| Symbols:  | protein kinase, putative | chr3:5126906-5131759 REVERSEnot assigned 	signalling.MAP kinases	30_6

CUST_14610_PI404877155	2	-0.0030984879	-0.93470573	-0.09414196	0.0030994415	0.052660942	0.020356178	Contig8422_s_at	putative phosphoglycerate dehydrogenase [Oryza sativa (japonica cultivar-group)]	NP_911875.1	oxidoreductase family protein	At1g72190.1	protein D-isomer specific 2-hydroxyacid dehydrogenase, NAD binding domain, putative	Os07g16040	putative phosphoglycerate dehydrogenase	amino acid metabolism.degradation.serine-glycine-cysteine group.glycine	13_2_5_2

CUST_43114_PI403524517	2	0.17772198	0.076826096	-0.2208004	-0.035570145	-0.021327019	0.021327019	35_12382	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_33196_PI403524517	2	0.1830554	-0.75346327	0.03603077	-0.05365038	-0.03603077	0.046144962	35_9569	"Cluster: Os03g0816600 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os03g0816600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DMD0	CHR2V7|COORD:17139935..17141632| pentatricopeptide (PPR) repeat-containing protein	AT2G41080.1	CHR03V5|COORD:34177408..34180577|protein selenium-binding protein, putative, expressed	LOC_Os03g60200.1	no descriptionmoderately similar to ( 233)AT2G41080| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr2:17139935-17141632 FORWARD	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_34968_PI403524517	2	-0.025516033	0.32024765	-0.104383945	0.025515556	-0.20662737	2.5380163	35_10077	"Cluster: Hypothetical protein B1131G08.29; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1131G08.29 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5JLR2	0	0	CHR01V5|COORD:32246342..32249239|protein expressed protein	LOC_Os01g55410.1	no description	not assigned.unknown	35_2

CUST_178586_PI403524517	2	-0.005844116	-0.10966301	-0.06959152	0.005842209	0.056308746	0.029891968	35_49667	"Cluster: Putative 60S ribosomal protein L30; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative 60S ribosomal protein L30 - Oryza sativa (japonica cultiv"	UniRef90_Q6F331	CHR1V7|COORD:29309010..29310182| 60S ribosomal protein L30 (RPL30B)	AT1G77940.1	CHR05V5|COORD:23994851..23996766|protein 60S ribosomal protein L30, putative, expressed	LOC_Os05g41110.1	no descriptionweakly similar to ( 178)AT1G77940| Symbols:  | 60S ribosomal protein L30 (RPL30B) | chr1:29309010-29310182 REVERSEmoderately similar to ( 208)RL30_WHEAT60S ribosomal protein L30 - Triticum aestivum (Wheat)not assigned RPL30 Ribosomal_L7Ae PRK01018	protein.synthesis.misc ribososomal protein	29_2_2

CUST_11016_PI404877155	2	0.19624329	-0.051771164	-0.07304001	0.2968483	0.051771164	-0.09265518	Contig4747_at	0	XP_483846.1	expressed protein	At2g05620.1	protein expressed protein	Os08g45190	expressed protein	PS.lightreaction.cyclic electron flow-chlororespiration	1_01_40

CUST_139441_PI403524517	2	-0.044543743	0.31932878	0.051497936	-0.55361605	0.044543743	-0.28916883	35_39108	"Cluster: OSIGBa0142C11.1 protein; n=2; Oryza sativa|Rep: OSIGBa0142C11.1 protein - Oryza sativa (Rice)"	UniRef90_Q01L58	CHR3V7|COORD:3092282..3094836| aspartate/glutamate/uridylate kinase family protein	AT3G10030.1	CHR01V5|COORD:30279533..30276879|protein expressed protein	LOC_Os01g52090.1	no descriptionvery weakly similar to (68.9)AT3G10030| Symbols:  | aspartate/glutamate/uridylate kinase family protein | chr3:3092623-3094836 REVERSE	nucleotide metabolism.phosphotransfer and pyrophosphatases.uridylate kinase	23_4_3

CUST_22068_PI403524517	2	0.11042881	0.18010616	-0.024024963	-0.055915833	-0.13185024	0.024025917	35_6410	"Cluster: Hypothetical protein P0644B06.31; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0644B06.31 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5VS68	"CHR4V7|COORD:538213..543282| similar to unknown [Oryza sativa] (GB:AAF00138.1); similar to Os06g0105900 [Oryza sativa (japonica cultivar-group)] (GB:NP_00105656"	AT4G01290.1	CHR06V5|COORD:402725..409270|protein expressed protein	LOC_Os06g01680.4	no description	not assigned.unknown	35_2

CUST_112263_PI403524517	2	0.02736044	-0.02736044	0.09356737	0.36370182	-0.27299452	-0.5721607	35_31875	"Cluster: Hypothetical protein P0686E09.33; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0686E09.33 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5ZDI4	"CHR2V7|COORD:16735456..16738238| similar to proline-rich family protein [Arabidopsis thaliana] (TAIR:AT3G09000.1); similar to Os01g0141900 [Oryza"	AT2G40070.1	CHR01V5|COORD:24903707..24902574|protein 3-5 exonuclease eri-1, putative, expressed	LOC_Os01g43080.1	no descriptionnot assigned not assigned KapD EXOIII Exonuc_X-T PRK07748	not assigned.unknown	35_2

CUST_10794_PI399408534	2	-0.8707533	1.2000341	0.30835056	-0.3083501	0.60210705	-0.69802666	35_8859	"Cluster: Putative Cys2/His2 zinc-finger protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Cys2/His2 zinc-finger protein - Oryza sativa (japonic"	UniRef90_Q84T96	CHR3V7|COORD:19886510..19887037| zinc finger (C2H2 type) family protein	AT3G53600.1	CHR03V5|COORD:34363114..34364034|protein ZFP16-2, putative, expressed	LOC_Os03g60560.1	no descriptionvery weakly similar to (79.7)AT3G53600| Symbols:  | zinc finger (C2H2 type) family protein | chr3:19886510-19887037 FORWARDvery weakly similar to (54.3)ZFP1_WHEATZinc finger protein 1 - Triticum aestivum (Wheat)not assigned not assigned not assigned TT_ORF1 PRK12323 Totivirus_coat	RNA.regulation of transcription.C2H2 zinc finger family	27_3_11

CUST_180170_PI403524517	2	-0.07781124	0.19186354	0.26458645	-0.33972073	0.077810764	-0.3337736	35_50106	"Cluster: Photosystem I psaH protein; n=1; Arachis hypogaea|Rep: Photosystem I psaH protein - Arachis hypogaea (Peanut)"	UniRef90_Q06H28	CHR3V7|COORD:5468676..5469421| PSAH-1 (photosystem I subunit H-1)	AT3G16140.1	CHR05V5|COORD:27795364..27796349|protein expressed protein	LOC_Os05g48630.2	 no descriptionvery weakly similar to (82.4)AT3G16140| Symbols: PSAH-1 | PSAH-1 (photosystem I subunit H-1) | chr3:5468676-5469421 REVERSEvery weakly similar to (79.3)PSAH_BRARAPhotosystem I reaction center subunit VI, chloroplast precursor - Brassica rapa (Turnip)PSI_PsaH 	PS.lightreaction.photosystem I.PSI polypeptide subunits	1_1_2_2

CUST_10137_PI403524517	2	-0.21125793	0.09642172	0.042761803	-0.042761803	0.08024311	-0.36740208	35_2862	"Cluster: Os11g0622800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os11g0622800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IRJ9	CHR1V7|COORD:27363008..27364538| cinnamyl-alcohol dehydrogenase, putative	AT1G72680.1	CHR10V5|COORD:6305945..6309400|protein mannitol dehydrogenase, putative, expressed	LOC_Os10g11810.2	 no descriptionmoderately similar to ( 257)AT1G72680| Symbols:  | cinnamyl-alcohol dehydrogenase, putative | chr1:27363008-27364538 REVERSEweakly similar to ( 177)MTDH_MEDSAProbable mannitol dehydrogenase - Medicago sativa (Alfalfa)not assigned not assigned not assigned not assigned AdhP AdhC ADH_N Tdh PRK09422 Qor tdh PRK10083 PRK10309 	secondary metabolism.phenylpropanoids.lignin biosynthesis.CAD	16_2_1_10

CUST_2801_PI403524517	2	0.05360031	0.3385954	0.09681988	-0.1315651	-0.2768011	-0.053601265	35_767	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_20558_PI403524517	2	0.4721141	0.06268263	-0.06585884	-0.06268215	-0.35527134	0.070402145	35_5964	"Cluster: Hypothetical protein OSJNBb0092C08.35; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0092C08.35 - Oryza sativa (japonica"	UniRef90_Q6Z233	0	0	CHR08V5|COORD:23701313..23711648|protein expressed protein	LOC_Os08g37610.1	no description	not assigned.unknown	35_2

CUST_18559_PI403524517	2	0.10028744	0.07325554	-0.00927639	-0.10216808	-0.02340126	0.009275436	35_5364	"Cluster: Hypothetical protein OSJNBa0048L03.18-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0048L03.18-1 - Oryza sativa (japon"	UniRef90_Q67IW6	CHR4V7|COORD:2327306..2327912| similar to hypothetical protein MtrDRAFT_AC150981g16v1 [Medicago truncatula] (GB:ABE87143.1)	AT4G04614.1	CHR06V5|COORD:25497388..25500756|protein expressed protein	LOC_Os06g42430.1	no descriptionvery weakly similar to (98.6)AT4G04614| Symbols:  | similar to hypothetical protein MtrDRAFT_AC150981g16v1 [Medicago truncatula] (GB:ABE87143.1) | chr4:2327306-2327912 REVERSE	not assigned.unknown	35_2

CUST_58370_PI403524517	2	0.20629883	-0.4363966	-0.06193161	0.10426235	-0.096759796	0.06193161	35_16649	"Cluster: Putative galactomannan galactosyltransferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative galactomannan galactosyltransferase - Oryza sat"	UniRef90_Q6H765	CHR5V7|COORD:2455758..2457131| galactosyl transferase GMA12/MNN10 family protein	AT5G07720.1	CHR02V5|COORD:19447715..19444491|protein glycosyltransferase 5, putative, expressed	LOC_Os02g32750.2	no descriptionhighly similar to ( 580)AT5G07720| Symbols:  | galactosyl transferase GMA12/MNN10 family protein | chr5:2455758-2457131 FORWARDnot assigned not assigned Glyco_transf_34	misc.UDP glucosyl and glucoronyl transferases	26_2

CUST_478_PI399407379	2	-0.11797476	-0.18036556	0.12990808	0.117975235	1.0444279	-0.17166281	HvAAO8									

CUST_30622_PI403524517	2	0.10565758	0.099653244	-0.32299137	-0.062303543	0.062303543	-0.09504509	35_8838	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_100414_PI403524517	2	0.017712593	0.6397724	0.1798439	-0.082467556	-0.1935134	-0.017712116	35_28664	"Cluster: Rapid ALkalinization Factor family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Rapid ALkalinization Factor family protein, exp"	UniRef90_Q2R4Y5	CHR3V7|COORD:5644754..5645170| RALFL23 (RALF-LIKE 23)	AT3G16570.1	CHR11V5|COORD:14945680..14944641|protein RALFL33, putative, expressed	LOC_Os11g26880.1	no descriptionvery weakly similar to (66.2)AT3G16570| Symbols: RALFL23 | RALFL23 (RALF-LIKE 23) | chr3:5644754-5645170 FORWARDRALF	not assigned.no ontology	35_1

CUST_25325_PI403524517	2	0.18168259	-0.044269085	0.26545906	-0.04803562	0.04426956	-0.33991194	35_7342	"Cluster: Putative adenosylmethionine-8-amino-7-oxononanoate aminotransferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative"	UniRef90_Q6ZKV8	CHR5V7|COORD:23335819..23338765| BIO1 (BIOTIN AUXOTROPH 1)	AT5G57590.1	CHR08V5|COORD:8881798..8873567|protein BIO1, putative, expressed	LOC_Os08g14770.1	no descriptionweakly similar to ( 174)AT5G57590| Symbols: BIO1 | BIO1 (BIOTIN AUXOTROPH 1) | chr5:23335819-23338765 REVERSEnot assigned BioA PRK09044 PRK05964 PRK06916 PRK08466 PRK07030 BioD bioD PRK08742	secondary metabolism.unspecified	16_99

CUST_169686_PI403524517	2	-0.40172768	-0.73660374	1.3979979	0.5535698	0.40172768	-0.8893633	35_47264	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_32808_PI403524517	2	-0.10803127	0.031433582	-0.55921173	0.434762	0.034385204	-0.03143406	35_9456	Rep: aaa family atpase - Eimeria tenella str. Houghton	UniRef90_UPI0000D8A05A	0	0	CHR09V5|COORD:21529385..21525469|protein pollen-specific kinase partner protein, putative, expressed	LOC_Os09g37270.2	no description	not assigned.unknown	35_2

CUST_9762_PI403524517	2	-0.7792835	-0.881495	0.41453648	0.28492546	0.5253153	-0.28492546	35_2751	Rep: OSJNBa0042I15.8 protein - Oryza sativa (Rice)	UniRef90_Q7XLY2	CHR3V7|COORD:16282746..16284020| prephenate dehydratase family protein	AT3G44720.1	CHR04V5|COORD:19982191..19983852|protein P-protein, putative, expressed	LOC_Os04g33390.1	no descriptionweakly similar to ( 110)AT3G44720| Symbols:  | prephenate dehydratase family protein | chr3:16282746-16284020 FORWARDnot assigned ACT_CM-PDT PheA ACT_AAAH-PDT-like PRK11898	amino acid metabolism.synthesis.aromatic aa.phenylalanine.arogenate dehydratase / prephenate dehydratase	13_1_6_3_1

CUST_14771_PI399408534	2	-1.1511993	0.56259155	0.22546959	-0.022997856	-0.09499645	0.022996902	35_49368	"Cluster: Putative floral activator, relative of early flowering 6; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative floral activator, relative of early"	UniRef90_Q5N712	"CHR3V7|COORD:17946594..17951441| REF6 (RELATIVE OF EARLY FLOWERING 6); transcription factor"	AT3G48430.1	CHR01V5|COORD:39820022..39826894|protein jmjC domain containing protein, expressed	LOC_Os01g67970.1	"no descriptionvery weakly similar to (72.0)AT3G48430| Symbols: REF6 | REF6 (RELATIVE OF EARLY FLOWERING 6); transcription factor | chr3:17946594-17951441 FORWARD"	RNA.regulation of transcription.JUMONJI family	27_3_57

CUST_108259_PI403524517	2	-0.1669631	0.032356262	-0.04763794	0.02054739	-0.020547867	0.14560413	35_30796	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10MF5	"CHR3V7|COORD:18606792..18608534| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G50130.1); similar to unknown protein [Arabidopsis thaliana]"	AT3G50150.1	CHR03V5|COORD:11062018..11060387|protein expressed protein	LOC_Os03g19700.1	no descriptionDUF247	not assigned.unknown	35_2

CUST_156419_PI403524517	2	0.20756531	-0.094792366	0.16578007	0.094792366	-0.3187313	-0.39334154	35_43689	"Cluster: Hypothetical protein OJ1626B05.2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1626B05.2 - Oryza sativa (japonica cultivar-g"	UniRef90_Q8H855	"CHR2V7|COORD:17520215..17521107| similar to Os03g0226700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001049441.1); similar to Methyltransferase type"	AT2G41950.1	CHR03V5|COORD:6635783..6633739|protein expressed protein	LOC_Os03g12560.1	"no descriptionvery weakly similar to (68.2)AT2G41950| Symbols:  | similar to Os03g0226700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001049441.1); similar to Methyltransferase type 11 [Syntrophobacter fumaroxidans MPOB] (GB:YP_847674.1); contains domain Hypothetical protein MTH1020 (SSF75569) | chr2:17520215-17521107 FORWARD"	not assigned.unknown	35_2

CUST_5606_PI403524517	2	0.07082319	0.19040298	-0.1690383	-0.3124423	0.020187855	-0.020187855	35_1551	"Cluster: Pectinesterase inhibitor domain containing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Pectinesterase inhibitor domain"	UniRef90_Q2RAZ5	0	0	CHR11V5|COORD:1471377..1470820|protein PME/invertase inhibitor-like protein, putative	LOC_Os11g03750.1	no description	not assigned.unknown	35_2

CUST_10850_PI403524517	2	-0.002573967	-0.32711887	0.080215454	0.0025730133	0.009935379	-0.05673313	35_3064	Rep: OSIGBa0096F13.7 protein - Oryza sativa (Rice)	UniRef90_Q01M03	CHR2V7|COORD:149191..149988| ribose-5-phosphate isomerase	AT2G01290.1	CHR04V5|COORD:13777562..13778826|protein ribose-5-phosphate isomerase, putative, expressed	LOC_Os04g24140.1	no descriptionmoderately similar to ( 237)AT2G01290| Symbols:  | ribose-5-phosphate isomerase | chr2:149191-149988 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned RPI_A RpiA PRK00702 Rib_5-P_isom_A PRK07003 HPC2 Herpes_BLLF1 PRK12323 PRK12678 APC_basic PRK07764 DUF566 Atrophin-1 AF-4 KAR9 infB DUF1509	OPP.non-reductive PP.ribose 5-phosphate isomerase	7_2_4

CUST_102149_PI403524517	2	0.42679596	-0.08960819	-0.16868877	0.3111639	0.08960819	-0.358284	35_29145	"Cluster: S-adenosylmethionine decarboxylase proenzyme (EC 4.1.1.50) (AdoMetDC) (SamDC) [Contains: S-adenosylmethionine decarboxylase alpha chain; S- adenosylmet"	UniRef90_Q42829	CHR5V7|COORD:5206709..5207797| adenosylmethionine decarboxylase family protein	AT5G15950.1	CHR04V5|COORD:24695954..24699691|protein S-adenosylmethionine decarboxylase proenzyme, putative, expressed	LOC_Os04g42090.5	no descriptionvery weakly similar to (95.5)AT5G15950| Symbols:  | adenosylmethionine decarboxylase | chr5:5206709-5207797 FORWARDweakly similar to ( 133)DCAM_MAIZES-adenosylmethionine decarboxylase proenzyme - Zea mays (Maize)not assigned SAM_decarbox AdoMetDC_leader	polyamine metabolism.synthesis.SAM decarboxylase	22_1_2

CUST_27981_PI403524517	2	0.27612066	-2.3641186	-0.27612066	1.8606019	0.6944566	-0.32367468	35_8089	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QLI3	"CHR3V7|COORD:22290842..22291608| UCC3 (UCLACYANIN 3); copper ion binding"	AT3G60280.1	CHR12V5|COORD:27478661..27480179|protein expressed protein	LOC_Os12g44370.1	no description	not assigned.unknown	35_2

CUST_118342_PI403524517	2	-0.46108246	-0.5526047	0.070902824	0.04539585	-0.045394897	0.53605366	35_33509	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_6654_PI403524517	2	0.06683159	-0.029525757	-0.008993149	0.04301548	0.005282402	-0.0052833557	35_1847	"Cluster: Kelch repeat-containing F-box family protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Kelch repeat-containing"	UniRef90_Q10R48	CHR1V7|COORD:4890370..4891695| kelch repeat-containing F-box family protein	AT1G14330.1	CHR03V5|COORD:3813065..3815859|protein kelch motif family protein, expressed	LOC_Os03g07530.3	no descriptionmoderately similar to ( 456)AT1G14330| Symbols:  | kelch repeat-containing F-box family protein | chr1:4890370-4891695 REVERSEnot assigned not assigned PRK12323 PRK07003 Kelch_1 Kelch	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_125952_PI403524517	2	0.10393524	-0.040379524	0.14466095	0.016176224	-0.016177177	-0.27096653	35_35463	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_10140_PI404877155	2	0.11137867	0.45209885	0.004466057	-0.15383244	-0.14160824	-0.004465103	Contig3847_at	putative DHHC-type zinc finger domain-containing protein [Oryza sativa (japonica cultivar-group)] dbj|BAD13105.1| putative DHHC-type zinc fi	BAD01220.1	zinc finger (DHHC type) family protein	At3g26935.1	protein DHHC zinc finger domain, putative	Os09g33450	gi|20160716|dbj|BAB89658.1| hypothetical protein	RNA.regulation of transcription.unclassified	27_3_99

CUST_7906_PI404877155	2	-0.34545422	1.0136118	0.3454547	-0.556551	-0.38467598	0.6832905	Contig2330_x_at	oxo-phytodienoic acid reductase [Oryza sativa (japonica cultivar-group)]	CAD89605.1	12-oxophytodienoate reductase (OPR2)	At1g76690.1	protein cis-12-oxo-phytodienoic acid-reductase 1 - rice	Os06g11210	12-oxophytodienoate reductase, putative, similar to OPR1 (GI:3882355) and OPR2 (GI:3882356)	hormone metabolism.jasmonate.synthesis-degradation.12-Oxo-PDA-reductase	17_7_1_5

CUST_44736_PI403524517	2	-0.11256313	0.77380466	0.11256218	-0.32069874	-0.26276302	0.13678646	35_12829	"Cluster: Putative cytochrome b-561; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative cytochrome b-561 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q9FVY1	"CHR4V7|COORD:13053896..13055527| ACYB-2 (Arabidopsis cytochrome b561 -2); carbon-monoxide oxygenase"	AT4G25570.1	CHR10V5|COORD:18928539..18926092|protein cytochrome b561, putative, expressed	LOC_Os10g36030.1	"no descriptionweakly similar to ( 182)AT4G25570| Symbols: ACYB-2 | ACYB-2 (Arabidopsis cytochrome b561 -2); carbon-monoxide oxygenase | chr4:13053896-13055527 REVERSEnot assigned Cytochrom_B561 B561"	redox.ascorbate and glutathione	21_2

CUST_180369_PI403524517	2	0.36513567	0.11698675	-0.11698675	-0.29444122	-0.3044734	0.52558374	35_50163	"Cluster: Hypothetical protein OSJNBa0071K18.6; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0071K18.6 - Oryza sativa (japonica cu"	UniRef90_Q8H917		0	CHR10V5|COORD:16786918..16791654|protein expressed protein	LOC_Os10g32690.1	no description	not assigned.unknown	35_2

CUST_96777_PI403524517	2	0.021123886	0.32482624	0.1116581	-0.12445831	-0.15019512	-0.02112484	35_27641	"Cluster: Hypothetical protein OSJNBa0057M23.134; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0057M23.134 - Oryza sativa (japonic"	UniRef90_Q6Z4R9	CHR2V7|COORD:6991154..6992438| PDV2 (PLASTID DIVISION2)	AT2G16070.2	CHR07V5|COORD:1199675..1197488|protein expressed protein	LOC_Os07g03130.1	no descriptionvery weakly similar to (85.5)AT2G16070| Symbols: PDV2 | PDV2 (PLASTID DIVISION2) | chr2:6991154-6992438 REVERSE	not assigned.unknown	35_2

CUST_132381_PI403524517	2	-0.039608	-0.61565304	-0.008303165	1.8697739	0.02094841	0.008302689	35_37177	"Cluster: Putative ethanolamine kinase 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ethanolamine kinase 1 - Oryza sativa (japonica cultivar-group"	UniRef90_Q69QD7	"CHR2V7|COORD:11450677..11454036| EMB1187 (EMBRYO DEFECTIVE 1187); kinase/ phosphotransferase, alcohol group as acceptor"	AT2G26830.1	CHR09V5|COORD:16223957..16228507|protein choline/ethanolamine kinase, putative, expressed	LOC_Os09g26700.1	" no descriptionweakly similar to ( 139)AT2G26830| Symbols: EMB1187 | EMB1187 (EMBRYO DEFECTIVE 1187); kinase/ phosphotransferase, alcohol group as acceptor | chr2:11450677-11454036 FORWARDnot assigned not assigned Choline_kinase ycfN "	lipid metabolism.Phospholipid synthesis.choline kinase	11_3_2

CUST_1057_PI403524517	2	-0.024953842	0.33389854	0.024953842	-0.12362862	-0.22557068	0.08707619	35_280	"Cluster: Phytepsin precursor (EC 3.4.23.40) (Aspartic proteinase) [Contains: Phytepsin 32 kDa subunit; Phytepsin 29 kDa subunit; Phytepsin 16 kDa"	UniRef90_P42210	CHR1V7|COORD:4017117..4019872| aspartyl protease family protein	AT1G11910.1	CHR05V5|COORD:28148525..28154216|protein aspartic proteinase oryzasin-1 precursor, putative, expressed	LOC_Os05g49200.2	no descriptionhighly similar to ( 704)AT1G11910| Symbols:  | aspartyl protease family protein | chr1:4017117-4019872 REVERSEhighly similar to ( 957)ASPR_HORVUPhytepsin precursor - Hordeum vulgare (Barley)not assigned not assigned Asp SapB_1 SapB_2	protein.degradation.aspartate protease	29_5_4

CUST_59095_PI403524517	2	0.0569067	0.17535686	0.016963959	-0.13201141	-0.22473621	-0.016963005	35_16854	"Cluster: Os07g0623400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0623400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D4I6	CHR5V7|COORD:2775965..2777155| positive transcription elongation factor/ zinc ion binding	AT5G08565.1	CHR07V5|COORD:25799083..25796184|protein transcription elongation factor SPT4 homolog 1, putative, expressed	LOC_Os07g43060.2	no descriptionweakly similar to ( 182)AT5G08565| Symbols:  | positive transcription elongation factor/ zinc ion binding | chr5:2775965-2777155 FORWARDnot assigned Spt4 SPT4	not assigned.unknown	35_2

CUST_3733_PI403524517	2	0.050572395	-0.26618767	0.03474903	0.07188797	-0.042898178	-0.034748077	35_1023	"Cluster: Putative ATP synthase delta' chain, mitochondrial; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ATP synthase delta' chain,"	UniRef90_Q8GTK7	CHR5V7|COORD:19107611..19109261| ATP synthase delta' chain, mitochondrial	AT5G47030.1	CHR07V5|COORD:18533386..18530845|protein ATP synthase delta chain, mitochondrial precursor, putative, expressed	LOC_Os07g31300.1	 no descriptionmoderately similar to ( 264)AT5G47030| Symbols:  | ATP synthase delta' chain, mitochondrial | chr5:19107611-19109261 FORWARDmoderately similar to ( 276)ATP4_IPOBAATP synthase subunit delta', mitochondrial precursor - Ipomoea batatas (Sweet potato) (Batate)not assigned not assigned AtpC atpC ATP-synt_DE_N atpE 	mitochondrial electron transport / ATP synthesis.F1-ATPase	9_9

CUST_122301_PI403524517	2	-0.012877464	-0.09500885	0.17658806	0.07914734	-0.11093807	0.012876511	35_34518	"Cluster: Pentatricopeptide repeat-containing protein-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Pentatricopeptide repeat-containing protein-"	UniRef90_Q8H4R8	CHR1V7|COORD:26051035..26053011| pentatricopeptide (PPR) repeat-containing protein	AT1G69290.1	CHR07V5|COORD:18539583..18536271|protein expressed protein	LOC_Os07g31310.1	no description	not assigned.unknown	35_2

CUST_73393_PI403524517	2	0.011156082	-0.0111551285	-0.23248959	0.061875343	0.011156082	-0.06782246	35_21043	Rep: Isoamylase - Hordeum vulgare (Barley)	UniRef90_Q5FBD0	"CHR4V7|COORD:5784096..5788836| ATISA3/ISA3 (ISOAMYLASE 3); alpha-amylase"	AT4G09020.1	CHR09V5|COORD:17867668..17850429|protein glycogen operon protein glgX, putative, expressed	LOC_Os09g29404.2	" no descriptionmoderately similar to ( 385)AT4G09020| Symbols: ATISA3, ISA3 | ATISA3/ISA3 (ISOAMYLASE 3); alpha-amylase | chr4:5784096-5788836 FORWARDnot assigned PulA PRK03705 "	major CHO metabolism.synthesis.starch.debranching	2_1_2_4

CUST_107496_PI403524517	2	-0.028795242	-1.5135355	-0.6301832	0.5435362	0.10949993	0.028795242	35_30591	"Cluster: Putative glucosyltransferase-10; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative glucosyltransferase-10 - Oryza sativa (japonica"	UniRef90_Q67W01	CHR1V7|COORD:29455584..29457116| UDP-glucose glucosyltransferase, putative	AT1G78270.1	CHR06V5|COORD:6204608..6206650|protein cytokinin-O-glucosyltransferase 2, putative, expressed	LOC_Os06g11720.1	no descriptionPRK07764	not assigned.unknown	35_2

CUST_130747_PI403524517	2	0.16661167	0.37123442	0.0212636	-0.0212636	-0.036654472	-0.22507954	35_36715	Rep: N-acetylglucosaminyltransferase 1 - Oryza sativa (Rice)	UniRef90_Q8RW24	"CHR4V7|COORD:17932000..17935203| CGL1 (COMPLEX GLYCAN LESS); transferase, transferring glycosyl groups"	AT4G38240.1	CHR02V5|COORD:35812310..35806734|protein N-acetylglucosaminyltransferase I, putative, expressed	LOC_Os02g58590.1	 no descriptionweakly similar to ( 196)AT4G38240| Symbols: GNTI, CGL1 | CGL1 (COMPLEX GLYCAN LESS) | chr4:17932000-17935203 REVERSEnot assigned GNT-I 	protein.glycosylation	29_7

CUST_47475_PI403524517	2	-0.24040413	-0.2243681	0.25386906	0.5911293	-0.31687737	0.22436714	35_13589	0	0	0	0	CHR03V5|COORD:16114718..16115886|protein ring-H2 zinc finger protein, putative, expressed	LOC_Os03g28080.1	no description	not assigned.unknown	35_2

CUST_19034_PI404877155	2	-0.008405685	0.5570173	0.008404732	-0.2695837	0.24257278	-0.20164776	HY07D01u_at	0	0	0	0	0	0	 leucine rich repeat protein (LRP), putative	signalling.unspecified	30_99

CUST_56862_PI403524517	2	-0.024188042	-0.4414854	-0.02858162	0.1256237	0.11753178	0.024188995	35_16204	"Cluster: Putative isopentenyl-diphosphate delta-isomerase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative isopentenyl-diphosphate delta-isomerase - O"	UniRef90_Q6AUB0	"CHR5V7|COORD:5371768..5373578| IPP1 (ISOPENTENYL DIPHOSPHATE ISOMERASE 1); isopentenyl-diphosphate delta-isomerase"	AT5G16440.1	CHR05V5|COORD:20127167..20130433|protein isopentenyl-diphosphate delta-isomerase I, putative, expressed	LOC_Os05g34180.1	" no descriptionmoderately similar to ( 397)AT5G16440| Symbols: IPP1, IDI1 | IPP1 (ISOPENTENYL DIPHOSPHATE ISOMERASE 1); isopentenyl-diphosphate delta-isomerase | chr5:5371768-5373578 FORWARDnot assigned IPP_Isomerase Idi PRK03759 Nudix_Hydrolase_33 NUDIX Nudix_Hydrolase_34 Nudix_Hydrolase_38 "	secondary metabolism.isoprenoids.mevalonate pathway.isopentenyl pyrophosphate:dimethyllallyl pyrophosphate isomerase	16_1_2_7

CUST_4645_PI403524517	2	-0.100580215	-0.23485279	-0.039031982	0.17912292	0.039032936	0.16298103	35_1283	"Cluster: NADP-dependent malic enzyme, chloroplast precursor; n=2; Oryza sativa|Rep: NADP-dependent malic enzyme, chloroplast precursor - Oryza sativa (Rice)"	UniRef90_P43279	"CHR1V7|COORD:30012548..30016072| ATNADP-ME4 (NADP-MALIC ENZYME 4); malate dehydrogenase (oxaloacetate-decarboxylating) (NADP+)/ malic enzyme/"	AT1G79750.1	CHR01V5|COORD:4741378..4735707|protein NADP-dependent malic enzyme, chloroplast precursor, putative, expressed	LOC_Os01g09320.1	" no descriptionhighly similar to ( 882)AT1G79750| Symbols: ATNADP-ME4 | ATNADP-ME4 (NADP-MALIC ENZYME 4); malate dehydrogenase (oxaloacetate-decarboxylating) (NADP+)/ malic enzyme/ oxidoreductase, acting on NADH or NADPH, NAD or NADP as acceptor | chr1:30012548-30016072 REVERSEnearly identical (1010)MAOC_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Malic_M SfcA malic PRK07232 PRK12862 PRK12861 PRK07764 PRK12323 PRK12678 "	TCA / org. transformation.other organic acid transformaitons.malic	8_2_10

CUST_107470_PI403524517	2	-0.13116741	-0.06062126	-0.071517944	0.09975147	0.08073807	0.060620308	35_30582	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_14808_PI403524517	2	0.079566956	0.2619295	-0.1833229	-0.009625435	-0.034186363	0.009625435	35_4263	"Cluster: Flagellar biosynthesis protein FLHA, putative, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Flagellar biosynthesis protein FLHA, putativ"	UniRef90_Q2QNK6	CHR5V7|COORD:9433861..9437008| ferroportin-related	AT5G26820.1	CHR12V5|COORD:23001992..22997113|protein expressed protein	LOC_Os12g37530.2	no descriptionmoderately similar to ( 353)AT5G26820| Symbols:  | ferroportin-related | chr5:9433861-9437008 FORWARDnot assigned	transport.metal	34_12

CUST_16183_PI403524517	2	0.10077286	0.16339111	0.017453194	-0.071912766	-0.01745224	-0.10549736	35_4667	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_22426_PI403524517	2	0.11259937	-0.9580288	-0.20547485	-0.03921604	0.03921604	0.060904503	35_6514	Rep: Transcription factor-like - Oryza sativa (japonica cultivar-group)	UniRef90_Q5Z8P6	0	0	CHR06V5|COORD:30455224..30451451|protein DNA binding protein, putative, expressed	LOC_Os06g50310.1	no description	not assigned.unknown	35_2

CUST_68965_PI403524517	2	0.092793465	-0.687891	-0.1250267	0.0042858124	0.16590118	-0.0042858124	35_19734	Rep: Ribosomal protein S19 - Palmorchis trilobulata	UniRef90_Q336B1	"CHR5V7|COORD:19221028..19222178| RPS19 (40S ribosomal protein S19); RNA binding"	AT5G47320.1	CHR09V5|COORD:18990156..18986942|protein heat shock 70 kDa protein, mitochondrial precursor, putative, expressed	LOC_Os09g31486.1	"no descriptionweakly similar to ( 114)AT5G47320| Symbols: RPS19 | RPS19 (40S ribosomal protein S19); RNA binding | chr5:19221028-19222178 FORWARDweakly similar to ( 124)RT19_PETHYMitochondrial ribosomal protein S19 - Petunia hybrida (Petunia)not assigned Ribosomal_S19 RpsS rpsS rps19 rps19p"	protein.synthesis.mito/plastid ribosomal protein.plastid	29_2_1_1

CUST_16724_PI404877155	2	-0.118341446	0.03591156	-0.1003809	-0.01551342	0.024998665	0.015514374	HF09L09r_at	putative protein [Oryza sativa]	CAC39066.1	protein kinase family protein	At5g07620.1	protein expressed protein	Os04g46320	gi|32490151|emb|CAE05138.1| OSJNBa0065H10.9	signalling.receptor kinases.misc	30_2_99

CUST_55317_PI403524517	2	-0.02806282	-0.2866745	-0.16128063	0.20619202	0.028061867	0.06764698	35_15749	"Cluster: Os01g0612600 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0612600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JLA7	"CHR1V7|COORD:25543073..25544077| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G77770.2); similar to Pm27 [Prunus mume] (GB:BAE48661.1); contains"	AT1G68140.2	CHR01V5|COORD:24612158..24609583|protein expressed protein	LOC_Os01g42700.3	"no descriptionweakly similar to ( 177)AT1G68140| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G77770.2); similar to Pm27 [Prunus mume] (GB:BAE48661.1); contains InterPro domain Protein of unknown function DUF1644; (InterPro:IPR012866) | chr1:25543073-25544077 REVERSEDUF1644"	not assigned.unknown	35_2

CUST_10722_PI404877155	2	0.077819824	-0.34810114	-0.077819824	0.26985455	0.1930275	-0.39439583	Contig4438_s_at	ATP synthase delta chain, chloroplast precursor pir||S43728 H+-transporting two-sector ATPase (EC 3.6.3.14) delta chain	Q07300	ATP synthase delta chain, chloroplast, putative / H(+)-transporting two-sector ATPase, delta (OSCP) subunit, put	At4g09650.1	protein ATP synthase F1, delta subunit, putative	Os02g51470	NONE	PS.lightreaction.ATP synthase	1_01_04

CUST_43094_PI403524517	2	0.44906902	0.1653161	0.3457427	-0.1653161	-0.32222986	-0.9807906	35_12375	"Cluster: Hypothetical protein P0017G10.33; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0017G10.33 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5Z7N2	CHR5V7|COORD:6387912..6389857| heavy-metal-associated domain-containing protein	AT5G19090.1	CHR06V5|COORD:31007001..31010738|protein expressed protein	LOC_Os06g51240.2	no description	not assigned.unknown	35_2

CUST_21907_PI403524517	2	0.054063797	-0.3283167	-0.067258835	0.042622566	-0.029572487	0.02957344	35_6361	"Cluster: Transporter, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Transporter, putative, expressed - Oryza sativa (japonica cultivar-g"	UniRef90_Q2QXJ5	CHR1V7|COORD:12367339..12368945| transporter-related	AT1G34020.1	CHR12V5|COORD:2665741..2660959|protein integral membrane protein like, putative, expressed	LOC_Os12g05780.2	no descriptionweakly similar to ( 129)AT1G34020| Symbols:  | transporter-related | chr1:12367339-12368945 FORWARDnot assigned TPT	not assigned.no ontology	35_1

CUST_20288_PI403524517	2	0.030369759	-0.82836914	-0.16698742	0.15601921	-0.030370712	0.03987217	35_5880	"Cluster: Fertility restorer-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Fertility restorer-like protein - Oryza sativa (japonica cultivar-gro"	UniRef90_Q8RYR6	"CHR4|COORD:17900804..17902154| similar to pentatricopeptide (PPR) repeat-containing protein [Arabidopsis thaliana] (TAIR:At5g61990.1); similar to"	AT4G38150.2	CHR01V5|COORD:20641027..20639797|protein expressed protein	LOC_Os01g36600.1	no descriptionmoderately similar to ( 263)AT4G38150| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr4:17901205-17902113 REVERSEvery weakly similar to (84.0)RF1_ORYSA	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_21475_PI403524517	2	-0.009553909	0.3777876	0.063762665	-0.15016556	0.009552956	-0.13009644	35_6233	"Cluster: Putative DNAJ protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative DNAJ protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8H812	"CHR5V7|COORD:5804013..5805047| similar to Putative DNAJ protein [Oryza sativa (japonica cultivar-group)] (GB:AAN05335.1); contains domain alpha/beta-Hydrolases"	AT5G17610.1	CHR12V5|COORD:3541456..3543935|protein expressed protein	LOC_Os12g07210.1	"no descriptionweakly similar to ( 137)AT5G17610| Symbols:  | similar to Putative DNAJ protein [Oryza sativa (japonica cultivar-group)] (GB:AAN05335.1); contains domain alpha/beta-Hydrolases (SSF53474) | chr5:5804013-5805047 FORWARD"	not assigned.unknown	35_2

CUST_15519_PI404877155	2	0.094548225	-0.45174313	-0.15599918	0.060886383	0.07680321	-0.060886383	Contig9366_at	L-lactate dehydrogenase A (LDH-A) pir||A36070 L-lactate dehydrogenase (EC 1.1.1.27) chain A - barley gb|AAA62696.1| L-lactate dehydrogenase	P22988	L-lactate dehydrogenase, putative	At4g17260.1	protein L-lactate dehydrogenase	Os02g01510	"L-lactate dehydrogenase, putative, strong similarity to L-lactate dehydrogenase from Lycopersicon esculentum (GI:1620970, GI:1620972), Hordeum vulgare (SP:P22988, SP:P22989); contains InterPro entry IPR001236: Lactate/malate dehydrogenase"	fermentation.LDH	5_01

CUST_14795_PI403524517	2	-0.018044472	0.5765438	-0.060429573	0.018044472	-0.07908821	0.10529518	35_4260	"Cluster: Myosin heavy chain-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: Myosin heavy chain-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5ZB07	"CHR5V7|COORD:6927066..6936827| XIK (Myosin-like protein XIK); motor/ protein binding"	AT5G20490.1	CHR01V5|COORD:23014891..23010748|protein XIK, putative, expressed	LOC_Os01g40200.1	" no descriptionhighly similar to ( 522)AT5G20490| Symbols: ATXIK, XIK | XIK (Myosin-like protein XIK); motor/ protein binding | chr5:6927066-6936827 REVERSEDIL "	cell.organisation	31_1

CUST_57397_PI403524517	2	-1.204773	0.100408554	0.99926376	0.70563793	-0.100408554	-0.37310982	35_16367	Rep: Glutathione transferase - Triticum aestivum (Wheat)	UniRef90_Q8RW01	"CHR1V7|COORD:3395740..3396808| ATGSTU18 (GLUTATHIONE S-TRANSFERASE 29); glutathione transferase"	AT1G10360.1	CHR10V5|COORD:20303628..20305270|protein glutathione S-transferase GSTU6, putative, expressed	LOC_Os10g38740.1	" no descriptionweakly similar to ( 182)AT1G10360| Symbols: GST29, ATGSTU18 | ATGSTU18 (GLUTATHIONE S-TRANSFERASE 29); glutathione transferase | chr1:3395740-3396808 REVERSEmoderately similar to ( 327)GSTU6_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned GST_C_Tau GST_N_Tau Gst GST_N_family PRK12678 PRK12323 GST_N_Zeta PRK07003 GST_C_family GST_N PRK09169 Tymo_45kd_70kd PRK07764 TT_ORF1 GST_N_Omega infB "	misc.glutathione S transferases	26_9

CUST_99527_PI403524517	2	0.052235603	0.69883776	0.3653016	-0.052235603	-0.3767538	-0.4024706	35_28409	"Cluster: Os04g0489100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os04g0489100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JC68	CHR1V7|COORD:1733038..1737364| lipase class 3 family protein	AT1G05790.1	CHR04V5|COORD:24221252..24212385|protein lipase family protein, expressed	LOC_Os04g41200.1	no descriptionweakly similar to ( 169)AT1G05790| Symbols:  | lipase class 3 family protein | chr1:1733995-1737364 FORWARDnot assigned Lipase_3 Lipase Lipase_3	lipid metabolism.lipid degradation.lipases.triacylglycerol lipase	11_9_2_1

CUST_15595_PI404877155	2	-0.1960907	-0.013046265	0.10219669	0.053243637	0.0055303574	-0.0055303574	Contig9434_at	NADPH oxidoreductase homolog [Cicer arietinum]	BAA78050.1	ARP protein (REF)	At1g49670.1	protein ARP protein - Arabidopsis thaliana	Os09g28570	gi|1361983|pir||S57614 ARP protein	signalling.receptor kinases.misc	30_2_99

CUST_56584_PI403524517	2	0.053854942	0.5409336	0.10659599	-0.18815422	-0.15857029	-0.053854942	35_16108	"Cluster: Os05g0493500 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0493500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DH40	"CHR2V7|COORD:11408629..11410283| CYCB1;4 (CYCLIN 3); cyclin-dependent protein kinase regulator"	AT2G26760.1	CHR05V5|COORD:13230517..13234745|protein expressed protein	LOC_Os05g23320.2	" no descriptionweakly similar to ( 103)AT2G26760| Symbols: CYCB1;4, CYC3 | CYCB1;4 (CYCLIN 3); cyclin-dependent protein kinase regulator | chr2:11408629-11410283 FORWARDvery weakly similar to (94.7)CCN1_ANTMAG2/mitotic-specific cyclin-1 - Antirrhinum majus (Garden snapdragon)not assigned not assigned not assigned not assigned Cyclin_C Cyclin_N COG5024 CYCLIN ANK CYCLIN "	cell.cycle	31_3

CUST_19476_PI404877155	2	-0.0055265427	-0.1326809	0.08596325	0.0055274963	0.02950859	-0.102256775	rbags1n09_s_at	Acyl-CoA-binding protein [Panax ginseng]	BAB85987.1	acyl-CoA binding protein / ACBP	At1g31812.1	protein Acyl-CoA-binding protein	Os06g02490	0	lipid metabolism.FA synthesis and FA elongation.acyl-CoA binding protein	11_1_13

CUST_9041_PI403524517	2	0.10282993	0.3272419	-0.033127785	-0.07153702	0.03312874	-0.07759476	35_2535	"Cluster: Os02g0723300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os02g0723300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DY03	CHR5V7|COORD:3096277..3097371| RPB15.9 (RNA polymerase II 15.9)	AT5G09920.1	CHR02V5|COORD:30052674..30047595|protein expressed protein	LOC_Os02g49150.4	no description	not assigned.unknown	35_2

CUST_29129_PI399408534	2	-0.37485743	-0.8436084	0.37485743	0.8588629	0.71556807	-0.6286254	35_19477	Rep: OSIGBa0115K01-H0319F09.9 protein - Oryza sativa (Rice)	UniRef90_Q01HP3	CHR5V7|COORD:7863545..7864204| GRAM domain-containing protein / ABA-responsive protein-related	AT5G23370.1	CHR04V5|COORD:26129420..26128234|protein FIP1, putative, expressed	LOC_Os04g44510.1	no descriptionweakly similar to ( 190)AT5G23370| Symbols:  | GRAM domain-containing protein / ABA-responsive protein-related | chr5:7863545-7864204 REVERSEnot assigned	hormone metabolism.abscisic acid.induced-regulated-responsive-activated	17_1_3

CUST_16577_PI403524517	2	0.059692383	-0.35289192	0.0037212372	0.06011772	-0.25994778	-0.0037202835	35_4788	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10RE9	CHR4V7|COORD:8462715..8464321| similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABF94114.1)	AT4G14746.1	CHR03V5|COORD:3293893..3296540|protein neurogenic locus notch protein homolog precursor, putative, expressed	LOC_Os03g06580.2	no descriptionweakly similar to ( 153)AT4G14746| Symbols:  | similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABF94114.1) | chr4:8462715-8464321 REVERSEnot assigned	not assigned.unknown	35_2

CUST_154722_PI403524517	2	-0.19769287	0.0344944	-0.0704422	0.08398819	0.13889122	-0.0344944	35_43227	"Cluster: Chloroplast 30S ribosomal protein S10, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Chloroplast 30S ribosomal protein"	UniRef90_Q10QH0	CHR3V7|COORD:4220317..4221533| 30S ribosomal protein S10, chloroplast, putative	AT3G13120.1	CHR03V5|COORD:5060827..5057253|protein chloroplast 30S ribosomal protein S10, putative, expressed	LOC_Os03g10060.1	 no descriptionweakly similar to ( 169)AT3G13120| Symbols:  | 30S ribosomal protein S10, chloroplast, putative | chr3:4220317-4221533 REVERSEweakly similar to ( 166)RR10_MESCR30S ribosomal protein S10, chloroplast precursor - Mesembryanthemum crystallinum (Common ice plant)not assigned not assigned rps10 rpsJ RpsJ Ribosomal_S10 rps10P 	protein.synthesis.mito/plastid ribosomal protein.plastid	29_2_1_1

CUST_8177_PI404877155	2	-0.059452057	-0.43806076	-0.46939754	0.18452835	0.12299824	0.059451103	Contig24100_at	OSJNBa0019D11.3 [Oryza sativa (japonica cultivar-group)] emb|CAE05633.2| OSJNBb0061C13.15 [Oryza sativa (japonica cultivar-group)]	CAD41455.1	transcriptional factor B3 family protein	At4g30080.1	protein auxin response factor 10	Os04g43910	transcriptional factor B3 family protein, contains Pfam profile: PF02362 B3 DNA binding domain	hormone metabolism.auxin.signal transduction	17_2_2

CUST_82076_PI403524517	2	0.0	0.07625675	0.13965607	-0.096800804	-0.043031693	0.0	35_23543	"Cluster: Putative WD-40 repeat protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative WD-40 repeat protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z8D3	"CHR4V7|COORD:16044549..16046594| CDC20.1; signal transducer"	AT4G33270.1	CHR02V5|COORD:28797042..28800123|protein cell division cycle protein 20, putative, expressed	LOC_Os02g47180.2	"no descriptionmoderately similar to ( 344)AT4G33270| Symbols: CDC20.1 | CDC20.1; signal transducer | chr4:16044549-16046594 REVERSEvery weakly similar to (57.0)GBLP_BRANAGuanine nucleotide-binding protein subunit beta-like protein - Brassica napus (Rape)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned WD40 COG2319"	not assigned.no ontology	35_1

CUST_155880_PI403524517	2	0.024072647	0.022260666	-0.022260666	-0.70999146	-0.78710794	0.50097036	35_43537	"Cluster: Acyltransferase family protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Acyltransferase family protein - Oryza sativa (japonica cultivar-group"	UniRef90_Q2QNJ7	"CHR3V7|COORD:8960418..8963310| ATPERK1 (PROLINE EXTENSIN-LIKE RECEPTOR KINASE 1); ATP binding / protein kinase"	AT3G24550.1	CHR12V5|COORD:23058096..23060601|protein glycerol-3-phosphate acyltransferase 1, putative	LOC_Os12g37600.1	no description	not assigned.unknown	35_2

CUST_130085_PI403524517	2	0.10401535	-0.03779745	0.0013566017	0.53585005	-0.0030031204	-0.0013566017	35_36536	Rep: BP 2B - Hordeum vulgare (Barley)	UniRef90_Q42854	CHR3V7|COORD:2917053..2917901| 60S ribosomal protein L35 (RPL35A)	AT3G09500.1	CHR02V5|COORD:17840416..17842029|protein 60S ribosomal protein L35, putative, expressed	LOC_Os02g30050.1	no descriptionvery weakly similar to (72.0)AT5G02610| Symbols:  | 60S ribosomal protein L35 (RPL35D) | chr5:587609-588545 FORWARDvery weakly similar to (50.8)PER2_HORVUPeroxidase 2 - Hordeum vulgare (Barley)not assigned secretory_peroxidase	protein.synthesis.misc ribososomal protein	29_2_2

CUST_22464_PI403524517	2	0.038292885	-0.038292885	-0.040020943	0.06999779	-0.04287243	0.16735077	35_6524	"Cluster: Hypothetical protein OSJNBa0057D11.27; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0057D11.27 - Oryza sativa (japonica"	UniRef90_Q69LW1	"CHR3V7|COORD:21714670..21716291| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G42670.1); similar to OSJNBb0040D15.1 [Oryza sativa (japonica"	AT3G58670.1	CHR09V5|COORD:8728679..8725762|protein cupin, RmlC-type, putative, expressed	LOC_Os09g14700.1	" no descriptionmoderately similar to ( 248)AT3G58670| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G42670.1); similar to OSJNBb0040D15.1 [Oryza sativa (japonica cultivar-group)] (GB:CAE04411.2); similar to Os04g0151900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001052116.1); similar to H0820C10.4 [Oryza sativa (indica cultivar-group)] (GB:CAH65971.1); contains InterPro domain Protein of unknown function DUF1637; (InterPro:IPR012864); contains InterPro domain Cupin, RmlC-type; (InterPro:IPR011051) | chr3:21714670-21716291 REVERSEnot assigned DUF1637 "	not assigned.unknown	35_2

CUST_6269_PI403524517	2	0.31646252	-1.2000136	-0.15443707	0.38270664	0.15443659	-0.23440409	35_1737	"Cluster: Hypothetical protein OSJNBa0059G06.17; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0059G06.17 - Oryza sativa (japonica"	UniRef90_Q84M73	"CHR4V7|COORD:12007168..12009186| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G11960.1); similar to Os03g0857400 [Oryza sativa (japonica"	AT4G22890.2	CHR03V5|COORD:36122142..36119588|protein expressed protein	LOC_Os03g64020.2	"no descriptionmoderately similar to ( 385)AT4G22890| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G11960.1); similar to Os03g0857400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001051955.1); similar to Os08g0526300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001062297.1); similar to hypothetical protein OSJNBa0003M24.13 [Oryza sativa (japonica cultivar-group)] (GB:AAQ56398.1); contains domain no description (G3D.2.20.25.10); contains domain Zinc beta-ribbon (SSF57783) | chr4:12007168-12009186 FORWARDnot assigned not assigned not assigned"	not assigned.unknown	35_2

CUST_6524_PI399408534	2	-0.0029592514	-0.26123714	-0.043180466	0.0029582977	0.041757584	0.10248947	35_14170	Rep: FACT complex subunit SSRP1-B - Oryza sativa (Rice)	UniRef90_Q65WY8	"CHR3V7|COORD:10786191..10789735| ATHMG (HIGH MOBILITY GROUP, STRUCTURE-SPECIFIC RECOGNITION PROTEIN 1); transcription factor"	AT3G28730.1	CHR05V5|COORD:4943445..4949049|protein structure-specific recognition protein 1, putative, expressed	LOC_Os05g08970.1	" no descriptionhighly similar to ( 659)AT3G28730| Symbols: SSRP1, NFD, ATHMG | ATHMG (HIGH MOBILITY GROUP, STRUCTURE-SPECIFIC RECOGNITION PROTEIN 1); transcription factor | chr3:10786191-10789735 FORWARDhighly similar to ( 805)SSP1B_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned POB3 SSrecog Rtt106 HMGB-UBF_HMG-box HMG-box NHP6B HMG_box HMG SOX-TCF_HMG-box YL1 "	RNA.regulation of transcription.Nucleosome/chromatin assembly factor group	27_3_62

CUST_153365_PI403524517	2	-0.114006996	-0.055194378	0.055194855	-0.20315552	1.1944618	3.2854195	35_42862	Rep: Plasma membrane ATPase - Oryza sativa (Rice)	UniRef90_Q7XPY2	"CHR4V7|COORD:14770826..14775926| AHA2 (Arabidopsis H(+)-ATPase 2); ATPase"	AT4G30190.1	CHR04V5|COORD:33238676..33245863|protein plasma membrane ATPase, putative, expressed	LOC_Os04g56160.2	" no descriptionweakly similar to ( 160)AT2G18960| Symbols: PMA, AHA1 | AHA1 (PLASMA MEMBRANE PROTON ATPASE); ATPase | chr2:8228940-8234350 FORWARDweakly similar to ( 173)PMA1_WHEATPlasma membrane ATPase - Triticum aestivum (Wheat)not assigned not assigned not assigned MgtA E1-E2_ATPase PRK10517 "	transport.p- and v-ATPases	34_1

CUST_30142_PI403524517	2	0.03174305	0.27044392	0.1245718	-0.11391449	-0.096393585	-0.031744003	35_8700	0	0	0	0	CHR09V5|COORD:22516720..22513025|protein expressed protein	LOC_Os09g39200.1	no description	not assigned.unknown	35_2

CUST_28796_PI403524517	2	-0.040818214	0.2511177	0.04081726	-0.08397579	0.7830267	-0.059939384	35_8317	"Cluster: OSJNBa0027O01.13 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0027O01.13 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XXC5	CHR5V7|COORD:19099232..19107027| glycine-rich protein	AT5G47020.1	CHR04V5|COORD:5588749..5610285|protein expressed protein	LOC_Os04g10380.1	no descriptionmoderately similar to ( 404)AT5G47020| Symbols:  | glycine-rich protein | chr5:19099232-19107027 FORWARD	not assigned.no ontology.glycine rich proteins	35_1_40

CUST_67404_PI403524517	2	0.5527382	0.689693	-0.030001163	-0.13741398	-0.4008808	0.030001163	35_19245	"Cluster: Proteophosphoglycan 5; n=1; Leishmania major strain Friedlin|Rep: Proteophosphoglycan 5 - Leishmania major strain Friedlin"	UniRef90_Q4FX62	CHR1V7|COORD:25812961..25813793| AGP19/ATAGP19 (ARABINOGALACTAN-PROTEIN 19)	AT1G68725.1	CHR07V5|COORD:120554..126329|protein potassium transporter 16, putative, expressed	LOC_Os07g01214.1	no descriptionnot assigned PRK07003 Atrophin-1	not assigned.unknown	35_2

CUST_31453_PI403524517	2	0.18891811	0.07931614	-0.07931614	-0.22134876	-0.49238396	0.13336945	35_9080	Rep: SMC1 protein - Oryza sativa (Rice)	UniRef90_Q8GU56	"CHR3V7|COORD:20246796..20254679| TTN8 (TITAN8); ATP binding"	AT3G54670.1	CHR12V5|COORD:27496040..27491338|protein TTN8, putative, expressed	LOC_Os12g44390.1	" no descriptionmoderately similar to ( 243)AT3G54670| Symbols: SMC1, ATSMC1, TTN8 | TTN8 (TITAN8); ATP binding | chr3:20251406-20254679 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Smc ABC_SMC1_euk SMC_N SbcC PRK03918 COG4372 Myosin_tail_1 COG1340 "	cell.division	31_2

CUST_29741_PI399408534	2	-0.07320309	0.06010723	-0.10903835	-0.06010723	0.36442757	0.31067562	35_21712	"Cluster: Hypothetical protein OSJNBa0004G03.2; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0004G03.2 - Oryza sativa (japonica cu"	UniRef90_Q6AV01	CHR1V7|COORD:17889953..17895560| AGO1 (ARGONAUTE 1)	AT1G48410.2	CHR03V5|COORD:22558642..22550311|protein bromodomain associated family protein, expressed	LOC_Os03g40650.1	no descriptionvery weakly similar to ( 100)AT1G48410| Symbols: AGO1 | AGO1 (ARGONAUTE 1) | chr1:17889953-17895560 REVERSEnot assigned not assigned not assigned Piwi_ago-like Atrophin-1 Piwi	RNA.regulation of transcription.Argonaute	27_3_36

CUST_51094_PI403524517	2	0.2804947	-0.1598587	0.09462452	-0.049772263	-0.48029137	0.049772263	35_14567	"Cluster: Alanyl-tRNA synthetase, mitochondrial, putative, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Alanyl-tRNA synthetase, mitochondrial, put"	UniRef90_Q10A14	"CHR1V7|COORD:18595097..18601979| ALATS (ALANYL-TRNA SYNTHETASE); ATP binding / alanine-tRNA ligase/ nucleic acid binding"	AT1G50200.1	CHR10V5|COORD:5398321..5409190|protein alanyl-tRNA synthetase, mitochondrial precursor, putative, expressed	LOC_Os10g10244.1	" no descriptionhighly similar to ( 607)AT1G50200| Symbols: ACD, ALATS | ALATS (ALANYL-TRNA SYNTHETASE); ATP binding / alanine-tRNA ligase/ nucleic acid binding | chr1:18595097-18601979 REVERSEnot assigned not assigned not assigned not assigned tRNA-synt_2c alaS AlaS AlaRS_core PRK01584 "	protein.aa activation	29_1

CUST_161412_PI403524517	2	0.25246382	-0.6463518	-0.1843462	0.14823484	-0.14823532	1.0477619	35_45032	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_33491_PI403524517	2	-0.07516289	0.8379774	-0.0064821243	0.0064821243	0.24354076	-0.35543346	35_9656	Rep: Hypothetical protein - Medicago truncatula (Barrel medic)	UniRef90_Q1RSK2	CHR3V7|COORD:1554789..1555405| similar to hypothetical protein MtrDRAFT_AC161241g13v1 [Medicago truncatula] (GB:ABE86659.1)	AT3G05410.1	CHR01V5|COORD:41321152..41323981|protein expressed protein	LOC_Os01g70820.1	no descriptionweakly similar to ( 158)AT3G05410| Symbols:  | similar to hypothetical protein MtrDRAFT_AC161241g13v1 [Medicago truncatula] (GB:ABE86659.1) | chr3:1554789-1555405 FORWARDPsbP	not assigned.unknown	35_2

CUST_63732_PI403524517	2	-0.005665779	-0.19332409	0.016163826	0.0056648254	0.009418488	-0.05748844	35_18198	"Cluster: NFkB activating protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: NFkB activating protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K8K1	"CHR1|COORD:1730298..1732623| Got1-like family protein, contains Pfam PF04178: Got1-like family profile; contains 4 transmembrane domains;"	AT1G05785.2	CHR02V5|COORD:23591972..23595852|protein golgi transport 1 protein B, putative, expressed	LOC_Os02g39070.1	no descriptionweakly similar to ( 122)AT1G05785| Symbols:  | Got1-like family protein | chr1:1730980-1732405 FORWARDnot assigned Got1 GOT1	not assigned.no ontology	35_1

CUST_30373_PI403524517	2	0.50270367	0.2620039	0.27726936	-0.32356024	-0.5831423	-0.2620039	35_8768	"Cluster: Putative far-red impaired response protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative far-red impaired response"	UniRef90_Q6K4T2	0	0	CHR02V5|COORD:10692548..10696750|protein transposon protein, putative, unclassified, expressed	LOC_Os02g18370.1	no description	not assigned.unknown	35_2

CUST_69847_PI403524517	2	-0.07285118	0.70409584	0.072852135	-0.21303463	0.13377762	-0.27970314	35_19983	"Cluster: Cyclin, N-terminal domain, putative; n=3; Oryza sativa (japonica cultivar-group)|Rep: Cyclin, N-terminal domain, putative - Oryza sativa (japonica"	UniRef90_Q53NC8	CHR5V7|COORD:18295035..18297960| cyclin family protein	AT5G45190.1	CHR12V5|COORD:17927216..17935779|protein cyclin-T1, putative, expressed	LOC_Os12g30020.2	no descriptionmoderately similar to ( 261)AT5G45190| Symbols:  | cyclin family protein | chr5:18295035-18297960 REVERSEvery weakly similar to (58.2)CCNC_ORYSAnot assigned not assigned not assigned CCL1 Cyclin_N CYCLIN CYCLIN	cell.cycle	31_3

CUST_49609_PI403524517	2	0.10847092	-0.6857395	-0.32684708	0.3234625	0.20614433	-0.10846996	35_14149	Rep: GAD1 - Hordeum vulgare (Barley)	UniRef90_Q7XZU7	"CHR5V7|COORD:5711143..5714841| GAD (Glutamate decarboxylase 1); calmodulin binding"	AT5G17330.1	CHR08V5|COORD:22750106..22745831|protein glutamate decarboxylase, putative, expressed	LOC_Os08g36320.3	" no descriptionhighly similar to ( 754)AT5G17330| Symbols: GAD1, GAD | GAD (Glutamate decarboxylase 1); calmodulin binding | chr5:5711143-5714841 FORWARDhighly similar to ( 763)DCE_PETHYGlutamate decarboxylase - Petunia hybrida (Petunia)not assigned not assigned GadB Pyridoxal_deC PRK02769 "	amino acid metabolism.synthesis.central amino acid metabolism.GABA.Glutamate decarboxylase	13_1_1_1_1

CUST_1882_PI403524517	2	0.06593895	1.4946985	-0.21924973	0.1516428	-0.66343975	-0.0659399	35_499	Rep: Xyloglucan endotransglycosylase - Hordeum vulgare (Barley)	UniRef90_P93671	"CHR4V7|COORD:13128703..13129724| XTR6 (XYLOGLUCAN ENDOTRANSGLYCOSYLASE 6); hydrolase, acting on glycosyl bonds"	AT4G25810.1	CHR06V5|COORD:29156885..29155427|protein xyloglucan endotransglucosylase/hydrolase protein 23 precursor, putative, expressed	LOC_Os06g48200.1	" no descriptionmoderately similar to ( 213)AT4G25810| Symbols: XTR6 | XTR6 (XYLOGLUCAN ENDOTRANSGLYCOSYLASE 6); hydrolase, acting on glycosyl bonds | chr4:13128703-13129724 FORWARDweakly similar to ( 177)BRU1_SOYBNBrassinosteroid-regulated protein BRU1 precursor - Glycine max (Soybean)not assigned GH16_XET Glyco_hydro_16 Glyco_hydrolase_16 XET_C GH16_GPI_glucanosyltransferase TT_ORF1 "	cell wall.modification	10_7

CUST_44582_PI403524517	2	-6.580353E-5	-0.04026842	0.18062115	6.580353E-5	0.038555145	-0.17352581	35_12788	"BAA17049.1; n=3; Arabidopsis thaliana|Rep: Dbj|BAA17049.1 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9LTR2	CHR3V7|COORD:7087663..7089646| TGD2 (TRIGALACTOSYLDIACYLGLYCEROL2)	AT3G20320.1	CHR01V5|COORD:43366832..43370839|protein ABC-type transport system involved in resistance to organic solvents, periplasmic component, putative, expressed	LOC_Os01g74280.1	no descriptionvery weakly similar to (65.5)AT3G20320| Symbols: TGD2 | TGD2 (TRIGALACTOSYLDIACYLGLYCEROL2) | chr3:7087663-7089646 REVERSE	not assigned.no ontology	35_1

CUST_18419_PI403524517	2	0.1088562	0.1628046	0.03087473	-0.19043112	-0.3188057	-0.030874252	35_5325	Rep: Beta-ketoacyl-ACP synthase - Hordeum vulgare (Barley)	UniRef90_Q40028	"CHR1|COORD:28156033..28159872| 3-ketoacyl-ACP synthase, putative, similar to 3-ketoacyl-ACP synthase (Cuphea pulcherrima) gi:3800747:gb:AAC68860; identical to c"	AT1G74960.1	CHR07V5|COORD:25396907..25391248|protein 3-oxoacyl-synthase I, chloroplast precursor, putative, expressed	LOC_Os07g42420.1	no description	not assigned.unknown	35_2

CUST_54697_PI403524517	2	0.014035225	0.03883934	-0.014035225	0.030088425	-0.16571426	-0.05348301	35_15569	Rep: Single-subunit RNA polymerase C - Triticum aestivum (Wheat)	UniRef90_Q41524	"CHR2V7|COORD:10256438..10261610| PDE319/SCA3 (PIGMENT DEFECTIVE 319, SCABRA 3); DNA binding / DNA-directed RNA polymerase"	AT2G24120.1	CHR06V5|COORD:26679143..26689052|protein DNA-directed RNA polymerase 3, chloroplast precursor, putative, expressed	LOC_Os06g44230.1	" no descriptionmoderately similar to ( 335)AT2G24120| Symbols: PDE319, SCA3 | PDE319/SCA3 (PIGMENT DEFECTIVE 319, SCABRA 3); DNA binding / DNA-directed RNA polymerase | chr2:10256438-10261610 REVERSEmoderately similar to ( 350)RPOT3_NICSYDNA-directed RNA polymerase 3, chloroplast precursor - Nicotiana sylvestris (Wood tobacco)not assigned RNA_pol RPO41 "	RNA.transcription	27_2

CUST_17420_PI403524517	2	0.010785103	0.5376854	-0.010784149	-0.06574726	-0.061123848	0.08105564	35_5031	"Cluster: CDK-activating kinase assembly factor MAT1 family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: CDK-activating kinase assembly"	UniRef90_Q2R4I6	CHR4V7|COORD:15007150..15008384| cyclin-dependent kinase-activating kinase assembly factor-related / CDK-activating kinase assembly factor-related	AT4G30820.2	CHR11V5|COORD:15810413..15807906|protein CDK-activating kinase assembly factor MAT1 family protein, expressed	LOC_Os11g28350.1	no descriptionweakly similar to ( 128)AT4G30820| Symbols:  | cyclin-dependent kinase-activating kinase assembly factor-related / CDK-activating kinase assembly factor-related | chr4:15007150-15008384 FORWARDnot assigned MAT1 TFB3	cell.cycle	31_3

CUST_29596_PI403524517	2	0.0014839172	-0.5881758	-0.07603836	0.06294155	0.12689781	-0.0014848709	35_8546	Rep: Drought-inducible protein 1OS - Oryza sativa (indica cultivar-group)	UniRef90_Q8H219	CHR3V7|COORD:4230001..4231185| pentatricopeptide (PPR) repeat-containing protein	AT3G13160.1	CHR01V5|COORD:33644883..33649758|protein membrane-associated salt-inducible protein like, putative, expressed	LOC_Os01g57630.3	no descriptionvery weakly similar to (70.1)AT3G13160| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr3:4230001-4231185 REVERSEvery weakly similar to (50.1)RF1_ORYSA	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_177582_PI403524517	2	-0.052113533	0.37711382	0.2166462	-0.16060495	0.009144783	-0.00914526	35_49395	Rep: OSIGBa0148P16.8 protein - Oryza sativa (Rice)	UniRef90_Q01KZ7		0	CHR04V5|COORD:18811405..18810476|protein expressed protein	LOC_Os04g31730.1	no description	not assigned.unknown	35_2

CUST_17475_PI404877155	2	0.13688374	-0.2640581	0.014678478	0.026865005	-0.014678001	-0.2252655	HV_CEa0002J17r2_at	putative aldehyde dehydrogenase BIS1 [Hordeum vulgare]	AAL70106.1	delta-1-pyrroline-5- carboxylate dehydrogenase (P5CDH)	At5g62530.1	protein aldehyde dehydrogenase MIS1, putative	Os05g45960	NONE	amino acid metabolism.synthesis.glutamate family.proline	13_1_2_2

CUST_2526_PI403524517	2	0.056821823	-0.79685783	-0.1538353	0.10108662	0.08927059	-0.056822777	35_686	"Cluster: 40S ribosomal protein S3a; n=5; Oryza sativa|Rep: 40S ribosomal protein S3a - Oryza sativa (Rice)"	UniRef90_P49397	CHR3V7|COORD:1329757..1331424| 40S ribosomal protein S3A (RPS3aA)	AT3G04840.1	CHR02V5|COORD:10825679..10822641|protein 40S ribosomal protein S3a, putative, expressed	LOC_Os02g18550.1	no descriptionmoderately similar to ( 392)AT4G34670| Symbols:  | 40S ribosomal protein S3A (RPS3aB) | chr4:16548729-16550227 FORWARDmoderately similar to ( 429)RS3A_ORYSAnot assigned Ribosomal_S3Ae RPS1A PRK04057	protein.synthesis.misc ribososomal protein	29_2_2

CUST_131917_PI403524517	2	-0.6064725	-0.41263247	0.054355145	0.8235235	0.15653706	-0.054354668	35_37053	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_707_PI403524517	2	-0.16980267	0.018111229	0.16801453	0.008662224	-0.027750969	-0.0086631775	35_186	"Cluster: Hypothetical protein B1053A04.17; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1053A04.17 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6YUQ1	CHR3V7|COORD:8063070..8064482| leucine-rich repeat family protein / extensin family protein	AT3G22800.1	CHR02V5|COORD:28572445..28573307|protein expressed protein	LOC_Os02g46830.1	no descriptionnot assigned not assigned	not assigned.unknown	35_2

CUST_10415_PI404877155	2	0.03364277	-0.37729645	-0.028272629	0.028271675	0.19103527	-0.38982677	Contig417_s_at	0	AAS05825.1	fructose-bisphosphate aldolase, putative	At2g36460.1	protein Fructose-bisphosphate aldolase class-I	Os05g33380	1.2_bHLH   T01541 esc1/fructose 1-,6-biphosphate aldolase	glycolysis.aldolase	4_07

CUST_151610_PI403524517	2	0.11723709	0.39021492	0.06818962	-0.22483158	-0.06818867	-0.27315903	35_42392	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QMW0	"CHR4V7|COORD:17008820..17011017| similar to Os12g0588900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001067163.1); similar to hypothetical protein"	AT4G35910.1	CHR12V5|COORD:24597403..24594281|protein expressed protein	LOC_Os12g39840.1	"no descriptionweakly similar to ( 156)AT4G35910| Symbols:  | similar to Os12g0588900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001067163.1); similar to hypothetical protein LOC614194 [Bos taurus] (GB:NP_001030521.1); contains domain no description (G3D.3.40.50.610); contains domain FAMILY NOT NAMED (PTHR20882); contains domain SUBFAMILY NOT NAMED (PTHR20882:SF1); contains domain Adenine nucleotide alpha hydrolases-like (SSF52402) | chr4:17008820-17011017 REVERSEnot assigned"	not assigned.unknown	35_2

CUST_7845_PI403524517	2	0.21517372	-0.28797245	-0.026542664	0.02654171	-0.06801796	0.112543106	35_2185	"Cluster: Phospholipid/glycerol acyltransferase-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Phospholipid/glycerol acyltransferase-like protein"	UniRef90_Q5N7U2	"CHR2V7|COORD:15959894..15962442| ATGPAT6/GPAT6 (GLYCEROL-3-PHOSPHATE ACYLTRANSFERASE 6); 1-acylglycerol-3-phosphate O-acyltransferase/"	AT2G38110.1	CHR01V5|COORD:37193224..37190063|protein glycerol-3-phosphate acyltransferase 8, putative, expressed	LOC_Os01g63580.1	" no descriptionhighly similar to ( 668)AT2G38110| Symbols: ATGPAT6, GPAT6 | ATGPAT6/GPAT6 (GLYCEROL-3-PHOSPHATE ACYLTRANSFERASE 6); 1-acylglycerol-3-phosphate O-acyltransferase/ acyltransferase | chr2:15959894-15962442 REVERSEnot assigned not assigned PlsC PlsC Acyltransferase SerB PRK12678 Glutenin_hmw DUF566 PRK12323 "	lipid metabolism.Phospholipid synthesis	11_3

CUST_112330_PI403524517	2	0.09301758	-0.20580292	-0.06436539	0.11629391	0.06436539	-0.12385845	35_31893	"Cluster: Hypothetical protein P0403C05.13; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0403C05.13 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5JN17	CHR1V7|COORD:16816094..16817173| DNA binding / ligand-dependent nuclear receptor	AT1G44191.1	CHR01V5|COORD:32516779..32520310|protein holliday junction resolvase, putative, expressed	LOC_Os01g55900.1	no description	not assigned.unknown	35_2

CUST_150787_PI403524517	2	0.12296295	0.035983086	0.09609985	-0.038686752	-0.41906738	-0.035983086	35_42178	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_18351_PI404877155	2	0.092609406	0.106235504	0.05152893	-0.09930515	-0.051529884	-0.054790497	HVSMEg0011O06r2_s_at	putative Pollen specific protein C13 precursor [Oryza sativa (japonica cultivar-group)] gb|AAP53386.1| putative Pollen specific protein C13	NP_921099.1	pollen Ole e 1 allergen and extensin family protein	At4g08685.1	protein Pollen proteins Ole e I family, putative	Os10g22590	Putative Pollen specific protein C13 precursor	stress.abiotic.unspecified	20_2_99

CUST_33068_PI399408534	2	-0.0070877075	0.11453438	0.0032052994	-0.21704865	-0.0032052994	0.0073776245	35_2726	"Cluster: GTPase activator protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: GTPase activator protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z973	CHR3V7|COORD:2516645..2518790| RabGAP/TBC domain-containing protein	AT3G07890.1	CHR08V5|COORD:15034156..15030438|protein TBC1 domain family member 2, putative, expressed	LOC_Os08g25010.1	no descriptionhighly similar to ( 588)AT3G07890| Symbols:  | RAB GTPase activator | chr3:2516645-2518790 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TBC TBC COG5210	signalling.G-proteins	30_5

CUST_30233_PI403524517	2	0.035032272	-0.06494713	0.074840546	0.023403168	-0.09560776	-0.023403168	35_8727	"Cluster: CDK5 activator-binding protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: CDK5 activator-binding protein-like - Oryza sativa (japonica cult"	UniRef90_Q5Z9Z1	"CHR5V7|COORD:2116883..2119560| Identical to CDK5RAP3-like protein [Arabidopsis Thaliana] (GB:Q9FG23); similar to Os06g0320100 [Oryza sativa"	AT5G06830.1	CHR06V5|COORD:12433085..12436479|protein CDK5RAP3-like protein, putative, expressed	LOC_Os06g21560.2	"no descriptionmoderately similar to ( 245)AT5G06830| Symbols:  | Identical to CDK5RAP3-like protein [Arabidopsis Thaliana] (GB:Q9FG23); similar to Os06g0320100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001057510.1); similar to CDK5 regulatory subunit associated protein 3 [Mus musculus] (GB:NP_084524.1); contains InterPro domain Protein of unknown function DUF773; (InterPro:IPR008491) | chr5:2116883-2119560 REVERSEnot assigned DUF773"	not assigned.unknown	35_2

CUST_8839_PI403524517	2	0.053297997	0.24253082	0.39190102	-0.06512928	-0.25392818	-0.053297997	35_2478	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_30815_PI403524517	2	-0.029283524	0.13874531	0.029283524	0.06328249	-0.2257514	-0.055711746	35_8893	Rep: Fructan 1-exohydrolase precursor - Hordeum vulgare (Barley)	UniRef90_Q70AT7	"CHR1V7|COORD:20570284..20572832| ATFRUCT5 (BETA-FRUCTOFURANOSIDASE 5); hydrolase, hydrolyzing O-glycosyl compounds / levanase"	AT1G55120.1	CHR01V5|COORD:42953169..42957287|protein beta-fructofuranosidase, insoluble isoenzyme 4 precursor, putative, expressed	LOC_Os01g73580.1	" no descriptionweakly similar to ( 132)AT1G55120| Symbols: ATCWINV3, ATFRUCT5 | ATFRUCT5 (BETA-FRUCTOFURANOSIDASE 5); hydrolase, hydrolyzing O-glycosyl compounds / levanase | chr1:20570284-20572832 FORWARDmoderately similar to ( 222)INV4_ORYSAnot assigned Glyco_32 "	major CHO metabolism.degradation.sucrose.invertases.cell wall	2_2_1_3_2

CUST_3403_PI404877155	2	-0.25879192	-0.08977032	0.19829369	0.09811211	-0.35038853	0.08976936	Contig13863_at	0	NP_187250.1	leucine-rich repeat family protein	At3g05990.1	protein At3g05990	Os05g32660	"leucine-rich repeat family protein, contains leucine rich-repeat (LRR) domains Pfam:PF00560, INTERPRO:IPR001611; contains similarity to leaf senescence-associated receptor-like protein kinase (Phaseolus vulgaris) gi:9837280:gb:AAG00510"	signalling.receptor kinases.misc	30_2_99

CUST_81806_PI403524517	2	0.14850521	-0.01211071	0.012110233	-0.17033291	0.15363884	-0.099475384	35_23464	Rep: OSIGBa0092O07.5 protein - Oryza sativa (Rice)	UniRef90_Q01ME5	CHR5|COORD:23541713..23550337| protein kinase family protein / non phototropic hypocotyl 1-like protein (NPL1), contains Pfam domains, PF00069: Protein kinase	AT5G58140.1	CHR04V5|COORD:13630009..13616871|protein phototropin-1, putative, expressed	LOC_Os04g23890.4	" no descriptionhighly similar to ( 523)AT5G58140| Symbols: NPL1, PHOT2 | PHOT2 (NON PHOTOTROPIC HYPOCOTYL 1-LIKE); kinase | chr5:23541997-23547219 FORWARDmoderately similar to ( 223)KPK1_PHAVUProtein kinase PVPK-1 - Phaseolus vulgaris (Kidney bean) (French bean)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase SPS1 TyrKc Pkinase_Tyr PTKc PTKc_Jak_rpt2 PTKc_Ack_like PTKc_Jak2_Jak3_rpt2 PTKc_Syk_like PTKc_EGFR_like PTKc_Tec_like PTKc_DDR2 "	protein.postranslational modification	29_4

CUST_167410_PI403524517	2	-0.05217266	-0.72562885	-0.069628716	0.16004753	0.08304691	0.052173615	35_46627	"Cluster: Hypothetical protein; n=1; Anaeromyxobacter sp. Fw109-5|Rep: Hypothetical protein - Anaeromyxobacter sp. Fw109-5"	UniRef90_A1HY15	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	0	0	no description	not assigned.unknown	35_2

CUST_28993_PI403524517	2	0.18270683	-0.7459507	-0.06729984	0.060209274	-0.060209274	0.10894489	35_8379	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_20192_PI403524517	2	0.29966068	0.38333464	0.23411655	-0.24450922	-0.81420326	-0.23411655	35_5852	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10CF1	CHR1V7|COORD:5880495..5884650| zinc ion binding	AT1G17210.1	CHR03V5|COORD:32537963..32530630|protein expressed protein	LOC_Os03g57160.1	no descriptionvery weakly similar to (70.1)AT1G17210| Symbols:  | zinc ion binding | chr1:5880495-5884650 REVERSEnot assigned zf-C3HC	not assigned.unknown	35_2

CUST_103977_PI403524517	2	0.035206795	0.17570972	0.08035183	-0.03520775	-0.20553303	-0.12159157	35_29639	"Cluster: Anaphase promoting complex subunit 11; n=4; Magnoliophyta|Rep: Anaphase promoting complex subunit 11 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q940X6	"CHR3V7|COORD:1754469..1754808| APC11 (anaphase-promoting complex/cyclosome 11); protein binding / zinc ion binding"	AT3G05870.1	CHR03V5|COORD:10651614..10653089|protein anaphase-promoting complex subunit 11, putative, expressed	LOC_Os03g19059.1	"no descriptionweakly similar to ( 123)AT3G05870| Symbols: APC11 | APC11 (anaphase-promoting complex/cyclosome 11); protein binding / zinc ion binding | chr3:1754469-1754808 FORWARDnot assigned not assigned APC11 RING"	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_53935_PI403524517	2	-0.9045954	-1.5305066	0.40589476	-0.11270809	0.11270857	1.436379	35_15352	Rep: Allyl alcohol dehydrogenase - Nicotiana tabacum (Common tobacco)	UniRef90_Q9SLN8	CHR5V7|COORD:5581834..5583852| NADP-dependent oxidoreductase, putative	AT5G16990.1	CHR04V5|COORD:24640566..24638960|protein NADP-dependent oxidoreductase P1, putative, expressed	LOC_Os04g41960.1	 no descriptionmoderately similar to ( 383)AT5G16990| Symbols:  | NADP-dependent oxidoreductase, putative | chr5:5581834-5583852 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG2130 Qor ADH_zinc_N Herpes_BLLF1 PRK07003 APC_basic AdhP Tdh PRK10754 PRK07764 PRK12323 Atrophin-1 Tymo_45kd_70kd AF-4 PRK12678 TT_ORF1 DUF566 	misc.oxidases - copper, flavone etc.	26_7

CUST_57735_PI403524517	2	0.29612923	-0.1036787	-0.2334919	0.2851162	0.10367918	-0.1352787	35_16461	"Cluster: Putative terminal flower 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative terminal flower 1 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q656A5	"CHR1V7|COORD:6228042..6230103| E12A11; phosphatidylethanolamine binding"	AT1G18100.1	CHR06V5|COORD:17541483..17538925|protein OsMFT1 - Rice MFT-Like1 homogous to Arabidopsis Mother of FT and TFL1 gene, expressed	LOC_Os06g30370.1	no description	not assigned.unknown	35_2

CUST_13987_PI399408534	2	0.12982464	0.07515907	-0.07515907	-0.088829994	-0.23580933	0.102368355	35_2163	"Cluster: OSJNBa0005N02.3 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0005N02.3 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XSA2	CHR1V7|COORD:17889953..17895560| AGO1 (ARGONAUTE 1)	AT1G48410.2	CHR04V5|COORD:28222521..28207417|protein PINHEAD protein, putative, expressed	LOC_Os04g47870.2	no descriptionnearly identical (1105)AT1G48410| Symbols: AGO1 | AGO1 (ARGONAUTE 1) | chr1:17889953-17895560 REVERSEnot assigned not assigned Piwi_ago-like Piwi Piwi_piwi-like_Euk Piwi-like PAZ_argonaute_like PAZ PAZ	RNA.regulation of transcription.Argonaute	27_3_36

CUST_3549_PI403524517	2	0.05470085	-0.71348476	-0.02535057	0.0430336	6.465912E-4	-6.4754486E-4	35_967	"Cluster: Ozone-responsive stress-related protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Ozone-responsive stress-related protein-like - Oryza sat"	UniRef90_Q9LWT2	CHR1V7|COORD:74105..74443| ozone-responsive stress-related protein, putative	AT1G01170.2	CHR06V5|COORD:833916..831538|protein ATOZI1, putative, expressed	LOC_Os06g02420.1	 no descriptionweakly similar to ( 119)AT1G01170| Symbols:  | ozone-responsive stress-related protein, putative | chr1:74105-74443 REVERSEDUF1138 	stress.abiotic.unspecified	20_2_99

CUST_51026_PI403524517	2	0.13710785	0.40867138	0.015527725	-0.033655167	-0.14219189	-0.015528679	35_14550	Rep: DnaJ-related protein ZMDJ1 - Zea mays (Maize)	UniRef90_O65160	CHR5V7|COORD:7303801..7305671| ATJ2 (Arabidopsis thaliana DnaJ homologue 2)	AT5G22060.1	CHR03V5|COORD:25081435..25085275|protein dnaJ protein, putative, expressed	LOC_Os03g44620.2	 no descriptionhighly similar to ( 602)AT3G44110| Symbols: ATJ, ATJ3 | ATJ3 (Arabidopsis thaliana DnaJ homologue 3) | chr3:15880166-15882046 REVERSEhighly similar to ( 610)DNJH_CUCSADnaJ protein homolog - Cucumis sativus (Cucumber)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DnaJ PRK10767 DnaJ_CXXCXGXG DnaJ DnaJ CbpA PRK10266 DnaJ_C SEC63 	stress.abiotic.heat	20_2_1

CUST_1848_PI399408534	2	0.26195812	-0.04190159	-0.089481354	0.04190159	-0.0673399	0.047106743	35_9618	"Cluster: Putative auxin independent growth-related protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative auxin independent growth-related protein -"	UniRef90_Q8S7V6	"CHR1V7|COORD:4802927..4805108| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G03280.1); similar to Os03g0169000 [Oryza sativa (japonica"	AT1G14020.1	CHR03V5|COORD:3700216..3696495|protein axi 1 protein, putative, expressed	LOC_Os03g07310.1	" no descriptionweakly similar to ( 164)AT1G14020| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G03280.1); similar to Os03g0169000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001049097.1); similar to hypothetical protein [Cleome spinosa] (GB:ABD96844.1); contains InterPro domain Protein of unknown function DUF246, plant; (InterPro:IPR004348) | chr1:4802927-4805108 FORWARDDUF246 "	hormone metabolism.auxin.induced-regulated-responsive-activated	17_2_3

CUST_60882_PI403524517	2	0.019067764	0.12333393	0.023652077	-0.041506767	-0.01906681	-0.076192856	35_17363	"Cluster: Hypothetical protein P0036D10.16; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0036D10.16 - Oryza sativa (japonica cultivar-g"	UniRef90_Q9FW26	"CHR3V7|COORD:540031..540962| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G16110.1); similar to hypothetical protein [Cleome spinosa] (GB:ABD96883"	AT3G02555.1	CHR05V5|COORD:130088..127993|protein expressed protein	LOC_Os05g01210.2	no description	not assigned.unknown	35_2

CUST_10385_PI403524517	2	0.3591733	0.62007046	-0.06871748	-0.14159393	0.06871796	-0.4108386	35_2930	"Cluster: Hypothetical protein P0019E03.11-3; n=3; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0019E03.11-3 - Oryza sativa (japonica cultiv"	UniRef90_Q5QLF5	"CHR4V7|COORD:10955823..10958875| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G55340.1); similar to unknown protein [Oryza sativa (japonica"	AT4G20300.2	CHR01V5|COORD:28348261..28343118|protein expressed protein	LOC_Os01g48830.3	no descriptionnot assigned PRK07003	not assigned.unknown	35_2

CUST_63357_PI403524517	2	0.14408398	0.10224819	-0.09167385	-0.05501747	-0.3331871	0.055016518	35_18091	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_3068_PI403524517	2	0.009749413	-0.25911045	-0.009749413	0.35140133	0.42737865	-0.07628155	35_834	"Cluster: Glutamine synthetase leaf isozyme, chloroplast precursor; n=4; Triticeae|Rep: Glutamine synthetase leaf isozyme, chloroplast precursor - Hordeum vulgar"	UniRef90_P13564	"CHR5V7|COORD:13848450..13850469| GS2 (GLUTAMINE SYNTHETASE 2); glutamate-ammonia ligase"	AT5G35630.2	CHR04V5|COORD:33412022..33405260|protein glutamine synthetase, chloroplast precursor, putative, expressed	LOC_Os04g56400.2	 no descriptionhighly similar to ( 636)AT5G35630| Symbols: GLN2, ATGSL1, GS2 | GS2 (GLUTAMINE SYNTHETASE 2) | chr5:13848450-13850469 FORWARDhighly similar to ( 754)GLNA2_HORVUGlutamine synthetase leaf isozyme, chloroplast precursor - Hordeum vulgare (Barley)not assigned Gln-synt_C GlnA Gln-synt_N 	N-metabolism.ammonia metabolism.glutamine synthase	12_2_2

CUST_132295_PI403524517	2	-0.097733974	0.4283042	-0.028132439	0.028132439	-0.11726093	0.31842947	35_37154	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_31521_PI403524517	2	-0.98700905	0.09127903	0.13521767	-0.09127998	0.31679153	-0.21604633	35_9099	"Cluster: Putative phosphatidylserine synthase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative phosphatidylserine synthase - Oryza sativa (japonica"	UniRef90_Q6I628	CHR1V7|COORD:5199589..5201903| phosphatidyl serine synthase family protein	AT1G15110.1	CHR05V5|COORD:27469319..27474965|protein phosphatidylserine synthase 2, putative, expressed	LOC_Os05g48060.2	no descriptionmoderately similar to ( 256)AT1G15110| Symbols:  | phosphatidyl serine synthase family protein | chr1:5199589-5201983 FORWARDnot assigned PSS	lipid metabolism.Phospholipid synthesis	11_3

CUST_5220_PI403524517	2	-0.026078224	0.060115814	0.10741234	0.02607727	-0.06781387	-0.061135292	35_1440	"Cluster: Putative NADPH-dependent retinol dehydrogenase/reductase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative NADPH-dependent retinol dehydrogena"	UniRef90_Q6K447	CHR4V7|COORD:2816459..2818071| short-chain dehydrogenase/reductase (SDR) family protein	AT4G05530.1	CHR09V5|COORD:2516277..2511441|protein dehydrogenase/reductase SDR family member 2, putative, expressed	LOC_Os09g04730.1	no descriptionmoderately similar to ( 295)AT4G05530| Symbols:  | short-chain dehydrogenase/reductase (SDR) family protein | chr4:2816459-2818071 FORWARDvery weakly similar to (86.3)SDR1_PICABShort-chain type dehydrogenase/reductase - Picea abies (Norway spruce) (Picea excelsa)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned fabG fabG fabG FabG fabG PRK12829 PRK08213 PRK12826 PRK07035 PRK07479 PRK12939 PRK12429 PRK07814 fabG PRK07890 fabG PRK07478 PRK06124 PRK07576 PRK06346 PRK07063 PRK08324 PRK09135 PRK07067 PRK12937 fabG PRK06138 PRK06484 PRK06113 PRK07774 PRK12827 PRK06172 PRK06500 PRK08589 PRK07856 fabG PRK12828 PRK06841 fabG PRK09242 PRK08643 PRK08265 PRK08277 PRK06057 PRK06398 PRK06200 PRK08063 benD PRK12747 PRK07097 PRK05875 PRK06935 PRK06198 PRK08936 PRK07831 PRK06128 PRK12746 PRK06122 PRK08993 PRK12824 PRK08226 PRK08220 PRK12748 PRK07523 PRK07326 COG4221 PRK07062 PRK12481 PRK05876 PRK07677 PRK12743 PRK05717 PRK06171 PRK06523 fabG PRK12745 PRK06181 PRK12936 PRK12935 PRK05867 PRK08085 DltE PRK07041 fabG fabG PRK07060 PRK07825 PRK07069 PRK06114 PRK07633 PRK06125 fabG PRK09134 FabI PRK08416 PRK06949 PRK08628 PRK07985 PRK08278 PRK07454 PRK06123 fabG adh_short fabG PRK07109 PRK06701 PRK08339 PRK06194 PRK12742 PRK06179 PRK07201 PRK12744 fabG PRK07533 PRK07074 PRK08945 PRK06947 PRK05872 DltE PRK07791 PRK06940 PRK05650 PRK12938 PRK07577 PRK07370 PRK05855 PRK06182 PRK06180 PRK05866 PRK08263 PRK08267 PRK08340 PRK08594 PRK12384 PRK09186 PRK06483 PRK12428 PRK09072 fabG PRK08264 PRK08219 PRK06139 PRK08415 PRK06482 PRK06914 PRK06079 PRK07832 PRK06300 PRK12859 PRK07806 PRK07024 PRK09730 PRK08703 PRK06924 PRK10538 PRK08159 PRK06997 PRK09291 PRK07023 PRK07984 PRK07775 PRK05693 PRK08690 PRK08177 PRK07102 KR PRK06101 PRK06603 PRK06196 PRK08251	misc.short chain dehydrogenase/reductase (SDR)	26_22

CUST_84742_PI403524517	2	0.03044033	0.18211079	-0.030439377	-0.12161636	-0.22194672	0.12588596	35_24282	"Cluster: Os05g0539500 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0539500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DGD6	CHR3V7|COORD:17547118..17548500| esterase/lipase/thioesterase family protein	AT3G47590.1	CHR05V5|COORD:26718390..26722045|protein esterase, putative, expressed	LOC_Os05g46210.1	no descriptionmoderately similar to ( 274)AT3G47590| Symbols:  | esterase/lipase/thioesterase family protein | chr3:17547118-17548500 REVERSEnot assigned not assigned COG2945 PldB DAP2 MhpC Abhydrolase_1	not assigned.no ontology	35_1

CUST_119873_PI403524517	2	-0.023264885	0.43253326	0.18520927	-0.023264885	-0.13063717	0.023264885	35_33904	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_98977_PI403524517	2	0.20633268	0.34838438	-0.1410203	-0.29624224	-0.5002146	0.1410203	35_28253	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_22724_PI399408534	2	-0.040392876	-0.047797203	-0.2378459	0.27205563	0.050662994	0.040393353	35_24616	"Cluster: Putative 1-aminocyclopropane-1-carboxylate synthase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative 1-aminocyclopropane-1-carboxylate syntha"	UniRef90_Q9SNN8	"CHR1V7|COORD:23321936..23323894| ACS10 (ACC SYNTHASE 10); 1-aminocyclopropane-1-carboxylate synthase"	AT1G62960.1	CHR06V5|COORD:1628718..1632630|protein aminotransferase ACS12, putative, expressed	LOC_Os06g03990.1	"no descriptionvery weakly similar to (92.8)AT1G62960| Symbols: ACS10 | ACS10 (ACC SYNTHASE 10); 1-aminocyclopropane-1-carboxylate synthase | chr1:23321936-23323894 REVERSEvery weakly similar to (60.8)1A11_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07764 PRK12323 PRK07003 Atrophin-1 PRK00708 Herpes_TAF50 AF-4 Tymo_45kd_70kd PRK05648 PRK12678 DUF1421 APC_basic tatB PRK08853 HPC2"	hormone metabolism.ethylene.synthesis-degradation	17_5_1

CUST_8266_PI399408534	2	0.15567017	0.45538902	0.18832874	-0.22207546	-0.15567112	-0.18966293	35_2393	Rep: H1005F08.11 protein - Oryza sativa (Rice)	UniRef90_Q01MN3	CHR5V7|COORD:2090938..2092788| KH domain-containing protein / zinc finger (CCCH type) family protein	AT5G06770.1	CHR04V5|COORD:33763890..33767186|protein zinc finger C-x8-C-x5-C-x3-H type family protein, expressed	LOC_Os04g57010.1	no descriptionvery weakly similar to (55.8)AT3G12130| Symbols:  | KH domain-containing protein / zinc finger (CCCH type) family protein | chr3:3864492-3866412 REVERSEnot assigned	RNA.regulation of transcription.C3H zinc finger family	27_3_12

CUST_29206_PI403524517	2	0.09734535	-0.53723526	0.011031151	-0.011030197	-0.21518517	0.013371468	35_8440	"Cluster: Os01g0575500 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0575500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JLS4	CHR1V7|COORD:18143087..18152494| SCD1 (STOMATAL CYTOKINESIS-DEFECTIVE 1)	AT1G49040.1	CHR01V5|COORD:22507276..22489943|protein SCD1, putative, expressed	LOC_Os01g39380.1	no descriptionweakly similar to ( 182)AT1G49040| Symbols: SCD1 | SCD1 (STOMATAL CYTOKINESIS-DEFECTIVE 1) | chr1:18145675-18152494 REVERSE	cell.division	31_2

CUST_16958_PI403524517	2	0.027227402	0.08759117	-0.22574425	0.02001667	-0.2120781	-0.02001667	35_4900	"Cluster: Putative system A transporter isoform 2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative system A transporter isoform 2 - Oryza sativa (japon"	UniRef90_Q67VL0	CHR3V7|COORD:11979591..11981306| amino acid transporter family protein	AT3G30390.2	CHR06V5|COORD:25689100..25692908|protein amino acid transporter-like protein, putative, expressed	LOC_Os06g42720.1	no descriptionmoderately similar to ( 277)AT3G30390| Symbols:  | amino acid transporter family protein | chr3:11979591-11981306 REVERSEnot assigned not assigned not assigned Aa_trans SdaC Trp_Tyr_perm	transport.amino acids	34_3

CUST_1793_PI403524517	2	0.18457603	-0.27464676	0.0076351166	-0.0076351166	-0.103889465	0.0076351166	35_475	Rep: H0105C05.7 protein - Oryza sativa (Rice)	UniRef90_Q25A17	"CHR4V7|COORD:1416019..1417197| XTH9 (XYLOGLUCAN ENDOTRANSGLUCOSYLASE/HYDROLASE 9); hydrolase, acting on glycosyl bonds"	AT4G03210.1	CHR04V5|COORD:31926614..31928475|protein glycosyl hydrolases family 16 protein, expressed	LOC_Os04g53950.2	" no descriptionmoderately similar to ( 310)AT4G03210| Symbols: XTH9 | XTH9 (XYLOGLUCAN ENDOTRANSGLUCOSYLASE/HYDROLASE 9); hydrolase, acting on glycosyl bonds | chr4:1416107-1417197 FORWARDmoderately similar to ( 258)XTHA_PHAANXyloglucan endotransglucosylase/hydrolase protein A precursor - Phaseolus angularis (Adzuki bean) (Vigna angularis)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned GH16_XET Glyco_hydro_16 Glyco_hydrolase_16 GH16_GPI_glucanosyltransferase GH16_lichenase SKN1 Herpes_BLLF1 PRK07003 XET_C PRK12323 Pol_Y_like Pneumo_att_G PRK07764 Atrophin-1 APC_basic "	cell wall.modification	10_7

CUST_137828_PI403524517	2	-2.1743774E-4	-0.16721916	0.02608347	-0.17959738	0.019263268	2.1743774E-4	35_38651	"Cluster: UDP-glucoronosyl and UDP-glucosyl transferase family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: UDP-glucoronosyl and UDP-gluc"	UniRef90_Q7XE18	CHR2V7|COORD:15536129..15537791| UDP-glucoronosyl/UDP-glucosyl transferase family protein	AT2G36970.1	CHR10V5|COORD:15566669..15564356|protein cytokinin-O-glucosyltransferase 2, putative, expressed	LOC_Os10g30560.1	no descriptionvery weakly similar to (99.0)AT2G36970| Symbols:  | UDP-glucoronosyl/UDP-glucosyl transferase family protein | chr2:15536129-15537791 FORWARDnot assigned not assigned not assigned not assigned	misc.UDP glucosyl and glucoronyl transferases	26_2

CUST_34640_PI403524517	2	-0.052066803	-0.015145302	0.07919693	0.059072495	-0.09396267	0.0151462555	35_9987	"Cluster: Adenosine 5'-phosphosulfate reductase 8; n=1; Zea mays|Rep: Adenosine 5'-phosphosulfate reductase 8 - Zea mays (Maize)"	UniRef90_Q5EUC2	"CHR3V7|COORD:992472..994322| ATAPRL5 (APR-LIKE 5); electron carrier/ protein disulfide oxidoreductase"	AT3G03860.1	CHR03V5|COORD:33632042..33635164|protein OsAPRL5 - Oryza sativa adenosine 5'-phosphosulfate reductase-like, expressed	LOC_Os03g59170.1	"no descriptionweakly similar to ( 143)AT3G03860| Symbols: ATAPRL5 | ATAPRL5 (APR-LIKE 5); electron carrier/ protein disulfide oxidoreductase | chr3:992472-994322 FORWARDnot assigned PDI_a_ERp44_like"	redox.thioredoxin	21_1

CUST_92873_PI403524517	2	0.25070763	-0.17434597	0.02875328	-0.028754234	-0.115514755	0.24896622	35_26554	"Cluster: BWF1-like protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: BWF1-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5ZDE5	CHR5V7|COORD:6146934..6149732| WD-40 repeat family protein	AT5G18525.1	CHR01V5|COORD:12577242..12567139|protein beige/BEACH domain containing protein, expressed	LOC_Os01g22390.3	no descriptionweakly similar to ( 151)AT5G18525| Symbols:  | WD-40 repeat family protein | chr5:6146934-6149732 REVERSEnot assigned WD40	not assigned.no ontology	35_1

CUST_4104_PI404877155	2	-0.011838913	0.011838913	0.120877266	-0.05954361	-0.12013054	0.17008495	Contig14917_at	DnaJ protein family-like protein [Oryza sativa (japonica cultivar-group)]	BAC84247.1	DNAJ heat shock N-terminal domain-containing protein	At4g07990.1	protein DnaJ domain, putative	Os07g03270	"DNAJ heat shock N-terminal domain-containing protein, similar to SP:Q9QYI5 DnaJ homolog subfamily B member 10 Mus musculus ; contains Pfam profile PF00226 DnaJ domain"	stress.abiotic.heat	20_2_1

CUST_171422_PI403524517	2	0.0371933	-0.13335228	0.029493332	-0.029493332	0.031179428	-0.10373306	35_47768	Rep: Ribosomal protein S6 - Brassica napus (Rape)	UniRef90_Q7Y0H9	"CHR4V7|COORD:15346312..15347720| RPS6 (RIBOSOMAL PROTEIN S6); structural constituent of ribosome"	AT4G31700.1	CHR03V5|COORD:15603288..15600894|protein 40S ribosomal protein S6, putative, expressed	LOC_Os03g27260.1	no descriptionweakly similar to ( 187)AT4G31700| Symbols: RPS6 | RPS6 (RIBOSOMAL PROTEIN S6) | chr4:15346312-15347081 REVERSEweakly similar to ( 188)RS6_ASPOF40S ribosomal protein S6 - Asparagus officinalis (Garden asparagus)not assigned Ribosomal_S6e RPS6A PRK04290	protein.synthesis.misc ribososomal protein	29_2_2

CUST_124726_PI403524517	2	-0.14305925	-0.050174236	0.21987724	0.46641874	-0.44213915	0.050174713	35_35150	"Cluster: Zinc knuckle family protein, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Zinc knuckle family protein, putative, expressed - O"	UniRef90_Q2QNI2	"CHR5V7|COORD:20325486..20329962| EMB1441 (EMBRYO DEFECTIVE 1441); nucleic acid binding"	AT5G49930.1	CHR12V5|COORD:23131123..23123144|protein serologically defined colon cancer antigen 1, putative, expressed	LOC_Os12g37720.1	"no descriptionvery weakly similar to (57.0)AT5G49930| Symbols: EMB1441 | EMB1441 (EMBRYO DEFECTIVE 1441); nucleic acid binding | chr5:20325486-20329962 REVERSE"	not assigned.no ontology	35_1

CUST_13182_PI399408534	2	0.013151169	0.3540821	0.07450962	-0.24015188	-0.2404952	-0.013150692	35_13461	"Cluster: MAP3K protein kinase-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: MAP3K protein kinase-like protein - Oryza sativa (japonica cultivar"	UniRef90_Q6YW97	CHR5V7|COORD:26808825..26810875| phospholipase C	AT5G67130.1	CHR09V5|COORD:1237533..1225555|protein MAP3K-like protein kinase, putative, expressed	LOC_Os09g02729.1	no descriptionvery weakly similar to (62.8)AT5G67130| Symbols:  | phospholipase C | chr5:26808825-26810875 FORWARD	signalling.MAP kinases	30_6

CUST_167376_PI403524517	2	-0.02358532	-0.1139307	-0.05801773	0.103443146	0.12362671	0.023584366	35_46618	"Cluster: Os07g0452400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0452400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D6Q9		0	CHR07V5|COORD:15594065..15595274|protein expressed protein	LOC_Os07g26920.1	no description	not assigned.unknown	35_2

CUST_66482_PI403524517	2	0.23911762	0.6305876	0.15261364	-0.34035397	-0.45926952	-0.15261364	35_18985	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_17572_PI403524517	2	-0.99091816	1.071125	0.6336336	-0.52295876	0.19328976	-0.19328976	35_5076	"CAB82975.1; n=1; Arabidopsis thaliana|Rep: Emb|CAB82975.1 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9FGU5	CHR5V7|COORD:386554..387918| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G59080.1)	AT5G02020.1	CHR05V5|COORD:22223181..22220208|protein expressed protein	LOC_Os05g38040.4	no descriptionvery weakly similar to (63.5)AT5G59080| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G02020.1) | chr5:23864917-23865629 REVERSE	not assigned.unknown	35_2

CUST_168196_PI403524517	2	-0.009144783	0.009144783	-0.37001038	-0.1967144	0.84944344	0.014839172	35_46841	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q337K5	CHR3V7|COORD:1200822..1209719| exportin-related	AT3G04490.1	CHR10V5|COORD:17449112..17463951|protein expressed protein	LOC_Os10g33710.1	no descriptionweakly similar to ( 147)AT3G04490| Symbols:  | exportin-related | chr3:1200822-1209719 FORWARDnot assigned	not assigned.no ontology	35_1

CUST_19052_PI403524517	2	-0.8929329	1.0605574	-0.036800385	0.08112812	-0.03469181	0.034690857	35_5521	"Cluster: Hypothetical protein OJ2056_H01.29; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ2056_H01.29 - Oryza sativa (japonica cultiv"	UniRef90_Q6ZGX3	CHR2V7|COORD:2015804..2016524| glycine-rich protein	AT2G05510.1	CHR06V5|COORD:12359021..12358337|protein hypothetical protein	LOC_Os06g21400.1	no descriptionTT_ORF1	not assigned.unknown	35_2

CUST_58249_PI403524517	2	0.0011081696	-0.29759216	0.13556194	0.08827877	-0.04462242	-0.0011081696	35_16608	"Cluster: Putative cadmium-induced protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative cadmium-induced protein - Oryza sativa (japonica cultivar-g"	UniRef90_Q8H5E1	CHR4V7|COORD:10446781..10448090| cadmium-responsive protein / cadmium induced protein (AS8)	AT4G19070.1	CHR07V5|COORD:2223216..2221229|protein cadmium-induced protein, putative, expressed	LOC_Os07g05040.1	no descriptionvery weakly similar to (86.3)AT4G19070| Symbols:  | cadmium-responsive protein / cadmium induced protein (AS8) | chr4:10446781-10448090 REVERSE	metal handling	15

CUST_41417_PI403524517	2	0.27463007	-0.08100653	0.0028882027	0.004831791	-0.13281488	-0.0028882027	35_11903	Rep: Hypothetical protein - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q0WQN1	"CHR2|COORD:7390161..7394936| similar to expressed protein [Arabidopsis thaliana] (TAIR:At2g16980.2); similar to tetracycline transporter protein-like [Oryza"	AT2G16990.2	CHR11V5|COORD:2413437..2409500|protein tetracycline transporter protein, putative, expressed	LOC_Os11g05390.1	"no descriptionvery weakly similar to (90.9)AT2G16990| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G16980.2); similar to Major facilitator superfamily MFS_1 [Medicago truncatula] (GB:ABE80432.1); contains InterPro domain Major facilitator superfamily MFS_1; (InterPro:IPR011701) | chr2:7390276-7394865 FORWARDnot assigned"	not assigned.unknown	35_2

CUST_70401_PI403524517	2	0.15386963	-0.08612347	-0.019216537	-0.039322853	1.3214264	0.019216537	35_20166	"Cluster: Hypothetical protein OSJNBb0035J08.14; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0035J08.14 - Oryza sativa (japonica"	UniRef90_Q65XH9	CHR2V7|COORD:8010305..8011824| DNAJ heat shock N-terminal domain-containing protein	AT2G18465.1	CHR05V5|COORD:329682..332085|protein dnaJ domain containing protein, expressed	LOC_Os05g01590.1	no descriptionweakly similar to ( 108)AT2G18465| Symbols:  | DNAJ heat shock N-terminal domain-containing protein | chr2:8010305-8011824 REVERSEnot assigned DnaJ DnaJ DnaJ	stress.abiotic.heat	20_2_1

CUST_13936_PI403524517	2	-0.34175873	0.5581579	-0.064787865	0.2744074	-0.08201504	0.064787865	35_3995	"Cluster: C2 domain-containing protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: C2 domain-containing protein-like - Oryza sativa (japonica cultivar"	UniRef90_Q6YWF1	CHR5V7|COORD:15009378..15010661| C2 domain-containing protein	AT5G37740.1	CHR02V5|COORD:13173635..13176600|protein GTPase activating protein, putative, expressed	LOC_Os02g22130.1	no descriptionmoderately similar to ( 201)AT5G37740| Symbols:  | C2 domain-containing protein | chr5:15009378-15010661 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned C2 C2 C2 C2_1 PRK12678	not assigned.no ontology.C2 domain-containing protein	35_1_19

CUST_179139_PI403524517	2	-0.045472622	-0.15351105	0.045472145	0.20271158	-0.5160618	2.4360714	35_49824	"Cluster: Putative Avr9/Cf-9 rapidly elicited protein 264; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Avr9/Cf-9 rapidly elicited protein 264 - Ory"	UniRef90_Q67UU7	CHR2V7|COORD:2287511..2289267| protein kinase, putative	AT2G05940.1	CHR09V5|COORD:16424217..16421277|protein protein kinase APK1B, chloroplast precursor, putative, expressed	LOC_Os09g27010.1	 no descriptionweakly similar to ( 129)AT2G05940| Symbols:  | protein kinase, putative | chr2:2287511-2289267 REVERSEnot assigned 	protein.postranslational modification.kinase.receptor like cytoplasmatic kinase VII	29_4_1_57

CUST_159568_PI403524517	2	-0.109297276	-0.65262127	0.1092968	0.4511671	-0.111834526	0.1399107	35_44535	"Cluster: Protease, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Protease, putative, expressed - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2R2M2	CHR4V7|COORD:16432015..16433756| protease-related	AT4G34360.1	CHR11V5|COORD:20219428..20222344|protein S-adenosylmethionine-dependent methyltransferase/ catalytic, putative, expressed	LOC_Os11g35340.1	no descriptionvery weakly similar to (96.7)AT4G34360| Symbols:  | protease-related | chr4:16432015-16433756 FORWARD	protein.degradation	29_5

CUST_115061_PI403524517	2	-0.100749016	0.25155258	-0.54070234	0.10074997	-0.3872099	0.41556644	35_32645	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_46581_PI403524517	2	-0.075959206	0.075959206	0.29021645	-0.16108894	0.25225067	-0.26629353	35_13341	"Cluster: Putative 4-coumarate:coenzyme A ligase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative 4-coumarate:coenzyme A ligase - Oryza sativa"	UniRef90_Q5N6Y8	CHR5V7|COORD:25404807..25407252| 4-coumarate--CoA ligase family protein / 4-coumaroyl-CoA synthase family protein	AT5G63380.1	CHR01V5|COORD:39579832..39583602|protein 4-coumarate--CoA ligase 2, putative, expressed	LOC_Os01g67530.1	no descriptionweakly similar to ( 104)AT5G63380| Symbols:  | 4-coumarate--CoA ligase family protein / 4-coumaroyl-CoA synthase family protein | chr5:25404807-25407252 REVERSEvery weakly similar to (66.6)4CL2_ORYSAnot assigned not assigned not assigned CaiC AMP-binding PRK08314 PRK05605 PRK08276 PRK06187 PRK07788 PRK06710 PRK08315 PRK08316 PRK07684 PRK06087 PRK12583 FAA1 PRK03640 PRK07770 PRK07786 PRK07514 PRK06178 PRK07656 PRK12406 PRK09274 PRK07470 PRK06188 PRK06368 PRK12492 PRK05677 PRK08633 PRK07059 PRK07529 PRK07798 Acs PRK06145 caiC PRK08162	secondary metabolism.phenylpropanoids.lignin biosynthesis.4CL	16_2_1_3

CUST_4869_PI403524517	2	-0.31165886	-0.068769455	0.2960453	0.15612793	0.068769455	-0.16102505	35_1344	"Cluster: Putative chain A, C-terminal domain of mouse brain tubby protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative chain A, C-terminal domain"	UniRef90_Q69U54	"CHR1V7|COORD:8864948..8866595| AtTLP10 (TUBBY LIKE PROTEIN 10); phosphoric diester hydrolase/ transcription factor"	AT1G25280.1	CHR08V5|COORD:180597..185532|protein tubby-like protein, putative, expressed	LOC_Os08g01290.6	"no descriptionmoderately similar to ( 471)AT1G25280| Symbols: AtTLP10 | AtTLP10 (TUBBY LIKE PROTEIN 10); phosphoric diester hydrolase/ transcription factor | chr1:8865663-8866595 FORWARDnot assigned not assigned Tub"	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_15922_PI399408534	2	-0.08846426	0.75533676	0.08846426	-0.23257828	2.105802	-0.3024583	35_25329	"Cluster: Putative CDPK substrate protein 1; CSP1; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative CDPK substrate protein 1; CSP1 - Oryza sativa (japon"	UniRef90_Q6K3D5	"CHR4V7|COORD:14133170..14134957| PHR1 (PHOSPHATE STARVATION RESPONSE 1); transcription factor"	AT4G28610.1	CHR03V5|COORD:12105075..12110143|protein PHR1, putative, expressed	LOC_Os03g21240.1	" no descriptionvery weakly similar to (94.4)AT4G28610| Symbols: ATPHR1, PHR1 | PHR1 (PHOSPHATE STARVATION RESPONSE 1); transcription factor | chr4:14133170-14134957 REVERSE"	RNA.regulation of transcription.G2-like transcription factor family, GARP	27_3_20

CUST_5041_PI399408534	2	0.17375374	0.384861	-0.028489113	-0.11628342	-0.03427601	0.02848816	35_25705	"Cluster: Putative receptor-like kinase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative receptor-like kinase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q9LDG0	CHR5V7|COORD:8149219..8151194| leucine-rich repeat transmembrane protein kinase, putative	AT5G24100.1	CHR01V5|COORD:6766966..6763301|protein ATP binding protein, putative, expressed	LOC_Os01g12390.1	 no descriptionvery weakly similar to (96.3)AT5G24100| Symbols:  | leucine-rich repeat transmembrane protein kinase, putative | chr5:8149219-8151194 FORWARDvery weakly similar to (51.6)PGIP3_PHAVUPolygalacturonase inhibitor 3 precursor - Phaseolus vulgaris (Kidney bean) (French bean)not assigned not assigned not assigned 	stress.biotic	20_1

CUST_55458_PI403524517	2	0.16109276	0.10065651	-0.116446495	-0.009485245	-0.008836746	0.008835793	35_15785	"Cluster: Putative sorbitol dehydrogenase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative sorbitol dehydrogenase - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6ZBH2	CHR5|COORD:21128820..21130629| sorbitol dehydrogenase, putative / L-iditol 2-dehydrogenase, putative, similar to NAD-dependent sorbitol dehydrogenase from Malus	AT5G51970.2	CHR08V5|COORD:27183095..27185645|protein sorbitol dehydrogenase, putative, expressed	LOC_Os08g43190.2	 no descriptionhighly similar to ( 552)AT5G51970| Symbols:  | sorbitol dehydrogenase, putative / L-iditol 2-dehydrogenase, putative | chr5:21129046-21130510 FORWARDvery weakly similar to (97.1)ADH1_PETHYAlcohol dehydrogenase 1 - Petunia hybrida (Petunia)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Tdh tdh AdhP AdhC PRK09880 PRK10083 PRK10309 Qor ADH_N PRK09422 ADH_zinc_N PRK07764 PRK12678 	fermentation.ADH	5_3

CUST_71444_PI403524517	2	-0.044052124	0.3119154	-0.021195412	0.036678314	0.021195412	-0.15407038	35_20470	"Cluster: Hypothetical protein OJ1225_F07.14; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1225_F07.14 - Oryza sativa (japonica cultiv"	UniRef90_Q6H7P9	"CHR5V7|COORD:4097791..4101521| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G12950.1); similar to Os06g0612900 [Oryza sativa (japonica"	AT5G12960.1	CHR02V5|COORD:5339007..5344517|protein secreted protein, putative, expressed	LOC_Os02g10190.1	"no descriptionmoderately similar to ( 269)AT5G12960| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G12950.1); similar to Os06g0612900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001058067.1); similar to Os02g0195500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001046185.1); similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:BAD35522.1); contains InterPro domain Protein of unknown function DUF1680; (InterPro:IPR012878) | chr5:4097791-4101521 FORWARDDUF1680 COG3533"	not assigned.unknown	35_2

CUST_14900_PI404877155	2	0.0582695	0.54807854	0.06980896	-0.10502243	-0.10055256	-0.058270454	Contig8732_at	putative 15.9 kDa subunit of RNA polymerase II [Oryza sativa (japonica cultivar-group)] dbj|BAD07723.1| putative 15.9 kDa subunit of RNA pol	XP_463881.1	RNA polymerase II 15.9 kDa subunit (RPB15.9)	At5g09920.1	protein RNA polymerase Rpb4	Os02g02510	NONE	RNA.transcription	27_2

CUST_12853_PI403524517	2	0.0581789	-0.2686367	-0.09500027	-0.054343224	0.1257534	0.054343224	35_3674	"Cluster: Hypothetical protein P0435H01.26; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0435H01.26 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5JNF3	CHR2V7|COORD:17800481..17802496| DNAJ heat shock N-terminal domain-containing protein	AT2G42750.1	CHR01V5|COORD:30799441..30802053|protein electron transporter/ heat shock protein binding protein, putative, expressed	LOC_Os01g53020.1	no descriptionmoderately similar to ( 380)AT2G42750| Symbols:  | DNAJ heat shock N-terminal domain-containing protein | chr2:17800481-17802496 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned DnaJ DnaJ DnaJ Fer PRK10767 CbpA PRK10266	stress.abiotic.heat	20_2_1

CUST_17285_PI404877155	2	0.10565996	-0.17086172	-0.22994995	-0.018313885	0.27804947	0.018313885	HT11O20u_at	pyrophosphate--fructose-6-phosphate 1-phosphotransferase beta subunit, putative / pyrophosphate-dependent 6-phosphofructose-1-kinase, putati	NP_192313.2	pyrophosphate--fructose-6- phosphate 1-phosphotransferase beta subunit, putative / pyrophosphate-dependent 6-pho	At4g04040.1	protein pyrophosphate--fructose 6-phosphate 1-phosphotransferase beta subunit(ec 2.7.1.90) (pfp) (	Os06g13810	pyrophosphate-dependent phosphofructokinase beta subunit	glycolysis.pyrophosphate-fructose-6-P phosphotransferase	4_05

CUST_19473_PI403524517	2	0.004184723	-0.49445724	-0.004184723	0.0624485	-0.07612324	0.13084412	35_5643	"Cluster: Putative mitochondrial carrier protein; n=2; Triticeae|Rep: Putative mitochondrial carrier protein - Triticum monococcum (Einkorn wheat) (Small spelt)"	UniRef90_Q8SAE3	CHR5V7|COORD:5087593..5089680| mitochondrial substrate carrier family protein	AT5G15640.1	CHR03V5|COORD:31069119..31072619|protein mitochondrial aspartate-glutamate transporter AGC1, putative, expressed	LOC_Os03g54760.1	 no descriptionmoderately similar to ( 414)AT5G15640| Symbols:  | mitochondrial substrate carrier family protein | chr5:5087593-5089680 FORWARDvery weakly similar to (63.5)BT1_MAIZEProtein brittle-1, chloroplast precursor - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Mito_carr 	transport.metabolite transporters at the mitochondrial membrane	34_9

CUST_130453_PI403524517	2	0.259686	-0.0976038	0.00924778	-0.009247303	2.0696	-0.2546711	35_36635	0	0	CHR5V7|COORD:24068875..24069186| histone H4	AT5G59690.1	0	0	no description	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_86533_PI403524517	2	0.14489841	-0.00855732	-0.25676918	0.00855732	1.6530876	-0.20095253	35_24783	"Cluster: Branched chain alpha-keto acid dehydrogenase E1 beta subunit; n=3; Arabidopsis thaliana|Rep: Branched chain alpha-keto acid dehydrogenase E1 beta subun"	UniRef90_Q9LDY2	"CHR3V7|COORD:4382347..4384302| DIN4 (DARK INDUCIBLE 4); 3-methyl-2-oxobutanoate dehydrogenase (2-methylpropanoyl-transferring)"	AT3G13450.1	CHR07V5|COORD:3720951..3716941|protein 3-methyl-2-oxobutanoate dehydrogenase, putative, expressed	LOC_Os07g07470.1	no descriptionnot assigned AcoB	not assigned.unknown	35_2

CUST_170201_PI403524517	2	0.36720562	-0.014227867	-0.031232834	0.014226913	-0.23242092	0.29297543	35_47406	Rep: Acetyl-coenzyme A carboxylase - Triticum aestivum (Wheat)	UniRef90_O48959	"CHR1V7|COORD:13535408..13544985| ACC1 (ACETYL-COENZYME A CARBOXYLASE 1); acetyl-CoA carboxylase"	AT1G36160.1	CHR05V5|COORD:13000396..12986467|protein acetyl-coenzyme A carboxylase, putative, expressed	LOC_Os05g22940.1	" no descriptionmoderately similar to ( 350)AT1G36160| Symbols: AT-ACC1, EMB22, GK, PAS3, ACC1 | ACC1 (ACETYL-COENZYME A CARBOXYLASE 1); acetyl-CoA carboxylase | chr1:13535408-13544985 FORWARDweakly similar to ( 133)MCCA_ORYSAnot assigned not assigned not assigned AccC COG4770 PRK08591 PRK12999 PRK06111 PycA PRK08654 PRK05586 CPSase_L_D2 PRK07178 PRK08462 PRK12833 PRK08463 carB CarB "	amino acid metabolism.degradation.branched-chain group.leucine	13_2_4_4

CUST_49478_PI403524517	2	0.14502239	-0.5626879	-0.083408356	0.10165024	0.08340931	-0.48839664	35_14111	"Cluster: Ferredoxin, chloroplast precursor; n=2; Triticeae|Rep: Ferredoxin, chloroplast precursor - Triticum aestivum (Wheat)"	UniRef90_P00228	"CHR1V7|COORD:22448230..22448676| FED A (FERREDOXIN 2); electron carrier/ iron ion binding"	AT1G60950.1	CHR08V5|COORD:236287..235332|protein ferredoxin-1, chloroplast precursor, putative, expressed	LOC_Os08g01380.1	" no descriptionweakly similar to ( 107)AT1G60950| Symbols: ATFD2, FED A | FED A (FERREDOXIN 2); electron carrier/ iron ion binding | chr1:22448230-22448676 FORWARDweakly similar to ( 161)FER_WHEATFerredoxin, chloroplast precursor - Triticum aestivum (Wheat)not assigned not assigned petF fer2 Fer2 Fdx PRK07609 PRK05713 PRK10684 "	PS.lightreaction.other electron carrier (ox/red).ferredoxin	1_1_5_2

CUST_7341_PI403524517	2	-0.16314983	-0.59015846	0.34449482	0.5713062	-0.12589407	0.1258936	35_2040	"Cluster: Hypothetical protein OJ1119_D01.15; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1119_D01.15 - Oryza sativa (japonica cultiv"	UniRef90_Q6ZKI4	CHR4V7|COORD:1490911..1494552| leucine-rich repeat transmembrane protein kinase, putative	AT4G03390.1	CHR08V5|COORD:2165004..2164054|protein expressed protein	LOC_Os08g04430.1	no descriptionnot assigned PRK12323 PRK07764	not assigned.unknown	35_2

CUST_18745_PI399408534	2	0.11592674	-0.050498962	-0.02054882	-0.14450836	0.020549774	0.074923515	35_19809	"Cluster: Os05g0436900 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os05g0436900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DHW0	CHR5V7|COORD:20368817..20371350| zinc finger (DHHC type) family protein	AT5G50020.1	CHR05V5|COORD:21305522..21309511|protein palmitoyltransferase ZDHHC9, putative, expressed	LOC_Os05g36090.1	no descriptionmoderately similar to ( 385)AT4G24630| Symbols:  | zinc ion binding | chr4:12714929-12717121 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned COG5273 zf-DHHC	RNA.regulation of transcription.unclassified	27_3_99

CUST_16854_PI403524517	2	0.10544014	-0.13930893	-0.09792423	0.14404106	-0.10441589	0.09792328	35_4866	Rep: H0410G08.13 protein - Oryza sativa (Rice)	UniRef90_Q25AA1	"CHR2V7|COORD:8965008..8966691| GAUT10/LGT4 (Galacturonosyltransferase 10); polygalacturonate 4-alpha-galacturonosyltransferase/ transferase,"	AT2G20810.1	CHR04V5|COORD:32134421..32136977|protein transferase, transferring glycosyl groups, putative, expressed	LOC_Os04g54360.1	" no descriptionhighly similar to ( 679)AT2G20810| Symbols: GAUT10, LGT4 | GAUT10/LGT4 (Galacturonosyltransferase 10); polygalacturonate 4-alpha-galacturonosyltransferase/ transferase, transferring glycosyl groups / transferase, transferring hexosyl groups | chr2:8965008-8966691 FORWARDGlyco_transf_8 RfaJ "	misc.UDP glucosyl and glucoronyl transferases	26_2

CUST_13150_PI403524517	2	0.060154915	-0.36510944	-0.032443047	0.032444	0.14203072	-0.044164658	35_3764	"Cluster: Hypothetical protein F7F23.4; n=2; Arabidopsis thaliana|Rep: Hypothetical protein F7F23.4 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9C8X8	"CHR1V7|COORD:13673088..13675151| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G37920.1); similar to Os01g0306800 [Oryza sativa (japonica"	AT1G36320.1	CHR01V5|COORD:11408909..11417809|protein expressed protein	LOC_Os01g20110.2	"no descriptionmoderately similar to ( 436)AT1G36320| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G37920.1); similar to Os01g0306800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001042846.1); similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE84185.1) | chr1:13673088-13675151 FORWARD"	not assigned.unknown	35_2

CUST_25426_PI403524517	2	0.1572113	-0.36226273	-0.1313858	-0.023554802	0.03843689	0.023555756	35_7370	"Cluster: RNase P subunit p30 family protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: RNase P subunit p30 family protein - Oryza sativa (japonica cultiv"	UniRef90_Q2QYZ6	0	0	CHR11V5|COORD:36564..43608|protein RNase P subunit p30 family protein, expressed	LOC_Os11g01074.3	no description	not assigned.unknown	35_2

CUST_182115_PI403524517	2	0.0017576218	0.62465477	-0.0017576218	-0.21313953	-0.15680218	0.108994484	35_50630	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_83095_PI403524517	2	0.57969093	0.46954012	-0.091869354	0.091869354	-1.0880661	-0.3358059	35_23826	"Cluster: Leucine-rich repeat family protein, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Leucine-rich repeat family protein, putative,"	UniRef90_Q2RBQ5	0	0	CHR11V5|COORD:123610..116155|protein transposon protein, putative, unclassified, expressed	LOC_Os11g01200.2	no description	not assigned.unknown	35_2

CUST_21068_PI403524517	2	0.16006851	0.9202843	-0.37896776	-0.16006947	-0.48029995	0.7113476	35_6114	"Cluster: Os09g0483400 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0483400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J0U1	CHR3|COORD:19516614..19517910| ubiquitin extension protein 1 (UBQ1) / 60S ribosomal protein L40 (RPL40B), identical to GI:166929, GI:166930	AT3G52590.1	CHR09V5|COORD:16972710..16974635|protein UBiQuitin family member, putative, expressed	LOC_Os09g27930.1	" no descriptionweakly similar to ( 194)AT3G52590| Symbols: EMB2167, ERD16, UBQ1 | UBQ1 (EARLY-RESPONSIVE TO DEHYDRATION 16, UBIQUITIN EXTENSION PROTEIN 1); protein binding | chr3:19516646-19517659 FORWARDweakly similar to ( 126)UBIQ_WHEATUbiquitin - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned Ubiquitin ubiquitin UBQ Nedd8 UBL Ribosomal_L40e RAD23_N AN1_N RPL40A parkin_N Scythe_N UBQ Fubi GDX_N rpl40e DC_UbP_C NIRF_N "	protein.degradation.ubiquitin.ubiquitin	29_5_11_1

CUST_102406_PI403524517	2	0.21244526	0.81456614	0.26449108	-0.31837177	-0.25664902	-0.21244478	35_29215	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_29994_PI399408534	2	0.030883789	-0.4846573	-0.030883789	0.07552719	0.25387573	-0.04618931	35_17206	"Cluster: Putative RNA helicase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative RNA helicase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K4U8	CHR3V7|COORD:9751359..9754956| ATP-dependent RNA helicase, putative	AT3G26560.1	CHR02V5|COORD:11668274..11673597|protein pre-mRNA-splicing factor ATP-dependent RNA helicase, putative, expressed	LOC_Os02g19860.1	 no descriptionhighly similar to ( 988)AT3G26560| Symbols:  | ATP-dependent RNA helicase, putative | chr3:9751359-9754956 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned HrpA PRK11131 PRK11664 HA2 DUF1605 HELICc HELICc Helicase_C 	RNA.processing.RNA helicase	27_1_2

CUST_99744_PI403524517	2	0.045610428	0.25926495	-0.045610428	-0.113550186	-0.24770737	0.55633736	35_28473	"Cluster: Putative interferon-related protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative interferon-related protein - Oryza sativa (japonica"	UniRef90_Q6ZIP6	CHR1V7|COORD:9669107..9671309| interferon-related developmental regulator family protein / IFRD protein family	AT1G27760.2	CHR07V5|COORD:23924198..23929528|protein interferon-related developmental regulator family protein, expressed	LOC_Os07g39900.1	no descriptionvery weakly similar to (50.8)AT1G27760| Symbols:  | interferon-related developmental regulator family protein / IFRD protein family | chr1:9668882-9671309 FORWARD	not assigned.no ontology	35_1

CUST_5621_PI403524517	2	0.037273407	0.99551773	0.075717926	-0.2616682	-0.037273407	-0.19407749	35_1555	Rep: OSIGBa0116M22.2 protein - Oryza sativa (Rice)	UniRef90_Q01JY6	CHR4V7|COORD:12741201..12744212| ubiquitin-associated (UBA)/TS-N domain-containing protein / octicosapeptide/Phox/Bemp1 (PB1) domain-containing	AT4G24690.1	CHR04V5|COORD:23653211..23648359|protein zinc finger, ZZ type family protein, expressed	LOC_Os04g40090.1	no descriptionweakly similar to ( 191)AT4G24690| Symbols:  | ubiquitin-associated (UBA)/TS-N domain-containing protein / octicosapeptide/Phox/Bemp1 (PB1) domain-containing protein | chr4:12741201-12744212 FORWARDnot assigned not assigned ZZ_UBA_plant PB1	protein.degradation.ubiquitin	29_5_11

CUST_5520_PI404877155	2	0.05413723	-0.054136753	-0.08015823	-0.16702795	0.8058424	1.2538214	Contig17338_at	P0445E10.22 [Oryza sativa (japonica cultivar-group)] dbj|BAB86062.1| P0445E10.22 [Oryza sativa (japonica cultivar-group)] dbj|BAB92700.1| P0	NP_916971.1	MATE efflux family protein	At1g66780.1	protein MATE efflux family protein	Os01g49120	"MATE efflux family protein, similar to ripening regulated protein DDTFR18 (Lycopersicon esculentum) GI:12231296; contains Pfam profile PF01554: Uncharacterized membrane protein family"	transport.misc	34_99

CUST_66604_PI403524517	2	0.13358974	0.065924644	-0.12175369	-0.06518555	-0.03190899	0.031909943	35_19019	Rep: DNA repair helicase XPB1 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q38861	"CHR5V7|COORD:16568565..16573020| XPB1 (ARABIDOPSIS HOMOLOG OF XERODERMA PIGMENTOSUM COMPLEMENTATION GROUP B 1); ATP-dependent helicase"	AT5G41370.1	CHR01V5|COORD:28872431..28880674|protein DNA repair helicase XPB2, putative, expressed	LOC_Os01g49680.1	" no descriptionmoderately similar to ( 233)AT5G41370| Symbols: ATXPB1, XPB1 | XPB1 (ARABIDOPSIS HOMOLOG OF XERODERMA PIGMENTOSUM COMPLEMENTATION GROUP B 1); ATP-dependent helicase | chr5:16568565-16573020 FORWARDnot assigned SSL2 "	DNA.repair	28_2

CUST_20638_PI403524517	2	-0.45345783	0.33198166	-0.049448013	0.049448013	0.41703796	-0.46473885	35_5989	"Cluster: Os09g0493400 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0493400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J0M4	"CHR1V7|COORD:16157857..16160213| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G76620.1); similar to Os09g0493400 [Oryza sativa (japonica"	AT1G43020.1	CHR09V5|COORD:19103531..19108508|protein ternary complex factor MIP1, putative, expressed	LOC_Os09g32010.1	"no descriptionvery weakly similar to (77.8)AT1G43020| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G21060.1); similar to Os09g0493400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001063544.1); similar to Os08g0515700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001062234.1); similar to putative ternary complex factor MIP1 [Antirrhinum majus] (GB:AAO59425.1); contains InterPro domain Protein of unknown function DUF547; (InterPro:IPR006869) | chr1:16157857-16159341 FORWARD"	not assigned.unknown	35_2

CUST_101657_PI403524517	2	0.042704582	0.022650719	-0.022650719	-0.2522235	1.6540823	-0.31641912	35_29008	"Cluster: Os01g0600200 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0600200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JLH5	"CHR1V7|COORD:19169886..19173642| ATB ALPHA (protein phosphatase 2A 55 kDa regulatory subunit B alpha isoform); nucleotide binding"	AT1G51690.1	CHR01V5|COORD:23896960..23903392|protein serine/threonine protein phosphatase 2A 55 kDa regulatory subunit Bbeta isoform, putative, expressed	LOC_Os01g41630.2	"no descriptionmoderately similar to ( 230)AT1G51690| Symbols: ATB ALPHA | ATB ALPHA (protein phosphatase 2A 55 kDa regulatory subunit B alpha isoform); nucleotide binding | chr1:19169886-19173642 FORWARDmoderately similar to ( 240)2ABB_ORYSAnot assigned CDC55"	protein.postranslational modification	29_4

CUST_7349_PI403524517	2	-0.047974586	0.13592339	-0.428648	0.3487463	-0.5168686	0.047974586	35_2042	"Cluster: Acyl-coenzyme A oxidase 2, peroxisomal, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Acyl-coenzyme A oxidase 2,"	UniRef90_Q2R1G8	"CHR5V7|COORD:26027047..26029708| ACX2 (ACYL-COA OXIDASE 2); acyl-CoA oxidase"	AT5G65110.1	CHR11V5|COORD:22856994..22852827|protein acyl-coenzyme A oxidase 1, putative, expressed	LOC_Os11g39220.2	" no descriptionhighly similar to ( 660)AT5G65110| Symbols: ATACX2, ACX2 | ACX2 (ACYL-COA OXIDASE 2); acyl-CoA oxidase | chr5:26027286-26029708 REVERSEhighly similar to ( 625)ACOX2_CUCMAAcyl-coenzyme A oxidase, peroxisomal precursor - Cucurbita maxima (Pumpkin) (Winter squash)not assigned not assigned not assigned AXO ACOX ACAD CaiA SCAD/SBCAD Acyl-CoA_dh_1 VLCAD "	lipid metabolism.lipid degradation.beta-oxidation.acyl CoA DH	11_9_4_2

CUST_5651_PI399408534	2	0.1071558	-0.32347107	-0.12467861	-0.018363953	0.018363953	0.026304245	35_2467	Rep: Protein At3g23325 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q9LW64	CHR4V7|COORD:8253785..8255401| pre-mRNA splicing factor 10 kDa subunit, putative	AT4G14342.1	CHR08V5|COORD:21503485..21499211|protein splicing factor 3B subunit 5, putative, expressed	LOC_Os08g34480.1	 no descriptionweakly similar to ( 174)AT4G14342| Symbols:  | pre-mRNA splicing factor 10 kDa subunit, putative | chr4:8253785-8255401 REVERSEnot assigned SF3b10 	RNA.processing.splicing	27_1_1

CUST_51984_PI403524517	2	0.020363808	0.11715412	0.004014015	-0.053931236	-0.048511505	-0.0040130615	35_14818	"Cluster: Os05g0310600 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0310600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DJA1	CHR3V7|COORD:581734..582820| NC domain-containing protein	AT3G02700.1	CHR05V5|COORD:14090121..14087615|protein NC domain containing protein, expressed	LOC_Os05g24560.1	no descriptionmoderately similar to ( 284)AT3G02700| Symbols:  | NC domain-containing protein | chr3:581734-582820 REVERSE	not assigned.no ontology	35_1

CUST_15098_PI403524517	2	0.048891068	0.029575348	0.051682472	-0.051282883	-0.029575348	-0.048286438	35_4352	"Cluster: Os07g0562900 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os07g0562900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D5G6	CHR4V7|COORD:13701346..13702959| similar to hypothetical protein MtrDRAFT_AC126013g5v1 [Medicago truncatula] (GB:ABE84236.1)	AT4G27380.1	CHR07V5|COORD:22504856..22507507|protein expressed protein	LOC_Os07g37570.1	no descriptionvery weakly similar to (51.6)AT4G27380| Symbols:  | similar to hypothetical protein MtrDRAFT_AC126013g5v1 [Medicago truncatula] (GB:ABE84236.1) | chr4:13701346-13702959 FORWARD	not assigned.unknown	35_2

CUST_67382_PI403524517	2	0.034337044	0.61363316	0.06927681	-0.1523323	-0.0978632	-0.034337044	35_19240	"Cluster: Hypothetical protein P0482C06.34; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0482C06.34 - Oryza sativa (japonica cultivar-g"	UniRef90_Q658A1	0	0	CHR01V5|COORD:524804..521381|protein expressed protein	LOC_Os01g01970.2	no description	not assigned.unknown	35_2

CUST_5867_PI399408534	2	0.1254816	-0.13901901	0.06128025	0.019280434	-0.047797203	-0.019280434	35_2442	"Cluster: Putative root hair defective 3; n=1; Triticum aestivum|Rep: Putative root hair defective 3 - Triticum aestivum (Wheat)"	UniRef90_Q6Q625	CHR3V7|COORD:4565769..4571116| RHD3 (ROOT HAIR DEFECTIVE 3)	AT3G13870.1	CHR01V5|COORD:22447164..22455574|protein protein SEY1, putative, expressed	LOC_Os01g39310.2	no descriptionweakly similar to ( 194)AT3G13870| Symbols: RHD3 | RHD3 (ROOT HAIR DEFECTIVE 3) | chr3:4565769-4571116 REVERSEnot assigned RHD3	signalling.G-proteins	30_5

CUST_7796_PI399408534	2	0.024178505	0.1270237	0.042058468	-0.32614708	-0.794322	-0.024178505	35_25610	"Cluster: VP1/ABI3 family regulatory protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: VP1/ABI3 family regulatory protein-like - Oryza sativa (japon"	UniRef90_Q6Z3U3	CHR4V7|COORD:15481237..15484903| transcriptional factor B3 family protein	AT4G32010.1	CHR07V5|COORD:28791309..28784736|protein B3 DNA binding domain containing protein, expressed	LOC_Os07g48200.2	no descriptionweakly similar to ( 132)AT4G32010| Symbols:  | transcriptional factor B3 family protein | chr4:15481237-15484903 FORWARDPRK09169	RNA.regulation of transcription.ABI3/VP1-related B3-domain-containing transcription factor family	27_3_1

CUST_11024_PI403524517	2	0.16375113	0.17236328	-0.053238392	0.013054848	-0.22991467	-0.013054848	35_3115	"Cluster: Putative RAD23 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative RAD23 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ETL3	"CHR1V7|COORD:29977299..29980025| RAD23; damaged DNA binding"	AT1G79650.1	CHR02V5|COORD:4407943..4412802|protein DNA repair protein RAD23-1, putative, expressed	LOC_Os02g08300.2	"no descriptionvery weakly similar to (80.1)AT1G79650| Symbols: RAD23 | RAD23; damaged DNA binding | chr1:29977299-29980025 REVERSEvery weakly similar to (67.4)RAD23_ORYSAnot assigned XPC-binding"	DNA.repair	28_2

CUST_16849_PI403524517	2	0.15627384	-0.32309532	-0.032741547	0.0065135956	-0.0065145493	0.037158966	35_4865	"Cluster: Putative glycinamide ribonucleotide synthetase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative glycinamide ribonucleotide synthetase - Oryza"	UniRef90_Q6YZX5	CHR1V7|COORD:3192785..3194938| phosphoribosylamine--glycine ligase (PUR2)	AT1G09830.1	CHR08V5|COORD:5335086..5339058|protein phosphoribosylamine--glycine ligase, putative, expressed	LOC_Os08g09210.2	no descriptionmoderately similar to ( 460)AT1G09830| Symbols:  | phosphoribosylamine--glycine ligase (PUR2) | chr1:3192785-3194938 REVERSEmoderately similar to ( 432)PUR2_VIGUNPhosphoribosylamine--glycine ligase - Vigna unguiculata (Cowpea)not assigned PRK00885 PurD GARS_A PRK05784 GARS_C PRK06395	nucleotide metabolism.synthesis.purine.GAR Synthetase	23_1_2_2

CUST_12063_PI403524517	2	-0.7580857	-0.49529552	0.3333211	1.3043623	-0.33332062	1.6810126	35_3433	"Cluster: Os01g0529800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0529800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JM79	"CHR1V7|COORD:25716544..25718396| CUT1 (CUTICULAR 1); acyltransferase"	AT1G68530.1	CHR01V5|COORD:19386083..19388021|protein 3-ketoacyl-CoA synthase, putative, expressed	LOC_Os01g34560.1	" no descriptionweakly similar to ( 122)AT1G68530| Symbols: CER6, G2, POP1, CUT1 | CUT1 (CUTICULAR 1); acyltransferase | chr1:25717263-25718396 REVERSECHS_like ACP_syn_III_C FabH KAS_III "	lipid metabolism.FA synthesis and FA elongation.beta ketoacyl CoA synthase	11_1_10

CUST_138734_PI403524517	2	-0.038326263	0.2833271	0.038325787	-0.12306309	-0.30706978	0.4343481	35_38912	Rep: H0525G02.4 protein - Oryza sativa (Rice)	UniRef90_Q00RR6	CHR1V7|COORD:11188274..11192298| PAZ domain-containing protein / piwi domain-containing protein	AT1G31290.1	CHR04V5|COORD:31020119..31024367|protein eukaryotic translation initiation factor 2C 2, putative, expressed	LOC_Os04g52540.1	no description	not assigned.unknown	35_2

CUST_13654_PI403524517	2	0.018464088	0.4612646	0.012756348	-0.014010429	-0.012756348	-0.040790558	35_3920	"Cluster: Unknow protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Unknow protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5KQK6	"CHR2V7|COORD:10936140..10937697| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G32610.1); similar to Os05g0179800 [Oryza sativa (japonica"	AT2G25670.2	CHR05V5|COORD:4764603..4767712|protein early fruit mRNA, putative, expressed	LOC_Os05g08730.1	"no descriptionvery weakly similar to (50.1)AT4G32610| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G25670.2); similar to Os01g0179300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001042198.1); similar to M355 [Lilium lon (GB:BAC81748.1) | chr4:15728382-15729903 REVERSEnot assigned not assigned tolA"	not assigned.no ontology	35_1

CUST_70248_PI403524517	2	0.0510149	0.2698307	-0.031817436	-0.119852066	-0.033093452	0.031817436	35_20114	"Cluster: Hypothetical protein OSJNBa0042H09.18; n=2; Oryza sativa|Rep: Hypothetical protein OSJNBa0042H09.18 - Oryza sativa (Rice)"	UniRef90_Q8SB98	CHR1V7|COORD:2839858..2840958| structural constituent of ribosome	AT1G08845.1	CHR10V5|COORD:21716844..21718761|protein expressed protein	LOC_Os10g41050.1	no descriptionmoderately similar to ( 259)AT1G08845| Symbols:  | structural constituent of ribosome | chr1:2839858-2840958 FORWARDnot assigned not assigned	not assigned.unknown	35_2

CUST_66449_PI403524517	2	0.082725525	0.2032566	-0.0031986237	0.0031986237	-0.22010994	-0.076758385	35_18975	"Cluster: RNA-binding protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: RNA-binding protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69WH1	CHR4V7|COORD:14291211..14293024| RNA-binding protein-related	AT4G28990.1	CHR06V5|COORD:13201282..13199909|protein Zn-finger, RanBP-type, containing protein, expressed	LOC_Os06g22700.1	no descriptionvery weakly similar to (76.6)AT4G28990| Symbols:  | RNA-binding protein-related | chr4:14291211-14293024 FORWARDnot assigned	RNA.RNA binding	27_4

CUST_323_PI404877155	2	0.14536667	-1.2889662	-0.2677765	0.08902931	-0.0059928894	0.005993843	Contig10202_at	probable replication protein A1 - rice gb|AAB71836.1| replication protein A1 [Oryza sativa]	T03582	replication protein, putative	At5g08020.1	protein replication protein A1	Os03g11540	NONE	RNA.processing.RNA helicase	27_1_2

CUST_45376_PI403524517	2	0.079102516	0.45555973	-0.09378338	0.14442253	-0.079102516	-0.07956314	35_13005	"Cluster: Putative early nodulin 8; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative early nodulin 8 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XHN4	CHR3V7|COORD:9675656..9677126| GDSL-motif lipase/hydrolase family protein	AT3G26430.1	CHR07V5|COORD:23822434..23818103|protein alpha-L-fucosidase 2 precursor, putative, expressed	LOC_Os07g39750.1	no descriptionvery weakly similar to (66.6)AT3G26430| Symbols:  | GDSL-motif lipase/hydrolase family protein | chr3:9675656-9677126 FORWARDvery weakly similar to (67.0)EST_HEVBREsterase precursor - Hevea brasiliensis (Para rubber tree)SGNH_plant_lipase_like	misc.GDSL-motif lipase	26_28

CUST_15817_PI403524517	2	-0.010168076	-0.27779007	-0.042778015	0.033460617	0.038500786	0.010168076	35_4566	"Cluster: Hypothetical protein P0711E10.41; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0711E10.41 - Oryza sativa (japonica cultivar-g"	UniRef90_Q1EHT9	CHR5V7|COORD:9860588..9860932| ribosomal protein L18 family protein	AT5G27820.1	CHR01V5|COORD:8553952..8552088|protein 50S ribosomal protein L18, putative, expressed	LOC_Os01g15290.2	no descriptionweakly similar to ( 172)AT5G27820| Symbols:  | ribosomal protein L18 family protein | chr5:9860588-9860932 FORWARDvery weakly similar to (55.5)RK18_ORYSArplR RplR Ribosomal_L18p rpl18	protein.synthesis.misc ribososomal protein	29_2_2

CUST_2823_PI404877155	2	0.044968605	-0.15879011	-0.04496813	0.07589245	0.2698455	-0.1518979	Contig13234_at	putative DNA-binding protein [Oryza sativa (japonica cultivar-group)]	BAC83218.1	pentatricopeptide (PPR) repeat-containing protein	At4g21705.1	protein hypothetical protein	Os07g40750	0	RNA.regulation of transcription.putative DNA-binding protein	27_3_67

CUST_14971_PI404877155	2	0.034446716	0.35911083	-0.036096573	-0.034446716	-0.22726822	0.071694374	Contig8795_at	cell wall protein Awa1p [Saccharomyces cerevisiae] dbj|BAD06576.1| cell wall protein Awa1p [Saccharomyces cerevisiae]	BAB85832.1	0	0	protein Myb-like DNA-binding domain, putative	Os05g03550	myb family transcription factor	RNA.regulation of transcription.MYB domain transcription factor family	27_3_25

CUST_70499_PI403524517	2	-0.66944885	0.28531456	0.10091305	0.2245245	-0.16237068	-0.100914	35_20194	Rep: DNA-binding protein - Avena fatua (Wild oats)	UniRef90_Q38704	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	CHR01V5|COORD:35674827..35677494|protein OsWRKY24 - Superfamily of rice TFs having WRKY and zinc finger domains, expressed	LOC_Os01g61080.1	no descriptionnot assigned not assigned	not assigned.unknown	35_2

CUST_17070_PI404877155	2	0.017951965	0.42149878	-0.017951488	-0.05445099	-0.2728796	1.3514585	HS09O01u_at	DNA-binding protein family-like [Oryza sativa (japonica cultivar-group)]	BAC57402.1	DNA-binding bromodomain-containing protein	At2g44430.1	protein Bromodomain, putative	Os08g39980	gi|28411872|dbj|BAC57402.1| OSJNBa0016N23.24	RNA.regulation of transcription.Bromodomain proteins	27_3_42

CUST_20729_PI403524517	2	0.09210682	-0.6120062	-0.0845356	0.11598873	-0.118141174	0.0845356	35_6021	"Cluster: Mpp10 protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Mpp10 protein, expressed - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QY33	"CHR5V7|COORD:26573879..26576536| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G28770.1); similar to Os12g0133900 [Oryza sativa (japonica"	AT5G66540.1	CHR12V5|COORD:1667987..1662763|protein M-phase phosphoprotein 10, putative, expressed	LOC_Os12g04010.1	" no descriptionweakly similar to ( 129)AT5G66540| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G28770.1); similar to Os12g0133900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001066092.1); similar to Os11g0137100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001065694.1); similar to PREDICTED: hypothetical protein [Strongylocentrotus purpuratus] (GB:XP_798175.2); contains InterPro domain Mpp10 protein; (InterPro:IPR007151); contains InterPro domain U3 small nucleolar ribonucleoprotein complex, subunit Mpp10p; (InterPro:IPR012173) | chr5:26573879-26576536 REVERSEnot assigned Mpp10 Mpp10 "	not assigned.unknown	35_2

CUST_19628_PI399408534	2	0.055229664	-1.8372688	-0.8366809	0.54898405	0.25187302	-0.055229187	35_22597	Rep: OSIGBa0115K01-H0319F09.9 protein - Oryza sativa (Rice)	UniRef90_Q01HP3	CHR5V7|COORD:2686418..2687176| GRAM domain-containing protein / ABA-responsive protein-related	AT5G08350.1	CHR04V5|COORD:26129420..26128234|protein FIP1, putative, expressed	LOC_Os04g44510.1	no descriptionweakly similar to ( 101)AT5G08350| Symbols:  | GRAM domain-containing protein / ABA-responsive protein-related | chr5:2686418-2687176 REVERSE	hormone metabolism.abscisic acid.induced-regulated-responsive-activated	17_1_3

CUST_23125_PI403524517	2	0.2226243	0.13782215	0.2895236	-0.13782215	-0.53351164	-0.1604271	35_6723	"Cluster: ABC transporter-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: ABC transporter-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5Z8Y3	CHR5V7|COORD:8516905..8522619| ABC1 family protein	AT5G24810.1	CHR06V5|COORD:29522985..29515245|protein retrotransposon protein, putative, SINE subclass, expressed	LOC_Os06g48770.1	no descriptionmoderately similar to ( 496)AT5G24810| Symbols:  | ABC1 family protein | chr5:8516905-8522619 REVERSEnot assigned Beta-lactamase AmpC ampC	not assigned.no ontology.ABC1 family protein	35_1_1

CUST_77106_PI403524517	2	0.3233099	0.102433205	-0.16329098	-0.102433205	-0.6514168	0.27505207	35_22104	Rep: RNA polymerase II largest subunit - Zea mays (Maize)	UniRef90_Q71ET7	"CHR4V7|COORD:16961119..16967896| NRPB1 (RNA POLYMERASE II LARGE SUBUNIT); DNA binding / DNA-directed RNA polymerase"	AT4G35800.1	CHR05V5|COORD:2922402..2912509|protein DNA-directed RNA polymerase II largest subunit, putative, expressed	LOC_Os05g05860.1	" no descriptionhighly similar to ( 596)AT4G35800| Symbols: RNA_POL_II_LSRNA_POL_II_LS, RNA_POL_II_LS, RPB1, NRPB1 | NRPB1 (RNA POLYMERASE II LARGE SUBUNIT); DNA binding / DNA-directed RNA polymerase | chr4:16961119-16967896 REVERSEvery weakly similar to (52.0)RPOC2_CHLVUDNA-directed RNA polymerase subunit beta'' - Chlorella vulgaris (Green alga)not assigned not assigned not assigned PRK08566 RpoC RNA_pol_Rpb1_5 RNA_pol_Rpb1_4 RNA_pol_Rpb1_3 PRK05258 PRK02995 PRK01497 PRK00566 PRK02173 PRK09603 rpoC2 PRK02597 rpoC2 "	RNA.transcription	27_2

CUST_2492_PI403524517	2	0.0799942	0.47032928	-0.007854462	-0.09342003	-0.19698524	0.007854462	35_676	"Cluster: Hypothetical protein P0686E09.33; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0686E09.33 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5ZDI4	CHR3V7|COORD:5099719..5101724| exonuclease family protein	AT3G15140.1	CHR01V5|COORD:24903707..24902574|protein 3-5 exonuclease eri-1, putative, expressed	LOC_Os01g43080.1	no descriptionvery weakly similar to (70.5)AT3G15140| Symbols:  | exonuclease family protein | chr3:5099719-5101724 REVERSEnot assigned not assigned not assigned KapD PRK07748 EXOIII Exonuc_X-T PRK07003 PRK06722 PRK12323 PRK07764	DNA.unspecified	28_99

CUST_177526_PI403524517	2	0.07783508	-0.19820976	-0.046583176	0.042671204	0.029298782	-0.029298782	35_49380	"Cluster: 60S ribosomal protein L37a-2; n=7; Spermatophyta|Rep: 60S ribosomal protein L37a-2 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q8RXU5	CHR3V7|COORD:3423898..3424571| 60S ribosomal protein L37a (RPL37aB)	AT3G10950.1	CHR05V5|COORD:27616473..27618590|protein 60S ribosomal protein L37a, putative, expressed	LOC_Os05g48320.1	no descriptionweakly similar to ( 107)AT3G10950| Symbols:  | 60S ribosomal protein L37a (RPL37aB) | chr3:3423898-3424571 FORWARDweakly similar to ( 112)RL37A_ORYSAnot assigned not assigned Ribosomal_L37ae RPL43A rpl37ae	protein.synthesis.misc ribososomal protein	29_2_2

CUST_36828_PI403524517	2	0.8609309	0.24369144	-0.30438328	0.43349504	-0.24369192	-0.3408761	35_10613	"Cluster: Os09g0553900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os09g0553900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IZR7	CHR1V7|COORD:15979976..15982174| PMI1 (PLASTID MOVEMENT IMPAIRED1)	AT1G42550.1	CHR09V5|COORD:21945461..21948544|protein expressed protein	LOC_Os09g38090.1	no description	not assigned.unknown	35_2

CUST_85507_PI403524517	2	-0.011802673	-0.054994583	0.0118021965	0.04630184	-0.13452148	0.073019505	35_24493	"Cluster: Os05g0409500 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0409500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DI80	CHR5V7|COORD:2191534..2193354| nodulin MtN21 family protein	AT5G07050.1	CHR05V5|COORD:19916416..19914384|protein nodulin-like protein, putative, expressed	LOC_Os05g33900.1	no descriptionweakly similar to ( 199)AT5G07050| Symbols:  | nodulin MtN21 family protein | chr5:2191534-2193354 REVERSEnot assigned not assigned not assigned DUF6	development.unspecified	33_99

CUST_132442_PI403524517	2	0.21143532	0.047408104	0.19527149	-0.28399897	-0.738101	-0.047408104	35_37195	"Cluster: At1g02120/T7I23_26; n=2; Arabidopsis thaliana|Rep: At1g02120/T7I23_26 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q8VZF8	CHR1V7|COORD:395761..399720| VAD1 (VASCULAR ASSOCIATED DEATH1)	AT1G02120.1	0	0	no descriptionweakly similar to ( 149)AT1G02120| Symbols: VAD1 | VAD1 (VASCULAR ASSOCIATED DEATH1) | chr1:395761-399720 FORWARD	not assigned.no ontology	35_1

CUST_26491_PI399408534	2	0.2547779	-0.09905052	-0.10808182	0.07738781	-0.038183212	0.038184166	35_17395	"Cluster: KH domain-containing protein / zinc finger protein-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: KH domain-containing protein / zinc finger pr"	UniRef90_Q69XQ3	CHR3V7|COORD:3864492..3866412| KH domain-containing protein / zinc finger (CCCH type) family protein	AT3G12130.1	CHR06V5|COORD:24810963..24807760|protein zinc finger C-x8-C-x5-C-x3-H type family protein, expressed	LOC_Os06g41384.1	no descriptionweakly similar to ( 178)AT5G06770| Symbols:  | KH domain-containing protein / zinc finger (CCCH type) family protein | chr5:2090938-2092788 REVERSEnot assigned not assigned KH-I KH_1 KH	RNA.regulation of transcription.C3H zinc finger family	27_3_12

CUST_30659_PI403524517	2	0.17895603	0.09220219	0.040855408	-0.101267815	-0.16420078	-0.040855408	35_8847	"Cluster: Os02g0815800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os02g0815800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DWG8	CHR5V7|COORD:15586737..15588128| exoribonuclease-related	AT5G38890.1	CHR02V5|COORD:34938213..34935184|protein 3-5 exoribonuclease CSL4, putative, expressed	LOC_Os02g57070.1	no descriptionmoderately similar to ( 259)AT5G38890| Symbols:  | exoribonuclease-related | chr5:15586737-15588128 FORWARDnot assigned COG1096 PRK09521 RRP4	not assigned.no ontology	35_1

CUST_14845_PI403524517	2	0.20373917	-0.4975481	-0.061512947	0.06632042	0.05496025	-0.05496025	35_4275	"Cluster: ATP phosphoribosyltransferase family protein, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: ATP phosphoribosyltransferase family protein,"	UniRef90_Q10S55	CHR1V7|COORD:21508227..21511094| ATATP-PRT1 (ATP PHOSPHORIBOSYL TRANSFERASE)	AT1G58080.1	CHR03V5|COORD:1888312..1898650|protein ATP phosphoribosyltransferase, putative, expressed	LOC_Os03g04169.1	" no descriptionmoderately similar to ( 481)AT1G09795| Symbols: HISN1B, ATATP-PRT2 | ATATP-PRT2 (ATP PHOSPHORIBOSYL TRANSFERASE 2); ATP phosphoribosyltransferase | chr1:3173590-3176692 FORWARDnot assigned hisG HisG HisG hisG HisG_C "	amino acid metabolism.synthesis.histidine.ATP phosphoribosyl transferase	13_1_7_1

CUST_14964_PI404877155	2	0.20253086	-0.4790535	-0.2152834	0.059124947	-0.059123993	0.21506882	Contig8791_at	DNAJ heat shock N-terminal domain-containing protein [Arabidopsis thaliana]	NP_565163.1	DNAJ heat shock N-terminal domain-containing protein	At1g77930.1	protein DnaJ domain, putative	Os07g43330	NONE	RNA.regulation of transcription.unclassified	27_3_99

CUST_181130_PI403524517	2	0.3424697	0.52432203	0.06861782	-0.09586811	-0.32823086	-0.06861782	35_50371	"Cluster: Hypothetical protein T18K17.15; n=2; Arabidopsis thaliana|Rep: Hypothetical protein T18K17.15 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9CAT3	CHR1V7|COORD:27521996..27525093| eukaryotic translation initiation factor-related	AT1G73180.1	CHR02V5|COORD:23747367..23743279|protein CDA02, putative, expressed	LOC_Os02g39350.1	no descriptionweakly similar to ( 115)AT1G73180| Symbols:  | eukaryotic translation initiation factor-related | chr1:27521996-27525093 FORWARDnot assigned eIF2A COG5354	protein.synthesis.initiation	29_2_3

CUST_167431_PI403524517	2	0.7722163	0.0048365593	0.13359737	-0.0048360825	-0.8711829	-0.6555948	35_46632	"Cluster: Os09g0573200 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os09g0573200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IZE6	CHR5V7|COORD:23551169..23556691| actin binding	AT5G58160.1	CHR09V5|COORD:22933500..22938707|protein expressed protein	LOC_Os09g40000.5	no description	not assigned.unknown	35_2

CUST_850_PI403524517	2	0.06844044	0.37831783	0.040229797	-0.102786064	-0.040229797	-0.054293633	35_222	Rep: B0616E02-H0507E05.10 protein - Oryza sativa (Rice)	UniRef90_Q01HW2	CHR1V7|COORD:4274647..4275829| oxidoreductase family protein	AT1G12550.1	CHR04V5|COORD:435380..433847|protein glyoxylate reductase, putative	LOC_Os04g01650.1	 no descriptionweakly similar to ( 129)AT1G12550| Symbols:  | oxidoreductase family protein | chr1:4274647-4275829 FORWARDvery weakly similar to (52.4)FDH_SOLTUFormate dehydrogenase, mitochondrial precursor - Solanum tuberosum (Potato)not assigned not assigned not assigned LdhA 2-Hacid_dh 2-Hacid_dh_C SerA PRK08410 PRK06487 PRK06932 PRK07574 PRK06436 PRK11790 PRK08605 PRK00257 	amino acid metabolism.degradation.serine-glycine-cysteine group.glycine	13_2_5_2

CUST_59_PI399945755	2	-0.10227871	0.25142574	-0.029906273	-0.053318024	0.037290573	0.029907227	HZ44D03_3'									

CUST_174950_PI403524517	2	-1.6310196	-0.6808152	-0.108912945	0.18780994	0.23752975	0.10891247	35_48700	"Cluster: Expressed protein; n=4; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q75HA6	"CHR4V7|COORD:10696276..10698253| NPR4 (NPR1-LIKE PROTEIN 4); protein binding"	AT4G19660.1	CHR03V5|COORD:26221412..26213876|protein regulatory protein NPR1, putative, expressed	LOC_Os03g46440.1	no description	not assigned.unknown	35_2

CUST_13848_PI403524517	2	-0.04818487	0.1424694	0.048184395	-0.2675085	0.09408426	-0.34413433	35_3970	"Cluster: Putative NADPH oxidoreductase homolog; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative NADPH oxidoreductase homolog - Oryza sativa (japonica"	UniRef90_Q67J16	CHR1V7|COORD:18385259..18389689| ARP protein (REF)	AT1G49670.1	CHR09V5|COORD:17376007..17387956|protein zinc-binding alcohol dehydrogenase domain-containing protein 2, putative, expressed	LOC_Os09g28570.3	 no descriptionmoderately similar to ( 494)AT1G49670| Symbols:  | ARP protein (REF) | chr1:18385259-18389689 REVERSEvery weakly similar to (89.7)FABG2_BRANA3-oxoacyl-[acyl-carrier-protein] reductase 2, chloroplast precursor - Brassica napus (Rape)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned FabG fabG fabG fabG PRK12826 PRK12829 PRK12429 PRK06346 PRK07479 DltE PRK06172 PRK05650 COG4221 fabG PRK08324 fabG PRK05855 PRK08643 PRK12939 fabG fabG PRK08267 PRK08213 fabG PRK06057 PRK08277 PRK07074 fabG PRK07069 PRK07825 PRK07067 PRK06484 PRK06138 PRK08936 PRK08265 PRK06841 PRK08220 PRK08226 PRK12935 PRK07109 PRK06124 PRK07326 PRK06935 PRK07454 PRK06122 PRK07831 PRK06114 PRK12743 PRK06181 PRK06198 PRK07063 PRK12824 PRK12827 PRK06194 PRK12828 PRK12481 fabG adh_short PRK06200 fabG PRK07478 PRK12384 fabG fabG DltE PRK06171 PRK07060 PRK08993 PRK07856 PRK06523 PRK09242 PRK12745 PRK06113 PRK05872 PRK12936 PRK06128 fabG PRK07832 PRK06179 PRK07791 PRK06949 PRK07774 PRK07633 PRK08589 PRK05876 PRK06398 PRK09186 PRK12937 PRK07814 PRK06125 PRK06924 PRK06500 PRK09072 PRK05867 PRK07097 PRK07576 PRK12938 PRK08628 PRK07035 PRK06180 PRK08219 PRK07024 PRK06947 PRK08278 PRK06701 PRK08085 benD Qor PRK06182 PRK08063 PRK09135 PRK07062 PRK07677 PRK07523 PRK06123 PRK05717 ADH_N PRK07985 PRK08264 PRK05693 PRK09134 PRK06914 PRK08263 fabG PRK12748 PRK08251 PRK07201 PRK07890 PRK10538 PRK05866 PRK05875 fabG 	misc.short chain dehydrogenase/reductase (SDR)	26_22

CUST_96079_PI403524517	2	0.07360649	-0.16464043	0.052752495	0.025876999	-0.025876045	-0.0360651	35_27449	"Cluster: Hypothetical protein OSJNBa0091M20.21; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0091M20.21 - Oryza sativa (japonica"	UniRef90_Q6Z1L7	CHR1|COORD:30336819..30338287| expressed protein	AT1G80700.1	CHR08V5|COORD:10761467..10764881|protein expressed protein	LOC_Os08g17610.1	"no descriptionvery weakly similar to (72.4)AT1G80700| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G80980.1); similar to hypothetical protein MtrDRAFT_AC152405g48v1 [Medicago truncatula] (GB:ABE86215.1) | chr1:30336870-30338125 FORWARD"	not assigned.unknown	35_2

CUST_19756_PI403524517	2	-0.054415703	0.1369772	-0.04267788	0.04267788	-0.092357635	0.045160294	35_5724	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10K55	CHR4V7|COORD:17433840..17437006| similar to peptidyl-prolyl cis-trans isomerase cyclophilin-type family protein [Arabidopsis thaliana]	AT4G36980.1	CHR03V5|COORD:15965187..15971595|protein splicing factor, arginine/serine-rich 16, putative, expressed	LOC_Os03g27840.1	"no descriptionmoderately similar to ( 216)AT4G36980| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G28770.1); similar to Unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAK52566.1); similar to Os03g0395900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001050295.1); contains domain FAMILY NOT NAMED (PTHR13161) | chr4:17434277-17437006 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF1777 AF-4"	not assigned.unknown	35_2

CUST_108665_PI403524517	2	0.20409966	0.6067257	0.033349037	-0.03334999	-0.16275978	-0.22209072	35_30903	"Cluster: Putative alpha,alpha-trehalose-phosphate synthase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative alpha,alpha-trehalose-phosphate synthase -"	UniRef90_Q6KAF3	"CHR1V7|COORD:8432684..8435495| ATTPS9 (Arabidopsis thaliana trehalose-phosphatase/synthase 9); transferase, transferring glycosyl groups / trehalose-phosphatase"	AT1G23870.1	CHR02V5|COORD:33563394..33568251|protein trehalose-6-phosphate synthase, putative, expressed	LOC_Os02g54820.3	" no descriptionvery weakly similar to (64.3)AT2G18700| Symbols: TPS11, ATTPSB, ATTPS11 | ATTPS11 (Arabidopsis thaliana trehalose phosphatase/synthase 11); transferase, transferring glycosyl groups | chr2:8116125-8118881 FORWARDnot assigned Glyco_transf_20 OtsA "	minor CHO metabolism.trehalose.potential TPS/TPP	3_2_3

CUST_27364_PI403524517	2	0.030229568	0.2352562	-0.030229568	-0.07826424	-0.11098957	0.031373978	35_7922	"Cluster: Os01g0858500 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0858500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JHK4	CHR1V7|COORD:5984400..5987656| transcription initiation factor IID (TFIID) subunit A family protein	AT1G17440.2	CHR01V5|COORD:37448223..37445313|protein TATA binding protein associated factor, putative, expressed	LOC_Os01g63940.1	no descriptionweakly similar to ( 163)AT3G10070| Symbols: TAFII58 | TAFII58 (tata-associated factor II 58) | chr3:3104200-3106803 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TAF61 TFIID_20kDa GAL11 Keratin_B2 Glutenin_hmw tolA TolA PRK10263 TolA Metallothio COG4372 PRK10927 PRK08853 PRK10920 AAI_SS COG3264 LSR COG4942 ARG80 TFIIA PRK11637 rne AcrA Atrophin-1 HemX DUF1421 BAF1_ABF1 PRK10246 PRK10350 SerH FliK GumC PRK03427 PRK01741 PLAC8 Metallothionein Vicilin_N MSSP GspL PRK12678 mukB PRK11281 Gag_spuma COG5281 RseA PRK04239 MAP7 Lipase_chap DUF874 XseA HemX 7tm_7 xseA	RNA.transcription	27_2

CUST_142119_PI403524517	2	-0.12364197	0.37944603	0.2592821	0.06598568	-0.33556175	-0.06598663	35_39834	"Cluster: Os02g0463700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0463700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E1C0		0	CHR02V5|COORD:15562653..15560201|protein retrotransposon protein, putative, unclassified	LOC_Os02g26510.1	no description	not assigned.unknown	35_2

CUST_1110_PI403524517	2	-0.022836685	0.10601425	0.029270172	-0.0062351227	-0.06855011	0.00623703	35_295	"Cluster: 60S ribosomal protein L21, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: 60S ribosomal protein L21, putative, expressed - Oryza"	UniRef90_Q10RZ3	CHR1V7|COORD:21359232..21360029| 60S ribosomal protein L21 (RPL21E)	AT1G57660.1	CHR10V5|COORD:16856462..16854922|protein 60S ribosomal protein L21, putative, expressed	LOC_Os10g32820.1	no descriptionmoderately similar to ( 311)AT1G57860| Symbols:  | 60S ribosomal protein L21 | chr1:21433699-21434492 REVERSEnot assigned Ribosomal_L21e RPL21A PRK04306	protein.synthesis.misc ribososomal protein	29_2_2

CUST_139109_PI403524517	2	0.16200161	-0.16475296	0.07679558	-0.07679558	-0.09885216	1.2241535	35_39018	"Cluster: Auxilin-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Auxilin-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8RYN2	CHR4V7|COORD:7506733..7511405| heat shock protein binding	AT4G12770.1	CHR01V5|COORD:25752571..25744106|protein dnaJ domain containing protein, expressed	LOC_Os01g44310.2	no description	not assigned.unknown	35_2

CUST_16032_PI403524517	2	0.08702469	-0.40353012	-0.025834084	0.07490063	0.025835037	-0.073768616	35_4626	"Cluster: Os12g0477600 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os12g0477600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IND8	CHR1V7|COORD:9527943..9528801| similar to Os12g0477600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001066758.1)	AT1G27435.1	0	0	no description	not assigned.unknown	35_2

CUST_166430_PI403524517	2	-0.14433765	0.20777035	0.23381996	-0.13322163	-0.4977665	0.13322163	35_46365	"Cluster: Hypothetical protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6TUA6	"CHR2V7|COORD:15959894..15962442| ATGPAT6/GPAT6 (GLYCEROL-3-PHOSPHATE ACYLTRANSFERASE 6); 1-acylglycerol-3-phosphate O-acyltransferase/"	AT2G38110.1	CHR03V5|COORD:30104124..30102308|protein glycerol-3-phosphate acyltransferase 8, putative	LOC_Os03g52570.1	" no descriptionweakly similar to ( 141)AT2G38110| Symbols: ATGPAT6, GPAT6 | ATGPAT6/GPAT6 (GLYCEROL-3-PHOSPHATE ACYLTRANSFERASE 6); 1-acylglycerol-3-phosphate O-acyltransferase/ acyltransferase | chr2:15959894-15962442 REVERSEnot assigned not assigned not assigned "	lipid metabolism.Phospholipid synthesis	11_3

CUST_14750_PI399408534	2	0.12369537	-0.2894516	-0.020703316	0.020703316	-0.07830334	0.071219444	35_20529	"Cluster: Putative TA1 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative TA1 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5VR96	CHR1V7|COORD:25919283..25921338| basic helix-loop-helix (bHLH) family protein	AT1G68920.2	CHR06V5|COORD:9363051..9367005|protein BHLH transcription factor, putative, expressed	LOC_Os06g16400.2	no descriptionmoderately similar to ( 207)AT1G68920| Symbols:  | basic helix-loop-helix (bHLH) family protein | chr1:25919283-25921338 FORWARDnot assigned HLH HLH	RNA.regulation of transcription.bHLH,Basic Helix-Loop-Helix family	27_3_6

CUST_18877_PI403524517	2	0.067975044	0.2552843	-0.00815773	-0.09392834	-0.10072994	0.008156776	35_5469	"Cluster: Os01g0242600 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0242600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JP57	CHR1V7|COORD:20000224..20003795| C2 domain-containing protein	AT1G53590.1	CHR01V5|COORD:7864614..7858803|protein C2 domain containing protein, expressed	LOC_Os01g14050.2	no descriptionmoderately similar to ( 334)AT1G53590| Symbols:  | C2 domain-containing protein | chr1:20000224-20003795 FORWARDnot assigned not assigned not assigned not assigned not assigned C2 COG5038 C2 C2_1 C2 C2_2	not assigned.no ontology.C2 domain-containing protein	35_1_19

CUST_129526_PI403524517	2	0.49438906	0.78962517	-0.087406635	-1.0058093	-0.7283611	0.08740616	35_36385	Rep: Hypothetical protein - Gibberella zeae (Fusarium graminearum)	UniRef90_Q4IP79	"CHR3V7|COORD:17728067..17730828| ALDH2B4 (ALDEHYDE DEHYDROGENASE 2); 3-chloroallyl aldehyde dehydrogenase/ aldehyde dehydrogenase (NAD)"	AT3G48000.1	CHR06V5|COORD:9090017..9095678|protein aldehyde dehydrogenase, mitochondrial precursor, putative, expressed	LOC_Os06g15990.1	" no descriptionvery weakly similar to (69.3)AT3G48000| Symbols: ALDH2, ALDH2B4 | ALDH2B4 (ALDEHYDE DEHYDROGENASE 2); 3-chloroallyl aldehyde dehydrogenase/ aldehyde dehydrogenase (NAD) | chr3:17728067-17730828 REVERSEvery weakly similar to (52.4)BADH_ORYSAnot assigned not assigned Aldedh PutA PRK09847 "	secondary metabolism.N misc.betaine	16_4_2

CUST_132554_PI403524517	2	0.028566837	0.2942443	0.13061428	-0.07459831	-0.02856636	-0.11791372	35_37226	"Cluster: Os02g0170500 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os02g0170500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E3J5		0	CHR02V5|COORD:3850126..3846037|protein nuclear transcription factor Y subunit C-2, putative, expressed	LOC_Os02g07450.2	no description	not assigned.unknown	35_2

CUST_73329_PI403524517	2	0.13189888	-1.2642117	-0.1796627	0.10324097	0.013832092	-0.013831139	35_21024	"Cluster: Hypothetical protein OSJNBa0030C08.39; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0030C08.39 - Oryza sativa (japonica"	UniRef90_Q6K1X5	"CHR2V7|COORD:18207629..18209720| OEP37; ion channel"	AT2G43950.1	CHR02V5|COORD:23892961..23888792|protein outer envelope protein, putative, expressed	LOC_Os02g39600.1	no descriptionmoderately similar to ( 327)AT2G43950| Symbols: OEP37 | OEP37 | chr2:18207906-18209720 REVERSE	not assigned.unknown	35_2

CUST_8872_PI403524517	2	0.042909622	0.3783493	-0.04556942	-0.042909622	-0.19363022	0.067359924	35_2486	"Cluster: U1 small nuclear ribonucleoprotein 70K; n=2; Oryza sativa (japonica cultivar-group)|Rep: U1 small nuclear ribonucleoprotein 70K - Oryza sativa (japonic"	UniRef90_Q2EIH1	"CHR3V7|COORD:18837457..18840473| U1-70K (SPLICEOSOMAL PROTEIN U1A); RNA binding"	AT3G50670.1	CHR10V5|COORD:997065..991733|protein U1 snRNP 70K protein, putative, expressed	LOC_Os10g02630.1	" no descriptionmoderately similar to ( 336)AT3G50670| Symbols: U1SNRNP, U1-70K | U1-70K (SPLICEOSOMAL PROTEIN U1A); RNA binding | chr3:18839213-18840473 REVERSEvery weakly similar to (53.9)ROC1_SPIOL28 kDa ribonucleoprotein, chloroplast - Spinacia oleracea (Spinach)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG0724 RRM DUF1777 PRK12678 RRM_1 "	RNA.RNA binding	27_4

CUST_7869_PI404877155	2	-0.75100803	0.03922844	0.74243164	0.12878036	-0.05181408	-0.03922844	Contig2320_s_at	drought inducible 22 kD protein [Saccharum officinarum] gb|AAT57940.1| 22 kDa drought-inducible protein [Saccharum hybrid cultivar]	BAB68268.1	arginine/serine-rich protein, putative (SR45)	At1g16610.1	protein abscisic acid- and stress-induced protein - rice	Os11g06720	0.2_HMGI_Y T01851	hormone metabolism.abscisic acid.induced-regulated-responsive-activated	17_1_3

CUST_13518_PI399408534	2	-0.010356903	0.010355949	0.07937145	0.11134815	-0.1064167	-0.02340126	35_15606	"Cluster: Stem-specific protein TSJT1, putative, expressed; n=4; Oryza sativa (japonica cultivar-group)|Rep: Stem-specific protein TSJT1, putative, expressed - O"	UniRef90_Q10D21	"CHR5V7|COORD:17639820..17641466| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G22850.1); similar to aluminum-induced protein-like protein"	AT5G43830.1	CHR03V5|COORD:30514102..30511116|protein stem-specific protein TSJT1, putative, expressed	LOC_Os03g53270.1	"no descriptionmoderately similar to ( 292)AT5G43830| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G22850.1); similar to aluminum-induced protein-like protein [Thellun (GB:AAM19711.1); contains domain no description (G3D.3.60.20.10); contains domain N-terminal nucleophile aminohydrolases (Ntn hydrolases) (SSF56235) | chr5:17639820-17641466 REVERSEweakly similar to ( 106)TSJT1_TOBACStem-specific protein TSJT1 - Nicotiana tabacum (Common tobacco)not assigned Wali7 Gn_AT_II asnB"	hormone metabolism.auxin.induced-regulated-responsive-activated	17_2_3

CUST_6715_PI403524517	2	-0.0075740814	0.92157936	0.0075740814	-0.055202484	-0.24156284	0.1726408	35_1865	"Cluster: Putative xylulose kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative xylulose kinase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8GRU7	CHR5V7|COORD:20170124..20172800| xylulose kinase, putative	AT5G49650.1	CHR07V5|COORD:26638968..26643821|protein xylulose kinase, putative, expressed	LOC_Os07g44660.1	 no descriptionhighly similar to ( 772)AT5G49650| Symbols:  | xylulose kinase, putative | chr5:20170124-20172800 FORWARDnot assigned not assigned XylB FGGY_N FGGY_C TT_ORF1 AraB 	minor CHO metabolism.sugar kinases	3_7

CUST_75355_PI403524517	2	-0.67416286	-0.013959408	-0.03537464	0.15122747	0.013959408	0.4163127	35_21599	"Cluster: Respiratory burst oxidase protein D, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Respiratory burst oxidase protein D, putativ"	UniRef90_Q2R351	CHR5V7|COORD:19414811..19418994| RBOHD (RESPIRATORY BURST OXIDASE PROTEIN D)	AT5G47910.1	CHR11V5|COORD:19094970..19087450|protein respiratory burst oxidase protein D, putative, expressed	LOC_Os11g33120.2	 no descriptionvery weakly similar to (60.5)AT5G47910| Symbols: ATRBOHD, RBOHD | RBOHD (RESPIRATORY BURST OXIDASE PROTEIN D) | chr5:19414811-19418994 FORWARD	stress.biotic.respiratory burst	20_1_1

CUST_33212_PI399408534	2	0.21951818	-0.5085535	0.07114172	-0.0711422	-0.13168764	0.09617376	35_28631	"Cluster: N-dimethylguanosine tRNA methyltransferase, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: N-dimethylguanosine tRNA"	UniRef90_Q339G6	CHR5V7|COORD:5157801..5161124| N2,N2-dimethylguanosine tRNA methyltransferase family protein	AT5G15810.1	CHR10V5|COORD:10600802..10608096|protein N-dimethylguanosine tRNA methyltransferase, putative, expressed	LOC_Os10g21360.2	 no descriptionmoderately similar to ( 314)AT5G15810| Symbols:  | N2,N2-dimethylguanosine tRNA methyltransferase family protein | chr5:5157801-5161124 FORWARDnot assigned TRM TRM1 PRK04338 	RNA.regulation of transcription.unclassified	27_3_99

CUST_8577_PI403524517	2	0.02720356	0.9575472	-0.13171387	-0.0760622	0.07072163	-0.027204514	35_2404	"Cluster: Hypothetical protein OSJNBb0041A22.4; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0041A22.4 - Oryza sativa (japonica cu"	UniRef90_Q75L16	CHR2V7|COORD:16515041..16516819| ACT domain-containing protein	AT2G39570.1	CHR05V5|COORD:677045..683361|protein amino acid binding protein, putative, expressed	LOC_Os05g02220.5	no descriptionmoderately similar to ( 375)AT2G39570| Symbols:  | ACT domain-containing protein | chr2:16515041-16516819 FORWARDACT_ACR-like_3 ACT_ACR-like_2 ACT_ACR-like_4 ACT_ACR-UUR-like_2 ACT_UUR-ACR-like GlnD PRK05092	not assigned.no ontology	35_1

CUST_29960_PI403524517	2	0.53785706	0.28246784	-0.11635399	0.0020017624	-0.27319956	-0.0020012856	35_8648	"Cluster: Os09g0487900 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0487900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J0Q4	CHR3V7|COORD:8063070..8064482| leucine-rich repeat family protein / extensin family protein	AT3G22800.1	CHR08V5|COORD:24956680..24959677|protein DNA binding protein, putative, expressed	LOC_Os08g39630.3	no descriptionnot assigned not assigned not assigned not assigned not assigned PRK07003 PRK12323 Atrophin-1 PRK07764	not assigned.unknown	35_2

CUST_41278_PI403524517	2	0.19039059	-0.17782593	-0.083218575	0.025362015	-0.018379211	0.018379211	35_11866	"Cluster: Os05g0315100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0315100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DJ89	0	0	CHR05V5|COORD:14428742..14420658|protein EMB1408, putative, expressed	LOC_Os05g25060.1	no description	not assigned.unknown	35_2

CUST_28801_PI403524517	2	0.20518494	0.1568451	-0.03635502	-0.19376135	-0.54486895	0.036355495	35_8321	"Cluster: 10-deacetylbaccatin III-10-O-acetyl transferase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: 10-deacetylbaccatin III-10-O-acetyl transferase-"	UniRef90_Q9FTH0	CHR3V7|COORD:23025308..23026783| transferase family protein	AT3G62160.1	CHR01V5|COORD:24723659..24721905|protein 10-deacetylbaccatin III 10-O-acetyltransferase, putative, expressed	LOC_Os01g42870.1	no descriptionweakly similar to ( 101)AT3G62160| Symbols:  | transferase family protein | chr3:23025308-23026783 REVERSEvery weakly similar to (67.4)HCBT3_DIACAAnthranilate N-benzoyltransferase protein 3 - Dianthus caryophyllus (Carnation) (Clove pink)not assigned Transferase	not assigned.no ontology	35_1

CUST_88671_PI403524517	2	0.011145115	-0.011145115	0.17137146	0.13640499	-0.8403225	-0.24883175	35_25377	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_49124_PI403524517	2	0.111741066	0.4210825	-0.16362667	-0.1563654	-0.0555315	0.0555315	35_14020	"Cluster: Hypothetical protein OSJNBa0052O12.5; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0052O12.5 - Oryza sativa (japonica"	UniRef90_Q5JK43	CHR3|COORD:18128471..18132074| expressed protein	AT3G48860.1	CHR01V5|COORD:41057356..41050234|protein expressed protein	LOC_Os01g70320.1	"no descriptionweakly similar to ( 128)AT3G48860| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G23700.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABA93965.1); similar to Os01g0928100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001045273.1); contains InterPro domain Helix-loop-helix DNA-binding; (InterPro:IPR011598) | chr3:18128604-18131850 FORWARDvery weakly similar to (63.5)H2B4_WHEATHistone H2B.4 - Triticum aestivum (Wheat)not assigned H2B"	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_19914_PI403524517	2	-0.10713768	-0.04011631	0.040115356	-0.0958519	0.2791462	0.21148968	35_5775	"Cluster: Hypothetical protein OSJNBa0094J08.25; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0094J08.25 - Oryza sativa (japonica"	UniRef90_Q84TX9	CHR3V7|COORD:4694070..4695205| oxidoreductase, 2OG-Fe(II) oxygenase family protein	AT3G14160.1	CHR03V5|COORD:34173380..34177340|protein DNA repair protein, putative, expressed	LOC_Os03g60190.1	 no descriptionmoderately similar to ( 285)AT3G14160| Symbols:  | oxidoreductase, 2OG-Fe(II) oxygenase family protein | chr3:4694070-4695205 FORWARDnot assigned AlkB 	not assigned.no ontology	35_1

CUST_19438_PI403524517	2	-0.010649681	0.09459591	-7.5244904E-4	0.06648159	7.5149536E-4	-0.011519432	35_5633	"Cluster: Oxidoreductase, 2OG-Fe(II) oxygenase family protein-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: Oxidoreductase, 2OG-Fe(II) oxygenase family"	UniRef90_Q5VPG7	CHR2V7|COORD:7826198..7828358| oxidoreductase, 2OG-Fe(II) oxygenase family protein	AT2G17970.1	CHR06V5|COORD:2029468..2033814|protein oxidoreductase, 2OG-Fe oxygenase family protein, expressed	LOC_Os06g04660.1	 no descriptionmoderately similar to ( 399)AT2G17970| Symbols:  | oxidoreductase, 2OG-Fe(II) oxygenase family protein | chr2:7826198-7827869 REVERSEnot assigned 	not assigned.no ontology	35_1

CUST_12592_PI403524517	2	-0.0915184	0.74507904	-0.006887436	-0.09503746	0.07451916	0.0068864822	35_3598	"Cluster: C-terminal zinc-finger-like; n=3; Oryza sativa|Rep: C-terminal zinc-finger-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5QLR5	CHR1V7|COORD:19841740..19843671| protein binding / zinc ion binding	AT1G53190.2	CHR01V5|COORD:27639153..27629959|protein RING-finger protein like, putative, expressed	LOC_Os01g47740.4	no descriptionweakly similar to ( 128)AT1G53190| Symbols:  | protein binding / zinc ion binding | chr1:19841740-19843671 FORWARDnot assigned not assigned RING COG5540 RING	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_13577_PI404877155	2	0.0045833588	0.88958836	-0.004582405	-0.019792557	-0.07376957	0.13064384	Contig7324_s_at	putative calcineurin B-like protein [Oryza sativa] gb|AAR01663.1| calcineurin B protein [Oryza sativa (japonica cultivar-group)]	AAL31695.1	calcineurin B-like protein 3 (CBL3)	At4g26570.1	protein putative calcineurin B-like protein	Os03g42840	calcineurin B-like protein 2 (CBL2), identical to calcineurin B-like protein 2 GI:3309084 from (Arabidopsis thaliana)	signalling.calcium	30_3

CUST_12925_PI399408534	2	-0.15930557	-0.05298996	0.052990913	0.115291595	0.20198822	-0.15067005	35_21090	"Cluster: Os07g0493400 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os07g0493400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D6C2	CHR2V7|COORD:7170358..7172146| 3-oxo-5-alpha-steroid 4-dehydrogenase family protein / steroid 5-alpha-reductase family protein	AT2G16530.1	CHR04V5|COORD:28852734..28857176|protein 3-oxo-5-alpha-steroid 4-dehydrogenase, putative, expressed	LOC_Os04g48750.1	no descriptionweakly similar to ( 164)AT2G16530| Symbols:  | 3-oxo-5-alpha-steroid 4-dehydrogenase family protein / steroid 5-alpha-reductase family protein | chr2:7170358-7172146 REVERSEnot assigned not assigned not assigned	hormone metabolism.brassinosteroid.synthesis-degradation.BRs.DET2	17_3_1_1_1

CUST_13272_PI399408534	2	-0.073694706	0.45748186	0.06554222	0.19338274	-0.24622297	-0.06554222	35_21051	"Cluster: Zinc finger CCCH domain-containing protein ZFN-like 3; n=2; Oryza sativa|Rep: Zinc finger CCCH domain-containing protein ZFN-like 3 - Oryza sativa"	UniRef90_Q5NAV3	CHR5V7|COORD:6160517..6162731| nucleic acid binding	AT5G18550.1	CHR01V5|COORD:8596216..8590594|protein zinc finger CCCH type domain-containing protein ZFN-like 3, putative, expressed	LOC_Os01g15350.1	no descriptionweakly similar to ( 122)AT5G18550| Symbols:  | nucleic acid binding | chr5:6160517-6162731 FORWARDmoderately similar to ( 215)ZFNL3_ORYSAnot assigned	RNA.regulation of transcription.C3H zinc finger family	27_3_12

CUST_90928_PI403524517	2	0.3030262	-0.20411396	-0.40305138	0.030556679	0.048024178	-0.030555725	35_26005	"Cluster: Hypothetical protein P0486C01.3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0486C01.3 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q65WX2	"CHR2V7|COORD:16057329..16057952| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G05440.1); similar to hypothetical protein [Nicotiana tabacum]"	AT2G38310.1	CHR05V5|COORD:23157471..23155996|protein AT-rich element binding factor 3, putative, expressed	LOC_Os05g39580.1	"no descriptionweakly similar to ( 137)AT2G38310| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G05440.1); similar to hypothetical protein [Nicotiana tabacum] (GB:CAI84653.1); contains InterPro domain Bet v I allergen; (InterPro:IPR000916) | chr2:16057329-16057952 FORWARDnot assigned not assigned not assigned Bet_v_I"	not assigned.unknown	35_2

CUST_101010_PI403524517	2	0.18970251	-0.04044199	-0.37376785	0.040442467	0.73406553	-0.20693731	35_28829	"Cluster: Putative tetratricopeptide repeat(TPR)-containing protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative tetratricopeptide repeat(TPR)-cont"	UniRef90_Q7EY18	CHR1V7|COORD:121582..130099| tetratricopeptide repeat (TPR)-containing protein	AT1G01320.1	CHR07V5|COORD:13587797..13602929|protein TPR Domain containing protein, expressed	LOC_Os07g23990.2	no descriptionvery weakly similar to (64.7)AT1G01320| Symbols:  | tetratricopeptide repeat (TPR)-containing protein | chr1:121582-130099 REVERSE	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_73515_PI403524517	2	0.088383675	0.107717514	-0.04384613	-0.1332531	-0.076646805	0.043847084	35_21082	"Cluster: OSJNBa0060B20.14 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0060B20.14 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XP97	CHR2V7|COORD:14272755..14274956| DEAD box RNA helicase, putative	AT2G33730.1	CHR10V5|COORD:22876353..22866049|protein expressed protein	LOC_Os10g43075.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned Smc SbcC	not assigned.unknown	35_2

CUST_63995_PI403524517	2	-0.015895844	0.20697689	-0.014656067	0.015028	0.014656067	-0.077474594	35_18277	"Cluster: Putative syntaxin 6; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative syntaxin 6 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5JMS0	CHR1V7|COORD:10016419..10017828| SYP61 (SYNTAXIN OF PLANTS 61)	AT1G28490.1	CHR01V5|COORD:42777771..42774773|protein syntaxin-6, putative, expressed	LOC_Os01g73230.1	 no descriptionmoderately similar to ( 263)AT1G28490| Symbols: ATSYP61, OSM1, SYP61 | SYP61 (SYNTAXIN OF PLANTS 61) | chr1:10016620-10017828 FORWARDnot assigned Syntaxin-6_N SNARE 	cell. vesicle transport	31_4

CUST_60706_PI403524517	2	-0.0077352524	0.0077352524	-0.030757904	0.046016693	0.47763252	-0.020212173	35_17316	"Cluster: Farnesyl pyrophosphate synthase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Farnesyl pyrophosphate synthase - Oryza sativa (japonica cultivar-gro"	UniRef90_O04882	"CHR5V7|COORD:19362523..19364641| FPS1 (FARNESYL DIPHOSPHATE SYNTHASE 1); dimethylallyltranstransferase/ geranyltranstransferase"	AT5G47770.1	CHR01V5|COORD:29485110..29489565|protein farnesyl pyrophosphate synthetase, putative, expressed	LOC_Os01g50760.1	"no descriptionhighly similar to ( 526)AT5G47770| Symbols: FPS1 | FPS1 (FARNESYL DIPHOSPHATE SYNTHASE 1); dimethylallyltranstransferase/ geranyltranstransferase | chr5:19362523-19364641 FORWARDhighly similar to ( 615)FPPS_MAIZEFarnesyl pyrophosphate synthetase - Zea mays (Maize)not assigned polyprenyl_synt Trans_IPPS_HT IspA Trans_IPPS Isoprenoid_Biosyn_C1"	secondary metabolism.isoprenoids.mevalonate pathway.farnesyl pyrophosphate synthetase	16_1_2_9

CUST_48016_PI403524517	2	0.13048458	-0.3708849	-0.019593239	0.019593239	0.047304153	-0.37533474	35_13732	Rep: ATP sulfurylase - Zea mays (Maize)	UniRef90_O48888	CHR3V7|COORD:8112844..8114741| APS1 (ATP sulfurylase 3)	AT3G22890.1	CHR03V5|COORD:30485922..30482453|protein bifunctional 3-phosphoadenosine 5-phosphosulfate synthetase, putative, expressed	LOC_Os03g53230.1	no descriptionhighly similar to ( 591)AT3G22890| Symbols: APS1 | APS1 (ATP sulfurylase 3) | chr3:8112844-8114741 FORWARDnot assigned not assigned ATP-sulfurylase ATPS MET3 sat PRK05537 PanC_ATPS TT_ORF1	S-assimilation.APS	14_1

CUST_595_PI404877155	2	0.13136292	-0.008469582	0.008469582	-0.051900864	-0.099108696	0.10804081	Contig10526_at	OSJNBb0017I01.27 [Oryza sativa (japonica cultivar-group)] emb|CAE03422.1| OSJNBa0032F06.5 [Oryza sativa (japonica cultivar-group)]	CAE05747.1	choline transporter-related	At3g15380.1	protein hypothetical protein	Os04g58470	gi|32487413|emb|CAE05747.1| OSJNBb0017I01.27	transport.misc	34_99

CUST_52766_PI403524517	2	0.14933681	-0.76804924	-0.024932861	0.01837349	0.061837196	-0.01837349	35_15031	"Cluster: Os07g0224000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0224000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D7Q0	"CHR2V7|COORD:15357627..15358898| RPL24A (RIBOSOMAL PROTEIN L24); structural constituent of ribosome"	AT2G36620.1	CHR07V5|COORD:6862983..6865180|protein 60S ribosomal protein L24, putative, expressed	LOC_Os07g12250.1	" no descriptionmoderately similar to ( 220)AT3G53020| Symbols: RPL24B, RPL24, STV1 | STV1 (SHORT VALVE1); structural constituent of ribosome | chr3:19671727-19672890 REVERSEmoderately similar to ( 241)RL24_HORVU60S ribosomal protein L24 - Hordeum vulgare (Barley)not assigned not assigned Ribosomal_L24e RPL24A PRK00807 "	protein.synthesis.misc ribososomal protein	29_2_2

CUST_32846_PI403524517	2	0.07759094	-0.036664963	-0.069973946	-0.08413696	0.036665916	0.1232872	35_9467	"Cluster: Os02g0135300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os02g0135300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E458	"CHR1V7|COORD:673408..676127| WEE1 (Arabidopsis wee1 kinase homolog); kinase/ protein kinase"	AT1G02970.1	CHR02V5|COORD:1864612..1859994|protein wee1-like protein, putative, expressed	LOC_Os02g04240.1	"no descriptionmoderately similar to ( 206)AT1G02970| Symbols: WEE1 | WEE1 (Arabidopsis wee1 kinase homolog); kinase/ protein kinase | chr1:673408-676127 FORWARDvery weakly similar to (64.7)M2K1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pkinase S_TKc S_TKc SPS1 Pkinase_Tyr PTKc TyrKc PTKc_PDGFR PTKc_Kit"	protein.postranslational modification	29_4

CUST_7358_PI399408534	2	-0.55437374	0.15740013	-0.06007576	0.06355286	-0.042606354	0.042607307	35_7220	"Cluster: Putative EF-hand Ca2+-binding protein CCD1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative EF-hand Ca2+-binding protein CCD1 - Oryza sativa"	UniRef90_Q6Z727	CHR3V7|COORD:8063070..8064482| leucine-rich repeat family protein / extensin family protein	AT3G22800.1	CHR02V5|COORD:1187897..1187234|protein EF-hand Ca2+-binding protein CCD1, putative, expressed	LOC_Os02g03020.1	 no descriptionweakly similar to ( 127)AT2G46600| Symbols:  | calcium-binding protein, putative | chr2:19143141-19143548 FORWARDvery weakly similar to (51.6)CATR_CHLRECaltractin - Chlamydomonas reinhardtiinot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07764 PRK07003 FAP 	signalling.calcium	30_3

CUST_20011_PI403524517	2	0.17922974	-0.19247627	1.411438E-4	-0.0030059814	-1.4019012E-4	0.124842644	35_5799	Rep: Cyclin D2 - Triticum aestivum (Wheat)	UniRef90_Q71FH0	"CHR5V7|COORD:26158818..26160976| CYCD4;1 (CYCLIN D4;1); cyclin-dependent protein kinase regulator"	AT5G65420.1	CHR06V5|COORD:6018598..6020854|protein cyclin delta-2, putative, expressed	LOC_Os06g11410.1	"no descriptionmoderately similar to ( 216)AT5G65420| Symbols: CYCD4;1 | CYCD4;1 (CYCLIN D4;1); cyclin-dependent protein kinase regulator | chr5:26158818-26160976 REVERSEvery weakly similar to (65.1)CCNB2_MEDSAG2/mitotic-specific cyclin-2 - Medicago sativa (Alfalfa)not assigned not assigned not assigned not assigned Cyclin_N CYCLIN COG5024 CYCLIN Cyclin_C"	cell.cycle	31_3

CUST_20218_PI403524517	2	0.10121918	-0.61167526	-0.013271332	0.013271332	0.0887022	-0.076291084	35_5861	"Cluster: Aspartate carbamoyltransferase 3, chloroplast precursor; n=3; Papilionoideae|Rep: Aspartate carbamoyltransferase 3, chloroplast precursor - Pisum sativ"	UniRef90_Q43064	CHR3V7|COORD:7090360..7091910| aspartate carabmoyltransferase, chloroplast / aspartate transcarbamylase / ATCase (PYRB)	AT3G20330.1	CHR08V5|COORD:9069540..9065297|protein aspartate carbamoyltransferase 1, chloroplast precursor, putative, expressed	LOC_Os08g15030.1	 no descriptionmoderately similar to ( 494)AT3G20330| Symbols:  | aspartate carabmoyltransferase, chloroplast / aspartate transcarbamylase / ATCase (PYRB) | chr3:7090360-7091910 REVERSEmoderately similar to ( 498)PYRB3_PEAAspartate carbamoyltransferase 3, chloroplast precursor - Pisum sativum (Garden pea)not assigned not assigned PyrB pyrB PRK11891 PRK08192 PRK00779 ArgF OTCace_N OTCace PRK02102 PRK02255 PRK04523 PRK04284 PRK03515 PRK01713 	nucleotide metabolism.synthesis.pyrimidine.aspartate transcarbamoylase	23_1_1_2

CUST_50085_PI403524517	2	0.15290451	0.34622574	-0.016670227	-0.07700348	-0.058116913	0.016672134	35_14296	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_9508_PI403524517	2	0.05530548	0.29769707	-0.066654205	-0.05530548	-0.06627369	0.10050297	35_2676	"Cluster: Putative phosphohydrolase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative phosphohydrolase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7F188	"CHR1V7|COORD:10110121..10111593| ATNUDT15 (ARABIDOPSIS THALIANA NUDIX HYDROLASE HOMOLOG 15); hydrolase"	AT1G28960.5	CHR08V5|COORD:17510661..17513935|protein peroxisomal coenzyme A diphosphatase NUDT7, putative, expressed	LOC_Os08g28860.1	"no descriptionmoderately similar to ( 266)AT1G28960| Symbols: ATNUDT15 | ATNUDT15 (ARABIDOPSIS THALIANA NUDIX HYDROLASE HOMOLOG 15); hydrolase | chr1:10110121-10111593 REVERSEnot assigned CoAse PRK10707 NUDIX MutT"	not assigned.no ontology	35_1

CUST_18684_PI399408534	2	0.19867945	0.3070488	0.00836134	-0.05731821	-0.289073	-0.008361816	35_27411	"Cluster: Putative lateral organ boundaries (LOB) domain protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative lateral organ boundaries (LOB) domain"	UniRef90_Q6Z284	CHR3V7|COORD:4559917..4560723| LOB domain family protein / lateral organ boundaries domain family protein (LBD22)	AT3G13850.1	CHR08V5|COORD:19057948..19059557|protein expressed protein	LOC_Os08g31080.1	no descriptionweakly similar to ( 118)AT3G13850| Symbols: LBD22 | LOB domain family protein / lateral organ boundaries domain family protein (LBD22) | chr3:4559917-4560723 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF260 PRK12323 PRK07764 PRK07003 Atrophin-1 PRK05648 Drf_FH1 Tymo_45kd_70kd TonB PRK10856	RNA.regulation of transcription.AS2,Lateral Organ Boundaries Gene Family	27_3_37

CUST_932_PI403524517	2	0.2172842	-0.06554556	0.06554556	0.453537	-0.30316257	-0.118011475	35_243	"Cluster: Carbonic anhydrase, chloroplast precursor; n=1; Hordeum vulgare|Rep: Carbonic anhydrase, chloroplast precursor - Hordeum vulgare (Barley)"	UniRef90_P40880	"CHR5V7|COORD:4760539..4762385| CA2 (BETA CARBONIC ANHYDRASE 2); carbonate dehydratase/ zinc ion binding"	AT5G14740.2	CHR01V5|COORD:26019565..26031938|protein carbonic anhydrase, chloroplast precursor, putative, expressed	LOC_Os01g45274.3	 no descriptionmoderately similar to ( 228)AT5G14740| Symbols: CA18, BETA CA2, CA2 | CA2 (BETA CARBONIC ANHYDRASE 2) | chr5:4758260-4762318 FORWARDmoderately similar to ( 357)CAHC_HORVUCarbonic anhydrase, chloroplast precursor - Hordeum vulgare (Barley)not assigned beta_CA_cladeB Pro_CA CynT beta_CA beta_CA_cladeA beta_CA_cladeC PRK10437 beta_CA_cladeD 	TCA / org. transformation.carbonic anhydrases	8_3

CUST_46194_PI403524517	2	0.022550583	-0.08122635	0.039125443	-0.022551537	0.23775673	-0.24696732	35_13230	Rep: COBRA-like 2 protein precursor - Oryza sativa (Rice)	UniRef90_Q75IW1	CHR5V7|COORD:24528692..24531158| COB (COBRA)	AT5G60920.1	CHR03V5|COORD:17221476..17216754|protein COBRA-like protein 4 precursor, putative, expressed	LOC_Os03g30260.1	no descriptionmoderately similar to ( 494)AT5G60920| Symbols: COB | COB (COBRA) | chr5:24528692-24531158 REVERSEhighly similar to ( 640)COBL2_ORYSAPhytochel_synth	cell wall.cellulose synthesis	10_2

CUST_8013_PI403524517	2	0.054280758	0.3936591	-0.23639536	0.17494392	-0.38217783	-0.05428028	35_2233	"Cluster: Os03g0188500 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os03g0188500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DUF6	CHR5V7|COORD:25739244..25739639| AGP1 (ARABINOGALACTAN-PROTEIN 1)	AT5G64310.1	CHR03V5|COORD:4614255..4614680|protein conserved hypothetical protein	LOC_Os03g08940.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned FAP TT_ORF1	not assigned.unknown	35_2

CUST_46676_PI403524517	2	0.32424402	0.02341032	-0.43425846	0.16318464	-0.02341032	-0.72281647	35_13366	"Cluster: Expressed protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QNU1	"CHR5V7|COORD:6998948..7001598| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G64020.1); similar to Os11g0241900 [Oryza sativa (japonica"	AT5G20680.1	CHR12V5|COORD:22481234..22478221|protein expressed protein	LOC_Os12g36750.3	" no descriptionmoderately similar to ( 251)AT5G20680| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G64020.1); similar to Os11g0241900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001067587.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABA92327.1); contains InterPro domain Protein of unknown function DUF231, plant; (InterPro:IPR004253) | chr5:6999223-7001598 FORWARD"	not assigned.unknown	35_2

CUST_4376_PI399408534	2	-0.0793457	0.025420189	0.14253426	-0.20755386	0.025906563	-0.025419235	35_45344	"Cluster: Hypothetical protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XXQ5	"CHR5V7|COORD:22234496..22236219| ILR3 (IAA-LEUCINE RESISTANT3); DNA binding / transcription factor"	AT5G54680.1	CHR07V5|COORD:21468163..21465042|protein bHLH transcription factor, putative, expressed	LOC_Os07g35870.1	no descriptionvery weakly similar to (73.6)AT1G51070| Symbols:  | basic helix-loop-helix (bHLH) family protein | chr1:18931686-18933181 FORWARD	RNA.regulation of transcription.bHLH,Basic Helix-Loop-Helix family	27_3_6

CUST_131209_PI403524517	2	-0.5029278	0.18851995	0.88395023	0.33367634	-0.59589005	-0.18851995	35_36852	Rep: Putative avenin-like a precursor - Aegilops cylindrica (Jointed goatgrass)	UniRef90_Q2A782	CHR3V7|COORD:3381853..3384232| zinc finger (C3HC4-type RING finger) family protein	AT3G10810.1	CHR05V5|COORD:389137..397582|protein expressed protein	LOC_Os05g01690.1	no description	not assigned.unknown	35_2

CUST_60998_PI403524517	2	0.060627937	0.67100334	0.077700615	-0.16276264	-0.12561607	-0.06062889	35_17398	"Cluster: Delta-aminolevulinic acid dehydratase, chloroplast precursor; n=1; Hordeum vulgare|Rep: Delta-aminolevulinic acid dehydratase, chloroplast precursor -"	UniRef90_Q42836	"CHR1V7|COORD:26235860..26238376| HEMB1; porphobilinogen synthase"	AT1G69740.1	CHR06V5|COORD:29760837..29756047|protein delta-aminolevulinic acid dehydratase, chloroplast precursor, putative, expressed	LOC_Os06g49110.3	 no descriptionweakly similar to ( 133)AT1G69740| Symbols: HEMB1 | HEMB1 | chr1:26235860-26238376 FORWARDweakly similar to ( 146)HEM2_HORVUDelta-aminolevulinic acid dehydratase, chloroplast precursor - Hordeum vulgare (Barley)not assigned PRK09283 ALAD HemB 	tetrapyrrole synthesis.ALA dehydratase	19_4

CUST_26888_PI399408534	2	-0.8628807	0.024773598	0.65142727	-0.024774551	0.06797886	-0.03328705	35_17337	Rep: OSJNBb0018A10.7 protein - Oryza sativa (Rice)	UniRef90_Q7XMC8	CHR5V7|COORD:23169587..23172098| basic helix-loop-helix (bHLH) family protein	AT5G57150.1	CHR04V5|COORD:13444151..13441708|protein DNA binding like, putative, expressed	LOC_Os04g23550.1	no descriptionweakly similar to ( 137)AT5G57150| Symbols:  | basic helix-loop-helix (bHLH) family protein | chr5:23169587-23170519 FORWARDvery weakly similar to (50.1)ARRS_MAIZEAnthocyanin regulatory R-S protein - Zea mays (Maize)not assigned not assigned not assigned HLH HLH HLH PRK12323	RNA.regulation of transcription.bHLH,Basic Helix-Loop-Helix family	27_3_6

CUST_169459_PI403524517	2	0.17120934	-0.12558174	-0.15602303	-0.06539154	0.11643982	0.06539059	35_47199	"Cluster: Os01g0750900 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0750900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JJA7	"CHR1V7|COORD:1973991..1974272| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G26790.1); similar to hypothetical protein MtrDRAFT_AC157648g13v1"	AT1G06475.1	0	0	no description	not assigned.unknown	35_2

CUST_13756_PI399408534	2	-0.053123474	-0.47043705	0.21183586	0.053123474	0.13973045	-0.060110092	35_6543	"Cluster: Hypothetical protein OJ1362_D02.5; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1362_D02.5 - Oryza sativa (japonica cultivar"	UniRef90_Q65XG2	CHR3V7|COORD:2862148..2864119| zinc finger (DHHC type) family protein	AT3G09320.1	CHR05V5|COORD:22405348..22409010|protein palmitoyltransferase PFA4, putative, expressed	LOC_Os05g38360.3	no descriptionweakly similar to ( 147)AT3G09320| Symbols:  | zinc finger (DHHC type) family protein | chr3:2862148-2864119 REVERSEnot assigned not assigned	RNA.regulation of transcription.unclassified	27_3_99

CUST_33731_PI399408534	2	-0.087417126	-0.5177665	0.15525436	0.087417126	2.9733963	-0.26925468	35_24213	"Cluster: Retrotransposon protein, putative, unclassified; n=2; Oryza sativa|Rep: Retrotransposon protein, putative, unclassified - Oryza sativa (japonica cultiv"	UniRef90_Q10IA6	CHR5V7|COORD:14575028..14577414| RNase H domain-containing protein	AT5G36905.1	CHR03V5|COORD:19928036..19923588|protein retrotransposon protein, putative, unclassified	LOC_Os03g36000.1	 no descriptionvery weakly similar to (80.1)AT4G29090| Symbols:  | reverse transcriptase, putative / RNA-dependent DNA polymerase, putative | chr4:14333534-14335261 FORWARD	not assigned.unknown	35_2

CUST_6209_PI399408534	2	-0.028437614	0.25113487	0.037697792	-0.42040062	-0.3611536	0.02843666	35_2402	Rep: OSIGBa0106G07.8 protein - Oryza sativa (Rice)	UniRef90_Q01IX6	CHR1V7|COORD:4836038..4837037| 2-oxoglutarate-dependent dioxygenase, putative	AT1G14130.1	CHR04V5|COORD:23578418..23576312|protein gibberellin 20 oxidase 2, putative, expressed	LOC_Os04g39980.1	 no descriptionmoderately similar to ( 265)AT1G14130| Symbols:  | 2-oxoglutarate-dependent dioxygenase, putative | chr1:4836038-4837037 REVERSEweakly similar to ( 105)GAOX1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PcbC 2OG-FeII_Oxy PRK12678 TT_ORF1 DUF566 DUF390 PRK07764 PRK07003 PRK12323 Protamine_P1 HPC2 DUF1509 Pneumo_att_G 	hormone metabolism.ethylene.synthesis-degradation	17_5_1

CUST_71949_PI403524517	2	0.84270763	-0.58785105	-0.39481163	1.142767	0.27511024	-0.27511072	35_20626	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6AVG2	"CHR1V7|COORD:18508513..18509099| similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:AAT77883.1); similar to Os03g0731100 [Oryza sativa"	AT1G49975.1	CHR03V5|COORD:29881915..29883258|protein expressed protein	LOC_Os03g52130.1	"no descriptionvery weakly similar to (92.8)AT1G49975| Symbols:  | similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:AAT77883.1); similar to Os03g0731100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001051164.1) | chr1:18508513-18509099 FORWARD"	not assigned.unknown	35_2

CUST_15042_PI404877155	2	0.099066734	-0.08817005	0.003657341	0.014984131	-0.0103673935	-0.003657341	Contig8914_at	OSJNBa0006M15.17 [Oryza sativa (japonica cultivar-group)] ref|XP_472721.1| OSJNBa0006M15.17 [Oryza sativa (japonica cultivar-group)]	CAE02574.2	expressed protein	At1g36050.1	protein expressed protein	Os03g20520	gi|32480309|emb|CAE02579.1| OSJNBa0006M15.22	lipid metabolism.FA synthesis and FA elongation	11_1

CUST_4573_PI403524517	2	0.31612968	-0.9782686	-0.033449173	0.34472656	-0.18200111	0.033449173	35_1263	"Cluster: Hypothetical protein OSJNBa0079B15.15; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0079B15.15 - Oryza sativa (japonica"	UniRef90_Q7Y0C9	CHR2|COORD:11277225..11278031| cytochrome b6f complex subunit (petM), putative, nearly identical to cytochrome b6f complex subunit (GI:3090403) (Arabidopsis tha	AT2G26500.1	CHR03V5|COORD:31664038..31664841|protein plastoquinol-plastocyanin reductase, putative, expressed	LOC_Os03g55720.1	 no descriptionvery weakly similar to (84.3)AT2G26500| Symbols:  | cytochrome b6f complex subunit (petM), putative | chr2:11277448-11277825 FORWARDnot assigned PRK12678 	PS.lightreaction.cytochrome b6/f	1_1_3

CUST_80151_PI403524517	2	0.098641396	-0.034689903	-0.21778917	0.034689903	1.6642056	-0.26314783	35_22986	"Cluster: Dual specificity protein phosphatase family protein; n=1; Musa balbisiana|Rep: Dual specificity protein phosphatase family protein - Musa balbisiana (B"	UniRef90_Q1EP41	CHR5V7|COORD:22933964..22935363| dual specificity protein phosphatase family protein	AT5G56610.1	CHR06V5|COORD:2684193..2687220|protein protein-tyrosine phosphatase mitochondrial 1, mitochondrial precursor, putative, expressed	LOC_Os06g05870.1	no descriptionweakly similar to ( 130)AT5G56610| Symbols:  | protein tyrosine/serine/threonine phosphatase | chr5:22933964-22935363 FORWARDnot assigned not assigned	not assigned.unknown	35_2

CUST_84607_PI403524517	2	-0.35211706	-0.6553798	0.20439291	0.24368715	0.5033107	-0.20439243	35_24243	"Cluster: Transposon protein, putative, mutator sub-class; n=2; Oryza sativa (japonica cultivar-group)|Rep: Transposon protein, putative, mutator sub-class - Ory"	UniRef90_Q53ND3	0	0	CHR11V5|COORD:2692655..2695608|protein transposon protein, putative, Mutator sub-class, expressed	LOC_Os11g05820.1	no description	not assigned.unknown	35_2

CUST_16127_PI404877155	2	0.4302969	0.1440115	-0.6065874	0.73751736	-0.37161922	-0.14401245	EBed01_SQ003_L20_s_at	pyruvate, phosphate dikinase (EC 2.7.9.1) precursor - rice dbj|BAA22419.1| orthophosphate dikinase [Oryza sativa (japonica cultivar-group)]	T02979	pyruvate phosphate dikinase family protein	At4g15530.1	protein pyruvate, phosphate dikinase	Os05g33570	pyruvate orthophosphate dikinase	gluconeogenese/ glyoxylate cycle.pyruvate dikinase	6_05

CUST_79071_PI403524517	2	0.22327232	0.06331301	-0.26703358	-0.06331253	-0.42609835	1.0424938	35_22681	"Cluster: Putative O-diphenol-O-methyl transferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative O-diphenol-O-methyl transferase - Oryza sativa (jap"	UniRef90_Q6K9X3	CHR3V7|COORD:19706670..19708333| O-diphenol-O-methyl transferase, putative	AT3G53140.1	CHR02V5|COORD:35364662..35367650|protein caffeic acid 3-O-methyltransferase, putative, expressed	LOC_Os02g57760.1	 no descriptionweakly similar to ( 139)AT3G53140| Symbols:  | O-diphenol-O-methyl transferase, putative | chr3:19706670-19708333 FORWARDvery weakly similar to (56.2)COMT1_CATROCaffeic acid 3-O-methyltransferase - Catharanthus roseus (Rosy periwinkle) (Madagascar periwinkle)not assigned not assigned PRK12323 PRK07764 	secondary metabolism.phenylpropanoids	16_2

CUST_57645_PI403524517	2	0.94085026	-1.0953202	-0.57512045	0.9572735	-0.064953804	0.064953804	35_16433	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10KE4	CHR5V7|COORD:25690130..25692671| dentin sialophosphoprotein-related	AT5G64170.1	CHR03V5|COORD:15446593..15452604|protein expressed protein	LOC_Os03g27019.5	no descriptionvery weakly similar to (52.8)AT5G64170| Symbols:  | dentin sialophosphoprotein-related | chr5:25690130-25693160 REVERSE	not assigned.no ontology	35_1

CUST_14630_PI403524517	2	-0.34949017	0.42417383	0.28109837	-0.18225145	0.18225145	-0.42389584	35_4210	"Cluster: Cold induced protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Cold induced protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q94JH8	"CHR5V7|COORD:22913073..22913728| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G26288.1); similar to Os02g0684400 [Oryza sativa (japonica"	AT5G56550.1	CHR05V5|COORD:26011420..26012715|protein expressed protein	LOC_Os05g44900.1	"no descriptionvery weakly similar to (52.8)AT5G56550| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G26288.1); similar to Os02g0684400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001047761.1); similar to Os02g0227100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001046350.1); similar to MTD1 [Medicago truncatula] (GB:ABE81740.1) | chr5:22913073-22913728 REVERSEnot assigned PRK12323"	not assigned.unknown	35_2

CUST_7145_PI404877155	2	-0.011514664	0.2656703	-0.20555782	0.011514664	-0.23212528	0.28018236	Contig20863_at	putative proton myo-inositol transporter [Oryza sativa (japonica cultivar-group)]	BAC79509.1	sugar transporter family protein	At1g30220.1	protein Sugar transporter	Os07g05640	"sugar transporter family protein, similar to SP:Q96QE2 Proton myo-inositol co-transporter (Hmit) (Homo sapiens); contains Pfam profile PF00083: major facilitator superfamily protein"	transporter.sugars	34_2

CUST_57887_PI403524517	2	0.14524364	0.15330029	-0.0743618	-0.0046195984	-0.10745716	0.0046195984	35_16502	"Cluster: Photosystem II stability/assembly factor HCF136, chloroplast precursor; n=3; Oryza sativa|Rep: Photosystem II stability/assembly factor HCF136,"	UniRef90_Q5Z5A8	CHR5V7|COORD:7778157..7780466| HCF136 (High chlorophyll fluorescence 136)	AT5G23120.1	CHR03V5|COORD:20523944..20527257|protein ATP binding protein, putative, expressed	LOC_Os03g37120.1	no descriptionhighly similar to ( 551)AT5G23120| Symbols: HCF136 | HCF136 (High chlorophyll fluorescence 136) | chr5:7778157-7780466 FORWARDhighly similar to ( 579)P2SAF_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG4447 PRK07764 PRK07003 PRK12323 Atrophin-1 PRK12678 IER PRK05648 DUF1421 Tymo_45kd_70kd Herpes_TAF50 GRASP55_65	protein assembly and cofactor ligation	29_8

CUST_176533_PI403524517	2	0.05850506	-0.0013160706	0.28734064	0.0013160706	-0.27447748	-0.1431799	35_49121	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_21196_PI403524517	2	0.23027802	0.98403645	0.158432	-0.37801027	-0.28285313	-0.158432	35_6149	"Cluster: Hypothetical protein P0011G08.3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0011G08.3 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q5ZCE3	"CHR5V7|COORD:47641..49377| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G01150.1); similar to Os04g0594500 [Oryza sativa (japonica cultivar-group)"	AT5G01130.1	CHR01V5|COORD:2922737..2925567|protein expressed protein	LOC_Os01g06140.1	"no descriptionvery weakly similar to (57.8)AT5G01130| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G01150.1); similar to Os04g0594500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001053728.1); similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:BAB44062.1); similar to OSIGBa0142I02-OSIGBa0101B20.29 [Oryza sativa (indica cultivar-group)] (GB:CAH67986.1); contains InterPro domain Protein of unknown function DUF674; (InterPro:IPR007750) | chr5:47641-49377 FORWARDDUF674"	not assigned.unknown	35_2

CUST_31960_PI403524517	2	0.09836769	0.41345596	0.0039777756	-0.029047966	-0.0039777756	-0.13312912	35_9218	"Cluster: F-box protein-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: F-box protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8RZ32	CHR1V7|COORD:25136717..25137976| F-box family protein	AT1G67190.1	CHR01V5|COORD:37524653..37517284|protein Leucine Rich Repeat family protein, expressed	LOC_Os01g64030.4	no descriptionmoderately similar to ( 439)AT1G67190| Symbols:  | F-box family protein | chr1:25136717-25137976 FORWARD	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_161694_PI403524517	2	-0.84638596	0.078160286	0.6967974	0.6330991	-0.5595436	-0.078160286	35_45104	"Cluster: Lectin receptor kinase 7, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Lectin receptor kinase 7, putative, expressed - Oryza s"	UniRef90_Q10EC2	"CHR2V7|COORD:15822012..15824039| RLK (RECEPTOR LECTIN KINASE); kinase"	AT2G37710.1	CHR07V5|COORD:1614544..1611157|protein lectin-like receptor kinase 7, putative, expressed	LOC_Os07g03870.1	"no descriptionweakly similar to ( 144)AT2G37710| Symbols: RLK | RLK (RECEPTOR LECTIN KINASE); kinase | chr2:15822012-15824039 REVERSEvery weakly similar to (66.6)PSKR_DAUCAPhytosulfokine receptor precursor - Daucus carota (Carrot)not assigned"	misc.myrosinases-lectin-jacalin	26_16

CUST_152714_PI403524517	2	0.0027341843	-0.8380575	-0.11318779	-0.0027341843	0.20041704	0.15432167	35_42687	"Cluster: HAT family dimerisation domain, putative; n=1; Oryza sativa (japonica cultivar-group)|Rep: HAT family dimerisation domain, putative - Oryza sativa (jap"	UniRef90_Q53M48	"CHR4V7|COORD:6104443..6106604| similar to hAT dimerisation domain-containing protein [Arabidopsis thaliana] (TAIR:AT3G29765.1); similar to unknown protein"	AT4G09660.1	CHR11V5|COORD:7992269..7998628|protein transposon protein, putative, unclassified	LOC_Os11g14280.1	" no descriptionvery weakly similar to (82.0)AT4G09660| Symbols:  | similar to hAT dimerisation domain-containing protein [Arabidopsis thaliana] (TAIR:AT3G29765.1); similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G29763.1); similar to hAT dimerisation domain-containing protein [Arabidopsis thaliana] (TAIR:AT1G19260.1); similar to Putative hAT family dimerisation domain containing protein, identical [Solanum demissum] (GB:AAT38794.1); contains InterPro domain Zinc finger, TTF-type; (InterPro:IPR006580) | chr4:6104443-6106604 FORWARD"	not assigned.unknown	35_2

CUST_133918_PI403524517	2	-0.50131655	-0.522069	0.09852743	0.014332294	-0.014332294	0.141222	35_37586	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_160906_PI403524517	2	-0.028469086	0.18834305	0.2697487	0.02847004	-0.17037487	-0.090927124	35_44897	"Cluster: Putative cadmium-induced protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative cadmium-induced protein - Oryza sativa (japonica cultivar-g"	UniRef90_Q8H5E1	CHR4V7|COORD:10446781..10448090| cadmium-responsive protein / cadmium induced protein (AS8)	AT4G19070.1	CHR07V5|COORD:2223216..2221229|protein cadmium-induced protein, putative, expressed	LOC_Os07g05040.1	no descriptionweakly similar to ( 126)AT4G19070| Symbols:  | cadmium-responsive protein / cadmium induced protein (AS8) | chr4:10446781-10448090 REVERSE	metal handling	15

CUST_2321_PI404877155	2	-0.14826965	-0.8005142	-0.005560875	0.12619877	0.0055618286	0.038749695	Contig1270_at	S-adenosylmethionine synthetase 1 (Methionine adenosyltransferase 1) (AdoMet synthetase 1) pir||T06180 methionine adenosyltransferase (EC 2.	P50299	S-adenosylmethionine synthetase, putative	At3g17390.1	protein S-adenosylmethionine synthetase	Os01g22010	S-adenosylmethionine synthetase	amino acid metabolism.synthesis.aspartate family.methionine	13_1_3_4

CUST_19202_PI404877155	2	0.07728577	-0.13173008	-0.03870392	0.03870201	-0.08668327	0.12780762	rbaal11e19_x_at	0	0	0	0	0	0	NONE	major CHO metabolism.synthesis.starch.transporter	2_1_2_05

CUST_148867_PI403524517	2	-0.041592598	-0.09195089	0.5648227	0.4824052	-0.06722641	0.041592598	35_41644	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_170046_PI403524517	2	-0.09034252	0.6458502	0.2821455	0.09034252	-0.110422134	-0.14253426	35_47363	Rep: NaPRP3 - Nicotiana alata (Winged tobacco) (Persian tobacco)	UniRef90_Q41192	CHR2V7|COORD:6925121..6927401| leucine-rich repeat family protein / extensin family protein	AT2G15880.1	0	0	no description	not assigned.unknown	35_2

CUST_28165_PI403524517	2	0.045239925	0.10446262	-0.16431284	0.22493982	-0.045239925	-0.1494646	35_8143	Rep: Alpha-glucosidase precursor - Hordeum vulgare (Barley)	UniRef90_Q43763	CHR5V7|COORD:3776841..3780026| alpha-glucosidase 1 (AGLU1)	AT5G11720.1	CHR06V5|COORD:28057084..28044149|protein alpha-glucosidase precursor, putative, expressed	LOC_Os06g46284.1	" no descriptionvery weakly similar to (52.4)AT1G68560| Symbols: ATXYL1, XYL1 | ATXYL1/XYL1 (ALPHA-XYLOSIDASE 1); alpha-N-arabinofuranosidase/ hydrolase, hydrolyzing O-glycosyl compounds / xylan 1,4-beta-xylosidase | chr1:25738098-25741560 REVERSEweakly similar to ( 117)AGLU_HORVUAlpha-glucosidase precursor - Hordeum vulgare (Barley)not assigned not assigned "	major CHO metabolism.degradation.starch.starch cleavage	2_2_2_1

CUST_84016_PI403524517	2	-0.19904709	-0.21286392	0.19904709	0.22103024	0.48473263	-0.2968588	35_24079	"Cluster: Copper chaperone (CCH)-related protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Copper chaperone (CCH)-related protein-like - Oryza sativ"	UniRef90_Q5JMG8	CHR1V7|COORD:21039380..21040684| copper chaperone (CCH)-related	AT1G56210.1	CHR01V5|COORD:41259582..41257321|protein heavy metal-associated domain containing protein, expressed	LOC_Os01g70710.1	no descriptionvery weakly similar to (51.2)AT5G19090| Symbols:  | heavy-metal-associated domain-containing protein | chr5:6387912-6389857 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF1421 PRK05648 Extensin_2 Atrophin-1 PRK07003 PRK07764 Herpes_TAF50 HMA PRK12678	transport.metal	34_12

CUST_156835_PI403524517	2	0.01284647	0.38218355	-0.012846947	0.47050095	-0.20683002	-0.06785917	35_43801	"Cluster: B1065G12.12 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: B1065G12.12 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7F1X2		0	0	0	no description	not assigned.unknown	35_2

CUST_9415_PI404877155	2	0.08916664	-0.5576668	-0.04147911	0.15976048	-0.05387497	0.041480064	Contig3165_at	Ras-related GTP-binding protein, putative [Arabidopsis thaliana] dbj|BAB10106.1| GTP-binding protein, ras-like [Arabidopsis thaliana]	NP_200894.1	Ras-related GTP-binding protein, putative	At5g60860.1	protein At5g60860	Os05g48980	Ras-related GTP-binding protein, putative, similar to GTP-binding protein GI:303742 from (Pisum sativum)	signalling.G-proteins	30_5

CUST_34225_PI403524517	2	0.033830643	0.1256628	0.057383537	-0.033831596	-0.04500866	-0.14419699	35_9867	"Cluster: IQ calmodulin-binding motif family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: IQ calmodulin-binding motif family protein, exp"	UniRef90_Q10CD0	0	0	CHR03V5|COORD:32643421..32639553|protein calmodulin binding protein, putative, expressed	LOC_Os03g57330.3	no description	not assigned.unknown	35_2

CUST_114_PI399407379	2	2.6988983E-4	0.47089577	0.1458149	-0.19014072	-0.26966667	-2.6893616E-4	HvRR12									

CUST_123867_PI403524517	2	0.13857937	0.19507504	-8.7451935E-4	8.740425E-4	-0.59937	-0.06520176	35_34925	Rep: Ethylene overproducer-like 1 - Solanum lycopersicum (Tomato) (Lycopersicon esculentum)	UniRef90_Q4F8Q5	"CHR4V7|COORD:1181202..1184328| EOL1 (ETO1-LIKE 1); binding"	AT4G02680.1	CHR11V5|COORD:21648902..21654281|protein ethylene-overproduction protein 1, putative, expressed	LOC_Os11g37520.1	"no descriptionweakly similar to ( 171)AT4G02680| Symbols: EOL1 | EOL1 (ETO1-LIKE 1); binding | chr4:1181202-1184328 REVERSE"	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_29822_PI403524517	2	0.28464174	0.58037186	-0.28464174	-0.4839306	-0.6886053	1.4508786	35_8610	Rep: AML15 - Triticum aestivum (Wheat)	UniRef90_Q6J734	CHR1|COORD:10290026..10294508| RNA recognition motif (RRM)-containing protein, similar to GI:6650523 from (Arabidopsis thaliana)	AT1G29400.2	CHR02V5|COORD:29853368..29861584|protein AML1, putative, expressed	LOC_Os02g48790.4	"no descriptionmoderately similar to ( 340)AT1G29400| Symbols: AML5 | AML5 (ARABIDOPSIS MEI2-LIKE PROTEIN 5); RNA binding | chr1:10290379-10293682 REVERSEvery weakly similar to (87.4)TE1_MAIZEProtein terminal ear1 - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned RRM RRM_1 COG0724"	cell.division	31_2

CUST_15238_PI404877155	2	0.016141891	0.23022461	0.011185646	-0.08883667	-0.06707382	-0.0111866	Contig9106_s_at	expressed protein [Arabidopsis thaliana] gb|AAM65543.1| unknown [Arabidopsis thaliana]	NP_568186.1	expressed protein	At5g07950.1	protein hypothetical protein	Os03g11450	putative protein ferredoxin (2Fe-2S),	PS.lightreaction.other electron carrier (ox/red).ferredoxin	1_01_05_02

CUST_103361_PI403524517	2	0.10091448	0.38688374	-0.112645626	-0.060585976	-0.4937334	0.0605855	35_29475	"Cluster: Hypothetical protein OJ1567_G09.117; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1567_G09.117 - Oryza sativa (japonica cult"	UniRef90_Q7XIU5	"CHR1V7|COORD:27890825..27894812| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G18620.1); similar to expressed protein [Oryza sativa (japonica"	AT1G74160.1	CHR07V5|COORD:514124..520251|protein expressed protein	LOC_Os07g01860.1	"no descriptionvery weakly similar to (57.0)AT1G74160| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G18620.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABF96645.1); similar to Os07g0109400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001058723.1); similar to Os07g0603300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001060212.1) | chr1:27890825-27894812 FORWARD"	not assigned.unknown	35_2

CUST_8019_PI403524517	2	0.03762722	0.4294796	-0.31040096	0.02034092	-0.21761799	-0.02034092	35_2234	"Cluster: Os03g0188500 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os03g0188500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DUF6	CHR1V7|COORD:11399903..11405702| actin binding	AT1G31810.1	CHR03V5|COORD:4614255..4614680|protein conserved hypothetical protein	LOC_Os03g08940.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Tymo_45kd_70kd Atrophin-1 Extensin_2 DUF1421 PRK07764 PRK12323 PRK05648 Drf_FH1 PRK07003 TT_ORF1	not assigned.unknown	35_2

CUST_67934_PI403524517	2	0.2264328	0.031910896	-0.044153214	-0.031910896	-0.11007309	0.12387276	35_19410	Rep: H0515C11.13 protein - Oryza sativa (Rice)	UniRef90_Q01MH8	CHR4V7|COORD:17970106..17971216| phosphoglycerate/bisphosphoglycerate mutase family protein	AT4G38370.1	CHR04V5|COORD:8265113..8260125|protein phosphoglycerate mutase family protein, expressed	LOC_Os04g14760.1	no descriptionvery weakly similar to (51.6)AT4G38370| Symbols:  | phosphoglycerate/bisphosphoglycerate mutase family protein | chr4:17970106-17971216 REVERSE	not assigned.no ontology	35_1

CUST_28422_PI403524517	2	0.2885537	-0.037465572	0.037465572	-0.23877811	0.7120657	-0.27291775	35_8214	"Cluster: Hypothetical protein OSJNBa0036C12.7; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0036C12.7 - Oryza sativa (japonica cu"	UniRef90_Q5W6Z0	CHR3V7|COORD:23144490..23146289| pentatricopeptide (PPR) repeat-containing protein	AT3G62540.1	CHR05V5|COORD:16764919..16767041|protein ATP binding protein, putative, expressed	LOC_Os05g28720.1	no descriptionvery weakly similar to (90.1)AT3G62540| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr3:23144490-23146289 REVERSEPRK12678	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_137283_PI403524517	2	-0.1571908	0.23631287	0.1571908	-0.52398777	3.1760812	-0.60405827	35_38498	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_65184_PI403524517	2	-0.29867935	0.27501917	0.44291925	0.56130314	-0.51685	-0.27501917	35_18612	"Cluster: Hypothetical protein OJ1595_D08.10; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1595_D08.10 - Oryza sativa (japonica cultiv"	UniRef90_Q6K4A7	CHR1V7|COORD:27191949..27192755| plastocyanin-like domain-containing protein	AT1G72230.1	CHR09V5|COORD:17842406..17843735|protein blue copper protein precursor, putative, expressed	LOC_Os09g29390.1	no descriptionweakly similar to ( 109)AT1G72230| Symbols:  | plastocyanin-like domain-containing protein | chr1:27191949-27192755 FORWARDweakly similar to ( 120)BCP_PEABlue copper protein precursor - Pisum sativum (Garden pea)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Cu_bind_like PRK12323 PRK07003 PRK07764 TT_ORF1 IER	misc.plastocyanin-like	26_19

CUST_13139_PI403524517	2	-0.010157585	-1.1088519	-0.4753623	0.13974476	0.010157585	0.14729595	35_3761	"Cluster: Putative UDP-glycosyltransferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative UDP-glycosyltransferase - Oryza sativa (japonica"	UniRef90_Q5VME5	CHR1V7|COORD:2225962..2227401| UDP-glucoronosyl/UDP-glucosyl transferase family protein	AT1G07250.1	CHR06V5|COORD:10588940..10587158|protein anthocyanidin 3-O-glucosyltransferase, putative, expressed	LOC_Os06g18670.1	no descriptionweakly similar to ( 172)AT3G16520| Symbols:  | UDP-glucoronosyl/UDP-glucosyl transferase family protein | chr3:5618853-5620839 REVERSEweakly similar to ( 121)UFO2_MAIZEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned UDPGT PRK07003 PRK12323 Tymo_45kd_70kd Herpes_BLLF1 APC_basic Extensin_2 HPC2 Atrophin-1 Drf_FH1 PRK07764 COG1819 DUF566 GRASP55_65 AF-4 PRK12678 KAR9 DUF1421 Pneumo_att_G	misc.UDP glucosyl and glucoronyl transferases	26_2

CUST_4446_PI403524517	2	0.117061615	-7.1811676E-4	-5.79834E-4	0.0	0.24381256	0.0	35_1228	"Cluster: B1358B12.22 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: B1358B12.22 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6MWE6	CHR3V7|COORD:17761863..17763282| protein binding / zinc ion binding	AT3G48070.2	CHR02V5|COORD:22361464..22359386|protein expressed protein	LOC_Os02g37030.1	no descriptionweakly similar to ( 156)AT3G48070| Symbols:  | protein binding / zinc ion binding | chr3:17761863-17763282 FORWARDnot assigned MOT2	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_179401_PI403524517	2	0.21206284	-0.7596016	-0.35365677	0.18844604	-0.12677574	0.12677574	35_49897	"Cluster: Adenine phosphoribosyltransferase; n=1; Triticum aestivum|Rep: Adenine phosphoribosyltransferase - Triticum aestivum (Wheat)"	UniRef90_Q67G15	"CHR1V7|COORD:30116601..30118154| APT2 (ADENINE PHOSPHORIBOSYL TRANSFERASE 2); adenine phosphoribosyltransferase"	AT1G80050.1	CHR02V5|COORD:24217436..24222897|protein adenine phosphoribosyltransferase 2, putative, expressed	LOC_Os02g40010.2	no descriptionnot assigned	not assigned.unknown	35_2

CUST_15266_PI403524517	2	0.27679062	-0.18970394	-0.20316029	0.15143871	-0.080970764	0.08097172	35_4400	"Cluster: Os03g0188500 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os03g0188500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DUF6	CHR1V7|COORD:11399903..11405702| actin binding	AT1G31810.1	CHR03V5|COORD:4614255..4614680|protein conserved hypothetical protein	LOC_Os03g08940.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Extensin_2 Tymo_45kd_70kd PRK12323 Atrophin-1 PRK07003 TT_ORF1 PRK07764 Drf_FH1 PRK05648 PRK12678 DUF1421 Herpes_glycop_D	not assigned.unknown	35_2

CUST_20125_PI403524517	2	0.056048393	0.4001751	-0.07274628	-0.26125717	-0.01722622	0.017227173	35_5831	Rep: OSIGBa0116M22.10 protein - Oryza sativa (Rice)	UniRef90_Q01JY9	"CHR1V7|COORD:25131390..25132808| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G14750.1); similar to transglutaminase [Zea mays] (GB:CAD13455.1);"	AT1G67170.1	CHR04V5|COORD:23744231..23740972|protein transglutaminase, putative, expressed	LOC_Os04g40300.1	"no descriptionweakly similar to ( 125)AT1G67170| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G14750.1); similar to transglutaminase [Zea mays] (GB:CAD13455.1); similar to Os04g0479100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001053092.1); similar to transglutaminase [Zea mays] (GB:CAD32336.1) | chr1:25131390-25132808 FORWARD"	not assigned.unknown	35_2

CUST_55723_PI403524517	2	0.06367874	-0.36419487	0.04970646	-0.021712303	-0.008275032	0.008274078	35_15860	"Cluster: Os05g0400400 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0400400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DIC9	CHR3V7|COORD:19554124..19555145| ubiquinol-cytochrome C reductase UQCRX/QCR9-like family protein	AT3G52730.1	CHR05V5|COORD:19395246..19391899|protein ubiquinol-cytochrome c reductase complex 8.0 kDa protein, putative, expressed	LOC_Os05g33210.2	no descriptionweakly similar to ( 102)AT3G52730| Symbols:  | ubiquinol-cytochrome C reductase UQCRX/QCR9-like family protein | chr3:19554124-19555145 REVERSEvery weakly similar to (95.9)UCR10_SOLTUnot assigned UCR_UQCRX_QCR9	mitochondrial electron transport / ATP synthesis.cytochrome c reductase	9_5

CUST_20410_PI403524517	2	0.11326504	-0.15890312	0.025894165	-0.07036114	-0.023294449	0.023295403	35_5919	"Cluster: La domain containing protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: La domain containing protein, expressed - Oryza sativa (japon"	UniRef90_Q10AA9	CHR5V7|COORD:26444865..26446998| La domain-containing protein	AT5G66100.1	CHR03V5|COORD:36210423..36204457|protein la domain containing protein, expressed	LOC_Os03g64190.2	no descriptionLA	not assigned.unknown	35_2

CUST_3682_PI403524517	2	-0.05992222	0.5332737	0.23101997	-0.094080925	-0.25866508	0.05992222	35_1003	"Cluster: Hypothetical protein P0516G10.33; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0516G10.33 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6Z7R6	"CHR1V7|COORD:8507046..8508428| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G70220.1); similar to hypothetical protein Afu6g08070 [Asper"	AT1G24050.1	CHR02V5|COORD:31053412..31048999|protein expressed protein	LOC_Os02g50830.1	"no descriptionvery weakly similar to (52.4)AT1G24050| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G70220.1); similar to hypothetical protein Afu6g08070 [Asper (GB:XP_750698.1); similar to Os02g0741900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001048085.1); contains domain FAMILY NOT NAMED (PTHR13542); contains domain SUBFAMILY NOT NAMED (PTHR13542:SF2) | chr1:8507046-8508428 FORWARD"	not assigned.unknown	35_2

CUST_13474_PI403524517	2	0.12017822	-0.36906624	-0.015909195	-0.12901878	0.034297943	0.015909195	35_3863	"Cluster: Putative WD-40 repeat protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative WD-40 repeat protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q9AWQ3	CHR1V7|COORD:27728720..27733383| transducin family protein / WD-40 repeat family protein	AT1G73720.1	CHR01V5|COORD:12291916..12285651|protein WD-40 repeat protein, putative, expressed	LOC_Os01g21940.1	no descriptionhighly similar to ( 878)AT1G73720| Symbols:  | transducin family protein / WD-40 repeat family protein | chr1:27728720-27733383 FORWARDvery weakly similar to (83.6)GBLP_MEDSAGuanine nucleotide-binding protein subunit beta-like protein - Medicago sativa (Alfalfa)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned WD40 COG2319 WD40	development.unspecified	33_99

CUST_61375_PI403524517	2	-1.1030121	-0.58706284	0.4693203	0.3824854	0.5795851	-0.3824854	35_17515	"Cluster: OSIGBa0138H21-OSIGBa0138E01.1 protein; n=2; Oryza sativa|Rep: OSIGBa0138H21-OSIGBa0138E01.1 protein - Oryza sativa (Rice)"	UniRef90_Q01HX2	CHR2V7|COORD:9364268..9364954| SEP2 (STRESS ENHANCED PROTEIN 2)	AT2G21970.1	CHR04V5|COORD:32261944..32263284|protein SEP2, putative, expressed	LOC_Os04g54630.1	no descriptionweakly similar to ( 138)AT2G21970| Symbols: SEP2 | SEP2 (STRESS ENHANCED PROTEIN 2) | chr2:9364268-9364954 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK12678 PRK07003 Atrophin-1 PRK07764 TT_ORF1	stress	20

CUST_171158_PI403524517	2	0.13874626	-0.00607872	0.17260551	-0.13906193	0.00607872	-0.04892063	35_47674	"Cluster: Ribulose-phosphate 3-epimerase, cytoplasmic isoform; n=1; Oryza sativa|Rep: Ribulose-phosphate 3-epimerase, cytoplasmic isoform - Oryza sativa (Rice)"	UniRef90_Q9SE42	CHR3V7|COORD:300435..301994| ribulose-phosphate 3-epimerase, cytosolic, putative / pentose-5-phosphate 3-epimerase, putative	AT3G01850.1	CHR09V5|COORD:19565734..19568514|protein ribulose-phosphate 3-epimerase, putative, expressed	LOC_Os09g32810.3	 no descriptionweakly similar to ( 160)AT3G01850| Symbols:  | ribulose-phosphate 3-epimerase, cytosolic, putative / pentose-5-phosphate 3-epimerase, putative | chr3:300435-301994 REVERSEweakly similar to ( 177)RPE1_ORYSAnot assigned RPE Rpe PRK05581 Ribul_P_3_epim PRK08745 PRK08883 PRK09722 PRK08005 	OPP.non-reductive PP.ribulose-phosphate 3-epimerase	7_2_3

CUST_20233_PI403524517	2	0.13717842	0.40392494	-0.05124283	-0.04818058	-0.07938862	0.048181534	35_5865	"Cluster: Putative senescence-associated protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative senescence-associated protein - Oryza sativa (japonic"	UniRef90_Q942P9	CHR2V7|COORD:12886879..12888551| catalytic	AT2G30170.1	CHR01V5|COORD:3332877..3329754|protein protein phosphatase 2C homolog 7, putative, expressed	LOC_Os01g07090.1	no descriptionmoderately similar to ( 251)AT2G30170| Symbols:  | catalytic | chr2:12886879-12888123 REVERSEnot assigned PTC1 PP2Cc PP2Cc	not assigned.unknown	35_2

CUST_14463_PI403524517	2	0.1722784	-0.47314644	-0.0166893	0.028683662	-0.051013947	0.016688347	35_4156	"Cluster: Os07g0578600 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os07g0578600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D564	"CHR5V7|COORD:4136915..4138714| 5-FCL; 5-formyltetrahydrofolate cyclo-ligase"	AT5G13050.1	CHR07V5|COORD:23417324..23420756|protein 5-formyltetrahydrofolate cyclo-ligase, putative, expressed	LOC_Os07g39070.1	"no descriptionmoderately similar to ( 260)AT5G13050| Symbols: 5-FCL | 5-FCL; 5-formyltetrahydrofolate cyclo-ligase | chr5:4137265-4138714 REVERSEnot assigned 5-FTHF_cyc-lig COG0212 PRK10333"	C1-metabolism	25

CUST_67373_PI403524517	2	0.07394886	-0.020881653	0.051070213	-0.017367363	-0.123698235	0.017367363	35_19237	"Cluster: Putative leukotriene A-4 hydrolase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative leukotriene A-4 hydrolase - Oryza sativa (japonica cultiv"	UniRef90_Q84TA3	CHR5V7|COORD:4342120..4344574| peptidase M1 family protein	AT5G13520.1	CHR03V5|COORD:34317091..34321295|protein leukotriene A-4 hydrolase, putative, expressed	LOC_Os03g60460.1	no descriptionhighly similar to ( 547)AT5G13520| Symbols:  | peptidase M1 family protein | chr5:4342120-4344574 REVERSEnot assigned not assigned Leuk-A4-hydro_C PepN Peptidase_M1	protein.degradation	29_5

CUST_180388_PI403524517	2	0.17769241	0.09013176	-0.047312737	-0.25249958	-0.70392704	0.047311783	35_50168	Rep: SMC5 protein - Oryza sativa (Rice)	UniRef90_Q8GU53	CHR5V7|COORD:5196213..5199562| structural maintenance of chromosomes (SMC) family protein (MSS2)	AT5G15920.1	CHR05V5|COORD:29657548..29644885|protein ATP binding protein, putative, expressed	LOC_Os05g51790.2	no descriptionmoderately similar to ( 220)AT5G15920| Symbols:  | structural maintenance of chromosomes (SMC) family protein (MSS2) | chr5:5196213-5199562 FORWARDnot assigned not assigned Smc ABC_SMC5_euk SMC_N	cell.division	31_2

CUST_15677_PI403524517	2	0.17051983	0.0048093796	-0.015634537	-0.02631092	-0.0048093796	0.12729645	35_4526	"Cluster: Os01g0109700 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os01g0109700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JRB9	CHR1V7|COORD:26387452..26393231| paired amphipathic helix repeat-containing protein	AT1G70060.1	CHR05V5|COORD:25054..16630|protein paired amphipathic helix repeat family protein, expressed	LOC_Os05g01020.3	no descriptionvery weakly similar to (72.0)AT1G70060| Symbols:  | paired amphipathic helix repeat-containing protein | chr1:26387452-26393231 FORWARD	not assigned.no ontology.paired amphipathic helix repeat-containing protein	35_1_24

CUST_64381_PI403524517	2	0.084524155	-0.31255722	0.020036697	0.03806305	-0.20118237	-0.020035744	35_18379	"Cluster: Monothiol glutaredoxin-S10 precursor; n=1; Oryza sativa|Rep: Monothiol glutaredoxin-S10 precursor - Oryza sativa (Rice)"	UniRef90_Q0J3L4	CHR4V7|COORD:14199180..14200718| glutaredoxin family protein	AT4G28730.1	CHR08V5|COORD:28210454..28212700|protein OsGrx_S12 - glutaredoxin subgroup I, expressed	LOC_Os08g45140.1	no descriptionweakly similar to ( 154)AT4G28730| Symbols:  | glutaredoxin family protein | chr4:14199180-14200718 FORWARDvery weakly similar to (97.4)GLRX_ORYSAnot assigned GRX_GRXh_1_2_like GRX_family GrxC GRX_GRXb_1_3_like Glutaredoxin COG0278 PRK10638	redox.glutaredoxins	21_4

CUST_1147_PI404877155	2	-0.30417442	-0.08375263	0.08375168	0.38490772	-0.28222942	0.2005558	Contig112_at	putative C2 domain-containing protein [Oryza sativa (japonica cultivar-group)]	BAD09616.1	C2 domain-containing protein	At5g23950.1	protein C2 domain, putative	Os09g39770	NONE	stress.abiotic.cold	20_2_2

CUST_3917_PI403524517	2	0.017989159	0.30434036	-0.017988205	-0.09352589	-0.20235825	0.12553024	35_1085	"Cluster: Voltage dependent anion channel; n=1; Triticum aestivum|Rep: Voltage dependent anion channel - Triticum aestivum (Wheat)"	UniRef90_Q41590	CHR5V7|COORD:4889644..4891392| porin, putative / voltage-dependent anion-selective channel protein, putative	AT5G15090.1	CHR05V5|COORD:26544902..26548398|protein outer mitochondrial membrane protein porin, putative, expressed	LOC_Os05g45950.1	 no descriptionmoderately similar to ( 257)AT5G15090| Symbols:  | porin, putative / voltage-dependent anion-selective channel protein, putative | chr5:4889644-4891392 REVERSEmoderately similar to ( 280)VDAC1_SOLTU34 kDa outer mitochondrial membrane protein porin - Solanum tuberosum (Potato)not assigned Porin_3 	transporter.sugars	34_2

CUST_50501_PI403524517	2	0.040452957	-0.13052368	0.030052185	-0.011211395	-0.08991814	0.011211395	35_14418	"Cluster: 40S ribosomal protein S6-1; n=12; Magnoliophyta|Rep: 40S ribosomal protein S6-1 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_O48549	"CHR4V7|COORD:15346312..15347720| RPS6 (RIBOSOMAL PROTEIN S6); structural constituent of ribosome"	AT4G31700.1	CHR07V5|COORD:25721185..25723890|protein 40S ribosomal protein S6, putative, expressed	LOC_Os07g42950.1	no descriptionmoderately similar to ( 364)AT4G31700| Symbols: RPS6 | RPS6 (RIBOSOMAL PROTEIN S6) | chr4:15346312-15347081 REVERSEmoderately similar to ( 364)RS6_ASPOF40S ribosomal protein S6 - Asparagus officinalis (Garden asparagus)not assigned Ribosomal_S6e RPS6A PRK04290	protein.synthesis.misc ribososomal protein	29_2_2

CUST_32471_PI399408534	2	0.15217686	0.18346977	0.07861233	-0.3364401	-0.5234909	-0.07861233	35_4970	"Cluster: Os03g0639200 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os03g0639200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DQ40	CHR3V7|COORD:1540568..1546145| DNA binding / transcription factor	AT3G05380.2	CHR03V5|COORD:24471620..24488798|protein always early protein 3, putative, expressed	LOC_Os03g43800.2	no descriptionmoderately similar to ( 228)AT3G05380| Symbols:  | DNA binding / transcription factor | chr3:1540568-1546145 FORWARDnot assigned	RNA.regulation of transcription.MYB domain transcription factor family	27_3_25

CUST_5228_PI403524517	2	0.09872818	0.44775867	0.0768404	-0.07803154	-0.103796005	-0.0768404	35_1442	"Cluster: Putative NADPH-dependent retinol dehydrogenase/reductase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative NADPH-dependent retinol dehydrogena"	UniRef90_Q6K447	CHR4V7|COORD:2816459..2818071| short-chain dehydrogenase/reductase (SDR) family protein	AT4G05530.1	CHR09V5|COORD:2516277..2511441|protein dehydrogenase/reductase SDR family member 2, putative, expressed	LOC_Os09g04730.1	no descriptionweakly similar to ( 106)AT4G05530| Symbols:  | short-chain dehydrogenase/reductase (SDR) family protein | chr4:2816459-2818071 FORWARDnot assigned not assigned not assigned PRK12429 PRK08213 fabG fabG fabG PRK12829 PRK12826 PRK06346 PRK05876 PRK07097 PRK06194 PRK07814 PRK07326 fabG FabG PRK07063 PRK07478 PRK07576 PRK08936 PRK06181 PRK07831 fabG PRK07201 PRK07774 PRK12939 PRK07109 PRK08324 PRK07035 PRK06198 benD fabG PRK07062 PRK07479 PRK06138 PRK06124 PRK06057 PRK07890 PRK05866 adh_short fabG PRK12827 PRK06841 PRK06172 PRK06113 fabG PRK12937 PRK12828 PRK06139 fabG fabG PRK08265 PRK08277 PRK08278 PRK07523	misc.nitrilases, *nitrile lyases, berberine bridge enzymes, reticuline oxidases, troponine reductases	26_8

CUST_16400_PI404877155	2	0.05798149	0.22429848	-0.067438126	-0.008758545	0.008758545	-0.009399414	HA10P21u_x_at	Vacuolar ATP synthase 16 kDa proteolipid subunit gb|AAA68175.1| H+-ATPase	Q40635	vacuolar ATP synthase 16 kDa proteolipid subunit 2 / V-ATPase 16 kDa proteolipid subunit 2 (AVAP2) (AVA-P2)	At1g19910.1	protein V-type ATPase, C subunit, putative	Os11g06890	gi|12861252|dbj|BAB32150.1| unnamed protein product	transport.p- and v-ATPases	34_1

CUST_74567_PI403524517	2	-0.20180035	-0.016498566	-0.15084934	0.2867813	0.016498566	0.1192112	35_21383	Rep: Minus agglutinin - Chlamydomonas reinhardtii	UniRef90_Q6SSE8	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	CHR06V5|COORD:1676407..1673046|protein arginine decarboxylase, putative, expressed	LOC_Os06g04070.1	no descriptionnot assigned not assigned	not assigned.unknown	35_2

CUST_6548_PI403524517	2	0.019293785	-0.121118546	0.024360657	-0.021986008	0.07664585	-0.019292831	35_1816	"Cluster: Putative alpha-soluble NSF attachment protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative alpha-soluble NSF attachment protein - Oryza s"	UniRef90_Q6YS11	"CHR3|COORD:20856653..20859513| similar to alpha-soluble NSF attachment protein 1 / alpha-SNAP1 (ASNAP1) [Arabidopsis thaliana] (TAIR:At3g56450.1); similar to"	AT3G56190.2	CHR08V5|COORD:11096382..11101934|protein alpha-soluble NSF attachment protein, putative, expressed	LOC_Os08g18110.1	" no descriptionvery weakly similar to (59.7)AT3G56190| Symbols: ASNAP, ALPHA-SNAP2 | ALPHA-SNAP2 (ALPHA-SOLUBLE NSF ATTACHMENT PROTEIN); soluble NSF attachment protein | chr3:20857098-20859192 REVERSEvery weakly similar to (60.5)SNAA_VITVIAlpha-soluble NSF attachment protein - Vitis vinifera (Grape)not assigned "	protein.targeting.secretory pathway.unspecified	29_3_4_99

CUST_62834_PI403524517	2	-6.580353E-4	0.41761875	-0.03743744	-0.1579771	0.012904167	6.580353E-4	35_17917	"Cluster: Mahogunin, ring finger 1-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Mahogunin, ring finger 1-like protein - Oryza sativa (japonica"	UniRef90_Q94E82	CHR3V7|COORD:2996407..2997840| zinc finger (C3HC4-type RING finger) family protein	AT3G09770.1	CHR01V5|COORD:15780486..15784679|protein protein binding protein, putative, expressed	LOC_Os01g27720.1	no descriptionmoderately similar to ( 256)AT3G09770| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr3:2996634-2997840 REVERSEnot assigned not assigned not assigned not assigned RING	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_47252_PI403524517	2	0.14288187	0.37678194	0.07336855	-0.07336855	-0.11202097	-0.12821674	35_13527	"Cluster: Hypothetical protein OJ1171_H02.5; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1171_H02.5 - Oryza sativa (japonica cultivar"	UniRef90_Q6AVD8	CHR3V7|COORD:4857947..4861111| disease resistance protein (NBS-LRR class), putative	AT3G14470.1	CHR05V5|COORD:9134281..9130647|protein blight resistance protein T118, putative	LOC_Os05g16200.1	 no descriptionvery weakly similar to (63.5)AT3G14470| Symbols:  | disease resistance protein (NBS-LRR class), putative | chr3:4857947-4861111 FORWARD	stress.biotic	20_1

CUST_62617_PI403524517	2	-0.18409252	0.35853767	0.07157993	-0.07157898	0.6481323	-0.14188576	35_17854	"Cluster: Pleckstriny domain-containing protein, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Pleckstriny domain-containing"	UniRef90_Q10FJ2	CHR2|COORD:13149014..13152921| pleckstrin homology (PH) domain-containing protein, contains Pfam profile PF00169: PH domain	AT2G30880.2	CHR03V5|COORD:26165861..26160708|protein PH domain containing protein, expressed	LOC_Os03g46340.2	no descriptionvery weakly similar to (91.7)AT2G30880| Symbols:  | pleckstrin homology (PH) domain-containing protein | chr2:13150452-13152795 REVERSE	not assigned.no ontology	35_1

CUST_157022_PI403524517	2	-0.3090067	0.48857594	-0.040338516	0.025496483	1.0859432	-0.025497437	35_43852	"Cluster: Putative ankyrin protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ankyrin protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q75M28	CHR3V7|COORD:1278235..1280948| ankyrin repeat family protein	AT3G04710.1	CHR05V5|COORD:179673..175760|protein ankyrin-1, putative, expressed	LOC_Os05g01310.3	no descriptionvery weakly similar to (59.7)AT3G04710| Symbols:  | binding | chr3:1278235-1280948 FORWARD	cell.organisation	31_1

CUST_33549_PI399408534	2	-0.028218746	-0.07610512	-0.15415001	0.028218746	0.051000595	0.40139723	35_24238	"Cluster: Hypothetical protein P0605G01.9; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0605G01.9 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q688N0	CHR1V7|COORD:20451037..20454428| protein kinase family protein	AT1G54820.1	CHR05V5|COORD:19315763..19320398|protein serine/threonine-protein kinase NAK, putative, expressed	LOC_Os05g33080.1	no descriptionvery weakly similar to (67.8)AT1G54820| Symbols:  | protein kinase family protein | chr1:20451037-20454428 FORWARD	signalling.receptor kinases.extensin	30_2_18

CUST_101925_PI403524517	2	0.22671843	-0.2688136	-0.22671843	1.5692873	-0.71441174	1.2124524	35_29080	"Cluster: Os05g0151400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0151400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DKN6	CHR2V7|COORD:18571231..18574707| structural constituent of nuclear pore	AT2G45000.1	CHR05V5|COORD:2956069..2951704|protein TOC159, putative, expressed	LOC_Os05g05950.1	no descriptionnot assigned not assigned not assigned not assigned not assigned Atrophin-1 Tymo_45kd_70kd	not assigned.unknown	35_2

CUST_4030_PI403524517	2	-0.27009106	0.15288353	-0.03542137	0.0738554	-0.096302986	0.03542137	35_1115	"Cluster: Similar to late embryogenesis abundant proteins; n=2; Arabidopsis thaliana|Rep: Similar to late embryogenesis abundant proteins - Arabidopsis thaliana"	UniRef90_O80576	CHR2|COORD:18233395..18235226| late embryogenesis abundant family protein / LEA family protein, similar to ethylene-responsive late embryogenesis-like protein	AT2G44060.2	CHR03V5|COORD:35382610..35379908|protein salt tolerance protein, putative, expressed	LOC_Os03g62620.4	no descriptionvery weakly similar to (86.7)AT2G44060| Symbols:  | late embryogenesis abundant family protein / LEA family protein | chr2:18233998-18235064 FORWARDLEA_2	development.late embryogenesis abundant	33_2

CUST_101029_PI403524517	2	-0.39365768	0.2021079	-0.020785332	0.4348545	-0.21737671	0.020785332	35_28836	"Cluster: Vacuolar ATP synthase subunit B isoform 2; n=3; Magnoliophyta|Rep: Vacuolar ATP synthase subunit B isoform 2 - Hordeum vulgare (Barley)"	UniRef90_Q40079	"CHR4V7|COORD:18011149..18014783| (VACUOLAR ATP SYNTHASE SUBUNIT B2); hydrogen ion transporting ATP synthase, rotational mechanism"	AT4G38510.3	CHR06V5|COORD:21967779..21962111|protein vacuolar ATP synthase subunit B isoform 1, putative, expressed	LOC_Os06g37180.1	" no descriptionweakly similar to ( 200)AT4G38510| Symbols:  | (VACUOLAR ATP SYNTHASE SUBUNIT B2); hydrogen ion transporting ATP synthase, rotational mechanism | chr4:18011149-18014783 REVERSEmoderately similar to ( 214)VATB1_HORVUVacuolar ATP synthase subunit B 1 - Hordeum vulgare (Barley)not assigned PRK04196 NtpB PRK04192 PRK02118 NtpA ATP-synt_ab_N "	transport.p- and v-ATPases.H+-transporting two-sector ATPase	34_1_1

CUST_16670_PI404877155	2	0.105234146	-0.2190814	-0.15791464	0.30959797	-0.06327057	0.06327057	HD12A16r_at	OSJNBb0016D16.5 [Oryza sativa (japonica cultivar-group)]	CAE04314.3	purine permease family protein	At1g44750.2	protein expressed protein	Os02g46380	"purine permease family protein, similar to purine permease (Arabidopsis thaliana) GI:7620007; contains Pfam profile PF03151: Domain of unknown function, DUF250 or  purine permease family protein, similar to purine permease (Arabidopsis thaliana) GI:762000"	transport.nucleotides	34_10

CUST_112715_PI403524517	2	0.4178295	-0.36450386	0.094926834	-0.12990952	0.44400406	-0.09492779	35_31994	"Cluster: Putative heat shock transcription factor HSF5; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative heat shock transcription factor HSF5 - Oryza s"	UniRef90_Q67U94	"CHR1V7|COORD:17227344..17228623| AT-HSFB4 (Arabidopsis thaliana heat shock transcription factor B4); DNA binding / transcription factor"	AT1G46264.1	CHR09V5|COORD:17110076..17108288|protein AT-HSFB4, putative, expressed	LOC_Os09g28200.1	" no descriptionweakly similar to ( 119)AT1G46264| Symbols: HSFB4, AT-HSFB4 | AT-HSFB4 (Arabidopsis thaliana heat shock transcription factor B4); DNA binding / transcription factor | chr1:17227344-17228623 FORWARDnot assigned not assigned HSF_DNA-bind HSF HSF1 PRK07003 "	stress.abiotic.heat	20_2_1

CUST_4046_PI403524517	2	-1.1962194	0.4966669	0.16037941	0.32210922	-0.2248745	-0.16037941	35_1119	"Cluster: Hydrophobic protein LTI6B; n=4; BEP clade|Rep: Hydrophobic protein LTI6B - Oryza sativa (Rice)"	UniRef90_Q6AT93	CHR3V7|COORD:1756201..1756500| RCI2A (RARE-COLD-INDUCIBLE 2A)	AT3G05880.1	CHR05V5|COORD:2198479..2197918|protein hydrophobic protein LTI6B, putative, expressed	LOC_Os05g04700.1	no descriptionvery weakly similar to (62.0)LTI6B_ORYSAnot assigned UPF0057 COG0401	not assigned.unknown	35_2

CUST_4512_PI404877155	2	-0.27800083	0.38571072	-0.11105347	0.16892529	-0.18187523	0.11105347	Contig15489_at	MAP kinase kinase [Zea mays]	AAK73104.1	mitogen-activated protein kinase kinase (MAPKK), putative (MKK4)	At1g51660.1	protein Protein kinase domain, putative	Os02g54600	"MKK4;MAP KINASE KINASE 4;MITOGEN-ACTIVATED PROTEIN KINASE KINASE 4;mitogen-activated protein kinase kinase (MAPKK), putative (MKK4), identical to MAP kinase kinase 4 (Arabidopsis thaliana) gi:3219271:dbj:BAA28830 gi_13265419"	signalling.MAP kinases	30_6

CUST_2377_PI404877155	2	-0.039211273	0.18911743	0.03921032	-0.123291016	-0.11272144	0.09762001	Contig12768_at	expressed protein [Arabidopsis thaliana] gb|AAK96865.1| Unknown protein [Arabidopsis thaliana]	NP_569045.1	expressed protein	At5g67130.1	protein hypothetical protein	Os09g02740	gi|21593427|gb|AAM65394.1| unknown	signalling.MAP kinases	30_6

CUST_77541_PI403524517	2	0.05970192	0.017383575	-0.078611374	-0.1601305	-0.01738453	0.060575485	35_22221	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10SE4	CHR2V7|COORD:18957992..18960152| diacylglycerol kinase family protein	AT2G46090.1	CHR03V5|COORD:1427408..1430368|protein D-erythro-sphingosine kinase/ diacylglycerol kinase, putative, expressed	LOC_Os03g03400.1	no descriptionweakly similar to ( 134)AT2G46090| Symbols:  | diacylglycerol kinase family protein | chr2:18957992-18960152 FORWARDnot assigned LCB5	lipid metabolism.Phospholipid synthesis	11_3

CUST_165002_PI403524517	2	0.13639736	-0.1935339	-0.03912306	0.039123535	0.75036	-0.308043	35_45986	0	0		0	CHR02V5|COORD:35086471..35088446|protein CBS domain containing protein, expressed	LOC_Os02g57280.1	no description	not assigned.unknown	35_2

CUST_68764_PI403524517	2	0.11672497	0.22497845	-0.23180676	-0.07271767	-0.039463043	0.039463043	35_19671	"Cluster: Putative D-threonine dehydrogenase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative D-threonine dehydrogenase - Oryza sativa (japonica cultiv"	UniRef90_Q8LQ70	CHR4V7|COORD:14350867..14351871| 6-phosphogluconate dehydrogenase NAD-binding domain-containing protein	AT4G29120.1	CHR01V5|COORD:31326302..31324833|protein expressed protein	LOC_Os01g53910.1	no descriptionmoderately similar to ( 218)AT4G29120| Symbols:  | 6-phosphogluconate dehydrogenase NAD-binding domain-containing protein | chr4:14350867-14351871 FORWARDnot assigned MmsB garR PRK12323	OPP.oxidative PP.6-phosphogluconate dehydrogenase	7_1_3

CUST_70576_PI403524517	2	0.18112278	-0.19739723	0.06252384	-0.026395798	-0.0522089	0.026395798	35_20215	"Cluster: Probable NADPH:quinone oxidoreductase 1; n=2; Oryza sativa|Rep: Probable NADPH:quinone oxidoreductase 1 - Oryza sativa (Rice)"	UniRef90_Q941Z0	"CHR3V7|COORD:10352044..10353175| NQR (NADPH:QUINONE OXIDOREDUCTASE); FMN reductase"	AT3G27890.1	CHR01V5|COORD:42336634..42330780|protein NADPH quinone oxidoreductase 1, putative, expressed	LOC_Os01g72430.1	"no descriptionmoderately similar to ( 256)AT3G27890| Symbols: NQR | NQR (NADPH:QUINONE OXIDOREDUCTASE); FMN reductase | chr3:10352044-10353175 REVERSEmoderately similar to ( 344)NQR1_ORYSAnot assigned COG0431 FMN_red WrbA"	not assigned.no ontology	35_1

CUST_59699_PI403524517	2	-0.25159454	0.24199772	0.037719727	-0.017048836	0.017048836	-0.02040863	35_17020	"Cluster: Putative z-protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative z-protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ZEY6	CHR3V7|COORD:23398913..23399857| glutamate binding	AT3G63310.1	CHR07V5|COORD:4090387..4087520|protein transmembrane BAX inhibitor motif-containing protein 4, putative, expressed	LOC_Os07g08070.1	no descriptionmoderately similar to ( 296)AT1G03070| Symbols:  | glutamate binding | chr1:730148-731379 FORWARDnot assigned not assigned not assigned COG0670 UPF0005 PRK10447	not assigned.no ontology	35_1

CUST_154021_PI403524517	2	0.4349718	0.34087658	-0.09119558	0.09119558	-0.25691175	-0.3465042	35_43041	Rep: Plasma membrane H+-ATPase - Oryza sativa (Rice)	UniRef90_Q8RW27	"CHR3V7|COORD:22309738..22314484| AHA7 (ARABIDOPSIS H(+)-ATPASE 7); hydrogen-exporting ATPase, phosphorylative mechanism"	AT3G60330.1	CHR03V5|COORD:67389..77750|protein plasma membrane ATPase 1, putative, expressed	LOC_Os03g01120.1	" no descriptionvery weakly similar to (98.6)AT3G60330| Symbols: AHA7 | AHA7 (ARABIDOPSIS H(+)-ATPASE 7); hydrogen-exporting ATPase, phosphorylative mechanism | chr3:22309738-22314484 FORWARDvery weakly similar to (89.4)PMA3_NICPLPlasma membrane ATPase 3 - Nicotiana plumbaginifolia (Leadwort-leaved tobacco)not assigned not assigned "	transport.p- and v-ATPases	34_1

CUST_117509_PI403524517	2	0.04650879	-0.51516247	-0.09402275	-0.019363403	0.05441761	0.01936245	35_33295	"Cluster: 50S ribosomal protein L5, chloroplast precursor; n=2; Oryza sativa|Rep: 50S ribosomal protein L5, chloroplast precursor - Oryza sativa (Rice)"	UniRef90_Q9ZST0	"CHR5V7|COORD:25198786..25200727| TUB2 (Tubulin beta-2); structural molecule"	AT5G62690.1	CHR03V5|COORD:1413692..1411390|protein 50S ribosomal protein L5, chloroplast precursor, putative, expressed	LOC_Os03g03360.1	no descriptionvery weakly similar to (58.2)RK5_ORYSAnot assigned	cell.organisation	31_1

CUST_28505_PI399408534	2	0.052711487	-0.19294834	0.13087559	-0.12314129	0.18078041	-0.05271244	35_5562	Rep: RML1 protein - Oryza sativa (indica cultivar-group)	UniRef90_Q8GT42	CHR1V7|COORD:4612996..4615112| DNA binding protein GT-1	AT1G13450.1	CHR04V5|COORD:24077355..24082116|protein DNA-binding protein, putative, expressed	LOC_Os04g40930.1	no descriptionmoderately similar to ( 262)AT1G13450| Symbols:  | DNA binding protein GT-1 | chr1:4612996-4615112 REVERSE	RNA.regulation of transcription.Trihelix, Triple-Helix transcription factor family	27_3_30

CUST_498_PI404877155	2	-0.13760567	-0.34465504	0.13760567	-0.14043713	0.33045292	1.1118631	Contig10403_s_at	zinc finger protein family-like [Oryza sativa (japonica cultivar-group)]	BAC84316.2	expressed protein	At3g47160.1	protein Zinc finger, C3HC4 type (RING finger), putative	Os07g46700	gi|22165059|gb|AAM93676.1| unknown protein	RNA.regulation of transcription.unclassified	27_3_99

CUST_106984_PI403524517	2	0.079108715	-0.28976107	0.027060032	-0.027060032	-0.15663815	1.9961166	35_30447	"Cluster: Os10g0363500 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os10g0363500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IY61	CHR4V7|COORD:13454859..13456424| pentatricopeptide (PPR) repeat-containing protein	AT4G26680.1	CHR10V5|COORD:10957839..10959377|protein EMB2745, putative, expressed	LOC_Os10g21920.1	no descriptionweakly similar to ( 102)AT4G26680| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr4:13454859-13456424 FORWARDvery weakly similar to (66.2)RF1_ORYSA	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_31231_PI403524517	2	-0.24670124	0.30453396	-0.019377708	0.019378662	-0.28217602	0.022044182	35_9015	"Cluster: Os07g0642600 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0642600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D472	CHR1V7|COORD:17885804..17887523| F-box family protein	AT1G48400.1	CHR07V5|COORD:26755979..26752917|protein expressed protein	LOC_Os07g44820.1	no description	not assigned.unknown	35_2

CUST_12914_PI399408534	2	0.06001091	0.08435726	-0.13093662	-0.06001091	-0.10064888	0.14687443	35_23275	"Cluster: OSJNBa0084N21.16 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0084N21.16 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XL60	CHR1V7|COORD:25233986..25235285| zinc finger (MYND type) family protein / F-box family protein	AT1G67340.1	CHR04V5|COORD:18719768..18718067|protein MYND finger family protein, expressed	LOC_Os04g31610.1	no descriptionweakly similar to ( 126)AT1G67340| Symbols:  | zinc finger (MYND type) family protein / F-box family protein | chr1:25233986-25235285 FORWARD	RNA.regulation of transcription.unclassified	27_3_99

CUST_82618_PI403524517	2	-0.070856094	-0.009739876	-0.07241726	0.16422367	0.097613335	0.009739399	35_23698	"Cluster: Os06g0557400 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os06g0557400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DBJ9	CHR5V7|COORD:9050883..9053981| leucine-rich repeat family protein / protein kinase family protein	AT5G25930.1	CHR06V5|COORD:21273557..21271735|protein receptor-like protein kinase 5 precursor, putative, expressed	LOC_Os06g36310.1	no descriptionvery weakly similar to (73.6)AT5G25930| Symbols:  | leucine-rich repeat family protein / protein kinase family protein | chr5:9050883-9053981 FORWARDvery weakly similar to (58.2)PGIP1_ORYSAnot assigned not assigned	cell wall.degradation.pectate lyases and polygalacturonases	10_6_3

CUST_26039_PI403524517	2	0.024650574	-0.5764284	0.11190462	-0.02355051	0.023550034	-0.15802193	35_7544	"Cluster: Putative vacuole membrane protein 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative vacuole membrane protein 1 - Oryza sativa (japonica cult"	UniRef90_Q5ZCF3	"CHR4V7|COORD:8545513..8547718| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G05360.1); similar to conserved hypothetical protein [Medicago"	AT4G14950.1	CHR01V5|COORD:33283757..33290140|protein transmembrane protein 49, putative, expressed	LOC_Os01g57066.1	"no descriptionmoderately similar to ( 243)AT4G14950| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G05360.1); similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE91712.1); contains domain VACUOLE MEMBRANE PROTEIN 1 (PTHR10281:SF1); contains domain MEMBRANE ASSOCIATED PROGESTERONE RECEPTOR-RELATED (PTHR10281) | chr4:8545513-8547718 FORWARDnot assigned"	not assigned.unknown	35_2

CUST_77646_PI403524517	2	0.16304493	0.22734642	-0.02435875	-0.1692009	-0.27900124	0.02435875	35_22258	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_85143_PI403524517	2	0.116256714	-0.6506996	-0.031975746	-0.045274734	0.031974792	0.08825207	35_24394	"Cluster: AT hook motif family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: AT hook motif family protein, expressed - Oryza sativa (japon"	UniRef90_Q10NR0	CHR1V7|COORD:29172828..29177761| nucleoside-triphosphatase/ nucleotide binding	AT1G77620.1	CHR03V5|COORD:8575821..8560553|protein AT hook motif family protein, expressed	LOC_Os03g15580.1	no description	not assigned.unknown	35_2

CUST_33807_PI403524517	2	0.41166115	-0.36932898	0.008038998	0.038292408	-0.2135315	-0.008038998	35_9746	"Cluster: F-box family protein, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: F-box family protein, putative, expressed - Oryza sativa (j"	UniRef90_Q338L7	CHR5V7|COORD:15457074..15460237| protein kinase family protein	AT5G38560.1	CHR10V5|COORD:12972081..12962943|protein ubiquitin-protein ligase, putative, expressed	LOC_Os10g25680.1	no descriptionnot assigned PRK07764 Cytadhesin_P30	not assigned.unknown	35_2

CUST_6984_PI403524517	2	-0.013232231	0.21531773	-0.0444746	0.013232231	-0.02466774	0.0628252	35_1934	"Cluster: Serine/threonine-protein phosphatase PP1; n=4; Poaceae|Rep: Serine/threonine-protein phosphatase PP1 - Zea mays (Maize)"	UniRef90_P22198	"CHR2V7|COORD:16634508..16635867| TOPP4 (Type one serine/threonine protein phosphatase 4); protein phosphatase type 1"	AT2G39840.1	CHR02V5|COORD:35205557..35201744|protein serine/threonine-protein phosphatase PP1, putative, expressed	LOC_Os02g57450.2	"no descriptionmoderately similar to ( 394)AT2G39840| Symbols: TOPP4 | TOPP4 (Type one serine/threonine protein phosphatase 4); protein phosphatase type 1 | chr2:16634508-16635867 FORWARDmoderately similar to ( 459)PP1_MAIZESerine/threonine-protein phosphatase PP1 - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned PP2Ac PP2Ac ApaH Metallophos"	protein.postranslational modification	29_4

CUST_3751_PI404877155	2	0.0026464462	0.3476057	-0.0026464462	-0.067998886	0.12044048	-0.043334007	Contig14347_at	zinc-finger protein R2931 [imported] - rice dbj|BAA33204.1| zinc finger protein [Oryza sativa (japonica cultivar-group)]	JE0116	zinc finger (B-box type) family protein	At1g78600.1	protein zinc-finger protein R2931 [imported] - rice	Os06g05890	NONE	RNA.regulation of transcription.C2C2(Zn) CO-like, Constans-like zinc finger family	27_3_07

CUST_12577_PI403524517	2	0.0634923	-0.38326883	-0.063492775	0.07193756	-0.10788059	1.4012156	35_3595	"Cluster: Putative isoleucyl-tRNA synthetase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative isoleucyl-tRNA synthetase - Oryza sativa (japonica cultiv"	UniRef90_Q6ZGC2	"CHR5V7|COORD:19892317..19899517| OVA2 (OVULE ABORTION 2); ATP binding / aminoacyl-tRNA ligase"	AT5G49030.1	CHR02V5|COORD:32928275..32939287|protein isoleucyl-tRNA synthetase, putative, expressed	LOC_Os02g53770.1	"no descriptionnearly identical (1481)AT5G49030| Symbols: OVA2 | OVA2 (OVULE ABORTION 2); ATP binding / aminoacyl-tRNA ligase | chr5:19893591-19899517 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned ileS IleS ileS tRNA-synt_1 ValS IleRS_core valS LeuS Ile_Leu_Val_MetRS_core ValRS_core leuS Anticodon_1 leuS LeuRS_core MetG tRNA-synt_1g MetRS_core PRK11893 PRK12268 metG class_I_aaRS_core PRK12267 zf-FPG_IleRS"	protein.aa activation.isoleucine-tRNA ligase	29_1_5

CUST_1017_PI403524517	2	-0.47279596	0.17923164	0.122015	-0.12201595	0.35253906	-0.4118123	35_270	"Cluster: Os01g0121100 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os01g0121100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JR41	CHR1V7|COORD:24870015..24872551| AR401	AT1G66680.1	CHR01V5|COORD:1180196..1183509|protein SLL2, putative, expressed	LOC_Os01g03090.2	no descriptionweakly similar to ( 164)AT1G66680| Symbols: AR401 | AR401 | chr1:24870015-24872551 REVERSEvery weakly similar to (58.2)CO410_WHEATDehydrin COR410 - Triticum aestivum (Wheat)not assigned	not assigned.no ontology	35_1

CUST_112258_PI403524517	2	0.1663847	0.39307594	-0.08488083	-0.012247086	-0.14770985	0.012247562	35_31873	"Cluster: Os11g0130400 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os11g0130400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IUW9	CHR2V7|COORD:11573461..11574243| harpin-induced protein-related / HIN1-related / harpin-responsive protein-related	AT2G27080.1	CHR12V5|COORD:1309703..1308401|protein harpin-induced protein, putative, expressed	LOC_Os12g03370.1	no descriptionvery weakly similar to (84.0)AT2G27080| Symbols:  | harpin-induced protein-related / HIN1-related / harpin-responsive protein-related | chr2:11573461-11574243 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF566 Hin1 PRK12323 Gag_spuma PRK12678 PRK07003	not assigned.unknown	35_2

CUST_9290_PI399408534	2	0.064891815	-0.82353497	-0.10469437	0.055858612	0.38606167	-0.055858612	35_14086	"Cluster: Putative nucleostemin; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative nucleostemin - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5ZCV4	CHR3V7|COORD:2229608..2232285| GTP-binding family protein	AT3G07050.1	CHR01V5|COORD:15793626..15788950|protein guanine nucleotide-binding protein-like 3, putative, expressed	LOC_Os01g27730.1	no descriptionweakly similar to ( 105)AT3G07050| Symbols:  | GTP-binding family protein | chr3:2229608-2232285 REVERSE	signalling.G-proteins	30_5

CUST_48774_PI403524517	2	0.10782623	-0.44354057	-0.017259598	0.054790497	0.011932373	-0.011932373	35_13929	Rep: Histone H2A.4 - Triticum aestivum (Wheat)	UniRef90_Q43208	CHR4V7|COORD:13637521..13638331| histone H2A, putative	AT4G27230.1	CHR07V5|COORD:21588125..21589281|protein histone H2A.2, putative, expressed	LOC_Os07g36130.1	" no descriptionweakly similar to ( 150)AT5G54640| Symbols: HTA1, RAT5 | RAT5 (RESISTANT TO AGROBACTERIUM TRANSFORMATION 5); DNA binding | chr5:22213766-22214505 FORWARDweakly similar to ( 175)H2A4_WHEATHistone H2A.4 - Triticum aestivum (Wheat)not assigned not assigned H2A H2A HTA1 Histone "	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_10094_PI403524517	2	0.003788948	0.2125225	-0.0037899017	-0.12074661	0.06400299	-0.085697174	35_2851	"Cluster: Ulp1 protease family protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Ulp1 protease family protein, putative, expressed -"	UniRef90_Q2R8W5	CHR4V7|COORD:16147695..16152856| Ulp1 protease family protein	AT4G33620.1	CHR11V5|COORD:5919246..5917073|protein ulp1 protease family protein, putative, expressed	LOC_Os11g10780.1	no descriptionvery weakly similar to (50.4)AT4G33620| Symbols:  | Ulp1 protease family protein | chr4:16147695-16152856 FORWARD	protein.degradation.cysteine protease	29_5_3

CUST_4979_PI403524517	2	0.3446684	-0.6306734	-0.35511112	-0.07816696	0.20001984	0.07816696	35_1372	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_137542_PI403524517	2	-0.26002598	-0.15212536	0.042734146	-0.015420914	0.033346176	0.015420914	35_38573	"Cluster: ATP-dependent Clp protease ATP-binding subunit clpA CD4B,chloroplast, putative, expressed; n=4; Magnoliophyta|Rep: ATP-dependent Clp protease ATP-bindi"	UniRef90_Q2QVG9	"CHR5V7|COORD:20732936..20737026| CLPC (HEAT SHOCK PROTEIN 93-V); ATP binding / ATPase"	AT5G50920.1	CHR04V5|COORD:19420521..19413897|protein ATP-dependent Clp protease ATP-binding subunit clpA homolog CD4B,chloroplast precursor, putative, expressed	LOC_Os04g32560.2	" no descriptionmoderately similar to ( 408)AT5G50920| Symbols: ATHSP93-V, HSP93-V, CLPC, DCA1 | CLPC (HEAT SHOCK PROTEIN 93-V); ATP binding / ATPase | chr5:20732936-20737026 REVERSEmoderately similar to ( 417)CLPC_PEAATP-dependent Clp protease ATP-binding subunit clpC homolog, chloroplast precursor - Pisum sativum (Garden pea)not assigned clpC clpA PRK10865 clpA AAA_2 "	protein.degradation.serine protease	29_5_5

CUST_64434_PI403524517	2	-0.45393753	-0.26839828	0.1193285	0.32088757	1.6652346	-0.1193285	35_18398	"Cluster: OSJNBa0060B20.12 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0060B20.12 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XX36	CHR1|COORD:11430874..11433671| dehydration-responsive protein, putative, strong similarity to early-responsive to dehydration stress ERD3 protein (Arabidopsis	AT1G31850.2	CHR04V5|COORD:7892907..7895140|protein early response to drought 3, putative, expressed	LOC_Os04g14150.1	 no descriptionmoderately similar to ( 297)AT1G31850| Symbols:  | dehydration-responsive protein, putative | chr1:11431145-11433423 FORWARDDUF248 	stress.abiotic.drought/salt	20_2_3

CUST_170612_PI403524517	2	0.072244644	-0.07224417	0.08449602	-0.41554594	-0.096775055	1.4191675	35_47522	"Cluster: Os10g0400900 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os10g0400900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IXT3	CHR3V7|COORD:3821523..3825543| similar to Colon cancer-associated protein Mic1-like containing protein, expressed [Oryza sativa (japonica cultivar-group)]	AT3G12010.1	CHR10V5|COORD:13211979..13220794|protein colon cancer-associated protein Mic1-like containing protein, expressed	LOC_Os10g26140.3	" no descriptionvery weakly similar to (99.8)AT3G12010| Symbols:  | similar to Colon cancer-associated protein Mic1-like containing protein, expressed [Oryza sativa (japonica cultivar-group)] (GB:ABB47549.2); similar to Colon cancer-associated protein Mic1-like containing protein, expressed [Oryza sativa (japonica cultivar-group)] (GB:ABB47548.2); similar to Putative Mic1 homolog [Oryza sativa (japonica cultivar-group)] (GB:AAK50423.1); contains InterPro domain Colon cancer-associated Mic1-like; (InterPro:IPR009755); contains InterPro domain Quinonprotein alcohol dehydrogenase-like; (InterPro:IPR011047) | chr3:3821523-3825543 FORWARDnot assigned "	not assigned.unknown	35_2

CUST_8951_PI403524517	2	5.750656E-4	-0.44203568	-0.0562582	0.13321018	0.14544964	-5.750656E-4	35_2509	Rep: T27C4.15 protein - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q9M837	CHR3V7|COORD:1212071..1213801| RNA recognition motif (RRM)-containing protein	AT3G04500.1	CHR08V5|COORD:28276152..28267393|protein expressed protein	LOC_Os08g45240.3	no descriptionmoderately similar to ( 272)AT3G04500| Symbols:  | RNA recognition motif (RRM)-containing protein | chr3:1212071-1213801 REVERSEvery weakly similar to (64.3)GRP1_DAUCAGlycine-rich RNA-binding protein - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG0724 RRM_1 RRM	RNA.RNA binding	27_4

CUST_31593_PI403524517	2	0.040657997	0.6128197	-0.05603218	-0.029759407	-0.028440475	0.028439522	35_9118	"Cluster: Myb-family transcription factor-like protein; n=2; Oryza sativa|Rep: Myb-family transcription factor-like protein - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6ZI39	CHR4V7|COORD:13750674..13751825| plastocyanin-like domain-containing protein	AT4G27520.1	CHR02V5|COORD:20761750..20757456|protein myb-like DNA-binding domain containing protein, expressed	LOC_Os02g34630.2	no descriptionvery weakly similar to (58.5)AT4G18670| Symbols:  | leucine-rich repeat family protein / extensin family protein | chr4:10275928-10278502 REVERSEnot assigned not assigned not assigned PRK12323 PRK07003 Atrophin-1 flgK	not assigned.no ontology	35_1

CUST_71278_PI403524517	2	0.025510788	0.19402504	-0.06732464	-0.0043029785	-0.055583954	0.0043029785	35_20419	"Cluster: Hypothetical protein OJ1116_C08.104; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1116_C08.104 - Oryza sativa (japonica cult"	UniRef90_Q7XIH0	"CHR4V7|COORD:16175201..16176140| similar to nucleic acid binding [Arabidopsis thaliana] (TAIR:AT3G23900.2); similar to Os07g0213400 [Oryza sativa (japonica"	AT4G33690.1	CHR07V5|COORD:6230897..6232846|protein expressed protein	LOC_Os07g11290.1	"no descriptionvery weakly similar to (68.9)AT4G33690| Symbols:  | similar to nucleic acid binding [Arabidopsis thaliana] (TAIR:AT3G23900.2); similar to Os07g0213400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001059181.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD05599.1) | chr4:16175201-16176140 FORWARD"	not assigned.unknown	35_2

CUST_5459_PI403524517	2	0.008405685	-0.0262146	0.0110788345	-0.001540184	-0.041618347	0.0015411377	35_1505	"Cluster: Putative aspartate-tRNA ligase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative aspartate-tRNA ligase - Oryza sativa (japonica cultivar-group"	UniRef90_Q6ZHC3	CHR4|COORD:15155916..15159568| aspartyl-tRNA synthetase, putative / aspartate--tRNA ligase, putative, similar to Aspartyl-tRNA synthetase (Aspartate--tRNA ligas	AT4G31180.2	CHR02V5|COORD:28107735..28113117|protein aspartyl-tRNA synthetase, putative, expressed	LOC_Os02g46130.1	 no descriptionmoderately similar to ( 243)AT4G31180| Symbols:  | aspartyl-tRNA synthetase, putative / aspartate--tRNA ligase, putative | chr4:15156702-15159368 FORWARDnot assigned not assigned not assigned not assigned not assigned AsxRS_core aspC AsnS tRNA-synt_2 Asp_Lys_Asn_RS_core asnC AspS AspRS_core aspS PRK06462 LysU lysS LysRS_core PRK12820 PRK12445 lysS 	protein.aa activation	29_1

CUST_33202_PI403524517	2	0.13918877	0.5569658	-0.013379097	0.013378143	-0.37134933	-0.11953449	35_9571	"Cluster: Serine/arginine repetitive matrix 1; n=1; Mus musculus|Rep: Serine/arginine repetitive matrix 1 - Mus musculus (Mouse)"	UniRef90_A2A8V9	CHR4V7|COORD:7758606..7760888| leucine-rich repeat family protein / extensin family protein	AT4G13340.1	CHR04V5|COORD:24705559..24701241|protein peroxidase 18 precursor, putative, expressed	LOC_Os04g42100.1	no descriptionnot assigned not assigned Atrophin-1 Tymo_45kd_70kd	not assigned.unknown	35_2

CUST_14055_PI403524517	2	0.0014381409	0.09075832	-0.09403038	-0.071777344	-0.0014381409	0.0072259903	35_4030	"Cluster: AAA ATPase; DEAD/DEAH box helicase, N-terminal; n=1; Medicago truncatula|Rep: AAA ATPase; DEAD/DEAH box helicase, N-terminal - Medicago truncatula (Bar"	UniRef90_Q1SF68	CHR4V7|COORD:14714197..14719341| tRNA-splicing endonuclease positive effector-related	AT4G30100.1	CHR10V5|COORD:1179007..1176947|protein helicase SEN1, putative, expressed	LOC_Os10g02930.2	no descriptionhighly similar to ( 575)AT4G30100| Symbols:  | tRNA-splicing endonuclease positive effector-related | chr4:14714197-14719341 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned COG1112	DNA.synthesis/chromatin structure	28_1

CUST_51272_PI403524517	2	0.03745079	0.094768524	0.035572052	-0.078855515	-0.09907532	-0.035572052	35_14616	"Cluster: Hypothetical protein P0623A10.17-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0623A10.17-1 - Oryza sativa (japonica cultiv"	UniRef90_Q653G8	"CHR1V7|COORD:5250828..5252015| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G16040.1); similar to conserved hypothetical protein [Medicago"	AT1G15270.1	CHR06V5|COORD:28640637..28638375|protein expressed protein	LOC_Os06g47230.1	no descriptionnot assigned TMA7	not assigned.unknown	35_2

CUST_110662_PI403524517	2	0.011734009	0.4551983	7.8487396E-4	-7.8582764E-4	-0.27357244	-0.39096165	35_31429	"Cluster: OSJNBa0088I22.11 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0088I22.11 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XU42	CHR4V7|COORD:314405..317507| dehydration-responsive family protein	AT4G00750.1	CHR04V5|COORD:28508533..28503391|protein ankyrin protein kinase-like, putative, expressed	LOC_Os04g48230.1	no descriptionmoderately similar to ( 218)AT4G00750| Symbols:  | dehydration-responsive family protein | chr4:314405-317507 FORWARDDUF248	stress.abiotic.drought/salt	20_2_3

CUST_6017_PI403524517	2	-0.15662718	0.4122324	0.25600338	-0.34580183	-0.24230003	0.15662718	35_1663	"Cluster: Putative monosaccharide transporter; n=3; Oryza sativa (japonica cultivar-group)|Rep: Putative monosaccharide transporter - Oryza sativa (japonica cult"	UniRef90_Q69NC3	CHR1V7|COORD:29013930..29015874| sugar transporter, putative	AT1G77210.1	CHR09V5|COORD:9369327..9365322|protein sugar transport protein 14, putative, expressed	LOC_Os09g15330.2	 no descriptionweakly similar to ( 197)AT1G77210| Symbols:  | sugar transporter, putative | chr1:29013930-29015874 REVERSEweakly similar to ( 175)STA_RICCOSugar carrier protein A - Ricinus communis (Castor bean)not assigned not assigned not assigned not assigned not assigned not assigned Sugar_tr xylE PRK12323 PRK07764 PRK07003 FAP 	transporter.sugars	34_2

CUST_106490_PI403524517	2	0.03973055	0.037443638	-0.03744316	-0.18578005	-0.24587297	2.604394	35_30307	"Cluster: Glucosamine--fructose-6-phosphate aminotransferase, putative; n=1; Entamoeba histolytica HM-1:IMSS|Rep: Glucosamine--fructose-6-phosphate aminotransfer"	UniRef90_Q50SX1	CHR3V7|COORD:8697845..8700978| transaminase	AT3G24090.1	CHR12V5|COORD:1504655..1499415|protein glucosamine--fructose-6-phosphate aminotransferase, putative, expressed	LOC_Os12g03720.2	no descriptionvery weakly similar to (51.6)AT3G24090| Symbols:  | transaminase | chr3:8697845-8700978 REVERSEnot assigned PRK00331 GlmS	not assigned.no ontology	35_1

CUST_26091_PI399408534	2	0.29793262	0.45688915	-0.05087471	-0.27710056	-0.6450367	0.050875664	35_43642	"Cluster: Hypothetical protein OJ1123_F01.12; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1123_F01.12 - Oryza sativa (japonica cultiv"	UniRef90_Q65X55	CHR5V7|COORD:1196070..1202654| KOW domain-containing transcription factor family protein	AT5G04290.1	CHR02V5|COORD:32578698..32585503|protein transcription elongation factor SPT5 homolog 1, putative, expressed	LOC_Os02g53230.1	no descriptionweakly similar to ( 186)AT5G04290| Symbols:  | KOW domain-containing transcription factor family protein | chr5:1196070-1202654 FORWARDnot assigned nusG	RNA.regulation of transcription.Global transcription factor group	27_3_52

CUST_25747_PI399408534	2	0.09156227	0.3060751	-0.07091951	0.035840034	-0.099098206	-0.035840034	35_20141	"Cluster: Putative D13F protein, MybSt1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative D13F protein, MybSt1 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ZDM0	CHR5V7|COORD:19244228..19245773| myb family transcription factor	AT5G47390.1	CHR08V5|COORD:2427443..2430569|protein DNA binding protein, putative, expressed	LOC_Os08g04840.2	no descriptionvery weakly similar to (55.1)AT5G47390| Symbols:  | myb family transcription factor | chr5:19244228-19245773 FORWARD	RNA.regulation of transcription.MYB-related transcription factor family	27_3_26

CUST_87006_PI403524517	2	0.20758867	-0.062666416	0.035508633	-0.035508633	0.13893843	-0.050557613	35_24917	"Cluster: Os02g0556400 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0556400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E0E5	CHR3V7|COORD:9670745..9672510| methyltransferase/ nucleic acid binding	AT3G26410.1	CHR02V5|COORD:21036869..21033759|protein RNA methylase, putative, expressed	LOC_Os02g35060.1	no descriptionmoderately similar to ( 236)AT3G26410| Symbols:  | methyltransferase/ nucleic acid binding | chr3:9670745-9672510 REVERSEnot assigned	not assigned.unknown	35_2

CUST_23788_PI403524517	2	0.23530054	0.1491909	-0.016339779	0.016339779	-0.201478	-0.076437	35_6910	"Cluster: Putative nucleolar protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative nucleolar protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8LMQ9	0	0	CHR03V5|COORD:3082945..3088912|protein exosome component 10, putative, expressed	LOC_Os03g06190.1	no description	not assigned.unknown	35_2

CUST_34033_PI403524517	2	0.00974226	-0.079741	-0.009741783	0.6005597	0.22724533	-0.23051357	35_9811	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_7920_PI399408534	2	0.098358154	-0.06825924	0.09691429	-0.21209145	0.06825924	-0.14562607	35_44782	"Cluster: Rac GTPase activating protein 3, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Rac GTPase activating protein 3, putative, expre"	UniRef90_Q2QPD6	CHR4V7|COORD:1374361..1375913| rac GTPase activating protein, putative	AT4G03100.1	CHR12V5|COORD:21173481..21176822|protein rac GTPase activator, putative, expressed	LOC_Os12g34840.1	 no descriptionmoderately similar to ( 221)AT4G03100| Symbols:  | rac GTPase activating protein, putative | chr4:1374361-1375913 FORWARDnot assigned RhoGAP RhoGAP RhoGAP RhoGAP_KIAA1688 RhoGAP_FAM13A1a RhoGAP_ARHGAP22_24_25 RhoGAP_fBEM3 RhoGAP_ARHGAP20 RhoGAP_fRGD1 	signalling.G-proteins	30_5

CUST_30298_PI403524517	2	0.07720995	0.39954805	0.031454563	-0.22402334	-1.2453685	-0.031454563	35_8747	"Cluster: Tonoplast membrane integral protein ZmTIP4-4; n=1; Zea mays|Rep: Tonoplast membrane integral protein ZmTIP4-4 - Zea mays (Maize)"	UniRef90_Q9ATL3	"CHR2V7|COORD:11019736..11020984| TIP4;1 (tonoplast intrinsic protein 4;1); water channel"	AT2G25810.1	CHR01V5|COORD:7294474..7295773|protein aquaporin TIP4.1, putative, expressed	LOC_Os01g13120.1	"no descriptionvery weakly similar to (60.8)AT2G25810| Symbols: TIP4;1 | TIP4;1 (tonoplast intrinsic protein 4;1); water channel | chr2:11019736-11020984 FORWARDvery weakly similar to (95.1)TIP43_ORYSAnot assigned MIP TT_ORF1"	transport.Major Intrinsic Proteins.TIP	34_19_2

CUST_158772_PI403524517	2	0.07378769	-0.47437286	-0.065826416	-0.031145096	0.044171333	0.031145096	35_44319	"Cluster: Malate dehydrogenase; n=3; Oryza sativa|Rep: Malate dehydrogenase - Oryza sativa (Rice)"	UniRef90_Q7FSL4	CHR1V7|COORD:19858634..19860470| malate dehydrogenase (NAD), mitochondrial	AT1G53240.1	CHR01V5|COORD:26517600..26521365|protein malate dehydrogenase, mitochondrial precursor, putative, expressed	LOC_Os01g46070.1	 no descriptionvery weakly similar to (92.4)AT1G53240| Symbols:  | malate dehydrogenase (NAD), mitochondrial | chr1:19858634-19860470 REVERSEvery weakly similar to (98.2)MDHM_FRAANMalate dehydrogenase, mitochondrial precursor - Fragaria ananassa (Strawberry)not assigned MDH_glycosomal_mitochondrial PRK05086 Ldh_1_N Mdh 	gluconeogenesis.Malate DH	6_3

CUST_76423_PI403524517	2	0.3188324	-0.036973	-0.04853344	0.036973	-0.040708542	0.21408558	35_21910	"Cluster: Hypothetical protein OSJNBb0043C10.3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0043C10.3 - Oryza sativa (japonica cu"	UniRef90_Q8H7V8	0	0	CHR03V5|COORD:588226..592801|protein protein Kinase interacting protein, putative, expressed	LOC_Os03g01980.1	no description	not assigned.unknown	35_2

CUST_12551_PI404877155	2	0.08997345	0.7047901	-0.16014957	-0.20402431	-0.011857986	0.011857986	Contig6305_at	P0529E05.15 [Oryza sativa (japonica cultivar-group)]	NP_915536.1	coronatine-insensitive 1 / COI1 (FBL2)	At2g39940.1	protein Leucine Rich Repeat, putative	Os01g63420	"CORONATINE INSENSITIVE 1;coronatine-insensitive 1 / COI1 (FBL2), E3 ubiquitin ligase SCF complex F-box subunit; identical to LRR-containing F-box protein GI:3158394 from (Arabidopsis thaliana)"	hormone metabolism.jasmonate.induced-regulated-responsive-activated	17_7_3

CUST_5236_PI399408534	2	0.4415865	0.44449997	-0.06827927	-0.62708664	-0.50066566	0.06827927	35_21327	"Cluster: Putative squamosa promoter binding protein 2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative squamosa promoter binding protein 2 - Oryza sat"	UniRef90_Q6YXZ5	CHR5|COORD:17377529..17380201| squamosa promoter-binding protein-like 2 (SPL2), identical to squamosa promoter binding protein-like 2 (Arabidopsis thaliana) GI:	AT5G43270.1	CHR02V5|COORD:2105740..2110538|protein squamosa promoter-binding-like protein 10, putative, expressed	LOC_Os02g04680.2	"no descriptionweakly similar to ( 145)AT5G43270| Symbols: SPL2 | SPL2 (SQUAMOSA PROMOTER BINDING PROTEIN-LIKE 2); DNA binding / transcription factor | chr5:17377755-17379371 REVERSEvery weakly similar to (94.7)LG1_MAIZEProtein LIGULELESS 1 - Zea mays (Maize)SBP"	RNA.regulation of transcription.SBP,Squamosa promoter binding protein family	27_3_28

CUST_89835_PI403524517	2	0.19627762	0.010581017	-0.060956	-0.010581017	-0.11504173	0.11176014	35_25701	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_145877_PI403524517	2	-0.0782423	0.1255703	0.09512186	-0.06532574	0.009637356	-0.009637833	35_40840	"Cluster: Ser/Thr protein phosphatase family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Ser/Thr protein phosphatase family protein, exp"	UniRef90_Q10NS8	CHR3V7|COORD:775511..778278| calcineurin-like phosphoesterase family protein	AT3G03305.1	CHR03V5|COORD:8421023..8416414|protein hydrolase/ protein serine/threonine phosphatase, putative, expressed	LOC_Os03g15430.2	no descriptionvery weakly similar to (94.7)AT3G03305| Symbols:  | calcineurin-like phosphoesterase family protein | chr3:775511-778278 REVERSE	misc.calcineurin-like phosphoesterase family protein	26_27

CUST_68996_PI403524517	2	0.026331902	1.8392487	-0.026330948	-0.12198925	-0.21744633	0.4624939	35_19741	"Cluster: Hypothetical protein 134P10.8; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein 134P10.8 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q84ZY6	0	0	CHR06V5|COORD:1779473..1780051|protein expressed protein	LOC_Os06g04220.1	no description	not assigned.unknown	35_2

CUST_19807_PI399408534	2	0.088103294	0.13232422	-0.048109055	-0.078715324	-0.14387608	0.048109055	35_4132	"Cluster: Putative CCR4-NOT transcription complex, subunit 7; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative CCR4-NOT transcription complex, subunit 7"	UniRef90_Q6Z9G7	CHR2V7|COORD:13647906..13648733| CCR4-NOT transcription complex protein, putative	AT2G32070.1	CHR08V5|COORD:21285874..21288251|protein CCR4-NOT transcription complex subunit 8, putative, expressed	LOC_Os08g34170.1	 no descriptionmoderately similar to ( 300)AT2G32070| Symbols:  | CCR4-NOT transcription complex protein, putative | chr2:13647906-13648733 REVERSEnot assigned CAF1 POP2 	RNA.processing.ribonucleases	27_1_19

CUST_114112_PI403524517	2	-0.058339596	-0.0855546	0.018773556	0.17261648	-0.0051903725	0.0051903725	35_32383	Rep: Alpha-glucosidase precursor - Hordeum vulgare (Barley)	UniRef90_Q43763	CHR5V7|COORD:3776841..3780026| alpha-glucosidase 1 (AGLU1)	AT5G11720.1	CHR06V5|COORD:28057084..28044149|protein alpha-glucosidase precursor, putative, expressed	LOC_Os06g46284.2	no descriptionvery weakly similar to (58.2)AT5G11720| Symbols:  | alpha-glucosidase 1 (AGLU1) | chr5:3776841-3780026 FORWARDweakly similar to ( 155)AGLU_HORVUAlpha-glucosidase precursor - Hordeum vulgare (Barley)not assigned	major CHO metabolism.degradation.starch.starch cleavage	2_2_2_1

CUST_20985_PI399408534	2	-0.47413158	-0.8456373	0.29980755	0.21123886	0.34499454	-0.21123886	35_3619	"Cluster: Putative auxin response factor; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative auxin response factor - Oryza sativa (japonica cultivar-group"	UniRef90_Q653U3	CHR1V7|COORD:10686107..10690018| ARF6 (AUXIN RESPONSE FACTOR 6)	AT1G30330.2	CHR06V5|COORD:28163561..28157512|protein auxin response factor 6, putative, expressed	LOC_Os06g46410.2	no descriptionmoderately similar to ( 263)AT1G30330| Symbols: ARF6 | ARF6 (AUXIN RESPONSE FACTOR 6) | chr1:10686107-10690018 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned GAL11 AUX_IAA	RNA.regulation of transcription.ARF, Auxin Response Factor family	27_3_4

CUST_157128_PI403524517	2	0.17711973	0.11724615	0.16428661	-0.33174515	-0.55537033	-0.11724615	35_43882	"Cluster: F-actin capping protein, alpha subunit; n=1; Medicago truncatula|Rep: F-actin capping protein, alpha subunit - Medicago truncatula (Barrel medic)"	UniRef90_Q1SFZ8	CHR3V7|COORD:1598617..1601140| F-actin capping protein alpha subunit family protein	AT3G05520.1	CHR07V5|COORD:13076830..13072744|protein F-actin capping protein alpha subunit, putative, expressed	LOC_Os07g23200.1	no descriptionvery weakly similar to (70.5)AT3G05520| Symbols:  | F-actin capping protein alpha subunit family protein | chr3:1598617-1601140 FORWARDnot assigned	cell.organisation	31_1

CUST_21457_PI399408534	2	0.19580412	1.5319924	-0.1958046	0.22563839	-0.30638218	-0.33501625	35_15347	Rep: CBF3A-6.1 - Triticum aestivum (Wheat)	UniRef90_A0MPJ3	"CHR4V7|COORD:13015446..13016096| CBF2 (FREEZING TOLERANCE QTL 4); DNA binding / transcription factor/ transcriptional activator"	AT4G25470.1	CHR09V5|COORD:20403851..20402668|protein sbCBF6, putative, expressed	LOC_Os09g35030.1	" no descriptionvery weakly similar to (80.9)AT4G25480| Symbols: CBF3, DREB1, DREB1A | DREB1A (DEHYDRATION RESPONSE ELEMENT B1A); DNA binding / transcription factor/ transcriptional activator | chr4:13018363-13019013 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned AP2 AP2 AP2 TT_ORF1 PRK12678 PRK12323 PRK09169 APC_basic PRK07764 Tymo_45kd_70kd PRK07003 Protamine_P1 DUF390 Pol_Y_like "	RNA.regulation of transcription.AP2/EREBP, APETALA2/Ethylene-responsive element binding protein family	27_3_3

CUST_56833_PI403524517	2	0.23916721	-0.14183092	0.19496012	0.053459167	-0.17049694	-0.053459644	35_16190	"Cluster: Delta1-pyrroline-5-carboxylate synthetase; n=2; Triticum aestivum|Rep: Delta1-pyrroline-5-carboxylate synthetase - Triticum aestivum (Wheat)"	UniRef90_Q53UC8	CHR2V7|COORD:16605594..16610017| P5CS1 (DELTA1-PYRROLINE-5-CARBOXYLATE SYNTHASE 1)	AT2G39800.1	CHR05V5|COORD:22297853..22290843|protein delta 1-pyrroline-5-carboxylate synthetase, putative, expressed	LOC_Os05g38150.2	 no descriptionhighly similar to ( 952)AT2G39800| Symbols: ATP5CS, P5CS1 | P5CS1 (DELTA1-PYRROLINE-5-CARBOXYLATE SYNTHASE 1) | chr2:16605594-16610017 REVERSEnearly identical (1135)P5CS_ORYSAnot assigned not assigned not assigned ProA proA AAK_P5CS_ProBA AAK_G5K_ProB PRK05429 ProB PRK12314 AA_kinase AAK AAK_FomA-like COG1608 AAK_UMPK-like PutA PRK00942 AAK_NAGK-like pyrH AAK_NAGK-C ArgB PyrH Aldedh ArcC AAK_UMPK-PyrH-Pf PRK12354 AAK_CK 	amino acid metabolism.synthesis.glutamate family.proline	13_1_2_2

CUST_68162_PI403524517	2	0.11289978	-0.36464787	-0.037309647	0.0105371475	-0.0105371475	0.0337162	35_19482	"Cluster: Translin family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Translin family protein, expressed - Oryza sativa (japonica cultiv"	UniRef90_Q337S9	CHR2V7|COORD:15553803..15555871| translin family protein	AT2G37020.1	CHR10V5|COORD:15616864..15620695|protein translin, putative, expressed	LOC_Os10g30640.1	no descriptionmoderately similar to ( 305)AT2G37020| Symbols:  | translin family protein | chr2:15553803-15555871 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned Translin COG2178 PRK12678 Atrophin-1 DUF1421 Tymo_45kd_70kd	not assigned.no ontology	35_1

CUST_12749_PI403524517	2	-0.009102821	-1.2526684	0.010558128	0.009102821	0.04253292	-0.020535469	35_3648	"Cluster: Putative disease resistance response protein-related/dirigent protein- related; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative disease"	UniRef90_Q8H3X4	CHR5V7|COORD:17015496..17016044| disease resistance-responsive family protein	AT5G42510.1	CHR07V5|COORD:404007..402670|protein disease resistance response protein 206, putative, expressed	LOC_Os07g01660.2	no descriptionweakly similar to ( 125)AT5G42510| Symbols:  | disease resistance-responsive family protein | chr5:17015496-17016044 REVERSEvery weakly similar to (73.9)DR206_PEADisease resistance response protein 206 - Pisum sativum (Garden pea)not assigned Dirigent Protamine_P2	stress.biotic	20_1

CUST_104860_PI403524517	2	-9.6559525E-4	-0.07955074	0.037437916	9.6559525E-4	-0.074039936	0.51688623	35_29877	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_19494_PI403524517	2	0.20919132	-0.227252	-0.043631554	-0.061886787	0.043631554	0.10880089	35_5648	"Cluster: PHP domain C-terminal region family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: PHP domain C-terminal region family protein, e"	UniRef90_Q10QM0	CHR2V7|COORD:5795698..5798139| PHP domain-containing protein	AT2G13840.1	CHR03V5|COORD:4768482..4765135|protein protein trpH, putative, expressed	LOC_Os03g09180.1	no descriptionmoderately similar to ( 429)AT2G13840| Symbols:  | PHP domain-containing protein | chr2:5795698-5798139 REVERSECOG0613 POLIIIAc PHP DnaE dnaE2 PolC PRK06361 PRK00448 polC dnaE	DNA.synthesis/chromatin structure	28_1

CUST_2028_PI403524517	2	0.08164263	-0.23006296	0.072677135	-0.13419676	-0.072677135	0.37934732	35_537	"Cluster: Pyrophosphate-energized vacuolar membrane proton pump (EC 3.6.1.1) (Pyrophosphate-energized inorganic pyrophosphatase) (H(+)-PPase); n=6; BEP"	UniRef90_Q06572	"CHR1V7|COORD:5399110..5402180| AVP1 (vacuolar-type H+-pumping pyrophosphatase 1); ATPase"	AT1G15690.1	CHR06V5|COORD:3918502..3923410|protein pyrophosphate-energized vacuolar membrane proton pump, putative, expressed	LOC_Os06g08080.1	 no descriptionweakly similar to ( 168)AT1G15690| Symbols: ATAVP3, AVP-3, AVP1 | AVP1 (vacuolar-type H+-pumping pyrophosphatase 1) | chr1:5399110-5402180 FORWARDweakly similar to ( 183)AVP_HORVUPyrophosphate-energized vacuolar membrane proton pump - Hordeum vulgare (Barley)H_PPase hppA OVP1 	transport.amino acids	34_3

CUST_30609_PI403524517	2	0.21325016	-0.4616623	-0.44413376	0.0067338943	0.028258324	-0.0067338943	35_8835	"Cluster: Putative disease resistance protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative disease resistance protein - Oryza sativa (japonica"	UniRef90_Q657S8	CHR3V7|COORD:9345769..9347538| leucine-rich repeat family protein	AT3G25670.1	CHR01V5|COORD:576371..573245|protein too many mouths protein precursor, putative, expressed	LOC_Os01g02060.2	no descriptionweakly similar to ( 122)AT3G25670| Symbols:  | leucine-rich repeat family protein | chr3:9345769-9347538 REVERSEvery weakly similar to (53.1)RPK1_IPONIReceptor-like protein kinase precursor - Ipomoea nil (Japanese morning glory) (Pharbitis nil)	stress.biotic	20_1

CUST_12478_PI403524517	2	0.15933895	0.1935234	0.05098343	-0.08592701	-0.050982475	-0.05870056	35_3560	Rep: Putative ankyrin protein - Oryza sativa (Rice)	UniRef90_Q9FRM5	CHR4V7|COORD:10471589..10472688| ankyrin repeat family protein	AT4G19150.1	CHR10V5|COORD:22856722..22859861|protein ankyrin-1, putative, expressed	LOC_Os10g43040.1	no descriptionweakly similar to ( 187)AT4G19150| Symbols:  | ankyrin repeat family protein | chr4:10471589-10472688 REVERSEvery weakly similar to (54.3)AKT1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned ANK Arp	cell.organisation	31_1

CUST_10356_PI404877155	2	-0.027916908	-0.15946865	0.08830452	0.034648895	-0.12806797	0.027915955	Contig4106_at	unknown protein [Oryza sativa (japonica cultivar-group)] dbj|BAD15815.1| unknown protein [Oryza sativa (japonica cultivar-group)] dbj|BAD155	XP_466277.1	expressed protein	At1g14450.1	protein expressed protein	Os02g35610	NONE	mitochondrial electron transport / ATP synthesis.cytochrome c oxidase	9_7

CUST_17733_PI404877155	2	0.59282637	1.775713	-0.10644579	0.093853	-0.6569195	-0.093853	HV08C12u_x_at	"plasma membrane intrinsic protein BPW1 - barley dbj|BAA23744.1| HvPIP2;1 [Hordeum vulgare subsp. vulgare]"	T04367	plasma membrane intrinsic protein (SIMIP)	At4g35100.1	protein plasma membrane intrinsic protein BPW1 - barley	Os02g41860	plasma membrane intrinsic protein (SIMIP), nearly identical to plasma membrane intrinsic protein (Arabidopsis thaliana) GI:2306917	transport.Major Intrinsic Proteins.PIP	34_19_1

CUST_64014_PI403524517	2	0.09757137	0.51479435	0.06552982	-0.14807987	-0.06552982	-0.06676006	35_18282	"Cluster: Hypothetical protein OJ1004_H01.27; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1004_H01.27 - Oryza sativa (japonica cultiv"	UniRef90_Q6ZI30	CHR1V7|COORD:13702129..13702558| similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD15488.1)	AT1G36380.1	CHR02V5|COORD:20829552..20826945|protein expressed protein	LOC_Os02g34730.1	no description	not assigned.unknown	35_2

CUST_5106_PI403524517	2	-0.08586025	-0.26862907	0.124848366	0.12055397	0.07649422	-0.07649517	35_1404	Rep: Quinone reductase - Triticum monococcum (Einkorn wheat) (Small spelt)	UniRef90_Q56D13	CHR4V7|COORD:7600679..7602564| oxidoreductase, zinc-binding dehydrogenase family protein	AT4G13010.1	CHR04V5|COORD:17981335..17984649|protein chloroplastic quinone-oxidoreductase, putative, expressed	LOC_Os04g30420.1	 no descriptionmoderately similar to ( 367)AT4G13010| Symbols:  | oxidoreductase, zinc-binding dehydrogenase family protein | chr4:7600679-7602564 FORWARDmoderately similar to ( 342)QORH_SPIOLChloroplastic quinone-oxidoreductase homolog - Spinacia oleracea (Spinach)not assigned not assigned not assigned not assigned not assigned not assigned Qor AdhP COG2130 Tdh tdh PRK09422 PRK10754 ADH_N AdhC 	misc.oxidases - copper, flavone etc.	26_7

CUST_18333_PI403524517	2	-0.23545647	-0.78319883	-0.24573421	0.38672924	0.61075497	0.23545647	35_5300	"Cluster: Trehalose-6-phosphate phosphatase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Trehalose-6-phosphate phosphatase - Oryza sativa (japonica cultivar"	UniRef90_Q75WV3	"CHR5V7|COORD:20919492..20921518| ATTPPA (Arabidopsis thaliana trehalose-6-phosphate phosphatase); trehalose-phosphatase"	AT5G51460.2	CHR02V5|COORD:26765764..26761734|protein expressed protein	LOC_Os02g44230.3	 no descriptionmoderately similar to ( 387)AT4G12430| Symbols:  | trehalose-6-phosphate phosphatase, putative | chr4:7365477-7367343 REVERSEnot assigned Trehalose_PPase OtsB PRK10187 Cof 	minor CHO metabolism.trehalose.TPP	3_2_2

CUST_29066_PI403524517	2	0.064136505	-0.3671608	-0.06413555	0.09766674	-0.11289978	0.12484074	35_8398	"Cluster: Hypothetical protein P0524E08.106; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0524E08.106 - Oryza sativa (japonica cultivar"	UniRef90_Q7XI45	CHR1V7|COORD:12687684..12688405| similar to Os07g0622900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001060318.1)	AT1G34640.1	CHR07V5|COORD:25763970..25760117|protein expressed protein	LOC_Os07g43010.1	no descriptionvery weakly similar to (85.1)AT1G34640| Symbols:  | similar to Os07g0622900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001060318.1) | chr1:12687684-12688405 REVERSEnot assigned HMG_CoA_synt_C	not assigned.unknown	35_2

CUST_16049_PI404877155	2	-0.75780535	-1.0573916	0.43499374	0.70608807	0.603796	-0.43499422	Contig9924_at	putative DNA-binding protein [Oryza sativa (japonica cultivar-group)]	AAL84311.1	homeobox-leucine zipper protein 13 (HB-13) / HD-ZIP transcription factor 13	At1g69780.1	protein Homeobox domain, putative	Os03g07450	putative DNA-binding protein	RNA.regulation of transcription.HB,Homeobox transcription factor family	27_3_22

CUST_21130_PI403524517	2	-0.03967762	0.027251244	0.0722332	0.027251244	-0.0721159	-0.027251244	35_6132	"Cluster: DnaJ protein family-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: DnaJ protein family-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7F1J8	CHR1V7|COORD:7378811..7382264| DNAJ heat shock N-terminal domain-containing protein	AT1G21080.1	CHR08V5|COORD:25846641..25851174|protein chaperone protein dnaJ 10, putative, expressed	LOC_Os08g41110.1	no descriptionmoderately similar to ( 316)AT1G21080| Symbols:  | DNAJ heat shock N-terminal domain-containing protein | chr1:7378811-7382264 REVERSEnot assigned	stress.abiotic.heat	20_2_1

CUST_167332_PI403524517	2	-0.02970314	-0.042842865	-0.04019451	0.22372055	0.071297646	0.029702187	35_46607	Rep: Extensin - Volvox carteri	UniRef90_Q41645	CHR3V7|COORD:7803611..7808053| Encodes a Protease inhibitor/seed storage/LTP family protein	AT3G22142.1	CHR06V5|COORD:28388576..28387298|protein early nodulin 20 precursor, putative, expressed	LOC_Os06g46740.1	no description	not assigned.unknown	35_2

CUST_20094_PI403524517	2	0.06252384	-0.014073372	-0.04265499	0.008552551	-0.008553505	0.09165478	35_5822	"Cluster: SWIB complex BAF60b domain-containing protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: SWIB complex BAF60b"	UniRef90_Q10EQ6	CHR3V7|COORD:6596088..6598673| SWIB complex BAF60b domain-containing protein	AT3G19080.1	CHR03V5|COORD:31561810..31569062|protein SWIB/MDM2 domain containing protein, expressed	LOC_Os03g55570.1	no descriptionmoderately similar to ( 202)AT3G19080| Symbols:  | SWIB complex BAF60b domain-containing protein | chr3:6596088-6598673 FORWARDnot assigned not assigned SWIB SWIB COG5531 PRK06319	not assigned.no ontology	35_1

CUST_165397_PI403524517	2	0.097530365	0.27420568	0.12480116	-0.19435024	-0.5740347	-0.097530365	35_46092	"Cluster: Putative kinase interacting protein 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative kinase interacting protein 1 - Oryza sativa (japonica"	UniRef90_Q5JNC1	CHR2V7|COORD:9593243..9595918| kinase interacting protein-related	AT2G22560.1	CHR01V5|COORD:43480951..43485073|protein protein kinase interacting protein 1, putative, expressed	LOC_Os01g74510.1	no descriptionvery weakly similar to (89.7)AT2G22560| Symbols:  | kinase interacting protein-related | chr2:9593243-9595918 FORWARD	protein.postranslational modification	29_4

CUST_1741_PI403524517	2	0.010785103	-0.4742174	0.19492531	-0.010784149	0.13694096	-0.12457371	35_460	"Cluster: S-adenosylmethionine synthetase 1; n=10; Spermatophyta|Rep: S-adenosylmethionine synthetase 1 - Hordeum vulgare (Barley)"	UniRef90_P50299	"CHR1V7|COORD:519037..520218| SAM1 (S-adenosylmethionine synthetase 1); methionine adenosyltransferase"	AT1G02500.2	CHR01V5|COORD:12348795..12346190|protein S-adenosylmethionine synthetase 1, putative, expressed	LOC_Os01g22010.3	" no descriptionmoderately similar to ( 498)AT1G02500| Symbols: SAM-1, MAT1, SAM1 | SAM1 (S-adenosylmethionine synthetase 1); methionine adenosyltransferase | chr1:519037-520218 FORWARDhighly similar to ( 526)METK_HORVUnot assigned not assigned not assigned PRK05250 MetK PRK12459 S-AdoMet_synt_M S-AdoMet_synt_C S-AdoMet_synt_N Herpes_BLLF1 "	amino acid metabolism.synthesis.aspartate family.methionine	13_1_3_4

CUST_12654_PI404877155	2	-0.01243782	-0.213377	0.086055756	0.057598114	-0.043356895	0.01243782	Contig6399_at	putative heterogeneous nuclear ribonucleoprotein A1 [Oryza sativa (japonica cultivar-group)]	BAC55617.2	heterogeneous nuclear ribonucleoprotein, putative / hnRNP, putative	At3g07810.1	protein RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain), putative	Os07g39560	heterogeneous nuclear ribonucleoprotein A1	RNA.processing	27_1

CUST_55813_PI403524517	2	0.069366455	0.101742744	0.014716148	-0.064385414	-0.12538147	-0.014716148	35_15886	"Cluster: Transcription elongation factor 1 homolog; n=2; Oryza sativa|Rep: Transcription elongation factor 1 homolog - Oryza sativa (Rice)"	UniRef90_Q8LHP0	"CHR5V7|COORD:18687758..18688365| Identical to Transcription elongation factor 1 homolog [Arabidopsis Thaliana] (GB:Q8LEF3;GB:Q9FNL9); similar to hypothetical"	AT5G46030.1	CHR02V5|COORD:1819094..1816290|protein transcription elongation factor 1, putative, expressed	LOC_Os02g04160.1	" no descriptionweakly similar to ( 134)AT5G46030| Symbols:  | Identical to Transcription elongation factor 1 homolog [Arabidopsis Thaliana] (GB:Q8LEF3;GB:Q9FNL9); similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:BAD69422.1); similar to Os07g0631100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001060360.1); similar to Os02g0134300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001045811.1); contains InterPro domain Protein of unknown function DUF701, zinc-binding putative; (InterPro:IPR007808) | chr5:18687758-18688365 FORWARDweakly similar to ( 149)ELOF1_ORYSAnot assigned COG4888 Elf1 "	not assigned.unknown	35_2

CUST_140835_PI403524517	2	-0.042048454	-0.81186914	-0.12554216	0.07435942	0.7379403	0.042048454	35_39484	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_76939_PI403524517	2	0.12925243	0.19736862	0.029800415	-0.029800415	-0.55998087	-0.061753273	35_22054	"Cluster: Putative ATP-dependent DNA helicase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ATP-dependent DNA helicase - Oryza sativa (japonica cult"	UniRef90_Q6ZHK2	CHR4V7|COORD:12890704..12898319| UvrD/REP helicase family protein	AT4G25120.1	CHR07V5|COORD:18349942..18336508|protein ATP binding protein, putative, expressed	LOC_Os07g30980.1	no descriptionvery weakly similar to (53.1)AT4G25120| Symbols:  | UvrD/REP helicase family protein | chr4:12890704-12898319 FORWARD	DNA.synthesis/chromatin structure	28_1

CUST_12959_PI404877155	2	0.106126785	0.009593964	0.15155983	-0.022740364	-0.00959301	-0.033938408	Contig6691_at	OSJNBa0041A02.4 [Oryza sativa (japonica cultivar-group)] emb|CAD41822.2| OSJNBa0083N12.20 [Oryza sativa (japonica cultivar-group)]	CAE01817.2	calcium-binding EF hand family protein	At1g64850.1	protein hypothetical protein	Os04g51240	putative ribosomal RNA apurinic site specific lyase	signalling.calcium	30_3

CUST_738_PI403524517	2	0.048077583	0.036694527	0.42143345	-0.045220375	-0.036694527	-0.07488823	35_194	"Cluster: Carbonic anhydrase, chloroplast precursor; n=1; Hordeum vulgare|Rep: Carbonic anhydrase, chloroplast precursor - Hordeum vulgare (Barley)"	UniRef90_P40880	"CHR3V7|COORD:194860..197880| CA1 (CARBONIC ANHYDRASE 1); carbonate dehydratase/ zinc ion binding"	AT3G01500.2	CHR01V5|COORD:26019565..26031938|protein carbonic anhydrase, chloroplast precursor, putative, expressed	LOC_Os01g45274.3	 no descriptionmoderately similar to ( 251)AT5G14740| Symbols: CA18, BETA CA2, CA2 | CA2 (BETA CARBONIC ANHYDRASE 2) | chr5:4758260-4762318 FORWARDmoderately similar to ( 415)CAHC_HORVUCarbonic anhydrase, chloroplast precursor - Hordeum vulgare (Barley)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned beta_CA_cladeB Pro_CA CynT beta_CA beta_CA_cladeA beta_CA_cladeC PRK10437 DUF566 beta_CA_cladeD PRK12323 APC_basic Tymo_45kd_70kd PRK07003 	TCA / org. transformation.carbonic anhydrases	8_3

CUST_6840_PI399408534	2	0.11282349	-2.0995922	-0.11645508	0.07899094	-0.014115334	0.01411438	35_1975	Rep: Proliferating cell nuclear antigen - Zea mays (Maize)	UniRef90_Q43266	"CHR2V7|COORD:12657216..12658675| PCNA2 (PROLIFERATING CELL NUCLEAR 2); DNA binding / DNA polymerase processivity factor"	AT2G29570.1	CHR02V5|COORD:34345538..34347767|protein proliferating cell nuclear antigen, putative, expressed	LOC_Os02g56130.1	"no descriptionmoderately similar to ( 466)AT2G29570| Symbols: PCNA2 | PCNA2 (PROLIFERATING CELL NUCLEAR 2); DNA binding / DNA polymerase processivity factor | chr2:12657216-12658675 REVERSEhighly similar to ( 503)PCNA_ORYSAnot assigned not assigned not assigned not assigned not assigned PCNA PCNA_N PCNA_C PRK01115 DnaN Tymo_45kd_70kd PRK12323 PRK07003"	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_69666_PI403524517	2	0.21934319	0.25259972	-0.08079147	-0.070254326	-0.113352776	0.07025528	35_19933	Rep: OSIGBa0124N08.6 protein - Oryza sativa (Rice)	UniRef90_Q01JN1	"CHR3V7|COORD:21204939..21206526| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G20510.1); similar to hypothetical protein 11 [Plantago major]"	AT3G57280.1	CHR04V5|COORD:23283511..23280921|protein expressed protein	LOC_Os04g39450.1	" no descriptionweakly similar to ( 134)AT3G57280| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G20510.1); similar to hypothetical protein 11 [Plantago major] (GB:CAJ34819.1); contains InterPro domain Protein of unknown function UPF0136, Transmembrane; (InterPro:IPR005349) | chr3:21204939-21206526 FORWARDnot assigned TMEM14 "	not assigned.unknown	35_2

CUST_27493_PI403524517	2	-0.051045895	-0.41411972	-0.020913124	0.35744667	0.03584957	0.020912647	35_7956	Rep: OSIGBa0152L12.10 protein - Oryza sativa (Rice)	UniRef90_Q01JS4	CHR4V7|COORD:12650420..12654765| serine/threonine protein kinase, putative	AT4G24480.1	CHR04V5|COORD:30755036..30760773|protein protein kinase domain containing protein, expressed	LOC_Os04g52140.1	 no descriptionmoderately similar to ( 416)AT4G24480| Symbols:  | serine/threonine protein kinase, putative | chr4:12650420-12654765 FORWARDweakly similar to ( 108)NORK_MEDTRNodulation receptor kinase precursor - Medicago truncatula (Barrel medic)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pkinase_Tyr TyrKc S_TKc PTKc S_TKc Pkinase PTKc_Jak_rpt2 PTKc_Src_like PTKc_Csk_like PTKc_Ack_like PTKc_InsR_like PTKc_Frk_like PTKc_EphR PTKc_Abl PTKc_Fes_like PTKc_Srm_Brk PTKc_FAK PTKc_Tec_like PTKc_Trk PTKc_Axl_like PTKc_FGFR PTKc_EphR_B PTKc_Fyn_Yrk PTKc_Syk_like PTKc_DDR PTKc_Lck_Blk PTKc_Chk PTKc_EGFR_like PTKc_Btk_Bmx PTKc_Csk PTKc_Ror PTKc_Lyn PTKc_c-ros PTKc_EphR_A2 PTKc_Src PTKc_Tie1 PTKc_Yes PTKc_EphR_A PTKc_Jak2_Jak3_rpt2 PTK_CCK4 PTKc_Tyro3 PTKc_TrkA PTKc_Tie2 PTKc_Fes PTKc_Met_Ron PTKc_DDR2 PTKc_Tie PTKc_InsR PTKc_RET PTKc_IGF-1R PTKc_Tec_Rlk PTK_Ryk PTKc_DDR_like PTKc_Itk PTKc_Musk PTKc_Ror1 PTKc_Hck SPS1 PTKc_Fer PTKc_FGFR4 PTKc_PDGFR PTKc_TrkC PTKc_DDR1 PTKc_FGFR2 PTKc_Tyk2_rpt2 PTKc_FGFR1 PTKc_FGFR3 PTKc_Axl PTKc_EphR_A10 PTKc_Jak1_rpt2 PTKc_ALK_LTK PTKc_Ror2 PTKc_TrkB PTKc_HER4 PTKc_EGFR PTKc_HER2 PTKc_VEGFR PTKc_Aatyk PTKc_Aatyk1_Aatyk3 PTKc_Zap-70 PTKc_VEGFR2 PTKc_VEGFR3 PTKc_Syk PTK_HER3 PTK_Jak_rpt1 PTKc_Kit PTKc_Aatyk2 PTKc_PDGFR_alpha PTKc_CSF-1R PTKc_PDGFR_beta PTK_Jak2_Jak3_rpt1 PTK_Tyk2_rpt1 PTK_Jak1_rpt1 SBP_bac_3 	protein.postranslational modification	29_4

CUST_19581_PI403524517	2	0.23167038	-0.91480255	-0.36609554	0.13190079	0.07274437	-0.072743416	35_5674	Rep: OSJNBb0034I13.9 protein - Oryza sativa (Rice)	UniRef90_Q7XTU5	CHR2V7|COORD:12307457..12308800| disease resistance-responsive family protein / fibroin-related	AT2G28670.1	CHR04V5|COORD:32173421..32169373|protein RNA-binding protein AKIP1, putative, expressed	LOC_Os04g54440.3	no descriptionnot assigned	not assigned.unknown	35_2

CUST_66104_PI403524517	2	0.13960934	-0.013393402	0.013394356	-0.017365456	-0.13022423	0.15298557	35_18877	"Cluster: Putative translation initiation factor eIF-2B epsilon subunit; n=1; Arabidopsis thaliana|Rep: Putative translation initiation factor eIF-2B epsilon sub"	UniRef90_O64760	CHR2V7|COORD:14753419..14755611| eIF4-gamma/eIF5/eIF2-epsilon domain-containing protein	AT2G34970.1	CHR02V5|COORD:34778287..34787518|protein translation initiation factor eIF-2B epsilon subunit, putative, expressed	LOC_Os02g56740.2	no descriptionvery weakly similar to (63.5)AT2G34970| Symbols:  | eIF4-gamma/eIF5/eIF2-epsilon domain-containing protein | chr2:14753419-14755611 FORWARDnot assigned W2 eIF5C	protein.synthesis.initiation	29_2_3

CUST_6097_PI399408534	2	-0.057747364	-0.38508844	0.07559347	-0.12630033	0.057747364	2.801558	35_30636	Rep: H0723C07.7 protein - Oryza sativa (Rice)	UniRef90_Q259M5	CHR2V7|COORD:15090180..15091415| U-box domain-containing protein	AT2G35930.1	CHR04V5|COORD:34837093..34835395|protein ubiquitin-protein ligase, putative, expressed	LOC_Os04g58920.1	no descriptionvery weakly similar to (61.6)AT2G35930| Symbols:  | U-box domain-containing protein | chr2:15090180-15091415 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07764 PRK12323 Atrophin-1 PRK07003	RNA.regulation of transcription.PHOR1	27_3_64

CUST_2989_PI403524517	2	-0.03927231	0.07743263	0.022994995	-0.019758224	-0.11478996	0.019758224	35_815	"Cluster: ATP synthase epsilon chain, mitochondrial; n=1; Zea mays|Rep: ATP synthase epsilon chain, mitochondrial - Zea mays (Maize)"	UniRef90_Q41898	CHR1V7|COORD:19156348..19157309| ATP synthase epsilon chain, mitochondrial	AT1G51650.1	CHR08V5|COORD:9174131..9170973|protein ATP synthase epsilon chain, mitochondrial, putative, expressed	LOC_Os08g15170.1	 no descriptionweakly similar to ( 103)AT1G51650| Symbols:  | ATP synthase epsilon chain, mitochondrial | chr1:19156348-19157309 FORWARDweakly similar to ( 126)ATP5E_MAIZEATP synthase subunit epsilon, mitochondrial - Zea mays (Maize)not assigned not assigned ATP-synt_Eps 	mitochondrial electron transport / ATP synthesis.F1-ATPase	9_9

CUST_43604_PI403524517	2	0.022852898	0.005542755	-0.005542755	-0.024370193	-0.07494545	0.08227539	35_12514	"Cluster: Lustrin A-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: Lustrin A-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69T67	"CHR5V7|COORD:2063639..2065811| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G12060.1); similar to lustrin A-like [Oryza sativa (japonica"	AT5G06700.1	CHR06V5|COORD:5448105..5452125|protein expressed protein	LOC_Os06g10560.1	" no descriptionmoderately similar to ( 471)AT5G06700| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G12060.1); similar to lustrin A-like [Oryza sativa (japonica cultivar-group)] (GB:BAD35858.1); similar to Os06g0207500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001057100.1); contains InterPro domain Protein of unknown function DUF231, plant; (InterPro:IPR004253) | chr5:2063639-2065811 FORWARDDUF231 "	not assigned.unknown	35_2

CUST_103391_PI403524517	2	-0.09395409	0.16160107	0.1527729	0.09395409	-0.1786089	-0.112882614	35_29483	"Cluster: Vegetative cell wall protein gp1 precursor; n=1; Chlamydomonas reinhardtii|Rep: Vegetative cell wall protein gp1 precursor - Chlamydomonas reinhardtii"	UniRef90_Q9FPQ6	CHR1V7|COORD:6978101..6985306| family II extracellular lipase, putative	AT1G20130.1	CHR04V5|COORD:23715163..23717382|protein transposon protein, putative, CACTA, En/Spm sub-class	LOC_Os04g40240.1	no description	not assigned.unknown	35_2

CUST_44643_PI403524517	2	0.32479763	0.12997198	-0.12997198	-0.31700325	-0.6560874	0.55334854	35_12803	"Cluster: Hypothetical protein OSJNBa0008J01.25-1; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0008J01.25-1 - Oryza sativa (japon"	UniRef90_Q7XHW3	"CHR3V7|COORD:8467645..8473476| similar to structural constituent of ribosome [Arabidopsis thaliana] (TAIR:AT2G48110.1); similar to Os07g0681500 [Oryza sativa"	AT3G23590.1	CHR07V5|COORD:28891404..28899269|protein expressed protein	LOC_Os07g48350.1	"no descriptionweakly similar to ( 142)AT3G23590| Symbols:  | similar to structural constituent of ribosome [Arabidopsis thaliana] (TAIR:AT2G48110.1); similar to Os07g0681500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001060654.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAC80015.1) | chr3:8467645-8473476 FORWARD"	not assigned.unknown	35_2

CUST_11461_PI403524517	2	-0.008908272	0.07815361	0.008907318	-0.07178974	-0.09936714	0.55706596	35_3252	"Cluster: GAMYB-binding protein; n=2; Hordeum vulgare subsp. vulgare|Rep: GAMYB-binding protein - Hordeum vulgare var. distichum (Two-rowed barley)"	UniRef90_Q6J6M8	"CHR3V7|COORD:22806679..22809044| ATPOB1 (Arabidopsis thaliana POZ/BTB containing-protein 1); protein binding"	AT3G61600.2	CHR06V5|COORD:18085703..18079932|protein GAMYB-binding protein, putative, expressed	LOC_Os06g31100.1	"no descriptionmoderately similar to ( 325)AT3G61600| Symbols: ATPOB1 | ATPOB1 (Arabidopsis thaliana POZ/BTB containing-protein 1); protein binding | chr3:22806679-22809044 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned BTB BTB"	not assigned.no ontology.BTB/POZ domain-containing protein	35_1_9

CUST_62432_PI403524517	2	-0.18098164	0.11304188	0.085082054	-0.057325363	0.03476143	-0.03476143	35_17804	"Cluster: Os06g0127000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0127000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DEZ9	CHR1V7|COORD:296213..297723| peroxisomal biogenesis factor 11 family protein / PEX11 family protein	AT1G01820.1	CHR06V5|COORD:1422798..1426674|protein peroxisomal membrane protein PEX11-1, putative, expressed	LOC_Os06g03660.1	no descriptionmoderately similar to ( 352)AT1G01820| Symbols: PEX11C | peroxisomal biogenesis factor 11 family protein / PEX11 family protein | chr1:296213-297723 REVERSEnot assigned PEX11	not assigned.no ontology	35_1

CUST_15335_PI403524517	2	0.05356121	0.25759888	0.016139984	-0.09158325	-0.09383392	-0.016139984	35_4424	"Cluster: Hypothetical protein P0524E08.108; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0524E08.108 - Oryza sativa (japonica cultivar"	UniRef90_Q8LHL4	"CHR1V7|COORD:7865537..7865911| Identical to TRM112-like protein At1g22270 [Arabidopsis Thaliana] (GB:Q8LFJ5;GB:Q9LME3); similar to unknown protein"	AT1G22270.1	CHR07V5|COORD:25773645..25772741|protein expressed protein	LOC_Os07g43020.1	"no descriptionweakly similar to ( 124)AT1G22270| Symbols:  | Identical to TRM112-like protein At1g22270 [Arabidopsis Thaliana] (GB:Q8LFJ5;GB:Q9LME3); similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G78190.1); similar to Protein of unknown function DUF343 [Medicago truncatula] (GB:ABE93747.1); contains InterPro domain Protein of unknown function DUF343; (InterPro:IPR005651) | chr1:7865537-7865911 FORWARDnot assigned not assigned not assigned not assigned"	not assigned.unknown	35_2

CUST_74768_PI403524517	2	0.16436386	-0.44396496	0.0068073273	-0.0068073273	-0.26346588	0.046417236	35_21439	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_103803_PI403524517	2	-0.058211327	-0.04824543	0.0019207001	0.048612595	0.21282578	-0.0019207001	35_29594	"Cluster: Small subunit ribosomal protein, putative; n=3; Oryza sativa (japonica cultivar-group)|Rep: Small subunit ribosomal protein, putative - Oryza sativa (j"	UniRef90_Q6ASY6		0	CHR03V5|COORD:15302709..15300624|protein ribosomal protein S11 containing protein, expressed	LOC_Os03g26860.1	no description	not assigned.unknown	35_2

CUST_4479_PI403524517	2	0.057003975	1.2881794	-0.05700302	-0.2672577	-0.30388165	0.10224819	35_1236	Rep: Hypersensitive-induced response protein - Zea mays (Maize)	UniRef90_Q9M582	CHR5V7|COORD:25218546..25219761| band 7 family protein	AT5G62740.1	CHR05V5|COORD:29408904..29403455|protein hypersensitive-induced response protein, putative, expressed	LOC_Os05g51420.5	no descriptionmoderately similar to ( 491)AT5G62740| Symbols:  | band 7 family protein | chr5:25218546-25219761 FORWARDnot assigned Band_7_4 Band_7 HflC Band_7_stomatin_like PHB Band_7 Band_7_HflK Band_7_HflC Band_7_prohibitin	not assigned.no ontology	35_1

CUST_40129_PI403524517	2	0.05469656	0.9391098	-0.19307137	-0.21094608	1.7422695	-0.054696083	35_11541	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_8917_PI399408534	2	-0.14437532	0.08204079	0.46383858	0.21624374	-0.08204031	-0.66440296	35_30558	"Cluster: Os08g0201700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os08g0201700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J7D6	CHR1V7|COORD:20998596..21004552| leucine-rich repeat family protein / protein kinase family protein	AT1G56130.1	CHR08V5|COORD:5878291..5887945|protein SHR5-receptor-like kinase, putative	LOC_Os08g10150.1	no descriptionweakly similar to ( 115)AT1G56130| Symbols:  | leucine-rich repeat family protein / protein kinase family protein | chr1:20998596-21004552 REVERSEnot assigned	signalling.receptor kinases.leucine rich repeat VIII-2	30_2_8_2

CUST_61382_PI403524517	2	0.004043579	0.13662148	0.050655365	-0.026820183	-0.004043579	-0.035606384	35_17517	"Cluster: Peptidylprolyl isomerase PASTICCINO1, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Peptidylprolyl isomerase PASTICCINO1, putat"	UniRef90_Q10KX6	"CHR3V7|COORD:20012020..20016041| PAS1 (PASTICCINO 1); FK506 binding / peptidyl-prolyl cis-trans isomerase"	AT3G54010.1	CHR03V5|COORD:14338134..14349541|protein peptidyl-prolyl isomerase PASTICCINO1, putative, expressed	LOC_Os03g25140.1	" no descriptionhighly similar to ( 729)AT3G54010| Symbols: DEI1, PAS1 | PAS1 (PASTICCINO 1); FK506 binding / peptidyl-prolyl cis-trans isomerase | chr3:20012566-20016041 FORWARDweakly similar to ( 191)FKB70_WHEAT70 kDa peptidyl-prolyl isomerase - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TPR FKBP_C FkpA "	cell.cycle.peptidylprolyl isomerase	31_3_1

CUST_166181_PI403524517	2	0.12007904	-0.9130821	-0.015288353	0.015289307	0.629262	-0.17414856	35_46296	"Cluster: OSJNBb0118P14.4 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBb0118P14.4 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XSC9	CHR1V7|COORD:11844863..11846062| protein binding / zinc ion binding	AT1G32740.1	CHR04V5|COORD:19807021..19808885|protein inhibitor of apoptosis-like protein, putative, expressed	LOC_Os04g33030.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_106006_PI403524517	2	0.0053682327	-0.0053682327	0.00873661	-0.025919914	0.02072525	-0.086333275	35_30179	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_158593_PI403524517	2	-0.31913233	0.3847723	-0.24063301	0.24063301	-0.4243183	1.917675	35_44272	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_16381_PI403524517	2	0.1435976	-0.13317585	0.01052475	0.0045251846	-0.0045251846	-0.04487133	35_4725	"Cluster: Tubby protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Tubby protein, putative, expressed - Oryza sativa (japonica cultiv"	UniRef90_Q2QXB2	"CHR1V7|COORD:28887635..28889271| AtTLP1 (TUBBY LIKE PROTEIN 1); phosphoric diester hydrolase/ transcription factor"	AT1G76900.2	CHR12V5|COORD:3216728..3211526|protein tubby-like protein, putative, expressed	LOC_Os12g06630.2	"no descriptionweakly similar to ( 147)AT1G76900| Symbols: AtTLP1 | AtTLP1 (TUBBY LIKE PROTEIN 1); phosphoric diester hydrolase/ transcription factor | chr1:28887635-28889271 FORWARDnot assigned not assigned Tub"	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_139375_PI403524517	2	0.32135534	0.44491863	0.097886086	-0.09788561	-0.1324606	-0.68589973	35_39089	"Cluster: similar to Glyceraldehyde-3-phosphate dehydrogenase (GAPDH) (LOC307738), mRNA; n=3; Rattus norvegicus|Rep: similar to Glyceraldehyde-3-phosphate dehydr"	UniRef90_UPI0000DC0B77	CHR1V7|COORD:12917162..12917563| AGP5 (ARABINOGALACTAN-PROTEIN 5)	AT1G35230.1	CHR03V5|COORD:25914215..25915779|protein expressed protein	LOC_Os03g45930.1	no description	not assigned.unknown	35_2

CUST_114132_PI403524517	2	0.21535778	0.07021713	0.05600643	-0.05600691	-0.32279205	-0.27725983	35_32390	"Cluster: Eukaryotic translation initiation factor 3 subunit (EIF-3)-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Eukaryotic translation initiation"	UniRef90_Q6ZGV8	CHR1V7|COORD:11399903..11405702| actin binding	AT1G31810.1	CHR02V5|COORD:29769183..29757751|protein expressed protein	LOC_Os02g48620.2	no description	not assigned.unknown	35_2

CUST_87285_PI403524517	2	0.0218153	-0.2515993	0.066887856	0.10429096	-0.0218153	-0.090125084	35_24992	"Cluster: Hypothetical protein P0020D05.9; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0020D05.9 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6YTJ0	CHR3V7|COORD:7079838..7081815| extracellular ligand-gated ion channel	AT3G20300.1	CHR02V5|COORD:21520020..21523108|protein expressed protein	LOC_Os02g35830.1	no descriptionnot assigned not assigned not assigned not assigned PRK12323 PRK07764	not assigned.unknown	35_2

CUST_63759_PI403524517	2	0.09540367	0.49031925	-0.04667759	-0.024400711	-0.008572578	0.008572578	35_18206	"Cluster: Hypothetical protein OSJNBa0067N01.13; n=2; Oryza sativa|Rep: Hypothetical protein OSJNBa0067N01.13 - Oryza sativa (Rice)"	UniRef90_Q947Y3	"CHR5V7|COORD:1254958..1256625| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G31115.1); similar to Os03g0146500 [Oryza sativa (japonica"	AT5G04440.1	CHR03V5|COORD:2560295..2562693|protein expressed protein	LOC_Os03g05320.2	"no descriptionmoderately similar to ( 290)AT5G04440| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G31115.1); similar to Os03g0146500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001048959.1); similar to unnamed protein product [Ostreococcus tauri] (GB:CAL55108.1); contains InterPro domain Galactose-binding like; (InterPro:IPR008979) | chr5:1254958-1256625 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF1997 PRK07764 PRK12323 PRK07003 Atrophin-1 Protamine_P1 PRK05648 PRK12678 TT_ORF1 Totivirus_coat Extensin_2 DUF1421 GRP tatB FAP PRK08853 PRK10819 IER Herpes_BLLF1 Drf_FH1 Tymo_45kd_70kd HPC2"	not assigned.unknown	35_2

CUST_94522_PI403524517	2	0.25275898	0.22687435	-0.07480526	-0.33583164	-0.25386143	0.07480526	35_27020	"Cluster: Os03g0306200 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os03g0306200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DSI7	0	0	CHR03V5|COORD:10861878..10845331|protein nucleotide binding protein, putative, expressed	LOC_Os03g19340.1	no description	not assigned.unknown	35_2

CUST_39601_PI403524517	2	0.016170502	0.021679878	-0.034625053	-0.016169548	0.045843124	-0.13336802	35_11388	"Cluster: Hypothetical protein OSJNBa0029C15.5; n=2; Oryza sativa|Rep: Hypothetical protein OSJNBa0029C15.5 - Oryza sativa (Rice)"	UniRef90_Q8W366	CHR5V7|COORD:7781478..7783336| peptidoglycan-binding LysM domain-containing protein	AT5G23130.1	CHR10V5|COORD:18027729..18030305|protein lysM domain containing protein, expressed	LOC_Os10g34420.1	no descriptionweakly similar to ( 130)AT5G23130| Symbols:  | peptidoglycan-binding LysM domain-containing protein | chr5:7781478-7783336 FORWARD	not assigned.no ontology	35_1

CUST_11614_PI403524517	2	0.010859489	0.052280426	-0.034186363	-0.113910675	0.103969574	-0.010859489	35_3300	"Cluster: Amidase, hydantoinase/carbamoylase family protein, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Amidase, hydantoinase/carbamoylase"	UniRef90_Q2QMN7	CHR5V7|COORD:17529878..17532507| N-carbamyl-L-amino acid hydrolase, putative	AT5G43600.1	CHR12V5|COORD:25058018..25053401|protein N-carbamoyl-L-amino acid hydrolase, putative, expressed	LOC_Os12g40550.1	 no descriptionhighly similar to ( 626)AT5G43600| Symbols:  | N-carbamyl-L-amino acid hydrolase, putative | chr5:17529878-17532507 FORWARDnot assigned PRK09290 PRK12893 PRK12890 PRK12892 PRK12891 Peptidase_M20 ArgE AbgB PepD PRK08651 	protein.degradation	29_5

CUST_58485_PI403524517	2	0.016571999	-0.1790781	-0.012797356	0.05772209	-0.09907055	0.012797356	35_16683	"Cluster: Hydroxyproline-rich glycoprotein family protein, putative, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Hydroxyproline-rich"	UniRef90_Q10PC8	CHR1|COORD:5061861..5065097| hydroxyproline-rich glycoprotein family protein, contains proline-rich extensin domains, INTERPRO:IPR002965	AT1G14710.2	CHR03V5|COORD:7314163..7308216|protein expressed protein	LOC_Os03g13560.1	no descriptionweakly similar to ( 188)AT1G14710| Symbols:  | hydroxyproline-rich glycoprotein family protein | chr1:5062163-5064692 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned PRK12323 DUF1421	not assigned.no ontology	35_1

CUST_78318_PI403524517	2	0.23844814	-0.14929199	-0.01736641	0.008429527	0.119636536	-0.008428574	35_22451	"Cluster: Os02g0602500 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0602500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DZR6	"CHR3V7|COORD:6477859..6478761| similar to 2 coiled coil domains of eukaryotic ori (GB:BAD19345.1); contains InterPro domain Isy1-like splicing; (InterPro:IPR009"	AT3G18790.1	CHR02V5|COORD:23574978..23572529|protein pre-mRNA-splicing factor ISY1, putative, expressed	LOC_Os02g39050.1	"no descriptionvery weakly similar to (53.1)AT3G18790| Symbols:  | similar to 2 coiled coil domains of eukaryotic ori (GB:BAD19345.1); contains InterPro domain Isy1-like splicing; (InterPro:IPR009360) | chr3:6477859-6478761 FORWARDnot assigned Isy1"	not assigned.unknown	35_2

CUST_71681_PI403524517	2	-0.0064816475	0.028998375	0.0064811707	-0.032463074	0.9708195	-0.10122681	35_20548	"Cluster: Heavy-metal-associated domain-containing protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Heavy-metal-associated domain-containing protei"	UniRef90_Q94CS5	"CHR5|COORD:585100..586895| heavy-metal-associated domain-containing protein, low similarity to gi:3168840 copper homeostasis factor; contains Pfam"	AT5G02600.1	CHR01V5|COORD:43468689..43469510|protein metal ion binding protein, putative, expressed	LOC_Os01g74490.1	no descriptionvery weakly similar to (99.0)AT2G28660| Symbols:  | copper-binding family protein | chr2:12302496-12304021 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12678 PRK12323 PRK07764 Tymo_45kd_70kd infB PRK07003 HMA HMA DUF1509	metal handling.binding, chelation and storage	15_2

CUST_158875_PI403524517	2	0.21425247	0.4256096	-0.009676933	-0.28745842	0.0035467148	-0.0035467148	35_44350	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_123329_PI403524517	2	0.023922443	-0.117673874	0.0136499405	-0.013649464	-0.14939499	0.025295258	35_34782	Rep: Elongation factor - Triticum aestivum (Wheat)	UniRef90_Q7XYB6	"CHR1V7|COORD:20971910..20974742| LOS1 (Low expression of osmotically responsive genes 1); translation elongation factor/ translation factor, nucleic acid bindin"	AT1G56070.1	CHR02V5|COORD:18911065..18916199|protein elongation factor 2, putative, expressed	LOC_Os02g32030.1	" no descriptionvery weakly similar to (52.4)AT1G56070| Symbols: AT1G56075.1, LOS1 | LOS1 (Low expression of osmotically responsive genes 1); translation elongation factor/ translation factor, nucleic acid binding | chr1:20971910-20974742 REVERSEvery weakly similar to (53.9)EF2_BETVUElongation factor 2 - Beta vulgaris (Sugar beet)"	protein.synthesis.elongation	29_2_4

CUST_62779_PI403524517	2	0.003440857	0.094735146	-0.012779236	-0.06235504	0.061486244	-0.0034418106	35_17901	"Cluster: Translocase inner membrane-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Translocase inner membrane-like protein - Oryza sativa (japon"	UniRef90_Q6Z4G6	CHR2|COORD:15704913..15706309| mitochondrial import inner membrane translocase (TIM17), nearly identical to SP:Q9SP35 Mitochondrial import inner membrane	AT2G37410.2	CHR07V5|COORD:24761853..24757687|protein mitochondrial import inner membrane translocase subunit Tim17, putative, expressed	LOC_Os07g41330.1	" no descriptionmoderately similar to ( 219)AT2G37410| Symbols: TIM17, ATTIM17-2 | ATTIM17-2 (Arabidopsis thaliana translocase inner membrane subunit 17-2); protein translocase | chr2:15705198-15705929 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Tim17 TIM22 PRK07003 PRK12323 PRK07764 PRK12678 TT_ORF1 PRK09169 "	protein.targeting.mitochondria	29_3_2

CUST_6438_PI403524517	2	-0.1291256	0.530365	-0.0013866425	0.04890442	-0.17040825	0.0013847351	35_1785	"Cluster: Hypothetical protein P0015F11.13; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0015F11.13 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5W6M4	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	CHR05V5|COORD:16101566..16100403|protein expressed protein	LOC_Os05g27780.1	no descriptionnot assigned not assigned PRK12323	not assigned.unknown	35_2

CUST_13156_PI404877155	2	2.6226044E-4	0.33172798	-2.6130676E-4	-0.08380604	-0.15039825	0.0035429	Contig6866_at	OSJNBa0087O24.9 [Oryza sativa (japonica cultivar-group)] ref|XP_474251.1| OSJNBa0087O24.9 [Oryza sativa (japonica cultivar-group)]	CAE03586.1	KH domain-containing protein / zinc finger (CCCH type) family protein	At3g12130.1	protein Zinc finger C-x8-C-x5-C-x3-H type (and similar), putative	Os04g57010	"2.3_cis2 his2-zincfinger   T01691 TTP;"	RNA.regulation of transcription.C3H zinc finger family	27_3_12

CUST_31741_PI403524517	2	0.08373642	0.6503706	-0.012829781	-0.21770573	-0.09338188	0.012828827	35_9158	Rep: H0723C07.11 protein - Oryza sativa (Rice)	UniRef90_Q259N2	"CHR1V7|COORD:18187229..18188102| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G63440.3); similar to Protein of unknown function DUF167 [Medicago"	AT1G49170.1	CHR04V5|COORD:34867209..34865241|protein uncharacterized ACR, YggU family COG1872 containing protein, expressed	LOC_Os04g58970.1	"no descriptionweakly similar to ( 146)AT1G49170| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G63440.3); similar to Protein of unknown function DUF167 [Medicago truncatula] (GB:ABE81179.1); contains InterPro domain Protein of unknown function DUF167; (InterPro:IPR003746) | chr1:18187229-18188102 REVERSEnot assigned DUF167 COG1872 PRK04021"	not assigned.unknown	35_2

CUST_47014_PI403524517	2	0.17255402	-0.052921295	-0.012036324	0.012037277	-0.043873787	0.072262764	35_13460	Rep: Hypothetical protein - Medicago truncatula (Barrel medic)	UniRef90_Q1RZI7	"CHR1V7|COORD:20248013..20248672| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G26060.1); similar to conserved hypothetical protein [Medicago"	AT1G54217.1	CHR05V5|COORD:4868262..4864650|protein expressed protein	LOC_Os05g08854.1	" no descriptionvery weakly similar to (68.6)AT1G54217| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G26060.1); similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE79016.1); contains domain 60S RIBOSOMAL PROTEIN L18A (PTHR10052); contains domain 60S RIBOSOMAL PROTEIN L18A, PLANT (PTHR10052:SF2) | chr1:20248013-20248672 REVERSE"	not assigned.unknown	35_2

CUST_16174_PI403524517	2	0.064655304	0.32342815	-0.020677567	-0.08232498	0.020677567	-0.060429573	35_4664	"Cluster: Hypothetical protein OJ1175_B01.12; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1175_B01.12 - Oryza sativa (japonica cultiv"	UniRef90_Q6K8D8	CHR4V7|COORD:17887027..17888171| threonine endopeptidase	AT4G38100.1	CHR02V5|COORD:31993347..31995386|protein threonine endopeptidase, putative, expressed	LOC_Os02g52260.1	"no descriptionvery weakly similar to (60.1)AT4G01150| Symbols:  | similar to threonine endopeptidase [Arabidopsis thaliana] (TAIR:AT4G38100.1); similar to unknown (GB:AAB00107.1) | chr4:493692-494668 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07764 Atrophin-1"	protein.degradation	29_5

CUST_84155_PI403524517	2	0.022278786	-0.2952118	-0.02227974	-0.12071991	0.94999695	0.16113663	35_24117	"Cluster: Hypothetical protein OSJNBb0050N02.13; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0050N02.13 - Oryza sativa (japonica"	UniRef90_Q8H078	CHR2V7|COORD:13324647..13326595| tetratricopeptide repeat (TPR)-containing protein	AT2G31240.1	CHR03V5|COORD:2736847..2741355|protein kinesin light chain, putative, expressed	LOC_Os03g05540.2	no descriptionmoderately similar to ( 206)AT2G31240| Symbols:  | tetratricopeptide repeat (TPR)-containing protein | chr2:13324647-13326595 REVERSEnot assigned	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_7894_PI399408534	2	-0.2118802	-0.010139465	0.010139465	-0.3108034	0.52814436	0.7462802	35_23426	"Cluster: Os01g0235700 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os01g0235700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JP90	CHR1V7|COORD:109595..111367| basic helix-loop-helix (bHLH) family protein	AT1G01260.1	CHR01V5|COORD:7495193..7491859|protein helix-loop-helix DNA-binding domain containing protein, expressed	LOC_Os01g13460.2	no descriptionweakly similar to ( 161)AT1G01260| Symbols:  | basic helix-loop-helix (bHLH) family protein | chr1:109595-111367 FORWARD	RNA.regulation of transcription.bHLH,Basic Helix-Loop-Helix family	27_3_6

CUST_4877_PI403524517	2	0.1975832	-0.6507187	-0.30313015	0.08886337	0.07395649	-0.07395649	35_1346	Rep: Os01g0919900 protein - Oryza sativa (japonica cultivar-group)	UniRef90_Q0JGJ9	"CHR2V7|COORD:18127184..18129572| SSI2 (fatty acid biosynthesis 2); acyl-[acyl-carrier-protein] desaturase"	AT2G43710.1	CHR01V5|COORD:40477682..40473358|protein acyl-desaturase, chloroplast precursor, putative, expressed	LOC_Os01g69080.1	" no descriptionhighly similar to ( 584)AT2G43710| Symbols: FAB2, SSI2 | SSI2 (fatty acid biosynthesis 2); acyl-[acyl-carrier-protein] desaturase | chr2:18127184-18129572 FORWARDhighly similar to ( 590)STAD_RICCOAcyl-[acyl-carrier-protein] desaturase, chloroplast precursor - Ricinus communis (Castor bean)not assigned not assigned not assigned not assigned not assigned FA_desaturase_2 Acyl_ACP_Desat Ferritin_like "	lipid metabolism.FA synthesis and FA elongation.ACP desaturase	11_1_15

CUST_99853_PI403524517	2	-8.773804E-5	0.99440384	0.0957222	-0.14856148	8.773804E-5	-0.17796421	35_28505	"Cluster: Os05g0564000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0564000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DFY0		0	CHR05V5|COORD:27993221..27988684|protein expressed protein	LOC_Os05g48940.1	no description	not assigned.unknown	35_2

CUST_159146_PI403524517	2	0.13611746	-0.2901616	-0.21613693	0.20985651	2.2463632	-0.13611698	35_44422	"Cluster: OSJNBa0094P09.4 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0094P09.4 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7F959	CHR5V7|COORD:4571444..4574415| lipase family protein	AT5G14180.1	CHR06V5|COORD:25756446..25753841|protein gastric triacylglycerol lipase precursor, putative, expressed	LOC_Os06g42860.1	no descriptionweakly similar to ( 173)AT5G14180| Symbols:  | lipase family protein | chr5:4571444-4574415 REVERSEnot assigned Abhydro_lipase	lipid metabolism.lipid degradation.lipases.triacylglycerol lipase	11_9_2_1

CUST_13369_PI403524517	2	0.006234169	0.24351597	0.050437927	-0.117007256	-0.21759415	-0.0062332153	35_3833	"Cluster: Erwinia chrysanthemi IndA protein homolog-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: Erwinia chrysanthemi IndA protein homolog-like - Oryza"	UniRef90_Q6ZK88	CHR1V7|COORD:18720246..18722728| indigoidine synthase A family protein	AT1G50510.1	CHR08V5|COORD:24801952..24796691|protein uncharacterized enzyme involved in pigment biosynthesis, putative, expressed	LOC_Os08g39420.2	no descriptionmoderately similar to ( 256)AT1G50510| Symbols:  | indigoidine synthase A family protein | chr1:18720246-18722728 FORWARDnot assigned Indigoidine_A IndA	not assigned.no ontology	35_1

CUST_33246_PI403524517	2	0.0754714	-0.7068467	0.11829996	-0.0754714	-0.2957487	0.25760794	35_9585	"Cluster: Putative transcription factor OsGLK2; n=4; Oryza sativa|Rep: Putative transcription factor OsGLK2 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5NAN5	"CHR5V7|COORD:114184..116236| similar to proline-rich family protein [Arabidopsis thaliana] (TAIR:AT3G09000.1); similar to Os01g0141900 [Oryza"	AT5G01280.1	CHR01V5|COORD:7690789..7683686|protein myb-like DNA-binding domain, SHAQKYF class family protein, expressed	LOC_Os01g13740.2	no descriptionnot assigned	not assigned.unknown	35_2

CUST_11565_PI403524517	2	0.17803764	-0.74376774	-0.048854828	0.09114361	0.04885578	-0.06562805	35_3283	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6AST9	"CHR5V7|COORD:3953916..3955286| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G19480.2); similar to expressed protein [Oryza sativa (japonica"	AT5G12230.1	CHR03V5|COORD:24681550..24686524|protein expressed protein	LOC_Os03g44010.2	"no descriptionweakly similar to ( 142)AT5G12230| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G19480.2); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABG22085.1); similar to Os12g0614000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001067267.1) | chr5:3953916-3955286 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned"	not assigned.unknown	35_2

CUST_29613_PI399408534	2	-0.015010834	0.122309685	-0.3878584	0.01500988	-0.08327007	0.5401411	35_21730	"Cluster: OSJNBb0108J11.6 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBb0108J11.6 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XQY5	CHR5V7|COORD:3043124..3044353| U-box domain-containing protein	AT5G09800.1	CHR04V5|COORD:20503469..20505237|protein photoperiod responsive protein, putative, expressed	LOC_Os04g34140.1	no descriptionweakly similar to ( 108)AT5G64660| Symbols:  | U-box domain-containing protein | chr5:25859345-25860607 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07003 Tymo_45kd_70kd Atrophin-1 PRK07764 PRK12678 APC_basic	RNA.regulation of transcription.PHOR1	27_3_64

CUST_9837_PI403524517	2	-0.040958405	-0.18337917	0.07169056	0.040958405	0.061998367	-0.04691696	35_2773	"Cluster: Os08g0254900 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os08g0254900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J6W9	"CHR3V7|COORD:7436097..7437851| similar to hypothetical protein MtrDRAFT_AC151668g4v1 [Medicago truncatula] (GB:ABE87200.1); contains InterPro domain FMN-binding"	AT3G21200.1	CHR08V5|COORD:9418417..9422130|protein expressed protein	LOC_Os08g15500.1	"no descriptionmoderately similar to ( 278)AT3G21200| Symbols:  | similar to hypothetical protein MtrDRAFT_AC151668g4v1 [Medicago truncatula] (GB:ABE87200.1); contains InterPro domain FMN-binding split barrel; (InterPro:IPR009002) | chr3:7436097-7437851 FORWARD"	not assigned.unknown	35_2

CUST_14302_PI399408534	2	-0.029232025	1.1467724	0.12718773	-0.3645916	0.029232979	-0.058470726	35_20570	"Cluster: Putative receptor protein kinase PERK1; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative receptor protein kinase PERK1 - Oryza sativa (japonic"	UniRef90_Q653Y7	CHR5V7|COORD:26208070..26210052| protein kinase, putative	AT5G65530.1	CHR06V5|COORD:27411681..27416604|protein ATP binding protein, putative, expressed	LOC_Os06g45350.4	 no descriptionmoderately similar to ( 312)AT5G65530| Symbols:  | protein kinase, putative | chr5:26208070-26210052 REVERSEweakly similar to ( 150)KPRO_MAIZEPutative receptor protein kinase ZmPK1 precursor - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pkinase_Tyr TyrKc PTKc S_TKc S_TKc Pkinase PTKc_Jak_rpt2 PTKc_Csk_like PTKc_EGFR_like PTKc_c-ros PTKc_Itk PTKc_Fes_like PTKc_Srm_Brk PTKc_Tec_like PTKc_Ack_like SPS1 PTKc_Src_like PTKc_EphR PTKc_Chk PTKc_ALK_LTK PTKc_Fer PTKc_Abl PTKc_FGFR PTKc_Syk_like PTK_HER3 PTKc_Frk_like PTKc_Met_Ron PTKc_Ror PTKc_HER4 PTKc_Lck_Blk PTKc_Tec_Rlk PTKc_EphR_B PTKc_Jak2_Jak3_rpt2 PTKc_EGFR PTKc_Axl_like PTKc_Trk PTKc_Tie2 PTKc_Csk PTKc_Src PTKc_Fes PTKc_InsR_like PTK_CCK4 PTKc_Jak1_rpt2 PTKc_Fyn_Yrk PTKc_FAK PTKc_PDGFR PTKc_RET PTKc_DDR PTKc_EphR_A PTKc_Musk PTKc_Yes PTKc_FGFR4 PTKc_Btk_Bmx PTKc_Tie1 PTKc_Ror1 PTKc_HER2 PTKc_Lyn PTKc_Tie PTKc_Hck PTKc_Tyk2_rpt2 PTKc_EphR_A2 PTKc_FGFR3 PTKc_FGFR1 PTKc_Zap-70 PTKc_Tyro3 PTKc_Ror2 PTKc_Aatyk PTK_Ryk PTKc_FGFR2 PTKc_DDR_like PTKc_Syk PTKc_TrkC PTKc_DDR1 PTKc_TrkA PTKc_Axl PTKc_InsR PTKc_IGF-1R PTKc_TrkB PTKc_DDR2 PTK_Jak_rpt1 PTKc_EphR_A10 PTKc_VEGFR PTKc_Aatyk1_Aatyk3 PTKc_Kit PTKc_CSF-1R PTKc_VEGFR3 PTKc_VEGFR2 	signalling.receptor kinases.DUF 26	30_2_17

CUST_39749_PI403524517	2	0.11652374	0.4916563	0.30380297	-0.15801764	-0.4276743	-0.11652374	35_11432	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_97241_PI403524517	2	0.06355667	0.013863564	-0.022992134	0.06355667	-0.11571884	-0.01386261	35_27773	"Cluster: Putative potassium transporter; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative potassium transporter - Oryza sativa (japonica cultivar-group"	UniRef90_Q5Z6K9	CHR5V7|COORD:4814247..4817670| potassium transporter, putative	AT5G14880.1	CHR06V5|COORD:9036776..9032863|protein potassium transporter 8, putative, expressed	LOC_Os06g15910.1	 no descriptionweakly similar to ( 119)AT5G14880| Symbols:  | potassium transporter, putative | chr5:4814247-4817670 FORWARDweakly similar to ( 108)HAK10_ORYSAK_trans 	transport.potassium	34_15

CUST_11960_PI403524517	2	0.016000748	-0.027051926	0.031047821	-0.016000748	0.061484337	-0.07914543	35_3401	Rep: MLL - Hordeum vulgare var. distichum (Two-rowed barley)	UniRef90_Q4QXS6	CHR1V7|COORD:2946601..2948910| pseudouridine synthase and archaeosine transglycosylase (PUA) domain-containing protein	AT1G09150.1	CHR01V5|COORD:11798270..11794659|protein ligatin, putative, expressed	LOC_Os01g21180.1	no descriptionmoderately similar to ( 274)AT1G09150| Symbols:  | pseudouridine synthase and archaeosine transglycosylase (PUA) domain-containing protein | chr1:2946601-2948910 FORWARDnot assigned not assigned not assigned not assigned not assigned COG2016 PUA PUA	nucleotide metabolism.deoxynucleotide metabolism.pseudouridine synthase	23_5_2

CUST_150053_PI403524517	2	0.057858467	-0.182724	0.15043163	-0.06166172	-0.0134038925	0.013404846	35_41977	"Cluster: Putative RNA-binding protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative RNA-binding protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5Z6Y3	"CHR1V7|COORD:20032930..20034911| CID8; RNA binding / protein binding"	AT1G53650.1	CHR06V5|COORD:20372812..20380427|protein CID11, putative, expressed	LOC_Os06g35030.1	"no descriptionmoderately similar to ( 271)AT1G53650| Symbols: CID8 | CID8; RNA binding | chr1:20032930-20034911 REVERSEnot assigned RRM RRM_1 COG0724"	RNA.RNA binding	27_4

CUST_67620_PI403524517	2	0.11120796	0.39936447	-0.04399681	-0.08627701	-0.1283617	0.043995857	35_19316	"Cluster: Os01g0356500 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0356500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JMW0	CHR1V7|COORD:643063..644485| thiamin pyrophosphokinase, putative	AT1G02880.3	CHR01V5|COORD:14381079..14374480|protein thiamin pyrophosphokinase 1, putative, expressed	LOC_Os01g25440.1	 no descriptionmoderately similar to ( 325)AT1G02880| Symbols:  | thiamin pyrophosphokinase, putative | chr1:643063-644485 REVERSEnot assigned THI80 TPK_catalytic TPK_B1_binding 	Co-factor and vitamine metabolism.thiamine.thiamine diphosphokinase	18_2_1

CUST_79615_PI403524517	2	0.16902256	-0.1741476	-0.06038475	0.06038475	-0.15334225	0.6422281	35_22834	"Cluster: Hypothetical protein OSJNBa0004I20.1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0004I20.1 - Oryza sativa (japonica cu"	UniRef90_Q5VRN4	0	0	CHR06V5|COORD:531434..529833|protein glycerolphosphate mutase, putative	LOC_Os06g01950.1	no description	not assigned.unknown	35_2

CUST_617_PI399407379	2	0.31263447	0.007843971	-0.017724037	-0.007844925	-0.28935146	0.13492584	HvSDR3									

CUST_15659_PI404877155	2	-0.09508324	0.66538525	-0.037096024	0.18798637	-0.004070282	0.004070282	Contig9488_at	GTP-binding family protein [Arabidopsis thaliana] dbj|BAB08866.1| GTP binding protein-like [Arabidopsis thaliana]	NP_200604.1	GTP-binding family protein	At5g57960.1	protein Similar to GTP binding protein	Os11g38020	GTP-binding family protein, similar to SP:P25519 GTP-binding protein hflX {Escherichia coli}	signalling.G-proteins	30_5

CUST_11931_PI403524517	2	-0.014829636	0.503849	0.014830589	-0.14483738	-0.17341995	0.016732216	35_3394	"Cluster: Dehydrogenase, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Dehydrogenase, putative, expressed - Oryza sativa (japonica cultiv"	UniRef90_Q10DL9	CHR1|COORD:28219134..28222046| expressed protein	AT1G75180.3	CHR03V5|COORD:32099053..32103168|protein expressed protein	LOC_Os03g56420.1	"no descriptionmoderately similar to ( 254)AT1G75180| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G19400.2); similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:AAN65010.1); similar to Os03g0775600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001051432.1); contains domain 2-HYDROXYACID DEHYDROGENASE (PTHR10996:SF1); contains domain 2-HYDROXYACID DEHYDROGENASE (PTHR10996) | chr1:28219811-28221572 REVERSE"	not assigned.unknown	35_2

CUST_79255_PI403524517	2	0.282331	-0.0899086	-0.010792255	0.010792255	-0.1313343	0.18146706	35_22735	"Cluster: Hydroxyproline-rich glycoprotein DZ-HRGP precursor; n=1; Volvox carteri f. nagariensis|Rep: Hydroxyproline-rich glycoprotein DZ-HRGP precursor - Volvox"	UniRef90_Q9SBM1	CHR2V7|COORD:6925121..6927401| leucine-rich repeat family protein / extensin family protein	AT2G15880.1	CHR08V5|COORD:395077..393302|protein vegetative cell wall protein gp1 precursor, putative, expressed	LOC_Os08g01690.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned Extensin_2 PRK07003 PRK12323 Tymo_45kd_70kd PRK07764	not assigned.unknown	35_2

CUST_4126_PI399408534	2	0.036569595	0.08473301	0.046212196	-0.060907364	-0.09333372	-0.036570072	35_12053	"Cluster: Uknown protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Uknown protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5WMW4	"CHR1V7|COORD:937919..941067| CHR9/SNF2/SWI2 (chromatin remodeling 9); helicase"	AT1G03750.1	CHR05V5|COORD:8952610..8945423|protein ATP binding protein, putative, expressed	LOC_Os05g15890.2	" no descriptionhighly similar to ( 518)AT1G03750| Symbols: SWI2, SNF2, CHR9 | CHR9/SNF2/SWI2 (chromatin remodeling 9); helicase | chr1:937919-941067 FORWARDvery weakly similar to (94.7)ISW2_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned HepA SNF2_N HELICc HELICc Helicase_C "	RNA.regulation of transcription.Chromatin Remodeling Factors	27_3_44

CUST_167619_PI403524517	2	-0.26297283	-0.02528143	0.12980604	0.09073782	-0.17894173	0.02528143	35_46689	0	0	CHR4V7|COORD:13870388..13873515| proline-rich family protein	AT4G27850.1	0	0	no description	not assigned.unknown	35_2

CUST_23507_PI403524517	2	0.072237015	-0.06887722	-0.0012540817	0.19789505	-0.1165514	0.0012540817	35_6832	"Cluster: ABC transporter family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: ABC transporter family protein, expressed - Oryza sativa (j"	UniRef90_Q2R434	CHR5V7|COORD:4549708..4551634| ATNAP14 (Non-intrinsic ABC protein 14)	AT5G14100.1	CHR11V5|COORD:16826880..16830264|protein cobalt import ATP-binding protein cbiO 1, putative, expressed	LOC_Os11g29850.2	no descriptionvery weakly similar to (87.4)AT5G14100| Symbols: ATNAP14 | ATNAP14 (Non-intrinsic ABC protein 14) | chr5:4549708-4551634 REVERSEnot assigned ABC_cobalt_CbiO_domain1 CbiO ZnuC ABC_ATPase CcmA ABC_Class3 ABC_Metallic_Cations ABC_DR_subfamily_A ABC_Mj1267_LivG_branched ABC_tran LivG ABC_PstB_phosphate_transporter ABC_NikE_OppD_transporters DppF ABC_Iron-Siderophores_B12_Hemin COG4674 Ttg2A ABC_Org_Solvent_Resistant ABC_Carb_Solutes_like MglA ABC_MJ0796_Lo1CDE_FtsE SalX DppD PotA AppF COG1123 FepC ABC_YhbG ABC_subfamily_A TauB ABC_ModC_molybdenum_transporter ABC_DrrA YhbG ABC_cobalt_CbiO_domain2 ABC_Carb_Monos_II ABCC_MRP_Like CysA COG4172 CydD GlnQ ABC_NatA_like ABC_BcrA_bacitracin_resist ABC_NrtD_SsuB_transporters PstB ssuB ABCF_EF-3 Uup ABC_ModC_like ModF ModC ABCG_White ABC_Pro_Gly_Bertaine MalK ABCG_EPDR COG4586 PRK11174 ProV ABC_TM1139_LivF_branched modC ABC_PotA_N ThiQ LivF	transport.ABC transporters and multidrug resistance systems	34_16

CUST_4165_PI403524517	2	0.11316872	-0.46792603	-0.0022220612	0.0022220612	-0.0138549805	0.045238495	35_1152	Rep: Histone H2A variant 1 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_O23628	CHR3V7|COORD:20207510..20208444| histone H2A.F/Z	AT3G54560.1	CHR10V5|COORD:14348672..14350046|protein histone H2A variant 2, putative, expressed	LOC_Os10g28230.1	no descriptionmoderately similar to ( 202)AT3G54560| Symbols:  | histone H2A.F/Z | chr3:20207510-20208444 FORWARDmoderately similar to ( 206)H2AV2_ORYSAnot assigned not assigned H2A H2A HTA1 Histone	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_13859_PI403524517	2	-0.013338089	-0.37990952	0.20121765	0.12770176	-0.03995323	0.013339043	35_3974	"Cluster: Os05g0391200 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0391200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DIG6	"CHR3V7|COORD:21263582..21266092| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G41770.1); similar to hypothetical protein [Oryza sativa (japonica"	AT3G57420.1	CHR05V5|COORD:18914617..18910173|protein expressed protein	LOC_Os05g32500.1	"no descriptionhighly similar to ( 530)AT3G57420| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G41770.1); similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:BAC16125.1); similar to Os07g0656400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001060503.1); similar to Os05g0391200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001055443.1) | chr3:21263582-21266092 REVERSEDUF288"	not assigned.unknown	35_2

CUST_82809_PI403524517	2	-0.22797585	0.019639015	-0.37050056	0.08287048	1.1264639	-0.019638062	35_23747	"Cluster: Hypothetical protein P0007D08.9; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0007D08.9 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6ZC73	CHR5V7|COORD:25496161..25498447| VHS domain-containing protein / GAT domain-containing protein	AT5G63640.1	CHR08V5|COORD:439196..444042|protein protein transporter, putative, expressed	LOC_Os08g01740.2	no descriptionvery weakly similar to (78.6)AT5G63640| Symbols:  | VHS domain-containing protein / GAT domain-containing protein | chr5:25496161-25498447 FORWARD	cell. vesicle transport	31_4

CUST_3732_PI399408534	2	0.16057587	-0.71038914	-0.06634045	0.06634045	-0.17833042	0.21420383	35_14270	"Cluster: OSJNBb0012E08.10 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBb0012E08.10 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XV86	CHR5V7|COORD:24844620..24846868| calnexin 1 (CNX1)	AT5G61790.1	CHR04V5|COORD:19729353..19725839|protein calnexin homolog precursor, putative, expressed	LOC_Os04g32950.1	no descriptionhighly similar to ( 633)AT5G61790| Symbols:  | calnexin 1 (CNX1) | chr5:24844620-24846868 REVERSEhighly similar to ( 650)CALX_SOYBNCalnexin homolog precursor - Glycine max (Soybean)not assigned not assigned Calreticulin	signalling.calcium	30_3

CUST_5746_PI399408534	2	0.3150878	-0.32964134	0.6635175	0.063847065	-0.51405954	-0.063847065	35_30674	"Cluster: Putative 12-oxophytodienoate reductase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative 12-oxophytodienoate reductase - Oryza sativa (japonic"	UniRef90_Q6Z965	"CHR2V7|COORD:2359237..2361968| OPR3 (OPDA-REDUCTASE 3); 12-oxophytodienoate reductase"	AT2G06050.1	CHR08V5|COORD:22414344..22417898|protein 12-oxophytodienoate reductase 3, putative, expressed	LOC_Os08g35740.1	no descriptionvery weakly similar to (96.7)AT2G06050| Symbols: OPR3 | OPR3 (OPDA-REDUCTASE 3) | chr2:2359237-2361968 REVERSEnot assigned OYE_like_FMN NemA OYE_like_5_FMN PRK10605 Oxidored_FMN OYE_like_FMN_family PRK08255 OYE_YqiM_FMN OYE_like_4_FMN	hormone metabolism.jasmonate.synthesis-degradation.12-Oxo-PDA-reductase	17_7_1_5

CUST_20413_PI399408534	2	0.17259121	-0.0574522	0.008244514	-0.008244514	-0.057694435	0.037937164	35_3696	Rep: H0112G12.15 protein - Oryza sativa (Rice)	UniRef90_Q01JK5	CHR5V7|COORD:767616..768583| transcriptional co-activator-related	AT5G03220.1	CHR04V5|COORD:33558232..33555336|protein cofactor required for Sp1 transcriptional activation subunit 9, putative, expressed	LOC_Os04g56640.3	no descriptionmoderately similar to ( 236)AT5G03500| Symbols:  | transcription coactivator | chr5:876672-877659 REVERSEnot assigned MED7	RNA.regulation of transcription.unclassified	27_3_99

CUST_11290_PI403524517	2	-0.01747799	-0.113684654	0.017478943	0.10511494	-0.11745262	0.08638382	35_3199	"Cluster: Putative beta3-glycosyltransferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative beta3-glycosyltransferase - Oryza sativa (japonica"	UniRef90_Q75L84	"CHR2V7|COORD:15594750..15596302| IRX9 (IRREGULAR XYLEM 9); transferase, transferring glycosyl groups"	AT2G37090.1	CHR05V5|COORD:1256917..1263630|protein glycosyltransferase, putative, expressed	LOC_Os05g03174.1	" no descriptionmoderately similar to ( 208)AT2G37090| Symbols: IRX9 | IRX9 (IRREGULAR XYLEM 9); transferase, transferring glycosyl groups | chr2:15594750-15596302 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned GlcAT-I Glyco_transf_43 PRK07003 PRK12323 PRK07764 Protamine_P1 PRK12678 Atrophin-1 eIF-4B Tymo_45kd_70kd PRK05648 DUF390 "	protein.glycosylation	29_7

CUST_15700_PI403524517	2	0.011975288	-0.24032879	-0.011975288	0.11779213	0.166893	-0.012161255	35_4531	"Cluster: Putative WD-repeat protein 12; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative WD-repeat protein 12 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8H594	CHR5V7|COORD:5059054..5062006| transducin family protein / WD-40 repeat family protein	AT5G15550.1	CHR07V5|COORD:24495865..24492007|protein WD-repeat protein 12, putative, expressed	LOC_Os07g40930.1	no descriptionmoderately similar to ( 480)AT5G15550| Symbols:  | transducin family protein / WD-40 repeat family protein | chr5:5059318-5062006 REVERSEvery weakly similar to (59.7)GBLP_CHLREGuanine nucleotide-binding protein subunit beta-like protein - Chlamydomonas reinhardtiinot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned WD40 COG2319	not assigned.no ontology	35_1

CUST_8003_PI403524517	2	0.0989933	-0.8418722	-0.19597816	0.015384674	-0.010062218	0.010062218	35_2228	"Cluster: Putative 26S proteasome regulatory subunit; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative 26S proteasome regulatory"	UniRef90_Q75M19	"CHR2V7|COORD:16705410..16707007| EIF2 (eukaryotic translation initiation factor 2); translation initiation factor"	AT2G39990.1	CHR05V5|COORD:240333..237995|protein eukaryotic translation initiation factor 3 subunit 5, putative, expressed	LOC_Os05g01450.1	"no descriptionmoderately similar to ( 365)AT2G39990| Symbols: EIF2 | EIF2 (eukaryotic translation initiation factor 2); translation initiation factor | chr2:16705410-16707007 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Mov34 JAB_MPN PRK07764 DUF1421 PRK12323 Atrophin-1 HPC2"	protein.degradation.ubiquitin.proteasom	29_5_11_20

CUST_169722_PI403524517	2	0.44304085	0.20058632	-0.02551651	-0.20120525	-0.13430977	0.02551651	35_47274	"Cluster: Hypothetical protein OSJNBb0027B08.4; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0027B08.4 - Oryza sativa (japonica cu"	UniRef90_Q851A1		0	CHR03V5|COORD:34871284..34876328|protein expressed protein	LOC_Os03g61620.2	no description	not assigned.unknown	35_2

CUST_1597_PI403524517	2	0.10101414	2.3904724	0.0065784454	-0.0065784454	-0.3834095	-0.17272377	35_422	Rep: Xyloglucan endotransglycosylase - Hordeum vulgare (Barley)	UniRef90_P93671	"CHR5V7|COORD:23322281..23323610| XTR3 (XYLOGLUCAN ENDOTRANSGLYCOSYLASE 3); hydrolase, acting on glycosyl bonds"	AT5G57550.1	CHR06V5|COORD:29156885..29155427|protein xyloglucan endotransglucosylase/hydrolase protein 23 precursor, putative, expressed	LOC_Os06g48200.1	" no descriptionmoderately similar to ( 298)AT5G57550| Symbols: XTR3 | XTR3 (XYLOGLUCAN ENDOTRANSGLYCOSYLASE 3); hydrolase, acting on glycosyl bonds | chr5:23322281-23323610 REVERSEmoderately similar to ( 288)BRU1_SOYBNBrassinosteroid-regulated protein BRU1 precursor - Glycine max (Soybean)GH16_XET Glyco_hydro_16 Glyco_hydrolase_16 GH16_GPI_glucanosyltransferase GH16_lichenase SKN1 "	cell wall.modification	10_7

CUST_66631_PI403524517	2	0.088030815	0.10993576	0.06687069	-0.17227936	-0.066869736	-0.22022057	35_19026	Rep: OSIGBa0159I10.11 protein - Oryza sativa (Rice)	UniRef90_Q01IH4	CHR3V7|COORD:22409739..22410728| DNA binding	AT3G60590.2	CHR04V5|COORD:26500426..26497339|protein expressed protein	LOC_Os04g45200.2	no descriptionmoderately similar to ( 293)AT3G60590| Symbols:  | DNA binding | chr3:22409739-22410728 FORWARD	not assigned.unknown	35_2

CUST_2669_PI403524517	2	-0.21694756	0.24305725	0.0061416626	0.05042076	-0.16819191	-0.0061426163	35_728	"Cluster: GPX12Hv, glutathione peroxidase-like protein; n=9; Poaceae|Rep: GPX12Hv, glutathione peroxidase-like protein - Hordeum vulgare (Barley)"	UniRef90_Q9SME6	"CHR4V7|COORD:7010015..7011324| ATGPX6 (GLUTATHIONE PEROXIDASE 6); glutathione peroxidase"	AT4G11600.1	CHR02V5|COORD:26923846..26926534|protein phospholipid hydroperoxide glutathione peroxidase, putative, expressed	LOC_Os02g44500.1	" no descriptionmoderately similar to ( 293)AT4G11600| Symbols: PHGPX, LSC803, ATGPX6 | ATGPX6 (GLUTATHIONE PEROXIDASE 6); glutathione peroxidase | chr4:7010015-7011324 REVERSEmoderately similar to ( 285)GPX4_CITSIProbable phospholipid hydroperoxide glutathione peroxidase - Citrus sinensis (Sweet orange)not assigned not assigned not assigned GSH_Peroxidase BtuE GSHPx PRK10606 TlpA_like_family Redoxin AhpC-TSA PRK07764 "	redox.ascorbate and glutathione.glutathione	21_2_2

CUST_15431_PI403524517	2	0.19719124	0.32792854	-0.007416725	0.007416725	-0.02685833	-0.009706497	35_4450	"Cluster: Pentatricopeptide (PPR) repeat-containing protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Pentatricopeptide (PPR) repeat-containing prot"	UniRef90_Q6Z916	"CHR1V7|COORD:29663206..29664759| similar to pentatricopeptide (PPR) repeat-containing protein [Arabidopsis thaliana] (TAIR:AT1G16830.1); similar to"	AT1G78895.1	CHR08V5|COORD:7613950..7610445|protein expressed protein	LOC_Os08g12850.1	"no descriptionweakly similar to ( 137)AT1G78895| Symbols:  | similar to pentatricopeptide (PPR) repeat-containing protein [Arabidopsis thaliana] (TAIR:AT1G16830.1); similar to Os08g0225100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001061282.1) | chr1:29663206-29664759 REVERSEnot assigned"	not assigned.unknown	35_2

CUST_163326_PI403524517	2	0.22206068	0.17648554	-0.029776096	-0.2544179	-0.5821862	0.029776096	35_45547	"Cluster: Putative 3-isopropylmalate dehydrogenase; n=3; Oryza sativa (japonica cultivar-group)|Rep: Putative 3-isopropylmalate dehydrogenase - Oryza sativa (jap"	UniRef90_Q7Y096	CHR5V7|COORD:4576222..4577964| 3-isopropylmalate dehydrogenase	AT5G14200.3	CHR03V5|COORD:25540343..25544855|protein 3-isopropylmalate dehydrogenase 2, chloroplast precursor, putative, expressed	LOC_Os03g45320.1	 no descriptionvery weakly similar to (85.5)AT5G14200| Symbols:  | 3-isopropylmalate dehydrogenase | chr5:4576222-4577964 FORWARDvery weakly similar to (80.9)LEU3_BRANA3-isopropylmalate dehydrogenase, chloroplast precursor - Brassica napus (Rape)not assigned PRK00772 Iso_dh LeuB 	amino acid metabolism.synthesis.branched chain group.leucine specific.3-isopropylmalate dehydrogenase	13_1_4_4_3

CUST_14956_PI403524517	2	-0.062999725	0.11614227	0.0037460327	0.16458511	-0.0037460327	-0.2035923	35_4312	"Cluster: Hypothetical protein P0453H04.34-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0453H04.34-1 - Oryza sativa (japonica cultiv"	UniRef90_Q67UQ4	"CHR1V7|COORD:30408755..30409441| J8; heat shock protein binding / unfolded protein binding"	AT1G80920.1	CHR06V5|COORD:26646797..26645327|protein dnaJ protein, putative, expressed	LOC_Os06g44160.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned DnaJ PRK12323 DnaJ PRK07764 DnaJ PRK07003	not assigned.unknown	35_2

CUST_79014_PI403524517	2	0.06819439	-1.1344328	-0.19171524	-0.009817123	0.12933445	0.00981617	35_22664	Rep: H0124B04.17 protein - Oryza sativa (Rice)	UniRef90_Q259F9	CHR4V7|COORD:13042709..13048124| MSH3 (ARABIDOPSIS HOMOLOG OF DNA MISMATCH REPAIR PROTEIN MSH3)	AT4G25540.1	CHR04V5|COORD:34658107..34650932|protein DNA mismatch repair protein MSH3, putative, expressed	LOC_Os04g58630.1	 no descriptionhighly similar to ( 525)AT4G25540| Symbols: ATMSH3, MSH3 | MSH3 (ARABIDOPSIS HOMOLOG OF DNA MISMATCH REPAIR PROTEIN MSH3) | chr4:13042709-13048124 REVERSEweakly similar to ( 190)MSH2_MAIZEDNA mismatch repair protein MSH2 - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned ABC_MSH3_euk MutS PRK05399 MutS_V ABC_MutS1 MUTSac ABC_MutS_homologs ABC_MSH2_euk ABC_MSH6_euk ABC_MSH5_euk ABC_MSH4_euk ABC_MutS2 COG1193 PRK00409 MUTSd ABC_Class2 ABC_MutS-like MutS_III MutS_IV ABC_ATPase 	DNA.repair	28_2

CUST_104047_PI403524517	2	0.03234577	0.4084525	-0.03234577	-0.21040726	0.6791544	-0.2937727	35_29656	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_21083_PI403524517	2	0.0068769455	0.28526497	0.19426441	-0.055086136	-0.22464085	-0.0068769455	35_6118	"Cluster: Hypothetical protein B1329D01.2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1329D01.2 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q5JJM6	"CHR2V7|COORD:16317059..16319553| similar to unnamed protein product [Ostreococcus tauri] (GB:CAL54696.1); similar to Os01g0367100 [Oryza sativa (japonica"	AT2G39080.1	CHR01V5|COORD:15324973..15320067|protein expressed protein	LOC_Os01g26920.1	"no descriptionmoderately similar to ( 400)AT2G39080| Symbols:  | similar to unnamed protein product [Ostreococcus tauri] (GB:CAL54696.1); similar to Os01g0367100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001043040.1); contains domain NAD(P)-binding Rossmann-fold domains (SSF51735); contains domain no description (G3D.3.40.50.720) | chr2:16317059-16319553 REVERSEWcaG"	not assigned.unknown	35_2

CUST_14296_PI403524517	2	0.0625267	-0.70530605	-0.103238106	0.118076324	0.01824379	-0.01824379	35_4100	"Cluster: Hypothetical protein P0477A12.34; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0477A12.34 - Oryza sativa (japonica cultivar-g"	UniRef90_Q7XHR1	CHR5V7|COORD:20838631..20840351| ubiquinol-cytochrome C chaperone family protein	AT5G51220.1	CHR07V5|COORD:18226723..18220821|protein ubiquinol-cytochrome C chaperone family protein, expressed	LOC_Os07g30790.1	no descriptionmoderately similar to ( 273)AT5G51220| Symbols:  | ubiquinol-cytochrome C chaperone family protein | chr5:20838631-20840351 REVERSEnot assigned not assigned not assigned not assigned COG5452 Ubiq_cyt_C_chap TT_ORF1	protein.targeting.unknown	29_3_99

CUST_32604_PI403524517	2	0.024003983	-0.024003029	0.051265717	-0.1171093	0.045407295	-0.066082	35_9399	"Cluster: OSJNBa0072F16.18 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0072F16.18 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XTF0	"CHR3V7|COORD:9427591..9429406| similar to Os04g0462300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001053001.1); similar to B1358B12.10 [Oryza"	AT3G25805.1	CHR04V5|COORD:22876839..22875000|protein expressed protein	LOC_Os04g38850.1	"no descriptionweakly similar to ( 197)AT3G25805| Symbols:  | similar to Os04g0462300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001053001.1); similar to B1358B12.10 [Oryza sativa (japonica cultivar-group)] (GB:CAE76001.1) | chr3:9427591-9429406 REVERSE"	not assigned.unknown	35_2

CUST_11277_PI403524517	2	0.010673046	-0.099211216	0.1830411	0.16688442	-0.08956766	-0.010673046	35_3196	Rep: Tonoplast ABC transporter IDI7 - Hordeum vulgare (Barley)	UniRef90_Q7GBY1	"CHR5V7|COORD:15642889..15646850| ATTAP2 (Arabidopsis thaliana transporter associated with antigen processing protein 2); ATPase, coupled to transmembrane moveme"	AT5G39040.1	CHR03V5|COORD:31088744..31094229|protein ATP-binding cassette sub-family B member 10, mitochondrial precursor, putative, expressed	LOC_Os03g54790.1	" no descriptionhighly similar to ( 857)AT5G39040| Symbols: ATTAP2 | ATTAP2 (Arabidopsis thaliana transporter associated with antigen processing protein 2); ATPase, coupled to transmembrane movement of substances | chr5:15642889-15646850 FORWARDmoderately similar to ( 321)MDR_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned MdlB SunT PRK11176 ABC_MTABC3_MDL1_MDL2 ABCC_MsbA PRK10789 ABCC_ATM1_transporter CydD ATM1 ABCC_Glucan_exporter_like PRK10790 CydC ABCC_TAP ABCC_Hemolysin ABCC_MRP_Like PRK11160 ArpD ABCC_bacteriocin_exporters PRK11174 ABCC_MRP_domain2 ABC_membrane ABC_PstB_phosphate_transporter ABC_cobalt_CbiO_domain1 ABC_Carb_Solutes_like ABC_NrtD_SsuB_transporters CbiO ABC_tran ABCC_cytochrome_bd GlnQ ABCC_Protease_Secretion AbcC ABCC_NFT1 CcmA FepC PotA ABC_NikE_OppD_transporters TauB SalX ABC_Org_Solvent_Resistant ABC_MetN_methionine_transporter MalK ABC_MJ0796_Lo1CDE_FtsE ABCC_MRP_domain1 COG1123 ABC_Class3 PstB ABC_PotA_N OpuBA ABCC_SUR2 ABC_Metallic_Cations DppF ZnuC ABC_HisP_GlnQ_permeases ABC_ModC_like CysA ABC_Iron-Siderophores_B12_Hemin ABC_TM1139_LivF_branched Ttg2A DppD ABC_OpuCA_Osmoprotection ABC_DR_subfamily_A ThiQ ABC_ModC_molybdenum_transporter MglA LivF ABC_Pro_Gly_Bertaine ABC_Mj1267_LivG_branched FtsE ABC_cobalt_CbiO_domain2 ABC_ATPase AppF ABC_YhbG potA ABC_drug_resistance_like LivG COG4178 ProV ABC_MalK_N ABC_CysA_sulfate_importer NatA COG3845 ABC_PhnC_transporter YhbG COG3638 metN COG4172 TauB ABC_subfamily_A ABCG_EPDR PRK11264 fbpC tauB PRK10070 PvdE ABC_ThiQ_thiamine_transporter PRK10744 thiQ COG4619 ModC ABC_FtsE_transporter ABC_NatA_sodium_exporter glnQ HisP COG4559 fecE ssuB dppF sufC ArtP PRK10851 Uup ABCC_SUR1_N ABCC_CFTR1 SapF ABCG_White artP btuD TagH PRK10419 PRK09700 COG4181 ModF ABC_BcrA_bacitracin_resist potG PhnK COG4136 ABCC_CFTR2 PRK10619 PRK10247 araG ABC_DrrA modC ABC_FeS_Assembly PRK10418 ABC_KpsT_Wzt ABC_Carb_Monos_I CeuD COG4674 ABC_putative_ATPase PRK10535 COG4586 PRK11000 PRK10261 PRK10522 PRK10575 livG ugpC ABC_Carb_Monos_II PRK11831 PRK10762 ABC_CcmA_heme_exporter PRK03695 ABC_NatA_like ABC_PDR_domain1 ABCD_peroxisomal_ALDP lolD CcmA COG4152 znuC PRK10908 PRK10895 PRK10253 livF PRK11147 PRK11819 phnK ABC_PDR_domain2 PRK10982 PRK10584 BtuD ycf16 PRK09984 ABC_UvrA_II PhnK PhnL SapD oppD dppD AAA sufC PRK10636 COG2401 UvrA AAA ABCF_EF-3 PRK10938 ABC_UvrA COG1245 uvrA ABC_RNaseL_inhibitor_domain2 ABC_RNaseL_inhibitor "	transport.ABC transporters and multidrug resistance systems	34_16

CUST_82258_PI403524517	2	0.46372795	-0.26279354	0.16284943	-0.08130264	0.08130264	-0.10428715	35_23592	"Cluster: Heavy metal-associated domain containing protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Heavy metal-associated domain"	UniRef90_Q2QXS5	CHR3V7|COORD:1853054..1854679| heavy-metal-associated domain-containing protein	AT3G06130.1	CHR12V5|COORD:2192737..2197849|protein metal ion binding protein, putative, expressed	LOC_Os12g05040.5	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Drf_FH1 Extensin_2 GRP TT_ORF1 PRK06958	not assigned.unknown	35_2

CUST_137641_PI403524517	2	0.035440445	-0.39096642	-0.015532494	0.057990074	-0.039907455	0.01553154	35_38601	"Cluster: Os01g0819400 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0819400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JI74	"CHR3V7|COORD:2641493..2642495| UBC11 (ubiquitin-conjugating enzyme 11); ubiquitin-protein ligase"	AT3G08690.1	CHR01V5|COORD:35264569..35268845|protein ubiquitin-conjugating enzyme E2-17 kDa, putative, expressed	LOC_Os01g60410.3	"no descriptionmoderately similar to ( 206)AT3G08690| Symbols: UBC11 | UBC11 (ubiquitin-conjugating enzyme 11); ubiquitin-protein ligase | chr3:2641493-2642495 FORWARDweakly similar to ( 112)UBC2_MEDSAUbiquitin-conjugating enzyme E2-17 kDa - Medicago sativa (Alfalfa)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG5078 UBCc UQ_con UBCc tolA TolA TolA TT_ORF1 Caldesmon"	protein.degradation.ubiquitin.E2	29_5_11_3

CUST_47693_PI403524517	2	0.00932312	-0.29514313	-0.12427521	-0.009321213	0.013208389	0.060710907	35_13647	"Cluster: Chromosome undetermined SCAF14565, whole genome shotgun sequence; n=1; Tetraodon nigroviridis|Rep: Chromosome undetermined SCAF14565, whole genome shot"	UniRef90_Q4SKJ3	CHR5V7|COORD:24068875..24069186| histone H4	AT5G59690.1	CHR10V5|COORD:20690219..20689571|protein histone H4, putative, expressed	LOC_Os10g39410.1	no descriptionweakly similar to ( 162)AT5G59970| Symbols:  | histone H4 | chr5:24163578-24163889 REVERSEweakly similar to ( 162)H4_PEAHistone H4 - Pisum sativum (Garden pea)not assigned not assigned H4 H4 HHT1 Histone	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_170224_PI403524517	2	0.26788855	-0.46660852	0.08315182	-0.19453382	-0.06580734	0.06580734	35_47412	"Cluster: Putative heat shock protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative heat shock protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q94H83	CHR5V7|COORD:14834265..14835560| DNAJ heat shock N-terminal domain-containing protein	AT5G37380.2	CHR03V5|COORD:16275886..16272407|protein dnaJ domain containing protein, expressed	LOC_Os03g28310.1	no descriptionvery weakly similar to (63.5)AT5G37380| Symbols:  | heat shock protein binding / unfolded protein binding | chr5:14834265-14835560 REVERSE	stress.abiotic.heat	20_2_1

CUST_73920_PI403524517	2	0.086361885	0.145401	-0.06950092	-0.1130352	-0.2748642	0.06949997	35_21198	"Cluster: Os04g0278200 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os04g0278200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JEG4	0	0	CHR04V5|COORD:11739982..11773259|protein expressed protein	LOC_Os04g20960.1	no description	not assigned.unknown	35_2

CUST_75781_PI403524517	2	0.11983585	-0.17907524	-0.016087532	-0.18264198	0.016088486	0.053663254	35_21725	"Cluster: Pentatricopeptide (PPR) repeat-containing protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Pentatricopeptide (PPR) repeat-containing prot"	UniRef90_Q5JLG3	"CHR2V7|COORD:7223019..7225143| similar to MATE efflux family protein [Arabidopsis thaliana] (TAIR:AT4G21900.1); similar to Tetratricopeptide-like"	AT2G16650.1	CHR01V5|COORD:43025907..43021939|protein antiporter/ drug transporter/ transporter, putative, expressed	LOC_Os01g73690.1	"no descriptionmoderately similar to ( 357)AT2G16650| Symbols:  | similar to MATE efflux family protein [Arabidopsis thaliana] (TAIR:AT4G21900.1); similar to Tetratricopeptide-like helical [Medicago truncatula] (GB:ABE80926.1); similar to Os01g0968000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001045514.1); contains InterPro domain Protein prenyltransferase; (InterPro:IPR008940) | chr2:7223019-7225143 REVERSE"	transport.misc	34_99

CUST_58776_PI403524517	2	0.23423862	-0.60146236	0.014731407	-0.22874546	-0.014731407	0.26473808	35_16772	"Cluster: Os01g0130400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0130400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JQZ2	"CHR1V7|COORD:25738098..25741560| ATXYL1/XYL1 (ALPHA-XYLOSIDASE 1); alpha-N-arabinofuranosidase/ hydrolase, hydrolyzing O-glycosyl compounds / xylan"	AT1G68560.1	CHR01V5|COORD:1695005..1699892|protein alpha-D-xylosidase, putative, expressed	LOC_Os01g03950.1	" no descriptionweakly similar to ( 127)AT1G68560| Symbols: ATXYL1, XYL1 | ATXYL1/XYL1 (ALPHA-XYLOSIDASE 1); alpha-N-arabinofuranosidase/ hydrolase, hydrolyzing O-glycosyl compounds / xylan 1,4-beta-xylosidase | chr1:25738098-25741560 REVERSEvery weakly similar to (50.4)AGLU_SPIOLAlpha-glucosidase precursor - Spinacia oleracea (Spinach)not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK12678 PRK09169 PRK07764 Herpes_UL56 PRK07003 DUF1421 "	misc.gluco-, galacto- and mannosidases	26_3

CUST_106747_PI403524517	2	0.18066645	0.05057621	-0.05057621	-0.29386425	-0.064148426	0.2800455	35_30379	Rep: Hypothetical protein - Crocodilepox virus	UniRef90_Q06ZX9	CHR4V7|COORD:13750674..13751825| plastocyanin-like domain-containing protein	AT4G27520.1	0	0	no description	not assigned.unknown	35_2

CUST_9757_PI404877155	2	-0.026474953	-0.055463314	0.12765217	0.026474953	-0.12919474	0.12289858	Contig3483_s_at	0	AAP21417.1	lipid transfer protein 3 (LTP3)	At5g59320.1	protein lipid transfer protein	Os11g02350	0.2_HMGI_Y T01851	lipid metabolism.lipid transfer proteins etc	11_6

CUST_118593_PI403524517	2	0.06859875	-0.1914177	-0.053115845	0.053115845	-0.16216755	0.08221245	35_33574	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_17752_PI399408534	2	0.022997856	0.15882969	0.032989502	-0.29050827	-0.25579643	-0.02299881	35_1591	"Cluster: Putative zwille protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative zwille protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q9SDG8	CHR2V7|COORD:11543873..11548581| AGO4 (ARGONAUTE 4)	AT2G27040.1	CHR01V5|COORD:9635679..9628091|protein argonaute-like protein, putative, expressed	LOC_Os01g16870.4	no descriptionnearly identical (1048)AT2G27040| Symbols: AGO4 | AGO4 (ARGONAUTE 4) | chr2:11543873-11548581 REVERSEnot assigned not assigned Piwi_ago-like Piwi Piwi_piwi-like_Euk Piwi-like PAZ PAZ_argonaute_like DUF1785	RNA.regulation of transcription.Argonaute	27_3_36

CUST_7381_PI399408534	2	1.4792576	2.1246948	1.8587332	-1.5606852	-1.6796546	-1.4792576	35_27843	"Cluster: Protein kinase domain containing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Protein kinase domain containing protein - Oryza sativa (jap"	UniRef90_Q2QQC1	CHR3V7|COORD:20764882..20767326| protein kinase family protein	AT3G55950.1	CHR12V5|COORD:18956069..18958083|protein protein kinase domain containing protein	LOC_Os12g31560.1	no descriptionweakly similar to ( 128)AT3G55950| Symbols:  | protein kinase family protein | chr3:20764882-20767326 REVERSEvery weakly similar to (97.8)CRI4_MAIZEPutative receptor protein kinase CRINKLY4 precursor - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase PTKc Pkinase_Tyr TyrKc PTKc_Ror SPS1 PTKc_Jak_rpt2 PTKc_Trk PTKc_Csk_like PTKc_Itk PTKc_Srm_Brk PTKc_Tec_like PTKc_Tec_Rlk PTKc_DDR PTKc_EphR_B PTKc_EphR PTKc_Src_like PTKc_Fes_like PTKc_EphR_A2 PTKc_TrkC PTKc_EphR_A PTKc_TrkB PTKc_FGFR PTKc_DDR1	signalling.receptor kinases.DUF 26	30_2_17

CUST_87265_PI403524517	2	-0.08868408	0.38428783	0.18359184	-0.12009716	-0.2516098	0.08868408	35_24987	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_50335_PI403524517	2	0.18975449	-0.1189127	0.21507263	-0.018036842	-0.05230522	0.018037796	35_14361	"Cluster: Putative RNA-binding protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative RNA-binding protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ESU4	"CHR1V7|COORD:11875154..11877168| CID11; RNA binding / protein binding"	AT1G32790.1	CHR06V5|COORD:20372812..20380427|protein CID11, putative, expressed	LOC_Os06g35030.1	"no descriptionmoderately similar to ( 295)AT1G53650| Symbols: CID8 | CID8; RNA binding | chr1:20032930-20034911 REVERSEnot assigned not assigned not assigned not assigned not assigned RRM RRM_1 PRK07764 PRK12323 COG0724"	RNA.RNA binding	27_4

CUST_30491_PI403524517	2	0.038742065	-0.12539768	-0.008639336	-0.09629154	0.008638382	0.03249836	35_8802	"Cluster: Calcineurin B-like; n=3; Oryza sativa (japonica cultivar-group)|Rep: Calcineurin B-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5N8E2	"CHR4V7|COORD:15924824..15926401| CBL10 (calcineurin B-like protein 10); calcium ion binding"	AT4G33000.2	CHR01V5|COORD:29895394..29898331|protein calcineurin B-like protein 10, putative, expressed	LOC_Os01g51420.1	no description	not assigned.unknown	35_2

CUST_18907_PI404877155	2	0.2558155	-1.176506	-0.12095165	0.48236942	0.04590988	-0.045908928	HW08H22u_at	0	0	proline-rich family protein	At1g70990.1	0	0	heat shock protein 80	stress.abiotic.heat	20_2_1

CUST_7975_PI404877155	2	0.2522831	0.0033226013	-0.0066375732	-0.003323555	-0.12244606	0.13822937	Contig23488_at	putative sugar transporter protein [Oryza sativa (japonica cultivar-group)] gb|AAP55176.1| putative sugar transporter protein [Oryza sativa	NP_922890.1	sugar transporter family protein	At5g17010.1	protein putative sugar transporter protein	Os10g42830	"sugar transporter family protein, similar to D-xylose proton-symporter (Lactobacillus brevis) GI:2895856; contains Pfam profile PF00083: major facilitator superfamily protein or  similar to sugar transporter family protein [Arabidopsis thaliana] (TAIR:At3"	transporter.sugars	34_2

CUST_18093_PI404877155	2	-0.026626587	-0.3438959	-0.23881912	0.06368446	0.086735725	0.026625633	HVSMEc0001C18f2_at	0	0	0	0	0	0	nuclear transcription factor SLN1/RGA1-like protein, possible involvement in nitrogen metabolism	hormone metabolism.gibberelin.signal transduction	17_6_2

CUST_1473_PI399408534	2	0.014101982	-0.2645464	0.11991072	0.03907156	-0.014101505	-0.14023972	35_7489	"Cluster: Putative leucine-rich receptor-like protein kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative leucine-rich receptor-like protein kinase"	UniRef90_Q9ARQ7	"CHR1V7|COORD:9996900..10000157| HSL1 (HAESA-LIKE 1); ATP binding / kinase/ protein serine/threonine kinase"	AT1G28440.1	CHR01V5|COORD:7735876..7739716|protein receptor-like protein kinase 5 precursor, putative, expressed	LOC_Os01g13800.1	"no descriptionvery weakly similar to (68.6)AT1G28440| Symbols: HSL1 | HSL1 (HAESA-LIKE 1); ATP binding / kinase/ protein serine/threonine kinase | chr1:9996900-10000157 FORWARDnot assigned not assigned PRK12323 LRRNT_2 PRK07003"	signalling.receptor kinases.leucine rich repeat III	30_2_3

CUST_18536_PI403524517	2	-0.042315483	-0.3968773	0.035365105	0.038769722	0.013258934	-0.013258934	35_5357	"Cluster: Putative glycosyltransferase protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative glycosyltransferase protein - Oryza sativa (japonica"	UniRef90_Q75IZ5	"CHR2V7|COORD:8965008..8966691| GAUT10/LGT4 (Galacturonosyltransferase 10); polygalacturonate 4-alpha-galacturonosyltransferase/ transferase,"	AT2G20810.1	CHR03V5|COORD:17068705..17064059|protein transferase, transferring glycosyl groups, putative, expressed	LOC_Os03g30000.1	" no descriptionmoderately similar to ( 366)AT2G20810| Symbols: GAUT10, LGT4 | GAUT10/LGT4 (Galacturonosyltransferase 10); polygalacturonate 4-alpha-galacturonosyltransferase/ transferase, transferring glycosyl groups / transferase, transferring hexosyl groups | chr2:8965008-8966691 FORWARDGlyco_transf_8 RfaJ "	misc.UDP glucosyl and glucoronyl transferases	26_2

CUST_80178_PI403524517	2	-0.04485798	-0.014852524	-0.009552956	0.009552002	0.04092884	0.08292961	35_22993	"Cluster: CASP C terminal, putative; n=3; Oryza sativa (japonica cultivar-group)|Rep: CASP C terminal, putative - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53RI9	CHR3V7|COORD:6336930..6341602| CCAAT displacement protein-related / CDP-related	AT3G18480.1	CHR03V5|COORD:28620469..28628207|protein protein CASP, putative, expressed	LOC_Os03g50300.1	no descriptionweakly similar to ( 155)AT3G18480| Symbols:  | CCAAT displacement protein-related / CDP-related | chr3:6336930-6341602 FORWARDnot assigned CASP_C	not assigned.no ontology	35_1

CUST_29698_PI403524517	2	-0.17315769	-0.0021352768	0.15393925	0.0021362305	0.016839981	-0.3028965	35_8577	"Cluster: Putative oligopeptide transporter protein; n=4; Poaceae|Rep: Putative oligopeptide transporter protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q75LM0	"CHR5V7|COORD:25768147..25772200| ATOPT4 (oligopeptide transporter 4); oligopeptide transporter"	AT5G64410.1	CHR03V5|COORD:30914182..30910006|protein oligopeptide transporter 3, putative, expressed	LOC_Os03g54000.2	"no descriptionweakly similar to ( 184)AT5G64410| Symbols: ATOPT4 | ATOPT4 (oligopeptide transporter 4); oligopeptide transporter | chr5:25768147-25772200 REVERSEnot assigned not assigned OPT"	transport.peptides and oligopeptides	34_13

CUST_18587_PI403524517	2	-0.018547058	0.26741028	0.018547058	-0.1461134	-0.04610443	0.06293297	35_5374	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q109V1	0	0	CHR10V5|COORD:8999267..9005164|protein expressed protein	LOC_Os10g18364.1	no description	not assigned.unknown	35_2

CUST_16819_PI403524517	2	0.43737984	0.19541359	0.086833	-0.086833	-0.2277813	-0.15346718	35_4855	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_57865_PI403524517	2	0.14034939	-0.36818218	-0.118370056	0.10479927	-0.003665924	0.003665924	35_16497	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53LT9	CHR1|COORD:24245411..24248651| expressed protein	AT1G65270.1	CHR11V5|COORD:8978418..8982926|protein expressed protein	LOC_Os11g16320.1	"no descriptionweakly similar to ( 176)AT1G65270| Symbols:  | similar to Unknown (protein for IMAGE:6863324) [Xenopus laevis] (GB:AAH84304.1); similar to Unknown (protein for IMAGE:8320811) [Xenopus laevis] (GB:AAI24845.1); similar to Os11g0264600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001067654.1) | chr1:24245518-24248167 FORWARDnot assigned"	not assigned.unknown	35_2

CUST_16656_PI404877155	2	0.042250633	0.3774023	-0.042251587	-0.17979431	-0.15714645	0.45219994	HD07P18r_at	OSJNBb0085F13.5 [Oryza sativa (japonica cultivar-group)] emb|CAE04612.2| OSJNBb0004G23.10 [Oryza sativa (japonica cultivar-group)]	CAE02758.1	5705177|arginase	At4g08900.1	protein arginase (ec 3.5.3.1). [mouse-ear cress	Os04g01590	arginase, identical to Swiss-Prot:P46637 arginase (EC 3.5.3.1) (Arabidopsis thaliana)	amino acid metabolism.degradation.glutamate family.arginine	13_2_2_3

CUST_20630_PI399408534	2	0.31606436	-0.32638597	0.11624622	-0.036684036	-0.013609409	0.0136089325	35_10526	Rep: Protein kinase - Oryza sativa (Rice)	UniRef90_Q40713	CHR4V7|COORD:15599976..15602441| lectin protein kinase family protein	AT4G32300.1	CHR06V5|COORD:17163868..17159337|protein ATP binding protein, putative, expressed	LOC_Os06g29810.2	no descriptionweakly similar to ( 197)AT4G32300| Symbols:  | lectin protein kinase family protein | chr4:15599976-15602441 FORWARDweakly similar to ( 102)KPRO_MAIZEPutative receptor protein kinase ZmPK1 precursor - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TyrKc Pkinase_Tyr PTKc S_TKc PTKc_Jak_rpt2 S_TKc PTKc_Trk Pkinase PTKc_Csk_like PTKc_TrkB PTKc_Srm_Brk PTKc_TrkA PTKc_Src_like PTKc_EphR PTKc_Fes_like PTKc_Ror PTKc_Itk PTKc_Musk PTKc_EGFR_like PTKc_Jak2_Jak3_rpt2 PTKc_InsR_like PTKc_TrkC PTKc_Lyn PTKc_Frk_like PTKc_DDR	signalling.receptor kinases.DUF 26	30_2_17

CUST_27015_PI403524517	2	0.072681904	-0.13541842	0.0014061928	-0.028488636	0.8275533	-0.0014061928	35_7823	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53M57	"CHR3V7|COORD:22141018..22141410| (ARGOS); unknown protein"	AT3G59900.1	CHR11V5|COORD:7935216..7933880|protein auxin-inducible protein, putative, expressed	LOC_Os11g14190.2	no descriptionnot assigned	not assigned.unknown	35_2

CUST_3725_PI404877155	2	0.15198517	0.029135704	-0.029136658	-0.14941025	-0.07539272	0.2402544	Contig14328_at	Homeobox protein KNOX3 (Hooded protein) pir||S58871 homeotic protein Knox3 - barley	Q43484	homeobox protein knotted-1 like 1 (KNAT1)	At4g08150.1	protein homeobox 1 protein OSH1	Os03g51690	homeobox protein knotted-1 like 1 (KNAT1), identical to homeobox protein knotted-1 like 1  (KNAT1) SP:P46639 from (Arabidopsis thaliana)	RNA.regulation of transcription.HB,Homeobox transcription factor family	27_3_22

CUST_9875_PI404877155	2	-2.7370453E-4	0.5358715	-0.09542084	2.7370453E-4	-0.14253998	0.05505085	Contig3599_at	ESTs AU056822(S20908),C26441(C12328), C28477(C61243) correspond to a region of the predicted gene.~Similar to Arabidopsis	NP_909353.1	short-chain acyl-CoA oxidase	At3g51840.1	protein Acyl-CoA dehydrogenase, C-terminal domain, putative	Os05g07090	NONE	lipid metabolism.lipid degradation.beta-oxidation.acyl CoA DH	11_9_4_02

CUST_480_PI399408534	2	0.122018814	-0.031342506	-0.018249512	-0.057828903	0.018248558	0.023423195	35_4844	"Cluster: Transcriptional factor B3-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Transcriptional factor B3-like - Oryza sativa (japonica cultivar-group"	UniRef90_Q69V36	CHR3V7|COORD:6637561..6639041| DNA binding	AT3G19184.1	CHR06V5|COORD:4761005..4763619|protein DNA binding protein, putative, expressed	LOC_Os06g09420.1	no descriptionvery weakly similar to (73.9)AT3G19184| Symbols:  | DNA binding | chr3:6637561-6639041 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned B3 PRK12323	RNA.regulation of transcription.B3 transcription factor family	27_3_41

CUST_18489_PI404877155	2	-0.3820014	0.3153572	0.05556822	0.15675592	-0.05556822	-0.597311	HVSMEi0013P16r2_at	0	0	0	0	0	0	NONE	RNA.processing	27_1

CUST_168846_PI403524517	2	0.472157	-0.19281197	-0.08047438	-0.27078676	2.1960301	0.08047438	35_47022	"Cluster: Hypothetical protein P0445D12.10; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0445D12.10 - Oryza sativa (japonica cultivar-g"	UniRef90_Q9ART8	CHR5V7|COORD:25235889..25237193| seven in absentia (SINA) family protein	AT5G62800.1	CHR01V5|COORD:1250830..1252437|protein ubiquitin-protein ligase/ zinc ion binding protein, putative, expressed	LOC_Os01g03190.1	no descriptionvery weakly similar to (68.2)AT5G62800| Symbols:  | seven in absentia (SINA) family protein | chr5:25235889-25237193 FORWARDvery weakly similar to (50.1)SINAL_DROMEProbable E3 ubiquitin-protein ligase sina-like CG13030 - Drosophila melanogaster (Fruit fly)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF1777 TT_ORF1 PRK12323 Protamine_P1	development.unspecified	33_99

CUST_11196_PI404877155	2	-0.2337513	0.6120539	-0.06216526	0.10512638	-0.059508324	0.059509277	Contig4861_at	OSJNBb0039L24.13 [Oryza sativa (japonica cultivar-group)] ref|XP_473296.1| OSJNBb0039L24.13 [Oryza sativa (japonica cultivar-group)]	CAE04574.1	remorin family protein	At5g23750.2	protein Remorin, C-terminal region, putative	Os04g45070	NONE	RNA.regulation of transcription.unclassified	27_3_99

CUST_21090_PI403524517	2	0.14282322	-0.12734222	0.02005577	-0.020056248	0.13386393	-0.17877674	35_6120	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QN77	"CHR5V7|COORD:24579657..24581621| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G08010.1); similar to expressed protein [Oryza sativa (japonica"	AT5G61040.1	CHR12V5|COORD:23764405..23760790|protein expressed protein	LOC_Os12g38730.2	"no descriptionvery weakly similar to (62.0)AT5G61040| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G08010.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABA99007.2) | chr5:24579657-24581621 REVERSE"	not assigned.unknown	35_2

CUST_2179_PI403524517	2	0.3003993	-0.116117954	-0.0071287155	0.29977608	0.0071282387	-0.11502266	35_585	Rep: HMG1/2-like protein - Triticum aestivum (Wheat)	UniRef90_P40621	0	0	CHR06V5|COORD:30992256..30994284|protein DNA-binding protein MNB1B, putative, expressed	LOC_Os06g51220.6	no description	not assigned.unknown	35_2

CUST_179209_PI403524517	2	0.050376892	0.22441149	-0.11991215	-0.050376415	-0.115223885	2.741499	35_49841	"Cluster: Senescence-associated protein-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: Senescence-associated protein-like - Oryza sativa (japonica cultiv"	UniRef90_Q5Z407	"CHR2V7|COORD:8942869..8944373| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G20230.1); similar to Os04g0679900 [Oryza sativa (japonica"	AT2G20740.1	CHR06V5|COORD:31180666..31183728|protein expressed protein	LOC_Os06g51480.1	no descriptionnot assigned TT_ORF1 PRK07003	not assigned.unknown	35_2

CUST_71940_PI403524517	2	0.38141727	0.07617378	-0.076173306	-0.14416218	-0.23073292	3.6407013	35_20623	Cluster: Mannosylglycoprotein endo-beta-mannosidase (EC 3.2.1.152) (Endo-beta- mannosidase) [Contains: Mannosylglycoprotein endo-beta-mannosidase 31 kDa subunit	UniRef90_Q5H7P5	CHR1V7|COORD:2895262..2899290| glycoside hydrolase family 2 protein	AT1G09010.1	CHR05V5|COORD:18927734..18936628|protein mannosylglycoprotein endo-beta-mannosidase, putative, expressed	LOC_Os05g32530.1	no descriptionmoderately similar to ( 296)AT1G09010| Symbols:  | glycoside hydrolase family 2 protein | chr1:2895262-2899290 REVERSEmoderately similar to ( 312)EBM_LILLOMannosylglycoprotein endo-beta-mannosidase - Lilium longiflorum (Trumpet lily)Glyco_hydro_2_N LacZ	misc.gluco-, galacto- and mannosidases	26_3

CUST_14069_PI403524517	2	-0.07939339	0.5506716	0.06707859	0.09876633	-0.06707764	-0.21528053	35_4034	Rep: Temperature-induced lipocalin-2 - Hordeum vulgare (Barley)	UniRef90_Q38JE4	CHR5V7|COORD:23517738..23518382| lipocalin, putative	AT5G58070.1	CHR08V5|COORD:21274565..21275937|protein OsTIL-2 - Oryza sativa Temperature-induced lipocalin-2, expressed	LOC_Os08g34150.1	 no descriptionvery weakly similar to (78.2)AT5G58070| Symbols:  | lipocalin, putative | chr5:23517738-23518382 REVERSEnot assigned Lipocalin_2 	not assigned.no ontology	35_1

CUST_18440_PI399408534	2	-0.084962845	1.0892973	0.48767853	-0.023496628	-0.016890526	0.01689148	35_1529	"Cluster: Putative DEAD box RNA helicase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative DEAD box RNA helicase - Oryza sativa (japonica cultivar-group"	UniRef90_Q5N7W5	CHR5V7|COORD:25336193..25339297| ethylene-responsive DEAD box RNA helicase, putative (RH30)	AT5G63120.2	CHR01V5|COORD:40020008..40015110|protein ATP-dependent RNA helicase dbp2, putative, expressed	LOC_Os01g68320.2	 no descriptionweakly similar to ( 124)AT1G55150| Symbols:  | DEAD box RNA helicase, putative (RH20) | chr1:20578301-20580808 FORWARDvery weakly similar to (94.7)DB10_NICSYATP-dependent RNA helicase-like protein DB10 - Nicotiana sylvestris (Wood tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DEADc SrmB DEAD DEXDc PRK11192 PRK10590 PRK11776 PRK04537 DEXDc PRK04837 HELICc PRK11634 PRK01297 Helicase_C HELICc 	RNA.processing.RNA helicase	27_1_2

CUST_6075_PI404877155	2	0.07291412	0.21562862	-0.060663223	-0.030267715	-0.062231064	0.030267715	Contig18349_at	unknown protein [Oryza sativa (japonica cultivar-group)] gb|AAT44270.1| unknown protein [Oryza sativa (japonica cultivar-group)]	XP_475676.1	tesmin/TSO1-like CXC domain-containing protein	At4g14770.1	protein DNA binding protein, putative	Os12g41210	NONE	RNA.regulation of transcription.CPP(Zn),CPP1-related transcription factor family	27_3_17

CUST_84092_PI403524517	2	0.18202782	0.352458	0.066025734	-0.29635334	-0.066025734	-0.19965076	35_24099	"Cluster: Protein kinase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Protein kinase-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q67WD3	"CHR4|COORD:15570050..15573329| similar to protein kinase family protein / ankyrin repeat family protein [Arabidopsis thaliana] (TAIR:At5g13530.1); similar to"	AT4G32250.3	CHR06V5|COORD:26002184..26006063|protein protein kinase domain containing protein, expressed	LOC_Os06g43270.1	no descriptionweakly similar to ( 177)AT4G32250| Symbols:  | kinase | chr4:15570291-15572534 REVERSE	protein.postranslational modification	29_4

CUST_21843_PI399408534	2	0.05453396	-0.30177307	0.104878426	-0.0469532	0.012084961	-0.012084961	35_6264	"Cluster: Os01g0612700 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os01g0612700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JLA6	"CHR4V7|COORD:11489081..11490312| LOL2 (LSD ONE LIKE 2); transcription factor"	AT4G21610.1	CHR01V5|COORD:24619385..24626545|protein LSD1 zinc finger family protein, expressed	LOC_Os01g42710.1	"no descriptionweakly similar to ( 113)AT4G21610| Symbols: LOL2 | LOL2 (LSD ONE LIKE 2); transcription factor | chr4:11489081-11490312 FORWARD"	RNA.regulation of transcription.unclassified	27_3_99

CUST_111469_PI403524517	2	0.013553619	0.05552101	-0.4961481	-0.013553619	0.080322266	-0.37139654	35_31649	Rep: Extensin - Volvox carteri	UniRef90_Q41645	CHR3V7|COORD:8063070..8064482| leucine-rich repeat family protein / extensin family protein	AT3G22800.1	CHR07V5|COORD:24271675..24264784|protein formin-2, putative, expressed	LOC_Os07g40510.1	no description	not assigned.unknown	35_2

CUST_14532_PI404877155	2	0.10049915	0.20135021	0.0	-0.016619682	0.0	-0.16852188	Contig8362_at	mitochondrial transcription termination factor-related / mTERF-related [Arabidopsis thaliana] pir||F84775 hypothetical protein At2g36000 [im	NP_850257.1	mitochondrial transcription termination factor-related / mTERF-related	At2g36000.1	protein mTERF	Os03g24590	gi|30686631|ref|NP_850257.1| expressed protein	RNA.regulation of transcription.unclassified	27_3_99

CUST_103123_PI403524517	2	0.6124382	0.15728045	0.17744255	-1.1461477	-0.45511246	-0.15728045	35_29407	"Cluster: Putative phosphoprotein phosphatase 1 catalytic chain; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative phosphoprotein phosphatase 1 catalytic"	UniRef90_Q6Z0R3	"CHR1V7|COORD:23762289..23763937| TOPP3 (Type one serine/threonine protein phosphatase 3); protein phosphatase type 1"	AT1G64040.1	CHR08V5|COORD:22201764..22203292|protein serine/threonine-protein phosphatase PP1 isozyme 2, putative, expressed	LOC_Os08g35440.1	"no descriptionweakly similar to ( 105)AT1G64040| Symbols: TOPP3 | TOPP3 (Type one serine/threonine protein phosphatase 3); protein phosphatase type 1 | chr1:23762289-23763937 REVERSEvery weakly similar to ( 100)PP1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned PP2Ac PP2Ac"	protein.postranslational modification	29_4

CUST_3478_PI403524517	2	-0.96311665	-0.13800621	0.13800621	0.3588953	0.3321886	-0.17666054	35_949	"Cluster: Hypothetical protein P0448B11.28; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0448B11.28 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6ERB3	"CHR1V7|COORD:5675918..5678679| SR45 (arginine/serine-rich 45); RNA binding"	AT1G16610.1	CHR09V5|COORD:2292404..2293673|protein expressed protein	LOC_Os09g04310.1	no descriptionnot assigned not assigned not assigned not assigned	not assigned.unknown	35_2

CUST_17928_PI403524517	2	-0.057647705	-0.09781933	-0.006603241	0.006603241	0.16319084	0.18532467	35_5175	Rep: H0425E08.3 protein - Oryza sativa (Rice)	UniRef90_Q01IA5	"CHR5V7|COORD:24190816..24200495| NRPC1 (nuclear RNA polymerase C 1); DNA binding / DNA-directed RNA polymerase"	AT5G60040.1	CHR04V5|COORD:24374140..24385782|protein DNA-directed RNA polymerase III largest subunit, putative, expressed	LOC_Os04g41490.1	"no descriptionmoderately similar to ( 406)AT5G60040| Symbols: NRPC1 | NRPC1 (nuclear RNA polymerase C 1); DNA binding / DNA-directed RNA polymerase | chr5:24190816-24200495 FORWARDnot assigned not assigned not assigned PRK04309 RNA_pol_Rpb1_5 RpoC PRK05258 PRK00566 PRK02995 PRK01497 PRK02173 rpoC2 PRK02597 rpoC2 PRK09603"	RNA.transcription	27_2

CUST_6367_PI403524517	2	-0.010769844	0.18693066	0.010769844	0.025013924	-0.09221363	-0.07875919	35_1764	Rep: OSJNBb0034I13.8 protein - Oryza sativa (Rice)	UniRef90_Q7XND1	"CHR2V7|COORD:9394045..9395077| similar to zinc finger protein-related [Arabidopsis thaliana] (TAIR:AT5G63740.1); similar to unknown protein"	AT2G22080.1	CHR04V5|COORD:32168038..32164845|protein nucleolin, putative, expressed	LOC_Os04g54430.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK02363 RpoE Krr1 DUF566 TFIIF_alpha CobT CobT MDN1 PRK12678 COG5406 Mpp10 AF-4 COG5099 BUD22 COG5137 HPC2 DUF936 PRK07003 COG4530 Tymo_45kd_70kd Nop14 FYDLN_acid Prothymosin PPP4R2 Atrophin-1 Rtt106 PAP1 RNA_pol_delta Herpes_BLLF1 YL1 DNA_pol_phi TFIIA	not assigned.unknown	35_2

CUST_7037_PI403524517	2	-0.010014534	-0.5174036	0.016963959	-0.025426865	0.010015488	0.20341682	35_1953	"Cluster: Putative t-complex protein 1 theta chain; n=4; Magnoliophyta|Rep: Putative t-complex protein 1 theta chain - Oryza sativa (japonica cultivar-group)"	UniRef90_Q653F6	CHR3V7|COORD:3732740..3736162| chaperonin, putative	AT3G11830.1	CHR06V5|COORD:28686080..28681054|protein T-complex protein 1 subunit eta, putative, expressed	LOC_Os06g47320.1	 no descriptionhighly similar to ( 858)AT3G11830| Symbols:  | chaperonin, putative | chr3:3732740-3736162 FORWARDmoderately similar to ( 251)TCPE1_AVESAT-complex protein 1 subunit epsilon - Avena sativa (Oat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TCP1_eta chaperonin_type_I_II cpn60 GroL Cpn60_TCP1 TCP1_alpha TCP1_beta TCP1_delta TCP1_gamma TCP1_epsilon TCP1_theta TCP1_zeta chaperonin_like groEL GroEL groEL groEL Fab1_TCP groEL groEL groEL 	protein.folding	29_6

CUST_76691_PI403524517	2	-1.2463665	0.018806458	0.39260864	0.5305977	-0.8440943	-0.018806458	35_21985	"Cluster: PTS protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: PTS protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69SH3	"CHR5V7|COORD:25345463..25346842| ATPAP29/PAP29 (purple acid phosphatase 29); acid phosphatase/ protein serine/threonine phosphatase"	AT5G63140.1	CHR09V5|COORD:20942009..20945429|protein phosphatase DCR2, putative, expressed	LOC_Os09g36290.2	" no descriptionweakly similar to ( 109)AT5G63140| Symbols: ATPAP29, PAP29 | ATPAP29/PAP29 (purple acid phosphatase 29); acid phosphatase/ protein serine/threonine phosphatase | chr5:25345463-25346842 FORWARDnot assigned "	misc.acid and other phosphatases	26_13

CUST_21034_PI399408534	2	-0.20762157	0.12453079	0.052527428	-0.093732834	0.010500908	-0.010500908	35_1433	"Cluster: Receptor-like protein kinase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Receptor-like protein kinase-like - Oryza sativa (japonica cultivar"	UniRef90_Q5VRG4	CHR1V7|COORD:20990953..20996737| leucine-rich repeat family protein / protein kinase family protein	AT1G56120.1	CHR06V5|COORD:3407661..3417592|protein SHR5-receptor-like kinase, putative, expressed	LOC_Os06g07130.1	no descriptionweakly similar to ( 141)AT1G56120| Symbols:  | leucine-rich repeat family protein / protein kinase family protein | chr1:20990953-20996737 REVERSE	signalling.receptor kinases.leucine rich repeat VIII-2	30_2_8_2

CUST_30761_PI403524517	2	0.11353207	0.6985922	-0.34393787	0.3178196	-0.23260117	-0.11353207	35_8877	"Cluster: 1-deoxy-D-xylulose 5-phosphate synthase 1; n=4; Poaceae|Rep: 1-deoxy-D-xylulose 5-phosphate synthase 1 - Zea mays (Maize)"	UniRef90_Q58I00	CHR4V7|COORD:8884216..8887252| CLA1 (CLOROPLASTOS ALTERADOS 1)	AT4G15560.1	CHR05V5|COORD:19879969..19873989|protein 1-deoxy-D-xylulose-5-phosphate synthase, chloroplast precursor, putative, expressed	LOC_Os05g33840.1	 no descriptionmoderately similar to ( 269)AT4G15560| Symbols: DEF, CLA, DXS, DXPS2, CLA1 | CLA1 (CLOROPLASTOS ALTERADOS 1) | chr4:8884216-8887252 FORWARDmoderately similar to ( 313)DXS_ORYSAnot assigned not assigned PRK05444 PRK12571 Dxs Transketolase_C COG3958 PRK12315 AcoB PRK09212 PRK11892 	secondary metabolism.isoprenoids.non-mevalonate pathway.DXS	16_1_1_1

CUST_3542_PI399408534	2	-0.3392954	0.26144028	0.020439148	0.056755066	-0.34688568	-0.020439148	35_20951	"Cluster: Putative serine/threonine-specific protein kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative serine/threonine-specific protein kinase -"	UniRef90_Q6EPM5	CHR2V7|COORD:14226924..14228918| protein kinase family protein / peptidoglycan-binding LysM domain-containing protein	AT2G33580.1	CHR02V5|COORD:27831765..27835366|protein protein kinase, putative, expressed	LOC_Os02g45750.1	no descriptionweakly similar to ( 196)AT2G33580| Symbols:  | protein kinase family protein / peptidoglycan-binding LysM domain-containing protein | chr2:14226924-14228918 REVERSEweakly similar to ( 160)KPRO_MAIZEPutative receptor protein kinase ZmPK1 precursor - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pkinase TyrKc S_TKc S_TKc Pkinase_Tyr PTKc PTKc_Csk_like PTKc_Jak_rpt2 PTKc_Chk PTKc_Jak2_Jak3_rpt2 SPS1 PTKc_EphR PTKc_Csk PTKc_Src_like PTKc_Tec_like PTKc_Abl PTKc_Fes_like PTKc_ALK_LTK PTK_CCK4 PTKc_RET PTKc_Fyn_Yrk PTKc_EGFR_like PTKc_Syk_like PTKc_Trk PTKc_Ror PTKc_DDR PTKc_Frk_like PTKc_Musk PTKc_Yes PTKc_Itk PTKc_Ack_like PTKc_Srm_Brk PTKc_Btk_Bmx PTKc_FGFR PTKc_PDGFR PTKc_Tie1 PTKc_Fes PTKc_Axl_like PTKc_c-ros PTKc_Tie PTKc_DDR_like PTKc_Tyk2_rpt2 PTKc_Lck_Blk PTKc_Jak1_rpt2 PTKc_Tie2 PTKc_DDR1 PTKc_Lyn PTKc_Tec_Rlk PTKc_Src PTKc_Fer PTKc_InsR_like PTKc_EphR_A2 PTKc_FGFR4 PTKc_TrkC PTKc_EphR_B PTKc_TrkA PTKc_EphR_A PTKc_Hck PTKc_DDR2 PTKc_FGFR3 PTKc_Ror1 PTK_Ryk PTKc_FGFR1 PTKc_Axl PTKc_EphR_A10 PTKc_FGFR2 Gag_spuma PTKc_TrkB PTKc_Syk PTK_Jak2_Jak3_rpt1 PRK12678 PTK_Jak_rpt1 PTKc_Met_Ron PTK_HER3 PTK_Tyk2_rpt1 PTKc_Ror2 PTKc_FAK PTKc_CSF-1R PTKc_EGFR PTKc_Tyro3 PTKc_HER2 PTKc_IGF-1R PTKc_InsR PTKc_VEGFR3 PRK07764 PRK09169 DUF1509 PTKc_Aatyk PRK12323 PTKc_VEGFR PTKc_Aatyk1_Aatyk3 PTKc_Zap-70 Protamine_P2	signalling.receptor kinases.DUF 26	30_2_17

CUST_13069_PI403524517	2	-0.011721611	-0.1255312	0.08483887	0.011721611	-0.071146965	0.28037357	35_3740	"Cluster: Hypothetical protein OJ1651_G11.8; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1651_G11.8 - Oryza sativa (japonica cultivar"	UniRef90_Q6L5D7	"CHR2|COORD:14525485..14530648| similar to O-acetyltransferase-related [Arabidopsis thaliana] (TAIR:At5g46340.1); similar to acetyltransferase-related"	AT2G34410.3	CHR05V5|COORD:28882670..28876953|protein O-acetyltransferase, putative, expressed	LOC_Os05g50510.1	no descriptionhighly similar to ( 550)AT5G46340| Symbols:  | O-acetyltransferase-related | chr5:18813588-18816952 REVERSEnot assigned Cas1p	not assigned.no ontology	35_1

CUST_591_PI404877155	2	-0.025818825	-0.07140255	0.025818825	0.03419304	0.07016945	-0.106321335	Contig10520_s_at	sugar transporter [Citrus unshiu]	AAN86062.1	hexose transporter, putative	At1g67300.1	protein Sugar transporter	Os02g17500	"hexose transporter, putative, similar to hexose transporters from Solanum tuberosum (GI:8347246), Nicotiana tabacum (GI:8347244), Arabidopsis thaliana (GI:8347250); contains Pfam profile PF00083: major facilitator superfamily protein or  hexose transporte"	transporter.sugars	34_2

CUST_81187_PI403524517	2	-0.00968647	0.53197384	0.12217331	0.009685516	-0.135952	-0.019348145	35_23288	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_17482_PI403524517	2	0.04789543	-0.1624794	0.008573532	0.0046596527	-0.058398247	-0.0046606064	35_5051	"Cluster: GCN5-related N-acetyltransferase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: GCN5-related N-acetyltransferase-like - Oryza sativa (japonica"	UniRef90_Q84S80	CHR4V7|COORD:13937754..13939137| GCN5-related N-acetyltransferase (GNAT) family protein	AT4G28030.1	CHR08V5|COORD:9751198..9754343|protein N-acetyltransferase, putative, expressed	LOC_Os08g16010.1	no descriptionmoderately similar to ( 241)AT4G28030| Symbols:  | N-acetyltransferase | chr4:13937754-13939137 REVERSEAcetyltransf_1 RimI	misc.GCN5-related N-acetyltransferase	26_24

CUST_117246_PI403524517	2	0.051135063	-0.047055244	6.918907E-4	-6.9236755E-4	-0.25021744	4.546713	35_33226	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_76952_PI403524517	2	0.14234638	0.10289478	-0.23702908	-0.025196075	-0.011676788	0.011676788	35_22057	"Cluster: Hypothetical protein OJ1767_D02.16; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1767_D02.16 - Oryza sativa (japonica cultiv"	UniRef90_Q6ZGJ6	0	0	CHR06V5|COORD:5587422..5588312|protein hypothetical protein	LOC_Os06g10710.1	no description	not assigned.unknown	35_2

CUST_68434_PI403524517	2	0.05207348	-0.06599617	-0.05207348	0.1815548	0.15094471	-0.2901125	35_19572	Rep: Cytochrome c - Oryza sativa (Rice)	UniRef90_P00055	"CHR4V7|COORD:6277080..6278278| CYTC-2 (CYTOCHROME C-2); electron carrier"	AT4G10040.1	CHR05V5|COORD:20546856..20549264|protein cytochrome c, putative, expressed	LOC_Os05g34770.1	"no descriptionmoderately similar to ( 207)AT4G10040| Symbols: CYTC-2 | CYTC-2 (CYTOCHROME C-2); electron carrier | chr4:6277080-6278278 FORWARDmoderately similar to ( 212)CYC_ORYSAnot assigned COG3474 Cytochrom_C"	mitochondrial electron transport / ATP synthesis.cytochrome c	9_6

CUST_140464_PI403524517	2	-0.12209129	0.06820488	0.04621315	-0.04621315	0.22412777	-0.058948517	35_39385	Rep: H0404F02.17 protein - Oryza sativa (Rice)	UniRef90_Q01KI0	CHR5V7|COORD:16606952..16609425| fringe-related protein	AT5G41460.1	CHR04V5|COORD:28978073..28975295|protein transferase, transferring glycosyl groups, putative, expressed	LOC_Os04g48950.1	no descriptionmoderately similar to ( 205)AT5G41460| Symbols:  | fringe-related protein | chr5:16606952-16609425 REVERSEnot assigned not assigned DUF604 PRK07003 PRK12323 PRK07764	not assigned.no ontology	35_1

CUST_9024_PI404877155	2	0.14302349	-0.011378288	0.026874542	-0.030380249	0.011378288	-0.025554657	Contig2814_at	Ubiquinol-cytochrome c reductase iron-sulfur subunit, mitochondrial precursor (Rieske iron-sulfur protein) (RISP) pir||A41607 ubiquinol-cyto	P49727	ubiquinol-cytochrome C reductase iron-sulfur subunit, mitochondrial, putative / Rieske iron-sulfur protein, puta	At5g13430.1	protein ubiquinol-cytochrome c reductase, iron-sulfur subunit, putative	Os02g32120	ubiquinol-cytochrome-c reductase (EC 1.10.2.2) Rieske iron-sulfur protein T22N19.80 [similarity]	mitochondrial electron transport / ATP synthesis.cytochrome c reductase	9_5

CUST_19038_PI404877155	2	0.31345272	0.4271803	-0.25832558	0.022377014	-0.33763218	-0.022377014	HY07D14u_s_at	OSJNBb0038F03.5 [Oryza sativa (japonica cultivar-group)] ref|XP_473381.1| OSJNBb0038F03.5 [Oryza sativa (japonica cultivar-group)]	CAE04341.1	glutamate dehydrogenase 2 (GDH2)	At5g07440.1	protein glutamate dehydrogenase 2 (ec 1.4.1.3) (gdh 2). [mouse-ear cress	Os04g45970	gi|32488960|emb|CAE04341.1| OSJNBb0038F03.5	N-metabolism.N-degradation.glutamate dehydrogenase	12_3_01

CUST_56360_PI403524517	2	0.05004692	-0.010932922	-0.068712234	0.06333923	0.010933876	-0.103453636	35_16044	"Cluster: Putative oxidoreductase, FAD-binding; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative oxidoreductase, FAD-binding - Oryza sativa (japonica cu"	UniRef90_Q69QN3	CHR5V7|COORD:26865645..26866981| FAD-dependent oxidoreductase family protein	AT5G67290.1	CHR07V5|COORD:2943527..2945595|protein D-amino acid oxidase, putative, expressed	LOC_Os07g06080.1	no descriptionmoderately similar to ( 318)AT5G67290| Symbols:  | FAD-dependent oxidoreductase family protein | chr5:26865645-26866981 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DadA DAO PRK00711 PRK12678 mnmC PRK12323 PRK07003 Tymo_45kd_70kd Gag_spuma	misc.oxidases - copper, flavone etc.	26_7

CUST_16280_PI403524517	2	-0.032624245	0.62563515	0.04876423	-0.028461456	-0.01640129	0.01640129	35_4691	"Cluster: P0482D04.13 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: P0482D04.13 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8S1Y1	CHR5|COORD:5148765..5151412| zinc finger (C3HC4-type RING finger) family protein, contains Pfam profile: PF00097 zinc finger, C3HC4 type (RING finger)	AT5G15790.2	CHR01V5|COORD:40934386..40937190|protein protein binding protein, putative, expressed	LOC_Os01g70160.1	no descriptionweakly similar to ( 192)AT5G15790| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr5:5149803-5150967 FORWARDnot assigned not assigned not assigned RING HRD1 RING APC11	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_9413_PI403524517	2	0.11904049	-0.09959793	0.023934364	-0.023935318	-0.0430851	0.059137344	35_2645	"Cluster: Os12g0290600 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os12g0290600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0INU5	"CHR3V7|COORD:10160774..10163231| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G40550.1); similar to expressed protein [Oryza sativa (japonica"	AT3G27460.1	CHR12V5|COORD:11230320..11215946|protein expressed protein	LOC_Os12g19350.1	"no descriptionmoderately similar to ( 302)AT3G27460| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G40550.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABA97166.2); similar to Os12g0290600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001066601.1); contains InterPro domain Protein of unknown function DUF1325; (InterPro:IPR010750) | chr3:10160774-10163231 REVERSEnot assigned DUF1325"	not assigned.unknown	35_2

CUST_121415_PI403524517	2	-0.93909836	0.068579674	0.15871525	-0.06587601	-0.57418823	0.06587601	35_34292	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_5940_PI404877155	2	0.03369522	-0.6481199	-0.046452522	0.3327322	0.07126427	-0.03369522	Contig1812_at	0	0	0	0	0	0	NONE	signalling.G-proteins	30_5

CUST_43588_PI403524517	2	0.14165688	-0.3984356	-0.07667351	0.0493412	-0.0493412	0.11083031	35_12509	"Cluster: Pentatricopeptide (PPR) repeat-containing protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Pentatricopeptide (PPR) repeat-containing prot"	UniRef90_Q6YWZ1	0	0	CHR08V5|COORD:10447474..10449813|protein conserved hypothetical protein	LOC_Os08g17080.1	no description	not assigned.unknown	35_2

CUST_33482_PI403524517	2	0.052835464	0.36922932	0.033664703	-0.17134857	-0.12109375	-0.033665657	35_9654	0	0	0	0	CHR01V5|COORD:1167932..1165449|protein sarcoplasmic reticulum histidine-rich calcium-binding protein precursor, putative, expressed	LOC_Os01g03060.3	no description	not assigned.unknown	35_2

CUST_11037_PI404877155	2	-0.034267426	1.059124	0.034266472	-0.17552853	-0.1590395	0.07355881	Contig4772_s_at	Light regulated protein precursor pir||S33632 lir1 protein - rice	Q03200	light responsive protein-related	At3g26740.1	protein light regulated protein precursor. [rice	Os01g01340	0	signalling.light	30_11

CUST_5395_PI404877155	2	0.35834503	-0.011349678	-0.13155079	0.011349678	0.048067093	-0.053254128	Contig17085_at	sodium/proton antiporter [Hordeum vulgare]	BAC56698.1	sodium proton exchanger, putative (NHX2)	At3g05030.1	protein sodium/hydrogen exchanger 3	Os07g47100	NONE	transport.unspecified cations	34_14

CUST_11514_PI403524517	2	0.043985367	0.18342018	0.022333145	-0.13672638	-0.23080063	-0.022333145	35_3266	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_113044_PI403524517	2	0.11058283	-0.015680313	0.11119604	-0.14462614	0.015679836	-0.46147442	35_32086	"Cluster: Putative sphingolipid delta 4 desaturase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative sphingolipid delta 4 desaturase - Oryza sativa (jap"	UniRef90_Q6H5U3	"CHR4V7|COORD:2509234..2510916| DES-1-LIKE (fatty acid desaturase 1-like); oxidoreductase"	AT4G04930.1	CHR02V5|COORD:25654427..25658494|protein dihydroceramide delta, putative, expressed	LOC_Os02g42660.1	"no descriptionweakly similar to ( 121)AT4G04930| Symbols: DES-1-LIKE | DES-1-LIKE (fatty acid desaturase 1-like); oxidoreductase | chr4:2509234-2510916 FORWARDnot assigned Lipid_DES Delta4-sphingolipid-FADS-like"	lipid metabolism.'exotics' (steroids, squalene etc).sphingolipids	11_8_1

CUST_10466_PI403524517	2	0.005906105	-0.890697	-0.08209467	0.69159746	0.5058751	-0.005906105	35_2953	Rep: Secretory acid phosphatase - Oryza sativa (Rice)	UniRef90_Q84V55	"CHR2V7|COORD:7127584..7129854| PAP10; acid phosphatase/ protein serine/threonine phosphatase"	AT2G16430.2	CHR12V5|COORD:27273546..27270280|protein purple acid phosphatase precursor, putative, expressed	LOC_Os12g44020.1	"no descriptionhighly similar to ( 630)AT2G16430| Symbols: PAP10 | PAP10; acid phosphatase/ protein serine/threonine phosphatase | chr2:7127584-7129854 REVERSEhighly similar to ( 625)PPAF_SOYBNPurple acid phosphatase precursor - Glycine max (Soybean)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Metallophos Herpes_BLLF1 APC_basic PRK07003 Icc PhoD HPC2 DUF566 PhoD AF-4 PRK07764"	misc.acid and other phosphatases	26_13

CUST_52627_PI403524517	2	-0.029378891	0.7253599	0.37807083	-0.03311634	0.029378414	-0.035284042	35_14989	Rep: H0723C07.3 protein - Oryza sativa (Rice)	UniRef90_Q259N6	"CHR5V7|COORD:889605..893915| (EXOCYST SUBUNIT EXO70 FAMILY PROTEIN A1); protein binding"	AT5G03540.1	CHR04V5|COORD:34809101..34802547|protein protein binding protein, putative, expressed	LOC_Os04g58880.1	no description	not assigned.unknown	35_2

CUST_1928_PI399408534	2	0.1227417	-0.2629261	0.024635315	-0.024634361	-0.11469841	0.1935749	35_3073	"Cluster: Calcium-binding EF hand protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Calcium-binding EF hand protein-like - Oryza sativa (japonica cu"	UniRef90_Q5Z7N1	CHR1V7|COORD:7209505..7214763| calcium-binding EF hand family protein	AT1G20760.1	CHR06V5|COORD:31012883..31020744|protein calcium ion binding protein, putative, expressed	LOC_Os06g51250.1	no descriptionvery weakly similar to (55.8)AT1G20760| Symbols:  | calcium-binding EF hand family protein | chr1:7209505-7214763 FORWARDnot assigned	signalling.calcium	30_3

CUST_21124_PI399408534	2	-0.2475071	0.28105783	0.05508089	-0.59996223	-0.05508089	1.7798095	35_31819	"Cluster: Zinc finger A20 and AN1 domain-containing stress-associated protein 6; n=1; Oryza sativa|Rep: Zinc finger A20 and AN1 domain-containing stress-associat"	UniRef90_Q852K5	CHR2V7|COORD:11783717..11784208| zinc finger (AN1-like) family protein	AT2G27580.1	CHR03V5|COORD:32915847..32913214|protein zinc finger A20 and AN1 domains-containing protein, putative, expressed	LOC_Os03g57890.2	no descriptionweakly similar to ( 119)AT2G27580| Symbols:  | zinc finger (AN1-like) family protein | chr2:11783717-11784208 REVERSEweakly similar to ( 107)ISAP1_ORYSAnot assigned zf-AN1 ZnF_AN1	RNA.regulation of transcription.unclassified	27_3_99

CUST_66117_PI403524517	2	0.24378109	-0.16450596	-0.02524662	0.02524662	0.11812115	-0.18632317	35_18882	"Cluster: Putative polygalacturonase isoenzyme 1 beta subunit homolog; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative polygalacturonase"	UniRef90_Q6ZA27	CHR1V7|COORD:26516666..26518661| BURP domain-containing protein / polygalacturonase, putative	AT1G70370.1	CHR08V5|COORD:17771373..17773916|protein polygalacturonase-1 non-catalytic beta subunit precursor, putative, expressed	LOC_Os08g29200.1	 no descriptionweakly similar to ( 169)AT1G70370| Symbols:  | BURP domain-containing protein / polygalacturonase, putative | chr1:26516666-26518661 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned BURP PRK12323 PRK12678 Atrophin-1 TT_ORF1 Tymo_45kd_70kd PRK07764 DUF1421 PRK07003 Extensin_2 IER 	cell wall.degradation.pectate lyases and polygalacturonases	10_6_3

CUST_125902_PI403524517	2	-0.6957178	1.4768276	-0.40489674	0.599803	-0.68848276	0.40489674	35_35450	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_17293_PI403524517	2	-0.81271553	0.66967773	-0.106285095	0.10628605	0.18748283	-0.39466858	35_4998	"Cluster: Hypothetical protein OJ1123_G04.7; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1123_G04.7 - Oryza sativa (japonica cultivar"	UniRef90_Q6EU38	CHR1V7|COORD:23693654..23694154| zinc finger (C3HC4-type RING finger) family protein	AT1G63840.1	CHR02V5|COORD:27882381..27881108|protein protein binding protein, putative, expressed	LOC_Os02g45780.1	no descriptionvery weakly similar to (79.0)AT1G63840| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr1:23693654-23694154 REVERSEvery weakly similar to (56.6)EL5_ORYSAnot assigned not assigned RING COG5540 PRK12323 APC_basic	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_11444_PI403524517	2	-0.09592056	0.5695095	-0.3946104	0.09592056	-0.26310158	0.102861404	35_3247	"Cluster: Hypothetical protein OSJNBa0029B02.7; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0029B02.7 - Oryza sativa (japonica cu"	UniRef90_Q6AT22	"CHR3V7|COORD:5297195..5297518| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G52720.1); similar to conserved hypothetical protein [Medicago"	AT3G15630.1	CHR05V5|COORD:4572060..4571216|protein expressed protein	LOC_Os05g08420.1	"no descriptionvery weakly similar to (61.6)AT3G15630| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G52720.1); similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE92597.1) | chr3:5297195-5297518 REVERSEPRK12323"	not assigned.unknown	35_2

CUST_36877_PI403524517	2	0.6782417	0.58202076	0.051303864	-0.051303864	-0.166677	-0.43772936	35_10629	"Cluster: Receptor-like protein kinase 1-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: Receptor-like protein kinase 1-like - Oryza sativa (japonica cult"	UniRef90_Q5ZBN0	CHR2V7|COORD:11395699..11398364| leucine-rich repeat transmembrane protein kinase, putative	AT2G26730.1	CHR01V5|COORD:24308752..24302798|protein atypical receptor-like kinase MARK, putative, expressed	LOC_Os01g42294.1	no description	not assigned.unknown	35_2

CUST_12792_PI403524517	2	0.05777073	-0.10365963	0.014655113	-0.005012512	0.0050115585	-0.020982742	35_3658	Rep: H0613H07.6 protein - Oryza sativa (Rice)	UniRef90_Q01MK7	CHR2V7|COORD:7849428..7850619| PIN1AT (parvulin 1At)	AT2G18040.1	CHR04V5|COORD:33657050..33654393|protein peptidyl-prolyl cis-trans isomerase 1, putative, expressed	LOC_Os04g56800.1	no descriptionweakly similar to ( 167)AT2G18040| Symbols: PIN1AT | PIN1AT (parvulin 1At) | chr2:7849428-7850619 FORWARDweakly similar to ( 172)PIN1_MALDOPeptidyl-prolyl cis-trans isomerase 1 - Malus domestica (Apple) (Malus sylvestris)not assigned not assigned not assigned not assigned not assigned not assigned Rotamase prsA SurA prsA prsA PRK10770 PRK07764	cell.cycle	31_3

CUST_65694_PI403524517	2	0.0609169	-0.050640106	-0.21210289	0.0675354	-0.113874435	0.05064106	35_18764	"Cluster: Os09g0533100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os09g0533100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J035	"CHR4V7|COORD:15537730..15543721| ATPANK2 (PANTOTHENATE KINASE 2); pantothenate kinase"	AT4G32180.1	CHR09V5|COORD:20927921..20937909|protein pantothenate kinase 2, putative, expressed	LOC_Os09g36270.1	"no descriptionmoderately similar to ( 426)AT4G32180| Symbols: ATPANK2 | ATPANK2 (PANTOTHENATE KINASE 2); pantothenate kinase | chr4:15538346-15543721 REVERSEnot assigned COG1578 DUF89"	Co-factor and vitamine metabolism.pantothenate.pantothenate kinase	18_4_1

CUST_3575_PI403524517	2	0.0071821213	-0.007182598	-0.25450754	0.29456186	-0.18650246	0.1607523	35_974	"Cluster: Os09g0346600 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0346600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J2G1	CHR5V7|COORD:5202858..5204718| short-chain dehydrogenase/reductase (SDR) family protein	AT5G15940.1	CHR09V5|COORD:10852195..10848735|protein dehydrogenase/reductase SDR family member on chromosome X precursor, putative, expressed	LOC_Os09g17750.1	 no descriptionmoderately similar to ( 219)AT5G15940| Symbols:  | short-chain dehydrogenase/reductase (SDR) family protein | chr5:5202858-5204718 FORWARDvery weakly similar to (62.0)POR_PEAProtochlorophyllide reductase, chloroplast precursor - Pisum sativum (Garden pea)not assigned not assigned not assigned not assigned PRK06197 PRK05854 PRK07453 PRK06196 FabG DltE COG4221 PRK09072 PRK06181 	misc.short chain dehydrogenase/reductase (SDR)	26_22

CUST_125764_PI403524517	2	0.055402756	0.08685207	0.012588501	-0.096627235	-0.05084896	-0.012588501	35_35414	"Cluster: Myb-like DNA-binding domain containing protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Myb-like DNA-binding domain containing prot"	UniRef90_Q10DS1	"CHR4V7|COORD:16461073..16464997| CHB3 (Arabidopsis thaliana switch 3D); DNA binding / transcription factor"	AT4G34430.3	CHR03V5|COORD:29246649..29252653|protein SWI/SNF-related matrix-associated actin-dependent regulator of chromatin subfamily C member, putative,	LOC_Os03g51220.1	no description	not assigned.unknown	35_2

CUST_110977_PI403524517	2	-0.0563097	-0.3347168	0.15349483	0.0563097	0.25204468	-0.14022923	35_31514	"Cluster: Glutaredoxin-related-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Glutaredoxin-related-like protein - Oryza sativa"	UniRef90_Q67UI1	CHR3V7|COORD:3772317..3774893| glutaredoxin-related	AT3G11920.1	CHR06V5|COORD:6446607..6439429|protein electron transporter, putative, expressed	LOC_Os06g12030.2	no descriptionweakly similar to ( 112)AT3G11920| Symbols:  | glutaredoxin-related | chr3:3772317-3774893 FORWARDDEP DEP DEP DEP_1_DEP6	redox.glutaredoxins	21_4

CUST_20310_PI403524517	2	-0.04776001	0.3110628	-0.30830193	0.04776001	-0.2995901	0.06302929	35_5886	"Cluster: Glycosyltransferase 5, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Glycosyltransferase 5, putative, expressed - Oryza"	UniRef90_Q10MQ0	"CHR4V7|COORD:1101638..1103345| ATXT2; UDP-xylosyltransferase/ transferase/ transferase, transferring glycosyl groups"	AT4G02500.1	CHR03V5|COORD:10528545..10526060|protein glycosyltransferase 5, putative, expressed	LOC_Os03g18820.2	" no descriptionhighly similar to ( 542)AT4G02500| Symbols: ATXT2 | ATXT2; UDP-xylosyltransferase/ transferase/ transferase, transferring glycosyl groups | chr4:1101638-1103345 FORWARDnot assigned not assigned Glyco_transf_34 Herpes_BLLF1 "	misc.UDP glucosyl and glucoronyl transferases	26_2

CUST_67207_PI403524517	2	0.1403656	-0.030731201	0.26964092	-0.10591316	-0.1131897	0.030731201	35_19193	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_27199_PI399408534	2	0.16236496	0.028188705	-0.16548347	0.002828598	-0.41222382	-0.002828598	35_8258	"Cluster: Proline-rich protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Proline-rich protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ZD92	CHR1V7|COORD:30005636..30008862| ELF7 (EARLY FLOWERING 7)	AT1G79730.1	CHR08V5|COORD:3311692..3306588|protein ELF7, putative, expressed	LOC_Os08g06070.1	no descriptionweakly similar to ( 124)AT1G79730| Symbols: ELF7 | ELF7 (EARLY FLOWERING 7) | chr1:30005636-30008862 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07003 PRK05648 DUF1421 PRK07764 PRK12323 Extensin_2 Atrophin-1 Paf1 PRK03427 tatB PRK10263 Drf_FH1 PRK10819 PRK08853 Totivirus_coat COG5373	RNA.regulation of transcription	27_3

CUST_13777_PI399408534	2	-0.056027412	0.65705013	-0.09806442	0.14599323	-0.047083855	0.047083855	35_4366	"Cluster: Small GTP-binding protein domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Small GTP-binding protein domain"	UniRef90_Q2R1U5	CHR5V7|COORD:23480359..23483707| GTP-binding family protein	AT5G57960.1	CHR11V5|COORD:22054191..22059727|protein GTP-binding protein hflX, putative, expressed	LOC_Os11g38020.1	no descriptionmoderately similar to ( 316)AT5G57960| Symbols:  | GTP-binding family protein | chr5:23480359-23483707 REVERSEnot assigned HflX HflX PRK11058 ThdF MMR_HSR1 Era trmE era trmE COG1160 Obg EngA1 Era obgE engA obgE Obg	signalling.G-proteins	30_5

CUST_15470_PI403524517	2	0.06737423	0.094670296	-0.05169487	-0.14249039	-0.096404076	0.05169487	35_4464	"Cluster: Putative nuclear matrix constituent protein 1; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative nuclear matrix constituent protein 1 - Oryza s"	UniRef90_Q8LIX8	CHR5V7|COORD:26328813..26332770| nuclear matrix constituent protein-related	AT5G65770.1	CHR01V5|COORD:32659625..32654546|protein expressed protein	LOC_Os01g56140.1	no descriptionmoderately similar to ( 245)AT5G65770| Symbols:  | nuclear matrix constituent protein-related | chr5:26328813-26332770 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Smc SbcC PRK03918 COG1340 Myosin_tail_1 MAD PRK02224 ERM HOOK SCP-1 TPR_MLP1_2 COG4372 COG4717 CALCOCO1 Filament PRK04778 HEC1 COG1579 Caldesmon PRK01156 mukB COG4487 DUF827 COG4913	protein.degradation	29_5

CUST_68593_PI403524517	2	0.1114769	-0.51632404	-0.028805733	0.028805733	-0.06959057	0.12238598	35_19621	"Cluster: Nucleoporin family protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Nucleoporin family protein, putative, expressed - Ory"	UniRef90_Q10R44	CHR1V7|COORD:30329111..30333381| PRE (PRECOZ, SUPPRESSOR OF AUXIN RESISTANCE3)	AT1G80680.1	CHR03V5|COORD:3838496..3843836|protein PRE, putative, expressed	LOC_Os03g07580.1	 no descriptionweakly similar to ( 193)AT1G80680| Symbols: MOS3, SAR3, PRE | PRE (PRECOZ, SUPPRESSOR OF AUXIN RESISTANCE3) | chr1:30329111-30333381 FORWARD	protein.targeting.nucleus	29_3_1

CUST_11645_PI403524517	2	-0.029837608	0.08153248	-0.05611992	0.001627922	-0.001627922	0.07093811	35_3310	"Cluster: Putative Avr9/Cf-9 rapidly elicited protein 276; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Avr9/Cf-9 rapidly elicited protein 276 - Ory"	UniRef90_Q6Z2K3	CHR1V7|COORD:26794487..26796767| armadillo/beta-catenin repeat family protein / U-box domain-containing protein	AT1G71020.1	CHR02V5|COORD:30512193..30516561|protein spotted leaf protein 11, putative, expressed	LOC_Os02g49950.1	no descriptionhighly similar to ( 504)AT1G71020| Symbols:  | armadillo/beta-catenin repeat family protein / U-box domain-containing protein | chr1:26794487-26796767 REVERSEmoderately similar to ( 418)SPL11_ORYSAnot assigned not assigned Ubox U-box ARM Arm	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_74443_PI403524517	2	0.06709957	0.20880985	-0.06637192	-0.14046192	-0.3313179	0.06637287	35_21347	Rep: Hypothetical protein - Medicago truncatula (Barrel medic)	UniRef90_Q1SU29	"CHR5V7|COORD:8470076..8489706| similar to C2 domain-containing protein [Arabidopsis thaliana] (TAIR:AT1G48090.2); similar to hypothetical protein"	AT5G24740.1	CHR08V5|COORD:917030..900176|protein expressed protein	LOC_Os08g02350.1	"no descriptionweakly similar to ( 137)AT5G24740| Symbols:  | similar to C2 domain-containing protein [Arabidopsis thaliana] (TAIR:AT1G48090.2); similar to hypothetical protein MtrDRAFT_AC135799g29v1 [Medicago truncatula] (GB:ABE82166.1); contains InterPro domain Vacuolar protein sorting-associated protein; (InterPro:IPR009543) | chr5:8470076-8489706 REVERSE"	not assigned.unknown	35_2

CUST_100139_PI403524517	2	-0.025382042	-0.91238594	0.025381088	0.10061455	0.24041367	-0.41365242	35_28589	"Cluster: Phosphoethanolamine methyltransferase; n=1; Triticum aestivum|Rep: Phosphoethanolamine methyltransferase - Triticum aestivum (Wheat)"	UniRef90_Q8VYX1	CHR1V7|COORD:17969742..17972745| phosphoethanolamine N-methyltransferase 2, putative (NMT2)	AT1G48600.2	CHR05V5|COORD:27150431..27146135|protein phosphoethanolamine N-methyltransferase, putative, expressed	LOC_Os05g47540.2	 no descriptionmoderately similar to ( 209)AT1G48600| Symbols:  | phosphoethanolamine N-methyltransferase 2, putative (NMT2) | chr1:17970116-17972745 FORWARDmoderately similar to ( 213)PEAMT_SPIOLPhosphoethanolamine N-methyltransferase - Spinacia oleracea (Spinach)not assigned not assigned not assigned not assigned Methyltransf_11 UbiE PRK08317 arsM ubiE Methyltransf_12 	lipid metabolism.Phospholipid synthesis	11_3

CUST_4299_PI404877155	2	-0.05678463	0.27076435	-0.041963577	0.041963577	-0.10618782	0.07402706	Contig15197_at	AT3g52870/F8J2_40 [Arabidopsis thaliana]	AAM78112.1	calmodulin-binding family protein	At3g52870.1	protein IQ calmodulin-binding motif, putative	Os12g05420	calmodulin-binding family protein, contains Pfam profile PF00612: IQ calmodulin-binding motif	signalling.calcium	30_3

CUST_27116_PI403524517	2	0.2052679	-0.2848339	-0.02974701	0.02974701	-0.041870117	0.11950302	35_7851	"Cluster: UV-damaged DNA binding protein 2; n=2; Oryza sativa (japonica cultivar-group)|Rep: UV-damaged DNA binding protein 2 - Oryza sativa (japonica cultivar-g"	UniRef90_Q84KJ3	0	0	CHR01V5|COORD:2251875..2247622|protein nucleic acid binding protein, putative, expressed	LOC_Os01g04870.1	no description	not assigned.unknown	35_2

CUST_91257_PI403524517	2	0.037332535	-0.8819475	-0.0071468353	0.0071468353	0.5455971	-0.09595871	35_26096	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_60594_PI403524517	2	0.0031766891	0.55199337	0.1280384	-0.1861515	-0.20829868	-0.0031766891	35_17278	"Cluster: F-box family protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: F-box family protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K3E9	CHR2V7|COORD:619698..620735| ATPP2-B10 (Phloem protein 2-B10)	AT2G02360.1	CHR02V5|COORD:34827998..34830208|protein phloem-specific lectin, putative, expressed	LOC_Os02g56840.1	no descriptionweakly similar to ( 146)AT2G02360| Symbols: ATPP2-B10 | ATPP2-B10 (Phloem protein 2-B10) | chr2:619698-620735 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned PRK07764 PRK11634	cell.organisation	31_1

CUST_55915_PI403524517	2	0.021151543	0.023495674	0.0029363632	-0.055148125	-0.18895721	-0.0029363632	35_15914	"Cluster: Phosphoethanolamine N-methyltransferase; n=2; Oryza sativa|Rep: Phosphoethanolamine N-methyltransferase - Oryza sativa (Rice)"	UniRef90_Q6QA26	"CHR3V7|COORD:6154584..6157337| NMT1 (N-METHYLTRANSFERASE 1); phosphoethanolamine N-methyltransferase"	AT3G18000.1	CHR01V5|COORD:29066834..29071609|protein phosphoethanolamine N-methyltransferase, putative, expressed	LOC_Os01g50030.1	" no descriptionweakly similar to ( 161)AT3G18000| Symbols: XIPOTL1, PEAMT, NMT1 | NMT1 (N-METHYLTRANSFERASE 1); phosphoethanolamine N-methyltransferase | chr3:6154584-6157337 FORWARDweakly similar to ( 161)PEAM1_ARATHPhosphoethanolamine N-methyltransferase 1 - Arabidopsis thaliana (Mouse-ear cress)not assigned "	lipid metabolism.Phospholipid synthesis	11_3

CUST_66163_PI403524517	2	0.16467476	-0.06358051	-0.022989273	0.0063591003	-0.0063591003	0.14789486	35_18895	"Cluster: Os05g0397700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0397700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DIE1	"CHR2V7|COORD:13434485..13437385| EMB2289/SCY2 (EMBRYO DEFECTIVE 2289, SECY HOMOLOG 2); protein translocase"	AT2G31530.1	CHR05V5|COORD:19270242..19262883|protein preprotein translocase secY subunit, putative, expressed	LOC_Os05g33020.1	" no descriptionweakly similar to ( 197)AT2G31530| Symbols: EMB2289, SCY2 | EMB2289/SCY2 (EMBRYO DEFECTIVE 2289, SECY HOMOLOG 2); protein translocase | chr2:13434485-13437385 FORWARDsecY SecY SecY secY "	protein.targeting.secretory pathway.unspecified	29_3_4_99

CUST_167270_PI403524517	2	0.031053066	0.9481368	0.20155	-0.69032955	-0.031053066	-0.34316635	35_46591	"Cluster: Putative brassinosteroid insensitive 1 gene; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative brassinosteroid insensitive 1 gene - Oryza sativ"	UniRef90_Q5Z675	CHR1V7|COORD:5901162..5903432| leucine-rich repeat family protein	AT1G17250.1	CHR06V5|COORD:28852373..28855938|protein phytosulfokine receptor precursor, putative, expressed	LOC_Os06g47650.1	no descriptionweakly similar to ( 105)AT1G17250| Symbols:  | leucine-rich repeat family protein | chr1:5901162-5903432 REVERSEvery weakly similar to (94.0)PSKR_DAUCAPhytosulfokine receptor precursor - Daucus carota (Carrot)not assigned not assigned not assigned COG4886	stress.biotic	20_1

CUST_96450_PI403524517	2	0.062253952	0.092847824	0.06031704	-0.09819317	-0.340137	-0.060317993	35_27548	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_14734_PI403524517	2	-0.023954391	-0.91568565	-0.03747368	0.040581703	0.027309418	0.023955345	35_4240	"Cluster: DNA replication licensing factor MCM3 homolog; n=7; Poaceae|Rep: DNA replication licensing factor MCM3 homolog - Zea mays (Maize)"	UniRef90_Q43704	CHR5V7|COORD:18787129..18790833| DNA replication licensing factor, putative	AT5G46280.1	CHR05V5|COORD:23336387..23341390|protein DNA replication licensing factor MCM3, putative, expressed	LOC_Os05g39850.1	 no descriptionweakly similar to ( 120)AT5G46280| Symbols:  | DNA replication licensing factor, putative | chr5:18787129-18790833 REVERSEmoderately similar to ( 218)MCM3_MAIZEnot assigned 	DNA.synthesis/chromatin structure	28_1

CUST_71882_PI403524517	2	0.006260395	-0.006259918	0.01258564	-0.27904034	-0.18222904	0.10469723	35_20607	"Cluster: Os07g0461600 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0461600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D6N3	CHR2V7|COORD:6880748..6881783| glycine-rich protein	AT2G15780.1	CHR07V5|COORD:16204321..16194134|protein expressed protein	LOC_Os07g27760.1	no description	not assigned.unknown	35_2

CUST_79320_PI403524517	2	0.006228447	0.24108648	-0.5645671	-0.89756155	0.6832304	-0.006228924	35_22753	"Rep: Zinc finger, RING-type; RINGv - Medicago truncatula (Barrel medic)"	UniRef90_Q1STD2	CHR4V7|COORD:16330595..16334869| protein binding / zinc ion binding	AT4G34100.1	CHR06V5|COORD:25973647..25966863|protein protein binding protein, putative, expressed	LOC_Os06g43210.1	no descriptionmoderately similar to ( 259)AT4G34100| Symbols:  | protein binding / zinc ion binding | chr4:16330595-16334869 FORWARDnot assigned not assigned not assigned not assigned not assigned SSM4 RINGv zf-C3HC4	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_180529_PI403524517	2	-0.024502754	0.3017311	0.11695385	-0.16178083	-0.48752165	0.024502754	35_50207	"Cluster: Os09g0540900 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0540900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IZZ0	"CHR1V7|COORD:22998305..22998988| similar to glycine-rich protein [Arabidopsis thaliana] (TAIR:AT5G46730.1); similar to PREDICTED: hypothetical"	AT1G62240.1	CHR09V5|COORD:21303732..21299441|protein la domain containing protein, expressed	LOC_Os09g36920.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned Drf_FH1 Extensin_2	not assigned.unknown	35_2

CUST_38442_PI403524517	2	-0.06575394	-1.2487841	0.06575298	0.83938885	0.6977072	-0.12827587	35_11063	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_113920_PI403524517	2	0.06775761	0.059921265	0.029568672	-0.31663418	-0.27406693	-0.029567719	35_32332	"Cluster: Putative adaptor-related protein complex AP-3, beta 2 subunit; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative adaptor-related protein"	UniRef90_Q5JM89		0	CHR01V5|COORD:43297188..43303751|protein AP3-complex beta-3A adaptin subunit, putative, expressed	LOC_Os01g74180.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_1795_PI404877155	2	-0.28799534	-1.4629688	-1.0989718	0.6028824	0.6967664	0.28799534	Contig12019_at	alpha, alpha-trehalose-phosphate synthase, UDP-forming, putative / trehalose-6-phosphate synthase, putative / UDP-glucose-glucosephosphate g	NP_177979.1	alpha, alpha-trehalose-phosphate synthase, UDP-forming, putative / trehalose-6-phosphate synthase, putative /	At1g78580.1	protein Similar to trehalose-6-phosphate synthase [imported] - Arabidopsis thaliana	Os05g44210	"TPS1;TREHALOSE-6-PHOSPHATE SYNTHASE;alpha, alpha-trehalose-phosphate synthase, UDP-forming, putative / trehalose-6-phosphate synthase, putative / UDP-glucose-glucosephosphate glucosyltransferase, putative, similar to trehalose-6-phosphate synthase SL-TPS/"	minor CHO metabolism.trehalose.TPS	3_2_1

CUST_156927_PI403524517	2	0.018837452	-0.1800313	-0.018837452	0.10712385	-0.07876778	0.06060171	35_43828	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_41042_PI403524517	2	0.23774529	-0.18503952	0.1048584	-0.10485935	-0.36903572	0.13059425	35_11799	"Cluster: Hypothetical protein OJ1008_D08.8; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1008_D08.8 - Oryza sativa (japonica cultivar"	UniRef90_Q6L573	CHR5V7|COORD:21475000..21480385| ATIM (TIMELESS)	AT5G52910.1	CHR05V5|COORD:6832253..6822780|protein timeless protein, expressed	LOC_Os05g11980.1	no descriptionvery weakly similar to (75.1)AT5G52910| Symbols: ATIM | ATIM (TIMELESS) | chr5:21475000-21480385 REVERSE	not assigned.no ontology	35_1

CUST_31354_PI403524517	2	0.0033988953	0.43895912	-0.16221237	0.052168846	-0.08524227	-0.0033988953	35_9049	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_15721_PI403524517	2	0.07924175	-0.32067585	-0.13617897	-0.008306503	0.008306503	0.09717178	35_4538	"Cluster: Os07g0435400 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os07g0435400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D6V7	CHR2V7|COORD:16860201..16863713| transducin family protein / WD-40 repeat family protein	AT2G40360.1	CHR07V5|COORD:14540226..14532784|protein ribosome biogenesis protein BOP1, putative, expressed	LOC_Os07g25440.2	no descriptionhighly similar to ( 803)AT2G40360| Symbols:  | transducin family protein / WD-40 repeat family protein | chr2:16860201-16863713 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned BOP1NT WD40 COG2319 WD40 WD40	development.unspecified	33_99

CUST_130457_PI403524517	2	0.032431602	-0.3612957	0.021265984	0.009302139	-0.0559721	-0.009302139	35_36636	"Cluster: Os07g0633800 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os07g0633800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D4D3	CHR1V7|COORD:27520382..27521013| similar to conserved hypothetical protein [Medicago truncatula] (GB:ABD32847.1)	AT1G73177.1	0	0	no description	not assigned.unknown	35_2

CUST_14828_PI403524517	2	0.10314798	-1.617393	-0.10314798	0.7261963	0.510324	-0.3088956	35_4269	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10S26	"CHR2V7|COORD:15489246..15490755| similar to Os03g0137600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001048903.1); similar to unknown [Sorghum"	AT2G36885.1	CHR03V5|COORD:2052529..2054140|protein expressed protein	LOC_Os03g04470.1	"no descriptionmoderately similar to ( 213)AT2G36885| Symbols:  | similar to unknown [Sorghum bicolor] (GB:ABE77193.1); contains domain no description (G3D.1.20.20.10) | chr2:15489335-15490755 REVERSEnot assigned PRK12323"	not assigned.unknown	35_2

CUST_21870_PI403524517	2	0.037617683	0.06644535	0.09208107	-0.11762619	-0.03761673	-0.068305016	35_6351	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_51550_PI403524517	2	-0.09264469	0.38557625	0.011011124	-0.011012077	-0.13876915	0.106259346	35_14691	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QNZ9	CHR4V7|COORD:7514387..7516652| auxilin-related	AT4G12780.1	CHR12V5|COORD:22147027..22139829|protein auxilin-like protein, putative, expressed	LOC_Os12g36180.1	no descriptionvery weakly similar to (59.3)AT4G12780| Symbols:  | auxilin-related | chr4:7514387-7516652 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned tolA TolA TolA Caldesmon PRK07735 PRK12678 PRK05035 infB MAP7 PRK06991 DUF390 COG2268 Myosin_tail_1 COG4942 PRK09098	cell. vesicle transport	31_4

CUST_18635_PI404877155	2	0.22395802	-0.056337357	0.0023832321	-0.0023822784	-0.23643684	0.120871544	HVSMEl0014H01r2_at	mitochondrial aspartate-glutamate carrier protein-like [Oryza sativa (japonica cultivar-group)]	BAC84529.1	mitochondrial substrate carrier family protein	At4g39460.1	protein Mitochondrial carrier protein, putative	Os07g19460	mitochondrial substrate carrier family protein, contains Pfam profile: PF00153 mitochondrial carrier protein	transport.metabolite transporters at the mitochondrial membrane	34_9

CUST_24718_PI399408534	2	0.29272842	0.038571358	-0.038571835	-0.20134592	-0.77586555	0.62509537	35_28971	Rep: Early flowering 6 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q6BDA0	"CHR5V7|COORD:1169545..1174639| ELF6 (EARLY FLOWERING 6); transcription factor"	AT5G04240.1	CHR01V5|COORD:39820022..39826894|protein jmjC domain containing protein, expressed	LOC_Os01g67970.1	"no descriptionmoderately similar to ( 311)AT5G04240| Symbols: ELF6 | ELF6 (EARLY FLOWERING 6); transcription factor | chr5:1169545-1174639 FORWARDnot assigned not assigned JmjC JmjC"	RNA.regulation of transcription.JUMONJI family	27_3_57

CUST_16652_PI403524517	2	-0.26426125	0.9882946	0.48454285	-0.90950966	-0.22915268	0.22915268	35_4808	Rep: Adagio-like protein 3 - Oryza sativa (Rice)	UniRef90_Q2R2W1	"CHR1V7|COORD:25512400..25514360| FKF1 (FLAVIN-BINDING KELCH DOMAIN F BOX PROTEIN); ubiquitin-protein ligase"	AT1G68050.1	CHR11V5|COORD:19686055..19681205|protein adagio protein 1, putative, expressed	LOC_Os11g34460.3	" no descriptionmoderately similar to ( 421)AT1G68050| Symbols: ADO3, FKF1 | FKF1 (FLAVIN-BINDING KELCH DOMAIN F BOX PROTEIN); ubiquitin-protein ligase | chr1:25512400-25514360 FORWARDmoderately similar to ( 485)ADO3_ORYSAnot assigned not assigned not assigned not assigned not assigned "	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_89651_PI403524517	2	-0.09279251	-0.27645874	0.15662861	0.09279251	-0.47737217	0.40840816	35_25648	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_8376_PI403524517	2	-0.4958706	0.45752907	0.027015686	0.24325943	-0.056520462	-0.02701664	35_2339	0	0	0	0	CHR10V5|COORD:17644205..17645488|protein expressed protein	LOC_Os10g33862.1	no description	not assigned.unknown	35_2

CUST_152111_PI403524517	2	0.105072975	0.12935734	0.13470078	-0.34011936	-0.57179785	-0.10507345	35_42522	"Cluster: Zinc finger (CCCH-type) protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Zinc finger (CCCH-type) protein-like - Oryza sativa (japonica cu"	UniRef90_Q67WF0		0	CHR06V5|COORD:25917415..25925337|protein zinc finger C-x8-C-x5-C-x3-H type family protein, expressed	LOC_Os06g43120.2	no description	not assigned.unknown	35_2

CUST_85045_PI403524517	2	0.3819394	-0.12564325	-0.18327618	0.12564325	-0.30786562	1.1394081	35_24365	Rep: Beta-1,2-xylosyltransferase - Hordeum vulgare (Barley)	UniRef90_Q2UVB7	"CHR5V7|COORD:22499612..22501643| AtXylT (ARABIDOPSIS THALIANA BETA-1,2-XYLOSYLTRANSFERASE); xylosyltransferase"	AT5G55500.1	CHR08V5|COORD:24754918..24759068|protein beta-2-xylosyltransferase, putative, expressed	LOC_Os08g39380.1	" no descriptionvery weakly similar to (91.7)AT5G55500| Symbols: XYLT, ATXYLT, AtXylT | AtXylT (""ARABIDOPSIS THALIANA BETA-1,2-XYLOSYLTRANSFERASE""); xylosyltransferase | chr5:22499612-22501643 FORWARDnot assigned not assigned "	not assigned.no ontology	35_1

CUST_24443_PI403524517	2	0.33186054	0.26380444	0.05672264	-0.056723118	-0.400311	-0.13087177	35_7094	"Cluster: Putative Neurofilament triplet M protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Neurofilament triplet M protein - Oryza sativa (jap"	UniRef90_Q6K8A9	CHR4V7|COORD:1490911..1494552| leucine-rich repeat transmembrane protein kinase, putative	AT4G03390.1	CHR02V5|COORD:10870288..10874616|protein expressed protein	LOC_Os02g18660.1	no descriptionnot assigned not assigned Tymo_45kd_70kd	not assigned.unknown	35_2

CUST_32616_PI403524517	2	0.097997665	-0.13494682	0.009932518	-0.03288746	0.34942436	-0.009932518	35_9402	"Cluster: Hypothetical protein P0413C03.25; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0413C03.25 - Oryza sativa (japonica cultivar-g"	UniRef90_Q8RZV4	CHR1V7|COORD:11399903..11405702| actin binding	AT1G31810.1	CHR01V5|COORD:40358278..40356970|protein wiscott-Aldrich syndrome, C-terminal, putative, expressed	LOC_Os01g68890.1	no descriptionnot assigned not assigned PRK12323 PRK07764 TT_ORF1	not assigned.unknown	35_2

CUST_103705_PI403524517	2	-0.019382477	0.4662485	0.019382954	-0.16913939	1.8652682	-0.47086477	35_29566	"Cluster: Hypothetical protein P0413G02.13; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0413G02.13 - Oryza sativa (japonica cultivar-g"	UniRef90_Q8LJ47	CHR4V7|COORD:10275928..10278502| leucine-rich repeat family protein / extensin family protein	AT4G18670.1	CHR01V5|COORD:33157695..33158666|protein expressed protein	LOC_Os01g56840.1	no description	not assigned.unknown	35_2

CUST_153555_PI403524517	2	0.30126667	-0.07754612	0.015006065	-0.09584999	-0.015006065	0.2001276	35_42915	"Cluster: Auxilin-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Auxilin-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8RYN2	CHR4V7|COORD:17230592..17235438| trichohyalin-related	AT4G36520.1	CHR01V5|COORD:25752571..25744106|protein dnaJ domain containing protein, expressed	LOC_Os01g44310.2	no description	not assigned.unknown	35_2

CUST_14114_PI404877155	2	-0.081954	-1.3690562	-0.03551197	0.8173866	0.63556767	0.03551197	Contig7938_at	ALPHA-GLUCOSIDASE PRECURSOR (MALTASE) pir||S65057 alpha-glucosidase (EC 3.2.1.20) - barley gb|AAB02985.1| alpha-glucosidase	Q43763	alpha-glucosidase 1 (AGLU1)	At5g11720.1	protein high pI alpha-glucosidase	Os06g46280	high pI alpha-glucosidase	major CHO metabolism.degradation.starch.starch cleavage	2_2_2_01

CUST_13412_PI403524517	2	0.029644966	0.1343956	-0.029644012	-0.13424683	-0.10544014	0.07813549	35_3846	Rep: Target of rapamycin - Zea mays (Maize)	UniRef90_Q5EFI5	CHR1V7|COORD:18526294..18543287| TOR (TARGET OF RAPAMYCIN)	AT1G50030.1	CHR05V5|COORD:8256273..8270285|protein phosphatidylinositol 3-kinase tor2, putative, expressed	LOC_Os05g14550.1	no descriptionnearly identical (1067)AT1G50030| Symbols: TOR | TOR (TARGET OF RAPAMYCIN) | chr1:18526294-18543287 REVERSEweakly similar to ( 172)ATR_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TEL1 PI3Kc_related PI3Kc_family PI3Kc PI3_PI4_kinase Rapamycin_bind PI3Kc PI3Kc_III PI4Kc PI3Kc_I PI3Kc_II FATC	development.multitarget.target of rapamycin	33_30_1

CUST_91723_PI403524517	2	0.27457476	0.17727089	-0.17727137	1.3704872	-0.34015512	-0.7992091	35_26225	Rep: UPI0000618398 UniRef100 entry - Bos Taurus	UniRef90_UPI0000618398	CHR1V7|COORD:26559818..26562657| protein kinase, putative	AT1G70460.1	0	0	no description	not assigned.unknown	35_2

CUST_149845_PI403524517	2	-0.1806016	-0.49635696	0.44777822	0.92082834	0.18060207	-0.20737934	35_41920	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_1791_PI404877155	2	-0.11646652	0.40800476	-0.2653942	0.11646843	-0.25756836	0.12312508	Contig12005_at	putative transcription factor WRKY5 [Oryza sativa (japonica cultivar-group)]	BAD05421.1	WRKY family transcription factor	At4g11070.2	protein WRKY DNA -binding domain, putative	Os09g16510	NONE	RNA.regulation of transcription.WRKY domain transcription factor family	27_3_32

CUST_67441_PI403524517	2	-0.19913197	0.17240524	0.31111336	-0.13371944	0.1337204	-0.31173897	35_19259	Rep: Oxidoreductase - Setaria italica (Foxtail millet)	UniRef90_Q84N44	CHR3V7|COORD:5076854..5078877| oxidoreductase, zinc-binding dehydrogenase family protein	AT3G15090.1	CHR01V5|COORD:31926025..31931442|protein reticulon-4-interacting protein 1, mitochondrial precursor, putative, expressed	LOC_Os01g54940.1	 no descriptionmoderately similar to ( 446)AT3G15090| Symbols:  | oxidoreductase, zinc-binding dehydrogenase family protein | chr3:5076854-5078877 FORWARDvery weakly similar to (87.0)QORH_SPIOLChloroplastic quinone-oxidoreductase homolog - Spinacia oleracea (Spinach)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Qor AdhP PRK10754 Tdh AdhC COG2130 ADH_zinc_N tdh ADH_N PRK07764 	not assigned.no ontology	35_1

CUST_14389_PI403524517	2	0.022310257	-0.34187508	-0.036050797	0.0032787323	-0.0032777786	0.22145939	35_4134	"Cluster: CDC2+/CDC28-related protein kinase R2; n=2; Oryza sativa|Rep: CDC2+/CDC28-related protein kinase R2 - Oryza sativa (Rice)"	UniRef90_P29620	"CHR1V7|COORD:27718774..27720679| AT;CDKD;1/CAK3AT/CDKD1;1 (CYCLIN-DEPENDENT KINASE D1;1); kinase"	AT1G73690.1	CHR05V5|COORD:19000748..19006757|protein CDC2+/CDC28-related protein kinase R2, putative, expressed	LOC_Os05g32600.1	" no descriptionhighly similar to ( 516)AT1G73690| Symbols: CDKD1;1, AT;CDKD;1, CAK3AT | AT;CDKD;1/CAK3AT/CDKD1;1 (CYCLIN-DEPENDENT KINASE D1;1); kinase | chr1:27718774-27720679 FORWARDhighly similar to ( 700)KC47_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase SPS1 Pkinase_Tyr TyrKc PTKc PTKc_Jak_rpt2 PTKc_EphR PTKc_Tec_like PTKc_Jak2_Jak3_rpt2 PTKc_Jak1_rpt2 PTKc_Tec_Rlk PTKc_Abl PTKc_Tyk2_rpt2 PTKc_DDR2 PTKc_Itk PTKc_DDR PTKc_EphR_A2 PTKc_EphR_A PTKc_Fes PTKc_DDR1 PTKc_Srm_Brk PTKc_Fes_like PTKc_Csk_like PTKc_Frk_like PTKc_DDR_like PTKc_EphR_B PTKc_Chk PTKc_Syk_like PTKc_Btk_Bmx PTKc_Met_Ron PTKc_PDGFR PTKc_Syk PTKc_Fer PTKc_Ack_like PTKc_Lck_Blk PTKc_FAK PTKc_FGFR PTKc_InsR_like PTKc_EGFR_like PTKc_Src_like PTKc_Ror PTKc_Musk PTKc_Zap-70 PTKc_RET PTKc_Tie2 PTKc_c-ros PTKc_Aatyk PTKc_Hck PTKc_IGF-1R PTKc_Ror1 PTKc_Lyn PTKc_Src PTKc_TrkB PTKc_FGFR1 PTKc_Trk PTKc_VEGFR PTKc_TrkC PTKc_FGFR2 PTKc_FGFR3 PTKc_VEGFR3 PTKc_Fyn_Yrk PTKc_Csk PTKc_FGFR4 PTKc_VEGFR2 PTKc_EGFR PTKc_Tie PTKc_Tie1 PTK_HER3 "	protein.postranslational modification	29_4

CUST_7862_PI404877155	2	0.019993782	-0.17150593	0.14100075	-0.019992828	0.061468124	-0.03491783	Contig2318_s_at	nam-like protein 2 [Petunia x hybrida]	AAM34765.1	no apical meristem (NAM) family protein	At5g64060.1	protein Similar to nam-like protein 8	Os05g35170	nam-like protein 2	RNA.regulation of transcription.NAC domain transcription factor family	27_3_27

CUST_26293_PI403524517	2	-0.02251625	-0.32162857	0.19869709	0.02251625	0.167593	-0.02251625	35_7621	"Cluster: Os09g0555100 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0555100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IZR3	CHR1V7|COORD:6398626..6399666| sulfotransferase family protein	AT1G18590.1	CHR09V5|COORD:22013268..22014768|protein flavonol sulfotransferase-like, putative, expressed	LOC_Os09g38239.1	no descriptionweakly similar to ( 169)AT1G18590| Symbols:  | sulfotransferase family protein | chr1:6398626-6399666 FORWARDnot assigned not assigned Sulfotransfer_1	lipid metabolism.'exotics' (steroids, squalene etc)	11_8

CUST_4469_PI404877155	2	0.24072075	0.19159412	-0.077228546	-0.22250271	-0.1547947	0.0772295	Contig15411_at	OSJNBa0033G05.20 [Oryza sativa (japonica cultivar-group)] ref|XP_474097.1| OSJNBa0033G05.20 [Oryza sativa (japonica cultivar-group)]	CAD41919.2	chloride channel-like (CLC) protein, putative	At5g33280.1	protein Voltage gated chloride channel, putative	Os04g55210	chloride channel-like (CLC) protein, putative, similar to CLC-c, At5g49890 (Arabidopsis thaliana) and chloride channel protein ClC-1 - Nicotiana tabacum, PIR:T02939	transport.unspecified anions	34_18

CUST_1227_PI404877155	2	-0.40497828	0.21663857	0.20780611	-0.32190323	1.3991103	-0.20780563	Contig11285_at	OSJNBa0064H22.14 [Oryza sativa (japonica cultivar-group)]	CAD40869.2	mitochondrial phosphate transporter	At5g14040.1	protein Mitochondrial carrier protein, putative	Os04g37600	mitochondrial phosphate transporter, identical to mitochondrial phosphate transporter GI:3318617 from (Arabidopsis thaliana)	transport.metabolite transporters at the mitochondrial membrane	34_9

CUST_102240_PI403524517	2	-0.39275217	-0.15998507	0.06073904	0.007973194	2.3141942	-0.007973194	35_29170	"Cluster: Os06g0196700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os06g0196700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DDV5		0	CHR06V5|COORD:4925493..4931178|protein auxin response factor 19, putative, expressed	LOC_Os06g09660.1	no description	not assigned.unknown	35_2

CUST_149487_PI403524517	2	-0.08320141	0.08562708	0.08320141	-0.13852024	1.1048346	-0.31937456	35_41817	"Cluster: Metal-transporting P-type ATPase-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Metal-transporting P-type ATPase-like protein - Oryza s"	UniRef90_Q7XI43	CHR4V7|COORD:7758606..7760888| leucine-rich repeat family protein / extensin family protein	AT4G13340.1	CHR07V5|COORD:25788696..25791028|protein copper-transporting ATPase PAA1, putative, expressed	LOC_Os07g43040.1	no description	not assigned.unknown	35_2

CUST_85678_PI403524517	2	0.028630257	0.32030773	-0.028630257	-0.11031532	-0.20594406	0.13402939	35_24539	"Cluster: Os01g0624000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0624000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JL46	CHR2V7|COORD:15913940..15916945| ceramidase family protein	AT2G38010.2	CHR01V5|COORD:25250862..25240350|protein ceramidase, putative, expressed	LOC_Os01g43520.2	no descriptionweakly similar to ( 129)AT2G38010| Symbols:  | ceramidase family protein | chr2:15913940-15916945 FORWARDnot assigned Ceramidase_alk	lipid metabolism.'exotics' (steroids, squalene etc).sphingolipids.ceramidase	11_8_1_1

CUST_179018_PI403524517	2	0.14521217	0.027412415	-0.027412415	-0.037436485	-0.32706738	2.0109425	35_49791	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_104883_PI403524517	2	0.0655961	-0.42384338	0.09696388	-0.015432358	-0.054998398	0.015431881	35_29883	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_28162_PI399408534	2	-0.14453316	-0.7492051	0.17122364	0.13054276	-0.023360252	0.023360252	35_20050	"Cluster: Calcium-binding EF hand-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Calcium-binding EF hand-like protein - Oryza sativa (japonica"	UniRef90_Q6H739	CHR4V7|COORD:13371385..13372351| calcium ion binding	AT4G26470.1	CHR02V5|COORD:5501165..5504378|protein calcium ion binding protein, putative, expressed	LOC_Os02g10470.1	"no descriptionmoderately similar to ( 286)AT4G26470| Symbols:  | similar to calcium-binding EF hand family protein [Arabidopsis thaliana] (TAIR:AT3G24110.1); similar to Os06g0609600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001058046.1); similar to Os02g0198200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001046205.1); similar to calcium-dependent protein kinase CDPK1 [Lycopersicon esculentum] (GB:AAK52801.1); contains InterPro domain EF-Hand type; (InterPro:IPR011992); contains InterPro domain Calcium-binding EF-hand; (InterPro:IPR002048) | chr4:13371385-13372205 FORWARDvery weakly similar to (60.1)CDPK2_MAIZECalcium-dependent protein kinase 2 - Zea mays (Maize)not assigned not assigned not assigned FRQ1 EFh"	signalling.calcium	30_3

CUST_6974_PI403524517	2	-7.2288513E-4	0.4033947	0.04919529	-0.21275997	7.2193146E-4	-0.36941433	35_1932	"Cluster: Serine/threonine-protein phosphatase PP1; n=4; Poaceae|Rep: Serine/threonine-protein phosphatase PP1 - Zea mays (Maize)"	UniRef90_P22198	"CHR2V7|COORD:12620866..12622360| TOPP1 (TYPE ONE PROTEIN PHOSPHATASE 1); protein phosphatase type 1"	AT2G29400.1	CHR02V5|COORD:35205557..35201744|protein serine/threonine-protein phosphatase PP1, putative, expressed	LOC_Os02g57450.2	" no descriptionweakly similar to ( 139)AT2G29400| Symbols: PP1-AT, TOPP1 | TOPP1 (TYPE ONE PROTEIN PHOSPHATASE 1); protein phosphatase type 1 | chr2:12620866-12622360 REVERSEweakly similar to ( 163)PP1_MAIZESerine/threonine-protein phosphatase PP1 - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned PP2Ac PP2Ac "	protein.postranslational modification	29_4

CUST_5350_PI403524517	2	-0.007704258	-0.13090181	0.12375593	0.00903368	-0.46262932	0.007704258	35_1477	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_10725_PI403524517	2	0.2550993	-1.4410172	-0.22985935	0.17853165	0.09382725	-0.0938282	35_3028	"Cluster: Hypothetical protein P0019D06.39; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0019D06.39 - Oryza sativa (japonica cultivar-g"	UniRef90_Q9FU74	CHR5V7|COORD:1806912..1807896| mitochondrial glycoprotein family protein / MAM33 family protein	AT5G05990.1	CHR01V5|COORD:2373570..2371285|protein mitochondrial glycoprotein, expressed	LOC_Os01g05060.1	no descriptionweakly similar to ( 122)AT3G55605| Symbols:  | mitochondrial glycoprotein family protein / MAM33 family protein | chr3:20633647-20634868 FORWARDnot assigned not assigned not assigned not assigned MAM33 PRK12323 DUF566 PRK07764	not assigned.no ontology	35_1

CUST_36625_PI403524517	2	0.0898571	0.16567707	-0.19353676	-0.15159178	0.26097488	-0.08985758	35_10559	Rep: H0112G12.2 protein - Oryza sativa (Rice)	UniRef90_Q01JL8	CHR1V7|COORD:3834762..3837305| ABC1 family protein	AT1G11390.1	CHR04V5|COORD:33484540..33478649|protein protein kinase-like, putative, expressed	LOC_Os04g56510.1	no descriptionmoderately similar to ( 377)AT1G11390| Symbols:  | ABC1 family protein | chr1:3834762-3837305 REVERSEnot assigned not assigned AarF ubiB ABC1	not assigned.no ontology.ABC1 family protein	35_1_1

CUST_94501_PI403524517	2	-0.21647072	-0.83576727	-0.036620617	0.4927988	0.27483416	0.03662014	35_27014	Rep: Dof-like protein 34 - Oryza sativa (Rice)	UniRef90_Q719I1	0	0	CHR02V5|COORD:29235893..29232195|protein dof domain, zinc finger family protein, expressed	LOC_Os02g47810.1	no description	not assigned.unknown	35_2

CUST_19257_PI403524517	2	-0.0038499832	-0.14267349	-0.023468971	0.07383633	0.0038499832	0.056357384	35_5585	Rep: Hypothetical protein STK - Triticum aestivum (Wheat)	UniRef90_Q2LA70	"CHR5V7|COORD:4176857..4179685| PBS1 (AVRPPHB SUSCEPTIBLE 1); kinase"	AT5G13160.1	CHR02V5|COORD:18440134..18444643|protein protein kinase APK1A, chloroplast precursor, putative, expressed	LOC_Os02g30900.1	"no descriptionweakly similar to ( 108)AT5G13160| Symbols: PBS1 | PBS1 (AVRPPHB SUSCEPTIBLE 1); kinase | chr5:4176857-4179685 FORWARD"	protein.postranslational modification.kinase.receptor like cytoplasmatic kinase VII	29_4_1_57

CUST_70991_PI403524517	2	-0.059681416	-0.23280907	-0.06333208	0.059681416	0.7683296	2.1374235	35_20338	"Cluster: Hypothetical protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QMB7	CHR1V7|COORD:3690406..3692826| hydroxyproline-rich glycoprotein family protein	AT1G11070.1	CHR12V5|COORD:25748688..25747228|protein expressed protein	LOC_Os12g41660.1	no descriptionnot assigned not assigned not assigned not assigned PRK07764 Totivirus_coat PRK07003	not assigned.unknown	35_2

CUST_12601_PI399408534	2	0.03970337	-0.302948	-0.10256481	0.08195877	-0.03970337	1.1041231	35_17892	"Cluster: Os06g0472000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0472000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DC89	CHR1V7|COORD:20040355..20041742| transcription factor-related	AT1G53670.1	CHR06V5|COORD:15720375..15717526|protein peptide methionine sulfoxide reductase msrB, putative, expressed	LOC_Os06g27760.1	no descriptionmoderately similar to ( 233)AT1G53670| Symbols:  | transcription factor-related | chr1:20040355-20041742 FORWARDnot assigned PRK00222 COG0229 SelR PRK05550 PRK05508	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_67045_PI403524517	2	0.34599257	-0.195292	0.07826424	0.19590092	-0.07826471	-0.14788532	35_19148	"Cluster: OSJNBa0070M12.14 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0070M12.14 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XTL5	CHR2V7|COORD:8010305..8011824| DNAJ heat shock N-terminal domain-containing protein	AT2G18465.1	CHR04V5|COORD:34913534..34909511|protein dnaJ domain containing protein, expressed	LOC_Os04g59060.1	no descriptionvery weakly similar to (86.7)AT2G18465| Symbols:  | DNAJ heat shock N-terminal domain-containing protein | chr2:8010305-8011824 REVERSEDnaJ DnaJ	stress.abiotic.heat	20_2_1

CUST_77523_PI403524517	2	0.10927391	-0.5193567	-0.032212257	0.052918434	0.032212257	-0.06642628	35_22216	"Cluster: Putative signal peptidase I; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative signal peptidase I - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ERV1	CHR3V7|COORD:8970701..8972027| signal peptidase I family protein	AT3G24590.1	CHR02V5|COORD:9544169..9550625|protein signal peptidase I-1, putative, expressed	LOC_Os02g16709.1	no descriptionmoderately similar to ( 305)AT3G24590| Symbols:  | signal peptidase I family protein | chr3:8970701-8972027 FORWARDnot assigned not assigned LepB PRK10861	protein.targeting.chloroplast	29_3_3

CUST_111234_PI403524517	2	-0.019495964	0.27702808	0.011322975	-0.056362152	-0.008987427	0.008987427	35_31586	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_9420_PI403524517	2	-0.0417881	-0.02257824	0.010360718	0.09109306	0.1496582	-0.010360718	35_2647	"Cluster: Putative beta 1,3 glucan synthase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative beta 1,3 glucan synthase - Oryza sativa (japonica cultivar"	UniRef90_Q5VS25	"CHR2V7|COORD:15462014..15476446| ATGSL08 (GLUCAN SYNTHASE-LIKE 8); 1,3-beta-glucan synthase/ transferase, transferring glycosyl groups"	AT2G36850.1	CHR06V5|COORD:729614..723963|protein callose synthase catalytic subunit, putative, expressed	LOC_Os06g02260.2	" no descriptionmoderately similar to ( 414)AT2G36850| Symbols: GSL08, ATGSL8, ATGSL08 | ATGSL08 (GLUCAN SYNTHASE-LIKE 8); 1,3-beta-glucan synthase/ transferase, transferring glycosyl groups | chr2:15462014-15476446 REVERSEnot assigned not assigned Glucan_synthase obgE "	minor CHO metabolism.callose	3_6

CUST_53892_PI403524517	2	-0.15081024	1.5021849	0.022060394	-0.022060394	-0.41561127	0.5271168	35_15334	"Cluster: Putative trehalose-6-phosphate synthase/phosphatase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative trehalose-6-phosphate"	UniRef90_Q6ERD9	"CHR1V7|COORD:25501156..25503904| ATTPS6 (Arabidopsis thaliana trehalose phosphatase/synthase 6); trehalose-phosphatase"	AT1G68020.2	CHR09V5|COORD:13874252..13878717|protein ATTPS6, putative, expressed	LOC_Os09g23350.1	" no descriptionmoderately similar to ( 345)AT1G68020| Symbols: TPS6, ATTPS6 | ATTPS6 (Arabidopsis thaliana trehalose phosphatase/synthase 6); trehalose-phosphatase | chr1:25501156-25503904 FORWARDnot assigned Trehalose_PPase OtsB "	minor CHO metabolism.trehalose.potential TPS/TPP	3_2_3

CUST_56173_PI403524517	2	-0.080304146	1.1320047	0.31423092	-0.3454771	-0.0882864	0.08030319	35_15990	"Cluster: Serine/threonine-protein kinase SAPK9; n=3; Magnoliophyta|Rep: Serine/threonine-protein kinase SAPK9 - Oryza sativa (Rice)"	UniRef90_Q75V57	"CHR3V7|COORD:18752786..18754885| SPK-2-2 (SNF1-RELATED PROTEIN KINASE 2-2, SNF1-RELATED PROTEIN KINASE 2.2); kinase/ protein kinase"	AT3G50500.1	CHR12V5|COORD:24428455..24424607|protein serine/threonine-protein kinase SAPK9, putative, expressed	LOC_Os12g39630.1	" no descriptionmoderately similar to ( 436)AT3G50500| Symbols: SPK-2-2, SNRK2-2, SNRK2.2, SRK2D | SPK-2-2 (SNF1-RELATED PROTEIN KINASE 2-2, SNF1-RELATED PROTEIN KINASE 2.2); kinase/ protein kinase | chr3:18752786-18754885 REVERSEmoderately similar to ( 478)SAPK9_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase SPS1 TyrKc Pkinase_Tyr PTKc PTKc_Jak_rpt2 PTKc_Tyk2_rpt2 PTKc_Csk_like PTKc_Jak2_Jak3_rpt2 PTKc_Ack_like PTKc_Btk_Bmx PTKc_Jak1_rpt2 PTKc_Tec_like PTKc_EphR PTKc_Tec_Rlk PTKc_Syk_like PTKc_Itk PTKc_EphR_A PTKc_DDR PTKc_Srm_Brk PTKc_Fes PTKc_EphR_B PTKc_EphR_A2 PTKc_Chk PTKc_InsR_like PTKc_FAK PTKc_Src_like PTKc_Fes_like PTKc_Csk PTKc_EGFR_like PTKc_Lck_Blk PTKc_Frk_like PTKc_PDGFR PTKc_Met_Ron PTKc_FGFR PTKc_c-ros PTKc_Musk PTKc_Lyn PTKc_ALK_LTK PTKc_Zap-70 PTKc_Trk PTKc_Abl PTKc_DDR_like PTKc_DDR2 PTKc_Ror PTKc_Axl_like PTKc_Syk PTKc_Tie1 PTKc_RET PTK_Ryk PTKc_Tie PTKc_EphR_A10 PTKc_Fer PTKc_TrkA PTKc_Aatyk PTKc_TrkC PTKc_Aatyk1_Aatyk3 PTK_CCK4 PTKc_TrkB PTKc_Tyro3 PTKc_FGFR4 PTKc_VEGFR PTKc_Tie2 PTK_Jak_rpt1 PTKc_Axl PTKc_FGFR2 PTK_HER3 PTKc_Fyn_Yrk PTKc_Hck PTKc_DDR1 PTKc_VEGFR3 PRK12678 PTKc_VEGFR2 PTKc_FGFR3 PTKc_Src PTKc_FGFR1 PTKc_HER2 PTKc_PDGFR_alpha PTKc_HER4 PTKc_EGFR "	protein.postranslational modification	29_4

CUST_91659_PI403524517	2	0.070222855	0.60232925	0.09724426	-0.07340431	-0.0894022	-0.070222855	35_26206	"Cluster: Peroxisomal biogenesis factor 3-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Peroxisomal biogenesis factor 3-like - Oryza sativa (japonica cu"	UniRef90_Q69M23	CHR3V7|COORD:6220924..6222929| peroxin-3 family protein	AT3G18160.1	CHR09V5|COORD:8584969..8588948|protein lysine and histidine specific transporter, putative, expressed	LOC_Os09g14510.1	no descriptionmoderately similar to ( 225)AT3G18160| Symbols:  | peroxin-3 family protein | chr3:6220924-6222929 FORWARDnot assigned Peroxin-3	not assigned.no ontology	35_1

CUST_23710_PI399408534	2	-0.25797844	-0.43934822	0.6426773	0.037137985	0.43536854	-0.037137985	35_5700	"Cluster: Nuclear transcription factor Y subunit B-3; n=4; Magnoliophyta|Rep: Nuclear transcription factor Y subunit B-3 - Oryza sativa (Rice)"	UniRef90_Q60EQ4	CHR2V7|COORD:16245763..16247394| HAP3A (Heme activator protein (yeast) homolog 3A)	AT2G38880.5	CHR05V5|COORD:22690898..22686909|protein nuclear transcription factor Y subunit B-3, putative, expressed	LOC_Os05g38820.3	 no descriptionweakly similar to ( 197)AT2G37060| Symbols:  | CCAAT-box binding transcription factor, putative | chr2:15583415-15584739 FORWARDmoderately similar to ( 270)NFYB3_ORYSAnot assigned not assigned not assigned not assigned CBFD_NFYB_HMF HHT1 COG5150 	RNA.regulation of transcription.CCAAT box binding factor family, HAP3	27_3_15

CUST_54194_PI403524517	2	-0.0010786057	-0.49034786	0.058288574	-0.00888443	0.124240875	0.0010786057	35_15427	"Cluster: Succinate dehydrogenase [ubiquinone] flavoprotein subunit, mitochondrial precursor; n=2; Oryza sativa|Rep: Succinate dehydrogenase [ubiquinone]"	UniRef90_Q6ZDY8	CHR5V7|COORD:26671002..26674450| SDH1-1 (Succinate dehydrogenase 1-1)	AT5G66760.1	CHR07V5|COORD:1864856..1858914|protein succinate dehydrogenase flavoprotein subunit,mitochondrial precursor, putative, expressed	LOC_Os07g04240.1	no descriptionnearly identical (1070)AT5G66760| Symbols: SDH1-1 | SDH1-1 (Succinate dehydrogenase 1-1) | chr5:26671002-26674450 FORWARDnearly identical (1108)DHSA_ORYSAnot assigned not assigned sdhA sdhA sdhA sdhA sdhA SdhA sdhA sdhA PRK09231 sdhA PRK08626 sdhA NadB sdhA FAD_binding_2 sdhA PRK09077 PRK07395 PRK08071 PRK07804 PRK07512 sdhA PRK06175 PRK08401 Succ_DH_flav_C PRK06481 PRK08275 PRK06854 PRK07121	TCA / org. transformation.TCA.succinate dehydrogenase	8_1_7

CUST_8420_PI404877155	2	0.047804356	0.36829185	-0.5009575	-0.047804832	0.15086079	-0.3498578	Contig24911_at	similar to Leishmania major. Ppg3 [Dictyostelium discoideum]	AAS38911.1	17457509|cyclin-related	At2g41830.1	protein AP2 domain, putative	Os09g13940	NONE	RNA.regulation of transcription.AP2/EREBP, APETALA2/Ethylene-responsive element binding protein family	27_3_03

CUST_26647_PI403524517	2	-0.056167603	-0.5044651	0.05616665	-0.111166	0.7708225	0.45486927	35_7721	Rep: Ring finger protein - Hordeum vulgare (Barley)	UniRef90_O49869	"CHR2V7|COORD:7583722..7584279| RHA3A (RING-H2 finger A3A); protein binding / zinc ion binding"	AT2G17450.1	CHR10V5|COORD:20726522..20725448|protein ring finger protein, putative, expressed	LOC_Os10g39450.1	"no descriptionvery weakly similar to (97.1)AT1G76410| Symbols: ATL8 | ATL8; protein binding / zinc ion binding | chr1:28673809-28674366 FORWARDvery weakly similar to (77.4)EL5_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Tymo_45kd_70kd PRK07764 PRK07003 PRK12323 RING TT_ORF1 PRK12678 COG5540 Herpes_BLLF1 Atrophin-1 APC_basic Protamine_P1"	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_182339_PI403524517	2	0.20405865	-0.72598267	0.0039806366	-0.003979683	-0.111713886	0.4327755	35_50690	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_13209_PI404877155	2	-0.047315598	0.6542797	0.04731655	-0.13059235	-0.21491432	0.06814098	Contig6917_at	metal-transporting P-type ATPase-like protein [Oryza sativa (japonica cultivar-group)]	BAC79908.1	metal-transporting P-type ATPase, putative (PAA1)	At4g33520.1	protein heavy metal-associated domain, putative	Os07g43040	metal-transporting P-type ATPase-like protein	transport.metal	34_12

CUST_81722_PI403524517	2	-0.044889927	-0.67671394	0.054508686	0.044889927	0.14130306	-0.47354126	35_23442	Rep: Hexokinase-8 - Oryza sativa (Rice)	UniRef90_Q1WM15	"CHR4V7|COORD:14352344..14354871| ATHXK1 (GLUCOSE INSENSITIVE 2); ATP binding / hexokinase"	AT4G29130.1	CHR01V5|COORD:4819931..4816906|protein hexokinase-1, putative, expressed	LOC_Os01g09460.1	" no descriptionmoderately similar to ( 249)AT4G29130| Symbols: GIN2, HXK1, ATHXK1 | ATHXK1 (GLUCOSE INSENSITIVE 2); ATP binding / hexokinase | chr4:14352344-14354871 REVERSEmoderately similar to ( 350)HXK8_ORYSAnot assigned Hexokinase_1 COG5026 "	major CHO metabolism.degradation.sucrose.hexokinase	2_2_1_4

CUST_100326_PI403524517	2	0.067970276	0.48274994	0.032458305	-0.11185074	-0.03245735	-0.38748264	35_28640	"Cluster: Os05g0298200 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0298200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DJD7	CHR3V7|COORD:270622..272698| ankyrin repeat family protein	AT3G01750.1	CHR05V5|COORD:13230517..13234745|protein expressed protein	LOC_Os05g23320.2	no descriptionmoderately similar to ( 211)AT3G01750| Symbols:  | ankyrin repeat family protein | chr3:270622-272698 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned ANK Arp	cell.organisation	31_1

CUST_53186_PI403524517	2	0.77744484	-0.21617603	-0.13628101	0.40665722	0.11135769	-0.11135769	35_15139	"Cluster: Putative late elongated hypocoty; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative late elongated hypocoty - Oryza sativa (japonica cultivar-g"	UniRef90_Q6ZHD2	0	0	CHR02V5|COORD:28038280..28035246|protein expressed protein	LOC_Os02g46030.1	no description	not assigned.unknown	35_2

CUST_17650_PI399408534	2	-0.13405228	-0.027899742	-0.22046757	0.18475771	0.027899742	0.6232643	35_41785	"Cluster: P53 binding protein-like; n=3; Oryza sativa (japonica cultivar-group)|Rep: P53 binding protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7F1K4	CHR1V7|COORD:25213488..25216075| zinc finger (Ran-binding) family protein	AT1G67325.1	CHR08V5|COORD:25804243..25809602|protein Zn-finger, RanBP-type, containing protein, expressed	LOC_Os08g41010.3	no descriptionvery weakly similar to (69.3)AT1G67325| Symbols:  | zinc finger (Ran-binding) family protein | chr1:25213488-25216075 REVERSE	RNA.regulation of transcription.unclassified	27_3_99

CUST_8929_PI403524517	2	-0.0014829636	-0.2593336	0.07387543	0.0014820099	-0.02584362	0.048833847	35_2504	"Cluster: Putative WD-repeat containing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative WD-repeat containing protein - Oryza sativa (japonica"	UniRef90_Q9AV81	CHR1V7|COORD:1226748..1230591| transducin family protein / WD-40 repeat family protein	AT1G04510.1	CHR10V5|COORD:16881232..16874193|protein pre-mRNA-splicing factor 19, putative, expressed	LOC_Os10g32880.2	no descriptionhighly similar to ( 751)AT1G04510| Symbols:  | nucleotide binding | chr1:1226748-1230591 FORWARDvery weakly similar to (95.9)PF20_CHLREFlagellar WD repeat-containing protein Pf20 - Chlamydomonas reinhardtiinot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned WD40 Prp19 COG2319 Ubox WD40	not assigned.no ontology	35_1

CUST_14121_PI403524517	2	0.035639763	-0.08065987	0.057195663	-0.045663834	0.13135338	-0.035639763	35_4053	"Cluster: Putative ribophorin II; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ribophorin II - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5N7W3	CHR4V7|COORD:11278656..11283609| ribophorin II (RPN2) family protein	AT4G21150.1	CHR01V5|COORD:40022812..40030056|protein dolichyl-diphosphooligosaccharide--protein glycosyltransferase 63 kDasubunit precursor, putative,	LOC_Os01g68324.2	no descriptionhighly similar to ( 508)AT4G21150| Symbols:  | ribophorin II (RPN2) family protein | chr4:11278656-11283609 FORWARDnot assigned not assigned not assigned not assigned Ribophorin_II Protamine_P1 PRK12323	not assigned.no ontology	35_1

CUST_85078_PI403524517	2	-0.9539566	0.00549984	0.29504108	0.27524948	-0.06739712	-0.00549984	35_24375	"Cluster: OSJNBb0039F02.2 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBb0039F02.2 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XV97	"CHR5V7|COORD:4219004..4220505| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G20900.1); similar to P0482D04.10 [Oryza sativa (japonica"	AT5G13220.1	CHR04V5|COORD:19305180..19309760|protein ZIM motif family protein, expressed	LOC_Os04g32480.1	"no descriptionvery weakly similar to (67.0)AT5G13220| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G19180.1); similar to P0482D04.10 [Oryza sativa (japonica cultivar-group)] (GB:BAB89663.1); similar to Os04g0395800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001052661.1); contains InterPro domain ZIM; (InterPro:IPR010399) | chr5:4219004-4219999 FORWARDtify"	not assigned.unknown	35_2

CUST_78292_PI403524517	2	0.1130867	-1.570548	-0.23079967	0.64434814	0.5306568	-0.113087654	35_22444	Rep: OSIGBa0113I13.1 protein - Oryza sativa (Rice)	UniRef90_Q01KE6	"CHR4V7|COORD:14627233..14627436| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G57123.1); similar to conserved hypothetical protein [Medicago"	AT4G29905.1	CHR04V5|COORD:30397232..30396332|protein expressed protein	LOC_Os04g51680.1	"no descriptionvery weakly similar to (65.1)AT4G29905| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G57123.1); similar to conserved hypothetical protein [Medicago truncatula] (GB:ABD28467.1); contains domain Glucocorticoid receptor-like (DNA-binding domain) (SSF57716) | chr4:14627233-14627436 REVERSE"	not assigned.unknown	35_2

CUST_25026_PI403524517	2	0.101343155	0.12374592	-0.03251648	-0.05272484	-0.016856194	0.01685524	35_7262	"Cluster: Os05g0513300 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0513300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DGT3	CHR1V7|COORD:27767598..27769989| ESP1 (ENHANCED SILENCING PHENOTYPE 1)	AT1G73840.1	CHR05V5|COORD:25370570..25373591|protein proline-rich protein precursor, putative, expressed	LOC_Os05g43780.1	no descriptionvery weakly similar to (85.1)AT1G73840| Symbols: ESP1 | ESP1 (ENHANCED SILENCING PHENOTYPE 1) | chr1:27767598-27769989 REVERSEnot assigned	not assigned.no ontology.hydroxyproline rich proteins	35_1_41

CUST_59489_PI403524517	2	0.2938218	0.15819025	-0.29878712	-0.15818977	-0.58409405	0.28032207	35_16964	"Cluster: Putative retinoid-inducible serine caroboxypeptidase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative retinoid-inducible serine caroboxypepti"	UniRef90_Q6YYX5	"CHR2|COORD:11892648..11896107| similar to serine carboxypeptidase III, putative [Arabidopsis thaliana] (TAIR:At3g45010.1); similar to PREDICTED P0562A06.41"	AT2G27920.3	CHR08V5|COORD:27936457..27941789|protein retinoid-inducible serine carboxypeptidase precursor, putative, expressed	LOC_Os08g44640.1	"no descriptionweakly similar to ( 155)AT2G27920| Symbols: SCPL51 | SCPL51; serine carboxypeptidase | chr2:11892854-11895809 REVERSEvery weakly similar to (59.7)CBP3_ORYSAnot assigned not assigned Peptidase_S10"	protein.degradation.serine protease	29_5_5

CUST_177572_PI403524517	2	0.015906334	-0.41980743	-0.012454033	0.012453079	0.037405968	-0.047026634	35_49393	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_15309_PI403524517	2	0.055538654	-0.05553913	-0.12781143	2.0210953	-0.09860897	0.4227848	35_4418	Rep: Dehydrin 11 - Hordeum vulgare (Barley)	UniRef90_Q9ZTR8	CHR2V7|COORD:9213289..9214120| dehydrin family protein	AT2G21490.1	CHR01V5|COORD:29446608..29451479|protein dehydrin family protein, expressed	LOC_Os01g50700.1	no descriptionweakly similar to ( 116)DHR25_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Dehydrin Gag_spuma PRK12323 PRK12678	not assigned.unknown	35_2

CUST_14067_PI404877155	2	-0.42008686	-0.40413666	1.4731607	0.38881016	0.38881016	-0.38881016	Contig7886_at	jakalin homolog - barley gb|AAA87041.1| putative 32.6 kDa jasmonate-induced protein [Hordeum vulgare] gb|AAB72096.1| 32 kDa protein [Hordeum	T04374	jacalin lectin family protein	At1g19715.1	protein jacalin homolog - barley	Os12g09700	jasmonate-induced protein	hormone metabolism.jasmonate.induced-regulated-responsive-activated	17_7_3

CUST_174116_PI403524517	2	0.22831917	0.15635395	0.106928825	-0.10692787	-0.6331787	-0.21437645	35_48479	"Rep: HvPIP2;1 protein - Hordeum vulgare (Barley)"	UniRef90_O48517	"CHR3V7|COORD:19814884..19816432| PIP2A (plasma membrane intrinsic protein 2;1); water channel"	AT3G53420.1	CHR07V5|COORD:15404748..15408107|protein aquaporin PIP2.1, putative, expressed	LOC_Os07g26690.1	" no descriptionweakly similar to ( 175)AT3G53420| Symbols: PIP2, PIP2;1, PIP2A | PIP2A (plasma membrane intrinsic protein 2;1) | chr3:19814884-19816432 REVERSEmoderately similar to ( 202)PIP22_ORYSAnot assigned not assigned MIP MIP GlpF "	transport.Major Intrinsic Proteins.PIP	34_19_1

CUST_83971_PI403524517	2	0.41642952	-0.2372489	-0.021442413	0.021442413	-0.20945454	0.5833392	35_24068	"Cluster: Phospholipid/glycerol acyltransferase-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Phospholipid/glycerol acyltransferase-like protein"	UniRef90_Q6Z7C0	"CHR5V7|COORD:1835107..1836723| ATGPAT7/GPAT7 (GLYCEROL-3-PHOSPHATE ACYLTRANSFERASE 7); 1-acylglycerol-3-phosphate O-acyltransferase/"	AT5G06090.1	CHR02V5|COORD:778356..775494|protein glycerol-3-phosphate acyltransferase 8, putative, expressed	LOC_Os02g02340.1	" no descriptionweakly similar to ( 137)AT5G06090| Symbols: ATGPAT7, GPAT7 | ATGPAT7/GPAT7 (GLYCEROL-3-PHOSPHATE ACYLTRANSFERASE 7); 1-acylglycerol-3-phosphate O-acyltransferase/ acyltransferase | chr5:1835107-1836723 FORWARD"	lipid metabolism.Phospholipid synthesis	11_3

CUST_132208_PI403524517	2	0.10256958	-0.17039394	0.2896986	-0.08666706	-0.14838886	0.08666611	35_37130	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_12263_PI404877155	2	0.20262766	1.6089067	-0.30759954	0.16850471	-0.16850471	-0.60487556	Contig6002_s_at	photosystem II reaction center PsbP family protein [Arabidopsis thaliana] gb|AAK64145.1| unknown protein [Arabidopsis thaliana]	NP_565906.1	photosystem II reaction center PsbP family protein	At2g39470.1	protein PsbP, putative	Os03g17170	"photosystem II reaction center PsbP family protein or  similar to photosystem II reaction center PsbP family protein [Arabidopsis thaliana] (TAIR:At3g55330.1); similar to putative oxygen evolving complex protein [Oryza sativa (japonica cultivar-group)] (G"	PS.lightreaction.photosystem II.PSII polypeptide subunits	1_01_01_02

CUST_6899_PI403524517	2	0.022385597	0.5363035	0.12739849	-0.22831917	-0.20186234	-0.022385597	35_1913	"Cluster: Hypothetical protein OSJNBa0079H23.22; n=3; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0079H23.22 - Oryza sativa (japonica"	UniRef90_Q6AUC0	CHR3V7|COORD:2989620..2991359| SYP71 (SYNTAXIN OF PLANTS 71)	AT3G09740.1	CHR05V5|COORD:27446984..27450550|protein syntaxin 72, putative, expressed	LOC_Os05g48020.1	 no descriptionmoderately similar to ( 356)AT3G09740| Symbols: ATSYP71, SYP71 | SYP71 (SYNTAXIN OF PLANTS 71) | chr3:2989620-2991359 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned SNARE t_SNARE t_SNARE 	cell. vesicle transport	31_4

CUST_122246_PI403524517	2	-0.09254122	0.11482906	0.04771471	0.06216526	-0.08740759	-0.04771471	35_34504	Rep: 60S ribosomal protein L10a - Neurospora crassa	UniRef90_Q7RZS0	CHR2V7|COORD:11770520..11771647| 60S ribosomal protein L10A (RPL10aB)	AT2G27530.1	CHR08V5|COORD:27796506..27799834|protein 60S ribosomal protein L10a-1, putative, expressed	LOC_Os08g44380.2	no descriptionweakly similar to ( 130)AT2G27530| Symbols:  | 60S ribosomal protein L10A (RPL10aB) | chr2:11770520-11771647 REVERSEweakly similar to ( 109)RL10A_CHLRE60S ribosomal protein L10a - Chlamydomonas reinhardtiinot assigned not assigned RplA Ribosomal_L1 rpl1P	protein.synthesis.misc ribososomal protein	29_2_2

CUST_18030_PI399408534	2	-0.0022888184	0.27973938	0.07049084	-0.060206413	-0.0155210495	0.0022888184	35_3744	"Cluster: Rac-like GTP-binding protein ARAC3; n=9; Magnoliophyta|Rep: Rac-like GTP-binding protein ARAC3 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q38912	"CHR4V7|COORD:16673181..16674545| ARAC3/ATROP6/RHO1PS/ROP6 (rho-related protein from plants 6); GTP binding / GTPase"	AT4G35020.1	CHR02V5|COORD:35874978..35879805|protein rac-like GTP-binding protein 5, putative, expressed	LOC_Os02g58730.1	" no descriptionmoderately similar to ( 345)AT4G35020| Symbols: ARAC3, ROP6, RHO1PS, ATROP6 | ARAC3/ATROP6/RHO1PS/ROP6 (rho-related protein from plants 6); GTP binding / GTPase | chr4:16673181-16674545 FORWARDmoderately similar to ( 355)RAC5_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Rop_like RHO Rho Rac1_like Rho4_like Cdc42 RhoG Wrch_1 RhoA_like Tc10 Ras Rho2 Rho3 Rab Ras RAB COG1100 Rnd Ras_like_GTPase Rnd3_RhoE_Rho8 Rnd2_Rho7 Rnd1_Rho6 RAS Rab21 Rab5_related Rab6 RhoBTB H_N_K_Ras_like Rab8_Rab10_Rab13_like Rab1_Ypt1 Ras2 Rab7 M_R_Ras_like Rab11_like Rab18 Rab9 RalA_RalB Rap_like RheB Rab2 Rab19 Rab23_lke Rab4 Rab27A Rab26 RSR1 Miro1 Rab39 Rap2 Rab3 Rab15 RERG_RasL11_like Rab36_Rab34 RabA_like Rab24 Ran Rit_Rin_Ric Rap1 Rab35 Rab14 Rab30 RabL2 RabL4 Rab33B_Rab33A Rab32_Rab38 Miro Spg1 Rab12 RJL Rab40 Ras_dva ARHI_like Rab20 Rhes_like RAN Rab28 RGK RRP22 "	signalling.G-proteins	30_5

CUST_17932_PI403524517	2	-0.1325159	0.24873638	0.022241592	-0.022241592	0.1830759	-0.07971287	35_5176	"Cluster: Putative RNA 3'-terminal phosphate cyclase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative RNA 3'-terminal phosphate cyclase - Oryza sativa"	UniRef90_Q75LH9	CHR5V7|COORD:7329018..7330721| RNA cyclase family protein	AT5G22100.1	CHR03V5|COORD:34970731..34967918|protein RNA 3-terminal phosphate cyclase-like protein, putative, expressed	LOC_Os03g61790.1	no descriptionmoderately similar to ( 424)AT5G22100| Symbols:  | RNA cyclase family protein | chr5:7329018-7330721 FORWARDnot assigned RNA_Cyclase_Class_I RTC RCL1 RNA_Cyclase RNA_Cyclase_Class_II PRK04204 RTC_insert EPT_RTPC-like	not assigned.no ontology	35_1

CUST_18888_PI399408534	2	0.34954166	0.36510754	-0.45819855	-0.10635948	-0.3862667	0.106360435	35_8570	"Cluster: Hypothetical protein OJ1286_E05.15; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1286_E05.15 - Oryza sativa (japonica cultiv"	UniRef90_Q6AV91	"CHR5|COORD:3987376..3989407| lateral root primordium 1 (LRP1), identical to lateral root primordium 1 (LRP1) (Arabidopsis thaliana) GI:882341; contains Pfam pro"	AT5G12330.1	CHR05V5|COORD:18612009..18610673|protein LRP1, putative, expressed	LOC_Os05g32070.1	no descriptionweakly similar to ( 140)AT5G12330| Symbols: LRP1 | LRP1 (LATERAL ROOT PRIMORDIUM 1) | chr5:3987678-3989075 REVERSEnot assigned not assigned not assigned not assigned not assigned DUF702 PRK12323 PRK07764	RNA.regulation of transcription.C2H2 zinc finger family	27_3_11

CUST_510_PI404877155	2	-0.03240204	0.34005547	0.032401085	-0.10451698	-0.15194416	0.11471748	Contig10423_at	putative phosphatidylinositol-4-phosphate 5-kinase [Oryza sativa (japonica cultivar-group)] gb|AAP55050.1| putative phosphatidylinositol-4-p	NP_922763.1	MORN (Membrane Occupation and Recognition Nexus) repeat-containing protein /phosphatidylinositol-4-phosphate 5	At2g35170.1	protein putative phosphatidylinositol-4-phosphate 5-kinase	Os10g41530	putative phosphatidylinositol-4-phosphate 5-kinase	signalling.phosphinositides	30_4

CUST_2483_PI403524517	2	0.18315506	0.51651	-0.039402008	-0.13949585	-0.10891628	0.039402008	35_674	"Cluster: Hypothetical protein P0686E09.33; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0686E09.33 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5ZDI4	CHR3V7|COORD:5099719..5101724| exonuclease family protein	AT3G15140.1	CHR01V5|COORD:24903707..24902574|protein 3-5 exonuclease eri-1, putative, expressed	LOC_Os01g43080.1	no descriptionvery weakly similar to (73.6)AT3G15140| Symbols:  | exonuclease family protein | chr3:5099719-5101724 REVERSEnot assigned not assigned KapD PRK07748 EXOIII Exonuc_X-T PRK06722	DNA.unspecified	28_99

CUST_106622_PI403524517	2	0.06296921	0.011833668	-0.019734383	0.22986269	-0.03346491	-0.011833668	35_30344	"Cluster: Hypothetical protein OJ1281_H05.1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1281_H05.1 - Oryza sativa (japonica cultivar"	UniRef90_Q6L513	CHR3V7|COORD:20558897..20559547| similar to Os12g0571300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001067085.1)	AT3G55420.1	CHR05V5|COORD:22483045..22487785|protein expressed protein	LOC_Os05g38470.2	no descriptionweakly similar to ( 179)AT3G55420| Symbols:  | similar to Os12g0571300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001067085.1) | chr3:20558897-20559547 FORWARDnot assigned	not assigned.unknown	35_2

CUST_73473_PI403524517	2	0.1868267	0.27697563	-0.019352913	-0.15904236	-0.13178921	0.01935196	35_21069	"Cluster: Putative elicitor inducible beta-1,3-glucanase NtEIG-E76; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative elicitor inducible beta-1,3-glucana"	UniRef90_Q5JNL0	CHR5V7|COORD:22924747..22926662| glycosyl hydrolase family 17 protein	AT5G56590.1	CHR01V5|COORD:31224524..31227916|protein glucan endo-1,3-beta-glucosidase 4 precursor, putative, expressed	LOC_Os01g53750.1	 no descriptionmoderately similar to ( 253)AT5G56590| Symbols:  | glycosyl hydrolase family 17 protein | chr5:22924747-22926662 FORWARDweakly similar to ( 141)E13B_WHEATGlucan endo-1,3-beta-glucosidase precursor - Triticum aestivum (Wheat)X8 Glyco_hydro_17 	misc.beta 1,3 glucan hydrolases	26_4

CUST_10957_PI403524517	2	0.018978119	-0.14219856	8.5258484E-4	-8.5258484E-4	-0.046233177	0.027103424	35_3098	Rep: Derlin-1 - Oryza sativa (Rice)	UniRef90_Q06397	CHR4V7|COORD:14444943..14446958| Der1-like family protein / degradation in the ER-like family protein	AT4G29330.1	CHR05V5|COORD:5377492..5373687|protein derlin-3, putative, expressed	LOC_Os05g09550.1	no descriptionmoderately similar to ( 315)AT4G29330| Symbols: DER1 | Der1-like family protein / degradation in the ER-like family protein | chr4:14444943-14446958 FORWARDmoderately similar to ( 404)DERL1_ORYSAnot assigned not assigned DER1 COG5291	not assigned.no ontology	35_1

CUST_114103_PI403524517	2	0.39964867	0.18302107	0.03843975	-0.038440228	-0.47475767	-0.061882973	35_32379	"Cluster: Coatomer alpha subunit; n=1; Hordeum vulgare subsp. vulgare|Rep: Coatomer alpha subunit - Hordeum vulgare var. distichum (Two-rowed barley)"	UniRef90_Q6RYF4	CHR1V7|COORD:22923479..22927393| coatomer protein complex, subunit alpha, putative	AT1G62020.1	CHR03V5|COORD:28673886..28668569|protein coatomer subunit alpha, putative, expressed	LOC_Os03g50340.1	 no descriptionmoderately similar to ( 237)AT1G62020| Symbols:  | coatomer protein complex, subunit alpha, putative | chr1:22923479-22927393 FORWARDnot assigned Coatomer_WDAD 	cell. vesicle transport	31_4

CUST_11392_PI399408534	2	0.1476469	-0.5745983	-0.070459366	0.020646095	-0.020647049	0.05403042	35_2259	"Cluster: Os04g0388900 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os04g0388900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JDN9	CHR2V7|COORD:18156802..18157956| small nuclear ribonucleoprotein F, putative / U6 snRNA-associated Sm-like protein, putative / Sm protein F, putative	AT2G43810.1	CHR02V5|COORD:18229931..18225256|protein small nuclear ribonucleoprotein F, putative, expressed	LOC_Os02g30624.2	 no descriptionweakly similar to ( 147)AT2G43810| Symbols:  | small nuclear ribonucleoprotein F, putative / U6 snRNA-associated Sm-like protein, putative / Sm protein F, putative | chr2:18156802-18157956 FORWARDnot assigned not assigned LSm6 Sm_F LSM archeal_Sm1 PRK00737 Sm LSM1 Sm_like 	RNA.processing	27_1

CUST_12934_PI403524517	2	0.025658607	-0.13762474	-0.024323463	0.026510239	-0.080397606	0.024324417	35_3701	"Cluster: Os01g0847700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0847700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JHR5	CHR2V7|COORD:15845916..15847830| aldo/keto reductase family protein	AT2G37790.1	CHR01V5|COORD:36737487..36741459|protein aldose reductase, putative, expressed	LOC_Os01g62870.1	no descriptionmoderately similar to ( 431)AT2G37770| Symbols:  | oxidoreductase | chr2:15841966-15843737 FORWARDmoderately similar to ( 234)ALDR_HORVUAldose reductase - Hordeum vulgare (Barley)not assigned not assigned not assigned Aldo_ket_red ARA1 dkgA dkgB Tas COG4989 PRK10376 PRK10625 COG1453 PRK09912	minor CHO metabolism.others	3_5

CUST_66007_PI403524517	2	-0.022229195	0.3393116	0.050590515	-0.02847004	-0.16943169	0.022230148	35_18853	"Cluster: Putative nitrilase 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative nitrilase 1 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6H851	CHR5V7|COORD:7379404..7381767| NIT4 (NITRILASE 4)	AT5G22300.1	CHR02V5|COORD:25453597..25456858|protein nitrilase 4, putative, expressed	LOC_Os02g42330.1	no descriptionmoderately similar to ( 486)AT5G22300| Symbols: NIT4 | NIT4 (NITRILASE 4) | chr5:7379404-7381767 FORWARDhighly similar to ( 507)NRL4_TOBACNitrilase 4 - Nicotiana tabacum (Common tobacco)not assigned not assigned not assigned not assigned CN_hydrolase COG0388 nadE	misc.nitrilases, *nitrile lyases, berberine bridge enzymes, reticuline oxidases, troponine reductases	26_8

CUST_27043_PI403524517	2	0.5001321	-0.036408424	0.036408424	-0.18287468	1.0167913	-0.11621714	35_7832	"Cluster: Putative Mannose-P-dolichol utilization defect 1 protein homolog; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Mannose-P-dolichol"	UniRef90_Q7X990	CHR4V7|COORD:4195747..4197314| PQ-loop repeat family protein / transmembrane family protein	AT4G07390.1	CHR07V5|COORD:17402647..17408152|protein mannose-P-dolichol utilization defect 1 protein, putative, expressed	LOC_Os07g29610.1	no descriptionvery weakly similar to (77.4)AT4G07390| Symbols:  | PQ-loop repeat family protein / transmembrane family protein | chr4:4195747-4197314 FORWARDnot assigned	not assigned.no ontology	35_1

CUST_15612_PI404877155	2	0.047445297	-0.1255722	0.13879013	-0.09096336	0.22609806	-0.04744625	Contig9444_at	putative aldo/keto reductase [Oryza sativa (japonica cultivar-group)] gb|AAP54633.1| putative aldo/keto reductase [Oryza sativa (japonica	NP_922346.1	aldo/keto reductase family protein	At5g53580.1	protein putative aldo/keto reductase	Os10g37330	aldo/keto reductase family protein, contains Pfam profile PF00248: oxidoreductase, aldo/keto reductase family	minor CHO metabolism.others	3_5

CUST_105631_PI403524517	2	0.1727438	-0.043340683	-0.014928818	0.05308914	0.014929771	-0.120079994	35_30080	"Cluster: Homolog of Homo sapiens Wiskott-Aldrich syndrome protein family member 1; n=1; Takifugu rubripes|Rep: Homolog of Homo sapiens Wiskott-Aldrich syndrome"	UniRef90_UPI000065E67E	CHR1V7|COORD:9039777..9042860| protein kinase	AT1G26150.1	0	0	no description	not assigned.unknown	35_2

CUST_495_PI399407379	2	0.0742445	0.25524712	-0.12326431	-0.0742445	-0.18145657	0.12252331	HvHK1_consensus									

CUST_78600_PI403524517	2	-0.19848156	0.7220602	0.12803984	-0.34613085	-0.12804031	1.2045007	35_22535	"Cluster: Hypothetical protein P0015F11.14; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0015F11.14 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5W6M3	CHR2V7|COORD:16118038..16118772| integral membrane protein, putative	AT2G38480.1	CHR05V5|COORD:16108654..16105976|protein start codon, putative, expressed	LOC_Os05g27790.1	 no descriptionweakly similar to ( 128)AT2G38480| Symbols:  | integral membrane protein, putative | chr2:16118038-16118772 REVERSEnot assigned DUF588 	not assigned.no ontology	35_1

CUST_104217_PI403524517	2	-0.006327629	-0.52283096	0.065852165	-0.06718731	0.18626499	0.0063285828	35_29701	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QQM6	"CHR5V7|COORD:25279581..25280259| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G28956.1); similar to Hypothetical protein M106.7 [Caenorhabditis"	AT5G62950.1	CHR12V5|COORD:18284538..18282347|protein calcitonin gene-related peptide-receptor component protein, putative, expressed	LOC_Os12g30510.1	" no descriptionweakly similar to ( 105)AT5G62950| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G28956.1); similar to Os12g0488800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001066791.1); contains InterPro domain RNA polymerase II, RPB4; (InterPro:IPR006590) | chr5:25279673-25280259 REVERSEnot assigned RNA_pol_III_C17 RPOL4c "	not assigned.unknown	35_2

CUST_29682_PI399408534	2	0.41197968	0.75689936	0.051794052	-0.05402088	-0.21752691	-0.05179453	35_11944	"Cluster: RNA recognition motif (RRM)-containing protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: RNA recognition motif (RRM)-containing protein-li"	UniRef90_Q69VQ4	CHR4V7|COORD:7462694..7467627| RNA recognition motif (RRM)-containing protein	AT4G12640.1	CHR09V5|COORD:7299555..7292011|protein RNA binding protein, putative, expressed	LOC_Os09g12730.2	no descriptionmoderately similar to ( 215)AT4G12640| Symbols:  | RNA recognition motif (RRM)-containing protein | chr4:7462694-7467627 FORWARDSPOC	signalling.G-proteins	30_5

CUST_75538_PI403524517	2	-0.66650677	0.4237194	0.95515156	-0.27600384	-0.32288456	0.27600288	35_21652	"Cluster: Mitochondrial alternative oxidase 1b; n=1; Saccharum officinarum|Rep: Mitochondrial alternative oxidase 1b - Saccharum officinarum (Sugarcane)"	UniRef90_Q66PX1	"CHR3V7|COORD:7906897..7908423| AOX1A (alternative oxidase 1A); alternative oxidase"	AT3G22370.1	CHR04V5|COORD:30070780..30068069|protein transposon protein, putative, unclassified, expressed	LOC_Os04g51150.1	" no descriptionweakly similar to ( 114)AT3G22370| Symbols: ATAOX1A, AOX1A | AOX1A (alternative oxidase 1A); alternative oxidase | chr3:7906897-7908423 FORWARDweakly similar to ( 117)AOX2_SOYBNAlternative oxidase 2, mitochondrial precursor - Glycine max (Soybean)AOX AOX "	mitochondrial electron transport / ATP synthesis.alternative oxidase	9_4

CUST_137296_PI403524517	2	0.14808941	-0.052371025	-0.29374027	0.19852638	-0.2807951	0.052371025	35_38502	"Cluster: Putative glucosyltransferase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative glucosyltransferase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ZGZ7	CHR2V7|COORD:18428171..18429902| ALG6, ALG8 glycosyltransferase family protein	AT2G44660.1	CHR02V5|COORD:28227792..28231342|protein dolichyl pyrophosphate Glc1Man9GlcNAc2 alpha-1,3-glucosyltransferase, putative, expressed	LOC_Os02g46320.1	 no descriptionmoderately similar to ( 278)AT2G44660| Symbols:  | ALG6, ALG8 glycosyltransferase family protein | chr2:18428171-18429902 REVERSEnot assigned not assigned Alg6_Alg8 	misc.UDP glucosyl and glucoronyl transferases	26_2

CUST_6667_PI403524517	2	-0.32053614	0.5857048	-0.043887615	0.124727726	0.041123867	-0.041123867	35_1850	"Cluster: Os06g0470000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0470000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DC93	"CHR3V7|COORD:6228399..6229553| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G18180.1); similar to glycosyltransferase [Saccharum officinarum]"	AT3G18170.1	CHR06V5|COORD:15600593..15602934|protein HGA4, putative, expressed	LOC_Os06g27560.1	"no descriptionweakly similar to ( 197)AT3G18170| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G18180.1); similar to glycosyltransferase [Saccharum officinarum] (GB:CAI30073.1); contains InterPro domain Protein of unknown function DUF563; (InterPro:IPR007657) | chr3:6228399-6229553 FORWARDnot assigned not assigned not assigned DUF563 PRK12678 Pol_Y_like"	not assigned.unknown	35_2

CUST_156278_PI403524517	2	-0.14224052	-0.9371481	-0.22820473	0.24655914	0.32723808	0.14224148	35_43648	"Cluster: Os07g0612400 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os07g0612400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D4Q8	CHR5V7|COORD:7254070..7255869| hydrolase, alpha/beta fold family protein	AT5G21950.1	CHR07V5|COORD:25214925..25212847|protein catalytic/ hydrolase, putative, expressed	LOC_Os07g42140.1	 no descriptionvery weakly similar to (50.8)AT5G21950| Symbols:  | hydrolase, alpha/beta fold family protein | chr5:7254070-7255869 REVERSE	not assigned.no ontology	35_1

CUST_17583_PI403524517	2	-0.31771946	-0.5919733	0.38505554	0.008865356	0.3296566	-0.008864403	35_5079	"Cluster: Os06g0126500 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0126500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DF00	CHR3V7|COORD:8063070..8064482| leucine-rich repeat family protein / extensin family protein	AT3G22800.1	CHR06V5|COORD:1413222..1415619|protein protein binding protein, putative, expressed	LOC_Os06g03640.2	no description	not assigned.unknown	35_2

CUST_14401_PI403524517	2	0.25296783	-0.095832825	-0.01296711	0.012966156	-0.038188934	0.17393303	35_4138	"Cluster: Hypothetical protein OJ1135_F06.7; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1135_F06.7 - Oryza sativa (japonica cultivar"	UniRef90_Q6ZHU4	CHR2V7|COORD:10892959..10894920| binding	AT2G25570.1	CHR02V5|COORD:5748141..5744792|protein expressed protein	LOC_Os02g10820.1	no descriptionmoderately similar to ( 367)AT2G25570| Symbols:  | binding | chr2:10892959-10894636 REVERSEnot assigned COG0790	not assigned.unknown	35_2

CUST_16544_PI403524517	2	-0.579566	0.2844143	-0.18341732	0.18341637	-0.7385788	0.23089695	35_4778	"Cluster: NBS-LRR-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: NBS-LRR-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8LL84	CHR5V7|COORD:13685039..13687915| disease resistance protein (CC-NBS-LRR class), putative	AT5G35450.1	CHR11V5|COORD:6871407..6872879|protein disease resistance protein RPM1, putative	LOC_Os11g12320.1	 no descriptionvery weakly similar to (60.5)AT5G35450| Symbols:  | disease resistance protein (CC-NBS-LRR class), putative | chr5:13685039-13687915 FORWARD	stress.biotic	20_1

CUST_24573_PI399408534	2	0.09595108	0.11886215	0.02428341	-0.120233536	-0.024282455	-0.15060139	35_13041	Rep: Putative WD40 protein - Oryza sativa (Rice)	UniRef90_Q9AY54	CHR5V7|COORD:2401713..2403732| WD-40 repeat protein family	AT5G07590.1	CHR10V5|COORD:21912388..21907198|protein WD-repeat protein 8, putative, expressed	LOC_Os10g41370.1	no descriptionmoderately similar to ( 410)AT5G07590| Symbols:  | WD-40 repeat protein family | chr5:2401713-2403732 REVERSEnot assigned not assigned COG2319 WD40	RNA.regulation of transcription.unclassified	27_3_99

CUST_2324_PI399408534	2	0.0528183	0.17846298	-0.05281782	-0.16344166	-0.123472214	0.21361256	35_23636	"Cluster: Putative serine/threonine kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative serine/threonine kinase - Oryza sativa (japonica cultivar-g"	UniRef90_Q5ZAV5	"CHR4V7|COORD:11394469..11397485| B120; protein kinase/ sugar binding"	AT4G21390.1	CHR01V5|COORD:33537078..33543180|protein serine/threonine-protein kinase receptor precursor, putative, expressed	LOC_Os01g57480.1	"no descriptionmoderately similar to ( 353)AT4G21390| Symbols: B120 | B120; protein kinase/ sugar binding | chr4:11394469-11397485 REVERSEweakly similar to ( 169)NORK_MEDTRNodulation receptor kinase precursor - Medicago truncatula (Barrel medic)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TyrKc Pkinase_Tyr PTKc S_TKc S_TKc Pkinase PTKc_Jak_rpt2 PTKc_Srm_Brk PTKc_Csk_like PTKc_EphR PTKc_Src_like PTKc_EGFR_like PTKc_Ror PTKc_Trk SPS1 PTKc_DDR PTKc_Tyk2_rpt2 PTKc_Musk PTKc_Syk_like PTKc_Frk_like PTKc_Jak2_Jak3_rpt2 PTKc_Tec_like PTKc_InsR_like PTKc_Fes_like PTKc_DDR2 PTKc_ALK_LTK PTKc_Lck_Blk PTKc_c-ros PTKc_TrkA PTKc_EphR_A PTKc_TrkB PTKc_DDR_like PTKc_Ack_like PTKc_Lyn PTKc_Chk PTKc_Btk_Bmx PTKc_Ror2 PTKc_DDR1 PTKc_TrkC PTKc_Abl PTK_CCK4 PTKc_FGFR PTKc_RET PTKc_EphR_A2 PTKc_Fyn_Yrk PTKc_Yes PTKc_Itk PTKc_EphR_B PTKc_Ror1 PTKc_Hck PTKc_Tec_Rlk PTKc_Jak1_rpt2 PTK_HER3 PTKc_Src PTKc_PDGFR PTKc_Axl_like PTKc_Fes PTKc_Csk PTKc_EphR_A10 PTKc_Fer PTKc_HER4 PTKc_Tie2 PTKc_Met_Ron PTKc_IGF-1R PTKc_Tie1 PTKc_Tie PTKc_EGFR PTK_Ryk PTKc_Syk PTKc_Axl PTKc_InsR PTKc_FAK PTKc_FGFR4 PTKc_FGFR2 PTKc_HER2 PTKc_FGFR1 PTKc_FGFR3 PTKc_Zap-70 PTKc_VEGFR PTKc_Aatyk1_Aatyk3 PTKc_Aatyk PTKc_Tyro3 PTKc_CSF-1R PTKc_VEGFR3 PTKc_VEGFR2 PTKc_Aatyk2 PTKc_Kit PTK_Jak2_Jak3_rpt1 PTKc_PDGFR_alpha PTK_Jak_rpt1 PTKc_PDGFR_beta"	signalling.receptor kinases.DUF 26	30_2_17

CUST_14779_PI404877155	2	0.010665894	0.46538258	-0.08608341	0.1340046	-0.08887386	-0.01066494	Contig8597_at	OSJNBa0086O06.22 [Oryza sativa (japonica cultivar-group)] ref|XP_473722.1| OSJNBa0086O06.22 [Oryza sativa (japonica cultivar-group)]	CAE04874.2	33 kDa ribonucleoprotein, chloroplast, putative / RNA-binding protein cp33, putative	At2g35410.1	protein RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain), putative	Os04g50110	NONE	RNA.RNA binding	27_4

CUST_33191_PI399408534	2	-0.2368989	0.2368989	-0.24482727	0.7797437	-1.120594	0.3443346	35_36238	"Cluster: SNF2 family N-terminal domain, putative; n=2; Oryza sativa (japonica cultivar-group)|Rep: SNF2 family N-terminal domain, putative - Oryza sativa (japon"	UniRef90_Q53K28	"CHR5V7|COORD:26666276..26670095| DDM1 (DECREASED DNA METHYLATION 1); helicase"	AT5G66750.1	CHR09V5|COORD:16466626..16460603|protein chromatin complex subunit A101, putative, expressed	LOC_Os09g27060.1	" no descriptionvery weakly similar to (68.9)AT5G66750| Symbols: SOM4, SOM1, CHR1, DDM1 | DDM1 (DECREASED DNA METHYLATION 1); helicase | chr5:26666276-26670095 FORWARD"	RNA.regulation of transcription.Chromatin Remodeling Factors	27_3_44

CUST_15965_PI399408534	2	-0.018826485	0.582181	0.018827438	-0.049118042	-0.056975365	0.026804924	35_23143	"Cluster: Transposon protein, putative, unclassified, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Transposon protein, putative, unclassified, exp"	UniRef90_Q10QV7	"CHR4V7|COORD:17906696..17909398| FRS5 (FAR1-RELATED SEQUENCE 5); zinc ion binding"	AT4G38180.1	CHR03V5|COORD:4251987..4256589|protein transposon protein, putative, unclassified, expressed	LOC_Os03g08370.1	"no descriptionvery weakly similar to (87.8)AT4G38180| Symbols: FRS5 | FRS5 (FAR1-RELATED SEQUENCE 5); zinc ion binding | chr4:17906696-17909398 REVERSE"	signalling.light	30_11

CUST_66037_PI403524517	2	0.0044264793	-0.33118105	-0.14016199	0.13372135	0.00820446	-0.004426956	35_18861	"Cluster: Os02g0680600 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os02g0680600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DYN3	"CHR1V7|COORD:23742586..23743999| ISPF (Homolog of E. coli ispF (isoprenoids F)); 2-C-methyl-D-erythritol 2,4-cyclodiphosphate synthase"	AT1G63970.1	CHR02V5|COORD:27769641..27767572|protein 2-C-methyl-D-erythritol 2,4-cyclodiphosphate synthase, chloroplast precursor, putative, expressed	LOC_Os02g45660.1	" no descriptionmoderately similar to ( 257)AT1G63970| Symbols: MECPS, ISPF | ISPF (Homolog of E. coli ispF (isoprenoids F)); 2-C-methyl-D-erythritol 2,4-cyclodiphosphate synthase | chr1:23742586-23743999 REVERSEmoderately similar to ( 259)ISPF_CATRO2-C-methyl-D-erythritol 2,4-cyclodiphosphate synthase, chloroplast precursor - Catharanthus roseus (Rosy periwinkle) (Madagascar periwinkle)not assigned not assigned not assigned MECDP_synthase IspF YgbB ispF ispDF PRK12323 "	secondary metabolism.isoprenoids.non-mevalonate pathway.MCS	16_1_1_5

CUST_91714_PI403524517	2	0.04396963	-0.09333563	-0.040964603	0.040964603	0.647748	-0.25191498	35_26223	"Cluster: Hypothetical protein At5g49900; n=2; Arabidopsis thaliana|Rep: Hypothetical protein At5g49900 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q8GUI9	"CHR5V7|COORD:20314461..20319245| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G33700.2); similar to unknown protein [Arabidopsis thaliana]"	AT5G49900.1	CHR08V5|COORD:580111..573850|protein expressed protein	LOC_Os08g01940.2	"no descriptionmoderately similar to ( 396)AT3G24180| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G49900.1); similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G33700.2); similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G10060.1); similar to unknown protein [Oryza sativa] (GB:AAL31035.1); similar to unknown protein [Oryza sativa] (GB:AAG16864.1); similar to At5g49900 [Oryza sativa (japonica cultivar-group)] (GB:AAX95400.1); contains InterPro domain Protein of unknown function DUF608; (InterPro:IPR006775) | chr3:8735018-8741154 REVERSEnot assigned DUF608 COG4354"	not assigned.unknown	35_2

CUST_41202_PI403524517	2	-0.0678277	0.17961502	-0.14482832	0.06754637	-0.06754637	2.137033	35_11843	0	0	0	0	CHR08V5|COORD:24455228..24453660|protein caffeoyl-CoA O-methyltransferase 1, putative, expressed	LOC_Os08g38900.2	no description	not assigned.unknown	35_2

CUST_8718_PI403524517	2	0.113925934	-0.32234478	-0.111284256	-0.027179718	0.13677216	0.027179718	35_2443	Rep: NMD3 family protein, expressed - Oryza sativa (japonica cultivar-group)	UniRef90_Q336P7	CHR2V7|COORD:1165146..1166696| nonsense-mediated mRNA decay NMD3 family protein	AT2G03820.1	CHR10V5|COORD:22454736..22452239|protein nonsense-mediated mRNA decay protein 3, putative, expressed	LOC_Os10g42320.1	no descriptionmoderately similar to ( 476)AT2G03820| Symbols:  | nonsense-mediated mRNA decay NMD3 family protein | chr2:1165146-1166696 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned NMD3 NMD3 PRK07003 Herpes_BLLF1 DUF566 PRK07764 PRK12323 APC_basic HPC2 Atrophin-1 Tymo_45kd_70kd AF-4 COG5099 Pneumo_att_G KAR9 BASP1 Amelogenin DUF936 PRK12678 PRK05648 DamX ROM1 Herpes_TAF50 AMH_N DUF1421 Metaviral_G GRASP55_65 Herpes_capsid Coprinus_mating PRK08853 MCPVI PRK12495 PRK12372 PRK11633 PRK08691 NOT5	not assigned.no ontology	35_1

CUST_19805_PI403524517	2	0.043512344	0.68670464	-0.043512344	-0.19371128	-0.16283321	0.18126392	35_5745	"Cluster: Zinc finger family protein, putative, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Zinc finger family protein, putative, expressed - Ory"	UniRef90_Q10NE1	CHR3V7|COORD:20606279..20608167| zinc finger (C3HC4-type RING finger) family protein	AT3G55530.1	CHR03V5|COORD:9111847..9115749|protein protein binding protein, putative, expressed	LOC_Os03g16570.2	no descriptionmoderately similar to ( 225)AT3G55530| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr3:20606279-20608167 REVERSEvery weakly similar to (53.1)EL5_ORYSAnot assigned not assigned COG5540 RING RING HRD1	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_113084_PI403524517	2	0.08862305	-0.28184032	-0.18063736	-0.052279472	0.076812744	0.052279472	35_32097	"Cluster: Hypothetical protein OSJNBa0030J19.16; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0030J19.16 - Oryza sativa (japonica"	UniRef90_Q84MR3	CHR1V7|COORD:9039777..9042860| protein kinase	AT1G26150.1	CHR02V5|COORD:12751822..12754543|protein conserved hypothetical protein	LOC_Os02g21500.1	no description	not assigned.unknown	35_2

CUST_2296_PI403524517	2	0.20033836	0.085145	-0.027893066	-0.27581215	-0.30947113	0.02789402	35_621	Rep: Beta-glucosidase - Hordeum vulgare (Barley)	UniRef90_Q40025	CHR3V7|COORD:6191592..6194130| glycosyl hydrolase family 1 protein	AT3G18080.1	CHR07V5|COORD:27613702..27617056|protein non-cyanogenic beta-glucosidase precursor, putative, expressed	LOC_Os07g46280.2	 no descriptionhighly similar to ( 661)AT3G18080| Symbols:  | glycosyl hydrolase family 1 protein | chr3:6191592-6194130 FORWARDmoderately similar to ( 358)BGLC_MAIZEBeta-glucosidase, chloroplast precursor - Zea mays (Maize)not assigned Glyco_hydro_1 BglB celA arb PRK09852 	misc.gluco-, galacto- and mannosidases	26_3

CUST_105767_PI403524517	2	0.16300488	0.6030345	-0.03300047	0.0061178207	-0.05659294	-0.0061182976	35_30116	"Cluster: OSJNBb0085C12.14 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBb0085C12.14 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7X8X4		0	CHR04V5|COORD:31437628..31443630|protein NBS-LRR disease resistance protein, putative, expressed	LOC_Os04g53160.1	no description	not assigned.unknown	35_2

CUST_33023_PI403524517	2	-0.065164566	-0.08833599	0.145195	0.2436657	0.06516552	-0.30622482	35_9523	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_68038_PI403524517	2	-0.0816102	0.32739782	-0.27558708	0.0816102	2.064725	-0.1519618	35_19439	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10BS2	"CHR5V7|COORD:5995636..5997167| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G03870.2); similar to hypothetical protein MtrDRAFT_AC156827g15v1"	AT5G18130.1	CHR03V5|COORD:33635997..33637411|protein expressed protein	LOC_Os03g59180.2	"no descriptionvery weakly similar to (72.0)AT5G18130| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G03870.2); similar to hypothetical protein MtrDRAFT_AC156827g15v1 [Medicago truncatula] (GB:ABE86405.1) | chr5:5995636-5997167 FORWARDPRK12323"	not assigned.unknown	35_2

CUST_26477_PI403524517	2	0.027210236	0.45942497	-0.027210236	-0.14479828	0.28889084	-0.09345913	35_7671	"Cluster: Os01g0618200 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0618200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JL75	CHR5V7|COORD:21566454..21569358| protein phosphatase 2C, putative / PP2C, putative	AT5G53140.1	CHR05V5|COORD:29165816..29160750|protein catalytic/ protein phosphatase type 2C/ protein serine/threonine phosphatase, putative, expressed	LOC_Os05g50970.1	 no descriptionmoderately similar to ( 218)AT5G53140| Symbols:  | protein phosphatase 2C, putative / PP2C, putative | chr5:21566454-21569358 FORWARDnot assigned not assigned not assigned not assigned not assigned PP2Cc PP2Cc PP2C PTC1 	protein.postranslational modification	29_4

CUST_14757_PI403524517	2	0.14705372	0.1267519	-0.010502815	-0.09070015	-0.15393448	0.010502815	35_4246	"Cluster: Putative serine/threonine-protein kinase Mak; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative serine/threonine-protein kinase Mak - Oryza sat"	UniRef90_Q6Z8C8	CHR4V7|COORD:10454781..10457479| protein kinase, putative	AT4G19110.2	CHR02V5|COORD:28814926..28820788|protein serine/threonine-protein kinase ICK, putative, expressed	LOC_Os02g47220.3	 no descriptionweakly similar to ( 126)AT4G19110| Symbols:  | protein kinase, putative | chr4:10454781-10457043 REVERSEnot assigned 	protein.postranslational modification	29_4

CUST_23349_PI399408534	2	-0.5329218	-0.0048685074	-0.60543203	0.27732372	0.004869461	0.049365997	35_41558	Rep: WRKY1 - Lolium perenne (Perennial ryegrass)	UniRef90_Q1G732	"CHR5V7|COORD:9147179..9148131| WRKY50 (WRKY DNA-binding protein 50); transcription factor"	AT5G26170.1	CHR05V5|COORD:4977649..4976230|protein OsWRKY67 - Superfamily of rice TFs having WRKY and zinc finger domains, expressed	LOC_Os05g09020.1	" no descriptionweakly similar to ( 139)AT5G26170| Symbols: ATWRKY50, WRKY50 | WRKY50 (WRKY DNA-binding protein 50); transcription factor | chr5:9147179-9148131 REVERSEnot assigned not assigned not assigned WRKY "	RNA.regulation of transcription.WRKY domain transcription factor family	27_3_32

CUST_5545_PI403524517	2	0.09732437	-0.40443325	0.055960655	0.016786575	-0.031402588	-0.016786575	35_1532	"Cluster: Os08g0567000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os08g0567000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J3K6	CHR3V7|COORD:8726248..8729030| PMP (PUTATIVE TYPE 1 MEMBRANE PROTEIN)	AT3G24160.1	CHR08V5|COORD:28261112..28266244|protein expressed protein	LOC_Os08g45220.1	no descriptionmoderately similar to ( 230)AT3G24160| Symbols: PMP | PMP (PUTATIVE TYPE 1 MEMBRANE PROTEIN) | chr3:8726248-8729030 FORWARD	not assigned.no ontology	35_1

CUST_22130_PI403524517	2	0.090681076	0.949028	0.015964508	-0.06524563	-0.049031258	-0.015963554	35_6431	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_135497_PI403524517	2	0.22583866	0.35258913	-0.023915768	-0.07240057	-0.26548195	0.023915768	35_38006	"Cluster: Putative pentatricopeptide (PPR) repeat-containing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative pentatricopeptide (PPR)"	UniRef90_Q6ETX2	CHR3V7|COORD:5434148..5436250| pentatricopeptide (PPR) repeat-containing protein	AT3G16010.1	CHR02V5|COORD:9510000..9514046|protein expressed protein	LOC_Os02g16650.1	no descriptionmoderately similar to ( 260)AT3G16010| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr3:5434148-5436250 FORWARDvery weakly similar to (76.3)RF1_ORYSA	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_84386_PI403524517	2	0.6231108	-0.15494204	-0.13322687	0.13322735	-0.28297997	0.26797295	35_24178	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_51080_PI403524517	2	0.0	0.28594017	0.0645771	-0.05035591	-0.011241913	0.0	35_14563	"Cluster: Hypothetical protein OJ1513_F02.133; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1513_F02.133 - Oryza sativa (japonica cult"	UniRef90_Q8H387	CHR2V7|COORD:9836737..9837354| similar to hypothetical protein [Cicer arietinum] (GB:CAA10129.1)	AT2G23090.1	CHR07V5|COORD:795871..797021|protein expressed protein	LOC_Os07g02340.1	no descriptionweakly similar to ( 137)AT2G23090| Symbols:  | similar to hypothetical protein [Cicer arietinum] (GB:CAA10129.1) | chr2:9836737-9837354 REVERSEnot assigned DUF1909 Chorismate_bind TrpE	amino acid metabolism.synthesis.aromatic aa.tryptophan.anthranilate synthase	13_1_6_5_1

CUST_70249_PI403524517	2	0.18345165	-0.07378864	-0.19070339	-0.01151371	0.01151371	0.07257366	35_20115	"Cluster: Putative Toc64; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Toc64 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z697	CHR5V7|COORD:2928317..2931751| chloroplast outer membrane translocon subunit, putative	AT5G09420.1	CHR02V5|COORD:31733624..31741517|protein amidase, putative, expressed	LOC_Os02g51810.1	 no descriptionhighly similar to ( 580)AT5G09420| Symbols:  | chloroplast outer membrane translocon subunit, putative | chr5:2928317-2931751 FORWARDvery weakly similar to (76.3)STIP_SOYBNHeat shock protein STI - Glycine max (Soybean)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK08310 GatA Amidase PRK07056 gatA PRK09201 PRK07488 PRK07139 PRK06102 PRK08186 PRK05962 TPR PRK07235 PRK06169 PRK06707 PRK07486 PRK12470 PRK06170 PRK07487 PRK07869 PRK11910 PRK06828 PRK08137 PRK06061 PRK07042 PRK06529 	protein.targeting.chloroplast	29_3_3

CUST_22233_PI403524517	2	0.103689194	-0.30275822	-0.003490448	-0.030863762	0.0034914017	0.11789894	35_6459	"Cluster: Putative glutamate carboxypeptidase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative glutamate carboxypeptidase - Oryza sativa (japonica"	UniRef90_Q5JKV3	CHR5V7|COORD:6673988..6676769| peptidase M28 family protein	AT5G19740.1	CHR01V5|COORD:31391969..31396996|protein glutamate carboxypeptidase 2, putative, expressed	LOC_Os01g54010.1	no descriptionmoderately similar to ( 241)AT5G19740| Symbols:  | peptidase M28 family protein | chr5:6673988-6676769 FORWARDnot assigned TFR_dimer	protein.degradation	29_5

CUST_110020_PI403524517	2	0.19632816	-0.032642365	0.15155935	-0.5515442	-0.35512114	0.032641888	35_31260	"Cluster: hypothetical protein MG00402.4; n=1; Magnaporthe grisea 70-15|Rep: hypothetical protein MG00402.4 - Magnaporthe grisea 70-15"	UniRef90_UPI000021ADFE	CHR1V7|COORD:16816094..16817173| DNA binding / ligand-dependent nuclear receptor	AT1G44191.1	CHR11V5|COORD:2085291..2083655|protein glycoprotein X precursor, putative, expressed	LOC_Os11g04900.1	no descriptionnot assigned PRK07453	misc.short chain dehydrogenase/reductase (SDR)	26_22

CUST_11164_PI403524517	2	-0.0038061142	-0.1133461	-0.04627514	0.0038061142	0.19863224	0.1220026	35_3164	"Cluster: Hypothetical protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10RJ5	"CHR4|COORD:17011896..17015158| expressed protein, contains Pfam profile PF04749: Protein of unknown function, DUF614; isoform contains AT-acceptor splice"	AT4G35920.2	CHR03V5|COORD:3048080..3053234|protein domain of unknown function DUF614 containing protein, expressed	LOC_Os03g06120.2	"no descriptionweakly similar to ( 198)AT4G35920| Symbols: MCA1 | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G17780.1); similar to Unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAM51833.1); similar to Os03g0157300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001049013.1); contains InterPro domain Protein of unknown function Cys-rich; (InterPro:IPR006461) | chr4:17012109-17014195 REVERSEPLAC8"	not assigned.no ontology	35_1

CUST_10973_PI403524517	2	-0.058958054	0.04769993	0.16875553	0.01697731	-0.15042973	-0.01697731	35_3102	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_9300_PI403524517	2	-0.030864716	-0.107367516	-0.024342537	0.02434349	0.06863308	0.16293526	35_2614	"Cluster: F21M12.1 protein; n=3; Arabidopsis thaliana|Rep: F21M12.1 protein - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_O04485	CHR1V7|COORD:3113079..3116457| ATP binding / aminoacyl-tRNA ligase	AT1G09620.1	CHR09V5|COORD:12734641..12729526|protein leucyl-tRNA synthetase, cytoplasmic, putative, expressed	LOC_Os09g21110.1	no descriptionmoderately similar to ( 211)AT1G09620| Symbols:  | ATP binding / aminoacyl-tRNA ligase | chr1:3113079-3116457 REVERSEnot assigned leuS LeuRS_core	protein.aa activation. leucine-tRNA ligase	29_1_4

CUST_136529_PI403524517	2	-0.3138523	-0.6243372	0.8830414	0.28163338	0.44725037	-0.28163338	35_38290	"Cluster: IN2-1 protein, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: IN2-1 protein, putative, expressed - Oryza sativa (japonica cultiv"	UniRef90_Q10N45	CHR5V7|COORD:632875..634856| In2-1 protein, putative	AT5G02790.1	CHR03V5|COORD:9694100..9691275|protein IN2-1 protein, putative, expressed	LOC_Os03g17470.1	 no descriptionweakly similar to ( 140)AT5G02780| Symbols:  | In2-1 protein, putative | chr5:630955-632483 FORWARDweakly similar to ( 152)IN21_MAIZEProtein IN2-1 - Zea mays (Maize)not assigned GST_N_Omega 	not assigned.no ontology	35_1

CUST_15343_PI404877155	2	-0.06786442	-0.42326832	-0.13904905	0.07372284	0.06786442	0.47681904	Contig9187_at	putative aldo/keto reductase family protein [Oryza sativa (japonica cultivar-group)] ref|XP_463165.1| putative aldo/keto reductase family pr	AAR00611.1	aldo/keto reductase family protein	At1g04420.1	protein putative aldo/keto reductase family protein	Os03g41510	"aldo/keto reductase family protein, Similar to SP:Q46933 Tas protein {Escherichia coli}, Babesia aldo-keto reductase SP:P40690; contains Pfam profile PF00248: oxidoreductase, aldo/keto reductase family"	minor CHO metabolism.others	3_5

CUST_52069_PI403524517	2	0.10973692	1.0008626	0.34015322	-0.1256051	-0.34566784	-0.10973692	35_14841	"Cluster: Putative ribonuclease PH; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative ribonuclease PH - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69UI6	CHR4V7|COORD:13739967..13741653| 3' exoribonuclease family domain 1-containing protein	AT4G27490.1	CHR08V5|COORD:934132..929664|protein exosome complex exonuclease 1, putative, expressed	LOC_Os08g02360.1	no descriptionvery weakly similar to (93.2)AT4G27490| Symbols:  | 3' exoribonuclease family domain 1-containing protein | chr4:13739967-13741653 FORWARDnot assigned	protein.aa activation	29_1

CUST_30360_PI399408534	2	0.20939445	0.4830141	-0.070531845	-0.037659645	-0.07426262	0.03765869	35_2824	"Cluster: Putative GTP-binding protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative GTP-binding protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5TKI5	CHR4V7|COORD:1247416..1249351| GTP-binding family protein	AT4G02790.1	CHR05V5|COORD:21046459..21042833|protein GTPase, putative, expressed	LOC_Os05g35540.1	no descriptionmoderately similar to ( 213)AT4G02790| Symbols:  | GTP-binding family protein | chr4:1247416-1249351 FORWARDnot assigned rbgA COG1161 YlqF	signalling.G-proteins	30_5

CUST_120828_PI403524517	2	0.27286148	0.28936148	-0.272861	-0.50909615	-0.83470106	2.41147	35_34145	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_36162_PI403524517	2	0.36393166	-0.37410164	-0.17679024	0.0622015	-0.0622015	0.51273537	35_10425	Rep: Hypothetical protein 4B - Sorghum bicolor (Sorghum) (Sorghum vulgare)	UniRef90_Q84YF3	"CHR3V7|COORD:2612652..2613602| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G22900.1); similar to Os12g0117800 [Oryza sativa (japonica"	AT3G08600.1	CHR12V5|COORD:876652..875293|protein expressed protein	LOC_Os12g02550.1	"no descriptionvery weakly similar to (65.9)AT3G08600| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G22900.1); similar to Os12g0117800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001066004.1); similar to Os11g0118600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001065599.1); similar to hypothetical protein-like protein [Sorghum bicolor] (GB:AAO16689.1); contains InterPro domain Protein of unknown function DUF1191; (InterPro:IPR010605) | chr3:2612652-2613602 FORWARDDUF1191"	not assigned.unknown	35_2

CUST_42568_PI403524517	2	-0.03122902	-0.3413868	-0.3256035	0.05489254	0.30648804	0.031229973	35_12229	"Cluster: Putative oligopeptidase B; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative oligopeptidase B - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5Z417	CHR1V7|COORD:18666148..18669853| prolyl oligopeptidase family protein	AT1G50380.1	CHR06V5|COORD:31144707..31135654|protein protease 2, putative, expressed	LOC_Os06g51410.2	no descriptionvery weakly similar to (77.8)AT1G50380| Symbols:  | prolyl oligopeptidase family protein | chr1:18666148-18669853 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PtrB Peptidase_S9_N PRK10115 PRK12323 PRK07764	protein.degradation.serine protease	29_5_5

CUST_2765_PI399408534	2	0.028912544	-0.072896	-0.10777569	0.010853767	-0.0031442642	0.0031442642	35_4758	"Cluster: Proline-rich protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Proline-rich protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ZD92	CHR1V7|COORD:30005636..30008862| ELF7 (EARLY FLOWERING 7)	AT1G79730.1	CHR08V5|COORD:3311692..3306588|protein ELF7, putative, expressed	LOC_Os08g06070.1	no descriptionmoderately similar to ( 263)AT1G79730| Symbols: ELF7 | ELF7 (EARLY FLOWERING 7) | chr1:30005636-30008862 REVERSEnot assigned Paf1	RNA.regulation of transcription	27_3

CUST_9998_PI403524517	2	-0.06592369	0.70235157	-0.10248089	0.0746088	-0.18826103	0.065924644	35_2822	Rep: Membrane protein - Saccharum hybrid cultivar H65-7052	UniRef90_Q43323	CHR5V7|COORD:2274438..2275936| rhomboid family protein	AT5G07250.1	CHR09V5|COORD:20552826..20549325|protein membrane protein, putative, expressed	LOC_Os09g35730.1	no descriptionmoderately similar to ( 295)AT5G07250| Symbols:  | rhomboid family protein | chr5:2274438-2275936 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned Rhomboid COG0705 PRK10907	not assigned.no ontology	35_1

CUST_57211_PI403524517	2	-0.014227867	-0.5828304	-0.06735897	0.15057564	0.057940483	0.014227867	35_16314	"Cluster: Putative coatomer protein complex, subunit beta 2; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative coatomer protein complex, subunit beta 2 -"	UniRef90_Q6H8D5	CHR1V7|COORD:19502951..19509066| coatomer protein complex, subunit beta 2 (beta prime), putative	AT1G52360.1	CHR02V5|COORD:6138158..6131748|protein coatomer subunit beta, putative, expressed	LOC_Os02g11840.2	 no descriptionweakly similar to ( 108)AT3G15980| Symbols:  | coatomer protein complex, subunit beta 2 (beta prime), putative | chr3:5412021-5418319 REVERSE	cell. vesicle transport	31_4

CUST_18434_PI404877155	2	0.105062485	0.17848682	0.14878082	-0.17152405	-0.42441463	-0.105062485	HVSMEi0002I05r2_at	ADP-glucose pyrophosphorylase [Cicer arietinum]	AAK27718.1	glucose-1-phosphate adenylyltransferase large subunit 1 (APL1) / ADP-glucose pyrophosphorylase (ADG2)	At5g19220.1	protein putative ADP-glucose pyrophosphorylase	Os03g52460	NONE	major CHO metabolism.synthesis.starch.AGPase	2_1_2_01

CUST_107435_PI403524517	2	-0.52176285	-0.98151827	1.1928148	0.5217619	1.5524149	-1.0986915	35_30573	"Cluster: Hypothetical protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2R1Y5		0	CHR11V5|COORD:21720431..21725273|protein conserved hypothetical protein	LOC_Os11g37650.1	no description	not assigned.unknown	35_2

CUST_14677_PI404877155	2	-0.009275436	-0.18745613	0.009274483	-0.10581875	0.01620388	0.13734913	Contig8499_at	0	AAC72123.1	transcription initiation factor IIE (TFIIE) alpha subunit family protein / general transcription factor TFIIE fami	At1g03280.1	protein TFIIE alpha subunit, putative	Os08g25460	NONE	RNA.processing	27_1

CUST_2409_PI404877155	2	0.083753586	-0.17968273	-0.102378845	0.062173843	-0.028136253	0.028136253	Contig12788_at	0	BAD07864.1	secretory carrier membrane protein (SCAMP) family protein	At1g32050.1	protein SCAMP family, putative	Os02g47010	gi|32489100|emb|CAE03932.1| OSJNBa0093F12.6	transport.misc	34_99

CUST_181638_PI403524517	2	0.11285591	0.24800634	0.08543062	-0.32117796	-0.5919666	-0.085430145	35_50501	Rep: Autophagy 8c - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q8S927	"CHR1V7|COORD:22936881..22937918| ATG8C (AUTOPHAGY 8C); microtubule binding"	AT1G62040.1	CHR08V5|COORD:5358005..5360136|protein autophagy-related protein 8 precursor, putative, expressed	LOC_Os08g09240.2	"no descriptionvery weakly similar to (59.7)AT1G62040| Symbols: ATG8C | ATG8C (AUTOPHAGY 8C); microtubule binding | chr1:22936881-22937918 FORWARDnot assigned MAP1_LC3 GABARAP"	protein.degradation.autophagy	29_5_2

CUST_86201_PI403524517	2	0.16086483	0.30603218	0.0062332153	-0.006234169	-0.03595352	-0.07065773	35_24689	"Cluster: Putative methionine aminopeptidase I; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative methionine aminopeptidase I - Oryza sativa (japonica"	UniRef90_Q6Z4B5	"CHR1V7|COORD:4544996..4547152| MAP1C (METHIONINE AMINOPEPTIDASE 1B); metalloexopeptidase"	AT1G13270.1	CHR07V5|COORD:19426206..19430540|protein methionine aminopeptidase 1B, chloroplast precursor, putative, expressed	LOC_Os07g32590.1	" no descriptionweakly similar to ( 151)AT1G13270| Symbols: MAP1B, MAP1C | MAP1C (METHIONINE AMINOPEPTIDASE 1B); metalloexopeptidase | chr1:4544996-4547152 FORWARDnot assigned MetAP1 PRK05716 PRK12896 Map PRK12318 Peptidase_M24 PRK12897 PRK07281 "	protein.degradation.metalloprotease	29_5_7

CUST_103321_PI403524517	2	0.26503754	0.43220997	0.09891415	-0.15170479	-0.12236118	-0.09891319	35_29464	Rep: Hypothetical protein - Trichomonas vaginalis G3	UniRef90_A2FBC2	CHR1V7|COORD:16816094..16817173| DNA binding / ligand-dependent nuclear receptor	AT1G44191.1	CHR04V5|COORD:3086490..3084276|protein transposon protein, putative, CACTA, En/Spm sub-class	LOC_Os04g05980.1	no description	not assigned.unknown	35_2

CUST_9102_PI404877155	2	-0.18635654	-1.0656004	0.49905586	0.1863575	0.37475777	-0.63125706	Contig2899_at	jasmonate induced protein - barley emb|CAA58110.1| jasmonate induced protein [Hordeum vulgare subsp. vulgare]	S58215	0	0	protein hypothetical protein	Os04g24460	NONE	hormone metabolism.jasmonate	17_7

CUST_169264_PI403524517	2	-0.051794052	-0.30527782	0.051794052	0.16621113	0.32072353	-0.3878126	35_47143	"Cluster: Expressed protein; n=2; Arabidopsis thaliana|Rep: Expressed protein - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_O22958	"CHR2V7|COORD:14389922..14391277| similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD15967.1); contains InterPro domain ATP11;"	AT2G34050.1	CHR02V5|COORD:12338628..12335373|protein ATP11 protein, expressed	LOC_Os02g20860.1	"no descriptionmoderately similar to ( 243)AT2G34050| Symbols:  | similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD15967.1); contains InterPro domain ATP11; (InterPro:IPR010591) | chr2:14389922-14391277 REVERSEnot assigned ATP11"	not assigned.unknown	35_2

CUST_965_PI403524517	2	0.20451736	-0.023633957	0.02363348	-0.26322365	-0.24012661	0.12695551	35_253	0	0	CHR1V7|COORD:30005636..30008862| ELF7 (EARLY FLOWERING 7)	AT1G79730.1	CHR03V5|COORD:32938457..32945832|protein ATP binding protein, putative, expressed	LOC_Os03g57940.3	no description	not assigned.unknown	35_2

CUST_75124_PI403524517	2	0.012373924	0.12237358	0.036953926	-0.17173576	-0.012372971	-0.09996414	35_21534	"Cluster: Hypothetical protein P0503D09.107; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0503D09.107 - Oryza sativa (japonica cultivar"	UniRef90_Q7EYL2	0	0	CHR07V5|COORD:26850697..26852927|protein hypothetical protein	LOC_Os07g45010.1	no description	not assigned.unknown	35_2

CUST_64274_PI403524517	2	-0.27240467	0.45408344	-0.054301262	0.1529789	0.05430031	-0.07245731	35_18350	"Cluster: Hypothetical protein OSJNBa0001O14.8; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0001O14.8 - Oryza sativa (japonica cu"	UniRef90_Q9AV28	"CHR2V7|COORD:16735456..16738238| similar to proline-rich family protein [Arabidopsis thaliana] (TAIR:AT3G09000.1); similar to Os01g0141900 [Oryza"	AT2G40070.1	CHR10V5|COORD:21031372..21030333|protein expressed protein	LOC_Os10g39920.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_39621_PI403524517	2	0.051984787	0.7315779	0.21726608	-0.19192553	-0.072179794	-0.051983833	35_11394	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_76629_PI403524517	2	0.18407345	-0.43058205	-0.2240181	0.048596382	0.02295494	-0.02295494	35_21968	"Cluster: Hypothetical protein P0005A05.2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0005A05.2 - Oryza sativa (japonica"	UniRef90_Q657Z6	CHR2V7|COORD:18106507..18110224| Sas10/U3 ribonucleoprotein (Utp) family protein	AT2G43650.1	CHR01V5|COORD:258306..265273|protein expressed protein	LOC_Os01g01510.1	no descriptionweakly similar to ( 142)AT2G43650| Symbols:  | Sas10/U3 ribonucleoprotein (Utp) family protein | chr2:18106507-18110224 FORWARDnot assigned Sas10_Utp3_C	not assigned.no ontology	35_1

CUST_41620_PI403524517	2	0.18591309	0.43214083	0.08366728	-0.08366728	-0.53548145	-0.309999	35_11959	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_11670_PI404877155	2	-1.3850088	1.017746	-0.63646126	1.1683655	0.63646126	-0.97181416	Contig5348_s_at	OSJNBa0043L09.23 [Oryza sativa (japonica cultivar-group)] ref|XP_474027.1| OSJNBa0043L09.23 [Oryza sativa (japonica cultivar-group)]	CAE03004.2	wound-responsive family protein	At4g10270.1	protein retrotransposon protein, putative, Ty1-copia sub-class	Os04g54280	gi|32487991|emb|CAE03008.1| OSJNBa0043L09.27	stress.abiotic.touch/wounding	20_2_4

CUST_3099_PI403524517	2	-0.03418541	0.036553383	-0.029011726	0.0020637512	0.1130476	-0.0020637512	35_842	Rep: Immunophilin - Zea mays (Maize)	UniRef90_Q5XLE1	"CHR5V7|COORD:25752036..25753216| FKBP12 (FK506-binding protein 12 kD); FK506 binding / peptidyl-prolyl cis-trans isomerase"	AT5G64350.1	CHR02V5|COORD:32013982..32011864|protein peptidyl-prolyl isomerase FKBP12, putative, expressed	LOC_Os02g52290.1	" no descriptionvery weakly similar to (87.0)AT5G64350| Symbols: ATFKBP12, FKBP12 | FKBP12 (FK506-binding protein 12 kD); FK506 binding / peptidyl-prolyl cis-trans isomerase | chr5:25752036-25753216 REVERSEvery weakly similar to (90.9)FKB12_VICFAPeptidyl-prolyl isomerase FKBP12 - Vicia faba (Broad bean)not assigned not assigned not assigned FKBP_C FkpA "	protein.folding	29_6

CUST_3191_PI404877155	2	0.031496048	-0.23214626	0.01533699	0.0013113022	-0.046517372	-0.0013113022	Contig13671_at	putative phloem transcription factor M1 [Apium graveolens]	AAF65166.2	phytochrome and flowering time regulatory protein (PFT1)	At1g25540.1	protein expressed protein	Os09g13610	NONE	signalling.light	30_11

CUST_168240_PI403524517	2	-0.06861687	-0.50517654	1.0681524	0.068617344	1.8581691	-0.6209402	35_46852	Rep: O-methyltransferase - Triticum aestivum (Wheat)	UniRef90_Q9ZRC1	CHR4V7|COORD:16730994..16732813| O-methyltransferase family 2 protein	AT4G35160.1	CHR06V5|COORD:9833592..9831188|protein O-methyltransferase ZRP4, putative	LOC_Os06g16960.1	no descriptionvery weakly similar to (93.6)AT4G35160| Symbols:  | O-methyltransferase family 2 protein | chr4:16730994-16732813 REVERSEweakly similar to ( 154)ZRP4_MAIZEO-methyltransferase ZRP4 - Zea mays (Maize)not assigned Methyltransf_2	misc.O- methyl transferases	26_6

CUST_25609_PI403524517	2	0.022530556	0.21488667	-0.022531033	-0.14845657	-0.12080288	0.5136061	35_7420	"Cluster: Os05g0212200 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0212200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DJZ0	CHR4V7|COORD:12400389..12403200| leucine-rich repeat family protein	AT4G23840.1	CHR05V5|COORD:6919086..6916174|protein Leucine Rich Repeat family protein, expressed	LOC_Os05g12140.1	no descriptionmoderately similar to ( 272)AT4G23840| Symbols:  | leucine-rich repeat family protein | chr4:12400389-12403200 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned LRR_RI COG4886	not assigned.no ontology	35_1

CUST_9198_PI404877155	2	-0.31130075	0.09943962	0.091637135	0.4979453	-0.091637135	-0.10148573	Contig2997_at	0	BAD07811.1	amino acid permease 2 (AAP2)	At5g09220.1	protein amino acid permease 6	Os06g36180	NONE	transport.amino acids	34_3

CUST_6041_PI404877155	2	-1.1663332	1.194068	0.17669487	-0.036865234	-0.7641554	0.036865234	Contig1832_at	Late embryogenesis abundant protein B19.1A (B19.1) pir||S23749 embryonic abundant protein B19.1 - barley emb|CAA44622.1| LEA B19.1 [Hordeum	Q05190	Em-like protein GEA6 (EM6)	At2g40170.1	protein embryonic abundant protein 1	Os05g28210	Late embryogenesis abundant protein B19.1B pir	development.late embryogenesis abundant	33_2

CUST_9638_PI403524517	2	-0.035572052	-0.45928	0.035573006	0.05969429	0.28653717	-0.09232712	35_2716	"Cluster: Ice recrystallization inhibition protein 2 precursor; n=1; Triticum aestivum|Rep: Ice recrystallization inhibition protein 2 precursor - Triticum aesti"	UniRef90_Q56B89	CHR5V7|COORD:21894461..21897571| leucine-rich repeat transmembrane protein kinase, putative	AT5G53890.1	CHR07V5|COORD:423169..426822|protein phytosulfokine receptor precursor, putative, expressed	LOC_Os07g01710.1	 no descriptionweakly similar to ( 130)AT3G56370| Symbols:  | leucine-rich repeat transmembrane protein kinase, putative | chr3:20910382-20913369 REVERSEweakly similar to ( 107)PSKR_DAUCAPhytosulfokine receptor precursor - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG4886 LRR_RI 	stress.biotic	20_1

CUST_164342_PI403524517	2	0.07450199	-0.029755592	0.08045292	-0.099799156	0.029755592	-0.29713726	35_45812	"Cluster: Os07g0506700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os07g0506700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D674	CHR1V7|COORD:10255341..10258224| transducin family protein / WD-40 repeat family protein	AT1G29320.1	CHR07V5|COORD:19234350..19229954|protein WD-repeat protein 74, putative, expressed	LOC_Os07g32350.2	no descriptionvery weakly similar to (96.3)AT1G29320| Symbols:  | transducin family protein / WD-40 repeat family protein | chr1:10255341-10258224 FORWARD	not assigned.no ontology	35_1

CUST_182121_PI403524517	2	-0.15425014	0.16170788	-0.05378151	0.053780556	-0.08670616	0.06523132	35_50631	Rep: Salt tolerance protein - Sesuvium portulacastrum (Shoreline sea purslane)	UniRef90_Q5PXN9	CHR2V7|COORD:18233998..18235064| late embryogenesis abundant family protein / LEA family protein	AT2G44060.1	CHR03V5|COORD:35382610..35379908|protein salt tolerance protein, putative, expressed	LOC_Os03g62620.4	no descriptionvery weakly similar to (58.9)AT2G44060| Symbols:  | late embryogenesis abundant family protein / LEA family protein | chr2:18233998-18235064 FORWARD	development.late embryogenesis abundant	33_2

CUST_3183_PI399408534	2	0.4617815	0.2212286	-0.13844967	-0.14093304	-0.6579423	0.13844967	35_18696	"Cluster: Transducin family protein / WD-40 repeat family protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Transducin family protein / WD-40"	UniRef90_Q5N9R6	CHR3V7|COORD:18330234..18335358| transducin family protein / WD-40 repeat family protein	AT3G49400.1	CHR01V5|COORD:29436783..29446209|protein expressed protein	LOC_Os01g50690.1	no descriptionweakly similar to ( 149)AT3G49400| Symbols:  | transducin family protein / WD-40 repeat family protein | chr3:18330234-18335358 REVERSE	RNA.regulation of transcription.MADS box transcription factor family	27_3_24

CUST_48970_PI403524517	2	0.030553818	-0.41727257	-0.07056236	0.030553818	-0.025432587	0.025432587	35_13981	Rep: Histone H2B.4 - Triticum aestivum (Wheat)	UniRef90_Q43215	CHR2V7|COORD:15743910..15744326| histone H2B, putative	AT2G37470.1	CHR01V5|COORD:36341546..36340693|protein histone H2B.4, putative, expressed	LOC_Os01g62230.1	 no descriptionweakly similar to ( 176)AT5G22880| Symbols:  | histone H2B, putative | chr5:7652133-7652570 REVERSEweakly similar to ( 184)H2B1_WHEATHistone H2B.1 - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned H2B Histone TT_ORF1 Protamine_P1 Tymo_45kd_70kd PRK09169 	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_134997_PI403524517	2	-0.07565975	0.07565975	-0.19521618	-0.12370157	0.86839104	1.9999919	35_37872	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_6964_PI399408534	2	-0.14103317	-0.12731314	0.12731361	0.43439388	-0.46282816	0.4282093	35_16302	"Cluster: Putative serine/threonine kinase protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative serine/threonine kinase protein - Oryza sativa (jap"	UniRef90_Q84S65	"CHR4V7|COORD:12138182..12140791| CRK10 (CYSTEINE-RICH RLK10); kinase"	AT4G23180.1	CHR07V5|COORD:21102815..21108266|protein serine/threonine kinase-like protein, putative, expressed	LOC_Os07g35260.2	" no descriptionmoderately similar to ( 254)AT4G23180| Symbols: RLK4, CRK10 | CRK10 (CYSTEINE-RICH RLK10); kinase | chr4:12138182-12140791 FORWARDweakly similar to ( 130)PSKR_DAUCAPhytosulfokine receptor precursor - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TyrKc PTKc Pkinase_Tyr S_TKc Pkinase S_TKc PTKc_Jak_rpt2 PTKc_EGFR_like PTKc_Ror PTKc_EphR PTKc_Srm_Brk SPS1 PTKc_Src_like PTKc_ALK_LTK PTKc_Csk_like PTKc_Trk PTKc_Abl PTKc_Axl_like PTKc_Syk_like PTK_CCK4 PTKc_Fes_like PTKc_EphR_A2 DUF26 PTKc_InsR_like PTKc_Lck_Blk PTKc_Ror2 PTKc_Tec_like PTKc_Itk PTKc_TrkA PTKc_Musk PTKc_Frk_like PTKc_HER4 PTKc_Jak2_Jak3_rpt2 PTKc_Lyn PTKc_Ack_like PTK_HER3 PTKc_DDR PTKc_Tyk2_rpt2 PTKc_TrkB PTKc_RET PTKc_Ror1 PTKc_EGFR PTKc_EphR_B PTKc_c-ros PTKc_Jak1_rpt2 PTKc_EphR_A PTKc_Met_Ron PTKc_Btk_Bmx PTKc_HER2 PTKc_DDR_like PTKc_Tec_Rlk PTKc_Tie2 PTKc_Axl PTKc_FGFR4 PTKc_TrkC PTKc_FGFR PTKc_EphR_A10 PTKc_Fer PTK_Ryk PTKc_IGF-1R PTKc_FAK PTKc_Fyn_Yrk PTKc_Chk PTKc_Fes PTKc_Csk PTKc_Tie1 PTK_Jak2_Jak3_rpt1 PTKc_Zap-70 PTKc_DDR2 PTKc_InsR PTKc_Src PTK_Jak_rpt1 PTKc_Hck PTKc_Tie PTKc_Tyro3 PTKc_DDR1 PTKc_Syk PTKc_Yes PTKc_FGFR1 PTKc_PDGFR "	signalling.receptor kinases.DUF 26	30_2_17

CUST_6789_PI403524517	2	0.15389061	0.21594143	-0.044481277	-0.003279686	-0.023956299	0.003279686	35_1885	"Cluster: Hypothetical protein OJ1311_D08.2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1311_D08.2 - Oryza sativa (japonica cultivar"	UniRef90_Q6K7F0	CHR3V7|COORD:4712888..4714368| DNAJ heat shock N-terminal domain-containing protein	AT3G14200.1	CHR02V5|COORD:33169743..33163974|protein dnaJ protein, putative, expressed	LOC_Os02g54130.2	no descriptionweakly similar to ( 155)AT3G14200| Symbols:  | DNAJ heat shock N-terminal domain-containing protein | chr3:4712888-4714368 REVERSEvery weakly similar to (57.8)DNJH_CUCSADnaJ protein homolog - Cucumis sativus (Cucumber)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DnaJ DnaJ DnaJ PRK10767 CbpA djlA SEC63 PRK10266	stress.abiotic.heat	20_2_1

CUST_105859_PI403524517	2	0.06856918	0.11271286	-0.0018844604	0.0018844604	-0.115748405	-0.1084137	35_30140	"Cluster: Plectin-like protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Plectin-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7F099	"CHR5V7|COORD:26422359..26427114| ATGRIP/GRIP; protein binding"	AT5G66030.1	CHR07V5|COORD:16970265..16983278|protein golgi-localized protein GRIP, putative, expressed	LOC_Os07g28940.1	 no descriptionweakly similar to ( 139)AT5G66030| Symbols: ATGRIP, GRIP | ATGRIP/GRIP | chr5:26422359-26427114 REVERSEGRIP 	protein.targeting.secretory pathway.golgi	29_3_4_2

CUST_81142_PI403524517	2	0.22328758	0.42065716	0.0604887	-0.060489178	-0.1010952	-0.43876266	35_23274	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_5551_PI404877155	2	0.17746925	0.031092644	-0.2703619	-0.031092644	-0.21133041	0.14988708	Contig17423_at	ATPase E1-E2 type family protein / haloacid dehalogenase-like hydrolase familiy protein [Arabidopsis thaliana]	NP_197752.1	ATPase E1-E2 type family protein / haloacid dehalogenase-like hydrolase familiy protein	At5g23630.1	protein Similar to potential cation-transporting atpase (ec 3.6.3.-).	Os05g33390	"ATPase E1-E2 type family protein / haloacid dehalogenase-like hydrolase familiy protein, similar to SP:O14072 Cation-transporting ATPase 4 (EC 3.6.3.-) {Schizosaccharomyces pombe}; contains InterPro accession IPR001757: ATPase, E1-E2 type; contains Pfam p"	transport.unspecified cations	34_14

CUST_57796_PI403524517	2	0.040742874	-0.40500355	-0.15711117	-0.036580086	0.036580086	0.110162735	35_16477	Rep: Os03g0825400 protein - Oryza sativa (japonica cultivar-group)	UniRef90_Q0DM69	"CHR2V7|COORD:12648103..12649320| TIM10 (Arabidopsis thaliana translocase inner membrane subunit 10); protein translocase"	AT2G29530.1	CHR03V5|COORD:34610075..34607919|protein mitochondrial import inner membrane translocase subunit Tim10, putative, expressed	LOC_Os03g61019.1	no descriptionweakly similar to ( 109)AT2G29530| Symbols: TIM10 | TIM10 (Arabidopsis thaliana translocase inner membrane subunit 10) | chr2:12648103-12649320 REVERSEnot assigned zf-Tim10_DDP	protein.targeting.mitochondria	29_3_2

CUST_42_PI399945755	2	0.04582596	0.00463295	-0.00463295	-0.15532875	0.029258728	-0.26536846	HZ42K12_5'									

CUST_148336_PI403524517	2	-1.2879963	-0.53272057	1.0159035	1.594429	0.53272057	-1.4996057	35_41499	0	0	CHR5V7|COORD:832399..834300| heavy-metal-associated domain-containing protein	AT5G03380.1	CHR09V5|COORD:18233923..18234875|protein dof zinc finger protein MNB1A, putative, expressed	LOC_Os09g29960.1	no description	not assigned.unknown	35_2

CUST_65023_PI403524517	2	-0.20661545	-1.0395823	0.2066164	0.7645054	0.27627373	-0.6708956	35_18565	"Cluster: Putative 17.8 kDa class II heat shock protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative 17.8 kDa class II heat shock protein - Oryza s"	UniRef90_Q6K7E9	CHR1V7|COORD:20183226..20183790| 17.4 kDa class III heat shock protein (HSP17.4-CIII)	AT1G54050.1	CHR02V5|COORD:33173620..33174589|protein 17.5 kDa class II heat shock protein, putative, expressed	LOC_Os02g54140.1	no descriptionweakly similar to ( 103)AT1G54050| Symbols:  | 17.4 kDa class III heat shock protein (HSP17.4-CIII) | chr1:20183226-20183790 REVERSEvery weakly similar to (94.0)HSP22_MAIZE17.8 kDa class II heat shock protein - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned HSP20 IbpA alpha-crystallin-Hsps PRK12678 TT_ORF1 PRK07003	stress.abiotic.heat	20_2_1

CUST_68390_PI403524517	2	-0.046565056	0.3066845	0.12136936	-0.084638596	-0.102586746	0.046565056	35_19555	Rep: Putative ribophorin I homologue - Hordeum vulgare (Barley)	UniRef90_O49868	0	0	CHR05V5|COORD:13451459..13456251|protein dolichyl-diphosphooligosaccharide--protein glycosyltransferase 67 kDasubunit precursor, putative,	LOC_Os05g23600.2	no descriptionRibophorin_I	protein.glycosylation	29_7

CUST_47391_PI403524517	2	-0.042208195	0.3363304	-0.08174038	0.042207718	-0.5099406	0.049923897	35_13565	Rep: UPI0000DC20C3 UniRef100 entry - Rattus norvegicus	UniRef90_UPI0000DC20C3	0	0	0	0	no description	not assigned.unknown	35_2

CUST_2145_PI403524517	2	0.0025520325	0.2509575	-0.19355583	-0.0013179779	-0.34614468	0.0013170242	35_570	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_71150_PI403524517	2	-1.0795426	0.9023075	-0.24910355	0.2491045	-0.95837927	0.57515717	35_20382	Rep: LigA - Anaeromyxobacter sp. Fw109-5	UniRef90_A1HXI9	0	0	CHR02V5|COORD:34268532..34271455|protein anthocyanidin 3-O-glucosyltransferase, putative	LOC_Os02g56010.1	no description	not assigned.unknown	35_2

CUST_15651_PI403524517	2	0.14499283	0.10647583	-0.006749153	0.006750107	-0.058267593	-0.041175842	35_4516	"Cluster: Hypothetical protein P0683F12.6; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0683F12.6 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q75IM4	CHR3V7|COORD:18957861..18959029| similar to Os05g0126200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001054525.1)	AT3G51010.1	CHR05V5|COORD:1477672..1475896|protein expressed protein	LOC_Os05g03540.1	no descriptionweakly similar to ( 121)AT3G51010| Symbols:  | similar to Os05g0126200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001054525.1) | chr3:18957861-18959029 REVERSE	not assigned.unknown	35_2

CUST_61138_PI403524517	2	0.16202307	-0.074893	0.074893	-0.33415508	-0.21036291	0.48219776	35_17442	"Cluster: Hypothetical protein OJ1378_A04.7; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1378_A04.7 - Oryza sativa (japonica cultivar"	UniRef90_Q6I5V1	CHR1V7|COORD:7964191..7966211| proton-dependent oligopeptide transport (POT) family protein	AT1G22540.1	CHR05V5|COORD:21108554..21088676|protein peptide transporter PTR2-B, putative, expressed	LOC_Os05g35650.1	no descriptionmoderately similar to ( 258)AT1G22540| Symbols:  | proton-dependent oligopeptide transport (POT) family protein | chr1:7964191-7966211 FORWARDnot assigned not assigned PTR2 PTR2	transport.peptides and oligopeptides	34_13

CUST_72487_PI403524517	2	0.0144701	-0.62866735	0.113621235	-0.014469624	-0.7005472	0.017463207	35_20775	Rep: Cellulose synthase catalytic subunit 11 - Zea mays (Maize)	UniRef90_Q67BC8	"CHR4V7|COORD:10312857..10316730| CESA8 (CELLULASE SYNTHASE 8); cellulose synthase/ transferase, transferring glycosyl groups"	AT4G18780.1	CHR01V5|COORD:31749794..31755536|protein CESA4 - cellulose synthase, expressed	LOC_Os01g54620.1	" no descriptionweakly similar to ( 172)AT4G18780| Symbols: CESA8, IRX1, ATCESA8, LEW2 | CESA8 (CELLULASE SYNTHASE 8); cellulose synthase/ transferase, transferring glycosyl groups | chr4:10312857-10316730 REVERSECellulose_synt "	cell wall.cellulose synthesis.cellulose synthase	10_2_1

CUST_18745_PI403524517	2	0.23147202	0.62098885	-0.026321411	-0.17499733	-0.18846416	0.026322365	35_5426	"Cluster: Putative RNA polymerase II; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative RNA polymerase II - Oryza sativa (japonica cultivar-group)"	UniRef90_Q75M02	CHR4V7|COORD:8406495..8407031| RNA polymerase Rpb7 N-terminal domain-containing protein	AT4G14660.1	CHR05V5|COORD:3320071..3322613|protein DNA-directed RNA polymerase II 19 kDa polypeptide, putative, expressed	LOC_Os05g06490.1	no descriptionweakly similar to ( 194)AT4G14660| Symbols:  | RNA polymerase Rpb7 N-terminal domain-containing protein | chr4:8406495-8407031 REVERSEvery weakly similar to (90.5)RPB7_SOYBNDNA-directed RNA polymerase II subunit RPB7 - Glycine max (Soybean)not assigned not assigned RNAP_II_Rpb7_N RPB7 PRK08563 RNA_pol_Rpb7_N	RNA.transcription	27_2

CUST_37799_PI403524517	2	0.04981613	0.47032642	0.17502213	-0.15184402	-0.08888245	-0.049815178	35_10879	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_91032_PI403524517	2	-0.114655495	0.3303423	0.14519978	0.061350822	-0.25058746	-0.061351776	35_26032	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_53294_PI403524517	2	0.23458862	-0.090156555	0.10111141	-0.11655903	0.090156555	-0.17220497	35_15166	"Cluster: Mitochondrial 2-oxoglutarate/malate translocator; n=1; Saccharum officinarum|Rep: Mitochondrial 2-oxoglutarate/malate translocator - Saccharum"	UniRef90_Q66PW8	CHR5V7|COORD:6679593..6681847| dicarboxylate/tricarboxylate carrier (DTC)	AT5G19760.1	CHR05V5|COORD:6675727..6679825|protein mitochondrial 2-oxoglutarate/malate carrier protein, putative, expressed	LOC_Os05g11780.1	no descriptionmoderately similar to ( 201)AT5G19760| Symbols:  | dicarboxylate/tricarboxylate carrier (DTC) | chr5:6679593-6681847 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Mito_carr	transport.metabolite transporters at the mitochondrial membrane	34_9

CUST_96405_PI403524517	2	0.5499468	0.22487736	-0.21208	-0.4762907	0.107868195	-0.107868195	35_27535	"Cluster: Os05g0150400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0150400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DKP4	"CHR3V7|COORD:9931697..9932951| DRB3 (DSRNA-BINDING PROTEIN 3); double-stranded RNA binding"	AT3G26932.1	CHR09V5|COORD:19710356..19712446|protein double-stranded RNA binding motif family protein, expressed	LOC_Os09g33460.2	"no descriptionweakly similar to ( 190)AT3G26932| Symbols: DRB3 | DRB3 (DSRNA-BINDING PROTEIN 3); double-stranded RNA binding | chr3:9931697-9932951 REVERSEDSRM DSRM dsrm rnc Rnc PRK07764 PRK12323"	RNA.RNA binding	27_4

CUST_312_PI404877155	2	0.0023756027	0.07119846	-0.06137657	-0.0023765564	-0.23770618	0.16983986	Contig10187_at	RNA-binding protein-related [Arabidopsis thaliana] pir||T08954 hypothetical protein F19B15.20 - Arabidopsis thaliana	NP_194628.1	RNA-binding protein-related	At4g28990.1	protein Zn-finger in Ran binding protein and others, putative	Os06g22700	similar to ligand-independent activating molecule for estrogen receptor	RNA.RNA binding	27_4

CUST_24730_PI403524517	2	0.1186347	-0.17205429	0.051514626	-0.08875847	0.60007477	-0.051515102	35_7176	"Cluster: Pherophorin-C1 protein precursor; n=1; Chlamydomonas reinhardtii|Rep: Pherophorin-C1 protein precursor - Chlamydomonas reinhardtii"	UniRef90_Q3HTK6	CHR1V7|COORD:11399903..11405702| actin binding	AT1G31810.1	CHR08V5|COORD:395077..393302|protein vegetative cell wall protein gp1 precursor, putative, expressed	LOC_Os08g01690.1	no descriptionnot assigned not assigned not assigned not assigned not assigned PRK12323 Extensin_2 DUF1421 Tymo_45kd_70kd	not assigned.unknown	35_2

CUST_4144_PI403524517	2	-0.0023298264	0.027147293	-0.016238213	0.0023288727	-0.09697437	0.15110016	35_1146	"Cluster: Os07g0163800 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os07g0163800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D8F5	CHR3V7|COORD:3761764..3770296| ubiquitin-specific protease, putative	AT3G11910.1	CHR07V5|COORD:3410019..3422806|protein ubiquitin carboxyl-terminal hydrolase 7, putative, expressed	LOC_Os07g06950.1	 no descriptionhighly similar to ( 996)AT3G11910| Symbols:  | ubiquitin-specific protease, putative | chr3:3761764-3770296 REVERSEnot assigned COG5077 peptidase_C19C 	protein.degradation.ubiquitin.ubiquitin protease	29_5_11_5

CUST_17538_PI403524517	2	0.08781052	-0.32267284	-0.08793545	0.06552029	-0.06551933	0.095433235	35_5067	Rep: OSIGBa0148D14.7 protein - Oryza sativa (Rice)	UniRef90_Q01M14	CHR5V7|COORD:20667495..20672106| ATP-binding region, ATPase-like domain-containing protein	AT5G50780.1	CHR04V5|COORD:14064018..14070378|protein ATP binding protein, putative, expressed	LOC_Os04g24550.1	 no descriptionvery weakly similar to (57.4)AT5G50780| Symbols:  | ATP-binding region, ATPase-like domain-containing protein | chr5:20667495-20672106 FORWARDnot assigned not assigned not assigned 	not assigned.no ontology	35_1

CUST_26762_PI399408534	2	0.17828083	0.012386322	-0.012385368	-0.04855442	-0.1258707	0.10087681	35_19539	Rep: KAP-2 - Phaseolus vulgaris (Kidney bean) (French bean)	UniRef90_Q8S562	"CHR1V7|COORD:17727167..17730528| ATKU80/KU80 (Arabidopsis thaliana Ku80 homolog); double-stranded DNA binding / protein binding"	AT1G48050.1	CHR03V5|COORD:36053010..36058711|protein KAP-2, putative, expressed	LOC_Os03g63920.1	" no descriptionweakly similar to ( 123)AT1G48050| Symbols: KU80, ATKU80 | ATKU80/KU80 (Arabidopsis thaliana Ku80 homolog); double-stranded DNA binding / protein binding | chr1:17727167-17730528 FORWARDnot assigned Ku_PK_bind "	signalling.misc	30_8

CUST_10873_PI404877155	2	0.08191013	0.3978777	-0.06481171	-0.1367197	0.053956985	-0.053956985	Contig460_s_at	Sucrose synthase 1 (Sucrose-UDP glucosyltransferase 1) pir||S29242 sucrose synthase (EC 2.4.1.13) Ss1 - barley emb|CAA46701.1| sucrose synth	P31922	sucrose synthase, putative / sucrose-UDP glucosyltransferase, putative	At3g43190.1	protein sucrose synthase (EC 2.4.1.13) 1 - rice	Os06g09450	sucrose synthase type I	major CHO metabolism.degradation.sucrose.Susy	2_2_1_05

CUST_11679_PI404877155	2	0.0060987473	0.45287037	0.025003433	-0.056228638	-0.24812126	-0.0060987473	Contig5359_at	polypyrimidine tract-binding protein, putative / heterogeneous nuclear ribonucleoprotein, putative [Arabidopsis thaliana]	NP_175010.2	polypyrimidine tract-binding protein, putative / heterogeneous nuclear ribonucleoprotein, putative	At1g43190.1	protein polypyrimidine track-binding protein homologue	Os01g64770	gi|20160852|dbj|BAB89791.1| P0677H08.6	RNA.processing	27_1

CUST_29231_PI403524517	2	-0.053834915	0.07328701	0.058195114	-0.029382706	-0.08089161	0.029382706	35_8447	"Cluster: Hypothetical protein P0668H12.12; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0668H12.12 - Oryza sativa (japonica cultivar-g"	UniRef90_Q75M25	CHR1V7|COORD:8083389..8088856| TGF beta receptor associated protein-related	AT1G22860.1	CHR05V5|COORD:197034..204381|protein expressed protein	LOC_Os05g01360.1	no descriptionmoderately similar to ( 308)AT1G22860| Symbols:  | TGF beta receptor associated protein-related | chr1:8083389-8088856 FORWARDnot assigned not assigned	not assigned.no ontology	35_1

CUST_169831_PI403524517	2	0.13109398	0.21917391	-0.13109398	-0.4516816	-0.26284218	0.20115232	35_47306	"Cluster: Hypothetical protein OJ1136_F03.4; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1136_F03.4 - Oryza sativa (japonica cultivar"	UniRef90_Q5Z7U2	CHR3V7|COORD:21791979..21794190| F-box family protein	AT3G58940.1	CHR06V5|COORD:30230312..30224222|protein F-box domain containing protein, expressed	LOC_Os06g49930.2	no descriptionvery weakly similar to (61.6)AT3G58940| Symbols:  | F-box family protein | chr3:21791979-21794190 REVERSE	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_27365_PI403524517	2	-0.09191418	-0.40788317	0.101846695	0.09191513	-0.27142382	0.43803883	35_7923	"Cluster: Putative MAWD binding protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative MAWD binding protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q9SDD7	CHR1V7|COORD:782948..784240| phenazine biosynthesis PhzC/PhzF family protein	AT1G03210.1	CHR01V5|COORD:9114227..9111379|protein phenazine biosynthesis protein, putative, expressed	LOC_Os01g16146.1	no descriptionvery weakly similar to (57.0)AT1G03210| Symbols:  | phenazine biosynthesis PhzC/PhzF family protein | chr1:782948-784240 FORWARDnot assigned	not assigned.no ontology	35_1

CUST_10218_PI404877155	2	-0.80259895	-0.063512325	0.063512325	0.5482526	0.28196335	-0.47008562	Contig393_at	alcohol dehydrogenase (EC 1.1.1.1) - wheat (cv. Millewa)	A61024	alcohol dehydrogenase (ADH)	At1g77120.1	protein alcohol dehydrogenase 2	Os11g10510	alcohol dehydrogenase	fermentation.ADH	5_03

CUST_123011_PI403524517	2	0.07587147	-0.027235031	0.027235031	-0.1133585	-0.09167194	0.070923805	35_34697	"Cluster: Os06g0146300 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os06g0146300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DEL6		0	CHR06V5|COORD:2436368..2432394|protein expressed protein	LOC_Os06g05390.1	no description	not assigned.unknown	35_2

CUST_21223_PI403524517	2	-0.093821526	-0.17939758	0.20448112	-0.07522583	0.07522583	0.08169842	35_6156	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q75GV2	"CHR3V7|COORD:1616271..1616642| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G39235.1); similar to hypothetical protein [Oryza sativa (japonica"	AT3G05570.1	CHR03V5|COORD:29400806..29398704|protein expressed protein	LOC_Os03g51459.1	"no descriptionvery weakly similar to (90.5)AT3G05570| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G39235.1); similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:BAD05323.1); similar to Os03g0724500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001051122.1) | chr3:1616271-1616642 REVERSE"	not assigned.unknown	35_2

CUST_36597_PI403524517	2	-0.0020213127	0.047856808	0.0020217896	-0.04971838	0.6354928	-0.05565214	35_10552	Rep: Unconventional myosin XI - Vallisneria natans	UniRef90_Q9M5A6	"CHR2V7|COORD:14094019..14103991| XID (Myosin-like protein XID); motor/ protein binding"	AT2G33240.1	CHR06V5|COORD:16773135..16784412|protein XIE, putative, expressed	LOC_Os06g29350.1	" no descriptionmoderately similar to ( 428)AT2G33240| Symbols: ATXID, XID | XID (Myosin-like protein XID); motor/ protein binding | chr2:14094019-14103991 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned MYSc_type_XI MYSc MYSc Myosin_head COG5022 MYSc_type_V MYSc_type_II MYSc_type_I MYSc_type_VII MYSc_type_VI MYSc_type_VIII MYSc_type_XV MYSc_type_IX MYSc_type_III MYSc_type_XVIII Motor_domain "	cell.organisation	31_1

CUST_7257_PI403524517	2	0.051408768	-0.8302727	-0.08097839	0.07269478	0.14993572	-0.051408768	35_2017	"Cluster: Ribosomal RNA assembly protein mis3, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Ribosomal RNA assembly protein mis3, putativ"	UniRef90_Q7XDT2	"CHR5V7|COORD:2713556..2716065| similar to NAP57 (ARABIDOPSIS THALIANA HOMOLOGUE OF NAP57) [Arabidopsis thaliana] (TAIR:AT3G57150.1); similar to rev protein"	AT5G08420.1	CHR10V5|COORD:16183469..16179695|protein ribosomal RNA assembly protein mis3, putative, expressed	LOC_Os10g31520.1	"no descriptionmoderately similar to ( 461)AT5G08420| Symbols:  | similar to NAP57 (ARABIDOPSIS THALIANA HOMOLOGUE OF NAP57) [Arabidopsis thaliana] (TAIR:AT3G57150.1); similar to rev protein (42.9 kD)-like [Oryza sativa (japonica cultivar-group)] (GB:BAD82278.1); similar to Os10g0452800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001064737.1); contains domain Eukaryotic type KH-domain (KH-domain type I) (SSF54791); contains domain Gametocyte protein Pfg27 (SSF89162); contains domain SUBFAMILY NOT NAMED (PTHR12581:SF2); contains domain no description (G3D.3.30.70.210); contains domain FAMILY NOT NAMED (PTHR12581) | chr5:2713556-2716065 FORWARDnot assigned not assigned COG1094"	not assigned.unknown	35_2

CUST_10082_PI403524517	2	0.012530327	-0.3656187	0.045844078	-0.012530327	0.0666523	-0.067619324	35_2847	"Cluster: Hypothetical protein B1144B06.21; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1144B06.21 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6Z0R0	"CHR1V7|COORD:6609487..6610546| similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD36638.1); similar to Os08g0455800 [Oryza sativa"	AT1G19130.1	CHR08V5|COORD:22225630..22228223|protein expressed protein	LOC_Os08g35480.1	"no descriptionweakly similar to ( 127)AT1G19130| Symbols:  | similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD36638.1); similar to Os08g0455800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001061963.1); contains InterPro domain Protein of unknown function DUF985; (InterPro:IPR009327) | chr1:6609487-6610546 REVERSECupin_5 COG3542"	not assigned.unknown	35_2

CUST_23624_PI403524517	2	0.00630188	0.43042088	-0.00630188	-0.05919075	0.05300331	-0.013279915	35_6866	Rep: Hypothetical protein - Gibberella zeae (Fusarium graminearum)	UniRef90_Q4IK68	0	0	0	0	no description	not assigned.unknown	35_2

CUST_104060_PI403524517	2	0.022158146	-0.022158623	0.3347087	0.10785484	-0.23051548	-0.16528606	35_29659	"Cluster: Os06g0260000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0260000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DD34	CHR1V7|COORD:24809433..24811068| PMI2 (plastid movement impaired 2)	AT1G66480.1	CHR02V5|COORD:30518796..30521042|protein expressed protein	LOC_Os02g49960.1	no descriptionvery weakly similar to (60.8)AT1G66480| Symbols: PMI2 | PMI2 (plastid movement impaired 2) | chr1:24809433-24811068 REVERSE	not assigned.unknown	35_2

CUST_72965_PI403524517	2	-0.02107811	0.015286446	0.03903675	-0.015286446	0.07623768	-0.0464077	35_20921	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_1563_PI403524517	2	0.57177925	-1.9071307	-0.50598526	0.79360294	0.5059862	-1.0609732	35_412	"Cluster: Chlorophyll a-b binding protein, chloroplast precursor; n=14; Spermatophyta|Rep: Chlorophyll a-b binding protein, chloroplast precursor - Oryza sativa"	UniRef90_P27519	"CHR3V7|COORD:10257239..10258158| LHCB2:4 (Photosystem II light harvesting complex gene 2.3); chlorophyll binding"	AT3G27690.1	CHR03V5|COORD:21954569..21956336|protein chlorophyll a-b binding protein, chloroplast precursor, putative, expressed	LOC_Os03g39610.1	" no descriptionmoderately similar to ( 437)AT3G27690| Symbols: LHCB2.3, LHCB2:4 | LHCB2:4 (Photosystem II light harvesting complex gene 2.3); chlorophyll binding | chr3:10257239-10258158 FORWARDmoderately similar to ( 486)CB23_ORYSAnot assigned not assigned not assigned Chloroa_b-bind Herpes_BLLF1 PRK07003 Tymo_45kd_70kd DUF566 "	PS.lightreaction.photosystem II.LHC-II	1_1_1_1

CUST_107730_PI403524517	2	0.035770416	0.67103195	0.11912632	-0.19412231	-0.26737595	-0.035770416	35_30655	"Cluster: Hypothetical protein; n=1; Leishmania major strain Friedlin|Rep: Hypothetical protein - Leishmania major strain Friedlin"	UniRef90_Q4FY48		0	CHR11V5|COORD:12261450..12261998|protein major ampullate spidroin 1, putative	LOC_Os11g22200.1	no description	not assigned.unknown	35_2

CUST_76489_PI403524517	2	0.015928268	-0.015927315	-0.047229767	-0.07421303	0.07896805	0.036608696	35_21930	"Cluster: Putative heat shock protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative heat shock protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q94H83	CHR5V7|COORD:21572161..21574428| heat shock protein binding / unfolded protein binding	AT5G53150.1	CHR03V5|COORD:16275886..16272407|protein dnaJ domain containing protein, expressed	LOC_Os03g28310.1	no descriptionweakly similar to ( 134)AT5G53150| Symbols:  | heat shock protein binding / unfolded protein binding | chr5:21572161-21574428 FORWARD	stress.abiotic.heat	20_2_1

CUST_57055_PI403524517	2	0.0843811	0.8858547	-0.24937916	0.064780235	-0.129323	-0.06478119	35_16264	"Cluster: Putative serine/threonine-protein kinase ctr1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative serine/threonine-protein kinase ctr1 - Oryza"	UniRef90_Q7XXN2	CHR4V7|COORD:17999426..18003545| protein kinase family protein	AT4G38470.1	CHR09V5|COORD:21487653..21494927|protein ATP binding protein, putative, expressed	LOC_Os09g37230.1	no descriptionhighly similar to ( 702)AT4G38470| Symbols:  | protein kinase family protein | chr4:17999426-18003545 FORWARDweakly similar to ( 120)NORK_MEDTRNodulation receptor kinase precursor - Medicago truncatula (Barrel medic)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pkinase_Tyr TyrKc PTKc S_TKc S_TKc Pkinase PTKc_Tec_like PTKc_Src_like PTKc_Frk_like PTKc_Csk_like PTKc_Abl PTKc_Srm_Brk PTKc_Fes_like PTKc_Itk PTKc_EphR PTKc_Btk_Bmx PTKc_Tec_Rlk PTKc_Chk PTKc_EGFR_like PTKc_Csk PTKc_FAK PTKc_Lyn PTKc_Fyn_Yrk PTKc_Src PTKc_Lck_Blk PTKc_Yes PTKc_FGFR PTKc_Ack_like PTKc_Jak_rpt2 PTKc_Syk_like PTKc_Fer PTKc_InsR_like PTKc_PDGFR PTKc_Fes PTKc_EphR_A2 PTKc_c-ros PTKc_Hck PTKc_FGFR4 PTKc_EphR_A PTKc_EphR_B PTKc_Tie2 PTKc_Ror PTKc_FGFR3 PTKc_FGFR1 PTKc_FGFR2 PTKc_Trk PTKc_DDR PTKc_Met_Ron PTKc_Tie1 PTKc_ALK_LTK PTKc_Musk PTKc_HER2 PTKc_EGFR PTK_CCK4 PTK_Ryk PTKc_EphR_A10 PTKc_Axl_like PTKc_HER4 PTKc_Tie PTKc_Jak2_Jak3_rpt2 PTKc_Jak1_rpt2 PTKc_Tyk2_rpt2 PTKc_RET SPS1 PTKc_TrkA PTKc_Syk PTKc_TrkC PTKc_Zap-70 PTKc_DDR1 PTKc_DDR2 PTKc_IGF-1R PTKc_Ror1 PTKc_Axl PTK_HER3 PTKc_Tyro3 PTKc_DDR_like PTKc_InsR PTKc_TrkB PTKc_VEGFR3 PTKc_PDGFR_beta PTKc_VEGFR PTKc_Aatyk PTKc_Ror2 PTKc_Kit PTKc_VEGFR2 PTKc_PDGFR_alpha ACT_TyrKc PTKc_Aatyk1_Aatyk3 PTK_Jak_rpt1 PTKc_CSF-1R PTKc_Aatyk2 PTK_Jak1_rpt1 PTK_Tyk2_rpt1 PTK_Jak2_Jak3_rpt1 ACT_UUR-like_1 KIND ACT_UUR-ACR-like PRK12323 PRK07003 PRK07764	protein.postranslational modification	29_4

CUST_95854_PI403524517	2	0.13999653	0.9167681	0.501174	-0.19487762	-0.3577671	-0.13999653	35_27388	Rep: LigA - Anaeromyxobacter dehalogenans (strain 2CP-C)	UniRef90_Q2IMJ3	CHR3V7|COORD:8063070..8064482| leucine-rich repeat family protein / extensin family protein	AT3G22800.1	CHR02V5|COORD:34359665..34356432|protein PAP-specific phosphatase, putative, expressed	LOC_Os02g56170.1	no description	not assigned.unknown	35_2

CUST_75375_PI403524517	2	-0.13909245	0.6888199	0.12848854	-0.32165527	0.12492466	-0.12492561	35_21605	"Cluster: UBA/THIF-type NAD/FAD binding fold:MoeZ/MoeB; n=1; Kineococcus radiotolerans SRS30216|Rep: UBA/THIF-type NAD/FAD binding fold:MoeZ/MoeB - Kineococcus"	UniRef90_Q40W39	0	0	CHR09V5|COORD:18099424..18095794|protein expressed protein	LOC_Os09g29780.2	no description	not assigned.unknown	35_2

CUST_10058_PI399408534	2	0.032857895	0.30365372	0.14339924	-0.119867325	-0.08601284	-0.03285885	35_7128	"Cluster: Hypothetical protein OSJNBa0095J22.6; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0095J22.6 - Oryza sativa (japonica"	UniRef90_Q5KQI4	CHR5V7|COORD:23584564..23585896| transcriptional factor B3 family protein	AT5G58280.1	CHR05V5|COORD:23583475..23578650|protein DNA binding protein, putative, expressed	LOC_Os05g40280.1	no descriptionweakly similar to ( 160)AT5G58280| Symbols:  | transcriptional factor B3 family protein | chr5:23584564-23585896 FORWARDB3	RNA.regulation of transcription.B3 transcription factor family	27_3_41

CUST_18212_PI403524517	2	-0.038339615	0.35209846	0.07009697	-0.03809166	0.03809166	-0.1701746	35_5260	"Cluster: Os05g0432500 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0432500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DHX7	"CHR1V7|COORD:12534563..12535905| similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE84251.1); contains domain FAMILY NOT NAMED"	AT1G34350.1	CHR05V5|COORD:21122679..21124516|protein transmembrane protein 18, putative, expressed	LOC_Os05g35720.1	"no descriptionvery weakly similar to (80.5)AT1G34350| Symbols:  | similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE84251.1); contains domain FAMILY NOT NAMED (PTHR22593); contains domain SUBFAMILY NOT NAMED (PTHR22593:SF2) | chr1:12534563-12535905 FORWARD"	not assigned.unknown	35_2

CUST_11474_PI403524517	2	-0.20374012	0.18316746	0.14460659	0.03591919	-0.03591919	-0.050318718	35_3256	"Cluster: Putative transmembrane protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative transmembrane protein - Oryza sativa (japonica cultivar-group"	UniRef90_Q8LNN5	CHR2V7|COORD:560975..562960| TOM3 (tobamovirus multiplication protein 3)	AT2G02180.1	CHR10V5|COORD:20606875..20610805|protein tobamovirus multiplication 3, putative, expressed	LOC_Os10g39220.1	no descriptionmoderately similar to ( 447)AT2G02180| Symbols: TOM3 | TOM3 (tobamovirus multiplication protein 3) | chr2:560975-562960 FORWARDnot assigned DUF1084	stress.biotic	20_1

CUST_14618_PI403524517	2	0.11574936	-0.08382034	0.003145218	-0.0031461716	-0.035575867	0.036553383	35_4207	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10HR9	CHR3V7|COORD:3026145..3027005| unknown protein	AT3G09860.1	CHR03V5|COORD:21125389..21119584|protein expressed protein	LOC_Os03g38120.1	no descriptionvery weakly similar to (55.8)AT3G09860| Symbols:  | unknown protein | chr3:3026145-3027005 FORWARD	not assigned.unknown	35_2

CUST_93649_PI403524517	2	0.31404114	0.34091806	0.30962753	-0.309628	-0.32348824	-0.44527483	35_26777	"Cluster: Caffeoyl-CoA O-methyltransferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Caffeoyl-CoA O-methyltransferase - Oryza sativa (japonica"	UniRef90_Q6DUC9	CHR4V7|COORD:13284188..13285155| caffeoyl-CoA 3-O-methyltransferase, putative	AT4G26220.1	CHR08V5|COORD:24466102..24465063|protein caffeoyl-CoA O-methyltransferase 2, putative, expressed	LOC_Os08g38920.1	 no descriptionweakly similar to ( 192)AT4G26220| Symbols:  | caffeoyl-CoA 3-O-methyltransferase, putative | chr4:13284188-13285155 FORWARDweakly similar to ( 185)CAMT_PETCRCaffeoyl-CoA O-methyltransferase - Petroselinum crispum (Parsley) (Petroselinum hortense)not assigned not assigned not assigned not assigned not assigned not assigned Methyltransf_3 COG4122 PRK12678 	secondary metabolism.phenylpropanoids.lignin biosynthesis.CCoAOMT	16_2_1_6

CUST_53774_PI403524517	2	-0.019322395	-0.5824547	0.019321442	0.10228729	0.1501255	-0.09640026	35_15300	"Cluster: Protein translation factor SUI1 homolog; n=7; Poaceae|Rep: Protein translation factor SUI1 homolog - Zea mays (Maize)"	UniRef90_P56330	CHR1V7|COORD:20272377..20273057| eukaryotic translation initiation factor SUI1, putative	AT1G54290.1	CHR05V5|COORD:24454579..24456729|protein protein translation factor SUI1, putative, expressed	LOC_Os05g41900.2	 no descriptionweakly similar to ( 196)AT1G54290| Symbols:  | eukaryotic translation initiation factor SUI1, putative | chr1:20272377-20273057 REVERSEmoderately similar to ( 209)SUI1_ORYSAnot assigned SUI1_eIF1 SUI1 SUI1 PRK00939 	protein.synthesis.initiation	29_2_3

CUST_56059_PI403524517	2	-0.07125187	-0.18033314	-0.004957199	0.083506584	0.13358021	0.0049562454	35_15956	"Cluster: Putative NADH-ubiquinone oxireductase; n=1; Arabidopsis thaliana|Rep: Putative NADH-ubiquinone oxireductase - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9SK66	CHR2V7|COORD:8793151..8796179| catalytic/ coenzyme binding	AT2G20360.1	CHR02V5|COORD:35007697..35011783|protein NADH-ubiquinone oxidoreductase 39 kDa subunit, mitochondrial precursor, putative, expressed	LOC_Os02g57180.1	no descriptionhighly similar to ( 534)AT2G20360| Symbols:  | catalytic/ coenzyme binding | chr2:8793151-8796179 FORWARDnot assigned COG0702 WcaG Epimerase RmlD_sub_bind RfbD	mitochondrial electron transport / ATP synthesis.NADH-DH.localisation not clear	9_1_2

CUST_18500_PI403524517	2	0.005311966	0.011713028	-0.1624279	-0.105895996	0.026727676	-0.005311966	35_5347	"Cluster: Hypothetical protein OSJNBa0090L05.18; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0090L05.18 - Oryza sativa (japonica"	UniRef90_Q7Y163	"CHR1V7|COORD:462202..463521| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G28770.1); similar to unnamed protein product [Tetraodon nigroviridis]"	AT1G02330.1	CHR03V5|COORD:14704056..14699773|protein hepatocellular carcinoma-associated antigen 59 family protein, expressed	LOC_Os03g25720.1	"no descriptionweakly similar to ( 183)AT1G02330| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G28770.1); similar to unnamed protein product [Tetraodon nigroviridis] (GB:CAF90174.1); similar to Os03g0374100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001050211.1); contains InterPro domain Hepatocellular carcinoma-associated antigen 59; (InterPro:IPR010756) | chr1:462202-463521 REVERSEnot assigned Hep_59"	not assigned.no ontology	35_1

CUST_18044_PI403524517	2	-0.008363724	0.09763527	-0.07750988	-0.05609703	0.008363724	0.054926872	35_5211	"Cluster: Os07g0591300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0591300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D502	CHR4V7|COORD:10275928..10278502| leucine-rich repeat family protein / extensin family protein	AT4G18670.1	CHR07V5|COORD:24097408..24096468|protein expressed protein	LOC_Os07g40160.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 Atrophin-1	not assigned.unknown	35_2

CUST_19627_PI403524517	2	-0.064748764	0.6376076	0.13663006	-0.022712708	-0.20547009	0.022712708	35_5687	Rep: Protein At3g20270 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q3EB36	CHR3V7|COORD:7067785..7070872| lipid-binding serum glycoprotein family protein	AT3G20270.1	CHR09V5|COORD:19244076..19240592|protein lipid binding protein, putative, expressed	LOC_Os09g32240.1	no descriptionmoderately similar to ( 237)AT3G20270| Symbols:  | lipid-binding serum glycoprotein family protein | chr3:7068885-7070872 FORWARD	not assigned.no ontology	35_1

CUST_19505_PI403524517	2	0.10833931	-0.24638844	-0.06810188	0.07718754	0.06810188	-0.08060646	35_5651	"Cluster: Putative UDP-sulfoquinovose synthase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative UDP-sulfoquinovose synthase - Oryza sativa (japonica"	UniRef90_Q60E66	"CHR4V7|COORD:15936054..15937569| SQD1 (sulfoquinovosyldiacylglycerol 1); UDPsulfoquinovose synthase"	AT4G33030.1	CHR05V5|COORD:18655453..18658816|protein UDP-sulfoquinovose synthase, chloroplast precursor, putative, expressed	LOC_Os05g32140.1	" no descriptionmoderately similar to ( 375)AT4G33030| Symbols: SQD1 | SQD1 (sulfoquinovosyldiacylglycerol 1); UDPsulfoquinovose synthase | chr4:15936054-15937569 FORWARDmoderately similar to ( 373)SQD1_SPIOLUDP-sulfoquinovose synthase, chloroplast precursor - Spinacia oleracea (Spinach)not assigned WcaG Epimerase "	lipid metabolism.glycolipid synthesis.UDP-sulfoquinovose synthase	11_10_3

CUST_115196_PI403524517	2	-0.78982544	-0.5736151	0.8201771	-0.17311859	1.1570654	0.17311954	35_32679	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_56286_PI403524517	2	0.07088089	0.027368546	-0.05911827	-0.07984352	-0.0273695	0.035235405	35_16023	"Cluster: OSJNBa0019G23.5 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0019G23.5 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XS62	"CHR2V7|COORD:18924753..18925642| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G00355.2); similar to conserved hypothetical protein [Medicago"	AT2G45980.1	CHR04V5|COORD:4424000..4428801|protein expressed protein	LOC_Os04g08310.1	"no descriptionvery weakly similar to (68.6)AT2G45980| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G00355.2); similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE80179.1) | chr2:18924753-18925642 REVERSE"	not assigned.unknown	35_2

CUST_170526_PI403524517	2	0.15546703	-0.22894621	0.045833588	-0.045833588	0.0769043	-0.22844219	35_47499	Rep: OSIGBa0116M22.9 protein - Oryza sativa (Rice)	UniRef90_Q01JZ0	CHR4V7|COORD:12745762..12749005| ATPase	AT4G24710.1	CHR04V5|COORD:23736372..23740876|protein thyroid receptor-interacting protein 13, putative, expressed	LOC_Os04g40290.1	no descriptionweakly similar to ( 132)AT4G24710| Symbols:  | ATPase | chr4:12745762-12749005 REVERSEnot assigned	protein.degradation.AAA type	29_5_9

CUST_83328_PI403524517	2	0.0021677017	0.16441536	-0.03931904	-0.0021677017	-0.24138927	0.014696121	35_23893	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_171717_PI403524517	2	0.03207302	-0.03207302	0.44366455	-0.31979704	1.277328	-0.12013197	35_47845	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_136015_PI403524517	2	0.217206	0.10258484	-0.21296978	-0.17066765	0.0907917	-0.0907917	35_38144	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_20881_PI403524517	2	0.35138893	-0.010918617	-0.010160446	0.010160446	0.3834753	-0.015115738	35_6063	"Cluster: Importin-beta N-terminal domain containing protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Importin-beta N-terminal domain"	UniRef90_Q10MU9	CHR5V7|COORD:21731242..21733935| importin beta-2, putative	AT5G53480.1	CHR03V5|COORD:10262050..10258773|protein importin beta-1 subunit, putative, expressed	LOC_Os03g18350.1	 no descriptionmoderately similar to ( 296)AT5G53480| Symbols:  | importin beta-2, putative | chr5:21731242-21733935 FORWARDnot assigned not assigned not assigned KAP95 	protein.targeting.nucleus	29_3_1

CUST_11828_PI403524517	2	0.11565304	0.048428535	-0.08904648	-0.034127235	0.017129898	-0.017129898	35_3363	"Cluster: Putative tRNA splicing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative tRNA splicing protein - Oryza sativa (japonica cultivar-group"	UniRef90_Q6ERL4	"CHR5V7|COORD:26313575..26314936| ATNIFS1/NIFS1 (ARABIOPSIS THALIANA NITROGEN FIXATION S HOMOLOG 1); cysteine desulfurase/ transaminase"	AT5G65720.1	CHR09V5|COORD:10327825..10332389|protein cysteine desulfurase, mitochondrial precursor, putative, expressed	LOC_Os09g16910.3	 no descriptionmoderately similar to ( 229)AT5G65720| Symbols: ATNIFS1, NIFS1 | ATNIFS1/NIFS1 (ARABIOPSIS THALIANA NITROGEN FIXATION S HOMOLOG 1) | chr5:26313959-26314936 FORWARDnot assigned NifS PRK02948 Aminotran_5 	amino acid metabolism.synthesis.serine-glycine-cysteine group.cysteine	13_1_5_3

CUST_15608_PI403524517	2	0.058900833	-0.17797756	-0.05168152	0.0031633377	0.065849304	-0.0031633377	35_4503	"Cluster: Hypothetical protein; n=1; Arabidopsis thaliana|Rep: Hypothetical protein - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q0WRF0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_83636_PI403524517	2	0.26558018	0.06575537	0.14931822	-0.170259	-0.06575489	-0.09849501	35_23978	"Cluster: Os09g0498600 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0498600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J0N9	CHR1V7|COORD:19129280..19131770| KH domain-containing protein	AT1G51580.1	CHR09V5|COORD:19279445..19285663|protein nucleic acid binding protein, putative, expressed	LOC_Os09g32300.1	no descriptionweakly similar to ( 166)AT1G51580| Symbols:  | KH domain-containing protein | chr1:19129280-19131770 FORWARDnot assigned not assigned not assigned PCBP_like_KH KH-I KH_1 KH	not assigned.no ontology	35_1

CUST_39633_PI403524517	2	-0.37225628	0.017103672	0.12402868	-0.017103672	0.04395151	-0.25478983	35_11397	"Cluster: Hypothetical protein OJ1362_G11.7; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1362_G11.7 - Oryza sativa (japonica cultivar"	UniRef90_Q5TKQ1	"CHR5V7|COORD:23073800..23074939| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G26130.1); similar to cDNA-5-encoded protein (GB:AAA50235.1)"	AT5G56980.1	CHR05V5|COORD:26776980..26775096|protein expressed protein	LOC_Os05g46340.1	no descriptionnot assigned not assigned not assigned PRK12323 PRK07003 PRK07764	not assigned.unknown	35_2

CUST_17225_PI403524517	2	-0.26852512	0.5640583	0.10188484	-0.011493683	-0.16804695	0.011492729	35_4978	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10CE6	"CHR3V7|COORD:2411622..2413316| APM2/PEX13 (ABERRANT PEROXISOME MORPHOLOGY 2); protein binding"	AT3G07560.1	CHR03V5|COORD:32563547..32566818|protein glycine-rich protein, putative, expressed	LOC_Os03g57210.1	" no descriptionweakly similar to ( 118)AT3G07560| Symbols: APM2, PEX13 | APM2/PEX13 (ABERRANT PEROXISOME MORPHOLOGY 2); protein binding | chr3:2411622-2413316 REVERSEnot assigned not assigned not assigned "	not assigned.no ontology.glycine rich proteins	35_1_40

CUST_23306_PI403524517	2	0.40894127	0.82328796	-0.3813305	0.0604496	-0.425148	-0.060450554	35_6772	"Cluster: Hypothetical protein At1g28100/F13K9_27; n=3; Arabidopsis thaliana|Rep: Hypothetical protein At1g28100/F13K9_27 - Arabidopsis thaliana (Mouse-ear cress"	UniRef90_Q8GWB2	CHR1V7|COORD:9802107..9803968| similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAM93694.1)	AT1G28100.2	CHR10V5|COORD:18733250..18736603|protein expressed protein	LOC_Os10g35644.1	no descriptionmoderately similar to ( 295)AT1G28100| Symbols:  | similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAM93694.1) | chr1:9802107-9803762 FORWARD	not assigned.unknown	35_2

CUST_27978_PI399408534	2	0.075149536	-0.21953154	-0.075149536	-0.32245922	0.11625481	0.2696085	35_32032	Rep: OSJNBa0006A01.12 protein - Oryza sativa (Rice)	UniRef90_Q7X793	"CHR1V7|COORD:29791402..29792482| AtMYB63 (myb domain protein 63); DNA binding / transcription factor"	AT1G79180.1	CHR04V5|COORD:29811600..29809649|protein myb-related protein Zm1, putative, expressed	LOC_Os04g50770.1	"no descriptionweakly similar to ( 136)AT1G79180| Symbols: AtMYB63 | AtMYB63 (myb domain protein 63); DNA binding / transcription factor | chr1:29791402-29792482 FORWARDweakly similar to ( 155)MYB1_MAIZEMyb-related protein Zm1 - Zea mays (Maize)not assigned not assigned Myb_DNA-binding SANT SANT REB1"	RNA.regulation of transcription.MYB domain transcription factor family	27_3_25

CUST_4920_PI404877155	2	-0.11137676	0.19487095	0.06991005	-0.019656181	-0.088718414	0.019657135	Contig16259_at	OSJNBa0017B10.3 [Oryza sativa (japonica cultivar-group)] ref|XP_473512.1| OSJNBa0017B10.3 [Oryza sativa (japonica cultivar-group)]	CAE03088.2	RWP-RK domain-containing protein	At4g35590.1	protein AL161587 putative protein	Os04g47640	"RWP-RK domain-containing protein, low similarity to minus dominance protein (Chlamydomonas reinhardtii) GI:1928929; contains Pfam profile: PF02042 RWP-RK domain"	RNA.regulation of transcription.NIN-like bZIP-related family	27_3_60

CUST_84829_PI403524517	2	0.030575752	0.16386414	-0.030807495	-0.15119171	0.03352356	-0.030575752	35_24307	"Cluster: Expressed protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2R860	"CHR5V7|COORD:6998948..7001598| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G64020.1); similar to Os11g0241900 [Oryza sativa (japonica"	AT5G20680.1	CHR11V5|COORD:7583825..7579878|protein expressed protein	LOC_Os11g13800.3	" no descriptionmoderately similar to ( 413)AT5G20680| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G64020.1); similar to Os11g0241900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001067587.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABA92327.1); contains InterPro domain Protein of unknown function DUF231, plant; (InterPro:IPR004253) | chr5:6999223-7001598 FORWARDDUF231 "	not assigned.unknown	35_2

CUST_60694_PI403524517	2	0.122535706	0.5337839	0.07775688	-0.27004242	-0.13505936	-0.077757835	35_17313	"Cluster: Actin polymerization factor, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Actin polymerization factor, putative, expressed - O"	UniRef90_Q2R2M0	CHR4V7|COORD:735776..736450| CRK (CROOKED)	AT4G01710.1	CHR11V5|COORD:20228241..20230245|protein actin polymerization factor, putative, expressed	LOC_Os11g35360.1	 no descriptionmoderately similar to ( 223)AT4G01710| Symbols: ARPC5, CRK | CRK (CROOKED) | chr4:735776-736450 FORWARDnot assigned not assigned P16-Arc 	cell.organisation	31_1

CUST_24963_PI403524517	2	0.17044163	-0.102124214	-0.13703346	0.022003174	-0.02200222	0.08214092	35_7246	"Cluster: Os01g0661000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0661000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JKN7	CHR5V7|COORD:25241054..25242124| integral membrane protein, putative	AT5G62820.1	CHR01V5|COORD:27302463..27304952|protein expressed protein	LOC_Os01g47200.1	" no descriptionweakly similar to ( 122)AT2G36330| Symbols:  | similar to integral membrane protein, putative [Arabidopsis thaliana] (TAIR:AT5G62820.1); similar to Os01g0640700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001043680.1); similar to Os01g0661000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001043777.1); similar to MtN24 [Medicago truncatula] (GB:CAA75572.1); contains InterPro domain Protein of unknown function DUF588; (InterPro:IPR006702) | chr2:15240699-15242377 FORWARDDUF588 PRK05648 PRK12323 "	not assigned.no ontology	35_1

CUST_10179_PI399408534	2	0.097836494	0.45970345	-0.09783554	-0.455101	-0.48869896	1.5264435	35_27734	"Cluster: Os03g0800200 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os03g0800200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DMP1	CHR1V7|COORD:17889953..17895560| AGO1 (ARGONAUTE 1)	AT1G48410.1	CHR03V5|COORD:33319166..33310275|protein argonaute-like protein, putative, expressed	LOC_Os03g58600.1	no descriptionmoderately similar to ( 240)AT1G48410| Symbols: AGO1 | AGO1 (ARGONAUTE 1) | chr1:17889953-17895560 REVERSEnot assigned DUF1785 PAZ_argonaute_like	RNA.regulation of transcription.Argonaute	27_3_36

CUST_75686_PI403524517	2	-0.074243546	0.053017616	0.070795536	0.07568312	-0.117227554	-0.053018093	35_21696	"Cluster: Putative NF-E2 inducible protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative NF-E2 inducible protein - Oryza sativa (japonica cultivar-g"	UniRef90_Q5Z800	"CHR4V7|COORD:7134231..7138355| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G22960.1); similar to hypothetical protein LOC505719 [Bos taurus]"	AT4G11860.1	CHR06V5|COORD:30133099..30127199|protein ubiquitin interaction motif family protein, expressed	LOC_Os06g49800.1	"no descriptionmoderately similar to ( 256)AT4G11860| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G22960.1); similar to hypothetical protein LOC505719 [Bos taurus] (GB:NP_001039389.1); similar to Os06g0712400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001058557.1); contains InterPro domain Protein of unknown function DUF544; (InterPro:IPR007518) | chr4:7134231-7138355 REVERSEnot assigned DUF544"	not assigned.unknown	35_2

CUST_74482_PI403524517	2	0.06734848	0.11966038	0.01688099	-0.0704031	-0.04278946	-0.01688099	35_21358	"Cluster: Putative myosin XI; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative myosin XI - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6YWH9	CHR5V7|COORD:17674468..17683880| MYA2 (ARABIDOPSIS MYOSIN)	AT5G43900.1	CHR02V5|COORD:20363499..20385387|protein XIB, putative, expressed	LOC_Os02g34080.1	 no descriptionmoderately similar to ( 247)AT5G43900| Symbols: ATMYA2, MYA2 | MYA2 (ARABIDOPSIS MYOSIN) | chr5:17674468-17683880 REVERSEDIL 	cell.organisation	31_1

CUST_136322_PI403524517	2	0.0742836	0.30843258	0.015386581	-0.2426529	-0.35670948	-0.015387535	35_38228	Rep: SMC5 protein - Oryza sativa (Rice)	UniRef90_Q8GU53	CHR5V7|COORD:5196213..5199562| structural maintenance of chromosomes (SMC) family protein (MSS2)	AT5G15920.1	CHR05V5|COORD:29657548..29644885|protein ATP binding protein, putative, expressed	LOC_Os05g51790.2	no descriptionvery weakly similar to (73.6)AT5G15920| Symbols:  | structural maintenance of chromosomes (SMC) family protein (MSS2) | chr5:5196213-5199562 FORWARD	cell.division	31_2

CUST_66301_PI403524517	2	-0.06653118	0.080046654	0.06653118	-0.10101509	-0.17094135	0.12953472	35_18934	"Cluster: Putative serine/threonine kinase 38; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative serine/threonine kinase 38 - Oryza sativa (japonica cult"	UniRef90_Q5SNF8	CHR4V7|COORD:15960149..15964299| protein kinase, putative	AT4G33080.1	CHR01V5|COORD:4628167..4618480|protein serine/threonine-protein kinase 38, putative, expressed	LOC_Os01g09200.1	no descriptionhighly similar to ( 712)AT4G33080| Symbols:  | kinase | chr4:15960149-15963601 FORWARDweakly similar to ( 156)G11A_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase SPS1 Pkinase_Tyr TyrKc PTKc PTKc_Jak_rpt2 PTKc_Jak2_Jak3_rpt2 PTKc_Fes_like PTKc_Jak1_rpt2 PTKc_Lyn PTKc_Abl PTKc_Fer PTKc_Lck_Blk PTKc_Tyk2_rpt2 PTKc_Syk_like PTKc_Trk PTKc_Btk_Bmx PTKc_PDGFR PTKc_Src_like PTKc_Hck PTKc_Tie2 PTKc_Tec_Rlk PTKc_FGFR PTK_CCK4 PTKc_Fes PTKc_Tie1 PTKc_Srm_Brk PTKc_Tec_like PTKc_Csk_like PTKc_FAK PTKc_Zap-70 PTKc_FGFR2 PTKc_Fyn_Yrk PTKc_TrkB PTKc_EphR_A2 PTKc_EphR PTKc_Frk_like PTKc_Csk PTKc_Src PTKc_Yes PTKc_Syk PTKc_EphR_A PTKc_FGFR3 PTKc_TrkC PTKc_Ror PTKc_DDR PTKc_Tie PTKc_InsR_like	protein.postranslational modification	29_4

CUST_12297_PI403524517	2	0.062325478	-0.100141525	0.0141506195	-0.026254654	-0.0141506195	0.04034996	35_3504	"Cluster: HAD-superfamily hydrolase, subfamily IA, variant 3 containing protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: HAD-superfamily"	UniRef90_Q109K4	"CHR4V7|COORD:11431295..11433208| ATFMN/FHY (RIBOFLAVIN KINASE/FMN HYDROLASE); FMN adenylyltransferase/ riboflavin kinase"	AT4G21470.1	CHR10V5|COORD:16808455..16803761|protein haloacid dehalogenase-like hydrolase domain-containing protein 1A, putative, expressed	LOC_Os10g32730.1	"no descriptionhighly similar to ( 516)AT4G21470| Symbols: ATFMN/FHY | ATFMN/FHY (RIBOFLAVIN KINASE/FMN HYDROLASE); FMN adenylyltransferase/ riboflavin kinase | chr4:11431295-11433208 FORWARDnot assigned not assigned not assigned not assigned not assigned COG0637 Flavokinase RibF PRK05627 Hydrolase Gph PRK10725 COG1011 PRK10826 PRK11587 PRK10563 Drf_FH1 Tymo_45kd_70kd COG2179"	Co-factor and vitamine metabolism.riboflavin	18_3

CUST_107832_PI403524517	2	0.08687878	0.85334396	-0.29230785	0.047649384	-0.047649384	-0.16723633	35_30684	"Cluster: Hypothetical protein P0616D06.108; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0616D06.108 - Oryza sativa (japonica cultivar"	UniRef90_Q8H3A5	"CHR1V7|COORD:27307568..27308065| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G09970.1); similar to 4Fe-4S ferredoxin, iron-sulfur binding"	AT1G72510.1	CHR07V5|COORD:25272287..25271689|protein expressed protein	LOC_Os07g42220.1	no description	not assigned.unknown	35_2

CUST_145005_PI403524517	2	-0.5352564	-0.1962409	0.020977974	0.2657442	1.4184842	-0.020977497	35_40610	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_84169_PI403524517	2	-0.39073896	-1.1038468	-1.2472534	0.39073896	2.971037	3.6538253	35_24121	"Cluster: Putative lipase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative lipase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K1X6	CHR5V7|COORD:1074204..1075288| GDSL-motif lipase/hydrolase family protein	AT5G03980.1	CHR02V5|COORD:23888600..23887389|protein esterase precursor, putative	LOC_Os02g39590.1	no descriptionweakly similar to ( 188)AT5G03980| Symbols:  | GDSL-motif lipase/hydrolase family protein | chr5:1074204-1075288 REVERSEvery weakly similar to (82.4)EST_HEVBREsterase precursor - Hevea brasiliensis (Para rubber tree)not assigned SGNH_plant_lipase_like fatty_acyltransferase_like COG3240	misc.GDSL-motif lipase	26_28

CUST_83246_PI403524517	2	-0.016677856	-0.44023895	-0.26584435	0.016676903	0.18886375	0.23653126	35_23870	"Cluster: WRKY transcription factor 57; n=1; Oryza sativa (indica cultivar-group)|Rep: WRKY transcription factor 57 - Oryza sativa (indica cultivar-group)"	UniRef90_Q6IEM4	CHR5V7|COORD:24252545..24253225| Ulp1 protease family protein	AT5G60190.1	CHR11V5|COORD:107210..106194|protein sentrin-specific protease 8, putative, expressed	LOC_Os11g01180.1	no descriptionweakly similar to ( 106)AT5G60190| Symbols:  | Ulp1 protease family protein | chr5:24252545-24253225 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Herpes_BLLF1 PRK07003 PRK12678 Atrophin-1 Tymo_45kd_70kd ULP1 PRK12323 PRK07764 HPC2 Pneumo_att_G Herpes_TAF50 DUF566 DUF1421 AF-4	protein.degradation.cysteine protease	29_5_3

CUST_67128_PI403524517	2	-0.3259611	0.37736988	0.058166504	0.053165436	-0.21518898	-0.053164482	35_19171	"Cluster: NBS-LRR disease resistance protein homologue; n=3; Hordeum vulgare|Rep: NBS-LRR disease resistance protein homologue - Hordeum vulgare (Barley)"	UniRef90_Q84KC1	CHR3V7|COORD:2226250..2229030| RPM1 (RESISTANCE TO P. SYRINGAE PV MACULICOLA 1)	AT3G07040.1	CHR11V5|COORD:6651445..6659250|protein NB-ARC domain containing protein, expressed	LOC_Os11g11990.1	 no descriptionweakly similar to ( 137)AT3G07040| Symbols: RPS3, RPM1 | RPM1 (RESISTANCE TO P. SYRINGAE PV MACULICOLA 1) | chr3:2226250-2229030 REVERSEnot assigned not assigned not assigned not assigned COG4886 	stress.biotic	20_1

CUST_4506_PI403524517	2	-1.7065921	-0.07424927	0.16088772	0.060141087	7.071495E-4	-7.0667267E-4	35_1243	"Cluster: Putative late embryogenesis abundant protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative late embryogenesis abundant protein - Oryza sat"	UniRef90_Q75HZ0	CHR2V7|COORD:18966236..18967435| late embryogenesis abundant protein, putative / LEA protein, putative	AT2G46140.1	CHR05V5|COORD:28987287..28985955|protein late embryogenesis abundant protein Lea14-A, putative, expressed	LOC_Os05g50710.1	 no descriptionweakly similar to ( 188)AT2G46140| Symbols:  | late embryogenesis abundant protein, putative / LEA protein, putative | chr2:18966236-18967435 FORWARDweakly similar to ( 186)LEA14_GOSHILate embryogenesis abundant protein Lea14-A - Gossypium hirsutum (Upland cotton) (Gossypium mexicanum)not assigned not assigned not assigned LEA_2 PRK12323 	development.late embryogenesis abundant	33_2

CUST_6338_PI404877155	2	-0.783844	-0.35881042	-0.82390785	0.69045067	0.51461935	0.35881042	Contig18945_at	putative pollen-related protein [Oryza sativa (japonica cultivar-group)] gb|AAP54887.1| putative pollen-related protein [Oryza sativa (japon	NP_922600.1	pollen Ole e 1 allergen and extensin family protein	At3g09925.1	protein putative pollen-related protein	Os10g39890	NONE	stress.abiotic.unspecified	20_2_99

CUST_13261_PI403524517	2	0.15619469	-0.7889843	-0.122823715	0.035259247	-0.014551163	0.014550209	35_3798	"Cluster: Putative proline transport protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative proline transport protein - Oryza sativa (japonica"	UniRef90_Q69LA1	"CHR2V7|COORD:16663100..16665280| ProT1 (PROLINE TRANSPORTER 1); amino acid permease"	AT2G39890.1	CHR07V5|COORD:51511..47086|protein proline transporter, putative, expressed	LOC_Os07g01090.2	 no descriptionmoderately similar to ( 325)AT2G39890| Symbols: ATPROT1, ProT1 | ProT1 (PROLINE TRANSPORTER 1) | chr2:16663100-16665280 FORWARDnot assigned not assigned Aa_trans 	transport.amino acids	34_3

CUST_10381_PI403524517	2	0.1965313	0.23210526	-0.23906326	0.05084324	-0.13468742	-0.05084324	35_2929	"Cluster: Hypothetical protein P0019E03.11-3; n=3; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0019E03.11-3 - Oryza sativa (japonica cultiv"	UniRef90_Q5QLF5	"CHR4V7|COORD:10955823..10958875| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G55340.1); similar to unknown protein [Oryza sativa (japonica"	AT4G20300.2	CHR01V5|COORD:28348261..28343118|protein expressed protein	LOC_Os01g48830.2	"no descriptionweakly similar to ( 120)AT4G20300| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G55340.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD73751.1); similar to Os01g0680700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001043875.1); contains InterPro domain Protein of unknown function DUF1639; (InterPro:IPR012438) | chr4:10955823-10958875 FORWARDDUF1639"	not assigned.unknown	35_2

CUST_8141_PI404877155	2	0.08815384	-0.07359409	-0.04042244	0.040421486	-0.15952778	0.066827774	Contig23982_at	RabGAP/TBC domain-containing protein [Arabidopsis thaliana] dbj|BAB08757.1| unnamed protein product [Arabidopsis thaliana]	NP_200289.1	RabGAP/TBC domain-containing protein	At5g54780.1	protein expressed protein	Os07g34130	NONE	signalling.G-proteins	30_5

CUST_56249_PI403524517	2	-0.055642128	-0.23084068	0.055642128	0.21320724	-0.27553844	0.08965874	35_16010	"Cluster: Hypothetical protein OSJNBa0085D07.27; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0085D07.27 - Oryza sativa (japonica"	UniRef90_Q5N764	"CHR2V7|COORD:15745723..15746657| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G53670.1); similar to hypothetical protein MtrDRAFT_AC125368g26v1"	AT2G37480.2	CHR01V5|COORD:34969847..34966463|protein expressed protein	LOC_Os01g59900.1	no descriptionnot assigned PRK12323 PRK07764	not assigned.unknown	35_2

CUST_115316_PI403524517	2	0.30244446	-0.25829506	-0.035021782	0.035022736	-0.11741924	0.30109596	35_32711	"Cluster: Os01g0738100 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0738100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JJH8	CHR1V7|COORD:22211997..22215575| cysteine-type peptidase	AT1G60220.1	CHR01V5|COORD:31123404..31115578|protein ulp1 protease family, C-terminal catalytic domain containing protein, expressed	LOC_Os01g53630.1	no descriptionvery weakly similar to (84.7)AT1G60220| Symbols:  | cysteine-type peptidase | chr1:22211997-22215575 FORWARDnot assigned	not assigned.no ontology	35_1

CUST_48206_PI403524517	2	0.03392601	0.04512024	-0.19054604	-0.09418297	0.058797836	-0.03392601	35_13782	"Cluster: PREDICTED: similar to germinal histone H4 gene; n=2; Canis familiaris|Rep: PREDICTED: similar to germinal histone H4 gene - Canis familiaris"	UniRef90_UPI00005A5820	CHR5V7|COORD:24068875..24069186| histone H4	AT5G59690.1	CHR10V5|COORD:20690219..20689571|protein histone H4, putative, expressed	LOC_Os10g39410.1	no descriptionweakly similar to ( 162)AT5G59970| Symbols:  | histone H4 | chr5:24163578-24163889 REVERSEweakly similar to ( 162)H4_PEAHistone H4 - Pisum sativum (Garden pea)not assigned H4 H4 HHT1 Histone	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_4763_PI403524517	2	0.11550331	-0.14662361	-0.09586811	0.088365555	-0.0883646	0.5067787	35_1313	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_165389_PI403524517	2	-0.025705338	0.10297537	0.11976671	-0.1886015	-0.1577344	0.025705338	35_46090	"Cluster: PREDICTED: similar to Probable cytochrome P450 305a1 (CYPCCCVA1); n=1; Tribolium castaneum|Rep: PREDICTED: similar to Probable cytochrome P450 305a1 (C"	UniRef90_UPI0000D55B7C		0	0	0	no descriptionnot assigned	not assigned.unknown	35_2

CUST_6066_PI403524517	2	-0.18662071	0.23711014	0.2236948	0.18662167	-0.18662071	-0.2837515	35_1675	"Cluster: Putative branched-chain alpha keto-acid dehydrogenase E1 alpha subunit; n=3; Arabidopsis thaliana|Rep: Putative branched-chain alpha keto-acid dehydrog"	UniRef90_Q84JL2	CHR5|COORD:2884181..2886474| 2-oxoisovalerate dehydrogenase, putative / 3-methyl-2-oxobutanoate dehydrogenase, putative / branched-chain alpha-keto acid	AT5G09300.2	CHR12V5|COORD:4208137..4212463|protein pyruvate dehydrogenase E1 component, alpha subunit, putative, expressed	LOC_Os12g08260.4	 no descriptionweakly similar to ( 159)AT5G09300| Symbols:  | 2-oxoisovalerate dehydrogenase, putative / 3-methyl-2-oxobutanoate dehydrogenase, putative / branched-chain alpha-keto acid dehydrogenase E1 alpha subunit, putative | chr5:2884283-2886292 REVERSEvery weakly similar to (55.5)ODPA_PEAPyruvate dehydrogenase E1 component subunit alpha, mitochondrial precursor - Pisum sativum (Garden pea)not assigned not assigned AcoA TPP_E1_PDC_ADC_BCADC E1_dh 	amino acid metabolism.degradation.branched-chain group.shared	13_2_4_1

CUST_97590_PI403524517	2	0.19980049	-0.265213	0.20321465	-0.1381855	0.12717247	-0.12717247	35_27867	"Cluster: Tubulin-tyrosine ligase family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Tubulin-tyrosine ligase family protein, expressed -"	UniRef90_Q10QY4	CHR1V7|COORD:29143384..29147859| protein binding / tubulin-tyrosine ligase	AT1G77550.1	CHR03V5|COORD:4129853..4136536|protein tubulin--tyrosine ligase-like protein 12, putative, expressed	LOC_Os03g08140.2	no descriptionmoderately similar to ( 240)AT1G77550| Symbols:  | protein binding / tubulin-tyrosine ligase | chr1:29143384-29147859 REVERSEnot assigned	cell.organisation	31_1

CUST_60399_PI403524517	2	0.045310974	0.11244869	-0.078845024	-0.03751564	-0.07226086	0.037516594	35_17220	"Cluster: Putative eukaryotic translation initiation factor 2B, subunit 3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative eukaryotic translation"	UniRef90_Q5Z6D2	CHR5V7|COORD:6573909..6576354| acyltransferase/ nucleotidyltransferase	AT5G19485.1	CHR06V5|COORD:13520730..13513671|protein translation initiation factor eIF-2B gamma subunit, putative, expressed	LOC_Os06g23160.1	no descriptionhighly similar to ( 548)AT5G19485| Symbols:  | acyltransferase/ nucleotidyltransferase | chr5:6573909-6576354 REVERSEnot assigned not assigned not assigned not assigned not assigned GCD1 GlmU NTP_transferase LbetaH GlgC RfbA glgC	protein.synthesis.initiation	29_2_3

CUST_32640_PI403524517	2	0.04535961	0.12611866	-0.11925125	-0.23317909	-0.045360565	0.124629974	35_9410	"Cluster: Putative MutL homolog 1 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative MutL homolog 1 protein - Oryza sativa (japonica cultivar-gro"	UniRef90_Q5JN46	CHR4V7|COORD:5817104..5821032| ATMLH1 (Arabidopsis thaliana MutL-homologue 1)	AT4G09140.1	CHR01V5|COORD:42595728..42601761|protein MUTL protein homolog 1, putative, expressed	LOC_Os01g72880.1	 no descriptionmoderately similar to ( 219)AT4G09140| Symbols: MLH1, ATMLH1 | ATMLH1 (Arabidopsis thaliana MutL-homologue 1) | chr4:5817104-5821032 REVERSEnot assigned 	DNA.repair	28_2

CUST_59546_PI403524517	2	-0.15945816	0.3952546	0.10754681	0.13543034	-0.10754728	-0.23070669	35_16978	Rep: Thiosulfate transferase - Triticum aestivum (Wheat)	UniRef90_Q94C43	"CHR1V7|COORD:29805717..29808572| ST1 (MERCAPTOPYRUVATE SULFURTRANSFERASE 1); thiosulfate sulfurtransferase"	AT1G79230.1	CHR02V5|COORD:3610965..3614075|protein thiosulfate transferase, putative, expressed	LOC_Os02g07044.1	 no descriptionweakly similar to ( 145)AT1G79230| Symbols: ATMST1, MST1, ATRDH1, ST1 | ST1 (MERCAPTOPYRUVATE SULFURTRANSFERASE 1) | chr1:29806251-29808572 FORWARDnot assigned TST_Repeat_1 SseA sseA TST_Repeats RHOD Rhodanese 	misc.rhodanese	26_23

CUST_38153_PI403524517	2	0.44469166	-0.004868984	0.15695429	-0.13556099	-0.31081676	0.004868984	35_10979	"Cluster: Hydroxyproline-rich glycoprotein family protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hydroxyproline-rich glycoprotein family protein-"	UniRef90_Q6EP64	"CHR3V7|COORD:2445281..2450378| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G13990.1); similar to hydroxyproline-rich glycoprotein family protein-"	AT3G07660.1	CHR09V5|COORD:4555816..4567811|protein expressed protein	LOC_Os09g08680.1	"no descriptionvery weakly similar to (68.6)AT3G07660| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G13990.1); similar to hydroxyproline-rich glycoprotein family protein-like [Oryza sativa (japonica cultivar-group)] (GB:BAD29556.1); contains InterPro domain Apoptosis inhibitory 5; (InterPro:IPR008383); contains InterPro domain Protein of unknown function DUF1296; (InterPro:IPR009719) | chr3:2445281-2450378 REVERSE"	not assigned.unknown	35_2

CUST_91223_PI403524517	2	0.015217781	0.13675022	0.11056614	-0.08123398	-0.015217781	-0.028205872	35_26084	"Cluster: Putative CTV.22; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative CTV.22 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7EZK6	"CHR1V7|COORD:5430441..5435916| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G10440.1); similar to Globin-like [Medicago truncatula]"	AT1G15780.1	CHR08V5|COORD:28172498..28162228|protein expressed protein	LOC_Os08g45080.1	"no descriptionweakly similar to ( 135)AT1G15780| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G10440.1); similar to Globin-like [Medicago truncatula] (GB:ABE79971.1); similar to Os08g0564800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001062533.1); similar to CTV.22 [Poncirus trifoliata] (GB:AAN62354.1); contains domain no description (G3D.1.10.246.20); contains domain Kix domain of CBP (creb binding protein) (SSF47040) | chr1:5430441-5435916 REVERSE"	not assigned.unknown	35_2

CUST_4593_PI399408534	2	-0.12545013	0.12312412	0.079473495	0.0062627792	-0.15928459	-0.0062627792	35_5148	"Cluster: FH protein interacting protein FIP1, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: FH protein interacting protein FIP1, putativ"	UniRef90_Q10QQ4	CHR1V7|COORD:9850382..9852287| FIP1 (FH INTERACTING PROTEIN 1)	AT1G28200.1	CHR03V5|COORD:4571606..4574028|protein FIP1, putative, expressed	LOC_Os03g08860.1	no descriptionmoderately similar to ( 286)AT1G28200| Symbols: FIP1 | FIP1 (FH INTERACTING PROTEIN 1) | chr1:9850382-9852287 REVERSEnot assigned not assigned not assigned GRAM PRK07764	hormone metabolism.abscisic acid.induced-regulated-responsive-activated	17_1_3

CUST_4041_PI403524517	2	0.040203094	-0.270298	0.096408844	-0.026558876	0.0074796677	-0.007478714	35_1118	Rep: Phosphoenolpyruvate carboxylase 2 - Zea mays (Maize)	UniRef90_P51059	"CHR1V7|COORD:19887929..19891738| ATPPC1 (PHOSPHOENOLPYRUVATE CARBOXYLASE 1); phosphoenolpyruvate carboxylase"	AT1G53310.3	CHR09V5|COORD:8696572..8691204|protein phosphoenolpyruvate carboxylase 2, putative, expressed	LOC_Os09g14670.1	"no descriptionnearly identical (1640)AT1G53310| Symbols: ATPPC1 | ATPPC1 (PHOSPHOENOLPYRUVATE CARBOXYLASE 1); phosphoenolpyruvate carboxylase | chr1:19887929-19891738 REVERSEnearly identical (1761)CAPP2_SORBIPhosphoenolpyruvate carboxylase 2 - Sorghum bicolor (Sorghum) (Sorghum vulgare)PEPcase PRK00009 Ppc"	glycolysis.PEPCase	4_14

CUST_139919_PI403524517	2	0.092749596	-0.09911537	-0.092749596	-0.3556676	1.4086733	1.9942503	35_39238	"Cluster: Os02g0133000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os02g0133000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E474	CHR4V7|COORD:10673629..10676542| cyclin family protein	AT4G19600.1	CHR02V5|COORD:1737711..1733994|protein cyclin-K, putative, expressed	LOC_Os02g04010.1	no descriptionvery weakly similar to (97.4)AT4G19600| Symbols:  | cyclin family protein | chr4:10673629-10676542 FORWARDnot assigned not assigned	cell.cycle	31_3

CUST_66341_PI403524517	2	-0.021661758	-0.12155056	-0.016282082	0.017242432	0.016281128	0.10273266	35_18945	"Cluster: Pheromone receptor, putative; n=5; Arabidopsis thaliana|Rep: Pheromone receptor, putative - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q8LAB9	CHR1V7|COORD:24870015..24872551| AR401	AT1G66680.1	CHR01V5|COORD:28638902..28644122|protein SLL2-S9-protein, putative, expressed	LOC_Os01g49250.1	no descriptionmoderately similar to ( 380)AT1G66680| Symbols: AR401 | AR401 | chr1:24870015-24872551 REVERSEnot assigned not assigned PRK05134 Methyltransf_11	not assigned.no ontology	35_1

CUST_10583_PI404877155	2	-0.08012724	-0.12836885	-0.17988873	0.22234344	0.08012724	0.08490133	Contig4278_at	putative pyrophosphate-dependent phosphofructokinase alpha subunit [Oryza sativa (japonica cultivar-group)]	BAC75438.1	pyrophosphate--fructose- 6-phosphate 1-phosphotransferase alpha subunit, putative / pyrophosphate-dependent 6-	At1g76550.1	protein hypothetical protein	Os08g25720	pyrophosphate--fructose 6-phosphate 1-phosphotransferase alpha subunit	glycolysis.pyrophosphate-fructose-6-P phosphotransferase	4_05

CUST_19142_PI404877155	2	0.010178566	-0.37782001	-0.09817028	0.01712513	0.103933334	-0.01017952	M55684_at	L-lactate dehydrogenase B (LDH-B) pir||B36070 L-lactate dehydrogenase (EC 1.1.1.27) chain B - barley gb|AAA62697.1| L-lactate dehydrogenase	P22989	L-lactate dehydrogenase, putative	At4g17260.1	protein L-lactate dehydrogenase	Os02g01510	"L-lactate dehydrogenase, putative, strong similarity to L-lactate dehydrogenase from Lycopersicon esculentum (GI:1620970, GI:1620972), Hordeum vulgare (SP:P22988, SP:P22989); contains InterPro entry IPR001236: Lactate/malate dehydrogenase"	fermentation.LDH	5_01

CUST_100789_PI403524517	2	0.23784399	0.2899685	0.079288006	-0.098496914	-0.07928753	-0.41578007	35_28766	"Cluster: MATH domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: MATH domain containing protein, expressed - Oryza sativa (j"	UniRef90_Q2QMP1	CHR5V7|COORD:17518270..17522753| meprin and TRAF homology domain-containing protein / MATH domain-containing protein	AT5G43560.1	CHR12V5|COORD:25036052..25044093|protein MATH domain containing protein, expressed	LOC_Os12g40520.1	no descriptionvery weakly similar to (82.0)AT5G43560| Symbols:  | meprin and TRAF homology domain-containing protein / MATH domain-containing protein | chr5:17518270-17522753 FORWARD	not assigned.no ontology	35_1

CUST_72501_PI403524517	2	0.21030807	0.7198448	-0.0065774918	-0.33190155	-0.102633476	0.0065774918	35_20779	"Cluster: Os05g0177100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0177100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DKB4	CHR5V7|COORD:2406069..2407331| F-box family protein	AT5G07610.1	CHR05V5|COORD:4601064..4599580|protein F-box domain containing protein, expressed	LOC_Os05g08460.1	no descriptionvery weakly similar to (99.4)AT5G07610| Symbols:  | F-box family protein | chr5:2406069-2407331 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07003 Tymo_45kd_70kd Herpes_BLLF1 PRK07764	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_161882_PI403524517	2	0.13388824	-0.16800117	0.07151365	0.007646084	-0.30232525	-0.007646084	35_45156	"Cluster: RNA polymerase III subunit-like protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: RNA polymerase III subunit-like protein - Oryza sativa (japon"	UniRef90_Q5QM91		0	CHR01V5|COORD:28265626..28273895|protein DNA binding protein, putative, expressed	LOC_Os01g48720.1	no description	not assigned.unknown	35_2

CUST_33235_PI403524517	2	-0.086462975	0.08299923	-0.20574951	-0.022133827	0.12620926	0.022132874	35_9582	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10RW7	CHR4|COORD:14207467..14212050| expressed protein, predicted protein. Arabidopsis thaliana	AT4G28760.2	CHR03V5|COORD:2394731..2398919|protein expressed protein	LOC_Os03g04990.1	no description	not assigned.unknown	35_2

CUST_4063_PI403524517	2	-0.13633728	-0.116223335	0.047628403	0.040935516	0.0048007965	-0.0048007965	35_1124	Rep: Citrate synthase - Oryza sativa (Rice)	UniRef90_Q9FUJ7	"CHR2V7|COORD:18323749..18327600| ATCS (CITRATE SYNTHASE 4); citrate (SI)-synthase"	AT2G44350.1	CHR02V5|COORD:5249323..5242702|protein citrate synthase 4, mitochondrial precursor, putative, expressed	LOC_Os02g10070.2	" no descriptionhighly similar to ( 781)AT2G44350| Symbols: CSY4, ATCS | ATCS (CITRATE SYNTHASE 4); citrate (SI)-synthase | chr2:18323749-18327600 FORWARDhighly similar to ( 764)CISY_DAUCACitrate synthase, mitochondrial precursor - Daucus carota (Carrot)not assigned PRK09569 Citrate_synt GltA PRK12351 gltA PRK12349 PRK12350 "	TCA / org. transformation.TCA.CS	8_1_2

CUST_2905_PI403524517	2	-1.844501	0.4134121	0.009142876	0.12775421	-0.009143829	-1.0672784	35_794	"Cluster: Glucose and ribitol dehydrogenase homolog; n=3; Oryza sativa|Rep: Glucose and ribitol dehydrogenase homolog - Oryza sativa (Rice)"	UniRef90_Q75KH3	CHR1V7|COORD:20462678..20464084| oxidoreductase	AT1G54870.1	CHR05V5|COORD:2324860..2323405|protein general stress protein 39, putative, expressed	LOC_Os05g04870.1	no descriptionmoderately similar to ( 402)AT1G54870| Symbols:  | oxidoreductase | chr1:20462678-20464084 FORWARDmoderately similar to ( 460)GRDH_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07633 PRK06701 PRK06122 PRK06128 fabG FabG PRK07985 fabG fabG PRK12826 PRK12939 PRK06138 PRK12829 fabG PRK07067 PRK06123 PRK06500 PRK12937 PRK08936 PRK09135 PRK12824 PRK08213 PRK06057 PRK06484 PRK12827 PRK06172 PRK12935 PRK12429 PRK07035 fabG PRK06124 PRK08589 PRK07479 PRK12743 PRK12748 PRK06113 fabG PRK07478 PRK09242 PRK08628 PRK06935 PRK08643 PRK06398 PRK06200 PRK08324 PRK06841 fabG PRK07063 fabG PRK08277 PRK09730 PRK06346 PRK06947 benD PRK08993 PRK07831 PRK12828 PRK07774 PRK07069 PRK12745 PRK07814 fabG fabG PRK07523 PRK08265 PRK06198 fabG DltE PRK07890 PRK12747 PRK07060 PRK07576 fabG PRK12384 PRK12481 PRK07097 PRK12744 COG4221 PRK06125 PRK08220 PRK06114 PRK08063 PRK06949 PRK12936 fabG PRK12938 PRK12746 PRK06171 PRK07856 PRK07062 PRK07677 PRK07791 PRK08085 PRK09134 PRK05867 PRK07577 PRK07041 PRK08226 PRK08416 fabG PRK06523 fabG FabI fabG PRK08264 PRK07326 adh_short PRK12742 PRK05855 PRK07201 PRK12428 PRK08945 PRK05875 PRK08267 PRK07109 PRK07825 PRK07454 fabG PRK06181 PRK06182 PRK05866 PRK07074 PRK09186 PRK08339 PRK09072 PRK06179 PRK05717 PRK06180 PRK08263 DltE PRK12859 PRK06196 PRK06914 PRK08594 PRK05872 PRK08017 PRK08303 PRK07832 PRK09291 PRK08703 PRK07370 PRK08159 PRK05693 PRK08278 PRK06197 PRK05650 PRK08219 PRK06483 PRK07533 PRK07984 PRK12323 PRK07024 Atrophin-1 PRK06194 PRK05993 PRK08415 PRK12678 PRK06997 APC_basic PRK07889 PRK08690 PRK07003 PRK07806 PRK08340 PRK06101 PRK06482 PRK06720 PRK06505	misc.short chain dehydrogenase/reductase (SDR)	26_22

CUST_21113_PI399408534	2	0.20732784	-1.1517973	-0.09269714	-0.01671791	0.017671585	0.016716957	35_17564	"Cluster: Probable U6 snRNA-associated Sm-like protein LSm4; n=2; Oryza sativa|Rep: Probable U6 snRNA-associated Sm-like protein LSm4 - Oryza sativa (Rice)"	UniRef90_Q9LGE6	CHR5V7|COORD:9815908..9817308| EMB1644 (EMBRYO DEFECTIVE 1644)	AT5G27720.1	CHR01V5|COORD:8571357..8567643|protein U6 snRNA-associated Sm-like protein LSm4, putative, expressed	LOC_Os01g15310.1	no descriptionweakly similar to ( 187)AT5G27720| Symbols: EMB1644 | EMB1644 (EMBRYO DEFECTIVE 1644) | chr5:9815908-9817308 FORWARDweakly similar to ( 198)LSM4_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned LSm4 Sm_D3 Sm LSM1 Sm_like LSM LSm10 LSm2	RNA.processing	27_1

CUST_105390_PI403524517	2	-0.09625435	0.3447771	0.15491676	-0.093975544	-0.3590908	0.09397507	35_30017	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_31342_PI403524517	2	0.13137817	0.25868702	0.08020496	-0.14948273	-0.08020496	-0.092191696	35_9046	"Cluster: Putative katanin; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative katanin - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8S118	"CHR1V7|COORD:30210391..30212942| ERH3 (ECTOPIC ROOT HAIR 3); ATP binding / nucleoside-triphosphatase/ nucleotide binding"	AT1G80350.1	CHR01V5|COORD:28463215..28470193|protein katanin p60 ATPase-containing subunit, putative, expressed	LOC_Os01g49000.1	" no descriptionweakly similar to ( 167)AT1G80350| Symbols: AAA1, LUE1, FRA2, ATKTN1, KTN1, FRC2, BOT1, FTR, ERH3 | ERH3 (ECTOPIC ROOT HAIR 3); ATP binding / nucleoside-triphosphatase/ nucleotide binding | chr1:30210391-30212942 REVERSEnot assigned "	not assigned.no ontology	35_1

CUST_7796_PI403524517	2	-0.06932163	0.1454711	-0.054664135	0.055051327	-0.108850956	0.054664135	35_2170	Rep: H0525C06.8 protein - Oryza sativa (Rice)	UniRef90_Q01K76	"CHR5|COORD:5450702..5454720| similar to chloroplast protein translocon component Tic40 precursor [Pisum sativum] (GB:AAN75219.1); contains InterPro domain Heat"	AT5G16620.2	CHR04V5|COORD:21705606..21699617|protein translocon Tic40, putative, expressed	LOC_Os04g35900.1	" no descriptionmoderately similar to ( 304)AT5G16620| Symbols: TIC40, ATTIC40, PDE120 | PDE120 (PIGMENT DEFECTIVE EMBRYO); heme binding | chr5:5450811-5454259 FORWARDnot assigned "	protein.targeting.chloroplast	29_3_3

CUST_40474_PI403524517	2	0.4500785	0.13832569	-0.08879566	0.07989073	-0.4616189	-0.07989025	35_11640	"Cluster: Os04g0691500 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os04g0691500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J8R4	CHR2V7|COORD:7361021..7367719| protein transporter	AT2G16950.2	CHR04V5|COORD:35150009..35163433|protein transportin-2, putative, expressed	LOC_Os04g59494.5	no descriptionweakly similar to ( 140)AT2G16950| Symbols:  | protein transporter | chr2:7361021-7367719 FORWARDnot assigned not assigned not assigned not assigned not assigned PRK07764 PRK12323 Drf_FH1	protein.targeting.nucleus	29_3_1

CUST_74028_PI403524517	2	-0.02619934	-0.021656036	0.02165699	0.03412628	-0.08532238	0.10225773	35_21229	"Cluster: Os01g0744300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0744300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JJE0	CHR2V7|COORD:10992196..10995730| protein kinase family protein	AT2G25760.2	CHR05V5|COORD:6261878..6251998|protein ATP binding protein, putative, expressed	LOC_Os05g11140.3	no descriptionmoderately similar to ( 406)AT2G25760| Symbols:  | protein kinase family protein | chr2:10992196-10995730 REVERSE	protein.postranslational modification	29_4

CUST_8571_PI404877155	2	0.071531296	-0.26757145	6.570816E-4	-6.580353E-4	0.002336502	-0.017249107	Contig25313_at	putative leucine zipper protein [Oryza sativa (japonica cultivar-group)] dbj|BAB68099.1| leucine zipper protein-like [Oryza sativa (japonica	NP_915306.1	exocyst subunit EXO70 family protein	At5g13150.1	protein Exo70 exocyst complex subunit	Os01g61180	putative leucine zipper protein	RNA.regulation of transcription.unclassified	27_3_99

CUST_85621_PI403524517	2	0.07193947	0.10330963	-0.19099712	-0.07193947	-0.35603333	0.38520145	35_24525	"Cluster: GDP-fucose protein-O-fucosyltransferase 1; n=1; Triticum aestivum|Rep: GDP-fucose protein-O-fucosyltransferase 1 - Triticum aestivum (Wheat)"	UniRef90_Q7XAG0	CHR3V7|COORD:1513564..1514619| similar to protein-O-fucosyltransferase 1 [Saccharum officinarum] (GB:CAH40838.1)	AT3G05320.1	CHR02V5|COORD:3702928..3705407|protein protein-O-fucosyltransferase 1, putative, expressed	LOC_Os02g07200.3	no descriptionweakly similar to ( 112)AT3G05320| Symbols:  | similar to protein-O-fucosyltransferase 1 [Saccharum officinarum] (GB:CAH40838.1) | chr3:1513564-1514619 REVERSE	not assigned.unknown	35_2

CUST_16715_PI403524517	2	-0.24194908	0.32830524	0.1157465	0.08564901	-0.08564949	-0.44142294	35_4824	"Cluster: P0028E10.14 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: P0028E10.14 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q9AS78	CHR5V7|COORD:23594954..23596867| kinase interacting protein-related	AT5G58320.2	CHR01V5|COORD:3474726..3470562|protein CENP-E like kinetochore protein, putative, expressed	LOC_Os01g07360.4	no descriptionweakly similar to ( 170)AT5G58320| Symbols:  | kinase interacting protein-related | chr5:23595320-23596757 FORWARDKIP1	protein.postranslational modification	29_4

CUST_20457_PI403524517	2	-0.06959677	0.06390333	0.14371109	-0.063902855	-0.39223576	0.424376	35_5935	"Cluster: Os09g0400300 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os09g0400300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J1Z7	"CHR4V7|COORD:17852664..17854296| ELI3-1 (ELICITOR-ACTIVATED GENE 3); oxidoreductase/ zinc ion binding"	AT4G37980.1	CHR09V5|COORD:13993540..13995754|protein mannitol dehydrogenase, putative, expressed	LOC_Os09g23550.2	"no descriptionmoderately similar to ( 285)AT4G37980| Symbols: ELI3-1 | ELI3-1 (ELICITOR-ACTIVATED GENE 3); oxidoreductase/ zinc ion binding | chr4:17852664-17853908 FORWARDmoderately similar to ( 295)MTDH_MESCRProbable mannitol dehydrogenase - Mesembryanthemum crystallinum (Common ice plant)not assigned not assigned not assigned not assigned not assigned not assigned AdhP PRK09422 Qor AdhC ADH_zinc_N Tdh PRK12678 PRK07003 PRK10309 PRK12323"	secondary metabolism.phenylpropanoids.lignin biosynthesis.CAD	16_2_1_10

CUST_39229_PI403524517	2	0.57341194	0.32557678	-0.30848598	-0.13143349	-0.47355366	0.13143349	35_11282	"Cluster: Putative xyloglucan endo-1,4-beta-D-glucanase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative xyloglucan endo-1,4-beta-D-glucanase - Oryza s"	UniRef90_Q6YUP5	"CHR2V7|COORD:385373..387137| EXGT-A3 (endo-xyloglucan transferase A3); hydrolase, acting on glycosyl bonds"	AT2G01850.1	CHR02V5|COORD:28616113..28618804|protein xyloglucan endotransglucosylase/hydrolase protein 30 precursor, putative, expressed	LOC_Os02g46910.1	" no descriptionweakly similar to ( 148)AT2G01850| Symbols: XTH27, ATXTH27, EXGT-A3 | EXGT-A3 (endo-xyloglucan transferase A3); hydrolase, acting on glycosyl bonds | chr2:385373-387137 FORWARDvery weakly similar to (68.9)XTH_TOBACProbable xyloglucan endotransglucosylase/hydrolase protein precursor - Nicotiana tabacum (Common tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned GH16_XET Glyco_hydro_16 Glyco_hydrolase_16 "	cell wall.modification	10_7

CUST_33513_PI403524517	2	0.060604095	0.32004833	-0.0039978027	-0.06554222	-0.09053993	0.003996849	35_9663	"Cluster: Hypothetical protein OSJNBb0014K18.9; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0014K18.9 - Oryza sativa (japonica cu"	UniRef90_Q6I572	CHR2V7|COORD:11496726..11498666| ubiquitin-associated (UBA)/TS-N domain-containing protein	AT2G26920.1	CHR05V5|COORD:19890398..19885722|protein UBA/TS-N domain containing protein, expressed	LOC_Os05g33850.1	no description	not assigned.unknown	35_2

CUST_34054_PI403524517	2	0.37157393	0.3989973	-0.006904125	-0.09875059	-0.08398342	0.0069036484	35_9817	"Cluster: P0044F08.17 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: P0044F08.17 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q9AWU5	CHR5V7|COORD:2468240..2473658| formin homology 2 domain-containing protein / FH2 domain-containing protein	AT5G07760.1	CHR01V5|COORD:1418495..1424851|protein ubiquitin conjugating enzyme/ ubiquitin-like activating enzyme, putative, expressed	LOC_Os01g03520.1	no description	not assigned.unknown	35_2

CUST_28489_PI403524517	2	0.062217712	0.13339615	0.064813614	-0.07676792	-0.066345215	-0.06221676	35_8233	"Cluster: Putative crooked neck protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative crooked neck protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q75HS3	CHR5V7|COORD:16735249..16738164| crooked neck protein, putative / cell cycle protein, putative	AT5G41770.1	CHR05V5|COORD:12528409..12523423|protein protein crooked neck, putative, expressed	LOC_Os05g22260.2	 no descriptionhighly similar to ( 576)AT5G41770| Symbols:  | crooked neck protein, putative / cell cycle protein, putative | chr5:16735249-16738164 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned 	cell.cycle	31_3

CUST_107862_PI403524517	2	0.2935958	0.12528944	0.061219692	-0.06122017	-0.27270365	-0.10916853	35_30692	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_13862_PI403524517	2	0.07643223	0.08675861	-0.06342316	-0.11503315	-0.13680458	0.06342316	35_3975	"Cluster: Spc97/Spc98 family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Spc97/Spc98 family protein, expressed - Oryza sativa (japonica"	UniRef90_Q2QMF8	CHR1V7|COORD:7122008..7126549| tubulin family protein	AT1G20570.1	CHR12V5|COORD:25571379..25577975|protein transferase, transferring glycosyl groups, putative, expressed	LOC_Os12g41290.1	"no descriptionhighly similar to ( 525)AT1G80260| Symbols: EMB1427 | EMB1427 (EMBRYO DEFECTIVE 1427); tubulin binding | chr1:30180816-30185403 FORWARDvery weakly similar to (53.9)GCP4_MEDTRGamma-tubulin complex component 4 homolog - Medicago truncatula (Barrel medic)not assigned not assigned not assigned not assigned Spc97_Spc98"	cell.organisation	31_1

CUST_19075_PI403524517	2	-1.02215	-0.3704729	0.64846516	0.042521477	-0.04252243	0.043114662	35_5528	"Cluster: Putative 4-coumarate-CoA ligase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative 4-coumarate-CoA ligase - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6ZAC1	"CHR1V7|COORD:19162675..19165132| 4CL1 (4-COUMARATE:COA LIGASE 1); 4-coumarate-CoA ligase"	AT1G51680.1	CHR08V5|COORD:21742656..21740219|protein 4-coumarate--CoA ligase 2, putative, expressed	LOC_Os08g34790.1	 no descriptionmoderately similar to ( 452)AT1G51680| Symbols: 4CL.1, AT4CL1, 4CL1 | 4CL1 (4-COUMARATE:COA LIGASE 1) | chr1:19162748-19165132 REVERSEmoderately similar to ( 453)4CL2_TOBAC4-coumarate--CoA ligase 2 - Nicotiana tabacum (Common tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned CaiC PRK07770 AMP-binding PRK07656 PRK03640 PRK08316 PRK08314 PRK08315 PRK06187 PRK05605 Acs PRK07684 PRK09089 PRK06710 PRK06178 PRK06188 PRK12583 PRK06839 PRK07529 PRK07059 PRK07470 PRK08974 PRK07514 PRK05677 PRK07788 PRK08276 PRK07786 PRK06145 PRK07771 PRK07787 PRK06219 PRK06087 PRK12492 FAA1 PRK12406 PRK08751 PRK09088 PRK08162 EntE caiC PRK06164 PRK08633 entE PRK06060 PRK07798 PRK07638 PRK06155 PRK10524 PRK07008 PRK00851 PRK06368 PRK05852 PRK06018 PRK04319 PRK05691 PRK07867 PRK06334 PRK03429 PRK07768 EntF PRK09192 PRK07445 PRK12316 PRK09029 PRK04813 PRK08308 PRK02530 PRK03582 PRK05857 PRK05620 PRK06814 PRK09274 PRK08279 PRK03613 PRK12476 PRK05850 PRK12467 PRK08180 PRK05851 PRK07824 PRK02239 PRK03914 PRK02167 PRK01291 PRK04664 PRK08043 acsA PRK12678 PRK07769 PRK10252 PRK03584 	secondary metabolism.phenylpropanoids.lignin biosynthesis.4CL	16_2_1_3

CUST_2550_PI399408534	2	0.035897255	-0.24062824	0.086818695	-0.032461166	-0.0043153763	0.00431633	35_42781	"Cluster: Os07g0511500 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0511500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D646	CHR1V7|COORD:1471623..1476066| SNF2 domain-containing protein / helicase domain-containing protein / RING finger domain-containing protein	AT1G05120.1	CHR07V5|COORD:19539787..19544112|protein DNA repair protein rhp16, putative, expressed	LOC_Os07g32730.1	no descriptionmoderately similar to ( 295)AT1G05120| Symbols:  | SNF2 domain-containing protein / helicase domain-containing protein / RING finger domain-containing protein | chr1:1471623-1476066 REVERSEnot assigned not assigned HepA RING RING	RNA.regulation of transcription.Chromatin Remodeling Factors	27_3_44

CUST_6079_PI403524517	2	0.040449142	0.54969597	0.03901863	-0.15104866	-0.1173048	-0.03901863	35_1679	"Cluster: Hypothetical protein P0683B12.2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0683B12.2 - Oryza sativa (japonica"	UniRef90_Q65WY7	CHR1V7|COORD:9374055..9376409| bZIP family transcription factor	AT1G27000.1	CHR05V5|COORD:4949579..4954534|protein expressed protein	LOC_Os05g08980.3	no descriptionweakly similar to ( 171)AT1G27000| Symbols:  | bZIP family transcription factor | chr1:9374055-9376409 FORWARDDUF1664	not assigned.unknown	35_2

CUST_78241_PI403524517	2	0.100497246	0.47023964	-0.04694748	-0.1952591	-0.24580288	0.04694748	35_22429	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_67846_PI403524517	2	0.057694435	-0.51556873	-0.18176365	0.29012394	-0.057694435	0.10421848	35_19385	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_15375_PI403524517	2	-2.6607513E-4	0.36306477	0.07662296	-0.25852776	-0.18133831	2.6512146E-4	35_4434	"Cluster: Hypothetical protein OSJNBa0034A02.9; n=2; Oryza sativa|Rep: Hypothetical protein OSJNBa0034A02.9 - Oryza sativa (Rice)"	UniRef90_Q948C2	0	0	CHR10V5|COORD:2571422..2572887|protein F-box domain containing protein, expressed	LOC_Os10g05240.1	no description	not assigned.unknown	35_2

CUST_121711_PI403524517	2	0.098190784	-0.22782326	-0.09819126	-0.41255283	0.2302146	0.24553871	35_34368	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_8609_PI403524517	2	0.083042145	-0.26223946	-0.033438683	-0.059910774	0.23350048	0.033438683	35_2412	"Cluster: Eukaryotic translation initiation factor 4E-1; n=7; Triticeae|Rep: Eukaryotic translation initiation factor 4E-1 - Triticum aestivum (Wheat)"	UniRef90_P29557	"CHR4V7|COORD:10016736..10018163| EIF4E (EUKARYOTIC TRANSLATION INITATION FACTOR 4E); RNA binding / translation initiation factor"	AT4G18040.1	CHR01V5|COORD:43138776..43142040|protein eukaryotic translation initiation factor 4E-1, putative, expressed	LOC_Os01g73880.1	" no descriptionmoderately similar to ( 289)AT4G18040| Symbols: LSP1, CUM1, AT.EIF4E1, EIF4E | EIF4E (EUKARYOTIC TRANSLATION INITATION FACTOR 4E); RNA binding / translation initiation factor | chr4:10016736-10018163 REVERSEmoderately similar to ( 372)IF4E1_WHEATEukaryotic translation initiation factor 4E-1 - Triticum aestivum (Wheat)not assigned not assigned IF4E CDC33 "	protein.synthesis.initiation	29_2_3

CUST_99654_PI403524517	2	0.09992218	-0.09862518	0.021113396	-0.021113396	0.13205242	-0.091012	35_28448	Rep: Myosin heavy chain - Cryptosporidium hominis	UniRef90_Q5CH54	"CHR1V7|COORD:21242474..21244042| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G28770.1); similar to KED [Nicotiana tabacum] (GB:BAA95789.1)"	AT1G56660.1	CHR03V5|COORD:21687618..21692715|protein expressed protein	LOC_Os03g39129.1	"no descriptionvery weakly similar to (75.5)AT1G56660| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G28770.1); similar to KED [Nicotiana tabacum] (GB:BAA95789.1) | chr1:21242474-21244042 FORWARDnot assigned not assigned not assigned not assigned CDC27 tolA Mpp10 MDN1 TolA AtpF TolA Caldesmon"	not assigned.unknown	35_2

CUST_3556_PI404877155	2	-0.010793686	-0.9767904	-0.15655422	0.15174484	0.96588326	0.010793686	Contig14065_at	leucine-rich repeat family protein / protein kinase family protein [Arabidopsis thaliana] dbj|BAC41801.1| putative receptor protein kinase [	NP_199787.2	leucine-rich repeat family protein / protein kinase family protein	At5g49760.1	protein expressed protein	Os12g10740	leucine-rich repeat family protein / protein kinase family protein, contains Pfam domains PF00560: Leucine Rich Repeat and PF00069: Protein kinase domain	signalling.receptor kinases.leucine rich repeat VIII-1	30_2_8_1

CUST_150089_PI403524517	2	2.3174286E-4	-0.84584045	-0.1205101	0.06646347	0.097135544	-2.3174286E-4	35_41986	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_1512_PI403524517	2	0.39007378	1.9020109	-0.35412693	0.11497784	-0.911129	-0.11497879	35_398	Rep: Xyloglucan endotransglycosylase - Hordeum vulgare (Barley)	UniRef90_P93671	"CHR4V7|COORD:13128703..13129724| XTR6 (XYLOGLUCAN ENDOTRANSGLYCOSYLASE 6); hydrolase, acting on glycosyl bonds"	AT4G25810.1	CHR06V5|COORD:29156885..29155427|protein xyloglucan endotransglucosylase/hydrolase protein 23 precursor, putative, expressed	LOC_Os06g48200.1	" no descriptionmoderately similar to ( 398)AT5G57550| Symbols: XTR3 | XTR3 (XYLOGLUCAN ENDOTRANSGLYCOSYLASE 3); hydrolase, acting on glycosyl bonds | chr5:23322281-23323610 REVERSEmoderately similar to ( 360)BRU1_SOYBNBrassinosteroid-regulated protein BRU1 precursor - Glycine max (Soybean)not assigned not assigned not assigned GH16_XET Glyco_hydro_16 Glyco_hydrolase_16 GH16_GPI_glucanosyltransferase GH16_lichenase XET_C SKN1 Herpes_BLLF1 PRK07003 "	cell wall.modification	10_7

CUST_13424_PI399408534	2	-0.025501251	-0.1637907	-0.13421059	0.025501251	0.06939697	0.0573349	35_6582	"Cluster: Putative mature anther-specific protein LAT61; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative mature anther-specific protein LAT61 - Oryza s"	UniRef90_Q7XI96	CHR1V7|COORD:6688671..6690156| BES1 (BRI1-EMS-SUPPRESSOR 1)	AT1G19350.3	CHR07V5|COORD:23483650..23482115|protein BES1/BZR1 homolog protein 1, putative, expressed	LOC_Os07g39220.1	 no descriptionmoderately similar to ( 209)AT1G19350| Symbols: BZR2, BES1 | BES1 (BRI1-EMS-SUPPRESSOR 1) | chr1:6688832-6690156 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF822 PRK12678 PRK12323 PRK07003 APC_basic PRK07764 DUF390 DUF1509 	hormone metabolism.brassinosteroid.signal transduction.BZR	17_3_2_2

CUST_8089_PI403524517	2	0.0035409927	0.26114798	0.17358065	-0.0035409927	-0.30425835	-0.071787834	35_2255	"Cluster: Mitogen-activated protein kinase kinase 1; n=4; Poaceae|Rep: Mitogen-activated protein kinase kinase 1 - Oryza sativa (Rice)"	UniRef90_Q5QN75	"CHR5V7|COORD:22922077..22923846| ATMKK6 (ARABIDOPSIS NQK1); kinase"	AT5G56580.1	CHR01V5|COORD:18231621..18237005|protein OsMKK6 - putative MAPKK based on amino acid sequence homology, expressed	LOC_Os01g32660.1	" no descriptionhighly similar to ( 509)AT5G56580| Symbols: ANQ1, ATMKK6 | ATMKK6 (ARABIDOPSIS NQK1); kinase | chr5:22922077-22923846 REVERSEhighly similar to ( 665)M2K1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase SPS1 Pkinase_Tyr TyrKc PTKc PTKc_Tec_like PTKc_Jak_rpt2 PTKc_InsR_like PTKc_Jak2_Jak3_rpt2 PTKc_EGFR_like PTKc_Csk_like PTKc_Chk PTKc_Itk PTKc_Syk_like PTKc_Btk_Bmx PTKc_Tec_Rlk PTKc_Srm_Brk PTKc_Src_like PTKc_Lck_Blk PTKc_Fes PTKc_Csk PTKc_Ack_like PTKc_Fes_like PTKc_EphR PTKc_Trk PTKc_Frk_like KIND PTKc_PDGFR PTKc_Lyn PTKc_FAK PTKc_Tyk2_rpt2 PTKc_FGFR PTKc_EGFR PTKc_c-ros PTKc_Abl PTKc_Hck PTKc_EphR_B PTKc_Fyn_Yrk PTKc_HER2 PTKc_Src PTKc_TrkB PTKc_Zap-70 PTKc_TrkA PTKc_Yes PTKc_EphR_A PTKc_EphR_A2 PTKc_DDR PTKc_RET PTKc_HER4 PTK_CCK4 PTKc_Musk PTKc_Syk PTKc_ALK_LTK PTKc_Tie2 PTK_Ryk PTKc_Tie1 PTKc_CSF-1R PTK_HER3 PTKc_Jak1_rpt2 PTKc_Ror PTKc_Kit PTKc_VEGFR3 PTKc_IGF-1R PTKc_VEGFR PTKc_FGFR2 PTKc_VEGFR2 PTKc_Tie PTKc_Fer PTKc_FGFR4 PTKc_InsR PTKc_TrkC PTKc_FGFR3 PTKc_FGFR1 PTKc_Axl PTKc_Ror2 PTKc_EphR_A10 PTKc_DDR_like Atrophin-1 PTKc_Met_Ron Extensin_2 PRK12323 PTKc_Axl_like PTKc_Ror1 PTKc_DDR1 PTK_Tyk2_rpt1 PTK_Jak_rpt1 PTKc_DDR2 PTKc_PDGFR_beta PTKc_PDGFR_alpha Drf_FH1 PTKc_Tyro3 Herpes_TAF50 Tymo_45kd_70kd PRK05648 DUF1421 "	protein.postranslational modification	29_4

CUST_71050_PI403524517	2	0.072836876	0.22808361	0.06277084	-0.12299633	-0.06277132	-0.28768158	35_20354	"Cluster: Expressed protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q337M3	"CHR2V7|COORD:8768409..8770164| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G28690.1); similar to Os10g0466000 [Oryza sativa (japonica"	AT2G20310.1	CHR10V5|COORD:16866293..16862955|protein expressed protein	LOC_Os10g32850.2	"no descriptionweakly similar to ( 125)AT2G20310| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G28690.1); similar to Os10g0466000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001064801.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAK27810.1) | chr2:8768409-8770164 REVERSE"	not assigned.unknown	35_2

CUST_5527_PI403524517	2	-0.2749505	-1.1389961	-0.06462431	0.14914513	0.06462479	0.1364522	35_1524	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10BH4	CHR3V7|COORD:3457306..3459306| steroid hormone receptor/ transcription factor	AT3G11030.1	CHR03V5|COORD:34253736..34250017|protein expressed protein	LOC_Os03g60340.1	no descriptionmoderately similar to ( 459)AT3G11030| Symbols:  | steroid hormone receptor/ transcription factor | chr3:3457306-3459306 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF231 PRK12678 PRK07764 APC_basic PRK07003 PRK12323 Herpes_BLLF1 DUF390 AF-4 DUF1509 Tymo_45kd_70kd	not assigned.unknown	35_2

CUST_42903_PI403524517	2	0.0031881332	-0.08967447	-0.0031881332	0.9885993	0.08117247	-0.06830454	35_12319	"Cluster: Putative iron-sulfur cluster-binding protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative iron-sulfur cluster-binding protein - Oryza sat"	UniRef90_Q75HI6	"CHR4V7|COORD:13081030..13083162| ACD1-LIKE; electron carrier"	AT4G25650.2	CHR03V5|COORD:33577546..33580082|protein pheophorbide a oxygenase, chloroplast precursor, putative, expressed	LOC_Os03g59090.1	"no descriptionmoderately similar to ( 221)AT4G25650| Symbols: ACD1-LIKE | ACD1-LIKE; electron carrier | chr4:13081030-13083162 REVERSEPaO"	misc. other Ferredoxins and Rieske domain	26_30

CUST_4774_PI404877155	2	-0.33247662	0.021336555	-0.128191	0.17948914	-0.021336555	0.034906387	Contig16040_at	DNA-binding protein WRKY3 [Avena sativa]	AAD32676.1	WRKY family transcription factor	At2g24570.1	protein DNA-binding protein WRKY3	Os04g21950	WRKY family transcription factor, contains Pfam profile: PF03106	RNA.regulation of transcription.WRKY domain transcription factor family	27_3_32

CUST_79772_PI403524517	2	0.01337719	0.24662304	-0.013378143	-0.016939163	-0.053954124	0.21357822	35_22877	"Cluster: Hypothetical protein OSJNBa0047A17.12-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0047A17.12-1 - Oryza sativa (japon"	UniRef90_Q6H558	CHR2V7|COORD:12661679..12662509| thioesterase family protein	AT2G29590.1	CHR02V5|COORD:19015774..19018851|protein thioesterase family protein, putative, expressed	LOC_Os02g32200.1	no descriptionvery weakly similar to (77.0)AT2G29590| Symbols:  | thioesterase family protein | chr2:12661679-12662509 REVERSEnot assigned TT_ORF1	not assigned.no ontology	35_1

CUST_51461_PI403524517	2	0.29547977	-0.8651886	-0.0977602	0.017274857	-0.01727581	0.33158875	35_14668	Rep: 40S ribosomal protein S20 - Oryza sativa (Rice)	UniRef90_P35686	CHR5V7|COORD:25038614..25039461| 40S ribosomal protein S20 (RPS20C)	AT5G62300.1	CHR06V5|COORD:1821079..1819085|protein 40S ribosomal protein S20, putative, expressed	LOC_Os06g04290.1	no descriptionweakly similar to ( 197)AT5G62300| Symbols:  | 40S ribosomal protein S20 (RPS20C) | chr5:25038614-25039461 REVERSEmoderately similar to ( 230)RS20_ORYSAnot assigned Ribosomal_S10 RpsJ rps10P rpsJ rps10	protein.synthesis.misc ribososomal protein	29_2_2

CUST_16772_PI403524517	2	-0.0635767	-0.4617567	0.06357765	0.11745548	0.16237545	-0.26254368	35_4842	"Cluster: Hypothetical protein OSJNBa0003O19.2; n=2; Oryza sativa|Rep: Hypothetical protein OSJNBa0003O19.2 - Oryza sativa (Rice)"	UniRef90_Q9AYL5	"CHR5V7|COORD:19001290..19001955| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G17870.1); similar to Streptomyces cyclase/dehydrase family protein"	AT5G46790.1	CHR10V5|COORD:22436642..22437730|protein cyclase/dehydrase family protein, putative, expressed	LOC_Os10g42280.1	"no descriptionvery weakly similar to (77.8)AT5G46790| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G17870.1); similar to Streptomyces cyclase/dehydrase family protein [Brassica oleracea] (GB:ABD65175.1); contains domain Bet v1-like (SSF55961); contains domain no description (G3D.3.30.530.20) | chr5:19001290-19001955 REVERSE"	not assigned.unknown	35_2

CUST_8699_PI404877155	2	0.05638981	0.5135498	-0.0016384125	-0.06286049	-0.050462723	0.0016393661	Contig25825_at	P0434A03.35 [Oryza sativa (japonica cultivar-group)]	NP_912215.1	zinc finger (MYND type) family protein	At1g70150.1	protein Similar to F20P5.13 gene product	Os07g29770	zinc finger (MYND type) family protein, contains Pfam profile PF01753: MYND finger	RNA.regulation of transcription.unclassified	27_3_99

CUST_74727_PI403524517	2	0.10018349	0.19805336	-0.00836277	-0.07064915	0.008361816	-0.10029602	35_21427	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_158957_PI403524517	2	0.27729654	0.76586056	-0.17031336	-0.08579397	-0.163095	0.08579397	35_44371	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_115088_PI403524517	2	-0.4586916	0.08779955	-0.087800026	0.091208935	-0.21679497	0.6423812	35_32652	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_73661_PI403524517	2	0.14424372	-0.49006414	-0.18046713	-0.1324215	1.36098	0.1324215	35_21125	"Cluster: Hypothetical protein P0456E05.28; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0456E05.28 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5N866	0	0	CHR01V5|COORD:39965630..39968123|protein expressed protein	LOC_Os01g68200.1	no description	not assigned.unknown	35_2

CUST_81671_PI403524517	2	0.20569038	-0.09823704	-0.04104328	0.04104328	-0.06839657	0.10704613	35_23429	"Cluster: Putative proline and glutamic acid rich nuclear protein; n=2; Oryza sativa|Rep: Putative proline and glutamic acid rich nuclear protein - Oryza sativa"	UniRef90_Q8VWL4	"CHR5V7|COORD:26479930..26481099| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G51230.1); similar to Sugar transporter superfamily [Medicago"	AT5G66230.1	CHR10V5|COORD:22677978..22675857|protein expressed protein	LOC_Os10g42660.1	no description	not assigned.unknown	35_2

CUST_350_PI404877155	2	0.1415577	-0.2105751	-0.15446281	-0.01451683	0.01451683	0.02174759	Contig10257_s_at	P0407B12.26 [Oryza sativa (japonica cultivar-group)]	NP_917736.1	expressed protein	At3g61670.1	protein expressed protein	Os01g43330	nodulation protein	signalling.G-proteins	30_5

CUST_11510_PI403524517	2	0.15679026	0.36513376	0.048238754	-0.048238754	-0.29428482	-0.23726368	35_3265	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_92776_PI403524517	2	0.2543192	-0.2696085	-0.2958355	0.027461052	-0.027460098	0.06111908	35_26528	Rep: Lipoprotein, putative - uncultured bacterium 463	UniRef90_Q6SGQ3	0	0	0	0	no description	not assigned.unknown	35_2

CUST_1462_PI403524517	2	0.0082530975	0.12692451	-0.0082530975	-0.022172928	0.017766953	-0.051568985	35_386	Rep: OSJNBa0042I15.6 protein - Oryza sativa (Rice)	UniRef90_Q7XLY4	"CHR2V7|COORD:11867811..11868383| similar to pentatricopeptide (PPR) repeat-containing protein [Arabidopsis thaliana] (TAIR:AT4G22760.1); similar to"	AT2G27830.1	CHR04V5|COORD:19958445..19956121|protein expressed protein	LOC_Os04g33310.1	"no descriptionweakly similar to ( 113)AT2G27830| Symbols:  | similar to pentatricopeptide (PPR) repeat-containing protein [Arabidopsis thaliana] (TAIR:AT4G22760.1); similar to hypothetical protein [Catharanthus roseus] (GB:CAC09928.1) | chr2:11867811-11868383 FORWARDnot assigned not assigned PRK07003 PRK12323"	protein.synthesis.misc ribososomal protein	29_2_2

CUST_32460_PI403524517	2	-0.057338715	-0.65519714	-0.06692505	0.16397095	0.1714449	0.057338715	35_9358	"Cluster: Hypothetical protein P0403C05.13; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0403C05.13 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5JN17	CHR3V7|COORD:19627155..19629246| AtGRF4 (GROWTH-REGULATING FACTOR 4)	AT3G52910.1	CHR01V5|COORD:32516779..32520310|protein holliday junction resolvase, putative, expressed	LOC_Os01g55900.1	 no descriptionweakly similar to ( 126)AT3G52905| Symbols:  | DNA binding / hydrolase, acting on ester bonds / nuclease/ recombinase | chr3:19625120-19626449 REVERSECOG0816 PRK00109 UPF0081 YqgFc 	not assigned.no ontology	35_1

CUST_75911_PI403524517	2	-0.35809708	0.4076519	0.19805813	-0.05133915	-0.53161144	0.051338196	35_21760	"Cluster: Hypothetical protein OJ1372_D06.24; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1372_D06.24 - Oryza sativa (japonica cultiv"	UniRef90_Q6K9G4	"CHR4V7|COORD:6384560..6385942| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G04300.1); similar to Os04g0445200 [Oryza sativa (japonica"	AT4G10300.1	CHR02V5|COORD:24670494..24671495|protein enzyme of the cupin superfamily, putative, expressed	LOC_Os02g40700.1	" no descriptionweakly similar to ( 136)AT4G10300| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G04300.1); similar to Os04g0445200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001052900.1); similar to Cupin, RmlC-type [Medicago truncatula] (GB:ABE82642.1); similar to OSIGBa0140O07.4 [Oryza sativa (indica cultivar-group)] (GB:CAH67236.1); contains InterPro domain Protein of unknown function DUF861, cupin_3; (InterPro:IPR008579); contains InterPro domain AraC protein, arabinose-binding/dimerisation; (InterPro:IPR003313) | chr4:6384560-6385942 FORWARDCupin_3 COG3450 "	not assigned.unknown	35_2

CUST_91413_PI403524517	2	0.22046566	-0.03192234	-0.23339939	0.03192234	-0.22980118	0.041986465	35_26138	Rep: CAA303718.1 protein - Oryza sativa (Rice)	UniRef90_Q9ST79	"CHR1V7|COORD:27986398..27987591| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G18740.1); similar to Protein of unknown function DUF793 [Medicago"	AT1G74450.1	CHR04V5|COORD:34962950..34964332|protein expressed protein	LOC_Os04g59140.1	"no descriptionweakly similar to ( 172)AT1G74450| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G18740.1); similar to Protein of unknown function DUF793 [Medicago truncatula] (GB:ABE83157.1); contains InterPro domain Protein of unknown function DUF793; (InterPro:IPR008511) | chr1:27986398-27987591 FORWARDnot assigned DUF793"	not assigned.unknown	35_2

CUST_27754_PI403524517	2	0.2521801	-0.0014948845	0.0014948845	-0.36888456	1.6927834	-0.12757492	35_8026	"Cluster: Putative cytochrome P450; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative cytochrome P450 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8H8D4	"CHR2V7|COORD:19160672..19162487| CYP78A6 (cytochrome P450, family 78, subfamily A, polypeptide 6); oxygen binding"	AT2G46660.1	CHR03V5|COORD:1901007..1899154|protein cytochrome P450 78A3, putative	LOC_Os03g04190.1	"no descriptionweakly similar to ( 108)AT3G61880| Symbols: CYP78A9 | CYP78A9 (CYTOCHROME P450 78A9); oxygen binding | chr3:22917089-22918865 REVERSEweakly similar to ( 102)C78A3_SOYBNCytochrome P450 78A3 - Glycine max (Soybean)not assigned not assigned p450"	misc.cytochrome P450	26_10

CUST_17683_PI403524517	2	0.116900444	0.013473511	-0.040987015	0.0055217743	-0.13943386	-0.005522728	35_5107	"Cluster: Permease-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Permease-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5Z9P4	"CHR2V7|COORD:9059184..9061347| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G38730.1); similar to Os06g0715700 [Oryza sativa (japonica"	AT2G21120.1	CHR06V5|COORD:30385892..30382143|protein non-imprinted in Prader-Willi/Angelman syndrome region protein 1, putative, expressed	LOC_Os06g50180.1	"no descriptionmoderately similar to ( 363)AT2G21120| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G38730.1); similar to Os06g0715700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001058587.1); similar to Os05g0430700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001055625.1); similar to Protein of unknown function DUF803 [Medicago truncatula] (GB:ABE83665.1); contains InterPro domain Protein of unknown function DUF803; (InterPro:IPR008521) | chr2:9059184-9061347 REVERSEnot assigned DUF803 RhaT"	not assigned.unknown	35_2

CUST_37411_PI403524517	2	0.10296583	0.24676037	0.26393032	-0.10296631	-0.46026802	-0.32001066	35_10776	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_31570_PI403524517	2	0.055203438	0.21961212	0.19807911	-0.17345905	-0.055202484	-0.08265686	35_9112	"Cluster: Os02g0469200 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os02g0469200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E198	"CHR5V7|COORD:23525054..23532089| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G28720.1); similar to unknown protein [Oryza sativa (japonica"	AT5G58100.1	CHR02V5|COORD:15837028..15850353|protein expressed protein	LOC_Os02g26984.1	"no descriptionmoderately similar to ( 485)AT5G58100| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G28720.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD19375.1); similar to Os02g0469200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001046826.1) | chr5:23525054-23532089 FORWARD"	not assigned.unknown	35_2

CUST_115308_PI403524517	2	0.042544365	0.19495869	-0.007730484	-0.23024082	-0.21569347	0.007730484	35_32709	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_7610_PI403524517	2	0.041831017	-0.6720762	-0.07950115	-0.041831017	0.1243639	0.10705185	35_2119	Rep: Proline iminopeptidase - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_P93732	CHR2|COORD:6048353..6050769| proline iminopeptidase, identical to GP:1710151:U72711	AT2G14260.2	CHR05V5|COORD:25401165..25393816|protein proline iminopeptidase, putative, expressed	LOC_Os05g43830.1	"no descriptionhighly similar to ( 528)AT2G14260| Symbols: PIP | PIP (proline iminopeptidase); prolyl aminopeptidase | chr2:6048523-6050557 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned MhpC Abhydrolase_1 PRK12323 PRK07003 PldB Atrophin-1 PRK05648"	protein.degradation	29_5

CUST_103501_PI403524517	2	0.09144783	0.20879936	-0.1519928	-0.13349819	-0.091448784	0.13301563	35_29515	"Cluster: Hypothetical protein OSJNBa0070E11.8; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0070E11.8 - Oryza sativa (japonica cu"	UniRef90_Q650W3		0	CHR09V5|COORD:22526772..22535091|protein nuclear pore protein-like, putative, expressed	LOC_Os09g39210.1	no description	not assigned.unknown	35_2

CUST_93703_PI403524517	2	0.017753601	0.043922424	-0.1897564	-0.20475483	0.041557312	-0.017753601	35_26793	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10RW2	CHR1V7|COORD:1294892..1298902| similar to hypothetical protein MtrDRAFT_AC161864g27v1 [Medicago truncatula] (GB:ABE86678.1)	AT1G04650.1	CHR03V5|COORD:2434387..2429719|protein expressed protein	LOC_Os03g05040.1	no descriptionweakly similar to ( 101)AT1G04650| Symbols:  | similar to hypothetical protein MtrDRAFT_AC161864g27v1 [Medicago truncatula] (GB:ABE86678.1) | chr1:1294892-1298902 REVERSE	not assigned.unknown	35_2

CUST_21689_PI403524517	2	-0.03381157	-0.09244442	0.08396721	0.043549538	0.033810616	-0.23114777	35_6295	"Cluster: Ankyrin-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Ankyrin-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69IU6	CHR2V7|COORD:13537427..13539639| ankyrin repeat family protein	AT2G31820.1	CHR09V5|COORD:20235938..20240138|protein protein binding protein, putative, expressed	LOC_Os09g34280.4	no descriptionweakly similar to ( 116)AT2G31820| Symbols:  | ankyrin repeat family protein | chr2:13537427-13539639 FORWARD	cell.organisation	31_1

CUST_64756_PI403524517	2	0.23355913	0.36628485	-0.16557407	-0.0029873848	-0.26600742	0.0029878616	35_18488	"Cluster: Hypothetical protein P0680F05.43-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0680F05.43-1 - Oryza sativa (japonica cultiv"	UniRef90_Q6YYC0	CHR3V7|COORD:17362319..17363754| RNA recognition motif (RRM)-containing protein	AT3G47120.1	CHR08V5|COORD:2012837..2020299|protein zinc finger C-x8-C-x5-C-x3-H type family protein, expressed	LOC_Os08g04170.1	no descriptionvery weakly similar to (58.2)AT3G47120| Symbols:  | RNA recognition motif (RRM)-containing protein | chr3:17362319-17363754 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned	not assigned.no ontology	35_1

CUST_72935_PI403524517	2	-0.020659447	0.18034649	0.020659447	-0.028717041	0.1528616	-0.061255455	35_20911	"Cluster: Bystin (51.6 kD)-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: Bystin (51.6 kD)-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6EQN5	"CHR1V7|COORD:11331157..11333421| similar to Os09g0352400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001062958.1); similar to bystin (51.6 kD)-like"	AT1G31660.1	CHR09V5|COORD:11239953..11235537|protein cell adhesion protein byn-1, putative, expressed	LOC_Os09g18320.1	"no descriptionmoderately similar to ( 397)AT1G31660| Symbols:  | similar to Os09g0352400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001062958.1); similar to bystin (51.6 kD)-like [Oryza sativa (japonica cultivar-group)] (GB:BAD29025.1); contains InterPro domain Bystin; (InterPro:IPR007955) | chr1:11331157-11333421 REVERSEnot assigned Bystin"	not assigned.no ontology	35_1

CUST_72921_PI403524517	2	0.025971413	0.17373466	-0.025971413	-0.12670326	-0.15796757	0.24986935	35_20907	"Cluster: Putative eukaryotic translation initiation factor 2A; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative eukaryotic translation initiation facto"	UniRef90_Q6K8R0	CHR1V7|COORD:27521996..27525093| eukaryotic translation initiation factor-related	AT1G73180.1	CHR02V5|COORD:23747367..23743279|protein CDA02, putative, expressed	LOC_Os02g39350.1	no descriptionmoderately similar to ( 328)AT1G73180| Symbols:  | eukaryotic translation initiation factor-related | chr1:27521996-27525093 FORWARDnot assigned not assigned not assigned COG5354 eIF2A	protein.synthesis.initiation	29_2_3

CUST_56448_PI403524517	2	-0.3082533	-0.2943039	0.055401802	0.2207632	-0.055401802	0.116215706	35_16067	"Cluster: Os01g0883900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0883900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JH49	CHR5V7|COORD:25642191..25645483| dehydration-responsive protein-related	AT5G64030.1	CHR01V5|COORD:38718629..38713116|protein ankyrin-like protein, putative, expressed	LOC_Os01g66110.2	no descriptionweakly similar to ( 190)AT5G64030| Symbols:  | dehydration-responsive protein-related | chr5:25642191-25645483 FORWARDDUF248	stress.abiotic.drought/salt	20_2_3

CUST_29725_PI403524517	2	0.13979053	-0.22796345	-0.12391186	0.012887955	0.03265953	-0.012888908	35_8584	"Cluster: Hypothetical protein OJ1174_D05.19; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1174_D05.19 - Oryza sativa (japonica cultiv"	UniRef90_Q5VR39	CHR3V7|COORD:7959861..7961893| hydroxyproline-rich glycoprotein family protein	AT3G22440.1	CHR01V5|COORD:4273135..4269599|protein expressed protein	LOC_Os01g08580.1	no descriptionweakly similar to ( 103)AT3G22440| Symbols:  | hydroxyproline-rich glycoprotein family protein | chr3:7959861-7961893 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Frigida COG5137 Merozoite_SPAM Daxx MDN1 YL1 Atrophin-1 Caldesmon tolA TolA eIF3_subunit RpoE TT_ORF1 Prothymosin TolA PRK02363 SSP160 BSP_II PulO Mpp10 CobT CDC27 Tymo_45kd_70kd TFIIF_alpha MFAP1_C MAK16 COG5099 DNA_pol_phi HSP90 NtpF	cell wall.cell wall proteins.HRGP	10_5_4

CUST_26965_PI399408534	2	0.0130701065	-0.587245	-0.16354275	0.025839806	0.0642252	-0.0130701065	35_2989	"Cluster: Putative single-strand DNA binding protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative single-strand DNA binding"	UniRef90_Q6L4W0	"CHR4V7|COORD:6754816..6756226| MTSSB (MITOCHONDRIALLY TARGETED SINGLE-STRANDED DNA BINDING PROTEIN); single-stranded DNA binding"	AT4G11060.1	CHR04V5|COORD:17308821..17304251|protein retrotransposon protein, putative, LINE subclass, expressed	LOC_Os04g29424.1	"no descriptionweakly similar to ( 158)AT4G11060| Symbols: MTSSB | MTSSB (MITOCHONDRIALLY TARGETED SINGLE-STRANDED DNA BINDING PROTEIN); single-stranded DNA binding | chr4:6754816-6756226 REVERSEnot assigned SSB SSB_OBF PRK09010 PRK05733"	RNA.regulation of transcription.unclassified	27_3_99

CUST_165513_PI403524517	2	0.06848621	0.7949314	0.06554699	-0.15139675	-0.065546036	-0.17300892	35_46121	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_2428_PI399408534	2	0.008822441	-0.22032452	-0.037891388	-0.006705284	0.006705284	0.020462036	35_23610	"Cluster: Os10g0188300 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os10g0188300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IYN4	CHR2V7|COORD:18800017..18802824| nucleotidyltransferase family protein	AT2G45620.1	CHR10V5|COORD:5870557..5876355|protein caffeine-induced death protein 1, putative, expressed	LOC_Os10g11034.1	no descriptionweakly similar to ( 189)AT2G45620| Symbols:  | nucleotidyltransferase family protein | chr2:18800017-18802824 FORWARDnot assigned PAP_assoc	RNA.processing	27_1

CUST_58081_PI403524517	2	0.14997101	-0.29151726	-0.015655518	0.01420784	0.080942154	-0.014208794	35_16563	"Cluster: Putative BING4-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative BING4-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q9LGT2	CHR3V7|COORD:3286282..3288675| transducin family protein / WD-40 repeat family protein	AT3G10530.1	CHR01V5|COORD:4394454..4398883|protein WD-repeat protein 46, putative, expressed	LOC_Os01g08770.1	no descriptionmoderately similar to ( 396)AT3G10530| Symbols:  | transducin family protein / WD-40 repeat family protein | chr3:3286282-3288675 FORWARDnot assigned not assigned not assigned not assigned not assigned BING4CT WD40 COG2319	development.unspecified	33_99

CUST_19304_PI403524517	2	0.041763306	-0.21605587	0.004714012	-0.004714012	0.036452293	-0.033522606	35_5596	"Cluster: Hypothetical protein OSJNBa0056G17.12; n=3; Oryza sativa|Rep: Hypothetical protein OSJNBa0056G17.12 - Oryza sativa (Rice)"	UniRef90_Q9FRP4	CHR5V7|COORD:18501870..18503454| structural constituent of ribosome	AT5G45590.1	CHR10V5|COORD:22784159..22782291|protein ribosomal protein L35 containing protein, expressed	LOC_Os10g42860.1	no descriptionweakly similar to ( 103)AT5G45590| Symbols:  | structural constituent of ribosome | chr5:18501870-18503454 REVERSERpmI rpmI Ribosomal_L35p PRK07003	not assigned.unknown	35_2

CUST_59334_PI403524517	2	0.10182381	0.04869318	-0.048692703	-0.119384766	0.78124285	-0.15260601	35_16919	"Cluster: Os03g0299600 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os03g0299600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DSM5	"CHR5V7|COORD:280790..281278| similar to wound-responsive protein-related [Arabidopsis thaliana] (TAIR:AT3G10985.1); similar to Wound-induced protein"	AT5G01740.1	CHR05V5|COORD:15972672..15969031|protein wound-induced protein WI12 containing protein	LOC_Os05g27580.1	" no descriptionvery weakly similar to (70.5)AT5G01740| Symbols:  | similar to wound-responsive protein-related [Arabidopsis thaliana] (TAIR:AT3G10985.1); similar to Wound-induced protein WI12, putative [Medicago truncatula] (GB:ABE88200.1); contains InterPro domain Wound-induced WI12; (InterPro:IPR009798) | chr5:280790-281278 FORWARDvery weakly similar to (54.3)WUN1_SOLTUWound-induced protein 1 - Solanum tuberosum (Potato)not assigned not assigned not assigned not assigned not assigned not assigned WI12 DUF566 TT_ORF1 Protamine_P1 PRK07764 "	stress.abiotic.touch/wounding	20_2_4

CUST_73981_PI403524517	2	-0.7439966	-0.4341402	-0.080099106	0.2247467	0.42482662	0.08010006	35_21218	Rep: OSIGBa0157K09-H0214G12.11 protein - Oryza sativa (Rice)	UniRef90_Q01HE6	"CHR5V7|COORD:6814095..6815173| similar to binding [Arabidopsis thaliana] (TAIR:AT1G80130.1); similar to Os06g0606700 [Oryza sativa (japonica cultivar-group)]"	AT5G20190.1	CHR04V5|COORD:25331507..25329282|protein TPR domain protein, putative, expressed	LOC_Os04g43160.1	"no descriptionweakly similar to ( 113)AT5G20190| Symbols:  | similar to binding [Arabidopsis thaliana] (TAIR:AT1G80130.1); similar to Os06g0606700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001058025.1); similar to Tetratricopeptide-like helical [Medicago truncatula] (GB:ABE92034.1); contains InterPro domain Tetratricopeptide region; (InterPro:IPR013026) | chr5:6814095-6815173 FORWARDnot assigned"	not assigned.unknown	35_2

CUST_43594_PI403524517	2	-0.028792858	0.52347755	0.028792858	-0.1524272	-0.36576605	2.35674	35_12511	"Cluster: Os07g0663600 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0663600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D3V8	CHR3V7|COORD:9844876..9846136| short-chain dehydrogenase/reductase (SDR) family protein	AT3G26760.1	CHR07V5|COORD:27994153..27995555|protein sex determination protein tasselseed-2, putative, expressed	LOC_Os07g46840.1	no descriptionweakly similar to ( 120)AT3G26760| Symbols:  | short-chain dehydrogenase/reductase (SDR) family protein | chr3:9844876-9846136 FORWARDweakly similar to ( 103)TS2_MAIZESex determination protein tasselseed-2 - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned fabG PRK12829 fabG PRK12939 PRK08324 FabG PRK07479 PRK07825 PRK06172 PRK12826 PRK06138 PRK06841 PRK06057 adh_short PRK12429 fabG PRK06484 PRK05872 COG4221 PRK07478 PRK06346 PRK07069 PRK08267 PRK07067 PRK07063 PRK05650 PRK06200 fabG PRK07774 PRK06181 PRK06171 PRK12937 PRK12828 PRK06194 PRK12827 PRK08220 PRK07831 fabG PRK08213 PRK05717 PRK09135 PRK12384 PRK06398 fabG PRK05855 DltE PRK07024 PRK08265 PRK07060 PRK06113 PRK07201 PRK06935 PRK05875 fabG PRK06124 PRK06114 PRK07074 PRK07109 PRK12745 PRK08643 PRK06198 PRK08226 PRK07035 fabG PRK12481 PRK07791 PRK08936 PRK07577 PRK07890 PRK07097 PRK06180 fabG PRK08993 PRK06949 PRK07856 PRK05867 PRK08589 PRK07523 PRK06500 PRK07454 PRK07326 PRK08263 PRK08264 PRK06947 PRK08085 PRK08945 PRK05866 PRK08278 PRK12743 PRK06179 PRK07814 fabG fabG PRK08277 PRK08063 fabG PRK08628 PRK12936 PRK10538 PRK06123 PRK12824 PRK09072 PRK12744 PRK12935 KR PRK06482 benD PRK07062 fabG PRK07832 Herpes_BLLF1 PRK06182 PRK09291	misc.short chain dehydrogenase/reductase (SDR)	26_22

CUST_1478_PI404877155	2	-0.006498337	-0.045804977	0.20062351	-0.05343914	0.0064992905	0.22150612	Contig11646_at	OSJNBb0012E24.7 [Oryza sativa (japonica cultivar-group)] ref|XP_473457.1| OSJNBb0012E24.7 [Oryza sativa (japonica cultivar-group)]	CAE01865.2	serine racemase, putative	At4g11640.1	protein Pyridoxal-phosphate dependent enzyme	Os04g46930	serine racemase, putative	amino acid metabolism.synthesis.branched chain group.isoleucine specific	13_1_4_5

CUST_49276_PI403524517	2	0.123241425	-0.20636368	-0.17416191	0.044540405	-0.035196304	0.035196304	35_14058	"Cluster: PREDICTED: similar to H3 histone, family 2 isoform 2; n=4; Eutheria|Rep: PREDICTED: similar to H3 histone, family 2 isoform 2 - Canis"	UniRef90_UPI00004A5DE9	CHR5V7|COORD:3270479..3270889| histone H3	AT5G10400.1	CHR11V5|COORD:2622185..2621575|protein histone H3, putative, expressed	LOC_Os11g05730.1	no descriptionmoderately similar to ( 261)AT5G65360| Symbols:  | histone H3 | chr5:26137325-26137735 REVERSEmoderately similar to ( 261)H32_WHEATHistone H3.2 - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned H3 HHT1 Histone PRK12323 PRK07003 PRK07764 IER HPC2 Tymo_45kd_70kd	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_7918_PI403524517	2	0.10095215	0.37189198	0.01856041	-0.031642914	-0.035655975	-0.018561363	35_2205	"Cluster: Eukaryotic translation initiation factor 4E type 3, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Eukaryotic translation initia"	UniRef90_Q10NQ9	"CHR5V7|COORD:5989107..5990590| NCBP (NOVEL CAP-BINDING PROTEIN); RNA binding / translation initiation factor"	AT5G18110.1	CHR03V5|COORD:8579649..8576056|protein eukaryotic translation initiation factor 4E type 3, putative, expressed	LOC_Os03g15590.1	"no descriptionmoderately similar to ( 317)AT5G18110| Symbols: NCBP | NCBP (NOVEL CAP-BINDING PROTEIN); RNA binding / translation initiation factor | chr5:5989107-5990590 REVERSEweakly similar to ( 119)IF4E2_MAIZEEukaryotic translation initiation factor 4E-2 - Zea mays (Maize)not assigned not assigned not assigned not assigned IF4E CDC33"	protein.synthesis.initiation	29_2_3

CUST_1012_PI403524517	2	0.056318283	0.0281353	0.24024105	-0.10700035	-0.0281353	-0.22350693	35_268	Rep: Osr40g2 protein - Oryza sativa (Rice)	UniRef90_O24212	CHR2V7|COORD:16310505..16312414| hydroxyproline-rich glycoprotein family protein	AT2G39050.1	CHR07V5|COORD:29002524..29004559|protein expressed protein	LOC_Os07g48490.2	no descriptionweakly similar to ( 143)AT2G39050| Symbols:  | hydroxyproline-rich glycoprotein family protein | chr2:16310505-16312414 FORWARDnot assigned PRK07764 Atrophin-1	not assigned.no ontology.hydroxyproline rich proteins	35_1_41

CUST_18188_PI403524517	2	0.010894775	0.15399265	0.0073890686	-0.08760452	-0.007388115	-0.11469364	35_5250	"Cluster: Os02g0327100 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0327100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E1L4	"CHR2V7|COORD:7995417..7996456| TTN5 (TITAN 5); GTP binding"	AT2G18390.1	CHR02V5|COORD:13184671..13179011|protein ADP-ribosylation factor, putative, expressed	LOC_Os02g22140.1	" no descriptionmoderately similar to ( 278)AT2G18390| Symbols: ATARLC1, HAL, ARL2, TTN5 | TTN5 (TITAN 5); GTP binding | chr2:7995417-7996456 FORWARDweakly similar to ( 140)ARF_MAIZEADP-ribosylation factor - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Arl2 Arf Arl3 Arf_Arl Arl1 Arf6 Arf1_5_like Arl5_Arl8 ARF ARLTS1 ARD1 Arfrp1 Arl6 Arl4_Arl7 Arl2l1_Arl13_like Sar1 Arl10_like Arl9_Arfrp2_like SAR Ras_like_GTPase COG1100 Rab COG2229 Rab18 Ras SR_beta Rab39 Rab4 RAB MMR_HSR1 Era_like "	protein.targeting.secretory pathway.unspecified	29_3_4_99

CUST_33184_PI399408534	2	-0.024115562	0.024115562	0.16263103	-0.044677734	0.14550018	-0.19411564	35_16681	"Cluster: Putative JD1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative JD1 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5Z801	CHR2V7|COORD:18822144..18825456| calcineurin B subunit-related	AT2G45670.1	CHR06V5|COORD:30121821..30127016|protein JD1, putative, expressed	LOC_Os06g49790.1	no descriptionmoderately similar to ( 249)AT2G45670| Symbols:  | calcineurin B subunit-related | chr2:18824154-18825456 REVERSEnot assigned	signalling.calcium	30_3

CUST_14386_PI403524517	2	-0.03720379	-0.18836594	0.6073351	0.03720379	-0.44131088	0.3052001	35_4133	Rep: Sig6 - Oryza sativa (japonica cultivar-group)	UniRef90_Q84LK8	"CHR2V7|COORD:15544581..15547095| SIGF (RNA POLYMERASE SIGMA-70 FACTOR); DNA binding / DNA-directed RNA polymerase/ transcription factor"	AT2G36990.1	CHR08V5|COORD:8671612..8675647|protein RNA polymerase sigma factor rpoD1, putative, expressed	LOC_Os08g14450.1	" no descriptionweakly similar to ( 167)AT2G36990| Symbols: SIG6, SIGF | SIGF (RNA POLYMERASE SIGMA-70 FACTOR); DNA binding / DNA-directed RNA polymerase/ transcription factor | chr2:15544581-15547095 REVERSERpoD PRK05901 PRK07921 PRK05949 PRK07406 PRK05657 PRK09210 PRK05658 PRK07405 PRK07598 FliA PRK06288 Sigma70_r3 rpoH2 PRK05803 PRK06596 Sigma70_r4 PRK08301 fliA "	RNA.transcription	27_2

CUST_109564_PI403524517	2	-0.009251595	0.18628502	0.009250641	-0.20083332	-0.54576206	0.843935	35_31138	"Cluster: Putative NADPH-dependent retinol dehydrogenase/reductase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative NADPH-dependent retinol dehydrogena"	UniRef90_Q6K447	CHR4V7|COORD:2816459..2818071| short-chain dehydrogenase/reductase (SDR) family protein	AT4G05530.1	CHR09V5|COORD:2516277..2511441|protein dehydrogenase/reductase SDR family member 2, putative, expressed	LOC_Os09g04730.2	no descriptionweakly similar to ( 119)AT4G05530| Symbols:  | short-chain dehydrogenase/reductase (SDR) family protein | chr4:2816459-2818071 FORWARDnot assigned not assigned not assigned fabG fabG fabG FabG PRK07035 fabG PRK12829 PRK12826 PRK09135 fabG PRK12824 PRK08213 PRK07479 PRK12939 PRK05875 PRK09242 PRK07814 fabG PRK06124 PRK12827 PRK07774 PRK12936 PRK06484 PRK07063 PRK07890 fabG PRK07856 PRK06138 PRK07478 PRK07533 benD PRK06113 PRK06172 PRK08589 PRK08226 PRK06398 fabG PRK12746 PRK06935 PRK06500 PRK12481 PRK05717 PRK08993 PRK08416 PRK12747 fabG PRK12828 PRK07067 FabI PRK06200 PRK08277 PRK07041 PRK06523 PRK08643 PRK12937 PRK07576 PRK07677 PRK08265 fabG PRK07060 PRK08220 PRK07523 PRK06346 PRK12743 PRK08063 PRK12429 PRK07069 PRK06114 PRK06841 PRK08594 PRK12748 fabG PRK09134 PRK08936 PRK06128 PRK07370 PRK12935 PRK06123 PRK07577 PRK09730 PRK06057 PRK08085 PRK07074 PRK06122 PRK07097 PRK12428 PRK06171 fabG PRK07062 PRK05867 PRK12938 PRK07985 PRK08324 PRK07831 PRK08339	misc.short chain dehydrogenase/reductase (SDR)	26_22

CUST_75562_PI403524517	2	0.14720154	0.62521553	-0.043118477	-0.20839262	-0.11566353	0.04311943	35_21660	Rep: H0410G08.12 protein - Oryza sativa (Rice)	UniRef90_Q25AA2	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	CHR04V5|COORD:32132785..32129344|protein heterogeneous nuclear ribonucleoprotein U-like protein 1, putative, expressed	LOC_Os04g54350.1	no descriptionnot assigned not assigned not assigned SPRY SPRY TT_ORF1	not assigned.unknown	35_2

CUST_12922_PI404877155	2	0.05027294	0.2119751	-0.05027294	-0.13036442	-0.17638302	0.05131817	Contig6626_at	nucleic acid binding protein [Oryza sativa (japonica cultivar-group)] dbj|BAD82135.1| nucleic acid binding protein [Oryza sativa (japonica	NP_915084.1	PHD finger family protein	At5g26210.1	protein nucleic acid binding protein - rice	Os05g34640	nucleic acid binding protein/EBNA-2  T01618  EBV	RNA.regulation of transcription.Alfin-like	27_3_02

CUST_26552_PI403524517	2	-0.24048996	-0.7393379	0.14304209	0.6410241	-0.14304161	1.633049	35_7691	"Cluster: Cytochrome P450 family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Cytochrome P450 family protein, expressed - Oryza sativa (j"	UniRef90_Q10P40	"CHR2V7|COORD:18787009..18788996| CYP76C2 (cytochrome P450, family 76, subfamily C, polypeptide 2); oxygen binding"	AT2G45570.1	CHR03V5|COORD:7812844..7810930|protein cytochrome P450 76B1, putative, expressed	LOC_Os03g14400.1	" no descriptionmoderately similar to ( 259)AT2G45570| Symbols: CYP76C2 | CYP76C2 (cytochrome P450, family 76, subfamily C, polypeptide 2); oxygen binding | chr2:18787009-18788996 REVERSEmoderately similar to ( 229)C98A1_SORBICytochrome P450 98A1 - Sorghum bicolor (Sorghum) (Sorghum vulgare)not assigned not assigned not assigned not assigned not assigned p450 CypX "	misc.cytochrome P450	26_10

CUST_104093_PI403524517	2	0.312912	0.038906574	0.19037771	-0.28162956	-0.038906574	-0.09116602	35_29670	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2R1Y3	CHR1V7|COORD:9039777..9042860| protein kinase	AT1G26150.1	CHR11V5|COORD:21743107..21740077|protein expressed protein	LOC_Os11g37670.1	no description	not assigned.unknown	35_2

CUST_11719_PI399408534	2	-0.07351589	0.5897455	0.15936756	0.038451195	-0.057367325	-0.038451195	35_16191	"Cluster: Hypothetical protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XXQ8	CHR5V7|COORD:15457074..15460237| protein kinase family protein	AT5G38560.1	CHR06V5|COORD:6818862..6815403|protein pro-resilin precursor, putative, expressed	LOC_Os06g12580.1	no descriptionvery weakly similar to (73.6)AT3G29075| Symbols:  | glycine-rich protein | chr3:11052882-11053866 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK12678 PRK07003 Atrophin-1 Herpes_BLLF1 DUF1421 PRK07764 Extensin_2 HPC2 APC_basic PRK05648 DUF1509 Tymo_45kd_70kd Pneumo_att_G EriC GRASP55_65 AF-4 Herpes_UL32 PRK09169 PRK12495 Pol_Y_like Syndecan FAP DUF566 PRK10577 Herpes_TAF50 IER Voltage_gated_ClC CTF_NFI TT_ORF1 Drf_FH1 KAR9 AraJ PRK08853 PRK10263 FimV tatB PRK08770 PRK00708 DAG1 DUF605 MCPVI Glutenin_hmw Metaviral_G MAP65_ASE1 DUF1752 PRK06132 NhaP Protamine_P1 DamX Gag_spuma PRK11901 TonB AflR DedD	signalling.calcium	30_3

CUST_1091_PI399408534	2	0.09022045	0.10143423	-0.10578203	-0.028458118	0.028458118	-0.5078349	35_28513	"Cluster: Putative Helicase SKI2W; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative Helicase SKI2W - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ETH4	CHR3V7|COORD:17301989..17309052| ATP-dependent helicase	AT3G46960.1	CHR02V5|COORD:3249730..3237584|protein ATP binding protein, putative, expressed	LOC_Os02g06500.1	no descriptionmoderately similar to ( 294)AT3G46960| Symbols:  | ATP-dependent helicase | chr3:17301989-17309052 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned COG4581 COG1204 PRK02362 PRK00254 PRK01172 COG1202 HELICc HELICc Helicase_C	RNA.processing	27_1

CUST_37008_PI403524517	2	-0.16491842	-1.1906476	-0.43397093	0.16491842	0.8121991	0.39027452	35_10662	"Cluster: Integral membrane protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Integral membrane protein-like - Oryza sativa (japonica cultivar-group"	UniRef90_Q8LQ55	CHR5V7|COORD:25241054..25242124| integral membrane protein, putative	AT5G62820.1	CHR01V5|COORD:26077314..26075040|protein vegetative cell wall protein gp1 precursor, putative, expressed	LOC_Os01g45360.1	no descriptionDUF588	not assigned.unknown	35_2

CUST_176734_PI403524517	2	-0.2113185	0.22709799	-0.03151512	0.18141031	-0.13153315	0.03151512	35_49174	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_71330_PI403524517	2	-0.08797741	-0.27700138	0.03726387	0.13519955	0.03834057	-0.03726387	35_20435	"Cluster: Beta-D-glucan exohydrolase-like protein; n=1; Arabidopsis thaliana|Rep: Beta-D-glucan exohydrolase-like protein - Arabidopsis thaliana (Mouse-ear cress"	UniRef90_Q9SD69	CHR3V7|COORD:17335216..17338090| glycosyl hydrolase family 3 protein	AT3G47040.1	CHR05V5|COORD:21985226..21989715|protein periplasmic beta-glucosidase precursor, putative, expressed	LOC_Os05g37700.1	no descriptionmoderately similar to ( 206)AT3G47040| Symbols:  | glycosyl hydrolase family 3 protein | chr3:17335216-17338090 REVERSEvery weakly similar to (51.2)XYNB_PRUPEPutative beta-D-xylosidase - Prunus persica (Peach)Glyco_hydro_3_C	cell wall.degradation.cellulases and beta -1,4-glucanases	10_6_1

CUST_670_PI404877155	2	-0.03506279	0.33453274	-0.13691235	-0.063817024	0.97403526	0.035061836	Contig10628_at	P0019E03.19 [Oryza sativa (japonica cultivar-group)]	NP_916950.1	phosphoribulokinase/uridi ne kinase-related	At1g80380.2	protein expressed protein	Os01g48990	encodes a glycerate kinase which catalyzes the last step of photorespiration C2 cycle. or  phosphoribulokinase/uridine kinase-related	PS.photorespiration.glycerate kinase	1_02_07

CUST_65843_PI403524517	2	0.064956665	0.11942959	-0.051091194	-0.020751	-0.0820961	0.020751	35_18807	"Cluster: Putative spastin protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative spastin protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5Z9Q8	CHR5V7|COORD:21766787..21768325| MSP1 protein, putative / intramitochondrial sorting protein, putative	AT5G53540.1	CHR06V5|COORD:30331388..30335427|protein ATPase family AAA domain-containing protein 1, putative, expressed	LOC_Os06g50050.1	 no descriptionweakly similar to ( 171)AT5G53540| Symbols:  | MSP1 protein, putative / intramitochondrial sorting protein, putative | chr5:21766787-21768325 REVERSEvery weakly similar to (68.2)CDC48_SOYBNCell division cycle protein 48 homolog - Glycine max (Soybean)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned AAA RPT1 SpoVK PRK03992 HflB COG1223 hflB 	protein.degradation.ubiquitin.proteasom	29_5_11_20

CUST_114407_PI403524517	2	0.12591362	-0.18107796	0.01206398	-0.012064934	-0.4444704	0.21980858	35_32469	"Cluster: Unconventional myosin heavy chain, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Unconventional myosin heavy chain, putative, e"	UniRef90_Q10F06	"CHR5V7|COORD:6927066..6936827| XIK (Myosin-like protein XIK); motor/ protein binding"	AT5G20490.1	CHR03V5|COORD:27336685..27324008|protein myosin XI, putative, expressed	LOC_Os03g48140.1	" no descriptionmoderately similar to ( 211)AT5G20490| Symbols: ATXIK, XIK | XIK (Myosin-like protein XIK); motor/ protein binding | chr5:6927066-6936827 REVERSEnot assigned not assigned not assigned not assigned not assigned MYSc_type_XI MYSc MYSc COG5022 MYSc_type_V MYSc_type_II Myosin_head MYSc_type_VII MYSc_type_I MYSc_type_VIII MYSc_type_IX MYSc_type_III MYSc_type_VI MYSc_type_XV MYSc_type_XVIII "	cell.organisation	31_1

CUST_148703_PI403524517	2	0.12532425	-0.0038514137	-0.050455093	0.0038518906	-0.09989405	0.05970764	35_41602	"Cluster: Glycoside hydrolase, family 6 precursor; n=1; Acidothermus cellulolyticus 11B|Rep: Glycoside hydrolase, family 6 precursor - Acidothermus cellulolyticu"	UniRef90_A0LSH8	CHR1V7|COORD:6978101..6985306| family II extracellular lipase, putative	AT1G20130.1	CHR03V5|COORD:21180566..21178626|protein expressed protein	LOC_Os03g38230.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07764	not assigned.unknown	35_2

CUST_20063_PI403524517	2	-0.029950142	0.24987221	-0.0059728622	0.0059728622	-0.19334698	0.0087099075	35_5813	"Cluster: Hypothetical protein P0481E12.33; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0481E12.33 - Oryza sativa (japonica cultivar-g"	UniRef90_Q94J22	"CHR1V7|COORD:10379296..10381847| CAD1 (CONSTITUTIVELY ACTIVATED CELL DEATH 1); oxidoreductase"	AT1G29690.1	CHR01V5|COORD:31676460..31680009|protein MAC/Perforin domain containing protein, expressed	LOC_Os01g54510.1	"no descriptionmoderately similar to ( 307)AT1G29690| Symbols: CAD1 | CAD1 (CONSTITUTIVELY ACTIVATED CELL DEATH 1); oxidoreductase | chr1:10379296-10381847 REVERSE"	not assigned.unknown	35_2

CUST_151956_PI403524517	2	0.3716135	-0.078549385	-0.36742115	-0.05201912	0.052020073	0.15734768	35_42481	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_7331_PI403524517	2	0.015926361	-0.015925884	-0.4473114	0.06784868	-0.2184577	0.20166683	35_2037	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_151088_PI403524517	2	0.09662151	-0.3738804	-0.03233528	0.009561539	-0.009561539	0.06502342	35_42257	"Cluster: Hypothetical protein OSJNBa0052O12.17; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0052O12.17 - Oryza sativa"	UniRef90_Q5JK37	CHR3V7|COORD:6701393..6704077| sodium:dicarboxylate symporter	AT3G19340.1	CHR01V5|COORD:41107193..41111719|protein expressed protein	LOC_Os01g70390.1	no descriptionmoderately similar to ( 318)AT3G19340| Symbols:  | sodium:dicarboxylate symporter | chr3:6701393-6704077 REVERSE	not assigned.unknown	35_2

CUST_22731_PI399408534	2	0.37984562	-0.27368164	0.025156975	-0.025156498	-0.91335297	0.048459053	35_22437	"Cluster: Putative SET domain protein SDG117; n=3; Oryza sativa (japonica cultivar-group)|Rep: Putative SET domain protein SDG117 - Oryza sativa (japonica cultiv"	UniRef90_Q6YV15	CHR2V7|COORD:10105293..10110309| nucleic acid binding / transcription factor/ zinc ion binding	AT2G23740.1	0	0	no descriptionweakly similar to ( 141)AT2G23740| Symbols:  | nucleic acid binding / transcription factor/ zinc ion binding | chr2:10105293-10110309 FORWARD	RNA.regulation of transcription.C2H2 zinc finger family	27_3_11

CUST_65830_PI403524517	2	0.19474506	0.3769493	0.03142929	-0.045484543	-0.14204025	-0.031428337	35_18804	"Cluster: Os05g0215600 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0215600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DJX6	"CHR2V7|COORD:18986728..18987630| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G16320.1); similar to hypothetical protein Npun02005080 [Nostoc"	AT2G46220.1	CHR05V5|COORD:7140943..7147849|protein expressed protein	LOC_Os05g12474.1	"no descriptionmoderately similar to ( 221)AT2G46220| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G16320.1); similar to hypothetical protein Npun02005080 [Nostoc punctiforme PCC 73102] (GB:ZP_00108317.1); similar to Os05g0215600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001054933.1); similar to Os04g0613300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001053853.1); contains domain NTF2-like (SSF54427) | chr2:18986728-18987630 FORWARDnot assigned not assigned"	not assigned.unknown	35_2

CUST_105781_PI403524517	2	0.09334755	-0.0029468536	0.0029478073	-0.09628582	0.038930893	-0.11689854	35_30120	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_9961_PI403524517	2	0.020011902	-0.42044735	-0.21444702	0.05386734	-0.020011902	0.15387726	35_2808	Rep: Brain protein 44-like - Zea mays (Maize)	UniRef90_Q5XLE2	"CHR5V7|COORD:6787248..6788002| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G14695.1); similar to unknown protein [Arabidopsis thaliana]"	AT5G20090.1	CHR09V5|COORD:12444865..12442360|protein brain protein 44-like protein, putative, expressed	LOC_Os09g20660.1	"no descriptionweakly similar to ( 192)AT5G20090| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G14695.1); similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G22310.1); similar to brain protein 44-like [Zea mays] (GB:AAV28624.1); contains InterPro domain Protein of unknown function UPF0041; (InterPro:IPR005336) | chr5:6787248-6788002 REVERSEnot assigned not assigned UPF0041"	not assigned.unknown	35_2

CUST_131023_PI403524517	2	-0.23007965	-0.18925762	-1.7547607E-4	0.09996319	1.7547607E-4	0.046676636	35_36799	"Cluster: B1160F02.7 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: B1160F02.7 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6MWG9	CHR1V7|COORD:16816094..16817173| DNA binding / ligand-dependent nuclear receptor	AT1G44191.1	CHR04V5|COORD:47959..52365|protein formin Homology 2 Domain containing protein, expressed	LOC_Os04g01070.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_7836_PI399408534	2	-0.041467667	0.048137665	-0.16720009	-0.06702137	0.04146862	0.09935188	35_11479	"Cluster: Zinc knuckle family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Zinc knuckle family protein, expressed - Oryza sativa (japonic"	UniRef90_Q10BE5	CHR1V7|COORD:28375081..28376378| zinc knuckle (CCHC-type) family protein	AT1G75560.1	CHR03V5|COORD:34377386..34373931|protein cellular nucleic acid-binding protein, putative, expressed	LOC_Os03g60600.2	no descriptionweakly similar to ( 112)AT1G75560| Symbols:  | zinc knuckle (CCHC-type) family protein | chr1:28375081-28376378 REVERSEnot assigned AIR1	stress.abiotic.cold	20_2_2

CUST_67101_PI403524517	2	0.05142212	-0.23232841	-0.051421165	0.06549835	0.15913677	-0.066905975	35_19165	"Cluster: Putative peroxisome assembly protein 2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative peroxisome assembly protein 2 - Oryza sativa (japonic"	UniRef90_Q6ATD1	"CHR1V7|COORD:30024837..30027049| TED3 (REVERSAL OF THE DET PHENOTYPE); protein binding / zinc ion binding"	AT1G79810.1	CHR05V5|COORD:11306426..11299806|protein peroxisome assembly factor 1, putative, expressed	LOC_Os05g19480.1	" no descriptionmoderately similar to ( 465)AT1G79810| Symbols: PEX2, TED3 | TED3 (REVERSAL OF THE DET PHENOTYPE); protein binding / zinc ion binding | chr1:30025062-30027049 FORWARDnot assigned Pex2_Pex12 "	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_8673_PI403524517	2	-0.00995636	-0.31761074	-0.14023781	0.08326244	0.009957314	0.032024384	35_2428	"Cluster: Os01g0847700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0847700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JHR5	CHR2V7|COORD:15845916..15847830| aldo/keto reductase family protein	AT2G37790.1	CHR01V5|COORD:36737487..36741459|protein aldose reductase, putative, expressed	LOC_Os01g62870.1	no descriptionmoderately similar to ( 468)AT2G37790| Symbols:  | aldo/keto reductase family protein | chr2:15845916-15847830 FORWARDmoderately similar to ( 262)ALDR_HORVUAldose reductase - Hordeum vulgare (Barley)not assigned not assigned not assigned Aldo_ket_red ARA1 dkgA dkgB Tas COG4989 PRK10376 COG1453 PRK10625 PRK09912	minor CHO metabolism.others	3_5

CUST_179889_PI403524517	2	0.18573809	0.4019904	0.009185314	-0.18355894	-0.009185314	-0.2559309	35_50028	"Cluster: Hypothetical protein P0498E12.102; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0498E12.102 - Oryza sativa (japonica cultivar"	UniRef90_Q7EZD4		0	CHR08V5|COORD:3380665..3376171|protein expressed protein	LOC_Os08g06130.1	no description	not assigned.unknown	35_2

CUST_33603_PI403524517	2	-0.07251072	0.3922825	0.12997818	-0.050185204	-0.06714249	0.050185204	35_9685	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_63367_PI403524517	2	0.20263863	0.017601967	-0.017601967	-0.10749531	-0.06562233	0.113438606	35_18093	"Cluster: Putative TAF5; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative TAF5 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q67UR9	CHR5V7|COORD:8677120..8682061| nucleotide binding	AT5G25150.1	CHR06V5|COORD:26528301..26537144|protein transcription initiation factor TFIID subunit 5, putative, expressed	LOC_Os06g44030.2	no descriptionweakly similar to ( 120)AT5G25150| Symbols:  | nucleotide binding | chr5:8677120-8682061 FORWARD	not assigned.no ontology	35_1

CUST_74153_PI403524517	2	0.41652107	-0.14851236	-0.5349035	0.14851236	-0.31755877	2.6598063	35_21265	"Cluster: Riboflavin synthase, alpha subunit family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Riboflavin synthase, alpha subunit"	UniRef90_Q2QP59	CHR2V7|COORD:8930423..8931702| lumazine-binding family protein	AT2G20690.1	CHR12V5|COORD:21603682..21605812|protein riboflavin synthase alpha chain, putative, expressed	LOC_Os12g35580.2	no descriptionweakly similar to ( 137)AT2G20690| Symbols:  | lumazine-binding family protein | chr2:8930423-8931702 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK09289 RibC PRK13020 Lum_binding PRK07003 PRK12323 DUF1421 PRK07764 APC_basic PRK12678 Tymo_45kd_70kd AF-4 Herpes_BLLF1 HPC2 Extensin_2 Atrophin-1 PRK08853	Co-factor and vitamine metabolism.riboflavin.riboflavin synthase	18_3_2

CUST_49764_PI403524517	2	-1.3076911	-0.7480731	-0.09032869	0.34083223	0.09032869	3.076737	35_14210	"Cluster: Alcohol dehydrogenase 3; n=29; Poaceae|Rep: Alcohol dehydrogenase 3 - Hordeum vulgare (Barley)"	UniRef90_P10848	"CHR1V7|COORD:28980403..28982110| ADH1 (ALCOHOL DEHYDROGENASE 1); alcohol dehydrogenase"	AT1G77120.1	CHR11V5|COORD:5743620..5740430|protein alcohol dehydrogenase 2, putative, expressed	LOC_Os11g10510.1	" no descriptionhighly similar to ( 630)AT1G77120| Symbols: ADH, ATADH, ADH1 | ADH1 (ALCOHOL DEHYDROGENASE 1); alcohol dehydrogenase | chr1:28980403-28982110 FORWARDhighly similar to ( 758)ADH3_HORVUAlcohol dehydrogenase 3 - Hordeum vulgare (Barley)not assigned not assigned not assigned not assigned not assigned AdhC Tdh AdhP tdh ADH_zinc_N PRK09422 Qor PRK10083 ADH_N PRK10309 PRK09880 COG2130 "	fermentation.ADH	5_3

CUST_4129_PI403524517	2	-0.054517746	0.07114315	0.12970734	0.01526165	-0.16897392	-0.01526165	35_1143	Rep: Glutaredoxin - Triticum aestivum (Wheat)	UniRef90_Q7XY25	CHR5V7|COORD:16165054..16166280| glutaredoxin, putative	AT5G40370.1	CHR04V5|COORD:25177844..25180732|protein OsGrx_C2.2 - glutaredoxin subgroup I, expressed	LOC_Os04g42930.1	 no descriptionweakly similar to ( 149)AT5G40370| Symbols:  | glutaredoxin, putative | chr5:16165054-16166280 REVERSEweakly similar to ( 175)GLRX_ORYSAnot assigned not assigned GRX_GRXh_1_2_like GRX_family GrxC Glutaredoxin GRX_GRXb_1_3_like PRK10638 GRX_hybridPRX5 NrdH GRX_PICOT_like GRX_GRX_like grxA GRX_DEP COG0278 	redox.glutaredoxins	21_4

CUST_182324_PI403524517	2	0.034475327	-1.5482426	-0.21901512	0.046969414	-0.01384449	0.013845444	35_50686	"Cluster: Os03g0152900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os03g0152900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DV28	CHR1V7|COORD:325473..330403| armadillo/beta-catenin repeat family protein / kinesin motor family protein	AT1G01950.1	CHR03V5|COORD:2893131..2901994|protein PAK, putative, expressed	LOC_Os03g05820.1	no description	not assigned.unknown	35_2

CUST_9499_PI399408534	2	-0.62313604	0.21128559	0.15378857	-0.12237978	0.12237978	-0.24274826	35_10939	"Cluster: Os02g0193000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0193000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E358	CHR2V7|COORD:14226924..14228918| protein kinase family protein / peptidoglycan-binding LysM domain-containing protein	AT2G33580.1	CHR02V5|COORD:5179750..5182121|protein protein kinase, putative, expressed	LOC_Os02g09960.1	no descriptionweakly similar to ( 194)AT2G33580| Symbols:  | protein kinase family protein / peptidoglycan-binding LysM domain-containing protein | chr2:14226924-14228918 REVERSEweakly similar to ( 108)CRI4_MAIZEPutative receptor protein kinase CRINKLY4 precursor - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pkinase_Tyr TyrKc PTKc Pkinase PTKc_Csk_like S_TKc PTKc_Chk S_TKc PTKc_Jak_rpt2 PTKc_Src_like PTKc_Itk PTKc_EphR PTKc_Tie2 PTKc_Tie1 PTKc_Frk_like PTKc_Fes_like PTKc_Tyk2_rpt2 PTKc_FGFR PTKc_Ack_like PTKc_Btk_Bmx PTKc_Tec_like PTKc_Tie PTKc_Fes PTKc_EphR_A2 PTKc_Srm_Brk PTKc_EphR_A PTKc_EphR_B PTKc_Trk PTKc_Abl PTKc_Fer PTKc_Csk PTKc_PDGFR PTKc_Jak2_Jak3_rpt2 PTKc_Yes PTKc_Syk_like PTKc_FGFR3 PTKc_Tec_Rlk PTKc_FGFR4 PTKc_Jak1_rpt2 PTKc_Fyn_Yrk PTKc_Src PTKc_FGFR1 PTKc_Lck_Blk PTKc_FGFR2 PTKc_Lyn PTKc_Ror PTK_Jak_rpt1 PTK_CCK4 PTKc_DDR_like PTKc_RET PTKc_InsR_like PTKc_TrkB PTKc_DDR1 PTKc_DDR PTKc_Hck PTKc_TrkC PTKc_c-ros PTKc_EGFR_like SPS1 PTKc_EphR_A10 PTKc_Musk PTK_Jak1_rpt1	signalling.receptor kinases.misc	30_2_99

CUST_16_PI399407379	2	0.17756653	-0.070761204	-0.11625767	0.07076073	0.0821867	-0.52526426	HvZEP2									

CUST_76093_PI403524517	2	-0.0115737915	0.32718945	0.0115737915	-0.26886272	0.29387856	-0.07658863	35_21813	"Cluster: KH domain-containing protein NOVA-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: KH domain-containing protein NOVA-like - Oryza sativa (japonic"	UniRef90_Q6K6Z4	CHR5V7|COORD:1250603..1253524| KH domain-containing protein NOVA, putative	AT5G04430.1	CHR02V5|COORD:35291687..35296394|protein RNA-binding protein Nova-1, putative, expressed	LOC_Os02g57640.1	 no descriptionvery weakly similar to (86.3)AT5G04430| Symbols:  | KH domain-containing protein NOVA, putative | chr5:1250603-1253524 REVERSEnot assigned not assigned not assigned PCBP_like_KH TT_ORF1 	RNA.RNA binding	27_4

CUST_11713_PI404877155	2	0.07649803	-0.6152744	-0.08887863	0.34396172	0.2523079	-0.07649708	Contig5393_at	LIM transcription factor homolog [Zea mays]	AAF67835.1	transcription factor LIM, putative	At1g10200.1	protein pollen specific LIM domain protein 1b	Os12g32620	LIM transcription factor homolog	RNA.regulation of transcription.unclassified	27_3_99

CUST_106456_PI403524517	2	0.52663994	-0.3909297	-0.0032720566	0.13340473	-0.13501549	0.0032730103	35_30299	0	0	CHR5V7|COORD:15518570..15521129| proline oxidase, putative / osmotic stress-responsive proline dehydrogenase, putative	AT5G38710.1	0	0	no description	not assigned.unknown	35_2

CUST_3340_PI404877155	2	0.11674023	-0.31992722	-0.02520752	0.023348808	-0.023347855	0.037425995	Contig13791_at	dehydration-responsive family protein [Arabidopsis thaliana] ref|NP_849710.1| dehydration-responsive family protein [Arabidopsis thaliana] g	NP_564265.1	dehydration-responsive family protein	At1g26850.1	protein At1g26850/T2P11_4	Os09g24900	0	stress.abiotic.drought/salt	20_2_3

CUST_86109_PI403524517	2	0.062681675	0.037429333	0.16497374	-0.09308243	-0.25840855	-0.03742981	35_24663	"Cluster: Retrotransposon protein, putative, Ty1-copia subclass; n=2; Oryza sativa (japonica cultivar-group)|Rep: Retrotransposon protein, putative,"	UniRef90_Q2R417	"CHR2V7|COORD:3830613..3830972| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G04460.1); similar to pol polyprotein [Citrus x paradisi]"	AT2G10090.1	CHR01V5|COORD:29166251..29172064|protein retrotransposon protein, putative, Ty1-copia subclass	LOC_Os01g50180.1	"no descriptionvery weakly similar to (61.2)AT2G10090| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G04460.1); similar to pol polyprotein [Citrus x paradisi] (GB:AAK70407.1) | chr2:3830613-3830972 REVERSEvery weakly similar to (61.2)POLX_TOBACRetrovirus-related Pol polyprotein from transposon TNT 1-94 [Includes: Protease - Nicotiana tabacum (Common tobacco)"	not assigned.unknown	35_2

CUST_152214_PI403524517	2	0.3151636	0.5706272	0.10951471	-0.66935635	-0.25254822	-0.10951519	35_42547	Rep: Hypothetical protein - Roseovarius sp. HTCC2601	UniRef90_Q0FVS1	CHR1V7|COORD:23241239..23242177| invertase/pectin methylesterase inhibitor family protein	AT1G62760.1	CHR02V5|COORD:12751822..12754543|protein conserved hypothetical protein	LOC_Os02g21500.1	no description	not assigned.unknown	35_2

CUST_64798_PI403524517	2	0.14688778	-0.5265646	-0.50300217	0.15559673	-0.11668205	0.11668301	35_18503	"Cluster: Hypothetical protein OSJNBa0029B02.7; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0029B02.7 - Oryza sativa (japonica cu"	UniRef90_Q6AT22	"CHR3V7|COORD:5297195..5297518| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G52720.1); similar to conserved hypothetical protein [Medicago"	AT3G15630.1	CHR05V5|COORD:4572060..4571216|protein expressed protein	LOC_Os05g08420.1	"no descriptionvery weakly similar to (67.8)AT3G15630| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G52720.1); similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE92597.1) | chr3:5297195-5297518 REVERSEnot assigned not assigned PRK07764"	not assigned.unknown	35_2

CUST_40304_PI403524517	2	0.081991196	-1.4330006	-0.19437218	0.058241844	-0.0023822784	0.0023822784	35_11593	"Cluster: Os05g0214400 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0214400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DJY2	"CHR5V7|COORD:16773926..16775019| similar to Os05g0214400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001054927.1); similar to hypothetical protein"	AT5G41850.1	CHR05V5|COORD:7067821..7066396|protein esterase/lipase/thioesterase family protein, putative, expressed	LOC_Os05g12330.1	"no descriptionweakly similar to ( 137)AT5G41850| Symbols:  | similar to Os05g0214400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001054927.1); similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:AAT47105.1); contains InterPro domain Esterase/lipase/thioesterase; (InterPro:IPR000379) | chr5:16773926-16775019 REVERSEnot assigned"	not assigned.unknown	35_2

CUST_56338_PI403524517	2	-0.2095623	-0.0049829483	-0.012106895	0.37979698	0.15345192	0.004983902	35_16039	"Cluster: Os02g0208100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os02g0208100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E2W7	CHR1V7|COORD:30196846..30199172| chloroplast ADP, ATP carrier protein 1 / ADP, ATP translocase 1 / adenine nucleotide translocase 1 (AATP1)	AT1G80300.1	CHR02V5|COORD:6057100..6060286|protein plastidic ATP/ADP-transporter, putative, expressed	LOC_Os02g11740.1	 no descriptionhighly similar to ( 766)AT1G80300| Symbols:  | chloroplast ADP, ATP carrier protein 1 / ADP, ATP translocase 1 / adenine nucleotide translocase 1 (AATP1) | chr1:30196846-30199172 FORWARDhighly similar to ( 778)TLC1_SOLTUPlastidic ATP/ADP-transporter - Solanum tuberosum (Potato)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TLC COG3202 Tymo_45kd_70kd DUF566 PRK07003 Atrophin-1 PRK12323 HPC2 Herpes_BLLF1 TT_ORF1 PRK06958 PRK12678 Extensin_2 PRK07764 APC_basic 	transport.misc	34_99

CUST_178853_PI403524517	2	-0.4841571	-0.059096336	0.0041017532	0.043130875	-0.00410223	0.66357756	35_49746	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_50684_PI403524517	2	-0.16604042	0.5007467	0.057097435	0.059698105	-0.14822674	-0.057097435	35_14463	"Cluster: Lon protease homolog 1, mitochondrial precursor; n=6; Poaceae|Rep: Lon protease homolog 1, mitochondrial precursor - Zea mays (Maize)"	UniRef90_P93647	CHR5V7|COORD:19110583..19115905| Lon protease homolog 1, mitochondrial (LON)	AT5G47040.1	CHR09V5|COORD:20952455..20945434|protein lon protease homolog 1, mitochondrial precursor, putative, expressed	LOC_Os09g36300.4	 no descriptionvery weakly similar to (57.8)AT5G47040| Symbols:  | Lon protease homolog 1, mitochondrial (LON) | chr5:19110583-19115905 REVERSEvery weakly similar to (62.4)LONH1_MAIZELon protease homolog 1, mitochondrial precursor - Zea mays (Maize)not assigned Lon_C Lon 	protein.degradation.serine protease	29_5_5

CUST_25899_PI399408534	2	0.045280457	-0.113895416	0.37626076	-0.04528141	-0.5397396	0.14266491	35_22306	"Cluster: Calcium-transporting ATPase 1, plasma membrane-type (EC 3.6.3.8) (Ca(2+)-ATPase isoform 1); n=2; Oryza sativa|Rep: Calcium-transporting ATPase 1, plasm"	UniRef90_Q2QMX9	CHR1|COORD:9671625..9676144| calcium-transporting ATPase 1, plasma membrane-type / Ca(2+)-ATPase isoform 1 (ACA1) / plastid envelope ATPase 1 (PEA1), identical	AT1G27770.2	CHR12V5|COORD:24451731..24457449|protein calcium-transporting ATPase 2, plasma membrane-type, putative, expressed	LOC_Os12g39660.1	" no descriptionmoderately similar to ( 202)AT1G27770| Symbols: PEA1, ACA1 | ACA1 (autoinhibited Ca2+ -ATPase 1); calmodulin binding | chr1:9671899-9675997 REVERSEmoderately similar to ( 260)ACA1_ORYSAnot assigned "	signalling.calcium	30_3

CUST_12732_PI404877155	2	-0.0070295334	0.21336746	0.1406231	0.0070285797	-0.12679482	-0.09459686	Contig6470_at	OSJNBa0015K02.15 [Oryza sativa (japonica cultivar-group)] ref|XP_474211.1| OSJNBa0015K02.15 [Oryza sativa (japonica cultivar-group)]	CAE02898.1	ATP synthase subunit H family protein	At5g55290.1	protein hypothetical protein	Os04g56540	gi|32488321|emb|CAE02898.1| OSJNBa0015K02.15	transport.p- and v-ATPases	34_1

CUST_20228_PI403524517	2	-0.07111168	0.466465	0.036442757	-0.08472347	-0.02581501	0.025814056	35_5863	"Cluster: HAT family dimerisation domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: HAT family dimerisation domain"	UniRef90_Q337Y8	CHR1V7|COORD:6657251..6659560| hAT dimerisation domain-containing protein	AT1G19260.1	CHR05V5|COORD:8126532..8123895|protein transposon protein, putative, Ac/Ds sub-class	LOC_Os05g14440.1	no descriptionweakly similar to ( 126)AT1G19260| Symbols:  | hAT dimerisation domain-containing protein | chr1:6657251-6659560 REVERSE	not assigned.no ontology	35_1

CUST_80632_PI403524517	2	-0.010864258	0.7456875	-0.116316795	0.0108652115	0.12041283	-0.020233154	35_23124	"Cluster: NB-ARC domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: NB-ARC domain containing protein, expressed - Oryza sativ"	UniRef90_Q10A41	CHR5V7|COORD:13685039..13687915| disease resistance protein (CC-NBS-LRR class), putative	AT5G35450.1	CHR10V5|COORD:4028589..4032507|protein disease resistance protein RPM1, putative, expressed	LOC_Os10g07978.2	 no descriptionvery weakly similar to (68.9)AT5G35450| Symbols:  | disease resistance protein (CC-NBS-LRR class), putative | chr5:13685039-13687915 FORWARD	stress.biotic	20_1

CUST_124500_PI403524517	2	-0.050330162	-0.46606255	0.22584915	0.19016266	-0.025107384	0.025107384	35_35093	"Cluster: Succinate dehydrogenase [ubiquinone] flavoprotein subunit, mitochondrial precursor; n=2; Oryza sativa|Rep: Succinate dehydrogenase [ubiquinone]"	UniRef90_Q6ZDY8	CHR5V7|COORD:26671002..26674450| SDH1-1 (Succinate dehydrogenase 1-1)	AT5G66760.1	CHR07V5|COORD:1864856..1858914|protein succinate dehydrogenase flavoprotein subunit,mitochondrial precursor, putative, expressed	LOC_Os07g04240.1	no descriptionvery weakly similar to (84.0)AT5G66760| Symbols: SDH1-1 | SDH1-1 (Succinate dehydrogenase 1-1) | chr5:26671002-26674450 FORWARDvery weakly similar to (95.1)DHSA_ORYSAnot assigned sdhA Succ_DH_flav_C sdhA	TCA / org. transformation.TCA.succinate dehydrogenase	8_1_7

CUST_13038_PI403524517	2	0.006567955	-0.105379105	0.041165352	-0.039308548	0.040537834	-0.006567955	35_3730	Rep: H0209H04.3 protein - Oryza sativa (Rice)	UniRef90_Q01L35	"CHR1V7|COORD:9529252..9531200| GUT2; catalytic"	AT1G27440.1	CHR04V5|COORD:19503155..19507281|protein secondary cell wall-related glycosyltransferase family 47, putative, expressed	LOC_Os04g32670.1	"no descriptionhighly similar to ( 717)AT1G27440| Symbols: GUT2 | GUT2; catalytic | chr1:9529252-9531200 REVERSEnot assigned not assigned Exostosin"	misc.UDP glucosyl and glucoronyl transferases	26_2

CUST_26545_PI399408534	2	0.0051116943	0.4729805	-0.0051116943	-0.052015305	-0.13136292	0.274889	35_19564	"Cluster: Myb family transcription factor, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Myb family transcription factor, putative, expre"	UniRef90_Q10PA6	"CHR2V7|COORD:15530631..15534324| TKI1 (TSL-KINASE INTERACTING PROTEIN 1); DNA binding / transcription factor"	AT2G36960.2	CHR03V5|COORD:7448669..7454622|protein TKI1, putative, expressed	LOC_Os03g13790.2	"no descriptionmoderately similar to ( 203)AT2G36960| Symbols: TKI1 | TKI1 (TSL-KINASE INTERACTING PROTEIN 1); DNA binding / transcription factor | chr2:15530631-15534324 FORWARDnot assigned"	RNA.regulation of transcription.MYB domain transcription factor family	27_3_25

CUST_71546_PI403524517	2	0.016584396	-0.61739063	0.14375687	0.09074783	-0.026231766	-0.016584396	35_20505	"Cluster: Putative translin-associated factor X; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative translin-associated factor X - Oryza sativa (japonica"	UniRef90_Q5NBG9	CHR2V7|COORD:1152713..1154282| translin family protein	AT2G03780.1	CHR01V5|COORD:9068198..9064162|protein translin family protein, expressed	LOC_Os01g16100.1	no descriptionmoderately similar to ( 258)AT2G03780| Symbols:  | translin family protein | chr2:1152713-1154282 REVERSEnot assigned not assigned Translin COG2178	not assigned.no ontology	35_1

CUST_12487_PI404877155	2	0.004565239	0.4392786	-0.0045661926	-0.06522083	-0.09879494	0.040473938	Contig6218_at	0	BAD11656.1	lipid transfer protein-related	At1g27950.1	protein Protease inhibitor/seed storage/LTP family, putative	Os08g42040	similar to 40S ribosomal protein SA (P40) (34/67 kDa laminin receptor)	lipid metabolism.lipid transfer proteins etc	11_6

CUST_46281_PI403524517	2	-0.23402119	0.37694168	0.0860405	-0.0860405	0.0882287	-0.51689816	35_13256	"Cluster: Putative naphthoate synthase menB; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative naphthoate synthase menB - Oryza sativa (japonica cultivar"	UniRef90_Q8LR33	CHR1V7|COORD:22309653..22311757| naphthoate synthase, putative / dihydroxynaphthoic acid synthetase, putative / DHNA synthetase, putative	AT1G60550.1	CHR01V5|COORD:27381452..27377697|protein naphthoate synthase, putative, expressed	LOC_Os01g47350.1	 no descriptionweakly similar to ( 151)AT1G60550| Symbols:  | naphthoate synthase, putative / dihydroxynaphthoic acid synthetase, putative / DHNA synthetase, putative | chr1:22309653-22311757 REVERSEnot assigned PRK07396 MenB PRK08321 CaiD PRK08260 PRK05995 PRK06210 ECH PRK07510 PRK07629 PRK06190 PRK05809 PRK07468 PRK07657 PRK07509 PRK08140 PRK08290 PRK09245 PRK06494 PRK08272 PRK07511 PRK08139 PRK05980 PRK05864 PRK08258 PRK06952 PRK06072 PRK08259 PRK06144 PRK05870 PRK09120 	amino acid metabolism.degradation.aspartate family.lysine	13_2_3_5

CUST_29704_PI399408534	2	0.16181374	-0.015029907	0.097839355	0.015029907	-0.29198503	-0.4373579	35_21716	Rep: Putative poly(A) polymerase - Oryza sativa (japonica cultivar-group)	UniRef90_Q5Z7G3	"CHR4V7|COORD:15850138..15854447| nPAP (NUCLEAR POLY(A) POLYMERASE); nucleotidyltransferase"	AT4G32850.8	CHR02V5|COORD:7144545..7150536|protein poly, putative, expressed	LOC_Os02g13400.2	" no descriptionweakly similar to ( 147)AT4G32850| Symbols: PAP(IV), nPAP | nPAP (NUCLEAR POLY(A) POLYMERASE); nucleotidyltransferase | chr4:15850138-15854447 FORWARDnot assigned PAP_central PAP1 "	RNA.processing	27_1

CUST_33978_PI399408534	2	0.11435127	0.19357681	-0.1582551	0.2972641	-0.12778711	-0.11435127	35_43374	"Cluster: Putative serine/threonine kinase protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative serine/threonine kinase protein - Oryza sativa (jap"	UniRef90_Q84S63	"CHR4V7|COORD:12138182..12140791| CRK10 (CYSTEINE-RICH RLK10); kinase"	AT4G23180.1	CHR07V5|COORD:21373000..21366275|protein receptor-like serine-threonine protein kinase, putative, expressed	LOC_Os07g35680.1	" no descriptionvery weakly similar to (92.0)AT4G23180| Symbols: RLK4, CRK10 | CRK10 (CYSTEINE-RICH RLK10); kinase | chr4:12138182-12140791 FORWARDvery weakly similar to (63.5)NORK_MEDTRNodulation receptor kinase precursor - Medicago truncatula (Barrel medic)not assigned not assigned TyrKc Pkinase_Tyr PTKc S_TKc "	signalling.receptor kinases.DUF 26	30_2_17

CUST_683_PI403524517	2	0.055809975	-0.47347546	-0.03856659	0.038565636	0.14521027	-0.05277157	35_180	"Cluster: Malate dehydrogenase; n=3; Oryza sativa|Rep: Malate dehydrogenase - Oryza sativa (Rice)"	UniRef90_Q7FSL4	CHR1V7|COORD:19858634..19860470| malate dehydrogenase (NAD), mitochondrial	AT1G53240.1	CHR01V5|COORD:26517600..26521365|protein malate dehydrogenase, mitochondrial precursor, putative, expressed	LOC_Os01g46070.1	 no descriptionweakly similar to ( 164)AT1G53240| Symbols:  | malate dehydrogenase (NAD), mitochondrial | chr1:19858634-19860470 REVERSEweakly similar to ( 166)MDHM_BRANAMalate dehydrogenase, mitochondrial precursor - Brassica napus (Rape)not assigned not assigned MDH_glycosomal_mitochondrial PRK05086 Ldh_1_N Mdh GapA LDH_MDH PRK07403 PRK07729 PRK06223 LDH-like_MDH PRK08289 PRK08955 MDH Gp_dh_C LDH 	glycolysis.glyceraldehyde 3-phosphate dehydrogenase	4_9

CUST_37108_PI403524517	2	0.08147144	-0.096940994	-0.027925491	-0.046123505	0.21965218	0.027925491	35_10689	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_29641_PI399408534	2	0.3439269	-0.2805333	-0.021420479	0.021420479	2.8211522	-0.16107655	35_31505	"Cluster: Transposon protein, putative, Mutator sub-class, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Transposon protein, putative,"	UniRef90_Q10EK0	CHR5V7|COORD:26581594..26583888| phototropic-responsive NPH3 family protein	AT5G66560.1	CHR03V5|COORD:31724090..31727443|protein transposon protein, putative, Mutator sub-class, expressed	LOC_Os03g55830.1	no descriptionvery weakly similar to (85.1)AT5G66560| Symbols:  | phototropic-responsive NPH3 family protein | chr5:26581594-26583888 FORWARD	signalling.light	30_11

CUST_21878_PI403524517	2	0.03194046	-0.06677151	-0.06347942	-0.01074791	0.011862755	0.01074791	35_6353	Rep: RNA ligase isoform 1 - Triticum aestivum (Wheat)	UniRef90_Q0WZC2	"CHR1V7|COORD:2446709..2454383| ATRNL/RNL (ARABIDOPSIS THALIANA RNA LIGASE); 2',3'-cyclic-nucleotide 3'-phosphodiesterase/ RNA ligase (ATP)/ polynucleotide"	AT1G07910.1	CHR07V5|COORD:4948073..4961698|protein expressed protein	LOC_Os07g09400.1	" no descriptionmoderately similar to ( 217)AT1G07910| Symbols: ATRNL, RNL | ATRNL/RNL (ARABIDOPSIS THALIANA RNA LIGASE); 2',3'-cyclic-nucleotide 3'-phosphodiesterase/ RNA ligase (ATP)/ polynucleotide kinase | chr1:2446709-2454383 FORWARD"	protein.synthesis.elongation	29_2_4

CUST_80572_PI403524517	2	0.088095665	0.46798897	0.045414925	-0.13652992	-0.045414925	-0.09872055	35_23108	"Cluster: Putative prephenate dehydratase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative prephenate dehydratase - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6Z3Y3	CHR3V7|COORD:16282746..16284020| prephenate dehydratase family protein	AT3G44720.1	CHR07V5|COORD:29581457..29578096|protein P-protein, putative, expressed	LOC_Os07g49390.1	no descriptionvery weakly similar to (61.2)AT3G44720| Symbols:  | prephenate dehydratase family protein | chr3:16282746-16284020 FORWARDnot assigned PRK11899	amino acid metabolism.synthesis.aromatic aa.phenylalanine.arogenate dehydratase / prephenate dehydratase	13_1_6_3_1

CUST_138910_PI403524517	2	-0.35612488	0.13383627	0.24641371	-0.13383579	0.19772387	-0.33408737	35_38965	Rep: Potassium transporter 10 - Oryza sativa (Rice)	UniRef90_Q67VS5	"CHR1V7|COORD:26481656..26484896| KUP6 (K+ uptake permease 6); potassium ion transporter"	AT1G70300.1	CHR06V5|COORD:25241950..25234284|protein potassium transporter 10, putative, expressed	LOC_Os06g42030.1	"no descriptionmoderately similar to ( 252)AT1G70300| Symbols: KUP6 | KUP6 (K+ uptake permease 6); potassium ion transporter | chr1:26481656-26484896 REVERSEmoderately similar to ( 279)HAK10_ORYSAK_trans Kup trkD"	transport.potassium	34_15

CUST_70417_PI403524517	2	-0.022407532	-0.18922615	0.22542286	0.022407532	0.068673134	-0.030916214	35_20170	"Cluster: Putative target of myb1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative target of myb1 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6YUH7	CHR5|COORD:5548969..5551466| VHS domain-containing protein / GAT domain-containing protein, weak similarity to hepatocyte growth factor-regulated tyrosine kinas	AT5G16880.2	CHR02V5|COORD:28667133..28671003|protein protein transporter, putative, expressed	LOC_Os02g46962.3	no descriptionmoderately similar to ( 228)AT5G16880| Symbols:  | VHS domain-containing protein / GAT domain-containing protein | chr5:5549661-5551277 FORWARDnot assigned	cell. vesicle transport	31_4

CUST_10805_PI403524517	2	0.057554245	0.13991928	-0.05038452	-0.14504433	-0.074406624	0.050385475	35_3051	"Cluster: Putative N-amidino-scyllo-inosamine-4-phosphate phosphatase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative"	UniRef90_Q6Z4I1	CHR4V7|COORD:18225572..18227895| inositol monophosphatase family protein	AT4G39120.1	CHR07V5|COORD:4888564..4891968|protein inositol-1-monophosphatase, putative, expressed	LOC_Os07g09330.1	no descriptionmoderately similar to ( 222)AT4G39120| Symbols:  | inositol monophosphatase family protein | chr4:18225572-18227895 REVERSEvery weakly similar to (74.3)IMPP_MESCRInositol monophosphatase - Mesembryanthemum crystallinum (Common ice plant)not assigned not assigned not assigned not assigned not assigned not assigned Bacterial_IMPase_like_1 Inositol_P SuhB IMPase_like IMPase Bacterial_IMPase_like_2 CysQ PAP_phosphatase CysQ FIG PRK10757 PRK12676 Arch_FBPase_1 PRK10931 IPPase Extensin_2 Atrophin-1 PRK07764	minor CHO metabolism.myo-inositol.inositol phosphatase	3_4_5

CUST_628_PI404877155	2	0.030890465	-6.4849854E-4	6.4849854E-4	-0.077438354	0.016825676	-0.02894783	Contig10568_at	P0423A12.19 [Oryza sativa (japonica cultivar-group)] dbj|BAB93248.1| P0423A12.19 [Oryza sativa (japonica cultivar-group)]	NP_914929.1	transport protein-related	At3g62770.2	protein expressed protein	Os01g70780	gi|21104657|dbj|BAB93248.1| P0423A12.19	transport.misc	34_99

CUST_2733_PI403524517	2	0.055148125	-0.6554184	-0.055148125	0.10219288	0.20219898	-0.5342531	35_747	Rep: Os02g0818000 protein - Oryza sativa (japonica cultivar-group)	UniRef90_Q0DWE9	CHR4V7|COORD:16341198..16342897| LEJ1 (LOSS OF THE TIMING OF ET AND JA BIOSYNTHESIS 1)	AT4G34120.1	CHR02V5|COORD:35086471..35088446|protein CBS domain containing protein, expressed	LOC_Os02g57280.1	no descriptionCBS_pair_BON_assoc CBS_pair_ACT_assoc2 CBS_pair_21 CBS CBS_pair CBS_pair_9 CBS_pair_23 CBS_pair_18 CBS_pair_8 CBS_pair_CAP-ED_DUF294_PBI_assoc2 CBS_pair_20 CBS_pair_2 CBS_pair_3 CBS_pair_22 CBS_pair_SpoIVFB_EriC_assoc CBS_pair_ACT_assoc CBS_pair_15 CBS CBS_pair_PAS_GGDEF_DUF1_assoc CBS_pair_16 COG0517 CBS_pair_24 CBS_pair_KpsF_GutQ_assoc CBS_pair_HPP_assoc CBS_pair_17 COG2905 CBS_pair_10 CBS_pair_Mg_transporter CBS_pair_ParBc_assoc MgtE CBS_pair_CAP-ED_DUF294_PBI_assoc COG2524 CBS_pair_7 CBS_pair_DHH_polyA_Pol_assoc CBS_pair_MET2_assoc COG4109 CBS_pair_DRTGG_assoc CBS_pair_CAP-ED_DUF294_assoc_arch CBS_pair_ABC_OpuCA_assoc2	not assigned.unknown	35_2

CUST_136344_PI403524517	2	-0.32093382	0.50567913	0.059482098	-0.33767462	-0.059482098	2.350016	35_38233	"Cluster: Hypothetical protein OJ1067_B01.11; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1067_B01.11 - Oryza sativa (japonica cultiv"	UniRef90_Q6ZH81	CHR5V7|COORD:20448342..20450109| protein kinase, putative	AT5G50180.1	CHR02V5|COORD:22994107..22999452|protein mitogen-activated protein kinase kinase kinase 7, putative, expressed	LOC_Os02g38080.2	 no descriptionvery weakly similar to (55.8)AT5G50180| Symbols:  | protein kinase, putative | chr5:20448342-20450109 FORWARDnot assigned 	protein.postranslational modification	29_4

CUST_15768_PI403524517	2	0.2852621	-2.907038	-0.8939662	0.17585516	0.15555573	-0.15555525	35_4552	"Cluster: Os03g0295600 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os03g0295600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DSP9	CHR5V7|COORD:23672538..23675169| protein kinase family protein	AT5G58520.1	CHR03V5|COORD:10315974..10312242|protein ATP binding protein, putative, expressed	LOC_Os03g18430.1	no descriptionvery weakly similar to (83.6)AT5G58520| Symbols:  | protein kinase family protein | chr5:23672538-23675169 FORWARD	protein.postranslational modification	29_4

CUST_4614_PI404877155	2	-2.0560827	0.24865055	0.93953514	0.1223526	-0.1762886	-0.1223526	Contig15729_at	putative I-box binding factor [Oryza sativa (japonica cultivar-group)]	NP_915611.1	myb family transcription factor	At2g38090.1	protein Myb-like DNA-binding domain, putative	Os05g37060	putative I-box binding factor	RNA.regulation of transcription.MYB domain transcription factor family	27_3_25

CUST_18382_PI404877155	2	0.3167467	-0.43505764	-0.23871899	0.17458153	-0.10367584	0.10367584	HVSMEg0018F23r2_at	24-methylene lophenol C24(1)methyltransferase [Oryza sativa]	AAC34989.1	S-adenosyl-methionine- sterol-C-methyltransferase	At1g20330.1	protein expressed protein	Os03g04340	"CVP1;FRL1;COTYLEDON VASCULAR PATTERN 1;FRILL1;STEROL METHYLTRANSFERASE 2;S-adenosyl-methionine-sterol-C-methyltransferase, identical to sterol-C-methyltransferase GI:1061040 from (Arabidopsis thaliana)"	lipid metabolism.'exotics' (steroids, squalene etc)	11_8

CUST_85953_PI403524517	2	-0.17926836	0.008056164	0.29441357	-0.008055687	-0.05050659	0.5685773	35_24617	"Cluster: Putative mitochondrial folate transporter; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative mitochondrial folate transporter - Oryza sativa"	UniRef90_Q5QMT6	CHR1V7|COORD:8903713..8905805| mitochondrial substrate carrier family protein	AT1G25380.1	CHR01V5|COORD:18438194..18428397|protein mitochondrial carrier YEL006W, putative, expressed	LOC_Os01g32980.1	 no descriptionmoderately similar to ( 241)AT1G25380| Symbols:  | mitochondrial substrate carrier family protein | chr1:8903713-8905805 FORWARDvery weakly similar to (71.6)BT1_MAIZEProtein brittle-1, chloroplast precursor - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Mito_carr 	transport.metabolite transporters at the mitochondrial membrane	34_9

CUST_57842_PI403524517	2	-0.7123041	-0.37967014	0.916234	0.14300442	0.4082594	-0.14300346	35_16491	"Cluster: Chloride channel; n=1; Oryza sativa (japonica cultivar-group)|Rep: Chloride channel - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8LPA2	"CHR5V7|COORD:20305715..20309369| CLC-C (chloride channel C); anion channel/ voltage-gated chloride channel"	AT5G49890.1	CHR02V5|COORD:21155502..21144834|protein chloride channel protein CLC-c, putative, expressed	LOC_Os02g35190.2	" no descriptionhighly similar to ( 526)AT5G49890| Symbols: ATCLC-C, CLC-C | CLC-C (chloride channel C); anion channel/ voltage-gated chloride channel | chr5:20305715-20309369 REVERSEnot assigned not assigned not assigned ClC_6_like ClC_euk ClC_3_like Voltage_CLC ClC_1_like EriC Voltage_gated_ClC EriC CBS_pair_EriC_assoc_euk_bac PRK05277 EriC_like ClC_like PRK01610 CBS "	transport.unspecified anions	34_18

CUST_18473_PI404877155	2	0.017485619	-0.26313305	-0.5622196	0.16259575	0.093094826	-0.017484665	HVSMEi0007G06r2_s_at	putative  gibberellin regulated protein [Oryza sativa (japonica cultivar-group)] ref|XP_463123.1| putative  gibberellin regulated protein [O	AAR87222.1	gibberellin-regulated family protein	At5g59845.1	protein putative  gibberellin regulated protein	Os03g41060	gibberellin-stimulated transcript 1	hormone metabolism.gibberelin.induced-regulated-responsive-activated	17_6_3

CUST_8086_PI403524517	2	-0.027026176	0.03313303	-0.13995504	0.027026176	0.21145773	-0.10055399	35_2253	"Cluster: Peptide methionine sulfoxide reductase; n=1; Secale cereale|Rep: Peptide methionine sulfoxide reductase - Secale cereale (Rye)"	UniRef90_Q706H9	CHR4V7|COORD:12898812..12900008| peptide methionine sulfoxide reductase, putative	AT4G25130.1	CHR04V5|COORD:23885830..23883775|protein peptide methionine sulfoxide reductase, putative, expressed	LOC_Os04g40600.1	"no descriptionmoderately similar to ( 247)AT5G61640| Symbols: PMSR1 | PMSR1 (PEPTIDEMETHIONINE SULFOXIDE REDUCTASE 1); protein-methionine-S-oxide reductase | chr5:24792333-24793373 FORWARDmoderately similar to ( 242)MSRA_BRANAPeptide methionine sulfoxide reductase - Brassica napus (Rape)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK00058 MsrA PMSR PRK05550 PRK13014 PRK05528 PRK12323 IER PRK07003"	protein.postranslational modification	29_4

CUST_70507_PI403524517	2	0.07990646	0.19519329	-0.24051285	-0.12671947	0.21998024	-0.07990742	35_20196	"Cluster: Vacuolar protein sorting 13C protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Vacuolar protein sorting 13C protein-like - Oryza sativa (j"	UniRef90_Q6K796	CHR1V7|COORD:17736251..17761639| C2 domain-containing protein	AT1G48090.1	CHR02V5|COORD:15944630..15925427|protein expressed protein	LOC_Os02g27110.2	no descriptionvery weakly similar to (54.7)AT1G48090| Symbols:  | C2 domain-containing protein | chr1:17740060-17761639 REVERSE	not assigned.no ontology.C2 domain-containing protein	35_1_19

CUST_41519_PI403524517	2	-0.21967459	0.4792633	-0.02772665	-0.49000645	1.1263247	0.027726173	35_11932	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_16296_PI403524517	2	-0.21418095	-0.30491066	0.11790466	0.2980404	-0.09226036	0.09226036	35_4695	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q75KQ4	CHR2V7|COORD:17273872..17274951| proline-rich family protein	AT2G41420.1	CHR03V5|COORD:18040460..18042273|protein adhesive/proline-rich protein, putative, expressed	LOC_Os03g31679.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned DUF1421	not assigned.unknown	35_2

CUST_134137_PI403524517	2	-0.10462189	0.17727757	0.06346798	-0.063467026	0.1321621	-0.18019962	35_37643	"Cluster: DAG protein, chloroplast, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: DAG protein, chloroplast, putative,"	UniRef90_Q10HP1	CHR3V7|COORD:2144570..2145749| plastid developmental protein DAG, putative	AT3G06790.2	CHR03V5|COORD:21318525..21323546|protein DAG protein, chloroplast precursor, putative, expressed	LOC_Os03g38490.1	 no descriptionmoderately similar to ( 261)AT3G06790| Symbols:  | plastid developmental protein DAG, putative | chr3:2144570-2145749 REVERSEweakly similar to ( 159)DAG_ANTMADAG protein, chloroplast precursor - Antirrhinum majus (Garden snapdragon)	development.unspecified	33_99

CUST_106054_PI403524517	2	0.013883591	-0.4590063	0.01282692	-0.046484947	-0.012825966	0.067536354	35_30191	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_125758_PI403524517	2	0.07322121	0.07447624	-0.059526443	-0.104299545	-0.14323902	0.059527397	35_35412	"Cluster: Hypothetical protein OSJNBb0098I11.7; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0098I11.7 - Oryza sativa (japonica cu"	UniRef90_Q5KQD7	"CHR5V7|COORD:7919834..7926502| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G08440.1); similar to Os05g0100900 [Oryza sativa (japonica"	AT5G23490.1	CHR05V5|COORD:61525..53232|protein expressed protein	LOC_Os05g01060.1	"no descriptionweakly similar to ( 169)AT5G23490| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G08440.1); similar to Os05g0100900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001054377.1); similar to Os01g0108000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001041786.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABF98471.1) | chr5:7919834-7926502 FORWARD"	not assigned.unknown	35_2

CUST_34220_PI399408534	2	-0.6208682	-0.365592	-0.48209953	0.59344673	0.86124516	0.36559153	35_23788	"Cluster: Putative teosinte branched1 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative teosinte branched1 protein - Oryza sativa (japonica"	UniRef90_Q6ESL5	CHR3V7|COORD:6383775..6385276| TCP family transcription factor, putative	AT3G18550.1	CHR09V5|COORD:14566291..14567869|protein teosinte-branched one, putative	LOC_Os09g24480.1	 no descriptionvery weakly similar to (99.8)AT3G18550| Symbols: BRC1, TCP12 | TCP family transcription factor, putative | chr3:6383775-6385276 FORWARDTCP 	RNA.regulation of transcription.TCP transcription factor family	27_3_29

CUST_76302_PI403524517	2	0.026330948	0.6247816	-0.026330948	-0.059534073	-0.1411686	0.030054092	35_21874	"Cluster: Os10g0549700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os10g0549700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IVW6	0	0	CHR10V5|COORD:21200811..21211312|protein expressed protein	LOC_Os10g40220.1	no description	not assigned.unknown	35_2

CUST_21156_PI403524517	2	0.028194427	0.7430754	-0.028194427	-0.09404755	-0.058047295	0.09962082	35_6138	"Cluster: Os09g0246700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0246700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J390	0	0	CHR09V5|COORD:3504050..3499534|protein expressed protein	LOC_Os09g07160.1	no description	not assigned.unknown	35_2

CUST_23447_PI403524517	2	0.008972168	0.066877365	-0.060424805	-0.124051094	0.09814739	-0.008972168	35_6815	Rep: Ethylene overproducer-like 1 - Solanum lycopersicum (Tomato) (Lycopersicon esculentum)	UniRef90_Q4F8Q5	"CHR4V7|COORD:1181202..1184328| EOL1 (ETO1-LIKE 1); binding"	AT4G02680.1	CHR11V5|COORD:21648902..21654281|protein ethylene-overproduction protein 1, putative, expressed	LOC_Os11g37520.1	"no descriptionhighly similar to ( 706)AT4G02680| Symbols: EOL1 | EOL1 (ETO1-LIKE 1); binding | chr4:1181202-1184328 REVERSE"	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_106250_PI403524517	2	-0.21581554	0.32738113	0.03058052	-0.23484421	0.25631046	-0.030581474	35_30243	Rep: Expansin-like A2 precursor - Oryza sativa (Rice)	UniRef90_Q7XCL0	CHR3V7|COORD:16904043..16904774| ATEXLA3 (ARABIDOPSIS THALIANA EXPANSIN-LIKE A3)	AT3G45960.1	CHR10V5|COORD:20849845..20852033|protein expansin-like 3 precursor, putative, expressed	LOC_Os10g39640.1	no descriptionvery weakly similar to (71.6)EXLA2_ORYSA	cell wall.modification	10_7

CUST_24336_PI403524517	2	0.25209904	-0.0041561127	-0.073700905	0.004155159	-0.23486805	0.97740364	35_7062	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_71972_PI403524517	2	0.03617096	0.53073883	0.04294586	-0.055464745	-0.036170006	-0.0831089	35_20631	"Cluster: Genomic DNA, chromosome 3, P1 clone: MOJ10; n=4; Arabidopsis thaliana|Rep: Genomic DNA, chromosome 3, P1 clone: MOJ10 - Arabidopsis thaliana (Mouse-ear"	UniRef90_Q9LSC3	CHR3V7|COORD:10001485..10004502| ATPase	AT3G27120.1	CHR06V5|COORD:1587474..1595160|protein spastin, putative, expressed	LOC_Os06g03940.1	no descriptionweakly similar to ( 139)AT3G27120| Symbols:  | ATPase | chr3:10001485-10004502 REVERSEnot assigned not assigned not assigned SpoVK	protein.degradation.AAA type	29_5_9

CUST_175546_PI403524517	2	0.16835165	-0.43038416	-0.16835165	0.5457077	0.17282915	-0.20013571	35_48858	"Cluster: Os06g0215100 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os06g0215100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DDM5		0	CHR06V5|COORD:5847331..5848958|protein expressed protein	LOC_Os06g11150.1	no description	not assigned.unknown	35_2

CUST_75206_PI403524517	2	0.3206334	0.03478098	-0.03478098	0.17439032	-0.24444485	-0.60582733	35_21556	"Cluster: NAD dependent epimerase/dehydratase family protein, expressed; n=2; Oryza sativa|Rep: NAD dependent epimerase/dehydratase family protein, expressed - O"	UniRef90_Q336P0	CHR1V7|COORD:11399903..11405702| actin binding	AT1G31810.1	CHR10V5|COORD:22651925..22656522|protein dihydroflavonol-4-reductase, putative, expressed	LOC_Os10g42620.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_39010_PI403524517	2	-0.3367691	-0.046860695	0.05323887	0.07657051	0.046860695	-0.42410278	35_11222	"Cluster: Os09g0507400 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0507400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J0I6	"CHR1V7|COORD:9481775..9482563| similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE92577.1); contains InterPro domain"	AT1G27290.1	CHR09V5|COORD:19670842..19673091|protein expressed protein	LOC_Os09g32960.1	" no descriptionvery weakly similar to (62.0)AT1G27290| Symbols:  | similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE92577.1); contains InterPro domain Penicillin-binding protein, transpeptidase fold; (InterPro:IPR012338) | chr1:9481775-9482563 FORWARDTT_ORF1 "	not assigned.unknown	35_2

CUST_21978_PI403524517	2	0.38535595	-0.81427765	0.13563728	-0.077736855	-0.11885071	0.0777359	35_6386	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_3593_PI404877155	2	0.13265133	0.09314537	0.043432236	-0.11848545	-0.090628624	-0.043432236	Contig14122_at	homeotic gene regulator, putative [Arabidopsis thaliana] gb|AAF23228.1| putative transcriptional regulator [Arabidopsis thaliana]	NP_187252.1	homeotic gene regulator, putative	At3g06010.1	protein transcriptional regulator, putative	Os05g05230	conserved hypothetical protein	RNA.regulation of transcription.unclassified	27_3_99

CUST_101702_PI403524517	2	-0.003229618	-0.1458683	0.085501194	0.003229618	-0.8635359	3.1388445	35_29021	"Cluster: Putative PLRR-4 polymorphic leucine-rich repeat protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative PLRR-4 polymorphic leucine-rich repe"	UniRef90_Q6K8S7	"CHR3V7|COORD:21946803..21950619| ATUTR6/UTR6 (UDP-GALACTOSE TRANSPORTER 6); nucleotide-sugar transporter"	AT3G59360.1	CHR02V5|COORD:23671476..23676796|protein nucleotide-sugar transporter/ sugar porter, putative, expressed	LOC_Os02g39200.2	" no descriptionweakly similar to ( 143)AT3G59360| Symbols: UTR6, ATUTR6 | ATUTR6/UTR6 (UDP-GALACTOSE TRANSPORTER 6); nucleotide-sugar transporter | chr3:21946803-21950619 REVERSEnot assigned Nuc_sug_transp "	transporter.sugars	34_2

CUST_2094_PI403524517	2	0.020837784	-0.03170395	0.019355774	-0.0015411377	-0.013383865	0.001543045	35_555	"Cluster: 40S ribosomal protein S5, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: 40S ribosomal protein S5, putative, expressed - Oryza s"	UniRef90_Q2R4A1	"CHR2|COORD:15654756..15656282| similar to 40S ribosomal protein S5 (RPS5B) [Arabidopsis thaliana] (TAIR:At3g11940.1); similar to 40S ribosomal protein S5"	AT2G37270.2	CHR01V5|COORD:23940..25453|protein 40S ribosomal protein S5, putative, expressed	LOC_Os01g01060.1	"no descriptionmoderately similar to ( 337)AT2G37270| Symbols: ATRPS5B | ATRPS5B (RIBOSOMAL PROTEIN 5B); structural constituent of ribosome | chr2:15654962-15656121 REVERSEmoderately similar to ( 337)RS5_CICAR40S ribosomal protein S5 - Cicer arietinum (Chickpea) (Garbanzo)not assigned not assigned PRK04027 RpsG Ribosomal_S7 rps7 PRK05302"	protein.synthesis.mito/plastid ribosomal protein.plastid	29_2_1_1

CUST_63370_PI403524517	2	0.11761284	0.21032238	0.5914593	-0.12825966	-0.11761284	-0.122190475	35_18094	"Cluster: Putative TAF5; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative TAF5 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q67UR9	CHR5V7|COORD:8677120..8682061| nucleotide binding	AT5G25150.1	CHR06V5|COORD:26528301..26537144|protein transcription initiation factor TFIID subunit 5, putative, expressed	LOC_Os06g44030.2	no descriptionmoderately similar to ( 205)AT5G25150| Symbols:  | nucleotide binding | chr5:8677120-8682061 FORWARDnot assigned	not assigned.no ontology	35_1

CUST_5993_PI403524517	2	0.043315887	0.25748348	-0.044618607	0.023147583	-0.023147583	-0.05877018	35_1657	"Cluster: RNA recognition motif. (A.k.a. RRM, RBD, or RNP domain), putative; n=1; Oryza sativa (japonica cultivar-group)|Rep: RNA recognition motif. (A.k.a. RRM,"	UniRef90_Q53JL6	"CHR4|COORD:352046..355598| similar to RNA recognition motif (RRM)-containing protein [Arabidopsis thaliana] (TAIR:At3g52660.1); similar to putative RNA-binding"	AT4G00830.2	CHR10V5|COORD:3103022..3097970|protein APOBEC1 complementation factor, putative, expressed	LOC_Os10g06130.2	 no descriptionmoderately similar to ( 389)AT4G00830| Symbols:  | RNA binding | chr4:352782-354965 FORWARDvery weakly similar to (76.3)ROC1_SPIOL28 kDa ribonucleoprotein, chloroplast - Spinacia oleracea (Spinach)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned RRM RRM_1 COG0724 Extensin_2 DUF566 	RNA.RNA binding	27_4

CUST_135484_PI403524517	2	-0.0056676865	-0.14458895	0.028556824	0.029536247	0.0056676865	-0.14836311	35_38003	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10F23	CHR5V7|COORD:7624116..7626946| binding	AT5G22820.1	CHR03V5|COORD:27231447..27225557|protein expressed protein	LOC_Os03g47980.1	no descriptionweakly similar to ( 111)AT5G22820| Symbols:  | binding | chr5:7624116-7626946 REVERSE	not assigned.unknown	35_2

CUST_120846_PI403524517	2	-0.06695938	0.06695938	0.24172449	0.25450563	-0.8703859	-0.5189142	35_34149	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_7879_PI403524517	2	0.059308052	0.30423832	-0.11634445	0.010867119	-0.09005451	-0.010867119	35_2193	"Cluster: Sec61beta family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Sec61beta family protein, expressed - Oryza sativa (japonica cult"	UniRef90_Q2RBP5	CHR5V7|COORD:24334816..24335145| sec61beta family protein	AT5G60460.1	CHR11V5|COORD:162474..161297|protein protein transport protein Sec61 beta subunit, putative, expressed	LOC_Os11g01300.1	no descriptionvery weakly similar to (80.9)AT5G60460| Symbols:  | sec61beta family protein | chr5:24334816-24335145 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 Sec61_beta PRK07764 PRK07003 PRK05648 Protamine_P1 Drf_FH1 Herpes_UL56 Atrophin-1 Extensin_2 PRK08853 TT_ORF1	protein.targeting.secretory pathway.unspecified	29_3_4_99

CUST_23062_PI403524517	2	-0.063734055	-0.012773514	0.045563698	0.0127744675	0.10520744	-0.07233429	35_6703	"Cluster: Hypothetical protein OSJNBa0077L08.15; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0077L08.15 - Oryza sativa (japonica"	UniRef90_Q6AUQ4	CHR3V7|COORD:23049491..23051366| protein phosphatase 2C, putative / PP2C, putative	AT3G62260.1	CHR05V5|COORD:1972267..1974927|protein protein phosphatase 2C homolog 2, putative, expressed	LOC_Os05g04360.1	 no descriptionmoderately similar to ( 281)AT3G62260| Symbols:  | protein phosphatase 2C, putative / PP2C, putative | chr3:23049491-23051366 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned PP2Cc PP2Cc PP2C PTC1 	protein.postranslational modification	29_4

CUST_16111_PI403524517	2	0.2301321	1.476244	-0.026340485	-0.15667534	-0.20007324	0.026340485	35_4647	"Cluster: Hypothetical protein OSJNBb0108E08.1; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0108E08.1 - Oryza sativa (japonica cu"	UniRef90_Q75K52	CHR1V7|COORD:28331647..28332483| ATP-dependent protease La (LON) domain-containing protein	AT1G75460.1	CHR03V5|COORD:16795748..16791616|protein peptidase S16, lon N-terminal, putative, expressed	LOC_Os03g29540.2	no descriptionweakly similar to ( 171)AT1G75460| Symbols:  | ATP-dependent protease La (LON) domain-containing protein | chr1:28331647-28332483 FORWARDnot assigned COG2802 LON	protein.degradation	29_5

CUST_96062_PI403524517	2	5.340576E-4	0.61752987	-5.3310394E-4	-0.29933834	-0.21149921	0.14390373	35_27444	"Cluster: Hypothetical protein P0627E10.29; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0627E10.29 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6Z3X4	"CHR1V7|COORD:5406133..5407305| TRFL5 (TRF-LIKE 5); DNA binding / transcription factor"	AT1G15720.1	CHR07V5|COORD:29661669..29664616|protein terminal acidic SANT 1, putative, expressed	LOC_Os07g49530.1	no description	not assigned.unknown	35_2

CUST_69592_PI403524517	2	-0.06621933	-0.6502094	0.06622028	0.2970724	0.5643673	-0.20112419	35_19912	"Cluster: Hypothetical protein P0643F09.17; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0643F09.17 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6K6B0	"CHR2V7|COORD:8734859..8737167| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G28760.2); similar to conserved hypothetical protein [Medicago"	AT2G20240.1	CHR02V5|COORD:34985331..34990772|protein expressed protein	LOC_Os02g57140.2	no description	not assigned.unknown	35_2

CUST_61683_PI403524517	2	-0.36467695	0.33053493	0.37516737	0.16780424	-0.34911346	-0.16780424	35_17601	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_69832_PI403524517	2	0.016160011	-2.3828328	-0.39488935	0.20162106	-0.016160488	2.1974478	35_19979	"Cluster: Putative heavy-metal-associated protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative heavy-metal-associated protein - Oryza sativa (japon"	UniRef90_Q7Y1E4	CHR5V7|COORD:832399..834127| metal ion binding	AT5G03380.2	CHR03V5|COORD:36306704..36305302|protein copper ion binding protein, putative, expressed	LOC_Os03g64340.1	no description	not assigned.unknown	35_2

CUST_105101_PI403524517	2	0.258255	0.1876831	-0.30139112	0.08891678	-0.0889163	-0.2542205	35_29939	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_18670_PI399408534	2	0.076221466	0.29442596	-0.022457123	0.022457123	-0.23201275	-0.031476974	35_19817	"Cluster: CCAAT-box transcription factor complex WHAP5, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: CCAAT-box transcription factor"	UniRef90_Q2QM94	CHR1V7|COORD:10804718..10805878| CCAAT-binding transcription factor (CBF-B/NF-YA) family protein	AT1G30500.1	CHR12V5|COORD:25923758..25919823|protein nuclear transcription factor Y subunit A-7, putative, expressed	LOC_Os12g41880.1	" no descriptionweakly similar to ( 134)AT5G12840| Symbols: EMB2220, HAP2, ATHAP2A | HAP2A (EMBRYO DEFECTIVE 2220); transcription factor | chr5:4051150-4052964 REVERSEnot assigned CBF CBFB_NFYA HAP2 "	RNA.regulation of transcription.CCAAT box binding factor family, HAP2	27_3_14

CUST_1259_PI403524517	2	0.31173992	-1.280663	-2.125518	-0.31173992	2.3401294	0.40598822	35_332	Rep: B3-hordein - Hordeum vulgare (Barley)	UniRef90_P06471	CHR2V7|COORD:16093990..16097125| VHS domain-containing protein / GAT domain-containing protein	AT2G38410.1	CHR09V5|COORD:16410150..16414861|protein keratin-associated protein 5-4, putative, expressed	LOC_Os09g26999.1	no descriptionvery weakly similar to (77.8)HOR3_HORVUB3-hordein - Hordeum vulgare (Barley)not assigned not assigned Mucin	not assigned.unknown	35_2

CUST_94924_PI403524517	2	0.17259026	-0.042310715	-0.040652275	0.040652275	-0.076654434	0.0884161	35_27130	"Cluster: Calmodulin-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Calmodulin-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5Z905	"CHR2V7|COORD:952310..959001| EMB1579 (EMBRYO DEFECTIVE 1579); binding"	AT2G03150.1	0	0	no description	not assigned.unknown	35_2

CUST_7892_PI403524517	2	-0.15594387	0.8079519	-0.066090584	0.375762	-0.14007473	0.06608963	35_2196	Rep: OSIGBa0092E09.6 protein - Oryza sativa (Rice)	UniRef90_Q01LJ2	CHR3V7|COORD:17998544..18000577| CBS domain-containing protein	AT3G48530.1	CHR04V5|COORD:18564673..18559518|protein AKIN gamma, putative, expressed	LOC_Os04g31340.1	no descriptionweakly similar to ( 106)AT3G48530| Symbols: KING1 | CBS domain-containing protein | chr3:17998544-18000577 FORWARDnot assigned CBS_pair_29 CBS CBS	not assigned.no ontology	35_1

CUST_29373_PI399408534	2	0.1656146	-0.048464775	0.048464775	-0.08203268	0.86868143	-0.40851164	35_11981	"Cluster: Arabidopsis thaliana genomic DNA, chromosome 5, P1 clone:MDC12; n=2; Arabidopsis thaliana|Rep: Arabidopsis thaliana genomic DNA, chromosome 5, P1 clone"	UniRef90_Q9FML5	CHR5V7|COORD:25317252..25319547| transcription factor jumonji (jmjC) domain-containing protein	AT5G63080.1	CHR01V5|COORD:20649545..20653223|protein jumonji domain containing 4, putative, expressed	LOC_Os01g36630.1	no descriptionmoderately similar to ( 207)AT5G63080| Symbols:  | transcription factor jumonji (jmjC) domain-containing protein | chr5:25317252-25319547 REVERSEnot assigned not assigned	RNA.regulation of transcription.JUMONJI family	27_3_57

CUST_2013_PI403524517	2	0.19257355	0.6039171	-0.34921932	-0.0896101	-0.30586243	0.0896101	35_534	Rep: Vacuolar H+-pyrophosphatase - Oryza sativa (Rice)	UniRef90_P93409	"CHR1V7|COORD:5399110..5402180| AVP1 (vacuolar-type H+-pumping pyrophosphatase 1); ATPase"	AT1G15690.1	CHR02V5|COORD:4699297..4693807|protein pyrophosphate-energized vacuolar membrane proton pump, putative, expressed	LOC_Os02g09150.1	 no descriptionnearly identical (1255)AT1G15690| Symbols: ATAVP3, AVP-3, AVP1 | AVP1 (vacuolar-type H+-pumping pyrophosphatase 1) | chr1:5399110-5402180 FORWARDnearly identical (1259)AVP_PHAAUPyrophosphate-energized vacuolar membrane proton pump - Phaseolus aureus (Mung bean) (Vigna radiata)not assigned not assigned H_PPase hppA OVP1 	transport.amino acids	34_3

CUST_59767_PI403524517	2	-0.064352036	-0.57811356	-0.38014507	0.064352036	0.9754982	1.0002346	35_17041	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_18423_PI403524517	2	-0.051063538	0.12116814	-0.0056886673	-0.10242081	0.13335705	0.0056886673	35_5326	Rep: Hypothetical protein px1 - Lolium perenne (Perennial ryegrass)	UniRef90_A2BCZ0	CHR1V7|COORD:25887469..25888840| peroxidase, putative	AT1G68850.1	CHR06V5|COORD:9327212..9324991|protein peroxidase 11 precursor, putative, expressed	LOC_Os06g16350.1	 no descriptionmoderately similar to ( 400)AT1G68850| Symbols:  | peroxidase, putative | chr1:25887469-25888840 REVERSEmoderately similar to ( 270)PER1_ARAHYCationic peroxidase 1 precursor - Arachis hypogaea (Peanut)secretory_peroxidase plant_peroxidase peroxidase ascorbate_peroxidase 	misc.peroxidases	26_12

CUST_6321_PI403524517	2	0.0020098686	-1.1780992	-0.2207532	0.30959272	0.08316088	-0.0020098686	35_1751	"Cluster: Putative 4-alpha-glucanotransferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative 4-alpha-glucanotransferase - Oryza sativa (japonica"	UniRef90_Q69Q02	"CHR2V7|COORD:17052446..17057857| DPE2 (DISPROPORTIONATING ENZYME 2); 4-alpha-glucanotransferase/ heteroglycan binding"	AT2G40840.1	CHR07V5|COORD:27958837..27966323|protein 4-alpha-glucanotransferase, putative, expressed	LOC_Os07g46790.1	" no descriptionnearly identical (1318)AT2G40840| Symbols: DPE2 | DPE2 (DISPROPORTIONATING ENZYME 2); 4-alpha-glucanotransferase/ heteroglycan binding | chr2:17052446-17057857 FORWARDvery weakly similar to ( 100)DPEP_SOLTU4-alpha-glucanotransferase, chloroplast precursor - Solanum tuberosum (Potato)Glyco_hydro_77 MalQ malQ CBM_20 "	major CHO metabolism.degradation.starch.D enzyme	2_2_2_4

CUST_5794_PI403524517	2	0.024339676	0.11938381	0.059366226	-0.024338722	-0.051876068	-0.044127464	35_1600	Rep: OSIGBa0140O07.4 protein - Oryza sativa (Rice)	UniRef90_Q01J39	"CHR4V7|COORD:6384560..6385942| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G04300.1); similar to Os04g0445200 [Oryza sativa (japonica"	AT4G10300.1	CHR04V5|COORD:21984890..21984038|protein enzyme of the cupin superfamily, putative, expressed	LOC_Os04g36760.1	" no descriptionvery weakly similar to (95.5)AT4G10300| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G04300.1); similar to Os04g0445200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001052900.1); similar to Cupin, RmlC-type [Medicago truncatula] (GB:ABE82642.1); similar to OSIGBa0140O07.4 [Oryza sativa (indica cultivar-group)] (GB:CAH67236.1); contains InterPro domain Protein of unknown function DUF861, cupin_3; (InterPro:IPR008579); contains InterPro domain AraC protein, arabinose-binding/dimerisation; (InterPro:IPR003313) | chr4:6384560-6385942 FORWARDCupin_3 "	not assigned.unknown	35_2

CUST_45932_PI403524517	2	0.22227478	0.06774664	-0.081805706	-0.06774664	-0.28545475	0.35633373	35_13158	0	0	0	0	CHR03V5|COORD:17513606..17516003|protein fumarylacetoacetate hydrolase family protein	LOC_Os03g30800.1	no description	not assigned.unknown	35_2

CUST_19932_PI403524517	2	0.110482216	0.6962862	0.07017994	-0.22358704	-0.070178986	-0.19801617	35_5779	Rep: Pg1 - Hordeum vulgare (Barley)	UniRef90_Q5EXM2	"CHR2V7|COORD:9634817..9637920| similar to glycine-rich protein [Arabidopsis thaliana] (TAIR:AT4G37900.1); similar to Protein of unknown function DUF1399 [Medica"	AT2G22660.2	CHR11V5|COORD:23723116..23716101|protein pg1, putative, expressed	LOC_Os11g40590.3	no descriptionvery weakly similar to (95.9)AT4G37900| Symbols:  | glycine-rich protein | chr4:17821731-17824439 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Atrophin-1 DUF1421 PRK05648 PRK12323 Extensin_2 Chorion_1 Drf_FH1 Amelogenin GRASP55_65 Trypan_PARP	not assigned.no ontology.glycine rich proteins	35_1_40

CUST_2447_PI404877155	2	0.1417942	-0.1344986	0.033112526	0.01608944	-0.016090393	-0.067035675	Contig12833_at	putative c6 type cytochrome [Oryza sativa (japonica cultivar-group)]	NP_911251.1	cytochrome c6 (ATC6)	At5g45040.1	protein Cytochrome c, putative	Os07g38000	cytochrome c6 (ATC6), identical to c6 type cytochrome (Arabidopsis thaliana) gi:19571824:emb:CAD27418	PS.lightreaction.other electron carrier (ox/red)	1_01_05

CUST_113291_PI403524517	2	0.035099983	-0.26977158	-0.035099983	0.11745167	0.19890213	-0.12550068	35_32159	"Cluster: Putative chaperonin 21; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative chaperonin 21 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69QD5	"CHR5V7|COORD:7015017..7016356| CPN20 (CHAPERONIN 20); calmodulin binding"	AT5G20720.1	CHR09V5|COORD:16239792..16235447|protein chaperonin, chloroplast precursor, putative, expressed	LOC_Os09g26730.2	" no descriptionvery weakly similar to (81.6)AT5G20720| Symbols: CPN10, CHCPN10, ATCPN21, CPN21, CPN20 | CPN20 (CHAPERONIN 20); calmodulin binding | chr5:7015017-7016356 FORWARDvery weakly similar to (77.0)CH10C_SPIOL20 kDa chaperonin, chloroplast precursor - Spinacia oleracea (Spinach)groES cpn10 GroS Cpn10 "	protein.folding	29_6

CUST_16287_PI403524517	2	-0.0081272125	0.42738533	0.015621185	-0.012350082	-0.051290512	0.008128166	35_4693	"Cluster: Tobacco mosaic virus helicase domain-binding protein; n=1; Nicotiana tabacum|Rep: Tobacco mosaic virus helicase domain-binding protein - Nicotiana taba"	UniRef90_Q944N4	CHR2V7|COORD:18757047..18759710| ATP binding	AT2G45500.1	CHR06V5|COORD:1587474..1595160|protein spastin, putative, expressed	LOC_Os06g03940.1	" no descriptionmoderately similar to ( 340)AT2G45500| Symbols:  | similar to ATPase [Arabidopsis thaliana] (TAIR:AT3G27120.1); similar to Tobacco mosaic virus helicase domain-binding protein [Nicotiana tabacum] (GB:AAL25088.1); contains InterPro domain AAA-protein subdomain; (InterPro:IPR003960); contains InterPro domain MIT; (InterPro:IPR007330); contains InterPro domain AAA ATPase; (InterPro:IPR003593); contains InterPro domain AAA ATPase, central region; (InterPro:IPR003959) | chr2:18757047-18759710 REVERSEweakly similar to ( 111)CDC48_CAPANCell division cycle protein 48 homolog - Capsicum annuum (Bell pepper)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned SpoVK AAA RPT1 PRK03992 HflB hflB COG1223 "	protein.degradation.AAA type	29_5_9

CUST_3751_PI399408534	2	-0.08138704	-0.3534789	-0.34713125	0.081386566	1.4768276	1.5642843	35_49767	"Cluster: Putative COP9 complex subunit 3, FUS11; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative COP9 complex subunit 3, FUS11 - Oryza sativa (japonic"	UniRef90_Q6ZJ47	CHR5V7|COORD:4597973..4600564| COP13 (CONSTITUTIVE PHOTOMORPHOGENIC 13)	AT5G14250.1	CHR08V5|COORD:1044273..1048751|protein COP9 signalosome complex subunit 3, putative, expressed	LOC_Os08g02550.1	 no descriptionvery weakly similar to (68.9)AT5G14250| Symbols: CSN3, FUS11, COP13 | COP13 (CONSTITUTIVE PHOTOMORPHOGENIC 13) | chr5:4597973-4599989 FORWARD	signalling.light.COP9 signalosome	30_11_1

CUST_16934_PI399408534	2	0.34801292	-0.9472828	-0.014239311	0.08511257	-0.034044266	0.014239311	35_2045	0	0	CHR1V7|COORD:29193937..29195795| aminotransferase class I and II family protein	AT1G77670.1	CHR09V5|COORD:17023570..17027550|protein asparate aminotransferase, putative, expressed	LOC_Os09g28050.1	no descriptionhighly similar to ( 646)AT1G77670| Symbols:  | aminotransferase class I and II family protein | chr1:29193937-29195795 REVERSEvery weakly similar to (70.5)1A11_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07777 PRK08912 PRK09082 COG0436 PRK12414 PRK07212 PRK07683 PRK08362 PRK05794 PRK07682 PRK07309 Aminotran_1_2 PRK07367 PRK06056 PRK06108 PRK05764 PRK07543 PRK08443 PRK08069 PRK07568 PRK09276 PRK06107 PRK07310 PRK08361 PRK06220 PRK07778 PRK05942 PRK07681 PRK06348 PRK08175 PRK08363 PRK08960 PRK09148 PRK06507 PRK06836 PRK06375 PRK08068 PRK05957 PRK07337 PRK07366 PRK06575 PRK07550 PRK08636 PRK07324 ARO8 PRK09265 HisC PRK06225 MalY PRK07865 PRK06290 PRK09147 PRK03321 PRK00950 PRK07590 PRK06207 PRK03566 PRK02731 PRK05839 PRK07908 PRK05387 PRK03158 PRK06855 PRK05166 PRK07392 PRK09105 avtA PRK03317 PRK01688 PRK08637 PRK03262 PRK04870 PRK04635 csdA PRK08056 PRK02610 Drf_FH1 PRK01533 PRK03967 PRK06358 TyrB Extensin_2 MetC COG0075 Cys_Met_Meta_PP DUF1421 PRK08354 PRK09275 PRK07764 PRK04152 PRK09257 DUF1210 PRK04781 Aminotran_5 WecE Atrophin-1 COG3977 DegT_DnrJ_EryC1 PRK08153 TT_ORF1 PRK05648 MET17 PRK06959 Tymo_45kd_70kd Beta_elim_lyase	amino acid metabolism.degradation.aromatic aa.tyrosine	13_2_6_2

CUST_98798_PI403524517	2	0.06700611	0.57843876	0.040533066	-0.09393406	-0.040533066	-0.121287346	35_28202	"Cluster: Hypothetical protein P0453G03.31; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0453G03.31 - Oryza sativa (japonica cultivar-g"	UniRef90_Q7XI89	"CHR1V7|COORD:17080055..17084770| similar to conserved hypothetical protein [Serratia proteamaculans 568] (GB:ZP_01534628.1); similar to Os07g0581300 [Oryza"	AT1G45150.1	CHR07V5|COORD:23525558..23533785|protein expressed protein	LOC_Os07g39300.2	"no descriptionweakly similar to ( 197)AT1G45150| Symbols:  | similar to conserved hypothetical protein [Serratia proteamaculans 568] (GB:ZP_01534628.1); similar to Os07g0581300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001060105.1) | chr1:17080055-17084770 REVERSE"	not assigned.unknown	35_2

CUST_6730_PI399408534	2	0.10026932	0.23411083	-0.00467968	-0.11997318	-0.15886402	0.0046806335	35_16319	"Cluster: ASF/SF2-like pre-mRNA splicing factor SRP32; n=3; Poaceae|Rep: ASF/SF2-like pre-mRNA splicing factor SRP32 - Zea mays (Maize)"	UniRef90_Q64HC3	"CHR1V7|COORD:626918..629583| SR1 (splicing factor 2); RNA binding"	AT1G02840.3	CHR03V5|COORD:12793413..12798201|protein pre-mRNA-splicing factor SF2, putative, expressed	LOC_Os03g22380.1	" no descriptionmoderately similar to ( 267)AT1G02840| Symbols: ATSRP34, SRP34, SR1 | SR1 (splicing factor 2); RNA binding | chr1:626918-629583 FORWARDvery weakly similar to (54.7)ROC1_SPIOL28 kDa ribonucleoprotein, chloroplast - Spinacia oleracea (Spinach)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned RRM RRM_1 COG0724 DUF1777 "	RNA.processing.splicing	27_1_1

CUST_86336_PI403524517	2	0.17597294	-0.5072527	-0.1043787	0.1043787	-0.13197708	0.11834431	35_24725	"Cluster: Hypothetical protein OSJNBa0057L21.15; n=2; Oryza sativa|Rep: Hypothetical protein OSJNBa0057L21.15 - Oryza sativa (Rice)"	UniRef90_Q8S7E2	CHR5V7|COORD:19070895..19073102| intron maturase, type II family protein	AT5G46920.1	CHR10V5|COORD:22159564..22162537|protein type II intron maturase family protein, expressed	LOC_Os10g41790.2	 no descriptionhighly similar to ( 550)AT5G46920| Symbols:  | intron maturase, type II family protein | chr5:19070895-19073102 FORWARDweakly similar to ( 109)YMF11_MARPOUncharacterized mitochondrial protein ymf11 - Marchantia polymorpha (Liverwort)not assigned Intron_maturas2 RT_G2_intron 	DNA.synthesis/chromatin structure	28_1

CUST_41118_PI403524517	2	0.28154755	0.61734533	-0.10662937	-0.20543957	-0.33177662	0.10662937	35_11821	0	0	CHR1V7|COORD:20804360..20806006| F-box family protein	AT1G55660.1	0	0	no description	not assigned.unknown	35_2

CUST_1606_PI404877155	2	-0.034350395	0.11806011	0.034005165	-0.034005165	-0.124733925	0.04419422	Contig11812_at	putative DNA-directed RNA polymerase III subunit 22.9 kDa polypeptide [Oryza sativa (japonica cultivar-group)] dbj|BAC75582.1| putative DNA-	NP_912165.1	RNA polymerase Rpb7 N-terminal domain-containing protein	At1g06790.1	protein RNA polymerase Rpb7, N-terminal domain, putative	Os07g29420	NONE	RNA.transcription	27_2

CUST_15020_PI404877155	2	-0.0010995865	0.50704193	0.0010986328	-0.13951111	-0.22588158	0.0020523071	Contig8888_at	putative receptor-like kinase [Oryza sativa (japonica cultivar-group)]	BAB64776.1	leucine-rich repeat family protein / protein kinase family protein	At1g60800.1	protein leucine-rich repeat receptor-like kinase	Os01g07630	protein kinase family protein, contains Prosite:PS00108: Serine/Threonine protein kinases active-site signature and PS00107: Protein kinases ATP-binding region signature or  protein kinase family protein, contains Prosite:PS00108: Serine/Threonine protein	signalling.receptor kinases.leucine rich repeat II	30_2_2

CUST_14382_PI403524517	2	0.028429031	0.5016298	0.23937225	-0.15191174	-0.1811943	-0.028428078	35_4130	"Cluster: Hypothetical protein P0702F03.34; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0702F03.34 - Oryza sativa (japonica cultivar-g"	UniRef90_Q9LDX7	CHR1V7|COORD:5844759..5845532| SOUL heme-binding family protein	AT1G17100.1	CHR01V5|COORD:7467512..7469545|protein heme-binding protein 2, putative, expressed	LOC_Os01g13420.1	no descriptionweakly similar to ( 142)AT1G17100| Symbols:  | SOUL heme-binding family protein | chr1:5844759-5845532 FORWARDSOUL	not assigned.no ontology	35_1

CUST_2955_PI403524517	2	-0.09368229	-0.24147415	-0.0039310455	0.13782024	0.003931999	0.057287216	35_806	"Cluster: Cytosolic 6-phosphogluconate dehydrogenase; n=8; Poaceae|Rep: Cytosolic 6-phosphogluconate dehydrogenase - Oryza sativa (Rice)"	UniRef90_Q7FRX8	CHR3|COORD:481959..484154| 6-phosphogluconate dehydrogenase family protein, contains Pfam profiles: PF00393 6-phosphogluconate dehydrogenase C-terminal	AT3G02360.1	CHR06V5|COORD:642684..645769|protein 6-phosphogluconate dehydrogenase, decarboxylating, putative, expressed	LOC_Os06g02144.2	no descriptionweakly similar to ( 185)AT3G02360| Symbols:  | 6-phosphogluconate dehydrogenase family protein | chr3:482505-483965 FORWARDnot assigned 6PGD PRK09287 Gnd	OPP.oxidative PP.6-phosphogluconate dehydrogenase	7_1_3

CUST_114170_PI403524517	2	0.30379725	0.33750868	-0.099815845	-0.22823334	0.044024944	-0.044024944	35_32400	"Cluster: Os04g0166000 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os04g0166000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JF37		0	CHR04V5|COORD:4477245..4472141|protein Leucine Rich Repeat family protein, expressed	LOC_Os04g08390.1	no description	not assigned.unknown	35_2

CUST_19397_PI403524517	2	0.044320107	-1.3498278	-0.0014429092	-0.0027313232	0.0014429092	0.03451538	35_5623	"Cluster: Hypothetical protein P0701D05.25; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0701D05.25 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5VQH6	"CHR2V7|COORD:16942005..16945111| similar to Os01g0166800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001042118.1); similar to P0028E10.3 [Oryza sativa"	AT2G40550.1	CHR01V5|COORD:3426456..3422543|protein expressed protein	LOC_Os01g07260.1	"no descriptionmoderately similar to ( 361)AT2G40550| Symbols:  | similar to Os01g0166800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001042118.1); similar to P0028E10.3 [Oryza sativa (japonica cultivar-group)] (GB:BAB39900.1); contains domain gb def: Hypothetical protein At2g40550 (PTHR13489:SF2); contains domain FAMILY NOT NAMED (PTHR13489) | chr2:16942005-16945111 FORWARDnot assigned"	not assigned.unknown	35_2

CUST_9477_PI404877155	2	0.8310275	-0.5871186	-0.41902685	0.75481653	0.41902685	-0.64700794	Contig3221_at	Photosystem I reaction centre subunit N, chloroplast precursor (PSI-N) pir||S35159 photosystem I chain psaN - barley	P31093	photosystem I reaction center subunit PSI-N, chloroplast, putative / PSI-N, putative (PSAN)	At5g64040.1	protein photosystem i reaction centre subunit n, chloroplast precursor (psi-n)	Os12g08770	Photosystem I reaction centre subunit N, chloroplast	PS.lightreaction.photosystem I.PSI polypeptide subunits	1_01_02_02

CUST_13817_PI403524517	2	0.024458885	-0.34804535	-0.07388401	0.027760506	-0.009066582	0.009066582	35_3962	"Cluster: Dihydrolipoyllysine-residue acetyltransferase component 1 of pyruvate dehydrogenase complex, mitochondrial precursor; n=1; Arabidopsis thaliana|Rep:"	UniRef90_Q0WQF7	"CHR3V7|COORD:19371295..19377069| LTA3 (Dihydrolipoamide S-acetyltransferase 3); dihydrolipoyllysine-residue acetyltransferase"	AT3G52200.1	CHR06V5|COORD:17608678..17596789|protein dihydrolipoyllysine-residue acetyltransferase component of pyruvatedehydrogenase complex, mitochondrial	LOC_Os06g30460.2	"no descriptionhighly similar to ( 553)AT3G52200| Symbols: LTA3 | LTA3 (Dihydrolipoamide S-acetyltransferase 3); dihydrolipoyllysine-residue acetyltransferase | chr3:19371295-19377069 FORWARDnot assigned not assigned not assigned PRK11856 AceF PRK11855 2-oxoacid_dh aceF PRK05704 PRK11857 PRK11892 kgd Biotin_lipoyl"	TCA / org. transformation.TCA.pyruvate DH.E2	8_1_1_2

CUST_127236_PI403524517	2	0.24089432	-0.04388714	-0.10202265	0.04388666	-0.2881112	0.10189533	35_35793	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_92269_PI403524517	2	-0.49584436	-0.13392735	0.15352821	0.13200283	0.15738392	-0.13200283	35_26387	"Cluster: Acetylglutamate kinase-like protein; n=3; Oryza sativa|Rep: Acetylglutamate kinase-like protein - Oryza sativa (Rice)"	UniRef90_Q949B4	CHR3V7|COORD:21322141..21323184| aspartate/glutamate/uridylate kinase family protein	AT3G57560.1	CHR04V5|COORD:27344135..27347489|protein acetylglutamate kinase, putative, expressed	LOC_Os04g46460.2	no descriptionvery weakly similar to (71.2)AT3G57560| Symbols:  | aspartate/glutamate/uridylate kinase family protein | chr3:21322141-21323184 REVERSEAAK_NAGK-C	amino acid metabolism.synthesis.glutamate family.arginine.acetylglutamate kinase	13_1_2_3_2

CUST_100508_PI403524517	2	-0.36611366	0.6741133	-0.26215792	0.6580334	0.041737556	-0.041737556	35_28687	"Cluster: GPX12Hv, glutathione peroxidase-like protein; n=9; Poaceae|Rep: GPX12Hv, glutathione peroxidase-like protein - Hordeum vulgare (Barley)"	UniRef90_Q9SME6	"CHR4V7|COORD:7010015..7011324| ATGPX6 (GLUTATHIONE PEROXIDASE 6); glutathione peroxidase"	AT4G11600.1	CHR02V5|COORD:26923846..26926534|protein phospholipid hydroperoxide glutathione peroxidase, putative, expressed	LOC_Os02g44500.1	" no descriptionweakly similar to ( 102)AT4G11600| Symbols: PHGPX, LSC803, ATGPX6 | ATGPX6 (GLUTATHIONE PEROXIDASE 6); glutathione peroxidase | chr4:7010015-7011324 REVERSEvery weakly similar to ( 100)GPX4_CITSIProbable phospholipid hydroperoxide glutathione peroxidase - Citrus sinensis (Sweet orange)not assigned GSH_Peroxidase BtuE "	redox.ascorbate and glutathione.glutathione	21_2_2

CUST_88484_PI403524517	2	0.038559437	-0.0052375793	-0.16807604	0.005238056	-0.2233057	1.6041536	35_25327	"Cluster: Hypothetical protein P0489D11.5; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0489D11.5 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q69MN4	CHR1V7|COORD:28656310..28659430| DNA-binding bromodomain-containing protein	AT1G76380.2	CHR09V5|COORD:21757050..21751268|protein DNA binding protein, putative, expressed	LOC_Os09g37760.1	no descriptionPRK12323 PRK07003	not assigned.unknown	35_2

CUST_64104_PI403524517	2	0.01358223	0.5840149	0.37651443	-0.01358223	-0.06367874	-0.028060913	35_18306	"Cluster: Hypothetical protein OJ1187_E11.16; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1187_E11.16 - Oryza sativa (japonica cultiv"	UniRef90_Q65XC3	CHR4V7|COORD:8304906..8305628| enoyl-CoA hydratase/isomerase family protein	AT4G14430.1	CHR05V5|COORD:26205166..26202501|protein carnitine racemase/ catalytic, putative, expressed	LOC_Os05g45300.1	no descriptionmoderately similar to ( 206)AT4G14430| Symbols:  | enoyl-CoA hydratase/isomerase family protein | chr4:8304906-8305628 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned CaiD ECH PRK07003 PRK06213 PRK08259 PRK07511 Atrophin-1 PRK12678 PRK07659 PRK12323 PRK06143 fadJ PRK07657 PRK08139 PRK06190 PRK07509 PRK08140 PRK07468 PRK06494 PRK07629 PRK07817 PRK07830 PRK06688 PRK03580 APC_basic PRK07510 HPC2 PRK08290 KAR9 fadB PRK07764 DUF1509 Herpes_BLLF1 PRK08138 PRK05869 PRK06144 PRK05870 DUF1421 PRK07827 AF-4 Umbravirus_LDM PRK06127 PRK08252 Pneumo_att_G DUF566 PRK05674 PRK09674 PRK07658 PRK09076 Tymo_45kd_70kd PRK06142 PRK06495 PRK06210 TT_ORF1 PRK09169 PRK05862	amino acid metabolism.degradation.aspartate family.lysine	13_2_3_5

CUST_23739_PI399408534	2	-0.20148373	0.4859891	0.20148373	-0.8727541	-2.4987016	1.6645541	35_29448	Rep: P-type ATPase - Hordeum vulgare (Barley)	UniRef90_Q94IM4	"CHR5V7|COORD:23126955..23134083| ACA8 (AUTOINHIBITED CA2+ -ATPASE, ISOFORM 8); calcium-transporting ATPase/ calmodulin binding"	AT5G57110.1	CHR08V5|COORD:25526882..25519175|protein calcium-transporting ATPase 9, plasma membrane-type, putative, expressed	LOC_Os08g40530.2	" no descriptionweakly similar to ( 184)AT5G57110| Symbols: AT-ACA8 | ACA8 (AUTOINHIBITED CA2+ -ATPASE, ISOFORM 8); calmodulin binding | chr5:23126955-23134083 REVERSEweakly similar to ( 131)ACA2_ORYSAnot assigned not assigned Cation_ATPase_C MgtA "	signalling.calcium	30_3

CUST_6221_PI403524517	2	0.06936836	-0.6958008	-0.1212492	0.0884819	0.037560463	-0.037560463	35_1724	"Cluster: Brix domain-containing protein 1 homolog; n=3; Oryza sativa|Rep: Brix domain-containing protein 1 homolog - Oryza sativa (Rice)"	UniRef90_Q9AWM9	CHR3V7|COORD:8480154..8481880| brix domain-containing protein	AT3G23620.1	CHR01V5|COORD:18469737..18467589|protein brix domain-containing protein 1, putative, expressed	LOC_Os01g33030.1	no descriptionmoderately similar to ( 387)AT3G23620| Symbols:  | brix domain-containing protein | chr3:8480154-8481880 FORWARDhighly similar to ( 526)BXDC1_ORYSAnot assigned RPF2 Brix	protein.synthesis.misc ribososomal protein.BRIX	29_2_2_50

CUST_4828_PI403524517	2	0.029175758	0.66510487	-0.029174805	-0.20498657	-0.19441032	0.07290268	35_1333	"Cluster: Signal recognition particle protein, putative; n=1; Oryza sativa (japonica cultivar-group)|Rep: Signal recognition particle protein, putative - Oryza s"	UniRef90_Q53QG1	"CHR5V7|COORD:1060264..1063256| FFC (FIFTY-FOUR CHLOROPLAST HOMOLOGUE); 7S RNA binding / GTP binding / mRNA binding"	AT5G03940.1	CHR11V5|COORD:2513385..2517849|protein signal recognition particle 54 kDa protein, chloroplast precursor, putative, expressed	LOC_Os11g05556.2	" no descriptionmoderately similar to ( 224)AT5G03940| Symbols: 54CP, CPSRP54, SRP54CP, FFC | FFC (FIFTY-FOUR CHLOROPLAST HOMOLOGUE); 7S RNA binding / GTP binding / mRNA binding | chr5:1060264-1063256 REVERSEvery weakly similar to (57.8)SR542_HORVUSignal recognition particle 54 kDa protein 2 - Hordeum vulgare (Barley)not assigned Ffh PRK10867 SRP_SPB PRK00771 "	protein.targeting.secretory pathway.unspecified	29_3_4_99

CUST_93152_PI403524517	2	0.19046974	-0.14424753	0.14424753	-0.3609953	-1.3455954	3.07343	35_26636	Rep: Glycine-rich protein - Nicotiana tabacum (Common tobacco)	UniRef90_Q08529	"CHR4V7|COORD:866387..868126| similar to glycine-rich protein [Arabidopsis thaliana] (TAIR:AT5G46730.1); similar to fibroin 1a [Deinopis spinosa]"	AT4G01985.1	CHR03V5|COORD:3862749..3862120|protein sulfated surface glycoprotein 185 precursor, putative	LOC_Os03g07640.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned Drf_FH1 PRK06958 FAP Atrophin-1	not assigned.unknown	35_2

CUST_7415_PI403524517	2	0.026634216	-0.20241547	-0.026632309	0.027814865	0.03978157	-0.026632309	35_2061	"Cluster: Nucleolar RNA-binding Nop10p-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Nucleolar RNA-binding Nop10p-like protein - Oryza sativa"	UniRef90_Q6K950	"CHR2V7|COORD:8838978..8839804| EDA27/NOP10 (embryo sac development arrest 27); RNA binding"	AT2G20490.1	CHR02V5|COORD:24569475..24567521|protein h/ACA ribonucleoprotein complex subunit 3-like protein, putative, expressed	LOC_Os02g40514.2	" no descriptionweakly similar to ( 107)AT2G20490| Symbols: NOP10, EDA27 | EDA27/NOP10 (embryo sac development arrest 27); RNA binding | chr2:8838978-8839804 FORWARDnot assigned Nop10p COG2260 "	RNA.RNA binding	27_4

CUST_50762_PI403524517	2	-0.09247589	-0.61044693	0.09247589	0.253973	0.1594286	-0.26500988	35_14483	Rep: Sucrose synthase 2 - Hordeum vulgare (Barley)	UniRef90_P31923	"CHR3V7|COORD:15190192..15193565| SUS4; UDP-glycosyltransferase/ sucrose synthase/ transferase, transferring glycosyl groups"	AT3G43190.1	CHR07V5|COORD:25427944..25433482|protein sucrose synthase 3, putative, expressed	LOC_Os07g42490.2	" no descriptionnearly identical (1219)AT3G43190| Symbols: SUS4 | SUS4; UDP-glycosyltransferase/ sucrose synthase/ transferase, transferring glycosyl groups | chr3:15190192-15193565 REVERSEnearly identical (1640)SUS2_HORVUSucrose synthase 2 - Hordeum vulgare (Barley)not assigned not assigned Sucrose_synth Glycos_transf_1 RfaG "	major CHO metabolism.degradation.sucrose.Susy	2_2_1_5

CUST_149329_PI403524517	2	0.15583706	-0.07691622	0.10400963	-0.040366173	-0.083102226	0.040366173	35_41772	"Cluster: Putative DegP2 protease; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative DegP2 protease - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z806	CHR1V7|COORD:11399903..11405702| actin binding	AT1G31810.1	CHR02V5|COORD:31095320..31090294|protein protease Do-like 9, putative, expressed	LOC_Os02g50880.1	no descriptionnot assigned not assigned not assigned not assigned not assigned PRK07764 PRK12323 Extensin_2	not assigned.unknown	35_2

CUST_12452_PI403524517	2	0.01606369	0.78591824	-0.016062737	-0.5961027	-0.028390884	0.07016182	35_3548	"Cluster: Os01g0183800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0183800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JQ35	CHR3V7|COORD:20945794..20946996| F-box family protein	AT3G56470.1	CHR01V5|COORD:4430891..4434773|protein F-box domain containing protein, expressed	LOC_Os01g08830.1	"no descriptionvery weakly similar to (51.2)AT1G68960| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G03390.1); contains InterPro domain Protein of unknown function DUF295; (InterPro:IPR005174) | chr1:25933606-25934806 FORWARDDUF295"	not assigned.unknown	35_2

CUST_21518_PI403524517	2	-0.21857834	-0.39201832	0.7166786	0.53982973	0.21857834	-0.2862816	35_6244	"Cluster: Hypothetical protein P0512C01.48; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0512C01.48 - Oryza sativa (japonica cultivar-g"	UniRef90_Q8LR39	CHR5V7|COORD:2575153..2576771| glycerophosphoryl diester phosphodiesterase family protein	AT5G08030.1	CHR01V5|COORD:32457434..32463852|protein glycerophosphoryl diester phosphodiesterase precursor, putative, expressed	LOC_Os01g55780.1	no descriptionmoderately similar to ( 285)AT5G08030| Symbols:  | glycerophosphoryl diester phosphodiesterase family protein | chr5:2575153-2576771 REVERSEnot assigned glpQ GDPD UgpQ	lipid metabolism.lipid degradation.lysophospholipases.glycerophosphodiester phosphodiesterase	11_9_3_3

CUST_96549_PI403524517	2	-0.1639266	0.88756704	0.44387817	-0.36784077	-1.0420051	0.16392708	35_27576	"Cluster: Putative glutathione-S-transferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative glutathione-S-transferase - Oryza sativa (japonica"	UniRef90_Q65XF1	"CHR3V7|COORD:23228401..23229222| ATGSTF13 (Arabidopsis thaliana Glutathione S-transferase (class phi) 13); glutathione transferase"	AT3G62760.1	CHR05V5|COORD:2774453..2775564|protein glutathione S-transferase GSTF1, putative, expressed	LOC_Os05g05620.1	"no descriptionweakly similar to ( 150)AT3G62760| Symbols: ATGSTF13 | ATGSTF13 (Arabidopsis thaliana Glutathione S-transferase (class phi) 13); glutathione transferase | chr3:23228401-23229222 REVERSEweakly similar to ( 177)GSTH1_ORYSAnot assigned not assigned GST_C_Phi Gst GST_N_Phi GST_N_GTT1_like GST_N_Theta GST_N_4 GST_N_Ure2p_like GST_C_family GST_N_family GST_N GST_N_Zeta GST_C GST_N_2"	misc.glutathione S transferases	26_9

CUST_131197_PI403524517	2	0.047768593	-0.64700603	-0.011423111	0.011423111	-0.030525208	0.068673134	35_36849	"Cluster: OSJNBa0040D17.11 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0040D17.11 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XML6		0	CHR04V5|COORD:6436053..6434593|protein F-box domain containing protein, expressed	LOC_Os04g11790.1	no description	not assigned.unknown	35_2

CUST_177497_PI403524517	2	-4.3201447E-4	-0.46042252	0.12339687	4.3201447E-4	-0.01636219	0.036175728	35_49373	"Cluster: Putative Ubiquitin ligase SINAT5; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Ubiquitin ligase SINAT5 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6KAC3	CHR5V7|COORD:21665711..21666495| seven in absentia (SINA) family protein	AT5G53360.1	CHR02V5|COORD:11161165..11156869|protein ubiquitin ligase SINAT4, putative, expressed	LOC_Os02g19140.1	no descriptionweakly similar to ( 114)AT5G53360| Symbols:  | seven in absentia (SINA) family protein | chr5:21665711-21666495 FORWARDnot assigned Sina Sina	development.unspecified	33_99

CUST_22166_PI403524517	2	-0.17708445	-0.41001034	0.18210459	0.36302662	-0.5808649	0.17708445	35_6442	"Cluster: Putative nicotinate phosphoribosyltransferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative nicotinate phosphoribosyltransferase - Oryza s"	UniRef90_Q851M0	CHR2V7|COORD:9978899..9981989| nicotinate phosphoribosyltransferase family protein / NAPRTase family protein	AT2G23420.1	CHR04V5|COORD:21123052..21130869|protein nicotinate phosphoribosyltransferase-like protein, putative, expressed	LOC_Os04g35060.1	no descriptionmoderately similar to ( 252)AT2G23420| Symbols:  | nicotinate phosphoribosyltransferase family protein / NAPRTase family protein | chr2:9978899-9981989 FORWARDnot assigned PRK09243 PRK12484	not assigned.no ontology	35_1

CUST_19190_PI404877155	2	-0.07203674	-0.43620682	-0.018917084	0.018917084	0.1708641	0.087542534	rbaal0c08_s_at	unnamed protein product [Oryza sativa (japonica cultivar-group)]	NP_912925.1	GDP dissociation inhibitor family protein / Rab GTPase activator family protein	At3g06540.1	protein GDP dissociation inhibitor, putative	Os01g16350	NONE	signalling.G-proteins	30_5

CUST_4330_PI403524517	2	0.028829575	0.12570953	-0.013302803	0.004486084	-0.0044851303	-0.024490356	35_1197	"Cluster: Putative SSR alpha subunit; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative SSR alpha subunit - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5Z9P6	CHR2V7|COORD:9075509..9077288| translocon-associated protein alpha (TRAP alpha) family protein	AT2G21160.1	CHR06V5|COORD:30370095..30373535|protein translocon-associated protein alpha subunit precursor, putative, expressed	LOC_Os06g50154.1	no descriptionweakly similar to ( 125)AT2G21160| Symbols:  | translocon-associated protein alpha (TRAP alpha) family protein | chr2:9075509-9077391 FORWARDnot assigned TRAP_alpha RhaT DUF6	development.unspecified	33_99

CUST_68605_PI403524517	2	-0.41283417	-2.2173538	0.35018063	0.37819386	0.6434612	-0.35017967	35_19624	"Cluster: Putative hydroxycinnamoyl CoA quinate transferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative hydroxycinnamoyl CoA quinate transferase -"	UniRef90_Q5SMM8	CHR5V7|COORD:19853880..19855318| transferase family protein	AT5G48930.1	CHR06V5|COORD:4267970..4269772|protein anthranilate N-benzoyltransferase protein 1, putative, expressed	LOC_Os06g08580.1	no descriptionweakly similar to ( 118)AT5G48930| Symbols: HCT | transferase family protein | chr5:19853880-19855318 REVERSEvery weakly similar to ( 100)HCBT1_DIACAAnthranilate N-benzoyltransferase protein 1 - Dianthus caryophyllus (Carnation) (Clove pink)Transferase PRK07764 PRK12323	secondary metabolism.phenylpropanoids.lignin biosynthesis.HCT	16_2_1_4

CUST_83224_PI403524517	2	-0.016736984	0.42332268	0.016737938	-0.1257143	-0.19132614	0.42815685	35_23860	Rep: T6D22.10 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q9LN06	CHR1V7|COORD:2490951..2491919| unknown protein	AT1G08030.1	CHR06V5|COORD:2965770..2972191|protein expressed protein	LOC_Os06g06370.1	no descriptionweakly similar to ( 135)AT1G08030| Symbols:  | unknown protein | chr1:2490951-2491919 REVERSEnot assigned not assigned not assigned Tymo_45kd_70kd PRK12323	not assigned.unknown	35_2

CUST_14780_PI403524517	2	-0.10623264	0.21789074	-0.14686298	-0.05225563	0.13155842	0.05225563	35_4256	"Cluster: Expressed protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2RBP2	CHR2V7|COORD:12783678..12786861| heat shock protein-related	AT2G29970.1	CHR11V5|COORD:193178..198385|protein expressed protein	LOC_Os11g01330.1	no descriptionweakly similar to ( 144)AT2G29970| Symbols:  | heat shock protein-related | chr2:12783678-12786861 FORWARDvery weakly similar to (51.2)HS101_ORYSAnot assigned clpA AAA_2 clpC	stress.abiotic.heat	20_2_1

CUST_10433_PI403524517	2	0.088775635	-0.06981087	-0.0012798309	0.0012807846	0.0366745	-0.0028572083	35_2944	"Cluster: ABC1 family protein kinase-like protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: ABC1 family protein kinase-like protein - Oryza sativa (japon"	UniRef90_Q8H2L4	CHR5V7|COORD:1544207..1547083| ABC1 family protein	AT5G05200.1	CHR07V5|COORD:7156322..7151118|protein ubiquinone biosynthesis protein ubiB, putative, expressed	LOC_Os07g12530.1	no descriptionhighly similar to ( 699)AT5G05200| Symbols:  | ABC1 family protein | chr5:1544207-1547083 REVERSEnot assigned not assigned not assigned AarF ubiB ABC1	not assigned.no ontology.ABC1 family protein	35_1_1

CUST_69083_PI403524517	2	-0.38778782	0.14514732	0.24446869	0.18649769	-0.22680664	-0.14514828	35_19765	"Cluster: Hypothetical protein OJ1393_A07.16; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1393_A07.16 - Oryza sativa (japonica cultiv"	UniRef90_Q6L583	"CHR5V7|COORD:20533608..20535659| ATEXO70F1 (exocyst subunit EXO70 family protein F1); protein binding"	AT5G50380.1	CHR05V5|COORD:17670490..17672325|protein expressed protein	LOC_Os05g30640.1	"no descriptionvery weakly similar to (80.1)AT1G07725| Symbols: ATEXO70H6 | ATEXO70H6 (exocyst subunit EXO70 family protein H6); protein binding | chr1:2395246-2397093 REVERSEnot assigned Exo70"	not assigned.no ontology	35_1

CUST_79058_PI403524517	2	0.19891405	-0.3771143	-0.008752346	0.20341349	0.008752346	-0.2269082	35_22677	"Cluster: Expressed protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q109I2	0	0	CHR10V5|COORD:18121413..18124858|protein csAtPR5, putative, expressed	LOC_Os10g34614.2	no description	not assigned.unknown	35_2

CUST_12997_PI404877155	2	-0.010183334	0.25933456	0.04919815	-0.01878643	0.010182381	-0.049404144	Contig6727_at	dehydration-responsive AP2 domain transcriptional activator [Hordeum vulgare]	AAO27885.1	DRE-binding protein (DREB2A)	At5g05410.1	protein AP2 transcriptional activator DRF1.3	Os05g27930	AP2 transcriptional activator DRF1.1/0.5_DREB2A T02646	RNA.regulation of transcription.AP2/EREBP, APETALA2/Ethylene-responsive element binding protein family	27_3_03

CUST_16281_PI399408534	2	0.04964733	0.31118774	0.018158436	-0.018158913	-0.03853464	-0.023484707	35_11147	"Cluster: Hypothetical protein OSJNBa0093I09.15; n=2; Oryza sativa|Rep: Hypothetical protein OSJNBa0093I09.15 - Oryza sativa (Rice)"	UniRef90_Q8S781	"CHR2|COORD:15576065..15580805| similar to leucine-rich repeat family protein / protein kinase family protein [Arabidopsis thaliana] (TAIR:At1g67720.1); similar"	AT2G37050.3	CHR10V5|COORD:8724963..8726138|protein OsWAK114 - OsWAK receptor-like cytoplasmic kinase (OsWAK-RLCK)	LOC_Os10g17910.1	" no descriptionvery weakly similar to (73.2)AT2G37050| Symbols:  | similar to leucine-rich repeat family protein / protein kinase family protein [Arabidopsis thaliana] (TAIR:AT1G67720.1); similar to leucine-rich repeat family protein, putative, expressed [Oryza sativa (japonica cultivar-group)] (GB:ABA95578.2); similar to leucine-rich repeat family protein, putative, expressed [Oryza sativa (japonica cultivar-group)] (GB:ABA91110.1); similar to Os11g0102900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001065520.1); contains InterPro domain Serine/threonine protein kinase; (InterPro:IPR002290); contains InterPro domain Protein kinase-like; (InterPro:IPR011009); contains InterPro domain Leucine-rich repeat; (InterPro:IPR001611); contains InterPro domain Protein kinase; (InterPro:IPR000719); contains InterPro domain Tyrosine protein kinase; (InterPro:IPR001245); contains InterPro domain Leucine-rich repeat, plant specific; (InterPro:IPR007090); contains InterPro domain Serine/threonine protein kinase, active site; (InterPro:IPR008271) | chr2:15576369-15580556 FORWARDvery weakly similar to (54.3)CRI4_MAIZEPutative receptor protein kinase CRINKLY4 precursor - Zea mays (Maize)not assigned "	signalling.receptor kinases.misc	30_2_99

CUST_16675_PI403524517	2	0.15913963	-1.0574007	-0.12841034	-0.0053577423	0.034573555	0.0053577423	35_4814	"Cluster: Hypothetical protein OSJNBa0040E17.29; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0040E17.29 - Oryza sativa (japonica"	UniRef90_Q8LMV1	CHR1V7|COORD:352842..354845| nitroreductase family protein	AT1G02020.1	CHR10V5|COORD:6052699..6055864|protein oxidoreductase acting on NADH or NADPH nitrogenous group as acceptor, putative, expressed	LOC_Os10g11340.1	no descriptionweakly similar to ( 187)AT1G02020| Symbols:  | nitroreductase family protein | chr1:353214-354845 REVERSEmcbC-like_oxidoreductase	N-metabolism.misc	12_4

CUST_10828_PI403524517	2	-0.03439045	0.36398697	0.036888123	-0.11472416	0.03439045	-0.07050896	35_3057	Rep: G1/S-specific cyclin C-type - Oryza sativa (Rice)	UniRef90_P93411	CHR5V7|COORD:19738889..19740426| cyclin family protein	AT5G48630.1	CHR09V5|COORD:19498549..19502723|protein cyclin-C, putative, expressed	LOC_Os09g32680.1	no descriptionmoderately similar to ( 335)AT5G48630| Symbols:  | cyclin family protein | chr5:19738889-19740426 REVERSEmoderately similar to ( 477)CCNC_ORYSAnot assigned not assigned not assigned not assigned not assigned CCL1 Cyclin_N CYCLIN CYCLIN	cell.cycle	31_3

CUST_53544_PI403524517	2	-0.30342627	-1.225944	0.10797548	0.47495794	-0.10797596	1.676424	35_15230	"Cluster: Photosystem I reaction center subunit IV, chloroplast precursor; n=1; Hordeum vulgare|Rep: Photosystem I reaction center subunit IV, chloroplast"	UniRef90_P13194	CHR2V7|COORD:8743861..8744725| PSAE-2 (photosystem I subunit E-2)	AT2G20260.1	CHR07V5|COORD:14531610..14532692|protein photosystem I reaction center subunit IV A, chloroplast precursor, putative, expressed	LOC_Os07g25430.1	 no descriptionvery weakly similar to ( 100)AT2G20260| Symbols: PSAE-2 | PSAE-2 (photosystem I subunit E-2) | chr2:8743861-8744725 FORWARDweakly similar to ( 177)PSAE_HORVUPhotosystem I reaction center subunit IV, chloroplast precursor - Hordeum vulgare (Barley)not assigned PSI_PsaE psaE PRK02749 	PS.lightreaction.photosystem I.PSI polypeptide subunits	1_1_2_2

CUST_142737_PI403524517	2	0.18661356	-0.18661356	-0.7632494	0.19792414	-0.27599382	3.2468896	35_40002	"Cluster: Os01g0264000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0264000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JNV4		0	CHR01V5|COORD:8949514..8946051|protein expressed protein	LOC_Os01g15900.1	no description	not assigned.unknown	35_2

CUST_63096_PI403524517	2	-0.07792473	0.53248024	0.04847908	-0.124528885	0.016804695	-0.016804695	35_18003	"Cluster: Vesicle transport v-SNARE (Vesicle soluble NSF attachment protein receptor) protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Vesicle tran"	UniRef90_Q8S9S2	"CHR5V7|COORD:15839263..15840819| VTI11 (VESICLE TRANSPORT V-SNARE 11, vesicle transport v-SNARE 11); receptor"	AT5G39510.1	CHR01V5|COORD:21602465..21605661|protein vesicle transport v-SNARE 13, putative, expressed	LOC_Os01g37980.1	" no descriptionmoderately similar to ( 269)AT5G39510| Symbols: VTI11, ATVTI1A, ATVTI11, ZIG, SGR4, VTI1A | VTI11 (VESICLE TRANSPORT V-SNARE 11, vesicle transport v-SNARE 11); receptor | chr5:15839263-15840819 FORWARDnot assigned not assigned not assigned V-SNARE "	cell. vesicle transport	31_4

CUST_104248_PI403524517	2	-0.12622261	0.17804432	-0.045262337	-0.04129696	0.075912476	0.04129696	35_29708	"Cluster: Hypothetical protein P0678F11.22-2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0678F11.22-2 - Oryza sativa (japonica"	UniRef90_Q5JLM3	CHR5V7|COORD:19748801..19749712| zinc finger (C3HC4-type RING finger) family protein	AT5G48655.1	CHR01V5|COORD:40442758..40447963|protein ubiquitin-protein ligase/ zinc ion binding protein, putative, expressed	LOC_Os01g69040.1	no descriptionvery weakly similar to (71.2)AT5G48655| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr5:19748801-19749712 REVERSEnot assigned not assigned not assigned RING	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_57016_PI403524517	2	0.34959412	-1.8062725	-0.7581425	0.45684528	-0.0056877136	0.0056877136	35_16249	"Cluster: Stress-related protein-like protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Stress-related protein-like protein - Oryza sativa (japonica"	UniRef90_Q84PD3	CHR3V7|COORD:1593546..1594808| rubber elongation factor (REF) family protein	AT3G05500.1	CHR07V5|COORD:28408847..28411462|protein stress-related protein, putative, expressed	LOC_Os07g47510.1	no descriptionweakly similar to ( 183)AT3G05500| Symbols:  | rubber elongation factor (REF) family protein | chr3:1593546-1594808 FORWARDweakly similar to ( 158)Y5940_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned REF PRK07764 PRK12678 PRK12323 infB Tymo_45kd_70kd PRK07003 APC_basic	not assigned.no ontology	35_1

CUST_97578_PI403524517	2	-0.045625687	0.55221033	0.0849781	-0.2739048	-0.5136919	0.045625687	35_27864	"Cluster: Os07g0665700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os07g0665700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D3U2	0	0	CHR07V5|COORD:28107892..28099587|protein expressed protein	LOC_Os07g47030.1	no description	not assigned.unknown	35_2

CUST_8572_PI403524517	2	0.116147995	-0.107746124	0.03204727	-0.032048225	-0.07513237	0.063939095	35_2398	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10SV0	CHR5V7|COORD:15457074..15460237| protein kinase family protein	AT5G38560.1	CHR03V5|COORD:577265..578305|protein expressed protein	LOC_Os03g01960.1	"no descriptionvery weakly similar to (59.3)AT1G65720| Symbols:  | similar to Os03g0110300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001048714.1); similar to Unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAN61478.1) | chr1:24444134-24444676 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07003 Atrophin-1 Extensin_2 TT_ORF1 HPC2 AF-4 Herpes_BLLF1 Tymo_45kd_70kd PRK07764 DUF566 PRK05648 DUF1421 PRK12678 Pneumo_att_G KAR9 infB Drf_FH1 DUF1509 MAP65_ASE1 GRASP55_65 APC_basic DUF1777 Protamine_P1 PRK09169 PRK00708 DAG1 Syndecan FAP PRK08853 PRK12372 Gag_spuma IER PRK08770 Metaviral_G Totivirus_coat DUF605 PRK11901 Herpes_TAF50 TonB PRK10263 DamX"	not assigned.unknown	35_2

CUST_32798_PI403524517	2	0.14853191	0.20546532	-0.05936718	-0.050237656	-0.054156303	0.050236702	35_9452	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_16204_PI403524517	2	0.045215607	0.15495491	-0.045215607	-0.16143227	0.13242626	-0.21032715	35_4672	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_515_PI403524517	2	0.0018482208	-0.05915451	-0.010484695	0.029218674	0.07365799	-0.0018482208	35_134	Rep: 60s ribosomal protein L21 - Triticum aestivum (Wheat)	UniRef90_Q7XYC9	CHR1V7|COORD:21359232..21360029| 60S ribosomal protein L21 (RPL21E)	AT1G57660.1	CHR10V5|COORD:16856462..16854922|protein 60S ribosomal protein L21, putative, expressed	LOC_Os10g32820.1	no descriptionmoderately similar to ( 298)AT1G57860| Symbols:  | 60S ribosomal protein L21 | chr1:21433699-21434492 REVERSEnot assigned not assigned not assigned Ribosomal_L21e RPL21A PRK04306 ABC_Rad50	protein.synthesis.misc ribososomal protein	29_2_2

CUST_106098_PI403524517	2	0.20640421	0.050868034	-0.21984816	-0.056042194	-0.050868034	1.1314301	35_30202	"Cluster: Os08g0551200 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os08g0551200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J3V2	"CHR2V7|COORD:7450448..7453051| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G35240.1); similar to Os09g0547300 [Oryza sativa (japonica cultivar-gr"	AT2G17110.1	CHR08V5|COORD:27502139..27506192|protein expressed protein	LOC_Os08g43730.1	"no descriptionvery weakly similar to (84.0)AT2G17110| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G35240.1); similar to Os09g0547300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001063849.1); similar to bzip-related transcription factor -like [Oryza sativa (japonica cultivar-group)] (GB:BAD46467.1); contains InterPro domain Protein of unknown function DUF632; (InterPro:IPR006867); contains InterPro domain Protein of unknown function DUF630; (InterPro:IPR006868) | chr2:7450448-7453051 REVERSEDUF632"	not assigned.unknown	35_2

CUST_2498_PI403524517	2	0.050358772	0.33587456	0.013872147	-0.17230797	-0.16555882	-0.013871193	35_679	"Cluster: Hypothetical protein P0686E09.33; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0686E09.33 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5ZDI4	0	0	CHR01V5|COORD:24903707..24902574|protein 3-5 exonuclease eri-1, putative, expressed	LOC_Os01g43080.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_7549_PI403524517	2	-0.0069789886	0.13306236	-0.06662464	0.0043992996	0.02835846	-0.004398346	35_2101	Rep: Acetolactate synthase - Lolium multiflorum (Italian ryegrass) (Lolium perenne subsp.multiflorum)	UniRef90_Q9FUD0	CHR3V7|COORD:18012515..18014527| CSR1 (CHLORSULFURON/IMIDAZOLINONE RESISTANT 1)	AT3G48560.1	CHR02V5|COORD:18230156..18232502|protein acetolactate synthase III, chloroplast precursor, putative, expressed	LOC_Os02g30630.2	 no descriptionhighly similar to ( 890)AT3G48560| Symbols: ALS, AHAS, TZP5, IMR1, CSR1 | CSR1 (CHLORSULFURON/IMIDAZOLINONE RESISTANT 1) | chr3:18012515-18014527 REVERSEnearly identical (1080)ILV1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK08978 PRK07789 IlvB PRK07418 PRK06048 PRK08155 PRK09107 PRK08527 PRK07710 ilvB PRK06725 PRK06276 PRK06466 PRK07282 PRK08979 PRK06965 PRK07979 PRK06882 PRK06456 PRK11269 PRK08322 PRK08199 COG3960 TPP_AHAS PRK07524 PRK08617 PRK06457 PRK08266 PRK08611 PRK09124 PRK07064 PRK06546 PRK06112 TPP_enzyme_N PRK07525 PRK08273 COG3962 PRK05858 PRK09259 TPP_enzyme_M PRK08327 TPP_enzyme_C PRK06154 PRK07092 TPP_enzymes COG3961 TPP_POX PRK07586 TPP_BFDC TPP_ALS PRK12474 TPP_BZL_OCoD_HPCL TPP_Gcl PRK07449 MenD TPP_Xsc_like TPP_IolD TT_ORF1 TPP_PDC_IPDC PRK12323 TPP_PpyrDC TPP_IOR_alpha PRK06163 PRK07003 TPP_ComE TPP_SHCHC_synthase PRK07764 	amino acid metabolism.synthesis.branched chain group.common	13_1_4_1

CUST_29303_PI403524517	2	0.06627846	0.18238258	-0.06627846	-0.3311634	0.3427601	-0.108971596	35_8467	"Cluster: Nuclear pore protein 84/107 containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Nuclear pore protein 84/107 containing prot"	UniRef90_Q2R0I9	"CHR3V7|COORD:4678000..4685462| similar to Nuclear pore complex, rNup107 component (sc Nup84) (ISS) [Ostreococcus tauri] (GB:CAL50524.1); similar to Os11g0643700"	AT3G14120.2	CHR11V5|COORD:25026877..25036111|protein nuclear pore protein 84 / 107 containing protein, expressed	LOC_Os11g42420.2	no description	not assigned.unknown	35_2

CUST_31406_PI399408534	2	0.24561024	-0.5456667	-0.29794598	0.2255001	-0.0043497086	0.0043497086	35_1089	Rep: Radc1 - Oryza sativa (japonica cultivar-group)	UniRef90_Q6F4N5	CHR1V7|COORD:3157543..3158962| chloroplast nucleoid DNA-binding protein-related	AT1G09750.1	CHR03V5|COORD:4520473..4522224|protein aspartic proteinase nepenthesin-1 precursor, putative, expressed	LOC_Os03g08790.1	no descriptionmoderately similar to ( 338)AT1G09750| Symbols:  | chloroplast nucleoid DNA-binding protein-related | chr1:3157543-3158962 FORWARDvery weakly similar to (54.7)7SBG2_SOYBNBasic 7S globulin 2 precursor - Glycine max (Soybean)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07003 Atrophin-1 DUF1421 PRK07764 Extensin_2 DAG1 PRK12678 AF-4 GRASP55_65 Tymo_45kd_70kd Herpes_BLLF1 PRK05648 Asp HPC2 Drf_FH1 DUF566 APC_basic TT_ORF1 DUF1509 CTF_NFI Pneumo_att_G PRK08853 KAR9 Herpes_TAF50 DUF605 FAP PRK10819 PRK10905 Gag_spuma Herpes_DNAp_acc DamX PRK09169 Herpes_UL32 IER	RNA.regulation of transcription.unclassified	27_3_99

CUST_6423_PI403524517	2	-0.042414665	-1.1867781	0.031676292	0.060577393	0.14215374	-0.031677246	35_1781	"Cluster: Os01g0565900 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0565900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JLV5	"CHR3|COORD:22385938..22386840| sec61beta family protein, similar to SP:P52870 Protein transport protein SEC61 beta 1 subunit {Saccharomyces cerevisiae};"	AT3G60540.2	CHR01V5|COORD:21958028..21959974|protein protein transport protein Sec61 beta subunit, putative, expressed	LOC_Os01g38510.1	no descriptionvery weakly similar to (67.8)AT3G60540| Symbols:  | sec61beta family protein | chr3:22386107-22386352 REVERSEnot assigned Sec61_beta	protein.targeting.secretory pathway.unspecified	29_3_4_99

CUST_64117_PI403524517	2	0.20621014	-0.040291786	-0.13153076	-0.1743021	0.22173977	0.040291786	35_18310	"Cluster: Putative Transcription initiation factor IIE, beta subunit; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Transcription initiation"	UniRef90_Q8RU47	CHR4V7|COORD:10982694..10984050| transcription initiation factor-related	AT4G20330.1	CHR10V5|COORD:13025948..13021567|protein transcription initiation factor IIE beta subunit, putative, expressed	LOC_Os10g25770.2	no descriptionmoderately similar to ( 300)AT4G20330| Symbols:  | transcription initiation factor-related | chr4:10982694-10984050 REVERSEnot assigned TFA2	RNA.transcription	27_2

CUST_10506_PI403524517	2	0.16281891	-0.5558195	-0.26686668	0.093922615	0.1801672	-0.093922615	35_2965	"Cluster: 6-phosphogluconate dehydrogenase, decarboxylating, putative, expressed; n=3; Poaceae|Rep: 6-phosphogluconate dehydrogenase, decarboxylating,"	UniRef90_Q2R480	CHR1V7|COORD:23829212..23830675| 6-phosphogluconate dehydrogenase family protein	AT1G64190.1	CHR11V5|COORD:16561667..16563558|protein 6-phosphogluconate dehydrogenase, decarboxylating, putative, expressed	LOC_Os11g29400.1	no descriptionhighly similar to ( 590)AT1G64190| Symbols:  | 6-phosphogluconate dehydrogenase family protein | chr1:23829212-23830675 REVERSEnot assigned not assigned PRK09287 Gnd 6PGD PRK09599 Gnd PRK12490 NAD_binding_2 MmsB	OPP.oxidative PP.6-phosphogluconate dehydrogenase	7_1_3

CUST_87262_PI403524517	2	0.27177	0.3001032	0.2068677	-0.20686722	-0.7353616	-0.28696823	35_24986	"Cluster: Putative far-red impaired response protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative far-red impaired response"	UniRef90_Q6K4T2	0	0	CHR02V5|COORD:10692548..10696750|protein transposon protein, putative, unclassified, expressed	LOC_Os02g18370.1	no description	not assigned.unknown	35_2

CUST_95757_PI403524517	2	0.06406307	0.10260773	-0.044508934	-0.15211296	-0.06274414	0.044508934	35_27364	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_27844_PI403524517	2	0.3383999	0.6338787	0.021803856	-0.3144884	-0.21683979	-0.021803856	35_8052	"Cluster: Loricrin-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Loricrin-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K246	"CHR1V7|COORD:23807732..23809672| similar to loricrin-related [Arabidopsis thaliana] (TAIR:AT5G64550.1); similar to Os01g0621900 [Oryza"	AT1G64140.1	CHR02V5|COORD:8989569..8984540|protein expressed protein	LOC_Os02g15880.2	"no descriptionmoderately similar to ( 488)AT1G64140| Symbols:  | similar to loricrin-related [Arabidopsis thaliana] (TAIR:AT5G64550.1); similar to Os01g0621900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001043607.1); similar to loricrin-like [Oryza sativa (japonica cultivar-group)] (GB:BAD20066.1) | chr1:23807732-23809672 REVERSEvery weakly similar to (53.9)EXTN_TOBACExtensin precursor - Nicotiana tabacum (Common tobacco)not assigned not assigned not assigned Atrophin-1 Extensin_2"	not assigned.no ontology	35_1

CUST_16125_PI403524517	2	0.04636383	-0.23236942	-0.054218292	0.022676468	-0.022676468	0.05752468	35_4651	"Cluster: Putative secretory carrier membrane protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative secretory carrier membrane protein - Oryza sativ"	UniRef90_Q6Z8F5	CHR1V7|COORD:11528596..11530954| secretory carrier membrane protein (SCAMP) family protein	AT1G32050.1	CHR02V5|COORD:28690809..28694982|protein SCAMP37, putative, expressed	LOC_Os02g47010.1	no descriptionmoderately similar to ( 359)AT1G32050| Symbols:  | secretory carrier membrane protein (SCAMP) family protein | chr1:11528596-11530954 FORWARDnot assigned SCAMP	transport.misc	34_99

CUST_48413_PI403524517	2	0.03566742	0.2729683	-0.3495474	-0.03566742	-0.3979807	0.20747375	35_13834	Rep: Ubiquitin - Glycine max (Soybean)	UniRef90_Q9S7H2	"CHR5V7|COORD:6973317..6974465| UBQ4 (ubiquitin 4); protein binding"	AT5G20620.1	CHR04V5|COORD:31743477..31746245|protein polyubiquitin OUB2, putative, expressed	LOC_Os04g53620.1	"no descriptionmoderately similar to ( 442)AT5G03240| Symbols: UBQ3 | UBQ3 (POLYUBIQUITIN 3); protein binding | chr5:771975-772895 REVERSEweakly similar to ( 150)UBIQ_WHEATUbiquitin - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Ubiquitin ubiquitin UBQ Nedd8 UBL AN1_N RAD23_N Scythe_N UBQ parkin_N Fubi GDX_N SF3a120_C NIRF_N ISG15_repeat2 DUF566 UBI4 Tymo_45kd_70kd hPLIC_N"	protein.degradation.ubiquitin.ubiquitin	29_5_11_1

CUST_161913_PI403524517	2	-0.04224968	0.25922298	0.03900528	-0.13653946	0.009953499	-0.0099544525	35_45164	Rep: Hypothetical protein - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q8LD83	"CHR1V7|COORD:18222529..18222753| contains InterPro domain Prefoldin; (InterPro:IPR009053)"	AT1G49245.1	CHR07V5|COORD:15620287..15616636|protein expressed protein	LOC_Os07g26974.1	"no descriptionvery weakly similar to (55.5)AT1G49245| Symbols:  | contains InterPro domain Prefoldin; (InterPro:IPR009053) | chr1:18222529-18222753 FORWARD"	not assigned.unknown	35_2

CUST_41543_PI403524517	2	0.011836052	-0.5921087	-0.011836052	0.10264301	0.21018124	-0.060935974	35_11939	"Cluster: Os05g0565500 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0565500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DFX0	CHR1V7|COORD:26835997..26836953| 6-phosphogluconate dehydrogenase NAD-binding domain-containing protein	AT1G71180.1	CHR05V5|COORD:28049945..28048974|protein expressed protein	LOC_Os05g49070.1	no descriptionvery weakly similar to (79.0)AT4G29120| Symbols:  | 6-phosphogluconate dehydrogenase NAD-binding domain-containing protein | chr4:14350867-14351871 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned NAD_binding_2 MmsB garR PRK09599 Gnd TT_ORF1 PRK12490 Gag_spuma PRK07003 PRK12323 F420_oxidored DUF1777 PRK07764	OPP.oxidative PP.6-phosphogluconate dehydrogenase	7_1_3

CUST_17332_PI403524517	2	0.112187386	0.24846935	-0.05710888	0.0050649643	-0.050026894	-0.0050649643	35_5007	"Cluster: Os01g0656600 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0656600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JKQ8	CHR2V7|COORD:13005406..13007149| kinase interacting family protein	AT2G30500.1	CHR01V5|COORD:27033006..27026041|protein viral A-type inclusion protein repeat containing protein, expressed	LOC_Os01g46810.1	no descriptionvery weakly similar to (58.5)AT2G30500| Symbols:  | kinase interacting family protein | chr2:13005406-13007149 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Smc SbcC PRK03918 PRK04778	protein.postranslational modification	29_4

CUST_22204_PI399408534	2	0.30005646	-0.1589613	0.023335457	1.6212463E-4	-1.6307831E-4	-0.040060997	35_38803	Rep: Zinc finger, U1-type - Medicago truncatula (Barrel medic)	UniRef90_Q1SPF0	CHR5V7|COORD:1862624..1866299| splicing factor-related	AT5G06160.1	CHR03V5|COORD:28994738..28988466|protein splicing factor 3A subunit 3, putative, expressed	LOC_Os03g50850.1	no descriptionweakly similar to ( 107)AT5G06160| Symbols:  | splicing factor-related | chr5:1862624-1866299 REVERSEnot assigned PRP9	RNA.processing.splicing	27_1_1

CUST_27573_PI403524517	2	0.23058605	-0.09746122	0.102249146	-0.2006855	0.0974617	-0.21114445	35_7978	"Cluster: Hypothetical protein OSJNBa0073E05.18; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0073E05.18 - Oryza sativa (japonica"	UniRef90_Q60E58	CHR4V7|COORD:7758606..7760888| leucine-rich repeat family protein / extensin family protein	AT4G13340.1	CHR05V5|COORD:18713284..18718949|protein expressed protein	LOC_Os05g32230.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07764 PRK07003 Atrophin-1 PRK05648 Extensin_2 Drf_FH1 GRASP55_65 Gag_spuma PRK12678 PRK10819 Tymo_45kd_70kd DUF605 DUF1421 Trypan_PARP Protamine_P1 PRK06958 HPC2	not assigned.unknown	35_2

CUST_136630_PI403524517	2	-0.0014252663	0.0014252663	-0.36656523	0.583488	-1.0717406	2.784206	35_38317	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_6719_PI399408534	2	0.09901762	-0.20577145	-0.02285099	-0.24664736	0.02285099	0.51837826	35_9466	"Cluster: Hypothetical protein P0468B07.33; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0468B07.33 - Oryza sativa (japonica cultivar-g"	UniRef90_Q8S1Z0	CHR4V7|COORD:17626253..17628848| ribonuclease III family protein	AT4G37510.1	CHR01V5|COORD:34743837..34739702|protein RNA binding protein, putative, expressed	LOC_Os01g59510.1	no descriptionmoderately similar to ( 338)AT4G37510| Symbols:  | ribonuclease III family protein | chr4:17626253-17628848 REVERSERIBOc RIBOc Ribonuclease_3 Rnc	RNA.processing.ribonucleases	27_1_19

CUST_8746_PI404877155	2	-1.1063423	-0.5113716	0.65754604	-0.05383396	0.32725143	0.053834915	Contig26139_at	Putative calmodulin-like protein [Oryza sativa]	AAK52557.1	caltractin / centrin	At3g50360.1	protein EF hand, putative	Os06g11030	Putative calmodulin-like protein	signalling.calcium	30_3

CUST_170510_PI403524517	2	0.017949104	0.11683178	-0.017949104	-0.15258121	-0.08953285	0.032663345	35_47495	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_122080_PI403524517	2	-0.24709034	0.24708986	0.5843282	-0.49001312	-1.3585663	2.890952	35_34462	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_90126_PI403524517	2	0.31943607	-0.15428925	0.005455017	-0.0054559708	-0.07808781	0.10718727	35_25781	Rep: Os10g0146200 protein - Oryza sativa (japonica cultivar-group)	UniRef90_Q0IYZ3	0	0	CHR10V5|COORD:2780826..2778647|protein thaumatin-like protein 1 precursor, putative, expressed	LOC_Os10g05600.1	no description	not assigned.unknown	35_2

CUST_94635_PI403524517	2	0.22928238	0.18832016	-0.045552254	-0.11700153	-0.51944256	0.0455513	35_27052	"Cluster: Putative DNAJ heat shock N-terminal domain-containing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative DNAJ heat shock N-terminal"	UniRef90_Q5Z5F4	CHR5V7|COORD:9597555..9600869| DNAJ heat shock N-terminal domain-containing protein	AT5G27240.1	CHR06V5|COORD:20041687..20033669|protein heat shock protein binding protein, putative, expressed	LOC_Os06g34440.1	no descriptionweakly similar to ( 109)AT5G27240| Symbols:  | DNAJ heat shock N-terminal domain-containing protein | chr5:9597555-9600869 FORWARDnot assigned not assigned not assigned not assigned DnaJ DnaJ DnaJ PRK10767	stress.abiotic.heat	20_2_1

CUST_18736_PI399408534	2	0.24275827	0.06823969	0.047810078	-0.18691778	-0.35889435	-0.047810555	35_27407	"Cluster: JmjC domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: JmjC domain containing protein, expressed - Oryza sativa (j"	UniRef90_Q10LJ3	CHR1V7|COORD:2921238..2925257| transcription factor	AT1G09060.3	CHR03V5|COORD:12924393..12931469|protein jmjC domain containing protein, expressed	LOC_Os03g22540.1	no descriptionvery weakly similar to (72.4)AT1G09060| Symbols:  | transcription factor | chr1:2921238-2925257 REVERSEWRC	RNA.regulation of transcription.General Transcription	27_3_50

CUST_42091_PI403524517	2	-0.021725655	0.8664684	0.021725655	-0.11833954	-0.03853035	0.12259674	35_12102	"Cluster: Hypothetical protein OJ1149_C12.3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1149_C12.3 - Oryza sativa (japonica cultivar"	UniRef90_Q6K979	CHR5V7|COORD:5101191..5110796| binding	AT5G15680.1	CHR02V5|COORD:35712181..35724684|protein expressed protein	LOC_Os02g58410.1	no descriptionmoderately similar to ( 231)AT5G15680| Symbols:  | binding | chr5:5101191-5110796 REVERSEnot assigned	not assigned.unknown	35_2

CUST_34026_PI403524517	2	0.14940548	-0.52813625	0.17252064	0.008441925	-0.15310383	-0.008441925	35_9809	0	0	CHR1V7|COORD:9083890..9085221| proline-rich extensin, putative	AT1G26250.1	0	0	no description	not assigned.unknown	35_2

CUST_3000_PI403524517	2	-0.058800697	0.08703327	0.15661049	-0.024003983	0.024003983	-0.053973198	35_817	"Cluster: Senescence-associated protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Senescence-associated protein-like - Oryza sativa (japonica cultiv"	UniRef90_Q7EZC8	"CHR1|COORD:11689088..11691445| similar to expressed protein [Arabidopsis thaliana] (TAIR:At2g20230.1); similar to senescence-associated protein-like [Oryza"	AT1G32400.3	CHR08V5|COORD:3437116..3440685|protein tetraspanin family protein, expressed	LOC_Os08g06250.1	no descriptionmoderately similar to ( 257)AT1G32400| Symbols: TOM2A | TOM2A (TOBAMOVIRUS MULTIPLICATION 2A) | chr1:11689373-11690853 REVERSEnot assigned Tetraspannin	not assigned.unknown	35_2

CUST_23267_PI403524517	2	-0.033569336	-0.32794857	-0.012816429	0.19986916	0.08632374	0.012815475	35_6762	"Cluster: Hypothetical protein OJ1773_H01.121; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1773_H01.121 - Oryza sativa (japonica cult"	UniRef90_Q8H4S6	CHR1V7|COORD:894480..896212| protein phosphatase 2C family protein / PP2C family protein	AT1G03590.1	CHR07V5|COORD:22729627..22724107|protein catalytic/ protein phosphatase type 2C, putative, expressed	LOC_Os07g37890.1	no descriptionmoderately similar to ( 342)AT1G03590| Symbols:  | protein phosphatase 2C family protein / PP2C family protein | chr1:894480-896212 REVERSEnot assigned not assigned not assigned not assigned not assigned PP2Cc PP2Cc PP2C PTC1	protein.postranslational modification	29_4

CUST_27875_PI399408534	2	0.11468029	-0.120051384	0.005554199	-0.005554199	-0.21967888	0.0115242	35_20092	"Cluster: Putative ATP/GTP-binding protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ATP/GTP-binding protein - Oryza sativa (japonica cultivar-g"	UniRef90_Q6Z6M0	CHR3|COORD:1269859..1272922| pre-mRNA cleavage complex family protein, similar to Pre-mRNA cleavage complex II protein Clp1 (Swiss-Prot:Q92989) (Homo sapiens)	AT3G04680.2	CHR02V5|COORD:6568159..6572535|protein pre-mRNA cleavage complex II protein Clp1, putative, expressed	LOC_Os02g12570.1	no descriptionmoderately similar to ( 483)AT3G04680| Symbols:  | pre-mRNA cleavage complex family protein | chr3:1270059-1272421 REVERSEnot assigned not assigned Clp1 CLP1 COG1341	RNA.processing	27_1

CUST_49222_PI403524517	2	-0.0013017654	-1.460537	-0.4320755	0.27981663	0.0013027191	0.38926315	35_14045	"Cluster: PREDICTED: similar to histone 1, H2ai (predicted); n=1; Canis familiaris|Rep: PREDICTED: similar to histone 1, H2ai (predicted) - Canis familiaris"	UniRef90_UPI00005A5838	CHR5V7|COORD:3270479..3270889| histone H3	AT5G10400.1	CHR11V5|COORD:2622185..2621575|protein histone H3, putative, expressed	LOC_Os11g05730.1	no descriptionmoderately similar to ( 246)AT5G65360| Symbols:  | histone H3 | chr5:26137325-26137735 REVERSEmoderately similar to ( 245)H32_WHEATHistone H3.2 - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned H3 HHT1 Histone PRK12323 Tymo_45kd_70kd PRK07003 DUF566 PRK07764	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_65474_PI403524517	2	0.21077251	-0.11406803	-0.01758957	0.01758957	-0.19706821	1.2899761	35_18694	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_164436_PI403524517	2	0.1356802	0.09421253	-0.17030811	-0.018844604	-0.40567112	0.018844604	35_45836	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_158109_PI403524517	2	0.120942116	-0.032901764	0.18410683	0.032901764	-0.39145756	-0.21832657	35_44145	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_5202_PI404877155	2	0.13856506	0.22596645	-0.054013252	-0.11456299	-0.1915102	0.0540123	Contig16735_at	putative zinc finger protein [Oryza sativa (japonica cultivar-group)] dbj|BAB64114.1| putative transparent testa 1 [Oryza sativa (japonica	NP_915688.1	zinc finger (C2H2 type) family protein	At1g34370.2	protein Zinc finger, C2H2 type, putative	Os02g36360	0	RNA.regulation of transcription.C2H2 zinc finger family	27_3_11

CUST_10905_PI399408534	2	0.14302921	0.034438133	0.06443024	-0.08953953	-0.03443718	-0.07074356	35_50083	"Cluster: Os02g0772000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0772000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DX62	CHR4V7|COORD:5286348..5292069| KOW domain-containing transcription factor family protein	AT4G08350.1	CHR06V5|COORD:5527577..5522782|protein transcription elongation factor SPT5 homolog 1, putative, expressed	LOC_Os06g10620.1	no descriptionmoderately similar to ( 213)AT4G08350| Symbols:  | KOW domain-containing transcription factor family protein | chr4:5286348-5292069 FORWARDnot assigned SPT5	RNA.regulation of transcription.Global transcription factor group	27_3_52

CUST_153656_PI403524517	2	-0.048365593	-0.16412449	-0.0039606094	0.1360941	0.0039606094	0.2096138	35_42944	Rep: Poly(A)-binding protein - Triticum aestivum (Wheat)	UniRef90_P93616		0	CHR09V5|COORD:1217011..1211856|protein polyadenylate-binding protein 2, putative, expressed	LOC_Os09g02700.1	no description	not assigned.unknown	35_2

CUST_96805_PI403524517	2	0.0071372986	-1.3276758	-0.0071372986	0.17382812	0.19369793	-0.10679436	35_27649	"Cluster: Putative PPR repeat containing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative PPR repeat containing protein - Oryza sativa (japonic"	UniRef90_Q8H8U1	CHR2V7|COORD:15672181..15674154| pentatricopeptide (PPR) repeat-containing protein	AT2G37310.1	CHR03V5|COORD:9712024..9709468|protein methyltransferase small domain, putative, expressed	LOC_Os03g17510.1	no descriptionmoderately similar to ( 235)AT2G37310| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr2:15672181-15674154 REVERSEvery weakly similar to (58.2)RF1_ORYSA	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_10347_PI399408534	2	-0.71150875	0.67080307	-0.014570236	0.2858467	-0.3578682	0.014570236	35_25539	"Cluster: OSJNBb0108J11.20 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: OSJNBb0108J11.20 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7X6I1	CHR2V7|COORD:8300871..8303357| S-locus lectin protein kinase family protein	AT2G19130.1	CHR04V5|COORD:20570383..20573247|protein serine/threonine-protein kinase receptor precursor, putative, expressed	LOC_Os04g34270.1	no descriptionweakly similar to ( 174)AT2G19130| Symbols:  | S-locus lectin protein kinase family protein | chr2:8300871-8303357 FORWARDvery weakly similar to (95.9)KPRO_MAIZEPutative receptor protein kinase ZmPK1 precursor - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pkinase TyrKc S_TKc S_TKc Pkinase_Tyr PTKc PTKc_EphR PTKc_EphR_A PTKc_InsR_like	signalling.receptor kinases.DUF 26	30_2_17

CUST_1029_PI404877155	2	0.10588837	-0.8118448	-0.26925182	0.084430695	-0.027921677	0.027921677	Contig11052_at	putative pseudo-response regulator [Oryza sativa (japonica cultivar-group)] ref|XP_493854.1| putative pseudo-response regulator [Oryza sativ	AAN64489.1	pseudo-response regulator 7 (APRR7)	At5g02810.1	protein putative pseudo-response regulator	Os03g17570	pseudo-response regulator 7 (APRR7), identical to pseudo-response regulator 7 GI:10281004 from (Arabidopsis thaliana)	RNA.regulation of transcription.Psudo ARR transcription factor family	27_3_66

CUST_148331_PI403524517	2	0.06406498	0.26054955	-0.13347054	-0.033424377	-0.24301338	0.03342533	35_41498	"Cluster: Kinesin motor protein 1-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Kinesin motor protein 1-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6YZ52	CHR4V7|COORD:18193456..18200142| kinesin-related protein (MKRP2)	AT4G39050.1	CHR02V5|COORD:32734631..32725320|protein ATP binding protein, putative, expressed	LOC_Os02g53520.1	no descriptionvery weakly similar to (97.4)AT4G39050| Symbols:  | kinesin-related protein (MKRP2) | chr4:18193456-18200142 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned KISc_CENP_E Kinesin KISc KISc KISc_BimC_Eg5 KISc_KIF1A_KIF1B KISc_C_terminal KIP1 KISc_KIF3 KISc_KIF23_like KISc_KIF4 KISc_KHC_KIF5 KISc_KLP2_like KISc_KIP3_like KISc_KID_like KISc_KIF2_like Motor_domain	cell.organisation	31_1

CUST_112074_PI403524517	2	-0.30522585	-0.80434895	0.6875558	0.30522585	0.90675545	-0.38512182	35_31820	"Cluster: Putative acid phosphatase; n=1; Hordeum vulgare|Rep: Putative acid phosphatase - Hordeum vulgare (Barley)"	UniRef90_Q9M4D6	CHR4V7|COORD:14422316..14423415| acid phosphatase class B family protein	AT4G29260.1	CHR05V5|COORD:5612217..5605024|protein acid phosphatase, putative, expressed	LOC_Os05g10310.2	no descriptionweakly similar to ( 120)AT4G29260| Symbols:  | acid phosphatase class B family protein | chr4:14422316-14423415 REVERSEweakly similar to ( 108)VSPB_SOYBNStem 31 kDa glycoprotein precursor - Glycine max (Soybean)not assigned Acid_phosphat_B	misc.acid and other phosphatases	26_13

CUST_56810_PI403524517	2	-0.034575462	0.09212303	0.034576416	-0.07249451	0.124209404	-0.18759727	35_16181	"Cluster: Glucose-6-phosphate/phosphate translocator; n=1; Triticum aestivum|Rep: Glucose-6-phosphate/phosphate translocator - Triticum aestivum (Wheat)"	UniRef90_Q7XY15	"CHR1V7|COORD:22828192..22830124| GPT2 (glucose-6-phosphate/phosphate translocator 2); antiporter/ glucose-6-phosphate transporter"	AT1G61800.1	CHR08V5|COORD:5133293..5137365|protein glucose-6-phosphate/phosphate translocator 2, chloroplast precursor, putative, expressed	LOC_Os08g08840.2	" no descriptionweakly similar to ( 174)AT1G61800| Symbols: GPT2 | GPT2 (glucose-6-phosphate/phosphate translocator 2); antiporter/ glucose-6-phosphate transporter | chr1:22828192-22830124 FORWARDvery weakly similar to (83.6)TPT_PEATriose phosphate/phosphate translocator, chloroplast precursor - Pisum sativum (Garden pea)not assigned "	transport.metabolite transporters at the envelope membrane	34_8

CUST_14247_PI403524517	2	0.0847311	-0.07438755	0.10634804	-0.1095829	-0.087459564	0.0743866	35_4086	"Cluster: BRI1-KD interacting protein 130; n=3; Oryza sativa (japonica cultivar-group)|Rep: BRI1-KD interacting protein 130 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q761Y4	"CHR3V7|COORD:19902082..19903192| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G37480.1); similar to hypothetical protein MtrDRAFT_AC125368g26v1"	AT3G53670.1	CHR05V5|COORD:699910..697174|protein expressed protein	LOC_Os05g02260.2	no descriptionnot assigned	not assigned.unknown	35_2

CUST_10412_PI403524517	2	0.12404919	0.24711132	-0.114004135	-0.0745306	-0.20585155	0.0745306	35_2936	"Cluster: Plus agglutinin; n=1; Chlamydomonas incerta|Rep: Plus agglutinin - Chlamydomonas incerta"	UniRef90_Q58NA5	CHR3V7|COORD:6736388..6738336| late embryogenesis abundant protein-related / LEA protein-related	AT3G19430.1	CHR08V5|COORD:161613..162236|protein VQ motif family protein	LOC_Os08g01260.1	no descriptionnot assigned Atrophin-1 PRK12323	not assigned.unknown	35_2

CUST_68471_PI403524517	2	0.0076475143	0.23008823	0.04100132	-0.06649113	-0.0076465607	-0.098238945	35_19584	Rep: Hypothetical protein STK - Triticum aestivum (Wheat)	UniRef90_Q2LA70	"CHR5V7|COORD:4176857..4179685| PBS1 (AVRPPHB SUSCEPTIBLE 1); kinase"	AT5G13160.1	CHR02V5|COORD:18440134..18444643|protein protein kinase APK1A, chloroplast precursor, putative, expressed	LOC_Os02g30900.1	"no descriptionmoderately similar to ( 442)AT5G13160| Symbols: PBS1 | PBS1 (AVRPPHB SUSCEPTIBLE 1); kinase | chr5:4176857-4179685 FORWARDmoderately similar to ( 218)CRI4_MAIZEPutative receptor protein kinase CRINKLY4 precursor - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pkinase_Tyr TyrKc PTKc S_TKc S_TKc Pkinase PTKc_Jak_rpt2 PTKc_Src_like PTKc_EGFR_like PTKc_Srm_Brk PTKc_Ror PTKc_Trk PTKc_Jak2_Jak3_rpt2 PTKc_Csk_like PTKc_Fes_like PTKc_Frk_like PTKc_InsR_like SPS1 PTKc_Tec_like PTKc_Tyk2_rpt2 PTKc_Ack_like PTKc_TrkA PTKc_Fyn_Yrk PTKc_Lck_Blk PTKc_Ror1 PTKc_Syk_like PTKc_Musk PTKc_Yes PTKc_Abl PTKc_Src PTKc_TrkC PTKc_FGFR PTKc_Met_Ron PTKc_c-ros PTKc_EphR PTKc_DDR PTKc_Jak1_rpt2 PTKc_ALK_LTK PTK_HER3 PTKc_TrkB PTK_CCK4 PTKc_Itk PTKc_Chk PTKc_Fer PTKc_Ror2 PTKc_DDR1 PTKc_RET PTKc_Lyn PTKc_Tie1 PTKc_Btk_Bmx PTKc_IGF-1R PTKc_Tie PTKc_DDR2 PTKc_PDGFR PTKc_Csk PTKc_Axl_like PTKc_HER4 PTKc_InsR PTKc_DDR_like PTKc_Tie2 PTKc_Fes PTKc_EGFR PTKc_Hck PTKc_HER2 PTKc_EphR_A2 PTKc_Tec_Rlk PTKc_FGFR3 PTKc_FGFR4 PTKc_FAK PTKc_FGFR1 PTKc_Aatyk PTKc_EphR_B PTKc_Aatyk1_Aatyk3 PTKc_Syk PTKc_FGFR2 PTK_Ryk PTKc_Zap-70 PTKc_EphR_A PTKc_Tyro3 PTKc_Axl PTKc_EphR_A10 PTK_Jak_rpt1 PTK_Jak2_Jak3_rpt1 PTKc_VEGFR PTKc_Aatyk2 PTKc_CSF-1R PTKc_PDGFR_alpha PTKc_VEGFR3"	protein.postranslational modification.kinase.receptor like cytoplasmatic kinase VII	29_4_1_57

CUST_18086_PI404877155	2	0.13055706	0.3882475	0.006559372	-0.03892994	-0.13058567	-0.006559372	HVSMEb0015I01r2_at	putative phosphoethanolamine methyltransferase [Oryza sativa (japonica cultivar-group)]	NP_917067.1	phosphoethanolamine N-methyltransferase 2, putative (NMT2)	At1g48600.2	protein expressed protein	Os01g50030	putative phosphoethanolamine methyltransferase	amino acid metabolism.aspartate family.misc.homocysteine.synthesis	13_1_3_6_2

CUST_9474_PI403524517	2	0.058345795	0.023038864	-0.034160614	-0.023038864	0.09220886	-0.04117489	35_2664	"Cluster: Hypothetical protein OJ1439_F07.19-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1439_F07.19-1 - Oryza sativa (japonica cu"	UniRef90_Q652A7	CHR1V7|COORD:96064..97242| NC domain-containing protein-related	AT1G01225.1	CHR09V5|COORD:20608889..20605361|protein NC domain containing protein, expressed	LOC_Os09g35810.1	no descriptionmoderately similar to ( 326)AT1G01225| Symbols:  | NC domain-containing protein-related | chr1:96064-97242 FORWARD	not assigned.no ontology	35_1

CUST_105056_PI403524517	2	0.12595844	0.32254028	-0.20496655	-0.12595749	1.3119612	-0.1765995	35_29928	Rep: Hexose transporter - Hordeum vulgare (Barley)	UniRef90_Q8GT52	"CHR4V7|COORD:16796437..16799076| TMT2 (TONOPLAST MONOSACCHARIDE TRANSPORTER2); carbohydrate transporter/ nucleoside transporter/ sugar porter"	AT4G35300.1	CHR10V5|COORD:20718587..20723092|protein hexose transporter, putative, expressed	LOC_Os10g39440.2	no description	not assigned.unknown	35_2

CUST_65712_PI403524517	2	0.08686924	0.35362148	-0.050730705	-0.08133793	0.02820301	-0.02820301	35_18768	"Cluster: Hypothetical protein P0453A06.25; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0453A06.25 - Oryza sativa (japonica cultivar-g"	UniRef90_Q9LDB3	"CHR3V7|COORD:1047761..1049033| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G18250.1); similar to Os01g0264500 [Oryza sativa (japonica"	AT3G04040.1	CHR01V5|COORD:8985669..8989382|protein gb protein, putative, expressed	LOC_Os01g15979.1	"no descriptionweakly similar to ( 165)AT5G18250| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G04040.1); similar to Os01g0264500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001042664.1); similar to gb protein [Sorghum bicolor] (GB:AAL68853.1) | chr5:6033799-6035218 FORWARD"	not assigned.unknown	35_2

CUST_51206_PI403524517	2	-0.32866192	-1.459486	0.13038254	0.1681962	-0.13038254	2.7694063	35_14600	Rep: Cytochrome c - Oryza sativa (Rice)	UniRef90_P00055	"CHR1V7|COORD:8079373..8080275| ATCYTC-A/CYTC-1 (CYTOCHROME C-1); electron carrier"	AT1G22840.1	CHR05V5|COORD:20546856..20549264|protein cytochrome c, putative, expressed	LOC_Os05g34770.1	" no descriptionmoderately similar to ( 203)AT1G22840| Symbols: CYTC-1, ATCYTC-A | ATCYTC-A/CYTC-1 (CYTOCHROME C-1); electron carrier | chr1:8079373-8080275 FORWARDmoderately similar to ( 226)CYC_WHEATCytochrome c - Triticum aestivum (Wheat)not assigned COG3474 Cytochrom_C "	mitochondrial electron transport / ATP synthesis.cytochrome c	9_6

CUST_96810_PI403524517	2	0.080266	-0.023403168	0.023403168	-0.1847887	-0.084778786	0.4004116	35_27650	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_160077_PI403524517	2	-0.08332634	0.08332586	0.4913435	-0.13632679	-0.42000818	0.5348549	35_44673	"Cluster: P0660F12.31 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: P0660F12.31 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q94CP9	CHR1V7|COORD:11399903..11405702| actin binding	AT1G31810.1	CHR01V5|COORD:41911216..41912167|protein NAM-like protein, putative, expressed	LOC_Os01g71790.1	no descriptionnot assigned PRK07764 PRK12323	not assigned.unknown	35_2

CUST_76903_PI403524517	2	0.18076801	0.0031347275	-0.053557396	-0.0031356812	-0.12647247	0.048583984	35_22045	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_66046_PI403524517	2	-0.07577896	-0.012522697	0.16759682	0.012522697	0.064139366	-0.08441448	35_18863	"Cluster: Os07g0452400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0452400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D6Q9	CHR5V7|COORD:8297331..8300159| 3'-5' exonuclease domain-containing protein	AT5G24340.1	CHR07V5|COORD:15596320..15598925|protein expressed protein	LOC_Os07g26930.2	no descriptionweakly similar to ( 160)AT5G24340| Symbols:  | 3'-5' exonuclease domain-containing protein | chr5:8297331-8300159 FORWARDnot assigned COG1656	DNA.unspecified	28_99

CUST_50005_PI403524517	2	0.13483429	-0.04336548	-0.04103279	0.008118629	-0.0026016235	0.0026025772	35_14275	"Cluster: Ubiquitin-conjugating enzyme E2 7; n=1; Triticum aestivum|Rep: Ubiquitin-conjugating enzyme E2 7 - Triticum aestivum (Wheat)"	UniRef90_P25868	"CHR3V7|COORD:17107105..17108300| UBC13 (ubiquitin-conjugating enzyme 13); ubiquitin-protein ligase"	AT3G46460.1	CHR05V5|COORD:22532672..22537140|protein ubiquitin-conjugating enzyme E2 7, putative, expressed	LOC_Os05g38550.2	"no descriptionvery weakly similar to (69.3)AT3G46460| Symbols: UBC13 | UBC13 (ubiquitin-conjugating enzyme 13); ubiquitin-protein ligase | chr3:17107105-17108300 REVERSEvery weakly similar to (78.2)UBC7_WHEATUbiquitin-conjugating enzyme E2 7 - Triticum aestivum (Wheat)not assigned not assigned not assigned UQ_con COG5078 UBCc UBCc"	protein.degradation.ubiquitin.E2	29_5_11_3

CUST_135414_PI403524517	2	-0.013020039	0.120753765	0.31869602	-0.054346085	0.013020039	-0.22799969	35_37984	"Cluster: Leaf senescence related protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Leaf senescence related protein-like - Oryza sativa (japonica cu"	UniRef90_Q5NA51	"CHR1V7|COORD:18084701..18086318| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G06080.2); similar to Os01g0880400 [Oryza sativa (japonica"	AT1G48880.1	CHR01V5|COORD:38543984..38539701|protein expressed protein	LOC_Os01g65800.1	no description	not assigned.unknown	35_2

CUST_97448_PI403524517	2	-0.11603069	0.17248487	0.010149479	-0.6620121	1.0747628	-0.010149956	35_27829	Rep: At1g78070/F28K19_28 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q94JT6	CHR1V7|COORD:29360113..29363261| WD-40 repeat family protein	AT1G78070.2	CHR06V5|COORD:3631664..3638660|protein expressed protein	LOC_Os06g07540.2	no descriptionweakly similar to ( 121)AT1G78070| Symbols:  | WD-40 repeat family protein | chr1:29360113-29363261 FORWARD	not assigned.no ontology	35_1

CUST_142474_PI403524517	2	0.41833544	0.52698565	0.07041073	-0.18001127	-0.9113822	-0.07041073	35_39934	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_87664_PI403524517	2	0.4885211	0.86218023	0.033052444	-0.033052444	-0.11741781	-0.21658659	35_25094	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XDY9	"CHR5V7|COORD:10477814..10479118| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G04550.1); similar to Os10g0445600 [Oryza sativa (japonica"	AT5G28500.1	CHR10V5|COORD:15769159..15766946|protein expressed protein	LOC_Os10g30870.1	"no descriptionweakly similar to ( 187)AT5G28500| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G04550.1); similar to Os10g0445600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001064712.1); similar to hypothetical protein Npun02004305 [Nostoc punctiforme PCC 73102] (GB:ZP_00109308.1) | chr5:10477814-10479118 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07003 PRK12323 Herpes_BLLF1 HPC2 DUF566"	not assigned.unknown	35_2

CUST_29911_PI403524517	2	-0.13772202	-0.38805485	0.34146786	0.18933201	0.069540024	-0.06954098	35_8636	"Cluster: Phosphate/phosphoenolpyruvate translocator protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Phosphate/phosphoenolpyruvate translocator pr"	UniRef90_Q6YYC6	CHR3V7|COORD:4815989..4817859| transporter-related	AT3G14410.1	CHR08V5|COORD:1992555..1988139|protein phosphate/phosphoenolpyruvate translocator, putative, expressed	LOC_Os08g04110.1	no descriptionvery weakly similar to (82.0)AT3G14410| Symbols:  | transporter-related | chr3:4815989-4817859 REVERSEnot assigned not assigned TPT	transport.metabolite transporters at the envelope membrane	34_8

CUST_98021_PI403524517	2	0.16198254	-0.009417534	0.045417786	0.009418488	-0.024686813	-0.08814049	35_27989	"Cluster: Putative serine/threonine-protein kinase Mak; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative serine/threonine-protein kinase Mak - Oryza sat"	UniRef90_Q6Z8C8	CHR4V7|COORD:10454781..10457479| protein kinase, putative	AT4G19110.2	CHR02V5|COORD:28814926..28820788|protein serine/threonine-protein kinase ICK, putative, expressed	LOC_Os02g47220.2	 no descriptionweakly similar to ( 183)AT4G19110| Symbols:  | protein kinase, putative | chr4:10454781-10457043 REVERSEvery weakly similar to (60.8)CDC2_MAIZECell division control protein 2 homolog - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase Pkinase_Tyr TyrKc PTKc SPS1 PTKc_Tec_like PTKc_Ack_like PTKc_c-ros PTKc_DDR PTKc_EphR PTKc_Jak_rpt2 PTKc_Csk_like PTKc_Itk PTKc_Src_like PTKc_Tyk2_rpt2 PTKc_Syk_like PTKc_Btk_Bmx PTKc_DDR_like PTKc_Tec_Rlk 	protein.postranslational modification	29_4

CUST_134125_PI403524517	2	0.03385353	0.044191837	0.0011806488	-0.0011806488	-0.093455315	-0.008273125	35_37640	"Cluster: Acyl-CoA binding family protein, putative, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Acyl-CoA binding family protein, putative, expre"	UniRef90_Q10B01	"CHR3V7|COORD:1561886..1567053| ACBP4 (ACYL-COA BINDING PROTEIN 4, ACYL-COA-BINDING DOMAIN 4); acyl-CoA binding"	AT3G05420.1	CHR03V5|COORD:35051467..35044077|protein acyl-CoA binding protein, putative, expressed	LOC_Os03g61930.3	" no descriptionweakly similar to ( 114)AT3G05420| Symbols: ACBP4 | ACBP4 (ACYL-COA BINDING PROTEIN 4, ACYL-COA-BINDING DOMAIN 4); acyl-CoA binding | chr3:1561886-1567053 FORWARD"	lipid metabolism.FA synthesis and FA elongation.acyl-CoA binding protein	11_1_13

CUST_73268_PI403524517	2	0.016197205	-0.48825455	0.06683254	0.08959961	-0.016197205	-0.024178505	35_21005	"Cluster: Reticulon-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Reticulon-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K5U2	CHR4V7|COORD:14057852..14059778| reticulon family protein	AT4G28430.1	CHR02V5|COORD:11758498..11762731|protein reticulon family protein, expressed	LOC_Os02g19990.2	no descriptionmoderately similar to ( 208)AT4G28430| Symbols:  | reticulon family protein | chr4:14057852-14059778 FORWARDnot assigned Reticulon	not assigned.no ontology	35_1

CUST_114909_PI403524517	2	0.077364445	-0.07736492	-0.13105059	0.45972824	0.38822603	-0.30191517	35_32607	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_3882_PI404877155	2	0.03720188	0.3598671	-0.06937218	0.0450325	-0.3250208	-0.03720188	Contig14500_at	expressed protein [Arabidopsis thaliana] pir||T47598 hypothetical protein T12E18.80 - Arabidopsis thaliana emb|CAB81804.1| putative protein	NP_191007.1	expressed protein	At3g54390.1	protein hypothetical protein	Os09g38570	gi|13474680|ref|NP_106249.1| unknown protein	RNA.regulation of transcription.Trihelix, Triple-Helix transcription factor family	27_3_30

CUST_31199_PI399408534	2	0.5769005	-0.41268158	-0.04714775	0.047146797	-0.31484127	0.5018759	35_14507	Rep: CRC-related protein - Triticum aestivum (Wheat)	UniRef90_Q717J0	"CHR1V7|COORD:26011397..26012603| CRC (CRABS CLAW); transcription factor"	AT1G69180.1	CHR03V5|COORD:6020360..6027799|protein protein DROOPING LEAF, putative, expressed	LOC_Os03g11600.2	"no descriptionweakly similar to ( 165)AT1G69180| Symbols: CRC | CRC (CRABS CLAW); transcription factor | chr1:26011397-26012603 REVERSEmoderately similar to ( 332)YABDL_ORYSAnot assigned YABBY TIM tpiA TIM TpiA"	RNA.regulation of transcription.C2C2(Zn) YABBY family	27_3_10

CUST_13798_PI403524517	2	0.04910946	0.040387154	-0.040387154	-0.08566761	-0.043707848	0.088682175	35_3957	"Cluster: Hypothetical protein OJ1654_B10.14; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1654_B10.14 - Oryza sativa (japonica cultiv"	UniRef90_Q65XA4	"CHR3V7|COORD:16965656..16967785| ATUTR5/UTR5 (UDP-GALACTOSE TRANSPORTER 5); galactose transporter"	AT3G46180.1	CHR05V5|COORD:829777..836091|protein adenosine 3-phospho 5-phosphosulfate transporter 1, putative, expressed	LOC_Os05g02490.1	" no descriptionmoderately similar to ( 248)AT3G46180| Symbols: UTR5, ATUTR5 | ATUTR5/UTR5 (UDP-GALACTOSE TRANSPORTER 5); galactose transporter | chr3:16965656-16967785 REVERSEnot assigned not assigned not assigned not assigned UAA TPT "	transport.NDP-sugars at the ER	34_11

CUST_23977_PI403524517	2	0.0813036	-0.083477974	0.012983322	-0.012983322	-0.145051	0.03184223	35_6966	"Cluster: Hypothetical protein OJ1187_E11.14; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1187_E11.14 - Oryza sativa (japonica cultiv"	UniRef90_Q65XC5	CHR5V7|COORD:21536063..21537393| ribosomal protein L9 family protein	AT5G53070.1	CHR05V5|COORD:26193336..26196147|protein ribosomal protein L9, N-terminal domain containing protein, expressed	LOC_Os05g45270.1	no descriptionweakly similar to ( 165)AT5G53070| Symbols:  | ribosomal protein L9 family protein | chr5:21536063-21537393 FORWARDnot assigned rplI RplI Ribosomal_L9_N	protein.synthesis.misc ribososomal protein	29_2_2

CUST_55308_PI403524517	2	0.023200035	-0.44737148	-0.07879448	0.03953266	-0.023200035	0.13466835	35_15746	"Cluster: Eukaryotic initiation factor iso-4F subunit p82-34 (eIF-(iso)4F p82- 34); n=2; Triticum aestivum|Rep: Eukaryotic initiation factor iso-4F subunit p82-3"	UniRef90_Q03387	CHR2V7|COORD:10232580..10235536| MIF4G domain-containing protein / MA3 domain-containing protein	AT2G24050.1	CHR04V5|COORD:24733168..24726996|protein eukaryotic initiation factor iso-4F subunit p82-34, putative, expressed	LOC_Os04g42140.1	no descriptionmoderately similar to ( 226)AT2G24050| Symbols:  | MIF4G domain-containing protein / MA3 domain-containing protein | chr2:10232580-10235536 REVERSEmoderately similar to ( 462)IF41_WHEATEukaryotic initiation factor iso-4F subunit p82-34 - Triticum aestivum (Wheat)not assigned not assigned MA3 MA3	protein.synthesis.initiation	29_2_3

CUST_120667_PI403524517	2	0.102015495	1.2030153	-0.10201597	-0.34114456	-0.27278948	0.27751827	35_34104	0	0		0	CHR02V5|COORD:35762538..35755268|protein PINHEAD protein, putative, expressed	LOC_Os02g58490.1	no description	not assigned.unknown	35_2

CUST_72603_PI403524517	2	0.22927904	0.0011057854	-0.0011057854	-0.5683222	-1.63166	0.116107464	35_20809	"Cluster: Putative PrMC3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative PrMC3 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6YTH5	"CHR1V7|COORD:17420063..17421736| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G48700.1); similar to CXE carboxylesterase [Malus pumila]"	AT1G47480.1	CHR02V5|COORD:21581898..21583205|protein gibberellin receptor GID1L2, putative, expressed	LOC_Os02g35940.1	"no descriptionmoderately similar to ( 243)AT1G47480| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G48700.1); similar to CXE carboxylesterase [Malus pumila] (GB:ABB89003.1); contains InterPro domain Esterase/lipase/thioesterase; (InterPro:IPR000379); contains InterPro domain Alpha/beta hydrolase fold-3; (InterPro:IPR013094) | chr1:17420063-17421736 FORWARDvery weakly similar to (99.0)GID1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Abhydrolase_3 Aes PRK12678 PRK07003 Esterase_lipase PRK07764 Gag_spuma APC_basic COesterase PRK12323 Herpes_BLLF1 PnbA HPC2 DUF566 PRK09169"	not assigned.no ontology	35_1

CUST_34423_PI403524517	2	0.03642845	-0.080934525	0.094573975	-0.036427498	-0.33565712	0.08869457	35_9924	"Cluster: Hypothetical protein OSJNBa0009C07.5; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0009C07.5 - Oryza sativa (japonica cu"	UniRef90_Q6I591	CHR4V7|COORD:13925462..13929286| AAA-type ATPase family protein	AT4G28000.1	CHR05V5|COORD:29015584..29010276|protein ATP binding protein, putative, expressed	LOC_Os05g50750.3	no descriptionvery weakly similar to (83.2)AT5G52882| Symbols:  | ATP binding / nucleoside-triphosphatase/ nucleotide binding | chr5:21451381-21455588 REVERSEnot assigned	protein.degradation.AAA type	29_5_9

CUST_171260_PI403524517	2	0.07704544	0.13338947	0.0060195923	-0.0060186386	-0.044535637	-0.02987194	35_47709	"Cluster: PREDICTED: similar to H3 histone, family 3B; n=1; Mus musculus|Rep: PREDICTED: similar to H3 histone, family 3B - Mus musculus"	UniRef90_UPI0000D663C0	CHR1V7|COORD:28394414..28395122| histone H3.2, putative	AT1G75600.1	CHR06V5|COORD:1645327..1644415|protein histone H3, putative, expressed	LOC_Os06g04030.1	 no descriptionvery weakly similar to (65.9)AT1G75600| Symbols:  | histone H3.2, putative | chr1:28394414-28395122 FORWARDvery weakly similar to (63.9)H33_VITVIHistone H3.3 - Vitis vinifera (Grape)	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_62745_PI403524517	2	0.021612167	-0.43416977	-0.021612167	0.07705212	-0.040593147	0.1536951	35_17887	"Cluster: Putative amino acid transporter A1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative amino acid transporter A1 - Oryza sativa (japonica cultiv"	UniRef90_Q6YUT5	CHR3V7|COORD:11979591..11981306| amino acid transporter family protein	AT3G30390.2	CHR02V5|COORD:5061962..5058713|protein amino acid transporter-like protein, putative, expressed	LOC_Os02g09810.3	no descriptionmoderately similar to ( 486)AT3G30390| Symbols:  | amino acid transporter family protein | chr3:11979591-11981306 REVERSEnot assigned not assigned not assigned not assigned Aa_trans SdaC Trp_Tyr_perm PotE	transport.amino acids	34_3

CUST_166792_PI403524517	2	-0.11705065	0.050815105	0.21300459	0.06843281	-0.062372684	-0.050815105	35_46464	0	0	CHR1V7|COORD:9083890..9085221| proline-rich extensin, putative	AT1G26250.1	0	0	no description	not assigned.unknown	35_2

CUST_8506_PI399408534	2	-0.005601883	0.005601883	0.20643234	-0.07155037	-0.8185258	0.22318172	35_28290	"Cluster: Os02g0176700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0176700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E3G0	"CHR4V7|COORD:14611231..14618781| ACA10 (autoinhibited Ca2+ -ATPase 10); calcium-transporting ATPase/ calmodulin binding"	AT4G29900.1	CHR04V5|COORD:30365210..30353014|protein calcium-transporting ATPase 9, plasma membrane-type, putative, expressed	LOC_Os04g51610.2	" no descriptionmoderately similar to ( 207)AT4G29900| Symbols: ATACA10, ACA10 | ACA10 (autoinhibited Ca2+ -ATPase 10); calcium-transporting ATPase/ calmodulin binding | chr4:14611231-14618781 REVERSEweakly similar to ( 144)ACA4_ORYSAnot assigned not assigned Cation_ATPase_N "	signalling.calcium	30_3

CUST_150149_PI403524517	2	0.059716225	-0.059715748	0.09421778	-0.15857887	-0.31118298	0.62692404	35_42004	"Cluster: Hypothetical protein OJ1066_B03.114; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1066_B03.114 - Oryza sativa (japonica cult"	UniRef90_Q84ZM3	"CHR5V7|COORD:8421793..8423345| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G18215.1); similar to hypothetical protein [Oryza sativa (japonica"	AT5G24600.1	CHR08V5|COORD:3088535..3087416|protein expressed protein	LOC_Os08g05780.1	"no descriptionweakly similar to ( 150)AT5G24600| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G18215.1); similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:BAC55679.1); similar to Os02g0292800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001046597.1); similar to Os08g0153900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001061011.1); contains InterPro domain Protein of unknown function DUF599; (InterPro:IPR006747) | chr5:8421793-8423345 REVERSEDUF599"	not assigned.unknown	35_2

CUST_26654_PI403524517	2	0.0631628	0.52580214	-0.028245926	0.028245926	-0.5930109	-0.1240859	35_7723	"Cluster: Putative aldose 1-epimerase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative aldose 1-epimerase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q75M64	CHR3V7|COORD:17645956..17647983| aldose 1-epimerase family protein	AT3G47800.1	CHR03V5|COORD:15081196..15079317|protein aldose 1-epimerase, putative, expressed	LOC_Os03g26430.1	no descriptionmoderately similar to ( 352)AT3G47800| Symbols:  | aldose 1-epimerase family protein | chr3:17645956-17647983 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned galM Aldose_epim GalM PRK07003 PRK12678 Herpes_BLLF1	minor CHO metabolism.others	3_5

CUST_1915_PI403524517	2	0.142663	0.34022045	-0.021788597	-0.27231693	-0.26987934	0.02178955	35_507	"Cluster: Replication factor C 38 kDa subunit; n=2; Oryza sativa (japonica cultivar-group)|Rep: Replication factor C 38 kDa subunit - Oryza sativa (japonica cult"	UniRef90_Q84N07	CHR5V7|COORD:9823835..9826873| nucleoside-triphosphatase/ nucleotide binding	AT5G27740.1	CHR10V5|COORD:22494225..22489528|protein expressed protein	LOC_Os10g42400.1	no descriptionweakly similar to ( 123)AT5G27740| Symbols:  | nucleoside-triphosphatase/ nucleotide binding | chr5:9823835-9826873 FORWARDnot assigned not assigned not assigned rfc PRK12402 PRK04132 HolB	not assigned.unknown	35_2

CUST_158575_PI403524517	2	0.031474113	-0.060359	0.06393242	-0.031475067	0.22447205	-0.40669823	35_44267	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_178855_PI403524517	2	-0.058868885	-0.3363495	-0.027316093	0.36277103	0.47264194	0.027315617	35_49747	Rep: B0806H07.1 protein - Oryza sativa (Rice)	UniRef90_Q01J03	"CHR4V7|COORD:13456799..13459896| MRH5/SHV3 (morphogenesis of root hair 5); glycerophosphodiester phosphodiesterase/ kinase"	AT4G26690.1	CHR04V5|COORD:23387527..23392407|protein glycerophosphoryl diester phosphodiesterase family protein, putative, expressed	LOC_Os04g39610.2	" no descriptionweakly similar to ( 160)AT4G26690| Symbols: MRH5, SHV3 | MRH5/SHV3 (morphogenesis of root hair 5); glycerophosphodiester phosphodiesterase/ kinase | chr4:13456799-13459896 REVERSEnot assigned GDPD "	lipid metabolism.lipid degradation.lysophospholipases.glycerophosphodiester phosphodiesterase	11_9_3_3

CUST_55795_PI403524517	2	0.10522032	0.63726664	-0.105220795	-0.44836807	-0.31393576	1.8009048	35_15881	Rep: Horcolin - Hordeum vulgare (Barley)	UniRef90_Q5U9T2	"CHR3|COORD:5592924..5595723| similar to jacalin lectin family protein [Arabidopsis thaliana] (TAIR:At1g52040.1); similar to myrosinase-binding"	AT3G16460.2	CHR05V5|COORD:2498769..2499641|protein protein GOS9, putative, expressed	LOC_Os05g05170.1	no descriptionvery weakly similar to (62.0)AT3G16460| Symbols:  | jacalin lectin family protein | chr3:5593035-5595528 FORWARDweakly similar to ( 119)SALT_ORYSAJacalin	misc.myrosinases-lectin-jacalin	26_16

CUST_52463_PI403524517	2	0.083963394	-0.81421375	-0.22939873	0.13123417	-0.083963394	0.5078907	35_14948	"Cluster: Os01g0896500 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os01g0896500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JGY3	"CHR3V7|COORD:22098322..22101301| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G23060.1); similar to unknown protein [Oryza sativa (japonica"	AT3G59780.1	CHR01V5|COORD:39292980..39288157|protein rhodanese-like domain containing protein, expressed	LOC_Os01g67120.1	"no descriptionweakly similar to ( 162)AT3G59780| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G23060.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD82172.1); similar to Os01g0896500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001045081.1); contains domain Rhodanese/Cell cycle control phosphatase (SSF52821) | chr3:22098322-22101301 FORWARD"	not assigned.unknown	35_2

CUST_77604_PI403524517	2	8.7690353E-4	0.14544535	0.04882574	-0.1420598	-8.764267E-4	-0.16912413	35_22246	"Cluster: Hypothetical protein P0596H10.35; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0596H10.35 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5Z8W6	0	0	CHR06V5|COORD:29621475..29619478|protein expressed protein	LOC_Os06g48930.1	no description	not assigned.unknown	35_2

CUST_16153_PI404877155	2	0.04473114	-0.23656082	-0.023277283	0.028778076	-0.035503387	0.023277283	EBem06_SQ003_C15_at	0	0	0	0	protein retrotransposon protein, putative, unclassified	Os10g02850	5.8 kb basic protein	stress.abiotic.touch/wounding	20_2_4

CUST_4852_PI399408534	2	-0.015111923	0.24680233	-0.23698044	0.015112877	-0.3390169	0.1482811	35_25738	"Cluster: SCARECROW gene regulator, putative; n=1; Oryza sativa (japonica cultivar-group)|Rep: SCARECROW gene regulator, putative - Oryza sativa (japonica cultiv"	UniRef90_Q53MB4	CHR2V7|COORD:15799701..15801857| scarecrow-like transcription factor 9 (SCL9)	AT2G37650.1	CHR11V5|COORD:28333241..28335525|protein chitin-inducible gibberellin-responsive protein 2, putative, expressed	LOC_Os11g47900.1	no descriptionmoderately similar to ( 249)AT2G37650| Symbols:  | scarecrow-like transcription factor 9 (SCL9) | chr2:15799701-15801857 FORWARDweakly similar to ( 130)CIGR1_ORYSAGRAS	RNA.regulation of transcription.GRAS transcription factor family	27_3_21

CUST_154645_PI403524517	2	0.120654106	-0.70400715	-0.17555428	0.35061455	0.09532452	-0.09532452	35_43208	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_95874_PI403524517	2	0.30632496	-0.02207613	0.022075653	-0.23121786	-0.6996336	0.77633286	35_27393	Rep: Roothairless 1 - Zea mays (Maize)	UniRef90_Q5YLM3	"CHR1V7|COORD:17459611..17466336| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G47560.1); similar to roothairless 1 [Zea mays] (GB:AAQ81632.1);"	AT1G47550.1	CHR03V5|COORD:23762643..23751455|protein roothairless 1, putative, expressed	LOC_Os03g42750.2	" no descriptionvery weakly similar to (50.1)AT1G47560| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G47550.1); similar to roothairless 1 [Zea mays] (GB:AAQ81632.1); similar to roothairless 1, putative, expressed [Oryza sativa (japonica cultivar-group)] (GB:ABF97708.1); similar to roothairless 1, putative, expressed [Oryza sativa (japonica cultivar-group)] (GB:ABF97707.1); contains domain EXOCYST COMPLEX COMPONENT SEC3 (PTHR16092:SF1); contains domain Integral outer membrane protein TolC, efflux pump component (SSF56954); contains domain SEC3/SYNTAXIN-RELATED (PTHR16092) | chr1:17469191-17475800 FORWARD"	not assigned.unknown	35_2

CUST_99551_PI403524517	2	0.053077698	0.33200645	0.008341789	-0.15260029	-0.008340836	-0.08703995	35_28417	"Cluster: Aluminum-activated malate transporter-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Aluminum-activated malate transporter-like - Oryza sativa"	UniRef90_Q5Z6M4	"CHR3V7|COORD:6328187..6330658| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G18420.1); similar to Putative expressed protein [Brassica"	AT3G18440.1	CHR06V5|COORD:8963690..8959002|protein ALMT1, putative, expressed	LOC_Os06g15779.1	"no descriptionmoderately similar to ( 275)AT3G18440| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G18420.1); similar to Putative expressed protein [Brassica oleracea] (GB:AAW81734.1); contains InterPro domain Protein of unknown function UPF0005; (InterPro:IPR006214) | chr3:6328187-6330658 FORWARDnot assigned UPF0005 COG1289"	not assigned.unknown	35_2

CUST_9148_PI399408534	2	0.09687996	-0.062999725	-0.0047683716	-0.093961716	0.117658615	0.004767418	35_2310	"Cluster: Putative GTP-binding protein DRG; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative GTP-binding protein DRG - Oryza sativa (japonica cultivar-g"	UniRef90_Q7XI68	CHR4V7|COORD:18371323..18373994| GTP-binding protein, putative	AT4G39520.1	CHR07V5|COORD:26023060..26017844|protein developmentally-regulated GTP-binding protein 1, putative, expressed	LOC_Os07g43470.1	 no descriptionhighly similar to ( 579)AT4G39520| Symbols:  | GTP-binding protein, putative | chr4:18371323-18373994 REVERSEnot assigned not assigned not assigned not assigned DRG DRG Obg_like TGS_DRG_C Obg MMR_HSR1 obgE Obg PRK09602 obgE COG0012 Ygr210 obgE obgE TGS Era_like NOG EngA2 PRK09601 Era COG1084 YchF FeoB Era era FeoB COG1160 engA ThdF TGS EngA1 TGS_Obg-like trmE trmE 	signalling.G-proteins	30_5

CUST_132183_PI403524517	2	0.25790405	-0.07798481	0.20314598	-0.037662506	-0.028402328	0.028403282	35_37124	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_79920_PI403524517	2	0.024552345	-0.112485886	-0.024551392	0.17563057	-0.057373047	0.58945274	35_22918	"Cluster: Putative CPRD2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative CPRD2 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5Z957	CHR4V7|COORD:11150171..11151769| FAD-binding domain-containing protein	AT4G20820.1	CHR06V5|COORD:20809008..20807194|protein reticuline oxidase precursor, putative, expressed	LOC_Os06g35650.1	no descriptionweakly similar to ( 103)AT4G20820| Symbols:  | FAD-binding domain-containing protein | chr4:11150171-11151769 FORWARDnot assigned not assigned not assigned FAD_binding_4 AF-4 GlcD TT_ORF1	misc.nitrilases, *nitrile lyases, berberine bridge enzymes, reticuline oxidases, troponine reductases	26_8

CUST_6563_PI403524517	2	0.13895416	0.44207096	-0.16420841	-0.068852425	-0.3222723	0.068852425	35_1821	"Cluster: OSJNBb0038F03.5 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: OSJNBb0038F03.5 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XN06	"CHR5V7|COORD:2356154..2358013| GDH2 (GLUTAMATE DEHYDROGENASE 2); oxidoreductase"	AT5G07440.1	CHR04V5|COORD:27014274..27019018|protein glutamate dehydrogenase 2, putative, expressed	LOC_Os04g45970.1	"no descriptionhighly similar to ( 708)AT5G07440| Symbols: GDH2 | GDH2 (GLUTAMATE DEHYDROGENASE 2); oxidoreductase | chr5:2356154-2358013 FORWARDhighly similar to ( 698)DHEA_NICPLGlutamate dehydrogenase A - Nicotiana plumbaginifolia (Leadwort-leaved tobacco)not assigned GdhA ELFV_dehydrog PRK09414 ELFV_dehydrog_N"	N-metabolism.N-degradation.glutamate dehydrogenase	12_3_1

CUST_17942_PI404877155	2	-0.36433983	-0.1701088	-0.37361765	0.3881383	0.34888744	0.17010927	HVSMEa0012C22f_at	OSJNBb0065J09.15 [Oryza sativa (japonica cultivar-group)]	CAE05719.1	oligopeptide transporter OPT family protein	At1g48370.1	protein transposon protein, putative, unclassified	Os04g44320	"YELLOW STRIPE LIKE 8;oligopeptide transporter OPT family protein, similar to iron-phytosiderophore transporter protein yellow stripe 1 (Zea mays) GI:10770865; contains Pfam profile PF03169: OPT oligopeptide transporter protein"	transport.peptides and oligopeptides	34_13

CUST_32046_PI403524517	2	-0.2590685	-0.17813206	0.32346153	0.7557745	0.16458893	-0.16458893	35_9242	"Cluster: Putative acyl-CoA:diacylglycerol acyltransferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative acyl-CoA:diacylglycerol acyltransferase - O"	UniRef90_Q5Z8Z2	"CHR2V7|COORD:8433518..8436537| TAG1 (TRIACYLGLYCEROL BIOSYNTHESIS DEFECT 1); diacylglycerol O-acyltransferase"	AT2G19450.1	CHR05V5|COORD:5951246..5958028|protein diacylglycerol O-acyltransferase 1, putative, expressed	LOC_Os05g10810.1	" no descriptionmoderately similar to ( 347)AT2G19450| Symbols: AS11, ABX45, DGAT1, RDS1, ATDGAT, TAG1 | TAG1 (TRIACYLGLYCEROL BIOSYNTHESIS DEFECT 1); diacylglycerol O-acyltransferase | chr2:8433518-8436537 FORWARDnot assigned ARE1 MBOAT "	lipid metabolism.TAG synthesis	11_4

CUST_24896_PI403524517	2	-0.569788	0.3610134	0.018465996	0.33708858	-0.23813343	-0.018465996	35_7225	"Cluster: Putative ankyrin-kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ankyrin-kinase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XI53	CHR1V7|COORD:4797603..4800040| protein kinase family protein / ankyrin repeat family protein	AT1G14000.1	CHR07V5|COORD:26248846..26243824|protein mitogen-activated protein kinase kinase kinase 10, putative, expressed	LOC_Os07g43900.1	no descriptionmoderately similar to ( 441)AT1G14000| Symbols:  | protein kinase family protein / ankyrin repeat family protein | chr1:4797603-4800040 FORWARDweakly similar to ( 103)NORK_MEDTRNodulation receptor kinase precursor - Medicago truncatula (Barrel medic)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TyrKc Pkinase_Tyr PTKc S_TKc S_TKc Pkinase PTKc_Srm_Brk PTKc_EphR PTKc_Csk_like PTKc_Tec_Rlk PTKc_Syk_like PTKc_Src_like PTKc_Tec_like PTKc_Itk PTKc_Fes_like PTKc_EphR_A2 PTKc_InsR_like PTKc_EGFR_like PTKc_Ack_like PTKc_Jak_rpt2 PTKc_Abl PTKc_Trk PTKc_FGFR PTKc_EphR_A PTKc_Frk_like PTKc_Btk_Bmx PTKc_DDR PTKc_c-ros PTKc_Csk PTK_CCK4 SPS1 PTKc_EphR_B PTKc_Musk PTKc_Jak2_Jak3_rpt2 PTKc_Fer PTKc_Fes PTKc_RET PTKc_ALK_LTK PTKc_Ror PTKc_FAK PTKc_TrkA PTKc_Chk PTKc_FGFR1 PTKc_Lyn PTKc_FGFR4 PTKc_Syk PTKc_TrkC PTKc_PDGFR PTKc_Met_Ron PTKc_TrkB PTKc_Tyk2_rpt2 PTKc_DDR1 PTKc_FGFR3 PTKc_Ror1 PTKc_DDR_like PTKc_Tyro3 PTKc_Hck PTKc_FGFR2 PTKc_Axl_like PTKc_Zap-70 PTKc_Lck_Blk PTK_HER3 PTK_Ryk PTKc_Jak1_rpt2 PTKc_Yes PTKc_Fyn_Yrk PTKc_InsR PTKc_Tie1 PTKc_Ror2 PTKc_Src PTKc_IGF-1R PTKc_HER4 PTKc_DDR2 PTKc_Tie2 PTKc_Axl PTKc_EGFR PTKc_Tie PTKc_HER2 PTKc_Aatyk PTK_Jak_rpt1 PTKc_Aatyk1_Aatyk3 PTKc_EphR_A10 PTKc_Kit PTKc_VEGFR PTKc_VEGFR3 PTKc_VEGFR2 PTKc_PDGFR_beta PTKc_Aatyk2 PTKc_PDGFR_alpha PTKc_CSF-1R PTK_Jak2_Jak3_rpt1 PTK_Tyk2_rpt1	protein.postranslational modification	29_4

CUST_63534_PI403524517	2	-0.008718491	0.20620632	-0.049973488	-0.021543503	0.07949638	0.008717537	35_18138	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q338C6	CHR1V7|COORD:17055012..17056986| tetrapyrrole methylase family protein	AT1G45110.1	CHR10V5|COORD:14147377..14143348|protein expressed protein	LOC_Os10g27450.2	no descriptionmoderately similar to ( 339)AT1G45110| Symbols:  | tetrapyrrole methylase family protein | chr1:17055012-17056986 FORWARDCOG0313 TP_methylase CysG CobJ PRK06136 PRK05787	tetrapyrrole synthesis.urogen III methylase	19_30

CUST_9193_PI399408534	2	0.110703945	-0.07110214	0.07110214	-0.11962175	-0.5600014	0.0878067	35_10974	Rep: Early flowering 6 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q6BDA0	"CHR5V7|COORD:1169545..1174639| ELF6 (EARLY FLOWERING 6); transcription factor"	AT5G04240.1	0	0	"no descriptionvery weakly similar to (52.4)AT5G04240| Symbols: ELF6 | ELF6 (EARLY FLOWERING 6); transcription factor | chr5:1169545-1174639 FORWARD"	RNA.regulation of transcription.JUMONJI family	27_3_57

CUST_30772_PI399408534	2	-0.025676727	-0.003742218	0.003742218	0.015502453	-0.1547122	1.046257	35_24337	Rep: B0222C05.5 protein - Oryza sativa (Rice)	UniRef90_Q01LH4	CHR3V7|COORD:6690248..6693216| protein kinase family protein	AT3G19300.1	CHR04V5|COORD:21153387..21157199|protein receptor protein kinase CRINKLY4 precursor, putative, expressed	LOC_Os04g35114.1	no descriptionvery weakly similar to (65.9)AT3G19300| Symbols:  | protein kinase family protein | chr3:6690248-6693216 REVERSE	signalling.receptor kinases.misc	30_2_99

CUST_6411_PI403524517	2	-0.03884697	0.15337944	0.025835037	-0.032206535	0.18674374	-0.025835037	35_1777	"Cluster: 3'(2'),5'-bisphosphate nucleotidase (EC 3.1.3.7) (3'(2'),5- bisphosphonucleoside 3'(2')-phosphohydrolase); n=2; Oryza sativa|Rep:"	UniRef90_Q40639	"CHR5V7|COORD:25627066..25629028| SAL1 (FIERY1); 3'(2'),5'-bisphosphate nucleotidase/ inositol or phosphatidylinositol phosphatase"	AT5G63980.1	CHR12V5|COORD:4218460..4215552|protein expressed protein	LOC_Os12g08280.1	" no descriptionmoderately similar to ( 254)AT5G63980| Symbols: ATSAL1, HOS2, FRY1, SAL1 | SAL1 (FIERY1); 3'(2'),5'-bisphosphate nucleotidase/ inositol or phosphatidylinositol phosphatase | chr5:25627066-25629028 FORWARDmoderately similar to ( 332)DPNP_ORYSA3'(2'),5'-bisphosphate nucleotidase - Oryza sativa (Rice)not assigned not assigned PAP_phosphatase Inositol_P CysQ CysQ IMPase_like IMPase SuhB "	nucleotide metabolism.degradation	23_2

CUST_182597_PI403524517	2	-0.28200054	-0.7462473	0.7393522	0.28200102	0.42362547	-0.6124382	35_50757	"Cluster: Hypothetical protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53Q18		0	CHR11V5|COORD:7568908..7568708|protein retrotransposon protein, putative, unclassified	LOC_Os11g13760.1	no description	not assigned.unknown	35_2

CUST_33359_PI399408534	2	0.3979206	-0.12125778	0.007118225	-0.18369675	0.29206753	-0.0071172714	35_26439	"Cluster: Putative 2-oxoglutarate-dependent oxygenase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative 2-oxoglutarate-dependent oxygenase - Oryza sativ"	UniRef90_Q6ZBF4	CHR2V7|COORD:13139784..13141361| 2-oxoglutarate-dependent dioxygenase, putative	AT2G30830.1	CHR08V5|COORD:18437441..18436311|protein 1-aminocyclopropane-1-carboxylate oxidase, putative, expressed	LOC_Os08g30210.1	 no descriptionvery weakly similar to (89.4)AT2G30830| Symbols:  | 2-oxoglutarate-dependent dioxygenase, putative | chr2:13139784-13141361 REVERSEvery weakly similar to (67.8)DV4H_CATRODeacetoxyvindoline 4-hydroxylase - Catharanthus roseus (Rosy periwinkle) (Madagascar periwinkle)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07764 PRK07003 Atrophin-1 Drf_FH1 PcbC Gag_spuma 	hormone metabolism.ethylene.synthesis-degradation	17_5_1

CUST_14714_PI403524517	2	0.028075218	0.16550636	-0.11842346	0.07636738	-0.028075218	-0.08180618	35_4235	"Cluster: Hypothetical protein P0686E09.32-1; n=3; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0686E09.32-1 - Oryza sativa (japonica cultiv"	UniRef90_Q5ZDI7	CHR5V7|COORD:3654476..3656358| oxygen-evolving complex-related	AT5G11450.1	CHR01V5|COORD:24899830..24902546|protein expressed protein	LOC_Os01g43070.1	no descriptionmoderately similar to ( 327)AT5G11450| Symbols:  | oxygen-evolving complex-related | chr5:3654476-3656358 FORWARDPsbP	PS.lightreaction.photosystem II.PSII polypeptide subunits	1_1_1_2

CUST_135701_PI403524517	2	0.2879567	0.034048557	-1.8364391	-0.034049034	-1.4078617	0.10001469	35_38060	Rep: Expressed protein - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q84WI7	"CHR3V7|COORD:348512..349916| SRG3 (SENESCENCE-RELATED GENE 3); glycerophosphodiester phosphodiesterase"	AT3G02040.1	CHR02V5|COORD:18531172..18535043|protein glycerophosphodiester phosphodiesterase, putative, expressed	LOC_Os02g31030.1	"no descriptionvery weakly similar to (72.0)AT3G02040| Symbols: SRG3 | SRG3 (SENESCENCE-RELATED GENE 3); glycerophosphodiester phosphodiesterase | chr3:348512-349916 REVERSE"	lipid metabolism.lipid degradation.lysophospholipases.glycerophosphodiester phosphodiesterase	11_9_3_3

CUST_2145_PI404877155	2	-0.004755974	0.661623	0.013391495	-0.07258606	0.004755974	-0.040761948	Contig12464_at	transketolase family protein [Arabidopsis thaliana] pir||E84758 probable pyruvate dehydrogenase E1 beta subunit [imported] - Arabidopsis tha	NP_181006.1	transketolase family protein	At2g34590.1	protein pyruvate dehydrogenase E1 beta subunit	Os12g42230	pyruvate dehydrogenase E1 beta subunit	PS.calvin cyle.transketolase	1_03_08

CUST_8712_PI399408534	2	0.08343315	-0.011609077	-0.08777809	0.011609077	0.026184082	-0.071352005	35_4521	"Cluster: Os02g0796300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os02g0796300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DWT7	CHR2V7|COORD:13647906..13648733| CCR4-NOT transcription complex protein, putative	AT2G32070.1	CHR02V5|COORD:33848294..33851179|protein CCR4-NOT transcription complex subunit 7, putative, expressed	LOC_Os02g55300.1	 no descriptionmoderately similar to ( 410)AT2G32070| Symbols:  | CCR4-NOT transcription complex protein, putative | chr2:13647906-13648733 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned CAF1 POP2 Herpes_BLLF1 PRK07003 PRK12323 Atrophin-1 	RNA.processing.ribonucleases	27_1_19

CUST_52264_PI403524517	2	0.06439209	0.24157238	-0.008657455	-0.07489681	-0.07851505	0.008658409	35_14894	"Cluster: Vacuolar ATP synthase 16 kDa proteolipid subunit 4; n=37; Magnoliophyta|Rep: Vacuolar ATP synthase 16 kDa proteolipid subunit 4 - Arabidopsis thaliana"	UniRef90_P59229	"CHR1V7|COORD:6913308..6914313| AVA-P2 (vacuolar-H+-pumping ATPase 16 kDa proteolipid subunit 2); ATPase"	AT1G19910.1	CHR11V5|COORD:3376213..3373934|protein vacuolar ATP synthase 16 kDa proteolipid subunit, putative, expressed	LOC_Os11g06890.1	" no descriptionmoderately similar to ( 214)AT4G34720| Symbols: VHA-C1, ATVHA-C1, AVA-P1 | AVA-P1 (vacuolar H+-pumping ATPase 16 kDa proteolipid subunit 1); ATPase/ hydrogen ion transporting ATPase, rotational mechanism | chr4:16568228-16569170 REVERSEmoderately similar to ( 219)VATL_ORYSAnot assigned not assigned PRK06558 ATP-synt_C AtpE PRK06271 PRK06649 PRK06251 "	transport.p- and v-ATPases.H+-transporting two-sector ATPase	34_1_1

CUST_11209_PI404877155	2	-0.058016777	-0.07948208	0.04669094	-0.026070595	0.026070595	0.056311607	Contig4867_s_at	putative GTP-binding protein [Oryza sativa] dbj|BAD24987.1| putative GTP-binding protein YPTM2 [Oryza sativa (japonica cultivar-group)]	CAC39050.1	Ras-related protein (ARA-5) / small GTP-binding protein, putative	At1g02130.1	protein GTP-binding protein, putative	Os01g08450	GTP-binding protein yptm2	signalling.G-proteins	30_5

CUST_8403_PI403524517	2	-0.3108921	-0.4412403	0.008749962	0.4140129	0.4735117	-0.008749008	35_2349	"Cluster: 2-alkenal reductase; n=1; Hordeum vulgare subsp. vulgare|Rep: 2-alkenal reductase - Hordeum vulgare var. distichum (Two-rowed barley)"	UniRef90_Q2KM86	CHR3V7|COORD:698537..700285| NADP-dependent oxidoreductase, putative	AT3G03080.1	CHR12V5|COORD:6868873..6871370|protein NADP-dependent oxidoreductase P1, putative, expressed	LOC_Os12g12470.1	 no descriptionmoderately similar to ( 461)AT3G03080| Symbols:  | NADP-dependent oxidoreductase, putative | chr3:698537-700285 REVERSEnot assigned not assigned not assigned COG2130 Qor ADH_zinc_N Tdh AdhP PRK10754 	misc.oxidases - copper, flavone etc.	26_7

CUST_38254_PI403524517	2	0.17050076	0.65093327	-0.15266895	-0.49435997	-0.390337	0.152668	35_11009	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10QL7	CHR3V7|COORD:3573522..3575648| DC1 domain-containing protein	AT3G11402.1	CHR03V5|COORD:4777732..4771169|protein expressed protein	LOC_Os03g09200.1	no descriptionnot assigned not assigned DUF966	not assigned.unknown	35_2

CUST_26484_PI403524517	2	0.038775444	-0.3416729	0.017072678	-0.017072678	0.028938293	-0.023881912	35_7672	"Cluster: Os01g0689600 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0689600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JK91	CHR5V7|COORD:5275816..5276579| similar to hypothetical protein [Cleome spinosa] (GB:ABD96920.1)	AT5G16160.1	CHR01V5|COORD:28798019..28794537|protein expressed protein	LOC_Os01g49490.1	no descriptionvery weakly similar to (66.6)AT5G16160| Symbols:  | similar to hypothetical protein [Cleome spinosa] (GB:ABD96920.1) | chr5:5275816-5276579 REVERSE	not assigned.unknown	35_2

CUST_68205_PI403524517	2	-0.09129429	2.512598	-0.32151318	0.091294765	-0.320148	0.09781599	35_19498	"Cluster: Bowman-Birk type trypsin inhibitor; n=1; Hordeum vulgare|Rep: Bowman-Birk type trypsin inhibitor - Hordeum vulgare (Barley)"	UniRef90_P12940	0	0	CHR01V5|COORD:1512639..1513634|protein Bowman-Birk type bran trypsin inhibitor precursor, putative, expressed	LOC_Os01g03680.1	no descriptionweakly similar to ( 105)IBB_HORVUBowman-Birk type trypsin inhibitor - Hordeum vulgare (Barley)BowB BBI	not assigned.unknown	35_2

CUST_80498_PI403524517	2	-0.75148964	-0.33307266	0.14631176	0.30756092	0.611331	-0.1463108	35_23086	Rep: Amino acid adenylation - Mycobacterium sp. KMS	UniRef90_Q1TBE2	0	0	CHR06V5|COORD:27959871..27970325|protein expressed protein	LOC_Os06g46149.2	no descriptionnot assigned	not assigned.unknown	35_2

CUST_4220_PI404877155	2	0.06492138	0.57656384	-0.06492138	-0.07022762	-0.33777332	0.11931896	Contig15050_at	OSJNBa0087O24.4 [Oryza sativa (japonica cultivar-group)] ref|XP_474246.1| OSJNBa0087O24.4 [Oryza sativa (japonica cultivar-group)]	CAE03581.1	beta-fructosidase, putative / beta-fructofuranosidase, putative	At1g55120.1	"protein Similar to cell wall invertase; beta-fructosidase; Incw4"	Os04g56930	beta-fructosidase (BFRUCT1) / beta-fructofuranosidase / cell wall invertase, identical to beta-fructofuranosidase GI:402740 from (Arabidopsis thaliana)	major CHO metabolism.degradation.sucrose.invertases.cell wall	2_2_1_03_02

CUST_22607_PI403524517	2	-1.4047661	0.22640038	0.2884102	0.30383968	-0.47307587	-0.22640038	35_6565	"Cluster: Os01g0952900 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0952900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JFZ1	"CHR5V7|COORD:3992949..3993611| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G28190.1); similar to putative protein [Medicago truncatula]"	AT5G12340.1	CHR01V5|COORD:42298834..42299872|protein expressed protein	LOC_Os01g72360.1	"no descriptionvery weakly similar to (72.8)AT5G12340| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G28190.1); similar to putative protein [Medicago truncatula] (GB:ABE89838.1) | chr5:3992949-3993611 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12678 PRK12323 PRK07003 PRK07764 APC_basic"	not assigned.unknown	35_2

CUST_13061_PI403524517	2	0.17549896	-0.0068206787	-0.04729843	0.0068216324	-0.010939598	0.09887695	35_3737	Rep: B0518A01.3 protein - Oryza sativa (Rice)	UniRef90_Q259V1	CHR4V7|COORD:15145942..15152945| transducin family protein / WD-40 repeat family protein	AT4G31160.1	CHR04V5|COORD:35136553..35128041|protein expressed protein	LOC_Os04g59460.1	no descriptionhighly similar to ( 579)AT4G31160| Symbols:  | transducin family protein / WD-40 repeat family protein | chr4:15145942-15152945 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned WD40 DUF566 PRK02363 COG5099	not assigned.unknown	35_2

CUST_79189_PI403524517	2	0.17080688	-0.2542734	-0.16313362	0.24535751	0.1279831	-0.1279831	35_22714	"Cluster: Auxin-regulated protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Auxin-regulated protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z3T8	CHR3V7|COORD:21427313..21428786| OTU-like cysteine protease family protein	AT3G57810.2	CHR08V5|COORD:24890472..24893543|protein OTU-like cysteine protease family protein, expressed	LOC_Os08g39560.1	no descriptionweakly similar to ( 196)AT3G57810| Symbols:  | OTU-like cysteine protease family protein | chr3:21427313-21428786 FORWARDnot assigned OTU	protein.degradation.cysteine protease	29_5_3

CUST_84216_PI403524517	2	-0.02991867	0.029918194	-0.14415121	1.9311938	-0.26599407	2.7356749	35_24134	Rep: AML15 - Triticum aestivum (Wheat)	UniRef90_Q6J734	CHR3V7|COORD:8063070..8064482| leucine-rich repeat family protein / extensin family protein	AT3G22800.1	CHR02V5|COORD:29853368..29861584|protein AML1, putative, expressed	LOC_Os02g48790.2	no description	not assigned.unknown	35_2

CUST_90667_PI403524517	2	0.19008636	0.022526741	-0.14757347	-0.022527695	-0.103731155	0.50413704	35_25930	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_17637_PI403524517	2	0.16554165	-0.6515999	-0.05731201	0.057311058	-0.14884853	0.64430046	35_5096	"Cluster: Os12g0209000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os12g0209000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IPF5	CHR1V7|COORD:12074105..12075969| sporulation protein-related	AT1G33290.1	CHR12V5|COORD:5688883..5683582|protein expressed protein	LOC_Os12g10640.1	no descriptionhighly similar to ( 509)AT1G33290| Symbols:  | sporulation protein-related | chr1:12074105-12075969 FORWARDSpoIIIAA AAA	not assigned.no ontology	35_1

CUST_14671_PI403524517	2	0.046406746	0.046308517	-0.10764122	0.0029363632	-0.07362747	-0.0029354095	35_4223	"Cluster: Dentin sialophosphoprotein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Dentin sialophosphoprotein-like - Oryza sativa (japonica"	UniRef90_Q5Z9C3	"CHR4V7|COORD:17785686..17787284| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G22795.1); similar to retinitis pigmentosa GTPase regulator-like"	AT4G37820.1	CHR06V5|COORD:21068933..21065262|protein expressed protein	LOC_Os06g36050.1	"no descriptionvery weakly similar to (86.7)AT2G22795| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G37820.1); similar to hypothetical protein B14911_03489 [Bacillus sp. NRRL B-14911] (GB:ZP_01168655.1) | chr2:9704460-9706664 REVERSEnot assigned MDN1 DMP1 TFIIF_alpha PRK08581"	not assigned.unknown	35_2

CUST_182717_PI403524517	2	-0.24549961	-0.2827711	0.015695095	-0.015695095	0.048157692	0.66856813	35_50787	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_11714_PI404877155	2	-0.0077257156	0.37146473	-0.09581947	0.24847984	0.007724762	-0.07544994	Contig5396_at	KH domain-containing protein [Arabidopsis thaliana] dbj|BAB09296.1| RNA-binding protein-like [Arabidopsis thaliana]	NP_200425.1	KH domain-containing protein	At5g56140.1	protein RNA-binding protein, putative	Os02g49080	0	RNA.regulation of transcription	27_3

CUST_113899_PI403524517	2	0.54712486	0.16243553	-0.16243505	0.47663116	-0.52545977	-0.45916653	35_32325	"Cluster: Putative Nuclear pore complex protein Nup155; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Nuclear pore complex protein Nup155 - Oryza sat"	UniRef90_Q5Z4E0	CHR1V7|COORD:5116916..5123254| NUP155 (Nucleoporin 155)	AT1G14850.1	CHR06V5|COORD:11514409..11525626|protein NUP155, putative, expressed	LOC_Os06g20090.1	no descriptionweakly similar to ( 135)AT1G14850| Symbols: NUP155 | NUP155 (Nucleoporin 155) | chr1:5116916-5123254 REVERSEnot assigned	protein.targeting.nucleus	29_3_1

CUST_21613_PI403524517	2	-0.18943977	0.13614559	-0.002108574	0.13293934	-0.40874577	0.002108574	35_6274	Rep: H0103C06.5 protein - Oryza sativa (Rice)	UniRef90_Q259G9	CHR1V7|COORD:5177890..5179848| Encodes a Cysteine-rich peptide (CRP) family protein	AT1G15030.1	CHR06V5|COORD:31088545..31082206|protein expressed protein	LOC_Os06g51330.1	"no descriptionvery weakly similar to (75.5)AT5G49220| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G01260.1); similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:AAO39871.1); similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:AAP46235.1); contains InterPro domain Protein of unknown function DUF789; (InterPro:IPR008507) | chr5:19973853-19975679 FORWARDDUF789"	not assigned.unknown	35_2

CUST_85373_PI403524517	2	0.081429005	-0.56992817	-0.081429005	0.15099382	-0.23143911	0.28791094	35_24455	"Cluster: Os07g0154400 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os07g0154400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D8J4	CHR4V7|COORD:8553851..8561661| similar to putative fanconi anemia, complementation group D2 [Oryza sativa (japonica cultivar-group)] (GB:BAD31595.1)	AT4G14970.1	CHR07V5|COORD:2890947..2881339|protein conserved hypothetical protein	LOC_Os07g05960.1	 no descriptionvery weakly similar to (52.8)AT4G14970| Symbols:  | similar to putative fanconi anemia, complementation group D2 [Oryza sativa (japonica cultivar-group)] (GB:BAD31595.1) | chr4:8553851-8561661 FORWARDnot assigned 	not assigned.unknown	35_2

CUST_6773_PI403524517	2	-0.012762547	0.026594639	0.08262634	0.01276207	-0.36816978	-0.19765091	35_1881	0	0	0	0	CHR03V5|COORD:15103183..15105820|protein conserved hypothetical protein	LOC_Os03g26480.1	no description	not assigned.unknown	35_2

CUST_3656_PI403524517	2	0.099214554	-0.18908882	0.18580246	-0.04317856	-0.16230583	0.043179512	35_996	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_55759_PI403524517	2	-0.005706787	-0.14942074	0.0057058334	-0.0065259933	0.054361343	0.060975075	35_15869	"Cluster: Pre-mRNA processing protein prp39, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Pre-mRNA processing protein prp39, putative, e"	UniRef90_Q10Q44	CHR1V7|COORD:1051802..1056549| hydroxyproline-rich glycoprotein family protein	AT1G04080.1	CHR03V5|COORD:5746555..5739919|protein pre-mRNA-processing protein prp39, putative, expressed	LOC_Os03g11200.1	no descriptionhighly similar to ( 628)AT1G04080| Symbols:  | hydroxyproline-rich glycoprotein family protein | chr1:1051802-1056549 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned RNA14 PRK07003 PRK12323 PRK12678 PRK07764	not assigned.no ontology.hydroxyproline rich proteins	35_1_41

CUST_184_PI403524517	2	0.047245026	1.482831	-0.047245026	0.71214294	-0.2917304	-0.39400768	35_48	"Cluster: Putative germin protein type 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative germin protein type 1 - Oryza sativa (japonica cultivar-group"	UniRef90_Q6ZCR3	CHR5V7|COORD:15687236..15688017| germin-like protein, putative	AT5G39150.1	CHR08V5|COORD:5222478..5223690|protein germin-like protein subfamily 1 member 7 precursor, putative, expressed	LOC_Os08g08980.1	 no descriptionmoderately similar to ( 229)AT5G39150| Symbols:  | germin-like protein, putative | chr5:15687236-15688017 REVERSEweakly similar to ( 187)GLP1_MESCRGermin-like protein precursor - Mesembryanthemum crystallinum (Common ice plant)Cupin_1 	stress.abiotic.unspecified	20_2_99

CUST_25671_PI403524517	2	8.916855E-4	-8.916855E-4	-0.48705196	0.11999798	-0.18020058	0.02712822	35_7440	"Cluster: Hypothetical protein P0434D08.6; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0434D08.6 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q5NBE6	CHR3V7|COORD:1363035..1364405| transcription regulator	AT3G04930.1	CHR01V5|COORD:8232635..8231427|protein transcription regulator, putative, expressed	LOC_Os01g14720.1	no description	not assigned.unknown	35_2

CUST_155605_PI403524517	2	0.14411116	-0.20796394	-0.12003994	0.12003946	-0.6298785	0.38228893	35_43467	"Cluster: Os11g0678000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os11g0678000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IR49	CHR1V7|COORD:25461008..25466099| protein kinase family protein	AT1G67890.1	CHR11V5|COORD:26892641..26899799|protein ATP binding protein, putative, expressed	LOC_Os11g45280.2	no descriptionvery weakly similar to (60.8)AT5G49470| Symbols:  | protein kinase family protein | chr5:20081895-20085537 FORWARD	protein.postranslational modification	29_4

CUST_113498_PI403524517	2	0.53800774	0.59779835	-0.10252476	0.014026165	-0.83732367	-0.014026165	35_32217	"Cluster: Os07g0420700 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os07g0420700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D6X9	"CHR5V7|COORD:22215082..22218875| Fh5 (FORMIN HOMOLOGY5); actin binding"	AT5G54650.1	CHR07V5|COORD:13486581..13499331|protein alpha-glucosidase 2, putative, expressed	LOC_Os07g23880.1	no description	not assigned.unknown	35_2

CUST_21242_PI403524517	2	-0.035062313	-0.24194002	0.074448586	0.051889896	0.035062313	-0.34479094	35_6162	"Cluster: Putative p21 C-terminal-binding protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative p21 C-terminal-binding protein - Oryza sativa (japon"	UniRef90_Q84T78	CHR1V7|COORD:9039777..9042860| protein kinase	AT1G26150.1	CHR03V5|COORD:35912267..35909725|protein expressed protein	LOC_Os03g63690.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned PRK07003 PRK12323 PRK07764 PRK05648 PRK10819 Protamine_P1 TT_ORF1	not assigned.unknown	35_2

CUST_89505_PI403524517	2	0.41091967	-0.16529846	-0.12558651	0.12558603	0.4902978	-0.38453436	35_25603	"Cluster: Os05g0458600 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os05g0458600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DHL2	"CHR5V7|COORD:24185298..24187449| LAC17 (laccase 17); copper ion binding / oxidoreductase"	AT5G60020.1	CHR05V5|COORD:22450351..22452916|protein L-ascorbate oxidase precursor, putative, expressed	LOC_Os05g38420.1	"no descriptionweakly similar to ( 197)AT5G60020| Symbols: LAC17 | LAC17 (laccase 17); copper ion binding / oxidoreductase | chr5:24185298-24187449 FORWARDnot assigned"	secondary metabolism.simple phenols	16_10

CUST_54038_PI403524517	2	0.14204693	0.16015911	0.025959015	-0.065686226	-0.025959015	-0.17852211	35_15378	"Cluster: Pathogenesis-related protein 1A/1B precursor; n=10; Triticeae|Rep: Pathogenesis-related protein 1A/1B precursor - Hordeum vulgare (Barley)"	UniRef90_P32937	CHR4V7|COORD:7025121..7026107| ATOSM34 (OSMOTIN 34)	AT4G11650.1	CHR12V5|COORD:26914099..26913234|protein thaumatin-like protein precursor, putative, expressed	LOC_Os12g43430.1	no descriptionvery weakly similar to (62.8)AT4G11650| Symbols: ATOSM34 | ATOSM34 (OSMOTIN 34) | chr4:7025121-7026107 REVERSEweakly similar to ( 187)PR1A_HORVUPathogenesis-related protein 1A/1B precursor - Hordeum vulgare (Barley)Thaumatin THN	stress.biotic	20_1

CUST_61054_PI403524517	2	-0.04290676	0.28030014	0.0058631897	0.033543587	-0.0058631897	-0.09799099	35_17415	"Cluster: Putative mevalonate disphosphate decarboxylase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative mevalonate disphosphate decarboxylase - Oryza"	UniRef90_Q6ETS8	CHR3V7|COORD:20093446..20095666| mevalonate diphosphate decarboxylase, putative	AT3G54250.1	CHR02V5|COORD:500330..496748|protein diphosphomevalonate decarboxylase, putative, expressed	LOC_Os02g01920.1	 no descriptionhighly similar to ( 573)AT3G54250| Symbols:  | mevalonate diphosphate decarboxylase, putative | chr3:20093446-20095666 REVERSEnot assigned MVD1 	secondary metabolism.isoprenoids.mevalonate pathway.mevalonate diphosphate decarboxylase	16_1_2_6

CUST_27994_PI399408534	2	0.025866508	-0.17969513	0.05600643	-0.025866508	-0.07390022	0.060336113	35_22254	"Cluster: FYVE finger-containing phosphoinositide kinase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: FYVE finger-containing phosphoinositide kinase-li"	UniRef90_Q8H3L8	CHR1V7|COORD:26786501..26792374| phosphatidylinositol-4-phosphate 5-kinase family protein	AT1G71010.1	CHR08V5|COORD:20540715..20533284|protein 1-phosphatidylinositol-4-phosphate 5-kinase/ zinc ion binding protein, putative, expressed	LOC_Os08g33200.1	no descriptionmoderately similar to ( 248)AT1G71010| Symbols:  | phosphatidylinositol-4-phosphate 5-kinase family protein | chr1:26786501-26792374 FORWARDnot assigned not assigned PIPKc PIP5K MSS4 PIPKc	signalling.phosphinositides.phosphatidylinositol-4-phosphate 5-kinase	30_4_1

CUST_4569_PI403524517	2	-0.0061826706	0.09206772	0.0061826706	-0.12889194	-0.08083916	0.076345444	35_1262	"Cluster: Putative LIM-domain protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative LIM-domain protein - Oryza sativa (japonica"	UniRef90_Q84Q79	CHR2V7|COORD:16666214..16667345| LIM domain-containing protein	AT2G39900.1	CHR03V5|COORD:8776908..8778888|protein pollen-specific protein SF3, putative, expressed	LOC_Os03g15940.1	no descriptionmoderately similar to ( 287)AT2G39900| Symbols:  | LIM domain-containing protein | chr2:16666214-16667345 FORWARDweakly similar to ( 197)SF3_HELANPollen-specific protein SF3 - Helianthus annuus (Common sunflower)not assigned not assigned not assigned not assigned not assigned LIM LIM	development.unspecified	33_99

CUST_7062_PI403524517	2	0.10826683	0.41494942	-0.10826683	0.11710644	-0.31254196	-0.17816353	35_1959	"Cluster: Expressed protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QYM8	"CHR5V7|COORD:23613595..23613931| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G18150.1); similar to expressed protein [Oryza sativa (japonica"	AT5G58375.1	CHR11V5|COORD:617440..619126|protein expressed protein	LOC_Os11g02200.1	"no descriptionvery weakly similar to (85.5)AT5G58375| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G18150.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABA96267.1); contains domain UNCHARACTERIZED METHYLTRANSFERASE (PTHR12133:SF1); contains domain UNCHARACTERIZED METHYLTRANSFERASE (PTHR12133) | chr5:23613595-23613931 FORWARD"	not assigned.unknown	35_2

CUST_99369_PI403524517	2	0.15093422	-0.5031557	6.313324E-4	-6.313324E-4	0.2509346	-0.040789604	35_28367	"Cluster: DNA polymerase alpha catalytic subunit; n=2; Oryza sativa|Rep: DNA polymerase alpha catalytic subunit - Oryza sativa (Rice)"	UniRef90_O48653	CHR5V7|COORD:26794220..26802330| DNA-directed DNA polymerase alpha catalytic subunit, putative	AT5G67100.1	CHR01V5|COORD:37961025..37952644|protein DNA polymerase alpha catalytic subunit, putative, expressed	LOC_Os01g64820.1	 no descriptionmoderately similar to ( 281)AT5G67100| Symbols:  | DNA-directed DNA polymerase alpha catalytic subunit, putative | chr5:26794220-26802330 FORWARDmoderately similar to ( 367)DPOLA_ORYSAnot assigned not assigned not assigned DNA_pol_B PolB POLBc PRK05762 POLBc PRK05761 	DNA.synthesis/chromatin structure	28_1

CUST_166646_PI403524517	2	0.17969322	0.5727711	0.23563957	-0.68507767	-0.17969322	-0.22156525	35_46424	"Cluster: Hypothetical protein OJ1764_D01.5; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1764_D01.5 - Oryza sativa (japonica cultivar"	UniRef90_Q60ES7	"CHR3V7|COORD:3195446..3197116| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G41640.1); similar to glycosyltransferase [Medicago truncatula]"	AT3G10320.1	CHR05V5|COORD:18947702..18938548|protein glycosyltransferase, putative, expressed	LOC_Os05g32544.2	"no descriptionvery weakly similar to (75.1)AT2G41640| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G57380.1); similar to glycosyltransferase [Medicago truncatula] (GB:CAI30145.1); contains InterPro domain Protein of unknown function DUF563; (InterPro:IPR007657) | chr2:17367732-17369469 FORWARDnot assigned DUF563"	not assigned.unknown	35_2

CUST_155540_PI403524517	2	0.008533478	-0.008533001	0.07572079	0.13360167	-0.28346395	-0.16103697	35_43448	"Cluster: MATE efflux protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: MATE efflux protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5N7N1	CHR1V7|COORD:26828424..26830410| MATE efflux family protein	AT1G71140.1	CHR01V5|COORD:28565482..28561550|protein transparent testa 12 protein, putative, expressed	LOC_Os01g49120.1	no descriptionvery weakly similar to (64.3)AT1G66780| Symbols:  | MATE efflux family protein | chr1:24912876-24915148 FORWARDnot assigned	transport.misc	34_99

CUST_76068_PI403524517	2	0.11561489	0.2546568	-0.040742874	-0.08615875	0.033830643	-0.033830643	35_21806	"Cluster: Putative UDP-Gal:betaGlcNAc beta 1,3-galactosyltransferase-I; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative UDP-Gal:betaGlcNAc beta"	UniRef90_Q5ZDR9	CHR3V7|COORD:1972919..1975278| galactosyltransferase family protein	AT3G06440.1	CHR01V5|COORD:12655238..12649824|protein beta 1, 3 galactosyltransferase, putative, expressed	LOC_Os01g22550.1	no descriptionhighly similar to ( 511)AT3G06440| Symbols:  | galactosyltransferase family protein | chr3:1973189-1975278 REVERSEnot assigned not assigned Galactosyl_T Gal-bind_lectin GLECT	protein.glycosylation	29_7

CUST_66875_PI403524517	2	-0.0016450882	-0.20277023	0.014119148	0.0016441345	0.023859978	-0.015215874	35_19096	"Cluster: Ribosomal 5S rRNA E-loop binding protein Ctc/L25/TL5 containing protein, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Ribosomal 5S rRNA"	UniRef90_Q10GV3	"CHR5V7|COORD:26718459..26719757| similar to 50S ribosomal protein-related [Arabidopsis thaliana] (TAIR:AT4G23620.1); similar to ribosomal 5S rRNA E-loop"	AT5G66860.1	CHR03V5|COORD:23094838..23090084|protein 5S rRNA binding protein, putative, expressed	LOC_Os03g41612.1	" no descriptionmoderately similar to ( 223)AT5G66860| Symbols:  | similar to 50S ribosomal protein-related [Arabidopsis thaliana] (TAIR:AT4G23620.1); similar to ribosomal 5S rRNA E-loop binding protein Ctc/L25/TL5 containing protein, expressed [Oryza sativa (japonica cultivar-group)] (GB:ABF97599.1); contains InterPro domain Ribosomal protein L25-like; (InterPro:IPR011035) | chr5:26718459-26719757 REVERSEnot assigned PRK05618 PRK12323 "	not assigned.unknown	35_2

CUST_83747_PI403524517	2	0.036925316	0.8233805	0.19638824	-0.18517685	-0.27702332	-0.036925316	35_24006	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_101597_PI403524517	2	0.0945425	-0.26377964	-0.02423668	0.024237633	0.053907394	-0.23996544	35_28992	"Cluster: Os02g0556400 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0556400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E0E5	CHR3V7|COORD:9670745..9672510| methyltransferase/ nucleic acid binding	AT3G26410.1	CHR02V5|COORD:21036869..21033759|protein RNA methylase, putative, expressed	LOC_Os02g35060.1	no descriptionmoderately similar to ( 259)AT3G26410| Symbols:  | methyltransferase/ nucleic acid binding | chr3:9670745-9672510 REVERSEnot assigned COG1041 UPF0020	not assigned.unknown	35_2

CUST_24134_PI403524517	2	0.29311275	-0.75823116	-0.1628933	0.09937382	-0.094454765	0.09445572	35_7008	0	0	0	0	CHR01V5|COORD:10671954..10676557|protein expressed protein	LOC_Os01g18880.2	no description	not assigned.unknown	35_2

CUST_132021_PI403524517	2	0.0056037903	-0.005604744	0.10521507	-0.11134243	-0.12805367	0.13860512	35_37080	"Cluster: Hypothetical protein OJ1735_C10.5; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1735_C10.5 - Oryza sativa (japonica cultivar"	UniRef90_Q65XL3		0	CHR05V5|COORD:28393865..28390296|protein expressed protein	LOC_Os05g49630.1	no description	not assigned.unknown	35_2

CUST_11192_PI404877155	2	-0.17766476	0.21859646	0.19555855	-0.068201065	-0.03756523	0.037566185	Contig4860_at	pollen Ole e 1 allergen and extensin family protein [Arabidopsis thaliana]	NP_568813.1	pollen Ole e 1 allergen and extensin family protein	At5g54855.1	protein expressed protein	Os02g21280	pollen Ole e 1 allergen and extensin family protein, contains Pfam domain, PF01190: Pollen proteins Ole e I family	stress.abiotic.unspecified	20_2_99

CUST_63666_PI403524517	2	0.06741619	0.09009552	-0.13296318	-0.06741619	-0.22009087	0.17678833	35_18176	"Cluster: Putative PIR7A protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative PIR7A protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ZC62	CHR1V7|COORD:12355889..12357874| hydrolase, alpha/beta fold family protein	AT1G33990.1	CHR08V5|COORD:517530..513311|protein polyneuridine-aldehyde esterase precursor, putative, expressed	LOC_Os08g01850.1	 no descriptionmoderately similar to ( 441)AT1G33990| Symbols:  | hydrolase, alpha/beta fold family protein | chr1:12355889-12357874 FORWARDweakly similar to ( 152)PIR7A_ORYSAnot assigned Abhydrolase_1 MhpC PldB 	misc.nitrilases, *nitrile lyases, berberine bridge enzymes, reticuline oxidases, troponine reductases	26_8

CUST_18103_PI403524517	2	7.49588E-4	0.19659805	0.025475502	-0.069955826	-7.49588E-4	-0.0022192001	35_5229	"Cluster: F-box domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: F-box domain containing protein, expressed - Oryza sativa"	UniRef90_Q10A87	"CHR4|COORD:324994..326964| F-box family protein,  ; similar to SKP1 interacting partner 2 (SKIP2) TIGR_Ath1:At5g67250"	AT4G00755.2	CHR03V5|COORD:36320641..36323434|protein F-box domain containing protein, expressed	LOC_Os03g64360.2	no descriptionvery weakly similar to (60.5)AT4G00755| Symbols:  | F-box family protein | chr4:325294-326787 FORWARD	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_28827_PI403524517	2	-0.008270264	0.09943485	0.008270264	-0.070364	0.22688293	-0.030939102	35_8328	"Cluster: Os03g0108600 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os03g0108600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DVX2	CHR3V7|COORD:2201537..2204668| DEAD/DEAH box helicase, putative	AT3G06980.1	CHR03V5|COORD:484267..487347|protein DEAD/DEAH box helicase, putative, expressed	LOC_Os03g01830.1	 no descriptionmoderately similar to ( 378)AT3G06980| Symbols:  | DEAD/DEAH box helicase, putative | chr3:2201537-2204668 FORWARDvery weakly similar to (98.6)DB10_NICSYATP-dependent RNA helicase-like protein DB10 - Nicotiana sylvestris (Wood tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned SrmB DEADc DEAD PRK10590 DEXDc PRK11192 PRK11634 PRK01297 PRK04837 DEXDc PRK11776 PRK04537 COG1205 DEXHc COG1204 Lhr 	DNA.synthesis/chromatin structure	28_1

CUST_18561_PI404877155	2	-0.018990517	1.0457277	0.018990517	-0.19347477	-0.15658188	0.16191196	HVSMEk0021N05r2_s_at	Phytochrome A type 3 (AP3) emb|CAA26999.1| unnamed protein product [Avena sativa]	P06593	phytochrome A (PHYA)	At1g09570.1	protein phytochrome	Os03g51030	PHYTOCHROME A TYPE 5 (AP5) pir	signalling.light	30_11

CUST_52098_PI403524517	2	0.22036362	-0.12729454	0.083945274	-0.08394432	-0.08426666	0.120155334	35_14848	"Cluster: Cell division control protein 48 homolog E; n=13; Magnoliophyta|Rep: Cell division control protein 48 homolog E - Arabidopsis thaliana (Mouse-ear cress"	UniRef90_Q9LZF6	CHR3V7|COORD:19734394..19737467| cell division cycle protein 48, putative / CDC48, putative	AT3G53230.1	CHR10V5|COORD:15582011..15586577|protein cell division control protein 48 homolog E, putative, expressed	LOC_Os10g30580.1	 no descriptionmoderately similar to ( 295)AT3G53230| Symbols:  | cell division cycle protein 48, putative / CDC48, putative | chr3:19734394-19737467 FORWARDmoderately similar to ( 298)CDC48_SOYBNCell division cycle protein 48 homolog - Glycine max (Soybean)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned SpoVK RPT1 PRK03992 AAA HflB hflB COG1223 	protein.degradation.ubiquitin.proteasom	29_5_11_20

CUST_104984_PI403524517	2	-0.51740265	-1.3765638	-0.007884026	0.07808161	0.1116128	0.007883549	35_29910	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_102077_PI403524517	2	0.053077698	0.7799244	-0.053077698	-0.28072357	-0.6514025	0.1065197	35_29123	"Cluster: Os11g0105900 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os11g0105900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IV85		0	CHR11V5|COORD:268028..270933|protein conserved hypothetical protein	LOC_Os11g01460.1	no descriptionRPA1_DBD_A_like	not assigned.unknown	35_2

CUST_23583_PI403524517	2	0.048069	-0.77551174	-0.048069954	0.066495895	-0.060426712	0.057599068	35_6854	"Cluster: Pentatricopeptide (PPR) repeat-containing protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Pentatricopeptide (PPR) repeat-containing prot"	UniRef90_Q84ZC4	CHR3V7|COORD:17273996..17275007| pentatricopeptide (PPR) repeat-containing protein	AT3G46870.1	CHR07V5|COORD:21803585..21801037|protein expressed protein	LOC_Os07g36450.1	no descriptionmoderately similar to ( 315)AT3G46870| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr3:17273996-17275007 FORWARDvery weakly similar to (53.5)RF1_ORYSA	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_19822_PI403524517	2	0.28728485	-0.007367134	0.007368088	-0.008386612	-0.015017509	0.01922512	35_5750	Rep: AT5g65000/MXK3_23 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q8VYH1	CHR5V7|COORD:25982349..25984533| nucleotide-sugar transporter family protein	AT5G65000.1	CHR02V5|COORD:21980700..21975112|protein nucleotide-sugar transporter/ sugar porter, putative, expressed	LOC_Os02g36390.1	no descriptionmoderately similar to ( 336)AT5G65000| Symbols:  | nucleotide-sugar transporter family protein | chr5:25982722-25984533 REVERSEnot assigned Nuc_sug_transp	transport.NDP-sugars at the ER	34_11

CUST_3384_PI403524517	2	-0.020763397	-1.2396135	0.02076435	0.025403023	0.26886845	-0.1252861	35_925	Rep: OSJNBa0016O02.3 protein - Oryza sativa (Rice)	UniRef90_Q7XJW7	"CHR5V7|COORD:2628664..2631048| EMB1873 (EMBRYO DEFECTIVE 1873); agmatine deiminase"	AT5G08170.1	CHR04V5|COORD:23096015..23099921|protein agmatine deiminase, putative, expressed	LOC_Os04g39210.1	"no descriptionhighly similar to ( 508)AT5G08170| Symbols: EMB1873 | EMB1873 (EMBRYO DEFECTIVE 1873); agmatine deiminase | chr5:2628664-2631048 REVERSEPAD_porph COG2957"	polyamine metabolism.synthesis.agmatine deiminase	22_1_4

CUST_30617_PI403524517	2	0.027522564	0.26597357	-0.027522087	-0.33245802	0.89095354	-0.3250575	35_8837	"Cluster: Hypothetical protein OJ1174_H11.8; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1174_H11.8 - Oryza sativa (japonica cultivar"	UniRef90_Q6AVA5	CHR1V7|COORD:20420686..20424400| AtATG18h (Arabidopsis thaliana homolog of yeast autophagy 18 (ATG18) h)	AT1G54710.1	CHR05V5|COORD:19685640..19691882|protein expressed protein	LOC_Os05g33610.3	no descriptionmoderately similar to ( 310)AT1G54710| Symbols: AtATG18h | AtATG18h (Arabidopsis thaliana homolog of yeast autophagy 18 (ATG18) h) | chr1:20420686-20424400 REVERSEnot assigned not assigned not assigned	not assigned.unknown	35_2

CUST_135047_PI403524517	2	-0.1585474	0.29995203	0.005619049	-0.005619049	1.2807779	-0.2604928	35_37885	"Cluster: Os09g0509300 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0509300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J0H3		0	CHR09V5|COORD:19759987..19765970|protein expressed protein	LOC_Os09g33510.1	no description	not assigned.unknown	35_2

CUST_110802_PI403524517	2	0.0062794685	0.2874093	0.0123381615	-0.0062794685	-0.031785965	-0.017656326	35_31467	"Cluster: Hypothetical protein OJ1012B02.5; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1012B02.5 - Oryza sativa (japonica cultivar-g"	UniRef90_Q84QB6	CHR2V7|COORD:12686423..12687544| zinc finger (C2H2 type) family protein	AT2G29660.1	CHR03V5|COORD:8693704..8691685|protein nucleic acid binding protein, putative, expressed	LOC_Os03g15790.1	no description	not assigned.unknown	35_2

CUST_10336_PI404877155	2	-0.16779709	1.1858187	0.015680313	0.0952692	-0.561182	-0.01567936	Contig4098_at	"auxin binding protein (ABP44); isovaleryl-CoA Dehydrogenase [Pisum sativum]"	CAB55555.1	isovaleryl-CoA- dehydrogenase (IVD)	At3g45300.1	protein isovaleryl-coa dehydrogenase 2, mitochondrial precursor (ec 1.3.99.10)(ivd 2) (fragment)	Os05g03480	auxin binding protein (ABP44)	amino acid metabolism.degradation.branched-chain group.leucine	13_2_4_4

CUST_71173_PI403524517	2	0.08162403	-0.024062157	0.009566307	-0.009567261	-0.119709015	0.024288177	35_20390	"Cluster: Diphosphonucleotide phosphatase 1, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Diphosphonucleotide phosphatase 1, putative, e"	UniRef90_Q10Q09	CHR1V7|COORD:4715487..4718088| calcineurin-like phosphoesterase family protein	AT1G13750.1	CHR03V5|COORD:5953034..5958197|protein nucleotide pyrophosphatase/phosphodiesterase, putative, expressed	LOC_Os03g11530.1	no descriptionhighly similar to ( 857)AT1G13750| Symbols:  | calcineurin-like phosphoesterase family protein | chr1:4715487-4718088 REVERSEmoderately similar to ( 470)NPP_HORVUNucleotide pyrophosphatase/phosphodiesterase - Hordeum vulgare (Barley)not assigned not assigned not assigned Metallophos	misc.acid and other phosphatases	26_13

CUST_124624_PI403524517	2	0.1362114	-0.21839905	-0.05080223	0.10928917	-0.12267876	0.05080223	35_35125	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_65266_PI403524517	2	0.1150713	-0.1954546	-0.40068817	0.093434334	-0.036652565	0.03665161	35_18634	"Cluster: Glucosyltransferase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Glucosyltransferase-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8LJ11	CHR3V7|COORD:5619361..5620839| UDP-glucoronosyl/UDP-glucosyl transferase family protein	AT3G16520.3	CHR01V5|COORD:29176671..29174805|protein anthocyanidin 5,3-O-glucosyltransferase, putative, expressed	LOC_Os01g50200.1	no descriptionmoderately similar to ( 213)AT3G16520| Symbols:  | UDP-glucoronosyl/UDP-glucosyl transferase family protein | chr3:5618853-5620839 REVERSEweakly similar to ( 136)ZOX_PHAVUZeatin O-xylosyltransferase - Phaseolus vulgaris (Kidney bean) (French bean)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned UDPGT PRK12323 DUF1421 Atrophin-1 PRK07764 PRK07003 Drf_FH1 PRK05648 Tymo_45kd_70kd	misc.UDP glucosyl and glucoronyl transferases	26_2

CUST_19911_PI403524517	2	0.31118584	-0.30612373	-0.03233528	0.03233528	-0.12888145	0.096022606	35_5774	Rep: Putative beta-1,3-glucanase - Oryza sativa (japonica cultivar-group)	UniRef90_Q8H822	CHR2V7|COORD:279540..281954| glycosyl hydrolase family 17 protein / beta-1,3-glucanase, putative	AT2G01630.1	CHR03V5|COORD:6348560..6352819|protein glucan endo-1,3-beta-glucosidase 3 precursor, putative, expressed	LOC_Os03g12140.3	 no descriptionmoderately similar to ( 330)AT2G01630| Symbols:  | glycosyl hydrolase family 17 protein / beta-1,3-glucanase, putative | chr2:279563-281954 REVERSEweakly similar to ( 127)E13B_WHEATGlucan endo-1,3-beta-glucosidase precursor - Triticum aestivum (Wheat)not assigned not assigned X8 Glyco_hydro_17 COG5309 	misc.beta 1,3 glucan hydrolases	26_4

CUST_11880_PI403524517	2	0.30252266	-0.2055006	0.08952427	-0.08952427	-0.17524147	0.279768	35_3379	Rep: OSIGBa0092E01.10 protein - Oryza sativa (Rice)	UniRef90_Q01IC5	"CHR4|COORD:15787218..15789982| similar to La domain-containing protein [Arabidopsis thaliana] (TAIR:At1g79880.1); similar to putative RNA recognition"	AT4G32720.2	CHR04V5|COORD:24667616..24663681|protein RNA binding protein, putative, expressed	LOC_Os04g42010.1	no descriptionmoderately similar to ( 226)AT4G32720| Symbols:  | RNA binding | chr4:15787318-15789503 FORWARDnot assigned not assigned LA La RRM	not assigned.no ontology	35_1

CUST_56679_PI403524517	2	-0.0130729675	-0.6508732	0.0130729675	0.028485298	0.019701958	-0.105976105	35_16143	Rep: Ribose-phosphate pyrophosphokinase 4 - Oryza sativa (Rice)	UniRef90_Q6ZFT5	CHR2V7|COORD:17863473..17865471| ribose-phosphate pyrophosphokinase 4 / phosphoribosyl diphosphate synthetase 4 (PRS4)	AT2G42910.1	CHR02V5|COORD:29619592..29622249|protein ribose-phosphate pyrophosphokinase 4, putative, expressed	LOC_Os02g48390.2	no descriptionvery weakly similar to (70.1)AT2G42910| Symbols:  | ribose-phosphate pyrophosphokinase 4 / phosphoribosyl diphosphate synthetase 4 (PRS4) | chr2:17863473-17865471 FORWARDvery weakly similar to (80.1)KPRS4_ORYSA	nucleotide metabolism.synthesis.PRS-PP	23_1_3

CUST_100352_PI403524517	2	0.12889862	0.35147905	-0.12889814	-0.16375256	0.20334816	-0.23100662	35_28647	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_9524_PI403524517	2	-0.19719219	0.4428854	0.06657219	-0.16699028	0.0017814636	-0.0017814636	35_2682	"Cluster: Ring zinc finger protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Ring zinc finger protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6EPF2	CHR1V7|COORD:4348726..4350510| protein binding / ubiquitin-protein ligase/ zinc ion binding	AT1G12760.1	CHR02V5|COORD:27478618..27474412|protein protein binding protein, putative, expressed	LOC_Os02g45240.1	no descriptionmoderately similar to ( 390)AT1G12760| Symbols:  | protein binding / zinc ion binding | chr1:4348939-4350510 FORWARDvery weakly similar to (62.4)EL5_ORYSAnot assigned not assigned RING RING COG5540 zf-C3HC4	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_94165_PI403524517	2	-0.017993927	0.0041971207	0.09911919	-0.0041971207	-0.033592224	0.2333107	35_26921	"Cluster: Putative cinnamoyl CoA reductase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative cinnamoyl CoA reductase - Oryza sativa (japonica cultivar-g"	UniRef90_Q6L5E8	CHR5V7|COORD:4740505..4743330| cinnamoyl-CoA reductase-related	AT5G14700.1	CHR05V5|COORD:28712194..28717966|protein dihydroflavonol-4-reductase, putative, expressed	LOC_Os05g50250.1	no description	not assigned.unknown	35_2

CUST_57146_PI403524517	2	-0.80574226	-0.9240999	0.38797665	0.101797104	0.08416462	-0.08416557	35_16289	"Cluster: Hypothetical protein OJ1362_G11.17; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1362_G11.17 - Oryza sativa (japonica cultiv"	UniRef90_Q5TKP0	"CHR5|COORD:21527321..21530802| similar to epoxide hydrolase, putative [Arabidopsis thaliana] (TAIR:At4g02340.1); similar to unknown protein [Oryza"	AT5G53050.3	CHR05V5|COORD:26834189..26830088|protein catalytic/ hydrolase, putative, expressed	LOC_Os05g46460.4	no descriptionmoderately similar to ( 431)AT5G53050| Symbols:  | hydrolase | chr5:21527760-21530658 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned MhpC Abhydrolase_1 PldB PRK12678 PRK10673	not assigned.no ontology	35_1

CUST_59437_PI403524517	2	0.03545046	-0.3159337	0.114963055	0.31553936	-0.16859007	-0.03545046	35_16950	"Cluster: Putative villin 2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative villin 2 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q67U26	"CHR4V7|COORD:14754534..14759517| VLN4 (ARABIDOPSIS THALIANA VILLIN 4); actin binding"	AT4G30160.1	CHR06V5|COORD:27143860..27134558|protein villin-4, putative, expressed	LOC_Os06g44890.1	" no descriptionhighly similar to ( 842)AT4G30160| Symbols: ATVLN4, VLN4 | VLN4 (ARABIDOPSIS THALIANA VILLIN 4); actin binding | chr4:14754534-14759517 FORWARDnot assigned not assigned not assigned not assigned not assigned GEL VHP VHP AF-4 Gelsolin "	cell.organisation	31_1

CUST_46464_PI403524517	2	0.06957054	0.85203743	0.33249664	-0.15843487	-0.5005908	-0.069571495	35_13306	"Cluster: Retrotransposon protein, putative, LINE subclass; n=1; Oryza sativa (japonica cultivar-group)|Rep: Retrotransposon protein, putative, LINE subclass - O"	UniRef90_Q2QSK7	0	0	CHR12V5|COORD:13498482..13502417|protein retrotransposon protein, putative, unclassified	LOC_Os12g23770.1	no description	not assigned.unknown	35_2

CUST_15585_PI403524517	2	-0.012832642	0.33962345	0.012833595	-0.19129562	-0.25918102	0.18509197	35_4498	"Cluster: Kelch motif family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Kelch motif family protein, expressed - Oryza sativa (japonica"	UniRef90_Q10AZ7	"CHR2|COORD:15249983..15254694| similar to kelch repeat-containing protein [Arabidopsis thaliana] (TAIR:At1g74150.1); similar to conjugation with cellular"	AT2G36360.2	CHR03V5|COORD:35054203..35060730|protein kelch motif family protein, expressed	LOC_Os03g61950.1	no descriptionhighly similar to ( 644)AT2G36360| Symbols:  | kelch repeat-containing protein | chr2:15250540-15254602 REVERSEvery weakly similar to (85.1)ADO3_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned	not assigned.no ontology	35_1

CUST_11557_PI399408534	2	0.039114	0.4447689	-0.039114952	-0.72987175	-0.7985668	0.05507946	35_18381	"Cluster: CCAAT-box transcription factor complex WHAP13; n=12; Triticum aestivum|Rep: CCAAT-box transcription factor complex WHAP13 - Triticum aestivum (Wheat)"	UniRef90_Q6Q1B8	CHR3V7|COORD:7326501..7328375| CCAAT-binding transcription factor (CBF-B/NF-YA) family protein	AT3G20910.1	CHR03V5|COORD:3984539..3981106|protein nuclear transcription factor Y subunit A-3, putative, expressed	LOC_Os03g07880.1	no descriptionvery weakly similar to (76.6)AT3G20910| Symbols:  | CCAAT-binding transcription factor (CBF-B/NF-YA) family protein | chr3:7326501-7328375 FORWARDnot assigned CBF CBFB_NFYA	RNA.regulation of transcription.CCAAT box binding factor family, HAP2	27_3_14

CUST_30893_PI403524517	2	0.10626364	-0.106264114	0.15944672	0.12176037	-0.15041542	-0.14713478	35_8916	Rep: Purple acid phosphatase-like protein - Glycine max (Soybean)	UniRef90_Q6YGT9	"CHR5V7|COORD:13125705..13128447| ATPAP26/PAP26 (purple acid phosphatase 26); acid phosphatase/ protein serine/threonine phosphatase"	AT5G34850.1	CHR01V5|COORD:33179458..33175084|protein purple acid phosphatase precursor, putative, expressed	LOC_Os01g56880.2	" no descriptionvery weakly similar to (62.0)AT5G34850| Symbols: ATPAP26, PAP26 | ATPAP26/PAP26 (purple acid phosphatase 26); acid phosphatase/ protein serine/threonine phosphatase | chr5:13125705-13128447 REVERSEvery weakly similar to (55.5)PPAF_PHAVUIron(III)-zinc(II) purple acid phosphatase - Phaseolus vulgaris (Kidney bean) (French bean)"	misc.acid and other phosphatases	26_13

CUST_15730_PI399408534	2	-0.03456688	-0.021478653	0.2817793	0.021478653	0.13984299	-0.11087227	35_29713	"Cluster: Helix-loop-helix DNA-binding domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Helix-loop-helix DNA-binding domain"	UniRef90_Q10NS6	CHR1V7|COORD:25864952..25866545| basic helix-loop-helix (bHLH) family protein	AT1G68810.1	CHR03V5|COORD:8437184..8440135|protein DNA binding protein, putative, expressed	LOC_Os03g15440.1	no descriptionvery weakly similar to (84.0)AT3G25710| Symbols:  | basic helix-loop-helix (bHLH) family protein | chr3:9370835-9372333 FORWARD	RNA.regulation of transcription.bHLH,Basic Helix-Loop-Helix family	27_3_6

CUST_154415_PI403524517	2	-0.003824234	0.6258917	0.13498688	-0.0036201477	-0.0768404	0.0036201477	35_43149	"Cluster: Hypothetical protein OSJNBa0019F11.19-1; n=3; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0019F11.19-1 - Oryza sativa"	UniRef90_Q5VRL0	"CHR5V7|COORD:18419298..18420509| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G25030.2); similar to unknown protein [Oryza sativa (japonica"	AT5G45410.2	CHR07V5|COORD:3185577..3181574|protein expressed protein	LOC_Os07g06550.1	no description	not assigned.unknown	35_2

CUST_2685_PI403524517	2	0.035975456	0.10732174	-0.006969452	-0.053326607	-0.03682518	0.006969452	35_732	"Cluster: Glucose-1-phosphate adenylyltransferase small subunit, chloroplast precursor; n=5; BEP clade|Rep: Glucose-1-phosphate adenylyltransferase small"	UniRef90_P55238	"CHR5V7|COORD:19587552..19589783| ADG1 (ADP GLUCOSE PYROPHOSPHORYLASE SMALL SUBUNIT 1); glucose-1-phosphate adenylyltransferase"	AT5G48300.1	CHR08V5|COORD:15539751..15533358|protein glucose-1-phosphate adenylyltransferase small subunit, chloroplast precursor, putative, expressed	LOC_Os08g25734.1	" no descriptionhighly similar to ( 834)AT5G48300| Symbols: APS1, ADG1 | ADG1 (ADP GLUCOSE PYROPHOSPHORYLASE SMALL SUBUNIT 1); glucose-1-phosphate adenylyltransferase | chr5:19587552-19589783 FORWARDhighly similar to ( 930)GLGS_HORVUGlucose-1-phosphate adenylyltransferase small subunit, chloroplast precursor - Hordeum vulgare (Barley)not assigned not assigned not assigned glgC GlgC glgC glgC glgC glgC glgC glgC NTP_transferase glgC GCD1 RfbA GlmU GalU "	major CHO metabolism.synthesis.starch.AGPase	2_1_2_1

CUST_10411_PI404877155	2	0.15771484	-0.952981	-0.22913456	0.20188808	-0.024141312	0.024141312	Contig4161_at	P0707D10.18 [Oryza sativa (japonica cultivar-group)]	NP_917201.1	bile acid:sodium symporter family protein	At2g26900.1	protein bile acid transporter	Os01g45750	gi|13603433|dbj|BAB40160.1| P0707D10.18	transport.unspecified cations	34_14

CUST_155987_PI403524517	2	-0.11398697	0.19466496	-0.09010887	-0.009630203	0.00962925	0.11508083	35_43565	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_179051_PI403524517	2	0.21224213	0.22197628	0.12293053	-0.12293148	-0.25851727	-0.27388287	35_49800	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_3245_PI403524517	2	0.28089333	-0.048295975	-0.2981763	0.048295975	0.06945896	-0.11575985	35_884	Rep: Hypothetical protein - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q8LFA0	"CHR3V7|COORD:1347714..1349072| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G46100.1); similar to unnamed protein product [Ostreococcus tauri]"	AT3G04890.1	CHR04V5|COORD:28930098..28931792|protein expressed protein	LOC_Os04g48860.2	"no descriptionweakly similar to ( 145)AT3G04890| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G46100.1); similar to unnamed protein product [Ostreococcus tauri] (GB:CAL53979.1); contains domain NTF2-like (SSF54427) | chr3:1347714-1349072 FORWARD"	not assigned.unknown	35_2

CUST_99086_PI403524517	2	-0.019195557	0.8011875	0.11405468	-0.16226959	0.019195557	-0.036211967	35_28285	"Cluster: Hypothetical protein OJ1005_B11.8; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1005_B11.8 - Oryza sativa (japonica cultivar"	UniRef90_Q6L537	"CHR4V7|COORD:10689951..10691308| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G31300.2); similar to unknown protein [Oryza sativa (japonica"	AT4G19645.1	CHR05V5|COORD:25229534..25233108|protein transmembrane protein 56, putative, expressed	LOC_Os05g43540.1	" no descriptionweakly similar to ( 184)AT4G19645| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G31300.2); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD53332.1); similar to Os05g0511000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001056013.1); similar to Os03g0666700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001050848.1); contains InterPro domain TRAM, LAG1 and CLN8 homology; (InterPro:IPR006634); contains InterPro domain Protein of unknown function DUF887, TLC-like; (InterPro:IPR010283) | chr4:10689951-10691308 REVERSEnot assigned DUF887 TLC "	not assigned.unknown	35_2

CUST_67485_PI403524517	2	0.24196577	0.30246067	-0.20668411	0.04812956	-0.04812956	-0.1455183	35_19273	"Cluster: Hypothetical protein; n=1; Leishmania major strain Friedlin|Rep: Hypothetical protein - Leishmania major strain Friedlin"	UniRef90_Q4FX85	"CHR2V7|COORD:18116379..18118664| IQD14; calmodulin binding"	AT2G43680.1	CHR04V5|COORD:24705559..24701241|protein peroxidase 18 precursor, putative, expressed	LOC_Os04g42100.1	no descriptionnot assigned not assigned Atrophin-1 PRK12323	not assigned.unknown	35_2

CUST_100782_PI403524517	2	0.2624998	-0.16443443	0.12822294	0.08416271	-0.12187481	-0.08416271	35_28763	0	0	CHR5V7|COORD:2468240..2473658| formin homology 2 domain-containing protein / FH2 domain-containing protein	AT5G07760.1	0	0	no description	not assigned.unknown	35_2

CUST_103609_PI403524517	2	0.21513605	0.011190891	0.15669107	-0.011190414	-0.07017994	-0.061551094	35_29542	Rep: PREDICTED: hypothetical protein - Pan troglodytes	UniRef90_UPI0000E232E3		0	0	0	no description	not assigned.unknown	35_2

CUST_2011_PI403524517	2	0.6295805	-0.15051651	-1.0409536	0.4134693	-0.6480465	0.15051603	35_533	Cluster: Pyrophosphate-energized vacuolar membrane proton pump (EC 3.6.1.1) (Pyrophosphate-energized inorganic pyrophosphatase) (H(+)-PPase) (Vacuolar	UniRef90_P21616	"CHR1V7|COORD:5399110..5402180| AVP1 (vacuolar-type H+-pumping pyrophosphatase 1); ATPase"	AT1G15690.1	CHR02V5|COORD:4699297..4693807|protein pyrophosphate-energized vacuolar membrane proton pump, putative, expressed	LOC_Os02g09150.2	 no descriptionweakly similar to ( 172)AT1G15690| Symbols: ATAVP3, AVP-3, AVP1 | AVP1 (vacuolar-type H+-pumping pyrophosphatase 1) | chr1:5399110-5402180 FORWARDweakly similar to ( 174)AVP_PHAAUPyrophosphate-energized vacuolar membrane proton pump - Phaseolus aureus (Mung bean) (Vigna radiata)H_PPase hppA OVP1 	transport.amino acids	34_3

CUST_12802_PI403524517	2	0.16881466	-0.097231865	-0.11271572	0.03137493	-0.03137493	0.0846014	35_3661	"Cluster: Putative calmodulin binding transporter protein; n=1; Hordeum vulgare|Rep: Putative calmodulin binding transporter protein - Hordeum vulgare (Barley)"	UniRef90_O65816	"CHR5V7|COORD:21555056..21557716| CNGC1 (CYCLIC NUCLEOTIDE GATED CHANNEL 1); calmodulin binding / cation channel/ cyclic nucleotide binding / inward rectifier"	AT5G53130.1	CHR06V5|COORD:19543570..19552017|protein cyclic nucleotide-gated ion channel 1, putative, expressed	LOC_Os06g33570.1	" no descriptionhighly similar to ( 874)AT5G53130| Symbols: ATCNGC1, CNGC1 | CNGC1 (CYCLIC NUCLEOTIDE GATED CHANNEL 1); calmodulin binding / cation channel/ cyclic nucleotide binding / inward rectifier potassium channel | chr5:21555056-21557716 REVERSEnot assigned not assigned not assigned not assigned not assigned CAP_ED cNMP Ion_trans "	transport.cyclic nucleotide or calcium regulated channels	34_22

CUST_123932_PI403524517	2	0.41579533	-0.29604578	0.05769205	0.16016817	-0.15226889	-0.05769205	35_34942	"Cluster: Rhodanese, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Rhodanese, putative, expressed - Oryza sativa (japonica cultivar-group"	UniRef90_Q336V5	CHR5V7|COORD:862591..863948| CDC25	AT5G03455.1	CHR10V5|COORD:20997989..21000967|protein expressed protein	LOC_Os10g39860.2	" no descriptionvery weakly similar to (89.4)AT5G03455| Symbols: ARATH;CDC25, ACR2, CDC25 | CDC25 | chr5:862591-863948 FORWARDnot assigned CDC_Septin CDC3 Acr2p Septin "	misc.rhodanese	26_23

CUST_668_PI404877155	2	-0.17408943	0.2958107	0.03582287	-0.03582287	0.07388687	-0.07104206	Contig10619_at	putative enoyl CoA hydratase [Cicer arietinum]	CAB61740.1	enoyl-CoA hydratase/isomerase family protein	At4g16210.1	protein enoyl CoA hydratase, putative	Os03g19680	putative enoyl CoA hydratase	lipid metabolism.lipid degradation.beta-oxidation.hydroxybutyryl CoA DH	11_9_4_04

CUST_7071_PI403524517	2	-0.09144497	-0.30873203	0.12593746	0.024923325	0.08786774	-0.02492237	35_1961	"Cluster: 1-acyl-sn-glycerol-3-phosphate acyltransferase PLS1; n=2; Poaceae|Rep: 1-acyl-sn-glycerol-3-phosphate acyltransferase PLS1 - Zea mays (Maize)"	UniRef90_Q41745	"CHR3V7|COORD:21360728..21363816| LPAT2 (Lysophosphatidyl acyltransferase 2); 1-acylglycerol-3-phosphate O-acyltransferase"	AT3G57650.1	CHR11V5|COORD:24704683..24698477|protein 1-acyl-sn-glycerol-3-phosphate acyltransferase PLS1, putative, expressed	LOC_Os11g41900.1	"no descriptionmoderately similar to ( 458)AT3G57650| Symbols: LPAT2 | LPAT2 (Lysophosphatidyl acyltransferase 2); 1-acylglycerol-3-phosphate O-acyltransferase | chr3:21360728-21363816 FORWARDhighly similar to ( 574)LPAT_MAIZE1-acyl-sn-glycerol-3-phosphate acyltransferase PLS1 - Zea mays (Maize)not assigned not assigned PlsC PlsC Acyltransferase"	lipid metabolism.Phospholipid synthesis	11_3

CUST_6110_PI404877155	2	-0.0056200027	0.69429016	0.24436569	-0.02493763	0.005619049	-0.010643005	Contig18391_s_at	0	0	0	0	0	0	NONE	RNA.regulation of transcription	27_3

CUST_160911_PI403524517	2	0.11023712	0.005941391	-0.005941391	-0.28574276	0.018863678	-0.1387353	35_44899	0	0	CHR1V7|COORD:11399903..11405702| actin binding	AT1G31810.1	0	0	no description	not assigned.unknown	35_2

CUST_76028_PI403524517	2	0.038656235	0.01884365	-0.10237026	-0.12583923	-0.01884365	0.17321682	35_21794	"Cluster: Leucine-rich repeat-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Leucine-rich repeat-like protein - Oryza sativa (japonica"	UniRef90_Q6K620	CHR1V7|COORD:5411504..5414539| leucine-rich repeat family protein	AT1G15740.1	CHR02V5|COORD:24168376..24160960|protein regulatory subunit, putative, expressed	LOC_Os02g39970.2	no descriptionmoderately similar to ( 247)AT1G15740| Symbols:  | leucine-rich repeat family protein | chr1:5411504-5414539 FORWARDnot assigned not assigned not assigned not assigned LRR_RI	not assigned.no ontology	35_1

CUST_36081_PI403524517	2	-0.42510128	0.029657364	0.13465405	-0.02965641	-0.04754448	0.19368649	35_10404	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_18390_PI403524517	2	0.057231903	-0.4999075	0.038499832	-0.37824917	0.0239954	-0.0239954	35_5316	"Cluster: P0482D04.6 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: P0482D04.6 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8RUC7	0	0	CHR01V5|COORD:40899671..40900863|protein NAC domain-containing protein 68, putative, expressed	LOC_Os01g70110.1	no description	not assigned.unknown	35_2

CUST_31753_PI403524517	2	0.5041299	0.06949949	0.24283695	-0.08114958	-0.39349365	-0.06949949	35_9162	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_31001_PI403524517	2	-0.31082344	-0.324399	0.77174854	0.028579712	0.082995415	-0.028578758	35_8948	"Cluster: Uncharacterized plant-specific domain TIGR01627 family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Uncharacterized plant-speci"	UniRef90_Q2R441	"CHR1V7|COORD:9731497..9732366| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G67330.1); similar to hypothetical protein MA4_111B14.64 [Musa"	AT1G27930.1	CHR11V5|COORD:16781300..16782677|protein plant-specific domain TIGR01627 family protein, expressed	LOC_Os11g29780.1	" no descriptionvery weakly similar to (61.6)AT1G27930| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G67330.1); similar to hypothetical protein MA4_111B14.64 [Musa acuminata] (GB:ABF72010.1); contains InterPro domain Protein of unknown function DUF579, plant; (InterPro:IPR006514) | chr1:9731497-9732366 REVERSEDUF579 "	not assigned.unknown	35_2

CUST_79322_PI403524517	2	0.14417171	-0.14629555	0.058894157	0.027557373	-0.02755642	-0.054849625	35_22754	"Cluster: Os05g0179000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0179000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DKA7	CHR4V7|COORD:15724016..15725743| zinc finger (C3HC4-type RING finger) family protein	AT4G32600.1	CHR05V5|COORD:4688614..4693391|protein protein binding protein, putative, expressed	LOC_Os05g08610.4	no descriptionweakly similar to ( 181)AT4G32600| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr4:15724016-15725743 FORWARDvery weakly similar to (56.2)EL5_ORYSAnot assigned not assigned COG5540 RING RING	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_14199_PI403524517	2	0.16146469	-0.019810677	-0.12740707	-0.122514725	0.10839462	0.019809723	35_4072	Rep: H0313F03.9 protein - Oryza sativa (Rice)	UniRef90_Q25AR1	CHR3V7|COORD:4903019..4904236| pentatricopeptide (PPR) repeat-containing protein	AT3G14580.1	CHR03V5|COORD:20604883..20607924|protein ATP binding protein, putative, expressed	LOC_Os03g37260.1	no descriptionmoderately similar to ( 315)AT3G14580| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr3:4903019-4904236 FORWARDweakly similar to ( 115)RF1_ORYSAnot assigned	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_51890_PI403524517	2	-0.90146065	-0.6052847	0.87077904	-0.29683018	0.29683113	1.0010643	35_14786	Rep: Beta-expansin TaEXPB3 - Triticum aestivum (Wheat)	UniRef90_Q56TP9	CHR1V7|COORD:24430929..24432062| ATEXPB2 (ARABIDOPSIS THALIANA EXPANSIN B2)	AT1G65680.1	CHR10V5|COORD:21502007..21500464|protein beta-expansin 1a precursor, putative, expressed	LOC_Os10g40700.1	 no descriptionmoderately similar to ( 222)AT1G65680| Symbols: EXPB2, ATEXPB2, ATHEXP BETA 1.4 | ATEXPB2 (ARABIDOPSIS THALIANA EXPANSIN B2) | chr1:24430929-24432062 FORWARDmoderately similar to ( 422)EXPB6_ORYSAnot assigned not assigned not assigned not assigned Pollen_allerg_1 DPBB_1 PRK07003 	cell wall.modification	10_7

CUST_174638_PI403524517	2	-0.19020653	-0.22782516	0.19020653	0.61143064	-0.25540018	1.9368277	35_48616	"Cluster: RNA polymerase III subunit-like protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: RNA polymerase III subunit-like protein - Oryza sativa (japon"	UniRef90_Q5QM91	CHR3V7|COORD:18173888..18176831| RNA polymerase III subunit RPC82 family protein	AT3G49000.1	CHR01V5|COORD:28265626..28273895|protein DNA binding protein, putative, expressed	LOC_Os01g48720.1	no descriptionvery weakly similar to (53.1)AT3G49000| Symbols:  | RNA polymerase III subunit RPC82 family protein | chr3:18173888-18176831 FORWARD	RNA.transcription	27_2

CUST_106186_PI403524517	2	-0.002339363	-0.060949326	0.002339363	0.065071106	-0.50314856	0.17666388	35_30224	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_309_PI399407379	2	0.11397982	-1.3089514	-0.20781755	-0.052894592	0.055641174	0.05289507	HvIPT30									

CUST_10052_PI403524517	2	-0.7905464	-1.9121575	-0.033462048	0.5497012	0.033462048	1.3066316	35_2839	"Cluster: Chalcone isomerase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Chalcone isomerase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8S3X1	"CHR3V7|COORD:20441225..20442392| TT5 (TRANSPARENT TESTA 5); chalcone isomerase"	AT3G55120.1	CHR03V5|COORD:34334598..34333427|protein expressed protein	LOC_Os03g60509.2	" no descriptionmoderately similar to ( 219)AT3G55120| Symbols: A11, CFI, TT5 | TT5 (TRANSPARENT TESTA 5); chalcone isomerase | chr3:20441225-20442392 REVERSEmoderately similar to ( 297)CFI_MAIZEChalcone--flavonone isomerase - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Chalcone PRK12323 Atrophin-1 Tymo_45kd_70kd PRK07003 APC_basic TT_ORF1 PRK12678 PRK07764 Protamine_P1 Herpes_BLLF1 Extensin_2 DUF1421 KAR9 HPC2 "	secondary metabolism.flavonoids.chalcones	16_8_2

CUST_97310_PI403524517	2	0.23443317	-0.80197334	0.045718193	-0.09837246	-0.045718193	0.89980793	35_27794	"Cluster: Putative 3(2),5-bisphosphate nucleotidase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative 3(2),5-bisphosphate nucleotidase - Oryza sativa"	UniRef90_Q6Z413	CHR4V7|COORD:2609242..2611625| inositol monophosphatase family protein	AT4G05090.1	CHR07V5|COORD:22306982..22302166|protein PAP-specific phosphatase, mitochondrial precursor, putative, expressed	LOC_Os07g37220.1	 no descriptionweakly similar to ( 186)AT4G05090| Symbols:  | inositol monophosphatase family protein | chr4:2609242-2611625 FORWARDvery weakly similar to (57.0)DPNP_ORYSA3'(2'),5'-bisphosphate nucleotidase - Oryza sativa (Rice)not assigned not assigned PAP_phosphatase CysQ Inositol_P SuhB Bacterial_IMPase_like_1 PRK12676 	nucleotide metabolism.degradation	23_2

CUST_77081_PI403524517	2	-0.034956932	-0.6018858	-0.2726574	0.20444584	0.56138515	0.034957886	35_22098	"Cluster: Glyoxal oxidase, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Glyoxal oxidase, putative, expressed - Oryza sativa (japonica"	UniRef90_Q10NU0	CHR1V7|COORD:28398612..28400255| glyoxal oxidase-related	AT1G75620.1	CHR03V5|COORD:8363259..8365140|protein glyoxal oxidase, putative, expressed	LOC_Os03g15320.1	no descriptionmoderately similar to ( 464)AT1G75620| Symbols:  | glyoxal oxidase-related | chr1:28398612-28400255 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned Glyoxal_oxid_N DUF1929 PRK07764 Herpes_BLLF1 PRK07003 TT_ORF1 PRK12323 PRK12678	Biodegradation of Xenobiotics	24

CUST_96311_PI403524517	2	-0.1711216	0.47134018	0.14814186	0.034726143	-0.15555859	-0.034726143	35_27511	"Cluster: Hypothetical protein P0005A05.37; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0005A05.37 - Oryza sativa (japonica cultivar-g"	UniRef90_Q657X5	"CHR5V7|COORD:7919834..7926502| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G08440.1); similar to Os05g0100900 [Oryza sativa (japonica"	AT5G23490.1	CHR01V5|COORD:419264..428490|protein expressed protein	LOC_Os01g01800.1	"no descriptionmoderately similar to ( 209)AT5G23490| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G08440.1); similar to Os05g0100900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001054377.1); similar to Os01g0108000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001041786.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABF98471.1) | chr5:7919834-7926502 FORWARD"	not assigned.unknown	35_2

CUST_82134_PI403524517	2	0.041558266	-0.3186469	0.1525917	-0.041558266	2.4790115	-0.22409678	35_23560	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_6591_PI404877155	2	0.16401768	0.85195446	-0.060501575	-0.19411278	-0.7102666	0.0605011	Contig19621_at	0	A29631	phytochrome A (PHYA)	At1g09570.1	protein phytochrome	Os03g51030	"FHY2;FRE1;HY8;ELONGATED HYPOCOTYL 8;FAR RED ELONGATED 1;PHYTOCHROME 2;PHYTOCHROME A;phytochrome A (PHYA), identical to SP:P14712 Phytochrome A {Arabidopsis thaliana}"	signalling.light	30_11

CUST_14925_PI399408534	2	0.034436226	0.14305401	-0.042224884	-0.19863796	0.16753674	-0.034436226	35_9179	"Cluster: Systemin receptor-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Systemin receptor-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5JK22	CHR5V7|COORD:4252927..4254218| protein kinase family protein	AT5G13290.1	CHR01V5|COORD:41006426..41010752|protein receptor-like protein kinase 5 precursor, putative, expressed	LOC_Os01g70260.2	no descriptionweakly similar to ( 110)AT5G13290| Symbols:  | protein kinase family protein | chr5:4253129-4254218 REVERSEnot assigned	signalling.receptor kinases.misc	30_2_99

CUST_16760_PI404877155	2	0.28000832	-0.14280891	-0.20308208	0.28427887	0.14280891	-0.37959766	HG01O06u_s_at	oxygen-evolving complex precursor [Triticum aestivum]	AAP80632.1	oxygen-evolving enhancer protein 3, chloroplast, putative (PSBQ1) (PSBQ)	At4g21280.1	protein Oxygen evolving enhancer protein 3 (PsbQ)	Os07g36080	oxygen-evolving complex precursor	PS.lightreaction.photosystem II.PSII polypeptide subunits	1_01_01_02

CUST_54902_PI403524517	2	0.46535397	-1.0825081	-0.24946404	-0.19299603	0.19299698	0.3271551	35_15626	"Cluster: Cell wall surface anchor family protein; n=2; Streptococcus pneumoniae|Rep: Cell wall surface anchor family protein - Streptococcus pneumoniae"	UniRef90_Q97P71	"CHR3V7|COORD:10807368..10809606| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G28840.1); similar to putative lipoprotein [Burkholderia"	AT3G28780.1	CHR06V5|COORD:26713869..26716573|protein fibroin heavy chain precursor, putative, expressed	LOC_Os06g44280.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned tolA MARCKS Hia TolA PRK07003 TolA Tymo_45kd_70kd PRK07735 PRK12688 SerH Atrophin-1 BASP1 PRK05648 PRK07764 aceF rne DREPP PRK12323 COG2268 Extensin_2 PRK11855 COG5651 PRK12372 PRK05035 PRK10263 FimV flgK PRK10416 COG3827 PRK08026 DUF612 Caldesmon COG4223 TrbL PRK08691 COG5301 PRK12678 PRK12727 COG4625 SSP160 PRK12472 DUF390 Herpes_BLLF1 Ehrlichia_rpt CDC27 COG5281 DUF1421 PRK12806 flgL TonB Paralemmin COG5373 DUF571 PRK08853 motB PRK10905 PRK06132 PRK02224 Neuromodulin PRK03427 PRK12495 COG3889 PRK09169 PRK08770 PRK12373 Cytadhesin_P30 APC_basic Trypan_glycop	not assigned.unknown	35_2

CUST_153466_PI403524517	2	0.08975124	0.5950322	0.01924181	-0.11193037	-0.033070564	-0.01924181	35_42890	0	0	CHR5V7|COORD:1544207..1547083| ABC1 family protein	AT5G05200.1	CHR07V5|COORD:7156322..7151118|protein ubiquinone biosynthesis protein ubiB, putative, expressed	LOC_Os07g12530.1	no description	not assigned.unknown	35_2

CUST_1941_PI403524517	2	-0.02588749	0.5321665	0.02588749	-0.060744286	-0.3169365	0.15725803	35_515	"Cluster: Putative glycine and proline-rich protein; n=1; Sporobolus stapfianus|Rep: Putative glycine and proline-rich protein - Sporobolus stapfianus"	UniRef90_Q9SM38	CHR5V7|COORD:18399327..18400081| proline-rich family protein	AT5G45350.1	CHR05V5|COORD:980861..978262|protein glycine-rich protein A3, putative, expressed	LOC_Os05g02780.4	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF1421 Drf_FH1 Dehydrin GRP DUF1750	not assigned.unknown	35_2

CUST_8614_PI403524517	2	0.07301903	-0.58305454	-0.10557079	0.03505993	0.10031605	-0.035060883	35_2413	"Cluster: Putative centromere/microtubule binding protein; n=2; BEP clade|Rep: Putative centromere/microtubule binding protein - Oryza sativa (japonica cultivar-"	UniRef90_Q8H5T5	CHR3V7|COORD:21165234..21166931| NAP57 (ARABIDOPSIS THALIANA HOMOLOGUE OF NAP57)	AT3G57150.1	CHR07V5|COORD:26407120..26404945|protein h/ACA ribonucleoprotein complex subunit 4, putative, expressed	LOC_Os07g44190.1	no descriptionmoderately similar to ( 228)AT3G57150| Symbols: NAP57 | NAP57 (ARABIDOPSIS THALIANA HOMOLOGUE OF NAP57) | chr3:21165234-21166931 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PUA PRK04270 PUA Caldesmon CDC27 tolA TT_ORF1 infB TFIIF_alpha TolA PRK08557 TolA DUF612 Nop53 Atrophin-1	DNA.synthesis/chromatin structure	28_1

CUST_145971_PI403524517	2	0.17303133	-0.03322029	0.06027937	0.03322029	-0.41250658	-0.7042742	35_40865	"Cluster: Os07g0660200 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os07g0660200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D3X9	"CHR2V7|COORD:5551683..5562625| CHR5 (chromatin remodeling 5); ATP binding / DNA binding / chromatin binding / helicase"	AT2G13370.1	CHR07V5|COORD:27831876..27824101|protein chromodomain-helicase-DNA-binding protein, putative, expressed	LOC_Os07g46590.1	"no descriptionweakly similar to ( 145)AT2G13370| Symbols: CHR5 | CHR5 (chromatin remodeling 5); ATP binding / DNA binding / chromatin binding / helicase | chr2:5551683-5562625 REVERSE"	DNA.synthesis/chromatin structure	28_1

CUST_182183_PI403524517	2	0.05364132	0.14288902	-0.041565895	-0.16861916	0.041565895	-0.144948	35_50649	"Cluster: Hypothetical protein P0562A06.9; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0562A06.9 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6YZI7	"CHR3V7|COORD:19380558..19381958| similar to DEAD box RNA helicase, putative [Arabidopsis thaliana] (TAIR:AT1G20920.1); similar to unnamed protein product"	AT3G52220.1	CHR08V5|COORD:27830199..27826616|protein multiple myeloma tumor-associated protein 2, putative, expressed	LOC_Os08g44440.1	" no descriptionweakly similar to ( 197)AT3G52220| Symbols:  | similar to DEAD box RNA helicase, putative [Arabidopsis thaliana] (TAIR:AT1G20920.1); similar to unnamed protein product [Tetraodon nigroviridis] (GB:CAF98440.1); similar to Os08g0558700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001062496.1); contains domain gb def: Hypothetical protein F4F15.330 (At3g52220) (PTHR14580:SF3); contains domain FAMILY NOT NAMED (PTHR14580) | chr3:19380558-19381958 REVERSEnot assigned "	not assigned.unknown	35_2

CUST_1800_PI403524517	2	-0.015369415	-0.13219357	0.015368462	-0.025389671	0.06038761	0.045603752	35_476	"Cluster: Os05g0301500 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0301500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DJC5	CHR1V7|COORD:28663607..28666566| ribophorin I family protein	AT1G76400.1	CHR05V5|COORD:13451459..13456251|protein dolichyl-diphosphooligosaccharide--protein glycosyltransferase 67 kDasubunit precursor, putative,	LOC_Os05g23600.1	no descriptionhighly similar to ( 735)AT1G76400| Symbols:  | ribophorin I family protein | chr1:28663607-28666566 REVERSEnot assigned Ribophorin_I	protein.glycosylation	29_7

CUST_178730_PI403524517	2	0.13059855	0.09615755	-0.04908037	0.04908085	-0.50394106	-0.5693512	35_49710	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_104307_PI403524517	2	-0.09521294	0.1465931	0.029220581	-0.029219627	0.10944271	-0.123950005	35_29727	Rep: OSIGBa0137L20.5 protein - Oryza sativa (Rice)	UniRef90_Q01L95	CHR5V7|COORD:1878498..1879516| RNA-binding protein, putative	AT5G06210.1	CHR04V5|COORD:20296770..20298332|protein glycine-rich RNA-binding protein 2, mitochondrial precursor, putative, expressed	LOC_Os04g33810.1	 no descriptionweakly similar to ( 101)AT5G06210| Symbols:  | RNA-binding protein, putative | chr5:1878498-1879516 FORWARDvery weakly similar to (76.6)GRPA_MAIZEGlycine-rich RNA-binding, abscisic acid-inducible protein - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned RRM RRM_1 COG0724 	RNA.RNA binding	27_4

CUST_161885_PI403524517	2	0.019507408	-0.23044586	-0.019506931	0.64313793	-0.39087105	1.2113285	35_45157	"Cluster: Putative ZipA; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ZipA - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ZIG6		0	CHR02V5|COORD:4806456..4802877|protein expressed protein	LOC_Os02g09340.1	no description	not assigned.unknown	35_2

CUST_169997_PI403524517	2	0.18758583	-0.14496422	-0.11409187	0.1951561	0.04420185	-0.044202805	35_47350	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_26547_PI403524517	2	-0.09647179	0.44184113	0.0012693405	-0.07006359	-0.0012693405	1.2084026	35_7688	"Cluster: Putative cullin 3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative cullin 3 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6YWY5	"CHR1V7|COORD:9296050..9298361| ATCUL3/ATCUL3A/CUL3/CUL3A (Cullin 3A); protein binding / ubiquitin-protein ligase"	AT1G26830.1	CHR02V5|COORD:31306975..31303885|protein cullin-4B, putative, expressed	LOC_Os02g51180.1	" no descriptionhighly similar to ( 566)AT1G26830| Symbols: CUL3A, ATCUL3A, ATCUL3, CUL3 | ATCUL3/ATCUL3A/CUL3/CUL3A (Cullin 3A); protein binding / ubiquitin-protein ligase | chr1:9296050-9298361 FORWARDnot assigned not assigned not assigned not assigned not assigned COG5647 CULLIN Cullin "	protein.degradation.ubiquitin.E3.BTB/POZ Cullin3.Cullin3	29_5_11_4_5_1

CUST_112429_PI403524517	2	0.3054986	-0.038576603	-0.04789114	-0.30359602	0.038576603	0.38839865	35_31917	"Cluster: Os05g0121900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0121900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DL57	CHR3V7|COORD:3547023..3548545| organic anion transporter	AT3G11320.1	CHR05V5|COORD:1179073..1177275|protein organic anion transporter, putative, expressed	LOC_Os05g03070.1	no descriptionvery weakly similar to (81.6)AT3G11320| Symbols:  | organic anion transporter | chr3:3547023-3548545 REVERSEnot assigned not assigned not assigned TT_ORF1 Protamine_P1 PRK09169	transport.metabolite transporters at the envelope membrane	34_8

CUST_119362_PI403524517	2	-0.07771206	-0.10227299	0.010500908	0.16992998	0.4130926	-0.010500908	35_33776	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_14151_PI404877155	2	-0.054763794	0.076078415	0.024352074	0.10386562	-0.024352074	-0.04689312	Contig7994_s_at	ABA-responsive protein (HVA22a) [Arabidopsis thaliana] pir||C96774 AtHVA22a, 65476-64429 [imported] - Arabidopsis thaliana	NP_177592.1	ABA-responsive protein (HVA22a)	At1g74520.1	protein AtHVA22a, 65476-64429 [imported] - Arabidopsis thaliana	Os02g51290	AtHVA22a	hormone metabolism.abscisic acid.induced-regulated-responsive-activated	17_1_3

CUST_174989_PI403524517	2	-0.05829239	0.32885504	-0.19214153	0.05829239	0.12624168	-0.4021616	35_48711	"Cluster: Os08g0514300 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os08g0514300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J4H1		0	CHR08V5|COORD:25379188..25385619|protein expressed protein	LOC_Os08g40300.1	no description	not assigned.unknown	35_2

CUST_44753_PI403524517	2	-1.489609	0.54202557	0.22631454	0.7872081	-0.39247465	-0.22631502	35_12834	"Cluster: Hypothetical protein OJ1529_G03.19; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1529_G03.19 - Oryza sativa (japonica cultiv"	UniRef90_Q8LQE9	0	0	CHR01V5|COORD:35270657..35272985|protein expressed protein	LOC_Os01g60420.1	no description	not assigned.unknown	35_2

CUST_5004_PI403524517	2	0.005176544	-0.19613552	-0.005176544	-0.07852745	0.038889885	0.056427956	35_1378	"Cluster: DTDP-glucose 4,6-dehydratase; n=2; Poaceae|Rep: DTDP-glucose 4,6-dehydratase - Zea mays (Maize)"	UniRef90_Q6QP37	CHR1V7|COORD:2574256..2576606| AXS2 (UDP-D-APIOSE/UDP-D-XYLOSE SYNTHASE 2)	AT1G08200.1	CHR01V5|COORD:43069022..43065515|protein bifunctional polymyxin resistance arnA protein, putative, expressed	LOC_Os01g73790.1	no descriptionmoderately similar to ( 420)AT1G08200| Symbols: AXS2 | AXS2 (UDP-D-APIOSE/UDP-D-XYLOSE SYNTHASE 2) | chr1:2574256-2576606 REVERSEvery weakly similar to (57.0)FCL1_ORYSAnot assigned not assigned not assigned PRK11908 PRK08125 WcaG Epimerase RfbB	cell wall.precursor synthesis.AXS	10_1_3

CUST_102023_PI403524517	2	-0.1382289	0.20231533	-0.060284615	0.060284138	-0.79559326	0.29597235	35_29107	Rep: OSIGBa0099L20.1 protein - Oryza sativa (Rice)	UniRef90_Q01K35	"CHR5V7|COORD:4225264..4227155| similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE92223.1); contains domain FAMILY NOT NAMED"	AT5G13240.1	CHR04V5|COORD:33613506..33609877|protein repressor of RNA polymerase III transcription MAF1, putative, expressed	LOC_Os04g56730.2	"no descriptionvery weakly similar to (75.1)AT5G13240| Symbols:  | similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE92223.1); contains domain FAMILY NOT NAMED (PTHR22504); contains domain gb def: Hypothetical protein T31B5_60 (PTHR22504:SF5) | chr5:4225264-4227155 REVERSE"	not assigned.no ontology	35_1

CUST_22621_PI403524517	2	0.1532383	-0.10866356	-0.14256477	0.021698952	-0.021699905	0.21780682	35_6569	"Cluster: Peptide chain release factor 1, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Peptide chain release factor 1, putative, express"	UniRef90_Q2R068	"CHR3V7|COORD:23268636..23271361| APG3 (ALBINO AND PALE GREEN); translation release factor"	AT3G62910.1	CHR11V5|COORD:25799294..25803673|protein peptide chain release factor 1, putative, expressed	LOC_Os11g43600.1	"no descriptionhighly similar to ( 566)AT3G62910| Symbols: APG3 | APG3 (ALBINO AND PALE GREEN); translation release factor | chr3:23268636-23271361 REVERSEnot assigned prfA PrfA prfB PrfB PRK07245 PRK06746 PRK05589 PRK08787 PCRF PRK07342 RF-1 PRK09256 prfH"	protein.synthesis.release	29_2_5

CUST_16430_PI403524517	2	0.116910934	-1.0301371	-0.062042236	0.062042236	0.20078564	-0.13295078	35_4743	"Cluster: Os05g0391500 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0391500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DIG5	CHR1V7|COORD:2895262..2899290| glycoside hydrolase family 2 protein	AT1G09010.1	CHR05V5|COORD:18927734..18936628|protein mannosylglycoprotein endo-beta-mannosidase, putative, expressed	LOC_Os05g32530.1	no descriptionweakly similar to ( 172)AT1G09010| Symbols:  | glycoside hydrolase family 2 protein | chr1:2895262-2899290 REVERSEweakly similar to ( 179)EBM_LILLOMannosylglycoprotein endo-beta-mannosidase - Lilium longiflorum (Trumpet lily)	misc.gluco-, galacto- and mannosidases	26_3

CUST_143971_PI403524517	2	0.070869446	0.5669017	0.02553749	-0.21745491	-0.5239754	-0.025537014	35_40331	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_58685_PI403524517	2	-0.007496834	-0.1538496	0.0037317276	0.013341904	0.0068712234	-0.003730774	35_16743	"Cluster: Os03g0344900 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os03g0344900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DRY8	"CHR1|COORD:2939928..2942269| similar to ATP-dependent Clp protease proteolytic subunit (ClpR1) (nClpP5) [Arabidopsis thaliana] (TAIR:At1g49970.1); similar to"	AT1G09130.2	CHR03V5|COORD:12838187..12832952|protein ATP-dependent Clp protease proteolytic subunit-like, putative, expressed	LOC_Os03g22430.1	no descriptionmoderately similar to ( 294)AT1G09130| Symbols:  | endopeptidase Clp | chr1:2940065-2942219 REVERSEvery weakly similar to (91.7)CLPP_CHAGLATP-dependent Clp protease proteolytic subunit - Chaetosphaeridium globosumnot assigned PRK12552 CLP_protease ClpP clpP PRK12553 clpP PRK12551	protein.degradation	29_5

CUST_69570_PI403524517	2	-0.5327811	-1.061255	2.516614	0.53278065	2.7574406	-0.53307533	35_19907	Rep: ROK - Kineococcus radiotolerans SRS30216	UniRef90_Q414X0	CHR3V7|COORD:8063070..8064482| leucine-rich repeat family protein / extensin family protein	AT3G22800.1	CHR05V5|COORD:295257..298816|protein serine/arginine repetitive matrix protein 1, putative, expressed	LOC_Os05g01540.1	no descriptionnot assigned not assigned not assigned	not assigned.unknown	35_2

CUST_21016_PI403524517	2	-0.0021324158	0.0812521	0.06061554	0.0021324158	-0.013590813	-0.084095	35_6098	"Cluster: Putative leucine-rich repeat transmembrane protein kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative leucine-rich repeat transmembrane"	UniRef90_Q6EUQ1	CHR4V7|COORD:1490911..1494552| leucine-rich repeat transmembrane protein kinase, putative	AT4G03390.1	CHR02V5|COORD:4175209..4165204|protein ATP binding protein, putative, expressed	LOC_Os02g07960.4	 no descriptionmoderately similar to ( 320)AT4G03390| Symbols:  | leucine-rich repeat transmembrane protein kinase, putative | chr4:1490911-1494552 REVERSEweakly similar to ( 168)PSKR_DAUCAPhytosulfokine receptor precursor - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pkinase_Tyr TyrKc PTKc S_TKc S_TKc Pkinase PTKc_Jak_rpt2 PTKc_Csk_like PTKc_Tec_like SPS1 PTKc_Ror PTKc_Axl_like PTKc_Abl PTKc_Itk PTKc_Met_Ron PTKc_Syk_like PTKc_EphR PTKc_Trk PTKc_Src_like PTKc_ALK_LTK PTKc_Fes_like PTKc_Ror1 PTKc_EGFR_like PTKc_Tyk2_rpt2 PTKc_Frk_like PTKc_Chk PTK_HER3 PTKc_DDR_like PTKc_EphR_A2 PTKc_Srm_Brk PTKc_Tec_Rlk PTKc_Btk_Bmx Extensin_2 PTKc_DDR PTKc_Ack_like PTK_Ryk PTK_CCK4 PTKc_Ror2 PTKc_c-ros Drf_FH1 PTKc_TrkA TonB PTKc_RET PTKc_DDR1 PTKc_FGFR tatB PTKc_Axl PTKc_Csk PRK10819 PTKc_Fyn_Yrk PTKc_Tyro3 PTKc_FAK PTKc_Fes PTKc_TrkB PRK05648 PTKc_Fer PTKc_Lck_Blk PTKc_Musk PRK07764 PTKc_FGFR2 PTKc_InsR_like PTKc_PDGFR PTKc_Zap-70 PTK_Tyk2_rpt1 PTKc_EphR_A GRP TT_ORF1 PTKc_Yes PTKc_Src PTK_Jak2_Jak3_rpt1 PTKc_Syk PTKc_DDR2 FAP PTKc_Tie1 PTKc_TrkC PTKc_FGFR4 DUF1421 MCPVI PTKc_Aatyk1_Aatyk3 PTKc_EphR_A10 PTKc_EphR_B PRK06958 PTKc_FGFR3 PTKc_Aatyk PTKc_FGFR1 PTKc_Jak2_Jak3_rpt2 PTKc_HER4 PTKc_Lyn PTKc_HER2 PTKc_Jak1_rpt2 PTKc_Hck PTKc_Tie PTK_Jak_rpt1 PTKc_VEGFR2 PRK11633 PTKc_EGFR PRK11855 DUF605 DUF1210 PTK_Jak1_rpt1 PRK12323 PTKc_Tie2 	protein.postranslational modification.kinase.receptor like cytoplasmatic kinase VII	29_4_1_57

CUST_79035_PI403524517	2	0.75040627	-0.13154936	0.05464077	0.3118949	-0.05464077	-0.13348103	35_22670	"Cluster: Os01g0262500 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0262500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JNW2	"CHR1V7|COORD:12877208..12878622| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G35170.1); similar to Os01g0262500 [Oryza sativa (japonica"	AT1G35180.1	CHR01V5|COORD:8880040..8882209|protein expressed protein	LOC_Os01g15770.1	" no descriptionmoderately similar to ( 261)AT1G35180| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G35170.1); similar to Os01g0262500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001042652.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD81243.1); contains InterPro domain TRAM, LAG1 and CLN8 homology; (InterPro:IPR006634) | chr1:12877208-12878622 REVERSEnot assigned not assigned not assigned not assigned TLC DUF887 "	not assigned.unknown	35_2

CUST_66248_PI403524517	2	0.20554256	0.087115765	0.023607254	-0.06720877	-0.023606777	-0.15384817	35_18919	Rep: At5g13480 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q6NLV4	CHR5V7|COORD:4326641..4331560| FY (FY)	AT5G13480.1	CHR01V5|COORD:42207450..42200798|protein WD-repeat protein 33, putative, expressed	LOC_Os01g72220.1	no descriptionhighly similar to ( 590)AT5G13480| Symbols: FY | FY (FY) | chr5:4326641-4331560 REVERSEvery weakly similar to (89.0)GBLP_CHLREGuanine nucleotide-binding protein subunit beta-like protein - Chlamydomonas reinhardtiinot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned WD40 COG2319 WD40	not assigned.no ontology	35_1

CUST_58027_PI403524517	2	0.011413574	-0.93875504	-0.021790028	0.015301228	0.9720011	-0.011413097	35_16545	"Cluster: Putative inosine-uridine nucleoside N-ribohydrolase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative inosine-uridine nucleoside N-ribohydrola"	UniRef90_Q6ZJ05	CHR2V7|COORD:15231771..15233712| inosine-uridine preferring nucleoside hydrolase family protein	AT2G36310.1	CHR08V5|COORD:27793971..27789983|protein pyrimidine-specific ribonucleoside hydrolase rihA, putative, expressed	LOC_Os08g44370.1	no descriptionmoderately similar to ( 486)AT2G36310| Symbols:  | inosine-uridine preferring nucleoside hydrolase family protein | chr2:15231771-15233712 REVERSEnot assigned nuc_hydro_CaPnhB URH1 nuc_hydro_IU_UC_XIUA nuc_hydro IU_nuc_hydro nuc_hydro_CeIAG nuc_hydro_3 PRK10768 rihA rihB nuc_hydro_CjNH nuc_hydro_1 nuc_hydro_TvIAG nuc_hydro_2	nucleotide metabolism.degradation	23_2

CUST_93474_PI403524517	2	-0.005344391	-0.6046667	-0.018980026	0.14797783	0.4562664	0.005343437	35_26726	"Cluster: OSJNBa0084K20.10 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0084K20.10 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7X8U6	CHR3V7|COORD:286027..287550| ribosome recycling factor family protein / ribosome releasing factor family protein	AT3G01800.1	CHR04V5|COORD:24289307..24286449|protein ribosome recycling factor, putative, expressed	LOC_Os04g41300.1	 no descriptionweakly similar to ( 167)AT3G01800| Symbols:  | ribosome recycling factor family protein / ribosome releasing factor family protein | chr3:286027-287550 FORWARDvery weakly similar to (65.5)RRFC_SPIOLRibosome recycling factor, chloroplast precursor - Spinacia oleracea (Spinach)not assigned frr Frr RRF RRF 	cell.division	31_2

CUST_84124_PI403524517	2	-0.4974165	1.2044926	0.109028816	-0.7657118	2.1546097	-0.109028816	35_24107	"Cluster: Putative glucosyltransferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative glucosyltransferase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q9AUV3	CHR3V7|COORD:368847..370491| UDP-glucoronosyl/UDP-glucosyl transferase family protein	AT3G02100.1	CHR03V5|COORD:31237815..31239950|protein indole-3-acetate beta-glucosyltransferase, putative, expressed	LOC_Os03g55040.1	no descriptionmoderately similar to ( 251)AT3G02100| Symbols:  | UDP-glucoronosyl/UDP-glucosyl transferase family protein | chr3:368847-370491 REVERSEweakly similar to ( 149)IAAG_MAIZEIndole-3-acetate beta-glucosyltransferase - Zea mays (Maize)not assigned not assigned UDPGT COG1819	misc.UDP glucosyl and glucoronyl transferases	26_2

CUST_71193_PI403524517	2	-0.052705288	-0.3801794	-0.59082365	0.7114849	0.05270481	0.0836463	35_20396	"Cluster: Os08g0269500 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os08g0269500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J6T8	0	0	CHR08V5|COORD:10281499..10280527|protein expressed protein	LOC_Os08g16810.1	no description	not assigned.unknown	35_2

CUST_3214_PI404877155	2	0.346797	0.29594994	0.39636707	-0.29594994	-0.4380598	-0.71534824	Contig13681_at	sensory transduction histidine kinase-related [Arabidopsis thaliana] emb|CAC08246.1| histidine kinase-like protein [Arabidopsis thaliana]	NP_196633.1	sensory transduction histidine kinase-related	At5g10720.1	protein histidine kinase-like protein	Os06g44410	"sensory transduction histidine kinase-related, similar to Sensor protein rcsC (Capsular synthesis regulator component C) (SP:Q56128) {Salmonella typhi}; sensory transduction histidine kinase slr1759, Synechocystis sp., PIR:S75142"	hormone metabolism.cytokinin.signal transduction	17_4_2

CUST_19515_PI403524517	2	-0.04346943	0.043469906	0.57587194	-0.16518974	0.8102026	-0.4353218	35_5653	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_21482_PI403524517	2	0.2739911	0.80133724	-0.2739911	-0.45418072	-0.5165839	2.1257715	35_6235	"Cluster: Hypothetical protein P0456E05.23; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0456E05.23 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5N869	"CHR2V7|COORD:1445398..1446321| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G12690.1); similar to Protein of unknown function DUF868, plant"	AT2G04220.1	CHR01V5|COORD:39941187..39939447|protein expressed protein	LOC_Os01g68140.1	" no descriptionvery weakly similar to (74.7)AT2G04220| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G12690.1); similar to Protein of unknown function DUF868, plant [Medicago truncatula] (GB:ABE92686.1); contains InterPro domain Protein of unknown function DUF868, plant; (InterPro:IPR008586) | chr2:1445398-1446321 FORWARDnot assigned DUF868 "	not assigned.unknown	35_2

CUST_13783_PI403524517	2	0.16314507	0.04110813	-0.12647438	-0.012863159	-0.039891243	0.012864113	35_3953	Rep: P60 katanin - Triticum aestivum (Wheat)	UniRef90_Q7X9J7	CHR1V7|COORD:18573589..18579492| AAA-type ATPase family protein	AT1G50140.1	CHR06V5|COORD:6513400..6502736|protein ATP binding protein, putative, expressed	LOC_Os06g12160.1	no descriptionvery weakly similar to (98.6)AT1G50140| Symbols:  | AAA-type ATPase family protein | chr1:18573589-18579492 REVERSEnot assigned	protein.degradation.AAA type	29_5_9

CUST_134466_PI403524517	2	0.20081425	-0.044991493	0.021379948	-0.021380424	0.49300766	-0.022646904	35_37728	"Cluster: Hypothetical protein OJ1479_B12.11; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1479_B12.11 - Oryza sativa (japonica cultiv"	UniRef90_Q6ZFU4		0	CHR02V5|COORD:29551847..29549773|protein F-box domain containing protein	LOC_Os02g48300.1	no description	not assigned.unknown	35_2

CUST_73899_PI403524517	2	-0.06528473	0.02700138	-0.089832306	-0.020570755	0.06281948	0.020571709	35_21193	"Cluster: SET domain-containing protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: SET domain-containing protein-like - Oryza sativa (japonica cultiv"	UniRef90_Q6Z2I7	CHR1V7|COORD:8720892..8722697| SET domain-containing protein	AT1G24610.1	CHR02V5|COORD:30587626..30590288|protein SET domain containing protein, expressed	LOC_Os02g50100.1	 no descriptionmoderately similar to ( 465)AT1G24610| Symbols:  | SET domain-containing protein | chr1:8720892-8722697 REVERSEvery weakly similar to (50.1)RBCMT_TOBACRibulose-1,5 bisphosphate carboxylase/oxygenase large subunit N-methyltransferase, chloroplast precursor - Nicotiana tabacum (Common tobacco)not assigned Rubis-subs-bind 	not assigned.no ontology.SET domain-containing protein	35_1_13

CUST_50482_PI403524517	2	0.31239796	0.27652645	-0.15758991	-0.032152176	0.032152176	-0.14292908	35_14413	0	0	CHR1V7|COORD:22496859..22500684| proline-rich family protein	AT1G61080.1	0	0	no description	not assigned.unknown	35_2

CUST_9547_PI403524517	2	-0.7937708	0.084708214	0.6829119	0.14607048	-0.08470917	-0.19097614	35_2690	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q75GI8	"CHR2V7|COORD:15359846..15362129| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G25737.1); similar to Os03g0726500 [Oryza sativa (japonica"	AT2G36630.1	CHR03V5|COORD:29516407..29511103|protein expressed protein	LOC_Os03g51650.1	"no descriptionmoderately similar to ( 468)AT2G36630| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G25737.1); similar to Os03g0726500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001051136.1); similar to membrane protein-like protein [Glycine max] (GB:ABC47859.1); contains InterPro domain Protein of unknown function DUF81; (InterPro:IPR002781) | chr2:15359846-15362129 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF81 COG0730 TT_ORF1 PRK07003 PRK07764 AF-4 PRK12323 DUF1777 Atrophin-1 Protamine_P1 DUF1509 DUF566 HPC2 Herpes_BLLF1 PRK12678 Drf_FH1"	not assigned.unknown	35_2

CUST_90828_PI403524517	2	0.07634926	-0.10993004	-0.016623497	-0.07103062	0.016622543	0.25216866	35_25977	"Cluster: Os05g0511700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0511700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DGU2	CHR1V7|COORD:5617805..5619297| methylase-related	AT1G16445.1	CHR05V5|COORD:25263615..25266180|protein RRNA methylase, putative, expressed	LOC_Os05g43582.1	no descriptionmoderately similar to ( 252)AT1G16445| Symbols:  | methylase-related | chr1:5617805-5619297 FORWARDrRNA_methylase	not assigned.no ontology	35_1

CUST_16337_PI403524517	2	-0.19715309	-0.20961285	0.50601006	0.0037164688	0.6614504	-0.0037164688	35_4708	"Cluster: Ubiquitin-conjugating enzyme E2-23 kDa, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Ubiquitin-conjugating enzyme E2-23"	UniRef90_Q337R4	"CHR5V7|COORD:16555524..16557184| UBC4 (UBIQUITIN CONJUGATING ENZYME 4); ubiquitin-protein ligase"	AT5G41340.1	CHR10V5|COORD:15851407..15855642|protein ubiquitin-conjugating enzyme E2-21 kDa 1, putative, expressed	LOC_Os10g31000.1	" no descriptionmoderately similar to ( 292)AT5G41340| Symbols: ATUBC4, UBC4 | UBC4 (UBIQUITIN CONJUGATING ENZYME 4); ubiquitin-protein ligase | chr5:16555524-16557184 REVERSEmoderately similar to ( 283)UBC4_WHEATUbiquitin-conjugating enzyme E2-23 kDa - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned UQ_con COG5078 UBCc UBCc "	protein.degradation.ubiquitin.E2	29_5_11_3

CUST_12900_PI399408534	2	0.07527065	0.11139488	0.047216415	-0.06680298	-0.04721737	-0.05212593	35_15680	"Cluster: Ras-related protein RIC1; n=2; Oryza sativa|Rep: Ras-related protein RIC1 - Oryza sativa (Rice)"	UniRef90_P40392	"CHR1V7|COORD:400350..401788| ATRAB1B (Arabidopsis thaliana responsive to abscisic acid 1B); GTP binding"	AT1G02130.1	CHR01V5|COORD:21473286..21470240|protein ras-related protein RIC1, putative, expressed	LOC_Os01g37800.1	" no descriptionmoderately similar to ( 363)AT1G02130| Symbols: AtRab1B, Ara-5, AtRABD2a, ARA5, ATRAB1B | ATRAB1B (Arabidopsis thaliana responsive to abscisic acid 1B); GTP binding | chr1:400350-401788 REVERSEmoderately similar to ( 394)RIC1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Rab1_Ypt1 Rab8_Rab10_Rab13_like RAB Ras Rab Rab11_like RabA_like Rab35 Rab18 Rab19 Rab2 Rab3 Rab26 Rab4 Rab5_related Rab30 Rab6 Rab14 Rab15 Rab39 Rab7 Rab27A Rab21 Rab33B_Rab33A Rab12 Ras_like_GTPase Ras Rab32_Rab38 RAS COG1100 Rap_like Rab40 Rab9 RheB RJL Rab23_lke RalA_RalB Rab28 H_N_K_Ras_like Rho Rap2 Rab36_Rab34 M_R_Ras_like Rap1 Rab24 Ras2 RSR1 RHO RabL2 RabL4 Rit_Rin_Ric Ran RERG_RasL11_like Rho4_like RGK ARHI_like Wrch_1 RhoA_like Rho3 Rac1_like Rho2 Spg1 Tc10 Rab20 RAN Miro Rop_like RhoG Arf_Arl Rnd3_RhoE_Rho8 Ras_dva Rnd Rnd2_Rho7 RabL3 Arl10_like Rhes_like Cdc42 Arfrp1 Rnd1_Rho6 Arf Arl4_Arl7 Arl5_Arl8 Sar1 ARF Miro1 Arf1_5_like Arf6 Arl3 ARLTS1 ARD1 Arl2 RRP22 RhoBTB Arl1 COG2229 Miro2 Centaurin_gamma "	signalling.G-proteins	30_5

CUST_21658_PI403524517	2	0.0846405	0.20808983	-0.022850037	-0.26926136	0.022850037	-0.2110939	35_6286	"Cluster: Putative transducin / WD-40 repeat protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative transducin / WD-40 repeat protein - Oryza sativa"	UniRef90_Q8H3V0	CHR2V7|COORD:14472978..14475495| transducin family protein / WD-40 repeat family protein	AT2G34260.1	CHR07V5|COORD:27849103..27853550|protein expressed protein	LOC_Os07g46620.1	no descriptionmoderately similar to ( 288)AT2G34260| Symbols:  | transducin family protein / WD-40 repeat family protein | chr2:14473416-14475495 FORWARDvery weakly similar to (53.9)PF20_CHLREFlagellar WD repeat-containing protein Pf20 - Chlamydomonas reinhardtiinot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned WD40 COG2319	not assigned.no ontology	35_1

CUST_84517_PI403524517	2	-0.083753586	-7.324219E-4	7.324219E-4	0.07242584	-0.073568344	0.05047226	35_24218	"Cluster: Os01g0109300 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0109300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JRC1	CHR5V7|COORD:16110622..16114321| metal-dependent phosphohydrolase HD domain-containing protein	AT5G40270.1	CHR01V5|COORD:495256..503066|protein HD domain containing protein, expressed	LOC_Os01g01920.2	no descriptionweakly similar to ( 105)AT5G40270| Symbols:  | metal-dependent phosphohydrolase HD domain-containing protein | chr5:16110622-16114321 REVERSEnot assigned	not assigned.no ontology	35_1

CUST_153723_PI403524517	2	0.12835264	0.14171839	-0.18624544	-0.2058196	-0.12835264	0.7512841	35_42963	"Cluster: Putative DEIH-box RNA/DNA helicase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative DEIH-box RNA/DNA helicase - Oryza sativa (japonica cultiv"	UniRef90_Q5ZAP0	"CHR2V7|COORD:13127662..13133712| HVT1 (HELICASE IN VASCULAR TISSUE AND TAPETUM); ATP binding / helicase/ nucleic acid binding"	AT2G30800.1	CHR01V5|COORD:32677361..32687613|protein RNA helicase A, putative, expressed	LOC_Os01g56190.1	" no descriptionmoderately similar to ( 212)AT2G30800| Symbols: ATVT-1, HVT1 | HVT1 (HELICASE IN VASCULAR TISSUE AND TAPETUM); ATP binding / helicase/ nucleic acid binding | chr2:13127662-13133712 REVERSEnot assigned not assigned not assigned "	DNA.synthesis/chromatin structure	28_1

CUST_163102_PI403524517	2	0.19152021	-0.043261528	0.043261528	-0.08625603	-0.09453201	0.2857194	35_45489	"Cluster: Putative cytochrome P450; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative cytochrome P450 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K915	CHR5V7|COORD:2653767..2655596| cytochrome P450 family protein	AT5G08250.1	CHR02V5|COORD:23149010..23146820|protein cytochrome P450 94A2, putative, expressed	LOC_Os02g38290.2	no descriptionvery weakly similar to (63.5)AT5G08250| Symbols:  | cytochrome P450 family protein | chr5:2653767-2655596 REVERSE	misc.cytochrome P450	26_10

CUST_49933_PI403524517	2	-0.098692894	-0.53312683	0.08210564	0.110284805	-0.01936245	0.01936245	35_14255	Rep: Cyclophilin A-3 - Triticum aestivum (Wheat)	UniRef90_Q93W25	CHR2V7|COORD:9062700..9063224| peptidyl-prolyl cis-trans isomerase / cyclophilin (CYP2) / rotamase	AT2G21130.1	CHR02V5|COORD:1116059..1117114|protein peptidyl-prolyl cis-trans isomerase, putative, expressed	LOC_Os02g02890.1	no descriptionmoderately similar to ( 261)AT2G21130| Symbols:  | peptidyl-prolyl cis-trans isomerase / cyclophilin (CYP2) / rotamase | chr2:9062700-9063224 REVERSEmoderately similar to ( 273)CYPH_MAIZEPeptidyl-prolyl cis-trans isomerase - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned cyclophilin_ABH_like Pro_isomerase cyclophilin PpiB cyclophilin_WD40 cyclophilin_SpCYP2_like cyclophilin_RING Cyclophilin_PPIL3_like cyclophilin_CeCYP16-like cyclophilin_RRM cyclophilin_EcCYP_like PRK10791 PRK10903 PRK12323 PRK07003 PRK07764 cyclophilin_TLP40_like Herpes_BLLF1 HPC2	cell.cycle.peptidylprolyl isomerase	31_3_1

CUST_34298_PI403524517	2	0.45440292	0.33544445	0.15256405	-0.15256405	-0.26281404	-0.1611495	35_9886	Rep: OSJNBa0042I15.1 protein - Oryza sativa (Rice)	UniRef90_Q7XLY7	CHR1V7|COORD:11399903..11405702| actin binding	AT1G31810.1	CHR04V5|COORD:19934833..19929875|protein expressed protein	LOC_Os04g33260.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Tymo_45kd_70kd PRK07764 PRK07003 PRK12323 Atrophin-1 PRK12678 DUF1421 APC_basic	not assigned.unknown	35_2

CUST_125803_PI403524517	2	-0.06129837	-0.20590687	0.074733734	0.19200993	-0.32041168	0.061297417	35_35423	"Cluster: Os01g0752400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0752400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JJ99	CHR2V7|COORD:17658459..17659587| protein kinase C substrate, heavy chain-related	AT2G42390.1	CHR01V5|COORD:31891014..31888240|protein glucosidase 2 beta subunit precursor, putative, expressed	LOC_Os01g54880.1	 no descriptionvery weakly similar to (65.9)AT2G42390| Symbols:  | protein kinase C substrate, heavy chain-related | chr2:17658459-17659587 REVERSEnot assigned 	protein.postranslational modification	29_4

CUST_66980_PI403524517	2	-0.008231163	-0.22266865	-0.11145592	0.03604698	0.008232117	0.0414505	35_19128	"Cluster: Mitochondrial inner membrane translocating protein-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Mitochondrial inner membrane"	UniRef90_Q69V11	CHR2V7|COORD:15152198..15154974| ATTIM44-2 (Arabidopsis thaliana translocase inner membrane subunit 44-2)	AT2G36070.1	CHR07V5|COORD:12788679..12782277|protein ATTIM44-2, putative, expressed	LOC_Os07g22700.2	no descriptionmoderately similar to ( 464)AT2G36070| Symbols: ATTIM44-2 | ATTIM44-2 (Arabidopsis thaliana translocase inner membrane subunit 44-2) | chr2:15152198-15154974 REVERSEnot assigned Tim44 COG4395	protein.targeting.mitochondria	29_3_2

CUST_80880_PI403524517	2	0.031647682	0.42976284	0.043087006	-0.1236639	-0.031647682	-0.09074497	35_23196	Rep: Nuclear matrix protein 1 - Zea mays (Maize)	UniRef90_Q94G01	"CHR5V7|COORD:5805936..5808457| similar to nuclear matrix protein 1 [Lycopersicon esculentum] (GB:AAK83083.1); contains InterPro domain Plant nuclear"	AT5G17620.1	CHR01V5|COORD:38016335..38012905|protein nuclear matrix protein 1, putative, expressed	LOC_Os01g64920.1	"no descriptionmoderately similar to ( 268)AT5G17620| Symbols:  | similar to nuclear matrix protein 1 [Lycopersicon esculentum] (GB:AAK83083.1); contains InterPro domain Plant nuclear matrix 1; (InterPro:IPR010604) | chr5:5805936-5808457 REVERSEnot assigned Plant_NMP1"	not assigned.unknown	35_2

CUST_180880_PI403524517	2	0.23165083	-0.14437771	-0.048979282	0.01275301	0.29045343	-0.01275301	35_50303	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_170595_PI403524517	2	-0.17142773	0.07234955	0.11223984	-0.43615103	-0.0723505	0.34969616	35_47518	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_57200_PI403524517	2	-0.59960604	-0.08447838	0.5918522	-0.123559475	0.0844779	2.0877676	35_16311	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_104643_PI403524517	2	-0.18262672	-0.23808193	-0.027623177	0.21664524	0.027622223	0.45294	35_29818	Rep: LRR19 - Triticum aestivum (Wheat)	UniRef90_Q9ATQ8	CHR3V7|COORD:2226250..2229030| RPM1 (RESISTANCE TO P. SYRINGAE PV MACULICOLA 1)	AT3G07040.1	CHR01V5|COORD:20654837..20661680|protein disease resistance protein RPM1, putative, expressed	LOC_Os01g36640.1	 no descriptionvery weakly similar to (51.2)AT3G07040| Symbols: RPS3, RPM1 | RPM1 (RESISTANCE TO P. SYRINGAE PV MACULICOLA 1) | chr3:2226250-2229030 REVERSE	stress.biotic	20_1

CUST_13019_PI404877155	2	-0.0020933151	-0.32905006	-0.037492752	0.111673355	0.06599522	0.0020923615	Contig6744_at	putative zinc finger protein [Arabidopsis thaliana]	AAM62833.1	zinc finger (C2H2 type) family protein	At1g30970.1	protein retrotransposon protein, putative, Ty3-gypsy sub-class	Os09g38790	zinc finger (C2H2 type) family protein, contains Pfam domain PF00096: Zinc finger, C2H2 type	RNA.regulation of transcription.C2H2 zinc finger family	27_3_11

CUST_8036_PI403524517	2	0.13305283	0.0019693375	-0.030666351	-0.094745636	-0.0013599396	0.0013589859	35_2239	"Cluster: Thylakoid lumenal 29.8 kDa protein, chloroplast precursor; n=2; Arabidopsis thaliana|Rep: Thylakoid lumenal 29.8 kDa protein, chloroplast precursor - A"	UniRef90_O49292	CHR1V7|COORD:28965470..28966769| thylakoid lumenal 29.8 kDa protein	AT1G77090.1	CHR12V5|COORD:4557031..4554843|protein tat pathway signal sequence family protein, expressed	LOC_Os12g08830.1	no descriptionmoderately similar to ( 327)AT1G77090| Symbols:  | thylakoid lumenal 29.8 kDa protein | chr1:28965470-28966769 REVERSEPsbP	PS.lightreaction.photosystem II.PSII polypeptide subunits	1_1_1_2

CUST_75560_PI403524517	2	0.1899128	0.0719738	-0.0719738	-0.15536785	-0.16253424	0.170187	35_21659	"Cluster: Hypothetical protein OSJNBa0029P06.10; n=3; Oryza sativa|Rep: Hypothetical protein OSJNBa0029P06.10 - Oryza sativa (Rice)"	UniRef90_Q8W353	CHR1V7|COORD:11399903..11405702| actin binding	AT1G31810.1	CHR02V5|COORD:8455935..8453871|protein F-box domain containing protein, expressed	LOC_Os02g15160.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Atrophin-1 Tymo_45kd_70kd PRK12323 PRK12678	not assigned.unknown	35_2

CUST_97871_PI403524517	2	-0.11795759	0.5631523	0.27949905	0.11795759	-0.33182716	-0.3634534	35_27946	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_121505_PI403524517	2	-0.5359502	0.17696524	0.41338778	0.16563463	-0.16563463	-0.4215722	35_34315	0	0		0	CHR04V5|COORD:20210705..20218422|protein sec23/Sec24 trunk domain containing protein, expressed	LOC_Os04g33690.1	no description	not assigned.unknown	35_2

CUST_68953_PI403524517	2	0.050473213	0.25897503	0.14379215	-0.18782377	-0.6643462	-0.050473213	35_19730	"Cluster: Lipase class 3-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: Lipase class 3-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K2K7	CHR3V7|COORD:2367462..2372244| lipase class 3 family protein	AT3G07400.1	CHR02V5|COORD:16606368..16596799|protein triacylglycerol lipase, putative, expressed	LOC_Os02g28040.1	no descriptionmoderately similar to ( 220)AT3G07400| Symbols:  | lipase class 3 family protein | chr3:2367462-2372244 FORWARD	lipid metabolism.lipid degradation.lipases.triacylglycerol lipase	11_9_2_1

CUST_136145_PI403524517	2	0.11868286	0.4435196	-0.1039958	-0.15922976	-0.2853284	0.10399628	35_38179	"Cluster: Putative MutL homolog 1 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative MutL homolog 1 protein - Oryza sativa (japonica cultivar-gro"	UniRef90_Q5JN46	CHR4V7|COORD:5817104..5821032| ATMLH1 (Arabidopsis thaliana MutL-homologue 1)	AT4G09140.1	CHR01V5|COORD:42595728..42601761|protein MUTL protein homolog 1, putative, expressed	LOC_Os01g72880.1	 no descriptionmoderately similar to ( 348)AT4G09140| Symbols: MLH1, ATMLH1 | ATMLH1 (Arabidopsis thaliana MutL-homologue 1) | chr4:5817104-5821032 REVERSEnot assigned not assigned not assigned MutL mutL MutL_Trans_MLH1 MutL_Trans DNA_mis_repair 	DNA.repair	28_2

CUST_106264_PI403524517	2	0.13515472	0.6558523	0.043941498	-0.25048828	-0.04394245	-0.15747833	35_30247	"Cluster: Hypothetical protein OJ1489_G03.2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1489_G03.2 - Oryza sativa (japonica cultivar"	UniRef90_Q75KH4	CHR5V7|COORD:21179342..21181943| agenet domain-containing protein	AT5G52070.1	CHR05V5|COORD:2317681..2312729|protein agenet domain containing protein, expressed	LOC_Os05g04860.1	no descriptionvery weakly similar to (54.7)AT5G52070| Symbols:  | agenet domain-containing protein | chr5:21179342-21181943 FORWARD	not assigned.no ontology.agenet domain-containing protein	35_1_2

CUST_166374_PI403524517	2	-0.034399986	0.29249573	0.03439951	0.30411434	-0.22550821	-0.38743973	35_46350	"Cluster: Hypothetical protein P0435B05.8; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0435B05.8 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q5JMW7	"CHR3V7|COORD:21850311..21853426| similar to TOM1 (TOBAMOVIRUS MULTIPLICATION 1) [Arabidopsis thaliana] (TAIR:AT4G21790.1); similar to Os01g0751300 [Oryza"	AT3G59090.2	CHR01V5|COORD:31838382..31846443|protein expressed protein	LOC_Os01g54784.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_20017_PI403524517	2	0.20650959	0.4829874	0.014725685	-0.014724731	-0.086538315	-0.026309013	35_5801	"Cluster: Phosphoenolpyruvate carboxylase kinase 1; n=2; Andropogoneae|Rep: Phosphoenolpyruvate carboxylase kinase 1 - Zea mays (Maize)"	UniRef90_Q5EC59	"CHR3V7|COORD:1221552..1222462| PPCK2 (PHOSPHOENOLPYRUVATE CARBOXYLASE KINASE 2); kinase"	AT3G04530.1	CHR02V5|COORD:34465156..34462883|protein calcium-dependent protein kinase, isoform AK1, putative, expressed	LOC_Os02g56310.1	"no descriptionmoderately similar to ( 207)AT1G08650| Symbols: PPCK1 | PPCK1 (PHOSPHOENOLPYRUVATE CARBOXYLASE KINASE); kinase | chr1:2752209-2753235 FORWARDweakly similar to ( 154)CDPK2_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase SPS1 Pkinase_Tyr TyrKc PTKc PTKc_Srm_Brk PTKc_Src_like PTKc_Tec_like PTKc_Frk_like KIND PTKc_Fes PTKc_Hck PTKc_FAK PTKc_Fer PTKc_Fes_like PTKc_Lyn PTKc_Tec_Rlk PTKc_Lck_Blk PRK12678 PTKc_Yes PTKc_Fyn_Yrk PTKc_Src PTKc_Musk PTKc_Itk PTKc_Trk PTKc_Ack_like PTKc_Csk_like PTKc_EphR PTKc_TrkA PTKc_Abl PTKc_EphR_B PTKc_EGFR_like PTKc_InsR_like PTKc_EphR_A PTKc_FGFR PRK12323 PTKc_Axl PTKc_TrkC PTKc_Chk PTK_HER3 PTKc_Syk_like PTKc_PDGFR PTKc_ALK_LTK PTKc_TrkB PTK_Ryk PTKc_Btk_Bmx PTKc_Zap-70 TT_ORF1 PTKc_Ror1 PTKc_HER2 PTKc_Axl_like PRK07003 PTKc_FGFR4 PTKc_EphR_A2 PTKc_Tyro3 PTKc_EGFR PTKc_Ror PTKc_Tie Gag_spuma PTKc_Jak_rpt2 PTKc_VEGFR2 PTKc_Tie1 PTKc_HER4 PTKc_Tie2"	protein.postranslational modification	29_4

CUST_80047_PI403524517	2	0.13314629	-1.3951702	-0.24049091	0.19477272	-0.102804184	0.10280323	35_22954	"Cluster: DNA-directed RNA polymerase II largest subunit; n=3; rosids|Rep: DNA-directed RNA polymerase II largest subunit - Arabidopsis thaliana (Mouse-ear cress"	UniRef90_P18616	CHR3V7|COORD:8063070..8064482| leucine-rich repeat family protein / extensin family protein	AT3G22800.1	CHR05V5|COORD:2922402..2912509|protein DNA-directed RNA polymerase II largest subunit, putative, expressed	LOC_Os05g05860.1	" no descriptionvery weakly similar to (52.0)AT4G35800| Symbols: RNA_POL_II_LSRNA_POL_II_LS, RNA_POL_II_LS, RPB1, NRPB1 | NRPB1 (RNA POLYMERASE II LARGE SUBUNIT); DNA binding / DNA-directed RNA polymerase | chr4:16961119-16967896 REVERSE"	RNA.transcription	27_2

CUST_23801_PI403524517	2	0.06708431	0.25258732	-0.014211655	-0.13882256	-0.038840294	0.014210701	35_6914	"Cluster: ReMembR-H2 protein JR702, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: ReMembR-H2 protein JR702, putative, expressed - Oryza s"	UniRef90_Q10R93	0	0	CHR03V5|COORD:3626088..3630691|protein RING finger protein 13, putative, expressed	LOC_Os03g07130.5	no description	not assigned.unknown	35_2

CUST_76536_PI403524517	2	-0.019963741	0.39344978	0.019964218	-0.029565811	0.16219711	-0.07396984	35_21943	"Cluster: Putative SUMO protease; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative SUMO protease - Oryza sativa (japonica cultivar-group)"	UniRef90_Q9FP66	CHR1V7|COORD:26559818..26562657| protein kinase, putative	AT1G70460.1	CHR01V5|COORD:14315765..14311104|protein SUMO protease, putative, expressed	LOC_Os01g25370.2	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF1421 PRK12323 Atrophin-1 Extensin_2 Tymo_45kd_70kd PRK07764	not assigned.unknown	35_2

CUST_8341_PI403524517	2	0.18163013	-0.2923584	0.021626472	0.16782999	-0.021626472	-0.047372818	35_2330	"Cluster: NADPH thioredoxin reductase; n=1; Oryza sativa (japonica cultivar-group)|Rep: NADPH thioredoxin reductase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q70G58	CHR2V7|COORD:17383427..17386106| thioredoxin reductase, putative / NADPH-dependent thioredoxin reductase, putative	AT2G41680.1	CHR07V5|COORD:27692928..27697470|protein bifunctional thioredoxin reductase/thioredoxin, putative, expressed	LOC_Os07g46410.1	 no descriptionhighly similar to ( 727)AT2G41680| Symbols:  | thioredoxin reductase, putative / NADPH-dependent thioredoxin reductase, putative | chr2:17383427-17386106 REVERSEvery weakly similar to (50.8)GSHRC_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TrxB PRK10262 Pyr_redox_2 AhpF TRX_NTR Lpd PRK11749 PRK12831 gltD GltD TRX_family PRK06292 PRK06116 PRK07845 PRK05249 PRK06370 HcaD Extensin_2 PRK12771 Drf_FH1 PRK06416 PRK06327 Pyr_redox Thioredoxin PRK05976 PRK12770 PRK09853 PRK12323 trxA PRK07764 Atrophin-1 FAP DUF1421 PRK12814 PRK12775 COG3118 PRK06467 PRK07818 PRK05648 TrkA PDI_a_family Ndh FixC PRK12778 TT_ORF1 DUF1210 PRK10996 TrxA TRX_PICOT DUF605 Tymo_45kd_70kd tatB PRK12779 MCPVI PRK12769 GRP TonB Totivirus_coat ybbN PRK07846 PRK07003 SMN 	redox.thioredoxin	21_1

CUST_69577_PI403524517	2	0.15979958	1.1965408	0.774106	-0.5491524	-0.92953634	-0.15980053	35_19909	Rep: OSIGBa0145M07.1 protein - Oryza sativa (Rice)	UniRef90_Q01J56	"CHR1V7|COORD:2743951..2745688| THA1 (THREONINE ALDOLASE 1); aldehyde-lyase"	AT1G08630.4	CHR04V5|COORD:25611609..25607574|protein L-allo-threonine aldolase, putative, expressed	LOC_Os04g43650.3	no descriptionmoderately similar to ( 258)AT1G08630| Symbols: THA1 | THA1 (THREONINE ALDOLASE 1) | chr1:2743951-2745688 REVERSEnot assigned not assigned Beta_elim_lyase PRK10534 GLY1	amino acid metabolism.degradation.serine-glycine-cysteine group.glycine	13_2_5_2

CUST_1068_PI403524517	2	0.015932083	-0.13160324	0.008382797	0.017642975	-0.00838089	-0.05570984	35_282	"Cluster: 60S ribosomal protein L41; n=10; Magnoliophyta|Rep: 60S ribosomal protein L41 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_P62120	CHR3V7|COORD:2586038..2586212| 60S ribosomal protein L41 (RPL41D)	AT3G08520.1	0	0	no descriptionnot assigned Ribosomal_L41	not assigned.unknown	35_2

CUST_59173_PI403524517	2	0.052781105	-0.6208	-0.15411186	0.0993166	0.019608498	-0.019608498	35_16874	"Cluster: OSIGBa0137O04.8 protein; n=2; Oryza sativa|Rep: OSIGBa0137O04.8 protein - Oryza sativa (Rice)"	UniRef90_Q01KY9	"CHR2V7|COORD:13471596..13478430| SAD2 (SUPER SENSITIVE TO ABA AND DROUGHT2); protein transporter"	AT2G31660.1	CHR02V5|COORD:16202461..16210138|protein importin-7, putative, expressed	LOC_Os02g27470.1	"no descriptionnearly identical (1217)AT2G31660| Symbols: SAD2 | SAD2 (SUPER SENSITIVE TO ABA AND DROUGHT2); protein transporter | chr2:13471596-13478430 FORWARDnot assigned not assigned not assigned not assigned not assigned SXM1 PRK02363 DNA_pol_phi"	protein.targeting.nucleus	29_3_1

CUST_81959_PI403524517	2	0.3892188	-0.0931859	0.012032032	-0.012032032	-0.32673407	0.14549208	35_23511	"Cluster: Chloroplast processing enzyme; n=2; Arabidopsis thaliana|Rep: Chloroplast processing enzyme - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_O48870	CHR5V7|COORD:16962536..16969875| metalloendopeptidase	AT5G42390.1	CHR06V5|COORD:25209594..25199281|protein metalloendopeptidase, putative, expressed	LOC_Os06g41990.2	no descriptionmoderately similar to ( 266)AT5G42390| Symbols:  | metalloendopeptidase | chr5:16962536-16969875 FORWARDnot assigned not assigned PqqL Peptidase_M16 Ptr	protein.degradation	29_5

CUST_71367_PI403524517	2	0.023075104	-0.23826408	0.006140709	-0.006140709	0.07598019	-0.026463509	35_20445	"Cluster: Os03g0777600 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os03g0777600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DN33	0	0	CHR03V5|COORD:32187851..32190559|protein expressed protein	LOC_Os03g56620.1	no description	not assigned.unknown	35_2

CUST_18953_PI403524517	2	-0.68488884	-0.6271858	-0.7713089	0.6271858	0.73560524	0.741518	35_5491	"Cluster: UDP-glucose:sterol glucosyltransferase; n=1; Avena sativa|Rep: UDP-glucose:sterol glucosyltransferase - Avena sativa (Oat)"	UniRef90_O22678	CHR3V7|COORD:2218126..2221596| UDP-glucose:sterol glucosyltransferase (UGT80A2)	AT3G07020.2	CHR04V5|COORD:1985084..1972774|protein sterol 3-beta-glucosyltransferase, putative, expressed	LOC_Os04g04254.2	no descriptionweakly similar to ( 192)AT3G07020| Symbols:  | UDP-glucose:sterol glucosyltransferase (UGT80A2) | chr3:2217847-2221596 REVERSEnot assigned COG1819	lipid metabolism.'exotics' (steroids, squalene etc).UDP-glucose:sterol glucosyltransferase	11_8_3

CUST_17739_PI403524517	2	-1.4682603	-0.013903141	0.46286726	0.18980503	0.013903141	-0.25263166	35_5121	"Cluster: Hypothetical protein OSJNBa0073A21.9; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0073A21.9 - Oryza sativa (japonica cu"	UniRef90_Q6H515	CHR3V7|COORD:7818155..7818733| VQ motif-containing protein	AT3G22160.1	CHR02V5|COORD:4008988..4010133|protein VQ motif family protein, expressed	LOC_Os02g07690.1	no descriptionPRK07003 PRK12323 PRK07764	not assigned.unknown	35_2

CUST_153899_PI403524517	2	-0.15391254	-0.07677555	0.24165726	0.3039255	0.07677555	-0.32627964	35_43010	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_4519_PI403524517	2	-1.053976	-0.8673773	0.03967762	0.09484291	0.26358032	-0.039676666	35_1246	Rep: H0716A07.8 protein - Oryza sativa (Rice)	UniRef90_Q01MR5	CHR1V7|COORD:24050550..24052200| CP5	AT1G64720.1	CHR04V5|COORD:1139305..1135888|protein CP5, putative, expressed	LOC_Os04g02910.1	no descriptionmoderately similar to ( 400)AT1G64720| Symbols: CP5 | CP5 | chr1:24050550-24052200 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned START START TT_ORF1 PRK07764	not assigned.no ontology	35_1

CUST_80052_PI403524517	2	0.07745457	0.5927744	-0.025380135	-0.09550762	-0.08043003	0.025380135	35_22955	"Cluster: Hypothetical protein P0020C11.5; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0020C11.5 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6Z7F7	0	0	CHR02V5|COORD:21393861..21390417|protein F-box protein interaction domain containing protein, expressed	LOC_Os02g35560.1	no description	not assigned.unknown	35_2

CUST_58658_PI403524517	2	0.039064407	-0.039063454	-0.1666727	0.07968044	-0.08761406	0.49860954	35_16733	"Cluster: Os05g0401200 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0401200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DIC2	0	0	CHR05V5|COORD:19431019..19426830|protein expressed protein	LOC_Os05g33290.1	no description	not assigned.unknown	35_2

CUST_70663_PI403524517	2	0.07465172	-0.6952095	-0.18672657	-0.042435646	0.0424366	0.16187191	35_20244	"Cluster: Putative Heterogeneous nuclear ribonucleoprotein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Heterogeneous nuclear ribonucleoprotein - O"	UniRef90_Q84Z04	"CHR5|COORD:22519290..22521234| RNA recognition motif (RRM)-containing protein, similar to DAZ associated protein 1 (Homo sapiens) GI:8671754; contains InterPro"	AT5G55550.2	CHR07V5|COORD:1279678..1283371|protein ribonucleoprotein like protein, putative, expressed	LOC_Os07g03240.1	 no descriptionweakly similar to ( 129)AT5G55550| Symbols:  | RNA recognition motif (RRM)-containing protein | chr5:22519361-22520884 REVERSEvery weakly similar to (57.4)ROC1_NICPL30 kDa ribonucleoprotein, chloroplast precursor - Nicotiana plumbaginifolia (Leadwort-leaved tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned RRM RRM_1 COG0724 	RNA.RNA binding	27_4

CUST_68909_PI403524517	2	0.21411037	0.16455269	-0.46656895	-0.15832996	-0.20878983	0.15832996	35_19716	"Cluster: Os03g0188500 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os03g0188500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DUF6	CHR1V7|COORD:12917162..12917563| AGP5 (ARABINOGALACTAN-PROTEIN 5)	AT1G35230.1	CHR03V5|COORD:4614255..4614680|protein conserved hypothetical protein	LOC_Os03g08940.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07764 DUF1421 PRK12323 Atrophin-1 PRK05648 Extensin_2 PRK07003 Tymo_45kd_70kd FAP PRK09111 PRK08853 PRK10819 PRK08770	not assigned.unknown	35_2

CUST_27596_PI403524517	2	-0.039595604	-0.7611408	-0.16704035	0.039595127	0.81903887	0.07350445	35_7983	"Cluster: Hypothetical protein P0481E08.9; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0481E08.9 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q5Z9Q3	CHR5V7|COORD:19135910..19137755| protein kinase, putative	AT5G47070.1	CHR06V5|COORD:30349036..30345757|protein protein kinase APK1B, chloroplast precursor, putative, expressed	LOC_Os06g50100.1	 no descriptionweakly similar to ( 110)AT4G17660| Symbols:  | protein kinase, putative | chr4:9831414-9833019 FORWARDvery weakly similar to (55.5)PSKR_DAUCAPhytosulfokine receptor precursor - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned TyrKc PTKc Pkinase_Tyr PTKc_Syk_like S_TKc S_TKc 	protein.postranslational modification.kinase.receptor like cytoplasmatic kinase VII	29_4_1_57

CUST_136023_PI403524517	2	0.33435154	-0.263968	-2.9039383E-4	2.9039383E-4	-0.2487793	0.0016202927	35_38146	"Cluster: Hypothetical protein OJ1003_A09.13; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1003_A09.13 - Oryza sativa (japonica cultiv"	UniRef90_Q6YZW1	CHR5V7|COORD:1325613..1326917| spermidine synthase-related / putrescine aminopropyltransferase-related	AT5G04610.1	CHR08V5|COORD:25737434..25734242|protein expressed protein	LOC_Os08g40890.1	no descriptionweakly similar to ( 155)AT5G04610| Symbols:  | spermidine synthase-related / putrescine aminopropyltransferase-related | chr5:1325613-1326917 REVERSEnot assigned	polyamine metabolism.synthesis.spermidine synthase	22_1_6

CUST_101001_PI403524517	2	-0.12929201	0.19956732	0.16476917	0.0056176186	-0.0056180954	-0.16772652	35_28826	"Cluster: PLRR-4 polymorphic leucine-rich repeat protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: PLRR-4 polymorphic leucine-rich repeat protein-li"	UniRef90_Q5N855	"CHR3V7|COORD:21946803..21950619| ATUTR6/UTR6 (UDP-GALACTOSE TRANSPORTER 6); nucleotide-sugar transporter"	AT3G59360.1	CHR01V5|COORD:39411930..39417878|protein nucleotide-sugar transporter/ sugar porter, putative, expressed	LOC_Os01g67330.2	" no descriptionmoderately similar to ( 234)AT3G59360| Symbols: UTR6, ATUTR6 | ATUTR6/UTR6 (UDP-GALACTOSE TRANSPORTER 6); nucleotide-sugar transporter | chr3:21946803-21950619 REVERSEnot assigned Nuc_sug_transp "	transport.NDP-sugars at the ER	34_11

CUST_7058_PI404877155	2	0.013468742	0.10492611	-0.04550934	-0.17231655	-0.013467789	0.025442123	Contig20695_at	cation efflux family protein [Arabidopsis thaliana] pir||T00555 hypothetical protein At2g39450 [imported] - Arabidopsis thaliana	NP_181477.1	cation efflux family protein	At2g39450.1	protein cation efflux family protein, putative	Os01g62070	cation efflux family protein, contains cation efflux family protein domain, Pfam:PF01545	transport.metal	34_12

CUST_55192_PI403524517	2	0.009799004	0.03754139	-0.009799004	-0.12053394	0.014518738	-0.05387783	35_15711	Rep: Thioredoxin domain 2 - Medicago truncatula (Barrel medic)	UniRef90_Q1S8R6	"CHR5V7|COORD:2666044..2666937| YLS8 (yellow-leaf-specific gene 8); catalytic"	AT5G08290.1	CHR07V5|COORD:5509095..5506351|protein mitosis protein dim1, putative, expressed	LOC_Os07g10256.1	"no descriptionmoderately similar to ( 286)AT5G08290| Symbols: YLS8 | YLS8 (yellow-leaf-specific gene 8); catalytic | chr5:2666044-2666937 FORWARDnot assigned DIM1 DIM1 DLP"	not assigned.no ontology	35_1

CUST_21534_PI399408534	2	0.22159481	0.12352562	-0.25119734	-0.028630257	0.020143032	-0.020142555	35_25112	"Cluster: Putative IAA amidohydrolase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative IAA amidohydrolase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8H3C9	"CHR3V7|COORD:632000..633866| ILR1 (IAA-LEUCINE RESISTANT 1); metallopeptidase"	AT3G02875.1	CHR07V5|COORD:8323354..8319954|protein IAA-amino acid hydrolase ILR1 precursor, putative, expressed	LOC_Os07g14590.1	"no descriptionweakly similar to ( 102)AT3G02875| Symbols: ILR1 | ILR1 (IAA-LEUCINE RESISTANT 1); metallopeptidase | chr3:632000-633866 FORWARDAbgB Peptidase_M20"	hormone metabolism.auxin.synthesis-degradation	17_2_1

CUST_10287_PI403524517	2	-0.0015258789	0.11355114	0.13088417	-0.041208267	0.0015258789	-0.019363403	35_2902	Rep: H0425E08.1 protein - Oryza sativa (Rice)	UniRef90_Q01IA7	CHR1V7|COORD:24304828..24309822| zinc finger protein-related	AT1G65430.1	CHR04V5|COORD:24362421..24369641|protein protein ariadne-1, putative, expressed	LOC_Os04g41470.1	no descriptionhighly similar to ( 813)AT1G65430| Symbols:  | zinc finger protein-related | chr1:24304828-24309822 REVERSEnot assigned not assigned not assigned not assigned not assigned IBR IBR	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_174503_PI403524517	2	-0.25168562	-0.04585886	-0.47133398	0.04585886	4.6018586	0.07744694	35_48579	"Cluster: Hypothetical protein OJ1493_H11.18; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1493_H11.18 - Oryza sativa (japonica cultiv"	UniRef90_Q6EU12	"CHR1V7|COORD:3001684..3003717| similar to Os02g0672400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001047705.1); contains domain FAD/NAD-linked"	AT1G09290.1	CHR02V5|COORD:27351144..27346205|protein expressed protein	LOC_Os02g45090.1	no description	not assigned.unknown	35_2

CUST_4434_PI403524517	2	-0.032514572	0.007434845	0.16621304	-0.0047779083	-0.07264137	0.004778862	35_1225	"Cluster: Os05g0399100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0399100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DID5	CHR3V7|COORD:8458059..8459615| dienelactone hydrolase family protein	AT3G23570.1	"CHR05V5|COORD:19326441..19330448|protein endo-1,3;1,4-beta-D-glucanase precursor, putative, expressed"	LOC_Os05g33100.1	" no descriptionmoderately similar to ( 249)AT3G23570| Symbols:  | dienelactone hydrolase family protein | chr3:8458059-8459615 REVERSEweakly similar to ( 144)E134_MAIZEEndo-1,3;1,4-beta-D-glucanase precursor - Zea mays (Maize)not assigned COG0412 DLH "	misc.misc2	26_1

CUST_45620_PI403524517	2	-0.015957832	0.50692177	0.02615261	-0.20781898	-0.1059103	0.015957832	35_13075	Rep: Putative TRAPP subunit - Brassica campestris (Field mustard)	UniRef90_A1YMX6	CHR1V7|COORD:30276087..30277323| intracellular transporter	AT1G80500.1	CHR02V5|COORD:24190188..24195562|protein trafficking protein particle complex protein 2, putative, expressed	LOC_Os02g40000.3	no descriptionweakly similar to ( 154)AT1G80500| Symbols:  | intracellular transporter | chr1:30276087-30277323 FORWARDnot assigned Sedlin_N TRS20	not assigned.no ontology	35_1

CUST_113364_PI403524517	2	0.38666773	0.3256917	-0.0818367	0.0818367	-0.32953978	-0.15347385	35_32177	"Cluster: Hypothetical protein F16M2_190; n=3; Arabidopsis thaliana|Rep: Hypothetical protein F16M2_190 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9M1V6	CHR3V7|COORD:23406609..23408974| protein phosphatase 2C-related / PP2C-related	AT3G63340.1	CHR11V5|COORD:21658186..21672152|protein protein phosphatase 2C containing protein, expressed	LOC_Os11g37540.1	no descriptionweakly similar to ( 115)AT3G63340| Symbols:  | protein phosphatase 2C-related / PP2C-related | chr3:23406609-23408974 REVERSE	protein.postranslational modification	29_4

CUST_11285_PI403524517	2	0.00890255	0.5122328	0.18277264	-0.047698975	-0.008901596	-0.036289215	35_3198	"Cluster: Hydrolase, alpha/beta fold family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hydrolase, alpha/beta fold family"	UniRef90_Q2QLM4	CHR3V7|COORD:18956239..18957480| epoxide hydrolase, putative	AT3G51000.1	CHR12V5|COORD:27255061..27252584|protein epoxide hydrolase 2, putative, expressed	LOC_Os12g43970.1	 no descriptionmoderately similar to ( 266)AT3G51000| Symbols:  | epoxide hydrolase, putative | chr3:18956239-18957480 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned MhpC PRK00870 PRK05855 PRK03592 PRK03204 Abhydrolase_1 PldB PRK12678 Atrophin-1 PRK09169 COG0412 PRK12323 PRK07003 	misc.misc2	26_1

CUST_52171_PI403524517	2	0.09912205	0.1533413	0.045695305	-0.045695305	-0.08615875	-0.13972473	35_14866	Rep: 17.4 kDa class I heat shock protein 3 - Oryza sativa (Rice)	UniRef90_Q84Q77	CHR5V7|COORD:24079858..24080343| HSP18.2 (HEAT SHOCK PROTEIN 18.2)	AT5G59720.1	CHR03V5|COORD:8784620..8785654|protein 17.4 kDa class I heat shock protein 3, putative, expressed	LOC_Os03g15960.1	no descriptionweakly similar to ( 183)AT3G46230| Symbols:  | ATHSP17.4 (Arabidopsis thaliana heat shock protein 17.4) | chr3:16995248-16995718 REVERSEmoderately similar to ( 219)HSP23_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned HSP20 alpha-crystallin-Hsps IbpA	stress.abiotic.heat	20_2_1

CUST_59357_PI403524517	2	0.14337158	-0.5106554	-0.05480385	0.025197983	-0.023625374	0.023626328	35_16925	Rep: Nuclear transport factor 2 - Oryza sativa (Rice)	UniRef90_Q9XJ54	"CHR1V7|COORD:9746908..9747774| NTF2B (NUCLEAR TRANSPORT FACTOR 2B); Ran GTPase binding / protein transporter"	AT1G27970.1	CHR08V5|COORD:26404546..26402215|protein nuclear transport factor 2, putative, expressed	LOC_Os08g42000.1	no descriptionweakly similar to ( 183)AT1G27970| Symbols: NTF2B | NTF2B (NUCLEAR TRANSPORT FACTOR 2B) | chr1:9746908-9748293 FORWARDweakly similar to ( 193)NTF2_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned NTF2 NTF2 NTF2_like	protein.targeting.nucleus	29_3_1

CUST_30731_PI399408534	2	0.051928043	0.61266613	0.1880064	-0.49962234	-0.051928043	-0.33406305	35_9887	"Cluster: Hypothetical protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53PC9	CHR3V7|COORD:17538596..17541733| leucine-rich repeat transmembrane protein kinase, putative	AT3G47570.1	CHR11V5|COORD:3653727..3657368|protein leucine-rich repeat receptor protein kinase EXS precursor, putative, expressed	LOC_Os11g07260.1	 no descriptionweakly similar to ( 162)AT3G47570| Symbols:  | leucine-rich repeat transmembrane protein kinase, putative | chr3:17538596-17541733 FORWARDvery weakly similar to (70.5)PSKR_DAUCAPhytosulfokine receptor precursor - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc TyrKc Pkinase PTKc Pkinase_Tyr 	misc.myrosinases-lectin-jacalin	26_16

CUST_90392_PI403524517	2	-0.15391493	-1.1996903	0.15391493	0.7270489	0.40193605	-0.251791	35_25852	Rep: OSIGBa0115K01-H0319F09.3 protein - Oryza sativa (Rice)	UniRef90_Q01HP9	0	0	CHR04V5|COORD:26091520..26092590|protein TCP-domain protein, putative, expressed	LOC_Os04g44440.1	no description	not assigned.unknown	35_2

CUST_12837_PI403524517	2	0.13330078	0.112914085	-0.07060146	-0.090584755	-0.21690083	0.07060242	35_3670	"Cluster: Os07g0645100 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os07g0645100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D457	CHR2V7|COORD:7791537..7809312| FAT domain-containing protein / phosphatidylinositol 3- and 4-kinase family protein	AT2G17930.1	CHR07V5|COORD:26890422..26884612|protein ATM-like protein, putative, expressed	LOC_Os07g45064.1	no descriptionhighly similar to ( 629)AT2G17930| Symbols:  | FAT domain-containing protein / phosphatidylinositol 3- and 4-kinase family protein | chr2:7791537-7809312 REVERSEvery weakly similar to (84.7)ATR_ORYSAnot assigned not assigned not assigned not assigned TEL1 PI3Kc PI3_PI4_kinase PI3Kc_family PI3Kc_related	not assigned.no ontology	35_1

CUST_99707_PI403524517	2	0.09518385	-0.6061559	0.07191944	0.12172985	-0.07191944	-0.23037148	35_28461	Rep: Hypothetical protein orf105-b - Zea mays (Maize)	UniRef90_Q6R9H7		0	0	0	no description	not assigned.unknown	35_2

CUST_160567_PI403524517	2	0.24252415	-0.0033640862	0.1221714	-0.059648514	0.0033636093	-0.21801472	35_44806	Rep: OSIGBa0157K09-H0214G12.10 protein - Oryza sativa (Rice)	UniRef90_Q01HE7		0	CHR04V5|COORD:25324228..25330497|protein RNA-binding protein-like, putative, expressed	LOC_Os04g43150.1	no description	not assigned.unknown	35_2

CUST_1104_PI404877155	2	0.1930561	-0.58022213	-0.07023907	-0.007411957	0.0074129105	0.051757812	Contig11133_at	P0518F01.5 [Oryza sativa (japonica cultivar-group)] dbj|BAB63762.1| P0025A05.24 [Oryza sativa (japonica cultivar-group)] dbj|BAB91705.1| P05	NP_917518.1	mitochondrial ATP synthase g subunit family protein	At4g29480.1	protein Mitochondrial ATP synthase g subunit	Os05g45740	gi|15290068|dbj|BAB63762.1| P0025A05.24	mitochondrial electron transport / ATP synthesis.F1-ATPase	9_9

CUST_2371_PI404877155	2	0.0022125244	-0.094552994	-0.0884161	0.07060623	0.19221687	-0.0022125244	Contig12760_s_at	UDP-sulfoquinovose synthase / sulfite:UDP-glucose sulfotransferase / sulfolipid biosynthesis protein (SQD1) [Arabidopsis	NP_195029.1	UDP-sulfoquinovose synthase / sulfite:UDP-glucose sulfotransferase / sulfolipid biosynthesis protein (SQD1)	At4g33030.1	protein udp-sulfoquinovose synthase, chloroplast precursor (ec 3.13.1.1)(sulfite:udp-glucose sul	Os05g32140	UDP-sulfoquinovose synthase / sulfite:UDP-glucose sulfotransferase / sulfolipid biosynthesis protein (SQD1), identical to gi:2736155	lipid metabolism.glycolipid synthesis.UDP-sulfoquinovose synthase	11_10_3

CUST_38852_PI403524517	2	0.008271217	-0.16255379	0.008063316	-0.021964073	-0.008062363	0.031951904	35_11180	"Cluster: Os01g0232800 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0232800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JPA7	0	0	CHR01V5|COORD:7354422..7348977|protein KOB1, putative, expressed	LOC_Os01g13200.1	no description	not assigned.unknown	35_2

CUST_143846_PI403524517	2	-0.18642378	-0.56930304	-0.016367435	0.234169	0.4125762	0.016367435	35_40299	"Cluster: Guanylate kinase, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Guanylate kinase, putative, expressed - Oryza sativa (japonica"	UniRef90_Q2QPW1	CHR3V7|COORD:21318246..21320170| AGK2 (GUANYLATE KINASE-ENCODING GENE 1)	AT3G57550.2	CHR12V5|COORD:20004313..20000190|protein guanylate kinase, putative, expressed	LOC_Os12g33100.1	 no descriptionvery weakly similar to (92.0)AT3G57550| Symbols: GK-2, AGK2 | AGK2 (GUANYLATE KINASE-ENCODING GENE 1) | chr3:21318246-21320170 FORWARDnot assigned gmk Gmk 	nucleotide metabolism.phosphotransfer and pyrophosphatases.guanylate kinase	23_4_2

CUST_62419_PI403524517	2	-0.10653496	0.37544823	0.03884411	-0.038845062	-0.082585335	0.5423775	35_17801	Rep: Invertase, putative - Oryza sativa (japonica cultivar-group)	UniRef90_Q53PH5	CHR1V7|COORD:8013518..8015636| beta-fructofuranosidase, putative / invertase, putative / saccharase, putative / beta-fructosidase, putative	AT1G22650.1	CHR11V5|COORD:3739523..3735532|protein neutral/alkaline invertase, putative, expressed	LOC_Os11g07440.1	 no descriptionhighly similar to ( 582)AT1G22650| Symbols:  | beta-fructofuranosidase, putative / invertase, putative / saccharase, putative / beta-fructosidase, putative | chr1:8013518-8015636 REVERSEInvertase_neut GDE_C 	major CHO metabolism.degradation.sucrose.invertases.neutral	2_2_1_3_1

CUST_49383_PI403524517	2	-0.0055236816	-0.055891037	0.0055217743	-0.10631943	0.01706314	0.0055217743	35_14085	Rep: Tubulin alpha-2 chain - Zea mays (Maize)	UniRef90_P14641	CHR4V7|COORD:8548765..8550315| TUA6 (tubulin alpha-6 chiain)	AT4G14960.2	CHR03V5|COORD:29476672..29479679|protein tubulin alpha-3 chain, putative, expressed	LOC_Os03g51600.3	no descriptionhighly similar to ( 697)AT4G14960| Symbols: TUA6 | TUA6 (tubulin alpha-6 chiain) | chr4:8548765-8550315 REVERSEhighly similar to ( 703)TBA1_PEATubulin alpha-1 chain - Pisum sativum (Garden pea)not assigned not assigned not assigned not assigned alpha_tubulin COG5023 beta_tubulin Tubulin_FtsZ gamma_tubulin epsilon_tubulin Tubulin Tubulin_C delta_tubulin	cell.organisation	31_1

CUST_8653_PI403524517	2	0.14399052	-0.29824257	-0.11763954	0.0541687	0.027691841	-0.027692795	35_2423	"Cluster: Os05g0427300 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0427300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DI02	CHR4V7|COORD:6309602..6310805| RNA recognition motif (RRM)-containing protein	AT4G10110.1	CHR05V5|COORD:20868191..20864287|protein RNA recognition motif-containing protein, putative, expressed	LOC_Os05g35274.3	no descriptionweakly similar to ( 151)AT4G10110| Symbols:  | RNA recognition motif (RRM)-containing protein | chr4:6309602-6310805 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned RRM COG0724 RRM_1	RNA.RNA binding	27_4

CUST_131293_PI403524517	2	-0.0035448074	-0.04830265	0.0035448074	0.1409254	-0.22351503	4.759599	35_36876	"Cluster: PREDICTED: hypothetical protein; n=1; Rattus norvegicus|Rep: PREDICTED: hypothetical protein - Rattus norvegicus"	UniRef90_UPI000021DA34	CHR4V7|COORD:11844518..11846488| Encodes a Protease inhibitor/seed storage/LTP family protein	AT4G22485.1	CHR11V5|COORD:8022134..8013817|protein RNA binding protein, putative, expressed	LOC_Os11g14300.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_7946_PI404877155	2	0.11385155	-0.09343815	-0.049838066	0.13458538	0.009949684	-0.009949684	Contig23383_at	putative transcription activator RF2a [Oryza sativa (japonica cultivar-group)]	BAC84100.1	bZIP transcription factor family protein	At2g40620.1	protein bZIP transcription factor, putative	Os07g48180	"bZIP transcription factor family protein, identical to b-Zip DNA binding protein GI:2246376 from (Arabidopsis thaliana); contains a bZIP transcription factor basic domain signature (PDOC00036)"	RNA.regulation of transcription.bZIP transcription factor family	27_3_35

CUST_3676_PI404877155	2	0.26019192	-0.50355434	-0.020339012	0.020339012	0.091843605	-0.03854847	Contig14222_at	putative phosphoribosyltransferase [Oryza sativa (japonica cultivar-group)]	AAP68393.1	C2 domain-containing protein	At3g03680.1	protein putative phosphoribosyltransferase	Os03g44890	NONE	amino acid metabolism.synthesis.aromatic aa.tryptophan	13_1_6_5

CUST_31748_PI403524517	2	0.119781494	-0.11091614	-0.01938057	0.01938057	-0.3312025	0.33441257	35_9159	"Cluster: Putative Ras-GTPase activating protein SH3 domain-binding protein 2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Ras-GTPase activating"	UniRef90_Q6YW02	CHR3V7|COORD:6480707..6483599| protein kinase family protein	AT3G18810.1	CHR07V5|COORD:24658153..24653118|protein RNA-binding protein-like, putative, expressed	LOC_Os07g41180.1	no description	not assigned.unknown	35_2

CUST_9060_PI404877155	2	-0.71461296	-0.68554974	0.1611147	0.16465092	0.44439697	-0.16111565	Contig2855_at	cold acclimation protein homolog - barley emb|CAA58875.1| paf93 [Hordeum vulgare subsp. vulgare]	T05958	dehydrin (COR47)	At1g20440.1	protein probable lipase - maize	Os02g44870	pheromone receptor, putative (AR401)	glycolysis.phosphoglycerate mutase	4_11

CUST_41937_PI403524517	2	0.17315817	-0.5845051	-0.15155888	0.060883045	0.06179428	-0.060883045	35_12055	"Cluster: Putative UDP-GlcNAc:dolichol phosphate N-acetylglucosamine-1-phosphate transferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative"	UniRef90_Q7EZZ0	CHR3V7|COORD:21185495..21187883| UDP-GlcNAc:dolichol phosphate N-acetylglucosamine-1-phosphate transferase, putative	AT3G57220.1	CHR07V5|COORD:27874787..27867149|protein UDP-N-acetylglucosamine--dolichyl-phosphate N-acetylglucosaminephosphotransferase, putative,	LOC_Os07g46640.1	 no descriptionmoderately similar to ( 300)AT3G57220| Symbols:  | UDP-GlcNAc:dolichol phosphate N-acetylglucosamine-1-phosphate transferase, putative | chr3:21185495-21187883 FORWARDnot assigned Glycos_transf_4 Rfe mraY 	protein.glycosylation	29_7

CUST_178513_PI403524517	2	0.1309967	0.021785736	-0.1099844	0.38460684	-0.051596165	-0.021785736	35_49649	"Cluster: Hypothetical protein P0483D07.2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0483D07.2 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6F2Y9	CHR4V7|COORD:16298558..16300902| DJ-1 family protein	AT4G34020.1	CHR05V5|COORD:25714400..25720021|protein 4-methyl-5-thiazole monophosphate biosynthesis protein, putative, expressed	LOC_Os05g44330.2	no descriptionvery weakly similar to (94.0)AT4G34020| Symbols:  | DJ-1 family protein | chr4:16298558-16300902 REVERSEvery weakly similar to (85.9)UBIQ_WHEATUbiquitin - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned Ubiquitin GATase1_DJ-1 ubiquitin UBQ UBL Nedd8 GATase1_AraC_ArgR_like GATase1_PfpI_2 COG4977 DJ-1_PfpI RAD23_N	protein.degradation.ubiquitin.ubiquitin	29_5_11_1

CUST_4889_PI403524517	2	0.063435555	0.066446304	-0.076600075	-0.040071487	0.023688316	-0.023687363	35_1349	"Cluster: RNA-binding region RNP-1 (RNA recognition motif); Zinc finger, CCHC- type; n=1; Medicago truncatula|Rep: RNA-binding region RNP-1 (RNA recognition moti"	UniRef90_Q1SSA6	"CHR3V7|COORD:3578542..3580372| EIF3G1 (eukaryotic translation initiation factor 3G1); RNA binding / translation initiation factor"	AT3G11400.1	CHR02V5|COORD:33487552..33489978|protein eukaryotic translation initiation factor 3 subunit 4, putative, expressed	LOC_Os02g54700.2	" no descriptionmoderately similar to ( 311)AT3G11400| Symbols: ATEIF3G1, EIF3G1 | EIF3G1 (eukaryotic translation initiation factor 3G1); RNA binding / translation initiation factor | chr3:3578542-3580372 FORWARDvery weakly similar to (57.4)ROC1_SPIOL28 kDa ribonucleoprotein, chloroplast - Spinacia oleracea (Spinach)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG0724 RRM_1 RRM PRK12323 PRK07003 DUF566 "	RNA.RNA binding	27_4

CUST_54517_PI403524517	2	-0.021317959	-0.82983494	0.14837837	0.25578213	-0.096729755	0.021318436	35_15517	Rep: Putative ankyrin-repeat protein - Vitis aestivalis (Grape)	UniRef90_Q6TKQ6	"CHR4V7|COORD:16839867..16841764| AKR2 (ANKYRIN REPEAT-CONTAINING PROTEIN 2); protein binding"	AT4G35450.1	CHR09V5|COORD:19960588..19963923|protein ankyrin repeat domain-containing protein 2, putative, expressed	LOC_Os09g33810.2	" no descriptionmoderately similar to ( 398)AT4G35450| Symbols: AFT, AKR2 | AKR2 (ANKYRIN REPEAT-CONTAINING PROTEIN 2); protein binding | chr4:16839867-16841764 FORWARDvery weakly similar to (68.6)SR43C_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned ANK Arp "	cell.organisation	31_1

CUST_147194_PI403524517	2	-0.03842783	0.03842783	-0.15661335	0.44699574	0.13672543	-0.38289833	35_41195	"Cluster: Putative chaperonin 21; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative chaperonin 21 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69QD5	"CHR5V7|COORD:7015017..7016356| CPN20 (CHAPERONIN 20); calmodulin binding"	AT5G20720.1	CHR09V5|COORD:16239792..16235447|protein chaperonin, chloroplast precursor, putative, expressed	LOC_Os09g26730.1	" no descriptionweakly similar to ( 117)AT5G20720| Symbols: CPN10, CHCPN10, ATCPN21, CPN21, CPN20 | CPN20 (CHAPERONIN 20); calmodulin binding | chr5:7015017-7016356 FORWARDweakly similar to ( 108)CH10C_SPIOL20 kDa chaperonin, chloroplast precursor - Spinacia oleracea (Spinach)not assigned groES cpn10 GroS Cpn10 "	protein.folding	29_6

CUST_15031_PI404877155	2	0.009965897	-1.3815832	-0.009965897	-0.10938072	0.13993359	0.050174713	Contig8895_at	putative ribokinase [Triticum turgidum subsp. durum]	AAR28761.1	pfkB-type carbohydrate kinase family protein	At1g19600.1	protein kinase, pfkB family, putative	Os01g01620	pfkB-type carbohydrate kinase family protein, contains Pfam profile: PF00294 pfkB family carbohydrate kinase	minor CHO metabolism.others	3_5

CUST_26899_PI403524517	2	0.104444504	-1.3685913	-0.09009457	0.049826622	0.029387474	-0.02938652	35_7793	"Cluster: Hypothetical protein P0705D01.4; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0705D01.4 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q9SDK9	"CHR3V7|COORD:19525162..19525574| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G18590.1); similar to Os01g0253600 [Oryza sativa (japonica"	AT3G52630.1	CHR01V5|COORD:8395424..8393302|protein pollen-specific protein like, putative, expressed	LOC_Os01g14980.2	" no descriptionweakly similar to ( 110)AT3G52630| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G18590.1); similar to Os01g0253600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001042613.1); similar to replication factor A, 14kD-subunit, putative [Aedes aegypti] (GB:EAT41037.1); contains InterPro domain Nucleic acid-binding, OB-fold, subgroup; (InterPro:IPR012340); contains InterPro domain Nucleic acid-binding, OB-fold; (InterPro:IPR008994) | chr3:19525162-19525574 FORWARDRep_fac-A_3 RPA3 "	not assigned.unknown	35_2

CUST_82992_PI403524517	2	-0.13108778	0.5820279	0.064427376	-0.0644269	0.22742939	-0.44698524	35_23798	"Cluster: F-box domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: F-box domain containing protein, expressed - Oryza sativa"	UniRef90_Q2QPV0	CHR1|COORD:30295217..30297312| F-box family protein (FBL14), contains similarity to F-box protein FBL2 GI:6063090 from (Homo sapiens)	AT1G80570.1	CHR12V5|COORD:20055654..20059554|protein ubiquitin-protein ligase, putative, expressed	LOC_Os12g33210.1	no descriptionweakly similar to ( 145)AT1G80570| Symbols:  | F-box family protein (FBL14) | chr1:30295720-30297123 FORWARDnot assigned	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_18411_PI403524517	2	0.006419182	0.22176075	-0.006419182	-0.1920023	0.25625896	-0.07195377	35_5322	"Cluster: OJ991113_30.19 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OJ991113_30.19 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XUF0	"CHR5V7|COORD:17285632..17286108| similar to unnamed protein product [Ostreococcus tauri] (GB:CAL55186.1); similar to Os04g0488600 [Oryza sativa (japonica"	AT5G43050.1	CHR04V5|COORD:24183565..24186010|protein expressed protein	LOC_Os04g41150.1	"no descriptionvery weakly similar to (94.0)AT5G43050| Symbols:  | similar to unnamed protein product [Ostreococcus tauri] (GB:CAL55186.1); similar to Os04g0488600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001053153.1); contains InterPro domain Protein of unknown function DUF565; (InterPro:IPR007572) | chr5:17285632-17286108 FORWARD"	not assigned.unknown	35_2

CUST_16938_PI403524517	2	0.16345978	-0.7289238	-0.012544632	0.012543678	-0.060764313	0.036239624	35_4894	"Cluster: Hypothetical protein P0604E01.1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0604E01.1 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6YYY3	"CHR3V7|COORD:22718771..22719355| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G07940.1); similar to hypothetical protein MtrDRAFT_AC150440g18v1"	AT3G61370.1	CHR08V5|COORD:27876837..27877725|protein expressed protein	LOC_Os08g44540.1	"no descriptionvery weakly similar to (63.5)AT3G61370| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G07940.1); similar to hypothetical protein MtrDRAFT_AC150440g18v1 [Medicago truncatula] (GB:ABD32833.1) | chr3:22718771-22719355 FORWARD"	not assigned.unknown	35_2

CUST_22270_PI403524517	2	0.004965782	-1.0395317	-0.23793125	0.08328152	0.039099693	-0.004966736	35_6469	"Cluster: Putative serine protease; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative serine protease - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6AT72	"CHR5V7|COORD:14612222..14615446| DEGP10 (DEGP PROTEASE 10); serine-type peptidase/ trypsin"	AT5G36950.1	CHR05V5|COORD:20350211..20354764|protein protease Do-like 4, mitochondrial precursor, putative, expressed	LOC_Os05g34460.1	"no descriptionmoderately similar to ( 426)AT5G36950| Symbols: DEGP10 | DEGP10 (DEGP PROTEASE 10); serine-type peptidase/ trypsin | chr5:14612222-14615446 FORWARDnot assigned PDZ_serine_protease"	protein.degradation.serine protease	29_5_5

CUST_156084_PI403524517	2	0.23652554	-0.0012917519	-0.3415146	0.0012917519	-0.26485395	2.3718653	35_43589	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_13157_PI403524517	2	-0.047935486	0.6575079	0.047935486	-0.059084892	-0.09729481	0.19740677	35_3766	"Cluster: Putative KH domain protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative KH domain protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ZBV0	CHR5V7|COORD:18740662..18743061| KH domain-containing protein	AT5G46190.1	CHR08V5|COORD:5809684..5804771|protein nucleic acid binding protein, putative, expressed	LOC_Os08g10030.2	no descriptionmoderately similar to ( 224)AT5G46190| Symbols:  | KH domain-containing protein | chr5:18740662-18743061 REVERSEnot assigned not assigned PCBP_like_KH KH-I KH_1	not assigned.no ontology	35_1

CUST_137407_PI403524517	2	0.16767979	-1.256485	-0.3525715	-0.024065971	0.122234344	0.024065971	35_38535	"Cluster: Putative potyviral helper component protease-interacting protein 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative potyviral helper componen"	UniRef90_Q7EYI0	CHR4V7|COORD:532351..534891| zinc finger (C3HC4-type RING finger) family protein	AT4G01270.1	CHR08V5|COORD:2966253..2970070|protein potyviral helper component protease-interacting protein 1, putative, expressed	LOC_Os08g05560.1	no description	not assigned.unknown	35_2

CUST_16811_PI403524517	2	0.06801891	0.06931877	0.011993408	-0.022974014	-0.13302994	-0.011993408	35_4853	"Cluster: Hypothetical protein P0470G10.14; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0470G10.14 - Oryza sativa (japonica cultivar-g"	UniRef90_Q69SU3	0	0	0	0	no description	not assigned.unknown	35_2

CUST_155392_PI403524517	2	0.027747154	0.0021705627	-0.012747765	-0.0021705627	0.060152054	-0.035162926	35_43406	"Cluster: Ribosomal protein L7; n=1; Triticum aestivum|Rep: Ribosomal protein L7 - Triticum aestivum (Wheat)"	UniRef90_Q5I7K6	CHR2V7|COORD:132942..134263| 60S ribosomal protein L7 (RPL7B)	AT2G01250.1	CHR04V5|COORD:30380850..30383841|protein 60S ribosomal protein L7-2, putative, expressed	LOC_Os04g51630.2	no descriptionweakly similar to ( 151)AT2G01250| Symbols:  | 60S ribosomal protein L7 (RPL7B) | chr2:133037-134263 REVERSEnot assigned not assigned Ribosomal_L30_N Ribosomal_L7 TT_ORF1	protein.synthesis.misc ribososomal protein	29_2_2

CUST_4370_PI399408534	2	0.10665226	-0.16576195	0.07711315	-0.10664463	0.37187862	-0.0771122	35_5171	"Cluster: Auxin efflux carrier protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Auxin efflux carrier protein-like - Oryza sativa (japonica cultivar"	UniRef90_Q6YZX7	CHR1V7|COORD:26816213..26817586| auxin efflux carrier family protein	AT1G71090.1	CHR08V5|COORD:5316374..5318918|protein auxin Efflux Carrier family protein, expressed	LOC_Os08g09190.1	no descriptionmoderately similar to ( 205)AT1G71090| Symbols:  | auxin efflux carrier family protein | chr1:26816213-26817586 FORWARDnot assigned Mem_trans COG0679	transport.misc	34_99

CUST_104615_PI403524517	2	0.13758564	0.21315384	-0.008094788	-0.07058334	0.008095741	-0.04758358	35_29811	"Cluster: Hypothetical protein P0706E03.2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0706E03.2 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6K2Q0	"CHR2V7|COORD:15898978..15899214| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G54085.1); similar to conserved hypothetical protein [Medicago"	AT2G37975.1	CHR09V5|COORD:9628853..9630895|protein conserved hypothetical protein	LOC_Os09g15760.1	"no descriptionvery weakly similar to (80.9)AT2G37975| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G54085.1); similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE83862.1); contains domain UNCHARACTERIZED (PTHR15858); contains domain SUBFAMILY NOT NAMED (PTHR15858:SF1) | chr2:15898978-15899214 REVERSEnot assigned Yos1"	not assigned.unknown	35_2

CUST_5071_PI403524517	2	-0.23283768	0.4756899	0.018034935	0.04971695	-0.018034935	-0.04843521	35_1395	Rep: OSJNBa0009P12.2 protein - Oryza sativa (Rice)	UniRef90_Q5VSX3	CHR1V7|COORD:11827568..11829424| zinc-binding family protein	AT1G32700.1	CHR04V5|COORD:29677771..29675570|protein expressed protein	LOC_Os04g50120.1	no descriptionmoderately similar to ( 271)AT1G32700| Symbols:  | zinc-binding family protein | chr1:11827966-11829424 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned PLATZ PRK07003 PRK12323 Tymo_45kd_70kd	not assigned.no ontology	35_1

CUST_165795_PI403524517	2	-0.033701897	0.81111145	0.17980957	-0.026794434	-0.08896637	0.026794434	35_46195	0	0		0	CHR01V5|COORD:138738..141356|protein expressed protein	LOC_Os01g01295.1	no description	not assigned.unknown	35_2

CUST_1039_PI403524517	2	0.34852362	-0.38690472	-4.7254562E-4	4.7254562E-4	-0.3294325	0.2405529	35_275	Rep: PM2 protein - Hordeum vulgare (Barley)	UniRef90_P93669	"CHR5V7|COORD:23324522..23325461| TCH4 (TOUCH 4); hydrolase, acting on glycosyl bonds"	AT5G57560.1	CHR08V5|COORD:8321540..8323056|protein xyloglucan endotransglycosylase/hydrolase protein 8 precursor, putative, expressed	LOC_Os08g13920.1	" no descriptionmoderately similar to ( 254)AT5G57560| Symbols: XTH22, TCH4 | TCH4 (TOUCH 4); hydrolase, acting on glycosyl bonds | chr5:23324522-23325461 REVERSEmoderately similar to ( 397)XTH8_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned GH16_XET Glyco_hydro_16 Glyco_hydrolase_16 GH16_GPI_glucanosyltransferase GH16_lichenase SKN1 Herpes_BLLF1 XET_C PRK07003 PRK07764 Tymo_45kd_70kd PRK12323 Treacle APC_basic Atrophin-1 Mucin "	cell wall.modification	10_7

CUST_21839_PI403524517	2	0.063075066	-0.0016384125	-0.11541557	0.004234314	-0.111403465	0.0016384125	35_6343	"Cluster: hypothetical protein MG11009.4; n=1; Magnaporthe grisea 70-15|Rep: hypothetical protein MG11009.4 - Magnaporthe grisea 70-15"	UniRef90_UPI00002199F0	CHR5V7|COORD:15457074..15460237| protein kinase family protein	AT5G38560.1	CHR04V5|COORD:20520644..20522442|protein extensin precursor, putative, expressed	LOC_Os04g34170.2	no description	not assigned.unknown	35_2

CUST_71685_PI403524517	2	0.11650658	0.0055933	-0.0055933	-0.058520317	-0.077809334	0.124978065	35_20549	"Cluster: Os02g0557700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0557700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E0D3	CHR1V7|COORD:3381735..3383876| short-chain dehydrogenase/reductase (SDR) family protein	AT1G10310.1	CHR02V5|COORD:21116431..21119271|protein expressed protein	LOC_Os02g35170.1	no descriptionmoderately similar to ( 283)AT1G10310| Symbols:  | short-chain dehydrogenase/reductase (SDR) family protein | chr1:3381735-3383876 REVERSEvery weakly similar to (58.5)SDR1_PICABShort-chain type dehydrogenase/reductase - Picea abies (Norway spruce) (Picea excelsa)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned fabG fabG fabG FabG PRK12826 PRK12829 COG4221 PRK12939 DltE PRK06180 PRK05872 fabG fabG PRK09072 PRK12827 PRK07024 fabG PRK06179 PRK07454 PRK06484 PRK12828 PRK07326 PRK06841 PRK07479 PRK06172 PRK07890 PRK06138 PRK07577 PRK12429 PRK07478 PRK07060 PRK07067 PRK08264 PRK06914 PRK09291 PRK07825 PRK06182 PRK05855 PRK12937 PRK07109 fabG adh_short PRK08220 PRK05650 PRK08213 PRK06482 PRK08219 PRK08267 DltE PRK08226 PRK12824 PRK07023 PRK08263 PRK08278 PRK06949 PRK06398 PRK09134 PRK08265 fabG fabG PRK06346 fabG PRK12745 PRK12936 PRK07856 PRK06935 PRK06181 PRK12481 PRK10538 PRK06125 PRK06124 PRK08945 fabG PRK09242 PRK08589 PRK08324 PRK07523 PRK08643 PRK06198 PRK08993 PRK07063 PRK07832 PRK07201 PRK09135 fabG PRK06194 PRK07814 PRK07097 fabG PRK06200 PRK08063 PRK08277 PRK06947 PRK06123 PRK07791 PRK07062 PRK06171 PRK12935 fabG PRK12746 fabG PRK08936 PRK05693 PRK06924 PRK06523 PRK07074 PRK07774 PRK12743 PRK12938 PRK06113 fabG PRK07576 PRK06122 PRK12384 PRK06500 PRK07677 benD PRK05875 PRK08085 PRK06139 PRK05866 PRK08177 PRK05867 PRK07035 PRK06483 PRK06953 PRK08628 PRK12748 PRK07831 PRK06101 PRK08303 PRK07069 PRK08721 PRK06057 PRK12747 PRK07102 PRK07775 PRK09730 WcaG PRK06114 PRK06128 PRK05717 PRK07041 PRK08017 PRK12859 PRK08339 PRK05876 fabG PRK12742 PRK08251 PRK07633 NAD_binding_4 PRK12744 PRK09186	misc.short chain dehydrogenase/reductase (SDR)	26_22

CUST_12554_PI399408534	2	-0.039759636	-0.84318924	0.21193409	0.039758682	0.711256	-0.05423069	35_49402	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10ME5	CHR1V7|COORD:2989511..2990134| transcription factor	AT1G09250.1	CHR03V5|COORD:11111968..11113058|protein expressed protein	LOC_Os03g19780.1	no descriptionvery weakly similar to (51.6)AT1G09250| Symbols:  | transcription factor | chr1:2989511-2990134 FORWARD	RNA.regulation of transcription.bHLH,Basic Helix-Loop-Helix family	27_3_6

CUST_21887_PI403524517	2	-0.048578262	-0.7844362	0.021673203	0.102189064	-0.021673203	0.04763031	35_6355	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10ET5	CHR3V7|COORD:9656519..9657610| ribosomal protein-related	AT3G26360.1	CHR03V5|COORD:27772095..27769185|protein expressed protein	LOC_Os03g48830.1	no descriptionvery weakly similar to (87.0)AT3G26360| Symbols:  | ribosomal protein-related | chr3:9656519-9657610 REVERSE	protein.synthesis.misc ribososomal protein	29_2_2

CUST_10929_PI404877155	2	0.11892891	-0.051290512	9.5939636E-4	0.025148392	-0.089199066	-9.5939636E-4	Contig4655_at	NADH-ubiquinone oxidoreductase B8 subunit, putative [Arabidopsis thaliana] dbj|BAB11336.1| NADH dehydrogenase 10.5K chain-like protein [Arab	NP_199600.1	NADH-ubiquinone oxidoreductase B8 subunit, putative	At5g47890.1	protein NADH dehydrogenase 10.5K chain, putative	Os04g24520	dehydrogenase 10.5K chain-related protein	mitochondrial electron transport / ATP synthesis.NADH-DH.localisation not clear	9_1_2

CUST_64154_PI403524517	2	-0.016773224	0.04024124	0.031638145	0.011832237	-0.1810484	-0.011832237	35_18319	Rep: Hypothetical protein - Medicago truncatula (Barrel medic)	UniRef90_Q1RZI7	"CHR1V7|COORD:20248013..20248672| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G26060.1); similar to conserved hypothetical protein [Medicago"	AT1G54217.1	CHR01V5|COORD:4423686..4420694|protein expressed protein	LOC_Os01g08814.1	" no descriptionvery weakly similar to (92.0)AT4G26060| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G57060.1); similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE79016.1); contains domain 60S RIBOSOMAL PROTEIN L18A (PTHR10052); contains domain 60S RIBOSOMAL PROTEIN L18A, PLANT (PTHR10052:SF2) | chr4:13214981-13215964 REVERSE"	not assigned.unknown	35_2

CUST_169276_PI403524517	2	-0.2172308	0.022597313	0.119802475	-0.022597313	-0.022667885	0.20104408	35_47146	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_69424_PI403524517	2	0.0044908524	-0.4540043	-0.09427643	0.060066223	-0.004491806	0.013593674	35_19864	"Cluster: Putative X-prolyl aminopeptidase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative X-prolyl aminopeptidase - Oryza sativa (japonica cultivar-g"	UniRef90_Q6ZIY1	CHR3V7|COORD:1527109..1530001| aminopeptidase	AT3G05350.1	CHR07V5|COORD:5698183..5690179|protein aminopeptidase/ metalloexopeptidase, putative, expressed	LOC_Os07g10540.1	no descriptionmoderately similar to ( 206)AT3G05350| Symbols:  | aminopeptidase | chr3:1527109-1530001 REVERSEnot assigned APP PepP APP-like APP_MetAP Peptidase_M24	protein.degradation	29_5

CUST_117006_PI403524517	2	0.19480896	0.25077438	-0.10724163	-0.13138962	-0.011039734	0.011039734	35_33161	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_9941_PI404877155	2	-0.007624626	0.10124493	0.007624626	-0.05302143	-0.10307598	0.118554115	Contig3645_at	NOI protein, nitrate-induced - maize gb|AAC03022.1| nitrate-induced NOI protein [Zea mays] gb|AAB86937.1| nitrate-induced NOI protein [Zea m	T01320	nitrate-responsive NOI protein, putative	At5g55850.1	protein NOI protein, nitrate-induced - maize	Os06g17870	nitrate-induced NOI protein	signalling.in sugar and nutrient physiology	30_1

CUST_37573_PI403524517	2	0.057271957	-0.3324051	-0.05727148	0.22910881	-0.7423229	0.8647461	35_10822	"Cluster: Putative SAG12 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative SAG12 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q93VV8	CHR2V7|COORD:14400510..14401856| cysteine proteinase, putative	AT2G34080.1	CHR01V5|COORD:13841744..13843096|protein bromelain precursor, putative, expressed	LOC_Os01g24600.1	 no descriptionweakly similar to ( 122)AT2G34080| Symbols:  | cysteine proteinase, putative | chr2:14400510-14401856 REVERSEweakly similar to ( 107)ACTN_ACTCHActinidain precursor - Actinidia chinensis (Kiwi) (Yangtao)not assigned not assigned Peptidase_C1A Peptidase_C1 Pept_C1 Peptidase_C1A_CathepsinB Peptidase_C1 Peptidase_C1A_CathepsinC Peptidase_C1A_CathepsinX 	protein.degradation.cysteine protease	29_5_3

CUST_5840_PI404877155	2	-0.0076766014	0.13641787	0.0076766014	-0.33530664	-0.29028416	1.1802697	Contig17933_at	0	NP_195977.2	iron-responsive transporter-related	At5g03570.1	protein transporter like protein - Arabidopsis thaliana	Os06g36450	gi|15224883|ref|NP_181380.1| expressed protein	transport.metal	34_12

CUST_841_PI403524517	2	0.08081913	-0.30218697	-0.033597946	0.27837944	0.030470848	-0.030471802	35_220	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_177083_PI403524517	2	0.10465145	0.14796925	-0.25513697	0.4002576	-0.10465193	-0.32094002	35_49266	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_29303_PI399408534	2	-0.11112976	-0.40402937	0.15840149	5.8841705E-4	-5.893707E-4	0.14495468	35_23940	Rep: UPI000056A0FB UniRef100 entry - Danio rerio	UniRef90_UPI000056A0FB	CHR1V7|COORD:23241239..23242177| invertase/pectin methylesterase inhibitor family protein	AT1G62760.1	CHR11V5|COORD:25814722..25811841|protein extensin-like protein, putative	LOC_Os11g43640.1	no descriptionvery weakly similar to (51.6)AT5G38560| Symbols:  | protein kinase family protein | chr5:15457074-15460237 FORWARDnot assigned not assigned Atrophin-1	signalling.receptor kinases.proline extensin like	30_2_22

CUST_29522_PI399408534	2	-0.17085218	-0.10873461	0.03944111	0.03300333	0.18919945	-0.03300333	35_11967	Rep: P-type ATPase - Hordeum vulgare (Barley)	UniRef90_Q94IM5	CHR5|COORD:23126698..23134770| calcium-transporting ATPase 8, plasma membrane-type / Ca(2+)-ATPase isoform 8 (ACA8), identical to calcium-transporting ATPase 8,	AT5G57110.2	CHR04V5|COORD:30365210..30353014|protein calcium-transporting ATPase 9, plasma membrane-type, putative, expressed	LOC_Os04g51610.2	" no descriptionvery weakly similar to (64.3)AT5G57110| Symbols: AT-ACA8 | ACA8 (AUTOINHIBITED CA2+ -ATPASE, ISOFORM 8); calmodulin binding | chr5:23126955-23134083 REVERSEnot assigned "	signalling.calcium	30_3

CUST_34623_PI399408534	2	-0.37206745	0.18057346	-0.09754753	0.052360535	0.03252983	-0.03252983	35_5301	"Cluster: Putative receptor-like protein kinase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative receptor-like protein kinase - Oryza sativa (japonica"	UniRef90_Q69X95	CHR1V7|COORD:4924272..4926789| leucine-rich repeat transmembrane protein kinase, putative	AT1G14390.1	CHR06V5|COORD:23130655..23135331|protein ATP binding protein, putative, expressed	LOC_Os06g38970.1	 no descriptionmoderately similar to ( 303)AT1G14390| Symbols:  | leucine-rich repeat transmembrane protein kinase, putative | chr1:4924272-4926789 FORWARDweakly similar to ( 129)CRI4_MAIZEPutative receptor protein kinase CRINKLY4 precursor - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PTKc S_TKc Pkinase_Tyr TyrKc Pkinase S_TKc PTKc_Jak_rpt2 PTKc_Frk_like PTKc_Srm_Brk PTKc_Src_like PTKc_Csk_like SPS1 PTKc_Src PTKc_c-ros PTKc_Yes PTKc_Fyn_Yrk PTKc_Fes_like PTKc_Csk PTKc_EphR PTKc_Chk PRK07003 PTKc_Ack_like PTK_CCK4 PTKc_Lyn PTKc_Lck_Blk PTKc_Hck 	signalling.receptor kinases.DUF 26	30_2_17

CUST_6804_PI399408534	2	0.22572994	-0.12590599	0.006550789	-0.006550789	-0.05774021	0.05019474	35_1978	"Cluster: Auxin amidohydrolase; n=1; Triticum aestivum|Rep: Auxin amidohydrolase - Triticum aestivum (Wheat)"	UniRef90_Q66VR4	"CHR1V7|COORD:19203231..19205093| IAR3 (IAA-ALANINE RESISTANT 3); metallopeptidase"	AT1G51760.1	CHR01V5|COORD:21597686..21592491|protein IAA-amino acid hydrolase ILR1-like 4 precursor, putative, expressed	LOC_Os01g37960.1	" no descriptionhighly similar to ( 541)AT1G51760| Symbols: JR3, IAR3 | IAR3 (IAA-ALANINE RESISTANT 3); metallopeptidase | chr1:19203231-19205093 FORWARDnot assigned AbgB Peptidase_M20 ArgE PRK08651 PRK13009 PRK06133 M20_dimer PRK08588 PRK06915 PRK07522 PRK09290 PRK12893 PRK13004 "	hormone metabolism.auxin.synthesis-degradation	17_2_1

CUST_124_PI399408534	2	0.15489101	-0.060403824	0.012347221	-0.052502632	0.017205238	-0.012348175	35_11744	"Cluster: Os06g0225100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0225100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DDG5	CHR5V7|COORD:25971113..25972288| mitochondrial transcription termination factor-related / mTERF-related	AT5G64950.1	CHR06V5|COORD:6479981..6478284|protein mTERF family protein, expressed	LOC_Os06g12100.1	no descriptionvery weakly similar to (90.9)AT5G64950| Symbols:  | mitochondrial transcription termination factor-related / mTERF-related | chr5:25971113-25972288 FORWARDnot assigned mTERF	RNA.regulation of transcription.unclassified	27_3_99

CUST_14645_PI403524517	2	0.11614704	0.011446953	-0.075240135	0.036525726	-0.20222092	-0.011446953	35_4217	"Cluster: Hypothetical protein OJ1714_H10.131; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1714_H10.131 - Oryza sativa (japonica cult"	UniRef90_Q7XIM1	CHR5V7|COORD:7273398..7276321| tetratricopeptide repeat (TPR)-containing protein	AT5G21990.1	CHR07V5|COORD:3274244..3268660|protein TPR Domain containing protein, expressed	LOC_Os07g06710.1	no descriptionmoderately similar to ( 244)AT5G21990| Symbols:  | tetratricopeptide repeat (TPR)-containing protein | chr5:7273398-7276321 FORWARD	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_6541_PI403524517	2	0.090229034	-0.36078453	0.053732872	-0.006263733	0.006263733	-0.024115562	35_1815	"Cluster: Putative alpha-soluble NSF attachment protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative alpha-soluble NSF attachment protein - Oryza s"	UniRef90_Q6YS11	"CHR3V7|COORD:20857098..20859335| ALPHA-SNAP2 (ALPHA-SOLUBLE NSF ATTACHMENT PROTEIN); soluble NSF attachment protein"	AT3G56190.1	CHR08V5|COORD:11096382..11101934|protein alpha-soluble NSF attachment protein, putative, expressed	LOC_Os08g18110.1	" no descriptionmoderately similar to ( 365)AT3G56190| Symbols: ASNAP, ALPHA-SNAP2 | ALPHA-SNAP2 (ALPHA-SOLUBLE NSF ATTACHMENT PROTEIN); soluble NSF attachment protein | chr3:20857098-20859192 REVERSEmoderately similar to ( 365)SNAA_SOLTUAlpha-soluble NSF attachment protein - Solanum tuberosum (Potato)not assigned not assigned "	protein.targeting.secretory pathway.unspecified	29_3_4_99

CUST_19188_PI399408534	2	0.26758766	-0.9038582	0.14890003	-0.0704546	0.07045555	-0.12895966	35_8547	Rep: H0404F02.1 protein - Oryza sativa (Rice)	UniRef90_Q01KJ6	CHR4V7|COORD:17120212..17123701| leucine-rich repeat family protein	AT4G36180.1	CHR04V5|COORD:28863245..28867695|protein BRASSINOSTEROID INSENSITIVE 1 precursor, putative, expressed	LOC_Os04g48760.1	no descriptionmoderately similar to ( 274)AT4G36180| Symbols:  | leucine-rich repeat family protein | chr4:17120212-17123701 REVERSEweakly similar to ( 114)RPK1_IPONIReceptor-like protein kinase precursor - Ipomoea nil (Japanese morning glory) (Pharbitis nil)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pkinase S_TKc S_TKc PTKc TyrKc Pkinase_Tyr SPS1 PTKc_Jak_rpt2 PTKc_Src_like PTKc_EphR PTKc_Csk_like PTKc_Srm_Brk PTKc_Abl PTKc_Ack_like PTKc_Itk PTKc_Trk PTKc_Jak2_Jak3_rpt2 PTKc_EphR_A PTKc_Syk_like PTKc_Ror PTKc_Fyn_Yrk PTKc_Lck_Blk PTKc_EphR_A2 PTK_Ryk PTKc_Yes PTKc_Tyk2_rpt2 PTKc_Tec_like PTKc_Frk_like PTKc_Btk_Bmx	signalling.receptor kinases.DUF 26	30_2_17

CUST_169917_PI403524517	2	0.22853756	-0.082530975	0.06072998	0.16208076	-0.09603691	-0.060730457	35_47329	"Cluster: Hypothetical protein OJ1041F02.1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1041F02.1 - Oryza sativa (japonica cultivar-g"	UniRef90_Q84QA4	CHR4V7|COORD:13798019..13802982| importin beta-2 subunit family protein	AT4G27640.1	CHR07V5|COORD:23263600..23254730|protein importin beta-3, putative, expressed	LOC_Os07g38760.1	no descriptionmoderately similar to ( 222)AT4G27640| Symbols:  | importin beta-2 subunit family protein | chr4:13798019-13802982 REVERSEnot assigned	protein.targeting.nucleus	29_3_1

CUST_94774_PI403524517	2	0.066143036	-0.35533333	-0.06614208	0.54045296	-0.4073801	0.37264824	35_27089	"Cluster: Nucleolar protein, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Nucleolar protein, putative, expressed - Oryza sativa (japonic"	UniRef90_Q7XE52	CHR5V7|COORD:14047101..14052635| 3'-5' exonuclease domain-containing protein / helicase and RNase D C-terminal domain-containing protein / HRDC	AT5G35910.1	CHR10V5|COORD:15314972..15308510|protein nucleolar protein, putative, expressed	LOC_Os10g30100.1	no descriptionvery weakly similar to (60.5)AT5G35910| Symbols:  | 3'-5' exonuclease domain-containing protein / helicase and RNase D C-terminal domain-containing protein / HRDC domain-containing protein | chr5:14047101-14052635 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF1509 Tymo_45kd_70kd Pneumo_att_G DUF1421 HPC2 PRK07764 Extensin_2	DNA.synthesis/chromatin structure	28_1

CUST_81717_PI403524517	2	0.028614998	0.50795364	-0.028614998	-0.14248276	-0.09370804	0.09633255	35_23441	"Cluster: Putative cobalt transport ATP-binding protein cbiO; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative cobalt transport ATP-binding protein cbiO"	UniRef90_Q5ZD09	CHR4V7|COORD:16098328..16100116| ATNAP13 (EMBRYO DEFECTIVE 2751)	AT4G33460.1	CHR01V5|COORD:32843876..32840542|protein cobalt import ATP-binding protein cbiO 2, putative, expressed	LOC_Os01g56400.1	 no descriptionweakly similar to ( 152)AT4G33460| Symbols: EMB2751, ATNAP13 | ATNAP13 (EMBRYO DEFECTIVE 2751) | chr4:16098328-16100116 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned ABC_cobalt_CbiO_domain1 FepC CbiO ABC_Iron-Siderophores_B12_Hemin CcmA ABC_tran ABC_Carb_Solutes_like ABC_Metallic_Cations COG1123 ABC_MJ0796_Lo1CDE_FtsE ZnuC PotA AbcC ABC_ATPase ABC_MetN_methionine_transporter ABC_ModC_molybdenum_transporter MglA CysA ABCC_MRP_Like GlnQ ABC_HisP_GlnQ_permeases DppF fecE PRK11174 ABC_PhnC_transporter COG3638 ABC_MTABC3_MDL1_MDL2 ABC_Org_Solvent_Resistant SalX ABC_PotA_N COG4559 ABC_PstB_phosphate_transporter artP metN SunT TauB DppD ABC_Mj1267_LivG_branched ABC_NrtD_SsuB_transporters ABC_Carb_Monos_I ABC_Class3 ArtP ModF ThiQ btuD PRK10247 CydD LivG ABC_cobalt_CbiO_domain2 AppF COG4172 MdlB ABCC_ATM1_transporter ABCC_MsbA ABC_CysA_sulfate_importer potA ABCC_bacteriocin_exporters CydC ABC_subfamily_A ABC_drug_resistance_like ProV PhnK ABC_NikE_OppD_transporters PRK09984 ABC_DrrA PRK10253 fbpC ABCC_Protease_Secretion ABC_NatA_sodium_exporter PRK10419 ABC_ThiQ_thiamine_transporter modC ABC_Pro_Gly_Bertaine ABCC_cytochrome_bd ABC_DR_subfamily_A ABC_ModC_like PRK11264 MalK PRK10575 ABCC_Hemolysin COG4619 ssuB ModC ABCC_TAP ABCC_MRP_domain1 PRK11176 Uup PstB COG1245 PRK10908 ABC_putative_ATPase araG CeuD potG FtsE ATM1 Ttg2A COG4152 PRK10851 glnQ tauB ABCC_Glucan_exporter_like NatA ABC_OpuCA_Osmoprotection HisP OpuBA ABC_TM1139_LivF_branched ArpD ABC_BcrA_bacitracin_resist ABC_MalK_N TauB thiQ PRK10619 PRK11160 COG3845 PRK10418 PRK09700 PRK03695 sufC ABC_RNaseL_inhibitor_domain1 PRK10789 PRK10790 COG4586 dppF ABC_CcmA_heme_exporter 	transport.ABC transporters and multidrug resistance systems	34_16

CUST_12309_PI403524517	2	0.0020484924	0.100667	0.013254166	-0.17750072	-0.37369823	-0.002049446	35_3509	"Cluster: Protein phosphatase regulatory subunit-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Protein phosphatase regulatory subunit-like prote"	UniRef90_Q7XAK8	CHR4V7|COORD:1429092..1431431| leucine-rich repeat family protein	AT4G03260.1	CHR07V5|COORD:342225..348402|protein protein binding protein, putative, expressed	LOC_Os07g01550.1	no descriptionweakly similar to ( 190)AT4G03260| Symbols:  | leucine-rich repeat family protein | chr4:1429092-1431431 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG4886	protein.postranslational modification	29_4

CUST_68158_PI403524517	2	0.022821426	0.16233063	-0.041269302	-3.2806396E-4	-0.016059875	3.2901764E-4	35_19481	"Cluster: DNAJ heat shock N-terminal domain-containing protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: DNAJ heat shock N-terminal"	UniRef90_Q5ZCV2	"CHR5V7|COORD:13939799..13942150| similar to DNAJ heat shock N-terminal domain-containing protein [Arabidopsis thaliana] (TAIR:AT2G05230.1); similar to DNAJ heat"	AT5G35753.1	CHR01V5|COORD:15805188..15801150|protein dnaJ domain containing protein, expressed	LOC_Os01g27740.3	" no descriptionvery weakly similar to (94.4)AT5G35753| Symbols:  | similar to DNAJ heat shock N-terminal domain-containing protein [Arabidopsis thaliana] (TAIR:AT2G05230.1); similar to DNAJ heat shock N-terminal domain-containing protein [Arabidopsis thaliana] (TAIR:AT2G05250.1); similar to Aminotransferase, class-II; Heat shock protein DnaJ [Medicago truncatula] (GB:ABE78703.1); similar to Os04g0388800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001052633.1); similar to OSJNBa0053B21.9 [Oryza sativa (japonica cultivar-group)] (GB:CAE05535.2); contains domain DNAJ/HSP40 (PTHR11821); contains domain DNAJ-RELATED (PTHR11821:SF35) | chr5:13939799-13942150 REVERSE"	stress.abiotic.heat	20_2_1

CUST_12239_PI403524517	2	0.039434433	0.64006424	0.059088707	-0.2285099	-0.08087349	-0.039435387	35_3484	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_79206_PI403524517	2	0.02548027	-0.22686863	0.014800072	-0.014801025	-0.067079544	0.025194168	35_22718	"Cluster: OSJNBa0058G03.7 protein; n=4; Magnoliophyta|Rep: OSJNBa0058G03.7 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7X5X9	"CHR1V7|COORD:10181226..10182485| ATS9 (19S PROTEOSOME SUBUNIT 9); binding"	AT1G29150.1	CHR04V5|COORD:21949208..21952014|protein 26S proteasome non-ATPase regulatory subunit 11, putative, expressed	LOC_Os04g36700.1	" no descriptionmoderately similar to ( 336)AT1G29150| Symbols: RPN6, ATS9 | ATS9 (19S PROTEOSOME SUBUNIT 9); binding | chr1:10181226-10182485 FORWARDnot assigned not assigned not assigned RPN6 PCI PINT "	protein.degradation.ubiquitin.proteasom	29_5_11_20

CUST_8441_PI403524517	2	-0.3029251	0.02246809	-0.07800388	0.46542645	-0.022468567	0.22516155	35_2359	"Cluster: Respiratory burst oxidase protein D, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Respiratory burst oxidase protein D, putativ"	UniRef90_Q2R351	CHR5V7|COORD:19414811..19418994| RBOHD (RESPIRATORY BURST OXIDASE PROTEIN D)	AT5G47910.1	CHR11V5|COORD:19094970..19087450|protein respiratory burst oxidase protein D, putative, expressed	LOC_Os11g33120.3	 no descriptionhighly similar to ( 619)AT5G47910| Symbols: ATRBOHD, RBOHD | RBOHD (RESPIRATORY BURST OXIDASE PROTEIN D) | chr5:19414811-19418994 FORWARDnot assigned not assigned NAD_binding_6 FAD_binding_8 COG4097 Hmp 	stress.biotic.respiratory burst	20_1_1

CUST_10681_PI403524517	2	-0.065629005	-0.14501572	0.0057907104	0.12763882	-0.0057907104	0.09786034	35_3017	"Cluster: Hypothetical protein P0025F03.21; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0025F03.21 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6ZDM1	CHR5|COORD:20814243..20817440| expressed protein	AT5G51180.2	CHR08V5|COORD:2412337..2405710|protein serine esterase family protein, putative, expressed	LOC_Os08g04810.1	" no descriptionweakly similar to ( 108)AT5G51180| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G25770.1); similar to Os03g0726800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001051137.1); similar to putative protein [Oryza sativa] (GB:CAC39063.1); similar to Os08g0143700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001060979.1); contains InterPro domain Esterase/lipase/thioesterase; (InterPro:IPR000379); contains InterPro domain Protein of unknown function DUF676, hydrolase-like; (InterPro:IPR007751) | chr5:20814586-20817155 FORWARDnot assigned "	not assigned.unknown	35_2

CUST_135874_PI403524517	2	0.16427517	0.43865395	0.100408554	-0.18356037	-0.10040951	-0.12916088	35_38107	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_32149_PI399408534	2	0.14151382	-0.0040798187	-0.069823265	0.02986908	-0.051517487	0.0040807724	35_19346	"Cluster: Os03g0283800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os03g0283800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DSW7	CHR3V7|COORD:20400255..20405690| RabGAP/TBC domain-containing protein	AT3G55020.1	CHR01V5|COORD:36120777..36111311|protein TBC domain containing protein, expressed	LOC_Os01g61860.2	no descriptionhighly similar to ( 572)AT3G55020| Symbols:  | RabGAP/TBC domain-containing protein | chr3:20400255-20405690 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TBC COG5210 TBC	signalling.G-proteins	30_5

CUST_58129_PI403524517	2	0.027947426	-0.42211056	-0.09659195	0.018109322	0.0070533752	-0.0070533752	35_16577	"Cluster: Putative carbamoyl phosphate synthase large subunit; n=2; Nicotiana tabacum|Rep: Putative carbamoyl phosphate synthase large subunit - Nicotiana tabacu"	UniRef90_Q8L6J9	"CHR1V7|COORD:10468148..10471960| CARB (CARBAMOYL PHOSPHATE SYNTHETASE B); ATP binding / carbamoyl-phosphate synthase"	AT1G29900.1	CHR01V5|COORD:22219635..22224794|protein carbamoyl-phosphate synthase large chain, putative, expressed	LOC_Os01g38970.1	"no descriptionnearly identical (1340)AT1G29900| Symbols: CARB | CARB (CARBAMOYL PHOSPHATE SYNTHETASE B); ATP binding / carbamoyl-phosphate synthase | chr1:10468148-10471960 FORWARDvery weakly similar to (51.2)MCCA_ORYSAnot assigned not assigned not assigned not assigned carB carB CarB CPSase_L_D3 MGS_CPS_II CPSase_L_D2 MGS AccC CPSase_L_chain PRK08591 PRK12767 PRK08654 MGS-like PycA PRK08462 PRK05586 COG4770 PRK12833 PRK12999 PRK06111 PurK MGS_CPS_I_III Dala_Dala_lig_C ATP-grasp ddl RimK"	nucleotide metabolism.synthesis.pyrimidine.carbamoyl phosphate synthetase	23_1_1_1

CUST_83986_PI403524517	2	-1.1873245E-4	0.26745987	1.1873245E-4	-0.14684439	-0.057038784	0.0086836815	35_24072	Rep: OSJNBa0009P12.18 protein - Oryza sativa (Rice)	UniRef90_Q5VSV8	0	0	CHR04V5|COORD:29753607..29750160|protein expressed protein	LOC_Os04g50208.1	no description	not assigned.unknown	35_2

CUST_52864_PI403524517	2	0.07862854	-0.07312393	-0.0064201355	0.006422043	0.0489769	-0.0317173	35_15055	Rep: 40S ribosomal protein S13 - Zea mays (Maize)	UniRef90_Q05761	"CHR4V7|COORD:37172..38123| ATRPS13A (RIBOSOMAL PROTEIN S13A); structural constituent of ribosome"	AT4G00100.1	CHR08V5|COORD:952336..949964|protein 40S ribosomal protein S13, putative, expressed	LOC_Os08g02400.1	" no descriptionmoderately similar to ( 264)AT4G00100| Symbols: RPS13, PFL2, ATRPS13A | ATRPS13A (RIBOSOMAL PROTEIN S13A); structural constituent of ribosome | chr4:37172-38123 FORWARDmoderately similar to ( 290)RS13_MAIZE40S ribosomal protein S13 - Zea mays (Maize)not assigned rps15p Ribosomal_S13_N Ribosomal_S15p_S13e RpsO Ribosomal_S15 S15_NS1_EPRS_RNA-bind "	protein.synthesis.misc ribososomal protein	29_2_2

CUST_51084_PI403524517	2	-0.051425934	0.22762012	0.09692478	-0.00850296	0.00850296	-0.15130043	35_14564	Rep: Hypothetical protein - Sorghum bicolor (Sorghum) (Sorghum vulgare)	UniRef90_Q0H639	CHR2V7|COORD:9836737..9837354| similar to hypothetical protein [Cicer arietinum] (GB:CAA10129.1)	AT2G23090.1	CHR07V5|COORD:795871..797021|protein expressed protein	LOC_Os07g02340.1	no descriptionvery weakly similar to (85.1)AT2G23090| Symbols:  | similar to hypothetical protein [Cicer arietinum] (GB:CAA10129.1) | chr2:9836737-9837354 REVERSEDUF1909	not assigned.unknown	35_2

CUST_162392_PI403524517	2	-0.19489574	-0.017069817	0.017068863	-0.114061356	0.15132618	0.13795853	35_45292	Rep: H0115B09.1 protein - Oryza sativa (Rice)	UniRef90_Q01IQ1	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	CHR02V5|COORD:25991045..25993307|protein GATA zinc finger family protein, expressed	LOC_Os02g43150.2	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07003 PRK12323	not assigned.unknown	35_2

CUST_84559_PI403524517	2	-0.093400955	0.5086937	0.0934	-0.283473	-0.2392788	0.99924374	35_24229	"Cluster: Transposon protein, putative, unclassified, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Transposon protein, putative, unclassified, exp"	UniRef90_Q10SW9	CHR5V7|COORD:715301..715982| similar to knotted 1-binding protein 36 [Nicotiana tabacum] (GB:ABC46407.1)	AT5G03050.1	CHR03V5|COORD:488659..487239|protein expressed protein	LOC_Os03g01840.1	no descriptionvery weakly similar to (65.5)AT5G03050| Symbols:  | similar to knotted 1-binding protein 36 [Nicotiana tabacum] (GB:ABC46407.1) | chr5:715301-715982 REVERSEnot assigned not assigned not assigned not assigned PRK07764 PRK12678	not assigned.unknown	35_2

CUST_46670_PI403524517	2	-0.20584202	0.48324966	0.25855732	0.20023918	-0.56787205	-0.20024014	35_13365	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_100758_PI403524517	2	0.35999012	0.18312263	-0.18312216	-0.75299644	2.8363152	-0.37975836	35_28757	"Cluster: Diacylglycerol kinase 1, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Diacylglycerol kinase 1, putative, expressed - Oryza sat"	UniRef90_Q2QN71		0	CHR12V5|COORD:23795978..23790291|protein diacylglycerol kinase 1, putative, expressed	LOC_Os12g38780.2	no description	not assigned.unknown	35_2

CUST_40055_PI403524517	2	0.13913774	-0.31226206	-0.13913774	-0.13966751	1.6436429	1.2328343	35_11521	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_9917_PI403524517	2	-0.21725082	0.10083914	0.35689878	0.06655741	-0.066557884	-0.58668995	35_2795	"Cluster: Transporter, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Transporter, putative, expressed - Oryza sativa (japonica cultivar-g"	UniRef90_Q2RAV7	"CHR5V7|COORD:4432692..4436486| ZIF1 (ZINC INDUCED FACILITATOR 1); carbohydrate transporter/ sugar porter"	AT5G13740.1	CHR11V5|COORD:1667363..1656864|protein carbohydrate transporter/ sugar porter/ transporter, putative, expressed	LOC_Os11g04104.2	"no descriptionmoderately similar to ( 237)AT5G13740| Symbols: ZIF1 | ZIF1 (ZINC INDUCED FACILITATOR 1); carbohydrate transporter/ sugar porter | chr5:4432692-4436486 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned MFS_1 ProP AraJ PRK09874 Sugar_tr PRK10473 PRK12307"	transporter.sugars	34_2

CUST_53081_PI403524517	2	0.009157181	0.44292355	0.124687195	-0.1514492	-0.009156227	-0.18655014	35_15111	Rep: H0525C06.9 protein - Oryza sativa (Rice)	UniRef90_Q01K75	"CHR2V7|COORD:11683157..11684975| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G27280.1); similar to PREDICTED: similar to CG15747-PA [Tribolium"	AT2G27285.1	CHR04V5|COORD:21709024..21705877|protein coiled-coil domain containing 55, putative, expressed	LOC_Os04g35910.1	"no descriptionweakly similar to ( 169)AT2G27285| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G27280.1); similar to PREDICTED: similar to CG15747-PA [Tribolium castaneum] (GB:XP_972927.1); similar to Os04g0440000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001052872.1) | chr2:11683157-11684975 REVERSEnot assigned not assigned"	not assigned.unknown	35_2

CUST_11458_PI403524517	2	-0.06854248	0.0055913925	0.007870674	-0.0027217865	-0.055386543	0.0027217865	35_3251	"Cluster: GAMYB-binding protein; n=2; Hordeum vulgare subsp. vulgare|Rep: GAMYB-binding protein - Hordeum vulgare var. distichum (Two-rowed barley)"	UniRef90_Q6J6M8	"CHR3V7|COORD:22806679..22809044| ATPOB1 (Arabidopsis thaliana POZ/BTB containing-protein 1); protein binding"	AT3G61600.2	CHR06V5|COORD:18085703..18079932|protein GAMYB-binding protein, putative, expressed	LOC_Os06g31100.1	"no descriptionhighly similar to ( 623)AT3G61600| Symbols: ATPOB1 | ATPOB1 (Arabidopsis thaliana POZ/BTB containing-protein 1); protein binding | chr3:22806679-22809044 FORWARDnot assigned not assigned not assigned BTB BTB BACK"	not assigned.no ontology.BTB/POZ domain-containing protein	35_1_9

CUST_13728_PI403524517	2	-0.036976814	-0.20708752	0.013037682	0.06093216	0.15535545	-0.013037682	35_3938	"Cluster: Putative ribosomal protein L15; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ribosomal protein L15 - Oryza sativa (japonica cultivar-group"	UniRef90_Q6UUH5	CHR5V7|COORD:25869761..25871106| ribosomal protein L15 family protein	AT5G64670.1	CHR08V5|COORD:13032144..13035554|protein 50S ribosomal protein L15, putative, expressed	LOC_Os08g21840.1	no descriptionmoderately similar to ( 277)AT5G64670| Symbols:  | ribosomal protein L15 family protein | chr5:25869761-25871106 REVERSEnot assigned not assigned rplO RplO Ribosomal_L15 PRK07764 PRK07003	protein.synthesis.mito/plastid ribosomal protein.plastid	29_2_1_1

CUST_134591_PI403524517	2	0.08479595	-0.49388123	-0.107453346	0.059916496	0.10761547	-0.059916496	35_37763	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_63285_PI403524517	2	0.23273277	0.13189411	-0.02597332	-0.10598087	0.0010089874	-0.0010099411	35_18068	"Cluster: Putative pRGR1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative pRGR1 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z7E9	"CHR5V7|COORD:7939917..7941482| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G24170.1); similar to PREDICTED: similar to SFT2 domain containing"	AT5G23550.1	CHR02V5|COORD:21429115..21426356|protein pRGR1, putative, expressed	LOC_Os02g35640.1	"no descriptionmoderately similar to ( 228)AT5G23550| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G24170.1); similar to PREDICTED: similar to SFT2 domain containing 2 [Bos taurus] (GB:XP_583469.1); similar to Os02g0564500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001047161.1); similar to SFT2 domain containing 2 [Mus musculus] (GB:NP_663487.1); contains InterPro domain SFT2-like; (InterPro:IPR011691) | chr5:7939917-7941482 REVERSEnot assigned SFT2 SFT2"	not assigned.unknown	35_2

CUST_6746_PI404877155	2	0.01512146	-0.41944122	-0.015120506	0.06703377	0.08575058	-0.05836773	Contig1995_s_at	0	BAD10352.1	RNA recognition motif (RRM)-containing protein	At3g04500.1	protein retrotransposon protein, putative, unclassified	Os08g45240	"RNA recognition motif (RRM)/PUB1  T01253; yeast protein encoded by PUB1 binds T-rich single stranded DNA"	RNA.regulation of transcription	27_3

CUST_22057_PI403524517	2	0.06610584	0.64699936	0.004365921	-0.09443474	-0.11330223	-0.004365921	35_6408	Rep: Zinc finger, RING-type - Medicago truncatula (Barrel medic)	UniRef90_Q1RSJ8	CHR1V7|COORD:23720719..23722749| zinc finger (C3HC4-type RING finger) family protein	AT1G63900.1	CHR07V5|COORD:27053093..27049024|protein ZCF61, putative, expressed	LOC_Os07g45350.5	no descriptionweakly similar to ( 129)AT1G63900| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr1:23720719-23722749 FORWARDnot assigned not assigned not assigned not assigned not assigned	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_124718_PI403524517	2	-0.050055504	0.24264526	-0.1867795	-0.48040628	0.4317217	0.050055027	35_35148	"Cluster: Os01g0929500 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0929500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JGD1	CHR5V7|COORD:20765088..20766578| short-chain dehydrogenase/reductase (SDR) family protein	AT5G51030.1	CHR01V5|COORD:41123812..41120973|protein carbonyl reductase 3, putative, expressed	LOC_Os01g70430.1	no descriptionweakly similar to ( 171)AT5G51030| Symbols:  | short-chain dehydrogenase/reductase (SDR) family protein | chr5:20765088-20766578 REVERSEnot assigned	misc.short chain dehydrogenase/reductase (SDR)	26_22

CUST_4397_PI403524517	2	-0.006397724	-0.797369	0.03572893	-0.008239746	0.006397724	0.025696278	35_1214	Rep: Cytochrome b5 reductase - Zea mays (Maize)	UniRef90_Q9ZPN0	CHR5V7|COORD:5864545..5866497| ATCBR (NADH:CYTOCHROME B5 REDUCTASE 1)	AT5G17770.1	CHR01V5|COORD:34982304..34978923|protein NADH-cytochrome b5 reductase, putative, expressed	LOC_Os01g59930.1	 no descriptionmoderately similar to ( 425)AT5G17770| Symbols: CBR1, ATCBR | ATCBR (NADH:CYTOCHROME B5 REDUCTASE 1) | chr5:5864545-5866497 REVERSEweakly similar to ( 194)NIA_LOTJANitrate reductase [NADH] - Lotus japonicusnot assigned not assigned UbiB FAD_binding_6 NAD_binding_1 Hmp PRK05464 NqrF antC PRK07609 COG4097 PRK08221 PRK10684 PRK08345 PRK06222 PRK00054 	N-metabolism.nitrate metabolism.NR	12_1_1

CUST_181687_PI403524517	2	0.16037703	1.3836918	-0.43392277	0.51213837	-0.16037655	-0.87596273	35_50516	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_34956_PI403524517	2	-0.1370678	0.15230942	0.066560745	-1.2207031E-4	-0.12136841	1.2111664E-4	35_10074	"Cluster: Os08g0519800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os08g0519800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J4D8	"CHR3V7|COORD:7059104..7062666| APUM5 (ARABIDOPSIS PUMILIO 5); RNA binding"	AT3G20250.1	CHR08V5|COORD:25696200..25711751|protein pumilio domain-containing protein PPD1, putative, expressed	LOC_Os08g40830.3	"no descriptionmoderately similar to ( 304)AT3G20250| Symbols: APUM5 | APUM5 (ARABIDOPSIS PUMILIO 5); RNA binding | chr3:7059104-7062666 REVERSEnot assigned not assigned not assigned COG5099"	not assigned.no ontology.pumilio/Puf RNA-binding domain-containing protein	35_1_12

CUST_27509_PI399408534	2	-0.29239178	-0.34395504	0.35149765	0.20473099	0.6085024	-0.20473099	35_2919	"Cluster: Putative AP2 domain containing protein RAP2.1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative AP2 domain containing protein RAP2.1 - Oryza s"	UniRef90_Q5VRR2	CHR2V7|COORD:9945266..9945796| AP2 domain-containing transcription factor, putative	AT2G23340.1	CHR06V5|COORD:3336096..3337613|protein dehydration responsive element binding protein, putative, expressed	LOC_Os06g07030.1	"no descriptionvery weakly similar to (91.3)AT4G06746| Symbols: RAP2.9 | RAP2.9 (related to AP2 9); transcription factor | chr4:4074090-4074542 REVERSEvery weakly similar to (50.1)ERF1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned AP2 AP2 PRK12323 Atrophin-1 PRK07003 HPC2 Tymo_45kd_70kd Extensin_2 PRK07764 AP2 Herpes_BLLF1 AF-4 PRK08770 PRK05648 GRASP55_65 APC_basic TT_ORF1 DUF1421 Drf_FH1 IER DUF566 PRK12678 Peptidase_S39 PRK00708 PRK10819 Herpes_TAF50 MAP65_ASE1"	RNA.regulation of transcription.AP2/EREBP, APETALA2/Ethylene-responsive element binding protein family	27_3_3

CUST_5847_PI403524517	2	0.28490925	-0.007499218	0.007498741	-0.23134708	-0.23756742	0.07458687	35_1613	"Cluster: Os12g0166000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os12g0166000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IPV0	CHR1V7|COORD:3407266..3412046| transporter	AT1G10390.2	CHR12V5|COORD:3345690..3352040|protein nucleoporin nup189, putative, expressed	LOC_Os12g06890.1	no descriptionweakly similar to ( 123)AT1G10390| Symbols:  | transporter | chr1:3407266-3412046 REVERSEnot assigned not assigned	protein.targeting.nucleus	29_3_1

CUST_17210_PI403524517	2	0.124370575	-0.2026434	-0.06493378	-0.043004036	0.043003082	0.135499	35_4974	"Cluster: Putative vacuolar V-H+ATPase subunit E; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative vacuolar V-H+ATPase subunit E - Oryza sativa (japonic"	UniRef90_Q5NB63	CHR4V7|COORD:6800087..6801692| TUF (VACUOLAR ATP SYNTHASE SUBUNIT E1)	AT4G11150.1	CHR01V5|COORD:6700173..6696264|protein vacuolar ATP synthase subunit E, putative, expressed	LOC_Os01g12260.1	 no descriptionmoderately similar to ( 203)AT4G11150| Symbols: EMB2448, TUFF, VHA-E1, TUF | TUF (VACUOLAR ATP SYNTHASE SUBUNIT E1) | chr4:6800087-6801692 FORWARDmoderately similar to ( 208)VATE_SPIOLVacuolar proton pump subunit E - Spinacia oleracea (Spinach)not assigned vATP-synt_E NtpE PRK03963 PRK02292 	transport.p- and v-ATPases.H+-transporting two-sector ATPase	34_1_1

CUST_12775_PI404877155	2	0.030558586	0.16575241	-0.07135105	-0.3835888	0.029872894	-0.029872894	Contig6517_at	"Alpha-glucan phosphorylase, H isozyme (Starch phosphorylase H) gb|AAF82787.1| alpha 1,4-glucan phosphorylase; cytosolic starch phosphorylase"	Q9LKJ3	starch phosphorylase, putative	At3g46970.1	protein Carbohydrate phosphorylase	Os01g63270	cytosolic starch phosphorylase	major CHO metabolism.degradation.starch.starch phosphorylase	2_2_2_02

CUST_9211_PI399408534	2	-0.19582844	0.11338234	0.21470976	-0.11338234	0.7542319	-0.18619013	35_2306	"Cluster: Remorin-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Remorin-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XII4	CHR3V7|COORD:21312600..21313901| remorin family protein	AT3G57540.1	CHR07V5|COORD:22889245..22887540|protein DNA binding protein, putative, expressed	LOC_Os07g38170.1	no descriptionweakly similar to ( 147)AT3G57540| Symbols:  | remorin family protein | chr3:21312600-21313901 REVERSEvery weakly similar to (57.4)REMO_SOLTURemorin - Solanum tuberosum (Potato)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Remorin_C PRK12678 Glutenin_hmw PRK12323 Extensin_2 PRK07003 PRK07764 DUF1421 Atrophin-1 Drf_FH1 Gag_spuma	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_18030_PI403524517	2	0.24968338	-0.0013093948	0.0013093948	-0.13923836	-0.09100628	0.18560696	35_5207	"Cluster: Hypothetical protein P0445D12.15; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0445D12.15 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5ZD45	CHR1V7|COORD:22496859..22500684| proline-rich family protein	AT1G61080.1	CHR01V5|COORD:1261158..1262075|protein conserved hypothetical protein	LOC_Os01g03210.1	no descriptionnot assigned not assigned PRK07003 PRK12323	not assigned.unknown	35_2

CUST_21110_PI403524517	2	0.041796684	0.48095703	-0.039661407	-0.15146637	0.0077877045	-0.007786751	35_6127	"Cluster: Ribonucleoprotein antigen-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Ribonucleoprotein antigen-like - Oryza sativa (japonica cultivar-group"	UniRef90_Q69IN4	"CHR3V7|COORD:18837457..18840473| U1-70K (SPLICEOSOMAL PROTEIN U1A); RNA binding"	AT3G50670.1	CHR09V5|COORD:19996519..19999313|protein RNA binding protein, putative, expressed	LOC_Os09g33870.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12678	not assigned.unknown	35_2

CUST_11183_PI403524517	2	-0.021906376	0.26812458	0.021906853	0.71865225	-0.46855402	-0.1398902	35_3169	Rep: Fasciclin-like protein FLA14 - Triticum aestivum (Wheat)	UniRef90_Q06I92	CHR5V7|COORD:752897..753637| FLA11 (fasciclin-like arabinogalactan-protein 11)	AT5G03170.1	CHR01V5|COORD:27668798..27667747|protein fasciclin-like arabinogalactan protein 7 precursor, putative, expressed	LOC_Os01g47780.1	no descriptionweakly similar to ( 154)AT1G03870| Symbols: FLA9 | FLA9 (FLA9) | chr1:982624-983367 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Fasciclin FAS1 PRK12678 DUF566 COG2335 Tymo_45kd_70kd PRK12323 APC_basic PRK07003 Atrophin-1 HPC2 KAR9 Herpes_TAF50 PRK07764	cell wall.cell wall proteins.AGPs	10_5_1

CUST_25228_PI399408534	2	-0.40616322	-0.8048239	0.6236849	0.40616322	0.8567877	-0.42374134	35_26733	Rep: Calcium sensing protein - Brassica juncea (Leaf mustard) (Indian mustard)	UniRef90_Q304W6	CHR4|COORD:9816579..9819325| calcineurin B-like protein 1 (CBL1), identical to calcineurin B-like protein 1 (GI:3309082) (Arabidopsis thaliana)	AT4G17615.2	CHR05V5|COORD:26452615..26454648|protein calcineurin B-like protein 4, putative, expressed	LOC_Os05g45810.1	" no descriptionvery weakly similar to ( 100)AT4G17615| Symbols: ATCBL1, SCABP5 | CBL1 (CALCINEURIN B-LIKE PROTEIN 1); calcium ion binding | chr4:9817994-9819008 FORWARDnot assigned "	signalling.calcium	30_3

CUST_62593_PI403524517	2	0.010357857	0.009763718	-0.22867203	0.109734535	-0.2239933	-0.009763718	35_17848	"Cluster: Chloroplast SRP receptor cpFtsY precursor; n=4; Poaceae|Rep: Chloroplast SRP receptor cpFtsY precursor - Zea mays (Maize)"	UniRef90_Q7XAF9	"CHR2V7|COORD:18858322..18860476| CPFTSY (ferric reductase deficient 4); GTP binding"	AT2G45770.1	CHR01V5|COORD:42564306..42561433|protein cell division protein ftsY, putative, expressed	LOC_Os01g72800.1	" no descriptionhighly similar to ( 522)AT2G45770| Symbols: FRD4, CPFTSY | CPFTSY (ferric reductase deficient 4); GTP binding | chr2:18858322-18860476 FORWARDweakly similar to ( 122)SR541_HORVUSignal recognition particle 54 kDa protein 1 - Hordeum vulgare (Barley)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned FtsY SRP54 Ffh PRK10416 SRP PRK00771 PRK10867 flhF FlhF flhF PRK12726 PRK12727 PRK12724 flhF PRK07764 flhF AAA PRK12323 PRK07003 "	protein.targeting.chloroplast	29_3_3

CUST_92833_PI403524517	2	0.064959526	0.53903246	0.12112427	-0.08507776	-0.09286642	-0.064959526	35_26543	"Cluster: Putative dihydroflavonol-4-reductase DFR1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative dihydroflavonol-4-reductase DFR1 - Oryza sativa"	UniRef90_Q653W0	CHR4V7|COORD:13642809..13644431| dihydroflavonol 4-reductase family / dihydrokaempferol 4-reductase family	AT4G27250.1	CHR06V5|COORD:28471155..28469176|protein dihydroflavonol-4-reductase, putative, expressed	LOC_Os06g46920.1	no descriptionvery weakly similar to (92.4)AT4G27250| Symbols:  | dihydroflavonol 4-reductase family / dihydrokaempferol 4-reductase family | chr4:13642809-13644431 REVERSEvery weakly similar to (79.7)DFRA_HORVUDihydroflavonol-4-reductase - Hordeum vulgare (Barley)not assigned COG0702 WcaG	secondary metabolism.flavonoids.dihydroflavonols	16_8_3

CUST_150844_PI403524517	2	0.3366661	0.16482306	-0.16482258	-0.19017315	-0.45755768	1.7947392	35_42193	"Cluster: Putative HASTY; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative HASTY - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5ZDB2	CHR3V7|COORD:1401485..1408101| HST (HASTY)	AT3G05040.1	CHR01V5|COORD:14792157..14804611|protein HST, putative, expressed	LOC_Os01g26160.2	no descriptionvery weakly similar to (84.7)AT3G05040| Symbols: HST | HST (HASTY) | chr3:1401485-1408101 REVERSE	not assigned.no ontology	35_1

CUST_45866_PI403524517	2	0.27492523	0.3405857	-0.11068916	-0.14281654	-0.20114613	0.11068821	35_13142	"Cluster: Zinc finger, C3HC4 type family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Zinc finger, C3HC4 type family protein, expressed -"	UniRef90_Q2QYH9	CHR5V7|COORD:375539..377020| zinc finger (C3HC4-type RING finger) family protein	AT5G01980.1	CHR12V5|COORD:905322..907654|protein protein binding protein, putative, expressed	LOC_Os12g02620.1	no descriptionvery weakly similar to (91.3)AT5G01980| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr5:375539-377020 FORWARDnot assigned	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_150924_PI403524517	2	-0.49257708	0.3211069	0.032500744	0.15145779	-0.032500744	-0.21131992	35_42213	"Cluster: Os09g0520200 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0520200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J0A4	CHR4V7|COORD:12539881..12541828| hydrolase, alpha/beta fold family protein	AT4G24160.2	CHR09V5|COORD:20316429..20320650|protein abhydrolase domain-containing protein 5, putative, expressed	LOC_Os09g34860.1	 no descriptionvery weakly similar to (66.2)AT4G24160| Symbols:  | hydrolase, alpha/beta fold family protein | chr4:12539881-12542220 FORWARDnot assigned 	not assigned.no ontology	35_1

CUST_136202_PI403524517	2	0.10864544	0.42866325	0.068553925	-0.17874622	-0.11519337	-0.068553925	35_38196	"Cluster: Putative step II splicing factor SLU7; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative step II splicing factor SLU7 - Oryza sativa"	UniRef90_Q6ZK48	"CHR1V7|COORD:24421958..24424894| SMP1 (swellmap 1); nucleic acid binding"	AT1G65660.1	CHR08V5|COORD:1578781..1582663|protein pre-mRNA-splicing factor SLU7, putative, expressed	LOC_Os08g03390.2	"no descriptionweakly similar to ( 135)AT1G65660| Symbols: SMP1 | SMP1 (swellmap 1); nucleic acid binding | chr1:24421958-24424894 REVERSEnot assigned"	not assigned.unknown	35_2

CUST_145980_PI403524517	2	0.12066507	-0.2344451	-0.007709503	0.007709503	-0.7573123	1.3876443	35_40867	"Cluster: RNA recognition motif. (A.k.a. RRM, RBD, or RNP domain), putative; n=1; Oryza sativa (japonica cultivar-group)|Rep: RNA recognition motif. (A.k.a. RRM,"	UniRef90_Q53JL6	CHR4V7|COORD:352782..354965| RNA recognition motif (RRM)-containing protein	AT4G00830.1	CHR10V5|COORD:3103022..3097970|protein APOBEC1 complementation factor, putative, expressed	LOC_Os10g06130.2	no descriptionvery weakly similar to (58.9)AT4G00830| Symbols:  | RNA binding | chr4:352782-354965 FORWARD	RNA.RNA binding	27_4

CUST_35614_PI403524517	2	-0.07661438	0.30573082	0.05610323	0.1538086	-0.056103706	-0.19805574	35_10271	"Cluster: OSJNBa0056L23.23 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0056L23.23 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XL34	"CHR5V7|COORD:18443523..18446156| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G45470.1); similar to unknown protein [Arabidopsis thaliana]"	AT5G45480.1	CHR04V5|COORD:2656990..2654705|protein conserved hypothetical protein	LOC_Os04g05360.1	no descriptionDUF594	not assigned.unknown	35_2

CUST_17401_PI404877155	2	0.2097063	0.23176384	-0.08851433	5.6266785E-5	-0.077528	-5.6266785E-5	HU11D17u_s_at	Hypothetical protein [Oryza sativa (japonica cultivar-group)]	AAN87735.1	zinc finger (C2H2 type) family protein / transcription factor jumonji (jmj) family protein	At5g04240.1	protein Zinc finger, C2H2 type, putative	Os03g05480	"similar to zinc finger (C2H2 type) family protein / transcription factor jumonji (jmj) family protein [Arabidopsis thaliana] (TAIR:At5g04240.1); similar to putative zinc finger protein [Oryza sativa (japonica cultivar-group)] (GB:XP_463579.1); contains In"	RNA.regulation of transcription.C2H2 zinc finger family	27_3_11

CUST_138439_PI403524517	2	0.011752129	0.54946995	0.12569141	-0.011752129	-0.1258173	-0.108468056	35_38832	"Cluster: Genomic DNA, chromosome 5, P1 clone:MBM17; n=3; Arabidopsis thaliana|Rep: Genomic DNA, chromosome 5, P1 clone:MBM17 - Arabidopsis thaliana (Mouse-ear c"	UniRef90_Q9LVN4	CHR5V7|COORD:25636036..25637405| unknown protein	AT5G64010.1	CHR04V5|COORD:13432239..13435982|protein transposon protein, putative, CACTA, En/Spm sub-class, expressed	LOC_Os04g23530.1	no descriptionvery weakly similar to (59.7)AT5G64010| Symbols:  | unknown protein | chr5:25636036-25637405 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned PRK12323	not assigned.unknown	35_2

CUST_37388_PI403524517	2	-0.0071783066	0.12897968	0.18743706	-0.09815979	0.0071792603	-0.19536304	35_10769	"Cluster: Os01g0530300 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0530300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JM77	CHR1V7|COORD:21557286..21561721| EMB1674 (EMBRYO DEFECTIVE 1674)	AT1G58210.1	CHR01V5|COORD:19406095..19410332|protein expressed protein	LOC_Os01g34610.2	no descriptionvery weakly similar to (65.1)AT1G58210| Symbols: EMB1674 | EMB1674 (EMBRYO DEFECTIVE 1674) | chr1:21557286-21561721 FORWARDSANTA	protein.postranslational modification	29_4

CUST_57069_PI403524517	2	-0.06303406	0.068891525	0.050840378	-0.013460159	0.013459206	-0.016797066	35_16270	"Cluster: RanBPM-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: RanBPM-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ZI83	CHR1V7|COORD:13051614..13054900| SPla/RYanodine receptor (SPRY) domain-containing protein	AT1G35470.2	CHR02V5|COORD:21044626..21037966|protein ran-binding protein 9, putative, expressed	LOC_Os02g35070.1	no descriptionmoderately similar to ( 451)AT1G35470| Symbols:  | SPla/RYanodine receptor (SPRY) domain-containing protein | chr1:13051614-13054900 REVERSEnot assigned not assigned not assigned SPRY SPRY CTLH	not assigned.no ontology	35_1

CUST_116044_PI403524517	2	0.039250374	0.88475704	-0.34174252	-0.03925085	-0.37108135	0.07127094	35_32906	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_19722_PI404877155	2	0.5204668	-1.9042912	-0.41641617	0.7496643	0.41641712	-0.73189354	S78730_at	chlorophyll a/b-binding protein type Ib, 20K chain precursor - barley (fragment)	PQ0766	chlorophyll A-B binding protein 4, chloroplast / LHCI type III CAB-4 (CAB4)	At3g47470.1	protein chlorophyll a/b-binding protein presursor	Os08g33820	chlorophyll a/b binding protein	PS.lightreaction.photosystem I.LHC-I	1_01_02_01

CUST_1643_PI403524517	2	0.75819683	-1.1419158	-0.55200577	0.4281063	0.32140732	-0.32140732	35_434	"Cluster: Photosystem I reaction center subunit V, chloroplast precursor; n=3; Pooideae|Rep: Photosystem I reaction center subunit V, chloroplast precursor - Hor"	UniRef90_Q00327	CHR1V7|COORD:20806540..20807022| PSAG	AT1G55670.1	CHR09V5|COORD:18468701..18470290|protein photosystem I reaction center subunit V, chloroplast precursor, putative, expressed	LOC_Os09g30340.1	 no descriptionweakly similar to ( 177)AT1G55670| Symbols: PSAG | PSAG | chr1:20806540-20807022 REVERSEmoderately similar to ( 252)PSAG_HORVUPhotosystem I reaction center subunit V, chloroplast precursor - Hordeum vulgare (Barley)not assigned not assigned not assigned not assigned PSI_PSAK PRK12323 Atrophin-1 	PS.lightreaction.photosystem I.PSI polypeptide subunits	1_1_2_2

CUST_47112_PI403524517	2	0.0015668869	0.46363258	0.0011787415	-0.09921074	-0.08062935	-0.0011777878	35_13489	"Cluster: Potassium channel tetramerisation domain-containing protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Potassium channel"	UniRef90_Q7XE45	"CHR5V7|COORD:22335870..22338825| FIP2 (FH protein interacting protein 2); voltage-gated potassium channel"	AT5G55000.2	CHR10V5|COORD:15363711..15360272|protein potassium channel tetramerisation domain-containing protein 9, putative, expressed	LOC_Os10g30190.1	"no descriptionweakly similar to ( 172)AT5G55000| Symbols: FIP2 | FIP2 (FH protein interacting protein 2); voltage-gated potassium channel | chr5:22335870-22338661 FORWARDnot assigned COG1357 Pentapeptide"	transport.potassium	34_15

CUST_142606_PI403524517	2	0.0127773285	0.54654026	-0.0127773285	0.084257126	-0.17142725	-0.07495785	35_39968	"Cluster: Putative disease resistance protein RPS2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative disease resistance protein RPS2 - Oryza sativa (jap"	UniRef90_Q5ZAY2	CHR4V7|COORD:13224605..13227334| RPS2 (RESISTANT TO P. SYRINGAE 2)	AT4G26090.1	CHR01V5|COORD:33790761..33787102|protein disease resistance protein RPS2, putative, expressed	LOC_Os01g57870.2	no descriptionweakly similar to ( 124)AT4G26090| Symbols: RPS2 | RPS2 (RESISTANT TO P. SYRINGAE 2) | chr4:13224605-13227334 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned	stress.biotic	20_1

CUST_2242_PI403524517	2	-0.13348293	0.20709133	0.06304836	-0.06304836	-0.24409962	0.19596577	35_606	"Cluster: Serine hydroxymethyltransferase, mitochondrial, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Serine hydroxymethyltransferase,"	UniRef90_Q2QT32	"CHR4V7|COORD:8048008..8050016| SHM4 (SERINE HYDROXYMETHYLTRANSFERASE 4); glycine hydroxymethyltransferase"	AT4G13930.1	CHR12V5|COORD:12393977..12390074|protein serine hydroxymethyltransferase, mitochondrial precursor, putative, expressed	LOC_Os12g22030.2	"no descriptionvery weakly similar to (60.1)AT4G13930| Symbols: SHM4 | SHM4 (SERINE HYDROXYMETHYLTRANSFERASE 4); glycine hydroxymethyltransferase | chr4:8048008-8050016 REVERSEvery weakly similar to (55.5)WIR1A_WHEATProtein WIR1A - Triticum aestivum (Wheat)not assigned SHMT GlyA glyA Protamine_P1"	PS.photorespiration.serine hydroxymethyltransferase	1_2_5

CUST_22960_PI399408534	2	0.070578575	0.28871727	0.020950317	-0.13865471	-0.020949364	-0.25022888	35_20230	"Cluster: Os03g0856200 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os03g0856200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DLM7	"CHR1V7|COORD:17727167..17730528| ATKU80/KU80 (Arabidopsis thaliana Ku80 homolog); double-stranded DNA binding / protein binding"	AT1G48050.1	CHR03V5|COORD:36053010..36058711|protein KAP-2, putative, expressed	LOC_Os03g63920.1	" no descriptionhighly similar to ( 545)AT1G48050| Symbols: KU80, ATKU80 | ATKU80/KU80 (Arabidopsis thaliana Ku80 homolog); double-stranded DNA binding / protein binding | chr1:17727167-17730528 FORWARDnot assigned not assigned KU80 KU Ku Ku78 KU70 vWA_ku Ku_N KU_like "	signalling.misc	30_8

CUST_5633_PI404877155	2	-0.85743093	0.03148365	-0.03148365	0.24352932	0.25390244	-0.5766735	Contig17540_at	0	BAD10609.1	lectin protein kinase, putative	At5g10530.1	protein Protein kinase domain, putative	Os08g03000	NONE	signalling.receptor kinases.legume-lectin	30_2_19

CUST_174869_PI403524517	2	-0.25489044	-0.1090436	0.1090436	0.552989	2.2403774	-0.43383932	35_48677	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_25581_PI403524517	2	0.072286606	-0.0013189316	0.052163124	-0.12430477	0.0013189316	-0.22618484	35_7412	"Cluster: Hypothetical protein OJ1316_A04.102-1; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1316_A04.102-1 - Oryza sativa (japonica"	UniRef90_Q7XIQ6	0	0	CHR07V5|COORD:26999331..26993380|protein expressed protein	LOC_Os07g45234.1	no description	not assigned.unknown	35_2

CUST_171002_PI403524517	2	-0.06889439	-0.0136470795	-0.021923065	0.21801472	0.17153454	0.013646126	35_47632	"Cluster: Hypothetical protein P0013G11.27; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0013G11.27 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6ZF78		0	CHR07V5|COORD:22064721..22069602|protein F-box domain containing protein	LOC_Os07g36830.1	no description	not assigned.unknown	35_2

CUST_142367_PI403524517	2	0.72836494	-1.0166903	-1.2045155	0.592082	0.38309574	-0.38309574	35_39904	"Cluster: Putative UOS1; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative UOS1 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5Z8V8	CHR1V7|COORD:5723154..5726241| oxidoreductase/ transcriptional repressor	AT1G16720.1	CHR06V5|COORD:29765747..29761521|protein nmrA-like family protein, expressed	LOC_Os06g49120.1	no descriptionweakly similar to ( 164)AT1G16720| Symbols:  | oxidoreductase/ transcriptional repressor | chr1:5723154-5726241 FORWARD	not assigned.unknown	35_2

CUST_156678_PI403524517	2	-0.09780407	0.033796787	-0.03379631	0.105321884	1.1843977	-0.18887186	35_43757	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_62602_PI403524517	2	0.12199974	0.16706944	-6.0653687E-4	-0.078359604	-0.115068436	6.0653687E-4	35_17850	"Cluster: Hypothetical protein OSJNBb0048O22.2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0048O22.2 - Oryza sativa (japonica cu"	UniRef90_Q8S625	"CHR1V7|COORD:9562748..9563874| similar to Os10g0205200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001064309.1); similar to ubiquitin-like (UBL)"	AT1G27530.1	CHR10V5|COORD:7261230..7264145|protein ufm1-conjugating enzyme 1, putative, expressed	LOC_Os10g13800.2	"no descriptionmoderately similar to ( 303)AT1G27530| Symbols:  | similar to Os10g0205200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001064309.1); similar to ubiquitin-like (UBL) post-translational modifier [Dictyostelium discoideum AX4] (GB:XP_001134517.1); contains domain UBC-like (SSF54495); contains domain FAMILY NOT NAMED (PTHR12921) | chr1:9562748-9563874 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned UFC1 PRK07764 DUF566 Pneumo_att_G"	not assigned.unknown	35_2

CUST_55966_PI403524517	2	-0.16004181	-0.011310577	0.15143585	0.011309624	0.17606354	-0.24172688	35_15927	"Cluster: Purple acid phosphatase 1, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Purple acid phosphatase 1, putative, expressed - Oryza"	UniRef90_Q10PD0	"CHR3V7|COORD:6089785..6090994| ATACP5 (acid phosphatase 5); acid phosphatase/ protein serine/threonine phosphatase"	AT3G17790.1	CHR03V5|COORD:7301443..7304593|protein purple acid phosphatase 1, putative, expressed	LOC_Os03g13540.1	" no descriptionmoderately similar to ( 384)AT3G17790| Symbols: ATPAP17, PAP17, ATACP5 | ATACP5 (acid phosphatase 5); acid phosphatase/ protein serine/threonine phosphatase | chr3:6089785-6090994 FORWARDnot assigned not assigned Metallophos Icc "	misc.acid and other phosphatases	26_13

CUST_15445_PI403524517	2	0.20610905	-0.27513123	-0.031804085	0.031804085	-0.03968811	0.118165016	35_4455	"Cluster: Expressed protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10KF1	"CHR2V7|COORD:16210263..16217331| similar to LBA1/UPF1 (LOW-LEVEL BETA-AMYLASE 1), RNA helicase [Arabidopsis thaliana] (TAIR:AT5G47010.1); similar to putative"	AT2G38770.1	CHR03V5|COORD:15389194..15398364|protein aquarius, putative, expressed	LOC_Os03g26960.1	" no descriptionweakly similar to ( 179)AT2G38770| Symbols:  | similar to LBA1/UPF1 (LOW-LEVEL BETA-AMYLASE 1), RNA helicase [Arabidopsis thaliana] (TAIR:AT5G47010.1); similar to putative aquarius [Oryza sativa (japonica cultivar-group)] (GB:AAT78813.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABF96318.1); similar to AAA ATPase [Medicago truncatula] (GB:ABE89230.1); contains domain DNA2/NAM7 HELICASE FAMILY (PTHR10887); contains domain DNA2/NAM7 HELICASE FAMILY MEMBER (PTHR10887:SF5); contains domain no description (G3D.3.90.500.16); contains domain no description (G3D.3.40.50.300); contains domain no description (G3D.1.20.58.60); contains domain P-loop containing nucleoside triphosphate hydrolases (SSF52540) | chr2:16210263-16217331 REVERSEnot assigned not assigned not assigned COG1112 "	not assigned.unknown	35_2

CUST_16814_PI399408534	2	-0.06113434	0.55082035	0.06113434	-0.14668751	1.1377287	-0.09896755	35_24859	"Cluster: Putative Avr9/Cf-9 rapidly elicited protein 141; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Avr9/Cf-9 rapidly elicited protein 141 - Ory"	UniRef90_Q69NA4	CHR2V7|COORD:12513957..12517629| ATGLR2.8 (Arabidopsis thaliana glutamate receptor 2.8)	AT2G29110.1	CHR09V5|COORD:15764944..15769857|protein glutamate receptor 2.9 precursor, putative, expressed	LOC_Os09g26160.1	 no descriptionvery weakly similar to (70.9)AT2G29110| Symbols: GLR2.8, ATGLR2.8 | ATGLR2.8 (Arabidopsis thaliana glutamate receptor 2.8) | chr2:12513957-12517629 REVERSEnot assigned Lig_chan 	signalling.in sugar and nutrient physiology	30_1

CUST_44770_PI403524517	2	-0.77268124	0.0011963844	0.053370953	0.18053102	-0.0011963844	-1.3799348	35_12838	"Cluster: OSJNBa0069D17.7 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0069D17.7 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XVK5	CHR5V7|COORD:21306268..21308975| MATE efflux protein-related	AT5G52450.1	CHR04V5|COORD:18025439..18029369|protein transparent testa 12 protein, putative, expressed	LOC_Os04g30490.1	no descriptionweakly similar to ( 128)AT5G52450| Symbols:  | MATE efflux protein-related | chr5:21306268-21308975 REVERSEnot assigned NorM	transport.misc	34_99

CUST_6503_PI404877155	2	-0.13232613	0.4260502	0.0069065094	-0.0069065094	-0.19824696	0.09652519	Contig19429_at	0	BAD08926.1	phosphatidylinositol-4- phosphate 5-kinase family protein	At1g34260.1	protein Phosphatidylinositol-4-phosphate 5-Kinase, putative	Os08g01390	"phosphatidylinositol-4-phosphate 5-kinase family protein, low similarity to SP:Q9Z1T6 FYVE finger-containing phosphoinositide kinase (EC 2.7.1.68) (1- phosphatidylinositol-4-phosphate kinase) (PIP5K) (PtdIns(4)P-5-kinase) {Mus musculus}; contains Pfam pro"	signalling.phosphinositides	30_4

CUST_7309_PI403524517	2	-0.03711033	-0.20291042	0.03711033	0.10366821	-0.27895546	0.17910957	35_2030	"Cluster: Hypothetical protein P0524E08.116; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0524E08.116 - Oryza sativa (japonica cultivar"	UniRef90_Q7XI42	"CHR1V7|COORD:13278990..13281325| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G78150.2); similar to TPA: TPA_inf: HN1-like protein isoform 1"	AT1G35780.1	CHR07V5|COORD:25806058..25802623|protein expressed protein	LOC_Os07g43070.1	"no descriptionmoderately similar to ( 264)AT1G78150| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G35780.1); similar to TPA: TPA_inf: HN1-like protein isoform 1 [Oryza sativa (japonica cultivar-group)] (GB:DAA01822.1); similar to Os07g0623600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001060324.1); similar to Os02g0574600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001047207.1) | chr1:29409889-29411234 FORWARDnot assigned"	not assigned.unknown	35_2

CUST_128587_PI403524517	2	0.19200325	-0.036721706	0.011544704	-0.011544228	-0.82469225	0.8593898	35_36143	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_14357_PI403524517	2	0.016226768	0.12193489	0.0039949417	-0.022153854	-0.05706024	-0.0039958954	35_4124	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q75I82	CHR1V7|COORD:5228472..5231012| protein-protein interaction regulator family protein	AT1G15200.1	CHR03V5|COORD:28139289..28135375|protein pinin/SDK/memA/ protein conserved region containing protein, expressed	LOC_Os03g49520.1	no descriptionmoderately similar to ( 286)AT1G15200| Symbols:  | protein-protein interaction regulator family protein | chr1:5228472-5231012 REVERSEnot assigned not assigned Pinin_SDK_memA	not assigned.no ontology	35_1

CUST_88689_PI403524517	2	0.18810368	-0.4720049	0.051965714	-0.07058716	0.12522602	-0.051965714	35_25382	"Cluster: Os04g0662800 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os04g0662800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J9B4	CHR1V7|COORD:6900639..6903809| regulator of chromosome condensation (RCC1) family protein	AT1G19880.1	CHR04V5|COORD:33603346..33609730|protein protein RCC2, putative, expressed	LOC_Os04g56720.1	no descriptionmoderately similar to ( 204)AT1G19880| Symbols:  | regulator of chromosome condensation (RCC1) family protein | chr1:6900639-6903809 REVERSEnot assigned	cell.division	31_2

CUST_178601_PI403524517	2	0.005393505	0.25104332	0.0810833	-0.09392309	-0.005393505	-0.37206507	35_49672	"Cluster: Phosphomevalonate kinase, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Phosphomevalonate kinase, putative, expressed - Oryza s"	UniRef90_Q10NZ7	CHR1V7|COORD:11459030..11461629| GHMP kinase family protein	AT1G31910.1	CHR03V5|COORD:8050873..8046540|protein phosphomevalonate kinase, putative, expressed	LOC_Os03g14830.1	no descriptionweakly similar to ( 176)AT1G31910| Symbols:  | GHMP kinase family protein | chr1:11459030-11461629 FORWARDnot assigned	secondary metabolism.isoprenoids.mevalonate pathway.phosphomevalonate kinase	16_1_2_5

CUST_6466_PI404877155	2	0.30518723	-0.23176622	-0.0024132729	-0.0152421	0.002412796	0.20423508	Contig19370_at	OSJNBa0027P08.7 [Oryza sativa (japonica cultivar-group)] ref|XP_472642.1| OSJNBa0027P08.7 [Oryza sativa (japonica cultivar-group)]	CAD40971.2	PHD finger family protein	At1g14510.1	protein PHD-finger, putative	Os04g36730	0	RNA.regulation of transcription.Alfin-like	27_3_02

CUST_13651_PI403524517	2	-0.13604832	-0.06583691	0.06093216	-0.012269974	0.10264397	0.012269974	35_3916	Rep: Cytochrome P450 - Triticum aestivum (Wheat)	UniRef90_Q70EV9	"CHR2V7|COORD:17065369..17067610| CYP98A3 (cytochrome P450, family 98, subfamily A, polypeptide 3); p-coumarate 3-hydroxylase"	AT2G40890.1	CHR05V5|COORD:24187874..24191966|protein cytochrome P450 98A1, putative, expressed	LOC_Os05g41440.2	" no descriptionmoderately similar to ( 476)AT2G40890| Symbols: CYP98A3, REF8 | CYP98A3 (cytochrome P450, family 98, subfamily A, polypeptide 3); p-coumarate 3-hydroxylase | chr2:17065369-17067610 REVERSEhighly similar to ( 603)C98A1_SORBICytochrome P450 98A1 - Sorghum bicolor (Sorghum) (Sorghum vulgare)not assigned not assigned not assigned not assigned not assigned p450 CypX "	misc.cytochrome P450	26_10

CUST_100006_PI403524517	2	-0.13683414	0.41374874	-0.027142525	0.1556654	-0.17358685	0.027142525	35_28550	"Cluster: Hypothetical protein OSJNBa0006O14.4; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0006O14.4 - Oryza sativa (japonica cu"	UniRef90_Q75H49		0	CHR05V5|COORD:10316456..10326518|protein expressed protein	LOC_Os05g17990.1	no description	not assigned.unknown	35_2

CUST_91153_PI403524517	2	0.16332531	-0.091296196	-0.048807144	-0.03856373	0.03856373	0.09957218	35_26065	"Cluster: Hypothetical protein P0683F12.6; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0683F12.6 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q75IM4	CHR3V7|COORD:18957861..18959029| similar to Os05g0126200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001054525.1)	AT3G51010.1	CHR05V5|COORD:1477672..1475896|protein expressed protein	LOC_Os05g03540.1	no descriptionvery weakly similar to (63.9)AT3G51010| Symbols:  | similar to Os05g0126200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001054525.1) | chr3:18957861-18959029 REVERSE	not assigned.unknown	35_2

CUST_78741_PI403524517	2	0.001964569	-0.35444927	0.03565693	-0.008618355	-0.001964569	0.058595657	35_22578	"Cluster: Putative pentatricopeptide (PPR) repeat-containing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative pentatricopeptide (PPR)"	UniRef90_Q6YUS7	CHR2|COORD:7408275..7410728| pentatricopeptide (PPR) repeat-containing protein, contains Pfam profile PF01535: PPR repeat	AT2G17033.2	CHR02V5|COORD:1050120..1047595|protein pentatricopeptide, putative, expressed	LOC_Os02g02770.1	no descriptionweakly similar to ( 184)AT2G17033| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr2:7408287-7410289 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07764 PRK07003 PRK12323 PRK12678 Atrophin-1	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_114430_PI403524517	2	0.10341358	-0.044935226	-0.1513071	-0.010651588	0.23509979	0.010651588	35_32475	"Cluster: Hypothetical protein B1040D09.11; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1040D09.11 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5ZBH2	CHR1V7|COORD:16816094..16817173| DNA binding / ligand-dependent nuclear receptor	AT1G44191.1	CHR01V5|COORD:24950033..24942951|protein OsFtsH9 - Oryza sativa FtsH protease, homologue of AtFtsH11, expressed	LOC_Os01g43150.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Atrophin-1 PRK07764 PRK12323 Tymo_45kd_70kd Drf_FH1 PRK07003 tatB	not assigned.unknown	35_2

CUST_163915_PI403524517	2	-0.10867691	0.64630747	-0.012489319	-0.22505808	0.26965237	0.012488842	35_45698	"Cluster: Hypothetical protein P0410E01.39-1; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0410E01.39-1 - Oryza sativa (japonica cultiv"	UniRef90_Q5ZDX7	"CHR3V7|COORD:21679723..21681976| similar to ATNAP4 (ARABIDOPSIS THALIANA NON-INTRINSIC ABC PROTEIN 4) [Arabidopsis thaliana] (TAIR:AT1G03900.1); similar to"	AT3G58600.1	CHR01V5|COORD:24702725..24706777|protein adaptin ear-binding coat-associated protein 1, putative, expressed	LOC_Os01g42830.1	"no descriptionvery weakly similar to (80.1)AT3G58600| Symbols:  | similar to ATNAP4 (ARABIDOPSIS THALIANA NON-INTRINSIC ABC PROTEIN 4) [Arabidopsis thaliana] (TAIR:AT1G03900.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD61234.1); contains InterPro domain Adaptin ear-binding coat-associated protein 1 NECAP-1; (InterPro:IPR012466) | chr3:21679723-21681976 REVERSEnot assigned DUF1681"	not assigned.unknown	35_2

CUST_17883_PI404877155	2	-0.024635315	-0.8891678	-0.06282616	0.024635315	0.15560341	0.10247898	HVSMEa0004H02r2_at	mitochondrial carrier protein family [Arabidopsis thaliana] dbj|BAB01883.1| contains similarity to membrane	NP_188659.1	mitochondrial substrate carrier family protein	At3g20240.1	protein mitochondrial carrier protein, putative	Os09g32200	mitochondrial substrate carrier family protein, contains Pfam profile: PF00153 mitochondrial carrier proteins	transport.metabolite transporters at the mitochondrial membrane	34_9

CUST_61393_PI403524517	2	-0.039898872	0.07837868	0.047462463	0.039898872	-0.34875202	-0.15716648	35_17521	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10P54	"CHR1V7|COORD:6856203..6859504| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G47900.1); similar to Putative myosin-like protein [Oryza sativa (japo"	AT1G19835.1	CHR03V5|COORD:7719922..7728422|protein expressed protein	LOC_Os03g14250.1	" no descriptionweakly similar to ( 181)AT1G19835| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G47900.1); similar to Putative myosin-like protein [Oryza sativa (japonica cultivar-group)] (GB:AAL77142.1); similar to Os03g0246500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001049544.1); contains InterPro domain Prefoldin; (InterPro:IPR009053); contains InterPro domain Protein of unknown function DUF869, plant; (InterPro:IPR008587) | chr1:6856203-6859504 REVERSEnot assigned not assigned not assigned not assigned not assigned DUF869 Smc PRK02224 COG2433 SbcC "	not assigned.unknown	35_2

CUST_8294_PI404877155	2	-2.7164621	-0.7228012	1.94238	0.6909342	2.0366755	-0.69093513	Contig24555_at	AP2-domain DNA-binding protein-like [Oryza sativa (japonica cultivar-group)]	BAC56005.1	leucine-rich repeat family protein / extensin family protein	At3g24480.1	protein AP2 domain, putative	Os08g45110	NONE	RNA.regulation of transcription.AP2/EREBP, APETALA2/Ethylene-responsive element binding protein family	27_3_03

CUST_24741_PI399408534	2	0.42571735	0.5637355	-0.03687811	-0.48681736	-0.51018715	0.036877632	35_46346	"Cluster: Os05g0521900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0521900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DGM9	"CHR3V7|COORD:5603968..5605495| IQD26 (IQ-domain 26); calmodulin binding"	AT3G16490.1	CHR05V5|COORD:25881278..25879043|protein IQ calmodulin-binding motif family protein, expressed	LOC_Os05g44630.1	"no descriptionvery weakly similar to (58.2)AT3G16490| Symbols: IQD26 | IQD26 (IQ-domain 26); calmodulin binding | chr3:5603968-5605495 REVERSE"	signalling.calcium	30_3

CUST_29253_PI399408534	2	0.0370636	-0.24012184	-0.057289124	0.0076408386	0.056423187	-0.0076408386	35_3325	"Cluster: Probable U3 small nucleolar RNA-associated protein 11; n=2; Oryza sativa|Rep: Probable U3 small nucleolar RNA-associated protein 11 - Oryza sativa (Ric"	UniRef90_Q8S1Z1	CHR3V7|COORD:22323452..22324977| EDA14/UTP11 (U3 SMALL NUCLEOLAR RNA-ASSOCIATED PROTEIN 11, embryo sac development arrest 14)	AT3G60360.1	CHR01V5|COORD:34739431..34736075|protein U3 small nucleolar RNA-associated protein 11, putative, expressed	LOC_Os01g59500.2	 no descriptionmoderately similar to ( 281)AT3G60360| Symbols: EDA14, UTP11 | EDA14/UTP11 (U3 SMALL NUCLEOLAR RNA-ASSOCIATED PROTEIN 11, embryo sac development arrest 14) | chr3:22323452-22324977 REVERSEmoderately similar to ( 366)UTP11_ORYSAnot assigned Utp11 COG5223 	RNA.processing	27_1

CUST_111883_PI403524517	2	0.03080368	-0.3223486	0.15994549	0.24717045	-0.24160337	-0.030804157	35_31763	Rep: Xylanase inhibitor precursor - Hordeum vulgare (Barley)	UniRef90_Q6KE44		0	0	0	no description	not assigned.unknown	35_2

CUST_27876_PI403524517	2	0.05561495	0.04722166	-0.36285305	0.015443325	-0.015443325	-0.36358976	35_8060	"Cluster: Hypothetical protein P0435H01.29; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0435H01.29 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5JNF1	CHR2V7|COORD:17805712..17807004| peroxisomal membrane 22 kDa family protein	AT2G42770.1	CHR01V5|COORD:30815022..30817347|protein peroxisomal membrane protein 2, putative, expressed	LOC_Os01g53060.1	no description	not assigned.unknown	35_2

CUST_41760_PI403524517	2	-0.069996834	-0.06939697	5.5122375E-4	0.09592247	-5.5122375E-4	0.12819576	35_11999	"Cluster: Peroxisomal protein PEX19-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Peroxisomal protein PEX19-like - Oryza sativa (japonica cultivar-group"	UniRef90_Q6H697	CHR3V7|COORD:830309..831766| peroxisomal protein PEX19 family protein	AT3G03490.1	CHR02V5|COORD:26760516..26756776|protein peroxisomal biogenesis factor 19, putative, expressed	LOC_Os02g44220.1	no descriptionmoderately similar to ( 213)AT3G03490| Symbols:  | peroxisomal protein PEX19 family protein | chr3:830309-831766 REVERSEnot assigned Pex19	not assigned.no ontology	35_1

CUST_100877_PI403524517	2	0.040905952	0.26794147	0.06822491	-0.096084595	-0.040906906	-0.18884373	35_28790	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_132303_PI403524517	2	0.35357141	0.3968029	0.14152765	-0.14152718	-0.5215454	-0.3049736	35_37156	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_787_PI404877155	2	0.0171237	-0.19178629	-0.0171237	0.46403313	0.38758278	-0.28049374	Contig1075_at	oleosin 2 - barley emb|CAA57995.1| low molecular weight oleosin [Hordeum vulgare subsp. vulgare]	S57779	glycine-rich protein / oleosin	At4g25140.1	protein oleosin 16 kda (ose701). [rice	Os04g46200	oleosin 2	lipid metabolism.TAG synthesis	11_4

CUST_16989_PI404877155	2	0.29628515	-0.3922763	0.01241684	-0.023828983	0.8119364	-0.012416363	HS06K05u_at	glyceraldehyde 3-phosphate dehydrogenase, cytosolic, putative / NAD-dependent glyceraldehyde-3-phosphate dehydrogenase,	NP_178071.1	glyceraldehyde 3-phosphate dehydrogenase, cytosolic, putative / NAD-dependent glyceraldehyde-3-phosphate dehyd	At1g79530.1	protein glyceraldehyde-3-phosphate dehydrogenase, type I, putative	Os06g45590	glyceraldehyde-3-phosphate dehydrogenase -related	glycolysis.glyceraldehyde 3-phosphate dehydrogenase	4_09

CUST_11861_PI403524517	2	-0.030368805	-1.3375196	0.030368805	0.2849617	0.30897713	-0.034745216	35_3373	"Cluster: P0432B10.23 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: P0432B10.23 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8RZK6	CHR3V7|COORD:15626536..15628086| lipid binding	AT3G43720.2	CHR01V5|COORD:34953033..34955450|protein lipid-transfer protein, putative, expressed	LOC_Os01g59870.1	no descriptionvery weakly similar to (99.0)AT3G43720| Symbols:  | lipid binding | chr3:15626536-15628086 REVERSEnot assigned AAI_LTSS Tryp_alpha_amyl PRK07764 PRK12323 TT_ORF1 AAI	misc.protease inhibitor/seed storage/lipid transfer protein (LTP) family protein	26_21

CUST_19068_PI403524517	2	-0.13338184	1.4118376	-0.19231987	0.105752945	-0.10575199	0.24583626	35_5526	"Cluster: Os09g0418000 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os09g0418000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J1R5	"CHR2V7|COORD:10677621..10679689| CIPK16 (CIPK16); kinase"	AT2G25090.1	CHR09V5|COORD:15009836..15008089|protein CIPK-like protein 1, putative, expressed	LOC_Os09g25090.1	" no descriptionweakly similar to ( 156)AT2G25090| Symbols: SnRK3.18, CIPK16 | CIPK16 (CIPK16); kinase | chr2:10677621-10679689 REVERSEvery weakly similar to (93.6)CIPK1_ORYSANAF TT_ORF1 "	protein.postranslational modification	29_4

CUST_14488_PI403524517	2	-0.018184662	-1.2563696	-0.19691181	0.018184662	0.07382774	0.0987854	35_4163	"Cluster: Os03g0850400 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os03g0850400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DLR8	CHR5V7|COORD:4249519..4252657| AK-LYS1 (ASPARTATE KINASE 1)	AT5G13280.1	CHR03V5|COORD:35728980..35734424|protein aspartokinase, putative, expressed	LOC_Os03g63330.1	 no descriptionhighly similar to ( 654)AT5G13280| Symbols: AK, AK1, AK-LYS1 | AK-LYS1 (ASPARTATE KINASE 1) | chr5:4249519-4252657 FORWARDweakly similar to ( 155)AKH2_MAIZEBifunctional aspartokinase/homoserine dehydrogenase 2, chloroplast precursor - Zea mays (Maize)not assigned AAK_AK-LysC-like LysC PRK06291 PRK09084 PRK09034 AAK_AK AAK_AK-HSDH-like PRK06635 thrA PRK08961 AAK_AK-HSDH PRK08210 AAK_AK-DapG-like AAK_AKiii-LysC-EC AAK_AKii-LysC-BS AAK_AKi-DapG-BS AAK AAK_AKiii-YclM-BS PRK07431 ACT_AK1-AT_1 PRK05925 PRK09181 AAK_AK-Hom3 AA_kinase PRK08841 AAK_AK-DapDC ACT_AK1-AT_2 metL PRK08373 ACT_AKiii-LysC-EC-like_1 ACT_AK-like_2 AAK_AK-Ectoine ACT_AK-like_1 ACT_AKiii-LysC-EC_1 ACT_AK-like ACT_AKiii-LysC-EC_2 ACT_AK-Hom3_2 ACT_AK-Arch_2 ACT_AKi-HSDH-ThrA-like_1 ACT_AKi-HSDH-ThrA_2 ACT_AKiii-YclM-BS_2 ACT_AKiii-DAPDC_1 ACT_AKii-LysC-BS-like_2 ACT_AK-LysC-DapG-like_2 	amino acid metabolism.synthesis.aspartate family.misc.homoserine.aspartate kinase	13_1_3_6_1_1

CUST_25458_PI403524517	2	0.1546936	-0.3262682	-0.28591347	0.058187485	-0.044641495	0.044641495	35_7378	"Cluster: Os03g0140500 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os03g0140500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DVA3	CHR1V7|COORD:1231851..1233786| 33 kDa secretory protein-related	AT1G04520.1	0	0	no description	not assigned.unknown	35_2

CUST_54363_PI403524517	2	-1.5325685	1.0510502	-0.14605427	0.14605427	-0.87611246	0.18013287	35_15476	"Cluster: Hypothetical protein P0018A03.13; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0018A03.13 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5W6T6	0	0	CHR05V5|COORD:15000273..14999581|protein expressed protein	LOC_Os05g25920.1	no description	not assigned.unknown	35_2

CUST_181697_PI403524517	2	0.16727638	0.04966259	-0.16737366	-0.051220894	-0.04966259	0.20619202	35_50518	"Cluster: Hypothetical protein OSJNBb0015I02.2; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0015I02.2 - Oryza sativa (japonica cu"	UniRef90_Q75HK3	"CHR1V7|COORD:7266077..7267049| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G76480.1); similar to Fibronectin, type III-like fold [Medicago"	AT1G20890.1	CHR03V5|COORD:33492492..33495095|protein expressed protein	LOC_Os03g58930.1	" no descriptionvery weakly similar to (70.5)AT1G20890| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G76480.1); similar to Fibronectin, type III-like fold [Medicago truncatula] (GB:ABE92861.1) | chr1:7266077-7267049 REVERSE"	not assigned.unknown	35_2

CUST_33765_PI403524517	2	0.027320385	0.08307123	0.1101737	-0.3042512	-0.05225706	-0.027320385	35_9732	"Cluster: Hypothetical protein OSJNBa0018K15.2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0018K15.2 - Oryza sativa (japonica cu"	UniRef90_Q75GN7	CHR1V7|COORD:2124853..2125800| ATOFP4/OFP4 (ARABIDOPSIS THALIANA OVATE FAMILY PROTEIN 4)	AT1G06920.1	CHR05V5|COORD:23394147..23395644|protein plant-specific domain TIGR01568 family protein, expressed	LOC_Os05g39950.1	 no descriptionvery weakly similar to (94.0)AT1G06920| Symbols: ATOFP4, OFP4 | ATOFP4/OFP4 (ARABIDOPSIS THALIANA OVATE FAMILY PROTEIN 4) | chr1:2124853-2125800 REVERSEDUF623 	not assigned.no ontology	35_1

CUST_83008_PI403524517	2	-0.5918021	-0.009763241	0.25343037	0.5001764	0.009762764	-0.017808914	35_23802	"Cluster: Hypothetical protein OJ1593_C11.15; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1593_C11.15 - Oryza sativa (japonica cultiv"	UniRef90_Q65X87	"CHR2V7|COORD:18968497..18969162| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G54200.1); similar to plant cell wall protein SlTFR88 [Lycopersicon"	AT2G46150.1	CHR05V5|COORD:26107353..26106383|protein harpin-induced protein, putative, expressed	LOC_Os05g45070.1	"no descriptionvery weakly similar to ( 100)AT2G46150| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G54200.1); similar to plant cell wall protein SlTFR88 [Lycopersicon esculentum] (GB:ABF39005.1); contains InterPro domain Harpin-induced 1; (InterPro:IPR010847) | chr2:18968497-18969162 FORWARDnot assigned not assigned not assigned not assigned not assigned PRK12678 Hin1 infB PRK07003 TT_ORF1 PRK07764"	not assigned.no ontology	35_1

CUST_52661_PI403524517	2	0.023929596	0.055448532	0.008909225	-0.016368866	-0.074295044	-0.008911133	35_15003	"Cluster: OSJNBa0029H02.21 protein; n=3; Oryza sativa|Rep: OSJNBa0029H02.21 protein - Oryza sativa (Rice)"	UniRef90_Q7XT72	CHR3V7|COORD:20511644..20512496| 60S ribosomal protein L23A (RPL23aB)	AT3G55280.1	CHR04V5|COORD:24790932..24788716|protein 60S ribosomal protein L23a, putative, expressed	LOC_Os04g42270.3	no descriptionweakly similar to ( 180)AT3G55280| Symbols:  | 60S ribosomal protein L23A (RPL23aB) | chr3:20511644-20512496 FORWARDweakly similar to ( 187)RL23A_TOBAC60S ribosomal protein L23a - Nicotiana tabacum (Common tobacco)not assigned RplW rplW Ribosomal_L23 Ribosomal_L23eN rplW	protein.synthesis.misc ribososomal protein	29_2_2

CUST_12107_PI404877155	2	-0.39506626	-0.106492996	0.2314043	0.1745205	0.053923607	-0.05392456	Contig5836_s_at	putative SCARECROW gene regulator-like [Oryza sativa (japonica cultivar-group)] gb|AAP53371.1| putative SCARECROW gene regulator-like [Oryza	NP_921084.1	phytochrome A signal transduction 1 (PAT1)	At5g48150.1	protein GRAS family transcription factor, putative	Os03g09280	NONE	RNA.regulation of transcription.GRAS transcription factor family	27_3_21

CUST_20039_PI403524517	2	0.030151367	-0.030151367	-0.03715706	-0.09782791	0.07070255	0.06838417	35_5806	"Cluster: Putative TFIIH basal transcription factor complex p34 subunit; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative TFIIH basal transcription"	UniRef90_Q6Z2N2	CHR1V7|COORD:6311605..6313727| basal transcription factor complex subunit-related	AT1G18340.1	CHR02V5|COORD:1351335..1347143|protein RNA polymerase II transcription factor B subunit 4, putative, expressed	LOC_Os02g03340.4	no descriptionmoderately similar to ( 317)AT1G18340| Symbols:  | basal transcription factor complex subunit-related | chr1:6311605-6313727 REVERSEnot assigned Tfb4 TFB4	not assigned.no ontology	35_1

CUST_65392_PI403524517	2	-0.02764225	0.047509193	0.04705143	-0.044413567	-0.017760277	0.017760277	35_18670	Rep: H0818H01.7 protein - Oryza sativa (Rice)	UniRef90_Q259P2	CHR4V7|COORD:11787572..11791067| carboxylic ester hydrolase	AT4G22300.1	CHR04V5|COORD:33931657..33929021|protein acyl-protein thioesterase 1, putative, expressed	LOC_Os04g57370.1	no descriptionmoderately similar to ( 337)AT4G22300| Symbols: SOBER1 | carboxylic ester hydrolase | chr4:11787572-11791067 REVERSEnot assigned not assigned not assigned not assigned not assigned Abhydrolase_2 COG0400 DAP2 PRK11460 PRK12323 PRK07003 PRK07764 LpqC	lipid metabolism.lipid degradation.lysophospholipases.carboxylesterase	11_9_3_2

CUST_63613_PI403524517	2	-0.05291748	-0.18965244	0.1460228	0.10500622	-0.11421108	0.05291748	35_18160	Rep: transcription factor - Arabidopsis thaliana	UniRef90_UPI000034F5B3	CHR1V7|COORD:4034745..4038308| transcription factor jumonji (jmjC) domain-containing protein	AT1G11950.1	CHR03V5|COORD:17981642..17996775|protein zinc finger, RING-type, putative, expressed	LOC_Os03g31594.2	no descriptionmoderately similar to ( 425)AT1G11950| Symbols:  | transcription factor jumonji (jmjC) domain-containing protein | chr1:4034745-4038308 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned JmjC PRK12323 PRK07764 TT_ORF1	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_2395_PI403524517	2	0.010679245	-0.10748482	-0.010679245	0.03694725	0.022125244	-0.010679245	35_652	"Cluster: Putative F-box protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative F-box protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z796	"CHR2V7|COORD:10855096..10857353| EBF1 (EIN3-BINDING F BOX PROTEIN 1); ubiquitin-protein ligase"	AT2G25490.1	CHR06V5|COORD:24032676..24035844|protein EIN3-binding F-box protein 1, putative, expressed	LOC_Os06g40360.1	" no descriptionmoderately similar to ( 231)AT2G25490| Symbols: FBL6, EBF1 | EBF1 (EIN3-BINDING F BOX PROTEIN 1); ubiquitin-protein ligase | chr2:10855096-10857353 REVERSEnot assigned not assigned "	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_20902_PI403524517	2	-0.0136089325	0.1252451	0.34947205	-0.44862604	-0.33585358	0.0136089325	35_6068	"Cluster: Putative phosphate translocator; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative phosphate translocator - Oryza sativa (japonica cultivar-gro"	UniRef90_Q9AV45	CHR1V7|COORD:2111727..2114037| transporter-related	AT1G06890.1	CHR10V5|COORD:17682441..17689537|protein integral membrane protein like, putative, expressed	LOC_Os10g33920.3	no descriptionmoderately similar to ( 381)AT1G06890| Symbols:  | transporter-related | chr1:2111727-2114037 REVERSEnot assigned not assigned not assigned not assigned not assigned TPT RhaT UAA VRG4	not assigned.no ontology	35_1

CUST_116073_PI403524517	2	0.21721077	-0.19298077	-0.14550829	-0.041380882	0.041380405	0.26138496	35_32914	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_134094_PI403524517	2	0.03536606	0.078229904	-0.035365105	-0.03891468	-0.10909176	0.087408066	35_37632	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_2857_PI399408534	2	0.03269291	0.02897358	-0.06707287	-0.018144608	0.0077466965	-0.0077466965	35_2571	Rep: RCOP11 protein - Oryza sativa (Rice)	UniRef90_Q9FVN4	CHR3V7|COORD:22637310..22639870| FUS6 (FUSCA 6)	AT3G61140.1	CHR03V5|COORD:917559..913389|protein COP9 signalosome complex subunit 1, putative, expressed	LOC_Os03g02540.1	 no descriptionhighly similar to ( 580)AT3G61140| Symbols: ATFUS6, CSN1, COP11, EMB78, FUS6 | FUS6 (FUSCA 6) | chr3:22637310-22639870 FORWARDvery weakly similar to (94.0)PSMD6_ORYSAnot assigned not assigned not assigned not assigned RPN7 PCI PINT RPN6 	signalling.light.COP9 signalosome	30_11_1

CUST_48888_PI403524517	2	0.052392006	-0.12294388	0.010996819	-0.010996819	0.036524773	-0.07205868	35_13959	"Cluster: Putative DEAD/DEAH box helicase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative DEAD/DEAH box helicase - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6ATJ8	CHR4V7|COORD:16631666..16634839| DEAD/DEAH box helicase, putative (RH16)	AT4G34910.1	CHR03V5|COORD:29716693..29724741|protein ATP-dependent RNA helicase DDX56, putative, expressed	LOC_Os03g51900.1	 no descriptionhighly similar to ( 588)AT4G34910| Symbols:  | DEAD/DEAH box helicase, putative (RH16) | chr4:16631666-16634839 FORWARDweakly similar to ( 127)IF415_TOBACEukaryotic initiation factor 4A-15 - Nicotiana tabacum (Common tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned SrmB PRK11192 PRK11776 DEADc PRK10590 PRK01297 PRK04837 PRK11634 DEAD DEXDc PRK04537 DEXDc COG1205 Lhr HELICc COG1204 RecQ Helicase_C HELICc DEXHc PRK00254 COG1202 COG1203 PRK11057 	DNA.synthesis/chromatin structure	28_1

CUST_9342_PI404877155	2	-0.010930061	-0.48392296	0.07690239	0.067071915	0.008059502	-0.008059502	Contig3118_at	putative cytochrome c1 precursor [Oryza sativa (japonica cultivar-group)] dbj|BAB64199.1| putative ubiquinol-cytochrome-c reductase cytochro	NP_914948.1	cytochrome c1, putative	At3g27240.1	protein Transposable element protein, putative	Os05g23620	putative cytochrome c1 precursor	mitochondrial electron transport / ATP synthesis.cytochrome c	9_6

CUST_56425_PI403524517	2	0.05650711	-0.04582596	-0.006175995	0.006175995	-0.032764435	0.059348106	35_16061	"Cluster: Radical SAM enzyme, Cfr family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Radical SAM enzyme, Cfr family protein, expressed -"	UniRef90_Q10QB5	CHR3V7|COORD:6818682..6820680| radical SAM domain-containing protein	AT3G19630.1	CHR03V5|COORD:5336401..5332059|protein expressed protein	LOC_Os03g10520.1	no descriptionhighly similar to ( 514)AT3G19630| Symbols:  | radical SAM domain-containing protein | chr3:6818682-6820680 REVERSEnot assigned COG0820 PRK11194 Radical_SAM	not assigned.no ontology	35_1

CUST_162050_PI403524517	2	0.16975546	0.4859352	0.08236313	-0.2711687	-0.6933465	-0.08236265	35_45201	"Cluster: Os03g0669800 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os03g0669800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DPQ8		0	CHR03V5|COORD:26382594..26387978|protein zinc ion binding protein, putative, expressed	LOC_Os03g46710.1	no description	not assigned.unknown	35_2

CUST_100578_PI403524517	2	0.030500412	0.36490726	0.13096237	-0.16418266	-0.27951813	-0.030499458	35_28706	Rep: 10A19I.11 protein - Oryza sativa (Rice)	UniRef90_Q9XHV5	"CHR4V7|COORD:17785686..17787284| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G22795.1); similar to retinitis pigmentosa GTPase regulator-like"	AT4G37820.1	CHR05V5|COORD:28780789..28787794|protein AUL1, putative, expressed	LOC_Os05g50370.1	no description	not assigned.unknown	35_2

CUST_52255_PI403524517	2	0.025075912	-0.010765076	-0.004404068	0.018511772	0.0044031143	-0.084142685	35_14892	"Cluster: Vacuolar ATP synthase 16 kDa proteolipid subunit 4; n=37; Magnoliophyta|Rep: Vacuolar ATP synthase 16 kDa proteolipid subunit 4 - Arabidopsis thaliana"	UniRef90_P59229	"CHR1V7|COORD:6913308..6914313| AVA-P2 (vacuolar-H+-pumping ATPase 16 kDa proteolipid subunit 2); ATPase"	AT1G19910.1	CHR11V5|COORD:3376213..3373934|protein vacuolar ATP synthase 16 kDa proteolipid subunit, putative, expressed	LOC_Os11g06890.1	" no descriptionmoderately similar to ( 220)AT1G19910| Symbols: AVA-2PE, ATVHA-C2, AVA-P2 | AVA-P2 (vacuolar-H+-pumping ATPase 16 kDa proteolipid subunit 2); ATPase | chr1:6913308-6914313 FORWARDmoderately similar to ( 229)VATL_AVESAVacuolar ATP synthase 16 kDa proteolipid subunit - Avena sativa (Oat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK06558 ATP-synt_C AtpE PRK06271 PRK12323 PRK06649 TT_ORF1 PRK06251 PRK07003 Tymo_45kd_70kd Atrophin-1 HPC2 PRK07764 Protamine_P1 "	transport.p- and v-ATPases.H+-transporting two-sector ATPase	34_1_1

CUST_52729_PI403524517	2	0.092555046	-0.0485754	-0.08568001	0.18394184	-0.042728424	0.042728424	35_15020	"Cluster: Os01g0171800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0171800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JQB6	"CHR5V7|COORD:25286670..25288759| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G10660.1); similar to hypothetical protein MtrDRAFT_AC124952g40v1"	AT5G62960.1	CHR01V5|COORD:3696607..3692957|protein expressed protein	LOC_Os01g07700.3	"no descriptionweakly similar to ( 181)AT5G62960| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G10660.1); similar to hypothetical protein MtrDRAFT_AC124952g40v1 [Medicago truncatula] (GB:ABE93571.1) | chr5:25286670-25288759 FORWARD"	not assigned.unknown	35_2

CUST_102951_PI403524517	2	-0.0150027275	0.24745464	0.19604969	-0.3784585	-0.25775766	0.015002251	35_29358	Rep: LigA - Anaeromyxobacter sp. Fw109-5	UniRef90_A1HVF8		0	0	0	no description	not assigned.unknown	35_2

CUST_149237_PI403524517	2	0.1774044	0.49999714	0.035282135	-0.12851715	-0.03528118	-0.21201324	35_41746	"Cluster: Hypothetical protein P0686E09.33; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0686E09.33 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5ZDI4	CHR3V7|COORD:5099719..5101724| exonuclease family protein	AT3G15140.1	CHR01V5|COORD:24903707..24902574|protein 3-5 exonuclease eri-1, putative, expressed	LOC_Os01g43080.1	no descriptionnot assigned KapD PRK07748 EXOIII Exonuc_X-T	not assigned.unknown	35_2

CUST_11222_PI404877155	2	-0.21281719	0.21281624	0.22774124	0.21580982	-0.2245369	-0.22732258	Contig4891_at	2-oxoisovalerate dehydrogenase, putative / 3-methyl-2-oxobutanoate dehydrogenase, putative / branched-chain alpha-keto acid	NP_568209.1	2-oxoisovalerate dehydrogenase, putative / 3-methyl-2-oxobutanoate dehydrogenase, putative / branched-chain alph	At5g09300.1	protein branched-chain alpha keto-acid dehydrogenase E1 alpha subunit-like protein	Os12g08260	branched-chain alpha keto-acid dehydrogenase E1 alpha subunit-related protein	amino acid metabolism.degradation.branched-chain group.shared	13_2_4_1

CUST_43264_PI403524517	2	0.22150469	0.108679295	-0.14797258	-0.33231688	0.12590313	-0.108679295	35_12424	"Cluster: Putative GDSL lipase/acylhydrolase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative GDSL lipase/acylhydrolase - Oryza sativa (japonica"	UniRef90_Q5W722	0	0	CHR05V5|COORD:3474778..3470672|protein esterase precursor, putative, expressed	LOC_Os05g06710.1	no description	not assigned.unknown	35_2

CUST_38328_PI403524517	2	0.15464926	-0.15464878	0.17563581	-1.9511054	1.2573318	-0.17300081	35_11032	"Cluster: Putative indole-3-acetate beta-glucosyltransferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative indole-3-acetate beta-glucosyltransferase"	UniRef90_Q8S5U6	CHR5V7|COORD:42113..44302| pentatricopeptide (PPR) repeat-containing protein	AT5G01110.1	CHR03V5|COORD:3483589..3481643|protein rf1 protein, mitochondrial precursor, putative	LOC_Os03g06910.1	no descriptionmoderately similar to ( 223)AT5G01110| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr5:42113-44302 REVERSEweakly similar to ( 151)RF1_ORYSAPPR	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_13290_PI403524517	2	0.06567907	-0.7077818	0.07181454	-0.0656786	0.3689437	-0.07570791	35_3806	"Cluster: Putative epoxide hydrolase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative epoxide hydrolase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5NBT2	CHR4V7|COORD:1035722..1037403| epoxide hydrolase, putative	AT4G02340.1	CHR01V5|COORD:8487384..8489150|protein epoxide hydrolase 2, putative, expressed	LOC_Os01g15130.1	 no descriptionmoderately similar to ( 381)AT4G02340| Symbols:  | epoxide hydrolase, putative | chr4:1035722-1037403 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned MhpC PRK05855 PRK00870 PRK03592 Abhydrolase_1 PldB PRK03204 PRK12323 PRK07764 COG0412 	misc.misc2	26_1

CUST_31646_PI403524517	2	-0.110057354	-0.024012089	0.024012089	0.10139799	1.4259925	-0.21766233	35_9132	"Cluster: Hypothetical protein P0677H08.27-1; n=3; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0677H08.27-1 - Oryza sativa (japonica cultiv"	UniRef90_Q5N951	"CHR1V7|COORD:26859151..26863261| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G23390.1); similar to Os01g0869000 [Oryza sativa (japonica"	AT1G71240.1	CHR01V5|COORD:37988083..37982168|protein expressed protein	LOC_Os01g64870.1	"no descriptionmoderately similar to ( 207)AT1G71240| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G48840.1); similar to Os01g0869000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001044923.1); similar to Protein of unknown function DUF639 [Medicago truncatula] (GB:ABE78259.1); contains InterPro domain Protein of unknown function DUF639; (InterPro:IPR006927) | chr1:26859151-26863261 FORWARDDUF639"	not assigned.unknown	35_2

CUST_34179_PI399408534	2	0.06535339	0.24419785	-0.09758568	0.09072399	-0.24095917	-0.06535387	35_43344	"Cluster: Receptor-like protein kinase 1-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: Receptor-like protein kinase 1-like - Oryza sativa (japonica cult"	UniRef90_Q5ZBN0	CHR5V7|COORD:23590047..23592097| leucine-rich repeat transmembrane protein kinase, putative	AT5G58300.1	CHR01V5|COORD:24308752..24302798|protein atypical receptor-like kinase MARK, putative, expressed	LOC_Os01g42294.1	 no descriptionvery weakly similar to (64.7)AT5G58300| Symbols:  | leucine-rich repeat transmembrane protein kinase, putative | chr5:23590047-23592097 FORWARD	signalling.receptor kinases.leucine rich repeat III	30_2_3

CUST_87557_PI403524517	2	0.30993366	-0.16636181	7.7438354E-4	0.071559906	-0.20353222	-7.753372E-4	35_25065	"Cluster: Putative reverse transcriptase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative reverse transcriptase - Oryza sativa (japonica cultivar-group"	UniRef90_Q8LSR5	0	0	CHR08V5|COORD:4453879..4448215|protein retrotransposon protein, putative, LINE subclass	LOC_Os08g07900.1	no description	not assigned.unknown	35_2

CUST_13309_PI403524517	2	-0.015668869	-0.43652153	-0.0843153	0.015668869	0.051513672	0.05329895	35_3811	"Cluster: Putative ribosomal S1 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative ribosomal S1 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q75LC1	CHR3V7|COORD:8531696..8533749| S1 RNA-binding domain-containing protein	AT3G23700.1	CHR03V5|COORD:35462830..35459475|protein RNA binding S1, putative, expressed	LOC_Os03g62780.1	 no descriptionmoderately similar to ( 324)AT3G23700| Symbols:  | S1 RNA-binding domain-containing protein | chr3:8531696-8533749 REVERSEvery weakly similar to (85.5)RR1_SPIOL30S ribosomal protein S1, chloroplast precursor - Spinacia oleracea (Spinach)not assigned RpsA rpsA rpsA PRK00087 PRK07400 VacB PRK08059 rpsA PRK11824 Pnp S1 PRK08582 S1 PRK05807 S1 Tex PRK12269 SUI2 PRK07252 PRK03987 	not assigned.no ontology.S RNA-binding domain-containing protein	35_1_14

CUST_87375_PI403524517	2	0.09428406	0.08790398	0.0	0.0	-0.16182518	-0.022911072	35_25015	"Cluster: Hypothetical protein; n=1; Magnetospirillum gryphiswaldense|Rep: Hypothetical protein - Magnetospirillum gryphiswaldense"	UniRef90_Q3BKH8	0	0	0	0	no description	not assigned.unknown	35_2

CUST_138646_PI403524517	2	0.46474934	-0.9520669	0.056088448	-0.12340832	0.13154125	-0.056088448	35_38888	Rep: H0404F02.1 protein - Oryza sativa (Rice)	UniRef90_Q01KJ6	CHR4V7|COORD:17120212..17123701| leucine-rich repeat family protein	AT4G36180.1	CHR04V5|COORD:28863245..28867695|protein BRASSINOSTEROID INSENSITIVE 1 precursor, putative, expressed	LOC_Os04g48760.1	no descriptionmoderately similar to ( 201)AT4G36180| Symbols:  | leucine-rich repeat family protein | chr4:17120212-17123701 REVERSEweakly similar to ( 122)RPK1_IPONIReceptor-like protein kinase precursor - Ipomoea nil (Japanese morning glory) (Pharbitis nil)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG4886 LRR_RI	stress.biotic	20_1

CUST_72035_PI403524517	2	-0.009980202	0.13453102	-0.047258377	0.08629322	-0.024427414	0.009980202	35_20649	Rep: Pantoate--beta-alanine ligase - Oryza sativa (Rice)	UniRef90_O24210	"CHR5V7|COORD:19821049..19822267| PANC (Arabidopsis homolog of bacterial panC); pantoate-beta-alanine ligase"	AT5G48840.1	CHR03V5|COORD:35804125..35806721|protein pantoate--beta-alanine ligase, putative, expressed	LOC_Os03g63490.1	"no descriptionmoderately similar to ( 368)AT5G48840| Symbols: PANC | PANC (Arabidopsis homolog of bacterial panC); pantoate-beta-alanine ligase | chr5:19821049-19822267 REVERSEmoderately similar to ( 456)PANC_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PanC PanC panC Pantoate_ligase PanC_ATPS PRK07003 PRK07764 Atrophin-1 PRK12323 DUF1421 TT_ORF1 APC_basic"	Co-factor and vitamine metabolism	18

CUST_60389_PI403524517	2	0.16263103	0.37994385	0.0024843216	-0.035740852	-0.03376293	-0.002483368	35_17218	"Cluster: Protein kinase CK2 regulatory subunit CK2B3; n=3; Poaceae|Rep: Protein kinase CK2 regulatory subunit CK2B3 - Zea mays (Maize)"	UniRef90_Q9FQF6	"CHR5V7|COORD:19142196..19143624| CKB1 (casein kinase II beta chain 1); protein kinase CK2 regulator"	AT5G47080.1	CHR07V5|COORD:18517664..18521925|protein casein kinase II subunit beta-4, putative, expressed	LOC_Os07g31280.1	"no descriptionmoderately similar to ( 270)AT5G47080| Symbols: CKB1 | CKB1 (casein kinase II beta chain 1); protein kinase CK2 regulator | chr5:19142458-19143624 REVERSEnot assigned CK_II_beta SKB2"	protein.postranslational modification	29_4

CUST_18796_PI399408534	2	0.09133339	-0.29546356	-0.0537138	0.02263546	-0.010308266	0.010308266	35_15447	"Cluster: Ethylene-responsive small GTP-binding protein; n=3; Magnoliophyta|Rep: Ethylene-responsive small GTP-binding protein - Oryza sativa (japonica cultivar-"	UniRef90_Q6PV57	"CHR3V7|COORD:16928893..16930725| ARA3; GTP binding"	AT3G46060.1	CHR05V5|COORD:22569339..22566108|protein ras-related protein ARA-3, putative, expressed	LOC_Os05g38630.2	 no descriptionmoderately similar to ( 297)AT3G46060| Symbols: Ara-3, AtRABE1c, AtRab8A, ARA3 | ARA3 | chr3:16928893-16930725 FORWARDmoderately similar to ( 290)RB1BV_BETVURas-related protein RAB1BV - Beta vulgaris (Sugar beet)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Rab8_Rab10_Rab13_like Rab1_Ypt1 RAB Ras Rab Rab35 Rab11_like Rab3 Rab26 Rab18 Rab2 RabA_like Rab4 Rab15 Rab19 Rab5_related Rab27A Rab30 Rab14 Rab39 Rab6 Rab7 Rab21 Rab33B_Rab33A Ras_like_GTPase Rab40 Rab12 Ras Rab32_Rab38 RAS RJL COG1100 Rap_like Rab9 Rho Rab23_lke RalA_RalB H_N_K_Ras_like Rab24 Rab36_Rab34 M_R_Ras_like Rab28 Rap1 RHO Ras2 RSR1 Rap2 RheB RabL4 Ran RERG_RasL11_like Rit_Rin_Ric Rho4_like ARHI_like RabL2 RhoA_like Spg1 Wrch_1 RAN Rac1_like RGK Rho2 Rop_like Tc10 Rab20 Miro RhoG Ras_dva Rho3 Arf_Arl Cdc42 RabL3 Rhes_like Miro1 Rnd2_Rho7 ARF Arl10_like Rnd3_RhoE_Rho8 Rnd RhoBTB Arl5_Arl8 Arf ARLTS1 Arfrp1 Arf1_5_like Arl1 Sar1 Rnd1_Rho6 Arf6 ARD1 Arl4_Arl7 Arl2 	signalling.G-proteins	30_5

CUST_7602_PI403524517	2	-0.049102783	-0.48758936	0.021855354	0.18119764	0.10714483	-0.021855354	35_2117	Rep: Putative enoyl-CoA-hydratase - Oryza sativa (Rice)	UniRef90_Q9AYM2	CHR2V7|COORD:13060854..13063392| catalytic	AT2G30650.1	CHR10V5|COORD:22404851..22400399|protein enoyl-CoA-hydratase, putative, expressed	LOC_Os10g42210.1	no descriptionweakly similar to ( 154)AT2G30650| Symbols:  | catalytic | chr2:13060854-13063392 REVERSEnot assigned PRK06028 PRK06493 PRK07828 PRK07759 PRK06952	amino acid metabolism.degradation.aspartate family.lysine	13_2_3_5

CUST_171467_PI403524517	2	-0.47568846	-0.9199009	0.19574356	0.44369936	0.6481128	-0.19574356	35_47780	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_7080_PI404877155	2	0.03757286	0.79125214	-0.02665615	-0.14460754	0.026655197	-0.056494713	Contig20722_at	0	BAD07722.1	remorin family protein	At2g02170.1	protein Remorin, C-terminal region, putative	Os02g02500	remorin family protein, contains Pfam domain, PF03763: Remorin, C-terminal region	RNA.regulation of transcription.unclassified	27_3_99

CUST_22580_PI403524517	2	-0.018239021	-0.94474316	0.018238068	0.3495884	0.84205055	-0.12934494	35_6557	"Cluster: Harpin-induced protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Harpin-induced protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ER87	CHR5V7|COORD:7355691..7356874| harpin-induced family protein / HIN1 family protein / harpin-responsive family protein	AT5G22200.1	CHR02V5|COORD:19949792..19948685|protein VAMP protein SEC22, putative, expressed	LOC_Os02g33550.1	no descriptionweakly similar to ( 160)AT5G22200| Symbols:  | harpin-induced family protein / HIN1 family protein / harpin-responsive family protein | chr5:7355691-7356874 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Hin1 PRK07003 PRK12323 Herpes_BLLF1	not assigned.no ontology	35_1

CUST_56799_PI403524517	2	0.17973042	-0.8470068	-0.14781094	0.018136978	-0.018137932	0.1526699	35_16178	"Cluster: Ubiquitin-conjugating enzyme spm2, putative, expressed; n=2; Magnoliophyta|Rep: Ubiquitin-conjugating enzyme spm2, putative, expressed - Oryza sativa ("	UniRef90_Q2QMG7	"CHR3V7|COORD:19505656..19506932| MMZ4 (MMS ZWEI HOMOLOGE 4); ubiquitin-protein ligase"	AT3G52560.1	CHR12V5|COORD:25527495..25525211|protein ubiquitin-conjugating enzyme spm2, putative, expressed	LOC_Os12g41220.1	no descriptionmoderately similar to ( 251)AT3G52560| Symbols: MMZ4 | MMZ4 (MMS ZWEI HOMOLOGE 4) | chr3:19505656-19506309 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned COG5078 UBCc UQ_con UBCc	protein.degradation.ubiquitin.E2	29_5_11_3

CUST_55526_PI403524517	2	0.04035473	0.055936813	0.05294323	-0.19184875	-0.21498108	-0.040353775	35_15807	"Cluster: Carboxymethylenebutenolidase-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Carboxymethylenebutenolidase-like protein - Oryza sativa"	UniRef90_Q8LQS5	CHR2V7|COORD:13812900..13814519| dienelactone hydrolase family protein	AT2G32520.1	CHR01V5|COORD:19462649..19466742|protein protein usf, putative, expressed	LOC_Os01g34700.1	no descriptionmoderately similar to ( 391)AT2G32520| Symbols:  | dienelactone hydrolase family protein | chr2:13812900-13814519 REVERSEnot assigned DLH COG0412	misc.misc2	26_1

CUST_2233_PI404877155	2	0.02014637	0.12309742	-0.04538536	-0.019031525	-0.063176155	0.019031525	Contig12582_at	putative DEAH-box RNA helicase [Oryza sativa (japonica cultivar-group)]	BAC79592.1	RNA helicase, putative	At5g13010.1	protein Helicase associated domain (HA2), putative	Os07g32430	putative DEAH-box RNA helicase	RNA.processing.RNA helicase	27_1_2

CUST_178121_PI403524517	2	0.12463379	-0.37946415	-0.11710644	1.8405914E-4	-1.8405914E-4	0.2369976	35_49539	"Cluster: Os02g0550300 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0550300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E0I1	"CHR1V7|COORD:13156482..13158258| ATPDIL5-2 (PDI-LIKE 5-2); thiol-disulfide exchange intermediate"	AT1G35620.1	CHR02V5|COORD:20694520..20696830|protein OsPDIL5-3 - Oryza sativa protein disulfide isomerase, expressed	LOC_Os02g34530.1	no description	not assigned.unknown	35_2

CUST_11865_PI403524517	2	0.23478222	-0.51005554	-0.22788239	-0.04269886	0.072374344	0.042699814	35_3375	"Cluster: RNA recognition motif, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: RNA recognition motif, putative, expressed - Oryza sativa"	UniRef90_Q2QYE3	0	0	CHR12V5|COORD:1100299..1097580|protein RNA binding protein, putative	LOC_Os12g02970.1	no description	not assigned.unknown	35_2

CUST_6037_PI403524517	2	0.10441017	-0.45403385	-0.14126778	0.2645836	0.2878189	-0.104408264	35_1668	"Cluster: Hypothetical protein P0470A12.51; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0470A12.51 - Oryza sativa (japonica cultivar-g"	UniRef90_Q8S077	CHR5V7|COORD:22484786..22485100| protease inhibitor/seed storage/lipid transfer protein (LTP) family protein	AT5G55450.1	CHR01V5|COORD:40163488..40164101|protein protease inhibitor/seed storage/LTP family protein, expressed	LOC_Os01g68580.1	no descriptionnot assigned nsLTP_like	not assigned.unknown	35_2

CUST_17503_PI403524517	2	0.015443802	-0.69743824	-0.08783436	-0.015443802	0.019159317	0.040184975	35_5057	Rep: Hypothetical protein B'zeta - Oryza sativa (Rice)	UniRef90_Q8L6I6	CHR3|COORD:9514933..9518200| similar to serine/threonine protein phosphatase 2A (PP2A) regulatory subunit B', putative [Arabidopsis thaliana] (TAIR:At3g21650.1)	AT3G26020.2	CHR03V5|COORD:35437747..35442402|protein transposon protein, putative, unclassified	LOC_Os03g62730.2	 no descriptionhighly similar to ( 645)AT1G13460| Symbols:  | serine/threonine protein phosphatase 2A (PP2A) regulatory subunit B', putative | chr1:4616501-4618177 FORWARDnot assigned B56 	protein.postranslational modification	29_4

CUST_1279_PI404877155	2	-0.23265648	-0.3739338	0.36963177	-0.016159058	0.13683414	0.016159058	Contig11390_at	putative dehydratase/deaminase [Oryza sativa (japonica cultivar-group)]	AAL58211.1	threonine ammonia-lyase / threonine dehydratase / threonine deaminase  (OMR1)	At3g10050.1	protein putative dehydratase/deaminase	Os03g50510	threonine ammonia-lyase (threonine dehydratase/threonine deaminase)	amino acid metabolism.degradation.serine-glycine-cysteine group.serine	13_2_5_1

CUST_65163_PI403524517	2	0.39358664	2.5114112	-0.080859184	0.080859184	-0.32495928	-0.3774743	35_18607	"Cluster: Thaumatin-like cytokinin-binding protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Thaumatin-like cytokinin-binding"	UniRef90_Q2QND8	CHR2V7|COORD:12361741..12362490| osmotin-like protein, putative	AT2G28790.1	CHR12V5|COORD:23394139..23395341|protein osmotin-like protein precursor, putative, expressed	LOC_Os12g38150.1	 no descriptionweakly similar to ( 103)AT2G28790| Symbols:  | osmotin-like protein, putative | chr2:12361741-12362490 REVERSEvery weakly similar to (70.1)TLP1_PRUPEThaumatin-like protein 1 precursor - Prunus persica (Peach)not assigned not assigned not assigned THN Thaumatin PRK12323 PRK07003 PRK07764 PRK12678 	stress.biotic	20_1

CUST_54514_PI403524517	2	0.03651619	-0.5630312	-0.019701004	0.05526638	0.019701004	-0.045663834	35_15516	"Cluster: 26S proteasome regulatory particle non-ATPase subunit8; n=2; Oryza sativa (japonica cultivar-group)|Rep: 26S proteasome regulatory particle"	UniRef90_Q8W424	CHR5V7|COORD:1735863..1738177| ATHMOV34 (ASYMMETRIC LEAVES ENHANCER3)	AT5G05780.1	CHR04V5|COORD:33558392..33562059|protein expressed protein	LOC_Os04g56646.1	 no descriptionhighly similar to ( 560)AT5G05780| Symbols: AE3, ATHMOV34 | ATHMOV34 (ASYMMETRIC LEAVES ENHANCER3) | chr5:1735863-1738177 FORWARDnot assigned not assigned not assigned Mov34 JAB_MPN 	protein.degradation.ubiquitin.proteasom	29_5_11_20

CUST_161567_PI403524517	2	0.15780306	0.24574137	-0.15780354	-0.46637917	0.7584362	-0.28115606	35_45072	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_30600_PI399408534	2	-0.062392235	-0.106925964	0.06239319	0.13069534	0.097063065	-0.13686085	35_14591	Rep: Type A response regulator 4 - Oryza sativa (indica cultivar-group)	UniRef90_Q4GZK7	"CHR2V7|COORD:17229358..17230614| ATRR3 (RESPONSE REGULATOR 3); transcription regulator"	AT2G41310.1	CHR01V5|COORD:42275801..42279237|protein OsRR4 - Rice type-A response regulator, expressed	LOC_Os01g72330.1	" no descriptionweakly similar to ( 127)AT2G41310| Symbols: ARR8, ATRR3 | ATRR3 (RESPONSE REGULATOR 3); transcription regulator | chr2:17229358-17230614 FORWARDREC REC Response_reg COG3437 CheY AtoC "	hormone metabolism.cytokinin.signal transduction	17_4_2

CUST_23102_PI403524517	2	0.017775536	-0.029275894	-0.036157608	-0.017774582	0.7640753	0.19400692	35_6715	"Cluster: Glycosylation enzyme-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Glycosylation enzyme-like protein - Oryza sativa (japonica cultivar"	UniRef90_Q69XJ6	CHR5V7|COORD:16021722..16023656| glycosyltransferase family 14 protein / core-2/I-branching enzyme family protein	AT5G39990.1	CHR06V5|COORD:23842215..23846177|protein acetylglucosaminyltransferase, putative, expressed	LOC_Os06g40060.2	no description	not assigned.unknown	35_2

CUST_15696_PI403524517	2	-0.051799774	0.847826	0.02647686	0.2662115	-0.38338947	-0.026475906	35_4530	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_118801_PI403524517	2	-0.16410398	-0.98816204	-0.06366587	0.19018888	0.06366634	2.1516848	35_33627	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_26969_PI403524517	2	0.032705307	0.4029789	0.07244778	-0.15064526	-0.032705307	-0.078611374	35_7812	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10PK0	"CHR4V7|COORD:16202176..16203619| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G69935.1); similar to expressed protein [Oryza sativa (japonica"	AT4G33780.1	CHR03V5|COORD:6957221..6953874|protein expressed protein	LOC_Os03g12930.2	"no descriptionvery weakly similar to (95.1)AT4G33780| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G69935.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABF94797.1) | chr4:16202176-16203619 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07764 PRK12323"	not assigned.unknown	35_2

CUST_133108_PI403524517	2	-0.006928444	0.39580727	0.0069274902	-0.0160532	0.049850464	-0.09580135	35_37374	"Cluster: Chloroplast inositol phosphatase-like protein; n=2; Triticum aestivum|Rep: Chloroplast inositol phosphatase-like protein - Triticum aestivum (Wheat)"	UniRef90_Q5XUV3	CHR2V7|COORD:8994864..8996266| PSB29 (THYLAKOID FORMATION1)	AT2G20890.1	CHR07V5|COORD:22321480..22317313|protein chloroplast-localized Ptr ToxA-binding protein1, putative, expressed	LOC_Os07g37250.1	 no descriptionvery weakly similar to (61.6)AT2G20890| Symbols: THF1, PSB29 | PSB29 (THYLAKOID FORMATION1) | chr2:8994864-8996266 FORWARDvery weakly similar to (76.6)THF1_ORYSA	protein.targeting	29_3

CUST_11007_PI403524517	2	-0.15249634	0.9459019	-0.50083065	0.6268692	0.12111664	-0.12111664	35_3110	"Cluster: Hypothetical protein OSJNBa0086F04.32; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0086F04.32 - Oryza sativa (japonica"	UniRef90_Q6Z280	"CHR1V7|COORD:5448721..5450172| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G01985.1); similar to PE-PGRS FAMILY PROTEIN [Mycobacterium"	AT1G15830.1	CHR08V5|COORD:19073816..19075071|protein expressed protein	LOC_Os08g31090.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07003 PRK12323 PRK12678	not assigned.unknown	35_2

CUST_30356_PI403524517	2	-0.15359163	0.23140001	0.15359163	-0.3932953	0.33844137	-0.55647135	35_8762	"Cluster: Putative beta-1,3-glucanase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative beta-1,3-glucanase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6YVW0	CHR5V7|COORD:22406060..22407776| glycosyl hydrolase family 17 protein	AT5G55180.1	CHR07V5|COORD:21150635..21148317|protein hydrolase, hydrolyzing O-glycosyl compounds, putative, expressed	LOC_Os07g35350.3	 no descriptionmoderately similar to ( 217)AT5G55180| Symbols:  | glycosyl hydrolase family 17 protein | chr5:22406060-22407776 FORWARDweakly similar to ( 165)E13B_HORVUGlucan endo-1,3-beta-glucosidase GII precursor - Hordeum vulgare (Barley)Glyco_hydro_17 COG5309 	misc.beta 1,3 glucan hydrolases	26_4

CUST_29002_PI403524517	2	-0.0822382	0.0102853775	-0.09205055	0.078985214	-0.010284424	0.07380962	35_8381	"Cluster: CCAAT-box-binding transcription factor-like protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: CCAAT-box-binding transcription factor-like prote"	UniRef90_Q6YU01	CHR1V7|COORD:27271987..27277258| EDA25 (embryo sac development arrest 25)	AT1G72440.1	CHR09V5|COORD:1297966..1311561|protein CBF/Mak21 family protein, expressed	LOC_Os09g02810.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG5593 PRK02363 TFIIF_alpha	not assigned.unknown	35_2

CUST_107852_PI403524517	2	-1.5755053	-0.6513176	0.37532902	1.1668911	0.22913837	-0.22913837	35_30689	"Cluster: Hypothetical protein OJ1138_B05.116; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1138_B05.116 - Oryza sativa (japonica cult"	UniRef90_Q8H2N9		0	CHR07V5|COORD:847265..848060|protein expressed protein	LOC_Os07g02460.1	no description	not assigned.unknown	35_2

CUST_88834_PI403524517	2	-0.1993618	1.9156723	-0.9017887	0.78361607	0.1993618	-0.5117793	35_25419	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_14224_PI404877155	2	0.09815884	0.1740179	0.0020189285	-0.048597336	-0.1260004	-0.0020198822	Contig8059_at	EDR1 [Hordeum vulgare]	AAG31142.1	mitogen-activated protein kinase kinase kinase (MAPKKK) (EDR1)	At1g08720.1	protein expressed protein	Os10g29540	"ENHANCED DISEASE RESISTANCE 1;MAPKK KINASE EDR1;mitogen-activated protein kinase kinase kinase (MAPKKK) (EDR1), identical to EDR1, a MAP kinase kinase kinase (Arabidopsis thaliana) gi:11127925:gb:AAG31143"	signalling.MAP kinases	30_6

CUST_15619_PI403524517	2	0.22183514	1.4007049	0.21166086	-0.21166039	-0.431767	-0.45030308	35_4507	0	0	CHR3|COORD:21408519..21409830| protein kinase, putative, contains protein kinase domain, Pfam:PF00069	AT3G57770.1	CHR08V5|COORD:664913..668380|protein expressed protein	LOC_Os08g02060.1	no description	not assigned.unknown	35_2

CUST_165412_PI403524517	2	-0.5548563	0.4098425	-0.31917286	0.51402044	0.31917238	-0.5323458	35_46096	"Cluster: Putative NBS-LRR resistance protein RGH2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative NBS-LRR resistance protein RGH2 - Oryza sativa (jap"	UniRef90_Q67UX2		0	CHR01V5|COORD:41487575..41482662|protein NBS-LRR disease resistance protein, putative, expressed	LOC_Os01g71106.2	no description	not assigned.unknown	35_2

CUST_14678_PI403524517	2	-0.070100784	0.27116585	0.08867645	-0.045261383	-0.08078575	0.04526043	35_4225	"Cluster: Putative ERD4 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ERD4 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5JLH8	CHR4V7|COORD:11715988..11719156| early-responsive to dehydration protein-related / ERD protein-related	AT4G22120.1	CHR01V5|COORD:19732327..19721309|protein HYP1, putative, expressed	LOC_Os01g35050.4	no descriptionhighly similar to ( 848)AT4G22120| Symbols:  | early-responsive to dehydration protein-related / ERD protein-related | chr4:11715988-11719156 REVERSEnot assigned DUF221 COG5594	stress.abiotic.drought/salt	20_2_3

CUST_71071_PI403524517	2	0.43419838	-0.4278183	-0.26804256	0.1431818	-0.074505806	0.074505806	35_20359	"Cluster: P0696G06.26 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: P0696G06.26 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8L419	CHR5|COORD:14442495..14443339| expressed protein	AT5G36710.1	CHR01V5|COORD:39287084..39286176|protein expressed protein	LOC_Os01g67110.1	"no descriptionweakly similar to ( 110)AT5G36710| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G36800.1); similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE78001.1) | chr5:14442721-14443272 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07003 PRK12323 Herpes_BLLF1 Tymo_45kd_70kd DUF566 DUF1509 Atrophin-1 HPC2 PRK07764 TT_ORF1 APC_basic PRK08853 AF-4 Pneumo_att_G GRASP55_65 DUF1421 KAR9 PRK05648"	not assigned.unknown	35_2

CUST_692_PI404877155	2	-0.4911337	0.019682884	-0.010246277	0.026089668	-0.1718626	0.010246277	Contig10655_s_at	putative ERD4 protein [Oryza sativa (japonica cultivar-group)]	BAC82906.1	early-responsive to dehydration stress protein (ERD4)	At1g30360.1	protein expressed protein	Os07g05570	putative ERD4 protein	stress.abiotic.drought/salt	20_2_3

CUST_136460_PI403524517	2	0.084531784	-0.0121536255	-0.011546135	0.023418427	-0.038700104	0.011547089	35_38264	"Cluster: Hypothetical protein OSJNBa0093B11.14; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0093B11.14 - Oryza sativa (japonica"	UniRef90_Q9AV56	CHR2V7|COORD:12166813..12167464| similar to unknown [Hyacinthus orientalis] (GB:AAT08697.1)	AT2G28430.1	CHR10V5|COORD:17827053..17821105|protein zinc finger, C3HC4 type family protein, expressed	LOC_Os10g34030.1	no descriptionvery weakly similar to (58.2)AT2G28430| Symbols:  | similar to unknown [Hyacinthus orientalis] (GB:AAT08697.1) | chr2:12166813-12167464 REVERSE	not assigned.unknown	35_2

CUST_177714_PI403524517	2	0.031631947	0.49875784	-0.031631947	-0.085122585	0.63471794	-0.14143467	35_49431	Rep: LRR19 - Triticum aestivum (Wheat)	UniRef90_Q9ATQ8	CHR3V7|COORD:2226250..2229030| RPM1 (RESISTANCE TO P. SYRINGAE PV MACULICOLA 1)	AT3G07040.1	CHR01V5|COORD:20654837..20661680|protein disease resistance protein RPM1, putative, expressed	LOC_Os01g36640.1	 no descriptionvery weakly similar to (87.4)AT3G07040| Symbols: RPS3, RPM1 | RPM1 (RESISTANCE TO P. SYRINGAE PV MACULICOLA 1) | chr3:2226250-2229030 REVERSEnot assigned 	stress.biotic	20_1

CUST_48236_PI403524517	2	0.0017375946	-0.47013283	-0.15735245	0.01300621	-0.0017375946	0.051151276	35_13789	"Cluster: PREDICTED: similar to germinal histone H4 gene; n=2; Canis familiaris|Rep: PREDICTED: similar to germinal histone H4 gene - Canis familiaris"	UniRef90_UPI00005A5820	CHR5V7|COORD:24068875..24069186| histone H4	AT5G59690.1	CHR10V5|COORD:20690219..20689571|protein histone H4, putative, expressed	LOC_Os10g39410.1	no descriptionweakly similar to ( 164)AT5G59970| Symbols:  | histone H4 | chr5:24163578-24163889 REVERSEweakly similar to ( 164)H4_PEAHistone H4 - Pisum sativum (Garden pea)not assigned H4 H4 HHT1 Histone	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_17454_PI403524517	2	-0.14246178	1.0186815	0.43383884	0.14246225	-0.15899277	-0.51285744	35_5041	"Cluster: Hypothetical protein P0415C01.19; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0415C01.19 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5ZC70	CHR4V7|COORD:6952794..6954237| hydroxyproline-rich glycoprotein family protein	AT4G11430.1	CHR01V5|COORD:23343966..23342355|protein hypothetical protein	LOC_Os01g40740.1	no description	not assigned.unknown	35_2

CUST_34931_PI403524517	2	0.16426802	0.122000694	-0.16932058	-0.122000694	0.50511265	-0.7380657	35_10068	Rep: unknown protein - Arabidopsis thaliana	UniRef90_UPI000034EF96	"CHR3V7|COORD:10028400..10031299| similar to Os01g0920300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001045219.1); similar to putative 23S rRNA"	AT3G27180.1	CHR01V5|COORD:40502498..40508482|protein expressed protein	LOC_Os01g69120.3	"no descriptionweakly similar to ( 171)AT3G27180| Symbols:  | similar to Os01g0920300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001045219.1); similar to putative 23S rRNA (Uracil-5-)-methyltransferase [Candidatus Protochlamydia amoebophila UWE25] (GB:YP_008997.1); contains domain RNA M5U METHYLTRANSFERASE FAMILY (PTHR11061); contains domain no description (G3D.3.40.50.150); contains domain gb def: Emb|CAB12631.1 (PTHR11061:SF5); contains domain S-adenosyl-L-methionine-dependent methyltransferases (SSF53335) | chr3:10028400-10031299 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TrmA PRK07764 PRK11633 Extensin_2 Drf_FH1 TT_ORF1 PRK12678 DUF1421 TonB rumB Tymo_45kd_70kd PRK05648 PRK12323"	not assigned.unknown	35_2

CUST_65633_PI403524517	2	0.12057781	-1.1791353	-0.10864544	0.03629875	-0.03629875	0.10274696	35_18746	"Cluster: Hypothetical protein P0431A02.7; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0431A02.7 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q7XB80	CHR1V7|COORD:5770957..5773150| mitochondrial 28S ribosomal protein S29-related	AT1G16870.1	CHR07V5|COORD:5519909..5524998|protein expressed protein	LOC_Os07g10300.3	no descriptionhighly similar to ( 505)AT1G16870| Symbols:  | mitochondrial 28S ribosomal protein S29-related | chr1:5770957-5773150 REVERSEnot assigned TT_ORF1	not assigned.no ontology	35_1

CUST_179556_PI403524517	2	0.058187485	-0.09656954	-0.029400349	0.029400826	0.072739124	-0.07001114	35_49937	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53PU9		0	CHR11V5|COORD:3250412..3246004|protein expressed protein	LOC_Os11g06680.2	no description	not assigned.unknown	35_2

CUST_37127_PI403524517	2	-0.013967514	-0.4012022	0.01436615	0.013967514	-0.072621346	0.4164772	35_10698	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_44284_PI403524517	2	0.07276249	0.012581825	-0.012582302	-0.1332035	-0.29388237	0.16403913	35_12704	"Cluster: UPI00004DBE73 related cluster; n=2; Xenopus tropicalis|Rep: UPI00004DBE73 UniRef100 entry - Xenopus tropicalis"	UniRef90_UPI00004DBE73	CHR1V7|COORD:9039777..9042860| protein kinase	AT1G26150.1	CHR05V5|COORD:295257..298816|protein serine/arginine repetitive matrix protein 1, putative, expressed	LOC_Os05g01540.1	no descriptionnot assigned Atrophin-1	not assigned.unknown	35_2

CUST_72549_PI403524517	2	0.032071114	-0.03207016	0.18066978	-0.11223221	0.2257452	-0.13179398	35_20793	"Cluster: Putative prolyl endopeptidase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative prolyl endopeptidase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q658B2	CHR1V7|COORD:28576081..28579746| prolyl oligopeptidase	AT1G76140.1	CHR01V5|COORD:434415..445939|protein prolyl endopeptidase, putative, expressed	LOC_Os01g01830.1	no descriptionhighly similar to ( 712)AT1G76140| Symbols:  | prolyl oligopeptidase | chr1:28576081-28579746 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Peptidase_S9_N COG1505 PtrB PRK10115 PRK12323 PRK12678 PRK07764 PRK07003 Atrophin-1 Extensin_2 Umbravirus_LDM Protamine_P1	protein.degradation.serine protease	29_5_5

CUST_180291_PI403524517	2	-0.01058197	0.010581017	0.07313728	-0.15559673	0.06593323	-0.14467907	35_50142	"Cluster: Os02g0533000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os02g0533000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E0P6	"CHR5V7|COORD:1048337..1051868| Identical to Protein At5g03900 precursor [Arabidopsis Thaliana] (GB:Q8GW20;GB:Q8L632;GB:Q8LG15;GB:Q9FFM9;GB:Q9LZB9);"	AT5G03900.2	CHR02V5|COORD:19622802..19617168|protein expressed protein	LOC_Os02g33010.1	"no descriptionweakly similar to ( 135)AT5G03900| Symbols:  | Identical to Protein At5g03900 precursor [Arabidopsis Thaliana] (GB:Q8GW20;GB:Q8L632;GB:Q8LG15;GB:Q9FFM9;GB:Q9LZB9); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD28426.1); similar to Os02g0533000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001047028.1); contains InterPro domain HesB/YadR/YfhF; (InterPro:IPR000361) | chr5:1048337-1051868 FORWARD"	not assigned.unknown	35_2

CUST_160369_PI403524517	2	0.28263664	-0.07462406	-0.028646946	0.028647423	-0.091127396	0.1594181	35_44750	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_114385_PI403524517	2	0.35449982	0.29150105	-0.017830372	-0.08837938	-0.36422825	0.017830849	35_32463	"Cluster: Os03g0333100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os03g0333100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DS53	"CHR1V7|COORD:2060614..2067280| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G42440.1); similar to PREDICTED: hypothetical protein LOC553241"	AT1G06720.1	CHR03V5|COORD:12275908..12286466|protein ribosome biogenesis protein Bms1, putative, expressed	LOC_Os03g21530.2	"no descriptionvery weakly similar to (69.3)AT1G06720| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G42440.1); similar to PREDICTED: hypothetical protein LOC553241 isoform 2 [Danio rerio] (GB:XP_709801.1); similar to PREDICTED: hypothetical protein XP_679814 isoform 1 [Danio rerio] (GB:XP_684906.1); similar to unnamed protein product [Ostreococcus tauri] (GB:CAL57303.1); contains InterPro domain AARP2CN; (InterPro:IPR012948); contains InterPro domain Protein of unknown function DUF663; (InterPro:IPR007034) | chr1:2060614-2067280 REVERSE"	not assigned.unknown	35_2

CUST_20190_PI399408534	2	-0.10807514	0.40733528	-0.02344799	0.02344799	-0.37564087	0.025320053	35_10587	Rep: H0525G02.4 protein - Oryza sativa (Rice)	UniRef90_Q00RR6	CHR1V7|COORD:11188274..11192298| PAZ domain-containing protein / piwi domain-containing protein	AT1G31290.1	CHR04V5|COORD:31020119..31024367|protein eukaryotic translation initiation factor 2C 2, putative, expressed	LOC_Os04g52540.1	no descriptionweakly similar to ( 157)AT1G31290| Symbols:  | PAZ domain-containing protein / piwi domain-containing protein | chr1:11188274-11192298 FORWARDnot assigned PAZ_argonaute_like PAZ DUF1785	RNA.regulation of transcription.Argonaute	27_3_36

CUST_39084_PI403524517	2	0.11289787	0.062042713	-0.006968975	-0.0044369698	-0.28823423	0.0044369698	35_11243	"Cluster: Os01g0246500 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0246500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JP39	0	0	CHR01V5|COORD:8065897..8061604|protein RWP-RK domain containing protein, expressed	LOC_Os01g14420.1	no description	not assigned.unknown	35_2

CUST_152622_PI403524517	2	-0.03114891	0.9824238	0.14308739	-0.39922714	-0.2179079	0.03114891	35_42656	0	0		0	CHR07V5|COORD:21309645..21297935|protein expressed protein	LOC_Os07g35600.2	no description	not assigned.unknown	35_2

CUST_177762_PI403524517	2	0.102007866	-0.56743526	-0.13826466	0.016731262	-0.016730309	0.07795143	35_49444	Rep: Histone H2A - Petroselinum crispum (Parsley) (Petroselinum hortense)	UniRef90_P19177	CHR5V7|COORD:24132831..24133370| histone H2A, putative	AT5G59870.1	CHR03V5|COORD:9478877..9477951|protein histone H2A, putative, expressed	LOC_Os03g17100.1	 no descriptionvery weakly similar to (51.2)AT5G59870| Symbols:  | histone H2A, putative | chr5:24132831-24133370 REVERSEvery weakly similar to (57.0)H2A6_ORYSAnot assigned 	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_100299_PI403524517	2	0.5449414	0.8712921	0.025930405	-0.0860939	-0.64119387	-0.025929928	35_28633	"Cluster: Similarity to protein kinase; n=1; Arabidopsis thaliana|Rep: Similarity to protein kinase - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9FFW5	CHR5V7|COORD:15457074..15460237| protein kinase family protein	AT5G38560.1	CHR08V5|COORD:10216473..10215439|protein DNA-directed RNA polymerase II largest subunit, putative, expressed	LOC_Os08g16720.1	no description	not assigned.unknown	35_2

CUST_179202_PI403524517	2	0.15685463	0.5323682	0.07792759	-0.077928066	-1.433248	-0.36652565	35_49839	"Cluster: Hypothetical protein; n=1; Hordeum vulgare subsp. vulgare|Rep: Hypothetical protein - Hordeum vulgare var. distichum (Two-rowed barley)"	UniRef90_Q8S3W6		0	0	0	no description	not assigned.unknown	35_2

CUST_13277_PI399408534	2	0.06051731	0.23390484	-0.06051731	-0.14760017	-0.33868313	0.11959362	35_36997	"Cluster: PWWP domain protein-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: PWWP domain protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z1Z7	CHR5V7|COORD:7786176..7792083| HUA2 (ENHANCER OF AG-4 2)	AT5G23150.1	CHR08V5|COORD:29683..39772|protein HUA2, putative, expressed	LOC_Os08g01054.2	no descriptionvery weakly similar to (68.9)AT5G23150| Symbols: HUA2 | HUA2 (ENHANCER OF AG-4 2) | chr5:7786176-7792083 FORWARD	RNA.regulation of transcription.PWWP domain protein	27_3_68

CUST_12162_PI403524517	2	0.109638214	0.44782543	0.07147217	-0.088339806	-0.11773682	-0.07147217	35_3462	"Cluster: Hypothetical protein OSJNBa0065C16.4; n=1; Oryza sativa|Rep: Hypothetical protein OSJNBa0065C16.4 - Oryza sativa (Rice)"	UniRef90_Q94HR5	"CHR3V7|COORD:11258939..11260290| similar to Hypothetical protein [Oryza sativa] (GB:AAK92570.1); similar to Os10g0324600 [Oryza sativa (japonica"	AT3G29330.1	CHR10V5|COORD:8648945..8653679|protein expressed protein	LOC_Os10g17740.1	"no descriptionvery weakly similar to (60.5)AT3G29330| Symbols:  | similar to Hypothetical protein [Oryza sativa] (GB:AAK92570.1); similar to Os10g0324600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001064350.1) | chr3:11258939-11260290 REVERSEnot assigned not assigned GAL11"	not assigned.unknown	35_2

CUST_106255_PI403524517	2	0.15389729	0.4157362	0.07104969	-0.16680431	-0.07104874	-0.12473202	35_30244	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10SS1	"CHR4V7|COORD:17130954..17134305| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G18100.1); similar to expressed protein [Oryza sativa (japonica"	AT4G36210.2	CHR03V5|COORD:703629..699458|protein expressed protein	LOC_Os03g02170.3	"no descriptionweakly similar to ( 132)AT4G36210| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G18100.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABF93615.1); similar to Os03g0112800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001048731.1); contains InterPro domain Protein of unknown function DUF726; (InterPro:IPR007941) | chr4:17130954-17134305 FORWARDnot assigned DUF726"	not assigned.unknown	35_2

CUST_27701_PI399408534	2	-0.15116215	0.31176376	-0.0692215	0.004439354	0.10773945	-0.0044403076	35_32061	"Cluster: OSJNBa0064M23.3 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0064M23.3 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7X711	CHR1V7|COORD:23700625..23702371| PRLI-interacting factor-related	AT1G63850.1	CHR04V5|COORD:29028275..29030532|protein protein binding protein, putative, expressed	LOC_Os04g49060.1	no descriptionvery weakly similar to (65.5)AT1G63850| Symbols:  | PRLI-interacting factor-related | chr1:23700625-23702371 FORWARDnot assigned not assigned PRK07764	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_4931_PI404877155	2	-0.21421337	-0.14253712	-0.025731087	0.025731087	0.072402954	0.050430298	Contig1629_x_at	Triosephosphate isomerase, cytosolic (TIM) gb|AAB41052.1| cytosolic triosephosphate isomerase [Hordeum vulgare]	P34937	triosephosphate isomerase, cytosolic, putative	At3g55440.1	protein triosephosphate isomerase	Os01g05490	cytosolic triosephosphate isomerase	glycolysis.TPI	4_08

CUST_44820_PI403524517	2	0.22409868	0.2637682	0.08373356	-0.08373356	-0.63167715	-0.12085199	35_12852	"Cluster: Putative cytosine deaminase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative cytosine deaminase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q67VW4	0	0	CHR06V5|COORD:16851006..16857875|protein deaminase, putative, expressed	LOC_Os06g29430.1	no description	not assigned.unknown	35_2

CUST_15590_PI399408534	2	-0.03548336	0.050354004	-0.1220274	0.06300926	-0.008152008	0.008151054	35_19951	"Cluster: Hypothetical protein OJ1579_G03.2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1579_G03.2 - Oryza sativa (japonica cultivar"	UniRef90_Q65X80	CHR3V7|COORD:3958072..3960285| transcription factor, putative	AT3G12480.1	CHR05V5|COORD:24192610..24197502|protein dr1-associated corepressor, putative, expressed	LOC_Os05g41450.1	 no descriptionweakly similar to ( 161)AT3G12480| Symbols:  | transcription factor, putative | chr3:3958072-3960285 FORWARDnot assigned not assigned BUR6 CBFD_NFYB_HMF HAP5 	RNA.regulation of transcription.CCAAT box binding factor family, HAP5	27_3_16

CUST_181922_PI403524517	2	0.16603994	0.106360435	-0.106360435	-0.31362057	-0.3553462	0.11806679	35_50578	"Cluster: Trypsin inhibitor CMe precursor; n=2; Hordeum vulgare|Rep: Trypsin inhibitor CMe precursor - Hordeum vulgare (Barley)"	UniRef90_P01086		0	0	0	no descriptionvery weakly similar to (63.2)IAAE_HORVUTrypsin inhibitor CMe precursor - Hordeum vulgare (Barley)	not assigned.unknown	35_2

CUST_89133_PI403524517	2	0.13045502	0.011910439	0.09529877	-0.140625	-0.41180992	-0.011910439	35_25499	Rep: Hypothetical protein B1377B10.7 - Oryza sativa (japonica cultivar-group)	UniRef90_Q6ASW0	CHR3V7|COORD:6074234..6078434| protein kinase family protein	AT3G17750.1	CHR03V5|COORD:29115779..29108530|protein ATP binding protein, putative, expressed	LOC_Os03g51020.1	no descriptionweakly similar to ( 188)AT3G17750| Symbols:  | protein kinase family protein | chr3:6074234-6078434 FORWARD	protein.postranslational modification	29_4

CUST_11713_PI403524517	2	0.018575668	-1.3231621	-0.17108393	0.28140163	-0.018576622	0.71152306	35_3332	Rep: Putative glutathione S-transferase - Oryza sativa (Rice)	UniRef90_Q9FWE3	"CHR3V7|COORD:735078..735884| ATGSTF11 (GLUTATHIONE S-TRANSFERASE F11); glutathione transferase"	AT3G03190.1	CHR10V5|COORD:20903398..20901909|protein glutathione S-transferase, C-terminal domain containing protein, expressed	LOC_Os10g39740.1	" no descriptionweakly similar to ( 144)AT2G30870| Symbols: ERD13, ATGSTF4, ATGSTF10 | ATGSTF10 (EARLY DEHYDRATION-INDUCED 13); glutathione transferase | chr2:13148567-13149469 FORWARDweakly similar to ( 125)GSTF1_TOBACGlutathione S-transferase PARB - Nicotiana tabacum (Common tobacco)not assigned not assigned not assigned not assigned GST_C_Phi GST_N_Phi Gst GST_C GST_N_family GST_N GST_N_2 PRK12323 PRK07003 GST_N_GTT1_like PRK12678 "	misc.glutathione S transferases	26_9

CUST_34191_PI403524517	2	-0.19573975	0.42192745	0.09246254	-0.005001068	-0.15305996	0.005001068	35_9857	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_536_PI403524517	2	-0.0117816925	-0.09150314	9.6702576E-4	-9.689331E-4	0.026603699	0.03388214	35_141	"Cluster: Elongation factor 2; n=17; Magnoliophyta|Rep: Elongation factor 2 - Beta vulgaris (Sugar beet)"	UniRef90_O23755	"CHR1V7|COORD:20971910..20974742| LOS1 (Low expression of osmotically responsive genes 1); translation elongation factor/ translation factor, nucleic acid bindin"	AT1G56070.1	CHR02V5|COORD:18911065..18916199|protein elongation factor 2, putative, expressed	LOC_Os02g32030.1	" no descriptionmoderately similar to ( 423)AT1G56070| Symbols: AT1G56075.1, LOS1 | LOS1 (Low expression of osmotically responsive genes 1); translation elongation factor/ translation factor, nucleic acid binding | chr1:20971910-20974742 REVERSEmoderately similar to ( 436)EF2_BETVUElongation factor 2 - Beta vulgaris (Sugar beet)not assigned not assigned not assigned not assigned not assigned PRK07560 aeEF2_snRNP_like_IV FusA eEF2_snRNP_like_C EF2_IV_snRNP EFG_IV eEF2_C_snRNP EFG_C Elongation_Factor_C PRK12739 PRK12740 PRK00007 EFG_mtEFG_C EFG_like_IV mtEFG1_C "	protein.synthesis.elongation	29_2_4

CUST_87040_PI403524517	2	0.13131094	-0.06415653	0.040861607	-0.040862083	-0.37999058	1.165226	35_24926	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_8729_PI403524517	2	0.103358746	-1.3498793	-0.18665123	0.10015249	0.032028675	-0.032029152	35_2449	"Cluster: UPI0000DC1D9D related cluster; n=1; Rattus norvegicus|Rep: UPI0000DC1D9D UniRef100 entry - Rattus norvegicus"	UniRef90_UPI0000DC1D9D	CHR1V7|COORD:7285331..7288831| DEAD box RNA helicase, putative	AT1G20920.1	CHR10V5|COORD:19605119..19599332|protein expressed protein	LOC_Os10g37240.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_28777_PI403524517	2	0.1989932	0.36714983	0.07979584	-0.22022438	-0.20164394	-0.07979536	35_8311	"Cluster: Putative IAA-alanine resistance protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative IAA-alanine resistance protein - Oryza sativa (japon"	UniRef90_Q6YSC5	"CHR1V7|COORD:25524988..25527695| IAR1 (IAA-ALANINE RESISTANT 1); metal ion transporter"	AT1G68100.1	CHR08V5|COORD:22862320..22854254|protein zinc transporter SLC39A7, putative, expressed	LOC_Os08g36420.4	"no descriptionweakly similar to ( 103)AT1G68100| Symbols: IAR1 | IAR1 (IAA-ALANINE RESISTANT 1); metal ion transporter | chr1:25524988-25527695 FORWARDnot assigned Zip Mucin"	transport.metal	34_12

CUST_32085_PI403524517	2	0.44119024	0.4879241	0.2472372	-0.2472372	-0.49796486	-0.40988636	35_9253	Rep: Putative cytochrome P450 - Lolium rigidum (Annual ryegrass)	UniRef90_Q9ATV0	"CHR5V7|COORD:8567677..8570263| CYP714A1 (cytochrome P450, family 714, subfamily A, polypeptide 1); oxygen binding"	AT5G24910.1	CHR12V5|COORD:911504..915531|protein cytochrome P450 72A1, putative, expressed	LOC_Os12g02640.1	" no descriptionweakly similar to ( 125)AT5G24910| Symbols: CYP714A1 | CYP714A1 (cytochrome P450, family 714, subfamily A, polypeptide 1); oxygen binding | chr5:8567677-8570263 REVERSEvery weakly similar to (84.0)C72A1_CATROCytochrome P450 72A1 - Catharanthus roseus (Rosy periwinkle) (Madagascar periwinkle)not assigned not assigned not assigned p450 CypX "	misc.cytochrome P450	26_10

CUST_146933_PI403524517	2	-0.042142868	0.47198105	0.14836502	-0.16214561	0.042142868	-0.13458729	35_41126	"Cluster: Os09g0361100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os09g0361100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J2C1	CHR5V7|COORD:4886417..4888558| protein kinase, putative	AT5G15080.1	CHR09V5|COORD:11788181..11792500|protein protein kinase APK1A, chloroplast precursor, putative, expressed	LOC_Os09g19700.1	 no descriptionmoderately similar to ( 249)AT5G15080| Symbols:  | protein kinase, putative | chr5:4886417-4888558 FORWARDvery weakly similar to (89.4)NORK_PEANodulation receptor kinase precursor - Pisum sativum (Garden pea)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pkinase_Tyr TyrKc PTKc Pkinase S_TKc PTKc_Jak_rpt2 S_TKc PTKc_Fes_like PTKc_Trk PTKc_Musk PTKc_c-ros PTKc_Ror PTKc_EphR PTKc_Tyk2_rpt2 PTKc_Syk_like PTKc_Frk_like PTKc_Csk_like PTKc_Abl PTKc_TrkC PTKc_EGFR_like PTKc_Srm_Brk PTKc_Axl_like PTKc_Fer PTKc_Src_like PTKc_TrkB PTKc_Jak2_Jak3_rpt2 PTKc_InsR_like PTKc_DDR_like PTKc_Itk PTKc_Ack_like PTKc_DDR1 PTKc_Jak1_rpt2 PTKc_FAK PTKc_DDR2 PTK_Jak_rpt1 PTK_CCK4 PTKc_Tec_like PTKc_Tie1 PTKc_Tie2 PTKc_ALK_LTK PTKc_DDR 	protein.postranslational modification.kinase.receptor like cytoplasmatic kinase VII	29_4_1_57

CUST_30183_PI403524517	2	-0.24222755	0.3705368	0.07950783	-1.0871887E-4	-0.2814474	1.0871887E-4	35_8712	"Cluster: Transporter-like protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Transporter-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ZAJ7	CHR5V7|COORD:3199206..3201141| transporter-related	AT5G10190.1	CHR08V5|COORD:19514904..19516905|protein carbohydrate transporter/ sugar porter/ transporter, putative, expressed	LOC_Os08g31700.1	no descriptionmoderately similar to ( 212)AT5G10190| Symbols:  | transporter-related | chr5:3199206-3201141 FORWARDnot assigned not assigned not assigned MFS_1	not assigned.no ontology	35_1

CUST_16788_PI404877155	2	-0.07224941	-0.2954178	0.018235207	0.044034004	0.12771702	-0.018234253	HI05K16u_s_at	RNA recognition motif (RRM)-containing protein-like [Oryza sativa (japonica cultivar-group)] dbj|BAC57733.1| RNA recognition motif (RRM)-con	NP_910645.1	RNA recognition motif (RRM)-containing protein	At5g54580.1	protein RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain), putative	Os07g36490	RNA recognition motif (RRM)-containing protein	RNA.regulation of transcription	27_3

CUST_165868_PI403524517	2	-0.010876656	-0.22979641	-0.1065402	0.010876656	0.067212105	2.8201208	35_46214	"Cluster: Protein kinase domain containing protein, expressed; n=3; Oryza sativa|Rep: Protein kinase domain containing protein, expressed - Oryza sativa (japonic"	UniRef90_Q33B66	CHR1V7|COORD:22496859..22500684| proline-rich family protein	AT1G61080.1	CHR07V5|COORD:21102815..21108266|protein serine/threonine kinase-like protein, putative, expressed	LOC_Os07g35260.2	no description	not assigned.unknown	35_2

CUST_5903_PI404877155	2	-0.05186367	-0.0394516	-0.018099785	0.018099785	0.041095734	0.13132668	Contig1808_at	starch synthase I [Hordeum vulgare]	AAF37876.1	starch synthase, putative	At5g24300.1	protein glycosyl transferase, group 1 family protein, putative	Os06g06560	starch synthase I	major CHO metabolism.synthesis.starch.starch synthase	2_1_2_02

CUST_9448_PI403524517	2	-0.01816082	0.024843216	0.017000198	-0.05274582	0.010593414	-0.010592461	35_2654	"Cluster: Probable ubiquitin-fold modifier 1 precursor; n=2; Oryza sativa|Rep: Probable ubiquitin-fold modifier 1 precursor - Oryza sativa (Rice)"	UniRef90_Q94DM8	"CHR1V7|COORD:29211644..29212789| Identical to Probable ubiquitin-fold modifier 1 precursor [Arabidopsis Thaliana] (GB:Q9CA23); similar to Os01g0962400 [Oryza"	AT1G77710.1	CHR01V5|COORD:42748226..42746028|protein ubiquitin-fold modifier 1 precursor, putative, expressed	LOC_Os01g73140.1	"no descriptionweakly similar to ( 159)AT1G77710| Symbols:  | Identical to Probable ubiquitin-fold modifier 1 precursor [Arabidopsis Thaliana] (GB:Q9CA23); similar to Os01g0962400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001045478.1); similar to Probable ubiquitin-fold modifier 1 precursor (Protein PR46A) (GB:Q94EY2); similar to Probable ubiquitin-fold modifier 1 precursor (Protein PR46A) (GB:Q5PU89); contains InterPro domain Protein of unknown function UPF0185; (InterPro:IPR005375) | chr1:29211644-29212789 FORWARDweakly similar to ( 168)UFM1_ORYSAnot assigned Ufm1 UPF0185"	protein.degradation.ubiquitin	29_5_11

CUST_113953_PI403524517	2	0.15219975	0.1573801	0.09368229	-0.09368229	-0.3799219	-0.2861395	35_32341	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10H93		0	CHR03V5|COORD:22181848..22173870|protein expressed protein	LOC_Os03g40010.1	no description	not assigned.unknown	35_2

CUST_19617_PI403524517	2	0.09227085	0.28092194	-0.008216858	-0.0370512	-0.16687202	0.008215904	35_5684	"Cluster: Protein kinase-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: Protein kinase-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6KAK1	CHR4V7|COORD:14458828..14464698| protein kinase family protein / WD-40 repeat family protein	AT4G29380.1	CHR02V5|COORD:33887906..33879976|protein HEAT repeat family protein, expressed	LOC_Os02g55340.1	no descriptionmoderately similar to ( 493)AT4G29380| Symbols:  | protein kinase family protein / WD-40 repeat family protein | chr4:14458828-14464698 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned WD40 COG2319 WD40	protein.postranslational modification	29_4

CUST_137496_PI403524517	2	-0.036343575	-0.038160324	0.03634262	0.040233612	0.15298271	-0.06023407	35_38559	"Cluster: 60S ribosomal protein L3; n=13; BEP clade|Rep: 60S ribosomal protein L3 - Oryza sativa (Rice)"	UniRef90_P35684	"CHR1V7|COORD:16269432..16271071| ARP1 (ARABIDOPSIS RIBOSOMAL PROTEIN 1); structural constituent of ribosome"	AT1G43170.2	CHR12V5|COORD:3428223..3430787|protein 60S ribosomal protein L3, putative, expressed	LOC_Os12g07010.1	 no descriptionweakly similar to ( 188)AT1G43170| Symbols: EMB2207, RPL3A | ARP1 (ARABIDOPSIS RIBOSOMAL PROTEIN 1) | chr1:16269959-16271071 FORWARDmoderately similar to ( 212)RL3_ORYSAnot assigned Ribosomal_L3 rpl3p RplC 	protein.synthesis.misc ribososomal protein	29_2_2

CUST_100110_PI403524517	2	0.03711891	0.26350403	-0.03711891	-0.46528006	-0.27630424	1.3677349	35_28581	"Cluster: Coiled-coil protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Coiled-coil protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53JH6	CHR1V7|COORD:29149085..29151687| myosin heavy chain-related	AT1G77580.2	CHR11V5|COORD:3391832..3385190|protein coiled-coil protein, putative, expressed	LOC_Os11g06910.3	no descriptionvery weakly similar to (79.3)AT1G77580| Symbols:  | myosin heavy chain-related | chr1:29149526-29151494 REVERSEDUF869	not assigned.no ontology	35_1

CUST_105064_PI403524517	2	0.24266577	-0.06711388	-0.06673527	-0.04991865	0.04991865	0.18317413	35_29930	Rep: OSJNBb0016D16.3 protein - Oryza sativa (Rice)	UniRef90_Q7FAP2		0	CHR04V5|COORD:29434990..29435652|protein pectinesterase inhibitor domain containing protein, expressed	LOC_Os04g49720.1	no description	not assigned.unknown	35_2

CUST_17188_PI404877155	2	0.022977829	-0.27931213	-0.072753906	0.03398037	0.025746346	-0.022977829	HT06G21u_x_at	Enolase 1 (2-phosphoglycerate dehydratase 1) (2-phospho-D-glycerate hydro-lyase 1) pir||S16257 phosphopyruvate hydratase (EC 4.2.1.11) - mai	P26301	15328160|enolase	At2g36530.1	protein enolase	Os06g04510	Enolase 2 (2-phosphoglycerate dehydratase 2) (2-phospho-D-glycerate hydro-lyase 2)	glycolysis.enolase	4_12

CUST_11554_PI403524517	2	0.05022049	-0.70294666	-0.09079838	0.05352211	0.02101612	-0.02101612	35_3278	"Cluster: Thylakoid lumenal protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Thylakoid lumenal protein-like - Oryza sativa (japonica cultivar-group"	UniRef90_Q6H667	CHR1V7|COORD:4159285..4161267| thylakoid lumenal protein-related	AT1G12250.1	CHR02V5|COORD:25849663..25853274|protein expressed protein	LOC_Os02g42960.1	no descriptionmoderately similar to ( 301)AT1G12250| Symbols:  | thylakoid lumenal protein-related | chr1:4159621-4161267 FORWARDnot assigned COG1357	not assigned.no ontology	35_1

CUST_124571_PI403524517	2	0.39984798	0.089729786	-0.49390602	0.020809174	-0.020809174	-0.15528059	35_35110	Rep: Hypothetical protein - Medicago truncatula (Barrel medic)	UniRef90_Q1T5X1	CHR4V7|COORD:16771406..16773274| vestitone reductase-related	AT4G35250.1	CHR08V5|COORD:27567438..27562341|protein expressed protein	LOC_Os08g44000.1	no descriptionweakly similar to ( 189)AT4G35250| Symbols:  | vestitone reductase-related | chr4:16771406-16773274 REVERSEnot assigned PRAI PRK01222 TrpF PRAI	not assigned.no ontology	35_1

CUST_62994_PI403524517	2	0.2471714	0.094531536	-0.30736446	0.011449814	-0.2555132	-0.011450291	35_17971	"Cluster: Hypothetical protein OJ1717_A09.36; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1717_A09.36 - Oryza sativa (japonica cultiv"	UniRef90_Q6ZHC1	"CHR2V7|COORD:16735456..16738238| similar to proline-rich family protein [Arabidopsis thaliana] (TAIR:AT3G09000.1); similar to Os01g0141900 [Oryza"	AT2G40070.1	CHR02V5|COORD:28116435..28118289|protein expressed protein	LOC_Os02g46140.2	no descriptionnot assigned not assigned	not assigned.unknown	35_2

CUST_78178_PI403524517	2	-0.014911652	0.041560173	-0.21950531	0.06416035	0.014910698	-0.20710468	35_22410	"Cluster: PTS protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: PTS protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69SH3	"CHR5V7|COORD:25345463..25346842| ATPAP29/PAP29 (purple acid phosphatase 29); acid phosphatase/ protein serine/threonine phosphatase"	AT5G63140.1	CHR09V5|COORD:20942009..20945429|protein phosphatase DCR2, putative, expressed	LOC_Os09g36290.2	" no descriptionmoderately similar to ( 270)AT5G63140| Symbols: ATPAP29, PAP29 | ATPAP29/PAP29 (purple acid phosphatase 29); acid phosphatase/ protein serine/threonine phosphatase | chr5:25345463-25346842 FORWARDnot assigned "	misc.acid and other phosphatases	26_13

CUST_64729_PI403524517	2	-0.00349617	0.005261421	-0.045990944	0.087607384	0.00349617	-0.078136444	35_18481	Rep: H0211B05.1 protein - Oryza sativa (Rice)	UniRef90_Q01JB1	"CHR1V7|COORD:5546346..5547441| similar to cupin family protein [Arabidopsis thaliana] (TAIR:AT2G18540.1); similar to H0211B05.1 [Oryza sativa (indica"	AT1G16210.1	CHR04V5|COORD:27895775..27898428|protein eukaryotic translation initiation factor 4 gamma, putative, expressed	LOC_Os04g47370.2	"no descriptionweakly similar to ( 133)AT1G16210| Symbols:  | similar to cupin family protein [Arabidopsis thaliana] (TAIR:AT2G18540.1); similar to H0211B05.1 [Oryza sativa (indica cultivar-group)] (GB:CAH67164.1); similar to Os04g0561600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001053553.1); contains InterPro domain Protein of unknown function DUF1014; (InterPro:IPR010422); contains InterPro domain High mobility group box; (InterPro:IPR009071) | chr1:5546346-5547441 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF1014 PRK12323 PRK07003 PRK07764 tolA PRK12678 TolA PRK05648 TolA Atrophin-1 PRK07735 IER Tymo_45kd_70kd MAP7 Gag_spuma Caldesmon APC_basic PRK05035 HPC2 TT_ORF1 DUF1421 PRK09169 PRK10819 KAR9 Totivirus_coat AF-4 rne HpaP PRK12372 DUF566 DUF1509 Herpes_UL32 Umbravirus_LDM Herpes_UL56"	not assigned.unknown	35_2

CUST_37936_PI403524517	2	0.18864918	-0.012580872	-0.15738678	0.080854416	-0.1344099	0.012581825	35_10918	Rep: CG13731-PA - Drosophila melanogaster (Fruit fly)	UniRef90_Q9VVG2	CHR1V7|COORD:11399903..11405702| actin binding	AT1G31810.1	CHR07V5|COORD:24271675..24264784|protein formin-2, putative, expressed	LOC_Os07g40510.1	no descriptionnot assigned not assigned not assigned Extensin_2 Atrophin-1 Tymo_45kd_70kd	not assigned.unknown	35_2

CUST_56742_PI403524517	2	0.17749023	-0.67770195	-0.05491638	-3.5906258	0.054917336	0.119874954	35_16160	"Cluster: Endomembrane protein 70 containing protein, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Endomembrane protein 70 containing protein, exp"	UniRef90_Q2QWZ9	CHR1V7|COORD:3659322..3663622| endomembrane protein 70, putative	AT1G10950.1	CHR12V5|COORD:3854771..3860044|protein transmembrane 9 superfamily protein member 3 precursor, putative, expressed	LOC_Os12g07670.1	 no descriptionhighly similar to ( 847)AT1G10950| Symbols:  | endomembrane protein 70, putative | chr1:3659322-3663622 FORWARDnot assigned not assigned EMP70 MFS_1 Ribonuclease_BN 	not assigned.no ontology	35_1

CUST_17393_PI403524517	2	-0.17719555	-0.35360527	0.0070943832	0.020970345	0.031583786	-0.0070943832	35_5025	"Cluster: Glycosyltransferase family 43 protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Glycosyltransferase family 43 protein, expressed - O"	UniRef90_Q10N05	"CHR2V7|COORD:15594750..15596302| IRX9 (IRREGULAR XYLEM 9); transferase, transferring glycosyl groups"	AT2G37090.1	CHR03V5|COORD:9925432..9931477|protein beta3-glucuronyltransferase, putative, expressed	LOC_Os03g17850.1	" no descriptionvery weakly similar to (79.3)AT2G37090| Symbols: IRX9 | IRX9 (IRREGULAR XYLEM 9); transferase, transferring glycosyl groups | chr2:15594750-15596302 REVERSEnot assigned GlcAT-I "	protein.glycosylation	29_7

CUST_8628_PI404877155	2	-0.9029217	-2.4833145	1.1264591	-0.12553501	1.1239672	0.12553596	Contig25552_at	putative ROP4 protein [Hordeum vulgare subsp. vulgare]	CAD27896.1	Rac-like GTP-binding protein (ARAC8)	At3g48040.1	protein Rop family GTPase ROP4, putative	Os06g12790	Encodes a member of the Rop subfamily of Rho GTPases in Arabidopsis that contains a putative farnesylation motif.  It is localized to the plasma membrane and involved in the negative regulation of ABA signalling.	signalling.G-proteins	30_5

CUST_13572_PI403524517	2	-0.0796814	0.1925335	0.012595177	-0.012595177	-0.027345657	0.0147714615	35_3892	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_166494_PI403524517	2	0.20250654	0.23123312	0.047201633	-0.047201633	-0.16511631	-0.35205078	35_46382	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_33219_PI403524517	2	-0.13557434	0.34598732	0.24032402	0.030964851	-0.35756397	-0.030964851	35_9576	"Cluster: Putative peptide transporter; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative peptide transporter - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6YVW2	CHR3V7|COORD:20056863..20059132| proton-dependent oligopeptide transport (POT) family protein	AT3G54140.1	CHR07V5|COORD:24718372..24722198|protein peptide transporter PTR2, putative, expressed	LOC_Os07g41250.2	no descriptionweakly similar to ( 138)AT5G01180| Symbols:  | proton-dependent oligopeptide transport (POT) family protein | chr5:61256-63239 REVERSEnot assigned PTR2 PTR2	transport.peptides and oligopeptides	34_13

CUST_70832_PI403524517	2	0.116651535	-0.27511883	-0.1343031	-0.008369446	0.017189026	0.008369446	35_20296	"Cluster: Putative xylosyltransferase I; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative xylosyltransferase I - Oryza sativa (japonica cultivar-group)"	UniRef90_Q9ARU3	CHR1V7|COORD:26811102..26812814| glycosyltransferase family 14 protein / core-2/I-branching enzyme family protein	AT1G71070.1	CHR01V5|COORD:1229275..1233744|protein xylosyltransferase 1, putative, expressed	LOC_Os01g03160.2	no descriptionmoderately similar to ( 224)AT1G71070| Symbols:  | glycosyltransferase family 14 protein / core-2/I-branching enzyme family protein | chr1:26811102-26812814 REVERSEnot assigned Branch	misc.UDP glucosyl and glucoronyl transferases	26_2

CUST_21321_PI403524517	2	0.096549034	0.48336124	-0.03250408	0.03250408	-0.03670025	-0.061460495	35_6185	"Cluster: Hypothetical protein P0672D07.5; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0672D07.5 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q65WV2	CHR5V7|COORD:20148674..20149753| F-box family protein	AT5G49610.1	CHR05V5|COORD:4309362..4307738|protein F-box domain containing protein, expressed	LOC_Os05g08010.1	no description	not assigned.unknown	35_2

CUST_61112_PI403524517	2	0.026144028	0.01594162	0.0830307	-0.01594162	-0.044322014	-0.049571037	35_17434	"Cluster: Putative CLP protease regulatory subunit CLPX; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative CLP protease regulatory subunit CLPX - Oryza s"	UniRef90_Q5N8G6	"CHR5V7|COORD:21661286..21664729| CLPX (Clp protease regulatory subunit X); ATPase"	AT5G53350.1	CHR01V5|COORD:38853257..38847481|protein ATP-dependent Clp protease ATP-binding subunit clpX, putative, expressed	LOC_Os01g66330.1	"no descriptionhighly similar to ( 549)AT5G53350| Symbols: CLPX | CLPX (Clp protease regulatory subunit X); ATPase | chr5:21661286-21664729 FORWARDnot assigned not assigned not assigned not assigned not assigned clpX ClpX hslU HslU AAA_2 clpA COG0714 AAA SpoVK COG1223 AAA PRK03992 RPT1 AAA"	protein.degradation.serine protease	29_5_5

CUST_37729_PI403524517	2	0.82970333	-1.0972719	-0.57065487	0.8745918	0.3363514	-0.3363514	35_10862	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_173878_PI403524517	2	-0.23953533	-0.07527447	0.07527447	0.6949692	-0.08693075	0.15232086	35_48413	"Cluster: Os01g0847700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0847700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JHR5	CHR2V7|COORD:15845916..15847830| aldo/keto reductase family protein	AT2G37790.1	CHR01V5|COORD:36737487..36741459|protein aldose reductase, putative, expressed	LOC_Os01g62870.2	no descriptionweakly similar to ( 113)AT2G37790| Symbols:  | aldo/keto reductase family protein | chr2:15845916-15847830 FORWARDvery weakly similar to (67.4)ALDR_HORVUAldose reductase - Hordeum vulgare (Barley)not assigned ARA1 Aldo_ket_red dkgA dkgB	minor CHO metabolism.others	3_5

CUST_18812_PI404877155	2	-0.013204575	-0.6508255	0.013205528	0.07330799	0.14184284	-0.15109062	HVSMEn0024I06r2_s_at	0	BAD07797.1	ribose-phosphate pyrophosphokinase 4 / phosphoribosyl diphosphate synthetase 4 (PRS4)	At2g42910.1	protein ribose-phosphate pyrophosphokinase	Os02g48390	phosphoribosyl pyrophosphate synthetase	amino acid metabolism.synthesis.histidine	13_1_7

CUST_8155_PI399408534	2	0.11904049	0.6542549	0.2622223	-0.37301445	-0.11904049	-0.5101433	35_21217	"Cluster: U2 snRNP auxiliary factor, small subunit; n=2; Oryza sativa|Rep: U2 snRNP auxiliary factor, small subunit - Oryza sativa (Rice)"	UniRef90_Q9ZQW9	"CHR1V7|COORD:9615139..9616029| ATU2AF35A; RNA binding"	AT1G27650.1	CHR05V5|COORD:27996940..27999691|protein splicing factor U2af 38 kDa subunit, putative, expressed	LOC_Os05g48960.3	"no descriptionmoderately similar to ( 341)AT5G42820| Symbols: ATU2AF35B | ATU2AF35B; RNA binding | chr5:17187673-17188524 REVERSEnot assigned not assigned RRM"	RNA.processing.splicing	27_1_1

CUST_16053_PI403524517	2	0.24733925	-0.18229389	0.0402956	-0.0867424	0.0116996765	-0.0116996765	35_4632	"Cluster: Hypothetical protein P0033D06.18; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0033D06.18 - Oryza sativa (japonica cultivar-g"	UniRef90_Q65XT0	CHR1V7|COORD:3010272..3012230| agenet domain-containing protein	AT1G09320.1	CHR05V5|COORD:1867285..1863062|protein RNA binding protein, putative, expressed	LOC_Os05g04180.1	no descriptionweakly similar to ( 186)AT1G09320| Symbols:  | agenet domain-containing protein | chr1:3010272-3012230 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned Agenet PRK07003 PRK07764 PRK12323	not assigned.no ontology.agenet domain-containing protein	35_1_2

CUST_4509_PI403524517	2	-1.9236431	-0.018974304	0.16908741	0.05779457	-0.018364906	0.018364906	35_1244	"Cluster: Putative late embryogenesis abundant protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative late embryogenesis abundant protein - Oryza sat"	UniRef90_Q75HZ0	CHR2V7|COORD:18966236..18967435| late embryogenesis abundant protein, putative / LEA protein, putative	AT2G46140.1	CHR05V5|COORD:28987287..28985955|protein late embryogenesis abundant protein Lea14-A, putative, expressed	LOC_Os05g50710.1	 no descriptionweakly similar to ( 188)AT2G46140| Symbols:  | late embryogenesis abundant protein, putative / LEA protein, putative | chr2:18966236-18967435 FORWARDweakly similar to ( 186)LEA14_GOSHILate embryogenesis abundant protein Lea14-A - Gossypium hirsutum (Upland cotton) (Gossypium mexicanum)not assigned not assigned not assigned not assigned LEA_2 PRK12323 	development.late embryogenesis abundant	33_2

CUST_127431_PI403524517	2	0.16344833	0.4959774	-0.05299282	-0.11281204	-0.09640789	0.052991867	35_35841	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_32352_PI403524517	2	0.033813477	-0.14687443	-0.06275177	0.09727192	0.1288166	-0.03381443	35_9329	Rep: H0215F08.4 protein - Oryza sativa (Rice)	UniRef90_Q01KC6	CHR5|COORD:9480597..9482772| exonuclease family protein, contains exonuclease domain, Pfam:PF00929	AT5G26940.4	CHR04V5|COORD:31464881..31459844|protein DNA polymerase III, epsilon subunit, putative, expressed	LOC_Os04g53200.2	no descriptionvery weakly similar to ( 100)AT5G26940| Symbols:  | exonuclease family protein | chr5:9481432-9482650 FORWARDnot assigned PRK06309 EXOIII	DNA.unspecified	28_99

CUST_26314_PI403524517	2	0.052657127	-0.24092579	0.093717575	-0.20604515	-0.05265808	0.123205185	35_7626	Rep: Hypothetical protein OJ1111_B11.20 - Oryza sativa (Rice)	UniRef90_Q94GE0	CHR5V7|COORD:23837804..23840325| protein kinase-related	AT5G59010.1	CHR03V5|COORD:34602277..34607157|protein TPR-containing protein kinase, putative, expressed	LOC_Os03g61010.1	no descriptionhighly similar to ( 521)AT5G59010| Symbols:  | ATP binding / binding / protein kinase | chr5:23837804-23839725 REVERSEweakly similar to ( 123)CRI4_MAIZEPutative receptor protein kinase CRINKLY4 precursor - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PTKc TyrKc Pkinase_Tyr Pkinase S_TKc S_TKc PTKc_Csk_like PTKc_Jak_rpt2 PTKc_Fes_like PTKc_Fes PTKc_Trk PTKc_Ror PTKc_Srm_Brk PTKc_Chk PTKc_Tyk2_rpt2 PTKc_Abl PTKc_Tec_like PTKc_InsR_like PRK12323 PTKc_Csk PRK07003 PTKc_EphR PTKc_Ack_like PRK07764 TT_ORF1 PTKc_Syk_like PTKc_Fer PTKc_FGFR PTKc_Tec_Rlk PTKc_Frk_like PTKc_Itk PTKc_Jak2_Jak3_rpt2 PTKc_Src_like Atrophin-1 Protamine_P1 PTKc_Jak1_rpt2 PTK_Jak2_Jak3_rpt1 PTKc_Btk_Bmx PTKc_EGFR_like	protein.postranslational modification	29_4

CUST_16036_PI404877155	2	0.024274826	0.312912	0.051620483	-0.024273872	-0.045423508	-0.07786465	Contig9907_at	Ras-related protein RGP2 (GTP-binding regulatory protein RGP2) pir||S30273 GTP-binding protein rgp2 - rice	Q40723	Ras-related protein (RAB11A) / small GTP-binding protein, putative	At3g46830.1	protein Ras family, putative	Os05g20050	NONE	signalling.G-proteins	30_5

CUST_23646_PI403524517	2	0.008325577	-9.403229E-4	0.029586792	9.4127655E-4	-0.04318714	-0.08156395	35_6872	"Cluster: Hypothetical protein P0046E09.31; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0046E09.31 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5VM93	"CHR5V7|COORD:26951594..26951920| similar to Os06g0157800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001056861.1); similar to W02D3.12 [Caenorhabditis"	AT5G67490.1	CHR06V5|COORD:2944570..2945379|protein expressed protein	LOC_Os06g06330.1	"no descriptionvery weakly similar to (72.8)AT5G67490| Symbols:  | similar to Os06g0157800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001056861.1); similar to W02D3.12 [Caenorhabditis elegans] (GB:NP_740875.1); contains InterPro domain Protein of unknown function DUF1674; (InterPro:IPR012875) | chr5:26951594-26951920 REVERSEnot assigned not assigned not assigned DUF1674 PRK12323 COG5508"	not assigned.unknown	35_2

CUST_73309_PI403524517	2	-0.36283922	-0.79032993	0.39719915	0.46096277	0.36283922	-0.542398	35_21018	"Cluster: Putative glutathione S-transferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative glutathione S-transferase - Oryza sativa (japonica cultiv"	UniRef90_Q8S702	"CHR1V7|COORD:3395740..3396808| ATGSTU18 (GLUTATHIONE S-TRANSFERASE 29); glutathione transferase"	AT1G10360.1	CHR10V5|COORD:20221525..20222737|protein glutathione S-transferase GSTU6, putative, expressed	LOC_Os10g38470.1	" no descriptionweakly similar to ( 192)AT1G10360| Symbols: GST29, ATGSTU18 | ATGSTU18 (GLUTATHIONE S-TRANSFERASE 29); glutathione transferase | chr1:3395740-3396808 REVERSEmoderately similar to ( 214)GSTU6_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned GST_C_Tau GST_N_Tau Gst GST_N_family GST_N GST_N_Zeta GST_N_Phi GST_N_4 PRK12323 GST_N_SspA sspA GST_N_Omega GST_N_3 "	misc.glutathione S transferases	26_9

CUST_28700_PI403524517	2	0.35427046	0.45838928	-0.11187458	-0.3523612	0.069275856	-0.06927538	35_8290	Rep: Putative RING-H2 finger protein - Oryza sativa (Rice)	UniRef90_Q94HJ7	CHR5V7|COORD:7786176..7792083| HUA2 (ENHANCER OF AG-4 2)	AT5G23150.1	CHR05V5|COORD:515888..517710|protein zinc finger, RING-type, putative, expressed	LOC_Os05g01940.1	no descriptionvery weakly similar to (50.4)AT3G46620| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr3:17189822-17191009 REVERSEnot assigned not assigned	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_73258_PI403524517	2	-0.054665565	-0.16516209	-0.049498558	0.15690517	0.049498558	0.051743507	35_21003	"Cluster: Putative actin interacting protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative actin interacting protein - Oryza sativa (japonica"	UniRef90_Q7XI14	CHR4|COORD:17197252..17200924| FAD linked oxidase family protein, low similarity to SP:Q12627 from Kluyveromyces lactis and SP:P32891 from Saccharomyces cerevis	AT4G36400.2	CHR07V5|COORD:4651093..4658723|protein D-2-hydroxyglutarate dehydrogenase, mitochondrial precursor, putative, expressed	LOC_Os07g08950.2	no descriptionweakly similar to ( 160)AT4G36400| Symbols:  | FAD linked oxidase family protein | chr4:17197268-17200475 FORWARDnot assigned FAD-oxidase_C GlcD	not assigned.no ontology	35_1

CUST_15547_PI404877155	2	0.5873089	-0.7861347	-0.5338583	-0.44700766	0.6548958	0.44700766	Contig9392_at	hydrophobic protein, putative / low temperature and salt responsive protein, putative [Arabidopsis thaliana]	NP_565897.1	hydrophobic protein, putative / low temperature and salt responsive protein, putative	At2g38905.1	protein expressed protein	Os05g03130	"hydrophobic protein, putative / low temperature and salt responsive protein, putative, strong similarity to SP:Q9ZNQ7 Hydrophobic protein RCI2A (Low temperature and salt responsive protein LTI6A) {Arabidopsis thaliana}; contains Pfam profile PF01679: Unch"	stress.abiotic.cold	20_2_2

CUST_147160_PI403524517	2	-0.0817709	0.073553085	-0.07355356	0.09853554	0.71845055	-0.122124195	35_41186	"Cluster: Hypothetical protein P0022B05.103; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0022B05.103 - Oryza sativa (japonica cultivar"	UniRef90_Q7XIF2		0	CHR07V5|COORD:1010179..1013286|protein F-box domain containing protein, expressed	LOC_Os07g02770.1	no description	not assigned.unknown	35_2

CUST_64270_PI403524517	2	-0.27943993	0.50844	-0.030448914	0.18490124	0.012637138	-0.012637138	35_18349	"Cluster: Hypothetical protein OSJNBa0001O14.8; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0001O14.8 - Oryza sativa (japonica cu"	UniRef90_Q9AV28	CHR3V7|COORD:8063070..8064482| leucine-rich repeat family protein / extensin family protein	AT3G22800.1	CHR10V5|COORD:21031372..21030333|protein expressed protein	LOC_Os10g39920.1	no descriptionnot assigned not assigned PRK12323	not assigned.unknown	35_2

CUST_19654_PI403524517	2	0.023007393	0.45253372	-0.023008347	0.286273	-0.10226631	-0.05844879	35_5695	"Cluster: Putative thiamin pyrophosphokinase 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative thiamin pyrophosphokinase 1 - Oryza sativa (japonica"	UniRef90_Q5JK24	CHR2V7|COORD:18458585..18459829| thiamin pyrophosphokinase, putative	AT2G44750.2	CHR01V5|COORD:41198733..41195557|protein thiamin pyrophosphokinase 1, putative, expressed	LOC_Os01g70580.1	 no descriptionmoderately similar to ( 305)AT2G44750| Symbols:  | thiamin pyrophosphokinase, putative | chr2:18458585-18459829 FORWARDnot assigned THI80 TPK_catalytic TPK_B1_binding 	Co-factor and vitamine metabolism.thiamine.thiamine diphosphokinase	18_2_1

CUST_139688_PI403524517	2	0.004494667	-0.11882019	0.14223766	-0.0044956207	0.13869	-0.03236103	35_39175	Rep: Hypothetical protein 334B7.2 - Zea mays (Maize)	UniRef90_Q9XHF3	CHR2V7|COORD:6912794..6916364| similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAP03423.1)	AT2G15860.1	CHR03V5|COORD:30212792..30209402|protein expressed protein	LOC_Os03g52780.1	no descriptionvery weakly similar to (79.0)AT2G15860| Symbols:  | similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAP03423.1) | chr2:6912794-6916364 REVERSE	not assigned.unknown	35_2

CUST_69778_PI403524517	2	0.12562656	-0.4662943	-0.07986927	0.014253616	0.021665573	-0.014253616	35_19965	"Cluster: Putative adenyl cyclase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative adenyl cyclase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7F0M7	"CHR3V7|COORD:7560756..7563208| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G15640.1); similar to adenyl cyclase [Nicotiana tabacum]"	AT3G21465.1	CHR07V5|COORD:28220264..28213437|protein adenyl cyclase, putative, expressed	LOC_Os07g47201.1	"no descriptionmoderately similar to ( 360)AT3G21465| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G15640.1); similar to adenyl cyclase [Nicotiana tabacum] (GB:AAB87670.1) | chr3:7560756-7562704 FORWARD"	not assigned.unknown	35_2

CUST_32783_PI403524517	2	0.22569752	0.114006996	-0.119093895	-0.058555603	-0.07480621	0.05855465	35_9448	Rep: H0211B05.2 protein - Oryza sativa (Rice)	UniRef90_Q01JB0	"CHR1V7|COORD:7079039..7082494| similar to H0211B05.2 [Oryza sativa (indica cultivar-group)] (GB:CAH67165.1); contains domain SUBFAMILY NOT NAMED (PTHR21568:SF5)"	AT1G20410.1	CHR04V5|COORD:27903554..27898899|protein RNA-binding protein, containing THUMP domain, putative, expressed	LOC_Os04g47380.1	"no descriptionweakly similar to ( 125)AT1G20410| Symbols:  | similar to H0211B05.2 [Oryza sativa (indica cultivar-group)] (GB:CAH67165.1); contains domain SUBFAMILY NOT NAMED (PTHR21568:SF5); contains domain Pseudouridine synthase (SSF55120); contains domain FAMILY NOT NAMED (PTHR21568) | chr1:7079039-7082494 REVERSEnot assigned COG1258"	not assigned.unknown	35_2

CUST_56631_PI403524517	2	-0.013961792	-0.028571129	0.013962746	0.13662052	0.11828041	-0.07910538	35_16122	"Cluster: ATP-dependent transporter ycf16, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: ATP-dependent transporter ycf16, putative, expre"	UniRef90_Q10LW5	CHR3V7|COORD:3335330..3337309| ATNAP7 (Arabidopsis thaliana non-intrinsic ABC protein 7)	AT3G10670.1	CHR03V5|COORD:12259003..12255057|protein ATP-dependent transporter ycf16, putative, expressed	LOC_Os03g21490.2	no descriptionmoderately similar to ( 359)AT3G10670| Symbols: ATNAP7 | ATNAP7 (Arabidopsis thaliana non-intrinsic ABC protein 7) | chr3:3335330-3337309 REVERSEvery weakly similar to (57.4)PDR15_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned ycf16 sufC ABC_FeS_Assembly sufC ABC_Mj1267_LivG_branched ABC_NikE_OppD_transporters ABC_TM1139_LivF_branched ABC_tran CcmA ABC_cobalt_CbiO_domain1 LivG COG1123 MglA COG3845 FepC LivF MalK DppD CydD ABC_cobalt_CbiO_domain2 AppF ABC_Metallic_Cations ABC_Carb_Solutes_like ABCC_MRP_Like DppF PRK11160 SalX CbiO ABC_PstB_phosphate_transporter PotA ABC_YhbG ABCC_bacteriocin_exporters ABC_Org_Solvent_Resistant SunT ABC_DR_subfamily_A ABC_ATPase CydC ABC_Iron-Siderophores_B12_Hemin Ttg2A ZnuC ABC_MJ0796_Lo1CDE_FtsE MdlB ABC_BcrA_bacitracin_resist YhbG ABC_PhnC_transporter ABC_subfamily_A Uup ABCC_cytochrome_bd ABC_Carb_Monos_I GlnQ ABC_MalK_N COG4619 ABC_Class3 COG3638 PRK11174 livG COG4172 ABCG_White ABCC_Glucan_exporter_like ABC_ModC_like ABC_MetN_methionine_transporter PhnK ABC_DrrA ABC_drug_resistance_like ABCC_ATM1_transporter ABC_PotA_N ModF TauB ABCG_EPDR COG4674 potG ABC_MTABC3_MDL1_MDL2 phnK COG4136 CysA ABC_ModC_molybdenum_transporter COG4559 PRK09700 ABC_HisP_GlnQ_permeases ABC_NrtD_SsuB_transporters NatA PhnK ABCC_MsbA ProV ThiQ PRK10419 ABC_NatA_like CcmA araG potA ABCC_MRP_domain2 ABC_PDR_domain1 ABC_ThiQ_thiamine_transporter AbcC ABCC_Hemolysin ABC_putative_ATPase ABC_NatA_sodium_exporter PRK11000 COG4181 PstB PRK10247 ugpC ABC_Pro_Gly_Bertaine ABC_RNaseL_inhibitor_domain1 PRK10584 PRK10895 ABC_Carb_Monos_II PRK10982 ABCC_TAP FtsE PRK11264 COG1245 ABCC_Protease_Secretion ArpD PRK10522 ABC_FtsE_transporter ABC_CysA_sulfate_importer glnQ OpuBA PRK10070 ABC_KpsT_Wzt PvdE COG4586 SapF PRK10535 ATM1 ABC_RNaseL_inhibitor_domain2 PRK11147 HisP TagH PRK10762 PRK10789 lolD PRK11176 PRK11819 ABC_CcmA_heme_exporter COG4152 livF dppF PRK10908 ABC_OpuCA_Osmoprotection PRK10851 modC PRK10636 PRK03695 PRK11831 SapD COG4178 ABCF_EF-3	transport.ABC transporters and multidrug resistance systems	34_16

CUST_16840_PI403524517	2	0.013866425	-0.6467819	-0.14511108	0.016144753	-0.007944107	0.007945061	35_4861	"Cluster: LysM-domain GPI-anchored protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: LysM-domain GPI-anchored protein - Oryza sativa (japonica cultivar-g"	UniRef90_Q4VVD8	CHR1V7|COORD:7680678..7682515| peptidoglycan-binding LysM domain-containing protein	AT1G21880.2	CHR06V5|COORD:5558910..5562098|protein erwinia induced protein 1, putative, expressed	LOC_Os06g10660.1	no descriptionmoderately similar to ( 330)AT1G21880| Symbols: LYM1 | peptidoglycan-binding LysM domain-containing protein | chr1:7680678-7682515 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Atrophin-1 PRK12323 TT_ORF1 Extensin_2 PRK07003 Tymo_45kd_70kd PRK07764 HPC2 PRK05648 Pneumo_att_G Herpes_BLLF1 DUF566 DUF1421 Drf_FH1 GRASP55_65 Protamine_P1 APC_basic PRK12678 Herpes_UL32 PRK10856 Protamine_P2 ETS_PEA3_N KAR9	not assigned.no ontology	35_1

CUST_75282_PI403524517	2	0.1581974	0.07493496	-0.026676178	-0.0714283	-0.12032318	0.026676178	35_21579	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10PX0	0	0	CHR03V5|COORD:6206343..6211624|protein expressed protein	LOC_Os03g11890.1	no description	not assigned.unknown	35_2

CUST_75717_PI403524517	2	0.030467033	0.46853352	0.14074707	-0.12722397	-0.050157547	-0.03046608	35_21705	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_99543_PI403524517	2	0.116848946	-0.26732826	-0.07331467	0.05921173	0.26114273	-0.05921173	35_28414	"Cluster: Pyruvate dehydrogenase E1 beta subunit isoform 3; n=5; Poaceae|Rep: Pyruvate dehydrogenase E1 beta subunit isoform 3 - Zea mays (Maize)"	UniRef90_Q9ZQY1	CHR5V7|COORD:20706897..20710202| pyruvate dehydrogenase E1 component beta subunit, mitochondrial / PDHE1-B (PDH2)	AT5G50850.1	CHR08V5|COORD:26645139..26650453|protein pyruvate dehydrogenase E1 component subunit beta, mitochondrial precursor, putative, expressed	LOC_Os08g42410.2	 no descriptionweakly similar to ( 154)AT5G50850| Symbols:  | pyruvate dehydrogenase E1 component beta subunit, mitochondrial / PDHE1-B (PDH2) | chr5:20706897-20710202 FORWARDweakly similar to ( 153)ODPB_PEAPyruvate dehydrogenase E1 component subunit beta, mitochondrial precursor - Pisum sativum (Garden pea)not assigned not assigned PRK11892 PRK09212 AcoB Transketolase_C odpB COG3958 PRK05444 Dxs 	TCA / org. transformation.TCA.pyruvate DH.E1	8_1_1_1

CUST_2699_PI403524517	2	-0.06588268	0.06588268	-0.17098331	0.2274456	-0.09108162	0.20351028	35_738	"Cluster: Putative GDA2 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative GDA2 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5JK83	"CHR5V7|COORD:16832858..16834160| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G27090.1); similar to N-rich protein [Glycine max] (GB:CAI44933.1);"	AT5G42050.1	CHR01V5|COORD:20929108..20926161|protein N-rich protein, putative, expressed	LOC_Os01g36950.2	"no descriptionmoderately similar to ( 271)AT5G42050| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G27090.1); similar to N-rich protein [Glycine max] (GB:CAI44933.1); contains domain KELCH-RELATED PROTEINS (PTHR23230); contains domain no description (SM00767); contains domain gb def: Hypothetical protein At5g42050 (PTHR23230:SF16) | chr5:16832858-16834160 FORWARDmoderately similar to ( 279)B2_DAUCAB2 protein - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07003 PRK12323 PRK07764 Herpes_BLLF1 Atrophin-1 PRK05648 APC_basic PRK12678 PRK08770 HPC2 Pneumo_att_G Drf_FH1 PRK00708 AF-4 DUF1509 GRASP55_65 DUF1421 rne DamX Gag_spuma TT_ORF1 TonB DedD FAP Metaviral_G PRK08853 PRK10856 Herpes_UL32 DUF605 KAR9 TolA Tymo_45kd_70kd PRK10819 Extensin_2 PRK12495 MAP7 PRK08691 DAG1 COG4372 PRK11901 MCPVI Herpes_TAF50 COG3889 Peptidase_S39 Syndecan Totivirus_coat DUF566 TolA COG4942 CTF_NFI COG3456 PRK11637 PRK12372 Mucin BASP1 PRK10672 PRK10263 ERM Herpes_U47 xseA CDC27 Herpes_gI HpaP Chon_Sulph_att"	not assigned.no ontology	35_1

CUST_11692_PI403524517	2	-0.29520988	-0.5463362	-0.027671814	0.09837246	0.027671814	0.076563835	35_3322	"Cluster: Hypothetical protein OSJNBa0035J16.12; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0035J16.12 - Oryza sativa (japonica"	UniRef90_Q6ATY1	CHR4V7|COORD:1306658..1310699| oxidoreductase, 2OG-Fe(II) oxygenase family protein	AT4G02940.1	CHR05V5|COORD:19445837..19442499|protein oxidoreductase, 2OG-Fe oxygenase family protein, expressed	LOC_Os05g33310.1	 no descriptionmoderately similar to ( 350)AT4G02940| Symbols:  | oxidoreductase, 2OG-Fe(II) oxygenase family protein | chr4:1306658-1310699 FORWARDnot assigned 	not assigned.no ontology	35_1

CUST_115641_PI403524517	2	0.16108131	-1.0258174	-0.019795418	0.16880322	0.019795418	-0.02781105	35_32797	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_59949_PI403524517	2	0.05083561	-0.38003635	-0.0328207	0.027852058	-0.027852058	0.05276203	35_17090	"Cluster: Inositol monophosphatase 3, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Inositol monophosphatase 3, putative, expressed - Ory"	UniRef90_Q10HI4	"CHR3V7|COORD:627749..629689| VTC4; 3'(2'),5'-bisphosphate nucleotidase/ inositol or phosphatidylinositol phosphatase"	AT3G02870.1	CHR03V5|COORD:21636579..21639637|protein inositol monophosphatase 3, putative, expressed	LOC_Os03g39000.2	" no descriptionmoderately similar to ( 403)AT3G02870| Symbols: VTC4 | VTC4; 3'(2'),5'-bisphosphate nucleotidase/ inositol or phosphatidylinositol phosphatase | chr3:627749-629689 REVERSEmoderately similar to ( 394)IMPP_MESCRInositol monophosphatase - Mesembryanthemum crystallinum (Common ice plant)not assigned not assigned IMPase Inositol_P SuhB IMPase_like PRK10757 Bacterial_IMPase_like_2 Bacterial_IMPase_like_1 PRK12676 CysQ Arch_FBPase_1 PAP_phosphatase CysQ FIG Arch_FBPase_2 PRK10931 IPPase "	minor CHO metabolism.myo-inositol.inositol phosphatase	3_4_5

CUST_4051_PI404877155	2	-0.013328552	-0.25855827	0.10728836	0.013329506	0.066884995	-0.04499054	Contig14799_at	OJ1174_D05.19 [Oryza sativa (japonica cultivar-group)] dbj|BAB32905.1| P0666G04.7 [Oryza sativa (japonica cultivar-group)] dbj|BAB33027.1| O	NP_914448.1	expressed protein	At2g03550.1	protein hypothetical protein	Os09g28730	gi|15227669|ref|NP_178453.1| expressed protein	lipid metabolism.lipid degradation.beta-oxidation	11_9_4_05

CUST_2973_PI403524517	2	-0.06827545	0.5809212	-0.20065689	0.14375067	0.06827545	-0.25854158	35_811	"Cluster: Putative hydroxypyruvate reductase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative hydroxypyruvate reductase - Oryza sativa (japonica cultiv"	UniRef90_Q6YU90	"CHR1V7|COORD:25497081..25499383| HPR (Hydroxypyruvate reductase); NAD binding / cofactor binding / oxidoreductase, acting on the CH-OH group of donors, NAD"	AT1G68010.1	CHR02V5|COORD:82952..78483|protein hydroxypyruvate reductase, putative, expressed	LOC_Os02g01150.2	" no descriptionhighly similar to ( 653)AT1G68010| Symbols: HPR | HPR (Hydroxypyruvate reductase); NAD binding / cofactor binding / oxidoreductase, acting on the CH-OH group of donors, NAD or NADP as acceptor | chr1:25497081-25499383 FORWARDhighly similar to ( 650)DHGY_CUCSAGlycerate dehydrogenase - Cucumis sativus (Cucumber)not assigned not assigned not assigned 2-Hacid_dh LdhA SerA 2-Hacid_dh_C PRK11790 PRK08410 PRK06487 PRK06932 PRK08605 PRK12480 PRK00257 PRK07574 PRK06436 "	amino acid metabolism.degradation.serine-glycine-cysteine group.glycine	13_2_5_2

CUST_12711_PI404877155	2	-0.02563858	0.1003418	0.014653206	0.03553009	-0.18137455	-0.014653206	Contig6447_at	OsCDPK protein [Oryza sativa (japonica cultivar-group)]	AAN41657.1	calcium-dependent protein kinase 2 (CDPK2)	At1g35670.1	protein Protein kinase domain, putative	Os11g07040	hypothetical protein XP_212356	signalling.calcium	30_3

CUST_129894_PI403524517	2	0.14839935	0.037262917	0.017991066	-0.04944706	-0.16119671	-0.017990112	35_36481	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_1121_PI403524517	2	1.2994604	-0.80979586	-1.0576279	0.037200928	2.0456142	-0.037200928	35_298	Rep: Putative omega-gliadin - Triticum aestivum (Wheat)	UniRef90_Q571R2	CHR3V7|COORD:6559180..6562050| leucine-rich repeat family protein / extensin family protein	AT3G19020.1	CHR07V5|COORD:24483228..24481789|protein vegetative cell wall protein gp1 precursor, putative, expressed	LOC_Os07g40900.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Glutenin_hmw Atrophin-1 Herpes_BLLF1 PRK10263 GAL11 DUF1421 COG5048 Amelogenin Herpes_TAF50 Candida_ALS Cytadhesin_P30 Tymo_45kd_70kd PRK01741 HPC2 Syndecan Extensin_2 COG3889 TFIIA GRASP55_65 PRK03427 Pneumo_att_G ZipA PRK08853 PRK10927 PRK05648 AraH Mucin COG5099 ARG80 Metaviral_G BPD_transp_2 Prox1 DUF1720 Keratin_B2 Amelin Glycoprotein_G Gag_spuma ETS_PEA3_N Herpes_U47 MFS_1 PRK12757 SKN1 PRK07003 TonB Late_protein_L2 PRK10819 Endomucin DAG1 FtsN PRK07764 SerH ArnT DUF605 Coprinus_mating Cornifin	not assigned.unknown	35_2

CUST_71976_PI403524517	2	-0.16911316	-1.6359348	0.15191078	0.3007679	0.3277521	-0.15191174	35_20632	"Cluster: OSJNBb0116K07.13 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: OSJNBb0116K07.13 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7F8X9	CHR4V7|COORD:4070867..4072081| leucine-rich repeat family protein / extensin family protein	AT4G06744.1	CHR04V5|COORD:24998755..25000637|protein protein binding protein, putative, expressed	LOC_Os04g42620.1	no descriptionweakly similar to ( 117)AT4G06744| Symbols:  | leucine-rich repeat family protein / extensin family protein | chr4:4070867-4072081 REVERSE	cell wall.cell wall proteins.LRR	10_5_3

CUST_57609_PI403524517	2	0.0022144318	0.4475727	-0.07429123	0.27044296	-0.0022153854	-0.015247345	35_16424	"Cluster: Putative KH domain protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative KH domain protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z5M7	CHR4V7|COORD:13372893..13378398| KH domain-containing protein	AT4G26480.1	CHR02V5|COORD:30005197..30009770|protein nucleic acid binding protein, putative, expressed	LOC_Os02g49080.1	no descriptionmoderately similar to ( 204)AT4G26480| Symbols:  | KH domain-containing protein | chr4:13372893-13378398 REVERSEnot assigned not assigned SF1_like-KH MSL5	not assigned.no ontology	35_1

CUST_107901_PI403524517	2	-0.022389412	-0.37977123	-0.12707806	0.14156342	0.19645596	0.022390366	35_30703	"Cluster: UDP-glucuronic acid 4-epimerase isoform 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: UDP-glucuronic acid 4-epimerase isoform 1 - Oryza sativa (j"	UniRef90_Q2MJA7	"CHR3V7|COORD:18615926..18618145| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G50120.1); similar to hypothetical protein [Oryza sativa (japonica"	AT3G50180.1	CHR03V5|COORD:7868295..7870396|protein expressed protein	LOC_Os03g14540.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_77064_PI403524517	2	-0.22023106	0.13205719	0.3177495	0.14493036	-0.13205719	-0.34842348	35_22089	"Cluster: Chitin-inducible gibberellin-responsive protein 2, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Chitin-inducible"	UniRef90_Q10QK3	0	0	CHR03V5|COORD:4826238..4832949|protein chitin-inducible gibberellin-responsive protein 2, putative, expressed	LOC_Os03g09280.3	no description	not assigned.unknown	35_2

CUST_90805_PI403524517	2	0.13106251	-0.008989334	-0.050566673	0.007194519	-0.007194519	0.07347393	35_25972	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2R452	"CHR4V7|COORD:12817964..12818911| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G15440.1); similar to hypothetical protein MA4_111B14.64 [Musa"	AT4G24910.1	CHR11V5|COORD:16700361..16703053|protein expressed protein	LOC_Os11g29680.1	" no descriptionvery weakly similar to (53.1)AT4G24910| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G15440.1); similar to hypothetical protein MA4_111B14.64 [Musa acuminata] (GB:ABF72010.1); contains InterPro domain Protein of unknown function DUF579, plant; (InterPro:IPR006514) | chr4:12817964-12818911 REVERSE"	not assigned.unknown	35_2

CUST_121726_PI403524517	2	0.27107382	0.22190046	-0.23113298	-0.22190046	0.3086357	-0.33814287	35_34372	"Cluster: Os06g0620600 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0620600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DAW9	CHR1V7|COORD:10994871..10995980| integral membrane HRF1 family protein	AT1G30890.1	CHR06V5|COORD:24919291..24916136|protein protein YIF1A, putative, expressed	LOC_Os06g41590.3	no description	not assigned.unknown	35_2

CUST_19379_PI404877155	2	0.33044767	0.5880184	-0.026640892	0.026641369	-0.26216745	-0.556962	rbags14j23_at	SET domain-containing protein [Arabidopsis thaliana] ref|NP_851038.1| SET domain-containing protein [Arabidopsis thaliana] ref|NP_974778.1|	NP_196930.2	SET domain-containing protein	At5g14260.3	protein SET domain, putative	Os12g13460	NONE	RNA.regulation of transcription.SET-domain transcriptional regulator family	27_3_69

CUST_177600_PI403524517	2	-0.00834465	0.3497219	0.061857224	-0.015720367	-0.35321522	0.00834465	35_49400	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_56510_PI403524517	2	-0.14060879	-0.25663853	0.06902313	0.09029961	0.15372467	-0.069024086	35_16087	"Cluster: Putative pod-specific dehydrogenase SAC25; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative pod-specific dehydrogenase SAC25 - Oryza sativa"	UniRef90_Q9LGI8	CHR5V7|COORD:568607..570718| short-chain dehydrogenase/reductase (SDR) family protein	AT5G02540.1	CHR01V5|COORD:2797238..2800544|protein retinol dehydrogenase 11, putative, expressed	LOC_Os01g05840.3	 no descriptionmoderately similar to ( 372)AT5G02540| Symbols:  | short-chain dehydrogenase/reductase (SDR) family protein | chr5:568607-570718 FORWARDvery weakly similar to (68.2)POR_PEAProtochlorophyllide reductase, chloroplast precursor - Pisum sativum (Garden pea)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK06197 PRK06196 PRK05854 PRK07453 FabG fabG DltE COG4221 fabG PRK12826 fabG PRK12939 PRK12829 PRK06500 DltE PRK06914 adh_short PRK07825 PRK12429 PRK08324 PRK08213 PRK06181 PRK06841 PRK12827 PRK08220 PRK06949 PRK07109 PRK06182 fabG PRK08264 PRK05855 PRK07479 fabG PRK08017 fabG PRK09242 PRK07063 PRK09072 PRK06179 fabG PRK06484 PRK06123 PRK06124 PRK06138 PRK06947 PRK12824 PRK06346 PRK07201 PRK07774 fabG PRK08226 PRK07326 PRK05650 PRK06125 fabG PRK07060 PRK07024 PRK12828 PRK12745 PRK07062 PRK07067 PRK09291 PRK05866 PRK06172 PRK09730 PRK09186 PRK08589 PRK12936 fabG fabG PRK07856 PRK07677 PRK08063 PRK07890 PRK08643 PRK08945 PRK07454 fabG PRK07069 PRK12743 PRK07523 PRK08263 PRK06523 PRK06113 fabG PRK12937 PRK07577 PRK08277 PRK08251 PRK06180 PRK06122 PRK08219 PRK06701 PRK07478 PRK07814 PRK07102 PRK08267 PRK08936 PRK06139 PRK06398 PRK07633 fabG fabG KR PRK12748 PRK09135 PRK08628 fabG PRK08721 PRK08085 PRK07791 PRK07035 PRK06198 PRK06940 PRK07074 PRK08340 PRK06200 PRK06935 PRK08339 PRK05872 	misc.short chain dehydrogenase/reductase (SDR)	26_22

CUST_78768_PI403524517	2	0.17666721	-0.45341682	-0.11884022	0.10420799	-0.05940342	0.05940342	35_22584	"Cluster: Os12g0164600 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os12g0164600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IPW0	"CHR1V7|COORD:6464116..6465264| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G74450.1); similar to Protein of unknown function DUF793 [Medicago"	AT1G18740.1	CHR12V5|COORD:3292339..3293928|protein expressed protein	LOC_Os12g06780.1	"no descriptionvery weakly similar to (70.1)AT1G18740| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G74450.1); similar to Protein of unknown function DUF793 [Medicago truncatula] (GB:ABE83157.1); contains InterPro domain Protein of unknown function DUF793; (InterPro:IPR008511) | chr1:6464116-6465264 FORWARDDUF793"	not assigned.unknown	35_2

CUST_135164_PI403524517	2	0.071297646	-0.9051347	-0.07129812	0.21686506	2.4082174	-0.2011919	35_37916	"Cluster: Os04g0403400 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os04g0403400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JDH5	CHR5V7|COORD:2340815..2345322| forkhead-associated domain-containing protein / FHA domain-containing protein	AT5G07400.1	CHR04V5|COORD:19822517..19828129|protein expressed protein	LOC_Os04g33050.1	no descriptionweakly similar to ( 162)AT5G07400| Symbols:  | forkhead-associated domain-containing protein / FHA domain-containing protein | chr5:2340815-2345322 FORWARD	not assigned.no ontology	35_1

CUST_48073_PI403524517	2	-0.019968033	-0.7489147	0.019968987	0.11997318	0.08802986	-0.12808228	35_13748	"Cluster: Probable N-acetyl-gamma-glutamyl-phosphate reductase, chloroplast precursor; n=2; Oryza sativa|Rep: Probable N-acetyl-gamma-glutamyl-phosphate reductas"	UniRef90_Q6AV34	"CHR2|COORD:8620116..8623099| semialdehyde dehydrogenase family protein, similar to N-acetyl-glutamyl-phosphate reductase (Campylobacter jejuni) GI:6650362; cont"	AT2G19940.2	CHR03V5|COORD:23396631..23392451|protein N-acetyl-gamma-glutamyl-phosphate reductase, chloroplast precursor, putative, expressed	LOC_Os03g42110.1	no descriptionhighly similar to ( 530)AT2G19940| Symbols:  | semialdehyde dehydrogenase family protein | chr2:8620505-8622730 FORWARDhighly similar to ( 742)ARGC_ORYSAnot assigned not assigned argC ArgC PRK11863 Semialdhyde_dh PRK08664 Asd Semialdhyde_dhC	not assigned.no ontology	35_1

CUST_92943_PI403524517	2	0.10011959	0.5964236	-0.10011959	0.5957184	-0.33078814	-0.19444942	35_26576	"Cluster: Methylcrotonoyl-CoA carboxylase subunit alpha, mitochondrial precursor; n=2; Oryza sativa|Rep: Methylcrotonoyl-CoA carboxylase subunit alpha,"	UniRef90_Q2QMG2	CHR1V7|COORD:739715..743819| MCCA (3-methylcrotonyl-CoA carboxylase 1)	AT1G03090.2	CHR12V5|COORD:25542850..25548446|protein methylcrotonoyl-CoA carboxylase subunit alpha, mitochondrial precursor, putative, expressed	LOC_Os12g41250.2	no descriptionmoderately similar to ( 498)AT1G03090| Symbols: MCCA | MCCA (3-methylcrotonyl-CoA carboxylase 1) | chr1:739715-743819 FORWARDhighly similar to ( 564)MCCA_ORYSAnot assigned not assigned not assigned COG4770 PRK08591 PRK08654 PRK12999 AccC PRK06111 PRK05586 PRK12833 PycA PRK07178 PRK08462 PRK08463 CPSase_L_D2 CPSase_L_chain CarB DdlA ddl carB Dala_Dala_lig_C ddl PRK12767 PRK06019 carB PRK02186 PurK RimK ATP-grasp TT_ORF1 PurT PurD	amino acid metabolism.degradation.branched-chain group.leucine	13_2_4_4

CUST_42740_PI403524517	2	-0.018146038	0.018146038	0.17139435	-0.270226	1.206295	-0.35262012	35_12276	"Cluster: DegP protease-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: DegP protease-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ZIR2	0	0	CHR02V5|COORD:29489837..29477591|protein expressed protein	LOC_Os02g48180.1	no description	not assigned.unknown	35_2

CUST_18064_PI399408534	2	-0.21127796	0.46836948	0.04362297	0.14295292	-0.3244152	-0.04362297	35_1561	Rep: Mitogen-activated protein kinase - Triticum aestivum (Wheat)	UniRef90_Q1W2K7	"CHR3V7|COORD:6174806..6178156| MPK9 (MAP KINASE 9); MAP kinase"	AT3G18040.1	CHR06V5|COORD:29948831..29953876|protein OsMPK17-1 - putative MAPK based on amino acid sequence homology, expressed	LOC_Os06g49430.1	"no descriptionhighly similar to ( 789)AT3G18040| Symbols: MPK9 | MPK9 (MAP KINASE 9); MAP kinase | chr3:6175747-6178156 FORWARDhighly similar to ( 953)MPK12_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase SPS1 Pkinase_Tyr TyrKc PTKc PTKc_Jak_rpt2 PTKc_Jak2_Jak3_rpt2 PTKc_EphR PTKc_Srm_Brk PTKc_Src_like PTKc_Csk_like PTKc_EphR_A PTKc_EphR_A2 PTKc_FAK PTKc_Met_Ron PTKc_Tec_Rlk PTKc_Frk_like PTKc_EphR_B PTKc_Abl PTKc_Trk PTKc_Chk PTKc_EGFR_like PTKc_Itk PTKc_Syk_like PTKc_Tec_like PTKc_Fes_like PTKc_InsR_like PTKc_PDGFR PTKc_Lck_Blk PTKc_Csk PTKc_Fyn_Yrk PTKc_Syk PTKc_FGFR PTKc_Ack_like PTKc_Fer PTKc_Tyro3 PTKc_Jak1_rpt2 PTKc_Hck PTKc_PDGFR_alpha PTKc_Yes PTKc_Src PTKc_HER4 PTKc_Tyk2_rpt2 PTKc_Fes PTKc_Kit PTKc_VEGFR3 PTKc_Ror PTK_CCK4 PTKc_VEGFR PTKc_RET PTKc_Zap-70 PTKc_VEGFR2 PTKc_Axl_like PTKc_DDR PTKc_Lyn PTKc_TrkA PTKc_CSF-1R PTKc_Axl PTKc_PDGFR_beta PTKc_EGFR PTKc_Btk_Bmx PTKc_DDR2 PTKc_c-ros PTKc_FGFR4 PTKc_Aatyk PTKc_FGFR3 PTKc_TrkB PTKc_FGFR2 PTK_Ryk PTKc_Musk PTKc_Tie2 PTKc_DDR_like PTKc_TrkC PTKc_FGFR1 PTK_HER3 PTKc_HER2 PTKc_Ror1 PTKc_InsR PTKc_DDR1 PTKc_Ror2 PTKc_Aatyk1_Aatyk3 PTKc_IGF-1R PTKc_Aatyk2 PTKc_ALK_LTK"	signalling.MAP kinases	30_6

CUST_18116_PI403524517	2	0.05013275	-0.038721085	-0.11767101	0.03872204	-0.08586407	0.048280716	35_5232	"Cluster: IscA-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: IscA-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q657Z2	CHR2V7|COORD:7255376..7257095| hesB-like domain-containing protein	AT2G16710.1	CHR01V5|COORD:305644..303671|protein HESB-like domain-containing protein 2, mitochondrial precursor, putative, expressed	LOC_Os01g01610.1	no descriptionweakly similar to ( 123)AT2G16710| Symbols:  | hesB-like domain-containing protein | chr2:7255376-7257019 FORWARDnot assigned not assigned sufA iscA Fe-S_biosyn sufA	not assigned.no ontology	35_1

CUST_88442_PI403524517	2	-0.06404781	-0.48229313	-0.028573036	0.07656193	0.2465887	0.028573036	35_25316	"Cluster: Os11g0240600 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os11g0240600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0ITM1	"CHR5V7|COORD:7933369..7934376| similar to ATGID1C/GID1C (GA INSENSITIVE DWARF1C) [Arabidopsis thaliana] (TAIR:AT5G27320.1); similar to"	AT5G23530.1	CHR11V5|COORD:7490922..7489382|protein gibberellin receptor GID1L2, putative, expressed	LOC_Os11g13670.1	"no descriptionmoderately similar to ( 220)AT5G23530| Symbols:  | similar to ATGID1C/GID1C (GA INSENSITIVE DWARF1C) [Arabidopsis thaliana] (TAIR:AT5G27320.1); similar to Esterase/lipase/thioesterase [Medicago truncatula] (GB:ABE80317.1); contains InterPro domain Esterase/lipase/thioesterase; (InterPro:IPR000379); contains InterPro domain Alpha/beta hydrolase fold-3; (InterPro:IPR013094) | chr5:7933369-7934376 REVERSEweakly similar to ( 147)GID1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Abhydrolase_3 Aes Atrophin-1 PRK12678 PRK07003 PRK12323 PRK10162 PRK07764 APC_basic Herpes_BLLF1 Drf_FH1 Pneumo_att_G HPC2"	not assigned.no ontology	35_1

CUST_10765_PI403524517	2	-0.045313835	-0.31426144	0.15154552	0.09475899	0.045313835	-0.10397911	35_3040	Rep: RLK1 - Phyllostachys praecox	UniRef90_Q30KI3	0	0	CHR03V5|COORD:32017583..32022581|protein receptor protein kinase CLAVATA1 precursor, putative, expressed	LOC_Os03g56270.2	no description	not assigned.unknown	35_2

CUST_8579_PI404877155	2	0.15000057	-0.14478588	0.004132271	-0.009560585	-0.004132271	0.09837437	Contig2536_at	putative GTP-binding protein [Oryza sativa (japonica cultivar-group)]	NP_914429.1	Ras-related GTP-binding protein, putative	At3g11730.1	protein GTP-binding protein RAB1 - garden petunia	Os05g01490	putative GTP-binding protein	signalling.G-proteins	30_5

CUST_114089_PI403524517	2	-0.1643219	-0.053186893	0.30304146	0.30696726	-0.9922042	0.053186893	35_32376	"Cluster: Armadillo/beta-catenin repeat protein-related-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Armadillo/beta-catenin repeat protein-related-like"	UniRef90_Q5VR95	CHR1V7|COORD:25925664..25929037| armadillo/beta-catenin repeat protein-related / U-box domain-containing protein	AT1G68940.1	CHR06V5|COORD:9370952..9367200|protein ubiquitin-protein ligase, putative, expressed	LOC_Os06g16410.1	no descriptionvery weakly similar to (71.2)AT1G68940| Symbols:  | armadillo/beta-catenin repeat protein-related / U-box domain-containing protein | chr1:25925664-25929037 REVERSEUbox	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_12249_PI403524517	2	0.18693733	-0.27302933	-0.018309593	-0.0075149536	0.0075149536	0.2278347	35_3487	"Cluster: Hypothetical protein B1370C05.31; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1370C05.31 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6YU79	CHR5V7|COORD:24645480..24646004| ankyrin repeat family protein	AT5G61230.1	CHR02V5|COORD:132948..135155|protein ankyrin-3, putative, expressed	LOC_Os02g01240.1	no descriptionvery weakly similar to (97.8)AT5G61230| Symbols:  | ankyrin repeat family protein | chr5:24645480-24646004 FORWARD	cell.organisation	31_1

CUST_44719_PI403524517	2	0.15172338	0.12269068	-0.08865118	-0.13375998	-0.009511471	0.009511471	35_12825	"Cluster: Hypothetical protein At1g27595; n=1; Arabidopsis thaliana|Rep: Hypothetical protein At1g27595 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q0WQK1	"CHR1V7|COORD:9596462..9602904| similar to ESP4 (ENHANCED SILENCING PHENOTYPE 4), binding [Arabidopsis thaliana] (TAIR:AT5G01400.1); similar to Os07g0693900 [Ory"	AT1G27595.1	CHR01V5|COORD:29025462..29010718|protein expressed protein	LOC_Os01g49940.1	" no descriptionmoderately similar to ( 234)AT1G27595| Symbols:  | similar to ESP4 (ENHANCED SILENCING PHENOTYPE 4), binding [Arabidopsis thaliana] (TAIR:AT5G01400.1); similar to Os07g0693900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001060734.1); similar to symplekin [Xenopus tropicalis] (GB:NP_989259.1); contains domain ARM repeat (SSF48371); contains domain gb def: T22C5.3 (PTHR15245:SF6); contains domain FAMILY NOT NAMED (PTHR15245) | chr1:9596462-9602904 FORWARDnot assigned "	not assigned.no ontology	35_1

CUST_9783_PI404877155	2	-0.15036726	0.93865585	-0.41175938	0.400877	0.15036774	-0.47272396	Contig3511_at	OSJNBa0043L09.24 [Oryza sativa (japonica cultivar-group)] ref|XP_474028.1| OSJNBa0043L09.24 [Oryza sativa (japonica cultivar-group)]	CAE03005.2	wound-responsive family protein	At4g10270.1	protein expressed protein	Os04g54300	gi|32487991|emb|CAE03008.1| OSJNBa0043L09.27	stress.abiotic.touch/wounding	20_2_4

CUST_68315_PI403524517	2	-0.06595802	0.45913315	0.13829231	0.001914978	-0.0406456	-0.0019159317	35_19530	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_77586_PI403524517	2	0.03435707	-0.67868614	-0.03435707	0.06914806	0.06607056	-0.06765652	35_22238	"Cluster: Os01g0551400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0551400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JM07	"CHR4V7|COORD:18286829..18287817| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G13674.1); similar to conserved hypothetical protein [Medicago"	AT4G39300.1	CHR01V5|COORD:21027461..21029663|protein expressed protein	LOC_Os01g37090.1	"no descriptionvery weakly similar to (51.6)AT4G39300| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G13674.1); similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G11630.2); similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE82724.1) | chr4:18286829-18288150 FORWARD"	not assigned.unknown	35_2

CUST_20523_PI403524517	2	-0.0043029785	0.882184	-0.11454964	0.21940899	0.0043029785	-0.16374874	35_5954	"Cluster: Hypothetical protein P0024G09.30; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0024G09.30 - Oryza sativa (japonica cultivar-g"	UniRef90_Q9ARP1	CHR2V7|COORD:18531494..18533577| thylakoid lumenal 15 kDa protein, chloroplast	AT2G44920.2	CHR01V5|COORD:2382440..2380332|protein uncharacterized low-complexity proteins, putative, expressed	LOC_Os01g05080.1	 no descriptionweakly similar to ( 192)AT2G44920| Symbols:  | thylakoid lumenal 15 kDa protein, chloroplast | chr2:18531494-18533577 FORWARDnot assigned COG1357 Pentapeptide 	not assigned.no ontology	35_1

CUST_34373_PI399408534	2	-0.02087307	-0.3299265	0.02087307	0.037261963	0.05197525	-0.024103165	35_19291	Rep: SAR DNA binding protein - Oryza sativa (Rice)	UniRef90_O80401	CHR3V7|COORD:1413180..1415570| SAR DNA-binding protein, putative	AT3G05060.1	CHR03V5|COORD:13109059..13104977|protein nucleolar protein NOP5, putative, expressed	LOC_Os03g22730.4	 no descriptionmoderately similar to ( 261)AT5G27120| Symbols:  | SAR DNA-binding protein, putative | chr5:9541290-9543687 FORWARDnot assigned not assigned not assigned Nop SIK1 	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_29892_PI403524517	2	0.21186733	-0.46043873	-0.10641861	0.23953724	0.04653454	-0.04653454	35_8631	"Cluster: Putative PS60; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative PS60 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z4A1	"CHR4V7|COORD:11663441..11666475| SKS4 (SKU5 Similar 4); copper ion binding / oxidoreductase"	AT4G22010.1	CHR07V5|COORD:19490012..19497252|protein L-ascorbate oxidase homolog precursor, putative, expressed	LOC_Os07g32660.1	"no descriptionweakly similar to ( 166)AT4G22010| Symbols: SKS4 | SKS4 (SKU5 Similar 4); copper ion binding / oxidoreductase | chr4:11663441-11666475 FORWARDweakly similar to ( 111)NTP3_TOBACnot assigned Cu-oxidase_2"	not assigned.no ontology	35_1

CUST_75342_PI403524517	2	0.3453598	-0.019491196	-0.21735573	0.15638924	0.019491196	-0.05764103	35_21596	"Cluster: Hypothetical protein OJ1540_G08.29; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1540_G08.29 - Oryza sativa (japonica cultiv"	UniRef90_Q6ZAX5	CHR1V7|COORD:2190156..2190623| glycine-rich protein	AT1G07135.1	CHR08V5|COORD:10288841..10287831|protein retrotransposon protein, putative, SINE subclass, expressed	LOC_Os08g16830.1	no description	not assigned.unknown	35_2

CUST_127701_PI403524517	2	0.023550987	0.55281925	0.079790115	-0.1317215	-0.023550034	-0.097688675	35_35913	"Cluster: Putative shoot gravitropism 2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative shoot gravitropism 2 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ZC54	CHR1V7|COORD:11266206..11271508| SGR2 (SHOOT GRAVITROPISM 2)	AT1G31480.1	CHR08V5|COORD:564966..554654|protein SGR2, putative, expressed	LOC_Os08g01920.1	no descriptionweakly similar to ( 166)AT1G31480| Symbols: SGR2 | SGR2 (SHOOT GRAVITROPISM 2) | chr1:11266206-11271508 FORWARDnot assigned DDHD	lipid metabolism.lipid degradation.lysophospholipases	11_9_3

CUST_83322_PI403524517	2	-2.896053	-1.7123103	0.46475792	0.70088625	-0.025753498	0.025753498	35_23892	Rep: Hypothetical protein - Triticum aestivum (Wheat)	UniRef90_Q7XYE5	"CHR2V7|COORD:11128046..11128876| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G26130.1); similar to cDNA-5-encoded protein (GB:AAA50235.1)"	AT2G26110.1	CHR06V5|COORD:21840189..21841477|protein expressed protein	LOC_Os06g37020.1	"no descriptionvery weakly similar to (61.2)AT2G26110| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G26130.1); similar to cDNA-5-encoded protein (GB:AAA50235.1) | chr2:11128046-11128876 FORWARDnot assigned not assigned PRK07003 TT_ORF1 PRK12323"	not assigned.unknown	35_2

CUST_11141_PI403524517	2	0.1707077	-0.010904312	-0.013924599	-0.10744476	0.11327076	0.010905266	35_3157	Rep: ZmGR2a protein - Zea mays (Maize)	UniRef90_Q9ZWI5	0	0	CHR01V5|COORD:22254793..22248856|protein expressed protein	LOC_Os01g39000.2	no description	not assigned.unknown	35_2

CUST_1016_PI403524517	2	0.0034704208	-0.30299568	-0.0034704208	0.032577515	0.0707531	-0.05497837	35_269	"Cluster: 40S ribosomal protein SA, putative, expressed; n=3; Oryza sativa|Rep: 40S ribosomal protein SA, putative, expressed - Oryza sativa (japonica cultivar-g"	UniRef90_Q10QU8	"CHR1V7|COORD:27246810..27248504| P40 (40S ribosomal protein SA); structural constituent of ribosome"	AT1G72370.2	CHR03V5|COORD:4318065..4315778|protein 40S ribosomal protein SA, putative, expressed	LOC_Os03g08440.2	"no descriptionmoderately similar to ( 204)AT3G04770| Symbols: RPSAB | RPSAB (40S ribosomal protein SA B); structural constituent of ribosome | chr3:1309550-1310852 REVERSEmoderately similar to ( 214)RSSA_SOYBN40S ribosomal protein SA - Glycine max (Soybean)not assigned not assigned Ribosomal_S2 rps2P RpsB HPC2"	protein.synthesis.misc ribososomal protein	29_2_2

CUST_82999_PI403524517	2	0.03471756	0.20283604	-0.15585232	-0.03471756	-0.22854137	0.057188034	35_23800	"Cluster: Hypothetical protein P0512G09.9; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0512G09.9 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q5SNE1	CHR4V7|COORD:15888156..15896009| glycine-rich protein	AT4G32920.1	CHR05V5|COORD:5216276..5228055|protein expressed protein	LOC_Os05g09360.1	no descriptionweakly similar to ( 163)AT4G32920| Symbols:  | glycine-rich protein | chr4:15888156-15896009 REVERSE	not assigned.no ontology.glycine rich proteins	35_1_40

CUST_15947_PI399408534	2	0.2492609	-0.046334267	-0.111026764	0.08804035	-0.07325363	0.046333313	35_23146	"Cluster: Putative RNA-binding region RNP-1 and Splicing factor PWI family member protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative RNA-binding"	UniRef90_Q6ZA70	CHR1V7|COORD:22204547..22208906| splicing factor PWI domain-containing protein / RNA recognition motif (RRM)-containing protein	AT1G60200.1	CHR08V5|COORD:19785934..19780201|protein RNA binding motif protein 25, putative, expressed	LOC_Os08g32100.1	no descriptionweakly similar to ( 135)AT1G60200| Symbols:  | splicing factor PWI domain-containing protein / RNA recognition motif (RRM)-containing protein | chr1:22204547-22208906 REVERSEnot assigned PWI PWI	RNA.processing.splicing	27_1_1

CUST_171497_PI403524517	2	0.1404624	0.10114384	-0.061536312	-0.11818218	0.061535835	-0.11753416	35_47788	"Cluster: Cation efflux family protein, putative; n=1; Oryza sativa (japonica cultivar-group)|Rep: Cation efflux family protein, putative - Oryza sativa (japonic"	UniRef90_Q10LJ2	CHR2V7|COORD:19598164..19601043| cation efflux family protein / metal tolerance protein, putative (MTPc1)	AT2G47830.1	CHR03V5|COORD:12933425..12937254|protein cation transporter/ efflux permease, putative, expressed	LOC_Os03g22550.1	 no descriptionvery weakly similar to (83.6)AT2G47830| Symbols:  | cation efflux family protein / metal tolerance protein, putative (MTPc1) | chr2:19598164-19601043 REVERSEnot assigned MMT1 Cation_efflux 	transport.metal	34_12

CUST_14373_PI399408534	2	-0.052627563	1.388864	0.11496973	0.052627563	-0.1025424	-0.52606916	35_18267	Rep: H0306F12.9 protein - Oryza sativa (Rice)	UniRef90_Q259R4	CHR1V7|COORD:23540496..23542528| DNA-binding family protein	AT1G63470.1	CHR04V5|COORD:34707435..34703062|protein DNA binding protein, putative, expressed	LOC_Os04g58730.1	no descriptionweakly similar to ( 107)AT4G12080| Symbols:  | DNA-binding family protein | chr4:7239460-7241240 FORWARDDUF296	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_180585_PI403524517	2	-2.5603242	0.027489662	-0.027489662	1.1415529	-1.5631876	1.4644175	35_50221	"Cluster: Putative peroxidase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative peroxidase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8GVG0	CHR5V7|COORD:4558864..4560030| peroxidase, putative	AT5G14130.1	CHR07V5|COORD:26601942..26603275|protein peroxidase 1 precursor, putative, expressed	LOC_Os07g44550.1	 no descriptionvery weakly similar to (58.2)AT5G14130| Symbols:  | peroxidase, putative | chr5:4558864-4560030 REVERSEsecretory_peroxidase plant_peroxidase 	misc.peroxidases	26_12

CUST_46619_PI403524517	2	-0.18792725	-0.119386196	0.24225092	0.01500082	-0.01500082	1.6326208	35_13350	"Cluster: GNS1/SUR4 membrane family protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: GNS1/SUR4 membrane family protein, putative, e"	UniRef90_Q2QLN2	CHR1V7|COORD:28167311..28168247| GNS1/SUR4 membrane family protein	AT1G75000.1	CHR12V5|COORD:27217280..27216068|protein GNS1/SUR4 membrane protein, putative, expressed	LOC_Os12g43890.1	no descriptionvery weakly similar to (83.6)AT1G75000| Symbols:  | GNS1/SUR4 membrane family protein | chr1:28167311-28168247 FORWARDnot assigned	not assigned.no ontology	35_1

CUST_12274_PI404877155	2	-0.2086401	0.12000179	0.24145126	-0.038740158	0.038739204	-0.31645298	Contig6005_x_at	hypothetical protein [Oryza sativa (japonica cultivar-group)]	AAP03369.1	expressed protein	At1g21680.1	protein hypothetical protein	Os12g24330	homoserine dehydrogenase	amino acid metabolism.aspartate family.misc.homoserine.synthesis	13_1_3_6_1

CUST_110780_PI403524517	2	0.22393465	0.17735624	0.09241152	-0.33560658	-0.09241152	-0.29141283	35_31460	Rep: OSJNBb0034I13.16 protein - Oryza sativa (Rice)	UniRef90_Q7XNC9		0	CHR04V5|COORD:32206542..32205101|protein mTERF family protein, expressed	LOC_Os04g54510.1	no description	not assigned.unknown	35_2

CUST_21246_PI403524517	2	-0.00425148	-0.10241127	0.070500374	0.004251957	0.06740332	-0.0050292015	35_6163	Rep: Tyrosine decarboxylase 1 - Oryza sativa (Rice)	UniRef90_Q7XHL3	CHR2V7|COORD:8786885..8789571| tyrosine decarboxylase, putative	AT2G20340.1	CHR07V5|COORD:14666298..14675013|protein tyrosine decarboxylase 1, putative, expressed	LOC_Os07g25590.1	 no descriptionweakly similar to ( 188)AT2G20340| Symbols:  | tyrosine decarboxylase, putative | chr2:8786885-8789571 FORWARDmoderately similar to ( 247)TYDC1_ORYSAnot assigned Pyridoxal_deC GadB 	secondary metabolism.N misc.alkaloid-like	16_4_1

CUST_78039_PI403524517	2	0.014966011	0.19911194	-0.014966011	-0.18874836	-0.18121338	0.39300823	35_22372	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_48626_PI403524517	2	0.06664467	0.22784424	-0.06664467	-0.10887146	-0.1920023	0.2257576	35_13887	"Cluster: Ubiquitin-like protein; n=1; Phaseolus vulgaris|Rep: Ubiquitin-like protein - Phaseolus vulgaris (Kidney bean) (French bean)"	UniRef90_P93501	"CHR5V7|COORD:6973317..6974465| UBQ4 (ubiquitin 4); protein binding"	AT5G20620.1	CHR06V5|COORD:28400733..28403579|protein polyubiquitin containing 7 ubiquitin monomers, putative, expressed	LOC_Os06g46770.3	"no descriptionhighly similar to ( 552)AT5G03240| Symbols: UBQ3 | UBQ3 (POLYUBIQUITIN 3); protein binding | chr5:771975-772895 REVERSEweakly similar to ( 150)UBIQ_WHEATUbiquitin - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Ubiquitin ubiquitin UBQ Nedd8 UBL AN1_N RAD23_N Scythe_N UBQ parkin_N Fubi GDX_N SF3a120_C NIRF_N ISG15_repeat2 UBI4 hPLIC_N"	protein.degradation.ubiquitin.ubiquitin	29_5_11_1

CUST_66986_PI403524517	2	0.09434128	-0.23430729	0.042243958	-0.006705284	0.006705284	-0.044223785	35_19130	"Cluster: Os12g0592200 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os12g0592200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IM75	CHR1V7|COORD:22496859..22500684| proline-rich family protein	AT1G61080.1	CHR03V5|COORD:23594348..23587562|protein expressed protein	LOC_Os03g42480.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned Drf_FH1 PRK12323 PRK07764	not assigned.unknown	35_2

CUST_5637_PI403524517	2	-0.110445976	0.25687122	0.23699188	-0.019093513	-0.027462006	0.019093513	35_1559	"Cluster: Putative nucellin-like aspartic protease; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative nucellin-like aspartic protease - Oryza sativa (jap"	UniRef90_Q6YWQ0	CHR1V7|COORD:18154306..18156854| aspartyl protease family protein	AT1G49050.1	CHR02V5|COORD:30435596..30432013|protein aspartic proteinase Asp1 precursor, putative, expressed	LOC_Os02g49800.1	no descriptionmoderately similar to ( 419)AT1G49050| Symbols:  | aspartyl protease family protein | chr1:18154829-18156854 FORWARDmoderately similar to ( 271)ASP1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned Asp PRK07764 DUF1509 PRK12323	protein.degradation.aspartate protease	29_5_4

CUST_38061_PI403524517	2	0.13674831	0.13992167	0.03397417	-0.15293932	-0.03397417	-0.06442261	35_10954	0	0	0	0	CHR04V5|COORD:26496663..26493468|protein vesicle-associated membrane protein-associated protein B, putative, expressed	LOC_Os04g45190.2	no description	not assigned.unknown	35_2

CUST_104696_PI403524517	2	0.10015297	-0.04986763	0.049868584	0.0576334	-0.08166313	-0.05097866	35_29832	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_103927_PI403524517	2	0.14840603	0.115561485	-0.031143188	-0.116472244	-0.18002129	0.031144142	35_29626	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_2060_PI404877155	2	0.103630066	-1.1340771	-0.048667908	0.048667908	0.16180325	-0.09693146	Contig12304_at	histone acetyl transferase [Zea mays]	AAM28228.1	histone acetyltransferase family protein	At5g56740.1	protein Similar to histone acetyltransferase (EC 2.3.1.48) HAT B - maize	Os09g17850	"histone acetyltransferase family protein, similar to histone acetyltransferase HAT B (Zea mays) GI:5579441;  identical to cDNA histone acetyltransferase partial cds GI:21637256"	RNA.regulation of transcription.Histone acetyltransferases	27_3_54

CUST_18226_PI403524517	2	-0.66369534	-0.7096796	0.5789223	0.19674873	0.17197609	-0.17197609	35_5267	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_65492_PI403524517	2	-0.7586384	-0.29193974	0.29193878	0.7136545	0.7333479	-0.55925465	35_18702	"Cluster: Hypothetical protein OSJNBa0001O14.25; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0001O14.25 - Oryza sativa"	UniRef90_Q9AV43	CHR4V7|COORD:16981087..16982269| zinc finger (C3HC4-type RING finger) family protein	AT4G35840.1	CHR10V5|COORD:20942029..20947104|protein RING-H2 finger protein ATL2B, putative, expressed	LOC_Os10g39770.1	no descriptionweakly similar to ( 182)AT4G35840| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr4:16981087-16982269 FORWARDvery weakly similar to (73.2)EL5_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned RING PRK12323 PRK07003 COG5540 PRK07764 TT_ORF1 DUF1777	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_107908_PI403524517	2	-0.4165039	0.79999065	0.07134819	0.06611538	-0.06611538	-0.32513428	35_30705	0	0		0	CHR09V5|COORD:2186521..2180578|protein expressed protein	LOC_Os09g04160.1	no description	not assigned.unknown	35_2

CUST_167427_PI403524517	2	0.18997192	-0.13121033	-0.13667583	0.028784752	9.727478E-5	-9.8228455E-5	35_46631	"Cluster: Os05g0179300 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0179300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DKA5	CHR3V7|COORD:23025308..23026783| transferase family protein	AT3G62160.1	CHR06V5|COORD:23437878..23439548|protein 10-deacetylbaccatin III 10-O-acetyltransferase, putative, expressed	LOC_Os06g39470.1	no descriptionvery weakly similar to (78.6)AT3G62160| Symbols:  | transferase family protein | chr3:23025308-23026783 REVERSETransferase	not assigned.no ontology	35_1

CUST_95499_PI403524517	2	0.2027111	0.113986015	-0.108011246	-2.462573	-0.12639332	0.108011246	35_27293	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_47624_PI403524517	2	0.03126192	0.1542058	-0.019616127	-3.5757723	-0.17948389	0.019616604	35_13629	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_100525_PI403524517	2	0.26393604	0.18957901	-0.0049157143	-3.7513967	-0.12135601	0.004916191	35_28692	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_155137_PI403524517	2	0.35156918	0.13629198	-0.18313885	-0.13629198	1.7730517	-0.30048704	35_43337	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_156643_PI403524517	2	-3.8719177E-4	0.22819996	3.8814545E-4	-0.17222595	1.8673477	-0.4584713	35_43749	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_10251_PI403524517	2	-0.057579994	-0.5556631	0.14419651	0.01250267	0.18106174	-0.01250267	35_2891	Rep: Invertase - Oryza sativa (indica cultivar-group)	UniRef90_Q84XG8	CHR3V7|COORD:1733125..1735608| beta-fructofuranosidase, putative / invertase, putative / saccharase, putative / beta-fructosidase, putative	AT3G05820.1	CHR01V5|COORD:12852709..12856745|protein beta-fructofuranosidase, putative, expressed	LOC_Os01g22900.1	 no descriptionweakly similar to ( 177)AT3G05820| Symbols:  | beta-fructofuranosidase, putative / invertase, putative / saccharase, putative / beta-fructosidase, putative | chr3:1733125-1735608 REVERSEInvertase_neut 	major CHO metabolism.degradation.sucrose.invertases.neutral	2_2_1_3_1

CUST_10254_PI404877155	2	0.024555206	0.24198723	-0.024555206	-0.049263	-0.03831768	0.07603836	Contig3982_at	putative reductase [Oryza sativa (japonica cultivar-group)]	AAL58200.1	NADH-ubiquinone dehydrogenase, mitochondrial, putative	At5g37510.2	protein putative reductase	Os03g50540	NADH dehydrogenase (ubiquinone)	mitochondrial electron transport / ATP synthesis.NADH-DH.localisation not clear	9_1_2

CUST_97495_PI403524517	2	0.01616478	-0.40562248	-0.0063257217	-0.045603752	0.03883457	0.0063266754	35_27841	"Cluster: Hypothetical protein; n=1; Anaeromyxobacter sp. Fw109-5|Rep: Hypothetical protein - Anaeromyxobacter sp. Fw109-5"	UniRef90_A1HY50	0	0	CHR01V5|COORD:1246683..1248250|protein pr5, putative, expressed	LOC_Os01g03180.1	no description	not assigned.unknown	35_2

CUST_12901_PI404877155	2	-0.09990311	-0.011722565	0.08469963	0.03156948	0.011723518	-0.13292408	Contig6613_s_at	unknown protein [Oryza sativa (japonica cultivar-group)]	AAO72402.1	phytochrome A specific signal transduction component (PAT3) / far-red elongated hypocotyl protein 1 (FHY1)	At2g37680.1	protein expressed protein	Os03g47550	gi|29150393|gb|AAO72402.1| unknown protein	signalling.light	30_11

CUST_117274_PI403524517	2	0.12593555	0.5059595	0.06624603	-0.06624508	-0.2033062	-0.0786705	35_33234	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_157587_PI403524517	2	0.097129345	-0.027864456	0.08582497	0.027864456	-0.18499994	-0.37853765	35_44000	"Cluster: Os07g0438500 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os07g0438500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D6U7	CHR1V7|COORD:5563884..5568139| protein kinase family protein	AT1G16270.1	CHR07V5|COORD:14721415..14729883|protein protein kinase domain containing protein, expressed	LOC_Os07g25680.1	no descriptionvery weakly similar to (66.2)AT1G16270| Symbols:  | protein kinase family protein | chr1:5563884-5568139 FORWARD	protein.postranslational modification	29_4

CUST_92125_PI403524517	2	0.28379917	-0.048027992	0.099012375	-0.046628952	-0.4279318	0.046628	35_26345	Rep: OSJNBb0060E08.12 protein - Oryza sativa (Rice)	UniRef90_Q7XM87	0	0	CHR04V5|COORD:31635367..31643224|protein NBS-LRR disease resistance protein, putative, expressed	LOC_Os04g53496.1	no description	not assigned.unknown	35_2

CUST_46736_PI403524517	2	0.37821102	-1.1030197	-0.34673023	0.08131695	-0.0813179	0.108673096	35_13383	"Cluster: CDC45-like protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: CDC45-like protein, expressed - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QYC3	CHR3V7|COORD:9144299..9146089| CDC45 (CELL DIVISION CYCLE 45)	AT3G25100.1	CHR12V5|COORD:1188043..1190517|protein CDC45-related protein, putative, expressed	LOC_Os12g03130.1	no descriptionweakly similar to ( 114)AT3G25100| Symbols: CDC45 | CDC45 (CELL DIVISION CYCLE 45) | chr3:9144299-9146089 FORWARDnot assigned	cell.division	31_2

CUST_34697_PI403524517	2	-0.06061411	0.06061411	0.0741353	0.65456533	-0.43041372	-0.2833171	35_10004	Rep: Auxin-regulated protein - Solanum lycopersicum (Tomato) (Lycopersicon esculentum)	UniRef90_Q945F5	"CHR2V7|COORD:12007092..12009304| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G59790.1); similar to Protein of unknown function DUF966 [Medicago"	AT2G28150.1	CHR08V5|COORD:27993793..27990452|protein expressed protein	LOC_Os08g44760.2	"no descriptionweakly similar to ( 121)AT5G59790| Symbols:  | similar to signal transducer [Arabidopsis thaliana] (TAIR:AT3G46110.1); similar to auxin-regulated protein [Lycopersicon esculentum] (GB:AAL08561.1); contains InterPro domain Protein of unknown function DUF966; (InterPro:IPR010369) | chr5:24108176-24110030 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF966 PRK12323 PRK07003 Atrophin-1 PRK07764 TT_ORF1"	not assigned.unknown	35_2

CUST_6962_PI403524517	2	0.025247574	0.48757648	0.037984848	-0.08372307	-0.025247574	-0.11228371	35_1929	"Cluster: Putative Clp protease; n=2; Oryza sativa|Rep: Putative Clp protease - Oryza sativa (Rice)"	UniRef90_Q9FRM4	"CHR5V7|COORD:18413578..18414813| CLPP4 (Clp protease proteolytic subunit 4); endopeptidase Clp"	AT5G45390.1	CHR10V5|COORD:22860424..22862628|protein ATP-dependent Clp protease proteolytic subunit 1, putative, expressed	LOC_Os10g43050.1	" no descriptionmoderately similar to ( 340)AT5G45390| Symbols: NCLPP3, NCLPP4, CLPP4 | CLPP4 (Clp protease proteolytic subunit 4); endopeptidase Clp | chr5:18413578-18414813 FORWARDweakly similar to ( 157)CLPP_CHLVUATP-dependent Clp protease proteolytic subunit - Chlorella vulgaris (Green alga)not assigned CLP_protease clpP ClpP PRK12553 clpP PRK12551 PRK12552 "	protein.degradation	29_5

CUST_57907_PI403524517	2	0.3271246	-0.016760826	0.21870232	-0.12733078	-0.13167095	0.016760826	35_16507	Rep: RiLIM15B protein - Oryza sativa (Rice)	UniRef90_Q94IA9	"CHR3V7|COORD:8097955..8100747| ATDMC1 (RECA-LIKE GENE); ATP binding / DNA-dependent ATPase/ damaged DNA binding"	AT3G22880.1	CHR11V5|COORD:2120269..2115970|protein meiotic recombination protein DMC1, putative, expressed	LOC_Os11g04954.1	" no descriptionhighly similar to ( 569)AT3G22880| Symbols: DMC1, ATDMC1 | ATDMC1 (RECA-LIKE GENE); ATP binding / DNA-dependent ATPase/ damaged DNA binding | chr3:8097955-8100747 REVERSEhighly similar to ( 606)DMC1_LILLOMeiotic recombination protein DMC1 homolog - Lilium longiflorum (Trumpet lily)not assigned not assigned not assigned Rad51 radA Rad51_DMC1_radA recA_like RecA radB radB recA RecA-like_NTPases recA RecA recA Sms "	cell.division	31_2

CUST_11044_PI403524517	2	0.001914978	0.0737772	-0.0094566345	-0.09427643	-0.0019140244	0.02554512	35_3121	"Cluster: OSJNBb0089B03.3 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: OSJNBb0089B03.3 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7X7R9	CHR3V7|COORD:9132465..9133754| RIN4 (RPM1 INTERACTING PROTEIN 4)	AT3G25070.1	CHR04V5|COORD:18359891..18363595|protein nitrate-induced NOI protein, expressed	LOC_Os04g31030.1	no descriptionvery weakly similar to (54.7)AT3G25070| Symbols: RIN4 | RIN4 (RPM1 INTERACTING PROTEIN 4) | chr3:9132465-9133754 FORWARD	not assigned.no ontology	35_1

CUST_3923_PI403524517	2	-0.34427834	-0.7207222	0.6491289	0.20049858	0.263978	-0.20049858	35_1086	"Cluster: IN2-1 protein, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: IN2-1 protein, putative, expressed - Oryza sativa (japonica cultiv"	UniRef90_Q10N45	CHR5V7|COORD:632875..634856| In2-1 protein, putative	AT5G02790.1	CHR03V5|COORD:9694100..9691275|protein IN2-1 protein, putative, expressed	LOC_Os03g17470.1	 no descriptionmoderately similar to ( 244)AT3G55040| Symbols:  | In2-1 protein, putative | chr3:20409695-20411282 REVERSEmoderately similar to ( 266)IN21_MAIZEProtein IN2-1 - Zea mays (Maize)not assigned not assigned not assigned not assigned GST_C_Lambda Gst GST_N_Omega ECM4 GST_N_family 	not assigned.no ontology	35_1

CUST_3726_PI403524517	2	0.024446487	0.22509956	-0.2716236	-0.024447441	-0.16340351	0.030150414	35_1017	"Cluster: Os02g0313500 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0313500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E1R7	CHR1V7|COORD:24845269..24845820| cox19 family protein	AT1G66590.2	CHR02V5|COORD:12382709..12384366|protein cytochrome c oxidase assembly protein COX19, putative, expressed	LOC_Os02g20940.1	no descriptionvery weakly similar to (79.7)AT1G66590| Symbols:  | cox19 family protein | chr1:24845269-24845820 FORWARDnot assigned	not assigned.no ontology	35_1

CUST_35685_PI403524517	2	0.15049171	0.47536469	0.007299423	-0.049832344	-0.14397621	-0.007300377	35_10292	"Cluster: Hypothetical protein P0419B01.15; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0419B01.15 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5QMM8	CHR1V7|COORD:6072591..6074477| similar to Os01g0197400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001042299.1)	AT1G17665.1	CHR01V5|COORD:5255058..5257819|protein expressed protein	LOC_Os01g10080.1	no descriptionvery weakly similar to (91.3)AT1G17665| Symbols:  | similar to Os01g0197400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001042299.1) | chr1:6072591-6074477 REVERSE	not assigned.unknown	35_2

CUST_48085_PI403524517	2	0.054268837	-1.0449963	-0.26400757	0.0915966	-0.05426979	0.08751392	35_13751	"Cluster: Os01g0835900 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0835900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JHY5	CHR5V7|COORD:24068875..24069186| histone H4	AT5G59690.1	CHR10V5|COORD:20690219..20689571|protein histone H4, putative, expressed	LOC_Os10g39410.1	no descriptionweakly similar to ( 162)AT5G59970| Symbols:  | histone H4 | chr5:24163578-24163889 REVERSEweakly similar to ( 162)H4_PEAHistone H4 - Pisum sativum (Garden pea)not assigned H4 H4 HHT1 Histone PRK12323	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_9654_PI399408534	2	0.02526331	0.31193733	0.2789402	-0.118015766	-0.02526331	-0.9867172	35_10912	"Cluster: Os07g0537500 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os07g0537500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D5T4	CHR4|COORD:12185747..12188773| receptor-like protein kinase, putative, similar to receptor-like protein kinase 4 (gi:13506745), 5 (gi:13506747), and 6	AT4G23310.1	CHR07V5|COORD:21139039..21131334|protein CRK10, putative, expressed	LOC_Os07g35310.2	 no descriptionvery weakly similar to (85.1)AT4G23310| Symbols:  | receptor-like protein kinase, putative | chr4:12185747-12188773 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07003 PRK12323 PRK07764 Atrophin-1 PRK05648 BASP1 Pneumo_att_G HPC2 DUF26 TT_ORF1 PRK00708 PRK12678 APC_basic STOP Herpes_TAF50 IER DAG1 Extensin_2 Herpes_BLLF1 DUF1421 AF-4 KAR9 Herpes_UL32 PRK12495 DUF1509 PRK08691 	signalling.receptor kinases.DUF 26	30_2_17

CUST_17301_PI403524517	2	-0.013849258	0.2926445	-0.05385399	0.114611626	-0.19391918	0.013848305	35_5000	"Cluster: Os12g0556600 protein; n=4; Oryza sativa (japonica cultivar-group)|Rep: Os12g0556600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IMP1	CHR4V7|COORD:940873..944097| CTP synthase, putative / UTP--ammonia ligase, putative	AT4G02120.1	CHR12V5|COORD:22629039..22622813|protein CTP synthase, putative, expressed	LOC_Os12g36950.3	 no descriptionmoderately similar to ( 439)AT4G02120| Symbols:  | CTP synthase, putative / UTP--ammonia ligase, putative | chr4:940873-944097 FORWARDnot assigned PRK05380 PyrG GATase1_CTP_Synthase GATase PRK06186 CTP_synth_N GATase1_IGP_Synthase HisH 	nucleotide metabolism.synthesis.pyrimidine.CTP synthetase	23_1_1_10

CUST_7284_PI403524517	2	0.083999634	0.07915783	-0.04060459	-0.059428215	0.01295948	-0.012960434	35_2023	"Cluster: Os12g0628400 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os12g0628400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0ILR7	"CHR2V7|COORD:14673855..14675140| FAH1 (FATTY ACID HYDROXYLASE 1); catalytic"	AT2G34770.1	CHR12V5|COORD:26868554..26872324|protein inositolphosphorylceramide-B C-26 hydroxylase, putative, expressed	LOC_Os12g43363.1	"no descriptionmoderately similar to ( 345)AT2G34770| Symbols: FAH1 | FAH1 (FATTY ACID HYDROXYLASE 1); catalytic | chr2:14673855-14675140 FORWARDnot assigned not assigned not assigned ERG3 FA_hydroxylase"	lipid metabolism.'exotics' (steroids, squalene etc).sphingolipids	11_8_1

CUST_165260_PI403524517	2	0.16786194	-0.055477142	0.09874201	0.055476665	-0.07485914	-0.24309158	35_46055	Rep: Blz-1 protein - Hordeum vulgare (Barley)	UniRef90_P93667		0	0	0	no description	not assigned.unknown	35_2

CUST_7798_PI403524517	2	0.061332703	-0.9319563	0.02456522	0.15526342	-0.03980255	-0.02456522	35_2171	"Cluster: Putative small basic membrane integral protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative small basic membrane integral protein - Oryza"	UniRef90_Q9AWM0	"CHR3V7|COORD:1072347..1074038| SIP1;1 (SMALL AND BASIC INTRINSIC PROTEIN 1A)"	AT3G04090.1	CHR01V5|COORD:4312636..4310447|protein aquaporin SIP1.1, putative, expressed	LOC_Os01g08660.1	" no descriptionmoderately similar to ( 204)AT3G04090| Symbols: SIP1;1, SIP1A | SIP1;1 (SMALL AND BASIC INTRINSIC PROTEIN 1A) | chr3:1072347-1074038 REVERSEvery weakly similar to (59.7)PIP11_VICFAAquaporin PIP1.1 - Vicia faba (Broad bean)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned MIP MIP GlpF PRK05648 Atrophin-1 PRK12323 PRK07003 Extensin_2 PRK07764 Tymo_45kd_70kd CTF_NFI DUF1421 HPC2 DUF566 GRASP55_65 Drf_FH1 TT_ORF1 Herpes_BLLF1 AF-4 AflR KAR9 Herpes_UL32 APC_basic PRK08770 DUF605 "	transport.Major Intrinsic Proteins.PIP	34_19_1

CUST_10272_PI403524517	2	0.042262554	-0.042262077	-0.17906713	-0.059526443	0.35684824	0.5438366	35_2898	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_92720_PI403524517	2	0.21239471	-0.34096575	0.021899223	0.13698149	-0.021899223	-0.05445814	35_26512	"Cluster: OSIGBa0113E10.3 protein; n=3; BEP clade|Rep: OSIGBa0113E10.3 protein - Oryza sativa (Rice)"	UniRef90_Q00RQ3	CHR3V7|COORD:5471800..5473039| L-asparaginase, putative / L-asparagine amidohydrolase, putative	AT3G16150.1	CHR04V5|COORD:32942472..32945722|protein transposon protein, putative, unclassified, expressed	LOC_Os04g55710.1	 no descriptionweakly similar to ( 134)AT3G16150| Symbols:  | L-asparaginase, putative / L-asparagine amidohydrolase, putative | chr3:5471800-5473039 FORWARDvery weakly similar to (95.1)ASPG_LUPLUL-asparaginase precursor - Lupinus luteus (European yellow lupin)not assigned Asparaginase_2 COG1446 ASRGL1_like Taspase1_like Asparaginase_2 Ntn_Asparaginase_2_like PRK10226 Asparaginase_2_like Glycosylasparaginase 	amino acid metabolism.degradation.aspartate family.asparagine.L-asparaginase	13_2_3_1_1

CUST_567_PI399407379	2	0.038087845	0.34087944	-0.14102173	-0.05007553	-0.038085938	0.038087845	HvDREB2									

CUST_59280_PI403524517	2	-0.019568443	-0.09484291	0.5096855	-0.074830055	0.14088726	0.019568443	35_16905	Rep: B0103C08-B0602B01.3 protein - Oryza sativa (Rice)	UniRef90_Q01HA0	CHR1V7|COORD:262950..266029| acyl-CoA thioesterase family protein	AT1G01710.1	CHR04V5|COORD:27765030..27771470|protein acyl-CoA thioesterase/ cyclic nucleotide binding protein, putative, expressed	LOC_Os04g47120.1	no descriptionhighly similar to ( 503)AT1G01710| Symbols:  | acyl-CoA thioesterase family protein | chr1:262950-266029 FORWARDnot assigned not assigned TesB PRK10526 Thioesterase_II_repeat1 Thioesterase_II_repeat2 Thioesterase_II Acyl_CoA_thio CAP_ED cNMP_binding	lipid metabolism.lipid degradation.beta-oxidation.acyl-CoA thioesterase	11_9_4_5

CUST_6511_PI404877155	2	0.2026434	0.21501541	0.03711605	-0.03711605	-0.06297016	-0.06844711	Contig19444_at	glycine-rich protein [Arabidopsis thaliana]	NP_176723.3	glycine-rich protein	At1g65440.1	"protein chromatin structure regulator, putative; 94915-98581"	Os05g41510	"GLOBAL TRANSCRIPTION FACTOR GROUP B;glycine-rich protein"	RNA.regulation of transcription.Global transcription factor group	27_3_52

CUST_160730_PI403524517	2	0.39113617	-0.6970153	0.008411884	-0.008411884	-0.025419712	1.963615	35_44848	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_56568_PI403524517	2	0.013759613	-0.04366207	-0.106965065	0.017849922	-0.013759613	0.32704258	35_16104	"Cluster: Large secreted protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Large secreted protein, putative, expressed - Oryza sativ"	UniRef90_Q339Q0	"CHR4V7|COORD:16398134..16401595| similar to Hypothetical protein [Oryza sativa] (GB:AAK98716.1); similar to large secreted protein, putative, expressed [Oryza s"	AT4G34260.1	CHR10V5|COORD:9600046..9589513|protein large secreted protein, putative, expressed	LOC_Os10g19880.1	" no descriptionhighly similar to ( 899)AT4G34260| Symbols:  | similar to Hypothetical protein [Oryza sativa] (GB:AAK98716.1); similar to large secreted protein, putative, expressed [Oryza sativa (japonica cultivar-group)] (GB:ABG66023.1); similar to large secreted protein, putative, expressed [Oryza sativa (japonica cultivar-group)] (GB:ABG66022.1); contains InterPro domain Six-hairpin glycosidase; (InterPro:IPR008928) | chr4:16398134-16401595 FORWARD"	not assigned.unknown	35_2

CUST_169510_PI403524517	2	-0.1614008	-0.021502018	0.021501541	0.07868576	0.12231159	-0.7582736	35_47211	"Cluster: Putative drought-inducible protein 1OS; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative drought-inducible protein 1OS - Oryza sativa (japonic"	UniRef90_Q6ZKM5	CHR1V7|COORD:30153630..30154823| pentatricopeptide (PPR) repeat-containing protein	AT1G80150.1	CHR08V5|COORD:24540287..24543440|protein pentatricopeptide repeat, putative, expressed	LOC_Os08g39050.1	no descriptionweakly similar to ( 165)AT1G80150| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr1:30153630-30154823 FORWARDvery weakly similar to (57.0)RF1_ORYSA	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_114755_PI403524517	2	0.21904945	-0.18949032	0.030023575	-0.030024052	2.1226025	-0.13337898	35_32566	"Cluster: Putative formylglycineamide ribotide amidotransferase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative formylglycineamide ribotide amidotrans"	UniRef90_Q5N821	CHR1V7|COORD:27926666..27931107| catalytic	AT1G74260.1	CHR01V5|COORD:38950685..38945585|protein phosphoribosylformylglycinamidine synthase, chloroplast precursor, putative, expressed	LOC_Os01g66500.1	no descriptionmoderately similar to ( 260)AT1G74260| Symbols:  | catalytic | chr1:27926666-27931107 REVERSEnot assigned PRK05297 PurL_repeat1 PurL PurL AIRS	nucleotide metabolism.synthesis.purine.FGAR amidotransferase	23_1_2_4

CUST_48833_PI403524517	2	-0.016370773	-0.3602352	-0.10382843	0.020650864	0.0364151	0.016368866	35_13946	Rep: Protein H2A.6 - Triticum aestivum (Wheat)	UniRef90_Q43214	CHR5V7|COORD:575435..576454| histone H2A, putative	AT5G02560.1	CHR05V5|COORD:716250..717121|protein histone H2A, putative, expressed	LOC_Os05g02300.1	 no descriptionweakly similar to ( 153)AT5G27670| Symbols:  | histone H2A, putative | chr5:9792810-9793368 REVERSEweakly similar to ( 179)H2A5_WHEATProtein H2A.5 - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned H2A H2A HTA1 Histone PRK12323 PRK07003 Tymo_45kd_70kd PRK07764 Atrophin-1 PRK08853 Herpes_BLLF1 Extensin_2 DUF1421 KAR9 DUF936 HPC2 APC_basic DUF566 	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_28182_PI399408534	2	0.52728796	0.022008419	0.10474253	-0.35099125	-0.022008419	-0.20912552	35_12452	"Cluster: Heat stress transcription factor B-4; n=1; Arabidopsis thaliana|Rep: Heat stress transcription factor B-4 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9C635	"CHR1V7|COORD:17227344..17228623| AT-HSFB4 (Arabidopsis thaliana heat shock transcription factor B4); DNA binding / transcription factor"	AT1G46264.1	CHR07V5|COORD:26671944..26675205|protein AT-HSFB4, putative, expressed	LOC_Os07g44690.1	" no descriptionvery weakly similar to (58.2)AT1G46264| Symbols: HSFB4, AT-HSFB4 | AT-HSFB4 (Arabidopsis thaliana heat shock transcription factor B4); DNA binding / transcription factor | chr1:17227344-17228623 FORWARD"	RNA.regulation of transcription.HSF,Heat-shock transcription factor family	27_3_23

CUST_91087_PI403524517	2	0.12792492	0.07071495	-0.06978607	-0.0922184	-0.17989159	0.069787025	35_26048	"Cluster: Hypothetical protein P0431G05.9; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0431G05.9 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q5WMX9	"CHR5V7|COORD:9820315..9822872| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G47900.1); similar to Os01g0931100 [Oryza sativa (japonica"	AT5G27730.1	CHR05V5|COORD:3235586..3240863|protein expressed protein	LOC_Os05g06360.1	"no descriptionvery weakly similar to (77.0)AT5G27730| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G47900.1); similar to Os01g0931100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001045294.1); similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE92860.1) | chr5:9820315-9822872 FORWARDnot assigned"	not assigned.unknown	35_2

CUST_99954_PI403524517	2	0.060922623	-0.019367695	-0.0022463799	0.002245903	-0.66448545	0.05311489	35_28535	"Cluster: Os01g0834200 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os01g0834200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JHZ6	"CHR2V7|COORD:12217103..12222609| VHA-A1 (VACUOLAR PROTON ATPASE A 1); ATPase"	AT2G28520.1	CHR01V5|COORD:36059514..36070535|protein vacuolar ATP synthase 91 kDa subunit, putative, expressed	LOC_Os01g61780.1	"no descriptionweakly similar to ( 146)AT2G28520| Symbols: VHA-A1 | VHA-A1 (VACUOLAR PROTON ATPASE A 1); ATPase | chr2:12217103-12222609 FORWARDnot assigned V_ATPase_I"	transport.p- and v-ATPases	34_1

CUST_55476_PI403524517	2	-0.03164196	0.3449335	0.019171715	-0.019172668	-0.053969383	0.02616787	35_15792	0	0	0	0	CHR05V5|COORD:4549480..4543196|protein CESA1 - cellulose synthase, expressed	LOC_Os05g08370.1	no description	not assigned.unknown	35_2

CUST_16367_PI403524517	2	0.03105545	0.5273962	0.047813416	-0.03247261	-0.03408718	-0.03105545	35_4720	"Cluster: OSIGBa0158F05.10 protein; n=3; Oryza sativa|Rep: OSIGBa0158F05.10 protein - Oryza sativa (Rice)"	UniRef90_Q01KG0	CHR2V7|COORD:10962742..10963095| similar to hypothetical protein SDM1_56t00007 [Solanum demissum] (GB:AAU90329.1)	AT2G25720.1	CHR04V5|COORD:28157655..28157290|protein expressed protein	LOC_Os04g47820.1	no descriptionvery weakly similar to (75.5)AT2G25720| Symbols:  | similar to hypothetical protein SDM1_56t00007 [Solanum demissum] (GB:AAU90329.1) | chr2:10962742-10963095 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned PRK12323	not assigned.unknown	35_2

CUST_12718_PI399408534	2	0.033959866	-0.29971695	0.12612677	-0.033959866	0.11405802	-0.12397528	35_7039	"Cluster: Putative ethylene-responsive RNA helicase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ethylene-responsive RNA helicase - Oryza sativa"	UniRef90_Q5QMN3	CHR1V7|COORD:20578301..20580808| DEAD box RNA helicase, putative (RH20)	AT1G55150.1	CHR01V5|COORD:5247994..5243305|protein ATP-dependent RNA helicase dbp2, putative, expressed	LOC_Os01g10050.1	 no descriptionmoderately similar to ( 474)AT1G55150| Symbols:  | DEAD box RNA helicase, putative (RH20) | chr1:20578301-20580808 FORWARDmoderately similar to ( 270)DB10_NICSYATP-dependent RNA helicase-like protein DB10 - Nicotiana sylvestris (Wood tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DEADc SrmB PRK11776 DEAD PRK11192 PRK10590 DEXDc PRK04537 PRK11634 PRK01297 PRK04837 DEXDc Lhr COG1205 DEXHc COG1204 COG1202 PRK09751 	DNA.synthesis/chromatin structure	28_1

CUST_75601_PI403524517	2	0.30215263	-0.016636848	-0.21721745	0.057504654	-0.18496513	0.016637802	35_21673	"Cluster: Putative immunophilin / FKBP-type peptidyl-prolyl cis-trans isomerase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative immunophilin / FKBP-ty"	UniRef90_Q6ZGL6	CHR1V7|COORD:7232014..7233356| immunophilin / FKBP-type peptidyl-prolyl cis-trans isomerase family protein	AT1G20810.1	CHR02V5|COORD:924471..926632|protein peptidyl-prolyl cis-trans isomerase, FKBP-type family protein, expressed	LOC_Os02g02550.1	no descriptionvery weakly similar to (99.0)AT1G20810| Symbols:  | immunophilin / FKBP-type peptidyl-prolyl cis-trans isomerase family protein | chr1:7232014-7233356 FORWARDnot assigned not assigned FkpA FKBP_C PRK10902	protein.folding	29_6

CUST_157513_PI403524517	2	-0.3171854	0.05556774	0.18526936	0.17960548	-0.05556774	-0.39418793	35_43981	"Cluster: Putative PrMC3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative PrMC3 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q67J09	"CHR1V7|COORD:17420063..17421736| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G48700.1); similar to CXE carboxylesterase [Malus pumila]"	AT1G47480.1	CHR09V5|COORD:17416340..17417476|protein gibberellin receptor GID1L2, putative, expressed	LOC_Os09g28630.1	"no descriptionvery weakly similar to (70.1)AT1G47480| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G48700.1); similar to CXE carboxylesterase [Malus pumila] (GB:ABB89003.1); contains InterPro domain Esterase/lipase/thioesterase; (InterPro:IPR000379); contains InterPro domain Alpha/beta hydrolase fold-3; (InterPro:IPR013094) | chr1:17420063-17421736 FORWARDnot assigned"	not assigned.no ontology	35_1

CUST_18378_PI399408534	2	0.23340797	0.17126322	0.049839497	-0.049839497	-0.3816886	-0.6112685	35_35053	"Cluster: Transposon protein, putative, unclassified, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Transposon protein, putative, unclassified, exp"	UniRef90_Q10NX9	"CHR4V7|COORD:17906696..17909398| FRS5 (FAR1-RELATED SEQUENCE 5); zinc ion binding"	AT4G38180.1	CHR03V5|COORD:8170947..8174224|protein transposon protein, putative, unclassified, expressed	LOC_Os03g15010.1	"no descriptionweakly similar to ( 105)AT4G38180| Symbols: FRS5 | FRS5 (FAR1-RELATED SEQUENCE 5); zinc ion binding | chr4:17906696-17909398 REVERSE"	signalling.light	30_11

CUST_13076_PI404877155	2	-0.120220184	0.28187513	0.04749632	0.09147358	-0.21331167	-0.047495842	Contig6793_at	high mobility group protein HMGd1 - maize emb|CAA70045.1| HMGd1 [Zea mays] gb|AAM93217.1| nucleasome/chromatin assembly factor D protein NFD	T03375	high mobility group protein beta2 (HMGbeta2) / HMG protein beta2	At1g20696.1	protein high mobility group protein HMGd1 - maize	Os09g37910	NONE	RNA.regulation of transcription.Nucleosome/chromatin assembly factor group	27_3_62

CUST_20307_PI399408534	2	0.1350174	0.539937	-0.007923126	-0.20894146	-0.27889156	0.007923126	35_12748	"Cluster: Hypothetical protein P0498A12.2-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0498A12.2-1 - Oryza sativa (japonica cultivar"	UniRef90_Q9AQU7	CHR3V7|COORD:6024952..6026179| rhomboid family protein / zinc finger protein-related	AT3G17611.1	CHR01V5|COORD:10136937..10134175|protein rhomboid domain containing 1, putative, expressed	LOC_Os01g18100.1	no descriptionweakly similar to ( 156)AT3G17611| Symbols:  | zinc ion binding | chr3:6025658-6026179 FORWARDnot assigned Rhomboid	RNA.regulation of transcription.unclassified	27_3_99

CUST_36929_PI403524517	2	-0.12328482	0.12328529	0.1303792	-0.1235857	0.88189363	-0.4032116	35_10643	"Cluster: Os07g0585600 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os07g0585600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D534	CHR2V7|COORD:9757068..9759817| GCN5-related N-acetyltransferase (GNAT) family protein / amino acid kinase family protein	AT2G22910.1	CHR07V5|COORD:23789693..23783263|protein N-acetyltransferase/ amino-acid N-acetyltransferase, putative, expressed	LOC_Os07g39690.1	no descriptionmoderately similar to ( 293)AT2G22910| Symbols:  | GCN5-related N-acetyltransferase (GNAT) family protein / amino acid kinase family protein | chr2:9757068-9759817 FORWARDnot assigned AAK_NAGS-ABP PRK05279 ArgB AAK_NAGK-C PRK00942 AAK_NAGK-like AAK_NAGK-fArgBP AAK AA_kinase AAK_NAGK-UC	misc.GCN5-related N-acetyltransferase	26_24

CUST_17139_PI403524517	2	0.10835743	0.27876663	-0.22182274	-0.108356476	-0.25535583	0.11084175	35_4955	"Cluster: Putative avrRpt2-induced AIG2 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative avrRpt2-induced AIG2 protein - Oryza sativa (japonica"	UniRef90_Q5Z825	CHR2V7|COORD:10380876..10381734| similar to avirulence-responsive protein-related / avirulence induced gene (AIG) protein-related [Arabidopsis	AT2G24390.1	CHR06V5|COORD:29666374..29664221|protein AIG2-like protein, putative, expressed	LOC_Os06g48960.1	"no descriptionweakly similar to ( 175)AT2G24390| Symbols:  | similar to avirulence-responsive protein-related / avirulence induced gene (AIG) protein-related [Arabidopsis thaliana] (TAIR:AT4G31310.1); similar to Os02g0141000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001045856.1); similar to hypothetical protein SNOG_11054 [Phaeosphaeria nodorum SN15] (GB:EAT81553.1); similar to conserved hypothetical protein [Caldicellulosiruptor saccharolyticus DSM 8903] (GB:ZP_00885054.1); contains InterPro domain AIG2-like; (InterPro:IPR009288) | chr2:10380876-10381734 FORWARDAIG2"	stress.biotic	20_1

CUST_41493_PI403524517	2	0.12343311	0.24974918	0.015104294	-0.07815361	-0.19091415	-0.01510334	35_11925	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_41995_PI403524517	2	0.003068924	0.24143696	0.16579247	-0.01216507	-0.2295456	-0.0030698776	35_12073	Rep: Actin associated protein - Aspergillus fumigatus (Sartorya fumigata)	UniRef90_Q4WCV2	CHR1V7|COORD:6978101..6985306| family II extracellular lipase, putative	AT1G20130.1	CHR01V5|COORD:554817..550824|protein ATP binding protein, putative, expressed	LOC_Os01g02040.2	no description	not assigned.unknown	35_2

CUST_8028_PI404877155	2	0.06789017	0.2869482	-0.06789017	-0.13608932	-0.26109982	0.09722996	Contig23642_at	RNA helicase SDE3 [Arabidopsis thaliana]	AAK40099.1	RNA helicase SDE3 (SDE3)	At1g05460.1	protein RNA helicase SDE3	Os03g06440	NONE	RNA.processing.RNA helicase	27_1_2

CUST_18197_PI403524517	2	0.057217598	-0.4507103	0.01663971	-0.0089588165	0.0089588165	-0.05170822	35_5254	"Cluster: Os07g0633800 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os07g0633800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D4D3	CHR1V7|COORD:27520382..27521013| similar to conserved hypothetical protein [Medicago truncatula] (GB:ABD32847.1)	AT1G73177.1	0	0	no descriptionvery weakly similar to (83.2)AT1G73177| Symbols:  | similar to conserved hypothetical protein [Medicago truncatula] (GB:ABD32847.1) | chr1:27520382-27521013 REVERSE	not assigned.unknown	35_2

CUST_67353_PI403524517	2	0.3280301	0.29745197	0.02293253	-0.02293253	-0.36863232	-0.13878822	35_19231	"Cluster: OSIGBa0115K01-H0319F09.2 protein; n=3; Oryza sativa|Rep: OSIGBa0115K01-H0319F09.2 protein - Oryza sativa (Rice)"	UniRef90_Q01HQ0	CHR5V7|COORD:25797737..25800700| membrane protein-related	AT5G64500.1	CHR04V5|COORD:26080349..26088666|protein carbohydrate transporter/ sugar porter/ transporter, putative, expressed	LOC_Os04g44430.1	no descriptionweakly similar to ( 192)AT5G64500| Symbols:  | membrane protein-related | chr5:25797737-25800700 FORWARDnot assigned	not assigned.no ontology	35_1

CUST_62808_PI403524517	2	-0.03565693	0.1472435	-0.0040454865	0.0040454865	0.017482758	-0.03123951	35_17908	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QQC8	CHR5V7|COORD:22543207..22545084| similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE92111.1)	AT5G55610.1	CHR12V5|COORD:18915235..18910163|protein expressed protein	LOC_Os12g31490.1	no descriptionweakly similar to ( 182)AT5G55610| Symbols:  | similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE92111.1) | chr5:22543207-22545084 FORWARDnot assigned not assigned not assigned PRK07764 Extensin_2	not assigned.unknown	35_2

CUST_56633_PI403524517	2	0.671021	-0.1711998	0.16712856	0.10895395	-0.108953476	-0.3140335	35_16123	"Cluster: Putative H(+)-transporting ATP synthase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative H(+)-transporting ATP synthase - Oryza sativa (japon"	UniRef90_Q6Z8K7	CHR4V7|COORD:6100796..6101500| ATP synthase delta chain, chloroplast, putative / H(+)-transporting two-sector ATPase, delta (OSCP) subunit, putative	AT4G09650.1	CHR02V5|COORD:31521051..31522672|protein ATP synthase delta chain, chloroplast precursor, putative, expressed	LOC_Os02g51470.3	 no descriptionweakly similar to ( 169)AT4G09650| Symbols:  | ATP synthase delta chain, chloroplast, putative / H(+)-transporting two-sector ATPase, delta (OSCP) subunit, putative | chr4:6100796-6101500 FORWARDmoderately similar to ( 241)ATPD_SORBIATP synthase delta chain, chloroplast precursor - Sorghum bicolor (Sorghum) (Sorghum vulgare)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned OSCP PRK05758 AtpH atpD PRK07003 PRK07764 Tymo_45kd_70kd PRK12323 Extensin_2 Atrophin-1 APC_basic PRK12678 Herpes_BLLF1 HPC2 PRK08474 AF-4 Herpes_TAF50 DUF566 PRK05648 TT_ORF1 DUF1421 DUF1509 PRK08853 PRK09169 PRK00708 KAR9 Transformer Gag_spuma PRK10819 IER DUF390 infB 	PS.lightreaction.ATP synthase	1_1_4

CUST_15862_PI403524517	2	0.0072317123	-0.37231064	-0.0072307587	0.15097046	0.7326603	-0.14284801	35_4579	"Cluster: Putative heme binding protein 2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative heme binding protein 2 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q9LD82	CHR1V7|COORD:5844759..5845532| SOUL heme-binding family protein	AT1G17100.1	CHR01V5|COORD:6005829..6004620|protein heme-binding protein 2, putative, expressed	LOC_Os01g11230.1	no descriptionmoderately similar to ( 244)AT1G17100| Symbols:  | SOUL heme-binding family protein | chr1:5844759-5845532 FORWARDnot assigned not assigned not assigned not assigned not assigned SOUL PRK12678	not assigned.no ontology	35_1

CUST_58100_PI403524517	2	-1.0108948E-4	0.012908936	-0.04289341	1.0204315E-4	-0.048574448	0.13162899	35_16568	"Cluster: Hypothetical protein P0461D06.6; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0461D06.6 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6H4M5	CHR3|COORD:9799223..9802280| expressed protein	AT3G26670.3	CHR02V5|COORD:18825876..18821156|protein expressed protein	LOC_Os02g31874.1	"no descriptionhighly similar to ( 524)AT3G26670| Symbols:  | similar to permease-related [Arabidopsis thaliana] (TAIR:AT3G23870.1); similar to hypothetical protein ECU03_0170 [Encephalitozoon cuniculi GB-M1] (GB:NP_597528.1); similar to Os02g0518100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001046964.1); contains InterPro domain Protein of unknown function DUF803; (InterPro:IPR008521) | chr3:9799473-9801799 REVERSEnot assigned DUF803"	not assigned.unknown	35_2

CUST_73137_PI403524517	2	0.043348312	0.6136713	-0.025506973	-0.043569565	-0.21568489	0.025507927	35_20973	"Cluster: Zinc finger, C3HC4 type family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Zinc finger, C3HC4 type family protein, expressed -"	UniRef90_Q10C16	CHR2V7|COORD:13033521..13037440| zinc finger (C3HC4-type RING finger) family protein	AT2G30580.1	CHR03V5|COORD:33206126..33211236|protein protein binding protein, putative, expressed	LOC_Os03g58390.1	no descriptionweakly similar to ( 101)AT2G30580| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr2:13033521-13037440 FORWARD	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_24691_PI399408534	2	-0.40931988	0.0048799515	-0.112989426	0.3455639	0.43394756	-0.004880905	35_36571	Rep: Calreticulin-like protein - Triticum aestivum (Wheat)	UniRef90_Q5MCL9	"CHR1V7|COORD:21093724..21096295| CRT1 (CALRETICULIN 1); calcium ion binding"	AT1G56340.1	CHR07V5|COORD:8135269..8139586|protein calreticulin precursor, putative, expressed	LOC_Os07g14270.4	"no descriptionvery weakly similar to (94.4)AT1G56340| Symbols: CRT1 | CRT1 (CALRETICULIN 1); calcium ion binding | chr1:21093687-21096295 REVERSEweakly similar to ( 107)CALR_ORYSAnot assigned not assigned Calreticulin"	signalling.calcium	30_3

CUST_64532_PI403524517	2	0.05148983	0.15762901	0.06636524	-0.0878315	-0.2728634	-0.051488876	35_18423	"Cluster: Hypothetical protein B1036C05.8; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1036C05.8 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q5W6S3	CHR5V7|COORD:23644052..23649297| binding	AT5G58450.1	CHR05V5|COORD:16186966..16174881|protein expressed protein	LOC_Os05g27870.1	no descriptionweakly similar to ( 174)AT5G58450| Symbols:  | binding | chr5:23644052-23649297 FORWARDnot assigned	not assigned.unknown	35_2

CUST_43915_PI403524517	2	-3.0231476E-4	0.15481281	3.0183792E-4	0.22824097	-0.11351776	-0.08566713	35_12604	Rep: OSIGBa0097P08.5 protein - Oryza sativa (Rice)	UniRef90_Q01JK0	CHR3V7|COORD:1625882..1627982| pectinesterase family protein	AT3G05610.1	CHR04V5|COORD:22693357..22691327|protein pectinesterase-1 precursor, putative, expressed	LOC_Os04g38560.1	no descriptionmoderately similar to ( 248)AT3G05610| Symbols:  | pectinesterase family protein | chr3:1625882-1627982 REVERSEmoderately similar to ( 231)PME1_CITSIPectinesterase-1 precursor - Citrus sinensis (Sweet orange)not assigned Pectinesterase PemB PRK10531	cell wall.pectin*esterases.PME	10_8_1

CUST_59402_PI403524517	2	-0.34717178	0.014327049	-0.014327049	0.190135	0.7560415	-0.07213831	35_16939	"Cluster: Os02g0117200 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0117200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E4I9	"CHR1V7|COORD:15938737..15941132| similar to Saposin B [Medicago truncatula] (GB:ABE83256.1); contains InterPro domain Endoplasmic reticulum targeting sequence;"	AT1G42480.1	CHR02V5|COORD:900945..906395|protein MIR-interacting saposin-like protein precursor, putative, expressed	LOC_Os02g02524.1	"no descriptionvery weakly similar to (59.3)AT1G42480| Symbols:  | similar to Saposin B [Medicago truncatula] (GB:ABE83256.1); contains InterPro domain Endoplasmic reticulum targeting sequence; (InterPro:IPR000886) | chr1:15938737-15941132 FORWARD"	not assigned.unknown	35_2

CUST_56417_PI403524517	2	0.028057098	-0.16981792	0.05969429	-0.03683567	0.05682659	-0.028057098	35_16059	"Cluster: 3-isopropylmalate dehydrogenase 2, chloroplast precursor; n=4; Brassicaceae|Rep: 3-isopropylmalate dehydrogenase 2, chloroplast precursor"	UniRef90_P93832	CHR1V7|COORD:30292725..30295018| 3-isopropylmalate dehydrogenase, chloroplast, putative	AT1G80560.1	CHR03V5|COORD:25540343..25544855|protein 3-isopropylmalate dehydrogenase 2, chloroplast precursor, putative, expressed	LOC_Os03g45320.2	 no descriptionweakly similar to ( 122)AT1G80560| Symbols:  | 3-isopropylmalate dehydrogenase, chloroplast, putative | chr1:30292725-30295018 FORWARDweakly similar to ( 117)LEU3_BRANA3-isopropylmalate dehydrogenase, chloroplast precursor - Brassica napus (Rape)not assigned not assigned PRK00772 Iso_dh LeuB PRK03437 PRK09222 PRK08194 PRK08997 Icd PRK06451 	amino acid metabolism.synthesis.branched chain group.leucine specific.3-isopropylmalate dehydrogenase	13_1_4_4_3

CUST_171272_PI403524517	2	0.036629677	0.14042282	0.16302681	-0.03663063	-0.061196327	-0.19294167	35_47715	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_17231_PI403524517	2	-0.081912994	0.18686867	-0.2576208	0.08335781	-0.103411674	0.081912994	35_4980	"Cluster: Putative HGA1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative HGA1 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5Z8T7	"CHR3V7|COORD:6230276..6231884| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G18170.1); similar to glycosyltransferase [Triticum aestivum]"	AT3G18180.1	CHR06V5|COORD:29885305..29882510|protein glycosyltransferase, putative, expressed	LOC_Os06g49320.1	"no descriptionmoderately similar to ( 246)AT3G18180| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G18170.1); similar to glycosyltransferase [Triticum aestivum] (GB:CAI30081.1); contains InterPro domain Protein of unknown function DUF563; (InterPro:IPR007657) | chr3:6230276-6231884 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned DUF563 PRK07003 Herpes_BLLF1 SerH PRK09169 PRK12323"	not assigned.unknown	35_2

CUST_1608_PI403524517	2	0.24022675	0.40808296	0.13692379	-0.3656664	-0.19909573	-0.13692284	35_424	"Cluster: Phytepsin precursor (EC 3.4.23.40) (Aspartic proteinase) [Contains: Phytepsin 32 kDa subunit; Phytepsin 29 kDa subunit; Phytepsin 16 kDa"	UniRef90_P42210	CHR4V7|COORD:2225230..2227744| aspartyl protease family protein	AT4G04460.1	CHR05V5|COORD:28148525..28154216|protein aspartic proteinase oryzasin-1 precursor, putative, expressed	LOC_Os05g49200.2	no descriptionweakly similar to ( 117)AT1G11910| Symbols:  | aspartyl protease family protein | chr1:4017117-4019872 REVERSEmoderately similar to ( 209)ASPR_HORVUPhytepsin precursor - Hordeum vulgare (Barley)not assigned not assigned Asp	protein.degradation.aspartate protease	29_5_4

CUST_34483_PI399408534	2	0.15276146	0.064352036	0.14615536	-0.18239594	-0.32612228	-0.064352036	35_43313	Rep: Tic62 protein, putative, expressed - Oryza sativa (japonica cultivar-group)	UniRef90_Q10A77	CHR3V7|COORD:6511175..6514735| catalytic/ coenzyme binding	AT3G18890.1	CHR10V5|COORD:42509..30112|protein tic62 protein, putative, expressed	LOC_Os10g01044.3	no descriptionvery weakly similar to (94.7)AT3G18890| Symbols:  | catalytic/ coenzyme binding | chr3:6511175-6514735 FORWARD	stress.abiotic.light	20_2_5

CUST_9553_PI399408534	2	0.11394882	0.47241879	0.030548096	-0.030547142	-0.11021805	-0.0326252	35_7194	"Cluster: Os03g0126100 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os03g0126100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DVK1	CHR1V7|COORD:187235..189836| AN (ANGUSTIFOLIA)	AT1G01510.1	CHR03V5|COORD:1475590..1472653|protein angustifolia, putative, expressed	LOC_Os03g03460.1	no descriptionmoderately similar to ( 278)AT1G01510| Symbols: AN | AN (ANGUSTIFOLIA) | chr1:187235-189836 FORWARDnot assigned	RNA.regulation of transcription.Orphan family	27_3_34

CUST_76750_PI403524517	2	-1.0556245	0.68953323	0.0996418	-0.09964228	0.82233095	-0.88459635	35_22002	"Cluster: Putative microtubule-associated protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative microtubule-associated protein - Oryza sativa (japon"	UniRef90_Q6ASW5	"CHR2|COORD:417439..420586| similar to microtubule associated protein (MAP65/ASE1) family protein [Arabidopsis thaliana] (TAIR:At1g14690.1); similar to"	AT2G01910.2	CHR03V5|COORD:29070465..29065222|protein retrotransposon protein, putative, Ty1-copia subclass, expressed	LOC_Os03g50970.1	no descriptionweakly similar to ( 177)AT2G01910| Symbols: ATMAP65-6 | ATMAP65-6 | chr2:417697-420181 FORWARDnot assigned MAP65_ASE1 PRK12678	cell.organisation	31_1

CUST_71897_PI403524517	2	-0.02511406	0.4383049	-0.011219025	0.078398705	-0.12576103	0.011219978	35_20612	Rep: Hypothetical protein - Hordeum vulgare (Barley)	UniRef90_Q70YI7	CHR3V7|COORD:17291415..17295842| protein kinase family protein	AT3G46920.1	CHR06V5|COORD:4007140..4012540|protein protein kinase domain containing protein, expressed	LOC_Os06g08280.1	no descriptionmoderately similar to ( 323)AT3G46920| Symbols:  | protein kinase family protein | chr3:17291415-17295842 REVERSEvery weakly similar to (79.3)NORK_MEDTRNodulation receptor kinase precursor - Medicago truncatula (Barrel medic)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TyrKc Pkinase_Tyr PTKc S_TKc Pkinase S_TKc PTKc_EphR PTKc_Csk_like PTKc_InsR_like PTKc_Tec_like PTKc_FAK PTKc_Jak_rpt2 PTKc_EphR_A2 PTKc_Src_like PTKc_Jak2_Jak3_rpt2 PTKc_Fes_like PTKc_Syk_like PTKc_Abl PTKc_Frk_like PTKc_Csk PTKc_EphR_A PTK_CCK4 PTKc_EGFR_like PTKc_Ack_like PTKc_FGFR PTKc_Srm_Brk PTKc_EphR_B PTKc_Itk PTKc_Chk PTKc_EphR_A10 PTKc_Axl_like PTKc_Trk PTKc_Ror PTKc_Btk_Bmx PTKc_Tyro3 PTKc_c-ros PTKc_PDGFR PTKc_Lck_Blk PTKc_Syk PTKc_Met_Ron PTKc_Zap-70 PTKc_Tec_Rlk PTKc_ALK_LTK PTKc_Lyn PTKc_Fes PTKc_Tyk2_rpt2 PTKc_FGFR4 PTKc_InsR PTKc_Kit PTKc_Tie1 PTKc_Tie2 PTKc_RET PTKc_Ror1 PTKc_VEGFR2 PTKc_DDR PTKc_VEGFR PTKc_Tie PTKc_Jak1_rpt2 PTKc_Fyn_Yrk PTKc_TrkA PTKc_Hck PTKc_VEGFR3 PTKc_Fer PTKc_FGFR2 PTKc_Src PTKc_IGF-1R PTKc_Musk PTKc_DDR2 PTKc_FGFR1 PTKc_CSF-1R PTKc_FGFR3 PTKc_Yes PTKc_PDGFR_alpha PTKc_Ror2 PTK_Ryk PTKc_EGFR PTKc_PDGFR_beta PTKc_Axl PTK_HER3 SPS1 PTKc_TrkC PTK_Jak_rpt1 PTKc_DDR1 PTKc_DDR_like PTKc_TrkB PTKc_HER2 PTK_Jak2_Jak3_rpt1 PTKc_HER4 PTK_Tyk2_rpt1 PTKc_Aatyk1_Aatyk3 PTKc_Aatyk PTK_Jak1_rpt1 PTKc_Aatyk2	protein.postranslational modification	29_4

CUST_66787_PI403524517	2	-0.0022306442	-0.7172766	-0.050764084	0.13216972	0.119626045	0.0022306442	35_19069	Rep: Expansin EXPA7 - Triticum aestivum (Wheat)	UniRef90_Q6QFA6	CHR3V7|COORD:742662..743982| ATEXPA13 (ARABIDOPSIS THALIANA EXPANSIN A13)	AT3G03220.1	CHR04V5|COORD:29266053..29270469|protein alpha-expansin 13 precursor, putative, expressed	LOC_Os04g49410.1	 no descriptionmoderately similar to ( 340)AT3G03220| Symbols: EXP13, ATEXP13, ATHEXP ALPHA 1.22, ATEXPA13 | ATEXPA13 (ARABIDOPSIS THALIANA EXPANSIN A13) | chr3:742662-743982 REVERSEmoderately similar to ( 463)EXP10_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pollen_allerg_1 DPBB_1 PRK07003 PRK12323 HPC2 DUF566 TT_ORF1 IER PRK07764 Atrophin-1 PRK05648 Herpes_BLLF1 Protamine_P1 PRK12495 	cell wall.modification	10_7

CUST_10166_PI404877155	2	0.0050058365	0.39342976	-0.098591805	-0.0050058365	-0.15150928	0.09951782	Contig388_at	plasma membrane H+ ATPase [Oryza sativa (japonica cultivar-group)]	CAD29296.1	ATPase, plasma membrane-type, putative / proton pump, putative	At5g62670.1	protein plasma-membrane proton-efflux P-type ATPase	Os12g44150	plasma membrane H+ ATPase	transport.p- and v-ATPases	34_1

CUST_134558_PI403524517	2	-0.106066704	-0.5950203	0.106066704	0.40698624	0.35776424	-0.14050007	35_37752	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_110914_PI403524517	2	-0.13596392	0.19713306	-0.3356843	-0.117307186	0.11730671	2.2580996	35_31496	"Cluster: Uroporphyrinogen-III synthase family protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Uroporphyrinogen-III synthase"	UniRef90_Q10QR9	"CHR2V7|COORD:11294744..11297302| HEMD; uroporphyrinogen-III synthase"	AT2G26540.1	CHR03V5|COORD:4475846..4479990|protein uroporphyrinogen-III synthase, putative, expressed	LOC_Os03g08730.1	"no descriptionweakly similar to ( 139)AT2G26540| Symbols: HEMD | HEMD; uroporphyrinogen-III synthase | chr2:11294744-11297302 REVERSEnot assigned not assigned not assigned HemD PRK06975 hemD"	tetrapyrrole synthesis.uroporphyrinogen III synthase	19_6

CUST_99470_PI403524517	2	0.11809158	0.1225214	-0.215271	-0.11809254	-0.34556198	1.1167355	35_28394	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_169487_PI403524517	2	0.1248188	0.16652489	0.08157635	-0.21776724	-0.08157635	-0.4652958	35_47206	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_35297_PI403524517	2	-0.010582924	0.01058197	-0.044454575	0.019218445	-0.19220924	0.1312294	35_10177	"Cluster: Cell division-associated protein BIMB-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Cell division-associated protein BIMB-like - Oryza sativa"	UniRef90_Q6ZHH8	"CHR4V7|COORD:12033714..12043583| AESP (ARABIDOPSIS HOMOLOG OF SEPARASE); peptidase"	AT4G22970.1	CHR02V5|COORD:32501282..32493342|protein peptidase, putative, expressed	LOC_Os02g53120.1	"no descriptionvery weakly similar to (56.2)AT4G22970| Symbols: AESP | AESP (ARABIDOPSIS HOMOLOG OF SEPARASE); peptidase | chr4:12033714-12043583 REVERSE"	not assigned.unknown	35_2

CUST_86882_PI403524517	2	0.0290308	-0.033551216	-0.015566349	0.015566349	0.01622343	-0.6451893	35_24883	Rep: Ribosomal protein L36 - Triticum aestivum (Wheat)	UniRef90_Q5I7L5	CHR3V7|COORD:19924899..19925791| structural constituent of ribosome	AT3G53740.3	CHR05V5|COORD:22513233..22515300|protein 60S ribosomal protein L36-2, putative, expressed	LOC_Os05g38520.2	no descriptionweakly similar to ( 173)AT3G53740| Symbols:  | 60S ribosomal protein L36 (RPL36B) | chr3:19924899-19925791 REVERSEweakly similar to ( 139)RL36_DAUCA60S ribosomal protein L36 - Daucus carota (Carrot)not assigned Ribosomal_L36e RPL36A	protein.synthesis.misc ribososomal protein	29_2_2

CUST_38620_PI403524517	2	-0.009536743	0.6259079	0.009537697	-0.1514082	-0.04460144	0.01736927	35_11110	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_8136_PI403524517	2	-0.03245735	-0.18604565	0.06642914	-0.0033521652	0.2833166	0.0033521652	35_2270	"Cluster: Monothiol glutaredoxin-S4 precursor; n=1; Oryza sativa|Rep: Monothiol glutaredoxin-S4 precursor - Oryza sativa (Rice)"	UniRef90_Q0JM76	"CHR3|COORD:5307951..5309563| similar to thioredoxin family protein [Arabidopsis thaliana] (TAIR:At4g04950.1); similar to glutaredoxin-related"	AT3G15660.2	CHR01V5|COORD:19416756..19421151|protein OsGrx_S15.1 - glutaredoxin subgroup II, expressed	LOC_Os01g34620.7	no descriptionweakly similar to ( 129)AT3G15660| Symbols:  | electron carrier/ protein disulfide oxidoreductase | chr3:5308141-5309390 REVERSEnot assigned GRX_PICOT_like COG0278 PRK10824 GRX_family Glutaredoxin	redox.glutaredoxins	21_4

CUST_79520_PI403524517	2	0.04624462	-0.11974096	0.066790104	-0.04624462	0.15270329	-0.088558674	35_22809	Rep: Hypothetical protein - Gibberella zeae (Fusarium graminearum)	UniRef90_Q4III4	CHR5V7|COORD:15457074..15460237| protein kinase family protein	AT5G38560.1	CHR04V5|COORD:24705559..24701241|protein peroxidase 18 precursor, putative, expressed	LOC_Os04g42100.1	no descriptionnot assigned KatG peroxidase	not assigned.unknown	35_2

CUST_71354_PI403524517	2	0.04087162	-0.14949894	-0.12865925	0.013726234	-0.013727188	0.13556671	35_20442	"Cluster: Os07g0102300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0102300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D977	"CHR1V7|COORD:22886173..22888387| Identical to Uncharacterized GPI-anchored protein At1g61900 precursor [Arabidopsis Thaliana] (GB:Q8GUI4;GB:O80696;GB:Q3ECK6);"	AT1G61900.1	CHR07V5|COORD:141877..132461|protein expressed protein	LOC_Os07g01240.1	"no descriptionmoderately similar to ( 230)AT1G61900| Symbols:  | Identical to Uncharacterized GPI-anchored protein At1g61900 precursor [Arabidopsis Thaliana] (GB:Q8GUI4;GB:O80696;GB:Q3ECK6); similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G30700.1); similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE83923.1) | chr1:22886226-22888387 REVERSE"	not assigned.no ontology	35_1

CUST_4987_PI403524517	2	0.12802315	-0.36916733	-0.095840454	0.0020885468	-0.0020885468	0.09494686	35_1374	"Cluster: Hypothetical protein T12C14_60; n=2; Arabidopsis thaliana|Rep: Hypothetical protein T12C14_60 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9LZQ4	"CHR3V7|COORD:23083995..23091430| similar to LOC495699 protein [Xenopus laevis] (GB:AAH86296.1); contains InterPro domain Carboxypeptidase regulatory region;"	AT3G62360.1	CHR01V5|COORD:11035648..11022221|protein nodal modulator 1 precursor, putative, expressed	LOC_Os01g19470.1	"no descriptionhighly similar to ( 837)AT3G62360| Symbols:  | similar to LOC495699 protein [Xenopus laevis] (GB:AAH86296.1); contains InterPro domain Carboxypeptidase regulatory region; (InterPro:IPR008969); contains InterPro domain Cna B-type; (InterPro:IPR008454); contains InterPro domain Borrelia outer surface lipoprotein; (InterPro:IPR001809) | chr3:23083995-23091430 REVERSEnot assigned"	not assigned.unknown	35_2

CUST_11565_PI404877155	2	-0.13635635	0.006196022	0.042733192	-0.006196022	0.0810318	-0.065258026	Contig5246_at	cytochrome c oxidase subunit 6b [Oryza sativa (japonica cultivar-group)] dbj|BAB12339.1| cytochrome c oxidase subunit 6b [Oryza sativa (japo	BAB12275.1	cytochrome c oxidase subunit 6b, putative (COX6b)	At1g22450.1	protein cytochrome c oxidase subunit 6b-1	Os03g27290	cytochrome c oxidase subunit 6b	mitochondrial electron transport / ATP synthesis.cytochrome c oxidase	9_7

CUST_81881_PI403524517	2	-0.061505318	0.66013336	0.02117157	-0.18314838	-0.02117157	0.044205666	35_23487	Rep: OSIGBa0145C12.2 protein - Oryza sativa (Rice)	UniRef90_Q01J10	"CHR4V7|COORD:4197844..4199508| VFB3 (VIER F-BOX PROTEINE 3); ubiquitin-protein ligase"	AT4G07400.1	CHR04V5|COORD:25027480..25024914|protein cyclin-like F-box, putative, expressed	LOC_Os04g42670.1	"no descriptionweakly similar to ( 114)AT4G07400| Symbols: VFB3 | VFB3 (VIER F-BOX PROTEINE 3); ubiquitin-protein ligase | chr4:4197844-4199508 REVERSEnot assigned not assigned"	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_2472_PI404877155	2	0.047406197	-0.7966299	-0.30914307	0.1134634	0.15493107	-0.047405243	Contig12863_at	long-chain-fatty-acid--CoA ligase family protein / long-chain acyl-CoA synthetase family protein (LACS9) [Arabidopsis	NP_177882.1	long-chain-fatty-acid--CoA ligase family protein / long-chain acyl-CoA synthetase family protein (LACS9)	At1g77590.1	protein probable acyl-CoA synthetase, 62297-59022 [imported] - Arabidopsis thaliana	Os12g07110	"LONG CHAIN ACYL-COA SYNTHETASE 9;long-chain-fatty-acid--CoA ligase family protein / long-chain acyl-CoA synthetase family protein (LACS9), similar to LACS 3 (SP:O95573) from Homo Sapiens, LACS 3 (SP:Q63151) from Rattus norvegicus; contains Pfam HMM hit: A"	lipid metabolism.FA synthesis and FA elongation.long chain fatty acid CoA ligase	11_1_09

CUST_43401_PI403524517	2	0.15415478	0.36973858	-0.079202175	0.039070606	-0.3507614	-0.039071083	35_12463	"Cluster: Putative translation releasing factor2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative translation releasing factor2 - Oryza sativa (japonic"	UniRef90_Q8GVY3	"CHR5V7|COORD:14253313..14255204| HCF109 (HIGH CHLOROPHYLL FLUORESCENT 109); translation release factor"	AT5G36170.2	CHR07V5|COORD:21670211..21666526|protein peptide chain release factor 2, putative, expressed	LOC_Os07g36250.2	" no descriptionweakly similar to ( 131)AT5G36170| Symbols: ATPRFB, HCF109 | HCF109 (HIGH CHLOROPHYLL FLUORESCENT 109); translation release factor | chr5:14253313-14255204 REVERSEnot assigned prfB PrfB PRK06746 PRK07245 PRK05589 PRK07342 PRK08787 RF-1 prfA "	protein.synthesis.release	29_2_5

CUST_40160_PI403524517	2	0.16139698	-0.35131502	0.022247314	0.02120018	-0.021199703	-0.17314911	35_11548	"Cluster: Lipase class 3-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Lipase class 3-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6KA57	CHR2V7|COORD:1918727..1919890| lipase class 3 family protein	AT2G05260.1	CHR02V5|COORD:10758909..10762541|protein triacylglycerol lipase, putative, expressed	LOC_Os02g18480.1	no descriptionweakly similar to ( 187)AT2G05260| Symbols:  | lipase class 3 family protein | chr2:1918727-1919789 FORWARD	lipid metabolism.lipid degradation.lipases.triacylglycerol lipase	11_9_2_1

CUST_8593_PI403524517	2	0.12053394	1.0797267	-0.1717987	-0.14870834	0.009026051	-0.009026051	35_2408	"Cluster: Hypothetical protein OSJNBb0041A22.4; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0041A22.4 - Oryza sativa (japonica cu"	UniRef90_Q75L16	CHR2V7|COORD:16515041..16516819| ACT domain-containing protein	AT2G39570.1	CHR05V5|COORD:677045..683361|protein amino acid binding protein, putative, expressed	LOC_Os05g02220.3	no descriptionmoderately similar to ( 253)AT2G39570| Symbols:  | ACT domain-containing protein | chr2:16515041-16516819 FORWARDnot assigned not assigned not assigned not assigned ACT_ACR-like_2 ACT_ACR-like_1 ACT_ACR-UUR-like_2 ACT_UUR-ACR-like GlnD	not assigned.no ontology	35_1

CUST_1868_PI404877155	2	0.027917862	0.07684994	-0.049936295	-0.06124592	-0.027917862	0.0568676	Contig12085_at	zinc finger (CCCH-type) family protein [Arabidopsis thaliana] dbj|BAB10568.1| unnamed protein product [Arabidopsis thaliana]	NP_201131.1	zinc finger (CCCH-type) family protein	At5g63260.1	protein Similar to contains similarity to zinc finger protein gene_id:MDC12.23	Os12g18120	"zinc finger (CCCH-type) family protein, identical to zinc finger protein 3 (Arabidopsis thaliana) gi:4689376:gb:AAD27875; contains Pfam domain, PF00642: Zinc finger C-x8-C-x5-C-x3-H type (and similar) or  zinc finger (CCCH-type) family protein, identical"	RNA.regulation of transcription.unclassified	27_3_99

CUST_19258_PI404877155	2	-0.3188877	1.2779236E-4	-1.2779236E-4	0.37613297	-0.061736107	0.09341812	rbaal1k11_s_at	putative metal-binding protein [Oryza sativa (japonica cultivar-group)] gb|AAP53965.1| putative metal-binding protein [Oryza sativa (japonic	NP_921678.1	heavy-metal-associated domain-containing protein	At5g03380.1	protein hypothetical protein	Os10g30450	putative metal-binding protein/farnesylated protein GMFP5	transport.misc	34_99

CUST_87231_PI403524517	2	-0.1387415	-0.020019531	-0.029618263	0.031097412	0.24847412	0.020018578	35_24978	Rep: DEAD box RNA helicase - Zea mays (Maize)	UniRef90_Q6S4Y1	CHR4V7|COORD:11840328..11841455| protease inhibitor/seed storage/lipid transfer protein (LTP) family protein	AT4G22470.1	CHR01V5|COORD:40020008..40015110|protein ATP-dependent RNA helicase dbp2, putative, expressed	LOC_Os01g68320.5	no description	not assigned.unknown	35_2

CUST_10984_PI403524517	2	0.024526596	0.008768082	0.03538418	-0.008768082	-0.04052925	-0.068128586	35_3104	"Cluster: Os02g0533000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os02g0533000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E0P6	"CHR5V7|COORD:1048337..1051868| Identical to Protein At5g03900 precursor [Arabidopsis Thaliana] (GB:Q8GW20;GB:Q8L632;GB:Q8LG15;GB:Q9FFM9;GB:Q9LZB9);"	AT5G03900.2	CHR02V5|COORD:19622802..19617168|protein expressed protein	LOC_Os02g33010.1	"no descriptionmoderately similar to ( 448)AT5G03900| Symbols:  | Identical to Protein At5g03900 precursor [Arabidopsis Thaliana] (GB:Q8GW20;GB:Q8L632;GB:Q8LG15;GB:Q9FFM9;GB:Q9LZB9); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD28426.1); similar to Os02g0533000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001047028.1); contains InterPro domain HesB/YadR/YfhF; (InterPro:IPR000361) | chr5:1048337-1051868 FORWARD"	not assigned.unknown	35_2

CUST_6933_PI399408534	2	-0.81979513	-0.8473711	0.9136386	0.26077604	0.6244092	-0.26077557	35_16305	Rep: Aldehyde oxidase-2 - Zea mays (Maize)	UniRef90_O23888	CHR2V7|COORD:11609030..11614092| AAO3 (ABSCISIC ALDEHYDE OXIDASE 3)	AT2G27150.1	CHR03V5|COORD:32825391..32818299|protein aldehyde oxidase 1, putative, expressed	LOC_Os03g57690.1	" no descriptionmoderately similar to ( 464)AT1G04580| Symbols: ATAO-4, ATAO2, AAO4 | AAO4 (ALDEHYDE OXIDASE 4); aldehyde oxidase | chr1:1252211-1257509 REVERSEhighly similar to ( 638)ALDO2_ORYSAnot assigned not assigned Ald_Xan_dh_C2 XdhB CoxL PRK09970 PRK09800 PRK12323 "	hormone metabolism.abscisic acid.synthesis-degradation	17_1_1

CUST_27679_PI399408534	2	0.21756363	0.6648493	-0.12406349	-0.1778822	-0.08203125	0.0820303	35_28822	"Cluster: D-mannose binding lectin family protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: D-mannose binding lectin family protein - Oryza sativa (japon"	UniRef90_Q2QY68	CHR1V7|COORD:12503428..12505917| lectin protein kinase family protein	AT1G34300.1	CHR12V5|COORD:1463813..1461306|protein D-mannose binding lectin family protein, expressed	LOC_Os12g03650.1	no descriptionvery weakly similar to (58.9)AT1G34300| Symbols:  | lectin protein kinase family protein | chr1:12503428-12505917 FORWARDweakly similar to ( 127)KPRO_MAIZEPutative receptor protein kinase ZmPK1 precursor - Zea mays (Maize)	signalling.receptor kinases.S-locus glycoprotein like	30_2_24

CUST_33702_PI399408534	2	-0.043872833	0.26383686	0.043872833	-0.055838585	0.10960388	-0.43515778	35_22040	Rep: Histone acetyltransferase HAT2 - Triticum aestivum (Wheat)	UniRef90_Q0Z9V9	"CHR5V7|COORD:20498426..20502037| ELO3 (ELONGATA 3); N-acetyltransferase/ catalytic/ hydrogen ion transporting ATP synthase, rotational mechanism /"	AT5G50320.1	CHR04V5|COORD:24021653..24017987|protein histone acetyltransferase ELP3, putative, expressed	LOC_Os04g40840.1	" no descriptionmoderately similar to ( 345)AT5G50320| Symbols: ELO3 | ELO3 (ELONGATA 3); N-acetyltransferase/ catalytic/ hydrogen ion transporting ATP synthase, rotational mechanism / hydrogen ion transporting ATPase, rotational mechanism / iron ion binding | chr5:20498426-20502037 REVERSEmoderately similar to ( 381)ELP3_ORYSAnot assigned not assigned not assigned ELP3 PRK07764 PRK12323 "	RNA.regulation of transcription.Histone acetyltransferases	27_3_54

CUST_2419_PI403524517	2	0.11371422	-0.15517426	-0.00258255	0.0025815964	0.04358387	-0.031863213	35_658	Rep: 60S ribosomal protein L144 - Brassica rapa subsp. pekinensis (Chinese cabbage)	UniRef90_Q94ER6	CHR4|COORD:8242544..8243880| 60S ribosomal protein L36a/L44 (RPL36aB)	AT4G14320.1	CHR07V5|COORD:20308348..20310417|protein 60S ribosomal protein L44, putative, expressed	LOC_Os07g33997.1	no descriptionweakly similar to ( 158)AT4G14320| Symbols:  | 60S ribosomal protein L36a/L44 (RPL36aB) | chr4:8242680-8243801 REVERSEweakly similar to ( 153)RL44_GOSHI60S ribosomal protein L44 - Gossypium hirsutum (Upland cotton) (Gossypium mexicanum)not assigned Ribosomal_L44 RPL42A rpl44e	protein.synthesis.misc ribososomal protein	29_2_2

CUST_18905_PI403524517	2	0.10223293	-0.5283184	-0.10041809	0.09922409	-0.011137009	0.011137009	35_5478	"Cluster: Hypothetical protein P0554A06.10; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0554A06.10 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5SMP0	CHR5V7|COORD:5572643..5572942| similar to hypothetical protein MtrDRAFT_AC157349g25v1 [Medicago truncatula] (GB:ABE78359.1)	AT5G16950.1	CHR01V5|COORD:8653866..8655268|protein expressed protein	LOC_Os01g15448.1	no descriptionvery weakly similar to (87.0)AT5G16950| Symbols:  | similar to hypothetical protein MtrDRAFT_AC157349g25v1 [Medicago truncatula] (GB:ABE78359.1) | chr5:5572643-5572942 FORWARD	not assigned.unknown	35_2

CUST_12635_PI403524517	2	0.14603615	0.05366516	-0.054519653	-1.2378578	0.036563873	-0.036564827	35_3611	Rep: Transmembrane protein-like - Oryza sativa (japonica cultivar-group)	UniRef90_Q6K5X9	CHR1V7|COORD:12367339..12368945| transporter-related	AT1G34020.1	CHR05V5|COORD:7155887..7150493|protein integral membrane protein like, putative, expressed	LOC_Os05g12490.1	no descriptionmoderately similar to ( 450)AT1G34020| Symbols:  | transporter-related | chr1:12367339-12368945 FORWARDnot assigned not assigned not assigned not assigned TPT UAA VRG4 RhaT	not assigned.no ontology	35_1

CUST_21799_PI403524517	2	0.35421038	-0.05974245	0.059741974	-4.0670147	-0.12966108	0.82808113	35_6329	"Cluster: Nrap protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Nrap protein, expressed - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QX78	"CHR1V7|COORD:23673353..23679205| similar to Nrap protein, expressed [Oryza sativa (japonica cultivar-group)] (GB:ABA95899.2); similar to Nrap protein, expressed"	AT1G63810.1	CHR12V5|COORD:3359719..3368243|protein nrap protein, expressed	LOC_Os12g06910.2	" no descriptionmoderately similar to ( 207)AT1G63810| Symbols:  | similar to Nrap protein, expressed [Oryza sativa (japonica cultivar-group)] (GB:ABA95899.2); similar to Nrap protein, expressed [Oryza sativa (japonica cultivar-group)] (GB:ABA95898.2); contains InterPro domain Nrap protein; (InterPro:IPR005554) | chr1:23673353-23679205 REVERSEnot assigned Nrap "	not assigned.no ontology	35_1

CUST_23367_PI399408534	2	-0.007287979	-0.52548695	0.0072870255	-0.027454376	0.14190769	0.06977749	35_5730	"Cluster: Os09g0402300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os09g0402300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J1X6	CHR1V7|COORD:26786501..26792374| phosphatidylinositol-4-phosphate 5-kinase family protein	AT1G71010.1	CHR09V5|COORD:14117238..14109010|protein 1-phosphatidylinositol-4-phosphate 5-kinase/ zinc ion binding protein, putative, expressed	LOC_Os09g23740.1	no descriptionmoderately similar to ( 437)AT1G71010| Symbols:  | phosphatidylinositol-4-phosphate 5-kinase family protein | chr1:26786501-26792374 FORWARDvery weakly similar to (66.2)PI5K1_ORYSAnot assigned not assigned PIPKc PIPKc MSS4 PIP5K	signalling.phosphinositides.phosphatidylinositol-4-phosphate 5-kinase	30_4_1

CUST_82979_PI403524517	2	-0.10655594	0.15374851	0.1607666	-0.04305458	-0.051301956	0.04305458	35_23795	"Cluster: Hypothetical protein P0454H12.5; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0454H12.5 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q5QML5	"CHR1V7|COORD:3101853..3102834| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G57610.2); similar to Os12g0122100 [Oryza sativa (japonica"	AT1G09575.1	CHR01V5|COORD:35099219..35095966|protein expressed protein	LOC_Os01g60110.1	"no descriptionvery weakly similar to (63.5)AT1G09575| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G57610.2); similar to Os12g0122100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001066028.1); similar to hypothetical protein LOC_Os11g03130 [Oryza sativa (japonica cultivar-group)] (GB:ABA91271.1); similar to Os01g0817000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001044621.1); contains InterPro domain Protein of unknown function DUF607; (InterPro:IPR006769) | chr1:3101853-3102834 REVERSEnot assigned DUF607"	not assigned.unknown	35_2

CUST_121208_PI403524517	2	0.11937332	-0.46588516	-0.03741169	0.03741169	0.2290163	-0.053548813	35_34240	"Cluster: Immunophilin/FKBP-type peptidyl-prolyl cis-trans isomerase-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Immunophilin/FKBP-type"	UniRef90_Q6ZLL2	CHR5V7|COORD:4299833..4301709| immunophilin / FKBP-type peptidyl-prolyl cis-trans isomerase family protein	AT5G13410.1	CHR07V5|COORD:1775715..1778847|protein FK506 binding protein, putative, expressed	LOC_Os07g04160.2	no descriptionvery weakly similar to (95.9)AT5G13410| Symbols:  | immunophilin / FKBP-type peptidyl-prolyl cis-trans isomerase family protein | chr5:4299833-4301709 REVERSE	protein.folding	29_6

CUST_61142_PI403524517	2	0.21568966	0.0046424866	-0.20214367	-0.0046424866	0.09596062	-0.073872566	35_17443	"Cluster: Hydrolase-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hydrolase-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5N8H1	CHR4V7|COORD:6270487..6273095| hydrolase, alpha/beta fold family protein	AT4G10030.1	CHR01V5|COORD:38802466..38807639|protein catalytic/ hydrolase, putative, expressed	LOC_Os01g66240.1	 no descriptionmoderately similar to ( 325)AT4G10030| Symbols:  | hydrolase, alpha/beta fold family protein | chr4:6270487-6273095 REVERSEnot assigned not assigned MhpC PRK11126 PRK10673 	not assigned.no ontology	35_1

CUST_18059_PI403524517	2	0.015685081	-0.0793314	0.08627033	-0.06539154	0.39952183	-0.015684128	35_5216	Rep: Hypothetical protein - Gibberella zeae (Fusarium graminearum)	UniRef90_Q4IFZ7	CHR1V7|COORD:8900266..8903207| metallo-beta-lactamase family protein	AT1G25375.1	CHR01V5|COORD:1846636..1853105|protein metallo-beta-lactamase superfamily protein, expressed	LOC_Os01g04200.2	no descriptionweakly similar to ( 127)AT1G25375| Symbols:  | metallo-beta-lactamase family protein | chr1:8900266-8903207 REVERSE	not assigned.no ontology	35_1

CUST_75714_PI403524517	2	0.2478962	0.110095024	-0.1100955	-0.3480997	-0.48112965	0.11394501	35_21704	"Cluster: Putative maize transposon MuDR mudrA-like protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Putative maize transposon MuDR mudrA-like protein -"	UniRef90_Q9AYI6	CHR3V7|COORD:6251501..6253977| octicosapeptide/Phox/Bem1p (PB1) domain-containing protein	AT3G18230.1	CHR10V5|COORD:351014..344789|protein transposon protein, putative, Mutator sub-class, expressed	LOC_Os10g01550.1	no descriptionPB1 PB1	not assigned.unknown	35_2

CUST_14137_PI403524517	2	0.099617004	0.2020936	-0.099617004	-0.39891338	0.2855606	-0.18378544	35_4057	Rep: OSJNBa0065H10.6 protein - Oryza sativa (Rice)	UniRef90_Q5CAG1	"CHR5V7|COORD:19201033..19202694| ATNUDT8 (Arabidopsis thaliana Nudix hydrolase homolog 8); hydrolase"	AT5G47240.1	CHR04V5|COORD:27204350..27207137|protein nudix hydrolase 8, putative, expressed	LOC_Os04g46280.2	no description	not assigned.unknown	35_2

CUST_20487_PI399408534	2	0.020923615	-0.3015442	0.17585373	-0.02092266	0.26439857	-0.42608356	35_5868	"Cluster: Class III HD-Zip protein 4, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Class III HD-Zip protein 4, putative, expressed - Ory"	UniRef90_Q2QM96	"CHR2V7|COORD:14646627..14651072| PHB (PHABULOSA); DNA binding / transcription factor"	AT2G34710.1	CHR03V5|COORD:24611849..24605999|protein class III HD-Zip protein 4, putative, expressed	LOC_Os03g43930.2	" no descriptionmoderately similar to ( 478)AT2G34710| Symbols: ATHB14, ATHB-14, PHB-1D, PHB | PHB (PHABULOSA); DNA binding / transcription factor | chr2:14646627-14651072 REVERSE"	RNA.regulation of transcription.HB,Homeobox transcription factor family	27_3_22

CUST_10391_PI403524517	2	0.0087862015	-1.2810116	-0.008787155	0.03518486	0.16370583	-0.05607319	35_2931	"Cluster: Putative replication licensing factor MCM4; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative replication licensing factor MCM4 - Oryza sativa"	UniRef90_Q5JKB0	CHR2V7|COORD:7133618..7137747| DNA replication licensing factor, putative	AT2G16440.1	CHR01V5|COORD:20518897..20523850|protein DNA replication licensing factor mcm4, putative, expressed	LOC_Os01g36390.1	 no descriptionhighly similar to ( 952)AT2G16440| Symbols:  | DNA replication licensing factor, putative | chr2:7133618-7137747 REVERSEmoderately similar to ( 314)MCM3_MAIZEnot assigned not assigned not assigned not assigned not assigned not assigned MCM MCM2 MCM COG0714 ChlI AAA_5 	DNA.synthesis/chromatin structure	28_1

CUST_86752_PI403524517	2	-0.17559433	-0.6626816	1.1391997	0.17559433	0.2694435	-0.36173344	35_24845	Rep: Hypothetical protein - Cicer arietinum (Chickpea) (Garbanzo)	UniRef90_Q9ZRV6	CHR1V7|COORD:23452682..23453909| C2 domain-containing protein	AT1G63220.1	CHR04V5|COORD:26339727..26342224|protein elicitor-responsive protein 3, putative, expressed	LOC_Os04g44870.1	no description	not assigned.unknown	35_2

CUST_88370_PI403524517	2	0.101854324	-0.061668396	0.061668396	0.09868908	-0.06927967	-0.18673515	35_25297	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_706_PI399408534	2	0.15505219	0.35728168	0.0031986237	-0.0031995773	-0.19558048	-0.008473396	35_38330	"Cluster: Putative SET domain-containing protein SET104; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative SET domain-containing protein SET104 - Oryza s"	UniRef90_Q6K4E6	CHR2V7|COORD:14830641..14833025| SUVH5 (SU(VAR)3-9 HOMOLOG 5)	AT2G35160.1	CHR09V5|COORD:11868806..11873416|protein YDG/SRA domain containing protein, expressed	LOC_Os09g19830.1	no descriptionweakly similar to ( 140)AT2G35160| Symbols: SUVH5 | SUVH5 (SU(VAR)3-9 HOMOLOG 5) | chr2:14830641-14833025 FORWARDnot assigned not assigned Pre-SET PreSET	RNA.regulation of transcription.SET-domain transcriptional regulator family	27_3_69

CUST_121147_PI403524517	2	0.25330448	-0.6355095	-0.29150677	0.049589157	0.08590889	-0.049589157	35_34224	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_93854_PI403524517	2	0.04526806	-0.58186626	0.37130785	0.34116554	-0.045268536	-0.5431595	35_26835	"Cluster: Os03g0133800 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os03g0133800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DVE6	CHR1V7|COORD:28628337..28630302| AMP-dependent synthetase and ligase family protein	AT1G76290.1	CHR03V5|COORD:1867872..1865013|protein AMP binding protein, putative, expressed	LOC_Os03g04130.1	no descriptionvery weakly similar to (75.9)AT1G76290| Symbols:  | AMP-dependent synthetase and ligase family protein | chr1:28628337-28630302 REVERSEnot assigned PRK08162 CaiC	lipid metabolism.FA synthesis and FA elongation.acyl coa ligase	11_1_8

CUST_122711_PI403524517	2	-0.3668275	-1.0810051	0.36114216	0.42129087	1.0305591	-0.36114168	35_34622	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_25912_PI403524517	2	-0.2618885	0.22913837	-0.2663288	0.17493057	0.01427269	-0.014271736	35_7510	"Cluster: Putative heat shock protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative heat shock protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8RYX7	CHR1V7|COORD:3679225..3680924| DNAJ chaperone C-terminal domain-containing protein	AT1G11040.1	CHR01V5|COORD:38336490..38339127|protein dnaJ protein homolog 1, putative, expressed	LOC_Os01g65480.1	no descriptionweakly similar to ( 104)AT1G11040| Symbols:  | DNAJ chaperone C-terminal domain-containing protein | chr1:3679225-3680924 REVERSEvery weakly similar to (64.7)DNJH_CUCSADnaJ protein homolog - Cucumis sativus (Cucumber)not assigned DnaJ DnaJ_C	stress.abiotic.heat	20_2_1

CUST_6626_PI399408534	2	-2.0418162	1.0602193	0.3392253	0.56467867	-0.33922482	-1.6229396	35_16333	"Cluster: ABA-responsive protein, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: ABA-responsive protein, putative,"	UniRef90_Q2QQY9	CHR5V7|COORD:4207084..4208082| GRAM domain-containing protein / ABA-responsive protein-related	AT5G13200.1	CHR12V5|COORD:17459220..17457321|protein ABA-responsive protein, putative, expressed	LOC_Os12g29400.1	no descriptionweakly similar to ( 142)AT5G13200| Symbols:  | GRAM domain-containing protein / ABA-responsive protein-related | chr5:4207084-4208082 FORWARDnot assigned not assigned	hormone metabolism.abscisic acid.induced-regulated-responsive-activated	17_1_3

CUST_27029_PI403524517	2	0.13219929	0.35474873	-0.013781548	-0.043872833	-0.016082764	0.013780594	35_7828	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_59500_PI403524517	2	0.05024147	-0.050242424	-0.05368519	-0.16571426	0.052241325	0.34506035	35_16966	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q84T82	CHR2V7|COORD:15047814..15049055| similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:AAO66526.1)	AT2G35790.1	CHR03V5|COORD:35907425..35909446|protein expressed protein	LOC_Os03g63680.1	no descriptionweakly similar to ( 139)AT2G35790| Symbols:  | similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:AAO66526.1) | chr2:15047814-15049055 FORWARDnot assigned	not assigned.unknown	35_2

CUST_86976_PI403524517	2	0.039050102	-0.05923462	-0.10161972	-0.033263206	0.033262253	0.042733192	35_24909	"Cluster: Putative FUSED serine/threonine kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative FUSED serine/threonine kinase - Oryza sativa (japonic"	UniRef90_Q5NAR7	"CHR1V7|COORD:12330904..12332765| similar to EMB3013 (EMBRYO DEFECTIVE 3013), kinase [Arabidopsis thaliana] (TAIR:AT5G18700.1); similar to Os01g0259400 [Oryza"	AT1G33940.1	CHR01V5|COORD:8696430..8688631|protein EMB3013, putative, expressed	LOC_Os01g15480.1	" no descriptionweakly similar to ( 152)AT1G33940| Symbols:  | similar to EMB3013 (EMBRYO DEFECTIVE 3013), kinase [Arabidopsis thaliana] (TAIR:AT5G18700.1); similar to Os01g0259400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001042639.1); similar to Serine/threonine protein kinase (ISS) [Ostreococcus tauri] (GB:CAL57563.1); contains domain ARM repeat (SSF48371) | chr1:12330904-12332765 REVERSE"	not assigned.unknown	35_2

CUST_13595_PI399408534	2	0.3672228	0.27357292	-0.053679943	-0.020187855	-0.058732986	0.020188332	35_6562	"Cluster: Hypothetical protein OJ1767_D02.23; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1767_D02.23 - Oryza sativa (japonica cultiv"	UniRef90_Q6ZGJ3	CHR5V7|COORD:21789333..21789761| auxin-responsive family protein	AT5G53590.1	CHR02V5|COORD:32412624..32413492|protein OsSAUR12 - Auxin-responsive SAUR gene family member, expressed	LOC_Os02g52990.1	no descriptionvery weakly similar to (77.0)AT4G00880| Symbols:  | auxin-responsive family protein | chr4:366692-367060 REVERSEvery weakly similar to (60.8)A10A5_SOYBNAuxin-induced protein 10A5 - Glycine max (Soybean)not assigned Auxin_inducible	hormone metabolism.auxin.induced-regulated-responsive-activated	17_2_3

CUST_71004_PI403524517	2	-0.47364807	-0.18366623	0.043848038	0.39679337	0.38382626	-0.043847084	35_20341	"Cluster: Hypothetical protein OSJNBa0055P24.10; n=2; Oryza sativa|Rep: Hypothetical protein OSJNBa0055P24.10 - Oryza sativa (Rice)"	UniRef90_Q9FWG6	"CHR2V7|COORD:15631332..15633913| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G53450.1); similar to Conserved hypothetical protein 730 [Medicago"	AT2G37210.1	CHR10V5|COORD:17671462..17676405|protein carboxy-lyase, putative, expressed	LOC_Os10g33900.1	"no descriptionmoderately similar to ( 340)AT2G37210| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G53450.1); similar to Conserved hypothetical protein 730 [Medicago truncatula] (GB:ABE89044.1); contains InterPro domain Conserved hypothetical protein 730; (InterPro:IPR005269) | chr2:15631332-15633913 REVERSELysine_decarbox COG1611"	not assigned.unknown	35_2

CUST_45140_PI403524517	2	0.010807037	-0.14621449	-0.06984234	0.16261768	0.12757874	-0.010807991	35_12942	"Cluster: Hypothetical protein F9E10.30; n=1; Arabidopsis thaliana|Rep: Hypothetical protein F9E10.30 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9S7Q2	"CHR1V7|COORD:28122898..28125975| PTAC2 (PLASTID TRANSCRIPTIONALLY ACTIVE2); binding"	AT1G74850.1	CHR03V5|COORD:34553384..34548697|protein ATP binding protein, putative, expressed	LOC_Os03g60910.1	"no descriptionmoderately similar to ( 228)AT1G74850| Symbols: PTAC2 | PTAC2 (PLASTID TRANSCRIPTIONALLY ACTIVE2); binding | chr1:28122898-28125975 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07003 Atrophin-1 PRK07764 Herpes_BLLF1 DUF1421 HPC2 DUF566 Extensin_2 PRK05648 Pneumo_att_G Tymo_45kd_70kd Protamine_P1 Herpes_TAF50 Drf_FH1 APC_basic Metaviral_G TT_ORF1 PRK08853 Totivirus_coat PRK10819 DUF605"	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_69134_PI403524517	2	0.049705505	-0.16725636	-0.01217556	0.009475708	-0.009474754	0.45197296	35_19780	"Cluster: Magmas-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Magmas-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5JN36	CHR3V7|COORD:21920243..21921496| TXR1 (THAXTOMIN A RESISTANT 1)	AT3G59280.1	CHR01V5|COORD:42690476..42688174|protein mitochondrial import inner membrane translocase subunit TIM16, putative, expressed	LOC_Os01g73020.1	no descriptionweakly similar to ( 123)AT3G59280| Symbols: TXR1 | TXR1 (THAXTOMIN A RESISTANT 1) | chr3:21920243-21921496 REVERSEnot assigned Pam16	not assigned.no ontology	35_1

CUST_73403_PI403524517	2	-0.08905983	0.4333191	0.08905983	-0.49457216	-0.8284259	0.31730652	35_21045	"Cluster: Hypothetical protein OSJNBa0012L23.49; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0012L23.49 - Oryza sativa (japonica"	UniRef90_Q8LNW0	0	0	CHR10V5|COORD:17917751..17915021|protein expressed protein	LOC_Os10g34200.1	no description	not assigned.unknown	35_2

CUST_30314_PI403524517	2	0.19170046	-0.10196304	0.06497955	-0.06497955	0.29787588	-0.7169552	35_8752	Rep: PREDICTED: hypothetical protein - Pan troglodytes	UniRef90_UPI0000E24E5C	CHR2V7|COORD:10661187..10666462| formin homology 2 domain-containing protein / FH2 domain-containing protein	AT2G25050.1	CHR09V5|COORD:1254785..1256020|protein PE-PGRS family protein, putative, expressed	LOC_Os09g02770.1	no description	not assigned.unknown	35_2

CUST_67509_PI403524517	2	0.25317478	-0.24397945	-0.03314686	0.055047035	-0.085656166	0.03314686	35_19280	"Cluster: OSJNBa0058G03.7 protein; n=4; Magnoliophyta|Rep: OSJNBa0058G03.7 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7X5X9	"CHR1V7|COORD:10181226..10182485| ATS9 (19S PROTEOSOME SUBUNIT 9); binding"	AT1G29150.1	CHR04V5|COORD:21949208..21952014|protein 26S proteasome non-ATPase regulatory subunit 11, putative, expressed	LOC_Os04g36700.1	" no descriptionhighly similar to ( 536)AT1G29150| Symbols: RPN6, ATS9 | ATS9 (19S PROTEOSOME SUBUNIT 9); binding | chr1:10181226-10182485 FORWARDnot assigned not assigned not assigned RPN6 PCI PINT "	protein.degradation.ubiquitin.proteasom	29_5_11_20

CUST_26691_PI399408534	2	-0.033950806	-0.23147583	0.18754482	-0.084412575	0.033950806	0.0361557	35_3402	Rep: Calcineurin B-like protein 1 - Oryza sativa (japonica cultivar-group)	UniRef90_Q3HRP6	"CHR4V7|COORD:9817155..9819008| CBL1 (CALCINEURIN B-LIKE PROTEIN 1); calcium ion binding"	AT4G17615.1	CHR10V5|COORD:21969201..21978998|protein calcineurin B-like protein 9, putative, expressed	LOC_Os10g41510.1	" no descriptionmoderately similar to ( 333)AT4G17615| Symbols: ATCBL1, SCABP5 | CBL1 (CALCINEURIN B-LIKE PROTEIN 1); calcium ion binding | chr4:9817994-9819008 FORWARDvery weakly similar to (60.8)CCAMK_MEDTRCalcium and calcium/calmodulin-dependent serine/threonine-protein kinase DMI-3 - Medicago truncatula (Barrel medic)not assigned not assigned not assigned not assigned FRQ1 EFh "	signalling.calcium	30_3

CUST_50783_PI403524517	2	-0.023293018	-3.624241	0.023292542	1.940589	0.4816084	-0.59303904	35_14488	"Cluster: Protochlorophyllide reductase A, chloroplast precursor; n=2; Triticeae|Rep: Protochlorophyllide reductase A, chloroplast precursor - Hordeum vulgare (B"	UniRef90_P13653	"CHR5V7|COORD:22008409..22009999| PORA (Protochlorophyllide reductase A); oxidoreductase/ protochlorophyllide reductase"	AT5G54190.1	CHR04V5|COORD:34443989..34445657|protein protochlorophyllide reductase A, chloroplast precursor, putative, expressed	LOC_Os04g58200.1	" no descriptionmoderately similar to ( 471)AT5G54190| Symbols: PORA | PORA (Protochlorophyllide reductase A); oxidoreductase/ protochlorophyllide reductase | chr5:22008409-22009464 REVERSEhighly similar to ( 602)PORA_WHEATProtochlorophyllide reductase A, chloroplast precursor - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07453 PRK06197 PRK06196 PRK05854 FabG fabG fabG PRK12829 PRK12826 adh_short COG4221 PRK08324 TT_ORF1 PRK07003 PRK07825 PRK12939 DltE PRK12827 PRK07326 PRK07063 PRK08589 fabG PRK12429 PRK06124 PRK06841 APC_basic PRK08220 PRK07523 PRK06179 PRK06484 PRK07774 PRK12745 PRK07109 PRK05866 PRK06181 PRK07201 PRK08219 PRK06949 PRK06138 PRK09135 PRK06182 PRK12323 PRK08213 fabG PRK07041 PRK07576 PRK07074 PRK07677 PRK06200 KR PRK06947 PRK07478 PRK09072 PRK05855 PRK07067 PRK05717 PRK12678 PRK12828 PRK12937 DltE PRK07024 PRK06500 PRK05872 "	tetrapyrrole synthesis.protochlorophyllide reductase	19_14

CUST_8116_PI403524517	2	0.010830879	-0.71919346	0.060275078	-0.032063484	0.09907246	-0.010830879	35_2265	"Cluster: Hypothetical protein OSJNBa0091J19.7; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0091J19.7 - Oryza sativa (japonica cu"	UniRef90_Q9AY66	CHR3V7|COORD:3171418..3172573| reticulon family protein	AT3G10260.3	CHR03V5|COORD:32343688..32340875|protein seed maturation protein, putative, expressed	LOC_Os03g56900.1	no descriptionmoderately similar to ( 251)AT3G10260| Symbols:  | reticulon family protein | chr3:3171418-3172573 REVERSEnot assigned Reticulon	not assigned.no ontology	35_1

CUST_50027_PI403524517	2	-0.18582344	0.88747406	-0.2015562	-0.18367767	0.33906937	0.18367672	35_14280	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q75KQ4	CHR2V7|COORD:17273872..17274951| proline-rich family protein	AT2G41420.1	CHR03V5|COORD:18040460..18042273|protein adhesive/proline-rich protein, putative, expressed	LOC_Os03g31679.1	no descriptionnot assigned DUF1421	not assigned.unknown	35_2

CUST_122117_PI403524517	2	-0.26798296	-0.27963734	-0.62553406	0.70406485	0.26798248	0.6489744	35_34471	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_55560_PI403524517	2	0.11315346	-0.0013990402	0.015316963	-0.033231735	-0.09291649	0.0013990402	35_15815	"Cluster: Putative DNA-directed RNA polymerase II 13.6K chain; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative DNA-directed RNA polymerase II 13.6K cha"	UniRef90_Q6ZA50	"CHR3V7|COORD:19329047..19329976| ATRPB13.6 (Arabidopsis thaliana RNA polymerase II 13.6 kDa subunit); DNA binding / DNA-directed RNA polymerase"	AT3G52090.1	CHR07V5|COORD:3815641..3812268|protein DNA-directed RNA polymerase II subunit J, putative, expressed	LOC_Os07g07610.1	"no descriptionweakly similar to ( 184)AT3G52090| Symbols: ATRPB13.6 | ATRPB13.6 (Arabidopsis thaliana RNA polymerase II 13.6 kDa subunit); DNA binding / DNA-directed RNA polymerase | chr3:19329047-19329976 REVERSEnot assigned not assigned RPB11 RNA_pol_L"	RNA.transcription	27_2

CUST_17950_PI403524517	2	0.17701912	0.086509705	0.019834518	-0.13236237	-0.15866756	-0.019835472	35_5185	"Cluster: PHD finger protein-like; n=3; Oryza sativa (japonica cultivar-group)|Rep: PHD finger protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69T47	"CHR5V7|COORD:25123065..25125101| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G28770.1); similar to unnamed protein product; gene_id:K19B1.16"	AT5G62550.1	CHR06V5|COORD:5583374..5574869|protein C1-like domain containing protein, expressed	LOC_Os06g10690.1	no description	not assigned.unknown	35_2

CUST_12718_PI403524517	2	0.03335476	-0.3239603	-0.15524101	0.10427666	0.11061382	-0.033355713	35_3638	"Cluster: Hypothetical protein OSJNOa178M01.8; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNOa178M01.8 - Oryza sativa (japonica cult"	UniRef90_Q64MB0	CHR1V7|COORD:3189462..3190052| DNA polymerase delta subunit 4 family	AT1G09815.1	CHR09V5|COORD:20315233..20313087|protein delta DNA polymerase, putative, expressed	LOC_Os09g34850.3	no descriptionvery weakly similar to (91.7)AT1G09815| Symbols:  | DNA polymerase delta subunit 4 family | chr1:3189462-3190052 FORWARDDNA_pol_delta_4	DNA.synthesis/chromatin structure	28_1

CUST_88955_PI403524517	2	0.08880091	-0.12033129	0.07686663	-0.062662125	-0.19733381	0.0626626	35_25451	Rep: H0112G12.2 protein - Oryza sativa (Rice)	UniRef90_Q01JL8	CHR1V7|COORD:3834762..3837305| ABC1 family protein	AT1G11390.1	CHR04V5|COORD:33484540..33478649|protein protein kinase-like, putative, expressed	LOC_Os04g56510.1	no descriptionmoderately similar to ( 221)AT1G11390| Symbols:  | ABC1 family protein | chr1:3834762-3837305 REVERSEnot assigned not assigned AarF ubiB ABC1	not assigned.no ontology.ABC1 family protein	35_1_1

CUST_14568_PI399408534	2	0.13857746	-0.63710976	-0.095822334	0.031157494	-0.018242836	0.018242836	35_2100	"Cluster: Putative transmembrane protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative transmembrane protein - Oryza sativa (japonica cultivar-group"	UniRef90_Q69L84	CHR4V7|COORD:11569936..11572175| TOM1 (TOBAMOVIRUS MULTIPLICATION 1)	AT4G21790.1	CHR07V5|COORD:148483..145266|protein tobamovirus multiplication 1 homolog 3, putative, expressed	LOC_Os07g01250.1	no descriptionmoderately similar to ( 401)AT4G21790| Symbols: TOM1 | TOM1 (TOBAMOVIRUS MULTIPLICATION 1) | chr4:11569936-11572175 FORWARDDUF1084 TT_ORF1	RNA.regulation of transcription.unclassified	27_3_99

CUST_130799_PI403524517	2	0.45181847	-0.27493382	-0.07706547	0.07539463	0.015504837	-0.015503883	35_36730	"Cluster: Os03g0676100 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os03g0676100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DPN6	"CHR2V7|COORD:6279588..6280064| similar to Protein of unknown function DUF589 [Medicago truncatula] (GB:ABE89772.1); contains InterPro domain Protein of"	AT2G14660.1	CHR03V5|COORD:26689835..26690763|protein expressed protein	LOC_Os03g47260.1	no descriptionnot assigned DUF55 COG2947	not assigned.unknown	35_2

CUST_613_PI403524517	2	0.17746544	0.11020088	0.0010890961	-0.015096664	-0.030643463	-0.0010890961	35_161	"Cluster: Os01g0847700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0847700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JHR5	CHR2V7|COORD:15845916..15847830| aldo/keto reductase family protein	AT2G37790.1	CHR01V5|COORD:36730295..36734229|protein aldose reductase, putative, expressed	LOC_Os01g62860.1	no descriptionvery weakly similar to (81.6)AT2G37790| Symbols:  | aldo/keto reductase family protein | chr2:15845916-15847830 FORWARDnot assigned not assigned ARA1 Aldo_ket_red	minor CHO metabolism.others	3_5

CUST_13213_PI399408534	2	0.13399124	-0.6844311	-0.06481743	0.054221153	-0.054221153	0.097005844	35_23237	"Cluster: Os02g0611300 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0611300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DZL9	CHR4V7|COORD:15024552..15027433| SET domain-containing protein	AT4G30860.1	CHR08V5|COORD:21436098..21444531|protein SET domain containing protein	LOC_Os08g34370.1	no descriptionvery weakly similar to (99.8)AT4G30860| Symbols:  | SET domain-containing protein | chr4:15024552-15027433 FORWARDnot assigned not assigned not assigned	RNA.regulation of transcription.SET-domain transcriptional regulator family	27_3_69

CUST_30711_PI399408534	2	0.1331129	-0.0017290115	0.119259834	-0.07287407	-0.11242771	0.0017290115	35_9893	"Cluster: Putative serine/threonine kinase; n=1; Triticum aestivum|Rep: Putative serine/threonine kinase - Triticum aestivum (Wheat)"	UniRef90_Q2L3S6	CHR4V7|COORD:11402474..11405036| protein kinase family protein	AT4G21410.1	CHR04V5|COORD:17742051..17753089|protein jacalin-like lectin domain containing protein, expressed	LOC_Os04g30040.2	no descriptionweakly similar to ( 128)AT4G21410| Symbols:  | protein kinase family protein | chr4:11402474-11405036 REVERSEweakly similar to ( 101)KPRO_MAIZEPutative receptor protein kinase ZmPK1 precursor - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase TyrKc Pkinase_Tyr PTKc PTKc_Jak_rpt2 PTKc_Syk_like PTKc_Csk_like SPS1 PTKc_Btk_Bmx PTKc_Itk PTKc_Trk PTKc_Tec_like PTKc_EphR PTKc_Jak2_Jak3_rpt2 PTKc_Fes_like PTKc_Tyk2_rpt2 PTKc_Ror PTKc_EphR_A2 PTKc_Tec_Rlk PTKc_Chk PTKc_Csk PTKc_TrkA PTKc_Src_like PTKc_Aatyk1_Aatyk3 PTKc_Axl_like PTKc_Jak1_rpt2 PTKc_EGFR_like PTKc_Ack_like PTKc_Syk PTKc_EphR_B PTKc_TrkB PTKc_FAK PTKc_InsR_like PTKc_Axl PTKc_Aatyk PTKc_Musk PTKc_Met_Ron PTKc_Fer PTKc_DDR PTKc_Fes PTKc_Srm_Brk PTKc_EphR_A PTKc_FGFR PTKc_DDR_like PTKc_Lck_Blk PTKc_TrkC PTKc_EGFR PTKc_Lyn PTKc_HER4 PTKc_Zap-70 PTKc_ALK_LTK PTK_CCK4 PTKc_Ror2 PTKc_Tyro3 PTKc_Ror1 PTKc_Frk_like PTKc_c-ros PTK_HER3 PTKc_Abl PTKc_Tie1 PTKc_HER2 PTKc_RET PTKc_Tie	signalling.receptor kinases.DUF 26	30_2_17

CUST_179776_PI403524517	2	0.05747223	0.76315546	0.19024563	-0.2441678	-0.18350077	-0.05747223	35_49996	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_88325_PI403524517	2	0.39013767	1.0068083	-0.09337711	-0.09494257	-0.7607522	0.09337664	35_25286	"Cluster: Ribose-phosphate pyrophosphokinase 1; n=1; Spinacia oleracea|Rep: Ribose-phosphate pyrophosphokinase 1 - Spinacia oleracea (Spinach)"	UniRef90_Q9XG98	CHR2V7|COORD:14902607..14904660| ribose-phosphate pyrophosphokinase 1 / phosphoribosyl diphosphate synthetase 1 (PRSI)	AT2G35390.2	CHR02V5|COORD:1441125..1437433|protein ribose-phosphate pyrophosphokinase 1, putative, expressed	LOC_Os02g03540.1	no descriptionvery weakly similar to (95.1)AT2G35390| Symbols:  | ribose phosphate diphosphokinase | chr2:14902887-14904660 REVERSEweakly similar to ( 101)KPRS1_SPIOLRibose-phosphate pyrophosphokinase 1 - Spinacia oleracea (Spinach)not assigned PRK02812 PRK03092 PrsA PRK01506 PRK04117 PRK05259	nucleotide metabolism.synthesis.PRS-PP	23_1_3

CUST_29226_PI399408534	2	-0.03877926	-0.9784918	0.03793907	0.33267403	0.55562687	-0.03793907	35_17294	Rep: Putative zinc finger protein ZF2 - Zea mays (Maize)	UniRef90_Q53AV6	CHR3V7|COORD:5315444..5316055| zinc finger (Ran-binding) family protein	AT3G15680.1	CHR02V5|COORD:5806501..5798886|protein RNA-binding protein cabeza, putative, expressed	LOC_Os02g10920.1	no descriptionweakly similar to ( 120)AT3G15680| Symbols:  | zinc finger (Ran-binding) family protein | chr3:5315444-5316055 FORWARDnot assigned	RNA.regulation of transcription.unclassified	27_3_99

CUST_110148_PI403524517	2	0.014162064	-0.014161587	0.11028242	0.12005329	-0.3940873	-0.18260765	35_31294	"Cluster: Hypothetical protein; n=1; Stigmatella aurantiaca DW4/3-1|Rep: Hypothetical protein - Stigmatella aurantiaca DW4/3-1"	UniRef90_Q099Z9		0	0	0	no description	not assigned.unknown	35_2

CUST_9538_PI403524517	2	0.12975597	0.45440483	-0.02242279	-0.1312809	-0.15947151	0.022423744	35_2687	"Cluster: Zinc finger (C3HC4-type RING finger)protein-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: Zinc finger (C3HC4-type RING finger)protein-like - O"	UniRef90_Q67WE0	CHR4V7|COORD:16330595..16334869| protein binding / zinc ion binding	AT4G34100.1	CHR06V5|COORD:25973647..25966863|protein protein binding protein, putative, expressed	LOC_Os06g43210.1	no descriptionweakly similar to ( 161)AT4G34100| Symbols:  | protein binding / zinc ion binding | chr4:16330595-16334869 FORWARD	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_16168_PI404877155	2	-0.1737194	-0.86637306	-0.27759552	0.17372036	0.36643982	0.32553005	EBem09_SQ001_F20_s_at	nitrite transport protein, chloroplast - cucumber	T10255	proton-dependent oligopeptide transport (POT) family protein	At1g68570.1	protein nitrite transporter	Os05g33960	proton-dependent oligopeptide transport (POT) family protein, contains Pfam profile: PF00854 POT family	transport.peptides and oligopeptides	34_13

CUST_62453_PI403524517	2	0.66890144	0.060553074	0.07371044	-0.06055355	-0.25865507	-0.07844496	35_17810	"Cluster: Hypothetical protein P0445D12.10; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0445D12.10 - Oryza sativa (japonica cultivar-g"	UniRef90_Q9ART8	CHR1V7|COORD:24863776..24865484| seven in absentia (SINA) protein, putative	AT1G66650.1	CHR01V5|COORD:1250830..1252437|protein ubiquitin-protein ligase/ zinc ion binding protein, putative, expressed	LOC_Os01g03190.1	no description	not assigned.unknown	35_2

CUST_15836_PI403524517	2	0.03153038	0.26834774	-0.012897491	-0.053663254	-0.070381165	0.012898445	35_4570	"Cluster: Putative leucine-rich repeat transmembrane protein kinase 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative leucine-rich repeat transmembran"	UniRef90_Q84NQ1	"CHR4V7|COORD:10260492..10263588| MRH1 (morphogenesis of root hair 1); ATP binding / protein serine/threonine kinase"	AT4G18640.1	CHR07V5|COORD:29482828..29485745|protein ATP binding protein, putative, expressed	LOC_Os07g49240.1	"no descriptionmoderately similar to ( 377)AT4G18640| Symbols: MRH1 | MRH1 (morphogenesis of root hair 1); ATP binding / protein serine/threonine kinase | chr4:10260492-10263588 FORWARDweakly similar to ( 109)NORK_PEANodulation receptor kinase precursor - Pisum sativum (Garden pea)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PTKc Pkinase_Tyr Pkinase S_TKc TyrKc S_TKc PTKc_Csk_like PTK_CCK4 PTKc_Csk PTKc_Trk PTKc_Ror PTKc_Chk PTKc_FGFR3 PTKc_Syk_like PTKc_FGFR1 PTKc_FGFR PTKc_Abl SPS1 PTKc_Jak_rpt2 PTKc_PDGFR PTKc_Src_like PTKc_FGFR4 PTKc_Fes_like PTKc_Tie2 PTKc_Ror1 PTKc_Srm_Brk"	protein.postranslational modification.kinase.receptor like cytoplasmatic kinase VII	29_4_1_57

CUST_62822_PI403524517	2	0.09850025	-0.2654934	-0.083127975	0.147748	-0.09026623	0.083127975	35_17912	"Cluster: Multiple inositol polyphosphate phosphatase PhyIIa1; n=7; Triticeae|Rep: Multiple inositol polyphosphate phosphatase PhyIIa1 - Hordeum vulgare (Barley)"	UniRef90_A0FHA7	CHR1V7|COORD:3205819..3208446| histidine acid phosphatase family protein	AT1G09870.1	CHR03V5|COORD:34273673..34279067|protein acid phosphatase, putative, expressed	LOC_Os03g60370.1	no descriptionhighly similar to ( 533)AT1G09870| Symbols:  | histidine acid phosphatase family protein | chr1:3205819-3208446 FORWARDnot assigned not assigned Acid_phosphat_A	misc.acid and other phosphatases	26_13

CUST_10742_PI404877155	2	0.14617538	-0.6775007	-0.09981203	0.3467455	0.09981203	-0.4735732	Contig446_at	EST C74302(E30840) corresponds to a region of the predicted gene.~similar to glyceraldehyde-3-phosphate dehydrogenase. (M64118) [Oryza sativ	BAA85402.1	glyceraldehyde-3- phosphate dehydrogenase B, chloroplast (GAPB) / NADP-dependent glyceraldehydephosphate dehyd	At1g42970.1	protein glyceraldehyde-3-phosphate dehydrogenase, type I, putative	Os03g03720	glyceraldehyde-3-phosphate dehydrogenase	PS.calvin cyle.GAP	1_03_04

CUST_9609_PI404877155	2	-0.025096893	-0.18448448	-0.048646927	0.052167892	0.025097847	0.14741707	Contig3351_s_at	putative Aconitate hydratase [Oryza sativa (japonica cultivar-group)]	BAD05751.1	aconitate hydratase, cytoplasmic, putative / citrate hydro-lyase/aconitase, putative	At2g05710.1	protein aconitate hydratase 1	Os03g04410	aconitase	TCA / org. transformation.TCA.aconitase	8_1_03

CUST_72605_PI403524517	2	0.06241703	0.09930992	-0.062417984	-0.13976002	0.08207512	-0.064661026	35_20810	Rep: Putative gamma-adaptin 1 - Oryza sativa (Rice)	UniRef90_Q948F4	CHR5V7|COORD:7758310..7775512| zinc finger (C3HC4-type RING finger) family protein	AT5G23110.1	CHR02V5|COORD:34338160..34330503|protein AP-1 complex subunit gamma-1, putative, expressed	LOC_Os02g56110.2	no descriptionweakly similar to ( 141)AT5G23110| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr5:7758310-7775512 FORWARDnot assigned not assigned not assigned Adaptin_N	cell. vesicle transport	31_4

CUST_12264_PI403524517	2	-0.036302567	0.23142052	-0.0039777756	0.0039777756	0.09326935	-0.042804718	35_3490	"Cluster: OSJNBb0067G11.11 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBb0067G11.11 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XWV6	CHR5V7|COORD:22673482..22675120| EMB2731 (EMBRYO DEFECTIVE 2731)	AT5G55940.1	CHR04V5|COORD:11269459..11265113|protein expressed protein	LOC_Os04g20230.1	no descriptionweakly similar to ( 177)AT5G55940| Symbols: EMB2731 | EMB2731 (EMBRYO DEFECTIVE 2731) | chr5:22673482-22675120 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned UPF0172 Tymo_45kd_70kd Herpes_BLLF1 DUF566 Adeno_PV PRK07764 PRK12678 AF-4	not assigned.unknown	35_2

CUST_157461_PI403524517	2	0.010700226	0.0654068	-0.080337524	-0.0013952255	-0.07850361	0.0013952255	35_43968	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_10937_PI403524517	2	0.038220406	-0.018647194	-0.123765945	0.018648148	-0.029058456	0.049116135	35_3091	"Cluster: Os01g0588700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0588700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JLM7	CHR1V7|COORD:5854257..5856465| cell cycle control protein-related	AT1G17130.1	CHR01V5|COORD:23258775..23264120|protein coiled-coil domain-containing protein 94, putative, expressed	LOC_Os01g40610.1	no descriptionmoderately similar to ( 315)AT1G17130| Symbols:  | cell cycle control protein-related | chr1:5854257-5856465 FORWARDnot assigned not assigned DUF572 COG5134	cell.cycle	31_3

CUST_104502_PI403524517	2	0.28931093	0.42661095	0.04336977	-0.074077606	-0.30776358	-0.04336977	35_29780	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_62715_PI403524517	2	-0.61196613	1.698328	0.8467183	-0.4154606	-0.75160456	0.4154606	35_17879	"Cluster: Putative 4-methyl-5(B-hydroxyethyl)-thiazol monophosphate biosynthesis enzyme; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative"	UniRef90_Q5QNF2	CHR1V7|COORD:19868610..19871009| DJ-1 family protein	AT1G53280.1	CHR01V5|COORD:6409588..6416694|protein 4-methyl-5-thiazole monophosphate biosynthesis protein, putative, expressed	LOC_Os01g11860.1	no descriptionweakly similar to ( 131)AT1G53280| Symbols:  | DJ-1 family protein | chr1:19868610-19871009 REVERSEnot assigned GATase1_DJ-1 DJ-1_PfpI PRK11574 GATase1_PfpI_like ThiJ GATase1_AraC_2 GATase1_PfpI_2	not assigned.no ontology	35_1

CUST_148701_PI403524517	2	-0.04734516	-0.3818884	-0.16958809	0.061275482	0.2461052	0.04734516	35_41601	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_28561_PI403524517	2	0.23001385	-0.40848255	-0.107242584	0.0065546036	-0.0065555573	0.047234535	35_8253	"Cluster: Putative geranylgeranyl hydrogenase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative geranylgeranyl hydrogenase - Oryza sativa (japonica cult"	UniRef90_Q5NB98	CHR1V7|COORD:27994909..27996506| geranylgeranyl reductase	AT1G74470.1	CHR01V5|COORD:9014946..9016559|protein geranylgeranyl hydrogenase, putative, expressed	LOC_Os01g16020.1	no descriptionweakly similar to ( 102)AT1G74470| Symbols:  | geranylgeranyl reductase | chr1:27994909-27996506 FORWARD	secondary metabolism.isoprenoids.non-mevalonate pathway	16_1_1

CUST_116449_PI403524517	2	-0.016588688	-0.1760335	0.15739965	0.016588688	1.6112275	-0.039970875	35_33014	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_15974_PI404877155	2	0.16101837	0.22267342	-0.1422844	-0.12764168	-0.38449192	0.12764168	Contig9814_at	OSJNBa0088I22.17 [Oryza sativa (japonica cultivar-group)] ref|XP_473550.1| OSJNBa0088I22.17 [Oryza sativa (japonica cultivar-group)]	CAE75904.1	calmodulin-binding family protein	At5g07240.1	protein IQ calmodulin-binding motif, putative	Os04g48160	gi|21741466|emb|CAD41570.1| OSJNBa0088I22.2	signalling.calcium	30_3

CUST_54704_PI403524517	2	-0.00921917	0.31120872	0.14285374	-0.22492981	-0.07612991	0.00921917	35_15570	Rep: Glutathione reductase, cytosolic - Oryza sativa (Rice)	UniRef90_P48642	"CHR3V7|COORD:8729769..8734122| ATGR1; glutathione-disulfide reductase"	AT3G24170.1	CHR02V5|COORD:34831877..34838075|protein glutathione reductase, cytosolic, putative, expressed	LOC_Os02g56850.3	"no descriptionhighly similar to ( 713)AT3G24170| Symbols: ATGR1 | ATGR1; glutathione-disulfide reductase | chr3:8729769-8734122 REVERSEhighly similar to ( 872)GSHRC_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned PRK06116 Lpd PRK06416 PRK06370 PRK06292 PRK07846 PRK05249 PRK05976 PRK06327 Pyr_redox_2 PRK07818 PRK06467 acoL PRK07251 PRK06115 PRK08010 PRK07845 Pyr_redox_dim PRK09564 Pyr_redox HcaD NirB TrxB Ndh PRK04965 PRK11749 PRK12770 GltD PRK09754 Protamine_P1 AhpF gltD"	redox.ascorbate and glutathione.glutathione	21_2_2

CUST_133753_PI403524517	2	-0.039733887	0.12540245	-0.41692305	0.039733887	-0.3820963	0.065627575	35_37544	Rep: OSIGBa0092J07.5 protein - Oryza sativa (Rice)	UniRef90_Q01KR2	CHR3V7|COORD:20052247..20053111| reticulon family protein (RTNLB12)	AT3G54120.1	CHR04V5|COORD:17650614..17652510|protein seed maturation protein, putative, expressed	LOC_Os04g29920.1	no descriptionnot assigned not assigned Reticulon	not assigned.unknown	35_2

CUST_13883_PI403524517	2	-0.057258606	0.023447037	-0.023698807	0.08389759	-1.5354156E-4	1.5449524E-4	35_3980	"Cluster: Putative tetratricopeptide repeat(TPR)-containing protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative tetratricopeptide repeat(TPR)-cont"	UniRef90_Q7EY18	CHR1V7|COORD:121582..130099| tetratricopeptide repeat (TPR)-containing protein	AT1G01320.1	CHR07V5|COORD:13587797..13602929|protein TPR Domain containing protein, expressed	LOC_Os07g23990.1	no descriptionweakly similar to ( 109)AT1G01320| Symbols:  | tetratricopeptide repeat (TPR)-containing protein | chr1:121582-130099 REVERSEnot assigned	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_10437_PI404877155	2	-0.036140442	-0.0289917	0.22778416	-0.014103889	0.014103889	0.16119385	Contig4187_at	putative alpha-galactosidase preproprotein [Oryza sativa (japonica cultivar-group)] gb|AAP54412.1| putative alpha-galactosidase preproprotei	NP_922125.1	alpha-galactosidase, putative / melibiase, putative / alpha-D-galactoside galactohydrolase, putative	At5g08370.1	protein putative alpha-galactosidase preproprotein	Os10g35110	Crystal Structure Of Rice Alpha-Galactosidase	minor CHO metabolism.galactose.alpha-galactosidases	3_8_2

CUST_138054_PI403524517	2	-0.10308695	-0.41860962	-0.040315628	0.07105541	0.16648436	0.040315628	35_38717	"Cluster: Os12g0414900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os12g0414900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0INP9	CHR1V7|COORD:16816094..16817173| DNA binding / ligand-dependent nuclear receptor	AT1G44191.1	CHR12V5|COORD:12777781..12781676|protein endonuclease/Exonuclease/phosphatase family protein, expressed	LOC_Os12g22620.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07764 TT_ORF1 PRK07003 PRK05648 Atrophin-1 PRK12678 Extensin_2 GRASP55_65 Protamine_P1 Tymo_45kd_70kd Drf_FH1 IER	not assigned.unknown	35_2

CUST_67429_PI403524517	2	-0.085336685	0.05534172	-0.04532528	0.09767628	-0.25580978	0.04532528	35_19256	Rep: OSIGBa0152L12.6 protein - Oryza sativa (Rice)	UniRef90_Q01JS8	"CHR1V7|COORD:4544996..4547152| MAP1C (METHIONINE AMINOPEPTIDASE 1B); metalloexopeptidase"	AT1G13270.1	CHR04V5|COORD:30729615..30726099|protein methionine aminopeptidase 1B, chloroplast precursor, putative, expressed	LOC_Os04g52100.1	" no descriptionmoderately similar to ( 450)AT1G13270| Symbols: MAP1B, MAP1C | MAP1C (METHIONINE AMINOPEPTIDASE 1B); metalloexopeptidase | chr1:4544996-4547152 FORWARDnot assigned not assigned not assigned MetAP1 PRK05716 PRK12896 Map PRK12318 Peptidase_M24 PRK12897 PRK07281 APP_MetAP PepP APP-like PRK08671 MetAP2 Prolidase PA2G4-like PRK10879 "	protein.degradation.metalloprotease	29_5_7

CUST_103988_PI403524517	2	0.23344517	-0.008675575	0.0023117065	-0.0023126602	-0.26596546	0.056803703	35_29641	"Cluster: Os01g0212500 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0212500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JPN5		0	CHR01V5|COORD:6138931..6136384|protein expressed protein	LOC_Os01g11430.1	no description	not assigned.unknown	35_2

CUST_148611_PI403524517	2	-0.19235754	-0.077955246	0.120063305	0.02159977	0.22255898	-0.021599293	35_41576	"Cluster: Hypothetical protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10M89	CHR5V7|COORD:23551169..23556691| actin binding	AT5G58160.1	CHR03V5|COORD:11496756..11498180|protein conserved hypothetical protein	LOC_Os03g20350.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_153162_PI403524517	2	0.2667389	0.6312566	0.10466623	-0.16795588	-0.10466623	-0.30396843	35_42804	"Cluster: Hypothetical protein B1329D01.2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1329D01.2 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q5JJM6	"CHR2V7|COORD:16317059..16319553| similar to unnamed protein product [Ostreococcus tauri] (GB:CAL54696.1); similar to Os01g0367100 [Oryza sativa (japonica"	AT2G39080.1	CHR01V5|COORD:15324973..15320067|protein expressed protein	LOC_Os01g26920.1	"no descriptionvery weakly similar to (60.1)AT2G39080| Symbols:  | similar to unnamed protein product [Ostreococcus tauri] (GB:CAL54696.1); similar to Os01g0367100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001043040.1); contains domain NAD(P)-binding Rossmann-fold domains (SSF51735); contains domain no description (G3D.3.40.50.720) | chr2:16317059-16319553 REVERSE"	not assigned.unknown	35_2

CUST_8766_PI404877155	2	0.3782668	-0.050572395	0.31663036	0.046340942	-0.6635375	-0.046340942	Contig26226_at	cytosolic acetyl-CoA carboxylase [Hordeum vulgare]	AAL01144.1	acetyl-CoA carboxylase 1 (ACC1)	At1g36160.1	protein putative acetyl-CoA carboxylase	Os10g21910	"AT-ACC1;EMB22;GK;PAS3;ACETYL-COA CARBOXYLASE;ACETYL-COENZYME A CARBOXYLASE 1;EMBRYO DEFECTIVE 22;GREEN BLIMP;GURKE;PASTICCINO 3;similar to acetyl-CoA carboxylase 2 (ACC2) [Arabidopsis thaliana] (TAIR:At1g36180.1); similar to putative acetyl-CoA carboxylas"	lipid metabolism.FA synthesis and FA elongation.Acetyl CoA Carboxylation	11_1_01

CUST_76936_PI403524517	2	0.087427616	0.42013884	0.025209904	-0.025209904	-0.319283	-0.26921368	35_22053	Rep: Hypothetical protein OJ1540_H01.4 - Oryza sativa (Rice)	UniRef90_Q8SB31	CHR3V7|COORD:19081033..19082954| protein phosphatase 2C, putative / PP2C, putative	AT3G51370.1	CHR06V5|COORD:30500197..30495475|protein protein phosphatase 2C, putative, expressed	LOC_Os06g50380.2	 no descriptionmoderately similar to ( 238)AT3G51370| Symbols:  | protein phosphatase 2C, putative / PP2C, putative | chr3:19081366-19082954 FORWARDnot assigned PP2Cc PP2Cc 	protein.postranslational modification	29_4

CUST_2064_PI404877155	2	0.07061005	-1.0875835	0.13619518	0.2552185	-0.07060909	-0.21382523	Contig12308_at	putative cyclopropane synthase [Oryza sativa (japonica cultivar-group)] dbj|BAC83939.1| putative cyclopropane synthase [Oryza sativa (japoni	BAC83502.1	cyclopropane fatty acid synthase, putative / CPA-FA synthase, putative	At3g23510.1	protein retrotransposon protein, putative, unclassified	Os07g29220	"cyclopropane fatty acid synthase, putative / CPA-FA synthase, putative, similar to cyclopropane synthase (Sterculia foetida) GI:21069167; contains Pfam profile PF02353: Cyclopropane-fatty-acyl-phospholipid synthase"	lipid metabolism.'exotics' (steroids, squalene etc)	11_8

CUST_107947_PI403524517	2	-0.06051588	0.4708252	0.0072612762	-0.0072612762	0.092570305	-0.20298433	35_30715	"Cluster: Putative F8K7.10 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative F8K7.10 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6AVR6	"CHR1V7|COORD:7613017..7615137| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G21670.1); similar to WD40 domain protein beta Propeller"	AT1G21680.1	CHR03V5|COORD:35271028..35273355|protein WD40-like Beta Propeller Repeat family protein, expressed	LOC_Os03g62370.1	" no descriptionweakly similar to ( 167)AT1G21680| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G21670.1); similar to WD40 domain protein beta Propeller [Solibacter usitatus Ellin6076] (GB:YP_828764.1); similar to Os03g0840200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001051846.1); similar to Os07g0638100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001060406.1); contains InterPro domain TolB, C-terminal; (InterPro:IPR011042); contains InterPro domain WD40-like Beta Propeller; (InterPro:IPR011659) | chr1:7613017-7615137 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TT_ORF1 PRK07764 PRK12323 Atrophin-1 PRK12678 PRK07003 "	not assigned.no ontology	35_1

CUST_38100_PI403524517	2	-0.033584595	-1.1305447	-0.5546789	0.54470444	0.4690256	0.033584595	35_10963	"Cluster: BHLH transcription factor bHLH033, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: BHLH transcription factor bHLH033, putative, e"	UniRef90_Q10LR1	"CHR2V7|COORD:16894126..16895485| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G56220.1); similar to Os03g0338400 [Oryza sativa (japonica"	AT2G40435.1	CHR03V5|COORD:12566378..12568680|protein DNA binding protein, putative, expressed	LOC_Os03g21970.1	"no descriptionweakly similar to ( 113)AT2G40435| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G56220.1); similar to Os03g0338400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001050055.1); similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:BAC10078.1); similar to Os05g0337200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001055237.1); contains domain Regulatory domain in the aminoacid metabolism (SSF55021) | chr2:16894126-16895485 FORWARD"	not assigned.unknown	35_2

CUST_6892_PI403524517	2	0.025995255	0.7460289	0.050801277	-0.1032877	-0.025996208	-0.039507866	35_1911	"Cluster: Malate dehydrogenase, glyoxysomal precursor; n=2; Oryza sativa|Rep: Malate dehydrogenase, glyoxysomal precursor - Oryza sativa (Rice)"	UniRef90_Q42972	"CHR5V7|COORD:2993646..2995552| PMDH2 (PEROXISOMAL NAD-MALATE DEHYDROGENASE 2); malate dehydrogenase"	AT5G09660.1	CHR12V5|COORD:27065750..27061046|protein malate dehydrogenase, glyoxysomal precursor, putative, expressed	LOC_Os12g43630.1	no descriptionhighly similar to ( 563)AT5G09660| Symbols: PMDH2 | PMDH2 (PEROXISOMAL NAD-MALATE DEHYDROGENASE 2) | chr5:2993692-2995170 REVERSEhighly similar to ( 650)MDHG_ORYSAnot assigned not assigned not assigned MDH_glycosomal_mitochondrial PRK05086 Mdh LDH_MDH LDH-like_MDH Ldh_1_C Ldh_1_N PRK06223 LDH MDH ldh MDH_cytoplasmic_cytosolic PRK05442	gluconeogenesis.Malate DH	6_3

CUST_99643_PI403524517	2	0.02785492	-0.051558018	-0.027854443	0.088666916	0.4664049	-0.051745415	35_28444	Rep: ZmGR2c protein - Zea mays (Maize)	UniRef90_Q9ZWI4		0	CHR01V5|COORD:22254793..22248856|protein expressed protein	LOC_Os01g39000.2	no description	not assigned.unknown	35_2

CUST_120570_PI403524517	2	-0.1126852	-0.026548386	0.14578629	-0.066594124	0.02654934	0.028367996	35_34080	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_79147_PI403524517	2	-0.006632805	-0.04250002	0.09492159	0.08580208	0.0066332817	-0.11640024	35_22702	Rep: H0525G02.8 protein - Oryza sativa (Rice)	UniRef90_Q00RR2	CHR1V7|COORD:20981654..20982850| tetratricopeptide repeat (TPR)-containing protein	AT1G56090.1	CHR04V5|COORD:31043375..31041029|protein TPR Domain containing protein	LOC_Os04g52580.1	no descriptionweakly similar to ( 148)AT1G56090| Symbols:  | tetratricopeptide repeat (TPR)-containing protein | chr1:20981654-20982850 REVERSEvery weakly similar to (58.5)FKB70_WHEAT70 kDa peptidyl-prolyl isomerase - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TPR	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_56421_PI403524517	2	0.002122879	-0.7967901	0.10194874	-0.03537464	-0.0021238327	0.007968903	35_16060	"Cluster: Putative 3-isopropylmalate dehydrogenase; n=3; Oryza sativa (japonica cultivar-group)|Rep: Putative 3-isopropylmalate dehydrogenase - Oryza sativa (jap"	UniRef90_Q7Y096	CHR1V7|COORD:30292725..30295018| 3-isopropylmalate dehydrogenase, chloroplast, putative	AT1G80560.1	CHR03V5|COORD:25540343..25544855|protein 3-isopropylmalate dehydrogenase 2, chloroplast precursor, putative, expressed	LOC_Os03g45320.1	 no descriptionhighly similar to ( 580)AT1G80560| Symbols:  | 3-isopropylmalate dehydrogenase, chloroplast, putative | chr1:30292725-30295018 FORWARDhighly similar to ( 571)LEU3_BRANA3-isopropylmalate dehydrogenase, chloroplast precursor - Brassica napus (Rape)not assigned not assigned not assigned PRK00772 Iso_dh LeuB PRK03437 PRK08997 PRK08194 PRK09222 Icd PRK06451 PRK07006 PRK07362 PRK12678 	amino acid metabolism.synthesis.branched chain group.leucine specific.3-isopropylmalate dehydrogenase	13_1_4_4_3

CUST_6528_PI399408534	2	0.23981428	0.01412487	-0.039765358	-0.014124393	-0.76412296	0.7711983	35_26124	"Cluster: PHD finger protein-like; n=3; Oryza sativa (japonica cultivar-group)|Rep: PHD finger protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69T47	CHR1V7|COORD:29258694..29265084| PHD finger family protein	AT1G77800.1	CHR06V5|COORD:5583374..5574869|protein C1-like domain containing protein, expressed	LOC_Os06g10690.3	no descriptionvery weakly similar to (51.6)AT1G77800| Symbols:  | PHD finger family protein | chr1:29258694-29265084 FORWARD	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_12194_PI399408534	2	-0.05684471	0.19182777	0.05684471	-0.19555569	0.10516739	-0.10997963	35_16129	"Cluster: Putative sterol-C5(6)-desaturase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative sterol-C5(6)-desaturase - Oryza sativa (japonica"	UniRef90_Q5ZCK9	"CHR3V7|COORD:547055..548622| STE1 (STEROL 1); C-5 sterol desaturase"	AT3G02580.1	CHR01V5|COORD:1885326..1889100|protein delta-7-sterol-C5, putative, expressed	LOC_Os01g04260.1	" no descriptionmoderately similar to ( 208)AT3G02580| Symbols: DWF7, BUL1 | STE1 (STEROL 1); C-5 sterol desaturase | chr3:547055-548622 FORWARDmoderately similar to ( 216)SC5D_TOBACDelta(7)-sterol-C5(6)-desaturase - Nicotiana tabacum (Common tobacco)not assigned not assigned not assigned "	hormone metabolism.brassinosteroid.synthesis-degradation.sterols.DWF7	17_3_1_2_6

CUST_15307_PI403524517	2	-0.23233795	-0.24542618	-0.33635807	1.914504	0.232337	0.47540665	35_4417	Rep: Dehydrin 11 - Hordeum vulgare (Barley)	UniRef90_Q9ZTR8	CHR5V7|COORD:26535737..26536379| RAB18 (RESPONSIVE TO ABA 18)	AT5G66400.1	CHR01V5|COORD:29446608..29451479|protein dehydrin family protein, expressed	LOC_Os01g50700.1	no descriptionweakly similar to ( 110)DHR25_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Dehydrin Gag_spuma	not assigned.unknown	35_2

CUST_19248_PI403524517	2	0.27855587	0.10290241	-0.012368202	-0.26810932	-0.46300125	0.012369156	35_5582	"Cluster: Putative ubiquitin-specific protease 23; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ubiquitin-specific protease 23 - Oryza sativa (japon"	UniRef90_Q5SMN5	"CHR5V7|COORD:23487444..23491223| UBP23 (UBIQUITIN-SPECIFIC PROTEASE 23); ubiquitin-specific protease"	AT5G57990.1	CHR06V5|COORD:4217604..4212120|protein ubiquitin-specific protease 23, putative, expressed	LOC_Os06g08530.2	"no descriptionweakly similar to ( 179)AT5G57990| Symbols: UBP23 | UBP23 (UBIQUITIN-SPECIFIC PROTEASE 23); ubiquitin-specific protease | chr5:23487444-23491223 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Peptidase_C19E UCH Peptidase_C19D UBP12 UBP5 Peptidase_C19A Peptidase_C19G Peptidase_C19B PRK07764 TT_ORF1 PLRV_ORF5 Peptidase_C19O PRK12323"	protein.degradation.ubiquitin.ubiquitin protease	29_5_11_5

CUST_2649_PI403524517	2	-0.04988861	0.22346306	0.19588375	0.015213966	-0.09679222	-0.015213966	35_723	"Cluster: Susceptibility homeodomain transciption factor; n=2; Oryza sativa|Rep: Susceptibility homeodomain transciption factor - Oryza sativa (Rice)"	UniRef90_Q8SAA7	"CHR1V7|COORD:21202067..21202567| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G09310.1); similar to Os12g0563600 [Oryza sativa (japonica"	AT1G56580.1	CHR06V5|COORD:20223798..20222852|protein expressed protein	LOC_Os06g34790.1	"no descriptionweakly similar to ( 122)AT1G56580| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G09310.1); similar to Os12g0563600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001067038.1); similar to Os11g0683600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001068462.1); similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:BAC15899.1); contains InterPro domain Protein of unknown function DUF538; (InterPro:IPR007493) | chr1:21202067-21202567 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF538 PRK07003 PRK12323 PRK07764"	not assigned.unknown	35_2

CUST_23425_PI399408534	2	0.016093254	0.08732128	-0.016093254	-0.45806885	-0.4566393	2.6106472	35_29472	"Cluster: Putative splicing factor; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative splicing factor - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5ZCD9	"CHR2V7|COORD:15677451..15679410| RSZ33 (Arginine/serine-rich Zinc knuckle-containing protein 33); nucleic acid binding / nucleotide binding / zinc"	AT2G37340.1	CHR01V5|COORD:2986048..2983131|protein splicing factor, arginine/serine-rich 4, putative, expressed	LOC_Os01g06290.1	" no descriptionweakly similar to ( 178)AT2G37340| Symbols: ATRSZ33, RSZ33 | RSZ33 (Arginine/serine-rich Zinc knuckle-containing protein 33); nucleic acid binding / nucleotide binding / zinc ion binding | chr2:15677451-15679410 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned RRM RRM_1 COG0724 "	RNA.processing.splicing	27_1_1

CUST_74922_PI403524517	2	0.23156786	-0.70511246	-0.16483116	0.018175125	-0.018174648	0.15066957	35_21480	"Cluster: Hypothetical protein P0686C03.141; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0686C03.141 - Oryza sativa (japonica cultivar"	UniRef90_Q7EZ85	CHR1V7|COORD:11399903..11405702| actin binding	AT1G31810.1	CHR09V5|COORD:19320884..19322717|protein hypothetical protein	LOC_Os09g32350.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07764 PRK12323 PRK07003 TT_ORF1 Drf_FH1 Atrophin-1 FAP Rubella_Capsid	not assigned.unknown	35_2

CUST_12197_PI404877155	2	-0.23155403	0.19085693	0.05128479	-0.32626915	0.0911665	-0.051283836	Contig5913_s_at	phosphatidylinositol-4-phosphate 5-kinase [Oryza sativa (japonica cultivar-group)]	CAD27794.1	phosphatidylinositol-4- phosphate 5-kinase family protein	At1g60890.1	protein phosphatidylinositol-4-phosphate 5-Kinase domain containing protein	Os03g49510	"phosphatidylinositol-4-phosphate 5-kinase family protein, similar to phosphatidylinositol-4-phosphate 5-kinase AtPIP5K1 (Arabidopsis thaliana) GI:3702691; contains Pfam profiles PF01504: Phosphatidylinositol-4-phosphate 5-Kinase, PF02493: MORN repeat"	signalling.phosphinositides	30_4

CUST_166013_PI403524517	2	-0.6129136	-0.017659664	0.20742655	0.017659664	0.03561735	-0.3050065	35_46250	"Cluster: Hypothetical protein OSJNBa0057G07.10; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0057G07.10 - Oryza sativa (japonica"	UniRef90_Q7Y1G8	"CHR4V7|COORD:10574914..10576366| similar to structural constituent of ribosome [Arabidopsis thaliana] (TAIR:AT5G13720.1); similar to Os07g0656700 [Oryza"	AT4G19390.1	CHR03V5|COORD:30299751..30301510|protein uncharacterized UPF0114 domain containing protein, expressed	LOC_Os03g52910.1	"no descriptionvery weakly similar to (68.9)AT4G19390| Symbols:  | similar to structural constituent of ribosome [Arabidopsis thaliana] (TAIR:AT5G13720.1); similar to Os07g0656700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001060506.1); similar to Os06g0710300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001058543.1); similar to Uncharacterized protein UPF0114 [Thiomicrospira denitrificans ATCC 33889] (GB:YP_393149.1); contains InterPro domain Uncharacterized protein UPF0114; (InterPro:IPR005134) | chr4:10574914-10576366 REVERSEUPF0114"	not assigned.unknown	35_2

CUST_10246_PI403524517	2	-0.023223877	-0.038126945	-0.3553753	0.09273243	0.023223877	0.041478157	35_2889	"Cluster: Putative DNA-damage-repair/toleration protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative DNA-damage-repair/toleration protein - Oryza s"	UniRef90_Q6Z3T9	"CHR3V7|COORD:4006668..4007786| DRT100 (DNA-DAMAGE REPAIR/TOLERATION 100); protein binding"	AT3G12610.1	CHR08V5|COORD:24884520..24882848|protein polygalacturonase inhibitor 2 precursor, putative, expressed	LOC_Os08g39550.1	"no descriptionweakly similar to ( 177)AT3G12610| Symbols: DRT100 | DRT100 (DNA-DAMAGE REPAIR/TOLERATION 100); protein binding | chr3:4006668-4007786 REVERSEvery weakly similar to (84.3)PGIP1_PHAVUPolygalacturonase inhibitor 1 precursor - Phaseolus vulgaris (Kidney bean) (French bean)not assigned not assigned not assigned not assigned not assigned not assigned COG4886"	stress.biotic	20_1

CUST_164_PI404877155	2	-0.19903755	-1.0733023	0.1990385	0.72823334	0.42930698	-0.70440865	Contig10029_at	putative 17.8 kDa class II heat shock protein [Oryza sativa (japonica cultivar-group)] dbj|BAD19533.1| putative 17.8 kDa class II heat shock	XP_468122.1	17.4 kDa class III heat shock protein (HSP17.4-CIII)	At1g54050.1	protein Hsp20/alpha crystallin family, putative	Os02g54140	heat shock hsp20 protein family	stress.abiotic.heat	20_2_1

CUST_59009_PI403524517	2	-0.033273697	-0.39035225	0.095178604	-0.0026597977	0.23437214	0.0026607513	35_16833	"Cluster: Asparagine synthetase [glutamine-hydrolyzing]; n=2; Oryza sativa|Rep: Asparagine synthetase [glutamine-hydrolyzing] - Oryza sativa (Rice)"	UniRef90_Q43011	"CHR5V7|COORD:25986450..25989504| ASN2 (ASPARAGINE SYNTHETASE 2); asparagine synthase (glutamine-hydrolyzing)"	AT5G65010.1	CHR06V5|COORD:8764754..8757770|protein asparagine synthetase, putative, expressed	LOC_Os06g15420.1	"no descriptionmoderately similar to ( 369)AT5G65010| Symbols: ASN2 | ASN2 (ASPARAGINE SYNTHETASE 2); asparagine synthase (glutamine-hydrolyzing) | chr5:25986450-25989504 FORWARDmoderately similar to ( 395)ASNS_ORYSAnot assigned asnB AsnB Asn_Synthase_B_C Asn_synthase"	amino acid metabolism.synthesis.aspartate family.asparagine	13_1_3_1

CUST_35457_PI403524517	2	0.15124893	-0.18506432	-0.16281128	-0.0113220215	0.0113220215	0.21844196	35_10225	"Cluster: Hypothetical protein P0005A05.2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0005A05.2 - Oryza sativa (japonica"	UniRef90_Q657Z6	CHR2V7|COORD:18106507..18110224| Sas10/U3 ribonucleoprotein (Utp) family protein	AT2G43650.1	CHR01V5|COORD:258306..265273|protein expressed protein	LOC_Os01g01510.2	no descriptionweakly similar to ( 119)AT2G43650| Symbols:  | Sas10/U3 ribonucleoprotein (Utp) family protein | chr2:18106507-18110224 FORWARDnot assigned Sas10_Utp3	not assigned.no ontology	35_1

CUST_117744_PI403524517	2	-0.36853552	0.17033339	-0.18157434	0.10603094	-0.10603094	0.30617476	35_33356	"Cluster: C3H2C3 RING-finger protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: C3H2C3 RING-finger protein-like - Oryza sativa (japonica cultivar-gro"	UniRef90_Q5NAS8	CHR1V7|COORD:28301270..28303125| protein binding / zinc ion binding	AT1G75400.1	CHR01V5|COORD:8783314..8789188|protein C3H2C3 RING-finger protein, putative, expressed	LOC_Os01g15630.2	no descriptionweakly similar to ( 103)AT1G75400| Symbols:  | protein binding / zinc ion binding | chr1:28301270-28303125 FORWARD	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_13604_PI403524517	2	-0.02782631	0.31748104	-0.03172493	-0.16329575	0.02782631	0.07458305	35_3902	"Cluster: Ubiquitin carboxyl-terminal hydrolase 5; n=1; Arabidopsis thaliana|Rep: Ubiquitin carboxyl-terminal hydrolase 5 - Arabidopsis thaliana"	UniRef90_O22207	"CHR2V7|COORD:17083792..17089270| UBP5 (UBIQUITIN-SPECIFIC PROTEASE 5); ubiquitin-specific protease"	AT2G40930.1	CHR11V5|COORD:15815169..15819625|protein ubiquitin carboxyl-terminal hydrolase 5, putative, expressed	LOC_Os11g28360.1	" no descriptionhighly similar to ( 755)AT2G40930| Symbols: ATUBP5, PDE323, UBP5 | UBP5 (UBIQUITIN-SPECIFIC PROTEASE 5); ubiquitin-specific protease | chr2:17083792-17089270 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned UBP12 UCH DUF1055 UBP5 Peptidase_C19E Peptidase_C19D DUSP Peptidase_C19K Peptidase_C19R Peptidase_C19A Peptidase_C19B UBP14 Peptidase_C19 Peptidase_C19M Peptidase_C19H Peptidase_C19G Peptidase_C19L peptidase_C19C Peptidase_C19O "	protein.degradation.ubiquitin.ubiquitin protease	29_5_11_5

CUST_30774_PI403524517	2	0.1315651	-0.21565723	-0.0060243607	-0.05005741	0.0060243607	0.14084244	35_8880	"Cluster: Putative peptide chain release factor; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative peptide chain release factor - Oryza sativa (japonica"	UniRef90_Q6I547	CHR2V7|COORD:19327160..19329349| peptide chain release factor, putative	AT2G47020.1	CHR05V5|COORD:11419832..11415600|protein peptide chain release factor 1, putative, expressed	LOC_Os05g19630.2	 no descriptionweakly similar to ( 124)AT2G47020| Symbols:  | peptide chain release factor, putative | chr2:19327160-19329349 REVERSEnot assigned prfA PrfA RF-1 	protein.synthesis.release	29_2_5

CUST_137069_PI403524517	2	0.24640751	-0.01995945	0.13611412	-0.18755627	-0.24692917	0.01995945	35_38440	"Cluster: Microtubule-associated protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Microtubule-associated protein-like - Oryza sativa (japonica cult"	UniRef90_Q5N7P7	CHR3V7|COORD:22488548..22491438| microtubule associated protein (MAP65/ASE1) family protein	AT3G60840.1	CHR01V5|COORD:28609661..28613939|protein microtubule-associated protein, putative, expressed	LOC_Os01g49200.1	no descriptionweakly similar to ( 200)AT3G60840| Symbols:  | microtubule associated protein (MAP65/ASE1) family protein | chr3:22488548-22491438 REVERSEnot assigned MAP65_ASE1	cell.organisation	31_1

CUST_73070_PI403524517	2	0.57329655	-0.19542456	0.56273556	-0.18028355	0.07465315	-0.07465315	35_20952	"Cluster: Putative trehalose-phosphatase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative trehalose-phosphatase - Oryza sativa (japonica"	UniRef90_Q67VY4	CHR5V7|COORD:26037104..26039303| trehalose-6-phosphate phosphatase, putative	AT5G65140.1	CHR06V5|COORD:6280855..6276594|protein expressed protein	LOC_Os06g11840.1	 no descriptionmoderately similar to ( 370)AT5G65140| Symbols:  | trehalose-6-phosphate phosphatase, putative | chr5:26037104-26039303 REVERSEnot assigned not assigned Trehalose_PPase OtsB PRK10187 	minor CHO metabolism.trehalose.TPP	3_2_2

CUST_37446_PI403524517	2	0.028334618	1.4430437	0.5774965	-0.4972086	-0.2866001	-0.028334618	35_10785	"Cluster: Receptor protein kinase CLAVATA1, putative, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Receptor protein kinase CLAVATA1, putative, exp"	UniRef90_Q10E34	CHR1V7|COORD:2718862..2721951| CLAVATA1 receptor kinase (CLV1)	AT1G08590.1	CHR03V5|COORD:32017583..32022581|protein receptor protein kinase CLAVATA1 precursor, putative, expressed	LOC_Os03g56270.3	no description	not assigned.unknown	35_2

CUST_14435_PI403524517	2	0.013758659	-0.0013608932	-0.017453194	0.0013608932	-0.042549133	0.1279583	35_4148	"Cluster: Uridine kinase, putative; n=2; Oryza sativa (japonica cultivar-group)|Rep: Uridine kinase, putative - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53LT4	CHR1|COORD:20864329..20867932| uracil phosphoribosyltransferase, putative / UMP pyrophosphorylase, putative / UPRTase, putative, similar	AT1G55810.2	CHR02V5|COORD:9937359..9928816|protein uridine/cytidine kinase-like 1, putative, expressed	LOC_Os02g17320.2	 no descriptionhighly similar to ( 679)AT1G55810| Symbols:  | uracil phosphoribosyltransferase, putative / UMP pyrophosphorylase, putative / UPRTase, putative | chr1:20864939-20867669 FORWARDvery weakly similar to (73.6)KPPR_CHLREPhosphoribulokinase, chloroplast precursor - Chlamydomonas reinhardtiinot assigned not assigned not assigned not assigned UMPK PRK05480 Udk Upp PRK upp UMPK_like PRK07429 PRK CoaA PRK05439 PanK NRK1 frcK PRK08233 	nucleotide metabolism.salvage.phosphoribosyltransferases.upp	23_3_1_3

CUST_76048_PI403524517	2	0.08509016	-0.25209332	0.10372782	0.45188522	-0.15391445	-0.08509064	35_21801	"Cluster: Putative cyclin-dependent kinase CDC2C; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative cyclin-dependent kinase CDC2C - Oryza sativa (japonic"	UniRef90_Q7XIB4	CHR1V7|COORD:19776242..19779199| protein kinase family protein	AT1G53050.1	CHR07V5|COORD:24297488..24290865|protein transposon protein, putative, unclassified, expressed	LOC_Os07g40550.2	no descriptionhighly similar to ( 530)AT1G53050| Symbols:  | protein kinase family protein | chr1:19776242-19779199 FORWARDmoderately similar to ( 219)CDC2_VIGUNCell division control protein 2 homolog - Vigna unguiculata (Cowpea)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase SPS1 Pkinase_Tyr PTKc TyrKc PTKc_Jak_rpt2 PTKc_Jak2_Jak3_rpt2 PTKc_EphR_B PTKc_Tyk2_rpt2 PTKc_Trk PTKc_Src_like PTKc_Srm_Brk PTKc_EphR PTKc_Jak1_rpt2 PTKc_Fes_like PTKc_EphR_A PTKc_Musk PTKc_Ack_like PTKc_Ror PTKc_Frk_like PTKc_Csk_like PTKc_Fes PTKc_Tec_like PTKc_Chk PTKc_Abl PTKc_Itk PTKc_Fyn_Yrk PTKc_EphR_A2 PTKc_FAK PTKc_DDR_like PTKc_EGFR_like PTKc_DDR PTKc_Fer PTKc_FGFR PTKc_Syk_like PTKc_Lck_Blk PTKc_Btk_Bmx PTKc_Tec_Rlk PTKc_DDR2 PTKc_Src PTKc_InsR_like PTKc_FGFR4 PTKc_Yes PTKc_Ror2 PTKc_TrkB PTKc_Ror1 PTKc_TrkA PTKc_Met_Ron PTK_CCK4 PTKc_FGFR2 PTKc_FGFR3 PTKc_EphR_A10 PTKc_RET PTKc_PDGFR PTKc_Syk PTKc_Zap-70 PTKc_TrkC PTKc_Hck PTKc_Axl_like PTKc_EGFR PTKc_VEGFR3 PTKc_Tyro3 PTKc_HER4 PTKc_FGFR1 PTKc_ALK_LTK PTKc_Lyn PTKc_VEGFR2 PTKc_VEGFR PTKc_Csk PTKc_HER2 PTKc_c-ros PTKc_DDR1 PTK_Ryk PTK_Jak_rpt1 PTKc_Axl PTKc_Tie2 PTKc_Aatyk1_Aatyk3 PTK_HER3 PTKc_Tie1 PTKc_Aatyk PTKc_InsR PTK_Tyk2_rpt1 PTKc_Tie	protein.postranslational modification	29_4

CUST_157973_PI403524517	2	0.0260396	-0.74958897	-0.23072958	0.5482969	0.09239006	-0.0260396	35_44102	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_60170_PI403524517	2	0.18807507	-0.29388046	-0.01770401	0.01770401	0.112155914	-0.0593338	35_17151	"Cluster: Putative DAG protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative DAG protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ZKI1	CHR1V7|COORD:3847273..3848938| plastid developmental protein DAG, putative	AT1G11430.1	CHR08V5|COORD:2173866..2171478|protein DAG protein, chloroplast precursor, putative, expressed	LOC_Os08g04450.4	 no descriptionmoderately similar to ( 263)AT1G11430| Symbols:  | plastid developmental protein DAG, putative | chr1:3847273-3848938 FORWARDmoderately similar to ( 265)DAG_ANTMADAG protein, chloroplast precursor - Antirrhinum majus (Garden snapdragon)not assigned not assigned not assigned 	development.unspecified	33_99

CUST_52095_PI403524517	2	0.038137436	-0.18748474	0.08848381	-0.007577896	-0.02043438	0.00757885	35_14847	"Cluster: Putative strictosidine synthase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative strictosidine synthase - Oryza sativa (japonica cultivar-gro"	UniRef90_Q75LL5	CHR1V7|COORD:2682265..2683980| strictosidine synthase family protein	AT1G08470.1	CHR03V5|COORD:30880231..30877631|protein strictosidine synthase precursor, putative, expressed	LOC_Os03g53950.1	no descriptionvery weakly similar to (82.4)AT1G08470| Symbols:  | strictosidine synthase family protein | chr1:2682265-2683980 REVERSEnot assigned	secondary metabolism.N misc.alkaloid-like	16_4_1

CUST_24851_PI399408534	2	0.025543213	-0.62243557	0.04209137	-3.269302	-0.025542736	0.51402473	35_26778	"Cluster: Putative glutamate receptor; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative glutamate receptor - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ZGL7	CHR1V7|COORD:15975929..15979143| ATGLR3.3 (Arabidopsis thaliana glutamate receptor 3.3)	AT1G42540.1	CHR02V5|COORD:918797..923968|protein glutamate receptor 3.3 precursor, putative, expressed	LOC_Os02g02540.1	 no descriptionmoderately similar to ( 223)AT1G42540| Symbols: GLR3.3, ATGLR3.3 | ATGLR3.3 (Arabidopsis thaliana glutamate receptor 3.3) | chr1:15975929-15979143 FORWARDmoderately similar to ( 210)GLR31_ORYSAnot assigned not assigned not assigned not assigned Lig_chan PBPe 	signalling.in sugar and nutrient physiology	30_1

CUST_42078_PI403524517	2	-0.04463291	-0.041182518	0.17086029	0.041182518	-0.8050828	2.014089	35_12099	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_20102_PI399408534	2	0.47522593	0.04768896	0.018641472	-1.7450337	-0.3488326	-0.018641472	35_32322	"Cluster: Transposon protein, putative, Mutator sub-class, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Transposon protein, putative,"	UniRef90_Q2QM90	CHR1V7|COORD:10759457..10762181| phototropic-responsive NPH3 family protein	AT1G30440.1	CHR12V5|COORD:25949410..25943949|protein transposon protein, putative, Mutator sub-class, expressed	LOC_Os12g41910.2	no descriptionvery weakly similar to (64.3)AT1G30440| Symbols:  | phototropic-responsive NPH3 family protein | chr1:10759457-10762181 FORWARD	RNA.regulation of transcription.unclassified	27_3_99

CUST_93406_PI403524517	2	-0.056105614	0.30155373	0.091617584	-0.5319681	0.014679909	-0.014678955	35_26706	"Cluster: F-box protein family-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: F-box protein family-like protein - Oryza sativa (japonica cultivar"	UniRef90_Q7EY67	"CHR2V7|COORD:278203..279225| MEE11 (maternal effect embryo arrest 11); zinc ion binding"	AT2G01620.1	CHR08V5|COORD:20458617..20463754|protein F-box domain containing protein, expressed	LOC_Os08g33140.1	"no descriptionvery weakly similar to (95.5)AT2G01620| Symbols: MEE11 | MEE11 (maternal effect embryo arrest 11); zinc ion binding | chr2:278203-279225 FORWARD"	not assigned.unknown	35_2

CUST_8051_PI403524517	2	0.37800694	-0.43821096	0.04328823	-0.10648632	0.6162076	-0.043288708	35_2244	"Cluster: Hypothetical protein T12C14_60; n=2; Arabidopsis thaliana|Rep: Hypothetical protein T12C14_60 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9LZQ4	"CHR3V7|COORD:23083995..23091430| similar to LOC495699 protein [Xenopus laevis] (GB:AAH86296.1); contains InterPro domain Carboxypeptidase regulatory region;"	AT3G62360.1	CHR01V5|COORD:11035648..11022221|protein nodal modulator 1 precursor, putative, expressed	LOC_Os01g19470.1	"no descriptionweakly similar to ( 163)AT3G62360| Symbols:  | similar to LOC495699 protein [Xenopus laevis] (GB:AAH86296.1); contains InterPro domain Carboxypeptidase regulatory region; (InterPro:IPR008969); contains InterPro domain Cna B-type; (InterPro:IPR008454); contains InterPro domain Borrelia outer surface lipoprotein; (InterPro:IPR001809) | chr3:23083995-23091430 REVERSEnot assigned"	not assigned.unknown	35_2

CUST_76289_PI403524517	2	0.07684803	0.18533134	-0.107133865	-0.07684803	0.11965847	-0.15254879	35_21871	"Cluster: Os07g0647600 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os07g0647600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D438	"CHR4V7|COORD:1120622..1121674| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G02210.1); similar to hypothetical protein MtrDRAFT_AC152405g9v1"	AT4G02550.3	CHR07V5|COORD:27044452..27041729|protein expressed protein	LOC_Os07g45330.1	no description	not assigned.unknown	35_2

CUST_30196_PI403524517	2	0.08203888	-0.046705246	0.12185478	-0.10039139	0.046705246	-0.19268131	35_8715	"Cluster: Cation efflux family protein, putative; n=1; Oryza sativa (japonica cultivar-group)|Rep: Cation efflux family protein, putative - Oryza sativa (japonic"	UniRef90_Q10LJ2	CHR2V7|COORD:19598164..19601043| cation efflux family protein / metal tolerance protein, putative (MTPc1)	AT2G47830.1	CHR03V5|COORD:12933425..12937254|protein cation transporter/ efflux permease, putative, expressed	LOC_Os03g22550.1	 no descriptionmoderately similar to ( 361)AT2G47830| Symbols:  | cation efflux family protein / metal tolerance protein, putative (MTPc1) | chr2:19598164-19601043 REVERSEnot assigned MMT1 Cation_efflux fieF CzcD 	transport.metal	34_12

CUST_77575_PI403524517	2	0.14707184	0.14652061	-0.28536034	-0.14652061	0.30485916	-0.22219276	35_22234	"Cluster: Expressed protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10D93	"CHR3V7|COORD:10673910..10675534| similar to Conserved hypothetical protein 95 [Medicago truncatula] (GB:ABE78634.1); contains InterPro domain Conserved"	AT3G28460.1	CHR03V5|COORD:30142128..30138748|protein expressed protein	LOC_Os03g52640.2	"no descriptionmoderately similar to ( 289)AT3G28460| Symbols:  | similar to Conserved hypothetical protein 95 [Medicago truncatula] (GB:ABE78634.1); contains InterPro domain Conserved hypothetical protein 95; (InterPro:IPR004398) | chr3:10673910-10675534 REVERSECons_hypoth95 COG0742"	not assigned.unknown	35_2

CUST_79371_PI403524517	2	-0.062286854	0.1345253	-0.017140388	0.017141342	0.071380615	-0.18836594	35_22767	"Cluster: Type II inositol-1,4,5-trisphosphate 5-phosphatase 12; n=1; Arabidopsis thaliana|Rep: Type II inositol-1,4,5-trisphosphate 5-phosphatase 12 -"	UniRef90_Q84W55	"CHR1V7|COORD:24381261..24387603| FRA3 (FRAGILE FIBER3); inositol or phosphatidylinositol phosphatase"	AT1G65580.1	CHR02V5|COORD:16358462..16354213|protein inositol 1,4,5-trisphosphate 5-phosphatase, putative, expressed	LOC_Os02g27620.1	"no descriptionmoderately similar to ( 350)AT1G65580| Symbols: FRA3 | FRA3 (FRAGILE FIBER3); inositol or phosphatidylinositol phosphatase | chr1:24381261-24387603 REVERSEnot assigned not assigned not assigned IPPc COG5411 Exo_endo_phos"	DNA.synthesis/chromatin structure	28_1

CUST_122677_PI403524517	2	0.012984753	-0.08058596	-0.012984276	0.30412245	0.1592803	-0.07693672	35_34614	Rep: Hypothetical protein - Gibberella zeae (Fusarium graminearum)	UniRef90_Q4I9T8		0	0	0	no description	protein.synthesis.misc ribososomal protein	29_2_2

CUST_162960_PI403524517	2	0.13823366	0.01185894	0.017664433	-0.263196	-0.54284	-0.01185894	35_45449	"Cluster: Os02g0235000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os02g0235000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E2J0	"CHR1V7|COORD:22268462..22269347| ARPC3 (actin-related protein C3); structural molecule"	AT1G60430.1	CHR02V5|COORD:7643702..7646134|protein actin-related protein 2/3 complex subunit 3, putative, expressed	LOC_Os02g14000.2	no descriptionmoderately similar to ( 204)AT1G60430| Symbols: ARPC3 | ARPC3 (actin-related protein C3) | chr1:22268462-22269347 REVERSEnot assigned P21-Arc	cell.organisation	31_1

CUST_62219_PI403524517	2	-0.06664181	0.18458176	0.047104836	0.10794258	-0.04710579	-0.08079147	35_17742	"Cluster: Anthocyanin biosynthetic gene regulator PAC1; n=1; Zea mays|Rep: Anthocyanin biosynthetic gene regulator PAC1 - Zea mays (Maize)"	UniRef90_Q3V810	CHR5|COORD:8370709..8372850| transparent testa glabra 1 protein (TTG1), identical to transparent testa glabra 1 (Ttg1) protein (GI:10177852) {Arabidopsis thalia	AT5G24520.2	CHR02V5|COORD:27903520..27900420|protein transparent testa glabra 1 protein, putative, expressed	LOC_Os02g45810.2	" no descriptionmoderately similar to ( 417)AT5G24520| Symbols: TTG, TTG1 | TTG1 (TRANSPARENT TESTA GLABRA 1); nucleotide binding | chr5:8371711-8372736 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Extensin_2 Atrophin-1 PRK07003 PRK12323 DUF1421 PRK05648 GRASP55_65 HPC2 Herpes_BLLF1 Tymo_45kd_70kd WD40 Drf_FH1 PRK07764 PRK08853 Herpes_UL32 DUF605 DUF566 Pneumo_att_G KAR9 COG2319 PRK12678 APC_basic TT_ORF1 AF-4 Herpes_TAF50 PRK00708 Metaviral_G Totivirus_coat FAP TonB DUF1509 Herpes_gI SSDP CTF_NFI tatB Syndecan PRK06132 Herpes_gG MCPVI PRK10819 PRK08770 PRK12495 Poxvirus_B22R DAG1 DamX Coprinus_mating Gag_spuma PRK11901 PRK09111 Peptidase_S39 MAP65_ASE1 PRK12372 Protamine_P1 Prog_receptor Caudal_act COG5099 IER COG5373 FtsN Chon_Sulph_att MFMR CDK5_activator DedD PRK09169 BASP1 Pol_Y_like PRK10856 PRK11633 "	development.unspecified	33_99

CUST_165850_PI403524517	2	0.055620193	0.4773612	0.008761883	-0.1616664	-0.47289848	-0.00876236	35_46210	"Cluster: GAMYB-binding protein; n=1; Hordeum vulgare subsp. vulgare|Rep: GAMYB-binding protein - Hordeum vulgare var. distichum (Two-rowed barley)"	UniRef90_Q84UD4	CHR5V7|COORD:18426427..18428938| protein kinase, putative	AT5G45430.1	CHR06V5|COORD:884831..891704|protein serine/threonine-protein kinase MAK, putative, expressed	LOC_Os06g02550.2	no description	not assigned.unknown	35_2

CUST_4565_PI404877155	2	-0.006430626	-1.4849148	-0.8193903	0.0064296722	0.6688423	0.07505131	Contig15617_at	CBF1-like protein BCBF1 [Hordeum vulgare subsp. vulgare]	AAK01088.1	DRE-binding protein (DREB1A) / CRT/DRE-binding factor 3 (CBF3)	At4g25480.1	protein AP2 domain, putative	Os09g35010	NONE	stress.abiotic.drought/salt	20_2_3

CUST_132696_PI403524517	2	0.06149149	-0.07578373	0.04072857	-0.04072857	0.086937904	-0.44033623	35_37264	"Cluster: Hypothetical protein OJ1484_G09.118; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1484_G09.118 - Oryza sativa (japonica cult"	UniRef90_Q8H4W0		0	CHR08V5|COORD:16784124..16778875|protein expressed protein	LOC_Os08g27759.1	no description	not assigned.unknown	35_2

CUST_16374_PI399408534	2	0.010210037	-0.1884098	0.032352448	-0.007060051	-0.0844326	0.007060051	35_4277	"Cluster: Putative glyoxylate induced protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative glyoxylate induced protein - Oryza sativa (japonica cult"	UniRef90_Q7F1K9	CHR4V7|COORD:9589681..9592432| transcription factor	AT4G17050.1	CHR07V5|COORD:18508283..18513516|protein uncharacterized protein, possibly involved in glyoxylate utilization, putative, expressed	LOC_Os07g31270.1	no descriptionmoderately similar to ( 238)AT4G17050| Symbols:  | transcription factor | chr4:9589681-9592432 FORWARDPRK11171 GlxB	RNA.regulation of transcription.Trihelix, Triple-Helix transcription factor family	27_3_30

CUST_13841_PI404877155	2	0.028533936	-0.1523037	-0.021906853	0.021906853	-0.044578552	0.036821365	Contig7604_at	probable long-chain-fatty-acid-CoA ligase (EC 6.2.1.3) isoform 2 - rape	T07929	long-chain-fatty-acid-- CoA ligase / long-chain acyl-CoA synthetase	At4g23850.1	protein probable long-chain-fatty-acid-CoA ligase (EC 6.2.1.3) isoform 2 - rape	Os01g46750	long-chain-fatty-acid--CoA ligase / long-chain acyl-CoA synthetase, nearly identical to acyl-CoA synthetase (MF7P) from Brassica napus (gi:1617270)	lipid metabolism.FA synthesis and FA elongation.long chain fatty acid CoA ligase	11_1_09

CUST_71033_PI403524517	2	-0.034710884	-0.4044237	-0.19111633	0.08234787	0.034710884	0.045165062	35_20349	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_86340_PI403524517	2	0.1561718	-0.24216175	-0.18226433	0.22210026	0.27841234	-0.15617228	35_24726	Rep: Putative alcohol oxidase - Oryza sativa (Rice)	UniRef90_Q8W5P3	CHR3V7|COORD:8382867..8386031| alcohol oxidase-related	AT3G23410.1	CHR10V5|COORD:17346285..17343989|protein alcohol oxidase, putative	LOC_Os10g33520.1	no descriptionweakly similar to ( 175)AT3G23410| Symbols:  | alcohol oxidase-related | chr3:8382867-8386031 FORWARDBetA	not assigned.no ontology	35_1

CUST_77632_PI403524517	2	0.16149426	0.09339428	-0.1436615	-0.008256912	0.008257866	-0.0185318	35_22253	"Cluster: Os08g0152800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os08g0152800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J7Z4	CHR4|COORD:6454699..6458069| expressed protein	AT4G10430.3	CHR08V5|COORD:3020441..3016249|protein expressed protein	LOC_Os08g05660.1	"no descriptionweakly similar to ( 134)AT1G33230| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G10430.3); similar to Os02g0106800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001045630.1); similar to Os08g0152800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001061007.1); similar to Predicted membrane protein (ISS) [Ostreococcus tauri] (GB:CAL54240.1); contains InterPro domain TMPIT-like; (InterPro:IPR012926) | chr1:12046824-12049774 FORWARDTMPIT"	not assigned.unknown	35_2

CUST_139691_PI403524517	2	0.09200096	-0.04690647	0.054677963	0.046905518	-0.2952242	-0.14401054	35_39176	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_111404_PI403524517	2	-0.43187332	-0.41718435	-0.07501888	0.39158583	0.552485	0.075018406	35_31633	"Cluster: Pectinesterase inhibitor domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Pectinesterase inhibitor domain"	UniRef90_Q2QTT7	"CHR5V7|COORD:25849101..25849643| C/VIF2 (CELL WALL / VACUOLAR INHIBITOR OF FRUCTOSIDASE 2); pectinesterase inhibitor"	AT5G64620.1	CHR12V5|COORD:10729685..10730871|protein c/VIF2, putative, expressed	LOC_Os12g18560.1	no descriptionTT_ORF1 PMEI	not assigned.unknown	35_2

CUST_11877_PI404877155	2	0.2746706	-0.52719355	-0.2186346	0.15785599	0.21158409	-0.15785551	Contig5572_at	phosphoenolpyruvate carboxylase [Zea mays]	BAA28170.1	phosphoenolpyruvate carboxylase, putative / PEP carboxylase, putative (PPC1)	At1g53310.1	protein phosphoenolpyruvate carboxylase	Os02g14770	"PHOSPHOENOLPYRUVATE CARBOXYLASE 1;phosphoenolpyruvate carboxylase, putative / PEP carboxylase, putative (PPC1), strong similarity to SP:P29196 Phosphoenolpyruvate carboxylase (EC 4.1.1.31) (PEPCASE) {Solanum tuberosum}; contains Pfam profile PF00311: phos"	glycolysis.PEPCase	4_14

CUST_134665_PI403524517	2	-0.21406269	-0.035082817	0.08640909	0.03862858	0.035083294	-0.20382833	35_37782	Rep: Blr0521 protein - Bradyrhizobium japonicum	UniRef90_Q89X06	"CHR3V7|COORD:7795290..7796294| CWLP (CELL WALL-PLASMA MEMBRANE LINKER PROTEIN); lipid binding"	AT3G22120.1	CHR01V5|COORD:4178236..4175962|protein protein binding protein, putative, expressed	LOC_Os01g08470.1	no descriptionnot assigned not assigned not assigned not assigned PRK07764 PRK12323 FAP PRK07003	not assigned.unknown	35_2

CUST_12271_PI404877155	2	-0.27661228	-0.13886452	0.36070538	0.2712803	0.13886452	-0.26862907	Contig6004_x_at	hypothetical protein [Oryza sativa (japonica cultivar-group)]	AAP03369.1	expressed protein	At1g21680.1	protein expressed protein	Os03g28980	homoserine dehydrogenase	amino acid metabolism.aspartate family.misc.homoserine.synthesis	13_1_3_6_1

CUST_33476_PI403524517	2	0.037820816	-0.15025139	0.106570244	0.0038690567	-0.061588287	-0.0038700104	35_9652	"Cluster: Hypothetical protein P0543C11.13; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0543C11.13 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6K2Z6	"CHR5V7|COORD:21525829..21526764| similar to Os08g0534400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001062350.1); similar to predicted protein"	AT5G53045.1	CHR02V5|COORD:11944393..11950027|protein expressed protein	LOC_Os02g20280.1	"no descriptionweakly similar to ( 113)AT5G53045| Symbols:  | similar to Os08g0534400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001062350.1); similar to predicted protein [Coprinopsis cinerea okayama7#130] (GB:EAU85628.1); similar to Os02g0305800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001046636.1) | chr5:21525829-21526764 REVERSEPcc1"	not assigned.unknown	35_2

CUST_16137_PI403524517	2	-0.01884079	0.2166977	0.20237255	-0.16828537	0.01884079	-0.057346344	35_4654	"Cluster: Class III peroxidase 123 precursor; n=1; Oryza sativa (japonica cultivar-group)|Rep: Class III peroxidase 123 precursor - Oryza sativa (japonica cultiv"	UniRef90_Q5U1H0	CHR4V7|COORD:17634780..17636076| peroxidase, putative	AT4G37530.1	CHR09V5|COORD:19676631..19674156|protein peroxidase 73 precursor, putative, expressed	LOC_Os09g32964.1	 no descriptionweakly similar to ( 169)AT4G37530| Symbols:  | peroxidase, putative | chr4:17634780-17636002 FORWARDweakly similar to ( 109)PER2_ORYSAnot assigned not assigned not assigned secretory_peroxidase plant_peroxidase peroxidase ascorbate_peroxidase 	misc.peroxidases	26_12

CUST_14877_PI399408534	2	0.06805134	0.09747505	0.07721615	-0.06908226	-0.103318214	-0.06805134	35_18218	"Cluster: OSIGBa0124N08.5 protein; n=3; Magnoliophyta|Rep: OSIGBa0124N08.5 protein - Oryza sativa (Rice)"	UniRef90_Q01JN2	CHR3V7|COORD:2423152..2423964| small nuclear ribonucleoprotein D1, putative / snRNP core protein D1, putative / Sm protein D1, putative	AT3G07590.1	CHR02V5|COORD:22599889..22596458|protein small nuclear ribonucleoprotein Sm D1, putative, expressed	LOC_Os02g37430.1	 no descriptionweakly similar to ( 182)AT4G02840| Symbols:  | small nuclear ribonucleoprotein D1, putative / snRNP core protein D1, putative / Sm protein D1, putative | chr4:1264726-1266253 FORWARDnot assigned not assigned not assigned Sm_D1 LSM Sm LSM1 Sm_like Sm_D3 LSm4 LSm10 	RNA.processing	27_1

CUST_20483_PI403524517	2	0.25113535	0.13675356	-0.13675308	-0.43588352	-1.097969	0.22135735	35_5943	Rep: H0815C01.4 protein - Oryza sativa (Rice)	UniRef90_Q01J92	"CHR1V7|COORD:7903840..7906596| UGT85A1 (UDP-glucosyl transferase 85A1); UDP-glycosyltransferase/ transferase, transferring glycosyl groups / transferase, transf"	AT1G22400.1	CHR04V5|COORD:22262418..22264200|protein cytokinin-O-glucosyltransferase 2, putative, expressed	LOC_Os04g37820.1	" no descriptionmoderately similar to ( 308)AT1G22400| Symbols: UGT85A1 | UGT85A1 (UDP-glucosyl transferase 85A1); UDP-glycosyltransferase/ transferase, transferring glycosyl groups / transferase, transferring hexosyl groups | chr1:7903840-7906596 REVERSEweakly similar to ( 147)UFO1_MAIZEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned UDPGT PRK12678 PRK07764 PRK07003 APC_basic PRK12323 COG1819 "	misc.UDP glucosyl and glucoronyl transferases	26_2

CUST_113107_PI403524517	2	0.37530994	-0.32134247	0.08038044	0.26966095	-0.2796173	-0.08038044	35_32105	"Cluster: SEC14 cytosolic factor-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: SEC14 cytosolic factor-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q652I7	CHR1V7|COORD:16816094..16817173| DNA binding / ligand-dependent nuclear receptor	AT1G44191.1	CHR06V5|COORD:27874116..27876422|protein patellin-5, putative, expressed	LOC_Os06g45990.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF1421 PRK12323 PRK07764 Tymo_45kd_70kd AF-4 TT_ORF1 Atrophin-1 Extensin_2	not assigned.unknown	35_2

CUST_33451_PI399408534	2	-0.0020895004	0.6809492	-0.009309769	0.0020895004	-0.06382084	0.0056972504	35_24249	"Cluster: Putative calcium-dependent protein kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative calcium-dependent protein kinase - Oryza sativa"	UniRef90_Q69IM9	"CHR2V7|COORD:13421093..13423401| CPK24 (calcium-dependent protein kinase 24); calcium- and calmodulin-dependent protein kinase/ kinase"	AT2G31500.1	CHR09V5|COORD:20018910..20015107|protein calcium-dependent protein kinase, isoform AK1, putative, expressed	LOC_Os09g33910.1	"no descriptionvery weakly similar to (91.7)AT2G31500| Symbols: CPK24 | CPK24 (calcium-dependent protein kinase 24); calcium- and calmodulin-dependent protein kinase/ kinase | chr2:13421093-13423401 FORWARDvery weakly similar to (65.1)CDPK_DAUCACalcium-dependent protein kinase - Daucus carota (Carrot)"	signalling.calcium	30_3

CUST_149539_PI403524517	2	0.10649681	-0.05215454	0.032699585	-0.032699585	-0.06763649	0.17029381	35_41835	Rep: Polyprotein - Bovine viral diarrhea virus 2 (BVDV-2)	UniRef90_Q9WR81	CHR1V7|COORD:11218057..11219398| RUB1 (RELATED TO UBIQUITIN 1)	AT1G31340.1	CHR05V5|COORD:3513355..3514203|protein 40S ribosomal protein S27a, putative, expressed	LOC_Os05g06770.1	 no descriptionweakly similar to ( 135)AT1G31340| Symbols: NEDD8, ATRUB1, RUB1 | RUB1 (RELATED TO UBIQUITIN 1) | chr1:11218057-11219398 REVERSEweakly similar to ( 135)UBIQ_WHEATUbiquitin - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned Ubiquitin ubiquitin UBQ Nedd8 UBL AN1_N RAD23_N Scythe_N UBQ parkin_N Fubi GDX_N SF3a120_C NIRF_N ISG15_repeat2 UBI4 hPLIC_N 	protein.degradation.ubiquitin.ubiquitin	29_5_11_1

CUST_54083_PI403524517	2	-0.04905033	-0.06303787	0.21048927	0.13975048	-0.1242733	0.04905033	35_15389	Rep: OSJNBb0002J11.20 protein - Oryza sativa (Rice)	UniRef90_Q7F945	CHR5V7|COORD:12620003..12621900| GDSL-motif lipase/hydrolase family protein	AT5G33370.1	CHR04V5|COORD:25149279..25153021|protein anther-specific proline-rich protein APG, putative, expressed	LOC_Os04g42860.1	no descriptionmoderately similar to ( 243)AT5G33370| Symbols:  | GDSL-motif lipase/hydrolase family protein | chr5:12620094-12621900 REVERSEvery weakly similar to (73.2)APG_BRANAAnther-specific proline-rich protein APG - Brassica napus (Rape)not assigned not assigned SGNH_plant_lipase_like fatty_acyltransferase_like Triacylglycerol_lipase_like COG3240 Herpes_BLLF1	misc.GDSL-motif lipase	26_28

CUST_6855_PI403524517	2	-0.09892511	-0.3678503	-0.471457	0.69782925	0.09892511	0.17923117	35_1902	Rep: Glutathione transferase F3 - Triticum aestivum (Wheat)	UniRef90_Q8GTC0	"CHR3V7|COORD:23228401..23229222| ATGSTF13 (Arabidopsis thaliana Glutathione S-transferase (class phi) 13); glutathione transferase"	AT3G62760.1	CHR01V5|COORD:15498726..15497211|protein glutathione S-transferase IV, putative, expressed	LOC_Os01g27210.1	"no descriptionmoderately similar to ( 204)AT3G62760| Symbols: ATGSTF13 | ATGSTF13 (Arabidopsis thaliana Glutathione S-transferase (class phi) 13); glutathione transferase | chr3:23228401-23229222 REVERSEmoderately similar to ( 318)GSTF4_MAIZEGlutathione S-transferase 4 - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned GST_C_Phi Gst GST_N_Phi GST_N_GTT1_like GST_N_family GST_N GST_C GST_N_4 GST_N_2 GST_C_2 GST_C_family GST_N_Ure2p_like PRK07003 PRK12323 GST_N_Delta_Epsilon GST_N_Beta GST_C_Ure2p_like GST_N_Theta GST_N_GTT2_like GST_C_1 PRK07764 GST_C_EFB1gamma Atrophin-1 PRK11752 GST_N_Zeta GST_N_Tau Herpes_BLLF1 GST_N_Sigma_like GST_N_EF1Bgamma GST_C_GTT2_like Totivirus_coat PRK12678 GST_C_Theta"	misc.glutathione S transferases	26_9

CUST_97118_PI403524517	2	0.04472065	0.81373405	-0.10316467	-0.04472065	-0.26980495	0.10327721	35_27738	"Cluster: Putative vacuolar ATPase subunit H protein; n=1; Suaeda salsa|Rep: Putative vacuolar ATPase subunit H protein - Suaeda salsa"	UniRef90_Q84T90	CHR3V7|COORD:14239832..14243214| vacuolar ATP synthase subunit H family protein	AT3G42050.1	CHR07V5|COORD:21814898..21820628|protein vacuolar ATPase subunit H protein, putative, expressed	LOC_Os07g36470.1	no descriptionvery weakly similar to (69.3)AT3G42050| Symbols:  | vacuolar ATP synthase subunit H family protein | chr3:14239832-14243214 REVERSEvery weakly similar to (84.3)VATH_ORYSA	transport.p- and v-ATPases.H+-transporting two-sector ATPase	34_1_1

CUST_38737_PI403524517	2	-0.043499947	-0.024467468	0.024468422	-0.078250885	0.13382435	0.024690628	35_11148	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_11817_PI403524517	2	0.11283302	0.68474865	0.01198864	-0.0119895935	-0.08586979	-0.07110119	35_3361	"Cluster: Hypothetical protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8H8T7	CHR5V7|COORD:6192738..6195373| protein kinase family protein	AT5G18610.1	CHR03V5|COORD:9734808..9730731|protein serine/threonine-protein kinase NAK, putative, expressed	LOC_Os03g17550.1	no descriptionweakly similar to ( 172)AT5G18610| Symbols:  | protein kinase family protein | chr5:6192738-6195373 FORWARDvery weakly similar to (97.1)CRI4_MAIZEPutative receptor protein kinase CRINKLY4 precursor - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pkinase S_TKc Pkinase_Tyr S_TKc PTKc TyrKc PTKc_DDR PTKc_Jak_rpt2 PTKc_Src_like PTKc_Itk PTKc_Ror SPS1 PTKc_Fes_like PTKc_Tec_like PTKc_Srm_Brk PTKc_Frk_like PTKc_EphR PTKc_Abl PTKc_Syk_like PTKc_Trk PTKc_RET PTKc_Musk PTKc_c-ros PTKc_DDR1 PTKc_Jak1_rpt2 PTKc_EGFR_like PTKc_Ack_like PTKc_Csk_like PTK_Jak_rpt1 PTKc_DDR_like PTKc_ALK_LTK	protein.postranslational modification.kinase.receptor like cytoplasmatic kinase VII	29_4_1_57

CUST_107076_PI403524517	2	-0.02653408	0.45466137	0.17480564	-0.046355247	0.026533127	-0.055060387	35_30472	"Cluster: Putative isopentenyl monophosphate kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative isopentenyl monophosphate kinase - Oryza sativa"	UniRef90_Q8S2G0	"CHR2V7|COORD:11498907..11501307| ATCDPMEK (PIGMENT DEFECTIVE 277); 4-(cytidine 5'-diphospho)-2-C-methyl-D-erythritol kinase"	AT2G26930.1	CHR01V5|COORD:34298035..34303318|protein 4-diphosphocytidyl-2-C-methyl-D-erythritol kinase, chloroplast precursor, putative, expressed	LOC_Os01g58790.1	" no descriptionmoderately similar to ( 251)AT2G26930| Symbols: PDE277, ISPE, ATCDPMEK | ATCDPMEK (PIGMENT DEFECTIVE 277); 4-(cytidine 5'-diphospho)-2-C-methyl-D-erythritol kinase | chr2:11498907-11501307 REVERSEIspE PRK03188 PRK00650 PRK04344 PRK03009 PRK02534 ipk PRK01726 PRK04943 PRK03288 ipk PRK04648 PRK04181 PRK05905 GHMP_kinases_N ThrB "	secondary metabolism.isoprenoids.non-mevalonate pathway.CMK	16_1_1_4

CUST_72188_PI403524517	2	-0.45978975	-0.6685977	-0.23022127	0.3275261	0.23022175	0.85388136	35_20691	"Cluster: Hypothetical protein OJ1217B09.19; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1217B09.19 - Oryza sativa (japonica cultivar"	UniRef90_Q8H7M7	CHR1V7|COORD:29435119..29437409| protein binding	AT1G78230.1	CHR03V5|COORD:4684612..4681084|protein protein binding protein, putative, expressed	LOC_Os03g09070.1	no descriptionweakly similar to ( 160)AT1G78230| Symbols:  | protein binding | chr1:29435119-29437409 FORWARDnot assigned	not assigned.no ontology	35_1

CUST_135441_PI403524517	2	-0.092140675	0.19543505	0.13714981	0.0921402	-0.7205105	-0.23982859	35_37991	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_99179_PI403524517	2	0.043287277	0.040196896	-0.040196896	-0.20848513	1.4517045	-0.25877	35_28310	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_9284_PI404877155	2	-0.2816887	-0.02262783	0.02262783	0.3677454	-0.097782135	0.12340069	Contig3058_at	putative metal-binding protein [Oryza sativa (japonica cultivar-group)] gb|AAP53965.1| putative metal-binding protein [Oryza sativa (japonic	NP_921678.1	heavy-metal-associated domain-containing protein	At5g03380.1	protein hypothetical protein	Os10g30450	putative metal-binding protein/farnesylated protein GMFP5	transport.misc	34_99

CUST_11015_PI399408534	2	0.03415394	0.2339735	-0.0814476	-0.034154892	-0.083496094	0.09030914	35_4470	"Cluster: Hypothetical protein P0680F05.43-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0680F05.43-1 - Oryza sativa (japonica cultiv"	UniRef90_Q6YYC0	CHR3|COORD:9896779..9899243| expressed protein	AT3G26850.2	CHR08V5|COORD:2012837..2020299|protein zinc finger C-x8-C-x5-C-x3-H type family protein, expressed	LOC_Os08g04170.1	no descriptionvery weakly similar to (85.1)AT3G18640| Symbols:  | zinc finger protein-related | chr3:6413623-6415835 REVERSE	RNA.regulation of transcription.unclassified	27_3_99

CUST_19864_PI403524517	2	-0.013637543	0.19251728	0.013637543	-0.052036285	0.044485092	-0.032694817	35_5762	"Cluster: Os12g0456400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os12g0456400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0ING6	0	0	CHR12V5|COORD:15855275..15864038|protein expressed protein	LOC_Os12g27090.1	no description	not assigned.unknown	35_2

CUST_121496_PI403524517	2	0.045006275	2.057827	-0.82589674	-0.0450058	-0.6308899	0.53582764	35_34313	"Cluster: Kelch repeat-containing F-box protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Kelch repeat-containing F-box protein-like - Oryza sativa"	UniRef90_Q6K649	CHR1V7|COORD:25280957..25282192| kelch repeat-containing F-box family protein	AT1G67480.1	CHR02V5|COORD:17955834..17952627|protein SKIP4, putative, expressed	LOC_Os02g30210.2	no descriptionvery weakly similar to (77.4)AT1G67480| Symbols:  | kelch repeat-containing F-box family protein | chr1:25280957-25282192 FORWARD	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_37832_PI403524517	2	-1.3189106	0.064240456	0.04525566	-0.056823254	-0.04525566	0.115697384	35_10887	"Cluster: Os05g0177500 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0177500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DKB2	"CHR2V7|COORD:15430572..15432059| DOGT1 (DON-GLUCOSYLTRANSFERASE); UDP-glycosyltransferase/ transferase, transferring glycosyl groups"	AT2G36800.1	CHR05V5|COORD:4606329..4604454|protein cytokinin-O-glucosyltransferase 1, putative, expressed	LOC_Os05g08480.1	" no descriptionmoderately similar to ( 204)AT2G36800| Symbols: UGT73C5, DOGT1 | DOGT1 (DON-GLUCOSYLTRANSFERASE); UDP-glycosyltransferase/ transferase, transferring glycosyl groups | chr2:15430572-15432059 REVERSEweakly similar to ( 165)ZOX_PHAVUZeatin O-xylosyltransferase - Phaseolus vulgaris (Kidney bean) (French bean)not assigned not assigned not assigned not assigned not assigned UDPGT COG1819 PRK12678 "	misc.UDP glucosyl and glucoronyl transferases	26_2

CUST_134207_PI403524517	2	0.18948746	8.773804E-4	-0.030298233	-0.15029716	0.13136578	-8.773804E-4	35_37661	"Cluster: Hypothetical protein OJ1120_C08.24-1; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1120_C08.24-1 - Oryza sativa (japonica cu"	UniRef90_Q6ZKE8	"CHR1V7|COORD:11437249..11439801| similar to splicing factor PWI domain-containing protein [Arabidopsis thaliana] (TAIR:AT2G29210.1); similar to Os08g0178300"	AT1G31870.1	CHR08V5|COORD:4580134..4584895|protein expressed protein	LOC_Os08g08080.1	"no descriptionvery weakly similar to (89.7)AT1G31870| Symbols:  | similar to splicing factor PWI domain-containing protein [Arabidopsis thaliana] (TAIR:AT2G29210.1); similar to Os08g0178300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001061128.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD03052.1) | chr1:11437249-11439801 FORWARDnot assigned"	not assigned.unknown	35_2

CUST_70954_PI403524517	2	-0.05999565	0.25569344	0.07130337	0.041581154	-0.13473988	-0.041582108	35_20328	"Cluster: Hypothetical protein OSJNBa0077J17.11; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0077J17.11 - Oryza sativa (japonica"	UniRef90_Q5W6G8	"CHR2V7|COORD:8397218..8403559| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G29790.1); similar to Os01g0967100 [Oryza sativa (japonica"	AT2G19390.1	CHR05V5|COORD:16488396..16499850|protein expressed protein	LOC_Os05g28300.1	"no descriptionvery weakly similar to (96.3)AT2G19390| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G29790.1); similar to Os01g0967100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001045507.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAU44129.1); similar to Os05g0350700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001055276.1) | chr2:8397218-8403559 REVERSE"	not assigned.unknown	35_2

CUST_9757_PI403524517	2	-0.68959236	-0.5027847	0.7227993	0.06073475	0.45438576	-0.060733795	35_2750	Rep: OSJNBa0042I15.8 protein - Oryza sativa (Rice)	UniRef90_Q7XLY2	CHR1V7|COORD:2588991..2590232| prephenate dehydratase family protein	AT1G08250.1	CHR04V5|COORD:19982191..19983852|protein P-protein, putative, expressed	LOC_Os04g33390.1	no descriptionhighly similar to ( 564)AT1G08250| Symbols:  | prephenate dehydratase family protein | chr1:2588991-2590232 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned PheA PRK11899 PRK11898 PDT pheA ACT_CM-PDT ACT_AAAH-PDT-like PRK09169 PRK07003 PRK07764 PRK12323 AF-4 PRK12678 Herpes_BLLF1 DUF566	amino acid metabolism.synthesis.aromatic aa.phenylalanine.arogenate dehydratase / prephenate dehydratase	13_1_6_3_1

CUST_16567_PI403524517	2	0.05969143	0.49126148	0.01689434	-0.01689434	-0.14938068	-0.026770592	35_4785	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6F381	CHR1V7|COORD:28373098..28373601| glycine-rich protein	AT1G75550.1	CHR03V5|COORD:33013527..33010651|protein expressed protein	LOC_Os03g58090.1	"no descriptionvery weakly similar to (52.0)AT1G55475| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G13480.1); similar to Os03g0795100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001051545.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAC83624.1) | chr1:20715643-20716252 FORWARD"	not assigned.unknown	35_2

CUST_78961_PI403524517	2	0.26711655	-0.26964092	-0.019889832	0.21288204	0.019890785	-0.054872513	35_22649	"Cluster: Hypothetical protein OSJNBa0025P09.6; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0025P09.6 - Oryza sativa (japonica cu"	UniRef90_Q6I5Q5	CHR5V7|COORD:1548199..1549535| nucleolar matrix protein-related	AT5G05210.1	CHR05V5|COORD:17852352..17850927|protein surfeit 6, putative, expressed	LOC_Os05g30880.1	no descriptionvery weakly similar to (60.5)AT5G05210| Symbols:  | nucleolar matrix protein-related | chr5:1548399-1549535 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned Tymo_45kd_70kd	not assigned.no ontology	35_1

CUST_19856_PI403524517	2	0.11767769	-0.07150173	0.034007072	-0.10690498	-0.034007072	0.039714813	35_5760	"Cluster: Hypothetical protein OSJNBa0014C03.12; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0014C03.12 - Oryza sativa (japonica"	UniRef90_Q6AU71	"CHR4V7|COORD:8204707..8207268| similar to CBS domain-containing protein-related [Arabidopsis thaliana] (TAIR:AT4G14230.1); similar to Os05g0395300 [Oryza"	AT4G14240.1	CHR05V5|COORD:19149703..19157284|protein hemolysin, putative, expressed	LOC_Os05g32850.1	"no descriptionhighly similar to ( 510)AT4G14240| Symbols:  | similar to CBS domain-containing protein-related [Arabidopsis thaliana] (TAIR:AT4G14230.1); similar to Os05g0395300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001055462.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAT07635.1); contains InterPro domain Protein of unknown function DUF21; (InterPro:IPR002550); contains InterPro domain CBS; (InterPro:IPR000644) | chr4:8204707-8207268 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned TlyC DUF21 CorB CBS_pair_CorC_HlyC_assoc CorC PRK11573 CBS PRK07764 PRK12323"	not assigned.no ontology	35_1

CUST_13983_PI403524517	2	-0.009343147	0.18862057	-0.076345444	0.009343147	-0.095069885	0.061097145	35_4007	"Cluster: Putative lipase; n=1; Arabidopsis thaliana|Rep: Putative lipase - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q8VY77	"CHR1|COORD:9639151..9640138| similar to glycine-rich protein [Arabidopsis thaliana] (TAIR:At4g10330.1); similar to hypothetical protein [Oryza sativa (japonica"	AT1G27695.2	CHR12V5|COORD:19464631..19466392|protein expressed protein	LOC_Os12g32284.1	no description	not assigned.unknown	35_2

CUST_89555_PI403524517	2	0.08092451	-0.08092451	0.31970358	0.13462353	-1.334544	-0.4513259	35_25621	Rep: Putative polyprotein - Zea mays (Maize)	UniRef90_Q8SA93	CHRMV7|COORD:235916..236392| hypothetical protein	ATMG00860.1	CHR06V5|COORD:4557431..4562454|protein retrotransposon protein, putative, unclassified	LOC_Os06g09060.1	no descriptionRT_LTR	not assigned.unknown	35_2

CUST_130728_PI403524517	2	0.042702675	-0.15884686	0.15363503	0.019432068	-0.358222	-0.019432545	35_36711	"Cluster: Os11g0246600 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os11g0246600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0ITK5	CHR5V7|COORD:9789902..9792238| serine-type peptidase/ trypsin	AT5G27660.1	CHR11V5|COORD:7904674..7912571|protein serine protease HTRA1 precursor, putative, expressed	LOC_Os11g14170.1	no descriptionweakly similar to ( 124)AT5G27660| Symbols:  | serine-type peptidase/ trypsin | chr5:9789902-9792238 REVERSEnot assigned DegQ PRK10942 PRK10898	protein.degradation.serine protease	29_5_5

CUST_131465_PI403524517	2	0.090349674	0.23887825	-0.0903492	0.21418524	-0.13021278	-1.170371	35_36922	Rep: Hypothetical protein - Medicago truncatula (Barrel medic)	UniRef90_Q1SZF3	"CHR4V7|COORD:13117830..13119991| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G10040.1); similar to Os03g0726800 [Oryza sativa (japonica"	AT4G25770.1	CHR08V5|COORD:21714104..21709278|protein serine esterase family protein, putative, expressed	LOC_Os08g34750.2	" no descriptionvery weakly similar to (91.3)AT4G25770| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G10040.1); similar to Os03g0726800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001051137.1); similar to Protein of unknown function DUF676, hydrolase-like [Medicago truncatula] (GB:ABE83409.1); similar to Os08g0143700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001060979.1); contains InterPro domain Esterase/lipase/thioesterase; (InterPro:IPR000379); contains InterPro domain Protein of unknown function DUF676, hydrolase-like; (InterPro:IPR007751) | chr4:13117830-13119991 REVERSEDUF676 "	not assigned.unknown	35_2

CUST_21434_PI399408534	2	0.028515816	-0.2686472	-0.02851677	-0.085837364	0.085344315	0.15144539	35_17526	"Cluster: Isopenicillin N epimerase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Isopenicillin N epimerase-like - Oryza sativa (japonica cultivar-group"	UniRef90_Q9LGZ2	CHR5|COORD:9377405..9379021| expressed protein, weak similarity to SP:P18549 Isopenicillin N epimerase (EC 5.-.- ) {Streptomyces clavuligerus}	AT5G26600.1	CHR01V5|COORD:10497721..10493382|protein isopenicillin N epimerase, putative, expressed	LOC_Os01g18640.2	no descriptionweakly similar to ( 131)AT5G26600| Symbols:  | transaminase | chr5:9377458-9378885 FORWARDnot assigned	RNA.regulation of transcription.unclassified	27_3_99

CUST_141575_PI403524517	2	0.09560013	0.03592539	0.044760704	-0.035925865	-0.24907017	-0.17529583	35_39682	"Cluster: Hypothetical protein P0135D07.30; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0135D07.30 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6EP83	"CHR3V7|COORD:5692886..5693800| ATL2 (Arabidopsis T?xicos en Levadura 2); protein binding / zinc ion binding"	AT3G16720.1	CHR02V5|COORD:27596714..27600760|protein RING-H2 finger protein ATL2M, putative	LOC_Os02g45390.1	"no descriptionvery weakly similar to (89.4)AT3G16720| Symbols: ATL2 | ATL2 (Arabidopsis T?xicos en Levadura 2); protein binding / zinc ion binding | chr3:5692886-5693800 FORWARDvery weakly similar to (74.3)EL5_ORYSAnot assigned RING HRD1 zf-C3HC4 RING"	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_76053_PI403524517	2	-0.31974316	-0.3823204	0.7186632	0.13288021	0.2793169	-0.13288116	35_21803	"Cluster: Hypothetical protein OSJNBb0040H10.32; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0040H10.32 - Oryza sativa (japonica"	UniRef90_Q6Z4F5	0	0	CHR07V5|COORD:24807955..24808673|protein EGG APPARATUS-1 protein, putative, expressed	LOC_Os07g41410.1	no description	not assigned.unknown	35_2

CUST_82089_PI403524517	2	0.06350899	-0.36871624	-0.027873993	0.027874947	0.038251877	-0.16463757	35_23549	Rep: H0211F06-OSIGBa0153M17.2 protein - Oryza sativa (Rice)	UniRef90_Q01HL6	CHR5V7|COORD:16863475..16865137| electron carrier/ protein disulfide oxidoreductase	AT5G42150.1	CHR04V5|COORD:9316614..9325127|protein glutaredoxin family protein, expressed	LOC_Os04g17050.1	no descriptionweakly similar to ( 145)AT5G42150| Symbols:  | electron carrier/ protein disulfide oxidoreductase | chr5:16863475-16865137 FORWARDnot assigned not assigned not assigned not assigned GST_N_mPGES2 GST_N_family Glutaredoxin	not assigned.unknown	35_2

CUST_61027_PI403524517	2	0.034563065	-0.1074152	-0.07958412	0.05409813	-0.03456402	0.04685402	35_17405	"Cluster: Hypothetical protein OSJNBb0009H02.39; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0009H02.39 - Oryza sativa (japonica"	UniRef90_Q69R46	"CHR1V7|COORD:6367109..6368633| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G39890.1); similar to Putative Expressed protein [Brassica"	AT1G18490.1	CHR08V5|COORD:1837535..1839874|protein cupin, RmlC-type, putative, expressed	LOC_Os08g03870.1	" no descriptionmoderately similar to ( 229)AT1G18490| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G39890.1); similar to Putative Expressed protein [Brassica oleracea] (GB:AAW81740.1); contains InterPro domain Protein of unknown function DUF1637; (InterPro:IPR012864); contains InterPro domain Cupin, RmlC-type; (InterPro:IPR011051) | chr1:6367109-6368633 FORWARDnot assigned DUF1637 "	not assigned.unknown	35_2

CUST_71793_PI403524517	2	0.08788109	0.062368393	-0.061260223	-0.027900696	-0.079031944	0.027900696	35_20582	"Cluster: Putative outer envelope protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative outer envelope protein - Oryza sativa (japonica cultivar-gro"	UniRef90_Q94LU7	"CHR2V7|COORD:7218571..7222191| ATTOC132/TOC132 (MULTIMERIC TRANSLOCON COMPLEX IN THE OUTER ENVELOPE MEMBRANE 132); transmembrane receptor"	AT2G16640.1	CHR10V5|COORD:21147557..21143890|protein ATTOC132/TOC132, putative, expressed	LOC_Os10g40110.1	"no descriptionmoderately similar to ( 395)AT3G16620| Symbols: ATTOC120 | ATTOC120 (Arabidopsis thaliana translocon outer complex protein 120); GTP binding / protein translocase | chr3:5658475-5661744 REVERSE"	protein.targeting.chloroplast	29_3_3

CUST_3709_PI403524517	2	0.056331635	0.04959297	-0.113098145	0.008781433	-0.041366577	-0.008781433	35_1011	"Cluster: Mitochondrial prohibitin complex protein 2, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Mitochondrial prohibitin complex"	UniRef90_Q10AT9	CHR4V7|COORD:14084976..14086378| ATPHB1 (PROHIBITIN 1)	AT4G28510.1	CHR03V5|COORD:35324125..35321622|protein mitochondrial prohibitin complex protein 2, putative, expressed	LOC_Os03g62490.1	no descriptionmoderately similar to ( 392)AT4G28510| Symbols: ATPHB1 | ATPHB1 (PROHIBITIN 1) | chr4:14084976-14086378 REVERSEnot assigned not assigned Band_7_prohibitin PHB Band_7 HflC Band_7_HflC Band_7 Band_7_stomatin_like Band_7_1 Band_7_4	not assigned.no ontology	35_1

CUST_41265_PI403524517	2	0.23601913	0.1477642	-0.1159811	-0.06578255	-0.0583992	0.0583992	35_11863	"Cluster: Glycosyltransferase QUASIMODO1, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Glycosyltransferase QUASIMODO1, putative, express"	UniRef90_Q339E2	"CHR4V7|COORD:17938427..17941404| GAUT3 (Galacturonosyltransferase 3); polygalacturonate 4-alpha-galacturonosyltransferase/ transferase,"	AT4G38270.1	CHR10V5|COORD:10919498..10924205|protein transferase, transferring glycosyl groups, putative, expressed	LOC_Os10g21890.2	" no descriptionmoderately similar to ( 285)AT4G38270| Symbols: GAUT3 | GAUT3 (Galacturonosyltransferase 3); polygalacturonate 4-alpha-galacturonosyltransferase/ transferase, transferring glycosyl groups | chr4:17938427-17941404 FORWARDGlyco_transf_8 "	misc.UDP glucosyl and glucoronyl transferases	26_2

CUST_60769_PI403524517	2	0.1379118	0.24219704	0.00650692	-0.11295414	-0.2568407	-0.006505966	35_17332	Rep: Phosphoenolpyruvate carboxylase 1 - Sorghum bicolor (Sorghum) (Sorghum vulgare)	UniRef90_P29195	"CHR1V7|COORD:19887929..19891738| ATPPC1 (PHOSPHOENOLPYRUVATE CARBOXYLASE 1); phosphoenolpyruvate carboxylase"	AT1G53310.3	CHR02V5|COORD:8184212..8172418|protein phosphoenolpyruvate carboxylase 1, putative, expressed	LOC_Os02g14770.3	"no descriptionhighly similar to ( 706)AT1G53310| Symbols: ATPPC1 | ATPPC1 (PHOSPHOENOLPYRUVATE CARBOXYLASE 1); phosphoenolpyruvate carboxylase | chr1:19887929-19891738 REVERSEhighly similar to ( 772)CAPP1_SORBIPhosphoenolpyruvate carboxylase 1 - Sorghum bicolor (Sorghum) (Sorghum vulgare)PEPcase PRK00009 Ppc"	glycolysis.PEPCase	4_14

CUST_16071_PI403524517	2	0.22638035	0.13455677	-0.048843384	-0.020425797	-0.017691612	0.017690659	35_4636	"Cluster: Hypothetical protein P0643A10.28; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0643A10.28 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6Z2J6	CHR5|COORD:23471843..23473719| expressed protein	AT5G57930.2	CHR02V5|COORD:30551689..30555097|protein APO2, putative, expressed	LOC_Os02g50010.1	 no descriptionmoderately similar to ( 483)AT5G57930| Symbols: EMB1629, APO2 | APO2 (ACCUMULATION OF PHOTOSYSTEM ONE 2) | chr5:23471916-23473580 FORWARDDUF794 	not assigned.unknown	35_2

CUST_31791_PI403524517	2	-0.040597916	-0.56895924	0.040597916	-0.102394104	0.23901653	0.05906105	35_9172	"Cluster: Hypothetical protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53KD6	0	0	CHR11V5|COORD:12374660..12381558|protein catalytic/ protein phosphatase type 2C, putative, expressed	LOC_Os11g22404.1	no description	not assigned.unknown	35_2

CUST_92217_PI403524517	2	-0.07349014	0.07349014	0.35776567	-0.09703398	0.54388857	-0.12776327	35_26370	"Cluster: Putative plant disease resistance polyprotein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative plant disease resistance polyprotein - Oryza s"	UniRef90_Q9FWC7	0	0	CHR09V5|COORD:2662446..2668408|protein retrotransposon protein, putative, unclassified	LOC_Os09g04960.1	no description	not assigned.unknown	35_2

CUST_6184_PI399408534	2	-0.1089735	-0.11091137	0.84496593	0.10897303	0.4182577	-0.45782185	35_14196	Rep: Lipoxygenase 1 - Hordeum vulgare (Barley)	UniRef90_P29114	"CHR1V7|COORD:20529465..20533810| LOX1 (Lipoxygenase 1); lipoxygenase"	AT1G55020.1	CHR03V5|COORD:30266016..30269529|protein lipoxygenase 2, putative, expressed	LOC_Os03g52860.1	"no descriptionweakly similar to ( 115)AT1G55020| Symbols: LOX1 | LOX1 (Lipoxygenase 1); lipoxygenase | chr1:20529465-20533810 FORWARDmoderately similar to ( 226)LOX1_HORVULipoxygenase 1 - Hordeum vulgare (Barley)PLAT_LH2"	hormone metabolism.jasmonate.synthesis-degradation.lipoxygenase	17_7_1_2

CUST_10847_PI404877155	2	-0.0029859543	0.025496483	0.10030079	-0.04356861	0.0029850006	-0.06867027	Contig4583_s_at	copia-like retroelement pol polyprotein [Arabidopsis thaliana]	AAM66053.1	SNF7 family protein	At4g29160.1	protein SNF7 family	Os09g09480	copia-related retroelement pol polyprotein	RNA.regulation of transcription.SNF7	27_3_71

CUST_5245_PI404877155	2	-0.258646	-1.540287	0.39816666	0.25864506	0.44803047	-0.5925598	Contig1679_s_at	23 KD JASMONATE-INDUCED PROTEIN pir||S22514 jasmonate-induced protein 1 - barley	P32024	0	0	protein expressed protein	Os04g24320	jasmonate-induced protein 1 - barley	hormone metabolism.jasmonate.induced-regulated-responsive-activated	17_7_3

CUST_25476_PI399408534	2	0.05628586	-0.111123085	0.12558365	-0.008934021	0.008934975	-0.12352276	35_16927	Rep: U2AF small subunit - Triticum aestivum (Wheat)	UniRef90_Q2QKB5	"CHR1V7|COORD:9615139..9616029| ATU2AF35A; RNA binding"	AT1G27650.1	CHR09V5|COORD:18984507..18986208|protein splicing factor U2af 38 kDa subunit, putative, expressed	LOC_Os09g31482.3	no descriptionmoderately similar to ( 203)AT1G27650| Symbols: ATU2AF35A | ATU2AF35A | chr1:9615289-9616029 FORWARDnot assigned not assigned	RNA.processing.splicing	27_1_1

CUST_40403_PI403524517	2	-0.39599705	0.12958193	0.11253786	0.0047254562	-0.0047254562	-0.06446648	35_11621	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_25608_PI403524517	2	0.0070462227	-0.15084887	-0.0070466995	0.6694975	-0.32559395	0.16659832	35_7419	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2R3H0	"CHR4V7|COORD:12872492..12876478| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G48860.2); similar to expressed protein [Oryza sativa (japonica"	AT4G25070.1	CHR11V5|COORD:18279252..18287342|protein expressed protein	LOC_Os11g31960.1	"no descriptionmoderately similar to ( 295)AT4G25070| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G48860.2); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABA93965.1); similar to Os01g0928100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001045273.1); contains domain no description (G3D.1.20.5.170) | chr4:12872492-12876478 FORWARD"	not assigned.unknown	35_2

CUST_7235_PI403524517	2	0.116456985	-1.018467	-0.10359287	0.03478527	0.14419365	-0.034786224	35_2010	"Cluster: Os05g0113400 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0113400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DLA3	"CHR5V7|COORD:24139771..24140822| ADF4 (ACTIN DEPOLYMERIZING FACTOR 4); actin binding"	AT5G59890.1	CHR05V5|COORD:694265..696940|protein expressed protein	LOC_Os05g02250.2	"no descriptionmoderately similar to ( 218)AT5G59890| Symbols: ADF4 | ADF4 (ACTIN DEPOLYMERIZING FACTOR 4); actin binding | chr5:24140333-24140822 FORWARDmoderately similar to ( 224)ADF1_PETHYActin-depolymerizing factor 1 - Petunia hybrida (Petunia)not assigned not assigned not assigned ADF ADF Cofilin_ADF"	cell.organisation	31_1

CUST_89606_PI403524517	2	0.3915739	-0.45985937	-0.031853676	0.04977131	0.031852722	-0.042996407	35_25636	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10G25	"CHR1V7|COORD:27028537..27029949| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G24320.1); similar to Os03g0646200 [Oryza sativa (japonica"	AT1G71850.1	CHR03V5|COORD:24957685..24955791|protein expressed protein	LOC_Os03g44430.1	" no descriptionweakly similar to ( 132)AT1G71850| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G24320.1); similar to Os03g0646200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001050767.1); similar to Protein of unknown function DUF860, plant [Medicago truncatula] (GB:ABE93198.1); contains InterPro domain Protein of unknown function DUF860, plant; (InterPro:IPR008578) | chr1:27028537-27029949 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07003 DUF566 APC_basic AF-4 Tymo_45kd_70kd Atrophin-1 HPC2 Herpes_BLLF1 PRK07764 Pneumo_att_G PRK05648 PRK12678 Totivirus_coat Pol_Y_like "	not assigned.unknown	35_2

CUST_55235_PI403524517	2	0.040443897	0.3794136	0.24079084	-0.093527794	-0.04044342	-0.45174694	35_15722	"Cluster: Hypothetical protein P0616D06.125; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0616D06.125 - Oryza sativa (japonica cultivar"	UniRef90_Q8H395	"CHR1V7|COORD:5955647..5957063| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G72450.1); similar to PnFL-2 [Ipomoea nil] (GB:AAG49896.1); similar"	AT1G17380.1	CHR07V5|COORD:25346290..25350115|protein pnFL-2, putative, expressed	LOC_Os07g42370.3	"no descriptionvery weakly similar to (55.8)AT1G17380| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G72450.1); similar to PnFL-2 [Ipomoea nil] (GB:AAG49896.1); similar to Os07g0615200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001060268.1); similar to Os03g0402800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001050322.1); contains InterPro domain ZIM; (InterPro:IPR010399) | chr1:5955647-5957063 REVERSEtify"	not assigned.unknown	35_2

CUST_11296_PI399408534	2	0.21083927	0.4431553	0.08789539	-0.12942886	-0.47850227	-0.08789635	35_11302	"Cluster: Protein kinase domain containing protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Protein kinase domain containing protein, express"	UniRef90_Q33AC4	CHR1V7|COORD:22685085..22688069| S-locus protein kinase, putative	AT1G61480.1	CHR10V5|COORD:6796332..6788088|protein protein kinase domain containing protein, expressed	LOC_Os10g12620.1	 no descriptionweakly similar to ( 151)AT1G61480| Symbols:  | S-locus protein kinase, putative | chr1:22685085-22688069 REVERSEweakly similar to ( 129)PSKR_DAUCAPhytosulfokine receptor precursor - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pkinase S_TKc S_TKc Pkinase_Tyr TyrKc PTKc SPS1 PTKc_Jak_rpt2 PTKc_EphR PTKc_Trk PTKc_Tec_like PTKc_Jak2_Jak3_rpt2 PTKc_Fes_like PTKc_Src_like PTKc_EGFR_like PTKc_Btk_Bmx PTKc_Csk_like PTKc_FGFR PTKc_Ror PTKc_TrkC PTKc_Tyk2_rpt2 PTKc_Jak1_rpt2 PTKc_Itk PTKc_EphR_A2 PTKc_Hck PTKc_DDR PTKc_TrkA PTKc_Syk_like PTKc_TrkB PTKc_Frk_like PTKc_Lck_Blk PTKc_Lyn PTKc_Abl PTKc_Ack_like PTKc_Chk PTKc_Axl PTKc_Musk PTKc_FGFR3 PTKc_EphR_A PTKc_EphR_B PTKc_FGFR4 PTKc_Axl_like PTKc_Tec_Rlk PTKc_FGFR2 PTKc_DDR1 PTKc_FAK PTKc_Fyn_Yrk PTKc_DDR_like PTKc_FGFR1 PTKc_c-ros PTKc_Srm_Brk PTK_CCK4 PTKc_Tie1 PTKc_DDR2 PTK_Jak_rpt1 PTKc_Csk PTKc_Met_Ron PTK_HER3 PTKc_PDGFR PTKc_Tyro3 PTKc_Aatyk PTKc_Src PTKc_InsR_like PTKc_VEGFR PTKc_EGFR PTKc_Tie2 PTKc_RET PTKc_Tie PTKc_Ror2 PTKc_Yes PTKc_CSF-1R PTKc_ALK_LTK PTKc_Kit PTKc_Zap-70 PTKc_Ror1 PTKc_Fer PTKc_Fes PTKc_VEGFR2 PTKc_Syk PTKc_HER2 PTKc_VEGFR3 PTKc_Aatyk1_Aatyk3 PTKc_IGF-1R PTK_Ryk PTKc_EphR_A10 PTKc_HER4 PTKc_Aatyk2 	signalling.receptor kinases.DUF 26	30_2_17

CUST_148582_PI403524517	2	-0.09668112	0.622159	0.09668112	3.2811084	-0.26594543	-1.295088	35_41566	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_96294_PI403524517	2	0.014166832	0.019169807	-0.014165878	-0.04772377	-0.18035507	0.05560589	35_27507	Rep: Hypothetical protein - Gibberella zeae (Fusarium graminearum)	UniRef90_Q4IDF7	0	0	CHR01V5|COORD:31838382..31846443|protein expressed protein	LOC_Os01g54784.1	no descriptionGAL4 GAL4 Zn_clus	not assigned.unknown	35_2

CUST_23259_PI399408534	2	0.0323658	-0.06178665	0.054307938	-0.0323658	-0.11681175	0.110116005	35_7920	"Cluster: Zinc finger C-x8-C-x5-C-x3-H type family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Zinc finger C-x8-C-x5-C-x3-H type"	UniRef90_Q10EL1	CHR2V7|COORD:17498430..17500580| zinc finger (CCCH-type) family protein	AT2G41900.1	CHR03V5|COORD:27957774..27961378|protein nucleic acid binding protein, putative, expressed	LOC_Os03g49170.3	no descriptionvery weakly similar to (99.4)AT2G41900| Symbols:  | zinc finger (CCCH-type) family protein | chr2:17498430-17500580 FORWARDnot assigned	RNA.regulation of transcription.C3H zinc finger family	27_3_12

CUST_179803_PI403524517	2	0.015699863	-0.03140831	0.021202087	-0.01570034	0.06274462	-0.077931404	35_50004	"Cluster: Os01g0604300 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os01g0604300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JLF4	CHR2V7|COORD:18571231..18574707| structural constituent of nuclear pore	AT2G45000.1	CHR07V5|COORD:19963975..19968222|protein F-box domain containing protein	LOC_Os07g33400.1	no description	not assigned.unknown	35_2

CUST_166840_PI403524517	2	-0.010959625	0.33522034	-0.0023431778	-0.013180733	0.048279762	0.0023441315	35_46477	"Cluster: Putative pherophorin-dz1 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative pherophorin-dz1 protein - Oryza sativa (japonica cultivar-g"	UniRef90_Q6ZD62	CHR5V7|COORD:22830994..22833388| carbonic anhydrase family protein	AT5G56330.1	CHR08V5|COORD:395077..393302|protein vegetative cell wall protein gp1 precursor, putative, expressed	LOC_Os08g01690.1	no description	not assigned.unknown	35_2

CUST_2835_PI399408534	2	-0.05711651	0.05711603	0.11050129	-0.124973774	0.09382534	-0.29289436	35_2575	"Cluster: MYB transcription factor-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: MYB transcription factor-like protein - Oryza sativa (japonica"	UniRef90_Q5N9B3	CHR5V7|COORD:1110758..1114113| DNA topoisomerase II family protein	AT5G04110.1	CHR01V5|COORD:37050010..37044823|protein ELM2, putative, expressed	LOC_Os01g63354.1	no descriptionvery weakly similar to (93.2)AT5G04110| Symbols:  | DNA topoisomerase II family protein | chr5:1110758-1114113 REVERSEnot assigned not assigned not assigned not assigned not assigned PRK07764 PRK12678	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_4034_PI403524517	2	-0.121294975	0.17735958	0.071419716	-0.059165955	0.059165955	-0.25016117	35_1116	"Cluster: Similar to late embryogenesis abundant proteins; n=2; Arabidopsis thaliana|Rep: Similar to late embryogenesis abundant proteins - Arabidopsis thaliana"	UniRef90_O80576	CHR2|COORD:18233395..18235226| late embryogenesis abundant family protein / LEA family protein, similar to ethylene-responsive late embryogenesis-like protein	AT2G44060.2	CHR03V5|COORD:35382610..35379908|protein salt tolerance protein, putative, expressed	LOC_Os03g62620.4	no descriptionmoderately similar to ( 253)AT2G44060| Symbols:  | late embryogenesis abundant family protein / LEA family protein | chr2:18233998-18235064 FORWARDvery weakly similar to (83.2)LEA14_GOSHILate embryogenesis abundant protein Lea14-A - Gossypium hirsutum (Upland cotton) (Gossypium mexicanum)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned LEA_2 Herpes_BLLF1 HPC2 Gag_spuma DUF566 PRK07003 MAP65_ASE1 COG5608 Metaviral_G PRK12678 Tymo_45kd_70kd Pneumo_att_G KAR9 PRK12323 AF-4 APC_basic PRK09169 Atrophin-1	development.late embryogenesis abundant	33_2

CUST_177818_PI403524517	2	0.092372894	0.31672668	-0.0628376	-0.13478565	-0.030344963	0.03034401	35_49459	Rep: Tousled-like protein kinase - Triticum aestivum (Wheat)	UniRef90_Q5I6Y0	"CHR5V7|COORD:7098215..7102972| TSL (TOUSLED); kinase"	AT5G20930.1	CHR03V5|COORD:30850319..30840532|protein tousled-like kinase 2, putative, expressed	LOC_Os03g53880.1	"no descriptionvery weakly similar to (96.3)AT5G20930| Symbols: TSL | TSL (TOUSLED); kinase | chr5:7098215-7102972 FORWARDnot assigned"	protein.postranslational modification	29_4

CUST_34611_PI399408534	2	0.5822582	0.20505047	-0.1344595	-0.49548817	-0.5319557	0.1344595	35_11796	"Cluster: Hypothetical protein P0496H07.20; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0496H07.20 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5W7C3	"CHR2V7|COORD:12269192..12270363| PRS (PRESSED FLOWER); transcription factor"	AT2G28610.1	CHR12V5|COORD:63393..64004|protein WUSCHEL-related homeobox 3B, putative	LOC_Os12g01120.1	"no descriptionweakly similar to ( 132)AT2G28610| Symbols: PRS | PRS (PRESSED FLOWER); transcription factor | chr2:12269192-12270363 FORWARDweakly similar to ( 137)WOX3B_MAIZEWUSCHEL-related homeobox 3B - Zea mays (Maize)not assigned not assigned not assigned not assigned Homeobox PRK07764 PRK12323 TT_ORF1 PRK07003"	RNA.regulation of transcription.HB,Homeobox transcription factor family	27_3_22

CUST_9377_PI403524517	2	0.08632851	-0.52974415	-0.06438351	0.054963112	-0.05496216	0.15438747	35_2636	"Cluster: Os08g0176100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os08g0176100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J7N5	"CHR1V7|COORD:4198868..4200631| ATCOAB (4-PHOSPHO-PANTO-THENOYLCYSTEINE SYNTHETASE); catalytic/ phosphopantothenate--cysteine ligase"	AT1G12350.1	CHR08V5|COORD:4423852..4427962|protein phosphopantothenate--cysteine ligase, putative, expressed	LOC_Os08g07880.1	"no descriptionmoderately similar to ( 303)AT1G12350| Symbols: ATCOAB | ATCOAB (4-PHOSPHO-PANTO-THENOYLCYSTEINE SYNTHETASE); catalytic/ phosphopantothenate--cysteine ligase | chr1:4198868-4200631 FORWARDnot assigned not assigned not assigned DFP PRK05579 Dfp PRK06732 PRK12323 PRK07764"	not assigned.no ontology	35_1

CUST_3045_PI404877155	2	-1.08325	2.2681255	2.366786	-2.3634772	-0.29423237	0.29423332	Contig13480_at	P0518C01.13 [Oryza sativa (japonica cultivar-group)] dbj|BAB63676.1| P0518C01.13 [Oryza sativa (japonica cultivar-group)]	NP_914349.1	myb family transcription factor	At3g46640.1	protein myb-like DNA-binding domain, SHAQKYF class, putative	Os01g74020	NONE	RNA.regulation of transcription.G2-like transcription factor family, GARP	27_3_20

CUST_93333_PI403524517	2	-0.057264328	0.29354858	0.057264328	0.15496874	-0.35698938	-0.13959217	35_26686	"Cluster: Hypothetical protein P0489D11.2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0489D11.2 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q69MN7	CHR5V7|COORD:24478342..24479690| heavy-metal-associated domain-containing protein	AT5G60800.1	CHR09V5|COORD:21744258..21745849|protein expressed protein	LOC_Os09g37730.1	no description	not assigned.unknown	35_2

CUST_100039_PI403524517	2	0.27697945	0.27207756	0.038589954	-0.16641569	-0.46324444	-0.038589478	35_28559	"Cluster: Os01g0321300 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0321300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JN74	CHR4V7|COORD:770926..776131| preprotein translocase secA subunit, putative	AT4G01800.1	CHR01V5|COORD:12230694..12217743|protein preprotein translocase secA subunit, chloroplast precursor, putative, expressed	LOC_Os01g21820.1	 no descriptionmoderately similar to ( 261)AT4G01800| Symbols:  | preprotein translocase secA subunit, putative | chr4:770926-776131 REVERSEmoderately similar to ( 253)SECA_SPIOLProtein translocase subunit secA, chloroplast precursor - Spinacia oleracea (Spinach)secA SecA_DEAD secA secA PRK12904 SecA secA PRK09200 secA PRK12326 secA SecA_PP_bind secA secA secA 	protein.targeting.chloroplast	29_3_3

CUST_101458_PI403524517	2	0.14054394	0.01933384	-0.27462387	-0.23775196	-0.019333363	4.334014	35_28954	"Cluster: Os07g0122900 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os07g0122900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D8W5		0	CHR07V5|COORD:1178529..1181270|protein F-box domain containing protein, expressed	LOC_Os07g03100.3	no description	not assigned.unknown	35_2

CUST_34030_PI399408534	2	0.081832886	-0.008647919	0.008647919	-0.084560394	0.08509827	-0.0395813	35_25995	"Cluster: Probable cleavage and polyadenylation specificity factor subunit 1; n=3; Arabidopsis thaliana|Rep: Probable cleavage and polyadenylation"	UniRef90_Q9FGR0	CHR5V7|COORD:20997476..21006494| cleavage and polyadenylation specificity factor (CPSF) A subunit C-terminal domain-containing protein	AT5G51660.1	CHR05V5|COORD:29428583..29436780|protein DNA damage binding protein 1a, putative, expressed	LOC_Os05g51480.2	no descriptionmoderately similar to ( 352)AT5G51660| Symbols:  | cleavage and polyadenylation specificity factor (CPSF) A subunit C-terminal domain-containing protein | chr5:20997476-21006494 FORWARDmoderately similar to ( 447)CPSF1_ORYSAnot assigned not assigned CPSF_A SFT1	RNA.processing	27_1

CUST_33606_PI399408534	2	-0.039958	-0.043598175	0.039957047	0.2162323	-0.2949295	0.07737923	35_7597	"Cluster: Putative receptor-like kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative receptor-like kinase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8LQN6	"CHR1V7|COORD:24476829..24480186| ARK2 (Arabidopsis Receptor Kinase 2); kinase"	AT1G65800.1	CHR01V5|COORD:33554500..33558619|protein receptor protein kinase, putative, expressed	LOC_Os01g57510.1	"no descriptionmoderately similar to ( 256)AT1G65800| Symbols: ARK2 | ARK2 (Arabidopsis Receptor Kinase 2); kinase | chr1:24476829-24480186 FORWARDweakly similar to ( 125)NORK_MEDTRNodulation receptor kinase precursor - Medicago truncatula (Barrel medic)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc PTKc Pkinase_Tyr Pkinase TyrKc PTKc_Src_like PTKc_Srm_Brk PTKc_Yes PTKc_Fyn_Yrk PTKc_Frk_like SPS1 PTKc_Jak_rpt2 PTKc_InsR_like PTKc_Src PTKc_FGFR PTKc_Lck_Blk PTKc_c-ros PTKc_EGFR_like PTKc_Lyn PTKc_Csk_like PTKc_Hck PTKc_Tec_like PTKc_RET PTKc_Syk_like PTKc_VEGFR PTKc_ALK_LTK PTKc_FGFR4 PTKc_Itk PTKc_FGFR2 PTKc_Trk PTKc_EphR PTKc_FGFR3 PTKc_Ack_like PTKc_VEGFR3 PTKc_Abl PTKc_Ror PTKc_Axl_like PTKc_FGFR1 PTKc_PDGFR PTKc_Syk PTKc_VEGFR2 PTKc_HER2 PTKc_Tie1 PTKc_EphR_A PTKc_Btk_Bmx PTKc_Tie PTKc_IGF-1R PTKc_Tie2 PTKc_Chk PTKc_EphR_A2 PTKc_CSF-1R PTKc_Jak2_Jak3_rpt2 PTKc_Zap-70 PTKc_EGFR PTKc_Fes_like PTKc_EphR_B PTKc_PDGFR_alpha PTK_HER3 PTKc_Tec_Rlk PTKc_Kit PTKc_HER4 PTKc_DDR2 PTKc_Axl PTKc_Tyk2_rpt2 PTK_CCK4 PTKc_Csk PTKc_Met_Ron PTKc_Tyro3 PTKc_TrkC PTKc_TrkA PTKc_InsR PTKc_DDR PTKc_Fer PTKc_Musk PTKc_Ror2 PTKc_PDGFR_beta PTKc_Ror1 PTKc_TrkB PTKc_DDR_like PTK_Ryk PTKc_Jak1_rpt2 PTKc_DDR1 PTKc_FAK"	signalling.receptor kinases.DUF 26	30_2_17

CUST_86423_PI403524517	2	0.04986763	0.016531467	0.009278297	-0.009278774	-0.042093277	-0.049761295	35_24749	0	0	0	0	CHR02V5|COORD:4847180..4843090|protein expressed protein	LOC_Os02g09440.1	no description	not assigned.unknown	35_2

CUST_39349_PI403524517	2	0.44523478	0.22234535	-0.009660721	0.009660721	-0.090877056	-0.69129944	35_11319	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_68580_PI403524517	2	0.06464481	0.7829523	-0.022105217	-0.107271194	-0.11266041	0.022104263	35_19617	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_19275_PI403524517	2	0.14306974	-0.12915087	-0.3586874	0.12915134	-0.72437096	0.82804585	35_5589	"Cluster: Putative subtilisin-like serine protease; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative subtilisin-like serine protease - Oryza sativa (jap"	UniRef90_Q8S1I0	CHR5V7|COORD:3849284..3852418| subtilase family protein	AT5G11940.1	CHR01V5|COORD:34001253..34006565|protein cucumisin precursor, putative	LOC_Os01g58270.1	no descriptionweakly similar to ( 187)AT5G11940| Symbols:  | subtilase family protein | chr5:3849284-3852418 FORWARD	protein.degradation.subtilases	29_5_1

CUST_8631_PI403524517	2	0.10662365	0.06295681	-0.118141174	-0.030189514	-0.0696125	0.030190468	35_2417	"Cluster: Putative beta-galactosidase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative beta-galactosidase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5JKZ9	CHR3V7|COORD:20159472..20167997| glycoside hydrolase family 2 protein	AT3G54440.1	CHR01V5|COORD:42281482..42289636|protein beta-galactosidase, putative, expressed	LOC_Os01g72340.1	 no descriptionnearly identical (1456)AT3G54440| Symbols:  | hydrolase, hydrolyzing O-glycosyl compounds | chr3:20159472-20167997 REVERSEnot assigned not assigned not assigned not assigned not assigned lacZ ebgA LacZ Glyco_hydro_2_C Bgal_small_N Glyco_hydro_2_N PRK10150 Glyco_hydro_2 PRK12678 	misc.gluco-, galacto- and mannosidases	26_3

CUST_31067_PI403524517	2	-0.10706234	-0.22047997	0.10706234	-0.8227091	0.12822342	0.14966393	35_8965	"Cluster: F-box protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: F-box protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6EP91	CHR3V7|COORD:22614141..22615311| ATPP2-A13	AT3G61060.1	CHR02V5|COORD:27542530..27545723|protein ATPP2-A13, putative, expressed	LOC_Os02g45320.1	no descriptionweakly similar to ( 123)AT3G61060| Symbols: ATPP2-A13 | ATPP2-A13 | chr3:22614141-22615311 FORWARD	cell.organisation	31_1

CUST_182842_PI403524517	2	0.073488235	0.7517662	-0.073488235	-0.94100666	-0.25671387	0.15645313	35_50820	Rep: Ribophorin I - Hordeum vulgare (Barley)	UniRef90_Q9SME7	CHR1V7|COORD:28663607..28666566| ribophorin I family protein	AT1G76400.1	CHR05V5|COORD:13451459..13456251|protein dolichyl-diphosphooligosaccharide--protein glycosyltransferase 67 kDasubunit precursor, putative,	LOC_Os05g23600.1	no descriptionvery weakly similar to (86.3)AT1G76400| Symbols:  | ribophorin I family protein | chr1:28663607-28666566 REVERSEnot assigned	protein.glycosylation	29_7

CUST_5518_PI403524517	2	-0.23201227	0.015356064	-0.015356064	0.032832623	0.6558914	-0.095692635	35_1520	"Cluster: Hypothetical protein P0470A12.30; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0470A12.30 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5N7X2	CHR1V7|COORD:24232830..24234427| similar to hypothetical protein MtrDRAFT_AC148171g2v1 [Medicago truncatula] (GB:ABE89789.1)	AT1G65230.1	CHR01V5|COORD:40104604..40106786|protein expressed protein	LOC_Os01g68450.1	no descriptionmoderately similar to ( 310)AT1G65230| Symbols:  | similar to hypothetical protein MtrDRAFT_AC148171g2v1 [Medicago truncatula] (GB:ABE89789.1) | chr1:24232830-24234427 FORWARDnot assigned not assigned PRK07764 MCPVI	not assigned.unknown	35_2

CUST_18550_PI399408534	2	-0.04545784	0.4193926	0.045456886	-0.06874943	0.08548927	-0.2000475	35_37215	Rep: Chromomethylase 2 - Hordeum vulgare (Barley)	UniRef90_Q4LB17	CHRomomethylase 2 (CMT2) | chr4V7|COORD:omomethylase| chromomethylase 2 (CMT2)	AT4G19020.1	CHR05V5|COORD:7619875..7613502|protein ATP binding protein, putative, expressed	LOC_Os05g13780.1	no descriptionweakly similar to ( 147)AT4G19020| Symbols:  | chromomethylase 2 (CMT2) | chr4:10414537-10420947 FORWARDweakly similar to ( 140)CMT1_MAIZEDNA - Zea mays (Maize)Cyt_C5_DNA_methylase Dcm DNA_methylase	RNA.regulation of transcription.DNA methyltransferases	27_3_46

CUST_15774_PI399408534	2	0.2433052	-0.29310036	-0.10641861	0.053938866	-0.053937912	0.101861	35_23170	Rep: OSIGBa0096F13.9 protein - Oryza sativa (Rice)	UniRef90_Q01M01	CHR3V7|COORD:4014462..4017682| RNA binding / nucleic acid binding	AT3G12640.1	CHR04V5|COORD:13805499..13796873|protein RNA recognition motif family protein, expressed	LOC_Os04g24170.4	no descriptionvery weakly similar to (98.6)AT3G12640| Symbols:  | RNA binding / nucleic acid binding | chr3:4014462-4017682 FORWARDnot assigned not assigned not assigned RRM_1 COG0724 RRM	RNA.processing	27_1

CUST_177635_PI403524517	2	0.06976032	-0.19493103	-0.059986115	0.059986115	0.10233688	-0.124557495	35_49411	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_218_PI399408534	2	0.18456268	-0.18026733	-0.008507729	0.008507729	0.0131902695	-0.027721405	35_4877	"Cluster: Putative zinc finger protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative zinc finger protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q850Z5	CHR3V7|COORD:5763758..5764582| zinc finger (GATA type) family protein	AT3G16870.1	CHR03V5|COORD:34852338..34853795|protein expressed protein	LOC_Os03g61570.2	no descriptionweakly similar to ( 105)AT3G16870| Symbols:  | zinc finger (GATA type) family protein | chr3:5763758-5764582 REVERSEnot assigned not assigned not assigned not assigned ZnF_GATA GATA ZnF_GATA PRK12323	RNA.regulation of transcription.C2C2(Zn) GATA transcription factor family	27_3_9

CUST_7550_PI404877155	2	-0.08251572	0.25749397	0.0053577423	0.020608902	-0.0053577423	-0.048308372	Contig2205_s_at	ribulose-5-phosphate-3-epimerase [Oryza sativa (japonica cultivar-group)]	AAL84303.1	ribulose-phosphate 3-epimerase, chloroplast, putative / pentose-5-phosphate 3-epimerase, putative	At5g61410.1	protein ribulose-5-phosphate-3-epimerase	Os03g07300	ribulose-5-phosphate-3-epimerase	PS.calvin cyle.RPE	1_03_11

CUST_89025_PI403524517	2	0.20184517	0.39406013	0.034733772	-0.034733772	-0.054386616	-0.4252534	35_25470	Rep: H0306F03.8 protein - Oryza sativa (Rice)	UniRef90_Q25A67	"CHR1|COORD:10537632..10539172| similar to gibberellin 2-oxidase / GA2-oxidase (GA2OX3) [Arabidopsis thaliana] (TAIR:At2g34555.1); similar to GA 2-oxidase 2 [Ner"	AT1G30040.2	CHR04V5|COORD:32531761..32528122|protein gibberellin 20 oxidase 2, putative	LOC_Os04g55070.1	" no descriptionvery weakly similar to (60.8)AT1G30040| Symbols: ATGA2OX2 | ATGA2OX2; gibberellin 2-beta-dioxygenase | chr1:10537753-10538765 FORWARDvery weakly similar to (56.6)FL3H_DIACANaringenin,2-oxoglutarate 3-dioxygenase - Dianthus caryophyllus (Carnation) (Clove pink)not assigned PcbC "	secondary metabolism.flavonoids.dihydroflavonols	16_8_3

CUST_136980_PI403524517	2	0.24885368	-0.6725931	0.0032234192	-0.005815506	0.15050125	-0.0032243729	35_38412	"Cluster: Os11g0661000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os11g0661000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IR95	CHR4V7|COORD:8103640..8105478| pentatricopeptide (PPR) repeat-containing protein	AT4G14050.1	CHR11V5|COORD:26024227..26018130|protein pentatricopeptide repeat protein PPR868-14, putative, expressed	LOC_Os11g43934.2	no descriptionweakly similar to ( 152)AT4G14050| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr4:8103640-8105478 REVERSE	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_65302_PI403524517	2	0.06814766	0.1369009	0.16210175	-0.20416546	-0.11202812	-0.06814766	35_18647	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_83761_PI403524517	2	-0.010005951	-0.38619804	0.027773857	0.044861794	0.010006905	-0.26528835	35_24010	"Cluster: OSJNBb0006N15.14 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: OSJNBb0006N15.14 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XMI5	0	0	CHR04V5|COORD:18223014..18219936|protein expressed protein	LOC_Os04g30790.1	no description	not assigned.unknown	35_2

CUST_153960_PI403524517	2	0.20490217	0.043482304	-0.043482304	0.17743349	-0.04690647	-0.34589243	35_43026	"Cluster: Putative aspartate--tRNA ligase; n=2; Arabidopsis thaliana|Rep: Putative aspartate--tRNA ligase - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q8GWM7	CHR4V7|COORD:16189287..16193262| tRNA synthetase class II (D, K and N) family protein	AT4G33760.1	CHR01V5|COORD:2874449..2879488|protein aspartyl-tRNA synthetase, putative, expressed	LOC_Os01g06020.1	 no descriptionmoderately similar to ( 207)AT4G33760| Symbols:  | tRNA synthetase class II (D, K and N) family protein | chr4:16189287-16193262 REVERSEvery weakly similar to (50.1)SYK_ORYSAnot assigned not assigned not assigned aspS AspS AspRS_core PRK12820 tRNA-synt_2 Asp_Lys_Asn_RS_core aspC AsnS AsxRS_core lysS LysU LysRS_core lysS class_II_aaRS-like_core PRK12445 COG2269 PRK09350 PRK06462 EcAspRS_like_N 	protein.aa activation	29_1

CUST_158501_PI403524517	2	0.10439539	-0.10439491	0.2778864	-0.18772793	-0.8543477	3.699603	35_44248	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_22282_PI399408534	2	0.0712719	0.72132206	0.19954777	-0.26636887	-0.34030437	-0.07127285	35_4040	"Cluster: Os02g0116000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0116000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E4J8	CHR1V7|COORD:27118744..27120890| zinc finger (C2H2 type) family protein	AT1G72050.2	CHR02V5|COORD:859880..853767|protein zinc finger X-linked protein ZXDA, putative, expressed	LOC_Os02g02424.1	no descriptionmoderately similar to ( 390)AT1G72050| Symbols:  | zinc finger (C2H2 type) family protein | chr1:27119470-27120890 FORWARDnot assigned not assigned not assigned not assigned COG5048	RNA.regulation of transcription.C2H2 zinc finger family	27_3_11

CUST_105169_PI403524517	2	0.06105995	-0.14108658	-0.038743973	0.03775215	-0.03775215	0.1084156	35_29957	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_132817_PI403524517	2	0.0061597824	0.1874361	-0.0061597824	0.12692356	-0.32812595	-0.22170258	35_37297	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_1325_PI404877155	2	0.022792816	-0.039720535	-5.979538E-4	-0.04069233	5.979538E-4	0.0087451935	Contig11434_at	unnamed protein product [Arabidopsis thaliana]	BAB02809.1	calcium-binding EF hand family protein	At3g20290.1	protein EF hand, putative	Os06g47330	"calcium-binding EF hand family protein, similar to EH-domain containing protein 1 from {Mus musculus} SP:Q9WVK4 and {Homo sapiens} SP:Q9H4M9, receptor-mediated endocytosis 1 from (Caenorhabditis elegans) GI:13487775, GI:13487777, GI:13487779; contains INT"	signalling.calcium	30_3

CUST_14398_PI403524517	2	0.04913664	-1.2564635	-0.22103691	-0.0461545	0.07002926	0.046154976	35_4137	"Cluster: Putative alkaline alpha-galactosidase seed imbibition protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative alkaline"	UniRef90_Q8W2G5	"CHR1V7|COORD:20839173..20842373| ATSIP1 (ARABIDOPSIS THALIANA SEED IMBIBITION 1); hydrolase, hydrolyzing O-glycosyl compounds"	AT1G55740.1	CHR08V5|COORD:24342303..24346675|protein stachyose synthase precursor, putative, expressed	LOC_Os08g38710.1	" no descriptionhighly similar to ( 790)AT1G55740| Symbols: ATSIP1 | ATSIP1 (ARABIDOPSIS THALIANA SEED IMBIBITION 1); hydrolase, hydrolyzing O-glycosyl compounds | chr1:20839173-20842373 REVERSEmoderately similar to ( 332)STSYN_PEAStachyose synthase precursor - Pisum sativum (Garden pea)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Raffinose_syn PRK12323 PRK12678 "	minor CHO metabolism.raffinose family.raffinose synthases.putative	3_1_2_2

CUST_83366_PI403524517	2	-0.42074347	-0.055768013	0.05576706	0.19757938	0.26657295	-0.5818224	35_23904	"Cluster: Putative amino acid transporter; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative amino acid transporter - Oryza sativa (japonica cultivar-gro"	UniRef90_Q84TX7	"CHR3V7|COORD:3758529..3760109| ANT1 (AROMATIC AND NEUTRAL TRANSPORTER 1); amino acid permease/ amino acid transporter"	AT3G11900.1	CHR03V5|COORD:34210250..34212001|protein ANT1, putative, expressed	LOC_Os03g60260.1	"no descriptionvery weakly similar to (80.1)AT3G11900| Symbols: ANT1 | ANT1 (AROMATIC AND NEUTRAL TRANSPORTER 1); amino acid permease/ amino acid transporter | chr3:3758529-3760109 FORWARDnot assigned not assigned Aa_trans"	transport.amino acids	34_3

CUST_56474_PI403524517	2	-0.030662537	0.008720398	-0.008720398	0.10718441	0.05485916	-0.090289116	35_16075	"Cluster: Putative embryogenesis-associated protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative embryogenesis-associated protein - Oryza sativa"	UniRef90_Q6I5U7	CHR5V7|COORD:20337097..20340778| embryogenesis-associated protein-related	AT5G49950.1	CHR05V5|COORD:21131245..21124720|protein embryogenesis-associated protein EMB8, putative, expressed	LOC_Os05g35730.1	no descriptionvery weakly similar to (54.3)AT5G49950| Symbols:  | embryogenesis-associated protein-related | chr5:20337097-20340778 REVERSE	development.unspecified	33_99

CUST_48351_PI403524517	2	-0.010961533	-0.1764946	0.05611229	0.010961533	-0.05160141	0.010961533	35_13818	"Cluster: Hypothetical protein OSJNBb0072E24.9; n=2; Oryza sativa|Rep: Hypothetical protein OSJNBb0072E24.9 - Oryza sativa (Rice)"	UniRef90_Q9AUL2	"CHR5V7|COORD:25766148..25767408| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G09570.1); similar to Os03g0685500 [Oryza sativa (japonica"	AT5G64400.1	CHR03V5|COORD:27295884..27292459|protein p8MTCP1, putative, expressed	LOC_Os03g48080.1	"no descriptionweakly similar to ( 112)AT5G64400| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G09570.1); similar to unknown [Hyacinthus orientalis] (GB:AAS21010.1) | chr5:25766148-25767173 FORWARDnot assigned CHCH"	not assigned.unknown	35_2

CUST_4176_PI404877155	2	0.021835327	-0.061392784	-0.018913269	0.018912315	-0.1189518	0.13742542	Contig15013_at	0	BAD09931.1	glucosamine/galactosamine- 6-phosphate isomerase family protein	At5g24400.1	protein Glucosamine-6-phosphate isomerase/6-phosphogluconolactonase, putative	Os08g43370	putative 6-phosphogluconolactonase	OPP.oxidative PP.6-phosphogluconolactonase	7_1_02

CUST_108051_PI403524517	2	0.003139019	-0.003139019	0.12932825	0.41342115	-0.31179285	-0.5013652	35_30742	"Cluster: Putative interferon-related protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative interferon-related protein - Oryza sativa (japonica"	UniRef90_Q6ZIP6	CHR1V7|COORD:9669107..9671309| interferon-related developmental regulator family protein / IFRD protein family	AT1G27760.2	CHR07V5|COORD:23924198..23929528|protein interferon-related developmental regulator family protein, expressed	LOC_Os07g39900.1	no description	not assigned.unknown	35_2

CUST_77775_PI403524517	2	0.21249294	0.25022507	0.03103733	-0.12565517	-0.4647293	-0.031036377	35_22296	"Cluster: Putative kinesin-related protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative kinesin-related protein - Oryza sativa (japonica cultivar-g"	UniRef90_Q8H7Q9	CHR5V7|COORD:16745702..16749619| CIP1 (COP1-INTERACTIVE PROTEIN 1)	AT5G41790.1	CHR03V5|COORD:418686..425933|protein expressed protein	LOC_Os03g01710.1	"no descriptionvery weakly similar to (85.5)AT1G67230| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G68790.1); similar to nuclear matrix constituent protein-related [Arabidopsis thaliana] (TAIR:AT1G13220.2); similar to nuclear matrix constituent protein 1 (NMCP1) [Daucus carota] (GB:BAA20407.1); contains InterPro domain Spectrin repeat; (InterPro:IPR002017); contains InterPro domain tRNA-binding arm; (InterPro:IPR010978) | chr1:25155224-25159695 REVERSEvery weakly similar to (62.4)MFP1_TOBACMAR-binding filament-like protein 1-1 - Nicotiana tabacum (Common tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Smc Myosin_tail_1 SbcC PRK02224 PRK03918 SCP-1 MAD HEC1 HOOK DUF869 MukB PRK04778 COG5022 mukB TPR_MLP1_2 CALCOCO1 PRK11281 PRK01156 Filament COG4372 COG1340 COG4942 COG4487 EzrA NIP100 COG4717 DUF827 EzrA COG1579 PRK12704"	not assigned.unknown	35_2

CUST_45587_PI403524517	2	-0.031171322	0.4767828	-0.04662752	0.3240199	0.031170845	-0.27561092	35_13067	0	0	CHR5V7|COORD:12132212..12133237| zinc knuckle (CCHC-type) family protein	AT5G32482.1	0	0	no description	not assigned.unknown	35_2

CUST_112662_PI403524517	2	0.19243908	-0.20964384	-0.0303545	0.030354023	0.064847946	-0.57675457	35_31980	"Cluster: Uncharacterized plant-specific domain TIGR01568 family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Uncharacterized plant-speci"	UniRef90_Q2QXG2		0	CHR12V5|COORD:2911579..2910704|protein plant-specific domain TIGR01568 family protein, expressed	LOC_Os12g06160.1	no description	not assigned.unknown	35_2

CUST_115_PI403524517	2	-0.20729637	0.13243675	0.10240173	0.05655861	-0.056560516	-0.14949799	35_29	"Cluster: Hypothetical protein OJ1004_E04.38; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1004_E04.38 - Oryza sativa (japonica cultiv"	UniRef90_Q6KAJ1	CHR3V7|COORD:6559180..6562050| leucine-rich repeat family protein / extensin family protein	AT3G19020.1	CHR02V5|COORD:33947411..33949182|protein alginate regulatory protein AlgP, putative, expressed	LOC_Os02g55430.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07003 PRK05648 Tymo_45kd_70kd Atrophin-1 Extensin_2 PRK07764 PRK10819 DUF1421 PRK12678 PRK08853 APC_basic FimV PRK12372 CDC27 BASP1 DUF566 motB HPC2 PRK03427 TonB PRK08770	not assigned.unknown	35_2

CUST_11355_PI403524517	2	-0.084661484	-0.024208069	0.08836079	0.0068187714	-0.006819725	0.010011673	35_3217	"Cluster: Putative tetratricoredoxin; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative tetratricoredoxin - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ES52	"CHR3V7|COORD:6123540..6126119| ATTDX (TETRATICOPEPTIDE DOMAIN-CONTAINING THIOREDOXIN); thiol-disulfide exchange intermediate"	AT3G17880.1	CHR09V5|COORD:14052565..14049826|protein hsc70-interacting protein, putative, expressed	LOC_Os09g23650.1	no descriptionmoderately similar to ( 386)AT3G17880| Symbols: ATTDX | ATTDX (TETRATICOPEPTIDE DOMAIN-CONTAINING THIOREDOXIN) | chr3:6123540-6126119 FORWARDweakly similar to ( 102)TRXH_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TRX_family Thioredoxin TRX_PICOT TPR COG3118 TrxA PRK10996 PDI_a_family TlpA_like_ScsD_MtbDsbE Phd_like_TxnDC9 trxA PDI_a_ERp38	redox.thioredoxin	21_1

CUST_49465_PI403524517	2	0.15290642	-0.41371918	-0.07810116	0.15085316	0.07810116	-0.17732048	35_14108	"Cluster: Ferredoxin, chloroplast precursor; n=2; Triticeae|Rep: Ferredoxin, chloroplast precursor - Triticum aestivum (Wheat)"	UniRef90_P00228	"CHR1V7|COORD:3664445..3664891| ATFD1 (FERREDOXIN 1); electron carrier/ iron ion binding"	AT1G10960.1	CHR08V5|COORD:236287..235332|protein ferredoxin-1, chloroplast precursor, putative, expressed	LOC_Os08g01380.1	" no descriptionvery weakly similar to (51.2)AT1G10960| Symbols: ATFD1 | ATFD1 (FERREDOXIN 1); electron carrier/ iron ion binding | chr1:3664445-3664891 FORWARDvery weakly similar to (75.1)FER_WHEATFerredoxin, chloroplast precursor - Triticum aestivum (Wheat)petF fer2 "	PS.lightreaction.other electron carrier (ox/red).ferredoxin	1_1_5_2

CUST_110523_PI403524517	2	0.03635788	0.037891388	0.1409607	-0.15230274	-0.03635788	-0.25222683	35_31391	"Cluster: Os01g0680400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0680400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JKE2	CHR1V7|COORD:23241239..23242177| invertase/pectin methylesterase inhibitor family protein	AT1G62760.1	CHR01V5|COORD:28335874..28338709|protein transcription initiation factor TFIID subunit 11, putative, expressed	LOC_Os01g48810.1	no description	not assigned.unknown	35_2

CUST_142722_PI403524517	2	0.2750759	0.4786539	-0.0048527718	0.004852295	-0.07311916	-0.056661606	35_39998	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_2388_PI404877155	2	0.06670189	0.43416214	-0.063474655	-0.051232338	-0.15514565	0.051232338	Contig12771_at	transducin family protein / WD-40 repeat family protein [Arabidopsis thaliana] gb|AAK64141.1| unknown protein [Arabidopsis thaliana]	NP_568242.1	transducin family protein / WD-40 repeat family protein	At5g10940.1	protein hypothetical protein	Os03g08830	gi|11358295|pir||T50803 hypothetical protein T30N20_210	RNA.regulation of transcription.putative DNA-binding protein	27_3_67

CUST_104258_PI403524517	2	0.18236923	0.34256172	0.051034927	-0.054151535	-0.13027668	-0.051033974	35_29712	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_91532_PI403524517	2	-0.09807062	0.14995098	0.28399992	-0.2918601	0.09807062	-0.70268345	35_26170	"Cluster: Hypothetical protein P0408F06.22; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0408F06.22 - Oryza sativa (japonica cultivar-g"	UniRef90_Q9LG94	"CHR1V7|COORD:27771610..27774047| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G20260.1); similar to conserved hypothetical protein [Medicago"	AT1G73850.1	CHR01V5|COORD:1641039..1638036|protein expressed protein	LOC_Os01g03870.1	"no descriptionweakly similar to ( 164)AT1G73850| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G20260.1); similar to conserved hypothetical protein [Medicago truncatula] (GB:ABD32213.1); similar to Os08g0519600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001062260.1); similar to Os01g0129500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001041917.1); contains InterPro domain Protein of unknown function DUF1666; (InterPro:IPR012870) | chr1:27771610-27774047 FORWARDDUF1666"	not assigned.unknown	35_2

CUST_168366_PI403524517	2	0.123410225	0.1905489	-0.02727604	-0.21445942	-0.66839886	0.027276993	35_46885	"Cluster: Hypothetical protein P0495H05.38; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0495H05.38 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6ZE11		0	CHR07V5|COORD:1995046..2004299|protein GYF domain containing protein, expressed	LOC_Os07g04530.1	no description	not assigned.unknown	35_2

CUST_19410_PI404877155	2	0.021759987	0.19116974	0.07251358	-0.07891178	-0.1395731	-0.021759987	rbags16h12_s_at	Putative Squalene monooxygenase [Oryza sativa (japonica cultivar-group)]	AAO00687.1	squalene monooxygenase, putative / squalene epoxidase, putative	At1g58440.1	protein Monooxygenase, putative	Os03g12910	squalene monooxygenase, putative / squalene epoxidase, putative, similar to SP:O65404 (SE 1,1), SP:O65402 (SE 1,2), SP:O65403 (SE 2)	lipid metabolism.'exotics' (steroids, squalene etc)	11_8

CUST_23030_PI403524517	2	0.09537411	-0.5176506	-0.20326996	0.16371155	-0.042469025	0.04246807	35_6694	"Cluster: Os09g0556200 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0556200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IZQ4	CHR4V7|COORD:15504668..15507103| octicosapeptide/Phox/Bem1p (PB1) domain-containing protein / tetratricopeptide repeat (TPR)-containing	AT4G32070.1	CHR09V5|COORD:22098235..22100696|protein cytoskeletal protein, putative, expressed	LOC_Os09g38390.1	no descriptionweakly similar to ( 195)AT4G32070| Symbols:  | octicosapeptide/Phox/Bem1p (PB1) domain-containing protein / tetratricopeptide repeat (TPR)-containing protein | chr4:15504668-15507103 REVERSEnot assigned	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_6876_PI403524517	2	0.24777699	0.0699234	-0.07858658	-0.08461189	-0.0699234	0.1430521	35_1907	"Cluster: Chloroplast inner envelope protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Chloroplast inner envelope protein, putative,"	UniRef90_Q7XD45	CHR1V7|COORD:2130302..2135562| ATTIC110/TIC110 (TRANSLOCON AT THE INNER ENVELOPE MEMBRANE OF CHLOROPLASTS 110)	AT1G06950.1	CHR10V5|COORD:18349394..18340372|protein ATTIC110/TIC110, putative, expressed	LOC_Os10g35010.1	 no descriptionhighly similar to ( 589)AT1G06950| Symbols: ATTIC110, TIC110 | ATTIC110/TIC110 (TRANSLOCON AT THE INNER ENVELOPE MEMBRANE OF CHLOROPLASTS 110) | chr1:2130302-2135562 REVERSE	protein.targeting.chloroplast	29_3_3

CUST_488_PI403524517	2	0.047384262	0.034410477	-0.014967918	-0.1267643	0.014967918	-0.059702873	35_127	"Cluster: Putative casein kinase 1, delta isoform 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative casein kinase 1, delta isoform 1 - Oryza sativa (j"	UniRef90_Q6ZA47	CHR5V7|COORD:6010217..6013726| protein kinase family protein	AT5G18190.1	CHR03V5|COORD:32938457..32945832|protein ATP binding protein, putative, expressed	LOC_Os03g57940.3	no descriptionnearly identical (1045)AT5G18190| Symbols:  | protein kinase family protein | chr5:6010217-6013726 REVERSEvery weakly similar to (50.4)CDPK3_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pkinase S_TKc S_TKc SPS1	protein.postranslational modification	29_4

CUST_49182_PI403524517	2	-0.030153275	-0.15585709	0.033172607	0.08464813	-0.06798363	0.030151367	35_14035	"Cluster: PREDICTED: similar to H3 histone, family 2 isoform 2; n=4; Eutheria|Rep: PREDICTED: similar to H3 histone, family 2 isoform 2 - Canis"	UniRef90_UPI00004A5DE9	CHR5V7|COORD:3270479..3270889| histone H3	AT5G10400.1	CHR11V5|COORD:2622185..2621575|protein histone H3, putative, expressed	LOC_Os11g05730.1	no descriptionmoderately similar to ( 244)AT5G65360| Symbols:  | histone H3 | chr5:26137325-26137735 REVERSEmoderately similar to ( 244)H32_WHEATHistone H3.2 - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned H3 HHT1 Histone PRK12323 PRK07003 Atrophin-1 PRK07764 PRK05648 Tymo_45kd_70kd HPC2 Herpes_BLLF1 DUF566 DUF1421 AF-4	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_7939_PI404877155	2	-0.012239456	0.4143257	0.01224041	-0.020516396	-0.1245203	0.097270966	Contig23377_s_at	BRI1-KD interacting protein 109 [Oryza sativa (japonica cultivar-group)]	BAD11337.1	SNF7 family protein	At2g06530.1	protein SNF7 family, putative	Os11g47710	NF-X1  T01688: required for normal development of the CNS	RNA.regulation of transcription.SNF7	27_3_71

CUST_27190_PI403524517	2	-0.009411335	0.22968769	0.009411335	-0.13481188	0.14898586	-0.10330868	35_7875	"Cluster: Putative integral membrane protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative integral membrane protein - Oryza sativa (japonica"	UniRef90_Q6ZCE6	CHR5V7|COORD:6749909..6750934| integral membrane family protein	AT5G19980.1	CHR08V5|COORD:6059051..6056430|protein expressed protein	LOC_Os08g10350.1	 no descriptionmoderately similar to ( 310)AT5G19980| Symbols:  | integral membrane family protein | chr5:6749909-6750934 REVERSEvery weakly similar to (52.8)TPT_MAIZETriose phosphate/phosphate translocator, chloroplast precursor - Zea mays (Maize)not assigned not assigned not assigned VRG4 	not assigned.no ontology	35_1

CUST_17214_PI399408534	2	0.42773056	-0.013897419	-0.046236992	0.013897419	-0.13350868	0.3301983	35_18169	Rep: HvEMF2a protein - Hordeum vulgare (Barley)	UniRef90_Q4W8R4	"CHR5V7|COORD:20841379..20846570| EMF2 (EMBRYONIC FLOWER 2); transcription factor"	AT5G51230.1	CHR09V5|COORD:7937161..7924572|protein polycomb protein EMBRYONIC FLOWER 2, putative, expressed	LOC_Os09g13630.1	" no descriptionmoderately similar to ( 352)AT5G51230| Symbols: VEF2, CYR1, EMF2 | EMF2 (EMBRYONIC FLOWER 2); transcription factor | chr5:20841379-20846570 FORWARDnot assigned "	RNA.regulation of transcription.Polycomb Group (PcG)	27_3_65

CUST_662_PI404877155	2	-0.07084894	0.26622057	0.07084894	-0.48286724	1.0152941	-0.45970154	Contig10617_at	similar to latex allergen from Hevea brasiliensis [Arabidopsis thaliana]	AAM63157.1	patatin, putative	At2g26560.1	protein similar to latex allergen from Hevea brasiliensis	Os09g28770	patatin-like protein 1	development.storage proteins	33_1

CUST_18262_PI404877155	2	0.24863815	0.757679	-0.4468708	-0.19342518	-0.1315136	0.13151455	HVSMEf0021A05r2_at	putative helix-loop-helix DNA-binding protein [Oryza sativa (japonica cultivar-group)]	NP_921142.1	basic helix-loop-helix (bHLH) family protein (bHLH096)	At1g72210.1	protein Helix-loop-helix DNA-binding domain, putative	Os03g08930	"basic helix-loop-helix (bHLH) family protein (bHLH096), identical to basic-helix-loop-helix transcription factor (Arabidopsis thaliana) GI:20520637; contains Pfam profile: PF00010 helix-loop-helix DNA-binding domain; PMID: 12679534"	RNA.regulation of transcription.bHLH,Basic Helix-Loop-Helix family	27_3_06

CUST_5224_PI403524517	2	-0.009206772	0.06402683	0.09044838	-0.005054474	0.0050554276	-0.08690643	35_1441	"Cluster: Putative NADPH-dependent retinol dehydrogenase/reductase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative NADPH-dependent retinol dehydrogena"	UniRef90_Q6K447	CHR4V7|COORD:2816459..2818071| short-chain dehydrogenase/reductase (SDR) family protein	AT4G05530.1	CHR09V5|COORD:2516277..2511441|protein dehydrogenase/reductase SDR family member 2, putative, expressed	LOC_Os09g04730.2	no descriptionvery weakly similar to (83.2)AT4G05530| Symbols:  | short-chain dehydrogenase/reductase (SDR) family protein | chr4:2816459-2818071 FORWARDnot assigned not assigned not assigned fabG fabG fabG fabG fabG PRK07035 PRK12826 PRK08213 PRK12824 PRK12829 FabG PRK09135 PRK12939 PRK07479 PRK07814 PRK09242 PRK12936 PRK12827 fabG PRK05875 fabG PRK06138 PRK07533 PRK07890 PRK06484 benD PRK06124 PRK08589 fabG PRK08416 PRK07063 PRK12746 PRK07576 PRK07774 PRK12747 PRK07856 PRK06935 PRK07478 PRK07677 PRK05717 PRK06113 PRK06398 FabI PRK06523 PRK08993 PRK06500 PRK08226 PRK12481 fabG PRK08277 PRK06172 PRK06200 PRK06057 PRK06114 PRK08594 PRK07523 PRK06346 PRK12828 PRK07060 PRK08265	misc.short chain dehydrogenase/reductase (SDR)	26_22

CUST_60888_PI403524517	2	0.25723982	0.077888966	-0.29815245	-0.07788944	-0.601645	0.47415257	35_17364	"Cluster: Putative ER lumen protein retaining receptor; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ER lumen protein retaining receptor - Oryza sat"	UniRef90_Q65XC2	"CHR1V7|COORD:10258566..10260892| ERD2 (ER lumen protein retaining receptor 2); receptor"	AT1G29330.1	CHR05V5|COORD:26208726..26205644|protein ER lumen protein retaining receptor, putative, expressed	LOC_Os05g45310.1	 no descriptionvery weakly similar to (78.6)AT3G25040| Symbols:  | ER lumen protein retaining receptor, putative / HDEL receptor, putative | chr3:9124486-9126058 FORWARDvery weakly similar to (82.0)ERD2_PETHYER lumen protein retaining receptor - Petunia hybrida (Petunia)not assigned ER_lumen_recept 	protein.targeting.secretory pathway.ER	29_3_4_1

CUST_9714_PI403524517	2	0.18503857	-0.44572687	-0.124669075	0.17985868	0.055009365	-0.055009365	35_2739	"Cluster: Putative Omega-6 fatty acid desaturase, chloroplast; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative Omega-6 fatty acid desaturase, chloropla"	UniRef90_Q6Z9G4	"CHR4V7|COORD:15057284..15059679| FAD6 (FATTY ACID DESATURASE 6); omega-6 fatty acid desaturase"	AT4G30950.1	CHR08V5|COORD:21320859..21318120|protein omega-6 fatty acid desaturase, chloroplast precursor, putative, expressed	LOC_Os08g34220.1	" no descriptionvery weakly similar to (62.4)AT4G30950| Symbols: FADC, SFD4, FAD6 | FAD6 (FATTY ACID DESATURASE 6); omega-6 fatty acid desaturase | chr4:15057284-15059679 REVERSEvery weakly similar to (62.4)FAD6C_BRANAOmega-6 fatty acid desaturase, chloroplast precursor - Brassica napus (Rape)"	lipid metabolism.FA desaturation.omega 6 desaturase	11_2_4

CUST_108648_PI403524517	2	0.0	-0.73648167	-0.2504673	0.11215925	0.126822	0.0	35_30899	Rep: Hypothetical protein - Coccidioides immitis RS	UniRef90_Q1EBE7	"CHR2V7|COORD:16735456..16738238| similar to proline-rich family protein [Arabidopsis thaliana] (TAIR:AT3G09000.1); similar to Os01g0141900 [Oryza"	AT2G40070.1	CHR07V5|COORD:120554..126329|protein potassium transporter 16, putative, expressed	LOC_Os07g01214.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_109701_PI403524517	2	0.2833948	-0.6060705	-0.043322086	0.20072842	0.043322086	-0.061841488	35_31174	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_210_PI404877155	2	-0.28659916	-0.52454185	0.22178173	0.102742195	0.14678097	-0.102742195	Contig101_at	putative fructokinase I [Oryza sativa (japonica cultivar-group)] gb|AAL26574.1| putative fructokinase I [Oryza sativa] dbj|BAB90210.1| putat	NP_915138.1	pfkB-type carbohydrate kinase family protein	At2g31390.1	protein kinase, pfkB family	Os01g66940	pfkB-type carbohydrate kinase family protein, contains Pfam profile: PF00294 pfkB family carbohydrate kinase	major CHO metabolism.degradation.sucrose.fructokinase	2_2_1_01

CUST_113884_PI403524517	2	0.5178509	-0.17207527	0.05726099	0.07986641	-0.057261467	-0.12029028	35_32320	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_13114_PI404877155	2	0.10870552	-0.21429253	0.04411316	-0.08547115	0.22284889	-0.04411316	Contig6829_at	hypothetical protein [Sorghum bicolor]	AAD27569.1	3-phosphoserine phosphatase (PSP)	At1g18640.1	protein phosphoserine phosphatase SerB, putative	Os11g41160	NONE	amino acid metabolism.synthesis.serine-glycine-cysteine group.serine	13_1_5_1

CUST_18881_PI403524517	2	0.122665405	-0.26848698	-0.011862755	-0.07108307	0.011862755	0.051856995	35_5470	"Cluster: Transposon protein, putative, unclassified; n=2; Oryza sativa (japonica cultivar-group)|Rep: Transposon protein, putative, unclassified - Oryza sativa"	UniRef90_Q53LZ3	"CHR5V7|COORD:19576527..19578379| similar to Os11g0266000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001067664.1); similar to unnamed protein product"	AT5G48240.1	CHR11V5|COORD:9096372..9091776|protein expressed protein	LOC_Os11g16480.2	"no descriptionvery weakly similar to (50.1)AT5G48240| Symbols:  | similar to Os11g0266000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001067664.1); similar to unnamed protein product [Ostreococcus tauri] (GB:CAL58467.1); contains InterPro domain Protein of unknown function DUF1665; (InterPro:IPR012459) | chr5:19576527-19578379 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12678 PRK07003 APC_basic"	not assigned.unknown	35_2

CUST_6639_PI404877155	2	-0.81587696	0.0072317123	0.04710579	0.41671562	-0.4552431	-0.007232666	Contig19683_at	OSJNBa0058K23.11 [Oryza sativa (japonica cultivar-group)] ref|XP_473913.1| OSJNBa0058K23.11 [Oryza sativa (japonica cultivar-group)]	CAD41745.2	protein kinase family protein	At1g16670.1	protein Protein kinase domain, putative	Os04g52840	"protein kinase family protein, contains protein kinase domain, Pfam:PF00069; similar to receptor-like serine/threonine kinase GI:2465923 from (Arabidopsis thaliana)"	signalling.receptor kinases.leucine rich repeat VIII-2	30_2_8_2

CUST_60752_PI403524517	2	-0.111515045	0.36323452	0.08607578	-0.04322052	-0.053803444	0.043219566	35_17327	"Cluster: Os07g0419800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0419800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D6Y1	"CHR3|COORD:9032404..9033790| expressed protein, similar to expressed protein [Arabidopsis thaliana] (TAIR:At3g25910.1); similar to unknown protein [Oryza"	AT3G24740.2	CHR07V5|COORD:13438505..13434985|protein expressed protein	LOC_Os07g23790.4	"no descriptionweakly similar to ( 122)AT3G24740| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G25910.1); similar to Pm27 [Prunus mume] (GB:BAE48661.1); similar to OSIGBa0131J24.4 [Oryza sativa (indica cultivar-group)] (GB:CAH65926.1); similar to OSJNBa0027H09.16 [Oryza sativa (japonica cultivar-group)] (GB:CAE03816.2); contains InterPro domain Protein of unknown function DUF1644; (InterPro:IPR012866) | chr3:9032404-9033468 FORWARDDUF1644"	not assigned.unknown	35_2

CUST_19716_PI403524517	2	-0.04296875	0.47725487	0.04296875	-0.12558746	-0.10005474	0.10977268	35_5712	"Cluster: Phosphatase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Phosphatase-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q67V39	CHR4V7|COORD:2030389..2031668| PUX4 (LANT UBX DOMAIN-CONTAINING PROTEIN 4)	AT4G04210.1	CHR06V5|COORD:25740550..25736419|protein UBA and UBX domain-containing protein, putative, expressed	LOC_Os06g42810.1	no descriptionmoderately similar to ( 265)AT4G04210| Symbols: PUX4 | PUX4 (LANT UBX DOMAIN-CONTAINING PROTEIN 4) | chr4:2030389-2031668 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned SEP SEP p47_UBX UBX UBX UBX	protein.degradation	29_5

CUST_22_PI399945755	2	0.04981804	0.09430885	0.041724205	-0.09892273	-0.04172516	-0.25947	HF21f18_konsensus_3'									

CUST_65938_PI403524517	2	0.08370972	0.2463789	-0.038752556	-0.0032787323	-0.1204834	0.0032787323	35_18835	"Cluster: OSJNBa0081C01.18 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0081C01.18 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XNZ0	CHR2V7|COORD:10290820..10292014| short-chain dehydrogenase/reductase (SDR) family protein	AT2G24190.1	CHR04V5|COORD:26361165..26363859|protein short-chain dehydrogenase/reductase SDR, putative, expressed	LOC_Os04g44920.1	no descriptionmoderately similar to ( 271)AT2G24190| Symbols:  | short-chain dehydrogenase/reductase (SDR) family protein | chr2:10290820-10292014 REVERSEvery weakly similar to (72.0)SDR1_PICABShort-chain type dehydrogenase/reductase - Picea abies (Norway spruce) (Picea excelsa)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned fabG FabG fabG fabG PRK12826 PRK12939 PRK12429 DltE COG4221 PRK06179 adh_short PRK12829 PRK07774 PRK06181 PRK06197 PRK07109 PRK08264 PRK07201 PRK08213 PRK07063 fabG PRK06484 PRK06953 PRK12745 PRK07062 PRK07814 PRK12937 fabG PRK06057 PRK07326 PRK08945 fabG PRK06124 PRK05866 PRK12824 PRK06196 PRK06500 PRK07478 PRK06841 fabG fabG fabG PRK06172 PRK06523 PRK06914 PRK07479 PRK07825 PRK06182 PRK05650 PRK08267 PRK12827 PRK07806 PRK08324 PRK06138 PRK05854 PRK06180 PRK12828 PRK09135 PRK08263 DltE PRK05872 PRK07069 PRK09072 PRK07856 PRK05855 fabG PRK08277 PRK09242 PRK07067 PRK06949 PRK08589 PRK12428 PRK07454 PRK06194 PRK08220 PRK12743 PRK07890 PRK12935 PRK06935 PRK12938 PRK06346 PRK07097 PRK07832 PRK06139 PRK06198 PRK08063 PRK06125 PRK06123 PRK08265 PRK08226 PRK07523 PRK08936 PRK06398 PRK08643 PRK07677 fabG fabG benD KR PRK07074 PRK06947 PRK12748 PRK07791 PRK09134 PRK09186 PRK08278 PRK07035 PRK08628 PRK06483 PRK06171 PRK06113 PRK06122 PRK07775 PRK12746 PRK07024 PRK05717 fabG PRK07023 PRK07453 PRK05875 PRK05867 PRK12744 fabG PRK06200 PRK08251 PRK05693 PRK08303 PRK12384 PRK08177 PRK07831 PRK05876 PRK08219 PRK06720 PRK07577 PRK06482 PRK10538 fabG PRK07576 PRK09009	misc.short chain dehydrogenase/reductase (SDR)	26_22

CUST_12455_PI403524517	2	0.46709156	-0.8138943	-0.08913803	-0.06613064	0.3225565	0.06613159	35_3550	"Cluster: Os07g0561500 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0561500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D5H3	CHR3V7|COORD:1031793..1033088| short-chain dehydrogenase/reductase (SDR) family protein	AT3G03980.1	CHR07V5|COORD:22414449..22415518|protein versicolorin reductase, putative, expressed	LOC_Os07g37420.1	no descriptionmoderately similar to ( 233)AT3G03980| Symbols:  | short-chain dehydrogenase/reductase (SDR) family protein | chr3:1031793-1033088 FORWARDmoderately similar to ( 221)SDR1_PICABShort-chain type dehydrogenase/reductase - Picea abies (Norway spruce) (Picea excelsa)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12937 PRK12939 fabG fabG fabG FabG PRK12826 PRK12829 PRK12827 PRK06947 PRK07479 PRK06138 PRK06124 PRK06841 PRK12744 PRK08063 fabG PRK06123 PRK06484 PRK07060 PRK07774 PRK08324 PRK06113 PRK07067 PRK12828 PRK12429 fabG PRK07478 PRK06172 PRK12743 PRK09134 PRK09135 fabG fabG PRK08265 fabG PRK12747 PRK08213 PRK12936 PRK08220 PRK12748 PRK07035 fabG PRK05872 PRK06346 PRK05875 PRK07063 PRK12745 fabG PRK12935 PRK06114 PRK06057 PRK07890 PRK12746 PRK07791 PRK06198 PRK07814 PRK07523 PRK08936 fabG PRK08643 fabG DltE PRK07856 PRK06500 PRK12824 PRK07326 PRK05855 PRK08993 PRK06949 PRK07577 fabG PRK12481 PRK08264 COG4221 PRK09730 fabG PRK06935 PRK07825 PRK07069 PRK06523 PRK09242 PRK06181 PRK07097 adh_short PRK07074 PRK07831 PRK08589 PRK08416 PRK08945 PRK08277 PRK06128 PRK09072 fabG PRK06398 PRK07576 PRK05867 PRK06171 PRK07985 PRK06200 PRK06122 PRK07677 PRK07062 PRK08226 benD PRK05717 PRK07041 PRK08085 PRK07109 PRK07633 PRK12384 PRK08278 PRK12742 PRK07775 PRK12428 PRK07454 PRK06180 PRK07806 PRK12938 PRK06194 PRK08628 fabG PRK07201 PRK06701 PRK07533 FabI PRK12859 fabG PRK07024 PRK08219 PRK06179 PRK07023 PRK08303 PRK08339 PRK06196 PRK05650 PRK06125 PRK09186 PRK08263 PRK06482 PRK06483 PRK05866 PRK05854 PRK07370 PRK08267 PRK06940 KR PRK06182 PRK09291 PRK12678 PRK07832 PRK06197 PRK08159 PRK06953 PRK07984 PRK08177 PRK08251 PRK08594 PRK12323 PRK05876 DltE PRK06101 PRK06505 PRK08862 PRK06079 PRK06603 PRK07764 TT_ORF1 PRK06914 PRK10538 PRK07102 PRK05693 PRK08690 PRK06139 PRK07003 PRK05884 Tymo_45kd_70kd PRK06924 DUF1777 DUF390 PRK08017	misc.short chain dehydrogenase/reductase (SDR)	26_22

CUST_83930_PI403524517	2	0.120378494	0.17786503	-0.070866585	-0.011178017	-0.21840286	0.011178017	35_24057	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_31184_PI403524517	2	0.0815115	0.60530376	0.068090916	-0.06809139	-0.28517342	-0.37532377	35_9000	"Cluster: Os02g0711200 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0711200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DY73	CHR1V7|COORD:9020496..9022606| ATP binding	AT1G26090.1	CHR02V5|COORD:29459791..29462204|protein anion-transporting ATPase, putative, expressed	LOC_Os02g48130.1	no descriptionvery weakly similar to (87.0)AT1G26090| Symbols:  | ATP binding | chr1:9020496-9022606 FORWARDArsA	not assigned.unknown	35_2

CUST_13745_PI404877155	2	0.11241245	-0.37027073	-0.13176727	0.2887106	0.07952404	-0.079524994	Contig7490_at	DNAJ heat shock family protein [Arabidopsis thaliana] pir||G84590 probable heat shock protein [imported] - Arabidopsis thaliana	NP_179646.1	DNAJ heat shock family protein	At2g20560.1	protein heat shock protein homolog F20O9.160 - Arabidopsis thaliana	Os05g48810	heat shock protein	stress.abiotic.heat	20_2_1

CUST_43865_PI403524517	2	-0.010828018	0.08217192	0.010827541	-0.03444004	-0.36940002	0.045143604	35_12590	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_44789_PI403524517	2	0.09193134	-0.22748756	0.03753662	-0.11915398	0.26119995	-0.03753662	35_12843	"Cluster: Putative proton-dependent oligopeptide transporter; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative proton-dependent oligopeptide transporter"	UniRef90_Q6AU97	CHR1V7|COORD:25750474..25753773| proton-dependent oligopeptide transport (POT) family protein	AT1G68570.1	CHR05V5|COORD:19967651..19962043|protein peptide transporter PTR2, putative, expressed	LOC_Os05g33960.1	no descriptionmoderately similar to ( 239)AT1G68570| Symbols:  | proton-dependent oligopeptide transport (POT) family protein | chr1:25750474-25753773 FORWARDnot assigned not assigned not assigned not assigned not assigned PTR2 PRK12323 PTR2	transport.peptides and oligopeptides	34_13

CUST_105177_PI403524517	2	0.023698807	-0.40416527	0.02080059	-0.018603325	0.018604279	-0.061332703	35_29959	Rep: Hypothetical protein - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_A0MFP9	CHR5V7|COORD:23116185..23116594| unknown protein	AT5G57080.1	CHR09V5|COORD:3826027..3825022|protein expressed protein	LOC_Os09g07614.1	no descriptionvery weakly similar to (71.2)AT5G57080| Symbols:  | unknown protein | chr5:23116185-23116594 FORWARD	not assigned.unknown	35_2

CUST_63825_PI403524517	2	0.015835762	0.59312725	0.02720356	-0.21228218	-0.015835762	-0.1286583	35_18227	"Cluster: UBX domain, putative; n=3; Oryza sativa (japonica cultivar-group)|Rep: UBX domain, putative - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53MH7	CHR2|COORD:17967791..17970804| UBX domain-containing protein, contains Pfam profile PF00789: UBX domain	AT2G43210.2	CHR11V5|COORD:10725406..10716164|protein UBX domain containing protein, expressed	LOC_Os11g18880.1	no descriptionweakly similar to ( 123)AT2G43210| Symbols:  | UBX domain-containing protein | chr2:17968019-17970637 FORWARDnot assigned UAS	protein.degradation	29_5

CUST_38266_PI403524517	2	-0.3452387	0.49912834	0.06837177	-0.05630207	-0.13568878	0.05630207	35_11013	"Cluster: Hypothetical protein OSJNBb0012J10.12; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0012J10.12 - Oryza sativa (japonica"	UniRef90_Q6H3Z1	CHR5V7|COORD:19135910..19137755| protein kinase, putative	AT5G47070.1	CHR02V5|COORD:26207138..26203100|protein protein kinase APK1B, chloroplast precursor, putative, expressed	LOC_Os02g43430.1	 no descriptionweakly similar to ( 134)AT5G47070| Symbols:  | protein kinase, putative | chr5:19135910-19137755 REVERSEvery weakly similar to (76.6)NORK_PEANodulation receptor kinase precursor - Pisum sativum (Garden pea)not assigned not assigned not assigned Pkinase_Tyr PTKc TyrKc PTKc_InsR_like S_TKc S_TKc 	protein.postranslational modification.kinase.receptor like cytoplasmatic kinase VII	29_4_1_57

CUST_16479_PI404877155	2	-0.0018100739	0.3519678	0.04382801	-0.079735756	-0.01329422	0.0018100739	HA18O08r_s_at	ornithine aminotransferase, putative / ornithine--oxo-acid aminotransferase, putative [Arabidopsis thaliana] dbj|BAB08263.1| ornithine amino	NP_199430.1	ornithine aminotransferase, putative / ornithine--oxo-acid aminotransferase, putative	At5g46180.1	protein ornithine--oxo-acid aminotransferase, putative	Os03g44150	ornithine aminotransferase	PS.calvin cyle.aldolase	1_03_06

CUST_69596_PI403524517	2	0.008644104	-0.15749359	-0.008644104	0.072239876	0.16760826	-0.020554543	35_19913	"Cluster: Acidic 82 kDa protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Acidic 82 kDa protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6YWQ2	CHR5|COORD:11397357..11398792| expressed protein	AT5G30495.1	CHR02V5|COORD:30428217..30426278|protein expressed protein	LOC_Os02g49780.1	"no descriptionweakly similar to ( 187)AT5G30495| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G54770.1); similar to PREDICTED: similar to estrogen receptor binding protein [Apis mellifera] (GB:XP_395755.2); similar to Os02g0730500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001048014.1) | chr5:11397420-11398621 FORWARDnot assigned Fcf2"	not assigned.unknown	35_2

CUST_59373_PI403524517	2	-0.27475452	-0.2698946	0.4624567	-0.031150818	0.30379868	0.031150818	35_16932	"Cluster: Os06g0186600 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0186600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DDZ8	"CHR2V7|COORD:10252001..10253795| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G30780.1); similar to hypothetical protein MtrDRAFT_AC126784g9v2"	AT2G24100.1	CHR06V5|COORD:4375384..4369967|protein expressed protein	LOC_Os06g08740.1	"no descriptionmoderately similar to ( 357)AT2G24100| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G30780.1); similar to hypothetical protein MtrDRAFT_AC126784g9v2 [Medicago truncatula] (GB:ABE94678.1) | chr2:10252001-10253795 FORWARD"	not assigned.unknown	35_2

CUST_14450_PI404877155	2	-0.002837181	0.037774086	-0.16522789	-0.14802265	0.002837181	0.13492298	Contig8292_at	calmodulin-binding family protein [Arabidopsis thaliana] gb|AAM20530.1| unknown protein [Arabidopsis thaliana]	NP_177607.2	calmodulin-binding family protein	At1g74690.1	protein IQ calmodulin-binding motif, putative	Os05g45930	gi|7208782|emb|CAB76913.1| hypothetical protein	signalling.calcium	30_3

CUST_161690_PI403524517	2	0.014439583	-0.044218063	-0.02129364	0.052794456	-0.014438629	0.015389442	35_45103	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_160134_PI403524517	2	-0.110201836	-0.6860304	0.09914541	0.05701828	0.09001875	-0.057018757	35_44687	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_157248_PI403524517	2	0.18696451	0.5622201	0.024190903	-0.06944513	-1.0997939	-0.024190903	35_43913	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_8285_PI403524517	2	-0.04986763	-0.06796265	0.049866676	0.15992546	-0.07706833	0.11132717	35_2313	"Cluster: Putative thiolase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative thiolase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q94LR9	"CHR2V7|COORD:14054891..14058060| PED1 (PEROXISOME DEFECTIVE 1); acetyl-CoA C-acyltransferase"	AT2G33150.1	CHR10V5|COORD:16445871..16450294|protein 3-ketoacyl-CoA thiolase 2, peroxisomal precursor, putative, expressed	LOC_Os10g31950.1	" no descriptionhighly similar to ( 566)AT2G33150| Symbols: PED1, KAT2 | PED1 (PEROXISOME DEFECTIVE 1); acetyl-CoA C-acyltransferase | chr2:14054891-14058060 REVERSEnot assigned not assigned not assigned not assigned not assigned thiolase PRK09052 PRK07661 PRK09051 PRK07108 PRK06845 fadA PaaJ PRK06205 PRK07025 PRK07491 PRK08234 PRK05790 PRK06445 PRK05656 PRK07800 PRK07124 PRK07851 PRK09050 PRK08242 PRK06689 PRK08235 Thiolase_N PRK08131 PRK07850 PRK08041 PRK06504 PRK06633 PRK07801 fadI PRK08170 PRK06690 PRK06025 PRK06954 PRK09268 PRK06366 Thiolase_C nondecarbox_cond_enzymes SCP-x_thiolase cond_enzymes PRK06363 PRK06064 PRK07516 PRK08256 PRK08371 PRK12578 PRK06364 FabB PRK06157 KAS_I_II "	lipid metabolism.lipid degradation.beta-oxidation.acyl-CoA thioesterase	11_9_4_5

CUST_124252_PI403524517	2	0.077563286	0.14088821	-0.06944609	-0.08747196	-0.03126192	0.031261444	35_35025	"Cluster: Hypothetical protein P0518C01.16; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0518C01.16 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5JME4	"CHR4V7|COORD:704578..705866| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G08720.1); similar to COG2867: Oligoketide cyclase/lipid transport prote"	AT4G01650.1	CHR01V5|COORD:43199534..43197372|protein cyclase/dehydrase, putative, expressed	LOC_Os01g74010.3	"no descriptionvery weakly similar to (68.9)AT4G01650| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G08720.1); similar to COG2867: Oligoketide cyclase/lipid transport protein [Nostoc punctiforme PCC 73102] (GB:ZP_00109164.1); similar to Os01g0971700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001045536.1); contains InterPro domain Streptomyces cyclase/dehydrase; (InterPro:IPR005031) | chr4:704578-706931 REVERSE"	not assigned.unknown	35_2

CUST_34538_PI403524517	2	0.03401661	-0.42831612	-0.034015656	0.12622643	0.06951904	-0.15941048	35_9960	Rep: Putative proline-rich protein - Oryza sativa (Rice)	UniRef90_Q9AUJ9	CHR5V7|COORD:7621571..7623370| GDSL-motif lipase, putative	AT5G22810.1	CHR03V5|COORD:27201111..27205741|protein anther-specific proline-rich protein APG precursor, putative, expressed	LOC_Os03g47940.1	no descriptionvery weakly similar to (79.7)AT5G03820| Symbols:  | GDSL-motif lipase/hydrolase family protein | chr5:1015802-1017250 REVERSESGNH_plant_lipase_like	misc.GDSL-motif lipase	26_28

CUST_61354_PI403524517	2	-0.67975044	0.19915581	-0.19915581	0.61013794	0.2656107	-0.4128704	35_17510	Rep: Leucine zipper protein - Oryza sativa (Rice)	UniRef90_P93427	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	CHR03V5|COORD:3845621..3846232|protein expressed protein	LOC_Os03g07590.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_90845_PI403524517	2	-0.0862546	0.7287307	-0.6206522	0.08625412	-0.13329172	4.5438423	35_25982	"Cluster: Hypothetical protein OSJNBa0090O10.10; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0090O10.10 - Oryza sativa (japonica"	UniRef90_Q8GZX3	CHR4V7|COORD:12520020..12520772| similar to Hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:AAO17020.1)	AT4G24110.1	CHR03V5|COORD:771994..772674|protein expressed protein	LOC_Os03g02300.1	no description	not assigned.unknown	35_2

CUST_2831_PI403524517	2	0.08797455	0.13898659	-0.12238026	-0.027816772	-0.035773277	0.027817726	35_775	"Cluster: Putative 20 kDa chaperonin, chloroplast; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative 20 kDa chaperonin, chloroplast - Oryza sativa (japon"	UniRef90_Q6K826	CHR5|COORD:7014688..7016476| 20 kDa chaperonin, chloroplast (CPN21) (CHCPN10) (CPN20), identical to chloroplast 20 kDa chaperonin, chloroplast precursor	AT5G20720.2	CHR02V5|COORD:33111434..33108913|protein chaperonin, chloroplast precursor, putative, expressed	LOC_Os02g54060.1	" no descriptionmoderately similar to ( 298)AT5G20720| Symbols: CPN10, CHCPN10, ATCPN21, CPN21, CPN20 | CPN20 (CHAPERONIN 20); calmodulin binding | chr5:7015017-7016356 FORWARDmoderately similar to ( 280)CH10C_SPIOL20 kDa chaperonin, chloroplast precursor - Spinacia oleracea (Spinach)not assigned groES cpn10 Cpn10 GroS Nudix_Hydrolase_33 Nudix_Hydrolase_34 IPP_Isomerase "	protein.folding	29_6

CUST_4979_PI399408534	2	-0.4883957	0.21848488	0.25299835	0.054558754	-0.054558754	-0.11967564	35_15934	Rep: WRKY transcription factor - Hordeum vulgare (Barley)	UniRef90_Q6QHF4	"CHR1V7|COORD:30388726..30390248| WRKY40 (WRKY DNA-binding protein 40); transcription factor"	AT1G80840.1	CHR02V5|COORD:4542759..4544980|protein OsWRKY71 - Superfamily of rice TFs having WRKY and zinc finger domains, expressed	LOC_Os02g08440.1	" no descriptionweakly similar to ( 161)AT1G80840| Symbols: ATWRKY40, WRKY40 | WRKY40 (WRKY DNA-binding protein 40); transcription factor | chr1:30388726-30390248 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned WRKY PRK12678 DUF566 PRK07764 KAR9 PRK12323 APC_basic PRK07003 AF-4 PRK09169 DUF1509 "	RNA.regulation of transcription.WRKY domain transcription factor family	27_3_32

CUST_15173_PI404877155	2	0.04611969	0.27929783	-0.056066513	0.0555439	-0.23476696	-0.046118736	Contig9032_s_at	GRAB2 protein [Triticum sp.]	CAA09372.1	no apical meristem (NAM) family protein	At5g39610.1	protein No apical meristem (NAM) protein, putative	Os07g48550	NONE	RNA.regulation of transcription.NAC domain transcription factor family	27_3_27

CUST_91742_PI403524517	2	0.25375223	-7.586479E-4	0.3409376	7.586479E-4	-0.24618721	-0.35322905	35_26231	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_46484_PI403524517	2	0.21301413	0.1284051	0.16204357	-0.1284051	-0.21912193	-0.20036793	35_13311	"Cluster: Os01g0235800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0235800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JP89	CHR5V7|COORD:4958741..4960950| KH domain-containing protein	AT5G15270.1	CHR01V5|COORD:7503015..7508570|protein nucleic acid binding protein, putative, expressed	LOC_Os01g13470.1	no descriptionvery weakly similar to (79.3)AT5G15270| Symbols:  | KH domain-containing protein | chr5:4958741-4960950 FORWARDnot assigned PCBP_like_KH	not assigned.no ontology	35_1

CUST_110345_PI403524517	2	0.023590088	0.31006908	-0.023590088	-0.48135376	-0.048538208	0.08123398	35_31346	"Cluster: Putative NUDIX hydrolase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative NUDIX hydrolase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ATR4	"CHR3V7|COORD:4004816..4006002| ATNUDT16 (Arabidopsis thaliana Nudix hydrolase homolog 16); hydrolase"	AT3G12600.1	CHR03V5|COORD:33860032..33855746|protein nudix hydrolase 13, mitochondrial precursor, putative, expressed	LOC_Os03g59580.1	no descriptionweakly similar to ( 182)AT3G12600| Symbols: ATNUDT16 | ATNUDT16 (Arabidopsis thaliana Nudix hydrolase homolog 16) | chr3:4004683-4006002 FORWARDnot assigned Nudix_Hydrolase_9 NUDIX Nudix_Hydrolase COG1051 Ap6A_hydrolase	not assigned.no ontology	35_1

CUST_62044_PI403524517	2	0.092163086	0.3788376	-0.022418976	-2.0849152	-0.0734005	0.022418022	35_17696	"Cluster: Putative acyl-CoA dehydrogenase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative acyl-CoA dehydrogenase - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6ZDX3	CHR3V7|COORD:2146540..2150660| acyl-CoA dehydrogenase-related	AT3G06810.1	CHR07V5|COORD:28550929..28558312|protein acad10 protein, putative, expressed	LOC_Os07g47820.1	 no descriptionhighly similar to ( 805)AT3G06810| Symbols:  | acyl-CoA dehydrogenase-related | chr3:2146540-2150660 FORWARDvery weakly similar to (96.3)IVD1_SOLTUIsovaleryl-CoA dehydrogenase 1, mitochondrial precursor - Solanum tuberosum (Potato)not assigned not assigned not assigned not assigned not assigned not assigned ACAD_FadE2 ACAD CaiA SCAD/SBCAD ACAD_fadE6_17_26 IBD VLCAD Acyl-CoA_dh_1 LCAD MCAD IVD PRK12341 PRK03354 AidB GCD ACAD_fadE5 DszC Acyl-CoA_dh_2 Acyl-CoA_dh_M PRK13026 fadE 	lipid metabolism.lipid degradation.beta-oxidation.acyl CoA DH	11_9_4_2

CUST_50514_PI403524517	2	0.058177948	-0.3452654	-0.031931877	-0.2654829	0.03193283	0.09583855	35_14421	"Cluster: Malate dehydrogenase, cytoplasmic; n=3; BEP clade|Rep: Malate dehydrogenase, cytoplasmic - Oryza sativa (Rice)"	UniRef90_Q7XDC8	CHR5V7|COORD:17407780..17409677| malate dehydrogenase, cytosolic, putative	AT5G43330.1	CHR10V5|COORD:17584440..17588457|protein malate dehydrogenase, cytoplasmic, putative, expressed	LOC_Os10g33800.1	 no descriptionmoderately similar to ( 209)AT5G43330| Symbols:  | malate dehydrogenase, cytosolic, putative | chr5:17407780-17409677 FORWARDmoderately similar to ( 238)MDHC_ORYSAnot assigned MDH_cytoplasmic_cytosolic PRK05442 MDH Ldh_1_C MDH_1B LDH_MDH MDH_choloroplast Mdh 	TCA / org. transformation.other organic acid transformaitons.cyt MDH	8_2_9

CUST_43066_PI403524517	2	0.0	0.056972504	0.0	-0.1436634	0.1318121	-0.17488575	35_12367	"Cluster: Hypothetical protein OJ1019_E02.18; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1019_E02.18 - Oryza sativa (japonica cultiv"	UniRef90_Q7XIH8	"CHR5V7|COORD:20128187..20129011| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G50850.1); similar to hypothetical protein [Neurospora crassa"	AT5G49560.1	CHR07V5|COORD:22919299..22920779|protein expressed protein	LOC_Os07g38220.1	"no descriptionweakly similar to ( 121)AT5G49560| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G50850.1); similar to hypothetical protein [Neurospora crassa OR74A] (GB:XP_965011.1); similar to conserved hypothetical protein [Neurospora crassa] (GB:CAE76456.1); similar to Os07g0569500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001060038.1); contains domain no description (G3D.3.40.50.150); contains domain S-adenosyl-L-methionine-dependent methyltransferases (SSF53335); contains domain UNCHARACTERIZED (PTHR14614:SF3); contains domain UNCHARACTERIZED (PTHR14614) | chr5:20128187-20129011 REVERSEnot assigned"	not assigned.no ontology	35_1

CUST_85920_PI403524517	2	0.3672514	0.4317193	-0.19866371	-0.015356541	-0.29557037	0.015356064	35_24607	"Cluster: Os02g0221300 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0221300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E2Q3	0	0	CHR02V5|COORD:6769015..6778383|protein helicase conserved C-terminal domain containing protein, expressed	LOC_Os02g12840.1	no description	not assigned.unknown	35_2

CUST_56073_PI403524517	2	0.22383213	-1.1562948	-0.24405289	0.113223076	0.03432274	-0.03432274	35_15960	"Cluster: Putative CTV.2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative CTV.2 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5NBT9	CHR3V7|COORD:5731715..5737537| TPR2 (TOPLESS-RELATED 2)	AT3G16830.1	CHR01V5|COORD:8427082..8417725|protein lissencephaly type-1-like homology motif, putative, expressed	LOC_Os01g15020.2	no descriptionnearly identical (1122)AT3G16830| Symbols: TPR2 | TPR2 (TOPLESS-RELATED 2) | chr3:5731715-5737537 FORWARDvery weakly similar to (56.2)PF20_CHLREFlagellar WD repeat-containing protein Pf20 - Chlamydomonas reinhardtiinot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned WD40 COG2319	not assigned.no ontology	35_1

CUST_80883_PI403524517	2	0.16864777	0.847919	-0.6378846	0.39067173	-0.33100843	-0.16864777	35_23197	"Cluster: Os01g0795600 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0795600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JIK2	0	0	CHR01V5|COORD:34025967..34026530|protein expressed protein	LOC_Os01g58310.1	no description	not assigned.unknown	35_2

CUST_82573_PI403524517	2	0.07668781	-0.37087536	-0.14648914	-0.008319855	0.086193085	0.008319855	35_23685	Rep: Expressed sequence tag - Hordeum vulgare (Barley)	UniRef90_O23987	"CHR1V7|COORD:5184048..5186851| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G73750.1); similar to Os01g0692600 [Oryza sativa (japonica"	AT1G15060.1	CHR01V5|COORD:28904947..28910543|protein expressed protein	LOC_Os01g49760.1	"no descriptionweakly similar to ( 102)AT1G15060| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G73750.1); similar to Os01g0692600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001043943.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD82496.1); contains InterPro domain Esterase/lipase/thioesterase; (InterPro:IPR000379) | chr1:5184048-5186851 REVERSE"	not assigned.unknown	35_2

CUST_18250_PI399408534	2	-0.07679367	0.6008587	0.07679367	-0.07690811	-0.31092358	0.17110062	35_5905	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10Q13	CHR3V7|COORD:641050..645310| PHD finger protein-related	AT3G02890.1	CHR03V5|COORD:5925495..5934756|protein expressed protein	LOC_Os03g11490.1	no descriptionvery weakly similar to (54.3)AT3G02890| Symbols:  | PHD finger protein-related | chr3:641050-645310 FORWARD	RNA.regulation of transcription.unclassified	27_3_99

CUST_11233_PI403524517	2	-0.018779755	0.018780708	-0.24352264	0.18090725	0.2734356	-0.36149025	35_3185	"Cluster: Putative nitrate transporter; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative nitrate transporter - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ZJR2	"CHR1V7|COORD:4105339..4109288| NRT1.1 (nitrate transporter 1.1); transporter"	AT1G12110.1	CHR08V5|COORD:3184094..3175965|protein peptide transporter PTR2, putative, expressed	LOC_Os08g05910.2	" no descriptionmoderately similar to ( 273)AT1G12110| Symbols: CHL1-1, NRT1, B-1, ATNRT1, CHL1, NRT1.1 | NRT1.1 (nitrate transporter 1.1); transporter | chr1:4105339-4109288 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PTR2 PTR2 HPC2 PRK07003 DUF566 APC_basic Herpes_BLLF1 AF-4 PRK12323 PRK07764 Tymo_45kd_70kd KAR9 PRK09169 "	transport.peptides and oligopeptides	34_13

CUST_42985_PI403524517	2	0.12796593	-0.18194485	-0.009353638	0.03212166	0.009354591	-0.03330803	35_12345	Rep: F21M11.16 protein - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q9ZWB1	"CHR1V7|COORD:996431..1000230| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G53800.1); similar to unknown protein [Oryza sativa (japonica"	AT1G03910.1	CHR03V5|COORD:33302920..33309563|protein cactin, putative, expressed	LOC_Os03g58590.1	" no descriptionweakly similar to ( 154)AT1G03910| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G53800.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAO37540.1); contains InterPro domain Transglutaminase, C-terminal; (InterPro:IPR008958) | chr1:996431-1000230 FORWARDnot assigned "	not assigned.no ontology	35_1

CUST_39605_PI403524517	2	-0.30389404	-0.2266941	0.5064182	0.08354759	0.17412376	-0.08354759	35_11389	"Cluster: Lectin receptor kinase 7, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Lectin receptor kinase 7, putative, expressed - Oryza s"	UniRef90_Q10EC2	0	0	CHR07V5|COORD:1631553..1629523|protein lectin-like receptor kinase 7, putative	LOC_Os07g03900.1	no description	not assigned.unknown	35_2

CUST_8540_PI403524517	2	0.030273438	-0.52091885	-0.06621647	0.020105362	0.060243607	-0.020104408	35_2386	"Cluster: Os12g0144600 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os12g0144600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IQ54	CHR5V7|COORD:6387912..6389857| heavy-metal-associated domain-containing protein	AT5G19090.1	CHR12V5|COORD:2192737..2197849|protein metal ion binding protein, putative, expressed	LOC_Os12g05040.5	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Drf_FH1 COG5403 Atrophin-1 PRK12323 PRK07003	not assigned.unknown	35_2

CUST_9336_PI403524517	2	-0.15968323	0.51272964	0.0016145706	0.17020512	-0.2032795	-0.001613617	35_2623	Rep: Glyoxalase II - Oryza sativa (Rice)	UniRef90_Q940L0	"CHR1V7|COORD:1858033..1860639| GLX2-4 (GLYOXALASE 2-4); hydroxyacylglutathione hydrolase"	AT1G06130.1	CHR09V5|COORD:20126936..20121867|protein hydroxyacylglutathione hydrolase 2, mitochondrial precursor, putative, expressed	LOC_Os09g34100.1	"no descriptionmoderately similar to ( 415)AT1G06130| Symbols: GLX2-4 | GLX2-4 (GLYOXALASE 2-4); hydroxyacylglutathione hydrolase | chr1:1858033-1860639 REVERSEnot assigned not assigned PRK10241 GloB Lactamase_B"	Biodegradation of Xenobiotics.hydroxyacylglutathione hydrolase	24_1

CUST_151763_PI403524517	2	0.02602005	0.118453026	0.052488804	-0.02602005	-0.3324256	-0.5764837	35_42432	Rep: OSJNBb0003B01.16 protein - Oryza sativa (Rice)	UniRef90_Q7XPG7		0	CHR09V5|COORD:3992543..3982802|protein retrotransposon protein, putative, unclassified	LOC_Os09g07850.1	no description	not assigned.unknown	35_2

CUST_7513_PI403524517	2	-0.21771622	-0.21824646	0.09185791	0.081134796	0.018033028	-0.018032074	35_2091	"Cluster: Chorismate synthase 2, chloroplast, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Chorismate synthase 2, chloroplast, putative,"	UniRef90_Q10NY1	"CHR1V7|COORD:18068822..18071624| EMB1144 (EMBRYO DEFECTIVE 1144); chorismate synthase"	AT1G48850.1	CHR03V5|COORD:8160796..8156802|protein chorismate synthase 2, chloroplast precursor, putative, expressed	LOC_Os03g14990.1	"no descriptionhighly similar to ( 575)AT1G48850| Symbols: EMB1144 | EMB1144 (EMBRYO DEFECTIVE 1144); chorismate synthase | chr1:18069067-18071624 REVERSEnot assigned not assigned not assigned Chorismate_synt PRK05382 AroC PRK12463"	amino acid metabolism.synthesis.aromatic aa.chorismate.chorismate synthase	13_1_6_1_7

CUST_92979_PI403524517	2	0.343565	-7.791519E-4	7.791519E-4	-0.4377079	-0.55806637	0.045208454	35_26585	"Cluster: WD domain, G-beta repeat containing protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: WD domain, G-beta repeat containing protein - Oryza sativ"	UniRef90_Q6ASY7	CHR1V7|COORD:13468376..13471598| WD-40 repeat family protein	AT1G36070.1	CHR03V5|COORD:15308282..15313665|protein GAMYB-binding protein, putative, expressed	LOC_Os03g26870.2	no descriptionmoderately similar to ( 226)AT1G36070| Symbols:  | WD-40 repeat family protein | chr1:13468376-13471598 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned WD40 COG2319 WD40	not assigned.no ontology	35_1

CUST_16761_PI399408534	2	0.057050705	0.41960144	-0.05704975	-0.3713827	-0.56891155	0.28643894	35_42234	Rep: Homeobox protein HOX1A - Zea mays (Maize)	UniRef90_P46605	"CHR4V7|COORD:14648352..14652716| PRHA (PATHOGENESIS RELATED HOMEODOMAIN PROTEIN A); transcription factor"	AT4G29940.1	CHR06V5|COORD:6724321..6733446|protein homeobox protein HOX1A, putative, expressed	LOC_Os06g12400.1	"no descriptionvery weakly similar to (50.8)AT4G29940| Symbols: PRHA | PRHA (PATHOGENESIS RELATED HOMEODOMAIN PROTEIN A); transcription factor | chr4:14648352-14652716 REVERSEweakly similar to ( 122)HOX1A_MAIZEHomeobox protein HOX1A - Zea mays (Maize)homeodomain HOX"	RNA.regulation of transcription.HB,Homeobox transcription factor family	27_3_22

CUST_5250_PI399408534	2	-0.11415815	0.49840212	0.07741022	0.12019062	-0.07741022	-0.49066782	35_50289	Rep: NAC domain-containing protein 77 - Oryza sativa (Rice)	UniRef90_Q5CD17	"CHR5V7|COORD:21919192..21921021| CUC2 (CUP-SHAPED COTYLEDON 2); transcription factor"	AT5G53950.1	CHR12V5|COORD:1145995..1147587|protein NAC domain-containing protein 77, putative, expressed	LOC_Os12g03050.1	" no descriptionweakly similar to ( 199)AT5G53950| Symbols: ANAC098, CUC2 | CUC2 (CUP-SHAPED COTYLEDON 2); transcription factor | chr5:21919192-21921021 REVERSEmoderately similar to ( 202)NAC77_ORYSANAM "	RNA.regulation of transcription.NAC domain transcription factor family	27_3_27

CUST_54244_PI403524517	2	-0.2933464	0.19464588	-0.07626152	0.35638237	-0.3244486	0.07626152	35_15439	0	0	0	0	CHR04V5|COORD:29955123..29953035|protein seed specific protein Bn15D1B, putative, expressed	LOC_Os04g50970.1	no description	not assigned.unknown	35_2

CUST_15197_PI403524517	2	-0.016438484	-0.080929756	-0.08072567	0.037498474	0.016438484	0.16047859	35_4382	"Cluster: ATP-dependent DNA helicase, RecQ family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: ATP-dependent DNA helicase, RecQ"	UniRef90_Q2QZT4	"CHR3V7|COORD:1698186..1701234| RECQI1 (Arabidopsis RecQ helicase l1); ATP-dependent helicase"	AT3G05740.1	CHR11V5|COORD:26677241..26672514|protein bloom syndrome protein, putative, expressed	LOC_Os11g44910.1	"no descriptionmoderately similar to ( 389)AT3G05740| Symbols: RECQI1 | RECQI1 (Arabidopsis RecQ helicase l1); ATP-dependent helicase | chr3:1698186-1701234 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned RecQ PRK11057 HELICc HELICc Helicase_C SrmB COG1202 Lhr PRK02362 PRK11192"	DNA.synthesis/chromatin structure	28_1

CUST_2921_PI404877155	2	0.11542988	0.056825638	0.0016593933	-0.04042244	-0.045440674	-0.001660347	Contig13341_at	putative resistance protein [Lycopersicon esculentum]	CAC95155.1	longevity-assurance (LAG1) family protein	At3g25540.1	protein resistance protein, putative	Os09g20630	NONE	lipid metabolism.'exotics' (steroids, squalene etc).sphingolipids	11_8_1

CUST_64064_PI403524517	2	-0.34752846	-0.19314194	0.07709408	0.62362766	-0.077093124	0.15100479	35_18295	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_13119_PI403524517	2	0.29527473	0.01150322	-0.01150322	-0.03346634	-0.17134857	0.11405277	35_3756	"Cluster: Os02g0123300 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os02g0123300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E4E1	0	0	CHR02V5|COORD:1219306..1222866|protein eukaryotic translation initiation factor 3 subunit 8, putative, expressed	LOC_Os02g03080.1	no description	not assigned.unknown	35_2

CUST_29036_PI403524517	2	0.07126808	0.22695255	-0.024439812	-0.09866524	0.024440765	-0.04313183	35_8389	"Cluster: Hypothetical protein OSJNBa0017K09.12; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0017K09.12 - Oryza sativa (japonica"	UniRef90_Q60EI6	"CHR4V7|COORD:13703423..13704661| similar to Os05g0502500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001055975.1); similar to hypothetical protein"	AT4G27390.1	CHR05V5|COORD:24649686..24646272|protein expressed protein	LOC_Os05g42280.1	"no descriptionweakly similar to ( 134)AT4G27390| Symbols:  | similar to Os05g0502500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001055975.1); similar to hypothetical protein CYB_2286 [Synechococcus sp. JA-2-3B'a(2-13)] (GB:YP_478490.1) | chr4:13703423-13704661 REVERSE"	not assigned.unknown	35_2

CUST_118457_PI403524517	2	-0.18134117	1.6446552	1.3491135	-0.47764206	-0.22998047	0.18134212	35_33538	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_182205_PI403524517	2	0.09474087	0.17200232	0.23124313	-0.09474087	-0.84119606	-0.5699291	35_50654	Rep: Hypothetical protein - Streptomyces aureofaciens	UniRef90_Q8GFF2	CHR5V7|COORD:22830994..22833388| carbonic anhydrase family protein	AT5G56330.1	CHR03V5|COORD:20523944..20527257|protein ATP binding protein, putative, expressed	LOC_Os03g37120.1	no descriptionnot assigned not assigned not assigned not assigned PRK07764 PRK12323 COG5373 PRK05648 TT_ORF1 PRK07003	not assigned.unknown	35_2

CUST_125804_PI403524517	2	0.07624006	-0.088101864	-0.07624054	0.28113222	0.20433712	-0.18617582	35_35424	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_204_PI399408534	2	0.019220352	-0.35566235	-0.10663223	0.04235077	-0.019221306	0.1347847	35_4878	"Cluster: Putative receptor-like protein kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative receptor-like protein kinase - Oryza sativa (japonica"	UniRef90_Q67WE5	CHR2V7|COORD:9921688..9924210| leucine-rich repeat transmembrane protein kinase, putative	AT2G23300.1	CHR06V5|COORD:25948548..25944638|protein transposon protein, putative, unclassified, expressed	LOC_Os06g43170.1	 no descriptionvery weakly similar to (59.3)AT2G23300| Symbols:  | leucine-rich repeat transmembrane protein kinase, putative | chr2:9921688-9924210 FORWARDLRRNT_2 	signalling.receptor kinases.leucine rich repeat III	30_2_3

CUST_72438_PI403524517	2	0.23308563	-0.24104977	-0.00497818	-2.6798248E-4	0.024900436	2.6893616E-4	35_20761	"Cluster: Putative beta-glycosidase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative beta-glycosidase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8L6H7	"CHR3V7|COORD:2016456..2019539| SFR2 (SENSITIVE TO FREEZING 2); hydrolase, hydrolyzing O-glycosyl compounds"	AT3G06510.1	CHR11V5|COORD:27148424..27141896|protein SFR2, putative, expressed	LOC_Os11g45710.7	" no descriptionmoderately similar to ( 478)AT3G06510| Symbols: SFR2 | SFR2 (SENSITIVE TO FREEZING 2); hydrolase, hydrolyzing O-glycosyl compounds | chr3:2016456-2019539 FORWARDvery weakly similar to (67.8)BGLC_MAIZEBeta-glucosidase, chloroplast precursor - Zea mays (Maize)not assigned BglB Glyco_hydro_1 celA arb PRK09852 "	misc.gluco-, galacto- and mannosidases	26_3

CUST_178606_PI403524517	2	1.247366	0.34953117	0.12043047	-0.12042999	-0.45952177	-0.93777514	35_49673	"Cluster: Os01g0220200 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0220200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JPJ0	"CHR3V7|COORD:22847389..22849778| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G46420.1); similar to uncharacterized plant-specific domain"	AT3G61700.1	CHR01V5|COORD:6573967..6568843|protein plant-specific domain TIGR01589 family protein, expressed	LOC_Os01g12080.3	" no descriptionweakly similar to ( 169)AT3G61700| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G46420.1); similar to uncharacterized plant-specific domain TIGR01589 family protein [Solanum demissum] (GB:AAU93592.2); contains InterPro domain Conserved hypothetical protein 1589, plant; (InterPro:IPR006476) | chr3:22847389-22849778 FORWARDA_thal_3526 "	not assigned.unknown	35_2

CUST_29741_PI403524517	2	-0.015709877	0.02807045	0.09219265	-0.16292286	0.0157094	-0.32765484	35_8588	"Cluster: Nucellin-like aspartic protease-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: Nucellin-like aspartic protease-like - Oryza sativa (japonica cu"	UniRef90_Q6K6I0	CHR1V7|COORD:1762842..1766149| aspartyl protease family protein	AT1G05840.1	CHR02V5|COORD:16114569..16109027|protein pepsin A, putative, expressed	LOC_Os02g27360.2	no descriptionweakly similar to ( 111)AT1G05840| Symbols:  | aspartyl protease family protein | chr1:1762842-1766149 REVERSEnot assigned not assigned	protein.degradation.aspartate protease	29_5_4

CUST_21215_PI403524517	2	0.19645977	-0.041194916	-0.02773285	0.027731895	-0.13999367	0.09038353	35_6154	"Cluster: Harpin-induced protein-related-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Harpin-induced protein-related-like - Oryza sativa (japonica"	UniRef90_Q8RUR5	CHR2V7|COORD:11573461..11574243| harpin-induced protein-related / HIN1-related / harpin-responsive protein-related	AT2G27080.2	CHR01V5|COORD:34851347..34853377|protein NHL25, putative, expressed	LOC_Os01g59680.1	no descriptionweakly similar to ( 143)AT2G27080| Symbols:  | harpin-induced protein-related / HIN1-related / harpin-responsive protein-related | chr2:11573461-11574243 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Hin1 PRK12323 PRK12678 PRK07003 Herpes_BLLF1 AF-4 TT_ORF1 Tymo_45kd_70kd HPC2 DUF1777 FecR Pol_Y_like PRK07764 DUF566 Gag_spuma APC_basic Atrophin-1	not assigned.no ontology	35_1

CUST_69643_PI403524517	2	0.03871727	0.54607487	0.070474625	-0.17305374	-0.13313103	-0.038716316	35_19927	"Cluster: IMP dehydrogenase/GMP reductase domain containing protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: IMP dehydrogenase/GMP reductase"	UniRef90_Q337C0	"CHR2V7|COORD:18955390..18956433| similar to BPS1 (BYPASS 1) [Arabidopsis thaliana] (TAIR:AT1G01550.2); similar to unknown [Solanum tuberosum] (GB:ABB16971.1);"	AT2G46080.1	CHR10V5|COORD:19471354..19474104|protein expressed protein	LOC_Os10g36950.1	" no descriptionmoderately similar to ( 269)AT2G46080| Symbols:  | similar to BPS1 (BYPASS 1) [Arabidopsis thaliana] (TAIR:AT1G01550.2); similar to unknown [Solanum tuberosum] (GB:ABB16971.1); contains InterPro domain Glutathione S-transferase, C-terminal-like; (InterPro:IPR010987) | chr2:18955390-18956433 REVERSEDUF793 "	not assigned.unknown	35_2

CUST_81341_PI403524517	2	0.66694355	0.9615078	-0.07093811	-0.10685921	0.07093811	-0.19618893	35_23330	"Cluster: Leucine-rich repeat transmembrane protein kinase, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Leucine-rich repeat transmembra"	UniRef90_Q10C82	CHR3V7|COORD:945310..948443| leucine-rich repeat transmembrane protein kinase, putative	AT3G03770.1	CHR03V5|COORD:32864618..32869627|protein ATP binding protein, putative, expressed	LOC_Os03g57780.2	 no descriptionmoderately similar to ( 225)AT3G03770| Symbols:  | leucine-rich repeat transmembrane protein kinase, putative | chr3:945310-948443 REVERSEvery weakly similar to (73.9)RPK1_IPONIReceptor-like protein kinase precursor - Ipomoea nil (Japanese morning glory) (Pharbitis nil)not assigned not assigned not assigned not assigned not assigned not assigned PRK07003 COG4886 PRK12678 PRK12323 	stress.biotic	20_1

CUST_20101_PI403524517	2	0.064333916	0.12277794	-0.064572334	-0.0497694	-0.25908184	0.049768448	35_5825	"Cluster: Eukaryotic translation initiation factor 4E-1; n=2; Oryza sativa|Rep: Eukaryotic translation initiation factor 4E-1 - Oryza sativa (Rice)"	UniRef90_P48599	"CHR4V7|COORD:10016736..10018163| EIF4E (EUKARYOTIC TRANSLATION INITATION FACTOR 4E); RNA binding / translation initiation factor"	AT4G18040.1	CHR01V5|COORD:43138776..43142040|protein eukaryotic translation initiation factor 4E-1, putative, expressed	LOC_Os01g73880.1	" no descriptionweakly similar to ( 185)AT4G18040| Symbols: LSP1, CUM1, AT.EIF4E1, EIF4E | EIF4E (EUKARYOTIC TRANSLATION INITATION FACTOR 4E); RNA binding / translation initiation factor | chr4:10016736-10018163 REVERSEmoderately similar to ( 220)IF4E1_ORYSAnot assigned not assigned IF4E CDC33 "	protein.synthesis.initiation	29_2_3

CUST_105864_PI403524517	2	0.18833733	-0.23429775	0.008096695	0.11098862	-0.043899536	-0.008097649	35_30142	"Cluster: OTU-like cysteine protease-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: OTU-like cysteine protease-like - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6K722	CHR5V7|COORD:1176398..1178493| OTU-like cysteine protease family protein	AT5G04250.1	CHR02V5|COORD:35178289..35172389|protein cysteine-type peptidase, putative, expressed	LOC_Os02g57410.5	no descriptionvery weakly similar to (73.2)AT5G04250| Symbols:  | OTU-like cysteine protease family protein | chr5:1176398-1178493 FORWARD	protein.degradation.cysteine protease	29_5_3

CUST_27413_PI403524517	2	0.07523441	-0.008749008	-0.06278324	0.0087480545	-0.07485962	0.07136917	35_7935	"Cluster: Os12g0626100 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os12g0626100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0ILS4	CHR3V7|COORD:21555166..21556958| PBS lyase HEAT-like repeat-containing protein	AT3G58180.1	CHR12V5|COORD:26728768..26725980|protein HEAT-like, putative, expressed	LOC_Os12g43100.1	no descriptionmoderately similar to ( 288)AT3G58180| Symbols:  | PBS lyase HEAT-like repeat-containing protein | chr3:21555166-21556958 FORWARDmoderately similar to ( 362)DOHHB_ORYSAnot assigned COG1413	not assigned.no ontology	35_1

CUST_19037_PI403524517	2	0.012829781	0.30862713	0.10582256	-0.1465559	-0.012829781	-0.113490105	35_5515	"Cluster: Haloacid dehalogenase-like hydrolase family protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Haloacid dehalogenase-like"	UniRef90_Q2R483	CHR5V7|COORD:21878843..21882043| haloacid dehalogenase-like hydrolase family protein	AT5G53850.1	CHR11V5|COORD:16541441..16534164|protein hydrolase, putative, expressed	LOC_Os11g29370.1	no descriptionmoderately similar to ( 340)AT5G53850| Symbols:  | haloacid dehalogenase-like hydrolase family protein | chr5:21878843-21882043 REVERSEnot assigned Aldolase_II AraD Aldolase_II PRK09220 mtnB PRK08130 PRK06557 PRK06833 sgbE	minor CHO metabolism.others	3_5

CUST_40249_PI403524517	2	0.14320183	0.30841064	-0.010177612	-0.077679634	-0.16519356	0.010177612	35_11578	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_130025_PI403524517	2	-0.020719528	0.4990883	0.020532608	-0.020533562	-0.14815044	0.122787476	35_36519	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_66386_PI403524517	2	-0.017235756	-0.5193863	0.123202324	0.011583328	0.024136543	-0.011583328	35_18958	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_90983_PI403524517	2	0.11725998	-0.46447563	-0.07270622	0.1697607	-0.07347584	0.072707176	35_26020	"Cluster: Zinc protease PQQL-like protein; n=1; Arabidopsis thaliana|Rep: Zinc protease PQQL-like protein - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9FJT9	CHR5V7|COORD:22964132..22969802| peptidase M16 family protein / insulinase family protein	AT5G56730.1	CHR01V5|COORD:21485937..21494424|protein peptidase M16 inactive domain containing protein, expressed	LOC_Os01g37825.1	no descriptionweakly similar to ( 129)AT5G56730| Symbols:  | peptidase M16 family protein / insulinase family protein | chr5:22964132-22969802 REVERSE	protein.degradation.metalloprotease	29_5_7

CUST_18069_PI403524517	2	0.119398594	-0.15620136	0.10207605	0.05859089	-0.24644995	-0.058591366	35_5219	"Cluster: ABC transporter family protein, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: ABC transporter family protein, putative, express"	UniRef90_Q10RJ4	CHR5V7|COORD:1990061..1994606| ABC transporter family protein	AT5G06530.1	CHR03V5|COORD:3065100..3055037|protein ATPase, coupled to transmembrane movement of substances, putative, expressed	LOC_Os03g06139.1	no descriptionmoderately similar to ( 293)AT5G06530| Symbols:  | ABC transporter family protein | chr5:1990335-1994606 REVERSEvery weakly similar to (50.8)PDR15_ORYSAnot assigned not assigned ABC2_membrane	transport.ABC transporters and multidrug resistance systems	34_16

CUST_4861_PI404877155	2	0.11702919	-0.6711416	-0.26569653	0.21319771	0.06157589	-0.06157589	Contig16209_at	OJ1402_H07.11 [Oryza sativa (japonica cultivar-group)] dbj|BAD82315.1| unknown protein [Oryza sativa (japonica cultivar-group)] dbj|BAB63700	NP_915559.1	glycoside hydrolase starch-binding domain-containing protein	At5g01260.2	protein Starch binding domain, putative	Os01g63810	NONE	major CHO metabolism.degradation.starch.D enzyme	2_2_2_04

CUST_17683_PI404877155	2	0.06295776	-0.19849491	-0.06295776	0.3294859	0.32391834	-0.14223671	HV_CEb0024B09r2_at	putative phytochrome-associated protein [Oryza sativa (japonica cultivar-group)] dbj|BAB91924.1| putative Aux/IAA protein [Oryza sativa (jap	NP_916039.1	auxin-responsive protein / indoleacetic acid-induced protein 18 (IAA18)	At1g51950.1	protein AUX/IAA family	Os01g53880	NONE	hormone metabolism.auxin.induced-regulated-responsive-activated	17_2_3

CUST_17223_PI403524517	2	-0.013941765	0.3243189	0.13370895	-0.09914017	-0.09914017	0.013940811	35_4977	Rep: 10A19I.11 protein - Oryza sativa (Rice)	UniRef90_Q9XHV5	"CHR1V7|COORD:28264665..28269785| AUL1 (auxin-like 1 protein); heat shock protein binding"	AT1G75310.1	CHR05V5|COORD:28780789..28787794|protein AUL1, putative, expressed	LOC_Os05g50370.1	"no descriptionmoderately similar to ( 228)AT1G75310| Symbols: AUL1 | AUL1 (auxin-like 1 protein); heat shock protein binding | chr1:28264665-28269785 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Caldesmon TolA TolA SbcC tolA Smc PRK07735 ERM PspA COG1340 COG2268 PRK03918 PRK02224 MAP7 AtpF PRK05035 COG1293 Nop53 Myosin_tail_1 DUF827 COG4372 COG2433 PRK07352 Tropomyosin NtpE PspA_IM30 COG4942 ZUO1 Triadin DUF1014 CALCOCO1 PRK12704"	not assigned.no ontology	35_1

CUST_103795_PI403524517	2	-0.15439796	0.15439796	0.34671783	0.25132275	-0.20325184	-0.17523956	35_29592	"Cluster: Hypothetical protein; n=1; Neosartorya fischeri NRRL 181|Rep: Hypothetical protein - Neosartorya fischeri NRRL 181"	UniRef90_A1D8P9		0	0	0	no description	not assigned.unknown	35_2

CUST_17597_PI404877155	2	-0.49662304	0.4749546	-0.15237236	0.15414906	-0.25336075	0.15237236	HV_CEb0008E13r2_at	inositol phosphate kinase [Zea mays]	AAO17299.1	inositol 1,3,4-trisphosphate 5/6-kinase	At5g16760.1	protein Inositol 1, 3, 4-trisphosphate 5/6-kinase	Os02g26720	Encodes a inositol 1,3,4-trisphosphate 5/6-kinase.	signalling.phosphinositides	30_4

CUST_88980_PI403524517	2	-0.14422226	-0.8393774	-0.019685745	0.03572464	0.019685745	0.029045105	35_25457	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_63243_PI403524517	2	-0.21014881	0.250803	-0.07984638	0.14377975	-0.09139633	0.07984638	35_18050	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10MJ2	0	0	CHR03V5|COORD:10892594..10895549|protein expressed protein	LOC_Os03g19400.1	no description	not assigned.unknown	35_2

CUST_12703_PI404877155	2	-0.087207794	0.41389656	-0.067438126	0.06743908	-0.07668209	0.086001396	Contig6430_s_at	OSJNBb0006L01.5 [Oryza sativa (japonica cultivar-group)] ref|XP_474686.1| OSJNBb0006L01.5 [Oryza sativa (japonica cultivar-group)]	CAE04393.2	electron transfer flavoprotein beta subunit family protein	At5g43430.1	protein electron transfer flavoprotein, beta subunit	Os04g10400	gi|32489732|emb|CAE04395.1| OSJNBb0006L01.7	mitochondrial electron transport / ATP synthesis.electron transfer flavoprotein	9_3

CUST_43416_PI403524517	2	-0.07145214	0.08464718	-0.14600468	0.07145214	0.14640236	-0.12014103	35_12466	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_66127_PI403524517	2	-0.7342615	0.7348547	0.064453125	-0.06445408	-0.24164963	0.184412	35_18884	"Cluster: Inositol 1,4,5-trisphosphate 5-phosphatase-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Inositol 1,4,5-trisphosphate 5-phosphatase-li"	UniRef90_Q6H453	CHR2V7|COORD:406135..408932| endonuclease/exonuclease/phosphatase family protein	AT2G01900.1	CHR09V5|COORD:13689948..13687244|protein type I inositol-1,4,5-trisphosphate 5-phosphatase CVP2, putative, expressed	LOC_Os09g23140.1	no descriptionmoderately similar to ( 391)AT2G01900| Symbols:  | endonuclease/exonuclease/phosphatase family protein | chr2:406135-408932 FORWARDnot assigned not assigned IPPc COG5411 Exo_endo_phos	DNA.synthesis/chromatin structure	28_1

CUST_76885_PI403524517	2	0.20905209	0.5192299	-0.06056881	-0.19124031	0.050398827	-0.050398827	35_22041	Rep: Hypothetical protein - Triticum aestivum (Wheat)	UniRef90_Q5BHT4	CHR1V7|COORD:28099577..28101573| nodulin family protein	AT1G74780.1	CHR12V5|COORD:27373770..27377633|protein nodulin-like protein, putative, expressed	LOC_Os12g44180.1	no descriptionmoderately similar to ( 401)AT1G74780| Symbols:  | nodulin family protein | chr1:28099577-28101573 FORWARDnot assigned Nodulin-like MFS_1	development.unspecified	33_99

CUST_8867_PI404877155	2	0.19035435	0.23078966	0.2127347	-0.21668053	-0.4044466	-0.19035482	Contig26461_at	ESTs AU067992(C11433),AU077424(C11433) correspond to a region of the predicted gene.~Similar to ABC transporter-7 (U43892) [Oryza sativa (ja	NP_910369.1	mitochondrial half-ABC transporter (STA1)	At5g58270.1	protein ABC transporter protein, putative	Os06g03770	"mitochondrial half-ABC transporter (STA1), identical to half-molecule ABC transporter ATM3 GI:9964121 from (Arabidopsis thaliana); almost identical to mitochondrial half-ABC transporter STA1 GI:9187883 from (Arabidopsis thaliana); identical to cDNA mitoch"	transport.ABC transporters and multidrug resistance systems	34_16

CUST_19465_PI403524517	2	0.050768852	-0.04871559	-0.07741642	-0.029040337	0.03706932	0.029040337	35_5641	"Cluster: Ubiquitin-protein ligase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Ubiquitin-protein ligase-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K9X4	CHR5V7|COORD:1260010..1263696| protein binding / zinc ion binding	AT5G04460.1	CHR02V5|COORD:35357004..35363032|protein expressed protein	LOC_Os02g57750.1	no descriptionmoderately similar to ( 296)AT5G04460| Symbols:  | protein binding / zinc ion binding | chr5:1260010-1263696 FORWARDnot assigned not assigned not assigned	not assigned.unknown	35_2

CUST_58608_PI403524517	2	0.100188255	-0.14432716	-0.11126518	0.22159958	-0.10018921	0.18084812	35_16719	"Cluster: Os02g0670500 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os02g0670500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DYS8	CHR1V7|COORD:28373098..28373601| glycine-rich protein	AT1G75550.1	CHR02V5|COORD:27222960..27223854|protein rapid alkalinization factor 1 precursor, putative, expressed	LOC_Os02g44940.1	no descriptionvery weakly similar to (91.7)AT3G16570| Symbols: RALFL23 | RALFL23 (RALF-LIKE 23) | chr3:5644754-5645170 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned RALF PRK12323 PRK07003 PRK07764	not assigned.no ontology	35_1

CUST_63606_PI403524517	2	0.04588604	-0.5488539	-0.080286026	0.19613457	-0.045885086	0.063794136	35_18158	Rep: OSJNBa0016O02.9 protein - Oryza sativa (Rice)	UniRef90_Q7XJW1	CHR5V7|COORD:19567156..19569272| indole-3-glycerol phosphate synthase, putative	AT5G48220.1	CHR04V5|COORD:23146611..23143067|protein indole-3-glycerol phosphate synthase, chloroplast precursor, putative, expressed	LOC_Os04g39270.1	no descriptionmoderately similar to ( 483)AT5G48220| Symbols:  | indole-3-glycerol-phosphate synthase | chr5:19567665-19569272 FORWARDnot assigned trpC TrpC IGPS IGPS PRK09427	amino acid metabolism.synthesis.aromatic aa.tryptophan.indole-3-glycerol phosphate synthase	13_1_6_5_4

CUST_13999_PI404877155	2	0.022891998	0.35809326	0.037101746	-0.03962803	-0.022892952	-0.060512543	Contig7779_at	transcription initiation factor IID (TFIID) 23-30kDa subunit (TAF2H) family protein [Arabidopsis thaliana] ref|NP_849481.1| transcription in	NP_194900.1	transcription initiation factor IID (TFIID) 23-30kDa subunit (TAF2H) family protein	At4g31720.2	protein transcription factor IID 30K chain homolog F28M20.90 - Arabidopsis thaliana	Os09g26180	transcription initiation factor IID (TFIID) 23-30kDa subunit (TAF2H) family protein, contains Pfam profile: PF03540 transcription initiation factor TFIID 23-30kDa or  transcription initiation factor IID (TFIID) 23-30kDa subunit (TAF2H) family protein, con	RNA.transcription	27_2

CUST_156176_PI403524517	2	0.46375847	-0.20632267	0.21975994	-0.0480237	0.048024178	-0.19095373	35_43615	"Cluster: Ankyrin repeat family protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Ankyrin repeat family protein, putative, expressed"	UniRef90_Q10NB7	CHR2V7|COORD:12385619..12387551| ankyrin repeat family protein	AT2G28840.1	CHR03V5|COORD:9279042..9275849|protein protein binding protein, putative, expressed	LOC_Os03g16780.1	no descriptionweakly similar to ( 128)AT2G28840| Symbols:  | ankyrin repeat family protein | chr2:12385619-12387551 FORWARDnot assigned not assigned not assigned not assigned not assigned ANK	cell.organisation	31_1

CUST_64212_PI403524517	2	0.35186863	0.020972252	0.043626785	-0.115288734	-0.70129585	-0.020971775	35_18334	"Cluster: Glutathione-S-transferase Cla47; n=1; Triticum aestivum|Rep: Glutathione-S-transferase Cla47 - Triticum aestivum (Wheat)"	UniRef90_Q8LGN6	"CHR1V7|COORD:3395740..3396808| ATGSTU18 (GLUTATHIONE S-TRANSFERASE 29); glutathione transferase"	AT1G10360.1	CHR10V5|COORD:20293826..20292769|protein glutathione S-transferase GSTU6, putative, expressed	LOC_Os10g38710.1	" no descriptionmoderately similar to ( 201)AT1G10360| Symbols: GST29, ATGSTU18 | ATGSTU18 (GLUTATHIONE S-TRANSFERASE 29); glutathione transferase | chr1:3395740-3396808 REVERSEmoderately similar to ( 237)GSTU6_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned GST_C_Tau GST_N_Tau Gst GST_N_family GST_N GST_N_Phi GST_N_Zeta GST_C_family PRK12678 GST_N_SspA GST_N_3 TT_ORF1 "	misc.glutathione S transferases	26_9

CUST_139269_PI403524517	2	-0.07942724	0.07942772	-0.4725089	0.29811144	0.8484373	-0.47078657	35_39062	"Cluster: Bet v I allergen-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Bet v I allergen-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5Z8S0	"CHR1V7|COORD:27466753..27467382| similar to Bet v I allergen family protein [Arabidopsis thaliana] (TAIR:AT2G26040.1); similar to Bet v I allergen-like"	AT1G73000.1	CHR06V5|COORD:21555407..21556337|protein cyclase/dehydrase family protein, putative, expressed	LOC_Os06g36670.1	"no descriptionvery weakly similar to (77.8)AT1G73000| Symbols:  | similar to Bet v I allergen family protein [Arabidopsis thaliana] (TAIR:AT2G26040.1); similar to Bet v I allergen-like [Oryza sativa (japonica cultivar-group)] (GB:BAD25659.1); contains domain Bet v1-like (SSF55961); contains domain no description (G3D.3.30.530.20) | chr1:27466753-27467382 FORWARDnot assigned not assigned PRK12323 PRK07764 PRK05648 Atrophin-1"	not assigned.unknown	35_2

CUST_6052_PI404877155	2	-1.1031947	0.972661	0.2334938	0.6806154	-0.78756714	-0.23349333	Contig1832_x_at	Late embryogenesis abundant protein B19.1A (B19.1) pir||S23749 embryonic abundant protein B19.1 - barley emb|CAA44622.1| LEA B19.1 [Hordeum	Q05190	Em-like protein GEA6 (EM6)	At2g40170.1	protein embryonic abundant protein 1	Os05g28210	Late embryogenesis abundant protein B19.1B pir	development.late embryogenesis abundant	33_2

CUST_82361_PI403524517	2	0.27201414	0.283031	-0.104999065	0.039950848	-0.039950848	-0.08524227	35_23622	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_149581_PI403524517	2	0.007593155	0.2222023	-0.0075922012	-0.03548813	-0.13034439	0.043337822	35_41845	"Cluster: Transcription factor-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Transcription factor-like protein - Oryza sativa (japonica cultivar"	UniRef90_Q5QLI3		0	CHR01V5|COORD:19306288..19316390|protein expressed protein	LOC_Os01g34430.1	no description	not assigned.unknown	35_2

CUST_137077_PI403524517	2	0.7023635	-0.10804176	0.08918095	0.19607449	-0.08918095	-0.6392994	35_38442	"Cluster: Putative ubiquitin-specific protease 6; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ubiquitin-specific protease 6 - Oryza sativa (japonic"	UniRef90_Q5JK78	"CHR1V7|COORD:19179473..19183562| UBP6 (UBIQUITIN-SPECIFIC PROTEASE 6); ubiquitin-specific protease"	AT1G51710.1	CHR01V5|COORD:20916430..20908462|protein ubiquitin carboxyl-terminal hydrolase 6, putative, expressed	LOC_Os01g36930.2	no descriptionweakly similar to ( 182)AT1G51710| Symbols: UBP6 | UBP6 (UBIQUITIN-SPECIFIC PROTEASE 6) | chr1:19179473-19183067 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Peptidase_C19A UCH peptidase_C19C UBP5 Peptidase_C19D UBP12 Peptidase_C19J Peptidase_C19B Peptidase_C19E Peptidase_C19G Peptidase_C19R	protein.degradation.ubiquitin.ubiquitin protease	29_5_11_5

CUST_48986_PI403524517	2	0.102529526	-0.2694378	0.015071869	0.057258606	-0.015071869	-0.020889282	35_13985	Rep: Histone H2B.1 - Zea mays (Maize)	UniRef90_P30755	CHR3V7|COORD:16924599..16925036| histone H2B, putative	AT3G46030.1	CHR01V5|COORD:2845932..2841231|protein core histone H2A/H2B/H3/H4 family protein, expressed	LOC_Os01g05970.1	 no descriptionweakly similar to ( 176)AT5G22880| Symbols:  | histone H2B, putative | chr5:7652133-7652570 REVERSEweakly similar to ( 196)H2B3_WHEATHistone H2B.3 - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned H2B Histone TT_ORF1 Tymo_45kd_70kd DUF1777 Protamine_P1 	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_19224_PI403524517	2	-0.08789158	-0.0034065247	0.020587921	0.035331726	0.0034074783	-0.19384098	35_5573	"Cluster: Peptidyl-prolyl cis-trans isomerase-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Peptidyl-prolyl cis-trans isomerase-like protein - O"	UniRef90_Q69WA8	CHR5V7|COORD:6524249..6526631| rhodanese-like domain-containing protein / PPIC-type PPIASE domain-containing protein	AT5G19370.1	CHR07V5|COORD:29207863..29211085|protein isomerase, putative, expressed	LOC_Os07g48810.1	no descriptionmoderately similar to ( 295)AT5G19370| Symbols:  | rhodanese-like domain-containing protein / PPIC-type PPIASE domain-containing protein | chr5:6524249-6526631 REVERSEnot assigned not assigned not assigned not assigned RHOD_2 Rotamase RHOD PspE RHOD PRK07411 RHOD_ThiF prsA GlpE_ST Polysulfide_ST PRK07878 SurA RHOD_Pyr_redox prsA glpE PRK00142 RHOD_YceA Rhodanese PRK08762	misc.rhodanese	26_23

CUST_130704_PI403524517	2	0.11705923	-0.024364948	-0.015255928	0.015255928	-0.36429024	0.09882593	35_36705	"Cluster: Os09g0566100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os09g0566100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IZJ8		0	CHR09V5|COORD:22572226..22565971|protein expressed protein	LOC_Os09g39270.1	no description	not assigned.unknown	35_2

CUST_3170_PI403524517	2	0.15686607	-0.20378876	-0.067456245	-0.03368759	0.033688545	0.0902977	35_862	"Cluster: Enhancer of polycomb-like protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Enhancer of polycomb-like protein - Oryza sativa (japonica cultivar"	UniRef90_Q6EPR2	0	0	CHR09V5|COORD:6259438..6250862|protein enhancer of polycomb-like protein, putative, expressed	LOC_Os09g11270.1	no description	not assigned.unknown	35_2

CUST_13808_PI399408534	2	0.17760849	0.022922516	0.10474205	-0.0684433	-0.022922516	-0.16040993	35_11216	"Cluster: Os06g0303700 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os06g0303700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DCP7	CHR5V7|COORD:16443111..16444877| myb family transcription factor	AT5G41020.1	CHR06V5|COORD:11452024..11460167|protein myb-like DNA-binding domain containing protein, expressed	LOC_Os06g19980.1	no descriptionweakly similar to ( 125)AT5G41020| Symbols:  | myb family transcription factor | chr5:16443111-16444877 REVERSEnot assigned	RNA.regulation of transcription.MYB domain transcription factor family	27_3_25

CUST_39032_PI403524517	2	0.27652264	0.30153656	0.063902855	-0.063902855	-0.12943792	-0.41900396	35_11227	Rep: Meiotic recombination 11 - Aegilops tauschii (Tausch's goatgrass) (Aegilops squarrosa)	UniRef90_Q4GX57	"CHR5V7|COORD:22049928..22054975| MRE11 (MEIOTIC RECOMBINATION 11); protein serine/threonine phosphatase"	AT5G54260.1	CHR04V5|COORD:32123521..32129380|protein double-strand break repair protein MRE11, putative, expressed	LOC_Os04g54340.1	"no descriptionmoderately similar to ( 302)AT5G54260| Symbols: MRE11 | MRE11 (MEIOTIC RECOMBINATION 11); protein serine/threonine phosphatase | chr5:22049928-22054975 FORWARDnot assigned SbcD"	DNA.synthesis/chromatin structure	28_1

CUST_43148_PI403524517	2	0.03622532	-0.1670351	-0.1596508	-0.03622532	0.20008087	0.062496185	35_12391	Rep: Hypothetical protein - Anaeromyxobacter sp. Fw109-5	UniRef90_A1I5N1	CHR1V7|COORD:6978101..6985306| family II extracellular lipase, putative	AT1G20130.1	CHR08V5|COORD:395077..393302|protein vegetative cell wall protein gp1 precursor, putative, expressed	LOC_Os08g01690.1	no description	not assigned.unknown	35_2

CUST_135845_PI403524517	2	-0.23064804	-0.4860592	0.2453003	0.04151535	-0.008501053	0.008501053	35_38099	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_73537_PI403524517	2	0.05356407	0.35764408	-0.053565025	-0.25140762	-0.11285877	0.14929962	35_21088	"Cluster: Hypothetical protein OJ1212_B02.4; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1212_B02.4 - Oryza sativa (japonica cultivar"	UniRef90_Q60EP5	"CHR4V7|COORD:499497..500831| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G07730.1); similar to Os04g0539100 [Oryza sativa (japonica cultivar-grou"	AT4G01170.1	CHR05V5|COORD:20665685..20669702|protein expressed protein	LOC_Os05g34920.1	"no descriptionvery weakly similar to (57.4)AT4G01170| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G07730.1); similar to Os04g0539100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001053436.1); similar to Os05g0423200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001055589.1); similar to Os04g0221000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001052267.1) | chr4:499497-500831 FORWARD"	not assigned.unknown	35_2

CUST_13011_PI404877155	2	0.039621353	-0.08928585	-0.012972832	0.012971878	0.119345665	-0.016571045	Contig6736_at	ran GTPase-activating protein [imported] - alfalfa gb|AAF19528.1| Ran GTPase activating protein [Medicago sativa subsp. x varia]	T52063	RAN GTPase activating protein 2 (RanGAP2)	At5g19320.1	protein ran GTPase-activating protein [imported] - alfalfa	Os05g46560	RAN GTPase activating protein 2	signalling.G-proteins	30_5

CUST_7622_PI404877155	2	0.037611008	0.02235508	-0.12255764	-0.069556236	-0.022354126	0.049124718	Contig22231_at	putative tRNA modification GTPase trmE [Oryza sativa (japonica cultivar-group)]	BAC98601.1	tRNA modification GTPase, putative	At1g78010.1	protein tRNA modification GTPase TrmE	Os08g31460	tRNA modification GTPase, putative, similar to tRNA modification GTPase trmE (strain PCC 7120, Anabaena sp.) SWISS-PROT:Q8YN91	signalling.G-proteins	30_5

CUST_5269_PI403524517	2	-0.095187664	0.7417178	0.06516361	-0.06516361	-0.37602758	0.6418958	35_1456	"Cluster: OSJNBa0004N05.21 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0004N05.21 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XPY7	"CHR1V7|COORD:22839117..22842109| BGLU46; hydrolase, hydrolyzing O-glycosyl compounds"	AT1G61820.1	CHR04V5|COORD:25425512..25421175|protein beta-glucosidase, chloroplast precursor, putative, expressed	LOC_Os04g43360.1	" no descriptionhighly similar to ( 535)AT1G61820| Symbols: BGLU46 | BGLU46; hydrolase, hydrolyzing O-glycosyl compounds | chr1:22840372-22842109 FORWARDmoderately similar to ( 386)BGLC_MAIZEBeta-glucosidase, chloroplast precursor - Zea mays (Maize)not assigned Glyco_hydro_1 BglB celA arb PRK09852 "	misc.gluco-, galacto- and mannosidases	26_3

CUST_14444_PI403524517	2	0.058175087	0.5589142	-0.027510643	-0.20712376	-0.21636581	0.027511597	35_4150	Rep: Protein At5g04290 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q3E9M3	CHR5V7|COORD:1196070..1202654| KOW domain-containing transcription factor family protein	AT5G04290.1	CHR05V5|COORD:24923430..24931846|protein NOWA1 protein, putative, expressed	LOC_Os05g43060.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Atrophin-1 Extensin_2 Tymo_45kd_70kd PRK12678 DUF1421 eIF-4B	not assigned.unknown	35_2

CUST_33257_PI399408534	2	-0.073215485	0.073215485	0.15643787	-0.14647198	0.26160622	-0.23844051	35_16677	"Cluster: Putative JD1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative JD1 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5Z801	CHR2V7|COORD:18822144..18825456| calcineurin B subunit-related	AT2G45670.1	CHR06V5|COORD:30121821..30127016|protein JD1, putative, expressed	LOC_Os06g49790.1	no descriptionmoderately similar to ( 345)AT2G45670| Symbols:  | calcineurin B subunit-related | chr2:18824154-18825456 REVERSEnot assigned not assigned not assigned PlsC PlsC Acyltransferase	signalling.calcium	30_3

CUST_86581_PI403524517	2	0.045845985	0.266881	0.04044342	-0.1884079	-0.18226433	-0.04044342	35_24796	"Cluster: Putative aspartate transaminase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative aspartate transaminase - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6EUS6	CHR2V7|COORD:13186089..13188763| ASP1 (ASPARTATE AMINOTRANSFERASE 1)	AT2G30970.1	CHR02V5|COORD:7706618..7711597|protein aspartate aminotransferase, mitochondrial precursor, putative, expressed	LOC_Os02g14110.1	no descriptionvery weakly similar to (97.1)AT2G30970| Symbols: ASP1 | ASP1 (ASPARTATE AMINOTRANSFERASE 1) | chr2:13186089-13188763 FORWARDvery weakly similar to (68.6)AATC_ORYSAnot assigned not assigned TyrB PRK09257 Aminotran_1_2	amino acid metabolism.synthesis.central amino acid metabolism.aspartate.aspartate aminotransferase	13_1_1_2_1

CUST_19322_PI399408534	2	0.04411888	-0.27545166	-0.16617393	0.04763317	-0.04411888	0.099378586	35_6357	"Cluster: Hypothetical protein P0498C03.39-1; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0498C03.39-1 - Oryza sativa (japonica cultiv"	UniRef90_Q5VP89	"CHR3V7|COORD:10783513..10785576| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G58100.1); similar to Os06g0584200 [Oryza sativa (japonica"	AT3G28720.1	CHR06V5|COORD:22835857..22838543|protein expressed protein	LOC_Os06g38550.1	"no descriptionmoderately similar to ( 456)AT3G28720| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G58100.1); similar to Os06g0584200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001057947.1); similar to Os06g0585200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001057949.1); similar to hypothetical protein DDBDRAFT_0205878 [Dictyostelium discoideum AX4] (GB:XP_641416.1) | chr3:10783513-10785576 FORWARD"	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_17923_PI403524517	2	-0.23108959	-0.4148674	0.07167721	0.13398933	0.048620224	-0.048621178	35_5173	"Cluster: Putative polysialic acid capsule expression protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative polysialic acid capsule expression prote"	UniRef90_Q6ET44	CHR3V7|COORD:20257564..20258788| sugar isomerase (SIS) domain-containing protein / CBS domain-containing protein	AT3G54690.1	CHR02V5|COORD:3179627..3182788|protein expressed protein	LOC_Os02g06360.1	no descriptionmoderately similar to ( 437)AT3G54690| Symbols:  | sugar isomerase (SIS) domain-containing protein / CBS domain-containing protein | chr3:20257564-20258788 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned gutQ PRK10892 GutQ CBS_pair_KpsF_GutQ_assoc RpiR CBS CBS_pair_NTP_transferase_assoc CBS_pair CBS_pair_10 COG0517 SIS CBS_pair_CAP-ED_DUF294_PBI_assoc2 Tymo_45kd_70kd CBS_pair_CAP-ED_DUF294_PBI_assoc AgaS PRK07764 PRK12323 DUF566 CBS_pair_9 PRK07003 COG2905 CBS_pair_SpoIVFB_EriC_assoc2 CBS_pair_3 CBS_pair_30 APC_basic TT_ORF1 PRK11302 Herpes_BLLF1 AF-4 HPC2 PRK12678 CBS_pair_EriC_assoc_bac_arch Atrophin-1	minor CHO metabolism.others	3_5

CUST_25882_PI399408534	2	-0.38343525	0.19415236	0.44153833	-0.038310528	-0.99986696	0.03831005	35_3498	Rep: WRKY transcription factor 7 - Oryza sativa (Rice)	UniRef90_Q20DQ1	"CHR5V7|COORD:9147179..9148131| WRKY50 (WRKY DNA-binding protein 50); transcription factor"	AT5G26170.1	CHR05V5|COORD:26599203..26600939|protein OsWRKY7 - Superfamily of rice TFs having WRKY and zinc finger domains, expressed	LOC_Os05g46020.1	"no descriptionweakly similar to ( 109)AT5G64810| Symbols: WRKY51 | WRKY51 (WRKY DNA-binding protein 51); transcription factor | chr5:25925641-25926913 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned WRKY PRK07764 PRK07003 TT_ORF1"	RNA.regulation of transcription.WRKY domain transcription factor family	27_3_32

CUST_28471_PI403524517	2	-0.047982216	0.30041504	0.14358807	-0.21191788	0.04798317	-0.22412395	35_8227	"Cluster: Putative membrane protein; n=1; Emiliania huxleyi virus 86|Rep: Putative membrane protein - Emiliania huxleyi virus 86"	UniRef90_Q4A2B5	CHR4V7|COORD:7758606..7760888| leucine-rich repeat family protein / extensin family protein	AT4G13340.1	CHR11V5|COORD:2928581..2929758|protein vegetative cell wall protein gp1 precursor, putative, expressed	LOC_Os11g06150.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Extensin_2 Atrophin-1 GRASP55_65 DUF1421 Tymo_45kd_70kd	not assigned.unknown	35_2

CUST_132622_PI403524517	2	0.084979534	-0.035136223	-0.13380289	0.082941055	-0.07974911	0.035136223	35_37243	"Cluster: Os12g0567000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os12g0567000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IMI7	"CHR3V7|COORD:2911674..2914416| Identical to UNC93-like protein [Arabidopsis Thaliana] (GB:Q94AA1;GB:Q67XL1;GB:Q67Y57;GB:Q9SF56); similar to"	AT3G09470.2	CHR12V5|COORD:23272653..23269146|protein UNC93 homolog A, putative	LOC_Os12g37920.1	" no descriptionvery weakly similar to (91.7)AT3G09470| Symbols:  | Identical to UNC93-like protein [Arabidopsis Thaliana] (GB:Q94AA1;GB:Q67XL1;GB:Q67Y57;GB:Q9SF56); similar to Protein of unknown function DUF895, eukaryotic [Medicago truncatula] (GB:ABE82090.1); contains InterPro domain Protein of unknown function DUF895, eukaryotic; (InterPro:IPR010291) | chr3:2911674-2914416 REVERSEnot assigned "	not assigned.unknown	35_2

CUST_176758_PI403524517	2	-0.043480873	-0.06455374	0.19219112	0.53845835	0.043480396	-0.4033618	35_49180	"Cluster: Os07g0549900 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os07g0549900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D5M3	CHR5V7|COORD:24068875..24069186| histone H4	AT5G59690.1	CHR10V5|COORD:20690219..20689571|protein histone H4, putative, expressed	LOC_Os10g39410.1	no descriptionvery weakly similar to (72.0)AT5G59970| Symbols:  | histone H4 | chr5:24163578-24163889 REVERSEvery weakly similar to (72.0)H4_PEAHistone H4 - Pisum sativum (Garden pea)not assigned H4	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_32046_PI399408534	2	0.033208847	0.11740017	-0.19112396	-0.14584541	-0.033208847	0.04921341	35_3212	"Cluster: GL2-type homeobox genes; n=2; Oryza sativa (japonica cultivar-group)|Rep: GL2-type homeobox genes - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6EPF0	"CHR3V7|COORD:22641744..22645850| HDG1 (HOMEODOMAIN GLABROUS1); DNA binding / transcription factor"	AT3G61150.1	CHR02V5|COORD:27489045..27481996|protein homeobox protein FWA, putative, expressed	LOC_Os02g45250.1	"no descriptionmoderately similar to ( 414)AT3G61150| Symbols: HDG1 | HDG1 (HOMEODOMAIN GLABROUS1); DNA binding / transcription factor | chr3:22641744-22645850 FORWARD"	RNA.regulation of transcription.HB,Homeobox transcription factor family	27_3_22

CUST_28155_PI403524517	2	0.07583046	-0.07583046	-0.2650919	0.097605705	0.17129898	-0.21425343	35_8139	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10ND8	CHR3V7|COORD:8063070..8064482| leucine-rich repeat family protein / extensin family protein	AT3G22800.1	CHR03V5|COORD:9136936..9136640|protein expressed protein	LOC_Os03g16600.1	 no descriptionvery weakly similar to (62.0)AT2G39705| Symbols: RTFL8, DVL11 | DVL11/RTFL8 (ROTUNDIFOLIA LIKE 8) | chr2:16564116-16564379 FORWARD	not assigned.unknown	35_2

CUST_76964_PI403524517	2	0.045858383	0.9347439	0.0012817383	-0.01352787	-0.07925415	-0.001282692	35_22060	"Cluster: Hypothetical protein OJ1579_G03.15; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1579_G03.15 - Oryza sativa (japonica cultiv"	UniRef90_Q65X68	CHR5V7|COORD:1079304..1079731| similar to Os05g0496000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001055935.1)	AT5G04000.1	CHR05V5|COORD:24291769..24293631|protein expressed protein	LOC_Os05g41620.1	no descriptionvery weakly similar to (92.8)AT5G04000| Symbols:  | similar to Os05g0496000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001055935.1) | chr5:1079304-1079731 REVERSE	not assigned.unknown	35_2

CUST_155787_PI403524517	2	0.085784435	-0.085784435	0.99505186	-0.27982092	0.1568594	-0.65065145	35_43514	Rep: B0518A01.5 protein - Oryza sativa (Rice)	UniRef90_Q259U9	CHR1V7|COORD:7964191..7966211| proton-dependent oligopeptide transport (POT) family protein	AT1G22540.1	CHR04V5|COORD:35140982..35144446|protein POT family protein, expressed	LOC_Os04g59480.1	no descriptionvery weakly similar to (53.1)AT1G72130| Symbols:  | proton-dependent oligopeptide transport (POT) family protein | chr1:27141425-27142885 FORWARDnot assigned	transport.peptides and oligopeptides	34_13

CUST_5887_PI403524517	2	-0.008583069	-0.03587532	-0.029520035	0.014665604	0.0085811615	0.032655716	35_1626	"Cluster: Nucleosome assembly protein 1-like protein 1; n=2; Oryza sativa|Rep: Nucleosome assembly protein 1-like protein 1 - Oryza sativa (Rice)"	UniRef90_Q70Z21	"CHR2V7|COORD:8445683..8448122| NAP1;2 (NUCLEOSOME ASSEMBLY PROTEIN1;2); DNA binding"	AT2G19480.1	CHR06V5|COORD:2557016..2561243|protein expressed protein	LOC_Os06g05660.5	"no descriptionvery weakly similar to (71.2)AT2G19480| Symbols: NAP1;2 | NAP1;2 (NUCLEOSOME ASSEMBLY PROTEIN1;2) | chr2:8445683-8448122 FORWARDnot assigned not assigned not assigned not assigned NAP Nucleoplasmin PRK02363 RpoE Rtt106"	DNA.synthesis/chromatin structure	28_1

CUST_26294_PI399408534	2	-0.014335632	0.45329952	0.13002014	-0.1740284	-0.11077213	0.014335632	35_27191	"Cluster: Hypothetical protein OSJNBa0013M12.24; n=3; Oryza sativa|Rep: Hypothetical protein OSJNBa0013M12.24 - Oryza sativa (Rice)"	UniRef90_Q9FRE5	CHR5V7|COORD:14658864..14659617| zinc finger (HIT type) family protein	AT5G37055.1	CHR03V5|COORD:14403433..14406673|protein zinc finger HIT domain-containing protein 1, putative, expressed	LOC_Os03g25260.1	no descriptionvery weakly similar to (94.0)AT5G37055| Symbols:  | zinc finger (HIT type) family protein | chr5:14658864-14659617 REVERSE	RNA.regulation of transcription.unclassified	27_3_99

CUST_72940_PI403524517	2	0.2813244	-0.010474205	-0.06039238	0.007920265	0.031888008	-0.007920265	35_20912	"Cluster: Putative pentatricopeptide (PPR) repeat-containing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative pentatricopeptide (PPR) repeat-co"	UniRef90_Q6ZKI7	CHR5V7|COORD:20538015..20540206| pentatricopeptide (PPR) repeat-containing protein	AT5G50390.1	CHR08V5|COORD:2148255..2150812|protein CRR2, putative	LOC_Os08g04400.1	no descriptionmoderately similar to ( 362)AT5G50390| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr5:20538015-20540206 REVERSEvery weakly similar to (56.6)RF1_ORYSA	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_978_PI404877155	2	0.0048131943	-0.06745052	-0.017033577	0.16052246	0.09315109	-0.004814148	Contig10987_s_at	zinc finger (C2H2 type) family protein [Arabidopsis thaliana] gb|AAD12706.2| expressed protein [Arabidopsis thaliana] dbj|BAC43494.1| unknow	NP_565271.1	zinc finger (C2H2 type) family protein	At2g01650.1	protein UBX domain, putative	Os09g23690	0	RNA.regulation of transcription.unclassified	27_3_99

CUST_35074_PI403524517	2	0.25954437	0.6408777	-0.15045404	0.15045404	-0.5867324	-0.43158913	35_10113	"Cluster: Hypothetical protein OSJNBb0018H10.29; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0018H10.29 - Oryza sativa (japonica"	UniRef90_Q6YW00	"CHR1V7|COORD:6410711..6414261| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G74160.1); similar to expressed protein [Oryza sativa (japonica"	AT1G18620.1	CHR07V5|COORD:24667629..24662473|protein expressed protein	LOC_Os07g41200.1	no description	not assigned.unknown	35_2

CUST_104037_PI403524517	2	-0.22984838	-1.0503402	-0.5493207	0.42170238	0.40652275	0.22984791	35_29654	"Cluster: Putative ZmEBE-1 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ZmEBE-1 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5VQM6	"CHR1V7|COORD:26601338..26603551| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G10750.1); similar to unknown protein [Arabidopsis thaliana]"	AT1G70550.2	CHR05V5|COORD:4164005..4157916|protein carboxyl-terminal proteinase, putative, expressed	LOC_Os05g07764.2	" no descriptionweakly similar to ( 138)AT1G70550| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G10750.1); similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G23340.2); similar to putative carboxyl-terminal proteinase [Gossypium hirsutum] (GB:AAK84952.2); contains InterPro domain Protein of unknown function DUF239, plant; (InterPro:IPR004314) | chr1:26601173-26603551 FORWARDDUF239 "	not assigned.unknown	35_2

CUST_42623_PI403524517	2	0.1390152	-0.5044651	-0.041095734	-0.027524948	0.027524948	0.20448399	35_12245	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QPB4	0	0	CHR12V5|COORD:21296696..21303604|protein expressed protein	LOC_Os12g35060.4	no description	not assigned.unknown	35_2

CUST_76493_PI403524517	2	0.12326622	-0.48132896	-0.034196854	-0.032029152	0.032030106	0.042676926	35_21931	"Cluster: Putative nucleoporin p58; nucleoporin p45; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative nucleoporin p58; nucleoporin p45 - Oryza sativa"	UniRef90_Q67UZ2	CHR4V7|COORD:6927082..6927673| unknown protein	AT4G11385.1	CHR09V5|COORD:17013364..17007657|protein nucleoporin p58/p45, putative, expressed	LOC_Os09g28019.2	no description	not assigned.unknown	35_2

CUST_43740_PI403524517	2	0.32614708	0.13763046	0.106903076	-0.14294338	-0.57181215	-0.106903076	35_12552	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_16481_PI403524517	2	0.01573944	0.33564568	-0.015738487	-0.14668274	-0.18333149	0.07875347	35_4759	"Cluster: Putative choline kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative choline kinase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5VRY8	CHR1V7|COORD:27944853..27946564| choline kinase, putative	AT1G74320.1	CHR01V5|COORD:4391956..4394240|protein choline/ethanolamine kinase, putative, expressed	LOC_Os01g08760.1	 no descriptionmoderately similar to ( 377)AT1G74320| Symbols:  | choline kinase, putative | chr1:27944853-27946564 FORWARDnot assigned not assigned Choline_kinase ycfN APH COG2334 	lipid metabolism.Phospholipid synthesis.choline kinase	11_3_2

CUST_92621_PI403524517	2	-1.6847281	-2.9295824	0.40522432	0.35848618	-0.35848618	3.4420686	35_26483	"Cluster: Cytochrome P450 71C4, putative; n=2; Oryza sativa (japonica cultivar-group)|Rep: Cytochrome P450 71C4, putative - Oryza sativa (japonica cultivar-group"	UniRef90_Q2R4L5	"CHR5V7|COORD:23215920..23217499| CYP71B10 (cytochrome P450, family 71, subfamily B, polypeptide 10); oxygen binding"	AT5G57260.1	CHR11V5|COORD:15628866..15627698|protein cytochrome P450 71C4, putative	LOC_Os11g28060.1	" no descriptionmoderately similar to ( 214)AT5G57260| Symbols: CYP71B10 | CYP71B10 (cytochrome P450, family 71, subfamily B, polypeptide 10); oxygen binding | chr5:23215920-23217499 REVERSEmoderately similar to ( 290)C71C4_MAIZECytochrome P450 71C4 - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned p450 CypX "	misc.cytochrome P450	26_10

CUST_22180_PI403524517	2	-0.2463522	-0.2886076	0.6700821	0.11679363	0.3145132	-0.11679363	35_6445	"Cluster: Lectin receptor kinase 7, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Lectin receptor kinase 7, putative, expressed - Oryza s"	UniRef90_Q10EC2	CHR4V7|COORD:1064363..1066372| lectin protein kinase, putative	AT4G02420.1	CHR07V5|COORD:1631553..1629523|protein lectin-like receptor kinase 7, putative	LOC_Os07g03900.1	 no descriptionweakly similar to ( 148)AT4G02420| Symbols:  | lectin protein kinase, putative | chr4:1064363-1066372 REVERSEvery weakly similar to (65.9)PSKR_DAUCAPhytosulfokine receptor precursor - Daucus carota (Carrot)not assigned Pkinase S_TKc 	misc.myrosinases-lectin-jacalin	26_16

CUST_89923_PI403524517	2	0.27280903	-0.041986465	0.064450264	0.041986465	-0.069625854	-0.06748867	35_25724	"Cluster: CDNA FLJ46115 fis, clone TESTI2037085; n=2; Homo sapiens|Rep: CDNA FLJ46115 fis, clone TESTI2037085 - Homo sapiens (Human)"	UniRef90_Q6ZRT7	CHR2V7|COORD:8049464..8052090| cupin family protein	AT2G18540.1	CHR09V5|COORD:18280422..18287451|protein expressed protein	LOC_Os09g30070.1	no descriptionnot assigned not assigned not assigned not assigned not assigned TT_ORF1 Protamine_P1 rRNA_processing	not assigned.unknown	35_2

CUST_17265_PI403524517	2	0.120004654	-0.1395235	-0.022177696	0.022177696	-0.04449272	0.055599213	35_4989	"Cluster: Putative ribophorin II; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ribophorin II - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5N7W3	CHR4V7|COORD:11278656..11283609| ribophorin II (RPN2) family protein	AT4G21150.1	CHR01V5|COORD:40022812..40030056|protein dolichyl-diphosphooligosaccharide--protein glycosyltransferase 63 kDasubunit precursor, putative,	LOC_Os01g68324.2	no descriptionweakly similar to ( 197)AT4G21150| Symbols:  | ribophorin II (RPN2) family protein | chr4:11278656-11283609 FORWARDnot assigned Ribophorin_II	not assigned.no ontology	35_1

CUST_87511_PI403524517	2	0.077558994	0.10390091	-0.07755947	-0.42955208	-0.19999886	2.3481693	35_25053	0	0	CHR3V7|COORD:8063070..8064482| leucine-rich repeat family protein / extensin family protein	AT3G22800.1	0	0	no description	not assigned.unknown	35_2

CUST_170985_PI403524517	2	0.068330765	0.018514633	-0.08533287	-0.12934971	-0.018515587	0.16761208	35_47626	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_18891_PI403524517	2	0.014548302	0.39944744	0.06594086	-0.26121807	-0.13306904	-0.014547348	35_5473	"Cluster: Glycine-rich RNA-binding protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Glycine-rich RNA-binding protein-like - Oryza sativa (japonica"	UniRef90_Q7XI13	CHR5V7|COORD:1192462..1195414| glycine-rich RNA-binding protein	AT5G04280.1	CHR07V5|COORD:4661043..4657218|protein glycine-rich RNA-binding protein 7, putative, expressed	LOC_Os07g08960.1	no descriptionweakly similar to ( 155)AT5G04280| Symbols:  | glycine-rich RNA-binding protein | chr5:1192462-1195414 FORWARDvery weakly similar to (99.4)GRP2_SORBIGlycine-rich RNA-binding protein 2 - Sorghum bicolor (Sorghum) (Sorghum vulgare)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned RRM RRM_1 COG0724 Plasmodium_HRP	RNA.RNA binding	27_4

CUST_27001_PI399408534	2	0.2036047	0.43835068	0.06506109	-0.29999733	-0.46693468	-0.065060616	35_38675	"Cluster: Hypothetical protein P0481F05.12; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0481F05.12 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6ZDS2	CHR1V7|COORD:7881703..7883407| MBD8 (methyl-CpG-binding domain 8)	AT1G22310.1	CHR09V5|COORD:18089863..18084524|protein expressed protein	LOC_Os09g29750.1	no descriptionvery weakly similar to (72.0)AT1G22310| Symbols: MBD8 | MBD8 (methyl-CpG-binding domain 8) | chr1:7881703-7883633 REVERSE	RNA.regulation of transcription.Methyl binding domain proteins	27_3_59

CUST_8598_PI404877155	2	-0.74553156	-0.8471775	0.27102566	0.08756113	0.5125866	-0.08756113	Contig25386_at	putative peptide transporter protein [Hordeum vulgare subsp. vulgare]	CAD42636.1	proton-dependent oligopeptide transport (POT) family protein	At5g01180.1	protein POT family, putative	Os02g47090	proton-dependent oligopeptide transport (POT) family protein, contains Pfam profile: PF00854 POT family	transport.peptides and oligopeptides	34_13

CUST_67604_PI403524517	2	-0.012891769	-0.53698826	-0.025977135	0.012892723	0.14264584	0.1852274	35_19311	"Cluster: FLK, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: FLK, putative, expressed - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QMN6	"CHR3V7|COORD:1250768..1254278| FLK (FLOWERING LOCUS KH DOMAIN); nucleic acid binding"	AT3G04610.1	CHR03V5|COORD:23879871..23888496|protein nucleic acid binding protein, putative, expressed	LOC_Os03g42900.1	"no descriptionmoderately similar to ( 400)AT3G04610| Symbols: FLK | FLK (FLOWERING LOCUS KH DOMAIN); nucleic acid binding | chr3:1250768-1254278 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PCBP_like_KH KH-I KH KH_1"	RNA.RNA binding	27_4

CUST_6970_PI403524517	2	-0.050987244	0.14639091	0.10261631	-2.1171474	-0.026349068	0.026348114	35_1931	"Cluster: NifU-like domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: NifU-like domain containing protein, expressed - Oryza"	UniRef90_Q10MC1	CHR4V7|COORD:842265..843388| NFU1 (NFU domain protein 1)	AT4G01940.1	CHR03V5|COORD:11250670..11252043|protein NFU3, putative, expressed	LOC_Os03g20010.1	 no descriptionmoderately similar to ( 201)AT4G01940| Symbols: ATCNFU1, NFU1 | NFU1 (NFU domain protein 1) | chr4:842265-843388 REVERSEvery weakly similar to (75.9)NIFU1_ORYSAnot assigned NifU COG0694 	protein assembly and cofactor ligation	29_8

CUST_35593_PI403524517	2	-0.06876469	0.48563862	0.30246544	-3.2503653	-0.104623795	0.06876469	35_10264	Rep: Os01g0767900 protein - Oryza sativa (japonica cultivar-group)	UniRef90_Q0JJ01	"CHR4V7|COORD:10696276..10698253| NPR4 (NPR1-LIKE PROTEIN 4); protein binding"	AT4G19660.1	CHR01V5|COORD:32694531..32698664|protein regulatory protein NPR1, putative, expressed	LOC_Os01g56200.1	"no descriptionmoderately similar to ( 246)AT4G19660| Symbols: NPR4 | NPR4 (NPR1-LIKE PROTEIN 4); protein binding | chr4:10696276-10698253 REVERSEnot assigned ANK"	cell.organisation	31_1

CUST_23401_PI399408534	2	0.09448624	-0.29148674	-0.07221317	-2.2546778	0.07221317	0.13636684	35_3553	Rep: Auxin-responsive protein IAA5 - Oryza sativa (Rice)	UniRef90_Q59AF3	"CHR2V7|COORD:9644216..9645539| IAA8 (indoleacetic acid-induced protein 8); transcription factor"	AT2G22670.1	CHR01V5|COORD:28104354..28107826|protein OsIAA5 - Auxin-responsive Aux/IAA gene family member, expressed	LOC_Os01g48444.1	no descriptionweakly similar to ( 186)AT2G22670| Symbols: IAA8 | IAA8 (indoleacetic acid-induced protein 8) | chr2:9644216-9645539 FORWARDmoderately similar to ( 291)IAA5_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned AUX_IAA Extensin_2 PRK12323 PRK07764 DUF1421 Atrophin-1 Pneumo_att_G Tymo_45kd_70kd HPC2 PRK07003 PRK09169 Herpes_UL56 Drf_FH1 PRK05648 Gag_spuma Totivirus_coat AF-4 IER	hormone metabolism.auxin.induced-regulated-responsive-activated	17_2_3

CUST_29664_PI403524517	2	3.9577484E-4	-3.9577484E-4	0.19686174	-0.11195183	0.23730183	-0.23473215	35_8567	"Cluster: Putative CRK1 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative CRK1 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ZCC7	CHR1V7|COORD:3108619..3111320| protein kinase family protein	AT1G09600.1	CHR08V5|COORD:661212..655821|protein transposon protein, putative, unclassified, expressed	LOC_Os08g02050.1	no descriptionmoderately similar to ( 281)AT1G09600| Symbols:  | protein kinase family protein | chr1:3108619-3111320 FORWARDweakly similar to ( 112)CDC22_MEDSACell division control protein 2 homolog 2 - Medicago sativa (Alfalfa)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase Pkinase_Tyr SPS1 PTKc TyrKc PTKc_Jak_rpt2 PTKc_Src_like PTKc_EphR PTKc_Tyk2_rpt2 PTKc_Lck_Blk PTKc_EphR_A PTKc_Trk PTKc_Fes_like PTKc_Jak2_Jak3_rpt2 PTKc_Itk PTKc_EphR_B PTKc_Jak1_rpt2 PTKc_Ack_like PTKc_FAK PTKc_Fes PTKc_Abl PTKc_Srm_Brk PTKc_Frk_like PTKc_EGFR_like PTKc_Fyn_Yrk PTKc_Src PTKc_Hck PTKc_DDR2	protein.postranslational modification	29_4

CUST_121819_PI403524517	2	0.19055939	-0.07130623	-0.06854725	0.20812511	-0.101802826	0.068546295	35_34395	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_14815_PI403524517	2	0.10391712	-0.09107685	-0.007648468	0.10969639	0.0076494217	-0.064878464	35_4265	"Cluster: Os01g0271400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0271400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JNQ7	CHR4V7|COORD:9586759..9589316| ATP-dependent Clp protease proteolytic subunit, putative	AT4G17040.1	CHR01V5|COORD:9379961..9375642|protein ATP-dependent Clp protease proteolytic subunit-like, putative, expressed	LOC_Os01g16530.1	 no descriptionmoderately similar to ( 347)AT4G17040| Symbols:  | ATP-dependent Clp protease proteolytic subunit, putative | chr4:9586759-9589316 REVERSEweakly similar to ( 124)CLPP_CHLVUATP-dependent Clp protease proteolytic subunit - Chlorella vulgaris (Green alga)not assigned not assigned not assigned not assigned not assigned not assigned PRK12552 clpP ClpP CLP_protease PRK12553 clpP PRK12551 PRK07764 Extensin_2 PRK12323 	protein.degradation	29_5

CUST_126187_PI403524517	2	0.16837025	-0.36400795	0.01987362	-0.01987362	0.22194481	-0.19925404	35_35523	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_11110_PI403524517	2	0.021778107	0.24690819	-0.13417435	0.14659405	-0.021778107	-0.023368835	35_3141	"Cluster: Putative cholinephosphate cytidylyltransferase; n=2; Oryza sativa|Rep: Putative cholinephosphate cytidylyltransferase - Oryza sativa"	UniRef90_Q9FRQ1	CHR4V7|COORD:8637790..8639371| cholinephosphate cytidylyltransferase, putative / phosphorylcholine transferase, putative / CTP:phosphocholine	AT4G15130.1	CHR10V5|COORD:22752607..22749771|protein choline-phosphate cytidylyltransferase B, putative, expressed	LOC_Os10g42790.1	 no descriptionmoderately similar to ( 391)AT4G15130| Symbols:  | cholinephosphate cytidylyltransferase, putative / phosphorylcholine transferase, putative / CTP:phosphocholine cytidylyltransferase, putative | chr4:8637790-8639371 FORWARDnot assigned not assigned CCT cytidylyltransferase TagD ECT cytidylyltransferase_like CTP_transf_2 G3P_Cytidylyltransferase RfaE_N nt_trans PRK07003 DUF566 	lipid metabolism.Phospholipid synthesis.choline-phosphate cytidylyltransferase	11_3_6

CUST_19130_PI403524517	2	-0.083067894	0.12358189	0.03707409	-0.020458221	0.016287804	-0.016287804	35_5545	Rep: Os10g0565100 protein - Oryza sativa (japonica cultivar-group)	UniRef90_Q0IVL1	"CHR1V7|COORD:411883..413426| LOL3 (LSD ONE LIKE 3); caspase/ cysteine-type endopeptidase"	AT1G02170.1	CHR10V5|COORD:21986320..21994138|protein ICE-like protease p20 domain containing protein, expressed	LOC_Os10g41534.1	" no descriptionmoderately similar to ( 494)AT1G02170| Symbols: ATMCPB1, MCP1B, AMC1, LOL3 | LOL3 (LSD ONE LIKE 3); caspase/ cysteine-type endopeptidase | chr1:411883-413426 FORWARDnot assigned not assigned Peptidase_C14 zf-LSD1 PRK07764 "	protein.degradation	29_5

CUST_104361_PI403524517	2	-0.114118576	0.6334286	0.22283745	0.05689478	-0.38116264	-0.056895256	35_29743	"Cluster: Hypothetical protein; n=1; Roseiflexus castenholzii DSM 13941|Rep: Hypothetical protein - Roseiflexus castenholzii DSM 13941"	UniRef90_A0IIE4	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	CHR03V5|COORD:9014390..9007824|protein serine/arginine repetitive matrix protein 1, putative, expressed	LOC_Os03g16369.2	no description	not assigned.unknown	35_2

CUST_63970_PI403524517	2	0.42139578	-0.08824921	-0.32141447	0.08824968	-0.11374092	0.4525528	35_18271	"Cluster: Putative cytochrome P450; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative cytochrome P450 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K915	"CHR1V7|COORD:8699738..8701306| CYP86C1 (cytochrome P450, family 86, subfamily C, polypeptide 1); oxygen binding"	AT1G24540.1	CHR02V5|COORD:23149010..23146820|protein cytochrome P450 94A2, putative, expressed	LOC_Os02g38290.2	" no descriptionmoderately similar to ( 237)AT1G24540| Symbols: CYP86C1 | CYP86C1 (cytochrome P450, family 86, subfamily C, polypeptide 1); oxygen binding | chr1:8699738-8701306 FORWARDweakly similar to ( 103)C72A1_CATROCytochrome P450 72A1 - Catharanthus roseus (Rosy periwinkle) (Madagascar periwinkle)not assigned not assigned not assigned not assigned not assigned not assigned p450 CypX PRK12678 "	misc.cytochrome P450	26_10

CUST_35439_PI403524517	2	0.14430428	-0.088540554	0.088540554	-0.5523796	-0.4824481	2.0226235	35_10219	"Cluster: Hypothetical protein B1136H02.23; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1136H02.23 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6EPW8	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	CHR02V5|COORD:19718014..19718866|protein expressed protein	LOC_Os02g33170.1	no description	not assigned.unknown	35_2

CUST_5291_PI399408534	2	0.12105179	0.122971535	-0.06360769	-0.10467672	-0.30630302	0.06360817	35_44861	"Cluster: Putative glucose inhibited division protein A; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative glucose inhibited division protein A - Oryza s"	UniRef90_Q5JN40	CHR2V7|COORD:5600352..5605378| glucose-inhibited division family A protein	AT2G13440.1	CHR01V5|COORD:42662602..42656094|protein tRNA uridine 5-carboxymethylaminomethyl modification enzyme gidA, putative, expressed	LOC_Os01g72980.2	no descriptionvery weakly similar to (62.4)AT2G13440| Symbols:  | glucose-inhibited division family A protein | chr2:5600352-5605378 REVERSEPRK05192 GidA	signalling.in sugar and nutrient physiology	30_1

CUST_94795_PI403524517	2	0.052717686	-0.111312866	0.03508711	-0.035087585	-0.3775177	0.46805573	35_27094	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_4286_PI404877155	2	0.22337341	-0.03002739	0.040849686	-0.038686752	-0.10135555	0.030028343	Contig15176_at	probable ABC-type transport protein T23J7.90 - Arabidopsis thaliana emb|CAB41859.1| ABC transporter-like protein [Arabidopsis thaliana]	T07715	ABC transporter family protein	At3g47780.1	protein probable ABC-type transport protein T23J7.110 - Arabidopsis thaliana	Os06g38950	ABC transporter family protein, probable transport protein ABC-C, Homo sapiens, PIR2:S71363	transport.ABC transporters and multidrug resistance systems	34_16

CUST_39940_PI403524517	2	0.09708643	0.06993103	0.13995743	-0.26915503	-0.4053645	-0.06993103	35_11487	"Cluster: Putative RNA binding motif protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative RNA binding motif protein - Oryza sativa (japonica cultiv"	UniRef90_Q6ATR0	CHR1V7|COORD:11399903..11405702| actin binding	AT1G31810.1	CHR03V5|COORD:33833743..33838582|protein RNA-binding protein 8A, putative, expressed	LOC_Os03g59550.1	no descriptionnot assigned not assigned	not assigned.unknown	35_2

CUST_101866_PI403524517	2	0.51694345	0.83871937	0.30339384	-0.30339336	-0.42703295	-0.40962124	35_29062	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_30444_PI403524517	2	-0.018695354	0.18850422	0.018695354	0.029821396	-0.19217873	-0.20085764	35_8788	"Cluster: Os07g0110400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0110400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D927	CHR5V7|COORD:5047890..5057414| binding	AT5G15540.1	CHR07V5|COORD:573863..580491|protein expressed protein	LOC_Os07g01940.1	no descriptionmoderately similar to ( 314)AT5G15540| Symbols:  | binding | chr5:5047890-5057414 REVERSEnot assigned	not assigned.no ontology	35_1

CUST_139259_PI403524517	2	-0.032063484	-0.022845268	0.071829796	0.11205959	0.022846222	-0.17904568	35_39058	"Cluster: 50S ribosomal protein L27, chloroplast precursor; n=2; Oryza sativa|Rep: 50S ribosomal protein L27, chloroplast precursor - Oryza sativa (Rice)"	UniRef90_O65037	CHR5V7|COORD:16428094..16429073| 50S ribosomal protein L27, chloroplast, putative (RPL27)	AT5G40950.1	CHR01V5|COORD:40780678..40783528|protein 50S ribosomal protein L27, chloroplast precursor, putative, expressed	LOC_Os01g69950.1	 no descriptionmoderately similar to ( 238)AT5G40950| Symbols:  | 50S ribosomal protein L27, chloroplast, putative (RPL27) | chr5:16428094-16429073 FORWARDmoderately similar to ( 278)RK27_ORYSAnot assigned rpmA RpmA Ribosomal_L27 rpl27 	protein.synthesis.mito/plastid ribosomal protein.unknown	29_2_1_99

CUST_58558_PI403524517	2	-0.7214041	0.34721422	0.07013464	0.19908237	-0.44458866	-0.07013416	35_16704	"Cluster: Putative cytochrome P450-related protein; n=2; Oryza sativa|Rep: Putative cytochrome P450-related protein - Oryza sativa (Rice)"	UniRef90_Q9FRC3	"CHR2V7|COORD:19296535..19298610| CYP709B2 (cytochrome P450, family 709, subfamily B, polypeptide 2); oxygen binding"	AT2G46950.1	CHR03V5|COORD:14531818..14535607|protein cytochrome P450 72A1, putative, expressed	LOC_Os03g25480.1	" no descriptionmoderately similar to ( 479)AT2G46950| Symbols: CYP709B2 | CYP709B2 (cytochrome P450, family 709, subfamily B, polypeptide 2); oxygen binding | chr2:19296535-19298610 REVERSEmoderately similar to ( 368)C72A1_CATROCytochrome P450 72A1 - Catharanthus roseus (Rosy periwinkle) (Madagascar periwinkle)not assigned not assigned not assigned not assigned not assigned not assigned p450 CypX "	misc.cytochrome P450	26_10

CUST_171595_PI403524517	2	0.9106302	1.1136913	0.0059485435	-0.0059485435	-0.17807674	-0.21999836	35_47814	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_15531_PI404877155	2	0.17740822	0.06593609	0.07447624	-0.13807964	-0.06593704	-0.08434391	Contig9378_at	RAB7A [Lotus corniculatus var. japonicus]	CAA98168.1	Ras-related GTP-binding protein, putative	At4g09720.1	protein RAB7A	Os05g46000	putative RAB7A protein (GTP-binding protein)	signalling.G-proteins	30_5

CUST_20785_PI403524517	2	0.12356472	-0.14989662	-0.011915207	0.0012149811	-0.0012149811	0.029676437	35_6037	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_94722_PI403524517	2	0.025512218	0.3827572	0.23240471	-0.025511742	-0.15779209	-0.33910942	35_27075	"Cluster: Putative GDP-Mannose transporter; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative GDP-Mannose transporter - Oryza sativa (japonica cultivar-g"	UniRef90_Q6ZD70	CHR2|COORD:5694985..5697402| GDP-mannose transporter (GONST1), identical to GDP-mannose transporter SP:Q941R4 from (Arabidopsis thaliana)	AT2G13650.2	CHR08V5|COORD:360217..354808|protein GDP-mannose transporter, putative, expressed	LOC_Os08g01610.2	no descriptionvery weakly similar to (88.6)AT2G13650| Symbols: GONST1 | GONST1 (GOLGI NUCLEOTIDE SUGAR TRANSPORTER 1) | chr2:5695067-5697385 REVERSEnot assigned	transport.NDP-sugars at the ER	34_11

CUST_4743_PI403524517	2	0.072107315	2.8514862E-4	0.031507492	-2.8419495E-4	-0.007879257	-0.02372551	35_1308	"Cluster: Putative NADH-ubiquinone oxidoreductase 20 kDa subunit; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative NADH-ubiquinone oxidoreductase 20 kDa"	UniRef90_Q6I5H0	CHR5V7|COORD:3791149..3792930| NADH-ubiquinone oxidoreductase 20 kDa subunit, mitochondrial	AT5G11770.1	CHR01V5|COORD:30350659..30347764|protein NADH-ubiquinone oxidoreductase 20 kDa subunit, mitochondrial precursor, putative, expressed	LOC_Os01g52214.1	 no descriptionmoderately similar to ( 290)AT5G11770| Symbols:  | NADH-ubiquinone oxidoreductase 20 kDa subunit, mitochondrial | chr5:3791149-3792930 REVERSEmoderately similar to ( 290)NDUS7_BRAOLNADH-ubiquinone oxidoreductase 20 kDa subunit, mitochondrial precursor - Brassica oleracea (Wild cabbage)not assigned not assigned PRK06411 NuoB Oxidored_q6 COG3260 ndhK 	mitochondrial electron transport / ATP synthesis.NADH-DH.localisation not clear	9_1_2

CUST_119031_PI403524517	2	0.021698952	0.6180897	0.13628197	-0.021698475	-0.14491844	-0.06355953	35_33687	"Cluster: Rhomboid-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Rhomboid-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q67UY4	CHR1V7|COORD:8867144..8868932| rhomboid family protein	AT1G25290.1	CHR09V5|COORD:17058794..17061358|protein rhomboid-like protein, putative, expressed	LOC_Os09g28100.1	no descriptionweakly similar to ( 174)AT1G25290| Symbols:  | rhomboid family protein | chr1:8867144-8868932 FORWARDnot assigned not assigned Rhomboid COG0705	not assigned.no ontology	35_1

CUST_10129_PI403524517	2	0.19571209	-0.33330584	0.029892921	-0.029892921	-0.44591236	0.3899927	35_2860	"Cluster: RuBisCO large subunit-binding protein subunit beta, chloroplast precursor; n=3; core eudicotyledons|Rep: RuBisCO large subunit-binding protein subunit"	UniRef90_P08927	CHR3V7|COORD:4389692..4392631| chaperonin, putative	AT3G13470.1	CHR02V5|COORD:158674..163732|protein ruBisCO large subunit-binding protein subunit beta, chloroplast precursor, putative, expressed	LOC_Os02g01280.1	 no descriptionhighly similar to ( 913)AT3G13470| Symbols:  | chaperonin, putative | chr3:4389692-4392631 FORWARDhighly similar to ( 914)RUBB_PEARuBisCO large subunit-binding protein subunit beta, chloroplast precursor - Pisum sativum (Garden pea)not assigned not assigned not assigned not assigned not assigned not assigned not assigned groEL GroEL groEL groEL groEL groEL groEL GroL Cpn60_TCP1 chaperonin_type_I_II chaperonin_like cpn60 TCP1_alpha TCP1_delta TCP1_theta TCP1_zeta TCP1_eta TCP1_epsilon TCP1_beta TCP1_gamma 	protein.folding	29_6

CUST_146465_PI403524517	2	0.5391488	0.36010027	0.079306126	-0.079306126	-0.70061684	-0.12848091	35_40999	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_6896_PI404877155	2	-0.5356188	0.7564745	0.17085838	0.049324036	-0.5577984	-0.049324036	Contig20294_at	monosaccharide transporter [Glycine max]	CAD91336.1	sugar transporter, putative	At1g77210.1	protein probable monosaccharide transport protein T14N5.7 - Arabidopsis thaliana	Os09g15330	"sugar transporter, putative, similar to monosaccharide transporter PaMst-1 (Picea abies) GI:2258137, sugar carrier protein GI:169735 from (Ricinus communis), glucose transporter (Saccharum hybrid cultivar H65-7052) GI:347855; contains Pfam profile PF00083"	transporter.sugars	34_2

CUST_23530_PI403524517	2	-0.023709297	0.80661774	0.023708344	-0.16212368	-0.13562393	0.077459335	35_6840	"Cluster: Os07g0659700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os07g0659700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D3Y2	CHR3V7|COORD:20181861..20184303| SKIP5 (SKP1-INTERACTING PARTNER 5)	AT3G54480.1	0	0	 no descriptionmoderately similar to ( 214)AT3G54480| Symbols: SKP5, SKIP5 | SKIP5 (SKP1-INTERACTING PARTNER 5) | chr3:20183496-20184303 REVERSE	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_135512_PI403524517	2	0.17671442	0.10601616	-0.10601568	-0.20584917	-0.12861967	0.40476894	35_38010	Rep: OSJNBa0084A10.9 protein - Oryza sativa (Rice)	UniRef90_Q7XQP6		0	CHR04V5|COORD:21209402..21214557|protein Leucine Rich Repeat family protein, expressed	LOC_Os04g35210.1	no description	not assigned.unknown	35_2

CUST_17629_PI403524517	2	0.15610313	-0.3066225	0.009964943	-0.016147614	-0.009963989	0.05016136	35_5094	"Cluster: Expressed protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10NJ2	CHR5V7|COORD:23908028..23910845| myosin heavy chain-related	AT5G59210.1	CHR03V5|COORD:8874611..8871207|protein t-snare, putative, expressed	LOC_Os03g16120.1	no descriptionmoderately similar to ( 352)AT5G59210| Symbols:  | myosin heavy chain-related | chr5:23908028-23910845 REVERSEvery weakly similar to (51.2)MFP1_TOBACMAR-binding filament-like protein 1-1 - Nicotiana tabacum (Common tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Smc SbcC Myosin_tail_1 PRK11281 HOOK MAD PRK02224 Filament PRK03918 SCP-1 COG4372 COG4942 PRK12704 HCR GumC CALCOCO1 DUF869 COG1340 COG5022 COG4487 COG4717 Tropomyosin mukB EzrA PspA EzrA	cell.organisation	31_1

CUST_104718_PI403524517	2	-0.25578594	0.36437225	0.0061855316	0.0061855316	-0.006184578	-0.07191658	35_29837	"Cluster: Hypothetical protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XXQ8	"CHR3V7|COORD:2411622..2413316| APM2/PEX13 (ABERRANT PEROXISOME MORPHOLOGY 2); protein binding"	AT3G07560.1	CHR06V5|COORD:6818862..6815403|protein pro-resilin precursor, putative, expressed	LOC_Os06g12580.1	" no descriptionvery weakly similar to (52.0)AT1G11440| Symbols:  | similar to glycine-rich protein [Arabidopsis thaliana] (TAIR:AT3G29075.1); similar to Os06g0232000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001057224.1); similar to Stress protein DDR48 , related [Medicago truncatula] (GB:ABE86766.1) | chr1:3849418-3850509 FORWARD"	not assigned.unknown	35_2

CUST_97116_PI403524517	2	0.259902	0.16076946	0.012728691	-0.13729572	-0.38824654	-0.012728691	35_27737	"Cluster: Os01g0691600 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0691600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JK78	"CHR5V7|COORD:16568565..16573020| XPB1 (ARABIDOPSIS HOMOLOG OF XERODERMA PIGMENTOSUM COMPLEMENTATION GROUP B 1); ATP-dependent helicase"	AT5G41370.1	CHR01V5|COORD:28872431..28880674|protein DNA repair helicase XPB2, putative, expressed	LOC_Os01g49680.1	" no descriptionhighly similar to ( 530)AT5G41370| Symbols: ATXPB1, XPB1 | XPB1 (ARABIDOPSIS HOMOLOG OF XERODERMA PIGMENTOSUM COMPLEMENTATION GROUP B 1); ATP-dependent helicase | chr5:16568565-16573020 FORWARDnot assigned SSL2 DEXDc DEXHc DEAD "	DNA.repair	28_2

CUST_118742_PI403524517	2	0.07407713	0.062240124	-0.062240124	0.08272457	-0.5314288	-0.3536358	35_33612	"Cluster: Hypothetical protein T16O9.17; n=1; Arabidopsis thaliana|Rep: Hypothetical protein T16O9.17 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9C877	CHR1V7|COORD:12074105..12075969| sporulation protein-related	AT1G33290.1	CHR12V5|COORD:5688883..5683582|protein expressed protein	LOC_Os12g10640.1	no descriptionvery weakly similar to (84.0)AT1G33290| Symbols:  | sporulation protein-related | chr1:12074105-12075969 FORWARD	not assigned.no ontology	35_1

CUST_88239_PI403524517	2	-0.056185722	-0.0026693344	0.13578844	0.08382797	0.0026693344	-0.06341028	35_25263	"Cluster: OSJNBa0064M23.12 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0064M23.12 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XUN1	0	0	CHR04V5|COORD:29099365..29098117|protein RING-H2 finger protein ATL2L, putative, expressed	LOC_Os04g49160.1	no description	not assigned.unknown	35_2

CUST_40172_PI403524517	2	-9.870529E-5	9.8228455E-5	-0.07897663	-0.03682995	0.0010213852	0.1751337	35_11552	"Cluster: Hypothetical protein OSJNBa0019I19.51; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0019I19.51 - Oryza sativa (japonica"	UniRef90_Q67V13	"CHR1V7|COORD:23093908..23095194| HT1 (HIGH LEAF TEMPERATURE 1); kinase/ protein threonine/tyrosine kinase"	AT1G62400.1	CHR06V5|COORD:25866750..25869247|protein HT1 protein kinase, putative, expressed	LOC_Os06g43030.1	"no descriptionweakly similar to ( 173)AT1G62400| Symbols: HT1 | HT1 (HIGH LEAF TEMPERATURE 1); kinase/ protein threonine/tyrosine kinase | chr1:23093908-23095194 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pkinase_Tyr TyrKc PTKc PTKc_InsR_like S_TKc PTKc_Src_like PTK_CCK4 PTKc_Csk_like PTKc_Frk_like PTKc_Srm_Brk S_TKc PTKc_FAK PTKc_InsR PTKc_Lck_Blk PTKc_EphR PTKc_IGF-1R PTKc_Lyn PTKc_Syk_like PTKc_Src PTKc_Fyn_Yrk PTKc_Yes PTKc_Kit PTKc_c-ros Pkinase PTKc_Hck PTKc_Fes_like PTKc_Ack_like PTKc_Jak_rpt2 PTKc_Csk PTKc_Syk PTKc_FGFR4 PTKc_EphR_B PTKc_Abl PTKc_EphR_A2 PTKc_RET PTKc_FGFR PTKc_PDGFR PTK_Ryk PTKc_Chk PTKc_Fes PTKc_FGFR1 PTKc_Axl_like PTKc_Ror1 PTKc_Musk PTKc_EphR_A PTKc_FGFR3 PTKc_FGFR2 PTKc_EphR_A10 PTKc_CSF-1R PTKc_Fer PTKc_Met_Ron PTKc_Jak2_Jak3_rpt2 PTKc_Ror PTKc_VEGFR3 PTKc_ALK_LTK PTKc_Tyk2_rpt2 PTKc_PDGFR_alpha PTKc_Axl PTKc_VEGFR PTKc_EGFR_like PTKc_Tyro3 PTKc_Trk PTKc_DDR PTKc_Tec_like PTKc_Jak1_rpt2 PTKc_EGFR PTKc_Ror2 PTKc_Zap-70 PTKc_Tie1 PTKc_VEGFR2 PTKc_TrkA PTKc_HER2 PTKc_PDGFR_beta PTKc_Tie PTKc_HER4 PTKc_Tie2 PTKc_Tec_Rlk"	protein.postranslational modification	29_4

CUST_40162_PI403524517	2	0.114292145	0.14540958	-0.004631996	-0.03214836	0.00463295	-0.06429672	35_11549	Rep: B0403H10-OSIGBa0105A11.14 protein - Oryza sativa (Rice)	UniRef90_Q01HT4	CHR2V7|COORD:14169808..14171805| plastid developmental protein DAG, putative	AT2G33430.1	CHR04V5|COORD:30158201..30160451|protein DAG protein, chloroplast precursor, putative, expressed	LOC_Os04g51280.1	 no descriptionmoderately similar to ( 283)AT2G33430| Symbols:  | plastid developmental protein DAG, putative | chr2:14169808-14171805 FORWARDweakly similar to ( 142)DAG_ANTMADAG protein, chloroplast precursor - Antirrhinum majus (Garden snapdragon)	development.unspecified	33_99

CUST_13324_PI399408534	2	0.21786499	-0.0025129318	0.0025129318	-0.09697819	0.1234808	-0.026446342	35_11271	"Cluster: SET domain protein 123, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: SET domain protein 123, putative, expressed - Oryza sativ"	UniRef90_Q338E2	"CHR5V7|COORD:2033781..2036144| similar to SET domain-containing protein [Arabidopsis thaliana] (TAIR:AT2G19640.2); similar to SET domain protein 123"	AT5G06620.1	CHR10V5|COORD:13932440..13929734|protein SET domain protein 123, putative, expressed	LOC_Os10g27060.1	"no descriptionweakly similar to ( 184)AT5G06620| Symbols:  | similar to SET domain-containing protein [Arabidopsis thaliana] (TAIR:AT2G19640.2); similar to SET domain protein 123 [Zea mays] (GB:AAO12860.1); contains InterPro domain Nuclear protein SET; (InterPro:IPR001214) | chr5:2033781-2036144 FORWARDnot assigned SET"	not assigned.unknown	35_2

CUST_5141_PI404877155	2	0.33372402	-1.7498875	0.583344	-0.4469452	0.07289219	-0.07289219	Contig16606_at	unknown protein [Oryza sativa (japonica cultivar-group)] dbj|BAD09044.1| unknown protein [Oryza sativa (japonica cultivar-group)]	XP_479808.1	auxin-responsive protein, putative	At2g21210.1	protein Auxin responsive protein	Os08g02520	auxin-responsive protein, putative, auxin-inducible SAUR gene, Raphanus sativus,AB000708	hormone metabolism.auxin.induced-regulated-responsive-activated	17_2_3

CUST_7631_PI404877155	2	0.073758125	-0.25553656	0.19394255	-0.051650047	0.051650047	-0.24556017	Contig22330_at	putative hexose carrier protein HEX6 [Oryza sativa (japonica cultivar-group)] dbj|BAC24924.1| putative hexose carrier protein HEX6 [Oryza sa	NP_911116.1	sugar transporter, putative	At4g02050.1	protein Sugar transporter	Os11g38160	"sugar transporter, putative, similar to SP:Q10710 Sugar carrier protein A {Ricinus communis}, glucose transporter (Saccharum hybrid cultivar H65-7052) GI:347855; contains Pfam profile PF00083: major facilitator superfamily protein"	transporter.sugars	34_2

CUST_9265_PI403524517	2	0.30554104	-0.22505283	-0.04794693	0.30554104	0.047947884	-0.08138275	35_2606	Rep: At1g07010/F10K1_19 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q8RY10	CHR1V7|COORD:2152948..2154967| calcineurin-like phosphoesterase family protein	AT1G07010.1	CHR10V5|COORD:12822562..12819452|protein expressed protein	LOC_Os10g25430.1	no descriptionmoderately similar to ( 437)AT1G07010| Symbols:  | calcineurin-like phosphoesterase family protein | chr1:2152948-2154967 FORWARDnot assigned	misc.calcineurin-like phosphoesterase family protein	26_27

CUST_33652_PI399408534	2	-0.034224987	0.40465546	0.034225464	-0.12837744	0.0578537	-0.23931599	35_18801	"Cluster: LAs17 Binding protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: LAs17 Binding protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z4J7	CHR3V7|COORD:15218764..15220587| zinc finger (FYVE type) family protein	AT3G43230.1	CHR07V5|COORD:10062512..10066328|protein senescence-associated-like protein, putative, expressed	LOC_Os07g17130.1	no descriptionmoderately similar to ( 224)AT3G43230| Symbols:  | zinc finger (FYVE type) family protein | chr3:15218764-15220587 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned FYVE FYVE FYVE	RNA.regulation of transcription.unclassified	27_3_99

CUST_9131_PI404877155	2	-0.21846962	0.64388275	0.00212574	0.15532875	-0.05079651	-0.00212574	Contig2909_s_at	AT3g06760/F3E22_10 [Arabidopsis thaliana] gb|AAM91471.1| AT3g06760/F3E22_10 [Arabidopsis thaliana]	AAL67123.1	drought-responsive family protein	At5g26990.1	protein expressed protein	Os05g48800	gi|28393233|gb|AAO42046.1| unknown protein	stress.abiotic.drought/salt	20_2_3

CUST_87458_PI403524517	2	0.017631054	-0.12808037	0.11717701	0.04778719	-0.017631054	-0.08334494	35_25038	"Cluster: Hypothetical protein OSJNBa0096E22.2; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0096E22.2 - Oryza sativa (japonica cu"	UniRef90_Q8S614	"CHR3V7|COORD:18479281..18480381| similar to ATPP2-A10 (Phloem protein 2-A10) [Arabidopsis thaliana] (TAIR:AT1G10150.1); similar to hypothetical protein"	AT3G49790.1	CHR10V5|COORD:172684..171010|protein CF9, putative, expressed	LOC_Os10g01290.1	"no descriptionvery weakly similar to (61.2)AT3G49790| Symbols:  | similar to ATPP2-A10 (Phloem protein 2-A10) [Arabidopsis thaliana] (TAIR:AT1G10150.1); similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:AAT85053.1); similar to Os03g0769900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001051400.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:AAR87321.1); contains domain FAMILY NOT NAMED (PTHR21477); contains domain gb def: Hypothetical protein T16K5.140 (At3g49790) (PTHR21477:SF1) | chr3:18479281-18480381 REVERSE"	not assigned.unknown	35_2

CUST_32114_PI403524517	2	-0.04597664	0.03302574	0.21002674	0.10721588	-0.043328762	-0.033025265	35_9261	"Cluster: Os03g0188500 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os03g0188500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DUF6	CHR5V7|COORD:3277829..3278236| AGP4 (ARABINOGALACTAN-PROTEIN 4)	AT5G10430.1	CHR03V5|COORD:4614255..4614680|protein conserved hypothetical protein	LOC_Os03g08940.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 DUF1421 PRK07764 Extensin_2 PRK07003 Atrophin-1 PRK05648 Tymo_45kd_70kd PRK09111 F_actin_bind Drf_FH1 FAP	not assigned.unknown	35_2

CUST_18602_PI403524517	2	0.04340744	0.44700813	0.009979248	-0.012970924	-0.10709572	-0.009978294	35_5379	"Cluster: Hypothetical protein P0451C06.35; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0451C06.35 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5QNM4	CHR3V7|COORD:6736388..6738336| late embryogenesis abundant protein-related / LEA protein-related	AT3G19430.1	CHR01V5|COORD:5804786..5805445|protein expressed protein	LOC_Os01g10880.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_124081_PI403524517	2	0.070700645	-0.00687027	0.00687027	-0.058452606	-0.18057823	0.13833809	35_34981	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_83249_PI403524517	2	0.22298813	-0.3292799	0.005627632	-0.0056266785	-0.124017715	0.011829376	35_23871	"Cluster: RNA recognition motif family protein, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: RNA recognition motif family protein, expressed - Ory"	UniRef90_Q2QZ01	CHR5V7|COORD:564330..565774| RNA and export factor-binding protein, putative	AT5G02530.1	CHR11V5|COORD:2948..6483|protein RNA and export factor-binding protein 2, putative, expressed	LOC_Os11g01020.1	 no descriptionvery weakly similar to (52.8)AT5G59950| Symbols:  | RNA and export factor-binding protein, putative | chr5:24157461-24158730 FORWARDnot assigned 	RNA.RNA binding	27_4

CUST_30681_PI403524517	2	0.10876274	0.051034927	-0.0045700073	-0.10264301	-0.0014801025	0.0014791489	35_8855	"Cluster: Fizzy-related protein, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Fizzy-related protein, putative, expressed - Oryza sativa"	UniRef90_Q10SH0	CHR4V7|COORD:12012754..12015674| signal transducer	AT4G22910.1	CHR03V5|COORD:1305742..1309555|protein fizzy-related protein, putative, expressed	LOC_Os03g03150.2	no descriptionhighly similar to ( 575)AT4G22910| Symbols:  | signal transducer | chr4:12012754-12015674 FORWARDvery weakly similar to (76.6)PF20_CHLREFlagellar WD repeat-containing protein Pf20 - Chlamydomonas reinhardtiinot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned WD40 COG2319	not assigned.no ontology	35_1

CUST_136876_PI403524517	2	0.0071029663	0.30199814	-0.00710392	-0.014668465	-0.07021332	0.020230293	35_38384	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10ES5	"CHR3V7|COORD:6797784..6801350| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G49890.1); similar to Protein of unknown function DUF566 [Medicago"	AT3G19570.2	CHR03V5|COORD:31492862..31497279|protein expressed protein	LOC_Os03g55470.1	"no descriptionweakly similar to ( 158)AT3G19570| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G49890.1); similar to Protein of unknown function DUF566 [Medicago truncatula] (GB:ABE79541.1); contains InterPro domain Protein of unknown function DUF566; (InterPro:IPR007573) | chr3:6797784-6801350 FORWARDDUF566"	not assigned.unknown	35_2

CUST_96161_PI403524517	2	0.07634163	-0.045316696	0.045316696	-0.047174454	0.08125782	-0.17276096	35_27473	"Cluster: Dihydrodipicolinate reductase family protein, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Dihydrodipicolinate reductase"	UniRef90_Q10P67	CHR3V7|COORD:22135474..22137468| dihydrodipicolinate reductase family protein	AT3G59890.1	CHR03V5|COORD:7650654..7655907|protein dihydrodipicolinate reductase, putative, expressed	LOC_Os03g14120.3	no descriptionweakly similar to ( 171)AT3G59890| Symbols:  | dihydrodipicolinate reductase family protein | chr3:22135474-22137468 REVERSEDapB_N PRK00048 DapB	amino acid metabolism.synthesis.aspartate family.lysine.dihydrodipicolinate reductase	13_1_3_5_2

CUST_3312_PI403524517	2	-0.23218918	0.07759857	0.25078583	0.027181625	-0.027181625	-0.25100136	35_904	Rep: CI2C - Hordeum vulgare (Barley)	UniRef90_Q8LLA7	CHR2V7|COORD:16243624..16244128| protease inhibitor, putative	AT2G38870.1	CHR12V5|COORD:22160429..22159864|protein subtilisin-chymotrypsin inhibitor CI-1B, putative, expressed	LOC_Os12g36210.1	 no descriptionvery weakly similar to (54.3)AT2G38870| Symbols:  | protease inhibitor, putative | chr2:16243624-16244128 REVERSEvery weakly similar to (80.9)ICI2_HORVUSubtilisin-chymotrypsin inhibitor-2A - Hordeum vulgare (Barley)potato_inhibit 	stress.biotic	20_1

CUST_3417_PI404877155	2	0.11145878	-0.9323764	-0.3053589	0.18952751	0.12710476	-0.11145878	Contig1388_at	GAD1 [Hordeum vulgare]	AAP46640.1	glutamate decarboxylase, putative	At2g02000.1	protein glutamate decarboxylase	Os08g36320	NONE	amino acid metabolism.synthesis.central amino acid metabolism.GABA	13_1_1_1

CUST_32663_PI399408534	2	0.28118277	-0.28033495	0.039818764	0.13270426	-0.039818287	-0.059423447	35_11812	"Cluster: Helicase conserved C-terminal domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Helicase conserved C-terminal"	UniRef90_Q10D00	CHR4V7|COORD:8496346..8499824| ATSUV3 (embryo sac development arrest 15)	AT4G14790.1	CHR03V5|COORD:30639638..30630093|protein ATP-dependent RNA helicase SUV3, mitochondrial precursor, putative, expressed	LOC_Os03g53500.1	 no descriptionvery weakly similar to (81.6)AT4G14790| Symbols: EDA15, ATSUV3 | ATSUV3 (embryo sac development arrest 15) | chr4:8496346-8499824 REVERSEnot assigned 	RNA.processing	27_1

CUST_2110_PI403524517	2	0.006084442	0.017974854	-0.0065670013	-0.03994751	0.017974854	-0.006082535	35_559	"Cluster: OSJNBa0070C17.20 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0070C17.20 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XLC9	"CHR5V7|COORD:8008254..8009333| RPS11-BETA (RIBOSOMAL PROTEIN S11-BETA); structural constituent of ribosome"	AT5G23740.1	CHR08V5|COORD:6240805..6237605|protein 40S ribosomal protein S11, putative, expressed	LOC_Os08g10608.1	"no descriptionmoderately similar to ( 278)AT3G48930| Symbols: EMB1080 | EMB1080 (EMBRYO DEFECTIVE 1080); structural constituent of ribosome | chr3:18152002-18153174 REVERSEmoderately similar to ( 286)RS11_MAIZE40S ribosomal protein S11 - Zea mays (Maize)not assigned not assigned rps17p Ribosomal_S17 RpsQ rpsQ"	protein.synthesis.misc ribososomal protein	29_2_2

CUST_2960_PI404877155	2	-0.008280754	0.2921543	-0.026906967	-0.046840668	0.05210972	0.008281708	Contig13387_at	hypothetical protein [Oryza sativa]	AAK38491.1	leucine-rich repeat family protein / extensin family protein	At4g18670.1	protein expressed protein	Os03g50110	1.1_bZIP   T00782 TAF(II) 135,	RNA.regulation of transcription.GeBP like	27_3_49

CUST_52961_PI403524517	2	0.10419083	-0.56333065	-0.118652344	-0.0116939545	0.063251495	0.011694908	35_15080	"Cluster: Ubiquitin-activating enzyme E1 1; n=2; Triticum aestivum|Rep: Ubiquitin-activating enzyme E1 1 - Triticum aestivum (Wheat)"	UniRef90_P20973	"CHR2V7|COORD:12859709..12864446| ATUBA1 (Arabidopsis thaliana ubiquitin-activating enzyme 1); ubiquitin activating enzyme"	AT2G30110.1	CHR12V5|COORD:317602..312152|protein ubiquitin-activating enzyme E1 2, putative, expressed	LOC_Os12g01520.3	" no descriptionhighly similar to ( 677)AT2G30110| Symbols: MOS5, ATUBA1 | ATUBA1 (Arabidopsis thaliana ubiquitin-activating enzyme 1); ubiquitin activating enzyme | chr2:12859709-12864446 REVERSEhighly similar to ( 783)UBE12_WHEATUbiquitin-activating enzyme E1 2 - Triticum aestivum (Wheat)not assigned not assigned Ube1_repeat2 UBA_e1_C UBACT Uba2_SUMO E1-2_like "	protein.degradation.ubiquitin.E1	29_5_11_2

CUST_99760_PI403524517	2	0.010959625	0.059799194	0.069410324	-0.22788525	-0.3744278	-0.010958672	35_28478	"Cluster: Os01g0337600 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os01g0337600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JN25	CHR3V7|COORD:2105914..2113142| binding / hydrogen ion transporting ATP synthase, rotational mechanism / hydrogen ion transporting ATPase, rotational mechanism	AT3G06670.1	CHR01V5|COORD:13244709..13228868|protein expressed protein	LOC_Os01g23590.1	 no descriptionweakly similar to ( 188)AT3G06670| Symbols:  | binding / hydrogen ion transporting ATP synthase, rotational mechanism / hydrogen ion transporting ATPase, rotational mechanism | chr3:2105914-2113142 REVERSEnot assigned 	not assigned.unknown	35_2

CUST_122161_PI403524517	2	1.5636997	0.05062294	-0.6738167	-0.5328293	1.0942307	-0.05062294	35_34482	Rep: Endonuclease reverse transcriptase - Bos taurus (Bovine)	UniRef90_Q1L835		0	0	0	no description	not assigned.unknown	35_2

CUST_102458_PI403524517	2	0.58854914	0.4918518	0.122396946	-0.12239742	-0.46529198	-0.38043165	35_29228	"Cluster: Os01g0103700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0103700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JRF6	CHR4V7|COORD:10854800..10859340| EMB1895 (EMBRYO DEFECTIVE 1895)	AT4G20060.1	CHR01V5|COORD:187838..193089|protein expressed protein	LOC_Os01g01380.1	no descriptionvery weakly similar to (70.9)AT4G20060| Symbols: EMB1895 | EMB1895 (EMBRYO DEFECTIVE 1895) | chr4:10854800-10859340 REVERSE	not assigned.unknown	35_2

CUST_103851_PI403524517	2	0.29435825	-0.25114346	-0.5526619	0.45141983	0.055294037	-0.055293083	35_29606	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_7261_PI399408534	2	0.0065073967	-0.004542351	0.09591007	-0.09109354	-0.59658384	0.0045428276	35_1938	"Cluster: Os09g0434100 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0434100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J1K1	CHR3V7|COORD:15221020..15225428| ARID/BRIGHT DNA-binding domain-containing protein	AT3G43240.1	CHR09V5|COORD:15942745..15935943|protein DNA binding protein, putative, expressed	LOC_Os09g26390.3	no descriptionmoderately similar to ( 244)AT3G43240| Symbols:  | ARID/BRIGHT DNA-binding domain-containing protein | chr3:15221020-15225428 REVERSEvery weakly similar to (83.2)KDSA_PEA2-dehydro-3-deoxyphosphooctonate aldolase - Pisum sativum (Garden pea)not assigned PRK05198 KdsA DAHP_synth_1 PRK12457	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_1503_PI403524517	2	0.5274658	-0.47674084	-0.81919765	0.8339567	0.47674084	-0.83808804	35_396	"Cluster: Chlorophyll a-b binding protein of LHCII type III, chloroplast precursor; n=1; Hordeum vulgare|Rep: Chlorophyll a-b binding protein of LHCII"	UniRef90_P27523	CHR5V7|COORD:22055650..22056609| LHCB3 (LIGHT-HARVESTING CHLOROPHYLL BINDING PROTEIN 3)	AT5G54270.1	CHR07V5|COORD:22485740..22487072|protein chlorophyll a-b binding protein of LHCII type III, chloroplast precursor, putative, expressed	LOC_Os07g37550.1	 no descriptionmoderately similar to ( 468)AT5G54270| Symbols: LHCB3*1, LHCB3 | LHCB3 (LIGHT-HARVESTING CHLOROPHYLL BINDING PROTEIN 3) | chr5:22055650-22056609 FORWARDhighly similar to ( 532)CB23_HORVUChlorophyll a-b binding protein of LHCII type III, chloroplast precursor - Hordeum vulgare (Barley)not assigned Chloroa_b-bind 	PS.lightreaction.photosystem II.LHC-II	1_1_1_1

CUST_12329_PI399408534	2	0.044053078	-0.19800472	0.108447075	-0.0011339188	-0.040141106	0.0011339188	35_37471	"Cluster: Auxin-induced protein PCNT115, putative, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Auxin-induced protein PCNT115, putative, expressed"	UniRef90_Q338B1	CHR1V7|COORD:22361992..22363747| aldo/keto reductase family protein	AT1G60730.1	CHR10V5|COORD:14402113..14407215|protein auxin-induced protein PCNT115, putative, expressed	LOC_Os10g28320.1	no descriptionweakly similar to ( 120)AT1G60730| Symbols:  | aldo/keto reductase family protein | chr1:22362278-22363747 REVERSEvery weakly similar to (84.3)A115_TOBACAuxin-induced protein PCNT115 - Nicotiana tabacum (Common tobacco)not assigned Tas Aldo_ket_red ARA1 dkgB	hormone metabolism.auxin.induced-regulated-responsive-activated	17_2_3

CUST_58643_PI403524517	2	0.012704849	0.013742447	0.057750702	-0.012703896	-0.13644505	-0.017742157	35_16728	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53LJ8	0	0	CHR11V5|COORD:5323128..5320124|protein expressed protein	LOC_Os11g09940.1	no descriptionPeptidase_C1	not assigned.unknown	35_2

CUST_104505_PI403524517	2	0.009469032	0.28689003	-0.007845879	-0.004714012	0.004714966	-0.013858795	35_29781	"Cluster: Sec61beta family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Sec61beta family protein, expressed - Oryza sativa (japonica cult"	UniRef90_Q2RBP5	CHR5V7|COORD:24334816..24335145| sec61beta family protein	AT5G60460.1	CHR12V5|COORD:156023..155368|protein protein transport protein Sec61 beta subunit, putative, expressed	LOC_Os12g01260.1	no descriptionvery weakly similar to (75.5)AT5G60460| Symbols:  | sec61beta family protein | chr5:24334816-24335145 REVERSEnot assigned Sec61_beta	protein.targeting.secretory pathway.unspecified	29_3_4_99

CUST_7252_PI403524517	2	0.106809616	-0.57700825	-0.07639599	0.10815811	-0.079711914	0.076395035	35_2015	Rep: TOM7-like protein - Triticum aestivum (Wheat)	UniRef90_Q6DL92	CHR5V7|COORD:16686647..16686874| mitochondrial import receptor subunit TOM7 / translocase of outer membrane 7 kDa subunit (TOM7.1)	AT5G41685.1	CHR05V5|COORD:28952144..28952955|protein mitochondrial import receptor subunit TOM7-1, putative, expressed	LOC_Os05g50654.1	no descriptionvery weakly similar to (59.7)TOM7A_SOLTUMitochondrial import receptor subunit TOM7-1 - Solanum tuberosum (Potato)Tom7	not assigned.unknown	35_2

CUST_103816_PI403524517	2	0.01925087	-0.14457512	0.16509056	-0.12098217	0.07601452	-0.01925087	35_29597	"Cluster: Hypothetical protein OSJNBb0053D02.12; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0053D02.12 - Oryza sativa (japonica"	UniRef90_Q6AUF9	CHR4V7|COORD:16304643..16307508| zinc finger (C3HC4-type RING finger) family protein	AT4G34040.1	CHR05V5|COORD:28001848..28009156|protein C-terminal zinc-finger, putative, expressed	LOC_Os05g48970.1	no descriptionweakly similar to ( 104)AT4G34040| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr4:16304643-16307508 REVERSEnot assigned not assigned RING RING zf-C3HC4	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_5808_PI404877155	2	-0.53041077	0.30080223	0.0045461655	0.641592	-0.14471626	-0.004547119	Contig1786_s_at	P0683B11.27 [Oryza sativa (japonica cultivar-group)] dbj|BAB68048.1| P0480C01.8 [Oryza sativa (japonica cultivar-group)] dbj|BAB89838.1| P06	NP_916664.1	zinc finger (AN1-like) family protein	At1g12440.1	protein AN1-like Zinc finger, putative	Os01g52030	NONE	RNA.regulation of transcription.unclassified	27_3_99

CUST_68903_PI403524517	2	0.040366173	0.24939919	0.012161255	-0.05050087	-0.024539948	-0.012161255	35_19714	"Cluster: Vesicle tethering family protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Vesicle tethering family protein, putative, exp"	UniRef90_Q2QP84	CHR3V7|COORD:10195015..10200896| vesicle tethering family protein	AT3G27530.1	CHR12V5|COORD:21467391..21460372|protein protein transporter, putative, expressed	LOC_Os12g35360.1	no descriptionmoderately similar to ( 325)AT3G27530| Symbols:  | vesicle tethering family protein | chr3:10195015-10200896 REVERSEnot assigned Uso1_p115_C Smc	not assigned.no ontology	35_1

CUST_100629_PI403524517	2	0.24201298	0.0020780563	0.003877163	-0.0020780563	-0.019455433	-0.09335089	35_28720	"Cluster: Os09g0296400 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0296400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J2V3	CHR2V7|COORD:13368691..13371710| EMB1381 (EMBRYO DEFECTIVE 1381)	AT2G31340.1	CHR09V5|COORD:7165588..7170386|protein EMB1381, putative, expressed	LOC_Os09g12500.1	no descriptionmoderately similar to ( 216)AT2G31340| Symbols: EMB1381 | EMB1381 (EMBRYO DEFECTIVE 1381) | chr2:13368691-13371710 FORWARD	development.unspecified	33_99

CUST_35881_PI403524517	2	0.09294987	-0.10578537	-0.053419113	0.019849777	0.074668884	-0.019849777	35_10347	"Cluster: Hypothetical protein P0019A05.33; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0019A05.33 - Oryza sativa (japonica cultivar-g"	UniRef90_Q69SV6	"CHR2V7|COORD:14224437..14226119| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G44670.1); similar to Os06g0328800 [Oryza sativa (japonica"	AT2G33570.1	CHR06V5|COORD:12961845..12965526|protein expressed protein	LOC_Os06g22330.1	"no descriptionweakly similar to ( 120)AT2G33570| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G44670.1); similar to Os06g0328800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001057533.1); similar to Os02g0712500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001047907.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD72474.1); contains InterPro domain Protein of unknown function DUF23; (InterPro:IPR008166) | chr2:14224437-14226119 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Tymo_45kd_70kd PRK07764 PRK12323 PRK07003 Atrophin-1 FAP DUF1421 Extensin_2"	not assigned.unknown	35_2

CUST_69652_PI403524517	2	0.074884415	-0.3083458	0.013443947	0.076244354	-0.013442993	-0.044460297	35_19929	"Cluster: Os01g0639200 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0639200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JKZ0	CHR5V7|COORD:4740505..4743330| cinnamoyl-CoA reductase-related	AT5G14700.1	CHR01V5|COORD:25974072..25967568|protein dihydroflavonol-4-reductase, putative, expressed	LOC_Os01g45200.1	no descriptionweakly similar to ( 110)AT5G14700| Symbols:  | cinnamoyl-CoA reductase-related | chr5:4740505-4743330 REVERSEnot assigned	secondary metabolism.phenylpropanoids.lignin biosynthesis.CCR1	16_2_1_7

CUST_7207_PI403524517	2	0.063251495	-0.3794651	-0.09324455	0.054494858	-0.054494858	0.15388298	35_1999	"Cluster: Defender against cell death 1; n=5; Liliopsida|Rep: Defender against cell death 1 - Hordeum vulgare (Barley)"	UniRef90_Q9SME9	CHR1V7|COORD:11606027..11607632| ATDAD1 (DEFENDER AGAINST APOPTOTIC DEATH 1)	AT1G32210.1	CHR04V5|COORD:19410796..19413506|protein defender against cell death 1, putative, expressed	LOC_Os04g32550.1	no descriptionweakly similar to ( 187)AT1G32210| Symbols: ATDAD1 | ATDAD1 (DEFENDER AGAINST APOPTOTIC DEATH 1) | chr1:11606027-11607632 REVERSEmoderately similar to ( 220)DAD1_HORVUDefender against cell death 1 - Hordeum vulgare (Barley)not assigned DAD	stress.biotic	20_1

CUST_103634_PI403524517	2	0.083008766	-0.0057697296	-0.09124088	-0.039388657	0.005768776	0.055513382	35_29548	"Cluster: Protein kinase domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Protein kinase domain containing protein, express"	UniRef90_Q2QSC9	CHR1V7|COORD:18610731..18617762| ATP binding / binding / protein kinase/ protein serine/threonine kinase	AT1G50240.2	CHR12V5|COORD:14034695..14024035|protein expressed protein	LOC_Os12g24550.1	no descriptionweakly similar to ( 122)AT1G50240| Symbols:  | ATP binding / binding / protein kinase/ protein serine/threonine kinase | chr1:18610731-18617762 FORWARD	not assigned.no ontology.armadillo/beta-catenin repeat family protein	35_1_3

CUST_79978_PI403524517	2	-0.2586608	-0.13934517	0.117878914	0.070304394	0.04142046	-0.041419983	35_22936	"Cluster: OSJNBa0040D17.11 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0040D17.11 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XML6	CHR4V7|COORD:10275928..10278502| leucine-rich repeat family protein / extensin family protein	AT4G18670.1	CHR04V5|COORD:6436053..6434593|protein F-box domain containing protein, expressed	LOC_Os04g11790.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12678	not assigned.unknown	35_2

CUST_3195_PI404877155	2	-0.06946564	0.01139164	0.16347694	-0.08806896	0.11283398	-0.01139164	Contig13677_at	unnamed protein product [Arabidopsis thaliana]	BAB09328.1	expressed protein	At5g42570.1	protein hypothetical protein	Os06g26270	putative 33kDa oxygen evolvingprotein of photosystem II	PS.lightreaction.photosystem II.PSII polypeptide subunits	1_01_01_02

CUST_38532_PI403524517	2	-0.35581827	-1.8424692	0.6612253	0.6612253	0.33811474	-0.33811378	35_11086	Rep: Cytochrome P450 - Triticum aestivum (Wheat)	UniRef90_Q9AVM3	"CHR3V7|COORD:9599437..9601129| CYP71B24 (cytochrome P450, family 71, subfamily B, polypeptide 24); oxygen binding"	AT3G26230.1	CHR02V5|COORD:4740041..4743190|protein cytochrome P450 71D8, putative, expressed	LOC_Os02g09220.1	" no descriptionweakly similar to ( 114)AT3G26230| Symbols: CYP71B24 | CYP71B24 (cytochrome P450, family 71, subfamily B, polypeptide 24); oxygen binding | chr3:9599437-9601129 REVERSEweakly similar to ( 118)C71DB_LOTJACytochrome P450 71D11 - Lotus japonicusnot assigned not assigned not assigned not assigned not assigned p450 CypX "	misc.cytochrome P450	26_10

CUST_30696_PI399408534	2	-0.16051006	-0.21369743	0.38576698	0.16051006	0.47668076	-0.35912228	35_18932	"Cluster: OSJNBa0039C07.10 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0039C07.10 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XLG6	"CHR5V7|COORD:4272387..4274464| RAP2.6L (related to AP2 6L); DNA binding / transcription factor"	AT5G13330.1	CHR04V5|COORD:19464267..19467843|protein DNA binding protein, putative, expressed	LOC_Os04g32620.1	"no descriptionweakly similar to ( 118)AT5G13330| Symbols: RAP2.6L | RAP2.6L (related to AP2 6L); DNA binding / transcription factor | chr5:4272387-4274464 FORWARDvery weakly similar to (83.2)ERF1_ORYSAnot assigned not assigned AP2 AP2 AP2 Tymo_45kd_70kd KAR9 HPC2"	RNA.regulation of transcription.AP2/EREBP, APETALA2/Ethylene-responsive element binding protein family	27_3_3

CUST_79996_PI403524517	2	-0.0870142	0.17782688	0.037140846	-0.12151241	-0.037140846	0.07766533	35_22940	Rep: Heme oxygenase 2 - Sorghum bicolor (Sorghum) (Sorghum vulgare)	UniRef90_Q94FW8	"CHR2V7|COORD:11298662..11300504| HO2 (HEME OXYGENASE 2); heme oxygenase (decyclizing)"	AT2G26550.1	CHR03V5|COORD:15906196..15902635|protein heme oxygenase 2, putative, expressed	LOC_Os03g27770.2	"no descriptionweakly similar to ( 140)AT2G26550| Symbols: HO2 | HO2 (HEME OXYGENASE 2); heme oxygenase (decyclizing) | chr2:11298662-11300504 REVERSEnot assigned HemeO"	tetrapyrrole synthesis.heme oxygenase	19_21

CUST_33327_PI403524517	2	0.06733513	-0.017878532	0.012851715	-0.14445686	-0.012852669	0.4756317	35_9611	Rep: Replication factor C 110 kDa subunit - Oryza sativa (japonica cultivar-group)	UniRef90_Q84N08	CHR5V7|COORD:7280635..7287040| AAA-type ATPase family protein / BRCT domain-containing protein	AT5G22010.1	CHR11V5|COORD:20941735..20951594|protein replication factor C subunit 1, putative, expressed	LOC_Os11g36390.1	no descriptionweakly similar to ( 180)AT5G22010| Symbols:  | AAA-type ATPase family protein / BRCT domain-containing protein | chr5:7280635-7287040 REVERSEnot assigned RFC1	protein.degradation.AAA type	29_5_9

CUST_171105_PI403524517	2	0.11293936	0.104002476	-0.104002476	0.40087032	-0.26126146	-0.3147912	35_47661	"Cluster: Os10g0478500 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os10g0478500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IWY8	CHR3V7|COORD:5950246..5952130| meprin and TRAF homology domain-containing protein / MATH domain-containing protein	AT3G17380.1	CHR10V5|COORD:17627535..17615891|protein MATH domain containing protein	LOC_Os10g33830.1	no descriptionMATH	not assigned.unknown	35_2

CUST_2752_PI403524517	2	-0.07337761	-0.45931625	-0.06810284	0.06810188	0.16753387	0.06919289	35_751	"Cluster: UTP--glucose-1-phosphate uridylyltransferase; n=4; commelinids|Rep: UTP--glucose-1-phosphate uridylyltransferase - Hordeum"	UniRef90_Q43772	CHR5V7|COORD:5696957..5700847| UTP--glucose-1-phosphate uridylyltransferase, putative / UDP-glucose pyrophosphorylase, putative / UGPase, putative	AT5G17310.2	CHR09V5|COORD:21916838..21921944|protein UTP--glucose-1-phosphate uridylyltransferase, putative, expressed	LOC_Os09g38030.1	 no descriptionhighly similar to ( 716)AT5G17310| Symbols:  | UTP--glucose-1-phosphate uridylyltransferase, putative / UDP-glucose pyrophosphorylase, putative / UGPase, putative | chr5:5696957-5700847 REVERSEhighly similar to ( 838)UGPA_HORVUUTP--glucose-1-phosphate uridylyltransferase - Hordeum vulgare (Barley)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned UDPGP COG4284 Extensin_2 PRK12323 Atrophin-1 TT_ORF1 PRK07003 HPC2 	glycolysis.UGPase	4_1

CUST_10521_PI403524517	2	-1.2628856	1.9491844	-0.07858944	1.5179443	-1.386662	0.07858944	35_2969	"Cluster: Hypothetical protein 259I16.2b; n=1; Hordeum vulgare subsp. vulgare|Rep: Hypothetical protein 259I16.2b - Hordeum vulgare var. distichum (Two-rowed bar"	UniRef90_Q8SA52	CHR1V7|COORD:11774508..11775012| late embryogenesis abundant group 1 domain-containing protein / LEA group 1 domain-containing protein	AT1G32560.1	CHR06V5|COORD:592558..593234|protein seed maturation protein, putative, expressed	LOC_Os06g02040.1	no descriptionLEA_1	development.late embryogenesis abundant	33_2

CUST_89972_PI403524517	2	-0.057971954	1.1037855	0.057972908	-0.28764534	-0.41031742	0.09907246	35_25736	Rep: H0723C07.13 protein - Oryza sativa (Rice)	UniRef90_Q259N0	0	0	CHR04V5|COORD:34879643..34872938|protein ATP binding protein, putative, expressed	LOC_Os04g59000.1	no description	not assigned.unknown	35_2

CUST_75641_PI403524517	2	-0.7046652	-0.75583935	0.4241333	0.050541878	0.1810646	-0.05054283	35_21683	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_143012_PI403524517	2	0.30448675	0.3909669	-0.07563162	0.075632095	-0.68952465	-0.48479557	35_40075	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_104842_PI403524517	2	0.04830408	0.611043	-0.04830408	-0.98998165	0.23149824	-1.1611528	35_29872	"Cluster: Putative aspartic proteinase nepenthesin II; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative aspartic proteinase nepenthesin II - Oryza sativ"	UniRef90_Q8RVE6		0	CHR01V5|COORD:36596586..36594912|protein aspartic proteinase nepenthesin-2 precursor, putative, expressed	LOC_Os01g62630.1	no description	not assigned.unknown	35_2

CUST_75039_PI403524517	2	-1.7163701	1.3487091	-0.4188428	0.18469524	0.57978725	-0.18469524	35_21510	"Cluster: Putative subtilisin-like proteinase AIR3; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative subtilisin-like proteinase AIR3 - Oryza sativa (jap"	UniRef90_Q6H733	"CHR2V7|COORD:1401447..1407691| AIR3 (Auxin-Induced in Root cultures 3); subtilase"	AT2G04160.1	CHR02V5|COORD:5536941..5529943|protein subtilisin-like protease precursor, putative, expressed	LOC_Os02g10520.1	"no descriptionmoderately similar to ( 293)AT2G04160| Symbols: AIR3 | AIR3 (Auxin-Induced in Root cultures 3); subtilase | chr2:1401447-1407691 REVERSEnot assigned AprE Peptidase_S8"	protein.degradation.subtilases	29_5_1

CUST_18148_PI404877155	2	0.18579483	0.009503365	0.16230392	-3.4162889	-0.049071312	-0.009503365	HVSMEc0015H24f_at	0	0	0	0	0	0	photosystem II G protein	PS.lightreaction.photosystem II.PSII polypeptide subunits	1_01_01_02

CUST_10238_PI403524517	2	0.08918381	-1.0184355	-0.03300953	-1.2661524	0.07940483	0.033008575	35_2887	"Cluster: Cap-binding protein CBP20; n=1; Oryza sativa (japonica cultivar-group)|Rep: Cap-binding protein CBP20 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q84L14	"CHR5V7|COORD:17819289..17821102| CBP20 (CAP-BINDING PROTEIN 20); RNA binding"	AT5G44200.1	CHR02V5|COORD:24097624..24094209|protein nuclear cap-binding protein subunit 2, putative, expressed	LOC_Os02g39890.1	 no descriptionmoderately similar to ( 299)AT5G44200| Symbols: ATCBP20, CBP20 | CBP20 (CAP-BINDING PROTEIN 20) | chr5:17819289-17821102 REVERSEvery weakly similar to (55.8)ROC5_NICSY33 kDa ribonucleoprotein, chloroplast precursor - Nicotiana sylvestris (Wood tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG0724 RRM RRM_1 	RNA.RNA binding	27_4

CUST_17015_PI404877155	2	-0.002626419	0.26104927	-0.14121819	0.01910019	0.002626419	-0.05369377	HS07J06u_x_at	tonoplast intrinsic protein gamma - barley emb|CAA56553.1| gamma-TIP-like protein [Hordeum vulgare subsp. vulgare]	S47037	major intrinsic family protein / MIP family protein	At2g36830.1	protein tonoplast intrinsic protein, gamma (gamma tip) (aquaporin-tip)	Os03g05290	tonoplast intrinsic protein gamma	transport.Major Intrinsic Proteins.TIP	34_19_2

CUST_3484_PI403524517	2	0.12094116	-0.041841507	0.041840553	-0.135705	0.055336952	-0.22580719	35_950	"Cluster: Os02g0147700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os02g0147700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E3Y8	"CHR5V7|COORD:8432526..8436173| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G22795.1); similar to unknown protein [Oryza sativa (japonica"	AT5G24630.1	CHR02V5|COORD:2614245..2619025|protein expressed protein	LOC_Os02g05440.1	"no descriptionvery weakly similar to (55.5)AT5G24630| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G22795.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD13052.1); similar to Os02g0147700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001045886.1) | chr5:8432526-8436173 REVERSE"	not assigned.unknown	35_2

CUST_5895_PI403524517	2	0.059500694	-0.1660862	7.276535E-4	-7.276535E-4	0.0075826645	-0.08402538	35_1628	"Cluster: Probable L-ascorbate peroxidase 5, chloroplast precursor; n=4; Oryza sativa|Rep: Probable L-ascorbate peroxidase 5, chloroplast precursor - Oryza sativ"	UniRef90_P0C0L0	"CHR4V7|COORD:5314996..5317068| SAPX; L-ascorbate peroxidase"	AT4G08390.2	CHR12V5|COORD:3958804..3954967|protein OsAPx6 - Stromal Ascorbate Peroxidase encoding gene, expressed	LOC_Os12g07820.1	no descriptionmoderately similar to ( 468)AT4G08390| Symbols: SAPX | SAPX | chr4:5315068-5317068 FORWARDhighly similar to ( 548)APX6_ORYSAascorbate_peroxidase plant_peroxidase peroxidase KatG secretory_peroxidase catalase_peroxidase ligninase	redox.ascorbate and glutathione.ascorbate	21_2_1

CUST_153328_PI403524517	2	-1.96876	0.8491845	-0.72348404	0.44139957	0.9343047	-0.44140005	35_42853	"Cluster: Os09g0555100 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0555100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IZR3	"CHR2V7|COORD:1149472..1150452| ST (steroid sulfotransferase); sulfotransferase"	AT2G03760.1	CHR09V5|COORD:22013268..22014768|protein flavonol sulfotransferase-like, putative, expressed	LOC_Os09g38239.1	" no descriptionweakly similar to ( 113)AT2G03760| Symbols: RAR047, ST | ST (steroid sulfotransferase); sulfotransferase | chr2:1149472-1150452 REVERSEnot assigned Sulfotransfer_1 "	lipid metabolism.'exotics' (steroids, squalene etc)	11_8

CUST_64943_PI403524517	2	0.09919262	0.103406906	-0.042391777	-0.06553936	-0.0062656403	0.0062656403	35_18542	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10EK6	CHR3V7|COORD:6527087..6529056| clast3-related	AT3G18940.1	CHR03V5|COORD:31698135..31701915|protein tumor necrosis factor superfamily, member 5-induced protein 1, putative, expressed	LOC_Os03g55784.1	no descriptionmoderately similar to ( 312)AT3G18940| Symbols:  | clast3-related | chr3:6527087-6529056 REVERSEnot assigned not assigned not assigned TT_ORF1	not assigned.no ontology	35_1

CUST_62099_PI403524517	2	-4.5394897E-4	0.02413845	4.5394897E-4	-0.032227516	0.08264828	-0.063316345	35_17710	"Cluster: Inosine-5'-monophosphate dehydrogenase, putative, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Inosine-5'-monophosphate"	UniRef90_Q10CU7	CHR1V7|COORD:5590945..5592866| inosine-5'-monophosphate dehydrogenase, putative	AT1G16350.1	CHR03V5|COORD:32304678..32310210|protein inosine-5-monophosphate dehydrogenase 2, putative, expressed	LOC_Os03g56800.1	 no descriptionmoderately similar to ( 495)AT1G16350| Symbols:  | inosine-5'-monophosphate dehydrogenase, putative | chr1:5590945-5592866 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned IMPDH IMPDH PRK05567 PRK07807 PRK07107 PRK06843 PRK05096 PRK05458 PRK08649 GuaB CBS_pair_IMPDH_2 NPD_like COG2070 Atrophin-1 NPD TT_ORF1 TIM_phosphate_binding PRK12323 	nucleotide metabolism.synthesis.purine.IMP dehydrogenase	23_1_2_30

CUST_67977_PI403524517	2	0.16372728	-0.06535578	0.014698505	-0.014698505	-0.89628315	0.027983665	35_19421	"Cluster: GHMP kinase-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: GHMP kinase-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6YX79	"CHR4V7|COORD:9120887..9127668| ARA1 (ARABINOSE SENSITIVE 1); ATP binding / galactokinase"	AT4G16130.1	CHR02V5|COORD:2239525..2230652|protein ARA1, putative, expressed	LOC_Os02g04840.1	" no descriptionweakly similar to ( 183)AT4G16130| Symbols: ISA1, ATISA1, ARA1 | ARA1 (ARABINOSE SENSITIVE 1); ATP binding / galactokinase | chr4:9120887-9127668 FORWARD"	minor CHO metabolism.galactose.galactokinases	3_8_1

CUST_94705_PI403524517	2	-0.005592346	0.1253252	-0.12377739	0.0055913925	-0.017518044	0.008563995	35_27071	0	0	0	0	CHR05V5|COORD:16891953..16894985|protein CAAX prenyl protease 2, putative, expressed	LOC_Os05g28950.3	no description	not assigned.unknown	35_2

CUST_181885_PI403524517	2	-0.14761782	0.01860571	-0.12439394	-0.01860571	0.03499365	0.6324792	35_50567	"Cluster: Finger-containing phosphoinositide kinase-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: Finger-containing phosphoinositide kinase-like - Oryza"	UniRef90_Q652R9	CHR1V7|COORD:26786501..26792374| phosphatidylinositol-4-phosphate 5-kinase family protein	AT1G71010.1	CHR06V5|COORD:8324556..8316760|protein 1-phosphatidylinositol-4-phosphate 5-kinase/ zinc ion binding protein, putative, expressed	LOC_Os06g14750.1	no description	not assigned.unknown	35_2

CUST_7885_PI403524517	2	0.03598118	0.47945976	-0.07276344	0.20071602	-0.32364655	-0.03598118	35_2195	Rep: OSIGBa0092E09.6 protein - Oryza sativa (Rice)	UniRef90_Q01LJ2	CHR3V7|COORD:17998544..18000577| CBS domain-containing protein	AT3G48530.1	CHR04V5|COORD:18564673..18559518|protein AKIN gamma, putative, expressed	LOC_Os04g31340.1	no descriptionmoderately similar to ( 475)AT3G48530| Symbols: KING1 | CBS domain-containing protein | chr3:17998544-18000577 FORWARDnot assigned not assigned not assigned CBS_pair_29 CBS CBS_pair CBS_pair_14 CBS_pair_28 CBS_pair_IMPDH CBS_pair_9 COG0517 CBS_pair_18 CBS_pair_ACT_assoc2 CBS_pair_10 CBS_pair_20 COG2524 PRK05567 CBS_pair_11 CBS_pair_22 CBS_pair_ACT_assoc CBS CBS_pair_CorC_HlyC_assoc	not assigned.no ontology	35_1

CUST_28846_PI403524517	2	0.33861685	0.41888142	0.028727531	-0.053680897	-0.46657753	-0.028727055	35_8334	"Cluster: Putative microtubule-associated protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative microtubule-associated protein - Oryza sativa (japon"	UniRef90_Q84Z87	CHR5V7|COORD:23198314..23200931| microtubule-associated protein-related	AT5G57210.1	CHR08V5|COORD:25579971..25584798|protein microtubule-associated protein, putative, expressed	LOC_Os08g40620.2	no descriptionnot assigned	not assigned.unknown	35_2

CUST_76144_PI403524517	2	0.43046093	-0.6699238	-0.31506824	0.4825778	-0.05325699	0.053257465	35_21828	"Cluster: OSJNBa0005N02.2 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0005N02.2 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XUI7	0	0	CHR04V5|COORD:28189563..28196928|protein translation initiation factor IF-2, putative, expressed	LOC_Os04g47860.8	no description	not assigned.unknown	35_2

CUST_116_PI404877155	2	-0.40381527	0.09447098	0.17674446	0.15621376	-0.28067207	-0.094470024	baal21h16_s_at	calcium-dependent protein kinase (EC 2.7.1.-) 7 - maize dbj|BAA13232.1| Calcium-dependent protein kinase [Zea mays]	T03263	calcium-dependent protein kinase, putative / CDPK, putative	At4g35310.1	protein Protein kinase domain, putative	Os04g49510	calmodulin-domain protein kinase CDPK/OsCDPK7	signalling.calcium	30_3

CUST_67579_PI403524517	2	0.048239708	0.18091011	0.020750046	-0.12787056	-0.16567898	-0.020751	35_19305	"Cluster: Hypothetical protein OJ1171_H02.10; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1171_H02.10 - Oryza sativa (japonica cultiv"	UniRef90_Q6AVD3	"CHR5V7|COORD:6805805..6806732| similar to Os02g0299600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001046617.1); similar to Os05g0251500 [Oryza"	AT5G20165.1	0	0	"no descriptionweakly similar to ( 129)AT5G20165| Symbols:  | similar to Os02g0299600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001046617.1); similar to Os05g0251500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001055030.1); similar to CG14199-PA [Drosophila melanogaster] (GB:NP_652499.1); contains InterPro domain Protein of unknown function DUF1242; (InterPro:IPR009653) | chr5:6805872-6806732 REVERSEnot assigned DUF1242"	not assigned.unknown	35_2

CUST_9680_PI399408534	2	-0.02876091	0.02876091	-0.06770325	-0.06708717	0.06097603	0.06674862	35_1875	"Cluster: Hypothetical protein OSJNBb0048A17.7; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0048A17.7 - Oryza sativa (japonica cu"	UniRef90_Q94HA1	CHR3V7|COORD:8063070..8064482| leucine-rich repeat family protein / extensin family protein	AT3G22800.1	CHR03V5|COORD:31404574..31403789|protein gibberellin-regulated protein 2 precursor, putative, expressed	LOC_Os03g55290.1	no descriptionweakly similar to ( 102)AT2G39540| Symbols:  | gibberellin-regulated family protein | chr2:16507944-16508319 FORWARDGASA PRK07003	hormone metabolism.gibberelin.induced-regulated-responsive-activated	17_6_3

CUST_35860_PI403524517	2	0.1005497	0.32195663	-0.072896	-0.2263012	-0.20131207	0.072896	35_10340	"Cluster: Glutamic acid-rich protein-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Glutamic acid-rich protein-like protein - Oryza sativa (japon"	UniRef90_Q6Z1B4	0	0	CHR08V5|COORD:5447430..5445676|protein F-box domain containing protein	LOC_Os08g09410.1	no description	not assigned.unknown	35_2

CUST_56405_PI403524517	2	0.018363953	0.34671593	0.049033165	-0.115753174	-0.018363953	-0.018363953	35_16056	"Cluster: Os03g0254900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os03g0254900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DTD5	CHR3V7|COORD:2996407..2997840| zinc finger (C3HC4-type RING finger) family protein	AT3G09770.1	CHR03V5|COORD:8165836..8161300|protein zinc finger, RING-type, putative, expressed	LOC_Os03g15000.1	no descriptionmoderately similar to ( 372)AT3G09770| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr3:2996634-2997840 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned RING	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_18037_PI399408534	2	0.088246346	0.2264986	-0.014508247	-0.14327145	0.014509201	-0.16585445	35_9042	"Cluster: Putative DNA-binding protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative DNA-binding protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5JL31	CHR4V7|COORD:871268..872885| pentatricopeptide (PPR) repeat-containing protein	AT4G01990.1	CHR01V5|COORD:11065552..11061472|protein tetratricopeptide-like helical, putative, expressed	LOC_Os01g19490.1	no descriptionweakly similar to ( 157)AT4G01990| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr4:871268-872885 REVERSE	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_7569_PI403524517	2	0.18696308	0.1348114	-0.35436916	3.2043457E-4	-0.029417038	-3.194809E-4	35_2106	Rep: Actin-depolymerizing factor 5 - Oryza sativa (Rice)	UniRef90_Q10P87	"CHR2V7|COORD:7251799..7252549| ADF5 (ACTIN DEPOLYMERIZING FACTOR 5); actin binding"	AT2G16700.1	CHR03V5|COORD:7546827..7544375|protein actin-depolymerizing factor 5, putative, expressed	LOC_Os03g13950.1	"no descriptionmoderately similar to ( 208)AT2G16700| Symbols: ADF5 | ADF5 (ACTIN DEPOLYMERIZING FACTOR 5); actin binding | chr2:7251799-7252549 FORWARDweakly similar to ( 182)ADF_VITVIActin-depolymerizing factor - Vitis vinifera (Grape)not assigned not assigned ADF ADF Cofilin_ADF Tymo_45kd_70kd PRK12323"	cell.organisation	31_1

CUST_24385_PI399408534	2	-0.39712906	-0.43685627	0.6123123	0.047039032	0.23022461	-0.04703808	35_15241	Rep: Mitogen-activated protein kinase 3 - Oryza sativa (Rice)	UniRef90_Q6Z437	"CHR1V7|COORD:3349581..3350778| ATMPK1 (MITOGEN-ACTIVATED PROTEIN KINASE 1); MAP kinase/ kinase"	AT1G10210.2	CHR02V5|COORD:2646358..2642975|protein OsMPK14 - putative MAPK based on amino acid sequence homology, expressed	LOC_Os02g05480.2	" no descriptionhighly similar to ( 543)AT1G10210| Symbols: MPK1, ATMPK1 | ATMPK1 (MITOGEN-ACTIVATED PROTEIN KINASE 1); MAP kinase/ kinase | chr1:3349581-3350778 FORWARDhighly similar to ( 614)MPK3_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase SPS1 TyrKc Pkinase_Tyr PTKc PTKc_Jak_rpt2 PTKc_Srm_Brk PTKc_Jak1_rpt2 PTKc_Jak2_Jak3_rpt2 PTKc_Src_like PTKc_Met_Ron PTKc_Csk_like PTKc_PDGFR PTKc_Syk_like PTKc_Lck_Blk PTKc_EphR PTK_CCK4 PTKc_Chk PTKc_EphR_A2 PTKc_DDR PTKc_Tec_like PTKc_Tyk2_rpt2 PTKc_FGFR PTKc_Src PTKc_Trk PTKc_Hck PTKc_Itk PTKc_DDR2 PTKc_PDGFR_alpha PTKc_VEGFR2 PTKc_Frk_like PTKc_Tyro3 PTKc_Tec_Rlk PTKc_CSF-1R PTKc_Btk_Bmx PTKc_VEGFR3 PTKc_Fer PTKc_Axl PTKc_Fes_like PTKc_VEGFR PTKc_Fyn_Yrk PTKc_InsR_like PTKc_Yes PTKc_TrkB PTKc_DDR_like PTKc_Csk PTKc_Ror PTKc_Ack_like PTKc_EphR_A PTKc_FGFR2 PTKc_Kit PTKc_PDGFR_beta PTKc_EGFR_like PTKc_Abl PTKc_EphR_B PTKc_Fes PTKc_Lyn PTKc_Syk PTKc_FGFR4 PTKc_FGFR1 PTKc_Ror1 PTKc_FGFR3 PTKc_RET PTKc_Tie2 PTKc_TrkC PTKc_Axl_like PTKc_FAK PTKc_DDR1 PTKc_Aatyk1_Aatyk3 PTKc_Musk PTKc_TrkA PTK_Ryk PTKc_Tie PTKc_c-ros PTKc_Tie1 PTKc_Aatyk PTKc_EGFR "	signalling.MAP kinases	30_6

CUST_13632_PI403524517	2	-0.090685844	0.06945801	-0.050418854	0.059928894	0.050418854	-0.12561798	35_3911	"Cluster: Chloroplast 30S ribosomal protein S10, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Chloroplast 30S ribosomal protein"	UniRef90_Q10QH0	CHR3V7|COORD:4220317..4221533| 30S ribosomal protein S10, chloroplast, putative	AT3G13120.1	CHR03V5|COORD:5060827..5057253|protein chloroplast 30S ribosomal protein S10, putative, expressed	LOC_Os03g10060.1	 no descriptionmoderately similar to ( 209)AT3G13120| Symbols:  | 30S ribosomal protein S10, chloroplast, putative | chr3:4220317-4221533 REVERSEmoderately similar to ( 206)RR10_MESCR30S ribosomal protein S10, chloroplast precursor - Mesembryanthemum crystallinum (Common ice plant)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned rpsJ rps10 RpsJ Ribosomal_S10 rps10P PRK07764 TT_ORF1 tatB Extensin_2 PRK12323 Atrophin-1 DUF1421 Drf_FH1 Gag_spuma Tymo_45kd_70kd DUF1210 PRK06958 PRK10819 DUF605 	protein.synthesis.mito/plastid ribosomal protein.plastid	29_2_1_1

CUST_17162_PI404877155	2	-0.18628311	-0.032855034	0.06796646	-0.06424141	0.032855988	0.057008743	HT05G10u_at	0	0	0	0	0	0	plasma membrane H+-ATPase	transport.p- and v-ATPases	34_1

CUST_114062_PI403524517	2	0.27412128	-0.20960474	0.2274847	-0.009703159	0.0097026825	-0.15291452	35_32369	"Cluster: OSJNBa0084A10.14 protein; n=2; Oryza sativa|Rep: OSJNBa0084A10.14 protein - Oryza sativa (Rice)"	UniRef90_Q7XQP1	CHR1V7|COORD:21493145..21505440| helicase domain-containing protein	AT1G58060.1	CHR04V5|COORD:21258041..21241121|protein ATP binding protein, putative, expressed	LOC_Os04g35260.2	no descriptionweakly similar to ( 142)AT1G58060| Symbols:  | helicase domain-containing protein | chr1:21493145-21505440 REVERSE	DNA.synthesis/chromatin structure	28_1

CUST_16827_PI403524517	2	0.116802216	-0.28754616	-0.17790794	0.027122498	0.0026130676	-0.0026130676	35_4858	"Cluster: Os09g0436900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os09g0436900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J1I8	CHR3|COORD:15441747..15444175| expressed protein, hypothetical protein slr1699 - Synechocystis sp. (strain PCC 6803), PIR:S75306	AT3G43540.2	CHR04V5|COORD:19943832..19937205|protein expressed protein	LOC_Os04g33280.3	"no descriptionmoderately similar to ( 301)AT3G43540| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G47860.1); similar to Os09g0436900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001063263.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD36432.1); contains InterPro domain Protein of unknown function DUF1350; (InterPro:IPR010765) | chr3:15442051-15444023 FORWARDDUF1350"	not assigned.unknown	35_2

CUST_109740_PI403524517	2	0.14777517	-0.0014090538	0.24321413	0.0014090538	-0.49735546	-0.42625284	35_31184	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_163542_PI403524517	2	0.09989357	0.38893032	0.046857834	-0.083797455	-0.13018894	-0.04685688	35_45604	Rep: Adenylate kinase B - Oryza sativa (Rice)	UniRef90_Q08480	"CHR5V7|COORD:25410500..25412043| ADK1 (ADENYLATE KINASE 1); adenylate kinase"	AT5G63400.1	CHR12V5|COORD:7473822..7477717|protein adenylate kinase A, putative, expressed	LOC_Os12g13380.1	"no descriptionweakly similar to ( 153)AT5G63400| Symbols: ADK1 | ADK1 (ADENYLATE KINASE 1); adenylate kinase | chr5:25410728-25412043 REVERSEweakly similar to ( 163)KAD1_ORYSAnot assigned ADK adk ADK ADK_lid"	nucleotide metabolism.phosphotransfer and pyrophosphatases.adenylate kinase	23_4_1

CUST_4180_PI403524517	2	-1.1730194E-4	0.2749281	-1.1730194E-4	1.1634827E-4	-0.030762672	0.0068798065	35_1155	"Cluster: Os01g0566900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0566900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JLU9	CHR2V7|COORD:11056457..11059075| 3'-5' exonuclease domain-containing protein / K homology domain-containing protein / KH domain-containing protein	AT2G25910.1	CHR01V5|COORD:22031057..22025798|protein 3-5 exonuclease/ nucleic acid binding protein, putative, expressed	LOC_Os01g38620.2	no descriptionmoderately similar to ( 470)AT2G25910| Symbols:  | 3'-5' exonuclease/ nucleic acid binding | chr2:11056457-11059075 REVERSEnot assigned 35EXOc 3_5_exonuc 35EXOc Rnd KH_1 KH-I KH	DNA.unspecified	28_99

CUST_167446_PI403524517	2	0.21488571	-0.05025482	0.051425934	-0.046632767	-0.21573448	0.046632767	35_46636	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_94712_PI403524517	2	0.0052752495	0.08499956	-0.0052752495	-0.4136629	0.10752964	-0.20794153	35_27072	"Cluster: Putative receptor-like kinase Xa21-binding protein 3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative receptor-like kinase Xa21-binding prote"	UniRef90_Q6KAE5	"CHR5V7|COORD:23412015..23414371| XBAT32 (XB3 ortholog 2 in Arabidopsis thaliana 32); protein binding / zinc ion binding"	AT5G57740.1	CHR02V5|COORD:33589859..33593589|protein XBAT32, putative, expressed	LOC_Os02g54860.2	"no descriptionweakly similar to ( 141)AT5G57740| Symbols: XBAT32 | XBAT32 (XB3 ortholog 2 in Arabidopsis thaliana 32); protein binding / zinc ion binding | chr5:23412015-23414371 REVERSE"	cell.organisation	31_1

CUST_38893_PI403524517	2	0.1275034	0.099181175	-0.0895319	-0.02117443	-0.12799454	0.02117443	35_11191	"Cluster: Putative cell cycle switch protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative cell cycle switch protein - Oryza sativa (japonica cultiv"	UniRef90_Q5JM92	CHR5V7|COORD:4468680..4470709| WD-40 repeat family protein	AT5G13840.1	CHR01V5|COORD:43276262..43279562|protein fizzy-related protein, putative, expressed	LOC_Os01g74146.1	no descriptionmoderately similar to ( 248)AT5G13840| Symbols:  | WD-40 repeat family protein | chr5:4468680-4470709 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned WD40 COG2319	not assigned.no ontology	35_1

CUST_6721_PI404877155	2	0.09916687	-0.02135849	-0.03029728	0.1121254	0.009953499	-0.009953499	Contig19920_at	unknown protein [Oryza sativa (japonica cultivar-group)]	BAD03200.1	transcription factor-related	At1g55750.1	protein BSD domain, putative	Os08g25060	gi|30696007|ref|NP_175971.2| expressed protein	RNA.regulation of transcription.unclassified	27_3_99

CUST_8814_PI404877155	2	0.251657	0.24037933	-0.05384636	-0.39710426	-0.39074516	0.053845882	Contig26356_at	amino acid permease 6 (AAP6) [Arabidopsis thaliana] pir||T50691 amino acid permease 6 [imported] - Arabidopsis thaliana emb|CAA65051.1| amin	NP_199774.1	amino acid permease 6 (AAP6)	At5g49630.1	protein amino acid permease 6	Os06g36180	amino acid permease I (AAP1)	transport.amino acids	34_3

CUST_86493_PI403524517	2	-0.08860302	-0.036335945	0.2236538	0.7173872	0.036335945	-0.045209408	35_24772	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_139380_PI403524517	2	0.10519028	-0.5008068	0.11316681	0.091796875	-0.09179783	-0.5403757	35_39090	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_9024_PI403524517	2	0.021819115	0.047823906	-0.13177013	9.346008E-5	-0.103814125	-9.346008E-5	35_2530	"Cluster: Leucine Rich Repeat family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Leucine Rich Repeat family protein, expressed - Oryza s"	UniRef90_Q2QNU9	CHR5V7|COORD:9942067..9944511| F-box family protein	AT5G27920.1	CHR12V5|COORD:22424277..22428423|protein ubiquitin-protein ligase, putative, expressed	LOC_Os12g36670.1	no descriptionmoderately similar to ( 453)AT5G27920| Symbols:  | F-box family protein | chr5:9942067-9944511 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned LRR_RI PRK12678	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_9257_PI403524517	2	-0.041853905	0.46199226	0.04185486	-0.22216034	-0.12618732	0.091846466	35_2603	"Cluster: Nuclear protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Nuclear protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z6T3	CHR1V7|COORD:9002519..9004537| cell cycle control protein-related	AT1G25682.1	CHR02V5|COORD:13006948..13013156|protein coiled-coil domain-containing protein 94, putative, expressed	LOC_Os02g21880.1	no descriptionmoderately similar to ( 416)AT1G25682| Symbols:  | cell cycle control protein-related | chr1:9002519-9004537 REVERSEnot assigned not assigned DUF572 COG5134	cell.cycle	31_3

CUST_5470_PI404877155	2	-0.12366581	0.12303543	0.003033638	-0.054624557	0.082707405	-0.0030326843	Contig17185_at	chorismate mutase, cytosolic (CM2) [Arabidopsis thaliana] pir||T50796 chorismate mutase CM2 - Arabidopsis thaliana	NP_196648.1	chorismate mutase, cytosolic (CM2)	At5g10870.1	protein chorismate mutase	Os02g08410	chorismate mutase, cytosolic (CM2), identical to gi:5732016	amino acid metabolism.synthesis.aromatic aa.phenylalanine and tyrosine	13_1_6_2

CUST_5015_PI403524517	2	0.0931263	0.17995071	0.014471054	-0.014471054	-0.16917324	-0.103565216	35_1381	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_101670_PI403524517	2	-0.065690994	-0.4589882	-0.010608673	0.057074547	0.0336771	0.010609627	35_29012	"Cluster: Putative vesicle trafficking protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative vesicle trafficking protein - Oryza sativa (japonica"	UniRef90_Q852J3	"CHR1V7|COORD:4011508..4012834| SEC22 (secretion 22); transporter"	AT1G11890.1	CHR06V5|COORD:5015653..5011362|protein 25.3 kDa vesicle transport protein, putative, expressed	LOC_Os06g09850.1	" no descriptionweakly similar to ( 149)AT1G11890| Symbols: ATSEC22, SEC22 | SEC22 (secretion 22); transporter | chr1:4011508-4012834 FORWARDnot assigned Synaptobrevin SNC1 "	protein.targeting.secretory pathway.unspecified	29_3_4_99

CUST_3027_PI404877155	2	0.12981701	0.5036135	0.10298538	-0.17142391	-0.108260155	-0.102986336	Contig13459_at	"Micronuclear linker histone polyprotein (MIC LH) [Contains: Micronuclear linker histone-alpha; Micronuclear linker histone-beta; Micronuclea"	P40631	expressed protein	At3g28770.1	protein PHD-finger, putative	Os11g06130	CAN cell Migration defective CAM-1, Receptor tyrosine kinase (101.0 kD) (cam-1)	RNA.regulation of transcription.PHD finger transcription factor	27_3_63

CUST_103375_PI403524517	2	0.07769728	0.74226665	0.1270647	-0.18189049	-0.07769728	-0.10539675	35_29479	"Cluster: DNA mismatch repair protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: DNA mismatch repair protein-like - Oryza sativa (japonica cultivar-g"	UniRef90_Q69MM0	"CHR4V7|COORD:16865493..16871532| ATMLH3/MLH3 (MUTL PROTEIN HOMOLOG 3); ATP binding"	AT4G35520.1	CHR09V5|COORD:21877287..21868041|protein ATPase, histidine kinase-, DNA gyrase B-, and HSP90-like domain containing protein, expressed	LOC_Os09g37930.1	no description	not assigned.unknown	35_2

CUST_41181_PI403524517	2	0.0671854	0.6503248	-0.11074257	-0.0632267	0.0632267	-0.06630802	35_11838	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10Q32	"CHR3V7|COORD:11239658..11241362| EMB2076 (EMBRYO DEFECTIVE 2076); binding"	AT3G29290.1	CHR03V5|COORD:5796992..5799853|protein expressed protein	LOC_Os03g11310.1	"no descriptionweakly similar to ( 187)AT3G29290| Symbols: EMB2076 | EMB2076 (EMBRYO DEFECTIVE 2076); binding | chr3:11239658-11241362 FORWARDvery weakly similar to (54.3)RF1_ORYSA"	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_85112_PI403524517	2	0.106946945	-0.23193169	-0.008811951	0.008811951	-0.12287903	0.08723831	35_24384	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_134690_PI403524517	2	0.08953619	0.49131203	0.1429863	-0.08953619	-0.30973768	-0.31319284	35_37789	Rep: Na+,K+/H+ exchanger - Hordeum vulgare (Barley)	UniRef90_Q2PP61	CHR1V7|COORD:29957982..29961963| sodium proton exchanger, putative (NHX6)	AT1G79610.1	CHR09V5|COORD:6382644..6372275|protein sodium/hydrogen exchanger family protein, expressed	LOC_Os09g11450.2	 no descriptionmoderately similar to ( 206)AT1G79610| Symbols:  | sodium proton exchanger, putative (NHX6) | chr1:29957982-29961963 REVERSEnot assigned not assigned NhaP Na_H_Exchanger PRK05326 COG3263 	transport.unspecified cations	34_14

CUST_7181_PI403524517	2	0.23391533	-0.23074818	0.008654594	0.18621826	-0.008655548	-0.032743454	35_1993	"Cluster: Splicing factor 3A subunit 2, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Splicing factor 3A subunit 2, putative, expressed -"	UniRef90_Q10NP6	CHR2V7|COORD:13840856..13842602| hydroxyproline-rich glycoprotein family protein	AT2G32600.1	CHR03V5|COORD:8642074..8639177|protein splicing factor 3A subunit 2, putative, expressed	LOC_Os03g15700.1	no descriptionmoderately similar to ( 363)AT2G32600| Symbols:  | hydroxyproline-rich glycoprotein family protein | chr2:13840856-13842602 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRP11 Drf_FH1 Extensin_2 DUF1421 Atrophin-1 GRASP55_65 PRK07764 PRK12323 PRK05648 Cytadhesin_P30 Totivirus_coat PRK08853 FAP tatB	not assigned.no ontology.hydroxyproline rich proteins	35_1_41

CUST_16894_PI403524517	2	-0.034448624	-0.17608738	-0.03334427	0.13476372	0.03334427	0.14177036	35_4881	"Cluster: Putative oxysterol binding protein; n=5; Oryza sativa (japonica cultivar-group)|Rep: Putative oxysterol binding protein - Oryza sativa (japonica cultiv"	UniRef90_Q8LN57	CHR2V7|COORD:13208745..13211759| oxysterol-binding family protein	AT2G31020.1	CHR03V5|COORD:28279127..28288353|protein oxysterol-binding protein 1, putative, expressed	LOC_Os03g49770.2	no descriptionweakly similar to ( 161)AT2G31020| Symbols:  | oxysterol-binding family protein | chr2:13208745-13211759 FORWARDnot assigned not assigned	cell. vesicle transport	31_4

CUST_150596_PI403524517	2	-0.02394247	0.2578826	0.16777134	-0.15891075	-0.04235649	0.023941994	35_42127	"Cluster: Putative F-box protein FBL2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative F-box protein FBL2 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K3D2	CHR3V7|COORD:21656736..21659196| F-box family protein-related	AT3G58530.1	CHR02V5|COORD:10437391..10440913|protein Leucine Rich Repeat family protein, expressed	LOC_Os02g17990.2	no descriptionvery weakly similar to (68.9)AT3G58530| Symbols:  | F-box family protein-related | chr3:21656736-21659196 FORWARD	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_420_PI404877155	2	-0.03739643	0.046830177	0.037395477	0.15057087	-0.18918705	-0.3685503	Contig10338_at	phosphoenolpyruvate carboxylase kinase [Sorghum bicolor]	AAK81871.1	phosphoenolpyruvate carboxylase kinase	At1g08650.1	protein phosphoenolpyruvate carboxylase kinase	Os02g41580	calcium-dependent protein kinase/phosphoenolpyruvate carboxylase kinase	glycolysis.PEPCase	4_14

CUST_139581_PI403524517	2	0.13538933	-0.46012497	0.09276676	-0.0058727264	0.00587368	-0.069625854	35_39146	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_169008_PI403524517	2	0.5190506	0.03286934	-0.29568958	-0.19322968	-0.03286934	0.21213627	35_47068	"Cluster: Allergen-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Allergen-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5JN76	CHR2V7|COORD:12947654..12949244| allergen-related	AT2G30370.1	CHR01V5|COORD:35551610..35553435|protein expressed protein	LOC_Os01g60900.1	no descriptionvery weakly similar to (75.1)AT2G30370| Symbols:  | allergen-related | chr2:12947654-12949244 REVERSE	stress.abiotic.unspecified	20_2_99

CUST_92352_PI403524517	2	0.1637764	0.33601952	0.05618286	-0.05618334	-0.20369387	-0.19658947	35_26407	"Cluster: Hypothetical protein B1164G01.1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1164G01.1 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q5W6R5	CHR5V7|COORD:2207066..2209356| phox (PX) domain-containing protein	AT5G07120.1	CHR05V5|COORD:16211099..16218548|protein PX domain containing protein, expressed	LOC_Os05g27920.1	no descriptionweakly similar to ( 143)AT5G07120| Symbols:  | phox (PX) domain-containing protein | chr5:2207066-2209356 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Extensin_2 Drf_FH1 PRK05648 DUF1421 PRK07003 Atrophin-1 PRK12323 PRK07764 PX TT_ORF1 PRK12678 Pneumo_att_G TonB GRASP55_65 PRK10819 DUF605 Tymo_45kd_70kd Herpes_BLLF1 PX FAP HPC2 tatB Protamine_P1 DUF1210 Herpes_UL32 Amelogenin DUF1777 Gag_spuma MCPVI APC_basic DedD PRK08853 PRK06958 PRK00708 PRK10263 AF-4 DUF1509 COG5391 PRK11633 GP38 VirB10 Herpes_TAF50 Totivirus_coat SSDP DamX DAG1 KAR9 Trypan_PARP DUF566 PRK03427 CTF_NFI IER GRP Protamine_P2 HpaP Herpes_gG Chon_Sulph_att PRK12373 Herpes_DNAp_acc SMN PRK06132 RPH3A_effector PRK09111 Gag_p12 eIF-4B Syndecan PRK10856 PRK12495 ETS_PEA3_N Nucleo_P87 MFMR Herpes_LMP2 COG5373 TraB_pillus	not assigned.no ontology	35_1

CUST_130094_PI403524517	2	-0.24789572	-0.06445551	0.3771391	0.06445503	-0.23990059	0.111317635	35_36538	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_3564_PI403524517	2	0.067668915	0.47002602	0.009388924	-0.009389877	-0.03829193	-0.01736927	35_970	"Cluster: Putative RUB1 conjugating enzyme; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative RUB1 conjugating enzyme - Oryza sativa (japonica cultivar-g"	UniRef90_Q6ZD28	CHR2V7|COORD:8080419..8081647| RUB1-conjugating enzyme, putative	AT2G18600.1	CHR08V5|COORD:17383258..17380166|protein NEDD8-conjugating enzyme Ubc12-like, putative, expressed	LOC_Os08g28680.1	 no descriptionmoderately similar to ( 287)AT2G18600| Symbols:  | RUB1-conjugating enzyme, putative | chr2:8080419-8081647 REVERSEvery weakly similar to (89.0)UBC2_MEDSAUbiquitin-conjugating enzyme E2-17 kDa - Medicago sativa (Alfalfa)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned UQ_con COG5078 UBCc UBCc 	protein.degradation.ubiquitin.E2	29_5_11_3

CUST_3613_PI399408534	2	-0.05075836	-0.3312645	0.05075836	0.059586525	0.09628105	-0.064216614	35_16469	"Cluster: Putative aspartate aminotransferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative aspartate aminotransferase - Oryza sativa (japonica"	UniRef90_Q5N9Z8	"CHR2|COORD:9464890..9467999| similar to aminotransferase class I and II family protein [Arabidopsis thaliana] (TAIR:At1g77670.1); similar to aspartate aminotran"	AT2G22250.3	CHR01V5|COORD:38106361..38109733|protein aspartate aminotransferase, putative, expressed	LOC_Os01g65090.1	" no descriptionhighly similar to ( 582)AT2G22250| Symbols: ATAAT, AAT, MEE17 | AAT/ATAAT/MEE17 (maternal effect embryo arrest 17); aspartate transaminase | chr2:9465091-9467377 REVERSEvery weakly similar to (68.6)1A1C_SOYBN1-aminocyclopropane-1-carboxylate synthase - Glycine max (Soybean)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07367 PRK05794 COG0436 PRK07212 PRK07543 PRK06107 PRK06056 PRK08069 PRK08443 PRK06507 PRK06575 PRK07682 PRK07683 PRK07310 PRK06220 PRK08362 PRK07309 PRK06375 PRK05764 PRK08361 PRK07777 PRK06108 PRK08960 PRK07337 Aminotran_1_2 PRK06348 PRK07568 PRK05957 PRK09276 PRK08912 PRK09082 PRK08363 PRK06836 PRK09265 PRK12414 PRK05942 PRK08068 PRK07778 MalY PRK08175 PRK09148 ARO8 HisC PRK07550 PRK07681 PRK08636 PRK03321 PRK09147 PRK07366 PRK06290 PRK00950 PRK07324 PRK03317 PRK07590 PRK06225 PRK02731 PRK06855 PRK04870 PRK06207 PRK03566 PRK07865 PRK04781 PRK04152 PRK01688 PRK03158 PRK05839 PRK02610 PRK03967 PRK09275 PRK03262 PRK04635 PRK05166 PRK09105 PRK07392 PRK08153 PRK05387 PRK01533 avtA PRK07908 PRK08637 PRK06358 PRK08056 PRK08354 "	amino acid metabolism.degradation.aromatic aa.tyrosine	13_2_6_2

CUST_176614_PI403524517	2	0.16488504	-0.17197609	0.021440506	-0.021440983	-0.1774826	0.1571064	35_49143	"Cluster: P0696G06.7 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: P0696G06.7 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7F447		0	CHR01V5|COORD:39190869..39194798|protein hydrolase/ protein serine/threonine phosphatase, putative, expressed	LOC_Os01g66920.1	no description	not assigned.unknown	35_2

CUST_83063_PI403524517	2	0.11907959	0.23574066	-0.027384758	-0.069158554	0.022614479	-0.022615433	35_23817	"Cluster: N-type ATP pyrophosphatase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: N-type ATP pyrophosphatase-like - Oryza sativa (japonica"	UniRef90_Q6Z6G6	"CHR2V7|COORD:18305154..18307229| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G76170.1); similar to MGC107918 protein [Xenopus tropicalis]"	AT2G44270.1	CHR02V5|COORD:32097106..32093217|protein VEG136 protein, putative, expressed	LOC_Os02g52470.1	" no descriptionmoderately similar to ( 201)AT2G44270| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G76170.1); similar to MGC107918 protein [Xenopus tropicalis] (GB:NP_001015743.1); similar to Os02g0762300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001048203.1); contains InterPro domain PP-loop ATPase, YdaO-related; (InterPro:IPR012089); contains InterPro domain Protein of unknown function UPF0021; (InterPro:IPR000541); contains InterPro domain PP-loop; (InterPro:IPR011063) | chr2:18305154-18307229 REVERSEnot assigned "	not assigned.unknown	35_2

CUST_106894_PI403524517	2	0.0016441345	-0.37011814	-0.09509373	0.26481915	0.2387619	-0.0016431808	35_30423	"Cluster: Plus agglutinin; n=1; Chlamydomonas incerta|Rep: Plus agglutinin - Chlamydomonas incerta"	UniRef90_Q58NA5	"CHR2V7|COORD:12412876..12415139| PLL4 (POLTERGEIST LIKE 4); protein phosphatase type 2C"	AT2G28890.1	CHR03V5|COORD:34417304..34413629|protein catalytic/ protein phosphatase type 2C, putative, expressed	LOC_Os03g60650.1	"no descriptionvery weakly similar to (69.3)AT2G28890| Symbols: PLL4 | PLL4 (POLTERGEIST LIKE 4); protein phosphatase type 2C | chr2:12412876-12415139 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 Extensin_2 PRK07003 Atrophin-1 Tymo_45kd_70kd DUF1421 Drf_FH1 TT_ORF1 PRK07764 GRASP55_65 PRK05648 PRK12678 APC_basic Herpes_BLLF1 AF-4 HPC2 Herpes_TAF50 PRK08853 DAG1 IER Pneumo_att_G Syndecan Totivirus_coat"	misc.acid and other phosphatases	26_13

CUST_26563_PI399408534	2	0.106287956	0.04523754	-0.045238495	-0.2853737	0.0908699	-0.1626215	35_3419	Rep: Single myb histone 4 - Zea mays (Maize)	UniRef90_Q6WLH2	CHR1|COORD:18497837..18500831| DNA-binding protein, putative, contains similarity to DNA-binding protein PcMYB1 (Petroselinum crispum) gi:2224899:gb:AAB61699	AT1G49950.1	CHR01V5|COORD:29732470..29738221|protein single myb histone 4, putative, expressed	LOC_Os01g51154.1	" no descriptionweakly similar to ( 124)AT1G49950| Symbols: ATTRB1, TRB1 | ATTRB1/TRB1 (TELOMERE REPEAT BINDING FACTOR 1); DNA binding / transcription factor | chr1:18498107-18500381 REVERSESANT "	RNA.regulation of transcription.MYB-related transcription factor family	27_3_26

CUST_146737_PI403524517	2	-0.15382242	0.34124756	0.15382242	0.24991274	-0.6975384	-0.3965559	35_41072	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_130012_PI403524517	2	-0.04928589	-0.31622124	-0.03446102	0.08042145	0.12910461	0.03446102	35_36515	Rep: Os06g0326400 protein - Oryza sativa (japonica cultivar-group)	UniRef90_Q0DCI1	CHR1V7|COORD:28727794..28731823| pyrophosphate--fructose-6-phosphate 1-phosphotransferase alpha subunit, putative / pyrophosphate-dependent	AT1G76550.1	CHR02V5|COORD:29604374..29598580|protein pyrophosphate--fructose 6-phosphate 1-phosphotransferase alpha subunit, putative, expressed	LOC_Os02g48360.1	 no descriptionweakly similar to ( 157)AT1G76550| Symbols:  | pyrophosphate--fructose-6-phosphate 1-phosphotransferase alpha subunit, putative / pyrophosphate-dependent 6-phosphofructose-1-kinase, putative | chr1:28727794-28731823 REVERSEweakly similar to ( 162)PFPA_RICCOPyrophosphate--fructose 6-phosphate 1-phosphotransferase subunit alpha - Ricinus communis (Castor bean)not assigned 	glycolysis.pyrophosphate-fructose-6-P phosphotransferase	4_5

CUST_56290_PI403524517	2	0.16636658	0.29259396	-0.053441048	-0.14764309	0.053441048	-0.2296381	35_16024	"Cluster: OSJNBa0019G23.5 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0019G23.5 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XS62	"CHR2V7|COORD:18924753..18925642| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G00355.2); similar to conserved hypothetical protein [Medicago"	AT2G45980.1	CHR04V5|COORD:4424000..4428801|protein expressed protein	LOC_Os04g08310.1	"no descriptionvery weakly similar to (55.8)AT2G45980| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G00355.2); similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE80179.1) | chr2:18924753-18925642 REVERSE"	not assigned.unknown	35_2

CUST_19712_PI403524517	2	-0.0021247864	0.0021252632	0.22067738	-0.01002121	-0.2017231	0.056560516	35_5710	"Cluster: ABC transporter-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: ABC transporter-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5Z8Y3	CHR5V7|COORD:8516905..8522619| ABC1 family protein	AT5G24810.1	CHR06V5|COORD:29522985..29515245|protein retrotransposon protein, putative, SINE subclass, expressed	LOC_Os06g48770.2	no descriptionweakly similar to ( 117)AT5G24810| Symbols:  | ABC1 family protein | chr5:8516905-8522619 REVERSE	not assigned.no ontology.ABC1 family protein	35_1_1

CUST_54017_PI403524517	2	0.09267616	-0.34562302	0.00223732	-0.0022382736	0.025214195	-0.16647053	35_15373	Rep: Cu/Zn superoxide dismutase - Triticum aestivum (Wheat)	UniRef90_Q96123	"CHR2V7|COORD:12021625..12023380| CSD2 (COPPER/ZINC SUPEROXIDE DISMUTASE 2); copper, zinc superoxide dismutase"	AT2G28190.1	CHR08V5|COORD:27999494..28002719|protein superoxide dismutase, chloroplast precursor, putative, expressed	LOC_Os08g44770.1	" no descriptionmoderately similar to ( 278)AT2G28190| Symbols: CZSOD2, CSD2 | CSD2 (COPPER/ZINC SUPEROXIDE DISMUTASE 2); copper, zinc superoxide dismutase | chr2:12021625-12023380 FORWARDmoderately similar to ( 288)SODCP_ORYSAnot assigned not assigned Sod_Cu Cu-Zn_Superoxide_Dismutase SodC PRK10290 "	redox.dismutases and catalases	21_6

CUST_6966_PI403524517	2	-8.401871E-4	0.06574249	-0.18505478	8.392334E-4	-0.22181702	0.117362976	35_1930	"Cluster: Putative lung seven transmembrane receptor 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative lung seven transmembrane receptor 1 - Oryza sat"	UniRef90_Q8S1S0	"CHR3V7|COORD:2940529..2941848| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G18520.1); similar to Os01g0836800 [Oryza sativa (japonica"	AT3G09570.1	CHR01V5|COORD:36200074..36197920|protein protein GPR108 precursor, putative, expressed	LOC_Os01g61970.1	"no descriptionmoderately similar to ( 470)AT3G09570| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G18520.1); similar to Os01g0836800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001044733.1); similar to Os05g0462500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001055767.1); similar to unknown [Sorghum bicolor] (GB:AAQ06259.1); contains InterPro domain Lung seven transmembrane receptor; (InterPro:IPR009637) | chr3:2940529-2941848 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Lung_7-TM_R Herpes_BLLF1 HPC2 Atrophin-1 PRK12323 DUF566 AF-4 APC_basic PRK07003 Tymo_45kd_70kd KAR9 CTF_NFI Herpes_UL32 ROM1 Pneumo_att_G DUF1509 DUF1421 Extensin_2 Metaviral_G PRK07764 Chon_Sulph_att DUF936 Coprinus_mating PRK05648 PRK09169 Transformer GRASP55_65 COG5099 MAP65_ASE1"	not assigned.unknown	35_2

CUST_56466_PI403524517	2	0.08433914	0.2676649	9.6702576E-4	-0.0800457	-9.6797943E-4	-0.008782387	35_16073	Rep: Pre-mRNA processing factor - Triticum aestivum (Wheat)	UniRef90_Q2QKC5	CHR3V7|COORD:786446..789769| UNE6 (unfertilized embryo sac 6)	AT3G03340.1	CHR03V5|COORD:35391404..35385374|protein RNA-binding protein Luc7-like 2, putative, expressed	LOC_Os03g62640.2	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF1777 PRK12678	not assigned.unknown	35_2

CUST_3768_PI403524517	2	0.026464462	-0.24231434	-0.13162899	-0.0040607452	0.0040597916	0.026464462	35_1031	Rep: 20S proteasome beta 5 subunit - Triticum aestivum (Wheat)	UniRef90_Q5XUV6	"CHR1V7|COORD:4452639..4454661| PBE1 (20S proteasome beta subunit E1); peptidase"	AT1G13060.1	CHR06V5|COORD:2773058..2770072|protein proteasome subunit beta type 5 precursor, putative, expressed	LOC_Os06g06030.1	"no descriptionmoderately similar to ( 404)AT1G13060| Symbols: PBE1 | PBE1 (20S proteasome beta subunit E1); peptidase | chr1:4452639-4454661 FORWARDmoderately similar to ( 400)PSB5_SPIOLProteasome subunit beta type-5 precursor - Spinacia oleracea (Spinach)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned proteasome_beta_type_5 proteasome_beta proteasome_protease_HslV Proteasome proteasome_beta_archeal PRE1 Ntn_hydrolase proteasome_beta_type_6 proteasome_beta_type_7 proteasome_beta_type_1 proteasome_beta_type_4 PRK03996 proteasome_alpha_archeal proteasome_beta_type_3 proteasome_beta_type_2 proteasome_alpha_type_5 proteasome_alpha proteasome_alpha_type_7 Protamine_P1 TT_ORF1"	protein.degradation.ubiquitin.proteasom	29_5_11_20

CUST_7050_PI403524517	2	0.06597328	-0.17650032	-0.07796192	-0.015535355	0.055444717	0.015536308	35_1956	Rep: Probable methionyl-tRNA synthetase - Oryza sativa (Rice)	UniRef90_Q9ZTS1	CHR4V7|COORD:7993362..7998429| methionine--tRNA ligase, putative / methionyl-tRNA synthetase, putative / MetRS, putative	AT4G13780.1	CHR06V5|COORD:18153559..18144504|protein methionyl-tRNA synthetase, putative, expressed	LOC_Os06g31210.1	 no descriptionnearly identical (1186)AT4G13780| Symbols:  | methionine--tRNA ligase, putative / methionyl-tRNA synthetase, putative / MetRS, putative | chr4:7993362-7998429 REVERSEnearly identical (1482)SYM_ORYSAnot assigned not assigned not assigned metG PRK12268 MetG tRNA-synt_1g MetRS_core PRK12267 PRK11893 Ile_Leu_Val_MetRS_core tRNA_bind_EMAP-II_like tRNA_bind tRNA_bindingDomain tRNA_bind_EcMetRS_like ARC1 PRK10089 tRNA_bind_CsaA class_I_aaRS_core LeuS IleRS_core pheT tRNA_bind_bactPheRS ValS IleS 	protein.aa activation.methionine-tRNA ligase	29_1_10

CUST_19376_PI404877155	2	0.003250122	-0.037826538	0.1229763	-0.0032491684	0.10654163	-0.03642273	rbags13e05_s_at	auxin-binding protein - oat dbj|BAA25433.1| auxin-binding protein [Avena sativa]	T07797	auxin-binding protein 1 (ABP1)	At4g02980.1	protein auxin-binding protein 4 precursor (abp)	Os12g34460	auxin-binding protein - oat dbj	hormone metabolism.auxin.signal transduction	17_2_2

CUST_3492_PI404877155	2	0.056726456	-0.825408	-0.056726456	0.067661285	-0.060194016	0.08366966	Contig13984_at	similar to nucleoid DNA-binding-like protein [Oryza sativa (japonica cultivar-group)]	NP_910880.1	aspartyl protease family protein	At3g54400.1	protein Eukaryotic aspartyl protease	Os07g46480	0	RNA.regulation of transcription.unclassified	27_3_99

CUST_1377_PI403524517	2	-0.17576027	1.3189449	-0.17334938	0.5627804	0.17334938	-0.4233408	35_364	"Cluster: Ribulose bisphosphate carboxylase small chain, chloroplast precursor; n=5; Triticeae|Rep: Ribulose bisphosphate carboxylase small chain,"	UniRef90_Q40004	CHR1V7|COORD:25052128..25052912| ribulose bisphosphate carboxylase small chain 1A / RuBisCO small subunit 1A (RBCS-1A) (ATS1A)	AT1G67090.1	CHR12V5|COORD:11274441..11275784|protein ribulose bisphosphate carboxylase small chain C, chloroplast precursor, putative, expressed	LOC_Os12g19394.1	 no descriptionmoderately similar to ( 242)AT1G67090| Symbols: RBCS1A | ribulose bisphosphate carboxylase small chain 1A / RuBisCO small subunit 1A (RBCS-1A) (ATS1A) | chr1:25052253-25052912 REVERSEmoderately similar to ( 350)RBS_HORVURibulose bisphosphate carboxylase small chain, chloroplast precursor - Hordeum vulgare (Barley)RuBisCO_small RuBisCO_small rbcS RbcS RuBisCO_small_like 	PS.calvin cyle.rubisco small subunit	1_3_2

CUST_142_PI404877155	2	-0.003405571	0.16744614	0.012448311	0.0034065247	-0.118050575	-0.229002	ChlorContig3_at	0	0	0	0	0	0	plastid NAD(P)H dehydrogenase subunit H 49KDa protein	PS.lightreaction.cyclic electron flow-chlororespiration	1_01_40

CUST_130035_PI403524517	2	0.40962696	0.009561539	-0.07846737	-0.02462387	0.13350868	-0.009562492	35_36521	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_25214_PI403524517	2	-0.111330986	0.39515114	0.12658691	-0.09952736	0.024682999	-0.024682045	35_7312	Rep: Os03g0627300 protein - Oryza sativa (japonica cultivar-group)	UniRef90_Q0DQ68	"CHR4V7|COORD:10657527..10659104| similar to HCF101 (HIGH-CHLOROPHYLL-FLUORESCENCE 101), ATP binding [Arabidopsis thaliana] (TAIR:AT3G24430.1); similar to"	AT4G19540.1	CHR03V5|COORD:23861951..23867505|protein nucleotide-binding protein-like, putative, expressed	LOC_Os03g42880.1	" no descriptionmoderately similar to ( 294)AT4G19540| Symbols:  | similar to HCF101 (HIGH-CHLOROPHYLL-FLUORESCENCE 101), ATP binding [Arabidopsis thaliana] (TAIR:AT3G24430.1); similar to putative nucleotide-binding protein [Oryza sativa] (GB:AAL31687.1); contains domain NUCLEOTIDE-BINDING PROTEIN NBP35(YEAST)-RELATED (PTHR23264); contains domain no description (G3D.3.40.50.300); contains domain P-loop containing nucleoside triphosphate hydrolases (SSF52540); contains domain MRP-RELATED NUCLEOTIDE-BINDING PROTEIN (PTHR23264:SF4) | chr4:10657527-10659104 FORWARDvery weakly similar to (54.3)MIND_MESVIPutative septum site-determining protein minD - Mesostigma viridenot assigned MRP-like PRK11670 Mrp flhG MinD Soj COG1149 CbiA FleN-like ParA Fer4_NifH_child ArsA NifH MinD CpaE_like "	not assigned.unknown	35_2

CUST_3422_PI404877155	2	0.13353539	0.9816532	-0.11950779	-0.07486057	-0.12088966	0.07485962	Contig13883_at	0	BAD07900.1	DNAJ heat shock N-terminal domain-containing protein	At5g16650.1	protein Transposable element protein, putative	Os02g46640	"DNAJ heat shock N-terminal domain-containing protein, similar to SP:P30725 Chaperone protein dnaJ Clostridium acetobutylicum; contains Pfam profile PF00226: DnaJ domain"	stress.abiotic.heat	20_2_1

CUST_19364_PI403524517	2	0.0044908524	-0.004491806	-0.051607132	-0.051312447	0.074762344	0.0062446594	35_5613	Rep: S-locus protein 5 - Triticum aestivum (Wheat)	UniRef90_Q7X9J6	CHR1V7|COORD:5702806..5705530| DNAJ heat shock N-terminal domain-containing protein / S-locus protein, putative	AT1G16680.1	CHR12V5|COORD:25873967..25867850|protein S-locus protein 5, putative, expressed	LOC_Os12g41820.1	 no descriptionvery weakly similar to (86.7)AT1G16680| Symbols:  | DNAJ heat shock N-terminal domain-containing protein / S-locus protein, putative | chr1:5702806-5705530 FORWARDnot assigned 	stress.abiotic.heat	20_2_1

CUST_77939_PI403524517	2	-0.3190694	0.34873772	-0.12424278	0.9433994	-0.32353735	0.124243736	35_22344	"Cluster: Putative PrMC3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative PrMC3 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6YTH5	"CHR1V7|COORD:17420063..17421736| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G48700.1); similar to CXE carboxylesterase [Malus pumila]"	AT1G47480.1	CHR02V5|COORD:21581898..21583205|protein gibberellin receptor GID1L2, putative, expressed	LOC_Os02g35940.1	"no descriptionvery weakly similar to (86.7)AT1G47480| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G48700.1); similar to CXE carboxylesterase [Malus pumila] (GB:ABB89003.1); contains InterPro domain Esterase/lipase/thioesterase; (InterPro:IPR000379); contains InterPro domain Alpha/beta hydrolase fold-3; (InterPro:IPR013094) | chr1:17420063-17421736 FORWARDnot assigned Abhydrolase_3"	not assigned.no ontology	35_1

CUST_30012_PI399408534	2	-0.0138731	0.0347538	0.013872147	-0.22625923	0.21957397	-0.28271198	35_17202	Rep: Hypothetical protein - Oryza sativa (indica cultivar-group)	UniRef90_Q9XEN1	"CHR5V7|COORD:6505312..6506949| RANGAP2 (RAN GTPASE ACTIVATING PROTEIN 2); RAN GTPase activator"	AT5G19320.1	CHR05V5|COORD:26875241..26878233|protein ran GTPase activating protein, putative, expressed	LOC_Os05g46560.2	"no descriptionmoderately similar to ( 313)AT5G19320| Symbols: RANGAP2 | RANGAP2 (RAN GTPASE ACTIVATING PROTEIN 2); RAN GTPase activator | chr5:6505312-6506949 REVERSEnot assigned RNA1"	signalling.G-proteins	30_5

CUST_59828_PI403524517	2	0.014371872	0.64978695	0.002465248	-0.099123	-0.036828995	-0.0024662018	35_17057	"Cluster: OSJNBa0081C01.18 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0081C01.18 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XNZ0	CHR3V7|COORD:22674000..22675291| short-chain dehydrogenase/reductase (SDR) family protein	AT3G61220.1	CHR04V5|COORD:26361165..26363859|protein short-chain dehydrogenase/reductase SDR, putative, expressed	LOC_Os04g44920.1	no descriptionmoderately similar to ( 239)AT3G61220| Symbols:  | short-chain dehydrogenase/reductase (SDR) family protein | chr3:22674000-22675291 FORWARDvery weakly similar to (65.5)SDR1_PICABShort-chain type dehydrogenase/reductase - Picea abies (Norway spruce) (Picea excelsa)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned fabG fabG FabG fabG PRK12826 PRK12939 DltE COG4221 PRK12429 PRK12829 PRK08213 adh_short PRK07326 PRK08945 fabG PRK06197 PRK07201 PRK06181 PRK07774 PRK06179 PRK07062 PRK07063 PRK12745 PRK08264 PRK06124 PRK12827 fabG PRK09072 PRK05872 PRK06182 PRK07814 PRK06196 PRK12824 PRK07109 PRK05854 PRK12937 PRK07825 PRK06484 fabG PRK07478 PRK06198 PRK12828 DltE PRK06057 PRK06500 PRK09242 fabG PRK08220 PRK07806 fabG PRK06953 PRK07479 PRK08267 PRK06841 benD PRK06138 PRK06914 PRK12935 PRK08226 PRK12428 PRK06180 PRK07856 PRK08277 PRK07035 PRK07523 fabG PRK06523 PRK05650 PRK08324 PRK08063 PRK07067 PRK08265 PRK06346 PRK09135 PRK06172 PRK05855 PRK05866 PRK06125 PRK06139 PRK07832 PRK06123 PRK08263 PRK12748 PRK07454 PRK06194 PRK07890 PRK07074 PRK06113 PRK08278 fabG PRK06935 PRK06122 PRK05717 PRK06949 fabG PRK10538 KR PRK08936 PRK07097 PRK12743 PRK07791 PRK07677 PRK07069 PRK06200 PRK08628 PRK12938 PRK07831 PRK06398 PRK08643 PRK08589 fabG fabG fabG PRK06947 PRK08703 PRK06171 PRK08219 PRK05875 PRK08177 PRK05693 PRK07024 PRK06720 PRK05867 fabG PRK08017 PRK09291 PRK07576 PRK08303 PRK06128 PRK09134 PRK12747 PRK07453 PRK09186 PRK12744 PRK08340 PRK12746 PRK12384	misc.short chain dehydrogenase/reductase (SDR)	26_22

CUST_26_PI399945755	2	-0.07532692	0.36012936	0.07532692	-0.13913822	0.122050285	-0.1448946	HZ44D03_5'									

CUST_52407_PI403524517	2	0.1414175	0.0027122498	-0.0027132034	-0.010246277	0.06301594	-0.2180891	35_14933	"Cluster: 60S ribosomal protein L5-1; n=4; Oryza sativa|Rep: 60S ribosomal protein L5-1 - Oryza sativa (Rice)"	UniRef90_P49625	CHR5V7|COORD:15920593..15922413| 60S ribosomal protein L5 (RPL5B)	AT5G39740.1	CHR01V5|COORD:39300493..39303386|protein 60S ribosomal protein L5-1, putative, expressed	LOC_Os01g67134.1	no descriptionvery weakly similar to (69.7)AT5G39740| Symbols:  | 60S ribosomal protein L5 (RPL5B) | chr5:15920593-15922413 FORWARDvery weakly similar to (72.0)RL51_ORYSAnot assigned	protein.synthesis.misc ribososomal protein	29_2_2

CUST_133407_PI403524517	2	-0.14075947	0.66318893	0.14075947	-0.35207748	0.26932907	-0.18418503	35_37453	Rep: Acetyl-CoA synthetase-like protein - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q9FN49	CHR5V7|COORD:7731516..7735402| acyl-activating enzyme 17 (AAE17)	AT5G23050.1	CHR09V5|COORD:12816212..12820673|protein catalytic/ ligase, putative, expressed	LOC_Os09g21230.5	no descriptionvery weakly similar to (77.0)AT5G23050| Symbols:  | acyl-activating enzyme 17 (AAE17) | chr5:7731516-7735402 REVERSE	lipid metabolism.FA synthesis and FA elongation.acyl coa ligase	11_1_8

CUST_4082_PI404877155	2	-0.22871304	0.41257286	0.14184856	-2.4870787	-0.12535095	0.12535095	Contig14879_at	Similar to putative receptor kinase. (AC002332) [Oryza sativa (japonica cultivar-group)]	BAA82379.1	protein kinase family protein / peptidoglycan-binding LysM domain-containing protein	At2g33580.1	protein Protein kinase domain, putative	Os02g45750	"S-locus protein kinase, putative, similar to S-receptor kinase gi:392557:gb:AAA62232; contains Pfam domains PF00954: S-locus glycoprotein family, PF00069: Protein kinase domain and PF01453: Lectin (probable mannose binding)"	signalling.receptor kinases.lysine motif	30_2_21

CUST_30668_PI399408534	2	-0.20661354	0.49275208	0.19362545	-0.5650892	-0.1936245	0.31046677	35_16762	"Cluster: Serine/threonine protein kinase; n=1; Triticum aestivum|Rep: Serine/threonine protein kinase - Triticum aestivum (Wheat)"	UniRef90_Q5BQ31	"CHR4V7|COORD:12121408..12124048| CRK6 (CYSTEINE-RICH RLK 6); kinase"	AT4G23140.1	CHR11V5|COORD:6534542..6537158|protein serine/threonine protein kinase, putative, expressed	LOC_Os11g11780.1	 no descriptionvery weakly similar to (99.0)AT4G23140| Symbols: RLK5, CRK6 | CRK6 (CYSTEINE-RICH RLK 6) | chr4:12121408-12124048 FORWARDvery weakly similar to (61.6)RPK1_IPONIReceptor-like protein kinase precursor - Ipomoea nil (Japanese morning glory) (Pharbitis nil)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase PTKc Pkinase_Tyr PTKc_Srm_Brk SPS1 TyrKc PTKc_Csk_like PTKc_EphR PTKc_Frk_like 	signalling.receptor kinases.DUF 26	30_2_17

CUST_97432_PI403524517	2	-0.609447	0.381083	0.022064209	0.41627693	-0.87712145	-0.022064209	35_27825	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_16646_PI403524517	2	0.030940056	-0.21657753	-0.004014969	0.004014969	0.13721275	-0.1054039	35_4807	Rep: At1g29320 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q0V856	CHR1V7|COORD:10255341..10258224| transducin family protein / WD-40 repeat family protein	AT1G29320.1	CHR07V5|COORD:19234350..19229954|protein WD-repeat protein 74, putative, expressed	LOC_Os07g32350.1	no descriptionmoderately similar to ( 234)AT1G29320| Symbols:  | transducin family protein / WD-40 repeat family protein | chr1:10255341-10258224 FORWARDnot assigned not assigned not assigned not assigned WD40 COG2319	not assigned.no ontology	35_1

CUST_56441_PI403524517	2	-0.2601509	-0.34427357	0.117251396	0.3114252	-0.038965225	0.038965225	35_16066	"Cluster: Os01g0883900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0883900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JH49	CHR5V7|COORD:25642191..25645483| dehydration-responsive protein-related	AT5G64030.1	CHR01V5|COORD:38718629..38713116|protein ankyrin-like protein, putative, expressed	LOC_Os01g66110.2	no descriptionhighly similar to ( 832)AT5G64030| Symbols:  | dehydration-responsive protein-related | chr5:25642191-25645483 FORWARDDUF248	stress.abiotic.drought/salt	20_2_3

CUST_8708_PI403524517	2	-0.030047894	0.93672276	-0.23283052	0.03004837	0.041608334	-0.3819704	35_2437	Rep: Oxidase - Oryza sativa (Rice)	UniRef90_Q94G89	CHR4V7|COORD:11769979..11772362| IM (IMMUTANS)	AT4G22260.1	CHR04V5|COORD:33906874..33903762|protein immutans protein, putative, expressed	LOC_Os04g57320.2	 no descriptionmoderately similar to ( 226)AT4G22260| Symbols: IM1, IM | IM (IMMUTANS) | chr4:11769979-11772362 REVERSEvery weakly similar to (50.4)AOX1_TOBACAlternative oxidase 1, mitochondrial precursor - Nicotiana tabacum (Common tobacco)AOX AOX 	PS.lightreaction.cyclic electron flow-chlororespiration	1_1_40

CUST_13308_PI403524517	2	-0.101242065	-0.056765556	-0.7328148	0.5931902	0.056765556	0.6002879	35_3810	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q75LJ0	CHR4V7|COORD:10275928..10278502| leucine-rich repeat family protein / extensin family protein	AT4G18670.1	CHR03V5|COORD:35030573..35029583|protein expressed protein	LOC_Os03g61900.1	no description	not assigned.unknown	35_2

CUST_107688_PI403524517	2	-1.0363283	-0.46319246	0.64410686	0.4018402	0.20116329	-0.20116377	35_30645	"Cluster: Os11g0213700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os11g0213700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0ITV5	CHR4V7|COORD:10438224..10443797| mob1/phocein family protein	AT4G19050.1	CHR11V5|COORD:5907411..5903428|protein NBS-LRR disease resistance protein, putative, expressed	LOC_Os11g10760.1	 no descriptionvery weakly similar to (57.4)AT5G66910| Symbols:  | disease resistance protein (CC-NBS-LRR class), putative | chr5:26735564-26738359 REVERSEnot assigned 	stress.biotic	20_1

CUST_107075_PI403524517	2	0.025311947	0.32864523	-0.025311947	-0.10950804	-0.7525172	0.05844021	35_30471	"Cluster: Putative aminoacyl-t-RNA synthetase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative aminoacyl-t-RNA synthetase - Oryza sativa (japonica cult"	UniRef90_Q5VRH2	CHR3V7|COORD:17774096..17781949| EDD1 (EMBRYO-DEFECTIVE-DEVELOPMENT 1)	AT3G48110.1	CHR06V5|COORD:232787..243624|protein glycyl-tRNA synthetase 2, chloroplast/mitochondrial precursor, putative, expressed	LOC_Os06g01400.1	no description	protein.aa activation	29_1

CUST_18750_PI403524517	2	0.23046494	-0.05852604	-0.017540932	-0.036474228	0.09694576	0.017540932	35_5427	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_4858_PI404877155	2	-0.18332195	0.45838547	0.09928417	0.015797615	-0.015796661	-0.07829285	Contig16201_at	putative sphingosine kinase [Oryza sativa (japonica cultivar-group)] dbj|BAD30563.1| putative sphingosine kinase [Oryza sativa (japonica	NP_910702.1	diacylglycerol kinase family protein	At4g21540.1	protein hypothetical protein	Os07g37580	"Encodes a putative sphingosine kinase (SphK) containing the five conserved domains (C1-C5) previously identified in SphKs. or  similar to diacylglycerol kinase family protein [Arabidopsis thaliana] (TAIR:At5g23450.2); similar to diacylglycerol kinase fami"	lipid metabolism.'exotics' (steroids, squalene etc).sphingolipids	11_8_1

CUST_15569_PI403524517	2	0.09534645	0.69983673	-7.8964233E-4	-0.014598846	-0.087415695	7.90596E-4	35_4494	"Cluster: Os09g0487700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0487700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J0Q7	CHR3V7|COORD:21427313..21428786| OTU-like cysteine protease family protein	AT3G57810.2	CHR09V5|COORD:18804788..18807749|protein cysteine-type peptidase, putative, expressed	LOC_Os09g31280.2	no descriptionmoderately similar to ( 233)AT3G57810| Symbols:  | OTU-like cysteine protease family protein | chr3:21427313-21428786 FORWARDnot assigned OTU	protein.degradation.cysteine protease	29_5_3

CUST_44397_PI403524517	2	0.09864998	0.444602	0.13494492	-0.13464832	-0.13325119	-0.09864998	35_12737	"Cluster: Os02g0313500 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0313500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E1R7	CHR1V7|COORD:24844854..24845820| cox19 family protein	AT1G66590.1	CHR02V5|COORD:12382709..12384366|protein cytochrome c oxidase assembly protein COX19, putative, expressed	LOC_Os02g20940.1	no descriptionweakly similar to ( 134)AT1G66590| Symbols:  | cox19 family protein | chr1:24845269-24845820 FORWARDnot assigned	not assigned.no ontology	35_1

CUST_49885_PI403524517	2	0.1987114	-0.04292488	-0.0013074875	0.0013065338	-0.077516556	0.06087303	35_14241	"Cluster: Putative 6-phosphogluconolactonase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative 6-phosphogluconolactonase - Oryza sativa (japonica"	UniRef90_Q69NG5	0	0	CHR09V5|COORD:20727503..20724416|protein 6-phosphogluconolactonase, putative, expressed	LOC_Os09g35970.1	no description	not assigned.unknown	35_2

CUST_11703_PI403524517	2	-0.18314552	0.4647646	0.039865494	-0.039865494	-0.10209179	0.047014236	35_3326	Rep: Chloroplast lipocalin - Triticum aestivum (Wheat)	UniRef90_Q38JB3	CHR3V7|COORD:17667763..17669254| apolipoprotein D-related	AT3G47860.1	CHR04V5|COORD:31631806..31629431|protein OsCHL - Oryza sativa Chloroplastic lipocalin, expressed	LOC_Os04g53490.1	no descriptionmoderately similar to ( 391)AT3G47860| Symbols:  | apolipoprotein D-related | chr3:17667763-17669254 REVERSEnot assigned Lipocalin_2 Blc	not assigned.no ontology	35_1

CUST_15444_PI403524517	2	-0.009480476	0.11472511	-0.049601555	-0.009760857	0.009480476	0.014304161	35_4453	"Cluster: Os09g0560400 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0560400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IZM5	"CHR1V7|COORD:26360222..26361310| similar to Os09g0560400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001063926.1); similar to hypothetical protein"	AT1G69980.1	CHR09V5|COORD:22268375..22265161|protein expressed protein	LOC_Os09g38750.1	"no descriptionweakly similar to ( 125)AT1G69980| Symbols:  | similar to Os09g0560400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001063926.1); similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:BAD45961.1) | chr1:26360222-26361310 REVERSEnot assigned not assigned TT_ORF1 PRK12323 PRK07764"	not assigned.unknown	35_2

CUST_14616_PI403524517	2	0.16623688	0.014136791	-0.012568951	-0.17382336	-0.30763054	0.0125694275	35_4206	"Cluster: Glycerol-3-phosphate acyltransferase; n=1; Elaeis guineensis|Rep: Glycerol-3-phosphate acyltransferase - Elaeis guineensis var. tenera (Oil palm)"	UniRef90_Q9M4V1	CHR1|COORD:11602064..11605040| glycerol-3-phosphate acyltransferase, chloroplast (ATS1), identical to SP:Q43307:PLSB_ARATH Glycerol-3-phosphate	AT1G32200.2	CHR10V5|COORD:22715003..22721050|protein glycerol-3-phosphate acyltransferase, chloroplast precursor, putative, expressed	LOC_Os10g42720.1	 no descriptionmoderately similar to ( 224)AT1G32200| Symbols: ACT1, ATS1 | ATS1 (ACYLTRANSFERASE 1) | chr1:11602203-11604981 REVERSEmoderately similar to ( 239)PLSB_CUCSAGlycerol-3-phosphate acyltransferase, chloroplast precursor - Cucumis sativus (Cucumber)Acyltransferase 	lipid metabolism.Phospholipid synthesis	11_3

CUST_67289_PI403524517	2	0.110497475	0.4558258	0.014256477	-0.14745808	-0.2801361	-0.014256477	35_19215	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_23898_PI403524517	2	0.074775696	0.3875866	-0.07022524	0.07022476	-0.5016246	-0.09084034	35_6945	Rep: SCAR-like protein 2 - Oryza sativa (Rice)	UniRef90_Q5QNA6	0	0	CHR01V5|COORD:5887407..5895026|protein SCAR-like protein 2, putative, expressed	LOC_Os01g11040.1	no descriptionweakly similar to ( 196)SCRL2_ORYSA	cell.organisation	31_1

CUST_117210_PI403524517	2	0.09194374	0.22652435	-0.09194374	-0.32443237	-0.5515199	0.19216633	35_33215	"Cluster: DNAJ heat shock N-terminal domain-containing protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: DNAJ heat shock N-terminal"	UniRef90_Q5ZCV2	CHR5V7|COORD:6255179..6257833| DNAJ heat shock N-terminal domain-containing protein	AT5G18750.1	CHR01V5|COORD:15805188..15801150|protein dnaJ domain containing protein, expressed	LOC_Os01g27740.3	no descriptionvery weakly similar to (60.1)AT5G18750| Symbols:  | DNAJ heat shock N-terminal domain-containing protein | chr5:6255179-6257833 FORWARD	stress.abiotic.heat	20_2_1

CUST_93007_PI403524517	2	0.1926794	-0.14942741	-0.10118675	0.045158386	-0.045158386	0.0975008	35_26593	"Cluster: Putative thimet oligopeptidase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative thimet oligopeptidase - Oryza sativa (japonica cultivar-group"	UniRef90_Q5N6Y0	CHR1V7|COORD:25372749..25377393| peptidase M3 family protein / thimet oligopeptidase family protein	AT1G67690.1	CHR01V5|COORD:39616146..39623495|protein neurolysin, mitochondrial precursor, putative, expressed	LOC_Os01g67590.1	no descriptionmoderately similar to ( 255)AT1G67690| Symbols:  | peptidase M3 family protein / thimet oligopeptidase family protein | chr1:25372749-25377393 FORWARDnot assigned not assigned Peptidase_M3 Dcp PRK10911 PRK10280	protein.degradation	29_5

CUST_43274_PI403524517	2	0.060484886	0.7742386	0.23881245	-0.060484886	-0.09761667	-0.1271367	35_12427	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_134187_PI403524517	2	-0.23344803	0.12310648	-0.123106	0.30309916	-0.3973074	1.1022964	35_37656	"Cluster: Putative WD-40 repeat protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative WD-40 repeat protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z8D3	"CHR4V7|COORD:16044549..16046594| CDC20.1; signal transducer"	AT4G33270.1	CHR02V5|COORD:28797042..28800123|protein cell division cycle protein 20, putative, expressed	LOC_Os02g47180.2	"no descriptionmoderately similar to ( 253)AT4G33270| Symbols: CDC20.1 | CDC20.1; signal transducer | chr4:16044549-16046594 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned WD40 COG2319"	not assigned.no ontology	35_1

CUST_154607_PI403524517	2	0.15235138	-0.40770912	-0.15235186	0.28484917	-0.15855455	1.2968178	35_43199	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_25828_PI403524517	2	-0.16463184	0.01172924	0.047943115	0.02440834	-0.14566898	-0.01172924	35_7486	Rep: Protein disulfide isomerase - Zea mays (Maize)	UniRef90_Q5EUD0	"CHR3V7|COORD:5460961..5463672| ATPDIL1-6 (PDI-LIKE 1-6); thiol-disulfide exchange intermediate"	AT3G16110.1	CHR06V5|COORD:3198338..3202980|protein OsPDIL1-5 - Oryza sativa protein disulfide isomerase, expressed	LOC_Os06g06790.1	"no descriptionweakly similar to ( 150)AT3G16110| Symbols: ATPDIL1-6 | ATPDIL1-6 (PDI-LIKE 1-6); thiol-disulfide exchange intermediate | chr3:5460961-5463672 REVERSEvery weakly similar to (76.3)PDI_MEDSAProtein disulfide-isomerase precursor - Medicago sativa (Alfalfa)not assigned not assigned not assigned PDI_a_PDI_a'_C PDI_a_family PDI_a_ERp38 Thioredoxin TRX_family PDI_a_ERdj5_C PDI_a_APS_reductase PDI_a_P5"	redox.thioredoxin	21_1

CUST_17919_PI399408534	2	0.19137669	0.44268703	0.0036115646	-0.003610611	-0.3062744	-0.1582532	35_9052	"Cluster: GTPase, putative; 34281-30152; n=4; Arabidopsis thaliana|Rep: GTPase, putative; 34281-30152 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9C7C0	"CHR3V7|COORD:3847857..3851986| EMB2738 (EMBRYO DEFECTIVE 2738); GTP binding"	AT3G12080.1	CHR11V5|COORD:24711520..24715404|protein GTP-binding protein engA, putative, expressed	LOC_Os11g41910.1	no descriptionmoderately similar to ( 308)AT3G12080| Symbols: EMB2738 | EMB2738 (EMBRYO DEFECTIVE 2738) | chr3:3847857-3851683 FORWARDnot assigned not assigned engA EngA1 COG1160 EngA2 engA PRK09518 trmE MMR_HSR1 trmE ThdF Era Era era Era_like FeoB HflX FeoB NOG HflX YlqF rbgA YihA_EngB COG0218 COG1161 COG1084 Obg_like obgE PRK00454 YlqF_related_GTPase YqeH	signalling.G-proteins	30_5

CUST_17422_PI404877155	2	0.008433342	-0.24005413	-0.068924904	0.055235863	-0.008434296	0.08660221	HU11F22u_at	0	0	0	0	protein expressed protein	Os05g34210	"1.1_bZIP   T00782 TAF(II) 135;"	RNA.regulation of transcription.putative DNA-binding protein	27_3_67

CUST_99326_PI403524517	2	0.02616024	0.4571371	0.0	-0.22173691	0.0	-0.43395042	35_28351	"Cluster: Putative beta-amylase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative beta-amylase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q652P5	"CHR5V7|COORD:18370863..18373923| BMY2; beta-amylase"	AT5G45300.1	CHR02V5|COORD:1539488..1548149|protein beta-amylase, putative, expressed	LOC_Os02g03690.1	"no descriptionmoderately similar to ( 323)AT5G45300| Symbols: BMY2 | BMY2; beta-amylase | chr5:18370863-18373923 FORWARDmoderately similar to ( 210)AMYB_IPOBABeta-amylase - Ipomoea batatas (Sweet potato) (Batate)Glyco_hydro_14"	major CHO metabolism.degradation.starch.starch cleavage	2_2_2_1

CUST_101800_PI403524517	2	0.2031765	-0.2566309	-0.07194996	0.06912327	-0.069122314	0.07349968	35_29045	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_112425_PI403524517	2	0.07818699	-0.03964615	0.03964615	-0.26898384	-0.19042778	0.04531288	35_31916	Rep: Expansin-A16 precursor - Oryza sativa (Rice)	UniRef90_Q69XV9	CHR4V7|COORD:17922969..17923815| ATEXPA20 (ARABIDOPSIS THALIANA EXPANSIN A20)	AT4G38210.1	CHR06V5|COORD:24981186..24985657|protein alpha-expansin 20 precursor, putative, expressed	LOC_Os06g41700.1	 no descriptionweakly similar to ( 117)AT4G38210| Symbols: EXP20, ATEXP20, ATHEXP ALPHA 1.23, ATEXPA20 | ATEXPA20 (ARABIDOPSIS THALIANA EXPANSIN A20) | chr4:17922969-17923815 REVERSEweakly similar to ( 200)EXP16_ORYSADPBB_1 	cell wall.modification	10_7

CUST_57766_PI403524517	2	0.050103188	0.2077303	-0.0046129227	-0.044219017	-0.06173992	0.0046129227	35_16470	"Cluster: Ubiquitin-associated (UBA)/TS-N domain-containing protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Ubiquitin-associated (UBA)/TS-N"	UniRef90_Q6K653	CHR1V7|COORD:1365310..1368705| ubiquitin-associated (UBA)/TS-N domain-containing protein	AT1G04850.1	CHR02V5|COORD:17924817..17930544|protein PUG domain fused to an UBA domain, putative, expressed	LOC_Os02g30180.1	no descriptionmoderately similar to ( 243)AT1G04850| Symbols:  | ubiquitin-associated (UBA)/TS-N domain-containing protein | chr1:1365310-1368705 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PUB Caldesmon infB UBP14 PUG TolA tolA MAP7 Smc	protein.degradation.ubiquitin	29_5_11

CUST_44093_PI403524517	2	0.3631487	-0.014556885	0.014556885	-0.04885292	0.19237995	-0.22362995	35_12653	"Cluster: Serine carboxypeptidase family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Serine carboxypeptidase family protein, expressed -"	UniRef90_Q2R3G8	"CHR2V7|COORD:14204942..14207612| SCPL46 (serine carboxypeptidase-like 46); serine carboxypeptidase"	AT2G33530.1	CHR11V5|COORD:18330364..18334208|protein serine carboxypeptidase 1 precursor, putative, expressed	LOC_Os11g31980.1	"no descriptionmoderately similar to ( 211)AT2G33530| Symbols: SCPL46 | SCPL46 (serine carboxypeptidase-like 46); serine carboxypeptidase | chr2:14204942-14207612 REVERSEweakly similar to ( 146)CBP2_HORVUSerine carboxypeptidase 2 precursor - Hordeum vulgare (Barley)not assigned not assigned Peptidase_S10 COG2939"	protein.degradation.serine protease	29_5_5

CUST_165914_PI403524517	2	0.089662075	-0.18717909	-0.08966255	0.73088884	0.6025696	-0.35695314	35_46226	0	0		0	CHR09V5|COORD:13830867..13832653|protein protein CCC1, putative, expressed	LOC_Os09g23300.1	no description	not assigned.unknown	35_2

CUST_161651_PI403524517	2	-0.066698074	0.07212925	-0.09332371	0.097937584	-0.20408821	0.066698074	35_45094	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_38914_PI403524517	2	0.08182049	-0.07458973	-0.052233696	-0.059324265	0.12576294	0.052233696	35_11196	"Cluster: Similar to Methylase involved in ubiquinone/menaquinone biosynthesis precursor; n=2; Nocardioides sp. JS614|Rep: Similar to Methylase involved in ubiqu"	UniRef90_Q3GYQ5	CHR4V7|COORD:15306989..15308070| SRZ-22 (serine/arginine-rich 22)	AT4G31580.1	CHR12V5|COORD:9348264..9362990|protein CHY1, putative, expressed	LOC_Os12g16350.2	no descriptionTT_ORF1	not assigned.unknown	35_2

CUST_13224_PI403524517	2	-0.0033683777	0.44658756	0.0033683777	-0.044509888	-0.06417942	0.080758095	35_3784	"Cluster: Hypothetical protein P0486C01.15; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0486C01.15 - Oryza sativa (japonica cultivar-g"	UniRef90_Q65WW0	"CHR5V7|COORD:1585758..1587338| similar to SAG20 (WOUND-INDUCED PROTEIN 12) [Arabidopsis thaliana] (TAIR:AT3G10980.1); similar to Uncharacterized Cys-rich"	AT5G05350.1	CHR05V5|COORD:23236793..23234000|protein SAG20, putative, expressed	LOC_Os05g39730.1	"no descriptionhighly similar to ( 568)AT5G05350| Symbols:  | similar to SAG20 (WOUND-INDUCED PROTEIN 12) [Arabidopsis thaliana] (TAIR:AT3G10980.1); similar to Uncharacterized Cys-rich domain [Medicago truncatula] (GB:ABE84891.1); contains InterPro domain Protein of unknown function Cys-rich; (InterPro:IPR006461) | chr5:1585758-1587338 FORWARDPLAC8"	not assigned.unknown	35_2

CUST_123382_PI403524517	2	0.44041634	-1.527276	-0.4276333	0.053777695	0.2838974	-0.053777695	35_34796	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_152172_PI403524517	2	0.36279297	-0.46918964	-0.28917503	0.12539864	-0.0051908493	0.0051908493	35_42537	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_10653_PI404877155	2	0.184721	0.7110338	0.01670742	-0.01670742	-0.02345848	-0.09426594	Contig4345_at	zinc finger (DNL type) family protein [Arabidopsis thaliana] pir||T01795 hypothetical protein A_TM021B04.14 - Arabidopsis thaliana	NP_198080.1	zinc finger (DNL type) family protein	At5g27280.1	protein DNL zinc finger, putative	Os06g50870	zinc finger (DNL type) family protein, contains Pfam profile PF05180: DNL zinc finger	RNA.regulation of transcription.unclassified	27_3_99

CUST_15960_PI404877155	2	0.018017769	0.1877594	0.022618294	-0.018017769	-0.08039665	-0.04852867	Contig9801_at	2-C-methyl-D-erythritol 2,4-cyclodiphosphate synthase, chloroplast precursor (MECPS) (MECDP-synthase) gb|AAF65155.1| 2C-methyl-D-erythritol	Q9M4W3	2C-methyl-D-erythritol 2,4-cyclodiphosphate synthase, putative	At1g63970.1	protein 2C-methyl-D-erythritol 2,4-cyclodiphosphate synthase, putative	Os02g45660	"2C-METHYL-D-ERYTHRITOL 2,4-CYCLODIPHOSPHATE SYNTHASE;2C-methyl-D-erythritol 2,4-cyclodiphosphate synthase, putative, similar to 2C-methyl-D-erythritol 2,4-cyclodiphosphate synthase GI:7621712 from (Catharanthus roseus) or  2C-methyl-D-erythritol 2,4-cyclo"	lipid metabolism.'exotics' (steroids, squalene etc)	11_8

CUST_17973_PI403524517	2	0.23336315	-0.00987339	0.0098724365	-0.06797314	-0.09546757	0.1176157	35_5192	"Cluster: Hypothetical protein OSJNBb0113I20.14; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0113I20.14 - Oryza sativa (japonica"	UniRef90_Q84R70	"CHR1V7|COORD:5682205..5684742| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G16270.1); similar to retinitis pigmentosa GTPase regulator-like"	AT1G16630.1	CHR03V5|COORD:26483568..26480476|protein expressed protein	LOC_Os03g46920.1	no description	not assigned.unknown	35_2

CUST_33935_PI399408534	2	0.40387964	0.38876534	-0.15646553	-0.12402201	0.12402201	-0.23132753	35_22019	"Cluster: Inositol 1, 3, 4-trisphosphate 5/6-kinase, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Inositol 1, 3, 4-trisphosphate"	UniRef90_Q10PL5	CHR4V7|COORD:5163704..5166997| inositol 1,3,4-trisphosphate 5/6-kinase family protein	AT4G08170.2	CHR03V5|COORD:6881226..6886590|protein inositol-tetrakisphosphate 1-kinase 3, putative, expressed	LOC_Os03g12840.1	 no descriptionweakly similar to ( 196)AT4G08170| Symbols:  | inositol 1,3,4-trisphosphate 5/6-kinase family protein | chr4:5163704-5166091 REVERSEweakly similar to ( 119)ITPK1_MAIZEInositol-tetrakisphosphate 1-kinase 1 - Zea mays (Maize)Ins134_P3_kin 	signalling.phosphinositides.inositol-1,3,4-trisphosphate 5/6-kinase	30_4_5

CUST_13301_PI403524517	2	0.085264206	-0.46098614	0.017715454	-0.017715454	-0.094882965	0.1235733	35_3809	"Cluster: Putative nucleoporin Nup75; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative nucleoporin Nup75 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8LIZ0	"CHR4V7|COORD:15881367..15885213| similar to Os01g0746200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001044228.1); similar to putative nucleoporin"	AT4G32910.1	CHR01V5|COORD:31530291..31538123|protein nup85 Nucleoporin family protein, expressed	LOC_Os01g54240.1	"no descriptionhighly similar to ( 780)AT4G32910| Symbols:  | similar to Os01g0746200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001044228.1); similar to putative nucleoporin Nup75 [Oryza sativa (japonica cultivar-group)] (GB:BAD87530.1); contains InterPro domain Nup85 nucleoporin; (InterPro:IPR011502) | chr4:15881367-15885213 FORWARDnot assigned Nucleopor_Nup85"	not assigned.unknown	35_2

CUST_81638_PI403524517	2	0.16393185	-0.44595146	-0.20519543	0.022274971	0.0073652267	-0.007364273	35_23417	Rep: unknown protein - Arabidopsis thaliana	UniRef90_UPI00005DC20B	"CHR3V7|COORD:6352550..6355303| similar to endonuclease/exonuclease/phosphatase family protein [Arabidopsis thaliana] (TAIR:AT1G73875.1); similar to"	AT3G18500.1	CHR06V5|COORD:8756479..8753367|protein protein angel, putative	LOC_Os06g15410.1	"no descriptionmoderately similar to ( 219)AT3G18500| Symbols:  | similar to endonuclease/exonuclease/phosphatase family protein [Arabidopsis thaliana] (TAIR:AT1G73875.1); similar to Endonuclease/exonuclease/phosphatase [Medicago truncatula] (GB:ABE91612.1); contains InterPro domain Endonuclease/exonuclease/phosphatase; (InterPro:IPR005135) | chr3:6352550-6355303 FORWARDnot assigned not assigned"	DNA.synthesis/chromatin structure	28_1

CUST_9889_PI403524517	2	0.13584423	-0.8681202	-0.059477806	0.18521595	-0.05734539	0.05734539	35_2787	"Cluster: Cytosolic aldehyde dehydrogenase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Cytosolic aldehyde dehydrogenase - Oryza sativa (japonica cultivar-g"	UniRef90_Q9LRE9	"CHR3V7|COORD:8919739..8923036| ALDH2C4 (REDUCED EPIDERMAL FLUORESCENCE1); 3-chloroallyl aldehyde dehydrogenase/ aldehyde dehydrogenase (NAD)"	AT3G24503.1	CHR01V5|COORD:23424104..23433149|protein retinal dehydrogenase 1, putative, expressed	LOC_Os01g40860.1	" no descriptionhighly similar to ( 682)AT3G24503| Symbols: ALDH1A, REF1, ALDH2C4 | ALDH2C4 (REDUCED EPIDERMAL FLUORESCENCE1); 3-chloroallyl aldehyde dehydrogenase/ aldehyde dehydrogenase (NAD) | chr3:8919739-8923036 REVERSEmoderately similar to ( 361)BADH_SPIOLBetaine aldehyde dehydrogenase, chloroplast precursor - Spinacia oleracea (Spinach)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Aldedh PutA PRK09847 PRK10090 gabD2 gabD PRK03137 PRK11904 gabD1 PRK11905 COG4230 putA astD PRK11563 PRK11903 PRK07003 PRK12678 Herpes_BLLF1 PRK12323 "	fermentation.aldehyde dehydrogenase	5_10

CUST_86265_PI403524517	2	0.038743973	0.185081	-0.18791723	-0.038743973	-0.91894436	0.21791983	35_24706	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_19287_PI403524517	2	0.071614265	0.16238976	-0.008077621	-0.06100273	0.008078575	-0.18794823	35_5592	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q338Y6	"CHR2V7|COORD:18671735..18673012| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G34080.1); similar to expressed protein [Oryza sativa (japonica"	AT2G45260.1	CHR10V5|COORD:11784984..11782050|protein expressed protein	LOC_Os10g23220.2	" no descriptionweakly similar to ( 181)AT2G45260| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G34080.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABB47396.1); contains InterPro domain Protein of unknown function DUF641, plant; (InterPro:IPR006943); contains InterPro domain t-snare; (InterPro:IPR010989) | chr2:18671735-18673012 REVERSEDUF641 "	not assigned.unknown	35_2

CUST_39481_PI403524517	2	0.100403786	0.09137821	0.08036709	-0.08036709	-0.13245678	-0.2862091	35_11355	"Cluster: Putative heat-shock protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative heat-shock protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q655N4	CHR1V7|COORD:3921056..3924347| heat shock protein, putative	AT1G11660.1	CHR06V5|COORD:28285536..28292448|protein heat shock protein Hsp88, putative, expressed	LOC_Os06g46600.2	no descriptionnot assigned not assigned not assigned not assigned PRK07764 Atrophin-1 PRK12323 PRK05648	not assigned.unknown	35_2

CUST_59507_PI403524517	2	0.12612152	-0.34197903	-0.07118416	0.024599075	-0.024599075	0.05083275	35_16968	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q84T82	CHR2V7|COORD:15047814..15049055| similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:AAO66526.1)	AT2G35790.1	CHR03V5|COORD:35907425..35909446|protein expressed protein	LOC_Os03g63680.1	no descriptionmoderately similar to ( 223)AT2G35790| Symbols:  | similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:AAO66526.1) | chr2:15047814-15049055 FORWARDnot assigned	not assigned.unknown	35_2

CUST_58742_PI403524517	2	0.21345901	-0.3196454	0.32831144	-0.21345901	-0.46719265	0.9043517	35_16757	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XBY9	"CHR2|COORD:16191447..16194213| similar to DUF51 family protein [Dictyostelium discoideum] (GB:EAL65703.1); contains InterPro domain Protein of unknown function"	AT2G38710.2	CHR10V5|COORD:22424448..22426944|protein expressed protein	LOC_Os10g42250.2	no descriptionvery weakly similar to (55.1)AT2G38710| Symbols:  | AMMECR1 family | chr2:16191595-16193842 REVERSE	not assigned.no ontology	35_1

CUST_14044_PI404877155	2	-0.0042057037	0.095196724	0.0042057037	0.07576656	-0.114494324	-0.010245323	Contig7838_at	unnamed protein product [Oryza sativa (japonica cultivar-group)] dbj|BAA87831.1| putative solute carrier family 17 (anion/sugar transporter)	NP_913018.1	inorganic phosphate transporter, putative	At2g29650.1	protein hypothetical protein	Os01g17240	"inorganic phosphate transporter, putative, similar to brain specific Na+-dependent inorganic phosphate cotransporter (Rattus norvegicus) GI:507415; contains Pfam profile PF00083: major facilitator superfamily protein or  inorganic phosphate transporter, p"	transport.phosphate	34_7

CUST_6812_PI399408534	2	0.20583725	0.097390175	-0.0034561157	-0.13357544	-0.2762394	0.0034561157	35_1976	"Cluster: Short integuments 2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Short integuments 2 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53KJ1	CHR2V7|COORD:17381196..17383255| GTP-binding family protein	AT2G41670.1	CHR11V5|COORD:14383436..14390308|protein GTPase family protein, putative, expressed	LOC_Os11g26030.1	no descriptionvery weakly similar to (84.3)AT2G41670| Symbols:  | GTP-binding family protein | chr2:17381196-17383255 FORWARDvery weakly similar to (75.1)PCNA_ORYSAnot assigned PCNA_N YlqF	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_14445_PI403524517	2	0.006136894	-0.17254543	-0.006136894	0.11238861	-0.09889126	0.18042374	35_4151	"Cluster: Hypoxia-responsive protein / zinc finger (C3HC4-type RING finger) protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypoxia-responsive pro"	UniRef90_Q6H5G3	CHR3V7|COORD:17736395..17738939| hypoxia-responsive family protein / zinc finger (C3HC4-type RING finger) family protein	AT3G48030.1	CHR09V5|COORD:12579262..12581492|protein RING-H2 finger protein ATL3I, putative, expressed	LOC_Os09g20900.1	no descriptionweakly similar to ( 105)AT3G48030| Symbols:  | hypoxia-responsive family protein / zinc finger (C3HC4-type RING finger) family protein | chr3:17736395-17738939 REVERSEnot assigned HIG_1_N	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_132735_PI403524517	2	0.27210665	0.25714588	-0.08838081	7.414818E-4	-0.30050182	-7.419586E-4	35_37276	"Cluster: Hypothetical protein B1036C05.8; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1036C05.8 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q5W6S3	CHR5V7|COORD:23644052..23649297| binding	AT5G58450.1	CHR05V5|COORD:16186966..16174881|protein expressed protein	LOC_Os05g27870.1	no descriptionvery weakly similar to (98.2)AT5G58450| Symbols:  | binding | chr5:23644052-23649297 FORWARD	not assigned.unknown	35_2

CUST_1021_PI403524517	2	-0.21735191	-0.43244076	0.33029652	0.18316078	-0.0335083	0.0335083	35_271	Rep: UDP-glucose 6-dehydrogenase - Glycine max (Soybean)	UniRef90_Q96558	CHR3V7|COORD:11268612..11270054| UDP-glucose 6-dehydrogenase	AT3G29360.2	CHR03V5|COORD:31254754..31257342|protein UDP-glucose 6-dehydrogenase, putative, expressed	LOC_Os03g55070.2	no descriptionhighly similar to ( 890)AT3G29360| Symbols:  | UDP-glucose 6-dehydrogenase | chr3:11268612-11270054 REVERSEhighly similar to ( 892)UGDH_SOYBNUDP-glucose 6-dehydrogenase - Glycine max (Soybean)not assigned Ugd UDPG_MGDP_dh_N WecC wecC UDPG_MGDP_dh UDPG_MGDP_dh_C	cell wall.precursor synthesis.UGD	10_1_4

CUST_136207_PI403524517	2	0.2331419	0.16363907	-0.050937653	-0.33094215	-0.4679966	0.050937653	35_38198	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_63943_PI403524517	2	0.09414101	-0.14919472	-0.056170464	-0.002480507	0.04432392	0.0024814606	35_18263	"Cluster: Tetratricopeptide repeat protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Tetratricopeptide repeat protein, putative, exp"	UniRef90_Q2QMH0	CHR1V7|COORD:1106616..1108556| tetratricopeptide repeat (TPR)-containing protein	AT1G04190.1	CHR12V5|COORD:25499127..25494700|protein TPR Domain containing protein, expressed	LOC_Os12g41190.1	no descriptionmoderately similar to ( 459)AT1G04190| Symbols:  | tetratricopeptide repeat (TPR)-containing protein | chr1:1106616-1108556 REVERSEvery weakly similar to (88.6)STIP_SOYBNHeat shock protein STI - Glycine max (Soybean)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TPR NrfG	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_66299_PI403524517	2	-0.53735065	0.62438583	-0.27179337	0.5429783	-1.5788832	0.27179432	35_18933	"Cluster: Zinc finger family protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Zinc finger family protein, putative, expressed - Ory"	UniRef90_Q10RY0	CHR5V7|COORD:24428179..24432075| zinc finger (C3HC4-type RING finger) family protein	AT5G60710.1	CHR03V5|COORD:2315897..2320767|protein protein binding protein, putative, expressed	LOC_Os03g04890.1	no descriptionhighly similar to ( 523)AT5G60710| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr5:24428179-24432075 REVERSEnot assigned vWA_C3HC4_type vWA_subgroup vWA_interalpha_trypsin_inhibitor vWFA VWA VWA COG2304 vWA_ywmD_type VWA_CoxE ChlD VWA_YIEM_type COG2425 vWFA_subfamily_ECM vWA_VGCC_like vWA_BatA_type RING	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_110318_PI403524517	2	0.011792183	-0.027334213	-0.011793137	0.07798195	-0.2748232	0.23591232	35_31340	"Cluster: Os05g0405500 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0405500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DIA1	"CHR3V7|COORD:4912572..4914510| CYP72A7 (cytochrome P450, family 72, subfamily A, polypeptide 7); oxygen binding"	AT3G14610.1	CHR05V5|COORD:19675687..19673079|protein cytochrome P450 72A1, putative, expressed	LOC_Os05g33600.1	" no descriptionweakly similar to ( 173)AT3G14610| Symbols: CYP72A7 | CYP72A7 (cytochrome P450, family 72, subfamily A, polypeptide 7); oxygen binding | chr3:4912572-4914510 FORWARDweakly similar to ( 166)C72A1_CATROCytochrome P450 72A1 - Catharanthus roseus (Rosy periwinkle) (Madagascar periwinkle)not assigned not assigned not assigned not assigned not assigned p450 CypX "	misc.cytochrome P450	26_10

CUST_50759_PI403524517	2	0.015656471	0.08849621	0.02109909	-0.13269424	-0.015657425	-0.0727911	35_14482	Rep: Sucrose synthase 1 - Oryza sativa (Rice)	UniRef90_P30298	"CHR3V7|COORD:15190192..15193565| SUS4; UDP-glycosyltransferase/ sucrose synthase/ transferase, transferring glycosyl groups"	AT3G43190.1	CHR06V5|COORD:4803247..4795287|protein sucrose synthase 1, putative, expressed	LOC_Os06g09450.8	" no descriptionmoderately similar to ( 210)AT3G43190| Symbols: SUS4 | SUS4; UDP-glycosyltransferase/ sucrose synthase/ transferase, transferring glycosyl groups | chr3:15190192-15193565 REVERSEmoderately similar to ( 258)SUS1_HORVUSucrose synthase 1 - Hordeum vulgare (Barley)not assigned not assigned Glycos_transf_1 RfaG "	major CHO metabolism.degradation.sucrose.Susy	2_2_1_5

CUST_94387_PI403524517	2	-0.02331829	-0.10590267	0.16499901	-0.12258911	0.056741714	0.023317337	35_26981	"Cluster: S-receptor kinase homolog-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: S-receptor kinase homolog-like - Oryza sativa (japonica cultivar-group"	UniRef90_Q94E23	CHR1V7|COORD:195980..198383| protein kinase family protein	AT1G01540.2	CHR01V5|COORD:27461042..27457389|protein ATP binding protein, putative, expressed	LOC_Os01g47470.1	no descriptionvery weakly similar to (60.5)AT1G01540| Symbols:  | protein kinase family protein | chr1:195980-198383 FORWARD	protein.postranslational modification.kinase.receptor like cytoplasmatic kinase V	29_4_1_55

CUST_111165_PI403524517	2	-0.0038852692	-0.043874264	-0.10571766	0.054957867	0.2373147	0.0038852692	35_31567	Rep: Os11g0210100 protein - Oryza sativa (japonica cultivar-group)	UniRef90_Q0ITX0	CHR2V7|COORD:17304064..17305807| peroxidase	AT2G41480.1	CHR11V5|COORD:5697577..5695253|protein peroxidase 43 precursor, putative, expressed	LOC_Os11g10460.1	no descriptionweakly similar to ( 103)AT2G41480| Symbols:  | peroxidase | chr2:17304064-17305807 REVERSEvery weakly similar to (93.2)PER2_ARAHYCationic peroxidase 2 precursor - Arachis hypogaea (Peanut)secretory_peroxidase plant_peroxidase peroxidase	misc.peroxidases	26_12

CUST_59879_PI403524517	2	-0.061284065	0.33347702	-0.020406723	0.02040577	-0.06701088	0.0812273	35_17072	"Cluster: Os01g0595100 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os01g0595100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JLJ7	CHR1|COORD:30097822..30102058| expressed protein, identical to unknown protein GB:AAD55481 (Arabidopsis thaliana)	AT1G80000.2	CHR01V5|COORD:23643064..23649763|protein expressed protein	LOC_Os01g41190.1	"no descriptionweakly similar to ( 148)AT1G80000| Symbols:  | similar to glycine-rich protein [Arabidopsis thaliana] (TAIR:AT1G15280.2); similar to Os01g0595100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001043467.1); similar to glycine-rich protein-like [Oryza sativa (japonica cultivar-group)] (GB:BAD52900.1) | chr1:30098088-30101635 FORWARD"	not assigned.unknown	35_2

CUST_20043_PI403524517	2	-0.1391468	0.22859192	0.1421442	-0.1889801	-0.042634964	0.042635918	35_5807	"Cluster: Os01g0506200 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0506200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JMG5	0	0	CHR01V5|COORD:17953821..17939173|protein tetratricopeptide repeat protein 5, putative, expressed	LOC_Os01g32184.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_164479_PI403524517	2	0.35298824	0.23537636	-0.015883446	-0.23239803	-0.43307495	0.015883446	35_45848	"Cluster: OSJNBa0005N02.3 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0005N02.3 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XSA2		0	CHR04V5|COORD:28222521..28207417|protein PINHEAD protein, putative, expressed	LOC_Os04g47870.2	no description	not assigned.unknown	35_2

CUST_65630_PI403524517	2	0.12965775	0.25643635	0.017333984	-0.019680977	-0.017333984	-0.03204441	35_18745	"Cluster: Aurora kinase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Aurora kinase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q4R1K7	"CHR4V7|COORD:15842561..15844358| ATAUR1 (ATAURORA1); histone serine kinase(H3-S10 specific) / kinase/ protein serine/threonine kinase"	AT4G32830.1	CHR01V5|COORD:4911172..4906692|protein serine/threonine-protein kinase Eg2-like, putative, expressed	LOC_Os01g09580.2	"no descriptionhighly similar to ( 506)AT4G32830| Symbols: ATAUR1 | ATAUR1 (ATAURORA1); histone serine kinase(H3-S10 specific) / kinase/ protein serine/threonine kinase | chr4:15842561-15844358 FORWARDweakly similar to ( 164)CDPK_DAUCACalcium-dependent protein kinase - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase SPS1 Pkinase_Tyr PTKc TyrKc PTKc_FAK PTKc_Tec_like PTK_CCK4 PTKc_Srm_Brk PTKc_Trk PTKc_Csk_like PTKc_Syk_like PTKc_Jak_rpt2 PTKc_Fes_like PTKc_Abl PTKc_Ack_like PTKc_FGFR PTKc_ALK_LTK PTKc_Ror PTKc_Tec_Rlk PTKc_Btk_Bmx PTKc_Musk PTKc_c-ros PTKc_Fes PTKc_Src_like PTKc_Jak2_Jak3_rpt2 PTKc_Itk PTKc_TrkA PTKc_Syk PTKc_TrkC PTKc_TrkB PTKc_Fer PTKc_Frk_like PTKc_Lyn PTKc_Jak1_rpt2 PTKc_FGFR2 PTKc_Ror1 PTKc_InsR_like PTKc_PDGFR PTKc_EGFR_like PTKc_FGFR1 PTKc_FGFR4 PTKc_FGFR3 PTKc_Csk PTKc_EphR PTKc_Tyro3 PTKc_Chk PTKc_Tyk2_rpt2 PTKc_Tie2 PTKc_DDR PTKc_Zap-70 PTKc_Axl PTKc_Ror2 PTKc_Lck_Blk PTKc_EphR_A2 PTKc_Axl_like PTKc_Hck PTKc_EphR_B PTKc_Aatyk PTKc_Tie1 PTK_Ryk PTKc_Tie PTKc_RET PTKc_Aatyk1_Aatyk3 PTKc_Src PTKc_Yes PTKc_EphR_A PTKc_Fyn_Yrk PTKc_EGFR PTKc_Met_Ron PTKc_DDR2 PTKc_DDR_like PTKc_HER4 PTK_Jak_rpt1 PTKc_DDR1 PTKc_IGF-1R PTK_HER3 PTKc_InsR PTKc_VEGFR2 PTKc_VEGFR3 PTKc_Aatyk2 PTKc_HER2"	protein.postranslational modification	29_4

CUST_151645_PI403524517	2	0.1055851	-0.2878971	-0.03863907	0.038640022	0.22817612	-0.153862	35_42402	"Cluster: Phosphoglycerate kinase, cytosolic; n=11; Poaceae|Rep: Phosphoglycerate kinase, cytosolic - Triticum aestivum (Wheat)"	UniRef90_P12783	CHR1V7|COORD:21032068..21034119| phosphoglycerate kinase, putative	AT1G56190.1	CHR02V5|COORD:3727491..3731345|protein phosphoglycerate kinase, cytosolic, putative, expressed	LOC_Os02g07260.2	 no descriptionmoderately similar to ( 272)AT1G56190| Symbols:  | phosphoglycerate kinase, putative | chr1:21032068-21034119 FORWARDmoderately similar to ( 296)PGKY_WHEATPhosphoglycerate kinase, cytosolic - Triticum aestivum (Wheat)not assigned pgk Phosphoglycerate_kinase PGK Pgk 	PS.calvin cyle.phosphoglycerate kinase	1_3_3

CUST_153533_PI403524517	2	0.19287539	0.062325954	-0.062325954	0.073518276	-0.11346769	-0.14944029	35_42909	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_14433_PI399408534	2	0.46071625	0.477468	0.20921803	-0.26506138	-0.3061018	-0.20921803	35_16084	Rep: H0820C10.3 protein - Oryza sativa (Rice)	UniRef90_Q01MP5	CHR2V7|COORD:11543873..11548581| AGO4 (ARGONAUTE 4)	AT2G27040.1	CHR04V5|COORD:3550059..3542362|protein argonaute-like protein, putative, expressed	LOC_Os04g06770.2	no descriptionweakly similar to ( 122)AT5G21150| Symbols:  | PAZ domain-containing protein / piwi domain-containing protein | chr5:7193475-7198116 FORWARDnot assigned	RNA.regulation of transcription.Argonaute	27_3_36

CUST_61602_PI403524517	2	0.0029463768	-0.68857384	-0.0029463768	0.09531069	0.1413455	-0.015182018	35_17581	"Cluster: Putative STF-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative STF-1 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69RG0	"CHR2V7|COORD:1149472..1150452| ST (steroid sulfotransferase); sulfotransferase"	AT2G03760.1	CHR07V5|COORD:24843414..24844882|protein flavonol 4-sulfotransferase, putative, expressed	LOC_Os07g41460.1	" no descriptionweakly similar to ( 120)AT2G03760| Symbols: RAR047, ST | ST (steroid sulfotransferase); sulfotransferase | chr2:1149472-1150452 REVERSEnot assigned not assigned Sulfotransfer_1 PRK12323 "	lipid metabolism.'exotics' (steroids, squalene etc)	11_8

CUST_91575_PI403524517	2	0.17391491	0.30674553	-0.030023575	-0.024879456	0.02488041	-0.08631325	35_26183	Rep: Os02g0805800 protein - Oryza sativa (japonica cultivar-group)	UniRef90_Q0DWN0	CHR2V7|COORD:16357218..16362823| ATATH8 (ABC2 homolog 8)	AT2G39190.2	CHR02V5|COORD:34372513..34366517|protein ATATH8, putative, expressed	LOC_Os02g56200.2	no descriptionmoderately similar to ( 312)AT2G39190| Symbols: ATATH8 | ATATH8 (ABC2 homolog 8) | chr2:16357218-16362823 FORWARDnot assigned AarF ubiB	not assigned.no ontology.ABC1 family protein	35_1_1

CUST_83390_PI403524517	2	0.3504095	0.038313866	-0.029597282	-0.17788744	0.029597282	-0.098876	35_23910	"Cluster: Sugar transporter superfamily; Major facilitator superfamily MFS_1; n=1; Medicago truncatula|Rep: Sugar transporter superfamily; Major facilitator supe"	UniRef90_Q1SE63	CHR5V7|COORD:23921184..23924079| sugar transporter family protein	AT5G59250.1	CHR10V5|COORD:22770122..22765590|protein D-xylose-proton symporter, putative, expressed	LOC_Os10g42830.1	no descriptionweakly similar to ( 195)AT5G59250| Symbols:  | sugar transporter family protein | chr5:23921184-23924079 FORWARDvery weakly similar to (65.5)STC_RICCOSugar carrier protein C - Ricinus communis (Castor bean)not assigned not assigned not assigned not assigned not assigned Sugar_tr xylE MFS_1 ProP PRK11551 AraJ PRK03893	transporter.sugars	34_2

CUST_12244_PI403524517	2	-0.02046585	-0.004252434	0.0042533875	0.032946587	0.16312027	-0.09469986	35_3485	"Cluster: Hypothetical protein OSJNBa0049H05.13; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0049H05.13 - Oryza sativa (japonica"	UniRef90_Q5SN88	0	0	CHR01V5|COORD:26904848..26903393|protein hypothetical protein	LOC_Os01g46670.1	no description	not assigned.unknown	35_2

CUST_79226_PI403524517	2	-0.52591896	-0.0410347	0.3780012	0.3227644	-0.12805939	0.0410347	35_22724	"Cluster: Root uracil permease 1; n=2; Oryza sativa (japonica cultivar-group)|Rep: Root uracil permease 1 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2A0M6	CHR5V7|COORD:25260949..25264301| permease, putative	AT5G62890.2	CHR03V5|COORD:34540146..34536291|protein permease I, putative, expressed	LOC_Os03g60880.2	 no descriptionmoderately similar to ( 431)AT5G62890| Symbols:  | permease, putative | chr5:25260949-25263974 FORWARDnot assigned Xan_ur_permease UraA PRK10720 	transport.misc	34_99

CUST_15231_PI404877155	2	0.005552292	-0.005551338	-0.11338806	0.103868484	0.09078312	-0.037451744	Contig9103_at	poly(A) polymerase-like protein [Oryza sativa (japonica cultivar-group)] dbj|BAC21354.1| poly(A) polymerase-like protein [Oryza sativa (japo	NP_910406.1	poly (A) polymerase family protein	At3g06560.1	protein Poly(A) polymerase central domain, putative	Os07g48890	NONE	RNA.processing	27_1

CUST_17008_PI404877155	2	-0.063102245	0.7839718	-0.16031647	-0.09868097	0.06310272	0.12414217	HS07F03u_at	0	0	0	0	0	0	NONE	RNA.regulation of transcription	27_3

CUST_27329_PI403524517	2	-0.030768394	0.46749735	-0.07319927	0.030768871	-0.11553669	0.90169764	35_7913	"Cluster: Putative cinnamoyl-CoA reductase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative cinnamoyl-CoA reductase - Oryza sativa (japonica"	UniRef90_Q5QLS2	CHR1V7|COORD:24928517..24929901| cinnamyl-alcohol dehydrogenase family / CAD family	AT1G66800.1	CHR09V5|COORD:19013398..19010574|protein dihydroflavonol-4-reductase, putative, expressed	LOC_Os09g31502.1	no descriptionweakly similar to ( 101)AT1G66800| Symbols:  | cinnamyl-alcohol dehydrogenase family / CAD family | chr1:24928517-24929901 FORWARDvery weakly similar to (83.2)DFRA_DIACADihydroflavonol-4-reductase - Dianthus caryophyllus (Carnation) (Clove pink)not assigned WcaG Epimerase	secondary metabolism.flavonoids.dihydroflavonols	16_8_3

CUST_30759_PI399408534	2	1.165904	-1.2002392	-0.19677019	1.1585784	0.19677019	-0.3810525	35_12380	"Cluster: Cryptochrome DASH, chloroplast/mitochondrial precursor; n=2; Oryza sativa|Rep: Cryptochrome DASH, chloroplast/mitochondrial precursor - Oryza sativa"	UniRef90_Q651U1	"CHR5V7|COORD:8535402..8538019| CRY3 (CRYPTOCHROME 3); DNA binding / DNA photolyase/ FMN binding"	AT5G24850.1	CHR06V5|COORD:27277875..27274442|protein cryptochrome 3, putative, expressed	LOC_Os06g45100.1	"no descriptionmoderately similar to ( 428)AT5G24850| Symbols: CRY3 | CRY3 (CRYPTOCHROME 3); DNA binding / DNA photolyase/ FMN binding | chr5:8535402-8538019 REVERSEhighly similar to ( 543)CRYD_ORYSAnot assigned PhrB FAD_binding_7 PRK10674"	DNA.repair	28_2

CUST_11309_PI403524517	2	-0.18878078	0.22752762	-0.034213066	0.073503494	0.010885239	-0.010884285	35_3204	"Cluster: Magnesium transporter CorA-like family protein, putative, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Magnesium transporter CorA-like"	UniRef90_Q10D38	CHR5V7|COORD:25824251..25826621| magnesium transporter CorA-like family protein (MRS2-2)	AT5G64560.1	CHR03V5|COORD:30409482..30404171|protein metal ion transporter, putative, expressed	LOC_Os03g53110.1	no descriptionhighly similar to ( 503)AT5G64560| Symbols:  | magnesium transporter CorA-like family protein (MRS2-2) | chr5:25824389-25826621 REVERSEnot assigned not assigned CorA PRK07764	transport.unspecified cations	34_14

CUST_92712_PI403524517	2	0.18510199	-0.047190666	0.06420565	0.047190666	-0.70043325	-0.3056693	35_26510	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_133417_PI403524517	2	0.009072304	0.88612556	-0.06551838	-0.09401703	-0.009072304	0.13930035	35_37455	Rep: Polyubiquitin 4 UBQ4 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q0WRN6	"CHR5V7|COORD:771975..772895| UBQ3 (POLYUBIQUITIN 3); protein binding"	AT5G03240.2	CHR06V5|COORD:28400733..28403579|protein polyubiquitin containing 7 ubiquitin monomers, putative, expressed	LOC_Os06g46770.3	"no descriptionweakly similar to ( 196)AT5G03240| Symbols: UBQ3 | UBQ3 (POLYUBIQUITIN 3); protein binding | chr5:771975-772895 REVERSEweakly similar to ( 131)UBIQ_WHEATUbiquitin - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned Ubiquitin UBQ ubiquitin Nedd8 UBL RAD23_N Scythe_N AN1_N UBQ parkin_N GDX_N NIRF_N Fubi SF3a120_C UBI4"	protein.degradation.ubiquitin.ubiquitin	29_5_11_1

CUST_12320_PI404877155	2	-0.13566303	-0.24535275	0.1306696	0.09341335	0.18201733	-0.09341335	Contig6058_at	putative aspartate aminotransferase [Oryza sativa (japonica cultivar-group)] dbj|BAB86539.1| putative aspartate aminotransferase [Oryza sati	NP_915689.1	aminotransferase class I and II family protein	At2g22250.2	protein probable aspartate aminotransferase [imported] - Arabidopsis thaliana	Os01g65090	probable aspartate aminotransferase	amino acid metabolism.central amino acid metabolism.aspartate.synthesis	13_1_1_2

CUST_112992_PI403524517	2	0.053847313	-0.8138342	-0.1554203	0.29372978	0.769784	-0.05384636	35_32072	"Cluster: Hypothetical protein P0406G08.33; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0406G08.33 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5N9W1	CHR2V7|COORD:16564116..16564379| DVL11/RTFL8 (ROTUNDIFOLIA LIKE 8)	AT2G39705.1	CHR03V5|COORD:9136936..9136640|protein expressed protein	LOC_Os03g16600.1	 no descriptionvery weakly similar to (62.4)AT2G39705| Symbols: RTFL8, DVL11 | DVL11/RTFL8 (ROTUNDIFOLIA LIKE 8) | chr2:16564116-16564379 FORWARD	not assigned.no ontology	35_1

CUST_8547_PI403524517	2	0.049176216	0.4789343	-0.02216053	-0.20445824	-0.16732788	0.022159576	35_2390	"Cluster: Os01g0148000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0148000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JQP7	0	0	CHR01V5|COORD:2596652..2609664|protein zinc finger in N-recognin family protein, putative, expressed	LOC_Os01g05500.2	no description	not assigned.unknown	35_2

CUST_3676_PI399408534	2	-0.14468956	0.074744225	-0.004486084	0.0044851303	-0.08396435	0.058968544	35_20935	"Cluster: Putative calcium dependent protein kinase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative calcium dependent protein kinase - Oryza sativa (j"	UniRef90_Q8LPZ7	"CHR3V7|COORD:19243644..19246503| CPK13 (calcium-dependent protein kinase 13); calcium- and calmodulin-dependent protein kinase/ kinase"	AT3G51850.1	CHR01V5|COORD:35946533..35952629|protein calcium-dependent protein kinase, isoform AK1, putative, expressed	LOC_Os01g61590.1	"no descriptionhighly similar to ( 664)AT3G51850| Symbols: CPK13 | CPK13 (calcium-dependent protein kinase 13); calcium- and calmodulin-dependent protein kinase/ kinase | chr3:19243644-19246503 FORWARDmoderately similar to ( 422)CDPK2_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase FRQ1 SPS1 EFh TyrKc Pkinase_Tyr PTKc PTKc_Tec_like"	signalling.calcium	30_3

CUST_15828_PI399408534	2	-0.48399544	0.5681467	0.3993683	0.13819313	-0.5148492	-0.13819313	35_13381	"Cluster: WRKY transcription factor 48; n=1; Oryza sativa (indica cultivar-group)|Rep: WRKY transcription factor 48 - Oryza sativa (indica cultivar-group)"	UniRef90_Q6IEN3	"CHR3V7|COORD:20920061..20921388| WRKY70 (WRKY DNA-binding protein 70); transcription factor"	AT3G56400.1	CHR05V5|COORD:23447293..23446217|protein OsWRKY48 - Superfamily of rice TFs having WRKY and zinc finger domains, expressed	LOC_Os05g40060.1	" no descriptionvery weakly similar to (84.3)AT3G56400| Symbols: ATWRKY70, WRKY70 | WRKY70 (WRKY DNA-binding protein 70); transcription factor | chr3:20920061-20921388 REVERSEnot assigned WRKY "	RNA.regulation of transcription.WRKY domain transcription factor family	27_3_32

CUST_44830_PI403524517	2	0.08019066	0.21180439	-0.08019066	-0.15923166	-0.41938686	0.20943356	35_12855	"Cluster: Os05g0508700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0508700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DGW2	CHR1V7|COORD:1148817..1153894| similar to meprin and TRAF homology domain-containing protein / MATH domain-containing protein [Arabidopsis thaliana]	AT1G04300.1	CHR05V5|COORD:25093445..25103539|protein MATH domain containing protein, expressed	LOC_Os05g43280.1	no descriptionvery weakly similar to (65.1)AT5G43560| Symbols:  | meprin and TRAF homology domain-containing protein / MATH domain-containing protein | chr5:17518270-17522753 FORWARD	not assigned.no ontology	35_1

CUST_22058_PI399408534	2	0.30325413	0.5860591	0.10655928	-0.32997847	-0.6217785	-0.10655928	35_32282	"Cluster: Hypothetical protein P0583B06.21; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0583B06.21 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6ZBS5	CHR3V7|COORD:9086464..9095544| DNA binding	AT3G24880.1	CHR08V5|COORD:4525712..4517322|protein DNA binding protein, putative, expressed	LOC_Os08g08000.1	no descriptionweakly similar to ( 135)AT3G24880| Symbols:  | DNA binding | chr3:9086464-9095544 REVERSE	not assigned.unknown	35_2

CUST_41137_PI403524517	2	-0.1705985	-0.2315898	0.019804	0.21556187	-0.019804	1.2199597	35_11827	Rep: H0717B12.3 protein - Oryza sativa (Rice)	UniRef90_Q01JB9	"CHR3V7|COORD:19585214..19587916| ATPAP22/PAP22 (purple acid phosphatase 22); acid phosphatase/ protein serine/threonine phosphatase"	AT3G52820.1	CHR04V5|COORD:20098023..20096047|protein purple acid phosphatase precursor, putative, expressed	LOC_Os04g33530.1	" no descriptionweakly similar to ( 122)AT3G52820| Symbols: ATPAP22, PAP22 | ATPAP22/PAP22 (purple acid phosphatase 22); acid phosphatase/ protein serine/threonine phosphatase | chr3:19585214-19587916 REVERSEvery weakly similar to (67.0)PPAF_SOYBNPurple acid phosphatase precursor - Glycine max (Soybean)not assigned "	misc.acid and other phosphatases	26_13

CUST_130595_PI403524517	2	0.08187485	0.0132369995	-0.013237953	-0.07648277	-0.04716587	0.04152298	35_36674	"Cluster: Putative TAF5; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative TAF5 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q67UR9	CHR5V7|COORD:8677120..8682061| nucleotide binding	AT5G25150.1	CHR06V5|COORD:26528301..26537144|protein transcription initiation factor TFIID subunit 5, putative, expressed	LOC_Os06g44030.2	no descriptionmoderately similar to ( 210)AT5G25150| Symbols:  | nucleotide binding | chr5:8677120-8682061 FORWARDnot assigned TFIID_90kDa	not assigned.no ontology	35_1

CUST_12837_PI399408534	2	0.14871025	0.02096939	-0.02096939	0.04189539	-0.042589664	-0.24380445	35_27648	"Cluster: RNase P subunit p30 family protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: RNase P subunit p30 family protein - Oryza sativa (japonica cultiv"	UniRef90_Q2QYZ6	CHR5V7|COORD:24164433..24166618| RNase P subunit p30 family protein	AT5G59980.1	CHR12V5|COORD:34977..38954|protein RNase P subunit p30 family protein	LOC_Os12g01060.1	no descriptionweakly similar to ( 107)AT5G59980| Symbols:  | RNase P subunit p30 family protein | chr5:24164433-24166618 FORWARDnot assigned RNase_P_p30	RNA.processing.ribonucleases	27_1_19

CUST_88205_PI403524517	2	-0.7465143	-0.21370411	0.007121086	0.018442154	0.11453056	-0.00712204	35_25252	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_96065_PI403524517	2	0.2864399	0.10827112	-0.18088579	-0.45624876	0.28701353	-0.10827112	35_27445	Rep: AT1 protein - Oryza sativa (Rice)	UniRef90_Q40725	CHR1V7|COORD:17977816..17979969| histone H1/H5 family protein	AT1G48620.1	CHR05V5|COORD:29678166..29675828|protein DNA-binding protein, putative, expressed	LOC_Os05g51850.1	no descriptionnot assigned not assigned not assigned not assigned not assigned H15 PRK12323	not assigned.unknown	35_2

CUST_5852_PI404877155	2	0.048090935	-0.29789972	-0.04809189	-0.12548637	0.12939453	0.6567869	Contig17941_at	receptor-like protein kinase (EC 2.7.1.-) - rice emb|CAA69028.1| TMK [Oryza sativa]	T04124	leucine-rich repeat family protein / protein kinase family protein	At3g23750.1	protein receptor-like kinase RHG4	Os11g26130	NONE	signalling.receptor kinases.leucine rich repeat IX	30_2_9

CUST_86458_PI403524517	2	0.23140335	0.08692455	0.3917389	-0.36489964	-0.08692551	-0.24298191	35_24760	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_9161_PI403524517	2	-0.71635056	0.001250267	0.34362602	0.1612854	-0.0012512207	-0.03725624	35_2573	"Cluster: Putative NADPH dehydrogenase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative NADPH dehydrogenase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5W745	"CHR4V7|COORD:2572750..2576220| NDB2 (NAD(P)H DEHYDROGENASE B2); disulfide oxidoreductase"	AT4G05020.1	CHR05V5|COORD:15410135..15404214|protein expressed protein	LOC_Os05g26660.1	"no descriptionhighly similar to ( 809)AT4G05020| Symbols: NDB2 | NDB2 (NAD(P)H DEHYDROGENASE B2); disulfide oxidoreductase | chr4:2572750-2576220 FORWARDvery weakly similar to (62.0)MDAR_PEAMonodehydroascorbate reductase - Pisum sativum (Garden pea)not assigned not assigned Ndh Pyr_redox_2 HcaD NirB PRK09564 Lpd PRK06416 PRK05976 Pyr_redox PRK06370"	mitochondrial electron transport / ATP synthesis.NADH-DH.type II.external	9_2_2

CUST_17689_PI403524517	2	0.118247986	-0.067420006	-0.015494347	-0.022914886	0.0154953	0.027441025	35_5109	"Cluster: Putative BRI1-KD interacting protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Putative BRI1-KD interacting protein - Oryza sativa (japonica"	UniRef90_Q6Z797	"CHR4V7|COORD:15609807..15611873| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G25480.1); similar to putative BRI1-KD interacting protein [Oryza"	AT4G32330.2	CHR02V5|COORD:5623352..5627373|protein seed specific protein Bn15D14A, putative, expressed	LOC_Os02g10690.2	"no descriptionmoderately similar to ( 207)AT4G32330| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G25480.1); similar to putative BRI1-KD interacting protein [Oryza sativa (japonica cultivar-group)] (GB:BAD15848.1); contains InterPro domain Targeting for Xklp2; (InterPro:IPR009675) | chr4:15609807-15611873 FORWARDnot assigned TPX2 CDC27"	not assigned.unknown	35_2

CUST_81366_PI403524517	2	0.1652937	-0.32151365	0.03745556	0.037738323	-0.04286194	-0.037455082	35_23339	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_101747_PI403524517	2	0.14062977	-0.18387604	-0.028038979	-0.27211	0.028038979	1.0917549	35_29032	Rep: Cyclin D2 - Triticum aestivum (Wheat)	UniRef90_Q71FH0		0	CHR06V5|COORD:6018598..6020854|protein cyclin delta-2, putative, expressed	LOC_Os06g11410.1	no description	not assigned.unknown	35_2

CUST_782_PI403524517	2	0.04671669	-0.48515224	-0.24844074	0.13603973	-0.04671669	0.08271408	35_205	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_14575_PI399408534	2	0.16380692	0.594409	0.050491333	-0.2506237	-0.28448677	-0.050491333	35_22727	Rep: OSIGBa0130K07.8 protein - Oryza sativa (Rice)	UniRef90_Q01LJ9	"CHR1V7|COORD:3162004..3165124| ATCDC5 (Arabidopsis thaliana homolog of cdc5); DNA binding / transcription factor"	AT1G09770.1	CHR04V5|COORD:16392478..16399791|protein cell division cycle 5-like protein, putative, expressed	LOC_Os04g28090.1	" no descriptionmoderately similar to ( 253)AT1G09770| Symbols: AtMYBCDC5, CDC5, ATCDC5 | ATCDC5 (Arabidopsis thaliana homolog of cdc5); DNA binding / transcription factor | chr1:3162004-3165124 FORWARDnot assigned "	RNA.regulation of transcription.MYB-related transcription factor family	27_3_26

CUST_10821_PI403524517	2	0.102656364	-0.18231678	0.02197361	-0.016485214	0.016485214	-0.09500694	35_3056	"Cluster: Putative strictosidine synthase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative strictosidine synthase - Oryza sativa (japonica cultivar-gro"	UniRef90_Q75LL5	CHR1V7|COORD:2682265..2683980| strictosidine synthase family protein	AT1G08470.1	CHR03V5|COORD:30880231..30877631|protein strictosidine synthase precursor, putative, expressed	LOC_Os03g53950.1	no descriptionmoderately similar to ( 310)AT1G08470| Symbols:  | strictosidine synthase family protein | chr1:2682265-2683980 REVERSEvery weakly similar to (96.7)STSY_CATROStrictosidine synthase precursor - Catharanthus roseus (Rosy periwinkle) (Madagascar periwinkle)not assigned Str_synth COG3386 SGL	secondary metabolism.N misc.alkaloid-like	16_4_1

CUST_113880_PI403524517	2	0.12657166	0.31897926	0.15815353	-0.1265707	-0.34701252	-0.1279087	35_32319	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_38635_PI403524517	2	0.25456524	0.02684164	-0.026842117	-3.3079896	0.56395435	-0.14782286	35_11115	0	0	CHR3V7|COORD:8063070..8064482| leucine-rich repeat family protein / extensin family protein	AT3G22800.1	0	0	no description	not assigned.unknown	35_2

CUST_55139_PI403524517	2	0.43766308	-0.6858988	-0.091477394	-1.0110626	0.09147644	0.10416031	35_15693	"Cluster: Macrophage migration inhibitory factor family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Macrophage migration inhibitory"	UniRef90_Q2RBL5	CHR5V7|COORD:242731..244030| macrophage migration inhibitory factor family protein / MIF family protein	AT5G01650.1	CHR12V5|COORD:410252..412211|protein macrophage migration inhibitory factor, putative, expressed	LOC_Os12g01680.1	no descriptionweakly similar to ( 166)AT5G01650| Symbols:  | macrophage migration inhibitory factor family protein / MIF family protein | chr5:242731-244030 REVERSEnot assigned MIF	not assigned.no ontology	35_1

CUST_76791_PI403524517	2	0.014908791	-0.7877188	-0.014909744	0.05162716	0.097782135	-0.18118763	35_22012	"Cluster: Hypothetical protein OSJNBb0006J12.17; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0006J12.17 - Oryza sativa (japonica"	UniRef90_Q6AUK4	"CHR5V7|COORD:6310097..6310625| similar to Os05g0404300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001055502.1); contains InterPro domain CHCH;"	AT5G18920.1	CHR05V5|COORD:19603680..19601627|protein expressed protein	LOC_Os05g33514.1	"no descriptionvery weakly similar to (90.9)AT5G18920| Symbols:  | similar to Os05g0404300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001055502.1); contains InterPro domain CHCH; (InterPro:IPR010625) | chr5:6310097-6310625 FORWARD"	not assigned.unknown	35_2

CUST_179393_PI403524517	2	0.25332594	-0.06315613	0.06315565	0.6068082	-0.9665563	-0.23070526	35_49895	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_178876_PI403524517	2	0.059265614	-0.52528	-0.2540288	-0.05926609	0.15791702	0.151515	35_49753	"Cluster: Hypothetical protein Os03g47140; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein Os03g47140 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q9FRG8		0	CHR03V5|COORD:26628213..26631361|protein atGRF2, putative, expressed	LOC_Os03g47140.1	no description	not assigned.unknown	35_2

CUST_59869_PI403524517	2	-0.3846569	-1.1268654	0.3352518	0.13256168	-0.13256168	0.3925209	35_17068	"Cluster: Phosphoenolpyruvate carboxykinase, putative, expressed; n=4; Poaceae|Rep: Phosphoenolpyruvate carboxykinase, putative, expressed - Oryza sativa (japoni"	UniRef90_Q10NX2	CHR4V7|COORD:17802968..17806326| phosphoenolpyruvate carboxykinase (ATP), putative / PEP carboxykinase, putative / PEPCK, putative	AT4G37870.1	CHR03V5|COORD:8203180..8197844|protein phosphoenolpyruvate carboxykinase, putative, expressed	LOC_Os03g15050.2	 no descriptionhighly similar to ( 823)AT4G37870| Symbols: PCK1, PEPCK | ATP binding / phosphoenolpyruvate carboxykinase (ATP) | chr4:17803288-17806326 REVERSEhighly similar to ( 818)PEPCK_MAIZEPhosphoenolpyruvate carboxykinase [ATP] - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PEPCK_ATP PEPCK_ATP PRK09344 PckA PEPCK Herpes_BLLF1 DUF566 PEPCK_HprK PRK07003 Atrophin-1 APC_basic AF-4 Tymo_45kd_70kd KAR9 HPC2 Pneumo_att_G DUF1509 	gluconeogenese/ glyoxylate cycle.PEPCK	6_4

CUST_5767_PI404877155	2	0.01063633	-0.114001274	-0.14399147	-0.01063633	0.01722908	0.08269787	Contig17786_at	importin beta-2 subunit family protein [Arabidopsis thaliana] gb|AAL32805.1| putative protein [Arabidopsis thaliana] gb|AAR23706.1| At4g2764	NP_194494.2	importin beta-2 subunit family protein	At4g27640.1	protein Importin-beta N-terminal domain, putative	Os03g15540	importin beta-2 subunit family protein, low similarity to importin 4 GI:18700635 from (Homo sapiens)	signalling.G-proteins	30_5

CUST_14617_PI404877155	2	0.11075878	0.0035800934	-0.104831696	-0.0035800934	-0.056004524	0.048099518	Contig8428_at	putative callose synthase [Hordeum vulgare subsp. vulgare]	AAO46087.1	glycosyl transferase family 48 protein	At3g07160.1	protein 1,3-beta-glucan synthase component, putative	Os03g02760	"GSL10;GLUCAN SYNTHASE-LIKE 10;glycosyl transferase family 48 protein, similar to glucan synthase GB:AAD11794 (Filobasidiella neoformans var. neoformans)"	minor CHO metabolism.callose	3_6

CUST_30159_PI403524517	2	0.0031089783	-0.5990982	-0.14620113	0.037350655	-0.003109932	0.11915302	35_8704	0	0	0	0	CHR10V5|COORD:4335216..4336940|protein retrotransposon protein, putative, unclassified	LOC_Os10g08410.1	no description	not assigned.unknown	35_2

CUST_7365_PI404877155	2	-0.0064868927	0.33935356	0.0	0.042669296	0.0	-7.49588E-4	Contig2152_at	Putative response regulator 10 [Oryza sativa (japonica cultivar-group)] gb|AAN52739.1| Putative response regulator 10 [Oryza sativa (japonic	NP_912485.1	two-component responsive regulator family protein / response regulator family protein	At3g16857.2	protein myb-like DNA-binding domain, SHAQKYF class, putative	Os03g12350	NONE	RNA.regulation of transcription.ARR	27_3_05

CUST_107595_PI403524517	2	0.14022064	-0.6365199	-0.19339228	0.029287338	-0.029286861	1.2375374	35_30617	"Cluster: Os02g0581000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0581000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E033	CHR3V7|COORD:144295..149835| phosphatidylinositolglycan class N (PIG-N) family protein	AT3G01380.1	CHR02V5|COORD:22375330..22384137|protein phosphatidylinositolglycan class N family protein, expressed	LOC_Os02g37050.1	no descriptionweakly similar to ( 165)AT3G01380| Symbols:  | phosphatidylinositolglycan class N (PIG-N) family protein | chr3:144295-149835 REVERSEnot assigned	not assigned.no ontology	35_1

CUST_14930_PI404877155	2	0.14337063	0.0694294	-0.14345169	-0.023701668	-0.09447193	0.023700714	Contig8750_at	putative zinc finger protein [Oryza sativa (japonica cultivar-group)] gb|AAP46233.1| putative GATA-type zinc finger protein [Oryza sativa (j	NP_909974.1	zinc finger (GATA type) family protein	At3g16870.1	protein putative GATA-type zinc finger protein	Os03g61570	NONE	RNA.regulation of transcription.C2C2(Zn) GATA transcription factor family	27_3_09

CUST_5689_PI404877155	2	0.18966675	0.53614235	-0.06625366	-0.15331936	0.06625366	-0.21160412	Contig17636_at	OSJNBa0020I02.14 [Oryza sativa (japonica cultivar-group)] ref|XP_472014.1| OSJNBa0020I02.14 [Oryza sativa (japonica cultivar-group)]	CAD40345.2	myb family transcription factor	At1g09770.1	protein Similar to CDC5 protein	Os04g28090	"CDC5;ATCDC5;myb family transcription factor, contains Pfam profile: PF00249 myb-like DNA-binding domain"	RNA.regulation of transcription.MYB-related transcription factor family	27_3_26

CUST_7923_PI404877155	2	0.070373535	-0.5003605	0.1367011	-0.07037401	-0.26950264	0.124535084	Contig23335_at	0	BAD07727.1	glutamate receptor family protein (GLR3.3)	At1g42540.1	protein Receptor family ligand binding region, putative	Os02g02540	NONE	signalling.in sugar and nutrient physiology	30_1

CUST_13711_PI403524517	2	0.0033073425	-0.08083916	-0.0055885315	0.097325325	0.10755253	-0.0033063889	35_3934	"Cluster: Heavy metal-associated domain containing protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Heavy metal-associated domain"	UniRef90_Q2QSQ7	"CHR1|COORD:180059..182293| similar to heavy-metal-associated domain-containing protein [Arabidopsis thaliana] (TAIR:At5g23760.1); similar to"	AT1G01490.2	CHR12V5|COORD:13174667..13176345|protein GMFP5, putative, expressed	LOC_Os12g23280.2	no descriptionvery weakly similar to (87.0)AT1G01490| Symbols:  | metal ion binding | chr1:180401-182066 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12678 PRK12323 PRK07003 Keratin_B2 DM6	not assigned.no ontology	35_1

CUST_25392_PI403524517	2	0.31928778	0.44515228	0.041443348	-0.078707695	-0.38121986	-0.04144287	35_7359	"Cluster: BRASSINOSTEROID INSENSITIVE 1-associated receptor kinase 1, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: BRASSINOSTEROID INSEN"	UniRef90_Q2R1F3	CHR5V7|COORD:3235463..3238172| leucine-rich repeat family protein / protein kinase family protein	AT5G10290.1	CHR11V5|COORD:22935483..22929909|protein BRASSINOSTEROID INSENSITIVE 1-associated receptor kinase 1 precursor, putative, expressed	LOC_Os11g39370.2	no descriptionvery weakly similar to (87.8)AT5G10290| Symbols:  | leucine-rich repeat family protein / protein kinase family protein | chr5:3235463-3238172 REVERSEvery weakly similar to (73.6)RPK1_IPONIReceptor-like protein kinase precursor - Ipomoea nil (Japanese morning glory) (Pharbitis nil)not assigned not assigned	stress.biotic	20_1

CUST_69390_PI403524517	2	0.06784916	0.36366272	-0.056672096	-0.06580639	-0.04968357	0.04968357	35_19854	Rep: Endoglucanase 9 - Oryza sativa (Rice)	UniRef90_P0C1U4	"CHR5V7|COORD:20214991..20217394| KOR1 (KORRIGAN); hydrolase, hydrolyzing O-glycosyl compounds"	AT5G49720.1	CHR03V5|COORD:12087267..12082914|protein endo-1,4-beta-glucanase, putative, expressed	LOC_Os03g21210.1	" no descriptionhighly similar to ( 731)AT5G49720| Symbols: DEC, KOR, RSW2, OR16PEP, IRX2, KOR1 | KOR1 (KORRIGAN); hydrolase, hydrolyzing O-glycosyl compounds | chr5:20214991-20217394 REVERSEhighly similar to ( 870)GUN9_ORYSAGlyco_hydro_9 "	cell wall.degradation.cellulases and beta -1,4-glucanases	10_6_1

CUST_89366_PI403524517	2	0.12409401	0.17149544	-0.010325432	0.010324478	-0.034555435	-0.09105301	35_25564	"Cluster: Putative cell cycle switch protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative cell cycle switch protein - Oryza sativa (japonica cultiv"	UniRef90_Q5JM92	CHR5V7|COORD:4468680..4470709| WD-40 repeat family protein	AT5G13840.1	CHR01V5|COORD:43276262..43279562|protein fizzy-related protein, putative, expressed	LOC_Os01g74146.1	no descriptionmoderately similar to ( 285)AT5G13840| Symbols:  | WD-40 repeat family protein | chr5:4468680-4470709 REVERSEnot assigned not assigned not assigned WD40	not assigned.no ontology	35_1

CUST_170036_PI403524517	2	0.49393463	-0.03818798	0.107027054	-0.1873045	0.038188934	-0.16143322	35_47360	Rep: Fasciclin-like protein FLA5 - Triticum aestivum (Wheat)	UniRef90_Q06IA1	CHR3V7|COORD:22510548..22511816| FLA10 (fasciclin-like arabinogalactan-protein 10)	AT3G60900.1	CHR04V5|COORD:28692834..28691152|protein fasciclin-like arabinogalactan protein 10 precursor, putative, expressed	LOC_Os04g48490.1	no descriptionmoderately similar to ( 210)AT3G60900| Symbols: FLA10 | FLA10 (fasciclin-like arabinogalactan-protein 10) | chr3:22510548-22511816 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07003 Herpes_BLLF1 HPC2 Tymo_45kd_70kd Atrophin-1 PRK07764 Extensin_2 AF-4 DUF566 PRK05648 APC_basic DUF1421 Pneumo_att_G KAR9 DUF605 CTF_NFI GRASP55_65 Herpes_TAF50 Drf_FH1 PRK08853 BASP1 DAG1 DUF1509 Herpes_UL32 DamX PRK12495 Syndecan TT_ORF1 PRK12372 PRK11901 Totivirus_coat DUF936 Chon_Sulph_att IER PRK08770 Sororin CDC27 Coprinus_mating PRK08691	cell wall.cell wall proteins.AGPs	10_5_1

CUST_148396_PI403524517	2	0.18341732	0.06896734	-0.06896734	0.31919622	-0.5269146	-0.8568268	35_41515	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_166954_PI403524517	2	0.059940338	0.010315895	0.017562866	-0.17925549	-0.010315895	-0.11442375	35_46508	"Cluster: Hypothetical protein B1045F02.18; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1045F02.18 - Oryza sativa (japonica cultivar-g"	UniRef90_Q8LQX1	CHR3V7|COORD:6762384..6762702| similar to Os01g0342800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001042956.1)	AT3G19508.1	CHR01V5|COORD:13514258..13513481|protein expressed protein	LOC_Os01g24020.1	no descriptionvery weakly similar to (55.8)AT3G19508| Symbols:  | similar to Os01g0342800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001042956.1) | chr3:6762384-6762702 REVERSE	not assigned.no ontology	35_1

CUST_79342_PI403524517	2	0.12084293	-0.11082363	0.0908432	0.15960455	-0.09084368	-0.09084368	35_22759	"Cluster: Os01g0674700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0674700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JKH2	"CHR1V7|COORD:10846658..10850499| EMB2279 (EMBRYO DEFECTIVE 2279); binding"	AT1G30610.1	CHR01V5|COORD:28052172..28059329|protein expressed protein	LOC_Os01g48380.2	"no descriptionhighly similar to ( 509)AT1G30610| Symbols: EMB2279 | EMB2279 (EMBRYO DEFECTIVE 2279); binding | chr1:10846658-10850499 FORWARDvery weakly similar to (79.0)RF1_ORYSA"	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_97470_PI403524517	2	-0.018548012	0.13952637	0.018548012	-0.039011955	-0.053559303	0.082862854	35_27835	"Cluster: Os01g0958800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0958800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JFV8	CHR3|COORD:3669396..3671845| expressed protein, similar to unknown protein GB:AAF00672 (Arabidopsis thaliana)	AT3G11620.1	CHR01V5|COORD:42595366..42591869|protein expressed protein	LOC_Os01g72870.2	no descriptionmoderately similar to ( 353)AT3G11620| Symbols: BAS1 | BAS1 | chr3:3670036-3671740 REVERSEnot assigned not assigned MhpC	not assigned.no ontology	35_1

CUST_3797_PI403524517	2	0.015908241	-0.37596416	0.048864365	-0.015909195	-0.07326412	0.06422043	35_1039	Rep: Peroxiredoxin - Oryza sativa (Rice)	UniRef90_Q9FR35	"CHR1V7|COORD:24563187..24564416| TPX1 (THIOREDOXIN-DEPENDENT PEROXIDASE 1); antioxidant"	AT1G65980.1	CHR01V5|COORD:28074779..28072452|protein peroxiredoxin-5, mitochondrial precursor, putative, expressed	LOC_Os01g48420.1	"no descriptionmoderately similar to ( 257)AT1G65980| Symbols: TPX1 | TPX1 (THIOREDOXIN-DEPENDENT PEROXIDASE 1); antioxidant | chr1:24563258-24564416 REVERSEnot assigned PRX5_like AHP1 Redoxin PRX_family AhpC-TSA AhpC PRX_AhpE_like PRX_Typ2cys Bcp"	redox.peroxiredoxin	21_5

CUST_20517_PI403524517	2	-0.09344292	-0.30020618	-0.02344513	0.36923695	0.02344513	0.26530075	35_5953	"Cluster: Putative cyclin-dependent kinase CDC2C; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative cyclin-dependent kinase CDC2C - Oryza sativa (japonic"	UniRef90_Q7XIB4	"CHR1V7|COORD:6427234..6430688| IBS1 (IMPAIRED IN BABA-INDUCED STERILITY 1); kinase"	AT1G18670.1	CHR07V5|COORD:24297488..24290865|protein transposon protein, putative, unclassified, expressed	LOC_Os07g40550.4	"no descriptionweakly similar to ( 117)AT1G18670| Symbols: IBS1 | IBS1 (IMPAIRED IN BABA-INDUCED STERILITY 1); kinase | chr1:6427234-6430688 REVERSE"	protein.postranslational modification	29_4

CUST_67969_PI403524517	2	0.39370155	1.8088207	-0.4376192	-0.22159243	-0.6511512	0.2215929	35_19419	"Cluster: Putative glucosyltransferase-2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative glucosyltransferase-2 - Oryza sativa (japonica"	UniRef90_Q84ZE0	0	0	CHR07V5|COORD:18031389..18032849|protein indole-3-acetate beta-glucosyltransferase, putative	LOC_Os07g30469.1	no description	not assigned.unknown	35_2

CUST_163019_PI403524517	2	0.008320332	0.3941388	0.007985115	-0.007984638	-0.20280933	-0.16338491	35_45466	Rep: OSIGBa0097I24.3 protein - Oryza sativa (Rice)	UniRef90_Q01LN0	"CHR1V7|COORD:5451718..5452118| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G49350.1); similar to PREDICTED: hypothetical protein [Rattus norve"	AT1G15840.1	CHR04V5|COORD:14811341..14809174|protein transposon protein, putative, CACTA, En/Spm sub-class	LOC_Os04g25590.1	no description	not assigned.unknown	35_2

CUST_67364_PI403524517	2	0.023101807	0.47257042	-0.023101807	-0.17183208	-0.1256733	0.0602026	35_19233	Rep: B0414F07.4 protein - Oryza sativa (Rice)	UniRef90_Q259Y6	"CHR3V7|COORD:8567978..8573826| NRPD2a (NUCLEAR RNA POLYMERASE D 2A); DNA binding / DNA-directed RNA polymerase"	AT3G23780.1	CHR04V5|COORD:32390816..32399859|protein NRPD2a, putative, expressed	LOC_Os04g54840.1	" no descriptionmoderately similar to ( 475)AT3G23780| Symbols: DRD2, NRPD2, NRPD2a | NRPD2a (NUCLEAR RNA POLYMERASE D 2A); DNA binding / DNA-directed RNA polymerase | chr3:8567978-8573826 REVERSEweakly similar to ( 115)RPOB_CHAGLDNA-directed RNA polymerase subunit beta - Chaetosphaeridium globosumnot assigned not assigned not assigned not assigned RNA_pol_B_RPB2 RpoB PRK08565 PRK07225 RNA_pol_Rpb2_6 rpoB rpoB PRK09603 RNA_pol_Rpb2_7 "	RNA.transcription	27_2

CUST_13014_PI403524517	2	-0.1173048	0.11188698	0.05084133	-0.012369156	0.012368202	-0.11941624	35_3723	"Cluster: Putative growth-on protein GRO10; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative growth-on protein GRO10 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5Z413	CHR1V7|COORD:23622153..23625745| protease-associated (PA) domain-containing protein	AT1G63690.1	CHR06V5|COORD:31150347..31155636|protein signal peptide peptidase-like 2B, putative, expressed	LOC_Os06g51430.1	no descriptionnot assigned PA_GO-like	not assigned.unknown	35_2

CUST_31280_PI399408534	2	0.08604431	0.060560226	-0.107645035	-0.009110451	0.009109497	-0.047374725	35_35856	Rep: Barley B recombinant - Hordeum vulgare (Barley)	UniRef90_Q8GUC3	CHR1V7|COORD:5043081..5043920| BPC2 (BASIC PENTACYSTEINE 2)	AT1G14685.2	CHR10V5|COORD:962685..960598|protein GAGA-binding protein, putative, expressed	LOC_Os10g02584.3	 no descriptionvery weakly similar to (78.2)AT1G14685| Symbols: BBR/BPC2, ATBPC2, BPC2 | BPC2 (BASIC PENTACYSTEINE 2) | chr1:5043081-5043920 FORWARDDUF1004 	RNA.regulation of transcription	27_3

CUST_153313_PI403524517	2	0.109108925	0.2718172	-6.771088E-5	6.818771E-5	-0.06148815	-0.02286005	35_42849	"Cluster: Proteophosphoglycan 5; n=1; Leishmania major strain Friedlin|Rep: Proteophosphoglycan 5 - Leishmania major strain Friedlin"	UniRef90_Q4FX62		0	CHR02V5|COORD:5366226..5364379|protein insect intestinal mucin IIM22, putative, expressed	LOC_Os02g10240.1	no description	not assigned.unknown	35_2

CUST_48847_PI403524517	2	0.12302971	-0.3911314	-0.11142731	0.07723808	-0.030432701	0.030433655	35_13949	Rep: Probable histone H2AXb - Oryza sativa (Rice)	UniRef90_Q2QPG9	CHR1V7|COORD:20418274..20418873| histone H2A, putative	AT1G54690.1	CHR12V5|COORD:20855670..20854734|protein histone H2A, putative, expressed	LOC_Os12g34510.1	 no descriptionweakly similar to ( 160)AT1G54690| Symbols:  | histone H2A, putative | chr1:20418274-20418873 REVERSEweakly similar to ( 166)H2AXB_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned H2A H2A HTA1 Histone PRK07003 PRK12323 Herpes_BLLF1 Tymo_45kd_70kd PRK07764 TT_ORF1 PRK12678 	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_153676_PI403524517	2	-0.05445385	1.1174455	0.31644297	-0.023827076	0.023827076	-0.10348749	35_42950	"Cluster: Dentin sialophosphoprotein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Dentin sialophosphoprotein-like - Oryza sativa (japonica"	UniRef90_Q655R5	"CHR1V7|COORD:2037460..2040147| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G30820.2); similar to hypothetical protein [Oryza sativa (japonica"	AT1G06660.1	CHR06V5|COORD:27759085..27755426|protein expressed protein	LOC_Os06g45870.1	no description	not assigned.unknown	35_2

CUST_21997_PI403524517	2	-0.20846939	0.051675797	0.30822182	-0.051675797	0.11794567	-0.23003769	35_6391	"Cluster: Anthranilate synthase alpha 2 subunit; n=3; Avena sativa|Rep: Anthranilate synthase alpha 2 subunit - Avena sativa (Oat)"	UniRef90_Q0KIX3	"CHR5V7|COORD:1719741..1722812| ASA1 (ANTHRANILATE SYNTHASE ALPHA SUBUNIT 1); anthranilate synthase"	AT5G05730.1	CHR03V5|COORD:8686829..8681841|protein anthranilate synthase component I-1, chloroplast precursor, putative, expressed	LOC_Os03g15780.1	" no descriptionhighly similar to ( 709)AT5G05730| Symbols: TRP5, AMT1, WEI2, ASA1 | ASA1 (ANTHRANILATE SYNTHASE ALPHA SUBUNIT 1); anthranilate synthase | chr5:1719741-1722812 REVERSEnot assigned not assigned TrpE Chorismate_bind PRK05940 PRK09070 PRK07508 PRK06404 PRK05877 MenF PRK07912 PRK07093 PRK06772 PRK07054 Anth_synt_I_N PRK06923 "	amino acid metabolism.synthesis.aromatic aa.tryptophan.anthranilate synthase	13_1_6_5_1

CUST_148965_PI403524517	2	0.34417772	-0.09346962	-0.1223793	0.0934701	-0.1974678	0.2219882	35_41673	Rep: Cyc07 - Triticum aestivum (Wheat)	UniRef90_Q7XY23	CHR4V7|COORD:16548729..16550227| 40S ribosomal protein S3A (RPS3aB)	AT4G34670.1	CHR02V5|COORD:10825679..10822641|protein 40S ribosomal protein S3a, putative, expressed	LOC_Os02g18550.1	no descriptionweakly similar to ( 153)AT4G34670| Symbols:  | 40S ribosomal protein S3A (RPS3aB) | chr4:16548729-16550227 FORWARDweakly similar to ( 156)RS3A_ORYSAnot assigned Ribosomal_S3Ae RPS1A PRK04057	protein.synthesis.misc ribososomal protein	29_2_2

CUST_23655_PI399408534	2	0.02517128	0.35105705	-0.019264221	-0.09424114	-0.21166325	0.019263268	35_3532	"Cluster: Mitogen-activated protein kinase 11; n=3; Oryza sativa|Rep: Mitogen-activated protein kinase 11 - Oryza sativa (Rice)"	UniRef90_Q5VN19	"CHR2V7|COORD:17847649..17851024| ATMPK20 (Arabidopsis thaliana MAP kinase 20); MAP kinase"	AT2G42880.1	CHR06V5|COORD:15422650..15413830|protein OsMPK20-3 - putative MAPK based on amino acid sequence homology, expressed	LOC_Os06g26340.1	"no descriptionmoderately similar to ( 356)AT2G42880| Symbols: ATMPK20 | ATMPK20 (Arabidopsis thaliana MAP kinase 20); MAP kinase | chr2:17847649-17851024 REVERSEmoderately similar to ( 400)MPK11_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase SPS1"	signalling.MAP kinases	30_6

CUST_3076_PI403524517	2	0.049892426	-0.19205666	-0.049310684	0.028511047	0.04159546	-0.02850914	35_836	"Cluster: Os05g0373700 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os05g0373700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DIP0	CHR3V7|COORD:3942351..3943602| nascent polypeptide associated complex alpha chain protein, putative / alpha-NAC, putative	AT3G12390.1	CHR05V5|COORD:17931159..17933107|protein nascent polypeptide-associated complex alpha subunit-like protein, putative, expressed	LOC_Os05g31000.1	 no descriptionweakly similar to ( 200)AT3G12390| Symbols:  | nascent polypeptide associated complex alpha chain protein, putative / alpha-NAC, putative | chr3:3942351-3943602 FORWARDnot assigned NAC EGD2 nac 	protein.synthesis.elongation	29_2_4

CUST_97609_PI403524517	2	0.1532135	-0.31289482	-0.15974617	0.075938225	-0.070978165	0.07097721	35_27873	"Cluster: Putative Na+/H+ antiporter; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Na+/H+ antiporter - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6YWA2	"CHR3V7|COORD:6754881..6758133| ATNHD1 (Arabidopsis thaliana Na/H antiporter 1); sodium:hydrogen antiporter"	AT3G19490.1	CHR09V5|COORD:877145..889186|protein Na+/H+ antiporter, probable CP0838, putative, expressed	LOC_Os09g02214.1	" no descriptionweakly similar to ( 124)AT3G19490| Symbols: NHD1, ATNHD1 | ATNHD1 (Arabidopsis thaliana Na/H antiporter 1); sodium:hydrogen antiporter | chr3:6754881-6758133 REVERSEP_permease "	transport.metal	34_12

CUST_13538_PI404877155	2	0.065112114	-0.028443336	-0.091635704	0.02844429	-0.115888596	0.0953207	Contig7268_s_at	OCL5 protein [Zea mays]	CAB96425.1	homeobox-leucine zipper family protein / lipid-binding START domain-containing protein	At1g05230.1	protein Roc1	Os08g08820	NONE	RNA.regulation of transcription.HB,Homeobox transcription factor family	27_3_22

CUST_134149_PI403524517	2	-0.008252144	0.14394283	-0.03365898	-0.0141067505	0.03916931	0.0082530975	35_37646	"Cluster: Putative TATA box-binding protein associated factor 10; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative TATA box-binding protein associated f"	UniRef90_Q69MK0	"CHR4V7|COORD:15354229..15355710| TAFII15 (SALT TOLERANCE DURING GERMINATION 1); transcription factor"	AT4G31720.2	CHR09V5|COORD:15783884..15780079|protein transcription initiation factor TFIID subunit 10, putative, expressed	LOC_Os09g26180.1	" no descriptionvery weakly similar to (94.0)AT4G31720| Symbols: STG1, TAFII15 | TAFII15 (SALT TOLERANCE DURING GERMINATION 1); transcription factor | chr4:15354229-15355710 REVERSEnot assigned "	RNA.transcription	27_2

CUST_7273_PI403524517	2	0.15777874	-0.105195045	0.01928997	-0.113375664	-0.01928997	0.02625084	35_2021	"Cluster: Imidazoleglycerol-phosphate dehydratase; n=3; BEP clade|Rep: Imidazoleglycerol-phosphate dehydratase - Triticum aestivum (Wheat)"	UniRef90_P34048	"CHR4V7|COORD:8528447..8530101| IGPD (Imidazoleglycerol-phosphate dehydratase); imidazoleglycerol-phosphate dehydratase"	AT4G14910.1	CHR04V5|COORD:31170607..31174937|protein imidazoleglycerol-phosphate dehydratase, putative, expressed	LOC_Os04g52710.1	no descriptionmoderately similar to ( 345)AT4G14910| Symbols: IGPD | IGPD (Imidazoleglycerol-phosphate dehydratase) | chr4:8528503-8530101 REVERSEmoderately similar to ( 387)HIS7_WHEATImidazoleglycerol-phosphate dehydratase - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned hisF HisB PRK05446 IGPD	amino acid metabolism.synthesis.histidine	13_1_7

CUST_178534_PI403524517	2	0.075369835	0.11815071	-0.0070405006	0.007040024	-0.7497816	-0.2906437	35_49654	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_62607_PI403524517	2	-0.03459835	0.19288445	0.050131798	-0.0070943832	-0.2667122	0.0070943832	35_17851	"Cluster: Hypothetical protein OJ1206_C08.12; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1206_C08.12 - Oryza sativa (japonica cultiv"	UniRef90_Q65X38	CHR4V7|COORD:18240881..18243615| SEC14 cytosolic factor, putative / phosphoglyceride transfer protein, putative	AT4G39170.1	CHR05V5|COORD:26960047..26965297|protein phosphatidylinositol transfer-like protein III, putative, expressed	LOC_Os05g46720.2	 no descriptionvery weakly similar to (83.6)AT4G39170| Symbols:  | SEC14 cytosolic factor, putative / phosphoglyceride transfer protein, putative | chr4:18240881-18243615 FORWARD	transport.misc	34_99

CUST_23863_PI399408534	2	0.041698456	-0.39934254	-0.09983158	0.097447395	0.03520012	-0.03520012	35_17474	Rep: Putative snRNP protein - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q9SUN5	CHR4|COORD:11022086..11023766| similar to small nuclear ribonucleoprotein associated protein B, putative / snRNP-B, putative / Sm protein B, putative [Arabidops	AT4G20440.3	CHR07V5|COORD:3572704..3575085|protein small nuclear ribonucleoprotein-associated protein B, putative, expressed	LOC_Os07g07220.1	no descriptionweakly similar to ( 154)AT4G20440| Symbols: SMB | SMB | chr4:11022854-11023627 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Sm_B Cytadhesin_P30 Drf_FH1 Atrophin-1 DUF1421 Sm Extensin_2 SSDP LSM PRK12323 Totivirus_coat Sm_like GRASP55_65 LSM1 PRK07764 PRK12678 PRK08853 LSm7 Gag_spuma archeal_Sm1 MFMR PRK05648 PRK07003	RNA.processing	27_1

CUST_77692_PI403524517	2	0.05431652	0.42848015	0.043650627	-0.120209694	-0.06266308	-0.043649673	35_22272	"Cluster: Enoyl CoA hydratase-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Enoyl CoA hydratase-like protein - Oryza sativa (japonica cultivar-g"	UniRef90_Q8RUL6	"CHR5V7|COORD:17385175..17386341| ATDCI1 (DELTA(3,5),DELTA(2,4)-DIENOYL-COA ISOMERASE 1); delta3,5-delta2,4-dienoyl-CoA isomerase/ enoyl-CoA"	AT5G43280.1	CHR01V5|COORD:40890379..40893278|protein delta3,5-delta2,4-dienoyl-CoA isomerase, mitochondrial precursor, putative, expressed	LOC_Os01g70090.1	 no descriptionmoderately similar to ( 213)AT5G43280| Symbols: ATDCI1 | ATDCI1 (DELTA(3,5),DELTA(2,4)-DIENOYL-COA ISOMERASE 1) | chr5:17385175-17385978 FORWARDvery weakly similar to (52.8)MFPA_CUCSAGlyoxysomal fatty acid beta-oxidation multifunctional protein MFP-a [Includes: Enoyl-CoA hydratase/3-2-trans-enoyl-CoA isomerase/3-hydroxybutyryl-CoA epimerase - Cucumis sativus (Cucumber)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK06142 PRK07817 CaiD PRK07658 PRK08252 PRK06494 PRK03580 PRK09245 PRK07657 PRK06127 PRK05809 PRK06688 PRK08258 PRK07628 PRK07509 PRK08138 PRK05979 PRK06210 PRK06563 ECH PRK07799 PRK06951 PRK08139 PRK07510 PRK06495 PRK08140 PRK07511 PRK08260 PRK05862 PRK09674 PRK05980 PRK11423 PRK09076 PRK07830 PRK07938 fadJ PRK07629 PRK06143 PRK05995 PRK06144 PRK08150 PRK06190 PRK08259 PRK05864 PRK07827 PRK05981 PRK07659 PRK07854 PRK07260 PRK08290 PRK09120 PRK06072 PRK07468 MenB fadB PRK06023 PRK07327 PRK05870 PRK07396 PRK05674 PRK08321 PRK05869 PRK07110 TT_ORF1 PRK08788 PRK08272 Protamine_P1 	lipid metabolism.lipid degradation.beta-oxidation.mutifunctional	11_9_4_9

CUST_20284_PI403524517	2	-0.22014523	0.035255432	0.15447807	0.1652832	-0.1505661	-0.035255432	35_5879	"Cluster: Secondary cell wall-related glycosyltransferase family 14, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Secondary cell wall-re"	UniRef90_Q337V3	"CHR3V7|COORD:911501..913650| UNE7 (unfertilized embryo sac 7); acetylglucosaminyltransferase/ transferase, transferring glycosyl groups"	AT3G03690.1	CHR10V5|COORD:15291962..15295406|protein xylosyltransferase 2, putative, expressed	LOC_Os10g30080.1	" no descriptionmoderately similar to ( 382)AT3G03690| Symbols: UNE7 | UNE7 (unfertilized embryo sac 7); acetylglucosaminyltransferase/ transferase, transferring glycosyl groups | chr3:911501-913650 REVERSEnot assigned Branch PRK07764 PRK07003 "	misc.UDP glucosyl and glucoronyl transferases	26_2

CUST_55337_PI403524517	2	0.0692091	-0.6279192	-0.0011558533	0.033068657	0.0011558533	-0.13027573	35_15754	"Cluster: Putative endosomal protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative endosomal protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8H012	CHR2V7|COORD:452196..454818| endomembrane protein 70, putative	AT2G01970.1	CHR03V5|COORD:7202805..7207233|protein transmembrane 9 superfamily protein member 1 precursor, putative, expressed	LOC_Os03g13380.1	 no descriptionhighly similar to ( 909)AT2G01970| Symbols:  | endomembrane protein 70, putative | chr2:452196-454818 REVERSEnot assigned not assigned EMP70 PRK12323 	not assigned.no ontology	35_1

CUST_14182_PI404877155	2	0.11029911	-0.07949257	-0.03461361	0.04778099	-0.106767654	0.03461361	Contig8023_at	putative calcineurin B-like protein [Oryza sativa] gb|AAR01663.1| calcineurin B protein [Oryza sativa (japonica cultivar-group)]	AAL31695.1	calcineurin B-like protein 3 (CBL3)	At4g26570.1	protein putative calcineurin B-like protein	Os03g42840	calcineurin B-like protein 3 (CBL3), identical to calcineurin B-like protein 3 (GI:22136404) (Arabidopsis thaliana) or  calcineurin B-like protein 3 (CBL3), identical to calcineurin B-like protein 3 (GI:22136404) (Arabidopsis thaliana)	signalling.calcium	30_3

CUST_181158_PI403524517	2	0.11840677	0.5371728	-0.11840725	-0.39564133	-0.17720747	0.8060913	35_50379	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_95304_PI403524517	2	0.091012	0.10718298	0.008394718	-0.09331274	-0.008394241	-0.25763655	35_27236	"Cluster: IQ calmodulin-binding motif family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: IQ calmodulin-binding motif family protein, exp"	UniRef90_Q10L99	"CHR3V7|COORD:19405419..19407174| IQD3 (IQ-domain 3); calmodulin binding"	AT3G52290.1	CHR03V5|COORD:13581669..13584129|protein SF16-like protein, putative, expressed	LOC_Os03g23960.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK12678 PRK07764 PRK07003 Totivirus_coat TT_ORF1 DUF1777 PRK05648	not assigned.unknown	35_2

CUST_25212_PI403524517	2	0.303236	2.11693	-0.73394156	0.6481352	-1.27286	-0.30323553	35_7311	"Cluster: Ring domain containing protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Ring domain containing protein-like - Oryza sativa (japonica cult"	UniRef90_Q6H7E5	CHR4V7|COORD:13735582..13736313| zinc finger (C3HC4-type RING finger) family protein	AT4G27470.1	CHR02V5|COORD:25671356..25665254|protein zinc finger, C3HC4 type family protein, expressed	LOC_Os02g42690.3	no descriptionvery weakly similar to (75.1)AT4G27470| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr4:13735582-13736313 FORWARDnot assigned not assigned not assigned not assigned not assigned RING RING PRK07764 PEX10 TT_ORF1 PRK07003 zf-C3HC4 PRK12323	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_128036_PI403524517	2	0.022859573	0.11306667	-0.14065838	0.012246132	-0.2405634	-0.012246132	35_35999	Rep: Hypothetical protein - Gibberella zeae (Fusarium graminearum)	UniRef90_Q4IC52	"CHR5V7|COORD:7870722..7874286| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G48840.1); similar to Os04g0677400 [Oryza sativa (japonica"	AT5G23390.1	CHR02V5|COORD:25569039..25563305|protein expressed protein	LOC_Os02g42530.2	"no descriptionvery weakly similar to (57.4)AT5G23390| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G48840.1); similar to Os04g0677400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001054264.1); similar to Os02g0637800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001047529.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD25093.1); contains InterPro domain Longin-like; (InterPro:IPR011012); contains InterPro domain Protein of unknown function DUF639; (InterPro:IPR006927) | chr5:7870722-7874286 REVERSEDUF639 TehA"	not assigned.unknown	35_2

CUST_8610_PI399408534	2	0.22117996	-0.0117816925	-0.012964249	0.16812134	-0.022978783	0.011782646	35_6713	"Cluster: Os03g0741600 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os03g0741600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DNP9	CHR1V7|COORD:2808936..2809565| prenylated rab acceptor (PRA1) family protein	AT1G08770.1	CHR03V5|COORD:30386937..30388267|protein prenylated Rab receptor 2, putative, expressed	LOC_Os03g53070.1	no descriptionvery weakly similar to (92.8)AT1G08770| Symbols:  | prenylated rab acceptor (PRA1) family protein | chr1:2808936-2809565 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRA1 PRK07003 TT_ORF1 Protamine_P1 PRK12323 Atrophin-1 HPC2	signalling.G-proteins	30_5

CUST_72103_PI403524517	2	0.070560455	0.2394371	-0.070560455	-0.08959198	-0.29765606	0.13726425	35_20667	"Cluster: Proteophosphoglycan ppg4; n=1; Leishmania major strain Friedlin|Rep: Proteophosphoglycan ppg4 - Leishmania major strain Friedlin"	UniRef90_Q4FX63	0	0	0	0	no description	not assigned.unknown	35_2

CUST_2506_PI403524517	2	0.20768547	0.4478817	0.1399622	-0.1399622	-0.1533289	-0.16181183	35_681	"Cluster: Hypothetical protein P0686E09.33; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0686E09.33 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5ZDI4	0	0	CHR01V5|COORD:24903707..24902574|protein 3-5 exonuclease eri-1, putative, expressed	LOC_Os01g43080.1	no descriptionnot assigned KapD EXOIII PRK07748 Exonuc_X-T	not assigned.unknown	35_2

CUST_170747_PI403524517	2	-0.18671036	-0.087231636	0.1535492	0.040790558	-0.04079151	0.09816265	35_47560	"Cluster: OSIGBa0132E09-OSIGBa0108L24.16 protein; n=4; Oryza sativa|Rep: OSIGBa0132E09-OSIGBa0108L24.16 protein - Oryza sativa (Rice)"	UniRef90_Q01I02	CHR4V7|COORD:15364663..15367213| protein phosphatase 2C, putative / PP2C, putative	AT4G31750.1	CHR04V5|COORD:33434781..33430036|protein protein phosphatase 2C isoform epsilon, putative, expressed	LOC_Os04g56450.1	 no descriptionweakly similar to ( 145)AT4G31750| Symbols:  | protein phosphatase 2C, putative / PP2C, putative | chr4:15364663-15367213 REVERSEnot assigned not assigned PP2Cc PP2Cc PTC1 PP2C 	protein.postranslational modification	29_4

CUST_17096_PI403524517	2	0.0076732635	0.0187006	0.014066696	-0.0076732635	-0.1321001	-0.19039154	35_4943	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q336N7	CHR2V7|COORD:14921117..14922988| shikimate kinase-related	AT2G35500.1	CHR10V5|COORD:22702516..22705408|protein ATP binding protein, putative, expressed	LOC_Os10g42700.1	no descriptionmoderately similar to ( 393)AT2G35500| Symbols:  | shikimate kinase-related | chr2:14921117-14922988 FORWARD	amino acid metabolism.synthesis.aromatic aa.chorismate.shikimate kinase	13_1_6_1_5

CUST_9864_PI403524517	2	0.26529503	-0.24763393	-0.0574255	0.057424545	-0.062301636	0.3437233	35_2779	Rep: Cytochrome P450 - Triticum aestivum (Wheat)	UniRef90_Q9FVM8	"CHR4V7|COORD:160951..162778| CYP86A2 (ABERRANT INDUCTION OF TYPE THREE GENES 1); oxygen binding"	AT4G00360.1	CHR04V5|COORD:27844562..27842220|protein cytochrome P450 86A2, putative, expressed	LOC_Os04g47250.1	" no descriptionweakly similar to ( 186)AT4G00360| Symbols: ATT1, CYP86A2 | CYP86A2 (ABERRANT INDUCTION OF TYPE THREE GENES 1); oxygen binding | chr4:160951-162778 FORWARDvery weakly similar to (60.5)C72A1_CATROCytochrome P450 72A1 - Catharanthus roseus (Rosy periwinkle) (Madagascar periwinkle)not assigned not assigned not assigned not assigned p450 CypX "	misc.cytochrome P450	26_10

CUST_4843_PI403524517	2	0.03326702	-0.033267975	-0.07305241	0.04568672	-0.06422329	0.10398865	35_1337	"Cluster: Pyruvate kinase family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Pyruvate kinase family protein, expressed - Oryza sativa (j"	UniRef90_Q2R8U5	CHR3V7|COORD:22790612..22794617| intracellular protein transport protein USO1-related	AT3G61570.1	CHR11V5|COORD:6054813..6061304|protein pyruvate kinase, cytosolic isozyme, putative, expressed	LOC_Os11g10980.1	no descriptionvery weakly similar to (56.2)AT3G61570| Symbols:  | intracellular protein transport protein USO1-related | chr3:22790612-22794617 REVERSE	glycolysis.PK	4_13

CUST_15061_PI403524517	2	0.0053930283	-0.24407959	-0.005393982	0.047478676	-0.034519196	0.07426834	35_4341	"Cluster: Heavy meromyosin-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Heavy meromyosin-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8S0A4	"CHR3V7|COORD:8662825..8667447| similar to CIP1 (COP1-INTERACTIVE PROTEIN 1) [Arabidopsis thaliana] (TAIR:AT5G41790.1); similar to heavy meromyosin-like"	AT3G23980.1	CHR01V5|COORD:40056829..40063666|protein expressed protein	LOC_Os01g68380.3	"no descriptionmoderately similar to ( 224)AT3G23980| Symbols:  | similar to CIP1 (COP1-INTERACTIVE PROTEIN 1) [Arabidopsis thaliana] (TAIR:AT5G41790.1); similar to heavy meromyosin-like protein [Oryza sativa (japonica cultivar-group)] (GB:AAO72706.1); similar to Os01g0911800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001045163.1); contains InterPro domain Spectrin repeat; (InterPro:IPR002017) | chr3:8662825-8667447 REVERSEnot assigned not assigned Smc"	not assigned.no ontology	35_1

CUST_69177_PI403524517	2	0.043255806	0.18203735	0.035505295	-0.03550577	-0.055059433	-0.09920025	35_19792	"Cluster: Preprotein translocase secY subunit, chloroplast precursor; n=2; Oryza sativa|Rep: Preprotein translocase secY subunit, chloroplast precursor - Oryza s"	UniRef90_Q6ZG25	"CHR2V7|COORD:8119313..8121534| SCY1 (SECY HOMOLOG 1); protein translocase"	AT2G18710.1	CHR08V5|COORD:9399345..9408482|protein preprotein translocase secY subunit, chloroplast precursor, putative, expressed	LOC_Os08g15460.1	"no descriptionmoderately similar to ( 355)AT2G18710| Symbols: SCY1 | SCY1 (SECY HOMOLOG 1); protein translocase | chr2:8119313-8121534 REVERSEmoderately similar to ( 434)SECY_ORYSAsecY SecY SecY secY secY PRK08568"	protein.targeting.chloroplast	29_3_3

CUST_20031_PI403524517	2	0.0	0.0	-0.21073627	-0.09063816	0.050289154	0.03817463	35_5804	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10SP2	"CHR1|COORD:24002388..24004991| WD-40 repeat family protein, contains Pfam PF00400: WD domain, G-beta repeat; similar to WD-repeat protein 5 (WD repeat protein B"	AT1G64610.2	CHR03V5|COORD:849145..854882|protein signal transducer, putative, expressed	LOC_Os03g02440.2	no descriptionweakly similar to ( 157)AT5G24320| Symbols:  | WD-40 repeat family protein | chr5:8284861-8287654 REVERSEnot assigned not assigned	not assigned.no ontology	35_1

CUST_34830_PI403524517	2	0.120809555	-2.3002586	-0.120809555	0.38600874	0.33553457	-0.48011684	35_10041	"Cluster: Putative heat shock protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative heat shock protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8H7Y6	0	0	CHR03V5|COORD:3321365..3323659|protein heat shock factor protein 1, putative, expressed	LOC_Os03g06630.2	no description	not assigned.unknown	35_2

CUST_18796_PI403524517	2	-0.11290264	-0.059043884	0.21195984	-0.09826517	0.117052555	0.05904436	35_5441	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_12954_PI404877155	2	0.013538361	-0.013538361	-0.08639717	0.020174026	0.020174026	-0.042640686	Contig6690_at	Gar1 RNA-binding region family protein [Arabidopsis thaliana] gb|AAL36230.1| putative GAR1 protein [Arabidopsis thaliana]	NP_566217.1	Gar1 RNA-binding region family protein	At3g03920.1	protein Similar to gene_id:MRG7.14	Os11g37080	0	RNA.RNA binding	27_4

CUST_85203_PI403524517	2	-0.6272559	1.4031205	-0.0925436	0.09254408	-0.5510845	0.39729977	35_24411	"Cluster: Putative glucan endo-1,3-beta-glucosidase GVI precursor (EC 3.2.1.39) ((1->3)-beta-glucan endohydrolase GVI) ((1->3)-beta-glucanase isoenzyme GVI); n=1"	UniRef90_Q02439	"CHR3V7|COORD:21199688..21200801| BGL2 (PATHOGENESIS-RELATED PROTEIN 2); glucan 1,3-beta-glucosidase/ hydrolase, hydrolyzing O-glycosyl"	AT3G57260.1	CHR01V5|COORD:34278479..34276235|protein glucan endo-1,3-beta-glucosidase GVI precursor, putative, expressed	LOC_Os01g58730.1	" no descriptionmoderately similar to ( 286)AT3G57260| Symbols: PR2, BG2, PR-2, BGL2 | BGL2 (PATHOGENESIS-RELATED PROTEIN 2); glucan 1,3-beta-glucosidase/ hydrolase, hydrolyzing O-glycosyl compounds | chr3:21199688-21200801 REVERSEhighly similar to ( 588)E13F_HORVUPutative glucan endo-1,3-beta-glucosidase GVI precursor - Hordeum vulgare (Barley)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Glyco_hydro_17 COG5309 PRK07764 PRK12323 PRK07003 PRK12678 DUF1421 DUF1509 TT_ORF1 "	misc.beta 1,3 glucan hydrolases	26_4

CUST_28862_PI403524517	2	0.039232254	0.5917816	-0.007768631	-0.03293419	-0.016586304	0.0077695847	35_8341	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_32255_PI403524517	2	0.21093369	-0.049715996	0.049715996	-0.059764385	-0.5380907	0.53267527	35_9302	Rep: B0616E02-H0507E05.6 protein - Oryza sativa (Rice)	UniRef90_Q01HW6	CHR4V7|COORD:7336550..7337170| invertase/pectin methylesterase inhibitor family protein	AT4G12390.1	CHR04V5|COORD:377523..376539|protein enzyme inhibitor/ pectinesterase/ pectinesterase inhibitor, putative, expressed	LOC_Os04g01570.1	no descriptionvery weakly similar to (74.3)AT4G12390| Symbols:  | invertase/pectin methylesterase inhibitor family protein | chr4:7336550-7337170 FORWARDvery weakly similar to (65.5)21KD_DAUCA21 kDa protein precursor - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned PRK12323 PMEI PRK07764 PRK07003	misc.invertase/pectin methylesterase inhibitor family protein	26_18

CUST_9881_PI403524517	2	0.13419437	-0.28473377	-0.054576874	0.054576874	-0.103043556	0.074858665	35_2785	"Cluster: OSIGBa0142I02-OSIGBa0101B20.14 protein; n=3; Oryza sativa|Rep: OSIGBa0142I02-OSIGBa0101B20.14 protein - Oryza sativa (Rice)"	UniRef90_Q01HH5	"CHR5V7|COORD:5497893..5500778| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G02930.1); similar to Protein kinase PKN/PRK1, effector [Medicago"	AT5G16730.1	CHR04V5|COORD:29745888..29749077|protein expressed protein	LOC_Os04g50204.2	" no descriptionmoderately similar to ( 234)AT5G16730| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G02930.1); similar to Protein kinase PKN/PRK1, effector [Medicago truncatula] (GB:ABE94710.1); contains InterPro domain Protein kinase PKN/PRK1, effector; (InterPro:IPR011072) | chr5:5497893-5500778 FORWARDvery weakly similar to (56.6)MFP1_TOBACMAR-binding filament-like protein 1-1 - Nicotiana tabacum (Common tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Smc SbcC Myosin_tail_1 PRK03918 PRK02224 MAD DUF827 EzrA HOOK COG1340 PRK01156 CALCOCO1 EzrA PRK04778 SCP-1 Filament Caldesmon HEC1 COG1579 DUF869 TPR_MLP1_2 Tropomyosin mukB COG4717 ERM COG4942 PspA PspA_IM30 COG3883 COG4487 COG4372 Tar Laminin_I MDN1 tolA Utp14 Rab5-bind fliH HCR RecN SF-assemblin ATG16 Borrelia_P83 V_ATPase_I SPEC DUF1978 MukB "	not assigned.unknown	35_2

CUST_111394_PI403524517	2	0.02480936	-0.2290039	-0.42488623	0.3255582	-0.0105166435	0.010516167	35_31631	"Cluster: Vegetative cell wall protein; n=1; Chlamydomonas incerta|Rep: Vegetative cell wall protein - Chlamydomonas incerta"	UniRef90_A0N015	CHR1V7|COORD:16816094..16817173| DNA binding / ligand-dependent nuclear receptor	AT1G44191.1	CHR03V5|COORD:20523944..20527257|protein ATP binding protein, putative, expressed	LOC_Os03g37120.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07764 Extensin_2 PRK12323 Atrophin-1 PRK07003 Tymo_45kd_70kd TT_ORF1 DedD PRK05648 Drf_FH1 APC_basic	not assigned.unknown	35_2

CUST_4051_PI403524517	2	-1.3055582	0.41476154	0.118227005	0.32317352	-0.1974392	-0.11822605	35_1120	"Cluster: Hydrophobic protein LTI6B; n=4; BEP clade|Rep: Hydrophobic protein LTI6B - Oryza sativa (Rice)"	UniRef90_Q6AT93	CHR3V7|COORD:1756201..1756500| RCI2A (RARE-COLD-INDUCIBLE 2A)	AT3G05880.1	CHR05V5|COORD:2198479..2197918|protein hydrophobic protein LTI6B, putative, expressed	LOC_Os05g04700.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_84577_PI403524517	2	0.17748737	0.20241547	0.042996883	-0.08594704	-0.042996883	-0.7862773	35_24235	"Cluster: Putative Pi-b protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Pi-b protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z632	CHR3V7|COORD:2226250..2229030| RPM1 (RESISTANCE TO P. SYRINGAE PV MACULICOLA 1)	AT3G07040.1	CHR08V5|COORD:8933136..8946745|protein resistance protein, putative, expressed	LOC_Os08g14850.1	 no descriptionvery weakly similar to (68.6)AT3G07040| Symbols: RPS3, RPM1 | RPM1 (RESISTANCE TO P. SYRINGAE PV MACULICOLA 1) | chr3:2226250-2229030 REVERSEnot assigned 	stress.biotic	20_1

CUST_97813_PI403524517	2	0.09083271	0.35893965	0.07494974	-0.5486822	-0.07495022	-1.0746951	35_27928	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10Q73	"CHR1V7|COORD:9640381..9641739| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G30240.1); similar to t-snare [Medicago truncatula]"	AT1G27700.1	CHR03V5|COORD:5591854..5588942|protein expressed protein	LOC_Os03g10920.1	"no descriptionweakly similar to ( 107)AT1G27700| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G30240.1); similar to t-snare [Medicago truncatula] (GB:ABD33270.1); contains InterPro domain t-snare; (InterPro:IPR010989) | chr1:9640381-9641739 REVERSESyntaxin-6_N"	not assigned.unknown	35_2

CUST_7554_PI399408534	2	0.16458702	-0.06609821	-0.10323334	0.038178444	-0.038178444	0.13096142	35_5022	"Cluster: RabGAP/TBC domain-containing protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: RabGAP/TBC domain-containing protein-like - Oryza sativa (j"	UniRef90_Q5N703	CHR4V7|COORD:7970295..7974051| RabGAP/TBC domain-containing protein	AT4G13730.1	CHR01V5|COORD:39867945..39864997|protein TBC1 domain family member 13, putative, expressed	LOC_Os01g68010.3	no descriptionmoderately similar to ( 251)AT4G13730| Symbols:  | RabGAP/TBC domain-containing protein | chr4:7970295-7973897 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned TBC COG5210 TBC	signalling.G-proteins	30_5

CUST_165433_PI403524517	2	0.04084444	-0.09454584	0.15464878	0.26072645	-0.040844917	-0.10034418	35_46101	"Cluster: Os02g0647900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os02g0647900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DZ46	"CHR4V7|COORD:17151032..17153384| ALDH3F1 (ALDEHYDE DEHYDROGENASE 3F1); 3-chloroallyl aldehyde dehydrogenase/ aldehyde dehydrogenase (NAD)"	AT4G36250.1	CHR02V5|COORD:26073928..26079703|protein aldehyde dehydrogenase 3B1, putative, expressed	LOC_Os02g43280.1	"no descriptionweakly similar to ( 112)AT4G36250| Symbols: ALDH3F1 | ALDH3F1 (ALDEHYDE DEHYDROGENASE 3F1); 3-chloroallyl aldehyde dehydrogenase/ aldehyde dehydrogenase (NAD) | chr4:17151032-17153384 FORWARDnot assigned not assigned not assigned not assigned PutA Aldedh gabD2 PRK09847 gabD1 PRK03137 PRK11905 putA PRK11904"	fermentation.aldehyde dehydrogenase	5_10

CUST_7202_PI403524517	2	0.070910454	0.28708553	0.01682663	-0.09433079	-0.095541	-0.016825676	35_1998	"Cluster: Defender against cell death 1; n=5; Liliopsida|Rep: Defender against cell death 1 - Hordeum vulgare (Barley)"	UniRef90_Q9SME9	CHR1V7|COORD:11606027..11607632| ATDAD1 (DEFENDER AGAINST APOPTOTIC DEATH 1)	AT1G32210.1	CHR04V5|COORD:19410796..19413506|protein defender against cell death 1, putative, expressed	LOC_Os04g32550.1	no descriptionweakly similar to ( 182)AT1G32210| Symbols: ATDAD1 | ATDAD1 (DEFENDER AGAINST APOPTOTIC DEATH 1) | chr1:11606027-11607632 REVERSEmoderately similar to ( 223)DAD2_HORVUDefender against cell death 2 - Hordeum vulgare (Barley)not assigned DAD	stress.biotic	20_1

CUST_4360_PI404877155	2	0.35111952	-0.59199333	-0.06830597	2.580226	0.06830597	-0.19077587	Contig15320_at	putative purine permease [Oryza sativa (japonica cultivar-group)]	NP_916933.1	purine permease-related	At1g30840.1	protein expressed protein	Os05g48300	putative purine permease	transport.nucleotides	34_10

CUST_134762_PI403524517	2	0.18254614	-0.21537971	0.057819366	0.30010366	-0.09227991	-0.057819366	35_37808	Rep: PZE40 protein - Hordeum vulgare (Barley)	UniRef90_Q06804	"CHR1V7|COORD:9182788..9184233| ATUGD1/UGD1 (UDP-glucose dehydrogenase 1); UDP-glucose 6-dehydrogenase"	AT1G26570.1	CHR05V5|COORD:583802..584913|protein metallothionein-like protein type 2, putative, expressed	LOC_Os05g02070.3	" no descriptionvery weakly similar to (53.5)AT1G26570| Symbols: UGD1, ATUGD1 | ATUGD1/UGD1 (UDP-glucose dehydrogenase 1); UDP-glucose 6-dehydrogenase | chr1:9182788-9184233 FORWARDvery weakly similar to (52.8)UGDH_SOYBNUDP-glucose 6-dehydrogenase - Glycine max (Soybean)not assigned not assigned PRK12323 "	cell wall.precursor synthesis.UGD	10_1_4

CUST_76085_PI403524517	2	0.16952801	-0.08984661	0.0684185	-0.06841946	0.08868599	-0.24976635	35_21811	"Cluster: 60S ribosomal protein L5-1; n=4; Oryza sativa|Rep: 60S ribosomal protein L5-1 - Oryza sativa (Rice)"	UniRef90_P49625	CHR5V7|COORD:15920593..15922413| 60S ribosomal protein L5 (RPL5B)	AT5G39740.1	CHR01V5|COORD:39300493..39303386|protein 60S ribosomal protein L5-1, putative, expressed	LOC_Os01g67134.1	no descriptionnot assigned	protein.synthesis.misc ribososomal protein	29_2_2

CUST_113555_PI403524517	2	0.08766365	0.43100452	0.035324097	-0.22094393	-0.66429186	-0.035324574	35_32232	"Cluster: Putative RNA-binding protein 10; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative RNA-binding protein 10 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6H4V9	CHR3V7|COORD:20084850..20091120| nucleic acid binding	AT3G54230.1	CHR02V5|COORD:3631548..3623620|protein RNA recognition motif family protein, expressed	LOC_Os02g07070.3	no descriptionvery weakly similar to (60.1)AT3G54230| Symbols:  | nucleic acid binding | chr3:20084850-20091120 FORWARD	RNA.RNA binding	27_4

CUST_24460_PI399408534	2	0.025549889	0.5804901	0.14520073	-0.0838089	-0.28322315	-0.025550842	35_8378	"Cluster: Unknow protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Unknow protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5W7C5	"CHR3V7|COORD:16852262..16856158| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G02290.1); similar to unknow protein [Oryza sativa (japonica"	AT3G45830.1	CHR05V5|COORD:930293..925795|protein DNA-binding protein-like -, putative, expressed	LOC_Os05g02680.1	"no descriptionmoderately similar to ( 342)AT3G45830| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G02290.1); similar to unknow protein [Oryza sativa (japonica cultivar-group)] (GB:AAV44209.1); contains domain NFRKB-RELATED (PTHR13052); contains domain NFRKB (PTHR13052:SF3) | chr3:16852262-16856158 FORWARDnot assigned"	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_110865_PI403524517	2	0.18061781	0.7746997	0.12626553	-0.126266	-0.15939093	-0.4042697	35_31482	Rep: Putative beta-ketoacyl-CoA synthase - Oryza sativa (japonica cultivar-group)	UniRef90_Q69X62	CHR2V7|COORD:11337172..11338701| beta-ketoacyl-CoA synthase, putative	AT2G26640.1	CHR06V5|COORD:23607741..23610100|protein fatty acid elongase, putative, expressed	LOC_Os06g39750.2	 no descriptionvery weakly similar to (86.7)AT2G26640| Symbols:  | beta-ketoacyl-CoA synthase, putative | chr2:11337172-11338701 FORWARD	lipid metabolism.FA synthesis and FA elongation.beta ketoacyl CoA synthase	11_1_10

CUST_151410_PI403524517	2	-0.052687645	0.6583109	0.067934036	0.008448601	-0.008449554	-0.044054985	35_42339	"Cluster: Putative elicitor inducible beta-1,3-glucanase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative elicitor inducible beta-1,3-glucanase - Oryza"	UniRef90_Q6ZL97	"CHR3V7|COORD:4423576..4424804| FUS9 (FUSCA 9); ubiquitin-protein ligase"	AT3G13550.1	CHR07V5|COORD:23347728..23350794|protein ubiquitin-conjugating enzyme E2 E3, putative, expressed	LOC_Os07g38940.1	" no descriptionmoderately similar to ( 210)AT3G13550| Symbols: EMB144, COP10, CIN4, FUS9 | FUS9 (FUSCA 9); ubiquitin-protein ligase | chr3:4423835-4424804 REVERSEvery weakly similar to (79.7)UBC2_WHEATUbiquitin-conjugating enzyme E2-17 kDa - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG5078 UBCc UQ_con UBCc "	protein.degradation.ubiquitin.E2	29_5_11_3

CUST_78358_PI403524517	2	-0.038980484	0.19804001	-0.052726746	-0.23255157	0.038981438	0.29074478	35_22464	"Cluster: OSJNBa0088A01.18 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0088A01.18 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7F9W1	CHR1V7|COORD:24528930..24532867| regulator of chromosome condensation (RCC1) family protein / zinc finger protein-related	AT1G65920.1	CHR04V5|COORD:29274839..29279862|protein ZR1 protein, putative	LOC_Os04g49430.1	no descriptionmoderately similar to ( 216)AT1G65920| Symbols:  | regulator of chromosome condensation (RCC1) family protein / zinc finger protein-related | chr1:24528930-24532867 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned FYVE FYVE FYVE ATS1	cell.division	31_2

CUST_66627_PI403524517	2	-0.01197052	0.19314575	0.11068821	-0.16091442	0.01197052	-0.03482914	35_19025	Rep: OSIGBa0159I10.11 protein - Oryza sativa (Rice)	UniRef90_Q01IH4	CHR3V7|COORD:22409739..22410728| DNA binding	AT3G60590.2	CHR04V5|COORD:26500426..26497339|protein expressed protein	LOC_Os04g45200.2	no descriptionweakly similar to ( 133)AT3G60590| Symbols:  | DNA binding | chr3:22409739-22410728 FORWARD	not assigned.unknown	35_2

CUST_120014_PI403524517	2	0.28112507	-0.36943722	-0.23649406	-0.07579613	0.07579613	0.12129784	35_33939	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_2240_PI404877155	2	0.1260395	0.1603775	-0.16504192	-0.07250786	-0.12256527	0.072506905	Contig12594_at	OSJNBa0064M23.7 [Oryza sativa (japonica cultivar-group)]	CAE01834.2	scarecrow-like transcription factor 8 (SCL8)	At5g52510.1	protein GRAS family transcription factor, putative	Os04g49110	scarecrow-like transcription factor 8 (SCL8)	RNA.regulation of transcription.GRAS transcription factor family	27_3_21

CUST_76819_PI403524517	2	0.14684772	0.090376854	-0.0064668655	-0.045707703	0.0064668655	-0.010127068	35_22021	Rep: Glycine-rich protein-related - Brassica oleracea (Wild cabbage)	UniRef90_Q2A993	CHR4V7|COORD:9822018..9824872| glycine-rich protein	AT4G17620.1	CHR05V5|COORD:18988309..18995149|protein expressed protein	LOC_Os05g32580.1	no descriptionweakly similar to ( 157)AT4G17620| Symbols:  | glycine-rich protein | chr4:9822018-9824872 FORWARDnot assigned	not assigned.no ontology.glycine rich proteins	35_1_40

CUST_44265_PI403524517	2	0.299685	0.45667934	0.16540766	-0.27962065	-0.6640706	-0.16540766	35_12700	"Cluster: Thyroid hormone receptor-associated protein complex component TRAP170- like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Thyroid hormone"	UniRef90_Q6ENK5	0	0	CHR09V5|COORD:6048276..6036882|protein SWP, putative, expressed	LOC_Os09g10960.1	no description	not assigned.unknown	35_2

CUST_6_PI399945755	2	0.110731125	-0.19634056	0.10840988	-0.10924721	0.14230156	-0.108410835	HZ44M05									

CUST_39_PI399945755	2	0.006661415	-0.29868698	-0.028656006	0.07609272	0.121273994	-0.006661415	HZ38A11									

CUST_141561_PI403524517	2	0.32038498	-1.709856	-0.32038403	0.75984097	0.5316105	-0.45749044	35_39676	"Cluster: Glyceraldehyde-3-phosphate dehydrogenase A, chloroplast precursor; n=6; core eudicotyledons|Rep: Glyceraldehyde-3-phosphate dehydrogenase A, chloroplas"	UniRef90_P09043	"CHR1V7|COORD:4392632..4394281| GAPA-2; glyceraldehyde-3-phosphate dehydrogenase"	AT1G12900.1	CHR04V5|COORD:22718006..22720000|protein glyceraldehyde-3-phosphate dehydrogenase A, chloroplast precursor, putative, expressed	LOC_Os04g38600.4	 no descriptionweakly similar to ( 141)AT1G12900| Symbols: GAPA-2 | GAPA-2 | chr1:4392632-4393745 REVERSEweakly similar to ( 142)G3PA_TOBACGlyceraldehyde-3-phosphate dehydrogenase A, chloroplast precursor - Nicotiana tabacum (Common tobacco)PRK07403 PRK07729 GapA PRK08955 Gp_dh_C 	glycolysis.glyceraldehyde 3-phosphate dehydrogenase	4_9

CUST_3175_PI403524517	2	0.15416336	0.18229866	-0.06772995	-0.12459183	-0.42173576	0.06772995	35_863	Rep: Hypothetical protein orf111-b - Zea mays (Maize)	UniRef90_Q6R9A5	0	0	0	0	no description	not assigned.unknown	35_2

CUST_2696_PI404877155	2	0.25649643	0.3484497	-0.14691544	-1.88481	-0.021657944	0.021657944	Contig13107_at	putative dehydrogenase [Oryza sativa (japonica cultivar-group)] dbj|BAB91928.1| putative D-threonine dehydrogenase [Oryza sativa (japonica c	NP_916043.1	6-phosphogluconate dehydrogenase NAD-binding domain-containing protein	At4g29120.1	protein NAD binding domain of 6-phosphogluconate dehydrogenase, putative	Os01g53910	"6-phosphogluconate dehydrogenase NAD-binding domain-containing protein, similar to SP:P23523 2-hydroxy-3-oxopropionate reductase (EC 1.1.1.60) (Tartronate semialdehyde reductase) {Escherichia coli}; contains Pfam profile PF03446: NAD binding domain of 6-p"	OPP.oxidative PP.6-phosphogluconate dehydrogenase	7_1_03

CUST_72878_PI403524517	2	0.074295044	0.16886425	-0.01561451	-0.11998844	-0.046286583	0.01561451	35_20893	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10PV8	0	0	CHR03V5|COORD:6269843..6274478|protein expressed protein	LOC_Os03g12010.1	no description	not assigned.unknown	35_2

CUST_93998_PI403524517	2	0.0692358	0.14579868	-0.09845257	0.07374573	-0.0692358	-0.26326275	35_26875	"Cluster: BZIP transcriptional activator RSG-related; n=1; Oryza sativa (japonica cultivar-group)|Rep: BZIP transcriptional activator RSG-related - Oryza sativa"	UniRef90_Q53PL0	0	0	CHR11V5|COORD:2935176..2938738|protein transcription factor RF2b, putative, expressed	LOC_Os11g06170.1	no description	not assigned.unknown	35_2

CUST_18007_PI399408534	2	0.09359932	0.29038143	0.025156975	-0.31147003	-0.025156021	-0.4336853	35_3746	Rep: Rac1 - Cryptococcus neoformans var. neoformans	UniRef90_Q5ER97	"CHR4V7|COORD:17024054..17025517| ARAC6/AtROP7/RAC2 (rho-related protein from plants 7); GTP binding"	AT4G35950.1	CHR02V5|COORD:35874978..35879805|protein rac-like GTP-binding protein 5, putative, expressed	LOC_Os02g58730.2	" no descriptionvery weakly similar to (97.4)AT4G35020| Symbols: ARAC3, ROP6, RHO1PS, ATROP6 | ARAC3/ATROP6/RHO1PS/ROP6 (rho-related protein from plants 6); GTP binding / GTPase | chr4:16673181-16674545 FORWARDvery weakly similar to (97.8)RAC1_LOTJARac-like GTP-binding protein RAC1 precursor - Lotus japonicusnot assigned Rho Rop_like Rac1_like RHO Cdc42 RhoG Wrch_1 Rho4_like Tc10 Ras RhoA_like Rho2 Rho3 Rab Ras "	signalling.G-proteins	30_5

CUST_6502_PI403524517	2	0.048526764	-0.33296108	0.20231915	-0.04749012	0.030840874	-0.030840874	35_1803	Rep: DANA2 - Zea mays (Maize)	UniRef90_Q5IBC6	"CHR5V7|COORD:17252412..17253706| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G45170.1); similar to pore protein of 24 kD (OEP24) [Pisum sativum]"	AT5G42960.1	CHR03V5|COORD:36013880..36018768|protein DANA2, putative, expressed	LOC_Os03g63860.1	"no descriptionweakly similar to ( 197)AT5G42960| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G45170.1); similar to pore protein of 24 kD (OEP24) [Pisum sativum] (GB:CAA04468.1) | chr5:17252412-17253706 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07003 Atrophin-1 Tymo_45kd_70kd Extensin_2 HPC2 DUF1421 Herpes_BLLF1 AF-4 PRK07764 DUF566 Drf_FH1 APC_basic PRK08853 PRK05648 PRK12678 GRASP55_65 FimV IER PRK09169 DUF605 Herpes_UL32 Pneumo_att_G KAR9 Gag_spuma PRK12495 STOP Herpes_DNAp_acc"	not assigned.unknown	35_2

CUST_86_PI399407379	2	0.22501564	0.5924506	0.06524801	-0.17724991	-0.065247536	-0.19993496	HvRR19									

CUST_16246_PI403524517	2	0.09062195	-0.27473164	-0.015081406	0.036156654	0.012264252	-0.012264252	35_4683	"Cluster: Mitochondrial carrier protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Mitochondrial carrier protein, expressed - Oryza sativa (jap"	UniRef90_Q10QM8	CHR5V7|COORD:25976032..25977669| mitochondrial substrate carrier family protein	AT5G64970.1	CHR03V5|COORD:4720429..4716817|protein protein brittle-1, chloroplast precursor, putative, expressed	LOC_Os03g09110.1	 no descriptionmoderately similar to ( 497)AT5G64970| Symbols:  | mitochondrial substrate carrier family protein | chr5:25976032-25977669 REVERSEweakly similar to ( 144)BT1_MAIZEProtein brittle-1, chloroplast precursor - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Mito_carr 	transport.metabolite transporters at the mitochondrial membrane	34_9

CUST_28057_PI403524517	2	-0.034498215	-0.18111897	0.034498215	0.18853569	-0.8279238	0.24234629	35_8110	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7G4Q6	"CHR5V7|COORD:21089369..21091357| similar to ACI13 [Lycopersicon esculentum] (GB:AAY97863.1); contains InterPro domain tRNA-binding arm; (InterPro:IPR010978)"	AT5G51840.1	CHR10V5|COORD:5877600..5881341|protein ACI13, putative, expressed	LOC_Os10g11060.1	"no descriptionweakly similar to ( 163)AT5G51840| Symbols:  | similar to ACI13 [Lycopersicon esculentum] (GB:AAY97863.1); contains InterPro domain tRNA-binding arm; (InterPro:IPR010978) | chr5:21089369-21091357 FORWARD"	not assigned.unknown	35_2

CUST_18605_PI403524517	2	-3.0160742	-0.8898616	0.8898611	1.1074648	-1.0688443	1.5671368	35_5380	Rep: Ammonium transporter - Triticum aestivum (Wheat)	UniRef90_Q676V6	"CHR4V7|COORD:7858216..7859721| AMT1;1 (AMMONIUM TRANSPORT 1); ammonium transporter"	AT4G13510.1	CHR04V5|COORD:25281419..25283537|protein ammonium transporter 1, member 2, putative, expressed	LOC_Os04g43070.1	"no descriptionmoderately similar to ( 272)AT1G64780| Symbols: ATAMT1;2 | ATAMT1;2 (AMMONIUM TRANSPORTER 1;2); ammonium transporter | chr1:24064684-24066228 REVERSEnot assigned not assigned not assigned not assigned Ammonium_transp AmtB PRK10666"	transport.ammonium	34_5

CUST_2458_PI399408534	2	-0.013632774	0.19489098	0.013632774	-0.20315456	-0.2969637	0.07396221	35_19133	"Cluster: Os05g0133900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0133900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DKZ6	CHR3|COORD:5909007..5913248| methyltransferase family protein, similar to cytosine methyltransferase (GI:7658293) (Arabidopsis thaliana)	AT3G17310.1	CHR05V5|COORD:1943620..1952896|protein DNA methyltransferase DMT106, putative, expressed	LOC_Os05g04330.2	no descriptionmoderately similar to ( 272)AT3G17310| Symbols:  | methyltransferase family protein | chr3:5909300-5912844 REVERSE	RNA.regulation of transcription.DNA methyltransferases	27_3_46

CUST_367_PI403524517	2	-2.3200707	-0.68835735	1.1120186	0.6883583	0.79528236	-1.246665	35_96	"Cluster: Leaf-specific thionin precursor [Contains: Leaf-specific thionin; Acidic protein]; n=3; Hordeum vulgare|Rep: Leaf-specific thionin precursor [Contains:"	UniRef90_P09617	CHR1V7|COORD:24609539..24610136| thionin, putative	AT1G66100.1	CHR06V5|COORD:18773644..18772307|protein thionin precursor, putative, expressed	LOC_Os06g32240.1	" no descriptionvery weakly similar to (70.5)AT1G66100| Symbols:  | thionin, putative | chr1:24609539-24610136 REVERSEmoderately similar to ( 247)THN7_HORVUThionin BTH7 precursor [Contains: Thionin BTH7; Acidic protein] - Hordeum vulgare (Barley)Thionin "	stress.biotic	20_1

CUST_52769_PI403524517	2	0.11256409	-1.033473	-0.16606712	0.018054008	-0.018054962	0.20708847	35_15032	Rep: 60S ribosomal protein L24 - Hordeum vulgare (Barley)	UniRef90_P50888	"CHR3V7|COORD:19671727..19672890| STV1 (SHORT VALVE1); structural constituent of ribosome"	AT3G53020.1	CHR05V5|COORD:23859967..23856584|protein 60S ribosomal protein L24, putative, expressed	LOC_Os05g40820.1	"no descriptionweakly similar to ( 192)AT2G36620| Symbols: RPL24A | RPL24A (RIBOSOMAL PROTEIN L24); structural constituent of ribosome | chr2:15357627-15358898 REVERSEmoderately similar to ( 221)RL24_HORVU60S ribosomal protein L24 - Hordeum vulgare (Barley)not assigned not assigned Ribosomal_L24e RPL24A PRK00807"	protein.synthesis.misc ribososomal protein	29_2_2

CUST_56860_PI403524517	2	0.17868614	0.25192356	-0.13284588	-0.30823803	0.13284588	-0.44861984	35_16203	"Cluster: Hypothetical protein OSJNBa0059E14.15; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0059E14.15 - Oryza sativa (japonica"	UniRef90_Q84M37	"CHR5V7|COORD:22906608..22908665| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G55360.1); similar to unknown protein [Arabidopsis thaliana]"	AT5G56530.1	CHR03V5|COORD:33670338..33674132|protein carboxyl-terminal peptidase, putative, expressed	LOC_Os03g59240.1	" no descriptionvery weakly similar to (62.0)AT5G56530| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G55360.1); similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G13510.1); similar to Os07g0573400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001060067.1); similar to Protein of unknown function DUF239, plant [Medicago truncatula] (GB:ABE82132.1); contains InterPro domain Protein of unknown function DUF239, plant; (InterPro:IPR004314) | chr5:22906608-22908665 FORWARD"	not assigned.unknown	35_2

CUST_619_PI403524517	2	0.09914017	0.23956108	0.006198883	-0.046671867	-0.05786991	-0.0061998367	35_162	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_3042_PI404877155	2	-0.031103134	0.06788635	-0.25456524	-0.022136688	0.023156166	0.022137642	Contig13479_at	P0439E11.11 [Oryza sativa (japonica cultivar-group)]	NP_915294.1	amino acid transporter family protein	At5g38820.1	protein Transmembrane amino acid transporter protein	Os02g09810	"amino acid transporter family protein, low similarity to N system amino acids transporter NAT-1 (Mus musculus) GI:7406950; contains Pfam profile PF01490: Transmembrane amino acid transporter protein"	transport.amino acids	34_3

CUST_8332_PI403524517	2	0.09272003	-0.2325964	-0.013813019	0.013813019	0.048901558	-0.016643524	35_2327	"Cluster: Eukaryotic translation initiation factor 4E-2 (eIF4E-2) (eIF-4E-2) (mRNA cap-binding protein) (eIF-(iso)4F 25 kDa subunit) (eIF-(iso)4F p28 subunit); n"	UniRef90_Q03389	"CHR5V7|COORD:13842176..13843561| LSP1 (LOSS OF SUSCEPTIBILITY TO POTYVIRUSES); RNA binding / translation initiation factor"	AT5G35620.1	CHR10V5|COORD:16928789..16932188|protein eukaryotic translation initiation factor 4E-2, putative, expressed	LOC_Os10g32970.1	" no descriptionmoderately similar to ( 244)AT5G35620| Symbols: EIF(ISO)4E, LSP, LSP1 | LSP1 (LOSS OF SUSCEPTIBILITY TO POTYVIRUSES); RNA binding / translation initiation factor | chr5:13842176-13843561 REVERSEmoderately similar to ( 396)IF4E2_WHEATEukaryotic translation initiation factor 4E-2 - Triticum aestivum (Wheat)not assigned not assigned IF4E CDC33 "	protein.synthesis.initiation	29_2_3

CUST_50420_PI403524517	2	0.06700516	0.40867043	0.036050797	-0.08211899	-0.10469437	-0.036050797	35_14393	"Cluster: SUMO-conjugating enzyme UBC9; n=47; Spermatophyta|Rep: SUMO-conjugating enzyme UBC9 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_P35132	"CHR3V7|COORD:2641493..2642495| UBC11 (ubiquitin-conjugating enzyme 11); ubiquitin-protein ligase"	AT3G08690.1	CHR01V5|COORD:35264569..35268845|protein ubiquitin-conjugating enzyme E2-17 kDa, putative, expressed	LOC_Os01g60410.3	"no descriptionmoderately similar to ( 301)AT3G08690| Symbols: UBC11 | UBC11 (ubiquitin-conjugating enzyme 11); ubiquitin-protein ligase | chr3:2641493-2642495 FORWARDweakly similar to ( 144)UBC2_WHEATUbiquitin-conjugating enzyme E2-17 kDa - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG5078 UQ_con UBCc UBCc"	protein.degradation.ubiquitin.E2	29_5_11_3

CUST_14106_PI403524517	2	0.06490517	0.3812971	-0.037255287	-0.13881683	-0.093120575	0.03725624	35_4048	"Cluster: Hypothetical protein OSJNBb0024A20.6; n=2; Oryza sativa|Rep: Hypothetical protein OSJNBb0024A20.6 - Oryza sativa (Rice)"	UniRef90_Q94LM4	CHR3V7|COORD:8164022..8166152| binding	AT3G22990.1	CHR07V5|COORD:25098705..25102905|protein expressed protein	LOC_Os07g41900.1	no descriptionhighly similar to ( 533)AT3G22990| Symbols:  | binding | chr3:8164022-8166152 FORWARD	not assigned.unknown	35_2

CUST_36151_PI403524517	2	0.21318913	-0.027430534	-0.09255409	-0.08964062	0.02742958	0.13375282	35_10422	"Cluster: Os06g0649800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0649800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DAJ0	"CHR5|COORD:23484171..23486241| similar to methyladenine glycosylase family protein [Arabidopsis thaliana] (TAIR:At1g80850.1); similar to OSJNBa0029H02.18 [Oryza"	AT5G57970.2	CHR06V5|COORD:26571448..26568420|protein methyladenine glycosylase family protein, expressed	LOC_Os06g44050.1	no descriptionmoderately similar to ( 285)AT5G57970| Symbols:  | DNA-3-methyladenine glycosylase I | chr5:23484542-23486136 FORWARDAdenine_glyco Tag PRK10353	DNA.repair	28_2

CUST_32241_PI399408534	2	-0.059479713	-0.47361183	0.059480667	0.064432144	0.07806587	-0.069869995	35_21636	Rep: Origin recognition complex subunit 1 - Zea mays (Maize)	UniRef90_Q945C8	"CHR4V7|COORD:8422231..8424660| ATORC1A/ORC1A (ORIGIN OF REPLICATION COMPLEX 1A); DNA binding"	AT4G14700.1	CHR06V5|COORD:4392377..4400130|protein origin recognition complex subunit 1, putative, expressed	LOC_Os06g08790.1	" no descriptionhighly similar to ( 582)AT4G14700| Symbols: ATORC1A, ORC1A | ATORC1A/ORC1A (ORIGIN OF REPLICATION COMPLEX 1A); DNA binding | chr4:8422231-8424660 FORWARDnot assigned not assigned CDC6 cdc6 AAA HolB "	DNA.synthesis/chromatin structure	28_1

CUST_12112_PI403524517	2	0.014230728	0.09002781	-0.0142297745	-0.0509367	0.10597515	-0.09348774	35_3447	"Cluster: Putative UDP-glucose:glycoprotein glucosyltransferase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative UDP-glucose:glycoprotein glucosyltrans"	UniRef90_Q6ESI8	CHR1V7|COORD:26845326..26855392| UDP-glucose:glycoprotein glucosyltransferase/ transferase, transferring glycosyl groups / transferase,	AT1G71220.1	CHR02V5|COORD:26937222..26945553|protein UDP-glucose glycoprotein glucosyltransferase 1 precursor, putative, expressed	LOC_Os02g44510.1	 no descriptionmoderately similar to ( 452)AT1G71220| Symbols:  | UDP-glucose:glycoprotein glucosyltransferase/ transferase, transferring glycosyl groups / transferase, transferring hexosyl groups | chr1:26845326-26855392 FORWARDnot assigned Glyco_transf_8 	protein.glycosylation	29_7

CUST_158550_PI403524517	2	-0.29302835	-0.17447615	0.21168661	0.3417349	0.17447567	-0.21251011	35_44260	Rep: H0818H01.6 protein - Oryza sativa (Rice)	UniRef90_Q259P5	"CHR1V7|COORD:5675918..5678679| SR45 (arginine/serine-rich 45); RNA binding"	AT1G16610.2	CHR04V5|COORD:33923433..33926185|protein expressed protein	LOC_Os04g57360.1	no description	not assigned.unknown	35_2

CUST_19002_PI403524517	2	-0.11790466	0.1125536	0.020960808	-0.020960808	-0.30573368	0.0749464	35_5506	"Cluster: Monothiol glutaredoxin-S6 precursor; n=1; Oryza sativa|Rep: Monothiol glutaredoxin-S6 precursor - Oryza sativa (Rice)"	UniRef90_Q6H628	CHR1V7|COORD:29078810..29079536| glutaredoxin, putative	AT1G77370.1	CHR02V5|COORD:26025639..26028031|protein OsGrx_C3 - glutaredoxin subgroup I, expressed	LOC_Os02g43180.1	 no descriptionweakly similar to ( 139)AT1G77370| Symbols:  | glutaredoxin, putative | chr1:29078810-29079536 FORWARDvery weakly similar to (86.7)GLRX_RICCOGlutaredoxin - Ricinus communis (Castor bean)not assigned GRX_GRXh_1_2_like GRX_family Glutaredoxin GrxC GRX_GRXb_1_3_like PRK10638 GRX_hybridPRX5 grxA COG0278 	redox.glutaredoxins	21_4

CUST_3079_PI403524517	2	0.026368141	-0.3356886	-0.026368141	0.06694794	0.1405201	-0.23863411	35_837	"Cluster: Putative thioredoxin peroxidase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative thioredoxin peroxidase - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6ER94	CHR5V7|COORD:1919381..1921212| 2-cys peroxiredoxin, chloroplast, putative	AT5G06290.1	CHR02V5|COORD:19876184..19880477|protein 2-cys peroxiredoxin BAS1, chloroplast precursor, putative, expressed	LOC_Os02g33450.2	 no descriptionmoderately similar to ( 378)AT5G06290| Symbols:  | 2-cys peroxiredoxin, chloroplast, putative | chr5:1919381-1921212 FORWARDmoderately similar to ( 391)BAS1_HORVU2-Cys peroxiredoxin BAS1, chloroplast precursor - Hordeum vulgare (Barley)not assigned not assigned not assigned not assigned PRX_Typ2cys AhpC PRX_family PRX_1cys PRK10382 AhpC-TSA PRX_AhpE_like Bcp PRX_BCP Redoxin PRX_Atyp2cys bcp Tpx tpx 	redox.peroxiredoxin	21_5

CUST_34691_PI403524517	2	0.1415906	-0.60179853	-0.0049791336	0.26714516	0.004978657	-0.46192503	35_10002	"Cluster: Transferase family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Transferase family protein, expressed - Oryza sativa (japonica"	UniRef90_Q2R0I3	CHR1V7|COORD:11271725..11273059| transferase family protein	AT1G31490.1	CHR11V5|COORD:25084096..25082483|protein transferase family protein, expressed	LOC_Os11g42480.1	no description	not assigned.unknown	35_2

CUST_4844_PI404877155	2	-0.2280178	-0.16935253	0.03521347	0.10980511	0.017483711	-0.017483711	Contig16177_at	OSJNBa0014K08.18 [Oryza sativa (japonica cultivar-group)] dbj|BAC05593.1| putative AG-motif binding protein-4 [Oryza sativa (japonica cultiv	NP_916071.1	zinc finger (GATA type) family protein	At5g25830.1	protein GATA zinc finger, putative	Os05g44400	NONE	RNA.regulation of transcription.C2C2(Zn) GATA transcription factor family	27_3_09

CUST_4165_PI404877155	2	0.07982159	0.026053429	-0.11398697	-0.006556511	-0.1414032	0.0065574646	Contig15003_at	P0684B02.23 [Oryza sativa (japonica cultivar-group)] dbj|BAB86514.1| transcriptional coactivator-like [Oryza sativa (japonica cultivar-group	NP_916536.1	transcriptional coactivator p15 (PC4) family protein (KELP)	At4g10920.1	protein Transcriptional Coactivator p15 (PC4), putative	Os01g50960	0	RNA.regulation of transcription.General Transcription	27_3_50

CUST_49328_PI403524517	2	-0.023609161	-0.47684956	-0.008824348	0.04617691	0.008824348	0.049717903	35_14071	"Cluster: Histone H3-maize; n=1; Oryza sativa (japonica cultivar-group)|Rep: Histone H3-maize - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53NE3	CHR5V7|COORD:3270479..3270889| histone H3	AT5G10400.1	CHR11V5|COORD:2622185..2621575|protein histone H3, putative, expressed	LOC_Os11g05730.1	no descriptionmoderately similar to ( 246)AT5G65360| Symbols:  | histone H3 | chr5:26137325-26137735 REVERSEmoderately similar to ( 245)H32_WHEATHistone H3.2 - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned H3 HHT1 Histone PRK12323 DUF566 Tymo_45kd_70kd PRK07003 PRK07764 IER Atrophin-1	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_13749_PI403524517	2	0.03558874	0.84018755	0.15245008	-0.03821802	-0.26464176	-0.03558874	35_3944	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_5686_PI403524517	2	-0.16186237	0.24163437	-0.10558319	0.3875227	0.09631157	-0.09631252	35_1572	"Cluster: Protease inhibitor/seed storage/LTP family protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Protease inhibitor/seed storage/LTP family protein"	UniRef90_Q6ASY2	CHR5V7|COORD:25662701..25663864| protease inhibitor/seed storage/lipid transfer protein (LTP) family protein	AT5G64080.2	CHR03V5|COORD:15286381..15288577|protein xylogen protein 1, putative, expressed	LOC_Os03g26820.1	no descriptionvery weakly similar to (58.2)AT5G64080| Symbols:  | protease inhibitor/seed storage/lipid transfer protein (LTP) family protein | chr5:25662701-25663864 REVERSEAAI_LTSS nsLTP_like	misc.protease inhibitor/seed storage/lipid transfer protein (LTP) family protein	26_21

CUST_57160_PI403524517	2	0.053894043	0.061647415	-0.12945843	-0.10505676	-0.053894997	0.10861492	35_16292	"Cluster: Putative HECT ubiquitin-protein ligase 3; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative HECT ubiquitin-protein ligase 3 - Oryza sativa (jap"	UniRef90_Q6YU89	CHR4V7|COORD:18041497..18049286| KAK (KAKTUS)	AT4G38600.1	CHR02V5|COORD:91606..86472|protein thyroid receptor-interacting protein 12, putative, expressed	LOC_Os02g01170.1	 no descriptionhighly similar to ( 870)AT4G38600| Symbols: UPL3, KAK | KAK (KAKTUS) | chr4:18041497-18049286 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned HECTc HECTc HECT HUL4 	protein.degradation.ubiquitin.E3.HECT	29_5_11_4_1

CUST_170772_PI403524517	2	-0.07158184	-1.037508	-0.052383423	0.33518314	0.25610638	0.052384377	35_47568	Rep: Prolin rich protein - Zea mays (Maize)	UniRef90_Q41848	CHR4V7|COORD:8646193..8650082| protease inhibitor/seed storage/lipid transfer protein (LTP) family protein	AT4G15160.1	CHR06V5|COORD:3455812..3454734|protein 36.4 kDa proline-rich protein, putative, expressed	LOC_Os06g07220.1	no descriptionweakly similar to ( 133)AT3G22142| Symbols:  | Encodes a Protease inhibitor/seed storage/LTP family protein | chr3:7803611-7808053 REVERSEvery weakly similar to (92.0)14KD_DAUCA14 kDa proline-rich protein DC2.15 precursor - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned HPS_like Extensin_2 Drf_FH1 DUF1421 DUF1210 TT_ORF1 Tryp_alpha_amyl Atrophin-1 PRK07764 PRK12323 DUF605 Gag_spuma PRK05648 Tymo_45kd_70kd MFMR tatB FAP MCPVI DedD GRASP55_65 PRK10819 DAG1 SMN PRK07003 HPC2 TonB Amelogenin	misc.protease inhibitor/seed storage/lipid transfer protein (LTP) family protein	26_21

CUST_61812_PI403524517	2	-0.15986347	-0.25039577	-0.004460335	0.13053513	0.004460335	0.39726067	35_17636	Rep: Glutathione peroxidase - Zantedeschia aethiopica (White calla lily)	UniRef90_O65156	"CHR2V7|COORD:10675213..10676907| ATGPX1 (GLUTATHIONE PEROXIDASE 1); glutathione peroxidase"	AT2G25080.1	CHR06V5|COORD:4320608..4324284|protein phospholipid hydroperoxide glutathione peroxidase 1, chloroplast precursor, putative, expressed	LOC_Os06g08670.1	" no descriptionmoderately similar to ( 300)AT2G25080| Symbols: ATGPX1 | ATGPX1 (GLUTATHIONE PEROXIDASE 1); glutathione peroxidase | chr2:10675213-10676907 FORWARDmoderately similar to ( 292)GPX1_PEAPhospholipid hydroperoxide glutathione peroxidase, chloroplast precursor - Pisum sativum (Garden pea)not assigned GSH_Peroxidase BtuE GSHPx PRK10606 AhpC-TSA PRK03147 TlpA_like_family "	redox.ascorbate and glutathione.glutathione	21_2_2

CUST_12728_PI404877155	2	0.038612366	-0.0071783066	-0.06937218	0.0071783066	-0.051400185	0.05139923	Contig6465_at	putative RNA-binding like protein [Oryza sativa (japonica cultivar-group)] dbj|BAB63863.1| putative RNA-binding like protein [Oryza sativa (	NP_914646.1	RNA recognition motif (RRM)-containing protein	At4g36960.1	protein RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain), putative	Os01g71770	0	RNA.regulation of transcription	27_3

CUST_180610_PI403524517	2	0.05698967	0.522583	-0.18911362	0.02331543	-0.53172016	-0.02331543	35_50227	"Cluster: Hypothetical protein B1279D09.32; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1279D09.32 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6K1V1	CHR1V7|COORD:20481934..20483338| zinc knuckle (CCHC-type) family protein	AT1G54930.1	CHR09V5|COORD:4481798..4481037|protein transposon protein, putative, CACTA, En/Spm sub-class	LOC_Os09g08600.1	no description	not assigned.unknown	35_2

CUST_23252_PI403524517	2	0.5525136	0.37632418	0.14607334	-0.14607382	-0.37908363	-0.26062536	35_6757	"Cluster: Hypothetical protein B1103G11.24; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1103G11.24 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6ETI1	"CHR1V7|COORD:30059943..30061904| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G52315.1); similar to hypothetical protein [Oryza sativa (japonica"	AT1G79910.1	CHR02V5|COORD:3212390..3216632|protein expressed protein	LOC_Os02g06430.1	" no descriptionweakly similar to ( 167)AT1G79910| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G52315.1); similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:BAD46051.1); similar to Os02g0159200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001045961.1); contains InterPro domain Protein of unknown function DUF292, eukaryotic; (InterPro:IPR005061) | chr1:30059981-30061904 FORWARDnot assigned DUF292 "	not assigned.unknown	35_2

CUST_14459_PI403524517	2	0.06603241	0.2543478	0.033901215	-0.13128853	-0.083869934	-0.03390026	35_4155	"Cluster: Hypothetical protein OSJNBb0092C08.35; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0092C08.35 - Oryza sativa (japonica"	UniRef90_Q6Z233	"CHR5V7|COORD:1880193..1885367| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G11560.4); similar to Os08g0482100 [Oryza sativa (japonica"	AT5G06220.1	CHR08V5|COORD:23701313..23711648|protein expressed protein	LOC_Os08g37610.2	"no descriptionmoderately similar to ( 240)AT5G06220| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G11560.4); similar to Os08g0482100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001062067.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD09288.1); contains InterPro domain LETM1-like; (InterPro:IPR011685) | chr5:1880193-1885367 FORWARDLETM1"	not assigned.unknown	35_2

CUST_14740_PI404877155	2	-0.11095047	0.12262058	-0.12524128	0.11044884	-0.020516396	0.020515442	Contig8570_at	0	0	0	0	0	0	NONE	RNA.regulation of transcription.MYB domain transcription factor family	27_3_25

CUST_180203_PI403524517	2	0.07576275	0.5314112	-0.18706799	-0.07576275	-0.2166071	0.13741016	35_50115	0	0		0	CHR01V5|COORD:10983769..10982871|protein expressed protein	LOC_Os01g19420.1	no description	not assigned.unknown	35_2

CUST_75598_PI403524517	2	0.45021582	-0.0034651756	0.0034646988	0.22113752	-0.41729546	-0.12899446	35_21672	"Cluster: Putative immunophilin / FKBP-type peptidyl-prolyl cis-trans isomerase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative immunophilin / FKBP-ty"	UniRef90_Q6ZGL6	CHR1V7|COORD:7232014..7233356| immunophilin / FKBP-type peptidyl-prolyl cis-trans isomerase family protein	AT1G20810.1	CHR02V5|COORD:924471..926632|protein peptidyl-prolyl cis-trans isomerase, FKBP-type family protein, expressed	LOC_Os02g02550.1	no descriptionmoderately similar to ( 230)AT1G20810| Symbols:  | immunophilin / FKBP-type peptidyl-prolyl cis-trans isomerase family protein | chr1:7232014-7233356 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned FkpA FKBP_C PRK10902	protein.folding	29_6

CUST_18003_PI403524517	2	0.05897522	0.33569527	0.097558975	-0.110533714	-0.12064457	-0.05897522	35_5199	"Cluster: Os01g0744300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0744300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JJE0	CHR2V7|COORD:10992196..10995730| protein kinase family protein	AT2G25760.1	CHR01V5|COORD:31442973..31438140|protein ATP binding protein, putative, expressed	LOC_Os01g54100.1	no descriptionhighly similar to ( 551)AT2G25760| Symbols:  | protein kinase family protein | chr2:10992196-10995730 REVERSEvery weakly similar to (50.4)CDPK_SOYBNCalcium-dependent protein kinase SK5 - Glycine max (Soybean)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc Pkinase S_TKc SPS1 PRK07764 TT_ORF1 Extensin_2 Atrophin-1 DUF1421 Protamine_P1 DUF1210 Pkinase_Tyr Drf_FH1 PRK12323 PRK05648 FAP PRK06958 TyrKc	protein.postranslational modification	29_4

CUST_78181_PI403524517	2	0.3521676	-0.010326862	0.23533916	-0.0796175	-0.59728146	0.0103263855	35_22411	Rep: H0418A01.7 protein - Oryza sativa (Rice)	UniRef90_Q01J61	CHR5|COORD:22785803..22790079| expressed protein	AT5G56250.1	CHR04V5|COORD:23341595..23334604|protein expressed protein	LOC_Os04g39560.2	"no descriptionvery weakly similar to (94.0)AT5G56250| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G56240.1); similar to Os04g0471400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001053056.1); similar to hypothetical protein MtrDRAFT_AC146329g11v1 [Medicago truncatula] (GB:ABE91348.1) | chr5:22786144-22789095 REVERSE"	not assigned.unknown	35_2

CUST_152986_PI403524517	2	0.104328156	0.17595577	0.0076532364	-0.0076532364	-0.20265198	-0.09439659	35_42757	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_16084_PI403524517	2	0.07588959	-0.054100037	0.005133629	-0.005133629	0.04586506	-0.018080711	35_4639	"Cluster: Hypothetical protein P0501G08.4; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0501G08.4 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q5ZA53	"CHR3V7|COORD:1371792..1373306| similar to Os06g0298500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001057443.1); contains InterPro domain SEC-C"	AT3G04950.1	CHR06V5|COORD:11096269..11093772|protein expressed protein	LOC_Os06g19480.1	"no descriptionmoderately similar to ( 206)AT3G04950| Symbols:  | similar to Os06g0298500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001057443.1); contains InterPro domain SEC-C motif; (InterPro:IPR004027) | chr3:1371792-1373306 FORWARDsecA"	not assigned.unknown	35_2

CUST_96261_PI403524517	2	0.091389656	-0.046533585	0.04653454	-0.047185898	0.07578564	-0.11392021	35_27499	"Cluster: Hypothetical protein P0519E02.5; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0519E02.5 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6Z378	CHR2V7|COORD:18571231..18574707| structural constituent of nuclear pore	AT2G45000.1	CHR07V5|COORD:5429853..5434475|protein expressed protein	LOC_Os07g10120.1	no descriptionnot assigned not assigned not assigned	not assigned.unknown	35_2

CUST_15771_PI403524517	2	0.12656593	-0.18372345	-0.0014791489	-0.08128357	0.0014791489	0.062418938	35_4553	"Cluster: Transducin / WD-40 repeat protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Transducin / WD-40 repeat protein-like - Oryza sativa (japonic"	UniRef90_Q6Z5M6	"CHR3V7|COORD:4304092..4309956| VCS (VARICOSE); nucleotide binding"	AT3G13300.1	CHR02V5|COORD:30020066..30010129|protein nucleotide binding protein, putative, expressed	LOC_Os02g49090.1	"no descriptionmoderately similar to ( 256)AT3G13300| Symbols: VCS | VCS (VARICOSE); nucleotide binding | chr3:4304092-4309956 FORWARDnot assigned"	development.unspecified	33_99

CUST_13463_PI403524517	2	-0.31661797	1.366602	0.30870152	-0.05528927	-0.10945368	0.05528879	35_3860	"Cluster: Os11g0181500 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os11g0181500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IU70	CHR5V7|COORD:20332690..20334454| NFU2 (NFU domain protein 2)	AT5G49940.1	CHR11V5|COORD:4087072..4089571|protein NFU3, putative, expressed	LOC_Os11g07916.1	 no descriptionweakly similar to ( 189)AT5G49940| Symbols: ATCNFU2, NFU2 | NFU2 (NFU domain protein 2) | chr5:20332690-20334293 FORWARDweakly similar to ( 179)NIFU1_ORYSAnot assigned NifU COG0694 PRK11190 	protein assembly and cofactor ligation	29_8

CUST_62107_PI403524517	2	0.045743942	0.40688705	-0.04574299	-0.16398239	-0.100730896	0.40015602	35_17712	"Cluster: OSJNBa0013K16.5 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0013K16.5 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XP62	CHR1V7|COORD:7242922..7244725| similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE83236.1)	AT1G20830.1	CHR04V5|COORD:29325612..29322339|protein expressed protein	LOC_Os04g49540.1	no descriptionweakly similar to ( 199)AT1G20830| Symbols:  | similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE83236.1) | chr1:7242922-7244725 FORWARD	not assigned.unknown	35_2

CUST_1327_PI404877155	2	-0.06333542	0.035791397	0.02494049	-0.035258293	0.040700912	-0.024939537	Contig11439_at	putative ubiquitin-activating enzyme (alternative splicing product) [Oryza sativa (japonica cultivar-group)]	AAO65878.1	auxin-resistance protein AXR1 (AXR1)	At1g05180.1	protein putative ubiquitin-activating enzyme (alternative splicing product)	Os03g60550	"AUXIN RESISTANT 1;AUXIN RESISTANT PROTEIN 1;auxin-resistance protein AXR1 (AXR1), identical to SP:P42744 Auxin-resistance protein AXR1 {Arabidopsis thaliana}; contains Pfam profile PF00899: ThiF family; identical to cDNA  ubiquitin activating enzyme E1-re"	hormone metabolism.auxin.signal transduction	17_2_2

CUST_97465_PI403524517	2	0.42734432	-3.5359018	-1.3065381	0.87182474	0.09168005	-0.09168005	35_27834	"Cluster: Hypothetical protein T8O5.140; n=2; Arabidopsis thaliana|Rep: Hypothetical protein T8O5.140 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_O49716	"CHR4V7|COORD:11639905..11640456| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G61930.1); similar to Protein of unknown function DUF584 [Medicago"	AT4G21930.1	0	0	no description	not assigned.unknown	35_2

CUST_76366_PI403524517	2	0.17175484	-0.051875114	-0.14162445	0.05187416	-0.1969366	0.16046524	35_21894	Rep: OSJNBb0034I13.7 protein - Oryza sativa (Rice)	UniRef90_Q7XND2	"CHR1V7|COORD:22998305..22998988| similar to glycine-rich protein [Arabidopsis thaliana] (TAIR:AT5G46730.1); similar to PREDICTED: hypothetical"	AT1G62240.1	CHR04V5|COORD:32162964..32159640|protein expressed protein	LOC_Os04g54420.1	no descriptionnot assigned not assigned not assigned not assigned DUF1421 PRK10263	not assigned.unknown	35_2

CUST_178076_PI403524517	2	0.17394257	-0.08744812	0.037661552	-0.0376606	-0.06727219	0.06627655	35_49528	"Cluster: Putative TATA box binding protein-associated factor; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative TATA box binding protein-associated fact"	UniRef90_Q7XB58		0	CHR07V5|COORD:5657951..5665326|protein nucleotide binding protein, putative, expressed	LOC_Os07g10520.1	no description	not assigned.unknown	35_2

CUST_9985_PI404877155	2	-0.038039207	0.20131683	0.014320374	-0.014320374	-0.04389572	0.0759182	Contig3709_s_at	sucrase-related [Arabidopsis thaliana] gb|AAM61112.1| sucrase-like protein [Arabidopsis thaliana]	NP_567751.1	13427605|sucrase-related	At4g26620.1	protein hypothetical protein	Os02g49320	sucrose cleavage protein homolog T15N24.70	major CHO metabolism.degradation.sucrose.misc	2_2_1_99

CUST_4413_PI403524517	2	-0.042036057	0.4084282	0.22544956	-0.07104683	-0.037537575	0.03753662	35_1219	"Cluster: Putative plastid protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative plastid protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8H656	CHR2V7|COORD:14852178..14853341| plastid developmental protein DAG, putative	AT2G35240.1	CHR06V5|COORD:921217..924283|protein DAG protein, chloroplast precursor, putative, expressed	LOC_Os06g02600.2	 no descriptionweakly similar to ( 163)AT2G35240| Symbols:  | plastid developmental protein DAG, putative | chr2:14852178-14853341 REVERSEweakly similar to ( 105)DAG_ANTMADAG protein, chloroplast precursor - Antirrhinum majus (Garden snapdragon)not assigned USP_Like Usp Rab18 UspA 	development.unspecified	33_99

CUST_22914_PI403524517	2	-0.2417965	0.54844666	0.018131256	-0.0021448135	-0.15924072	0.0021438599	35_6655	"Cluster: Protease inhibitor/seed storage/LTP family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Protease inhibitor/seed storage/LTP"	UniRef90_Q10M44	CHR2V7|COORD:11602457..11603473| protease inhibitor/seed storage/lipid transfer protein (LTP) family protein	AT2G27130.1	CHR03V5|COORD:11730705..11732234|protein lipid binding protein, putative, expressed	LOC_Os03g20760.1	no descriptionvery weakly similar to (81.6)AT2G27130| Symbols:  | protease inhibitor/seed storage/lipid transfer protein (LTP) family protein | chr2:11602457-11603473 FORWARDnot assigned AAI_LTSS Tryp_alpha_amyl PRK07764 PRK12323 TT_ORF1 nsLTP_like	misc.protease inhibitor/seed storage/lipid transfer protein (LTP) family protein	26_21

CUST_136973_PI403524517	2	0.035375595	-0.16988277	0.0096178055	-0.016057014	-0.0096178055	0.050178528	35_38411	"Cluster: Putative mitotic spindle checkpoint component mad3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative mitotic spindle checkpoint component mad3"	UniRef90_Q7F8R8	CHR2V7|COORD:14220886..14222994| spindle checkpoint protein-related	AT2G33560.1	CHR02V5|COORD:5209231..5212384|protein mitotic spindle checkpoint component mad3, putative, expressed	LOC_Os02g10020.1	no descriptionweakly similar to ( 179)AT2G33560| Symbols:  | spindle checkpoint protein-related | chr2:14220886-14222994 REVERSEnot assigned Mad3_BUB1_I	not assigned.no ontology	35_1

CUST_105006_PI403524517	2	-0.23062992	-0.3948145	0.033201218	0.14057732	0.066705704	-0.033201218	35_29915	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_57861_PI403524517	2	0.17199898	-0.63706493	-0.028616905	-0.015926361	0.015927315	0.06060791	35_16496	"Cluster: Prefoldin subunit; n=1; Oryza sativa (japonica cultivar-group)|Rep: Prefoldin subunit - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2R2E8	"CHR3|COORD:7968102..7969636| prefoldin-related KE2 family protein, similar to Swiss-Prot:Q9UHV9 prefoldin subunit 2 (Protein HSPC231) (Homo sapiens); contains"	AT3G22480.1	CHR11V5|COORD:20684202..20686422|protein prefoldin subunit 2, putative, expressed	LOC_Os11g36050.1	no descriptionweakly similar to ( 184)AT3G22480| Symbols:  | prefoldin-related KE2 family protein | chr3:7969087-7969533 FORWARDnot assigned Prefoldin_2	not assigned.no ontology	35_1

CUST_134652_PI403524517	2	0.23799372	0.071864605	0.018991947	-0.018991947	-0.3225193	-0.12374735	35_37778	"Cluster: Os01g0920300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0920300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JGJ5	"CHR3V7|COORD:10028400..10031299| similar to Os01g0920300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001045219.1); similar to putative 23S rRNA"	AT3G27180.1	CHR01V5|COORD:40502498..40508482|protein expressed protein	LOC_Os01g69120.3	"no descriptionmoderately similar to ( 244)AT3G27180| Symbols:  | similar to Os01g0920300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001045219.1); similar to putative 23S rRNA (Uracil-5-)-methyltransferase [Candidatus Protochlamydia amoebophila UWE25] (GB:YP_008997.1); contains domain RNA M5U METHYLTRANSFERASE FAMILY (PTHR11061); contains domain no description (G3D.3.40.50.150); contains domain gb def: Emb|CAB12631.1 (PTHR11061:SF5); contains domain S-adenosyl-L-methionine-dependent methyltransferases (SSF53335) | chr3:10028400-10031299 REVERSETrmA"	not assigned.unknown	35_2

CUST_29791_PI403524517	2	0.13343954	0.00608778	-0.006087303	-0.1667757	0.8750601	-0.12543964	35_8601	Rep: Phospholipase D alpha 2 - Oryza sativa (Rice)	UniRef90_P93844	"CHR3V7|COORD:5330842..5333481| PLDALPHA1 (PHOSPHOLIPASE D ALPHA 1); phospholipase D"	AT3G15730.1	CHR06V5|COORD:23927705..23931375|protein phospholipase D alpha 2, putative, expressed	LOC_Os06g40190.1	" no descriptionweakly similar to ( 119)AT3G15730| Symbols: PLD, PLDALPHA1 | PLDALPHA1 (PHOSPHOLIPASE D ALPHA 1); phospholipase D | chr3:5330842-5333481 FORWARDweakly similar to ( 166)PLDA2_ORYSAnot assigned C2_2 "	lipid metabolism.lipid degradation.lysophospholipases	11_9_3

CUST_138843_PI403524517	2	0.56054926	0.4672017	-0.2997899	-0.3698349	-0.008553505	0.008553505	35_38945	"Cluster: Os01g0647000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0647000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JKV5	"CHR5V7|COORD:6747552..6748643| similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD68019.1); similar to Os01g0647000 [Oryza sativa"	AT5G19970.1	CHR01V5|COORD:26401878..26403982|protein F-box domain containing protein, expressed	LOC_Os01g45900.1	"no descriptionvery weakly similar to (89.7)AT5G19970| Symbols:  | similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD68019.1); similar to Os01g0647000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001043709.1) | chr5:6747552-6748643 FORWARDnot assigned not assigned PRK07764"	not assigned.unknown	35_2

CUST_29050_PI403524517	2	-0.15247536	-0.7482195	0.1524744	0.27797508	0.6372318	-0.18444061	35_8393	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_3553_PI399408534	2	-0.014523029	0.03363037	0.120912075	0.014523029	-0.11411238	-0.10731554	35_40502	"Cluster: Putative auxin-independent growth promoter; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative auxin-independent growth promoter - Oryza sativa"	UniRef90_Q5VNG4	"CHR5V7|COORD:5134791..5136959| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G02250.1); similar to hypothetical protein [Cleome spinosa]"	AT5G15740.1	CHR06V5|COORD:10086095..10081203|protein auxin-independent growth promoter, putative, expressed	LOC_Os06g17390.1	" no descriptionmoderately similar to ( 354)AT5G15740| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G02250.1); similar to hypothetical protein [Cleome spinosa] (GB:ABD96934.1); similar to Os06g0284200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001057398.1); similar to hypothetical protein [Cleome spinosa] (GB:ABD96844.1); contains InterPro domain Protein of unknown function DUF246, plant; (InterPro:IPR004348) | chr5:5134791-5136959 REVERSEDUF246 "	hormone metabolism.auxin.induced-regulated-responsive-activated	17_2_3

CUST_25451_PI403524517	2	-0.021045685	0.34961033	0.041098595	-0.08574486	-0.07558155	0.021045685	35_7376	"Cluster: Glycosyl transferase, group 1 family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Glycosyl transferase, group 1 family protein,"	UniRef90_Q10QW6	CHR1V7|COORD:5670756..5673416| glycosyl transferase family 1 protein	AT1G16570.1	CHR03V5|COORD:4207585..4202547|protein beta-1,4-mannosyltransferase, putative, expressed	LOC_Os03g08300.2	no descriptionmoderately similar to ( 340)AT1G16570| Symbols:  | glycosyl transferase family 1 protein | chr1:5670756-5673416 REVERSEnot assigned Glycos_transf_1 RfaG	not assigned.no ontology	35_1

CUST_170322_PI403524517	2	-0.007898331	0.007898331	0.20207405	0.29158926	-0.26350212	-0.37517118	35_47440	"Cluster: ABC transporter-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: ABC transporter-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5Z8Y3	CHR5V7|COORD:8516905..8522619| ABC1 family protein	AT5G24810.1	CHR06V5|COORD:29522985..29515245|protein retrotransposon protein, putative, SINE subclass, expressed	LOC_Os06g48770.2	no descriptionmoderately similar to ( 243)AT5G24810| Symbols:  | ABC1 family protein | chr5:8516905-8522619 REVERSEnot assigned not assigned not assigned AarF ABC1 ubiB	not assigned.no ontology.ABC1 family protein	35_1_1

CUST_100164_PI403524517	2	0.18961239	0.07246494	-0.040822983	-0.3466921	-0.21986485	0.04082203	35_28596	Rep: Isoform 2 of Q5N941 - Oryza sativa (Rice)	UniRef90_Q5N941-2	"CHR5V7|COORD:20341399..20344913| Identical to Putative ion channel DMI1 [Arabidopsis Thaliana] (GB:Q9LTX4); similar to unknown protein [Arabidopsis thaliana]"	AT5G49960.1	CHR01V5|COORD:38047501..38041145|protein ion channel DMI1, chloroplast precursor, putative, expressed	LOC_Os01g64980.2	" no descriptionmoderately similar to ( 238)AT5G49960| Symbols:  | Identical to Putative ion channel DMI1 [Arabidopsis Thaliana] (GB:Q9LTX4); similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G02940.1); similar to Putative ion channel DMI-1 (Does not make infections protein 1) (GB:Q6RHR6); similar to Putative ion channel POLLUX, chloroplast precursor (GB:Q5H8A5); similar to putative DMI1 protein [Oryza sativa (japonica cultivar-group)] (GB:BAD81711.1); contains InterPro domain Protein of unknown function DUF1012; (InterPro:IPR010420) | chr5:20341399-20344913 REVERSEmoderately similar to ( 307)DMI1_ORYSA"	not assigned.unknown	35_2

CUST_107225_PI403524517	2	0.015119553	-0.21026134	-0.025755882	-9.059906E-4	0.046603203	9.059906E-4	35_30511	"Cluster: Pentatricopeptide (PPR) repeat-containing protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Pentatricopeptide (PPR) repeat-containing prot"	UniRef90_Q6ZFX5	CHR1V7|COORD:26809313..26810845| pentatricopeptide (PPR) repeat-containing protein	AT1G71060.1	CHR02V5|COORD:29459791..29457961|protein expressed protein	LOC_Os02g48122.1	no descriptionvery weakly similar to (57.4)AT1G71060| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr1:26809313-26810845 REVERSE	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_15703_PI403524517	2	0.095876694	0.53372	-0.045586586	-0.07998848	-0.12473869	0.04558754	35_4532	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_61476_PI403524517	2	-0.27425575	-0.037103653	0.027482033	0.09764385	-0.02748108	0.064992905	35_17547	"Cluster: UDP-N-acetylglucosamine pyrophosphorylase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: UDP-N-acetylglucosamine pyrophosphorylase-like - Oryza"	UniRef90_Q5Z8Y4	CHR5V7|COORD:21348456..21351799| UDP-N-acetylglucosamine pyrophosphorylase-related	AT5G52560.1	CHR06V5|COORD:29514311..29507826|protein UDP-sugar pyrophospharylase, putative, expressed	LOC_Os06g48760.1	no descriptionhighly similar to ( 934)AT5G52560| Symbols:  | UDP-N-acetylglucosamine pyrophosphorylase-related | chr5:21348456-21351799 FORWARDnot assigned COG4284 UDPGP	cell wall.precursor synthesis.NDP sugar pyrophosphorylase.multiple NDP-Sugars	10_1_1_20

CUST_33061_PI403524517	2	-0.030973434	-0.009578705	0.1549654	-0.048462868	0.009578705	0.17566681	35_9534	Rep: OSIGBa0092E09.1 protein - Oryza sativa (Rice)	UniRef90_Q01LJ7	CHR1V7|COORD:29551739..29553657| bile acid:sodium symporter family protein	AT1G78560.1	CHR04V5|COORD:18488545..18493692|protein bile acid sodium symporter/ transporter, putative, expressed	LOC_Os04g31210.2	no descriptionweakly similar to ( 195)AT1G78560| Symbols:  | bile acid:sodium symporter family protein | chr1:29551739-29553657 REVERSEnot assigned COG0385	transport.unspecified cations	34_14

CUST_77866_PI403524517	2	-0.018213272	0.14688587	-0.020095825	0.018214226	0.11124897	-0.09939766	35_22324	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_67158_PI403524517	2	0.0073604584	0.49607277	-1.6117096E-4	-0.117836	1.6117096E-4	-0.04082012	35_19179	"Cluster: DNAJ protein, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: DNAJ protein, putative, expressed - Oryza sativa (japonica cultivar"	UniRef90_Q10DG4	CHR3V7|COORD:2975099..2976144| DNAJ heat shock N-terminal domain-containing protein	AT3G09700.1	CHR03V5|COORD:32147826..32149794|protein mitochondrial import inner membrane translocase subunit TIM14, putative, expressed	LOC_Os03g56540.1	no descriptionweakly similar to ( 127)AT3G09700| Symbols:  | DNAJ heat shock N-terminal domain-containing protein | chr3:2975099-2976144 REVERSEnot assigned	stress.abiotic.heat	20_2_1

CUST_109970_PI403524517	2	-0.040284157	-0.20712376	-0.0631752	0.2919321	0.117845535	0.040284157	35_31248	Rep: QM-like protein - Trypanosoma brucei	UniRef90_Q967R7	CHR1V7|COORD:9321696..9322800| 60S ribosomal protein L10 (RPL10B)	AT1G26910.1	CHR11V5|COORD:6316734..6319414|protein 60S ribosomal protein L10-1, putative, expressed	LOC_Os11g11390.1	no descriptionweakly similar to ( 138)AT1G26910| Symbols:  | 60S ribosomal protein L10 (RPL10B) | chr1:9321696-9322800 FORWARDweakly similar to ( 140)RL101_ORYSAnot assigned rpl10e RplP Ribosomal_L16	protein.synthesis.misc ribososomal protein	29_2_2

CUST_63045_PI403524517	2	-0.03137064	0.005479336	-0.0068125725	0.08396816	0.03750801	-0.005479336	35_17985	"Cluster: Hypothetical protein OJ1171_H02.9; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1171_H02.9 - Oryza sativa (japonica cultivar"	UniRef90_Q6AVD4	CHR1V7|COORD:773543..775179| similar to Os05g0251400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001055029.1)	AT1G03180.1	CHR05V5|COORD:9167672..9171691|protein expressed protein	LOC_Os05g16250.1	no descriptionweakly similar to ( 189)AT1G03180| Symbols:  | similar to Os05g0251400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001055029.1) | chr1:773989-775179 FORWARD	not assigned.unknown	35_2

CUST_9811_PI404877155	2	-0.31058788	-0.024096489	0.35539436	0.024095535	0.33550453	-0.15759373	Contig3532_s_at	hypothetical protein [Oryza sativa (japonica cultivar-group)] gb|AAT47039.1| putative universal stress protein (USP) [Oryza sativa (japonica	BAC78561.1	universal stress protein (USP) family protein	At3g53990.1	protein universal stress protein family	Os05g37970	hypothetical protein	stress.abiotic.cold	20_2_2

CUST_13608_PI403524517	2	-0.05094719	0.16700459	0.03567314	-0.0671711	-0.035674095	0.08366203	35_3903	"Cluster: Os07g0111600 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0111600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D921	CHR1V7|COORD:4753491..4755551| calcineurin-like phosphoesterase family protein	AT1G13900.1	CHR07V5|COORD:657072..661571|protein hydrolase/ protein serine/threonine phosphatase, putative, expressed	LOC_Os07g02090.1	no descriptionhighly similar to ( 739)AT1G13900| Symbols:  | calcineurin-like phosphoesterase family protein | chr1:4753491-4755551 REVERSEweakly similar to ( 166)NPP_HORVUNucleotide pyrophosphatase/phosphodiesterase - Hordeum vulgare (Barley)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Metallophos PRK12323 PRK07003 DUF566 AF-4 PRK12678 Herpes_BLLF1 Tymo_45kd_70kd	misc.acid and other phosphatases	26_13

CUST_74204_PI403524517	2	0.004463196	-0.06424713	-0.12698174	3.643036E-4	0.15420914	-3.633499E-4	35_21280	Rep: RNA ligase isoform 1 - Triticum aestivum (Wheat)	UniRef90_Q0WZC2	"CHR1V7|COORD:2446709..2454383| ATRNL/RNL (ARABIDOPSIS THALIANA RNA LIGASE); 2',3'-cyclic-nucleotide 3'-phosphodiesterase/ RNA ligase (ATP)/ polynucleotide"	AT1G07910.1	CHR07V5|COORD:4948073..4961698|protein expressed protein	LOC_Os07g09400.1	" no descriptionhighly similar to ( 567)AT1G07910| Symbols: ATRNL, RNL | ATRNL/RNL (ARABIDOPSIS THALIANA RNA LIGASE); 2',3'-cyclic-nucleotide 3'-phosphodiesterase/ RNA ligase (ATP)/ polynucleotide kinase | chr1:2446709-2454383 FORWARD"	protein.synthesis.elongation	29_2_4

CUST_2089_PI404877155	2	-0.69536686	-0.34277534	-0.032582283	0.23405361	0.44869614	0.032582283	Contig12344_at	remorin-like protein [Oryza sativa (japonica cultivar-group)]	BAC79688.1	remorin family protein	At3g57540.1	protein Remorin, C-terminal region, putative	Os07g38170	remorin family protein, contains Pfam domain, PF03763: Remorin, C-terminal region	RNA.regulation of transcription.putative DNA-binding protein	27_3_67

CUST_103952_PI403524517	2	1.106679	0.3598013	1.1863575	-0.7670393	-0.35980034	-0.727767	35_29632	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_104899_PI403524517	2	0.079463005	0.426857	0.3530283	-0.40726948	-0.27631187	-0.07946205	35_29887	"Cluster: Chromosome 11 SCAF7190, whole genome shotgun sequence; n=1; Tetraodon nigroviridis|Rep: Chromosome 11 SCAF7190, whole genome shotgun sequence - Tetraod"	UniRef90_Q4TB69	CHR1V7|COORD:9868508..9871785| similar to hydrolase, acting on carbon-nitrogen (but not peptide) bonds, in linear amides [Arabidopsis thaliana] (TAIR:AT1G53040.	AT1G28240.1	CHR06V5|COORD:3648518..3649807|protein calcium ion binding protein, putative, expressed	LOC_Os06g07560.1	no description	not assigned.unknown	35_2

CUST_7132_PI403524517	2	-0.008368492	-0.019856453	0.04927063	0.008369446	-0.12838459	0.008369446	35_1980	"Cluster: Hypothetical protein OJ1308_D01.1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1308_D01.1 - Oryza sativa (japonica cultivar"	UniRef90_Q5WMV3	CHR3V7|COORD:20944008..20945404| oxidoreductase, zinc-binding dehydrogenase family protein	AT3G56460.1	CHR05V5|COORD:14329823..14335916|protein oxidoreductase/ zinc ion binding protein, putative, expressed	LOC_Os05g24880.1	 no descriptionmoderately similar to ( 438)AT3G56460| Symbols:  | oxidoreductase, zinc-binding dehydrogenase family protein | chr3:20944008-20945404 REVERSEvery weakly similar to (52.4)QORH_SPIOLChloroplastic quinone-oxidoreductase homolog - Spinacia oleracea (Spinach)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Qor AdhP Tdh COG2130 PRK10754 AdhC ADH_zinc_N tdh PRK10083 ADH_N PRK09422 PRK10309 Protamine_P1 TT_ORF1 	misc.misc2	26_1

CUST_69908_PI403524517	2	-0.34785843	0.27931786	-0.031074524	0.07095623	-0.11284447	0.031074524	35_20002	Rep: EDR1 - Oryza sativa (Rice)	UniRef90_Q9FPR5	"CHR1V7|COORD:2774092..2779080| EDR1 (ENHANCED DISEASE RESISTANCE 1); kinase/ protein threonine/tyrosine kinase"	AT1G08720.1	CHR03V5|COORD:3180423..3187410|protein EDR1, putative, expressed	LOC_Os03g06410.1	"no descriptionmoderately similar to ( 485)AT1G08720| Symbols: EDR1 | EDR1 (ENHANCED DISEASE RESISTANCE 1); kinase/ protein threonine/tyrosine kinase | chr1:2774092-2779080 FORWARDweakly similar to ( 122)CRI4_MAIZEPutative receptor protein kinase CRINKLY4 precursor - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pkinase_Tyr S_TKc TyrKc PTKc S_TKc Pkinase PTKc_Csk_like PTKc_Jak_rpt2 PTKc_Src_like PTKc_Abl PTKc_Ack_like PTKc_InsR_like PTKc_Fes_like PTKc_Frk_like PTKc_Srm_Brk PTKc_EphR PTKc_Tec_like PTKc_FGFR PTKc_Csk PTKc_Btk_Bmx PTKc_Fyn_Yrk PTKc_Chk PTKc_Ror PTKc_FAK PTKc_Syk_like PTKc_Tec_Rlk PTKc_Fer PTKc_DDR PTKc_EphR_B PTKc_Src PTKc_Lck_Blk PTKc_Trk PTKc_Fes PTKc_EGFR_like PTKc_Yes PTKc_Itk PTKc_Tie1 PTK_CCK4 PTKc_PDGFR PTKc_Jak2_Jak3_rpt2 PTKc_FGFR1 PTKc_Tie2 PTKc_EphR_A2 SPS1 PTKc_IGF-1R PTKc_EphR_A PTKc_Hck PTKc_Axl_like PTKc_FGFR4 PTKc_FGFR3 PTKc_Ror1 PTKc_Met_Ron PTKc_DDR_like PTKc_DDR2 PTKc_Lyn PTKc_Musk PTKc_Ror2 PTKc_ALK_LTK PTKc_FGFR2 PTKc_TrkC PTKc_InsR PTKc_Tie PTKc_Tyro3 PTKc_TrkA PTKc_HER4 PTKc_Jak1_rpt2 PTKc_c-ros PTKc_DDR1 PTKc_EphR_A10 PTKc_TrkB PTKc_RET PTK_Ryk PTKc_Tyk2_rpt2 PTKc_Axl PTK_HER3 PTKc_Zap-70 PTKc_HER2 PTKc_Syk PTKc_EGFR PTKc_VEGFR PTKc_Aatyk PTKc_VEGFR3 PTKc_Kit PTKc_VEGFR2 PTKc_PDGFR_beta PTKc_PDGFR_alpha PTK_Jak_rpt1 PTKc_Aatyk1_Aatyk3 PTKc_CSF-1R PTK_Jak2_Jak3_rpt1 PTKc_Aatyk2 PTK_Tyk2_rpt1 PTK_Jak1_rpt1"	protein.postranslational modification	29_4

CUST_169786_PI403524517	2	0.2730422	-0.010499477	0.010499001	-0.16099739	0.040501118	-0.020889759	35_47294	"Cluster: Putative RING finger 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative RING finger 1 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z8P9	CHR4V7|COORD:14867074..14868492| zinc finger (C3HC4-type RING finger) family protein	AT4G30400.1	CHR08V5|COORD:21567414..21569653|protein RING-H2 finger protein ATL2C, putative, expressed	LOC_Os08g34550.1	no descriptionweakly similar to ( 108)AT4G30400| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr4:14867074-14868492 FORWARDvery weakly similar to (53.9)EL5_ORYSAnot assigned	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_85778_PI403524517	2	0.10407448	-0.3021202	-0.08043194	-0.031517982	0.03151703	0.07316685	35_24566	"Cluster: Hypothetical protein Oj1111_A10.6; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein Oj1111_A10.6 - Oryza sativa (japonica cultivar"	UniRef90_Q60F07	"CHR5V7|COORD:3877976..3879484| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G29780.1); similar to Os01g0582600 [Oryza sativa (japonica"	AT5G12010.1	CHR05V5|COORD:5167772..5166327|protein ischemia related factor NYW-1, putative, expressed	LOC_Os05g09280.1	"no descriptionweakly similar to ( 112)AT5G12010| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G29780.1); similar to Os01g0582600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001043414.1); similar to Os05g0593000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001056499.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD72250.1) | chr5:3877976-3879484 REVERSEnot assigned"	not assigned.unknown	35_2

CUST_104278_PI403524517	2	0.1165247	0.16268063	-0.060588837	-0.02819252	-8.621216E-4	8.621216E-4	35_29718	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_10257_PI404877155	2	-0.14828014	-0.2221384	0.035223007	0.10813522	0.07174587	-0.03522396	Contig4006_at	putative phosphoethanolamine methyltransferase [Oryza sativa (japonica cultivar-group)]	NP_917067.1	phosphoethanolamine N-methyltransferase 1 / PEAMT 1 (NMT1)	At3g18000.1	protein expressed protein	Os01g50030	"phosphoethanolamine N-methyltransferase 2, putative (NMT2), very similar to :PEM2_ARATH Putative phosphoethanolamine N-methyltransferase 2 (EC 2.1.1.103) (SP:Q944H0){Arabidopsis thaliana}; very similar to Halotolerance protein Hal3b (SP:P94063)(Arabidopsi"	amino acid metabolism.aspartate family.misc.homocysteine.synthesis	13_1_3_6_2

CUST_6361_PI403524517	2	0.18157768	-0.81877327	-0.20499897	0.033106804	0.21155643	-0.03310585	35_1763	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10RG3	"CHR4V7|COORD:1202170..1202787| similar to Os10g0423000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001064634.1); similar to hypothetical protein"	AT4G02715.1	CHR03V5|COORD:3187967..3190709|protein expressed protein	LOC_Os03g06420.3	no descriptionnot assigned	not assigned.unknown	35_2

CUST_17653_PI404877155	2	0.4176731	-1.1989594	-0.4176731	0.5100136	0.5473175	-0.5289974	HV_CEb0017F03r2_s_at	chlorophyll a/b binding protein precursor [Hordeum vulgare]	AAF23819.1	chlorophyll A-B binding protein / LHCI type I (CAB)	At3g54890.1	protein Chlorophyll A-B binding protein, putative	Os06g21590	chlorophyll a/b binding protein	PS.lightreaction.photosystem I.LHC-I	1_01_02_01

CUST_5807_PI403524517	2	-0.3395462	-0.5387955	0.008089066	0.40185356	-0.008090019	0.29213905	35_1603	"Cluster: Os07g0663500 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0663500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D3V9	CHR3V7|COORD:9844876..9846136| short-chain dehydrogenase/reductase (SDR) family protein	AT3G26760.1	CHR07V5|COORD:27989502..27990897|protein sex determination protein tasselseed-2, putative, expressed	LOC_Os07g46830.1	no descriptionmoderately similar to ( 272)AT3G26760| Symbols:  | short-chain dehydrogenase/reductase (SDR) family protein | chr3:9844876-9846136 FORWARDmoderately similar to ( 221)TS2_MAIZESex determination protein tasselseed-2 - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned fabG fabG PRK12429 PRK12829 fabG PRK06841 FabG PRK12826 PRK07479 PRK06138 PRK06172 PRK06057 PRK07063 PRK12939 PRK07067 PRK06484 PRK08324 PRK07069 PRK06346 PRK07478 COG4221 fabG PRK08220 PRK08213 fabG PRK08265 PRK06124 PRK07825 PRK12827 fabG PRK07774 fabG PRK08226 fabG PRK06935 PRK12828 PRK07074 fabG PRK06114 PRK06500 PRK08936 PRK08589 PRK08643 PRK07097 PRK07035 PRK06113 PRK06398 PRK07523 fabG PRK06198 PRK06200 PRK08267 PRK12937 PRK07831 PRK08277 PRK07060 PRK07856 PRK12745 PRK06949 PRK05867 PRK05650 PRK12824 PRK07791 fabG PRK05875 PRK06171 PRK05872 PRK05855 PRK07890 PRK09242 PRK12481 PRK07024 PRK06523 PRK08085 PRK06181 PRK08993 PRK12743 PRK12936 PRK12384 PRK07062 PRK06123 DltE fabG PRK07814 adh_short PRK09186 PRK12935 PRK05717 benD PRK08628 PRK09135 PRK06122 PRK06194 PRK07576 PRK08264 PRK06947 PRK07577 fabG PRK07201 PRK08063 PRK07109 PRK06179 PRK12428 fabG fabG PRK06128 PRK07677 PRK12744 PRK07326 PRK07041 PRK05866 PRK06180 FabI PRK06125 PRK08945 PRK08278 PRK12938 PRK07832 PRK07633 PRK07454 PRK05876 PRK09134 PRK08263 PRK06701 fabG PRK12748 PRK08159 PRK07102 PRK06182 PRK07985 PRK06940 PRK09072 PRK09291 PRK08416 PRK12742 PRK09730 PRK12746 fabG PRK06196 PRK07533 PRK06139 PRK10538 PRK06914 KR PRK12678 PRK08251 PRK07370 PRK06079 PRK08339 PRK06505 PRK12747 PRK06953 PRK07775 PRK08594 DltE PRK08219 PRK05693 PRK06482 PRK06197 PRK07904 PRK07806 PRK05854 PRK06720 PRK07578 PRK06483 PRK06101 PRK08177 PRK12323 PRK08415 PRK08690 PRK08303 PRK09169 PRK06997 PRK08017 PRK07003 PRK06603	misc.short chain dehydrogenase/reductase (SDR)	26_22

CUST_23423_PI403524517	2	0.15013313	0.6241827	-0.119627	-0.22237587	-0.038373947	0.038372993	35_6808	"Cluster: Hypothetical protein P0015F11.17; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0015F11.17 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5W6M0	CHR3V7|COORD:19179891..19181827| SEC14 cytosolic factor family protein / phosphoglyceride transfer family protein	AT3G51670.1	CHR05V5|COORD:16138379..16141993|protein patellin-5, putative, expressed	LOC_Os05g27820.1	no descriptionweakly similar to ( 108)AT3G51670| Symbols:  | SEC14 cytosolic factor family protein / phosphoglyceride transfer family protein | chr3:19179891-19181827 FORWARD	transport.misc	34_99

CUST_29610_PI403524517	2	0.04551983	0.19159794	0.08714676	-0.15350151	-0.38589096	-0.04551983	35_8551	Rep: Chloroplast 30S ribosomal protein S3 - Oryza sativa (Rice)	UniRef90_P12146	CHRCV7|COORD:82826..83482| encodes a chloroplast ribosomal protein S3, a constituent of the small subunit of the ribosomal complex	ATCG00800.1	CHR09V5|COORD:14506435..14508908|protein chloroplast 30S ribosomal protein S3, putative, expressed	LOC_Os09g24409.1	 no descriptionmoderately similar to ( 223)ATCG00800| Symbols: RPS3 | encodes a chloroplast ribosomal protein S3, a constituent of the small subunit of the ribosomal complex | chrC:82826-83482 REVERSEmoderately similar to ( 394)RR3_WHEATChloroplast 30S ribosomal protein S3 - Triticum aestivum (Wheat)rps3 rpsC RpsC Ribosomal_S3_C rps3p 	protein.synthesis.mito/plastid ribosomal protein.plastid	29_2_1_1

CUST_92541_PI403524517	2	0.18426323	0.409935	7.9631805E-4	-0.22672462	-0.317029	-7.9631805E-4	35_26461	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10PX0	0	0	CHR03V5|COORD:6206343..6211624|protein expressed protein	LOC_Os03g11890.1	no description	not assigned.unknown	35_2

CUST_119577_PI403524517	2	-0.012939453	0.3776636	-0.004055023	0.0040540695	-0.12937737	0.1810751	35_33830	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_156135_PI403524517	2	0.08605194	0.07004833	-0.30064297	-0.2361393	0.14500618	-0.070049286	35_43604	"Cluster: Von Willebrand factor type A domain containing protein, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Von Willebrand factor type A domain"	UniRef90_Q10JU9		0	CHR03V5|COORD:16659383..16650688|protein von Willebrand factor type A domain containing protein, expressed	LOC_Os03g29350.3	no description	not assigned.unknown	35_2

CUST_93429_PI403524517	2	0.5324764	0.19177961	0.04129219	-0.041291714	-1.0188737	-0.16814566	35_26713	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_67434_PI403524517	2	0.083901405	-0.16007233	-0.093844414	-0.02150631	0.21482277	0.021505356	35_19257	"Cluster: ROUGH SHEATH2-interacting KH-domain protein; n=1; Zea mays|Rep: ROUGH SHEATH2-interacting KH-domain protein - Zea mays (Maize)"	UniRef90_Q32SG5	CHR3V7|COORD:11290912..11295761| RIK (RS2-INTERACTING KH PROTEIN)	AT3G29390.1	CHR03V5|COORD:5946303..5952835|protein ROUGH SHEATH2-interacting KH-domain protein, putative, expressed	LOC_Os03g11520.1	no description	not assigned.unknown	35_2

CUST_3537_PI404877155	2	0.082445145	-0.48688793	0.005927086	-0.0059280396	0.040294647	-0.0076761246	Contig14049_at	P0436E04.3 [Oryza sativa (japonica cultivar-group)] dbj|BAB92146.1| hypothetical protein~similar to Oryza sativa chromosome 5, AC073405_20 [	BAB16321.1	SNF7 family protein	At3g10640.1	protein SNF7 family	Os01g01350	0	RNA.regulation of transcription.SNF7	27_3_71

CUST_25145_PI399408534	2	0.024995804	-0.37632942	0.3944559	-0.34780788	1.2896323	-0.024995327	35_14795	Rep: Em protein CS41 - Triticum aestivum (Wheat)	UniRef90_P22701	CHR2V7|COORD:16786870..16787245| ATEM6 (ARABIDOPSIS EARLY METHIONINE-LABELLED 6)	AT2G40170.1	CHR05V5|COORD:16441351..16440429|protein embryonic abundant protein 1, putative, expressed	LOC_Os05g28210.1	 no descriptionweakly similar to ( 128)AT2G40170| Symbols: GEA6, ATEM6 | ATEM6 (ARABIDOPSIS EARLY METHIONINE-LABELLED 6) | chr2:16786870-16787245 REVERSEweakly similar to ( 170)EM2_WHEATEm protein CS41 - Triticum aestivum (Wheat)LEA_5 DM6 	hormone metabolism.abscisic acid.induced-regulated-responsive-activated	17_1_3

CUST_20159_PI403524517	2	0.15629387	-0.1927967	-0.112859726	0.008136749	-0.008135796	0.18386841	35_5843	"Cluster: Hypothetical protein OSJNBa0007M04.2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0007M04.2 - Oryza sativa (japonica cu"	UniRef90_Q6Z576	CHR4V7|COORD:18485262..18486617| similar to hypothetical protein MtrDRAFT_AC125389g23v2 [Medicago truncatula] (GB:ABE94089.1)	AT4G39840.1	CHR08V5|COORD:19550294..19552417|protein expressed protein	LOC_Os08g31760.1	no descriptionweakly similar to ( 131)AT4G39840| Symbols:  | similar to hypothetical protein MtrDRAFT_AC125389g23v2 [Medicago truncatula] (GB:ABE94089.1) | chr4:18485262-18486617 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07764 PRK12323 Tymo_45kd_70kd PRK07003 Atrophin-1 Herpes_UL56 PRK09169	not assigned.unknown	35_2

CUST_112187_PI403524517	2	0.119895935	-0.43041325	-0.054659843	0.054659843	-0.25595474	0.24793148	35_31853	"Cluster: Proliferating-cell nucleolar protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Proliferating-cell nucleolar protein-like - Oryza sativa (j"	UniRef90_Q6K4D4	CHR2V7|COORD:9511903..9515868| NOL1/NOP2/sun family protein	AT2G22400.1	CHR09V5|COORD:18012220..18019627|protein NOL1/NOP2/sun family protein, expressed	LOC_Os09g29630.1	no descriptionmoderately similar to ( 228)AT2G22400| Symbols:  | NOL1/NOP2/sun family protein | chr2:9511903-9515868 REVERSEnot assigned not assigned Sun yebU Nol1_Nop2_Fmu PRK10901	not assigned.no ontology	35_1

CUST_9925_PI399408534	2	-0.19292259	0.37050247	0.021743774	-0.052614212	0.15912819	-0.021744728	35_17990	"Cluster: Putative bZIP family transcription factor; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative bZIP family transcription factor - Oryza sativa (j"	UniRef90_Q8LIB3	CHR2V7|COORD:17094901..17097404| bZIP transcription factor family protein	AT2G40950.1	CHR07V5|COORD:26808101..26811557|protein DNA binding protein, putative, expressed	LOC_Os07g44950.1	no descriptionmoderately similar to ( 254)AT2G40950| Symbols:  | bZIP transcription factor family protein | chr2:17094901-17097404 REVERSEvery weakly similar to (75.9)TGA1B_TOBACTGACG-sequence-specific DNA-binding protein TGA-1B - Nicotiana tabacum (Common tobacco)not assigned BRLZ bZIP_1	RNA.regulation of transcription.bZIP transcription factor family	27_3_35

CUST_9177_PI404877155	2	0.11335945	-0.12591553	-0.049106598	-0.52122974	0.10656452	0.04910755	Contig2982_at	F1-ATPase [Triticum aestivum]	AAP80663.1	ATP synthase delta chain, mitochondrial, putative / H(+)-transporting two-sector ATPase, delta (OSCP) subunit, p	At5g13450.1	protein ATP synthase F1, delta subunit, putative	Os06g43850	synthase delta subunit	mitochondrial electron transport / ATP synthesis.F1-ATPase	9_9

CUST_18017_PI404877155	2	0.38090515	-0.15877056	-0.060260773	-1.0123882	0.06025982	0.5929661	HVSMEb0006O18r2_s_at	0	0	0	0	protein DnaJ domain, putative	Os08g43490	DnaJ protein homolog	stress.abiotic.heat	20_2_1

CUST_178027_PI403524517	2	0.06611347	0.08612633	-0.045128822	-2.5633154	-0.0141534805	0.014154434	35_49515	"Cluster: Amine oxidase, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Amine oxidase, putative, expressed - Oryza sativa (japonica cultiv"	UniRef90_Q2QLR3	CHR5V7|COORD:20124637..20127828| amine oxidase-related	AT5G49555.1	CHR12V5|COORD:27023371..27018316|protein FAD binding protein, putative, expressed	LOC_Os12g43590.1	no descriptionweakly similar to ( 178)AT5G49555| Symbols:  | amine oxidase-related | chr5:20124637-20127828 REVERSEnot assigned COG1233	secondary metabolism.isoprenoids.carotenoids	16_1_4

CUST_55026_PI403524517	2	0.16789341	0.05611801	0.1306076	-0.05611801	-0.0738163	-0.1231308	35_15663	"Cluster: Putative tumor differentially expressed protein 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative tumor differentially expressed protein 1 -"	UniRef90_Q6K688	CHR1V7|COORD:5540899..5542664| TMS membrane family protein / tumour differentially expressed (TDE) family protein	AT1G16180.1	CHR02V5|COORD:33688279..33684870|protein serine incorporator 3, putative, expressed	LOC_Os02g54990.2	no descriptionmoderately similar to ( 254)AT1G16180| Symbols:  | TMS membrane family protein / tumour differentially expressed (TDE) family protein | chr1:5540899-5542664 FORWARDnot assigned Serinc	not assigned.no ontology	35_1

CUST_55101_PI403524517	2	0.04981613	-0.6748104	-0.06608772	0.010979652	-0.010979652	0.13252544	35_15684	Rep: T-complex protein 1 subunit alpha - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_P28769	"CHR3V7|COORD:6998550..7002272| ATTCP-1 (Arabidopsis thaliana T-complex protein 1 alpha subunit); ATP binding / protein binding / unfolded protein binding"	AT3G20050.1	CHR04V5|COORD:27418959..27424800|protein T-complex protein 1 subunit alpha, putative, expressed	LOC_Os04g46620.1	"no descriptionhighly similar to ( 894)AT3G20050| Symbols: ATTCP-1 | ATTCP-1 (Arabidopsis thaliana T-complex protein 1 alpha subunit); ATP binding / protein binding / unfolded protein binding | chr3:6998550-7002272 REVERSEmoderately similar to ( 248)TCPE1_AVESAT-complex protein 1 subunit epsilon - Avena sativa (Oat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TCP1_alpha chaperonin_type_I_II cpn60 Cpn60_TCP1 GroL TCP1_eta TCP1_delta TCP1_beta TCP1_epsilon TCP1_gamma TCP1_theta TCP1_zeta chaperonin_like GroEL Fab1_TCP groEL groEL groEL groEL groEL groEL"	protein.folding	29_6

CUST_2322_PI403524517	2	-0.3984661	-0.9182091	-0.19972229	0.7475872	0.81085587	0.19972229	35_633	"Cluster: Os06g0142300 protein; n=7; Oryza sativa (japonica cultivar-group)|Rep: Os06g0142300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DEP2	CHR5V7|COORD:9054255..9055154| early nodulin-related	AT5G25940.1	CHR06V5|COORD:2205525..2204586|protein early nodulin 93, putative, expressed	LOC_Os06g05000.1	no descriptionvery weakly similar to (61.6)AT5G25940| Symbols:  | early nodulin-related | chr5:9054255-9055154 REVERSEvery weakly similar to (90.9)NO93_SOYBNEarly nodulin 93 - Glycine max (Soybean)ENOD93	development.unspecified	33_99

CUST_138944_PI403524517	2	-0.67755556	0.053509235	0.28434896	0.060451508	-0.053509235	-0.36114216	35_38973	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_8846_PI403524517	2	-0.011030197	0.011030197	0.35243225	0.13697338	-0.09471989	-0.085056305	35_2480	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_23092_PI403524517	2	0.030041695	0.04515457	-0.036982536	-0.030040741	-0.031190872	0.06907654	35_6711	Rep: Hypothetical protein - Medicago truncatula (Barrel medic)	UniRef90_Q1S1J8	CHR5V7|COORD:19249442..19249813| similar to hypothetical protein 25.t00068 [Brassica oleracea] (GB:ABD64961.1)	AT5G47410.1	0	0	no descriptionvery weakly similar to (66.6)AT5G47410| Symbols:  | similar to hypothetical protein 25.t00068 [Brassica oleracea] (GB:ABD64961.1) | chr5:19249442-19249813 FORWARD	not assigned.unknown	35_2

CUST_10623_PI403524517	2	0.21493912	-0.41956615	-0.064769745	0.0973196	0.064769745	-0.082365036	35_3000	Rep: At1g13820 - Medicago truncatula (Barrel medic)	UniRef90_Q1SBN0	CHR1V7|COORD:4735619..4737614| hydrolase, alpha/beta fold family protein	AT1G13820.1	CHR07V5|COORD:24582564..24573467|protein hydrolase, alpha/beta fold family protein	LOC_Os07g41080.1	 no descriptionmoderately similar to ( 393)AT1G13820| Symbols:  | hydrolase, alpha/beta fold family protein | chr1:4735619-4737614 FORWARDnot assigned not assigned not assigned MhpC Abhydrolase_1 PRK03592 PldB 	not assigned.no ontology	35_1

CUST_30279_PI403524517	2	0.20751095	0.010308266	-0.3357029	-0.010309219	-0.25815964	0.4242754	35_8739	"Cluster: Os08g0130400 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os08g0130400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J879	CHR1V7|COORD:10811021..10813528| acyl-activating enzyme 14 (AAE14)	AT1G30520.1	CHR04V5|COORD:34691595..34689376|protein peroxisomal-coenzyme A synthetase, putative, expressed	LOC_Os04g58710.1	no descriptionweakly similar to ( 172)AT1G30520| Symbols:  | acyl-activating enzyme 14 (AAE14) | chr1:10811021-10813528 FORWARDvery weakly similar to (65.1)4CL1_SOYBN4-coumarate--CoA ligase 1 - Glycine max (Soybean)not assigned not assigned not assigned not assigned CaiC PRK08315 PRK03640 PRK12583 PRK08276 PRK06178 PRK05605 PRK08316 PRK07788 PRK06187 PRK07656 PRK07770 PRK06839 PRK07684 PRK07638 PRK06188 PRK08162 PRK08974 Acs PRK07470 PRK06145 PRK07798 caiC PRK06710 PRK05677 PRK07529 PRK09089 PRK08751 PRK09088 PRK07514 PRK07059 PRK05852 PRK12406 PRK04319 PRK06087 PRK07445 PRK07867 PRK07771 PRK12492 PRK07824 PRK06219 PRK06155 PRK08308 PRK09029 AMP-binding PRK07786 PRK07787 PRK08314 entE FAA1 EntE PRK06060 PRK03429 PRK05620 PRK06368 PRK09274 PRK02530 PRK00851 PRK06018 PRK07008 PRK08633 PRK05850 PRK07768 PRK03914 PRK12467 PRK09192 PRK05857 PRK02239 PRK02167 PRK06164 PRK10524	lipid metabolism.FA synthesis and FA elongation.acyl coa ligase	11_1_8

CUST_31436_PI399408534	2	0.10859442	0.33321095	0.6596184	-0.19728613	-0.10859394	-0.24068213	35_7617	Rep: MYC protein - Oryza sativa (Rice)	UniRef90_Q6QJB9	"CHR1V7|COORD:11799022..11800893| ATMYC2 (JASMONATE INSENSITIVE 1); DNA binding / transcription factor"	AT1G32640.1	CHR10V5|COORD:22527437..22530190|protein transcription factor MYC7E, putative, expressed	LOC_Os10g42430.1	" no descriptionweakly similar to ( 156)AT1G32640| Symbols: RD22BP1, JAI1, JIN1, MYC2, ZBF1, ATMYC2 | ATMYC2 (JASMONATE INSENSITIVE 1); DNA binding / transcription factor | chr1:11799022-11800893 REVERSEvery weakly similar to (50.1)ARRS_MAIZEAnthocyanin regulatory R-S protein - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Extensin_2 Atrophin-1 Tymo_45kd_70kd PRK12323 PRK07003 DUF566 Herpes_BLLF1 APC_basic PRK07764 DUF1421 HPC2 TT_ORF1 Drf_FH1 IER PRK09169 "	RNA.regulation of transcription.bHLH,Basic Helix-Loop-Helix family	27_3_6

CUST_164810_PI403524517	2	0.34832	0.15506649	0.03683281	-0.036833763	-0.29689884	-0.09832668	35_45933	Rep: PREDICTED: hypothetical protein - Mus musculus	UniRef90_UPI0000D67EAB		0	CHR01V5|COORD:14315765..14311104|protein SUMO protease, putative, expressed	LOC_Os01g25370.2	no description	not assigned.unknown	35_2

CUST_11594_PI403524517	2	0.030822754	-0.0308218	-0.059412003	-0.031198502	0.03624153	0.038330078	35_3290	"Cluster: Putative GDP-mannose pyrophosphorylase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative GDP-mannose pyrophosphorylase - Oryza sativa (japonic"	UniRef90_Q6Z9A3	"CHR2V7|COORD:16596479..16597819| CYT1 (CYTOKINESIS DEFECTIVE 1); nucleotidyltransferase"	AT2G39770.1	CHR08V5|COORD:8340324..8335838|protein mannose-1-phosphate guanyltransferase, putative, expressed	LOC_Os08g13930.2	" no descriptionhighly similar to ( 626)AT2G39770| Symbols: VTC1, SOZ1, EMB101, GMP1, CYT1 | CYT1 (CYTOKINESIS DEFECTIVE 1); nucleotidyltransferase | chr2:16596479-16597819 FORWARDnot assigned not assigned not assigned not assigned GCD1 NTP_transferase RfbA GlmU GlgC glgC GalU COG1213 LicC glmU glgC glgC glgC LbetaH PRK10122 glgC lpxD glgC LpxD {ManC} PRK05289 "	cell wall.precursor synthesis.NDP sugar pyrophosphorylase.GDP mannose	10_1_1_1

CUST_72564_PI403524517	2	0.3830285	0.11359978	-0.24040508	0.05364132	-0.50994873	-0.05364132	35_20796	"Cluster: Putative S-locus protein 4; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative S-locus protein 4 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ZAQ9	CHR4V7|COORD:2472081..2475415| pre-mRNA cleavage complex-related	AT4G04885.1	CHR08V5|COORD:5121790..5112391|protein expressed protein	LOC_Os08g08830.1	no description	not assigned.unknown	35_2

CUST_59818_PI403524517	2	-0.48079967	0.83178043	-0.10624027	0.30287838	-0.42971802	0.10624027	35_17055	"Cluster: Nucellin-like aspartic protease; n=1; Oryza sativa (japonica cultivar-group)|Rep: Nucellin-like aspartic protease - Oryza sativa (japonica cultivar-gro"	UniRef90_Q53NE7	CHR1V7|COORD:29119840..29122044| nucellin protein, putative	AT1G77480.2	CHR11V5|COORD:4243201..4247908|protein aspartic proteinase Asp1 precursor, putative, expressed	LOC_Os11g08100.1	 no descriptionmoderately similar to ( 356)AT1G77480| Symbols:  | nucellin protein, putative | chr1:29119599-29122044 REVERSEmoderately similar to ( 399)ASP1_ORYSAnot assigned not assigned not assigned Asp 	protein.degradation.aspartate protease	29_5_4

CUST_41929_PI403524517	2	0.031816483	0.39387608	-0.031816006	-0.3478222	0.6333451	-0.3974986	35_12052	"Cluster: B1065G12.5 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: B1065G12.5 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7F1X9	CHR1V7|COORD:25311892..25314744| armadillo/beta-catenin repeat family protein / U-box domain-containing family protein	AT1G67530.1	CHR01V5|COORD:39553422..39549117|protein ubiquitin-protein ligase, putative, expressed	LOC_Os01g67500.2	no descriptionweakly similar to ( 150)AT1G67530| Symbols:  | armadillo/beta-catenin repeat family protein / U-box domain-containing family protein | chr1:25311892-25314744 FORWARD	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_44510_PI403524517	2	0.1671238	0.6787605	0.10095692	-0.20355606	-0.10095787	-0.28984642	35_12769	0	0	CHR1V7|COORD:11399903..11405702| actin binding	AT1G31810.1	CHR04V5|COORD:33923433..33926185|protein expressed protein	LOC_Os04g57360.1	no description	not assigned.unknown	35_2

CUST_57924_PI403524517	2	-0.46482944	-0.23327255	0.5327606	0.18507099	0.077222824	-0.07722187	35_16511	"Cluster: Hypothetical protein OJ1764_D01.15; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1764_D01.15 - Oryza sativa (japonica cultiv"	UniRef90_Q60ER7	CHR3V7|COORD:1506135..1507620| mitochondrial substrate carrier family protein	AT3G05290.1	CHR05V5|COORD:19029642..19025419|protein peroxisomal carrier protein, putative, expressed	LOC_Os05g32630.1	 no descriptionmoderately similar to ( 382)AT3G05290| Symbols:  | mitochondrial substrate carrier family protein | chr3:1506135-1507620 REVERSEvery weakly similar to (51.6)ADT2_SOLTUADP,ATP carrier protein, mitochondrial precursor - Solanum tuberosum (Potato)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Mito_carr 	transport.metabolite transporters at the mitochondrial membrane	34_9

CUST_47991_PI403524517	2	9.403229E-4	-9.403229E-4	-0.020468712	-0.041502	0.049521446	0.028291702	35_13725	"Cluster: Cell division protein ftsH (FtsH)-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: Cell division protein ftsH (FtsH)-like - Oryza sativa (japonic"	UniRef90_Q8LQJ8	"CHR2V7|COORD:11139017..11142204| FTSH4 (FtsH protease 4); ATP-dependent peptidase/ ATPase/ metallopeptidase"	AT2G26140.1	CHR01V5|COORD:22409103..22415230|protein OsFtsH5 - Oryza sativa FtsH protease, homologue of AtFtsH4, expressed	LOC_Os01g39260.1	"no descriptionhighly similar to ( 649)AT2G26140| Symbols: FTSH4 | FTSH4 (FtsH protease 4); ATP-dependent peptidase/ ATPase/ metallopeptidase | chr2:11139017-11142204 REVERSEmoderately similar to ( 325)FTSH_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned HflB hflB Peptidase_M41 RPT1 PRK03992 AAA SpoVK COG1223 AAA AAA COG0714 PRK04195 ClpX MGS1 clpX TIP49 Lon AAA_5 clpA ruvB RuvB"	protein.degradation.metalloprotease	29_5_7

CUST_38758_PI403524517	2	0.1336031	0.17085886	-0.05011797	0.050117493	-0.2221036	-0.31554937	35_11154	0	0	CHR5V7|COORD:23113447..23115174| hydroxyproline-rich glycoprotein family protein	AT5G57070.1	0	0	no description	not assigned.unknown	35_2

CUST_7587_PI403524517	2	-0.027755737	-0.013431549	0.013432503	0.10588932	-0.022884369	0.089152336	35_2113	"Cluster: Os09g0514600 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os09g0514600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J0E0	CHR3V7|COORD:2389032..2389511| electron carrier/ iron ion binding	AT3G07480.1	CHR09V5|COORD:20039920..20038984|protein ferredoxin, putative, expressed	LOC_Os09g33950.1	no descriptionweakly similar to ( 174)AT3G07480| Symbols:  | electron carrier/ iron ion binding | chr3:2389032-2389511 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07003 PRK12323 PRK07764 AF-4 Herpes_BLLF1 Atrophin-1 HPC2 APC_basic PRK12678 MAP65_ASE1 Tymo_45kd_70kd PRK09169 FimV Gag_spuma DUF566 IER PRK05648	not assigned.unknown	35_2

CUST_181844_PI403524517	2	0.19815731	0.039292336	-0.19315243	-0.05866146	-0.03929138	0.10053921	35_50557	"Cluster: Hypothetical protein OSJNBa0014E22.26; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0014E22.26 - Oryza sativa (japonica"	UniRef90_Q6H5V5	"CHR5V7|COORD:14638083..14640109| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G65710.1); similar to OSIGBa0115K01-H0319F09.22 [Oryza sativa"	AT5G37010.1	CHR04V5|COORD:26204825..26193723|protein ulp1 protease family, C-terminal catalytic domain containing protein, expressed	LOC_Os04g44640.1	"no descriptionvery weakly similar to (70.9)AT5G37010| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G65710.1); similar to OSIGBa0115K01-H0319F09.22 [Oryza sativa (indica cultivar-group)] (GB:CAH67916.1); similar to Os04g0528600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001053377.1); similar to PREDICTED: hypothetical protein [Rattus norve (GB:XP_001068310.1) | chr5:14638083-14640109 REVERSEnot assigned not assigned"	not assigned.unknown	35_2

CUST_15897_PI403524517	2	0.10997486	-0.21963882	-0.054902077	0.08131981	0.054224968	-0.054224968	35_4590	"Cluster: Os01g0923900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0923900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JGH1	CHR1V7|COORD:9495728..9497844| F-box family protein	AT1G27340.1	CHR01V5|COORD:40773272..40769677|protein F-box domain containing protein, expressed	LOC_Os01g69940.1	no descriptionmoderately similar to ( 424)AT1G27340| Symbols:  | F-box family protein | chr1:9495728-9497844 FORWARD	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_98766_PI403524517	2	0.024459839	0.37583923	-0.024459839	-0.13563538	-0.13880634	0.086800575	35_28194	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_16029_PI404877155	2	0.076841354	0.26103306	-0.016263008	-0.06697178	-0.054044724	0.016263962	Contig9891_at	carbohydrate kinase family [Arabidopsis thaliana] ref|NP_974811.1| carbohydrate kinase family [Arabidopsis thaliana] gb|AAK82488.1| AT5g1915	NP_568369.1	carbohydrate kinase family	At5g19150.1	protein AT5g19150/T24G5_50	Os11g17610	0	minor CHO metabolism.others	3_5

CUST_10685_PI403524517	2	-0.14507008	0.15678596	0.0734272	0.028707504	-0.15967178	-0.028708458	35_3018	"Cluster: Hypothetical protein P0025F03.21; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0025F03.21 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6ZDM1	CHR5|COORD:20814243..20817440| expressed protein	AT5G51180.2	CHR08V5|COORD:2412337..2405710|protein serine esterase family protein, putative, expressed	LOC_Os08g04810.1	" no descriptionmoderately similar to ( 420)AT5G51180| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G25770.1); similar to Os03g0726800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001051137.1); similar to putative protein [Oryza sativa] (GB:CAC39063.1); similar to Os08g0143700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001060979.1); contains InterPro domain Esterase/lipase/thioesterase; (InterPro:IPR000379); contains InterPro domain Protein of unknown function DUF676, hydrolase-like; (InterPro:IPR007751) | chr5:20814586-20817155 FORWARDnot assigned DUF676 "	not assigned.unknown	35_2

CUST_28885_PI399408534	2	0.012209892	0.53709126	-0.13800049	-0.004673004	-0.2979946	0.004673004	35_19497	"Cluster: Hypothetical protein OSJNBa0026E05.11-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0026E05.11-1 - Oryza sativa (japon"	UniRef90_Q6YXX9	CHR3V7|COORD:8134482..8135674| AGG2 (G-PROTEIN GAMMA SUBUNIT 2)	AT3G22942.1	CHR02V5|COORD:2007232..2009961|protein AGG2, putative, expressed	LOC_Os02g04520.1	no descriptionvery weakly similar to (61.2)AT3G22942| Symbols: AGG2 | AGG2 (G-PROTEIN GAMMA SUBUNIT 2) | chr3:8134482-8135674 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07764 PRK12323 Drf_FH1 PRK05648 PRK07003 tatB Atrophin-1 DUF1421	signalling.G-proteins	30_5

CUST_158213_PI403524517	2	-0.013195038	0.613729	0.013195038	-0.15309238	-0.35352087	2.3080463	35_44172	"Cluster: Os01g0716800 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0716800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JJU2		0	CHR01V5|COORD:30156969..30163085|protein inositol-1,4,5-trisphosphate 5-Phosphatase, putative, expressed	LOC_Os01g51890.1	no description	not assigned.unknown	35_2

CUST_9842_PI403524517	2	-0.07182217	0.15582657	0.047229767	0.07226658	-0.060141563	-0.047229767	35_2774	"Cluster: Os07g0507000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0507000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D673	CHR3V7|COORD:5138849..5140249| protein phosphatase 2C, putative / PP2C, putative	AT3G15260.2	CHR07V5|COORD:19246126..19241871|protein protein phosphatase 2C isoform epsilon, putative, expressed	LOC_Os07g32380.1	 no descriptionmoderately similar to ( 378)AT3G15260| Symbols:  | protein phosphatase 2C, putative / PP2C, putative | chr3:5138849-5140249 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned PP2Cc PP2Cc PP2C PTC1 	protein.postranslational modification	29_4

CUST_29710_PI403524517	2	0.15350056	-0.06291294	-0.0637064	0.032170296	-0.032170296	0.08963108	35_8580	Rep: OSIGBa0134P10.5 protein - Oryza sativa (Rice)	UniRef90_Q01IT1	CHR2V7|COORD:11747748..11751945| sec23/sec24 transport family protein	AT2G27460.1	CHR04V5|COORD:20210705..20218422|protein sec23/Sec24 trunk domain containing protein, expressed	LOC_Os04g33690.1	no descriptionweakly similar to ( 160)AT2G27460| Symbols:  | sec23/sec24 transport family protein | chr2:11747748-11751945 FORWARDnot assigned	protein.targeting.secretory pathway.golgi	29_3_4_2

CUST_159483_PI403524517	2	0.02465105	0.04488182	-0.023890018	0.023889542	-0.55705166	-0.30179596	35_44512	"Cluster: ASF/SF2-like pre-mRNA splicing factor SRP32; n=3; Poaceae|Rep: ASF/SF2-like pre-mRNA splicing factor SRP32 - Zea mays (Maize)"	UniRef90_Q64HC3		0	CHR03V5|COORD:12793413..12798201|protein pre-mRNA-splicing factor SF2, putative, expressed	LOC_Os03g22380.1	no description	not assigned.unknown	35_2

CUST_38929_PI403524517	2	0.21646118	-0.5711918	-0.113796234	-0.084830284	0.17255974	0.084830284	35_11200	"Cluster: Endonuclease-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Endonuclease-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8GT06	"CHR4V7|COORD:15028592..15032467| ATMUS81; endonuclease/ nucleic acid binding"	AT4G30870.1	CHR01V5|COORD:42018023..42025555|protein ERCC4 domain containing protein, expressed	LOC_Os01g71960.1	"no descriptionweakly similar to ( 151)AT4G30870| Symbols: ATMUS81 | ATMUS81; endonuclease/ nucleic acid binding | chr4:15028592-15032467 FORWARD"	DNA.synthesis/chromatin structure	28_1

CUST_56606_PI403524517	2	0.09502411	-0.12434387	0.047330856	-0.047330856	0.17258167	-0.119018555	35_16116	"Cluster: ATP citrate lyase, putative; 3734-7120; n=6; Magnoliophyta|Rep: ATP citrate lyase, putative; 3734-7120 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9C522	CHR5V7|COORD:20072274..20075421| ACLB-2 (ATP-citrate lyase B-2)	AT5G49460.1	CHR01V5|COORD:11002791..10996109|protein ATP-citrate synthase subunit 1, putative, expressed	LOC_Os01g19450.1	no descriptionhighly similar to ( 567)AT5G49460| Symbols: ACLB-2 | ACLB-2 (ATP-citrate lyase B-2) | chr5:20072274-20075421 FORWARDweakly similar to ( 107)SUCA_ORYSAnot assigned not assigned SucD PRK05678 Ligase_CoA COG1042	TCA / org. transformation.other organic acid transformaitons.atp-citrate lyase	8_2_11

CUST_18763_PI404877155	2	0.60577774	-0.08253336	0.055680275	-0.05568075	-0.0905633	0.4362564	HVSMEn0015N02r2_at	putative peptide transporter [Oryza sativa (japonica cultivar-group)]	NP_919538.1	proton-dependent oligopeptide transport (POT) family protein	At5g01180.1	protein Similar to LeOPT1	Os06g49240	proton-dependent oligopeptide transport (POT) family protein, contains Pfam profile: PF00854 POT family	transport.peptides and oligopeptides	34_13

CUST_89667_PI403524517	2	0.17742729	-0.17881966	0.035568714	0.08754587	-0.18465233	-0.035568237	35_25652	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_54660_PI403524517	2	-0.6463804	-0.24558115	0.65236855	0.62305355	0.24558163	-0.4824195	35_15555	"Cluster: Haloacid dehalogenase-like hydrolase family protein, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Haloacid"	UniRef90_Q10ND1	CHR5|COORD:449081..450651| haloacid dehalogenase-like hydrolase family protein, contains InterPro accession IPR005834: Haloacid dehalogenase-like hydrolase	AT5G02230.2	CHR03V5|COORD:9181592..9183768|protein catalytic/ hydrolase, putative, expressed	LOC_Os03g16670.1	no descriptionmoderately similar to ( 334)AT5G02230| Symbols:  | haloacid dehalogenase-like hydrolase family protein | chr5:449130-450505 FORWARDnot assigned COG1011 Gph Hydrolase COG0637 PRK12678	not assigned.no ontology	35_1

CUST_11104_PI404877155	2	-0.2578373	-0.41469002	-0.07543087	0.15785122	0.22529316	0.07543087	Contig481_s_at	sucrose-UDP glucosyltransferase 2 [Oryza sativa] sp|P31924|SUS2_ORYSA Sucrose synthase 2 (Sucrose-UDP glucosyltransferase 2) emb|CAA41774.1|	NP_909830.1	sucrose synthase, putative / sucrose-UDP glucosyltransferase, putative	At3g43190.1	protein sucrose-UDP glucosyltransferase 2	Os03g28330	sucrose synthase, putative / sucrose-UDP glucosyltransferase, putative, strong similarity to sucrose synthase GI:6682841 from (Citrus unshiu)	major CHO metabolism.degradation.sucrose.Susy	2_2_1_05

CUST_15886_PI403524517	2	-0.2998953	0.25988007	-0.0077648163	0.0644865	-0.45523262	0.00776577	35_4586	Rep: Calcium-dependent protein kinase - Oryza sativa (Rice)	UniRef90_Q9SE25	"CHR2V7|COORD:7776967..7779709| CPK16 (calcium-dependent protein kinase 16); calcium- and calmodulin-dependent protein kinase"	AT2G17890.1	CHR02V5|COORD:1387873..1394417|protein CDPK-related protein kinase, putative, expressed	LOC_Os02g03410.2	"no descriptionhighly similar to ( 782)AT2G17890| Symbols: CPK16 | CPK16 (calcium-dependent protein kinase 16); calcium- and calmodulin-dependent protein kinase | chr2:7776967-7779709 REVERSEmoderately similar to ( 432)CRK_DAUCACDPK-related protein kinase - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase SPS1 Pkinase_Tyr TyrKc PTKc PTKc_Jak_rpt2 PTKc_FAK FRQ1 PTKc_Tyk2_rpt2 PTKc_Frk_like PTKc_Csk_like PTKc_EphR_A PTKc_Tec_like PTKc_PDGFR PTKc_EphR PTKc_Src_like PTKc_ALK_LTK PTKc_Itk PTKc_EphR_A2 PTKc_EGFR_like PTKc_Jak2_Jak3_rpt2 PTKc_Srm_Brk PTKc_EphR_B PTKc_Trk PTKc_c-ros PTKc_Jak1_rpt2 PTKc_Abl PTKc_Ack_like PTKc_Fes_like PTKc_FGFR1 PTKc_Syk_like PTKc_InsR_like PTKc_FGFR PTKc_Fer PTKc_Chk PTKc_Hck PTKc_TrkA PTKc_FGFR3 PTKc_Tec_Rlk EFh PTKc_Fes PTKc_DDR PTKc_TrkB PTKc_Tie1 PTKc_Lck_Blk PTKc_Lyn PTKc_Tie PTKc_Btk_Bmx PTKc_FGFR4 PTKc_FGFR2 PTKc_Tie2 PTK_CCK4 PTKc_TrkC PTKc_InsR PTKc_Csk PTKc_Src PTKc_Syk PTKc_Fyn_Yrk PTKc_Axl_like PTKc_IGF-1R PTKc_Yes PTKc_EphR_A10 PTKc_Ror"	protein.postranslational modification	29_4

CUST_139383_PI403524517	2	0.062134743	0.079361916	0.0037021637	-0.0037021637	-0.07058334	-0.04118061	35_39091	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_56804_PI403524517	2	0.027294159	0.13462448	-0.0071029663	-0.13661957	-0.089245796	0.00710392	35_16179	"Cluster: Putative Pollen specific protein C13; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Pollen specific protein C13 - Oryza sativa (japonica cu"	UniRef90_Q8RU50	CHR4V7|COORD:5550560..5551256| SAH7	AT4G08685.1	CHR10V5|COORD:11392035..11395042|protein pollen-specific protein C13 precursor, putative, expressed	LOC_Os10g22590.1	no descriptionweakly similar to ( 145)AT4G08685| Symbols: SAH7 | SAH7 | chr4:5550560-5551256 FORWARDweakly similar to ( 137)PSC13_MAIZEPollen-specific protein C13 precursor - Zea mays (Maize)Pollen_Ole_e_I	stress.abiotic.unspecified	20_2_99

CUST_26163_PI403524517	2	0.091513634	0.03755951	-0.024121284	-0.029788017	-0.06405449	0.024122238	35_7578	"Cluster: Hypothetical protein P0490D09.1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0490D09.1 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q5ZBZ7	CHR5V7|COORD:10004724..10015433| binding	AT5G27970.1	CHR01V5|COORD:32951018..32973896|protein HEAT repeat family protein, expressed	LOC_Os01g56590.1	no descriptionweakly similar to ( 138)AT5G27970| Symbols:  | binding | chr5:10004724-10015433 FORWARDnot assigned	not assigned.unknown	35_2

CUST_13764_PI404877155	2	0.018737793	-0.33688927	0.46366882	0.11433792	-0.01873827	-0.27827454	Contig7512_at	putative anthranilate phosphoribosyltransferase [Oryza sativa (japonica cultivar-group)]	BAC16176.1	C2 domain-containing protein	At4g11610.1	protein C2 domain, putative	Os07g30020	NONE	amino acid metabolism.synthesis.aromatic aa.tryptophan	13_1_6_5

CUST_1180_PI399408534	2	0.49711895	0.26253796	-0.06677723	-0.2615652	0.06677723	-0.08289909	35_9690	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QMC4	CHR3V7|COORD:4135666..4136085| auxin-responsive protein-related	AT3G12955.1	CHR12V5|COORD:25712018..25710404|protein OsSAUR57 - Auxin-responsive SAUR gene family member, expressed	LOC_Os12g41600.1	no descriptionvery weakly similar to (53.1)AT1G17345| Symbols:  | auxin-responsive protein-related | chr1:5940518-5940913 FORWARDnot assigned not assigned not assigned PRK12678 TT_ORF1	hormone metabolism.auxin.induced-regulated-responsive-activated	17_2_3

CUST_2637_PI403524517	2	0.3669138	-1.1244688	-0.59394455	0.3180437	-0.15797329	0.15797234	35_720	"Cluster: UCW116, putative lipase; n=1; Hordeum vulgare subsp. vulgare|Rep: UCW116, putative lipase - Hordeum vulgare var. distichum (Two-rowed barley)"	UniRef90_A1C0L3	CHR5V7|COORD:18637647..18639491| GDSL-motif lipase/hydrolase family protein	AT5G45910.1	CHR06V5|COORD:2909907..2906281|protein alpha-L-fucosidase 2 precursor, putative, expressed	LOC_Os06g06290.3	no descriptionweakly similar to ( 143)AT5G45910| Symbols:  | GDSL-motif lipase/hydrolase family protein | chr5:18637647-18639491 REVERSEvery weakly similar to (93.6)EST_HEVBREsterase precursor - Hevea brasiliensis (Para rubber tree)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned SGNH_plant_lipase_like fatty_acyltransferase_like PRK07003 PRK12323 Herpes_BLLF1 Triacylglycerol_lipase_like COG3240 Pneumo_att_G Atrophin-1 Syndecan	misc.GDSL-motif lipase	26_28

CUST_59141_PI403524517	2	0.11758995	-0.87825966	-0.085826874	0.021828651	0.04161644	-0.021827698	35_16866	"Cluster: Putative RNA-binding protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative RNA-binding protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z9C4	CHR1V7|COORD:28907601..28908979| RNA recognition motif (RRM)-containing protein	AT1G76940.1	CHR08V5|COORD:27265105..27269369|protein nucleic acid binding protein, putative, expressed	LOC_Os08g43360.3	no descriptionweakly similar to ( 154)AT1G76940| Symbols:  | RNA recognition motif (RRM)-containing protein | chr1:28907601-28908979 REVERSEnot assigned not assigned RRM_1 RRM	RNA.RNA binding	27_4

CUST_605_PI403524517	2	0.013926506	1.2463646	-0.95970917	0.15509892	-0.9288349	-0.01392746	35_159	Rep: Endotransglucosylase/hydrolase XTH5 - Triticum aestivum (Wheat)	UniRef90_Q56TP0	"CHR4V7|COORD:13128703..13129724| XTR6 (XYLOGLUCAN ENDOTRANSGLYCOSYLASE 6); hydrolase, acting on glycosyl bonds"	AT4G25810.1	CHR06V5|COORD:29132003..29133773|protein xyloglucan endotransglucosylase/hydrolase protein 23 precursor, putative, expressed	LOC_Os06g48160.1	" no descriptionmoderately similar to ( 365)AT4G25810| Symbols: XTR6 | XTR6 (XYLOGLUCAN ENDOTRANSGLYCOSYLASE 6); hydrolase, acting on glycosyl bonds | chr4:13128703-13129724 FORWARDmoderately similar to ( 342)BRU1_SOYBNBrassinosteroid-regulated protein BRU1 precursor - Glycine max (Soybean)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned GH16_XET Glyco_hydro_16 Glyco_hydrolase_16 GH16_GPI_glucanosyltransferase GH16_lichenase XET_C SKN1 PRK07003 Herpes_BLLF1 PRK07764 AF-4 DUF566 APC_basic "	cell wall.modification	10_7

CUST_116126_PI403524517	2	0.07118797	0.0010089874	-0.0142765045	-0.0010099411	0.056058884	-0.047037125	35_32927	Rep: Receptor-like kinase - Oryza sativa (Rice)	UniRef90_Q9LL55		0	CHR01V5|COORD:862768..865865|protein Ser/Thr receptor-like kinase, putative, expressed	LOC_Os01g02600.1	no description	not assigned.unknown	35_2

CUST_111718_PI403524517	2	0.4251585	-0.07900143	-0.10712242	0.07900238	0.5965986	-0.089468	35_31719	Rep: OSIGBa0103O01.7 protein - Oryza sativa (Rice)	UniRef90_A0B9Y7	"CHR5V7|COORD:8863433..8865397| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G11420.1); similar to unknown [Ricinus communis] (GB:CAB02653.1);"	AT5G25460.1	CHR04V5|COORD:24506812..24509615|protein expressed protein	LOC_Os04g41710.1	"no descriptionweakly similar to ( 125)AT5G11420| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G25460.1); similar to unknown [Ricinus communis] (GB:CAB02653.1); contains InterPro domain Galactose-binding like; (InterPro:IPR008979); contains InterPro domain Protein of unknown function DUF642; (InterPro:IPR006946) | chr5:3644656-3646992 FORWARDDUF642"	not assigned.unknown	35_2

CUST_28628_PI403524517	2	-1.3148904	-0.7450075	0.6572981	0.33132267	0.18114376	-0.18114376	35_8271	"Cluster: Os06g0710700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0710700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D9L4	"CHR3V7|COORD:828407..829870| CHAT (ACETYL COA:(Z)-3-HEXEN-1-OL ACETYLTRANSFERASE); acetyl CoA:(Z)-3-hexen-1-ol acetyltransferase"	AT3G03480.1	CHR06V5|COORD:30052357..30050704|protein taxadien-5-alpha-ol O-acetyltransferase, putative, expressed	LOC_Os06g49660.1	"no descriptionvery weakly similar to (82.8)AT3G03480| Symbols: CHAT | CHAT (ACETYL COA:(Z)-3-HEXEN-1-OL ACETYLTRANSFERASE); acetyl CoA:(Z)-3-hexen-1-ol acetyltransferase | chr3:828407-829870 REVERSETransferase"	stress.biotic	20_1

CUST_5769_PI399408534	2	0.011341572	-2.9884262	-0.61826277	0.40004826	0.7965441	-0.011341095	35_6807	"Cluster: ABA-responsive protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: ABA-responsive protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6H5X3	CHR5V7|COORD:2686418..2687176| GRAM domain-containing protein / ABA-responsive protein-related	AT5G08350.1	CHR02V5|COORD:25518511..25517597|protein FIP1, putative	LOC_Os02g42430.1	no descriptionvery weakly similar to (63.9)AT5G08350| Symbols:  | GRAM domain-containing protein / ABA-responsive protein-related | chr5:2686418-2687176 REVERSE	hormone metabolism.abscisic acid.induced-regulated-responsive-activated	17_1_3

CUST_171697_PI403524517	2	0.2538433	0.30136776	0.17712212	-0.20387936	-0.17712212	-0.23606396	35_47840	Rep: Chloroplast 30S ribosomal protein S11 - Zea mays (Maize)	UniRef90_P09561	CHRCV7|COORD:78960..79376| 30S chloroplast ribosomal protein S11	ATCG00750.1	CHR09V5|COORD:4037693..4036616|protein DNA-directed RNA polymerase alpha chain, putative	LOC_Os09g07910.1	no descriptionweakly similar to ( 101)ATCG00750| Symbols: RPS11 | 30S chloroplast ribosomal protein S11 | chrC:78960-79376 REVERSEweakly similar to ( 171)RR11_WHEATChloroplast 30S ribosomal protein S11 - Triticum aestivum (Wheat)not assigned rps11 PRK05309 Ribosomal_S11 RpsK	protein.synthesis.mito/plastid ribosomal protein.plastid	29_2_1_1

CUST_137678_PI403524517	2	-0.03384304	0.03384304	-0.32103777	0.22449303	-0.30368185	0.21306324	35_38610	Rep: ADP-ribosylation factor 1 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_P36397	CHR1V7|COORD:3513190..3514231| ADP-ribosylation factor, putative	AT1G10630.1	CHR01V5|COORD:34907190..34911172|protein ADP-ribosylation factor, putative, expressed	LOC_Os01g59790.3	"no descriptionweakly similar to ( 173)AT2G47170| Symbols: ARF1A1c | ARF1A1c (ADP-RIBOSYLATION FACTOR 1); GTP binding / phospholipase activator/ protein binding | chr2:19374334-19375588 FORWARDweakly similar to ( 172)ARF1_DAUCAADP-ribosylation factor 1 - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned not assigned not assigned Arf1_5_like ARF Arf Arf6 Arf_Arl Arl5_Arl8 Arl1 Arl3 ARD1 Arl2 Arl6 ARLTS1 Arl4_Arl7 Arfrp1 Arl10_like Arl9_Arfrp2_like Sar1 Arl2l1_Arl13_like"	protein.targeting.secretory pathway.unspecified	29_3_4_99

CUST_37863_PI403524517	2	0.06314087	-0.18414259	-0.12652683	-0.023942947	0.023943424	0.5903249	35_10896	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_649_PI404877155	2	-0.022069931	0.18802166	-0.21763325	0.022069931	-0.10718346	0.041002274	Contig10585_at	acid phosphatase, putative [Arabidopsis thaliana] gb|AAL50102.1| At1g69640/F24J1.22 [Arabidopsis thaliana]	NP_177122.2	acid phosphatase, putative	At1g69640.1	protein Sterol desaturase, putative	Os06g12250	acid phosphatase, putative, similar to GI:5360721 from (Lupinus albus)	lipid metabolism.'exotics' (steroids, squalene etc).sphingolipids	11_8_1

CUST_8770_PI404877155	2	0.046607018	-1.0816889	-0.4940281	0.23557854	-0.046606064	0.075118065	Contig26235_at	OSJNBa0088H09.14 [Oryza sativa (japonica cultivar-group)]	CAE03456.1	aspartyl protease family protein	At3g52500.1	protein Eukaryotic aspartyl protease	Os04g58840	0	stress.abiotic.unspecified	20_2_99

CUST_130945_PI403524517	2	-0.0025920868	-0.68082047	-0.14533234	0.0025920868	0.049129486	0.03112793	35_36777	"Cluster: Os06g0160000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os06g0160000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DED3	CHR5V7|COORD:3270479..3270889| histone H3	AT5G10400.1	CHR11V5|COORD:2622185..2621575|protein histone H3, putative, expressed	LOC_Os11g05730.1	no descriptionweakly similar to ( 187)AT5G65360| Symbols:  | histone H3 | chr5:26137325-26137735 REVERSEweakly similar to ( 185)H32_WHEATHistone H3.2 - Triticum aestivum (Wheat)not assigned not assigned H3 HHT1 Histone	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_37141_PI403524517	2	0.02913475	-0.096699715	-0.02913475	0.08393097	0.05208969	-0.040634155	35_10703	"Cluster: Putative HGA1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative HGA1 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5Z8T7	CHR3V7|COORD:8063070..8064482| leucine-rich repeat family protein / extensin family protein	AT3G22800.1	CHR06V5|COORD:29885305..29882510|protein glycosyltransferase, putative, expressed	LOC_Os06g49320.1	no description	not assigned.unknown	35_2

CUST_123129_PI403524517	2	0.29471874	0.029386044	-0.0476079	0.10047817	-0.029386044	-0.16129637	35_34728	"Cluster: Os05g0587500 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0587500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DFI8	CHR1V7|COORD:19861136..19862824| endonuclease	AT1G53250.1	CHR05V5|COORD:29203580..29198380|protein expressed protein	LOC_Os05g51020.1	no descriptionvery weakly similar to (78.6)AT1G53250| Symbols:  | endonuclease | chr1:19861136-19862824 FORWARD	not assigned.unknown	35_2

CUST_4629_PI403524517	2	0.024710655	0.036834717	-0.027050018	-0.013888359	-0.007997513	0.007997513	35_1279	"Cluster: Os12g0576600 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os12g0576600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IMD7	"CHR5V7|COORD:20540801..20543457| ATPAP27/PAP27 (purple acid phosphatase 27); acid phosphatase/ protein serine/threonine phosphatase"	AT5G50400.1	CHR12V5|COORD:23775312..23771605|protein nucleotide pyrophosphatase/phosphodiesterase, putative, expressed	LOC_Os12g38750.2	" no descriptionhighly similar to ( 543)AT5G50400| Symbols: ATPAP27, PAP27 | ATPAP27/PAP27 (purple acid phosphatase 27); acid phosphatase/ protein serine/threonine phosphatase | chr5:20540801-20543457 REVERSEmoderately similar to ( 499)NPP_HORVUNucleotide pyrophosphatase/phosphodiesterase - Hordeum vulgare (Barley)not assigned Metallophos "	misc.acid and other phosphatases	26_13

CUST_98962_PI403524517	2	-0.20648861	0.17827034	0.036004543	-0.036004543	-0.2988739	0.21890306	35_28247	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q75GR5	CHR3V7|COORD:2617931..2620320| KH domain-containing protein	AT3G08620.1	CHR03V5|COORD:34125328..34129766|protein nucleic acid binding protein, putative, expressed	LOC_Os03g60110.1	no descriptionvery weakly similar to (55.1)AT3G08620| Symbols:  | KH domain-containing protein | chr3:2617931-2620320 FORWARD	not assigned.no ontology	35_1

CUST_107519_PI403524517	2	0.018837452	-0.018837929	-0.019624233	0.09245062	0.06869936	-0.14609385	35_30596	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_5801_PI403524517	2	0.11604023	-0.13900375	0.013776779	-0.0137758255	0.03842354	-0.021261215	35_1602	Rep: OSIGBa0140O07.6 protein - Oryza sativa (Rice)	UniRef90_Q01J37	"CHR4V7|COORD:6384560..6385942| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G04300.1); similar to Os04g0445200 [Oryza sativa (japonica"	AT4G10300.1	CHR04V5|COORD:21987700..21990410|protein expressed protein	LOC_Os04g36780.1	"no descriptionweakly similar to ( 134)AT3G08880| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G01570.1); similar to Os04g0445400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001052902.1) | chr3:2703175-2704171 FORWARDCupin_3"	not assigned.unknown	35_2

CUST_67828_PI403524517	2	-5.6552887E-4	0.44024372	0.027366638	-0.18303871	-0.06276035	5.6648254E-4	35_19378	"Cluster: F-box domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: F-box domain containing protein, expressed - Oryza sativa"	UniRef90_Q10I71	CHR3V7|COORD:18138858..18139993| F-box family protein	AT3G48880.2	CHR03V5|COORD:20149629..20142678|protein F-box domain containing protein, expressed	LOC_Os03g36439.1	no descriptionvery weakly similar to (73.2)AT3G48880| Symbols:  | F-box family protein | chr3:18138858-18139993 FORWARD	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_10479_PI403524517	2	-0.03717518	0.16445065	0.03717518	-0.065208435	0.039574623	-0.117557526	35_2956	"Cluster: Genomic DNA, chromosome 5, TAC clone:K21I16; n=1; Arabidopsis thaliana|Rep: Genomic DNA, chromosome 5, TAC clone:K21I16 - Arabidopsis thaliana (Mouse-e"	UniRef90_Q9FI63	"CHR5V7|COORD:16225483..16226973| similar to F-box family protein (FBL4) [Arabidopsis thaliana] (TAIR:AT4G15475.1); similar to Leucine Rich Repeat"	AT5G40470.1	CHR01V5|COORD:7088834..7092149|protein leaf protein, putative, expressed	LOC_Os01g12810.5	" no descriptionweakly similar to ( 179)AT5G40470| Symbols:  | similar to F-box family protein (FBL4) [Arabidopsis thaliana] (TAIR:AT4G15475.1); similar to Leucine Rich Repeat family protein, expressed [Oryza sativa (japonica cultivar-group)] (GB:ABA95013.1); contains InterPro domain Leucine-rich repeat 2; (InterPro:IPR013101) | chr5:16225483-16226973 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Atrophin-1 PRK07003 PRK12323 PRK12678 PRK07764 Tymo_45kd_70kd "	not assigned.unknown	35_2

CUST_18257_PI404877155	2	-0.23937607	0.0066862106	-0.11461735	0.14456081	-0.0066871643	0.25590992	HVSMEf0020J20f2_x_at	unnamed protein product [Oryza sativa (japonica cultivar-group)] dbj|BAB07934.1| NADP-dependent malic enzyme [Oryza sativa (japonica cultiva	NP_914533.1	malate oxidoreductase, putative	At5g25880.1	protein Malic enzyme, N-terminal domain, putative	Os01g09320	Oryza sativa NADP-dependent malic enzyme, chloroplast precursor	TCA / org. transformation.other organic acid transformations.malic	8_2_10

CUST_5400_PI403524517	2	-0.046839714	0.48606205	0.022133827	-0.052441597	-0.022133827	0.12890816	35_1490	"Cluster: Hypothetical protein OSJNBa0019F11.19-1; n=3; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0019F11.19-1 - Oryza sativa"	UniRef90_Q5VRL0	"CHR5V7|COORD:18419298..18420509| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G25030.2); similar to unknown protein [Oryza sativa (japonica"	AT5G45410.2	CHR07V5|COORD:3185577..3181574|protein expressed protein	LOC_Os07g06550.1	"no descriptionmoderately similar to ( 330)AT4G25030| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G45410.3); similar to Os07g0159500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001058932.1); similar to Os10g0580900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001065517.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD67910.1) | chr4:12865346-12866648 FORWARD"	not assigned.unknown	35_2

CUST_167398_PI403524517	2	0.04959011	-0.56029797	-0.056531906	0.5539875	0.0045337677	-0.0045347214	35_46624	0	0	CHR4V7|COORD:7758606..7760888| leucine-rich repeat family protein / extensin family protein	AT4G13340.1	0	0	no description	not assigned.unknown	35_2

CUST_179604_PI403524517	2	0.30818605	0.2668481	-0.03752613	0.0	-0.26587057	0.0	35_49949	"Cluster: Hypothetical protein OJ1057_G07.1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1057_G07.1 - Oryza sativa (japonica cultivar"	UniRef90_Q75KI1	CHR5V7|COORD:23497292..23499150| phosphoprotein phosphatase	AT5G58003.1	CHR05V5|COORD:18845063..18850166|protein CPL3, putative, expressed	LOC_Os05g32430.2	no description	not assigned.unknown	35_2

CUST_38626_PI403524517	2	0.04677105	-0.061613083	-0.12169075	-0.030521393	0.030521393	0.084012985	35_11113	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_36188_PI403524517	2	0.03343773	-0.4297228	-0.1508398	0.02298069	0.08056927	-0.02298069	35_10431	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QTM2	0	0	CHR12V5|COORD:11135389..11138969|protein nucleoside-triphosphatase/ nucleotide binding protein, putative, expressed	LOC_Os12g19180.1	no description	not assigned.unknown	35_2

CUST_59965_PI403524517	2	0.107442856	0.17896175	-0.027687073	0.0119133	-0.011914253	-0.029393196	35_17094	Rep: HCF106 protein - Zea mays (Maize)	UniRef90_O48950	CHR5V7|COORD:21304122..21305839| HCF106 (High chlorophyll fluorescence 106)	AT5G52440.1	CHR11V5|COORD:21422022..21418836|protein HCF106C precursor protein, putative, expressed	LOC_Os11g37130.1	no descriptionweakly similar to ( 135)AT5G52440| Symbols: HCF106 | HCF106 (High chlorophyll fluorescence 106) | chr5:21304122-21305839 FORWARDMttA_Hcf106 TatA tatB PRK04098 PRK01371	protein.targeting.chloroplast	29_3_3

CUST_3919_PI399408534	2	0.87448597	0.103588104	0.1293869	-0.34452724	-0.10358858	-0.14233685	35_45392	"Cluster: Non-phototropic hypocotyl 3-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Non-phototropic hypocotyl 3-like - Oryza sativa (japonica cultivar-g"	UniRef90_Q5SMN3	CHR4V7|COORD:15390794..15393633| phototropic-responsive NPH3 family protein	AT4G31820.1	CHR06V5|COORD:4232158..4228185|protein transposon protein, putative, Mutator sub-class, expressed	LOC_Os06g08550.1	no descriptionweakly similar to ( 157)AT4G31820| Symbols:  | phototropic-responsive NPH3 family protein | chr4:15390794-15393633 REVERSEweakly similar to ( 107)NPH3_ORYSA	signalling.light	30_11

CUST_38230_PI403524517	2	0.11000061	0.39871597	0.0015945435	-0.0015945435	-0.06359196	-0.0041894913	35_11003	Rep: H0702G05.11 protein - Oryza sativa (Rice)	UniRef90_Q25AI2	0	0	CHR04V5|COORD:30694576..30689346|protein zinc finger domain, LSD1 subclass family protein, expressed	LOC_Os04g52040.4	no description	not assigned.unknown	35_2

CUST_110851_PI403524517	2	-0.09000015	0.38410854	0.12141514	0.07853603	-0.14843464	-0.07853603	35_31479	"Cluster: Phospholipid/glycerol acyltransferase-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Phospholipid/glycerol acyltransferase-like protein"	UniRef90_Q6Z7C0	"CHR2V7|COORD:15959894..15962442| ATGPAT6/GPAT6 (GLYCEROL-3-PHOSPHATE ACYLTRANSFERASE 6); 1-acylglycerol-3-phosphate O-acyltransferase/"	AT2G38110.1	CHR02V5|COORD:778356..775494|protein glycerol-3-phosphate acyltransferase 8, putative, expressed	LOC_Os02g02340.1	" no descriptionvery weakly similar to (53.1)AT2G38110| Symbols: ATGPAT6, GPAT6 | ATGPAT6/GPAT6 (GLYCEROL-3-PHOSPHATE ACYLTRANSFERASE 6); 1-acylglycerol-3-phosphate O-acyltransferase/ acyltransferase | chr2:15959894-15962442 REVERSE"	lipid metabolism.Phospholipid synthesis	11_3

CUST_10197_PI403524517	2	-0.02600193	0.069190025	-0.013136864	0.005900383	-0.005900383	0.012325287	35_2877	"Cluster: Hypothetical protein OJA1212_C06.5; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJA1212_C06.5 - Oryza sativa (japonica cultiv"	UniRef90_Q6YPG9	"CHR4V7|COORD:13085440..13086006| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G25690.2); similar to conserved hypothetical protein [Medicago"	AT4G25670.1	CHR02V5|COORD:205424..207507|protein expressed protein	LOC_Os02g01360.1	"no descriptionvery weakly similar to (77.8)AT4G25690| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G25670.1); similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE85314.1) | chr4:13090430-13091005 REVERSE"	not assigned.unknown	35_2

CUST_6909_PI403524517	2	-0.08342171	0.21223068	0.07827854	-0.03576088	0.035761833	-0.16294575	35_1916	Rep: Phosphomannomutase - Triticum aestivum (Wheat)	UniRef90_Q1W374	CHR2V7|COORD:18862950..18864827| eukaryotic phosphomannomutase family protein	AT2G45790.1	CHR04V5|COORD:34609185..34612214|protein phosphomannomutase, putative, expressed	LOC_Os04g58580.2	no descriptionweakly similar to ( 127)AT2G45790| Symbols: ATPMM | eukaryotic phosphomannomutase family protein | chr2:18862950-18864827 FORWARDnot assigned PMM	cell wall.precursor synthesis.phosphomannomutase	10_1_21

CUST_20468_PI399408534	2	0.011229515	0.2861185	-0.01262188	-0.15963936	-0.011230469	0.042718887	35_18027	"Cluster: Putative Sec63 domain containing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Sec63 domain containing protein - Oryza sativa (jap"	UniRef90_Q84MP1	"CHR1V7|COORD:7302580..7309903| EMB1507 (EMBRYO DEFECTIVE 1507); ATP-dependent helicase"	AT1G20960.1	CHR02V5|COORD:410661..418523|protein U5 small nuclear ribonucleoprotein 200 kDa helicase, putative, expressed	LOC_Os02g01740.1	"no descriptionnearly identical (1131)AT1G20960| Symbols: EMB1507 | EMB1507 (EMBRYO DEFECTIVE 1507); ATP-dependent helicase | chr1:7302580-7309903 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned SEC63 Sec63 COG1204 PRK02362 PRK00254 PRK01172 COG4581 COG1202 Lhr DEAD COG1205 DEXDc DEXDc DEXHc PRK09751"	DNA.synthesis/chromatin structure	28_1

CUST_13931_PI404877155	2	0.0037736893	0.39436722	-0.10133457	-0.042513847	-0.0037727356	0.023025513	Contig7691_at	pathogen induced protein 2-4 [Hordeum vulgare]	AAP04431.1	universal stress protein (USP) family protein / responsive to dessication protein (RD2)	At2g21620.1	protein universal stress protein family, putative	Os02g47650	"universal stress protein (USP) family protein / responsive to dessication protein (RD2), strong similarity to RD2 protein (Arabidopsis thaliana) GI:15320408; contains Pfam profile PF00582: universal stress protein family; identical to cDNA RD2 GI:15320407"	stress.abiotic.unspecified	20_2_99

CUST_130974_PI403524517	2	0.10318947	0.39750576	-0.042136192	-0.0319376	-0.2213831	0.0319376	35_36786	"Cluster: Hypothetical protein F5E19_120; n=2; Arabidopsis thaliana|Rep: Hypothetical protein F5E19_120 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9LFE0	CHR5V7|COORD:5517787..5521569| SART-1 family protein	AT5G16780.1	CHR02V5|COORD:18311428..18305663|protein SART-1 family protein, expressed	LOC_Os02g30730.4	no descriptionweakly similar to ( 112)AT5G16780| Symbols:  | SART-1 family protein | chr5:5517787-5521569 REVERSEnot assigned SART-1	not assigned.no ontology	35_1

CUST_72275_PI403524517	2	-0.11010647	0.11010647	0.18710995	-0.16752815	-0.12762356	0.12782001	35_20714	"Cluster: C2 domain-containing protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: C2 domain-containing protein, putative, expressed -"	UniRef90_Q336R4	"CHR4V7|COORD:9613629..9615510| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G17120.1); similar to unknown protein [Oryza sativa]"	AT4G17110.1	CHR10V5|COORD:22010227..22003267|protein expressed protein	LOC_Os10g41560.1	"no descriptionmoderately similar to ( 375)AT4G17110| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G17120.1); similar to unknown protein [Oryza sativa] (GB:AAG60185.1); similar to Os10g0565300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001065419.1) | chr4:9613629-9615510 REVERSEnot assigned DUF946"	not assigned.unknown	35_2

CUST_138815_PI403524517	2	0.36787796	-0.049040794	0.08081913	-0.2740364	-0.24957466	0.049040794	35_38938	"Cluster: Kinesin motor protein, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Kinesin motor protein, putative, expressed - Oryza sativa"	UniRef90_Q2QM62	CHR1V7|COORD:27196564..27201780| kinesin motor protein-related	AT1G72250.1	CHR12V5|COORD:26102591..26097414|protein ATP binding protein, putative, expressed	LOC_Os12g42160.1	no descriptionmoderately similar to ( 216)AT1G72250| Symbols:  | kinesin motor protein-related | chr1:27196564-27201780 FORWARDvery weakly similar to (77.0)K125_TOBAC125 kDa kinesin-related protein - Nicotiana tabacum (Common tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned KISc_C_terminal KISc Kinesin KISc_BimC_Eg5 KISc_KIF3 KISc KISc_KHC_KIF5 KISc_KIP3_like KISc_KIF4 KISc_KIF1A_KIF1B KISc_KLP2_like KISc_CENP_E KIP1 KISc_KIF9_like KISc_KIF2_like KISc_KID_like KISc_KIF23_like Motor_domain	cell.organisation	31_1

CUST_117149_PI403524517	2	0.21984196	0.010624886	0.23318672	-0.2491417	-0.30517006	-0.010625839	35_33199	"Cluster: Photosystem II D2 protein (Photosystem Q(A) protein); n=224; Eukaryota|Rep: Photosystem II D2 protein (Photosystem Q(A) protein) - Arabidopsis thaliana"	UniRef90_P56761	CHRCV7|COORD:32711..33772| PSII D2 protein	ATCG00270.1	CHR01V5|COORD:33894503..33896937|protein photosystem II D2 protein, putative, expressed	LOC_Os01g58040.1	no descriptionmoderately similar to ( 275)ATCG00270| Symbols: PSBD | PSII D2 protein | chrC:32711-33772 FORWARDmoderately similar to ( 276)PSBD_WHEATPhotosystem II D2 protein - Triticum aestivum (Wheat)psbD Photo_RC psbA	PS.lightreaction.photosystem II.PSII polypeptide subunits	1_1_1_2

CUST_2504_PI403524517	2	-0.037840843	1.6342888	0.113853455	-0.3040123	-0.30428696	0.037840843	35_680	"Cluster: Myosin heavy chain-like protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Myosin heavy chain-like protein - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6K437	0	0	CHR09V5|COORD:2564528..2560851|protein myosin heavy chain, putative, expressed	LOC_Os09g04810.2	no description	not assigned.unknown	35_2

CUST_18520_PI403524517	2	0.044849396	0.24197197	-0.049622536	-0.111777306	-0.044849396	0.066514015	35_5353	"Cluster: Ubiquitin carboxyl-terminal hydrolase 5; n=1; Arabidopsis thaliana|Rep: Ubiquitin carboxyl-terminal hydrolase 5 - Arabidopsis thaliana"	UniRef90_O22207	"CHR2V7|COORD:17083792..17089270| UBP5 (UBIQUITIN-SPECIFIC PROTEASE 5); ubiquitin-specific protease"	AT2G40930.1	CHR10V5|COORD:3825587..3815651|protein ubiquitin carboxyl-terminal hydrolase 5, putative, expressed	LOC_Os10g07270.1	" no descriptionmoderately similar to ( 286)AT2G40930| Symbols: ATUBP5, PDE323, UBP5 | UBP5 (UBIQUITIN-SPECIFIC PROTEASE 5); ubiquitin-specific protease | chr2:17083792-17089270 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Peptidase_C19R UBP12 UCH Peptidase_C19 Peptidase_C19E Peptidase_C19D peptidase_C19C Peptidase_C19L Peptidase_C19K Peptidase_C19G UBP5 Peptidase_C19A Peptidase_C19B Peptidase_C19O Peptidase_C19F Peptidase_C19H COG5077 Peptidase_C19M Peptidase_C19Q Peptidase_C19I Peptidase_C19J "	protein.degradation.ubiquitin.ubiquitin protease	29_5_11_5

CUST_8071_PI404877155	2	-0.081213	-1.7498112	0.4626665	0.20148087	0.08121395	-0.28265667	Contig23795_at	Lipoxygenase 2.3, chloroplast precursor (LOX2:Hv:3) emb|CAD45187.1| lipoxygenase 2 [Hordeum vulgare subsp. vulgare]	Q8GSM2	lipoxygenase, putative	At1g72520.1	protein lipoxygenase 2.3, chloroplast precursor (ec 1.13.11.12) (lox2:hv:3)	Os02g10120	Lipoxygenase 2.3, chloroplast precursor (LOX2:Hv:3) emb	hormone metabolism.jasmonate.synthesis-degradation.lipoxygenase	17_7_1_2

CUST_91076_PI403524517	2	-0.029342651	-0.7454567	-0.21929073	0.20286179	0.27684498	0.029342651	35_26044	"Cluster: Hypothetical protein B1168F12.14; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1168F12.14 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6H4F7	0	0	CHR09V5|COORD:12318666..12320208|protein VQ motif family protein, expressed	LOC_Os09g20460.1	no description	not assigned.unknown	35_2

CUST_108583_PI403524517	2	0.053264618	-0.05488968	-0.010652542	-0.039554596	0.010654449	0.010654449	35_30882	Rep: Histone H2A.2.1 - Triticum aestivum (Wheat)	UniRef90_P02276	CHR5V7|COORD:24132831..24133370| histone H2A, putative	AT5G59870.1	CHR05V5|COORD:716250..717121|protein histone H2A, putative, expressed	LOC_Os05g02300.1	 no descriptionvery weakly similar to (53.5)AT5G59870| Symbols:  | histone H2A, putative | chr5:24132831-24133370 REVERSEvery weakly similar to (58.2)H2A6_WHEATProtein H2A.6 - Triticum aestivum (Wheat)not assigned H2A H2A 	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_57816_PI403524517	2	-0.56619835	0.8987274	-0.28300476	0.25696373	0.23002052	-0.23002052	35_16483	Rep: Expressed protein - Oryza sativa (japonica cultivar-group)	UniRef90_Q336P1	CHR4V7|COORD:9965799..9966790| binding	AT4G17940.1	CHR10V5|COORD:22635931..22634335|protein TPR domain protein, putative, expressed	LOC_Os10g42610.1	no descriptionweakly similar to ( 131)AT4G17940| Symbols:  | binding | chr4:9965799-9966790 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07003 PRK12323 PRK07764 PRK12678 infB HPC2 Atrophin-1 PRK04537 Gag_spuma Herpes_BLLF1	not assigned.unknown	35_2

CUST_152062_PI403524517	2	0.14042187	0.5200167	-0.06046486	-0.2807808	-0.44024277	0.060463905	35_42508	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_9121_PI403524517	2	0.18237734	-0.9087472	-0.10045338	0.25269556	0.10045338	-0.10382557	35_2557	Rep: H0718E12.4 protein - Oryza sativa (Rice)	UniRef90_Q01LB1	CHR5V7|COORD:22364863..22367635| 2-oxoacid dehydrogenase family protein	AT5G55070.1	CHR04V5|COORD:19190888..19195380|protein dihydrolipoyllysine-residue succinyltransferase component of 2-oxoglutarate dehydrogenase complex, mitochondrial	LOC_Os04g32330.1	no descriptionmoderately similar to ( 496)AT5G55070| Symbols:  | 2-oxoacid dehydrogenase family protein | chr5:22364863-22367635 FORWARDnot assigned not assigned not assigned not assigned PRK05704 AceF PRK11856 2-oxoacid_dh PRK11855 aceF PRK11857 kgd PRK11892 Biotin_lipoyl AccB PRK09282	not assigned.no ontology	35_1

CUST_1700_PI399408534	2	0.01832962	-0.09231186	-0.018330574	0.4578495	0.7958908	-0.12459278	35_35672	Rep: Maturase - Pariana radiciflora	UniRef90_Q9MV04	CHRCV7|COORD:2056..3636| Encodes a maturase located in the trnK intron in the chloroplast genome.	ATCG00040.1	CHR12V5|COORD:7443509..7438434|protein expressed protein	LOC_Os12g13340.1	no descriptionweakly similar to ( 106)ATCG00040| Symbols: MATK | Encodes a maturase located in the trnK intron in the chloroplast genome. | chrC:2056-3636 REVERSEweakly similar to ( 174)MATK_HORVUMaturase K - Hordeum vulgare (Barley)matK Intron_maturas2	RNA.processing.splicing	27_1_1

CUST_1711_PI404877155	2	-0.058680534	0.1218338	-0.15852165	-0.017190933	0.026701927	0.017190933	Contig11938_at	"zinc finger protein, putative, 5' partial; 146-2518 [Arabidopsis thaliana]"	AAG51026.1	floral homeotic protein (HUA1)	At3g12680.1	protein Zinc finger C-x8-C-x5-C-x3-H type (and similar), putative	Os01g42970	"ENHANCER OF AG-4 1;floral homeotic protein (HUA1), identical to floral homeotic protein HUA1 (Arabidopsis thaliana) gi:16797661:gb:AAK01470"	RNA.regulation of transcription.C3H zinc finger family	27_3_12

CUST_84058_PI403524517	2	-0.003305912	0.5743146	0.003305912	-0.09379101	0.29657364	-0.3848052	35_24090	"Cluster: Glucose-6-phosphate 1-dehydrogenase 4, chloroplast, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Glucose-6-phosphate"	UniRef90_Q10M94	"CHR1V7|COORD:3038642..3041717| G6PD4 (GLUCOSE-6-PHOSPHATE DEHYDROGENASE 4); glucose-6-phosphate 1-dehydrogenase"	AT1G09420.1	CHR03V5|COORD:11454616..11447346|protein glucose-6-phosphate 1-dehydrogenase 4, chloroplast precursor, putative, expressed	LOC_Os03g20300.2	" no descriptionmoderately similar to ( 265)AT1G09420| Symbols: G6PD4 | G6PD4 (GLUCOSE-6-PHOSPHATE DEHYDROGENASE 4); glucose-6-phosphate 1-dehydrogenase | chr1:3038642-3041717 REVERSEweakly similar to ( 184)G6PDC_SOLTUGlucose-6-phosphate 1-dehydrogenase, chloroplast precursor - Solanum tuberosum (Potato)not assigned G6PD_N PRK05722 Zwf PRK12853 PRK12854 "	OPP.oxidative PP.G6PD	7_1_1

CUST_23095_PI403524517	2	0.20028114	0.16356277	0.014512062	-0.041870117	-0.014511585	-0.04045582	35_6712	"Cluster: Hypothetical protein OJ1077_E05.16; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1077_E05.16 - Oryza sativa (japonica cultiv"	UniRef90_Q6EUQ4	"CHR2V7|COORD:8367431..8368989| similar to unnamed protein product [Ostreococcus tauri] (GB:CAL51685.1); similar to Os02g0175900 [Oryza sativa (japonica"	AT2G19270.1	CHR02V5|COORD:4147059..4144325|protein expressed protein	LOC_Os02g07920.1	"no descriptionvery weakly similar to (76.6)AT2G19270| Symbols:  | similar to unnamed protein product [Ostreococcus tauri] (GB:CAL51685.1); similar to Os02g0175900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001046059.1) | chr2:8367431-8368989 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK05648 PRK12323 PRK07003"	not assigned.unknown	35_2

CUST_57133_PI403524517	2	0.08782101	-0.8241806	-0.12845802	0.021188736	-0.021187782	0.081884384	35_16286	"Cluster: Chaperonin CPN60-1, mitochondrial precursor; n=7; Magnoliophyta|Rep: Chaperonin CPN60-1, mitochondrial precursor - Zea mays (Maize)"	UniRef90_P29185	"CHR3V7|COORD:8669020..8672285| HSP60 (Heat shock protein 60); ATP binding / protein binding / unfolded protein binding"	AT3G23990.1	CHR10V5|COORD:16718650..16724054|protein chaperonin CPN60-1, mitochondrial precursor, putative, expressed	LOC_Os10g32550.1	" no descriptionhighly similar to ( 934)AT3G23990| Symbols: HSP60 | HSP60 (Heat shock protein 60); ATP binding / protein binding / unfolded protein binding | chr3:8669020-8672285 FORWARDhighly similar to (1000)CH61_MAIZEChaperonin CPN60-1, mitochondrial precursor - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned GroEL groEL groEL groEL groEL groEL groEL GroL chaperonin_type_I_II Cpn60_TCP1 chaperonin_like cpn60 TCP1_beta TCP1_zeta TCP1_delta TCP1_epsilon TCP1_alpha TCP1_eta TCP1_theta "	protein.folding	29_6

CUST_115177_PI403524517	2	0.15598059	-0.101679325	0.26233387	0.004222393	-0.004222393	-0.13887167	35_32674	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_16601_PI403524517	2	-0.035098076	-0.056980133	0.035097122	-0.8701601	0.12580872	0.0595932	35_4795	"Cluster: OSJNBa0040D17.15 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0040D17.15 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XX94	CHR1V7|COORD:2567649..2573139| vacuolar assembly protein, putative (VPS41)	AT1G08190.1	CHR04V5|COORD:6491586..6499026|protein vacuolar assembly protein VPS41, putative, expressed	LOC_Os04g11880.2	 no descriptionhighly similar to ( 575)AT1G08190| Symbols:  | vacuolar assembly protein, putative (VPS41) | chr1:2567649-2573139 FORWARDnot assigned not assigned not assigned CLH 	not assigned.no ontology	35_1

CUST_37157_PI403524517	2	-0.07702303	0.13388538	-0.055662155	-3.4203522	3.724247	0.055662155	35_10707	"Cluster: Os02g0819900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os02g0819900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DWD6	CHR3V7|COORD:21150078..21151448| protein kinase family protein	AT3G57120.1	CHR02V5|COORD:35199142..35200416|protein protein kinase APK1B, chloroplast precursor, putative, expressed	LOC_Os02g57440.1	no descriptionvery weakly similar to (87.4)AT3G57120| Symbols:  | protein kinase family protein | chr3:21150078-21151448 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07764 Tymo_45kd_70kd PRK12323 PRK07003 Atrophin-1 Extensin_2 Drf_FH1 APC_basic PRK05648 DUF1421 PRK12678 Herpes_UL32 HPC2 Herpes_TAF50 AF-4 KAR9 IER TonB DUF1509 DUF566 GRASP55_65 Herpes_BLLF1 tatB FAP DM6 Herpes_UL56 MCPVI PRK08853 TT_ORF1 MAP65_ASE1 PRK09111	protein.postranslational modification	29_4

CUST_43933_PI403524517	2	-0.19854546	0.26005363	0.119449615	-0.5710907	0.09914017	-0.09914017	35_12609	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_12583_PI399408534	2	0.68763256	0.075232506	0.6188822	-0.4730234	-0.47371912	-0.075232506	35_47220	"Cluster: Phosphatidylinositol-4-phosphate 5-kinase-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Phosphatidylinositol-4-phosphate 5-kinase-like"	UniRef90_Q7XAM7	CHR3V7|COORD:21091936..21094864| phosphatidylinositol-4-phosphate 5-kinase family protein	AT3G56960.1	CHR07V5|COORD:27755611..27751027|protein phosphatidylinositol-4-phosphate 5-kinase 4, putative, expressed	LOC_Os07g46490.2	no descriptionweakly similar to ( 159)AT3G56960| Symbols:  | phosphatidylinositol-4-phosphate 5-kinase family protein | chr3:21091936-21094864 FORWARDvery weakly similar to (89.7)PI5K1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned COG4642 PRK07003 PRK12323	signalling.phosphinositides.phosphatidylinositol-4-phosphate 5-kinase	30_4_1

CUST_14044_PI403524517	2	0.40590477	0.5560641	0.047497272	-0.33617258	-0.44727612	-0.047497272	35_4025	Rep: Homeodomain-related - Medicago truncatula (Barrel medic)	UniRef90_Q1SHP5	CHR4V7|COORD:1366495..1370937| similar to NDX1 homeobox protein [Lotus japonicus] (GB:CAA09791.1)	AT4G03090.1	CHR05V5|COORD:5416412..5424563|protein NDX1 homeobox protein, putative, expressed	LOC_Os05g09630.2	no descriptionvery weakly similar to (71.6)AT4G03090| Symbols:  | similar to NDX1 homeobox protein [Lotus japonicus] (GB:CAA09791.1) | chr4:1366495-1370937 REVERSE	not assigned.unknown	35_2

CUST_96784_PI403524517	2	-0.092570305	-0.14188576	0.121068954	0.022494316	0.2329731	-0.022494316	35_27642	"Cluster: Os07g0297300 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os07g0297300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D745	"CHR1V7|COORD:23999659..24002288| similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAC84790.1); contains domain no description"	AT1G64600.1	CHR07V5|COORD:11634963..11630345|protein expressed protein	LOC_Os07g20150.1	"no descriptionvery weakly similar to ( 100)AT1G64600| Symbols:  | similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAC84790.1); contains domain no description (G3D.3.40.50.150); contains domain S-adenosyl-L-methionine-dependent methyltransferases (SSF53335); contains domain CYTOCHROME C OXIDASE ASSEMBLY PROTEIN COX11 (PTHR21320) | chr1:23999659-24002288 FORWARD"	not assigned.unknown	35_2

CUST_13588_PI403524517	2	0.07052994	-0.79819965	-0.20001602	-0.04403591	0.04403591	0.05358982	35_3898	"Cluster: OSJNBa0010D21.9 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0010D21.9 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XTV7	CHR4V7|COORD:16304643..16307508| zinc finger (C3HC4-type RING finger) family protein	AT4G34040.1	CHR04V5|COORD:32803647..32809318|protein zinc finger, C3HC4 type family protein, expressed	LOC_Os04g55510.1	no descriptionweakly similar to ( 190)AT4G34040| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr4:16304643-16307508 REVERSEnot assigned not assigned RING COG5540 RING	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_472_PI403524517	2	0.18131638	-0.4421587	-0.08175945	0.11562443	-0.03030777	0.03030777	35_122	0	0	CHR1V7|COORD:20246785..20247294| proline-rich family protein	AT1G54215.1	0	0	no description	not assigned.unknown	35_2

CUST_43775_PI403524517	2	-0.010775566	0.33480358	0.010775566	-0.055796623	0.22814083	-0.16736698	35_12562	"Cluster: DNA ligase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: DNA ligase-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K9R7	"CHR1V7|COORD:2539745..2542227| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G73320.1); similar to DNA ligase-like [Oryza sativa (japonica"	AT1G08125.1	CHR02V5|COORD:35116876..35114094|protein tumor-related protein, putative, expressed	LOC_Os02g57330.1	"no descriptionmoderately similar to ( 267)AT1G08125| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G73320.1); similar to DNA ligase-like [Oryza sativa (japonica cultivar-group)] (GB:BAD22961.1); contains domain no description (G3D.3.40.50.150); contains domain S-adenosyl-L-methionine-dependent methyltransferases (SSF53335); contains domain UNCHARACTERIZED (PTHR14614) | chr1:2539745-2542227 REVERSEnot assigned"	not assigned.unknown	35_2

CUST_103446_PI403524517	2	0.34313488	-0.15913105	0.009930611	-0.009930134	-0.16415119	0.4081335	35_29500	"Cluster: Hypothetical protein OSJNBa0049H05.16; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0049H05.16 - Oryza sativa (japonica"	UniRef90_Q5SN85		0	CHR01V5|COORD:26895037..26900663|protein transposon protein, putative, Mutator sub-class	LOC_Os01g46660.1	no description	not assigned.unknown	35_2

CUST_15975_PI403524517	2	-0.13313866	0.105659485	0.10182667	0.021672249	-0.021672249	-0.2779913	35_4612	Rep: Hypothetical protein - Oryza sativa (Rice)	UniRef90_Q9LIV4	"CHR4V7|COORD:15137165..15138471| similar to Protein of unknown function DUF1218 [Medicago truncatula] (GB:ABE80387.1); contains InterPro domain Protein of"	AT4G31130.1	CHR05V5|COORD:1093799..1096088|protein expressed protein	LOC_Os05g02990.2	"no descriptionweakly similar to ( 155)AT4G31130| Symbols:  | similar to Protein of unknown function DUF1218 [Medicago truncatula] (GB:ABE80387.1); contains InterPro domain Protein of unknown function DUF1218; (InterPro:IPR009606) | chr4:15137165-15138471 REVERSEDUF1218"	not assigned.unknown	35_2

CUST_43996_PI403524517	2	-0.059350967	0.21180248	0.033356667	-0.033355713	0.29544926	-0.22355843	35_12627	"Cluster: DENN (AEX-3) domain-containing protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: DENN (AEX-3) domain-containing protein-like - Oryza sativ"	UniRef90_Q6ZGD1	CHR5V7|COORD:13759688..13764694| DENN (AEX-3) domain-containing protein	AT5G35560.1	CHR02V5|COORD:32864539..32852915|protein expressed protein	LOC_Os02g53700.6	no descriptionmoderately similar to ( 239)AT5G35560| Symbols:  | DENN (AEX-3) domain-containing protein | chr5:13759688-13764694 REVERSEnot assigned not assigned DENN	not assigned.no ontology	35_1

CUST_126672_PI403524517	2	0.22354698	0.051594734	-0.010447025	0.010447025	-0.28200197	-0.04020405	35_35648	Rep: FPA - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q58T22	CHR2V7|COORD:18033474..18038066| FPA (FPA)	AT2G43410.3	0	0	no description	not assigned.unknown	35_2

CUST_179875_PI403524517	2	0.4521489	0.3218851	0.027602196	-0.059797764	-0.027602196	-0.15875435	35_50025	Rep: Ribosomal protein L36 - Triticum aestivum (Wheat)	UniRef90_Q5I7L5	CHR3V7|COORD:19924899..19925791| 60S ribosomal protein L36 (RPL36B)	AT3G53740.4	CHR05V5|COORD:22513233..22515300|protein 60S ribosomal protein L36-2, putative, expressed	LOC_Os05g38520.3	no descriptionweakly similar to ( 102)AT2G37600| Symbols:  | 60S ribosomal protein L36 (RPL36A) | chr2:15781488-15782281 REVERSEvery weakly similar to (77.4)RL36_DAUCA60S ribosomal protein L36 - Daucus carota (Carrot)not assigned Ribosomal_L36e RPL36A	protein.synthesis.misc ribososomal protein	29_2_2

CUST_11993_PI399408534	2	-0.0058374405	-0.60376835	-0.23612833	0.0058374405	0.048351765	0.8681822	35_9288	"Cluster: Os11g0309000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os11g0309000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IT47	CHR3V7|COORD:19103986..19108121| phosphoinositide phosphatase family protein	AT3G51460.1	CHR11V5|COORD:11779422..11763776|protein recessive suppressor of secretory defect, putative, expressed	LOC_Os11g20384.1	" no descriptionmoderately similar to ( 496)AT5G66020| Symbols: IBS2, ATSAC1B | ATSAC1B/IBS2 (IMPAIRED IN BABA-INDUCED STERILITY 2); phosphoinositide 5-phosphatase | chr5:26418419-26421917 REVERSEnot assigned not assigned not assigned not assigned COG5329 Syja_N "	signalling.phosphinositides	30_4

CUST_45062_PI403524517	2	-0.074860096	-0.74445057	0.16585493	0.074860096	0.47473574	-0.09266615	35_12918	"Cluster: Putative purine permease; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative purine permease - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6YXG6	"CHR1V7|COORD:9860290..9861421| ATPUP3 (Arabidopsis thaliana purine permease 3); purine transporter"	AT1G28220.1	CHR09V5|COORD:17750271..17747114|protein PUP1, putative, expressed	LOC_Os09g29210.1	"no descriptionweakly similar to ( 118)AT1G28220| Symbols: ATPUP3 | ATPUP3 (Arabidopsis thaliana purine permease 3); purine transporter | chr1:9860290-9861421 REVERSETPT"	transport.nucleotides	34_10

CUST_15038_PI404877155	2	0.040035248	0.74710083	0.07345581	-0.23100281	-0.040034294	-0.091612816	Contig8904_at	OSJNBa0008M17.7 [Oryza sativa (japonica cultivar-group)] ref|XP_473883.1| OSJNBa0008M17.7 [Oryza sativa (japonica cultivar-group)]	CAD41792.2	lecithin:cholesterol acyltransferase family protein / LACT family protein	At4g19860.1	protein AT3g03310/T21P5_27	Os04g52500	"lecithin:cholesterol acyltransferase family protein / LACT family protein, similar to lysosomal phospholipase A2 (Mus musculus) GI:18699602; contains Pfam profile PF02450: Lecithin:cholesterol acyltransferase (phosphatidylcholine-sterol acyltransferase)"	lipid metabolism.'exotics' (steroids, squalene etc)	11_8

CUST_10088_PI399408534	2	-0.008084297	-0.26661587	-0.12644196	0.008084297	0.08295441	0.020560265	35_25569	"Cluster: Putative FHA domain protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative FHA domain protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ATJ5	CHR4V7|COORD:8332410..8333570| forkhead-associated domain-containing protein / FHA domain-containing protein	AT4G14490.1	CHR03V5|COORD:29692207..29695852|protein kinetoplast-associated protein, putative, expressed	LOC_Os03g51870.1	no descriptionvery weakly similar to (96.3)AT4G14490| Symbols:  | forkhead-associated domain-containing protein / FHA domain-containing protein | chr4:8332410-8333570 REVERSEnot assigned FHA FHA COG1716	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_10445_PI404877155	2	0.13803673	0.015180588	-0.049339294	-0.01977253	-0.015180588	0.08751774	Contig4193_at	uncoupling protein [Zea mays]	AAL87666.1	plant uncoupling mitochondrial protein (PUMP)	At3g54110.1	protein Mitochondrial carrier protein, putative	Os11g48040	uncoupling protein	mitochondrial electron transport / ATP synthesis.uncoupling protein	9_8

CUST_8821_PI403524517	2	0.04870987	-0.4980688	0.023159027	0.012436867	-0.02606678	-0.012436867	35_2474	"Cluster: Os03g0336500 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os03g0336500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DS32	CHR2V7|COORD:16954090..16955615| appr-1-p processing enzyme family protein	AT2G40600.1	CHR03V5|COORD:12456850..12458968|protein protein LRP16, putative, expressed	LOC_Os03g21830.1	no descriptionmoderately similar to ( 255)AT2G40600| Symbols:  | appr-1-p processing enzyme family protein | chr2:16954090-16955615 REVERSEnot assigned Macro_Appr_pase_like PRK00431 COG2110 Macro Macro_Af1521_BAL_like PRK04143 Macro_1 A1pp Macro Macro_GDAP2_like Macro_2 Macro_BAL_like Macro_H2A_like	not assigned.no ontology	35_1

CUST_8081_PI399408534	2	0.22242928	-0.41078568	-0.20878887	0.02010727	-0.020108223	0.108187675	35_8947	"Cluster: Leucine Rich Repeat family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Leucine Rich Repeat family protein, expressed - Oryza s"	UniRef90_Q10M75	CHR4V7|COORD:11202739..11206049| leucine-rich repeat family protein	AT4G20940.1	CHR03V5|COORD:11564133..11569199|protein ATP binding protein, putative, expressed	LOC_Os03g20450.1	no descriptionweakly similar to ( 109)AT4G20940| Symbols:  | leucine-rich repeat family protein | chr4:11202739-11206049 FORWARDvery weakly similar to (60.1)PSKR_DAUCAPhytosulfokine receptor precursor - Daucus carota (Carrot)not assigned	signalling.receptor kinases.leucine rich repeat III	30_2_3

CUST_66767_PI403524517	2	-0.024837494	-0.019564629	0.057599068	-0.06212616	0.17759705	0.019564629	35_19064	Rep: Wpk4 protein kinase - Triticum aestivum (Wheat)	UniRef90_Q41592	"CHR4V7|COORD:10289121..10290590| CIPK12 (CIPK12); kinase"	AT4G18700.1	CHR01V5|COORD:32275428..32270376|protein CBL-interacting serine/threonine-protein kinase 11, putative, expressed	LOC_Os01g55450.1	" no descriptionmoderately similar to ( 246)AT4G18700| Symbols: SnRK3.9, CIPK12 | CIPK12 (CIPK12); kinase | chr4:10289121-10290590 REVERSEweakly similar to ( 119)CIPK1_ORYSAnot assigned NAF "	protein.postranslational modification	29_4

CUST_62682_PI403524517	2	0.49689913	0.66281414	0.013917923	-0.0139184	-0.14853	-0.31147385	35_17871	Rep: Hypothetical protein - Delftia acidovorans SPH-1	UniRef90_A0VF81	0	0	0	0	no descriptionTymo_45kd_70kd	not assigned.unknown	35_2

CUST_17005_PI403524517	2	-0.034246445	-0.005927086	-0.063723564	0.005927086	0.14228344	0.10112667	35_4914	"Cluster: Os02g0159700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0159700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E3R0	CHR3V7|COORD:2727290..2729294| electron transport SCO1/SenC family protein	AT3G08950.1	CHR02V5|COORD:3233932..3227506|protein protein SCO1, mitochondrial precursor, putative, expressed	LOC_Os02g06480.2	no descriptionweakly similar to ( 139)AT3G08950| Symbols:  | electron transport SCO1/SenC family protein | chr3:2727290-2729294 FORWARDnot assigned SCO SCO1-SenC COG1999	mitochondrial electron transport / ATP synthesis.cytochrome c oxidase	9_7

CUST_10400_PI403524517	2	0.018348694	-0.009226799	-0.0376606	-0.066185	0.08250618	0.009227753	35_2933	"Cluster: Putative methyltransferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative methyltransferase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q94H97	"CHR5|COORD:26364860..26366282| expressed protein, similar to hypothetical protein SPAC26A3.17c - fission yeast (Schizosaccharomyces pombe) (GB:T38405); contains"	AT5G65860.2	CHR03V5|COORD:31419011..31415188|protein arginine N-methyltransferase 2, putative, expressed	LOC_Os03g55330.1	no descriptionmoderately similar to ( 431)AT5G65860| Symbols:  | protein binding | chr5:26364932-26365912 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned ANK PRK12678 PRK12323	cell.organisation	31_1

CUST_13852_PI404877155	2	0.028177261	-0.08257675	-0.15707874	0.05834961	0.031908035	-0.028178215	Contig7624_at	aldo/keto reductase family protein [Arabidopsis thaliana] pir||F84675 hypothetical protein At2g27680 [imported] - Arabidopsis thaliana	NP_565656.1	aldo/keto reductase family protein	At2g27680.1	protein oxidoreductase, aldo/keto reductase family, putative	Os09g39390	aldo/keto reductase family protein, contains Pfam profile PF00248: oxidoreductase, aldo/keto reductase family	minor CHO metabolism.others	3_5

CUST_34456_PI399408534	2	0.16202259	-0.40037537	0.006917	0.014365196	-0.22354794	-0.0069179535	35_23767	"Cluster: Putative embryogenic callus protein 98b; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative embryogenic callus protein 98b - Oryza sativa (japon"	UniRef90_Q6K2T1	CHR4V7|COORD:12390238..12392526| high mobility group (HMG1/2) family protein	AT4G23800.1	CHR02V5|COORD:8937137..8935098|protein expressed protein	LOC_Os02g15810.1	no descriptionvery weakly similar to (53.1)AT4G23800| Symbols:  | high mobility group (HMG1/2) family protein | chr4:12390238-12392526 FORWARDnot assigned not assigned not assigned not assigned PRK12678	RNA.regulation of transcription.Nucleosome/chromatin assembly factor group	27_3_62

CUST_177515_PI403524517	2	0.071541786	-0.20568466	0.022276878	-0.046315193	-0.022276878	0.20913601	35_49378	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_97880_PI403524517	2	0.032963753	-0.18630505	-0.027787209	-0.012299538	0.04036808	0.012299538	35_27948	Rep: OSIGBa0131L05.6 protein - Oryza sativa (Rice)	UniRef90_Q01IB9	CHR5|COORD:4792075..4793871| pentatricopeptide (PPR) repeat-containing protein, contains Pfam profile PF01535: PPR repeat	AT5G14820.1	CHR04V5|COORD:25871567..25874692|protein expressed protein	LOC_Os04g44030.1	no description	not assigned.unknown	35_2

CUST_20377_PI399408534	2	0.13874722	-0.65648556	-0.18432903	0.0017347336	0.08813	-0.0017347336	35_18036	"Cluster: ATP-dependent RNA helicase, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: ATP-dependent RNA helicase, putative, expressed - Ory"	UniRef90_Q2QXQ5	CHR2V7|COORD:12258922..12261749| ATP binding / ATP-dependent helicase/ nucleic acid binding	AT2G28600.1	CHR12V5|COORD:2317843..2320841|protein ATP-dependent RNA helicase, putative, expressed	LOC_Os12g05230.1	no descriptionmoderately similar to ( 299)AT2G28600| Symbols:  | ATP binding / ATP-dependent helicase/ nucleic acid binding | chr2:12258922-12261749 FORWARDvery weakly similar to (96.7)DB10_NICSYATP-dependent RNA helicase-like protein DB10 - Nicotiana sylvestris (Wood tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned SrmB PRK10590 DEADc PRK01297 PRK11634 DEAD PRK11192 PRK12678 DEXDc	RNA.processing.RNA helicase	27_1_2

CUST_20392_PI403524517	2	0.21841621	-0.25486946	-0.23714256	0.20149803	-0.022361755	0.022361755	35_5909	Rep: OSIGBa0152K17.14 protein - Oryza sativa (Rice)	UniRef90_Q01J73	CHR5V7|COORD:4531061..4532967| mitochondrial phosphate transporter	AT5G14040.1	CHR04V5|COORD:22143166..22148131|protein phosphate carrier protein, mitochondrial precursor, putative, expressed	LOC_Os04g37600.1	no descriptionmoderately similar to ( 407)AT5G14040| Symbols:  | mitochondrial phosphate transporter | chr5:4531061-4532967 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Mito_carr	transport.metabolite transporters at the mitochondrial membrane	34_9

CUST_19594_PI403524517	2	0.032329082	0.046435833	0.03873682	-0.03232956	-0.53884745	-0.10172033	35_5677	"Cluster: Cell division protein FtsH protease-like; n=1; Arabidopsis thaliana|Rep: Cell division protein FtsH protease-like - Arabidopsis thaliana (Mouse-ear cre"	UniRef90_Q9FGM0	"CHR5V7|COORD:21580249..21585148| FTSH11 (FtsH protease 11); ATP-dependent peptidase/ ATPase/ metallopeptidase"	AT5G53170.1	CHR01V5|COORD:24950033..24942951|protein OsFtsH9 - Oryza sativa FtsH protease, homologue of AtFtsH11, expressed	LOC_Os01g43150.1	" no descriptionmoderately similar to ( 408)AT5G53170| Symbols: FTSH11 | FTSH11 (FtsH protease 11); ATP-dependent peptidase/ ATPase/ metallopeptidase | chr5:21580249-21585148 REVERSEweakly similar to ( 129)FTSH_TOBACCell division protease ftsH homolog, chloroplast precursor - Nicotiana tabacum (Common tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned HflB hflB RPT1 PRK03992 SpoVK COG1223 AAA PRK04195 "	protein.degradation.metalloprotease	29_5_7

CUST_17852_PI403524517	2	-0.10232353	0.19719028	-0.010642052	0.010643005	-0.10485649	0.0885191	35_5153	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10N52	0	0	CHR03V5|COORD:9664916..9659941|protein expressed protein	LOC_Os03g17410.1	no description	not assigned.unknown	35_2

CUST_57035_PI403524517	2	0.05207157	0.30373383	0.073423386	-0.28256702	-0.05207157	-0.32654	35_16259	"Cluster: Putative Sec13p; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Sec13p - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ZLM6	CHR2V7|COORD:12832617..12833525| transducin family protein / WD-40 repeat family protein	AT2G30050.1	CHR07V5|COORD:8144213..8141814|protein SEC13-related protein, putative, expressed	LOC_Os07g14280.1	no descriptionweakly similar to ( 102)AT2G30050| Symbols:  | transducin family protein / WD-40 repeat family protein | chr2:12832617-12833525 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned TT_ORF1 WD40	protein.targeting.secretory pathway.plasma membrane	29_3_4_4

CUST_22834_PI403524517	2	0.07572079	-0.06123638	-0.13713169	-0.111130714	0.8687687	0.061237335	35_6633	Rep: Hypothetical protein - Triticum aestivum (Wheat)	UniRef90_Q2L3S7	CHR3V7|COORD:4289432..4289641| similar to hypothetical protein [Brachypodium sylvaticum] (GB:CAJ26358.1)	AT3G13275.1	CHR09V5|COORD:22896708..22902150|protein beta-1,4-mannan synthase, putative, expressed	LOC_Os09g39920.1	no description	not assigned.unknown	35_2

CUST_162911_PI403524517	2	0.033434868	0.07427025	0.03770256	-0.09101486	-0.07575989	-0.033434868	35_45437	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2RA18	"CHR5V7|COORD:25665295..25666641| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G21050.1); similar to Os11g0169600 [Oryza sativa (japonica"	AT5G64090.1	CHR11V5|COORD:3364801..3363066|protein expressed protein	LOC_Os11g06860.2	no description	not assigned.unknown	35_2

CUST_93240_PI403524517	2	0.2365017	0.07244396	-0.07244396	0.22993469	-0.42890358	-0.39213085	35_26661	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_66924_PI403524517	2	-0.015717506	0.124381065	0.015717506	-0.33052158	0.30461025	-0.30211926	35_19113	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QN96	0	0	CHR12V5|COORD:23640982..23643848|protein expressed protein	LOC_Os12g38560.1	no description	not assigned.unknown	35_2

CUST_63467_PI403524517	2	0.1027832	-0.2864704	-0.013936996	-8.916855E-4	8.9263916E-4	0.007583618	35_18121	"Cluster: RNA recognition motif (RRM)-containing protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: RNA recognition motif (RRM)-containing protein-li"	UniRef90_Q6Z0P6	CHR5V7|COORD:16242711..16244651| RNA recognition motif (RRM)-containing protein	AT5G40490.1	CHR08V5|COORD:13797608..13801843|protein heterogeneous nuclear ribonucleoprotein A3, putative, expressed	LOC_Os08g23120.1	 no descriptionmoderately similar to ( 263)AT3G13224| Symbols:  | RNA recognition motif (RRM)-containing protein | chr3:4254855-4256628 FORWARDvery weakly similar to (98.2)ROC1_SPIOL28 kDa ribonucleoprotein, chloroplast - Spinacia oleracea (Spinach)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG0724 RRM RRM_1 Plasmodium_HRP 	RNA.RNA binding	27_4

CUST_14023_PI403524517	2	-0.06373596	0.23854637	0.015548706	0.0052042007	-0.005203247	-0.0495739	35_4018	"Cluster: Os05g0232500 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0232500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DJS7	"CHR3V7|COORD:5183865..5186676| UBC25 (ubiquitin-conjugating enzyme 23); small conjugating protein ligase"	AT3G15355.1	CHR05V5|COORD:8013417..8018991|protein ubiquitin-conjugating enzyme E2, putative, expressed	LOC_Os05g14300.1	"no descriptionmoderately similar to ( 303)AT3G15355| Symbols: UBC25 | UBC25 (ubiquitin-conjugating enzyme 23); small conjugating protein ligase | chr3:5183865-5186676 FORWARDvery weakly similar to (75.5)UBC2_WHEATUbiquitin-conjugating enzyme E2-17 kDa - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned UBCc UQ_con UBCc COG5078"	protein.degradation.ubiquitin.E2	29_5_11_3

CUST_86890_PI403524517	2	-0.23158264	0.937912	0.37932348	-0.55383873	-0.66995955	0.23158264	35_24885	"Cluster: Hypothetical protein OSJNBa0053E01.12; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0053E01.12 - Oryza sativa (japonica"	UniRef90_Q5WMP3	CHR3V7|COORD:16781980..16783893| proton-dependent oligopeptide transport (POT) family protein	AT3G45680.1	CHR05V5|COORD:15788388..15795503|protein peptide transporter PTR2, putative, expressed	LOC_Os05g27304.1	no descriptionweakly similar to ( 154)AT3G45680| Symbols:  | proton-dependent oligopeptide transport (POT) family protein | chr3:16781980-16783893 FORWARDnot assigned	transport.peptides and oligopeptides	34_13

CUST_70005_PI403524517	2	0.055954933	0.3147211	-0.055955887	-0.4285679	-0.34394646	0.9324503	35_20033	"Cluster: Os01g0939600 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0939600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JG64	"CHR2V7|COORD:17333879..17335732| GPDHC1; glycerol-3-phosphate dehydrogenase (NAD+)"	AT2G41540.3	CHR01V5|COORD:41572437..41576776|protein glycerol-3-phosphate dehydrogenase, putative, expressed	LOC_Os01g71280.1	"no descriptionmoderately similar to ( 240)AT2G41540| Symbols: GPDHC1 | GPDHC1; glycerol-3-phosphate dehydrogenase (NAD+) | chr2:17333879-17335732 FORWARDnot assigned"	lipid metabolism.glyceral metabolism.Glycerol-3-phosphate dehydrogenase (NAD+)	11_5_2

CUST_112023_PI403524517	2	0.15340424	-0.012037277	0.33904362	0.0120368	-0.29609108	-0.59596014	35_31803	"Cluster: Beta-D-glucan exohydrolase, isoenzyme ExoII; n=3; Triticeae|Rep: Beta-D-glucan exohydrolase, isoenzyme ExoII - Hordeum vulgare (Barley)"	UniRef90_Q42835	CHR5V7|COORD:7107611..7110777| glycosyl hydrolase family 3 protein	AT5G20950.1	CHR03V5|COORD:30802114..30807741|protein periplasmic beta-glucosidase precursor, putative, expressed	LOC_Os03g53800.4	no descriptionmoderately similar to ( 213)AT5G20950| Symbols:  | glycosyl hydrolase family 3 protein | chr5:7107611-7110777 REVERSEBglX Glyco_hydro_3	cell wall.degradation.cellulases and beta -1,4-glucanases	10_6_1

CUST_63135_PI403524517	2	0.1476469	-0.017298698	-0.084077835	0.02691269	-0.50503063	0.017297745	35_18015	"Cluster: Ser/Thr protein phosphatase family protein, putative; n=2; Oryza sativa (japonica cultivar-group)|Rep: Ser/Thr protein phosphatase family protein, puta"	UniRef90_Q53Q74	"CHR3V7|COORD:19585214..19587916| ATPAP22/PAP22 (purple acid phosphatase 22); acid phosphatase/ protein serine/threonine phosphatase"	AT3G52820.1	CHR11V5|COORD:2422484..2419507|protein expressed protein	LOC_Os11g05400.1	" no descriptionmoderately similar to ( 407)AT3G52820| Symbols: ATPAP22, PAP22 | ATPAP22/PAP22 (purple acid phosphatase 22); acid phosphatase/ protein serine/threonine phosphatase | chr3:19585214-19587916 REVERSEmoderately similar to ( 215)PPAF_SOYBNPurple acid phosphatase precursor - Glycine max (Soybean)not assigned Metallophos Icc "	misc.acid and other phosphatases	26_13

CUST_1754_PI403524517	2	0.07417965	0.08163929	-0.058416367	3.4427643E-4	-0.034010887	-3.4427643E-4	35_464	Rep: OsS5a - Oryza sativa (japonica cultivar-group)	UniRef90_O82143	CHR4V7|COORD:18057351..18059453| AT-MCB1 (MULTIUBIQUITIN CHAIN BINDING PROTEIN 1)	AT4G38630.1	CHR03V5|COORD:7562800..7558412|protein 26S proteasome non-ATPase regulatory subunit 4, putative, expressed	LOC_Os03g13970.2	 no descriptionmoderately similar to ( 338)AT4G38630| Symbols: MCB1, MBP1, AT-MCB1 | AT-MCB1 (MULTIUBIQUITIN CHAIN BINDING PROTEIN 1) | chr4:18057351-18059453 REVERSEnot assigned VWA_26S_proteasome_subunit RPN10 VWA vWFA 	protein.degradation.ubiquitin	29_5_11

CUST_18937_PI403524517	2	0.079455376	0.17896461	-0.02864933	-0.036930084	-0.04775524	0.02864933	35_5486	"Cluster: Receptor protein kinase PERK1-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Receptor protein kinase PERK1-like protein - Oryza sativa"	UniRef90_Q9AWQ0	CHR1V7|COORD:21267295..21269224| protein kinase family protein	AT1G56720.2	CHR01V5|COORD:12309027..12314257|protein BRASSINOSTEROID INSENSITIVE 1-associated receptor kinase 1 precursor, putative, expressed	LOC_Os01g21960.1	no descriptionhighly similar to ( 549)AT1G56720| Symbols:  | protein kinase family protein | chr1:21267295-21269224 REVERSEmoderately similar to ( 234)PSKR_DAUCAPhytosulfokine receptor precursor - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc TyrKc Pkinase_Tyr Pkinase S_TKc PTKc PTKc_Csk_like SPS1 PTKc_Srm_Brk PTKc_EGFR_like PTKc_EphR PTKc_Jak_rpt2 PTKc_Trk PTKc_Src_like PTKc_Syk_like PTKc_Itk PTKc_EphR_A2 PTKc_Ack_like PTKc_Ror PTKc_Frk_like PTKc_Tec_like PTKc_Chk PTKc_InsR_like PTKc_EphR_A PTK_CCK4 PTKc_ALK_LTK PTKc_TrkA PTKc_Fes_like PTKc_Csk PTKc_EphR_B PTKc_TrkC PTKc_FGFR PTKc_c-ros PTKc_Met_Ron PTKc_HER4 PTKc_Jak2_Jak3_rpt2 PTKc_TrkB PTKc_Lck_Blk PTKc_Fer PTKc_FAK PTK_HER3 PTKc_Fes PTKc_EGFR PTKc_Src PTKc_DDR1 PTKc_Tec_Rlk PTKc_Abl PTKc_Zap-70 PTKc_EphR_A10 PTKc_DDR PTKc_Btk_Bmx PTKc_Tyk2_rpt2 PTKc_Axl_like PTKc_Fyn_Yrk PTKc_PDGFR PTKc_HER2 PTKc_Lyn PTKc_Aatyk PTKc_Ror1 PTKc_InsR PTKc_DDR_like PTKc_Musk PTKc_RET PTKc_Tie2 PTKc_Syk PTKc_FGFR4 PTKc_IGF-1R PTKc_Tie1 PTKc_FGFR3 PTKc_Yes PTKc_FGFR2 PTK_Ryk PTKc_Ror2 PTKc_FGFR1 PTKc_Tie PTKc_DDR2 PTKc_Jak1_rpt2 PTKc_Axl PTKc_Hck PTKc_Aatyk1_Aatyk3 PTKc_Aatyk2 PTK_Jak2_Jak3_rpt1 PTK_Jak_rpt1 PTKc_Tyro3 PTK_Tyk2_rpt1	protein.postranslational modification.kinase.receptor like cytoplasmatic kinase VII	29_4_1_57

CUST_8602_PI404877155	2	0.05152607	0.08189869	-0.05925846	-0.051525116	-0.10907459	0.1947546	Contig25393_at	0	AAK18836.1	high-mobility-group protein / HMG-I/Y protein	At1g14900.1	protein putative DNA-binding protein	Os03g50360	NONE	RNA.regulation of transcription.putative DNA-binding protein	27_3_67

CUST_181795_PI403524517	2	0.12217951	0.17039871	-0.15098715	-0.29560995	0.054074764	-0.054074287	35_50544	"Cluster: Hypothetical protein F21O3.22; n=2; Arabidopsis thaliana|Rep: Hypothetical protein F21O3.22 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q94K16	"CHR3V7|COORD:2393901..2394470| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G01580.1); similar to Os07g0240400 [Oryza sativa (japonica"	AT3G07510.1	CHR10V5|COORD:5145803..5146916|protein expressed protein	LOC_Os10g09930.1	"no descriptionweakly similar to ( 140)AT3G07510| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G01580.1); similar to Os07g0240400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001059264.1); similar to Os10g0178200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001064246.1); similar to H0201G08.7 [Oryza sativa (indica cultivar-group)] (GB:CAH67780.1) | chr3:2393901-2394470 REVERSE"	not assigned.unknown	35_2

CUST_8723_PI404877155	2	0.08470249	-0.41927147	-0.3980503	0.08419132	-0.03837967	0.038378716	Contig25949_at	DNA binding protein-like [Oryza sativa (japonica cultivar-group)]	BAD28357.1	basic helix-loop-helix (bHLH) family protein	At1g68810.1	protein Helix-loop-helix DNA-binding domain, putative	Os09g24490	NONE	RNA.regulation of transcription.bHLH,Basic Helix-Loop-Helix family	27_3_06

CUST_20935_PI399408534	2	0.036603928	0.03975153	0.24778461	-0.036603928	-0.8231921	-0.8620925	35_31848	"Cluster: Os02g0759100 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0759100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DXE4	CHR1V7|COORD:27183728..27185930| basic helix-loop-helix (bHLH) family protein (bHLH096)	AT1G72210.1	CHR02V5|COORD:31955096..31953359|protein DNA binding protein, putative, expressed	LOC_Os02g52190.1	no descriptionvery weakly similar to (63.5)AT1G72210| Symbols:  | basic helix-loop-helix (bHLH) family protein (bHLH096) | chr1:27183728-27185930 FORWARDnot assigned	RNA.regulation of transcription.bHLH,Basic Helix-Loop-Helix family	27_3_6

CUST_3315_PI404877155	2	0.24260235	-0.31333828	-0.018465042	0.018465042	-0.2063818	0.19883347	Contig13763_at	mitochondrial transcription termination factor family protein / mTERF family protein [Arabidopsis thaliana]	NP_568185.1	mitochondrial transcription termination factor family protein / mTERF family protein	At5g07900.1	protein mTERF, putative	Os06g12100	gi|32492180|emb|CAE04167.1| OSJNBb0034I13.16	RNA.regulation of transcription.unclassified	27_3_99

CUST_38234_PI403524517	2	-0.0153336525	0.38722134	-0.08443451	0.09423542	0.015333176	-0.11415863	35_11004	"Cluster: Hypothetical protein OSJNBb0075O18.114; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0075O18.114 - Oryza sativa (japonic"	UniRef90_Q84YY4	CHR1V7|COORD:11399903..11405702| actin binding	AT1G31810.1	CHR08V5|COORD:11721881..11726777|protein peptidyl-prolyl cis-trans isomerase, cyclophilin-type family protein, expressed	LOC_Os08g19610.4	no descriptionnot assigned not assigned	not assigned.unknown	35_2

CUST_176873_PI403524517	2	-0.006638527	-0.12547874	-0.1797638	0.022089481	0.382946	0.006638527	35_49211	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_133196_PI403524517	2	0.1696186	-0.30457592	-0.04633236	0.00850296	0.24488544	-0.008503914	35_37396	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_34995_PI403524517	2	0.030240059	-0.08056021	0.079640865	-0.24783659	0.109969616	-0.030240059	35_10086	"Cluster: Hypothetical protein OSJNBa0029C15.25; n=3; Oryza sativa|Rep: Hypothetical protein OSJNBa0029C15.25 - Oryza sativa (Rice)"	UniRef90_Q8W363	"CHR3V7|COORD:6870244..6874683| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G33780.1); similar to Thioredoxin domain 2 [Medicago truncatula]"	AT3G19780.1	CHR10V5|COORD:18010372..18003244|protein expressed protein	LOC_Os10g34390.1	no description	not assigned.unknown	35_2

CUST_34860_PI403524517	2	-0.18952656	0.10837555	-0.19040585	0.013394356	-0.013394356	0.020319939	35_10048	"Cluster: Putative receptor-like protein kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative receptor-like protein kinase - Oryza sativa (japonica"	UniRef90_Q6YVY8	CHR3V7|COORD:381231..384188| leucine-rich repeat transmembrane protein kinase, putative	AT3G02130.1	CHR07V5|COORD:24619369..24623214|protein receptor-like protein kinase precursor, putative, expressed	LOC_Os07g41140.1	 no descriptionmoderately similar to ( 261)AT3G02130| Symbols:  | leucine-rich repeat transmembrane protein kinase, putative | chr3:381231-384188 FORWARDvery weakly similar to (94.4)PSKR_DAUCAPhytosulfokine receptor precursor - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned not assigned TyrKc Pkinase_Tyr S_TKc S_TKc Pkinase PTKc_Jak_rpt2 PTKc_Frk_like PTKc PTKc_Src_like PTKc_Fyn_Yrk PTKc_Yes 	protein.postranslational modification.kinase.receptor like cytoplasmatic kinase VII	29_4_1_57

CUST_46183_PI403524517	2	0.04814911	-0.1163311	-0.08874512	0.23699379	-0.0026350021	0.0026340485	35_13227	"Cluster: Hypothetical protein; n=1; Kineococcus radiotolerans SRS30216|Rep: Hypothetical protein - Kineococcus radiotolerans SRS30216"	UniRef90_Q40UZ3	0	0	CHR09V5|COORD:1254785..1256020|protein PE-PGRS family protein, putative, expressed	LOC_Os09g02770.1	no description	not assigned.unknown	35_2

CUST_107188_PI403524517	2	-0.03462982	-0.08496857	0.015966415	-0.015965462	0.12606621	0.079195976	35_30501	"Cluster: Cell envelope-related transcriptional attenuator; n=1; Mycobacterium flavescens PYR-GCK|Rep: Cell envelope-related transcriptional attenuator -"	UniRef90_Q274W0	CHR1V7|COORD:6978101..6985306| family II extracellular lipase, putative	AT1G20130.1	CHR04V5|COORD:14811341..14809174|protein transposon protein, putative, CACTA, En/Spm sub-class	LOC_Os04g25590.1	no description	not assigned.unknown	35_2

CUST_12762_PI404877155	2	-0.2371974	0.114778996	0.11556196	-0.2327671	-0.11477947	0.6131568	Contig6496_at	sucrose-phosphate synthase [Saccharum officinarum]	BAA19242.1	sucrose-phosphate synthase, putative	At5g20280.1	protein sucrose-phosphate synthase	Os02g09170	sucrose-phosphate synthase	major CHO metabolism.synthesis.sucrose.SPS	2_1_1_01

CUST_105754_PI403524517	2	0.41182423	-0.17393446	-0.22750235	0.2910595	0.11480999	-0.11480951	35_30113	"Cluster: Putative zinc binding protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative zinc binding protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q851S2	CHR2V7|COORD:16755237..16756435| yippee family protein	AT2G40110.1	CHR03V5|COORD:27946989..27950553|protein protein yippee-like, putative, expressed	LOC_Os03g49150.1	no descriptionweakly similar to ( 128)AT2G40110| Symbols:  | yippee family protein | chr2:16755237-16756304 FORWARDweakly similar to ( 132)YIPL_SOLTUProtein yippee-like - Solanum tuberosum (Potato)not assigned Yippee	not assigned.no ontology	35_1

CUST_10574_PI403524517	2	0.3478155	-1.3686042	-0.2776699	0.67180157	0.2776699	-0.3245697	35_2982	"Cluster: Photosystem II reaction center PSB28 protein, chloroplast precursor; n=2; Oryza sativa|Rep: Photosystem II reaction center PSB28 protein,"	UniRef90_Q0JG75	CHR4V7|COORD:14150014..14150939| photosystem II reaction centre W (PsbW) family protein	AT4G28660.1	CHR01V5|COORD:41513869..41515688|protein photosystem II reaction center W protein, putative, expressed	LOC_Os01g71190.1	no descriptionweakly similar to ( 180)AT4G28660| Symbols: PSB28 | photosystem II reaction centre W (PsbW) family protein | chr4:14150014-14150939 FORWARDnot assigned psbW Psb28 DUF566	PS.lightreaction.photosystem II.PSII polypeptide subunits	1_1_1_2

CUST_136527_PI403524517	2	0.104730606	0.15154552	0.037938118	-0.037937164	-0.14114094	-0.048849106	35_38288	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_5356_PI399408534	2	0.19377422	0.19493198	-0.07831478	-0.24371338	-0.20277882	0.07831478	35_6857	"Cluster: DHHC-type zinc finger domain-containing protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: DHHC-type zinc finger domain-containing protein-"	UniRef90_Q653B5	CHR3V7|COORD:7827197..7830515| zinc finger (DHHC type) family protein	AT3G22180.1	CHR09V5|COORD:22376407..22382011|protein metal ion binding protein, putative, expressed	LOC_Os09g38970.1	no descriptionweakly similar to ( 108)AT3G22180| Symbols:  | zinc finger (DHHC type) family protein | chr3:7827197-7830515 FORWARD	RNA.regulation of transcription.unclassified	27_3_99

CUST_5990_PI404877155	2	-0.017866135	0.030428886	0.017866135	-0.018662453	0.06812096	-0.15710545	Contig18215_at	calmodulin-binding family protein [Arabidopsis thaliana]	NP_188858.1	calmodulin-binding family protein	At3g22190.1	protein putative calmodulin-binding protein	Os03g57330	gi|15233296|ref|NP_188858.1| hypothetical protein	signalling.calcium	30_3

CUST_81278_PI403524517	2	-0.50776577	-1.2425823	0.0240345	0.8435545	0.19988775	-0.0240345	35_23314	"Cluster: Putative flavin-containing monooxygenase YUCCA3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative flavin-containing monooxygenase YUCCA3 - Ory"	UniRef90_Q9SDE9	CHR1V7|COORD:18095349..18097442| flavin-containing monooxygenase family protein / FMO family protein	AT1G48910.1	CHR01V5|COORD:9485603..9490742|protein disulfide oxidoreductase/ monooxygenase/ oxidoreductase, putative, expressed	LOC_Os01g16714.1	no descriptionweakly similar to ( 158)AT1G48910| Symbols:  | flavin-containing monooxygenase family protein / FMO family protein | chr1:18095349-18097442 FORWARDnot assigned not assigned	misc.oxidases - copper, flavone etc.	26_7

CUST_132000_PI403524517	2	0.008381844	-0.28525066	-0.053432465	0.019283295	0.13096714	-0.008381844	35_37074	"Cluster: Os08g0319900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os08g0319900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J6H8	CHR4V7|COORD:16752641..16753971| cyclase family protein	AT4G35220.1	CHR08V5|COORD:13786943..13779800|protein cyclase, putative, expressed	LOC_Os08g23100.2	no descriptionmoderately similar to ( 247)AT4G35220| Symbols:  | cyclase family protein | chr4:16752641-16753971 FORWARDCyclase COG1878	DNA.unspecified	28_99

CUST_10372_PI404877155	2	0.009451866	-0.36254692	-0.0094509125	0.06988716	0.12666893	-0.02698803	Contig4118_at	putative apospory-associated protein C [Oryza sativa (japonica cultivar-group)] emb|CAE04231.2| OSJNBa0011F23.4 [Oryza sativa (japonica cult	AAL87174.1	aldose 1-epimerase family protein	At5g57330.1	protein Aldose 1-epimerase	Os04g56290	putative apospory-associated protein C	minor CHO metabolism.others	3_5

CUST_14670_PI404877155	2	0.18473244	-0.059851646	0.051361084	-0.04835701	0.02246952	-0.022468567	Contig847_at	OSJNBa0089K21.9 [Oryza sativa (japonica cultivar-group)] ref|XP_472829.1| OSJNBa0089K21.9 [Oryza sativa (japonica cultivar-group)]	CAE03055.2	0	0	protein transposon protein, putative, CACTA, En/Spm sub-class	Os02g56830	5.8 kb basic protein	stress.abiotic.touch/wounding	20_2_4

CUST_47756_PI403524517	2	0.02493763	-0.8973942	-0.13977623	0.049598694	0.13972378	-0.02493763	35_13662	"Cluster: PREDICTED: similar to germinal histone H4 gene; n=2; Canis familiaris|Rep: PREDICTED: similar to germinal histone H4 gene - Canis familiaris"	UniRef90_UPI00005A5820	CHR5V7|COORD:24068875..24069186| histone H4	AT5G59690.1	CHR10V5|COORD:20690219..20689571|protein histone H4, putative, expressed	LOC_Os10g39410.1	no descriptionweakly similar to ( 162)AT5G59970| Symbols:  | histone H4 | chr5:24163578-24163889 REVERSEweakly similar to ( 162)H4_PEAHistone H4 - Pisum sativum (Garden pea)not assigned H4 H4 HHT1 Histone PRK12323	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_6394_PI399408534	2	0.0245018	-0.1298399	-0.010642052	0.007713318	-0.0077142715	0.21343136	35_14180	Rep: Calmodulin-1/4 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_P25854	"CHR5V7|COORD:7214743..7215953| CAM6 (CALMODULIN 6); calcium ion binding"	AT5G21274.1	CHR01V5|COORD:9884404..9886104|protein calmodulin, putative, expressed	LOC_Os01g17190.1	" no descriptionmoderately similar to ( 245)AT5G21274| Symbols: ACAM-6, CAM6 | CAM6 (CALMODULIN 6); calcium ion binding | chr5:7214743-7215953 REVERSEmoderately similar to ( 246)CALM5_SOLTUCalmodulin-5/6/7/8 - Solanum tuberosum (Potato)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned FRQ1 EFh "	signalling.calcium	30_3

CUST_4065_PI403524517	2	-0.14654255	0.767148	-0.025265694	0.025265694	0.050955772	-0.0618248	35_1125	"Cluster: Putative elicitor-inducible protein EIG-J7; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative elicitor-inducible protein EIG-J7 - Oryza sativa"	UniRef90_Q6ZGP5	CHR4V7|COORD:18432944..18433575| lipid-associated family protein	AT4G39730.1	CHR02V5|COORD:31670605..31671686|protein wound/stress protein, putative, expressed	LOC_Os02g51710.1	no descriptionweakly similar to ( 166)AT4G39730| Symbols:  | lipid-associated family protein | chr4:18432944-18433575 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PLAT_plant_stress PLAT PLAT_repeat PRK12323 PRK07764 PRK07003 Tymo_45kd_70kd PLAT_polycystin	not assigned.no ontology	35_1

CUST_53092_PI403524517	2	0.003996849	0.36380196	0.034534454	-0.09724331	-0.0039978027	-0.073903084	35_15113	Rep: H0525C06.9 protein - Oryza sativa (Rice)	UniRef90_Q01K75	0	0	CHR04V5|COORD:21709024..21705877|protein coiled-coil domain containing 55, putative, expressed	LOC_Os04g35910.1	no description	not assigned.unknown	35_2

CUST_23705_PI399408534	2	0.38961506	-0.31320477	-0.10643768	0.3564477	0.10643816	-0.15188551	35_41522	"Cluster: Hypothetical protein P0637D03.33; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0637D03.33 - Oryza sativa (japonica cultivar-g"	UniRef90_Q655V6	"CHR5V7|COORD:6922499..6925681| EFR (EF-TU RECEPTOR); ATP binding / kinase/ protein serine/threonine kinase"	AT5G20480.1	CHR06V5|COORD:27621466..27625276|protein ATP binding protein, putative, expressed	LOC_Os06g45630.1	 no descriptionweakly similar to ( 131)AT3G47110| Symbols:  | leucine-rich repeat transmembrane protein kinase, putative | chr3:17358088-17361281 REVERSEvery weakly similar to ( 100)RPK1_IPONIReceptor-like protein kinase precursor - Ipomoea nil (Japanese morning glory) (Pharbitis nil)LRRNT_2 PRK07764 PRK12323 PRK07003 	stress.biotic	20_1

CUST_10644_PI403524517	2	0.012347221	0.41170692	0.2611637	-0.10855389	-0.012347221	-0.081591606	35_3005	"Cluster: Hypothetical protein OJ1127_B08.12; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1127_B08.12 - Oryza sativa (japonica cultiv"	UniRef90_Q75L36	"CHR1V7|COORD:17851059..17852006| similar to soluble diacylglycerol acyltransferase [Arachis hypogaea] (GB:AAX62735.1); contains InterPro domain"	AT1G48300.1	CHR05V5|COORD:2150222..2152229|protein expressed protein	LOC_Os05g04620.1	"no descriptionvery weakly similar to (62.8)AT1G48300| Symbols:  | similar to soluble diacylglycerol acyltransferase [Arachis hypogaea] (GB:AAX62735.1); contains InterPro domain Thioredoxin-like fold; (InterPro:IPR012336); contains InterPro domain Thioredoxin fold; (InterPro:IPR012335) | chr1:17851059-17852006 FORWARDTRX_Fd_family tolA Atrophin-1"	not assigned.unknown	35_2

CUST_105035_PI403524517	2	0.042510986	-0.40768528	-0.18917274	0.28204155	0.2789178	-0.04251051	35_29922	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_67653_PI403524517	2	-0.08848953	0.5382252	0.16067123	-0.0029439926	0.0012273788	-0.0012264252	35_19327	"Cluster: Flavohemoprotein b5/b5R-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Flavohemoprotein b5/b5R-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q84YL2	"CHR5|COORD:2999221..3000602| similar to cytochrome b5, putative [Arabidopsis thaliana] (TAIR:At1g26340.1); similar to PREDICTED: similar to NADPH cytochrome B5"	AT5G09680.2	CHR07V5|COORD:7346058..7349986|protein cytoplasm protein, putative, expressed	LOC_Os07g12830.2	no descriptionweakly similar to ( 200)AT5G09680| Symbols:  | heme binding / transition metal ion binding | chr5:2999363-3000186 REVERSEvery weakly similar to (63.2)NIA_SPIOLNitrate reductase [NADH] - Spinacia oleracea (Spinach)not assigned not assigned Cyt-b5 CYB5	N-metabolism.nitrate metabolism.NR	12_1_1

CUST_102033_PI403524517	2	0.44480705	-0.17068958	-1.3678036	0.43296623	-0.46754456	0.17068958	35_29110	Rep: Probable inositol oxygenase - Oryza sativa (Rice)	UniRef90_Q5Z8T3	CHR4V7|COORD:13297948..13300155| MIOX4 (MYO-INOSITOL OXYGENASE 4)	AT4G26260.1	CHR06V5|COORD:21477411..21481743|protein inositol oxygenase, putative, expressed	LOC_Os06g36560.2	no descriptionweakly similar to ( 182)AT4G26260| Symbols: MIOX4 | MIOX4 (MYO-INOSITOL OXYGENASE 4) | chr4:13297948-13300155 FORWARDmoderately similar to ( 238)MIOX_ORYSAnot assigned DUF706	minor CHO metabolism.myo-inositol.myo inositol oxygenases	3_4_4

CUST_74763_PI403524517	2	-0.023187637	-0.27592182	0.112179756	0.007976532	0.056085587	-0.007976532	35_21438	"Cluster: Putative beta 1,3-glucanase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative beta 1,3-glucanase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7Y179	CHR1V7|COORD:24949205..24949540| glycosyl hydrolase family protein 17	AT1G66870.1	CHR03V5|COORD:26359905..26356914|protein glucan endo-1,3-beta-glucosidase 7 precursor, putative, expressed	LOC_Os03g46660.1	 no descriptionvery weakly similar to (82.8)AT1G66870| Symbols:  | glycosyl hydrolase family protein 17 | chr1:24949205-24949540 REVERSEvery weakly similar to (79.7)E13B_WHEATGlucan endo-1,3-beta-glucosidase precursor - Triticum aestivum (Wheat)X8 	misc.beta 1,3 glucan hydrolases	26_4

CUST_41913_PI403524517	2	0.3537011	2.1431198	-0.043744087	0.043744564	-0.49411774	-0.9536691	35_12044	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_178102_PI403524517	2	0.35843801	-0.22090149	-0.024794579	0.37726355	-0.3357482	0.024794102	35_49534	"Cluster: Pentatricopeptide (PPR) repeat-containing protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Pentatricopeptide (PPR) repeat-containing prot"	UniRef90_Q9LHZ4	CHR1V7|COORD:3791454..3793883| pentatricopeptide (PPR) repeat-containing protein	AT1G11290.1	CHR06V5|COORD:675127..677879|protein vegetative storage protein, putative, expressed	LOC_Os06g02200.1	no descriptionvery weakly similar to (95.5)AT1G11290| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr1:3791454-3793883 REVERSE	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_17299_PI404877155	2	0.015241623	0.046186447	0.0034656525	-0.026882172	-0.01928711	-0.0034656525	HT12H07u_x_at	0	0	0	0	0	0	NONE	stress.abiotic.heat	20_2_1

CUST_5499_PI403524517	2	-0.10317898	0.5651226	-0.35016537	-0.03463936	0.17614746	0.034638405	35_1515	"Cluster: Hypothetical protein OSJNBb0008A05.1; n=2; Oryza sativa|Rep: Hypothetical protein OSJNBb0008A05.1 - Oryza sativa (Rice)"	UniRef90_Q8W5E3	"CHR1V7|COORD:4761088..4761555| similar to nodulin-related [Arabidopsis thaliana] (TAIR:AT2G03440.1); similar to drought-induced protein"	AT1G13930.1	CHR10V5|COORD:8984080..8984965|protein expressed protein	LOC_Os10g18340.1	no descriptionvery weakly similar to (57.4)AT2G03440| Symbols:  | nodulin-related | chr2:1039406-1039969 REVERSE	development.unspecified	33_99

CUST_17058_PI403524517	2	-0.1942606	0.15745926	0.032364845	0.07866478	-0.032364845	-0.08162212	35_4931	"Cluster: Os01g0672800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0672800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JKI3	CHR5|COORD:7016472..7022115| auxin-responsive factor (ARF7), identical to auxin response factor 7 GI:4104929 from (Arabidopsis thaliana)	AT5G20730.3	CHR01V5|COORD:27960379..27957871|protein expressed protein	LOC_Os01g48220.1	no descriptionvery weakly similar to (53.1)AT4G28300| Symbols:  | hydroxyproline-rich glycoprotein family protein | chr4:14015420-14016829 FORWARDnot assigned not assigned not assigned DUF1421	cell wall.cell wall proteins.HRGP	10_5_4

CUST_4493_PI403524517	2	-0.09944773	-0.09105444	0.27157688	-0.23021221	0.10080147	0.09105492	35_1240	"Cluster: Putative legumin; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative legumin - Oryza sativa (japonica cultivar-group)"	UniRef90_Q65XA1	CHR1V7|COORD:2404297..2405860| cupin family protein	AT1G07750.1	CHR05V5|COORD:854142..851003|protein legumin-like protein, putative, expressed	LOC_Os05g02520.1	no descriptionmoderately similar to ( 206)AT1G07750| Symbols:  | cupin family protein | chr1:2404297-2405860 REVERSEvery weakly similar to (80.5)GLUA3_ORYSACupin_1	development.storage proteins	33_1

CUST_45873_PI403524517	2	0.12484884	-0.2704382	-0.13591623	-0.011646748	2.1243558	0.011646748	35_13144	"Cluster: Os02g0119800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os02g0119800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E4H0	"CHR3|COORD:9296548..9299983| similar to aminoalcoholphosphotransferase (AAPT1) [Arabidopsis thaliana] (TAIR:At1g13560.1); similar to"	AT3G25585.4	CHR02V5|COORD:1040528..1046183|protein ethanolaminephosphotransferase, putative, expressed	LOC_Os02g02750.4	"no descriptionweakly similar to ( 178)AT3G25585| Symbols: AAPT2 | AAPT2 (AMINOALCOHOLPHOSPHOTRANSFERASE); phosphatidyltransferase | chr3:9297093-9299508 FORWARDnot assigned EPT1"	misc.misc2	26_1

CUST_106444_PI403524517	2	0.09946728	-0.40997934	-0.09946728	-0.29141998	1.5809216	0.66754675	35_30295	Rep: Drought-inducible protein 1OS - Oryza sativa (indica cultivar-group)	UniRef90_Q8H219	CHR1V7|COORD:16816094..16817173| DNA binding / ligand-dependent nuclear receptor	AT1G44191.1	CHR01V5|COORD:33644883..33649758|protein membrane-associated salt-inducible protein like, putative, expressed	LOC_Os01g57630.3	no descriptionnot assigned not assigned not assigned not assigned not assigned DUF1421 PRK07764 Tymo_45kd_70kd IER	not assigned.unknown	35_2

CUST_73448_PI403524517	2	0.03764057	-0.08805084	-0.037639618	-0.07192516	0.051501274	0.13873291	35_21061	"Cluster: Os01g0974300 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0974300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JFL1	"CHR3V7|COORD:3996480..4003664| similar to Os01g0974300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001045553.1); similar to hypothetical protein"	AT3G12590.1	CHR01V5|COORD:43385697..43376010|protein expressed protein	LOC_Os01g74310.5	"no descriptionmoderately similar to ( 336)AT3G12590| Symbols:  | similar to Os01g0974300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001045553.1); similar to hypothetical protein DDBDRAFT_0205357 [Dictyostelium discoideum AX4] (GB:XP_642273.1); contains domain ARM repeat (SSF48371) | chr3:3996480-4003664 REVERSE"	not assigned.unknown	35_2

CUST_40379_PI403524517	2	0.012134075	-0.09752035	-0.012134075	0.11486292	1.9408345	-0.08739424	35_11615	"Cluster: Hypothetical protein OSJNBa0004I20.1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0004I20.1 - Oryza sativa (japonica cu"	UniRef90_Q5VRN4	CHR3V7|COORD:1466744..1468225| phosphoglycerate/bisphosphoglycerate mutase family protein	AT3G05170.1	CHR06V5|COORD:531434..529833|protein glycerolphosphate mutase, putative	LOC_Os06g01950.1	no descriptionweakly similar to ( 126)AT3G05170| Symbols:  | phosphoglycerate/bisphosphoglycerate mutase family protein | chr3:1466744-1468225 FORWARDnot assigned not assigned PGAM phoE PRK12323 PRK07764	not assigned.no ontology	35_1

CUST_64242_PI403524517	2	-0.047008514	0.065553665	0.012217522	-0.012217522	0.085515976	-0.076028824	35_18342	"Cluster: Seed maturation-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Seed maturation-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ESB6	"CHR1V7|COORD:23587338..23589262| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G14910.1); similar to Os02g0833400 [Oryza sativa (japonica"	AT1G63610.2	CHR02V5|COORD:35839312..35834220|protein expressed protein	LOC_Os02g58650.1	"no descriptionmoderately similar to ( 400)AT1G63610| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G14910.1); similar to Os02g0833400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001048635.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:AAR87215.1) | chr1:23587338-23589262 REVERSE"	not assigned.unknown	35_2

CUST_113161_PI403524517	2	0.58799696	-0.21397924	0.054439545	-0.12174606	-0.054439068	0.08100271	35_32120	"Cluster: Hypothetical protein P0510C12.17; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0510C12.17 - Oryza sativa (japonica cultivar-g"	UniRef90_Q8RZE0		0	CHR01V5|COORD:26153484..26152573|protein plant-specific domain TIGR01570 family protein	LOC_Os01g45510.1	no description	not assigned.unknown	35_2

CUST_93087_PI403524517	2	-0.054143906	-0.02398777	0.03335762	-0.30052376	0.023988724	0.082141876	35_26615	"Cluster: Putative Avr9 elicitor response protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Avr9 elicitor response protein - Oryza sativa (japon"	UniRef90_Q655N8	CHR1V7|COORD:1491459..1493930| galactosyltransferase family protein	AT1G05170.1	CHR06V5|COORD:28274645..28278477|protein transferase, transferring glycosyl groups, putative, expressed	LOC_Os06g46570.1	no descriptionmoderately similar to ( 291)AT1G05170| Symbols:  | galactosyltransferase family protein | chr1:1491459-1493930 REVERSEnot assigned not assigned Galactosyl_T	protein.glycosylation	29_7

CUST_5316_PI404877155	2	-0.07158184	0.07158089	-0.5159426	0.23502064	-0.73220253	0.18153286	Contig16892_at	Hypothetical protein [Oryza sativa (japonica cultivar-group)] gb|AAN64138.1| Hypothetical protein [Oryza sativa (japonica cultivar-group)]	NP_912555.1	purine permease, putative	At1g28220.1	protein expressed protein	Os03g08880	"purine permease, putative (PUP2), similar to purine permease (Arabidopsis thaliana) GI:7620007; contains Pfam profiles PF03151: Domain of unknown function, DUF250, PF00892: Integral membrane protein; identical to cDNA putative purine permease (PUP2) mRNA,"	transport.nucleotides	34_10

CUST_69524_PI403524517	2	0.3297677	-0.1184535	-0.12664127	0.1184535	3.8431697	-0.2800064	35_19894	"Cluster: Deoxyribodipyrimidine photolyase family protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Deoxyribodipyrimidine photolyase family protein-"	UniRef90_Q652J5	CHR4V7|COORD:12941496..12945004| deoxyribodipyrimidine photolyase family protein / DNA photolyase family protein	AT4G25290.1	CHR09V5|COORD:20897098..20903034|protein deoxyribodipyrimidine photolyase family protein, expressed	LOC_Os09g36240.4	no descriptionmoderately similar to ( 261)AT4G25290| Symbols:  | deoxyribodipyrimidine photolyase family protein / DNA photolyase family protein | chr4:12941496-12945004 REVERSEnot assigned not assigned not assigned MhpC PldB PRK00870	not assigned.no ontology	35_1

CUST_179012_PI403524517	2	-0.02779293	0.27100182	0.07941246	-2.6404	-0.04398346	0.027791977	35_49790	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_9807_PI404877155	2	-0.16872787	0.07110214	0.55988216	-1.1553631	0.5291519	-0.07110214	Contig3532_at	hypothetical protein [Oryza sativa (japonica cultivar-group)] gb|AAT47039.1| putative universal stress protein (USP) [Oryza sativa (japonica	BAC78561.1	universal stress protein (USP) family protein	At3g53990.1	protein universal stress protein family	Os05g37970	hypothetical protein	stress.abiotic.cold	20_2_2

CUST_5843_PI403524517	2	-0.042900085	0.11231232	0.019107819	-0.019106865	0.036676407	-0.105238914	35_1612	Rep: Protein At3g03100 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q2V3Y9	CHR3V7|COORD:705571..707585| NADH:ubiquinone oxidoreductase family protein	AT3G03100.1	CHR10V5|COORD:22773611..22770675|protein NADH-ubiquinone oxidoreductase subunit B17.2, putative, expressed	LOC_Os10g42840.1	no descriptionmoderately similar to ( 247)AT3G03100| Symbols:  | oxidoreductase | chr3:705571-707585 REVERSEnot assigned NDUFA12 PRK08183 COG3761	mitochondrial electron transport / ATP synthesis.NADH-DH.localisation not clear	9_1_2

CUST_3377_PI403524517	2	-0.044171333	0.5810051	0.14203548	-0.10117245	-0.18033695	0.044171333	35_924	"Cluster: Putative aminopeptidase N; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative aminopeptidase N - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ZBX8	CHR1V7|COORD:23661828..23667906| peptidase M1 family protein	AT1G63770.2	CHR08V5|COORD:28048900..28040388|protein aminopeptidase N, putative, expressed	LOC_Os08g44860.1	no descriptionnearly identical (1296)AT1G63770| Symbols:  | peptidase M1 family protein | chr1:23661913-23667906 REVERSEnot assigned not assigned PepN Peptidase_M1	protein.degradation	29_5

CUST_24856_PI403524517	2	0.15482998	0.28948116	0.12797785	-0.23376226	-0.12797785	-0.25581074	35_7212	"Cluster: ATPase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: ATPase-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5VMB3	CHR1V7|COORD:27515383..27518444| ATP binding / ATP-dependent peptidase/ nucleoside-triphosphatase/ nucleotide binding / serine-type endopeptidase	AT1G73170.1	CHR06V5|COORD:2862424..2866707|protein expressed protein	LOC_Os06g06190.1	no descriptionhighly similar to ( 517)AT1G73170| Symbols:  | ATP binding / ATP-dependent peptidase/ nucleoside-triphosphatase/ nucleotide binding / serine-type endopeptidase | chr1:27515383-27518056 REVERSESpoIIIAA AAA_R3H AAA AAA	not assigned.no ontology	35_1

CUST_93375_PI403524517	2	0.088321686	-0.13200092	-0.0022649765	0.0022649765	0.096827984	-0.30614424	35_26697	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_12987_PI403524517	2	0.07372284	0.11401844	-0.33307934	0.10649681	-0.073721886	-0.107611656	35_3715	"Cluster: Glycoside hydrolase family 28 protein, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Glycoside hydrolase family 28"	UniRef90_Q2QNT4	CHR3V7|COORD:5748698..5750987| glycoside hydrolase family 28 protein / polygalacturonase (pectinase) family protein	AT3G16850.1	CHR12V5|COORD:22539245..22542728|protein polygalacturonase, putative, expressed	LOC_Os12g36810.1	no descriptionmoderately similar to ( 330)AT3G16850| Symbols:  | glycoside hydrolase family 28 protein / polygalacturonase (pectinase) family protein | chr3:5748698-5750987 FORWARDvery weakly similar to (69.7)PGLR_ACTCHPolygalacturonase precursor - Actinidia chinensis (Kiwi) (Yangtao)PGU1 Glyco_hydro_28	cell wall.degradation.pectate lyases and polygalacturonases	10_6_3

CUST_153028_PI403524517	2	0.11956978	0.0052700043	0.068945885	-0.12880993	-0.2274456	-0.0052700043	35_42768	"Cluster: Aminotransferase, classes I and II family protein, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Aminotransferase, classes I and II"	UniRef90_Q10P02	"CHR4V7|COORD:17218601..17221127| ATLCB1 (ARABIDOPSIS THALIANA SPHINGOLIPID LONGCHAIN BASE 1); serine C-palmitoyltransferase"	AT4G36480.1	CHR03V5|COORD:8031600..8026022|protein serine palmitoyltransferase 1, putative, expressed	LOC_Os03g14800.5	" no descriptionweakly similar to ( 168)AT4G36480| Symbols: LCB1, ATLCB1 | ATLCB1 (ARABIDOPSIS THALIANA SPHINGOLIPID LONGCHAIN BASE 1); serine C-palmitoyltransferase | chr4:17218601-17221127 FORWARDnot assigned "	lipid metabolism.'exotics' (steroids, squalene etc).sphingolipids	11_8_1

CUST_54557_PI403524517	2	0.021924019	0.33277988	0.13290215	-0.123535156	-0.12792873	-0.021924019	35_15528	"Cluster: Peroxisomal fatty acid beta-oxidation multifunctional protein (MFP) [Includes: Enoyl-CoA hydratase (EC 4.2.1.17); 3-2-trans-enoyl-CoA isomerase (EC 5.3"	UniRef90_Q8W1L6	"CHR4V7|COORD:14297318..14302022| AIM1 (ABNORMAL INFLORESCENCE MERISTEM); enoyl-CoA hydratase"	AT4G29010.1	CHR02V5|COORD:10001462..10010226|protein peroxisomal fatty acid beta-oxidation multifunctional protein, putative, expressed	LOC_Os02g17390.1	"no descriptionhighly similar to ( 514)AT4G29010| Symbols: AIM1 | AIM1 (ABNORMAL INFLORESCENCE MERISTEM); enoyl-CoA hydratase | chr4:14297318-14302022 REVERSEhighly similar to ( 651)MFP_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned fadJ fadB FadB 3HCDH_N PRK05808 PRK09117 PRK07658 PRK08268 PRK09260 PRK07530 PRK07660 PRK06035 PRK07819 CaiD PRK06688 PRK06130 ECH PRK07657 PRK05809 PRK08138 PRK08293 PRK05979 PRK09076 PRK07628 PRK09674 PRK06495 PRK05980 PRK08252 PRK05862 PRK06190 PRK08260 PRK06494 PRK07510 PRK08269 PRK05869 PRK03580 PRK06127 PRK08150 PRK06144 PRK08259 PRK06143 PRK06210 PRK07509 PRK08258 PRK06142 PRK09245 PRK07799 PRK07511 3HCDH PRK06129 PRK07629 MenB PRK07531 PRK07817 PRK07468 PRK07396 PRK06951 PRK05995 PRK08140 PRK08788 PRK05864 PRK08139 PRK05870 PRK07854 PRK07830 PRK07938 PRK09120 PRK07659 PRK07327 PRK06023 PRK06213 PRK06952 PRK07110 PRK07112 PRK06563 PRK07066 PRK05981 PRK08290 PRK07827 PRK07828 PRK08272 PRK06493 PRK07759 PRK07260 PRK06072 PRK11423 PRK06028 PRK05617 PRK05674 PRK08321"	lipid metabolism.lipid degradation.beta-oxidation.mutifunctional	11_9_4_9

CUST_156471_PI403524517	2	0.17578745	-0.18133402	-0.19491386	0.08561182	-0.08561134	0.28944683	35_43702	"Cluster: Endoribonuclease L-PSP family protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Endoribonuclease L-PSP family protein-like - Oryza sativa"	UniRef90_Q6K987	CHR3V7|COORD:1193994..1197326| endoribonuclease	AT3G04480.1	0	0	no descriptionvery weakly similar to (82.8)AT3G04480| Symbols:  | endoribonuclease | chr3:1193994-1197326 REVERSE	not assigned.no ontology	35_1

CUST_1539_PI404877155	2	0.07675934	0.28442287	-0.04875946	-0.043255806	-0.08187008	0.043255806	Contig11743_at	P0489A01.8 [Oryza sativa (japonica cultivar-group)]	NP_914470.1	choline kinase, putative	At1g74320.1	protein Choline/ethanolamine kinase, putative	Os01g08760	gi|9081778|dbj|BAA99517.1| P0489A01.8	lipid metabolism.Phospholipid synthesis	11_3

CUST_3562_PI404877155	2	0.102451324	-0.0351429	-0.11254501	-0.023013115	0.023013115	0.061961174	Contig14104_at	B1065E10.22 [Oryza sativa (japonica cultivar-group)]	BAB90371.1	wound-responsive family protein	At1g21610.1	protein hypothetical protein	Os01g66050	NONE	stress.abiotic.touch/wounding	20_2_4

CUST_70458_PI403524517	2	0.060032845	0.7610998	-0.12153053	0.06888199	-0.3103342	-0.060032845	35_20181	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_54470_PI403524517	2	0.0076942444	-0.21944618	-0.18589592	0.06281376	0.055962563	-0.0076932907	35_15505	"Cluster: Hypothetical protein OSJNBa0077J22.4; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0077J22.4 - Oryza sativa (japonica cu"	UniRef90_Q6ASR8	0	0	CHR05V5|COORD:2608259..2603989|protein expressed protein	LOC_Os05g05330.1	no descriptionDegQ PDZ_serine_protease	not assigned.unknown	35_2

CUST_58696_PI403524517	2	-0.03093052	-0.16339874	0.0046224594	0.03385544	-0.0046224594	0.0075569153	35_16745	"Cluster: Putative CBS domain containing protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative CBS domain containing protein - Oryza sativa (japonic"	UniRef90_Q69LL7	CHR4V7|COORD:16341198..16342897| LEJ1 (LOSS OF THE TIMING OF ET AND JA BIOSYNTHESIS 1)	AT4G34120.1	CHR08V5|COORD:13226369..13235001|protein IMP dehydrogenase, putative, expressed	LOC_Os08g22149.1	no descriptionmoderately similar to ( 248)AT4G36910| Symbols: LEJ2 | LEJ2 (LOSS OF THE TIMING OF ET AND JA BIOSYNTHESIS 2) | chr4:17391013-17393215 REVERSEnot assigned CBS_pair_BON_assoc CBS_pair_16 CBS CBS_pair CBS_pair_23 CBS_pair_ACT_assoc2 CBS_pair_21 CBS_pair_15 CBS_pair_HPP_assoc CBS_pair_ACT_assoc CBS_pair_SpoIVFB_EriC_assoc CBS_pair_10 CBS_pair_IMPDH COG0517 PRK05567 CBS_pair_9 CBS_pair_8 COG3448 CBS_pair_25 CBS_pair_SpoIVFB_EriC_assoc2 COG2524 CBS_pair_ParBc_assoc CBS_pair_CAP-ED_DUF294_PBI_assoc CBS_pair_18 CBS_pair_24 CBS_pair_Mg_transporter CBS_pair_20 COG4109 CBS_pair_PAS_GGDEF_DUF1_assoc MgtE CBS_pair_DRTGG_assoc CBS_pair_30 CBS_pair_CAP-ED_DUF294_PBI_assoc2 CBS_pair_3 COG3620 CBS_pair_IMPDH_2 CBS_pair_KpsF_GutQ_assoc CBS_pair_GGDEF_assoc2 CBS_pair_2 CBS_pair_MET2_assoc IMPDH CBS_pair_22 CBS_pair_12 CBS_pair_PALP_assoc2 CBS_pair_CAP-ED_DUF294_assoc_arch CBS_pair_DHH_polyA_Pol_assoc CBS_pair_11 CBS CBS_pair_ABC_OpuCA_assoc2 CBS_pair_NTP_transferase_assoc CBS_pair_26 CBS_pair_28 TlyC CBS_pair_29 CBS_pair_EriC_assoc_bac_arch CBS_pair_17	not assigned.no ontology	35_1

CUST_177633_PI403524517	2	0.009539127	0.40841484	-0.009539127	0.10712719	-0.78576136	-0.12731981	35_49410	"Cluster: Ubiquitin-conjugating enzyme family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Ubiquitin-conjugating enzyme family protein, e"	UniRef90_Q2QLM1	"CHR1V7|COORD:28317284..28318621| UBC16 (ubiquitin-conjugating enzyme 15); ubiquitin-protein ligase"	AT1G75440.1	CHR12V5|COORD:27265138..27261821|protein ubiquitin-conjugating enzyme E2 W, putative, expressed	LOC_Os12g44000.2	"no descriptionweakly similar to ( 152)AT1G75440| Symbols: UBC16 | UBC16 (ubiquitin-conjugating enzyme 15); ubiquitin-protein ligase | chr1:28317284-28318621 FORWARDvery weakly similar to (51.6)UBC2_MEDSAUbiquitin-conjugating enzyme E2-17 kDa - Medicago sativa (Alfalfa)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned UQ_con UBCc UBCc COG5078"	protein.degradation.ubiquitin.E2	29_5_11_3

CUST_99439_PI403524517	2	-1.7484698	-1.5451686	-2.5833359	1.7941589	1.5451684	1.7279902	35_28386	Rep: Putative polyubiquitin - Oryza sativa (Rice)	UniRef90_Q8W5Q6	CHR5V7|COORD:14970012..14970980| UBQ9 (ubiquitin 9)	AT5G37640.1	CHR10V5|COORD:17393077..17395613|protein polyubiquitin containing 7 ubiquitin monomers, putative, expressed	LOC_Os10g33620.1	no descriptionweakly similar to ( 123)AT5G37640| Symbols: UBQ9 | UBQ9 (ubiquitin 9) | chr5:14970012-14970980 REVERSEvery weakly similar to (58.9)UBIQ_CHLREUbiquitin - Chlamydomonas reinhardtiinot assigned not assigned ubiquitin UBQ Ubiquitin UBL Nedd8	protein.degradation.ubiquitin.ubiquitin	29_5_11_1

CUST_60175_PI403524517	2	0.123869896	0.09526539	-0.06277943	-0.049204826	-0.039006233	0.039006233	35_17152	Rep: SMC1 protein - Oryza sativa (Rice)	UniRef90_Q8GU56	"CHR3V7|COORD:20246796..20254679| TTN8 (TITAN8); ATP binding"	AT3G54670.1	CHR05V5|COORD:24339866..24343284|protein ATSMC3, putative, expressed	LOC_Os05g41750.1	" no descriptionhighly similar to ( 556)AT3G54670| Symbols: SMC1, ATSMC1, TTN8 | TTN8 (TITAN8); ATP binding | chr3:20251406-20254679 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Smc ABC_SMC1_euk SMC_N ABC_SMC4_euk SbcC ABC_SMC_barmotin ABC_SMC_head PRK03918 PRK02224 Myosin_tail_1 ABC_SMC3_euk ABC_SMC2_euk ABC_Class2 COG1340 PRK01156 PRK04778 MAD SCP-1 EzrA COG4717 DUF827 RecN COG1579 COG3883 HOOK DUF869 Tropomyosin ABC_SMC6_euk COG5022 Filament EzrA "	cell.division	31_2

CUST_90601_PI403524517	2	0.2227087	-0.07672548	0.07672548	-0.18926287	1.6898036	-0.40052366	35_25914	"Cluster: Hypothetical protein OSJNBa0079B05.10; n=2; Oryza sativa|Rep: Hypothetical protein OSJNBa0079B05.10 - Oryza sativa (Rice)"	UniRef90_Q8W5K6	CHR1V7|COORD:11399903..11405702| actin binding	AT1G31810.1	CHR10V5|COORD:1218215..1225920|protein DNA binding protein, putative, expressed	LOC_Os10g02980.1	no descriptionmoderately similar to ( 238)AT1G31810| Symbols:  | actin binding | chr1:11399903-11405702 REVERSEnot assigned not assigned not assigned not assigned not assigned FH2 FH2 Drf_FH1	not assigned.no ontology.formin homology 2 domain-containing protein	35_1_20

CUST_167708_PI403524517	2	0.15533638	-0.19767237	-0.0130672455	0.013068199	0.065610886	-0.25747108	35_46714	"Cluster: Hypothetical protein OSJNBa0016N23.125; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0016N23.125 - Oryza sativa (japonic"	UniRef90_Q84YJ5	"CHR3V7|COORD:21481221..21482324| similar to Os08g0510800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001062209.1); similar to HPr serine"	AT3G57990.1	CHR09V5|COORD:18958390..18956647|protein expressed protein	LOC_Os09g31458.1	"no descriptionweakly similar to ( 129)AT3G57990| Symbols:  | similar to Os08g0510800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001062209.1); similar to HPr serine phosphorylation site [Medicago truncatula] (GB:ABE93056.1) | chr3:21481221-21482324 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 Atrophin-1 PRK12678 PRK07764 PRK07003 Herpes_BLLF1 Pneumo_att_G PRK05648 Tymo_45kd_70kd KAR9 HPC2 PRK08853 DUF566 TT_ORF1 APC_basic AF-4 DUF591 IER DUF1421 tatB"	not assigned.unknown	35_2

CUST_6521_PI403524517	2	-0.010608673	0.3394003	-0.14754295	0.0550766	0.010607719	-0.25371265	35_1808	"Cluster: Putative Pti1-like kinase; n=3; Poaceae|Rep: Putative Pti1-like kinase - Zea mays (Maize)"	UniRef90_Q00GA6	CHR2V7|COORD:19340186..19341829| kinase	AT2G47060.4	CHR05V5|COORD:2074035..2078452|protein pto kinase interactor 1, putative, expressed	LOC_Os05g04520.1	no descriptionmoderately similar to ( 237)AT2G47060| Symbols:  | kinase | chr2:19340186-19341829 REVERSEvery weakly similar to (93.2)CRI4_MAIZEPutative receptor protein kinase CRINKLY4 precursor - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pkinase_Tyr TyrKc PTKc PTKc_Csk_like S_TKc S_TKc Pkinase PTKc_Trk PTKc_Ror PTKc_c-ros PTKc_Tec_like PTKc_Syk_like PTKc_Itk PTKc_EGFR_like PTKc_Aatyk PTKc_Ack_like PTKc_ALK_LTK PTKc_Src_like PTKc_Frk_like PTKc_EphR PTKc_Jak_rpt2	protein.postranslational modification.kinase.receptor like cytoplasmatic kinase VII	29_4_1_57

CUST_20661_PI403524517	2	0.05574608	0.9653592	-0.03469181	0.03469181	-0.4449811	-0.16917038	35_5998	"Cluster: Putative integral membrane protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative integral membrane protein - Oryza sativa (japonica"	UniRef90_Q688W0	CHR1V7|COORD:28233073..28236267| integral membrane protein, putative	AT1G75220.1	CHR05V5|COORD:28181618..28186221|protein solute carrier family 2, facilitated glucose transporter member 8, putative, expressed	LOC_Os05g49270.1	 no descriptionmoderately similar to ( 384)AT1G75220| Symbols:  | integral membrane protein, putative | chr1:28233073-28236267 REVERSEvery weakly similar to (88.2)STC_RICCOSugar carrier protein C - Ricinus communis (Castor bean)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Sugar_tr xylE MFS_1 ProP AraJ PRK11551 PRK03893 PRK12323 PRK07764 TT_ORF1 CynX COG2270 	transporter.sugars	34_2

CUST_101102_PI403524517	2	0.09780407	0.35532236	-0.050337315	-0.31645012	0.05033779	-0.34531212	35_28855	"Cluster: Hypothetical protein OJ1134F05.20; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1134F05.20 - Oryza sativa (japonica cultivar"	UniRef90_Q8H8A9	CHR3V7|COORD:22715605..22717101| pentatricopeptide (PPR) repeat-containing protein	AT3G61360.1	CHR03V5|COORD:3165850..3169159|protein expressed protein	LOC_Os03g06370.2	no description	not assigned.unknown	35_2

CUST_43718_PI403524517	2	0.09467077	0.071594715	-0.071594715	0.09840822	-0.71727514	-0.28768158	35_12546	"Cluster: Putative gag-pol polyprotein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative gag-pol polyprotein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q9FW76	0	0	CHR06V5|COORD:7195592..7200418|protein retrotransposon protein, putative, unclassified	LOC_Os06g13110.1	no description	not assigned.unknown	35_2

CUST_68350_PI403524517	2	0.013724327	0.30938244	-0.013723373	0.019363403	-0.04523468	-0.03183174	35_19543	"Cluster: OSJNBa0006B20.3 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0006B20.3 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XV63	CHR1V7|COORD:1147720..1148351| thioesterase family protein	AT1G04290.1	CHR04V5|COORD:21511229..21508058|protein thioesterase superfamily member 2, putative, expressed	LOC_Os04g35590.1	no descriptionweakly similar to ( 103)AT1G04290| Symbols:  | thioesterase family protein | chr1:1147720-1148351 REVERSEnot assigned PaaI_thioesterase PaaI hot_dog 4HBT	not assigned.no ontology	35_1

CUST_125158_PI403524517	2	-0.020115376	-0.040008068	-0.122988224	0.020115376	1.7191596	0.06863642	35_35259	"Cluster: Putative cyclin; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative cyclin - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8LR90	"CHR5V7|COORD:1859543..1861571| CYC1BAT (CYCLIN B 1;2); cyclin-dependent protein kinase regulator"	AT5G06150.1	CHR01V5|COORD:34479259..34476283|protein cyclin IaZm, putative, expressed	LOC_Os01g59120.1	no description	not assigned.unknown	35_2

CUST_1863_PI403524517	2	-0.09405422	0.3544712	0.06088257	-0.0020399094	0.0020399094	-0.087807655	35_493	Rep: Cystatin Hv-CPI2 - Hordeum vulgare (Barley)	UniRef90_Q1ENF6	CHR3|COORD:3959870..3961918| cysteine protease inhibitor, putative / cystatin, putative, similar to PRLI-interacting factor M (Arabidopsis thaliana)	AT3G12490.1	CHR01V5|COORD:34360006..34361788|protein cystatin-1 precursor, putative, expressed	LOC_Os01g58890.2	 no descriptionweakly similar to ( 116)AT3G12490| Symbols:  | cysteine protease inhibitor, putative / cystatin, putative | chr3:3960530-3961784 REVERSEweakly similar to ( 144)CYT1_MAIZECystatin-1 precursor - Zea mays (Maize)CY CY Cystatin 	protein.degradation.cysteine protease	29_5_3

CUST_98038_PI403524517	2	0.037679195	0.78807163	-0.037679195	0.47775745	-0.19573212	-0.20917845	35_27993	"Cluster: PE-PGRS family protein; n=1; Anaeromyxobacter dehalogenans 2CP-C|Rep: PE-PGRS family protein - Anaeromyxobacter dehalogenans (strain 2CP-C)"	UniRef90_Q2IIH7	CHR4V7|COORD:10275928..10278502| leucine-rich repeat family protein / extensin family protein	AT4G18670.1	CHR01V5|COORD:31145790..31150095|protein ATP binding protein, putative, expressed	LOC_Os01g53640.1	no description	not assigned.unknown	35_2

CUST_30023_PI399408534	2	-0.30177402	-0.045847893	0.4631195	0.16786289	-0.02371502	0.02371502	35_15028	"Cluster: Putative calreticulin; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative calreticulin - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8LJ85	"CHR1V7|COORD:2668005..2671797| CRT3 (CALRETICULIN 3); calcium ion binding"	AT1G08450.1	CHR01V5|COORD:39261619..39257218|protein calreticulin-3 precursor, putative, expressed	LOC_Os01g67054.1	"no descriptionhighly similar to ( 559)AT1G08450| Symbols: CRT3 | CRT3 (CALRETICULIN 3); calcium ion binding | chr1:2668005-2671797 REVERSEmoderately similar to ( 482)CALR_NICPLCalreticulin precursor - Nicotiana plumbaginifolia (Leadwort-leaved tobacco)not assigned not assigned Calreticulin"	signalling.calcium	30_3

CUST_149850_PI403524517	2	-0.2662573	-0.38340473	-0.15903139	0.15903139	0.25580025	0.64503956	35_41921	Rep: F18O14.34 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q9LN36	"CHR1V7|COORD:6774928..6777083| GAMMA CA1 (GAMMA CARBONIC ANHYDRASE 1); carbonate dehydratase"	AT1G19580.1	CHR01V5|COORD:10115989..10120593|protein transcription factor APFI, putative, expressed	LOC_Os01g18070.1	"no descriptionvery weakly similar to (93.2)AT1G19580| Symbols: GAMMA CA1 | GAMMA CA1 (GAMMA CARBONIC ANHYDRASE 1); carbonate dehydratase | chr1:6774928-6777083 FORWARD"	mitochondrial electron transport / ATP synthesis.NADH-DH.carbonic anhydrase	9_1_1_5

CUST_159141_PI403524517	2	-0.24590683	0.0034322739	-0.15077639	0.59865046	-0.003431797	4.352007	35_44421	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_91545_PI403524517	2	0.09175396	-0.28855276	-0.09175396	0.15406227	0.19769669	-0.3710904	35_26174	Rep: OSJNBa0016O02.1 protein - Oryza sativa (Rice)	UniRef90_Q7XJW9	0	0	CHR04V5|COORD:23092107..23086590|protein cell division protein ftsH homolog 4, putative, expressed	LOC_Os04g39190.1	no description	not assigned.unknown	35_2

CUST_159355_PI403524517	2	0.2910776	0.27066088	0.16263914	-0.16263914	-0.8950467	-0.49078894	35_44477	"Cluster: Putative riboflavin biosynthesis protein ribA; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative riboflavin biosynthesis protein ribA - Oryza s"	UniRef90_Q6Z234	CHR2V7|COORD:9537734..9539771| riboflavin biosynthesis protein, putative	AT2G22450.1	CHR02V5|COORD:21929696..21924751|protein riboflavin biosynthesis protein ribAB, chloroplast precursor, putative, expressed	LOC_Os02g36340.2	no descriptionPRK09311	not assigned.unknown	35_2

CUST_5603_PI403524517	2	-0.008111	-0.2657404	-0.002415657	0.03904152	0.039402008	0.0024147034	35_1550	"Cluster: Os06g0112400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0112400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DF65	CHR4V7|COORD:9862673..9864511| RNA recognition motif (RRM)-containing protein	AT4G17720.1	CHR06V5|COORD:698045..701212|protein nucleic acid binding protein, putative, expressed	LOC_Os06g02240.1	no descriptionmoderately similar to ( 300)AT4G17720| Symbols:  | RNA recognition motif (RRM)-containing protein | chr4:9862673-9864511 REVERSE	RNA.RNA binding	27_4

CUST_56101_PI403524517	2	0.010703087	-0.4475088	-0.11662769	0.03145981	0.085865974	-0.010703087	35_15967	Rep: Voltage dependent anion channel - Triticum aestivum (Wheat)	UniRef90_Q41591	CHR3V7|COORD:85761..87619| porin, putative	AT3G01280.1	CHR01V5|COORD:23237535..23235028|protein outer plastidial membrane protein porin, putative, expressed	LOC_Os01g40570.1	 no descriptionmoderately similar to ( 329)AT3G01280| Symbols:  | porin, putative | chr3:85761-87619 FORWARDmoderately similar to ( 473)VDAC_MAIZEOuter plastidial membrane protein porin - Zea mays (Maize)not assigned Porin_3 	transporter.sugars	34_2

CUST_152858_PI403524517	2	0.22694254	0.31446028	-0.28956747	-0.010169506	-0.112499714	0.010169506	35_42723	"Cluster: Putative trehalose-6-phosphate synthase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative trehalose-6-phosphate synthase - Oryza sativa (japon"	UniRef90_Q75II7	"CHR1V7|COORD:1955412..1958152| ATTPS7 (Arabidopsis thaliana trehalose-phosphatase/synthase 7); transferase, transferring glycosyl groups / trehalose-phosphatase"	AT1G06410.1	CHR05V5|COORD:25558389..25563203|protein trehalose synthase, putative, expressed	LOC_Os05g44100.1	" no descriptionmoderately similar to ( 304)AT1G06410| Symbols: TPS7, ATTPSA, ATTPS7 | ATTPS7 (Arabidopsis thaliana trehalose-phosphatase/synthase 7); transferase, transferring glycosyl groups / trehalose-phosphatase | chr1:1955412-1958152 FORWARDnot assigned Glyco_transf_20 OtsA PRK10117 "	minor CHO metabolism.trehalose.potential TPS/TPP	3_2_3

CUST_3223_PI404877155	2	0.022697449	0.3327856	-0.022696972	-0.19977283	2.9212885	-0.27646494	Contig13692_x_at	receptor-like kinase ARK1AS [Hordeum vulgare]	AAD44032.1	protein kinase, putative	At1g66910.1	protein TAK14	Os01g02800	serine/threonine protein kinase family protein, contains Pfam PF00069: Protein kinase domain	signalling.receptor kinases.wheat LRK10 like	30_2_20

CUST_18592_PI399408534	2	0.23612642	-0.10791683	-0.45100355	0.10791683	1.2319679	-0.33718634	35_19831	"Cluster: Putative Myb-like DNA-binding protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Myb-like DNA-binding protein - Oryza sativa (japonica"	UniRef90_Q7Y0B7	CHR4V7|COORD:17504642..17506101| myb family transcription factor	AT4G37180.1	CHR03V5|COORD:31582727..31585102|protein DNA binding protein, putative, expressed	LOC_Os03g55590.2	no descriptionvery weakly similar to (65.5)AT4G37180| Symbols:  | myb family transcription factor | chr4:17504642-17506101 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 rne PRK12678 PRK07764	RNA.regulation of transcription.G2-like transcription factor family, GARP	27_3_20

CUST_112610_PI403524517	2	0.018113136	-0.01811266	0.23162508	-0.039555073	0.15955496	-0.77080536	35_31964	"Cluster: Sulfotransferase domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Sulfotransferase domain containing protein, exp"	UniRef90_Q2R3T7	CHR2V7|COORD:1150868..1151842| sulfotransferase family protein	AT2G03770.1	CHR11V5|COORD:17440822..17442665|protein flavonol sulfotransferase-like, putative, expressed	LOC_Os11g30810.1	no descriptionweakly similar to ( 107)AT2G03770| Symbols:  | sulfotransferase family protein | chr2:1150868-1151842 REVERSEnot assigned not assigned Sulfotransfer_1	lipid metabolism.'exotics' (steroids, squalene etc)	11_8

CUST_6007_PI404877155	2	0.07294941	-1.2109413	-0.072948456	0.25592518	0.47415352	-0.43118763	Contig18280_at	putative transcription factor OsGLK2 [Oryza sativa]	AAK50394.1	golden2-like transcription factor (GLK1)	At2g20570.1	protein myb-like DNA-binding domain, SHAQKYF class, putative	Os01g13740	NONE	RNA.regulation of transcription.G2-like transcription factor family, GARP	27_3_20

CUST_77194_PI403524517	2	-0.012493134	0.08944416	-0.31454182	0.039643288	-0.40052986	0.012493134	35_22127	"Cluster: Rhomboid family, putative; n=1; Oryza sativa (japonica cultivar-group)|Rep: Rhomboid family, putative - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53MA5	CHR2V7|COORD:12485322..12487198| ATRBL1 (ARABIDOPSIS THALIANA RHOMBOID-LIKE 1)	AT2G29050.1	CHR11V5|COORD:28299518..28295504|protein membrane protein, putative, expressed	LOC_Os11g47840.1	no descriptionweakly similar to ( 151)AT2G29050| Symbols: ATRBL1 | ATRBL1 (ARABIDOPSIS THALIANA RHOMBOID-LIKE 1) | chr2:12485322-12486730 FORWARDnot assigned not assigned Rhomboid	not assigned.no ontology	35_1

CUST_17440_PI403524517	2	-0.04446411	0.1948781	0.04446459	0.67222404	-0.25809622	-0.077487946	35_5036	"Cluster: Hypothetical protein P0644B06.41; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0644B06.41 - Oryza sativa (japonica cultivar-g"	UniRef90_Q9LWX9	"CHR4V7|COORD:13085440..13086006| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G25690.2); similar to conserved hypothetical protein [Medicago"	AT4G25670.1	CHR06V5|COORD:446831..443926|protein expressed protein	LOC_Os06g01770.1	"no descriptionvery weakly similar to (99.4)AT4G25670| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G25690.2); similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE85314.1) | chr4:13085440-13086006 REVERSE"	not assigned.unknown	35_2

CUST_6280_PI403524517	2	-0.04554844	0.017728806	-0.04416561	0.026921272	0.08022785	-0.017728806	35_1739	"Cluster: Putative vacuolar ATP synthase subunit C; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative vacuolar ATP synthase subunit C - Oryza sativa (jap"	UniRef90_Q84PC1	CHR1V7|COORD:4375582..4378218| DET3 (DE-ETIOLATED 3)	AT1G12840.1	CHR05V5|COORD:29468418..29464179|protein vacuolar ATP synthase subunit C, putative, expressed	LOC_Os05g51530.2	 no descriptionhighly similar to ( 547)AT1G12840| Symbols: ATVHA-C, DET3 | DET3 (DE-ETIOLATED 3) | chr1:4375582-4378218 FORWARDhighly similar to ( 557)VATC_HORVUVacuolar proton pump subunit C - Hordeum vulgare (Barley)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned V-ATPase_C COG5127 DUF566 PRK07003 Herpes_BLLF1 PRK12323 KAR9 Tymo_45kd_70kd Peptidase_S39 Pneumo_att_G 	transport.p- and v-ATPases	34_1

CUST_27505_PI403524517	2	-0.5375409	0.0046920776	-0.004691601	0.32447958	0.25051403	-0.7428851	35_7959	"Cluster: Hypothetical protein P0512C01.49-2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0512C01.49-2 - Oryza sativa (japonica cultiv"	UniRef90_Q5JMG0	CHR5V7|COORD:15720459..15721227| CRR7 (CHLORORESPIRATORY REDUCTION 7)	AT5G39210.1	CHR02V5|COORD:9479608..9484114|protein transposon protein, putative, CACTA, En/Spm sub-class	LOC_Os02g16590.1	no descriptionvery weakly similar to (92.0)AT5G39210| Symbols: CRR7 | CRR7 (CHLORORESPIRATORY REDUCTION 7) | chr5:15720459-15721227 FORWARD	not assigned.unknown	35_2

CUST_63898_PI403524517	2	0.14700985	-0.92941856	-0.09591389	0.08843422	-0.00541687	0.0054159164	35_18248	"Cluster: Putative GMP synthetase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative GMP synthetase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8H4X9	CHR1V7|COORD:23607790..23610743| GMP synthase (glutamine-hydrolyzing), putative / glutamine amidotransferase, putative	AT1G63660.1	CHR08V5|COORD:14224134..14228206|protein GMP synthase, putative, expressed	LOC_Os08g23730.1	 no descriptionhighly similar to ( 698)AT1G63660| Symbols:  | GMP synthase (glutamine-hydrolyzing), putative / glutamine amidotransferase, putative | chr1:23608537-23610743 REVERSEnot assigned guaA GMP_synthase_C GuaA PRK00919 GMP_synt_C GATase1_GMP_Synthase GuaA PRK00758 GATase PRK07255 GATase1_Anthranilate_Synthase PabA GATase1_1 NAD_synthase 	nucleotide metabolism.synthesis.purine.GMP synthetase	23_1_2_31

CUST_108001_PI403524517	2	0.23082638	-0.28569603	-0.007788658	0.007788658	0.014344215	-0.16668129	35_30728	"Cluster: SEC14 cytosolic factor-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: SEC14 cytosolic factor-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q652I7	CHR1V7|COORD:10888266..10890067| SEC14 cytosolic factor family protein / phosphoglyceride transfer family protein	AT1G30690.1	CHR06V5|COORD:27874116..27876422|protein patellin-5, putative, expressed	LOC_Os06g45990.2	no descriptionweakly similar to ( 105)AT1G30690| Symbols:  | transporter | chr1:10888266-10890067 FORWARDnot assigned not assigned not assigned	transport.misc	34_99

CUST_159615_PI403524517	2	0.08985233	0.45993137	0.06254101	-0.12515068	-0.24210835	-0.06254101	35_44547	"Cluster: HAT family dimerisation domain, putative; n=1; Oryza sativa (japonica cultivar-group)|Rep: HAT family dimerisation domain, putative - Oryza sativa (jap"	UniRef90_Q53M47	CHR3V7|COORD:7803611..7808053| Encodes a Protease inhibitor/seed storage/LTP family protein	AT3G22142.1	CHR11V5|COORD:7989894..7985564|protein transposon protein, putative, unclassified	LOC_Os11g14270.1	no description	not assigned.unknown	35_2

CUST_161908_PI403524517	2	-0.015823364	0.015824318	-0.1394844	-0.056892395	0.092372894	0.14040565	35_45163	"Cluster: Os02g0606300 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0606300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DZP7	CHR3V7|COORD:20834222..20837336| Met-10+ like family protein	AT3G56120.1	CHR02V5|COORD:23760009..23755253|protein TRM5 tRNA methyltransferase 5, putative	LOC_Os02g39370.1	no descriptionweakly similar to ( 122)AT3G56120| Symbols:  | Met-10+ like family protein | chr3:20834222-20837336 FORWARDnot assigned Met_10 COG2520	not assigned.no ontology	35_1

CUST_4998_PI399408534	2	-0.78411865	-0.8494873	0.7562313	-0.013112068	0.7195654	0.013112068	35_15932	Rep: Putative WRKY2 protein - Hordeum vulgare (Barley)	UniRef90_Q5W1G0	"CHR1V7|COORD:30388726..30390248| WRKY40 (WRKY DNA-binding protein 40); transcription factor"	AT1G80840.1	CHR06V5|COORD:26510702..26508922|protein OsWRKY28 - Superfamily of rice TFs having WRKY and zinc finger domains, expressed	LOC_Os06g44010.1	" no descriptionweakly similar to ( 168)AT1G80840| Symbols: ATWRKY40, WRKY40 | WRKY40 (WRKY DNA-binding protein 40); transcription factor | chr1:30388726-30390248 FORWARDnot assigned not assigned WRKY PRK07764 PRK07003 PRK12678 "	RNA.regulation of transcription.WRKY domain transcription factor family	27_3_32

CUST_150477_PI403524517	2	0.17520714	0.16503143	-0.24345636	0.10201931	-0.61212635	-0.10201931	35_42094	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_111642_PI403524517	2	-0.004544258	0.114085674	0.13253975	0.0045437813	-0.32360172	-0.24275875	35_31698	"Cluster: Hypothetical protein OSJNBa0006A22.32; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0006A22.32 - Oryza sativa (japonica"	UniRef90_Q5Z7K9	CHR1V7|COORD:25812961..25813793| AGP19/ATAGP19 (ARABINOGALACTAN-PROTEIN 19)	AT1G68725.1	CHR06V5|COORD:22253357..22254987|protein expressed protein	LOC_Os06g37570.1	no descriptionnot assigned not assigned not assigned	not assigned.unknown	35_2

CUST_69452_PI403524517	2	-0.10063267	0.39577866	-0.1614666	0.18962574	-0.8644128	0.10063267	35_19871	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_56048_PI403524517	2	-0.7055111	0.41392756	0.12489653	0.062198162	-0.40709066	-0.062198162	35_15953	"Cluster: Rhamnose biosynthetic enzyme 1, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Rhamnose biosynthetic enzyme 1,"	UniRef90_Q10N92	"CHR1V7|COORD:29555003..29557100| RHM1/ROL1 (RHAMNOSE BIOSYNTHESIS1); UDP-glucose 4,6-dehydratase/ catalytic"	AT1G78570.1	CHR03V5|COORD:9424485..9427754|protein RHM1, putative, expressed	LOC_Os03g17000.1	" no descriptionnearly identical (1160)AT1G78570| Symbols: RHM1, ROL1 | RHM1/ROL1 (RHAMNOSE BIOSYNTHESIS1); UDP-glucose 4,6-dehydratase/ catalytic | chr1:29555003-29557100 FORWARDweakly similar to ( 107)ARAE3_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned RfbB PRK10084 PRK10217 WcaG Epimerase GalE COG1086 Polysacc_synt_2 PRK10675 RfbD 3Beta_HSD Gmd NAD_binding_4 RmlD_sub_bind COG3320 PRK08125 PRK11908 "	cell wall.precursor synthesis.RHM	10_1_10

CUST_86084_PI403524517	2	-1.130373	-0.21969032	1.0831795	0.21969032	1.0969391	-0.6858082	35_24654	"Cluster: Putative hydroxycinnamoyl transferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative hydroxycinnamoyl transferase - Oryza sativa (japonica"	UniRef90_Q5N7V3	CHR2V7|COORD:16695515..16696963| transferase family protein	AT2G39980.1	CHR01V5|COORD:37121739..37124255|protein AER, putative, expressed	LOC_Os01g63480.1	no descriptionweakly similar to ( 145)AT2G39980| Symbols:  | transferase family protein | chr2:16695515-16696963 REVERSETransferase	secondary metabolism.phenylpropanoids	16_2

CUST_639_PI403524517	2	-3.076014	-0.7933636	1.6180725	0.7933626	0.967597	-0.8808155	35_167	"Cluster: Leaf-specific thionin DB4 precursor [Contains: Leaf-specific thionin DB4; Acidic protein]; n=3; Hordeum vulgare|Rep: Leaf-specific thionin DB4"	UniRef90_P08772	CHR1V7|COORD:24609539..24610136| thionin, putative	AT1G66100.1	CHR06V5|COORD:18773644..18772307|protein thionin precursor, putative, expressed	LOC_Os06g32240.1	" no descriptionvery weakly similar to (65.9)AT1G66100| Symbols:  | thionin, putative | chr1:24609539-24610136 REVERSEmoderately similar to ( 264)THN3_HORVULeaf-specific thionin DB4 precursor [Contains: Leaf-specific thionin DB4; Acidic protein] - Hordeum vulgare (Barley)Thionin "	stress.biotic	20_1

CUST_169635_PI403524517	2	0.27166843	0.036032677	-0.032752037	0.03275156	-0.49702787	-0.19371271	35_47249	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_178366_PI403524517	2	-1.6723518	-0.2928276	0.2928276	0.47506237	0.34751606	-1.0622864	35_49602	"Cluster: Leaf-specific thionin precursor [Contains: Leaf-specific thionin; Acidic protein]; n=3; Hordeum vulgare|Rep: Leaf-specific thionin precursor [Contains:"	UniRef90_P09617	CHR1V7|COORD:24609539..24610136| thionin, putative	AT1G66100.1	CHR06V5|COORD:18201886..18201176|protein leaf-specific thionin BTH6 precursor, putative	LOC_Os06g31280.1	"no descriptionweakly similar to ( 134)THN7_HORVUThionin BTH7 precursor [Contains: Thionin BTH7; Acidic protein] - Hordeum vulgare (Barley)Thionin"	stress.biotic	20_1

CUST_8184_PI399408534	2	0.04148674	0.4484396	-0.041485786	-0.12945461	-0.5093508	0.055714607	35_42579	Rep: CDC5 protein - Zea mays (Maize)	UniRef90_Q8W149	"CHR1V7|COORD:3162004..3165124| ATCDC5 (Arabidopsis thaliana homolog of cdc5); DNA binding / transcription factor"	AT1G09770.1	CHR04V5|COORD:16392478..16399791|protein cell division cycle 5-like protein, putative, expressed	LOC_Os04g28090.1	" no descriptionweakly similar to ( 176)AT1G09770| Symbols: AtMYBCDC5, CDC5, ATCDC5 | ATCDC5 (Arabidopsis thaliana homolog of cdc5); DNA binding / transcription factor | chr1:3162004-3165124 FORWARDnot assigned not assigned not assigned REB1 SANT SANT Myb_DNA-binding "	RNA.regulation of transcription.MYB domain transcription factor family	27_3_25

CUST_91629_PI403524517	2	-0.10394287	-0.9035177	-0.77048254	0.15045214	0.10394287	1.4449983	35_26197	"Cluster: Short-chain dehydrogenase Tic32; n=1; Oryza sativa (japonica cultivar-group)|Rep: Short-chain dehydrogenase Tic32 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q53ML7	CHR4V7|COORD:12229181..12231503| short-chain dehydrogenase/reductase (SDR) family protein	AT4G23430.2	CHR11V5|COORD:4093522..4097409|protein retinol dehydrogenase 13, putative, expressed	LOC_Os11g07930.1	 no descriptionmoderately similar to ( 226)AT4G23430| Symbols:  | short-chain dehydrogenase/reductase (SDR) family protein | chr4:12229181-12231503 FORWARDvery weakly similar to (89.7)POR_DAUCAProtochlorophyllide reductase, chloroplast precursor - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned not assigned PRK06197 PRK06196 PRK05854 PRK07453 FabG fabG COG4221 PRK12826 DltE fabG PRK06949 PRK12939 fabG PRK12828 DltE PRK06914 PRK09242 PRK07063 PRK05855 PRK12827 PRK06484 PRK07201 fabG PRK12829 PRK07825 	misc.short chain dehydrogenase/reductase (SDR)	26_22

CUST_10455_PI403524517	2	-0.0020742416	-0.6556492	-0.048099518	0.07864857	0.03958893	0.0020751953	35_2949	Rep: OSIGBa0157N01.7 protein - Oryza sativa (Rice)	UniRef90_Q01LZ4	CHR3V7|COORD:22165505..22166547| tRNA-binding region domain-containing protein	AT3G59980.1	CHR04V5|COORD:13583239..13585714|protein multisynthetase complex auxiliary component p43, putative, expressed	LOC_Os04g23820.1	no descriptionmoderately similar to ( 229)AT3G59980| Symbols:  | tRNA-binding region domain-containing protein | chr3:22165505-22166547 REVERSEweakly similar to ( 143)SYM_ORYSAnot assigned tRNA_bind_EMAP-II_like tRNA_bindingDomain tRNA_bind metG tRNA_bind_EcMetRS_like PRK12267 ARC1 PRK10089 tRNA_bind_CsaA pheT tRNA_bind_bactPheRS	protein.aa activation	29_1

CUST_76462_PI403524517	2	-0.003853798	-0.9505601	-6.351471E-4	0.17440128	6.351471E-4	0.03714466	35_21921	"Cluster: Fertility restorer homologue-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Fertility restorer homologue-like - Oryza sativa (japonica cultivar"	UniRef90_Q8LQY2	CHR3V7|COORD:20381270..20383825| pentatricopeptide (PPR) repeat-containing protein	AT3G54980.1	CHR01V5|COORD:24572064..24566778|protein EMB2745, putative, expressed	LOC_Os01g42620.2	no descriptionmoderately similar to ( 338)AT3G54980| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr3:20381270-20383825 FORWARDmoderately similar to ( 227)RF1_ORYSAPPR	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_30465_PI403524517	2	0.059513092	-0.08239174	-0.025102615	0.09678745	0.025102615	-0.057198524	35_8796	"Cluster: Os02g0658300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os02g0658300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DYZ0	"CHR4V7|COORD:9686478..9686860| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G47455.6); similar to hypothetical protein 26.t00030 [Brassica"	AT4G17310.1	CHR02V5|COORD:26614423..26616451|protein expressed protein	LOC_Os02g44100.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323	not assigned.unknown	35_2

CUST_66241_PI403524517	2	0.07212734	-0.07212734	0.07586908	-0.098220825	-0.3997035	0.11342621	35_18918	"Cluster: Os03g0216700 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os03g0216700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DTY8	CHR1|COORD:19035683..19038647| MATE efflux family protein, contains Pfam profile PF01554: MatE	AT1G51340.1	CHR03V5|COORD:6121896..6110960|protein antiporter/ drug transporter, putative, expressed	LOC_Os03g11734.2	no descriptionmoderately similar to ( 277)AT1G51340| Symbols:  | MATE efflux family protein | chr1:19035702-19038349 FORWARDnot assigned NorM MatE PRK10367 vmrA	transport.misc	34_99

CUST_60546_PI403524517	2	0.13045025	-0.48243523	0.019395828	-0.019396782	-0.1147995	0.046982765	35_17260	"Cluster: Phosphoserine phosphatase, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Phosphoserine phosphatase,"	UniRef90_Q2R0W7	CHR1V7|COORD:6416516..6418237| PSP (3-PHOSPHOSERINE PHOSPHATASE)	AT1G18640.2	CHR11V5|COORD:24157974..24154451|protein phosphoserine phosphatase, chloroplast precursor, putative, expressed	LOC_Os11g41160.2	no descriptionweakly similar to ( 188)AT1G18640| Symbols: PSP | PSP (3-PHOSPHOSERINE PHOSPHATASE) | chr1:6416516-6418237 REVERSEnot assigned SerB serB	amino acid metabolism.synthesis.serine-glycine-cysteine group.serine.phosphoserine phosphatase	13_1_5_1_3

CUST_48244_PI403524517	2	0.06752968	-0.1541748	-0.009298325	-0.019233704	0.033391953	0.009298325	35_13791	"Cluster: PREDICTED: similar to germinal histone H4 gene; n=2; Canis familiaris|Rep: PREDICTED: similar to germinal histone H4 gene - Canis familiaris"	UniRef90_UPI00005A5820	CHR5V7|COORD:24068875..24069186| histone H4	AT5G59690.1	CHR10V5|COORD:20690219..20689571|protein histone H4, putative, expressed	LOC_Os10g39410.1	no descriptionweakly similar to ( 153)AT5G59970| Symbols:  | histone H4 | chr5:24163578-24163889 REVERSEweakly similar to ( 153)H4_PEAHistone H4 - Pisum sativum (Garden pea)not assigned H4 H4 HHT1 Histone	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_114320_PI403524517	2	0.02260685	-0.40806293	-0.2504487	0.42279816	0.2031517	-0.022607327	35_32444	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_95064_PI403524517	2	0.11210346	0.36110497	-0.020882607	-0.15453815	-0.21663952	0.02088356	35_27166	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_9872_PI403524517	2	0.0049943924	0.51885986	0.05274868	-0.20803642	-0.06719303	-0.0049943924	35_2782	"Cluster: Os05g0542600 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os05g0542600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DGB3	CHR3V7|COORD:2151033..2152665| mov34 family protein	AT3G06820.1	CHR05V5|COORD:26847210..26852601|protein mov34/MPN/PAD-1 family protein, expressed	LOC_Os05g46490.2	"no descriptionmoderately similar to ( 382)AT1G80210| Symbols:  | similar to mov34 family protein [Arabidopsis thaliana] (TAIR:AT3G06820.2); similar to Os05g0542600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001056196.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAU43989.1); contains InterPro domain Mov34/MPN/PAD-1; (InterPro:IPR000555); contains InterPro domain Mov34-1; (InterPro:IPR003639) | chr1:30168249-30170520 REVERSEnot assigned not assigned JAB_MPN Mov34"	not assigned.unknown	35_2

CUST_35303_PI403524517	2	0.040504456	-0.19321156	-0.12373543	-0.032221794	0.032221794	0.19905472	35_10178	"Cluster: ABC1-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: ABC1-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5N6W3	CHR4V7|COORD:12786801..12789608| ATP binding / electron carrier/ heme binding / iron ion binding / protein kinase	AT4G24810.2	CHR01V5|COORD:39689733..39684304|protein protein kinase, putative, expressed	LOC_Os01g67720.1	no descriptionmoderately similar to ( 222)AT4G24810| Symbols:  | ATP binding / electron carrier/ heme binding / iron ion binding / protein kinase | chr4:12786801-12789608 REVERSEnot assigned AarF	not assigned.no ontology.ABC1 family protein	35_1_1

CUST_159291_PI403524517	2	0.4579916	0.09698677	-0.2133379	0.009052753	-0.28981495	-0.00905323	35_44461	"Cluster: Transcriptional regulator; n=1; Mycobacterium smegmatis str. MC2 155|Rep: Transcriptional regulator - Mycobacterium smegmatis str. MC2 155"	UniRef90_A0R646	CHR1V7|COORD:16816094..16817173| DNA binding / ligand-dependent nuclear receptor	AT1G44191.1	CHR06V5|COORD:27959871..27970325|protein expressed protein	LOC_Os06g46149.2	no description	not assigned.unknown	35_2

CUST_15203_PI399408534	2	0.15704632	-0.34825897	-0.035583496	-0.08479977	0.03558445	0.053455353	35_19993	Rep: Histone deacetylase HDAC4 - Triticum aestivum (Wheat)	UniRef90_Q0Z9W1	"CHR3V7|COORD:6361611..6365373| HDA15 (histone deacetylase 15); histone deacetylase"	AT3G18520.1	CHR07V5|COORD:3443091..3434233|protein histone deacetylase HDA110 isoform 1, putative, expressed	LOC_Os07g06980.1	"no descriptionmoderately similar to ( 451)AT3G18520| Symbols: HDA15 | HDA15 (histone deacetylase 15); histone deacetylase | chr3:6361611-6365405 FORWARDvery weakly similar to (91.7)HDAC_MAIZEnot assigned not assigned not assigned Hist_deacetyl AcuC"	RNA.regulation of transcription.HDA	27_3_55

CUST_104578_PI403524517	2	0.0069351196	0.074466705	0.0069351196	-0.0069332123	-0.008859634	-0.18204689	35_29802	"Cluster: Low molecular weight oleosin; n=1; Hordeum vulgare|Rep: Low molecular weight oleosin - Hordeum vulgare (Barley)"	UniRef90_Q43770	CHR5V7|COORD:6851697..6853014| 40S ribosomal protein S8 (RPS8A)	AT5G20290.1	CHR04V5|COORD:27143863..27142995|protein oleosin 16 kDa, putative, expressed	LOC_Os04g46200.1	no descriptionvery weakly similar to (74.7)AT5G20290| Symbols:  | 40S ribosomal protein S8 (RPS8A) | chr5:6851697-6853014 REVERSEvery weakly similar to (76.3)RS8_ORYSAnot assigned Oleosin Ribosomal_S8e	protein.synthesis.misc ribososomal protein	29_2_2

CUST_27079_PI399408534	2	0.4503231	-0.51449347	0.0147771835	-0.0147771835	2.6465359	-0.21476793	35_28891	"Cluster: Putative RNA helicase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative RNA helicase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K4U8	CHR3V7|COORD:9751359..9754956| ATP-dependent RNA helicase, putative	AT3G26560.1	CHR02V5|COORD:11668274..11673597|protein pre-mRNA-splicing factor ATP-dependent RNA helicase, putative, expressed	LOC_Os02g19860.1	 no descriptionmoderately similar to ( 286)AT3G26560| Symbols:  | ATP-dependent RNA helicase, putative | chr3:9751359-9754956 REVERSEnot assigned not assigned 	RNA.processing	27_1

CUST_37526_PI403524517	2	0.21525288	-0.22897339	-0.10443878	-0.031769753	0.031769753	0.17901897	35_10808	"Cluster: OSJNBa0031O09.02; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0031O09.02 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8LLP6	"CHR5V7|COORD:17703934..17705850| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G04090.1); similar to unknown protein [Arabidopsis thaliana]"	AT5G43950.1	CHR03V5|COORD:29225200..29222881|protein expressed protein	LOC_Os03g51150.1	" no descriptionvery weakly similar to (54.7)AT5G43950| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G04090.1); similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G04350.1); similar to Os03g0142900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001048935.1); similar to Protein of unknown function DUF946, plant [Medicago truncatula] (GB:ABE91890.1); similar to Protein of unknown function DUF946, plant [Medicago truncatula] (GB:ABE90426.1); contains InterPro domain Protein of unknown function DUF946, plant; (InterPro:IPR009291) | chr5:17703934-17705850 REVERSEDUF946 "	not assigned.unknown	35_2

CUST_76163_PI403524517	2	0.10539627	-0.09325361	0.4907055	-0.108793736	0.093253136	-0.54992914	35_21833	"Cluster: Putative polygalacturonase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative polygalacturonase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6L5C5	CHR4V7|COORD:12397227..12400060| glycoside hydrolase family 28 protein / polygalacturonase (pectinase) family protein	AT4G23820.1	CHR01V5|COORD:24956118..24959179|protein polygalacturonase, putative, expressed	LOC_Os01g43160.1	no descriptionvery weakly similar to (53.1)AT4G23820| Symbols:  | glycoside hydrolase family 28 protein / polygalacturonase (pectinase) family protein | chr4:12397227-12400060 REVERSE	cell wall.degradation.pectate lyases and polygalacturonases	10_6_3

CUST_29490_PI399408534	2	0.21620083	-0.78406143	-0.16191578	-0.011501312	0.045945168	0.011502266	35_19446	"Cluster: Receptor protein kinase CLAVATA1, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Receptor protein kinase CLAVATA1, putative, exp"	UniRef90_Q10PM6	"CHR5V7|COORD:26299052..26302171| BAM1 (big apical meristem 1); ATP binding / kinase/ protein serine/threonine kinase"	AT5G65700.1	CHR03V5|COORD:6787909..6783625|protein receptor protein kinase CLAVATA1 precursor, putative, expressed	LOC_Os03g12730.1	"no descriptionmoderately similar to ( 429)AT5G65700| Symbols: BAM1 | BAM1 (big apical meristem 1); ATP binding / kinase/ protein serine/threonine kinase | chr5:26299052-26302171 FORWARDweakly similar to ( 191)RPK1_IPONIReceptor-like protein kinase precursor - Ipomoea nil (Japanese morning glory) (Pharbitis nil)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pkinase_Tyr Pkinase S_TKc TyrKc S_TKc PTKc PTKc_Srm_Brk PTKc_Jak_rpt2 PTKc_Syk_like PTKc_Src_like PTKc_Csk_like SPS1 PTKc_EphR PTKc_Frk_like PTKc_Ack_like PTKc_Tec_like PTKc_EGFR_like PTKc_Trk PTKc_Src PTKc_InsR_like PTKc_Lck_Blk PTKc_Fyn_Yrk PTKc_Lyn PTKc_EphR_A2 PTKc_Btk_Bmx PTKc_Jak2_Jak3_rpt2 PTKc_Itk PTKc_Fes_like PTKc_Abl PTKc_DDR PTKc_Yes PTKc_Tyk2_rpt2 PTKc_Jak1_rpt2 PTKc_TrkA PTKc_Chk PTKc_Tec_Rlk PTKc_EphR_A PTKc_EphR_B PTKc_TrkC PTKc_Ror PTKc_Csk PTK_HER3 PTKc_Hck PTKc_HER4 PTKc_EphR_A10 PTKc_c-ros PTKc_FAK PTKc_Axl_like PTKc_FGFR PTKc_Aatyk PTKc_TrkB PTKc_Fer PTK_CCK4 PTKc_Zap-70 PTKc_Syk PTKc_Met_Ron PTKc_DDR_like PTKc_EGFR PTKc_Tie1 PTKc_DDR1 PTKc_Aatyk1_Aatyk3 PTKc_InsR PTKc_Tie PTKc_DDR2 PTKc_FGFR3 PTKc_IGF-1R PTKc_Tie2 PTKc_Fes PTKc_ALK_LTK PTKc_FGFR1 PTKc_FGFR2 PTKc_FGFR4 PTKc_Musk PTKc_PDGFR PTK_Ryk PTKc_RET PTKc_Tyro3 PTKc_Ror1 PTKc_HER2 PTKc_Ror2 PTKc_Axl PTK_Jak_rpt1 PTKc_VEGFR PTKc_VEGFR3"	signalling.receptor kinases.leucine rich repeat XI	30_2_11

CUST_136925_PI403524517	2	0.0847559	0.4238701	-0.036945343	-0.2418766	-0.06858063	0.036946297	35_38399	"Cluster: Os06g0507900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0507900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DBY2		0	CHR06V5|COORD:18120226..18115313|protein expressed protein	LOC_Os06g31190.1	no description	not assigned.unknown	35_2

CUST_3621_PI403524517	2	0.014237404	-0.67635155	-0.023492813	-0.0047683716	0.055181503	0.0047683716	35_988	Rep: Protein phosphatase 2A A subunit - Oryza sativa (Rice)	UniRef90_Q9S7C5	"CHR3V7|COORD:9424059..9427020| PDF1 (65 KDA REGULATORY SUBUNIT OF PROTEIN PHOSPHATASE 2A); protein phosphatase type 2A regulator"	AT3G25800.1	CHR09V5|COORD:3763491..3756934|protein serine/threonine-protein phosphatase 2A 65 kDa regulatory subunit Abeta isoform, putative, expressed	LOC_Os09g07510.2	" no descriptionmoderately similar to ( 333)AT3G25800| Symbols: PR 65, PR65, PDF1 | PDF1 (65 KDA REGULATORY SUBUNIT OF PROTEIN PHOSPHATASE 2A); protein phosphatase type 2A regulator | chr3:9424273-9427020 REVERSEmoderately similar to ( 313)2AAA_PEAProtein phosphatase PP2A regulatory subunit A - Pisum sativum (Garden pea)not assigned "	protein.postranslational modification	29_4

CUST_7145_PI403524517	2	0.07100248	0.120765686	-0.022430897	0.02243042	-0.03999281	-0.07267237	35_1984	"Cluster: Hypothetical protein F12M12_190; n=2; Arabidopsis thaliana|Rep: Hypothetical protein F12M12_190 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9LX73	CHR3V7|COORD:16991592..16994955| similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE80013.1)	AT3G46220.1	CHR05V5|COORD:904477..912080|protein expressed protein	LOC_Os05g02650.1	no descriptionweakly similar to ( 181)AT3G46220| Symbols:  | similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE80013.1) | chr3:16991592-16994955 FORWARDnot assigned	not assigned.unknown	35_2

CUST_80169_PI403524517	2	-0.11899328	-0.3711753	0.033718586	0.15585041	-0.013255119	0.0132546425	35_22991	"Cluster: Os11g0544800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os11g0544800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IS96	"CHR1V7|COORD:17943853..17946208| GATB (GLU-ADT SUBUNIT B); glutamyl-tRNA(Gln) amidotransferase"	AT1G48520.1	CHR11V5|COORD:19533404..19528646|protein aspartyl/glutamyl-tRNA amidotransferase subunit B, putative, expressed	LOC_Os11g34210.2	"no descriptionmoderately similar to ( 280)AT1G48520| Symbols: GATB | GATB (GLU-ADT SUBUNIT B); glutamyl-tRNA(Gln) amidotransferase | chr1:17943853-17946208 FORWARDnot assigned gatB GatB GatB_Yqey PRK04028 GatE"	tetrapyrrole synthesis.glu-tRNA synthetase	19_1

CUST_26674_PI403524517	2	0.25779247	0.14419365	-0.0031371117	-0.0031371117	-0.3541603	0.0031366348	35_7730	"Cluster: Transducin-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Transducin-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6H6D6	"CHR1V7|COORD:5675918..5678679| SR45 (arginine/serine-rich 45); RNA binding"	AT1G16610.2	CHR02V5|COORD:3694689..3699715|protein expressed protein	LOC_Os02g07190.1	no descriptionnot assigned PRK12323	not assigned.unknown	35_2

CUST_4851_PI404877155	2	-0.22362804	-0.55389404	0.079624176	-0.022501945	0.0225029	0.062805176	Contig1618_at	putative transketolase [Oryza sativa (japonica cultivar-group)] gb|AAO33154.1| putative transketolase [Oryza sativa (japonica cultivar-group	BAB19388.1	transketolase, putative	At3g60750.1	protein transketolase	Os06g04270	putative transketolase	PS.calvin cyle.transketolase	1_03_08

CUST_125970_PI403524517	2	0.02374363	-0.023744583	-0.050038338	0.02910328	-0.042337418	0.11633301	35_35467	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_8026_PI403524517	2	-0.22748184	0.18984509	0.03180504	-0.20240784	0.14535141	-0.031805992	35_2236	"Cluster: Harpin-induced protein 1 (Hin1), putative; n=1; Oryza sativa (japonica cultivar-group)|Rep: Harpin-induced protein 1 (Hin1), putative - Oryza sativa (j"	UniRef90_Q53NC9	CHR3V7|COORD:15939203..15940632| harpin-induced family protein / HIN1 family protein / harpin-responsive family protein	AT3G44220.1	CHR11V5|COORD:2735371..2734293|protein VAMP protein SEC22, putative, expressed	LOC_Os11g05860.1	no descriptionweakly similar to ( 171)AT3G44220| Symbols:  | harpin-induced family protein / HIN1 family protein / harpin-responsive family protein | chr3:15939203-15940632 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Hin1 PRK07003 Herpes_BLLF1 PRK12678 TT_ORF1 Pneumo_att_G PRK12323 AF-4 PRK07764 Tymo_45kd_70kd DUF566 HPC2 Gag_spuma APC_basic Atrophin-1 infB	not assigned.no ontology	35_1

CUST_61755_PI403524517	2	0.18765736	0.09320545	-0.15780067	-0.07610893	-0.036492348	0.0364933	35_17622	"Cluster: Hypothetical protein OJ1590_E05.35-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1590_E05.35-1 - Oryza sativa (japonica"	UniRef90_Q6YYJ6	CHR2V7|COORD:1030632..1032351| uvrB/uvrC motif-containing protein	AT2G03390.1	CHR01V5|COORD:32508640..32504738|protein hemimethylated DNA binding domain containing protein	LOC_Os01g55880.1	no descriptionmoderately similar to ( 345)AT2G03390| Symbols:  | uvrB/uvrC motif-containing protein | chr2:1030632-1032351 REVERSEYccV-like COG3785	DNA.synthesis/chromatin structure	28_1

CUST_73415_PI403524517	2	0.042546272	0.1747818	-0.020048141	-0.11387539	0.020049095	-0.1511097	35_21049	"Cluster: Ribosomal large subunit pseudouridine synthase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Ribosomal large subunit pseudouridine synthase-li"	UniRef90_Q5Z8P2	CHR1V7|COORD:28545752..28547720| pseudouridine synthase family protein	AT1G76050.2	CHR06V5|COORD:30484252..30479740|protein RNA binding protein, putative, expressed	LOC_Os06g50360.1	no descriptionmoderately similar to ( 359)AT1G76050| Symbols:  | pseudouridine synthase family protein | chr1:28545752-28547720 FORWARDnot assigned RluA rluD PseudoU_synth_RluCD_like PseudoU_synth_2 PseudoU_synth_TruC PseudoU_synth_ScRIB2 PRK11112 PRK11025 PRK10158 PseudoU_synth_Rsu_Rlu_like PSRA_1	protein.aa activation.pseudouridylate synthase	29_1_30

CUST_35606_PI403524517	2	0.2513113	0.52009296	0.056653976	-0.05665493	-0.10928154	-0.09129906	35_10268	Rep: Protein-O-fucosyltransferase 1 - Oryza sativa (Rice)	UniRef90_Q659R8	CHR3V7|COORD:1513564..1514619| similar to protein-O-fucosyltransferase 1 [Saccharum officinarum] (GB:CAH40838.1)	AT3G05320.1	CHR02V5|COORD:3702928..3705407|protein protein-O-fucosyltransferase 1, putative, expressed	LOC_Os02g07200.3	no descriptionweakly similar to ( 176)AT3G05320| Symbols:  | similar to protein-O-fucosyltransferase 1 [Saccharum officinarum] (GB:CAH40838.1) | chr3:1513564-1514619 REVERSE	not assigned.unknown	35_2

CUST_8672_PI404877155	2	0.10929966	0.013642311	-0.04392433	-0.12096405	-0.013643265	0.13536835	Contig25726_at	putative receptor protein kinase tmk1 precursor [Oryza sativa (japonica cultivar-group)] dbj|BAB55510.1| putative receptor protein kinase tm	NP_916033.1	protein kinase family protein / peptidoglycan-binding LysM domain-containing protein	At1g51940.1	protein Similar to probable protein kinase [imported] - Arabidopsis thaliana	Os01g53840	protein kinase family protein / peptidoglycan-binding LysM domain-containing protein, contains protein kinases ATP-binding region signature, PROSITE:PS00107	signalling.receptor kinases.lysine motif	30_2_21

CUST_58952_PI403524517	2	0.12747955	-0.12748003	0.4767666	0.25510168	-1.0028167	-0.44598055	35_16817	"Cluster: UDP-galactose transporter, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: UDP-galactose transporter, putative, expressed - Oryza"	UniRef90_Q10SL9	"CHR1V7|COORD:4286412..4288857| similar to ATUTR2/UTR2 (UDP-GALACTOSE TRANSPORTER 2) [Arabidopsis thaliana] (TAIR:AT4G23010.1); similar to hypothetical protein"	AT1G12600.1	CHR03V5|COORD:969434..973070|protein solute carrier family 35 member B3, putative, expressed	LOC_Os03g02670.2	 no descriptionhighly similar to ( 532)AT4G23010| Symbols: ATUTR2, UTR2 | ATUTR2/UTR2 (UDP-GALACTOSE TRANSPORTER 2) | chr4:12060329-12062497 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned UAA RhaT TPT 	transport.NDP-sugars at the ER	34_11

CUST_6821_PI403524517	2	0.46983433	0.17073011	-0.08304787	0.08304834	-0.1200819	-0.16328669	35_1894	"Cluster: Putative minor histocompatibility antigen H13 isoform 1; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative minor histocompatibility antigen H13"	UniRef90_Q6ZGL9	CHR2V7|COORD:937551..940080| signal peptide peptidase family protein	AT2G03120.1	CHR02V5|COORD:906564..911664|protein minor histocompatibility antigen H13, putative, expressed	LOC_Os02g02530.2	no descriptionmoderately similar to ( 218)AT2G03120| Symbols:  | signal peptide peptidase family protein | chr2:937551-940080 FORWARDnot assigned Peptidase_A22B PSN	protein.degradation	29_5

CUST_7185_PI404877155	2	-0.23715019	0.7839079	-0.43467903	0.23715019	0.28246593	-0.3378687	Contig20981_at	putative Cys2/His2 zinc-finger protein [Oryza sativa (japonica cultivar-group)]	AAO65858.1	zinc finger (C2H2 type) family protein	At3g46070.1	protein putative Cys2/His2 zinc-finger protein	Os03g60570	zinc finger (C2H2 type) family protein, contains zinc finger, C2H2 type, domain, PROSITE:PS00028	RNA.regulation of transcription.C2H2 zinc finger family	27_3_11

CUST_25478_PI403524517	2	0.10058594	-0.44925213	-0.06992149	0.01897335	0.053329468	-0.018972397	35_7383	"Cluster: Os01g0330100 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0330100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JN39	CHR1V7|COORD:21245353..21247630| GDSL-motif lipase/hydrolase family protein	AT1G56670.1	CHR01V5|COORD:12724537..12728527|protein alpha-L-fucosidase 2 precursor, putative, expressed	LOC_Os01g22660.3	no descriptionweakly similar to ( 135)AT1G56670| Symbols:  | GDSL-motif lipase/hydrolase family protein | chr1:21245353-21247630 FORWARDvery weakly similar to (78.2)EST_HEVBREsterase precursor - Hevea brasiliensis (Para rubber tree)SGNH_plant_lipase_like fatty_acyltransferase_like	misc.GDSL-motif lipase	26_28

CUST_11961_PI403524517	2	0.06674957	0.63070774	-0.24886513	-0.06674862	-0.102796555	0.12594604	35_3403	Rep: Gibberellin receptor GID1 - Oryza sativa (Rice)	UniRef90_Q6L545	CHR3V7|COORD:1430688..1432293| ATGID1A/GID1A (GA INSENSITIVE DWARF1A)	AT3G05120.1	CHR05V5|COORD:19785268..19788132|protein gibberellin receptor GID1L2, putative, expressed	LOC_Os05g33730.1	 no descriptionmoderately similar to ( 306)AT3G05120| Symbols: ATGID1A, GID1A | ATGID1A/GID1A (GA INSENSITIVE DWARF1A) | chr3:1430688-1432293 FORWARDmoderately similar to ( 394)GID1_ORYSAnot assigned not assigned not assigned not assigned Abhydrolase_3 Aes PRK10162 DUF566 	not assigned.no ontology	35_1

CUST_97122_PI403524517	2	0.04192543	0.014511108	-0.08822775	-0.014511108	0.12299538	-3.2264864	35_27739	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_92518_PI403524517	2	-0.19350433	0.120871544	0.3278265	-0.05040264	0.050401688	-0.08651924	35_26454	0	0	0	0	CHR11V5|COORD:3705546..3703861|protein hypothetical protein	LOC_Os11g07360.1	no description	not assigned.unknown	35_2

CUST_28_PI399408534	2	0.06619072	0.060203552	-0.0602026	-0.14708138	-0.30651283	0.112205505	35_29017	"Cluster: Putative glucose inhibited division protein A; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative glucose inhibited division protein A - Oryza s"	UniRef90_Q5JN40	CHR2V7|COORD:5600352..5605378| glucose-inhibited division family A protein	AT2G13440.1	CHR01V5|COORD:42662602..42656094|protein tRNA uridine 5-carboxymethylaminomethyl modification enzyme gidA, putative, expressed	LOC_Os01g72980.2	no descriptionmoderately similar to ( 318)AT2G13440| Symbols:  | glucose-inhibited division family A protein | chr2:5600352-5605378 REVERSEnot assigned PRK05192 GidA GIDA PRK05335 Gid	signalling.in sugar and nutrient physiology	30_1

CUST_68410_PI403524517	2	0.24647427	0.019144058	-0.05019474	-0.019144058	-0.0299263	0.13201618	35_19563	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_9799_PI403524517	2	0.16708183	-0.1895256	-0.21771622	-0.027290344	0.027291298	0.046848297	35_2762	Rep: H+-translocating pyrophosphatase - Zea mays (Maize)	UniRef90_A0MWC0	CHR1V7|COORD:5739461..5743562| vacuolar-type H+-translocating inorganic pyrophosphatase, putative	AT1G16780.1	CHR02V5|COORD:19915239..19906424|protein pyrophosphate-energized membrane proton pump 3, putative, expressed	LOC_Os02g33490.1	 no descriptionhighly similar to ( 556)AT1G16780| Symbols:  | vacuolar-type H+-translocating inorganic pyrophosphatase, putative | chr1:5739461-5743562 REVERSEmoderately similar to ( 246)AVP_HORVUPyrophosphate-energized vacuolar membrane proton pump - Hordeum vulgare (Barley)H_PPase hppA OVP1 	transport.H+ transporting pyrophosphatase	34_30

CUST_12587_PI399408534	2	-0.37429237	-0.25686026	0.7828293	-0.40789843	2.3322496	0.25686073	35_25490	"Cluster: Receptor-like protein kinase 1-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: Receptor-like protein kinase 1-like - Oryza sativa (japonica cult"	UniRef90_Q5ZBN0	CHR2V7|COORD:11395699..11398364| leucine-rich repeat transmembrane protein kinase, putative	AT2G26730.1	CHR01V5|COORD:24308752..24302798|protein atypical receptor-like kinase MARK, putative, expressed	LOC_Os01g42294.1	 no descriptionvery weakly similar to (99.0)AT2G26730| Symbols:  | leucine-rich repeat transmembrane protein kinase, putative | chr2:11395699-11398364 FORWARDnot assigned not assigned PRK12678 	signalling.receptor kinases.leucine rich repeat III	30_2_3

CUST_9971_PI404877155	2	-0.051185608	0.33455658	0.029263496	-0.06726456	-0.029262543	0.07010651	Contig3702_s_at	putative tetrafunctional protein of glyoxysomal fatty acid beta-oxidation [Oryza sativa (japonica cultivar-group)] dbj|BAB93398.1| putative	NP_908896.1	fatty acid multifunctional protein (MFP2)	At3g06860.1	protein 3-hydroxyacyl-CoA dehydrogenase, C-terminal domain, putative	Os01g24680	putative tetrafunctional protein of glyoxysomal fatty acid beta-oxidation	lipid metabolism.lipid degradation.beta-oxidation.mutifunctional	11_9_4_09

CUST_47750_PI403524517	2	-0.018911362	-0.081905365	-0.044065475	0.018909454	0.15525436	0.033475876	35_13661	"Cluster: PREDICTED: similar to germinal histone H4 gene; n=1; Canis familiaris|Rep: PREDICTED: similar to germinal histone H4 gene - Canis familiaris"	UniRef90_UPI00004A6D44	CHR5V7|COORD:24068875..24069186| histone H4	AT5G59690.1	CHR10V5|COORD:20690219..20689571|protein histone H4, putative, expressed	LOC_Os10g39410.1	no descriptionweakly similar to ( 160)AT5G59970| Symbols:  | histone H4 | chr5:24163578-24163889 REVERSEweakly similar to ( 160)H4_PEAHistone H4 - Pisum sativum (Garden pea)not assigned H4 H4 HHT1 Histone	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_3143_PI399408534	2	0.4690709	0.023414135	-0.023414612	-0.59901285	4.477047	-0.059781075	35_44907	"Cluster: OSJNBb0012E24.3 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: OSJNBb0012E24.3 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XU07	CHR1V7|COORD:22196673..22198842| EMB1220 (EMBRYO DEFECTIVE 1220)	AT1G60170.1	CHR07V5|COORD:2142450..2150124|protein pre-mRNA-splicing factor 31, putative, expressed	LOC_Os07g04850.2	no descriptionvery weakly similar to (53.1)AT1G60170| Symbols: EMB1220 | EMB1220 (EMBRYO DEFECTIVE 1220) | chr1:22196673-22198842 FORWARD	RNA.processing	27_1

CUST_63413_PI403524517	2	-0.034589767	0.06328392	0.2548871	-0.37243748	0.034589767	-0.11845064	35_18108	"Cluster: Flavin-containing monooxygenase family protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Flavin-containing monooxygenase"	UniRef90_Q336T9	CHR1V7|COORD:23506870..23509023| flavin-containing monooxygenase family protein / FMO family protein	AT1G63370.1	CHR10V5|COORD:21397494..21394729|protein disulfide oxidoreductase/ monooxygenase, putative, expressed	LOC_Os10g40570.1	no descriptionmoderately similar to ( 332)AT1G63370| Symbols:  | flavin-containing monooxygenase family protein / FMO family protein | chr1:23506870-23509023 REVERSEnot assigned FMO-like TrkA	misc.oxidases - copper, flavone etc.	26_7

CUST_39117_PI403524517	2	-0.1373272	0.5930338	0.18253613	-2.3023968	-0.10245323	0.10245323	35_11252	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_48812_PI403524517	2	0.24883938	1.0693855	0.040110588	-0.09902954	-0.09296131	-0.040110588	35_13940	Rep: Probable histone H2A.4 - Oryza sativa (Rice)	UniRef90_Q6L500	CHR5V7|COORD:575435..576454| histone H2A, putative	AT5G02560.1	CHR05V5|COORD:22574849..22573640|protein histone H2A, putative, expressed	LOC_Os05g38640.1	 no descriptionweakly similar to ( 147)AT5G02560| Symbols:  | histone H2A, putative | chr5:575435-576454 FORWARDweakly similar to ( 153)H2A6_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned H2A H2A HTA1 Histone PRK12678 PRK07003 	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_134321_PI403524517	2	0.2719698	-0.017055511	0.021696568	0.017055511	-0.61853933	-0.28019667	35_37690	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_61837_PI403524517	2	-0.04888916	0.43288517	0.051308632	-0.1406269	0.033592224	-0.03359127	35_17643	"Cluster: Hypothetical protein OJ1754_E06.11; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1754_E06.11 - Oryza sativa (japonica cultiv"	UniRef90_Q84TB9	CHR2V7|COORD:15701379..15702540| heavy-metal-associated domain-containing protein	AT2G37390.1	CHR03V5|COORD:34327108..34324835|protein metal ion binding protein, putative, expressed	LOC_Os03g60480.1	no descriptionvery weakly similar to (52.0)AT5G02600| Symbols:  | heavy-metal-associated domain-containing protein | chr5:585711-586853 REVERSE	not assigned.no ontology	35_1

CUST_136042_PI403524517	2	-0.009377956	-0.17042542	0.13309193	0.009377956	0.10457754	-0.36831427	35_38150	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_21044_PI399408534	2	-0.18801832	-0.28317165	0.21262503	0.010432243	0.73886967	-0.01043272	35_25177	"Cluster: Os07g0567700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os07g0567700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D5D6	"CHR3V7|COORD:20081528..20083603| SCR (SCARECROW); transcription factor"	AT3G54220.1	CHR07V5|COORD:22806012..22807690|protein nodulation signaling pathway 2 protein, putative, expressed	LOC_Os07g38030.1	" no descriptionmoderately similar to ( 229)AT3G54220| Symbols: SGR1, SCR | SCR (SCARECROW); transcription factor | chr3:20081528-20083603 FORWARDweakly similar to ( 103)RGA2_BRACMDELLA protein RGA2 - Brassica campestris (Field mustard)not assigned not assigned not assigned GRAS PRK12323 PRK07764 "	RNA.regulation of transcription.GRAS transcription factor family	27_3_21

CUST_17627_PI403524517	2	0.21209717	-1.2999468	-0.21209621	0.37487984	0.30065823	-0.23715305	35_5093	"Cluster: Sulfate transporter 3.1, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Sulfate transporter 3.1, putative, expressed - Oryza sat"	UniRef90_Q10RF5	"CHR3V7|COORD:19262481..19266655| SULTR3;1 (SULFATE TRANSPORTER 1); sulfate transporter"	AT3G51895.1	CHR03V5|COORD:3256021..3250261|protein sulfate transporter 3.1, putative, expressed	LOC_Os03g06520.1	" no descriptionmoderately similar to ( 487)AT3G51895| Symbols: AST12, ATST1, SULTR3;1 | SULTR3;1 (SULFATE TRANSPORTER 1); sulfate transporter | chr3:19262481-19266655 REVERSEweakly similar to ( 173)NO70_SOYBNEarly nodulin 70 - Glycine max (Soybean)not assigned not assigned not assigned not assigned Sulfate_transp SUL1 STAS PRK11660 PRK12678 SerH PRK12323 PRK07764 "	transport.sulphate	34_6

CUST_38121_PI403524517	2	0.11439514	0.46267223	0.03637886	-0.036377907	-0.073513985	-0.046967506	35_10969	"Cluster: Cysteine proteinase precursor, AN11; n=1; Ananas comosus|Rep: Cysteine proteinase precursor, AN11 - Ananas comosus (Pineapple)"	UniRef90_O81085	"CHR5V7|COORD:18630527..18631986| SAG12 (SENESCENCE-ASSOCIATED GENE 12); cysteine-type peptidase"	AT5G45890.1	CHR01V5|COORD:39425858..39428613|protein expressed protein	LOC_Os01g67350.1	"no descriptionvery weakly similar to (53.9)AT5G45890| Symbols: SAG12 | SAG12 (SENESCENCE-ASSOCIATED GENE 12); cysteine-type peptidase | chr5:18630527-18631986 FORWARDvery weakly similar to (60.5)ACTN_ACTCHActinidain precursor - Actinidia chinensis (Kiwi) (Yangtao)not assigned Inhibitor_I29"	protein.degradation.cysteine protease	29_5_3

CUST_82273_PI403524517	2	0.036458015	0.11235571	0.04124403	-0.036458492	-0.3761263	-0.31516314	35_23596	Rep: MAP kinase phosphatase - Zea mays (Maize)	UniRef90_Q9ATY4	"CHR3V7|COORD:20508501..20510385| MKP1 (MKP1); MAP kinase phosphatase"	AT3G55270.1	CHR05V5|COORD:840267..836318|protein MAP kinase phosphatase, putative, expressed	LOC_Os05g02500.3	"no descriptionmoderately similar to ( 202)AT3G55270| Symbols: MKP1 | MKP1 (MKP1); MAP kinase phosphatase | chr3:20508501-20510385 FORWARDvery weakly similar to (81.6)PTP3_CHLEUDual specificity protein phosphatase - Chlamydomonas eugametosnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DSPc DSPc DSPc PRK07764 PRK07003 PRK12323"	protein.postranslational modification	29_4

CUST_44774_PI403524517	2	0.35030556	0.3291006	-0.050489426	-0.07683468	-0.02991581	0.029916763	35_12839	"Cluster: Putative amino acid transporter; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative amino acid transporter - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6Z8D0	"CHR1|COORD:11418606..11420703| amino acid permease family protein, weak similarity to y+LAT1a (amino acid transporter) (Mus musculus) GI:3970791; contains Pfam"	AT1G31830.2	CHR02V5|COORD:28812922..28809597|protein cationic amino acid transporter, putative, expressed	LOC_Os02g47210.1	no descriptionmoderately similar to ( 428)AT1G31830| Symbols:  | amino acid permease family protein | chr1:11418856-11420295 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned PotE AA_permease AnsP PRK11049 PRK12323 PRK07003 LysP PRK11357 PRK10644	transport.amino acids	34_3

CUST_6550_PI403524517	2	0.032862663	-0.032862663	-0.034000397	0.044677734	0.071689606	-0.06998825	35_1817	"Cluster: DNA-binding protein-related-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: DNA-binding protein-related-like - Oryza sativa (japonica"	UniRef90_Q5JML8	CHR2V7|COORD:14324857..14325788| DNA-binding protein-related	AT2G33845.1	CHR01V5|COORD:31967333..31965437|protein expressed protein	LOC_Os01g55030.1	no descriptionweakly similar to ( 165)AT1G23750| Symbols:  | DNA-binding protein-related | chr1:8400627-8401160 FORWARDSoSSB_OBF PRK06461	not assigned.no ontology	35_1

CUST_146119_PI403524517	2	0.36917877	1.2149515	0.034886837	-0.04694891	-0.36359882	-0.034886837	35_40903	"Cluster: Os06g0655100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0655100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DAG1	"CHR1V7|COORD:6101150..6104972| PGDH (3-PHOSPHOGLYCERATE DEHYDROGENASE); phosphoglycerate dehydrogenase"	AT1G17745.1	CHR06V5|COORD:26857589..26853891|protein D-3-phosphoglycerate dehydrogenase, chloroplast precursor, putative, expressed	LOC_Os06g44460.1	"no descriptionmoderately similar to ( 249)AT1G17745| Symbols: PGDH | PGDH (3-PHOSPHOGLYCERATE DEHYDROGENASE); phosphoglycerate dehydrogenase | chr1:6101150-6104972 FORWARDvery weakly similar to (76.3)DHGY_CUCSAGlycerate dehydrogenase - Cucumis sativus (Cucumber)not assigned not assigned not assigned 2-Hacid_dh 2-Hacid_dh_C SerA LdhA PRK11790 PRK06487 PRK06932 PRK08605 PRK08410 PRK07574 PRK00257 PRK06436 PRK12480 SAM1 PRK05476"	amino acid metabolism.synthesis.serine-glycine-cysteine group.serine.phosphoglycerate dehydrogenase	13_1_5_1_1

CUST_26335_PI399408534	2	-0.016514301	-0.046146393	0.016513824	0.31077194	-0.13169956	0.16322327	35_3440	"Cluster: Hypothetical protein P0017D10.20; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0017D10.20 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6AUA1	CHR5V7|COORD:19621810..19623758| leucine-rich repeat family protein / protein kinase family protein	AT5G48380.1	CHR05V5|COORD:20203854..20200099|protein BRASSINOSTEROID INSENSITIVE 1-associated receptor kinase 1 precursor, putative, expressed	LOC_Os05g34270.1	no descriptionweakly similar to ( 190)AT5G48380| Symbols:  | leucine-rich repeat family protein / protein kinase family protein | chr5:19621810-19623758 REVERSEvery weakly similar to (87.0)PSKR_DAUCAPhytosulfokine receptor precursor - Daucus carota (Carrot)not assigned	signalling.receptor kinases.leucine rich repeat XI	30_2_11

CUST_10881_PI403524517	2	0.10207081	-0.22765636	-0.08004093	0.07129955	-0.019720078	0.019721031	35_3075	"Cluster: Dehydration-responsive protein, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Dehydration-responsive protein, putative, express"	UniRef90_Q109J5	CHR1V7|COORD:1198859..1201300| dehydration-responsive protein-related	AT1G04430.1	CHR10V5|COORD:17464943..17470440|protein ankyrin-like protein, putative, expressed	LOC_Os10g33720.3	no descriptionhighly similar to ( 903)AT1G04430| Symbols:  | dehydration-responsive protein-related | chr1:1198859-1201300 FORWARDDUF248 Methyltransf_11	stress.abiotic.drought/salt	20_2_3

CUST_77320_PI403524517	2	-0.013124466	0.5019455	0.10460186	-0.11071873	-0.10370922	0.013124466	35_22160	Rep: OSIGBa0106G07.14 protein - Oryza sativa (Rice)	UniRef90_Q01IY3	0	0	CHR04V5|COORD:23630230..23634837|protein transposon protein, putative, unclassified, expressed	LOC_Os04g40060.1	no description	not assigned.unknown	35_2

CUST_162557_PI403524517	2	0.13507462	-0.60898685	-0.087934494	-0.016142845	0.016142845	0.14484787	35_45341	Rep: MutS homolog 7 - Triticum aestivum (Wheat)	UniRef90_Q8RVT1	"CHR3V7|COORD:8912425..8918093| MSH7 (MUTS HOMOLOG 6-2); ATP binding / damaged DNA binding"	AT3G24495.1	CHR01V5|COORD:4241333..4231324|protein DNA mismatch repair protein MSH6-2, putative, expressed	LOC_Os01g08540.1	" no descriptionweakly similar to ( 112)AT3G24495| Symbols: MSH6-2, MSH7 | MSH7 (MUTS HOMOLOG 6-2); ATP binding / damaged DNA binding | chr3:8912425-8918093 REVERSEnot assigned ABC_MSH6_euk MutS_V MUTSac PRK05399 ABC_MSH3_euk "	DNA.repair	28_2

CUST_6783_PI403524517	2	0.15370655	-0.14937782	-0.18991089	0.06913757	-0.06913853	0.13001347	35_1883	Rep: H0525D09.11 protein - Oryza sativa (Rice)	UniRef90_Q01JV4	"CHR5|COORD:25362822..25366022| MA3 domain-containing protein, low similarity to programmed cell death 4 protein (Gallus gallus) GI:12958564; contains Pfam"	AT5G63190.2	CHR04V5|COORD:23919462..23914759|protein topoisomerase-like protein, putative, expressed	LOC_Os04g40660.3	no descriptionhighly similar to ( 583)AT5G63190| Symbols:  | MA3 domain-containing protein | chr5:25363371-25365789 FORWARDvery weakly similar to (51.2)IF41_WHEATEukaryotic initiation factor iso-4F subunit p82-34 - Triticum aestivum (Wheat)not assigned MA3 MA3	not assigned.no ontology	35_1

CUST_173509_PI403524517	2	-0.16691208	-0.06144476	-0.12765884	0.5667124	0.50990295	0.061445236	35_48314	"Cluster: Putative SSR alpha subunit; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative SSR alpha subunit - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5Z9P6	CHR2V7|COORD:9075509..9077288| translocon-associated protein alpha (TRAP alpha) family protein	AT2G21160.1	CHR06V5|COORD:30370095..30373535|protein translocon-associated protein alpha subunit precursor, putative, expressed	LOC_Os06g50154.1	no descriptionvery weakly similar to (60.1)AT2G21160| Symbols:  | translocon-associated protein alpha (TRAP alpha) family protein | chr2:9075509-9077391 FORWARDnot assigned	not assigned.no ontology	35_1

CUST_68209_PI403524517	2	-0.016366005	0.3515606	-0.032390594	-0.06907463	0.016365051	0.05580902	35_19499	"Cluster: Hypothetical protein P0459B01.34; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0459B01.34 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6Z8D4	"CHR3V7|COORD:724355..727100| similar to ATP binding / DNA binding [Arabidopsis thaliana] (TAIR:AT3G21295.1); similar to Os04g0599100 [Oryza sativa (japonica"	AT3G03140.1	CHR02V5|COORD:28794817..28789714|protein expressed protein	LOC_Os02g47170.1	no description	not assigned.unknown	35_2

CUST_55945_PI403524517	2	-0.027463913	0.16865921	0.041121483	-0.017504692	-0.03512478	0.017505646	35_15922	"Cluster: Os02g0232400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os02g0232400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E2K1	"CHR2V7|COORD:17810209..17813068| CSY3 (CITRATE SYNTHASE 3); citrate (SI)-synthase"	AT2G42790.1	CHR02V5|COORD:7491165..7497888|protein citrate synthase, glyoxysomal precursor, putative, expressed	LOC_Os02g13840.1	" no descriptionhighly similar to ( 759)AT2G42790| Symbols: CSY3 | CSY3 (CITRATE SYNTHASE 3); citrate (SI)-synthase | chr2:17810209-17813068 REVERSEhighly similar to ( 753)CYSZ_CUCMACitrate synthase, glyoxysomal precursor - Cucurbita maxima (Pumpkin) (Winter squash)not assigned gltA GltA PRK12351 Citrate_synt PRK12349 PRK12350 PRK09569 PRK06224 "	gluconeogenese/ glyoxylate cycle.citrate synthase	6_1

CUST_18238_PI403524517	2	0.08390808	-0.13195515	0.073176384	0.0075540543	-0.016036987	-0.0075531006	35_5270	"Cluster: Tubulin gamma-1 chain; n=10; Embryophyta|Rep: Tubulin gamma-1 chain - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_P38557	"CHR5V7|COORD:1679341..1681720| TUBG2 (GAMMA-TUBULIN); structural molecule"	AT5G05620.1	CHR05V5|COORD:3290634..3285954|protein tubulin gamma-2 chain, putative, expressed	LOC_Os05g06450.2	"no descriptionhighly similar to ( 871)AT5G05620| Symbols: TUBG2 | TUBG2 (GAMMA-TUBULIN); structural molecule | chr5:1679341-1681720 FORWARDhighly similar to ( 919)TBG2_ORYSAnot assigned not assigned not assigned gamma_tubulin COG5023 Tubulin_FtsZ beta_tubulin alpha_tubulin epsilon_tubulin Tubulin delta_tubulin Tubulin_C FtsZ_type2"	cell.organisation	31_1

CUST_37778_PI403524517	2	0.12038612	0.96979713	-0.15582752	0.01056385	-0.01056385	-0.141963	35_10874	"Cluster: Hypothetical protein P0616D06.108; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0616D06.108 - Oryza sativa (japonica cultivar"	UniRef90_Q8H3A5	CHR1|COORD:27307075..27308512| expressed protein	AT1G72510.2	CHR07V5|COORD:25272287..25271689|protein expressed protein	LOC_Os07g42220.1	no descriptionDUF1677	not assigned.unknown	35_2

CUST_61315_PI403524517	2	0.016490936	-0.35682678	-0.23277569	0.1420412	0.20170975	-0.016489983	35_17497	Rep: PREG-like protein - Oryza sativa (Rice)	UniRef90_Q949F8	"CHR2V7|COORD:18449362..18450379| CYCP4;1 (cyclin p4;1); cyclin-dependent protein kinase"	AT2G44740.1	CHR02V5|COORD:26271815..26269501|protein nuc-1 negative regulatory protein preg, putative, expressed	LOC_Os02g43550.1	"no descriptionweakly similar to ( 163)AT5G07450| Symbols: CYCP4;3 | CYCP4;3 (cyclin p4;3); cyclin-dependent protein kinase | chr5:2358419-2359254 REVERSEnot assigned Cyclin"	cell.cycle	31_3

CUST_52057_PI403524517	2	0.17283344	-0.116438866	-0.17501068	0.079875946	-0.07987499	0.1254282	35_14837	Rep: Ribosomal protein P1 - Triticum aestivum (Wheat)	UniRef90_Q5I7K5	CHR4|COORD:345952..347192| 60S acidic ribosomal protein P1 (RPP1B), similar to acidic ribosomal protein p1	AT4G00810.2	CHR08V5|COORD:897767..899365|protein 60S acidic ribosomal protein P1, putative, expressed	LOC_Os08g02340.2	no descriptionvery weakly similar to (65.5)AT4G00810| Symbols:  | 60S acidic ribosomal protein P1 (RPP1B) | chr4:346179-346957 REVERSEvery weakly similar to (75.1)RLA1_MAIZE60S acidic ribosomal protein P1 - Zea mays (Maize)not assigned not assigned Ribosomal_60s RPP1A	protein.synthesis.misc ribososomal protein	29_2_2

CUST_25887_PI399408534	2	0.008813858	-0.2829733	-0.09868145	0.02087307	0.017036438	-0.008813858	35_3493	"Cluster: TBP-binding protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: TBP-binding protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8H2U2	CHR3|COORD:20954907..20957640| similar to unnamed protein product [Yarrowia lipolytica CLIB99] (GB:CAG82708.1)	AT3G56510.2	CHR07V5|COORD:27943484..27946425|protein activator of basal transcription 1, putative, expressed	LOC_Os07g46760.1	no descriptionmoderately similar to ( 214)AT3G56510| Symbols:  | TATA-binding protein binding | chr3:20955327-20957214 REVERSEnot assigned not assigned RRM	RNA.regulation of transcription.General Transcription, TBP-binding protein	27_3_51

CUST_14813_PI399408534	2	-0.013354301	0.10575485	-0.098220825	0.013353348	0.09139252	-0.05060196	35_12923	"Cluster: Os08g0151000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os08g0151000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J805	CHR5V7|COORD:19244228..19245773| myb family transcription factor	AT5G47390.1	CHR08V5|COORD:2928442..2933853|protein myb-like DNA-binding domain, SHAQKYF class family protein, expressed	LOC_Os08g05510.2	no descriptionweakly similar to ( 129)AT5G47390| Symbols:  | myb family transcription factor | chr5:19244228-19245773 FORWARDnot assigned SANT SANT	RNA.regulation of transcription.MYB-related transcription factor family	27_3_26

CUST_21638_PI399408534	2	-0.073432446	0.54115915	0.07343197	-0.3801098	-0.34627056	0.9436779	35_44281	"Cluster: Hypothetical protein B1130E10.134; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1130E10.134 - Oryza sativa (japonica cultivar"	UniRef90_Q84YN5	"CHR4V7|COORD:14323671..14325219| PAP2 (PHYTOCHROME-ASSOCIATED PROTEIN 2); transcription factor"	AT4G29080.1	CHR05V5|COORD:7930186..7933700|protein OsIAA17 - Auxin-responsive Aux/IAA gene family member, expressed	LOC_Os05g14180.2	no descriptionvery weakly similar to (60.5)IAA3_ORYSA	RNA.regulation of transcription.Aux/IAA family	27_3_40

CUST_53211_PI403524517	2	-0.036367416	0.76968384	0.07913399	-0.19912815	-0.23752403	0.036367416	35_15145	"Cluster: Putative aspartate transaminase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative aspartate transaminase - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6EUS6	CHR2V7|COORD:13186089..13188763| ASP1 (ASPARTATE AMINOTRANSFERASE 1)	AT2G30970.1	CHR02V5|COORD:7706618..7711597|protein aspartate aminotransferase, mitochondrial precursor, putative, expressed	LOC_Os02g14110.1	no descriptionweakly similar to ( 101)AT2G30970| Symbols: ASP1 | ASP1 (ASPARTATE AMINOTRANSFERASE 1) | chr2:13186089-13188763 FORWARDvery weakly similar to (74.3)AATC_ORYSAnot assigned not assigned TyrB PRK09257 Aminotran_1_2	amino acid metabolism.synthesis.central amino acid metabolism.aspartate.aspartate aminotransferase	13_1_1_2_1

CUST_59303_PI403524517	2	0.12792683	-0.6871462	-0.13825321	0.19770241	-0.06704235	0.0670414	35_16911	"Cluster: Putative Hsp70 binding protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Hsp70 binding protein - Oryza sativa (japonica cultivar-group"	UniRef90_Q852A6	CHR3V7|COORD:2871222..2873115| armadillo/beta-catenin repeat family protein	AT3G09350.1	CHR03V5|COORD:34475213..34478256|protein armadillo/beta-catenin-like repeat family protein, expressed	LOC_Os03g60780.1	no descriptionmoderately similar to ( 417)AT3G09350| Symbols:  | binding | chr3:2871716-2873115 FORWARDnot assigned	not assigned.no ontology.armadillo/beta-catenin repeat family protein	35_1_3

CUST_15995_PI403524517	2	-0.0228796	0.32859993	0.0228796	-0.17455769	0.073884964	-0.08997059	35_4617	"Cluster: OSJNBb0008G24.10 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBb0008G24.10 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7F2K0	CHR1V7|COORD:27033779..27034078| similar to OSJNBb0008G24.10 [Oryza sativa (japonica cultivar-group)] (GB:BAB86540.1)	AT1G71865.1	CHR01V5|COORD:38112261..38109776|protein expressed protein	LOC_Os01g65094.1	no descriptionvery weakly similar to (81.6)AT1G71865| Symbols:  | similar to OSJNBb0008G24.10 [Oryza sativa (japonica cultivar-group)] (GB:BAB86540.1) | chr1:27033779-27034078 FORWARD	not assigned.unknown	35_2

CUST_68426_PI403524517	2	0.048336983	0.42404366	0.0056171417	-0.11165047	-0.2045927	-0.0056171417	35_19570	Rep: SRPK4 - Oryza sativa (Rice)	UniRef90_Q8W306	"CHR3V7|COORD:19673390..19675340| SRPK4 (SER/ARG-RICH PROTEIN KINASE 4); kinase/ protein kinase"	AT3G53030.1	CHR03V5|COORD:30753722..30757825|protein ATP binding protein, putative, expressed	LOC_Os03g53720.2	"no descriptionvery weakly similar to (55.5)AT3G53030| Symbols: SRPK4 | SRPK4 (SER/ARG-RICH PROTEIN KINASE 4); kinase/ protein kinase | chr3:19673390-19675340 FORWARDnot assigned"	protein.postranslational modification	29_4

CUST_13193_PI404877155	2	-0.068063736	0.10639572	-0.13689613	-0.01967144	0.025032043	0.019670486	Contig6905_s_at	OJ991214_12.18 [Oryza sativa (japonica cultivar-group)] emb|CAD40929.3| OSJNBa0033G16.5 [Oryza sativa (japonica cultivar-group)]	CAE01529.2	digalactosyldiacylglycerol synthase 1 (DGD1) / MGDG:MGDG galactosyltransferase / galactolipid galactosyltransfer	At3g11670.1	protein expressed protein	Os11g05990	"DIGALACTOSYL DIACYLGLYCEROL DEFICIENT 1;DIGALACTOSYLDIACYLGLYCEROL SYNTHASE 1;digalactosyldiacylglycerol synthase 1 (DGD1) / MGDG:MGDG galactosyltransferase / galactolipid galactosyltransferase, identical to digalactosyldiacylglycerol synthase (DGD1) GI:5"	lipid metabolism.glycolipid synthesis.DGDG synthase	11_10_2

CUST_129814_PI403524517	2	-2.9553452	-0.03916073	0.03916025	1.519671	-0.16226053	3.5614796	35_36460	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_32622_PI399408534	2	0.066241264	0.69199944	-0.75010777	-0.06624222	-1.1507692	0.35681438	35_574	"Cluster: Putative 1-aminocyclopropane-1-carboxylate oxidase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative 1-aminocyclopropane-1-carboxylate oxidase"	UniRef90_Q65XE5	CHR1V7|COORD:29068109..29069341| 1-aminocyclopropane-1-carboxylate oxidase, putative / ACC oxidase, putative	AT1G77330.1	CHR05V5|COORD:2803341..2805010|protein 1-aminocyclopropane-1-carboxylate oxidase, putative, expressed	LOC_Os05g05680.1	 no descriptionmoderately similar to ( 391)AT1G77330| Symbols:  | 1-aminocyclopropane-1-carboxylate oxidase, putative / ACC oxidase, putative | chr1:29068109-29069341 REVERSEmoderately similar to ( 309)ACCO1_PETHY1-aminocyclopropane-1-carboxylate oxidase 1 - Petunia hybrida (Petunia)not assigned not assigned PcbC 2OG-FeII_Oxy PRK12323 PRK07003 	hormone metabolism.ethylene.synthesis-degradation	17_5_1

CUST_5705_PI399408534	2	0.14600754	0.5542097	-0.027033806	-0.26213264	0.027033806	-0.10507107	35_6812	"Cluster: Putative basic pentacysteine 4; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative basic pentacysteine 4 - Oryza sativa (japonica cultivar-group"	UniRef90_Q5VSA8	"CHR5V7|COORD:17018515..17019694| ATBPC6/BBR/BPC6/BPC6 (BASIC PENTACYSTEINE 6); DNA binding / transcription factor"	AT5G42520.1	CHR06V5|COORD:1639884..1635525|protein GAGA-binding transcriptional activator, putative, expressed	LOC_Os06g04010.2	 no descriptionmoderately similar to ( 241)AT5G42520| Symbols: BPC6, BBR/BPC6, ATBPC6 | ATBPC6/BBR/BPC6/BPC6 (BASIC PENTACYSTEINE 6) | chr5:17018846-17019694 FORWARDDUF1004 	RNA.regulation of transcription	27_3

CUST_11832_PI399408534	2	0.17202377	-0.6394882	-0.31044483	-0.00116539	0.0011663437	0.025829315	35_2204	"Cluster: Putative splicing factor 3b, subunit 3, 130kDa; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative splicing factor 3b, subunit 3, 130kDa - Oryza"	UniRef90_Q6YXY3	"CHR3|COORD:20471510..20475451| splicing factor, putative, contains CPSF A subunit region (PF03178); contains weak WD-40 repeat (PF00400); similar to Splicing fa"	AT3G55200.1	CHR02V5|COORD:1979693..1983630|protein splicing factor 3B subunit 3, putative, expressed	LOC_Os02g04480.1	 no descriptionnearly identical (1181)AT3G55200| Symbols:  | splicing factor, putative | chr3:20471510-20475338 FORWARDvery weakly similar to (58.9)CPSF1_ORYSAnot assigned not assigned not assigned CPSF_A 	RNA.processing.splicing	27_1_1

CUST_43309_PI403524517	2	0.017789364	-0.01778984	0.1003561	-0.20083284	-0.33547354	0.57377386	35_12436	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_111182_PI403524517	2	0.09453249	-0.5796256	-0.11248064	0.378747	3.6010375	-0.09453249	35_31572	Rep: H0413E07.6 protein - Oryza sativa (Rice)	UniRef90_Q25A76	"CHR3V7|COORD:8960418..8963310| ATPERK1 (PROLINE EXTENSIN-LIKE RECEPTOR KINASE 1); ATP binding / protein kinase"	AT3G24550.1	CHR04V5|COORD:32575099..32573137|protein expressed protein	LOC_Os04g55159.1	no descriptionnot assigned TT_ORF1 Drf_FH1 Protamine_P1	not assigned.unknown	35_2

CUST_74544_PI403524517	2	0.014266014	0.37310886	-0.014890671	0.0125103	-0.038710594	-0.012511253	35_21375	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_63762_PI403524517	2	0.09903526	-0.049147606	-0.08960152	0.049146652	-0.071284294	0.12053871	35_18207	"Cluster: Putative integral membrane Yip1 family protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative integral membrane Yip1 family protein - Oryza"	UniRef90_Q9AX74	CHR3V7|COORD:1503998..1505560| integral membrane Yip1 family protein	AT3G05280.1	CHR01V5|COORD:24480949..24477831|protein yip1 domain family, member 1, putative, expressed	LOC_Os01g42480.1	no descriptionmoderately similar to ( 388)AT5G27490| Symbols:  | integral membrane Yip1 family protein | chr5:9703133-9704656 REVERSEnot assigned Yip1 PRK12323	not assigned.no ontology	35_1

CUST_106708_PI403524517	2	0.25573063	-0.07175875	0.07175875	-0.46153402	-0.36750984	0.24003983	35_30368	Rep: Cysteine-rich-protein - Enchytraeus buchholzi	UniRef90_Q24774		0	0	0	no description	not assigned.unknown	35_2

CUST_10461_PI399408534	2	0.009950161	0.50239277	-0.018122673	0.16112852	-0.009950161	-0.71873856	35_46889	Rep: OSJNBa0014K14.4 protein - Oryza sativa (Rice)	UniRef90_Q7XQX1	CHR4V7|COORD:15501140..15503327| calcium-binding EF hand family protein	AT4G32060.1	CHR04V5|COORD:24891940..24896093|protein calcium binding atopy-related autoantigen 1, putative, expressed	LOC_Os04g42430.2	no descriptionvery weakly similar to (79.3)AT4G32060| Symbols:  | calcium-binding EF hand family protein | chr4:15501140-15503308 FORWARDnot assigned	signalling.calcium	30_3

CUST_26821_PI403524517	2	-0.21404839	0.28218937	0.1803999	-0.014457703	0.014456749	-0.27683258	35_7774	"Cluster: Putative FH protein NFH2; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative FH protein NFH2 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8S0F0	"CHR3V7|COORD:9252557..9256063| AFH1 (FORMIN HOMOLOGY 1); actin binding"	AT3G25500.1	CHR01V5|COORD:39344800..39340608|protein AFH1, putative, expressed	LOC_Os01g67240.1	" no descriptionmoderately similar to ( 380)AT3G25500| Symbols: FH1, AHF1, AFH1 | AFH1 (FORMIN HOMOLOGY 1); actin binding | chr3:9252557-9256063 REVERSEnot assigned not assigned not assigned not assigned FH2 FH2 "	not assigned.no ontology.formin homology 2 domain-containing protein	35_1_20

CUST_183068_PI403524517	2	-0.038906097	0.03890562	-0.13360357	0.1098156	0.13922024	-0.2186575	35_50884	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_15229_PI403524517	2	-0.019618034	-0.07157707	0.040395737	-0.058255196	0.04673004	0.019618034	35_4390	"Cluster: Hypothetical protein P0547F09.8-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0547F09.8-1 - Oryza sativa (japonica"	UniRef90_Q653Y3	CHR1V7|COORD:1509351..1510248| similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD45491.1)	AT1G05205.1	CHR06V5|COORD:28370714..28367889|protein expressed protein	LOC_Os06g46700.1	no descriptionweakly similar to ( 149)AT1G05205| Symbols:  | similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD45491.1) | chr1:1509351-1510248 REVERSEAtrophin-1	not assigned.unknown	35_2

CUST_58313_PI403524517	2	-0.05182743	0.02156353	0.03708744	0.037817	-0.21972847	-0.02156353	35_16631	"Cluster: Ripening-related protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Ripening-related protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5JM91	CHR5|COORD:449081..450651| haloacid dehalogenase-like hydrolase family protein, contains InterPro accession IPR005834: Haloacid dehalogenase-like hydrolase	AT5G02230.2	CHR01V5|COORD:43281011..43283489|protein catalytic/ hydrolase, putative, expressed	LOC_Os01g74152.1	no descriptionmoderately similar to ( 317)AT5G02230| Symbols:  | haloacid dehalogenase-like hydrolase family protein | chr5:449130-450505 FORWARDnot assigned not assigned COG1011 Hydrolase COG0637 Gph	not assigned.no ontology	35_1

CUST_76325_PI403524517	2	-2.3173575	-0.69019747	0.76864815	0.7811861	0.13818693	-0.13818693	35_21881	"Cluster: Os08g0529300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os08g0529300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J481	"CHR1V7|COORD:5675918..5678679| SR45 (arginine/serine-rich 45); RNA binding"	AT1G16610.2	CHR08V5|COORD:26218338..26219453|protein F-box domain containing protein, expressed	LOC_Os08g41750.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12678 DUF1509	not assigned.unknown	35_2

CUST_53333_PI403524517	2	-0.31526852	-1.0296516	0.572031	0.31526756	0.35399246	-0.6466541	35_15176	"Cluster: Jasmonate induced protein; n=1; Hordeum vulgare|Rep: Jasmonate induced protein - Hordeum vulgare (Barley)"	UniRef90_Q43490	0	0	CHR04V5|COORD:14003269..14004470|protein phytase, putative	LOC_Os04g24460.1	no description	not assigned.unknown	35_2

CUST_178408_PI403524517	2	0.10346794	-0.12462807	-0.05186844	0.10346794	0.0	0.0	35_49614	"Cluster: Heat shock protein 70 cytosolic isoform; n=1; Rhynchobodo ATCC50359|Rep: Heat shock protein 70 cytosolic isoform - Rhynchobodo ATCC50359"	UniRef90_Q4L0F4	CHR3V7|COORD:2903440..2905638| heat shock cognate 70 kDa protein 3 (HSC70-3) (HSP70-3)	AT3G09440.1	CHR03V5|COORD:34385257..34389878|protein heat shock cognate 70 kDa protein 2, putative, expressed	LOC_Os03g60620.1	no descriptionvery weakly similar to (80.5)AT3G09440| Symbols:  | heat shock cognate 70 kDa protein 3 (HSC70-3) (HSP70-3) | chr3:2903440-2905638 REVERSEvery weakly similar to (80.5)HSP7E_SPIOLChloroplast envelope membrane 70 kDa heat shock-related protein - Spinacia oleracea (Spinach)not assigned not assigned not assigned not assigned HSP70 dnaK Ribosomal_L41 DnaK	stress.abiotic.heat	20_2_1

CUST_57_PI399407379	2	-0.114476204	-0.1476326	0.18224144	0.0638628	-0.0638628	0.25391197	HvRR21									

CUST_163984_PI403524517	2	-0.16132307	0.16132355	0.16342354	-0.3664341	0.70358515	-0.68814754	35_45715	"Cluster: Putative regulatory protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative regulatory protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q852E2	"CHR4V7|COORD:9049375..9051382| Identical to Hypothetical protein At4g15970 [Arabidopsis Thaliana] (GB:P0C042;GB:O23446); similar to unknown protein"	AT4G15970.1	CHR03V5|COORD:35705863..35708026|protein regulatory protein, putative, expressed	LOC_Os03g63280.1	"no descriptionvery weakly similar to (53.1)AT4G15970| Symbols:  | Identical to Hypothetical protein At4g15970 [Arabidopsis Thaliana] (GB:P0C042;GB:O23446); similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G19970.1); similar to H0307D04.3 [Oryza sativa (indica cultivar-group)] (GB:CAH66858.1); contains domain PENTATRICOPEPTIDE REPEAT-CONTAINING PROTEIN (PTHR10483) | chr4:9049375-9051382 FORWARD"	not assigned.unknown	35_2

CUST_17415_PI403524517	2	0.025420189	-0.1429472	-0.07346344	-0.022989273	0.022989273	0.06856537	35_5030	Rep: Os08g0416100 protein - Oryza sativa (japonica cultivar-group)	UniRef90_Q0J5P3	CHR1V7|COORD:28952386..28954423| glycine-rich protein	AT1G77030.1	CHR08V5|COORD:19774901..19765727|protein ATP-dependent RNA helicase DDX54, putative, expressed	LOC_Os08g32090.1	no descriptionweakly similar to ( 130)AT1G77030| Symbols:  | glycine-rich protein | chr1:28952386-28954423 REVERSEnot assigned DBP10CT	not assigned.no ontology.glycine rich proteins	35_1_40

CUST_9093_PI404877155	2	-0.21862221	-0.06304836	-0.12497234	0.49061775	0.06304836	0.09171677	Contig2867_at	pyruvate decarboxylase [Zea mays]	AAL99744.1	pyruvate decarboxylase, putative	At5g54960.1	protein pyruvate decarboxylase	Os03g18220	pyruvate decarboxylase	fermentation.PDC	5_02

CUST_61813_PI403524517	2	-0.020679474	-0.12502384	0.038339615	0.020679474	-0.21591377	0.065280914	35_17637	"Cluster: Hypothetical protein OSJNBb0018B10.16; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0018B10.16 - Oryza sativa (japonica"	UniRef90_Q9FWC4	CHR4V7|COORD:6640748..6643031| UBX domain-containing protein	AT4G10790.1	CHR10V5|COORD:19810093..19805742|protein fas-associated factor 1-like protein, putative, expressed	LOC_Os10g37630.1	no descriptionmoderately similar to ( 359)AT4G10790| Symbols:  | UBX domain-containing protein | chr4:6640748-6643031 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned UAS UAS UAS_ETEA UBX UBX UBX TolA Faf1_like2_UBX Atrophin-1 Faf1_UBX PRK12323 TolA Tymo_45kd_70kd APC_basic Caldesmon UAS_FAF1 PRK12678 DUF1421 DUF566 MAP7	protein.degradation	29_5

CUST_121295_PI403524517	2	-0.36345148	1.1247215	0.20766544	-0.20766544	-1.5816121	0.5461669	35_34261	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_14387_PI404877155	2	-0.003911972	-0.25214958	-0.10372257	0.07319164	0.21183491	0.0039110184	Contig8224_at	putative aldose reductase [Oryza sativa (japonica cultivar-group)] dbj|BAB64275.1| putative aldose reductase [Oryza sativa (japonica cultiva	NP_915487.1	aldo/keto reductase family protein	At2g37790.1	protein oxidoreductase, aldo/keto reductase family	Os01g62870	NONE	minor CHO metabolism.others	3_5

CUST_3822_PI403524517	2	-0.022423744	-0.040177345	0.14126587	-0.02889824	0.022423744	0.05321598	35_1049	"Cluster: Methylenetetrahydrofolate reductase 1; n=4; Poaceae|Rep: Methylenetetrahydrofolate reductase 1 - Zea mays (Maize)"	UniRef90_Q9SE94	"CHR2V7|COORD:18269377..18272261| MTHFR2 (METHYLENETETRAHYDROFOLATE REDUCTASE 2); methylenetetrahydrofolate reductase (NADPH)"	AT2G44160.1	CHR03V5|COORD:34112270..34106735|protein methylenetetrahydrofolate reductase, putative, expressed	LOC_Os03g60090.1	"no descriptionhighly similar to ( 993)AT2G44160| Symbols: MTHFR2 | MTHFR2 (METHYLENETETRAHYDROFOLATE REDUCTASE 2); methylenetetrahydrofolate reductase (NADPH) | chr2:18269377-18272261 FORWARDnearly identical (1130)MTHR_ORYSAnot assigned MTHFR MTHFR MetF metF PRK08645"	C1-metabolism	25

CUST_1964_PI399408534	2	-0.6889744	0.36014414	0.083753586	0.06270838	-1.0736585	-0.06270838	35_23690	"Cluster: Putative oxidoreductase; 38288-39393; n=1; Arabidopsis thaliana|Rep: Putative oxidoreductase; 38288-39393 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9C936	CHR1V7|COORD:19672884..19673989| 2-oxoglutarate-dependent dioxygenase, putative	AT1G52820.1	CHR05V5|COORD:28625318..28622112|protein oxidoreductase, putative, expressed	LOC_Os05g50090.1	 no descriptionweakly similar to ( 112)AT1G52820| Symbols:  | 2-oxoglutarate-dependent dioxygenase, putative | chr1:19672884-19673989 FORWARDvery weakly similar to (66.6)GAOX1_ORYSAnot assigned PcbC 2OG-FeII_Oxy 	hormone metabolism.gibberelin.synthesis-degradation.GA20 oxidase	17_6_1_11

CUST_6215_PI399408534	2	-0.09323692	-0.05077839	0.5538149	0.050777435	0.24392319	-0.3117056	35_14194	Rep: Lipoxygenase 1 - Hordeum vulgare (Barley)	UniRef90_P29114	"CHR1V7|COORD:20529465..20533810| LOX1 (Lipoxygenase 1); lipoxygenase"	AT1G55020.1	CHR03V5|COORD:30266016..30269529|protein lipoxygenase 2, putative, expressed	LOC_Os03g52860.1	"no descriptionhighly similar to ( 964)AT1G55020| Symbols: LOX1 | LOX1 (Lipoxygenase 1); lipoxygenase | chr1:20529465-20533810 FORWARDnearly identical (1722)LOX1_HORVULipoxygenase 1 - Hordeum vulgare (Barley)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Lipoxygenase PLAT_LH2 LH2 PLAT Herpes_BLLF1 PRK07003 PRK07764 SerH Glutenin_hmw Atrophin-1 PRK12323 AF-4 Tymo_45kd_70kd APC_basic DUF566 DUF1509 Syndecan"	hormone metabolism.jasmonate.synthesis-degradation.lipoxygenase	17_7_1_2

CUST_125994_PI403524517	2	0.12889767	0.03143692	-0.03143692	-0.2825737	0.087807655	-0.2668581	35_35473	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_136263_PI403524517	2	-0.7500591	-1.204905	1.1572008	0.047180176	0.056875706	-0.047180176	35_38212	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_53691_PI403524517	2	0.1720295	-0.028711319	0.28106308	0.028712273	-0.033629417	-0.102184296	35_15279	"Cluster: Putative acyl-CoA oxidase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative acyl-CoA oxidase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8H631	CHR4V7|COORD:9424918..9428710| ACX1 (ACYL-COA OXIDASE 1)	AT4G16760.1	CHR06V5|COORD:226793..231808|protein acyl-coenzyme A oxidase 1.2, peroxisomal, putative, expressed	LOC_Os06g01390.1	 no descriptionweakly similar to ( 175)AT4G16760| Symbols: ATACX1, ACX1 | ACX1 (ACYL-COA OXIDASE 1) | chr4:9424918-9428710 REVERSEnot assigned AXO 	lipid metabolism.lipid degradation.beta-oxidation.acyl CoA DH	11_9_4_2

CUST_19268_PI403524517	2	0.085149765	-0.119026184	0.011603355	-0.011604309	-0.05824566	0.06558514	35_5587	"Cluster: Homoserine dehydrogenase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Homoserine dehydrogenase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QYB7	CHR5V7|COORD:7149155..7152747| homoserine dehydrogenase	AT5G21060.2	CHR12V5|COORD:1219583..1215707|protein bifunctional aspartokinase/homoserine dehydrogenase I, putative, expressed	LOC_Os12g03190.1	no descriptionweakly similar to ( 115)AT5G21060| Symbols:  | homoserine dehydrogenase | chr5:7149155-7152747 REVERSEnot assigned thrA metL ThrA Homoserine_dh	amino acid metabolism.synthesis.aspartate family.misc.homoserine.homoserine dehydrogenase	13_1_3_6_1_3

CUST_20854_PI399408534	2	-0.1409359	-1.0102415	-0.19116402	0.90494204	0.16456747	0.1409359	35_3630	Rep: OSJNBb0018A10.7 protein - Oryza sativa (Rice)	UniRef90_Q7XMC8	CHR5V7|COORD:23169587..23172098| basic helix-loop-helix (bHLH) family protein	AT5G57150.1	CHR04V5|COORD:13444151..13441708|protein DNA binding like, putative, expressed	LOC_Os04g23550.1	no descriptionweakly similar to ( 119)AT5G57150| Symbols:  | basic helix-loop-helix (bHLH) family protein | chr5:23169587-23170519 FORWARDvery weakly similar to (50.8)ARRS_MAIZEAnthocyanin regulatory R-S protein - Zea mays (Maize)not assigned not assigned not assigned HLH HLH PRK12323 HLH Herpes_UL56 PRK07003	RNA.regulation of transcription.bHLH,Basic Helix-Loop-Helix family	27_3_6

CUST_5953_PI403524517	2	0.15115643	-0.28373432	0.02712059	0.0017995834	-0.06347847	-0.0018005371	35_1646	"Cluster: Ubiquitin-conjugating enzyme E2-17 kDa 1; n=8; Magnoliophyta|Rep: Ubiquitin-conjugating enzyme E2-17 kDa 1 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_P25865	"CHR2V7|COORD:774270..775148| ATUBC2 (UBIQUITING-CONJUGATING ENZYME 2); ubiquitin-protein ligase"	AT2G02760.1	CHR05V5|COORD:4936279..4942978|protein ubiquitin-conjugating enzyme E2-17 kDa, putative, expressed	LOC_Os05g08960.1	" no descriptionmoderately similar to ( 306)AT2G02760| Symbols: UBC2, ATUBC2 | ATUBC2 (UBIQUITING-CONJUGATING ENZYME 2); ubiquitin-protein ligase | chr2:774270-775148 FORWARDmoderately similar to ( 306)UBC2_MEDSAUbiquitin-conjugating enzyme E2-17 kDa - Medicago sativa (Alfalfa)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG5078 UQ_con UBCc UBCc "	protein.degradation.ubiquitin.E2	29_5_11_3

CUST_5475_PI399408534	2	0.13214684	-0.371006	-0.082323074	0.021240234	-0.0107831955	0.0107831955	35_4661	"Cluster: Os06g0145800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0145800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DEL9	"CHR2V7|COORD:769388..770992| ATWHY3/PTAC11 (A. THALIANA WHIRLY 3); DNA binding"	AT2G02740.1	CHR06V5|COORD:2404421..2407753|protein DNA-binding protein p24, putative, expressed	LOC_Os06g05350.1	 no descriptionmoderately similar to ( 233)AT2G02740| Symbols: ATWHY3, PTAC11 | ATWHY3/PTAC11 (A. THALIANA WHIRLY 3) | chr2:769388-770992 FORWARDWhirly 	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_62077_PI403524517	2	0.33908558	-0.039585114	0.38245583	0.025866508	-0.025866508	-0.13017654	35_17705	"Cluster: Putative stress-induced protein sti1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative stress-induced protein sti1 - Oryza sativa (japonica"	UniRef90_Q6H660	CHR1V7|COORD:23234691..23237045| stress-inducible protein, putative	AT1G62740.1	CHR02V5|COORD:25889630..25894062|protein heat shock protein STI, putative, expressed	LOC_Os02g43020.1	no descriptionhighly similar to ( 603)AT4G12400| Symbols:  | binding | chr4:7338863-7341236 REVERSEhighly similar to ( 534)STIP_SOYBNHeat shock protein STI - Glycine max (Soybean)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TPR NrfG TT_ORF1 PRK11788 DUF1777 DUF1509 Protamine_P1 TadD	stress	20

CUST_22788_PI403524517	2	-0.22442245	-1.1006126	0.5699949	0.024645805	0.81353474	-0.024645805	35_6617	"Cluster: Hypothetical protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8H8U2	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	CHR03V5|COORD:9706595..9704322|protein expressed protein	LOC_Os03g17500.1	no descriptionnot assigned not assigned PRK07764	not assigned.unknown	35_2

CUST_52839_PI403524517	2	-0.049459457	0.06570244	-0.04080963	0.0047569275	-0.0047569275	0.012556076	35_15049	Rep: 60S ribosomal protein L13-1 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_P41127	"CHR3V7|COORD:18177956..18179032| ATBBC1 (breast basic conserved 1); structural constituent of ribosome"	AT3G49010.3	CHR06V5|COORD:868825..866370|protein 60S ribosomal protein L13-2, putative, expressed	LOC_Os06g02510.3	 no descriptionmoderately similar to ( 228)AT3G49010| Symbols: BBC1, RSU2 | ATBBC1 (breast basic conserved 1) | chr3:18177956-18179032 REVERSEmoderately similar to ( 228)RL131_BRANA60S ribosomal protein L13-1 - Brassica napus (Rape)not assigned Ribosomal_L13e RPL13 	protein.synthesis.misc ribososomal protein	29_2_2

CUST_68_PI403524517	2	-0.019371986	0.2536993	0.053762436	0.019371986	-0.03290367	-0.15219688	35_17	"Cluster: Phosphoglycerate kinase, chloroplast precursor; n=11; Triticeae|Rep: Phosphoglycerate kinase, chloroplast precursor - Triticum aestivum (Wheat)"	UniRef90_P12782	CHR1V7|COORD:21032068..21034119| phosphoglycerate kinase, putative	AT1G56190.1	CHR05V5|COORD:24298556..24295155|protein phosphoglycerate kinase, chloroplast precursor, putative, expressed	LOC_Os05g41640.2	" no descriptionweakly similar to ( 152)AT3G12780| Symbols: PGK1 | PGK1 (PHOSPHOGLYCERATE KINASE 1); phosphoglycerate kinase | chr3:4061134-4063147 REVERSEweakly similar to ( 188)PGKH_WHEATPhosphoglycerate kinase, chloroplast precursor - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned pgk Pgk PGK Phosphoglycerate_kinase PRK07764 PRK12323 PRK07003 Tymo_45kd_70kd Atrophin-1 PRK12678 Herpes_UL56 DUF566 "	PS.calvin cyle.phosphoglycerate kinase	1_3_3

CUST_15644_PI404877155	2	-0.22401905	0.011802673	0.016661644	-0.011802673	-0.13125706	0.047977448	Contig9475_at	0	BAD09972.1	calcium-transporting ATPase 8, plasma membrane-type / Ca(2+)-ATPase isoform 8 (ACA8)	At5g57110.1	protein calcium-translocating P-type ATPase, PMCA-type	Os08g40530	NONE	signalling.calcium	30_3

CUST_8468_PI403524517	2	0.012933731	0.1820755	0.018945694	-0.040906906	-0.012934685	-0.058543205	35_2365	"Cluster: Hypothetical protein P0635G10.2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0635G10.2 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q653E2	CHR4V7|COORD:251157..252284| similar to conserved hypothetical protein [Medicago truncatula] (GB:ABD28446.1)	AT4G00585.1	CHR09V5|COORD:22263897..22261731|protein expressed protein	LOC_Os09g38740.1	no descriptionweakly similar to ( 128)AT4G00585| Symbols:  | similar to conserved hypothetical protein [Medicago truncatula] (GB:ABD28446.1) | chr4:251157-252284 REVERSE	not assigned.unknown	35_2

CUST_64504_PI403524517	2	-0.021075249	0.25488472	0.11968422	0.021075249	-0.052268982	-0.0360651	35_18416	"Cluster: Integral membrane protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Integral membrane protein-like - Oryza sativa (japonica cultivar-group"	UniRef90_Q8H3D8	"CHR1V7|COORD:795678..798102| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G19070.1); similar to DedA [Crocosphaera watsonii WH 8501] (GB:ZP_005160"	AT1G03260.1	CHR07V5|COORD:27577655..27582590|protein expressed protein	LOC_Os07g46220.1	"no descriptionmoderately similar to ( 343)AT1G03260| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G19070.1); similar to DedA [Crocosphaera watsonii WH 8501] (GB:ZP_00516070.1); similar to Os07g0655900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001060500.1); contains domain UNCHARACTERIZED (PTHR12677) | chr1:795678-798102 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG0398 SNARE_assoc PRK07764 Drf_FH1 PRK12323 DedA Extensin_2 Totivirus_coat PRK07003 PRK08853 PRK06958 FAP COG5373"	not assigned.unknown	35_2

CUST_20086_PI403524517	2	0.18929386	0.24658585	-0.12892914	-0.020357132	-0.23125553	0.020357132	35_5820	"Cluster: Putative vacuolar protein sorting 28; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative vacuolar protein sorting 28 - Oryza sativa (japonica cu"	UniRef90_Q94DY4	CHR4|COORD:11468773..11470490| vacuolar protein sorting-associated protein 28 family protein / VPS28 family protein, contains similarity to Swiss-Prot:Q02767	AT4G21560.3	CHR01V5|COORD:33416058..33417160|protein VPS28 protein homolog 2, putative, expressed	LOC_Os01g57260.1	no descriptionmoderately similar to ( 256)AT4G21560| Symbols:  | vacuolar protein sorting-associated protein 28 family protein / VPS28 family protein | chr4:11469049-11469678 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned VPS28 PRK07764 Extensin_2 PRK12323 HPC2 Atrophin-1 PRK07003 Drf_FH1 DUF1421 Tymo_45kd_70kd Herpes_BLLF1 PRK05648 FAP TT_ORF1 AF-4 GRASP55_65 KAR9 Pneumo_att_G PRK08853 DUF605 DUF566 Totivirus_coat Chon_Sulph_att APC_basic IER Peptidase_S21 DUF1509 PRP8 tatB DUF1210	protein.targeting.secretory pathway.vacuole	29_3_4_3

CUST_25263_PI403524517	2	-0.06743145	0.38096285	0.2572732	0.06743097	-0.39249468	-0.37781382	35_7324	"Cluster: Pto kinase interactor, putative; n=2; Arabidopsis thaliana|Rep: Pto kinase interactor, putative - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9C660	CHR1V7|COORD:9039777..9042860| protein kinase	AT1G26150.1	CHR03V5|COORD:20523944..20527257|protein ATP binding protein, putative, expressed	LOC_Os03g37120.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned PRK12323 Atrophin-1	not assigned.unknown	35_2

CUST_32577_PI403524517	2	-0.011137962	0.69071674	0.011137962	0.060555458	-0.05865383	-0.029214859	35_9392	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XDY9	"CHR5V7|COORD:10477814..10479118| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G04550.1); similar to Os10g0445600 [Oryza sativa (japonica"	AT5G28500.1	CHR10V5|COORD:15769159..15766946|protein expressed protein	LOC_Os10g30870.1	"no descriptionvery weakly similar to (94.7)AT5G28500| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G04550.1); similar to Os10g0445600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001064712.1); similar to hypothetical protein Npun02004305 [Nostoc punctiforme PCC 73102] (GB:ZP_00109308.1) | chr5:10477814-10479118 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Extensin_2 Drf_FH1 PRK07764 Atrophin-1 FAP PRK12323 DUF1421 PRK05648 Tymo_45kd_70kd Gag_spuma MCPVI"	not assigned.unknown	35_2

CUST_2861_PI403524517	2	0.045783997	0.64431095	-0.046089172	-0.08920765	-0.045783043	0.06016445	35_783	Rep: Pyruvate decarboxylase - Dianthus caryophyllus (Carnation) (Clove pink)	UniRef90_Q5QJY9	"CHR5V7|COORD:22328084..22329907| PDC2 (PYRUVATE DECARBOXYLASE-2); pyruvate decarboxylase"	AT5G54960.1	CHR01V5|COORD:3137019..3132906|protein pyruvate decarboxylase isozyme 1, putative, expressed	LOC_Os01g06660.2	"no descriptionhighly similar to ( 702)AT5G54960| Symbols: PDC2 | PDC2 (PYRUVATE DECARBOXYLASE-2); pyruvate decarboxylase | chr5:22328084-22329907 REVERSEhighly similar to ( 707)PDC2_ORYSAnot assigned not assigned COG3961 TPP_PDC_IPDC IlvB PRK08611 TPP_enzymes TPP_enzyme_M COG3962 PRK06112 PRK08199 TPP_enzyme_C PRK07064 PRK07092 TPP_BZL_OCoD_HPCL TPP_BFDC PRK06276 PRK08322 PRK07524 PRK08327 PRK08155 TPP_AHAS PRK07789 PRK06048 PRK07282 PRK07525 PRK09259 PRK08978 PRK06457 PRK08266 PRK11269 PRK06456 PRK06466 PRK05858 TPP_IolD PRK08527 PRK07586 PRK07710 PRK06154 ilvB"	fermentation.PDC	5_2

CUST_16622_PI399408534	2	-0.34190464	0.58491325	-0.0553236	0.15333843	-0.16909885	0.0553236	35_2072	"Cluster: Putative chitin-inducible gibberellin-responsive protein; n=1; Bambusa ventricosa|Rep: Putative chitin-inducible gibberellin-responsive protein - Bambu"	UniRef90_Q1WBS8	"CHR5V7|COORD:19539723..19541279| PAT1 (PHYTOCHROME A SIGNAL TRANSDUCTION 1); transcription factor"	AT5G48150.2	CHR07V5|COORD:23648831..23652379|protein chitin-inducible gibberellin-responsive protein 2, putative, expressed	LOC_Os07g39470.1	"no descriptionhighly similar to ( 505)AT5G48150| Symbols: PAT1 | PAT1 (PHYTOCHROME A SIGNAL TRANSDUCTION 1); transcription factor | chr5:19539723-19541279 REVERSEhighly similar to ( 837)CIGR2_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned GRAS PRK07764 PRK12323 PRK07003 APC_basic"	RNA.regulation of transcription.GRAS transcription factor family	27_3_21

CUST_24677_PI403524517	2	-0.3435707	0.27266264	0.02335596	-0.073265076	0.1903801	-0.023356438	35_7160	"Cluster: Hypothetical protein B1046G12.28; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1046G12.28 - Oryza sativa (japonica cultivar-g"	UniRef90_Q8S2Q8	"CHR2|COORD:10999902..11000712| expressed protein, similar to expressed protein [Arabidopsis thaliana] (TAIR:At4g32870.1); similar to hypothetical protein"	AT2G25770.2	CHR01V5|COORD:5370384..5371596|protein expressed protein	LOC_Os01g10210.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned PRK12323	not assigned.unknown	35_2

CUST_16321_PI403524517	2	0.06617069	0.034848213	-0.034848213	-0.069441795	-0.03817463	0.05277157	35_4704	Rep: Protein BUD31 homolog 1 - Oryza sativa (Rice)	UniRef90_Q94DE2	CHR4V7|COORD:11267684..11268785| G10 family protein	AT4G21110.1	CHR04V5|COORD:32652552..32649046|protein protein G10 homolog 1, putative, expressed	LOC_Os04g55290.3	no descriptionmoderately similar to ( 288)AT4G21110| Symbols:  | G10 family protein | chr4:11267684-11268785 FORWARDmoderately similar to ( 307)BD31A_ORYSAnot assigned not assigned G10 BUD31	not assigned.no ontology	35_1

CUST_19585_PI404877155	2	-0.03679943	0.6342449	0.036800385	-0.045220375	-0.12574005	0.04054451	rbasd18c22_at	Malate dehydrogenase, glyoxysomal precursor pir||T03272 malate dehydrogenase (EC 1.1.1.37) precursor, glyoxysomal - rice dbj|BAA12870.1| gly	Q42972	malate dehydrogenase, glyoxysomal, putative	At2g22780.1	protein malate dehydrogenase, NAD-dependent	Os12g43630	glyoxysomal malate dehydrogenase	gluconeogenesis.Malate DH	6_03

CUST_12656_PI403524517	2	0.023349762	-0.38884068	-0.0011425018	0.0011434555	0.058766365	-0.10916805	35_3617	"Cluster: RNA polymerase Rpb3/Rpb11 dimerisation domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: RNA polymerase Rpb3/Rpb11"	UniRef90_Q2QWI0	"CHR2V7|COORD:12649804..12650905| ATRPC14 (Arabidopsis thaliana RNA polymerase I(A) and III(C) 14 kDa subunit); DNA binding / DNA-directed RNA polymerase"	AT2G29540.2	CHR12V5|COORD:4862095..4859177|protein DNA-directed RNA polymerases I and III 14 kDa polypeptide, putative, expressed	LOC_Os12g09280.1	 no descriptionweakly similar to ( 135)AT2G29540| Symbols: ATRPAC14, ATRPC14 | ATRPC14 (Arabidopsis thaliana RNA polymerase I(A) and III(C) 14 kDa subunit) | chr2:12650365-12650905 FORWARDnot assigned not assigned RPB11 RNA_pol_L 	RNA.transcription	27_2

CUST_41224_PI403524517	2	-0.339705	-0.44366312	-0.2369399	0.36528444	0.521636	0.23693943	35_11850	"Cluster: Hypothetical protein OJ1311_H06.6-2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1311_H06.6-2 - Oryza sativa (japonica cult"	UniRef90_Q6ZFZ3	"CHR5V7|COORD:7753560..7754393| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G25640.1); similar to Os05g0577100 [Oryza sativa (japonica"	AT5G23100.1	CHR02V5|COORD:29358233..29359641|protein plant-specific domain TIGR01570 family protein, expressed	LOC_Os02g47980.1	" no descriptionweakly similar to ( 189)AT5G23100| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G25640.1); similar to Os05g0577100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001056405.1); similar to Os01g0642600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001043690.1); similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:BAB90468.1); contains InterPro domain Protein of unknown function DUF617, plant; (InterPro:IPR006460) | chr5:7753560-7754393 FORWARDnot assigned not assigned DUF617 PRK12678 PRK07003 "	not assigned.unknown	35_2

CUST_66529_PI403524517	2	0.119086266	0.38321495	-0.05773735	-0.11628914	-0.23291588	0.05773735	35_18999	Rep: Alpha-N-acetylglucosaminidase - Nicotiana tabacum (Common tobacco)	UniRef90_Q9ZR45	CHR5V7|COORD:4415811..4420162| alpha-N-acetylglucosaminidase family / NAGLU family	AT5G13690.1	CHR04V5|COORD:32960273..32951140|protein alpha-N-acetylglucosaminidase precursor, putative, expressed	LOC_Os04g55730.1	no descriptionmoderately similar to ( 460)AT5G13690| Symbols:  | alpha-N-acetylglucosaminidase family / NAGLU family | chr5:4415811-4420162 FORWARDnot assigned NAGLU	misc.nitrilases, *nitrile lyases, berberine bridge enzymes, reticuline oxidases, troponine reductases	26_8

CUST_7130_PI404877155	2	1.0708065	-3.2130585	-0.5852475	1.234971	0.58524704	-0.7854786	Contig2083_s_at	Photosystem I reaction centre subunit III, chloroplast precursor (Light-harvesting complex I 17 kDa protein) (PSI-F) pir||S51813 photosystem	P13192	photosystem I reaction center subunit III family protein	At1g31330.1	protein photosystem-1 F subunit precursor	Os03g56670	Photosystem I reaction centre subunit III, chloroplast	PS.lightreaction.photosystem I.PSI polypeptide subunits	1_01_02_02

CUST_12957_PI403524517	2	0.09816933	-1.2905779	-0.14080715	0.045975685	0.022901535	-0.022901535	35_3708	Rep: Rar1 - Hordeum vulgare (Barley)	UniRef90_Q9SE34	CHR5V7|COORD:21018599..21020302| PBS2 (PPHB SUSCEPTIBLE 2)	AT5G51700.1	CHR02V5|COORD:19724020..19721250|protein integrin beta-1-binding protein 2, putative, expressed	LOC_Os02g33180.1	 no descriptionmoderately similar to ( 263)AT5G51700| Symbols: ATRAR1, RPR2, RAR1, PBS2 | PBS2 (PPHB SUSCEPTIBLE 2) | chr5:21018599-21020302 REVERSEnot assigned CHORD 	stress.biotic	20_1

CUST_94679_PI403524517	2	0.08584261	-0.052756786	0.13239193	-0.14982653	0.052757263	-0.25949097	35_27064	"Cluster: Os11g0544800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os11g0544800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IS96	"CHR1V7|COORD:17943853..17946208| GATB (GLU-ADT SUBUNIT B); glutamyl-tRNA(Gln) amidotransferase"	AT1G48520.1	CHR11V5|COORD:19533404..19528646|protein aspartyl/glutamyl-tRNA amidotransferase subunit B, putative, expressed	LOC_Os11g34210.2	"no descriptionweakly similar to ( 160)AT1G48520| Symbols: GATB | GATB (GLU-ADT SUBUNIT B); glutamyl-tRNA(Gln) amidotransferase | chr1:17943853-17946208 FORWARDnot assigned gatB GatB GatB_N"	tetrapyrrole synthesis.glu-tRNA synthetase	19_1

CUST_15889_PI404877155	2	-0.3387432	0.36993217	0.07884693	-0.010878563	-0.07965374	0.010879517	Contig9737_s_at	putative senescence-associated protein [Oryza sativa] dbj|BAD61717.1| putative ERD7 protein [Oryza sativa (japonica cultivar-group)] dbj|BAD	AAL79714.1	senescence/dehydration- associated protein-related	At3g51250.1	protein Senescence-associated protein, putative	Os06g50330	putative senescence-associated protein	stress.abiotic.drought/salt	20_2_3

CUST_66848_PI403524517	2	0.20788193	0.23578167	-0.10824919	-0.075111866	0.07511139	-0.30772924	35_19085	Rep: Alanyl-tRNA synthetase - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q9FFC7	CHR5V7|COORD:7616224..7619964| aminoacyl-tRNA synthetase family protein	AT5G22800.1	CHR06V5|COORD:7573979..7580552|protein alanyl-tRNA synthetase, putative, expressed	LOC_Os06g13660.1	no descriptionhighly similar to ( 602)AT5G22800| Symbols:  | aminoacyl-tRNA synthetase family protein | chr5:7616224-7619964 REVERSEnot assigned not assigned alaS AlaS PRK01584 tRNA-synt_2c COG2872 tRNA_SAD DHHA1	protein.aa activation	29_1

CUST_18431_PI404877155	2	-0.003162384	-0.28043938	-0.010379791	0.054021835	0.08429527	0.0031633377	HVSMEh0094M14f_s_at	putative diphosphate-fructose-6-phosphate 1-phosphotransferase alpha chain [Oryza sativa (japonica cultivar-group)] dbj|BAD07793.1| putative	XP_467453.1	pyrophosphate--fructose- 6-phosphate 1-phosphotransferase alpha subunit, putative / pyrophosphate-dependent 6-	At1g76550.1	protein Phosphofructokinase, putative	Os02g48360	Pyrophosphate--fructose 6-phosphate 1-phosphotransferase alpha subunit	glycolysis.pyrophosphate-fructose-6-P phosphotransferase	4_05

CUST_70622_PI403524517	2	0.1361885	-0.49916267	0.020394325	-0.020394325	-0.054631233	0.09606743	35_20234	"Cluster: Os02g0552600 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os02g0552600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E0G7	CHR1V7|COORD:7624428..7625858| OGG1 (8-oxoguanine-DNA glycosylase 1)	AT1G21710.1	CHR02V5|COORD:20840346..20834893|protein receptor-like protein kinase 5 precursor, putative, expressed	LOC_Os02g34750.2	no descriptionweakly similar to ( 152)AT1G21710| Symbols: OGG1 | OGG1 (8-oxoguanine-DNA glycosylase 1) | chr1:7624428-7625858 FORWARDnot assigned ENDO3c ENDO3c AlkA Nth	not assigned.no ontology	35_1

CUST_9893_PI403524517	2	-0.0395298	-0.19262314	-0.043157578	0.06525326	0.19036198	0.039528847	35_2788	"Cluster: TA9 protein-like; n=3; Oryza sativa (japonica cultivar-group)|Rep: TA9 protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5SN38	CHR1V7|COORD:10278066..10283010| kinase-related	AT1G29370.1	CHR01V5|COORD:27436834..27428967|protein expressed protein	LOC_Os01g47430.2	no descriptionvery weakly similar to (83.2)AT1G29370| Symbols:  | kinase-related | chr1:10278066-10283010 REVERSE	not assigned.unknown	35_2

CUST_18856_PI403524517	2	0.042827606	-0.5619545	-0.18404102	-0.036216736	0.06914425	0.03621769	35_5458	"Cluster: Hypothetical protein B1015E06.8; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1015E06.8 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q5QMZ8	"CHR5V7|COORD:3742009..3743704| similar to Thioredoxin-like protein (ISS) [Ostreococcus tauri] (GB:CAL50184.1); similar to Os01g0200400 [Oryza sativa"	AT5G11640.1	CHR01V5|COORD:5439453..5432245|protein electron transporter, putative, expressed	LOC_Os01g10340.1	"no descriptionmoderately similar to ( 229)AT5G11640| Symbols:  | similar to Thioredoxin-like protein (ISS) [Ostreococcus tauri] (GB:CAL50184.1); similar to Os01g0200400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001042316.1); contains InterPro domain Thioredoxin-like fold; (InterPro:IPR012336); contains InterPro domain Thioredoxin domain 2; (InterPro:IPR006663); contains InterPro domain Thioredoxin fold; (InterPro:IPR012335) | chr5:3742009-3743704 FORWARDnot assigned not assigned TMX2"	not assigned.unknown	35_2

CUST_16732_PI399408534	2	0.00843811	-0.6036267	0.4164858	-0.00843811	0.46846294	-0.55400705	35_30282	"Cluster: Lipoxygenase 2.3, chloroplast precursor; n=1; Hordeum vulgare|Rep: Lipoxygenase 2.3, chloroplast precursor - Hordeum vulgare (Barley)"	UniRef90_Q8GSM2	CHR3V7|COORD:16536422..16540218| LOX2 (LIPOXYGENASE 2)	AT3G45140.1	CHR12V5|COORD:22826640..22821051|protein lipoxygenase 2.1, chloroplast precursor, putative, expressed	LOC_Os12g37260.1	 no descriptionvery weakly similar to (95.9)AT3G45140| Symbols: ATLOX2, LOX2 | LOX2 (LIPOXYGENASE 2) | chr3:16536422-16540218 FORWARDweakly similar to ( 136)LOX23_HORVULipoxygenase 2.3, chloroplast precursor - Hordeum vulgare (Barley)Lipoxygenase 	hormone metabolism.jasmonate.synthesis-degradation.lipoxygenase	17_7_1_2

CUST_1953_PI403524517	2	0.029025078	-0.660491	-0.029025078	0.038015366	0.098423004	-0.05922699	35_519	"Cluster: S-adenosylmethionine synthetase 1; n=10; Spermatophyta|Rep: S-adenosylmethionine synthetase 1 - Hordeum vulgare (Barley)"	UniRef90_P50299	"CHR3V7|COORD:5952490..5953671| MTO3 (S-adenosylmethionine synthase 3); methionine adenosyltransferase"	AT3G17390.1	CHR01V5|COORD:12348795..12346190|protein S-adenosylmethionine synthetase 1, putative, expressed	LOC_Os01g22010.3	" no descriptionmoderately similar to ( 468)AT3G17390| Symbols: SAMS3, MAT4, MTO3 | MTO3 (S-adenosylmethionine synthase 3); methionine adenosyltransferase | chr3:5952490-5953671 REVERSEhighly similar to ( 506)METK_HORVUnot assigned PRK05250 MetK PRK12459 S-AdoMet_synt_C S-AdoMet_synt_M "	amino acid metabolism.synthesis.aspartate family.methionine	13_1_3_4

CUST_8365_PI403524517	2	-0.38484192	0.42791557	0.0010824203	0.19239426	-0.001083374	-0.031105042	35_2337	"Cluster: Hypothetical protein P0583G08.31; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0583G08.31 - Oryza sativa (japonica cultivar-g"	UniRef90_Q942R8	"CHR5V7|COORD:8799937..8802336| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G15350.1); similar to hypothetical protein [Glycine max]"	AT5G25360.1	CHR01V5|COORD:3719968..3716917|protein expressed protein	LOC_Os01g07750.1	"no descriptionvery weakly similar to (84.7)AT5G25360| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G15350.1); similar to hypothetical protein [Glycine max] (GB:AAN03467.1) | chr5:8799937-8802336 REVERSE"	not assigned.unknown	35_2

CUST_102288_PI403524517	2	0.1092248	0.19825268	-0.7566738	0.27934694	-0.8678498	-0.10922432	35_29182	"Cluster: Putative MTD2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative MTD2 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5N6U7	CHR1V7|COORD:8662328..8663765| protein binding / zinc ion binding	AT1G24440.1	CHR01V5|COORD:39755913..39759345|protein protein binding protein, putative, expressed	LOC_Os01g67850.1	no descriptionvery weakly similar to (72.0)AT1G24440| Symbols:  | protein binding / zinc ion binding | chr1:8662328-8663765 FORWARD	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_7096_PI404877155	2	0.026474953	-0.11848879	-0.026474476	-0.88669777	0.28201103	0.5486822	Contig20774_at	putative multidrug resistance protein 1 homolog [Oryza sativa (japonica cultivar-group)]	BAC10738.1	multidrug resistant (MDR) ABC transporter, putative	At3g62150.1	protein ABC transporter, putative	Os01g50160	"multidrug resistant (MDR) ABC transporter, putative, similar to multidrug-resistant protein CjMDR1 GI:14715462 from (Coptis japonica); contains Pfam profiles PF00005: ABC transporter, PF00664: ABC transporter transmembrane region"	transport.ABC transporters and multidrug resistance systems	34_16

CUST_47174_PI403524517	2	0.1888485	-0.7712579	-0.3503437	0.15869999	0.33880138	-0.15869999	35_13507	"Cluster: Proteophosphoglycan 5; n=1; Leishmania major strain Friedlin|Rep: Proteophosphoglycan 5 - Leishmania major strain Friedlin"	UniRef90_Q4FX62	CHR2V7|COORD:18571231..18574707| structural constituent of nuclear pore	AT2G45000.1	CHR07V5|COORD:14223858..14224841|protein retrotransposon protein, putative, Ty3-gypsy subclass	LOC_Os07g24980.1	no descriptionPRK07003 PRK07764	not assigned.unknown	35_2

CUST_43487_PI403524517	2	0.47285557	-0.14375162	-0.034265995	0.03426552	-0.12640858	0.39116764	35_12484	"Cluster: Os02g0141100 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0141100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E417	CHR5|COORD:7016472..7022115| auxin-responsive factor (ARF7), identical to auxin response factor 7 GI:4104929 from (Arabidopsis thaliana)	AT5G20730.3	CHR02V5|COORD:2214641..2207419|protein auxin response factor 2, putative, expressed	LOC_Os02g04810.1	no descriptionnot assigned not assigned GAL11 Keratin_B2	not assigned.unknown	35_2

CUST_114216_PI403524517	2	-0.110705376	-0.044787407	0.0069904327	0.27408123	-0.0069904327	0.19316578	35_32414	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_38103_PI403524517	2	0.09800434	0.20133781	-0.046875954	0.046875954	-0.15652561	-0.106306076	35_10964	"Cluster: Hypothetical protein OSJNBa0072I06.33; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0072I06.33 - Oryza sativa (japonica"	UniRef90_Q6YSF0	"CHR3V7|COORD:8960418..8963310| ATPERK1 (PROLINE EXTENSIN-LIKE RECEPTOR KINASE 1); ATP binding / protein kinase"	AT3G24550.1	CHR07V5|COORD:24992226..24994684|protein expressed protein	LOC_Os07g41710.2	no descriptionnot assigned TT_ORF1 PRK07764	not assigned.unknown	35_2

CUST_19085_PI404877155	2	0.11461258	-0.57226753	-0.11738396	0.10498428	-0.10498524	0.38707542	HY09G09u_at	putative phosphatidylinositol-4-phosphate 5-kinase [Arabidopsis thaliana]	AAM53300.1	phosphatidylinositol-4- phosphate 5-kinase family protein	At3g09920.1	protein phosphatidylinositol-4-phosphate 5-kinase, putative	Os02g57660	putative phosphatidylinositol-4-phosphate 5-kinase	signalling.phosphinositides	30_4

CUST_16312_PI399408534	2	0.10876179	0.20187855	-0.08444214	-0.027584076	0.02758503	-0.03081417	35_4287	Rep: Putative RNA methyltransferases - Oryza sativa (Rice)	UniRef90_Q9AUK9	CHR4V7|COORD:17861562..17863004| tRNA/rRNA methyltransferase (SpoU) family protein	AT4G38020.1	CHR03V5|COORD:27263450..27265347|protein spoU rRNA Methylase family protein, putative, expressed	LOC_Os03g48050.1	no descriptionweakly similar to ( 163)AT4G38020| Symbols:  | tRNA/rRNA methyltransferase (SpoU) family protein | chr4:17861562-17863004 FORWARDnot assigned SpoU SpoU_methylase PRK11181 PRK11081	RNA.processing	27_1

CUST_168565_PI403524517	2	-0.006263733	0.5150547	0.1049099	-0.079574585	-0.17570686	0.0062646866	35_46944	"Cluster: Genomic DNA, chromosome 5, P1 clone:MBM17; n=3; Arabidopsis thaliana|Rep: Genomic DNA, chromosome 5, P1 clone:MBM17 - Arabidopsis thaliana (Mouse-ear c"	UniRef90_Q9LVN4	CHR5V7|COORD:25636036..25637405| unknown protein	AT5G64010.1	CHR02V5|COORD:3353562..3354820|protein early nodulin 20 precursor, putative, expressed	LOC_Os02g06670.1	no descriptionvery weakly similar to (63.9)AT5G64010| Symbols:  | unknown protein | chr5:25636036-25637405 REVERSEnot assigned not assigned not assigned	not assigned.unknown	35_2

CUST_56158_PI403524517	2	-0.06067753	0.54566574	0.2516575	-0.09872913	0.060678482	-0.252594	35_15986	"Cluster: Von Willebrand factor type A domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Von Willebrand factor"	UniRef90_Q2QSE5	CHR2V7|COORD:16281213..16283729| zinc finger (C3HC4-type RING finger) family protein	AT2G38970.1	CHR12V5|COORD:13911270..13913324|protein retrotransposon protein, putative, unclassified, expressed	LOC_Os12g24390.1	no descriptionvery weakly similar to (86.7)AT5G60710| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr5:24428179-24432075 REVERSEnot assigned not assigned not assigned not assigned PRK12323 PRK07764 PRK07003 PRK12678 DUF566	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_76960_PI403524517	2	0.020192146	0.21602726	-0.10429478	-0.020191193	-0.045402527	0.059970856	35_22059	"Cluster: Dynamin family protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Dynamin family protein, putative, expressed - Oryza sativ"	UniRef90_Q2QWX6	"CHR3V7|COORD:6850597..6855395| ARC5 (ACCUMULATION AND REPLICATION OF CHLOROPLAST 5); GTP binding / GTPase"	AT3G19720.1	CHR12V5|COORD:3993483..3985781|protein ARC5, putative, expressed	LOC_Os12g07880.1	"no descriptionmoderately similar to ( 251)AT3G19720| Symbols: ARC5 | ARC5 (ACCUMULATION AND REPLICATION OF CHLOROPLAST 5); GTP binding / GTPase | chr3:6850597-6855395 REVERSEnot assigned"	misc.dynamin	26_17

CUST_22032_PI403524517	2	0.008516312	0.21256065	-1.1128817	-0.008516312	-0.82076645	1.1060939	35_6401	"Cluster: Os01g0212700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0212700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JPN4	"CHR3V7|COORD:5692886..5693800| ATL2 (Arabidopsis T?xicos en Levadura 2); protein binding / zinc ion binding"	AT3G16720.1	CHR01V5|COORD:6169988..6168524|protein RING-H2 finger protein ATL2K, putative, expressed	LOC_Os01g11460.1	"no descriptionvery weakly similar to (77.0)AT3G16720| Symbols: ATL2 | ATL2 (Arabidopsis T?xicos en Levadura 2); protein binding / zinc ion binding | chr3:5692886-5693800 FORWARDvery weakly similar to (70.9)EL5_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07003 RING HRD1 COG5540"	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_9026_PI403524517	2	0.14483738	0.09204292	-0.0708189	0.019758224	-0.01975727	-0.033524513	35_2531	"Cluster: Leucine Rich Repeat family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Leucine Rich Repeat family protein, expressed - Oryza s"	UniRef90_Q2QNU9	CHR5V7|COORD:9942067..9944511| F-box family protein	AT5G27920.1	CHR12V5|COORD:22424277..22428423|protein ubiquitin-protein ligase, putative, expressed	LOC_Os12g36670.1	no descriptionweakly similar to ( 114)AT5G27920| Symbols:  | F-box family protein | chr5:9942067-9944511 REVERSEnot assigned	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_108174_PI403524517	2	-0.25513506	-0.23802519	0.7757292	-0.07788658	0.31877995	0.07788658	35_30774	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_104877_PI403524517	2	0.07870102	-0.023849487	-0.01833725	0.020233154	0.01833725	-0.049779892	35_29882	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_808_PI404877155	2	0.15317059	-0.07591915	-0.18401527	0.061364174	-0.061364174	0.088124275	Contig10761_at	probable protein kinase [imported] - Arabidopsis thaliana gb|AAG51266.1| protein kinase, putative [Arabidopsis thaliana]	B86440	leucine-rich repeat transmembrane protein kinase, putative	At1g31420.1	protein probable protein kinase [imported] - Arabidopsis thaliana	Os03g16010	probable protein kinase	signalling.receptor kinases.misc	30_2_99

CUST_19512_PI403524517	2	0.053199768	-0.23436737	-0.094083786	0.12518501	0.15479088	-0.053199768	35_5652	"Cluster: Putative UDP-sulfoquinovose synthase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative UDP-sulfoquinovose synthase - Oryza sativa (japonica"	UniRef90_Q60E66	"CHR4V7|COORD:15936054..15937569| SQD1 (sulfoquinovosyldiacylglycerol 1); UDPsulfoquinovose synthase"	AT4G33030.1	CHR05V5|COORD:18655453..18658816|protein UDP-sulfoquinovose synthase, chloroplast precursor, putative, expressed	LOC_Os05g32140.1	" no descriptionvery weakly similar to (81.6)AT4G33030| Symbols: SQD1 | SQD1 (sulfoquinovosyldiacylglycerol 1); UDPsulfoquinovose synthase | chr4:15936054-15937569 FORWARDvery weakly similar to (87.0)SQD1_SPIOLUDP-sulfoquinovose synthase, chloroplast precursor - Spinacia oleracea (Spinach)"	lipid metabolism.glycolipid synthesis.UDP-sulfoquinovose synthase	11_10_3

CUST_86077_PI403524517	2	0.14114761	0.142663	-0.19347286	0.0020141602	-0.033018112	-0.0020141602	35_24653	"Cluster: Putative replication protein A2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative replication protein A2 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6H7J5	0	0	CHR02V5|COORD:25402499..25398544|protein replication factor A, putative, expressed	LOC_Os02g42230.1	no description	not assigned.unknown	35_2

CUST_166588_PI403524517	2	0.2444129	0.031370163	-0.031370163	-0.32613468	2.361682	-0.25012016	35_46406	"Cluster: DTW domain-containing protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: DTW domain-containing protein-like - Oryza sativa (japonica cultiv"	UniRef90_Q5Z9X7	"CHR1V7|COORD:918308..920306| similar to COG3148: Uncharacterized conserved protein [Yersinia intermedia ATCC 29909] (GB:ZP_00833766.1); similar to Os06g0342600"	AT1G03687.1	CHR06V5|COORD:13703984..13721974|protein DTW domain containing protein, expressed	LOC_Os06g23504.1	"no descriptionvery weakly similar to (66.2)AT1G03687| Symbols:  | similar to COG3148: Uncharacterized conserved protein [Yersinia intermedia ATCC 29909] (GB:ZP_00833766.1); similar to Os06g0342600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001057573.1); contains InterPro domain DTW; (InterPro:IPR005636) | chr1:918308-919999 FORWARD"	not assigned.no ontology	35_1

CUST_16764_PI403524517	2	-0.9645996	0.70708466	0.46025848	0.1342802	-0.48732376	-0.1342802	35_4840	Rep: Choline kinase - Oryza sativa (indica cultivar-group)	UniRef90_Q1KL28	CHR1V7|COORD:27944853..27946564| choline kinase, putative	AT1G74320.1	CHR01V5|COORD:30173672..30169490|protein choline/ethanolamine kinase, putative, expressed	LOC_Os01g51920.1	 no descriptionmoderately similar to ( 347)AT1G74320| Symbols:  | choline kinase, putative | chr1:27944853-27946564 FORWARDnot assigned not assigned not assigned not assigned not assigned Choline_kinase ycfN APH PRK07764 PRK12323 	lipid metabolism.Phospholipid synthesis.choline kinase	11_3_2

CUST_10762_PI404877155	2	-0.16733646	0.23599339	0.081085205	-0.16181087	-0.017231941	0.017231941	Contig4486_at	zinc finger (C2H2 type) family protein [Arabidopsis thaliana] dbj|BAB09614.1| unnamed protein product [Arabidopsis thaliana] gb|AAO24598.1|	NP_197151.1	zinc finger (C2H2 type) family protein	At5g16470.1	protein AT3g02790/F13E7_27	Os06g49490	NONE	RNA.regulation of transcription.C2H2 zinc finger family	27_3_11

CUST_453_PI403524517	2	-0.021448135	-0.33355427	0.021447182	0.071063995	0.12008476	-0.031938553	35_118	"Cluster: Lactoylglutathione lyase; n=2; Oryza sativa|Rep: Lactoylglutathione lyase - Oryza sativa (Rice)"	UniRef90_Q948T6	CHR1V7|COORD:25192226..25194210| lactoylglutathione lyase, putative / glyoxalase I, putative	AT1G67280.1	CHR08V5|COORD:5370808..5366873|protein lactoylglutathione lyase, putative, expressed	LOC_Os08g09250.2	 no descriptionmoderately similar to ( 441)AT1G67280| Symbols:  | lactoylglutathione lyase, putative / glyoxalase I, putative | chr1:25192226-25193797 REVERSEhighly similar to ( 553)LGUL_ORYSAnot assigned not assigned PRK10291 Glyoxalase GloA 	amino acid metabolism.degradation.aspartate family.threonine	13_2_3_2

CUST_181712_PI403524517	2	0.040197372	0.09460831	-0.01671505	-0.03829956	0.014369965	-0.014370918	35_50522	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_132857_PI403524517	2	0.31944466	0.3969164	0.06102419	-0.12039757	-0.15003729	-0.061023712	35_37308	"Cluster: Putative translation initiation factor eIF-2B epsilon subunit; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative translation initiation"	UniRef90_Q6K3F7	CHR2V7|COORD:14753419..14755611| eIF4-gamma/eIF5/eIF2-epsilon domain-containing protein	AT2G34970.1	CHR02V5|COORD:34778287..34787518|protein translation initiation factor eIF-2B epsilon subunit, putative, expressed	LOC_Os02g56740.1	no descriptionmoderately similar to ( 202)AT2G34970| Symbols:  | eIF4-gamma/eIF5/eIF2-epsilon domain-containing protein | chr2:14753419-14755611 FORWARDnot assigned	protein.synthesis.initiation	29_2_3

CUST_149885_PI403524517	2	0.17559052	0.022375107	-0.052381516	-0.022374153	-0.09881115	0.09101105	35_41931	"Cluster: Phosphoglycerate kinase, cytosolic; n=11; Poaceae|Rep: Phosphoglycerate kinase, cytosolic - Triticum aestivum (Wheat)"	UniRef90_P12783	CHR1V7|COORD:29929240..29931188| PGK (PHOSPHOGLYCERATE KINASE)	AT1G79550.1	CHR06V5|COORD:27678757..27675320|protein phosphoglycerate kinase, cytosolic, putative, expressed	LOC_Os06g45710.1	 no descriptionweakly similar to ( 122)AT1G79550| Symbols: PGK | PGK (PHOSPHOGLYCERATE KINASE) | chr1:29929240-29931188 REVERSEweakly similar to ( 124)PGKY_WHEATPhosphoglycerate kinase, cytosolic - Triticum aestivum (Wheat)not assigned PGK Phosphoglycerate_kinase pgk Pgk 	PS.calvin cyle.phosphoglycerate kinase	1_3_3

CUST_51100_PI403524517	2	-0.031560898	0.23585129	0.04172516	0.022813797	-0.06109619	-0.02281189	35_14568	"Cluster: Hypothetical protein OJ1513_F02.133; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1513_F02.133 - Oryza sativa (japonica cult"	UniRef90_Q8H387	CHR2V7|COORD:9836737..9837354| similar to hypothetical protein [Cicer arietinum] (GB:CAA10129.1)	AT2G23090.1	CHR07V5|COORD:795871..797021|protein expressed protein	LOC_Os07g02340.1	no descriptionweakly similar to ( 137)AT2G23090| Symbols:  | similar to hypothetical protein [Cicer arietinum] (GB:CAA10129.1) | chr2:9836737-9837354 REVERSEDUF1909	not assigned.unknown	35_2

CUST_162397_PI403524517	2	-0.013810635	-0.34018612	0.03025484	0.013810635	0.25244188	-0.4595542	35_45293	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QYI9	CHR5V7|COORD:361186..362864| (1-4)-beta-mannan endohydrolase, putative	AT5G01930.1	CHR12V5|COORD:859498..857268|protein hydrolase, hydrolyzing O-glycosyl compounds, putative, expressed	LOC_Os12g02520.1	 no descriptionweakly similar to ( 200)AT5G01930| Symbols:  | (1-4)-beta-mannan endohydrolase, putative | chr5:361186-362864 REVERSECOG3934 Cellulase 	cell wall.degradation.mannan-xylose-arabinose-fucose	10_6_2

CUST_31564_PI403524517	2	-0.57664347	-0.40008545	0.5921259	0.67230654	0.038208485	-0.038208008	35_9110	"Cluster: Acidic class III chitinase OsChib3a precursor; n=1; Oryza sativa (japonica cultivar-group)|Rep: Acidic class III chitinase OsChib3a precursor - Oryza s"	UniRef90_O22080	CHR5V7|COORD:8143808..8145156| acidic endochitinase (CHIB1)	AT5G24090.1	CHR01V5|COORD:27212338..27213602|protein acidic endochitinase precursor, putative, expressed	LOC_Os01g47070.1	no descriptionweakly similar to ( 115)AT5G24090| Symbols:  | acidic endochitinase (CHIB1) | chr5:8143808-8145156 REVERSEweakly similar to ( 132)CHIA_PHAANAcidic endochitinase precursor - Phaseolus angularis (Adzuki bean) (Vigna angularis)not assigned	stress.biotic	20_1

CUST_7809_PI399408534	2	0.2878151	-0.35248184	-0.21557903	-0.06150055	0.06150055	0.07407379	35_8974	"Cluster: Os08g0275200 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os08g0275200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J6S1	CHR1V7|COORD:30397025..30399103| protein kinase family protein	AT1G80870.1	CHR08V5|COORD:10584678..10586985|protein ATP binding protein, putative, expressed	LOC_Os08g17320.1	no descriptionweakly similar to ( 157)AT1G80870| Symbols:  | protein kinase family protein | chr1:30397025-30399103 FORWARDvery weakly similar to (59.3)NORK_PEANodulation receptor kinase precursor - Pisum sativum (Garden pea)not assigned	misc.myrosinases-lectin-jacalin	26_16

CUST_13185_PI403524517	2	0.17821598	0.0073423386	0.021597862	-0.060624123	-0.12370777	-0.0073423386	35_3773	"Cluster: Putative ABC family transporter; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ABC family transporter - Oryza sativa (japonica cultivar-gro"	UniRef90_Q69XA0	"CHR3V7|COORD:17635485..17639957| ATATH6 (ABC2 homolog 6); ATPase, coupled to transmembrane movement of substances"	AT3G47780.1	CHR06V5|COORD:23112101..23104228|protein ATATH6, putative, expressed	LOC_Os06g38950.1	" no descriptionweakly similar to ( 132)AT3G47780| Symbols: ATATH6 | ATATH6 (ABC2 homolog 6); ATPase, coupled to transmembrane movement of substances | chr3:17635485-17639957 FORWARDnot assigned ABC_subfamily_A CcmA ABC_DrrA ABC_drug_resistance_like ABC_BcrA_bacitracin_resist NatA ABC_DR_subfamily_A ABC_NatA_sodium_exporter "	transport.ABC transporters and multidrug resistance systems	34_16

CUST_7607_PI404877155	2	1.1597872	-0.11804867	-0.43218613	0.94228077	-0.21187973	0.118047714	Contig22198_at	ABC transporter family protein [Arabidopsis thaliana] pir||A84509 probable ABC transporter [imported] - Arabidopsis thaliana	NP_178984.1	ABC transporter family protein	At2g13610.1	protein protein F12M16.17 [imported] - Arabidopsis thaliana	Os05g31910	ABC transporter family protein	transport.ABC transporters and multidrug resistance systems	34_16

CUST_16079_PI403524517	2	-0.009609222	-0.85706043	-0.09573364	0.06726074	0.046177864	0.009609222	35_4638	"Cluster: Os06g0546400 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os06g0546400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DBP0	CHR2V7|COORD:17789429..17791907| ribosomal protein L1 family protein	AT2G42710.1	CHR06V5|COORD:20665497..20671621|protein 50S ribosomal protein L1, putative, expressed	LOC_Os06g35470.1	 no descriptionmoderately similar to ( 300)AT2G42710| Symbols:  | ribosomal protein L1 family protein | chr2:17789429-17791907 FORWARDweakly similar to ( 160)RK1_SPIOL50S ribosomal protein L1, chloroplast precursor - Spinacia oleracea (Spinach)not assigned not assigned not assigned not assigned rplA RplA Ribosomal_L1 rpl1 rpl1P Tymo_45kd_70kd 	protein.synthesis.mito/plastid ribosomal protein.plastid	29_2_1_1

CUST_1989_PI403524517	2	-0.1880436	-0.9836731	0.5154972	0.093829155	0.09829903	-0.09383011	35_528	"Cluster: Glutamine synthetase cytosolic isozyme 1-1; n=11; Poaceae|Rep: Glutamine synthetase cytosolic isozyme 1-1 - Oryza sativa (Rice)"	UniRef90_P14656	"CHR1V7|COORD:24659215..24661183| ATGSR2 (Arabidopsis thaliana glutamine synthase clone R2); glutamate-ammonia ligase"	AT1G66200.2	CHR02V5|COORD:30672790..30668907|protein glutamine synthetase root isozyme 3, putative, expressed	LOC_Os02g50240.1	"no descriptionweakly similar to ( 156)AT5G37600| Symbols: ATGSR1 | ATGSR1 (Arabidopsis thaliana glutamine synthase clone R1); glutamate-ammonia ligase | chr5:14950804-14952886 REVERSEweakly similar to ( 159)GLNA4_MAIZEGlutamine synthetase root isozyme 4 - Zea mays (Maize)not assigned Gln-synt_N Gln-synt_C"	N-metabolism.ammonia metabolism.glutamine synthase	12_2_2

CUST_68772_PI403524517	2	0.40970564	0.10195446	-0.031825542	0.03182602	-0.48924923	-0.7584052	35_19673	"Cluster: Ubiquitin-activating enzyme E1 1; n=2; Triticum aestivum|Rep: Ubiquitin-activating enzyme E1 1 - Triticum aestivum (Wheat)"	UniRef90_P20973	"CHR2V7|COORD:12859709..12864446| ATUBA1 (Arabidopsis thaliana ubiquitin-activating enzyme 1); ubiquitin activating enzyme"	AT2G30110.1	CHR11V5|COORD:300611..294655|protein ubiquitin-activating enzyme E1 2, putative, expressed	LOC_Os11g01510.3	" no descriptionweakly similar to ( 127)AT2G30110| Symbols: MOS5, ATUBA1 | ATUBA1 (Arabidopsis thaliana ubiquitin-activating enzyme 1); ubiquitin activating enzyme | chr2:12859709-12864446 REVERSEweakly similar to ( 162)UBE11_WHEATUbiquitin-activating enzyme E1 1 - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned Ube1_repeat1 ThiF Aos1_SUMO E1-1_like ThiF_MoeB_HesA_family APPBP1_RUB ThiF PRK08328 PRK05600 "	protein.degradation.ubiquitin.E1	29_5_11_2

CUST_62299_PI403524517	2	0.0404377	0.3761406	0.069182396	-0.18090725	-0.0404377	-0.18757915	35_17763	"Cluster: Os02g0823000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os02g0823000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DWA9	CHR1V7|COORD:23622153..23625745| protease-associated (PA) domain-containing protein	AT1G63690.1	CHR02V5|COORD:35335850..35341588|protein signal peptide peptidase-like 2B, putative, expressed	LOC_Os02g57710.1	no descriptionhighly similar to ( 756)AT1G63690| Symbols:  | protease-associated (PA) domain-containing protein | chr1:23622153-23625745 FORWARDnot assigned not assigned not assigned not assigned Peptidase_A22B PSN PA_GO-like PA_subtilisin_1 PA_C_RZF_like PA_hPAP21_like PA_EDEM3_like PA PA PA_C5a_like PA_VSR PA_PoS1_like	protein.degradation	29_5

CUST_47537_PI403524517	2	0.09123278	-0.44829798	-0.09123278	-0.18205595	0.17323828	0.12834883	35_13605	"Cluster: Os03g0326000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os03g0326000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DS86	"CHR5V7|COORD:1445510..1449569| ALA1 (AMINOPHOSPHOLIPID ATPASE1); ATPase, coupled to transmembrane movement of ions, phosphorylative mechanism"	AT5G04930.1	CHR03V5|COORD:11867720..11862629|protein phospholipid-transporting ATPase 1, putative, expressed	LOC_Os03g20949.1	" no descriptionmoderately similar to ( 271)AT5G04930| Symbols: ALA1 | ALA1 (AMINOPHOSPHOLIPID ATPASE1); ATPase, coupled to transmembrane movement of ions, phosphorylative mechanism | chr5:1445510-1449569 FORWARDnot assigned not assigned "	not assigned.no ontology	35_1

CUST_76210_PI403524517	2	-0.12543201	-0.037442207	0.104382515	0.24537468	0.0035743713	-0.0035743713	35_21846	"Cluster: Os01g0763700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0763700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JJ28	"CHR5V7|COORD:20533608..20535659| ATEXO70F1 (exocyst subunit EXO70 family protein F1); protein binding"	AT5G50380.1	CHR01V5|COORD:32464214..32470283|protein protein binding protein, putative, expressed	LOC_Os01g55799.3	"no descriptionweakly similar to ( 161)AT5G50380| Symbols: ATEXO70F1 | ATEXO70F1 (exocyst subunit EXO70 family protein F1); protein binding | chr5:20533608-20535659 REVERSEnot assigned Exo70"	not assigned.no ontology	35_1

CUST_15578_PI399408534	2	0.64661264	-0.13006163	0.13006115	-0.330894	0.26831055	-0.59068394	35_41805	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10ST1	CHR4V7|COORD:801713..808018| transducin family protein / WD-40 repeat family protein	AT4G01860.1	CHR03V5|COORD:653032..660226|protein expressed protein	LOC_Os03g02110.2	no descriptionmoderately similar to ( 211)AT4G01860| Symbols:  | transducin family protein / WD-40 repeat family protein | chr4:801713-808018 REVERSEnot assigned	signalling.G-proteins	30_5

CUST_21547_PI403524517	2	0.16019726	0.89600563	-0.08856821	-0.1580782	-0.31371403	0.08856869	35_6253	"Cluster: Hypothetical protein P0003E08.32; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0003E08.32 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5SN49	"CHR1V7|COORD:1973991..1974272| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G26790.1); similar to hypothetical protein MtrDRAFT_AC157648g13v1"	AT1G06475.1	CHR05V5|COORD:28050757..28050069|protein expressed protein	LOC_Os05g49080.1	no descriptionnot assigned not assigned not assigned not assigned	not assigned.unknown	35_2

CUST_10732_PI399408534	2	0.13221073	-0.08093166	0.09665775	-0.0068912506	-0.11485195	0.0068912506	35_8868	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8LMP3	CHR2V7|COORD:18800017..18802824| nucleotidyltransferase family protein	AT2G45620.1	CHR10V5|COORD:5870557..5876355|protein caffeine-induced death protein 1, putative, expressed	LOC_Os10g11034.1	no descriptionweakly similar to ( 103)AT2G45620| Symbols:  | nucleotidyltransferase family protein | chr2:18800017-18802824 FORWARDTRF4	RNA.processing	27_1

CUST_2137_PI403524517	2	-0.20158434	-0.6830082	0.31384087	0.1909666	0.8971262	-0.19096708	35_566	"Cluster: Hydroxymethylbutenyl 4-diphosphate synthase; n=3; Poaceae|Rep: Hydroxymethylbutenyl 4-diphosphate synthase - Zea mays (Maize)"	UniRef90_Q672R6	"CHR5V7|COORD:24376673..24380500| GcpE (CHLOROPLAST BIOGENESIS 4); 4-hydroxy-3-methylbut-2-en-1-yl diphosphate synthase"	AT5G60600.1	CHR02V5|COORD:23653305..23647434|protein hydroxymethylbutenyl 4-diphosphate synthase, putative, expressed	LOC_Os02g39160.1	" no descriptionnearly identical (1184)AT5G60600| Symbols: ISPG, CSB3, CLB4, GcpE | GcpE (CHLOROPLAST BIOGENESIS 4); 4-hydroxy-3-methylbut-2-en-1-yl diphosphate synthase | chr5:24376673-24380500 FORWARDPRK00694 PRK02048 gcpE ispG GcpE "	secondary metabolism.isoprenoids.non-mevalonate pathway.HDS	16_1_1_6

CUST_8561_PI399408534	2	0.06165409	0.20403671	-0.0128211975	-0.35669518	0.012822151	-0.18085289	35_4542	"Cluster: TB2/DP1, HVA22 family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: TB2/DP1, HVA22 family protein, expressed - Oryza sativa (jap"	UniRef90_Q10P18	CHR5V7|COORD:17032801..17034197| abscisic acid-responsive HVA22 family protein	AT5G42560.1	CHR03V5|COORD:7913058..7908062|protein receptor expression-enhancing protein 3, putative, expressed	LOC_Os03g14610.1	no descriptionmoderately similar to ( 204)AT5G42560| Symbols:  | abscisic acid-responsive HVA22 family protein | chr5:17032931-17034197 FORWARDvery weakly similar to (50.8)HVA22_HORVUProtein HVA22 - Hordeum vulgare (Barley)not assigned not assigned not assigned TB2_DP1_HVA22 tolA TolA YOP1 PRK12323 GAL11 TolA PRK10263 PRK08853 PRK05648 PRK07003 PRK10416	hormone metabolism.abscisic acid.synthesis-degradation	17_1_1

CUST_43616_PI403524517	2	0.2885728	0.09778547	-0.06850386	0.06850338	-1.0542464	-0.85278606	35_12517	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_56164_PI403524517	2	-0.05226803	-0.9064064	0.012286186	0.20990562	0.18568134	-0.01228714	35_15987	"Cluster: DTDP-D-glucose 4,6-dehydratase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: DTDP-D-glucose 4,6-dehydratase-like - Oryza sativa (japonica"	UniRef90_Q6EPQ1	CHR1V7|COORD:23346175..23347524| NRS/ER (NUCLEOTIDE-RHAMNOSE SYNTHASE/EPIMERASE-REDUCTASE)	AT1G63000.1	CHR02V5|COORD:27703196..27707290|protein dTDP-4-dehydrorhamnose reductase, putative, expressed	LOC_Os02g45540.1	no descriptionhighly similar to ( 519)AT1G63000| Symbols: NRS/ER | NRS/ER (NUCLEOTIDE-RHAMNOSE SYNTHASE/EPIMERASE-REDUCTASE) | chr1:23346175-23347524 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned RfbD RmlD_sub_bind Herpes_BLLF1 PRK12323 Epimerase APC_basic PRK07003 Atrophin-1 PRK07764 HPC2 WcaG DUF566 DUF1509 KAR9 PRK12372 Metaviral_G PRK08853 TT_ORF1 Tymo_45kd_70kd DUF1421 PRK05648	cell wall.precursor synthesis.RHM	10_1_10

CUST_4121_PI403524517	2	0.16507912	-0.6753702	-0.10206318	0.034612656	0.1091671	-0.03461361	35_1139	"Cluster: 26S proteasome non-ATPase regulatory subunit 14; n=6; Magnoliophyta|Rep: 26S proteasome non-ATPase regulatory subunit 14 - Arabidopsis thaliana (Mouse-"	UniRef90_Q9LT08	CHR5V7|COORD:7937775..7939342| 26S proteasome regulatory subunit, putative	AT5G23540.1	CHR05V5|COORD:17788942..17792540|protein 26S proteasome non-ATPase regulatory subunit 14, putative, expressed	LOC_Os05g30800.1	 no descriptionhighly similar to ( 512)AT5G23540| Symbols:  | 26S proteasome regulatory subunit, putative | chr5:7938112-7939342 FORWARDnot assigned not assigned not assigned not assigned not assigned JAB_MPN Mov34 COG1310 	protein.degradation.ubiquitin.proteasom	29_5_11_20

CUST_49519_PI403524517	2	0.43575764	-1.2751913	-0.43575716	0.49833488	0.5893059	-0.49480104	35_14122	"Cluster: Chlorophyll a/b binding protein precursor; n=4; BEP clade|Rep: Chlorophyll a/b binding protein precursor - Hordeum vulgare (Barley)"	UniRef90_Q9SDM1	"CHR3V7|COORD:20350684..20351900| LHCA1; chlorophyll binding"	AT3G54890.1	CHR06V5|COORD:12451669..12453198|protein chlorophyll a-b binding protein 6A, chloroplast precursor, putative, expressed	LOC_Os06g21590.2	 no descriptionweakly similar to ( 188)AT3G54890| Symbols: LHCA1 | LHCA1 | chr3:20350859-20351900 REVERSEvery weakly similar to (75.9)CB12_PETHYChlorophyll a-b binding protein, chloroplast precursor - Petunia hybrida (Petunia)not assigned not assigned Chloroa_b-bind PRK07764 	PS.lightreaction.photosystem II.LHC-II	1_1_1_1

CUST_14828_PI404877155	2	0.14333153	-0.5433235	-0.06218624	0.03266716	-0.03266716	0.24216461	Contig8654_at	putative DNA-dependent ATPase [Oryza sativa (japonica cultivar-group)] gb|AAK53826.1| Putative SWI/SNF related, matrix associated, actin dep	NP_918696.1	DNA-dependent ATPase, putative	At3g06400.1	protein SNF2 family N-terminal domain, putative	Os01g27040	NONE	RNA.regulation of transcription.Chromatin Remodeling Factors	27_3_44

CUST_6189_PI399408534	2	0.23112202	-0.54900837	-0.045282364	-0.0036668777	0.04269886	0.0036668777	35_2403	"Cluster: Putative polypyrimidine tract-binding protein homolog; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative polypyrimidine tract-binding protein h"	UniRef90_Q6YWJ5	"CHR3V7|COORD:51739..54351| PTB (POLYPYRIMIDINE TRACT-BINDING); RNA binding"	AT3G01150.1	CHR08V5|COORD:21046359..21040577|protein polypyrimidine tract-binding protein homolog 1, putative, expressed	LOC_Os08g33830.1	"no descriptionhighly similar to ( 542)AT3G01150| Symbols: PTB | PTB (POLYPYRIMIDINE TRACT-BINDING); RNA binding | chr3:51739-54351 FORWARDnot assigned not assigned"	RNA.processing	27_1

CUST_93067_PI403524517	2	0.26835823	0.5688219	-0.13207626	0.009137154	-0.009137154	-0.011602402	35_26610	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_117241_PI403524517	2	0.06602287	-0.38338852	-0.013622284	0.08605957	-0.018650055	0.013624191	35_33225	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_81684_PI403524517	2	0.028627396	0.37269497	0.009776115	-0.09988022	-0.27038574	-0.009776115	35_23432	"Cluster: Hypothetical protein OSJNOa257A21.1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNOa257A21.1 - Oryza sativa (japonica cult"	UniRef90_Q67IY3	CHR1V7|COORD:9813206..9815130| Identical to Ubiquitin thioesterase otubain-like protein (EC 3.4.-.-) (Ubiquitin- specific-processing protease otubain-like)	AT1G28120.1	CHR02V5|COORD:18797143..18791230|protein hypothetical protein	LOC_Os02g31830.1	no description	not assigned.unknown	35_2

CUST_71334_PI403524517	2	0.14633274	-0.24752331	-2.0980835E-4	2.0980835E-4	-0.08960152	0.08801651	35_20436	Rep: OSJNBa0091D06.22 protein - Oryza sativa (Rice)	UniRef90_Q7XU21	CHR3|COORD:18388545..18391269| expressed protein	AT3G49590.1	CHR04V5|COORD:26741178..26735349|protein expressed protein	LOC_Os04g45570.1	"no descriptionvery weakly similar to (91.7)AT3G49590| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G18770.1); similar to IMP dehydrogenase/GMP reductase [Medicago truncatula] (GB:ABE83766.1) | chr3:18388877-18391089 FORWARDnot assigned"	not assigned.unknown	35_2

CUST_16473_PI404877155	2	-0.017645836	-0.4758463	-0.31851006	0.12545776	0.01764679	0.21298409	HA18O08r_at	putative fructose 1-,6-biphosphate aldolase [Triticum aestivum]	CAD12665.1	fructose-bisphosphate aldolase, putative	At3g52930.1	protein Fructose-bisphosphate aldolase class-I	Os05g33380	1.2_bHLH   T01541 esc1/fructose 1-,6-biphosphate aldolase	PS.calvin cyle.aldolase	1_03_06

CUST_32287_PI403524517	2	0.087368965	0.21290684	-0.19605732	-0.046635628	-0.030956268	0.030956268	35_9310	"Cluster: Putative metal-dependent phosphohydrolase HD domain-containing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative metal-dependent"	UniRef90_Q6ETL6	CHR2V7|COORD:10147675..10149752| metal-dependent phosphohydrolase HD domain-containing protein	AT2G23820.2	CHR02V5|COORD:4384185..4388025|protein HDDC2 protein, putative, expressed	LOC_Os02g08260.1	no descriptionmoderately similar to ( 234)AT2G23820| Symbols:  | metal-dependent phosphohydrolase HD domain-containing protein | chr2:10147675-10149752 FORWARDnot assigned COG1896	not assigned.no ontology	35_1

CUST_1430_PI403524517	2	-0.011762619	0.40212536	0.009572029	0.07543278	-0.12484741	-0.009572029	35_378	Rep: H0215F08.10 protein - Oryza sativa (Rice)	UniRef90_Q01KC0	CHR1|COORD:4001294..4003441| aminomethyltransferase, putative, similar to aminomethyltransferase, mitochondrial precursor SP:O49849 from (Flaveria	AT1G11860.2	CHR04V5|COORD:31481844..31484554|protein aminomethyltransferase, mitochondrial precursor, putative, expressed	LOC_Os04g53230.1	 no descriptionweakly similar to ( 192)AT1G11860| Symbols:  | aminomethyltransferase, putative | chr1:4001800-4003244 FORWARDweakly similar to ( 191)GCST_PEAAminomethyltransferase, mitochondrial precursor - Pisum sativum (Garden pea)not assigned not assigned GCV_T gcvT GcvT GCV_T_C 	amino acid metabolism.degradation.serine-glycine-cysteine group.glycine	13_2_5_2

CUST_99501_PI403524517	2	-0.06101036	0.28992653	0.108906746	-0.040794373	0.015874863	-0.015873909	35_28402	"Cluster: Hypothetical protein At3g26085/MPE11.26; n=3; Arabidopsis thaliana|Rep: Hypothetical protein At3g26085/MPE11.26 - Arabidopsis thaliana (Mouse-ear cress"	UniRef90_Q8GWE7	CHR3V7|COORD:9532079..9533634| CAAX amino terminal protease family protein	AT3G26085.1	CHR05V5|COORD:12982475..12979347|protein CAAX amino terminal protease family protein	LOC_Os05g22930.1	no descriptionweakly similar to ( 129)AT3G26085| Symbols:  | CAAX amino terminal protease family protein | chr3:9532079-9533634 FORWARD	protein.degradation	29_5

CUST_18730_PI403524517	2	0.030177116	0.8204794	-0.54854965	-0.030177116	-0.068157196	0.055919647	35_5419	"Cluster: Hypothetical protein P0030G11.22; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0030G11.22 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6Z6I0	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	CHR02V5|COORD:1800811..1799734|protein expressed protein	LOC_Os02g04130.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF1645 PRK12323 Tymo_45kd_70kd infB PRK12678 DUF566 PRK07003 PRK09169 PRK07764 Gag_spuma DUF1777 APC_basic Rubella_Capsid Transformer Atrophin-1 Adeno_VII TT_ORF1 rne Herpes_UL56 DUF1509 Umbravirus_LDM AF-4 Adeno_PV MAP65_ASE1 HPC2 IER	not assigned.unknown	35_2

CUST_4485_PI399408534	2	-0.270689	-0.06818819	0.12558174	-0.18811274	0.06818819	0.19058466	35_9510	"Cluster: Putative DEAD/DEAH RNA helicase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative DEAD/DEAH RNA helicase - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6I5X9	"CHR1V7|COORD:11742336..11749266| EMB2733/ESP3 (EMBRYO DEFECTIVE 2733); ATP-dependent RNA helicase"	AT1G32490.1	CHR05V5|COORD:18792756..18789174|protein pre-mRNA-splicing factor ATP-dependent RNA helicase DHX16, putative, expressed	LOC_Os05g32370.1	" no descriptionweakly similar to ( 145)AT1G32490| Symbols: EMB2733, ESP3 | EMB2733/ESP3 (EMBRYO DEFECTIVE 2733); ATP-dependent RNA helicase | chr1:11742336-11749266 REVERSEnot assigned not assigned not assigned not assigned not assigned DUF1605 HrpA "	RNA.processing.RNA helicase	27_1_2

CUST_156933_PI403524517	2	-0.24821186	-0.12524748	0.12524796	0.54585886	0.19915915	-0.20211744	35_43829	"Cluster: Os08g0254900 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os08g0254900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J6W9	"CHR3V7|COORD:7436097..7437851| similar to hypothetical protein MtrDRAFT_AC151668g4v1 [Medicago truncatula] (GB:ABE87200.1); contains InterPro domain FMN-binding"	AT3G21200.1	CHR08V5|COORD:9418417..9422130|protein expressed protein	LOC_Os08g15500.1	"no descriptionweakly similar to ( 102)AT3G21200| Symbols:  | similar to hypothetical protein MtrDRAFT_AC151668g4v1 [Medicago truncatula] (GB:ABE87200.1); contains InterPro domain FMN-binding split barrel; (InterPro:IPR009002) | chr3:7436097-7437851 FORWARD"	not assigned.unknown	35_2

CUST_7839_PI404877155	2	0.0076036453	0.0678854	-0.10045242	-0.0076036453	-0.18816185	0.14377975	Contig23092_at	potassium transporter, putative [Arabidopsis thaliana] sp|Q9M7J9|POT8_ARATH Potassium transporter 8 (AtPOT8) (AtHAK8)	NP_196992.1	potassium transporter, putative	At5g14880.1	protein potassium uptake protein	Os06g15910	"potassium transporter, putative, similar to potassium transporter HAK2p (Mesembryanthemum crystallinum) gi:14091471:gb:AAK53759; KUP/HAK/KT Transporter family member, PMID:11500563; contains Pfam profile PF02705: K+ potassium transporter"	transport.potassium	34_15

CUST_72701_PI403524517	2	0.05123329	-0.069563866	-0.051234245	0.12486267	-0.06471348	0.09146118	35_20838	"Cluster: Hypothetical protein OSJNBb0041A22.17 (Os05g0114500 protein) (Putative RNA recognition motif (RRM)-containing protein); n=1; Oryza sativa (japonica"	UniRef90_Q75L03	CHR3V7|COORD:20526649..20528809| RNA recognition motif (RRM)-containing protein	AT3G55340.1	CHR05V5|COORD:769735..766883|protein RNA binding protein, putative, expressed	LOC_Os05g02400.1	no descriptionvery weakly similar to (94.4)AT3G55340| Symbols:  | RNA recognition motif (RRM)-containing protein | chr3:20526649-20528809 FORWARDnot assigned AIR1	not assigned.no ontology	35_1

CUST_87157_PI403524517	2	-0.0045232773	0.09344387	-0.27139187	0.0045232773	-0.25791025	1.6915174	35_24958	Rep: PREDICTED: hypothetical protein - Gallus gallus	UniRef90_UPI0000E7FE52	0	0	0	0	no description	not assigned.unknown	35_2

CUST_6646_PI403524517	2	-0.004377365	-0.56553364	-0.20481968	0.004377365	0.06046009	0.13756943	35_1845	"Cluster: Kelch repeat-containing F-box family protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Kelch repeat-containing"	UniRef90_Q10R48	CHR1V7|COORD:4890370..4891695| kelch repeat-containing F-box family protein	AT1G14330.1	CHR03V5|COORD:3813065..3815859|protein kelch motif family protein, expressed	LOC_Os03g07530.3	no descriptionmoderately similar to ( 268)AT1G14330| Symbols:  | kelch repeat-containing F-box family protein | chr1:4890370-4891695 REVERSEnot assigned not assigned Kelch Kelch_1	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_5114_PI399408534	2	-0.09246302	0.09246349	-0.177454	-0.22313023	0.33579922	0.40657616	35_6883	"Cluster: GTP1/OBG family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: GTP1/OBG family protein, expressed - Oryza sativa (japonica cultiv"	UniRef90_Q10C01	CHR5V7|COORD:6171841..6174825| GTP1/OBG family protein	AT5G18570.1	CHR03V5|COORD:33273364..33277443|protein small GTP-binding protein domain, putative, expressed	LOC_Os03g58540.1	no descriptionweakly similar to ( 183)AT5G18570| Symbols:  | GTP1/OBG family protein | chr5:6171841-6174825 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned obgE obgE Obg obgE obgE Obg Obg_like PRK09602 COG0012 Ygr210 MMR_HSR1 YchF PRK09601 DRG Era_like DRG GTP1_OBG PRK12678 COG1084 HflX HflX Era NOG PRK11058 Era COG1160 Transformer era FeoB trmE YihA_EngB FeoB trmE ThdF PRK12323 EngA1 PRK09169 Gag_spuma TT_ORF1 engA PRK07003	signalling.G-proteins	30_5

CUST_161863_PI403524517	2	0.09467125	-0.5598936	-0.09467125	0.14766502	-0.5458603	0.12071037	35_45152	"Cluster: Putative serine/threonine phosphatase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative serine/threonine phosphatase - Oryza sativa (japonica"	UniRef90_Q5W6J3	"CHR2V7|COORD:17819413..17822973| PAPP5/PP5 (PROTEIN PHOSPHATASE 5); phosphoprotein phosphatase/ protein binding / protein serine/threonine phosphatase"	AT2G42810.1	CHR05V5|COORD:6509109..6516668|protein serine/threonine-protein phosphatase 5, putative, expressed	LOC_Os05g11550.2	" no descriptionweakly similar to ( 117)AT2G42810| Symbols: PAPP5, PP5 | PAPP5/PP5 (PROTEIN PHOSPHATASE 5); phosphoprotein phosphatase/ protein binding | chr2:17819413-17822973 REVERSEvery weakly similar to (56.2)STIP_SOYBNHeat shock protein STI - Glycine max (Soybean)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TPR "	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_117143_PI403524517	2	0.15647125	0.2843933	-0.14224339	0.14224386	-0.78717613	-0.4304347	35_33197	Rep: H0801D08.18 protein - Oryza sativa (Rice)	UniRef90_Q259E4	CHR5V7|COORD:23759959..23761550| zinc finger (C3HC4-type RING finger) family protein	AT5G58787.1	CHR10V5|COORD:18749054..18751998|protein RNA-binding protein, putative, expressed	LOC_Os10g35670.1	no descriptionvery weakly similar to (60.5)AT5G58787| Symbols:  | protein binding / zinc ion binding | chr5:23759959-23761550 FORWARD	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_12219_PI403524517	2	0.059210777	-0.50935173	-0.01900959	0.04881096	-0.014629364	0.014629364	35_3478	"Cluster: Putative apoptosis antagonizing transcription factor; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative apoptosis antagonizing transcription fa"	UniRef90_Q8L4B1	CHR5V7|COORD:24674513..24677329| rRNA processing protein-related	AT5G61330.1	CHR01V5|COORD:19180422..19184226|protein protein AATF, putative, expressed	LOC_Os01g34200.1	no descriptionmoderately similar to ( 221)AT5G61330| Symbols:  | rRNA processing protein-related | chr5:24674513-24677329 REVERSEnot assigned	not assigned.no ontology	35_1

CUST_97442_PI403524517	2	0.05549383	0.02567625	-0.033578873	0.016692162	-1.0023923	-0.016691685	35_27828	Rep: Myosin XI - Zea mays (Maize)	UniRef90_Q9XFK9	"CHR1V7|COORD:1262122..1272375| XIA (Myosin-like protein XIA); motor/ protein binding"	AT1G04600.1	CHR02V5|COORD:35022700..35034598|protein myosin XI, putative, expressed	LOC_Os02g57190.1	" no descriptionmoderately similar to ( 301)AT1G04600| Symbols: ATXIA, XIA | XIA (Myosin-like protein XIA); motor/ protein binding | chr1:1262122-1272375 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned MYSc_type_XI MYSc MYSc MYSc_type_V COG5022 Myosin_head MYSc_type_I MYSc_type_II MYSc_type_VII MYSc_type_VIII MYSc_type_VI MYSc_type_XV MYSc_type_III MYSc_type_IX MYSc_type_XVIII "	cell.organisation	31_1

CUST_84383_PI403524517	2	0.09296417	-0.29114056	0.090120316	-3.7384033E-4	-0.038970947	3.74794E-4	35_24177	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_29647_PI403524517	2	0.10141468	0.014220238	-0.14901066	0.10546875	-0.085645676	-0.014220238	35_8563	"Cluster: SAM-dependent methyltransferase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: SAM-dependent methyltransferase-like - Oryza sativa (japonica"	UniRef90_Q6H512	CHR1V7|COORD:20277234..20279116| RNA binding	AT1G54310.2	CHR02V5|COORD:4034219..4038403|protein expressed protein	LOC_Os02g07740.1	no descriptionmoderately similar to ( 468)AT1G54310| Symbols:  | RNA binding | chr1:20277234-20279116 FORWARDCOG1092 PRK11783 COG4123 TrmA COG0742 HemK COG2520 rumB Sun TT_ORF1 ubiE COG2521 Cons_hypoth95	not assigned.unknown	35_2

CUST_114352_PI403524517	2	0.032772064	0.23200035	-0.032772064	-0.13279724	-0.3291216	0.098760605	35_32453	"Cluster: Putative aminoacyl-t-RNA synthetase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative aminoacyl-t-RNA synthetase - Oryza sativa (japonica cult"	UniRef90_Q5VRH2	CHR3V7|COORD:17774096..17781949| EDD1 (EMBRYO-DEFECTIVE-DEVELOPMENT 1)	AT3G48110.1	CHR06V5|COORD:232787..243624|protein glycyl-tRNA synthetase 2, chloroplast/mitochondrial precursor, putative, expressed	LOC_Os06g01400.1	 no descriptionvery weakly similar to (88.2)AT3G48110| Symbols: EDD, EDD1 | EDD1 (EMBRYO-DEFECTIVE-DEVELOPMENT 1) | chr3:17774096-17781949 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned GlyRS_alpha_core glyQ tRNA-synt_2e GlyQ Drf_FH1 PRK12323 Atrophin-1 PRK07764 Extensin_2 GRASP55_65 	protein.aa activation	29_1

CUST_88155_PI403524517	2	-0.03566599	0.26944447	0.035666466	0.6600623	-0.25210285	-0.21082735	35_25238	Rep: Os06g0326400 protein - Oryza sativa (japonica cultivar-group)	UniRef90_Q0DCI1	CHR1V7|COORD:28727794..28731823| pyrophosphate--fructose-6-phosphate 1-phosphotransferase alpha subunit, putative / pyrophosphate-dependent	AT1G76550.1	CHR06V5|COORD:12793243..12799359|protein pyrophosphate--fructose 6-phosphate 1-phosphotransferase alpha subunit, putative, expressed	LOC_Os06g22060.5	 no descriptionmoderately similar to ( 342)AT1G76550| Symbols:  | pyrophosphate--fructose-6-phosphate 1-phosphotransferase alpha subunit, putative / pyrophosphate-dependent 6-phosphofructose-1-kinase, putative | chr1:28727794-28731823 REVERSEmoderately similar to ( 344)PFPA_RICCOPyrophosphate--fructose 6-phosphate 1-phosphotransferase subunit alpha - Ricinus communis (Castor bean)not assigned PRK07085 Pyrophosphate_PFK PfkA PFK 	glycolysis.pyrophosphate-fructose-6-P phosphotransferase	4_5

CUST_108667_PI403524517	2	-0.027158737	1.1096792	0.029634476	0.005555153	-0.0055561066	-0.14330196	35_30904	Rep: OSJNBa0084A10.1 protein - Oryza sativa (Rice)	UniRef90_Q7XQQ4		0	CHR04V5|COORD:21162406..21165882|protein expressed protein	LOC_Os04g35130.1	no description	not assigned.unknown	35_2

CUST_4976_PI404877155	2	0.008677483	0.12094116	-0.008677483	-0.086387634	-0.123968124	0.051091194	Contig16373_at	ESTs AU055950(S20175),C73125(E2952), AU055951(S20175) correspond to a region of the predicted gene.~Similar to acyl-ACP thioesterase (U92878	BAA83582.1	acyl-(acyl carrier protein) thioesterase / acyl-ACP thioesterase / oleoyl-(acyl-carrier protein) hydrolase / S-a	At1g08510.1	protein Acyl-ACP thioesterase	Os06g05130	gi|5803272|dbj|BAA83582.1| ESTs AU055950(S20175),C73125(E2952), AU055951(S20175) correspond to a region of the predicted gene	lipid metabolism.FA synthesis and FA elongation.ACP thioesterase	11_1_07

CUST_80918_PI403524517	2	-0.2316742	-0.05031681	0.19744015	0.3151226	-0.11155605	0.05031681	35_23208	"Cluster: Os07g0603600 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0603600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D4U5	CHR3V7|COORD:11650950..11653044| hydrolase, alpha/beta fold family protein	AT3G29770.1	CHR07V5|COORD:24697800..24702099|protein esterase PIR7B, putative, expressed	LOC_Os07g41230.1	 no descriptionweakly similar to ( 119)AT3G29770| Symbols:  | hydrolase, alpha/beta fold family protein | chr3:11650950-11653044 FORWARD	misc.nitrilases, *nitrile lyases, berberine bridge enzymes, reticuline oxidases, troponine reductases	26_8

CUST_90245_PI403524517	2	0.4079342	0.38462353	0.11466122	-0.11466122	-0.54106617	-0.41831493	35_25813	"Cluster: Putative xeroderma pigmentosum group C protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative xeroderma pigmentosum group C protein - Oryza"	UniRef90_Q7EY71	CHR5|COORD:5454806..5459620| similar to PREDICTED: similar to DNA-repair protein complementing XP-C cells homolog (Xeroderma pigmentosum group C complementing	AT5G16630.2	CHR08V5|COORD:20426179..20433376|protein DNA-repair protein complementing XP-C cells, putative, expressed	LOC_Os08g33082.1	no descriptionweakly similar to ( 151)AT5G16630| Symbols:  | damaged DNA binding | chr5:5455328-5459464 FORWARD	DNA.repair	28_2

CUST_10863_PI403524517	2	-0.14798355	-0.14147186	0.06763649	-0.013337135	0.0641346	0.013338089	35_3068	"Cluster: Putative CLB1 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative CLB1 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69JE2	CHR1V7|COORD:6962227..6964903| C2 domain-containing protein	AT1G20080.1	CHR09V5|COORD:21222455..21212817|protein calcium lipid binding protein-like, putative, expressed	LOC_Os09g36770.3	no descriptionhighly similar to ( 714)AT1G20080| Symbols:  | C2 domain-containing protein | chr1:6962227-6964903 FORWARDvery weakly similar to (50.4)ERG3_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned COG5038 C2 C2 C2 C2_1 C2_2	not assigned.no ontology.C2 domain-containing protein	35_1_19

CUST_62052_PI403524517	2	-0.060420036	0.07263374	0.074388504	-0.040769577	-0.0010766983	0.001077652	35_17698	"Cluster: Hypothetical protein P0031D11.6; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0031D11.6 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q5NA17	"CHR3|COORD:19872157..19875566| similar to protein kinase (AFC2) [Arabidopsis thaliana] (TAIR:At4g24740.1); similar to putative protein kinase (AME2/AFC1) [Oryza"	AT3G53570.4	CHR01V5|COORD:36256828..36250715|protein serine/threonine-protein kinase AFC1, putative, expressed	LOC_Os01g62080.1	" no descriptionhighly similar to ( 688)AT3G53570| Symbols: AME2, AFC1 | AFC1 (ARABIDOPSIS FUS3-COMPLEMENTING GENE 1); kinase | chr3:19872427-19875103 REVERSEweakly similar to ( 118)CDC2_MAIZECell division control protein 2 homolog - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase SPS1 Pkinase_Tyr PTKc TyrKc PTKc_Jak_rpt2 PTKc_Ack_like PTKc_Jak2_Jak3_rpt2 PTKc_Tyk2_rpt2 PTKc_Src_like PTKc_Frk_like PTKc_PDGFR PTKc_Csk_like PTKc_Fyn_Yrk PTKc_Srm_Brk PTKc_Itk PTKc_Yes PTKc_Syk_like PTKc_Src PTKc_Tec_Rlk PTKc_Tec_like "	protein.postranslational modification	29_4

CUST_49483_PI403524517	2	0.08252621	0.43306923	-0.051680565	-0.13523006	0.05167961	-0.20421982	35_14112	Rep: Gamma-TIP-like protein - Hordeum vulgare (Barley)	UniRef90_Q43480	"CHR2V7|COORD:15452569..15453415| GAMMA-TIP (Tonoplast intrinsic protein (TIP) gamma); water channel"	AT2G36830.1	CHR03V5|COORD:2543759..2541843|protein aquaporin TIP1.1, putative, expressed	LOC_Os03g05290.1	" no descriptionweakly similar to ( 199)AT2G36830| Symbols: TIP1;1, GAMMA-TIP1, GAMMA-TIP | GAMMA-TIP (Tonoplast intrinsic protein (TIP) gamma); water channel | chr2:15452569-15453415 FORWARDmoderately similar to ( 232)TIP11_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned MIP MIP GlpF PRK05420 PRK07764 PRK07003 TT_ORF1 PRK12323 "	transport.Major Intrinsic Proteins.TIP	34_19_2

CUST_16717_PI399408534	2	0.04696369	0.5670376	-0.0796175	-0.085897446	-0.023763657	0.02376461	35_22689	"Cluster: SF16 protein-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: SF16 protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q9ASF7	"CHR2V7|COORD:11150511..11152060| IQD6 (IQ-domain 6); calmodulin binding"	AT2G26180.1	CHR01V5|COORD:29777301..29774837|protein calmodulin binding protein, putative, expressed	LOC_Os01g51230.1	"no descriptionvery weakly similar to (93.2)AT2G26180| Symbols: IQD6 | IQD6 (IQ-domain 6); calmodulin binding | chr2:11150511-11152060 REVERSE"	signalling.calcium	30_3

CUST_63221_PI403524517	2	0.011433601	0.37878323	-0.011433601	-0.015528679	-0.053955078	0.14848232	35_18044	Rep: Tonneau 1 - Oryza sativa (Rice)	UniRef90_Q9FQ22	CHR3V7|COORD:20392589..20394554| TON1A (TONNEAU 1)	AT3G55000.1	CHR11V5|COORD:99824..103177|protein tonneau 1b, putative, expressed	LOC_Os11g01170.1	 no descriptionmoderately similar to ( 282)AT3G55000| Symbols: TON1, TON1A | TON1A (TONNEAU 1) | chr3:20392589-20394554 FORWARD	cell.organisation	31_1

CUST_30919_PI399408534	2	0.106375694	0.43278408	0.051250458	-0.16587925	-0.058229446	-0.051250458	35_12361	Rep: Repressor protein - Triticum aestivum (Wheat)	UniRef90_Q8W0W8	CHR5V7|COORD:7749394..7750206| TATA-binding protein-associated phosphoprotein Dr1 protein, putative (DR1)	AT5G23090.4	CHR08V5|COORD:17954722..17959162|protein repressor protein, putative, expressed	LOC_Os08g29500.1	 no descriptionmoderately similar to ( 202)AT5G08190| Symbols:  | TATA-binding protein-associated phosphoprotein Dr1 protein, putative | chr5:2636205-2637126 FORWARDvery weakly similar to (61.6)NFYB3_ORYSAnot assigned not assigned not assigned COG5150 CBFD_NFYB_HMF 	RNA.regulation of transcription.CCAAT box binding factor family, HAP3	27_3_15

CUST_16060_PI403524517	2	0.15720844	0.3775139	-0.31865025	-0.079517365	-0.16196156	0.07951641	35_4633	Rep: Putative ferredoxin - Oryza sativa (Rice)	UniRef90_Q9AUK8	CHR1V7|COORD:11771949..11774097| ferredoxin family protein	AT1G32550.1	CHR03V5|COORD:27259030..27262075|protein ferredoxin-6, chloroplast precursor, putative, expressed	LOC_Os03g48040.1	no descriptionweakly similar to ( 163)AT1G32550| Symbols:  | ferredoxin family protein | chr1:11771949-11774097 REVERSEvery weakly similar to (52.4)FER_MARPOFerredoxin - Marchantia polymorpha (Liverwort)petF	PS.lightreaction.other electron carrier (ox/red).ferredoxin	1_1_5_2

CUST_1571_PI404877155	2	-0.20932674	-0.106601715	0.03847027	0.0827446	0.120303154	-0.03847027	Contig11768_at	putative phosphoribosyl pyrophosphate synthase [Oryza sativa (japonica cultivar-group)] dbj|BAB89498.1| putative phosphoribosyl pyrophosphat	NP_916715.1	ribose-phosphate pyrophosphokinase 3 / phosphoribosyl diphosphate synthetase 3 (PRS3)	At1g10700.1	protein ribose-phosphate pyrophosphokinase, putative	Os01g52530	ribose-phosphate pyrophosphokinase 3 / phosphoribosyl diphosphate synthetase 3 (PRS3), nearly identical to phosphoribosyl diphosphate synthase GI:4902470 from (Arabidopsis thaliana)	amino acid metabolism.synthesis.histidine	13_1_7

CUST_4277_PI403524517	2	-0.42224312	-1.2904196	0.23147297	0.13260365	0.30513096	-0.13260365	35_1183	Rep: Cinnamyl alcohol dehydrogenase - Lolium perenne (Perennial ryegrass)	UniRef90_O22380	"CHR3V7|COORD:6744865..6747011| CAD4 (CINNAMYL ALCOHOL DEHYDROGENASE 4); cinnamyl-alcohol dehydrogenase"	AT3G19450.1	CHR02V5|COORD:4874079..4870139|protein cinnamyl alcohol dehydrogenase, putative, expressed	LOC_Os02g09490.1	 no descriptionmoderately similar to ( 426)AT4G34230| Symbols: ATCAD5, CAD-5, CAD5 | CAD5 (CINNAMYL ALCOHOL DEHYDROGENASE 5) | chr4:16386902-16388670 REVERSEmoderately similar to ( 498)CADH_MAIZECinnamyl alcohol dehydrogenase - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned AdhP PRK09422 Tdh AdhC Qor tdh ADH_N ADH_zinc_N PRK10083 PRK12678 PRK10309 COG2130 PRK09880 Tymo_45kd_70kd PRK07003 	secondary metabolism.phenylpropanoids.lignin biosynthesis.CAD	16_2_1_10

CUST_109641_PI403524517	2	-0.29594374	0.030108452	-0.09939623	0.07490063	-0.030108452	0.15353584	35_31159	0	0	CHR3V7|COORD:2586038..2586212| 60S ribosomal protein L41 (RPL41D)	AT3G08520.1	0	0	no description	not assigned.unknown	35_2

CUST_151096_PI403524517	2	0.23768616	0.16689587	-0.22706938	-0.028364658	-0.90414524	0.028365135	35_42259	Rep: Predicted protein - Phaeosphaeria nodorum SN15	UniRef90_Q0UJS3	CHR2V7|COORD:8812655..8814939| succinyl-CoA ligase (GDP-forming) beta-chain, mitochondrial, putative / succinyl-CoA synthetase, beta chain, putative /	AT2G20420.1	0	0	no description	not assigned.unknown	35_2

CUST_120819_PI403524517	2	0.0074424744	0.0045204163	0.05702114	-0.0045204163	-0.17929077	-0.097971916	35_34142	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_58216_PI403524517	2	0.21635246	0.107154846	-0.19247055	-0.022920609	-0.10436916	0.022920609	35_16598	0	0	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	0	0	no description	not assigned.unknown	35_2

CUST_123763_PI403524517	2	-0.015161514	-0.39247704	0.04942417	0.015160561	0.21613693	-0.11378479	35_34897	"Cluster: Putative GFA2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative GFA2 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5VRK6	"CHR5V7|COORD:19483524..19486979| GFA2 (GAMETOPHYTIC FACTOR 2); heat shock protein binding / unfolded protein binding"	AT5G48030.1	CHR06V5|COORD:931584..926339|protein chaperone protein dnaJ, putative, expressed	LOC_Os06g02620.1	"no descriptionweakly similar to ( 112)AT5G48030| Symbols: GFA2 | GFA2 (GAMETOPHYTIC FACTOR 2); heat shock protein binding / unfolded protein binding | chr5:19483524-19486979 REVERSEDnaJ_C DnaJ PRK10767 PRK10266"	stress.abiotic.heat	20_2_1

CUST_65156_PI403524517	2	0.0704422	-0.1816845	0.04334259	-0.04790306	0.4314766	-0.043343544	35_18605	"Cluster: Bicoid-interacting protein 3-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Bicoid-interacting protein 3-like - Oryza sativa (japonica cultivar"	UniRef90_Q6ZIU7	"CHR5V7|COORD:20799122..20801127| similar to Os08g0540500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001062384.1); similar to PREDICTED: similar to"	AT5G51130.1	CHR08V5|COORD:26931981..26935339|protein S-adenosylmethionine-dependent methyltransferase/ methyltransferase, putative, expressed	LOC_Os08g42760.1	" no descriptionmoderately similar to ( 289)AT5G51130| Symbols:  | similar to Os08g0540500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001062384.1); similar to PREDICTED: similar to bin3, bicoid-interacting 3 [Macaca mulatta] (GB:XP_001104039.1); similar to PREDICTED: bin3, bicoid-interacting 3 isoform 3 [Pan troglodytes] (GB:XP_527836.2); contains InterPro domain SAM (and some other nucleotide) binding motif; (InterPro:IPR000051); contains InterPro domain Bicoid-interacting 3; (InterPro:IPR010675); contains InterPro domain Generic methyltransferase; (InterPro:IPR001601) | chr5:20799122-20801127 FORWARDnot assigned Bin3 "	not assigned.unknown	35_2

CUST_19264_PI403524517	2	0.24989128	0.45925236	0.011339664	-0.44180155	-0.28929472	-0.011339664	35_5586	"Cluster: Class II metallothionein-like protein 1A; n=1; Oryza sativa|Rep: Class II metallothionein-like protein 1A - Oryza sativa (Rice)"	UniRef90_Q109B0	CHR2V7|COORD:9903075..9903405| plant EC metallothionein-like family 15 protein	AT2G23240.1	CHR10V5|COORD:20838803..20839548|protein expressed protein	LOC_Os10g39610.2	no descriptionvery weakly similar to (65.9)AT2G23240| Symbols:  | plant EC metallothionein-like family 15 protein | chr2:9903075-9903405 REVERSEvery weakly similar to (84.0)EC1_WHEATEC protein I/II - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned Metallothio_PEC PRK07764 PRK07003 PRK12323 Protamine_P1 TT_ORF1 PRK08691	metal handling.binding, chelation and storage	15_2

CUST_119620_PI403524517	2	0.38957787	-0.07043743	-0.0638361	-0.039961815	0.039961815	0.16458988	35_33841	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_52397_PI403524517	2	0.014492989	-0.5223837	-0.06622982	0.059746742	-0.014492989	0.16560078	35_14931	Rep: 60S ribosomal protein L9 - Oryza sativa (Rice)	UniRef90_P49210	CHR1V7|COORD:12023340..12024482| 60S ribosomal protein L9 (RPL90A/C)	AT1G33140.1	CHR09V5|COORD:18753232..18750895|protein 60S ribosomal protein L9, putative, expressed	LOC_Os09g31180.1	no descriptionmoderately similar to ( 300)AT1G33140| Symbols:  | 60S ribosomal protein L9 (RPL90A/C) | chr1:12023340-12024482 FORWARDmoderately similar to ( 334)RL9_ORYSAnot assigned not assigned not assigned not assigned not assigned rpl6p RplF Ribosomal_L6 rplF TT_ORF1 Protamine_P1	protein.synthesis.misc ribososomal protein	29_2_2

CUST_23459_PI399408534	2	0.10914993	0.20648098	-0.022624016	-0.14275742	-0.033843994	0.022623062	35_21993	"Cluster: Transposon protein, putative, unclassified, expressed; n=4; Oryza sativa (japonica cultivar-group)|Rep: Transposon protein, putative, unclassified, exp"	UniRef90_Q10DB6	"CHR4V7|COORD:17904607..17906433| FRS9 (FAR1-related sequence 9); zinc ion binding"	AT4G38170.1	CHR03V5|COORD:32194089..32189568|protein transposon protein, putative, unclassified, expressed	LOC_Os03g56630.1	"no descriptionvery weakly similar to (70.5)AT4G38170| Symbols: FRS9 | FRS9 (FAR1-related sequence 9); zinc ion binding | chr4:17904607-17906433 FORWARD"	signalling.light	30_11

CUST_645_PI403524517	2	0.09859276	-0.7081089	-0.08488655	0.022891998	-0.022891998	0.05891323	35_169	"Cluster: Malate dehydrogenase; n=3; Oryza sativa|Rep: Malate dehydrogenase - Oryza sativa (Rice)"	UniRef90_Q7FSL4	CHR1V7|COORD:19858634..19860470| malate dehydrogenase (NAD), mitochondrial	AT1G53240.1	CHR01V5|COORD:26517600..26521365|protein malate dehydrogenase, mitochondrial precursor, putative, expressed	LOC_Os01g46070.1	 no descriptionmoderately similar to ( 485)AT1G53240| Symbols:  | malate dehydrogenase (NAD), mitochondrial | chr1:19858634-19860470 REVERSEmoderately similar to ( 468)MDHM_FRAANMalate dehydrogenase, mitochondrial precursor - Fragaria ananassa (Strawberry)not assigned not assigned not assigned MDH_glycosomal_mitochondrial PRK05086 Mdh LDH_MDH Ldh_1_N LDH-like_MDH PRK06223 Ldh_1_C MDH LDH ldh MDH_cytoplasmic_cytosolic PRK05442 MDH_choloroplast 	gluconeogenesis.Malate DH	6_3

CUST_10006_PI399408534	2	0.2624464	0.19528198	-0.3898821	-0.18021393	-0.021708488	0.021708488	35_1837	"Cluster: 24-methylenesterol C-methyltransferase 2; n=2; Oryza sativa|Rep: 24-methylenesterol C-methyltransferase 2 - Oryza sativa (Rice)"	UniRef90_O82427	CHR1V7|COORD:7038958..7040043| SMT2 (STEROL METHYLTRANSFERASE 2)	AT1G20330.1	CHR03V5|COORD:1982221..1984095|protein 24-methylenesterol C-methyltransferase 2, putative, expressed	LOC_Os03g04340.1	 no descriptionhighly similar to ( 540)AT1G20330| Symbols: CVP1, FRL1, SMT2 | SMT2 (STEROL METHYLTRANSFERASE 2) | chr1:7038958-7040043 REVERSEhighly similar to ( 669)SMT2_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Sterol_MT_C Methyltransf_11 PRK08317 UbiE ubiE Herpes_BLLF1 PRK07003 Cfa PRK12678 PRK07764 PRK12323 CMAS Ubie_methyltran TT_ORF1 Atrophin-1 APC_basic Methyltransf_12 arsM HPC2 PRK11705 Pol_Y_like AF-4 Herpes_TAF50 infB KAR9 UbiG SmtA PRK05648 PRK10905 COG1041 Pneumo_att_G DUF1421 PRK08770 Pcm DUF566 	hormone metabolism.brassinosteroid.synthesis-degradation.sterols.SMT	17_3_1_2_2

CUST_90212_PI403524517	2	-0.19556904	1.1679897	0.15471935	-0.085609436	0.085609436	-0.47305965	35_25804	"Cluster: Os04g0380200 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os04g0380200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JDS7	"CHR3V7|COORD:302876..304336| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G27210.1); similar to Os04g0380200 [Oryza sativa (japonica cultivar-grou"	AT3G01860.1	CHR04V5|COORD:18411480..18414040|protein expressed protein	LOC_Os04g31110.1	"no descriptionvery weakly similar to (64.7)AT3G27210| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G40860.1); similar to Os04g0380200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001052596.1); similar to OSJNBb0089B03.11 [Oryza sativa (japonica cultivar-group)] (GB:CAE03997.1); similar to Os01g0920100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001045217.1) | chr3:10046695-10048459 REVERSE"	not assigned.unknown	35_2

CUST_20796_PI403524517	2	0.32663727	-1.687253	-1.0302892	-0.011566162	0.19338322	0.011566162	35_6039	"Cluster: Putative trehalose-6-phosphate phosphatase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative trehalose-6-phosphate phosphatase - Oryza sativa"	UniRef90_Q9FWQ2	CHR4V7|COORD:7365477..7367343| trehalose-6-phosphate phosphatase, putative	AT4G12430.1	CHR10V5|COORD:21381292..21377225|protein trehalose-phosphate phosphatase, putative, expressed	LOC_Os10g40550.2	 no descriptionmoderately similar to ( 299)AT4G12430| Symbols:  | trehalose-6-phosphate phosphatase, putative | chr4:7365477-7367343 REVERSEnot assigned Trehalose_PPase OtsB PRK10187 	minor CHO metabolism.trehalose.TPP	3_2_2

CUST_29764_PI403524517	2	0.060339928	0.45152473	-0.062262535	-0.16400433	0.11492634	-0.060338974	35_8593	Rep: Telomere binding protein-1 - Oryza sativa (Rice)	UniRef90_Q9LL45	"CHR1V7|COORD:2318430..2321045| TRFL2 (TRF-LIKE 2); DNA binding"	AT1G07540.1	CHR02V5|COORD:35084790..35080218|protein initiator binding protein, putative, expressed	LOC_Os02g57270.2	" no descriptionweakly similar to ( 149)AT3G12560| Symbols: ATTBP2, TRFL9 | TRFL9 (TRF-LIKE 9); DNA binding | chr3:3982279-3984855 REVERSE"	DNA.synthesis/chromatin structure	28_1

CUST_59193_PI403524517	2	0.058869362	-0.2958212	0.1825409	-0.025276184	-0.013590813	0.013590813	35_16882	"Cluster: H0413E07.11 protein; n=3; Oryza sativa|Rep: H0413E07.11 protein - Oryza sativa (Rice)"	UniRef90_Q25A83	CHR5V7|COORD:12566510..12569535| chloride channel-like (CLC) protein, putative	AT5G33280.1	CHR04V5|COORD:32601576..32606360|protein chloride channel-like protein CLC-g, putative, expressed	LOC_Os04g55210.1	 no descriptionhighly similar to ( 578)AT5G33280| Symbols:  | chloride channel-like (CLC) protein, putative | chr5:12566510-12569535 FORWARDnot assigned not assigned not assigned ClC_6_like ClC_3_like ClC_euk Voltage_CLC ClC_1_like EriC Voltage_gated_ClC EriC CBS_pair_EriC_assoc_euk_bac PRK05277 EriC_like 	transport.unspecified anions	34_18

CUST_10755_PI404877155	2	0.062766075	0.8628664	-0.025837898	-0.14375305	-0.010284424	0.0102853775	Contig4476_at	putative alcohol dehydrogenase (Zn containing)(adh-1) [Oryza sativa (japonica cultivar-group)] dbj|BAD09525.1| putative alcohol dehydrogenas	XP_479720.1	oxidoreductase, zinc-binding dehydrogenase family protein	At5g63620.1	protein oxidoreductase, zinc-binding dehydrogenase family	Os08g01760	alcohol dehydrogenase-like protein	fermentation.ADH	5_03

CUST_118894_PI403524517	2	0.17572212	0.009417534	-0.08160782	-0.019638062	0.34752274	-0.009417534	35_33651	"Cluster: Hypothetical protein P0498A12.32; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0498A12.32 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5NAE1	CHR3V7|COORD:22997358..22999492| SNF7 family protein	AT3G62080.1	CHR01V5|COORD:10259724..10264740|protein SNF7 family protein, expressed	LOC_Os01g18280.1	no description	not assigned.unknown	35_2

CUST_114242_PI403524517	2	0.40698957	0.12961245	-0.15332985	-0.0075392723	-0.54607725	0.0075392723	35_32423	"Cluster: Os07g0563700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0563700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D5G1	"CHR5V7|COORD:4410525..4415474| ABO1/ELO2 (ABA-OVERLY SENSITIVE 1); transcriptional elongation regulator"	AT5G13680.1	CHR07V5|COORD:22564063..22569905|protein IKI3 family protein, expressed	LOC_Os07g37640.1	" no descriptionweakly similar to ( 133)AT5G13680| Symbols: ELO2, ABO1 | ABO1/ELO2 (ABA-OVERLY SENSITIVE 1); transcriptional elongation regulator | chr5:4410525-4415474 REVERSEnot assigned IKI3 "	not assigned.no ontology	35_1

CUST_83732_PI403524517	2	-0.17028904	0.21896362	0.32534027	0.13124275	-0.13124275	-0.42383337	35_24002	"Cluster: NB-ARC domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: NB-ARC domain containing protein, expressed - Oryza sativ"	UniRef90_Q2QNI0	CHR3V7|COORD:17224054..17226597| disease resistance protein (CC-NBS class), putative	AT3G46730.1	CHR12V5|COORD:23138411..23133534|protein resistance protein LR10, putative, expressed	LOC_Os12g37740.1	 no descriptionweakly similar to ( 124)AT3G46730| Symbols:  | disease resistance protein (CC-NBS class), putative | chr3:17224054-17226597 REVERSEnot assigned NB-ARC 	stress.biotic	20_1

CUST_11499_PI403524517	2	0.2282958	0.3011632	-0.4877715	-0.20546198	0.20546198	-0.66444445	35_3262	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_63832_PI403524517	2	-0.3190794	-0.33689976	0.13399601	0.06503105	0.6552372	-0.06503105	35_18228	"Cluster: Hypothetical protein OSJNBb0108E17.2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0108E17.2 - Oryza sativa (japonica cu"	UniRef90_Q6L4X7	"CHR1V7|COORD:3201850..3203877| XBCP3 (XYLEM BARK CYSTEINE PEPTIDASE 3); cysteine-type peptidase"	AT1G09850.1	CHR05V5|COORD:25070696..25074449|protein cysteine proteinase RD21a precursor, putative, expressed	LOC_Os05g43230.1	"no descriptionmoderately similar to ( 481)AT1G09850| Symbols: XBCP3 | XBCP3 (XYLEM BARK CYSTEINE PEPTIDASE 3); cysteine-type peptidase | chr1:3201850-3203877 FORWARDmoderately similar to ( 372)ORYA_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned Peptidase_C1A Peptidase_C1 Pept_C1 Peptidase_C1 Peptidase_C1A_CathepsinC Peptidase_C1A_CathepsinB Peptidase_C1A_CathepsinX GRAN COG4870 Inhibitor_I29 Granulin"	protein.degradation.cysteine protease	29_5_3

CUST_125892_PI403524517	2	-0.015908241	0.0034837723	0.005637169	-0.10051346	-0.003484726	0.02993679	35_35448	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_127448_PI403524517	2	0.29963112	0.3537426	-0.27488232	-0.16372871	-0.058794975	0.05879402	35_35846	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_27905_PI403524517	2	0.13065624	0.5083914	-0.09317684	-0.09824848	-0.032032967	0.032032967	35_8069	"Cluster: Digalactosyldiacylglycerol synthase 2, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Digalactosyldiacylglycerol synthase"	UniRef90_Q10Q06	"CHR4V7|COORD:238154..240019| DGD2 (digalactosyldiacylglycerol synthase 2); UDP-galactose:MGDG galactosyltransferase/ transferase,"	AT4G00550.1	CHR03V5|COORD:5976549..5973248|protein digalactosyldiacylglycerol synthase 2, putative, expressed	LOC_Os03g11560.1	" no descriptionmoderately similar to ( 363)AT4G00550| Symbols: DGD2 | DGD2 (digalactosyldiacylglycerol synthase 2); UDP-galactose:MGDG galactosyltransferase/ transferase, transferring glycosyl groups | chr4:238154-240019 REVERSEmoderately similar to ( 372)DGDG2_SOYBNDigalactosyldiacylglycerol synthase 2, chloroplast - Glycine max (Soybean)Glycos_transf_1 RfaG "	lipid metabolism.glycolipid synthesis.DGDG synthase	11_10_2

CUST_7116_PI404877155	2	0.22225189	-0.4076872	-0.13151455	0.13041306	0.15042305	-0.13041306	Contig2080_at	putative ATP synthase gamma chain 1, chloroplast (H(+)-transporting two-sector ATPase/F(1)-ATPase/ATPC1) [Oryza sativa (japonica cultivar-gr	BAC55768.1	ATP synthase gamma chain 1, chloroplast (ATPC1)	At4g04640.1	protein ATP synthase F1, gamma subunit	Os07g32880	ATP synthase gamma chain 1, chloroplast	PS.lightreaction.ATP synthase	1_01_04

CUST_108128_PI403524517	2	0.64155006	1.3305988	-0.2017374	-0.08972454	-0.8603587	0.089724064	35_30761	"Cluster: Hypothetical protein OSJNBb0015K05.12; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0015K05.12 - Oryza sativa (japonica"	UniRef90_Q8LN95	"CHR1V7|COORD:5675918..5678679| SR45 (arginine/serine-rich 45); RNA binding"	AT1G16610.1	CHR10V5|COORD:19096532..19095851|protein expressed protein	LOC_Os10g36360.1	no description	not assigned.unknown	35_2

CUST_140600_PI403524517	2	0.07019186	0.7034311	-0.07019138	-1.3326678	-0.13907719	0.17738914	35_39420	"Cluster: Putative membrane protein; n=1; Emiliania huxleyi virus 86|Rep: Putative membrane protein - Emiliania huxleyi virus 86"	UniRef90_Q4A2B5	CHR3V7|COORD:6736388..6738336| late embryogenesis abundant protein-related / LEA protein-related	AT3G19430.1	CHR03V5|COORD:20523944..20527257|protein ATP binding protein, putative, expressed	LOC_Os03g37120.1	"no descriptionvery weakly similar to (53.9)AT4G01985| Symbols:  | similar to glycine-rich protein [Arabidopsis thaliana] (TAIR:AT5G46730.1); similar to fibroin 1a [Deinopis spinosa] (GB:ABD61591.1); similar to Os03g0309300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001049911.1); contains InterPro domain Eggshell protein; (InterPro:IPR002952) | chr4:866387-868126 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Extensin_2 PRK10263 PRK05648 DUF1421 Atrophin-1"	not assigned.unknown	35_2

CUST_29141_PI403524517	2	-0.037771225	0.26849174	0.06664753	-0.46663094	0.03777218	-0.08114433	35_8418	"Cluster: Putative speckle-type POZ protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative speckle-type POZ protein - Oryza sativa (japonica cultivar"	UniRef90_Q653N6	"CHR3V7|COORD:1874583..1876581| ATBPM2; protein binding"	AT3G06190.1	CHR06V5|COORD:7843835..7840700|protein speckle-type POZ protein, putative, expressed	LOC_Os06g14060.2	"no descriptionweakly similar to ( 199)AT3G06190| Symbols: ATBPM2 | ATBPM2; protein binding | chr3:1874583-1876581 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned BTB BTB"	protein.degradation.ubiquitin.E3.BTB/POZ Cullin3.BTB/POZ	29_5_11_4_5_2

CUST_120718_PI403524517	2	0.048766136	-0.0010933876	0.1788497	-0.14897156	-0.5148759	0.0010929108	35_34117	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_12659_PI403524517	2	0.021526337	-0.16402721	0.18202114	-0.2020607	0.07893467	-0.021526337	35_3618	"Cluster: Hypothetical protein OSJNBb0053D02.12; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0053D02.12 - Oryza sativa (japonica"	UniRef90_Q6AUF9	CHR3V7|COORD:5070479..5072351| zinc finger (C3HC4-type RING finger) family protein	AT3G15070.1	CHR05V5|COORD:28001848..28009156|protein C-terminal zinc-finger, putative, expressed	LOC_Os05g48970.1	no descriptionweakly similar to ( 125)AT3G15070| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr3:5070479-5072351 REVERSEnot assigned not assigned RING RING zf-C3HC4	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_148724_PI403524517	2	0.20465136	0.17737436	0.04408884	-0.04408884	-0.62798834	-0.57352304	35_41607	"Cluster: Putative RAD23 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative RAD23 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5Z6P9	CHR3V7|COORD:533102..536158| ubiquitin family protein	AT3G02540.1	CHR06V5|COORD:8719581..8725682|protein DNA repair protein RAD23, putative, expressed	LOC_Os06g15360.4	no descriptionvery weakly similar to ( 100)AT3G02540| Symbols: RAD23-3 | ubiquitin family protein | chr3:533913-536158 REVERSEweakly similar to ( 105)RAD23_ORYSAnot assigned not assigned RAD23_N UBQ UBL ubiquitin Scythe_N	DNA.repair	28_2

CUST_67369_PI403524517	2	0.04524851	0.5190892	0.18246126	-0.04524851	-0.4858346	-0.5131631	35_19235	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_15065_PI403524517	2	-0.17288303	0.09569931	0.076379776	-0.06443691	0.04027748	-0.04027748	35_4342	"Cluster: Heavy meromyosin-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Heavy meromyosin-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8S0A4	"CHR3V7|COORD:8662825..8667447| similar to CIP1 (COP1-INTERACTIVE PROTEIN 1) [Arabidopsis thaliana] (TAIR:AT5G41790.1); similar to heavy meromyosin-like"	AT3G23980.1	CHR01V5|COORD:40056829..40063666|protein expressed protein	LOC_Os01g68380.1	"no descriptionmoderately similar to ( 226)AT3G23980| Symbols:  | similar to CIP1 (COP1-INTERACTIVE PROTEIN 1) [Arabidopsis thaliana] (TAIR:AT5G41790.1); similar to heavy meromyosin-like protein [Oryza sativa (japonica cultivar-group)] (GB:AAO72706.1); similar to Os01g0911800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001045163.1); contains InterPro domain Spectrin repeat; (InterPro:IPR002017) | chr3:8662825-8667447 REVERSEnot assigned not assigned Smc"	not assigned.no ontology	35_1

CUST_18431_PI403524517	2	0.10783005	-1.1110182	-0.015277863	0.09151459	0.015278816	-0.057866096	35_5328	"Cluster: Transferase family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Transferase family protein, expressed - Oryza sativa (japonica"	UniRef90_Q10D12	"CHR1V7|COORD:5675918..5678679| SR45 (arginine/serine-rich 45); RNA binding"	AT1G16610.1	CHR03V5|COORD:30566565..30564358|protein transferase, putative, expressed	LOC_Os03g53360.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07003 PRK12678 PRK07764 PRK12323 APC_basic Transferase DUF1509	not assigned.unknown	35_2

CUST_37988_PI403524517	2	0.060629845	0.20139694	0.064545155	-0.1889224	-0.060629845	-0.06835508	35_10931	Rep: OSIGBa0130B08.2 protein - Oryza sativa (Rice)	UniRef90_Q01IU8	CHR2V7|COORD:17984696..17986573| similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE91029.1)	AT2G43250.1	CHR04V5|COORD:24305991..24308596|protein expressed protein	LOC_Os04g41330.1	no descriptionweakly similar to ( 103)AT2G43250| Symbols:  | similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE91029.1) | chr2:17984696-17986573 FORWARD	not assigned.unknown	35_2

CUST_158614_PI403524517	2	0.43249846	0.07467985	0.09423351	-0.21582079	-0.07467985	-0.58815765	35_44277	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_7939_PI403524517	2	-0.85785675	-0.956748	0.97869873	0.9590645	0.22558594	-0.22558594	35_2210	"Cluster: Glutathione-S-transferase Cla47; n=1; Triticum aestivum|Rep: Glutathione-S-transferase Cla47 - Triticum aestivum (Wheat)"	UniRef90_Q8LGN6	"CHR1V7|COORD:26341398..26342353| ATGSTU11 (Arabidopsis thaliana Glutathione S-transferase (class tau) 11); glutathione transferase"	AT1G69930.1	CHR10V5|COORD:20293826..20292769|protein glutathione S-transferase GSTU6, putative, expressed	LOC_Os10g38710.1	" no descriptionweakly similar to ( 151)AT1G10360| Symbols: GST29, ATGSTU18 | ATGSTU18 (GLUTATHIONE S-TRANSFERASE 29); glutathione transferase | chr1:3395740-3396808 REVERSEweakly similar to ( 189)GSTU6_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned GST_C_Tau GST_N_Tau Gst GST_N_family PRK12678 GST_N PRK12323 GST_N_3 GST_N_Phi sspA GST_N_SspA infB GST_N_Zeta GST_N_4 "	misc.glutathione S transferases	26_9

CUST_20962_PI399408534	2	-0.061958313	0.4000187	-0.053865433	0.05386591	2.154663	-0.29800463	35_25188	Rep: H0525G02.11 protein - Oryza sativa (Rice)	UniRef90_Q00RQ9	CHR1V7|COORD:21005373..21011390| leucine-rich repeat family protein / protein kinase family protein	AT1G56140.1	CHR04V5|COORD:31063345..31055719|protein protein kinase domain containing protein, expressed	LOC_Os04g52600.1	no descriptionmoderately similar to ( 343)AT1G56140| Symbols:  | leucine-rich repeat family protein / protein kinase family protein | chr1:21005373-21011390 REVERSEweakly similar to ( 177)PSKR_DAUCAPhytosulfokine receptor precursor - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pkinase_Tyr TyrKc PTKc S_TKc S_TKc Pkinase PTKc_Jak_rpt2 PTKc_Itk PTKc_Src_like PTKc_Srm_Brk PTKc_Trk SPS1 PTKc_EphR PTKc_Csk_like PTKc_Tec_like PTKc_InsR_like PTKc_Frk_like PTKc_DDR PTKc_Src PTKc_EGFR_like PTKc_TrkB PTKc_c-ros PTKc_Ror PTKc_Syk_like PTKc_Ack_like PTK_CCK4 PTKc_Fyn_Yrk PTKc_Lck_Blk PTKc_TrkA PTKc_EphR_A PTKc_DDR1 PTKc_DDR_like PTKc_Jak2_Jak3_rpt2 PTKc_Musk PTKc_Btk_Bmx PTKc_FGFR PTKc_Tec_Rlk PTKc_Lyn PTKc_Yes PTKc_EphR_A2 PTKc_DDR2 PTKc_TrkC PTKc_EphR_B PTKc_RET PTKc_ALK_LTK PTKc_Fes_like PTKc_EphR_A10 PTKc_Hck PTKc_Axl_like PTKc_Chk PTK_HER3 PTKc_FAK PTKc_Met_Ron PTKc_Axl PTKc_Tie1 PTKc_Abl PTKc_PDGFR PTKc_Tyk2_rpt2 PTKc_Aatyk PTKc_Tie2 PTK_Ryk PTKc_Jak1_rpt2 PTKc_Ror1 PTKc_FGFR1 PTKc_Tie PTKc_FGFR2 PTKc_FGFR3 PTKc_Csk PTKc_Aatyk1_Aatyk3 PTKc_InsR PTKc_HER2 PTKc_Fer PTKc_FGFR4 PTKc_VEGFR3 PTKc_HER4 PTKc_Fes PTKc_Zap-70 PTKc_IGF-1R PTKc_EGFR PTKc_VEGFR PTKc_Syk PTKc_Tyro3 PTKc_VEGFR2 PTKc_Ror2 PTK_Jak2_Jak3_rpt1 PTKc_Aatyk2 PTK_Jak_rpt1 PTKc_CSF-1R PTKc_Kit PTK_Tyk2_rpt1 PTK_Jak1_rpt1 PTKc_PDGFR_alpha	signalling.receptor kinases.DUF 26	30_2_17

CUST_11297_PI403524517	2	0.21906233	-0.09529781	0.09529781	0.22579479	-0.15073729	-0.15859461	35_3201	"Cluster: Glycosyltransferase family 43 protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Glycosyltransferase family 43 protein, expressed - O"	UniRef90_Q10N05	"CHR2V7|COORD:15594750..15596302| IRX9 (IRREGULAR XYLEM 9); transferase, transferring glycosyl groups"	AT2G37090.1	CHR03V5|COORD:9925432..9931477|protein beta3-glucuronyltransferase, putative, expressed	LOC_Os03g17850.1	" no descriptionvery weakly similar to (52.8)AT2G37090| Symbols: IRX9 | IRX9 (IRREGULAR XYLEM 9); transferase, transferring glycosyl groups | chr2:15594750-15596302 REVERSE"	not assigned.no ontology	35_1

CUST_29505_PI403524517	2	0.069906235	-0.88322926	-0.02514267	-0.013157845	0.14069748	0.013158798	35_8522	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_2973_PI404877155	2	0.06635094	-0.2543249	-0.07949066	0.10637283	-0.06634998	0.07570362	Contig1340_at	calmodulin [Oryza sativa] gb|AAD10246.1| calmodulin [Phaseolus vulgaris] emb|CAA74307.1| calmodulin [Zea mays]	CAA46150.1	calmodulin-7 (CAM7)	At3g43810.1	protein calmodulin	Os05g41210	calmodulin	signalling.calcium	30_3

CUST_9076_PI404877155	2	0.010267258	0.9516258	-0.010268211	-0.2311306	-0.22294807	0.035758972	Contig2858_s_at	SLL2-S9-protein [Brassica rapa]	BAA77395.1	S locus-linked protein, putative	At1g66680.1	protein Similar to At1g66680	Os01g03090	pheromone receptor, putative (AR401)	glycolysis.phosphoglycerate mutase	4_11

CUST_21304_PI403524517	2	0.013694763	0.25418758	-0.19879818	-0.012042046	-0.20024204	0.012042046	35_6180	"Cluster: Hypothetical protein OJ1442_E05.24; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1442_E05.24 - Oryza sativa (japonica cultiv"	UniRef90_Q6ZGM0	"CHR1V7|COORD:27482688..27484919| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G48790.1); similar to unnamed protein product [Ostreococcus tauri]"	AT1G73060.1	CHR02V5|COORD:896074..900376|protein expressed protein	LOC_Os02g02520.1	"no descriptionmoderately similar to ( 465)AT1G73060| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G48790.1); similar to unnamed protein product [Ostreococcus tauri] (GB:CAL50320.1); similar to Os02g0117100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001045684.1) | chr1:27482688-27484919 FORWARDDUF1995"	not assigned.unknown	35_2

CUST_155089_PI403524517	2	-0.08780146	0.06598139	-0.23306417	-0.06598091	2.2833638	0.650898	35_43325	"Cluster: Phox (PX) domain-containing protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Phox (PX) domain-containing protein-like - Oryza sativa (jap"	UniRef90_Q67WV5	CHR4V7|COORD:15529062..15532898| phox (PX) domain-containing protein	AT4G32160.1	CHR06V5|COORD:26197122..26188975|protein PX domain containing protein, expressed	LOC_Os06g43560.1	no descriptionweakly similar to ( 128)AT4G32160| Symbols:  | phox (PX) domain-containing protein | chr4:15529062-15532898 FORWARD	not assigned.no ontology	35_1

CUST_46393_PI403524517	2	-0.2714262	-1.1425276	-0.31755543	0.30909824	0.4848318	0.2714262	35_13286	"Cluster: Hypothetical protein P0579G08.7; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0579G08.7 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6K5Q2	"CHR2V7|COORD:16735456..16738238| similar to proline-rich family protein [Arabidopsis thaliana] (TAIR:AT3G09000.1); similar to Os01g0141900 [Oryza"	AT2G40070.1	CHR02V5|COORD:17144640..17147945|protein expressed protein	LOC_Os02g28970.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Protamine_P1 PRK07003 Herpes_BLLF1 TT_ORF1 PRK12323 HPC2 PRK07764 Pneumo_att_G APC_basic	not assigned.unknown	35_2

CUST_10900_PI403524517	2	0.012228012	-0.26201725	-0.019413948	0.020311356	-0.012228012	0.032478333	35_3079	"Cluster: Os11g0240900 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os11g0240900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0ITL9	"CHR5V7|COORD:6105640..6109339| similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABA96658.1); similar to Os11g0240900 [Oryza sativa"	AT5G18420.1	CHR11V5|COORD:7507346..7523742|protein expressed protein	LOC_Os11g13694.1	"no descriptionmoderately similar to ( 394)AT5G18420| Symbols:  | similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABA96658.1); similar to Os11g0240900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001067583.1); contains domain SUBFAMILY NOT NAMED (PTHR15975:SF3); contains domain FAMILY NOT NAMED (PTHR15975) | chr5:6105640-6109339 REVERSEnot assigned"	not assigned.unknown	35_2

CUST_138708_PI403524517	2	0.11008787	-0.09051752	0.09051752	-0.12553453	0.20577192	-0.18419361	35_38904	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_2344_PI404877155	2	-0.009364128	0.4122324	0.23701668	0.009364128	-0.017906189	-0.08062267	Contig12713_at	PII protein [Ricinus communis]	AAC78332.1	P II nitrogen sensing protein (GLB I)	At4g01900.1	protein Nitrogen regulatory protein P-II, putative	Os05g04220	"P II nitrogen sensing protein (GLB I), identical to P II nitrogen sensing protein GLB I (GI:7268574) (Arabidopsis thaliana); similar to nitrogen regulatory protein P-II (PII signal transducing protein) (SP:O30794) {Nostoc punctiforme}"	signalling.in sugar and nutrient physiology	30_1

CUST_127687_PI403524517	2	0.34469223	-1.5210743	-0.5662403	0.1453886	-0.1453886	0.20900822	35_35909	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_65625_PI403524517	2	0.13236618	-0.90381527	-0.14725494	0.04802513	-0.048024178	0.09588814	35_18744	Rep: Potassium transporter - Phragmites australis (Common reed)	UniRef90_Q1T6Z3	CHR1V7|COORD:22191995..22195060| potassium transporter family protein	AT1G60160.1	CHR09V5|COORD:12666522..12661737|protein potassium transporter 12, putative, expressed	LOC_Os09g21000.1	no descriptionhighly similar to ( 649)AT1G60160| Symbols:  | potassium transporter family protein | chr1:22191995-22195060 REVERSEhighly similar to ( 501)HAK14_ORYSAK_trans Kup trkD	transport.potassium	34_15

CUST_44541_PI403524517	2	0.1702795	0.19739532	-0.20324707	-0.1702795	-0.18114471	0.3476448	35_12778	"Cluster: Hypothetical protein OSJNBa0019I19.14; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0019I19.14 - Oryza sativa (japonica"	UniRef90_Q67V36	CHR3V7|COORD:7079838..7081815| extracellular ligand-gated ion channel	AT3G20300.1	CHR06V5|COORD:25748947..25746066|protein expressed protein	LOC_Os06g42850.1	no descriptionweakly similar to ( 129)AT3G20300| Symbols:  | extracellular ligand-gated ion channel | chr3:7079838-7081815 REVERSE	not assigned.unknown	35_2

CUST_9146_PI404877155	2	0.02248764	0.5759201	-0.008846283	-0.15443325	-0.19907951	0.008846283	Contig2931_at	leucine-rich repeat protein [Oryza sativa] gb|AAO85403.1| leucine-rich repeat protein [Oryza sativa]	AAO85402.1	leucine-rich repeat protein, putative	At5g21090.1	protein leucine-rich repeat protein	Os01g59440	leucine-rich repeat protein/21114 putative receptor kinase (PPC:1.12.2)	signalling.unspecified	30_99

CUST_2068_PI404877155	2	0.04262352	0.5380554	0.5161724	-0.3678007	-1.0394907	-0.042624474	Contig12316_at	0	0	0	0	0	0	NONE	amino acid metabolism.degradation.serine-glycine-cysteine group.glycine	13_2_5_2

CUST_6829_PI399408534	2	-0.03001976	-0.093569756	0.034936905	-0.015239716	0.04615879	0.015238762	35_37671	"Cluster: Pennisetum ciliare possible apospory-associated mRNA clone pSUB 3-1a, partial cds; n=1; Pennisetum ciliare|Rep: Pennisetum ciliare possible apospory-as"	UniRef90_Q40785	CHR2V7|COORD:7562952..7564825| ankyrin repeat family protein	AT2G17390.1	CHR09V5|COORD:19960588..19963923|protein ankyrin repeat domain-containing protein 2, putative, expressed	LOC_Os09g33810.5	no descriptionvery weakly similar to (55.5)AT2G17390| Symbols:  | ankyrin repeat family protein | chr2:7562952-7564825 FORWARD	RNA.regulation of transcription.AtSR Transcription Factor family	27_3_39

CUST_18281_PI403524517	2	0.18867493	-0.47480488	0.06218338	-0.062182426	-0.07320595	0.2394371	35_5286	"Cluster: TPR Domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: TPR Domain containing protein, expressed - Oryza sativa"	UniRef90_Q2QLM7	CHR3V7|COORD:1278235..1280948| ankyrin repeat family protein	AT3G04710.1	CHR12V5|COORD:27232877..27237841|protein ankyrin repeat and protein kinase domain-containing protein 1, putative, expressed	LOC_Os12g43940.1	no descriptionweakly similar to ( 142)AT3G04710| Symbols:  | binding | chr3:1278235-1280948 FORWARDvery weakly similar to (89.4)STIP_SOYBNHeat shock protein STI - Glycine max (Soybean)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TPR	stress	20

CUST_70057_PI403524517	2	0.13904524	0.057508945	-0.14706945	-0.3141508	-0.057508945	0.79972744	35_20054	"Cluster: AlphaSNBP(B)-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: AlphaSNBP(B)-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q651K5	"CHR1V7|COORD:9024603..9027543| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G45330.1); similar to hypothetical protein [Glycine max] (GB:BAB41197."	AT1G26110.1	CHR06V5|COORD:17310239..17317682|protein expressed protein	LOC_Os06g30060.2	" no descriptionweakly similar to ( 181)AT1G26110| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G45330.1); similar to hypothetical protein [Glycine max] (GB:BAB41197.1); contains domain UNCHARACTERIZED (PTHR13586:SF5); contains domain UNCHARACTERIZED (PTHR13586) | chr1:9024603-9027543 REVERSEvery weakly similar to (52.4)GLTA_WHEATGlutenin, low molecular weight subunit precursor - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned LSm14_N Atrophin-1 DUF1421 Drf_FH1 ARG80 Extensin_2 Tymo_45kd_70kd PRK08853 PRK10263 GRASP55_65 "	not assigned.unknown	35_2

CUST_3467_PI403524517	2	-0.5829625	0.63856983	0.112133026	1.2963228	-0.5479584	-0.112133026	35_946	Rep: Glutathione S-transferase 2 - Triticum aestivum (Wheat)	UniRef90_P30111	"CHR3V7|COORD:23228401..23229222| ATGSTF13 (Arabidopsis thaliana Glutathione S-transferase (class phi) 13); glutathione transferase"	AT3G62760.1	CHR01V5|COORD:15544818..15543679|protein glutathione S-transferase GSTF1, putative, expressed	LOC_Os01g27260.1	"no descriptionvery weakly similar to (57.4)AT3G62760| Symbols: ATGSTF13 | ATGSTF13 (Arabidopsis thaliana Glutathione S-transferase (class phi) 13); glutathione transferase | chr3:23228401-23229222 REVERSEvery weakly similar to (98.6)GSTF1_WHEATGlutathione S-transferase 1 - Triticum aestivum (Wheat)GST_C_Phi"	misc.glutathione S transferases	26_9

CUST_126634_PI403524517	2	-0.12881374	-0.1074028	0.15941525	0.5021467	-0.049549103	0.049549103	35_35638	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_14237_PI404877155	2	-0.14671469	-0.08064222	0.24539661	-0.009975433	0.009975433	0.9941311	Contig8070_at	0	BAD10064.1	oxygen-evolving complex-related	At1g76450.1	protein expressed protein	Os08g40160	"oxygen-evolving complex-related, SP:Q9S720; contains a PsbP domain"	PS.lightreaction.photosystem II.PSII polypeptide subunits	1_01_01_02

CUST_5935_PI404877155	2	0.022510529	-0.054008484	-0.07007313	0.013376236	0.0287323	-0.013376236	Contig18119_at	putative SET-domain transcriptional regulator [Oryza sativa (japonica cultivar-group)]	BAC80108.1	SET domain-containing protein (SUVH2)	At2g33290.1	protein YDG/SRA domain, putative	Os07g25450	"SU(VAR)3-9 HOMOLOG 2;SET domain-containing protein (SUVH2), identical to SUVH2 (Arabidopsis thaliana) GI:13517745; contains Pfam profiles PF00856: SET domain, PF05033: Pre-SET motif, PF02182: YDG/SRA domain; identical to cDNA SUVH2 (SUVH2)  GI:13517744"	RNA.regulation of transcription.SET-domain transcriptional regulator family	27_3_69

CUST_4391_PI404877155	2	-0.9320569	0.674881	-0.11433935	0.10495758	0.67714167	-0.104957104	Contig15359_at	putative calmodulin [Oryza sativa (japonica cultivar-group)]	AAP13012.1	calmodulin-1/4 (CAM1)	At5g37780.1	protein putative calmodulin	Os03g53200	calmodulin-1/4 (CAM1), identical to calmodulin 4 (Arabidopsis thaliana) GI:16223, SP:P25854 Calmodulin-1/4 {Arabidopsis thaliana}	signalling.calcium	30_3

CUST_37569_PI403524517	2	0.0023422241	0.030806065	-0.21745062	-0.07866049	-0.0023422241	0.48369932	35_10820	"Cluster: Hypothetical protein P0468G03.24; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0468G03.24 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5Z845	"CHR4V7|COORD:13149840..13151746| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G57270.3); similar to Protein of unknown function DUF266, plant"	AT4G25870.1	CHR06V5|COORD:29466334..29461264|protein expressed protein	LOC_Os06g48700.2	" no descriptionvery weakly similar to (55.1)AT4G25870| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G57270.3); similar to Protein of unknown function DUF266, plant [Medicago truncatula] (GB:ABD28621.1); contains InterPro domain Protein of unknown function DUF266, plant; (InterPro:IPR004949) | chr4:13149840-13151746 REVERSEDUF266 "	not assigned.unknown	35_2

CUST_117680_PI403524517	2	-0.021900654	0.15016079	0.021900177	0.34789896	-0.6920872	-0.3083439	35_33340	"Cluster: Os02g0644400 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os02g0644400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DZ59		0	CHR02V5|COORD:25973018..25966585|protein kinesin heavy chain, putative, expressed	LOC_Os02g43130.1	no description	not assigned.unknown	35_2

CUST_12799_PI403524517	2	0.14485073	-0.4344082	-0.052742004	0.046738625	0.11338043	-0.046738625	35_3660	"Cluster: Putative arogenate dehydrogenase isoform 2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative arogenate dehydrogenase isoform 2 - Oryza sativa"	UniRef90_Q5Z9H5	CHR1V7|COORD:5404500..5405576| prephenate dehydrogenase family protein	AT1G15710.1	CHR06V5|COORD:29993594..29995122|protein arogenate dehydrogenase isoform 2, putative, expressed	LOC_Os06g49520.1	no descriptionmoderately similar to ( 358)AT1G15710| Symbols:  | prephenate dehydrogenase family protein | chr1:5404500-5405576 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TyrA Herpes_BLLF1 PRK07003 Atrophin-1 Tymo_45kd_70kd APC_basic PRK08655 PRK12323 AF-4 HPC2 PDH KAR9 PRK07764 Herpes_UL32 GRASP55_65 GAT1 DUF566 Extensin_2 SerH Drf_FH1 DUF1421 PRK05648 Herpes_TAF50 DUF1509 PRK08507 PRK06545 Pneumo_att_G COG5099 ARG80 PRK12678 IER Metaviral_G DUF1752 Prog_receptor PRK08853 Syndecan DUF605 tyrA Totivirus_coat PRK12372 FimV Herpes_LP DUF936 Treacle	amino acid metabolism.synthesis.aromatic aa.tyrosine.arogenate dehydrogenase & prephenate dehydrogenase	13_1_6_4_1

CUST_22706_PI403524517	2	0.35486364	-0.060430527	-0.0018491745	0.0018491745	0.24366665	-0.22546005	35_6595	"Cluster: Os01g0737800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0737800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JJI1	"CHR5V7|COORD:16118619..16122011| ERA1 (ENHANCED RESPONSE TO ABA 1); protein farnesyltransferase"	AT5G40280.1	CHR01V5|COORD:31106121..31101950|protein protein farnesyltransferase beta subunit, putative, expressed	LOC_Os01g53600.1	" no descriptionweakly similar to ( 114)AT5G40280| Symbols: ATFTB, WIG, ERA1 | ERA1 (ENHANCED RESPONSE TO ABA 1); protein farnesyltransferase | chr5:16118619-16122011 FORWARDvery weakly similar to (85.5)PFTB_PEAProtein farnesyltransferase subunit beta - Pisum sativum (Garden pea)not assigned not assigned FTase PTase CAL1 ISOPREN_C2_like "	protein.postranslational modification	29_4

CUST_26461_PI399408534	2	-0.109662056	0.34266186	0.13545036	0.029741287	-0.15600777	-0.02974224	35_19573	"Cluster: Os09g0493700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0493700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J0L8	"CHR1V7|COORD:12448704..12451098| ANAC016 (Arabidopsis NAC domain containing protein 16); transcription factor"	AT1G34180.1	CHR09V5|COORD:19124611..19121415|protein no apical meristem protein, expressed	LOC_Os09g32040.1	no descriptionvery weakly similar to (69.7)AT1G34180| Symbols: ANAC016 | ANAC016 (Arabidopsis NAC domain containing protein 16) | chr1:12448704-12451098 FORWARD	development.unspecified	33_99

CUST_126881_PI403524517	2	-0.538043	0.4552307	0.10427761	1.0840168	-0.47886086	-0.104278564	35_35703	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_103474_PI403524517	2	0.04660225	-0.0128622055	0.04266262	-0.009304047	-0.09975147	0.009304047	35_29508	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_92526_PI403524517	2	0.2856512	0.3860278	0.12354994	-0.12354946	-0.3441167	-0.5548291	35_26456	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_21491_PI399408534	2	-0.335289	0.42102814	-0.052350998	0.052350044	0.24989223	-0.056570053	35_15343	"Cluster: Ethylene-binding protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Ethylene-binding protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q67U00	CHR4V7|COORD:16451996..16452802| AP2 domain-containing transcription factor, putative	AT4G34410.1	CHR08V5|COORD:23221048..23222161|protein AP2 domain containing protein, expressed	LOC_Os08g36920.1	 no descriptionvery weakly similar to (99.0)AT4G34410| Symbols:  | AP2 domain-containing transcription factor, putative | chr4:16451996-16452802 FORWARDvery weakly similar to (75.1)ERF4_NICSYEthylene-responsive transcription factor 4 - Nicotiana sylvestris (Wood tobacco)not assigned not assigned not assigned not assigned AP2 AP2 AP2 PRK12678 	RNA.regulation of transcription.AP2/EREBP, APETALA2/Ethylene-responsive element binding protein family	27_3_3

CUST_12774_PI399408534	2	0.010983467	0.07933521	-0.09071255	-0.010984421	-0.14472103	0.15202045	35_15699	Rep: F12K8.2 protein - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q9SKA5	"CHR1V7|COORD:8003476..8004156| similar to Os05g0105800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001054413.1); contains domain Cysteine-rich"	AT1G22630.1	CHR05V5|COORD:290696..291777|protein expressed protein	LOC_Os05g01530.1	"no descriptionweakly similar to ( 125)AT1G22630| Symbols:  | similar to Os05g0105800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001054413.1); contains domain Cysteine-rich domain of the chaperone protein DnaJ. (SSF57938) | chr1:8003476-8004156 FORWARD"	signalling.G-proteins	30_5

CUST_74856_PI403524517	2	2.0171242	-0.39513683	-0.06374836	0.025465488	-0.025465965	0.042871475	35_21461	"Cluster: Putative Ca(2+)-dependent nuclease; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Ca(2+)-dependent nuclease - Oryza sativa (japonica cultiv"	UniRef90_Q942N7	"CHR3V7|COORD:20853593..20855298| CAN (CA-2+ DEPENDENT NUCLEASE); nuclease"	AT3G56170.1	CHR01V5|COORD:3394139..3397320|protein nuclease, putative, expressed	LOC_Os01g07200.1	"no descriptionweakly similar to ( 124)AT3G56170| Symbols: CAN | CAN (CA-2+ DEPENDENT NUCLEASE); nuclease | chr3:20853593-20855298 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Tymo_45kd_70kd PRK12678 PRK07764 PRK05648 PRK12323 TT_ORF1 Protamine_P1"	not assigned.no ontology	35_1

CUST_105845_PI403524517	2	0.06708908	0.8782196	-0.006855011	-0.35902405	-0.18788338	0.006855011	35_30137	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_13855_PI403524517	2	-0.0022068024	0.31475544	0.0022068024	-0.12890816	-0.046004295	0.05218315	35_3973	"Cluster: Hypothetical protein OJ1119_B04.22; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1119_B04.22 - Oryza sativa (japonica cultiv"	UniRef90_Q6ZIX1	"CHR4V7|COORD:7731276..7732898| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G52330.1); similar to Os03g0696000 [Oryza sativa (japonica"	AT4G13270.1	CHR07V5|COORD:5766816..5762112|protein expressed protein	LOC_Os07g10610.1	"no descriptionvery weakly similar to (97.4)AT4G13270| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G52330.1); similar to Os03g0696000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001050978.1); similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:AAO19373.1) | chr4:7731276-7732898 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07003 PRK12678 PRK12323 Hin1 PRK07764 Tymo_45kd_70kd Atrophin-1 Drf_FH1 Cytadhesin_P30 PRK05648 Extensin_2 Herpes_BLLF1 Gag_spuma TonB DUF1421 APC_basic AF-4 HPC2 PRK10819 DUF566 Totivirus_coat GRASP55_65 Pneumo_att_G DUF1645"	not assigned.unknown	35_2

CUST_2426_PI403524517	2	-0.017477036	0.11147308	-0.0225029	0.08845329	-0.04466629	0.017475128	35_660	Rep: 60S ribosomal protein L144 - Brassica rapa subsp. pekinensis (Chinese cabbage)	UniRef90_Q94ER6	CHR4|COORD:8242544..8243880| 60S ribosomal protein L36a/L44 (RPL36aB)	AT4G14320.1	CHR07V5|COORD:20308348..20310417|protein 60S ribosomal protein L44, putative, expressed	LOC_Os07g33997.1	no descriptionweakly similar to ( 162)AT4G14320| Symbols:  | 60S ribosomal protein L36a/L44 (RPL36aB) | chr4:8242680-8243801 REVERSEweakly similar to ( 156)RL44_GOSHI60S ribosomal protein L44 - Gossypium hirsutum (Upland cotton) (Gossypium mexicanum)not assigned Ribosomal_L44 RPL42A rpl44e	protein.synthesis.misc ribososomal protein	29_2_2

CUST_3160_PI404877155	2	0.00683403	0.48109627	0.22097397	-0.00683403	-0.01930523	-0.014640808	Contig13627_at	expressed protein [Arabidopsis thaliana] pir||F86306 F20D23.22 protein - Arabidopsis thaliana gb|AAD50022.1| Unknown protein [Arabidopsis th	NP_564013.1	expressed protein	At1g17080.1	protein expressed protein	Os01g47680	"3.1_Homeodomain  T00128 HOXA4; Species: chick."	RNA.regulation of transcription	27_3

CUST_52843_PI403524517	2	-0.10151863	0.07947922	-0.02033043	0.060855865	0.02033043	-0.023303986	35_15050	Rep: 60S ribosomal protein L13-1 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_P41127	"CHR3V7|COORD:18177956..18179032| ATBBC1 (breast basic conserved 1); structural constituent of ribosome"	AT3G49010.3	CHR06V5|COORD:868825..866370|protein 60S ribosomal protein L13-2, putative, expressed	LOC_Os06g02510.3	 no descriptionmoderately similar to ( 298)AT3G49010| Symbols: BBC1, RSU2 | ATBBC1 (breast basic conserved 1) | chr3:18177956-18179032 REVERSEmoderately similar to ( 296)RL131_BRANA60S ribosomal protein L13-1 - Brassica napus (Rape)not assigned Ribosomal_L13e RPL13 	protein.synthesis.misc ribososomal protein	29_2_2

CUST_15859_PI403524517	2	0.07081509	-0.23817158	-0.0040006638	0.0040006638	0.005545616	-0.0329113	35_4577	"Cluster: Os04g0397700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os04g0397700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JDK5	"CHR5V7|COORD:20739295..20741543| similar to OSJNBa0039C07.8 [Oryza sativa (japonica cultivar-group)] (GB:CAE05152.2); similar to Centromere protein S"	AT5G50930.1	CHR04V5|COORD:19439893..19442461|protein expressed protein	LOC_Os04g32600.1	"no descriptionweakly similar to ( 106)AT5G50930| Symbols:  | similar to OSJNBa0039C07.8 [Oryza sativa (japonica cultivar-group)] (GB:CAE05152.2); similar to Centromere protein S (CENP-S) (Apoptosis-inducing TAF9-like domain-containing protein 1 homolog) (GB:Q6NRI8); similar to Os04g0397700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001052668.1); contains InterPro domain Histone-fold; (InterPro:IPR009072) | chr5:20739295-20741543 FORWARD"	not assigned.unknown	35_2

CUST_66121_PI403524517	2	-0.13925028	-0.7002783	-0.24255466	0.19460678	0.13925076	1.641325	35_18883	"Cluster: Putative polygalacturonase isoenzyme 1 beta subunit homolog; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative polygalacturonase"	UniRef90_Q6ZA27	CHR1V7|COORD:26516666..26518661| BURP domain-containing protein / polygalacturonase, putative	AT1G70370.1	CHR08V5|COORD:17771373..17773916|protein polygalacturonase-1 non-catalytic beta subunit precursor, putative, expressed	LOC_Os08g29200.1	 no descriptionweakly similar to ( 150)AT1G70370| Symbols:  | BURP domain-containing protein / polygalacturonase, putative | chr1:26516666-26518661 REVERSEBURP 	cell wall.degradation.pectate lyases and polygalacturonases	10_6_3

CUST_148669_PI403524517	2	0.16441202	-0.085009575	0.032231808	-0.079378605	-0.032231808	0.32959795	35_41593	"Cluster: Hypothetical protein OSJNBb0079L11.4; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0079L11.4 - Oryza sativa (japonica cu"	UniRef90_Q6L4L3	"CHR5V7|COORD:730345..731196| similar to protamine P1 family protein [Arabidopsis thaliana] (TAIR:AT2G37100.1); similar to conserved hypothetical"	AT5G03110.1	CHR05V5|COORD:1420454..1418741|protein expressed protein	LOC_Os05g03440.1	no descriptionnot assigned not assigned not assigned PRK12323 PRK07764 PRK07003 TT_ORF1	not assigned.unknown	35_2

CUST_8010_PI403524517	2	-0.019787788	0.21315384	0.068427086	-0.08448696	-0.10432339	0.019787788	35_2232	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10H93	CHR5V7|COORD:22556601..22560368| GTP binding / RNA binding	AT5G55660.1	CHR03V5|COORD:22181848..22173870|protein expressed protein	LOC_Os03g40010.1	no descriptionmoderately similar to ( 254)AT5G55660| Symbols:  | GTP binding / RNA binding | chr5:22556601-22560368 FORWARDnot assigned not assigned not assigned not assigned DEK_C TFIIF_alpha	not assigned.unknown	35_2

CUST_106435_PI403524517	2	0.16036701	-0.1083107	-0.1530695	-0.024168015	0.11437416	0.024168015	35_30292	Rep: OSIGBa0099L20.5 protein - Oryza sativa (Rice)	UniRef90_Q01K31		0	0	0	no description	not assigned.unknown	35_2

CUST_19457_PI404877155	2	-0.23688984	-0.45967722	0.41061306	0.6207924	0.23689032	-0.23709726	rbags19n19_x_at	OSJNBb0048E02.12 [Oryza sativa (japonica cultivar-group)] ref|XP_472791.1| OSJNBb0048E02.12 [Oryza sativa (japonica cultivar-group)]	CAD40936.1	0	0	protein Pathogenesis-related protein Bet v I family	Os04g39150	NONE	stress.abiotic.unspecified	20_2_99

CUST_157681_PI403524517	2	0.27823973	0.09769535	0.25383425	-0.12116337	-0.30410576	-0.097694874	35_44023	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_7272_PI403524517	2	0.012135506	0.06905079	0.02917862	-0.18488693	-0.012136459	-0.1789217	35_2020	"Cluster: Imidazoleglycerol phosphate dehydratase; n=1; Thlaspi goesingense|Rep: Imidazoleglycerol phosphate dehydratase - Thlaspi goesingense (Tiny wild mustard"	UniRef90_O48932	CHR3V7|COORD:7951117..7952860| imidazoleglycerol-phosphate dehydratase 1 (IGPD1)	AT3G22425.2	CHR04V5|COORD:31170607..31174937|protein imidazoleglycerol-phosphate dehydratase, putative, expressed	LOC_Os04g52710.3	no descriptionweakly similar to ( 131)AT3G22425| Symbols:  | imidazoleglycerol-phosphate dehydratase 1 (IGPD1) | chr3:7951117-7952860 FORWARDweakly similar to ( 128)HIS7_WHEATImidazoleglycerol-phosphate dehydratase - Triticum aestivum (Wheat)not assigned hisF HisB PRK05446 IGPD	amino acid metabolism.synthesis.histidine	13_1_7

CUST_8057_PI403524517	2	0.10213566	-0.81079006	0.07279587	0.100185394	-0.15421724	-0.07279587	35_2246	"Cluster: Hypothetical protein T12C14_60; n=2; Arabidopsis thaliana|Rep: Hypothetical protein T12C14_60 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9LZQ4	"CHR3V7|COORD:23083995..23091430| similar to LOC495699 protein [Xenopus laevis] (GB:AAH86296.1); contains InterPro domain Carboxypeptidase regulatory region;"	AT3G62360.1	CHR01V5|COORD:11035648..11022221|protein nodal modulator 1 precursor, putative, expressed	LOC_Os01g19470.1	"no descriptionmoderately similar to ( 217)AT3G62360| Symbols:  | similar to LOC495699 protein [Xenopus laevis] (GB:AAH86296.1); contains InterPro domain Carboxypeptidase regulatory region; (InterPro:IPR008969); contains InterPro domain Cna B-type; (InterPro:IPR008454); contains InterPro domain Borrelia outer surface lipoprotein; (InterPro:IPR001809) | chr3:23083995-23091430 REVERSEnot assigned"	not assigned.unknown	35_2

CUST_53913_PI403524517	2	0.054694176	-0.5120611	0.16583347	0.092271805	-0.07445717	-0.054693222	35_15340	"Cluster: Ubiquinol-cytochrome c1 reductase cytochrome c1-like protein; n=7; Arabidopsis thaliana|Rep: Ubiquinol-cytochrome c1 reductase"	UniRef90_Q9LK29	CHR3V7|COORD:10057381..10059607| cytochrome c1, putative	AT3G27240.1	CHR05V5|COORD:13469457..13464902|protein cytochrome c1, heme protein, mitochondrial precursor, putative, expressed	LOC_Os05g23620.3	 no descriptionmoderately similar to ( 453)AT5G40810| Symbols:  | cytochrome c1, putative | chr5:16357428-16359555 FORWARDmoderately similar to ( 458)CY12_SOLTUCytochrome c1-2, heme protein, mitochondrial precursor - Solanum tuberosum (Potato)not assigned Cytochrom_C1 CYT1 	mitochondrial electron transport / ATP synthesis.cytochrome c	9_6

CUST_78554_PI403524517	2	0.24305439	-1.5266299	-0.07543564	0.12702847	0.07543564	-0.12080574	35_22522	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QQW1	"CHR1V7|COORD:7713455..7714287| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G42150.3); similar to Os12g0481200 [Oryza sativa (japonica"	AT1G21930.1	CHR12V5|COORD:17689036..17692280|protein expressed protein	LOC_Os12g29670.1	"no descriptionweakly similar to ( 132)AT1G21930| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G42150.3); similar to Os12g0481200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001066772.1) | chr1:7713455-7714287 FORWARD"	not assigned.unknown	35_2

CUST_81888_PI403524517	2	0.12217331	-0.7586422	-0.16982079	0.045407295	0.088020325	-0.04540825	35_23488	"Cluster: Pentatricopeptide repeat protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Pentatricopeptide repeat protein-like - Oryza sativa (japonica"	UniRef90_Q8LHA7	CHR4|COORD:13930365..13933276| pentatricopeptide (PPR) repeat-containing protein, contains Pfam profile PF01535: PPR repeat	AT4G28010.1	CHR07V5|COORD:25670506..25672380|protein rf1 protein, mitochondrial precursor, putative, expressed	LOC_Os07g42880.1	no descriptionmoderately similar to ( 244)AT4G28010| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr4:13930385-13932499 FORWARDweakly similar to ( 181)RF1_ORYSAnot assigned PPR	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_30885_PI403524517	2	0.5791254	-0.50669765	-0.04383087	0.043831825	0.2873478	-0.13609505	35_8914	Rep: OSJNBb0034I13.9 protein - Oryza sativa (Rice)	UniRef90_Q7XTU5	"CHR3|COORD:21061127..21063216| UBP1 interacting protein 2a (UBA2a), identical to UBP1 interacting protein 2a (Arabidopsis thaliana) GI:19682816; contains InterP"	AT3G56860.2	CHR04V5|COORD:32173421..32169373|protein RNA-binding protein AKIP1, putative, expressed	LOC_Os04g54440.3	" no descriptionweakly similar to ( 125)AT3G56860| Symbols: UBA2A | UBA2A; AU-specific RNA binding / RNA binding | chr3:21061687-21063123 REVERSEvery weakly similar to (61.2)GRPA_MAIZEGlycine-rich RNA-binding, abscisic acid-inducible protein - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07003 PRK12323 RRM Atrophin-1 HPC2 APC_basic RRM_1 Herpes_BLLF1 Tymo_45kd_70kd DUF566 Herpes_UL32 PRK07764 MAP65_ASE1 COG0724 PRK09169 Extensin_2 PRK05648 PRK12678 ROM1 DUF390 KAR9 DUF1509 "	RNA.RNA binding	27_4

CUST_22399_PI403524517	2	0.3005619	0.20689249	0.15720987	-0.25460052	-0.81386805	-0.15721035	35_6506	"Cluster: DENN (AEX-3) domain-containing protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: DENN (AEX-3) domain-containing protein-like - Oryza sativ"	UniRef90_Q6ZGD1	CHR5V7|COORD:13759688..13764694| DENN (AEX-3) domain-containing protein	AT5G35560.1	CHR02V5|COORD:32864539..32852915|protein expressed protein	LOC_Os02g53700.6	no descriptionvery weakly similar to (77.8)AT5G35560| Symbols:  | DENN (AEX-3) domain-containing protein | chr5:13759688-13764694 REVERSE	not assigned.no ontology	35_1

CUST_74617_PI403524517	2	0.24851894	-0.04487896	-0.05768013	0.08504009	0.024043083	-0.024044037	35_21397	Rep: OSIGBa0137D06.5 protein - Oryza sativa (Rice)	UniRef90_Q01IN6	"CHR4|COORD:7004329..7006075| haloacid dehalogenase-like hydrolase family protein, similar to genetic modifier (Zea mays) GI:10444400; contains InterPro accessio"	AT4G11570.2	CHR04V5|COORD:27648990..27651276|protein genetic modifier, putative, expressed	LOC_Os04g47020.3	no descriptionweakly similar to ( 144)AT4G11570| Symbols:  | haloacid dehalogenase-like hydrolase family protein | chr4:7004737-7005858 FORWARDnot assigned COG0637 Gph Hydrolase COG1011 PRK10826 PRK10725 PRK11587	not assigned.no ontology	35_1

CUST_20000_PI403524517	2	-0.39200878	0.08637333	0.08603573	0.052749634	-0.052749634	-0.1306982	35_5796	Rep: RbohAOsp - Oryza sativa (Rice)	UniRef90_O48539	"CHR1V7|COORD:23773929..23779980| ATRBOH F (RESPIRATORY BURST OXIDASE PROTEIN F); NAD(P)H oxidase"	AT1G64060.1	CHR05V5|COORD:26162629..26154195|protein respiratory burst oxidase, putative, expressed	LOC_Os05g45210.3	" no descriptionweakly similar to ( 192)AT1G64060| Symbols: ATRBOHF, RBOHAP108, RBOHF, ATRBOH F | ATRBOH F (RESPIRATORY BURST OXIDASE PROTEIN F); NAD(P)H oxidase | chr1:23773929-23779980 FORWARDnot assigned NAD_binding_6 "	stress.biotic.respiratory burst	20_1_1

CUST_4569_PI399408534	2	0.03483963	0.04819441	-0.034701347	0.009954929	-0.009954929	-0.050974846	35_9504	"Cluster: Leucine Rich Repeat family protein, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Leucine Rich Repeat family protein, expressed - Oryza s"	UniRef90_Q2RBL3	"CHR3V7|COORD:20828053..20830496| MRLK (MERISTEMATIC RECEPTOR-LIKE KINASE); ATP binding / protein serine/threonine kinase"	AT3G56100.1	CHR11V5|COORD:358127..361653|protein brassinosteroid LRR receptor kinase precursor, putative, expressed	LOC_Os11g01620.2	" no descriptionvery weakly similar to ( 100)AT3G56100| Symbols: IMK3, MRLK | MRLK (MERISTEMATIC RECEPTOR-LIKE KINASE); ATP binding / protein serine/threonine kinase | chr3:20828053-20830496 REVERSE"	signalling.receptor kinases.leucine rich repeat III	30_2_3

CUST_34222_PI403524517	2	0.2202425	-2.0636816	-0.22854233	0.19486904	-0.11068535	0.110684395	35_9866	"Cluster: DNAJ heat shock N-terminal domain-containing protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: DNAJ heat shock N-terminal"	UniRef90_Q5ZCV2	CHR5V7|COORD:6255179..6257833| DNAJ heat shock N-terminal domain-containing protein	AT5G18750.1	CHR11V5|COORD:21304782..21308211|protein dnaJ domain containing protein, expressed	LOC_Os11g36960.1	no description	not assigned.unknown	35_2

CUST_30717_PI403524517	2	0.41504908	1.04284	0.041375637	-0.041376114	-0.23845863	-0.64353466	35_8865	Rep: PREDICTED: hypothetical protein - Macaca mulatta	UniRef90_UPI0000D9B3B5	"CHR3V7|COORD:10807368..10809606| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G28840.1); similar to putative lipoprotein [Burkholderia"	AT3G28780.1	CHR08V5|COORD:21459197..21458160|protein fibroin heavy chain precursor, putative, expressed	LOC_Os08g34390.1	no description	not assigned.unknown	35_2

CUST_529_PI399407379	2	0.11276245	0.040824413	-0.20473433	0.033689976	-0.11259937	-0.033690453	HvRR5									

CUST_115194_PI403524517	2	0.019880772	0.19933224	-0.030237198	0.010878563	-0.040422916	-0.010878563	35_32678	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_9712_PI403524517	2	0.026865005	-0.25466442	-0.026865005	0.027666092	0.21826172	-0.14214897	35_2738	"Cluster: Putative Omega-6 fatty acid desaturase, chloroplast; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative Omega-6 fatty acid desaturase, chloropla"	UniRef90_Q6Z9G4	"CHR4V7|COORD:15057284..15059679| FAD6 (FATTY ACID DESATURASE 6); omega-6 fatty acid desaturase"	AT4G30950.1	CHR08V5|COORD:21320859..21318120|protein omega-6 fatty acid desaturase, chloroplast precursor, putative, expressed	LOC_Os08g34220.1	" no descriptionhighly similar to ( 672)AT4G30950| Symbols: FADC, SFD4, FAD6 | FAD6 (FATTY ACID DESATURASE 6); omega-6 fatty acid desaturase | chr4:15057284-15059679 REVERSEhighly similar to ( 687)FAD6C_BRANAOmega-6 fatty acid desaturase, chloroplast precursor - Brassica napus (Rape)not assigned Delta12-FADS-like FA_desaturase DesA Delta6-FADS-like Membrane-FADS-like Rhizopine-oxygenase-like CrtR_beta-carotene-hydroxylase Rhizobitoxine-FADS-like CrtW_beta-carotene-ketolase DesA_FADS-like Delta4-sphingolipid-FADS-like "	lipid metabolism.FA desaturation.omega 6 desaturase	11_2_4

CUST_10772_PI404877155	2	-0.074448586	-0.17408943	0.04041958	0.12198067	0.20202255	-0.040420532	Contig4501_at	probable NADH-ubiquinone oxireductase [imported] - Arabidopsis thaliana	C84588	expressed protein	At2g20360.1	protein expressed protein	Os02g57180	ubiquinone oxireductase -related	mitochondrial electron transport / ATP synthesis.NADH-DH.localisation not clear	9_1_2

CUST_178406_PI403524517	2	-0.00757885	-0.1689682	0.007577896	0.050854683	0.24048996	-0.10054779	35_49613	"Cluster: Mitochondrial processing peptidase beta subunit, mitochondrial, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Mitochondrial pro"	UniRef90_Q10Q21	"CHR3V7|COORD:365631..368533| MPPBETA; metalloendopeptidase"	AT3G02090.1	CHR03V5|COORD:5849271..5853931|protein mitochondrial-processing peptidase beta subunit, mitochondrial precursor, putative, expressed	LOC_Os03g11410.1	"no descriptionweakly similar to ( 160)AT3G02090| Symbols: MPPBETA | MPPBETA; metalloendopeptidase | chr3:365631-368541 FORWARDnot assigned not assigned not assigned PqqL Peptidase_M16"	protein.targeting.mitochondria	29_3_2

CUST_58989_PI403524517	2	0.040434837	-0.0859375	0.057415962	-0.04421997	0.0014419556	-0.0014410019	35_16828	"Cluster: Putative multifunctional amino acid-tRNA ligase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative multifunctional amino acid-tRNA ligase - Ory"	UniRef90_Q9LIZ8	CHR5V7|COORD:9305676..9308250| glutamate-tRNA ligase, putative / glutamyl-tRNA synthetase, putatuve / GluRS, putative	AT5G26710.1	CHR01V5|COORD:9374982..9370494|protein glutamyl-tRNA synthetase, cytoplasmic, putative, expressed	LOC_Os01g16520.1	 no descriptionhighly similar to ( 997)AT5G26710| Symbols:  | glutamate-tRNA ligase, putative / glutamyl-tRNA synthetase, putatuve / GluRS, putative | chr5:9305676-9308250 FORWARDmoderately similar to ( 235)SYQ_LUPLUGlutaminyl-tRNA synthetase - Lupinus luteus (European yellow lupin)not assigned not assigned not assigned PRK05347 tRNA-synt_1c gltX GlnS Gln_GluRS_non_core GlxRS_core tRNA-synt_1c_C gltX PRK12558 PRK05710 gltX PRK12410 GluRS_core class_I_aaRS_core GST_C_EFB1gamma 	protein.aa activation.glutamate-tRNA ligase	29_1_17

CUST_104142_PI403524517	2	-0.020224571	-0.052477837	0.02990818	-0.039521217	0.020223618	0.16428566	35_29682	"Cluster: Putative kinesin; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative kinesin - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6YU88		0	CHR02V5|COORD:107892..97998|protein ATP binding protein, putative, expressed	LOC_Os02g01180.3	no description	not assigned.unknown	35_2

CUST_148984_PI403524517	2	0.006365776	0.34783173	0.024224281	-0.27631474	-0.006365776	-0.26136112	35_41678	"Cluster: Shaggy-related protein kinase 4; n=6; Physcomitrella patens|Rep: Shaggy-related protein kinase 4 - Physcomitrella patens (Moss)"	UniRef90_Q6VM11	"CHR5V7|COORD:9399585..9401842| ATSK11 (Arabidopsis thaliana SHAGGY-related kinase 11); protein kinase"	AT5G26751.1	CHR10V5|COORD:19871651..19866900|protein shaggy-related protein kinase theta, putative, expressed	LOC_Os10g37740.1	"no descriptionweakly similar to ( 182)AT5G26751| Symbols: ATSK11 | ATSK11 (Arabidopsis thaliana SHAGGY-related kinase 11); protein kinase | chr5:9399585-9401842 REVERSEweakly similar to ( 173)MSK1_TOBACShaggy-related protein kinase NtK-1 - Nicotiana tabacum (Common tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase Pkinase_Tyr TyrKc"	protein.postranslational modification	29_4

CUST_65095_PI403524517	2	0.14579964	-0.27984142	-0.14579964	0.39110565	3.7534704	-0.67830896	35_18585	Rep: Os08g0239000 protein - Oryza sativa (japonica cultivar-group)	UniRef90_Q0J724	CHR5V7|COORD:24643283..24643546| complex 1 family protein / LVR family protein	AT5G61220.1	CHR08V5|COORD:8417941..8418948|protein catalytic/ oxidoreductase, acting on NADH or NADPH, putative, expressed	LOC_Os08g14070.1	no descriptionvery weakly similar to (79.7)AT5G61220| Symbols:  | complex 1 family protein / LVR family protein | chr5:24643283-24643546 REVERSEnot assigned Complex1_LYR	not assigned.no ontology	35_1

CUST_6412_PI404877155	2	-0.0689621	0.26881027	0.012117386	-0.012117386	0.19191742	-0.077830315	Contig192_at	putative transcription factor [Oryza sativa (japonica cultivar-group)] gb|AAP54321.1| putative transcription factor [Oryza sativa (japonica	NP_922034.1	nascent polypeptide-associated complex (NAC) domain-containing protein	At1g73230.1	protein putative transcription factor	Os10g34180	putative transcription factor	RNA.regulation of transcription.unclassified	27_3_99

CUST_178906_PI403524517	2	0.059975147	0.310606	-0.11918545	-0.059975147	0.8808422	-0.22318935	35_49760	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_38385_PI403524517	2	0.062446594	0.2286768	0.030412674	-0.030413628	-0.06932354	-0.19191265	35_11047	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_62637_PI403524517	2	-0.25773954	0.08589077	0.23186922	-0.10709381	-0.038187504	0.03818798	35_17859	"Cluster: Thylakoid lumen protein, chloroplast-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Thylakoid lumen protein, chloroplast-like - Oryza sativa (j"	UniRef90_Q6Z8N7	CHR1V7|COORD:28689512..28691003| oxygen-evolving complex-related	AT1G76450.1	CHR08V5|COORD:25283263..25285949|protein thylakoid lumen protein, chloroplast precursor, putative, expressed	LOC_Os08g40160.1	no descriptionmoderately similar to ( 226)AT1G76450| Symbols:  | oxygen-evolving complex-related | chr1:28689512-28691003 FORWARDnot assigned not assigned not assigned	PS.lightreaction.photosystem II.PSII polypeptide subunits	1_1_1_2

CUST_53532_PI403524517	2	-0.1524868	0.45751762	0.11408234	-0.054924965	-0.088253975	0.054924965	35_15227	"Cluster: Putative lung alpha/beta hydrolase protein 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative lung alpha/beta hydrolase protein 1 - Oryza sat"	UniRef90_Q5NA00	CHR1V7|COORD:12530914..12534009| esterase/lipase/thioesterase family protein	AT1G34340.1	CHR01V5|COORD:38090281..38097251|protein embryogenesis-associated protein EMB8, putative, expressed	LOC_Os01g65070.2	no descriptionmoderately similar to ( 364)AT1G34340| Symbols:  | esterase/lipase/thioesterase family protein | chr1:12530914-12534009 FORWARDnot assigned COG0429 PRK10985	development.unspecified	33_99

CUST_84889_PI403524517	2	0.05207634	-0.21418858	-0.020439148	0.020439148	0.074975014	-0.025050163	35_24323	"Cluster: Hypothetical protein OSJNBb0016G07.6; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0016G07.6 - Oryza sativa (japonica cu"	UniRef90_Q75IK6	"CHR2V7|COORD:14363865..14366919| ATNUDT22 (Arabidopsis thaliana Nudix hydrolase homolog 22); hydrolase"	AT2G33980.1	CHR05V5|COORD:6745809..6748423|protein peroxisomal coenzyme A diphosphatase NUDT7, putative, expressed	LOC_Os05g11870.1	"no descriptionvery weakly similar to (91.7)AT2G33980| Symbols: ATNUDT22 | ATNUDT22 (Arabidopsis thaliana Nudix hydrolase homolog 22); hydrolase | chr2:14363865-14366919 REVERSEnot assigned not assigned not assigned not assigned not assigned CoAse PRK10707 NUDIX MutT"	not assigned.no ontology	35_1

CUST_60908_PI403524517	2	0.21371746	0.7448969	-0.11438179	-0.12812424	-0.08270073	0.08270168	35_17370	"Cluster: Pleckstrin homology (PH) domain-containing protein-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: Pleckstrin homology (PH) domain-containing pr"	UniRef90_Q94DF0	CHR5V7|COORD:1715944..1716378| pleckstrin homology (PH) domain-containing protein	AT5G05710.1	CHR01V5|COORD:37343921..37344897|protein pleckstrin homology domain-containing protein 1, putative, expressed	LOC_Os01g63800.1	no descriptionmoderately similar to ( 226)AT5G05710| Symbols:  | pleckstrin homology (PH) domain-containing protein | chr5:1715944-1716378 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PH PH PH PH_cytohesin PH_oxysterol_bp PH_Gab PRK12323 PH_centaurin PH_CNK PH-like PH_Akt	not assigned.no ontology	35_1

CUST_4670_PI399408534	2	0.09276199	0.25481796	-0.04345894	0.023794174	-0.30163193	-0.023794174	35_15981	"Cluster: Os09g0267600 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0267600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J328	CHR4V7|COORD:14381356..14382348| SNF7 family protein	AT4G29160.2	CHR09V5|COORD:5102023..5105853|protein charged multivesicular body protein 4b, putative, expressed	LOC_Os09g09480.3	no descriptionweakly similar to ( 143)AT4G29160| Symbols:  | SNF7 family protein | chr4:14381025-14382348 FORWARDnot assigned not assigned not assigned not assigned not assigned Snf7	RNA.regulation of transcription.SNF7	27_3_71

CUST_10499_PI403524517	2	-0.009981155	-0.2836914	-0.0134420395	0.066184044	0.009981155	0.08956432	35_2962	Rep: VIP3 protein - Zea mays (Maize)	UniRef90_Q9AR47	CHR1V7|COORD:2809928..2811129| prefoldin, putative	AT1G08780.1	CHR03V5|COORD:23957483..23953206|protein prefoldin subunit 4, putative, expressed	LOC_Os03g43020.1	 no descriptionweakly similar to ( 154)AT1G08780| Symbols: ABI3 | prefoldin, putative | chr1:2809928-2811129 REVERSEnot assigned Prefoldin_2 GimC 	not assigned.no ontology	35_1

CUST_35952_PI403524517	2	0.061286926	-0.9954653	-0.17728233	0.01517868	-0.01517868	0.055901527	35_10366	0	0	0	0	CHR03V5|COORD:5265959..5262568|protein SURF1, putative, expressed	LOC_Os03g10360.1	no description	not assigned.unknown	35_2

CUST_16187_PI403524517	2	0.11914253	0.17960358	0.01947403	-0.046218872	-0.01947403	-0.071149826	35_4668	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_3839_PI404877155	2	-0.011212349	-0.34072018	0.040524483	-0.020853043	0.011212349	0.07988453	Contig1445_at	RNA-binding protein, putative [Arabidopsis thaliana] pir||F86452 protein F6N18.17 [imported] - Arabidopsis thaliana gb|AAF25974.1| F6N18.17	NP_174556.1	RNA-binding protein, putative	At1g32790.1	protein At1g32790/F6N18_9	Os02g14760	RNA-binding protein/0.2_HMGI_Y T01851	RNA.RNA binding	27_4

CUST_164391_PI403524517	2	0.1195631	0.38972378	-0.038186073	-0.32604504	-0.26230335	0.038187027	35_45824	"Cluster: PRLI-interacting factor N-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: PRLI-interacting factor N-like - Oryza sativa (japonica cultivar-group"	UniRef90_Q6H7E6		0	CHR02V5|COORD:25659145..25667383|protein expressed protein	LOC_Os02g42670.1	no description	not assigned.unknown	35_2

CUST_6918_PI404877155	2	-0.7550731	1.2949476	0.63159037	-0.63159037	3.6347585	-0.839447	Contig20394_at	0	0	0	0	protein HSF-type DNA-binding domain, putative	Os02g32590	NONE	RNA.regulation of transcription.HSF,Heat-shock transcription factor family	27_3_23

CUST_170814_PI403524517	2	-0.5433817	-0.123334885	0.1301465	0.123334885	1.341115	-0.14423656	35_47581	"Cluster: Putative betanidin-5-O-glucosyltransferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative betanidin-5-O-glucosyltransferase - Oryza sativa"	UniRef90_Q6AUW7	"CHR2V7|COORD:15430572..15432059| DOGT1 (DON-GLUCOSYLTRANSFERASE); UDP-glycosyltransferase/ transferase, transferring glycosyl groups"	AT2G36800.1	CHR05V5|COORD:24511711..24514051|protein cytokinin-O-glucosyltransferase 1, putative, expressed	LOC_Os05g42020.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_104243_PI403524517	2	0.16401863	-0.10800266	0.03937912	-0.12469578	-0.03937912	0.08482456	35_29707	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_3694_PI404877155	2	-0.0137376785	0.18066406	0.0030183792	-0.0030183792	0.05215168	-0.0633688	Contig14270_s_at	expressed protein [Arabidopsis thaliana] gb|AAK51446.1| CIL [Arabidopsis thaliana]	NP_567737.1	expressed protein	At4g25990.1	protein CCT motif, putative	Os06g48610	gi|30696840|ref|NP_568852.2| CIA2 (CIA2)	RNA.regulation of transcription.Orphan family	27_3_34

CUST_27636_PI399408534	2	0.082407	0.104249954	-0.009878159	-0.06348038	-0.036088943	0.009880066	35_14699	"Cluster: Small nuclear ribonucleoprotein Sm D3, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Small nuclear ribonucleoprotein Sm"	UniRef90_Q10PA9	CHR1V7|COORD:7128969..7130361| small nuclear ribonucleoprotein, putative / snRNP, putative / Sm protein, putative	AT1G20580.1	CHR02V5|COORD:138097..135301|protein small nuclear ribonucleoprotein Sm D3, putative, expressed	LOC_Os02g01250.1	 no descriptionweakly similar to ( 181)AT1G20580| Symbols:  | small nuclear ribonucleoprotein, putative / snRNP, putative / Sm protein, putative | chr1:7128969-7130361 FORWARDvery weakly similar to (59.7)LSM4_ORYSAnot assigned not assigned not assigned Sm_D3 LSM Sm LSm4 LSm10 Sm_like Sm_D1 LSM1 	RNA.processing	27_1

CUST_74626_PI403524517	2	0.23912144	-0.039830685	0.03983116	-0.13639832	2.2854595	-0.27413845	35_21399	Rep: OSIGBa0132D06.2 protein - Oryza sativa (Rice)	UniRef90_Q01LD5	"CHR3V7|COORD:9962860..9965698| YSL6 (YELLOW STRIPE LIKE 6); oligopeptide transporter"	AT3G27020.1	CHR04V5|COORD:19033410..19037985|protein transposon protein, putative, unclassified, expressed	LOC_Os04g32050.2	"no descriptionmoderately similar to ( 394)AT3G27020| Symbols: YSL6 | YSL6 (YELLOW STRIPE LIKE 6); oligopeptide transporter | chr3:9962860-9965698 REVERSEnot assigned not assigned OPT COG1297"	transport.peptides and oligopeptides	34_13

CUST_10433_PI399408534	2	0.28118515	0.11830711	-0.012124062	-0.26029205	-0.00653553	0.0065345764	35_17928	"Cluster: Putative zwille protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative zwille protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q9SDG8	CHR2V7|COORD:11543873..11548581| AGO4 (ARGONAUTE 4)	AT2G27040.1	CHR01V5|COORD:9635679..9628091|protein argonaute-like protein, putative, expressed	LOC_Os01g16870.4	no descriptionweakly similar to ( 140)AT2G27040| Symbols: AGO4 | AGO4 (ARGONAUTE 4) | chr2:11543873-11548581 REVERSEnot assigned	RNA.regulation of transcription.Argonaute	27_3_36

CUST_31334_PI399408534	2	-0.0569067	-0.036400795	0.03640127	0.13652802	-0.0980587	0.08741617	35_31495	"Cluster: KNOX family class 2 homeodomain protein; n=5; Oryza sativa (japonica cultivar-group)|Rep: KNOX family class 2 homeodomain protein - Oryza sativa (japon"	UniRef90_Q94LW3	"CHR1V7|COORD:23341133..23344013| KNAT7 (Knotted-like Arabidopsis thaliana); DNA binding / transcription factor"	AT1G62990.1	CHR03V5|COORD:1318397..1323640|protein homeobox protein HD1, putative, expressed	LOC_Os03g03164.1	" no descriptionvery weakly similar to (68.6)AT1G62990| Symbols: IXR11, KNAT7 | KNAT7 (Knotted-like Arabidopsis thaliana); DNA binding / transcription factor | chr1:23341133-23344013 FORWARDvery weakly similar to (64.7)HD1_BRANAHomeobox protein HD1 - Brassica napus (Rape)KNOX1 "	RNA.regulation of transcription.HB,Homeobox transcription factor family	27_3_22

CUST_131055_PI403524517	2	-0.29630375	0.31264496	0.18142128	0.046907425	-0.59718895	-0.046907425	35_36809	0	0	"CHR1V7|COORD:5675918..5678679| SR45 (arginine/serine-rich 45); RNA binding"	AT1G16610.1	0	0	no description	not assigned.unknown	35_2

CUST_167964_PI403524517	2	-0.047819138	0.04781866	0.31178284	-0.3436246	-0.11880493	0.69620895	35_46780	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_147352_PI403524517	2	0.04566002	0.14651203	-0.045659542	-1.0464807	-0.19908047	0.1575098	35_41236	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_138076_PI403524517	2	-0.21069622	0.21069574	0.23068094	-0.9777012	1.8363299	-0.6494112	35_38724	"Cluster: Hypothetical protein; n=1; Anaeromyxobacter sp. Fw109-5|Rep: Hypothetical protein - Anaeromyxobacter sp. Fw109-5"	UniRef90_A1HY15	"CHR4V7|COORD:12376761..12377792| CRF2 (CYTOKININ RESPONSE FACTOR 2); DNA binding / transcription factor"	AT4G23750.1	CHR01V5|COORD:42602391..42607415|protein serine/arginine repetitive matrix protein 1, putative, expressed	LOC_Os01g72890.2	no description	not assigned.unknown	35_2

CUST_12043_PI403524517	2	-0.039636612	0.27212334	0.14397049	0.007909775	-0.098231316	-0.007910728	35_3428	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_68277_PI403524517	2	0.037139893	0.18811226	-0.009729385	-0.13660145	0.009729385	-0.011092186	35_19520	"Cluster: Hypothetical protein OSJNBa0072I06.33; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0072I06.33 - Oryza sativa (japonica"	UniRef90_Q6YSF0	CHR3V7|COORD:13493308..13494417| similar to Os07g0608100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001060239.1)	AT3G32930.1	CHR07V5|COORD:24992226..24994684|protein expressed protein	LOC_Os07g41710.1	no descriptionmoderately similar to ( 217)AT3G32930| Symbols:  | similar to Os07g0608100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001060239.1) | chr3:13493308-13494417 FORWARD	not assigned.unknown	35_2

CUST_3788_PI404877155	2	0.1510334	-0.1510334	-1.0282764	0.8798008	-0.7777424	0.39051533	Contig14377_at	OSJNBa0072K14.4 [Oryza sativa (japonica cultivar-group)] ref|XP_472311.1| OSJNBa0072K14.4 [Oryza sativa (japonica cultivar-group)]	CAD40553.1	glycerophosphoryl diester phosphodiesterase family protein	At3g02040.1	protein Glycerophosphoryl diester phosphodiesterase family, putative	Os02g31030	1.1_bZIP   T00782 TAF(II) 135,	lipid metabolism.lipid degradation.lysophospholipases	11_9_3

CUST_18619_PI403524517	2	0.034555435	0.051836014	0.045758247	-0.034555435	-0.22249222	-0.05714321	35_5384	Rep: UPI0000618398 UniRef100 entry - Bos Taurus	UniRef90_UPI0000618398	0	0	CHR04V5|COORD:47959..52365|protein formin Homology 2 Domain containing protein, expressed	LOC_Os04g01070.1	no description	not assigned.unknown	35_2

CUST_34029_PI403524517	2	0.32307386	-0.5826516	-0.5262699	0.68095064	-0.32307386	0.5194149	35_9810	"Cluster: Os05g0591600 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0591600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DFG8	CHR5V7|COORD:1922043..1925279| carboxy-lyase	AT5G06300.1	CHR05V5|COORD:29386739..29390982|protein carboxy-lyase, putative, expressed	LOC_Os05g51390.2	no description	not assigned.unknown	35_2

CUST_17867_PI403524517	2	-0.0032653809	0.21012974	0.13595867	0.0032653809	-0.04511261	-0.13941574	35_5157	"Cluster: Cytoplasmic protein of eukaryotic origin (38.3 kD)-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Cytoplasmic protein of eukaryotic origin (38."	UniRef90_Q84Z13	0	0	CHR07V5|COORD:23983579..23988261|protein expressed protein	LOC_Os07g39980.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_750_PI399408534	2	6.456375E-4	0.6156769	0.19337225	-6.451607E-4	-0.0012254715	-0.21637583	35_38328	"Cluster: Phosphatidylinositol 3-and 4-kinase family protein, expressed; n=4; Oryza sativa (japonica cultivar-group)|Rep: Phosphatidylinositol 3-and 4-kinase"	UniRef90_Q10D72	CHR4V7|COORD:11447526..11450389| transducin family protein / WD-40 repeat family protein	AT4G21520.1	CHR03V5|COORD:30213036..30231073|protein phosphatidylinositol 3- and 4-kinase family protein, expressed	LOC_Os03g52794.1	no descriptionweakly similar to ( 108)AT4G21520| Symbols:  | transducin family protein / WD-40 repeat family protein | chr4:11447526-11450389 REVERSEnot assigned	signalling.G-proteins	30_5

CUST_12301_PI404877155	2	-0.6383915	0.436471	0.33565998	0.14777184	-0.17484093	-0.14777279	Contig6034_at	0	NP_196133.3	transcription elongation factor-related	At5g05140.1	protein expressed protein	Os05g34210	"1.1_bZIP   T00782 TAF(II) 135;"	RNA.regulation of transcription.putative DNA-binding protein	27_3_67

CUST_12652_PI404877155	2	0.15602684	0.017354965	-0.027173042	-0.017355919	-0.07974529	0.20314121	Contig6398_at	OSJNBa0005N02.3 [Oryza sativa (japonica cultivar-group)] ref|XP_473529.1| OSJNBa0005N02.3 [Oryza sativa (japonica cultivar-group)]	CAE02070.2	argonaute protein (AGO1)	At1g48410.1	protein Piwi domain, putative	Os04g47870	leaf development protein Argonaute	RNA.regulation of transcription.Argonaute	27_3_36

CUST_253_PI399408534	2	-0.028698921	0.52523327	-0.10577011	-0.10908508	0.028699875	0.10902405	35_38395	Rep: OSJNBb0002J11.4 protein - Oryza sativa (Rice)	UniRef90_Q7X817	CHR1V7|COORD:5891368..5894848| leucine-rich repeat family protein / protein kinase family protein	AT1G17230.1	CHR04V5|COORD:25039323..25034495|protein receptor-like protein kinase precursor, putative, expressed	LOC_Os04g42700.1	no descriptionweakly similar to ( 182)AT1G17230| Symbols:  | leucine-rich repeat family protein / protein kinase family protein | chr1:5891368-5894848 FORWARDweakly similar to ( 117)RPK1_IPONIReceptor-like protein kinase precursor - Ipomoea nil (Japanese morning glory) (Pharbitis nil)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pkinase S_TKc S_TKc PTKc TyrKc Pkinase_Tyr PTKc_Srm_Brk SPS1 PTKc_Src_like PTKc_Frk_like PTKc_Jak_rpt2 PTKc_Chk PTKc_Src PTKc_Csk_like PTKc_Tie2 PTKc_Met_Ron PTKc_InsR_like PTKc_FGFR PTKc_Ack_like PTKc_Tie1 PTKc_EGFR_like PTKc_PDGFR PTKc_Tie PTKc_Yes PTKc_Lck_Blk PTKc_EphR_A2 PTKc_Fyn_Yrk PTKc_Lyn PTKc_Syk_like PTKc_Csk PTKc_Abl PTKc_EphR_A PTKc_CSF-1R PTKc_Jak2_Jak3_rpt2 PTKc_Ror PTKc_EphR_B PTKc_EphR PTKc_Itk PTKc_Btk_Bmx PTKc_Musk PTKc_Hck PTK_HER3 PTKc_Tec_like PTKc_Tyk2_rpt2 PTKc_FAK PTKc_HER2 PTKc_FGFR4 PTKc_Kit PTKc_FGFR2 PTKc_FGFR3 PTKc_Fes_like PTKc_Fer PTKc_Trk PTKc_Zap-70 PTKc_VEGFR PTKc_Tec_Rlk PTKc_VEGFR3	signalling.receptor kinases.leucine rich repeat XI	30_2_11

CUST_20261_PI399408534	2	0.05721283	-0.1814413	-0.057211876	0.3649721	0.37162304	-0.13669205	35_18053	Rep: Auxin-responsive protein IAA6 - Oryza sativa (Rice)	UniRef90_Q8LQ74	"CHR3V7|COORD:5612807..5614214| PAP1 (PHYTOCHROME-ASSOCIATED PROTEIN 1); transcription factor"	AT3G16500.1	CHR01V5|COORD:31302613..31306618|protein OsIAA6 - Auxin-responsive Aux/IAA gene family member, expressed	LOC_Os01g53880.6	" no descriptionweakly similar to ( 169)AT3G16500| Symbols: IAA26, PAP1 | PAP1 (PHYTOCHROME-ASSOCIATED PROTEIN 1); transcription factor | chr3:5612807-5614214 REVERSEmoderately similar to ( 344)IAA6_ORYSAAUX_IAA "	hormone metabolism.auxin.induced-regulated-responsive-activated	17_2_3

CUST_24829_PI399408534	2	-0.036613464	0.03541279	-0.013110161	0.61796236	0.013110161	-0.54600096	35_13015	Rep: OSIGBa0148I18.4 protein - Oryza sativa (Rice)	UniRef90_Q01N33	CHR2V7|COORD:8300871..8303357| S-locus lectin protein kinase family protein	AT2G19130.1	CHR04V5|COORD:233845..231088|protein serine/threonine-protein kinase receptor precursor, putative, expressed	LOC_Os04g01310.1	no descriptionmoderately similar to ( 336)AT2G19130| Symbols:  | S-locus lectin protein kinase family protein | chr2:8300871-8303357 FORWARDmoderately similar to ( 213)KPRO_MAIZEPutative receptor protein kinase ZmPK1 precursor - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pkinase S_TKc Pkinase_Tyr TyrKc S_TKc PTKc PTKc_Csk_like PTKc_Frk_like PTKc_EphR PTKc_Src_like PTKc_InsR_like SPS1 PTKc_DDR PTKc_Abl PTKc_Srm_Brk PTKc_Tec_like PTKc_Itk PTKc_Jak_rpt2 PTKc_EphR_A PTKc_Trk PTKc_Lck_Blk PTKc_Ror PTKc_Lyn PTKc_EphR_A2 PTKc_EphR_B PTKc_FGFR PTKc_TrkA PTKc_Chk PTKc_TrkB PTKc_PDGFR PTKc_c-ros PTKc_Ack_like PTKc_Musk PTKc_Jak2_Jak3_rpt2 PTKc_EGFR_like PTKc_Csk PTKc_TrkC PTKc_Syk_like PTKc_Fes_like PTKc_EphR_A10 PTKc_ALK_LTK PTKc_Tec_Rlk PTKc_Hck PTKc_Tyk2_rpt2 PTKc_Tie2 PTKc_Btk_Bmx PTKc_FGFR3 PTKc_RET PTKc_Fyn_Yrk PTKc_FGFR2 PTKc_FGFR1 PTKc_Src PTKc_Yes PTKc_Tie1 PTKc_Ror1 PTKc_FGFR4 PTK_CCK4 PTKc_IGF-1R PTKc_Met_Ron PTKc_Jak1_rpt2 PTKc_Fes PTKc_Axl_like PTKc_InsR PTKc_DDR_like PTK_HER3 PTKc_Tyro3 PTKc_DDR1 PTKc_DDR2 PTKc_Axl PTKc_Aatyk PTKc_Tie PTKc_Syk PTKc_VEGFR PTK_Jak_rpt1 PTKc_FAK PTKc_VEGFR3 PTKc_CSF-1R PTKc_Kit PTKc_Fer PTKc_Zap-70 PTKc_Aatyk1_Aatyk3 PTKc_Ror2 PTKc_VEGFR2 PTK_Jak2_Jak3_rpt1 PTKc_PDGFR_alpha PTK_Ryk PTKc_EGFR PTKc_PDGFR_beta PTK_Tyk2_rpt1 PTKc_Aatyk2	signalling.receptor kinases.DUF 26	30_2_17

CUST_20118_PI403524517	2	0.045163155	0.52184296	-0.04516411	-0.09255314	-0.1359148	0.10585117	35_5829	"Cluster: Vacuolar protein sorting 55 protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Vacuolar protein sorting 55 protein-like - Oryza sativa (jap"	UniRef90_Q69SJ2	CHR1|COORD:11693837..11695534| vacuolar protein sorting 55 family protein / VPS55 family protein, contains Pfam domain PF04133: Vacuolar protein sorting 55	AT1G32410.2	CHR02V5|COORD:34257219..34254094|protein vacuolar protein sorting 55 containing protein, expressed	LOC_Os02g55980.1	no descriptionweakly similar to ( 175)AT1G32410| Symbols:  | vacuolar protein sorting 55 family protein / VPS55 family protein | chr1:11694378-11695277 FORWARDnot assigned Vps55	protein.targeting.secretory pathway.vacuole	29_3_4_3

CUST_27915_PI403524517	2	-0.17728329	0.3982272	0.09497452	-0.09497452	2.2479959	-0.7052598	35_8071	"Cluster: Os01g0801100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0801100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JIH6	CHR2V7|COORD:17292809..17295847| ARP (apurinic endonuclease-redox protein)	AT2G41460.1	CHR01V5|COORD:34253379..34256661|protein apurinic endonuclease-redox protein, putative, expressed	LOC_Os01g58690.3	no descriptionweakly similar to ( 103)AT2G41460| Symbols: ARP | ARP (apurinic endonuclease-redox protein) | chr2:17292809-17295847 FORWARD	DNA.synthesis/chromatin structure	28_1

CUST_154296_PI403524517	2	-0.0028514862	0.22413349	-0.024929047	0.0028514862	0.20147133	-0.16656494	35_43119	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10NJ8	"CHR2V7|COORD:12642308..12644915| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G59020.1); similar to hypothetical protein MtrDRAFT_AC146330g22v1"	AT2G29510.1	CHR03V5|COORD:8838396..8833516|protein expressed protein	LOC_Os03g16070.2	" no descriptionvery weakly similar to (84.7)AT2G29510| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G59020.1); similar to hypothetical protein MtrDRAFT_AC146330g22v1 [Medicago truncatula] (GB:ABE90884.1); contains domain Transcriptional factor tubby, C-terminal domain (SSF54518); contains domain no description (G3D.3.20.90.10) | chr2:12642308-12644915 FORWARD"	not assigned.unknown	35_2

CUST_62635_PI403524517	2	-0.19456911	-0.50205946	-0.12306976	0.12306976	1.2078538	1.2367411	35_17858	"Cluster: Putative xyloglucan endo-transglycosylase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative xyloglucan endo-transglycosylase - Oryza sativa"	UniRef90_Q8GVR3	CHR2V7|COORD:15479948..15481709| xyloglucan:xyloglucosyl transferase, putative / xyloglucan endotransglycosylase, putative /	AT2G36870.1	CHR07V5|COORD:17489005..17491332|protein xyloglucan endotransglucosylase/hydrolase protein 32 precursor, putative, expressed	LOC_Os07g29750.1	 no descriptionmoderately similar to ( 239)AT2G36870| Symbols:  | xyloglucan:xyloglucosyl transferase, putative / xyloglucan endotransglycosylase, putative / endo-xyloglucan transferase, putative | chr2:15479948-15481709 REVERSEweakly similar to ( 144)XTH_TOBACProbable xyloglucan endotransglucosylase/hydrolase protein precursor - Nicotiana tabacum (Common tobacco)GH16_XET Glyco_hydro_16 Glyco_hydrolase_16 GH16_lichenase SKN1 GH16_GPI_glucanosyltransferase GH16_laminarinase 	cell wall.modification	10_7

CUST_131585_PI403524517	2	-0.014305115	0.7923641	0.096738815	-0.20445538	0.0	0.0	35_36954	"Cluster: RING finger-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: RING finger-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q941Y7	CHR5V7|COORD:3980486..3982094| zinc finger (C3HC4-type RING finger) family protein	AT5G12310.1	CHR01V5|COORD:42352521..42354835|protein zinc finger, C3HC4 type family protein, expressed	LOC_Os01g72480.1	no descriptionweakly similar to ( 119)AT5G12310| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr5:3980486-3982094 REVERSE	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_104534_PI403524517	2	-0.074076176	-0.027387619	0.027387619	0.031267643	0.114053726	-0.23459578	35_29791	"Cluster: Hypothetical protein OJ1005_B11.16; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1005_B11.16 - Oryza sativa (japonica cultiv"	UniRef90_Q6L529	CHR1V7|COORD:22496859..22500684| proline-rich family protein	AT1G61080.1	CHR05V5|COORD:25309315..25307526|protein IQ calmodulin-binding motif family protein, expressed	LOC_Os05g43670.1	no descriptionnot assigned PRK12323	not assigned.unknown	35_2

CUST_103879_PI403524517	2	0.10663509	-0.08207703	-0.054121017	-0.035689354	0.0356884	0.09721947	35_29614	0	0		0	CHR02V5|COORD:7852176..7845553|protein scramblase family protein, expressed	LOC_Os02g14290.1	no description	not assigned.unknown	35_2

CUST_79082_PI403524517	2	0.00870657	-0.29873037	0.11168575	0.051637173	-0.00870657	-0.025546074	35_22684	"Cluster: Os11g0136500 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os11g0136500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IUT0	CHR3V7|COORD:3610267..3612100| 4'-phosphopantetheinyl transferase family protein	AT3G11470.2	CHR12V5|COORD:1645375..1647104|protein L-aminoadipate-semialdehyde dehydrogenase-phosphopantetheinyltransferase, putative,	LOC_Os12g03960.1	no descriptionnot assigned Sfp	not assigned.unknown	35_2

CUST_158641_PI403524517	2	0.13274574	-0.09010315	-0.054149628	0.08251858	0.054149628	-0.26579285	35_44285	"Cluster: Pyruvate kinase; n=1; Medicago truncatula|Rep: Pyruvate kinase - Medicago truncatula (Barrel medic)"	UniRef90_Q1RYJ8	CHR5V7|COORD:21480906..21483838| pyruvate kinase, putative	AT5G52920.1	CHR01V5|COORD:27222580..27215241|protein pyruvate kinase isozyme G, chloroplast precursor, putative, expressed	LOC_Os01g47080.1	 no descriptionweakly similar to ( 175)AT5G52920| Symbols:  | pyruvate kinase, putative | chr5:21480906-21483838 FORWARDweakly similar to ( 156)KPYG_TOBACPyruvate kinase isozyme G, chloroplast precursor - Nicotiana tabacum (Common tobacco)not assigned PykF PRK05826 Pyruvate_Kinase PK PRK06354 PRK09206 PRK06247 PRK06739 	glycolysis.PK	4_13

CUST_2926_PI403524517	2	0.03891754	0.4657364	-0.038916588	-0.20580578	-0.1605339	0.061627388	35_799	"Cluster: Translation initiation factor, eIF-5A; n=4; Magnoliophyta|Rep: Translation initiation factor, eIF-5A - Oryza sativa (Rice)"	UniRef90_Q9LEE4	CHR1V7|COORD:26092964..26093857| eukaryotic translation initiation factor 5A, putative / eIF-5A, putative	AT1G69410.1	CHR03V5|COORD:31327332..31329830|protein eukaryotic translation initiation factor 5A-2, putative, expressed	LOC_Os03g55150.4	 no descriptionmoderately similar to ( 270)AT1G69410| Symbols:  | eukaryotic translation initiation factor 5A, putative / eIF-5A, putative | chr1:26092964-26093857 FORWARDmoderately similar to ( 288)IF5A2_NICPLEukaryotic translation initiation factor 5A-2 - Nicotiana plumbaginifolia (Leadwort-leaved tobacco)not assigned Efp eIF-5a PRK03999 	protein.synthesis.initiation	29_2_3

CUST_58166_PI403524517	2	0.1456995	-0.15833664	-0.0666132	0.040792465	-0.035235405	0.03523636	35_16586	"Cluster: Os09g0498100 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0498100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J0I9	CHR5V7|COORD:23048105..23049426| ribosomal protein S16 family protein	AT5G56940.1	CHR09V5|COORD:19265555..19267271|protein 30S ribosomal protein S16, putative, expressed	LOC_Os09g32274.1	no descriptionvery weakly similar to (83.6)AT5G56940| Symbols:  | ribosomal protein S16 family protein | chr5:23048105-23049426 FORWARDvery weakly similar to (55.5)RR16_MESVIChloroplast 30S ribosomal protein S16 - Mesostigma viridenot assigned rpsP RpsP Ribosomal_S16	protein.synthesis.mito/plastid ribosomal protein.plastid	29_2_1_1

CUST_15145_PI403524517	2	-0.4111433	0.051070213	0.20555496	0.043904305	-0.04390526	-0.10020542	35_4368	"Cluster: Os10g0447900 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os10g0447900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IXC7	CHR1V7|COORD:440757..442459| transmembrane protein, putative	AT1G02260.1	CHR03V5|COORD:2640879..2631043|protein citrate transporter family protein, expressed	LOC_Os03g05390.9	 no descriptionmoderately similar to ( 250)AT1G02260| Symbols:  | transmembrane protein, putative | chr1:440757-442459 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned YbiR_permease ArsB_NhaD_permease CitMHS ArsB P_permease ArsB_permease SLC13_permease CitT Herpes_BLLF1 PRK07003 Atrophin-1 PRK12323 PRK07764 DUF566 AF-4 	not assigned.no ontology	35_1

CUST_36282_PI403524517	2	-0.025018692	0.054224014	-0.0023431778	0.0023422241	-0.22616291	0.10839367	35_10462	Rep: UPI0000ECABDC UniRef100 entry - Gallus gallus	UniRef90_UPI0000ECABDC	CHR1V7|COORD:26559818..26562657| protein kinase, putative	AT1G70460.1	CHR01V5|COORD:23002782..23005468|protein expressed protein	LOC_Os01g40190.1	no description	not assigned.unknown	35_2

CUST_18802_PI404877155	2	0.048714638	-0.5036545	-0.048714638	0.050631523	-0.055832863	0.09774494	HVSMEn0024D14f2_x_at	0	0	0	0	0	0	Adenosylhomocysteinase (S-adenosyl-L-homocysteine hydrolase)	amino acid metabolism.degradation.aspartate family.methionine	13_2_3_4

CUST_150713_PI403524517	2	0.15575027	0.06558514	-0.1726036	-0.050204277	-0.5713396	0.050204277	35_42158	"Cluster: Putative DNAJ heat shock N-terminal domain-containing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative DNAJ heat shock N-terminal"	UniRef90_Q5Z5F4		0	CHR06V5|COORD:20041687..20033669|protein heat shock protein binding protein, putative, expressed	LOC_Os06g34440.1	no description	not assigned.unknown	35_2

CUST_76898_PI403524517	2	0.10042763	-0.3537445	-0.03083992	-0.046017647	0.035681725	0.030838966	35_22044	"Cluster: Hypothetical protein OJ1079_F11.33-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1079_F11.33-1 - Oryza sativa (japonica cu"	UniRef90_Q6ZH51	0	0	CHR02V5|COORD:32489362..32493246|protein expressed protein	LOC_Os02g53110.2	no description	not assigned.unknown	35_2

CUST_21651_PI403524517	2	0.33328867	-0.21204996	-0.0033035278	0.003303051	1.4385672	-0.31543636	35_6284	"Cluster: Hypothetical protein OSJNBa0089K24.4; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0089K24.4 - Oryza sativa (japonica cu"	UniRef90_Q94E64	"CHR1V7|COORD:19592893..19593900| similar to RNase H domain-containing protein [Arabidopsis thaliana] (TAIR:AT1G24090.1); similar to Putative thiol-disulphide"	AT1G52590.1	CHR01V5|COORD:3738814..3737463|protein thiol-disulphide oxidoreductase DCC, putative, expressed	LOC_Os01g07800.1	"no descriptionweakly similar to ( 170)AT1G52590| Symbols:  | similar to RNase H domain-containing protein [Arabidopsis thaliana] (TAIR:AT1G24090.1); similar to Putative thiol-disulphide oxidoreductase DCC [Medicago truncatula] (GB:ABD28717.1); contains InterPro domain Putative thiol-disulphide oxidoreductase DCC; (InterPro:IPR007263) | chr1:19592893-19593900 REVERSECOG3011 DUF393"	not assigned.unknown	35_2

CUST_167478_PI403524517	2	-0.057388306	-0.011045933	0.011045456	0.11843681	-0.6666336	1.6344719	35_46644	"Cluster: Os01g0645000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0645000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JKW4		0	CHR01V5|COORD:26288043..26286951|protein nucleic acid binding protein, putative	LOC_Os01g45730.1	no description	not assigned.unknown	35_2

CUST_150697_PI403524517	2	0.36083937	0.12443018	-0.1244297	-0.22492886	-0.52930164	0.21221828	35_42154	"Cluster: Os07g0227700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os07g0227700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D7P1	CHR4V7|COORD:8070691..8074129| zinc ion binding	AT4G13970.1	CHR07V5|COORD:7143843..7148131|protein expressed protein	LOC_Os07g12520.1	no descriptionweakly similar to ( 197)AT4G13970| Symbols:  | zinc ion binding | chr4:8070691-8074129 REVERSE	not assigned.no ontology	35_1

CUST_9018_PI403524517	2	0.020414352	-0.22387409	-0.12990475	0.0465374	0.053095818	-0.020414352	35_2529	"Cluster: Putative ectonucleoside triphosphate diphosphohydrolase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ectonucleoside triphosphate diphosph"	UniRef90_Q6Z543	CHR2V7|COORD:865394..868006| nucleoside phosphatase family protein / GDA1/CD39 family protein	AT2G02970.1	CHR08V5|COORD:21057365..21061581|protein hydrolase, putative, expressed	LOC_Os08g33850.1	no descriptionmoderately similar to ( 249)AT2G02970| Symbols:  | nucleoside phosphatase family protein / GDA1/CD39 family protein | chr2:865394-868006 REVERSEnot assigned not assigned GDA1_CD39	nucleotide metabolism.degradation	23_2

CUST_45825_PI403524517	2	0.03373432	0.20369148	0.03554058	-0.12338257	-0.23860455	-0.03373432	35_13131	"Cluster: OSJNBb0038F03.10 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBb0038F03.10 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XN01	0	0	CHR04V5|COORD:27045424..27041122|protein GATA transcription factor 29, putative, expressed	LOC_Os04g46020.1	no description	not assigned.unknown	35_2

CUST_23421_PI399408534	2	0.012114525	-0.012114525	-0.11348438	0.041127205	-0.018620491	0.13145542	35_31770	"Cluster: Ice recrystallization inhibition protein 1 precursor; n=1; Triticum aestivum|Rep: Ice recrystallization inhibition protein 1 precursor - Triticum aesti"	UniRef90_Q56B90	CHR5V7|COORD:21894461..21897571| leucine-rich repeat transmembrane protein kinase, putative	AT5G53890.1	CHR07V5|COORD:423169..426822|protein phytosulfokine receptor precursor, putative, expressed	LOC_Os07g01710.1	 no descriptionvery weakly similar to (61.6)AT5G53890| Symbols:  | leucine-rich repeat transmembrane protein kinase, putative | chr5:21894461-21897571 FORWARD	signalling.receptor kinases.leucine rich repeat X	30_2_10

CUST_65011_PI403524517	2	0.14268875	-0.566452	-0.14744854	-0.0056324005	0.0056324005	0.16749191	35_18562	"Cluster: Os08g0558400 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os08g0558400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J3Q7	CHR2V7|COORD:15186818..15192268| kinesin motor protein-related	AT2G36200.1	CHR08V5|COORD:27815975..27809863|protein kinesin-related protein, putative, expressed	LOC_Os08g44420.1	no descriptionmoderately similar to ( 298)AT2G36200| Symbols:  | kinesin motor protein-related | chr2:15186818-15192268 REVERSEmoderately similar to ( 313)K125_TOBAC125 kDa kinesin-related protein - Nicotiana tabacum (Common tobacco)not assigned	cell.organisation	31_1

CUST_128644_PI403524517	2	1.0439534	-0.24827766	-0.23836422	0.23836422	-0.37148046	0.5176592	35_36159	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_20473_PI403524517	2	-0.05813265	-0.44131184	0.3947811	0.55605507	0.025490284	-0.02549076	35_5941	"Cluster: Calmodulin-binding protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Calmodulin-binding protein, putative, expressed - Ory"	UniRef90_Q2QNS3	0	0	CHR12V5|COORD:22595349..22599522|protein calmodulin binding protein, putative, expressed	LOC_Os12g36910.1	no description	not assigned.unknown	35_2

CUST_94175_PI403524517	2	0.09323788	-0.31061554	-0.050998688	-0.03601551	0.036016464	0.10642147	35_26923	"Cluster: Senescence-induced receptor-like serine/threonine kinase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Senescence-induced receptor-like"	UniRef90_Q5ZDH7	CHR1V7|COORD:8992170..8995417| leucine-rich repeat protein-related	AT1G25570.1	CHR01V5|COORD:2127600..2134112|protein protein binding protein, putative, expressed	LOC_Os01g04720.1	no descriptionvery weakly similar to (94.0)AT1G25570| Symbols:  | leucine-rich repeat protein-related | chr1:8992170-8995417 REVERSE	not assigned.no ontology	35_1

CUST_5964_PI404877155	2	-0.041638374	0.041638374	0.06936455	-0.08614254	-0.29947376	0.058591843	Contig18155_at	0	BAD10062.1	DNA-binding family protein	At4g22770.1	protein expressed protein	Os06g22030	DNA-binding protein-related, contains Pfam domain PF03479: Domain of unknown function (DUF296), found in AT-hook motifs Pfam:PF02178	RNA.regulation of transcription.putative DNA-binding protein	27_3_67

CUST_5484_PI403524517	2	0.08933258	0.38488102	0.07475281	-0.23188496	-0.18923473	-0.07475281	35_1511	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_104624_PI403524517	2	0.1505003	-0.25947094	0.14980316	-0.15227795	0.108572006	-0.10857105	35_29814	"Cluster: Uncharacterized plant-specific domain TIGR01627 family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Uncharacterized plant-speci"	UniRef90_Q2R441	"CHR1V7|COORD:25217781..25218656| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G27930.1); similar to hypothetical protein MA4_111B14.64 [Musa"	AT1G67330.1	CHR11V5|COORD:16781300..16782677|protein plant-specific domain TIGR01627 family protein, expressed	LOC_Os11g29780.1	" no descriptionvery weakly similar to (61.2)AT1G67330| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G27930.1); similar to hypothetical protein MA4_111B14.64 [Musa acuminata] (GB:ABF72010.1); contains InterPro domain Protein of unknown function DUF579, plant; (InterPro:IPR006514) | chr1:25217781-25218656 FORWARDDUF579 "	not assigned.unknown	35_2

CUST_164348_PI403524517	2	0.0106163025	-0.1637888	-0.19543743	-0.010616779	0.079835415	0.26606274	35_45813	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_43748_PI403524517	2	-0.0218544	0.06282234	0.17296696	0.0061130524	-0.32212353	-0.006114006	35_12555	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_143781_PI403524517	2	0.19380093	0.0022239685	-0.0022234917	-0.8198309	-0.49252224	0.022774696	35_40278	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_90889_PI403524517	2	0.1321249	-0.056568146	0.025097847	-0.0250988	0.07034874	-0.05614376	35_25996	"Cluster: Endomembrane protein 70 containing protein, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Endomembrane protein 70 containing protein, exp"	UniRef90_Q2QWZ9	CHR1V7|COORD:3659322..3663622| endomembrane protein 70, putative	AT1G10950.1	CHR11V5|COORD:4072807..4079376|protein transmembrane 9 superfamily protein member 3 precursor, putative, expressed	LOC_Os11g07910.2	 no descriptionmoderately similar to ( 234)AT1G10950| Symbols:  | endomembrane protein 70, putative | chr1:3659322-3663622 FORWARDnot assigned not assigned EMP70 	not assigned.no ontology	35_1

CUST_83591_PI403524517	2	0.369627	0.028337479	-0.048072815	-0.028337479	-0.22419739	0.2271986	35_23967	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_86565_PI403524517	2	0.08486462	0.068424225	0.05422306	-0.1425438	-0.18360233	-0.05422306	35_24792	"Cluster: Putative elicitor inducible beta-1,3-glucanase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative elicitor inducible beta-1,3-glucanase - Oryza"	UniRef90_Q6H4Z1	CHR4V7|COORD:9646552..9648056| glycosyl hydrolase family 17 protein	AT4G17180.1	CHR09V5|COORD:5429895..5432234|protein glucan endo-1,3-beta-glucosidase 5 precursor, putative, expressed	LOC_Os09g09980.1	 no descriptionmoderately similar to ( 337)AT4G17180| Symbols:  | glycosyl hydrolase family 17 protein | chr4:9646552-9648056 FORWARDweakly similar to ( 125)E13B_WHEATGlucan endo-1,3-beta-glucosidase precursor - Triticum aestivum (Wheat)X8 Glyco_hydro_17 	misc.beta 1,3 glucan hydrolases	26_4

CUST_9205_PI403524517	2	0.27142525	0.01790142	0.12310362	-0.06432009	-0.01790142	-0.20698452	35_2587	"Cluster: Putative HECT ubiquitin-protein ligase 3; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative HECT ubiquitin-protein ligase 3 - Oryza sativa (jap"	UniRef90_Q6YU89	CHR4V7|COORD:18041497..18049286| KAK (KAKTUS)	AT4G38600.1	CHR02V5|COORD:91606..86472|protein thyroid receptor-interacting protein 12, putative, expressed	LOC_Os02g01170.1	 no descriptionhighly similar to ( 800)AT4G38600| Symbols: UPL3, KAK | KAK (KAKTUS) | chr4:18041497-18049286 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned HECTc HECT HECTc HUL4 	protein.degradation.ubiquitin.E3.HECT	29_5_11_4_1

CUST_88329_PI403524517	2	0.11438751	-0.0038080215	-0.0018463135	0.0018463135	-0.22358322	0.13404751	35_25287	"Cluster: Unknow protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Unknow protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q60EP7	"CHR1|COORD:7573940..7578945| wound-responsive family protein, similar to wound-responsive protein 14.05 (GI:16506638) (Castanea sativa); ESTs gb T42839 and"	AT1G21610.2	CHR05V5|COORD:20652306..20645062|protein expressed protein	LOC_Os05g34900.1	no descriptionweakly similar to ( 127)AT1G21610| Symbols:  | wound-responsive family protein | chr1:7574093-7578632 FORWARDPRK12323 PRK05648 PRK07764	stress.abiotic.touch/wounding	20_2_4

CUST_179843_PI403524517	2	-0.6558995	-1.1412349	-0.13583374	0.13583326	0.1499939	0.70247173	35_50015	"Cluster: Os01g0244000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0244000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JP45		0	CHR01V5|COORD:7943774..7942016|protein expressed protein	LOC_Os01g14180.1	no description	not assigned.unknown	35_2

CUST_39220_PI403524517	2	0.3393879	-0.25343513	-0.16029835	0.09566879	-0.06465912	0.06465912	35_11279	"Cluster: Nicotianamine synthase-like 5 protein; n=1; Hordeum vulgare|Rep: Nicotianamine synthase-like 5 protein - Hordeum vulgare (Barley)"	UniRef90_Q9ZQV4	CHR1V7|COORD:21140688..21141662| nicotianamine synthase, putative	AT1G56430.1	CHR03V5|COORD:10905302..10906777|protein nicotianamine synthase 2, putative, expressed	LOC_Os03g19420.2	 no descriptionmoderately similar to ( 258)AT1G56430| Symbols:  | nicotianamine synthase, putative | chr1:21140688-21141662 FORWARDhighly similar to ( 552)NAS5_HORVUNicotianamine synthase-like 5 protein - Hordeum vulgare (Barley)NAS 	metal handling.binding, chelation and storage	15_2

CUST_71539_PI403524517	2	-0.0022630692	0.39342785	0.0022630692	-0.023692131	-0.11910248	0.008983612	35_20503	"Cluster: GAMYB-binding protein; n=1; Hordeum vulgare subsp. vulgare|Rep: GAMYB-binding protein - Hordeum vulgare var. distichum (Two-rowed barley)"	UniRef90_Q84UD2	"CHR1|COORD:29004502..29007019| similar to RNA recognition motif (RRM)-containing protein [Arabidopsis thaliana] (TAIR:At2g16940.1); similar to WD-40 repeat"	AT1G77180.2	CHR02V5|COORD:31991827..31989349|protein pre-mRNA-splicing factor prp45, putative, expressed	LOC_Os02g52250.1	no descriptionmoderately similar to ( 244)AT1G77180| Symbols:  | chromatin protein family | chr1:29004685-29006526 REVERSEnot assigned	DNA.synthesis/chromatin structure	28_1

CUST_159045_PI403524517	2	0.07783699	0.011660576	-0.01166153	-0.06640148	-0.23844624	0.8564396	35_44394	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_16635_PI399408534	2	0.15718079	0.11914253	-0.08661842	-0.13682365	-0.13535595	0.08661938	35_44425	Rep: Typical P-type R2R3 Myb protein - Oryza sativa (Rice)	UniRef90_Q8S3Y4	"CHR5V7|COORD:5515212..5516737| AtMYB9 (myb domain protein 9); DNA binding / transcription factor"	AT5G16770.1	CHR06V5|COORD:715820..717015|protein transcription factor MYB102, putative	LOC_Os06g02250.1	"no descriptionvery weakly similar to (68.9)AT5G16770| Symbols: AtMYB9 | AtMYB9 (myb domain protein 9); DNA binding | chr5:5515212-5516737 FORWARDvery weakly similar to (61.2)MYB38_MAIZEMyb-related protein Zm38 - Zea mays (Maize)not assigned PRK09169"	RNA.regulation of transcription.MYB domain transcription factor family	27_3_25

CUST_58426_PI403524517	2	-0.076660156	-0.19594097	0.10181713	0.2950678	0.003230095	-0.0032310486	35_16665	Rep: OSJNBa0029H02.19 protein - Oryza sativa (Rice)	UniRef90_Q7XT73	CHR5V7|COORD:19853880..19855318| transferase family protein	AT5G48930.1	CHR04V5|COORD:24774737..24780505|protein anthranilate N-benzoyltransferase protein 2, putative, expressed	LOC_Os04g42250.1	no descriptionhighly similar to ( 556)AT5G48930| Symbols: HCT | transferase family protein | chr5:19853880-19855318 REVERSEmoderately similar to ( 326)HCBT1_DIACAAnthranilate N-benzoyltransferase protein 1 - Dianthus caryophyllus (Carnation) (Clove pink)not assigned not assigned not assigned not assigned not assigned not assigned Transferase TT_ORF1 Adeno_PV	secondary metabolism.phenylpropanoids	16_2

CUST_109_PI399407379	2	-1.4610243	-0.63267994	0.53160286	1.1552744	0.15097523	-0.15097523	HvRR13									

CUST_80251_PI403524517	2	0.3200941	0.22663498	-0.12655449	0.03575611	-0.12655449	-0.035757065	35_23013	Rep: OSIGBa0139J17.11 protein - Oryza sativa (Rice)	UniRef90_Q01LR3	0	0	CHR04V5|COORD:15000713..15002308|protein F-box domain containing protein	LOC_Os04g25840.1	no description	not assigned.unknown	35_2

CUST_87539_PI403524517	2	0.28668642	0.07226038	-0.14357853	-0.32853508	-0.07226086	0.16685486	35_25060	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_170956_PI403524517	2	-0.009061813	0.18063927	0.009062767	-0.18014526	0.050515175	-0.123205185	35_47618	"Cluster: Putative zinc-binding protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative zinc-binding protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q655W8	CHR1V7|COORD:11069774..11072163| zinc ion binding	AT1G31040.1	CHR06V5|COORD:27556185..27560601|protein zinc-binding protein, putative, expressed	LOC_Os06g45540.1	no descriptionvery weakly similar to (67.0)AT1G31040| Symbols:  | zinc ion binding | chr1:11069774-11072163 REVERSE	not assigned.no ontology	35_1

CUST_129957_PI403524517	2	0.029639244	0.27472496	0.12110615	-0.02963829	-0.047966003	-0.084923744	35_36500	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_611_PI404877155	2	-0.4104309	-0.41290283	0.6472616	0.04066658	0.29672146	-0.040667534	Contig10539_at	MAP kinase MAPK2 [Oryza sativa] gb|AAG40581.1| MAP kinase 3 [Oryza sativa]	AAF61238.1	mitogen-activated protein kinase, putative / MAPK, putative (MPK1)	At1g10210.1	protein Protein kinase domain, putative	Os02g05480	putative mitogen-activated protein kinase, msrmk3	signalling.MAP kinases	30_6

CUST_22642_PI403524517	2	0.08564854	-0.9919319	-0.05007553	0.068733215	-0.025170326	0.025169373	35_6574	"Cluster: Putative DnaJ homolog, subfamily C, member 9; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative DnaJ homolog, subfamily C, member 9 - Oryza sat"	UniRef90_Q6H7N3	CHR3V7|COORD:3881028..3882662| DNAJ heat shock N-terminal domain-containing protein	AT3G12170.1	CHR02V5|COORD:5351367..5355147|protein chaperone protein dnaJ 6, putative, expressed	LOC_Os02g10220.1	no descriptionweakly similar to ( 105)AT3G12170| Symbols:  | DNAJ heat shock N-terminal domain-containing protein | chr3:3881028-3882662 FORWARDnot assigned	stress.abiotic.heat	20_2_1

CUST_9094_PI403524517	2	0.03890896	0.39530754	0.04351425	-0.09767437	-0.055789948	-0.038908005	35_2549	"Cluster: TATA-box-binding protein 1; n=16; Magnoliophyta|Rep: TATA-box-binding protein 1 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_P28147	"CHR1V7|COORD:20729816..20731149| TBP2 (TATA binding protein 2); DNA binding / RNA polymerase II transcription factor"	AT1G55520.2	CHR03V5|COORD:25588707..25593786|protein TATA-binding protein 2, putative, expressed	LOC_Os03g45410.1	"no descriptionmoderately similar to ( 367)AT1G55520| Symbols: ATTBP2 | TBP2 (TATA binding protein 2); DNA binding / RNA polymerase II transcription factor | chr1:20729816-20731149 REVERSEmoderately similar to ( 383)TBP2_MAIZETATA-box-binding protein 2 - Zea mays (Maize)not assigned not assigned not assigned not assigned TBP_eukaryotes TBP_TLF SPT15 TLF PRK00394 TBP_archaea TBP"	RNA.transcription	27_2

CUST_17902_PI403524517	2	0.15194607	-0.20835876	-0.14271164	0.04160118	-0.041600227	0.1753025	35_5167	"Cluster: Hypothetical protein OJ1015F07.10; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1015F07.10 - Oryza sativa (japonica cultivar"	UniRef90_Q8S5V7	CHR1V7|COORD:10979837..10980408| similar to hypothetical protein MtrDRAFT_AC150706g17v1 [Medicago truncatula] (GB:ABE78692.1)	AT1G30845.1	CHR03V5|COORD:1505417..1503523|protein cell growth defect factor 2, putative, expressed	LOC_Os03g03530.1	no descriptionweakly similar to ( 132)AT1G30845| Symbols:  | similar to hypothetical protein MtrDRAFT_AC150706g17v1 [Medicago truncatula] (GB:ABE78692.1) | chr1:10979837-10980408 FORWARD	not assigned.unknown	35_2

CUST_35846_PI403524517	2	-0.21354198	0.18225384	0.027816772	-0.38836098	0.026124	-0.026124954	35_10337	"Cluster: Os05g0316000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0316000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DJ87	CHR5V7|COORD:370808..372772| zinc finger (C3HC4-type RING finger) family protein	AT5G01960.1	CHR01V5|COORD:3497896..3501635|protein zinc finger, C3HC4 type family protein, expressed	LOC_Os01g07390.1	no descriptionmoderately similar to ( 284)AT5G01960| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr5:370808-372772 FORWARDnot assigned not assigned not assigned not assigned not assigned RING HRD1 RING zf-C3HC4	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_15192_PI403524517	2	0.4084735	-0.08095598	0.16384411	0.004348755	-0.023362637	-0.004348755	35_4379	"Cluster: OSJNBa0010D21.9 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0010D21.9 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XTV7	CHR1V7|COORD:17101775..17104123| zinc finger (C3HC4-type RING finger) family protein	AT1G45180.1	CHR04V5|COORD:32803647..32809318|protein zinc finger, C3HC4 type family protein, expressed	LOC_Os04g55510.1	no description	not assigned.unknown	35_2

CUST_925_PI404877155	2	0.08046627	-0.019029617	-0.037005424	-0.13530445	0.14329624	0.019028664	Contig10936_at	dnaJ-like protein [Oryza sativa (japonica cultivar-group)] dbj|BAB89081.1| dnaJ-like protein [Oryza sativa (japonica cultivar-group)]	NP_918348.1	DNAJ heat shock N-terminal domain-containing protein	At3g57340.1	protein j domain protein at5g49060	Os05g30130	NONE	stress.abiotic.heat	20_2_1

CUST_38754_PI403524517	2	-0.52461433	-0.79571724	1.8030081	0.52461433	1.3347721	-0.6744795	35_11152	Rep: Patatin-like protein - Sorghum bicolor (Sorghum) (Sorghum vulgare)	UniRef90_Q9XE77	"CHR2V7|COORD:11300990..11302786| PLP2 (PHOSPHOLIPASE A 2A); nutrient reservoir"	AT2G26560.1	CHR11V5|COORD:23343292..23347243|protein patatin T5 precursor, putative, expressed	LOC_Os11g39990.1	" no descriptionweakly similar to ( 137)AT2G26560| Symbols: PLP2, PLA2A, PLA IIA | PLP2 (PHOSPHOLIPASE A 2A); nutrient reservoir | chr2:11300990-11302786 REVERSEvery weakly similar to (90.1)PAT0_SOLTUPatatin precursor - Solanum tuberosum (Potato)not assigned Patatin COG3621 "	development.storage proteins	33_1

CUST_29954_PI403524517	2	0.06672478	0.43282032	-0.085261345	-0.12997246	0.02300167	-0.023002625	35_8647	"Cluster: Impaired sucrose induction 1-like protein; n=2; Oryza sativa|Rep: Impaired sucrose induction 1-like protein - Oryza sativa (Rice)"	UniRef90_Q5TJC3	"CHR4V7|COORD:13841714..13843507| ISI1 (IMPAIRED SUCROSE INDUCTION 1); binding"	AT4G27750.1	CHR06V5|COORD:1549643..1546060|protein impaired sucrose induction 1-like protein, putative, expressed	LOC_Os06g03850.1	"no descriptionmoderately similar to ( 264)AT4G27750| Symbols: ISI1 | ISI1 (IMPAIRED SUCROSE INDUCTION 1); binding | chr4:13841714-13843507 FORWARD"	not assigned.unknown	35_2

CUST_1363_PI404877155	2	0.048044205	0.007030487	-0.007030487	-0.12102699	-0.12606049	0.016809464	Contig11475_at	gibberellin action negative regulator SPY [Hordeum vulgare]	AAC36055.1	gibberellin signal transduction protein (SPINDLY)	At3g11540.1	protein TPR Domain, putative	Os08g44510	NONE	hormone metabolism.gibberelin.signal transduction	17_6_2

CUST_24831_PI403524517	2	0.019771576	-0.6089344	-0.01977253	0.23081017	-0.15818024	0.039031982	35_7204	"Cluster: Hypothetical protein OSJNBa0009L15.3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0009L15.3 - Oryza sativa (japonica cu"	UniRef90_Q6L482	CHR3|COORD:1640407..1643127| protein phosphatase 2C, putative / PP2C, putative, similar to protein phosphatase-2C GB:AAC36699 from (Mesembryanthemum	AT3G05640.2	CHR05V5|COORD:16940950..16936183|protein catalytic/ protein phosphatase type 2C, putative, expressed	LOC_Os05g29030.2	 no descriptionmoderately similar to ( 260)AT3G05640| Symbols:  | protein phosphatase 2C, putative / PP2C, putative | chr3:1640616-1642233 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PP2Cc PP2Cc PP2C PTC1 PRK07764 	protein.postranslational modification	29_4

CUST_15101_PI404877155	2	0.03312874	-0.40941048	-0.0684948	-0.004166603	0.0041675568	0.06863594	Contig8971_at	GTP binding protein - garden pea gb|AAB67829.1| developmentally regulated GTP binding protein [Pisum sativum]	T06251	developmentally regulated GTP-binding protein, putative	At1g72660.1	protein probable GTP-binding protein F28P22.15 [imported] - Arabidopsis thaliana	Os05g28940	NONE	transport.ammonium	34_5

CUST_136986_PI403524517	2	0.17932034	0.843894	0.09282684	-0.33863926	-0.5655427	-0.09282637	35_38414	"Cluster: Putative adaptor-related protein complex AP-3, beta 2 subunit; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative adaptor-related protein"	UniRef90_Q5JM89		0	0	0	no description	not assigned.unknown	35_2

CUST_20356_PI399408534	2	0.75955105	0.6692734	0.36303806	-0.40630817	-0.8195977	-0.36303806	35_14913	Rep: GTPase, putative - Plasmodium berghei	UniRef90_Q4Z285	CHR5|COORD:19184132..19186160| Ras-related GTP-binding protein, putative, similar to GTP-binding protein GI:303750 from (Pisum sativum)	AT5G47200.1	CHR01V5|COORD:21473286..21470240|protein ras-related protein RIC1, putative, expressed	LOC_Os01g37800.1	" no descriptionvery weakly similar to (56.6)AT5G47200| Symbols: AtRABD2b, AtRab1A | AtRABD2b/AtRab1A (Arabidopsis Rab GTPase homolog D2b); GTP binding | chr5:19184256-19185945 FORWARDvery weakly similar to (56.6)YPTV1_VOLCAGTP-binding protein yptV1 - Volvox carterinot assigned not assigned not assigned not assigned not assigned not assigned Rab1_Ypt1 RAB Rab18 Rab8_Rab10_Rab13_like Rab Rab19 Rab35 Rab11_like Ras Rab4 Rab30 Rab36_Rab34 Rab3 Rab14 "	signalling.G-proteins	30_5

CUST_82819_PI403524517	2	0.21077919	-0.1387043	-0.043161392	0.03107071	-0.031069756	0.13293457	35_23750	0	0	CHR3V7|COORD:8063070..8064482| leucine-rich repeat family protein / extensin family protein	AT3G22800.1	0	0	no description	not assigned.unknown	35_2

CUST_73216_PI403524517	2	0.025825977	0.89484787	0.04372406	-0.13176203	-0.24703884	-0.0258255	35_20992	"Cluster: Hypothetical protein OJ1756_H07.42; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1756_H07.42 - Oryza sativa (japonica cultiv"	UniRef90_Q6K8A0	0	0	CHR02V5|COORD:10922184..10923458|protein hypothetical protein	LOC_Os02g18720.1	no description	not assigned.unknown	35_2

CUST_3929_PI399408534	2	-0.15019226	0.5973711	-0.01189518	0.011894226	0.97751045	-0.07297325	35_12078	"Cluster: Os09g0490200 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0490200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J0P1	"CHR1V7|COORD:27734095..27736024| EIL3 (ETHYLENE-INSENSITIVE3-LIKE3); transcription factor"	AT1G73730.1	CHR09V5|COORD:18885387..18881561|protein ethylene-insensitive3-like protein, putative, expressed	LOC_Os09g31400.1	" no descriptionweakly similar to ( 168)AT1G73730| Symbols: SLIM1, EIL3 | EIL3 (ETHYLENE-INSENSITIVE3-LIKE3); transcription factor | chr1:27734095-27736024 REVERSEEIN3 "	RNA.regulation of transcription.EIN3-like(EIL) transcription factor family	27_3_19

CUST_29583_PI403524517	2	0.0077705383	-0.13212109	-0.023544312	-0.0077705383	0.3064003	0.05982876	35_8543	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_167316_PI403524517	2	0.024691582	0.0038757324	-0.003876686	0.05263138	-0.106921196	-0.057883263	35_46603	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_771_PI404877155	2	0.0773201	-0.62163925	0.1221714	-0.0773201	-0.31471252	0.35279846	Contig10726_at	pyruvate dehydrogenase E1 alpha subunit [Zea mays]	AAC72195.1	pyruvate dehydrogenase E1 component alpha subunit, mitochondrial, putative	At1g24180.1	protein Dehydrogenase E1 component, putative	Os06g13720	pyruvate dehydrogenase E1alpha subunit	TCA / org. transformation.TCA.pyruvate DH.E1	8_1_01_01

CUST_17277_PI403524517	2	0.007908821	-0.4064293	0.09095764	-0.007907867	-0.08406067	0.043800354	35_4992	"Cluster: Putative Spo76 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Spo76 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5VMT5	CHR5V7|COORD:19335125..19344240| binding	AT5G47690.1	CHR06V5|COORD:10357412..10343191|protein HEAT repeat family protein, expressed	LOC_Os06g17840.1	no descriptionweakly similar to ( 107)AT5G47690| Symbols:  | binding | chr5:19335125-19344240 FORWARDnot assigned	not assigned.no ontology	35_1

CUST_60822_PI403524517	2	0.030574799	-0.16616917	-0.013445854	0.012158394	0.15122604	-0.01215744	35_17347	"Cluster: Putative 30S ribosomal protein S9; n=3; Oryza sativa (japonica cultivar-group)|Rep: Putative 30S ribosomal protein S9 - Oryza sativa (japonica cultivar"	UniRef90_Q7XAM9	CHR3V7|COORD:18205485..18207642| ribosomal protein S9 family protein	AT3G49080.1	CHR07V5|COORD:27708261..27704665|protein ribosomal protein S9 containing protein, expressed	LOC_Os07g46440.1	 no descriptionmoderately similar to ( 338)AT3G49080| Symbols:  | ribosomal protein S9 family protein | chr3:18205485-18207642 REVERSEvery weakly similar to ( 100)RR9_SPIOL30S ribosomal protein S9, chloroplast precursor - Spinacia oleracea (Spinach)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned rpsI RpsI rps9 Ribosomal_S9 rps9p PRK12678 PRK09169 PRK12323 DUF1421 PRK07764 Tymo_45kd_70kd DUF1509 Atrophin-1 APC_basic 	protein.synthesis.mito/plastid ribosomal protein.plastid	29_2_1_1

CUST_65408_PI403524517	2	-0.067025185	-0.10170269	0.060720444	0.020915031	0.1431675	-0.020915031	35_18675	Rep: Putative aldo/keto reductase - Oryza sativa (Rice)	UniRef90_Q94HY4	CHR5V7|COORD:21782441..21784145| aldo/keto reductase family protein	AT5G53580.1	CHR10V5|COORD:19668105..19672293|protein aldo-keto reductase/ oxidoreductase, putative, expressed	LOC_Os10g37330.1	no descriptionhighly similar to ( 547)AT5G53580| Symbols:  | aldo/keto reductase family protein | chr5:21782441-21784145 REVERSEvery weakly similar to (89.7)KCAB_ORYSAnot assigned not assigned not assigned Tas Aldo_ket_red ARA1 PRK09912 PRK10625 PRK10376 dkgA COG4989 COG1453 dkgB	minor CHO metabolism.others	3_5

CUST_11263_PI403524517	2	-0.20989132	0.03583908	0.029795647	-0.028297424	0.028297424	-0.032126427	35_3192	"Cluster: Serine/threonine protein kinase; n=1; Triticum aestivum|Rep: Serine/threonine protein kinase - Triticum aestivum (Wheat)"	UniRef90_Q94C42	CHR2V7|COORD:10371822..10373155| serine/threonine/tyrosine kinase, putative	AT2G24360.1	CHR08V5|COORD:7547427..7552491|protein serine/threonine protein kinase, putative, expressed	LOC_Os08g12750.2	 no descriptionhighly similar to ( 603)AT2G24360| Symbols:  | serine/threonine/tyrosine kinase, putative | chr2:10371822-10373155 REVERSEweakly similar to ( 105)NORK_MEDTRNodulation receptor kinase precursor - Medicago truncatula (Barrel medic)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pkinase_Tyr TyrKc PTKc S_TKc S_TKc Pkinase PTKc_Src_like PTKc_Csk_like PTKc_Frk_like PTKc_Tec_like PTKc_Fes_like PTKc_Chk PTKc_FGFR PTKc_Fer PTKc_EphR PTKc_Lck_Blk PTKc_Srm_Brk PTKc_Syk_like PTKc_Fyn_Yrk PTKc_FAK PTKc_ALK_LTK PTKc_InsR_like PTKc_Abl PTKc_EGFR_like PTKc_Jak_rpt2 PTKc_Yes PTKc_Src PTK_CCK4 PTKc_Fes PTKc_Csk PTKc_FGFR3 PTKc_c-ros PTKc_Ack_like PTKc_Met_Ron PTKc_PDGFR PTKc_Ror PTKc_Trk PTKc_Itk PTKc_FGFR4 PTKc_Tec_Rlk PTKc_RET PTKc_FGFR1 PTKc_Musk PTKc_Btk_Bmx PTKc_Lyn PTKc_Hck PTKc_EphR_A2 PTKc_FGFR2 PTKc_EphR_A PTKc_DDR PTKc_Axl_like PTKc_Tie1 PTKc_Tie PTKc_Axl PTKc_EphR_B PTKc_Ror1 PTKc_Syk PTKc_DDR1 PTKc_EGFR PTKc_IGF-1R PTKc_TrkA PTKc_Zap-70 PTKc_Tyro3 PTKc_HER4 PTKc_Jak2_Jak3_rpt2 PTKc_VEGFR PTKc_Aatyk PTKc_Tie2 PTKc_Jak1_rpt2 PTK_Ryk SPS1 PTKc_TrkC PTKc_InsR PTKc_HER2 PTKc_EphR_A10 PTKc_DDR2 PTK_HER3 PTKc_Tyk2_rpt2 PTKc_DDR_like PTKc_Kit PTKc_TrkB PTKc_PDGFR_beta PTKc_Ror2 PTKc_PDGFR_alpha PTKc_Aatyk1_Aatyk3 PTKc_VEGFR3 PTKc_CSF-1R PTKc_Aatyk2 PTKc_VEGFR2 PTK_Jak_rpt1 PTK_Jak2_Jak3_rpt1 PTK_Jak1_rpt1 KIND 	protein.postranslational modification	29_4

CUST_85643_PI403524517	2	-0.0678134	-0.038801193	0.12954521	0.038801193	0.21109724	-0.24761581	35_24530	"Cluster: Os11g0552000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os11g0552000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IS70	"CHR2V7|COORD:8885389..8887379| SUR1 (SUPERROOT 1); transaminase"	AT2G20610.2	CHR11V5|COORD:20027965..20024283|protein tyrosine aminotransferase, putative, expressed	LOC_Os11g35040.1	" no descriptionweakly similar to ( 166)AT2G20610| Symbols: SUR1, HLS3, RTY, ALF1, RTY1 | SUR1 (SUPERROOT 1); transaminase | chr2:8885389-8887379 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned COG0436 Aminotran_1_2 PRK08363 PRK07550 ARO8 PRK09265 PRK06056 PRK07337 PRK09147 PRK07212 PRK07777 HisC PRK12323 PRK08960 PRK05764 PRK07003 PRK06220 PRK07682 PRK09082 "	amino acid metabolism.degradation.aromatic aa.tyrosine	13_2_6_2

CUST_14622_PI404877155	2	0.06373787	-0.071549416	0.015569687	-0.015569687	0.0438385	-0.2633152	Contig8431_at	MYB28 protein [Oryza sativa (japonica cultivar-group)]	CAD44620.1	DNA-binding protein, putative	At1g17520.1	protein linker histone H1 and H5 family, putative	Os01g51160	MYB28 protein	RNA.regulation of transcription.MYB domain transcription factor family	27_3_25

CUST_150085_PI403524517	2	-0.009568214	0.21986866	0.07796097	0.009567738	-0.6952076	-0.18657923	35_41985	"Cluster: Putative holocarboxylase synthetase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative holocarboxylase synthetase - Oryza sativa (japonica cult"	UniRef90_Q6K559		0	CHR09V5|COORD:11734361..11739274|protein holocarboxylase synthetase, putative, expressed	LOC_Os09g19640.1	no description	not assigned.unknown	35_2

CUST_69696_PI403524517	2	0.0036621094	-1.836412	-0.48521137	-0.0036621094	0.032842636	0.20469284	35_19940	Rep: Cinnamoyl CoA reductase - Populus trichocarpa (Western balsam poplar)	UniRef90_O65880	CHR1V7|COORD:5478849..5481909| CCR1 (CINNAMOYL COA REDUCTASE 1)	AT1G15950.1	CHR09V5|COORD:15078325..15075139|protein dihydroflavonol-4-reductase, putative, expressed	LOC_Os09g25150.3	 no descriptionweakly similar to ( 192)AT1G15950| Symbols: IRX4, ATCCR1, CCR1 | CCR1 (CINNAMOYL COA REDUCTASE 1) | chr1:5478849-5481943 FORWARDvery weakly similar to (79.3)DFRA_MAIZEDihydroflavonol-4-reductase - Zea mays (Maize)not assigned not assigned TT_ORF1 	secondary metabolism.flavonoids.dihydroflavonols	16_8_3

CUST_67684_PI403524517	2	0.04920578	0.27377224	-0.08446407	-0.049206734	-0.08848667	0.049663544	35_19334	"Cluster: Putative RING zinc finger protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative RING zinc finger protein - Oryza sativa (japonica cultivar"	UniRef90_Q6F3A0	CHR5|COORD:7277272..7280258| zinc finger (C3HC4-type RING finger) family protein, contains Pfam profile: PF00097 zinc finger, C3HC4 type (RING finger)	AT5G22000.3	CHR03V5|COORD:32726254..32722240|protein CIC7E11, putative, expressed	LOC_Os03g57500.1	" no descriptionmoderately similar to ( 310)AT5G22000| Symbols: RHF2A, CIC7E11 | CIC7E11; protein binding / zinc ion binding | chr5:7277439-7279556 FORWARDnot assigned not assigned not assigned RING zf-C3HC4 RING "	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_154689_PI403524517	2	0.031962395	0.46355247	-0.17909622	6.1416626E-4	-0.4307022	-6.1416626E-4	35_43219	"Cluster: Nodulin family protein, putative; n=2; Oryza sativa (japonica cultivar-group)|Rep: Nodulin family protein, putative - Oryza sativa (japonica cultivar-g"	UniRef90_Q10F41	CHR2V7|COORD:16373365..16375309| nodulin family protein	AT2G39210.1	CHR03V5|COORD:27094789..27091327|protein nitrate and chloride transporter, putative, expressed	LOC_Os03g47810.1	no descriptionweakly similar to ( 141)AT2G39210| Symbols:  | nodulin family protein | chr2:16373365-16375309 REVERSE	development.unspecified	33_99

CUST_167388_PI403524517	2	0.012060165	-0.012060165	-0.10516548	0.085000515	0.397861	-0.10203695	35_46621	Rep: OSIGBa0126J24.7 protein - Oryza sativa (Rice)	UniRef90_Q01N03	"CHR1V7|COORD:24127452..24128987| CYP89A6 (cytochrome P450, family 87, subfamily A, polypeptide 6); oxygen binding"	AT1G64940.1	CHR04V5|COORD:1768484..1767030|protein cytochrome P450 89A2, putative	LOC_Os04g03890.1	" no descriptionvery weakly similar to (56.6)AT1G64940| Symbols: CYP89A6 | CYP89A6 (cytochrome P450, family 87, subfamily A, polypeptide 6); oxygen binding | chr1:24127452-24128987 FORWARDnot assigned not assigned "	misc.cytochrome P450	26_10

CUST_18938_PI399408534	2	0.07501125	-0.7649317	-0.39721012	0.63290596	-0.07501221	0.3545828	35_23026	Rep: Auxin-responsive protein IAA9 - Oryza sativa (Rice)	UniRef90_Q6K846	"CHR5V7|COORD:17567692..17568433| ATAUX2-11 (indoleacetic acid-induced protein 4); transcription factor"	AT5G43700.1	CHR02V5|COORD:34342713..34343987|protein OsIAA9 - Auxin-responsive Aux/IAA gene family member, expressed	LOC_Os02g56120.2	" no descriptionvery weakly similar to (90.9)AT5G43700| Symbols: IAA4, ATAUX2-11 | ATAUX2-11 (indoleacetic acid-induced protein 4); transcription factor | chr5:17567692-17568433 FORWARDweakly similar to ( 137)IAA9_ORYSAAUX_IAA PRK12323 PRK07764 "	hormone metabolism.auxin.induced-regulated-responsive-activated	17_2_3

CUST_78664_PI403524517	2	-0.029622078	0.34079742	0.029621124	-0.4366722	0.03823471	-0.16598654	35_22556	"Cluster: Aspartyl protease-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Aspartyl protease-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z8K1	CHR5V7|COORD:3150844..3153381| aspartyl protease family protein	AT5G10080.1	CHR02V5|COORD:31558927..31566094|protein pepsin A, putative, expressed	LOC_Os02g51540.1	no descriptionmoderately similar to ( 262)AT5G10080| Symbols:  | aspartyl protease family protein | chr5:3150844-3153381 FORWARDvery weakly similar to (55.1)ASP1_ORYSAnot assigned Asp	protein.degradation.aspartate protease	29_5_4

CUST_6871_PI399408534	2	0.020926476	0.21823311	0.034290314	-0.25234985	-0.020926476	-0.06122017	35_49629	"Cluster: Chromatin remodeling factor DDM1b; n=3; Oryza sativa (japonica cultivar-group)|Rep: Chromatin remodeling factor DDM1b - Oryza sativa (japonica cultivar"	UniRef90_Q05KP5	"CHR5V7|COORD:26666276..26670095| DDM1 (DECREASED DNA METHYLATION 1); helicase"	AT5G66750.1	CHR03V5|COORD:29255981..29262287|protein chromatin complex subunit A101, putative, expressed	LOC_Os03g51230.2	" no descriptionweakly similar to ( 119)AT5G66750| Symbols: SOM4, SOM1, CHR1, DDM1 | DDM1 (DECREASED DNA METHYLATION 1); helicase | chr5:26666276-26670095 FORWARDvery weakly similar to (72.4)ISW2_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned SNF2_N HepA "	RNA.regulation of transcription.Chromatin Remodeling Factors	27_3_44

CUST_9497_PI403524517	2	0.12462044	-0.2825737	-0.052560806	-0.047060013	0.1021595	0.047060013	35_2674	Rep: SNARE 13 - Oryza sativa (japonica cultivar-group)	UniRef90_Q5XQQ5	CHR3V7|COORD:5969915..5972296| NPSN13 (novel plant SNARE 13)	AT3G17440.1	CHR07V5|COORD:26499770..26502541|protein novel plant SNARE 11, putative, expressed	LOC_Os07g44350.1	 no descriptionmoderately similar to ( 351)AT3G17440| Symbols: NPSN13, ATNPSN13 | NPSN13 (novel plant SNARE 13) | chr3:5970159-5972296 REVERSECOG5325 	cell. vesicle transport	31_4

CUST_121556_PI403524517	2	-0.26281118	-0.63751316	0.2628107	0.9900775	1.6652446	-0.65431404	35_34328	"Cluster: Anthocyanidin 3-O-glucosyltransferase; n=1; Hordeum vulgare|Rep: Anthocyanidin 3-O-glucosyltransferase - Hordeum vulgare (Barley)"	UniRef90_P14726		0	CHR06V5|COORD:4646955..4648522|protein anthocyanidin 3-O-glucosyltransferase, putative, expressed	LOC_Os06g09240.1	no descriptionvery weakly similar to (69.7)UFOG_HORVUAnthocyanidin 3-O-glucosyltransferase - Hordeum vulgare (Barley)	misc.UDP glucosyl and glucoronyl transferases	26_2

CUST_22822_PI403524517	2	0.119654655	0.5459261	-0.19646454	-0.004507065	0.004507065	-0.093667984	35_6630	"Cluster: Os02g0121500 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os02g0121500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E4F6	CHR2|COORD:10629532..10631211| proline-rich extensin-like family protein, contains proline-rich extensin domains, INTERPRO:IPR002965	AT2G24980.1	CHR02V5|COORD:1132616..1126060|protein expressed protein	LOC_Os02g02910.1	no descriptionnot assigned not assigned not assigned not assigned PRK12323 PRK07003	not assigned.unknown	35_2

CUST_152127_PI403524517	2	0.50465584	-0.15771389	0.10937977	0.022521019	-0.12007904	-0.022520065	35_42526	Rep: PREDICTED: hypothetical protein - Homo sapiens	UniRef90_UPI0000DD81B6	CHR4V7|COORD:6952794..6954237| hydroxyproline-rich glycoprotein family protein	AT4G11430.1	0	0	no description	not assigned.unknown	35_2

CUST_72453_PI403524517	2	0.09162235	-0.09058094	0.0012111664	-0.0012102127	0.15414429	-0.20641041	35_20765	"Cluster: Endonuclease/exonuclease/phosphatase family protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep:"	UniRef90_Q338D5	CHR3V7|COORD:21661857..21664873| endonuclease/exonuclease/phosphatase family protein	AT3G58560.1	CHR10V5|COORD:14031011..14025514|protein CCR4-NOT transcription complex subunit 6, putative, expressed	LOC_Os10g27230.3	no descriptionmoderately similar to ( 416)AT3G58560| Symbols:  | endonuclease/exonuclease/phosphatase family protein | chr3:21661857-21664873 REVERSEnot assigned not assigned CCR4	DNA.synthesis/chromatin structure	28_1

CUST_25515_PI403524517	2	0.05651188	-0.121029854	-0.05651188	-0.27051258	0.25142002	0.31050205	35_7392	"Cluster: Thaumatin family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Thaumatin family protein, expressed - Oryza sativa (japonica cult"	UniRef90_Q2QNE1	CHR2V7|COORD:12361741..12362490| osmotin-like protein, putative	AT2G28790.1	CHR12V5|COORD:23376512..23377581|protein thaumatin-like protein precursor, putative, expressed	LOC_Os12g38120.1	 no descriptionweakly similar to ( 128)AT2G28790| Symbols:  | osmotin-like protein, putative | chr2:12361741-12362490 REVERSEvery weakly similar to (96.3)OSMO_TOBACOsmotin precursor - Nicotiana tabacum (Common tobacco)not assigned not assigned not assigned THN Thaumatin PRK12323 PRK07003 	stress.biotic	20_1

CUST_150209_PI403524517	2	0.07552624	0.19524193	0.06557655	-0.31667423	-0.33340836	-0.06557655	35_42020	"Cluster: Putative external rotenone-insensitive NADPH dehydrogenase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative external"	UniRef90_Q655G1	"CHR4V7|COORD:13993084..13995657| NDB1 (NAD(P)H DEHYDROGENASE B1); NADH dehydrogenase/ disulfide oxidoreductase"	AT4G28220.1	CHR06V5|COORD:28507824..28503140|protein expressed protein	LOC_Os06g47000.3	"no descriptionmoderately similar to ( 261)AT4G28220| Symbols: NDB1 | NDB1 (NAD(P)H DEHYDROGENASE B1); NADH dehydrogenase/ disulfide oxidoreductase | chr4:13993084-13995657 FORWARDnot assigned Ndh Pyr_redox_2"	mitochondrial electron transport / ATP synthesis.NADH-DH.type II.external	9_2_2

CUST_59356_PI403524517	2	0.076844215	0.046253204	-0.046254158	-0.096782684	-0.08741951	0.06422806	35_16924	"Cluster: Sphingosine-1-phosphate lyase precursor; n=2; Oryza sativa|Rep: Sphingosine-1-phosphate lyase precursor - Oryza sativa (Rice)"	UniRef90_Q52RG7	CHR1V7|COORD:9748799..9752605| pyridoxal-dependent decarboxylase family protein	AT1G27980.1	CHR01V5|COORD:32403..37982|protein sphingosine-1-phosphate lyase, putative, expressed	LOC_Os01g01080.1	no descriptionhighly similar to ( 742)AT1G27980| Symbols:  | pyridoxal-dependent decarboxylase family protein | chr1:9748799-9752605 FORWARDhighly similar to ( 857)SGPL_ORYSAnot assigned not assigned not assigned not assigned GadB Pyridoxal_deC PRK02769 Aminotran_5 NifS csdA PRK02948 PRK12678	lipid metabolism.'exotics' (steroids, squalene etc).sphingolipids	11_8_1

CUST_32474_PI403524517	2	0.16078758	-0.31591988	0.01808834	-0.021892548	0.21672535	-0.018089294	35_9363	"Cluster: Putative SenC; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative SenC - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6H4G4	CHR4V7|COORD:18435580..18437089| electron transport SCO1/SenC family protein	AT4G39740.1	CHR09V5|COORD:12293954..12288710|protein SCO1 protein homolog, mitochondrial precursor, putative, expressed	LOC_Os09g20430.2	no descriptionvery weakly similar to (87.8)AT4G39740| Symbols:  | electron transport SCO1/SenC family protein | chr4:18435580-18437089 REVERSEnot assigned	mitochondrial electron transport / ATP synthesis.cytochrome c oxidase	9_7

CUST_50233_PI403524517	2	-0.026226997	-0.137743	0.1353054	-0.06376743	0.03987503	0.026226044	35_14333	Rep: Tubulin beta-2/beta-3 chain - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_P29512	"CHR5V7|COORD:25201727..25203652| TUB3 (Tubulin beta-3); structural molecule"	AT5G62700.1	CHR03V5|COORD:318331..320141|protein tubulin beta-2 chain, putative, expressed	LOC_Os03g01530.1	"no descriptionhighly similar to ( 834)AT5G62700| Symbols: TUB3 | TUB3 (Tubulin beta-3); structural molecule | chr5:25201727-25203652 FORWARDhighly similar to ( 835)TBB2_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned beta_tubulin COG5023 Tubulin_FtsZ alpha_tubulin gamma_tubulin epsilon_tubulin Tubulin delta_tubulin Tubulin_C Herpes_BLLF1 PRK07003 PRK07764 PRK12323 HPC2 Tymo_45kd_70kd Atrophin-1 APC_basic SerH KAR9 DUF566 FtsZ_type2 PRK05648 Pneumo_att_G AroH_like PRK08770 AF-4 PRK10263 PRK12495"	cell.organisation	31_1

CUST_12928_PI403524517	2	-0.058847427	0.51206493	0.19681644	0.0493927	-0.0493927	-0.10424423	35_3699	"Cluster: Protein kinase, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Protein kinase, putative, expressed - Oryza sativa (japonica cult"	UniRef90_Q10SQ6	CHR4V7|COORD:6609789..6614782| kinase	AT4G10730.1	CHR03V5|COORD:778372..787647|protein ATP binding protein, putative, expressed	LOC_Os03g02320.1	no descriptionweakly similar to ( 153)AT4G10730| Symbols:  | kinase | chr4:6609789-6614782 REVERSE	protein.postranslational modification	29_4

CUST_61963_PI403524517	2	0.0888834	0.02579403	-0.027532578	-0.10184765	2.784729E-4	-2.784729E-4	35_17676	Rep: Dehydration-induced protein - Triticum aestivum (Wheat)	UniRef90_Q52PK2	CHR4V7|COORD:6459724..6461928| dehydration-responsive family protein	AT4G10440.1	CHR10V5|COORD:19290345..19296582|protein ankyrin protein kinase-like, putative, expressed	LOC_Os10g36690.4	no descriptionhighly similar to ( 907)AT4G10440| Symbols:  | dehydration-responsive family protein | chr4:6459724-6461928 REVERSEDUF248	stress.abiotic.drought/salt	20_2_3

CUST_7634_PI403524517	2	1.270122	-0.20104742	0.9037509	0.20104742	-0.2639084	-0.628953	35_2126	Rep: At2g46100 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q6ID84	"CHR2V7|COORD:18960399..18961540| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G04890.1); similar to H0404F02.9 [Oryza sativa (indica"	AT2G46100.1	0	0	"no descriptionvery weakly similar to (73.9)AT2G46100| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G04890.1); similar to H0404F02.9 [Oryza sativa (indica cultivar-group)] (GB:CAH66733.1); similar to Os04g0578200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001053638.1); contains domain NTF2-like (SSF54427) | chr2:18960399-18961540 FORWARD"	not assigned.unknown	35_2

CUST_679_PI403524517	2	-0.08571625	0.83017206	-0.42063713	1.319315	-0.01930523	0.01930523	35_179	"Cluster: Ribulose bisphosphate carboxylase small chain, chloroplast precursor; n=5; Triticeae|Rep: Ribulose bisphosphate carboxylase small chain,"	UniRef90_Q40004	CHR1V7|COORD:25052128..25052912| ribulose bisphosphate carboxylase small chain 1A / RuBisCO small subunit 1A (RBCS-1A) (ATS1A)	AT1G67090.1	CHR12V5|COORD:11317603..11319883|protein ribulose bisphosphate carboxylase small chain C, chloroplast precursor, putative, expressed	LOC_Os12g19470.2	no descriptionweakly similar to ( 139)AT1G67090| Symbols: RBCS1A | ribulose bisphosphate carboxylase small chain 1A / RuBisCO small subunit 1A (RBCS-1A) (ATS1A) | chr1:25052253-25052912 REVERSEweakly similar to ( 182)RBS3_WHEATRibulose bisphosphate carboxylase small chain clone 512 - Triticum aestivum (Wheat)RuBisCO_small RuBisCO_small RbcS rbcS RuBisCO_small_like	PS.calvin cyle.rubisco small subunit	1_3_2

CUST_114021_PI403524517	2	-0.046992302	-0.25349617	-0.03613758	0.235075	0.03613758	0.058472633	35_32359	"Cluster: Pentatricopeptide (PPR) repeat-containing protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Pentatricopeptide (PPR) repeat-containing prot"	UniRef90_Q9LHZ4	CHR1V7|COORD:16816094..16817173| DNA binding / ligand-dependent nuclear receptor	AT1G44191.1	CHR06V5|COORD:675127..677879|protein vegetative storage protein, putative, expressed	LOC_Os06g02200.1	no description	not assigned.unknown	35_2

CUST_17026_PI403524517	2	-0.07843542	-0.19495726	0.039220333	0.19663143	-0.029642105	0.029641628	35_4923	"Cluster: WD repeat domain 48, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: WD repeat domain 48, putative, expressed - Oryza sativa"	UniRef90_Q2QX93	"CHR3|COORD:1417899..1423670| transducin family protein / WD-40 repeat family protein, contains seven G-protein beta WD-40 repeats; similar to uncharacterized KI"	AT3G05090.2	CHR12V5|COORD:3315480..3304192|protein WD-repeat protein 48, putative, expressed	LOC_Os12g06810.3	no descriptionweakly similar to ( 193)AT3G05090| Symbols:  | transducin family protein / WD-40 repeat family protein | chr3:1418579-1422729 REVERSEnot assigned	not assigned.no ontology	35_1

CUST_8310_PI404877155	2	0.20901775	0.1458168	-0.1458168	-0.61866	-0.91003036	0.16772461	Contig24605_at	RNA binding motif protein 8 [Oryzias latipes]	BAB92096.1	RNA-binding protein, putative	At1g51510.1	protein putative RNA binding motif protein	Os03g59550	RNA binding motif protein 8	RNA.RNA binding	27_4

CUST_130807_PI403524517	2	-0.49427032	0.23765564	0.042017937	-0.04201746	0.16889477	-0.18915701	35_36735	0	0	CHR4V7|COORD:6305451..6307282| similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAN64485.1)	AT4G10090.1	CHR03V5|COORD:9736057..9738381|protein expressed protein	LOC_Os03g17560.1	no description	not assigned.unknown	35_2

CUST_22654_PI399408534	2	0.51795673	0.01733303	-0.17794323	-0.17627144	-0.017332077	0.22543049	35_10495	"Cluster: Hypothetical protein OSJNBa0065C11.6; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0065C11.6 - Oryza sativa (japonica"	UniRef90_Q5W6X0	"CHR5V7|COORD:4482452..4483087| LEP (LEAFY PETIOLE); DNA binding / transcription factor"	AT5G13910.1	CHR05V5|COORD:14584695..14586586|protein AP2 domain containing protein, expressed	LOC_Os05g25260.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned AP2 AP2 PRK07003 APC_basic PRK07764 PRK12323 Tymo_45kd_70kd DUF1509 PRK09169 Pneumo_att_G Atrophin-1	RNA.regulation of transcription.AP2/EREBP, APETALA2/Ethylene-responsive element binding protein family	27_3_3

CUST_12205_PI399408534	2	0.19638729	0.07680225	-0.07680321	-0.65083885	-0.4277935	0.09228325	35_47260	Rep: SBP-domain protein 6 - Zea mays (Maize)	UniRef90_Q9SM14	CHR2V7|COORD:17594679..17596529| squamosa promoter-binding protein-like 9 (SPL9)	AT2G42200.1	CHR09V5|COORD:18920656..18917263|protein squamosa promoter-binding-like protein 9, putative, expressed	LOC_Os09g31438.1	no descriptionweakly similar to ( 110)AT2G42200| Symbols:  | squamosa promoter-binding protein-like 9 (SPL9) | chr2:17594679-17596529 FORWARDvery weakly similar to (86.3)SBP1_ANTMASquamosa promoter-binding protein 1 - Antirrhinum majus (Garden snapdragon)SBP	RNA.regulation of transcription.SBP,Squamosa promoter binding protein family	27_3_28

CUST_7056_PI403524517	2	0.095002174	-0.916687	-0.15946388	0.29098606	-0.047646523	0.04764557	35_1957	Rep: 2-on-2 hemoglobin - Hordeum vulgare (Barley)	UniRef90_Q94FG6	CHR4V7|COORD:15765491..15766867| GLB3 (2-on-2 hemoglobin like gene 3)	AT4G32690.1	CHR06V5|COORD:23242269..23240297|protein hemoglobin-like protein HbO, putative, expressed	LOC_Os06g39140.1	no descriptionmoderately similar to ( 250)AT4G32690| Symbols: GLB3 | GLB3 (2-on-2 hemoglobin like gene 3) | chr4:15765491-15766867 FORWARDnot assigned Bac_globin Trunc_globin COG2346	redox.heme	21_3

CUST_108303_PI403524517	2	-0.5936737	-0.86757946	0.20716381	0.9785929	0.5246191	-0.20716381	35_30808	"Cluster: Esterase, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Esterase, putative, expressed - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10P08	"CHR2V7|COORD:18796873..18797862| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G45610.1); similar to CXE carboxylesterase [Malus pumila]"	AT2G45600.1	CHR03V5|COORD:7991624..7989907|protein gibberellin receptor GID1L2, putative, expressed	LOC_Os03g14730.1	"no descriptionweakly similar to ( 124)AT2G45600| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G45610.1); similar to CXE carboxylesterase [Malus pumila] (GB:ABB89004.1); contains InterPro domain Esterase/lipase/thioesterase; (InterPro:IPR000379); contains InterPro domain Alpha/beta hydrolase fold-3; (InterPro:IPR013094) | chr2:18796873-18797862 FORWARDvery weakly similar to (88.2)GID1_ORYSAnot assigned not assigned not assigned Abhydrolase_3 Aes DUF1509 PRK12323 PRK12678 PRK07764 Protamine_P1"	not assigned.no ontology	35_1

CUST_85966_PI403524517	2	0.4674449	-1.4187751	-0.057968616	0.34489965	0.057968616	-0.0793128	35_24620	Rep: Chloroplast sigma factor - Triticum aestivum (Wheat)	UniRef90_Q9ZP70	"CHR1V7|COORD:24102160..24104409| SIGA (SIGMA FACTOR A); DNA binding / DNA-directed RNA polymerase/ transcription factor"	AT1G64860.1	CHR08V5|COORD:3726097..3730177|protein RNA polymerase sigma factor rpoD, putative, expressed	LOC_Os08g06630.3	" no descriptionweakly similar to ( 196)AT1G64860| Symbols: SIG1, SIG2, SIGB, RPOD1, SIGA | SIGA (SIGMA FACTOR A); DNA binding / DNA-directed RNA polymerase/ transcription factor | chr1:24102160-24104409 FORWARDPRK07405 PRK07406 PRK05949 RpoD PRK07598 PRK05901 PRK07921 PRK05658 PRK05657 PRK09210 PRK06596 rpoH2 Sigma70_r2 FliA PRK05803 PRK08215 PRK08301 PRK05572 PRK07408 "	RNA.transcription	27_2

CUST_77717_PI403524517	2	0.10047531	-0.01621437	-0.21893501	-0.021226883	0.17633343	0.016215324	35_22280	"Cluster: Os01g0572300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0572300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JLT2	0	0	CHR01V5|COORD:22320771..22323418|protein zinc finger protein, putative, expressed	LOC_Os01g39110.1	no description	not assigned.unknown	35_2

CUST_103463_PI403524517	2	-0.43014336	-0.41688728	0.016845703	-0.01684618	1.3917446	0.08686638	35_29504	"Cluster: Glycosyl hydrolase family protein 17-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Glycosyl hydrolase family protein 17-like - Oryza sativa (j"	UniRef90_Q5JN21	CHR1V7|COORD:6419028..6420405| glycosyl hydrolase family protein 17	AT1G18650.1	CHR01V5|COORD:32474213..32472672|protein glucan endo-1,3-beta-glucosidase 1 precursor, putative, expressed	LOC_Os01g55820.1	 no descriptionweakly similar to ( 113)AT1G18650| Symbols:  | glycosyl hydrolase family protein 17 | chr1:6419028-6420405 REVERSEvery weakly similar to (97.4)E13B_WHEATGlucan endo-1,3-beta-glucosidase precursor - Triticum aestivum (Wheat)X8 PRK12323 PRK07003 PRK07764 	misc.beta 1,3 glucan hydrolases	26_4

CUST_10936_PI403524517	2	0.07797623	0.0016841888	-0.06300545	-0.0016851425	-0.03254032	0.058356285	35_3090	"Cluster: Os01g0588700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0588700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JLM7	CHR1V7|COORD:5854257..5856465| cell cycle control protein-related	AT1G17130.1	CHR01V5|COORD:23258775..23264120|protein coiled-coil domain-containing protein 94, putative, expressed	LOC_Os01g40610.1	no descriptionmoderately similar to ( 347)AT1G17130| Symbols:  | cell cycle control protein-related | chr1:5854257-5856465 FORWARDnot assigned not assigned DUF572 COG5134	cell.cycle	31_3

CUST_111584_PI403524517	2	-0.3774104	-0.08416796	-0.012030125	0.70466614	0.012030125	0.03684759	35_31681	"Cluster: OSJNBa0070C17.11 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0070C17.11 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XLD7	"CHR3V7|COORD:7795290..7796294| CWLP (CELL WALL-PLASMA MEMBRANE LINKER PROTEIN); lipid binding"	AT3G22120.1	CHR04V5|COORD:30842612..30843629|protein 36.4 kDa proline-rich protein, putative, expressed	LOC_Os04g52260.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TT_ORF1 Protamine_P1 PRK12678 Protamine_P2 Extensin_2 FAP DUF1777	not assigned.unknown	35_2

CUST_12312_PI404877155	2	-0.121014595	0.08419323	7.0381165E-4	-0.018354416	0.037496567	-7.047653E-4	Contig6051_s_at	chromatin-remodeling factor CHD3 [Oryza sativa]	AAL47211.1	chromatin remodeling factor CHD3 (PICKLE)	At2g25170.1	protein chromatin-remodeling factor CHD3	Os06g08480	chromatin remodeling factor CHD3 (PICKLE)	RNA.regulation of transcription.Chromatin Remodeling Factors	27_3_44

CUST_21154_PI399408534	2	0.07655811	-0.05882454	-0.019798279	-0.03774357	0.1737976	0.019797325	35_31812	Rep: DNA binding protein - Hordeum vulgare (Barley)	UniRef90_Q9ZS77	"CHR3V7|COORD:18720853..18721614| OBP1 (OBF BINDING PROTEIN 1); DNA binding / transcription factor"	AT3G50410.1	CHR04V5|COORD:34437850..34435230|protein expressed protein	LOC_Os04g58190.2	"no descriptionvery weakly similar to (82.0)AT3G50410| Symbols: OBP1 | OBP1 (OBF BINDING PROTEIN 1); DNA binding / transcription factor | chr3:18720853-18721614 FORWARDvery weakly similar to (76.6)PBF_MAIZEDof zinc finger protein PBF - Zea mays (Maize)zf-Dof"	RNA.regulation of transcription.C2C2(Zn) DOF zinc finger family	27_3_8

CUST_18053_PI403524517	2	0.03665638	0.066625595	-0.043828964	-0.03665638	-0.099451065	0.13877487	35_5215	"Cluster: Hypothetical protein OSJNBa0083M16.21-1; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0083M16.21-1 - Oryza sativa (japon"	UniRef90_Q5ZCN1	CHR1V7|COORD:8900266..8903207| metallo-beta-lactamase family protein	AT1G25375.1	CHR01V5|COORD:1846636..1853105|protein metallo-beta-lactamase superfamily protein, expressed	LOC_Os01g04200.1	no descriptionvery weakly similar to (85.9)AT1G25375| Symbols:  | metallo-beta-lactamase family protein | chr1:8900266-8903207 REVERSE	not assigned.no ontology	35_1

CUST_6369_PI403524517	2	-0.078624725	-0.390625	0.13398266	0.12711048	0.078624725	-0.120705605	35_1765	"Cluster: Putative heat shock protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Putative heat shock protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q75GT3	"CHR5V7|COORD:5014402..5018258| APG6/CLPB-P/CLPB3 (ALBINO AND PALE GREEN 6); ATP binding / ATPase"	AT5G15450.1	CHR03V5|COORD:17787104..17794224|protein chaperone clpB 1, putative, expressed	LOC_Os03g31300.1	" no descriptionnearly identical (1471)AT5G15450| Symbols: APG6, CLPB3, CLPB-P | APG6/CLPB-P/CLPB3 (ALBINO AND PALE GREEN 6); ATP binding / ATPase | chr5:5014402-5018258 REVERSEhighly similar to ( 818)HS101_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK10865 clpA clpC clpA AAA_2 AAA COG0714 AAA Torsin Clp_N SpoVK AAA_5 Smc AAA MGS1 PRK12323 "	stress.abiotic.heat	20_2_1

CUST_11912_PI404877155	2	0.04769039	-0.19883347	-0.012278557	0.03858185	0.008161545	-0.008161545	Contig5623_at	0	0	0	0	0	0	1-aminocyclopropane-1-carboxylate deaminases/3.1_Homeodomain   T01727 HOXB4	hormone metabolism.ethylene.synthesis-degradation	17_5_1

CUST_61434_PI403524517	2	0.21464777	0.027217388	-0.027217865	0.21088076	-0.829864	-0.33470917	35_17537	Rep: Holocarboxylase synthetase - Triticum aestivum (Wheat)	UniRef90_Q7X9L1	"CHR4V7|COORD:6188863..6190588| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G64780.1); similar to conserved hypothetical protein [Medicago"	AT4G09830.1	CHR01V5|COORD:23325189..23322880|protein holocarboxylase synthetase, putative, expressed	LOC_Os01g40690.1	"no descriptionvery weakly similar to (56.6)AT4G09830| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G64780.1); similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE81201.1); contains InterPro domain Tetraspanin; (InterPro:IPR008952) | chr4:6188863-6190588 FORWARD"	not assigned.unknown	35_2

CUST_107447_PI403524517	2	-0.7185893	-0.70327044	-0.009747028	0.009747028	0.32632494	1.0088792	35_30576	Rep: Aldehyde dehydrogenase - Frankia sp. EAN1pec	UniRef90_Q3WCL1	CHR3V7|COORD:2746019..2748331| proline-rich family protein	AT3G09000.1	CHR05V5|COORD:28217863..28218222|protein hypothetical protein	LOC_Os05g49330.1	no description	not assigned.unknown	35_2

CUST_20476_PI399408534	2	0.06895161	-0.02709961	-0.0057315826	0.005730629	-0.016159058	0.018687248	35_18023	"Cluster: EF hand family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: EF hand family protein, expressed - Oryza sativa (japonica cultivar"	UniRef90_Q10S92	CHR1V7|COORD:7209505..7214763| calcium-binding EF hand family protein	AT1G20760.1	CHR03V5|COORD:1706250..1698377|protein calcium ion binding protein, putative, expressed	LOC_Os03g03830.1	no descriptionweakly similar to ( 104)AT1G20760| Symbols:  | calcium-binding EF hand family protein | chr1:7209505-7214763 FORWARD	signalling.calcium	30_3

CUST_73054_PI403524517	2	0.07067776	0.47109795	-0.04140663	-0.030128479	-0.17490578	0.030129433	35_20946	"Cluster: Os12g0172500 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os12g0172500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IPR5	CHR3V7|COORD:19803759..19807406| transducin family protein / WD-40 repeat family protein	AT3G53390.1	CHR12V5|COORD:3678298..3671804|protein nucleotide binding protein, putative, expressed	LOC_Os12g07450.2	no descriptionmoderately similar to ( 207)AT2G37160| Symbols:  | nucleotide binding | chr2:15616126-15619608 FORWARDnot assigned	not assigned.no ontology	35_1

CUST_73686_PI403524517	2	0.10834217	1.024127	-0.13462353	0.033825874	-0.24146366	-0.033825874	35_21131	"Cluster: CAA303718.1 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: CAA303718.1 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53PP2	"CHR1V7|COORD:6464116..6465264| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G74450.1); similar to Protein of unknown function DUF793 [Medicago"	AT1G18740.1	CHR11V5|COORD:3106479..3108333|protein expressed protein	LOC_Os11g06440.1	"no descriptionweakly similar to ( 117)AT1G18740| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G74450.1); similar to Protein of unknown function DUF793 [Medicago truncatula] (GB:ABE83157.1); contains InterPro domain Protein of unknown function DUF793; (InterPro:IPR008511) | chr1:6464116-6465264 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF793 PRK07764 Atrophin-1 PRK07003 PRK12323 Tymo_45kd_70kd APC_basic PRK12678 infB TT_ORF1 Rubella_Capsid Protamine_P1 Gag_spuma DUF390 DUF1777"	not assigned.unknown	35_2

CUST_18575_PI403524517	2	-0.07339573	-0.5225625	0.09097862	0.07339573	-0.15188408	0.24151707	35_5368	"Cluster: Transcription initiation factor TFIID component TAF4 family protein, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Transcription initiati"	UniRef90_Q10IZ0	CHR5V7|COORD:17332836..17338372| transcription initiation factor	AT5G43130.1	CHR03V5|COORD:18602509..18593422|protein transcription initiation factor, putative, expressed	LOC_Os03g32590.1	no description	RNA.transcription	27_2

CUST_130182_PI403524517	2	0.08244228	-0.3161316	-0.08244181	0.5204673	-0.67274857	0.33654118	35_36561	Rep: Polyubiquitin - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q9M0W3	CHR1V7|COORD:11218057..11219398| RUB1 (RELATED TO UBIQUITIN 1)	AT1G31340.1	CHR09V5|COORD:15159891..15161889|protein polyubiquitin 2, putative, expressed	LOC_Os09g25320.1	 no descriptionweakly similar to ( 125)AT1G31340| Symbols: NEDD8, ATRUB1, RUB1 | RUB1 (RELATED TO UBIQUITIN 1) | chr1:11218057-11219398 REVERSEvery weakly similar to (95.5)RUB1_ORYSAnot assigned not assigned not assigned not assigned not assigned Ubiquitin Nedd8 ubiquitin UBQ UBL Scythe_N AN1_N NIRF_N 	protein.degradation.ubiquitin.ubiquitin	29_5_11_1

CUST_48061_PI403524517	2	0.062253952	-0.0043468475	0.039678574	-0.002281189	-0.03948784	0.002281189	35_13744	Rep: AT4g05320/C17L7_240 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q93ZJ0	"CHR5V7|COORD:6973317..6974465| UBQ4 (ubiquitin 4); protein binding"	AT5G20620.1	CHR06V5|COORD:28400733..28403579|protein polyubiquitin containing 7 ubiquitin monomers, putative, expressed	LOC_Os06g46770.3	"no descriptionmoderately similar to ( 435)AT5G03240| Symbols: UBQ3 | UBQ3 (POLYUBIQUITIN 3); protein binding | chr5:771975-772895 REVERSEweakly similar to ( 150)UBIQ_WHEATUbiquitin - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Ubiquitin ubiquitin UBQ Nedd8 UBL AN1_N RAD23_N Scythe_N UBQ parkin_N Fubi GDX_N SF3a120_C NIRF_N ISG15_repeat2 UBI4 hPLIC_N"	protein.degradation.ubiquitin.ubiquitin	29_5_11_1

CUST_101543_PI403524517	2	0.42811584	-0.07305813	0.07305908	-0.08172512	0.08750725	-0.16658592	35_28977	"Cluster: Elongation factor 2; n=17; Magnoliophyta|Rep: Elongation factor 2 - Beta vulgaris (Sugar beet)"	UniRef90_O23755	"CHR1V7|COORD:20971910..20974742| LOS1 (Low expression of osmotically responsive genes 1); translation elongation factor/ translation factor, nucleic acid bindin"	AT1G56070.1	CHR02V5|COORD:18911065..18916199|protein elongation factor 2, putative, expressed	LOC_Os02g32030.1	" no descriptionmoderately similar to ( 298)AT1G56070| Symbols: AT1G56075.1, LOS1 | LOS1 (Low expression of osmotically responsive genes 1); translation elongation factor/ translation factor, nucleic acid binding | chr1:20971910-20974742 REVERSEmoderately similar to ( 296)EF2_BETVUElongation factor 2 - Beta vulgaris (Sugar beet)not assigned not assigned not assigned not assigned not assigned not assigned EF2 PRK07560 Snu114p FusA GTP_EFTU GTP_translation_factor EF-G PRK12740 TypA_BipA PRK00007 PRK12739 LepA EF-G_bact TypA PRK05433 TetM_like LepA PRK10218 RF3 PrfC prfC SelB "	protein.synthesis.elongation	29_2_4

CUST_1826_PI403524517	2	0.19255924	-0.1418271	-0.34353352	-0.07817602	0.27380228	0.07817602	35_484	"Cluster: Os03g0598200 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os03g0598200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DQG5	"CHR1V7|COORD:25971084..25975052| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G28770.1); similar to unknown protein [Oryza sativa (japonica"	AT1G69070.1	CHR03V5|COORD:22247189..22240310|protein nop14-like family protein, expressed	LOC_Os03g40110.1	" no descriptionweakly similar to ( 162)AT1G69070| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G28770.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAN08225.2); similar to Nop14-like family protein, expressed [Oryza sativa (japonica cultivar-group)] (GB:ABF97462.1); similar to Nop14-like protein [Medicago truncatula] (GB:ABE90856.1); contains InterPro domain Nop14-like protein; (InterPro:IPR007276) | chr1:25971084-25975052 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Nop14 MDN1 YL1 PRK09169 TFIIF_alpha "	not assigned.unknown	35_2

CUST_33919_PI403524517	2	0.32192707	0.53775406	0.05019188	-0.11989927	-0.087236404	-0.050192356	35_9777	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_135692_PI403524517	2	0.46495342	0.13865852	0.29547834	-0.138659	-1.0156131	-0.34924746	35_38058	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_340_PI404877155	2	-0.25308514	0.34889603	-3.452301E-4	0.08965111	-0.26213264	3.4427643E-4	Contig10249_at	leucine-rich repeat family protein / protein kinase family protein [Arabidopsis thaliana] gb|AAK32899.1| AT5g48380/MJE7_1 [Arabidopsis thali	NP_568696.1	leucine-rich repeat family protein / protein kinase family protein	At5g48380.1	protein receptor-like protein kinase	Os05g34270	NONE	signalling.receptor kinases.misc	30_2_99

CUST_15807_PI403524517	2	0.06159687	0.47299862	-0.037566185	-0.043432236	-0.075115204	0.037566185	35_4562	"Cluster: Hypothetical protein P0556A05.35; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0556A05.35 - Oryza sativa (japonica cultivar-g"	UniRef90_Q651X4	CHR2V7|COORD:1514408..1515200| similar to Os09g0478400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001063471.1)	AT2G04340.1	CHR09V5|COORD:18332053..18330052|protein expressed protein	LOC_Os09g30140.1	no descriptionweakly similar to ( 105)AT2G04340| Symbols:  | similar to Os09g0478400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001063471.1) | chr2:1514408-1515200 FORWARD	not assigned.unknown	35_2

CUST_48127_PI403524517	2	-0.12520123	0.22446251	-0.0014619827	0.27392578	0.0014619827	-0.25908184	35_13761	Rep: Plasma membrane MIP protein - Axonopus compressus	UniRef90_Q8GUR1	"CHR4V7|COORD:186143..187531| TMP-C (plasma membrane intrinsic protein 1;4); water channel"	AT4G00430.1	CHR04V5|COORD:27827486..27829452|protein aquaporin PIP1.2, putative, expressed	LOC_Os04g47220.1	" no descriptionweakly similar to ( 182)AT4G23400| Symbols: PIP1D, PIP1;5 | PIP1;5/PIP1D (plasma membrane intrinsic protein 1;5); water channel | chr4:12220802-12222165 FORWARDweakly similar to ( 185)PIP12_ORYSAnot assigned not assigned not assigned not assigned MIP MIP GlpF PRK05420 "	transport.Major Intrinsic Proteins.PIP	34_19_1

CUST_90802_PI403524517	2	0.19909286	-0.014825821	0.014826775	-0.034254074	-0.13853073	0.099123	35_25971	"Cluster: Haploid germ cell-specific nuclear protein kinase-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Haploid germ cell-specific nuclear"	UniRef90_Q8H5R5	CHR1V7|COORD:3049068..3052860| haspin-related	AT1G09450.1	CHR07V5|COORD:26509762..26502757|protein serine/threonine-protein kinase Haspin, putative, expressed	LOC_Os07g44360.1	no descriptionvery weakly similar to (59.7)AT1G09450| Symbols:  | haspin-related | chr1:3049068-3052860 FORWARD	not assigned.no ontology	35_1

CUST_40974_PI403524517	2	0.14218712	0.080682755	-0.07014561	-0.09627533	-0.4802227	0.07014656	35_11781	Rep: unknown protein - Arabidopsis thaliana	UniRef90_UPI0000163312	"CHR1V7|COORD:29824069..29837702| similar to CIP1 (COP1-INTERACTIVE PROTEIN 1) [Arabidopsis thaliana] (TAIR:AT5G41790.1); similar to Os02g0741500 [Oryza sativa"	AT1G79280.1	CHR02V5|COORD:31017324..31003292|protein expressed protein	LOC_Os02g50790.1	" no descriptionmoderately similar to ( 251)AT1G79280| Symbols:  | similar to CIP1 (COP1-INTERACTIVE PROTEIN 1) [Arabidopsis thaliana] (TAIR:AT5G41790.1); similar to Os02g0741500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001048082.1); similar to PREDICTED: similar to translocated promoter re (GB:XP_422300.2); contains InterPro domain Prefoldin; (InterPro:IPR009053); contains InterPro domain Tetratricopeptide, MLP1/MLP2-like; (InterPro:IPR012929) | chr1:29824069-29837702 REVERSEvery weakly similar to (54.3)GOGA5_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TPR_MLP1_2 Smc SbcC PRK03918 COG1579 COG1340 Myosin_tail_1 MAD Filament HOOK COG5022 PRK01156 DUF869 PRK02224 mukB HEC1 DUF827 "	not assigned.no ontology	35_1

CUST_99845_PI403524517	2	0.36865616	0.14085293	-0.0050139427	-0.036147594	-0.09594536	0.0050139427	35_28503	"Cluster: OSJNBa0074L08.11 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0074L08.11 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XS41	CHR3V7|COORD:5216637..5219875| WD-40 repeat family protein	AT3G15470.1	CHR02V5|COORD:25613152..25619006|protein signal transducer, putative, expressed	LOC_Os02g42590.1	no descriptionmoderately similar to ( 265)AT5G54200| Symbols:  | WD-40 repeat family protein | chr5:22010791-22014302 REVERSEvery weakly similar to (64.7)GBLP_NICPLGuanine nucleotide-binding protein subunit beta-like protein - Nicotiana plumbaginifolia (Leadwort-leaved tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned WD40 COG2319	not assigned.no ontology	35_1

CUST_11960_PI404877155	2	0.037506104	0.09279442	0.067744255	-0.123633385	-0.037506104	-0.09855461	Contig5672_at	RNA-binding protein, putative [Arabidopsis thaliana] dbj|BAB10366.1| unnamed protein product [Arabidopsis thaliana] gb|AAL31194.1| AT5g61030	NP_200911.1	RNA-binding protein, putative	At5g61030.1	protein RNA-binding protein precursor	Os12g31800	NONE	RNA.RNA binding	27_4

CUST_27884_PI403524517	2	-0.07466698	-0.24242592	-0.07449722	0.07449722	0.1341505	0.08439541	35_8062	"Cluster: Receptor-like kinase Xa21-binding protein 3; n=2; Oryza sativa|Rep: Receptor-like kinase Xa21-binding protein 3 - Oryza sativa (Rice)"	UniRef90_Q8LLW2	CHR2V7|COORD:12385619..12387551| ankyrin repeat family protein	AT2G28840.1	CHR05V5|COORD:621362..617592|protein ankyrin repeat domain-containing protein 28, putative, expressed	LOC_Os05g02130.1	no descriptionvery weakly similar to (91.7)AT2G28840| Symbols:  | ankyrin repeat family protein | chr2:12385619-12387551 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned ANK PRK12323 PRK07003 PRK07764 Herpes_BLLF1 PRK12678 TT_ORF1 PRK12372 PRK08770 PRK05648 PRK08853	cell.organisation	31_1

CUST_11137_PI403524517	2	0.030837059	0.2841797	0.078995705	-0.11329174	-0.12257862	-0.030837059	35_3156	"Cluster: Os07g0181800 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os07g0181800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D862	"CHR4V7|COORD:8383837..8384809| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G52825.1); similar to Os07g0181800 [Oryza sativa (japonica"	AT4G14615.1	CHR07V5|COORD:4318629..4317111|protein expressed protein	LOC_Os07g08410.1	"no descriptionvery weakly similar to (65.5)AT4G14615| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G52825.1); similar to Os07g0181800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001059047.1); similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:BAC83054.1) | chr4:8383837-8384809 FORWARD"	not assigned.unknown	35_2

CUST_129765_PI403524517	2	0.3073902	-0.17051601	-0.08770561	0.087706566	-0.08790398	0.21304512	35_36448	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_16238_PI404877155	2	0.6324053	-0.72949886	-0.48595905	0.8103218	0.4563656	-0.4563656	EBpi01_SQ005_G20_x_at	Photosystem I reaction centre subunit N, chloroplast precursor (PSI-N) pir||S35159 photosystem I chain psaN - barley	P31093	photosystem I reaction center subunit PSI-N, chloroplast, putative / PSI-N, putative (PSAN)	At5g64040.1	protein photosystem i reaction centre subunit n, chloroplast precursor (psi-n)	Os12g08770	NONE	PS.lightreaction.photosystem I.PSI polypeptide subunits	1_01_02_02

CUST_132813_PI403524517	2	0.024993896	0.18541527	0.013437271	-0.013436317	-0.014073372	-0.120316505	35_37296	"Cluster: SAP domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: SAP domain containing protein, expressed - Oryza sativa (jap"	UniRef90_Q2R486	CHR5V7|COORD:25430831..25432625| SAP domain-containing protein	AT5G63460.2	CHR11V5|COORD:16507642..16513454|protein DNA binding protein, putative, expressed	LOC_Os11g29340.1	no descriptionvery weakly similar to (70.9)AT5G63460| Symbols:  | SAP domain-containing protein | chr5:25430831-25432625 REVERSE	DNA.unspecified	28_99

CUST_31576_PI399408534	2	-0.019580841	0.28176785	-0.02824974	0.019580841	-0.06726265	0.083595276	35_10107	"Cluster: Putative presenilin; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative presenilin - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5NBN4	CHR1V7|COORD:2769888..2771351| presenilin family protein	AT1G08700.1	CHR01V5|COORD:9680948..9679344|protein presenilin, putative, expressed	LOC_Os01g16930.1	no descriptionweakly similar to ( 188)AT1G08700| Symbols:  | presenilin family protein | chr1:2769888-2771351 REVERSEnot assigned Presenilin PSN	signalling.misc	30_8

CUST_60290_PI403524517	2	-0.011315346	0.011314869	-0.09188986	0.027627468	-0.25267982	1.1973877	35_17186	"Cluster: Hypothetical protein OSJNBa0081C13.4; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0081C13.4 - Oryza sativa (japonica cu"	UniRef90_Q6Z0Z1	CHR5V7|COORD:3808740..3810441| similar to Os02g0135600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001045818.1)	AT5G11810.1	CHR02V5|COORD:1882476..1878983|protein expressed protein	LOC_Os02g04260.1	no descriptionweakly similar to ( 185)AT5G11810| Symbols:  | similar to Os02g0135600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001045818.1) | chr5:3808740-3810441 FORWARD	not assigned.unknown	35_2

CUST_148892_PI403524517	2	-0.11676502	-0.087769985	0.08432627	-0.084326744	0.119253635	0.4298668	35_41652	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_24181_PI399408534	2	0.01906681	-0.24319267	0.19148159	-0.01906681	0.0324049	-0.023329735	35_15262	Rep: Ras-related protein RIC2 - Oryza sativa (Rice)	UniRef90_P40393	"CHR4V7|COORD:10320167..10321350| AtRABA1d/AtRab11B/AthSGBP (Arabidopsis Rab GTPase homolog A1d); GTP binding"	AT4G18800.1	CHR06V5|COORD:20900719..20895031|protein ras-related protein RIC2, putative, expressed	LOC_Os06g35814.1	" no descriptionmoderately similar to ( 364)AT4G18800| Symbols: AthSGBP, AtRab11B, AtRABA1d | AtRABA1d/AtRab11B/AthSGBP (Arabidopsis Rab GTPase homolog A1d); GTP binding | chr4:10320167-10321350 REVERSEmoderately similar to ( 409)RIC2_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Rab11_like RAB Ras Rab Rab5_related Rab2 Rab4 Rab8_Rab10_Rab13_like Rab1_Ypt1 Rab14 Rab18 Rab19 Rab39 Rab6 RabA_like Rab30 Rab26 Rab35 Rab32_Rab38 Rab7 Rab21 Ras_like_GTPase Rab33B_Rab33A Rab3 Rab15 Rab27A Ras Rab9 COG1100 Rab40 RAS RJL Rab12 Rab23_lke RabL2 Rab24 Rho RalA_RalB Rab36_Rab34 Rap_like RHO M_R_Ras_like Rab28 Ras2 RheB Ran RERG_RasL11_like H_N_K_Ras_like RabL4 RSR1 Rap1 Rap2 Rho4_like Wrch_1 RGK Rit_Rin_Ric ARHI_like Rho2 Rho3 Spg1 Rac1_like Miro RhoA_like RhoG Rab20 Rop_like RAN Tc10 Miro1 Ras_dva Rnd3_RhoE_Rho8 Cdc42 Rnd Arf_Arl Rhes_like Arl10_like Rnd1_Rho6 Rnd2_Rho7 Arl4_Arl7 RabL3 Arfrp1 ARLTS1 RhoBTB Arf Arl5_Arl8 RRP22 NOG COG2229 ARD1 ARF Arf6 "	signalling.G-proteins	30_5

CUST_8849_PI404877155	2	0.19700718	0.034131527	0.06283903	-0.36082554	-0.034132004	-0.448184	Contig26422_at	putative sulphate transporter [Oryza sativa]	AAM14591.1	sulfate transporter family protein	At5g13550.1	protein Sulfate transporter family, putative	Os09g06490	"sulfate transporter family protein, similar to sulfate transporter (Arabidopsis thaliana) GI:3777483; contains Pfam profiles PF00916: Sulfate transporter family, PF01740: STAS domain"	transport.sulphate	34_6

CUST_20704_PI403524517	2	0.14067459	-0.10064125	-0.025677681	0.046113014	-0.023225784	0.023225784	35_6013	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QLK8	CHR3V7|COORD:17808613..17834206| ATM (ATAXIA-TELANGIECTASIA MUTATED)	AT3G48190.1	CHR12V5|COORD:27340985..27344142|protein expressed protein	LOC_Os12g44130.1	 no descriptionvery weakly similar to (56.6)AT3G48190| Symbols: ATATM, ATM | ATM (ATAXIA-TELANGIECTASIA MUTATED) | chr3:17808613-17834206 FORWARD	not assigned.no ontology	35_1

CUST_8529_PI403524517	2	0.28495216	-0.45859623	-0.04409218	-0.053938866	0.09172058	0.04409218	35_2384	"Cluster: Disease resistance protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Disease resistance protein-like - Oryza sativa (japonica cultivar-gro"	UniRef90_Q9AXB2	"CHR1V7|COORD:23807732..23809672| similar to loricrin-related [Arabidopsis thaliana] (TAIR:AT5G64550.1); similar to Os01g0621900 [Oryza"	AT1G64140.1	CHR01V5|COORD:25135362..25140247|protein expressed protein	LOC_Os01g43370.2	"no descriptionmoderately similar to ( 489)AT1G64140| Symbols:  | similar to loricrin-related [Arabidopsis thaliana] (TAIR:AT5G64550.1); similar to Os01g0621900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001043607.1); similar to loricrin-like [Oryza sativa (japonica cultivar-group)] (GB:BAD20066.1) | chr1:23807732-23809672 REVERSEvery weakly similar to (52.4)EXTN_TOBACExtensin precursor - Nicotiana tabacum (Common tobacco)not assigned Atrophin-1 Extensin_2"	stress.biotic	20_1

CUST_18080_PI403524517	2	0.123244286	0.32705688	-0.27526093	-0.20201206	0.06751251	-0.067513466	35_5221	Rep: H0622F05.5 protein - Oryza sativa (Rice)	UniRef90_Q01LE9	"CHR5V7|COORD:1912896..1913264| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G11600.1); similar to H0913C04.5 [Oryza sativa (indica"	AT5G06270.1	CHR04V5|COORD:20321233..20322226|protein expressed protein	LOC_Os04g33860.1	"no descriptionvery weakly similar to (76.3)AT5G06270| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G11600.1); similar to H0913C04.5 [Oryza sativa (indica cultivar-group)] (GB:CAJ86164.1); similar to Os04g0415000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001052757.1); similar to Os02g0536500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001047044.1) | chr5:1912896-1913264 FORWARD"	not assigned.unknown	35_2

CUST_113026_PI403524517	2	0.518651	0.29187298	0.11471605	-0.33925867	-0.114715576	-0.44057798	35_32082	"Cluster: Amine oxidase, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Amine oxidase, putative, expressed - Oryza sativa (japonica cultiv"	UniRef90_Q2QLR3	CHR5V7|COORD:20124637..20127828| amine oxidase-related	AT5G49555.1	CHR12V5|COORD:27023371..27018316|protein FAD binding protein, putative, expressed	LOC_Os12g43590.1	no descriptionweakly similar to ( 124)AT5G49555| Symbols:  | amine oxidase-related | chr5:20124637-20127828 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned COG1233 DAO PRK12323 TT_ORF1 PRK07764 DadA Protamine_P1 PRK05249 PRK07003	secondary metabolism.isoprenoids.carotenoids	16_1_4

CUST_140652_PI403524517	2	0.093159676	-0.061175346	-0.0442791	0.18496227	-0.04012394	0.040122986	35_39435	"Cluster: Pherophorin-C1 protein precursor; n=1; Chlamydomonas reinhardtii|Rep: Pherophorin-C1 protein precursor - Chlamydomonas reinhardtii"	UniRef90_Q3HTK6	CHR1V7|COORD:16816094..16817173| DNA binding / ligand-dependent nuclear receptor	AT1G44191.1	CHR08V5|COORD:395077..393302|protein vegetative cell wall protein gp1 precursor, putative, expressed	LOC_Os08g01690.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Extensin_2 Drf_FH1 DUF1421 PRK07764 Atrophin-1 PRK12323 PRK05648 GRASP55_65 Tymo_45kd_70kd PRK07003 DUF605 Totivirus_coat PRK08853 FAP HPC2 TT_ORF1 IER	not assigned.unknown	35_2

CUST_9056_PI403524517	2	0.2304225	-1.2059274	-1.2288928	0.5565095	0.24506235	-0.2304225	35_2538	"Cluster: Streptomyces cyclase/dehydrase family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Streptomyces cyclase/dehydrase family protei"	UniRef90_Q10MS2	"CHR2V7|COORD:16057329..16057952| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G05440.1); similar to hypothetical protein [Nicotiana tabacum]"	AT2G38310.1	CHR03V5|COORD:10398864..10397670|protein cyclase/dehydrase family protein, putative, expressed	LOC_Os03g18600.1	"no descriptionweakly similar to ( 194)AT2G38310| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G05440.1); similar to hypothetical protein [Nicotiana tabacum] (GB:CAI84653.1); contains InterPro domain Bet v I allergen; (InterPro:IPR000916) | chr2:16057329-16057952 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07764 PRK12323 DUF390 PRK12678 PRK07003"	not assigned.unknown	35_2

CUST_19859_PI403524517	2	-0.0731926	0.07954502	0.030195236	-0.07917881	0.017787933	-0.017788887	35_5761	"Cluster: Putative decoy; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative decoy - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5ZA34	CHR1V7|COORD:5014943..5016496| DECOY (endoxyloglucan transferase A2)	AT1G14620.1	CHR06V5|COORD:11207077..11203784|protein 39S ribosomal protein L46, mitochondrial precursor, putative, expressed	LOC_Os06g19640.1	 no descriptionmoderately similar to ( 275)AT1G14620| Symbols: EXGT-A2, XTR2, DECOY | DECOY (endoxyloglucan transferase A2) | chr1:5014943-5016496 REVERSEnot assigned MRP_L46 	not assigned.no ontology	35_1

CUST_12977_PI403524517	2	0.15764236	0.7887907	-0.12522936	0.027378082	-0.50661373	-0.027377605	35_3713	"Cluster: Os01g0589800 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0589800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JLL8	CHR1V7|COORD:12358131..12358882| OHP2 (ONE-HELIX PROTEIN 2)	AT1G34000.1	CHR01V5|COORD:23330539..23331858|protein OHP2, putative, expressed	LOC_Os01g40710.1	no descriptionweakly similar to ( 130)AT1G34000| Symbols: OHP2 | OHP2 (ONE-HELIX PROTEIN 2) | chr1:12358131-12358882 REVERSEnot assigned not assigned not assigned not assigned not assigned PRK07764	PS.lightreaction.photosystem I.LHC-I	1_1_2_1

CUST_57471_PI403524517	2	0.26474857	-0.17471552	0.17471552	-0.48544407	2.4732018	-0.22477436	35_16386	"Cluster: Putative AER; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative AER - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6YYV8	"CHR5V7|COORD:8076619..8079680| EMB3009 (EMBRYO DEFECTIVE 3009); transferase"	AT5G23940.1	CHR08V5|COORD:28032588..28030127|protein acyltransferase, putative, expressed	LOC_Os08g44840.1	"no descriptionmoderately similar to ( 272)AT5G23940| Symbols: EMB3009 | EMB3009 (EMBRYO DEFECTIVE 3009); transferase | chr5:8076619-8079680 REVERSEvery weakly similar to (80.9)HCBT1_DIACAAnthranilate N-benzoyltransferase protein 1 - Dianthus caryophyllus (Carnation) (Clove pink)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Transferase Atrophin-1 PRK12323 Herpes_BLLF1 APC_basic PRK07764 Tymo_45kd_70kd PRK07003 PRK12678 AF-4 DUF1509 HPC2 Extensin_2 TT_ORF1 Pol_Y_like"	secondary metabolism.phenylpropanoids	16_2

CUST_97668_PI403524517	2	0.06084156	0.48340607	-0.060840607	-0.16069221	-0.17694378	0.27745438	35_27888	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_84702_PI403524517	2	0.045681953	-0.5003977	-0.59465027	-0.045681	0.3318634	0.142663	35_24270	"Cluster: OSIGBa0136O08-OSIGBa0153H12.9 protein; n=2; Oryza sativa|Rep: OSIGBa0136O08-OSIGBa0153H12.9 protein - Oryza sativa (Rice)"	UniRef90_Q01HB5	CHR1V7|COORD:22075075..22076732| aldo/keto reductase, putative	AT1G59960.1	CHR04V5|COORD:4628072..4625128|protein NAD(P)H-dependent oxidoreductase, putative, expressed	LOC_Os04g08550.1	 no descriptionweakly similar to ( 141)AT1G59960| Symbols:  | aldo/keto reductase, putative | chr1:22075075-22076732 REVERSEweakly similar to ( 145)NADO1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Aldo_ket_red ARA1 dkgB dkgA Tas PRK07003 PRK12323 PRK10625 Herpes_BLLF1 COG1453 Gag_spuma PRK10376 APC_basic PRK07764 PRK12678 COG4989 	minor CHO metabolism.others	3_5

CUST_6862_PI403524517	2	-0.4529438	-1.1828184	1.657649	0.32588005	1.272707	-0.32588005	35_1904	"Cluster: Hypothetical protein B1122D01.3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1122D01.3 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q60EH6	CHR5V7|COORD:84553..85980| transferase family protein	AT5G01210.1	CHR05V5|COORD:21958778..21956869|protein AER, putative, expressed	LOC_Os05g37660.1	no descriptionmoderately similar to ( 422)AT2G39980| Symbols:  | transferase family protein | chr2:16695515-16696963 REVERSEvery weakly similar to (74.3)HCBT1_DIACAAnthranilate N-benzoyltransferase protein 1 - Dianthus caryophyllus (Carnation) (Clove pink)not assigned not assigned not assigned not assigned not assigned Transferase	secondary metabolism.phenylpropanoids	16_2

CUST_88432_PI403524517	2	-0.03803253	-0.06255913	-0.0129880905	0.12341404	0.14421272	0.012989044	35_25312	"Cluster: Os02g0533000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os02g0533000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E0P6	"CHR5V7|COORD:1048337..1051868| Identical to Protein At5g03900 precursor [Arabidopsis Thaliana] (GB:Q8GW20;GB:Q8L632;GB:Q8LG15;GB:Q9FFM9;GB:Q9LZB9);"	AT5G03900.2	CHR02V5|COORD:19622802..19617168|protein expressed protein	LOC_Os02g33010.1	"no descriptionvery weakly similar to (55.8)AT5G03900| Symbols:  | Identical to Protein At5g03900 precursor [Arabidopsis Thaliana] (GB:Q8GW20;GB:Q8L632;GB:Q8LG15;GB:Q9FFM9;GB:Q9LZB9); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD28426.1); similar to Os02g0533000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001047028.1); contains InterPro domain HesB/YadR/YfhF; (InterPro:IPR000361) | chr5:1048337-1051868 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned DUF1509"	not assigned.unknown	35_2

CUST_22858_PI403524517	2	0.36684513	-0.47677612	0.07027197	-0.07027197	0.5198107	-0.100198746	35_6640	"Cluster: Hypothetical protein B1793G04.34; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1793G04.34 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5JJH8	CHR4V7|COORD:11742114..11743277| similar to conserved hypothetical protein [Medicago truncatula] (GB:ABD32666.1)	AT4G22190.1	CHR01V5|COORD:40614027..40612219|protein expressed protein	LOC_Os01g69290.1	no descriptionvery weakly similar to (57.0)AT4G22190| Symbols:  | similar to conserved hypothetical protein [Medicago truncatula] (GB:ABD32666.1) | chr4:11742114-11743277 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07003 PRK12323 Herpes_BLLF1 Atrophin-1 DUF1509 HPC2 APC_basic DUF1421 Tymo_45kd_70kd PRK07764 AF-4 Pneumo_att_G Herpes_UL32 KAR9 Extensin_2	not assigned.unknown	35_2

CUST_167179_PI403524517	2	0.06908655	0.16552925	-0.20462513	-0.039569378	-0.054302692	0.039569378	35_46567	Rep: Hypothetical protein - Trichomonas vaginalis G3	UniRef90_A2ECZ0	CHR1V7|COORD:16816094..16817173| DNA binding / ligand-dependent nuclear receptor	AT1G44191.1	CHR07V5|COORD:24271675..24264784|protein formin-2, putative, expressed	LOC_Os07g40510.1	no descriptionnot assigned not assigned	not assigned.unknown	35_2

CUST_34735_PI403524517	2	0.032141685	0.07080269	-0.04420376	-0.02130127	-0.036601067	0.021300316	35_10016	"Cluster: OSIGBa0132E09-OSIGBa0108L24.2 protein; n=3; Oryza sativa|Rep: OSIGBa0132E09-OSIGBa0108L24.2 protein - Oryza sativa (Rice)"	UniRef90_Q01HY7	"CHR2V7|COORD:10430142..10430900| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G31440.1); similar to unknown [Oryza sativa (japonica"	AT2G24530.1	CHR04V5|COORD:33346740..33349287|protein expressed protein	LOC_Os04g56300.1	"no descriptionweakly similar to ( 166)AT2G24530| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G31440.1); similar to unknown [Oryza sativa (japonica cultivar-group)] (GB:AAL87175.1); similar to Os04g0658100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001054127.1); similar to OSIGBa0132E09-OSIGBa0108L24.2 [Oryza sativa (indica cultivar-group)] (GB:CAH67788.1); contains InterPro domain Histone-fold; (InterPro:IPR009072) | chr2:10430142-10430900 FORWARD"	not assigned.unknown	35_2

CUST_149530_PI403524517	2	-0.015314579	0.629251	0.18804502	-0.07807112	0.015314579	-0.3705349	35_41831	"Cluster: Hypothetical protein P0003H08.16; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0003H08.16 - Oryza sativa (japonica cultivar-g"	UniRef90_Q655N5	"CHR4V7|COORD:13548819..13550650| similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:BAD45482.1); similar to"	AT4G26980.1	CHR06V5|COORD:28284334..28280182|protein expressed protein	LOC_Os06g46590.1	"no descriptionvery weakly similar to (78.2)AT4G26980| Symbols:  | similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:BAD45482.1); similar to Os06g0679700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001058370.1); contains domain no description (G3D.3.80.10.10); contains domain F-BOX/LRR PROTEIN-RELATED (PTHR23125:SF67); contains domain RNI-like (SSF52047); contains domain F-BOX/LEUCINE RICH REPEAT PROTEIN (PTHR23125) | chr4:13548819-13550650 REVERSE"	not assigned.unknown	35_2

CUST_15513_PI404877155	2	-0.013102531	-0.33620262	0.27616787	0.005437851	-0.005437851	0.018864632	Contig9357_at	P-type ATPase [Hordeum vulgare]	CAC40029.1	calcium-transporting ATPase 1, plasma membrane-type / Ca(2+)-ATPase isoform 1 (ACA1) / plastid envelope ATPase 1	At1g27770.1	protein calcium-translocating P-type ATPase, PMCA-type	Os12g39660	NONE	signalling.calcium	30_3

CUST_98897_PI403524517	2	0.7406306	-0.9290104	-0.118093014	0.4581604	0.01211071	-0.012110233	35_28230	Rep: H0215F08.14 protein - Oryza sativa (Rice)	UniRef90_Q01KB6		0	CHR04V5|COORD:31540518..31531891|protein soluble starch synthase 3, chloroplast precursor, putative, expressed	LOC_Os04g53310.1	no description	not assigned.unknown	35_2

CUST_171655_PI403524517	2	-0.10476112	0.19118786	0.10476112	-0.31017208	0.6406517	-0.22348404	35_47829	Rep: Photosystem I assembly protein ycf4 - Triticum aestivum (Wheat)	UniRef90_P62720	CHRCV7|COORD:59772..60326| Encodes a protein required for photosystem I assembly and stability. In cyanobacteria, loss of function mutation in this gene	ATCG00520.1	CHR02V5|COORD:14259298..14258741|protein photosystem I assembly protein ycf4, putative	LOC_Os02g24604.1	 no descriptionweakly similar to ( 151)ATCG00520| Symbols: YCF4 | Encodes a protein required for photosystem I assembly and stability. In cyanobacteria, loss of function mutation in this gene increases PSII/PSI ratio without any influence on photoautotrophic growth. | chrC:59772-60326 FORWARDweakly similar to ( 184)YCF4_HORVUPhotosystem I assembly protein ycf4 - Hordeum vulgare (Barley)ycf4 Ycf4 PRK02542 	protein assembly and cofactor ligation	29_8

CUST_92566_PI403524517	2	-7.724762E-5	0.28218555	7.8201294E-5	-0.09493065	-0.071549416	0.08375549	35_26468	"Cluster: Homeobox transcription factor-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Homeobox transcription factor-like - Oryza sativa (japonica cultiv"	UniRef90_Q5QMQ4	CHR5V7|COORD:25528002..25528682| zinc finger protein-related	AT5G63740.1	CHR01V5|COORD:27914225..27925679|protein DDT domain containing protein, expressed	LOC_Os01g48180.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_16035_PI403524517	2	-0.5336952	-0.07501507	0.21050453	0.07501507	0.08761597	-0.09501839	35_4627	"Cluster: Putative Serine/threonine phosphatases; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Serine/threonine phosphatases - Oryza sativa (japonic"	UniRef90_Q84JI0	CHR1V7|COORD:2281148..2282653| protein phosphatase 2C, putative / PP2C, putative	AT1G07430.1	CHR03V5|COORD:8902490..8900428|protein protein phosphatase 2C, putative, expressed	LOC_Os03g16170.1	 no descriptionweakly similar to ( 150)AT1G07430| Symbols:  | protein phosphatase 2C, putative / PP2C, putative | chr1:2281148-2282653 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PP2Cc PP2Cc PP2C PRK12678 PTC1 PRK07003 PRK07764 Tymo_45kd_70kd PRK12323 DUF390 Transformer 	protein.postranslational modification	29_4

CUST_14344_PI403524517	2	-0.0108680725	0.09777069	-0.036973	-0.039424896	0.09508228	0.010867119	35_4116	"Cluster: Amino acid permease family protein, putative, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Amino acid permease family protein, putative,"	UniRef90_Q10HT5	"CHR1|COORD:11418606..11420703| amino acid permease family protein, weak similarity to y+LAT1a (amino acid transporter) (Mus musculus) GI:3970791; contains Pfam"	AT1G31830.2	CHR03V5|COORD:21046567..21051639|protein cationic amino acid transporter, putative, expressed	LOC_Os03g37984.2	no descriptionhighly similar to ( 693)AT1G31830| Symbols:  | amino acid permease family protein | chr1:11418856-11420295 REVERSEnot assigned not assigned not assigned not assigned not assigned PotE AA_permease AnsP PRK10644 LysP PRK11049 PRK11021 PRK11357 PRK11387 PRK10580 PRK10197 PRK10746 SdaC PRK10249 PRK10435 PRK10238 PRK10836 PRK10655	transport.amino acids	34_3

CUST_12999_PI403524517	2	0.1492486	0.6002536	0.3971262	-0.14924812	-0.50377655	-0.30997372	35_3719	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_96664_PI403524517	2	0.12725735	0.091392994	0.03189659	-0.048734665	-0.23535347	-0.031896114	35_27609	"Cluster: Ankyrin-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Ankyrin-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q941U5	0	0	CHR01V5|COORD:36700808..36695076|protein ankyrin-like protein, putative, expressed	LOC_Os01g62800.1	no description	not assigned.unknown	35_2

CUST_4737_PI399408534	2	0.03243065	0.06427574	-0.058870316	-0.10880089	-0.014475822	0.014475822	35_7301	"Cluster: GTP-binding protein, ras-like; n=7; Magnoliophyta|Rep: GTP-binding protein, ras-like - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9FJH0	"CHR5V7|COORD:24501976..24502791| AtRABA1f (Arabidopsis Rab GTPase homolog A1f); GTP binding"	AT5G60860.1	CHR09V5|COORD:9645171..9642528|protein ras-related protein Rab11B, putative, expressed	LOC_Os09g15790.1	"no descriptionmoderately similar to ( 381)AT5G60860| Symbols: AtRABA1f | AtRABA1f (Arabidopsis Rab GTPase homolog A1f); GTP binding | chr5:24501976-24502791 FORWARDmoderately similar to ( 367)RB11B_TOBACRas-related protein Rab11B - Nicotiana tabacum (Common tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Rab11_like RAB Ras Rab Rab5_related Rab2 Rab4 Rab1_Ypt1 Rab8_Rab10_Rab13_like Rab14 Rab19 Rab18 Rab6 Rab39 Rab35 Rab26 Rab30 Rab7 Rab21 RabA_like Rab32_Rab38 Rab3 Ras_like_GTPase Rab15 Ras Rab27A Rab9 COG1100 Rab33B_Rab33A Rab40 RAS Rab12 RJL Rab23_lke Rab24 Rab28 Ras2 M_R_Ras_like RalA_RalB Rap_like Rho Rab36_Rab34 RabL2 RheB Ran RHO H_N_K_Ras_like Rap1 RSR1 RERG_RasL11_like Rap2 RabL4 Rho4_like Wrch_1 Rit_Rin_Ric ARHI_like Rab20 RGK Spg1 RAN Rho3 Rho2 Rac1_like RhoA_like Ras_dva Miro Tc10 RhoG Rop_like Miro1 Cdc42 Rhes_like Arf_Arl Rnd3_RhoE_Rho8 RabL3 Rnd Arl10_like Rnd2_Rho7 Arl4_Arl7 Arfrp1 Arl5_Arl8 ARLTS1 Rnd1_Rho6 Arf COG2229 RhoBTB ARF RRP22"	signalling.G-proteins	30_5

CUST_71205_PI403524517	2	0.05093193	-0.3058138	-0.070464134	0.16831017	0.20727539	-0.050930977	35_20401	Rep: H0117D06-OSIGBa0088B06.7 protein - Oryza sativa (Rice)	UniRef90_Q01HJ1	CHR4|COORD:16379607..16381230| expressed protein	AT4G34215.2	CHR04V5|COORD:11660424..11656247|protein receptor protein kinase-like protein, putative, expressed	LOC_Os04g20810.3	 no descriptionweakly similar to ( 158)AT4G34215| Symbols:  | Encodes a member of the SGNH-hydrolase superfamily of enzymes. The enzymes of the SGNH-hydrolase superfamily facilitate the hydrolysis of ester, thioester and amide bonds in a range of substrates including complex polysaccharides, lysophospholipids, acyl-CoA esters and other compounds. | chr4:16380207-16381196 REVERSEDUF303 	not assigned.unknown	35_2

CUST_97519_PI403524517	2	0.1308322	0.38650656	0.04911661	-0.07805872	-0.2792964	-0.04911709	35_27848	"Cluster: Hypothetical protein B1331F11.20; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1331F11.20 - Oryza sativa (japonica cultivar-g"	UniRef90_Q651A1	CHR3V7|COORD:16501737..16505437| 2-phosphoglycerate kinase-related	AT3G45090.1	CHR09V5|COORD:22854836..22858601|protein expressed protein	LOC_Os09g39870.1	no descriptionmoderately similar to ( 232)AT3G45090| Symbols:  | 2-phosphoglycerate kinase-related | chr3:16501737-16505437 REVERSECOG2074 PRK04220 PRK12337 PRK12338	not assigned.unknown	35_2

CUST_145642_PI403524517	2	0.05756092	0.17907715	0.12616634	-0.05756092	-0.13879108	-0.28731728	35_40776	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_55697_PI403524517	2	0.053056717	-0.20814133	-0.030179024	-0.02313137	0.06130123	0.02313137	35_15854	"Cluster: 26S proteasome regulatory particle non-ATPase subunit12; n=1; Oryza sativa (japonica cultivar-group)|Rep: 26S proteasome regulatory particle"	UniRef90_Q8W423	CHR1V7|COORD:23960122..23961783| 26S proteasome regulatory subunit, putative (RPN12)	AT1G64520.1	CHR07V5|COORD:14528829..14525753|protein 26S proteasome non-ATPase regulatory subunit 8, putative, expressed	LOC_Os07g25420.1	 no descriptionmoderately similar to ( 397)AT1G64520| Symbols:  | 26S proteasome regulatory subunit, putative (RPN12) | chr1:23960122-23961783 FORWARDnot assigned SAC3_GANP 	protein.degradation.ubiquitin.proteasom	29_5_11_20

CUST_77089_PI403524517	2	0.29974556	-0.7121186	-0.08829641	0.26358604	0.02720213	-0.027201653	35_22100	"Cluster: Hypothetical protein OSJNBa0041P03.7; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0041P03.7 - Oryza sativa (japonica cu"	UniRef90_Q8LNT0	"CHR3V7|COORD:19761384..19763146| similar to novel protein (zgc:56450) [Danio rerio] (GB:CAH68915.1); similar to Os10g0493800 [Oryza sativa (japonica"	AT3G53270.2	CHR10V5|COORD:18417659..18420680|protein expressed protein	LOC_Os10g35130.1	"no descriptionvery weakly similar to (56.6)AT3G53270| Symbols:  | similar to novel protein (zgc:56450) [Danio rerio] (GB:CAH68915.1); similar to Os10g0493800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001064940.1); contains domain SUBFAMILY NOT NAMED (PTHR15131:SF6); contains domain FAMILY NOT NAMED (PTHR15131); contains domain LDH C-terminal domain-like (SSF56327) | chr3:19761384-19763146 REVERSE"	protein.degradation.serine protease	29_5_5

CUST_13867_PI404877155	2	-0.008821487	-0.15994072	0.008821487	-0.0181427	0.09520912	0.05268669	Contig7626_at	single-strand-binding family protein [Arabidopsis thaliana] sp|Q84J78|SSB_ARATH Single-stranded DNA-binding protein, mitochondrial precursor	NP_192844.2	single-strand-binding family protein	At4g11060.1	protein Single-strand binding protein family, putative	Os04g29420	0	RNA.regulation of transcription.unclassified	27_3_99

CUST_94801_PI403524517	2	0.005522728	0.5980902	-0.025569916	-0.19635105	-0.005522728	0.04962635	35_27097	"Cluster: Hypothetical protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q84MG8	"CHR2V7|COORD:905977..908791| similar to NPH4 (NON-PHOTOTROPHIC HYPOCOTYL), transcription factor [Arabidopsis thaliana] (TAIR:AT5G20730.3); similar to"	AT2G03070.1	CHR03V5|COORD:17624130..17628990|protein expressed protein	LOC_Os03g31010.1	" no descriptionvery weakly similar to (61.2)AT2G03070| Symbols:  | similar to NPH4 (NON-PHOTOTROPHIC HYPOCOTYL), transcription factor [Arabidopsis thaliana] (TAIR:AT5G20730.3); similar to hypothetical protein Os03g31010 [Oryza sativa (japonica cultivar-group)] (GB:AAP20836.1) | chr2:905977-908791 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned GAL11 "	not assigned.unknown	35_2

CUST_26461_PI403524517	2	-0.15132141	0.0071725845	-0.007171631	0.25141335	-0.5077896	0.31486034	35_7665	Rep: Hv711N16.16 - Hordeum vulgare (Barley)	UniRef90_Q8LLC2	CHR4|COORD:2122686..2126842| early-responsive to dehydration protein-related / ERD protein-related, similar to ERD4 protein (early-responsive to dehydration	AT4G04340.1	CHR05V5|COORD:29524910..29533161|protein HYP1, putative, expressed	LOC_Os05g51630.2	no descriptionmoderately similar to ( 354)AT4G04340| Symbols:  | early-responsive to dehydration protein-related / ERD protein-related | chr4:2123233-2126622 FORWARDnot assigned COG5594	stress.abiotic.drought/salt	20_2_3

CUST_3428_PI404877155	2	0.107320786	-0.15474129	-0.06750584	0.06750679	0.14564037	-0.15723038	Contig13884_at	RNA-binding protein, putative [Arabidopsis thaliana] pir||F84793 probable RNA-binding protein [imported] - Arabidopsis thaliana gb|AAM15089.	NP_181287.1	RNA-binding protein, putative	At2g37510.1	protein Similar to probable RNA-binding protein [imported] - Arabidopsis thaliana	Os03g17060	"RNA-binding protein, putative, similar to SP:P10979 Glycine-rich RNA-binding, abscisic acid-inducible protein {Zea mays}; contains InterPro entry IPR000504: RNA-binding region RNP-1 (RNA recognition motif) (RRM)"	RNA.RNA binding	27_4

CUST_11847_PI403524517	2	-0.009310722	0.557354	0.011323929	-0.13548183	-0.11792755	0.009310722	35_3369	"Cluster: Hypothetical protein OJ1126_B10.12; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1126_B10.12 - Oryza sativa (japonica cultiv"	UniRef90_Q6L5F0	CHR5V7|COORD:25237549..25240797| PEX14 (PEROXISOME DEFECTIVE 2)	AT5G62810.1	CHR05V5|COORD:28696786..28699541|protein peroxin Pex14, putative, expressed	LOC_Os05g50220.1	 no descriptionvery weakly similar to (91.3)AT5G62810| Symbols: ATPEX14, PED2, PEX14 | PEX14 (PEROXISOME DEFECTIVE 2) | chr5:25237549-25240797 FORWARDnot assigned Pex14_N 	not assigned.no ontology	35_1

CUST_35671_PI403524517	2	-0.117352486	0.30996704	0.05088997	0.030418396	-0.349267	-0.030418396	35_10287	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_153734_PI403524517	2	0.17887068	0.117480755	0.004204273	-0.004204273	-0.08265257	-0.07474327	35_42965	"Cluster: Putative aminoacyl-t-RNA synthetase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative aminoacyl-t-RNA synthetase - Oryza sativa (japonica cult"	UniRef90_Q5VRH2	CHR3V7|COORD:17774096..17781949| EDD1 (EMBRYO-DEFECTIVE-DEVELOPMENT 1)	AT3G48110.1	CHR06V5|COORD:232787..243624|protein glycyl-tRNA synthetase 2, chloroplast/mitochondrial precursor, putative, expressed	LOC_Os06g01400.1	 no descriptionmoderately similar to ( 304)AT3G48110| Symbols: EDD, EDD1 | EDD1 (EMBRYO-DEFECTIVE-DEVELOPMENT 1) | chr3:17774096-17781949 FORWARDtRNA_synt_2f glyS GlyS 	protein.aa activation.glycine-tRNA ligase	29_1_14

CUST_20266_PI403524517	2	-1.6471024	-0.6190214	0.8100891	0.41407776	0.40658188	-0.40658283	35_5874	"Cluster: Os04g0436000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os04g0436000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JD23	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	CHR04V5|COORD:21505376..21506508|protein expressed protein	LOC_Os04g35580.1	no descriptionnot assigned not assigned not assigned not assigned not assigned PRK12323 APC_basic PRK07764 PRK07003	not assigned.unknown	35_2

CUST_26147_PI403524517	2	0.06270504	0.56469345	0.071707726	-0.2752533	-0.06270409	-0.08129883	35_7573	"Cluster: Os02g0823200 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0823200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DWA7	"CHR1V7|COORD:6680815..6683281| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G75060.1); similar to unknown [Vitis pseudoreticulata]"	AT1G19330.1	CHR02V5|COORD:35349447..35351256|protein conserved hypothetical protein	LOC_Os02g57740.1	"no descriptionweakly similar to ( 144)AT1G19330| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G75060.1); similar to unknown [Vitis pseudoreticulata] (GB:ABC69763.1) | chr1:6680815-6683281 REVERSE"	not assigned.unknown	35_2

CUST_36587_PI403524517	2	0.34688807	0.28352928	0.08382034	-0.1498704	-0.42131948	-0.083819866	35_10549	Rep: Extensin-like protein - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q9T0K5	CHR4V7|COORD:7758606..7760888| leucine-rich repeat family protein / extensin family protein	AT4G13340.1	CHR11V5|COORD:19022276..19023893|protein vegetative cell wall protein gp1 precursor, putative, expressed	LOC_Os11g33030.1	no descriptionnot assigned not assigned not assigned Extensin_2	not assigned.unknown	35_2

CUST_58905_PI403524517	2	-0.22496128	0.060782433	-0.04318905	0.043188095	-0.28937912	0.07024002	35_16805	"Cluster: Ferrochelatase-2, chloroplast precursor; n=1; Hordeum vulgare|Rep: Ferrochelatase-2, chloroplast precursor - Hordeum vulgare (Barley)"	UniRef90_P42045	"CHR5|COORD:9096463..9099188| similar to ferrochelatase II [Arabidopsis thaliana] (TAIR:At2g30390.1); similar to putative ferrochelatase [Oryza sativa (japonica"	AT5G26030.2	CHR09V5|COORD:7197633..7203750|protein ferrochelatase-2, chloroplast precursor, putative, expressed	LOC_Os09g12560.2	 no descriptionhighly similar to ( 578)AT5G26030| Symbols:  | ferrochelatase | chr5:9096678-9098755 FORWARDhighly similar to ( 924)HEMH_HORVUFerrochelatase-2, chloroplast precursor - Hordeum vulgare (Barley)not assigned Ferrochelatase hemH HemH Ferrochelatase_N Ferrochelatase_C PRK12435 	tetrapyrrole synthesis.ferrochelatase	19_20

CUST_97807_PI403524517	2	0.66889906	-0.43058825	-0.9365337	1.8994675	-0.035363674	0.035363674	35_27926	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_111455_PI403524517	2	0.20193577	-0.061665535	0.2888708	0.061665535	-0.26869106	-0.12308884	35_31646	"Cluster: Photosystem I P700 chlorophyll a apoprotein A1; n=119; Euphyllophyta|Rep: Photosystem I P700 chlorophyll a apoprotein A1 - Arabidopsis thaliana (Mouse-"	UniRef90_P56766	"CHRCV7|COORD:39605..41857| Encodes psaA protein comprising the reaction center for photosystem I along with psaB protein; hydrophobic protein encoded by the"	ATCG00350.1	0	0	"no descriptionmoderately similar to ( 215)ATCG00350| Symbols: PSAA | Encodes psaA protein comprising the reaction center for photosystem I along with psaB protein; hydrophobic protein encoded by the chloroplast genome. | chrC:39605-41857 REVERSEmoderately similar to ( 217)PSAA_WHEATPhotosystem I P700 chlorophyll a apoprotein A1 - Triticum aestivum (Wheat)psaA PsaA_PsaB psaB"	PS.lightreaction.photosystem I.PSI polypeptide subunits	1_1_2_2

CUST_92743_PI403524517	2	0.13464928	-0.003645897	0.003645897	-0.0522995	0.02423668	-0.06189823	35_26519	"Cluster: Solute binding protein-like; n=1; Anaeromyxobacter sp. Fw109-5|Rep: Solute binding protein-like - Anaeromyxobacter sp. Fw109-5"	UniRef90_A1I1K4	CHR3V7|COORD:6736388..6738336| late embryogenesis abundant protein-related / LEA protein-related	AT3G19430.1	CHR03V5|COORD:20523944..20527257|protein ATP binding protein, putative, expressed	LOC_Os03g37120.1	no description	not assigned.unknown	35_2

CUST_101377_PI403524517	2	0.2680459	0.21951485	0.05110979	-0.051109314	-1.1723232	-0.11304855	35_28932	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_15807_PI404877155	2	-0.060412407	1.4061747	-0.17725372	0.5860243	0.060412407	-0.47336006	Contig965_at	Ribulose bisphosphate carboxylase small chain, chloroplast precursor (RuBisCO small subunit) gb|AAA87039.1| ribulose-1,5-bisphosphate carbox	Q40004	ribulose bisphosphate carboxylase small chain 1A / RuBisCO small subunit 1A (RBCS-1A) (ATS1A)	At1g67090.1	protein Ribulose bisphosphate carboxylase, small subunit, putative	Os12g19470	NONE	PS.calvin cyle.rubisco small subunit	1_03_02

CUST_14507_PI403524517	2	0.054516792	0.31206512	-0.23948479	0.067196846	-0.054517746	-0.18174553	35_4172	"Cluster: Hypothetical protein P0589E08.13; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0589E08.13 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6ZDP0	"CHR4V7|COORD:12420603..12421355| similar to Os07g0196200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001059119.1); similar to conserved hypothetical"	AT4G23890.1	CHR07V5|COORD:5215314..5214304|protein expressed protein	LOC_Os07g09800.1	"no descriptionweakly similar to ( 184)AT4G23890| Symbols:  | similar to Os07g0196200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001059119.1); similar to conserved hypothetical protein [Medicago truncatula] (GB:ABD28447.1) | chr4:12420603-12421355 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12678 PRK07003"	not assigned.unknown	35_2

CUST_46921_PI403524517	2	0.43138075	1.0876641	0.117758274	-0.117758274	-0.38800097	-0.19853878	35_13435	"Cluster: Hypothetical protein OJ1131_E05.126; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1131_E05.126 - Oryza sativa (japonica cult"	UniRef90_Q8H5H1	CHR5V7|COORD:20148674..20149753| F-box family protein	AT5G49610.1	CHR07V5|COORD:21027740..21030345|protein Leucine Rich Repeat family protein	LOC_Os07g35110.1	no description	not assigned.unknown	35_2

CUST_149108_PI403524517	2	0.51615	0.583735	0.18818998	-0.31393814	-0.18819046	-0.36426115	35_41710	0	0	CHR5V7|COORD:2853067..2854344| zinc finger (C3HC4-type RING finger) family protein	AT5G08750.2	CHR04V5|COORD:35213760..35211264|protein protein binding protein, putative, expressed	LOC_Os04g59580.1	no description	not assigned.unknown	35_2

CUST_113667_PI403524517	2	0.0035214424	-0.108968735	0.015209198	-0.0035214424	-0.4413004	0.23587894	35_32262	"Cluster: Os05g0516400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0516400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DGR4	CHR1V7|COORD:25812961..25813793| AGP19/ATAGP19 (ARABINOGALACTAN-PROTEIN 19)	AT1G68725.1	CHR08V5|COORD:395077..393302|protein vegetative cell wall protein gp1 precursor, putative, expressed	LOC_Os08g01690.1	no descriptionnot assigned not assigned not assigned GP38	not assigned.unknown	35_2

CUST_75566_PI403524517	2	0.45890474	0.27627516	-0.16840124	0.15416956	-0.15416956	-0.33863354	35_21661	"Cluster: Hypothetical protein P0014G10.19-1; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0014G10.19-1 - Oryza sativa (japonica cultiv"	UniRef90_Q6EQ09	"CHR5V7|COORD:3479167..3480336| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G25200.1); similar to Os08g0439600 [Oryza sativa (japonica"	AT5G11000.1	CHR09V5|COORD:14916135..14917910|protein expressed protein	LOC_Os09g24970.1	" no descriptionvery weakly similar to (68.6)AT3G04860| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G28150.1); similar to Os07g0572300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001060057.1); similar to Os03g0806700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001051637.1); similar to Protein of unknown function DUF868, plant [Medicago truncatula] (GB:ABE92686.1); contains InterPro domain Protein of unknown function DUF868, plant; (InterPro:IPR008586) | chr3:1339355-1340224 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF868 PRK07003 PRK12678 PRK07764 PRK12323 Gag_spuma TT_ORF1 APC_basic "	not assigned.unknown	35_2

CUST_114015_PI403524517	2	-0.42025328	0.09785557	-0.13201427	0.1483612	0.043572426	-0.043572426	35_32357	"Cluster: Putative beta-galactosidase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative beta-galactosidase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5JKZ9	CHR3V7|COORD:20159472..20167997| glycoside hydrolase family 2 protein	AT3G54440.1	CHR01V5|COORD:42281482..42289636|protein beta-galactosidase, putative, expressed	LOC_Os01g72340.2	 no descriptionvery weakly similar to (56.6)AT3G54440| Symbols:  | hydrolase, hydrolyzing O-glycosyl compounds | chr3:20159472-20167997 REVERSE	misc.gluco-, galacto- and mannosidases	26_3

CUST_60980_PI403524517	2	0.041902542	-0.34549618	-0.20680904	-0.015176773	0.14631653	0.015177727	35_17391	"Cluster: Brix domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Brix domain containing protein, expressed - Oryza sativa (j"	UniRef90_Q10LL9	CHR5V7|COORD:24833114..24834721| brix domain-containing protein	AT5G61770.1	CHR03V5|COORD:12780974..12783982|protein suppressor of SWI4 1, putative, expressed	LOC_Os03g22350.1	no descriptionmoderately similar to ( 343)AT5G61770| Symbols: PPAN | brix domain-containing protein | chr5:24833114-24834721 FORWARDnot assigned Brix	protein.synthesis.misc ribososomal protein.BRIX	29_2_2_50

CUST_58919_PI403524517	2	0.021860123	-0.40873718	-0.036790848	-0.021860123	0.19218063	0.13630486	35_16808	"Cluster: Diphthine synthase, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Diphthine synthase, putative, expressed - Oryza sativa (japon"	UniRef90_Q10L98	CHR4|COORD:15377231..15378879| diphthine synthase, putative  (DPH5), similar to  Diphthine synthase (Diphtamide biosynthesis methyltransferase) (DPH5)	AT4G31790.2	CHR03V5|COORD:13586918..13584309|protein diphthine synthase, putative, expressed	LOC_Os03g23970.2	 no descriptionmoderately similar to ( 424)AT4G31790| Symbols:  | diphthine synthase, putative  (DPH5) | chr4:15377485-15378536 FORWARDnot assigned not assigned DPH5 PRK04160 TP_methylase CobF PRK05576 CobJ 	misc.O- methyl transferases	26_6

CUST_156347_PI403524517	2	0.059723854	-0.05972433	-0.09423256	-0.19245577	0.89519215	0.9066744	35_43669	"Cluster: Putative secreted proline-rich protein; n=1; Streptomyces ambofaciens ATCC 23877|Rep: Putative secreted proline-rich protein - Streptomyces ambofaciens"	UniRef90_A0ADW6	CHR4V7|COORD:16466012..16468752| protein kinase family protein	AT4G34440.1	CHR03V5|COORD:32109465..32110868|protein F-box domain containing protein	LOC_Os03g56450.1	no descriptionnot assigned not assigned PRK12323	not assigned.unknown	35_2

CUST_6970_PI399408534	2	-0.39996004	-0.62303925	-0.23833132	0.5525751	0.23833084	0.94953156	35_16301	"Cluster: Serine/threonine kinase receptor-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Serine/threonine kinase receptor-like protein - Oryza s"	UniRef90_Q84SH0	CHR4V7|COORD:12129496..12134097| protein kinase family protein	AT4G23160.1	CHR07V5|COORD:21102815..21108266|protein serine/threonine kinase-like protein, putative, expressed	LOC_Os07g35260.1	no descriptionweakly similar to ( 174)AT4G23160| Symbols:  | protein kinase family protein | chr4:12129496-12134097 FORWARDvery weakly similar to (75.5)PSKR_DAUCAPhytosulfokine receptor precursor - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc TyrKc Pkinase PTKc Pkinase_Tyr PTKc_Frk_like PTKc_Srm_Brk PTKc_Src_like PTKc_Fyn_Yrk PTKc_EGFR_like PTKc_Tec_like SPS1 PTKc_Yes PTKc_Trk PTKc_InsR_like PTKc_Ror PTKc_Src PTKc_Lck_Blk	signalling.receptor kinases.DUF 26	30_2_17

CUST_47555_PI403524517	2	-0.051740646	0.3558941	0.074505806	-0.14946556	-0.20866776	0.051740646	35_13609	"Cluster: 3-phosphoinositide dependent protein kinase 1; n=1; Zea mays|Rep: 3-phosphoinositide dependent protein kinase 1 - Zea mays (Maize)"	UniRef90_Q0QVS5	"CHR5V7|COORD:1287236..1289682| PDK1 (3-PHOSPHOINOSITIDE-DEPENDENT PROTEIN KINASE 1); kinase"	AT5G04510.1	CHR01V5|COORD:38184372..38180253|protein 3-phosphoinositide-dependent protein kinase 1, putative, expressed	LOC_Os01g65230.1	" no descriptionmoderately similar to ( 372)AT5G04510| Symbols: ATPDK1, PDK1 | PDK1 (3-PHOSPHOINOSITIDE-DEPENDENT PROTEIN KINASE 1); kinase | chr5:1287236-1289682 FORWARDweakly similar to ( 134)CCAMK_LILLOCalcium and calcium/calmodulin-dependent serine/threonine-protein kinase - Lilium longiflorum (Trumpet lily)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase SPS1 Pkinase_Tyr TyrKc PTKc PTKc_Ack_like PTKc_Fes_like PTKc_Fes PTKc_Syk_like PTKc_FAK PTKc_Csk_like PTKc_PDGFR PTKc_Tec_like PTKc_Tec_Rlk PTKc_InsR_like PTKc_Jak_rpt2 PTKc_Csk PTKc_Kit PTKc_Tyk2_rpt2 PTKc_EphR_A PTKc_Jak2_Jak3_rpt2 PTKc_Itk PTKc_Fer PTKc_Btk_Bmx PTKc_EphR PTKc_Src_like PTKc_Tie2 PTKc_FGFR PTK_CCK4 PTKc_EphR_B PTKc_Met_Ron PTKc_Lyn PTKc_Chk PTKc_Axl_like PTKc_EGFR_like PTKc_ALK_LTK PTKc_Lck_Blk PTKc_Tie PTKc_Tie1 PTKc_DDR2 PTKc_Tyro3 PTKc_Syk PTKc_c-ros PTKc_Jak1_rpt2 PTKc_DDR1 PTK_Jak_rpt1 PTKc_Srm_Brk PTKc_Ror1 PTKc_Trk PTKc_RET PTKc_PDGFR_beta PTKc_Frk_like PTKc_CSF-1R PTKc_Abl PTKc_FGFR3 PTKc_EphR_A2 PTKc_Ror PTK_HER3 PTKc_VEGFR3 PTKc_FGFR1 PTKc_FGFR4 PTKc_Aatyk PTKc_DDR_like PTKc_VEGFR PTKc_Hck PTKc_VEGFR2 PTKc_PDGFR_alpha PTKc_EphR_A10 PTKc_DDR PTKc_FGFR2 PTK_Jak1_rpt1 PTKc_InsR "	protein.postranslational modification	29_4

CUST_82571_PI403524517	2	0.01013279	0.14054585	0.08495331	-0.01629448	-0.01812458	-0.01013279	35_23683	"Cluster: Hypothetical protein At2g44360; n=1; Arabidopsis thaliana|Rep: Hypothetical protein At2g44360 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_O64870	"CHR2V7|COORD:18327931..18328660| similar to Os09g0553800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001063883.1); contains domain BRCT domain"	AT2G44360.1	CHR09V5|COORD:21941524..21945056|protein expressed protein	LOC_Os09g38080.1	"no descriptionweakly similar to ( 160)AT2G44360| Symbols:  | similar to Os09g0553800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001063883.1); contains domain BRCT domain (SSF52113) | chr2:18327931-18328660 REVERSE"	not assigned.unknown	35_2

CUST_114684_PI403524517	2	0.04648161	-0.035312176	-0.17443752	0.17543364	-0.1297245	0.035312176	35_32549	"Cluster: Chromosome 11 SCAF7190, whole genome shotgun sequence; n=1; Tetraodon nigroviridis|Rep: Chromosome 11 SCAF7190, whole genome shotgun sequence - Tetraod"	UniRef90_Q4TB69	CHR4V7|COORD:7758606..7760888| leucine-rich repeat family protein / extensin family protein	AT4G13340.1	CHR01V5|COORD:871619..867120|protein protein kinase domain containing protein	LOC_Os01g02610.1	no description	not assigned.unknown	35_2

CUST_99_PI399408534	2	-0.03590679	0.1294241	0.03590679	-0.13916779	-0.21224594	0.064188	35_4891	"Cluster: Putative Endoribonuclease Dicer homolog; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Endoribonuclease Dicer homolog - Oryza sativa (japon"	UniRef90_Q5N870	"CHR3V7|COORD:15764535..15771817| DCL3 (DICER-LIKE 3); RNA binding / ribonuclease III"	AT3G43920.1	CHR01V5|COORD:39932566..39922530|protein DCL3, putative, expressed	LOC_Os01g68120.1	"no descriptionmoderately similar to ( 321)AT3G43920| Symbols: DCL3 | DCL3 (DICER-LIKE 3); RNA binding / ribonuclease III | chr3:15764535-15771817 FORWARDnot assigned not assigned rnc Rnc RIBOc RIBOc Ribonuclease_3 PRK12371 PRK12372"	RNA.processing.ribonucleases	27_1_19

CUST_19676_PI404877155	2	-0.73399115	0.37823772	0.12631035	-0.12631035	-0.26808214	1.4337153	S0001100013H01F1_at	BTI-CMe3.1 protein [Hordeum vulgare]	CAA11030.1	0	0	protein Protease inhibitor/seed storage/LTP family, putative	Os07g12080	NONE	development.inhibitor proteins	33_50

CUST_31643_PI399408534	2	-0.17027664	0.017730713	-0.01772976	0.047691345	0.021831512	-0.092354774	35_31462	"Cluster: Os09g0134400 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0134400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J3B7	CHR4V7|COORD:13753455..13754666| prenylated rab acceptor (PRA1) protein-related	AT4G27540.1	CHR09V5|COORD:2596219..2599726|protein expressed protein	LOC_Os09g04880.1	no descriptionvery weakly similar to (56.6)AT4G27540| Symbols:  | prenylated rab acceptor (PRA1) protein-related | chr4:13753455-13754666 REVERSE	signalling.G-proteins	30_5

CUST_94598_PI403524517	2	-0.05029583	0.04982233	0.10563469	-0.027514935	0.027514458	-0.1390953	35_27043	"Cluster: Mannan endo-1,4-beta-mannosidase 6 precursor; n=1; Oryza sativa|Rep: Mannan endo-1,4-beta-mannosidase 6 precursor - Oryza sativa (Rice)"	UniRef90_Q0DCM5	CHR4V7|COORD:14018299..14019978| glycosyl hydrolase family 5 protein / cellulase family protein	AT4G28320.1	CHR06V5|COORD:11876530..11880769|protein hydrolase, hydrolyzing O-glycosyl compounds, putative, expressed	LOC_Os06g20620.1	no descriptionweakly similar to ( 199)AT4G28320| Symbols:  | glycosyl hydrolase family 5 protein / cellulase family protein | chr4:14018299-14019978 REVERSECOG3934	cell wall.degradation.mannan-xylose-arabinose-fucose	10_6_2

CUST_15298_PI404877155	2	0.24673653	-0.875412	-0.124959946	0.22138023	0.03573799	-0.035738945	Contig9168_s_at	plastid omega-3 fatty acid desaturase [Triticum aestivum]	BAA07785.3	omega-3 fatty acid desaturase, chloroplast, temperature-sensitive (FAD8)	At5g05580.1	protein Fatty acid desaturase, putative	Os07g49310	"omega-3 fatty acid desaturase, chloroplast, temperature-sensitive (FAD8), identical to SP:48622 Temperature-sensitive omega-3 fatty acid desaturase, chloroplast precursor (EC 1.14.19.-) {Arabidopsis thaliana}; contains Pfam profile PF00487: Fatty acid des"	lipid metabolism.FA desaturation.omega 3 desaturase	11_2_03

CUST_24998_PI399408534	2	0.11990833	0.12076473	0.039868355	-0.2844906	-0.3994074	-0.0398674	35_8318	Rep: Chromatin-remodeling factor CHD3 - Oryza sativa (Rice)	UniRef90_Q6YNJ6	CHR2V7|COORD:10721490..10730842| PKL/SSL2 (PICKLE, SUPPRESSOR OF SLR2)	AT2G25170.1	CHR06V5|COORD:4182563..4166231|protein CHD3-type chromatin remodeling factor PICKLE, putative, expressed	LOC_Os06g08480.1	 no descriptionmoderately similar to ( 386)AT2G25170| Symbols: CHR6, GYM, CHD3, SSL2, PKL | PKL/SSL2 (PICKLE, SUPPRESSOR OF SLR2) | chr2:10721490-10730842 FORWARDmoderately similar to ( 223)ISW2_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned SNF2_N HepA 	RNA.regulation of transcription.Chromatin Remodeling Factors	27_3_44

CUST_89533_PI403524517	2	-0.14932013	-0.001241684	0.0012426376	0.055207253	0.045425415	-0.30713987	35_25615	"Cluster: Sodium/calcium exchanger protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Sodium/calcium exchanger protein, expressed - Oryza sativ"	UniRef90_Q337V5	CHR5V7|COORD:5902640..5904352| cation exchanger, putative (CAX7)	AT5G17860.1	CHR10V5|COORD:15284817..15286734|protein sodium/potassium/calcium exchanger 6 precursor, putative, expressed	LOC_Os10g30070.1	 no descriptionvery weakly similar to (65.5)AT5G17860| Symbols:  | cation exchanger, putative (CAX7) | chr5:5902640-5904352 REVERSEnot assigned 	transport.calcium	34_21

CUST_73725_PI403524517	2	0.17165565	0.11113739	-0.08935881	0.042559147	-0.68155766	-0.042559147	35_21144	"Cluster: Os01g0769000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0769000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JIZ5	"CHR3V7|COORD:7874487..7877864| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G14990.1); similar to Os02g0517300 [Oryza sativa (japonica"	AT3G22270.1	CHR02V5|COORD:11217765..11209034|protein expressed protein	LOC_Os02g19220.2	" no descriptionvery weakly similar to (87.8)AT3G22270| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G14990.1); similar to Os02g0517300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001046960.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD52714.1); contains domain gb def: Arabidopsis thaliana genomic DNA, chromosome 3, P1 clone: MMP21 (PTHR21551:SF12); contains domain FAMILY NOT NAMED (PTHR21551) | chr3:7874487-7877864 FORWARDnot assigned Drf_FH1 "	not assigned.unknown	35_2

CUST_164492_PI403524517	2	0.019115448	-0.21308136	-0.019114494	0.06381607	0.09498215	-0.09450722	35_45851	"Cluster: Eukaryotic peptide chain release factor subunit 1-3; n=2; Oryza sativa (japonica cultivar-group)|Rep: Eukaryotic peptide chain release factor subunit 1"	UniRef90_Q75I90	"CHR1V7|COORD:4396553..4397857| ERF1-2 (EUKARYOTIC RELEASE FACTOR 1-2); translation release factor"	AT1G12920.1	CHR03V5|COORD:28185367..28188548|protein eukaryotic peptide chain release factor subunit 1-1, putative, expressed	LOC_Os03g49580.1	"no descriptionweakly similar to ( 171)AT1G12920| Symbols: ERF1-2 | ERF1-2 (EUKARYOTIC RELEASE FACTOR 1-2); translation release factor | chr1:4396553-4397857 REVERSEnot assigned eRF1 eRF1_3 PRK04011 eRF1_2 PelA"	protein.synthesis.release	29_2_5

CUST_27534_PI403524517	2	0.05550766	0.38072205	0.056807518	-0.18502903	-0.15275288	-0.055508614	35_7967	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_44539_PI403524517	2	0.041132927	-0.2696371	-0.019823074	0.019823074	-0.24667835	0.043121338	35_12777	"Cluster: Os05g0592600 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0592600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DFG2	CHR1V7|COORD:28836260..28841204| eukaryotic translation initiation factor 2 family protein / eIF-2 family protein	AT1G76810.1	CHR05V5|COORD:29451410..29445287|protein eukaryotic translation initiation factor 5B, putative, expressed	LOC_Os05g51500.1	no descriptionnot assigned CDC27 tolA PRK12678	not assigned.unknown	35_2

CUST_37065_PI403524517	2	0.05265522	-0.47930813	0.1883936	-0.05265522	-0.3181181	0.14967251	35_10679	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_62238_PI403524517	2	0.0028047562	-0.25739384	-0.0028057098	0.111450195	-0.0309515	0.10908604	35_17747	"Cluster: Os01g0277700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0277700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JNM7	"CHR5V7|COORD:7156358..7157492| similar to Os01g0277700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001042737.1); similar to unknown protein [Oryza"	AT5G21070.1	CHR01V5|COORD:9746858..9750548|protein expressed protein	LOC_Os01g17020.1	"no descriptionmoderately similar to ( 346)AT5G21070| Symbols:  | similar to Os01g0277700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001042737.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD81147.1) | chr5:7156358-7157492 FORWARD"	not assigned.unknown	35_2

CUST_140328_PI403524517	2	-0.17199516	-0.01123333	-0.072062016	0.047286987	0.011232853	0.54740715	35_39351	"Cluster: Putative transcription initiation factor TFIIB; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative transcription initiation factor TFIIB - Oryza"	UniRef90_Q5KQD1	CHR3V7|COORD:3199912..3201647| transcription initiation factor IIB-2 / general transcription factor TFIIB-2 (TFIIB2)	AT3G10330.1	CHR05V5|COORD:27119322..27117830|protein transcription initiation factor IIB, putative, expressed	LOC_Os05g47480.1	"no descriptionvery weakly similar to (56.6)AT2G41630| Symbols: TFIIB | TFIIB (TRANSCRIPTION FACTOR II B); RNA polymerase II transcription factor | chr2:17362633-17364478 REVERSEvery weakly similar to (54.3)TF2B_ORYSAnot assigned not assigned not assigned not assigned not assigned SUA7 PRK12323 PRK07764 tfb PRK07003 Atrophin-1"	RNA.transcription	27_2

CUST_153982_PI403524517	2	0.19532585	-0.3405094	0.0043935776	0.0077934265	-0.13624287	-0.0043935776	35_43031	"Cluster: Os12g0443700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os12g0443700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0INI9	CHR3V7|COORD:23012202..23014824| tRNA synthetase class II (G, H, P and S) family protein	AT3G62120.1	CHR12V5|COORD:14902028..14894490|protein bifunctional aminoacyl-tRNA synthetase, putative, expressed	LOC_Os12g25710.4	 no descriptionvery weakly similar to (77.0)AT3G62120| Symbols:  | tRNA synthetase class II (G, H, P and S) family protein | chr3:23012202-23014824 REVERSEnot assigned ProRS_core_arch_euk PRK08661 	protein.aa activation.bifunctional aminoacyl-tRNA synthetase	29_1_40

CUST_16826_PI399408534	2	0.03836727	0.078225136	-0.072649	-0.22308636	2.1298008	-0.038366795	35_24856	"Cluster: Calcium-binding EF hand protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Calcium-binding EF hand protein-like - Oryza sativa (japonica cu"	UniRef90_Q5Z7N1	CHR1V7|COORD:7581446..7587785| calcium-binding EF hand family protein	AT1G21630.1	CHR06V5|COORD:31012883..31020744|protein calcium ion binding protein, putative, expressed	LOC_Os06g51250.1	no descriptionweakly similar to ( 163)AT1G21630| Symbols:  | calcium-binding EF hand family protein | chr1:7581446-7587785 FORWARDnot assigned not assigned not assigned not assigned EH EH EFh	signalling.calcium	30_3

CUST_29205_PI399408534	2	-0.093029976	-1.018219	0.059731483	0.30105877	0.5550623	-0.05973053	35_17295	Rep: Putative zinc finger protein ZF2 - Zea mays (Maize)	UniRef90_Q53AV6	CHR3V7|COORD:5315444..5316055| zinc finger (Ran-binding) family protein	AT3G15680.1	CHR02V5|COORD:5806501..5798886|protein RNA-binding protein cabeza, putative, expressed	LOC_Os02g10920.5	no descriptionweakly similar to ( 178)AT3G15680| Symbols:  | zinc finger (Ran-binding) family protein | chr3:5315444-5316055 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 Drf_FH1 Atrophin-1 PRK07764 PRK05648	RNA.regulation of transcription.unclassified	27_3_99

CUST_87164_PI403524517	2	0.4212551	-0.13709593	-0.3577566	0.20762157	-0.4429884	0.13709545	35_24959	Rep: Putative transposase - Oryza sativa (Rice)	UniRef90_Q948B6	"CHR5V7|COORD:16810993..16812117| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G43722.1); similar to Transposase, IS4 [Medicago truncatula]"	AT5G41980.1	CHR10V5|COORD:2618194..2616803|protein transposon protein, putative, CACTA, En/Spm sub-class	LOC_Os10g05340.1	" no descriptionweakly similar to ( 127)AT5G41980| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G43722.1); similar to Transposase, IS4 [Medicago truncatula] (GB:ABE80314.1); contains domain FAMILY NOT NAMED (PTHR22930) | chr5:16810993-16812117 FORWARDnot assigned "	not assigned.unknown	35_2

CUST_10158_PI403524517	2	0.04187107	-0.23324299	-0.028282166	0.05523491	0.024366379	-0.024366379	35_2867	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10N42	"CHR5V7|COORD:628099..629166| similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABF95330.1); similar to Os03g0283300 [Oryza sativa"	AT5G02770.1	CHR03V5|COORD:9700976..9704059|protein expressed protein	LOC_Os03g17490.2	"no descriptionweakly similar to ( 115)AT5G02770| Symbols:  | similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABF95330.1); similar to Os03g0283300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001049753.1); contains domain FAMILY NOT NAMED (PTHR21594); contains domain gb def: Hypothetical protein Y53G8AR.6 (PTHR21594:SF7) | chr5:628099-629166 REVERSEnot assigned"	not assigned.unknown	35_2

CUST_743_PI399408534	2	0.11040783	-0.2637167	-0.051898956	0.053082466	-0.15849686	0.051898956	35_18779	"Cluster: Protein kinase C substrate 80K-H isoform 2-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Protein kinase C substrate 80K-H isoform 2-like - Ory"	UniRef90_Q5NBP9	CHR5V7|COORD:22840812..22845176| calmodulin-binding protein	AT5G56360.1	CHR01V5|COORD:9706474..9699515|protein protein kinase C substrate 80K-H, putative, expressed	LOC_Os01g16970.3	no descriptionmoderately similar to ( 259)AT5G56360| Symbols:  | calmodulin-binding protein | chr5:22840812-22845176 REVERSEnot assigned	signalling.calcium	30_3

CUST_19949_PI403524517	2	0.31678772	-0.270998	-0.03991604	0.1305151	-0.16346169	0.03991604	35_5784	"Cluster: Putative translation initiation factor IF-2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative translation initiation factor IF-2 - Oryza sativ"	UniRef90_Q69IM0	CHR4V7|COORD:6803842..6806722| translation initiation factor IF-2, mitochondrial, putative	AT4G11160.1	CHR09V5|COORD:20077693..20082156|protein ATP binding protein, putative, expressed	LOC_Os09g34010.1	 no descriptionmoderately similar to ( 410)AT4G11160| Symbols:  | translation initiation factor IF-2, mitochondrial, putative | chr4:6803842-6806722 FORWARDweakly similar to ( 142)IF2C_PHAVUTranslation initiation factor IF-2, chloroplast precursor - Phaseolus vulgaris (Kidney bean) (French bean)not assigned infB InfB infB mtIF2_IVc IF2_mtIF2_II IF2_IF5B_II PRK04004 	protein.synthesis.initiation	29_2_3

CUST_7692_PI403524517	2	0.023254395	0.3128128	0.070215225	-0.11449146	-0.02325344	-0.059610367	35_2141	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_74226_PI403524517	2	-0.0319376	0.036862373	-0.031165123	0.42038822	-0.14122391	0.031166077	35_21286	"Cluster: Putative ankyrin-kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ankyrin-kinase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K1X9	CHR2V7|COORD:18166594..18169061| ankyrin protein kinase, putative (APK1)	AT2G43850.2	CHR02V5|COORD:23875833..23870626|protein non-receptor tyrosine kinase spore lysis A, putative, expressed	LOC_Os02g39560.2	 no descriptionvery weakly similar to ( 100)AT2G43850| Symbols:  | ankyrin protein kinase, putative (APK1) | chr2:18166594-18169061 REVERSEnot assigned 	protein.postranslational modification	29_4

CUST_18732_PI404877155	2	-0.11951256	-0.36944866	-0.040104866	0.04010582	0.07549572	0.08894634	HVSMEm0021I24r2_x_at	0	0	0	0	0	0	gi|32488880|emb|CAE03552.1| OSJNBa0060D06.18	transport.calcium	34_21

CUST_102358_PI403524517	2	-0.018650055	0.58946705	0.018650055	0.09229374	-0.116028786	-0.021353722	35_29201	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_15913_PI399408534	2	-0.20059443	-0.030519962	0.14960003	1.0448279	0.030519962	-0.21592474	35_13374	"Cluster: Putative DNA-binding protein AT-hook 2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative DNA-binding protein AT-hook 2 - Oryza sativa (japonic"	UniRef90_Q6EQU6	CHR4V7|COORD:11984443..11985417| DNA-binding protein-related	AT4G22810.1	CHR02V5|COORD:14502234..14503609|protein DNA binding protein, putative, expressed	LOC_Os02g25020.1	no descriptionweakly similar to ( 104)AT4G12050| Symbols:  | DNA-binding protein-related | chr4:7220133-7221152 REVERSEDUF296	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_185_PI399408534	2	-0.11943245	-1.3174629	0.5164099	0.11943245	0.71933174	-0.29060268	35_11736	"Cluster: Os09g0510500 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0510500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J0G7	CHR5V7|COORD:19701386..19704097| basic helix-loop-helix (bHLH) family protein	AT5G48560.1	CHR09V5|COORD:19814715..19812148|protein bHLH transcription factor GBOF-1, putative, expressed	LOC_Os09g33580.2	no descriptionvery weakly similar to (70.5)AT3G07340| Symbols:  | basic helix-loop-helix (bHLH) family protein | chr3:2341194-2343294 REVERSE	RNA.regulation of transcription.bHLH,Basic Helix-Loop-Helix family	27_3_6

CUST_81747_PI403524517	2	0.08051109	0.3526125	0.08888054	-0.3122387	-0.08051109	-0.25247383	35_23448	Rep: B0811B10.9 protein - Oryza sativa (Rice)	UniRef90_Q259X7	CHR3V7|COORD:4264449..4266293| regulatory protein RecX family protein	AT3G13226.1	CHR04V5|COORD:33872545..33876347|protein regulatory protein RecX, putative, expressed	LOC_Os04g57230.1	no descriptionvery weakly similar to (88.6)AT3G13226| Symbols:  | regulatory protein RecX family protein | chr3:4264449-4266293 REVERSErecX OraA	DNA.repair	28_2

CUST_179626_PI403524517	2	-0.035982132	-0.043182373	-0.031825066	0.03182602	0.2698698	0.40490913	35_49954	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_99684_PI403524517	2	-0.38071823	-0.020532608	0.67764187	0.18663216	-0.115688324	0.020532608	35_28455	"Cluster: DTDP-glucose 4-6-dehydratase-like protein; n=2; Oryza sativa|Rep: DTDP-glucose 4-6-dehydratase-like protein - Oryza sativa (Rice)"	UniRef90_Q8W2F7	"CHR2V7|COORD:19545821..19548434| UXS4 (UDP-XYLOSE SYNTHASE 4); catalytic"	AT2G47650.1	CHR01V5|COORD:11893397..11889345|protein UDP-glucuronic acid decarboxylase 1, putative, expressed	LOC_Os01g21320.1	" no descriptionweakly similar to ( 134)AT3G62830| Symbols: AUD1, ATUXS2, UXS2 | UXS2 (UDP-GLUCURONIC ACID DECARBOXYLASE 2); catalytic/ dTDP-glucose 4,6-dehydratase | chr3:23243514-23246328 FORWARDnot assigned "	cell wall.precursor synthesis.UXS	10_1_5

CUST_46705_PI403524517	2	0.19051933	0.15649796	-0.060483456	0.060483932	-0.4379449	-0.28065777	35_13375	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_157892_PI403524517	2	-0.0018830299	0.030143261	0.8054414	-0.21754265	-0.2773652	0.0018830299	35_44081	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_54862_PI403524517	2	0.084620476	-0.5469799	-0.027769089	-0.020397186	0.020397186	0.048374176	35_15616	"Cluster: Protein transport protein SEC61 gamma-1 subunit; n=4; Magnoliophyta|Rep: Protein transport protein SEC61 gamma-1 subunit - Arabidopsis thaliana (Mouse-"	UniRef90_Q9SW34	CHR5|COORD:20568663..20569792| protein transport protein SEC61 gamma subunit, putative, similar to Swiss-Prot:Q19967 protein transport protein SEC61 gamma	AT5G50460.1	CHR02V5|COORD:4332269..4332778|protein protein transport protein SEC61 gamma subunit, putative, expressed	LOC_Os02g08180.1	 no descriptionweakly similar to ( 104)AT5G50460| Symbols:  | protein transport protein SEC61 gamma subunit, putative | chr5:20569394-20569735 REVERSEweakly similar to ( 108)SC61G_ORYSAnot assigned SecE Sss1 	protein.targeting.secretory pathway.unspecified	29_3_4_99

CUST_15599_PI404877155	2	0.0058755875	-0.27060318	-0.0058755875	0.095721245	0.17628765	-0.03325367	Contig9436_at	plastid-specific ribosomal protein 2 precursor [Spinacia oleracea]	AAF64167.1	RNA recognition motif (RRM)-containing protein	At3g52150.1	protein plastid-specific ribosomal protein 2 precursor	Os09g10760	"RNA recognition motif (RRM)-containing protein, similar to chloroplast RNA-binding protein cp33 (Arabidopsis thaliana) GI:681912; contains InterPro entry IPR000504: RNA-binding region RNP-1 (RNA recognition motif) (RRM) domain or  similar to 33 kDa ribonu"	RNA.regulation of transcription.unclassified	27_3_99

CUST_104110_PI403524517	2	0.006341934	0.24020481	-0.006341934	-0.07632542	0.041220665	-0.09282398	35_29674	"Cluster: IBR domain containing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: IBR domain containing protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2RBQ1	CHR5V7|COORD:24269452..24271936| zinc finger (C3HC4-type RING finger) family protein	AT5G60250.1	CHR12V5|COORD:132654..134949|protein expressed protein	LOC_Os12g01230.1	no description	not assigned.unknown	35_2

CUST_17613_PI403524517	2	0.05032158	0.26377106	4.005432E-4	-0.08742428	-0.0015573502	-4.014969E-4	35_5090	"Cluster: Hypothetical protein P0501G08.31; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0501G08.31 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5ZA38	"CHR4V7|COORD:13402761..13404214| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G56020.1); similar to Os06g0300300 [Oryza sativa (japonica"	AT4G26550.1	CHR06V5|COORD:11188424..11183910|protein protein SFT2, putative, expressed	LOC_Os06g19620.1	"no descriptionmoderately similar to ( 291)AT4G26550| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G56020.1); similar to Os06g0300300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001057449.1); similar to Phosphatidylinositol-4-phosphate 5-Kinase family protein [Tetrahymena thermophila SB210] (GB:XP_001021172.1); similar to Os06g0608600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001058041.1); contains InterPro domain SFT2-like; (InterPro:IPR011691) | chr4:13402761-13404214 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned SFT2 SFT2 Atrophin-1 PRK07764 PRK12323 DUF1421 Drf_FH1 PRK07003 Extensin_2 APC_basic Tymo_45kd_70kd FAP HPC2 GRASP55_65 PRK05648 tatB PRK10819 DUF1509 DUF605 DUF1431"	not assigned.unknown	35_2

CUST_2209_PI403524517	2	-0.014829636	1.7382851	-0.019716263	0.014830589	-0.23709202	0.09738922	35_598	"Cluster: Os05g0188100 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0188100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DK70	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	CHR05V5|COORD:5394176..5395447|protein expressed protein	LOC_Os05g09580.1	no descriptionTT_ORF1	not assigned.unknown	35_2

CUST_180223_PI403524517	2	0.0035190582	-0.29549694	0.05269146	-0.0035190582	-0.22854376	0.036325455	35_50120	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_30183_PI399408534	2	0.27797222	-0.05659914	-0.24498749	0.056599617	0.2226038	-0.12164974	35_38538	"Cluster: Os03g0262000 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os03g0262000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DTA0	CHR1V7|COORD:29225526..29228755| 1-phosphatidylinositol-4-phosphate 5-kinase, putative / PIP kinase, putative / PtdIns(4)P-5-kinase, putative /	AT1G77740.1	CHR03V5|COORD:8537800..8541861|protein phosphatidylinositol-4-phosphate 5-kinase 2, putative, expressed	LOC_Os03g15550.1	 no descriptionmoderately similar to ( 246)AT1G77740| Symbols:  | 1-phosphatidylinositol-4-phosphate 5-kinase, putative / PIP kinase, putative / PtdIns(4)P-5-kinase, putative / diphosphoinositide kinase, putative | chr1:29225526-29228755 FORWARDweakly similar to ( 154)PI5K1_ORYSAnot assigned not assigned PIP5K PIPKc PIPKc MSS4 	signalling.phosphinositides.phosphatidylinositol-4-phosphate 5-kinase	30_4_1

CUST_1370_PI403524517	2	-0.32580948	0.05258751	0.7358227	0.091617584	-0.11892986	-0.05258751	35_362	Rep: BLT4 protein precursor - Hordeum vulgare (Barley)	UniRef90_P25307	"CHR5V7|COORD:23942522..23942998| LTP4 (LIPID TRANSFER PROTEIN 4); lipid binding"	AT5G59310.1	CHR12V5|COORD:731978..733218|protein nonspecific lipid-transfer protein 2 precursor, putative, expressed	LOC_Os12g02310.1	"no descriptionvery weakly similar to (55.5)AT5G59310| Symbols: LTP4 | LTP4 (LIPID TRANSFER PROTEIN 4); lipid binding | chr5:23942522-23942998 REVERSEvery weakly similar to (97.8)NLTP8_HORVUNon-specific lipid-transfer protein Cw18 precursor - Hordeum vulgare (Barley)nsLTP1"	lipid metabolism.lipid transfer proteins etc	11_6

CUST_8374_PI404877155	2	0.053466797	0.11607647	-0.053466797	-0.15362167	-0.06776047	0.087246895	Contig24794_at	unknown protein [Oryza sativa (japonica cultivar-group)]	BAC84071.1	myb family transcription factor	At1g15720.1	protein Myb-like DNA-binding domain, putative	Os07g49530	NONE	RNA.regulation of transcription.MYB-related transcription factor family	27_3_26

CUST_19894_PI403524517	2	0.09350586	-0.07457733	0.0039377213	-0.003938675	-0.21350098	0.10695362	35_5770	Rep: Actin-depolymerizing factor 6 - Oryza sativa (Rice)	UniRef90_Q7XSN9	CHR1V7|COORD:275528..276126| actin-depolymerizing factor, putative	AT1G01750.1	CHR04V5|COORD:27601038..27600059|protein actin-depolymerizing factor, putative, expressed	LOC_Os04g46910.1	 no descriptionvery weakly similar to (66.6)AT1G01750| Symbols:  | actin-depolymerizing factor, putative | chr1:275528-276126 FORWARDvery weakly similar to (67.8)ADF_LILLOActin-depolymerizing factor - Lilium longiflorum (Trumpet lily)not assigned 	cell.organisation	31_1

CUST_14057_PI403524517	2	0.13006783	-0.30080795	-0.23080158	-0.045261383	0.045261383	0.17173576	35_4031	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_6209_PI403524517	2	-0.0082063675	-0.48758793	-0.033275604	0.105404854	0.041085243	0.0082063675	35_1721	"Cluster: ESTs AU078175; n=3; Oryza sativa (japonica cultivar-group)|Rep: ESTs AU078175 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q9SNJ7	CHR2V7|COORD:490023..490334| NADH-ubiquinone oxidoreductase B18 subunit, putative	AT2G02050.1	CHR03V5|COORD:1667883..1663830|protein NADH-ubiquinone oxidoreductase B18 subunit, putative, expressed	LOC_Os03g03770.1	 no descriptionweakly similar to ( 127)AT2G02050| Symbols:  | NADH-ubiquinone oxidoreductase B18 subunit, putative | chr2:490023-490334 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned NDUF_B7 PRK07003 HPC2 	mitochondrial electron transport / ATP synthesis.NADH-DH.localisation not clear	9_1_2

CUST_18827_PI403524517	2	0.045381546	0.29382324	-0.025859833	-0.06934166	-0.047346115	0.025859833	35_5449	"Cluster: Os02g0825700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0825700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DW92	0	0	CHR02V5|COORD:35433039..35431872|protein hypothetical protein	LOC_Os02g57880.1	no description	not assigned.unknown	35_2

CUST_31048_PI399408534	2	-0.009889603	0.07073021	0.009889603	-0.12857533	-0.30889702	0.02649498	35_7668	"Cluster: PWWP domain containing protein, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: PWWP domain containing protein, expressed - Oryza sativa (j"	UniRef90_Q10L59	CHR3V7|COORD:23313642..23320550| PWWP domain-containing protein	AT3G63070.1	CHR03V5|COORD:13839721..13819962|protein PWWP domain containing protein, expressed	LOC_Os03g24339.1	no descriptionweakly similar to ( 134)AT3G63070| Symbols:  | PWWP domain-containing protein | chr3:23313642-23320550 FORWARDnot assigned PWWP PWWP	RNA.regulation of transcription.PWWP domain protein	27_3_68

CUST_115546_PI403524517	2	0.53061676	0.6217108	0.14103651	-0.2179594	-0.14103651	-0.2111206	35_32772	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_14282_PI403524517	2	-0.00957489	0.06482983	9.365082E-4	-0.014015198	-9.3746185E-4	0.088912964	35_4097	"Cluster: Hypothetical protein OJ1124_H03.5; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1124_H03.5 - Oryza sativa (japonica cultivar"	UniRef90_Q94GQ4	"CHR5V7|COORD:19250240..19252065| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G17420.1); similar to hypothetical protein 31.t00054 [Brassica"	AT5G47420.1	CHR03V5|COORD:30686875..30690666|protein expressed protein	LOC_Os03g53600.1	"no descriptionmoderately similar to ( 332)AT5G47420| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G17420.1); similar to hypothetical protein 31.t00054 [Brassica oleracea] (GB:ABD65092.1); contains InterPro domain Protein of unknown function DUF124; (InterPro:IPR002838) | chr5:19250240-19252065 FORWARDDUF124 COG2013"	not assigned.unknown	35_2

CUST_32553_PI399408534	2	-0.1693821	0.6796799	0.07310104	-0.07310104	-0.2632122	1.0658407	35_17126	"Cluster: TF-like protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: TF-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q84P66	CHR1V7|COORD:3333927..3337493| NF-X1 type zinc finger family protein	AT1G10170.1	CHR06V5|COORD:7923038..7919481|protein transcriptional repressor NF-X1, putative, expressed	LOC_Os06g14190.1	no descriptionhighly similar to ( 748)AT1G10170| Symbols:  | NF-X1 type zinc finger family protein | chr1:3333927-3337493 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_78228_PI403524517	2	0.20393562	-0.37204266	-0.075128555	-0.037626266	0.21594334	0.037626266	35_22424	"Cluster: Putative transposable element; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative transposable element - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8LND1	0	0	CHR05V5|COORD:14801352..14808285|protein homeobox domain containing protein, expressed	LOC_Os05g25600.1	no description	not assigned.unknown	35_2

CUST_77734_PI403524517	2	0.24606419	-0.5830822	0.0053300858	-0.07008076	-0.0053310394	0.10869789	35_22284	"Cluster: At5g50300; n=1; Oryza sativa (japonica cultivar-group)|Rep: At5g50300 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53MW1	CHR3V7|COORD:3424991..3426730| xanthine/uracil permease family protein	AT3G10960.1	CHR11V5|COORD:13161296..13163291|protein transmembrane transport protein-like, putative, expressed	LOC_Os11g24060.1	no descriptionweakly similar to ( 110)AT3G10960| Symbols:  | xanthine/uracil permease family protein | chr3:3424991-3426730 REVERSECOG2252	transport.misc	34_99

CUST_52328_PI403524517	2	-0.09274101	0.49418926	-0.063287735	0.053082466	-0.053081512	0.15577221	35_14910	Rep: 50S ribosomal protein L10 - Oryza sativa (Rice)	UniRef90_Q9ZSS9	CHR5V7|COORD:4341297..4341959| ribosomal protein L10 family protein	AT5G13510.1	CHR03V5|COORD:9761641..9760485|protein 50S ribosomal protein L10, putative, expressed	LOC_Os03g17580.1	 no descriptionmoderately similar to ( 258)AT5G13510| Symbols:  | ribosomal protein L10 family protein | chr5:4341297-4341959 FORWARDmoderately similar to ( 270)RK10_TOBAC50S ribosomal protein L10, chloroplast precursor - Nicotiana tabacum (Common tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned rplJ RplJ PRK07764 PRK07003 Tymo_45kd_70kd Ribosomal_L10 PRK12678 PRK12323 Atrophin-1 APC_basic 	protein.synthesis.mito/plastid ribosomal protein.plastid	29_2_1_1

CUST_6620_PI403524517	2	0.15322876	0.058395386	0.090081215	-0.14423752	-0.18606281	-0.058395386	35_1838	"Cluster: F1F0-ATPase inhibitor protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: F1F0-ATPase inhibitor protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q9XIV2	CHR5V7|COORD:1372203..1373362| F1F0-ATPase inhibitor protein, putative	AT5G04750.1	CHR08V5|COORD:27833353..27835113|protein expressed protein	LOC_Os08g44460.3	no description	not assigned.unknown	35_2

CUST_29927_PI399408534	2	0.06098509	0.5975146	-0.06098509	-0.30136538	2.116509	-0.3057089	35_40878	"Cluster: Brassinosteroid C-3 oxidase; n=1; Hordeum vulgare subsp. vulgare|Rep: Brassinosteroid C-3 oxidase - Hordeum vulgare var. distichum (Two-rowed barley)"	UniRef90_A0MNY8	"CHR3V7|COORD:4498337..4500843| CYP90D1 (CYTOCHROME P450, FAMILY 90, SUBFAMILY D, POLYPEPTIDE 1); oxidoreductase, acting on paired donors, with"	AT3G13730.1	CHR05V5|COORD:6247218..6252386|protein cytochrome P450 90D2, putative, expressed	LOC_Os05g11130.1	" no descriptionvery weakly similar to (92.0)AT3G13730| Symbols: CYP90D1 | CYP90D1 (CYTOCHROME P450, FAMILY 90, SUBFAMILY D, POLYPEPTIDE 1); oxidoreductase, acting on paired donors, with incorporation or reduction of molecular oxygen, NADH or NADPH as one donor, and incorporation of one atom of oxygen / oxygen binding | chr3:4498337-4500843 REVERSEweakly similar to ( 114)C90D2_ORYSA"	hormone metabolism.brassinosteroid.synthesis-degradation.BRs.other	17_3_1_1_99

CUST_57980_PI403524517	2	-0.061775208	0.047183037	-0.047183037	0.052739143	0.056124687	-0.18372917	35_16529	"Cluster: 50S ribosomal protein L18, chloroplast precursor; n=3; Oryza sativa|Rep: 50S ribosomal protein L18, chloroplast precursor - Oryza sativa (Rice)"	UniRef90_Q8SAY0	CHR1V7|COORD:17870937..17871883| ribosomal protein L18 family protein	AT1G48350.1	CHR03V5|COORD:34724407..34726448|protein 50S ribosomal protein L18, chloroplast precursor, putative, expressed	LOC_Os03g61260.2	no descriptionweakly similar to ( 183)AT1G48350| Symbols:  | ribosomal protein L18 family protein | chr1:17870937-17871883 FORWARDmoderately similar to ( 236)RK18_ORYSArplR RplR rpl18 Ribosomal_L18p	protein.synthesis.mito/plastid ribosomal protein.plastid	29_2_1_1

CUST_122227_PI403524517	2	-0.015779495	0.74433327	0.015780449	-0.18474388	-0.22727013	0.061805725	35_34499	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_25994_PI403524517	2	0.040309906	-0.033927917	0.012475014	-0.012475014	-0.043851852	0.1402235	35_7531	"Cluster: Os11g0108800 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os11g0108800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IV71	CHR3V7|COORD:21866650..21868824| protein kinase family protein	AT3G59110.1	CHR11V5|COORD:400949..396421|protein BRASSINOSTEROID INSENSITIVE 1-associated receptor kinase 1 precursor, putative, expressed	LOC_Os11g01740.2	no description	not assigned.unknown	35_2

CUST_89057_PI403524517	2	0.17375422	0.5728221	0.12654114	-0.18291092	-0.12654114	-0.20512247	35_25478	"Cluster: GAMYB-binding protein; n=2; Hordeum vulgare subsp. vulgare|Rep: GAMYB-binding protein - Hordeum vulgare var. distichum (Two-rowed barley)"	UniRef90_Q6J6M8	CHR2V7|COORD:19003184..19005536| BTB/POZ domain-containing protein	AT2G46260.1	CHR06V5|COORD:18085703..18079932|protein GAMYB-binding protein, putative, expressed	LOC_Os06g31100.1	no descriptionweakly similar to ( 136)AT2G46260| Symbols:  | BTB/POZ domain-containing protein | chr2:19003184-19005536 FORWARD	not assigned.no ontology.BTB/POZ domain-containing protein	35_1_9

CUST_36412_PI403524517	2	0.0550251	-0.17330265	-0.0067043304	0.006705284	-0.088377	0.02725792	35_10502	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_95191_PI403524517	2	-2.2983551E-4	0.8162432	-0.0085392	2.2888184E-4	-0.13729668	0.14288998	35_27204	Rep: Hypothetical protein - Musa acuminata (Banana)	UniRef90_Q1EP07	CHR3V7|COORD:6736388..6738336| late embryogenesis abundant protein-related / LEA protein-related	AT3G19430.1	CHR08V5|COORD:28131423..28137286|protein multidrug resistance protein 1, putative, expressed	LOC_Os08g45030.1	no description	not assigned.unknown	35_2

CUST_10775_PI404877155	2	0.1990099	-0.28294373	-0.15287971	-0.006450653	0.006450653	0.017559052	Contig451_at	putative dihydrolipoamide dehydrogenase precursor [Oryza sativa (japonica cultivar-group)] dbj|BAB39219.1| putative dihydrolipoamide dehydro	NP_908725.1	dihydrolipoamide dehydrogenase 1, mitochondrial / lipoamide dehydrogenase 1 (MTLPD1)	At1g48030.1	protein dihydrolipoamide dehydrogenase	Os01g22520	dihydrolipoamide dehydrogenase 1, mitochondrial / lipoamide dehydrogenase 1 (MTLPD1), identical to GB:AAF34795 (gi:12704696) from (Arabidopsis thaliana) or  dihydrolipoamide dehydrogenase 1, mitochondrial / lipoamide dehydrogenase 1 (MTLPD1), identical to	TCA / org. transformation.TCA.pyruvate DH.E3	8_1_01_03

CUST_23862_PI403524517	2	-0.074531555	-0.5262623	0.32832146	-0.48082256	0.07453251	0.34730148	35_6935	"Cluster: Hypothetical protein OSJNBb0061I18.8; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0061I18.8 - Oryza sativa (japonica cu"	UniRef90_Q94HC7	CHR3V7|COORD:4761661..4762293| similar to hypothetical protein MtrDRAFT_AC157534g12v1 [Medicago truncatula] (GB:ABE86457.1)	AT3G14280.1	CHR10V5|COORD:12651629..12652123|protein expressed protein	LOC_Os10g25150.1	no descriptionvery weakly similar to (52.4)AT3G14280| Symbols:  | similar to hypothetical protein MtrDRAFT_AC157534g12v1 [Medicago truncatula] (GB:ABE86457.1) | chr3:4761661-4762293 REVERSE	not assigned.unknown	35_2

CUST_23792_PI403524517	2	0.11940193	0.038140297	-0.22527122	-0.038139343	-0.06059265	0.07478428	35_6911	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_134871_PI403524517	2	0.11525154	0.49053383	0.3108368	-0.23222542	-0.30856323	-0.11525154	35_37840	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_18626_PI403524517	2	0.111888885	-0.21911907	-0.25534248	0.18400192	0.15073872	-0.111888885	35_5386	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6AVV7	CHR1V7|COORD:22496859..22500684| proline-rich family protein	AT1G61080.1	CHR03V5|COORD:27385764..27381017|protein expressed protein	LOC_Os03g48190.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07764 Atrophin-1 Extensin_2 PRK12678 Drf_FH1 PRK05648 PRK07003	not assigned.unknown	35_2

CUST_111015_PI403524517	2	-0.30795002	-0.041440964	0.17267895	0.04144001	0.32937908	-0.45769405	35_31527	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_5163_PI403524517	2	0.023355484	-0.12072849	-0.030569077	0.016950607	-0.016950607	0.020346642	35_1421	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q75ID5	CHR2V7|COORD:8971531..8972247| similar to hypothetical protein [Capsicum chinense] (GB:CAJ13713.1)	AT2G20820.1	CHR03V5|COORD:21332767..21336863|protein expressed protein	LOC_Os03g38520.1	no descriptionvery weakly similar to (80.9)AT2G20820| Symbols:  | similar to hypothetical protein [Capsicum chinense] (GB:CAJ13713.1) | chr2:8971531-8972318 FORWARD	not assigned.unknown	35_2

CUST_1614_PI403524517	2	0.38162136	-1.7714319	-0.3816204	0.8155098	0.46124077	-0.41897488	35_427	"Cluster: Glyceraldehyde-3-phosphate dehydrogenase A, chloroplast precursor; n=6; Poaceae|Rep: Glyceraldehyde-3-phosphate dehydrogenase A, chloroplast"	UniRef90_P09315	"CHR1V7|COORD:4392632..4394281| GAPA-2; glyceraldehyde-3-phosphate dehydrogenase"	AT1G12900.1	CHR04V5|COORD:22718006..22720000|protein glyceraldehyde-3-phosphate dehydrogenase A, chloroplast precursor, putative, expressed	LOC_Os04g38600.3	 no descriptionhighly similar to ( 603)AT1G12900| Symbols: GAPA-2 | GAPA-2 | chr1:4392632-4393745 REVERSEhighly similar to ( 641)G3PA_MAIZEGlyceraldehyde-3-phosphate dehydrogenase A, chloroplast precursor - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07403 GapA PRK07729 PRK08955 PRK08289 Gp_dh_C Gp_dh_N Herpes_BLLF1 PRK07003 PRK12323 Atrophin-1 AF-4 APC_basic HPC2 Herpes_UL32 Tymo_45kd_70kd PRK07764 GRASP55_65 PRK09169 DUF566 PRK12678 DUF1421 TT_ORF1 KAR9 Extensin_2 Pneumo_att_G 	glycolysis.glyceraldehyde 3-phosphate dehydrogenase	4_9

CUST_143427_PI403524517	2	0.09948158	0.12940931	0.16005707	-0.09948158	-0.6264024	-0.10120726	35_40187	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_8619_PI403524517	2	0.03481865	-1.1353397	-0.05185604	0.073758125	0.028259277	-0.028259277	35_2414	"Cluster: Putative centromere/microtubule binding protein; n=2; BEP clade|Rep: Putative centromere/microtubule binding protein - Oryza sativa (japonica cultivar-"	UniRef90_Q8H5T5	CHR3V7|COORD:21165234..21166931| NAP57 (ARABIDOPSIS THALIANA HOMOLOGUE OF NAP57)	AT3G57150.1	CHR07V5|COORD:26407120..26404945|protein h/ACA ribonucleoprotein complex subunit 4, putative, expressed	LOC_Os07g44190.1	no descriptionhighly similar to ( 688)AT3G57150| Symbols: NAP57 | NAP57 (ARABIDOPSIS THALIANA HOMOLOGUE OF NAP57) | chr3:21165234-21166931 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK04270 PseudoU_synth_hDyskerin TruB PseudoU_synth_TruB_like PseudoU_synth_EcTruB TruB_N truB truB truB truB DKCLD truB truB truB truB truB truB PUA truB truB PUA PseudoU_synth_TruB_4 Atrophin-1 PRK07003 truB Caldesmon Tymo_45kd_70kd truB HPC2 DUF1421 DUF566 tolA TolA PRK12323 PRK08557 PRK07764 TT_ORF1 TolA APC_basic CDC27 PRK05648 KAR9 Extensin_2 GRASP55_65 PRK10819 SURF6 TFIIF_alpha COG2016 PRK07735 Herpes_BLLF1 AF-4 Herpes_UL56	DNA.synthesis/chromatin structure	28_1

CUST_177605_PI403524517	2	0.1080246	-0.3272028	-0.12141609	0.05814171	0.10958099	-0.05814171	35_49401	"Cluster: Putative XRCC3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative XRCC3 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6YU07	"CHR5V7|COORD:23291234..23292148| XRCC3 (Arabidopsis thaliana homolog of XRCC3); ATP binding / damaged DNA binding"	AT5G57450.1	CHR02V5|COORD:21306134..21307006|protein DNA-repair protein XRCC3, putative	LOC_Os02g35450.1	" no descriptionweakly similar to ( 121)AT5G57450| Symbols: ATXRCC3, XRCC3 | XRCC3 (Arabidopsis thaliana homolog of XRCC3); ATP binding / damaged DNA binding | chr5:23291234-23292148 REVERSEnot assigned not assigned not assigned Rad51_DMC1_radA recA_like RecA Rad51 "	DNA.synthesis/chromatin structure	28_1

CUST_5101_PI404877155	2	-0.046209335	0.43044186	-0.3479452	0.36973572	-0.5971699	0.04620838	Contig16535_at	3-methylcrotonyl-CoA carboxylase, biotin-carrier domain	AAA53140.1	methylcrotonyl-CoA carboxylase alpha chain, mitochondrial / 3-methylcrotonyl-CoA carboxylase 1 (MCCA)	At1g03090.1	protein methylcrotonyl-coa carboxylase alpha chain, mitochondrial precursor(ec 6.4.1.4)	Os12g41250	3-methylcrotonyl CoA carboxylase biotin-containing subunit	amino acid metabolism.degradation.branched-chain group.leucine	13_2_4_4

CUST_11573_PI403524517	2	-0.038799286	0.0774765	0.020852089	-0.008136749	-0.116838455	0.008137703	35_3285	Rep: OSIGBa0152K17.9 protein - Oryza sativa (Rice)	UniRef90_Q01J78	0	0	CHR04V5|COORD:22121721..22127414|protein expressed protein	LOC_Os04g37540.1	no description	not assigned.unknown	35_2

CUST_165273_PI403524517	2	0.06514263	-0.20586681	-0.2091012	0.49228334	-0.06256008	0.06256056	35_46058	0	0	"CHR3V7|COORD:8960418..8963310| ATPERK1 (PROLINE EXTENSIN-LIKE RECEPTOR KINASE 1); ATP binding / protein kinase"	AT3G24550.1	CHR11V5|COORD:19074983..19070908|protein amidase, putative, expressed	LOC_Os11g33090.1	no description	not assigned.unknown	35_2

CUST_95444_PI403524517	2	-0.0112223625	0.06716442	-0.09207821	0.33803797	0.0112223625	-0.4131856	35_27277	"Cluster: Putative salt tolerance protein 3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative salt tolerance protein 3 - Oryza sativa (japonica cultivar"	UniRef90_Q6K8R4	CHR5V7|COORD:5749851..5753417| LUC7 N_terminus domain-containing protein	AT5G17440.1	CHR02V5|COORD:23723396..23728528|protein pre-mRNA processing factor, putative, expressed	LOC_Os02g39300.1	no descriptionmoderately similar to ( 365)AT5G17440| Symbols:  | LUC7 N_terminus domain-containing protein | chr5:5749851-5753417 FORWARDnot assigned not assigned LUC7 LUC7 Smc PRK03918	not assigned.no ontology	35_1

CUST_42035_PI403524517	2	0.052729607	0.096263885	-0.21872425	-0.024579048	0.024579048	-0.029221535	35_12086	"Cluster: Putative D-threonine dehydrogenase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative D-threonine dehydrogenase - Oryza sativa (japonica cultiv"	UniRef90_Q8LQ70	CHR4V7|COORD:14350867..14351871| 6-phosphogluconate dehydrogenase NAD-binding domain-containing protein	AT4G29120.1	CHR01V5|COORD:31326302..31324833|protein expressed protein	LOC_Os01g53910.1	no descriptionweakly similar to ( 119)AT4G29120| Symbols:  | 6-phosphogluconate dehydrogenase NAD-binding domain-containing protein | chr4:14350867-14351871 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned NAD_binding_2 MmsB garR PRK12323 Drf_FH1 DUF1421 PRK07764 Extensin_2 Atrophin-1 PRK07003 DUF566 PRK09599 TT_ORF1 PRK11880 F420_oxidored ProC PRK05648	OPP.oxidative PP.6-phosphogluconate dehydrogenase	7_1_3

CUST_100803_PI403524517	2	0.18755436	-0.012653828	0.032758236	-0.0067853928	-0.8874192	0.0067853928	35_28769	Rep: Hypothetical protein - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_O23557	"CHR4V7|COORD:9615997..9624221| similar to C2 domain-containing protein [Arabidopsis thaliana] (TAIR:AT1G48090.2); similar to unknown protein [Oryza"	AT4G17120.1	CHR02V5|COORD:15944630..15925427|protein expressed protein	LOC_Os02g27110.2	" no descriptionvery weakly similar to ( 100)AT4G17120| Symbols:  | similar to C2 domain-containing protein [Arabidopsis thaliana] (TAIR:AT1G48090.2); similar to unknown protein [Oryza sativa] (GB:AAG60185.1); similar to Os10g0565300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001065419.1); contains InterPro domain C2 calcium/lipid-binding region, CaLB; (InterPro:IPR008973) | chr4:9615997-9624221 REVERSE"	not assigned.unknown	35_2

CUST_162010_PI403524517	2	-0.14274693	-0.32000065	-0.06694698	0.06694698	0.16983414	0.08869457	35_45189	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_54005_PI403524517	2	0.10620594	0.5638056	-0.04127693	-0.013011932	-0.007874489	0.0078754425	35_15370	"Cluster: Glutamyl-tRNA reductase, chloroplast precursor; n=8; Poaceae|Rep: Glutamyl-tRNA reductase, chloroplast precursor - Oryza sativa (Rice)"	UniRef90_O48674	"CHR1V7|COORD:21627693..21629716| HEMA1; glutamyl-tRNA reductase"	AT1G58290.1	CHR10V5|COORD:18832897..18829486|protein glutamyl-tRNA reductase, chloroplast precursor, putative, expressed	LOC_Os10g35840.1	"no descriptionhighly similar to ( 617)AT1G58290| Symbols: HEMA1 | HEMA1; glutamyl-tRNA reductase | chr1:21627693-21629716 REVERSEhighly similar to ( 847)HEM12_HORVUGlutamyl-tRNA reductase 2 - Hordeum vulgare (Barley)hemA HemA GlutR_N GlutR_dimer Shikimate_DH hemA TT_ORF1 aroE"	tetrapyrrole synthesis.glu-tRNA reductase	19_2

CUST_18699_PI399408534	2	0.14303017	-0.24842644	-0.031152725	-0.029485703	0.15533066	0.029484749	35_19811	"Cluster: Leucine zipper factor-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Leucine zipper factor-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5N7Y0	CHR1V7|COORD:2424600..2426422| leucine zipper factor-related	AT1G07840.1	CHR01V5|COORD:40014161..40011433|protein expressed protein	LOC_Os01g68310.1	no descriptionmoderately similar to ( 262)AT1G07840| Symbols:  | leucine zipper factor-related | chr1:2424600-2426128 FORWARDnot assigned Sas10_Utp3	RNA.regulation of transcription.unclassified	27_3_99

CUST_39052_PI403524517	2	0.46611977	0.008648396	0.1627059	-0.008647919	-0.47986794	-0.13436413	35_11232	"Cluster: Hypothetical protein OSJNBa0051C19.3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0051C19.3 - Oryza sativa (japonica cu"	UniRef90_Q851U2	CHR5V7|COORD:17332836..17338372| transcription initiation factor	AT5G43130.1	CHR03V5|COORD:18602509..18593422|protein transcription initiation factor, putative, expressed	LOC_Os03g32590.2	no descriptionvery weakly similar to (56.6)AT5G43130| Symbols:  | transcription initiation factor | chr5:17332836-17338372 REVERSE	RNA.transcription	27_2

CUST_11198_PI403524517	2	0.059366226	-0.52834225	0.04508972	0.25995684	-0.077570915	-0.04508972	35_3173	"Cluster: Putative trafficking protein particle complex 6B; n=3; Oryza sativa (japonica cultivar-group)|Rep: Putative trafficking protein particle complex 6B - O"	UniRef90_Q6K335	CHR3V7|COORD:1387450..1388703| transport protein particle (TRAPP) component Bet3 family protein	AT3G05000.1	CHR07V5|COORD:11283630..11278610|protein transport protein particle component, Bet3 containing protein, expressed	LOC_Os07g19060.1	no descriptionmoderately similar to ( 278)AT3G05000| Symbols:  | transport protein particle (TRAPP) component Bet3 family protein | chr3:1387450-1388703 REVERSEnot assigned not assigned TRAPP_Bet3	not assigned.no ontology	35_1

CUST_180688_PI403524517	2	-0.11467934	0.28673887	-0.2635603	0.11467934	-0.358428	0.546576	35_50250	"Cluster: MATH domain containing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: MATH domain containing protein - Oryza sativa (japonica cultivar-group"	UniRef90_Q7XEE3	"CHR3V7|COORD:937113..939814| ATBPM4 (BTB-POZ AND MATH DOMAIN 4); protein binding"	AT3G03740.1	CHR10V5|COORD:14794995..14796062|protein ATBPM2, putative	LOC_Os10g29020.1	"no descriptionvery weakly similar to (75.9)AT3G43700| Symbols: ATBPM6 | ATBPM6 (BTB-POZ AND MATH DOMAIN 6); protein binding | chr3:15612931-15614486 FORWARDMATH MATH MATH_SPOP"	protein.degradation.ubiquitin.E3.BTB/POZ Cullin3.BTB/POZ	29_5_11_4_5_2

CUST_55178_PI403524517	2	-0.059936523	-0.2348857	0.266531	0.21149826	-0.12016392	0.059936047	35_15706	"Cluster: Putative transmembrane protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative transmembrane protein - Oryza sativa (japonica cultivar-group"	UniRef90_Q60DU0	CHR5V7|COORD:13432184..13434151| endomembrane protein 70, putative	AT5G35160.1	CHR05V5|COORD:4087899..4085128|protein transmembrane 9 superfamily protein member 2 precursor, putative, expressed	LOC_Os05g07650.1	 no descriptionhighly similar to ( 604)AT5G35160| Symbols:  | endomembrane protein 70, putative | chr5:13432184-13434151 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned EMP70 Herpes_BLLF1 Tymo_45kd_70kd Atrophin-1 PRK07003 PRK07764 PRK12323 HPC2 DUF566 TT_ORF1 COG0392 Pneumo_att_G AF-4 PotE PRK12678 TagG Extensin_2 Voltage_gated_ClC Herpes_UL32 PRK05771 SerH EriC 	not assigned.unknown	35_2

CUST_67391_PI403524517	2	0.06659508	-0.093746185	0.008148193	-0.00814867	0.07856035	-0.021758556	35_19242	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_112860_PI403524517	2	0.30749226	-0.31565332	0.190413	0.13027954	-0.18595791	-0.13027906	35_32033	"Cluster: Hypothetical protein OSJNBb0092G21.1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0092G21.1 - Oryza sativa (japonica cu"	UniRef90_Q75HW4	"CHR5V7|COORD:1622339..1624165| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G14920.1); similar to Os05g0395000 [Oryza sativa (japonica"	AT5G05480.1	CHR05V5|COORD:19141191..19138972|protein peptide-N4-asparagine amidase A, putative, expressed	LOC_Os05g32820.1	"no descriptionweakly similar to ( 167)AT5G05480| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G14920.1); similar to Os05g0395000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001055461.1); similar to Peptide-N4-(N-acetyl-beta-glucosaminyl)aspara (GB:P81898) | chr5:1622339-1624165 REVERSE"	not assigned.unknown	35_2

CUST_156534_PI403524517	2	0.5197234	0.17175913	0.029500961	-0.16156483	-0.29917526	-0.029501438	35_43718	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_161141_PI403524517	2	0.43511915	0.12461758	0.066444874	-0.110583305	-0.0664444	-0.31312466	35_44959	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_35000_PI403524517	2	-0.06749821	0.20270348	0.011786461	0.022711754	-0.029781342	-0.011786461	35_10087	"Cluster: Putative serine/threonine kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative serine/threonine kinase - Oryza sativa (japonica cultivar-g"	UniRef90_Q8LIG4	"CHR1|COORD:10654869..10658993| similar to CBL-interacting protein kinase 9 (CIPK9) [Arabidopsis thaliana] (TAIR:At1g01140.3); similar to CBL-interacting"	AT1G30270.2	CHR07V5|COORD:29188589..29192863|protein CIPK-like protein 1, putative, expressed	LOC_Os07g48760.1	" no descriptionweakly similar to ( 158)AT1G30270| Symbols: SnRK3.23, ATCIPK23, CIPK23, LKS1 | CIPK23 (CBL-INTERACTING PROTEIN KINASE 23); kinase | chr1:10655254-10658508 FORWARDweakly similar to ( 173)CIPK1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase SPS1 "	protein.postranslational modification	29_4

CUST_1358_PI404877155	2	0.4874854	0.30002546	0.038963795	-0.24815226	-0.053851604	-0.038963795	Contig11470_at	kaurene synthase A - maize gb|AAA73960.1| kaurene synthase A	T02959	copalyl diphosphate synthase / CPS / ent-kaurene synthetase A (GA1)	At4g02780.1	protein kaurene synthase A - maize	Os02g17780	NONE	hormone metabolism.gibberelin.synthesis-degradation.copalyl diphosphate synthase	17_6_1_1

CUST_170796_PI403524517	2	0.26775885	0.32526922	0.024485111	-0.13053465	-0.08700132	-0.024484634	35_47575	Rep: Hypothetical protein - Hordeum vulgare (Barley)	UniRef90_A0MMD1	"CHR1V7|COORD:24778094..24779448| CAM4 (CALMODULIN 4); calcium ion binding"	AT1G66410.1	CHR05V5|COORD:24047769..24046905|protein calmodulin-related protein, putative, expressed	LOC_Os05g41200.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_38752_PI403524517	2	-0.08945274	-0.32693195	0.08945274	0.16770554	0.3813753	-0.20739937	35_11151	Rep: H0215F08.4 protein - Oryza sativa (Rice)	UniRef90_Q01KC6	CHR5V7|COORD:2468240..2473658| formin homology 2 domain-containing protein / FH2 domain-containing protein	AT5G07760.1	CHR04V5|COORD:31464881..31459844|protein DNA polymerase III, epsilon subunit, putative, expressed	LOC_Os04g53200.2	no descriptionnot assigned	not assigned.unknown	35_2

CUST_23673_PI399408534	2	0.32599545	-0.4758482	-0.025615692	0.10993862	0.018826485	-0.018826485	35_1351	"Cluster: Putative polyadenylate-binding protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative polyadenylate-binding protein - Oryza sativa (japonic"	UniRef90_Q6Z050	"CHR1V7|COORD:18420408..18423421| PAB8 (POLY(A) BINDING PROTEIN 8); RNA binding / translation initiation factor"	AT1G49760.1	CHR08V5|COORD:13339172..13346628|protein polyadenylate-binding protein 2, putative, expressed	LOC_Os08g22354.1	" no descriptionhighly similar to ( 659)AT1G49760| Symbols: PAB8 | PAB8 (POLY(A) BINDING PROTEIN 8); RNA binding / translation initiation factor | chr1:18420408-18423421 FORWARDvery weakly similar to (86.3)ROC1_NICSY29 kDa ribonucleoprotein A, chloroplast precursor - Nicotiana sylvestris (Wood tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG0724 PolyA PABP RRM RRM_1 "	RNA.processing	27_1

CUST_18319_PI403524517	2	-0.034898758	0.32665825	-0.19382763	0.39369678	-0.0016021729	0.001601696	35_5296	"Cluster: Putative mitochondrial carrier protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative mitochondrial carrier protein - Oryza sativa (japonic"	UniRef90_Q6ZA15	CHR4V7|COORD:13904751..13907042| mitochondrial substrate carrier family protein	AT4G27940.1	CHR08V5|COORD:18119155..18124723|protein mitochondrial carrier protein CGI-69, putative, expressed	LOC_Os08g29720.2	 no descriptionmoderately similar to ( 410)AT4G27940| Symbols:  | mitochondrial substrate carrier family protein | chr4:13904751-13907042 FORWARDvery weakly similar to (76.6)BT1_MAIZEProtein brittle-1, chloroplast precursor - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Mito_carr 	transport.metabolite transporters at the mitochondrial membrane	34_9

CUST_26139_PI403524517	2	0.2072649	0.25611877	0.076143265	-0.076143265	-0.120495796	-0.25675535	35_7571	"Cluster: High-glucose-regulated protein 8-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: High-glucose-regulated protein 8-like - Oryza sativa (japonica"	UniRef90_Q69LD0	CHR3V7|COORD:4385941..4388227| ECT2	AT3G13460.3	CHR07V5|COORD:3729470..3724874|protein YT521-B-like family protein, expressed	LOC_Os07g07490.2	no description	not assigned.unknown	35_2

CUST_12411_PI399408534	2	-0.027997017	0.090844154	-0.09521198	-0.13445377	0.027996063	0.10958862	35_10804	"Cluster: Putative ZnF_RBZ domain protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ZnF_RBZ domain protein - Oryza sativa (japonica cultivar-gro"	UniRef90_Q5N755	"CHR5V7|COORD:5869812..5872673| VAR3 (VARIEGATED 3); binding"	AT5G17790.1	CHR01V5|COORD:35004840..35009079|protein ZnF_RBZ domain protein, putative, expressed	LOC_Os01g59980.1	"no descriptionweakly similar to ( 139)AT5G17790| Symbols: VAR3 | VAR3 (VARIEGATED 3); binding | chr5:5869812-5872673 REVERSE"	RNA.regulation of transcription.unclassified	27_3_99

CUST_42800_PI403524517	2	-0.27276802	0.10360718	0.011446476	0.4738698	-0.13583612	-0.011446476	35_12293	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_7487_PI404877155	2	-0.7771311	-0.14828396	0.14828444	0.99326324	0.66220474	-0.1936965	Contig21793_at	C2H2-type zinc finger protein ZFP36 [Oryza sativa (japonica cultivar-group)]	AAP51130.1	zinc finger (C2H2 type) family protein	At5g04340.1	protein C2H2-type zinc finger protein ZFP36	Os03g32230	zinc finger (C2H2 type) protein 3 (AZF3), identical to Cys2/His2-type zinc finger protein 3 (Arabidopsis thaliana) gi:6009889:dbj:BAA85109	RNA.regulation of transcription.C2H2 zinc finger family	27_3_11

CUST_172413_PI403524517	2	-0.8338866	-0.20681906	0.3537321	0.20681953	1.4502373	-0.5048504	35_48024	"Cluster: Chloride channel; n=1; Oryza sativa (japonica cultivar-group)|Rep: Chloride channel - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8LPA2	"CHR5V7|COORD:20305715..20309369| CLC-C (chloride channel C); anion channel/ voltage-gated chloride channel"	AT5G49890.1	CHR02V5|COORD:21155502..21144834|protein chloride channel protein CLC-c, putative, expressed	LOC_Os02g35190.2	" no descriptionweakly similar to ( 137)AT5G49890| Symbols: ATCLC-C, CLC-C | CLC-C (chloride channel C); anion channel/ voltage-gated chloride channel | chr5:20305715-20309369 REVERSEnot assigned not assigned not assigned ClC_6_like ClC_euk Voltage_CLC Voltage_gated_ClC ClC_3_like EriC EriC PRK05277 EriC_like ClC_1_like ClC_like ClC_sycA_like PRK01610 PRK01862 "	transport.unspecified anions	34_18

CUST_8429_PI399408534	2	0.080584526	0.39660835	8.955002E-4	-0.12420368	-0.11387539	-8.955002E-4	35_173	Rep: Hypothetical protein P0016H04.7 - Oryza sativa (japonica cultivar-group)	UniRef90_Q65XW1	"CHR5V7|COORD:23976987..23977956| similar to Rab5-interacting family protein [Arabidopsis thaliana] (TAIR:AT2G29020.1); similar to Os05g0110600 [Oryza"	AT5G59410.1	CHR05V5|COORD:546271..544544|protein RAB5-interacting protein isoform a, putative, expressed	LOC_Os05g01994.1	"no descriptionvery weakly similar to (85.9)AT5G59410| Symbols:  | similar to Rab5-interacting family protein [Arabidopsis thaliana] (TAIR:AT2G29020.1); similar to Os05g0110600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001054441.1); similar to hypothetical protein [Oryza sativa] (GB:AAK73154.1); contains InterPro domain Rab5-interacting; (InterPro:IPR010742) | chr5:23976987-23977956 REVERSEnot assigned Rab5ip"	RNA.regulation of transcription.bHLH,Basic Helix-Loop-Helix family	27_3_6

CUST_16129_PI403524517	2	0.161376	-1.261879	-0.3000698	0.05530739	-0.05530739	0.20495701	35_4652	"Cluster: Putative RNA-binding protein RNP1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative RNA-binding protein RNP1 - Oryza sativa (japonica cultivar"	UniRef90_Q6K6C4	CHR1V7|COORD:22097343..22098205| 29 kDa ribonucleoprotein, chloroplast, putative / RNA-binding protein cp29, putative	AT1G60000.1	CHR02V5|COORD:34916635..34918940|protein ribonucleoprotein, chloroplast, putative, expressed	LOC_Os02g57010.1	 no descriptionmoderately similar to ( 259)AT1G60000| Symbols:  | 29 kDa ribonucleoprotein, chloroplast, putative / RNA-binding protein cp29, putative | chr1:22097369-22098205 REVERSEweakly similar to ( 147)ROC2_NICSY29 kDa ribonucleoprotein B, chloroplast precursor - Nicotiana sylvestris (Wood tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned RRM COG0724 RRM_1 PRK12323 PRK12678 TT_ORF1 PRK07764 Atrophin-1 PRK07003 DUF1777 Transformer 	RNA.RNA binding	27_4

CUST_29622_PI403524517	2	0.22556353	-0.014710426	0.6483698	-0.13468504	0.014710426	-0.38247156	35_8556	Rep: Lipase-like protein - Oryza sativa (Rice)	UniRef90_Q949E1	CHR4V7|COORD:9467582..9469135| lipase class 3 family protein	AT4G16820.1	CHR02V5|COORD:26373590..26375810|protein triacylglycerol lipase like protein, putative, expressed	LOC_Os02g43700.1	no descriptionweakly similar to ( 147)AT4G16820| Symbols:  | lipase class 3 family protein | chr4:9467582-9469135 FORWARDnot assigned not assigned not assigned PRK12323 DUF566 PRK07003	lipid metabolism.lipid degradation.lipases.triacylglycerol lipase	11_9_2_1

CUST_15486_PI403524517	2	0.021109581	0.049022675	-0.021108627	-0.06474304	-0.057305336	0.022826195	35_4471	"Cluster: Putative zinc finger protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative zinc finger protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K4V3	CHR1V7|COORD:136732..139568| zinc finger (CCCH-type/C3HC4-type RING finger) family protein	AT1G01350.1	CHR02V5|COORD:11578487..11583587|protein RING finger protein 113A, putative, expressed	LOC_Os02g19804.1	no descriptionmoderately similar to ( 373)AT1G01350| Symbols:  | zinc finger (CCCH-type/C3HC4-type RING finger) family protein | chr1:136732-139568 FORWARDnot assigned not assigned not assigned not assigned COG5152 DUF566 Tymo_45kd_70kd RING PRK12323	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_96133_PI403524517	2	0.16471481	0.31542397	0.065377235	-0.08044052	-0.065377235	-0.22926235	35_27464	"Cluster: Protein phosphatase 2C, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Protein phosphatase 2C, putative, expressed - Oryza sativ"	UniRef90_Q10MN6	CHR1V7|COORD:2953201..2955061| protein phosphatase 2C-related / PP2C-related	AT1G09160.1	CHR03V5|COORD:10604442..10600733|protein protein phosphatase 2C-like, putative, expressed	LOC_Os03g18970.1	no descriptionmoderately similar to ( 279)AT1G09160| Symbols:  | protein phosphatase 2C-related / PP2C-related | chr1:2953201-2955061 REVERSEnot assigned not assigned not assigned not assigned PP2Cc PP2Cc PP2C PTC1	protein.postranslational modification	29_4

CUST_159088_PI403524517	2	0.117844105	0.17038584	0.23029518	-0.28210688	-0.7206502	-0.11784458	35_44404	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_38572_PI403524517	2	0.0076904297	0.14748573	-0.0076904297	-0.03972149	-0.06902027	0.22500515	35_11098	"Cluster: TRNA pseudouridine synthase family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: TRNA pseudouridine synthase family protein, exp"	UniRef90_Q10LR0	CHR2V7|COORD:12932805..12934973| tRNA pseudouridine synthase family protein	AT2G30320.1	CHR03V5|COORD:12574469..12570504|protein TRNA pseudouridine synthase, putative, expressed	LOC_Os03g21980.2	no descriptionvery weakly similar to (76.6)AT2G30320| Symbols:  | tRNA pseudouridine synthase family protein | chr2:12932805-12934973 REVERSE	protein.aa activation	29_1

CUST_18037_PI403524517	2	1.8405914E-4	0.6589031	0.15581799	-0.23040009	-0.18563557	-1.8405914E-4	35_5210	"Cluster: Serine/threonine-protein kinase AFC1; n=2; Arabidopsis thaliana|Rep: Serine/threonine-protein kinase AFC1 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_P51566	"CHR3|COORD:19872157..19875566| similar to protein kinase (AFC2) [Arabidopsis thaliana] (TAIR:At4g24740.1); similar to putative protein kinase (AME2/AFC1) [Oryza"	AT3G53570.4	CHR01V5|COORD:36256828..36250715|protein serine/threonine-protein kinase AFC1, putative, expressed	LOC_Os01g62080.1	" no descriptionmoderately similar to ( 437)AT3G53570| Symbols: AME2, AFC1 | AFC1 (ARABIDOPSIS FUS3-COMPLEMENTING GENE 1); kinase | chr3:19872427-19875103 REVERSEvery weakly similar to (84.7)CDC2_MAIZECell division control protein 2 homolog - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase SPS1 Pkinase_Tyr TyrKc PTKc PTKc_Syk_like PTKc_Ack_like PTKc_Jak_rpt2 "	protein.postranslational modification	29_4

CUST_9588_PI403524517	2	0.12636566	0.21140099	0.067578316	-0.167027	-0.067578316	-0.21324396	35_2701	"Cluster: Putative ariadne; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ariadne - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ZIV0	CHR1V7|COORD:24304828..24309822| zinc finger protein-related	AT1G65430.1	CHR09V5|COORD:20000609..20006083|protein ARIADNE-like protein ARI5, putative, expressed	LOC_Os09g33876.1	no descriptionmoderately similar to ( 299)AT2G31510| Symbols:  | IBR domain-containing protein / ARIADNE-like protein ARI7 (ARI7) | chr2:13424068-13428247 REVERSEnot assigned not assigned not assigned IBR IBR	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_92557_PI403524517	2	0.18233061	0.18144846	0.0030589104	-0.0030589104	-0.4729581	-0.020498753	35_26466	Rep: Protein At1g43260 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q3ECY5	"CHR1V7|COORD:16320693..16321674| similar to protein dimerization [Arabidopsis thaliana] (TAIR:AT5G31412.1); similar to hAT dimerisation domain-containing"	AT1G43260.1	CHR12V5|COORD:21335621..21338496|protein transposon protein, putative, unclassified	LOC_Os12g35120.1	"no descriptionmoderately similar to ( 251)AT1G43260| Symbols:  | similar to protein dimerization [Arabidopsis thaliana] (TAIR:AT5G31412.1); similar to hAT dimerisation domain-containing protein-like [Oryza sativa (japonica cultivar-group)] (GB:BAD68478.1); similar to hAT family dimerisation domain containing protein [Oryza sativa (japonica cultivar-group)] (GB:ABA98840.1); contains InterPro domain Protein of unknown function DUF659; (InterPro:IPR007021) | chr1:16320693-16321674 FORWARDDUF659"	not assigned.no ontology	35_1

CUST_4926_PI399408534	2	-0.22210884	0.6839709	-0.22456598	0.6413579	-0.04808569	0.048085213	35_31140	"Cluster: Hypothetical protein P0028A08.8; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0028A08.8 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6ZCW4	CHR3V7|COORD:12141991..12142512| bZIP transcription factor family protein	AT3G30530.1	CHR08V5|COORD:23951892..23950258|protein bZIP protein, putative, expressed	LOC_Os08g38020.1	no descriptionBRLZ bZIP_1	RNA.regulation of transcription.bZIP transcription factor family	27_3_35

CUST_138900_PI403524517	2	0.21103716	0.061788082	0.21159315	-0.69288063	-0.061788082	-1.5666423	35_38962	"Cluster: Putative mandelonitrile lyase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative mandelonitrile lyase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z290	"CHR1V7|COORD:27456533..27459367| HTH (HOTHEAD); aldehyde-lyase"	AT1G72970.1	CHR08V5|COORD:19029010..19024337|protein protein HOTHEAD precursor, putative, expressed	LOC_Os08g31030.1	" no descriptionweakly similar to ( 146)AT1G72970| Symbols: EDA17, HTH | HTH (HOTHEAD); aldehyde-lyase | chr1:27456533-27459367 FORWARDnot assigned BetA "	misc.nitrilases, *nitrile lyases, berberine bridge enzymes, reticuline oxidases, troponine reductases	26_8

CUST_80625_PI403524517	2	0.002494812	-0.5608454	-0.16435528	0.29787445	0.18116856	-0.002494812	35_23123	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_7141_PI403524517	2	-0.00278759	0.23696041	0.021009445	-0.027201653	-0.03306198	0.0027885437	35_1983	"Cluster: Mitochondrial import inner membrane translocase subunit Tim9; n=2; Oryza sativa|Rep: Mitochondrial import inner membrane translocase subunit Tim9 - Ory"	UniRef90_Q9XGX7	"CHR3V7|COORD:17149617..17150286| TIM9 (EMBRYO DEFECTIVE 2474); protein translocase"	AT3G46560.1	CHR12V5|COORD:23483112..23484957|protein mitochondrial import inner membrane translocase subunit Tim9, putative, expressed	LOC_Os12g38310.1	" no descriptionweakly similar to ( 141)AT3G46560| Symbols: EMB2474, TIM9 | TIM9 (EMBRYO DEFECTIVE 2474); protein translocase | chr3:17149617-17150286 FORWARDweakly similar to ( 174)TIM9_ORYSAnot assigned not assigned not assigned zf-Tim10_DDP "	protein.targeting.mitochondria	29_3_2

CUST_9708_PI399408534	2	0.013176918	-0.0270195	-0.013176918	0.3027215	-0.1505847	0.22328329	35_47348	"Cluster: DNA-binding protein-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: DNA-binding protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69XV5	CHR1V7|COORD:28713821..28717392| ARID/BRIGHT DNA-binding domain-containing protein	AT1G76510.1	CHR06V5|COORD:25012594..25018847|protein ARID/BRIGHT DNA binding domain containing protein, expressed	LOC_Os06g41730.2	no descriptionweakly similar to ( 142)AT1G76510| Symbols:  | ARID/BRIGHT DNA-binding domain-containing protein | chr1:28713821-28717392 REVERSEnot assigned	RNA.regulation of transcription.AT-rich interaction domain containing transcription factor family	27_3_38

CUST_7256_PI403524517	2	0.05831909	-0.1635561	-0.019091606	0.019090652	0.02117157	-0.04262352	35_2016	"Cluster: Hypothetical protein OSJNBa0015J15.32; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0015J15.32 - Oryza sativa (japonica"	UniRef90_Q9FWN8	"CHR5V7|COORD:19310095..19311892| similar to hypothetical protein 25.t00006 [Brassica oleracea] (GB:ABD64969.1); similar to hypothetical protein"	AT5G47570.1	CHR10V5|COORD:21322347..21325453|protein expressed protein	LOC_Os10g40410.2	"no descriptionweakly similar to ( 139)AT5G47570| Symbols:  | similar to hypothetical protein 25.t00006 [Brassica oleracea] (GB:ABD64969.1); similar to hypothetical protein 26.t00015 [Brassica oleracea] (GB:ABD64995.1) | chr5:19310095-19311892 REVERSE"	not assigned.unknown	35_2

CUST_25077_PI403524517	2	0.21327496	-0.21327496	-0.8374977	-0.77507496	1.2449403	2.9892492	35_7277	"Cluster: TPR Domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: TPR Domain containing protein, expressed - Oryza sativa (jap"	UniRef90_Q336U8	CHR1V7|COORD:28764593..28769680| tetratricopeptide repeat (TPR)-containing protein	AT1G76630.1	CHR10V5|COORD:21123894..21116194|protein TPR Domain containing protein, expressed	LOC_Os10g40050.1	no descriptionmoderately similar to ( 307)AT1G76630| Symbols:  | tetratricopeptide repeat (TPR)-containing protein | chr1:28764593-28769680 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TPR NrfG PRK07764 TadD COG4235 Pneumo_att_G	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_47228_PI403524517	2	0.3765154	0.01263237	-0.01263237	-0.27378464	-0.28839397	0.350214	35_13521	"Cluster: Receptor-like protein kinase-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Receptor-like protein kinase-like protein - Oryza sativa (j"	UniRef90_Q6ZII6	CHR1V7|COORD:9940162..9943239| leucine-rich repeat family protein	AT1G28340.1	CHR07V5|COORD:18918815..18913258|protein protein binding protein, putative, expressed	LOC_Os07g31840.1	no descriptionmoderately similar to ( 285)AT1G28340| Symbols:  | leucine-rich repeat family protein | chr1:9940162-9943239 FORWARD	not assigned.no ontology	35_1

CUST_15968_PI404877155	2	0.92571735	-2.3298879	-0.92571783	1.6324577	1.1013227	-1.0331726	Contig981_s_at	chlorophyll a/b-binding protein WCAB precursor [Triticum aestivum]	AAB18209.1	chlorophyll A-B binding protein / LHCII type I (LHB1B2)	At2g34420.1	protein Chlorophyll A-B binding protein, putative	Os01g52240	chlorophyll a/b binding protein	PS.lightreaction.photosystem II.LHC-II	1_01_01_01

CUST_8327_PI403524517	2	-1.3332481	0.05257082	0.5251441	-0.05257082	0.4147396	-0.4633975	35_2326	Rep: Endoglucanase 12 - Oryza sativa (Rice)	UniRef90_Q7XUK4	"CHR5V7|COORD:20214991..20217394| KOR1 (KORRIGAN); hydrolase, hydrolyzing O-glycosyl compounds"	AT5G49720.1	CHR04V5|COORD:24648729..24644869|protein glycoside transferase, six-hairpin, subgroup, putative, expressed	LOC_Os04g41970.1	" no descriptionhighly similar to ( 673)AT5G49720| Symbols: DEC, KOR, RSW2, OR16PEP, IRX2, KOR1 | KOR1 (KORRIGAN); hydrolase, hydrolyzing O-glycosyl compounds | chr5:20214991-20217394 REVERSEnearly identical (1040)GUN12_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Glyco_hydro_9 Herpes_BLLF1 PRK07003 Atrophin-1 AF-4 APC_basic DUF566 SerH PRK07764 Pneumo_att_G HPC2 PRK12678 Tymo_45kd_70kd PRK12323 "	cell wall.degradation.cellulases and beta -1,4-glucanases	10_6_1

CUST_11852_PI403524517	2	0.066438675	-0.3724079	-0.016845703	0.018003464	-0.016181946	0.016181946	35_3370	"Cluster: AP-2 complex subunit sigma-1; n=6; Magnoliophyta|Rep: AP-2 complex subunit sigma-1 - Zea mays (Maize)"	UniRef90_O50016	CHR1V7|COORD:17615786..17617224| clathrin coat assembly protein, putative	AT1G47830.1	CHR12V5|COORD:5601182..5605132|protein AP-2 complex subunit sigma-1, putative, expressed	LOC_Os12g10560.1	 no descriptionmoderately similar to ( 272)AT1G47830| Symbols:  | clathrin coat assembly protein, putative | chr1:17615786-17617224 REVERSEmoderately similar to ( 257)AP2S1_MAIZEAP-2 complex subunit sigma-1 - Zea mays (Maize)not assigned not assigned not assigned not assigned Clat_adaptor_s APS2 	cell. vesicle transport	31_4

CUST_53061_PI403524517	2	-5.092621E-4	0.20516014	5.092621E-4	-0.20577145	-0.07720852	0.05694008	35_15106	"Cluster: Hypothetical protein P0408F06.4; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0408F06.4 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q9LGA3	"CHR1V7|COORD:8212713..8215505| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G70770.1); similar to Os01g0128400 [Oryza sativa (japonica"	AT1G23170.1	CHR01V5|COORD:1573555..1568226|protein expressed protein	LOC_Os01g03760.2	"no descriptionweakly similar to ( 128)AT1G23170| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G70770.1); similar to Os01g0128400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001041912.1); similar to hypothetical protein [Platanus x acerifolia] (GB:CAL07978.1); contains domain FAMILY NOT NAMED (PTHR13448); contains domain SUBFAMILY NOT NAMED (PTHR13448:SF3) | chr1:8212713-8215505 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Atrophin-1 DUF1421 Cytadhesin_P30"	not assigned.unknown	35_2

CUST_138381_PI403524517	2	-0.7933464	-0.5893078	0.21418667	0.38528442	0.18414497	-0.18414497	35_38815	"Cluster: CDNA FLJ45698 fis, clone FEBRA2017811; n=2; Homo sapiens|Rep: CDNA FLJ45698 fis, clone FEBRA2017811 - Homo sapiens (Human)"	UniRef90_Q6ZSA2		0	0	0	no description	not assigned.unknown	35_2

CUST_6264_PI403524517	2	-0.024856567	-1.0412903	-0.025764465	0.14330673	0.10227013	0.024857521	35_1735	"Cluster: At1g05520/T25N20_16; n=2; Oryza sativa (japonica cultivar-group)|Rep: At1g05520/T25N20_16 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53NR8	CHR3V7|COORD:8513673..8517736| transport protein, putative	AT3G23660.1	CHR11V5|COORD:13514550..13522201|protein protein transport protein Sec23A, putative, expressed	LOC_Os11g24560.1	 no descriptionhighly similar to ( 752)AT3G23660| Symbols:  | transport protein, putative | chr3:8513673-8517736 REVERSEnot assigned not assigned not assigned SEC23 Sec23-like Sec23_trunk trunk_domain Sec23_helical Sec23_BS COG5028 Gelsolin 	protein.targeting.secretory pathway.golgi	29_3_4_2

CUST_56995_PI403524517	2	-0.06931591	-0.65067387	0.06931496	0.15467167	0.11735153	-0.10650349	35_16243	"Cluster: OSIGBa0147H17.8 protein; n=2; Oryza sativa|Rep: OSIGBa0147H17.8 protein - Oryza sativa (Rice)"	UniRef90_Q01JW5	CHR5V7|COORD:21037492..21039834| subtilase family protein	AT5G51750.1	CHR04V5|COORD:28662210..28659880|protein subtilisin-like protease precursor, putative, expressed	LOC_Os04g48416.1	no descriptionhighly similar to ( 625)AT5G51750| Symbols:  | subtilase family protein | chr5:21037492-21039834 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned PA_subtilisin_like PA Peptidase_S8 AprE PA APC_basic	protein.degradation.subtilases	29_5_1

CUST_96042_PI403524517	2	-0.054151535	0.016027927	0.06272602	-0.12209749	-0.016027927	1.0756736	35_27438	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QXH0	0	0	CHR12V5|COORD:2836130..2834309|protein expressed protein	LOC_Os12g06080.1	no description	not assigned.unknown	35_2

CUST_7058_PI399408534	2	0.07353687	-0.11121559	-0.03221035	0.03221035	-0.4027481	0.2119236	35_49611	"Cluster: Os10g0577600 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os10g0577600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IVD6	CHR5V7|COORD:19065007..19068107| transcription factor jumonji (jmj) family protein	AT5G46910.1	CHR10V5|COORD:22696024..22702080|protein jmjC domain containing protein, expressed	LOC_Os10g42690.1	no descriptionmoderately similar to ( 223)AT5G46910| Symbols:  | transcription factor jumonji (jmj) family protein | chr5:19065007-19068107 FORWARDnot assigned not assigned JmjC	RNA.regulation of transcription.JUMONJI family	27_3_57

CUST_33321_PI403524517	2	0.09955788	0.1903987	0.07991505	-0.07991552	-0.37641573	-0.718174	35_9609	"Cluster: Respiratory burst oxidase protein D, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Respiratory burst oxidase protein D, putativ"	UniRef90_Q2R351	CHR5V7|COORD:20774710..20779401| RHD2 (ROOT HAIR DEFECTIVE 2)	AT5G51060.1	CHR11V5|COORD:19094970..19087450|protein respiratory burst oxidase protein D, putative, expressed	LOC_Os11g33120.2	 no descriptionmoderately similar to ( 291)AT5G51060| Symbols: ATRBOHC, RBOHC, RHD2 | RHD2 (ROOT HAIR DEFECTIVE 2) | chr5:20774710-20779401 REVERSEnot assigned not assigned not assigned NADPH_Ox 	stress.biotic.respiratory burst	20_1_1

CUST_31931_PI403524517	2	0.023342133	0.10115337	-0.011758804	0.011758804	-0.09796333	-0.08582878	35_9210	"Cluster: Os01g0579900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0579900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JLR2	CHR1V7|COORD:10445719..10447406| esterase/lipase/thioesterase family protein	AT1G29840.1	CHR01V5|COORD:22768850..22765880|protein esterase, putative, expressed	LOC_Os01g39790.1	no descriptionmoderately similar to ( 246)AT1G29840| Symbols:  | esterase/lipase/thioesterase family protein | chr1:10445719-10447406 REVERSEnot assigned COG2945 COG1647	not assigned.no ontology	35_1

CUST_33076_PI399408534	2	0.2950344	0.18377972	-0.09840393	-0.4657321	-0.4001069	0.09840298	35_2724	Rep: Phytochrome A type 3 - Avena sativa (Oat)	UniRef90_P06593	"CHR1V7|COORD:3095500..3099218| PHYA (PHYTOCHROME A); G-protein coupled photoreceptor/ signal transducer"	AT1G09570.1	CHR03V5|COORD:29126668..29118715|protein phytochrome A, putative, expressed	LOC_Os03g51030.3	" no descriptionmoderately similar to ( 326)AT1G09570| Symbols: FHY2, FRE1, HY8, PHYA | PHYA (PHYTOCHROME A); G-protein coupled photoreceptor/ signal transducer | chr1:3095500-3099218 REVERSEhighly similar to ( 578)PHYA3_AVESAPhytochrome A type 3 - Avena sativa (Oat)BaeS PRK10841 PRK11091 HATPase_c HATPase_c PRK11107 KdpD HATPase_c PRK09959 VicK PAS PRK11100 COG4191 PRK09303 COG4192 HisKA PRK11466 "	signalling.light	30_11

CUST_11809_PI403524517	2	-0.060394287	-0.3401785	0.09608173	0.08215523	0.060394287	-0.061891556	35_3359	"Cluster: Putative hydroxymethyltransferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative hydroxymethyltransferase - Oryza sativa (japonica"	UniRef90_Q8RYY6	"CHR1V7|COORD:13697452..13699788| SHM7 (serine hydroxymethyltransferase 7); glycine hydroxymethyltransferase"	AT1G36370.1	CHR01V5|COORD:38289391..38293657|protein serine hydroxymethyltransferase, mitochondrial precursor, putative, expressed	LOC_Os01g65410.1	" no descriptionhighly similar to ( 713)AT1G36370| Symbols: SHM7 | SHM7 (serine hydroxymethyltransferase 7); glycine hydroxymethyltransferase | chr1:13697452-13699788 REVERSEmoderately similar to ( 466)GLYM_PEASerine hydroxymethyltransferase, mitochondrial precursor - Pisum sativum (Garden pea)not assigned SHMT GlyA glyA "	PS.photorespiration.serine hydroxymethyltransferase	1_2_5

CUST_148938_PI403524517	2	0.2058034	-0.06533098	0.06533098	-0.18903208	-0.27989912	0.18372631	35_41665	"Cluster: Os02g0574000 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os02g0574000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E070	CHR1V7|COORD:12660609..12663531| monosaccharide transporter, putative	AT1G34580.1	CHR02V5|COORD:22007420..22011778|protein sugar transport protein 5, putative, expressed	LOC_Os02g36450.2	 no descriptionvery weakly similar to (60.1)AT1G34580| Symbols:  | monosaccharide transporter, putative | chr1:12660609-12663531 FORWARDvery weakly similar to (57.8)STC_RICCOSugar carrier protein C - Ricinus communis (Castor bean)	transporter.sugars	34_2

CUST_151627_PI403524517	2	0.1453104	0.09146881	-0.091468334	-0.22538328	-0.91307354	0.80601215	35_42397	Rep: Interaptin - Dictyostelium discoideum (Slime mold)	UniRef90_O76329	"CHR5V7|COORD:5497893..5500778| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G02930.1); similar to Protein kinase PKN/PRK1, effector [Medicago"	AT5G16730.1	0	0	no descriptionnot assigned not assigned Smc	not assigned.unknown	35_2

CUST_118890_PI403524517	2	-0.13212347	-0.29120064	0.26348543	-0.2825203	0.1861682	0.13212347	35_33650	Rep: Cytochrome P450 71E1 - Sorghum bicolor (Sorghum) (Sorghum vulgare)	UniRef90_O48958	"CHR3V7|COORD:9640436..9642103| CYP71B34 (cytochrome P450, family 71, subfamily B, polypeptide 34); oxygen binding"	AT3G26300.1	CHR03V5|COORD:35716842..35720269|protein cytochrome P450 71E1, putative, expressed	LOC_Os03g63310.1	" no descriptionweakly similar to ( 126)AT3G26300| Symbols: CYP71B34 | CYP71B34 (cytochrome P450, family 71, subfamily B, polypeptide 34); oxygen binding | chr3:9640436-9642103 REVERSEweakly similar to ( 146)C71E1_SORBICytochrome P450 71E1 - Sorghum bicolor (Sorghum) (Sorghum vulgare)not assigned not assigned not assigned not assigned not assigned p450 CypX "	misc.cytochrome P450	26_10

CUST_57993_PI403524517	2	0.056661606	-0.07033253	-0.093048096	0.03974533	-0.0052776337	0.00527668	35_16533	"Cluster: Translocase of chloroplast 34, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Translocase of chloroplast 34, putative, expressed"	UniRef90_Q10PB3	"CHR5|COORD:1474119..1476378| translocate of chloroplast 34 (TOC34) / GTP-binding protein (OEP34), contains Pfam PF04548: AIG1 family;contains TIGRFAM TIGR00991:"	AT5G05000.1	CHR03V5|COORD:7417135..7413092|protein translocase of chloroplast 34, putative, expressed	LOC_Os03g13730.1	 no descriptionmoderately similar to ( 373)AT5G05000| Symbols: ATTOC34, OEP34, TOC34 | ATTOC34/OEP34 (Translocase of chloroplast 34) | chr5:1474263-1475773 REVERSEmoderately similar to ( 348)TOC34_PEATranslocase of chloroplast 34 - Pisum sativum (Garden pea)Toc34_like AIG1 AIG1 COG3596 Era_like MMR_HSR1 	protein.targeting.chloroplast	29_3_3

CUST_18789_PI403524517	2	-0.01713419	-0.3241415	0.15910816	0.10144615	-0.3689766	0.017133713	35_5440	"Cluster: Os08g0239300 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os08g0239300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J722	CHR3V7|COORD:8473840..8475662| dienelactone hydrolase family protein	AT3G23600.1	CHR08V5|COORD:8430980..8439576|protein retrotransposon protein, putative, Ty1-copia subclass, expressed	LOC_Os08g14109.1	" no descriptionmoderately similar to ( 201)AT3G23570| Symbols:  | dienelactone hydrolase family protein | chr3:8458059-8459615 REVERSEmoderately similar to ( 239)E134_MAIZEEndo-1,3;1,4-beta-D-glucanase precursor - Zea mays (Maize)not assigned COG0412 DLH TT_ORF1 "	misc.misc2	26_1

CUST_48829_PI403524517	2	0.018194199	-0.7145901	-0.09305	0.026565552	0.049938202	-0.018194199	35_13945	Rep: Protein H2A.6 - Triticum aestivum (Wheat)	UniRef90_Q43214	CHR5V7|COORD:575435..576454| histone H2A, putative	AT5G02560.1	CHR03V5|COORD:9478877..9477951|protein histone H2A, putative, expressed	LOC_Os03g17100.1	 no descriptionweakly similar to ( 150)AT5G02560| Symbols:  | histone H2A, putative | chr5:575435-576454 FORWARDweakly similar to ( 179)H2A5_WHEATProtein H2A.5 - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned H2A H2A HTA1 Histone PRK08853 PRK12323 PRK07003 Tymo_45kd_70kd HPC2 Extensin_2 	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_15012_PI399408534	2	0.15016747	0.09390926	0.0036649704	-0.029109001	-0.056732178	-0.0036640167	35_16029	Rep: Silencing group B protein - Zea mays (Maize)	UniRef90_Q94F75	CHR1V7|COORD:756461..758441| GCN5-related N-acetyltransferase (GNAT) family protein	AT1G03150.1	CHR03V5|COORD:27991552..27988520|protein N-acetyltransferase 5, putative, expressed	LOC_Os03g49230.1	no descriptionvery weakly similar to (71.2)AT1G03150| Symbols:  | GCN5-related N-acetyltransferase (GNAT) family protein | chr1:756461-758441 FORWARDnot assigned	RNA.regulation of transcription.Silencing Group	27_3_70

CUST_4954_PI399408534	2	-0.015119553	-0.42791843	0.015120506	-0.061720848	0.07971001	0.053977013	35_15940	"Cluster: Putative TGF-beta receptor interacting protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative TGF-beta receptor interacting protein - Oryza"	UniRef90_Q60EF6	CHR2V7|COORD:19012983..19014870| eukaryotic translation initiation factor 3 subunit 2, putative / eIF-3 beta, putative / eIF3i, putative	AT2G46290.1	CHR08V5|COORD:12908539..12901599|protein eukaryotic translation initiation factor 3 subunit 2, putative, expressed	LOC_Os08g21660.1	 no descriptionhighly similar to ( 522)AT2G46290| Symbols:  | eukaryotic translation initiation factor 3 subunit 2, putative / eIF-3 beta, putative / eIF3i, putative | chr2:19012983-19014870 REVERSEvery weakly similar to (73.6)PF20_CHLREFlagellar WD repeat-containing protein Pf20 - Chlamydomonas reinhardtiinot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned WD40 COG2319 WD40 WD40 	signalling.G-proteins	30_5

CUST_140_PI404877155	2	0.16549683	0.2713623	0.4056244	-0.16854286	-0.16549683	-0.22087097	ChlorContig14_at	0	0	0	0	0	0	chloroplast gene encoding a CP43 subunit of  the photosystem II reaction center. promoter contains a blue-light responsive element.	PS.lightreaction.photosystem II.PSII polypeptide subunits	1_01_01_02

CUST_8695_PI404877155	2	0.12922192	0.32704544	-0.18178463	-0.28406143	-0.12922192	0.13601494	Contig25788_s_at	OSJNBa0083N12.1 [Oryza sativa (japonica cultivar-group)]	CAE03464.2	wall-associated kinase, putative	At1g79670.2	protein Protein kinase domain, putative	Os04g51050	wall-associated kinase, putative, similar to wall-associated kinase 4 GB:CAA08793 from (Arabidopsis thaliana)	signalling.receptor kinases.wall associated kinase	30_2_25

CUST_94488_PI403524517	2	-1.5512915	0.73328495	0.18601513	0.9083948	-1.1465535	-0.18601513	35_27010	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_49873_PI403524517	2	1.1651697	1.7288694	2.4452095	-1.2611418	-1.1651697	-2.5750299	35_14238	Rep: Phenylalanine ammonia-lyase - Triticum aestivum (Wheat)	UniRef90_Q43210	"CHR3V7|COORD:19755234..19757597| PAL2 (phenylalanine ammonia-lyase 2); phenylalanine ammonia-lyase"	AT3G53260.1	CHR04V5|COORD:25710651..25707907|protein phenylalanine ammonia-lyase, putative, expressed	LOC_Os04g43800.1	"no descriptionmoderately similar to ( 211)AT3G53260| Symbols: PAL2 | PAL2 (phenylalanine ammonia-lyase 2); phenylalanine ammonia-lyase | chr3:19755234-19757597 REVERSEmoderately similar to ( 265)PALY_WHEATPhenylalanine ammonia-lyase - Triticum aestivum (Wheat)not assigned"	secondary metabolism.phenylpropanoids.lignin biosynthesis.PAL	16_2_1_1

CUST_22757_PI403524517	2	0.27928352	0.29704285	0.0012626648	-0.0012617111	-0.07485485	-0.07331467	35_6608	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_4444_PI399408534	2	0.16248131	0.12743807	-0.559278	-0.12743807	1.1081419	-0.4744854	35_47511	"Cluster: Pre-mRNA splicing factor; n=4; Oryza sativa|Rep: Pre-mRNA splicing factor - Oryza sativa (Rice)"	UniRef90_Q9FR79	"CHR3V7|COORD:20572001..20574479| SCL30 (SC35-like splicing factor 30); RNA binding"	AT3G55460.1	CHR02V5|COORD:8558163..8553857|protein SR repressor protein, putative, expressed	LOC_Os02g15310.2	"no descriptionvery weakly similar to (64.7)AT3G55460| Symbols: SCL30 | SCL30 (SC35-like splicing factor 30); RNA binding | chr3:20572001-20574479 FORWARD"	RNA.processing.splicing	27_1_1

CUST_18817_PI399408534	2	0.09725857	-0.3509674	-0.09725952	0.10772228	0.14501381	-0.13779163	35_13268	Rep: OSIGBa0099L20.3 protein - Oryza sativa (Rice)	UniRef90_Q01K33	CHR1V7|COORD:6891645..6894391| zinc finger (CCCH-type) family protein	AT1G19860.1	CHR04V5|COORD:33634929..33629552|protein zinc finger C-x8-C-x5-C-x3-H type family protein, expressed	LOC_Os04g56750.1	no descriptionvery weakly similar to (59.7)AT1G19860| Symbols:  | zinc finger (CCCH-type) family protein | chr1:6891645-6894391 REVERSE	RNA.regulation of transcription.unclassified	27_3_99

CUST_99468_PI403524517	2	0.247056	-0.03295803	0.046450615	-0.18969154	-0.26300907	0.03295803	35_28393	0	0	CHRMV7|COORD:79740..81297| encodes subunit of mitochondrial NAD(P)H dehydrogenase that is trans-spliced from two precursors, NAD2A and NAD2B.	ATMG00285.1	0	0	no description	not assigned.unknown	35_2

CUST_160960_PI403524517	2	0.06274319	0.2676077	0.19097042	-0.06274414	-0.2084217	-0.18225479	35_44913	"Cluster: Remorin protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Remorin protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z309	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	CHR02V5|COORD:32286221..32280720|protein remorin, C-terminal region family protein, expressed	LOC_Os02g52810.1	no description	not assigned.unknown	35_2

CUST_158440_PI403524517	2	0.17232132	0.73010635	-0.17232132	0.255167	-0.40116835	-0.7016654	35_44230	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_148326_PI403524517	2	-0.039522648	0.6814251	0.25918722	0.039523125	-0.061523438	-0.23197556	35_41496	"Cluster: Putative beta-1,3-glucanase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative beta-1,3-glucanase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6YVW0	CHR2V7|COORD:2199447..2201290| glycosyl hydrolase family 17 protein	AT2G05790.1	CHR07V5|COORD:21150635..21148317|protein hydrolase, hydrolyzing O-glycosyl compounds, putative, expressed	LOC_Os07g35350.3	 no descriptionweakly similar to ( 183)AT2G05790| Symbols:  | glycosyl hydrolase family 17 protein | chr2:2199447-2201290 FORWARDweakly similar to ( 140)E13B_WHEATGlucan endo-1,3-beta-glucosidase precursor - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned Glyco_hydro_17 X8 PRK07003 PRK12323 Herpes_BLLF1 	misc.beta 1,3 glucan hydrolases	26_4

CUST_15393_PI403524517	2	0.24879122	-0.4267745	0.16250992	0.016178131	-0.016178608	-0.20435524	35_4440	"Cluster: Importin beta-like protein; n=2; Oryza sativa|Rep: Importin beta-like protein - Oryza sativa (Rice)"	UniRef90_Q8GTC5	CHR5V7|COORD:21731242..21733935| importin beta-2, putative	AT5G53480.1	CHR05V5|COORD:16615805..16620648|protein importin beta-1 subunit, putative, expressed	LOC_Os05g28510.4	 no descriptionmoderately similar to ( 317)AT5G53480| Symbols:  | importin beta-2, putative | chr5:21731242-21733935 FORWARDnot assigned not assigned not assigned not assigned not assigned KAP95 IBN_N SXM1 	protein.targeting.nucleus	29_3_1

CUST_27661_PI399408534	2	-0.026417732	-0.5059309	0.026417732	0.114723206	0.046874046	-0.10438633	35_14693	Rep: Calreticulin-like protein - Triticum aestivum (Wheat)	UniRef90_Q5MCL9	"CHR1V7|COORD:21093724..21096295| CRT1 (CALRETICULIN 1); calcium ion binding"	AT1G56340.1	CHR07V5|COORD:8135269..8139586|protein calreticulin precursor, putative, expressed	LOC_Os07g14270.3	"no descriptionhighly similar to ( 547)AT1G56340| Symbols: CRT1 | CRT1 (CALRETICULIN 1); calcium ion binding | chr1:21093687-21096295 REVERSEhighly similar to ( 625)CALR_ORYSAnot assigned not assigned not assigned Calreticulin"	signalling.calcium	30_3

CUST_6644_PI403524517	2	-0.027503967	0.39125347	0.10473347	-0.013785362	-0.057100296	0.013785362	35_1844	"Cluster: Kelch repeat-containing F-box-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Kelch repeat-containing F-box-like - Oryza sativa (japonica"	UniRef90_Q6YUW3	0	0	CHR03V5|COORD:3813065..3815859|protein kelch motif family protein, expressed	LOC_Os03g07530.3	no description	not assigned.unknown	35_2

CUST_93314_PI403524517	2	-0.11075497	0.744606	-0.13727188	0.018333435	-0.018333435	0.15011406	35_26681	"Cluster: Hypothetical protein B1250G12.8; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1250G12.8 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6H474	CHR3V7|COORD:168485..169414| oxygen evolving enhancer 3 (PsbQ) family protein	AT3G01440.1	CHR02V5|COORD:25233892..25235614|protein expressed protein	LOC_Os02g42000.1	no descriptionPsbQ	PS.lightreaction.photosystem II.PSII polypeptide subunits	1_1_1_2

CUST_16566_PI404877155	2	-0.031632423	-0.07100105	-0.07658672	0.031632423	0.08946037	0.16619968	HB20G11r_s_at	KH domain-containing protein [Arabidopsis thaliana]	NP_192745.2	KH domain-containing protein	At4g10070.1	protein KH domain, putative	Os08g01930	"1.1_bZIP   T00782 TAF(II) 135;"	RNA.transcription	27_2

CUST_6724_PI403524517	2	-0.06943226	-0.3692999	-0.031208992	0.16946888	0.18560123	0.031208992	35_1867	Rep: Os06g0326400 protein - Oryza sativa (japonica cultivar-group)	UniRef90_Q0DCI1	CHR1V7|COORD:28727794..28731823| pyrophosphate--fructose-6-phosphate 1-phosphotransferase alpha subunit, putative / pyrophosphate-dependent	AT1G76550.1	CHR02V5|COORD:29604374..29598580|protein pyrophosphate--fructose 6-phosphate 1-phosphotransferase alpha subunit, putative, expressed	LOC_Os02g48360.1	 no descriptionnearly identical (1007)AT1G76550| Symbols:  | pyrophosphate--fructose-6-phosphate 1-phosphotransferase alpha subunit, putative / pyrophosphate-dependent 6-phosphofructose-1-kinase, putative | chr1:28727794-28731823 REVERSEnearly identical (1036)PFPA_RICCOPyrophosphate--fructose 6-phosphate 1-phosphotransferase subunit alpha - Ricinus communis (Castor bean)not assigned PRK07085 Pyrophosphate_PFK PFK PfkA PRK03202 PRK06830 Bacterial_PFK PFK 	glycolysis.pyrophosphate-fructose-6-P phosphotransferase	4_5

CUST_17650_PI403524517	2	0.099767685	-0.263134	0.013138771	-0.032473564	-0.013139725	0.07224846	35_5099	Rep: H0103C06.8 protein - Oryza sativa (Rice)	UniRef90_Q259H1	"CHR1V7|COORD:12429978..12432963| STT3B (STAUROSPORIN AND TEMPERATURE SENSITIVE 3-LIKE B); oligosaccharyl transferase"	AT1G34130.1	CHR04V5|COORD:34277476..34272320|protein oligosaccharyl transferase STT3 subunit, putative, expressed	LOC_Os04g57890.1	"no descriptionhighly similar to ( 505)AT1G34130| Symbols: STT3B | STT3B (STAUROSPORIN AND TEMPERATURE SENSITIVE 3-LIKE B); oligosaccharyl transferase | chr1:12429978-12432963 FORWARDnot assigned STT3 COG1287"	stress.abiotic.drought/salt	20_2_3

CUST_178681_PI403524517	2	-0.08316517	-0.33428288	0.08316517	0.29712582	0.9241257	-0.15715313	35_49696	"Cluster: OSIGBa0132E09-OSIGBa0108L24.10 protein; n=2; Oryza sativa|Rep: OSIGBa0132E09-OSIGBa0108L24.10 protein - Oryza sativa (Rice)"	UniRef90_Q01HY9	CHR2V7|COORD:7714164..7714910| DC1 domain-containing protein	AT2G17740.1	CHR04V5|COORD:33404055..33404858|protein expressed protein	LOC_Os04g56390.1	no description	not assigned.unknown	35_2

CUST_101484_PI403524517	2	0.14439487	0.28379345	0.10634184	-0.61743355	-0.5963526	-0.106342316	35_28961	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_3261_PI403524517	2	0.046196938	0.1731348	-0.100584984	-0.19478798	-0.046196938	0.07470131	35_888	"Cluster: Eukaryotic translation initiation factor 5; n=1; Zea mays|Rep: Eukaryotic translation initiation factor 5 - Zea mays (Maize)"	UniRef90_P55876	CHR1V7|COORD:13899918..13901237| eukaryotic translation initiation factor 5, putative / eIF-5, putative	AT1G36730.1	CHR06V5|COORD:29237559..29233812|protein eukaryotic translation initiation factor 5, putative, expressed	LOC_Os06g48350.1	 no descriptionmoderately similar to ( 490)AT1G36730| Symbols:  | eukaryotic translation initiation factor 5, putative / eIF-5, putative | chr1:13899918-13901237 REVERSEhighly similar to ( 600)IF5_MAIZEEukaryotic translation initiation factor 5 - Zea mays (Maize)not assigned not assigned not assigned not assigned eIF-5_eIF-2B eIF2B_5 eIF5C W2 PRK03988 PRK12336 GCD7 TolA 	protein.synthesis.initiation	29_2_3

CUST_40644_PI403524517	2	0.06377411	0.6014013	0.0053100586	-0.0053105354	-0.22192955	-0.48004675	35_11689	"Cluster: Biogenesis protein; n=1; Hordeum vulgare subsp. vulgare|Rep: Biogenesis protein - Hordeum vulgare var. distichum (Two-rowed barley)"	UniRef90_Q8GZD0	CHR5V7|COORD:22068323..22071149| cytochrome c biogenesis protein family	AT5G54290.1	CHR12V5|COORD:1810161..1806669|protein expressed protein	LOC_Os12g04270.1	no description	not assigned.unknown	35_2

CUST_108148_PI403524517	2	-0.015039921	-0.09275532	-0.021992207	0.22923803	0.12315178	0.015040398	35_30766	"Cluster: Glycoside hydrolase, family 9 precursor; n=3; Acidothermus cellulolyticus 11B|Rep: Glycoside hydrolase, family 9 precursor - Acidothermus cellulolyticu"	UniRef90_A0LVL3	CHR2V7|COORD:6406761..6407291| AGP9 (ARABINOGALACTAN PROTEIN 9)	AT2G14890.2	CHR11V5|COORD:9349083..9347096|protein transposon protein, putative, CACTA, En/Spm sub-class	LOC_Os11g16890.1	no description	not assigned.unknown	35_2

CUST_5456_PI399408534	2	0.0065965652	-0.0065965652	0.03893566	-0.059264183	0.03059578	-0.06966305	35_6844	Rep: Aintegumenta-like protein - Triticum aestivum (Wheat)	UniRef90_A0MAV4	"CHR1V7|COORD:18981185..18983973| PLT2 (PLETHORA 2); transcription factor"	AT1G51190.1	CHR08V5|COORD:4172205..4169528|protein protein BABY BOOM 2, putative, expressed	LOC_Os08g07440.1	"no descriptionmoderately similar to ( 218)AT1G51190| Symbols: PLT2 | PLT2 (PLETHORA 2); transcription factor | chr1:18981185-18983973 FORWARDmoderately similar to ( 209)BBM1_BRANAProtein BABY BOOM 1 - Brassica napus (Rape)AP2 AP2 AP2"	RNA.regulation of transcription.AP2/EREBP, APETALA2/Ethylene-responsive element binding protein family	27_3_3

CUST_26003_PI403524517	2	-0.12607288	0.118258476	0.062429428	-0.010843277	0.006669998	-0.006669998	35_7533	"Cluster: Putative alpha subunit of F-actin capping protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative alpha subunit of F-actin capping protein -"	UniRef90_Q8H358	CHR3V7|COORD:1598617..1601140| F-actin capping protein alpha subunit family protein	AT3G05520.1	CHR07V5|COORD:13076830..13072744|protein F-actin capping protein alpha subunit, putative, expressed	LOC_Os07g23200.1	no descriptionmoderately similar to ( 363)AT3G05520| Symbols:  | F-actin capping protein alpha subunit family protein | chr3:1598617-1601140 FORWARDnot assigned F-actin_cap_A	cell.organisation	31_1

CUST_15149_PI399408534	2	-0.9446049	-0.77642727	0.34912968	0.89959526	1.0100679	-0.34913015	35_3855	Rep: NAC domain-containing protein 71 - Oryza sativa (Rice)	UniRef90_Q53NF7	CHR3V7|COORD:2746019..2748331| proline-rich family protein	AT3G09000.1	CHR11V5|COORD:4297685..4295055|protein NAC domain-containing protein 71, putative, expressed	LOC_Os11g08210.1	no descriptionvery weakly similar to (96.3)NAC71_ORYSAnot assigned not assigned not assigned	RNA.regulation of transcription.NAC domain transcription factor family	27_3_27

CUST_16504_PI399408534	2	-0.8374014	0.17916107	-0.061848164	0.47066116	-0.5925269	0.061848164	35_8618	"Cluster: S-domain receptor-like protein kinase precursor; n=1; Zea mays|Rep: S-domain receptor-like protein kinase precursor - Zea mays (Maize)"	UniRef90_O82103	CHR2V7|COORD:8300871..8303357| S-locus lectin protein kinase family protein	AT2G19130.1	CHR07V5|COORD:22037940..22035466|protein serine/threonine-protein kinase receptor precursor, putative, expressed	LOC_Os07g36780.1	no descriptionmoderately similar to ( 301)AT2G19130| Symbols:  | S-locus lectin protein kinase family protein | chr2:8300871-8303357 FORWARDweakly similar to ( 153)KPRO_MAIZEPutative receptor protein kinase ZmPK1 precursor - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pkinase S_TKc S_TKc TyrKc Pkinase_Tyr SPS1 PTKc PTKc_FGFR PTKc_Jak_rpt2 PTKc_CSF-1R PTKc_EphR PTKc_InsR_like PTKc_EphR_A PTKc_Csk_like PTKc_EGFR_like PTKc_VEGFR3 PTKc_Srm_Brk PTKc_Kit PTKc_Lyn PTKc_Src_like PTKc_EphR_A2 PTKc_Chk PTKc_VEGFR PTKc_EphR_B PTKc_Hck PTK_HER3 PTKc_Lck_Blk PTKc_Frk_like PTKc_Syk_like PTKc_PDGFR PTKc_VEGFR2 PTKc_Tie1 PTKc_Tie2 PTKc_Ack_like PTKc_Tyk2_rpt2 PTKc_Zap-70 PTKc_Tec_like PTKc_Met_Ron PTKc_FGFR3 PTKc_Itk PTKc_Abl PTKc_FGFR1 PTKc_FGFR2 PTKc_Syk PTKc_Ror PTKc_Tie PTKc_Fes_like PTKc_Fyn_Yrk PTKc_RET PTKc_DDR	signalling.receptor kinases.DUF 26	30_2_17

CUST_179762_PI403524517	2	0.24534702	0.10883951	0.21126413	-0.10883999	-0.49886942	-0.22793102	35_49991	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10QS2	CHR4V7|COORD:16414117..16418668| binding	AT4G34310.2	CHR03V5|COORD:4461999..4468639|protein expressed protein	LOC_Os03g08700.1	no descriptionmoderately similar to ( 209)AT4G34310| Symbols:  | binding | chr4:16414117-16419546 FORWARD	not assigned.unknown	35_2

CUST_59319_PI403524517	2	-0.088027	-0.45229053	-0.020197868	0.16603374	0.062355995	0.020198822	35_16915	"Cluster: Hypothetical protein OSJNBa0016N23.125; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0016N23.125 - Oryza sativa (japonic"	UniRef90_Q84YJ5	"CHR3V7|COORD:21481221..21482324| similar to Os08g0510800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001062209.1); similar to HPr serine"	AT3G57990.1	CHR08V5|COORD:25201742..25200082|protein expressed protein	LOC_Os08g39990.1	"no descriptionweakly similar to ( 187)AT3G57990| Symbols:  | similar to Os08g0510800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001062209.1); similar to HPr serine phosphorylation site [Medicago truncatula] (GB:ABE93056.1) | chr3:21481221-21482324 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12678 PRK12323 PRK07003 Atrophin-1"	not assigned.unknown	35_2

CUST_2856_PI403524517	2	-0.42286396	-0.24026585	0.28783512	0.2402649	0.5206499	-0.3711834	35_781	"Cluster: Amino acid transporter, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Amino acid transporter, putative, expressed - Oryza sativ"	UniRef90_Q2QWV1	"CHR1V7|COORD:29080095..29082146| AAP3 (amino acid permease 3); amino acid permease"	AT1G77380.1	CHR12V5|COORD:4119914..4122046|protein amino acid transporter, putative, expressed	LOC_Os12g08090.1	"no descriptionhighly similar to ( 644)AT1G77380| Symbols: AAP3 | AAP3 (amino acid permease 3); amino acid permease | chr1:29080095-29082146 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Aa_trans Herpes_BLLF1 PRK07003 SdaC PRK07764 Atrophin-1 AF-4 PRK12323 KAR9 APC_basic HPC2 TT_ORF1 Tymo_45kd_70kd DUF566 DUF390 Protamine_P1 Herpes_UL32"	transport.amino acids	34_3

CUST_6536_PI403524517	2	0.087613106	-0.09063625	-0.03178215	0.0150642395	0.004752159	-0.004753113	35_1813	"Cluster: Os06g0598900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0598900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DB62	CHR3V7|COORD:5291083..5292803| transducin family protein / WD-40 repeat family protein	AT3G15610.1	CHR06V5|COORD:23620157..23612119|protein serine-threonine kinase receptor-associated protein, putative, expressed	LOC_Os06g39760.1	no descriptionhighly similar to ( 560)AT3G15610| Symbols:  | transducin family protein / WD-40 repeat family protein | chr3:5291083-5292803 REVERSEvery weakly similar to (73.9)GBB_MAIZEGuanine nucleotide-binding protein subunit beta - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned WD40 COG2319 WD40	development.unspecified	33_99

CUST_161030_PI403524517	2	-0.2766285	0.33544445	0.034989357	0.19465923	-0.034989357	-0.12578678	35_44931	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_23082_PI399408534	2	-0.35754013	0.092700005	0.036427498	-0.03642845	-0.2897892	0.053372383	35_12620	"Cluster: Putative receptor-like protein kinase; n=2; Oryza sativa|Rep: Putative receptor-like protein kinase - Oryza sativa (Rice)"	UniRef90_Q7G6W1	CHR2V7|COORD:8300871..8303357| S-locus lectin protein kinase family protein	AT2G19130.1	CHR10V5|COORD:78971..81917|protein receptor-like protein kinase, putative, expressed	LOC_Os10g01100.1	no descriptionweakly similar to ( 185)AT2G19130| Symbols:  | S-locus lectin protein kinase family protein | chr2:8300871-8303357 FORWARDweakly similar to ( 176)KPRO_MAIZEPutative receptor protein kinase ZmPK1 precursor - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc Pkinase S_TKc Pkinase_Tyr TyrKc PTKc PTKc_Trk PTKc_Csk_like PTKc_Jak_rpt2 PTKc_Ror PTKc_EphR PTKc_Musk PTKc_Syk_like PTKc_Tec_like PTKc_Itk SPS1 PTKc_Btk_Bmx PTKc_Src_like PTKc_Ror1 PTKc_TrkB PTKc_TrkC PTKc_Frk_like PTKc_TrkA PTKc_EGFR_like PTKc_Fes_like PTKc_Srm_Brk PTKc_ALK_LTK PTKc_Ack_like PTKc_EphR_A2 PTKc_InsR_like PTKc_RET PTKc_Tie2 PTKc_Chk PTKc_EphR_B PTKc_Aatyk1_Aatyk3 PTKc_Lck_Blk PTKc_Tie1 PTKc_EphR_A PTKc_DDR1 PTKc_Csk PTKc_Tec_Rlk PTKc_Abl PTKc_Aatyk PTKc_Jak1_rpt2 PTK_CCK4 PTKc_FAK PTKc_Tyk2_rpt2 PTKc_FGFR PTKc_Fer PTKc_Ror2 PTKc_DDR PTKc_VEGFR PRK07003 PTKc_DDR_like PTKc_Axl_like PTKc_Jak2_Jak3_rpt2 PTKc_Tie PTKc_Src PTKc_Fes PTKc_HER4 PRK12323 PTKc_c-ros PTKc_DDR2 PTKc_Syk PTKc_Met_Ron PTKc_FGFR4 PTKc_VEGFR2 PTKc_EphR_A10 PTKc_Lyn PTKc_Fyn_Yrk	misc.myrosinases-lectin-jacalin	26_16

CUST_82531_PI403524517	2	-0.9963126	-0.27603054	0.27603102	1.0498605	1.0684605	-0.4322524	35_23671	"Cluster: Putative iron deficiency protein Ids3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative iron deficiency protein Ids3 - Oryza sativa (japonica"	UniRef90_Q6YYX9	CHR2V7|COORD:15387009..15389066| oxidoreductase, 2OG-Fe(II) oxygenase family protein	AT2G36690.1	CHR08V5|COORD:27910366..27912745|protein gibberellin 20 oxidase 2, putative, expressed	LOC_Os08g44590.1	 no descriptionweakly similar to ( 101)AT2G36690| Symbols:  | oxidoreductase, 2OG-Fe(II) oxygenase family protein | chr2:15387009-15389066 FORWARDnot assigned 	secondary metabolism.flavonoids.flavonols	16_8_4

CUST_13124_PI403524517	2	-0.044592857	-0.5269642	-0.20990372	0.7408104	0.5033169	0.044591904	35_3757	"Cluster: Putative oxidoreductase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative oxidoreductase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q84T04	CHR3V7|COORD:10677503..10679499| oxidoreductase, 2OG-Fe(II) oxygenase family protein	AT3G28480.1	CHR03V5|COORD:33463461..33461453|protein oxidoreductase, putative, expressed	LOC_Os03g58890.1	 no descriptionmoderately similar to ( 384)AT3G28480| Symbols:  | oxidoreductase, 2OG-Fe(II) oxygenase family protein | chr3:10677503-10679499 REVERSEnot assigned P4Hc 	amino acid metabolism.degradation.glutamate family.proline	13_2_2_2

CUST_16989_PI399408534	2	-0.24372673	0.006717682	-0.1076107	0.012062073	-0.006716728	0.060124397	35_12886	"Cluster: Probable histone acetyltransferase HAC-like 1; n=1; Oryza sativa|Rep: Probable histone acetyltransferase HAC-like 1 - Oryza sativa (Rice)"	UniRef90_Q6YXY2	"CHR1V7|COORD:29721826..29728859| HAC1 (P300/CBP acetyltransferase-related protein 2 gene); transcription cofactor"	AT1G79000.1	CHR02V5|COORD:1986422..1997361|protein HAC1, putative, expressed	LOC_Os02g04490.1	" no descriptionvery weakly similar to (84.0)AT1G79000| Symbols: PCAT2, HAC1 | HAC1 (P300/CBP acetyltransferase-related protein 2 gene); transcription cofactor | chr1:29721826-29728859 REVERSEnot assigned "	RNA.regulation of transcription.Histone acetyltransferases	27_3_54

CUST_132019_PI403524517	2	0.2532959	0.58505917	0.06614971	-0.16174984	-0.2813511	-0.06614876	35_37079	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_10069_PI404877155	2	-9.1934204E-4	0.3588562	0.036278725	9.202957E-4	-0.04019642	-0.012393951	Contig3791_at	aldose 1-epimerase family protein [Arabidopsis thaliana] dbj|BAB10929.1| apospory-associated protein C-like [Arabidopsis thaliana]	NP_201454.1	aldose 1-epimerase family protein	At5g66530.1	protein apospory-associated protein C-like protein	Os09g15820	NONE	minor CHO metabolism.others	3_5

CUST_158038_PI403524517	2	0.26459026	0.45441675	0.022356033	-0.022356033	-0.21536922	-0.6246691	35_44123	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_75683_PI403524517	2	-0.57520914	0.09562874	0.17362595	0.45244026	-0.22282696	-0.09562874	35_21695	Rep: H0523F07.13 protein - Oryza sativa (Rice)	UniRef90_Q01JQ0	CHR4|COORD:18400561..18402946| gamma-glutamyltranspeptidase family protein, similar to SP:P19440 Gamma-glutamyltranspeptidase 1 precursor (EC	AT4G39640.2	CHR04V5|COORD:22641935..22636289|protein gamma-glutamyltranspeptidase 1 precursor, putative, expressed	LOC_Os04g38450.1	"no descriptionmoderately similar to ( 349)AT4G39640| Symbols: GGT1 | GGT1; gamma-glutamyltransferase | chr4:18400602-18402855 FORWARDnot assigned G_glu_transpept Ggt ggt"	redox.ascorbate and glutathione.glutathione	21_2_2

CUST_21570_PI403524517	2	0.4408927	0.19831991	-0.28753948	0.07089901	-0.24919748	-0.07089901	35_6262	"Cluster: Putative zinc-finger protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative zinc-finger protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q75IH8	CHR3V7|COORD:23044567..23047628| zinc finger (C2H2 type) family protein	AT3G62240.1	CHR05V5|COORD:11639859..11645684|protein nucleic acid binding protein, putative, expressed	LOC_Os05g19970.1	no descriptionmoderately similar to ( 353)AT3G62240| Symbols:  | zinc finger (C2H2 type) family protein | chr3:23044567-23047628 REVERSEnot assigned COG5236	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_2169_PI403524517	2	-0.92537594	-1.689208	2.614873	0.85398483	1.4402943	-0.8539839	35_581	"Cluster: GDSL-like Lipase/Acylhydrolase family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: GDSL-like Lipase/Acylhydrolase"	UniRef90_Q2QNG2	CHR5V7|COORD:22354971..22356967| GDSL-motif lipase/hydrolase family protein	AT5G55050.1	CHR12V5|COORD:23265644..23261363|protein GDSL-motif lipase/hydrolase-like protein, putative, expressed	LOC_Os12g37910.2	no descriptionweakly similar to ( 167)AT5G33370| Symbols:  | GDSL-motif lipase/hydrolase family protein | chr5:12620094-12621900 REVERSEweakly similar to ( 127)APG_BRANAAnther-specific proline-rich protein APG - Brassica napus (Rape)not assigned not assigned not assigned SGNH_plant_lipase_like fatty_acyltransferase_like Triacylglycerol_lipase_like COG3240 Herpes_BLLF1 APC_basic PRK12323 PRK07003	misc.GDSL-motif lipase	26_28

CUST_84071_PI403524517	2	0.0837307	-0.002161026	0.0021619797	-0.076366425	0.07008934	-0.09148407	35_24093	"Cluster: Putative serine/threonine protein phosphatase 2A (PP2A) regulatory subunit B'; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative serine/threoni"	UniRef90_Q5VRD6	CHR5V7|COORD:8882731..8884328| serine/threonine protein phosphatase 2A (PP2A) regulatory subunit B', putative	AT5G25510.1	CHR05V5|COORD:4650404..4647142|protein transposon protein, putative, unclassified, expressed	LOC_Os05g08560.1	 no descriptionmoderately similar to ( 221)AT5G25510| Symbols:  | serine/threonine protein phosphatase 2A (PP2A) regulatory subunit B', putative | chr5:8882731-8884328 REVERSEnot assigned B56 	protein.postranslational modification	29_4

CUST_87758_PI403524517	2	0.0014400482	0.075060844	0.06461239	-0.0014390945	-0.21546745	-0.06077385	35_25121	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_48493_PI403524517	2	0.16067505	0.046183586	-0.046183586	0.2002182	-0.73902464	-0.20043373	35_13854	"Cluster: Cp protein, putative; n=2; Oryza sativa (japonica cultivar-group)|Rep: Cp protein, putative - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10Q43	"CHR2V7|COORD:1019730..1021068| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G08890.2); similar to cp protein, putative [Oryza sativa (japonica"	AT2G03350.1	CHR03V5|COORD:5749044..5751762|protein cp protein, putative, expressed	LOC_Os03g11210.1	" no descriptionmoderately similar to ( 201)AT2G03350| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G08890.2); similar to cp protein, putative [Oryza sativa (japonica cultivar-group)] (GB:ABF94591.1); contains InterPro domain Protein of unknown function DUF538; (InterPro:IPR007493) | chr2:1019730-1021068 REVERSEnot assigned DUF538 "	not assigned.unknown	35_2

CUST_16227_PI403524517	2	-0.57306004	-0.40969563	0.03936577	0.4419546	0.08843136	-0.03936577	35_4678	"Cluster: Putative PDR-type ABC transporter 9; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative PDR-type ABC transporter 9 - Oryza sativa (japonica"	UniRef90_Q6EQ60	"CHR1V7|COORD:5331988..5338170| ATPDR12/PDR12 (PLEIOTROPIC DRUG RESISTANCE 12); ATPase, coupled to transmembrane movement of substances"	AT1G15520.1	CHR09V5|COORD:10020831..10007837|protein ABC1 protein, putative	LOC_Os09g16380.1	" no descriptionhighly similar to ( 880)AT1G15520| Symbols: PDR12, ATPDR12 | ATPDR12/PDR12 (PLEIOTROPIC DRUG RESISTANCE 12); ATPase, coupled to transmembrane movement of substances | chr1:5331988-5338170 REVERSEhighly similar to ( 928)PDR3_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned ABC_PDR_domain2 ABCG_EPDR ABC2_membrane ABCG_White CcmA ABC_PDR_domain1 ABC_subfamily_A ABC_cobalt_CbiO_domain1 ABC_drug_resistance_like ABC_tran ABC_MJ0796_Lo1CDE_FtsE SunT ABC_Metallic_Cations ZnuC SalX FepC PotA ABC_Carb_Solutes_like CydD ABC_cobalt_CbiO_domain2 ABC_ATPase ABC_DR_subfamily_A ABC_Org_Solvent_Resistant CbiO CysA ABC_PhnC_transporter ABC_Iron-Siderophores_B12_Hemin ABC_Mj1267_LivG_branched MalK MglA ABC_Class3 COG3638 ABC_DrrA ABC_NatA_sodium_exporter ABC_FtsE_transporter TauB MdlB ABCC_MRP_Like ABC_NrtD_SsuB_transporters Ttg2A ABCC_bacteriocin_exporters ABC_NikE_OppD_transporters ABC_PstB_phosphate_transporter COG1123 sufC ABC_ModC_molybdenum_transporter ABC_BcrA_bacitracin_resist ABC_TM1139_LivF_branched ArpD COG0842 GlnQ NatA CcmA LivG araG PRK11174 ABC_putative_ATPase FtsE AbcC COG3845 ABC_PotA_N LivF ABC_NatA_like ABCC_ATM1_transporter TauB ABCC_MsbA CeuD ABC_CysA_sulfate_importer ABCC_Glucan_exporter_like ABC_MetN_methionine_transporter ABC_YhbG ABC_MTABC3_MDL1_MDL2 ABCC_Protease_Secretion ABC_HisP_GlnQ_permeases CydC COG4674 ABC_FeS_Assembly COG4181 COG4559 OpuBA ABC_ModC_like COG4586 COG4152 YhbG fecE ATM1 DppF ModF ABCC_Hemolysin PRK03695 ABC_MalK_N PstB DppD ABCC_MRP_domain1 PRK11264 PRK10575 tauB PRK11160 Uup PRK10851 PRK10895 ABC_OpuCA_Osmoprotection ModC ABC_Carb_Monos_I ABCC_MRP_domain2 ycf16 ABC_KpsT_Wzt PRK10535 COG4136 PRK11176 PRK09700 ABC_CcmA_heme_exporter ABC_Pro_Gly_Bertaine HisP PRK10584 ugpC COG4178 PhnK btuD COG1245 PRK11000 ProV sufC fbpC PhnK ThiQ potA glnQ COG4619 lolD ABCC_TAP phnK PRK10982 artP ABC_ThiQ_thiamine_transporter metN BtuD TagH PRK10762 PRK10419 potG ArtP PRK10908 ABC_RNaseL_inhibitor_domain1 PRK10619 modC ABC_Carb_Monos_II ABCC_SUR1_N ABCC_cytochrome_bd ABCC_NFT1 PRK09984 COG4172 thiQ PRK11819 PRK10789 AppF ABC_UvrA ABCC_SUR2 SapF livF ABC_RNaseL_inhibitor_domain2 dppF ABCD_peroxisomal_ALDP COG2401 PRK10790 PhnL "	transport.ABC transporters and multidrug resistance systems	34_16

CUST_22876_PI399408534	2	0.011854649	0.4543872	-0.030766487	0.11761904	-0.25494957	-0.011854172	35_10466	"Cluster: Os05g0525600 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0525600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DGL3	CHR4V7|COORD:14665808..14669444| light repressible receptor protein kinase	AT4G29990.1	CHR05V5|COORD:26070126..26074441|protein light repressible receptor protein kinase, putative, expressed	LOC_Os05g44990.1	 no descriptionweakly similar to ( 138)AT1G05700| Symbols:  | leucine-rich repeat protein kinase, putative | chr1:1709795-1713244 FORWARDvery weakly similar to (57.0)NORK_PEANodulation receptor kinase precursor - Pisum sativum (Garden pea)	signalling.receptor kinases.misc	30_2_99

CUST_88464_PI403524517	2	0.05470085	-0.048237324	0.132967	-0.10856724	0.048236847	-0.089574814	35_25322	"Cluster: P0482D04.7 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: P0482D04.7 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8S1Y7	CHR4V7|COORD:10275928..10278502| leucine-rich repeat family protein / extensin family protein	AT4G18670.1	CHR01V5|COORD:40911232..40912929|protein expressed protein	LOC_Os01g70120.2	no descriptionnot assigned not assigned PRK07764	not assigned.unknown	35_2

CUST_15599_PI403524517	2	0.023999214	0.07137585	-0.048992157	-0.103300095	-0.024000168	0.0518322	35_4501	"Cluster: Putative sds22+; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative sds22+ - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6H527	CHR5V7|COORD:6649665..6651566| leucine-rich repeat family protein	AT5G19680.1	CHR02V5|COORD:7316388..7319487|protein protein phosphatases PP1 regulatory subunit SDS22, putative, expressed	LOC_Os02g13640.1	no descriptionmoderately similar to ( 414)AT5G19680| Symbols:  | leucine-rich repeat family protein | chr5:6649665-6651566 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG4886 LRR_RI	protein.postranslational modification	29_4

CUST_82490_PI403524517	2	0.1682148	-0.52361584	-0.18266487	0.08068943	0.029541016	-0.029541016	35_23658	Rep: OSIGBa0134P10.3 protein - Oryza sativa (Rice)	UniRef90_Q01IT3	CHR2V7|COORD:6406761..6407837| AGP9 (ARABINOGALACTAN PROTEIN 9)	AT2G14890.1	CHR04V5|COORD:20204598..20205696|protein expressed protein	LOC_Os04g33670.1	no description	not assigned.unknown	35_2

CUST_95651_PI403524517	2	0.39668274	-0.017100334	-0.12413597	0.017099857	-0.44687414	0.027292728	35_27335	Rep: Acetyl-coenzyme A carboxylase - Triticum aestivum (Wheat)	UniRef90_O48959	"CHR1V7|COORD:13535408..13544985| ACC1 (ACETYL-COENZYME A CARBOXYLASE 1); acetyl-CoA carboxylase"	AT1G36160.1	CHR05V5|COORD:13000396..12986467|protein acetyl-coenzyme A carboxylase, putative, expressed	LOC_Os05g22940.1	" no descriptionweakly similar to ( 154)AT1G36160| Symbols: AT-ACC1, EMB22, GK, PAS3, ACC1 | ACC1 (ACETYL-COENZYME A CARBOXYLASE 1); acetyl-CoA carboxylase | chr1:13535408-13544985 FORWARDnot assigned ACC_central "	lipid metabolism.FA synthesis and FA elongation.Acetyl CoA Carboxylation	11_1_1

CUST_81549_PI403524517	2	0.14113235	-0.06757259	-0.15825558	-0.0066337585	0.006634712	0.031417847	35_23394	"Cluster: Hypothetical protein OSJNBa0063H21.133; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0063H21.133 - Oryza sativa (japonic"	UniRef90_Q69LQ7	0	0	CHR07V5|COORD:13514085..13511435|protein F-box domain containing protein, expressed	LOC_Os07g23900.1	no description	not assigned.unknown	35_2

CUST_90193_PI403524517	2	-0.001414299	0.5512037	-0.18322945	0.001414299	0.08468723	-0.33961678	35_25799	Rep: EBNA-3B - Cercopithecine herpesvirus 15 (Rhesus lymphocryptovirus)	UniRef90_Q9IMX9	0	0	CHR09V5|COORD:12059630..12061803|protein transposon protein, putative, CACTA, En/Spm sub-class	LOC_Os09g20130.1	no description	not assigned.unknown	35_2

CUST_13013_PI399408534	2	0.061797142	0.8195987	-0.06179762	-0.10995722	1.6052628	-0.12899494	35_48974	Rep: Phytochrome A type 3 - Avena sativa (Oat)	UniRef90_P06593	"CHR1V7|COORD:3095500..3099218| PHYA (PHYTOCHROME A); G-protein coupled photoreceptor/ signal transducer"	AT1G09570.1	CHR03V5|COORD:29126668..29118715|protein phytochrome A, putative, expressed	LOC_Os03g51030.3	" no descriptionvery weakly similar to (77.4)AT1G09570| Symbols: FHY2, FRE1, HY8, PHYA | PHYA (PHYTOCHROME A); G-protein coupled photoreceptor/ signal transducer | chr1:3095500-3099218 REVERSEweakly similar to ( 119)PHYA4_AVESAPhytochrome A type 4 - Avena sativa (Oat)"	signalling.light	30_11

CUST_1542_PI399408534	2	0.05653286	0.2803831	-0.056531906	-0.21905136	-0.5688391	0.31952858	35_5290	"Cluster: CCAAT-box transcription factor-related; n=1; Oryza sativa (japonica cultivar-group)|Rep: CCAAT-box transcription factor-related - Oryza sativa (japonic"	UniRef90_Q60DJ8	CHR5|COORD:1985103..1987045| CCAAT-binding transcription factor (CBF-B/NF-YA) family protein, contains Pfam profile: PF02045 CCAAT-binding	AT5G06510.2	CHR03V5|COORD:25028897..25023261|protein nuclear transcription factor Y subunit A-10, putative, expressed	LOC_Os03g44540.1	no descriptionvery weakly similar to (88.6)AT3G14020| Symbols:  | CCAAT-binding transcription factor (CBF-B/NF-YA) family protein | chr3:4642975-4644308 FORWARDnot assigned CBF CBFB_NFYA HAP2	RNA.regulation of transcription.CCAAT box binding factor family, HAP2	27_3_14

CUST_57401_PI403524517	2	-0.35328865	-0.09945583	0.06479168	-0.064792156	5.107497	3.3160667	35_16368	"Cluster: Os05g0230900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0230900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DJT2	CHR1V7|COORD:25192226..25194210| lactoylglutathione lyase, putative / glyoxalase I, putative	AT1G67280.1	CHR05V5|COORD:7946068..7939351|protein lactoylglutathione lyase, putative, expressed	LOC_Os05g14194.1	 no descriptionhighly similar to ( 507)AT1G67280| Symbols:  | lactoylglutathione lyase, putative / glyoxalase I, putative | chr1:25192226-25193797 REVERSEmoderately similar to ( 428)LGUL_ORYSAnot assigned not assigned PRK10291 Glyoxalase GloA COG3324 	amino acid metabolism.degradation.aspartate family.threonine	13_2_3_2

CUST_25343_PI399408534	2	-0.012192726	0.515687	0.012192726	-0.18657017	-0.11572933	0.040110588	35_16945	"Cluster: Putative brassinosteroid insensitive 1-associated receptor kinase 1; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative brassinosteroid"	UniRef90_Q5VQL9	CHR4V7|COORD:13766990..13769838| band 7 family protein	AT4G27585.1	CHR08V5|COORD:3414225..3418407|protein stomatin-like protein 2, putative, expressed	LOC_Os08g06200.1	"no descriptionweakly similar to ( 117)AT1G60800| Symbols: NIK3 | NIK3 (NSP-INTERACTING KINASE 3); kinase | chr1:22387266-22390596 REVERSEvery weakly similar to (53.5)NORK_PEANodulation receptor kinase precursor - Pisum sativum (Garden pea)not assigned not assigned not assigned not assigned Band_7_stomatin_like HflC Band_7 PHB Band_7 Band_7_4 Pkinase"	signalling.receptor kinases.misc	30_2_99

CUST_78609_PI403524517	2	0.041923523	-1.1670656	-0.04192257	0.16688919	0.49961853	-0.07884407	35_22539	"Cluster: Putative family II extracellular lipase 3; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative family II extracellular lipase 3 - Oryza sativa (j"	UniRef90_Q6YU91	CHR1V7|COORD:28502840..28504604| family II extracellular lipase 3 (EXL3)	AT1G75900.1	CHR02V5|COORD:78170..79579|protein anther-specific proline-rich protein APG precursor, putative, expressed	LOC_Os02g01140.1	no descriptionmoderately similar to ( 343)AT1G75900| Symbols:  | family II extracellular lipase 3 (EXL3) | chr1:28502840-28504604 FORWARDmoderately similar to ( 244)APG_BRANAAnther-specific proline-rich protein APG - Brassica napus (Rape)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned SGNH_plant_lipase_like fatty_acyltransferase_like Triacylglycerol_lipase_like COG3240 PRK12323 PRK07003 Herpes_BLLF1 HPC2 Tymo_45kd_70kd Pneumo_att_G Atrophin-1 APC_basic DUF566 KAR9 PRK07764 PRK05648 Peptidase_S39 Herpes_TAF50 PRK10263 MAP65_ASE1 GRASP55_65 AF-4 Metaviral_G Glycoprotein_G	misc.GDSL-motif lipase	26_28

CUST_14536_PI404877155	2	0.0746007	-0.6541233	0.20616293	0.107534885	-0.077616215	-0.07460022	Contig8364_at	phosphoglycolate phosphatase, putative [Arabidopsis thaliana] dbj|BAC43237.1| putative 4-nitrophenylphosphatase [Arabidopsis thaliana]	NP_199587.1	phosphoglycolate phosphatase, putative	At5g47760.1	protein Similar to 4-nitrophenylphosphatase-like protein	Os09g08660	gi|21740673|emb|CAD41136.1| OSJNBa0084K20.14	PS.photorespiration.phosphoglycolate phosphatase	1_02_01

CUST_52523_PI403524517	2	-0.0222435	0.10450745	-0.030817032	0.01093483	-0.01093483	0.015539169	35_14963	"Cluster: 60S ribosomal protein L12-1; n=4; Arabidopsis thaliana|Rep: 60S ribosomal protein L12-1 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_P50883	CHR5V7|COORD:24398292..24398792| 60S ribosomal protein L12 (RPL12C)	AT5G60670.1	CHR04V5|COORD:29961241..29962967|protein 60S ribosomal protein L12, putative, expressed	LOC_Os04g50990.1	no descriptionmoderately similar to ( 297)AT5G60670| Symbols:  | 60S ribosomal protein L12 (RPL12C) | chr5:24398292-24398792 REVERSEmoderately similar to ( 244)RL12_CHLRE60S ribosomal protein L12 - Chlamydomonas reinhardtiinot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned RL11 Ribosomal_L11 RplK rpl11p Ribosomal_L11_N Ribosomal_L11 PRK12678 Tymo_45kd_70kd PRK07003 PRK12323 DUF566	protein.synthesis.misc ribososomal protein	29_2_2

CUST_13313_PI399408534	2	-0.036949158	0.40402794	0.018940926	-0.11531353	0.019388199	-0.018939972	35_6593	Rep: DRL1 protein - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q8H2D4	CHR1V7|COORD:4747434..4748342| DRL1 (DEFORMED ROOTS AND LEAVES 1)	AT1G13870.1	0	0	no descriptionweakly similar to ( 183)AT1G13870| Symbols: DRL1 | DRL1 (DEFORMED ROOTS AND LEAVES 1) | chr1:4747434-4748342 REVERSEnot assigned KTI12	RNA.regulation of transcription	27_3

CUST_104023_PI403524517	2	0.1288042	0.9962158	-0.008771896	-0.18934631	-0.17005634	0.008771896	35_29650	Rep: Histone H2A.2 - Pisum sativum (Garden pea)	UniRef90_P40281	CHR5V7|COORD:575435..576454| histone H2A, putative	AT5G02560.1	CHR05V5|COORD:716250..717121|protein histone H2A, putative, expressed	LOC_Os05g02300.1	 no descriptionvery weakly similar to (50.4)AT5G59870| Symbols:  | histone H2A, putative | chr5:24132831-24133370 REVERSEvery weakly similar to (54.7)H2A6_ORYSA	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_2781_PI399408534	2	0.003578186	-0.5929022	-0.059602737	-0.003578186	0.09765434	0.09818268	35_4756	"Cluster: Transposon protein, putative, Mutator sub-class, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Transposon protein, putative,"	UniRef90_Q10EK0	CHR5V7|COORD:26581594..26583888| phototropic-responsive NPH3 family protein	AT5G66560.1	CHR03V5|COORD:31724090..31727443|protein transposon protein, putative, Mutator sub-class, expressed	LOC_Os03g55830.1	no descriptionmoderately similar to ( 295)AT5G66560| Symbols:  | phototropic-responsive NPH3 family protein | chr5:26581594-26583888 FORWARDweakly similar to ( 166)NPH3_ORYSAnot assigned NPH3 PRK12323 PRK07003 PRK07764	signalling.light	30_11

CUST_113751_PI403524517	2	0.11942482	-0.22022867	-0.11942482	0.19442034	0.13782215	-0.16433907	35_32284	"Cluster: Myb-like DNA-binding domain, putative; n=1; Oryza sativa (japonica cultivar-group)|Rep: Myb-like DNA-binding domain, putative - Oryza sativa (japonica"	UniRef90_Q53K34	CHR2V7|COORD:9014170..9016692| pEARLI4	AT2G20960.1	CHR03V5|COORD:29246649..29252653|protein SWI/SNF-related matrix-associated actin-dependent regulator of chromatin subfamily C member, putative,	LOC_Os03g51220.1	no descriptionnot assigned not assigned	not assigned.unknown	35_2

CUST_11929_PI404877155	2	0.2319479	-0.25914192	0.0840745	0.03111267	-0.03111267	-0.7869272	Contig5634_x_at	NOD26-like membrane integral protein ZmNIP2-2 [Zea mays]	AAK26752.1	aquaglyceroporin / NOD26-like major intrinsic protein 2 (NLM2)	At4g18910.1	protein NOD26-like membrane integral protein ZmNIP2-2	Os06g12310	"aquaglyceroporin / NOD26-like major intrinsic protein 2 (NLM2), contains Pfam profile: MIP PF00230; similar to SP:P08995 {Glycine max} Nodulin-26 (N-26); identical to cDNA aquaglyceroporin (nlm2 gene) GI:11071655, aquaglyceroporin (Arabidopsis thaliana) G"	transport.Major Intrinsic Proteins.NIP	34_19_3

CUST_12365_PI403524517	2	0.0231781	-0.24626923	-0.06557274	0.07471943	0.025856018	-0.023179054	35_3523	"Cluster: Putative adhesion regulating molecule family; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative adhesion regulating molecule family - Oryza sat"	UniRef90_Q5TKG0	"CHR2|COORD:11318082..11322173| similar to Adrm1 protein [Mus musculus] (GB:AAH19746.1); contains InterPro domain Adhesion regulating molecule (InterPro:IPR00677"	AT2G26590.3	CHR05V5|COORD:29539686..29534432|protein adhesion regulating molecule conserved region family protein, expressed	LOC_Os05g51640.1	no descriptionmoderately similar to ( 324)AT2G26590| Symbols:  | adhesion regulating molecule family | chr2:11318260-11321795 REVERSEnot assigned ARM_1	not assigned.no ontology	35_1

CUST_121925_PI403524517	2	0.05473137	-0.1779089	-0.1515789	0.029953957	-2.3651123E-4	2.3555756E-4	35_34423	"Cluster: Hypothetical protein OJ1740_D06.19-1; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1740_D06.19-1 - Oryza sativa (japonica"	UniRef90_Q69P61		0	CHR09V5|COORD:15232372..15234395|protein expressed protein	LOC_Os09g25410.2	no description	not assigned.unknown	35_2

CUST_64581_PI403524517	2	0.010846138	-0.19351482	-0.04131031	0.12188244	-0.010847092	0.02352047	35_18438	"Cluster: Putative plastid-specific ribosomal protein 2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative plastid-specific ribosomal protein 2 - Oryza s"	UniRef90_Q6H443	CHR3|COORD:19353002..19354426| similar to 33 kDa ribonucleoprotein, chloroplast, putative / RNA-binding protein cp33, putative [Arabidopsis thaliana]	AT3G52150.2	CHR09V5|COORD:5872202..5869971|protein plastid-specific 30S ribosomal protein 2, chloroplast precursor, putative, expressed	LOC_Os09g10760.1	 no descriptionweakly similar to ( 190)AT3G52150| Symbols:  | RNA binding | chr3:19353052-19354068 FORWARDmoderately similar to ( 205)RRP2_SPIOLPlastid-specific 30S ribosomal protein 2, chloroplast precursor - Spinacia oleracea (Spinach)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG0724 RRM RRM_1 	RNA.RNA binding	27_4

CUST_151544_PI403524517	2	0.43170643	-0.067034245	-0.12434387	0.06703472	-0.19854927	0.13020992	35_42373	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_16536_PI399408534	2	0.118187904	0.21356678	-0.023165703	-0.12804699	-0.14017487	0.02316475	35_6434	"Cluster: Putative zinc finger protein ID1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative zinc finger protein ID1 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6YXC5	CHR1V7|COORD:12551427..12552479| nucleic acid binding / zinc ion binding	AT1G34370.3	CHR02V5|COORD:21954254..21950720|protein zinc finger, C2H2 type family protein, expressed	LOC_Os02g36360.3	no descriptionweakly similar to ( 103)AT1G34370| Symbols:  | nucleic acid binding / zinc ion binding | chr1:12551427-12552479 FORWARD	RNA.regulation of transcription.C2H2 zinc finger family	27_3_11

CUST_8199_PI399408534	2	0.0017495155	0.27366924	0.0545516	-0.32883644	-0.8007269	-0.0017495155	35_6758	"Cluster: Transcriptional regulator, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Transcriptional regulator, putative, expressed - Oryza"	UniRef90_Q108Z7	CHR1V7|COORD:373694..386682| transcriptional regulator-related	AT1G02080.1	CHR10V5|COORD:21573899..21554731|protein transcription regulator, putative, expressed	LOC_Os10g40780.3	no descriptionmoderately similar to ( 291)AT1G02080| Symbols:  | transcriptional regulator-related | chr1:373694-386682 FORWARDnot assigned CDC39	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_52733_PI403524517	2	0.08124733	-0.9345741	-0.16859627	0.026278496	0.0056991577	-0.005698204	35_15021	"Cluster: 'putative 2,3-bisphosphoglycerate-independent phosphoglycerate mutase'; n=2; Oryza sativa (japonica cultivar-group)|Rep: 'putative"	UniRef90_Q5KQH5	CHR3|COORD:2608483..2611333| 2,3-biphosphoglycerate-independent phosphoglycerate mutase, putative / phosphoglyceromutase, putative,	AT3G08590.2	CHR01V5|COORD:35131133..35134944|protein 2,3-bisphosphoglycerate-independent phosphoglycerate mutase, putative, expressed	LOC_Os01g60190.2	 no descriptionhighly similar to ( 966)AT3G08590| Symbols:  | 2,3-biphosphoglycerate-independent phosphoglycerate mutase, putative / phosphoglyceromutase, putative | chr3:2608689-2611243 REVERSEnearly identical (1011)PMGI_MAIZE2,3-bisphosphoglycerate-independent phosphoglycerate mutase - Zea mays (Maize)not assigned PRK05434 iPGM_N GpmI Metalloenzyme 	glycolysis.phosphoglycerate mutase	4_11

CUST_12530_PI403524517	2	0.06527996	0.0774374	-0.08514118	-0.04417801	-0.042334557	0.042333603	35_3576	"Cluster: Putative DNAJ heat shock N-terminal domain-containing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative DNAJ heat shock N-terminal"	UniRef90_Q5Z5F4	CHR5V7|COORD:6255179..6257833| DNAJ heat shock N-terminal domain-containing protein	AT5G18750.1	CHR06V5|COORD:20041687..20033669|protein heat shock protein binding protein, putative, expressed	LOC_Os06g34440.1	no descriptionmoderately similar to ( 236)AT5G18750| Symbols:  | DNAJ heat shock N-terminal domain-containing protein | chr5:6255179-6257833 FORWARD	stress.abiotic.heat	20_2_1

CUST_20562_PI403524517	2	-0.030914307	0.4953289	-0.021740913	0.10921097	-0.21586418	0.021740913	35_5965	"Cluster: Os02g0191700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0191700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E365	CHR5V7|COORD:10925856..10929896| calcium-binding EF hand family protein	AT5G28900.1	CHR02V5|COORD:5075533..5071312|protein calcium ion binding protein, putative, expressed	LOC_Os02g09840.1	no descriptionmoderately similar to ( 252)AT5G28900| Symbols:  | calcium-binding EF hand family protein | chr5:10925856-10929896 FORWARDnot assigned	protein.postranslational modification	29_4

CUST_5301_PI403524517	2	0.08743858	-0.09102917	-0.023366928	-0.122122765	0.023367882	0.034321785	35_1464	"Cluster: Os04g0603000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os04g0603000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JAE5	CHR5V7|COORD:23235618..23237890| aldose 1-epimerase family protein	AT5G57330.1	CHR04V5|COORD:30214120..30219285|protein apospory-associated protein C, putative, expressed	LOC_Os04g51390.2	no descriptionmoderately similar to ( 247)AT3G61610| Symbols:  | aldose 1-epimerase family protein | chr3:22810455-22812004 FORWARDnot assigned COG0676 Aldose_epim	minor CHO metabolism.others	3_5

CUST_176662_PI403524517	2	-0.14784479	-0.059770107	0.47957993	0.059770107	-0.44051123	0.63968754	35_49155	0	0		0	CHR04V5|COORD:22923716..22920058|protein anthranilate synthase component II, putative, expressed	LOC_Os04g38950.1	no description	not assigned.unknown	35_2

CUST_112389_PI403524517	2	-0.12386608	0.24654531	0.025270462	-0.18196583	-0.025269985	0.12233305	35_31907	Rep: ACR285Cp - Ashbya gossypii (Yeast) (Eremothecium gossypii)	UniRef90_Q75BI6	CHR3V7|COORD:9355298..9358994| CHUP1 (CHLOROPLAST UNUSUAL POSITIONING 1)	AT3G25690.1	CHR11V5|COORD:7108667..7110464|protein transposon protein, putative, unclassified, expressed	LOC_Os11g12630.1	no description	not assigned.unknown	35_2

CUST_18509_PI399408534	2	0.15788174	-0.3073702	-0.09294605	-0.015844345	0.015844345	0.049508095	35_19844	"Cluster: Nuclear transcription factor Y subunit B-3; n=4; Magnoliophyta|Rep: Nuclear transcription factor Y subunit B-3 - Oryza sativa (Rice)"	UniRef90_Q60EQ4	CHR3V7|COORD:19785360..19786969| CCAAT-box binding transcription factor, putative	AT3G53340.1	CHR05V5|COORD:22690898..22686909|protein nuclear transcription factor Y subunit B-3, putative, expressed	LOC_Os05g38820.3	 no descriptionweakly similar to ( 197)AT3G53340| Symbols:  | CCAAT-box binding transcription factor, putative | chr3:19785360-19786969 REVERSEmoderately similar to ( 266)NFYB3_ORYSAnot assigned not assigned not assigned CBFD_NFYB_HMF HHT1 COG5150 	RNA.regulation of transcription.CCAAT box binding factor family, HAP3	27_3_15

CUST_156232_PI403524517	2	0.33007336	0.34053898	-0.14835167	-0.28339577	-0.29883432	0.14835215	35_43633	"Cluster: Os05g0373300 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0373300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DIP3	CHR1V7|COORD:2842156..2846141| BON3 (BONZAI 3)	AT1G08860.1	CHR05V5|COORD:17902144..17908770|protein copine-8, putative, expressed	LOC_Os05g30970.1	no descriptionweakly similar to ( 148)AT1G08860| Symbols: BON3 | BON3 (BONZAI 3) | chr1:2842156-2846141 FORWARDnot assigned C2 C2 C2	not assigned.no ontology	35_1

CUST_5814_PI403524517	2	-0.5790005	0.44728947	0.17205238	0.24645329	-0.17205334	-0.17363358	35_1605	"Cluster: Os07g0663500 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0663500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D3V9	CHR3V7|COORD:9844876..9846136| short-chain dehydrogenase/reductase (SDR) family protein	AT3G26760.1	CHR07V5|COORD:27989502..27990897|protein sex determination protein tasselseed-2, putative, expressed	LOC_Os07g46830.1	no descriptionmoderately similar to ( 240)AT3G26760| Symbols:  | short-chain dehydrogenase/reductase (SDR) family protein | chr3:9844876-9846136 FORWARDweakly similar to ( 197)TS2_MAIZESex determination protein tasselseed-2 - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned fabG PRK12429 fabG fabG PRK12829 FabG PRK06841 PRK06172 PRK06138 PRK07067 PRK12826 PRK07479 PRK07063 PRK06484 PRK12939 PRK06057 PRK08324 PRK06346 PRK07069 PRK07478 PRK08213 PRK07825 COG4221 PRK08220 fabG PRK06124 fabG fabG PRK12827 PRK08265 PRK08226 fabG PRK06500 PRK07774 PRK06935 fabG PRK06114 PRK07097 PRK08643 PRK08936 PRK12828 PRK06198 fabG PRK08589 PRK06398 PRK07024 PRK07074 PRK06113 fabG PRK07831 PRK07523 PRK12745 PRK07035 PRK05650 PRK05872 PRK07856 PRK05855 PRK08267 PRK06949 PRK06171 PRK08277 PRK06200 PRK05875 PRK12481 PRK06181 PRK07791 PRK09242 fabG PRK08085 PRK06523 PRK07890 PRK12824 PRK05867 PRK12937 PRK07060 DltE PRK08993 PRK12384 PRK06123 PRK06194 adh_short fabG PRK07577 PRK05717 PRK07576 PRK09186 PRK12936 PRK08264 PRK12743 PRK06122 PRK08628 benD PRK07109 PRK07201 PRK07814 PRK06947 PRK12935 PRK07062 fabG PRK07677 PRK08063 fabG PRK09135 PRK06179 PRK06180 PRK07326 PRK06128 fabG PRK07041 PRK05866 FabI PRK12428 PRK07832 PRK08945 PRK12744 PRK07454 PRK08278 PRK12938 PRK05876 PRK06125 PRK07633 PRK08159 PRK08263 fabG PRK06701 PRK09072 PRK06182 PRK07985 PRK12748 PRK09134 PRK07102 PRK06940 PRK12742 KR PRK08416 PRK09730 PRK09291 fabG PRK07533 PRK06139 PRK12746 PRK06079 PRK07370 PRK12678 PRK06914 PRK10538 PRK06196 PRK08251 PRK06505 PRK07904 PRK08339 PRK12747 DltE PRK06482 PRK08219 PRK08594 PRK05693 PRK06953 PRK06197 PRK07806 PRK05854 PRK06720 PRK07775 PRK06483 PRK06101 PRK08177 PRK08415	misc.short chain dehydrogenase/reductase (SDR)	26_22

CUST_124867_PI403524517	2	-3.7384033E-4	0.44298172	3.733635E-4	-0.020603657	0.28279305	-0.3325796	35_35185	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_74179_PI403524517	2	0.047014236	0.3111658	-0.028687477	-0.106482506	-0.14975834	0.02868843	35_21274	"Cluster: OJ991113_30.15 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: OJ991113_30.15 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XUF3	"CHR5|COORD:16376658..16381020| cohesion family protein SYN2 (SYN2), identical to cohesion family protein SYN2 (Arabidopsis thaliana) GI:12006360; supporting cDN"	AT5G40840.2	CHR04V5|COORD:24160698..24167313|protein N terminus of Rad21 / Rec8 like protein, expressed	LOC_Os04g41110.1	 no descriptionvery weakly similar to (63.2)AT5G40840| Symbols: ATRAD21.1, SYN2 | SYN2 (Sister chromatid cohesion 1 (SCC1) protein homolog 2) | chr5:16376839-16380950 REVERSEnot assigned Rad21_Rec8 	not assigned.no ontology	35_1

CUST_68776_PI403524517	2	0.042847633	-0.38638592	-0.042848587	0.06670189	0.21594906	-0.16434097	35_19674	"Cluster: OSIGBa0148J22.1 protein; n=3; Oryza sativa|Rep: OSIGBa0148J22.1 protein - Oryza sativa (Rice)"	UniRef90_Q01MY1	CHR4V7|COORD:16615554..16617429| amidase family protein	AT4G34880.1	CHR04V5|COORD:5666494..5669498|protein amidase, putative, expressed	LOC_Os04g10460.1	no descriptionmoderately similar to ( 286)AT4G34880| Symbols:  | amidase family protein | chr4:16615554-16617429 FORWARDnot assigned not assigned PRK08137 PRK06828 PRK06707 GatA PRK11910 Amidase gatA PRK07488 PRK07235 PRK08186 PRK09201 PRK06102 PRK07056 PRK06169 PRK05962 PRK06565 PRK07139 PRK08310 PRK07486	misc.nitrilases, *nitrile lyases, berberine bridge enzymes, reticuline oxidases, troponine reductases	26_8

CUST_29600_PI403524517	2	0.21675158	-0.35561657	0.20821953	0.071609974	-0.23819304	-0.071609974	35_8548	"Cluster: Putative phi-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative phi-1 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8LHZ7	CHR2V7|COORD:14824299..14825270| phosphate-responsive 1 family protein	AT2G35150.1	CHR07V5|COORD:18616597..18618179|protein PHI-1, putative, expressed	LOC_Os07g31430.1	no descriptionweakly similar to ( 171)AT2G35150| Symbols:  | phosphate-responsive 1 family protein | chr2:14824299-14825270 REVERSEnot assigned Phi_1	not assigned.no ontology	35_1

CUST_17272_PI403524517	2	-0.111943245	-0.14286709	0.120373726	0.03361225	0.034568787	-0.03361225	35_4990	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_18925_PI403524517	2	0.08604431	0.12680435	-0.016228676	-0.13815403	-0.22556496	0.016228676	35_5483	"Cluster: OSJNBa0064M23.9 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0064M23.9 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7X8X5	"CHR3V7|COORD:21439808..21441087| AHUS5 (EMBRYO DEFECTIVE 1637); ubiquitin-protein ligase"	AT3G57870.1	CHR04V5|COORD:29073135..29070091|protein ubiquitin-conjugating enzyme E2 I, putative, expressed	LOC_Os04g49130.1	" no descriptionmoderately similar to ( 225)AT3G57870| Symbols: EMB1637, AHUS5 | AHUS5 (EMBRYO DEFECTIVE 1637); ubiquitin-protein ligase | chr3:21439808-21441087 REVERSEweakly similar to ( 118)UBC2_WHEATUbiquitin-conjugating enzyme E2-17 kDa - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG5078 UQ_con UBCc UBCc "	protein.degradation.ubiquitin.E2	29_5_11_3

CUST_19781_PI404877155	2	-0.24061012	0.18120384	0.23931885	-0.24807549	-0.0026130676	0.0026111603	Z48624_x_at	RNA binding protein - barley emb|CAA88558.1| glycine rich protein, RNA binding protein [Hordeum vulgare subsp. vulgare]	S53050	glycine-rich RNA-binding protein (GRP7)	At2g21660.1	protein Similar to glycine-rich RNA-binding protein - rice	Os12g43600	NONE	RNA.regulation of transcription.GRP	27_3_75

CUST_20144_PI403524517	2	-0.013442993	-0.37646675	0.013442993	0.019289017	0.02182293	-0.04848194	35_5838	"Cluster: Os02g0326200 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0326200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E1L9	CHR1V7|COORD:26436177..26438014| RNA recognition motif (RRM)-containing protein	AT1G70200.1	CHR02V5|COORD:13127049..13132578|protein expressed protein	LOC_Os02g22070.1	no descriptionweakly similar to ( 119)AT1G70200| Symbols:  | RNA recognition motif (RRM)-containing protein | chr1:26436177-26438014 REVERSEnot assigned	not assigned.no ontology	35_1

CUST_46795_PI403524517	2	0.053771496	0.13474703	-0.118674755	0.008179188	-0.008179188	-0.430027	35_13400	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_77565_PI403524517	2	0.0025482178	0.421978	0.07291317	-0.09306717	-0.32854939	-0.0025482178	35_22232	"Cluster: Hypothetical protein P0481F05.12; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0481F05.12 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6ZDS2	0	0	CHR08V5|COORD:23882180..23887812|protein zinc finger, C2H2 type family protein, expressed	LOC_Os08g37920.2	no description	not assigned.unknown	35_2

CUST_57847_PI403524517	2	0.020273209	0.0240736	-0.020273209	0.1260767	-0.09228039	-0.10953331	35_16492	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_13812_PI403524517	2	0.023235321	0.844285	0.14150238	-0.12633896	-0.023236275	-0.091106415	35_3960	"Cluster: Putative membrane protein; n=1; Emiliania huxleyi virus 86|Rep: Putative membrane protein - Emiliania huxleyi virus 86"	UniRef90_Q4A2B5	CHR2V7|COORD:6925121..6927401| leucine-rich repeat family protein / extensin family protein	AT2G15880.1	CHR11V5|COORD:25814722..25811841|protein extensin-like protein, putative	LOC_Os11g43640.1	no descriptionnot assigned not assigned not assigned not assigned not assigned Atrophin-1 Tymo_45kd_70kd PRK12323 Drf_FH1	not assigned.unknown	35_2

CUST_177407_PI403524517	2	-0.054960728	0.042374134	-0.042374134	-0.32499647	0.14729929	0.062660694	35_49349	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_98951_PI403524517	2	-0.033328533	0.07765484	0.03332901	0.1497531	-0.06520939	-0.3532834	35_28244	"Cluster: Putative sterol delta-7 reductase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative sterol delta-7 reductase - Oryza sativa (japonica cultivar"	UniRef90_Q6K4V9	"CHR1V7|COORD:18685843..18689223| DWF5 (DWARF 5); sterol delta7 reductase"	AT1G50430.1	CHR02V5|COORD:15641511..15635392|protein 7-dehydrocholesterol reductase, putative, expressed	LOC_Os02g26650.3	no descriptionnot assigned	not assigned.unknown	35_2

CUST_58504_PI403524517	2	0.05706501	0.12270546	-0.034223557	-0.09116554	-0.11732197	0.034223557	35_16687	"Cluster: Ubiquitin-conjugating enzyme E2-23 kDa, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Ubiquitin-conjugating enzyme E2-23"	UniRef90_Q337R4	"CHR5V7|COORD:16555524..16557184| UBC4 (UBIQUITIN CONJUGATING ENZYME 4); ubiquitin-protein ligase"	AT5G41340.1	CHR10V5|COORD:15851407..15855642|protein ubiquitin-conjugating enzyme E2-21 kDa 1, putative, expressed	LOC_Os10g31000.1	"no descriptionmoderately similar to ( 293)AT1G63800| Symbols: UBC5 | UBC5 (ubiquitin-conjugating enzyme 37); ubiquitin-protein ligase | chr1:23671551-23672666 REVERSEmoderately similar to ( 286)UBC4_WHEATUbiquitin-conjugating enzyme E2-23 kDa - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned UQ_con COG5078 UBCc UBCc"	protein.degradation.ubiquitin.E2	29_5_11_3

CUST_38905_PI403524517	2	0.16233921	0.23678207	-0.011590004	-0.035564423	0.011590004	-0.059635162	35_11194	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q84ST1	"CHR1V7|COORD:10103144..10104574| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G67610.2); similar to expressed protein [Oryza sativa (japonica"	AT1G28760.1	CHR03V5|COORD:25471481..25466337|protein expressed protein	LOC_Os03g45180.2	"no descriptionvery weakly similar to (81.6)AT1G28760| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G67610.2); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABF97955.1); similar to Os03g0654500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001050797.1) | chr1:10103144-10104574 FORWARD"	not assigned.unknown	35_2

CUST_7661_PI403524517	2	0.17884827	0.24494076	-0.16064739	-0.16212845	-0.16630936	0.16064739	35_2133	"Cluster: Putative permease 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative permease 1 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6H5A2	CHR5V7|COORD:25260949..25264301| permease, putative	AT5G62890.2	CHR09V5|COORD:12883070..12887676|protein permease I, putative, expressed	LOC_Os09g21340.1	 no descriptionhighly similar to ( 800)AT5G62890| Symbols:  | permease, putative | chr5:25260949-25263974 FORWARDnot assigned Xan_ur_permease UraA PRK10720 PRK11412 	transport.misc	34_99

CUST_152475_PI403524517	2	0.28666687	0.37010288	0.03327799	-0.17776966	-0.033278465	-0.25374222	35_42618	"Cluster: Putative AT-hook protein 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative AT-hook protein 1 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ZJ55	CHR5V7|COORD:20974089..20976155| DNA-binding protein-related	AT5G51590.1	CHR08V5|COORD:1000872..1004720|protein DNA-binding protein, putative, expressed	LOC_Os08g02490.1	no description	not assigned.unknown	35_2

CUST_19229_PI404877155	2	0.037065506	-0.18267441	-0.16636467	0.01969719	0.11458111	-0.01969719	rbaal18m18_at	putative CLC-d chloride channel protein [Oryza sativa (japonica cultivar-group)]	AAO19370.1	chloride channel protein (CLC-d)	At5g26240.1	protein putative CLC-d chloride channel protein	Os03g48940	chloride channel protein (CLC-d), identical to CLC-d chloride channel protein (Arabidopsis thaliana) GI:1742959	transport.unspecified anions	34_18

CUST_38291_PI403524517	2	-0.34225178	-0.31451416	0.39109516	0.0059604645	0.08159542	-0.0059604645	35_11020	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QM36	"CHR5V7|COORD:7308258..7309346| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G52060.2); similar to Os12g0618800 [Oryza sativa (japonica"	AT5G22070.1	CHR12V5|COORD:26332098..26329634|protein expressed protein	LOC_Os12g42420.1	" no descriptionweakly similar to ( 149)AT5G22070| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G52060.2); similar to Os12g0618800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001067294.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:AAT77886.1); similar to Os03g0648100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001050776.1); contains InterPro domain Protein of unknown function DUF266, plant; (InterPro:IPR004949) | chr5:7308258-7309346 FORWARDnot assigned DUF266 "	not assigned.unknown	35_2

CUST_32316_PI403524517	2	0.018216133	0.05431366	-0.06703091	-0.11747265	-0.01821518	0.08233738	35_9318	"Cluster: GDP-fucose protein-O-fucosyltransferase 1; n=1; Triticum aestivum|Rep: GDP-fucose protein-O-fucosyltransferase 1 - Triticum aestivum (Wheat)"	UniRef90_Q7XAG0	CHR3V7|COORD:1513564..1514619| similar to protein-O-fucosyltransferase 1 [Saccharum officinarum] (GB:CAH40838.1)	AT3G05320.1	CHR02V5|COORD:3702928..3705407|protein protein-O-fucosyltransferase 1, putative, expressed	LOC_Os02g07200.3	no descriptionvery weakly similar to (87.8)AT3G05320| Symbols:  | similar to protein-O-fucosyltransferase 1 [Saccharum officinarum] (GB:CAH40838.1) | chr3:1513564-1514619 REVERSE	not assigned.unknown	35_2

CUST_85527_PI403524517	2	0.0641346	-0.053834915	-0.25851727	-0.19873714	0.05383587	0.28770542	35_24498	0	0	0	0	CHR01V5|COORD:24054609..24059925|protein ATP binding protein, putative, expressed	LOC_Os01g41870.2	no description	not assigned.unknown	35_2

CUST_54389_PI403524517	2	0.014282227	-0.22208977	-0.10873222	-0.014282227	0.03429413	0.06767273	35_15483	"Cluster: Os03g0167100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os03g0167100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DUU5	"CHR5V7|COORD:25684755..25684949| RPS28 (RIBOSOMAL PROTEIN S28); structural constituent of ribosome"	AT5G64140.1	CHR10V5|COORD:13993436..13992067|protein 40S ribosomal protein S28, putative, expressed	LOC_Os10g27174.1	"no descriptionvery weakly similar to (82.4)AT5G64140| Symbols: RPS28 | RPS28 (RIBOSOMAL PROTEIN S28); structural constituent of ribosome | chr5:25684755-25684949 REVERSEvery weakly similar to (98.6)RS28_MAIZE40S ribosomal protein S28 - Zea mays (Maize)not assigned Ribosomal_S28e RPS28A rps28e"	protein.synthesis.misc ribososomal protein	29_2_2

CUST_4187_PI403524517	2	-0.49891472	-1.9258261	0.74320126	0.3015604	0.43154335	-0.30155945	35_1157	"Cluster: Hypothetical protein OSJNBa0077F02.114; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0077F02.114 - Oryza sativa (japonic"	UniRef90_Q8H367	"CHR1V7|COORD:24141503..24142282| similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE90022.1); contains domain"	AT1G64980.1	CHR07V5|COORD:13036946..13035830|protein expressed protein	LOC_Os07g23120.1	"no descriptionmoderately similar to ( 324)AT1G64980| Symbols:  | similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE90022.1); contains domain Nucleotide-diphospho-sugar transferases (SSF53448) | chr1:24141503-24142282 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned PRK07003 PRK12323"	not assigned.unknown	35_2

CUST_11580_PI399408534	2	-0.321455	0.54151154	0.021343231	-0.021344185	0.29888344	-0.34780025	35_4410	"Cluster: Os01g0202500 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0202500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JPT7	CHR1V7|COORD:29572263..29573555| zinc finger (B-box type) family protein	AT1G78600.1	CHR01V5|COORD:5636571..5638295|protein B-box zinc finger family protein, expressed	LOC_Os01g10580.1	no descriptionvery weakly similar to (66.2)AT1G78600| Symbols:  | zinc finger (B-box type) family protein | chr1:29572263-29573555 FORWARD	RNA.regulation of transcription.C2C2(Zn) CO-like, Constans-like zinc finger family	27_3_7

CUST_52797_PI403524517	2	-0.010627747	-1.1007223	-0.11022854	0.07496643	0.17138577	0.010626793	35_15039	Rep: Ribosomal protein L35A - Zea mays (Maize)	UniRef90_A0EVF3	CHR1V7|COORD:27932076..27933127| 60S ribosomal protein L35a (RPL35aC)	AT1G74270.1	CHR02V5|COORD:33353475..33355613|protein 60S ribosomal protein L33-B, putative, expressed	LOC_Os02g54470.2	no descriptionweakly similar to ( 198)AT1G74270| Symbols:  | 60S ribosomal protein L35a (RPL35aC) | chr1:27932076-27933127 REVERSEnot assigned not assigned not assigned Ribosomal_L35Ae COG2451 PRK04337	protein.synthesis.misc ribososomal protein	29_2_2

CUST_156332_PI403524517	2	0.07291126	-0.33734608	-0.14041328	0.20079517	0.4066782	-0.07291126	35_43664	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_152928_PI403524517	2	0.101233006	0.0860734	0.099892616	-0.22852802	-0.12648487	-0.08607292	35_42742	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_130314_PI403524517	2	0.5421734	-0.046010017	-0.06399822	0.046010017	-0.30070782	0.78433514	35_36596	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_3828_PI404877155	2	0.10855389	-0.19255543	-0.26053905	0.052487373	0.12349701	-0.052488327	Contig14442_at	transcription factor-related [Arabidopsis thaliana] pir||D84670 hypothetical protein At2g27230 [imported] - Arabidopsis thaliana gb|AAD42006	NP_565640.1	transcription factor-related	At2g27230.1	protein expressed protein	Os11g06010	NONE	RNA.regulation of transcription.bHLH,Basic Helix-Loop-Helix family	27_3_06

CUST_65435_PI403524517	2	-0.006491661	-0.49419498	-0.1253767	0.13071156	0.21594429	0.006491661	35_18682	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10RA9	"CHR5V7|COORD:24578096..24579378| GR-RBP3 (glycine-rich RNA-binding protein 3); RNA binding"	AT5G61030.1	CHR03V5|COORD:3544476..3540612|protein TATA-binding protein-associated factor 2N, putative, expressed	LOC_Os03g06980.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Extensin_2 Drf_FH1 GRP	not assigned.unknown	35_2

CUST_16004_PI403524517	2	0.10487652	-0.06712532	-0.11297417	0.051218033	-0.051218987	0.10953617	35_4619	"Cluster: OSJNBb0020J19.10 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBb0020J19.10 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XKA0	CHR1V7|COORD:7678197..7679686| glucose-6-phosphate/phosphate translocator-related	AT1G21870.1	CHR04V5|COORD:35202475..35199844|protein organic anion transporter, putative, expressed	LOC_Os04g59550.4	no descriptionmoderately similar to ( 222)AT1G21870| Symbols:  | glucose-6-phosphate/phosphate translocator-related | chr1:7678197-7679686 FORWARDnot assigned not assigned not assigned not assigned TPT DUF6 RhaT	transport.metabolite transporters at the envelope membrane	34_8

CUST_11051_PI403524517	2	0.01117897	0.3054819	-0.22700024	0.22581673	-0.011179924	-0.050769806	35_3123	"Cluster: Shikimate kinase 1; n=2; Oryza sativa (japonica cultivar-group)|Rep: Shikimate kinase 1 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5NTH4	CHR2V7|COORD:9358186..9359961| shikimate kinase, putative	AT2G21940.2	CHR02V5|COORD:31485829..31488487|protein shikimate kinase, chloroplast precursor, putative, expressed	LOC_Os02g51410.1	no descriptionmoderately similar to ( 237)AT2G21940| Symbols:  | ATP binding / shikimate kinase | chr2:9358186-9359961 FORWARDaroK SK AroK SKI aroL aroK PRK08154 PRK00625 CMPK	amino acid metabolism.synthesis.aromatic aa.chorismate.shikimate kinase	13_1_6_1_5

CUST_165479_PI403524517	2	0.11699009	0.39307594	0.04944086	-0.26039696	-0.16767502	-0.049441338	35_46113	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_48089_PI403524517	2	0.24033594	-0.47756147	-0.012537479	0.15013742	0.012537479	-0.20445633	35_13752	"Cluster: Putative 37kDa chloroplast inner envelope membrane polypeptide; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative 37kDa chloroplast inner"	UniRef90_Q6ZLD3	"CHR3V7|COORD:23426791..23427977| APG1 (ALBINO OR PALE GREEN MUTANT 1); methyltransferase"	AT3G63410.1	CHR12V5|COORD:26069937..26067452|protein inner envelope membrane protein, chloroplast precursor, putative, expressed	LOC_Os12g42090.2	" no descriptionmoderately similar to ( 453)AT3G63410| Symbols: VTE3, APG1 | APG1 (ALBINO OR PALE GREEN MUTANT 1); methyltransferase | chr3:23426791-23427977 REVERSEmoderately similar to ( 455)IN37_SPIOL37 kDa inner envelope membrane protein, chloroplast precursor - Spinacia oleracea (Spinach)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned UbiE Methyltransf_11 ubiE Ubie_methyltran PRK08317 Cfa PRK07003 SmtA Methyltransf_12 arsM UbiG MAP65_ASE1 Herpes_BLLF1 PRK12323 Pneumo_att_G DUF566 HPC2 PRK10258 DUF936 Tymo_45kd_70kd Herpes_UL56 PRK12678 PRK08853 Herpes_gp2 "	secondary metabolism.isoprenoids.tocopherol biosynthesis.MPBQ/MSBQ methyltransferase	16_1_3_3

CUST_68987_PI403524517	2	-0.3827467	0.1696186	0.04617691	0.07262993	-0.24365234	-0.046177864	35_19739	"Cluster: Hypothetical protein P0450B04.17; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0450B04.17 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6ZD72	"CHR1V7|COORD:11114944..11115909| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G44860.1); similar to conserved hypothetical protein [Medicago"	AT1G31130.1	CHR08V5|COORD:347485..345739|protein expressed protein	LOC_Os08g01590.2	"no descriptionvery weakly similar to (81.3)AT4G19950| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G44860.1); similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE90086.1); contains domain gb def: Hypothetical protein AT4g16850 (PTHR22597:SF10); contains domain FAMILY NOT NAMED (PTHR22597) | chr4:10809987-10810952 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12678 DUF566 TT_ORF1 APC_basic HPC2 Herpes_BLLF1 Atrophin-1 AF-4 DUF1421 PRK07003 Tymo_45kd_70kd Pneumo_att_G MDN1 MAP65_ASE1 DUF1752 COG5137 PRK07764 PRK12323 Protamine_P1 PRK08853 KAR9 Metaviral_G DUF1777 PAP1 ROM1 Extensin_2 GRASP55_65 DUF936 DUF1509 infB"	not assigned.unknown	35_2

CUST_103618_PI403524517	2	-0.15863323	-0.33799267	0.28700447	0.09854889	0.12068462	-0.09854889	35_29544	"Cluster: Exocyst subunit EXO70-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Exocyst subunit EXO70-like protein - Oryza sativa (japonica"	UniRef90_Q6Z421		0	CHR02V5|COORD:2738355..2735884|protein protein binding protein, putative, expressed	LOC_Os02g05620.1	no description	not assigned.unknown	35_2

CUST_14575_PI403524517	2	-0.21106529	-0.47522736	0.49215794	0.0042619705	0.032924652	-0.004261017	35_4194	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10LT2	CHR3V7|COORD:2321746..2324388| pentatricopeptide (PPR) repeat-containing protein	AT3G07290.1	CHR03V5|COORD:12423756..12426761|protein expressed protein	LOC_Os03g21780.1	no descriptionweakly similar to ( 121)AT3G07290| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr3:2321746-2324388 REVERSEweakly similar to ( 106)RF1_ORYSAnot assigned not assigned not assigned not assigned not assigned PRK12323 PRK07003 Tymo_45kd_70kd Atrophin-1	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_15982_PI403524517	2	0.089933395	-0.045924187	-0.036459923	-0.020741463	0.024837494	0.020741463	35_4614	Rep: Hypothetical protein B1377B10.7 - Oryza sativa (japonica cultivar-group)	UniRef90_Q6ASW0	CHR3V7|COORD:6074234..6078434| protein kinase family protein	AT3G17750.1	CHR03V5|COORD:29115779..29108530|protein ATP binding protein, putative, expressed	LOC_Os03g51020.1	no descriptionmoderately similar to ( 444)AT3G17750| Symbols:  | protein kinase family protein | chr3:6074234-6078434 FORWARDweakly similar to ( 103)MPK2_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase SPS1 TyrKc Pkinase_Tyr PTKc PTKc_Src_like PTKc_RET PTKc_Frk_like PTKc_Yes	protein.postranslational modification	29_4

CUST_91816_PI403524517	2	0.2924204	0.50229025	-0.27447224	0.13820457	-0.13820457	-0.2885952	35_26251	"Cluster: Zinc finger, C3HC4 type family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Zinc finger, C3HC4 type family protein, expressed -"	UniRef90_Q10R22	0	0	CHR03V5|COORD:3940054..3945418|protein protein binding protein, putative, expressed	LOC_Os03g07790.1	no description	not assigned.unknown	35_2

CUST_615_PI399408534	2	0.1019783	-0.08665466	-0.2338047	-0.054047585	0.1352663	0.05404854	35_18794	Rep: Os11g0116900 protein - Oryza sativa (japonica cultivar-group)	UniRef90_Q0IV30	"CHR2V7|COORD:17004255..17006354| WRKY55 (WRKY DNA-binding protein 55); transcription factor"	AT2G40740.1	CHR11V5|COORD:762335..758588|protein OsWRKY46 - Superfamily of rice TFs having WRKY and zinc finger domains, expressed	LOC_Os11g02480.1	no descriptionvery weakly similar to (85.1)AT2G40740| Symbols: WRKY55 | WRKY55 (WRKY DNA-binding protein 55) | chr2:17004255-17006354 FORWARDnot assigned WRKY	RNA.regulation of transcription.WRKY domain transcription factor family	27_3_32

CUST_364_PI403524517	2	-0.6657629	-0.6290531	0.08213234	0.41205406	-0.082131386	0.109292984	35_95	"Cluster: Nonspecific lipid-transfer protein 4.1 precursor; n=4; Hordeum vulgare|Rep: Nonspecific lipid-transfer protein 4.1 precursor - Hordeum vulgare (Barley)"	UniRef90_Q43767	"CHR5V7|COORD:23942522..23942998| LTP4 (LIPID TRANSFER PROTEIN 4); lipid binding"	AT5G59310.1	CHR11V5|COORD:13168259..13169383|protein nonspecific lipid-transfer protein 1 precursor, putative, expressed	LOC_Os11g24070.1	"no descriptionvery weakly similar to (91.7)AT5G59310| Symbols: LTP4 | LTP4 (LIPID TRANSFER PROTEIN 4); lipid binding | chr5:23942522-23942998 REVERSEweakly similar to ( 154)NLT41_HORVUNon-specific lipid-transfer protein 4.1 precursor - Hordeum vulgare (Barley)nsLTP1 Tryp_alpha_amyl AAI_LTSS AAI PRK12323"	lipid metabolism.lipid transfer proteins etc	11_6

CUST_11538_PI403524517	2	-0.01881504	0.108555794	-0.036118507	-0.0010557175	0.0010557175	0.0048389435	35_3274	"Cluster: Clp amino terminal domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Clp amino terminal domain"	UniRef90_Q10P51	CHR4V7|COORD:12972757..12974590| Clp amino terminal domain-containing protein	AT4G25370.1	CHR03V5|COORD:7758918..7752775|protein ATP-dependent Clp protease ATP-binding subunit clpA, putative, expressed	LOC_Os03g14280.1	 no descriptionweakly similar to ( 188)AT4G25370| Symbols:  | Clp amino terminal domain-containing protein | chr4:12972757-12974590 FORWARDvery weakly similar to (68.9)CLPA_BRANAATP-dependent Clp protease ATP-binding subunit clpA homolog, chloroplast precursor - Brassica napus (Rape)clpA 	protein.targeting.unknown	29_3_99

CUST_21959_PI403524517	2	0.33179092	0.15491581	-0.16765594	-0.09872055	-0.40351057	0.09872055	35_6379	"Cluster: Os03g0333100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os03g0333100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DS53	"CHR1V7|COORD:2060614..2067280| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G42440.1); similar to PREDICTED: hypothetical protein LOC553241"	AT1G06720.1	CHR03V5|COORD:12275908..12286466|protein ribosome biogenesis protein Bms1, putative, expressed	LOC_Os03g21530.1	"no descriptionvery weakly similar to (78.2)AT1G06720| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G42440.1); similar to PREDICTED: hypothetical protein LOC553241 isoform 2 [Danio rerio] (GB:XP_709801.1); similar to PREDICTED: hypothetical protein XP_679814 isoform 1 [Danio rerio] (GB:XP_684906.1); similar to unnamed protein product [Ostreococcus tauri] (GB:CAL57303.1); contains InterPro domain AARP2CN; (InterPro:IPR012948); contains InterPro domain Protein of unknown function DUF663; (InterPro:IPR007034) | chr1:2060614-2067280 REVERSEBMS1 BMS1"	not assigned.unknown	35_2

CUST_89116_PI403524517	2	0.53960323	0.48036766	-0.048442364	0.048442364	-0.10828304	-0.3780136	35_25494	0	0	0	0	CHR02V5|COORD:18558369..18562688|protein expressed protein	LOC_Os02g31070.1	no description	not assigned.unknown	35_2

CUST_22772_PI399408534	2	0.021320343	0.5799084	-0.5736189	-0.021321297	-0.94244957	0.08673668	35_12652	Rep: Putative calcium-transporting ATPase - Oryza sativa (Rice)	UniRef90_Q8S856	CHR3V7|COORD:8116342..8119395| calcium-transporting ATPase, plasma membrane-type, putative / Ca(2+)-ATPase, putative (ACA13)	AT3G22910.1	CHR10V5|COORD:14355973..14352597|protein calcium-transporting ATPase 13, plasma membrane-type, putative, expressed	LOC_Os10g28240.1	 no descriptionweakly similar to ( 181)AT3G22910| Symbols:  | calcium-transporting ATPase, plasma membrane-type, putative / Ca(2+)-ATPase, putative (ACA13) | chr3:8116342-8119395 REVERSEvery weakly similar to (95.9)ACA1_ORYSAnot assigned not assigned not assigned Cation_ATPase_C 	signalling.calcium	30_3

CUST_95072_PI403524517	2	0.17865467	-0.56137943	-0.13617516	0.0520792	0.104670525	-0.0520792	35_27168	"Cluster: PPR986-12, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: PPR986-12, putative, expressed - Oryza sativa (japonica cultivar-group"	UniRef90_Q2R497	CHR1V7|COORD:8894415..8896787| pentatricopeptide (PPR) repeat-containing protein	AT1G25360.1	CHR11V5|COORD:16441796..16445005|protein pentatricopeptide repeat protein PPR986-12, putative, expressed	LOC_Os11g29230.1	no descriptionweakly similar to ( 160)AT1G25360| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr1:8894415-8896787 FORWARD	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_55599_PI403524517	2	0.013217926	0.30723	0.06302643	-0.061278343	-0.031357765	-0.013217926	35_15825	Rep: AT3g13340/MDC11_13 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q94AB4	CHR3V7|COORD:4332377..4334610| WD-40 repeat family protein	AT3G13340.1	CHR02V5|COORD:29935779..29928500|protein WD-repeat protein-like, putative, expressed	LOC_Os02g48964.1	no descriptionhighly similar to ( 645)AT3G13340| Symbols:  | WD-40 repeat family protein | chr3:4332377-4334610 FORWARDvery weakly similar to (53.5)GBB1_TOBACGuanine nucleotide-binding protein subunit beta-1 - Nicotiana tabacum (Common tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned WD40 COG2319	not assigned.no ontology	35_1

CUST_68474_PI403524517	2	0.15890598	-0.06598854	-0.05765915	0.0126514435	-0.01265049	0.073890686	35_19585	"Cluster: Putative signal transducer and activator of transcription interacting protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative signal transdu"	UniRef90_Q6Z8S7	CHR1V7|COORD:18337435..18341050| nucleotide binding	AT1G49540.1	CHR08V5|COORD:24251527..24256259|protein stat3-interacting protein, putative, expressed	LOC_Os08g38570.1	no descriptionhighly similar to ( 785)AT1G49540| Symbols:  | nucleotide binding | chr1:18337435-18341050 REVERSEvery weakly similar to (52.0)GBLP_NICPLGuanine nucleotide-binding protein subunit beta-like protein - Nicotiana plumbaginifolia (Leadwort-leaved tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned WD40 COG2319	not assigned.no ontology	35_1

CUST_465_PI399407379	2	-0.10710621	0.34145927	0.14897537	-0.045757294	-0.17598724	0.045757294	HvCDPK2									

CUST_116058_PI403524517	2	-0.10861492	0.56929207	0.10861492	-0.4918108	0.3996768	-0.13607979	35_32909	"Cluster: WW domain-containing protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: WW domain-containing protein-like - Oryza sativa (japonica cultivar"	UniRef90_Q5ZA54	"CHR3V7|COORD:4258935..4261735| similar to PREDICTED: similar to Formin binding protein 4 [Gallus gallus] (GB:XP_424260.2); similar to Os06g0298400 [Oryza sativa"	AT3G13225.1	CHR06V5|COORD:11084819..11093275|protein WW domain containing protein, expressed	LOC_Os06g19470.4	"no descriptionvery weakly similar to (50.4)AT3G13225| Symbols:  | similar to PREDICTED: similar to Formin binding protein 4 [Gallus gallus] (GB:XP_424260.2); similar to Os06g0298400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001057442.1); contains InterPro domain WW/Rsp5/WWP; (InterPro:IPR001202) | chr3:4258935-4261735 REVERSE"	not assigned.no ontology	35_1

CUST_57605_PI403524517	2	-0.3366499	0.24906445	-7.8964233E-4	7.8964233E-4	0.06487179	-0.1438551	35_16423	Rep: Peroxiredoxin Q - Triticum aestivum (Wheat)	UniRef90_Q5S1S6	CHR3V7|COORD:9526044..9527360| peroxiredoxin Q, putative	AT3G26060.1	CHR06V5|COORD:4889732..4887550|protein peroxiredoxin bcp, putative, expressed	LOC_Os06g09610.2	 no descriptionmoderately similar to ( 263)AT3G26060| Symbols: ATPRX Q | peroxiredoxin Q, putative | chr3:9526044-9527360 FORWARDvery weakly similar to (71.6)BAS1_WHEAT2-Cys peroxiredoxin BAS1, chloroplast precursor - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRX_BCP Bcp PRX_family AhpC-TSA PRX_AhpE_like bcp Redoxin PRX_Typ2cys AhpC TlpA_like_family PRX_1cys PRK03147 PRX_like1 PRX_like2 PRX_Atyp2cys PRK12678 Tpx PRK10382 SCO tpx DUF566 	redox.peroxiredoxin	21_5

CUST_7446_PI404877155	2	0.06887627	-0.27663803	-0.10450745	-0.01245594	0.19834995	0.01245594	Contig21671_at	pre-mRNA cleavage complex-related [Arabidopsis thaliana] ref|NP_974765.1| pre-mRNA cleavage complex-related [Arabidopsis thaliana] gb|AAL498	NP_850805.1	pre-mRNA cleavage complex-related	At5g11010.2	protein expressed protein	Os01g08850	pre-mRNA cleavage complex-related, low similarity to SP:Q92989 Pre-mRNA cleavage complex II protein Clp1 {Homo sapiens} or  pre-mRNA cleavage complex-related, low similarity to SP:Q92989 Pre-mRNA cleavage complex II protein Clp1 {Homo sapiens} or  pre-mRN	RNA.processing	27_1

CUST_99339_PI403524517	2	0.10146618	-0.5642023	-0.30861568	0.18689823	0.146595	-0.10146713	35_28356	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_54650_PI403524517	2	0.05080223	-0.27137184	0.07242584	-0.05080223	0.14233208	-0.10136509	35_15553	"Cluster: Putative NAD-malate dehydrogenase; n=3; Oryza sativa (japonica cultivar-group)|Rep: Putative NAD-malate dehydrogenase - Oryza sativa (japonica cultivar"	UniRef90_Q6YWL3	"CHR3V7|COORD:17524642..17525853| MDH (malate dehydrogenase); malate dehydrogenase"	AT3G47520.1	CHR08V5|COORD:20924719..20921817|protein malate dehydrogenase, mitochondrial precursor, putative, expressed	LOC_Os08g33720.1	" no descriptionmoderately similar to ( 286)AT3G47520| Symbols: MDH | MDH (malate dehydrogenase); malate dehydrogenase | chr3:17524642-17525853 FORWARDmoderately similar to ( 224)MDHM_FRAANMalate dehydrogenase, mitochondrial precursor - Fragaria ananassa (Strawberry)not assigned not assigned not assigned MDH_glycosomal_mitochondrial PRK05086 Ldh_1_N Mdh LDH_MDH LDH-like_MDH PRK06223 LDH MDH ldh PRK05442 MDH_cytoplasmic_cytosolic "	gluconeogenesis.Malate DH	6_3

CUST_157441_PI403524517	2	0.11497116	-0.3938961	-0.2053051	0.23919296	0.26997757	-0.114972115	35_43963	0	0	CHR1V7|COORD:6978101..6985306| family II extracellular lipase, putative	AT1G20130.1	CHR03V5|COORD:3862749..3862120|protein sulfated surface glycoprotein 185 precursor, putative	LOC_Os03g07640.1	no description	not assigned.unknown	35_2

CUST_7574_PI403524517	2	0.13815022	-0.46196175	-0.060346603	0.054027557	0.0553236	-0.054027557	35_2108	"Cluster: Pyruvate dehydrogenase E1 component beta subunit, putative, expressed; n=5; Spermatophyta|Rep: Pyruvate dehydrogenase E1 component beta subunit, putati"	UniRef90_Q10G39	CHR2V7|COORD:14576035..14577923| transketolase family protein	AT2G34590.1	CHR03V5|COORD:24856533..24859693|protein pyruvate dehydrogenase E1 component subunit beta, putative, expressed	LOC_Os03g44300.1	"no descriptionhighly similar to ( 595)AT1G30120| Symbols: PDH-E1 BETA | PDH-E1 BETA (PYRUVATE DEHYDROGENASE E1 BETA); pyruvate dehydrogenase (acetyl-transferring) | chr1:10584334-10586461 REVERSEmoderately similar to ( 429)ODPB_MESVIPyruvate dehydrogenase E1 component subunit beta - Mesostigma viridenot assigned not assigned not assigned not assigned odpB AcoB PRK11892 PRK09212 Transket_pyr Transketolase_C COG3958 Dxs PRK05444 PRK12571 PRK12315"	lipid metabolism.FA synthesis and FA elongation.pyruvate DH	11_1_31

CUST_15525_PI403524517	2	0.020627022	-0.00820446	0.06321144	0.0058460236	-0.22436333	-0.0058460236	35_4483	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_17943_PI403524517	2	0.14920235	-0.08251858	-0.026265144	0.026265144	-0.057225227	0.05527401	35_5182	"Cluster: Os05g0447500 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0447500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DHR5	"CHR1V7|COORD:20641260..20650541| similar to Rhodopsin-like GPCR superfamily [Medicago truncatula] (GB:ABE89148.1); similar to Os05g0447500 [Oryza sativa"	AT1G55325.1	CHR05V5|COORD:21876601..21859888|protein expressed protein	LOC_Os05g37500.1	"no descriptionmoderately similar to ( 258)AT1G55325| Symbols:  | similar to Rhodopsin-like GPCR superfamily [Medicago truncatula] (GB:ABE89148.1); similar to Os05g0447500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001055694.1); contains InterPro domain TRAP240; (InterPro:IPR009401) | chr1:20641260-20650541 FORWARD"	not assigned.unknown	35_2

CUST_154948_PI403524517	2	-0.083312035	0.083312035	0.19868374	0.5276375	-0.63104105	-0.23849678	35_43288	"Cluster: Os03g0641200 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os03g0641200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DQ28	"CHR4V7|COORD:11270329..11273786| AAT1 (CATIONIC AMINO ACID TRANSPORTER 1); cationic amino acid transporter"	AT4G21120.1	CHR03V5|COORD:24648828..24647394|protein AAT1, putative, expressed	LOC_Os03g43970.1	"no descriptionweakly similar to ( 117)AT4G21120| Symbols: CAT1 | AAT1 (CATIONIC AMINO ACID TRANSPORTER 1); cationic amino acid transporter | chr4:11270329-11273786 FORWARD"	transport.amino acids	34_3

CUST_64882_PI403524517	2	0.08218956	0.54829216	-1.0124984	-0.08219004	-1.0457954	0.10695839	35_18526	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10RG6	"CHR3V7|COORD:7977781..7978377| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G14830.1); similar to HSP20-like chaperone [Medicago truncatula]"	AT3G22530.1	CHR03V5|COORD:3175772..3174101|protein expressed protein	LOC_Os03g06390.1	"no descriptionvery weakly similar to (89.0)AT3G22530| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G14830.1); similar to HSP20-like chaperone [Medicago truncatula] (GB:ABE82966.1); contains InterPro domain HSP20-like chaperone; (InterPro:IPR008978) | chr3:7977781-7978377 REVERSE"	stress.abiotic.heat	20_2_1

CUST_78261_PI403524517	2	0.080011845	0.09572983	0.18351364	-0.08001137	-0.5584011	-0.15774155	35_22435	"Cluster: Os06g0677300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0677300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DA54	CHR3V7|COORD:219891..221714| proline-rich family protein	AT3G01560.1	CHR06V5|COORD:28132803..28137105|protein protein binding protein, putative, expressed	LOC_Os06g46366.1	no description	not assigned.unknown	35_2

CUST_99131_PI403524517	2	0.058499813	0.9452872	0.3440404	-0.060138226	-0.058499813	-0.16046953	35_28297	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_81393_PI403524517	2	0.09671879	-0.52499866	-0.09503555	0.0525856	0.026134491	-0.026133537	35_23347	"Cluster: Putative phosphoglycerate mutase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative phosphoglycerate mutase - Oryza sativa (japonica"	UniRef90_Q6Z8J0	CHR1V7|COORD:7826592..7828044| phosphoglycerate/bisphosphoglycerate mutase family protein	AT1G22170.1	CHR02V5|COORD:31591755..31594771|protein 2,3-bisphosphoglycerate-dependent phosphoglycerate mutase, putative, expressed	LOC_Os02g51590.1	no descriptionvery weakly similar to (97.4)AT1G22170| Symbols:  | phosphoglycerate/bisphosphoglycerate mutase family protein | chr1:7826592-7828044 FORWARD	glycolysis.phosphoglycerate mutase	4_11

CUST_28208_PI403524517	2	-0.07280731	-0.3576479	0.31113625	6.122589E-4	0.011628151	-6.122589E-4	35_8156	"Cluster: Putative cinnamoyl-CoA reductase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative cinnamoyl-CoA reductase - Oryza sativa (japonica cultivar-g"	UniRef90_Q69U02	CHR2V7|COORD:14233949..14235574| cinnamoyl-CoA reductase family	AT2G33600.1	CHR06V5|COORD:25089188..25085978|protein dihydroflavonol-4-reductase, putative, expressed	LOC_Os06g41840.1	no descriptionmoderately similar to ( 309)AT2G33590| Symbols:  | cinnamoyl-CoA reductase family | chr2:14231698-14233441 FORWARDweakly similar to ( 160)DFRA_VITVIDihydroflavonol-4-reductase - Vitis vinifera (Grape)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned WcaG Epimerase 3Beta_HSD GalE NAD_binding_4 Polysacc_synt_2 adh_short COG1086 COG3320 RfbB fabG KR	secondary metabolism.flavonoids.dihydroflavonols	16_8_3

CUST_78504_PI403524517	2	0.06540394	0.15493298	-0.007854462	-0.075737	0.007853508	-0.05495739	35_22506	"Cluster: Hypothetical protein P0010D04.11; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0010D04.11 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6L4U8	"CHR1V7|COORD:18775054..18778053| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G20350.1); similar to unknown protein [Oryza sativa (japonica"	AT1G50660.1	CHR05V5|COORD:24461094..24457976|protein expressed protein	LOC_Os05g41910.1	"no descriptionmoderately similar to ( 219)AT1G50660| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G20350.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAT44287.1); contains InterPro domain t-snare; (InterPro:IPR010989) | chr1:18775054-18778053 FORWARD"	not assigned.unknown	35_2

CUST_67735_PI403524517	2	-0.0018863678	0.49464703	0.028570175	-0.11871624	0.0018863678	-0.0021810532	35_19351	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_137393_PI403524517	2	0.14954185	0.30698967	-0.031778336	-0.13456821	-0.07082558	0.031777382	35_38530	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_34023_PI403524517	2	0.41555166	-1.1890574	-0.0048031807	0.2973566	0.004802704	-0.46761227	35_9808	"Cluster: Hypothetical protein P0663C08.11; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0663C08.11 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6L4R7	"CHR5V7|COORD:23104946..23106529| ABI2 (ABA INSENSITIVE 2); protein phosphatase type 2C"	AT5G57050.1	CHR05V5|COORD:29458747..29455157|protein protein phosphatase 2C ABI2, putative, expressed	LOC_Os05g51510.2	"no descriptionweakly similar to ( 194)AT4G26080| Symbols: ABI1 | ABI1 (ABA INSENSITIVE 1); calcium ion binding / protein phosphatase type 2C | chr4:13220240-13221837 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned PP2Cc PP2Cc PP2C PTC1"	protein.postranslational modification	29_4

CUST_150305_PI403524517	2	0.2562847	-0.19957781	0.5710101	0.19957781	-0.9193127	-0.5841522	35_42047	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_177061_PI403524517	2	-0.13613701	0.0067276955	-0.0067276955	0.27872467	-0.2831378	0.14258242	35_49260	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_38780_PI403524517	2	0.11702156	0.65498924	-0.08175087	-0.122615814	0.08175182	-0.13311672	35_11161	Rep: OSJNBa0042I15.1 protein - Oryza sativa (Rice)	UniRef90_Q7XLY7	0	0	CHR04V5|COORD:19934833..19929875|protein expressed protein	LOC_Os04g33260.1	no description	not assigned.unknown	35_2

CUST_52885_PI403524517	2	0.01113987	0.19562912	-0.044397354	-0.01113987	-0.048555374	0.09549904	35_15061	Rep: F9K20.24 protein - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q9ZV90	"CHR2|COORD:14469180..14471947| similar to protein transport protein sec61, putative [Arabidopsis thaliana] (TAIR:At1g78720.1); similar to protein transport prot"	AT2G34250.2	CHR09V5|COORD:10918390..10914224|protein protein transport protein Sec61 alpha subunit isoform 2, putative, expressed	LOC_Os09g17840.1	no descriptionhighly similar to ( 872)AT2G34250| Symbols:  | protein translocase | chr2:14469714-14471651 FORWARDnot assigned PRK08568 SecY SecY secY secY	protein.targeting.secretory pathway.unspecified	29_3_4_99

CUST_64527_PI403524517	2	0.22599983	-0.026556969	0.026556015	-0.06461525	-0.14050865	0.04137993	35_18422	"Cluster: Pentatricopeptide, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Pentatricopeptide, putative, expressed - Oryza sativa (japonic"	UniRef90_Q2QLK4	CHR1V7|COORD:28090461..28093028| pentatricopeptide (PPR) repeat-containing protein	AT1G74750.1	CHR12V5|COORD:27369815..27364976|protein ATP binding protein, putative, expressed	LOC_Os12g44170.1	no descriptionhighly similar to ( 729)AT1G74750| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr1:28090461-28093028 FORWARDweakly similar to ( 118)RF1_ORYSAnot assigned not assigned not assigned Herpes_BLLF1 SMR	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_77177_PI403524517	2	0.04220867	0.08628464	-0.042207718	-0.07501888	-0.09154701	0.054289818	35_22123	"Cluster: Putative death receptor interacting protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative death receptor interacting protein - Oryza sativ"	UniRef90_Q6Z027	"CHR3V7|COORD:20456389..20463377| similar to putative death receptor interacting protein [Oryza sativa (japonica cultivar-group)] (GB:BAC99561.1); similar to"	AT3G55160.1	CHR08V5|COORD:4071319..4063464|protein HEAT repeat family protein, expressed	LOC_Os08g07290.2	"no descriptionweakly similar to ( 138)AT3G55160| Symbols:  | similar to putative death receptor interacting protein [Oryza sativa (japonica cultivar-group)] (GB:BAC99561.1); similar to Os08g0169700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001061088.1); similar to unknown [Oryza sativa (japonica cultivar-group)] (GB:AAO72654.1); contains InterPro domain HEAT; (InterPro:IPR000357) | chr3:20456389-20463377 REVERSE"	not assigned.unknown	35_2

CUST_56113_PI403524517	2	0.16099358	-0.08237553	-0.077973366	0.03190899	-0.03190899	0.083132744	35_15970	"Cluster: At3g13650; n=1; Oryza sativa (japonica cultivar-group)|Rep: At3g13650 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53NP8	CHR1V7|COORD:24507287..24507856| disease resistance-responsive family protein	AT1G65870.1	CHR11V5|COORD:3913665..3912620|protein disease resistance response protein 206, putative, expressed	LOC_Os11g07670.1	no descriptionweakly similar to ( 154)AT1G65870| Symbols:  | disease resistance-responsive family protein | chr1:24507287-24507856 FORWARDvery weakly similar to (68.2)DR206_PEADisease resistance response protein 206 - Pisum sativum (Garden pea)not assigned not assigned Dirigent	stress.biotic	20_1

CUST_27280_PI403524517	2	0.022996902	0.43797302	0.13707447	-0.5238743	-0.3417282	-0.022996902	35_7899	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10QD3	"CHR5V7|COORD:22173830..22175083| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G25170.1); similar to expressed protein [Oryza sativa (japonica"	AT5G54540.1	CHR03V5|COORD:5273638..5276132|protein expressed protein	LOC_Os03g10390.2	no description	not assigned.unknown	35_2

CUST_36843_PI403524517	2	-0.018642426	-0.9590163	-0.3824587	0.19510365	0.38640118	0.018642426	35_10617	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_6993_PI403524517	2	-0.15949726	-0.32914448	0.4104929	0.034622192	-0.03462124	0.09048462	35_1937	"Cluster: Os12g0210800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os12g0210800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IPE5	CHR1|COORD:29908408..29911452| similar to 2-dehydro-3-deoxyphosphooctonate aldolase, putative / phospho-2-dehydro-3-deoxyoctonate aldolase, putative /	AT1G79500.4	CHR12V5|COORD:5800404..5806217|protein 2-dehydro-3-deoxyphosphooctonate aldolase, putative, expressed	LOC_Os12g10784.2	"no descriptionhighly similar to ( 502)AT1G79500| Symbols: AtkdsA1 | AtkdsA1 (Arabidopsis thaliana KDO-8-phosphate synthase A1); 3-deoxy-8-phosphooctulonate synthase | chr1:29908497-29910882 FORWARDhighly similar to ( 510)KDSA_PEA2-dehydro-3-deoxyphosphooctonate aldolase - Pisum sativum (Garden pea)PRK05198 KdsA PRK12457 DAHP_synth_1 PRK08673 AroA PRK12595"	minor CHO metabolism.others	3_5

CUST_91421_PI403524517	2	-0.012812138	-0.05071497	0.12685633	0.012812614	-0.09739828	1.0216494	35_26140	"Cluster: Hypothetical protein P0660D08.33; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0660D08.33 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5VQ88	0	0	CHR06V5|COORD:1131268..1131867|protein hypothetical protein	LOC_Os06g03070.1	no description	not assigned.unknown	35_2

CUST_7989_PI404877155	2	0.21394157	0.62172127	-0.5079975	-0.13334942	-0.024508476	0.024508476	Contig23511_at	unknown protein [Oryza sativa (japonica cultivar-group)]	BAC83507.1	DNAJ heat shock N-terminal domain-containing protein	At2g47440.1	protein TPR Domain, putative	Os03g19200	gi|34394409|dbj|BAC83507.1| unknown protein	stress.abiotic.heat	20_2_1

CUST_66255_PI403524517	2	0.055275917	0.16732025	-0.0021038055	0.0021047592	-0.23925686	-0.037089348	35_18921	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_9878_PI403524517	2	-0.009926796	-0.21344662	-0.14958477	0.11527634	0.046806335	0.009926796	35_2784	"Cluster: Hypothetical protein P0425F05.13; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0425F05.13 - Oryza sativa (japonica"	UniRef90_Q67WK6	"CHR2V7|COORD:13966762..13969066| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G61910.3); similar to expressed protein [Oryza sativa (japonica"	AT2G32910.1	CHR06V5|COORD:6601477..6594941|protein expressed protein	LOC_Os06g12260.2	" no descriptionweakly similar to ( 148)AT2G32910| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G61910.3); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABA94008.2); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABG22502.1); similar to Os06g0227200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001057206.1); contains InterPro domain Nucleic acid-binding, OB-fold; (InterPro:IPR008994) | chr2:13966762-13969066 FORWARDvery weakly similar to (76.6)B2_DAUCAB2 protein - Daucus carota (Carrot)not assigned not assigned not assigned not assigned PRK12323 PRK07764 PRK07003 BASP1 PRK12678 PRK07735 HPC2 MARCKS DedD PRK12372 PRK05648 "	not assigned.unknown	35_2

CUST_13448_PI399408534	2	0.94117355	-1.8711114	-1.7905407	0.94042015	0.016805649	-0.016806602	35_15611	Rep: Os08g0157600 protein - Oryza sativa (japonica cultivar-group)	UniRef90_Q0J7W9	"CHR1V7|COORD:33992..37061| LHY (LATE ELONGATED HYPOCOTYL); DNA binding"	AT1G01060.3	CHR08V5|COORD:3359386..3367090|protein LHY protein, putative, expressed	LOC_Os08g06110.1	 no descriptionmoderately similar to ( 273)AT1G01060| Symbols: LHY1, LHY | LHY (LATE ELONGATED HYPOCOTYL) | chr1:33992-37061 REVERSEnot assigned not assigned Myb_DNA-binding SANT 	RNA.regulation of transcription.MYB-related transcription factor family	27_3_26

CUST_15325_PI404877155	2	0.0070848465	-0.047614098	-0.0070848465	0.08028507	0.08886051	-0.018716812	Contig9175_at	putative alanine aminotransferase [Oryza sativa (japonica cultivar-group)] dbj|BAC79995.1| putative alanine aminotransferase [Oryza sativa (	BAC79866.1	alanine aminotransferase, putative	At1g72330.1	protein aminotransferase, classes I and II, putative	Os07g42600	putative alanine aminotransferas	amino acid metabolism.degradation.branched-chain group.leucine	13_2_4_4

CUST_8867_PI403524517	2	0.16329098	0.5764885	0.11852074	-0.11852121	-0.16910505	-0.32322168	35_2485	"Cluster: U1 small nuclear ribonucleoprotein 70K; n=2; Oryza sativa (japonica cultivar-group)|Rep: U1 small nuclear ribonucleoprotein 70K - Oryza sativa (japonic"	UniRef90_Q2EIH1	"CHR3V7|COORD:18837457..18840473| U1-70K (SPLICEOSOMAL PROTEIN U1A); RNA binding"	AT3G50670.1	CHR10V5|COORD:997065..991733|protein U1 snRNP 70K protein, putative, expressed	LOC_Os10g02630.1	" no descriptionvery weakly similar to (58.5)AT3G50670| Symbols: U1SNRNP, U1-70K | U1-70K (SPLICEOSOMAL PROTEIN U1A); RNA binding | chr3:18839213-18840473 REVERSEnot assigned "	not assigned.no ontology	35_1

CUST_57138_PI403524517	2	-0.12495136	-0.17593479	0.15463543	0.14100075	-0.011693001	0.0116939545	35_16287	"Cluster: Hypothetical protein OSJNBa0086N05.106; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0086N05.106 - Oryza sativa (japonic"	UniRef90_Q84YM9	"CHR5V7|COORD:290031..291106| Identical to Protein At5g01750 [Arabidopsis Thaliana] (GB:Q9LZX1;GB:Q8LEK9); similar to unknown protein [Arabidopsis thaliana]"	AT5G01750.2	CHR07V5|COORD:7273025..7271198|protein expressed protein	LOC_Os07g12730.1	"no descriptionmoderately similar to ( 224)AT5G01750| Symbols:  | Identical to Protein At5g01750 [Arabidopsis Thaliana] (GB:Q9LZX1;GB:Q8LEK9); similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G11740.1); similar to Protein of unknown function DUF567 [Medicago truncatula] (GB:ABE88873.1); contains InterPro domain Protein of unknown function DUF567; (InterPro:IPR007612) | chr5:290031-291106 FORWARDDUF567 COG4894"	not assigned.unknown	35_2

CUST_5024_PI403524517	2	0.019639969	0.010275841	-0.6157055	0.08403301	-0.15389442	-0.010276794	35_1383	"Cluster: NAD dependent epimerase/dehydratase family protein, expressed; n=2; Oryza sativa|Rep: NAD dependent epimerase/dehydratase family protein, expressed - O"	UniRef90_Q336P0	CHR2V7|COORD:10184982..10186869| cinnamoyl-CoA reductase-related	AT2G23910.1	CHR10V5|COORD:22651925..22656522|protein dihydroflavonol-4-reductase, putative, expressed	LOC_Os10g42620.1	no descriptionweakly similar to ( 134)AT2G23910| Symbols:  | cinnamoyl-CoA reductase-related | chr2:10184982-10186869 FORWARDvery weakly similar to (56.2)DFRA_VITVIDihydroflavonol-4-reductase - Vitis vinifera (Grape)not assigned	misc.alcohol dehydrogenases	26_11

CUST_117529_PI403524517	2	0.07020664	-0.5809307	-0.21095657	0.030036926	-0.027983665	0.027983665	35_33300	"Cluster: Hypothetical protein OSJNBa0062G05.2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0062G05.2 - Oryza sativa (japonica cu"	UniRef90_Q6Z0G1	"CHR4V7|COORD:11793141..11794608| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G55210.1); similar to conserved hypothetical protein [Medicago"	AT4G22320.1	CHR08V5|COORD:15094466..15097948|protein expressed protein	LOC_Os08g25080.1	no description	not assigned.unknown	35_2

CUST_17719_PI403524517	2	-0.21047401	0.24142075	-0.07154369	0.1684103	-0.5103617	0.07154465	35_5116	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_15932_PI403524517	2	0.022722244	-0.005166054	-0.09430504	0.001704216	0.0943203	-0.0017051697	35_4599	"Cluster: Os01g0264800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0264800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JNU8	"CHR3V7|COORD:6223254..6225082| similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:BAD81183.1); contains InterPro domain Breast"	AT3G18165.1	CHR01V5|COORD:9009804..9013513|protein BCAS2 protein, putative, expressed	LOC_Os01g16010.1	"no descriptionmoderately similar to ( 276)AT3G18165| Symbols:  | similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:BAD81183.1); contains InterPro domain Breast carcinoma amplified sequence 2; (InterPro:IPR008409) | chr3:6223254-6225082 FORWARDnot assigned BCAS2"	not assigned.no ontology	35_1

CUST_20025_PI403524517	2	0.025576115	0.58777905	-0.19163418	0.4504447	-0.62361526	-0.025576591	35_5803	"Cluster: Os09g0542100 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0542100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IZY2	CHR2V7|COORD:7720570..7723351| aspartyl protease family protein	AT2G17760.1	CHR09V5|COORD:21350425..21346754|protein aspartic-type endopeptidase/ pepsin A, putative, expressed	LOC_Os09g37012.1	no descriptionweakly similar to ( 108)AT2G17760| Symbols:  | aspartyl protease family protein | chr2:7720570-7723351 FORWARD	protein.degradation.aspartate protease	29_5_4

CUST_113891_PI403524517	2	0.071914196	-0.06878281	-0.22983551	-0.30538177	0.06878281	2.990862	35_32321	"Cluster: Os06g0140800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0140800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DEQ5	CHR4V7|COORD:12903370..12906679| protein kinase family protein	AT4G25160.1	CHR06V5|COORD:2145620..2139039|protein ATP binding protein, putative, expressed	LOC_Os06g04880.1	no descriptionvery weakly similar to (82.4)AT4G25160| Symbols:  | protein kinase family protein | chr4:12903370-12906679 REVERSESTK_N	protein.postranslational modification.kinase.receptor like cytoplasmatic kinase IX	29_4_1_59

CUST_20514_PI403524517	2	0.06538868	0.19668293	-0.078920364	-0.03223324	-0.054933548	0.03223324	35_5952	"Cluster: Putative vacuolar protein sorting protein 18; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative vacuolar protein sorting protein 18 - Oryza sat"	UniRef90_Q6ZKF1	CHR1V7|COORD:4251357..4257199| Pep3/Vps18/deep orange family protein	AT1G12470.1	CHR08V5|COORD:4564660..4574401|protein vacuolar protein sorting 18, putative, expressed	LOC_Os08g08060.1	no descriptionweakly similar to ( 149)AT1G12470| Symbols:  | Pep3/Vps18/deep orange family protein | chr1:4251357-4257199 FORWARDnot assigned	protein.targeting.secretory pathway.vacuole	29_3_4_3

CUST_1888_PI404877155	2	0.21336555	0.30592346	0.023399353	-0.18918133	-0.023400307	-0.030919075	Contig12112_s_at	DNA-binding bromodomain-containing protein [Arabidopsis thaliana] gb|AAO22056.1| IMB1 [Arabidopsis thaliana]	NP_181036.2	DNA-binding bromodomain-containing protein	At2g34900.1	protein Similar to IMB1	Os06g04640	RING3 protein -related/ADA2  T02145	RNA.regulation of transcription.Global transcription factor group	27_3_52

CUST_8221_PI403524517	2	0.19817162	-0.10383606	0.10383606	0.15185213	-0.26833153	-0.13232231	35_2294	"Cluster: Cystatin Hv-CPI3; n=1; Hordeum vulgare|Rep: Cystatin Hv-CPI3 - Hordeum vulgare (Barley)"	UniRef90_Q1ENF5	CHR3V7|COORD:3960530..3961883| cysteine protease inhibitor, putative / cystatin, putative	AT3G12490.2	CHR05V5|COORD:19900608..19904541|protein multicystatin, putative, expressed	LOC_Os05g33880.1	 no descriptionvery weakly similar to (90.5)AT3G12490| Symbols:  | cysteine protease inhibitor, putative / cystatin, putative | chr3:3960530-3961784 REVERSEvery weakly similar to (86.3)CYTI_VIGUNCysteine proteinase inhibitor - Vigna unguiculata (Cowpea)CY CY TT_ORF1 Cystatin PRK07764 	protein.degradation.cysteine protease	29_5_3

CUST_91999_PI403524517	2	0.23309708	-0.31630802	0.19968319	-0.013996124	-0.22580147	0.013997078	35_26302	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_27486_PI403524517	2	0.10937786	0.27611256	-0.03663826	-0.16830444	-0.118662834	0.036639214	35_7954	"Cluster: Hypothetical protein OSJNBb0038F20.19; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0038F20.19 - Oryza sativa (japonica"	UniRef90_Q6YVX1	0	0	CHR02V5|COORD:21174303..21169120|protein expressed protein	LOC_Os02g35230.1	no description	not assigned.unknown	35_2

CUST_114071_PI403524517	2	0.66454554	-0.22738695	-0.10211563	0.026860714	-0.02686119	2.1801214	35_32371	"Cluster: Putative formylglycineamide ribotide amidotransferase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative formylglycineamide ribotide amidotrans"	UniRef90_Q5N821	CHR1V7|COORD:27926666..27931107| catalytic	AT1G74260.1	CHR01V5|COORD:38950685..38945585|protein phosphoribosylformylglycinamidine synthase, chloroplast precursor, putative, expressed	LOC_Os01g66500.1	no descriptionweakly similar to ( 136)AT1G74260| Symbols:  | catalytic | chr1:27926666-27931107 REVERSEnot assigned PRK05297 PurL	nucleotide metabolism.synthesis.purine.FGAR amidotransferase	23_1_2_4

CUST_48808_PI403524517	2	0.02768135	-0.025863647	0.0076351166	-0.0076351166	-0.06550026	0.01292038	35_13939	Rep: Histone H2A - Zea mays (Maize)	UniRef90_P40280	CHR5V7|COORD:575435..576454| histone H2A, putative	AT5G02560.1	CHR03V5|COORD:9478877..9477951|protein histone H2A, putative, expressed	LOC_Os03g17100.1	 no descriptionweakly similar to ( 145)AT5G59870| Symbols:  | histone H2A, putative | chr5:24132831-24133370 REVERSEweakly similar to ( 155)H2A_PETCRHistone H2A - Petroselinum crispum (Parsley) (Petroselinum hortense)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned H2A H2A HTA1 Histone PRK12323 PRK07003 HPC2 Atrophin-1 PRK12678 APC_basic DUF566 DUF1509 PRK09169 Herpes_BLLF1 	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_61233_PI403524517	2	-0.14679909	0.1977663	-0.07485199	-0.05895424	0.058953285	0.06548405	35_17472	Rep: H0815C01.9 protein - Oryza sativa (Rice)	UniRef90_Q01J87	"CHR2V7|COORD:9483813..9485905| ATUBP4 (UBIQUITIN-SPECIFIC PROTEASE 4); ubiquitin-specific protease"	AT2G22310.1	CHR04V5|COORD:22354527..22348246|protein ubiquitin carboxyl-terminal hydrolase 4, putative, expressed	LOC_Os04g37950.1	" no descriptionmoderately similar to ( 457)AT4G39910| Symbols: UBP3, ATUBP3 | ATUBP3 (UBIQUITIN-SPECIFIC PROTEASE 3); ubiquitin-specific protease | chr4:18511852-18514133 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Peptidase_C19G UCH peptidase_C19C Peptidase_C19E UBP5 Peptidase_C19H Peptidase_C19L Peptidase_C19D Peptidase_C19 Peptidase_C19O Peptidase_C19K Peptidase_C19B Peptidase_C19R Peptidase_C19M COG5077 Peptidase_C19A UBP12 UBP14 Peptidase_C19F "	protein.degradation.ubiquitin.ubiquitin protease	29_5_11_5

CUST_68540_PI403524517	2	-0.025258064	-0.29538155	0.0477705	0.049697876	0.025258064	-0.049708366	35_19605	"Cluster: Hypothetical protein P0698A06.20; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0698A06.20 - Oryza sativa (japonica cultivar-g"	UniRef90_Q69Y57	"CHR4V7|COORD:15981651..15984138| similar to tac7077 [Zea mays] (GB:AAV64220.1); contains domain no description (G3D.3.40.50.1000); contains domain HAD-like"	AT4G33140.1	CHR06V5|COORD:4686017..4689299|protein tac7077, putative, expressed	LOC_Os06g09320.2	"no descriptionmoderately similar to ( 335)AT4G33140| Symbols:  | similar to tac7077 [Zea mays] (GB:AAV64220.1); contains domain no description (G3D.3.40.50.1000); contains domain HAD-like (SSF56784) | chr4:15981651-15984138 FORWARDCOG4502 PRK07003"	not assigned.unknown	35_2

CUST_141580_PI403524517	2	-0.02585411	1.2606544	0.059926987	-0.13465118	-0.23956394	0.02585411	35_39683	Rep: Hypothetical protein - Lotus japonicus	UniRef90_Q70I33	CHR2V7|COORD:16217942..16221188| binding	AT2G38780.1	CHR05V5|COORD:18352170..18356555|protein expressed protein	LOC_Os05g31680.1	no descriptionvery weakly similar to (87.8)AT2G38780| Symbols:  | binding | chr2:16217942-16221188 FORWARD	not assigned.unknown	35_2

CUST_117701_PI403524517	2	0.04005432	0.080804825	-0.040055275	-0.07248497	-0.21779442	0.12515831	35_33345	"Cluster: Putative CRK1 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative CRK1 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ZCC7		0	CHR08V5|COORD:661212..655821|protein transposon protein, putative, unclassified, expressed	LOC_Os08g02050.1	no description	not assigned.unknown	35_2

CUST_11104_PI403524517	2	-0.06194973	-0.47825623	0.023802757	0.101317406	-0.023801804	0.043026924	35_3139	"Cluster: Insulinase containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Insulinase containing protein, expressed - Oryza sativa (jap"	UniRef90_Q10LS9	CHR1V7|COORD:2115154..2120634| metalloendopeptidase	AT1G06900.1	CHR03V5|COORD:12437275..12447866|protein nardilysin precursor, putative, expressed	LOC_Os03g21810.1	no descriptionhighly similar to ( 605)AT1G06900| Symbols:  | metalloendopeptidase | chr1:2115154-2120634 REVERSEnot assigned Ptr Peptidase_M16_C	protein.degradation	29_5

CUST_22766_PI399408534	2	0.10805702	0.025963783	-0.025963783	-0.07353783	-0.03142643	0.1551075	35_7973	"Cluster: Putative photoperiod independent early flowering1; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative photoperiod independent early flowering1 -"	UniRef90_Q6ZGY4	"CHR3V7|COORD:4065643..4073999| PIE1 (PHOTOPERIOD-INDEPENDENT EARLY FLOWERING 1); ATP binding / DNA binding / helicase"	AT3G12810.1	CHR02V5|COORD:28294011..28288126|protein PIE1, putative, expressed	LOC_Os02g46450.2	" no descriptionvery weakly similar to (94.0)AT3G12810| Symbols: SRCAP, CHR13, PIE1 | PIE1 (PHOTOPERIOD-INDEPENDENT EARLY FLOWERING 1); ATP binding / DNA binding / helicase | chr3:4065643-4073999 FORWARD"	RNA.regulation of transcription.Chromatin Remodeling Factors	27_3_44

CUST_71361_PI403524517	2	0.07789612	0.1964817	-1.2302399E-4	-0.1060648	-0.066687584	1.2302399E-4	35_20444	"Cluster: Putative SEC23; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative SEC23 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ZDG9	CHR4V7|COORD:8167569..8173021| transport protein, putative	AT4G14160.2	CHR08V5|COORD:23257835..23270212|protein protein transport protein Sec23B, putative, expressed	LOC_Os08g36994.1	 no descriptionmoderately similar to ( 247)AT4G14160| Symbols:  | transport protein, putative | chr4:8167569-8173021 FORWARDnot assigned SEC23 Gelsolin 	protein.targeting.secretory pathway.golgi	29_3_4_2

CUST_17495_PI399408534	2	0.0727396	0.049453735	-0.1811266	-0.07383919	-0.049453735	0.06793213	35_20439	Rep: Brassinosteroid-insensitive 1 - Triticum aestivum (Wheat)	UniRef90_Q0ZA03	"CHR4V7|COORD:18324820..18328410| BRI1 (BRASSINOSTEROID INSENSITIVE 1); kinase"	AT4G39400.1	CHR01V5|COORD:30258334..30254390|protein systemin receptor SR160 precursor, putative, expressed	LOC_Os01g52050.1	" no descriptionweakly similar to ( 103)AT4G39400| Symbols: CBB2, DWF2, BIN1, BRI1 | BRI1 (BRASSINOSTEROID INSENSITIVE 1); kinase | chr4:18324820-18328410 FORWARDnot assigned "	hormone metabolism.brassinosteroid.signal transduction.BRI	17_3_2_1

CUST_20230_PI399408534	2	0.3254013	0.19008017	-0.023273468	0.003525734	-0.0035262108	-0.15214014	35_22533	"Cluster: Putative NEW1 domain containing protein isoform; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative NEW1 domain containing protein isoform - Ory"	UniRef90_Q5N959	CHR4V7|COORD:12714929..12717121| zinc ion binding	AT4G24630.1	CHR01V5|COORD:37948944..37942805|protein palmitoyltransferase ZDHHC9, putative, expressed	LOC_Os01g64810.2	no descriptionmoderately similar to ( 233)AT4G24630| Symbols:  | zinc ion binding | chr4:12714929-12717121 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned COG5273 zf-DHHC	RNA.regulation of transcription.unclassified	27_3_99

CUST_31356_PI399408534	2	0.03344536	-0.49005222	-0.03344536	0.20462418	0.16524315	-0.12827206	35_7629	Rep: KNOX class homeodomain protein - Oryza sativa (Rice)	UniRef90_O65034	"CHR4V7|COORD:5147966..5150607| KNAT1 (BREVIPEDICELLUS 1); transcription factor"	AT4G08150.1	CHR07V5|COORD:1564363..1570486|protein homeobox protein rough sheath 1, putative, expressed	LOC_Os07g03770.1	" no descriptionmoderately similar to ( 305)AT4G08150| Symbols: BP, BP1, KNAT1 | KNAT1 (BREVIPEDICELLUS 1); transcription factor | chr4:5147966-5150607 REVERSEmoderately similar to ( 434)RSH1_MAIZEHomeobox protein rough sheath 1 - Zea mays (Maize)not assigned not assigned not assigned not assigned KNOX2 KNOX1 homeodomain HOX "	RNA.regulation of transcription.HB,Homeobox transcription factor family	27_3_22

CUST_30838_PI403524517	2	-0.32400227	-0.11815739	-0.07091808	0.09314108	0.07091856	0.2968316	35_8899	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QYG0	"CHR1V7|COORD:24255230..24255717| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G01015.1); similar to conserved hypothetical protein [Medicago"	AT1G65295.1	CHR12V5|COORD:988874..987597|protein expressed protein	LOC_Os12g02800.2	"no descriptionvery weakly similar to (63.9)AT1G65295| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G01015.1); similar to conserved hypothetical protein [Medicago truncatula] (GB:ABD28368.1) | chr1:24255230-24255717 FORWARDPRK12323"	not assigned.unknown	35_2

CUST_15825_PI399408534	2	0.28041077	0.057828903	-0.057829857	-0.21868896	-0.5209713	0.074635506	35_15560	Rep: F18B13.15 protein - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q9SSD2	CHR1V7|COORD:30122945..30132467| SUS2 (ABNORMAL SUSPENSOR 2)	AT1G80070.1	CHR05V5|COORD:3692532..3682198|protein pre-mRNA-processing-splicing factor 8, putative, expressed	LOC_Os05g07050.1	 no descriptionnearly identical (1419)AT1G80070| Symbols: EMB158, EMB33, EMB177, EMB14, SUS2 | SUS2 (ABNORMAL SUSPENSOR 2) | chr1:30122945-30132467 FORWARDnot assigned PRP8 	RNA.processing.splicing	27_1_1

CUST_92506_PI403524517	2	-0.15315819	-0.4928298	-0.055966854	0.05596733	0.14927053	0.09402418	35_26450	"Cluster: Os01g0631400 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0631400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JL18	"CHR1V7|COORD:1994169..1996066| ATGPAT1/GPAT1 (GLYCEROL-3-PHOSPHATE ACYLTRANSFERASE 1); 1-acylglycerol-3-phosphate O-acyltransferase/"	AT1G06520.1	CHR01V5|COORD:25583849..25590829|protein glycerol-3-phosphate acyltransferase 1, putative, expressed	LOC_Os01g44069.1	" no descriptionweakly similar to ( 125)AT1G06520| Symbols: ATGPAT1, GPAT1 | ATGPAT1/GPAT1 (GLYCEROL-3-PHOSPHATE ACYLTRANSFERASE 1); 1-acylglycerol-3-phosphate O-acyltransferase/ acyltransferase | chr1:1994169-1996066 REVERSEnot assigned not assigned not assigned "	lipid metabolism.Phospholipid synthesis	11_3

CUST_169120_PI403524517	2	0.27546835	0.23072386	-0.44999838	0.30545044	-0.23072386	-0.3080845	35_47099	"Cluster: Os12g0176500 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os12g0176500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IPQ0	"CHR1V7|COORD:7615664..7618351| EMB1968 (EMBRYO DEFECTIVE 1968); ATPase"	AT1G21690.1	CHR12V5|COORD:3872349..3876348|protein replication factor C subunit 2, putative, expressed	LOC_Os12g07720.1	"no descriptionweakly similar to ( 172)AT1G21690| Symbols: EMB1968 | EMB1968 (EMBRYO DEFECTIVE 1968); ATPase | chr1:7615664-7618351 FORWARDnot assigned not assigned not assigned not assigned rfc PRK04132 PRK12402 HolB DnaX PRK05563 PRK04195 PRK05896 PRK07133 PRK06647 PRK06305"	DNA.synthesis/chromatin structure	28_1

CUST_19271_PI404877155	2	-0.3414817	0.023133278	-0.023133278	0.95759916	0.18439579	-0.42286348	rbaal1n16_s_at	0	BAD09896.1	NADP-dependent glyceraldehyde-3-phosphate dehydrogenase, putative	At2g24270.2	protein aldehyde dehydrogenase (NAD) family protein	Os08g34210	"NADP-dependent glyceraldehyde-3-phosphate dehydrogenase, putative, similar to NADP-dependent glyceraldehyde-3-phosphate dehydrogenase (NON-phosphorylating glyceraldehyde 3-phosphate; glyceraldehyde-3-phosphate dehydrogenase (NADP+)) (Nicotiana plumbaginif"	PS.calvin cyle.GAP	1_03_04

CUST_2729_PI403524517	2	0.097195625	-1.6460304	-0.19908714	0.1975851	0.12842655	-0.09719467	35_746	Rep: 40S ribosomal protein S26 - Oryza sativa (Rice)	UniRef90_P49216	CHR2V7|COORD:16925584..16926701| 40S ribosomal protein S26 (RPS26A)	AT2G40510.1	CHR05V5|COORD:23402575..23399874|protein 40S ribosomal protein S26, putative, expressed	LOC_Os05g39960.1	no descriptionweakly similar to ( 120)AT3G56340| Symbols:  | 40S ribosomal protein S26 (RPS26C) | chr3:20903288-20904322 REVERSEweakly similar to ( 142)RS26_ORYSAnot assigned Ribosomal_S26e RPS26B PRK09335	protein.synthesis.misc ribososomal protein	29_2_2

CUST_149401_PI403524517	2	-0.088383675	0.35971165	0.088383675	-0.09187603	0.13897038	-0.23036385	35_41793	"Cluster: Os01g0616900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0616900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JL83	CHR1V7|COORD:10945232..10948806| CTP synthase, putative / UTP--ammonia ligase, putative	AT1G30820.1	CHR05V5|COORD:28308917..28314652|protein CTP synthase, putative	LOC_Os05g49520.1	 no descriptionvery weakly similar to (62.4)AT1G30820| Symbols:  | CTP synthase, putative / UTP--ammonia ligase, putative | chr1:10945232-10948806 REVERSE	nucleotide metabolism.synthesis.pyrimidine.CTP synthetase	23_1_1_10

CUST_150104_PI403524517	2	0.94789886	0.14003658	-0.52781963	-0.8942895	0.2982502	-0.14003563	35_41992	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_137593_PI403524517	2	0.18731785	0.21167326	-0.16258764	-0.39062023	0.16258717	-0.8045182	35_38587	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_19980_PI399408534	2	-0.3422928	0.70080185	-0.082258224	0.5729799	-1.9661751	0.082258224	35_4114	"Cluster: Oxidoreductase, 2OG-Fe oxygenase family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Oxidoreductase, 2OG-Fe oxygenase"	UniRef90_Q10SI2	CHR5V7|COORD:8378967..8383157| oxidoreductase, 2OG-Fe(II) oxygenase family protein	AT5G24530.1	CHR03V5|COORD:1223277..1213718|protein flavonol synthase/flavanone 3-hydroxylase, putative, expressed	LOC_Os03g03034.2	 no descriptionmoderately similar to ( 377)AT5G24530| Symbols:  | oxidoreductase, 2OG-Fe(II) oxygenase family protein | chr5:8378967-8383157 FORWARDweakly similar to ( 168)FL3H_MALDONaringenin,2-oxoglutarate 3-dioxygenase - Malus domestica (Apple) (Malus sylvestris)not assigned PcbC 2OG-FeII_Oxy 	hormone metabolism.ethylene.synthesis-degradation	17_5_1

CUST_12016_PI403524517	2	-0.20584011	1.225132	-0.3172512	0.20584011	-0.27622557	0.28900146	35_3420	"Cluster: Uncharacterized conserved protein, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Uncharacterized conserved protein, putative, e"	UniRef90_Q337M4	"CHR1V7|COORD:2161224..2163034| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G27030.1); similar to unknown protein [Oryza sativa (japonica"	AT1G07040.1	CHR10V5|COORD:16786061..16782612|protein expressed protein	LOC_Os10g32680.1	"no descriptionmoderately similar to ( 396)AT1G07040| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G27030.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAN05517.1); similar to Os10g0463800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001064789.1) | chr1:2161224-2163034 REVERSE"	not assigned.unknown	35_2

CUST_48110_PI403524517	2	-0.00335598	0.99037933	0.08496761	-0.057992935	-0.03393364	0.00335598	35_13757	Rep: Aquaporin PIP1.1 - Oryza sativa (Rice)	UniRef90_Q6EU94	"CHR4V7|COORD:12220802..12222165| PIP1;5/PIP1D (plasma membrane intrinsic protein 1;5); water channel"	AT4G23400.1	CHR02V5|COORD:27038450..27041579|protein aquaporin PIP1.1, putative, expressed	LOC_Os02g44630.2	" no descriptionhighly similar to ( 505)AT4G23400| Symbols: PIP1D, PIP1;5 | PIP1;5/PIP1D (plasma membrane intrinsic protein 1;5); water channel | chr4:12220802-12222165 FORWARDhighly similar to ( 549)PIP11_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned MIP MIP GlpF PRK05420 HPC2 PRK12323 TT_ORF1 APC_basic PRK07764 "	transport.Major Intrinsic Proteins.PIP	34_19_1

CUST_77360_PI403524517	2	0.20830631	0.30812168	-0.22352791	0.051768303	-0.066171646	-0.051768303	35_22171	"Cluster: Hypothetical protein OJ1715_H01.28; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1715_H01.28 - Oryza sativa (japonica cultiv"	UniRef90_Q6K8V9	CHR2V7|COORD:13679439..13679858| PTAC18 (PLASTID TRANSCRIPTIONALLY ACTIVE18)	AT2G32180.1	CHR02V5|COORD:33316670..33315953|protein expressed protein	LOC_Os02g54360.1	" no descriptionweakly similar to ( 132)AT2G32650| Symbols:  | similar to PTAC18 (PLASTID TRANSCRIPTIONALLY ACTIVE18) [Arabidopsis thaliana] (TAIR:AT2G32180.1); similar to Os02g0784900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001048328.1); similar to hypothetical protein MCA0659 [Methylococcus capsulatus str. Bath] (GB:YP_113172.1); similar to OSIGBa0140O07.4 [Oryza sativa (indica cultivar-group)] (GB:CAH67236.1); contains InterPro domain Protein of unknown function DUF861, cupin_3; (InterPro:IPR008579); contains InterPro domain Cupin, RmlC-type; (InterPro:IPR011051) | chr2:13858624-13859043 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07764 PRK07003 Cupin_3 FAP "	not assigned.unknown	35_2

CUST_149050_PI403524517	2	0.042911053	-0.34942102	0.11663151	-0.042910576	0.12905884	-0.20452404	35_41695	"Cluster: Nucleolar protein, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Nucleolar protein, putative, expressed - Oryza sativa (japonic"	UniRef90_Q7XE52	CHR5V7|COORD:14047101..14052635| 3'-5' exonuclease domain-containing protein / helicase and RNase D C-terminal domain-containing protein / HRDC	AT5G35910.1	CHR10V5|COORD:15314972..15308510|protein nucleolar protein, putative, expressed	LOC_Os10g30100.1	no descriptionvery weakly similar to (50.8)AT1G54440| Symbols:  | 3'-5' exonuclease/ nucleic acid binding | chr1:20326951-20331598 FORWARD	DNA.synthesis/chromatin structure	28_1

CUST_29094_PI403524517	2	-0.010767937	-0.73361015	-0.14849949	0.20875645	0.23825169	0.010767937	35_8405	"Cluster: Putative cell wall protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative cell wall protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q67WV0	CHR2|COORD:4317494..4319185| protease inhibitor/seed storage/lipid transfer protein (LTP) family protein, similar to proline-rich cell wall protein (Medicago	AT2G10940.2	CHR06V5|COORD:26226107..26227760|protein 36.4 kDa proline-rich protein, putative, expressed	LOC_Os06g43600.1	no descriptionvery weakly similar to (80.9)AT2G10940| Symbols:  | protease inhibitor/seed storage/lipid transfer protein (LTP) family protein | chr2:4318242-4319117 REVERSEHPS_like Tryp_alpha_amyl	misc.protease inhibitor/seed storage/lipid transfer protein (LTP) family protein	26_21

CUST_65278_PI403524517	2	-0.044487	0.2916069	0.123924255	-0.061849594	-0.0012845993	0.001285553	35_18637	"Cluster: Protein CutA, chloroplast, putative, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Protein CutA, chloroplast,"	UniRef90_Q109R6	CHR2V7|COORD:14276666..14278599| CUTA	AT2G33740.2	CHR10V5|COORD:11776381..11781628|protein protein CutA, chloroplast precursor, putative, expressed	LOC_Os10g23204.1	no descriptionweakly similar to ( 194)AT2G33740| Symbols: CUTA | CUTA | chr2:14276666-14278599 FORWARDnot assigned CutA1 CutA PRK10645	metal handling.binding, chelation and storage	15_2

CUST_49245_PI403524517	2	0.065366745	-0.18716049	-0.058563232	0.0046634674	0.17112732	-0.0046634674	35_14051	"Cluster: PREDICTED: similar to histone 1, H2ai (predicted); n=1; Canis familiaris|Rep: PREDICTED: similar to histone 1, H2ai (predicted) - Canis familiaris"	UniRef90_UPI00005A5838	CHR5V7|COORD:3270479..3270889| histone H3	AT5G10400.1	CHR11V5|COORD:2622185..2621575|protein histone H3, putative, expressed	LOC_Os11g05730.1	no descriptionmoderately similar to ( 259)AT5G65360| Symbols:  | histone H3 | chr5:26137325-26137735 REVERSEmoderately similar to ( 260)H32_WHEATHistone H3.2 - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned H3 HHT1 Histone PRK12323 PRK07003 PRK07764 HPC2 AF-4 Tymo_45kd_70kd DUF1509 DUF566	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_19077_PI403524517	2	0.19414711	-0.042783737	-0.089221954	0.042783737	-0.05088997	0.28345108	35_5529	"Cluster: Kelch motif family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Kelch motif family protein, expressed - Oryza sativa (japonica"	UniRef90_Q10R89	CHR1V7|COORD:20622000..20623592| kelch repeat-containing F-box family protein	AT1G55270.1	CHR03V5|COORD:3643751..3649046|protein kelch motif family protein, expressed	LOC_Os03g07160.1	no descriptionhighly similar to ( 590)AT1G55270| Symbols:  | kelch repeat-containing F-box family protein | chr1:20622000-20623592 REVERSEnot assigned not assigned Kelch_1	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_171279_PI403524517	2	-0.21158266	0.16565752	-0.13819742	-0.05543232	0.05543232	1.0610313	35_47718	Rep: Nucellin - Hordeum vulgare (Barley)	UniRef90_O24613		0	0	0	no description	not assigned.unknown	35_2

CUST_125130_PI403524517	2	0.095835686	-0.5196872	-0.095835686	0.3571272	-0.30954266	0.50154257	35_35252	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_150574_PI403524517	2	0.03134346	-1.1859303	-0.34923744	0.36026192	-0.031342506	0.06085968	35_42120	Rep: Hypothetical protein B1114B07.27-1 - Oryza sativa (japonica cultivar-group)	UniRef90_Q656Y0	"CHR5V7|COORD:23088734..23091803| CKL12 (Casein Kinase I-like 12); casein kinase I/ kinase"	AT5G57015.1	CHR01V5|COORD:22205835..22210876|protein casein kinase I isoform delta-like, putative, expressed	LOC_Os01g38950.1	"no descriptionweakly similar to ( 178)AT5G57015| Symbols: CKL12 | CKL12 (Casein Kinase I-like 12); casein kinase I/ kinase | chr5:23088734-23091803 FORWARDnot assigned not assigned not assigned"	protein.postranslational modification	29_4

CUST_57494_PI403524517	2	-0.044099808	0.48254108	0.33849144	-0.021674156	0.02167511	-0.034101486	35_16394	"Cluster: Protein kinase AFC1, putative, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Protein kinase AFC1, putative, expressed - Oryza sativa (jap"	UniRef90_Q2QRH9	"CHR4V7|COORD:12754739..12757663| AFC2 (ARABIDOPSIS FUS3-COMPLEMENTING GENE 1); kinase"	AT4G24740.1	CHR12V5|COORD:16196784..16193413|protein serine/threonine-protein kinase AFC2, putative, expressed	LOC_Os12g27520.4	" no descriptionweakly similar to ( 185)AT4G24740| Symbols: AME1, AFC2 | AFC2 (ARABIDOPSIS FUS3-COMPLEMENTING GENE 1); kinase | chr4:12754739-12757663 REVERSEnot assigned not assigned not assigned not assigned S_TKc S_TKc "	protein.postranslational modification	29_4

CUST_37516_PI403524517	2	-0.06222725	0.7791319	-0.06103134	0.06103134	-0.18644142	0.570591	35_10805	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2R3M0	0	0	CHR11V5|COORD:17879299..17887731|protein expressed protein	LOC_Os11g31470.3	no description	not assigned.unknown	35_2

CUST_59854_PI403524517	2	-0.08346653	-0.2656002	-0.11493492	0.36440277	0.1629076	0.08346748	35_17064	"Cluster: Hypothetical protein P0685E10.11; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0685E10.11 - Oryza sativa (japonica cultivar-g"	UniRef90_Q65XR8	CHR2V7|COORD:17299223..17303407| embryo-specific protein-related	AT2G41470.1	CHR05V5|COORD:4240661..4241468|protein lipase/lipooxygenase, PLAT/LH2, putative, expressed	LOC_Os05g07890.1	no descriptionweakly similar to ( 117)AT2G41470| Symbols:  | embryo-specific protein-related | chr2:17299223-17303407 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned ATS3 PLAT PRK07003 TT_ORF1 PRK12678	development.unspecified	33_99

CUST_135167_PI403524517	2	-0.13575459	0.36520004	0.023622513	-0.023623466	-0.047475815	0.06311226	35_37918	"Cluster: Os01g0624000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0624000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JL46	CHR2V7|COORD:15913940..15916945| ceramidase family protein	AT2G38010.1	CHR01V5|COORD:25250862..25240350|protein ceramidase, putative, expressed	LOC_Os01g43520.2	no description	not assigned.unknown	35_2

CUST_136427_PI403524517	2	0.0010538101	0.123119354	-0.0010528564	-0.19537354	0.028312683	-0.017947197	35_38255	Rep: Putative gamma-adaptin 1 - Oryza sativa (Rice)	UniRef90_Q948F4	CHR1V7|COORD:22146609..22152961| clathrin binding	AT1G60070.1	CHR02V5|COORD:34338160..34330503|protein AP-1 complex subunit gamma-1, putative, expressed	LOC_Os02g56110.2	no descriptionvery weakly similar to (70.9)AT1G60070| Symbols:  | clathrin binding | chr1:22146609-22152961 REVERSEnot assigned	cell. vesicle transport	31_4

CUST_34429_PI403524517	2	0.054026127	0.39945555	-0.054026604	0.06276798	-0.17984676	-0.06712723	35_9927	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10RW7	"CHR5V7|COORD:17657202..17660075| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G28760.2); similar to conserved hypothetical protein [Medicago"	AT5G43880.1	CHR03V5|COORD:2394731..2398919|protein expressed protein	LOC_Os03g04990.1	" no descriptionvery weakly similar to (87.8)AT5G43880| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G28760.2); similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE89949.1); contains domain PHOSPHATIDYLINOSITOL N-ACETYLGLUCOSAMINYLTRANSFERASE SUBUNIT P (DOWN SYNDROME CRITICAL REGION PROTEIN 5)-RELATED (PTHR21726); contains domain gb def: Arabidopsis thaliana genomic DNA, chromosome 5, BAC clone:F6B6 (Hypothetical pro (PTHR21726:SF6) | chr5:17657202-17660075 REVERSE"	not assigned.unknown	35_2

CUST_13880_PI399408534	2	0.36074734	0.5381632	0.28427505	-0.57699394	-0.36010075	-0.284276	35_46702	Rep: MADS box transcription factor - Triticum aestivum (Wheat)	UniRef90_O82128	"CHR1V7|COORD:25986239..25989765| AP1 (APETALA1); DNA binding / transcription factor"	AT1G69120.1	CHR03V5|COORD:2412033..2428326|protein protein PIR, putative, expressed	LOC_Os03g05020.1	"no descriptionweakly similar to ( 116)AT1G69120| Symbols: AP1 | AP1 (APETALA1); DNA binding / transcription factor | chr1:25986239-25989765 REVERSEweakly similar to ( 125)MAD14_ORYSAnot assigned not assigned MADS_MEF2_like MADS MADS MADS_SRF_like SRF-TF"	RNA.regulation of transcription.MADS box transcription factor family	27_3_24

CUST_10408_PI404877155	2	-0.056962013	-1.3546848	-0.19636536	0.37233353	0.16005898	0.056962967	Contig416_x_at	ENDOPLASMIN HOMOLOG PRECURSOR (GRP94 HOMOLOG) pir||S33533 heat shock protein 90 homolog precursor - barley emb|CAA48143.1| GRP94 homologue [	P36183	shepherd protein (SHD) / clavata formation protein, putative	At4g24190.2	protein Hsp90 protein, putative	Os06g50300	heat shock protein 90 homolog	stress.abiotic.heat	20_2_1

CUST_93412_PI403524517	2	0.24101019	0.53013086	0.11449957	-0.11449957	-0.14343691	-0.18218517	35_26707	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_71889_PI403524517	2	-0.12640667	0.02081585	0.031585693	-0.02081585	-0.13020706	0.09155369	35_20610	"Cluster: Cell division cycle gene CDC48-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Cell division cycle gene CDC48-like - Oryza sativa (japonica cult"	UniRef90_Q9AX97	CHR1|COORD:23800382..23805383| AAA-type ATPase family protein, contains Pfam domain, PF00004: ATPase, AAA family	AT1G64110.1	CHR01V5|COORD:25221386..25226874|protein ATP binding protein, putative, expressed	LOC_Os01g43480.3	no descriptionmoderately similar to ( 498)AT4G28000| Symbols:  | AAA-type ATPase family protein | chr4:13925462-13929286 FORWARDweakly similar to ( 169)CDC48_SOYBNCell division cycle protein 48 homolog - Glycine max (Soybean)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned SpoVK RPT1 PRK03992 AAA HflB COG1223 hflB AAA PRK04195 AAA clpA COG0714 MGS1 ruvB	protein.degradation.AAA type	29_5_9

CUST_12167_PI399408534	2	0.08730698	-0.26384544	-0.031663895	0.031663895	0.08543205	-0.045027733	35_20604	"Cluster: Ribonuclease Z, chloroplast precursor; n=1; Arabidopsis thaliana|Rep: Ribonuclease Z, chloroplast precursor - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q8L633	CHR2V7|COORD:1576805..1578608| CPZ	AT2G04530.1	CHR09V5|COORD:18568124..18564964|protein nuclear ribonuclease Z, putative, expressed	LOC_Os09g30466.1	no descriptionmoderately similar to ( 377)AT2G04530| Symbols: CPZ | CPZ | chr2:1576805-1578608 FORWARDweakly similar to ( 197)RNZN_WHEATNuclear ribonuclease Z - Triticum aestivum (Wheat)not assigned not assigned ElaC PRK00055 COG0595 YSH1 PhnP	RNA.processing.ribonucleases	27_1_19

CUST_105679_PI403524517	2	-0.008214951	0.04382515	-0.017169952	0.008216858	0.014097214	-0.008214951	35_30092	"Cluster: Os08g0128500 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os08g0128500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J889	CHR1V7|COORD:19478882..19479821| 60S ribosomal protein L37 (RPL37B)	AT1G52300.1	CHR02V5|COORD:34912247..34914279|protein 60S ribosomal protein L37, putative, expressed	LOC_Os02g56990.1	no descriptionvery weakly similar to (80.5)AT3G16080| Symbols:  | 60S ribosomal protein L37 (RPL37C) | chr3:5454898-5455683 FORWARDnot assigned	protein.synthesis.misc ribososomal protein	29_2_2

CUST_16363_PI404877155	2	-0.0037498474	0.21543503	0.0027952194	-0.09327698	-0.002796173	0.17998695	HA07l21r_s_at	putative hydroxylase [Oryza sativa] gb|AAL79746.1| putative hydroxylase [Oryza sativa]	NP_909998.1	fumarylacetoacetate hydrolase family protein	At4g15940.1	protein putative hydroxylase	Os03g61330	putative hydroxylase	amino acid metabolism.degradation.aromatic aa.tyrosine	13_2_6_2

CUST_49650_PI403524517	2	-0.34598684	0.12172413	0.43936872	0.18693113	-0.45905447	-0.12172413	35_14159	"Cluster: Putative glutamate carboxylase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative glutamate carboxylase - Oryza sativa (japonica cultivar-group"	UniRef90_Q8LLP2	"CHR5V7|COORD:5711143..5714841| GAD (Glutamate decarboxylase 1); calmodulin binding"	AT5G17330.1	CHR03V5|COORD:29150783..29159315|protein glutamate decarboxylase, putative, expressed	LOC_Os03g51080.1	" no descriptionhighly similar to ( 837)AT5G17330| Symbols: GAD1, GAD | GAD (Glutamate decarboxylase 1); calmodulin binding | chr5:5711143-5714841 FORWARDhighly similar to ( 831)DCE_PETHYGlutamate decarboxylase - Petunia hybrida (Petunia)not assigned not assigned not assigned not assigned not assigned not assigned not assigned GadB Pyridoxal_deC PRK02769 DUF566 APC_basic Keratin_B2 "	amino acid metabolism.synthesis.central amino acid metabolism.GABA.Glutamate decarboxylase	13_1_1_1_1

CUST_64203_PI403524517	2	-0.24029922	0.48854923	-0.09691334	0.11046696	-0.16574383	0.09691334	35_18331	"Cluster: LEM3 (Ligand-effect modulator 3)-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: LEM3 (Ligand-effect modulator 3)-like - Oryza sativa (japonica"	UniRef90_Q6H511	CHR1V7|COORD:20279399..20281460| LEM3 (ligand-effect modulator 3) family protein / CDC50 family protein	AT1G54320.1	CHR02V5|COORD:4042354..4038434|protein cell division control protein 50, putative, expressed	LOC_Os02g07750.1	no descriptionmoderately similar to ( 431)AT3G12740| Symbols:  | LEM3 (ligand-effect modulator 3) family protein / CDC50 family protein | chr3:4049746-4051568 FORWARDnot assigned CDC50 CDC50	not assigned.no ontology	35_1

CUST_58481_PI403524517	2	0.057106018	-0.13445759	-0.0385828	-0.039772034	0.03858185	0.06449318	35_16682	"Cluster: Hypothetical protein OSJNBa0047P18.28; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0047P18.28 - Oryza sativa (japonica"	UniRef90_Q651M7	"CHR1|COORD:4305958..4307957| similar to similar to CG8461-PA [Apis mellifera] (GB:XP_394556.1); contains domain LYS_RICH (PS50318)"	AT1G12650.2	CHR09V5|COORD:20518754..20522095|protein testis intracellular mediator protein, putative, expressed	LOC_Os09g35670.1	"no descriptionweakly similar to ( 167)AT1G12650| Symbols:  | similar to PREDICTED: hypothetical protein [Strongylocentrotus purpuratus] (GB:XP_783665.2); similar to Os09g0525200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001063717.1); contains InterPro domain Protein of unknown function DUF947; (InterPro:IPR009292) | chr1:4306181-4307671 FORWARDnot assigned not assigned not assigned DUF947"	not assigned.no ontology	35_1

CUST_59092_PI403524517	2	0.16076183	-0.109648705	0.19876575	-0.15334511	0.057681084	-0.057681084	35_16853	"Cluster: Ubiquitin activating enzyme, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Ubiquitin activating enzyme, putative, expressed - O"	UniRef90_Q2R3X8	"CHR4V7|COORD:12823661..12825981| SAE1A (SUMO-ACTIVATING ENZYME 1A); SUMO activating enzyme"	AT4G24940.1	CHR11V5|COORD:17167755..17174070|protein ubiquitin-like 1-activating enzyme E1A, putative, expressed	LOC_Os11g30410.3	"no descriptionmoderately similar to ( 217)AT4G24940| Symbols: SAE1A | SAE1A (SUMO-ACTIVATING ENZYME 1A); SUMO activating enzyme | chr4:12823661-12825981 FORWARDvery weakly similar to (90.1)UBE11_WHEATUbiquitin-activating enzyme E1 1 - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned Aos1_SUMO Ube1_repeat1 E1-1_like APPBP1_RUB ThiF ThiF_MoeB_HesA_family ThiF PRK07878 PRK08328 PRK05690 E1_enzyme_family PRK08762 YgdL_like PRK05600 COG1179 PRK12475"	protein.degradation.ubiquitin.E1	29_5_11_2

CUST_152205_PI403524517	2	-0.13620949	0.26023674	0.06262779	-0.06262779	-0.17477512	0.084038734	35_42545	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_15880_PI403524517	2	0.06243086	0.033745766	-0.033745766	0.03925085	-0.28804493	-0.17635441	35_4584	"Cluster: Hypothetical protein B1329D01.1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1329D01.1 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q5JJM7	0	0	0	0	no description	not assigned.unknown	35_2

CUST_11363_PI403524517	2	-0.23389435	0.6638832	0.5666914	0.056921005	-0.05692196	-0.078030586	35_3219	"Cluster: Putative dihydrolipoylacyltransferase subunit of the branched-chain alpha-keto acid dehydrogenase complex; n=1; Oryza sativa (japonica"	UniRef90_Q655Q2	CHR3|COORD:2157989..2160619| branched chain alpha-keto acid dehydrogenase E2 subunit (din3), identical to branched chain alpha-keto acid dehydrogenase E2 subuni	AT3G06850.2	CHR01V5|COORD:11791515..11786609|protein dihydrolipoyllysine-residue acetyltransferase component of pyruvatedehydrogenase complex, putative, expressed	LOC_Os01g21160.4	" no descriptionweakly similar to ( 179)AT3G06850| Symbols: LTA1, DIN3, BCE2 | DIN3/LTA1 (DARK INDUCIBLE 3); alpha-ketoacid dehydrogenase | chr3:2158218-2160471 REVERSEnot assigned not assigned PRK11856 PRK11855 AceF aceF PRK11857 2-oxoacid_dh E3_binding "	amino acid metabolism.degradation.branched-chain group.shared	13_2_4_1

CUST_3915_PI404877155	2	-0.020317078	-0.8871441	-0.12684536	0.21049881	0.070999146	0.020316124	Contig14542_at	putative alpha-amylase [Oryza sativa (japonica cultivar-group)] dbj|BAB93360.1| putative alpha-amylase [Oryza sativa (japonica cultivar-grou	NP_916641.1	alpha-amylase, putative / 1,4-alpha-D-glucan glucanohydrolase, putative	At1g69830.1	protein alpha-amylase	Os01g51760	"AMY3;ATAMY3;Encodes a plastid-localized &#945;-amylase. Expression is reduced in the SEX4 mutant. Loss of function mutations show normal diurnal pattern of starch accumulation/degradation.  Expression follows circadian rhythms."	major CHO metabolism.degradation.starch.starch cleavage	2_2_2_01

CUST_62664_PI403524517	2	0.055571556	0.038471222	-0.33621407	-0.038471222	-0.10803795	0.3679905	35_17866	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_3675_PI403524517	2	0.1689167	-0.60440445	-0.089221	0.08846569	-0.018699646	0.0187006	35_1001	"Cluster: Hypothetical protein P0516G10.33; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0516G10.33 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6Z7R6	"CHR1V7|COORD:8507046..8508428| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G70220.1); similar to hypothetical protein Afu6g08070 [Asper"	AT1G24050.1	CHR02V5|COORD:31053412..31048999|protein expressed protein	LOC_Os02g50830.1	"no descriptionweakly similar to ( 143)AT1G24050| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G70220.1); similar to hypothetical protein Afu6g08070 [Asper (GB:XP_750698.1); similar to Os02g0741900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001048085.1); contains domain FAMILY NOT NAMED (PTHR13542); contains domain SUBFAMILY NOT NAMED (PTHR13542:SF2) | chr1:8507046-8508428 FORWARDnot assigned not assigned"	not assigned.unknown	35_2

CUST_41013_PI403524517	2	-0.22951794	0.31245804	0.27060604	0.022234917	-0.0634613	-0.02223587	35_11791	"Cluster: Os02g0464500 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os02g0464500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E1B8	0	0	CHR02V5|COORD:15589114..15592265|protein expressed protein	LOC_Os02g26560.1	no description	not assigned.unknown	35_2

CUST_78321_PI403524517	2	0.033545494	-0.5570736	-0.0076494217	-0.08697033	0.03299427	0.0076503754	35_22452	"Cluster: Pentatricopeptide (PPR) repeat-containing protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Pentatricopeptide (PPR) repeat-containing prot"	UniRef90_Q6EPN7	CHR2V7|COORD:12719961..12722177| pentatricopeptide (PPR) repeat-containing protein	AT2G29760.1	CHR06V5|COORD:675127..677879|protein vegetative storage protein, putative, expressed	LOC_Os06g02200.1	no descriptionweakly similar to ( 148)AT2G29760| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr2:12719961-12722177 FORWARD	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_40425_PI403524517	2	-0.24106026	0.8309207	-0.008905411	0.63241243	-0.1646595	0.008905411	35_11627	"Cluster: Dehydration-responsive protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Dehydration-responsive protein-like - Oryza sativa (japonica cult"	UniRef90_Q653G1	CHR5|COORD:4652983..4655976| dehydration-responsive protein-related, similar to early-responsive to dehydration stress ERD3 protein (Arabidopsis thaliana)	AT5G14430.2	CHR06V5|COORD:28666857..28662487|protein ankyrin like protein, putative, expressed	LOC_Os06g47294.1	no descriptionmoderately similar to ( 295)AT5G14430| Symbols:  | dehydration-responsive protein-related | chr5:4653095-4655744 FORWARDDUF248	stress.abiotic.drought/salt	20_2_3

CUST_5123_PI403524517	2	0.026684761	0.06753445	-0.007604599	-0.08892536	-0.2058239	0.007604599	35_1408	"Cluster: Ubiquitin-conjugating enzyme 1 like protein; n=4; Magnoliophyta|Rep: Ubiquitin-conjugating enzyme 1 like protein - Arachis hypogaea (Peanut)"	UniRef90_Q06H20	"CHR1V7|COORD:5776543..5778320| UBC36; ubiquitin-protein ligase"	AT1G16890.2	CHR01V5|COORD:27998496..27995241|protein ubiquitin-conjugating enzyme E2 N, putative, expressed	LOC_Os01g48280.1	"no descriptionmoderately similar to ( 292)AT1G16890| Symbols: UBC36 | UBC36; ubiquitin-protein ligase | chr1:5776543-5778320 REVERSEweakly similar to ( 126)UBC2_WHEATUbiquitin-conjugating enzyme E2-17 kDa - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG5078 UQ_con UBCc UBCc"	protein.degradation.ubiquitin.E2	29_5_11_3

CUST_64346_PI403524517	2	0.15432835	-0.04431629	0.026323318	-0.0012683868	-0.014845848	0.0012683868	35_18370	"Cluster: Hypothetical protein At1g31160/F28K20_9; n=1; Arabidopsis thaliana|Rep: Hypothetical protein At1g31160/F28K20_9 - Arabidopsis thaliana (Mouse-ear cress"	UniRef90_Q8GYJ9	CHR1V7|COORD:11122861..11124087| zinc-binding protein, putative / protein kinase C inhibitor, putative	AT1G31160.1	CHR06V5|COORD:27655849..27658012|protein zinc-binding protein, putative, expressed	LOC_Os06g45660.1	 no descriptionweakly similar to ( 189)AT1G31160| Symbols:  | zinc-binding protein, putative / protein kinase C inhibitor, putative | chr1:11122861-11124087 REVERSEweakly similar to ( 175)ZB14_MAIZE14 kDa zinc-binding protein - Zea mays (Maize)not assigned not assigned PKCI_related HIT PRK10687 Hit HINT_subgroup HIT_like FHIT aprataxin_related 	protein.postranslational modification	29_4

CUST_70036_PI403524517	2	0.024085045	0.22159958	-0.017987251	0.009061813	-0.009061813	-0.08730888	35_20046	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_170557_PI403524517	2	0.0627327	0.22725582	0.073908806	-0.06273174	-0.33494854	-0.36943913	35_47507	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_46236_PI403524517	2	0.044290066	0.39743328	-0.06427145	-0.04428959	0.044290066	-0.06038809	35_13243	"Cluster: Putative pyruvate kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative pyruvate kinase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q84R73	CHR3V7|COORD:8139376..8141778| pyruvate kinase, putative	AT3G22960.1	CHR03V5|COORD:26479890..26475794|protein pyruvate kinase isozyme A, chloroplast precursor, putative, expressed	LOC_Os03g46910.1	 no descriptionmoderately similar to ( 272)AT3G22960| Symbols:  | pyruvate kinase, putative | chr3:8139376-8141778 FORWARDmoderately similar to ( 277)KPYA_RICCOPyruvate kinase isozyme A, chloroplast precursor - Ricinus communis (Castor bean)not assigned PykF PRK05826 PRK06247 Pyruvate_Kinase PK PRK06354 PRK09206 PRK06739 PRK08187 	glycolysis.PK	4_13

CUST_87051_PI403524517	2	0.1548748	0.26221657	0.04152012	-0.20733261	-0.041521072	-0.14629269	35_24929	Rep: OSJNBa0035I04.2 protein - Oryza sativa (Rice)	UniRef90_Q7X8A2	"CHR1V7|COORD:16413113..16415052| similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE83163.1); contains domain SPHINGOMYELIN"	AT1G43580.1	CHR04V5|COORD:20765400..20762237|protein expressed protein	LOC_Os04g34620.1	"no descriptionweakly similar to ( 179)AT1G43580| Symbols:  | similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE83163.1); contains domain SPHINGOMYELIN SYNTHETASE (PTHR21290) | chr1:16413113-16415052 REVERSEnot assigned"	not assigned.unknown	35_2

CUST_5981_PI403524517	2	0.0971241	-0.64118385	-0.14463615	0.079610825	-0.0244627	0.0244627	35_1654	"Cluster: FAM10 family protein At4g22670; n=1; Arabidopsis thaliana|Rep: FAM10 family protein At4g22670 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q93YR3	CHR4V7|COORD:11918247..11920682| tetratricopeptide repeat (TPR)-containing protein	AT4G22670.1	CHR02V5|COORD:14061..18598|protein hsc70-interacting protein, putative, expressed	LOC_Os02g01030.2	no descriptionvery weakly similar to (93.6)AT4G22670| Symbols:  | tetratricopeptide repeat (TPR)-containing protein | chr4:11918247-11920682 FORWARDnot assigned not assigned not assigned Drf_FH1	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_19989_PI403524517	2	0.0607481	-0.017840385	-0.014972687	0.01497364	0.113399506	-0.07619572	35_5794	"Cluster: Putative fruit protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative fruit protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z6B5	CHR1V7|COORD:5210398..5212132| oxidoreductase NAD-binding domain-containing protein	AT1G15140.1	CHR02V5|COORD:13280845..13292529|protein fruit protein PKIWI502, putative, expressed	LOC_Os02g22260.1	no descriptionmoderately similar to ( 303)AT1G15140| Symbols:  | oxidoreductase NAD-binding domain-containing protein | chr1:5210637-5212132 REVERSEmoderately similar to ( 231)K502_ACTCHFruit protein PKIWI502 - Actinidia chinensis (Kiwi) (Yangtao)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned UbiB Hmp PRK07609 NAD_binding_1 PRK08345 fre antC CysJ PRK00054 PRK08221 NqrF PRK07003 PRK05464 Tymo_45kd_70kd TT_ORF1 COG4097 PRK12323 APC_basic PRK12678 HPC2 DUF1421 Herpes_BLLF1 PRK07764	PS.lightreaction.other electron carrier (ox/red).ferredoxin reductase	1_1_5_3

CUST_10403_PI403524517	2	-0.039946556	0.031395912	0.057600975	-0.031395912	-0.040516853	0.092702866	35_2934	"Cluster: TPR Domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: TPR Domain containing protein, expressed - Oryza sativa (jap"	UniRef90_Q7XD86	CHR4V7|COORD:14897506..14898943| tetratricopeptide repeat (TPR)-containing protein	AT4G30480.2	CHR10V5|COORD:18091107..18095826|protein tetratricopeptide repeat protein 1, putative, expressed	LOC_Os10g34540.1	no descriptionmoderately similar to ( 229)AT4G30480| Symbols:  | tetratricopeptide repeat (TPR)-containing protein | chr4:14897506-14898260 FORWARDvery weakly similar to (79.7)FKB70_WHEAT70 kDa peptidyl-prolyl isomerase - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TPR NrfG	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_179922_PI403524517	2	0.009339333	0.09901905	0.017697334	-0.0553751	-0.009339333	-0.13439465	35_50038	Rep: OSIGBa0123D13.3 protein - Oryza sativa (Rice)	UniRef90_Q01N46	"CHR1V7|COORD:21624162..21626133| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G64460.6); similar to phosphoglycerate mutase-like protein [Glycine"	AT1G58280.1	CHR04V5|COORD:167811..172785|protein phosphoglycerate mutase-like protein, putative, expressed	LOC_Os04g01230.1	"no descriptionmoderately similar to ( 222)AT1G58280| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G64460.6); similar to phosphoglycerate mutase-like protein [Glycine max] (GB:AAG38144.1); contains InterPro domain Phosphoglycerate mutase; (InterPro:IPR013078) | chr1:21624162-21626133 REVERSEnot assigned PGAM phoE"	not assigned.unknown	35_2

CUST_65675_PI403524517	2	-0.07924271	0.119644165	-0.004890442	-0.06073761	0.1289835	0.004890442	35_18759	Rep: OSJNBa0009K15.20 protein - Oryza sativa (Rice)	UniRef90_Q7XLJ0	CHR2V7|COORD:5713786..5715977| PRLI-interacting factor, putative	AT2G13690.1	CHR04V5|COORD:11719167..11722397|protein transcription regulator, putative, expressed	LOC_Os04g20920.1	 no descriptionweakly similar to ( 102)AT2G13690| Symbols:  | PRLI-interacting factor, putative | chr2:5713786-5715977 REVERSE	not assigned.no ontology	35_1

CUST_137694_PI403524517	2	0.08771324	0.19253159	0.05090332	-0.14834213	-0.05090332	-0.39085293	35_38614	"Cluster: Putative N-acetyl-gamma-glutamyl-phosphate reductase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative N-acetyl-gamma-glutamyl-phosphate reduc"	UniRef90_Q8LNT4	CHR5V7|COORD:24306452..24307901| elongation factor 1-alpha / EF-1-alpha	AT5G60390.1	CHR10V5|COORD:18444113..18447526|protein N-acetyl-gamma-glutamyl-phosphate reductase, chloroplast precursor, putative, expressed	LOC_Os10g35170.1	no descriptionmoderately similar to ( 231)AT5G60390| Symbols:  | calmodulin binding / translation elongation factor | chr5:24306452-24307803 FORWARDmoderately similar to ( 264)ARGC_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned EF1_alpha TEF1 argC PRK12317 ArgC GTP_EFTU CysN_ATPS CysN PRK05506 GTP_translation_factor cysN EF_Tu TufB PRK12736 PRK00049 PRK12735 tufA SelB SelB Semialdhyde_dh SelB_euk PRK11863 PRK04000 TetM_like PRK12740 FusA EF-G GCD11 EF-G_bact Snu114p TypA_BipA eIF2_gamma	protein.synthesis.elongation	29_2_4

CUST_12062_PI404877155	2	0.011507034	0.5583916	-0.11598587	-0.029752731	0.008546829	-0.008545876	Contig5780_at	oxidase [Triticum aestivum]	AAG00450.1	alternative oxidase, putative / immutans protein (IM)	At4g22260.1	protein Alternative oxidase, putative	Os04g57320	"alternative oxidase, putative / immutans protein (IM), identical to IMMUTANS from Arabidopsis thaliana (gi:4138855); contains Pfam profile PF01786 alternative oxidase"	PS.lightreaction.cyclic electron flow-chlororespiration	1_01_40

CUST_134975_PI403524517	2	0.095691204	0.682827	0.00706625	-0.00706625	-0.67790174	-0.4345808	35_37867	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_663_PI399407379	2	-0.034851074	0.09112167	0.014867783	-0.0014438629	-0.110967636	0.0014438629	HvFCA3									

CUST_131383_PI403524517	2	0.12258959	0.21352768	0.21034765	-0.122590065	-0.54252386	-0.27907324	35_36899	"Cluster: Os08g0430000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os08g0430000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J5J9		0	CHR08V5|COORD:20649825..20643254|protein expressed protein	LOC_Os08g33320.1	no description	not assigned.unknown	35_2

CUST_7617_PI403524517	2	0.04128456	0.39954472	0.034873962	-0.034874916	-0.15483284	-0.044431686	35_2121	"Cluster: Hypothetical protein OJ1506_A04.22; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1506_A04.22 - Oryza sativa (japonica cultiv"	UniRef90_Q6K4E1	"CHR2V7|COORD:19119336..19120529| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G01240.3); similar to Os09g0363500 [Oryza sativa (japonica"	AT2G46550.1	CHR09V5|COORD:11903340..11907231|protein expressed protein	LOC_Os09g19890.2	"no descriptionweakly similar to ( 125)AT2G46550| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G01240.3); similar to Os09g0363500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001062992.1); similar to Os08g0400300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001061754.1); similar to hypothetical protein MtrDRAFT_AC145165g14v1 [Medicago truncatula] (GB:ABE91800.1) | chr2:19119336-19120529 REVERSE"	not assigned.unknown	35_2

CUST_134301_PI403524517	2	-0.17496538	0.20950365	0.14199972	-0.17550182	0.37687397	-0.1420002	35_37685	"Cluster: Os07g0185800 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os07g0185800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D842	"CHR2V7|COORD:5914215..5915236| similar to unnamed protein product [Tetraodon nigroviridis] (GB:CAF94409.1); similar to Os07g0185800 [Oryza sativa"	AT2G14045.1	CHR07V5|COORD:4555542..4557978|protein C-Myc-binding protein, putative, expressed	LOC_Os07g08820.1	"no descriptionweakly similar to ( 127)AT2G14045| Symbols:  | similar to unnamed protein product [Tetraodon nigroviridis] (GB:CAF94409.1); similar to Os07g0185800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001059067.1); contains domain ASSOCIATE OF C-MYC (AMY-1) (PTHR13168) | chr2:5914215-5915236 FORWARD"	not assigned.unknown	35_2

CUST_5559_PI403524517	2	0.258255	-0.0606184	-0.0362072	-0.07085037	0.03620529	0.2623062	35_1535	"Cluster: Os10g0117000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os10g0117000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IZ95	"CHR2V7|COORD:385373..387137| EXGT-A3 (endo-xyloglucan transferase A3); hydrolase, acting on glycosyl bonds"	AT2G01850.1	CHR09V5|COORD:13781438..13779702|protein xyloglucan endotransglucosylase/hydrolase protein 28 precursor, putative, expressed	LOC_Os09g23220.1	" no descriptionmoderately similar to ( 358)AT1G14720| Symbols: EXGT-A2, XTR2 | XTR2 (XYLOGLUCAN ENDOTRANSGLYCOSYLASE RELATED 2); hydrolase, acting on glycosyl bonds | chr1:5066801-5068461 REVERSEweakly similar to ( 189)XTH_WHEATProbable xyloglucan endotransglucosylase/hydrolase precursor - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned GH16_XET Glyco_hydro_16 Glyco_hydrolase_16 GH16_GPI_glucanosyltransferase GH16_lichenase PRK07764 PRK07003 Herpes_BLLF1 SKN1 HPC2 AF-4 PRK12323 APC_basic Atrophin-1 SerH XET_C PRK12678 Pneumo_att_G DUF566 KAR9 Protamine_P1 TT_ORF1 Metaviral_G "	cell wall.modification	10_7

CUST_19312_PI399408534	2	0.07274532	0.3318386	0.023180962	-0.16899681	-0.023180962	-0.07759476	35_36755	"Cluster: Os09g0544800 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0544800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IZW9	"CHR4V7|COORD:17986637..17988653| ATROPGEF1/ROPGEF1 (KINASE PARTNER PROTEIN-LIKE); Rho guanyl-nucleotide exchange factor/ protein binding"	AT4G38430.1	CHR09V5|COORD:21529385..21525469|protein pollen-specific kinase partner protein, putative, expressed	LOC_Os09g37270.2	" no descriptionmoderately similar to ( 264)AT4G38430| Symbols: ATROPGEF1, ROPGEF1 | ATROPGEF1/ROPGEF1 (KINASE PARTNER PROTEIN-LIKE); Rho guanyl-nucleotide exchange factor/ protein binding | chr4:17986637-17988653 FORWARDPRONE "	signalling.G-proteins	30_5

CUST_74262_PI403524517	2	0.013314247	0.32410336	0.21689653	-0.06971741	-0.01331377	-0.23681402	35_21296	"Cluster: Hypothetical protein B1015E06.24; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1015E06.24 - Oryza sativa (japonica cultivar-g"	UniRef90_Q8L650	0	0	CHR01V5|COORD:5511276..5507318|protein protein kinase, putative, expressed	LOC_Os01g10450.2	no description	not assigned.unknown	35_2

CUST_27790_PI399408534	2	0.2594452	-0.008319855	0.21868038	0.008319855	-0.018551826	-0.15180206	35_32052	"Cluster: Putative methyl-binding domain protein MBD115; n=1; Zea mays|Rep: Putative methyl-binding domain protein MBD115 - Zea mays (Maize)"	UniRef90_Q5I204	"CHR1V7|COORD:5275890..5277469| MBD10 (methyl-CpG-binding domain 10); DNA binding"	AT1G15340.1	CHR12V5|COORD:26396477..26391717|protein brain acid soluble protein 1, putative, expressed	LOC_Os12g42550.1	"no descriptionvery weakly similar to (89.4)AT1G15340| Symbols: MBD10 | MBD10 (methyl-CpG-binding domain 10); DNA binding | chr1:5275890-5277469 REVERSEMeCP2_MBD"	RNA.regulation of transcription.Methyl binding domain proteins	27_3_59

CUST_63072_PI403524517	2	0.022162437	-0.38792038	-0.072021484	0.042881012	-0.022162437	0.0347929	35_17997	"Cluster: St12p protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: St12p protein, putative, expressed - Oryza sativa (japonica cultiv"	UniRef90_Q2R1C4	"CHR2V7|COORD:212214..214434| STL2P (SEC12P-LIKE PROTEIN); nucleotide binding"	AT2G01470.1	CHR11V5|COORD:23117991..23113713|protein sec12-like protein 2, putative, expressed	LOC_Os11g39650.1	" no descriptionmoderately similar to ( 231)AT2G01470| Symbols: ATSEC12, STL2P | STL2P (SEC12P-LIKE PROTEIN); nucleotide binding | chr2:212214-214434 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned WD40 COG2319 "	not assigned.no ontology	35_1

CUST_26522_PI403524517	2	-0.3014469	-0.24444485	0.7587414	0.4690075	0.2444458	-0.37252998	35_7682	"Cluster: Hypothetical protein OJ1003_A09.17; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1003_A09.17 - Oryza sativa (japonica cultiv"	UniRef90_Q6YZV8	CHR3V7|COORD:6559180..6562050| leucine-rich repeat family protein / extensin family protein	AT3G19020.1	CHR08V5|COORD:25756322..25755387|protein expressed protein	LOC_Os08g40910.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07764 PRK07003 PRK12678 infB Tymo_45kd_70kd Atrophin-1 APC_basic	not assigned.unknown	35_2

CUST_23827_PI403524517	2	0.0070877075	-0.19721985	0.052327156	-0.031541824	0.10405159	-0.0070877075	35_6923	"Cluster: Putative NAD synthetase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative NAD synthetase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8LI89	CHR1V7|COORD:20558524..20561855| carbon-nitrogen hydrolase family protein	AT1G55090.1	CHR07V5|COORD:3598977..3609095|protein glutamine-dependent NAD, putative, expressed	LOC_Os07g07260.1	no descriptionhighly similar to ( 613)AT1G55090| Symbols:  | carbon-nitrogen hydrolase family protein | chr1:20558524-20561855 FORWARDnot assigned NAD_synthase NadE NAD_synthase nadE nadE	not assigned.no ontology	35_1

CUST_11544_PI399408534	2	0.07763672	-0.62489605	-0.082865715	-0.021663666	0.021662712	0.1038723	35_34813	Rep: Ca2+ binding protein cbp1 - Triticum aestivum (Wheat)	UniRef90_Q0IKM2	CHR1V7|COORD:24366045..24369674| calcium-binding EF hand family protein	AT1G65540.1	CHR02V5|COORD:23869012..23860526|protein calcium-binding mitochondrial protein Anon-60Da, putative, expressed	LOC_Os02g39550.3	no descriptionvery weakly similar to (68.2)AT1G65540| Symbols:  | calcium-binding EF hand family protein | chr1:24366045-24369674 REVERSE	signalling.calcium	30_3

CUST_8526_PI404877155	2	0.70088196	-1.9945159	-0.700881	1.344429	0.9724226	-0.71984863	Contig25177_x_at	Chlorophyll a-b binding protein 3C, chloroplast precursor (LHCII type I CAB-3C) (LHCP) pir||CDTO3C chlorophyll a/b-binding protein 3C precur	P07369	chlorophyll A-B binding protein / LHCII type I (LHB1B2)	At2g34420.1	protein Chlorophyll A-B binding protein, putative	Os01g52240	Chlorophyll A-B binding protein 91R, chloroplast	PS.lightreaction.photosystem II.LHC-II	1_01_01_01

CUST_16297_PI403524517	2	0.024529457	0.0053749084	-0.13654804	-0.015862465	-0.0051469803	0.0051469803	35_4696	"Cluster: Hypothetical protein B1370C05.1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1370C05.1 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6YUA2	"CHR5V7|COORD:1337999..1340885| similar to nucleic acid binding [Arabidopsis thaliana] (TAIR:AT4G32620.1); similar to Os01g0179500 [Oryza sativa (japonica"	AT5G04670.1	CHR02V5|COORD:13896..9239|protein expressed protein	LOC_Os02g01020.1	"no descriptionweakly similar to ( 115)AT5G04670| Symbols:  | similar to nucleic acid binding [Arabidopsis thaliana] (TAIR:AT4G32620.1); similar to Os01g0179500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001042200.1); similar to Os02g0100200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001045580.1); contains domain ENHANCER OF POLYCOMB (PTHR14898) | chr5:1337999-1340885 REVERSE"	not assigned.unknown	35_2

CUST_15087_PI403524517	2	-0.063928604	-0.11237621	-0.048024178	0.06512928	0.048024178	0.15853214	35_4347	"Cluster: Putative DegP2 protease; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative DegP2 protease - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z806	"CHR5V7|COORD:16087630..16090329| DEGP9 (DEGP PROTEASE 9); serine-type peptidase/ trypsin"	AT5G40200.1	CHR02V5|COORD:31095320..31090294|protein protease Do-like 9, putative, expressed	LOC_Os02g50880.1	"no descriptionhighly similar to ( 822)AT5G40200| Symbols: DEGP9 | DEGP9 (DEGP PROTEASE 9); serine-type peptidase/ trypsin | chr5:16087630-16090329 FORWARDnot assigned DegQ PRK10942 Trypsin PRK10898 PDZ_serine_protease PRK10139"	protein.degradation.serine protease	29_5_5

CUST_33512_PI399408534	2	-0.050761223	-0.36250114	0.050760746	0.19686985	-0.7236161	0.33386898	35_12284	"Cluster: Receptor protein kinase-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Receptor protein kinase-like protein - Oryza sativa (japonica"	UniRef90_Q5Z8B7	CHR3V7|COORD:16874386..16877026| receptor-like protein kinase, putative	AT3G45860.1	CHR01V5|COORD:14947054..14950788|protein ATP binding protein, putative, expressed	LOC_Os01g26390.1	 no descriptionvery weakly similar to (67.0)AT3G45860| Symbols:  | receptor-like protein kinase, putative | chr3:16874386-16877026 REVERSE	signalling.receptor kinases.DUF 26	30_2_17

CUST_18518_PI399408534	2	0.032632828	0.28173447	0.116952896	-0.09523201	-0.032632828	-0.15251827	35_19841	"Cluster: NOT2/NOT3/NOT5 family protein, expressed; n=4; Oryza sativa (japonica cultivar-group)|Rep: NOT2/NOT3/NOT5 family protein, expressed - Oryza sativa (jap"	UniRef90_Q10D98	"CHR5V7|COORD:24075383..24078962| VIP2 (VIRE2 INTERACTING PROTEIN2); transcription regulator"	AT5G59710.1	CHR02V5|COORD:33163156..33153352|protein VIP2, putative, expressed	LOC_Os02g54120.4	"no descriptionmoderately similar to ( 317)AT5G59710| Symbols: VIP2 | VIP2 (VIRE2 INTERACTING PROTEIN2); transcription regulator | chr5:24075383-24078962 FORWARDnot assigned"	RNA.regulation of transcription.unclassified	27_3_99

CUST_17473_PI403524517	2	-1.458077	-0.124361515	0.94369364	0.12436104	0.45792913	-1.2841492	35_5047	Rep: Fatty acid alpha-oxidase - Oryza sativa (Rice)	UniRef90_Q9M5J1	CHR3V7|COORD:159696..162733| ALPHA-DOX1 (ALPHA-DIOXYGENASE 1)	AT3G01420.1	CHR12V5|COORD:15337803..15327444|protein alpha-DOX2, putative, expressed	LOC_Os12g26290.5	 no descriptionhighly similar to ( 523)AT3G01420| Symbols: DOX1, ALPHA-DOX1 | ALPHA-DOX1 (ALPHA-DIOXYGENASE 1) | chr3:159696-162733 REVERSEnot assigned An_peroxidase 	stress.abiotic	20_2

CUST_142553_PI403524517	2	-0.015834332	0.015833855	-0.034049034	-0.18193913	0.020092964	0.08836985	35_39954	"Cluster: Cell division-associated protein BIMB-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Cell division-associated protein BIMB-like - Oryza sativa"	UniRef90_Q6ZHH8	"CHR4V7|COORD:12033714..12043583| AESP (ARABIDOPSIS HOMOLOG OF SEPARASE); peptidase"	AT4G22970.1	CHR02V5|COORD:32501282..32493342|protein peptidase, putative, expressed	LOC_Os02g53120.1	"no descriptionweakly similar to ( 108)AT4G22970| Symbols: AESP | AESP (ARABIDOPSIS HOMOLOG OF SEPARASE); peptidase | chr4:12033714-12043583 REVERSE"	not assigned.unknown	35_2

CUST_62154_PI403524517	2	0.013253212	-0.013252258	0.05425644	-0.050009727	-0.093229294	0.14424229	35_17726	Rep: OSIGBa0130K07.5 protein - Oryza sativa (Rice)	UniRef90_Q01LK2	0	0	CHR04V5|COORD:16365794..16371967|protein expressed protein	LOC_Os04g28040.1	no description	not assigned.unknown	35_2

CUST_19532_PI403524517	2	0.34521198	-0.7126703	-0.080145836	0.080145836	0.26553345	-0.08840275	35_5657	"Cluster: Hypothetical protein P0708B04.29; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0708B04.29 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6Z8Q3	0	0	CHR09V5|COORD:15505057..15497414|protein expressed protein	LOC_Os09g25860.1	no description	not assigned.unknown	35_2

CUST_86169_PI403524517	2	0.11089897	0.02924347	-0.053447723	-0.021533012	-0.021108627	0.021109581	35_24680	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_107544_PI403524517	2	-1.0835905	-0.5863118	0.30108547	0.6746783	-0.30108547	0.4565487	35_30604	Rep: OSIGBa0127A14.5 protein - Oryza sativa (Rice)	UniRef90_Q01JM2	CHR4V7|COORD:12072868..12074376| MATE efflux protein-related	AT4G23030.1	CHR04V5|COORD:28553345..28555487|protein antiporter/ drug transporter/ transporter, putative, expressed	LOC_Os04g48290.1	no descriptionweakly similar to ( 163)AT4G23030| Symbols:  | MATE efflux protein-related | chr4:12072868-12074376 FORWARDnot assigned MatE PRK01766 NorM	transport.misc	34_99

CUST_167804_PI403524517	2	0.017368317	0.2516117	-0.051057816	-0.0749464	-0.017368317	0.13834667	35_46740	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_15211_PI403524517	2	0.08011532	0.46200085	0.011077881	-0.15743446	-0.011076927	-0.08927822	35_4385	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10S29	"CHR2V7|COORD:9005809..9006870| similar to CDF1 (CELL GROWTH DEFECT FACTOR 1), heat shock protein binding [Arabidopsis thaliana] (TAIR:AT5G23040.2); similar to"	AT2G20920.1	CHR03V5|COORD:2042351..2038421|protein expressed protein	LOC_Os03g04440.1	" no descriptionmoderately similar to ( 247)AT2G20920| Symbols:  | similar to CDF1 (CELL GROWTH DEFECT FACTOR 1), heat shock protein binding [Arabidopsis thaliana] (TAIR:AT5G23040.2); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABF93866.1) | chr2:9005809-9006870 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07764 PRK07003 TT_ORF1 Atrophin-1 "	not assigned.unknown	35_2

CUST_19767_PI403524517	2	0.048056602	0.10299492	0.09290695	-0.1718874	-0.04805565	-0.14447594	35_5732	"Cluster: Hypothetical protein P0681F05.114; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0681F05.114 - Oryza sativa (japonica cultivar"	UniRef90_Q8GVP9	CHR2V7|COORD:8975451..8977560| folic acid binding / transferase	AT2G20830.2	CHR07V5|COORD:20747975..20750138|protein oral cancer overexpressed protein 1, putative, expressed	LOC_Os07g34610.2	no descriptionvery weakly similar to (99.0)AT2G20830| Symbols:  | folic acid binding / transferase | chr2:8975451-8976879 REVERSEnot assigned DUF1715	not assigned.no ontology	35_1

CUST_538_PI404877155	2	0.115569115	-0.26587868	-0.062000275	-0.016955376	0.022255898	0.016955376	Contig10443_at	putative splicing factor-like protein [Oryza sativa (japonica cultivar-group)] gb|AAP53959.1| putative splicing factor-like protein [Oryza s	NP_921672.1	RNA recognition motif (RRM)-containing protein	At2g16940.1	protein transposon protein, putative, CACTA, En/Spm sub-class	Os03g05830	splicing factor-like protein	RNA.processing	27_1

CUST_23577_PI403524517	2	0.04340267	0.23447609	-0.05322361	-0.038241386	-0.085354805	0.038241386	35_6853	"Cluster: Putative cytosine deaminase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative cytosine deaminase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q67VW4	CHR1V7|COORD:25808210..25812483| cytidine/deoxycytidylate deaminase family protein	AT1G68720.1	CHR06V5|COORD:16851006..16857875|protein deaminase, putative, expressed	LOC_Os06g29430.1	no descriptionweakly similar to ( 130)AT1G68720| Symbols:  | cytidine/deoxycytidylate deaminase family protein | chr1:25808210-25812483 FORWARDDEC-1_N	nucleotide metabolism.degradation	23_2

CUST_4898_PI403524517	2	0.098469734	0.47608948	0.08503246	-0.092642784	-0.08815193	-0.08503246	35_1352	"Cluster: Os05g0297900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0297900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DJD8	CHR1V7|COORD:19594281..19596155| signal peptidase, putative	AT1G52600.1	CHR06V5|COORD:9261241..9255962|protein microsomal signal peptidase 21 kDa subunit, putative, expressed	LOC_Os06g16260.1	 no descriptionmoderately similar to ( 308)AT1G52600| Symbols:  | signal peptidase, putative | chr1:19594281-19596155 FORWARDnot assigned Peptidase_S24 	protein.targeting.secretory pathway.unspecified	29_3_4_99

CUST_68942_PI403524517	2	-0.107385635	0.36942577	0.19965458	-0.16378403	-0.06729126	0.06729126	35_19727	"Cluster: Putative FKBP-type peptidyl-prolyl cis-trans isomerase; protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative FKBP-type"	UniRef90_Q7XHR0	CHR3V7|COORD:22325975..22327508| immunophilin / FKBP-type peptidyl-prolyl cis-trans isomerase family protein	AT3G60370.1	CHR07V5|COORD:18226866..18230670|protein FK506 binding protein, putative, expressed	LOC_Os07g30800.1	no descriptionmoderately similar to ( 290)AT3G60370| Symbols:  | immunophilin / FKBP-type peptidyl-prolyl cis-trans isomerase family protein | chr3:22325975-22327508 REVERSEvery weakly similar to (58.5)FKB70_WHEAT70 kDa peptidyl-prolyl isomerase - Triticum aestivum (Wheat)not assigned not assigned not assigned FkpA FKBP_C PRK10902 SlpA	protein.folding	29_6

CUST_21525_PI403524517	2	0.008532524	0.50142	0.14782906	-0.08991718	-0.13353157	-0.008532524	35_6247	"Cluster: Putative tethering factor SEC34; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative tethering factor SEC34 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6ZLF0	CHR1V7|COORD:27607757..27614490| sec34-like family protein	AT1G73430.1	CHR08V5|COORD:21880977..21891831|protein conserved oligomeric Golgi complex component 3, putative, expressed	LOC_Os08g34970.1	no descriptionmoderately similar to ( 402)AT1G73430| Symbols:  | sec34-like family protein | chr1:27607757-27614490 FORWARDnot assigned Sec34	protein.targeting.secretory pathway.golgi	29_3_4_2

CUST_93762_PI403524517	2	-0.13198662	0.068707466	-0.014901161	0.0149002075	-0.17858791	0.32540703	35_26810	"Cluster: Os05g0545200 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0545200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DG99	CHR5V7|COORD:16854775..16858868| zinc finger protein, putative / regulator of chromosome condensation (RCC1) family protein	AT5G42140.1	CHR05V5|COORD:26979946..26974115|protein chromosome condensation regulator-like protein protein, putative, expressed	LOC_Os05g46740.2	no descriptionvery weakly similar to (77.4)AT1G76950| Symbols:  | zinc finger protein (PRAF1) / regulator of chromosome condensation (RCC1) family protein | chr1:28911846-28916219 FORWARDDZC	cell.division	31_2

CUST_26714_PI403524517	2	0.07398701	0.46747684	-0.06267738	-0.19734001	-0.3438158	0.06267643	35_7740	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_24591_PI399408534	2	-0.73303604	-0.74891376	1.4320049	0.67177105	0.9135294	-0.6717701	35_856	Rep: Allene oxide synthase - Hordeum vulgare (Barley)	UniRef90_Q9M4B1	"CHR5V7|COORD:17115031..17116587| AOS (ALLENE OXIDE SYNTHASE); hydro-lyase/ oxygen binding"	AT5G42650.1	CHR03V5|COORD:6587692..6589713|protein cytochrome P450 74A2, putative, expressed	LOC_Os03g12500.1	" no descriptionmoderately similar to ( 493)AT5G42650| Symbols: CYP74A, AOS | AOS (ALLENE OXIDE SYNTHASE); hydro-lyase/ oxygen binding | chr5:17115031-17116587 REVERSEhighly similar to ( 663)C74A2_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned AF-4 Herpes_BLLF1 Atrophin-1 HPC2 PRK07003 Tymo_45kd_70kd APC_basic PRK12323 DUF566 KAR9 PRK07764 IER Pneumo_att_G DUF1421 GRASP55_65 PRK08853 Herpes_TAF50 PRK12678 PRK09169 MAP65_ASE1 DUF936 Extensin_2 COG5099 COG5048 "	hormone metabolism.jasmonate.synthesis-degradation.allene oxidase synthase	17_7_1_3

CUST_62084_PI403524517	2	0.085095406	0.79560757	-0.029671669	-0.1131773	-0.10260773	0.029671669	35_17706	"Cluster: Hypothetical protein OSJNBa0065C11.2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0065C11.2 - Oryza sativa (japonica cu"	UniRef90_Q5W6X4	CHR2V7|COORD:15910393..15912354| chaperone protein dnaJ-related	AT2G38000.1	CHR05V5|COORD:14536249..14541855|protein expressed protein	LOC_Os05g25210.1	no descriptionmoderately similar to ( 474)AT2G38000| Symbols:  | chaperone protein dnaJ-related | chr2:15910393-15912354 REVERSEnot assigned PRK07764	protein.folding	29_6

CUST_40498_PI403524517	2	-0.013968468	-0.46160603	0.071154594	0.013968468	0.13188076	-0.1348114	35_11647	"Cluster: Pentatricopeptide (PPR) repeat-containing protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Pentatricopeptide (PPR) repeat-containing prot"	UniRef90_Q6EPN7	"CHR3V7|COORD:17242960..17244933| CRR2 (CHLORORESPIRATORY REDUCTION 2); binding"	AT3G46790.1	CHR01V5|COORD:36769793..36765797|protein CRR2, putative, expressed	LOC_Os01g62910.1	"no descriptionweakly similar to ( 156)AT3G46790| Symbols: CRR2 | CRR2 (CHLORORESPIRATORY REDUCTION 2); binding | chr3:17242960-17244933 REVERSEvery weakly similar to (56.2)RF1_ORYSA"	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_42879_PI403524517	2	-0.052476883	0.34820652	0.052476883	-0.075761795	-0.37959385	0.06401634	35_12313	"Cluster: Peroxisomal membrane protein, putative, expressed; n=5; Oryza sativa (japonica cultivar-group)|Rep: Peroxisomal membrane protein, putative, expressed -"	UniRef90_Q10HL4	CHR1V7|COORD:19689524..19691346| peroxisomal membrane protein-related	AT1G52870.2	CHR03V5|COORD:21452687..21455243|protein mpv17 / PMP22 family protein, expressed	LOC_Os03g38730.3	no descriptionweakly similar to ( 180)AT1G52870| Symbols:  | peroxisomal membrane protein-related | chr1:19689524-19691346 FORWARDnot assigned	not assigned.no ontology	35_1

CUST_11014_PI404877155	2	-0.013612747	-0.33190536	-0.07797241	0.039693832	0.044891357	0.0136117935	Contig4745_s_at	acyl carrier protein, putative [Arabidopsis thaliana]	AAM62469.1	acyl carrier family protein / ACP family protein	At1g65290.1	protein acyl carrier protein, putative	Os05g31290	acyl carrier protein family	lipid metabolism.FA synthesis and FA elongation.ACP protein	11_1_12

CUST_181644_PI403524517	2	-0.017905235	0.29801178	0.09818268	-0.007419586	0.007419586	-0.032075882	35_50505	"Cluster: Os12g0608600 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os12g0608600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IM09	"CHR1V7|COORD:29805717..29808572| ST1 (MERCAPTOPYRUVATE SULFURTRANSFERASE 1); thiosulfate sulfurtransferase"	AT1G79230.1	CHR12V5|COORD:25673385..25667717|protein thiosulfate sulfurtransferase, putative, expressed	LOC_Os12g41500.1	 no descriptionmoderately similar to ( 202)AT1G79230| Symbols: ATMST1, MST1, ATRDH1, ST1 | ST1 (MERCAPTOPYRUVATE SULFURTRANSFERASE 1) | chr1:29806251-29808572 FORWARDnot assigned SseA TST_Repeat_1 sseA TST_Repeats TST_Repeat_2 RHOD Rhodanese 	amino acid metabolism.degradation.serine-glycine-cysteine group.cysteine	13_2_5_3

CUST_123951_PI403524517	2	-0.8190713	-0.3073883	0.39653778	0.3073883	-0.37550068	0.49926138	35_34946	"Cluster: Putative translation initiation factor eIF-2B epsilon subunit; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative translation initiation"	UniRef90_Q6K3F7	CHR2V7|COORD:14753419..14755611| eIF4-gamma/eIF5/eIF2-epsilon domain-containing protein	AT2G34970.1	CHR02V5|COORD:34778287..34787518|protein translation initiation factor eIF-2B epsilon subunit, putative, expressed	LOC_Os02g56740.2	no descriptionvery weakly similar to (87.8)AT2G34970| Symbols:  | eIF4-gamma/eIF5/eIF2-epsilon domain-containing protein | chr2:14753419-14755611 FORWARDnot assigned not assigned not assigned W2 eIF5C	protein.synthesis.initiation	29_2_3

CUST_9808_PI403524517	2	0.027182579	-0.10712814	-0.035087585	-0.027182579	0.03966427	0.07999611	35_2764	"Cluster: Putative 27k vesicle-associated membrane protein-associated protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative 27k vesicle-associated"	UniRef90_Q6ZJR5	CHR4V7|COORD:70732..72085| vesicle-associated membrane family protein / VAMP family protein	AT4G00170.1	CHR08V5|COORD:3165198..3169089|protein vesicle-associated membrane protein-associated protein A, putative, expressed	LOC_Os08g05890.1	no descriptionmoderately similar to ( 216)AT4G00170| Symbols:  | vesicle-associated membrane family protein / VAMP family protein | chr4:70732-72085 REVERSEnot assigned Motile_Sperm SCS2	not assigned.no ontology	35_1

CUST_73878_PI403524517	2	-0.055431366	0.3567667	0.060372353	-0.16402912	0.055430412	-0.32267952	35_21186	Rep: OSIGBa0147J19.13 protein - Oryza sativa (Rice)	UniRef90_Q01KL2	"CHR4V7|COORD:15248516..15251951| similar to nucleoporin-related [Arabidopsis thaliana] (TAIR:AT5G20200.1); similar to conserved hypothetical"	AT4G31430.3	CHR04V5|COORD:33210010..33217155|protein expressed protein	LOC_Os04g56140.3	"no descriptionvery weakly similar to (82.0)AT4G31430| Symbols:  | similar to nucleoporin-related [Arabidopsis thaliana] (TAIR:AT5G20200.1); similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE80407.1) | chr4:15248516-15251951 FORWARD"	not assigned.unknown	35_2

CUST_163611_PI403524517	2	0.21870995	-0.039800644	-0.047841072	0.059537888	-0.3169074	0.039800644	35_45621	"Cluster: Hypothetical protein; n=1; Chaetomium globosum CBS 148.51|Rep: Hypothetical protein - Chaetomium globosum CBS 148.51"	UniRef90_Q2GSD9	"CHR1V7|COORD:30251852..30253947| NHO1 (NONHOST RESISTANCE TO P. S. PHASEOLICOLA 1); carbohydrate kinase"	AT1G80460.1	CHR04V5|COORD:32740875..32736641|protein glycerol kinase, putative, expressed	LOC_Os04g55410.1	" no descriptionvery weakly similar to (58.2)AT1G80460| Symbols: GLI1, NHO1 | NHO1 (NONHOST RESISTANCE TO P. S. PHASEOLICOLA 1); carbohydrate kinase | chr1:30251852-30253947 REVERSEnot assigned GlpK glpK FGGY_C XylB PRK10939 AraB PRK04123 PRK10331 "	lipid metabolism.glyceral metabolism	11_5

CUST_9028_PI404877155	2	0.01272583	0.2789955	-0.013494492	0.0032291412	-0.05215454	-0.0032291412	Contig2815_at	Ubiquinol-cytochrome c reductase iron-sulfur subunit, mitochondrial precursor (Rieske iron-sulfur protein) (RISP) pir||A41607 ubiquinol-cyto	P49727	ubiquinol-cytochrome C reductase iron-sulfur subunit, mitochondrial, putative / Rieske iron-sulfur protein, puta	At5g13430.1	protein ubiquinol-cytochrome c reductase, iron-sulfur subunit, putative	Os04g32660	 Ubiquinol-cytochrome C reductase iron-sulfur subunit, mitochondrial precursor (Rieske iron-sulfur protein) (RISP) pir	mitochondrial electron transport / ATP synthesis.cytochrome c reductase	9_5

CUST_74479_PI403524517	2	-0.0037708282	0.016788483	-9.10759E-4	0.005549431	9.10759E-4	-0.06436157	35_21357	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_91730_PI403524517	2	-0.4519391	-0.0645051	0.05321026	0.23234558	-0.05320978	0.9537463	35_26227	"Cluster: Os11g0446500 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os11g0446500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0ISX5	CHR5V7|COORD:17834846..17840825| haloacid dehalogenase-like hydrolase family protein	AT5G44240.1	CHR11V5|COORD:14323276..14344669|protein phospholipid-transporting ATPase 2, putative, expressed	LOC_Os11g25980.2	no descriptionmoderately similar to ( 430)AT5G44240| Symbols:  | haloacid dehalogenase-like hydrolase family protein | chr5:17834846-17840825 FORWARDvery weakly similar to (54.3)ACA1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned MgtA PRK10517	not assigned.no ontology	35_1

CUST_139861_PI403524517	2	0.25033522	0.13795376	0.18953323	-0.35265493	-0.21741772	-0.13795328	35_39222	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_2679_PI404877155	2	-0.006249428	0.15309238	-0.14601994	-0.15132427	0.006248474	0.081352234	Contig13098_at	s-locus protein 5 [Triticum aestivum]	AAP80672.1	DNAJ heat shock N-terminal domain-containing protein / S-locus protein, putative	At1g16680.1	protein S-locus protein 5	Os12g41820	"DNAJ heat shock N-terminal domain-containing protein / S-locus protein, putative, similar to S-locus protein 5 GI:6069485 from (Brassica rapa); contains Pfam profile PF00226 DnaJ domain"	stress.abiotic.heat	20_2_1

CUST_13667_PI403524517	2	-0.28103256	-0.27683258	0.066514015	0.14458656	0.19206142	-0.06651306	35_3923	Rep: Expansin EXPB9 - Triticum aestivum (Wheat)	UniRef90_Q6QF96	CHR2V7|COORD:18606650..18608312| ATEXPB4 (ARABIDOPSIS THALIANA EXPANSIN B4)	AT2G45110.1	CHR02V5|COORD:26642968..26644738|protein beta-expansin 4 precursor, putative, expressed	LOC_Os02g44108.1	 no descriptionmoderately similar to ( 226)AT2G45110| Symbols: EXPB4, ATHEXP BETA 1.1, ATEXPB4 | ATEXPB4 (ARABIDOPSIS THALIANA EXPANSIN B4) | chr2:18606650-18608312 FORWARDmoderately similar to ( 345)EXB11_ORYSAnot assigned Pollen_allerg_1 DPBB_1 PRK07764 PRK07003 PRK12323 	cell wall.modification	10_7

CUST_457_PI399407379	2	-0.041312218	-0.39612675	-0.03063488	0.03063488	0.1171999	0.15110588	HvCDPK4									

CUST_180773_PI403524517	2	0.06275749	0.110523224	0.15495682	-0.265831	-0.10188866	-0.06275749	35_50274	Rep: Kexin - Pneumocystis carinii	UniRef90_O94096	CHR3V7|COORD:8063070..8064482| leucine-rich repeat family protein / extensin family protein	AT3G22800.1	CHR07V5|COORD:586973..587809|protein retrotransposon protein, putative, unclassified	LOC_Os07g01970.1	no description	not assigned.unknown	35_2

CUST_72861_PI403524517	2	-0.31437588	-0.0081272125	0.47424603	1.5377121	-1.3101039	0.008127689	35_20889	"Cluster: Putative Blue copper protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Blue copper protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z7U7	"CHR2V7|COORD:13729587..13730541| UCC1 (UCLACYANIN 1); copper ion binding"	AT2G32300.1	CHR02V5|COORD:31947229..31945988|protein uclacyanin-2 precursor, putative, expressed	LOC_Os02g52180.1	"no descriptionweakly similar to ( 102)AT2G32300| Symbols: UCC1 | UCC1 (UCLACYANIN 1); copper ion binding | chr2:13729587-13730541 FORWARDweakly similar to ( 126)BCP_PEABlue copper protein precursor - Pisum sativum (Garden pea)not assigned not assigned not assigned not assigned not assigned not assigned Cu_bind_like PRK12323 Mucin TT_ORF1 Protamine_P1 PRK07003 APC_basic"	misc.plastocyanin-like	26_19

CUST_57237_PI403524517	2	0.12909412	0.15315533	0.023997307	-0.09160042	-0.023997307	-0.09273243	35_16324	"Cluster: Alanine racemase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Alanine racemase-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5JKX2	CHR4V7|COORD:13503297..13504699| alanine racemase family protein	AT4G26860.1	CHR05V5|COORD:2843698..2840696|protein proline synthetase co-transcribed bacterial homolog protein, putative, expressed	LOC_Os05g05740.1	no descriptionweakly similar to ( 153)AT4G26860| Symbols:  | alanine racemase family protein | chr4:13503297-13504699 REVERSEnot assigned YBL036c_PLPDEIII COG0325	not assigned.no ontology	35_1

CUST_29817_PI403524517	2	-0.14787292	0.5639534	0.0049991608	-0.26289845	-0.0049991608	0.034297943	35_8609	"Cluster: Putative Fip1 motif containing protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative Fip1 motif containing protein - Oryza sativa (japonic"	UniRef90_Q6AU09	"CHR5V7|COORD:23506091..23511226| ATFIP1[V] (ARABIDOPSIS HOMOLOG OF YEAST FIP1 [V]); RNA binding"	AT5G58040.1	CHR03V5|COORD:29418118..29428601|protein fip1 motif family protein, expressed	LOC_Os03g51520.2	"no descriptionvery weakly similar to (68.9)AT5G58040| Symbols: ATFIP1[V] | ATFIP1[V] (ARABIDOPSIS HOMOLOG OF YEAST FIP1 [V]); RNA binding | chr5:23506091-23511226 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned"	not assigned.no ontology	35_1

CUST_21770_PI403524517	2	0.094301224	-0.36835098	7.1907043E-4	-7.1907043E-4	0.11540985	-0.035081863	35_6321	"Cluster: Os05g0143400 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0143400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DKU3	CHR5V7|COORD:19883690..19885300| DNA replication protein-related	AT5G49010.1	CHR05V5|COORD:2484289..2487332|protein SLD5, putative, expressed	LOC_Os05g05150.1	no descriptionweakly similar to ( 189)AT5G49010| Symbols:  | DNA replication protein-related | chr5:19883690-19885300 FORWARDnot assigned not assigned not assigned not assigned not assigned Sld5 COG5086 PRK12323	DNA.synthesis/chromatin structure	28_1

CUST_19484_PI404877155	2	-0.012927055	0.06102276	9.2601776E-4	-9.2601776E-4	0.11554146	-0.027682304	rbags21e24_s_at	Pyruvate kinase isozyme A, chloroplast precursor pir||T10051 pyruvate kinase (EC 2.7.1.40) - castor bean gb|AAA33870.1| ATP:pyruvate phospho	Q43117	pyruvate kinase, putative	At3g22960.1	protein pyruvate kinase	Os07g08340	putative Pyruvate kinase isozyme A, chloroplast precursor	lipid metabolism.FA synthesis and FA elongation.pyruvate kinase	11_1_30

CUST_4454_PI404877155	2	0.0020723343	0.4201393	-0.0020723343	-0.08905125	-0.043727875	0.1959467	Contig15402_at	OSJNBb0079B02.6 [Oryza sativa (japonica cultivar-group)]	CAD41847.2	DNA-directed RNA polymerase family protein	At3g18090.1	protein DNA-directed RNA polymerase, beta subunit, putative	Os04g54840	"NRPD2B;DNA-directed RNA polymerase family protein, similar to SP:P38420 DNA-directed RNA polymerase II 135 kDa polypeptide (EC 2.7.7.6) (RNA polymerase II subunit 2) {Arabidopsis thaliana}; contains Pfam profiles PF04560: RNA polymerase Rpb2 domain 7, PF0"	RNA.transcription	27_2

CUST_41951_PI403524517	2	0.09010792	-0.600687	-0.20588398	0.001991272	0.18217659	-0.001991272	35_12059	"Cluster: Tyrosine specific protein phosphatase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Tyrosine specific protein phosphatase-like - Oryza sativa"	UniRef90_Q6ZHH2	0	0	CHR02V5|COORD:32531029..32529506|protein expressed protein	LOC_Os02g53150.1	no description	not assigned.unknown	35_2

CUST_26488_PI399408534	2	0.012397766	-0.012397766	0.06594086	-0.09037542	0.24027634	-0.3345561	35_5604	"Cluster: Putative rRNA methylase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative rRNA methylase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ZJE6	CHR5V7|COORD:4995336..4997258| tRNA/rRNA methyltransferase (SpoU) family protein	AT5G15390.1	CHR07V5|COORD:24387459..24391897|protein rRNA methylase-like protein, putative, expressed	LOC_Os07g40700.2	no descriptionmoderately similar to ( 241)AT5G15390| Symbols:  | tRNA/rRNA methyltransferase (SpoU) family protein | chr5:4995336-4997258 FORWARDnot assigned not assigned not assigned not assigned SpoU_methylase PRK11081 SpoU	RNA.processing	27_1

CUST_97328_PI403524517	2	-0.118964195	-0.1258049	0.140872	-0.080470085	0.14608383	0.08047104	35_27798	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_29980_PI403524517	2	0.121953964	0.4688425	0.015544891	-0.08974075	-0.015545845	-0.15119362	35_8655	"Cluster: Putative makorin RING finger protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative makorin RING finger protein - Oryza sativa (japonica cu"	UniRef90_Q5ZA07	CHR3|COORD:2580083..2582113| zinc finger (CCCH-type/C3HC4-type RING finger) family protein, contains zinc finger C-x8-C-x5-C-x3-H type (and similar)	AT3G08505.1	CHR06V5|COORD:12351311..12357104|protein makorin-1, putative, expressed	LOC_Os06g21390.2	no descriptionvery weakly similar to (99.8)AT3G08505| Symbols:  | zinc finger (CCCH-type/C3HC4-type RING finger) family protein | chr3:2580609-2582049 REVERSEnot assigned not assigned	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_13129_PI404877155	2	-0.011944771	0.30015945	0.03602028	-0.13472557	-0.030011177	0.0119457245	Contig6840_at	putative transaldolase ToTAL2 [Oryza sativa (japonica cultivar-group)]	BAC55687.1	transaldolase, putative	At1g12230.1	protein expressed protein	Os08g05830	putative transaldolase	OPP.non-reductive PP.transaldolase	7_2_02

CUST_66061_PI403524517	2	0.021692276	0.04037857	8.535385E-4	-0.15542698	-8.535385E-4	-0.04487419	35_18867	"Cluster: Putative plastid protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative plastid protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8H656	CHR2V7|COORD:14169808..14171805| plastid developmental protein DAG, putative	AT2G33430.1	CHR06V5|COORD:921217..924283|protein DAG protein, chloroplast precursor, putative, expressed	LOC_Os06g02600.1	 no descriptionmoderately similar to ( 256)AT2G33430| Symbols:  | plastid developmental protein DAG, putative | chr2:14169808-14171805 FORWARDweakly similar to ( 136)DAG_ANTMADAG protein, chloroplast precursor - Antirrhinum majus (Garden snapdragon)PRK07764 PRK12323 PRK07003 	development.unspecified	33_99

CUST_3906_PI403524517	2	0.08882332	0.016132355	0.07405281	-0.13521862	-0.11106396	-0.016132355	35_1082	"Cluster: Hypothetical protein OJ1714_H10.115; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1714_H10.115 - Oryza sativa (japonica cult"	UniRef90_Q8H559	CHR3V7|COORD:3724332..3725482| MD-2-related lipid recognition domain-containing protein / ML domain-containing protein	AT3G11780.1	CHR07V5|COORD:3197066..3200252|protein ML domain protein, putative, expressed	LOC_Os07g06590.1	no descriptionweakly similar to ( 148)AT3G11780| Symbols:  | MD-2-related lipid recognition domain-containing protein / ML domain-containing protein | chr3:3724332-3725482 REVERSEnot assigned PG-PI_TP ML E1_DerP2_DerF2	not assigned.no ontology	35_1

CUST_1500_PI404877155	2	0.015098572	-0.13946247	-0.04276371	-0.015099525	0.10482216	0.15437889	Contig11673_at	putative DnaJ domain containing protein [Oryza sativa (japonica cultivar-group)] gb|AAP54538.1| putative DnaJ domain containing protein [Ory	NP_922251.1	DNAJ heat shock N-terminal domain-containing protein	At2g35720.1	protein putative DnaJ domain containing protein	Os10g36370	"DNAJ heat shock N-terminal domain-containing protein, low similarity to SP:O54946 DnaJ homolog subfamily B member 6 (Heat shock protein J2) Mus musculus; contains Pfam profile PF00226 DnaJ domain"	stress.abiotic.heat	20_2_1

CUST_18404_PI399408534	2	0.49994946	0.3800149	-0.09866619	-0.13627005	-0.7819228	0.09866619	35_25278	Rep: STYLOSA protein - Antirrhinum majus (Garden snapdragon)	UniRef90_Q6H976	CHR4V7|COORD:15707869..15713365| LUG (LEUNIG)	AT4G32551.1	CHR01V5|COORD:24276743..24265217|protein transcriptional corepressor LEUNIG, putative, expressed	LOC_Os01g42260.3	 no descriptionweakly similar to ( 161)AT4G32551| Symbols: RON2, LUG | LUG (LEUNIG) | chr4:15707869-15713365 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned GAL11 TolA tolA TolA Metallothio Keratin_B2 BAF1_ABF1 PRK10263 TAF61 PRK10920 Vicilin_N COG4372 LSR HemX PLAC8 COG4942 PRK10927 Glutenin_hmw MSSP FliK Gag_spuma DUF874 PBP_sp32 Lipase_chap 	RNA.regulation of transcription.LUG	27_3_58

CUST_46604_PI403524517	2	0.13624954	-0.2800665	-0.13625002	0.15893316	0.6037307	-0.4283638	35_13346	"Cluster: Glucosyltransferase IS5a salicylate-induced-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Glucosyltransferase IS5a salicylate-induced-like - O"	UniRef90_Q5ZAF2	"CHR2V7|COORD:6768832..6770480| UGT73B4; UDP-glycosyltransferase/ transferase, transferring glycosyl groups"	AT2G15490.1	CHR01V5|COORD:23782922..23784885|protein flavonol-3-O-glycoside-7-O-glucosyltransferase 1, putative, expressed	LOC_Os01g41430.1	" no descriptionvery weakly similar to (61.2)AT2G15490| Symbols: UGT73B4 | UGT73B4; UDP-glycosyltransferase/ transferase, transferring glycosyl groups | chr2:6768832-6770480 FORWARDnot assigned "	misc.UDP glucosyl and glucoronyl transferases	26_2

CUST_29572_PI403524517	2	0.1536398	-0.09923267	0.15742779	0.0992322	-0.10670853	-0.27791643	35_8540	"Cluster: Os05g0305100 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0305100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DJB2	CHR2V7|COORD:18602423..18605163| RNA polymerase II transcription factor	AT2G45100.1	CHR05V5|COORD:13694175..13703849|protein RNA polymerase II transcription factor/ transcription factor/ zinc ion binding protein, putative, expressed	LOC_Os05g23940.1	no descriptionvery weakly similar to (62.0)AT3G09360| Symbols:  | RNA polymerase II transcription factor | chr3:2873802-2878438 FORWARDnot assigned	RNA.transcription	27_2

CUST_5996_PI404877155	2	0.08328056	0.3282709	0.023507118	-0.091591835	-0.023506165	-0.03622055	Contig18250_at	unnamed protein product [Arabidopsis thaliana]	BAB10150.1	proline-rich spliceosome-associated (PSP) family protein / zinc knuckle (CCHC-type) family protein	At5g38600.1	protein Transposable element protein, putative	Os06g30020	NONE	RNA.processing.splicing	27_1_1

CUST_30704_PI399408534	2	0.003927231	-0.07120037	-0.003927231	0.011645317	-0.09858799	0.038152695	35_22170	"Cluster: Putative GTPase-activating protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative GTPase-activating protein - Oryza sativa (japonica"	UniRef90_Q655M0	CHR2V7|COORD:18062183..18065256| RabGAP/TBC domain-containing protein	AT2G43490.1	CHR01V5|COORD:1..7364|protein TBC domain containing protein, expressed	LOC_Os01g01010.2	no descriptionweakly similar to ( 139)AT2G43490| Symbols:  | RabGAP/TBC domain-containing protein | chr2:18062183-18065256 REVERSEnot assigned	signalling.G-proteins	30_5

CUST_43463_PI403524517	2	-0.056311607	0.6015291	0.05631256	-0.082577705	-0.13253307	0.12536335	35_12478	0	0	CHR4V7|COORD:694857..696937| cathepsin B-like cysteine protease, putative	AT4G01610.1	0	0	no description	not assigned.unknown	35_2

CUST_2959_PI403524517	2	0.010937691	0.12188339	-0.03353405	0.2923193	-0.013950348	-0.010937691	35_807	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_19091_PI399408534	2	0.04274988	-0.76310015	-0.04274988	0.07375765	-0.05096531	0.09696293	35_13236	"Cluster: Putative receptor-like protein kinase 4; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative receptor-like protein kinase 4 - Oryza sativa (japon"	UniRef90_Q7XIS7	CHR4V7|COORD:1419278..1422828| S-locus lectin protein kinase family protein	AT4G03230.1	CHR07V5|COORD:20968287..20974256|protein receptor-like protein kinase homolog RK20-1, putative, expressed	LOC_Os07g35004.1	no descriptionweakly similar to ( 145)AT4G03230| Symbols:  | S-locus lectin protein kinase family protein | chr4:1419278-1422828 REVERSEvery weakly similar to (74.7)PSKR_DAUCAPhytosulfokine receptor precursor - Daucus carota (Carrot)not assigned PTKc Pkinase_Tyr TyrKc	signalling.receptor kinases.DUF 26	30_2_17

CUST_69609_PI403524517	2	2.4599843	2.5978456	2.3207526	-5.754287	-5.726199	-2.3207526	35_19918	"Cluster: Os03g0424200 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os03g0424200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DR28	CHR2V7|COORD:18901593..18905285| protein kinase family protein / U-box domain-containing protein	AT2G45910.1	CHR03V5|COORD:17664951..17657495|protein ATP binding protein, putative, expressed	LOC_Os03g31070.1	no descriptionweakly similar to ( 160)AT2G45910| Symbols:  | protein kinase family protein / U-box domain-containing protein | chr2:18901593-18905285 FORWARDvery weakly similar to (62.8)SPL11_ORYSAnot assigned Ubox U-box	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_136571_PI403524517	2	0.045636654	0.33334875	-0.045636177	-0.17271137	-0.23293304	1.5320435	35_38300	"Cluster: Os01g0217900 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0217900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JPK6	CHR3V7|COORD:3082004..3088200| HhH-GPD base excision DNA repair family protein	AT3G10010.1	CHR05V5|COORD:21813723..21803108|protein hhH-GPD superfamily base excision DNA repair protein, expressed	LOC_Os05g37410.1	no descriptionmoderately similar to ( 208)AT3G10010| Symbols:  | HhH-GPD base excision DNA repair family protein | chr3:3082004-3088200 REVERSENth ENDO3c ENDO3c HhH-GPD	DNA.repair	28_2

CUST_14316_PI404877155	2	0.07556248	0.2902956	0.020454407	-0.12247372	-0.024152756	-0.020454407	Contig8150_at	zinc finger and C2 domain protein (ZAC) [Arabidopsis thaliana] ref|NP_849416.1| zinc finger and C2 domain protein (ZAC) [Arabidopsis thalian	NP_567620.1	zinc finger and C2 domain protein (ZAC)	At4g21160.1	protein Putative GTP-ase activating protein for Arf	Os02g49070	zinc finger and C2 domain protein (ZAC)	RNA.regulation of transcription.C2H2 zinc finger family	27_3_11

CUST_15476_PI404877155	2	0.13539219	0.11127949	-0.10268307	-0.07604027	-0.11219406	0.07604027	Contig9340_at	putative Na+/K+/Cl-cotransport protein [Oryza sativa (japonica cultivar-group)]	BAD03666.1	cation-chloride cotransporter, putative	At1g30450.1	protein K-Cl cotransporter	Os08g23440	"ATCCC1;cation-chloride cotransporter, putative, similar to cation-chloride co-transporter GB:AAC49874 GI:2582381 from (Nicotiana tabacum), Cation-Chloride Cotransporter (CCC) Family Member, PMID:11500563 or  cation-chloride cotransporter, putative, simila"	transport.unspecified cations	34_14

CUST_96306_PI403524517	2	0.019740582	-0.19935703	0.18777323	-0.019740582	0.07498789	-0.3036437	35_27510	"Cluster: Os09g0563300 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0563300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IZL2	"CHR5V7|COORD:6271551..6274155| EMB3007 (EMBRYO DEFECTIVE 3007); ATP binding / protein binding / unfolded protein binding"	AT5G18820.1	CHR09V5|COORD:22382443..22386551|protein ruBisCO large subunit-binding protein subunit alpha, chloroplast precursor, putative, expressed	LOC_Os09g38980.2	" no descriptionweakly similar to ( 153)AT5G18820| Symbols: EMB3007 | EMB3007 (EMBRYO DEFECTIVE 3007); ATP binding / protein binding / unfolded protein binding | chr5:6271551-6274155 FORWARDweakly similar to ( 148)RUBA_PEARuBisCO large subunit-binding protein subunit alpha, chloroplast precursor - Pisum sativum (Garden pea)not assigned GroEL groEL groEL groEL groEL groEL groEL GroL Cpn60_TCP1 "	protein.folding	29_6

CUST_83219_PI403524517	2	-0.059234142	-0.1262722	0.21316242	0.655581	-0.17856407	0.059233665	35_23859	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_72963_PI403524517	2	0.00308609	-0.35003757	-0.0812788	0.0809536	0.30361176	-0.0030851364	35_20920	"Cluster: Os09g0547300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os09g0547300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IZV2	0	0	CHR09V5|COORD:21630337..21636311|protein expressed protein	LOC_Os09g37520.1	no description	not assigned.unknown	35_2

CUST_163159_PI403524517	2	0.3246994	0.122675896	0.087319374	-0.087319374	-0.23384476	-0.09939098	35_45503	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_156063_PI403524517	2	0.106318	0.104771614	-0.03144884	-0.0347414	0.027975082	-0.02797556	35_43584	0	0		0	CHR05V5|COORD:29203580..29198380|protein expressed protein	LOC_Os05g51020.1	no description	not assigned.unknown	35_2

CUST_16816_PI403524517	2	-0.07661629	-0.080945015	0.13645649	-0.011954308	0.011954308	0.11371803	35_4854	"Cluster: Hypothetical protein P0470G10.14; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0470G10.14 - Oryza sativa (japonica cultivar-g"	UniRef90_Q69SU3	0	0	0	0	no description	not assigned.unknown	35_2

CUST_33617_PI399408534	2	-0.032327652	-0.30792236	0.04068756	0.032328606	0.199687	-0.1849556	35_7594	"Cluster: Cleavage and polyadenylation specificity factor subunit 2; n=2; Oryza sativa|Rep: Cleavage and polyadenylation specificity factor subunit 2 - Oryza sat"	UniRef90_Q652P4	CHR5V7|COORD:8052553..8058150| CPSF100 (ENHANCED SILENCING PHENOTYPE 5)	AT5G23880.1	CHR09V5|COORD:22727019..22719823|protein cleavage and polyadenylation specificity factor, 100 kDa subunit, putative, expressed	LOC_Os09g39590.1	 no descriptionhighly similar to ( 667)AT5G23880| Symbols: EMB1265, ESP5, ATCPSF100, CPSF100 | CPSF100 (ENHANCED SILENCING PHENOTYPE 5) | chr5:8052553-8058150 FORWARDhighly similar to ( 849)CPSF2_ORYSAnot assigned not assigned not assigned not assigned YSH1 COG1782 Lactamase_B PhnP GloB 	RNA.processing	27_1

CUST_144506_PI403524517	2	-0.5784025	0.19281054	0.1833787	0.36194038	-0.1833787	-0.4410448	35_40471	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_5769_PI403524517	2	0.10629749	0.06729984	-0.088549614	-0.09365082	0.03680992	-0.036810875	35_1594	"Cluster: Probable membrane-associated 30 kDa protein, chloroplast precursor; n=2; Oryza sativa|Rep: Probable membrane-associated 30 kDa protein, chloroplast"	UniRef90_Q8S0J7	CHR1V7|COORD:24239992..24244091| PTAC4 (PLASTID TRANSCRIPTIONALLY ACTIVE4)	AT1G65260.1	CHR01V5|COORD:39242341..39237841|protein membrane-associated 30 kDa protein, chloroplast precursor, putative, expressed	LOC_Os01g67000.1	no descriptionmoderately similar to ( 348)AT1G65260| Symbols: PTAC4 | PTAC4 (PLASTID TRANSCRIPTIONALLY ACTIVE4) | chr1:24239992-24244091 FORWARDmoderately similar to ( 409)IM30_ORYSAnot assigned PspA PspA_IM30 PRK10698 Myosin_tail_1	not assigned.no ontology	35_1

CUST_64355_PI403524517	2	0.1594305	-0.27138138	-0.087163925	0.08275604	-0.08275604	0.11516857	35_18372	"Cluster: Hypothetical protein OJ1370_E02.126; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1370_E02.126 - Oryza sativa (japonica cult"	UniRef90_Q7F229	CHR1V7|COORD:7477364..7479000| electron carrier/ oxidoreductase	AT1G21350.3	CHR07V5|COORD:9097402..9101211|protein thiol-disulfide isomerase and thioredoxins, putative, expressed	LOC_Os07g15670.3	no descriptionweakly similar to ( 167)AT1G21350| Symbols:  | electron carrier/ oxidoreductase | chr1:7477364-7479000 REVERSEPRX_like1	not assigned.unknown	35_2

CUST_67314_PI403524517	2	-1.2157745	-0.09718609	-1.1239929	0.35974503	0.097185135	0.6885662	35_19221	"Cluster: Putative CTV.2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative CTV.2 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5NBT9	CHR1V7|COORD:30265986..30271338| TPR1 (TOPLESS-RELATED 1)	AT1G80490.2	CHR01V5|COORD:8427082..8417725|protein lissencephaly type-1-like homology motif, putative, expressed	LOC_Os01g15020.2	no descriptionweakly similar to ( 171)AT1G80490| Symbols: TPR1 | TPR1 (TOPLESS-RELATED 1) | chr1:30265986-30271338 REVERSE	not assigned.no ontology	35_1

CUST_6365_PI404877155	2	0.1357956	-1.5381851	-0.15811348	0.33469868	0.07734203	-0.07734203	Contig1903_at	calreticulin - barley (fragment) gb|AAA32948.1| calreticulin	T05703	calreticulin 1 (CRT1)	At1g56340.1	protein Calreticulin family, putative	Os07g14270	small Ras-related GTP-binding protein	signalling.G-proteins	30_5

CUST_92089_PI403524517	2	-0.060143948	0.48377037	0.060143948	-0.89548254	-1.1188569	3.3245845	35_26333	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_74008_PI403524517	2	-0.005722046	-0.037893295	-0.26468468	0.005722046	0.13694859	0.013389587	35_21224	"Cluster: Extensin-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: Extensin-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8L3T8	CHR1V7|COORD:8388644..8391331| proline-rich extensin-like family protein	AT1G23720.1	CHR01V5|COORD:23612086..23614184|protein protein binding protein, putative, expressed	LOC_Os01g41120.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Extensin_2 DUF1421 Drf_FH1 Atrophin-1 PRK05648 GRASP55_65 PRK12323 DUF605 PRK10263 PRK07764 DUF1210 PRK07003 HPC2 FAP Tymo_45kd_70kd PRK10819 tatB GRP TT_ORF1 Gag_spuma TonB PRK08853 Herpes_TAF50 PRK03427 PRK11633 PRK08691 Herpes_LMP2 Trypan_PARP MCPVI PRK06958 Totivirus_coat	not assigned.unknown	35_2

CUST_15823_PI404877155	2	0.05899048	-0.56794167	-0.012784958	0.012785912	0.1844616	-0.15724564	Contig9680_at	P0710E05.9 [Oryza sativa (japonica cultivar-group)] dbj|BAA99424.1| putative auxin-induced protein IAA18 [Oryza sativa (japonica cultivar-gr	NP_914544.1	auxin-responsive protein / indoleacetic acid-induced protein 18 (IAA18)	At1g51950.1	protein AUX/IAA family	Os01g09450	NONE	hormone metabolism.auxin.induced-regulated-responsive-activated	17_2_3

CUST_34009_PI399408534	2	-0.059955597	0.105358124	-0.0014686584	0.05866146	0.0014677048	-0.043854713	35_5373	"Cluster: Os07g0493400 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os07g0493400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D6C2	CHR1V7|COORD:27339263..27340651| 3-oxo-5-alpha-steroid 4-dehydrogenase family protein / steroid 5-alpha-reductase family protein	AT1G72590.1	CHR04V5|COORD:28852734..28857176|protein 3-oxo-5-alpha-steroid 4-dehydrogenase, putative, expressed	LOC_Os04g48750.2	no descriptionweakly similar to ( 174)AT1G72590| Symbols:  | 3-oxo-5-alpha-steroid 4-dehydrogenase family protein / steroid 5-alpha-reductase family protein | chr1:27339263-27340651 FORWARDnot assigned not assigned not assigned Steroid_dh	hormone metabolism.brassinosteroid.synthesis-degradation.BRs.DET2	17_3_1_1_1

CUST_683_PI399407379	2	-0.026567936	0.55029535	0.092409134	0.026567936	-0.2547183	-0.30557966	HvABF1									

CUST_132380_PI403524517	2	0.21734095	1.1774354	0.012367725	-0.012368202	-0.34089756	-1.3231151	35_37176	"Cluster: Putative leucine-rich repeat transmembrane protein kinase 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative leucine-rich repeat transmembran"	UniRef90_Q651V0	CHR4V7|COORD:1490911..1494552| leucine-rich repeat transmembrane protein kinase, putative	AT4G03390.1	CHR06V5|COORD:27225622..27232109|protein LRR receptor-like protein kinase, putative, expressed	LOC_Os06g45020.1	no descriptionweakly similar to ( 129)AT4G22130| Symbols:  | kinase | chr4:11723745-11727343 FORWARDvery weakly similar to (79.7)PSKR_DAUCAPhytosulfokine receptor precursor - Daucus carota (Carrot)not assigned Pkinase_Tyr TyrKc	protein.postranslational modification.kinase.receptor like cytoplasmatic kinase VII	29_4_1_57

CUST_13794_PI403524517	2	0.53639126	-0.65801954	0.003627777	-0.003627777	-0.122787476	0.16122818	35_3956	"Cluster: Hypothetical protein OSJNBa0009C07.5; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0009C07.5 - Oryza sativa (japonica cu"	UniRef90_Q6I591	CHR1|COORD:23800382..23805383| AAA-type ATPase family protein, contains Pfam domain, PF00004: ATPase, AAA family	AT1G64110.1	CHR05V5|COORD:29015584..29010276|protein ATP binding protein, putative, expressed	LOC_Os05g50750.3	no descriptionhighly similar to ( 597)AT5G52882| Symbols:  | ATP binding / nucleoside-triphosphatase/ nucleotide binding | chr5:21451381-21455588 REVERSEweakly similar to ( 170)CDC48_SOYBNCell division cycle protein 48 homolog - Glycine max (Soybean)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned SpoVK RPT1 PRK03992 AAA HflB hflB COG1223 AAA AAA clpA MGS1 PRK04195 COG0714 PRK10865	protein.degradation.AAA type	29_5_9

CUST_18985_PI403524517	2	0.13807487	-0.6502085	-0.1380744	0.1583538	-0.1888566	0.5361843	35_5500	"Cluster: Hypothetical protein P0473D02.10; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0473D02.10 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6YZ14	0	0	CHR08V5|COORD:2283046..2287271|protein csAtPR5, putative	LOC_Os08g04590.1	no description	not assigned.unknown	35_2

CUST_93453_PI403524517	2	0.29764318	0.04793644	0.11720848	-0.047935963	-0.13529348	-0.5165992	35_26720	"Cluster: Os02g0598800 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os02g0598800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DZT9	CHR3V7|COORD:17962674..17967739| EMB2423 (EMBRYO DEFECTIVE 2423)	AT3G48470.1	CHR02V5|COORD:23372218..23378555|protein conserved hypothetical protein	LOC_Os02g38680.1	no descriptionmoderately similar to ( 234)AT3G48470| Symbols: EMB2423 | EMB2423 (EMBRYO DEFECTIVE 2423) | chr3:17962674-17967739 FORWARD	not assigned.unknown	35_2

CUST_67245_PI403524517	2	0.3687482	0.35413313	0.07388401	-0.12988234	-0.25242233	-0.07388449	35_19203	Rep: AML6 - Hordeum vulgare (Barley)	UniRef90_Q6J736	0	0	CHR05V5|COORD:145976..138728|protein AML6, putative, expressed	LOC_Os05g01240.5	no description	not assigned.unknown	35_2

CUST_113228_PI403524517	2	-0.03572607	0.4200077	0.25821686	-0.0353961	0.035395622	-0.17003965	35_32139	"Cluster: Putative phosphate transporter; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative phosphate transporter - Oryza sativa (japonica cultivar-group"	UniRef90_Q69T94	CHR1V7|COORD:7253996..7258666| phosphate transporter family protein	AT1G20860.1	CHR06V5|COORD:12693850..12690977|protein inorganic phosphate transporter 1-8, putative, expressed	LOC_Os06g21950.1	no descriptionvery weakly similar to (99.4)AT1G20860| Symbols:  | phosphate transporter family protein | chr1:7253996-7258666 REVERSEnot assigned TT_ORF1 PRK10642	transport.phosphate	34_7

CUST_13518_PI403524517	2	0.12847805	0.16172314	0.0050258636	-0.12279034	-0.06636524	-0.0050258636	35_3877	"Cluster: OSJNBa0032F06.25 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0032F06.25 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XPV6	"CHR1V7|COORD:27082443..27083610| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G09580.1); similar to conserved hypothetical protein [Medicago"	AT1G71940.1	CHR04V5|COORD:34673868..34679728|protein RNA binding protein, putative, expressed	LOC_Os04g58690.3	no descriptionvery weakly similar to (62.4)AT1G01760| Symbols:  | RNA binding / adenosine deaminase | chr1:276866-278448 REVERSEnot assigned	not assigned.unknown	35_2

CUST_73256_PI403524517	2	0.039429665	0.14956188	0.02533722	-0.025336266	-0.15960217	-0.07040405	35_21002	"Cluster: Chromosome structural maintenance protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Chromosome structural maintenance protein-like - Oryza"	UniRef90_Q6YUW7	CHR3V7|COORD:17594758..17597563| MAG2	AT3G47700.1	CHR02V5|COORD:31432144..31426723|protein RINT-1 / TIP-1 family protein, expressed	LOC_Os02g51330.2	no descriptionmoderately similar to ( 306)AT3G47700| Symbols: MAG2 | MAG2 | chr3:17594758-17597563 REVERSEnot assigned RINT1_TIP1	not assigned.no ontology	35_1

CUST_183023_PI403524517	2	-0.0019054413	0.21190166	0.0019059181	0.29827404	-0.0024204254	-0.2808299	35_50872	"Cluster: Alcohol dehydrogenase class 3 (EC 1.1.1.1) (Alcohol dehydrogenase class III) (S-(hydroxymethyl)glutathione dehydrogenase); n=3;"	UniRef90_P93629	"CHR5V7|COORD:17701492..17703606| ADH2 (ALCOHOL DEHYDROGENASE 2); formaldehyde dehydrogenase (glutathione)"	AT5G43940.1	CHR02V5|COORD:34924414..34928315|protein alcohol dehydrogenase class 3, putative, expressed	LOC_Os02g57040.2	"no descriptionvery weakly similar to (56.6)AT5G43940| Symbols: ADH2 | ADH2 (ALCOHOL DEHYDROGENASE 2); formaldehyde dehydrogenase (glutathione) | chr5:17701492-17703606 FORWARDvery weakly similar to (64.3)ADHX_MAIZEAlcohol dehydrogenase class-3 - Zea mays (Maize)not assigned"	misc.alcohol dehydrogenases	26_11

CUST_83787_PI403524517	2	-0.77420855	0.87371683	-0.07360315	0.07360315	-0.4368081	0.15207624	35_24016	"Cluster: Ring-H2 zinc finger protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Ring-H2 zinc finger protein-like - Oryza sativa (japonica cultivar-g"	UniRef90_Q94IZ7	CHR2V7|COORD:11905040..11905819| zinc finger (C3HC4-type RING finger) family protein	AT2G27940.1	CHR01V5|COORD:6197201..6195960|protein RING-H2 finger protein ATL5I, putative, expressed	LOC_Os01g11520.1	no descriptionvery weakly similar to (88.6)AT2G27940| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr2:11905040-11905819 FORWARDvery weakly similar to (97.8)EL5_ORYSAnot assigned not assigned RING COG5540 zf-C3HC4	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_70101_PI403524517	2	-0.23650455	0.38609886	0.20570087	-0.07597208	0.07597256	-0.2108159	35_20067	"Cluster: Ankryin repeat S-palmitoyl transferase, putative, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Ankryin repeat S-palmitoyl"	UniRef90_Q2R2S1	CHR5V7|COORD:6876774..6881104| TIP1 (TIP GROWTH DEFECTIVE 1)	AT5G20350.1	CHR11V5|COORD:19924570..19930996|protein palmitoyltransferase TIP1, putative, expressed	LOC_Os11g34860.2	no descriptionmoderately similar to ( 223)AT5G20350| Symbols: TIP1 | TIP1 (TIP GROWTH DEFECTIVE 1) | chr5:6876774-6881104 FORWARDvery weakly similar to (52.8)AKT1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned ANK Arp	cell.organisation	31_1

CUST_6704_PI403524517	2	0.029867172	0.6685295	-0.029867172	-0.06971073	-0.05926895	0.091623306	35_1862	"Cluster: Os09g0500100 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0500100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J0S9	CHR1V7|COORD:24726634..24728138| F-box family protein	AT1G66310.1	CHR09V5|COORD:19356649..19351994|protein F-box domain containing protein, expressed	LOC_Os09g32410.1	no descriptionvery weakly similar to (50.4)AT1G66310| Symbols:  | F-box family protein | chr1:24726634-24728138 REVERSE	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_31491_PI403524517	2	0.08275747	-0.0117836	0.06882477	-0.1830864	0.011783123	-0.40177155	35_9089	Rep: Cyclin D2 - Triticum aestivum (Wheat)	UniRef90_Q71FH0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_128260_PI403524517	2	0.1575718	-0.88132954	-0.4142208	-0.03038311	0.03038311	0.120755196	35_36057	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_80409_PI403524517	2	0.043293953	0.23588371	-0.043293953	-0.2541113	-0.28601265	0.05392933	35_23061	"Cluster: Os09g0497700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0497700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J0J2	"CHR4|COORD:15205486..15209607| similar to DNA repair ATPase-related [Arabidopsis thaliana] (TAIR:At2g24420.2); similar to DNA repair ATPase-related"	AT4G31340.2	CHR09V5|COORD:19244505..19249914|protein expressed protein	LOC_Os09g32250.2	no descriptionvery weakly similar to (57.0)AT4G31340| Symbols:  | myosin heavy chain-related | chr4:15205668-15208901 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07764 Protamine_P1 PRK12323 TT_ORF1 Totivirus_coat FAP PRK05648 Smc	cell.organisation	31_1

CUST_101796_PI403524517	2	-0.16434097	-0.43431997	-0.18707848	0.531435	0.16434097	0.25261927	35_29044	"Cluster: Os07g0515900 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os07g0515900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D631		0	CHR07V5|COORD:19836882..19840894|protein expressed protein	LOC_Os07g33210.1	no description	not assigned.unknown	35_2

CUST_2573_PI404877155	2	0.035429955	-0.2760477	0.012001038	-0.012001038	0.03657818	-0.012001038	Contig12981_at	unknown protein [Oryza sativa (japonica cultivar-group)] dbj|BAC84486.1| unknown protein [Oryza sativa (japonica cultivar-group)]	BAC83868.1	pentatricopeptide (PPR) repeat-containing protein	At5g60960.1	protein hypothetical protein	Os07g41260	0.2_HMGI_Y T01851	RNA.regulation of transcription	27_3

CUST_52426_PI403524517	2	0.007884979	-0.4730091	-0.057798386	-0.007884979	0.029571533	0.09961033	35_14938	Rep: Cytochrome b5 - Oryza sativa (Rice)	UniRef90_P49100	"CHR2V7|COORD:13884090..13885524| B5 #4 (cytochrome b5 family protein #4); heme binding / transition metal ion binding"	AT2G32720.1	CHR05V5|COORD:470297..472374|protein cytochrome b5, putative, expressed	LOC_Os05g01820.1	"no descriptionmoderately similar to ( 215)AT2G32720| Symbols: B5 #4 | B5 #4 (cytochrome b5 family protein #4); heme binding / transition metal ion binding | chr2:13884090-13885524 REVERSEmoderately similar to ( 249)CYB5_ORYSAnot assigned not assigned not assigned not assigned Cyt-b5 CYB5"	N-metabolism.nitrate metabolism.NR	12_1_1

CUST_30983_PI399408534	2	0.023326874	-0.4238758	-0.02332735	-0.21770334	0.11562538	2.2544823	35_10175	"Cluster: SAP domain containing protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: SAP domain containing protein, expressed - Oryza sativa (jap"	UniRef90_Q10KI0	CHR4V7|COORD:18414598..18416932| SAP domain-containing protein	AT4G39680.1	CHR03V5|COORD:15197832..15192959|protein DNA binding protein, putative, expressed	LOC_Os03g26630.2	no descriptionvery weakly similar to (65.9)AT4G39680| Symbols:  | SAP domain-containing protein | chr4:18414598-18416932 REVERSEnot assigned	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_17457_PI403524517	2	0.016590118	-0.28422832	-0.18241978	-0.016591072	0.09753609	0.023155212	35_5042	"Cluster: Putative glucose-6-phosphate/phosphate-translocator; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative glucose-6-phosphate/phosphate-translocat"	UniRef90_Q5VQL3	"CHR5V7|COORD:12606180..12608638| CUE1 (CAB UNDEREXPRESSED 1); antiporter/ triose-phosphate transporter"	AT5G33320.1	CHR01V5|COORD:3708014..3710455|protein triose phosphate/phosphate translocator, non-green plastid,chloroplast precursor, putative, expressed	LOC_Os01g07730.1	" no descriptionweakly similar to ( 133)AT5G33320| Symbols: PPT, ARAPPT, CUE1 | CUE1 (CAB UNDEREXPRESSED 1); antiporter/ triose-phosphate transporter | chr5:12606180-12608638 FORWARDnot assigned TPT "	transport.metabolite transporters at the envelope membrane	34_8

CUST_50474_PI403524517	2	0.027769089	-0.048739433	0.0011453629	-0.024381638	-0.0011444092	0.0821352	35_14411	"Cluster: 40S ribosomal protein S6-1; n=12; Magnoliophyta|Rep: 40S ribosomal protein S6-1 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_O48549	"CHR5V7|COORD:3258735..3260143| EMB3010 (EMBRYO DEFECTIVE 3010); structural constituent of ribosome"	AT5G10360.1	CHR07V5|COORD:25721185..25723890|protein 40S ribosomal protein S6, putative, expressed	LOC_Os07g42950.1	"no descriptionmoderately similar to ( 358)AT5G10360| Symbols: EMB3010 | EMB3010 (EMBRYO DEFECTIVE 3010); structural constituent of ribosome | chr5:3258735-3260143 REVERSEmoderately similar to ( 359)RS6_ASPOF40S ribosomal protein S6 - Asparagus officinalis (Garden asparagus)not assigned Ribosomal_S6e RPS6A PRK04290"	protein.synthesis.misc ribososomal protein	29_2_2

CUST_6538_PI399408534	2	-1.6593933E-4	0.5043335	0.034695625	-0.26829243	-0.16779518	1.6593933E-4	35_18525	"Cluster: Putative SWIRM domain-containing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative SWIRM domain-containing protein - Oryza sativa (jap"	UniRef90_Q7F8R2	"CHR2V7|COORD:14236099..14238225| ATSWI3B (Arabidopsis thaliana switching protein 3B); DNA binding"	AT2G33610.1	CHR02V5|COORD:5238179..5242113|protein ATSWI3B, putative, expressed	LOC_Os02g10060.1	" no descriptionmoderately similar to ( 295)AT2G33610| Symbols: CHB2, ATSWI3B | ATSWI3B (Arabidopsis thaliana switching protein 3B); DNA binding | chr2:14236099-14238225 FORWARDnot assigned not assigned RSC8 SWIRM DUF1421 PRK12323 Myb_DNA-binding "	RNA.regulation of transcription.Chromatin Remodeling Factors	27_3_44

CUST_65025_PI403524517	2	0.1707077	0.06384754	-0.010101318	-0.091999054	-0.060009003	0.010100365	35_18566	"Cluster: Hypothetical protein OSJNBa0034O12.5; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0034O12.5 - Oryza sativa (japonica cu"	UniRef90_Q6ATC3	"CHR3V7|COORD:20419354..20421864| similar to protein binding / zinc ion binding [Arabidopsis thaliana] (TAIR:AT4G37880.1); similar to Lissencephaly type-1-like"	AT3G55070.1	CHR05V5|COORD:3509434..3512906|protein macrophage erythroblast attacher, putative, expressed	LOC_Os05g06760.1	" no descriptionmoderately similar to ( 466)AT3G55070| Symbols:  | similar to protein binding / zinc ion binding [Arabidopsis thaliana] (TAIR:AT4G37880.1); similar to Lissencephaly type-1-like homology motif; CTLH, C-terminal to LisH motif [Medicago truncatula] (GB:ABE91354.1); contains InterPro domain CTLH, C-terminal to LisH motif; (InterPro:IPR006595); contains InterPro domain Lissencephaly type-1-like homology motif; (InterPro:IPR006594) | chr3:20419354-20421274 FORWARDnot assigned not assigned not assigned not assigned not assigned COG5109 CTLH Herpes_UL56 "	not assigned.unknown	35_2

CUST_163488_PI403524517	2	0.08251047	-0.28895092	-0.08251047	-0.15310526	0.80471945	0.4540763	35_45589	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_11030_PI404877155	2	0.15473175	-0.7321415	-0.073085785	0.082437515	-0.051491737	0.051490784	Contig4763_at	DNAJ homologue [Oryza sativa]	BAB70509.1	DNAJ heat shock family protein	At4g39960.1	protein Transposable element protein, putative	Os05g26930	NONE	stress.abiotic.heat	20_2_1

CUST_16793_PI403524517	2	0.049624443	0.20312023	0.0035266876	-0.0095825195	-0.028669357	-0.0035266876	35_4849	"Cluster: Putative NADH dehydrogenase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative NADH dehydrogenase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69Y16	"CHR5V7|COORD:2848753..2851324| NDC1 (NAD(P)H DEHYDROGENASE C1); NADH dehydrogenase"	AT5G08740.1	CHR06V5|COORD:5843551..5839076|protein NADH dehydrogenase, putative, expressed	LOC_Os06g11140.1	"no descriptionhighly similar to ( 577)AT5G08740| Symbols: NDC1 | NDC1 (NAD(P)H DEHYDROGENASE C1); NADH dehydrogenase | chr5:2848753-2851324 REVERSEnot assigned not assigned Ndh Pyr_redox_2 HcaD Lpd PRK06292"	mitochondrial electron transport / ATP synthesis.NADH-DH.type II.mitochondrial	9_2_3

CUST_39472_PI403524517	2	-0.34634018	0.53711987	0.03239155	-0.03239155	-0.5118923	1.5730429	35_11352	"Cluster: Protein-L-isoaspartate O-methyltransferase; n=1; Triticum aestivum|Rep: Protein-L-isoaspartate O-methyltransferase - Triticum aestivum (Wheat)"	UniRef90_Q43209	CHR3|COORD:17903400..17904960| protein-L-isoaspartate O-methyltransferase / PIMT (PCM), identical to SP:Q42539 Protein-L-isoaspartate O-methyltransferase (EC 2.	AT3G48330.2	CHR04V5|COORD:23858505..23856116|protein protein-L-isoaspartate O-methyltransferase, putative, expressed	LOC_Os04g40540.1	"no descriptionweakly similar to ( 198)AT3G48330| Symbols: PIMT1 | PIMT1 (PROTEIN-L-ISOASPARTATE METHYLTRANSFERASE 1); protein-L-isoaspartate (D-aspartate) O-methyltransferase | chr3:17903954-17904960 REVERSEmoderately similar to ( 285)PIMT_WHEATProtein-L-isoaspartate O-methyltransferase - Triticum aestivum (Wheat)not assigned PCMT Pcm pcm PRK08317"	protein.postranslational modification	29_4

CUST_2033_PI404877155	2	0.26172924	-0.41345692	-0.122758865	0.008282661	-0.008282661	0.12156105	Contig12274_at	homeodomain protein JUBEL2 [Hordeum vulgare]	AAK38646.1	homeodomain protein (BELLRINGER)	At5g02030.1	protein Homeobox domain, putative	Os01g62920	NONE	RNA.regulation of transcription.HB,Homeobox transcription factor family	27_3_22

CUST_7508_PI399408534	2	-0.0044174194	0.08805084	-0.078663826	0.024520874	-0.0362854	0.0044174194	35_21298	"Cluster: Calcineurin B-like protein 9; n=2; Oryza sativa (japonica cultivar-group)|Rep: Calcineurin B-like protein 9 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q3HRN8	"CHR4V7|COORD:15924824..15926401| CBL10 (calcineurin B-like protein 10); calcium ion binding"	AT4G33000.2	CHR01V5|COORD:22754678..22757717|protein calcineurin B-like protein 10, putative, expressed	LOC_Os01g39770.1	" no descriptionmoderately similar to ( 303)AT4G33000| Symbols: ATCBL10, CBL10 | CBL10 (calcineurin B-like protein 10); calcium ion binding | chr4:15924824-15926401 FORWARDvery weakly similar to (67.0)CCAMK_PEACalcium and calcium/calmodulin-dependent serine/threonine-protein kinase - Pisum sativum (Garden pea)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned FRQ1 EFh "	signalling.calcium	30_3

CUST_75523_PI403524517	2	-0.02909565	-0.49689484	0.024759293	0.022548676	0.07361126	-0.022548676	35_21648	"Cluster: AP2 transcriptional activator DRF1.1; n=2; Hordeum vulgare|Rep: AP2 transcriptional activator DRF1.1 - Hordeum vulgare (Barley)"	UniRef90_Q84ND8	CHR1V7|COORD:11399903..11405702| actin binding	AT1G31810.1	CHR05V5|COORD:2753722..2745350|protein expressed protein	LOC_Os05g05580.1	no description	not assigned.unknown	35_2

CUST_57760_PI403524517	2	0.097866535	-0.9172807	-0.29538393	-0.013747215	0.18173218	0.013747215	35_16467	Rep: Phosphoenolpyruvate carboxylase 1 - Sorghum bicolor (Sorghum) (Sorghum vulgare)	UniRef90_P29195	"CHR1V7|COORD:19887929..19891738| ATPPC1 (PHOSPHOENOLPYRUVATE CARBOXYLASE 1); phosphoenolpyruvate carboxylase"	AT1G53310.3	CHR02V5|COORD:8184212..8172418|protein phosphoenolpyruvate carboxylase 1, putative, expressed	LOC_Os02g14770.3	"no descriptionnearly identical (1156)AT1G53310| Symbols: ATPPC1 | ATPPC1 (PHOSPHOENOLPYRUVATE CARBOXYLASE 1); phosphoenolpyruvate carboxylase | chr1:19887929-19891738 REVERSEnearly identical (1217)CAPP1_SORBIPhosphoenolpyruvate carboxylase 1 - Sorghum bicolor (Sorghum) (Sorghum vulgare)not assigned not assigned not assigned not assigned not assigned not assigned PEPcase PRK00009 Ppc PRK07003 PRK12323 PRK12678 PRK07764"	glycolysis.PEPCase	4_14

CUST_162304_PI403524517	2	-0.1263051	0.32110786	-0.10744572	-0.24281645	0.8924446	0.10744572	35_45270	"Cluster: Hypothetical protein P0678F11.22-2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0678F11.22-2 - Oryza sativa (japonica"	UniRef90_Q5JLM3	CHR3V7|COORD:2291349..2292229| zinc finger (C3HC4-type RING finger) family protein	AT3G07200.1	CHR01V5|COORD:40442758..40447963|protein ubiquitin-protein ligase/ zinc ion binding protein, putative, expressed	LOC_Os01g69040.1	no descriptionvery weakly similar to (83.6)AT3G07200| Symbols:  | protein binding / zinc ion binding | chr3:2291349-2292229 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned RING	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_9697_PI403524517	2	0.0229702	0.24149609	0.013560295	-0.0823679	-0.013560295	-0.06687832	35_2734	"Cluster: Mitochondrial import inner membrane translocase subunit Tim17/Tim22/Tim23 family protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-gro"	UniRef90_Q2QPW9	CHR5V7|COORD:22503751..22505142| protein translocase	AT5G55510.1	CHR12V5|COORD:19919558..19924688|protein protein translocase/ protein transporter, putative, expressed	LOC_Os12g33020.1	no descriptionweakly similar to ( 183)AT5G55510| Symbols:  | protein translocase | chr5:22503751-22505142 REVERSEnot assigned not assigned not assigned not assigned Tim17	protein.targeting.mitochondria	29_3_2

CUST_49750_PI403524517	2	-0.24482155	-0.13327217	0.1404686	-0.060260773	0.060260773	0.14329243	35_14207	"Cluster: Alcohol dehydrogenase 1; n=139; Poaceae|Rep: Alcohol dehydrogenase 1 - Hordeum vulgare (Barley)"	UniRef90_P05336	"CHR1V7|COORD:28980403..28982110| ADH1 (ALCOHOL DEHYDROGENASE 1); alcohol dehydrogenase"	AT1G77120.1	CHR11V5|COORD:5711756..5708111|protein alcohol dehydrogenase 1, putative, expressed	LOC_Os11g10480.3	" no descriptionmoderately similar to ( 203)AT1G77120| Symbols: ADH, ATADH, ADH1 | ADH1 (ALCOHOL DEHYDROGENASE 1); alcohol dehydrogenase | chr1:28980403-28982110 FORWARDmoderately similar to ( 282)ADH1_ORYSAnot assigned AdhC AdhP ADH_N "	fermentation.ADH	5_3

CUST_39381_PI403524517	2	-0.11835003	0.66268635	0.14005375	-0.3022089	-0.3923874	0.11835098	35_11328	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_65090_PI403524517	2	0.3369794	-1.9064884	-0.13414574	0.2766428	-0.0127186775	0.012718201	35_18584	"Cluster: Hypothetical protein P0529C07.1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0529C07.1 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q5VML4	"CHR4V7|COORD:14494062..14495663| similar to Saposin B [Medicago truncatula] (GB:ABE80541.1); contains InterPro domain Saposin B; (InterPro:IPR008139)"	AT4G29520.1	CHR06V5|COORD:2591268..2588009|protein expressed protein	LOC_Os06g05740.1	"no descriptionmoderately similar to ( 259)AT4G29520| Symbols:  | similar to Saposin B [Medicago truncatula] (GB:ABE80541.1); contains InterPro domain Saposin B; (InterPro:IPR008139) | chr4:14494062-14495663 REVERSE"	not assigned.unknown	35_2

CUST_132665_PI403524517	2	0.022755623	-0.66960144	0.089533806	-0.07474136	0.15084934	-0.02275467	35_37255	"Cluster: Hypothetical protein OSJNBa0004B24.3; n=2; Oryza sativa|Rep: Hypothetical protein OSJNBa0004B24.3 - Oryza sativa (Rice)"	UniRef90_Q9AYA9	"CHR1V7|COORD:18811529..18812433| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G20510.1); similar to hypothetical protein 11 [Plantago major]"	AT1G50740.1	CHR03V5|COORD:20516312..20513407|protein expressed protein	LOC_Os03g37090.1	no description	not assigned.unknown	35_2

CUST_7671_PI403524517	2	0.14661598	0.30002594	-0.11177826	-0.015781403	-0.09193611	0.015781403	35_2135	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_104871_PI403524517	2	-0.068297386	0.33098507	-0.025788307	0.025787354	-0.6305437	0.081082344	35_29880	"Cluster: Putative blight resistance protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative blight resistance protein - Oryza sativa (japonica cultiv"	UniRef90_Q5JMJ4		0	CHR01V5|COORD:41490671..41486156|protein disease resistance protein RGA4, putative, expressed	LOC_Os01g71114.1	no description	not assigned.unknown	35_2

CUST_26737_PI399408534	2	0.06733894	-0.07386017	0.04418373	-0.04418373	0.20440388	-0.063272476	35_31617	"Cluster: Putative aspartic proteinase nepenthesin I; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative aspartic proteinase nepenthesin I - Oryza sativa"	UniRef90_Q9AWT3	CHR1V7|COORD:8959359..8960810| aspartyl protease family protein	AT1G25510.1	CHR01V5|COORD:2117183..2119168|protein aspartic proteinase nepenthesin-1 precursor, putative, expressed	LOC_Os01g04710.1	no descriptionweakly similar to ( 164)AT1G25510| Symbols:  | aspartyl protease family protein | chr1:8959359-8960810 REVERSEvery weakly similar to (50.4)ASP1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07764 TT_ORF1 Asp PRK07003 PRK12323 Pneumo_att_G Herpes_BLLF1 PRK10856 DUF1777 Protamine_P1 APC_basic PRK00708 Atrophin-1	RNA.regulation of transcription.unclassified	27_3_99

CUST_57386_PI403524517	2	0.13687992	-1.3746419	-0.11695099	0.11695099	0.15240669	-0.18347359	35_16364	"Cluster: Putative iron-sulfur cluster-binding protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative iron-sulfur cluster-binding protein - Oryza sat"	UniRef90_Q75HI6	"CHR4V7|COORD:13081030..13083162| ACD1-LIKE; electron carrier"	AT4G25650.1	CHR03V5|COORD:33588284..33592689|protein pheophorbide a oxygenase, chloroplast precursor, putative, expressed	LOC_Os03g59110.1	"no descriptionhighly similar to ( 522)AT4G25650| Symbols: ACD1-LIKE | ACD1-LIKE; electron carrier | chr4:13081030-13083162 REVERSEvery weakly similar to (81.6)CAO_ORYSAnot assigned not assigned not assigned not assigned Rieske_RO_Alpha_PaO HcaE PaO Rieske_RO_Alpha_N Rieske_RO_Alpha_Tic55 Rieske_RO_Alpha_VanA_DdmC Rieske Rieske_RO_Alpha_PhDO_like Rieske_RO_Alpha_Cao Rieske Rieske_RO_Alpha_KSH {NirD} Rieske_RO_ferredoxin"	misc. other Ferredoxins and Rieske domain	26_30

CUST_3978_PI403524517	2	-0.037644386	0.0	0.0	0.020440102	-0.096847534	0.06917763	35_1102	"Cluster: Hypothetical protein P0623A10.9-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0623A10.9-1 - Oryza sativa (japonica cultivar"	UniRef90_Q653H4	CHR1V7|COORD:27653429..27654117| protease inhibitor/seed storage/lipid transfer protein (LTP) family protein	AT1G73560.1	CHR06V5|COORD:28616449..28619323|protein lipid binding protein, putative, expressed	LOC_Os06g47200.1	no descriptionvery weakly similar to (68.6)AT1G62790| Symbols:  | protease inhibitor/seed storage/lipid transfer protein (LTP) family protein | chr1:23256034-23257146 FORWARDnot assigned not assigned AAI_LTSS	misc.protease inhibitor/seed storage/lipid transfer protein (LTP) family protein	26_21

CUST_142978_PI403524517	2	0.095728874	0.32706738	-0.20397091	0.17253208	-0.7227559	-0.095728874	35_40067	"Cluster: Os04g0403300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os04g0403300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JDH6	"CHR1V7|COORD:28566541..28568808| AMY2/ATAMY2 (ALPHA-AMYLASE-LIKE 2); alpha-amylase"	AT1G76130.1	CHR04V5|COORD:19818732..19822160|protein alpha-amylase type B isozyme precursor, putative, expressed	LOC_Os04g33040.1	" no descriptionweakly similar to ( 197)AT1G76130| Symbols: ATAMY2, AMY2 | AMY2/ATAMY2 (ALPHA-AMYLASE-LIKE 2); alpha-amylase | chr1:28566541-28568808 FORWARDweakly similar to ( 111)AMY3_WHEATAlpha-amylase AMY3 precursor - Triticum aestivum (Wheat)not assigned Alpha-amylase PRK09441 Aamy AmyA "	major CHO metabolism.degradation.starch.starch cleavage	2_2_2_1

CUST_107116_PI403524517	2	-0.17567205	-0.046914577	0.30424023	0.046914577	0.83958006	-0.14402962	35_30483	"Cluster: Hypothetical protein OSJNBa0032G08.10; n=2; Oryza sativa|Rep: Hypothetical protein OSJNBa0032G08.10 - Oryza sativa (Rice)"	UniRef90_Q94HF8	CHR5V7|COORD:7006180..7007005| senescence-associated protein-related	AT5G20700.1	CHR03V5|COORD:4359853..4358783|protein expressed protein	LOC_Os03g08520.1	no descriptionDUF581	not assigned.unknown	35_2

CUST_17593_PI403524517	2	-0.01212883	0.005262375	-0.16700792	0.13063717	0.004561901	-0.004561901	35_5084	"Cluster: Hypothetical protein P0004A09.33; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0004A09.33 - Oryza sativa (japonica cultivar-g"	UniRef90_Q94CX7	"CHR5V7|COORD:25227790..25228596| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G23710.1); similar to unknown protein [Arabidopsis thaliana]"	AT5G62770.1	CHR01V5|COORD:26008418..26009924|protein expressed protein	LOC_Os01g45250.1	"no descriptionvery weakly similar to (65.9)AT1G70420| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G23710.1); similar to Protein of unknown function DUF1645 [Medicago truncatula] (GB:ABE93113.1); contains InterPro domain Protein of unknown function DUF1645; (InterPro:IPR012442) | chr1:26543503-26544321 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF1645 PRK12323 APC_basic PRK07003 PRK12678 TT_ORF1 Herpes_BLLF1"	not assigned.unknown	35_2

CUST_55857_PI403524517	2	0.15439034	0.09219551	-0.043211937	-0.033763885	-0.078769684	0.033763885	35_15898	"Cluster: UV-damaged DNA binding protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: UV-damaged DNA binding protein - Oryza sativa (japonica cultivar-group"	UniRef90_Q9FS08	"CHR4V7|COORD:2746285..2752660| DDB1A (UV-damaged DNA-binding protein 1A); DNA binding"	AT4G05420.1	CHR05V5|COORD:29428583..29436780|protein DNA damage binding protein 1a, putative, expressed	LOC_Os05g51480.2	"no descriptionnearly identical (1113)AT4G05420| Symbols: DDB1A | DDB1A (UV-damaged DNA-binding protein 1A); DNA binding | chr4:2746285-2752660 FORWARDvery weakly similar to (90.9)CPSF1_ORYSAnot assigned not assigned not assigned CPSF_A SFT1"	stress.abiotic.light	20_2_5

CUST_158397_PI403524517	2	0.14935637	0.2769966	0.0778923	-0.26147985	-0.0778923	-0.19085932	35_44219	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_63717_PI403524517	2	-0.006969452	0.15679073	-0.09232521	-0.06375027	0.006969452	0.07788563	35_18195	"Cluster: Putative RNA-binding protein RBP37; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative RNA-binding protein RBP37 - Oryza sativa (japonica cultiv"	UniRef90_Q69UJ1	"CHR1V7|COORD:11875154..11877168| CID11; RNA binding / protein binding"	AT1G32790.1	CHR08V5|COORD:892761..886499|protein CID11, putative, expressed	LOC_Os08g02330.1	"no descriptionmoderately similar to ( 360)AT1G32790| Symbols: CID11 | CID11; RNA binding | chr1:11875008-11877168 REVERSEnot assigned not assigned not assigned RRM RRM_1 COG0724"	RNA.RNA binding	27_4

CUST_46168_PI403524517	2	-0.017043114	0.28747368	-0.00507164	-0.048467636	0.00507164	0.21492004	35_13221	"Cluster: Rac GTPase activating protein 1, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Rac GTPase activating protein 1, putative, expre"	UniRef90_Q2QXI8	0	0	CHR12V5|COORD:2712514..2707478|protein rac GTPase activating protein 1, putative, expressed	LOC_Os12g05900.2	no description	not assigned.unknown	35_2

CUST_154887_PI403524517	2	0.0033278465	-0.4380331	-0.0033283234	0.01298666	-0.1252675	0.7070794	35_43272	"Cluster: Putative pentatricopeptide repeat containing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative pentatricopeptide repeat containing pro"	UniRef90_Q8S7U7	CHR5V7|COORD:4962296..4965979| pentatricopeptide (PPR) repeat-containing protein	AT5G15280.1	CHR03V5|COORD:3669116..3673548|protein conserved hypothetical protein	LOC_Os03g07220.1	no descriptionvery weakly similar to (80.1)AT5G15280| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr5:4962296-4965979 FORWARDvery weakly similar to (50.4)RF1_ORYSA	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_18760_PI404877155	2	-0.59239674	0.030953407	0.11471939	-0.030953407	0.31004143	-0.28026295	HVSMEn0011M11r2_s_at	OSJNBa0010D21.10 [Oryza sativa (japonica cultivar-group)] ref|XP_474119.1| OSJNBa0010D21.10 [Oryza sativa (japonica cultivar-group)]	CAD41708.2	0	0	protein AP2 domain, putative	Os04g55520	NONE	RNA.regulation of transcription.AP2/EREBP, APETALA2/Ethylene-responsive element binding protein family	27_3_03

CUST_9857_PI403524517	2	-0.0073432922	-0.51386833	0.09084225	-0.06754398	0.05309677	0.0073423386	35_2778	"Cluster: Putative secretory carrier membrane protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative secretory carrier membrane protein - Oryza sativ"	UniRef90_Q60EA5	"CHR1V7|COORD:22589700..22592329| SC3 (SECRETORY CARRIER 3); carrier"	AT1G61250.1	CHR05V5|COORD:24684557..24678949|protein SC3 protein, putative, expressed	LOC_Os05g42330.1	"no descriptionmoderately similar to ( 374)AT1G61250| Symbols: SC3 | SC3 (SECRETORY CARRIER 3); carrier | chr1:22589700-22592329 FORWARDnot assigned SCAMP"	transport.misc	34_99

CUST_128907_PI403524517	2	0.108971596	0.14827728	-0.12893295	-0.07258177	-0.1906867	0.072582245	35_36227	"Cluster: P0041A24.6 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: P0041A24.6 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XTH3	CHR4V7|COORD:6284617..6287183| hydrolase, alpha/beta fold family protein	AT4G10050.1	CHR04V5|COORD:21900267..21906087|protein protein phosphatase methylesterase 1, putative, expressed	LOC_Os04g36620.3	 no descriptionvery weakly similar to (59.3)AT4G10050| Symbols:  | hydrolase, alpha/beta fold family protein | chr4:6284617-6287183 REVERSEnot assigned 	not assigned.no ontology	35_1

CUST_71409_PI403524517	2	-0.6813483	0.45624256	0.46728325	-1.2675333	-0.15800476	0.15800476	35_20458	"Cluster: Os06g0298200 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os06g0298200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DCR8	"CHR3V7|COORD:2442500..2443907| COL9 (CONSTANS-LIKE 9); zinc ion binding"	AT3G07650.3	CHR06V5|COORD:11075720..11069109|protein CCT motif family protein, expressed	LOC_Os06g19444.2	no descriptionCCT	not assigned.unknown	35_2

CUST_18040_PI404877155	2	-0.0101566315	-0.045661926	0.0043468475	-0.0043468475	0.024908066	0.25871277	HVSMEb0011B15r2_at	diacylglycerol kinase, putative [Arabidopsis thaliana] dbj|BAB10470.1| diacylglycerol kinase [Arabidopsis thaliana]	NP_201182.1	diacylglycerol kinase, putative	At5g63770.1	protein diacylglycerol kinase 1 (ec 2.7.1.107) (diglyceride kinase 1)(dgk 1) (dag kinase 1)	Os12g38780	NONE	lipid metabolism.Phospholipid synthesis	11_3

CUST_123773_PI403524517	2	-0.21890831	0.19197273	0.16379833	-0.02520752	-0.051612854	0.025208473	35_34901	"Cluster: Putative nucellin-like aspartic protease; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative nucellin-like aspartic protease - Oryza sativa (jap"	UniRef90_Q6YWQ0	CHR1V7|COORD:18154306..18156854| aspartyl protease family protein	AT1G49050.1	CHR02V5|COORD:30435596..30432013|protein aspartic proteinase Asp1 precursor, putative, expressed	LOC_Os02g49800.1	no descriptionvery weakly similar to (79.0)AT1G49050| Symbols:  | aspartyl protease family protein | chr1:18154829-18156854 FORWARD	protein.degradation.aspartate protease	29_5_4

CUST_86804_PI403524517	2	0.21184969	-0.3481264	7.171631E-4	0.0395751	-7.171631E-4	-0.12531424	35_24862	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QPI5	CHR5V7|COORD:6334946..6337945| binding	AT5G18980.1	CHR12V5|COORD:20795523..20798205|protein expressed protein	LOC_Os12g34360.1	no descriptionvery weakly similar to (61.6)AT5G18980| Symbols:  | binding | chr5:6334946-6337945 REVERSE	not assigned.unknown	35_2

CUST_139262_PI403524517	2	-0.06753063	0.070510864	-0.057071686	0.06460476	-0.032933235	0.03293228	35_39059	"Cluster: Os10g0123200 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os10g0123200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IZ82	CHR4V7|COORD:7758606..7760888| leucine-rich repeat family protein / extensin family protein	AT4G13340.1	CHR05V5|COORD:14791792..14788275|protein F-box domain containing protein, expressed	LOC_Os05g25580.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Drf_FH1 PRK12323 PRK07003 Tymo_45kd_70kd PRK07764	not assigned.unknown	35_2

CUST_4946_PI403524517	2	0.0026607513	0.13494396	-0.0026607513	-0.047276497	-0.030999184	0.0887146	35_1364	Rep: F21O3.8 protein - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q9SRS9	"CHR3V7|COORD:2358329..2360307| ATCHIP/CHIP (CARBOXYL TERMINUS OF HSC70-INTERACTING PROTEIN); ubiquitin-protein ligase"	AT3G07370.1	CHR05V5|COORD:244487..241767|protein STIP1 homology and U box-containing protein 1, putative, expressed	LOC_Os05g01460.1	" no descriptionmoderately similar to ( 294)AT3G07370| Symbols: ATCHIP, CHIP | ATCHIP/CHIP (CARBOXYL TERMINUS OF HSC70-INTERACTING PROTEIN); ubiquitin-protein ligase | chr3:2358329-2360307 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned U-box Ubox TPR UFD2 "	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_14156_PI403524517	2	-0.06328964	0.57168293	0.059820175	-0.16753483	0.027109146	-0.0271101	35_4061	"Cluster: Putative ariadne; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ariadne - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ZIV0	CHR1V7|COORD:24304828..24309822| zinc finger protein-related	AT1G65430.1	CHR08V5|COORD:26914526..26922798|protein protein ariadne-1, putative, expressed	LOC_Os08g42740.7	no descriptionmoderately similar to ( 434)AT1G65430| Symbols:  | zinc finger protein-related | chr1:24304828-24309822 REVERSEnot assigned not assigned not assigned not assigned	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_3739_PI403524517	2	-0.21059513	-0.09885359	0.9771061	0.42567015	-0.23154116	0.09885311	35_1024	"Cluster: Heavy metal-associated domain containing protein, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Heavy metal-associated domain"	UniRef90_Q7XE25	CHR5V7|COORD:832399..834300| heavy-metal-associated domain-containing protein	AT5G03380.1	CHR10V5|COORD:15497651..15499433|protein metal ion binding protein, putative, expressed	LOC_Os10g30450.1	no descriptionvery weakly similar to (90.1)AT5G60800| Symbols:  | heavy-metal-associated domain-containing protein | chr5:24478342-24479690 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12678 infB HMA HMA PRK12323 BASP1 PRK07003 Gag_spuma	metal handling.binding, chelation and storage	15_2

CUST_864_PI404877155	2	0.06154728	-0.5192566	0.0039787292	0.044677734	-0.042533875	-0.0039777756	Contig10838_at	putative threonine synthase [Oryza sativa (japonica cultivar-group)] dbj|BAC10696.1| threonine synthase-like [Oryza sativa (japonica cultiva	NP_917055.1	threonine synthase, chloroplast	At4g29840.2	protein threonine synthase, putative	Os05g47640	threonine synthase, putative, strong similarity to SP:Q9S7B5 Threonine synthase, chloroplast precursor (EC 4.2.3.1) (TS) {Arabidopsis thaliana}	amino acid metabolism.synthesis.aspartate family.threonine	13_1_3_2

CUST_12623_PI403524517	2	0.0014600754	-0.19323444	-0.0014591217	-0.03419113	0.072981834	0.016090393	35_3608	"Cluster: OSJNBa0020I02.8 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0020I02.8 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XVZ2	CHR5V7|COORD:20880820..20884397| binding	AT5G51340.1	CHR04V5|COORD:16348739..16355292|protein expressed protein	LOC_Os04g28010.1	no descriptionhighly similar to ( 554)AT5G51340| Symbols:  | binding | chr5:20880820-20884397 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12678 APC_basic PRK12323 Atrophin-1	not assigned.unknown	35_2

CUST_8165_PI403524517	2	0.0058965683	0.5848751	-0.066334724	0.088243484	-0.19200325	-0.0058956146	35_2280	Rep: Glutamate dehydrogenase - Zea mays (Maize)	UniRef90_Q43260	"CHR5V7|COORD:6006174..6008250| GDH1 (GLUTAMATE DEHYDROGENASE 1); oxidoreductase"	AT5G18170.1	CHR03V5|COORD:32982269..32976975|protein glutamate dehydrogenase, putative, expressed	LOC_Os03g58040.3	"no descriptionhighly similar to ( 729)AT5G18170| Symbols: GDH1 | GDH1 (GLUTAMATE DEHYDROGENASE 1); oxidoreductase | chr5:6006174-6008250 FORWARDhighly similar to ( 786)DHE3_MAIZEGlutamate dehydrogenase - Zea mays (Maize)not assigned GdhA ELFV_dehydrog PRK09414 ELFV_dehydrog_N PRK06270"	N-metabolism.N-degradation.glutamate dehydrogenase	12_3_1

CUST_37216_PI403524517	2	0.18668985	-0.077540874	-0.15633106	0.07754135	0.21109533	-0.18726254	35_10724	Rep: Polyketide synthase - Streptomyces atroolivaceus	UniRef90_Q8GGP2	CHR1V7|COORD:6978101..6985306| family II extracellular lipase, putative	AT1G20130.1	CHR01V5|COORD:330491..329469|protein expressed protein	LOC_Os01g01680.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 Tymo_45kd_70kd PRK07764 PRK05648 PRK07003 Transformer	not assigned.unknown	35_2

CUST_66153_PI403524517	2	0.0041265488	0.17421341	-0.0988369	0.16673088	-0.12648869	-0.0041275024	35_18893	"Cluster: Hypothetical protein OSJNBb0014K18.6; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0014K18.6 - Oryza sativa (japonica cu"	UniRef90_Q6I575	"CHR1V7|COORD:3568344..3570467| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G23330.1); similar to Os05g0408300 [Oryza sativa (japonica"	AT1G10740.1	CHR05V5|COORD:19855093..19851468|protein lipase, putative, expressed	LOC_Os05g33820.1	"no descriptionhighly similar to ( 623)AT1G10740| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G23330.1); similar to Os05g0408300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001055523.1); similar to Lipase precursor (Triacylglycerol lipase) [Contains: Lipase 86 kDa form; Lipase 46 kDa form] (GB:P04635); contains domain no description (G3D.3.40.50.1820); contains domain alpha/beta-Hydrolases (SSF53474) | chr1:3568613-3570467 REVERSE"	not assigned.unknown	35_2

CUST_19684_PI399408534	2	0.14441109	-0.12821388	0.03594303	-0.063794136	0.18965435	-0.03594303	35_14993	Rep: Auxin response factor 2 - Oryza sativa (Rice)	UniRef90_Q8S982	CHR5|COORD:24927608..24932431| transcriptional factor B3 family protein / auxin-responsive factor, putative (ARF1), contains Pfam profile: PF02362 B3 DNA bindin	AT5G62000.3	CHR01V5|COORD:41022491..41027847|protein auxin response factor 2, putative, expressed	LOC_Os01g70270.3	 no descriptionhighly similar to ( 763)AT5G62000| Symbols: ARF1-BP, ARF2 | ARF2 (AUXIN RESPONSE FACTOR 2) | chr5:24928085-24931906 FORWARDvery weakly similar to (72.0)IAA2_ORYSAnot assigned not assigned Auxin_resp B3 AUX_IAA Tymo_45kd_70kd 	RNA.regulation of transcription.ARF, Auxin Response Factor family	27_3_4

CUST_187_PI403524517	2	-0.0067653656	-0.30981064	-0.034057617	0.09021568	0.0076141357	0.006767273	35_49	"Cluster: Glyceraldehyde-3-phosphate dehydrogenase, cytosolic 3; n=11; commelinids|Rep: Glyceraldehyde-3-phosphate dehydrogenase, cytosolic 3 -"	UniRef90_Q43247	"CHR3V7|COORD:1081084..1083138| GAPC (GLYCERALDEHYDE-3-PHOSPHATE DEHYDROGENASE C SUBUNIT); glyceraldehyde-3-phosphate dehydrogenase"	AT3G04120.1	CHR04V5|COORD:24086354..24090074|protein glyceraldehyde-3-phosphate dehydrogenase, cytosolic 3, putative, expressed	LOC_Os04g40950.1	" no descriptionhighly similar to ( 551)AT3G04120| Symbols: GAPC-1, GAPC | GAPC (GLYCERALDEHYDE-3-PHOSPHATE DEHYDROGENASE C SUBUNIT); glyceraldehyde-3-phosphate dehydrogenase | chr3:1081084-1083138 FORWARDhighly similar to ( 593)G3PE_MAIZEGlyceraldehyde-3-phosphate dehydrogenase, cytosolic 3 - Zea mays (Maize)not assigned GapA PRK07729 PRK07403 PRK08955 Gp_dh_C PRK08289 Gp_dh_N PRK04207 Asd "	glycolysis.glyceraldehyde 3-phosphate dehydrogenase	4_9

CUST_102455_PI403524517	2	0.16333103	0.016631126	0.0026655197	-0.23248291	-0.002664566	-0.29132557	35_29227	Rep: Enolase 2 - Zea mays (Maize)	UniRef90_P42895	"CHR2V7|COORD:15328160..15330865| LOS2 (Low expression of osmotically responsive genes 1); phosphopyruvate hydratase"	AT2G36530.1	CHR10V5|COORD:4410384..4405764|protein enolase, putative, expressed	LOC_Os10g08550.4	"no descriptionmoderately similar to ( 296)AT2G36530| Symbols: LOS2 | LOS2 (Low expression of osmotically responsive genes 1); phosphopyruvate hydratase | chr2:15328160-15330865 REVERSEmoderately similar to ( 335)ENO_ORYSAnot assigned enolase eno Eno Enolase_N PRK08350 Enolase_C"	glycolysis.enolase	4_12

CUST_40526_PI403524517	2	-0.0017385483	0.8768959	0.050160408	-0.19945431	-0.28918743	0.0017385483	35_11655	"Cluster: Putative ABC transporter; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ABC transporter - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6H8C3	"CHR5V7|COORD:24811090..24815170| ATATH16 (ABC2 homolog 16); ATPase, coupled to transmembrane movement of substances"	AT5G61700.1	CHR02V5|COORD:6197353..6204374|protein ATATH5, putative	LOC_Os02g11960.1	" no descriptionweakly similar to ( 133)AT5G61700| Symbols: ATATH16 | ATATH16 (ABC2 homolog 16); ATPase, coupled to transmembrane movement of substances | chr5:24811090-24815170 FORWARDnot assigned not assigned "	transport.ABC transporters and multidrug resistance systems	34_16

CUST_133768_PI403524517	2	-0.30010128	0.1687994	-0.024237633	0.024237156	-0.22773123	0.53009605	35_37548	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_118084_PI403524517	2	0.15367031	0.14315987	-0.14315987	-0.21670485	-0.26407146	0.18475723	35_33443	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_39094_PI403524517	2	0.019369602	0.11801338	-0.019369125	-0.18300867	-0.11018276	0.03002739	35_11246	"Cluster: Putative glucosyltransferase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative glucosyltransferase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ZGZ7	CHR2V7|COORD:18428171..18429902| ALG6, ALG8 glycosyltransferase family protein	AT2G44660.1	CHR02V5|COORD:28227792..28231342|protein dolichyl pyrophosphate Glc1Man9GlcNAc2 alpha-1,3-glucosyltransferase, putative, expressed	LOC_Os02g46320.1	 no descriptionweakly similar to ( 125)AT2G44660| Symbols:  | ALG6, ALG8 glycosyltransferase family protein | chr2:18428171-18429902 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Alg6_Alg8 Tymo_45kd_70kd PRK07764 PRK12678 Drf_FH1 Atrophin-1 HPC2 DUF566 PRK12323 Pneumo_att_G Herpes_BLLF1 	misc.UDP glucosyl and glucoronyl transferases	26_2

CUST_120890_PI403524517	2	0.4817915	0.5624304	-0.17634583	-0.20006847	-0.27722454	0.17634583	35_34160	"Cluster: Kinesin motor protein 1-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Kinesin motor protein 1-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6YZ52	CHR3V7|COORD:3827022..3834152| kinesin motor protein-related	AT3G12020.1	CHR02V5|COORD:32734631..32725320|protein ATP binding protein, putative, expressed	LOC_Os02g53520.1	no descriptionvery weakly similar to (55.1)AT3G12020| Symbols:  | kinesin motor protein-related | chr3:3827022-3834152 FORWARD	cell.organisation	31_1

CUST_81124_PI403524517	2	-0.04746437	0.35510826	-0.10839367	0.04746437	-0.08917618	0.047847748	35_23269	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_170913_PI403524517	2	-0.24313259	-0.16763687	0.7157812	0.16763592	0.44692993	-0.5521698	35_47606	"Cluster: Putative pollen specific protein SF21; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative pollen specific protein SF21 - Oryza sativa (japonica"	UniRef90_Q5SNH3	CHR5V7|COORD:22975212..22977832| Ndr family protein	AT5G56750.1	CHR01V5|COORD:4981945..4978944|protein pollen-specific protein SF21, putative, expressed	LOC_Os01g09670.1	no descriptionweakly similar to ( 108)AT5G56750| Symbols:  | Ndr family protein | chr5:22975212-22977832 FORWARDvery weakly similar to (88.6)SF21_HELANPollen-specific protein SF21 - Helianthus annuus (Common sunflower)not assigned Ndr	not assigned.no ontology	35_1

CUST_63038_PI403524517	2	0.010383606	0.016644478	-0.010382652	0.011821747	-0.015685081	-0.14364338	35_17982	"Cluster: Putative ribosomal protein L29; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ribosomal protein L29 - Oryza sativa (japonica cultivar-group"	UniRef90_Q6Z6A0	CHR5V7|COORD:26078527..26079732| ribosomal protein L29 family protein	AT5G65220.1	CHR02V5|COORD:31713852..31716630|protein 50S ribosomal protein L29, chloroplast precursor, putative, expressed	LOC_Os02g51790.1	 no descriptionweakly similar to ( 141)AT5G65220| Symbols:  | ribosomal protein L29 family protein | chr5:26078527-26079732 FORWARDweakly similar to ( 188)RK29_MAIZE50S ribosomal protein L29, chloroplast precursor - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned Ribosomal_L29 RpmC PRK00306 PRK07764 rpmC 	protein.synthesis.mito/plastid ribosomal protein.plastid	29_2_1_1

CUST_79405_PI403524517	2	-0.09358215	-0.26469517	0.54001236	0.09358215	0.4375944	-0.21506119	35_22777	"Cluster: Os07g0551500 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0551500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D5L5	"CHR4V7|COORD:17910090..17913635| ATCSLD4 (Cellulose synthase-like D4); cellulose synthase/ transferase, transferring glycosyl groups"	AT4G38190.1	"CHR07V5|COORD:21906799..21899811|protein CSLF9 - cellulose synthase-like family F; beta1,3;1,4 glucan synthase, expressed"	LOC_Os07g36610.1	no descriptionCellulose_synt	not assigned.unknown	35_2

CUST_178306_PI403524517	2	-0.6254959	-0.6345873	-0.98877144	0.7386751	0.62549496	0.6832533	35_49587	"Cluster: ATPases involved in chromosome partitioning-like; n=1; Frankia sp. CcI3|Rep: ATPases involved in chromosome partitioning-like - Frankia sp."	UniRef90_Q2J851	CHR2V7|COORD:6406761..6407291| AGP9 (ARABINOGALACTAN PROTEIN 9)	AT2G14890.2	CHR04V5|COORD:702030..697336|protein E2F-related protein, putative, expressed	LOC_Os04g02140.1	no description	not assigned.unknown	35_2

CUST_19684_PI404877155	2	0.1526804	0.012515068	-0.026945114	-0.07445812	0.074998856	-0.012515068	S0001100024A03F1_x_at	polyadenylate-binding protein family protein / PABP family protein [Arabidopsis thaliana]	NP_196597.1	polyadenylate-binding protein family protein / PABP family protein	At5g10350.1	protein RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain), putative	Os06g11620	RNA recognition motif (RRM)-containing protein/poly(A)-binding protein II-like	RNA.processing	27_1

CUST_33296_PI403524517	2	0.25454426	-0.32478333	-0.038567066	-0.043893337	0.038567066	2.8335967	35_9600	0	0	0	0	CHR02V5|COORD:9446490..9448845|protein OsWRKY39v2 - Superfamily of rice TFs having WRKY and zinc finger domains, expressed	LOC_Os02g16540.2	no description	not assigned.unknown	35_2

CUST_180249_PI403524517	2	0.07949448	0.3843441	-0.07949495	-0.13286257	-0.7241173	0.317914	35_50129	"Cluster: Prolyl oligopeptidase family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Prolyl oligopeptidase family protein, expressed - Ory"	UniRef90_Q338C1	CHR4V7|COORD:8362582..8366521| acylaminoacyl-peptidase-related	AT4G14570.1	CHR10V5|COORD:14203446..14213827|protein acylamino-acid-releasing enzyme, putative, expressed	LOC_Os10g28020.4	no descriptionvery weakly similar to (90.1)AT4G14570| Symbols:  | acylaminoacyl-peptidase-related | chr4:8362582-8366521 FORWARD	protein.degradation	29_5

CUST_93077_PI403524517	2	-0.81527615	0.72417927	0.19482517	0.50105286	-0.19482517	-0.654582	35_26613	"Cluster: Protease inhibitor/seed storage/LTP family protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Protease inhibitor/seed storage/LTP family protein"	UniRef90_Q7G4M5	CHR1V7|COORD:22496859..22500684| proline-rich family protein	AT1G61080.1	CHR10V5|COORD:6072434..6069281|protein protease inhibitor/seed storage/LTP family protein	LOC_Os10g11370.1	no descriptionFAP	not assigned.unknown	35_2

CUST_84422_PI403524517	2	0.037961006	0.22131443	-0.03796053	0.16467857	-0.39286327	-0.16171932	35_24190	"Cluster: Peptide transporter PTR2, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Peptide transporter PTR2, putative, expressed - Oryza s"	UniRef90_Q10PG3	"CHR2V7|COORD:487541..489706| ATPTR2-B (NITRATE TRANSPORTER 1); transporter"	AT2G02040.1	CHR03V5|COORD:7122633..7118187|protein peptide transporter PTR2, putative, expressed	LOC_Os03g13240.2	" no descriptionweakly similar to ( 199)AT2G02040| Symbols: PTR2-B, NTR1, ATPTR2-B | ATPTR2-B (NITRATE TRANSPORTER 1); transporter | chr2:487541-489706 FORWARDnot assigned PTR2 "	transport.peptides and oligopeptides	34_13

CUST_71776_PI403524517	2	-0.0045518875	1.0057125	0.20027351	-0.09376907	0.0045518875	-0.02197361	35_20576	"Cluster: Erythroid differentiation-related factor 1-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Erythroid differentiation-related factor 1-li"	UniRef90_Q5N730	CHR1V7|COORD:13192721..13197262| binding	AT1G35660.1	CHR01V5|COORD:38224296..38217479|protein expressed protein	LOC_Os01g65320.1	no descriptionmoderately similar to ( 306)AT1G35660| Symbols:  | binding | chr1:13192721-13197262 FORWARD	not assigned.unknown	35_2

CUST_17999_PI403524517	2	-0.06423378	0.079128265	0.016230583	-0.054092407	0.0018625259	-0.0018634796	35_5198	"Cluster: Putative beta-amylase PCT-BMYI; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative beta-amylase PCT-BMYI - Oryza sativa (japonica cultivar-group"	UniRef90_Q5NB81	"CHR3V7|COORD:8641729..8644206| BMY7/TR-BAMY (beta-amylase 7); beta-amylase"	AT3G23920.1	CHR01V5|COORD:7579302..7574893|protein beta-amylase, putative, expressed	LOC_Os01g13550.1	" no descriptionmoderately similar to ( 416)AT4G17090| Symbols: BMY8, BAM3, CT-BMY | CT-BMY (BETA-AMYLASE 8); beta-amylase | chr4:9605282-9607266 REVERSEmoderately similar to ( 320)AMYB_HORVUBeta-amylase - Hordeum vulgare (Barley)Glyco_hydro_14 "	major CHO metabolism.degradation.starch.starch cleavage	2_2_2_1

CUST_12202_PI404877155	2	-0.054424286	-0.028116226	0.028115273	0.14583492	-0.093055725	0.07280064	Contig5922_at	putative thiolase [Oryza sativa (japonica cultivar-group)] gb|AAP54100.1| putative thiolase [Oryza sativa (japonica cultivar-group)] gb|AAK5	NP_921813.1	acetyl-CoA C-acyltransferase, putative / 3-ketoacyl-CoA thiolase, putative	At2g33150.1	protein putative thiolase	Os10g31950	putative thiolase	lipid metabolism.lipid degradation.beta-oxidation	11_9_4_05

CUST_25559_PI403524517	2	0.18324661	-0.2647419	0.04325962	-0.12685776	-0.043260574	0.17293167	35_7406	"Cluster: Phosphoglycerate kinase, cytosolic; n=11; Poaceae|Rep: Phosphoglycerate kinase, cytosolic - Triticum aestivum (Wheat)"	UniRef90_P12783	"CHR3V7|COORD:4061134..4063147| PGK1 (PHOSPHOGLYCERATE KINASE 1); phosphoglycerate kinase"	AT3G12780.1	CHR02V5|COORD:3727491..3731345|protein phosphoglycerate kinase, cytosolic, putative, expressed	LOC_Os02g07260.3	" no descriptionweakly similar to ( 141)AT3G12780| Symbols: PGK1 | PGK1 (PHOSPHOGLYCERATE KINASE 1); phosphoglycerate kinase | chr3:4061134-4063147 REVERSEweakly similar to ( 148)PGKY_WHEATPhosphoglycerate kinase, cytosolic - Triticum aestivum (Wheat)not assigned pgk Pgk Phosphoglycerate_kinase PGK ARM "	PS.calvin cyle.phosphoglycerate kinase	1_3_3

CUST_24357_PI399408534	2	0.43116665	0.3438983	-0.07039976	0.042328358	-0.22881842	-0.042328358	35_17421	Rep: At1g28060/F13K9_16 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q8H0S1	CHR1V7|COORD:9779154..9782473| small nuclear ribonucleoprotein family protein / snRNP family protein	AT1G28060.1	CHR09V5|COORD:3752652..3750007|protein PRP3 pre-mRNA processing factor 3, putative, expressed	LOC_Os09g07500.1	no descriptionvery weakly similar to (83.2)AT1G28060| Symbols:  | small nuclear ribonucleoprotein family protein / snRNP family protein | chr1:9779154-9782473 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12678 DUF1777 PRK12323 AF-4 PRK09169 CDC27	RNA.processing	27_1

CUST_6729_PI404877155	2	0.12994862	0.07623482	-0.6162367	-0.13271904	-0.014556885	0.014555931	Contig19947_at	OSJNBa0018M05.15 [Oryza sativa (japonica cultivar-group)] ref|XP_474328.1| OSJNBa0018M05.15 [Oryza sativa (japonica cultivar-group)]	CAE03240.2	AMP-binding protein, putative	At5g16370.1	protein AMP-binding enzyme, putative	Os04g57850	"AMP-binding protein, putative, similar to AMP-binding protein GI:1903034 from (Brassica napus); contains Pfam AMP-binding domain PF00501; identical to cDNA adenosine monophosphate binding protein 5 AMPBP5 (AMPBP5) GI:20799718"	lipid metabolism.FA synthesis and FA elongation.acyl coa ligase	11_1_08

CUST_4081_PI403524517	2	-0.012103081	-0.33917427	-0.040527344	0.030197144	0.05798626	0.012102127	35_1129	"Cluster: Beta 2 subunit of 20S proteasome; n=1; Oryza sativa (japonica cultivar-group)|Rep: Beta 2 subunit of 20S proteasome - Oryza sativa (japonica cultivar-g"	UniRef90_Q9LST8	CHR5|COORD:16265537..16268093| 20S proteasome beta subunit B (PBB2) (PRCFC), identical to 20S proteasome beta subunit PBB2 (Arabidopsis thaliana) GI:3421104,	AT5G40580.2	CHR05V5|COORD:5313077..5316256|protein proteasome subunit beta type 7-A precursor, putative, expressed	LOC_Os05g09490.2	"no descriptionmoderately similar to ( 437)AT5G40580| Symbols: PBB2 | PBB2 (20S proteasome beta subunit B 2); peptidase | chr5:16265739-16267679 REVERSEweakly similar to ( 109)PSB6_TOBACProteasome subunit beta type-6 precursor - Nicotiana tabacum (Common tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned proteasome_beta_type_7 proteasome_beta proteasome_protease_HslV PRE1 Proteasome proteasome_beta_type_6 proteasome_beta_archeal Ntn_hydrolase proteasome_beta_type_5 PRK03996 proteasome_alpha_archeal proteasome_beta_type_4 proteasome_beta_type_2 proteasome_alpha proteasome_alpha_type_5 proteasome_beta_type_1 proteasome_beta_type_3 proteasome_alpha_type_2 proteasome_alpha_type_4 proteasome_alpha_type_3 proteasome_alpha_type_7"	protein.degradation.ubiquitin.proteasom	29_5_11_20

CUST_83750_PI403524517	2	0.043167114	0.0941	-0.13896465	-0.117767334	-0.043168068	0.061385155	35_24007	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2R179	"CHR5V7|COORD:17841103..17842847| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G15695.1); similar to expressed protein [Oryza sativa (japonica"	AT5G44250.1	CHR11V5|COORD:23391080..23394815|protein expressed protein	LOC_Os11g40070.1	" no descriptionmoderately similar to ( 342)AT5G44250| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G15695.1); similar to Protein of unknown function DUF829, eukaryotic [Medicago truncatula] (GB:ABE83368.1); contains InterPro domain Protein of unknown function DUF829, eukaryotic; (InterPro:IPR008547) | chr5:17841103-17842380 REVERSEnot assigned DUF829 "	not assigned.unknown	35_2

CUST_36215_PI403524517	2	0.3218155	0.17871284	-0.16935062	-0.16540909	-0.07368183	0.07368088	35_10441	"Cluster: Putative drought-induced protein DI; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative drought-induced protein DI - Oryza sativa (japonica cult"	UniRef90_Q5JME8	CHR1V7|COORD:21077031..21078390| ATDI19 (Arabidopsis thaliana drought-induced 19)	AT1G56280.1	CHR05V5|COORD:424405..427310|protein fb2, putative, expressed	LOC_Os05g01730.2	no descriptionvery weakly similar to (57.0)AT1G56280| Symbols: ATDI19 | ATDI19 (Arabidopsis thaliana drought-induced 19) | chr1:21077031-21078390 REVERSEDi19	stress.abiotic.drought/salt	20_2_3

CUST_55711_PI403524517	2	-0.048516273	0.40148258	0.06997967	-0.16205502	0.04851532	-0.17329502	35_15857	"Cluster: Putative NTGP4; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative NTGP4 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6YVY1	CHR1V7|COORD:12349870..12350940| GTP binding	AT1G33970.3	CHR02V5|COORD:21076774..21082545|protein protein AIG1, putative, expressed	LOC_Os02g35130.2	no descriptionweakly similar to ( 124)AT1G33970| Symbols:  | GTP binding | chr1:12349594-12350940 REVERSEAIG1 AIG1 Toc34_like	stress.biotic	20_1

CUST_130942_PI403524517	2	-0.01602745	0.7446327	0.5096607	-0.40854454	-0.23624802	0.016025543	35_36776	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_6347_PI403524517	2	-4.043579E-4	-0.046834946	0.018303871	4.0531158E-4	-0.11932659	0.12240791	35_1758	"Cluster: Beta-D-glucan exohydrolase isoenzyme ExoI; n=3; Hordeum vulgare|Rep: Beta-D-glucan exohydrolase isoenzyme ExoI - Hordeum vulgare var. distichum (Two-ro"	UniRef90_Q9XEI3	CHR5|COORD:7107378..7111311| glycosyl hydrolase family 3 protein, beta-D-glucan exohydrolase, Nicotiana tabacum, EMBL:AB017502	AT5G20950.2	CHR03V5|COORD:30833458..30838449|protein periplasmic beta-glucosidase precursor, putative, expressed	LOC_Os03g53860.1	no descriptionhighly similar to ( 843)AT5G20950| Symbols:  | glycosyl hydrolase family 3 protein | chr5:7107611-7110777 REVERSEvery weakly similar to (51.2)XYNB_PRUPEPutative beta-D-xylosidase - Prunus persica (Peach)not assigned not assigned not assigned not assigned not assigned not assigned BglX Glyco_hydro_3 Glyco_hydro_3_C Herpes_BLLF1 PRK12678 PRK07003 PRK12323 PRK07764 APC_basic	cell wall.degradation.cellulases and beta -1,4-glucanases	10_6_1

CUST_7395_PI399408534	2	0.1898632	-1.4846845	-0.47625065	0.47724342	0.4106331	-0.1898632	35_25660	"Cluster: Cytokinin dehydrogenase 7; n=1; Arabidopsis thaliana|Rep: Cytokinin dehydrogenase 7 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9FUJ1	"CHR5V7|COORD:7226845..7230055| CKX7 (CYTOKININ OXIDASE 7); oxidoreductase"	AT5G21482.1	CHR08V5|COORD:22486890..22483942|protein cytokinin dehydrogenase 7, putative, expressed	LOC_Os08g35860.1	" no descriptionmoderately similar to ( 215)AT5G21482| Symbols: ATCKX5, CKX7 | CKX7 (CYTOKININ OXIDASE 7); oxidoreductase | chr5:7226845-7230055 FORWARDweakly similar to ( 138)CKX1_MAIZECytokinin dehydrogenase 1 precursor - Zea mays (Maize)not assigned not assigned not assigned not assigned Cytokin-bind PRK12323 "	hormone metabolism.cytokinin.synthesis-degradation	17_4_1

CUST_102350_PI403524517	2	-0.017237663	0.18373394	-0.034122467	-0.047387123	0.0762825	0.017237663	35_29198	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_150601_PI403524517	2	-0.2600932	0.31331062	-0.19059181	0.19059181	-0.22028923	0.5184393	35_42129	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_120820_PI403524517	2	-1.1099548	-1.5451341	1.3369436	0.16896915	0.64528656	-0.16896915	35_34143	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_55000_PI403524517	2	0.008589745	0.03225231	-0.008590698	0.024988174	-0.12227154	-0.026970863	35_15655	"Cluster: Putative BRI1-KD interacting protein 128; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative BRI1-KD interacting protein 128 - Oryza sativa (jap"	UniRef90_Q5VRC9	"CHR4V7|COORD:15728382..15729903| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G25670.2); similar to Os01g0179300 [Oryza sativa (japonica"	AT4G32610.1	CHR01V5|COORD:4120222..4123181|protein early fruit mRNA, putative, expressed	LOC_Os01g08410.1	no descriptionnot assigned Dehydrin SDA1 Caldesmon	not assigned.unknown	35_2

CUST_5007_PI399408534	2	0.2467041	0.006304741	-0.06611252	-0.031534195	0.046700478	-0.0063056946	35_21351	"Cluster: DNA binding protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: DNA binding protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q84ZN5	CHR3V7|COORD:21312600..21313901| remorin family protein	AT3G57540.1	CHR07V5|COORD:5863036..5864374|protein remorin, putative, expressed	LOC_Os07g10780.1	no descriptionweakly similar to ( 112)AT3G57540| Symbols:  | remorin family protein | chr3:21312600-21313901 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Remorin_C PRK12323 PRK07764 PRK07003 Extensin_2 Drf_FH1 TT_ORF1 Atrophin-1 PRK12678 Tymo_45kd_70kd DUF1421 Protamine_P1 PRK05648 AF-4 FAP DUF1777 PRK08853 COG5373 PRK06958 Herpes_UL56 Gag_spuma	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_13455_PI404877155	2	-0.06308937	0.4775343	-0.0767746	0.06308842	-0.12289333	0.13927937	Contig7184_at	OSJNBb0022F23.4 [Oryza sativa (japonica cultivar-group)] ref|XP_472836.1| OSJNBb0022F23.4 [Oryza sativa (japonica cultivar-group)]	CAE02867.2	glycerophosphoryl diester phosphodiesterase family protein	At5g55480.1	protein Glycerophosphoryl diester phosphodiesterase family, putative	Os02g37590	gi|32488004|emb|CAE02867.1| OSJNBb0022F23.4	lipid metabolism.lipid degradation.lysophospholipases	11_9_3

CUST_16951_PI404877155	2	-0.16038609	-0.09319115	0.6878872	0.45182037	-0.036413193	0.036414146	HP01H17w_at	putative AP2-domain transcriptional regulator [Oryza sativa (japonica cultivar-group)]	NP_921100.1	0	0	protein AP2 domain, putative	Os06g11860	NONE	RNA.regulation of transcription.AP2/EREBP, APETALA2/Ethylene-responsive element binding protein family	27_3_03

CUST_10992_PI404877155	2	-0.09457111	-0.8408241	0.27075195	0.09457111	0.15321064	-0.120022774	Contig4728_at	putative plastidic ATP/ADP-transporter [Oryza sativa (japonica cultivar-group)]	NP_917219.1	chloroplast ADP, ATP carrier protein 1 / ADP, ATP translocase 1 / adenine nucleotide translocase 1 (AATP1)	At1g80300.1	protein ADP/ATP carrier protein family, putative	Os01g45910	putative plastidic ATP/ADP-transporter	transport.misc	34_99

CUST_46600_PI403524517	2	0.26551437	0.96884966	0.053176403	-0.076610565	-0.5276494	-0.053176403	35_13345	Rep: H0723C07.13 protein - Oryza sativa (Rice)	UniRef90_Q259N0	CHR2V7|COORD:7692860..7696360| protein kinase family protein	AT2G17700.1	CHR04V5|COORD:34879643..34872938|protein ATP binding protein, putative, expressed	LOC_Os04g59000.1	no descriptionweakly similar to ( 159)AT2G17700| Symbols:  | protein kinase family protein | chr2:7692860-7696360 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned ACT_TyrKc Pkinase_Tyr TyrKc PTKc Pkinase S_TKc ACT_UUR-like_1 S_TKc PTKc_FAK PTKc_Fes_like PTKc_Src_like PTKc_Ack_like ACT_UUR-ACR-like	protein.postranslational modification	29_4

CUST_23841_PI403524517	2	-0.06640816	-0.13472843	0.41702652	0.18583298	0.06640816	-0.21287632	35_6930	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QN39	"CHR2V7|COORD:6393482..6394357| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G33890.2); similar to hypothetical protein MA4_8L21.20 [Musa"	AT2G14850.1	CHR12V5|COORD:24011648..24013572|protein expressed protein	LOC_Os12g39090.2	"no descriptionvery weakly similar to (89.7)AT2G14850| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G33890.2); similar to hypothetical protein MA4_8L21.20 [Musa acuminata] (GB:ABF70007.1) | chr2:6393482-6394357 FORWARD"	not assigned.unknown	35_2

CUST_36737_PI403524517	2	0.17947578	-0.12922192	0.081225395	-0.0015106201	-0.08656025	0.0015096664	35_10589	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_12846_PI403524517	2	0.32632113	-0.13099623	0.21769047	-0.1053772	-0.27364063	0.1053772	35_3672	"Cluster: Retrotransposon protein, putative, unclassified, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Retrotransposon protein, putative, unclass"	UniRef90_Q2QSF9	CHR4V7|COORD:7758606..7760888| leucine-rich repeat family protein / extensin family protein	AT4G13340.1	CHR12V5|COORD:13827130..13813000|protein sec23/Sec24 trunk domain containing protein, expressed	LOC_Os12g24250.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Drf_FH1 Extensin_2 PRK12323 Atrophin-1 DUF1421 PRK07764 Gag_spuma PRK05648 FAP PRK07003 DUF605 Totivirus_coat GRASP55_65 Cytadhesin_P30 PRK08853 Tymo_45kd_70kd tatB PRK12678	not assigned.unknown	35_2

CUST_71387_PI403524517	2	-0.09084797	0.19423866	0.13818741	-0.011885643	-0.14873886	0.011884689	35_20451	"Cluster: Hypothetical protein P0700D12.112-1; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0700D12.112-1 - Oryza sativa (japonica"	UniRef90_Q7EZA5	CHR3V7|COORD:5947150..5948772| catalytic	AT3G17365.1	CHR08V5|COORD:25557771..25554777|protein methylase, putative, expressed	LOC_Os08g40580.1	no descriptionmoderately similar to ( 273)AT3G17365| Symbols:  | catalytic | chr3:5947150-5948772 REVERSEnot assigned not assigned Methyltransf_11	not assigned.no ontology	35_1

CUST_18510_PI404877155	2	0.05236149	0.6406765	-0.052360535	-0.059969902	-0.305686	0.43779182	HVSMEk0005A09r2_at	RNA-directed RNA polymerase (EC 2.7.7.48) - tomato emb|CAA71421.1| RNA-directed RNA polymerase [Lycopersicon esculentum]	T30819	RNA-dependent RNA polymerase, putative	At1g14790.1	protein Similar to RNA-directed RNA polymerase	Os02g50330	"ATRDRP1;RNA-DEPENDENT RNA POLYMERASE 1;RNA-dependent RNA polymerase, putative, similar to RNA-directed RNA polymerase GB:CAA09697 GI:4138282 (Nicotiana tabacum)"	RNA.transcription	27_2

CUST_88851_PI403524517	2	-0.08286476	-0.123812675	-0.02801609	0.08411598	0.02801609	0.07940674	35_25423	"Q95JC9 Sus scrofa Basic proline-rich protein; n=1; Yarrowia lipolytica|Rep: Similar to tr|Q95JC9 Sus scrofa Basic proline-rich protein -"	UniRef90_Q6C7Q8	CHR1V7|COORD:11399903..11405702| actin binding	AT1G31810.1	CHR02V5|COORD:20770379..20771218|protein expressed protein	LOC_Os02g34640.1	no description	not assigned.unknown	35_2

CUST_23950_PI403524517	2	0.07547474	-0.045656204	0.02440548	-0.16265011	0.0025949478	-0.0025959015	35_6959	"Cluster: Putative biotin synthase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative biotin synthase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69U93	"CHR2V7|COORD:18017995..18020206| BIO2 (BIOTIN AUXOTROPH 2); biotin synthase"	AT2G43360.1	CHR08V5|COORD:26902086..26906016|protein biotin synthase, putative, expressed	LOC_Os08g42730.1	" no descriptionmoderately similar to ( 456)AT2G43360| Symbols: BIOB, BIO2 | BIO2 (BIOTIN AUXOTROPH 2); biotin synthase | chr2:18017995-18020206 REVERSEnot assigned BioB PRK06256 PRK08508 Elp3 PRK07094 Radical_SAM BATS cofG ThiH "	Co-factor and vitamine metabolism	18

CUST_18193_PI403524517	2	0.044293404	0.06578636	-0.047984123	-0.04429245	-0.07811546	0.0810585	35_5253	"Cluster: Hypothetical protein OJ1004C08.18; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1004C08.18 - Oryza sativa (japonica cultivar"	UniRef90_Q8LSP5	CHR1V7|COORD:7158412..7160012| protein kinase	AT1G20650.1	CHR03V5|COORD:1743643..1749036|protein serine/threonine-protein kinase NAK, putative, expressed	LOC_Os03g03880.1	no descriptionmoderately similar to ( 277)AT5G02800| Symbols:  | protein kinase family protein | chr5:635543-637372 REVERSEweakly similar to ( 156)NORK_PEANodulation receptor kinase precursor - Pisum sativum (Garden pea)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pkinase S_TKc S_TKc PTKc Pkinase_Tyr TyrKc PTKc_Jak_rpt2 PTKc_Src_like PTKc_Srm_Brk PTKc_Chk SPS1 PTKc_Lck_Blk PTKc_Fyn_Yrk PTKc_Yes PTKc_Ror PTKc_Src PTKc_Met_Ron PTKc_Frk_like PTKc_EGFR_like PTKc_Csk_like PTKc_InsR_like PTKc_Lyn PTKc_Ack_like PTKc_Hck PTK_HER3 PTKc_EphR PTKc_Tec_like PTKc_HER2 PTKc_Tie1 PTKc_EphR_A2 PTKc_FGFR PTKc_DDR PTKc_RET PTKc_Tyk2_rpt2 PTKc_Ror1 PTKc_Jak2_Jak3_rpt2 PTKc_Tec_Rlk PTKc_CSF-1R PTKc_Trk PTKc_DDR2 PTKc_Csk PTKc_DDR1 PTKc_TrkA PTKc_InsR PTKc_FGFR1 PTKc_Itk PTKc_Btk_Bmx PTKc_c-ros PTKc_DDR_like PTKc_FGFR3 PTKc_Abl PTKc_Tie PTK_CCK4 PTKc_Fes_like PTKc_EphR_B PTKc_EphR_A PTKc_Musk PTKc_FGFR4 PTKc_VEGFR3 PTKc_PDGFR PTKc_IGF-1R PTKc_Syk_like PTKc_Axl_like PTKc_PDGFR_beta PTKc_Jak1_rpt2 PTKc_Kit PTKc_VEGFR PTKc_Tie2 PTKc_TrkC PTKc_TrkB PTKc_Tyro3 PTKc_ALK_LTK PTK_Ryk PTKc_VEGFR2 PTKc_Fes PTKc_Axl PTKc_PDGFR_alpha PTKc_FGFR2 PTKc_Fer PTKc_Syk	protein.postranslational modification.kinase.receptor like cytoplasmatic kinase VII	29_4_1_57

CUST_3811_PI404877155	2	0.024252892	0.3648777	-0.08790398	-0.04981613	-0.023690224	0.023691177	Contig1442_at	zinc-finger protein [Oryza sativa (indica cultivar-group)]	AAQ84334.1	zinc finger (AN1-like) family protein	At1g51200.1	protein AN1-like Zinc finger, putative	Os02g10200	zinc-finger protein	RNA.regulation of transcription.AP2/EREBP, APETALA2/Ethylene-responsive element binding protein family	27_3_03

CUST_93597_PI403524517	2	0.43639135	0.3048501	-0.027952194	0.027952671	-0.5467863	-0.054606915	35_26763	"Cluster: Carboxymethylenebutenolidase-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Carboxymethylenebutenolidase-like protein - Oryza sativa"	UniRef90_Q8LQS5	CHR2V7|COORD:13812900..13814519| dienelactone hydrolase family protein	AT2G32520.1	CHR01V5|COORD:19462649..19466742|protein protein usf, putative, expressed	LOC_Os01g34700.3	no descriptionweakly similar to ( 160)AT2G32520| Symbols:  | dienelactone hydrolase family protein | chr2:13812900-13814519 REVERSEnot assigned DLH COG0412	misc.misc2	26_1

CUST_80950_PI403524517	2	-0.016159058	-0.24512863	-0.17362976	0.044473648	0.016159058	0.3286867	35_23216	"Cluster: Secondary cell wall-related glycosyltransferase family 47, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Secondary cell wall-re"	UniRef90_Q2RB29	CHR3V7|COORD:16662948..16664464| exostosin family protein	AT3G45400.1	CHR11V5|COORD:1291333..1287705|protein secondary cell wall-related glycosyltransferase family 47, putative, expressed	LOC_Os11g03410.1	no descriptionmoderately similar to ( 295)AT3G45400| Symbols:  | exostosin family protein | chr3:16662948-16664464 FORWARDnot assigned Exostosin	misc.UDP glucosyl and glucoronyl transferases	26_2

CUST_9307_PI404877155	2	0.03491974	-0.034074783	0.034074783	-0.06855106	0.061538696	-0.07375336	Contig3099_at	putative transport protein particle component [Oryza sativa] ref|NP_913713.1| contains ESTs C74320(E30875),AU088598(C53863),AU166063(E30875)	NP_909831.1	transport protein particle (TRAPP) component Bet3, putative	At5g54750.1	protein Transport protein particle (TRAPP) component, Bet3	Os07g44790	putative transport protein particle component	transport.misc	34_99

CUST_27386_PI399408534	2	0.4085636	0.4315734	0.020825863	-0.020825863	-0.23025417	-0.77423906	35_8232	Rep: Wall-associated kinase 1 - Triticum aestivum (Wheat)	UniRef90_Q4U3Z9	CHR1V7|COORD:6700763..6703359| wall-associated kinase, putative	AT1G19390.1	CHR04V5|COORD:30004905..30001205|protein OsWAK53a - OsWAK receptor-like protein kinase, expressed	LOC_Os04g51050.1	 no descriptionweakly similar to ( 187)AT1G19390| Symbols:  | wall-associated kinase, putative | chr1:6700763-6703359 REVERSEweakly similar to ( 106)CRI4_MAIZEPutative receptor protein kinase CRINKLY4 precursor - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TyrKc Pkinase_Tyr PTKc S_TKc S_TKc Pkinase PTKc_Fes_like PTKc_Met_Ron PTKc_Fer PTKc_EGFR_like PTKc_c-ros PTKc_Trk PTKc_EphR PTKc_Csk_like PTKc_Itk PTKc_Jak_rpt2 PTKc_Abl PTKc_InsR_like PTKc_Axl_like PTKc_FAK PTKc_Frk_like PTKc_Srm_Brk PTKc_Fes SPS1 PTK_CCK4 PTKc_ALK_LTK PTKc_Src_like PTKc_Tec_Rlk PTKc_Tec_like PTK_Jak2_Jak3_rpt1 PTKc_Syk_like PTKc_Aatyk PTKc_Musk PTKc_DDR PTKc_PDGFR PTKc_Ror PTKc_Btk_Bmx PTKc_TrkA PTK_Ryk PTKc_RET 	signalling.receptor kinases.wall associated kinase	30_2_25

CUST_62479_PI403524517	2	-0.1873107	0.18731117	0.33153248	0.3684082	-1.5295398	-0.30006886	35_17816	"Cluster: Putative high affinity sulfate transporter; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative high affinity sulfate"	UniRef90_Q6Z9Y1	"CHR1|COORD:29334738..29338040| sulfate transporter (Sultr1;2), identical to sulfate transporter Sultr1;2 (Arabidopsis thaliana) GI:7768660; contaisn Pfam profil"	AT1G78000.2	CHR08V5|COORD:19294581..19299866|protein sulfate transporter 1.2, putative, expressed	LOC_Os08g31410.7	" no descriptionhighly similar to ( 796)AT1G78000| Symbols: SEL1, SULTR1;2 | SULTR1;2 (SULFATE TRANSPORTER 1;2) | chr1:29334783-29337771 FORWARDmoderately similar to ( 335)NO70_SOYBNEarly nodulin 70 - Glycine max (Soybean)not assigned Sulfate_transp SUL1 PRK11660 STAS "	transport.sulphate	34_6

CUST_6220_PI403524517	2	-0.17998314	0.20936108	0.04897213	-0.15847397	0.0050354004	-0.0050354004	35_1723	"Cluster: Phosphate/phosphoenolpyruvate translocator-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Phosphate/phosphoenolpyruvate translocator-like - Ory"	UniRef90_Q6EQW4	"CHR5V7|COORD:26466178..26468145| similar to NOL1/NOP2/sun family protein [Arabidopsis thaliana] (TAIR:AT1G06560.1); similar to hypothetical protein"	AT5G66180.1	CHR02V5|COORD:12762201..12758245|protein NOL1/NOP2/sun family protein, expressed	LOC_Os02g21510.1	"no descriptionmoderately similar to ( 384)AT5G66180| Symbols:  | similar to NOL1/NOP2/sun family protein [Arabidopsis thaliana] (TAIR:AT1G06560.1); similar to hypothetical protein MtrDRAFT_AC148217g15v1 [Medicago truncatula] (GB:ABE88184.1); contains InterPro domain Bacterial Fmu (Sun)/eukaryotic nucleolar NOL1/Nop2p; (InterPro:IPR001678) | chr5:26466236-26468145 FORWARDnot assigned not assigned not assigned Sun Nol1_Nop2_Fmu PRK10901 yebU"	not assigned.unknown	35_2

CUST_112980_PI403524517	2	0.051672935	-2.120974	1.24296	-0.051672935	1.3147078	-0.2379179	35_32068	"Cluster: Type 1 non specific lipid transfer protein precursor; n=3; Triticum aestivum|Rep: Type 1 non specific lipid transfer protein precursor - Triticum"	UniRef90_Q2PCB9	"CHR5V7|COORD:23942522..23942998| LTP4 (LIPID TRANSFER PROTEIN 4); lipid binding"	AT5G59310.1	CHR12V5|COORD:726800..727700|protein nonspecific lipid-transfer protein 4 precursor, putative, expressed	LOC_Os12g02300.1	"no descriptionvery weakly similar to (93.2)AT5G59310| Symbols: LTP4 | LTP4 (LIPID TRANSFER PROTEIN 4); lipid binding | chr5:23942522-23942998 REVERSEweakly similar to ( 140)NLTP3_ORYSAnot assigned nsLTP1 Tryp_alpha_amyl AAI_LTSS AAI Pneumo_att_G"	lipid metabolism.lipid transfer proteins etc	11_6

CUST_131514_PI403524517	2	0.095350266	-0.024996758	0.030995369	-0.09480953	-0.18112278	0.024995804	35_36935	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_11397_PI403524517	2	0.18724537	-0.100307465	-0.08864498	0.026435852	-0.026434898	0.045809746	35_3233	"Cluster: OSIGBa0092E01.1 protein; n=3; Oryza sativa|Rep: OSIGBa0092E01.1 protein - Oryza sativa (Rice)"	UniRef90_Q01ID4	CHR5V7|COORD:5311366..5315499| RNA recognition motif (RRM)-containing protein	AT5G16260.1	CHR04V5|COORD:24615306..24620689|protein splicing factor U2AF-associated protein 2, putative, expressed	LOC_Os04g41910.1	no descriptionweakly similar to ( 131)AT5G16260| Symbols:  | RNA recognition motif (RRM)-containing protein | chr5:5311366-5315499 FORWARDnot assigned not assigned	RNA.RNA binding	27_4

CUST_51348_PI403524517	2	0.11043739	-0.90595484	-0.073589325	0.46333122	0.02633667	-0.026335716	35_14635	"Cluster: Oxygen-evolving enhancer protein 2, chloroplast precursor; n=1; Triticum aestivum|Rep: Oxygen-evolving enhancer protein 2, chloroplast"	UniRef90_Q00434	"CHR1V7|COORD:2047939..2049185| PSBP-1 (OXYGEN-EVOLVING ENHANCER PROTEIN 2); calcium ion binding"	AT1G06680.1	CHR07V5|COORD:2136698..2134902|protein oxygen-evolving enhancer protein 2, chloroplast precursor, putative, expressed	LOC_Os07g04840.1	" no descriptionmoderately similar to ( 307)AT1G06680| Symbols: OEE2, PSBP-1 | PSBP-1 (OXYGEN-EVOLVING ENHANCER PROTEIN 2); calcium ion binding | chr1:2047939-2049185 FORWARDmoderately similar to ( 427)PSBP_WHEATOxygen-evolving enhancer protein 2, chloroplast precursor - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned PsbP PRK07764 PRK07003 Herpes_BLLF1 PRK12323 DUF566 "	PS.lightreaction.photosystem II.PSII polypeptide subunits	1_1_1_2

CUST_98175_PI403524517	2	0.1100359	-0.97576237	0.034148216	-0.12675762	0.08481884	-0.034148216	35_28033	Rep: NBS-LRR type resistance protein - Hordeum vulgare (Barley)	UniRef90_O48978	CHR3V7|COORD:2226250..2229030| RPM1 (RESISTANCE TO P. SYRINGAE PV MACULICOLA 1)	AT3G07040.1	CHR10V5|COORD:1881932..1886668|protein MLA6 protein, putative, expressed	LOC_Os10g04110.1	 no descriptionvery weakly similar to (93.2)AT3G07040| Symbols: RPS3, RPM1 | RPM1 (RESISTANCE TO P. SYRINGAE PV MACULICOLA 1) | chr3:2226250-2229030 REVERSEnot assigned NB-ARC 	stress.biotic	20_1

CUST_71472_PI403524517	2	-0.026462555	0.32247543	-0.014987946	0.09136963	-0.027441978	0.014986992	35_20480	"Cluster: Putative DNA-binding protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative DNA-binding protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q850T7	CHR2V7|COORD:7349951..7354134| RNA recognition motif (RRM)-containing protein	AT2G16940.1	CHR03V5|COORD:25764976..25759459|protein zinc knuckle family protein, expressed	LOC_Os03g45730.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12678 DUF1777	not assigned.unknown	35_2

CUST_70346_PI403524517	2	0.034828186	0.70972633	-0.14763546	-0.034827232	-0.1340723	0.08991814	35_20146	"Cluster: Leucine Rich Repeat family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Leucine Rich Repeat family protein, expressed - Oryza s"	UniRef90_Q10S47	CHR2V7|COORD:7403641..7405869| F-box family protein (FBL10)	AT2G17020.1	CHR03V5|COORD:1938910..1935970|protein Leucine Rich Repeat family protein, expressed	LOC_Os03g04270.1	no descriptionmoderately similar to ( 372)AT2G17020| Symbols:  | F-box family protein (FBL10) | chr2:7403641-7405869 REVERSEnot assigned not assigned LRR_RI	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_31921_PI403524517	2	0.22590685	0.03271532	-0.0033493042	0.0033493042	-0.059890747	-0.30682993	35_9208	Rep: PREDICTED: hypothetical protein - Bos taurus	UniRef90_UPI0000EBDEAA	CHR4V7|COORD:10275928..10278502| leucine-rich repeat family protein / extensin family protein	AT4G18670.1	CHR06V5|COORD:28388576..28387298|protein early nodulin 20 precursor, putative, expressed	LOC_Os06g46740.1	no description	not assigned.unknown	35_2

CUST_63041_PI403524517	2	-0.16507053	0.010063171	-0.020037651	0.014444351	-0.010063171	0.051942825	35_17984	"Cluster: Hypothetical protein OJ1171_H02.9; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1171_H02.9 - Oryza sativa (japonica cultivar"	UniRef90_Q6AVD4	0	0	CHR05V5|COORD:9167672..9171691|protein expressed protein	LOC_Os05g16250.1	no description	not assigned.unknown	35_2

CUST_87474_PI403524517	2	0.036459923	-0.2918234	-0.046097755	0.07910442	-0.036459923	0.051185608	35_25042	"Cluster: Hypothetical protein P0030G11.19; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0030G11.19 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6Z6I1	"CHR3V7|COORD:6959650..6961373| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G18245.1); similar to Os06g0730300 [Oryza sativa (japonica"	AT3G19970.1	CHR02V5|COORD:1788746..1792598|protein expressed protein	LOC_Os02g04110.1	" no descriptionweakly similar to ( 126)AT3G19970| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G18245.1); similar to Os06g0730300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001058655.1); similar to integral membrane protein-like [Oryza sativa (japonica cultivar-group)] (GB:BAD62122.1); contains InterPro domain Protein of unknown function DUF829, eukaryotic; (InterPro:IPR008547) | chr3:6959650-6961373 FORWARDnot assigned DUF829 "	not assigned.unknown	35_2

CUST_59191_PI403524517	2	-0.012314796	-0.13463688	-0.06316471	0.013018608	0.012314796	0.014354706	35_16879	"Cluster: Putative DegP protease; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative DegP protease - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6AUN5	"CHR3V7|COORD:10367896..10370101| DEGP1 (DEGP PROTEASE 1); serine-type peptidase"	AT3G27925.1	CHR05V5|COORD:28235424..28231310|protein protease Do-like 1, chloroplast precursor, putative, expressed	LOC_Os05g49380.2	" no descriptionhighly similar to ( 607)AT3G27925| Symbols: DEG1, DEGP1 | DEGP1 (DEGP PROTEASE 1); serine-type peptidase | chr3:10367896-10370101 REVERSEnot assigned not assigned DegQ PRK10942 PRK10898 PRK10139 PDZ_serine_protease Trypsin PDZ TT_ORF1 PDZ_metalloprotease "	protein.degradation.serine protease	29_5_5

CUST_101972_PI403524517	2	-0.0732193	0.06694126	-0.06603813	0.06603813	0.75574446	-0.10970211	35_29091	Rep: H0501D11.3 protein - Oryza sativa (Rice)	UniRef90_Q01IK1	"CHR5V7|COORD:7905044..7908963| ATLCBK1 (A. THALIANA LONG-CHAIN BASE (LCB) KINASE 1); diacylglycerol kinase"	AT5G23450.2	CHR04V5|COORD:26892084..26899395|protein sphingosine kinase, putative, expressed	LOC_Os04g45800.1	"no descriptionmoderately similar to ( 225)AT5G23450| Symbols: ATLCBK1 | ATLCBK1 (A. THALIANA LONG-CHAIN BASE (LCB) KINASE 1); diacylglycerol kinase | chr5:7905181-7908963 REVERSEnot assigned not assigned not assigned DAGK_cat LCB5"	lipid metabolism.'exotics' (steroids, squalene etc).sphingolipids	11_8_1

CUST_5585_PI403524517	2	0.15740776	-0.22622776	-0.0033330917	0.0033330917	-0.06949043	0.07727432	35_1546	"Cluster: Gamma hydroxybutyrate dehydrogenase-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Gamma hydroxybutyrate dehydrogenase-like protein - O"	UniRef90_Q84VC8	CHR3V7|COORD:9273186..9274751| 6-phosphogluconate dehydrogenase NAD-binding domain-containing protein	AT3G25530.1	CHR02V5|COORD:21338394..21342701|protein 2-hydroxy-3-oxopropionate reductase, putative, expressed	LOC_Os02g35500.1	" no descriptionmoderately similar to ( 434)AT3G25530| Symbols: GHBDH, ATGHBDH | ATGHBDH/GHBDH; phosphogluconate dehydrogenase (decarboxylating) | chr3:9273186-9274751 REVERSEnot assigned not assigned MmsB garR NAD_binding_2 PRK09599 PRK12490 Gnd Gnd PRK09287 "	OPP.oxidative PP.6-phosphogluconate dehydrogenase	7_1_3

CUST_149016_PI403524517	2	-0.538527	0.3555336	0.29464006	0.04373932	-0.9332919	-0.043738842	35_41686	"Cluster: Os04g0205200 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os04g0205200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JET5	CHR4V7|COORD:13750674..13751825| plastocyanin-like domain-containing protein	AT4G27520.1	CHR04V5|COORD:7064772..7067951|protein conserved hypothetical protein	LOC_Os04g12830.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_62954_PI403524517	2	-0.024500847	-0.19456387	0.024500847	0.059550285	-0.05643177	0.030600548	35_17957	"Cluster: Os05g0279400 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0279400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DJH5	CHR3V7|COORD:23044567..23047628| zinc finger (C2H2 type) family protein	AT3G62240.1	CHR05V5|COORD:11639859..11645684|protein nucleic acid binding protein, putative, expressed	LOC_Os05g19970.1	no descriptionmoderately similar to ( 202)AT3G62240| Symbols:  | zinc finger (C2H2 type) family protein | chr3:23044567-23047628 REVERSEnot assigned	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_162227_PI403524517	2	-0.03566408	0.44412756	0.035663605	-0.44691658	-0.41144466	1.1810904	35_45250	"Cluster: OSJNBb0039L24.10 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: OSJNBb0039L24.10 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XMK8	CHR2V7|COORD:18866910..18869392| DEAD/DEAH box helicase, putative	AT2G45810.1	CHR04V5|COORD:26424993..26431186|protein ATP-dependent RNA helicase dhh1, putative, expressed	LOC_Os04g45040.3	 no descriptionvery weakly similar to (72.0)AT2G45810| Symbols:  | DEAD/DEAH box helicase, putative | chr2:18866910-18869392 FORWARDnot assigned 	DNA.synthesis/chromatin structure	28_1

CUST_163200_PI403524517	2	0.0020608902	-0.20837116	-0.0020599365	0.07779312	0.18090439	-0.041069984	35_45514	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_178530_PI403524517	2	-0.099924564	0.91162205	1.3196363	0.027798653	-0.027798653	-0.5608101	35_49653	Rep: Cytochrome P450 - Triticum aestivum (Wheat)	UniRef90_Q9AVM3	"CHR3V7|COORD:9594566..9596439| CYP71B23 (cytochrome P450, family 71, subfamily B, polypeptide 23); oxygen binding"	AT3G26210.1	CHR06V5|COORD:26106279..26104134|protein cytochrome P450 71D10, putative, expressed	LOC_Os06g43430.1	" no descriptionweakly similar to ( 142)AT3G26210| Symbols: CYP71B23 | CYP71B23 (cytochrome P450, family 71, subfamily B, polypeptide 23); oxygen binding | chr3:9594566-9596439 REVERSEweakly similar to ( 142)C71D8_SOYBNCytochrome P450 71D8 - Glycine max (Soybean)not assigned not assigned not assigned not assigned not assigned p450 CypX "	misc.cytochrome P450	26_10

CUST_178722_PI403524517	2	0.24104309	1.1512394	0.29777575	-0.24104261	-0.31171846	-0.2438469	35_49707	"Cluster: Hypothetical protein P0694A04.40-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0694A04.40-1 - Oryza sativa (japonica cultiv"	UniRef90_Q5SMZ2	"CHR4V7|COORD:10407582..10408593| similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD72413.1); similar to Os01g0658500 [Oryza sativa"	AT4G19003.2	CHR01V5|COORD:27115460..27112036|protein vacuolar protein sorting protein 25, putative, expressed	LOC_Os01g46932.2	" no descriptionweakly similar to ( 119)AT4G19003| Symbols:  | similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD72413.1); similar to Os01g0658500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001043764.1); contains InterPro domain Protein of unknown function DUF852, eukaryotic; (InterPro:IPR008570) | chr4:10407582-10408593 REVERSEnot assigned ESCRT-II "	not assigned.unknown	35_2

CUST_142387_PI403524517	2	-0.03258705	1.1555643	0.35785294	-0.040569305	-0.19779682	0.032588005	35_39910	0	0		0	CHR02V5|COORD:34822623..34825453|protein transposon protein, putative, CACTA, En/Spm sub-class	LOC_Os02g56830.1	no description	not assigned.unknown	35_2

CUST_2799_PI403524517	2	-0.06344795	0.54214096	0.093239784	-0.11607647	-0.043875694	0.043876648	35_763	"Cluster: Putative B2 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative B2 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6L4U7	"CHR3V7|COORD:9991257..9992644| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G42050.1); similar to hypothetical protein [Citrus x paradisi]"	AT3G27090.1	CHR05V5|COORD:24471961..24469192|protein gda-1, putative, expressed	LOC_Os05g41930.3	"no descriptionmoderately similar to ( 353)AT3G27090| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G42050.1); similar to hypothetical protein [Citrus x paradisi] (GB:CAA04664.1); contains domain KELCH-RELATED PROTEINS (PTHR23230); contains domain no description (SM00767); contains domain SUBFAMILY NOT NAMED (PTHR23230:SF15) | chr3:9991257-9992644 FORWARDmoderately similar to ( 263)B2_DAUCAB2 protein - Daucus carota (Carrot)"	not assigned.no ontology	35_1

CUST_51274_PI403524517	2	-0.46445656	0.2352686	0.2828927	0.3395481	-0.2352686	-1.2452025	35_14617	"Cluster: Os06g0716100 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os06g0716100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D9H0	CHR2V7|COORD:7774258..7774740| DNAJ heat shock protein, putative	AT2G17880.1	CHR08V5|COORD:27372890..27375658|protein chaperone protein dnaJ 11, chloroplast precursor, putative, expressed	LOC_Os08g43490.1	 no descriptionvery weakly similar to (82.0)AT2G17880| Symbols:  | DNAJ heat shock protein, putative | chr2:7774258-7774740 REVERSEvery weakly similar to (57.0)DNJH_CUCSADnaJ protein homolog - Cucumis sativus (Cucumber)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DnaJ DnaJ DnaJ CbpA PRK10767 PRK07764 PRK10266 	stress.abiotic.heat	20_2_1

CUST_6856_PI404877155	2	0.010687828	-0.010687828	-0.093346596	0.05609417	-0.15533733	0.06781578	Contig20226_at	0	NP_191516.2	RabGAP/TBC domain-containing protein	At2g43490.1	protein TBC domain, putative	Os01g01010	gi|15231709|ref|NP_191515.1| expressed protein	signalling.G-proteins	30_5

CUST_177843_PI403524517	2	0.007478714	0.26799202	-0.014165878	0.0055742264	-0.014762878	-0.0055732727	35_49466	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_8809_PI403524517	2	-0.11957121	0.016388416	-0.005861759	0.10482931	-0.13343191	0.005861759	35_2471	"Cluster: Kub3-prov protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Kub3-prov protein, putative, expressed - Oryza sativa (japonic"	UniRef90_Q2QTN1	CHR3V7|COORD:812534..813651| Ku70-binding family protein	AT3G03420.1	CHR12V5|COORD:11081000..11078498|protein ku70-binding protein, putative, expressed	LOC_Os12g19090.1	no descriptionweakly similar to ( 105)AT3G03420| Symbols:  | Ku70-binding family protein | chr3:812534-813651 FORWARDnot assigned	not assigned.no ontology	35_1

CUST_179671_PI403524517	2	0.36602545	0.15371132	0.027843952	-0.027844429	-0.23012543	-0.105183125	35_49966	"Cluster: 60S ribosomal protein L37a; n=1; Brassica rapa subsp. rapa|Rep: 60S ribosomal protein L37a - Brassica rapa (Turnip)"	UniRef90_P43209	CHR3V7|COORD:22279778..22280725| 60S ribosomal protein L37a (RPL37aC)	AT3G60245.1	CHR05V5|COORD:27616473..27618590|protein 60S ribosomal protein L37a, putative, expressed	LOC_Os05g48320.2	no descriptionvery weakly similar to (90.5)AT3G10950| Symbols:  | 60S ribosomal protein L37a (RPL37aB) | chr3:3423898-3424571 FORWARDvery weakly similar to (94.7)RL37A_ORYSAnot assigned Ribosomal_L37ae RPL43A rpl37ae	protein.synthesis.misc ribososomal protein	29_2_2

CUST_17661_PI403524517	2	0.006529808	0.64366055	-0.006529808	-0.23544979	-0.09755039	0.016222	35_5102	"Cluster: Hypothetical protein P0643F09.27; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0643F09.27 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6K6A1	"CHR5V7|COORD:18100886..18109389| CHR4/MI-2-LIKE (chromatin remodeling 4); ATP binding / DNA binding / chromatin binding / helicase"	AT5G44800.1	CHR02V5|COORD:35035204..35040572|protein expressed protein	LOC_Os02g57200.1	" no descriptionvery weakly similar to (67.0)AT5G44800| Symbols: CHR4, MI-2-LIKE | CHR4/MI-2-LIKE (chromatin remodeling 4); ATP binding / DNA binding / chromatin binding / helicase | chr5:18100886-18109389 REVERSE"	DNA.synthesis/chromatin structure	28_1

CUST_10101_PI403524517	2	-0.013870239	0.3425207	0.013870239	-0.08720684	-0.07436848	0.0523901	35_2853	"Cluster: Ulp1 protease family protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Ulp1 protease family protein, putative, expressed -"	UniRef90_Q2R8W5	CHR1V7|COORD:3148019..3154238| Ulp1 protease family protein	AT1G09730.1	CHR11V5|COORD:5919246..5917073|protein ulp1 protease family protein, putative, expressed	LOC_Os11g10780.1	no descriptionvery weakly similar to (56.6)AT1G09730| Symbols:  | Ulp1 protease family protein | chr1:3148019-3154238 REVERSE	not assigned.no ontology	35_1

CUST_28765_PI403524517	2	-0.9155035	0.2982669	0.12967682	0.2070899	-0.68511534	-0.12967682	35_8308	"Cluster: Hypothetical protein OSJNBb0011H13.3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0011H13.3 - Oryza sativa (japonica cu"	UniRef90_Q851F9	CHR1V7|COORD:6150029..6152178| S2P-like putative metalloprotease, also contain transmembrane helices near their C-termini and many of them, five of seven, conta	AT1G17870.1	CHR03V5|COORD:29737573..29735174|protein peptidase, M50 family, putative, expressed	LOC_Os03g51920.1	 no descriptionmoderately similar to ( 416)AT1G17870| Symbols:  | S2P-like putative metalloprotease, also contain transmembrane helices near their C-termini and many of them, five of seven, contain a conserved zinc-binding motif HEXXH. Homolog of EGY1. Each of the EGY1 and EGY-like proteins share two additional highly conserved motifs, the previously reported NPDG motif (aa 442-454 in EGY1, Rudner et al., 1999) and a newly defined GNLR motif (aa 171-179 in EGY1). The GNLR motif is a novel signature motif unique to EGY1 and EGY-like proteins as well as other EGY1 orthologs found in cyanobacteria. | chr1:6150029-6152178 REVERSEnot assigned not assigned not assigned not assigned PRK07003 PRK12678 Peptidase_M50 PRK12323 PRK07764 COG0750 	protein.degradation.metalloprotease	29_5_7

CUST_102313_PI403524517	2	0.011364937	0.16620445	0.15390778	-0.18605042	-0.57236433	-0.011363983	35_29189	"Cluster: Kinesin motor domain containing protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Kinesin motor domain containing protein, expressed"	UniRef90_Q10E64	CHR3V7|COORD:18416245..18420387| kinesin motor protein-related	AT3G49650.1	CHR03V5|COORD:32003192..32010045|protein chromosome-associated kinesin KIF4A, putative, expressed	LOC_Os03g56260.1	no descriptionmoderately similar to ( 252)AT3G49650| Symbols:  | kinesin motor protein-related | chr3:18416245-18420387 REVERSEweakly similar to ( 106)FLA10_CHLREKinesin-like protein FLA10 - Chlamydomonas reinhardtiinot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned KISc_KIP3_like KISc Kinesin KISc KISc_CENP_E KISc_C_terminal KISc_KIF3 KIP1 KISc_KHC_KIF5 KISc_KID_like KISc_KIF1A_KIF1B KISc_KIF4 KISc_KIF23_like KISc_BimC_Eg5 KISc_KIF2_like KISc_KLP2_like KISc_KIF9_like Motor_domain	cell.organisation	31_1

CUST_22820_PI399408534	2	0.15091181	-0.6113348	0.33936167	-0.09507465	-0.5168605	0.09507418	35_24605	"Cluster: Myb-related protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Myb-related protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8LI26	"CHR2V7|COORD:804715..807138| MYB88 (myb domain protein 88); DNA binding / transcription factor"	AT2G02820.2	CHR07V5|COORD:25997090..26001822|protein myb, DNA-binding, putative, expressed	LOC_Os07g43420.1	" no descriptionweakly similar to ( 191)AT2G02820| Symbols: AtMYB88, MYB88 | MYB88 (myb domain protein 88); DNA binding / transcription factor | chr2:804715-807138 REVERSEvery weakly similar to (89.7)MYB4_ORYSAnot assigned not assigned not assigned REB1 SANT Myb_DNA-binding SANT "	RNA.regulation of transcription.MYB domain transcription factor family	27_3_25

CUST_31965_PI403524517	2	0.03752613	0.25138378	-0.16958618	-0.037526608	-0.3901968	1.6091642	35_9220	"Cluster: Protein kinase domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Protein kinase domain containing"	UniRef90_Q10EQ9	"CHR5V7|COORD:26713191..26716385| MAPKKK5 (Mitogen-activated protein kinase kinase kinase 5); kinase"	AT5G66850.1	CHR03V5|COORD:31558488..31551348|protein MAPKKK5, putative, expressed	LOC_Os03g55560.2	"no descriptionvery weakly similar to (51.6)AT5G66850| Symbols: MAPKKK5 | MAPKKK5 (Mitogen-activated protein kinase kinase kinase 5); kinase | chr5:26713191-26716385 REVERSEDUF1421"	protein.postranslational modification	29_4

CUST_3346_PI404877155	2	0.028769493	0.35500526	-0.07634449	-0.02876854	0.1513567	-0.099289894	Contig13804_at	putative phosphatidate cytidylyltransferase domain-containing protein [Oryza sativa (japonica cultivar-group)] dbj|BAD08021.1| putative phos	XP_463969.1	phosphatidate cytidylyltransferase family protein	At2g45150.3	protein phosphatidate cytidylyltransferase, putative	Os02g03460	phosphatidate cytidylyltransferase family protein, contains Pfam profile: PF01148 phosphatidate cytidylyltransferase or  phosphatidate cytidylyltransferase family protein, contains Pfam profile: PF01148 phosphatidate cytidylyltransferase or  phosphatidate	lipid metabolism.Phospholipid synthesis	11_3

CUST_81505_PI403524517	2	-0.14960575	0.32201958	0.18209362	-0.115021706	0.015715599	-0.015715599	35_23383	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_11500_PI404877155	2	-0.0027246475	-0.42400932	0.0014858246	-0.0014867783	0.117946625	0.16539669	Contig5191_at	ESTs C22369(C12239),C22370(C12239), AU057852(S21844),AU057853(S21844) correspond to a region of the predicted gene.~similar to calcium depen	BAA85396.1	calcium-dependent protein kinase, putative / CDPK, putative	At4g35310.1	protein Protein kinase domain, putative	Os03g03660	calcium dependent protein kinase	signalling.calcium	30_3

CUST_31927_PI403524517	2	0.027226448	-0.007937431	-0.053861618	-0.07689953	0.007937431	0.031350136	35_9209	"Cluster: Poly [ADP-ribose] polymerase 2 (EC 2.4.2.30) (PARP-2) (ADPRT 2) (NAD(+) ADP-ribosyltransferase 2); n=1; Zea mays|Rep: Poly [ADP-ribose] polymerase 2 (E"	UniRef90_O50017	"CHR4V7|COORD:1050104..1053960| APP (ARABIDOPSIS POLY(ADP-RIBOSE) POLYMERASE); NAD+ ADP-ribosyltransferase"	AT4G02390.1	CHR01V5|COORD:14030282..14037389|protein poly synthetase 2, putative, expressed	LOC_Os01g24940.1	"no descriptionhighly similar to ( 625)AT4G02390| Symbols: APP | APP (ARABIDOPSIS POLY(ADP-RIBOSE) POLYMERASE); NAD+ ADP-ribosyltransferase | chr4:1050104-1053960 FORWARDhighly similar to ( 790)PRP2A_ORYSAnot assigned parp_like PARP PARP_reg WGR ADP_ribosyl"	protein.postranslational modification	29_4

CUST_14942_PI403524517	2	0.23563242	0.04917097	-0.0050292015	0.0050292015	-0.09115934	-0.09006882	35_4307	"Cluster: Hypothetical protein P0622F03.9; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0622F03.9 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q5Z8I1	"CHR5V7|COORD:23246788..23247813| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G54520.1); similar to conserved hypothetical protein [Medicago"	AT5G57345.1	CHR06V5|COORD:29002549..29001134|protein expressed protein	LOC_Os06g47970.1	"no descriptionvery weakly similar to (56.2)AT5G57345| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G54520.1); similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE83998.1); contains domain N-terminal nucleophile aminohydrolases (Ntn hydrolases) (SSF56235) | chr5:23246788-23247813 REVERSEnot assigned not assigned not assigned not assigned DUF1517 COG4371 PRK09169"	not assigned.unknown	35_2

CUST_18757_PI403524517	2	-0.0962801	-0.14006996	0.007917404	0.03945923	0.13846111	-0.007917404	35_5430	"Cluster: Ribose-phosphate pyrophosphokinase 3; n=2; Oryza sativa|Rep: Ribose-phosphate pyrophosphokinase 3 - Oryza sativa (Rice)"	UniRef90_Q8S2E5	CHR1V7|COORD:3554158..3556275| ribose-phosphate pyrophosphokinase 3 / phosphoribosyl diphosphate synthetase 3 (PRS3)	AT1G10700.1	CHR01V5|COORD:30507453..30511324|protein ribose-phosphate pyrophosphokinase 3, putative, expressed	LOC_Os01g52530.1	no descriptionhighly similar to ( 510)AT1G10700| Symbols:  | ribose-phosphate pyrophosphokinase 3 / phosphoribosyl diphosphate synthetase 3 (PRS3) | chr1:3554158-3556275 FORWARDhighly similar to ( 620)KPRS3_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned PrsA PRK01999 PRK03092 PRK05259 PRK01259 PRK05038 PRK07199 PRK04923 PRK02270 PRK00553 PRK02039 PRK04117 PRK02812 PRK04554 PRK00934 PRK02269 PRK02458 PRK01132 PRK01506 PRK06827 PRK07764 PRK03675 Pribosyltran ComFC PRK12323	nucleotide metabolism.synthesis.PRS-PP	23_1_3

CUST_24013_PI403524517	2	-0.23442125	0.7935982	0.1540451	0.07892513	-0.3703289	-0.07892513	35_6977	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_67454_PI403524517	2	0.024796486	0.41979694	-0.02479744	-0.16145611	-0.09004021	0.11518383	35_19262	"Cluster: Transcriptional regulators of NagC/XylR (ROK)-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Transcriptional regulators of NagC/XylR (ROK)-like"	UniRef90_Q6K438	CHR1V7|COORD:10816933..10819154| ATPase, BadF/BadG/BcrA/BcrD-type family	AT1G30540.1	CHR09V5|COORD:2555987..2560139|protein ATPase, putative, expressed	LOC_Os09g04800.1	 no descriptionmoderately similar to ( 426)AT1G30540| Symbols:  | ATPase, BadF/BadG/BcrA/BcrD-type family | chr1:10816933-10819154 REVERSEnot assigned BcrAD_BadFG COG2971 	not assigned.no ontology	35_1

CUST_63377_PI403524517	2	-0.002746582	0.828145	0.08405399	-0.16691113	-0.09566212	0.002746582	35_18096	"Cluster: OSJNBb0103I08.18 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBb0103I08.18 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7X6J4	CHR2V7|COORD:18439977..18443704| RNA recognition motif (RRM)-containing protein	AT2G44710.1	CHR04V5|COORD:26981176..26987887|protein water-stress protein, putative, expressed	LOC_Os04g45930.3	no descriptionmoderately similar to ( 261)AT2G44710| Symbols:  | RNA recognition motif (RRM)-containing protein | chr2:18439977-18443704 FORWARD	not assigned.no ontology	35_1

CUST_39814_PI403524517	2	0.0020046234	-0.6121502	-0.13326454	-0.0020036697	0.13507175	0.15356159	35_11451	"Cluster: Putative WD repeat protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative WD repeat protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q84Z07	CHR5V7|COORD:26483574..26485427| transducin family protein / WD-40 repeat family protein	AT5G66240.2	CHR07V5|COORD:24018685..24023450|protein set1 complex component swd2, putative, expressed	LOC_Os07g40030.1	no descriptionweakly similar to ( 130)AT5G66240| Symbols:  | transducin family protein / WD-40 repeat family protein | chr5:26483574-26485427 FORWARDnot assigned WD40	development.unspecified	33_99

CUST_22133_PI403524517	2	0.010835648	0.9320717	-0.010834694	-0.10255432	-0.13815689	0.034140587	35_6432	"Cluster: Os03g0824100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os03g0824100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DM76	0	0	CHR03V5|COORD:34553384..34548697|protein ATP binding protein, putative, expressed	LOC_Os03g60910.1	no description	not assigned.unknown	35_2

CUST_2234_PI403524517	2	-0.39365196	-0.18948078	0.36240005	0.18551445	-0.008032799	0.008032799	35_604	"Cluster: Hydrolase, alpha/beta fold family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hydrolase, alpha/beta fold family protein, expre"	UniRef90_Q10SN6	CHR2V7|COORD:15215946..15217847| hydrolase, alpha/beta fold family protein	AT2G36290.1	CHR03V5|COORD:901029..906535|protein catalytic/ hydrolase, putative, expressed	LOC_Os03g02514.1	 no descriptionmoderately similar to ( 330)AT2G36290| Symbols:  | hydrolase, alpha/beta fold family protein | chr2:15215946-15217847 REVERSEnot assigned MhpC Abhydrolase_1 PldB 	not assigned.no ontology	35_1

CUST_66041_PI403524517	2	-0.08015537	0.22068405	0.01517868	-0.01517868	-0.20652676	0.12236118	35_18862	"Cluster: Os07g0452400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0452400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D6Q9	CHR5V7|COORD:8297331..8300159| 3'-5' exonuclease domain-containing protein	AT5G24340.1	CHR07V5|COORD:15596320..15598925|protein expressed protein	LOC_Os07g26930.1	no descriptionmoderately similar to ( 387)AT5G24340| Symbols:  | 3'-5' exonuclease domain-containing protein | chr5:8297331-8300159 FORWARDnot assigned not assigned COG1656 DUF82 3_5_exonuc Rnd 35EXOc PRK10829 35EXOc	DNA.unspecified	28_99

CUST_43228_PI403524517	2	0.11169815	0.3387642	-0.021042824	-0.0010442734	-0.007279396	0.001045227	35_12413	"Cluster: Putative makorin RING finger protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative makorin RING finger protein - Oryza sativa (japonica cu"	UniRef90_Q5ZA07	CHR3|COORD:2580083..2582113| zinc finger (CCCH-type/C3HC4-type RING finger) family protein, contains zinc finger C-x8-C-x5-C-x3-H type (and similar)	AT3G08505.1	CHR06V5|COORD:12351311..12357104|protein makorin-1, putative, expressed	LOC_Os06g21390.4	no descriptionmoderately similar to ( 281)AT3G08505| Symbols:  | zinc finger (CCCH-type/C3HC4-type RING finger) family protein | chr3:2580609-2582049 REVERSEnot assigned	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_10627_PI404877155	2	0.57346344	-0.68364906	-0.4620471	1.0977316	0.4620471	-0.8463812	Contig433_x_at	chlorophyll a/b-binding protein WCAB precursor [Triticum aestivum]	AAB18209.1	chlorophyll A-B binding protein / LHCII type I (LHB1B2)	At2g34420.1	protein Chlorophyll A-B binding protein, putative	Os01g41710	chlorophyll a/b-binding protein WCAB precursor	PS.lightreaction.photosystem II.LHC-II	1_01_01_01

CUST_93923_PI403524517	2	0.20442963	0.02284813	0.41259146	-0.040169716	-0.02284813	-0.31224823	35_26854	"Cluster: Serine/arginine repetitive matrix 1; n=1; Mus musculus|Rep: Serine/arginine repetitive matrix 1 - Mus musculus (Mouse)"	UniRef90_A2A8V9	"CHR1V7|COORD:5675918..5678679| SR45 (arginine/serine-rich 45); RNA binding"	AT1G16610.1	CHR01V5|COORD:42602391..42607415|protein serine/arginine repetitive matrix protein 1, putative, expressed	LOC_Os01g72890.1	no description	not assigned.unknown	35_2

CUST_118183_PI403524517	2	0.15820503	0.025321484	-0.03900814	0.16937113	-0.02532196	-0.13446331	35_33468	0	0	CHR2V7|COORD:1698463..1701268| threonyl-tRNA synthetase, putative / threonine--tRNA ligase, putative	AT2G04842.1	CHR02V5|COORD:19922472..19918486|protein threonyl-tRNA synthetase, putative, expressed	LOC_Os02g33500.2	no descriptionthrS	not assigned.unknown	35_2

CUST_173344_PI403524517	2	0.0016298294	-0.11185694	-0.0016293526	0.46316338	-0.04467392	0.03353882	35_48266	Rep: Os01g0790900 protein - Oryza sativa (japonica cultivar-group)	UniRef90_Q0JIM3		0	0	0	no description	not assigned.unknown	35_2

CUST_5733_PI404877155	2	-0.022732258	0.1683302	0.0027813911	-0.0027813911	-0.11304951	0.12388754	Contig17728_at	putative receptor protein kinase [Oryza sativa (japonica cultivar-group)] gb|AAP54619.1| putative receptor protein kinase [Oryza sativa (jap	NP_922332.1	protein kinase family protein	At1g33260.2	protein putative receptor protein kinase	Os10g37190	protein kinase family protein, contains protein kinase domain, Pfam:PF00069	signalling.receptor kinases.misc	30_2_99

CUST_161352_PI403524517	2	0.10101318	0.15908718	-0.0939312	-0.081941605	-0.001461029	0.0014619827	35_45016	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_16459_PI403524517	2	-0.002609253	-0.045589447	-0.0030670166	0.09149361	0.07675743	0.0026082993	35_4750	"Cluster: Tubulin-specific chaperone C-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Tubulin-specific chaperone C-like protein - Oryza sativa (j"	UniRef90_Q6H7Q8	CHR3V7|COORD:21449248..21452672| tubulin-specific chaperone C-related	AT3G57890.1	CHR02V5|COORD:5306435..5297646|protein expressed protein	LOC_Os02g10130.1	no descriptionhighly similar to ( 626)AT3G57890| Symbols:  | tubulin-specific chaperone C-related | chr3:21449248-21452672 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TBCC PRK12323	cell.organisation	31_1

CUST_4090_PI404877155	2	0.1354599	-0.019618988	0.019620895	-0.037971497	-0.074581146	0.053188324	Contig149_at	0	0	0	0	0	0	"GLYCERALDEHYDE-3-PHOSPHATE DEHYDROGENASE C SUBUNIT;glyceraldehyde-3-phosphate dehydrogenase, cytosolic (GAPC) / NAD-dependent glyceraldehyde-3-phosphate dehydrogenase, identical to SP:P25858 Glyceraldehyde 3-phosphate dehydrogenase, cytosolic (EC 1.2.1.12"	glycolysis.glyceraldehyde 3-phosphate dehydrogenase	4_09

CUST_80684_PI403524517	2	-0.028743744	0.22501087	0.022255898	0.07895374	-0.022255898	-0.07687473	35_23139	"Cluster: Hypothetical protein P0503B05.32; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0503B05.32 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6ESV2	CHR1V7|COORD:29510171..29512165| protein binding / zinc ion binding	AT1G78420.1	CHR06V5|COORD:2831463..2835302|protein expressed protein	LOC_Os06g06120.1	no description	not assigned.unknown	35_2

CUST_46633_PI403524517	2	0.23451805	-0.04797268	-0.008076668	0.11741829	-0.17953873	0.008076668	35_13355	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_15420_PI403524517	2	0.08285427	0.412076	-0.11467457	-0.082855225	-0.5324831	0.18926144	35_4447	"Cluster: AAA-type ATPase family protein, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: AAA-type ATPase family protein, putative, express"	UniRef90_Q2R029	CHR1V7|COORD:645372..651797| AAA-type ATPase family protein	AT1G02890.1	CHR11V5|COORD:26056562..26046155|protein ATP binding protein, putative, expressed	LOC_Os11g43970.1	no descriptionhighly similar to ( 750)AT1G02890| Symbols:  | AAA-type ATPase family protein | chr1:645372-651797 REVERSEweakly similar to ( 177)CDC48_CAPANCell division cycle protein 48 homolog - Capsicum annuum (Bell pepper)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned SpoVK PRK03992 RPT1 AAA HflB hflB COG1223 AAA AAA COG0714 MGS1 TIP49 PRK04195 Lon	protein.degradation.AAA type	29_5_9

CUST_137672_PI403524517	2	0.097123146	-1.578661	-0.14004517	0.250453	0.22019196	-0.0971241	35_38608	Rep: Fatty acyl coA reductase - Triticum aestivum (Wheat)	UniRef90_Q8L4V2	CHR3V7|COORD:16135066..16138756| oxidoreductase, acting on the CH-CH group of donors	AT3G44540.1	CHR08V5|COORD:27783470..27789774|protein male sterility protein 2, putative, expressed	LOC_Os08g44360.1	no description	not assigned.unknown	35_2

CUST_113477_PI403524517	2	0.18202305	0.0671196	-0.053799152	-0.123661995	-0.589345	0.05379963	35_32211	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_152286_PI403524517	2	0.13589191	0.6881976	-0.3468604	-0.24202871	0.062081814	-0.06208229	35_42565	"Cluster: Ubiquitin-conjugating enzyme E2-17 kDa 10/12; n=48; Spermatophyta|Rep: Ubiquitin-conjugating enzyme E2-17 kDa 10/12 - Arabidopsis thaliana (Mouse-ear c"	UniRef90_P35133	"CHR5V7|COORD:21650028..21651215| UBC10 (ubiquitin-conjugating enzyme 10); ubiquitin-protein ligase"	AT5G53300.1	CHR01V5|COORD:27111295..27107887|protein ubiquitin-conjugating enzyme E2-17 kDa 9, putative, expressed	LOC_Os01g46926.2	"no descriptionweakly similar to ( 102)AT5G53300| Symbols: UBC10 | UBC10 (ubiquitin-conjugating enzyme 10); ubiquitin-protein ligase | chr5:21650028-21651215 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned UBCc COG5078 UQ_con UBCc"	protein.degradation.ubiquitin.E2	29_5_11_3

CUST_18636_PI403524517	2	-0.12103367	0.11352444	-0.04841137	0.048412323	0.16251183	-0.26260185	35_5390	"Cluster: Hypothetical protein OJ1489_G03.9; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1489_G03.9 - Oryza sativa (japonica cultivar"	UniRef90_Q75KG7	CHR3V7|COORD:1466744..1468225| phosphoglycerate/bisphosphoglycerate mutase family protein	AT3G05170.1	CHR05V5|COORD:2378666..2380050|protein glycerolphosphate mutase, putative, expressed	LOC_Os05g04960.1	no descriptionvery weakly similar to (83.2)AT3G05170| Symbols:  | phosphoglycerate/bisphosphoglycerate mutase family protein | chr3:1466744-1468225 FORWARD	not assigned.no ontology	35_1

CUST_17206_PI403524517	2	0.19191313	0.3351612	0.40261316	-0.1919136	-0.53555775	-0.45307302	35_4973	"Cluster: Hypothetical protein P0426E02.5; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0426E02.5 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6YZN3	"CHR3V7|COORD:18606792..18608534| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G50130.1); similar to unknown protein [Arabidopsis thaliana]"	AT3G50150.1	CHR08V5|COORD:16177316..16174829|protein expressed protein	LOC_Os08g26820.1	" no descriptionvery weakly similar to (62.8)AT3G50150| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G50130.1); similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G50120.1); similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G50170.1); similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:BAD03197.1); similar to Os11g0543300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001068043.1); similar to Os04g0505400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001053253.1); contains InterPro domain Protein of unknown function DUF247, plant; (InterPro:IPR004158) | chr3:18606792-18608534 REVERSEDUF247 "	not assigned.unknown	35_2

CUST_45435_PI403524517	2	0.24335337	-0.2019229	0.045719147	-0.043843746	-0.18719912	0.043843746	35_13023	"Cluster: Os01g0193900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0193900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JPY1	CHR3|COORD:7551188..7553585| myb family transcription factor, contains Pfam profile: PF00249 myb-like DNA-binding domain	AT3G21440.1	CHR01V5|COORD:5025091..5033985|protein DIRP family protein, expressed	LOC_Os01g09760.1	no descriptionvery weakly similar to (69.3)AT3G21430| Symbols:  | DNA binding | chr3:7544806-7552847 REVERSE	not assigned.unknown	35_2

CUST_4029_PI399408534	2	-0.22768784	-0.062052727	0.21650791	-0.23654938	0.08372593	0.062051773	35_47562	"Cluster: Putative TAF13; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative TAF13 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5Z8E9	CHR1V7|COORD:581084..581919| transcription initiation factor IID (TFIID) 18 kDa subunit (TAFII-18) family protein	AT1G02680.1	CHR01V5|COORD:13273819..13276948|protein transcription initiation factor IID, 18kD subunit family protein, expressed	LOC_Os01g23630.1	no descriptionweakly similar to ( 136)AT1G02680| Symbols:  | transcription initiation factor IID (TFIID) 18 kDa subunit (TAFII-18) family protein | chr1:581084-581919 FORWARDnot assigned not assigned not assigned TFIID-18kDa TAF19	RNA.processing	27_1

CUST_29127_PI399408534	2	0.20709467	0.058441162	0.33500385	-0.058440685	-0.72571754	-0.30193424	35_29252	"Cluster: Cycloartenol-C-24-methyltransferase 1; n=4; Poaceae|Rep: Cycloartenol-C-24-methyltransferase 1 - Oryza sativa (Rice)"	UniRef90_Q6ZIX2	CHR5V7|COORD:4424051..4426869| SMT1 (STEROL METHYLTRANSFERASE 1)	AT5G13710.1	CHR07V5|COORD:5755007..5749182|protein cycloartenol-C-24-methyltransferase 1, putative, expressed	LOC_Os07g10600.2	 no descriptionvery weakly similar to (71.2)AT5G13710| Symbols: CPH, SMT1 | SMT1 (STEROL METHYLTRANSFERASE 1) | chr5:4424051-4426869 REVERSEvery weakly similar to (75.9)SMT1_ORYSA	hormone metabolism.brassinosteroid.synthesis-degradation.sterols.SMT	17_3_1_2_1

CUST_17983_PI404877155	2	-0.3445859	-0.07215357	0.07215357	0.26103258	0.34155226	-0.41574907	HVSMEb0005F19r2_at	lipase-like protein [Oryza sativa (japonica cultivar-group)]	NP_917262.1	lipase, putative	At2g31100.1	protein Lipase, putative	Os05g49840	NONE	lipid metabolism.lipid degradation.lipases	11_9_2

CUST_140254_PI403524517	2	0.027338028	-0.24383831	0.009162903	-0.009161949	-0.11124802	0.055858612	35_39331	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_32097_PI399408534	2	0.57373	-0.08025503	0.074204445	0.45697832	-0.07420492	-0.5667343	35_31423	"Cluster: Chloroplast RelA homologue 2; n=2; Oryza sativa (japonica cultivar-group)|Rep: Chloroplast RelA homologue 2 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q9AYT4	CHR3V7|COORD:5979874..5981974| RelA/SpoT domain-containing protein / calcium-binding EF-hand family protein	AT3G17470.1	CHR05V5|COORD:3585521..3589390|protein relA-SpoT like protein RSH4, putative, expressed	LOC_Os05g06890.1	no descriptionweakly similar to ( 108)AT3G17470| Symbols:  | RelA/SpoT domain-containing protein / calcium-binding EF-hand family protein | chr3:5979874-5981974 FORWARDnot assigned	signalling.calcium	30_3

CUST_11653_PI403524517	2	-0.010560989	0.26952934	0.010560989	0.017935753	-0.2643299	-0.11502457	35_3312	"Cluster: Myosin-like protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Myosin-like protein, putative, expressed - Oryza sativa (jap"	UniRef90_Q2QWJ9	"CHR1V7|COORD:20584245..20585373| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G14750.1); similar to myosin-like protein, putative, expressed"	AT1G55170.1	CHR12V5|COORD:4759860..4747015|protein myosin-like protein, putative, expressed	LOC_Os12g09089.2	" no descriptionmoderately similar to ( 201)AT1G55170| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G14750.1); similar to myosin-like protein, putative, expressed [Oryza sativa (japonica cultivar-group)] (GB:ABA96059.1); contains InterPro domain t-snare; (InterPro:IPR010989) | chr1:20584245-20585373 FORWARDvery weakly similar to (52.8)MFP1_TOBACMAR-binding filament-like protein 1-1 - Nicotiana tabacum (Common tobacco)not assigned not assigned MAD Smc SbcC PRK03918 COG1340 PRK02224 Myosin_tail_1 "	not assigned.unknown	35_2

CUST_1333_PI404877155	2	-0.025964737	-0.055371284	-0.021445274	0.02144432	0.023751259	0.076459885	Contig11440_at	putative ubiquitin-activating enzyme (alternative splicing product) [Oryza sativa (japonica cultivar-group)]	AAO65877.1	auxin-resistance protein AXR1 (AXR1)	At1g05180.2	protein putative ubiquitin-activating enzyme (alternative splicing product)	Os03g60550	"AUXIN RESISTANT 1;AUXIN RESISTANT PROTEIN 1;auxin-resistance protein AXR1 (AXR1), identical to SP:P42744 Auxin-resistance protein AXR1 {Arabidopsis thaliana}; contains Pfam profile PF00899: ThiF family; identical to cDNA  ubiquitin activating enzyme E1-re"	hormone metabolism.auxin.signal transduction	17_2_2

CUST_17220_PI403524517	2	-0.16805172	0.03549862	0.0109882355	-0.1259098	0.016358376	-0.0109882355	35_4976	Rep: H0818E04.17 protein - Oryza sativa (Rice)	UniRef90_Q01JG6	CHR5V7|COORD:2941865..2943325| pentatricopeptide (PPR) repeat-containing protein	AT5G09450.1	CHR04V5|COORD:22213100..22215671|protein expressed protein	LOC_Os04g37720.1	no descriptionmoderately similar to ( 343)AT5G09450| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr5:2941865-2943325 FORWARDvery weakly similar to (53.1)RF1_ORYSA	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_57329_PI403524517	2	0.33362818	-0.79094267	-0.2145729	0.20956373	-0.20956421	0.46489096	35_16350	Rep: Nicotianamine synthase 9 - Hordeum vulgare (Barley)	UniRef90_Q9XFB7	CHR1V7|COORD:21140688..21141662| nicotianamine synthase, putative	AT1G56430.1	CHR07V5|COORD:29321408..29323028|protein nicotianamine synthase 3, putative, expressed	LOC_Os07g48980.1	 no descriptionmoderately similar to ( 275)AT1G56430| Symbols:  | nicotianamine synthase, putative | chr1:21140688-21141662 FORWARDhighly similar to ( 594)NAS9_HORVUNicotianamine synthase 9 - Hordeum vulgare (Barley)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned NAS PRK07764 PRK12678 PRK12323 PRK07003 Herpes_BLLF1 DUF566 HPC2 Atrophin-1 infB AF-4 APC_basic Pneumo_att_G Totivirus_coat Extensin_2 Metaviral_G Tymo_45kd_70kd STOP KAR9 	metal handling.binding, chelation and storage	15_2

CUST_21956_PI403524517	2	0.029213905	-0.9811716	-0.029214859	0.23663902	0.26380062	-0.19833183	35_6378	"Cluster: Putative hydroxymethylglutaryl coenzyme A synthase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative hydroxymethylglutaryl coenzyme A synthase"	UniRef90_Q64MA9	CHR4V7|COORD:7109118..7111895| BAP1 (hydroxymethylglutaryl-CoA synthase)	AT4G11820.2	CHR09V5|COORD:20366837..20370873|protein hydroxymethylglutaryl-CoA synthase, putative, expressed	LOC_Os09g34960.1	 no descriptionmoderately similar to ( 382)AT4G11820| Symbols: HMGS, MVA1, BAP1 | BAP1 (hydroxymethylglutaryl-CoA synthase) | chr4:7109118-7111895 REVERSEnot assigned HMG_CoA_synt_N PksG init_cond_enzymes HMG_CoA_synt_C PRK04262 	secondary metabolism.isoprenoids.mevalonate pathway.HMG-CoA synthase	16_1_2_2

CUST_23486_PI403524517	2	0.059122086	0.021201134	0.09450722	-0.04779339	-0.10826969	-0.021201134	35_6825	"Cluster: Hypothetical protein P0419H03.39; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0419H03.39 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6ET41	CHR5V7|COORD:19390239..19391526| similar to hypothetical protein MtrDRAFT_AC150207g26v1 [Medicago truncatula] (GB:ABD32636.1)	AT5G47830.1	CHR02V5|COORD:3194141..3191312|protein expressed protein	LOC_Os02g06390.1	no descriptionweakly similar to ( 140)AT5G47830| Symbols:  | similar to hypothetical protein MtrDRAFT_AC150207g26v1 [Medicago truncatula] (GB:ABD32636.1) | chr5:19390239-19391526 REVERSE	not assigned.unknown	35_2

CUST_17054_PI403524517	2	-0.08302212	0.4270277	0.06223488	-0.08572197	-0.062233925	0.07244396	35_4930	"Cluster: Endonuclease/exonuclease/phosphatase family protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Endonuclease/exonuclease/phosphatase family"	UniRef90_Q5ZE24	CHR5V7|COORD:3621584..3625413| endonuclease/exonuclease/phosphatase family protein	AT5G11350.1	CHR01V5|COORD:24489420..24482495|protein endonuclease/Exonuclease/phosphatase family protein, expressed	LOC_Os01g42490.3	no descriptionweakly similar to ( 150)AT5G11350| Symbols:  | endonuclease/exonuclease/phosphatase family protein | chr5:3621584-3625413 FORWARDnot assigned not assigned Exo_endo_phos	DNA.synthesis/chromatin structure	28_1

CUST_181994_PI403524517	2	-0.09550285	0.06503868	0.054288864	-0.05168438	-0.06501007	0.051685333	35_50597	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_162183_PI403524517	2	0.028466225	-0.028465748	-0.15824747	0.35914087	0.04297304	-0.45734835	35_45238	"Cluster: Putative somatic embryogenesis protein kinase 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative somatic embryogenesis protein kinase 1 - Ory"	UniRef90_Q9FP13	"CHR5V7|COORD:5224267..5227006| NIK1 (NSP-INTERACTING KINASE 1); kinase"	AT5G16000.1	CHR06V5|COORD:9314992..9322904|protein BRASSINOSTEROID INSENSITIVE 1-associated receptor kinase 1 precursor, putative, expressed	LOC_Os06g16330.1	"no descriptionweakly similar to ( 185)AT5G16000| Symbols: NIK1 | NIK1 (NSP-INTERACTING KINASE 1); kinase | chr5:5224267-5227006 FORWARDvery weakly similar to (62.8)RPK1_IPONIReceptor-like protein kinase precursor - Ipomoea nil (Japanese morning glory) (Pharbitis nil)"	stress.biotic	20_1

CUST_23109_PI403524517	2	-0.096380234	-0.026856422	0.026856422	0.31593037	0.42316818	-0.39326382	35_6719	"Cluster: Patatin-like phospholipase domain containing protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Patatin-like phospholipase domain containin"	UniRef90_Q653V2	"CHR2V7|COORD:16382133..16383741| PLA IIB/PLP6 (Patatin-like protein 6); nutrient reservoir"	AT2G39220.1	CHR06V5|COORD:28109953..28108238|protein patatin-like phospholipase family protein, expressed	LOC_Os06g46350.1	" no descriptionweakly similar to ( 141)AT2G39220| Symbols: PLP6, PLA IIB | PLA IIB/PLP6 (Patatin-like protein 6); nutrient reservoir | chr2:16382133-16383741 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12678 PRK12323 Tymo_45kd_70kd Atrophin-1 PRK07764 TT_ORF1 PRK07003 Gag_spuma DUF1777 "	development.storage proteins	33_1

CUST_36335_PI403524517	2	0.20107222	0.51359606	-0.20107174	-0.6006017	-0.62255764	2.3098526	35_10479	"Cluster: DnaJ domain containing protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: DnaJ domain containing protein, expressed - Oryza sativa (j"	UniRef90_Q10MW6	CHR3V7|COORD:2737594..2740270| DNAJ heat shock N-terminal domain-containing protein	AT3G08970.1	CHR03V5|COORD:10183850..10189337|protein heat shock protein binding protein, putative, expressed	LOC_Os03g18200.2	no descriptionweakly similar to ( 162)AT3G08970| Symbols:  | DNAJ heat shock N-terminal domain-containing protein | chr3:2737594-2740270 FORWARD	stress.abiotic.heat	20_2_1

CUST_19578_PI399408534	2	-0.056922436	-0.35202408	-0.19593573	0.056922436	0.08148956	1.2939901	35_11015	"Cluster: Os04g0295100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os04g0295100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JEC5	"CHR1V7|COORD:1291349..1291804| EMB1687 (EMBRYO DEFECTIVE 1687); ribonuclease P"	AT1G04635.1	CHR04V5|COORD:12935196..12931044|protein rpp14 family protein, expressed	LOC_Os04g22870.1	"no descriptionweakly similar to ( 152)AT1G04635| Symbols: EMB1687 | EMB1687 (EMBRYO DEFECTIVE 1687); ribonuclease P | chr1:1291349-1291804 FORWARDnot assigned RNase_P_Rpp14 POP5"	RNA.processing.ribonucleases	27_1_19

CUST_1426_PI403524517	2	0.11446667	0.01894188	-0.11425114	0.051416397	-0.05935192	-0.01894188	35_377	Rep: Lycopene beta-cyclase - Zea mays (Maize)	UniRef90_Q84VG9	"CHR3V7|COORD:3164345..3165850| LYC (LYCOPENE CYCLASE); lycopene beta cyclase"	AT3G10230.1	CHR02V5|COORD:5030379..5028560|protein lycopene beta cyclase, chloroplast precursor, putative, expressed	LOC_Os02g09750.1	 no descriptionmoderately similar to ( 434)AT3G10230| Symbols: LYC | LYC (LYCOPENE CYCLASE) | chr3:3164345-3165454 REVERSEmoderately similar to ( 425)LCYB_CAPANLycopene beta cyclase, chloroplast/chromoplast precursor - Capsicum annuum (Bell pepper)Lycopene_cycl 	secondary metabolism.isoprenoids.carotenoids.lycopene beta cyclase	16_1_4_5

CUST_17793_PI404877155	2	-0.29061604	-0.4837284	-0.050757885	0.05075836	2.7869549	1.0007625	HV12J02u_s_at	MATE efflux family protein [Arabidopsis thaliana]	NP_564588.2	MATE efflux family protein	At1g51340.2	protein MATE efflux family protein, putative	Os03g11730	gi|19386721|dbj|BAB86103.1| P0678F11.10	transport.misc	34_99

CUST_84365_PI403524517	2	0.22351074	-0.277102	0.046849728	-0.046849728	0.10187912	-0.6343126	35_24173	"Cluster: Os08g0533300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os08g0533300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J456	"CHR1V7|COORD:25961506..25963742| ACR4 (ACT REPEAT 4); amino acid binding"	AT1G69040.2	CHR08V5|COORD:26439536..26442049|protein ACR5, putative, expressed	LOC_Os08g42080.1	"no descriptionweakly similar to ( 161)AT1G69040| Symbols: ACR4 | ACR4 (ACT REPEAT 4); amino acid binding | chr1:25961506-25963742 FORWARDACT_ACR_1 ACT_UUR-ACR-like PRK05092 ACT_ACR-UUR-like_2 ACT_ACR_2"	not assigned.no ontology	35_1

CUST_6801_PI403524517	2	0.0034599304	-0.20834732	0.053056717	-0.05087757	0.013495445	-0.0034599304	35_1888	"Cluster: Pollen Ole e 1 allergen and extensin family protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Pollen Ole e 1 allergen and extensin family"	UniRef90_Q6Z841	CHR5V7|COORD:22300128..22301477| pollen Ole e 1 allergen and extensin family protein	AT5G54855.1	CHR02V5|COORD:12633503..12630040|protein expressed protein	LOC_Os02g21280.1	no descriptionweakly similar to ( 197)AT5G54855| Symbols:  | pollen Ole e 1 allergen and extensin family protein | chr5:22300128-22301477 FORWARD	stress.abiotic.unspecified	20_2_99

CUST_71876_PI403524517	2	0.14094353	-0.10354614	-0.17496967	0.14420223	0.093333244	-0.093333244	35_20605	"Cluster: Os10g0509200 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os10g0509200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IWH2	CHR2V7|COORD:19279496..19280925| plastid-lipid associated protein PAP / fibrillin family protein	AT2G46910.1	CHR09V5|COORD:2548092..2551813|protein plastid-lipid-associated protein 2, chloroplast precursor, putative, expressed	LOC_Os09g04790.1	no descriptionmoderately similar to ( 277)AT2G46910| Symbols:  | plastid-lipid associated protein PAP / fibrillin family protein | chr2:19279496-19280925 FORWARDnot assigned PAP_fibrillin PRK07764 PRK12678	cell.organisation	31_1

CUST_14395_PI403524517	2	0.01188755	-0.026515007	0.108924866	0.115169525	-0.03594494	-0.01188755	35_4135	"Cluster: Similar to stem rust resistance protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Similar to stem rust resistance protein - Oryza sativa (japon"	UniRef90_Q53QA3	CHR4V7|COORD:11383895..11387147| S-locus protein kinase, putative	AT4G21370.1	CHR11V5|COORD:9673120..9666331|protein protein kinase domain containing protein	LOC_Os11g17380.1	 no descriptionvery weakly similar to (51.6)AT4G21370| Symbols:  | S-locus protein kinase, putative | chr4:11383895-11387147 REVERSEnot assigned Pkinase S_TKc S_TKc 	protein.postranslational modification	29_4

CUST_8260_PI399408534	2	-0.1701746	0.38472366	-0.08135128	0.19013786	-0.14383888	0.081352234	35_21209	Rep: Os02g0787300 protein - Oryza sativa (japonica cultivar-group)	UniRef90_Q0DWY3	"CHR1V7|COORD:19158243..19159343| ATMKK4 (MITOGEN-ACTIVATED PROTEIN KINASE KINASE 4); MAP kinase kinase/ kinase"	AT1G51660.1	CHR02V5|COORD:33438079..33436200|protein OsMKK4 - putative MAPKK based on amino acid sequence homology, expressed	LOC_Os02g54600.1	" no descriptionweakly similar to ( 109)AT1G51660| Symbols: MKK4, ATMKK4 | ATMKK4 (MITOGEN-ACTIVATED PROTEIN KINASE KINASE 4); MAP kinase kinase/ kinase | chr1:19158243-19159343 FORWARDvery weakly similar to (55.5)M2K1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase SPS1 "	signalling.MAP kinases	30_6

CUST_173400_PI403524517	2	-0.2936344	-0.010476112	0.010476112	0.19486904	-0.21321249	0.020213127	35_48281	Rep: Putative nuclease - Hordeum vulgare (Barley)	UniRef90_Q9ARD4	CHR1V7|COORD:25600381..25601927| bifunctional nuclease, putative	AT1G68290.1	CHR04V5|COORD:33034849..33037559|protein nuclease PA3, putative, expressed	LOC_Os04g55850.3	 no descriptionweakly similar to ( 111)AT4G21585| Symbols:  | bifunctional nuclease, putative | chr4:11478000-11479965 FORWARDS1-P1_nuclease 	DNA.synthesis/chromatin structure	28_1

CUST_18935_PI403524517	2	-0.1287365	0.5049586	0.8651953	-0.06595898	0.06595898	-0.60390854	35_5485	"Cluster: Os01g0900900 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0900900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JGV7	CHR3V7|COORD:21427313..21428786| OTU-like cysteine protease family protein	AT3G57810.2	CHR01V5|COORD:39546305..39543428|protein OTU-like cysteine protease family protein, expressed	LOC_Os01g67490.2	no descriptionweakly similar to ( 169)AT3G57810| Symbols:  | OTU-like cysteine protease family protein | chr3:21427313-21428786 FORWARDnot assigned OTU	protein.degradation.cysteine protease	29_5_3

CUST_158590_PI403524517	2	0.21270561	-0.20570755	-0.084955215	0.084955215	-0.2643819	1.5189109	35_44271	"Cluster: PREDICTED: similar to Protein cappuccino; n=1; Apis mellifera|Rep: PREDICTED: similar to Protein cappuccino - Apis mellifera"	UniRef90_UPI0000DB6FAC	CHR3V7|COORD:6736388..6738336| late embryogenesis abundant protein-related / LEA protein-related	AT3G19430.1	CHR03V5|COORD:3862749..3862120|protein sulfated surface glycoprotein 185 precursor, putative	LOC_Os03g07640.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_64902_PI403524517	2	0.040471077	0.24150085	0.074061394	-0.2355299	-0.18783283	-0.040471077	35_18531	"Cluster: Hypothetical protein OSJNBa0026E05.20; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0026E05.20 - Oryza sativa (japonica"	UniRef90_Q6YXX1	CHR2V7|COORD:8012367..8014849| protein kinase family protein	AT2G18470.1	CHR02V5|COORD:2041370..2044121|protein conserved hypothetical protein	LOC_Os02g04570.1	no description	not assigned.unknown	35_2

CUST_15376_PI399408534	2	-1.2301469	0.81105995	-1.3789511	2.2450066	1.4481468	-0.811059	35_17795	"Cluster: Hypothetical protein B1153F04.11; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1153F04.11 - Oryza sativa (japonica"	UniRef90_Q94D75	CHR3V7|COORD:3096585..3097880| transcription factor	AT3G10040.1	CHR01V5|COORD:12073984..12076185|protein expressed protein	LOC_Os01g21590.1	no descriptionvery weakly similar to (62.4)AT3G10040| Symbols:  | transcription factor | chr3:3096585-3097880 REVERSEnot assigned not assigned not assigned PRK07003 PRK12323 PRK07764 PRK12678	RNA.regulation of transcription.Trihelix, Triple-Helix transcription factor family	27_3_30

CUST_73628_PI403524517	2	0.060890675	-0.06881666	0.47839737	-0.060890198	-0.17245293	3.0222902	35_21112	"Cluster: Hypothetical protein P0452F04.40; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0452F04.40 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6K7P6	CHR3V7|COORD:6965677..6967108| binding	AT3G19990.1	CHR02V5|COORD:35589744..35597741|protein transposon protein, putative, Ac/Ds sub-class	LOC_Os02g58170.1	no descriptionmoderately similar to ( 258)AT3G19990| Symbols:  | binding | chr3:6965677-6967108 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12678 PRK07003 Herpes_BLLF1 DUF566 HPC2 PRK12323 PRK07764 APC_basic Pneumo_att_G PRK08770 Tymo_45kd_70kd TT_ORF1 Atrophin-1 Herpes_gp2 DUF1752	not assigned.unknown	35_2

CUST_11969_PI403524517	2	0.09555149	-0.09789944	0.09280968	0.015079498	-0.015079498	-0.016237259	35_3405	"Cluster: Monothiol glutaredoxin-S7, chloroplast precursor; n=1; Oryza sativa|Rep: Monothiol glutaredoxin-S7, chloroplast precursor - Oryza sativa (Rice)"	UniRef90_Q851Y7	CHR3V7|COORD:20352828..20353349| CXIP1 (CAX INTERACTING PROTEIN 1)	AT3G54900.1	CHR03V5|COORD:35769292..35771503|protein OsGrx_S14 - glutaredoxin subgroup II, expressed	LOC_Os03g63420.1	no descriptionweakly similar to ( 170)AT3G54900| Symbols: CXIP1 | CXIP1 (CAX INTERACTING PROTEIN 1) | chr3:20352828-20353349 REVERSEnot assigned not assigned not assigned GRX_PICOT_like COG0278 PRK10824 GRX_family Glutaredoxin GRX_GRXh_1_2_like PRK07764	redox.glutaredoxins	21_4

CUST_134176_PI403524517	2	-0.21884489	0.25545502	0.107806206	-0.107806206	0.339561	-0.63824034	35_37653	"Cluster: Putative amino acid transporter; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative amino acid transporter - Oryza sativa (japonica cultivar-gro"	UniRef90_Q84TX7	"CHR3V7|COORD:3758529..3760109| ANT1 (AROMATIC AND NEUTRAL TRANSPORTER 1); amino acid permease/ amino acid transporter"	AT3G11900.1	CHR03V5|COORD:34210250..34212001|protein ANT1, putative, expressed	LOC_Os03g60260.1	"no descriptionweakly similar to ( 150)AT3G11900| Symbols: ANT1 | ANT1 (AROMATIC AND NEUTRAL TRANSPORTER 1); amino acid permease/ amino acid transporter | chr3:3758529-3760109 FORWARDnot assigned not assigned not assigned not assigned not assigned Aa_trans SdaC PRK07003"	transport.amino acids	34_3

CUST_23224_PI403524517	2	0.16827297	-0.13061428	-0.048021317	0.08304882	-0.01088047	0.01088047	35_6750	"Cluster: QUAKING isoform 5-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: QUAKING isoform 5-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5N8G9	CHR3V7|COORD:2617931..2620320| KH domain-containing protein	AT3G08620.1	CHR01V5|COORD:38835972..38840465|protein nucleic acid binding protein, putative, expressed	LOC_Os01g66300.1	no descriptionweakly similar to ( 105)AT4G26480| Symbols:  | KH domain-containing protein | chr4:13372893-13378398 REVERSEnot assigned SF1_like-KH	not assigned.no ontology	35_1

CUST_95917_PI403524517	2	-0.1808033	-0.019643784	0.087509155	0.019643784	-0.036156654	0.665061	35_27405	"Cluster: Putative receptor-like protein kinase; n=2; Oryza sativa|Rep: Putative receptor-like protein kinase - Oryza sativa (Rice)"	UniRef90_Q7G6W1	CHR2V7|COORD:17485136..17487430| curculin-like (mannose-binding) lectin family protein / PAN domain-containing protein	AT2G41890.1	CHR10V5|COORD:78971..81917|protein receptor-like protein kinase, putative, expressed	LOC_Os10g01100.1	no descriptionvery weakly similar to (59.7)AT2G41890| Symbols:  | curculin-like (mannose-binding) lectin family protein / PAN domain-containing protein | chr2:17485136-17487430 REVERSEvery weakly similar to (68.9)KPRO_MAIZEPutative receptor protein kinase ZmPK1 precursor - Zea mays (Maize)	misc.myrosinases-lectin-jacalin	26_16

CUST_127071_PI403524517	2	-1.8027067	-1.9280238	-0.16355324	1.9720745	0.16355276	0.67356396	35_35750	"Cluster: Os01g0128100 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0128100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JR05	CHR1V7|COORD:25600381..25601927| bifunctional nuclease, putative	AT1G68290.1	CHR01V5|COORD:1563356..1559414|protein nuclease PA3, putative, expressed	LOC_Os01g03740.1	 no descriptionweakly similar to ( 124)AT1G68290| Symbols:  | bifunctional nuclease, putative | chr1:25600381-25601927 FORWARDS1-P1_nuclease 	DNA.synthesis/chromatin structure	28_1

CUST_132426_PI403524517	2	0.026478767	-0.387352	-0.05138874	0.053341866	0.0076379776	-0.0076379776	35_37190	"Cluster: OSJNBa0004B13.8 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0004B13.8 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q9ARZ0	"CHR1V7|COORD:6774928..6777083| GAMMA CA1 (GAMMA CARBONIC ANHYDRASE 1); carbonate dehydratase"	AT1G19580.1	CHR01V5|COORD:10115989..10120593|protein transcription factor APFI, putative, expressed	LOC_Os01g18070.1	no description	not assigned.unknown	35_2

CUST_2765_PI403524517	2	-0.09123421	0.31872177	-0.019667625	0.019667625	-0.06085968	0.07638264	35_755	"Cluster: Putative zinc dependent protease; n=1; Trifolium pratense|Rep: Putative zinc dependent protease - Trifolium pratense (Red clover)"	UniRef90_Q2PEV7	"CHR2V7|COORD:13181769..13184141| VAR2 (VARIEGATED 2); ATP-dependent peptidase/ ATPase/ metallopeptidase/ zinc ion binding"	AT2G30950.1	CHR06V5|COORD:27727318..27723567|protein OsFtsH2 - Oryza sativa FtsH protease, homologue of AtFtsH2/8, expressed	LOC_Os06g45820.1	" no descriptionhighly similar to ( 945)AT2G30950| Symbols: FTSH2, VAR2 | VAR2 (VARIEGATED 2); ATP-dependent peptidase/ ATPase/ metallopeptidase/ zinc ion binding | chr2:13181769-13184141 FORWARDmoderately similar to ( 474)FTSH_TOBACCell division protease ftsH homolog, chloroplast precursor - Nicotiana tabacum (Common tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned HflB hflB RPT1 PRK03992 Peptidase_M41 AAA SpoVK COG1223 FtsH_ext AAA COG0714 PRK04195 AAA TIP49 Lon MGS1 PRK12323 "	protein.degradation.metalloprotease	29_5_7

CUST_26418_PI399408534	2	0.043943405	0.22197247	0.15808487	-0.23526287	-0.04394245	-0.1739254	35_1253	"Cluster: Putative poly(A) binding protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative poly(A) binding protein - Oryza sativa (japonica cultivar-g"	UniRef90_Q6Z7V3	"CHR5V7|COORD:20796986..20798467| ATPABN1/PABN1 (polyadenylate-binding protein 1); RNA binding"	AT5G51120.1	CHR02V5|COORD:31914733..31910238|protein polyadenylate-binding protein 2, putative, expressed	LOC_Os02g52140.2	no descriptionweakly similar to ( 155)AT5G10350| Symbols:  | polyadenylate-binding protein family protein / PABP family protein | chr5:3255675-3257747 REVERSEnot assigned RRM RRM_1 COG0724	RNA.processing	27_1

CUST_177781_PI403524517	2	0.024651527	0.446023	-0.03122139	-0.009222984	-0.04011631	0.009222984	35_49449	Rep: 60S ribosomal protein L22 - Drosophila melanogaster (Fruit fly)	UniRef90_P50887	CHR1V7|COORD:9720949..9723962| U-box domain-containing protein	AT1G27910.1	CHR01V5|COORD:39553422..39549117|protein ubiquitin-protein ligase, putative, expressed	LOC_Os01g67500.3	no description	not assigned.unknown	35_2

CUST_3497_PI403524517	2	-0.0070266724	0.4183035	0.0070257187	-0.17117119	-0.17516232	0.12814331	35_954	"Cluster: Hypothetical protein OSJNBa0035J16.16; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0035J16.16 - Oryza sativa (japonica"	UniRef90_Q6ATX8	"CHR4V7|COORD:8843659..8845503| similar to glutamate binding  [Arabidopsis thaliana] (TAIR:AT1G03070.1); similar to Os05g0402300 [Oryza sativa (japonica"	AT4G15470.1	CHR05V5|COORD:19507583..19505247|protein transmembrane BAX inhibitor motif-containing protein 4, putative, expressed	LOC_Os05g33360.1	"no descriptionmoderately similar to ( 268)AT4G15470| Symbols:  | similar to glutamate binding  [Arabidopsis thaliana] (TAIR:AT1G03070.1); similar to Os05g0402300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001055493.1); similar to putative receptor associated protein [Capsicum chinense] (GB:CAI53895.2); contains InterPro domain Protein of unknown function UPF0005; (InterPro:IPR006214) | chr4:8843659-8845503 FORWARDvery weakly similar to (54.7)BI1_ORYSAnot assigned not assigned not assigned not assigned not assigned COG0670 UPF0005 PRK10447"	not assigned.no ontology	35_1

CUST_167199_PI403524517	2	-0.1250639	-0.0886631	-0.15727329	0.16481447	0.08866358	2.3810606	35_46573	Rep: Expressed sequence tag - Hordeum vulgare (Barley)	UniRef90_O23984	"CHR4V7|COORD:8048008..8050016| SHM4 (SERINE HYDROXYMETHYLTRANSFERASE 4); glycine hydroxymethyltransferase"	AT4G13930.1	CHR11V5|COORD:14936442..14939777|protein serine hydroxymethyltransferase, mitochondrial precursor, putative, expressed	LOC_Os11g26860.1	"no descriptionvery weakly similar to (60.5)AT4G13930| Symbols: SHM4 | SHM4 (SERINE HYDROXYMETHYLTRANSFERASE 4); glycine hydroxymethyltransferase | chr4:8048008-8050016 REVERSE"	PS.photorespiration.serine hydroxymethyltransferase	1_2_5

CUST_104536_PI403524517	2	0.6871605	-0.62096405	-0.114460945	0.5739298	-0.2807722	0.11446047	35_29792	0	0	"CHR1V7|COORD:8643750..8645615| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G15310.1); similar to Os01g0180200 [Oryza sativa (japonica"	AT1G24370.1	CHR07V5|COORD:22074147..22075069|protein transposon protein, putative, Pong sub-class	LOC_Os07g36850.1	no description	not assigned.unknown	35_2

CUST_6882_PI403524517	2	0.0063667297	0.26187515	0.036413193	-0.21693802	-0.23912048	-0.006365776	35_1909	Rep: Asparaginyl endopeptidase REP-2 - Oryza sativa (japonica cultivar-group)	UniRef90_Q8GS39	"CHR1V7|COORD:23227735..23230522| BETA-VPE (vacuolar processing enzyme beta); cysteine-type endopeptidase"	AT1G62710.1	CHR02V5|COORD:25895049..25884572|protein vacuolar processing enzyme, beta-isozyme precursor, putative, expressed	LOC_Os02g43010.1	" no descriptionhighly similar to ( 655)AT1G62710| Symbols: BETAVPE, BETA-VPE | BETA-VPE (vacuolar processing enzyme beta); cysteine-type endopeptidase | chr1:23227735-23230522 REVERSEhighly similar to ( 639)VPE_RICCOVacuolar-processing enzyme precursor - Ricinus communis (Castor bean)not assigned not assigned not assigned Peptidase_C13 GPI8 "	protein.targeting.secretory pathway.vacuole	29_3_4_3

CUST_26709_PI403524517	2	0.0	-0.063334465	0.1833973	-0.013325691	0.0	0.068216324	35_7739	"Cluster: Os11g0132700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os11g0132700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IUV5	CHR3V7|COORD:21077309..21080322| aladin-related / adracalin-related	AT3G56900.1	CHR12V5|COORD:1408433..1404136|protein cytochrome cd1-nitrite reductase-like, C-terminal haem d1, putative, expressed	LOC_Os12g03540.1	no descriptionweakly similar to ( 184)AT3G56900| Symbols:  | aladin-related / adracalin-related | chr3:21077309-21080322 FORWARDnot assigned	not assigned.no ontology	35_1

CUST_81275_PI403524517	2	0.053801537	0.2558651	0.041240692	-0.1140852	-0.1184597	-0.041240692	35_23313	"Cluster: Hypothetical protein P0453E03.109; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0453E03.109 - Oryza sativa (japonica cultivar"	UniRef90_Q8H2U6	CHR3V7|COORD:21221061..21221651| similar to Os07g0661700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001060540.1)	AT3G57320.1	CHR07V5|COORD:27922964..27920548|protein expressed protein	LOC_Os07g46710.3	no description	not assigned.unknown	35_2

CUST_39289_PI403524517	2	0.31535625	-0.17406654	-0.086146355	-0.040093422	0.040094376	0.11444569	35_11299	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2R240	"CHR1|COORD:20304793..20307552| expressed protein, similar to expressed protein [Arabidopsis thaliana] (TAIR:At3g03970.1); similar to expressed protein"	AT1G54385.2	CHR11V5|COORD:21405019..21407944|protein expressed protein	LOC_Os11g37100.1	no descriptionvery weakly similar to (57.8)AT1G54385| Symbols:  | binding | chr1:20304956-20306715 REVERSE	not assigned.unknown	35_2

CUST_7197_PI403524517	2	-0.10411835	-0.6693244	0.10411787	0.3380108	0.14999342	-0.21498775	35_1997	Rep: Putative hydrolase - Oryza sativa (Rice)	UniRef90_Q8SAY9	CHR4V7|COORD:1035722..1037403| epoxide hydrolase, putative	AT4G02340.1	CHR03V5|COORD:34767878..34764415|protein epoxide hydrolase 2, putative, expressed	LOC_Os03g61360.1	 no descriptionvery weakly similar to (75.5)AT4G02340| Symbols:  | epoxide hydrolase, putative | chr4:1035722-1037403 FORWARDnot assigned 	misc.misc2	26_1

CUST_47_PI404877155	2	1.0197449	0.016942024	-0.80331993	-0.21551704	-0.016942501	0.23498678	AF474072_CDS-1_at	similar to putative receptor protein kinase from  A. thaliana [Hordeum vulgare subsp. vulgare]	AAM13439.1	leucine-rich repeat family protein / protein kinase family protein	At1g56140.1	protein Protein kinase domain, putative	Os04g56360	"protein kinase family protein, contains protein kinase domain, Pfam:PF00069; similar to receptor-like serine/threonine kinase GI:2465923 from (Arabidopsis thaliana)"	signalling.receptor kinases.leucine rich repeat VIII-2	30_2_8_2

CUST_31845_PI403524517	2	0.19880104	-0.25471973	-0.19529057	-0.06276226	0.06276226	0.38936424	35_9187	"Cluster: Putative growth-regulating factor 1; n=1; Sorghum bicolor|Rep: Putative growth-regulating factor 1 - Sorghum bicolor (Sorghum) (Sorghum vulgare)"	UniRef90_Q8W0U7	"CHR5V7|COORD:114184..116236| similar to proline-rich family protein [Arabidopsis thaliana] (TAIR:AT3G09000.1); similar to Os01g0141900 [Oryza"	AT5G01280.1	CHR06V5|COORD:5299278..5300570|protein growth-regulating factor 1, putative	LOC_Os06g10310.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_13019_PI403524517	2	0.012225151	0.22150898	0.29405594	-0.0524292	-0.054504395	-0.012225151	35_3724	Rep: Katanin - Oryza sativa (japonica cultivar-group)	UniRef90_Q7XXR9	CHR2V7|COORD:14567345..14569774| katanin, putative	AT2G34560.2	CHR01V5|COORD:32133810..32138713|protein katanin p60 ATPase-containing subunit A-like 1, putative, expressed	LOC_Os01g55260.1	 no descriptionmoderately similar to ( 483)AT2G34560| Symbols:  | katanin, putative | chr2:14567345-14569774 FORWARDweakly similar to ( 182)CDC48_SOYBNCell division cycle protein 48 homolog - Glycine max (Soybean)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned SpoVK RPT1 PRK03992 AAA HflB COG1223 hflB AAA AAA COG0714 	protein.degradation.ubiquitin.proteasom	29_5_11_20

CUST_6582_PI403524517	2	0.02063179	0.33166122	-0.020632744	-0.047286987	-0.024837494	0.067147255	35_1826	Rep: VIP2 protein - Avena fatua (Wild oats)	UniRef90_Q9M4C5	CHR3V7|COORD:1609442..1612139| transcription factor, putative / zinc finger (C3HC4 type RING finger) family protein	AT3G05545.1	CHR05V5|COORD:3173789..3167813|protein VIP2 protein, putative, expressed	LOC_Os05g06270.1	 no descriptionmoderately similar to ( 222)AT3G05545| Symbols:  | transcription factor, putative / zinc finger (C3HC4 type RING finger) family protein | chr3:1609442-1612139 FORWARDnot assigned 	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_5830_PI403524517	2	0.0747776	0.03255844	0.18087006	-0.1088171	-0.032559395	-0.07479668	35_1609	"Cluster: Putative RNA-binding protein homolog; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative RNA-binding protein homolog - Oryza sativa (japonica cu"	UniRef90_Q5JM05	CHR3V7|COORD:6601472..6603715| RNA-binding protein, putative	AT3G19090.1	CHR01V5|COORD:32069642..32064904|protein RNA binding protein, putative, expressed	LOC_Os01g55170.1	no descriptionweakly similar to ( 129)AT5G46250| Symbols:  | RNA recognition motif (RRM)-containing protein | chr5:18772615-18774950 FORWARDnot assigned not assigned LA La	RNA.RNA binding	27_4

CUST_150897_PI403524517	2	-0.008936882	0.02690506	-0.068154335	0.008936882	-0.15860748	0.07680321	35_42206	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_155728_PI403524517	2	0.11482525	0.14881754	0.024177074	-0.26192904	-0.5036483	-0.024177074	35_43498	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_45945_PI403524517	2	-0.025719643	-0.55478907	0.46230793	-0.098002434	0.025719643	3.3829823	35_13162	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_103276_PI403524517	2	0.08766079	0.302166	0.007943153	-0.2610979	-0.11557865	-0.007943153	35_29450	0	0		0	CHR06V5|COORD:25681278..25679949|protein zinc finger, C3HC4 type family protein, expressed	LOC_Os06g42700.1	no description	not assigned.unknown	35_2

CUST_58404_PI403524517	2	0.23242092	-0.3301878	0.027443886	-0.027443886	-0.11955261	0.07578182	35_16657	"Cluster: Putative 1-acyl-sn-glycerol-3-phosphate acyltransferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative 1-acyl-sn-glycerol-3-phosphate acylt"	UniRef90_Q8GVN6	CHR5V7|COORD:24384492..24386873| phospholipid/glycerol acyltransferase family protein	AT5G60620.1	CHR07V5|COORD:20810850..20806339|protein 1-acyl-sn-glycerol-3-phosphate acyltransferase zeta precursor, putative, expressed	LOC_Os07g34730.1	no descriptionvery weakly similar to (62.0)AT5G60620| Symbols:  | phospholipid/glycerol acyltransferase family protein | chr5:24384492-24386873 FORWARD	not assigned.no ontology	35_1

CUST_181232_PI403524517	2	0.068376064	0.33663368	0.09492874	-0.17575169	-0.06837559	-0.103452206	35_50398	"Cluster: Os06g0472700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0472700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DC85	CHR5V7|COORD:25819020..25820924| loricrin-related	AT5G64550.1	CHR06V5|COORD:15764626..15759988|protein WRKY transcription factor 19, putative, expressed	LOC_Os06g27830.1	no descriptionweakly similar to ( 117)AT5G64550| Symbols:  | loricrin-related | chr5:25819020-25820924 REVERSE	stress.biotic	20_1

CUST_101296_PI403524517	2	-0.2434001	0.045395374	-0.007750988	0.007750988	-0.7141075	1.137692	35_28910	"Cluster: RNA-directed RNA polymerase 2; n=1; Hordeum vulgare subsp. vulgare|Rep: RNA-directed RNA polymerase 2 - Hordeum vulgare var. distichum (Two-rowed barle"	UniRef90_Q6RFH9	"CHR1V7|COORD:5094312..5097812| RDR1 (RNA-DEPENDENT RNA POLYMERASE 1); RNA-directed RNA polymerase/ nucleic acid binding"	AT1G14790.1	0	0	" no descriptionweakly similar to ( 105)AT1G14790| Symbols: ATRDRP1, RDR1 | RDR1 (RNA-DEPENDENT RNA POLYMERASE 1); RNA-directed RNA polymerase/ nucleic acid binding | chr1:5094312-5097812 REVERSE"	RNA.transcription	27_2

CUST_21055_PI399408534	2	0.0885973	-0.7517929	-0.16396236	0.54676723	0.2219429	-0.08859825	35_19754	"Cluster: EF hand family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: EF hand family protein, expressed - Oryza sativa (japonica cultivar"	UniRef90_Q10MF3	"CHR5V7|COORD:20088038..20088520| ATCP1 (CA2+-BINDING PROTEIN 1); calcium ion binding"	AT5G49480.1	CHR03V5|COORD:11072407..11073391|protein caltractin, putative, expressed	LOC_Os03g19720.1	" no descriptionweakly similar to ( 102)AT5G49480| Symbols: ACP1, ATCP1 | ATCP1 (CA2+-BINDING PROTEIN 1); calcium ion binding | chr5:20088038-20088520 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned FRQ1 TT_ORF1 EFh PRK12678 DUF1777 Herpes_BLLF1 Protamine_P1 "	signalling.calcium	30_3

CUST_71284_PI403524517	2	-0.02045536	-0.21471405	-0.0067338943	0.0067338943	0.116415024	0.05739212	35_20420	"Cluster: Replication factor C 36kDa subunit; n=2; Oryza sativa (japonica cultivar-group)|Rep: Replication factor C 36kDa subunit - Oryza sativa (japonica cultiv"	UniRef90_Q9FXT5	CHR1V7|COORD:29117088..29119217| replication factor C 36 kDA, putative	AT1G77470.1	CHR02V5|COORD:32721689..32717465|protein replication factor C subunit 3, putative, expressed	LOC_Os02g53500.2	 no descriptionhighly similar to ( 512)AT1G77470| Symbols:  | replication factor C 36 kDA, putative | chr1:29117088-29119217 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned rfc PRK04132 PRK12402 HolB PRK04195 DnaX MGS1 Rep_fac_C PRK05896 PRK07133 PRK06674 PRK05563 PRK08451 PRK08691 PRK07270 PRK06305 PRK05564 PRK07994 AAA PRK12323 PRK09112 PRK07764 PRK06645 PRK06872 PRK07471 PRK06647 PRK08853 PRK07003 AAA AAA PRK09111 PRK07399 Rad17 TT_ORF1 PRK05648 Extensin_2 Drf_FH1 PRK08058 	DNA.synthesis/chromatin structure	28_1

CUST_112627_PI403524517	2	0.64410114	0.013926983	0.0756979	-0.31695366	-0.013926983	-0.058199883	35_31969	"Cluster: Putative disease resistance protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative disease resistance protein - Oryza sativa (japonica"	UniRef90_Q657S8	CHR3V7|COORD:9345769..9347538| leucine-rich repeat family protein	AT3G25670.1	CHR01V5|COORD:576371..573245|protein too many mouths protein precursor, putative, expressed	LOC_Os01g02060.1	no descriptionweakly similar to ( 120)AT3G25670| Symbols:  | leucine-rich repeat family protein | chr3:9345769-9347538 REVERSE	not assigned.no ontology	35_1

CUST_57717_PI403524517	2	-0.014152527	-0.08666897	0.08865833	0.09175968	-0.061632156	0.014152527	35_16457	"Cluster: Putative cytochrome; n=3; Oryza sativa|Rep: Putative cytochrome - Oryza sativa (Rice)"	UniRef90_Q94HX5	CHR5V7|COORD:21776854..21777579| ATB5-A (Cytochrome b5 A)	AT5G53560.1	CHR10V5|COORD:19701585..19699020|protein cytochrome b5, putative, expressed	LOC_Os10g37420.2	 no descriptionmoderately similar to ( 204)AT5G53560| Symbols: B5 #2, ATB5-A | ATB5-A (Cytochrome b5 A) | chr5:21776854-21777579 FORWARDweakly similar to ( 183)CYB5_TOBACCytochrome b5 - Nicotiana tabacum (Common tobacco)not assigned not assigned not assigned not assigned Cyt-b5 CYB5 	N-metabolism.nitrate metabolism.NR	12_1_1

CUST_20465_PI403524517	2	0.0874033	0.44458294	0.06858158	-0.14853477	-0.068582535	-0.100850105	35_5939	"Cluster: Hypothetical protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53PL5	0	0	CHR11V5|COORD:2914171..2905301|protein PHD-finger family protein, expressed	LOC_Os11g06130.1	no description	not assigned.unknown	35_2

CUST_50612_PI403524517	2	0.12078476	1.4507718	0.09983206	-0.09983206	-0.4539113	-0.20131445	35_14445	Rep: Enolase 2 - Zea mays (Maize)	UniRef90_P42895	"CHR2V7|COORD:15328160..15330865| LOS2 (Low expression of osmotically responsive genes 1); phosphopyruvate hydratase"	AT2G36530.1	CHR10V5|COORD:4410384..4405764|protein enolase, putative, expressed	LOC_Os10g08550.5	"no descriptionvery weakly similar to (59.7)AT2G36530| Symbols: LOS2 | LOS2 (Low expression of osmotically responsive genes 1); phosphopyruvate hydratase | chr2:15328160-15330865 REVERSEvery weakly similar to (65.5)ENO2_MAIZEEnolase 2 - Zea mays (Maize)enolase"	glycolysis.enolase	4_12

CUST_12398_PI403524517	2	0.032298088	-0.12134266	0.050718307	-0.10406685	0.050299644	-0.032298088	35_3531	"Cluster: Putative 60S ribosome subunit biogenesis protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative 60S ribosome subunit biogenesis protein - O"	UniRef90_Q8H478	CHR4V7|COORD:8978334..8978624| 60S ribosome subunit biogenesis protein, putative	AT4G15770.1	CHR07V5|COORD:28350845..28353075|protein 60S ribosome subunit biogenesis protein NIP7, putative, expressed	LOC_Os07g47420.1	 no descriptionweakly similar to ( 115)AT4G15770| Symbols:  | 60S ribosome subunit biogenesis protein, putative | chr4:8978334-8978624 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned NIP7 PRK12323 PRK07003 Herpes_BLLF1 Tymo_45kd_70kd HPC2 Atrophin-1 Pneumo_att_G PRK07764 DUF566 DUF1421 PRK12372 AF-4 PUA PRK08770 APC_basic infB Extensin_2 GRASP55_65 	protein.synthesis.misc ribososomal protein	29_2_2

CUST_76115_PI403524517	2	-0.09237099	-0.04610634	0.17928505	0.22774124	0.011569977	-0.011569977	35_21820	"Cluster: Zinc finger protein family-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Zinc finger protein family-like - Oryza sativa (japonica cultivar-gro"	UniRef90_Q7EYM0	CHR5V7|COORD:206796..208398| zinc finger (C3HC4-type RING finger) family protein	AT5G01520.1	CHR07V5|COORD:27919498..27913627|protein RNA-binding protein, putative, expressed	LOC_Os07g46700.4	no descriptionweakly similar to ( 158)AT5G01520| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr5:206796-208398 FORWARDnot assigned	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_2149_PI404877155	2	0.019421577	-0.23281288	-0.16695118	0.1368351	-0.015951157	0.015951157	Contig12465_at	Putative homocysteine S-methyltransferase-1 [Oryza sativa (japonica cultivar-group)]	AAN05322.1	homocysteine S-methyltransferase 1 (HMT-1)	At3g25900.1	protein Homocysteine S-methyltransferase	Os03g12110	homocysteine S-methyltransferase 1 (HMT-1), identical to GB:AAF23821 from (Arabidopsis thaliana) or  homocysteine S-methyltransferase 1 (HMT-1), identical to GB:AAF23821 from (Arabidopsis thaliana)	amino acid metabolism.synthesis.aspartate family.methionine	13_1_3_4

CUST_76883_PI403524517	2	0.123524666	-0.17567539	0.23832417	0.18312168	-0.12352514	-0.14990711	35_22039	"Cluster: Esterase/lipase/thioesterase-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Esterase/lipase/thioesterase-like protein - Oryza sativa"	UniRef90_Q5ZC21	CHR1V7|COORD:20384316..20388620| esterase/lipase/thioesterase family protein	AT1G54570.1	CHR01V5|COORD:14746988..14737254|protein acyltransferase/ catalytic, putative, expressed	LOC_Os01g26039.1	no descriptionmoderately similar to ( 422)AT1G54570| Symbols:  | esterase/lipase/thioesterase family protein | chr1:20384316-20388620 REVERSEnot assigned MhpC	not assigned.no ontology	35_1

CUST_29185_PI403524517	2	0.1004076	-0.47126627	-0.09652138	0.041172028	0.06619835	-0.04117155	35_8435	"Cluster: Tetratricopeptide repeat protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Tetratricopeptide repeat protein-like - Oryza sativa (japonica"	UniRef90_Q5QNE5	"CHR2V7|COORD:17735933..17738539| TTL3 (TETRATRICOPETIDE-REPEAT THIOREDOXIN-LIKE 3); protein binding"	AT2G42580.1	CHR01V5|COORD:6468520..6482309|protein retrotransposon protein, putative, unclassified, expressed	LOC_Os01g11920.1	"no descriptionmoderately similar to ( 429)AT2G42580| Symbols: TTL3 | TTL3 (TETRATRICOPETIDE-REPEAT THIOREDOXIN-LIKE 3); protein binding | chr2:17735933-17738539 FORWARDvery weakly similar to (65.1)STIP_SOYBNHeat shock protein STI - Glycine max (Soybean)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TPR PRK12323 NrfG PRK07003 PRK07764 PRK12678 Atrophin-1 Herpes_BLLF1 PRK12372 DUF1421 APC_basic IER"	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_21943_PI399408534	2	-0.21856213	0.39897156	0.035689354	-0.001247406	-0.037488937	0.0012483597	35_42075	"Cluster: CCAAT-box transcription factor complex WHAP5, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: CCAAT-box transcription factor"	UniRef90_Q2QM94	"CHR5V7|COORD:4051150..4052964| HAP2A (EMBRYO DEFECTIVE 2220); transcription factor"	AT5G12840.1	CHR12V5|COORD:25923758..25919823|protein nuclear transcription factor Y subunit A-7, putative, expressed	LOC_Os12g41880.1	" no descriptionvery weakly similar to (84.3)AT5G12840| Symbols: EMB2220, HAP2, ATHAP2A | HAP2A (EMBRYO DEFECTIVE 2220); transcription factor | chr5:4051150-4052964 REVERSEnot assigned CBF CBFB_NFYA "	RNA.regulation of transcription.CCAAT box binding factor family, HAP2	27_3_14

CUST_39790_PI403524517	2	0.35671616	-0.45631266	0.18057585	-0.07717228	0.029019356	-0.029019356	35_11443	"Cluster: Subtilisin-like proteinase-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: Subtilisin-like proteinase-like - Oryza sativa (japonica cultivar-gro"	UniRef90_Q9AX30	CHR5V7|COORD:18530747..18536017| subtilase family protein	AT5G45650.1	CHR01V5|COORD:30675863..30670927|protein subtilisin-like protease precursor, putative, expressed	LOC_Os01g52750.1	no descriptionmoderately similar to ( 249)AT5G45650| Symbols:  | subtilase family protein | chr5:18530747-18536017 REVERSEPeptidase_S8 AprE	protein.degradation.subtilases	29_5_1

CUST_14791_PI399408534	2	0.094025135	0.10885954	-9.255409E-4	-0.27285242	-0.5176368	9.255409E-4	35_20524	"Cluster: Zinc finger protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Zinc finger protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5N7K2	"CHR3V7|COORD:6274314..6280180| EMB2454 (EMBRYO DEFECTIVE 2454); protein binding / zinc ion binding"	AT3G18290.1	CHR01V5|COORD:28785824..28774727|protein CHY zinc finger family protein, expressed	LOC_Os01g49470.1	"no descriptionhighly similar to ( 713)AT3G18290| Symbols: EMB2454 | EMB2454 (EMBRYO DEFECTIVE 2454); protein binding / zinc ion binding | chr3:6274314-6280180 FORWARDnot assigned zf-CHY"	RNA.regulation of transcription.C2H2 zinc finger family	27_3_11

CUST_180362_PI403524517	2	0.09583664	-0.24274397	0.11841297	-0.09583664	0.26237106	-0.1296668	35_50161	"Cluster: Putative cyclophilin-40; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative cyclophilin-40 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69TG8	CHR2V7|COORD:6885226..6887825| SQN (SQUINT)	AT2G15790.1	CHR06V5|COORD:5938646..5932790|protein peptidyl-prolyl cis-trans isomerase CYP40, putative, expressed	LOC_Os06g11320.2	 no descriptionweakly similar to ( 184)AT2G15790| Symbols: CYP40, SQN | SQN (SQUINT) | chr2:6885226-6887825 REVERSEnot assigned not assigned 	cell.cycle	31_3

CUST_1961_PI403524517	2	0.8453016	-3.5637257	-1.3170233	1.1448603	0.59210396	-0.59210443	35_521	"Cluster: Chlorophyll a-b binding protein 3C, chloroplast precursor; n=24; Eukaryota|Rep: Chlorophyll a-b binding protein 3C, chloroplast precursor - Solanum"	UniRef90_P07369	"CHR2V7|COORD:14529795..14530592| LHB1B2 (Photosystem II light harvesting complex gene 1.5); chlorophyll binding"	AT2G34420.1	CHR01V5|COORD:23934196..23935404|protein chlorophyll a-b binding protein 2, chloroplast precursor, putative, expressed	LOC_Os01g41710.1	" no descriptionmoderately similar to ( 263)AT2G34420| Symbols: LHCB1.5, LHB1B2 | LHB1B2 (Photosystem II light harvesting complex gene 1.5); chlorophyll binding | chr2:14529795-14530592 REVERSEmoderately similar to ( 293)CB21_WHEATChlorophyll a-b binding protein, chloroplast precursor - Triticum aestivum (Wheat)Chloroa_b-bind "	PS.lightreaction.photosystem II.LHC-II	1_1_1_1

CUST_182465_PI403524517	2	-0.2143631	0.00483799	-0.00483799	0.37276268	0.1464653	-0.14208889	35_50723	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_24209_PI399408534	2	-0.12015915	0.7706585	0.1201601	-0.89632607	-0.59279346	0.14947128	35_21919	"Cluster: CCT motif family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: CCT motif family protein, expressed - Oryza sativa (japonica cult"	UniRef90_Q2RAB7	"CHR5V7|COORD:24215441..24217728| APRR3 (PSEUDO-RESPONSE REGULATOR 3); transcription regulator"	AT5G60100.1	CHR11V5|COORD:2784900..2789633|protein CCT motif family protein, expressed	LOC_Os11g05930.5	" no descriptionvery weakly similar to (74.3)AT5G60100| Symbols: PRR3, APRR3 | APRR3 (PSEUDO-RESPONSE REGULATOR 3); transcription regulator | chr5:24215441-24217728 REVERSEvery weakly similar to (77.4)PRR95_ORYSA"	RNA.regulation of transcription.Psudo ARR transcription factor family	27_3_66

CUST_44051_PI403524517	2	0.082865715	0.07072115	-0.3807087	-0.07072115	-0.3937626	0.50289774	35_12641	"Cluster: MAP kinase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: MAP kinase-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z335	CHR1V7|COORD:25925664..25929037| armadillo/beta-catenin repeat protein-related / U-box domain-containing protein	AT1G68940.1	CHR02V5|COORD:30260856..30266031|protein ubiquitin-protein ligase, putative, expressed	LOC_Os02g49520.1	no descriptionweakly similar to ( 173)AT1G68940| Symbols:  | armadillo/beta-catenin repeat protein-related / U-box domain-containing protein | chr1:25925664-25929037 REVERSE	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_106304_PI403524517	2	-0.19404888	0.7506542	-0.047034264	-0.08521557	0.047035217	0.20792675	35_30258	Rep: OSIGBa0122F23.10 protein - Oryza sativa (Rice)	UniRef90_Q01JD0	"CHR1V7|COORD:370445..370947| similar to zinc ion binding [Arabidopsis thaliana] (TAIR:AT3G60520.1); similar to Os04g0551600 [Oryza sativa (japonica"	AT1G02070.1	CHR04V5|COORD:27409171..27408268|protein expressed protein	LOC_Os04g46600.1	"no descriptionvery weakly similar to (81.3)AT1G02070| Symbols:  | similar to zinc ion binding [Arabidopsis thaliana] (TAIR:AT3G60520.1); similar to Os04g0551600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001053498.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD25766.1); similar to Os02g0658200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001047633.1) | chr1:370445-370947 REVERSE"	not assigned.unknown	35_2

CUST_78932_PI403524517	2	0.0012226105	0.11082363	-0.0076646805	-0.006184578	-0.0012226105	0.0014972687	35_22638	"Cluster: Os06g0505100 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os06g0505100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DBZ4	CHR1V7|COORD:25104679..25121035| binding	AT1G67140.1	CHR06V5|COORD:17946214..17937102|protein expressed protein	LOC_Os06g30894.1	no descriptionweakly similar to ( 119)AT1G67140| Symbols:  | binding | chr1:25104679-25121035 REVERSE	not assigned.unknown	35_2

CUST_5003_PI399408534	2	-0.17726707	0.5303955	1.0773458	-0.43648243	0.17726707	-0.78301525	35_15931	Rep: Putative WRKY2 protein - Hordeum vulgare (Barley)	UniRef90_Q5W1G0	"CHR4V7|COORD:15383302..15384818| WRKY18 (WRKY DNA-binding protein 18); transcription factor"	AT4G31800.2	CHR06V5|COORD:26510702..26508922|protein OsWRKY28 - Superfamily of rice TFs having WRKY and zinc finger domains, expressed	LOC_Os06g44010.1	"no descriptionvery weakly similar to ( 100)AT4G31800| Symbols: WRKY18 | WRKY18 (WRKY DNA-binding protein 18); transcription factor | chr4:15383302-15384818 FORWARDWRKY PRK07764"	RNA.regulation of transcription.WRKY domain transcription factor family	27_3_32

CUST_137351_PI403524517	2	0.31381845	0.2332282	-0.078089714	-0.10066414	0.0022587776	-0.0022583008	35_38518	Rep: OSJNBa0035B13.5 protein - Oryza sativa (Rice)	UniRef90_Q7XVU6	CHR4V7|COORD:14632659..14635891| heat shock protein-related	AT4G29920.1	CHR04V5|COORD:13200384..13195408|protein expressed protein	LOC_Os04g23220.1	no description	not assigned.unknown	35_2

CUST_110734_PI403524517	2	0.112989426	-0.39861012	-0.29587746	0.112989426	0.04482746	-0.044826508	35_31449	Rep: Extensin - Volvox carteri	UniRef90_Q41645	CHR1V7|COORD:11399903..11405702| actin binding	AT1G31810.1	CHR04V5|COORD:26781668..26784533|protein expressed protein	LOC_Os04g45650.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned	not assigned.unknown	35_2

CUST_109205_PI403524517	2	-0.93606615	-1.2318301	0.783885	0.060635567	0.58556366	-0.060635567	35_31043	"Cluster: Putative ornithine decarboxylase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ornithine decarboxylase - Oryza sativa (japonica cultivar-g"	UniRef90_Q7XJ04		0	CHR09V5|COORD:21410016..21408790|protein ornithine decarboxylase, putative, expressed	LOC_Os09g37120.1	no descriptionweakly similar to ( 108)DCOR_CAPANOrnithine decarboxylase - Capsicum annuum (Bell pepper)not assigned Orn_DAP_Arg_deC LysA	not assigned.unknown	35_2

CUST_10274_PI404877155	2	0.0916338	-0.04689312	-0.055116653	0.011591911	-0.011591911	0.0628376	Contig4013_at	early drought induced protein [Oryza sativa (indica cultivar-group)]	AAM46895.1	structure-specific recognition protein 1 / high mobility group protein / HMG protein	At3g28730.1	protein Structure-specific recognition protein, putative	Os05g08970	unnamed protein product	RNA.regulation of transcription.Nucleosome/chromatin assembly factor group	27_3_62

CUST_81530_PI403524517	2	0.034143448	-0.5134344	-0.011071205	0.011071205	0.11362076	-0.20249462	35_23389	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_112221_PI403524517	2	0.003144741	-0.14646578	0.18246794	0.20101547	-0.003145218	-0.49873877	35_31861	"Cluster: Putative MATE efflux protein family protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative MATE efflux protein family protein - Oryza sativ"	UniRef90_Q6Z493	CHR3V7|COORD:8448442..8450656| MATE efflux family protein	AT3G23550.1	CHR07V5|COORD:18961541..18954628|protein transparent testa 12 protein, putative, expressed	LOC_Os07g31884.1	no descriptionweakly similar to ( 174)AT3G23550| Symbols:  | MATE efflux family protein | chr3:8448442-8450656 REVERSEnot assigned MatE NorM PRK01766 PRK00187	transport.misc	34_99

CUST_11396_PI403524517	2	-0.09505558	-0.5084963	0.12351036	-0.0120821	0.25797272	0.0120821	35_3232	"Cluster: Hypothetical protein OSJNBa0004O05.14; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0004O05.14 - Oryza sativa (japonica"	UniRef90_Q64M88	"CHR4V7|COORD:8566255..8569507| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G22270.1); similar to unknown protein [Oryza sativa (japonica"	AT4G14990.1	CHR01V5|COORD:32759932..32766632|protein expressed protein	LOC_Os01g56300.1	"no descriptionmoderately similar to ( 455)AT4G14990| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G22270.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD52714.1); contains domain SUBFAMILY NOT NAMED (PTHR21551:SF13); contains domain FAMILY NOT NAMED (PTHR21551) | chr4:8566255-8569507 REVERSE"	not assigned.unknown	35_2

CUST_56958_PI403524517	2	0.068675995	-0.6106005	-0.16799068	0.13006592	0.013777733	-0.013776779	35_16234	Rep: OSIGBa0116M22.11 protein - Oryza sativa (Rice)	UniRef90_Q01JY8	"CHR4V7|COORD:16774499..16776238| IDH1 (ISOCITRATE DEHYDROGENASE 1); isocitrate dehydrogenase (NAD+)"	AT4G35260.1	CHR02V5|COORD:23104521..23101062|protein isocitrate dehydrogenase subunit 1, mitochondrial precursor, putative, expressed	LOC_Os02g38200.1	" no descriptionhighly similar to ( 583)AT4G35260| Symbols: IDH1 | IDH1 (ISOCITRATE DEHYDROGENASE 1); isocitrate dehydrogenase (NAD+) | chr4:16774499-16776238 REVERSEmoderately similar to ( 278)LEU3_SOLTU3-isopropylmalate dehydrogenase, chloroplast precursor - Solanum tuberosum (Potato)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned LeuB PRK08997 PRK09222 Iso_dh PRK00772 Icd PRK07006 PRK03437 PRK06451 PRK08194 PRK07362 PRK07003 Tymo_45kd_70kd Herpes_BLLF1 PRK12323 AF-4 Atrophin-1 PRK12678 DUF566 HPC2 Pneumo_att_G APC_basic "	TCA / org. transformation.TCA.IDH	8_1_4

CUST_29117_PI399408534	2	0.2443924	-0.292799	-2.5606155E-4	2.5606155E-4	-0.18519497	0.2407875	35_23953	"Cluster: Os04g0443000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os04g0443000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JCY7	"CHR1V7|COORD:3356837..3359273| FRS11 (FAR1-RELATED SEQUENCE 11); zinc ion binding"	AT1G10240.1	CHR04V5|COORD:21887605..21890570|protein transposon protein, putative, unclassified, expressed	LOC_Os04g36590.1	"no descriptionhighly similar to ( 503)AT1G10240| Symbols: FRS11 | FRS11 (FAR1-RELATED SEQUENCE 11); zinc ion binding | chr1:3356837-3359273 REVERSE"	signalling.light	30_11

CUST_130379_PI403524517	2	0.002439022	-0.09553003	-0.002439022	0.56248045	0.42190456	-0.37657738	35_36613	"Cluster: Hypothetical protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53KT8	"CHR5V7|COORD:21898601..21899656| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G15240.2); similar to Os11g0446000 [Oryza sativa (japonica"	AT5G53900.1	CHR07V5|COORD:1677411..1677914|protein conserved hypothetical protein	LOC_Os07g03980.1	no description	not assigned.unknown	35_2

CUST_21876_PI399408534	2	0.15782356	-0.08327103	-0.15035152	0.16626358	-0.0496397	0.0496397	35_4080	"Cluster: DEAD/DEAH box helicase family protein, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: DEAD/DEAH box helicase family protein, put"	UniRef90_Q10PV9	CHR1V7|COORD:4351886..4353541| EMB1586 (EMBRYO DEFECTIVE 1586)	AT1G12770.1	CHR02V5|COORD:25507718..25505004|protein EMB1586, putative, expressed	LOC_Os02g42406.1	no descriptionhighly similar to ( 587)AT1G12770| Symbols: EMB1586 | EMB1586 (EMBRYO DEFECTIVE 1586) | chr1:4351886-4353541 FORWARDweakly similar to ( 146)IF4A_WHEATEukaryotic initiation factor 4A - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned SrmB PRK11776 PRK11192 PRK11634 DEADc PRK01297 PRK10590 PRK04537 PRK04837 DEAD DEXDc Lhr HELICc DEXDc Helicase_C HELICc COG1205 SSL2 MPH1 RecQ DEXHc PRK09751 PRK11057	DNA.synthesis/chromatin structure	28_1

CUST_12977_PI404877155	2	-0.0488739	-0.58080864	-0.06413174	0.20812511	0.1056366	0.048874855	Contig6716_at	MGDG synthase type A [Glycine max]	BAB11979.1	1,2-diacylglycerol 3-beta-galactosyltransferase, putative / monogalactosyldiacylglycerol synthase, putative /	At4g31780.2	protein MGDG synthase type A	Os09g25580	1,2-diacylglycerol 3-beta-galactosyltransferase, putative / monogalactosyldiacylglycerol synthase, putative / MGDG synthase, putative, similar to MGD synthase type A from Arabidopsis thaliana (gi:9927297), similar to monogalactosyldiacylglycerol synthase,	lipid metabolism.glycolipid synthesis	11_10

CUST_19906_PI403524517	2	-0.0274477	-0.7318363	0.027448177	0.13707542	0.03256607	-0.056765556	35_5773	Rep: Actin-depolymerizing factor 1 - Oryza sativa (Rice)	UniRef90_Q6EUH7	CHR1V7|COORD:275528..276126| actin-depolymerizing factor, putative	AT1G01750.1	CHR02V5|COORD:26916159..26914023|protein actin-depolymerizing factor, putative, expressed	LOC_Os02g44470.1	 no descriptionmoderately similar to ( 225)AT1G01750| Symbols:  | actin-depolymerizing factor, putative | chr1:275528-276126 FORWARDmoderately similar to ( 248)ADF_LILLOActin-depolymerizing factor - Lilium longiflorum (Trumpet lily)not assigned not assigned not assigned ADF ADF Cofilin_ADF 	cell.organisation	31_1

CUST_94117_PI403524517	2	-0.09202099	0.8276882	0.10548496	-0.02930212	0.029302597	-0.0581007	35_26909	"Cluster: Mitochondrial substrate carrier family protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Mitochondrial substrate carrier"	UniRef90_Q2QYX8	CHR2V7|COORD:15051516..15055431| mitochondrial substrate carrier family protein	AT2G35800.1	CHR12V5|COORD:140120..135205|protein expressed protein	LOC_Os12g01240.1	no descriptionmoderately similar to ( 415)AT2G35800| Symbols:  | mitochondrial substrate carrier family protein | chr2:15051516-15055431 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Mito_carr FRQ1	transport.metabolite transporters at the mitochondrial membrane	34_9

CUST_88710_PI403524517	2	0.12935162	0.4952135	-0.121193886	-0.054808617	-0.01854515	0.018546104	35_25387	"Cluster: DNA helicase RECQE-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: DNA helicase RECQE-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K831	"CHR4V7|COORD:16936793..16940177| RecQl3 (Recq-like 3); ATP binding / ATP-dependent helicase"	AT4G35740.2	CHR02V5|COORD:33088002..33078556|protein ATP binding protein, putative, expressed	LOC_Os02g54020.1	"no descriptionweakly similar to ( 150)AT4G35740| Symbols: RecQl3 | RecQl3 (Recq-like 3); ATP binding / ATP-dependent helicase | chr4:16936793-16940177 FORWARDnot assigned"	DNA.synthesis/chromatin structure	28_1

CUST_57151_PI403524517	2	-0.73920345	-0.6887636	0.48109436	0.08948612	0.23084068	-0.08948517	35_16290	"Cluster: Hypothetical protein OJ1362_G11.17; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1362_G11.17 - Oryza sativa (japonica cultiv"	UniRef90_Q5TKP0	"CHR5|COORD:21527321..21530802| similar to epoxide hydrolase, putative [Arabidopsis thaliana] (TAIR:At4g02340.1); similar to unknown protein [Oryza"	AT5G53050.3	CHR05V5|COORD:26834189..26830088|protein catalytic/ hydrolase, putative, expressed	LOC_Os05g46460.1	no descriptionmoderately similar to ( 261)AT5G53050| Symbols:  | hydrolase | chr5:21527760-21530658 REVERSEnot assigned	not assigned.no ontology	35_1

CUST_12261_PI404877155	2	0.53417397	-2.1953921	-0.6174774	1.4961624	0.80728006	-0.53417444	Contig6_x_at	chlorophyll a/b-binding protein WCAB precursor [Triticum aestivum]	AAB18209.1	chlorophyll A-B binding protein / LHCII type I (LHB1B2)	At2g34420.1	protein Chlorophyll A-B binding protein, putative	Os01g52240	"LHCB1.4;chlorophyll A-B binding protein / LHCII type I (LHB1B1), identical to photosystem II type I chlorophyll a/b binding protein (Arabidopsis thaliana) GI:16366"	PS.lightreaction.photosystem II.LHC-II	1_01_01_01

CUST_104359_PI403524517	2	-1.5633607	-1.97366	-1.8515935	1.8026018	1.5633612	1.7889805	35_29742	0	0	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	CHR08V5|COORD:16625031..16633162|protein transposon protein, putative, CACTA, En/Spm sub-class	LOC_Os08g27460.1	no description	not assigned.unknown	35_2

CUST_110519_PI403524517	2	-0.5304494	0.11738682	-0.117387295	0.76252365	-0.35197926	0.18014526	35_31390	"Cluster: Monosaccharide transporter 6; n=2; Oryza sativa (japonica cultivar-group)|Rep: Monosaccharide transporter 6 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6VEF1	"CHR1V7|COORD:3777460..3780133| STP1 (SUGAR TRANSPORTER 1); carbohydrate transporter/ sugar porter"	AT1G11260.1	CHR07V5|COORD:22354112..22351400|protein sugar carrier protein C, putative, expressed	LOC_Os07g37320.1	"no descriptionmoderately similar to ( 264)AT1G11260| Symbols: STP1 | STP1 (SUGAR TRANSPORTER 1); carbohydrate transporter/ sugar porter | chr1:3777460-3780133 FORWARDmoderately similar to ( 267)STC_RICCOSugar carrier protein C - Ricinus communis (Castor bean)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Sugar_tr xylE PRK12323 Herpes_BLLF1 PRK07003"	transporter.sugars	34_2

CUST_70485_PI403524517	2	-0.50031424	-0.5577388	0.5006709	0.36102438	0.6212106	-0.36102438	35_20191	"Cluster: BCS1 protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: BCS1 protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5ZDA1	CHR3V7|COORD:18940798..18942528| AAA-type ATPase family protein	AT3G50930.1	CHR01V5|COORD:24165716..24167807|protein mitochondrial chaperone BCS1, putative, expressed	LOC_Os01g42030.1	no descriptionmoderately similar to ( 359)AT3G50930| Symbols:  | AAA-type ATPase family protein | chr3:18940798-18942528 FORWARDvery weakly similar to (66.6)PRS6B_SOLTU26S protease regulatory subunit 6B homolog - Solanum tuberosum (Potato)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned AAA SpoVK RPT1 HflB PRK03992 hflB Sterile PRK04195	protein.degradation.AAA type	29_5_9

CUST_106_PI404877155	2	-0.13255501	0.109609604	-0.028006554	0.05137539	-0.064725876	0.028006554	baak38i16_s_at	Phosphoglycerate kinase, chloroplast precursor pir||TVWTGC phosphoglycerate kinase (EC 2.7.2.3) precursor, chloroplast - wheat emb|CAA33303.	P12782	phosphoglycerate kinase, putative	At1g56190.1	protein phosphoglycerate kinase	Os05g41640	phosphoglycerate kinase	PS.calvin cyle.phosphoglycerate kinase	1_03_03

CUST_15761_PI399408534	2	0.10195446	-0.15194035	-0.14111328	-0.0058250427	0.005824089	0.060583115	35_23179	"Cluster: Putative polymyositis/scleroderma autoantigen 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative polymyositis/scleroderma autoantigen 1 - Ory"	UniRef90_Q69T30	"CHR3|COORD:22364917..22367560| 3' exoribonuclease family protein, similar to SP:Q06265 Exosome complex exonuclease RRP45 (Homo sapiens); contains Pfam profiles"	AT3G60500.2	CHR02V5|COORD:20725780..20722404|protein exosome complex exonuclease RRP45, expressed	LOC_Os02g34570.2	 no descriptionvery weakly similar to (52.4)AT3G60500| Symbols: G3, CER7 | 3' exoribonuclease family protein | chr3:22365220-22367415 FORWARD	RNA.processing.ribonucleases	27_1_19

CUST_69091_PI403524517	2	0.07760048	0.5276823	0.08746052	-0.07760048	-0.08701897	-0.110918045	35_19767	Rep: H0814G11.17 protein - Oryza sativa (Rice)	UniRef90_Q00RM3	CHR4V7|COORD:5252850..5254987| binding	AT4G08320.2	CHR04V5|COORD:35091188..35097000|protein TPR Domain containing protein, expressed	LOC_Os04g59394.1	no descriptionweakly similar to ( 167)AT4G08320| Symbols:  | binding | chr4:5252850-5254987 FORWARDvery weakly similar to (67.4)STIP_SOYBNHeat shock protein STI - Glycine max (Soybean)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TPR	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_115774_PI403524517	2	0.07048321	0.26520348	-0.07918739	-0.03268528	-0.073114395	0.032686234	35_32831	"Cluster: Os02g0814900 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0814900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DWH7	CHR5V7|COORD:22601455..22603465| nicotinamide-nucleotide adenylyltransferase, putative / NAD(+) pyrophosphorylase, putative	AT5G55810.1	CHR03V5|COORD:23029543..23026905|protein conserved hypothetical protein	LOC_Os03g41470.1	 no descriptionvery weakly similar to (64.7)AT5G55810| Symbols: ATNMNAT | nicotinamide-nucleotide adenylyltransferase, putative / NAD(+) pyrophosphorylase, putative | chr5:22601455-22603465 REVERSEnot assigned NMNAT 	not assigned.no ontology	35_1

CUST_89479_PI403524517	2	-0.04996395	0.04266262	0.30179214	-0.45337868	-0.04266262	0.96204185	35_25596	"Cluster: Diacylglycerol kinase 1, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Diacylglycerol kinase 1, putative, expressed - Oryza sat"	UniRef90_Q2QVN0	"CHR5V7|COORD:25536519..25539630| ATDGK2 (DIACYLGLYCEROL KINASE 2); diacylglycerol kinase"	AT5G63770.1	CHR12V5|COORD:6733263..6728516|protein diacylglycerol kinase 1, putative, expressed	LOC_Os12g12260.2	no descriptionmoderately similar to ( 207)AT5G63770| Symbols: ATDGK2 | ATDGK2 (DIACYLGLYCEROL KINASE 2) | chr5:25536981-25539630 FORWARDnot assigned	lipid metabolism.Phospholipid synthesis.diacylglycerol kinase	11_3_5

CUST_56322_PI403524517	2	0.16769886	-0.089580536	-0.048316956	0.0150642395	-0.015065193	0.055685043	35_16034	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_167748_PI403524517	2	0.02779913	-0.10615444	0.016171455	0.26851463	-0.6962204	-0.016171455	35_46726	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_114571_PI403524517	2	-0.014669418	-0.3381195	0.014669418	0.117687225	-0.40396976	0.24652004	35_32514	"Cluster: Putative tripeptidyl peptidase II; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative tripeptidyl peptidase II - Oryza sativa (japonica cultivar"	UniRef90_Q6ESI7	"CHR4V7|COORD:11160946..11169900| TPP2 (TRIPEPTIDYL PEPTIDASE II); subtilase"	AT4G20850.1	CHR02V5|COORD:26946987..26964382|protein tripeptidyl-peptidase 2, putative, expressed	LOC_Os02g44520.1	"no descriptionweakly similar to ( 135)AT4G20850| Symbols: TPP2 | TPP2 (TRIPEPTIDYL PEPTIDASE II); subtilase | chr4:11160946-11169900 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07764 Extensin_2 PRK12323 PRK10819"	protein.degradation.subtilases	29_5_1

CUST_137138_PI403524517	2	-0.043725014	0.18197107	-0.3162403	0.14544582	-0.07785034	0.04372549	35_38458	"Cluster: Putative plasma membrane Na+/H+ antiporter; n=1; Triticum aestivum|Rep: Putative plasma membrane Na+/H+ antiporter - Triticum aestivum (Wheat)"	UniRef90_Q4L224		0	0	0	no description	not assigned.unknown	35_2

CUST_12024_PI403524517	2	-0.15304565	-0.1182642	-0.02599144	0.30369663	0.03359604	0.025992393	35_3422	"Cluster: Hypothetical protein OSJNBa0051D19.4; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0051D19.4 - Oryza sativa (japonica cu"	UniRef90_Q9FWV7	0	0	CHR10V5|COORD:18376629..18373563|protein Ser/Thr protein phosphatase family, putative, expressed	LOC_Os10g35060.1	no description	not assigned.unknown	35_2

CUST_14154_PI404877155	2	0.15240765	-0.23260021	-0.073610306	-0.06857777	0.06857872	0.13257217	Contig7996_at	P0435H01.21 [Oryza sativa (japonica cultivar-group)]	NP_916772.1	DNAJ heat shock N-terminal domain-containing protein	At2g42750.1	protein At2g42750/F7D19.25	Os01g53020	"DNAJ heat shock N-terminal domain-containing protein, low similarity to GFA2 (Arabidopsis thaliana) GI:21429604; contains Pfam profile PF00226: DnaJ domain"	stress.abiotic.heat	20_2_1

CUST_20341_PI403524517	2	0.18829441	-0.07252216	0.0016708374	0.033675194	-0.0016708374	-0.27685928	35_5894	"Cluster: Expressed protein; n=2; Arabidopsis thaliana|Rep: Expressed protein - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_O22958	"CHR2V7|COORD:14389922..14391277| similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD15967.1); contains InterPro domain ATP11;"	AT2G34050.1	CHR02V5|COORD:12338628..12335373|protein ATP11 protein, expressed	LOC_Os02g20860.1	"no descriptionmoderately similar to ( 276)AT2G34050| Symbols:  | similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD15967.1); contains InterPro domain ATP11; (InterPro:IPR010591) | chr2:14389922-14391277 REVERSEnot assigned ATP11"	not assigned.unknown	35_2

CUST_6364_PI399408534	2	0.12151432	0.027964592	-0.027963638	-0.11936283	-0.042762756	0.042298317	35_14185	"Cluster: Putative 5'-3' exoribonuclease; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative 5'-3' exoribonuclease - Oryza sativa (japonica cultivar-group"	UniRef90_Q5N739	"CHR1V7|COORD:28411950..28418486| XRN3 (5'-3' exoribonuclease 3); 5'-3' exoribonuclease"	AT1G75660.1	CHR01V5|COORD:38179648..38171772|protein XRN3, putative, expressed	LOC_Os01g65220.1	"no descriptionhighly similar to ( 511)AT1G75660| Symbols: XRN3 | XRN3 (5'-3' exoribonuclease 3); 5'-3' exoribonuclease | chr1:28411950-28418486 FORWARDweakly similar to ( 157)CR2_HORVUCold-regulated protein 2 - Hordeum vulgare (Barley)not assigned not assigned XRN1"	RNA.processing.ribonucleases	27_1_19

CUST_136438_PI403524517	2	-0.01657486	-0.40483522	0.2925334	0.01657486	-0.02557993	1.4538155	35_38258	"Cluster: Negatively light-regulated protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Negatively light-regulated protein, putative,"	UniRef90_Q10ML2	"CHR4V7|COORD:9142677..9144370| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G69510.2); similar to negatively light-regulated protein, putative,"	AT4G16146.1	CHR03V5|COORD:10785605..10782926|protein expressed protein	LOC_Os03g19220.2	" no descriptionvery weakly similar to (61.2)AT4G16146| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G69510.2); similar to negatively light-regulated protein, putative, expressed [Oryza sativa (japonica cultivar-group)] (GB:ABA97694.2); contains InterPro domain Lg106-like; (InterPro:IPR012482) | chr4:9142677-9144370 REVERSELg106 "	not assigned.unknown	35_2

CUST_16175_PI404877155	2	0.024494171	0.25240517	-0.14632416	-0.024494171	0.037244797	-0.04596138	EBem09_SQ004_H15_x_at	0	0	0	0	0	0	sucrose synthase type I	major CHO metabolism.degradation.sucrose.Susy	2_2_1_05

CUST_33093_PI403524517	2	0.15663433	0.24704552	0.0014152527	-0.09394169	-0.0014152527	-0.09472656	35_9542	"Cluster: Hypothetical protein; n=1; Dictyostelium discoideum AX4|Rep: Hypothetical protein - Dictyostelium discoideum AX4"	UniRef90_Q54GV8	"CHR5V7|COORD:24578096..24579378| GR-RBP3 (glycine-rich RNA-binding protein 3); RNA binding"	AT5G61030.1	CHR10V5|COORD:16097542..16096614|protein glycine-rich cell wall structural protein 2 precursor, putative, expressed	LOC_Os10g31320.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned COG5651 GP38 COG2931 Keratin_B2 COG4625	not assigned.unknown	35_2

CUST_5455_PI404877155	2	0.050762177	0.05670452	-0.0793829	-0.06456947	-0.050761223	0.12759686	Contig17164_at	P0529H11.31 [Oryza sativa (japonica cultivar-group)] dbj|BAB92858.1| putative glutamate transporter [Oryza sativa (japonica cultivar-group)]	NP_915525.1	17318279|transporter-related	At3g46980.1	protein hypothetical protein	Os01g63290	NONE	transport.phosphate	34_7

CUST_5522_PI403524517	2	-0.033189774	0.3959446	0.033187866	-0.09533501	-0.1009922	0.033187866	35_1521	"Cluster: 60S ribosomal protein L30-like protein; n=3; Oryza sativa|Rep: 60S ribosomal protein L30-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5QMX1	CHR2V7|COORD:18508109..18509203| 60S ribosomal protein L24, putative	AT2G44860.1	CHR01V5|COORD:18490395..18485488|protein ribosome biogenesis protein RLP24, putative, expressed	LOC_Os01g33050.1	 no descriptionmoderately similar to ( 216)AT2G44860| Symbols:  | 60S ribosomal protein L24, putative | chr2:18508109-18509203 REVERSEvery weakly similar to (73.9)RL24_CICAR60S ribosomal protein L24 - Cicer arietinum (Chickpea) (Garbanzo)not assigned not assigned RPL24A Ribosomal_L24e PRK00807 TRASH 	protein.synthesis.misc ribososomal protein	29_2_2

CUST_8754_PI403524517	2	-1.0036955	0.6859875	0.37505817	-0.37505913	0.5767536	-0.69220924	35_2455	Rep: Hypothetical protein 131L1.10b - Sorghum bicolor (Sorghum) (Sorghum vulgare)	UniRef90_Q5NKS1	0	0	CHR06V5|COORD:1784890..1784160|protein Q-rich domain protein, putative, expressed	LOC_Os06g04240.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_55149_PI403524517	2	-0.0030202866	0.0030212402	-0.18951702	-0.087293625	0.18768501	0.042949677	35_15698	"Cluster: Hypothetical protein P0681D04.3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0681D04.3 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q688Q1	0	0	CHR05V5|COORD:5657895..5657494|protein hypothetical protein	LOC_Os05g10420.1	no description	not assigned.unknown	35_2

CUST_147528_PI403524517	2	0.36254835	0.5228033	0.24097252	-0.24097252	-0.7649164	-1.0682635	35_41283	"Cluster: Hypothetical protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QQ41		0	CHR12V5|COORD:19473878..19475306|protein hypothetical protein	LOC_Os12g32310.1	no description	not assigned.unknown	35_2

CUST_20178_PI403524517	2	-0.012058258	-0.2086525	0.012057304	-0.0813818	0.069625854	0.043070793	35_5848	"Cluster: Os06g0367500 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0367500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DC97	"CHR5V7|COORD:17038687..17039725| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G48660.1); similar to unknown protein [Oryza sativa (japonica"	AT5G42570.1	CHR06V5|COORD:15383234..15378497|protein expressed protein	LOC_Os06g26270.1	"no descriptionweakly similar to ( 130)AT5G42570| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G48660.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD69146.1); similar to Os02g0321800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001046689.1); similar to Os05g0272900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001055067.1); contains InterPro domain B-cell receptor-associated 31-like; (InterPro:IPR008417) | chr5:17038687-17039725 REVERSEnot assigned not assigned Bap31 PRK12323 PRK09169"	not assigned.unknown	35_2

CUST_147562_PI403524517	2	0.03511381	0.0987916	0.2494278	-0.03511429	-0.24271488	-0.28062344	35_41293	"Cluster: Hypothetical protein; n=1; Chaetomium globosum CBS 148.51|Rep: Hypothetical protein - Chaetomium globosum CBS 148.51"	UniRef90_Q2H211	CHR5V7|COORD:26239177..26243010| peptidase M3 family protein / thimet oligopeptidase family protein	AT5G65620.1	CHR02V5|COORD:35682638..35676940|protein oligopeptidase A, putative, expressed	LOC_Os02g58340.1	no descriptionvery weakly similar to (77.8)AT5G10540| Symbols:  | peptidase M3 family protein / thimet oligopeptidase family protein | chr5:3328120-3332463 FORWARDnot assigned not assigned Peptidase_M3 Dcp PRK10911 PRK10280	protein.degradation	29_5

CUST_6481_PI403524517	2	0.021539688	0.17712688	0.122470856	-0.049633026	-0.047195435	-0.021539688	35_1798	"Cluster: OSJNBa0088H09.13 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0088H09.13 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XPU3	CHR2V7|COORD:15907791..15910106| ribosome biogenesis regulatory protein (RRS1) family protein	AT2G37990.1	CHR04V5|COORD:34775731..34772889|protein ribosome biogenesis regulatory protein, putative, expressed	LOC_Os04g58830.1	no descriptionmoderately similar to ( 322)AT2G37990| Symbols:  | ribosome biogenesis regulatory protein (RRS1) family protein | chr2:15907791-15910106 FORWARDnot assigned not assigned RRS1 RRS1	not assigned.no ontology	35_1

CUST_158530_PI403524517	2	0.14235544	-0.8089256	0.0481143	-0.048114777	-0.27618122	0.48615646	35_44255	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_126498_PI403524517	2	0.14158869	0.3008318	-0.14067459	-0.10215187	-0.85339785	0.10215235	35_35603	"Cluster: Os11g0128700 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os11g0128700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IUY2	CHR5V7|COORD:1630652..1632569| protein kinase-related	AT5G05510.1	CHR12V5|COORD:1215296..1211877|protein expressed protein	LOC_Os12g03180.1	no descriptionvery weakly similar to (69.3)AT5G05510| Symbols:  | protein kinase-related | chr5:1630652-1632569 REVERSEnot assigned Mad3_BUB1_I	protein.postranslational modification	29_4

CUST_14097_PI404877155	2	0.4503355	-0.2978754	-0.7947731	0.47703457	0.06651497	-0.066514015	Contig7925_at	myb family transcription factor [Arabidopsis thaliana] gb|AAN72013.1| putative protein [Arabidopsis thaliana]	NP_568776.2	myb family transcription factor	At5g52660.2	protein Similar to probable myb-related DNA-binding protein [imported] - Arabidopsis thaliana	Os02g45670	NONE	RNA.regulation of transcription.MYB-related transcription factor family	27_3_26

CUST_32200_PI403524517	2	0.13482141	0.3561697	-0.13482094	-0.4676695	0.6613765	-0.79157066	35_9287	"Cluster: Putative eukaryotic peptide chain release factor subunit 1-3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative eukaryotic peptide chain releas"	UniRef90_Q8RV12	"CHR5|COORD:19403353..19405788| similar to eukaryotic release factor 1 family protein / eRF1 family protein [Arabidopsis thaliana] (TAIR:At1g12920.1); similar to"	AT5G47880.2	CHR01V5|COORD:41569316..41570686|protein eukaryotic peptide chain release factor subunit 1-1, putative, expressed	LOC_Os01g71270.1	" no descriptionhighly similar to ( 585)AT5G47880| Symbols: ERF1, ERF1-1 | ERF1-1 (EUKARYOTIC RELEASE FACTOR 1-1); translation release factor | chr5:19403781-19405091 REVERSEnot assigned eRF1 PRK04011 eRF1_1 eRF1_2 PelA eRF1_3 "	protein.synthesis.release	29_2_5

CUST_13501_PI403524517	2	-0.01452446	-0.19165182	0.01452446	0.22304726	-0.19323826	1.0151205	35_3871	"Cluster: Putative ATP-dependent transmembrane transporter; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ATP-dependent transmembrane transporter - O"	UniRef90_Q75HT8	"CHR1V7|COORD:19101635..19104640| CER5 (ECERIFERUM 5); ATPase, coupled to transmembrane movement of substances"	AT1G51500.1	CHR05V5|COORD:7477637..7472014|protein CER5, putative, expressed	LOC_Os05g13520.1	" no descriptionhighly similar to ( 608)AT1G51500| Symbols: D3, CER5 | CER5 (ECERIFERUM 5); ATPase, coupled to transmembrane movement of substances | chr1:19101635-19104640 REVERSEvery weakly similar to ( 100)PDR12_ORYSAnot assigned not assigned ABC2_membrane ABCG_EPDR ABCG_White ABC_PDR_domain2 "	transport.ABC transporters and multidrug resistance systems	34_16

CUST_26217_PI403524517	2	-0.03183937	0.29624557	0.026730537	-0.14538574	0.052479744	-0.026731491	35_7592	"Cluster: Os07g0470800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0470800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D6K5	CHR2V7|COORD:17560487..17562553| DNAJ heat shock N-terminal domain-containing protein	AT2G42080.1	CHR07V5|COORD:16865428..16861585|protein dnaJ domain containing protein	LOC_Os07g28800.1	no descriptionweakly similar to ( 164)AT2G42080| Symbols:  | DNAJ heat shock N-terminal domain-containing protein | chr2:17560487-17562553 REVERSEDnaJ DnaJ DnaJ	stress.abiotic.heat	20_2_1

CUST_37613_PI403524517	2	0.14710522	0.2143507	-0.11655569	-0.15897655	-0.34545135	0.11655617	35_10832	"Cluster: Vegetatible incompatibility protein HET-E-1, putative, expressed; n=3; Oryza sativa|Rep: Vegetatible incompatibility protein HET-E-1, putative, express"	UniRef90_Q10F11	CHR1V7|COORD:27026086..27028042| transducin family protein / WD-40 repeat family protein	AT1G71840.1	CHR03V5|COORD:27300389..27296303|protein vegetatible incompatibility protein HET-E-1, putative, expressed	LOC_Os03g48090.1	no descriptionvery weakly similar to (53.5)AT1G71840| Symbols:  | transducin family protein / WD-40 repeat family protein | chr1:27026086-27028042 FORWARDWD40	development.unspecified	33_99

CUST_19919_PI403524517	2	0.06887436	0.72094727	0.03369713	-0.19162083	-0.3131218	-0.03369713	35_5776	"Cluster: Hypothetical protein OSJNBa0094J08.25; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0094J08.25 - Oryza sativa (japonica"	UniRef90_Q84TX9	0	0	CHR03V5|COORD:34173380..34177340|protein DNA repair protein, putative, expressed	LOC_Os03g60190.2	no description	not assigned.unknown	35_2

CUST_22850_PI403524517	2	0.0041303635	0.38391018	0.04048729	-0.08856487	-0.08104229	-0.004131317	35_6637	"Cluster: Tetratricopeptide repeat(TPR)-containing protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Tetratricopeptide repeat(TPR)-containing protei"	UniRef90_Q7XHN9	0	0	CHR07V5|COORD:761671..751953|protein TPR Domain containing protein, expressed	LOC_Os07g02300.2	no description	not assigned.unknown	35_2

CUST_69721_PI403524517	2	0.0846405	-0.15146828	0.020770073	-0.02076912	-0.043466568	0.08298683	35_19949	"Cluster: Ethylene-responsive RNA helicase; n=1; Solanum lycopersicum|Rep: Ethylene-responsive RNA helicase - Solanum lycopersicum (Tomato) (Lycopersicon esculen"	UniRef90_Q9SWV9	CHR1V7|COORD:20578301..20580808| DEAD box RNA helicase, putative (RH20)	AT1G55150.1	CHR01V5|COORD:5247994..5243305|protein ATP-dependent RNA helicase dbp2, putative, expressed	LOC_Os01g10050.1	 no descriptionweakly similar to ( 196)AT1G55150| Symbols:  | DEAD box RNA helicase, putative (RH20) | chr1:20578301-20580808 FORWARDweakly similar to ( 117)DB10_NICSYATP-dependent RNA helicase-like protein DB10 - Nicotiana sylvestris (Wood tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned SrmB PRK11776 HELICc PRK10590 Helicase_C PRK04837 PRK11192 HELICc PRK04537 PRK11634 PRK01297 RecQ PRK11057 MPH1 	protein.synthesis.initiation	29_2_3

CUST_26150_PI403524517	2	0.09163761	0.4534092	-0.049084663	-0.15102959	-0.032927513	0.032928467	35_7574	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QM21	"CHR3V7|COORD:3718535..3721129| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G04860.1); similar to expressed protein [Oryza sativa (japonica"	AT3G11760.1	CHR12V5|COORD:26404392..26399720|protein expressed protein	LOC_Os12g42570.1	no description	not assigned.unknown	35_2

CUST_151793_PI403524517	2	0.009696007	0.52939415	-0.009695053	-0.25737953	0.04809189	-0.11528683	35_42439	"Cluster: Putative ribosomal RNA apurinic site specific lyase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ribosomal RNA apurinic site specific lya"	UniRef90_Q8GVM3		0	CHR07V5|COORD:10971196..10968766|protein ribosomal RNA apurinic site specific lyase, putative	LOC_Os07g18540.1	no description	not assigned.unknown	35_2

CUST_167519_PI403524517	2	0.047650337	0.201231	-0.15931702	0.6705799	-0.090457916	-0.04765129	35_46659	"Cluster: Pentatricopeptide (PPR) repeat-containing protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Pentatricopeptide (PPR) repeat-containing prot"	UniRef90_Q94DI0	CHR3V7|COORD:17881049..17882914| pentatricopeptide (PPR) repeat-containing protein	AT3G48250.1	CHR01V5|COORD:43169469..43164440|protein expressed protein	LOC_Os01g73950.2	no descriptionweakly similar to ( 187)AT3G48250| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr3:17881049-17882914 REVERSEnot assigned not assigned not assigned PRK12323 PRK07764 PRK07003	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_13066_PI403524517	2	0.0046453476	-0.24603271	-0.004098892	-0.003293991	0.0032930374	0.1420269	35_3739	"Cluster: O-acetyltransferase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: O-acetyltransferase-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5ZCH7	CHR5V7|COORD:18813588..18816952| O-acetyltransferase-related	AT5G46340.1	CHR01V5|COORD:25553513..25560626|protein O-acetyltransferase, putative, expressed	LOC_Os01g44040.3	no descriptionweakly similar to ( 117)AT5G46340| Symbols:  | O-acetyltransferase-related | chr5:18813588-18816952 REVERSE	not assigned.no ontology	35_1

CUST_181767_PI403524517	2	0.23779202	0.012908936	-0.12675285	-0.012907982	-0.036592484	0.043827057	35_50537	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_119414_PI403524517	2	-0.0694828	0.009797096	0.15655613	-0.026841164	-0.009797096	0.19716454	35_33789	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_1185_PI404877155	2	0.0347929	-0.6372366	-0.06067562	0.28552246	0.07445431	-0.0347929	Contig11241_at	apoplastic invertase 1 [Hordeum vulgare subsp. vulgare]	CAD58960.1	beta-fructosidase, putative / beta-fructofuranosidase, putative	At3g52600.1	protein Glycosyl hydrolases family 32	Os04g33740	apoplastic invertase 1	major CHO metabolism.degradation.sucrose.invertases.cell wall	2_2_1_03_02

CUST_7966_PI404877155	2	0.09843826	-0.16271687	-0.0029010773	-0.07298851	0.0029010773	0.016726494	Contig23454_at	unknown protein [Oryza sativa (japonica cultivar-group)] gb|AAP52523.1| unknown protein [Oryza sativa (japonica cultivar-group)] gb|AAN04986	NP_920236.1	nucleotidyltransferase family protein	At2g45620.1	protein hypothetical protein	Os10g11050	"nucleotidyltransferase family protein, low similarity to SP:O13833: Caffeine-induced death protein 1 {Schizosaccharomyces pombe}; contains Pfam profiles PF03828: PAP/25A associated domain, PF01909: Nucleotidyltransferase domain"	RNA.processing	27_1

CUST_179963_PI403524517	2	-0.07420635	0.40331173	0.0742054	-0.077596664	0.13002968	-0.13005829	35_50050	"Cluster: Os07g0419800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0419800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D6Y1	"CHR3V7|COORD:9032404..9033468| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G25910.1); similar to Pm27 [Prunus mume] (GB:BAE48661.1); similar"	AT3G24740.1	CHR07V5|COORD:13438505..13434985|protein expressed protein	LOC_Os07g23790.3	"no descriptionvery weakly similar to (63.2)AT3G24740| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G25910.1); similar to Pm27 [Prunus mume] (GB:BAE48661.1); similar to OSIGBa0131J24.4 [Oryza sativa (indica cultivar-group)] (GB:CAH65926.1); similar to OSJNBa0027H09.16 [Oryza sativa (japonica cultivar-group)] (GB:CAE03816.2); contains InterPro domain Protein of unknown function DUF1644; (InterPro:IPR012866) | chr3:9032404-9033468 FORWARDDUF1644"	not assigned.unknown	35_2

CUST_15409_PI403524517	2	0.12556744	-0.12482834	-0.0982275	-0.051190376	0.09444904	0.051190376	35_4445	"Cluster: Os07g0641200 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0641200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D483	"CHR2V7|COORD:17157570..17160456| CRK1 (CDPK-RELATED KINASE 1); calcium ion binding / calcium-dependent protein serine/threonine phosphatase/ kinase"	AT2G41140.1	CHR07V5|COORD:26687132..26681343|protein CDPK-related protein kinase, putative, expressed	LOC_Os07g44710.1	"no descriptionmoderately similar to ( 255)AT2G41140| Symbols: CRK1 | CRK1 (CDPK-RELATED KINASE 1); calcium ion binding / calcium-dependent protein serine/threonine phosphatase/ kinase | chr2:17157570-17160456 FORWARDmoderately similar to ( 231)CRK_DAUCACDPK-related protein kinase - Daucus carota (Carrot)not assigned"	protein.postranslational modification	29_4

CUST_51980_PI403524517	2	0.1918621	-1.0683374	-0.046312332	0.1064558	0.0026578903	-0.0026578903	35_14817	"Cluster: Os01g0706500 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0706500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JJZ7	CHR2V7|COORD:8518834..8520077| structural constituent of ribosome	AT2G19730.2	CHR01V5|COORD:29641030..29643757|protein 60S ribosomal protein L28, putative, expressed	LOC_Os01g51020.1	no descriptionweakly similar to ( 200)AT2G19730| Symbols:  | 60S ribosomal protein L28 (RPL28A) | chr2:8518834-8520077 FORWARDnot assigned Ribosomal_L28e	protein.synthesis.misc ribososomal protein	29_2_2

CUST_85550_PI403524517	2	-0.03331566	-0.18556309	0.040459633	0.09928799	-0.013259888	0.013259888	35_24505	"Cluster: Putative CTR1-like kinase kinase kinase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative CTR1-like kinase kinase kinase - Oryza sativa (japon"	UniRef90_Q67UL6	CHR1V7|COORD:6249119..6253828| protein kinase family protein	AT1G18160.1	CHR06V5|COORD:6831863..6821980|protein ATP binding protein, putative, expressed	LOC_Os06g12590.2	no descriptionnot assigned	not assigned.unknown	35_2

CUST_39440_PI403524517	2	0.020161629	0.16397953	-0.074510574	-0.020161629	-0.09119129	0.09820461	35_11344	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_179137_PI403524517	2	-0.1255598	0.26968384	0.0014743805	-0.13659477	0.05852604	-0.0014753342	35_49823	"Cluster: Hypothetical protein OSJNBb0027B08.9; n=3; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0027B08.9 - Oryza sativa (japonica cu"	UniRef90_Q850Z6	CHR1V7|COORD:5177890..5179848| Encodes a Cysteine-rich peptide (CRP) family protein	AT1G15030.1	CHR07V5|COORD:8163206..8158864|protein expressed protein	LOC_Os07g14310.1	no descriptionvery weakly similar to (88.2)AT1G15030| Symbols:  | Encodes a Cysteine-rich peptide (CRP) family protein | chr1:5177890-5179848 FORWARDDUF789	not assigned.unknown	35_2

CUST_94911_PI403524517	2	-0.072520256	0.2638998	0.0725193	-0.2549429	-0.20208645	0.7717304	35_27127	"Cluster: Hypothetical protein OJ1717_A09.2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1717_A09.2 - Oryza sativa (japonica"	UniRef90_Q6ZHD5	"CHR1V7|COORD:19906229..19907206| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G09580.1); similar to conserved hypothetical protein [Medicago"	AT1G53345.1	CHR02V5|COORD:27989249..27992781|protein expressed protein	LOC_Os02g45950.1	"no descriptionweakly similar to ( 141)AT1G53345| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G09580.1); similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE92892.1); similar to Os02g0684600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001047763.1); contains domain DHH phosphoesterases (SSF64182) | chr1:19906229-19907206 FORWARD"	not assigned.unknown	35_2

CUST_1858_PI403524517	2	-0.5886469	-2.0452065	-0.9597192	1.3778014	0.58864737	0.9880066	35_492	"Cluster: Chlorophyll a-b binding protein 3C, chloroplast precursor; n=24; Eukaryota|Rep: Chlorophyll a-b binding protein 3C, chloroplast precursor - Solanum"	UniRef90_P07369	"CHR2V7|COORD:14529795..14530592| LHB1B2 (Photosystem II light harvesting complex gene 1.5); chlorophyll binding"	AT2G34420.1	CHR01V5|COORD:30357845..30358901|protein chlorophyll a-b binding protein 2, chloroplast precursor, putative, expressed	LOC_Os01g52240.1	" no descriptionmoderately similar to ( 452)AT2G34420| Symbols: LHCB1.5, LHB1B2 | LHB1B2 (Photosystem II light harvesting complex gene 1.5); chlorophyll binding | chr2:14529795-14530592 REVERSEmoderately similar to ( 493)CB21_WHEATChlorophyll a-b binding protein, chloroplast precursor - Triticum aestivum (Wheat)Chloroa_b-bind "	PS.lightreaction.photosystem II.LHC-II	1_1_1_1

CUST_56078_PI403524517	2	-0.16630745	-0.02075386	0.03585148	0.054376602	-0.009316444	0.009316444	35_15961	Rep: OSIGBa0148I18.3 protein - Oryza sativa (Rice)	UniRef90_Q01N34	CHR3V7|COORD:2531988..2534283| rhomboid protein-related	AT3G07950.1	CHR04V5|COORD:220601..217378|protein transmembrane protein 115, putative, expressed	LOC_Os04g01300.3	no descriptionmoderately similar to ( 233)AT3G07950| Symbols:  | rhomboid protein-related | chr3:2531988-2534283 FORWARDnot assigned DUF1751 COG0705	not assigned.no ontology	35_1

CUST_18128_PI403524517	2	-0.10382557	0.41783714	0.05820942	-0.0877924	0.08133125	-0.058208466	35_5235	"Cluster: Lipase family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Lipase family protein, expressed - Oryza sativa (japonica cultivar-g"	UniRef90_Q2R077	CHR5V7|COORD:6213249..6215496| lipase class 3 family protein	AT5G18640.1	CHR11V5|COORD:25756945..25760373|protein lipase precursor, putative, expressed	LOC_Os11g43510.1	no descriptionmoderately similar to ( 314)AT5G18640| Symbols:  | lipase class 3 family protein | chr5:6213249-6215496 FORWARDnot assigned Lipase_3 Lipase_3 Lipase	lipid metabolism.lipid degradation.lipases	11_9_2

CUST_46847_PI403524517	2	-0.068342686	-0.34238434	0.16338205	0.05655527	0.099844456	-0.05655527	35_13414	"Cluster: Protein kinase family protein, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Protein kinase family protein, putative, expressed"	UniRef90_Q10PA1	CHR2V7|COORD:7278868..7281528| protein kinase family protein	AT2G16750.1	CHR03V5|COORD:7466601..7461136|protein ATP binding protein, putative, expressed	LOC_Os03g13820.2	no descriptionvery weakly similar to (65.5)AT2G16750| Symbols:  | protein kinase family protein | chr2:7278868-7281528 FORWARDnot assigned not assigned	protein.postranslational modification.kinase.receptor like cytoplasmatic kinase VI	29_4_1_56

CUST_9142_PI403524517	2	0.05207157	-0.065309525	-0.13399124	0.08137226	0.11339283	-0.05207157	35_2562	"Cluster: Putative mitochondrial carrier protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative mitochondrial carrier protein - Oryza sativa (japonic"	UniRef90_Q6L4L8	"CHR4V7|COORD:18356087..18358590| SAMC1/SAMT1 (S-ADENOSYLMETHIONINE CARRIER 1, SAM TRANSPORTER1); S-adenosylmethionine transporter/ binding"	AT4G39460.1	CHR05V5|COORD:17199630..17195754|protein mitochondrial carrier C12B10.09, putative, expressed	LOC_Os05g29860.2	" no descriptionmoderately similar to ( 365)AT4G39460| Symbols: SAMC1, SAMT1 | SAMC1/SAMT1 (S-ADENOSYLMETHIONINE CARRIER 1, SAM TRANSPORTER1); S-adenosylmethionine transporter/ binding | chr4:18356087-18358590 REVERSEvery weakly similar to (58.2)BT1_MAIZEProtein brittle-1, chloroplast precursor - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Mito_carr "	transport.metabolite transporters at the mitochondrial membrane	34_9

CUST_103573_PI403524517	2	-0.061213493	-0.1461029	-0.031017303	0.08866024	0.2202425	0.03101635	35_29533	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_4114_PI404877155	2	-0.15310764	0.022247314	0.103577614	-0.022247314	0.06805134	-0.27440166	Contig14945_at	putative glutathione transporter [Zea mays]	AAQ91200.1	oligopeptide transporter OPT family protein	At5g64410.1	protein putative oligopeptide transporter protein	Os03g54000	"oligopeptide transporter OPT family protein, similar to SP:P40900 Sexual differentiation process protein isp4 {Schizosaccharomyces pombe}; contains Pfam profile PF03169: OPT oligopeptide transporter protein"	transport.peptides and oligopeptides	34_13

CUST_14629_PI404877155	2	-0.052868843	0.30296516	-0.0044965744	-0.06986332	0.0044956207	0.08106613	Contig8443_at	Contains similarity to gb|U07707 epidermal growth factor receptor substrate (eps15) from Homo sapiens and contains 2 PF|00036 EF hand domain	AAD41415.1	calcium-binding EF hand family protein	At1g21630.1	protein Similar to F2D10.25	Os06g51250	calcium-binding EF-hand family protein	signalling.calcium	30_3

CUST_85889_PI403524517	2	0.20384836	0.21986675	0.078314304	-0.4515748	-0.49286127	-0.078314304	35_24598	"Cluster: Expressed protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QMG9	CHR3V7|COORD:8052453..8057895| kinase interacting family protein	AT3G22790.1	CHR12V5|COORD:25511306..25502481|protein expressed protein	LOC_Os12g41200.1	no descriptionweakly similar to ( 124)AT3G22790| Symbols:  | kinase interacting family protein | chr3:8052453-8057895 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Smc SbcC HOOK PRK03918 PRK02224 Myosin_tail_1 ERM SCP-1	protein.postranslational modification	29_4

CUST_15751_PI403524517	2	-0.07486153	-0.067168236	0.2672577	0.03102398	0.056464195	-0.03102398	35_4548	"Cluster: Von Willebrand factor type A domain containing protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Von Willebrand factor type A domain"	UniRef90_Q10JU8	CHR1V7|COORD:6602261..6605757| inter-alpha-trypsin inhibitor heavy chain-related	AT1G19110.1	CHR07V5|COORD:25296748..25304049|protein von Willebrand factor type A domain containing protein, expressed	LOC_Os07g42280.1	no descriptionmoderately similar to ( 277)AT1G19110| Symbols:  | inter-alpha-trypsin inhibitor heavy chain-related | chr1:6602261-6605757 FORWARDnot assigned vWA_interalpha_trypsin_inhibitor vWFA vWA_VGCC_like	stress.biotic	20_1

CUST_41973_PI403524517	2	0.14409065	0.3288536	0.04825878	-0.22938251	-0.22011423	-0.048257828	35_12065	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_6031_PI403524517	2	-0.096933365	0.038236618	0.18274021	-0.14562225	0.15043926	-0.038235664	35_1666	"Cluster: Amino acid permease family protein, putative, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Amino acid permease family protein, putative,"	UniRef90_Q2QLZ1	"CHR1V7|COORD:21467850..21471806| CAT2 (CATIONIC AMINO ACID TRANSPORTER 2); amino acid transporter"	AT1G58030.1	CHR12V5|COORD:26592498..26587454|protein high-affinity cationic amino acid transporter 1, putative, expressed	LOC_Os12g42850.1	"no descriptionhighly similar to ( 791)AT1G58030| Symbols: CAT2 | CAT2 (CATIONIC AMINO ACID TRANSPORTER 2); amino acid transporter | chr1:21467850-21471806 REVERSEnot assigned not assigned not assigned not assigned PotE AA_permease AnsP LysP PRK11357 PRK11387 PRK10238 PRK10580 PRK10644 PRK10836 PRK11049 PRK10249 PRK11021 PRK10746 PRK10655 PRK10435 PRK10197 SdaC Aa_trans Spore_permease PRK12323 AlsT"	transport.amino acids	34_3

CUST_31812_PI403524517	2	-0.07082176	-0.3259449	-0.030759811	0.030759811	0.038266182	0.06998062	35_9177	"Cluster: Putative leucine-rich repeat receptor kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative leucine-rich repeat receptor kinase - Oryza sat"	UniRef90_Q75GV0	CHR2V7|COORD:7046764..7050015| leucine-rich repeat transmembrane protein kinase, putative	AT2G16250.1	CHR03V5|COORD:29380996..29376911|protein ATP binding protein, putative, expressed	LOC_Os03g51440.1	no description	not assigned.unknown	35_2

CUST_126178_PI403524517	2	0.006750107	0.26968575	-0.0067510605	-0.07512951	-0.027040482	0.14252472	35_35521	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_10367_PI403524517	2	0.093019485	-0.85481167	-0.1986227	0.030706406	-0.030706406	0.20155716	35_2924	"Cluster: Putative adhesion of calyx edges protein ACE; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative adhesion of calyx edges protein ACE - Oryza sat"	UniRef90_Q6K4D7	"CHR1V7|COORD:27456533..27459367| HTH (HOTHEAD); aldehyde-lyase"	AT1G72970.1	CHR09V5|COORD:11925038..11919506|protein protein HOTHEAD precursor, putative, expressed	LOC_Os09g19930.1	" no descriptionhighly similar to ( 680)AT1G72970| Symbols: EDA17, HTH | HTH (HOTHEAD); aldehyde-lyase | chr1:27456533-27459367 FORWARDnot assigned BetA PRK02106 GMC_oxred_C GMC_oxred_N "	misc.nitrilases, *nitrile lyases, berberine bridge enzymes, reticuline oxidases, troponine reductases	26_8

CUST_119332_PI403524517	2	0.035779476	0.07047224	-0.035779953	0.105810165	-0.6600275	-0.41132975	35_33769	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_41828_PI403524517	2	-1.1089687	-0.25728512	0.2821827	0.25728512	0.33342743	-0.6082392	35_12020	"Cluster: Hypothetical protein precursor; n=1; Kineococcus radiotolerans SRS30216|Rep: Hypothetical protein precursor - Kineococcus radiotolerans SRS30216"	UniRef90_Q411K9	CHR1V7|COORD:26559818..26562657| protein kinase, putative	AT1G70460.1	CHR12V5|COORD:9133627..9129718|protein retrotransposon protein, putative, unclassified	LOC_Os12g16030.1	no description	not assigned.unknown	35_2

CUST_91838_PI403524517	2	-0.09052849	0.61663723	0.09052944	-0.13083363	-0.16875935	0.17174911	35_26257	"Cluster: Alpha-L-arabinofuranosidase C-terminus family protein, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Alpha-L-arabinofuranosidase"	UniRef90_Q10M79	"CHR3V7|COORD:3361036..3364578| ASD1 (ALPHA-L-ARABINOFURANOSIDASE); hydrolase, acting on glycosyl bonds"	AT3G10740.1	CHR03V5|COORD:11537173..11528342|protein alpha-N-arabinofuranosidase 1 precursor, putative, expressed	LOC_Os03g20420.3	" no descriptionweakly similar to ( 162)AT3G10740| Symbols: ARAF, ASD1 | ASD1 (ALPHA-L-ARABINOFURANOSIDASE); hydrolase, acting on glycosyl bonds | chr3:3361036-3364578 REVERSEvery weakly similar to (64.7)MLOH1_ORYSAMlo AbfA "	stress.biotic	20_1

CUST_106844_PI403524517	2	-0.1273303	0.5357342	0.2601447	-0.1446991	-0.11949015	0.11949015	35_30410	"Cluster: Hypothetical protein precursor; n=1; Kineococcus radiotolerans SRS30216|Rep: Hypothetical protein precursor - Kineococcus radiotolerans SRS30216"	UniRef90_Q411K9	CHR1V7|COORD:16816094..16817173| DNA binding / ligand-dependent nuclear receptor	AT1G44191.1	CHR05V5|COORD:47833..42394|protein phytosulfokine receptor precursor, putative, expressed	LOC_Os05g01040.4	no description	not assigned.unknown	35_2

CUST_18785_PI404877155	2	-0.010978699	-1.4345999	-0.1285057	0.09567261	0.116179466	0.010979652	HVSMEn0018G24f_x_at	0	0	0	0	0	0	Adenosylhomocysteinase (S-adenosyl-L-homocysteine hydrolase)	amino acid metabolism.degradation.aspartate family.methionine	13_2_3_4

CUST_7019_PI403524517	2	0.0	0.10387516	-9.3078613E-4	-0.110058784	0.0	0.062499046	35_1946	Rep: Synaptobrevin-like protein - Oryza sativa (japonica cultivar-group)	UniRef90_Q69WS1	CHR2V7|COORD:14050862..14052414| SAR1 (SYNAPTOBREVIN-RELATED PROTEIN 1)	AT2G33120.1	CHR03V5|COORD:33446068..33449304|protein vesicle-associated membrane protein 721, putative, expressed	LOC_Os03g58840.1	 no descriptionmoderately similar to ( 345)AT2G33120| Symbols: VAMP722, ATVAMP722, SAR1 | SAR1 (SYNAPTOBREVIN-RELATED PROTEIN 1) | chr2:14050862-14052414 REVERSEnot assigned not assigned not assigned not assigned Synaptobrevin SNC1 Herpes_BLLF1 	cell. vesicle transport	31_4

CUST_45979_PI403524517	2	0.1397543	0.015257359	0.1208272	-0.015257359	-0.45797205	-0.558722	35_13170	"Cluster: Poly polymerase catalytic domain containing protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Poly polymerase catalytic domain"	UniRef90_Q10PL7	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	CHR03V5|COORD:6874291..6877541|protein ATP8, putative, expressed	LOC_Os03g12820.2	"no descriptionvery weakly similar to (50.8)AT2G35510| Symbols: SRO1 | SRO1 (SIMILAR TO RCD ONE 1); NAD+ ADP-ribosyltransferase | chr2:14923977-14926277 REVERSE"	not assigned.no ontology	35_1

CUST_9902_PI404877155	2	-0.0311203	0.031121254	-0.14566994	0.08018112	-0.039619446	0.060746193	Contig3612_at	Glucose-6-phosphate isomerase, cytosolic (GPI) (Phosphoglucose isomerase) (PGI) (Phosphohexose isomerase) (PHI) pir||T02094 glucose-6-phosph	P49105	glucose-6-phosphate isomerase, cytosolic (PGIC)	At5g42740.1	protein glucose-6-phosphate isomerase	Os06g14510	Glucose-6-phosphate isomerase, cytosolic	glycolysis.G6PIsomerase	4_03

CUST_50857_PI403524517	2	-0.10105133	-0.22330666	0.0042095184	0.10822487	0.1146698	-0.0042095184	35_14508	Rep: Ascorbate peroxidase - Hordeum vulgare (Barley)	UniRef90_Q945R5	CHR1|COORD:2437817..2439652| L-ascorbate peroxidase 1, cytosolic (APX1), identical to SP:Q05431 L-ascorbate peroxidase, cytosolic (EC 1.11.1.11) (AP) {Arabidops	AT1G07890.2	CHR07V5|COORD:29584804..29582024|protein OsAPx2 - Cytosolic Ascorbate Peroxidase encoding gene, expressed	LOC_Os07g49400.2	 no descriptionmoderately similar to ( 203)AT1G07890| Symbols: MEE6, CS1, APX1 | APX1 (ASCORBATE PEROXIDASE 1, MATERNAL EFFECT EMBRYO ARREST 6) | chr1:2438002-2439432 FORWARDmoderately similar to ( 222)APX2_ORYSAascorbate_peroxidase plant_peroxidase peroxidase secretory_peroxidase KatG catalase_peroxidase 	redox.ascorbate and glutathione.ascorbate	21_2_1

CUST_131555_PI403524517	2	-0.03854561	0.17568111	-0.018961906	1.528801	0.01896286	-0.20452166	35_36946	"Cluster: Os09g0460200 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0460200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J164	CHR2V7|COORD:9257426..9260909| transport protein, putative	AT2G21630.1	CHR09V5|COORD:17404810..17412208|protein protein transport protein Sec23B, putative, expressed	LOC_Os09g28610.1	 no descriptionweakly similar to ( 104)AT2G21630| Symbols:  | transport protein, putative | chr2:9257426-9260909 FORWARDnot assigned SEC23 Sec23_BS 	protein.targeting.secretory pathway.golgi	29_3_4_2

CUST_154085_PI403524517	2	-0.15941858	0.7177706	-0.07097721	0.09941912	0.07097721	-0.11461258	35_43057	"Cluster: Putative PSR9; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative PSR9 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z8P4	CHR4V7|COORD:16846536..16848453| leucine-rich repeat family protein	AT4G35470.1	CHR08V5|COORD:25247749..25244851|protein leucine-rich repeat-containing protein 40, putative, expressed	LOC_Os08g40090.1	no descriptionvery weakly similar to (50.1)AT4G35470| Symbols:  | leucine-rich repeat family protein | chr4:16846536-16848453 FORWARD	not assigned.no ontology	35_1

CUST_64306_PI403524517	2	0.86147976	-0.5083566	-0.48682308	0.89420223	-0.015353203	0.01535368	35_18358	"Cluster: Hypothetical protein P0566A10.33-1; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0566A10.33-1 - Oryza sativa (japonica cultiv"	UniRef90_Q5VPL8	"CHR1V7|COORD:8050900..8052607| similar to Os06g0581300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001057938.1); similar to unknown protein [Oryza"	AT1G22750.3	CHR06V5|COORD:22698044..22704081|protein expressed protein	LOC_Os06g38320.3	"no descriptionweakly similar to ( 108)AT1G22750| Symbols:  | similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD68608.1); contains InterPro domain Protein of unknown function DUF1475; (InterPro:IPR009943) | chr1:8050900-8052703 FORWARDDUF1475"	not assigned.unknown	35_2

CUST_36104_PI403524517	2	0.015779495	-0.47774696	-0.015778542	0.042938232	0.020904541	-0.028736115	35_10410	"Cluster: Putative CRS2-associated factor 2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative CRS2-associated factor 2 - Oryza sativa (japonica cultivar"	UniRef90_Q657G7	0	0	CHR01V5|COORD:12326941..12333707|protein CRS2-associated factor 2, putative, expressed	LOC_Os01g21990.1	no description	not assigned.unknown	35_2

CUST_88721_PI403524517	2	0.02645111	-0.026450157	-0.06571007	0.049894333	0.16642284	-0.16548729	35_25390	Rep: LigA precursor - Anaeromyxobacter sp. Fw109-5	UniRef90_A1HX09	"CHR1V7|COORD:5675918..5678679| SR45 (arginine/serine-rich 45); RNA binding"	AT1G16610.2	CHR08V5|COORD:395077..393302|protein vegetative cell wall protein gp1 precursor, putative, expressed	LOC_Os08g01690.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned DUF1421 PRK05648 PRK07764 Tymo_45kd_70kd PRK12323	not assigned.unknown	35_2

CUST_93690_PI403524517	2	0.19451046	-0.029766083	0.029767036	-0.14116478	-0.05493641	0.09662056	35_26789	"Cluster: Os01g0243100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0243100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JP53	CHR3V7|COORD:3190213..3195010| kinesin motor protein-related	AT3G10310.1	CHR01V5|COORD:7888343..7891521|protein kinesin-4, putative, expressed	LOC_Os01g14090.1	no descriptionvery weakly similar to (50.4)AT3G10310| Symbols:  | kinesin motor protein-related | chr3:3190213-3195010 FORWARD	cell.organisation	31_1

CUST_15609_PI399408534	2	-0.12903404	0.16072464	0.045448303	-0.067445755	0.036320686	-0.03632164	35_17774	"Cluster: Os05g0411300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0411300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DI72	CHR2V7|COORD:17094901..17097404| bZIP transcription factor family protein	AT2G40950.1	CHR05V5|COORD:20033951..20029651|protein DNA binding protein, putative, expressed	LOC_Os05g34050.1	no descriptionmoderately similar to ( 234)AT2G40950| Symbols:  | bZIP transcription factor family protein | chr2:17094901-17097404 REVERSE	RNA.regulation of transcription.bZIP transcription factor family	27_3_35

CUST_5227_PI404877155	2	-0.057164192	0.25338268	-0.04803276	0.048033714	-0.0889225	0.07161808	Contig16769_at	putative receptor-like protein kinase [Oryza sativa (japonica cultivar-group)] dbj|BAB92230.1| CLV1 receptor kinase-like protein [Oryza sati	NP_918681.1	leucine-rich repeat transmembrane protein kinase, putative	At2g01210.1	protein Protein kinase domain, putative	Os01g33090	putative receptor-like protein kinase	signalling.receptor kinases.misc	30_2_99

CUST_54373_PI403524517	2	-0.004142761	-0.54199314	-0.08954811	0.13346958	0.004142761	0.0853405	35_15479	"Cluster: Aconitate hydratase, cytoplasmic, putative, expressed; n=5; Poaceae|Rep: Aconitate hydratase, cytoplasmic, putative, expressed - Oryza sativa (japonica"	UniRef90_Q10S34	CHR2V7|COORD:2141588..2146347| aconitate hydratase, cytoplasmic, putative / citrate hydro-lyase/aconitase, putative	AT2G05710.1	CHR03V5|COORD:2012682..2005788|protein aconitate hydratase, cytoplasmic, putative, expressed	LOC_Os03g04410.1	 no descriptionnearly identical (1525)AT2G05710| Symbols:  | aconitate hydratase, cytoplasmic, putative / citrate hydro-lyase/aconitase, putative | chr2:2141588-2146347 FORWARDnearly identical (1538)ACOC_ORYSAnot assigned not assigned PRK09277 acnA AcnA AcnA_IRP Aconitase PRK07229 AcnA_IRP_Swivel Aconitase AcnA_Mitochondrial AcnA_Bact IPMI LeuC Aconitase_C PRK12466 PRK00402 PRK05478 Homoaconitase AcnA_Bact_Swivel PRK11413 Aconitase_swivel AcnA_Mitochon_Swivel AcnB AcnB LeuD PRK09238 IPMI_Swivel 	TCA / org. transformation.TCA.aconitase	8_1_3

CUST_171244_PI403524517	2	-0.1439991	-0.036053658	-0.1936245	0.06646538	0.036053658	0.10978508	35_47701	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_24866_PI403524517	2	0.18867111	-0.310668	-0.04109764	0.1994152	0.041098595	-0.102724075	35_7216	"Cluster: Os03g0241400 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os03g0241400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DTK9	0	0	CHR03V5|COORD:7459430..7462851|protein expressed protein	LOC_Os03g13810.1	no description	not assigned.unknown	35_2

CUST_138919_PI403524517	2	0.0060153008	0.3172555	0.124759674	-0.2037282	-0.6592059	-0.0060153008	35_38967	Rep: Hypothetical protein - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_O23557	"CHR4V7|COORD:9615997..9624221| similar to C2 domain-containing protein [Arabidopsis thaliana] (TAIR:AT1G48090.2); similar to unknown protein [Oryza"	AT4G17120.1	CHR02V5|COORD:15944630..15925427|protein expressed protein	LOC_Os02g27110.2	" no descriptionvery weakly similar to (98.2)AT4G17120| Symbols:  | similar to C2 domain-containing protein [Arabidopsis thaliana] (TAIR:AT1G48090.2); similar to unknown protein [Oryza sativa] (GB:AAG60185.1); similar to Os10g0565300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001065419.1); contains InterPro domain C2 calcium/lipid-binding region, CaLB; (InterPro:IPR008973) | chr4:9615997-9624221 REVERSE"	not assigned.unknown	35_2

CUST_2811_PI404877155	2	0.08601475	0.025849342	-0.032234192	-0.025849342	-0.043606758	0.08755016	Contig13221_at	OSJNBa0084K20.12 [Oryza sativa (japonica cultivar-group)] emb|CAE02488.2| OSJNBa0076N16.10 [Oryza sativa (japonica cultivar-group)]	CAE01663.2	nucleotide-sugar transporter family protein	At3g59360.1	protein Nucleotide-sugar transporter, putative	Os02g39200	0	transporter.sugars	34_2

CUST_59599_PI403524517	2	0.37386322	-0.7136936	-0.096176624	0.09617615	0.48235273	-0.2036004	35_16994	"Cluster: Hypothetical protein OSJNBa0086E02.13; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0086E02.13 - Oryza sativa (japonica"	UniRef90_Q60DU2	CHR3V7|COORD:3433281..3436082| haloacid dehalogenase-like hydrolase family protein	AT3G10970.1	CHR05V5|COORD:4078750..4074786|protein catalytic/ hydrolase, putative, expressed	LOC_Os05g07632.1	no descriptionmoderately similar to ( 455)AT3G10970| Symbols:  | haloacid dehalogenase-like hydrolase family protein | chr3:3433281-3436082 REVERSEnot assigned COG0637 Gph Hydrolase PRK10826 PRK10725	not assigned.no ontology	35_1

CUST_47819_PI403524517	2	0.1155386	-0.12096882	0.13817596	-0.056714058	-0.02662754	0.026628494	35_13679	Rep: 60S ribosomal protein L30 - Zea mays (Maize)	UniRef90_O48558	CHR1V7|COORD:29309010..29310182| 60S ribosomal protein L30 (RPL30B)	AT1G77940.1	CHR05V5|COORD:23994851..23996766|protein 60S ribosomal protein L30, putative, expressed	LOC_Os05g41110.1	no descriptionweakly similar to ( 177)AT1G77940| Symbols:  | 60S ribosomal protein L30 (RPL30B) | chr1:29309010-29310182 REVERSEmoderately similar to ( 211)RL30_MAIZE60S ribosomal protein L30 - Zea mays (Maize)not assigned RPL30 Ribosomal_L7Ae PRK01018	protein.synthesis.misc ribososomal protein	29_2_2

CUST_54835_PI403524517	2	0.038742065	-0.04819393	-0.011357307	0.04426384	-0.016462326	0.011357307	35_15604	Rep: OSIGBa0096P03.7 protein - Oryza sativa (Rice)	UniRef90_Q01LD8	CHR5V7|COORD:26321438..26325173| 2-oxoglutarate dehydrogenase E1 component, putative / oxoglutarate decarboxylase, putative / alpha-ketoglutaric	AT5G65750.1	CHR07V5|COORD:29655167..29660816|protein 2-oxoglutarate dehydrogenase E1 component, mitochondrial precursor, putative, expressed	LOC_Os07g49520.1	 no descriptionnearly identical (1738)AT5G65750| Symbols:  | 2-oxoglutarate dehydrogenase E1 component, putative / oxoglutarate decarboxylase, putative / alpha-ketoglutaric dehydrogenase, putative | chr5:26321438-26325173 FORWARDnot assigned not assigned not assigned not assigned kgd SucA kgd TPP_E1_OGDC_like E1_dh Transket_pyr TPP_E1_PDC_ADC_BCADC AcoA PRK12678 PRK12323 PRK07003 APC_basic 	TCA / org. transformation.TCA.2-oxoglutarate dehydrogenase	8_1_5

CUST_104451_PI403524517	2	0.19850016	0.04149151	0.024468422	-0.024468422	-0.4973464	-0.45136213	35_29767	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_32569_PI399408534	2	0.09297085	0.6310005	-0.092969894	-0.254961	-0.123108864	0.110461235	35_17125	"Cluster: TF-like protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: TF-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q84P66	CHR1V7|COORD:3333927..3337493| NF-X1 type zinc finger family protein	AT1G10170.1	CHR06V5|COORD:7923038..7919481|protein transcriptional repressor NF-X1, putative, expressed	LOC_Os06g14190.2	no descriptionweakly similar to ( 192)AT1G10170| Symbols:  | NF-X1 type zinc finger family protein | chr1:3333927-3337493 REVERSE	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_9332_PI404877155	2	-0.07268238	0.22720242	0.10396576	-0.066586494	0.066586494	-0.08529377	Contig3113_at	cold acclimation protein WCOR413-like protein beta form [Triticum aestivum]	AAL23724.1	cold-acclimation protein, putative (FL3-5A3)	At2g15970.1	protein cold acclimation protein WCOR413-like protein	Os03g55850	cold acclimation protein WCOR413-like protein beta form	stress.abiotic.cold	20_2_2

CUST_43834_PI403524517	2	0.05478859	-0.1916275	0.01815033	-0.01815033	-0.05028057	0.09961414	35_12579	"Cluster: Hypothetical protein OJ1118_A06.14-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1118_A06.14-1 - Oryza sativa (japonica cu"	UniRef90_Q6ZKL9	"CHR2V7|COORD:18283378..18285316| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G44195.1); similar to hypothetical protein DDBDRAFT_0218547"	AT2G44200.1	CHR08V5|COORD:24566056..24562844|protein ccdc49 protein, putative, expressed	LOC_Os08g39090.1	"no descriptionweakly similar to ( 112)AT2G44200| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G44195.1); similar to hypothetical protein DDBDRAFT_0218547 [Dictyostelium discoideum AX4] (GB:XP_638919.1); similar to Os08g0500200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001062154.1); contains domain gb def: Expressed protein (At2g44200/F6E13.34) (PTHR16196:SF2); contains domain UNCHARACTERIZED (PTHR16196) | chr2:18283378-18285316 FORWARDnot assigned"	not assigned.unknown	35_2

CUST_38294_PI403524517	2	-0.0028390884	-0.2499237	-0.09537411	0.31052017	0.22783375	0.0028390884	35_11021	"Cluster: MTERF, putative; n=1; Oryza sativa (japonica cultivar-group)|Rep: MTERF, putative - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53LJ0	CHR4V7|COORD:7758606..7760888| leucine-rich repeat family protein / extensin family protein	AT4G13340.1	CHR11V5|COORD:5354846..5353177|protein mTERF family protein, expressed	LOC_Os11g09990.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Extensin_2 Atrophin-1 PRK12323 PRK07003 Tymo_45kd_70kd PRK05648 HPC2 DUF1421 Drf_FH1 PRK07764 CTF_NFI GRASP55_65	not assigned.unknown	35_2

CUST_26384_PI403524517	2	0.08587265	0.19619179	-0.09309578	-0.08587265	-0.12504768	0.0995903	35_7645	"Cluster: Hypothetical protein OSJNBa0014G15.10; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0014G15.10 - Oryza sativa (japonica"	UniRef90_Q8W337	"CHR1V7|COORD:25484471..25487839| similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:AAL58202.1); similar to"	AT1G67960.1	CHR03V5|COORD:28908243..28913572|protein eukaryotic membrane protein family protein, expressed	LOC_Os03g50730.1	" no descriptionweakly similar to ( 192)AT1G67960| Symbols:  | similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:AAL58202.1); similar to Os03g0715400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001051076.1); contains InterPro domain Protein of unknown function DUF747, CMV receptor; (InterPro:IPR008010) | chr1:25484471-25487839 REVERSEnot assigned DUF747 "	not assigned.unknown	35_2

CUST_17673_PI403524517	2	0.02975607	-0.070194244	0.26897717	0.4031415	-0.34925127	-0.02975607	35_5105	"Cluster: Ankyrin repeat-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Ankyrin repeat-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K5G3	CHR3V7|COORD:270622..272698| ankyrin repeat family protein	AT3G01750.1	CHR02V5|COORD:23538936..23543278|protein expressed protein	LOC_Os02g38970.2	no description	not assigned.unknown	35_2

CUST_62591_PI403524517	2	0.046772957	0.091350555	-0.097322464	-0.046772003	0.064917564	-0.21506119	35_17847	Rep: SAP-like protein BP-73 - Oryza sativa (Rice)	UniRef90_Q8L4E7	CHR1V7|COORD:1892466..1894077| ATP binding / ATPase, coupled to transmembrane movement of ions, phosphorylative mechanism	AT1G06190.1	CHR03V5|COORD:4342441..4335746|protein SAP-like protein BP-73, putative, expressed	LOC_Os03g08480.2	 no descriptionweakly similar to ( 126)AT1G06190| Symbols:  | ATP binding / ATPase, coupled to transmembrane movement of ions, phosphorylative mechanism | chr1:1892588-1894077 REVERSEmoderately similar to ( 361)BP73_ORYSAPRK12678 	not assigned.unknown	35_2

CUST_2747_PI399408534	2	0.06287575	0.26150894	-0.08726692	-0.19222641	0.021224976	-0.021224976	35_50351	"Cluster: Putative SET domain protein SUVR2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative SET domain protein SUVR2 - Oryza sativa (japonica cultivar"	UniRef90_Q6K9F7	"CHR3V7|COORD:1161608..1164545| SUVR4; histone-lysine N-methyltransferase"	AT3G04380.1	CHR02V5|COORD:24702116..24711432|protein pre-SET motif family protein, expressed	LOC_Os02g40770.2	no descriptionmoderately similar to ( 252)AT3G04380| Symbols: SUVR4 | SUVR4 | chr3:1161608-1164545 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned SET SET COG2940	RNA.regulation of transcription.SET-domain transcriptional regulator family	27_3_69

CUST_149307_PI403524517	2	0.26271868	0.37860823	0.06484985	-0.14034986	-0.06484985	-0.46992207	35_41767	0	0	CHR5V7|COORD:23551169..23556691| actin binding	AT5G58160.1	0	0	no description	not assigned.unknown	35_2

CUST_166355_PI403524517	2	0.100084305	0.14686108	-0.10061693	-0.10008478	-0.10729027	2.2205496	35_46343	"Cluster: Cellulose-binding, family II precursor; n=1; Acidothermus cellulolyticus 11B|Rep: Cellulose-binding, family II precursor - Acidothermus cellulolyticus"	UniRef90_A0LSI1	CHR4V7|COORD:5792246..5792629| AGP10 (Arabinogalactan protein 10)	AT4G09030.1	CHR09V5|COORD:14846843..14842938|protein expressed protein	LOC_Os09g24870.1	no description	not assigned.unknown	35_2

CUST_104054_PI403524517	2	0.1393156	0.22187424	-0.07592964	-0.15545464	0.07592869	-0.24749613	35_29658	Rep: Barley B recombinant - Hordeum vulgare (Barley)	UniRef90_Q8GUC3	"CHR1V7|COORD:29315359..29317867| similar to octicosapeptide/Phox/Bem1p (PB1) domain-containing protein [Arabidopsis thaliana] (TAIR:AT5G09620.1);"	AT1G77960.1	CHR10V5|COORD:962685..960598|protein GAGA-binding protein, putative, expressed	LOC_Os10g02584.3	no descriptionBAF1_ABF1	not assigned.unknown	35_2

CUST_141376_PI403524517	2	0.12661982	0.2999034	-0.12661982	-0.37374258	-0.4128685	1.1838889	35_39626	"Cluster: Hypothetical protein P0019D06.7; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0019D06.7 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q5ZEN6	"CHR5V7|COORD:201701..205150| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G45890.1); similar to Protein of unknown function DUF647 [Medicago trunc"	AT5G01510.1	CHR01V5|COORD:2242534..2247378|protein expressed protein	LOC_Os01g04860.1	"no descriptionweakly similar to ( 105)AT5G01510| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G45890.1); similar to Protein of unknown function DUF647 [Medicago truncatula] (GB:ABE84675.1); similar to Os01g0141600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001041984.1); contains InterPro domain Protein of unknown function DUF647; (InterPro:IPR006968) | chr5:201701-205150 FORWARDnot assigned DUF647"	not assigned.unknown	35_2

CUST_182158_PI403524517	2	0.08852339	0.23555517	0.0626955	-0.0626955	-0.7684741	-1.2651968	35_50641	"Cluster: NB-ARC domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: NB-ARC domain containing protein, expressed - Oryza sativ"	UniRef90_Q2QZF1	CHR3V7|COORD:18947108..18949666| disease resistance protein (CC-NBS-LRR class), putative	AT3G50950.2	CHR11V5|COORD:27477889..27482326|protein NB-ARC domain containing protein, expressed	LOC_Os11g46210.1	no description	not assigned.unknown	35_2

CUST_3335_PI399408534	2	0.058605194	0.113848686	-0.0971899	-0.0829649	0.016618729	-0.016618729	35_4712	"Cluster: Os06g0698900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0698900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D9U1	CHR1|COORD:19136123..19139093| zinc finger (GATA type) family protein, contains similarity to zinc-finger protein ZIM (Arabidopsis thaliana)	AT1G51600.2	CHR06V5|COORD:29369368..29364983|protein GATA transcription factor 25, putative, expressed	LOC_Os06g48534.1	"no descriptionmoderately similar to ( 225)AT1G51600| Symbols: ZML2 | ZML2 (ZIM-LIKE 2); transcription factor | chr1:19136844-19138920 FORWARDvery weakly similar to (59.7)PRR37_ORYSACCT ZnF_GATA GATA ZnF_GATA tify"	RNA.regulation of transcription.C2C2(Zn) GATA transcription factor family	27_3_9

CUST_103508_PI403524517	2	0.034106255	0.47323704	0.10691881	-0.034105778	-0.3108883	-0.45279312	35_29516	"Cluster: Putative pyruvate kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative pyruvate kinase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q84R73	CHR3V7|COORD:8139376..8141778| pyruvate kinase, putative	AT3G22960.1	CHR03V5|COORD:26479890..26475794|protein pyruvate kinase isozyme A, chloroplast precursor, putative, expressed	LOC_Os03g46910.1	 no descriptionweakly similar to ( 105)AT3G22960| Symbols:  | pyruvate kinase, putative | chr3:8139376-8141778 FORWARDweakly similar to ( 101)KPYA_RICCOPyruvate kinase isozyme A, chloroplast precursor - Ricinus communis (Castor bean)not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07764 PRK05826 PykF PRK06354 Pyruvate_Kinase PK PRK12323 PRK06247 Extensin_2 PRK06958 TT_ORF1 Drf_FH1 	lipid metabolism.FA synthesis and FA elongation.pyruvate kinase	11_1_30

CUST_16172_PI403524517	2	0.06529999	0.46928978	0.03323555	-0.043005943	-0.033236504	-0.035105705	35_4663	"Cluster: Os01g0542000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0542000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JM42	CHR3V7|COORD:1346437..1347369| DRT102 (DNA-DAMAGE-REPAIR/TOLERATION 2)	AT3G04880.1	CHR01V5|COORD:20298930..20300545|protein DNA-damage-repair/toleration protein DRT102, putative, expressed	LOC_Os01g36090.1	no descriptionmoderately similar to ( 312)AT3G04880| Symbols: DRT102 | DRT102 (DNA-DAMAGE-REPAIR/TOLERATION 2) | chr3:1346437-1347369 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned LacAB_rpiB PRK05571 RpiB PRK12323 Atrophin-1 Extensin_2 PRK05648 PRK07003 PRK07764 DUF1421 Tymo_45kd_70kd TT_ORF1 PRK08853 Drf_FH1 HPC2 DUF605 GRASP55_65 Herpes_BLLF1 APC_basic FAP PRK11633 AF-4 DedD PRK12678 Protamine_P1 Pneumo_att_G Gag_spuma Totivirus_coat CDC27 DUF566 tatB MCPVI Herpes_TAF50 MFMR PRK00708 PRK10263 Herpes_UL32 FimV IER DamX KAR9 Peptidase_S21 DUF1777 DAG1 CTF_NFI COG5373 COG1917 Chon_Sulph_att HpaP COG3921 Neogenin_C DEC-1_N PRK08691 PRK12495	DNA.repair	28_2

CUST_89551_PI403524517	2	0.1505785	-0.18715382	0.08303738	-0.16941261	9.803772E-4	-9.803772E-4	35_25620	"Cluster: Putative dihydrodipicolinate reductase-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative dihydrodipicolinate reductase-like prote"	UniRef90_Q8H053	CHR5V7|COORD:24975551..24975859| peptidoglycan-binding LysM domain-containing protein	AT5G62150.1	CHR10V5|COORD:20044569..20045771|protein lysM domain containing protein, expressed	LOC_Os10g38040.1	no descriptionvery weakly similar to (97.8)AT5G62150| Symbols:  | peptidoglycan-binding LysM domain-containing protein | chr5:24975551-24975859 FORWARDTT_ORF1	not assigned.no ontology	35_1

CUST_8361_PI403524517	2	-0.020724297	0.91511536	0.02072525	-0.023785591	-0.1158638	0.0774107	35_2336	"Cluster: Hypothetical protein P0583G08.31; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0583G08.31 - Oryza sativa (japonica cultivar-g"	UniRef90_Q942R8	"CHR5V7|COORD:8799937..8802336| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G15350.1); similar to hypothetical protein [Glycine max]"	AT5G25360.1	CHR01V5|COORD:3719968..3716917|protein expressed protein	LOC_Os01g07750.1	"no descriptionweakly similar to ( 141)AT5G25360| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G15350.1); similar to hypothetical protein [Glycine max] (GB:AAN03467.1) | chr5:8799937-8802336 REVERSE"	not assigned.unknown	35_2

CUST_26681_PI403524517	2	0.027694702	-0.35427284	-0.025452614	-0.058968544	0.02545166	0.2671442	35_7732	"Cluster: Os01g0858700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0858700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JHK3	"CHR2V7|COORD:11784845..11786854| similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE93200.1); contains domain no description"	AT2G27590.1	CHR01V5|COORD:37449921..37453698|protein expressed protein	LOC_Os01g63950.1	"no descriptionmoderately similar to ( 221)AT2G27590| Symbols:  | similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE93200.1); contains domain no description (G3D.3.40.50.150); contains domain S-adenosyl-L-methionine-dependent methyltransferases (SSF53335) | chr2:11784845-11786854 REVERSE"	not assigned.unknown	35_2

CUST_3096_PI403524517	2	0.0013256073	-0.18667221	-0.07884979	-0.0013237	0.022829056	0.0039577484	35_841	"Cluster: Putative 40S ribosomal protein S2; n=3; Oryza sativa (japonica cultivar-group)|Rep: Putative 40S ribosomal protein S2 - Oryza sativa (japonica"	UniRef90_Q6ZIW7	CHR2V7|COORD:17467094..17468476| 40S ribosomal protein S2 (RPS2C)	AT2G41840.1	CHR03V5|COORD:33707952..33709856|protein 40S ribosomal protein S2, putative, expressed	LOC_Os03g59310.1	 no descriptionmoderately similar to ( 399)AT3G57490| Symbols:  | 40S ribosomal protein S2 (RPS2D) | chr3:21290801-21291864 REVERSEvery weakly similar to (79.0)RR5_SPIOL30S ribosomal protein S5, chloroplast precursor - Spinacia oleracea (Spinach)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned rps5p RpsE rpsE Ribosomal_S5 Ribosomal_S5_C rps5 PRK07003 PRK12323 PRK07764 PRK12678 Herpes_BLLF1 HPC2 DUF936 APC_basic Atrophin-1 KAR9 Herpes_TAF50 	protein.synthesis.misc ribososomal protein	29_2_2

CUST_71032_PI403524517	2	0.08135891	-0.09947395	-0.060504913	0.034970284	-0.034971237	0.08257866	35_20348	Rep: Flap endonuclease 1b - Oryza sativa (Rice)	UniRef90_Q75LI2	CHR5V7|COORD:9311885..9315461| endonuclease, putative	AT5G26680.1	CHR03V5|COORD:34985543..34991069|protein flap endonuclease 1b, putative, expressed	LOC_Os03g61820.1	 no descriptionmoderately similar to ( 477)AT5G26680| Symbols:  | endonuclease, putative | chr5:9311885-9315461 REVERSEhighly similar to ( 611)FEN1B_ORYSAnot assigned not assigned not assigned XPG PRK03980 Exo XPGN XPG_I XPG_N XPGI HhH2_motif 53EXOc 53EXOc PRK05797 PRK07898 	DNA.synthesis/chromatin structure	28_1

CUST_8429_PI404877155	2	-0.17686939	-0.51761055	0.06575394	0.04889965	0.16704845	-0.04889965	Contig24931_at	auxin-responsive factor (ARF6) [Arabidopsis thaliana] gb|AAD01513.1| ARF6 [Arabidopsis thaliana] pir||F86427 auxin response factor 6 (ARF6)	NP_174323.1	auxin-responsive factor (ARF6)	At1g30330.1	protein auxin response factor 3	Os02g06910	auxin response transcription factor(ARF6)	RNA.regulation of transcription.ARF, Auxin Response Factor family	27_3_04

CUST_14240_PI399408534	2	0.117227554	-0.0010242462	-0.17602825	0.047068596	-0.09384346	0.0010242462	35_4310	"Cluster: Heat shock factor protein hsf8-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Heat shock factor protein hsf8-like - Oryza sativa (japonica cult"	UniRef90_Q6Z7B3	CHR1V7|COORD:4361776..4365187| S1 RNA-binding domain-containing protein	AT1G12800.1	CHR02V5|COORD:818981..824545|protein RNA binding protein, putative, expressed	LOC_Os02g02390.1	no descriptionmoderately similar to ( 249)AT1G12800| Symbols:  | S1 RNA-binding domain-containing protein | chr1:4361776-4365187 REVERSErpsA RpsA PRK00087 rpsA S1 PRK12269 S1 S1 rpsA PRK07400	RNA.regulation of transcription.HSF,Heat-shock transcription factor family	27_3_23

CUST_55901_PI403524517	2	0.011590004	-0.54714584	-0.0010852814	-0.27200794	0.0010852814	0.1845293	35_15911	Rep: Hypothetical protein 131L1.11 - Sorghum bicolor (Sorghum) (Sorghum vulgare)	UniRef90_Q5NKS0	CHR5V7|COORD:20957019..20958032| phosphate-responsive 1 family protein	AT5G51550.1	CHR06V5|COORD:1788837..1790395|protein phi-1-like phosphate-induced protein, putative, expressed	LOC_Os06g04250.1	no descriptionmoderately similar to ( 380)AT5G51550| Symbols:  | phosphate-responsive 1 family protein | chr5:20957019-20958032 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Phi_1 Herpes_BLLF1 PRK09169 PRK12323 PRK12678 PRK07764 IER PRK07003 PRK08853 DUF566 Herpes_UL56	not assigned.no ontology	35_1

CUST_124214_PI403524517	2	0.347682	-0.8471346	0.09802055	-0.09339142	-0.0895319	0.0895319	35_35015	"Cluster: Hypothetical protein P0672D08.4; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0672D08.4 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q93VG6		0	CHR01V5|COORD:13094..17124|protein expressed protein	LOC_Os01g01040.3	no description	not assigned.unknown	35_2

CUST_157064_PI403524517	2	0.34056187	0.16939831	0.114658356	-0.21423244	-0.11465883	-0.31737518	35_43864	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_6697_PI403524517	2	0.06435871	0.1409893	0.009915352	-0.014465332	-0.06936836	-0.009915352	35_1861	0	0	0	0	CHR03V5|COORD:33467653..33464258|protein galactosyltransferase/ transferase, transferring hexosyl groups, putative, expressed	LOC_Os03g58900.1	no description	not assigned.unknown	35_2

CUST_131421_PI403524517	2	0.23753166	0.037013054	-0.037013054	-0.103127	0.5179663	-0.57164097	35_36910	"Cluster: Os05g0172300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0172300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DKD0		0	CHR05V5|COORD:9418028..9422983|protein expressed protein	LOC_Os05g16640.1	no description	not assigned.unknown	35_2

CUST_16107_PI403524517	2	-0.22245789	0.16534233	0.4054327	-0.16534138	0.3296156	-0.4559946	35_4646	Rep: H0723C07.4 protein - Oryza sativa (Rice)	UniRef90_Q259M7	CHR2V7|COORD:18439977..18443704| RNA recognition motif (RRM)-containing protein	AT2G44710.1	CHR04V5|COORD:34813566..34812121|protein expressed protein	LOC_Os04g58890.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07764 PRK07003 AF-4 Rubella_Capsid	not assigned.unknown	35_2

CUST_165590_PI403524517	2	0.32503414	0.8464303	0.1071949	-0.10719538	-0.1795435	-0.18172693	35_46142	"Cluster: Os05g0589200 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0589200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DFH9	"CHR3V7|COORD:19972019..19974798| SIGC (RNA polymerase sigma subunit C); DNA binding / DNA-directed RNA polymerase/ transcription factor"	AT3G53920.1	CHR05V5|COORD:29258200..29262209|protein RNA polymerase sigma factor rpoD, putative, expressed	LOC_Os05g51150.4	no description	not assigned.unknown	35_2

CUST_64689_PI403524517	2	-0.016662598	-0.22929764	-0.04605198	0.06303978	0.07175255	0.016662598	35_18469	"Cluster: Mpp10 protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Mpp10 protein, expressed - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QY33	"CHR5V7|COORD:26573879..26576536| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G28770.1); similar to Os12g0133900 [Oryza sativa (japonica"	AT5G66540.1	CHR12V5|COORD:1667987..1662763|protein M-phase phosphoprotein 10, putative, expressed	LOC_Os12g04010.1	" no descriptionweakly similar to ( 176)AT5G66540| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G28770.1); similar to Os12g0133900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001066092.1); similar to Os11g0137100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001065694.1); similar to PREDICTED: hypothetical protein [Strongylocentrotus purpuratus] (GB:XP_798175.2); contains InterPro domain Mpp10 protein; (InterPro:IPR007151); contains InterPro domain U3 small nucleolar ribonucleoprotein complex, subunit Mpp10p; (InterPro:IPR012173) | chr5:26573879-26576536 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Mpp10 Mpp10 PRK07764 Tymo_45kd_70kd DUF566 COG5099 PRK07003 MDN1 DUF1421 Atrophin-1 Drf_FH1 Extensin_2 COG5137 TFIIF_alpha SMN "	not assigned.unknown	35_2

CUST_48430_PI403524517	2	0.14943981	-0.017499924	-0.118136406	0.017499924	-0.5036974	0.17185116	35_13838	"Cluster: Ubiquitin-like protein; n=1; Phaseolus vulgaris|Rep: Ubiquitin-like protein - Phaseolus vulgaris (Kidney bean) (French bean)"	UniRef90_P93501	"CHR5V7|COORD:6973317..6974465| UBQ4 (ubiquitin 4); protein binding"	AT5G20620.1	CHR06V5|COORD:28400733..28403579|protein polyubiquitin containing 7 ubiquitin monomers, putative, expressed	LOC_Os06g46770.3	"no descriptionhighly similar to ( 588)AT5G03240| Symbols: UBQ3 | UBQ3 (POLYUBIQUITIN 3); protein binding | chr5:771975-772895 REVERSEweakly similar to ( 150)UBIQ_WHEATUbiquitin - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Ubiquitin ubiquitin UBQ Nedd8 UBL AN1_N RAD23_N Scythe_N UBQ parkin_N Fubi GDX_N SF3a120_C NIRF_N ISG15_repeat2 UBI4 Tymo_45kd_70kd hPLIC_N"	protein.degradation.ubiquitin.ubiquitin	29_5_11_1

CUST_182077_PI403524517	2	0.05004263	0.25055647	-0.0270195	-0.26506996	-0.1234293	0.027019978	35_50620	Rep: Probable potassium transporter 11 - Oryza sativa (Rice)	UniRef90_Q7XLC6	"CHR1V7|COORD:11104356..11107342| KUP10 (K+ transporter 10); potassium ion transporter"	AT1G31120.1	CHR04V5|COORD:30914351..30909209|protein potassium transporter 11, putative, expressed	LOC_Os04g52390.1	"no descriptionweakly similar to ( 184)AT1G31120| Symbols: KUP10 | KUP10 (K+ transporter 10); potassium ion transporter | chr1:11104356-11107342 REVERSEmoderately similar to ( 223)HAK11_ORYSAK_trans Kup trkD"	transport.potassium	34_15

CUST_27432_PI403524517	2	0.08013916	-0.1428051	-0.003399849	0.006842613	0.0034008026	-0.038464546	35_7940	"Cluster: Guanylate kinase family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Guanylate kinase family protein, expressed - Oryza sativa"	UniRef90_Q10M74	CHR3V7|COORD:1877684..1878532| guanylate kinase, putative	AT3G06200.1	CHR03V5|COORD:11574287..11577890|protein guanylate kinase, putative, expressed	LOC_Os03g20460.1	 no descriptionmoderately similar to ( 310)AT3G06200| Symbols:  | guanylate kinase, putative | chr3:1877684-1878532 FORWARDnot assigned not assigned gmk Gmk GuKc GMPK Guanylate_kin COG3709 	nucleotide metabolism.phosphotransfer and pyrophosphatases.guanylate kinase	23_4_2

CUST_72801_PI403524517	2	-0.2567706	0.883708	0.25677013	-0.46957397	-0.47380352	0.36213303	35_20869	"Cluster: Putative glutathione S-transferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative glutathione S-transferase - Oryza sativa (japonica cultiv"	UniRef90_Q8S703	"CHR1V7|COORD:21933700..21934893| ATGSTU15 (Arabidopsis thaliana Glutathione S-transferase (class tau) 15); glutathione transferase"	AT1G59670.1	CHR10V5|COORD:20223980..20225073|protein glutathione S-transferase GSTU6, putative, expressed	LOC_Os10g38489.1	" no descriptionmoderately similar to ( 206)AT1G10360| Symbols: GST29, ATGSTU18 | ATGSTU18 (GLUTATHIONE S-TRANSFERASE 29); glutathione transferase | chr1:3395740-3396808 REVERSEmoderately similar to ( 236)GSTU6_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned GST_C_Tau GST_N_Tau Gst GST_N_family GST_N PRK12323 PRK10357 PRK12678 "	misc.glutathione S transferases	26_9

CUST_119847_PI403524517	2	-0.239707	0.049372196	-0.18083715	0.119561195	1.6800642	-0.049372196	35_33897	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_2749_PI404877155	2	0.09172821	0.12130833	-0.4364462	0.119078636	-0.09172821	-0.30881882	Contig1317_s_at	Ferredoxin, chloroplast precursor pir||FEWT ferredoxin [2Fe-2S] precursor - wheat emb|CAA52980.1| ferredoxin [Triticum aestivum]	P00228	ferredoxin, chloroplast (PETF)	At1g60950.1	protein ferredoxin i, chloroplast precursor (anti-disease protein 1)	Os08g01380	ferredoxin	PS.lightreaction.other electron carrier (ox/red).ferredoxin	1_01_05_02

CUST_146696_PI403524517	2	-0.21348381	-0.04448414	0.055304527	0.059619904	-0.0646925	0.04448414	35_41061	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_9369_PI403524517	2	0.08599281	-0.10497856	0.08453655	-0.03951645	0.031204224	-0.031204224	35_2634	Rep: Pyridoxal kinase - Triticum aestivum (Wheat)	UniRef90_Q69G22	"CHR5V7|COORD:15082624..15086013| SOS4 (SALT OVERLY SENSITIVE 4); kinase"	AT5G37850.1	CHR12V5|COORD:25237928..25243424|protein pyridoxal kinase, putative, expressed	LOC_Os12g40830.3	no descriptionmoderately similar to ( 459)AT5G37850| Symbols: SOS4 | SOS4 (SALT OVERLY SENSITIVE 4) | chr5:15082851-15086013 FORWARDnot assigned pyridoxal_pyridoxamine_kinase PdxK PRK05756 pdxK PRK07105 Phos_pyr_kin HMPP_kinase ThiD PRK06427 PRK08573 PfkB PRK12412 PRK11142 ribokinase_pfkB_like	minor CHO metabolism.others	3_5

CUST_5034_PI399408534	2	0.18546104	-0.5960722	-0.12348175	0.083696365	-0.07172966	0.07172871	35_6890	"Cluster: Putative RNA helicase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative RNA helicase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q84UQ1	CHR1V7|COORD:7285331..7288831| DEAD box RNA helicase, putative	AT1G20920.1	CHR08V5|COORD:3512419..3507484|protein pre-mRNA-processing ATP-dependent RNA helicase prp5, putative, expressed	LOC_Os08g06344.3	 no descriptionmoderately similar to ( 458)AT1G20920| Symbols:  | DEAD box RNA helicase, putative | chr1:7286345-7288831 FORWARDweakly similar to ( 132)DB10_NICSYATP-dependent RNA helicase-like protein DB10 - Nicotiana sylvestris (Wood tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned SrmB PRK11776 HELICc PRK10590 PRK11192 PRK11634 PRK04837 Helicase_C PRK04537 HELICc PRK01297 MPH1 RecQ 	DNA.synthesis/chromatin structure	28_1

CUST_145135_PI403524517	2	0.17924595	-0.60436916	-0.28554535	-0.17924547	1.1142383	2.1585412	35_40642	"Cluster: Related to c-module-binding factor; n=1; Neurospora crassa|Rep: Related to c-module-binding factor - Neurospora crassa"	UniRef90_Q9HE72		0	0	0	no description	not assigned.unknown	35_2

CUST_18321_PI403524517	2	0.10490036	0.14962101	-0.07460499	-0.018305779	0.018304825	-0.059493065	35_5297	"Cluster: Os08g0160000 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os08g0160000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J7V5	"CHR3V7|COORD:665638..666446| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G16790.1); similar to unknown protein [Oryza sativa (japonica cultivar-g"	AT3G02950.1	CHR08V5|COORD:3517758..3515121|protein ngg1 interacting factor 3 like 1 binding protein 1 isoform 1, putative, expressed	LOC_Os08g06360.1	"no descriptionmoderately similar to ( 308)AT3G02950| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G16790.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAC66731.1); similar to Os08g0160000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001061046.1); contains InterPro domain Protein of unknown function DUF783; (InterPro:IPR008501) | chr3:665638-666446 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned THOC7 PRK12323 PRK07764 Myosin_tail_1 Drf_FH1"	not assigned.unknown	35_2

CUST_28646_PI403524517	2	0.008546829	0.41846275	-0.008546829	-0.025267601	-0.09673309	0.058751106	35_8276	"Cluster: F-box protein-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: F-box protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8RZ32	CHR1V7|COORD:25136717..25137976| F-box family protein	AT1G67190.1	CHR01V5|COORD:37524653..37517284|protein Leucine Rich Repeat family protein, expressed	LOC_Os01g64030.4	no descriptionweakly similar to ( 106)AT1G67190| Symbols:  | F-box family protein | chr1:25136717-25137976 FORWARD	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_16777_PI403524517	2	0.054840088	-0.39897394	-0.054840088	0.15754938	0.09867954	-0.21029854	35_4845	"Cluster: MutT/nudix protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: MutT/nudix protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5VSC2	"CHR5V7|COORD:6779895..6782310| ATNUDT19 (Arabidopsis thaliana Nudix hydrolase homolog 19); hydrolase"	AT5G20070.1	CHR06V5|COORD:2159577..2156496|protein hydrolase, NUDIX family protein, expressed	LOC_Os06g04910.1	"no descriptionmoderately similar to ( 382)AT5G20070| Symbols: ATNUDT19 | ATNUDT19 (Arabidopsis thaliana Nudix hydrolase homolog 19); hydrolase | chr5:6779895-6782310 FORWARDnot assigned NPY1 NADH_pyrophosphatase nudC NUDIX Nudix_Hydrolase MTH1 Nudix_Hydrolase_39 Nudix_Hydrolase_7 ADPRase_NUDT5 Nudix_Hydrolase_22 nudF Nudix_Hydrolase_18 Nudix_Hydrolase_12 MutT Nudix_Hydrolase_17 Nudix_Hydrolase_21 Nudix_Hydrolase_4 Nudix_Hydrolase_1 Nudix_Hydrolase_8 COG1051 PRK08999 Nudix_Hydrolase_2"	misc.acid and other phosphatases	26_13

CUST_11626_PI404877155	2	-0.038339615	-0.22450256	0.015111923	0.02798748	0.029981613	-0.015111923	Contig5297_at	ABC transporter family protein [Arabidopsis thaliana] gb|AAN72026.1| ABC transporter protein, putative [Arabidopsis thaliana]	NP_176636.1	ABC transporter family protein	At1g64550.1	protein At1g64550	Os02g58020	ABC transporter-like protein	transport.ABC transporters and multidrug resistance systems	34_16

CUST_44116_PI403524517	2	0.2525301	0.09060192	0.21045876	-0.10629749	-0.10711098	-0.09060192	35_12658	Rep: ATP synthase subunit alpha - Oryza sativa (Rice)	UniRef90_P12084	CHRCV7|COORD:9938..11461| Encodes the ATPase alpha subunit, which is a subunit of ATP synthase and part of the CF1 portion which catalyzes the conversion of ADP	ATCG00120.1	CHR04V5|COORD:9103443..9105093|protein ATP synthase alpha chain, putative, expressed	LOC_Os04g16740.1	 no descriptionmoderately similar to ( 205)ATCG00120| Symbols: ATPA | Encodes the ATPase alpha subunit, which is a subunit of ATP synthase and part of the CF1 portion which catalyzes the conversion of ADP to ATP using the proton motive force. This complex is located in the thylakoid membrane of the chloroplast. | chrC:9938-11461 REVERSEmoderately similar to ( 257)ATPA_WHEATATP synthase subunit alpha - Triticum aestivum (Wheat)not assigned atpA PRK09281 AtpA ATP-synt_ab_C PRK07165 	PS.lightreaction.ATP synthase	1_1_4

CUST_713_PI403524517	2	0.09572983	0.1233654	0.033200264	-0.13493824	-0.10730457	-0.03319931	35_188	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53N84	CHR4V7|COORD:6406547..6407132| glycine-rich protein	AT4G10330.1	CHR11V5|COORD:7651028..7654826|protein expressed protein	LOC_Os11g13880.1	no descriptionvery weakly similar to (54.3)AT4G10330| Symbols:  | glycine-rich protein | chr4:6406547-6407132 FORWARDnot assigned not assigned	not assigned.no ontology.glycine rich proteins	35_1_40

CUST_15896_PI399408534	2	0.506361	-0.12626171	0.29367352	0.12626171	-0.32714176	-0.34367418	35_46692	Rep: Myb-related protein Hv1 - Hordeum vulgare (Barley)	UniRef90_P20026	"CHR4V7|COORD:18053860..18054870| MYB4 (myb domain protein 4); transcription factor"	AT4G38620.1	CHR09V5|COORD:21190257..21188900|protein myb-related protein Hv1, putative, expressed	LOC_Os09g36730.1	no descriptionweakly similar to ( 161)MYB1_HORVUMyb-related protein Hv1 - Hordeum vulgare (Barley)	RNA.regulation of transcription.MYB domain transcription factor family	27_3_25

CUST_96495_PI403524517	2	0.056817055	-0.117646694	0.029768944	-0.02976799	-0.19431782	0.05705738	35_27559	"Cluster: Translation initiation factor 3 (IF-3)-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Translation initiation factor 3 (IF-3)-like prote"	UniRef90_Q6YU95	CHR1V7|COORD:12542964..12546003| translation initiation factor 3 (IF-3) family protein	AT1G34360.1	CHR02V5|COORD:59280..64720|protein translation initiation factor, putative, expressed	LOC_Os02g01110.1	no descriptionweakly similar to ( 140)AT1G34360| Symbols:  | translation initiation factor 3 (IF-3) family protein | chr1:12542964-12546003 FORWARDinfC InfC IF3_N IF3_C	protein.synthesis.initiation	29_2_3

CUST_12727_PI403524517	2	0.043013573	-0.039224625	0.15574741	0.039224625	-0.1484127	-0.15343761	35_3640	"Cluster: Os09g0512700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0512700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J0F7	CHR3V7|COORD:19296789..19298480| binding	AT3G51980.1	CHR09V5|COORD:19943043..19948238|protein expressed protein	LOC_Os09g33780.1	no descriptionweakly similar to ( 192)AT3G51980| Symbols:  | binding | chr3:19296789-19298480 REVERSEnot assigned Fes1	not assigned.unknown	35_2

CUST_7715_PI403524517	2	-0.17959404	0.54056644	-0.06494236	0.10490608	-0.07447147	0.06494236	35_2147	"Cluster: Protein kinase family protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Protein kinase family protein, putative, expressed"	UniRef90_Q10S67	CHR4V7|COORD:16755330..16758046| protein kinase family protein	AT4G35230.1	CHR03V5|COORD:1831985..1836925|protein ATP binding protein, putative, expressed	LOC_Os03g04050.1	no descriptionhighly similar to ( 719)AT4G35230| Symbols:  | protein kinase family protein | chr4:16755330-16758046 REVERSEweakly similar to ( 114)CRI4_MAIZEPutative receptor protein kinase CRINKLY4 precursor - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TyrKc PTKc Pkinase_Tyr Pkinase S_TKc S_TKc PTKc_Csk_like PTKc_Frk_like PTKc_Src_like PTKc_Jak_rpt2 PTKc_EphR PTKc_Chk PTKc_Fes_like PTKc_Axl_like PTKc_Ror PTK_Jak2_Jak3_rpt1 PTKc_Srm_Brk PTKc_Fes PTKc_Trk PTKc_Src PTKc_Abl PTKc_Fyn_Yrk PTKc_Tec_like PTKc_ALK_LTK PTKc_Csk PTKc_Syk_like PTKc_FAK PTKc_Tec_Rlk PTKc_Yes PTKc_Lck_Blk PTKc_Btk_Bmx PTKc_Itk PTKc_Lyn PTK_Jak_rpt1 PTKc_TrkB PTKc_Fer PTKc_c-ros PTKc_Jak2_Jak3_rpt2 PTKc_InsR_like PTKc_Tyk2_rpt2 PTKc_TrkC PTKc_Ack_like PTKc_Hck PTKc_EphR_B PTKc_EphR_A2 PTKc_Axl PTKc_EphR_A10 PTKc_DDR TPR PTK_Tyk2_rpt1	protein.postranslational modification	29_4

CUST_21165_PI403524517	2	0.050556183	-0.1628933	-0.13533497	0.06858826	-0.05055523	0.27031612	35_6141	Rep: Cytochrome P450 - Triticum aestivum (Wheat)	UniRef90_Q70EV9	"CHR1|COORD:28016970..28018710| cytochrome P450, putative, similar to cytochrome P450 GB:O48922 (Glycine max); contains Pfam profile: PF00067 cytochrome P450"	AT1G74540.1	CHR05V5|COORD:24187874..24191966|protein cytochrome P450 98A1, putative, expressed	LOC_Os05g41440.1	" no descriptionmoderately similar to ( 215)AT2G40890| Symbols: CYP98A3, REF8 | CYP98A3 (cytochrome P450, family 98, subfamily A, polypeptide 3); p-coumarate 3-hydroxylase | chr2:17065369-17067610 REVERSEmoderately similar to ( 249)C98A1_SORBICytochrome P450 98A1 - Sorghum bicolor (Sorghum) (Sorghum vulgare)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned p450 DUF390 PRK07764 PRK12323 PRK12678 "	misc.cytochrome P450	26_10

CUST_90574_PI403524517	2	-0.11171627	0.24051952	0.03293228	-0.16570091	-0.03293228	0.076636314	35_25903	"Cluster: Os04g0223000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os04g0223000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JEQ3	"CHR3V7|COORD:20335264..20340819| ATVPS33 (Arabidopsis thaliana vacuolar protein sorting 33); protein transporter"	AT3G54860.1	CHR04V5|COORD:8213126..8196368|protein vacuolar protein-sorting protein 33, putative, expressed	LOC_Os04g14654.1	" no descriptionvery weakly similar to (87.0)AT3G54860| Symbols: VPS33, ATVPS33 | ATVPS33 (Arabidopsis thaliana vacuolar protein sorting 33); protein transporter | chr3:20335264-20340819 REVERSEnot assigned "	protein.targeting.secretory pathway.vacuole	29_3_4_3

CUST_73208_PI403524517	2	0.010511398	0.06523228	-0.04354477	-0.010511398	-0.06726551	0.06523228	35_20990	"Cluster: Os07g0693600 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0693600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D3C8	CHR3V7|COORD:20791389..20793910| Encodes ESK1 (Eskimo1).  A member of a large gene family of DUF231 domain proteins whose members encode a total of 45	AT3G55990.1	CHR07V5|COORD:29514682..29509874|protein expressed protein	LOC_Os07g49280.1	no descriptionmoderately similar to ( 305)AT3G55990| Symbols:  | Encodes ESK1 (Eskimo1).  A member of a large gene family of DUF231 domain proteins whose members encode a total of 45 proteins of unknown function.  ESK1 functions as a negative regulator of cold acclimation.  Mutations in the ESK1 gene provides strong freezing tolerance. | chr3:20791389-20793910 FORWARDnot assigned not assigned not assigned not assigned DUF231 PRK07003 PRK12323	not assigned.unknown	35_2

CUST_79512_PI403524517	2	0.1993475	-0.51017475	-0.35971355	0.03949642	-0.03949642	0.36440563	35_22807	"Cluster: Hypothetical protein OSJNBb0026G06.13; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0026G06.13 - Oryza sativa (japonica"	UniRef90_Q654C8	CHR5V7|COORD:21624812..21626306| PDV1 (PLASTID DIVISION1)	AT5G53280.1	CHR06V5|COORD:17992112..17994417|protein expressed protein	LOC_Os06g30930.1	no descriptionweakly similar to ( 140)AT5G53280| Symbols: PDV1 | PDV1 (PLASTID DIVISION1) | chr5:21624812-21626306 FORWARD	not assigned.unknown	35_2

CUST_73800_PI403524517	2	-0.003112793	0.06449032	0.040970802	-0.06508827	-0.060834885	0.0031137466	35_21166	"Cluster: Reticulon-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Reticulon-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K5U2	CHR2V7|COORD:8874324..8876247| reticulon family protein	AT2G20590.1	CHR02V5|COORD:11758498..11762731|protein reticulon family protein, expressed	LOC_Os02g19990.2	no descriptionmoderately similar to ( 207)AT2G20590| Symbols:  | reticulon family protein | chr2:8874862-8876247 REVERSEnot assigned Reticulon	not assigned.no ontology	35_1

CUST_125773_PI403524517	2	0.43928242	0.54394245	0.40530682	-0.40530682	-0.42532253	-0.5289459	35_35416	"Cluster: GDA1/CD39 family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: GDA1/CD39 family protein, expressed - Oryza sativa (japonica cult"	UniRef90_Q10KM6	CHR2V7|COORD:865394..868006| nucleoside phosphatase family protein / GDA1/CD39 family protein	AT2G02970.1	CHR03V5|COORD:14917235..14921065|protein nucleoside-triphosphatase, putative, expressed	LOC_Os03g26080.1	no description	not assigned.unknown	35_2

CUST_16998_PI404877155	2	-0.12888336	-0.007926941	0.007927895	-0.047751427	0.02246666	0.10620785	HS06O12u_at	0	0	0	0	protein strubbelig receptor family 3	Os02g07960	putative leucine-rich repeat transmembrane protein kinase 1	signalling.receptor kinases.leucine rich repeat V	30_2_5

CUST_57629_PI403524517	2	0.12739754	-0.0473032	-0.16208744	0.0668602	0.0473032	-0.16645622	35_16429	"Cluster: Os01g0761000 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os01g0761000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JJ44	"CHR1V7|COORD:19457439..19458274| similar to TMP14 (THYLAKOID MEMBRANE PHOSPHOPROTEIN OF 14 KDA) [Arabidopsis thaliana] (TAIR:AT2G46820.2); similar to"	AT1G52220.1	CHR01V5|COORD:32341246..32343122|protein thylakoid membrane phosphoprotein 14 kda, chloroplast precursor, putative, expressed	LOC_Os01g55570.3	"no descriptionvery weakly similar to (94.0)AT1G52220| Symbols:  | similar to TMP14 (THYLAKOID MEMBRANE PHOSPHOPROTEIN OF 14 KDA) [Arabidopsis thaliana] (TAIR:AT2G46820.2); similar to P0460E08.25 [Oryza sativa (japonica cultivar-group)] (GB:BAB61215.1); similar to Os01g0761000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001044320.1) | chr1:19457439-19458274 REVERSE"	not assigned.unknown	35_2

CUST_8293_PI403524517	2	0.054489136	0.04395008	-0.038136482	-0.041737556	-0.0040893555	0.0040893555	35_2317	"Cluster: Hypothetical protein OSJNBa0093B11.14; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0093B11.14 - Oryza sativa (japonica"	UniRef90_Q9AV56	CHR2V7|COORD:12166813..12167464| similar to unknown [Hyacinthus orientalis] (GB:AAT08697.1)	AT2G28430.1	CHR10V5|COORD:17827053..17821105|protein zinc finger, C3HC4 type family protein, expressed	LOC_Os10g34030.1	no descriptionvery weakly similar to (58.2)AT2G28430| Symbols:  | similar to unknown [Hyacinthus orientalis] (GB:AAT08697.1) | chr2:12166813-12167464 REVERSE	not assigned.unknown	35_2

CUST_75474_PI403524517	2	-0.14452934	0.066389084	0.09341526	-0.05202675	-0.024918556	0.02491951	35_21632	"Cluster: Hypothetical protein OSJNBa0025J22.9; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0025J22.9 - Oryza sativa (japonica cu"	UniRef90_Q6Z3T4	"CHR2|COORD:17635041..17637870| expressed protein, similar to expressed protein [Arabidopsis thaliana] (TAIR:At3g57780.1); similar to unknown protein [Oryza"	AT2G42320.2	CHR08V5|COORD:24853240..24858377|protein expressed protein	LOC_Os08g39490.3	no descriptionmoderately similar to ( 228)AT2G42320| Symbols:  | nucleolar protein gar2-related | chr2:17635180-17637735 FORWARD	not assigned.unknown	35_2

CUST_3115_PI399408534	2	0.012062073	-0.83687687	-0.012062073	0.62288	0.10958004	-0.37836075	35_2555	"Cluster: Ankyrin repeat domain protein 2, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Ankyrin repeat domain protein 2, putative, expre"	UniRef90_Q10AH9	"CHR4V7|COORD:16839867..16841764| AKR2 (ANKYRIN REPEAT-CONTAINING PROTEIN 2); protein binding"	AT4G35450.1	CHR03V5|COORD:35800455..35803069|protein ankyrin repeat domain-containing protein 2, putative, expressed	LOC_Os03g63480.2	" no descriptionvery weakly similar to (78.6)AT4G35450| Symbols: AFT, AKR2 | AKR2 (ANKYRIN REPEAT-CONTAINING PROTEIN 2); protein binding | chr4:16839867-16841764 FORWARD"	RNA.regulation of transcription.AtSR Transcription Factor family	27_3_39

CUST_1674_PI404877155	2	0.052108765	-0.49210358	-0.090807915	-0.005095482	0.12253857	0.005095482	Contig11899_at	0	D58208	0	0	0	0	CCAAT-binding transcription factor	RNA.regulation of transcription.CCAAT box binding factor family, HAP3	27_3_15

CUST_22887_PI403524517	2	-0.10708809	-0.42688274	0.005384445	0.084609985	-0.005385399	0.01672554	35_6648	"Cluster: Hypothetical protein P0758B01.3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0758B01.3 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6YVH1	"CHR1V7|COORD:25040392..25042786| similar to Os02g0221600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001046323.1); similar to hypothetical protein"	AT1G67060.1	CHR02V5|COORD:6790686..6795157|protein expressed protein	LOC_Os02g12870.1	"no descriptionmoderately similar to ( 208)AT1G67060| Symbols:  | similar to Os02g0221600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001046323.1); similar to hypothetical protein [Plasmodium falciparum 3D7] (GB:NP_705382.1) | chr1:25040392-25042786 FORWARD"	not assigned.unknown	35_2

CUST_134860_PI403524517	2	-0.016620636	0.21888733	0.016619682	-0.031572342	0.1169796	-0.03469467	35_37837	"Cluster: Putative diphosphate-fructose-6-phosphate 1-phosphotransferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative"	UniRef90_Q6Z522	CHR2V7|COORD:9552750..9555494| phosphofructokinase family protein	AT2G22480.1	CHR08V5|COORD:21195907..21192127|protein 6-phosphofructokinase 2, putative	LOC_Os08g34050.1	no descriptionweakly similar to ( 195)AT2G22480| Symbols:  | phosphofructokinase family protein | chr2:9552750-9555494 FORWARDvery weakly similar to (53.1)PFPB_SOLTUPyrophosphate--fructose 6-phosphate 1-phosphotransferase subunit beta - Solanum tuberosum (Potato)not assigned PRK06830 PfkA PRK03202 PFK Bacterial_PFK PFK PRK07085 Pyrophosphate_PFK Eukaryotic_PFK	glycolysis.PPFK	4_4

CUST_58808_PI403524517	2	-0.19249058	0.2034998	0.30209732	-0.120490074	0.120490074	-0.20803165	35_16780	Rep: B0812A04.8 protein - Oryza sativa (Rice)	UniRef90_Q25A90	"CHR1V7|COORD:8837417..8839465| ASB1 (ANTHRANILATE SYNTHASE BETA SUBUNIT 1); anthranilate synthase"	AT1G25220.1	CHR04V5|COORD:22923716..22920058|protein anthranilate synthase component II, putative, expressed	LOC_Os04g38950.2	" no descriptionweakly similar to ( 161)AT1G25220| Symbols: TRP4, ASB1 | ASB1 (ANTHRANILATE SYNTHASE BETA SUBUNIT 1); anthranilate synthase | chr1:8837417-8839465 REVERSEnot assigned not assigned GATase1_Anthranilate_Synthase PabA trpG PRK07649 PRK06968 PRK08702 PRK05670 PRK05780 PRK06679 PRK08857 PRK06774 PRK08746 PRK08007 PRK07765 GATase PRK06896 PRK07255 PRK05637 PRK08544 PRK08856 PRK06401 PRK09522 PRK06773 PRK12564 GATase1_CPSase PRK12838 PRK06895 CarA GATase1_GMP_Synthase guaA "	amino acid metabolism.synthesis.aromatic aa.tryptophan.anthranilate synthase	13_1_6_5_1

CUST_6914_PI404877155	2	-0.12278986	-0.34808493	-0.2143488	0.64100647	0.24685097	0.12278938	Contig20387_at	Putative sulfate transporter [Oryza sativa (japonica cultivar-group)]	AAN59769.1	sulfate transporter	At5g10180.1	protein sulfate permease	Os03g09940	sulfate transporter, identical to sulfate transporter (Arabidopsis thaliana) GI:2114104	transport.sulphate	34_6

CUST_69941_PI403524517	2	0.010002136	0.14988613	-0.010001183	-0.07042217	-0.22349262	0.014176369	35_20012	"Cluster: Putative potassium-dependent sodium-calcium exchanger-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative potassium-dependent"	UniRef90_Q8GS69	CHR1V7|COORD:20205786..20207720| cation exchanger, putative	AT1G54115.1	CHR03V5|COORD:4175584..4173400|protein cation cation antiporter, putative, expressed	LOC_Os03g08230.1	 no descriptionhighly similar to ( 534)AT1G54115| Symbols:  | cation exchanger, putative | chr1:20205786-20207720 FORWARDnot assigned not assigned Na_Ca_ex ECM27 	transport.calcium	34_21

CUST_37849_PI403524517	2	0.038713455	0.20091248	-0.17732716	-0.0387125	0.0425539	-0.043893814	35_10893	"Cluster: Transporter, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Transporter, putative, expressed - Oryza sativa (japonica cultivar-g"	UniRef90_Q2RAV7	"CHR5V7|COORD:4432692..4436486| ZIF1 (ZINC INDUCED FACILITATOR 1); carbohydrate transporter/ sugar porter"	AT5G13740.1	CHR12V5|COORD:1619845..1605073|protein carbohydrate transporter/ sugar porter/ transporter, putative, expressed	LOC_Os12g03899.4	"no descriptionweakly similar to ( 174)AT5G13740| Symbols: ZIF1 | ZIF1 (ZINC INDUCED FACILITATOR 1); carbohydrate transporter/ sugar porter | chr5:4432692-4436486 FORWARDnot assigned PRK07764"	transporter.sugars	34_2

CUST_50229_PI403524517	2	0.08038235	-0.22477818	-0.14375496	0.017000198	-0.017000198	0.093379974	35_14332	Rep: Tubulin beta-5 chain - Gossypium hirsutum (Upland cotton)	UniRef90_Q6VAF7	"CHR5V7|COORD:25201727..25203652| TUB3 (Tubulin beta-3); structural molecule"	AT5G62700.1	CHR06V5|COORD:27879147..27876524|protein tubulin beta-3 chain, putative, expressed	LOC_Os06g46000.1	"no descriptionhighly similar to ( 820)AT5G62700| Symbols: TUB3 | TUB3 (Tubulin beta-3); structural molecule | chr5:25201727-25203652 FORWARDhighly similar to ( 843)TBB3_WHEATTubulin beta-3 chain - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned beta_tubulin COG5023 Tubulin_FtsZ alpha_tubulin gamma_tubulin epsilon_tubulin Tubulin delta_tubulin Tubulin_C FtsZ_type2 PRK12323 Herpes_BLLF1 HPC2 PRK07764 PRK07003 AroH_like Atrophin-1"	cell.organisation	31_1

CUST_103367_PI403524517	2	-0.16417503	0.7570963	0.12553787	0.08601284	-0.08601189	-0.105498314	35_29476	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_18709_PI403524517	2	-0.14629555	0.11994934	0.024320602	-0.020734787	-0.11947918	0.02073574	35_5411	"Cluster: Hypothetical protein OJ1067_B01.11; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1067_B01.11 - Oryza sativa (japonica cultiv"	UniRef90_Q6ZH81	CHR5V7|COORD:20448342..20450109| protein kinase, putative	AT5G50180.1	CHR02V5|COORD:22994107..22999452|protein mitogen-activated protein kinase kinase kinase 7, putative, expressed	LOC_Os02g38080.2	 no descriptionhighly similar to ( 507)AT5G50180| Symbols:  | protein kinase, putative | chr5:20448342-20450109 FORWARDvery weakly similar to (82.0)CDC22_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pkinase_Tyr TyrKc S_TKc PTKc S_TKc Pkinase PTKc_Csk_like PTKc_Tec_like PTKc_InsR_like PTKc_Fes_like PTKc_Frk_like PTKc_Src_like PTKc_Srm_Brk PTKc_Chk PTKc_Ack_like PTKc_FGFR PTKc_FAK PTKc_Syk_like PTKc_EphR PTKc_Jak_rpt2 PTK_CCK4 PTKc_c-ros PTKc_Btk_Bmx SPS1 PTKc_Tec_Rlk PTKc_Abl PTKc_Ror PTKc_Lck_Blk PTKc_Itk PTKc_ALK_LTK PTKc_Fes PTKc_EGFR_like PTKc_Csk PTKc_Fer PTK_Ryk PTKc_FGFR1 PTKc_Trk PTKc_Lyn PTKc_Hck PTKc_Fyn_Yrk PTKc_PDGFR PTKc_Axl_like PTKc_Musk PTKc_Yes PTKc_FGFR3 PTKc_Met_Ron PTKc_InsR PTKc_FGFR4 PTKc_Ror1 PTKc_FGFR2 PTKc_RET PTKc_IGF-1R PTKc_Src PTKc_DDR PTKc_Ror2 PTKc_EphR_B PTKc_Jak2_Jak3_rpt2 PTKc_Axl PTKc_Aatyk PTKc_Tyro3 PTKc_EphR_A PTKc_Aatyk1_Aatyk3 PTKc_EphR_A2 PTKc_Tyk2_rpt2 PTKc_Tie1 PTKc_HER4 PTKc_Syk PTKc_Tie2 PTKc_EGFR PTKc_HER2 PTKc_TrkC PTKc_Jak1_rpt2 PTKc_Tie PTKc_EphR_A10 PTKc_Kit PTKc_VEGFR PTKc_TrkB PTKc_Zap-70 PTKc_PDGFR_alpha PTKc_CSF-1R PTK_Jak_rpt1 PTKc_Aatyk2 PTKc_DDR1 PTKc_VEGFR3 PTKc_PDGFR_beta PTK_HER3 PTKc_DDR2 PTKc_TrkA PTKc_DDR_like PTKc_VEGFR2 PTK_Jak2_Jak3_rpt1 PTK_Jak1_rpt1 COG3642 RIO 	protein.postranslational modification	29_4

CUST_85019_PI403524517	2	0.117837906	0.088299274	-0.32110357	0.53927135	-0.16242218	-0.088299274	35_24358	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_98499_PI403524517	2	0.71493053	-0.6373987	-0.467659	0.78012466	0.4165268	-0.4165268	35_28120	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_32250_PI399408534	2	-1.5663376	0.16278267	-0.028205872	0.59324646	-0.31423855	0.028205872	35_19338	"Cluster: Gibberellin 2-oxidase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Gibberellin 2-oxidase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8S0S6	"CHR1V7|COORD:29516665..29517883| ATGA2OX1 (GIBBERELLIN 2-OXIDASE 1); gibberellin 2-beta-dioxygenase"	AT1G78440.1	CHR01V5|COORD:32121953..32124491|protein gibberellin 2-beta-dioxygenase, putative, expressed	LOC_Os01g55240.1	"no descriptionmoderately similar to ( 238)AT1G78440| Symbols: ATGA2OX1 | ATGA2OX1 (GIBBERELLIN 2-OXIDASE 1); gibberellin 2-beta-dioxygenase | chr1:29516665-29517883 REVERSEmoderately similar to ( 232)G2OX1_PEAGibberellin 2-beta-dioxygenase 1 - Pisum sativum (Garden pea)not assigned not assigned not assigned PcbC 2OG-FeII_Oxy PRK07003 PRK07764 PRK12323"	hormone metabolism.ethylene.synthesis-degradation	17_5_1

CUST_67776_PI403524517	2	-0.11459541	0.16540146	0.018270493	-0.10621166	-0.018271446	0.06067276	35_19362	"Cluster: Putative EDS1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative EDS1 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6H415	CHR3V7|COORD:17764089..17766130| lipase class 3 family protein / disease resistance protein-related	AT3G48080.1	CHR09V5|COORD:13558547..13562070|protein EDS1-like protein, putative, expressed	LOC_Os09g22450.1	no descriptionmoderately similar to ( 268)AT3G48080| Symbols:  | lipase class 3 family protein / disease resistance protein-related | chr3:17764089-17766130 REVERSE	stress.biotic	20_1

CUST_24302_PI403524517	2	0.2554326	-0.17703342	-0.012575626	0.1283865	-0.014005661	0.012575626	35_7053	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10QQ7	CHR3V7|COORD:22372726..22373442| zinc ion binding	AT3G60520.1	CHR03V5|COORD:4552265..4554667|protein expressed protein	LOC_Os03g08840.1	no descriptionvery weakly similar to (59.7)AT3G60520| Symbols:  | zinc ion binding | chr3:22372726-22373442 REVERSE	not assigned.unknown	35_2

CUST_20386_PI403524517	2	0.27398777	-0.15341091	-0.21212864	0.003320694	-0.003320694	0.067759514	35_5908	Rep: Mitochondrial phosphate transporter - Zea mays (Maize)	UniRef90_O80413	CHR5V7|COORD:4531061..4532967| mitochondrial phosphate transporter	AT5G14040.1	CHR02V5|COORD:32317463..32313498|protein phosphate carrier protein, mitochondrial precursor, putative, expressed	LOC_Os02g52860.1	no descriptionweakly similar to ( 119)AT5G14040| Symbols:  | mitochondrial phosphate transporter | chr5:4531061-4532967 REVERSEnot assigned	transport.metabolite transporters at the mitochondrial membrane	34_9

CUST_1028_PI403524517	2	0.013566971	-0.6194725	-0.057718277	0.11395836	0.03237343	-0.013566971	35_272	"Cluster: Alpha-1,4-glucan-protein synthase [UDP-forming]; n=6; Poaceae|Rep: Alpha-1,4-glucan-protein synthase [UDP-forming] - Zea"	UniRef90_P80607	"CHR5V7|COORD:5092206..5094096| RGP2 (Reversibly glycosylated polypeptide-3); DNA binding / alpha-1,4-glucan-protein synthase (UDP-forming)"	AT5G15650.1	CHR03V5|COORD:22338542..22335930|protein alpha-1,4-glucan-protein synthase, putative, expressed	LOC_Os03g40270.1	" no descriptionhighly similar to ( 663)AT5G15650| Symbols: REVERSIBLY GLYCOSYLATED POLYPEPTIDE 2, RGP2 | RGP2 (Reversibly glycosylated polypeptide-3); DNA binding / alpha-1,4-glucan-protein synthase (UDP-forming) | chr5:5092206-5094096 FORWARDhighly similar to ( 709)UPTG_MAIZEAlpha-1,4-glucan-protein synthase [UDP-forming] - Zea mays (Maize)not assigned not assigned not assigned not assigned RGP "	cell wall.cell wall proteins.RGP	10_5_5

CUST_17039_PI403524517	2	-1.4776134	0.45642567	-0.5586777	0.5100064	0.30252028	-0.30252028	35_4926	"Cluster: FAD binding domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: FAD binding domain containing protein, expressed - O"	UniRef90_Q10RL9	CHR4V7|COORD:18023181..18024821| monooxygenase, putative (MO2)	AT4G38540.1	CHR03V5|COORD:2937423..2939727|protein monooxygenase, putative, expressed	LOC_Os03g05900.1	 no descriptionmoderately similar to ( 345)AT4G38540| Symbols:  | monooxygenase, putative (MO2) | chr4:18023181-18024821 FORWARDvery weakly similar to (63.9)ABA2_NICPLZeaxanthin epoxidase, chloroplast precursor - Nicotiana plumbaginifolia (Leadwort-leaved tobacco)not assigned not assigned not assigned UbiH PRK06753 PRK06847 PRK07538 FAD_binding_3 PRK08163 FixC PRK06126 PRK06183 PRK07236 PRK06184 PRK07608 PRK07588 PRK08132 ubiF PRK07045 PRK07364 PRK07333 PRK06185 PRK08773 PRK06475 Lycopene_cycl PRK08013 PRK08243 PRK08244 PRK08850 PRK07494 PRK08849 PRK06834 PRK05714 PRK06617 	misc.oxidases - copper, flavone etc.	26_7

CUST_13822_PI404877155	2	-8.840561E-4	-0.2940626	0.025021553	8.831024E-4	-0.06353378	0.015011787	Contig7570_at	small nuclear ribonucleoprotein U2B - potato gb|AAA33847.1| spliceosomal protein	S34448	small nuclear ribonucleoprotein U2B, putative / spliceosomal protein, putative	At2g30260.1	protein small nuclear ribonucleoprotein U2B - potato	Os03g18720	spliceosomal protein	RNA.processing	27_1

CUST_12207_PI403524517	2	-0.016626358	-0.7448511	-0.087031364	0.016626358	0.061671257	0.063261986	35_3475	"Cluster: Mitochondrial glycoprotein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Mitochondrial glycoprotein-like - Oryza sativa (japonica"	UniRef90_Q69T76	CHR5V7|COORD:403236..404241| mitochondrial glycoprotein family protein / MAM33 family protein	AT5G02050.1	CHR06V5|COORD:12800433..12803045|protein mitochondrial glycoprotein, expressed	LOC_Os06g22070.1	no descriptionweakly similar to ( 151)AT5G02050| Symbols:  | mitochondrial glycoprotein family protein / MAM33 family protein | chr5:403236-404241 REVERSEnot assigned not assigned not assigned not assigned not assigned MAM33	not assigned.no ontology	35_1

CUST_18249_PI403524517	2	-0.02351284	0.31150627	-0.027338982	0.02351284	-0.07329941	0.17120457	35_5275	"Cluster: Os07g0213300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0213300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D7S9	"CHR2V7|COORD:17410822..17414205| EMB2654 (EMBRYO DEFECTIVE 2654); binding"	AT2G41720.1	CHR07V5|COORD:6229971..6220475|protein EMB2654, putative, expressed	LOC_Os07g11280.2	"no descriptionmoderately similar to ( 407)AT2G41720| Symbols: EMB2654 | EMB2654 (EMBRYO DEFECTIVE 2654); binding | chr2:17410822-17414205 REVERSEweakly similar to ( 147)RF1_ORYSAPPR NrfG"	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_181496_PI403524517	2	-0.15034914	0.04453373	0.028021336	0.22643471	-0.18091774	-0.028021336	35_50465	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_26423_PI399408534	2	0.008954048	0.2912979	0.16210938	-0.11973572	-0.008954048	-0.015550613	35_1252	"Cluster: Putative poly(A) binding protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative poly(A) binding protein - Oryza sativa (japonica cultivar-g"	UniRef90_Q6Z7V3	CHR5V7|COORD:26097727..26100210| polyadenylate-binding protein family protein / PABP family protein	AT5G65260.1	CHR02V5|COORD:31914733..31910238|protein polyadenylate-binding protein 2, putative, expressed	LOC_Os02g52140.2	no descriptionmoderately similar to ( 201)AT5G10350| Symbols:  | polyadenylate-binding protein family protein / PABP family protein | chr5:3255675-3257747 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned RRM COG0724 RRM_1	RNA.processing	27_1

CUST_3650_PI404877155	2	0.08776283	0.38240147	-0.18318844	-0.03834629	-0.059272766	0.03834629	Contig14209_at	permease-related [Arabidopsis thaliana] gb|AAF79266.1| F12K21.21 [Arabidopsis thaliana]	NP_564447.1	12606736|permease-related	At1g34470.1	protein expressed protein	Os05g35060	permease-related, low similarity to purine permease (Arabidopsis thaliana) GI:7620007	transport.nucleotides	34_10

CUST_9946_PI403524517	2	-0.0013122559	0.14602375	-0.010791779	0.0013122559	-0.014118195	0.13939953	35_2804	"Cluster: Putative DNA-directed RNA polymerase II; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative DNA-directed RNA polymerase II - Oryza sativa (japon"	UniRef90_Q6YX88	"CHR2V7|COORD:6740743..6742564| RBP36A (RNA polymerase II 36 kDa polypeptide A); DNA binding / DNA-directed RNA polymerase"	AT2G15430.1	CHR09V5|COORD:926068..933087|protein DNA-directed RNA polymerase II 36 kDa polypeptide A, putative, expressed	LOC_Os09g02284.1	" no descriptionmoderately similar to ( 432)AT2G15430| Symbols: RPB35.5A, RBP36A | RBP36A (RNA polymerase II 36 kDa polypeptide A); DNA binding / DNA-directed RNA polymerase | chr2:6740743-6742564 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned RPOLD PRK00783 RpoA RNA_pol_A_bac PRK07003 PRK12323 Herpes_BLLF1 HPC2 MAP65_ASE1 DUF566 PRK07764 KAR9 Atrophin-1 APC_basic TT_ORF1 Pneumo_att_G PRK05648 "	RNA.transcription	27_2

CUST_13690_PI403524517	2	0.019180298	0.04578495	-0.0032596588	-0.060064316	-0.07284069	0.0032587051	35_3929	"Cluster: Prefoldin subunit 3, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Prefoldin subunit 3, putative, expressed - Oryza sativa (jap"	UniRef90_Q2QNJ8	"CHR5|COORD:20097841..20100147| similar to unnamed protein product [Mus musculus] (GB:BAC37066.1); similar to PREDICTED: similar to von Hippel-Lindau binding"	AT5G49510.2	CHR12V5|COORD:23046456..23051035|protein prefoldin subunit 3, putative, expressed	LOC_Os12g37590.1	no descriptionmoderately similar to ( 280)AT5G49510| Symbols:  | protein binding | chr5:20097955-20099682 FORWARDnot assigned Prefoldin Prefoldin_alpha Prefoldin GIM5 PRK03947	protein.folding	29_6

CUST_26036_PI403524517	2	0.07726669	0.24572468	-0.003063202	-0.114494324	0.0030641556	-0.121788025	35_7543	"Cluster: Putative allyl alcohol dehydrogenase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative allyl alcohol dehydrogenase - Oryza sativa (japonica cu"	UniRef90_Q8S0M7	CHR1V7|COORD:24375271..24377336| allyl alcohol dehydrogenase, putative	AT1G65560.1	CHR01V5|COORD:39079460..39081807|protein NADP-dependent oxidoreductase P1, putative, expressed	LOC_Os01g66720.1	 no descriptionmoderately similar to ( 210)AT1G65560| Symbols:  | allyl alcohol dehydrogenase, putative | chr1:24375271-24377336 REVERSEnot assigned COG2130 Qor 	misc.oxidases - copper, flavone etc.	26_7

CUST_181031_PI403524517	2	0.10774326	0.17497063	-0.1795969	-0.19506168	0.15380287	-0.10774231	35_50343	Rep: Cyclin-dependent kinase inhibitor 1 - Zea mays (Maize)	UniRef90_Q52PU9	CHR5V7|COORD:19809834..19811572| ICK6 (KIP-RELATED PROTEIN 3)	AT5G48820.1	CHR10V5|COORD:17173812..17170254|protein cyclin-dependent kinase inhibitor 1, putative, expressed	LOC_Os10g33310.1	no descriptionnot assigned not assigned PRK12323 PRK07764	not assigned.unknown	35_2

CUST_104550_PI403524517	2	-0.0030517578	0.10478878	-0.13548565	0.0030517578	-0.09140968	0.038477898	35_29795	"Cluster: Putative cinnamoyl-CoA reductase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative cinnamoyl-CoA reductase - Oryza sativa (japonica cultivar-g"	UniRef90_Q69U05	CHR2V7|COORD:14233949..14235574| cinnamoyl-CoA reductase family	AT2G33600.1	CHR06V5|COORD:25075552..25072545|protein dihydroflavonol-4-reductase, putative, expressed	LOC_Os06g41810.1	no descriptionvery weakly similar to (83.2)AT2G33600| Symbols:  | cinnamoyl-CoA reductase family | chr2:14233949-14235574 FORWARDvery weakly similar to (50.1)DFRA_MAIZEDihydroflavonol-4-reductase - Zea mays (Maize)not assigned	misc.alcohol dehydrogenases	26_11

CUST_58965_PI403524517	2	0.04067707	0.22112274	-0.040676117	-0.08970642	-0.050827026	0.045679092	35_16822	"Cluster: Expressed protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QMG9	CHR1V7|COORD:731794..737332| kinase interacting family protein	AT1G03080.1	CHR12V5|COORD:25511306..25502481|protein expressed protein	LOC_Os12g41200.1	no descriptionweakly similar to ( 109)AT1G03080| Symbols:  | kinase interacting family protein | chr1:731794-737332 REVERSEnot assigned not assigned PRK12323 PRK07003	protein.postranslational modification	29_4

CUST_95236_PI403524517	2	0.007524967	0.06940889	0.08001375	-0.0075244904	-0.4593625	-0.27322578	35_27216	"Cluster: Putative ankyrin-kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ankyrin-kinase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K1X9	CHR2V7|COORD:13527682..13530723| ankyrin protein kinase, putative	AT2G31800.1	CHR02V5|COORD:23875833..23870626|protein non-receptor tyrosine kinase spore lysis A, putative, expressed	LOC_Os02g39560.2	 no descriptionmoderately similar to ( 387)AT2G31800| Symbols:  | ankyrin protein kinase, putative | chr2:13527682-13530723 REVERSEvery weakly similar to (70.1)AKT1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pkinase_Tyr PTKc TyrKc ANK PTKc_Csk_like S_TKc S_TKc Pkinase PTKc_Tec_like PTKc_Src_like PTKc_Tec_Rlk PTKc_Srm_Brk PTKc_Itk PTKc_EphR PTKc_Chk PTKc_Csk PTKc_Fes_like PTKc_Abl PTKc_FGFR PTKc_Btk_Bmx PTKc_DDR PTKc_Fes PTKc_Jak_rpt2 PTKc_Ror PTKc_Lyn PTKc_Fer PTKc_Lck_Blk Arp PTKc_FAK PTKc_Syk_like SPS1 PTKc_Ack_like PTKc_Tyro3 PTKc_InsR_like PTKc_Src PTKc_Trk PTKc_c-ros PTKc_PDGFR PTKc_Frk_like PTKc_RET PTKc_EphR_B Ank 	protein.postranslational modification	29_4

CUST_98725_PI403524517	2	-0.55484295	-0.17787266	0.59141254	0.10520744	0.059853554	-0.059854507	35_28182	"Cluster: Hypothetical protein OSJNBa0009L15.3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0009L15.3 - Oryza sativa (japonica cu"	UniRef90_Q6L482	CHR3V7|COORD:1640616..1642233| protein phosphatase 2C, putative / PP2C, putative	AT3G05640.1	CHR05V5|COORD:16940950..16936183|protein catalytic/ protein phosphatase type 2C, putative, expressed	LOC_Os05g29030.2	 no descriptionmoderately similar to ( 252)AT3G05640| Symbols:  | protein phosphatase 2C, putative / PP2C, putative | chr3:1640616-1642233 REVERSEnot assigned not assigned not assigned not assigned PP2Cc PP2Cc PP2C PTC1 PRK12323 	protein.postranslational modification	29_4

CUST_174095_PI403524517	2	-0.03595829	0.90629005	0.03595829	0.51148605	-0.06719971	-0.11649275	35_48473	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_103427_PI403524517	2	0.109116554	-0.18688774	-0.008415222	0.036945343	-0.018825531	0.0084142685	35_29495	"Cluster: Hypothetical protein OSJNBa0086P08.26-1; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0086P08.26-1 - Oryza sativa (japon"	UniRef90_Q9FTU0	CHR2V7|COORD:8872303..8873448| NFD6 (NUCLEAR FUSION DEFECTIVE 6)	AT2G20585.1	CHR01V5|COORD:7675671..7673949|protein expressed protein	LOC_Os01g13720.2	no descriptionvery weakly similar to (57.0)AT2G20585| Symbols: NFD6 | NFD6 (NUCLEAR FUSION DEFECTIVE 6) | chr2:8872303-8873674 FORWARD	not assigned.unknown	35_2

CUST_65997_PI403524517	2	0.13081932	-0.17785072	0.0028924942	-0.0028924942	-0.0546093	0.10087013	35_18851	"Cluster: Chromosome-associated kinesin-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Chromosome-associated kinesin-like - Oryza sativa (japonica cultiv"	UniRef90_Q6Z2W0	CHRomosome-associated kinesin, putative | chr5V7|COORD:omosome..associated| chromosome-associated kinesin, putative	AT5G60930.1	CHR02V5|COORD:31118150..31114739|protein ATP binding protein, putative, expressed	LOC_Os02g50910.1	 no descriptionweakly similar to ( 177)AT5G60930| Symbols:  | chromosome-associated kinesin, putative | chr5:24532624-24539737 REVERSEnot assigned 	cell.organisation	31_1

CUST_113440_PI403524517	2	0.003317356	0.047222137	-0.13053274	-0.06746721	-0.003317356	0.87990427	35_32198	"Cluster: Mycolic acid methyl transferase-like protein; n=1; Arabidopsis thaliana|Rep: Mycolic acid methyl transferase-like protein - Arabidopsis thaliana"	UniRef90_Q9LUH5	CHR3V7|COORD:8437479..8442604| cyclopropane fatty acid synthase, putative / CPA-FA synthase, putative	AT3G23530.1	CHR12V5|COORD:9529283..9538466|protein cyclopropane fatty acid synthase, putative, expressed	LOC_Os12g16650.1	 no descriptionweakly similar to ( 118)AT3G23530| Symbols:  | cyclopropane fatty acid synthase, putative / CPA-FA synthase, putative | chr3:8437479-8442604 FORWARDnot assigned COG2907 COG3349 HemY PRK11883 	lipid metabolism.Phospholipid synthesis.cyclopropane-fatty-acyl-phospholipid synthase	11_3_7

CUST_14394_PI399408534	2	0.12089205	-0.12089157	0.28373528	-0.17419815	-0.12376976	1.6752806	35_32518	"Cluster: Calcium-transporting ATPase 1, plasma membrane-type (EC 3.6.3.8) (Ca(2+)-ATPase isoform 1); n=2; Oryza sativa|Rep: Calcium-transporting ATPase 1, plasm"	UniRef90_Q2QMX9	"CHR4V7|COORD:17683219..17686802| ACA2 (CALCIUM ATPASE 2); calmodulin binding"	AT4G37640.1	CHR12V5|COORD:24451731..24457449|protein calcium-transporting ATPase 2, plasma membrane-type, putative, expressed	LOC_Os12g39660.1	 no descriptionmoderately similar to ( 245)AT2G22950| Symbols:  | calcium-transporting ATPase, plasma membrane-type, putative / Ca2+-ATPase, putative (ACA7) | chr2:9773207-9776846 FORWARDmoderately similar to ( 263)ACA1_ORYSAnot assigned not assigned not assigned not assigned not assigned E1-E2_ATPase MgtA ZntA PRK10517 zntA PRK01122 	signalling.calcium	30_3

CUST_49505_PI403524517	2	0.02374649	-0.48123646	-0.118658066	0.0071439743	-0.0071430206	0.040053368	35_14118	Rep: Cytosolic heat shock protein 90 - Hordeum vulgare (Barley)	UniRef90_Q7XJ80	"CHR5V7|COORD:22698636..22701137| HSP81-3 (Heat shock protein 81-3); ATP binding"	AT5G56010.1	CHR02V5|COORD:8730660..8726611|protein spermidine synthase 1, putative, expressed	LOC_Os02g15550.1	"no descriptionvery weakly similar to (77.8)AT5G56010| Symbols: HSP81-3 | HSP81-3 (Heat shock protein 81-3); ATP binding | chr5:22698636-22701137 FORWARDvery weakly similar to (75.9)HSP83_ORYSAnot assigned not assigned not assigned HSP90 PRK05218 HtpG"	stress.abiotic.heat	20_2_1

CUST_53464_PI403524517	2	-0.023691177	0.07734585	0.023691177	-0.04985237	0.07264519	-0.07597637	35_15208	"Cluster: Outer mitochondrial membrane protein porin; n=1; Triticum aestivum|Rep: Outer mitochondrial membrane protein porin - Triticum aestivum (Wheat)"	UniRef90_P46274	CHR3V7|COORD:85761..87619| porin, putative	AT3G01280.1	CHR09V5|COORD:11804588..11814324|protein isochorismate synthase 1, chloroplast precursor, putative, expressed	LOC_Os09g19734.3	 no descriptionmoderately similar to ( 337)AT3G01280| Symbols:  | porin, putative | chr3:85761-87619 FORWARDhighly similar to ( 513)VDAC1_WHEATOuter mitochondrial membrane protein porin - Triticum aestivum (Wheat)not assigned Porin_3 	transporter.sugars	34_2

CUST_94559_PI403524517	2	0.039344788	0.17198086	-0.039344788	-0.14242935	-0.15009403	0.07391167	35_27031	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_87828_PI403524517	2	-0.03999424	0.3837738	-0.08031273	0.039995193	-0.21857452	0.047706604	35_25146	"Cluster: Zinc finger (C3HC4-type RING finger) protein family-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Zinc finger (C3HC4-type RING finger) protein"	UniRef90_Q6ZC59	CHR4|COORD:6344370..6345533| synaptobrevin-related family protein, similar to Vesicle-associated membrane protein 722  (AtVAMP722) Synaptobrevin-related protein	AT4G10170.2	CHR08V5|COORD:535270..533290|protein expressed protein	LOC_Os08g01880.1	no descriptionweakly similar to ( 107)AT4G10170| Symbols:  | synaptobrevin-related family protein | chr4:6344583-6345347 FORWARD	not assigned.no ontology	35_1

CUST_48873_PI403524517	2	0.030333519	-0.030333519	-0.1114254	0.12671804	-0.31359053	2.208321	35_13956	Rep: ADP-ribosylation factor 1 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_P36397	"CHR2V7|COORD:19374334..19375588| ARF1A1c (ADP-RIBOSYLATION FACTOR 1); GTP binding / phospholipase activator/ protein binding"	AT2G47170.1	CHR01V5|COORD:34907190..34911172|protein ADP-ribosylation factor, putative, expressed	LOC_Os01g59790.3	"no descriptionmoderately similar to ( 231)AT2G47170| Symbols: ARF1A1c | ARF1A1c (ADP-RIBOSYLATION FACTOR 1); GTP binding / phospholipase activator/ protein binding | chr2:19374334-19375588 FORWARDmoderately similar to ( 230)ARF1_DAUCAADP-ribosylation factor 1 - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Arf1_5_like ARF Arf Arf6 Arf_Arl Arl1 Arl5_Arl8 Arl3 ARD1 Arl2 ARLTS1 Arl6 Arl4_Arl7 Arfrp1 Arl10_like Arl9_Arfrp2_like Arl2l1_Arl13_like Sar1 Wound_ind Ras_like_GTPase SAR COG1100 COG2229"	protein.targeting.secretory pathway.unspecified	29_3_4_99

CUST_131182_PI403524517	2	0.016518116	0.29575062	-0.016518116	-0.07327747	-0.07576084	0.743454	35_36844	"Cluster: Hypothetical protein OSJNBb0033N16.9; n=2; Oryza sativa|Rep: Hypothetical protein OSJNBb0033N16.9 - Oryza sativa (Rice)"	UniRef90_Q9AUR9	"CHR5V7|COORD:24357361..24359582| GRIK2 (GEMINIVIRUS REP INTERACTING KINASE 2); kinase"	AT5G60550.1	CHR03V5|COORD:28665388..28657759|protein serine/threonine-protein kinase ssp1, putative, expressed	LOC_Os03g50330.1	"no descriptionweakly similar to ( 139)AT5G60550| Symbols: GRIK2 | GRIK2 (GEMINIVIRUS REP INTERACTING KINASE 2); kinase | chr5:24357361-24359582 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase Pkinase_Tyr TyrKc PTKc"	protein.postranslational modification	29_4

CUST_14835_PI403524517	2	-0.023276329	-0.2902584	0.026888847	-0.039830208	0.03820038	0.023276329	35_4271	"Cluster: Os01g0679600 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os01g0679600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JKE7	"CHR1V7|COORD:29818175..29818959| Identical to Uncharacterized protein At1g79260 [Arabidopsis Thaliana] (GB:O64527); similar to hypothetical protein MBP_91N22.4"	AT1G79260.1	CHR01V5|COORD:28288587..28292290|protein THAP domain-containing protein 4, putative, expressed	LOC_Os01g48760.1	"no descriptionmoderately similar to ( 210)AT1G79260| Symbols:  | Identical to Uncharacterized protein At1g79260 [Arabidopsis Thaliana] (GB:O64527); similar to hypothetical protein MBP_91N22.4 [Musa balbisiana] (GB:ABF70108.1); contains domain FAMILY NOT NAMED (PTHR15854); contains domain gb def: YUP8H12R.14 protein (At1g79260/YUP8H12R_40) (PTHR15854:SF5) | chr1:29818175-29818959 FORWARDnot assigned DUF1794"	not assigned.unknown	35_2

CUST_19077_PI404877155	2	0.07826805	0.15937424	-0.039445877	-0.07145882	-0.025092125	0.025093079	HY09E16u_s_at	3-hydroxyisobutyryl-coenzyme A hydrolase / CoA-thioester hydrolase (CHY1) [Arabidopsis thaliana]	NP_201395.1	3-hydroxyisobutyryl- coenzyme A hydrolase / CoA-thioester hydrolase (CHY1)	At5g65940.1	protein 3-hydroxyisobutyryl-coenzyme A hydrolase, putative	Os12g16350	21 putative enoyl-CoA-hydratase	lipid metabolism.lipid degradation.beta-oxidation	11_9_4_05

CUST_98649_PI403524517	2	0.016378403	0.17088795	-0.10511112	-0.037205696	-0.016378403	0.7343836	35_28160	"Cluster: Hypothetical protein P0007F06.35-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0007F06.35-1 - Oryza sativa (japonica cultiv"	UniRef90_Q5QMQ3	CHR2V7|COORD:13216171..13218089| ATP synthase protein I -related	AT2G31040.1	CHR01V5|COORD:28008408..28004042|protein expressed protein	LOC_Os01g48300.4	no descriptionweakly similar to ( 105)AT2G31040| Symbols:  | ATP synthase protein I -related | chr2:13216171-13218089 REVERSE	PS.lightreaction.ATP synthase	1_1_4

CUST_55686_PI403524517	2	0.047164917	0.14071369	-0.047163963	-0.056767464	-0.074754715	0.06501198	35_15851	Rep: Importin alpha-1a subunit - Oryza sativa (Rice)	UniRef90_Q71VM4	"CHR3V7|COORD:2120565..2123561| AT-IMP (Arabidopsis thaliana importin alpha); protein transporter"	AT3G06720.2	CHR01V5|COORD:8378896..8384052|protein importin alpha-1b subunit, putative, expressed	LOC_Os01g14950.1	" no descriptionhighly similar to ( 761)AT3G06720| Symbols: ATKAP ALPHA, AT-IMP | AT-IMP (Arabidopsis thaliana importin alpha); protein transporter | chr3:2120565-2123561 FORWARDhighly similar to ( 875)IMA1A_ORYSAnot assigned not assigned not assigned SRP1 ARM IBB ARM Arm COG1413 "	protein.targeting.nucleus	29_3_1

CUST_79845_PI403524517	2	-0.028070927	0.15453482	0.1652689	-0.31229496	-0.7670708	0.028071404	35_22898	"Cluster: Putative WD domain containing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative WD domain containing protein - Oryza sativa (japonica"	UniRef90_Q8H925	CHR5V7|COORD:17690624..17692857| transducin family protein / WD-40 repeat family protein	AT5G43920.1	CHR02V5|COORD:11199422..11205878|protein WD-repeat protein 26, putative, expressed	LOC_Os02g19210.2	no descriptionweakly similar to ( 124)AT5G43920| Symbols:  | transducin family protein / WD-40 repeat family protein | chr5:17690624-17692857 FORWARDnot assigned	development.unspecified	33_99

CUST_20505_PI403524517	2	0.019217491	-0.10227203	-0.035859108	-0.019216537	0.028101921	0.11289787	35_5950	"Cluster: Cytochrome c biogenesis protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Cytochrome c biogenesis protein-like - Oryza sativa (japonica cu"	UniRef90_Q6K7S7	"CHR1|COORD:5240024..5241516| cytochrome c biogenesis protein family, contains Pfam PF03918: Cytochrome C biogenesis protein; similar to Cytochrome c-type"	AT1G15220.2	CHR02V5|COORD:10084264..10087915|protein cytochrome c-type biogenesis protein cycL precursor, putative, expressed	LOC_Os02g17520.1	no descriptionweakly similar to ( 197)AT1G15220| Symbols: ATCCMH | ATCCMH | chr1:5240466-5241112 REVERSECcmH CcmH PRK10144	mitochondrial electron transport / ATP synthesis.cytochrome c	9_6

CUST_18795_PI404877155	2	0.36828995	-1.3119125	-0.36828995	0.626214	0.43673325	-0.485816	HVSMEn0020J05f_x_at	chlorophyll a/b-binding protein precursor [Hordeum vulgare]	AAF90200.1	chlorophyll A-B binding protein 4, chloroplast / LHCI type III CAB-4 (CAB4)	At3g47470.1	protein chlorophyll a/b-binding protein presursor	Os08g33820	chlorophyll a/b binding protein	PS.lightreaction.photosystem I.LHC-I	1_01_02_01

CUST_19538_PI403524517	2	0.04304886	0.23055553	-0.3005991	-0.043049812	0.07205105	-0.094799995	35_5660	Rep: Alpha-6-galactosyltransferase - Zea mays (Maize)	UniRef90_Q5TIM9	CHR2V7|COORD:9751439..9753273| galactosyl transferase GMA12/MNN10 family protein	AT2G22900.1	CHR02V5|COORD:30045728..30047497|protein glycosyltransferase 6, putative, expressed	LOC_Os02g49140.1	no descriptionvery weakly similar to (95.1)AT2G22900| Symbols:  | galactosyl transferase GMA12/MNN10 family protein | chr2:9751439-9753273 REVERSE	misc.UDP glucosyl and glucoronyl transferases	26_2

CUST_1566_PI404877155	2	0.10022831	0.46659946	-0.06401062	-0.110014915	-0.06401062	0.06401062	Contig11765_s_at	WREBP-2 [Nicotiana tabacum]	BAA75685.1	zinc finger (C2H2 type) family protein	At4g06634.1	protein Zinc finger, C2H2 type, putative	Os05g01550	"zinc finger (C2H2 type) family protein, contains Pfam PF00096: Zinc finger, C2H2 type or  similar to zinc finger (C2H2 type) family protein / transcription factor jumonji (jmj) family protein [Arabidopsis thaliana] (TAIR:At5g04240.1); similar to unknown p"	RNA.regulation of transcription.C2H2 zinc finger family	27_3_11

CUST_83828_PI403524517	2	0.07606077	0.012701511	-0.12721014	-0.012701511	-0.17648697	0.048185825	35_24028	Rep: Alanyl-tRNA synthetase - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q9FFC7	CHR5V7|COORD:7616224..7619964| aminoacyl-tRNA synthetase family protein	AT5G22800.1	CHR06V5|COORD:7573979..7580552|protein alanyl-tRNA synthetase, putative, expressed	LOC_Os06g13660.1	no descriptionmoderately similar to ( 404)AT5G22800| Symbols:  | aminoacyl-tRNA synthetase family protein | chr5:7616224-7619964 REVERSEnot assigned alaS AlaS tRNA-synt_2c AlaRS_core PRK01584	protein.aa activation	29_1

CUST_148644_PI403524517	2	0.4016466	0.3329358	-0.07186031	-0.18011475	-0.68061113	0.07186079	35_41586	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_2968_PI403524517	2	0.113080025	0.3038988	-0.113080025	-0.23114109	-0.17232323	0.12899685	35_809	"Cluster: Putative hydroxypyruvate reductase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative hydroxypyruvate reductase - Oryza sativa (japonica cultiv"	UniRef90_Q6YU90	"CHR1V7|COORD:25497081..25499383| HPR (Hydroxypyruvate reductase); NAD binding / cofactor binding / oxidoreductase, acting on the CH-OH group of donors, NAD"	AT1G68010.1	CHR02V5|COORD:82952..78483|protein hydroxypyruvate reductase, putative, expressed	LOC_Os02g01150.5	" no descriptionmoderately similar to ( 249)AT1G68010| Symbols: HPR | HPR (Hydroxypyruvate reductase); NAD binding / cofactor binding / oxidoreductase, acting on the CH-OH group of donors, NAD or NADP as acceptor | chr1:25497081-25499383 FORWARDmoderately similar to ( 239)DHGY_CUCSAGlycerate dehydrogenase - Cucumis sativus (Cucumber)not assigned not assigned 2-Hacid_dh LdhA SerA 2-Hacid_dh_C PRK08410 PRK00257 PRK06932 PRK06487 PRK11790 PRK06436 PRK12480 "	amino acid metabolism.degradation.serine-glycine-cysteine group.glycine	13_2_5_2

CUST_24752_PI403524517	2	0.09638882	-0.08434677	-0.12482929	-0.0034570694	0.0034561157	0.14482975	35_7181	"Cluster: Hypothetical protein OSJNBa0085D07.11; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0085D07.11 - Oryza sativa (japonica"	UniRef90_Q5N773	CHR5V7|COORD:1439173..1441546| vacuolar protein sorting 36 family protein / VPS36 family protein	AT5G04920.1	CHR01V5|COORD:34914022..34910364|protein vacuolar protein sorting protein 36, putative, expressed	LOC_Os01g59800.1	no descriptionmoderately similar to ( 359)AT5G04920| Symbols:  | vacuolar protein sorting 36 family protein / VPS36 family protein | chr5:1439173-1441546 REVERSEnot assigned EAP30	protein.targeting.secretory pathway.vacuole	29_3_4_3

CUST_1567_PI403524517	2	0.044000626	0.106594086	0.09229469	-0.044000626	-0.14184952	-0.047683716	35_413	Rep: Ammonium transporter - Triticum aestivum (Wheat)	UniRef90_Q676V6	"CHR4V7|COORD:7858216..7859721| AMT1;1 (AMMONIUM TRANSPORT 1); ammonium transporter"	AT4G13510.1	CHR04V5|COORD:25281419..25283537|protein ammonium transporter 1, member 2, putative, expressed	LOC_Os04g43070.1	" no descriptionweakly similar to ( 160)AT4G13510| Symbols: ATAMT1, ATAMT1;1, AMT1;1 | AMT1;1 (AMMONIUM TRANSPORT 1); ammonium transporter | chr4:7858216-7859721 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Ammonium_transp AmtB PRK10666 TT_ORF1 PRK12323 PRK07003 MAP65_ASE1 Herpes_BLLF1 "	transport.ammonium	34_5

CUST_1812_PI403524517	2	0.06693554	0.016916275	-0.016915321	-0.030757904	-0.06660557	0.047587395	35_479	"Cluster: Putative dihydrolipoamide S-acetyltransferase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative dihydrolipoamide S-acetyltransferase - Oryza s"	UniRef90_Q5VS74	CHR3V7|COORD:4596247..4600150| dihydrolipoamide S-acetyltransferase, putative	AT3G13930.1	CHR06V5|COORD:373997..369059|protein dihydrolipoyllysine-residue acetyltransferase component of pyruvatedehydrogenase complex, putative, expressed	LOC_Os06g01630.1	 no descriptionhighly similar to ( 590)AT3G13930| Symbols:  | dihydrolipoamide S-acetyltransferase, putative | chr3:4596247-4600150 FORWARDnot assigned not assigned not assigned PRK11856 AceF PRK11855 2-oxoacid_dh aceF PRK05704 PRK11857 PRK11892 kgd Biotin_lipoyl E3_binding 	TCA / org. transformation.TCA.pyruvate DH.E2	8_1_1_2

CUST_29291_PI403524517	2	-0.022066116	0.022066116	0.06070423	-0.035717487	0.48150492	-0.23985577	35_8464	Rep: H0103C06.10 protein - Oryza sativa (Rice)	UniRef90_Q259H7	"CHR3|COORD:6632682..6637230| similar to DNAJ plastid division protein (ARC6) [Arabidopsis thaliana] (TAIR:At5g42480.1); similar to COG0810: Periplasmic"	AT3G19180.2	CHR04V5|COORD:34294211..34286654|protein F-box domain containing protein, expressed	LOC_Os04g57920.1	no descriptionmoderately similar to ( 390)AT3G19180| Symbols:  | cell division protein-related | chr3:6632816-6636553 FORWARD	cell.division	31_2

CUST_139467_PI403524517	2	-0.06985664	0.8719206	0.13273335	-0.35095024	-0.17374516	0.06985664	35_39115	"Cluster: OSJNBa0018M05.18 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0018M05.18 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XQ90	CHR5V7|COORD:7758310..7775512| zinc finger (C3HC4-type RING finger) family protein	AT5G23110.1	CHR02V5|COORD:3353562..3354820|protein early nodulin 20 precursor, putative, expressed	LOC_Os02g06670.1	no descriptionmoderately similar to ( 242)AT5G23110| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr5:7758310-7775512 FORWARDnot assigned not assigned PRK07764	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_23440_PI399408534	2	0.24874401	0.095952034	-0.040790558	-0.2841549	0.040790558	-0.21825314	35_21998	"Cluster: Transposon protein, putative, Mutator sub-class, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Transposon protein, putative,"	UniRef90_Q10Q87	CHR4V7|COORD:17663074..17665293| phototropic-responsive NPH3 family protein	AT4G37590.1	CHR03V5|COORD:5508028..5513583|protein transposon protein, putative, Mutator sub-class, expressed	LOC_Os03g10800.4	no descriptionmoderately similar to ( 287)AT4G37590| Symbols:  | phototropic-responsive NPH3 family protein | chr4:17663074-17665293 REVERSEweakly similar to ( 147)NPH3_ORYSA	signalling.light	30_11

CUST_3149_PI403524517	2	0.08546829	0.07227898	-0.065509796	-0.024208069	-0.035676956	0.024208069	35_855	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_55086_PI403524517	2	0.13061905	-0.42138672	-0.10812092	0.008211136	-0.008211136	0.008437157	35_15679	"Cluster: Os01g0585700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0585700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JLN7	0	0	CHR01V5|COORD:23103794..23109635|protein expressed protein	LOC_Os01g40340.2	no description	not assigned.unknown	35_2

CUST_56705_PI403524517	2	-0.09591675	0.21860313	-0.5045061	0.10789871	-0.3398924	0.095915794	35_16150	"Cluster: BTH-induced protein phosphatase 2C 2 K2 form; n=5; Oryza sativa|Rep: BTH-induced protein phosphatase 2C 2 K2 form - Oryza sativa (indica cultivar-group"	UniRef90_Q5MFV5	CHR4V7|COORD:16260881..16262708| protein phosphatase 2C family protein / PP2C family protein	AT4G33920.1	CHR03V5|COORD:31413834..31411046|protein catalytic/ protein phosphatase type 2C, putative, expressed	LOC_Os03g55320.1	no descriptionmoderately similar to ( 256)AT4G33920| Symbols:  | protein phosphatase 2C family protein / PP2C family protein | chr4:16260881-16262708 FORWARDnot assigned not assigned PP2Cc PP2Cc PP2C PTC1	protein.postranslational modification	29_4

CUST_52249_PI403524517	2	-0.6960921	-0.2960534	0.2960534	0.6366515	0.76649046	-0.6659579	35_14891	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QX54	"CHR1V7|COORD:6913308..6914313| AVA-P2 (vacuolar-H+-pumping ATPase 16 kDa proteolipid subunit 2); ATPase"	AT1G19910.1	CHR12V5|COORD:3501238..3498422|protein expressed protein	LOC_Os12g07140.2	" no descriptionvery weakly similar to (64.7)AT1G19910| Symbols: AVA-2PE, ATVHA-C2, AVA-P2 | AVA-P2 (vacuolar-H+-pumping ATPase 16 kDa proteolipid subunit 2); ATPase | chr1:6913308-6914313 FORWARDvery weakly similar to (67.4)VATL_ORYSAnot assigned "	transport.p- and v-ATPases.H+-transporting two-sector ATPase	34_1_1

CUST_5620_PI404877155	2	-0.7564001	0.25449657	0.023049355	0.04723835	-0.14643574	-0.0230484	Contig17515_at	putative serine/threonine kinase [Hordeum vulgare]	AAF06016.1	protein kinase family protein	At1g16670.1	protein Protein kinase domain, putative	Os02g06930	"protein kinase family protein, contains protein kinase domain, Pfam:PF00069; similar to receptor-like serine/threonine kinase GI:2465923 from (Arabidopsis thaliana)"	signalling.receptor kinases.leucine rich repeat VIII-2	30_2_8_2

CUST_5258_PI399408534	2	0.06453991	-0.2852602	-0.07106972	-0.018078804	0.018078804	0.07097626	35_13729	"Cluster: Os02g0772000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0772000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DX62	CHR4V7|COORD:5286348..5292069| KOW domain-containing transcription factor family protein	AT4G08350.1	CHR06V5|COORD:5527577..5522782|protein transcription elongation factor SPT5 homolog 1, putative, expressed	LOC_Os06g10620.1	no descriptionhighly similar to ( 835)AT4G08350| Symbols:  | KOW domain-containing transcription factor family protein | chr4:5286348-5292069 FORWARDnot assigned not assigned not assigned not assigned SPT5	RNA.regulation of transcription.Global transcription factor group	27_3_52

CUST_48698_PI403524517	2	0.021974564	-0.42136002	-0.101940155	0.0757103	0.012639999	-0.012638092	35_13907	Rep: Histone H2A - Zea mays (Maize)	UniRef90_P40280	CHR5V7|COORD:575435..576454| histone H2A, putative	AT5G02560.1	CHR03V5|COORD:9478877..9477951|protein histone H2A, putative, expressed	LOC_Os03g17100.1	 no descriptionweakly similar to ( 150)AT5G02560| Symbols:  | histone H2A, putative | chr5:575435-576454 FORWARDweakly similar to ( 163)H2A_PETCRHistone H2A - Petroselinum crispum (Parsley) (Petroselinum hortense)not assigned not assigned not assigned not assigned H2A H2A HTA1 Histone PRK12678 	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_4058_PI404877155	2	0.0012807846	0.3698492	-0.048163414	-0.0012817383	0.042736053	-0.13893986	Contig14852_at	RGA-like [Arabidopsis thaliana]	CAA12242.1	transducin family protein / WD-40 repeat family protein	At2g47790.1	protein Sec23/Sec24 trunk domain, putative	Os01g21850	transducin / WD-40 repeat protein family	RNA.regulation of transcription.putative DNA-binding protein	27_3_67

CUST_106613_PI403524517	2	-0.89254427	-0.108272076	0.60258627	0.108272076	1.9231701	-0.3978629	35_30342	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_10232_PI403524517	2	-0.56880283	-0.5371618	0.20219898	-0.03543377	0.179286	0.035434723	35_2885	"Cluster: Hypothetical protein At5g10750; n=3; Arabidopsis thaliana|Rep: Hypothetical protein At5g10750 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q8L723	"CHR5V7|COORD:3399073..3399981| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G24990.1); similar to Os10g0455900 [Oryza sativa (japonica"	AT5G10750.1	CHR06V5|COORD:29217962..29214411|protein lipid binding protein, putative, expressed	LOC_Os06g48320.1	" no descriptionmoderately similar to ( 295)AT5G10750| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G24990.1); similar to Os10g0455900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001064750.1); similar to Os08g0152600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001061005.1); similar to pleckstriny domain-containing protein, putative, expressed [Oryza sativa (japonica cultivar-group)] (GB:ABB47745.1); contains InterPro domain Protein of unknown function DUF1336; (InterPro:IPR009769) | chr5:3399073-3399981 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF1336 PRK07003 PRK07764 APC_basic PRK12323 PRK12678 DUF390 AF-4 Herpes_BLLF1 Tymo_45kd_70kd infB Pneumo_att_G DUF566 HPC2 DUF1509 "	not assigned.unknown	35_2

CUST_1528_PI399408534	2	0.16241455	-0.1271267	0.16196156	-0.080999374	0.038240433	-0.038240433	35_7474	"Cluster: Class III HD-Zip protein 4, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Class III HD-Zip protein 4, putative, expressed - Ory"	UniRef90_Q2QM96	"CHR2V7|COORD:14646627..14651072| PHB (PHABULOSA); DNA binding / transcription factor"	AT2G34710.1	CHR12V5|COORD:25893747..25887033|protein class III HD-Zip protein 4, putative, expressed	LOC_Os12g41860.1	" no descriptionweakly similar to ( 181)AT2G34710| Symbols: ATHB14, ATHB-14, PHB-1D, PHB | PHB (PHABULOSA); DNA binding / transcription factor | chr2:14646627-14651072 REVERSEMEKHLA "	RNA.regulation of transcription.HB,Homeobox transcription factor family	27_3_22

CUST_22726_PI403524517	2	0.1217556	0.1217556	-0.11260605	-0.26528883	-0.19600391	0.112605095	35_6600	"Cluster: Putative thylakoid lumenal 16.5 kDa protein, chloroplast; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative thylakoid lumenal 16.5 kDa protein,"	UniRef90_Q5Z8V3	0	0	CHR06V5|COORD:29788100..29789678|protein thylakoid lumenal 16.5 kDa protein, chloroplast precursor, putative, expressed	LOC_Os06g49160.1	no description	not assigned.unknown	35_2

CUST_67143_PI403524517	2	0.17285204	0.22747374	-0.042515278	-0.10398674	0.042515278	-0.27969265	35_19175	"Cluster: Hydroxyproline-rich glycoprotein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hydroxyproline-rich glycoprotein-like - Oryza sativa (japonica"	UniRef90_Q69NN2	"CHR3V7|COORD:4625715..4630390| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G07660.1); similar to Os06g0206100 [Oryza sativa (japonica"	AT3G13990.1	CHR06V5|COORD:5358509..5366121|protein gb protein, putative, expressed	LOC_Os06g10430.3	"no descriptionweakly similar to ( 141)AT3G13990| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G07660.1); similar to Os06g0206100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001057094.1); similar to gb protein [Sorghum bicolor] (GB:AAL68853.1); contains InterPro domain Apoptosis inhibitory 5; (InterPro:IPR008383); contains InterPro domain Protein of unknown function DUF1296; (InterPro:IPR009719) | chr3:4625715-4630390 REVERSEDUF1296"	not assigned.unknown	35_2

CUST_3330_PI403524517	2	0.056334496	0.1584444	0.010796547	-0.084080696	-0.22368145	-0.010796547	35_909	Rep: Protein kinase family protein - Musa acuminata (Banana)	UniRef90_Q1EPA3	CHR4V7|COORD:7758606..7760888| leucine-rich repeat family protein / extensin family protein	AT4G13340.1	CHR07V5|COORD:24271675..24264784|protein formin-2, putative, expressed	LOC_Os07g40510.1	no descriptionnot assigned not assigned Atrophin-1	not assigned.unknown	35_2

CUST_32311_PI399408534	2	0.03191662	0.42639923	0.11351204	-0.10464573	-0.06940746	-0.03191662	35_1008	"Cluster: Putative ethylene-responsive transcriptional coactivator; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ethylene-responsive transcriptional"	UniRef90_Q6ZAE3	"CHR2V7|COORD:17782049..17783193| ATMBF1A/MBF1A (MULTIPROTEIN BRIDGING FACTOR 1A); DNA binding / transcription coactivator"	AT2G42680.1	CHR08V5|COORD:16849431..16852661|protein endothelial differentiation-related factor 1, putative, expressed	LOC_Os08g27850.1	" no descriptionmoderately similar to ( 229)AT2G42680| Symbols: MBF1A, ATMBF1A | ATMBF1A/MBF1A (MULTIPROTEIN BRIDGING FACTOR 1A); DNA binding / transcription coactivator | chr2:17782049-17783193 FORWARDnot assigned MBF1 COG1813 HTH_3 HTH_XRE HTH_XRE "	hormone metabolism.ethylene.induced-regulated-responsive-activated	17_5_3

CUST_130311_PI403524517	2	0.25223064	0.05237484	-0.061883926	-0.09109783	0.08124924	-0.05237484	35_36595	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2RA87		0	CHR11V5|COORD:2954715..2948973|protein expressed protein	LOC_Os11g06190.1	no description	not assigned.unknown	35_2

CUST_6012_PI403524517	2	-0.012548447	0.02111435	0.101732254	-0.11540985	-0.18848705	0.012548447	35_1661	"Cluster: Serine/threonine-protein phosphatase PP1; n=3; BEP clade|Rep: Serine/threonine-protein phosphatase PP1 - Oryza sativa (Rice)"	UniRef90_P48489	"CHR2V7|COORD:16634508..16635867| TOPP4 (Type one serine/threonine protein phosphatase 4); protein phosphatase type 1"	AT2G39840.1	CHR03V5|COORD:8863219..8868835|protein serine/threonine-protein phosphatase PP1, putative, expressed	LOC_Os03g16110.3	"no descriptionhighly similar to ( 587)AT2G39840| Symbols: TOPP4 | TOPP4 (Type one serine/threonine protein phosphatase 4); protein phosphatase type 1 | chr2:16634508-16635867 FORWARDhighly similar to ( 613)PP1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned PP2Ac PP2Ac Metallophos ApaH"	protein.postranslational modification	29_4

CUST_71407_PI403524517	2	-0.22341919	-0.2522955	0.18158245	-0.036374092	0.13404846	0.036374092	35_20457	Rep: OSIGBa0122F23.1 protein - Oryza sativa (Rice)	UniRef90_Q01JC9	CHR3V7|COORD:21322141..21323184| aspartate/glutamate/uridylate kinase family protein	AT3G57560.1	CHR04V5|COORD:27344135..27347489|protein acetylglutamate kinase, putative, expressed	LOC_Os04g46460.2	no descriptionmoderately similar to ( 358)AT3G57560| Symbols:  | aspartate/glutamate/uridylate kinase family protein | chr3:21322141-21323184 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned AAK_NAGK-C AAK_NAGK-like PRK00942 ArgB AA_kinase AAK_NAGK-NC AAK_NAGS-ABP PRK05279 AAK_NAGK-UC AAK_NAGK-fArgBP AAK PRK04531 PRK12323 PRK07003 AAK_FomA-like Tymo_45kd_70kd HPC2 Atrophin-1 PRK07764 APC_basic PRK12353 DUF566 AAK_AKi-DapG-BS AAK_AK-DapG-like PRK08210 AAK_CK PRK12686 ArcC AAK_NAGS-Urea PRK12354 PRK05429 COG1608 Herpes_BLLF1 PRK05648 GRASP55_65	amino acid metabolism.synthesis.glutamate family.arginine.acetylglutamate kinase	13_1_2_3_2

CUST_62128_PI403524517	2	0.06013584	-0.25049782	-0.06095028	0.0669508	0.11381912	-0.06013584	35_17719	0	0	CHR5V7|COORD:20118160..20121468| SIN-like family protein	AT5G49530.1	CHR08V5|COORD:10251371..10262586|protein sin-like protein conserved region containing protein, expressed	LOC_Os08g16780.2	no description	not assigned.unknown	35_2

CUST_113578_PI403524517	2	0.22349453	0.29499722	0.11887598	-0.11887598	-0.526217	-0.13324404	35_32238	"Cluster: P0044F08.17 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: P0044F08.17 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q9AWU5	CHR1V7|COORD:22496859..22500684| proline-rich family protein	AT1G61080.1	CHR01V5|COORD:1418495..1424851|protein ubiquitin conjugating enzyme/ ubiquitin-like activating enzyme, putative, expressed	LOC_Os01g03520.1	no description	not assigned.unknown	35_2

CUST_126207_PI403524517	2	-0.058678627	0.019200325	0.16677666	-0.047094345	0.10251236	-0.019199371	35_35528	Rep: Peroxiredoxin - Oryza sativa (Rice)	UniRef90_Q9FR35	"CHR1V7|COORD:24563187..24564416| TPX1 (THIOREDOXIN-DEPENDENT PEROXIDASE 1); antioxidant"	AT1G65980.1	CHR01V5|COORD:28074779..28072452|protein peroxiredoxin-5, mitochondrial precursor, putative, expressed	LOC_Os01g48420.1	"no descriptionmoderately similar to ( 246)AT1G65980| Symbols: TPX1 | TPX1 (THIOREDOXIN-DEPENDENT PEROXIDASE 1); antioxidant | chr1:24563258-24564416 REVERSEnot assigned PRX5_like AHP1 Redoxin PRX_family AhpC-TSA AhpC PRX_AhpE_like PRX_Typ2cys"	redox.peroxiredoxin	21_5

CUST_16563_PI399408534	2	0.1259098	0.14338017	-0.13554335	-0.1259098	-0.8674302	0.77550364	35_32479	"Cluster: Os01g0934300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0934300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JGA4	"CHR4V7|COORD:1123656..1128252| LD (LUMINIDEPENDENS); transcription factor"	AT4G02560.1	CHR01V5|COORD:41311285..41319819|protein flowering-time protein isoform alpha, putative, expressed	LOC_Os01g70810.1	"no descriptionvery weakly similar to (52.0)AT4G02560| Symbols: LD | LD (LUMINIDEPENDENS); transcription factor | chr4:1123656-1128252 REVERSEnot assigned not assigned PRK12323"	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_98074_PI403524517	2	-0.13538456	-0.48135567	0.123838425	0.044032097	0.70107365	-0.044032097	35_28005	Rep: Actin-75 - Solanum tuberosum (Potato)	UniRef90_P30169	CHR5V7|COORD:3052810..3054221| ACT7 (actin 7)	AT5G09810.1	CHR12V5|COORD:3233557..3230453|protein actin-7, putative, expressed	LOC_Os12g06660.1	 no descriptionvery weakly similar to (83.2)AT5G09810| Symbols: ACT2/7, ACT7 | ACT7 (actin 7) | chr5:3052810-3054221 FORWARDvery weakly similar to (83.2)ACT7_TOBACActin-104 - Nicotiana tabacum (Common tobacco)not assigned Actin ACTIN COG5277 ACTIN RuBisCO_small RuBisCO_small 	cell.organisation	31_1

CUST_49082_PI403524517	2	0.009698868	-0.1562767	-0.038211823	-0.009698868	0.12751007	0.057203293	35_14010	Rep: Histone H2B.5 - Zea mays (Maize)	UniRef90_P54348	CHR3V7|COORD:16908477..16908929| histone H2B	AT3G45980.1	CHR01V5|COORD:2845932..2841231|protein core histone H2A/H2B/H3/H4 family protein, expressed	LOC_Os01g05970.1	 no descriptionweakly similar to ( 172)AT5G22880| Symbols:  | histone H2B, putative | chr5:7652133-7652570 REVERSEweakly similar to ( 176)H2B2_WHEATHistone H2B.2 - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned H2B Histone TT_ORF1 Tymo_45kd_70kd DUF566 Herpes_UL56 PRK12323 Protamine_P1 DUF1777 PRK07764 	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_32394_PI399408534	2	0.034628868	0.46568108	-0.16301537	-0.03462982	-0.3312893	0.18673992	35_21613	"Cluster: Retrotransposon protein, putative, unclassified, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Retrotransposon protein, putative,"	UniRef90_Q10NF9	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	CHR03V5|COORD:9014390..9007824|protein serine/arginine repetitive matrix protein 1, putative, expressed	LOC_Os03g16369.2	no descriptionmoderately similar to ( 230)AT2G29210| Symbols:  | splicing factor PWI domain-containing protein | chr2:12565233-12569245 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PWI PWI Tymo_45kd_70kd PRK09169 APC_basic DUF566 KAR9 HPC2 DUF1777 DUF1509 PRK12678 Extensin_2 AF-4 MAP65_ASE1 Gag_spuma NESP55 PRK12323 Transformer infB DUF936 Coprinus_mating	RNA.processing.splicing	27_1_1

CUST_68286_PI403524517	2	-0.30906677	0.6282244	0.30888844	-0.04736042	-0.059630394	0.04736042	35_19523	Rep: Secretory carrier membrane protein - Oryza sativa (Rice)	UniRef90_Q9M5P1	"CHR1V7|COORD:22589700..22592329| SC3 (SECRETORY CARRIER 3); carrier"	AT1G61250.1	CHR01V5|COORD:33386035..33392240|protein SC3 protein, putative, expressed	LOC_Os01g57220.1	"no descriptionweakly similar to ( 199)AT1G61250| Symbols: SC3 | SC3 (SECRETORY CARRIER 3); carrier | chr1:22589700-22592329 FORWARDnot assigned SCAMP"	transport.misc	34_99

CUST_59275_PI403524517	2	0.052833557	-0.16211987	0.0065631866	-0.0953598	0.09480667	-0.0065631866	35_16902	"Cluster: Putative Noc3p; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Noc3p - Oryza sativa (japonica cultivar-group)"	UniRef90_Q656B0	CHR1V7|COORD:29777609..29782767| binding	AT1G79150.1	CHR06V5|COORD:17504128..17510949|protein nucleolar complex-associated protein, expressed	LOC_Os06g30320.1	no descriptionhighly similar to ( 672)AT1G79150| Symbols:  | binding | chr1:29777609-29782767 REVERSEnot assigned not assigned NOC3 NOC3p CBF	not assigned.unknown	35_2

CUST_84755_PI403524517	2	-0.048885822	0.07356119	0.048885822	-0.43992424	-0.43839264	1.2902827	35_24285	Rep: Transposase-related protein w-gary2 - Triticum aestivum (Wheat)	UniRef90_Q3LAG0	0	0	CHR04V5|COORD:31762095..31758173|protein transposon protein, putative, unclassified, expressed	LOC_Os04g53660.3	no descriptionvery weakly similar to (63.2)TRAC9_MAIZEPutative AC9 transposase - Zea mays (Maize)not assigned	DNA.synthesis/chromatin structure.retrotransposon/transposase.hat-like transposase	28_1_1_4

CUST_131090_PI403524517	2	-0.03174877	0.03174877	0.038632393	-0.18704224	0.044812202	-0.2194891	35_36818	Rep: Triosephosphate isomerase, cytosolic - Zea mays (Maize)	UniRef90_P12863	"CHR3V7|COORD:20564771..20567055| ATCTIMC (CYTOSOLIC TRIOSE PHOSPHATE ISOMERASE); triose-phosphate isomerase"	AT3G55440.1	CHR01V5|COORD:2590443..2586339|protein triosephosphate isomerase, cytosolic, putative, expressed	LOC_Os01g05490.2	" no descriptionweakly similar to ( 155)AT3G55440| Symbols: TPI, ATCTIMC | ATCTIMC (CYTOSOLIC TRIOSE PHOSPHATE ISOMERASE); triose-phosphate isomerase | chr3:20564771-20567055 FORWARDweakly similar to ( 169)TPIS_SECCETriosephosphate isomerase, cytosolic - Secale cereale (Rye)not assigned TIM TIM tpiA TpiA PRK04302 "	glycolysis.TPI	4_8

CUST_16076_PI399408534	2	-0.13533783	0.13060856	0.15454674	0.01847744	-0.04467106	-0.01847744	35_23129	"Cluster: Os06g0692700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0692700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D9Y1	CHR5V7|COORD:21894461..21897571| leucine-rich repeat transmembrane protein kinase, putative	AT5G53890.1	CHR06V5|COORD:28852373..28855938|protein phytosulfokine receptor precursor, putative, expressed	LOC_Os06g47650.1	 no descriptionvery weakly similar to (63.9)AT1G72300| Symbols:  | leucine-rich repeat transmembrane protein kinase, putative | chr1:27221341-27224628 REVERSE	signalling.receptor kinases.leucine rich repeat X	30_2_10

CUST_20750_PI403524517	2	0.008811951	-0.6397896	-0.07250023	0.2785015	-0.008811951	0.20278549	35_6026	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_34542_PI399408534	2	0.18210173	0.4232521	-0.012331963	0.012331963	-0.015717506	-0.10885763	35_25936	"Cluster: Putative Cys2/His2 zinc-finger protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Cys2/His2 zinc-finger protein - Oryza sativa (japonic"	UniRef90_Q84TB8	"CHR5V7|COORD:24120299..24120787| RHL41 (RESPONSIVE TO HIGH LIGHT 41); nucleic acid binding / transcription factor/ zinc ion binding"	AT5G59820.1	CHR03V5|COORD:34366635..34367547|protein zinc finger DNA-binding protein, putative, expressed	LOC_Os03g60570.1	" no descriptionvery weakly similar to (79.7)AT5G59820| Symbols: ZAT12, RHL41 | RHL41 (RESPONSIVE TO HIGH LIGHT 41); nucleic acid binding / transcription factor/ zinc ion binding | chr5:24120299-24120787 FORWARDvery weakly similar to (73.2)ZFP1_WHEATZinc finger protein 1 - Triticum aestivum (Wheat)"	RNA.regulation of transcription.C2H2 zinc finger family	27_3_11

CUST_23467_PI399408534	2	-0.22047901	0.15207481	0.27358913	-0.15207481	0.46499252	-0.19364262	35_27291	Rep: GRAB1 protein - Triticum sp	UniRef90_Q9ZRZ3	"CHR3V7|COORD:5234738..5235889| ATNAC3 (ARABIDOPSIS NAC DOMAIN CONTAINING PROTEIN 55); transcription factor"	AT3G15500.1	CHR07V5|COORD:6966303..6967615|protein NAC domain-containing protein 67, putative, expressed	LOC_Os07g12340.1	" no descriptionweakly similar to ( 166)AT3G15500| Symbols: ANAC055, ATNAC3 | ATNAC3 (ARABIDOPSIS NAC DOMAIN CONTAINING PROTEIN 55); transcription factor | chr3:5234738-5235889 FORWARDweakly similar to ( 191)NAC67_ORYSAnot assigned not assigned NAM PRK07764 PRK12323 Totivirus_coat "	RNA.regulation of transcription.NAC domain transcription factor family	27_3_27

CUST_6318_PI399408534	2	0.101541996	0.4485321	0.35004187	-0.101541996	-0.23916054	-0.25558424	35_49686	"Cluster: Putative 2-oxoglutarate-dependent oxygenase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative 2-oxoglutarate-dependent oxygenase - Oryza sativ"	UniRef90_Q6ZBF0	CHR1V7|COORD:2025617..2027093| 2-oxoglutarate-dependent dioxygenase, putative	AT1G06620.1	CHR08V5|COORD:18437441..18436311|protein 1-aminocyclopropane-1-carboxylate oxidase, putative, expressed	LOC_Os08g30210.1	 no descriptionweakly similar to ( 116)AT2G30830| Symbols:  | 2-oxoglutarate-dependent dioxygenase, putative | chr2:13139784-13141361 REVERSEvery weakly similar to (95.5)DV4H_CATRODeacetoxyvindoline 4-hydroxylase - Catharanthus roseus (Rosy periwinkle) (Madagascar periwinkle)not assigned not assigned not assigned PRK12323 PcbC PRK07764 PRK07003 	hormone metabolism.ethylene.synthesis-degradation	17_5_1

CUST_70066_PI403524517	2	0.05445385	0.1389103	-0.054452896	-0.2652626	0.21191597	-0.11815834	35_20056	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_86809_PI403524517	2	0.028574944	0.012748718	0.055303574	-0.11817455	-0.052921295	-0.012748718	35_24864	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_16778_PI404877155	2	0.35782146	0.579442	-0.19567776	-0.59078693	-0.4276018	0.19567776	HI05C03u_at	OSJNBa0086O06.20 [Oryza sativa (japonica cultivar-group)]	CAE04872.2	basic helix-loop-helix (bHLH) family protein (bHLH096)	At1g72210.1	protein Helix-loop-helix DNA-binding domain, putative	Os02g46560	basic helix-loop-helix (bHLH) family protein, contains similarity to bHLH DNA-binding protein	RNA.regulation of transcription.bHLH,Basic Helix-Loop-Helix family	27_3_06

CUST_88822_PI403524517	2	0.09841728	0.29896402	-0.10865688	-0.028752804	0.028752804	-0.12093592	35_25416	"Cluster: Putative riboflavin biosynthesis protein ribA; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative riboflavin biosynthesis protein ribA - Oryza s"	UniRef90_Q6Z234	"CHR5V7|COORD:25735685..25738016| ATGCH (Arabidopsis thaliana GTP cyclohydrolase II); 3,4-dihydroxy-2-butanone-4-phosphate synthase/ GTP"	AT5G64300.1	CHR02V5|COORD:21929696..21924751|protein riboflavin biosynthesis protein ribAB, chloroplast precursor, putative, expressed	LOC_Os02g36340.2	" no descriptionmoderately similar to ( 302)AT5G64300| Symbols: ATGCH | ATGCH (Arabidopsis thaliana GTP cyclohydrolase II); 3,4-dihydroxy-2-butanone-4-phosphate synthase/ GTP cyclohydrolase II | chr5:25735685-25738016 FORWARDnot assigned PRK09311 PRK09319 DHBP_synthase RibB PRK12485 GTP_cyclohydro2 PRK09314 GTP_cyclohydro2 PRK09318 RibA ribB ribB ribA ribB ribB PRK08815 PRK05773 "	Co-factor and vitamine metabolism.riboflavin.GTP cyclohydrolase II	18_3_1

CUST_14037_PI404877155	2	0.10645676	0.1087513	0.0224514	-0.023807526	-0.027490616	-0.0224514	Contig7834_at	probable RNA-binding protein cp33 precursor - barley emb|CAA11894.1| cp33Hv [Hordeum vulgare subsp. vulgare]	T05730	33 kDa ribonucleoprotein, chloroplast, putative / RNA-binding protein cp33, putative	At3g52380.1	protein RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain), putative	Os07g06450	0	RNA.RNA binding	27_4

CUST_96375_PI403524517	2	0.13588572	0.5856819	0.3898139	-0.19630527	-0.45857	-0.13588619	35_27527	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_3024_PI399408534	2	0.06785154	-0.26990223	-0.15999079	0.1881218	-0.06785107	0.25274658	35_36085	Rep: SAR DNA binding protein - Oryza sativa (Rice)	UniRef90_O80401	CHR3V7|COORD:1413180..1415570| SAR DNA-binding protein, putative	AT3G05060.1	CHR03V5|COORD:13116327..13112402|protein nucleolar protein NOP5, putative, expressed	LOC_Os03g22740.1	 no descriptionmoderately similar to ( 244)AT3G05060| Symbols:  | SAR DNA-binding protein, putative | chr3:1413180-1415570 REVERSEnot assigned not assigned not assigned Nop SIK1 	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_168300_PI403524517	2	-0.020430088	-0.092814445	0.06285381	0.38278866	0.020430565	-0.17541361	35_46867	"Cluster: Hypothetical protein OSJNBa0027L23.4; n=3; Oryza sativa|Rep: Hypothetical protein OSJNBa0027L23.4 - Oryza sativa (Rice)"	UniRef90_Q8W3H8	CHR3V7|COORD:6323209..6323767| NADH-ubiquinone oxidoreductase-related	AT3G18410.1	CHR10V5|COORD:22609264..22611262|protein expressed protein	LOC_Os10g42540.1	no descriptionweakly similar to ( 150)AT3G18410| Symbols:  | NADH-ubiquinone oxidoreductase-related | chr3:6323209-6323767 FORWARDnot assigned	mitochondrial electron transport / ATP synthesis.NADH-DH.localisation not clear	9_1_2

CUST_24002_PI403524517	2	0.35713816	0.03762436	0.006796837	-0.05998993	-0.0067973137	-0.26873112	35_6973	"Cluster: Transducin family protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Transducin family protein, putative, expressed - Oryza"	UniRef90_Q2QMC2	CHR2V7|COORD:8195573..8199491| transducin family protein / WD-40 repeat family protein	AT2G18900.1	CHR12V5|COORD:25718496..25724633|protein nucleotide binding protein, putative, expressed	LOC_Os12g41620.1	no descriptionmoderately similar to ( 360)AT2G18900| Symbols:  | transducin family protein / WD-40 repeat family protein | chr2:8195573-8199491 REVERSEvery weakly similar to (55.8)GBLP_MEDSAGuanine nucleotide-binding protein subunit beta-like protein - Medicago sativa (Alfalfa)not assigned not assigned not assigned not assigned not assigned not assigned WD40 COG2319 PRK07764	not assigned.no ontology	35_1

CUST_127345_PI403524517	2	0.04289913	-0.40277386	0.07443905	-0.04289913	0.21658707	-0.07183838	35_35820	"Cluster: Hypothetical protein OSJNBb0111K12.17; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0111K12.17 - Oryza sativa (japonica"	UniRef90_Q75IS4		0	CHR05V5|COORD:17500275..17507223|protein expressed protein	LOC_Os05g30340.2	no description	not assigned.unknown	35_2

CUST_151599_PI403524517	2	0.54298973	-0.19124317	0.1912427	-0.30536175	-0.8079362	0.25454235	35_42390	"Cluster: Protein disulfide-isomerase precursor; n=22; Triticeae|Rep: Protein disulfide-isomerase precursor - Triticum aestivum (Wheat)"	UniRef90_P52589	"CHR1V7|COORD:7645756..7648503| ATPDIL1-1 (PDI-LIKE 1-1); protein disulfide isomerase"	AT1G21750.1	CHR11V5|COORD:4970875..4967059|protein OsPDIL1-1 - Oryza sativa protein disulfide isomerase, expressed	LOC_Os11g09280.2	"no descriptionvery weakly similar to (60.8)AT1G21750| Symbols: ATPDIL1-1 | ATPDIL1-1 (PDI-LIKE 1-1); protein disulfide isomerase | chr1:7645756-7648684 FORWARDvery weakly similar to (92.0)PDI_HORVUProtein disulfide-isomerase precursor - Hordeum vulgare (Barley)"	redox.thioredoxin	21_1

CUST_136702_PI403524517	2	-0.075115204	-1.0004101	0.07511616	0.60812855	1.0038147	-0.11536312	35_38337	"Cluster: Putative peroxidase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative peroxidase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q9AS12	"CHR1V7|COORD:1529826..1531270| RCI3 (RARE COLD INDUCIBLE GENE 3); peroxidase"	AT1G05260.1	CHR01V5|COORD:12560670..12564782|protein peroxidase 1 precursor, putative, expressed	LOC_Os01g22370.1	 no descriptionmoderately similar to ( 222)AT4G11290| Symbols:  | peroxidase, putative | chr4:6869989-6871472 FORWARDmoderately similar to ( 202)PER1_ORYSAsecretory_peroxidase peroxidase plant_peroxidase 	misc.peroxidases	26_12

CUST_25047_PI403524517	2	-0.4351673	0.08437824	0.19733238	0.043249607	-0.043249607	-0.18025017	35_7268	"Cluster: Os01g0847700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0847700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JHR5	CHR2V7|COORD:15841966..15843737| oxidoreductase	AT2G37770.2	CHR01V5|COORD:36744963..36747304|protein aldose reductase, putative, expressed	LOC_Os01g62880.1	no descriptionmoderately similar to ( 370)AT2G37770| Symbols:  | oxidoreductase | chr2:15841966-15843737 FORWARDmoderately similar to ( 266)ALDR_HORVUAldose reductase - Hordeum vulgare (Barley)not assigned not assigned not assigned ARA1 Aldo_ket_red dkgA dkgB Tas PRK10376 COG4989 COG1453	minor CHO metabolism.others	3_5

CUST_159128_PI403524517	2	-0.04985428	0.42915726	0.058825493	-0.08301735	0.04985428	-0.10349178	35_44415	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q9AYE4	CHR3V7|COORD:6212749..6214573| transducin family protein / WD-40 repeat family protein	AT3G18140.1	CHR03V5|COORD:27069202..27072986|protein WD-repeat protein pop3, putative, expressed	LOC_Os03g47780.2	no descriptionweakly similar to ( 131)AT3G18140| Symbols:  | nucleotide binding | chr3:6213231-6214573 REVERSEnot assigned	not assigned.no ontology	35_1

CUST_31982_PI403524517	2	-0.26382923	-0.043143272	0.043144226	0.08530903	0.09653854	-0.22180748	35_9225	"Cluster: Os08g0230300 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os08g0230300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J753	CHR1V7|COORD:19121314..19122959| F-box family protein	AT1G51550.1	CHR08V5|COORD:7945595..7940273|protein adagio protein 1, putative, expressed	LOC_Os08g13360.2	no descriptionmoderately similar to ( 280)AT1G51550| Symbols:  | F-box family protein | chr1:19121314-19122959 REVERSEvery weakly similar to (96.3)ADO3_ORYSAnot assigned not assigned not assigned not assigned	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_126181_PI403524517	2	0.19162846	-0.39974594	-0.099868774	0.07610512	0.0157547	-0.015755653	35_35522	"Cluster: Putative DNA-binding protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative DNA-binding protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ZJE1	CHR2V7|COORD:8933191..8934803| pentatricopeptide (PPR) repeat-containing protein	AT2G20710.1	CHR07V5|COORD:24420637..24418188|protein tetratricopeptide-like helical, putative, expressed	LOC_Os07g40750.1	no description	not assigned.unknown	35_2

CUST_2808_PI404877155	2	0.021837234	0.59490967	0.011932373	-0.16490173	-0.057627678	-0.011932373	Contig13220_at	hypothetical protein [Arabidopsis thaliana]	AAO37215.1	RNA recognition motif (RRM)-containing protein	At2g42240.1	protein RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain), putative	Os06g47300	RNA-binding protein-related, similar to mec-8 (Caenorhabditis elegans) GI:1370048	RNA.RNA binding	27_4

CUST_140656_PI403524517	2	-1.102967	0.12526655	-0.24442673	0.5248141	-0.12526655	4.8869295	35_39436	Rep: Oryzain alpha chain precursor - Oryza sativa (Rice)	UniRef90_P25776	CHR3V7|COORD:15785109..15786615| cysteine proteinase, putative	AT3G43960.1	CHR01V5|COORD:6394096..6392952|protein caricain precursor, putative, expressed	LOC_Os01g11830.1	 no descriptionvery weakly similar to (52.4)AT3G43960| Symbols:  | cysteine proteinase, putative | chr3:15785109-15786615 REVERSEvery weakly similar to (64.3)ORYA_ORYSAInhibitor_I29 	protein.degradation.cysteine protease	29_5_3

CUST_12806_PI404877155	2	0.1470766	-1.2976522	-0.4437971	0.24674416	0.19649887	-0.1470766	Contig6555_s_at	small heat shock protein Hsp23.6 [Triticum aestivum]	AAD03605.1	23.5 kDa mitochondrial small heat shock protein (HSP23.5-M)	At5g51440.1	protein small heat shock protein Hsp23.6	Os06g11610	"23.5 kDa mitochondrial small heat shock protein (HSP23.5-M), similar to heat shock 22 kDa protein, mitochondrial precursor SP:Q96331 from (Arabidopsis thaliana); identified in Scharf, K-D., et al,Cell Stress & Chaperones (2001) 6: 225-237."	stress.abiotic.heat	20_2_1

CUST_21350_PI403524517	2	0.015917778	-0.22108555	0.0312891	-0.015917778	0.09480095	-0.04865837	35_6194	"Cluster: Putative Rab geranylgeranyltransferase, beta subunit; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Rab geranylgeranyltransferase, beta sub"	UniRef90_Q6Z8L7	CHR5V7|COORD:3947255..3949596| geranylgeranyl transferase type II beta subunit, putative / RAB geranylgeranyltransferase beta subunit, putative	AT5G12210.1	CHR08V5|COORD:25268405..25271799|protein geranylgeranyl transferase type-2 beta subunit., putative, expressed	LOC_Os08g40140.1	 no descriptionhighly similar to ( 514)AT5G12210| Symbols:  | geranylgeranyl transferase type II beta subunit, putative / RAB geranylgeranyltransferase beta subunit, putative | chr5:3947255-3949596 FORWARDweakly similar to ( 115)PFTB_PEAProtein farnesyltransferase subunit beta - Pisum sativum (Garden pea)not assigned not assigned not assigned GGTase-II PTase CAL1 GGTase-I FTase ISOPREN_C2_like Prenyltrans 	secondary metabolism.isoprenoids.non-mevalonate pathway	16_1_1

CUST_28575_PI403524517	2	0.04934883	-0.00587368	-0.26675987	-0.026255608	0.054112434	0.0058727264	35_8256	"Cluster: Hypothetical protein OJ1268_B08.2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1268_B08.2 - Oryza sativa (japonica cultivar"	UniRef90_Q6F359	CHR4V7|COORD:10231450..10234545| proline-rich family protein	AT4G18570.1	CHR01V5|COORD:26691341..26697162|protein pherophorin like protein, putative, expressed	LOC_Os01g46340.1	no descriptionmoderately similar to ( 296)AT4G18570| Symbols:  | proline-rich family protein | chr4:10231450-10234545 FORWARDnot assigned not assigned	not assigned.no ontology.hydroxyproline rich proteins	35_1_41

CUST_20894_PI403524517	2	0.4667492	-7.982254E-4	7.9774857E-4	0.122195244	-0.3209858	-0.3106675	35_6066	"Cluster: Putative nucleoid DNA-binding protein cnd41, chloroplast; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative nucleoid DNA-binding protein cnd41,"	UniRef90_Q69XG4	CHR5V7|COORD:3403332..3405332| chloroplast nucleoid DNA-binding protein, putative	AT5G10770.1	CHR06V5|COORD:24347626..24353086|protein aspartic proteinase nepenthesin-1 precursor, putative, expressed	LOC_Os06g40818.1	 no descriptionmoderately similar to ( 228)AT5G10770| Symbols:  | chloroplast nucleoid DNA-binding protein, putative | chr5:3403332-3405332 REVERSEvery weakly similar to (68.6)ASP1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Asp PRK07003 Tymo_45kd_70kd PRK12323 TT_ORF1 DUF566 Herpes_BLLF1 PRK07764 Atrophin-1 Protamine_P1 PRK10856 APC_basic KAR9 	protein.degradation.aspartate protease	29_5_4

CUST_18407_PI404877155	2	0.07509804	0.3843956	-0.10334015	-0.07280159	-0.12535477	0.07280159	HVSMEh0086A12r2_s_at	unnamed protein product [Oryza sativa (japonica cultivar-group)] dbj|BAA88176.1| putative zwille protein [Oryza sativa (japonica cultivar-gr	NP_912975.1	PAZ domain-containing protein / piwi domain-containing protein	At2g27040.1	protein Piwi domain, putative	Os04g06770	0	RNA.regulation of transcription.Argonaute	27_3_36

CUST_49946_PI403524517	2	0.10171127	-0.012454033	0.055623055	-0.044426918	0.002278328	-0.0022792816	35_14258	"Cluster: Hypothetical protein P0498H04.25; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0498H04.25 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6ZCC4	CHR1V7|COORD:2684343..2685398| similar to hypothetical protein 13 [Plantago major] (GB:CAJ34821.1)	AT1G08480.1	CHR08V5|COORD:677788..676216|protein rickettsia 17 kDa surface antigen family protein, expressed	LOC_Os08g02080.1	no descriptionweakly similar to ( 119)AT1G08480| Symbols:  | similar to hypothetical protein 13 [Plantago major] (GB:CAJ34821.1) | chr1:2684343-2685398 FORWARDnot assigned not assigned not assigned	not assigned.unknown	35_2

CUST_60042_PI403524517	2	0.06643391	-0.3381014	-0.046055794	0.120936394	0.021653175	-0.021653175	35_17115	"Cluster: Methylthioadenosine/S-adenosyl homocysteine nucleosidase; n=2; Oryza sativa|Rep: Methylthioadenosine/S-adenosyl homocysteine nucleosidase - Oryza sativ"	UniRef90_Q8W162	"CHR4V7|COORD:18113349..18114990| ATMTN1; catalytic/ methylthioadenosine nucleosidase"	AT4G38800.1	CHR06V5|COORD:691775..694749|protein MTA/SAH nucleosidase, putative, expressed	LOC_Os06g02220.1	"no descriptionmoderately similar to ( 297)AT4G34840| Symbols: ATMTN2 | ATMTN2; methylthioadenosine nucleosidase | chr4:16606304-16607753 FORWARDnot assigned not assigned not assigned not assigned not assigned Pfs PRK05584 PNP_UDP_1 PRK05634 TT_ORF1 PRK06698"	not assigned.no ontology	35_1

CUST_14490_PI404877155	2	-0.0036678314	-0.35143757	-0.12762547	0.011663437	0.07670498	0.0036678314	Contig8333_at	TBP-binding protein-like [Oryza sativa (japonica cultivar-group)] dbj|BAC22428.1| TBP-binding protein-like [Oryza sativa (japonica cultivar-	NP_910928.1	TBP-binding protein, putative	At3g56510.1	protein RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain), putative	Os07g46760	TATA-binding protein-binding protein&EBNA-2  T01618	RNA.regulation of transcription.General Transcription, TBP-binding protein	27_3_51

CUST_5521_PI399408534	2	-0.21959162	0.31761646	0.49029732	0.21959162	-0.39004374	-0.42610788	35_6834	"Cluster: Putative serine/threonine-specific protein kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative serine/threonine-specific protein kinase -"	UniRef90_Q6YVV8	"CHR4V7|COORD:12138182..12140791| CRK10 (CYSTEINE-RICH RLK10); kinase"	AT4G23180.1	CHR07V5|COORD:21157102..21153656|protein receptor-like protein kinase homolog RK20-1, putative, expressed	LOC_Os07g35370.1	" no descriptionmoderately similar to ( 391)AT4G23180| Symbols: RLK4, CRK10 | CRK10 (CYSTEINE-RICH RLK10); kinase | chr4:12138182-12140791 FORWARDweakly similar to ( 193)PSKR_DAUCAPhytosulfokine receptor precursor - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TyrKc Pkinase_Tyr PTKc S_TKc S_TKc Pkinase PTKc_Jak_rpt2 PTKc_EGFR_like PTKc_Src_like PTKc_Syk_like PTKc_Srm_Brk PTKc_Ror SPS1 PTKc_Csk_like PTKc_Tec_like PTKc_EphR PTKc_InsR_like PTKc_Ack_like PTKc_Frk_like PTKc_Abl PTKc_Trk PTKc_Fes_like PTKc_Itk PTKc_c-ros PTKc_Axl_like PTKc_Lck_Blk PTKc_ALK_LTK PTKc_Lyn PTKc_DDR PTKc_Jak2_Jak3_rpt2 PTK_CCK4 PTKc_FGFR PTKc_HER2 PTKc_Ror1 PTKc_Fyn_Yrk PTKc_Musk PTKc_TrkA PTKc_RET PTKc_EGFR PTKc_EphR_A2 PTKc_Src PTKc_Fer PTKc_Chk PTKc_Tec_Rlk PTK_HER3 PTKc_Ror2 PTKc_Met_Ron PTKc_TrkB PTKc_Yes PTKc_Btk_Bmx PTKc_EphR_B PTKc_HER4 PTKc_Axl PTKc_Hck PTKc_Tyk2_rpt2 PTKc_Fes PTKc_TrkC PTKc_DDR2 PTKc_InsR PTKc_EphR_A PTKc_DDR_like PTKc_Tyro3 PTKc_FGFR4 PTKc_IGF-1R PTKc_Jak1_rpt2 PTKc_Zap-70 PTKc_DDR1 PTKc_FAK PTKc_EphR_A10 PTKc_FGFR2 PTKc_PDGFR PTKc_Csk PTKc_Syk PTKc_Tie1 PTKc_Tie2 PTKc_FGFR3 PTKc_Tie PTK_Ryk PTKc_FGFR1 PTKc_Aatyk1_Aatyk3 PTKc_Aatyk PTK_Jak_rpt1 PTK_Jak2_Jak3_rpt1 PTKc_VEGFR PTKc_VEGFR3 PTKc_VEGFR2 PTKc_CSF-1R PTKc_PDGFR_beta PTK_Jak1_rpt1 PTKc_PDGFR_alpha PTKc_Kit PTKc_Aatyk2 PTK_Tyk2_rpt1 "	signalling.receptor kinases.DUF 26	30_2_17

CUST_144025_PI403524517	2	0.016002178	0.43232155	0.103512764	-0.016002178	-0.1574049	-0.049188137	35_40346	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_55856_PI403524517	2	-0.0034694672	0.15191078	0.0034704208	-0.1569891	-0.13532925	0.03765583	35_15897	"Cluster: Similarity to receptor protein kinase; n=1; Arabidopsis thaliana|Rep: Similarity to receptor protein kinase - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9LT85	CHR3V7|COORD:6696401..6698079| leucine-rich repeat family protein	AT3G19320.1	0	0	no description	not assigned.unknown	35_2

CUST_32708_PI403524517	2	-0.05130005	0.04846859	0.21220207	-0.18791962	0.14610004	-0.04846859	35_9429	"Cluster: Putative UMP-kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative UMP-kinase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5JJV9	CHR3V7|COORD:6427539..6429526| aspartate/glutamate/uridylate kinase family protein	AT3G18680.1	CHR01V5|COORD:42889665..42893841|protein uridylate kinase, putative, expressed	LOC_Os01g73450.1	no descriptionmoderately similar to ( 277)AT3G18680| Symbols:  | aspartate/glutamate/uridylate kinase family protein | chr3:6427539-6429526 FORWARDAAK_UMPK-PyrH-Ec pyrH AAK_UMPK-like PyrH PRK12443 AA_kinase AAK_UMPK-PyrH-Pf AAK LysC AAK_AK-DapG-like AAK_G5K_ProB AAK_AK AAK_AKi-DapG-BS PRK08210 AAK_AKii-LysC-BS PRK06635 ProB COG1608 AAK_UMPK-MosAB PRK06291 PRK05429 AAK_FomA-like AAK_P5CS_ProBA AAK_AK-LysC-like AAK_AK-DapDC PRK12314 AAK_AK-HSDH-like AAK_AK-HSDH	nucleotide metabolism.phosphotransfer and pyrophosphatases.uridylate kinase	23_4_3

CUST_140566_PI403524517	2	-0.07176876	0.16579247	-0.1360693	0.11381912	-0.25671577	0.07176781	35_39412	"Cluster: Os05g0459000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0459000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DHL1		0	CHR05V5|COORD:22477882..22470118|protein MYB4, putative, expressed	LOC_Os05g38460.1	no description	not assigned.unknown	35_2

CUST_92750_PI403524517	2	0.08157253	9.4509125E-4	-0.16979599	-9.4509125E-4	-0.104084015	0.20950317	35_26522	"Cluster: Molybdenum cofactor biosynthesis protein 1 A, putative, expressed; n=4; Oryza sativa (japonica cultivar-group)|Rep: Molybdenum cofactor biosynthesis"	UniRef90_Q2QQ49	"CHR2|COORD:13591216..13593777| similar to MGC84142 protein [Xenopus laevis] (GB:AAH74319.1); contains InterPro domain Elongator protein 3/MiaB/NifB"	AT2G31955.2	CHR12V5|COORD:19423639..19428120|protein molybdenum cofactor biosynthesis protein 1 A, putative, expressed	LOC_Os12g32230.1	"no descriptionvery weakly similar to (62.4)AT2G31955| Symbols: CNX2 | CNX2 (COFACTOR OF NITRATE REDUCTASE AND XANTHINE DEHYDROGENASE 2); catalytic | chr2:13591712-13593561 REVERSE"	Co-factor and vitamine metabolism.biotin	18_6

CUST_75257_PI403524517	2	0.042639732	0.31199837	-0.055343628	-0.07442379	-0.042640686	0.08090305	35_21570	"Cluster: Expressed protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2RB13	CHR5V7|COORD:25166810..25169577| ELF5 (EARLY FLOWERING 5)	AT5G62640.1	CHR11V5|COORD:1388516..1380786|protein expressed protein	LOC_Os11g03570.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF1421 Atrophin-1 Cytadhesin_P30	not assigned.unknown	35_2

CUST_11390_PI403524517	2	-0.0065631866	-0.34075546	-0.0018587112	0.12909412	0.014462471	0.0018587112	35_3230	"Cluster: Putative zinc finger protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative zinc finger protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q84T71	"CHR5V7|COORD:18987177..18989044| AGD8 (ARF-GAP DOMAIN 8); DNA binding"	AT5G46750.1	CHR03V5|COORD:35918198..35914228|protein DNA binding protein, putative, expressed	LOC_Os03g63710.1	"no descriptionweakly similar to ( 188)AT5G46750| Symbols: AGD8 | AGD8 (ARF-GAP DOMAIN 8); DNA binding | chr5:18987177-18989044 REVERSEnot assigned"	not assigned.no ontology	35_1

CUST_2772_PI404877155	2	0.02661419	0.25681114	-0.09957981	-0.02661419	-0.17229462	0.03927517	Contig13188_at	putative leucine-rich repeat transmembrane protein kinase 1 [Oryza sativa (japonica cultivar-group)] dbj|BAC75564.1| putative leucine-rich r	NP_910457.1	leucine-rich repeat transmembrane protein kinase, putative	At4g18640.1	protein Protein kinase domain, putative	Os07g49240	putative leucine-rich repeat transmembrane protein kinase 1	signalling.receptor kinases.leucine rich repeat VI	30_2_6

CUST_58551_PI403524517	2	0.0020132065	0.22581768	0.09840298	-0.0020141602	-0.061304092	-0.070643425	35_16700	"Cluster: Putative membrane related protein CP5; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative membrane related protein CP5 - Oryza sativa (japonica"	UniRef90_Q6Z705	CHR1V7|COORD:24050550..24052200| CP5	AT1G64720.1	CHR02V5|COORD:1292421..1288992|protein nodule membrane protein, putative, expressed	LOC_Os02g03230.1	no descriptionmoderately similar to ( 409)AT1G64720| Symbols: CP5 | CP5 | chr1:24050550-24052200 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned START PRK12323 PRK07003 DUF390 PRK07764 START APC_basic PRK09169 DUF566 Gag_spuma HPC2 PRK12678	not assigned.no ontology	35_1

CUST_17991_PI404877155	2	-0.37635994	0.0074357986	0.04848385	0.12637329	-0.17554283	-0.007434845	HVSMEb0006I05f_s_at	OSJNBa0060D06.18 [Oryza sativa (japonica cultivar-group)]	CAE03552.1	calcium exchanger (CAX2)	At3g13320.1	protein calcium/proton exchanger	Os04g55940	gi|32488880|emb|CAE03552.1| OSJNBa0060D06.18	transport.calcium	34_21

CUST_620_PI404877155	2	-0.031161308	0.105584145	0.05391884	-0.22191334	-0.015995026	0.015995026	Contig10555_at	myb family transcription factor [Arabidopsis thaliana] pir||B84420 transfactor-like protein [imported] - Arabidopsis thaliana gb|AAF18654.1|	NP_178216.1	myb family transcription factor	At2g01060.1	protein Similar to transfactor-like protein [imported] - Arabidopsis thaliana	Os05g41240	NONE	RNA.regulation of transcription.G2-like transcription factor family, GARP	27_3_20

CUST_9622_PI403524517	2	0.0120716095	0.078017235	-0.49967003	0.069075584	-0.32809544	-0.0120716095	35_2712	"Cluster: Hypothetical protein OSJNBb0028C01.26; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0028C01.26 - Oryza sativa (japonica"	UniRef90_Q8LNJ4	CHR3V7|COORD:22614141..22615311| ATPP2-A13	AT3G61060.1	CHR10V5|COORD:19922485..19924923|protein ATPP2-A13, putative, expressed	LOC_Os10g37830.1	no descriptionmoderately similar to ( 336)AT3G61060| Symbols: ATPP2-A13 | ATPP2-A13 | chr3:22614141-22615311 FORWARDTymo_45kd_70kd	cell.organisation	31_1

CUST_32819_PI403524517	2	-0.004989624	-0.43043375	-0.24554253	0.41697025	0.004989147	0.61630535	35_9459	"Cluster: Hypothetical protein P0638D12.27; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0638D12.27 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5JNK7	"CHR4V7|COORD:14437898..14439615| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G10020.1); similar to Protein of unknown function DUF1005 [Medicago"	AT4G29310.1	CHR01V5|COORD:31244952..31248189|protein expressed protein	LOC_Os01g53790.1	"no descriptionweakly similar to ( 138)AT4G29310| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G10020.1); similar to Protein of unknown function DUF1005 [Medicago truncatula] (GB:ABE84852.1); contains InterPro domain Protein of unknown function DUF1005; (InterPro:IPR010410) | chr4:14437898-14439615 REVERSEnot assigned not assigned not assigned DUF1005"	not assigned.unknown	35_2

CUST_797_PI404877155	2	0.14723778	-0.06831646	-0.060617447	0.06393719	-0.038416862	0.03841591	Contig10750_at	putative GATA zinc finger protein [Oryza sativa (japonica cultivar-group)] dbj|BAD13061.1| putative GATA zinc finger protein [Oryza sativa (	XP_464167.1	zinc finger (GATA type) family protein	At3g21175.2	protein CCT motif, putative	Os02g05510	"2.2_diverse cys4-zincfinger   T02833 PBP;"	RNA.regulation of transcription.C2C2(Zn) GATA transcription factor family	27_3_09

CUST_27070_PI399408534	2	0.0994854	0.013489723	-0.1470995	0.027359962	-0.12394476	-0.013489723	35_28894	"Cluster: Putative ZnF_RBZ domain protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ZnF_RBZ domain protein - Oryza sativa (japonica cultivar-gro"	UniRef90_Q5N755	"CHR5V7|COORD:5869812..5872673| VAR3 (VARIEGATED 3); binding"	AT5G17790.1	CHR01V5|COORD:35004840..35009079|protein ZnF_RBZ domain protein, putative, expressed	LOC_Os01g59980.1	"no descriptionmoderately similar to ( 204)AT5G17790| Symbols: VAR3 | VAR3 (VARIEGATED 3); binding | chr5:5869812-5872673 REVERSEnot assigned"	signalling.G-proteins	30_5

CUST_20003_PI399408534	2	-0.26368713	0.7727423	-0.1452303	0.05962944	0.21983147	-0.05962944	35_24735	"Cluster: Hypothetical protein P0455H11.102; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0455H11.102 - Oryza sativa (japonica cultivar"	UniRef90_Q8L4T4	CHR3V7|COORD:4445109..4447390| calmodulin-binding family protein	AT3G13600.1	CHR07V5|COORD:26286279..26289379|protein calmodulin binding protein, putative, expressed	LOC_Os07g43970.1	no descriptionvery weakly similar to (81.3)AT3G13600| Symbols:  | calmodulin-binding family protein | chr3:4445109-4447390 FORWARD	signalling.calcium	30_3

CUST_151471_PI403524517	2	-0.012050629	-0.07267189	0.13505268	0.012050629	-0.04491043	1.8816547	35_42355	Rep: Putative hydrogenase - Oryza sativa (Rice)	UniRef90_Q8W303	CHR4V7|COORD:9269286..9271532| iron hydrogenase family protein	AT4G16440.1	CHR03V5|COORD:30765124..30760673|protein narf-like protein, putative, expressed	LOC_Os03g53750.1	no descriptionweakly similar to ( 120)AT4G16440| Symbols:  | iron hydrogenase family protein | chr4:9269286-9271532 REVERSEnot assigned COG4624 Fe_hyd_lg_C	not assigned.no ontology	35_1

CUST_8804_PI404877155	2	0.13438511	0.83646965	-0.1005373	0.04563713	-0.266716	-0.045638084	Contig26333_at	putative cyclic nucleotide and calmodulin-regulated ion channel protein [Hordeum vulgare subsp. vulgare]	AAP38210.1	cyclic nucleotide-regulated ion channel / cyclic nucleotide-gated channel (CNGC4)	At5g54250.1	protein cation channel family protein, putative	Os05g42250	cyclic nucleotide-regulated ion channel / cyclic nucleotide-gated channel (CNGC4), identical to cyclic nucleotide and calmodulin-regulated ion channel (cngc4) GI:4581203 from (Arabidopsis thaliana) or  cyclic nucleotide-regulated ion channel / cyclic nucl	transport.cyclic nucleotide or calcium regulated channels	34_22

CUST_4226_PI403524517	2	-0.018271446	-0.004131317	-0.0019340515	0.039180756	0.0682106	0.0019330978	35_1169	"Cluster: 40S ribosomal protein S29; n=4; BEP clade|Rep: 40S ribosomal protein S29 - Triticum aestivum (Wheat)"	UniRef90_Q5I7K3	CHR4|COORD:16233214..16234201| 40S ribosomal protein S29 (RPS29C)	AT4G33865.1	CHR11V5|COORD:24472318..24474072|protein 40S ribosomal protein S29, putative, expressed	LOC_Os11g41610.1	no descriptionweakly similar to ( 122)AT4G33865| Symbols:  | 40S ribosomal protein S29 (RPS29C) | chr4:16233400-16234119 REVERSEnot assigned rps14P Ribosomal_S14 RpsN	protein.synthesis.misc ribososomal protein	29_2_2

CUST_27669_PI403524517	2	0.21124983	-0.010233402	0.11089182	0.010233402	-0.5474458	-0.03289318	35_8003	"Cluster: Os05g0447500 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0447500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DHR5	"CHR1V7|COORD:20641260..20650541| similar to Rhodopsin-like GPCR superfamily [Medicago truncatula] (GB:ABE89148.1); similar to Os05g0447500 [Oryza sativa"	AT1G55325.1	CHR05V5|COORD:21876601..21859888|protein expressed protein	LOC_Os05g37500.1	"no descriptionweakly similar to ( 169)AT1G55325| Symbols:  | similar to Rhodopsin-like GPCR superfamily [Medicago truncatula] (GB:ABE89148.1); similar to Os05g0447500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001055694.1); contains InterPro domain TRAP240; (InterPro:IPR009401) | chr1:20641260-20650541 FORWARDnot assigned TRAP_240kDa"	not assigned.unknown	35_2

CUST_20586_PI403524517	2	-0.04064083	0.029428482	-0.029428482	0.03260517	-0.050307274	0.03207302	35_5974	"Cluster: Putative peroxisomal targeting signal type 2 receptor; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative peroxisomal targeting signal type 2 re"	UniRef90_Q6EUD4	CHR1V7|COORD:10224909..10225862| PEX7 (peroxin 7)	AT1G29260.1	CHR02V5|COORD:8206392..8204968|protein peroxisomal targeting signal 2 receptor, putative, expressed	LOC_Os02g14790.1	no descriptionmoderately similar to ( 298)AT1G29260| Symbols: PEX7 | PEX7 (peroxin 7) | chr1:10224909-10225862 FORWARDvery weakly similar to (67.8)PF20_CHLREFlagellar WD repeat-containing protein Pf20 - Chlamydomonas reinhardtiinot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned WD40 COG2319 PRK07003 HPC2 Herpes_BLLF1 PRK12678 PRK12323 PRK07764 Atrophin-1 Pneumo_att_G DUF566 Tymo_45kd_70kd KAR9 DUF1421 Extensin_2 DUF390 APC_basic AF-4 Herpes_UL32 PRK12372 Pol_Y_like Treacle DUF1509 Sporozoite_P67 DamX	not assigned.no ontology	35_1

CUST_4662_PI404877155	2	-1.3015199	1.1915188	0.15317917	0.3046236	-0.15317822	-0.5412741	Contig15839_s_at	OSJNBa0016N04.13 [Oryza sativa (japonica cultivar-group)] emb|CAD40704.2| OSJNBb0042I07.1 [Oryza sativa (japonica cultivar-group)]	CAD40631.2	0	0	protein Protein kinase domain, putative	Os04g30010	0	RNA.regulation of transcription	27_3

CUST_12695_PI403524517	2	0.0047893524	0.42854404	-0.07795906	0.09279251	-0.08162117	-0.0047893524	35_3631	"Cluster: OSIGBa0142I02-OSIGBa0101B20.3 protein; n=3; Oryza sativa|Rep: OSIGBa0142I02-OSIGBa0101B20.3 protein - Oryza sativa (Rice)"	UniRef90_Q01HI6	CHR2V7|COORD:14905420..14906669| 33 kDa ribonucleoprotein, chloroplast, putative / RNA-binding protein cp33, putative	AT2G35410.1	CHR04V5|COORD:29672108..29668999|protein plastid-specific 30S ribosomal protein 2, chloroplast precursor, putative, expressed	LOC_Os04g50110.1	 no descriptionweakly similar to ( 164)AT2G35410| Symbols:  | 33 kDa ribonucleoprotein, chloroplast, putative / RNA-binding protein cp33, putative | chr2:14905420-14906669 FORWARDvery weakly similar to (87.4)ROC5_NICSY33 kDa ribonucleoprotein, chloroplast precursor - Nicotiana sylvestris (Wood tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned RRM COG0724 RRM_1 PRK12678 	RNA.RNA binding	27_4

CUST_16463_PI404877155	2	0.069485664	-0.68234825	-0.54390526	0.16160488	-0.06948471	0.13985252	HA15K23r_at	P0509B06.6 [Oryza sativa (japonica cultivar-group)]	NP_914416.1	auxin-responsive protein / indoleacetic acid-induced protein 17 (IAA17)	At1g04250.1	protein AUX/IAA family	Os01g08320	NONE	hormone metabolism.auxin.induced-regulated-responsive-activated	17_2_3

CUST_104582_PI403524517	2	0.061353683	-0.00758934	-0.015678406	0.006278038	0.01804161	-0.0062789917	35_29803	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_27213_PI403524517	2	-0.65785503	0.75923824	-0.103076935	0.03757	1.2926531	-0.037570953	35_7882	"Cluster: UDP-glucoronosyl and UDP-glucosyl transferase family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: UDP-glucoronosyl and UDP-gluc"	UniRef90_Q7XE18	CHR2V7|COORD:15536129..15537791| UDP-glucoronosyl/UDP-glucosyl transferase family protein	AT2G36970.1	CHR10V5|COORD:15566669..15564356|protein cytokinin-O-glucosyltransferase 2, putative, expressed	LOC_Os10g30560.1	no descriptionweakly similar to ( 139)AT2G36970| Symbols:  | UDP-glucoronosyl/UDP-glucosyl transferase family protein | chr2:15536129-15537791 FORWARDvery weakly similar to (94.7)UFO2_MAIZEnot assigned not assigned not assigned UDPGT	misc.UDP glucosyl and glucoronyl transferases	26_2

CUST_110657_PI403524517	2	0.24287987	-0.019824982	-0.049586296	-0.19224262	0.43937445	0.019825459	35_31426	"Cluster: Hypothetical protein OJ1057_G07.2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1057_G07.2 - Oryza sativa (japonica cultivar"	UniRef90_Q75KI0	"CHR5V7|COORD:9173520..9174545| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G42750.1); similar to Os05g0390600 [Oryza sativa (japonica"	AT5G26230.1	CHR05V5|COORD:18859761..18858318|protein expressed protein	LOC_Os05g32440.1	"no descriptionvery weakly similar to (54.3)AT5G26230| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G42750.1); similar to Os05g0390600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001055441.1); similar to PREDICTED: hypothetical protein [Rattus norve (GB:XP_001078830.1) | chr5:9173520-9174545 REVERSE"	not assigned.unknown	35_2

CUST_3334_PI404877155	2	0.039892197	0.29386902	-0.039892197	-0.2024746	-0.113824844	0.2787342	Contig13788_at	0	BAD07840.1	2501978|MOM1	At1g08060.1	protein Similar to MOM	Os06g01320	unnamed protein product	RNA.regulation of transcription.Chromatin Remodeling Factors	27_3_44

CUST_93965_PI403524517	2	0.31746817	0.028883934	-0.02888441	0.16388416	-0.19684076	-0.2151947	35_26867	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_11707_PI404877155	2	0.039691925	0.54860497	-0.36067486	0.07485199	-0.1791935	-0.039691925	Contig5387_at	RNA and export factor-binding protein, putative [Arabidopsis thaliana] gb|AAM97099.1| transcriptional coactivator-like protein [Arabidopsis	NP_851229.1	RNA and export factor-binding protein, putative	At5g59950.1	protein transcriptional coactivator-like protein	Os03g17010	NONE	RNA.RNA binding	27_4

CUST_181974_PI403524517	2	-0.04689598	-0.006198883	0.03392124	-0.027806282	0.1820736	0.0061979294	35_50591	"Cluster: OSJNBa0084N21.16 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0084N21.16 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XL60	CHR1V7|COORD:25233986..25235285| zinc finger (MYND type) family protein / F-box family protein	AT1G67340.1	CHR04V5|COORD:18719768..18718067|protein MYND finger family protein, expressed	LOC_Os04g31610.1	no description	not assigned.unknown	35_2

CUST_21197_PI403524517	2	-0.628129	0.6965208	-0.1800766	0.192729	-0.54927826	0.1800766	35_6150	"Cluster: Aspartic proteinase nepenthesin II-like; n=3; Oryza sativa|Rep: Aspartic proteinase nepenthesin II-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5Z8N8	CHR3V7|COORD:19064459..19067131| aspartyl protease family protein	AT3G51330.1	CHR06V5|COORD:30508420..30511325|protein aspartic-type endopeptidase/ pepsin A, putative, expressed	LOC_Os06g50390.1	no descriptionvery weakly similar to (53.1)AT3G51330| Symbols:  | aspartyl protease family protein | chr3:19064459-19067131 REVERSE	protein.degradation.aspartate protease	29_5_4

CUST_157963_PI403524517	2	0.021213531	0.23552799	0.47951698	-0.19597435	-0.021214008	-0.0711503	35_44099	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_61217_PI403524517	2	0.014183998	-0.09339619	-0.014184475	0.11353493	0.052002907	-0.044507504	35_17467	"Cluster: NAD dependent epimerase/dehydratase family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: NAD dependent epimerase/dehydratase"	UniRef90_Q10L97	CHR4V7|COORD:15282287..15284070| catalytic/ coenzyme binding	AT4G31530.1	CHR03V5|COORD:13590915..13587728|protein 3-beta hydroxysteroid dehydrogenase/isomerase family protein, putative, expressed	LOC_Os03g23980.1	no descriptionmoderately similar to ( 382)AT4G31530| Symbols:  | catalytic/ coenzyme binding | chr4:15282287-15284070 FORWARDnot assigned not assigned not assigned COG0702 WcaG NmrA	not assigned.unknown	35_2

CUST_139192_PI403524517	2	0.016112328	-0.016112804	0.26515484	0.57615376	-0.40107107	-0.2543087	35_39039	"Cluster: Putative acyl-CoA synthetase; n=1; Hordeum vulgare subsp. vulgare|Rep: Putative acyl-CoA synthetase - Hordeum vulgare var. distichum (Two-rowed barley)"	UniRef90_A1C0L8	CHR4V7|COORD:12403730..12408273| long-chain-fatty-acid--CoA ligase / long-chain acyl-CoA synthetase	AT4G23850.1	CHR01V5|COORD:26955737..26963796|protein ACS-like protein, putative, expressed	LOC_Os01g46750.2	no descriptionvery weakly similar to (68.2)AT4G23850| Symbols:  | long-chain-fatty-acid--CoA ligase / long-chain acyl-CoA synthetase | chr4:12403730-12408273 REVERSEnot assigned	lipid metabolism.FA synthesis and FA elongation.long chain fatty acid CoA ligase	11_1_9

CUST_10577_PI404877155	2	-0.06904125	0.2687006	0.03796673	-0.18980598	-0.03796673	0.10643959	Contig4275_at	calcineurin-like protein [Eucalyptus grandis] gb|AAL25650.1| calcineurin-like protein [Eucalyptus camaldulensis]	AAL25647.1	calcium-binding EF hand family protein	At3g18430.1	protein calcineurin-like protein	Os02g55880	calcineurin-like protein	signalling.calcium	30_3

CUST_7421_PI403524517	2	0.081459045	-0.6312399	-0.0630846	0.018864632	-0.018865585	0.05239868	35_2063	"Cluster: KH domain-containing protein NOVA-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: KH domain-containing protein NOVA-like - Oryza sativa (japonic"	UniRef90_Q6K6Z4	CHR5V7|COORD:1250603..1253524| KH domain-containing protein NOVA, putative	AT5G04430.2	CHR02V5|COORD:35291687..35296394|protein RNA-binding protein Nova-1, putative, expressed	LOC_Os02g57640.1	 no descriptionmoderately similar to ( 322)AT5G04430| Symbols:  | KH domain-containing protein NOVA, putative | chr5:1250603-1253524 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned PCBP_like_KH KH-I KH_1 KH PNPase_KH PRK11824 	RNA.RNA binding	27_4

CUST_137007_PI403524517	2	0.1285696	-0.83080006	-0.27066612	-0.044970512	0.16085434	0.044970512	35_38422	"Cluster: F-box protein family-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: F-box protein family-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ZC25	CHR1V7|COORD:3592876..3594311| F-box family protein	AT1G10780.1	CHR08V5|COORD:22946523..22944698|protein expressed protein	LOC_Os08g36570.1	no descriptionmoderately similar to ( 216)AT1G10780| Symbols:  | F-box family protein | chr1:3592876-3594311 REVERSE	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_13807_PI403524517	2	0.12015915	0.6210165	0.042399406	-0.042399406	-0.077697754	-0.058508873	35_3959	"Cluster: Tetratricopeptide repeat-containing protein-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: Tetratricopeptide repeat-containing protein-like - O"	UniRef90_Q6Z4S6	0	0	CHR07V5|COORD:1164093..1167902|protein TPR Domain containing protein, expressed	LOC_Os07g03070.1	no description	not assigned.unknown	35_2

CUST_83565_PI403524517	2	0.12458134	0.2708664	0.04733181	-0.1060915	-0.17545605	-0.047330856	35_23960	0	0	0	0	CHR02V5|COORD:17238521..17238862|protein hypothetical protein	LOC_Os02g29120.1	no description	not assigned.unknown	35_2

CUST_18898_PI403524517	2	0.08887005	-0.035037994	-0.068553925	0.022432327	0.10834503	-0.022431374	35_5475	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QV44	"CHR3V7|COORD:268125..268505| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G14290.1); similar to conserved hypothetical protein [Medicago truncatul"	AT3G01740.1	CHR12V5|COORD:7992128..7990304|protein expressed protein	LOC_Os12g14080.2	"no descriptionweakly similar to ( 138)AT3G01740| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G14290.1); similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE80353.1) | chr3:268125-268505 FORWARDnot assigned Ribosomal_L37"	not assigned.unknown	35_2

CUST_72237_PI403524517	2	0.25643158	-0.14254665	-0.0331192	0.0331192	-0.31336403	0.12297535	35_20705	"Cluster: Diacylglycerol kinase 1, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Diacylglycerol kinase 1, putative, expressed - Oryza sat"	UniRef90_Q2QN71	"CHR5V7|COORD:2525198..2528397| DGK1 (DIACYLGLYCEROL KINASE 1, DIACYLGLYCEROL KINASE1); diacylglycerol kinase"	AT5G07920.1	CHR12V5|COORD:23795978..23790291|protein diacylglycerol kinase 1, putative, expressed	LOC_Os12g38780.1	" no descriptionmoderately similar to ( 290)AT5G07920| Symbols: ATDGK1 | DGK1 (DIACYLGLYCEROL KINASE 1, DIACYLGLYCEROL KINASE1); diacylglycerol kinase | chr5:2525198-2528397 REVERSEnot assigned not assigned not assigned DAGKa DAGK_acc "	lipid metabolism.Phospholipid synthesis.diacylglycerol kinase	11_3_5

CUST_149384_PI403524517	2	0.13214588	0.8636775	0.28115654	-0.20591545	-0.13214636	-0.6420679	35_41789	"Cluster: Os01g0262700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0262700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JNW0		0	CHR01V5|COORD:8889381..8896936|protein expressed protein	LOC_Os01g15790.4	no description	not assigned.unknown	35_2

CUST_93562_PI403524517	2	0.111713886	0.31878042	-0.039674282	-0.18813944	0.039674282	-0.24089766	35_26750	Rep: Transposase-related protein w-gary2 - Triticum aestivum (Wheat)	UniRef90_Q3LAG0	0	0	CHR04V5|COORD:31762095..31758173|protein transposon protein, putative, unclassified, expressed	LOC_Os04g53660.3	no descriptionnot assigned	not assigned.unknown	35_2

CUST_19547_PI403524517	2	0.07212639	-1.0335064	-0.09860897	0.088297844	0.074798584	-0.072125435	35_5663	"Cluster: Putative asparaginyl-tRNA synthetase, chloroplast/mitochondrial; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative asparaginyl-tRNA"	UniRef90_Q8GTK9	CHR4V7|COORD:9681570..9684845| NS1 (OVULE ABORTION 8)	AT4G17300.1	CHR07V5|COORD:17836836..17843293|protein asparaginyl-tRNA synthetase, putative, expressed	LOC_Os07g30200.1	 no descriptionhighly similar to ( 785)AT4G17300| Symbols: OVA8, ATNS1, NS1 | NS1 (OVULE ABORTION 8) | chr4:9681570-9684845 FORWARDnot assigned not assigned not assigned not assigned not assigned asnC AsnS AsxRS_core aspC tRNA-synt_2 PRK06462 Asp_Lys_Asn_RS_core EcAsnRS_like_N AspRS_core LysU lysS AspS LysRS_core Asp_Lys_Asn_RS_N aspS lysS PRK12445 EcAspRS_like_N tRNA_anti 	protein.aa activation	29_1

CUST_179113_PI403524517	2	0.06920338	-0.08231592	0.078700066	-0.06920338	0.559803	-0.14531088	35_49817	"Cluster: Hypothetical protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10AV0		0	CHR03V5|COORD:35279517..35276862|protein expressed protein	LOC_Os03g62388.1	no description	not assigned.unknown	35_2

CUST_31800_PI403524517	2	-0.2013092	-0.52245235	0.017747879	0.07365799	0.023183823	-0.017746925	35_9174	"Cluster: 1-acyl-sn-glycerol-3-phosphate acyltransferase 1, chloroplast, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep:"	UniRef90_Q337H3	"CHR4V7|COORD:14932521..14934495| ATS2 (EMBRYO DEFECTIVE 1995); 1-acylglycerol-3-phosphate O-acyltransferase/ acyltransferase"	AT4G30580.1	CHR10V5|COORD:18587440..18590748|protein 1-acyl-sn-glycerol-3-phosphate acyltransferase 1, chloroplast precursor, putative, expressed	LOC_Os10g35390.1	" no descriptionweakly similar to ( 155)AT4G30580| Symbols: EMB1995, ATS2 | ATS2 (EMBRYO DEFECTIVE 1995); 1-acylglycerol-3-phosphate O-acyltransferase/ acyltransferase | chr4:14932521-14934495 REVERSEweakly similar to ( 159)LPAT1_BRANA1-acyl-sn-glycerol-3-phosphate acyltransferase 1, chloroplast precursor - Brassica napus (Rape)not assigned PlsC PlsC Acyltransferase "	not assigned.no ontology	35_1

CUST_73093_PI403524517	2	0.15200233	-0.33070087	-0.033216476	-0.0018863678	0.0018854141	0.26738358	35_20959	"Cluster: Hypothetical protein OSJNBa0006A22.41; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0006A22.41 - Oryza sativa (japonica"	UniRef90_Q5Z7K3	"CHR4V7|COORD:17989109..17994543| similar to Os06g0574400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001057925.1); similar to hypothetical protein"	AT4G38440.1	CHR06V5|COORD:22300033..22291249|protein expressed protein	LOC_Os06g37640.1	"no descriptionvery weakly similar to (90.5)AT4G38440| Symbols:  | similar to Os06g0574400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001057925.1); similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:BAD61853.1); contains domain ARM repeat (SSF48371); contains domain FAMILY NOT NAMED (PTHR21483); contains domain SUBFAMILY NOT NAMED (PTHR21483:SF11) | chr4:17989109-17994543 FORWARDnot assigned"	not assigned.unknown	35_2

CUST_4802_PI403524517	2	-0.531507	-0.26492357	0.45415974	0.5221243	0.2649231	-0.6965742	35_1323	"Cluster: Hypothetical protein P0535G04.32-2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0535G04.32-2 - Oryza sativa (japonica cultiv"	UniRef90_Q5VSB5	0	0	CHR06V5|COORD:2262977..2260652|protein expressed protein	LOC_Os06g05120.2	no description	not assigned.unknown	35_2

CUST_17962_PI403524517	2	0.12725449	-0.8737736	-0.41273308	-0.07726097	0.077261925	0.11949539	35_5188	"Cluster: Uncharacterized plant-specific domain TIGR01615 family protein, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Uncharacterized plant-speci"	UniRef90_Q10C31	"CHR4V7|COORD:8389241..8390443| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G22970.1); similar to unknown protein [Oryza sativa (japonica"	AT4G14620.1	CHR03V5|COORD:33108774..33111039|protein plant-specific domain TIGR01615 family protein, expressed	LOC_Os03g58230.1	" no descriptionweakly similar to ( 182)AT4G14620| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G22970.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAP44687.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:AAT76408.1); similar to Os03g0796600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001051556.1); contains InterPro domain Protein of unknown function DUF506, plant; (InterPro:IPR006502) | chr4:8389241-8390443 REVERSEnot assigned not assigned not assigned not assigned not assigned DUF506 PRK12323 PRK07764 DUF1509 "	not assigned.unknown	35_2

CUST_7422_PI404877155	2	-0.12802601	0.082998276	-0.019493103	0.019493103	0.057430267	-0.08113003	Contig2162_at	"Vacuolar ATP synthase 16 kDa proteolipid subunit gb|AAC12798.1| adenosine triphosphatase; c-subunit of V-ATPase [Vigna radiata]"	O22552	vacuolar ATP synthase 16 kDa proteolipid subunit 4 / V-ATPase 16 kDa proteolipid subunit 4 (AVAP4) (AVA-P4)	At1g75630.1	protein V-type ATPase, C subunit, putative	Os11g06890	Vacuolar ATP synthase 16 kDa/similar to vacuolar H+-pumping ATPase 16 kDa	transport.p- and v-ATPases	34_1

CUST_137128_PI403524517	2	0.007997513	-0.24330044	-0.007997513	0.047120094	0.19069576	-0.017530441	35_38455	"Cluster: Phosphoglycerate kinase, cytosolic; n=11; Poaceae|Rep: Phosphoglycerate kinase, cytosolic - Triticum aestivum (Wheat)"	UniRef90_P12783	CHR1V7|COORD:21032068..21034119| phosphoglycerate kinase, putative	AT1G56190.1	CHR02V5|COORD:3727491..3731345|protein phosphoglycerate kinase, cytosolic, putative, expressed	LOC_Os02g07260.3	 no descriptionmoderately similar to ( 309)AT1G56190| Symbols:  | phosphoglycerate kinase, putative | chr1:21032068-21034119 FORWARDmoderately similar to ( 335)PGKY_WHEATPhosphoglycerate kinase, cytosolic - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned pgk Phosphoglycerate_kinase Pgk PGK Metallothionein MSSP Metallothio PRK10263 Mucin DUF1421 COG3889 GAL11 	PS.calvin cyle.phosphoglycerate kinase	1_3_3

CUST_27038_PI403524517	2	-0.34410095	0.25973845	0.48331213	0.19579506	-0.19579506	-0.42814207	35_7831	"Cluster: Serine carboxypeptidase family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Serine carboxypeptidase family protein, expressed -"	UniRef90_Q2R8W8	"CHR5V7|COORD:16905945..16908159| SCPL42 (serine carboxypeptidase-like 42); serine carboxypeptidase"	AT5G42240.1	CHR11V5|COORD:5898161..5894116|protein serine carboxypeptidase F13S12.6 precursor, putative, expressed	LOC_Os11g10750.1	"no descriptionmoderately similar to ( 409)AT5G42240| Symbols: SCPL42 | SCPL42 (serine carboxypeptidase-like 42); serine carboxypeptidase | chr5:16905945-16908159 FORWARDmoderately similar to ( 218)CBP23_HORVUSerine carboxypeptidase II-3 precursor - Hordeum vulgare (Barley)not assigned not assigned Peptidase_S10 COG2939"	protein.degradation.serine protease	29_5_5

CUST_16217_PI404877155	2	-0.1729908	0.3060646	0.010454178	-0.029218674	-0.0104551315	0.049035072	EBpi01_SQ001_C06_at	OSJNBb0072N21.10 [Oryza sativa (japonica cultivar-group)]	CAE01766.2	glycerol-3-phosphate dehydrogenase, putative	At3g10370.1	protein FAD dependent oxidoreductase, putative	Os04g14790	glycerol-3-phosphate dehydrogenase, putative	lipid metabolism.glyceral metabolism	11_5

CUST_15853_PI404877155	2	-0.039242744	-0.23457432	0.0023422241	0.058487892	0.024440765	-0.0023422241	Contig9704_at	P0041A24.6 [Oryza sativa (japonica cultivar-group)] ref|XP_472632.1| P0041A24.6 [Oryza sativa (japonica cultivar-group)]	CAE01494.1	hydrolase, alpha/beta fold family protein	At4g10050.1	protein lipase-like protein	Os04g36620	NONE	lipid metabolism.lipid degradation.lipases	11_9_2

CUST_31285_PI403524517	2	0.15251541	-0.4341731	0.036709785	0.16331196	-0.37282467	-0.03670931	35_9030	"Cluster: Putative HGA1; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative HGA1 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6YUL6	0	0	CHR02V5|COORD:13495407..13498719|protein glycosyltransferase, putative, expressed	LOC_Os02g22650.2	no description	not assigned.unknown	35_2

CUST_13741_PI404877155	2	0.23912525	0.62470055	-0.3824358	-0.038612366	-0.001789093	0.001789093	Contig7483_at	putative AP2 domain containing protein RAP2.8 [Oryza sativa (japonica cultivar-group)] dbj|BAB21218.1| putative AP2 domain containing protei	NP_909194.1	DNA-binding protein RAV2 (RAV2) / AP2 domain-containing protein RAP2.8	At1g68840.1	protein B3 DNA binding domain, putative	Os01g04800	NONE	RNA.regulation of transcription.AP2/EREBP, APETALA2/Ethylene-responsive element binding protein family	27_3_03

CUST_64417_PI403524517	2	-0.086606026	-0.20716667	0.43700886	0.005791664	-0.005791664	0.36035824	35_18393	"Cluster: Putative RNA binding protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative RNA binding protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q75LJ7	"CHR3V7|COORD:9673190..9674292| ATRZ-1A; RNA binding / nucleotide binding"	AT3G26420.1	CHR03V5|COORD:35076279..35073046|protein glycine-rich RNA-binding protein 8, putative, expressed	LOC_Os03g61990.5	"no descriptionweakly similar to ( 152)AT3G26420| Symbols: ATRZ-1A | ATRZ-1A; RNA binding / nucleotide binding | chr3:9673190-9674292 FORWARDweakly similar to ( 108)GRP1_DAUCAGlycine-rich RNA-binding protein - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned RRM RRM_1 COG0724 Plasmodium_HRP PRK12678 Tymo_45kd_70kd Extensin_2 Gag_spuma DUF1421"	RNA.RNA binding	27_4

CUST_138481_PI403524517	2	-0.0353384	0.021755219	-0.025600433	0.24804688	-0.021755219	0.24723244	35_38844	Rep: Histone H2B.4 - Triticum aestivum (Wheat)	UniRef90_Q43215	CHR3V7|COORD:16924599..16925036| histone H2B, putative	AT3G46030.1	CHR01V5|COORD:2817576..2816839|protein histone H2B.1, putative, expressed	LOC_Os01g05900.1	 no descriptionweakly similar to ( 179)AT5G22880| Symbols:  | histone H2B, putative | chr5:7652133-7652570 REVERSEweakly similar to ( 195)H2B3_WHEATHistone H2B.3 - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned H2B Histone PRK12323 	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_43952_PI403524517	2	-0.37596798	0.28022194	0.0073165894	0.37902927	-0.0073161125	-0.6871433	35_12613	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10NZ3	0	0	CHR03V5|COORD:8087434..8085393|protein expressed protein	LOC_Os03g14880.1	no description	not assigned.unknown	35_2

CUST_2327_PI404877155	2	0.16653156	-0.0010213852	0.0010204315	0.12271118	-0.014791489	-0.23564911	Contig12706_at	zinc finger protein [Oryza sativa (japonica cultivar-group)] emb|CAE01671.2| OSJNBb0091E11.3 [Oryza sativa (japonica cultivar-group)] emb|CA	BAA33201.1	zinc finger (B-box type) family protein / salt-tolerance protein (STO)	At1g06040.1	protein salt tolerance-like protein. [mouse-ear cress]	Os04g41560	zinc finger protein	RNA.regulation of transcription.C2C2(Zn) CO-like, Constans-like zinc finger family	27_3_07

CUST_107787_PI403524517	2	0.23706865	0.49072838	0.024025917	-0.024025917	-0.07752609	-0.069096565	35_30670	"Cluster: Kelch motif family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Kelch motif family protein, expressed - Oryza sativa (japonica"	UniRef90_Q10AZ7	CHR2V7|COORD:15250540..15254602| kelch repeat-containing protein	AT2G36360.1	CHR03V5|COORD:35054203..35060730|protein kelch motif family protein, expressed	LOC_Os03g61950.2	no descriptionweakly similar to ( 117)AT2G36360| Symbols:  | kelch repeat-containing protein | chr2:15250540-15254602 REVERSEnot assigned not assigned not assigned	not assigned.no ontology	35_1

CUST_79779_PI403524517	2	0.105703354	0.32114983	0.045238495	-0.116825104	-0.15638542	-0.04523945	35_22879	"Cluster: Chloroplast protein-translocon-like protein; n=2; Oryza sativa|Rep: Chloroplast protein-translocon-like protein - Oryza sativa (Rice)"	UniRef90_Q94GR7	CHR3V7|COORD:6148036..6151800| chloroplast outer membrane translocon subunit, putative	AT3G17970.1	CHR03V5|COORD:28490414..28482271|protein toc64, putative, expressed	LOC_Os03g50010.2	 no descriptionmoderately similar to ( 332)AT3G17970| Symbols:  | chloroplast outer membrane translocon subunit, putative | chr3:6148036-6151800 FORWARDnot assigned not assigned PRK08310 GatA Amidase gatA PRK09201 PRK08186 PRK07056 PRK07488 PRK06102 PRK05962 PRK06170 PRK07235 PRK07139 PRK07486 PRK12470 PRK08137 PRK06061 PRK06169 PRK06707 PRK11910 PRK07869 PRK07487 PRK07042 PRK06828 PRK06565 PRK06529 PRK12323 	protein.targeting.chloroplast	29_3_3

CUST_154059_PI403524517	2	0.55364704	-0.0617342	0.08404732	0.0617342	-0.48987198	-0.27479267	35_43051	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10IG0		0	CHR03V5|COORD:19559250..19540058|protein expressed protein	LOC_Os03g35340.1	no description	not assigned.unknown	35_2

CUST_93885_PI403524517	2	0.33719015	0.328362	0.17453003	-0.2514267	-0.6891794	-0.17453003	35_26843	"Cluster: Putative Pi-b protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Pi-b protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q84QL4	CHR3V7|COORD:17224054..17226597| disease resistance protein (CC-NBS class), putative	AT3G46730.1	CHR08V5|COORD:26845398..26835906|protein resistance protein, putative, expressed	LOC_Os08g42670.1	 no descriptionvery weakly similar to (51.6)AT3G46730| Symbols:  | disease resistance protein (CC-NBS class), putative | chr3:17224054-17226597 REVERSEnot assigned 	stress.biotic	20_1

CUST_169767_PI403524517	2	0.5596938	-0.018944263	-0.1482234	0.018944263	1.870235	-0.5803828	35_47288	Rep: UPI0000EB007F UniRef100 entry - Canis familiaris	UniRef90_UPI0000EB007F		0	0	0	no description	not assigned.unknown	35_2

CUST_61622_PI403524517	2	-0.09911728	0.022117615	0.03462982	-0.13085651	0.040078163	-0.022116661	35_17586	"Cluster: Zinc finger, C3HC4 type family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Zinc finger, C3HC4 type family protein, expressed -"	UniRef90_Q2QLM8	CHR1V7|COORD:6676415..6677095| zinc finger (C3HC4-type RING finger) family protein	AT1G19310.1	CHR12V5|COORD:27230119..27232322|protein RING finger protein 5, putative, expressed	LOC_Os12g43930.1	no descriptionmoderately similar to ( 210)AT1G19310| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr1:6676415-6677095 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned RING RING PRK12323 PRK07003 PEX10 Pneumo_att_G Herpes_BLLF1 PRK07764 Atrophin-1	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_134390_PI403524517	2	-0.14402723	-0.13984966	0.17298985	0.16009569	-0.10050297	0.100503445	35_37707	Rep: USP family protein - Triticum aestivum (Wheat)	UniRef90_Q2TN84	CHR3V7|COORD:5802734..5804069| universal stress protein (USP) family protein	AT3G17020.1	CHR05V5|COORD:3325290..3323115|protein USP family protein, putative, expressed	LOC_Os05g06500.1	no descriptionvery weakly similar to (83.2)AT3G17020| Symbols:  | universal stress protein (USP) family protein | chr3:5802734-5804069 REVERSEUSP_Like	stress.abiotic.cold	20_2_2

CUST_77887_PI403524517	2	0.10465145	0.17971134	0.028977394	-0.12814999	-0.07730293	-0.02897644	35_22330	"Cluster: Hypothetical protein OSJNBb0031B09.4; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0031B09.4 - Oryza sativa (japonica cu"	UniRef90_Q6YUV3	"CHR3V7|COORD:166860..167991| similar to Os02g0189100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001046139.1); similar to hypothetical protein"	AT3G01435.1	CHR02V5|COORD:4942072..4938605|protein expressed protein	LOC_Os02g09600.1	"no descriptionweakly similar to ( 149)AT3G01435| Symbols:  | similar to Os02g0189100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001046139.1); similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:BAD16345.1) | chr3:166860-167991 REVERSE"	not assigned.unknown	35_2

CUST_59146_PI403524517	2	-0.042422295	0.27943993	0.1051445	-0.060631752	-0.06274986	0.04242134	35_16867	"Cluster: Hypothetical protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10SG5	CHR4V7|COORD:12249299..12251089| hydroxyproline-rich glycoprotein family protein	AT4G23470.1	CHR03V5|COORD:1327866..1324303|protein domain of unknown function DUF614 containing protein, expressed	LOC_Os03g03180.1	no descriptionmoderately similar to ( 338)AT1G63830| Symbols:  | proline-rich family protein | chr1:23689071-23690761 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF1421 PLAC8 PRK07764 Extensin_2 Drf_FH1 Atrophin-1	not assigned.unknown	35_2

CUST_59585_PI403524517	2	-0.11781311	-0.46670532	0.23846626	0.014239311	0.3050022	-0.014238358	35_16991	"Cluster: Pollen ankyrin, putative, expressed; n=5; Oryza sativa (japonica cultivar-group)|Rep: Pollen ankyrin, putative, expressed - Oryza sativa (japonica cult"	UniRef90_Q337A0	CHR5V7|COORD:2280822..2283385| ankyrin repeat family protein	AT5G07270.1	CHR10V5|COORD:19859948..19855209|protein pollen ankyrin-like protein, putative, expressed	LOC_Os10g37730.1	no descriptionmoderately similar to ( 468)AT5G07270| Symbols:  | ankyrin repeat family protein | chr5:2280822-2283385 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned ANK Arp	cell.organisation	31_1

CUST_97277_PI403524517	2	0.079013824	0.07411671	-0.016677856	-0.18510914	-0.13605309	0.01667881	35_27784	"Cluster: Hypothetical protein OJ1753_E03.102; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1753_E03.102 - Oryza sativa (japonica cult"	UniRef90_Q7XAM0	"CHR3V7|COORD:22432456..22434142| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G55860.1); similar to Os07g0484500 [Oryza sativa (japonica"	AT3G60660.1	CHR07V5|COORD:17765848..17769820|protein expressed protein	LOC_Os07g30110.1	"no descriptionweakly similar to ( 122)AT3G60660| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G55860.1); similar to Os07g0484500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001059650.1); similar to PREDICTED: similar to Y106G6H.15 [Macaca mulatta] (GB:XP_001093574.1); contains InterPro domain Protein of unknown function DUF1395; (InterPro:IPR009829) | chr3:22432456-22434142 FORWARDnot assigned"	not assigned.unknown	35_2

CUST_6098_PI403524517	2	-1.1649237	0.39675236	-0.025437355	0.5110941	0.025437355	-0.027588844	35_1684	Rep: B0811B10.6 protein - Oryza sativa (Rice)	UniRef90_Q259W9	"CHR1|COORD:180059..182293| similar to heavy-metal-associated domain-containing protein [Arabidopsis thaliana] (TAIR:At5g23760.1); similar to"	AT1G01490.2	CHR04V5|COORD:33861540..33862863|protein metal ion binding protein, putative, expressed	LOC_Os04g57200.1	no descriptionvery weakly similar to (89.7)AT1G01490| Symbols:  | metal ion binding | chr1:180401-182066 REVERSEnot assigned not assigned not assigned not assigned TT_ORF1	not assigned.no ontology	35_1

CUST_71465_PI403524517	2	0.16230202	-0.41860008	-0.38650703	0.5783043	-0.16230106	0.38444138	35_20478	"Cluster: Os08g0548400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os08g0548400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J3W6	CHR2V7|COORD:7774258..7774740| DNAJ heat shock protein, putative	AT2G17880.1	CHR08V5|COORD:27372890..27375658|protein chaperone protein dnaJ 11, chloroplast precursor, putative, expressed	LOC_Os08g43490.1	 no descriptionvery weakly similar to (86.3)AT2G17880| Symbols:  | DNAJ heat shock protein, putative | chr2:7774258-7774740 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DnaJ DnaJ DnaJ CbpA PRK10266 PRK10767 PRK12678 TT_ORF1 	stress.abiotic.heat	20_2_1

CUST_14482_PI403524517	2	-0.015969753	0.114578724	0.01597023	-0.11541033	-0.41106796	0.017746449	35_4161	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_10667_PI403524517	2	0.28387642	1.0308061	0.2439413	-0.30988598	-0.2439413	-0.2775216	35_3013	"Cluster: Putative survival motor neuron domain containing 1; splicing factor 30, survival of motor neuron-related; n=1; Oryza sativa (japonica cultivar-group)|R"	UniRef90_Q6ZC63	CHR2V7|COORD:698360..700793| nucleic acid binding	AT2G02570.2	CHR08V5|COORD:511930..507400|protein nucleic acid binding protein, putative, expressed	LOC_Os08g01840.1	no descriptionmoderately similar to ( 219)AT2G02570| Symbols:  | nucleic acid binding | chr2:698360-700793 REVERSEnot assigned TUDOR	not assigned.unknown	35_2

CUST_17803_PI403524517	2	-0.21091461	0.28533554	0.0029115677	0.03478813	-0.0029115677	-0.23989773	35_5138	"Cluster: Expressed protein, having alternative splicing products; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein, having alternative splicin"	UniRef90_Q6AVK0	CHR1V7|COORD:9429164..9432055| binding	AT1G27150.1	CHR03V5|COORD:27499250..27495284|protein expressed protein	LOC_Os03g48380.1	no descriptionmoderately similar to ( 392)AT1G27150| Symbols:  | binding | chr1:9429164-9432055 FORWARDnot assigned	not assigned.unknown	35_2

CUST_71752_PI403524517	2	0.03265381	0.05767536	-0.042048454	-0.06999588	0.09834576	-0.032652855	35_20566	"Cluster: Myosin heavy chain-like protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Myosin heavy chain-like protein - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6K437	CHR2V7|COORD:14661690..14664522| myosin heavy chain-related	AT2G34730.1	CHR09V5|COORD:2564528..2560851|protein myosin heavy chain, putative, expressed	LOC_Os09g04810.1	no descriptionweakly similar to ( 110)AT2G34730| Symbols:  | myosin heavy chain-related | chr2:14661690-14664522 FORWARDnot assigned not assigned Smc Tropomyosin	cell.organisation	31_1

CUST_10341_PI404877155	2	-0.048431396	-0.38064003	-0.1150713	0.16100788	0.17842388	0.048431396	Contig410_at	0	AAS05825.1	fructose-bisphosphate aldolase, putative	At2g36460.1	protein Fructose-bisphosphate aldolase class-I	Os05g33380	NONE	glycolysis.aldolase	4_07

CUST_13518_PI404877155	2	-0.017095566	1.562437	0.017094612	0.17680264	-0.38949203	-0.04977417	Contig7254_at	0	BAD10757.1	DNAJ heat shock protein, putative	At2g17880.1	protein DnaJ domain, putative	Os06g50230	"DNAJ heat shock protein, putative, similar to J11 protein (Arabidopsis thaliana) GI:9843641; contains Pfam profile PF00226 DnaJ domain"	stress.abiotic.heat	20_2_1

CUST_86685_PI403524517	2	0.644197	0.29873562	0.2299285	-0.2299285	-0.6401596	-0.4589815	35_24827	"Cluster: Hypothetical protein P0668H12.12; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0668H12.12 - Oryza sativa (japonica cultivar-g"	UniRef90_Q75M25	CHR1V7|COORD:8083389..8088856| TGF beta receptor associated protein-related	AT1G22860.1	CHR05V5|COORD:197034..204381|protein expressed protein	LOC_Os05g01360.1	no descriptionmoderately similar to ( 226)AT1G22860| Symbols:  | TGF beta receptor associated protein-related | chr1:8083389-8088856 FORWARDnot assigned	not assigned.no ontology	35_1

CUST_49193_PI403524517	2	0.062693596	-0.78629494	-0.21840191	-0.0144815445	0.014482498	0.0639534	35_14038	"Cluster: PREDICTED: similar to H3 histone, family 2 isoform 2; n=4; Eutheria|Rep: PREDICTED: similar to H3 histone, family 2 isoform 2 - Canis"	UniRef90_UPI00004A5DE9	CHR5V7|COORD:3270479..3270889| histone H3	AT5G10400.1	CHR11V5|COORD:2622185..2621575|protein histone H3, putative, expressed	LOC_Os11g05730.1	no descriptionmoderately similar to ( 242)AT5G65360| Symbols:  | histone H3 | chr5:26137325-26137735 REVERSEmoderately similar to ( 243)H32_WHEATHistone H3.2 - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned H3 HHT1 Histone	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_19060_PI404877155	2	0.12797451	-0.21439171	0.016614914	-0.016614914	0.07731724	-0.09523773	HY08M06u_x_at	0	0	0	0	0	0	nucleic acid-binding protein/RNA-binding protein RNP-T	RNA.regulation of transcription.unclassified	27_3_99

CUST_182723_PI403524517	2	-0.15311956	0.05747652	0.038222313	0.29783726	-0.5696101	-0.03822279	35_50790	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_24427_PI399408534	2	0.006798744	0.6722336	0.036021233	-0.19226646	-0.023825645	-0.0067977905	35_17419	"Cluster: Nodulation receptor kinase-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Nodulation receptor kinase-like protein - Oryza sativa (japon"	UniRef90_Q6K270	"CHR2V7|COORD:4626227..4628530| CRCK3 (calmodulin-binding receptor-like cytoplasmic kinase 3); kinase"	AT2G11520.1	CHR09V5|COORD:1802961..1809819|protein nodulation receptor kinase precursor, putative, expressed	LOC_Os09g03620.1	"no descriptionmoderately similar to ( 262)AT2G11520| Symbols: CRCK3 | CRCK3 (calmodulin-binding receptor-like cytoplasmic kinase 3); kinase | chr2:4626227-4628530 FORWARDweakly similar to ( 129)CRI4_MAIZEPutative receptor protein kinase CRINKLY4 precursor - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pkinase_Tyr PTKc TyrKc S_TKc S_TKc Pkinase PTKc_Jak_rpt2 PTKc_Csk_like PTKc_Fes_like PTKc_Srm_Brk PTKc_Src_like PTKc_Trk PTKc_Frk_like PTKc_Ack_like PTKc_Ror SPS1 PTKc_Abl PTKc_Syk_like PTKc_Lck_Blk PTKc_EGFR_like PTKc_EphR PTKc_Tec_like PTKc_Fer PTKc_Btk_Bmx PTKc_Lyn PTKc_Chk PTKc_Tie1 PTKc_c-ros PTKc_Src PTKc_FGFR PTKc_Tie2 PTKc_Jak2_Jak3_rpt2 PTK_CCK4 PTKc_Tyk2_rpt2 PTKc_Musk PTKc_DDR PTKc_Jak1_rpt2 PTKc_Ror1 PTKc_Fyn_Yrk PTKc_Csk PTKc_Itk PTKc_ALK_LTK PTKc_HER4 PTKc_FAK PTKc_Tie PTKc_TrkC PTKc_PDGFR PTKc_InsR_like PTKc_EphR_A2 PTKc_Axl_like PTKc_DDR_like PTKc_TrkB PTKc_Fes PTKc_TrkA PTK_HER3 PTKc_Hck PTKc_Tec_Rlk PTKc_EphR_B PTKc_InsR PTKc_Yes PTKc_RET PTKc_DDR1 PTKc_EphR_A10 PTKc_FGFR3 PTKc_FGFR4 PTKc_Zap-70 PTKc_Ror2 PTKc_IGF-1R PTKc_EphR_A PTK_Jak_rpt1 PTKc_FGFR1 PTK_Jak2_Jak3_rpt1 PTKc_FGFR2 PTKc_Tyro3 PTKc_EGFR PTK_Ryk PTKc_DDR2 PTKc_Syk PTKc_HER2 PTKc_Met_Ron PTKc_Axl"	signalling.receptor kinases.DUF 26	30_2_17

CUST_18539_PI404877155	2	0.0026874542	0.026679039	-0.10333252	-0.0026865005	-0.21073818	1.4500027	HVSMEk0012G16r2_at	putative sugar transporter (alternative splicing product) [Oryza sativa (japonica cultivar-group)] ref|XP_469003.1| putative sugar transport	AAR01732.1	4178875|transporter-related	At3g13050.1	protein putative sugar transporter (having alternative splicing products)	Os03g43720	"transporter-related, low similarity to apical organic cation transporter (Sus scrofa) GI:2062135, SP:Q02563 Synaptic vesicle protein 2 (SV2) {Rattus norvegicus}; contains Pfam profile PF00083: major facilitator superfamily protein"	transport.misc	34_99

CUST_132215_PI403524517	2	0.20332623	-0.61083555	-0.030483246	0.030482292	-0.38443518	0.16859627	35_37132	"Cluster: Prolyl oligopeptidase family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Prolyl oligopeptidase family protein, expressed - Ory"	UniRef90_Q10MJ1	CHR2V7|COORD:19449348..19453323| serine-type peptidase	AT2G47390.1	CHR03V5|COORD:10897165..10904821|protein secreted protein, putative, expressed	LOC_Os03g19410.1	no descriptionvery weakly similar to (81.6)AT2G47390| Symbols:  | serine-type peptidase | chr2:19449348-19453323 REVERSE	not assigned.unknown	35_2

CUST_58357_PI403524517	2	0.08636665	-0.021578789	-0.041734695	0.021579742	-0.07104778	0.09847736	35_16646	"Cluster: SLT1 protein, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: SLT1 protein, putative, expressed - Oryza sativa (japonica cultivar"	UniRef90_Q10NA2	CHR2V7|COORD:15768544..15770028| SLT1 (SODIUM- AND LITHIUM-TOLERANT 1)	AT2G37570.1	CHR03V5|COORD:9381674..9384607|protein SLT1 protein, putative, expressed	LOC_Os03g16910.2	no descriptionhighly similar to ( 526)AT2G37570| Symbols: SLT1 | SLT1 (SODIUM- AND LITHIUM-TOLERANT 1) | chr2:15768544-15770028 REVERSEnot assigned not assigned not assigned not assigned not assigned Tymo_45kd_70kd PRK12323	not assigned.unknown	35_2

CUST_183229_PI403524517	2	-0.021126747	0.11250019	0.021126747	0.17600965	-0.29609108	-0.23622894	35_50926	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_8022_PI403524517	2	0.042095184	-0.0015640259	-0.022418976	0.0015630722	0.0115737915	-0.040780067	35_2235	"Cluster: Putative fiber protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative fiber protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5TKP1	CHR2V7|COORD:19117759..19118753| similar to fiber protein Fb11 [Gossypium barbadense] (GB:AAN77150.1)	AT2G46540.1	CHR05V5|COORD:26827683..26824453|protein fiber protein Fb11, putative, expressed	LOC_Os05g46450.1	no descriptionvery weakly similar to (84.0)AT2G46540| Symbols:  | similar to fiber protein Fb11 [Gossypium barbadense] (GB:AAN77150.1) | chr2:19117759-19118753 REVERSE	not assigned.unknown	35_2

CUST_138032_PI403524517	2	-0.32287502	-0.06653547	-0.14033747	0.066534996	0.15536594	0.1409936	35_38710	Rep: OSIGBa0157A06.7 protein - Oryza sativa (Rice)	UniRef90_Q01IV2	CHR2V7|COORD:8718943..8725894| CLIP-associating protein (CLASP) -related	AT2G20190.1	CHR04V5|COORD:25141998..25130649|protein HEAT repeat family protein, expressed	LOC_Os04g42840.1	no descriptionweakly similar to ( 127)AT2G20190| Symbols:  | CLIP-associating protein (CLASP) -related | chr2:8718943-8725894 REVERSEnot assigned	not assigned.no ontology	35_1

CUST_38580_PI403524517	2	0.57453537	-0.5642767	-0.10566759	0.10566759	0.30281162	-0.30651283	35_11100	"Cluster: Os03g0769000 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os03g0769000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DN81	"CHR5V7|COORD:26592331..26595541| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G23700.1); similar to Os03g0769000 [Oryza sativa (japonica"	AT5G66600.1	CHR07V5|COORD:1204643..1200894|protein ternary complex factor MIP1, putative, expressed	LOC_Os07g03140.1	" no descriptionvery weakly similar to (61.6)AT5G66600| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G23700.1); similar to Os03g0769000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001051393.1); similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:AAR87323.1); similar to ternary complex factor MIP1, putative, expressed [Oryza sativa (japonica cultivar-group)] (GB:ABF99069.1); contains InterPro domain Protein of unknown function DUF547; (InterPro:IPR006869) | chr5:26592331-26595541 REVERSEDUF547 "	not assigned.unknown	35_2

CUST_62351_PI403524517	2	-0.047499657	-0.24759293	-0.010858536	0.035930634	0.105238914	0.010859489	35_17780	"Cluster: Zeta1-COP; n=1; Oryza sativa (japonica cultivar-group)|Rep: Zeta1-COP - Oryza sativa (japonica cultivar-group)"	UniRef90_Q9MAX5	CHR3V7|COORD:3006736..3007921| clathrin adaptor complex small chain family protein	AT3G09800.1	CHR05V5|COORD:22561195..22558442|protein coatomer subunit zeta-1, putative, expressed	LOC_Os05g38610.1	no descriptionmoderately similar to ( 207)AT3G09800| Symbols:  | clathrin adaptor complex small chain family protein | chr3:3007158-3007921 REVERSEnot assigned RET3 Clat_adaptor_s APS2	protein.targeting.secretory pathway.unspecified	29_3_4_99

CUST_2281_PI403524517	2	-0.11147404	-0.43857384	0.023900986	0.10618782	0.27965355	-0.023900032	35_618	"Cluster: Beta-glucosidase; n=5; Oryza sativa (japonica cultivar-group)|Rep: Beta-glucosidase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q42975	CHR3V7|COORD:6191592..6194130| glycosyl hydrolase family 1 protein	AT3G18080.1	CHR03V5|COORD:28194521..28189464|protein non-cyanogenic beta-glucosidase precursor, putative, expressed	LOC_Os03g49600.2	no descriptionmoderately similar to ( 449)AT3G18080| Symbols:  | glycosyl hydrolase family 1 protein | chr3:6191592-6194130 FORWARDmoderately similar to ( 261)MYRO_BRANAMyrosinase precursor - Brassica napus (Rape)not assigned Glyco_hydro_1 BglB celA PRK09852 arb	misc.gluco-, galacto- and mannosidases	26_3

CUST_6975_PI404877155	2	-0.18993807	0.31327438	0.9896784	-0.5753646	0.18993855	-0.576849	Contig2046_at	lipid transfer protein [Oryza sativa]	AAN76490.1	lipid transfer protein 3 (LTP3)	At5g59320.1	protein lipid transfer protein	Os11g02350	NONE	lipid metabolism.lipid transfer proteins etc	11_6

CUST_20758_PI403524517	2	0.0104055405	-0.0104055405	0.25556135	0.051015377	-0.20993805	-0.18463373	35_6028	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10CH8	CHR2|COORD:4317494..4319185| protease inhibitor/seed storage/lipid transfer protein (LTP) family protein, similar to proline-rich cell wall protein (Medicago	AT2G10940.2	CHR03V5|COORD:32366973..32367597|protein vegetative cell wall protein gp1 precursor, putative, expressed	LOC_Os03g56944.1	no descriptionvery weakly similar to (51.2)AT5G09530| Symbols:  | hydroxyproline-rich glycoprotein family protein | chr5:2960081-2961193 REVERSEnot assigned	not assigned.no ontology.hydroxyproline rich proteins	35_1_41

CUST_137957_PI403524517	2	-0.5215163	-0.37031126	0.5699787	0.37031078	0.81747055	-0.47857618	35_38690	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10NU5	"CHR5V7|COORD:5252536..5253570| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G68620.1); similar to hypothetical protein [Cleome spinosa]"	AT5G16080.1	CHR03V5|COORD:8331074..8332776|protein prMC3, putative, expressed	LOC_Os03g15270.1	"no descriptionweakly similar to ( 183)AT5G16080| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G68620.1); similar to hypothetical protein [Cleome spinosa] (GB:ABD96915.1); contains InterPro domain Esterase/lipase/thioesterase; (InterPro:IPR000379); contains InterPro domain Alpha/beta hydrolase fold-3; (InterPro:IPR013094) | chr5:5252536-5253570 REVERSEvery weakly similar to ( 100)GID1_ORYSAnot assigned Abhydrolase_3 Aes"	not assigned.no ontology	35_1

CUST_63188_PI403524517	2	0.09707546	0.17549801	-0.1531725	-0.098441124	-0.046525	0.046525955	35_18031	"Cluster: Antigen receptor-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Antigen receptor-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6EUE9	"CHR1V7|COORD:24301332..24302037| Identical to Ycf20-like protein [Arabidopsis Thaliana] (GB:O80813); similar to unknown protein [Arabidopsis thaliana]"	AT1G65420.1	CHR09V5|COORD:6440905..6438626|protein expressed protein	LOC_Os09g11520.1	"no descriptionweakly similar to ( 167)AT1G65420| Symbols:  | Identical to Ycf20-like protein [Arabidopsis Thaliana] (GB:O80813); similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G56830.3); similar to Protein of unknown function DUF565 [Medicago truncatula] (GB:ABE93092.1); contains InterPro domain Protein of unknown function DUF565; (InterPro:IPR007572) | chr1:24301332-24302037 REVERSEvery weakly similar to (82.8)YCF20_MESVIUncharacterized protein ycf20 - Mesostigma virideDUF565"	not assigned.unknown	35_2

CUST_10602_PI403524517	2	-0.03133583	-0.07339287	0.03133583	0.120939255	0.13299274	-0.032182693	35_2995	Rep: Hypothetical protein - Medicago truncatula (Barrel medic)	UniRef90_Q2MGQ1	"CHR1V7|COORD:7374199..7375633| similar to Protein of unknown function UPF0047 [Medicago truncatula] (GB:ABC75362.1); contains InterPro domain Protein of"	AT1G21065.1	CHR06V5|COORD:25931432..25934035|protein expressed protein	LOC_Os06g43140.1	"no descriptionmoderately similar to ( 241)AT1G21065| Symbols:  | similar to Protein of unknown function UPF0047 [Medicago truncatula] (GB:ABC75362.1); contains InterPro domain Protein of unknown function UPF0047; (InterPro:IPR001602) | chr1:7374199-7375633 FORWARDnot assigned COG0432 UPF0047"	not assigned.unknown	35_2

CUST_11823_PI404877155	2	-0.044003487	0.61175823	0.0058488846	-0.023924828	-0.005847931	0.08736038	Contig5532_at	Similar to Zea mays mRNA for pyruvate decarboxylase (X17555) [Oryza sativa (japonica cultivar-group)] dbj|BAA96769.1| unnamed protein produc	NP_909360.1	pyruvate decarboxylase, putative	At5g54960.1	protein Thiamine pyrophosphate enzyme, central domain, putative	Os01g06660	gi|8570064|dbj|BAA96769.1| unnamed protein product	fermentation.PDC	5_02

CUST_5820_PI403524517	2	-0.3976946	-0.45153332	-0.008116722	0.36162376	0.008116722	0.5904865	35_1606	"Cluster: Os07g0663500 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0663500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D3V9	CHR3V7|COORD:9844876..9846136| short-chain dehydrogenase/reductase (SDR) family protein	AT3G26760.1	CHR07V5|COORD:27989502..27990897|protein sex determination protein tasselseed-2, putative, expressed	LOC_Os07g46830.1	no descriptionmoderately similar to ( 257)AT3G26760| Symbols:  | short-chain dehydrogenase/reductase (SDR) family protein | chr3:9844876-9846136 FORWARDmoderately similar to ( 213)TS2_MAIZESex determination protein tasselseed-2 - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned fabG PRK12429 fabG PRK12829 fabG PRK06841 FabG PRK06172 PRK06138 PRK12826 PRK06057 PRK07479 PRK07063 PRK12939 PRK08324 PRK07067 PRK06484 PRK07069 PRK06346 PRK07478 fabG PRK08213 COG4221 PRK08265 PRK07825 fabG PRK06124 PRK12827 PRK08220 fabG fabG PRK06114 PRK07774 PRK08226 PRK06500 PRK12828 PRK07074 PRK06935 PRK08936 fabG PRK07097 fabG PRK08643 PRK06113 PRK08589 PRK07035 PRK06198 PRK12745 PRK08267 fabG PRK06398 PRK07523 PRK08277 PRK07060 PRK06200 PRK05867 PRK12937 PRK06949 PRK07831 PRK07856 PRK07890 PRK05875 PRK06171 PRK05650 PRK07791 PRK05855 PRK12824 PRK12481 PRK05872 fabG PRK07024 PRK06181 PRK08993 PRK06523 PRK08085 PRK09242 PRK12743 benD PRK07062 adh_short PRK08628 PRK06194 PRK07814 DltE PRK12384 PRK06947 fabG PRK07576 PRK09135 PRK06123 PRK12936 PRK07109 PRK12935 PRK06122 PRK09186 PRK07577 PRK05717 fabG PRK08063 PRK07201 PRK08264 PRK06179 fabG PRK07677 PRK06128 PRK12744 PRK12428 PRK07326 fabG PRK07041 PRK06180 PRK08278 PRK06125 PRK05866 PRK08945 PRK07633 PRK12938 PRK07832 FabI PRK07454 PRK08263 PRK05876 fabG PRK09134 PRK06701 PRK12748 PRK07985 PRK06182 PRK08159 PRK06940 PRK09072 PRK07102 PRK09730 PRK08416 PRK12742 PRK09291 PRK06139 fabG PRK12746 PRK07533 PRK12678 PRK06914 KR PRK06196 PRK10538 PRK06079 PRK07370 PRK08251 PRK08339 PRK12747 PRK08219 PRK07775 PRK06482 PRK05693 PRK08594 PRK06505 PRK06953 DltE PRK07904 PRK06197 PRK07806 PRK06483 PRK05854 PRK06720 PRK08177 PRK07023 PRK07764 PRK08415 PRK06101 PRK06997 PRK08340 PRK08690 PRK08303 PRK12323 PRK08017 PRK05884 PRK06603 PRK07984 PRK07003	misc.short chain dehydrogenase/reductase (SDR)	26_22

CUST_27751_PI399408534	2	-0.04453802	0.044538498	0.23856258	-0.07240009	-0.09894657	0.05639267	35_28815	"Cluster: Putative myb-related protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative myb-related protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8S3Q7	CHR1V7|COORD:6756474..6757281| myb family transcription factor	AT1G19510.1	CHR02V5|COORD:29184476..29189704|protein SANT/MYB protein, putative, expressed	LOC_Os02g47744.4	no descriptionvery weakly similar to (86.3)AT1G19510| Symbols:  | myb family transcription factor | chr1:6756474-6757281 REVERSE	RNA.regulation of transcription.MYB-related transcription factor family	27_3_26

CUST_26913_PI399408534	2	0.13516235	0.11383104	-0.016568184	-0.010237694	-0.3334856	0.010237694	35_38694	"Cluster: Putative calcium-transporting ATPase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative calcium-transporting ATPase - Oryza sativa (japonica"	UniRef90_Q6ETP2	"CHR4V7|COORD:14611231..14618781| ACA10 (autoinhibited Ca2+ -ATPase 10); calcium-transporting ATPase/ calmodulin binding"	AT4G29900.1	CHR02V5|COORD:4208367..4195421|protein calcium-transporting ATPase 10, plasma membrane-type, putative, expressed	LOC_Os02g08010.1	" no descriptionweakly similar to ( 154)AT5G57110| Symbols: AT-ACA8 | ACA8 (AUTOINHIBITED CA2+ -ATPASE, ISOFORM 8); calmodulin binding | chr5:23126955-23134083 REVERSEweakly similar to ( 104)ACA3_ORYSAnot assigned not assigned not assigned MgtA E1-E2_ATPase "	signalling.calcium	30_3

CUST_15889_PI403524517	2	-0.039497852	-0.6360364	0.09944391	0.1240139	-0.17027283	0.039497852	35_4587	"Cluster: Putative mitochondrial half-ABC transporter; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative mitochondrial half-ABC transporter - Oryza sativ"	UniRef90_Q658I3	"CHR5V7|COORD:23579394..23584266| STA1 (STARIK 1); ATPase, coupled to transmembrane movement of substances"	AT5G58270.1	CHR06V5|COORD:1501584..1491885|protein ATP-binding cassette sub-family B member 7, mitochondrial, putative, expressed	LOC_Os06g03770.1	" no descriptionhighly similar to ( 744)AT5G58270| Symbols: ATATM3, ATM3, STA1 | STA1 (STARIK 1); ATPase, coupled to transmembrane movement of substances | chr5:23579394-23584266 FORWARDmoderately similar to ( 233)MDR_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned ATM1 MdlB ABCC_ATM1_transporter SunT ABCC_MsbA ABC_MTABC3_MDL1_MDL2 ABCC_Glucan_exporter_like CydD PRK11176 CydC ABCC_Hemolysin ABCC_MRP_Like PRK11160 ABCC_MRP_domain2 PRK10789 ABCC_bacteriocin_exporters ArpD PRK11174 PRK10790 ABCC_TAP ABCC_NFT1 ABC_NikE_OppD_transporters ABC_PstB_phosphate_transporter CcmA ABCC_Protease_Secretion ABCC_cytochrome_bd ABC_Org_Solvent_Resistant ABC_tran FepC ABC_MetN_methionine_transporter AbcC COG1123 SalX ABCC_MRP_domain1 ABC_MJ0796_Lo1CDE_FtsE ABC_cobalt_CbiO_domain1 CbiO Ttg2A DppF OpuBA ABC_Carb_Solutes_like ABCC_SUR2 ABC_Class3 ABC_Iron-Siderophores_B12_Hemin GlnQ ABC_OpuCA_Osmoprotection AppF PstB DppD ABC_NrtD_SsuB_transporters COG3638 PotA FtsE ABC_PhnC_transporter ABCC_CFTR2 ABC_ATPase ABC_FtsE_transporter ABC_TM1139_LivF_branched ABC_HisP_GlnQ_permeases ABC_DR_subfamily_A COG4172 TauB MglA ProV ABC_Pro_Gly_Bertaine ABCG_EPDR ABC_Metallic_Cations ZnuC MalK metN ABC_ModC_like ThiQ NatA ABC_subfamily_A ABC_drug_resistance_like COG4559 LivF ABC_cobalt_CbiO_domain2 ABC_Mj1267_LivG_branched CysA dppF ABC_PotA_N COG4178 PRK10070 ABC_CysA_sulfate_importer ABC_MalK_N COG4181 Uup ABCG_White ABC_ThiQ_thiamine_transporter ABC_membrane btuD COG3845 fecE glnQ HisP ModC COG4619 ABC_ModC_molybdenum_transporter ABC_NatA_sodium_exporter potA PRK10851 CeuD PRK11264 LivG ModF PhnK PRK10419 ABC_Carb_Monos_I fbpC ABCC_CFTR1 artP PRK10619 thiQ ABC_BcrA_bacitracin_resist PRK10535 ArtP modC ABC_YhbG TauB ABC_DrrA YhbG PRK10247 ugpC PvdE araG ABC_KpsT_Wzt ABC_putative_ATPase SapF sufC PRK10584 PRK10575 ABCC_SUR1_N PRK10762 COG4136 ABC_Carb_Monos_II PRK10908 COG4586 TagH PRK10744 PhnL COG4152 phnK PRK10253 lolD ABC_FeS_Assembly livF PRK10261 PRK11000 tauB ABCD_peroxisomal_ALDP ssuB potG ABC_PDR_domain1 PhnK PRK03695 PRK10418 CcmA oppD ABC_NatA_like ABC_CcmA_heme_exporter dppD PRK10982 PRK11147 PRK09700 PRK10895 znuC PRK11831 livG PRK10522 PRK09984 ycf16 PRK11819 COG4674 ABC_PDR_domain2 BtuD SapD COG2401 sufC PRK10636 ABCF_EF-3 AAA PRK10938 ABC_RNaseL_inhibitor_domain2 AAA ABC_UvrA COG1245 "	transport.ABC transporters and multidrug resistance systems	34_16

CUST_69705_PI403524517	2	0.11859608	-0.11743927	-0.050234795	-0.019573212	0.019572258	0.15826511	35_19943	"Cluster: Serine/threonine-protein phosphatase BSL2 homolog; n=5; Magnoliophyta|Rep: Serine/threonine-protein phosphatase BSL2 homolog - Oryza sativa (Rice)"	UniRef90_Q2QM47	CHR2V7|COORD:11637266..11643260| kelch repeat-containing serine/threonine phosphoesterase family protein	AT2G27210.1	CHR03V5|COORD:25005272..24996520|protein serine/threonine-protein phosphatase BSL2, putative, expressed	LOC_Os03g44500.1	no descriptionmoderately similar to ( 447)AT2G27210| Symbols:  | kelch repeat-containing serine/threonine phosphoesterase family protein | chr2:11637266-11643260 FORWARDmoderately similar to ( 460)BSL2_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned PP2Ac PP2Ac ApaH	protein.postranslational modification	29_4

CUST_171252_PI403524517	2	0.23848629	-0.48874617	-0.3358922	0.053388596	-0.053388596	1.99614	35_47707	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_75754_PI403524517	2	0.02344513	-0.39688873	-0.11678219	0.11469555	0.12901497	-0.023444176	35_21718	0	0	0	0	CHR07V5|COORD:2749514..2755000|protein TCP family transcription factor containing protein, expressed	LOC_Os07g05720.1	no description	not assigned.unknown	35_2

CUST_48694_PI403524517	2	-0.087379456	0.397604	0.4417858	-0.28927422	0.07353401	-0.07353401	35_13906	"Cluster: Glycine rich protein, RNA binding protein; n=2; Triticeae|Rep: Glycine rich protein, RNA binding protein - Hordeum vulgare (Barley)"	UniRef90_Q40052	"CHR4V7|COORD:18274160..18274952| ATGRP8/GR-RBP8 (COLD, CIRCADIAN RHYTHM, AND RNA BINDING 1, GLYCINE-RICH PROTEIN 8); RNA binding"	AT4G39260.1	CHR03V5|COORD:26409256..26410490|protein glycine-rich RNA-binding protein 2, putative, expressed	LOC_Os03g46770.1	" no descriptionweakly similar to ( 109)AT4G39260| Symbols: GR-RBP8, ATGRP8, CCR1 | ATGRP8/GR-RBP8 (COLD, CIRCADIAN RHYTHM, AND RNA BINDING 1, GLYCINE-RICH PROTEIN 8); RNA binding | chr4:18274160-18274952 REVERSEweakly similar to ( 112)GRP1_SINALGlycine-rich RNA-binding protein GRP1A - Sinapis alba (White mustard) (Brassica hirta)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned GRP RRM RRM_1 Drf_FH1 TT_ORF1 COG0724 Extensin_2 PRK06958 PRK07764 DUF1421 COG4371 DUF1210 PRK12323 PRP DUF1777 DUF1517 PRK07003 Protamine_P1 GP38 Atrophin-1 Bindin tatB Trypan_PARP eIF-4B TonB SMN PRK07772 DUF605 PRK09169 TolA "	RNA.RNA binding	27_4

CUST_134372_PI403524517	2	-0.01613903	0.27019978	0.046797752	-0.12113571	-0.17311859	0.016139984	35_37703	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_40735_PI403524517	2	0.051317215	-0.36010027	-0.004157543	0.004157543	0.047935486	-0.09211874	35_11713	"Cluster: Inner membrane ALBINO3-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Inner membrane ALBINO3-like protein - Oryza sativa (japonica"	UniRef90_Q5SNL9	CHR1V7|COORD:24180282..24184392| OXA1 family protein	AT1G65080.1	CHR06V5|COORD:3594866..3587218|protein TPR Domain containing protein, expressed	LOC_Os06g07474.1	no descriptionmoderately similar to ( 266)AT1G65080| Symbols:  | OXA1 family protein | chr1:24180282-24184392 FORWARDnot assigned YidC 60KD_IMP	not assigned.no ontology	35_1

CUST_40627_PI403524517	2	0.5210829	-0.027601242	0.027601242	-0.31840134	0.05561161	-0.087786674	35_11684	Rep: H0423H10.7 protein - Oryza sativa (Rice)	UniRef90_Q9FSQ6	"CHR3V7|COORD:10871524..10878523| ATMDR11/ATPGP19/MDR1/MDR11/PGP19 (P-GLYCOPROTEIN 19); ATPase, coupled to transmembrane movement of substances /"	AT3G28860.1	CHR04V5|COORD:22702250..22695676|protein multidrug resistance protein 11, putative, expressed	LOC_Os04g38570.2	" no descriptionmoderately similar to ( 260)AT3G28860| Symbols: ATMDR11, ATMDR1, PGP19, MDR11, MDR1, ATPGP19 | ATMDR11/ATPGP19/MDR1/MDR11/PGP19 (P-GLYCOPROTEIN 19); ATPase, coupled to transmembrane movement of substances / auxin efflux transporter | chr3:10871524-10878523 REVERSEweakly similar to ( 121)MDR_ORYSAnot assigned not assigned ABC_membrane MdlB SunT "	transport.ABC transporters and multidrug resistance systems	34_16

CUST_69038_PI403524517	2	-0.062273026	1.1243935	0.06227398	-0.2551546	-0.12090397	0.07353878	35_19753	"Cluster: Os05g0463900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0463900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DHI3	CHR5V7|COORD:662641..668845| UPL4 (ubiquitin-protein ligase 4)	AT5G02880.1	CHR05V5|COORD:22695920..22692851|protein thyroid receptor-interacting protein 12, putative, expressed	LOC_Os05g38830.2	no descriptionhighly similar to ( 579)AT5G02880| Symbols: UPL4 | UPL4 (ubiquitin-protein ligase 4) | chr5:662641-668845 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned HECTc HECT HUL4 HECTc	protein.degradation.ubiquitin.E3.HECT	29_5_11_4_1

CUST_10001_PI403524517	2	0.20083332	-0.2869091	-0.11077881	0.07344055	-0.015706062	0.015705109	35_2825	Rep: Putative RNA binding protein - Oryza sativa (Rice)	UniRef90_Q9FWK8	CHR4V7|COORD:8231175..8232781| heterogeneous nuclear ribonucleoprotein, putative / hnRNP, putative	AT4G14300.1	CHR10V5|COORD:17101873..17107209|protein heterogeneous nuclear ribonucleoprotein 27C, putative, expressed	LOC_Os10g33230.1	 no descriptionmoderately similar to ( 280)AT4G14300| Symbols:  | heterogeneous nuclear ribonucleoprotein, putative / hnRNP, putative | chr4:8231175-8232781 FORWARDvery weakly similar to (89.4)ROC1_NICPL30 kDa ribonucleoprotein, chloroplast precursor - Nicotiana plumbaginifolia (Leadwort-leaved tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG0724 RRM RRM_1 Drf_FH1 Extensin_2 COG5651 Atrophin-1 PRK12323 GP38 Chorion_1 SPT5 	RNA.RNA binding	27_4

CUST_92438_PI403524517	2	0.037506104	0.45000362	0.059526443	-0.11573315	-0.10550308	-0.037506104	35_26432	"Cluster: Hypothetical protein OJ1126_B10.10; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1126_B10.10 - Oryza sativa (japonica cultiv"	UniRef90_Q6L5F2	"CHR3V7|COORD:10370830..10373555| similar to hypothetical protein MtrDRAFT_AC124951g14v1 [Medicago truncatula] (GB:ABE84845.1); similar to Os05g0577800"	AT3G27930.1	CHR05V5|COORD:28690832..28683779|protein expressed protein	LOC_Os05g50200.2	"no descriptionweakly similar to ( 182)AT3G27930| Symbols:  | similar to hypothetical protein MtrDRAFT_AC124951g14v1 [Medicago truncatula] (GB:ABE84845.1); similar to Os05g0577800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001056409.1) | chr3:10370830-10373555 REVERSE"	not assigned.unknown	35_2

CUST_343_PI399407379	2	-0.08294439	0.16243935	0.51774406	0.08294439	-0.11004543	-0.226439	HvRR1_consensus									

CUST_95582_PI403524517	2	0.07256317	0.016961098	-0.016962051	-0.17201233	-0.10539532	0.23812294	35_27316	"Cluster: Aluminum-activated malate transporter-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Aluminum-activated malate transporter-like - Oryza sativa"	UniRef90_Q5Z6M5	"CHR3V7|COORD:6328187..6330658| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G18420.1); similar to Putative expressed protein [Brassica"	AT3G18440.1	CHR02V5|COORD:30429159..30431646|protein ALMT1, putative, expressed	LOC_Os02g49790.1	"no descriptionweakly similar to ( 132)AT3G18440| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G18420.1); similar to Putative expressed protein [Brassica oleracea] (GB:AAW81734.1); contains InterPro domain Protein of unknown function UPF0005; (InterPro:IPR006214) | chr3:6328187-6330658 FORWARDnot assigned"	not assigned.unknown	35_2

CUST_64885_PI403524517	2	-0.15126991	1.3776417	0.12791204	0.3920765	-0.67797756	-0.12791157	35_18527	"Cluster: Putative beta-galactosidase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative beta-galactosidase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5Z7L0	"CHR3V7|COORD:4511199..4515763| BGAL1 (BETA GALACTOSIDASE 1); beta-galactosidase"	AT3G13750.1	CHR06V5|COORD:22244389..22250775|protein beta-galactosidase precursor, putative, expressed	LOC_Os06g37560.1	"no descriptionhighly similar to ( 678)AT3G13750| Symbols: BGAL1 | BGAL1 (BETA GALACTOSIDASE 1); beta-galactosidase | chr3:4511199-4515763 FORWARDhighly similar to ( 728)BGAL_ASPOFBeta-galactosidase precursor - Asparagus officinalis (Garden asparagus)not assigned not assigned not assigned not assigned not assigned not assigned not assigned Glyco_hydro_35 Herpes_BLLF1 APC_basic PRK07003 Tymo_45kd_70kd PRK07764 PRK12323 DUF566"	misc.gluco-, galacto- and mannosidases	26_3

CUST_27605_PI403524517	2	-0.015912056	0.0912838	0.015912056	-0.07639885	-0.10877228	0.05003357	35_7986	"Cluster: Putative T-complex protein 11; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative T-complex protein 11 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ZI82	CHR4V7|COORD:5828750..5833472| T-complex protein 11	AT4G09150.1	CHR02V5|COORD:21048522..21057392|protein T-complex protein 11 containing protein, expressed	LOC_Os02g35080.6	no descriptionvery weakly similar to (94.7)AT4G09150| Symbols:  | T-complex protein 11 | chr4:5828750-5833472 FORWARDnot assigned	not assigned.no ontology	35_1

CUST_16627_PI404877155	2	0.009293556	0.007985115	0.046085358	-0.007985592	-0.48814726	-0.07926607	HD01C09w_s_at	globulin-2 precursor - maize prf||1802402A globulin 2	S15675	cupin family protein	At3g22640.1	protein putative globulin	Os03g57960	globulin-2 precursor	development.storage proteins	33_1

CUST_134031_PI403524517	2	0.16348743	-0.07473087	0.011180878	-0.021255493	0.058838844	-0.011180878	35_37615	"Cluster: Hypothetical protein OSJNBa0096E22.2; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0096E22.2 - Oryza sativa (japonica cu"	UniRef90_Q8S614	CHR1V7|COORD:3326162..3327406| ATPP2-A10 (Phloem protein 2-A10)	AT1G10150.1	CHR10V5|COORD:172684..171010|protein CF9, putative, expressed	LOC_Os10g01290.1	no description	not assigned.unknown	35_2

CUST_170924_PI403524517	2	-0.09111023	-0.06635761	0.06635761	0.37464905	0.41406202	-0.14421701	35_47609	"Cluster: DNA-directed RNA polymerase beta chain; n=19; Pooideae|Rep: DNA-directed RNA polymerase beta chain - Triticum aestivum (Wheat)"	UniRef90_Q9XPS9	CHRCV7|COORD:15938..20068| RNA polymerase beta' subunit-2	ATCG00170.1	0	0	no descriptionweakly similar to ( 121)ATCG00170| Symbols: RPOC2 | RNA polymerase beta' subunit-2 | chrC:15938-20068 REVERSEmoderately similar to ( 320)RPOC2_WHEATDNA-directed RNA polymerase subunit beta'' - Triticum aestivum (Wheat)rpoC2	RNA.transcription	27_2

CUST_34771_PI403524517	2	-0.07158375	-0.09682131	0.071584225	0.11222792	0.86646175	-0.07346153	35_10025	"Cluster: DNA polymerase I family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: DNA polymerase I family protein, expressed - Oryza sativa"	UniRef90_Q2QTK2	"CHR4|COORD:15770583..15779051| DNA-directed DNA polymerase family protein, similar to DNA helicase HEL308 (Homo sapiens) GI:19110782; contains Pfam profiles"	AT4G32700.1	CHR12V5|COORD:11239907..11258057|protein DNA polymerase I family protein, expressed	LOC_Os12g19370.1	no descriptionmoderately similar to ( 382)AT4G32700| Symbols:  | ATP binding / ATP-dependent helicase/ DNA binding / DNA-directed DNA polymerase/ helicase/ nucleic acid binding | chr4:15767445-15779190 FORWARDPolA PRK08434 PRK07456 PRK05797 PRK08076 DNA_pol_A PRK07898 PRK07300 PRK08786 PRK06887 POLAc PRK07997 PRK07625 PRK08835 PRK05755 PRK07556 PRK08928 PRK05929	DNA.synthesis/chromatin structure	28_1

CUST_110305_PI403524517	2	0.026093006	0.2846403	0.24490786	-0.026093483	-0.16539955	-0.2921486	35_31336	"Cluster: Pyruvate dehydrogenase E1 beta subunit isoform 3; n=5; Poaceae|Rep: Pyruvate dehydrogenase E1 beta subunit isoform 3 - Zea mays (Maize)"	UniRef90_Q9ZQY1	CHR5V7|COORD:20706897..20710202| pyruvate dehydrogenase E1 component beta subunit, mitochondrial / PDHE1-B (PDH2)	AT5G50850.1	CHR09V5|COORD:19752230..19758558|protein pyruvate dehydrogenase E1 component subunit beta, mitochondrial precursor, putative, expressed	LOC_Os09g33500.2	 no descriptionweakly similar to ( 119)AT5G50850| Symbols:  | pyruvate dehydrogenase E1 component beta subunit, mitochondrial / PDHE1-B (PDH2) | chr5:20706897-20710202 FORWARDweakly similar to ( 121)ODPB_PEAPyruvate dehydrogenase E1 component subunit beta, mitochondrial precursor - Pisum sativum (Garden pea)not assigned not assigned PRK11892 PRK09212 AcoB odpB Transketolase_C 	TCA / org. transformation.TCA.pyruvate DH.E1	8_1_1_1

CUST_104662_PI403524517	2	0.148242	0.39237022	0.1953249	-0.14917517	-0.3391714	-0.14824152	35_29823	Rep: Elongation factor 2 - Chlorella kessleri	UniRef90_P28996	"CHR1V7|COORD:20971910..20974742| LOS1 (Low expression of osmotically responsive genes 1); translation elongation factor/ translation factor, nucleic acid bindin"	AT1G56070.1	CHR04V5|COORD:1080427..1085754|protein elongation factor 2, putative, expressed	LOC_Os04g02820.2	" no descriptionvery weakly similar to (90.1)AT1G56070| Symbols: AT1G56075.1, LOS1 | LOS1 (Low expression of osmotically responsive genes 1); translation elongation factor/ translation factor, nucleic acid binding | chr1:20971910-20974742 REVERSEvery weakly similar to (86.3)EF2_BETVUElongation factor 2 - Beta vulgaris (Sugar beet)not assigned PRK07560 aeEF2_snRNP_like_IV FusA "	protein.synthesis.elongation	29_2_4

CUST_56837_PI403524517	2	-0.18719673	0.21287441	-0.08929157	0.15351582	-0.1635313	0.08929157	35_16196	"Cluster: Mitochondrial uncoupling protein 4; n=2; Saccharum officinarum|Rep: Mitochondrial uncoupling protein 4 - Saccharum officinarum (Sugarcane)"	UniRef90_Q66PX4	CHR2V7|COORD:9570611..9571552| mitochondrial substrate carrier family protein	AT2G22500.1	CHR08V5|COORD:23481735..23480252|protein mitochondrial 2-oxoglutarate/malate carrier protein, putative, expressed	LOC_Os08g37370.1	no descriptionmoderately similar to ( 366)AT2G22500| Symbols:  | mitochondrial substrate carrier family protein | chr2:9570611-9571552 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Mito_carr PRK12678 PRK07003 PRK12323 Atrophin-1 APC_basic PRK07764 Tymo_45kd_70kd Herpes_BLLF1 PRK09169	transport.metabolite transporters at the mitochondrial membrane	34_9

CUST_149627_PI403524517	2	0.16042471	0.82079506	-0.16042423	-0.42585182	-0.8424339	1.4360933	35_41859	"Cluster: Hypothetical protein OSJNBa0071K18.16; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0071K18.16 - Oryza sativa (japonica"	UniRef90_Q8H924	CHR5V7|COORD:24428179..24432075| zinc finger (C3HC4-type RING finger) family protein	AT5G60710.1	CHR10V5|COORD:16828353..16825951|protein protein binding protein, putative, expressed	LOC_Os10g32760.1	no descriptionvery weakly similar to (65.9)AT5G60710| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr5:24428179-24432075 REVERSE	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_138766_PI403524517	2	-0.031201363	-0.060660362	0.057961464	0.031201363	0.081861496	-0.033740044	35_38924	"Cluster: Putative storekeeper protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative storekeeper protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q67UF2		0	CHR09V5|COORD:16940832..16942437|protein expressed protein	LOC_Os09g27850.1	no description	not assigned.unknown	35_2

CUST_102019_PI403524517	2	-0.03744507	0.37940407	0.03744507	-0.33325005	-0.119091034	0.30996132	35_29106	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_138353_PI403524517	2	0.08056307	0.9319587	-0.25688982	0.03116846	-0.13933659	-0.03116846	35_38807	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_87138_PI403524517	2	-0.066103935	0.15260696	0.011505127	-0.011505127	0.059272766	-0.019762993	35_24953	"Cluster: Hypothetical protein P0690H04.6-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0690H04.6-1 - Oryza sativa (japonica cultivar"	UniRef90_Q67X29	CHR5|COORD:3125039..3126379| expressed protein	AT5G09995.1	CHR06V5|COORD:6490712..6488415|protein expressed protein	LOC_Os06g12129.1	"no descriptionvery weakly similar to (76.6)AT5G09995| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G08530.1); similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE89404.1) | chr5:3125328-3126303 REVERSE"	not assigned.unknown	35_2

CUST_99190_PI403524517	2	0.23215675	-0.01795721	0.017956734	-0.19352102	-0.16104698	0.18556404	35_28313	Rep: Myosin VIII ZMM3 - Zea mays (Maize)	UniRef90_Q9XFK8	"CHR3V7|COORD:6949793..6956742| ATATM (myosin 1); motor"	AT3G19960.1	CHR10V5|COORD:18201466..18210207|protein myosin-2 heavy chain, non muscle, putative, expressed	LOC_Os10g34710.1	"no descriptionmoderately similar to ( 353)AT3G19960| Symbols: ATM1 | ATATM (myosin 1); motor | chr3:6949793-6956742 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned MYSc_type_VIII MYSc MYSc COG5022 MYSc_type_II MYSc_type_I Myosin_head MYSc_type_V MYSc_type_XI MYSc_type_VII MYSc_type_VI MYSc_type_XV MYSc_type_IX MYSc_type_III MYSc_type_XVIII Motor_domain"	cell.organisation	31_1

CUST_27609_PI403524517	2	0.12452841	0.06663275	-0.29717112	-0.39048338	0.9554248	-0.06663275	35_7987	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10R09	"CHR1V7|COORD:5675918..5678679| SR45 (arginine/serine-rich 45); RNA binding"	AT1G16610.1	CHR03V5|COORD:4018620..4017094|protein expressed protein	LOC_Os03g07920.1	no description	not assigned.unknown	35_2

CUST_14032_PI403524517	2	0.010400772	-0.010400772	-0.1522932	-0.13849163	0.100933075	0.14690018	35_4022	"Cluster: OSJNBa0008M17.5 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0008M17.5 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XN10	"CHR2V7|COORD:13691691..13694546| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G05320.3); similar to kinesin, putative [Leishmania major]"	AT2G32240.1	CHR04V5|COORD:30968296..30976840|protein viral A-type inclusion protein repeat containing protein, expressed	LOC_Os04g52460.1	" no descriptionvery weakly similar to (89.0)AT2G32240| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G05320.3); similar to kinesin, putative [Leishmania major] (GB:CAJ04095.1); similar to OSIGBa0126B18.8 [Oryza sativa (indica cultivar-group)] (GB:CAH66915.1); similar to OSJNBa0008M17.5 [Oryza sativa (japonica cultivar-group)] (GB:CAE04334.2); contains InterPro domain Prefoldin; (InterPro:IPR009053); contains InterPro domain Spectrin repeat; (InterPro:IPR002017); contains InterPro domain tRNA-binding arm; (InterPro:IPR010978) | chr2:13691691-13694546 REVERSEnot assigned not assigned Myosin_tail_1 MAD Smc Caldesmon "	cell.organisation	31_1

CUST_17557_PI403524517	2	0.21870708	0.23147202	-0.019374847	0.01937437	-0.12781763	-0.13123512	35_5072	"Cluster: Hypothetical protein P0024G09.36; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0024G09.36 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5ZBL3	CHR1V7|COORD:6649553..6650375| similar to Os01g0144700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001042006.1)	AT1G19240.1	CHR01V5|COORD:2403257..2404869|protein expressed protein	LOC_Os01g05140.1	no description	not assigned.unknown	35_2

CUST_25024_PI403524517	2	0.08175659	-0.16719055	-0.026599884	0.02659893	-0.05105114	0.04875946	35_7261	"Cluster: Os07g0557500 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os07g0557500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D5J1	CHR1V7|COORD:23039704..23042966| transcription factor jumonji (jmjC) domain-containing protein	AT1G62310.1	CHR07V5|COORD:22245933..22251138|protein expressed protein	LOC_Os07g37140.1	no descriptionvery weakly similar to (79.7)AT1G62310| Symbols:  | transcription factor jumonji (jmjC) domain-containing protein | chr1:23039704-23042966 REVERSEnot assigned	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_57428_PI403524517	2	0.14379787	-0.6606388	-0.011636734	0.018424988	0.006649971	-0.0066490173	35_16374	"Cluster: Potassium transporter, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Potassium transporter, putative,"	UniRef90_Q2QM48	"CHR4V7|COORD:2453911..2456889| KEA3 (K+ efflux antiporter 3); potassium:hydrogen antiporter"	AT4G04850.1	CHR12V5|COORD:26272542..26266327|protein glutathione-regulated potassium-efflux system protein kefB, putative, expressed	LOC_Os12g42300.1	" no descriptionhighly similar to ( 536)AT4G04850| Symbols: ATKEA3, KEA3 | KEA3 (K+ efflux antiporter 3); potassium:hydrogen antiporter | chr4:2453911-2456889 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK03562 PRK03659 KefB Na_H_Exchanger RosB PRK10669 TrkA_N Kch NhaP COG3263 "	transport.potassium	34_15

CUST_2077_PI403524517	2	-0.31277752	-0.071484566	0.5185118	0.071484566	0.15956402	-0.31846714	35_551	"Cluster: Putative acid phosphatase; n=1; Hordeum vulgare|Rep: Putative acid phosphatase - Hordeum vulgare (Barley)"	UniRef90_Q9M4D6	CHR4V7|COORD:14422316..14423415| acid phosphatase class B family protein	AT4G29260.1	CHR05V5|COORD:5534245..5532939|protein stem 28 kDa glycoprotein precursor, putative, expressed	LOC_Os05g10210.1	no descriptionmoderately similar to ( 208)AT4G29260| Symbols:  | acid phosphatase class B family protein | chr4:14422316-14423415 REVERSEmoderately similar to ( 203)VSPA_SOYBNStem 28 kDa glycoprotein precursor - Glycine max (Soybean)not assigned not assigned Acid_phosphat_B COG2503 DUF566	misc.acid and other phosphatases	26_13

CUST_2609_PI403524517	2	-0.4769287	0.42608452	0.38165665	0.4399705	-0.38165617	-0.7746687	35_713	Rep: Chitinase 2 - Triticum aestivum (Wheat)	UniRef90_Q8W428	"CHR3V7|COORD:3962508..3963952| ATHCHIB (BASIC CHITINASE); chitinase"	AT3G12500.1	CHR05V5|COORD:19352215..19353581|protein basic endochitinase 1 precursor, putative, expressed	LOC_Os05g33140.1	" no descriptionmoderately similar to ( 206)AT3G12500| Symbols: PR3, PR-3, CHI-B, B-CHI, ATHCHIB | ATHCHIB (BASIC CHITINASE); chitinase | chr3:3962508-3963952 REVERSEmoderately similar to ( 221)CHI1_HORVU26 kDa endochitinase 1 precursor - Hordeum vulgare (Barley)not assigned Glyco_hydro_19 chitinase_glyco_hydro_19 lysozyme_like "	stress.biotic	20_1

CUST_93838_PI403524517	2	0.09232187	0.0750947	-0.14182854	0.31400537	-0.111866	-0.07509518	35_26831	"Cluster: Heat shock factor RHSF13; n=2; Oryza sativa (japonica cultivar-group)|Rep: Heat shock factor RHSF13 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6VBA4	"CHR3V7|COORD:8941462..8942538| AT-HSFC1 (Arabidopsis thaliana heat shock transcription factor C1); DNA binding / transcription factor"	AT3G24520.1	CHR01V5|COORD:25294258..25295895|protein heat shock factor protein HSF8, putative, expressed	LOC_Os01g43590.2	" no descriptionweakly similar to ( 169)AT3G24520| Symbols: HSFC1, AT-HSFC1 | AT-HSFC1 (Arabidopsis thaliana heat shock transcription factor C1); DNA binding / transcription factor | chr3:8941462-8942538 FORWARDnot assigned HSF_DNA-bind HSF HSF1 PRK12323 PRK07003 "	stress.abiotic.heat	20_2_1

CUST_5171_PI403524517	2	-0.019369125	-0.30109787	0.019368172	0.07058239	0.07655716	-0.0931921	35_1423	"Cluster: Putative 20 kDa chaperonin, chloroplast; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative 20 kDa chaperonin, chloroplast - Oryza sativa (japon"	UniRef90_Q6K826	CHR5|COORD:7014688..7016476| 20 kDa chaperonin, chloroplast (CPN21) (CHCPN10) (CPN20), identical to chloroplast 20 kDa chaperonin, chloroplast precursor	AT5G20720.2	CHR06V5|COORD:4932906..4937499|protein chaperonin, chloroplast precursor, putative, expressed	LOC_Os06g09679.2	" no descriptionmoderately similar to ( 321)AT5G20720| Symbols: CPN10, CHCPN10, ATCPN21, CPN21, CPN20 | CPN20 (CHAPERONIN 20); calmodulin binding | chr5:7015017-7016356 FORWARDmoderately similar to ( 289)CH10C_SPIOL20 kDa chaperonin, chloroplast precursor - Spinacia oleracea (Spinach)not assigned groES cpn10 GroS Cpn10 "	protein.folding	29_6

CUST_10617_PI403524517	2	0.013751984	0.040348053	-0.0012454987	-0.15202808	-0.18589115	0.0012464523	35_2999	"Cluster: Nuf2 family protein, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Nuf2 family protein, expressed - Oryza sativa (japonica cultivar-group"	UniRef90_Q10HT0	"CHR1V7|COORD:22474761..22477711| similar to myosin heavy chain-related [Arabidopsis thaliana] (TAIR:AT1G64330.1); similar to Os03g0577100 [Oryza"	AT1G61000.1	CHR03V5|COORD:21060623..21056758|protein nuf2 family protein, expressed	LOC_Os03g38010.1	"no descriptionmoderately similar to ( 225)AT1G61000| Symbols:  | similar to myosin heavy chain-related [Arabidopsis thaliana] (TAIR:AT1G64330.1); similar to Os03g0577100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001050540.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAR10853.1); contains InterPro domain Nuf2; (InterPro:IPR005549) | chr1:22474761-22477711 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Smc SbcC Myosin_tail_1 HEC1 PRK03918 PRK01156 COG3883 Nuf2 PRK02224 ERM MAD SCP-1 tolA"	not assigned.no ontology	35_1

CUST_84405_PI403524517	2	0.15258932	0.05365801	0.13668823	-0.05365753	-0.06126213	-0.11688995	35_24185	Rep: Putative hydrogenase - Oryza sativa (Rice)	UniRef90_Q8W303	CHR4V7|COORD:9269286..9271532| iron hydrogenase family protein	AT4G16440.1	CHR03V5|COORD:30765124..30760673|protein narf-like protein, putative, expressed	LOC_Os03g53750.1	no descriptionweakly similar to ( 179)AT4G16440| Symbols:  | iron hydrogenase family protein | chr4:9269286-9271532 REVERSEnot assigned COG4624 Fe_hyd_lg_C	not assigned.no ontology	35_1

CUST_8801_PI403524517	2	0.077153206	-0.14099026	0.012469292	-0.012469292	-0.06535435	0.13217258	35_2469	"Cluster: Hypothetical protein P0486C01.18; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0486C01.18 - Oryza sativa (japonica cultivar-g"	UniRef90_Q65WV7	CHR5V7|COORD:291750..294124| VHS domain-containing protein / GAT domain-containing protein	AT5G01760.1	CHR01V5|COORD:35645694..35641213|protein VHS and GAT domain protein, putative, expressed	LOC_Os01g61030.1	no descriptionmoderately similar to ( 362)AT2G38410| Symbols:  | VHS domain-containing protein / GAT domain-containing protein | chr2:16093990-16097125 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned VHS VHS VHS_Hrs_Vps27p VHS VHS_STAM VHS_Tom1 VHS_ENTH_ANTH GAT VHS_GGA Atrophin-1 DUF1421 Pneumo_att_G	cell. vesicle transport	31_4

CUST_17307_PI403524517	2	-0.001250267	-0.34966755	-0.053679466	0.001250267	0.05835247	0.14942932	35_5001	"Cluster: Putative LMW heat shock protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative LMW heat shock protein - Oryza sativa (japonica cultivar-gro"	UniRef90_Q943E9	CHR2V7|COORD:12640356..12640817| 17.6 kDa class I small heat shock protein (HSP17.6B-CI)	AT2G29500.1	CHR01V5|COORD:1937814..1938755|protein 16.9 kDa class I heat shock protein 2, putative, expressed	LOC_Os01g04350.1	no descriptionvery weakly similar to (79.0)AT5G59720| Symbols:  | HSP18.2 (HEAT SHOCK PROTEIN 18.2) | chr5:24079858-24080343 FORWARDvery weakly similar to (81.6)HSP12_ORYSAnot assigned not assigned not assigned HSP20 alpha-crystallin-Hsps IbpA PRK12323 PRK07003	stress.abiotic.heat	20_2_1

CUST_64096_PI403524517	2	0.14713478	-0.15496302	-0.3695364	0.05150032	-0.021388054	0.021388054	35_18303	"Cluster: PDR-like ABC transporter; n=2; Oryza sativa (japonica cultivar-group)|Rep: PDR-like ABC transporter - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8GU84	"CHR1V7|COORD:24981902..24988124| ATPDR11/PDR11 (PLEIOTROPIC DRUG RESISTANCE 11); ATPase, coupled to transmembrane movement of substances"	AT1G66950.1	CHR11V5|COORD:21781115..21771497|protein ATPase, coupled to transmembrane movement of substances, putative, expressed	LOC_Os11g37700.1	" no descriptionmoderately similar to ( 258)AT1G15520| Symbols: PDR12, ATPDR12 | ATPDR12/PDR12 (PLEIOTROPIC DRUG RESISTANCE 12); ATPase, coupled to transmembrane movement of substances | chr1:5331988-5338170 REVERSEmoderately similar to ( 324)PDR5_ORYSAnot assigned not assigned ABC2_membrane "	transport.ABC transporters and multidrug resistance systems	34_16

CUST_52815_PI403524517	2	-0.3570423	0.5793476	0.04445839	0.01541996	-0.2864132	-0.015419006	35_15043	"Cluster: Hypothetical protein OSJNBb0033J23.18; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0033J23.18 - Oryza sativa (japonica"	UniRef90_Q7XZF6	CHR5V7|COORD:22835480..22836670| zinc finger (C3HC4-type RING finger) family protein	AT5G56340.1	CHR03V5|COORD:33970386..33973182|protein RING finger protein 126, putative, expressed	LOC_Os03g59760.2	no descriptionweakly similar to ( 178)AT1G55530| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr1:20733138-20734193 REVERSEvery weakly similar to (57.4)EL5_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12678 RING DUF1777 COG5540 HRD1 RING zf-C3HC4	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_88762_PI403524517	2	-0.0045571327	0.81050587	0.18898869	0.0045571327	-0.34149218	-0.21342278	35_25400	"Cluster: Serine/threonine phosphatase PP7-related-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Serine/threonine phosphatase PP7-related-like - Oryza s"	UniRef90_Q69S26	"CHR2V7|COORD:10638770..10640626| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G17930.1); similar to Os07g0507600 [Oryza sativa (japonica"	AT2G25010.1	CHR07V5|COORD:19279832..19274785|protein hydrolase/ protein serine/threonine phosphatase, putative, expressed	LOC_Os07g32412.2	"no descriptionweakly similar to ( 107)AT2G25010| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G17930.1); similar to Os07g0507600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001059740.1); similar to H0124B04.19 [Oryza sativa (indica cultivar-group)] (GB:CAJ86302.1); similar to putative polyprotein [Oryza sativa (japonica cultivar-group)] (GB:AAV25047.1); contains InterPro domain Protein of unknown function DUF1723; (InterPro:IPR013541) | chr2:10638770-10640626 FORWARDDUF1723"	not assigned.unknown	35_2

CUST_23195_PI399408534	2	0.31628513	-0.0742178	-0.161417	0.07421684	0.119431496	-0.083711624	35_41573	"Cluster: Receptor protein kinase CLAVATA1, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Receptor protein kinase CLAVATA1, putative, exp"	UniRef90_Q10PM6	"CHR3V7|COORD:18428726..18431821| BAM2 (big apical meristem 2); ATP binding / protein serine/threonine kinase"	AT3G49670.1	CHR03V5|COORD:6787909..6783625|protein receptor protein kinase CLAVATA1 precursor, putative, expressed	LOC_Os03g12730.1	"no descriptionvery weakly similar to (87.4)AT3G49670| Symbols: BAM2 | BAM2 (big apical meristem 2); ATP binding / protein serine/threonine kinase | chr3:18428726-18431821 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Atrophin-1 PRK12323 HPC2 Extensin_2 DUF1421 Tymo_45kd_70kd Drf_FH1 GRASP55_65 Herpes_BLLF1 PRK07764 PRK07003 DUF566 KAR9 PRK05648 DUF605"	signalling.receptor kinases.leucine rich repeat XI	30_2_11

CUST_170219_PI403524517	2	0.082811356	0.5071893	0.27130985	-0.082811356	-0.7436714	-0.3047142	35_47411	"Cluster: Hypothetical protein OJ1127_E01.105; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1127_E01.105 - Oryza sativa (japonica cult"	UniRef90_Q84ZT1	CHR5V7|COORD:4711274..4714716| ATP binding / ATP-dependent helicase	AT5G14610.1	CHR07V5|COORD:23617995..23621484|protein mTERF family protein, expressed	LOC_Os07g39430.1	no description	not assigned.unknown	35_2

CUST_167030_PI403524517	2	0.23747206	-0.9064708	0.29888487	0.10137892	-0.17197895	-0.10137892	35_46527	"Cluster: Os01g0134900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0134900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JQW7	"CHR1V7|COORD:21688416..21691874| RXF12; hydrolase, hydrolyzing O-glycosyl compounds"	AT1G58370.1	CHR01V5|COORD:1911881..1909363|protein endo-1,4-beta-xylanase, putative, expressed	LOC_Os01g04300.1	 no descriptionweakly similar to ( 110)AT4G08160| Symbols:  | hydrolase, hydrolyzing O-glycosyl compounds | chr4:5159492-5162691 REVERSEvery weakly similar to (56.2)POLB_MAIZEPutative Pol polyprotein from transposon element Bs1 - Zea mays (Maize)Glyco_hydro_10 Glyco_10 XynA 	not assigned.no ontology	35_1

CUST_87841_PI403524517	2	0.06272316	0.14295244	-0.054180622	-0.09348297	-0.2084055	0.054180622	35_25151	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2R3Q7	CHR3V7|COORD:9942439..9944648| similar to Os11g0507400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001067953.1)	AT3G26950.1	CHR11V5|COORD:17610469..17604234|protein expressed protein	LOC_Os11g31110.1	no descriptionvery weakly similar to (82.4)AT3G26950| Symbols:  | similar to Os11g0507400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001067953.1) | chr3:9942439-9944648 REVERSE	not assigned.unknown	35_2

CUST_21758_PI403524517	2	-0.01936531	0.062213898	0.06770706	-0.086621284	-0.01936531	0.019366264	35_6316	Rep: Lariat debranching enzyme - Oryza sativa (Rice)	UniRef90_Q6AU07	CHR4V7|COORD:15370302..15372428| calcineurin-like phosphoesterase family protein	AT4G31770.1	CHR03V5|COORD:29430880..29435455|protein lariat debranching enzyme, putative, expressed	LOC_Os03g51540.1	no descriptionhighly similar to ( 536)AT4G31770| Symbols:  | calcineurin-like phosphoesterase family protein | chr4:15370302-15372428 REVERSEhighly similar to ( 689)DBR1_ORYSAnot assigned not assigned DBR1 Metallophos	protein.postranslational modification	29_4

CUST_156006_PI403524517	2	0.0047454834	-0.053046227	0.16100645	-0.0047454834	0.08397293	-0.12783527	35_43569	"Cluster: Os11g0488500 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os11g0488500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0ISN2	CHR1V7|COORD:3977613..3979176| oxidoreductase, 2OG-Fe(II) oxygenase family protein	AT1G11780.1	CHR12V5|COORD:9341522..9348092|protein retrotransposon protein, putative, unclassified	LOC_Os12g16340.1	 no descriptionvery weakly similar to (66.6)AT1G11780| Symbols:  | oxidoreductase, 2OG-Fe(II) oxygenase family protein | chr1:3977613-3979176 REVERSE	DNA.unspecified	28_99

CUST_81429_PI403524517	2	0.1355505	0.024682999	-0.08877659	-0.08877659	0.101857185	-0.024682045	35_23358	Rep: OSJNBa0042I15.22 protein - Oryza sativa (Rice)	UniRef90_Q4JF06	CHR3V7|COORD:3063818..3065342| calcineurin-like phosphoesterase family protein	AT3G09970.1	CHR04V5|COORD:20062575..20057831|protein ACI14, putative, expressed	LOC_Os04g33470.2	no descriptionweakly similar to ( 111)AT3G09970| Symbols:  | calcineurin-like phosphoesterase family protein | chr3:3063818-3065342 FORWARD	protein.postranslational modification	29_4

CUST_96592_PI403524517	2	0.15292025	-0.2980466	0.011787415	6.8616867E-4	-0.53545	-6.8616867E-4	35_27589	"Cluster: WD-40 repeat protein-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: WD-40 repeat protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7EYE2	CHR1V7|COORD:30265986..30271338| TPR1 (TOPLESS-RELATED 1)	AT1G80490.2	CHR08V5|COORD:3660748..3669467|protein lissencephaly type-1-like homology motif, putative, expressed	LOC_Os08g06480.1	no descriptionmoderately similar to ( 317)AT1G80490| Symbols: TPR1 | TPR1 (TOPLESS-RELATED 1) | chr1:30265986-30271338 REVERSE	not assigned.no ontology	35_1

CUST_121668_PI403524517	2	0.14299202	0.32000542	-0.041625977	-5.893707E-4	-0.076719284	5.8841705E-4	35_34358	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_17871_PI404877155	2	0.04797268	0.41135693	-0.061522484	-0.1971016	-0.04797268	0.09167576	HVSMEa0003P18r2_at	putative acyl-CoA dehydrogenase [Oryza sativa (japonica cultivar-group)]	BAC83542.1	acyl-CoA dehydrogenase-related	At3g06810.1	protein Phosphotransferase enzyme family, putative	Os07g47820	"acyl-CoA dehydrogenase-related, low similarity to acyl-CoA dehydrogenase (Acinetobacter sp. NCIMB9871) GI:14587418; contains Pfam profiles PF01636: Phosphotransferase enzyme family, PF00441: Acyl-CoA dehydrogenase C-terminal domain, PF02770: Acyl-CoA dehy"	lipid metabolism.lipid degradation.beta-oxidation.acyl CoA DH	11_9_4_02

CUST_56041_PI403524517	2	0.030371666	-0.0041189194	-0.06871414	-0.0055007935	0.0041189194	0.06450176	35_15952	"Cluster: Putative vacuolar sorting protein 35; n=1; Arabidopsis thaliana|Rep: Putative vacuolar sorting protein 35 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q0WRZ0	CHR1V7|COORD:28481714..28487535| similar to vacuolar protein sorting-associated protein 35 family protein / VPS35 family protein [Arabidopsis thaliana]	AT1G75850.1	CHR03V5|COORD:33363840..33372022|protein vacuolar protein sorting 35, putative, expressed	LOC_Os03g58700.1	"no descriptionnearly identical (1206)AT1G75850| Symbols:  | similar to vacuolar protein sorting-associated protein 35 family protein / VPS35 family protein [Arabidopsis thaliana] (TAIR:AT3G51310.1); similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G17790.1); similar to Zgc:136268 protein [Danio rerio] (GB:AAI17574.1); similar to novel protein simlar to human and mouse vacuolar protein sorting 35 (yeast) (VPS35) [Danio rerio] (GB:CAE49237.1); similar to Os03g0801600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001051593.1); contains InterPro domain Vacuolar protein sorting-associated protein 35; (InterPro:IPR005378) | chr1:28481714-28487535 REVERSEnot assigned not assigned Vps35"	protein.targeting.secretory pathway.vacuole	29_3_4_3

CUST_140229_PI403524517	2	0.091002464	0.8421807	0.24989223	-0.4528327	-0.23469353	-0.091002464	35_39323	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_59579_PI403524517	2	0.1388073	-0.9118118	-0.10662651	-0.021968842	0.021967888	0.17464447	35_16989	"Cluster: Hypothetical protein OSJNBb0027B08.11; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0027B08.11 - Oryza sativa (japonica"	UniRef90_Q850Z4	"CHR3V7|COORD:5723442..5727545| APUM24 (ARABIDOPSIS PUMILIO 24); RNA binding"	AT3G16810.1	CHR03V5|COORD:34850961..34845557|protein expressed protein	LOC_Os03g61560.1	"no descriptionmoderately similar to ( 264)AT3G16810| Symbols: APUM24 | APUM24 (ARABIDOPSIS PUMILIO 24); RNA binding | chr3:5723442-5727545 REVERSEnot assigned"	not assigned.no ontology.pumilio/Puf RNA-binding domain-containing protein	35_1_12

CUST_14334_PI403524517	2	0.060530663	-2.0026178	-0.060531616	0.27456188	0.37626457	-0.3241396	35_4113	Rep: Proline-rich-like protein - Asparagus officinalis (Garden asparagus)	UniRef90_Q96232	CHR2|COORD:4317494..4319185| protease inhibitor/seed storage/lipid transfer protein (LTP) family protein, similar to proline-rich cell wall protein (Medicago	AT2G10940.2	CHR06V5|COORD:26226107..26227760|protein 36.4 kDa proline-rich protein, putative, expressed	LOC_Os06g43600.1	no descriptionHPS_like	not assigned.unknown	35_2

CUST_72338_PI403524517	2	0.2133112	0.8802366	0.082053185	-0.39296722	-0.082053185	-0.33381367	35_20731	"Cluster: Hypothetical protein P0415A04.49; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0415A04.49 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5ZAX6	CHR1V7|COORD:29620067..29621631| F-box family protein	AT1G78760.1	CHR01V5|COORD:33814672..33811457|protein F-box domain containing protein, expressed	LOC_Os01g57920.1	no descriptionvery weakly similar to (69.7)AT1G78760| Symbols:  | F-box family protein | chr1:29620067-29621631 REVERSE	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_14883_PI399408534	2	-0.025743484	-0.24402618	0.025743484	-0.14581585	0.12577057	0.106552124	35_49352	"Cluster: Homeobox transcription factor Hox7-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Homeobox transcription factor Hox7-like protein - Ory"	UniRef90_Q7X5W7	CHR4V7|COORD:7498006..7503640| DNA binding / sequence-specific DNA binding / transcription factor	AT4G12750.1	0	0	no descriptionvery weakly similar to (53.9)AT4G12750| Symbols:  | DNA binding / sequence-specific DNA binding / transcription factor | chr4:7498006-7503640 REVERSE	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_85972_PI403524517	2	0.0043735504	-0.031705856	-0.060629845	0.003996849	-0.003996849	0.02921009	35_24621	"Cluster: Hypothetical protein OSJNBa0029C15.5; n=2; Oryza sativa|Rep: Hypothetical protein OSJNBa0029C15.5 - Oryza sativa (Rice)"	UniRef90_Q8W366	CHR5V7|COORD:2638386..2640509| peptidoglycan-binding LysM domain-containing protein	AT5G08200.1	CHR10V5|COORD:18027729..18030305|protein lysM domain containing protein, expressed	LOC_Os10g34420.1	no descriptionvery weakly similar to (57.4)AT5G08200| Symbols:  | peptidoglycan-binding LysM domain-containing protein | chr5:2638386-2640509 FORWARD	not assigned.no ontology	35_1

CUST_17409_PI404877155	2	0.14548111	-0.089084625	0.008626938	-0.008625984	-0.062090874	0.074201584	HU11D20u_s_at	unknown protein [Oryza sativa (japonica cultivar-group)] gb|AAP53747.1| unknown protein [Oryza sativa (japonica cultivar-group)]	NP_921460.1	oxidoreductase, 2OG-Fe(II) oxygenase family protein	At3g28480.1	protein putative oxidoreductase	Os03g58890	oxidoreductase, 2OG-Fe(II) oxygenase family	amino acid metabolism.degradation.glutamate family.proline	13_2_2_2

CUST_87215_PI403524517	2	0.08591747	-0.08591795	-0.13692379	0.32975197	0.3084154	-0.11258936	35_24973	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_24599_PI403524517	2	0.13377666	-0.3972454	-0.055775642	0.011788368	0.0701952	-0.011789322	35_7139	"Cluster: Putative pentatricopeptide (PPR) repeat-containing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative pentatricopeptide (PPR)"	UniRef90_Q6K643	CHR1V7|COORD:6761622..6762572| pentatricopeptide (PPR) repeat-containing protein	AT1G19525.1	CHR02V5|COORD:24053319..24056852|protein expressed protein	LOC_Os02g39820.1	no descriptionweakly similar to ( 172)AT1G19525| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr1:6761622-6762572 FORWARDvery weakly similar to (57.0)RF1_ORYSA	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_1240_PI399408534	2	0.27707863	-0.2688303	-0.2353735	0.06118393	-0.06118393	0.14843369	35_26323	Rep: Protein kinase - Oryza sativa (Rice)	UniRef90_Q40713	CHR4V7|COORD:15599976..15602441| lectin protein kinase family protein	AT4G32300.1	CHR06V5|COORD:17163868..17159337|protein ATP binding protein, putative, expressed	LOC_Os06g29810.2	no descriptionmoderately similar to ( 234)AT4G32300| Symbols:  | lectin protein kinase family protein | chr4:15599976-15602441 FORWARDvery weakly similar to (75.9)KPRO_MAIZEPutative receptor protein kinase ZmPK1 precursor - Zea mays (Maize)not assigned not assigned not assigned Pkinase S_TKc TyrKc	signalling.receptor kinases.DUF 26	30_2_17

CUST_20300_PI403524517	2	-0.026725769	0.35570145	-0.065719604	0.039949417	-0.14589882	0.026724815	35_5883	"Cluster: Hypothetical protein B1066G12.21; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1066G12.21 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5NA74	"CHR5V7|COORD:20719910..20721461| similar to lipase class 3 family protein [Arabidopsis thaliana] (TAIR:AT2G05260.1); similar to Os01g0243000 [Oryza"	AT5G50890.1	CHR01V5|COORD:7879434..7876733|protein triacylglycerol lipase, putative, expressed	LOC_Os01g14080.1	"no descriptionweakly similar to ( 152)AT5G50890| Symbols:  | similar to lipase class 3 family protein [Arabidopsis thaliana] (TAIR:AT2G05260.1); similar to Os01g0243000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001042560.1); similar to Os01g0751600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001044260.1); similar to lipase class 3-like [Oryza sativa (japonica cultivar-group)] (GB:BAB84413.1) | chr5:20719910-20721461 FORWARD"	not assigned.unknown	35_2

CUST_133202_PI403524517	2	0.053664207	-0.29040623	0.021591187	-0.0024499893	-0.019233704	0.0024499893	35_37397	"Cluster: Os01g0281200 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os01g0281200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JNK6	"CHR3V7|COORD:3625481..3627145| CYCB1;3 (CYCLIN B1;3); cyclin-dependent protein kinase regulator"	AT3G11520.1	CHR01V5|COORD:10012242..10008653|protein cyclin-A2, putative, expressed	LOC_Os01g17402.2	no description	not assigned.unknown	35_2

CUST_15952_PI403524517	2	-0.014039993	0.36384392	0.01403904	-0.13368034	-0.055083275	0.09909916	35_4605	"Cluster: Putative VIP2 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative VIP2 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69UA1	CHR3V7|COORD:1609442..1612139| transcription factor, putative / zinc finger (C3HC4 type RING finger) family protein	AT3G05545.1	CHR08V5|COORD:26815729..26820669|protein VIP2 protein, putative, expressed	LOC_Os08g42640.1	 no descriptionweakly similar to ( 139)AT3G05545| Symbols:  | transcription factor, putative / zinc finger (C3HC4 type RING finger) family protein | chr3:1609442-1612139 FORWARD	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_113294_PI403524517	2	0.27063656	-0.017492294	0.06362629	-0.064920425	0.017492294	-0.2123766	35_32160	Rep: SET domain protein 123 - Zea mays (Maize)	UniRef90_Q8GUQ7	"CHR5V7|COORD:2033781..2036144| similar to SET domain-containing protein [Arabidopsis thaliana] (TAIR:AT2G19640.2); similar to SET domain protein 123"	AT5G06620.1	CHR10V5|COORD:13932440..13929734|protein SET domain protein 123, putative, expressed	LOC_Os10g27060.2	"no descriptionvery weakly similar to (55.1)AT5G06620| Symbols:  | similar to SET domain-containing protein [Arabidopsis thaliana] (TAIR:AT2G19640.2); similar to SET domain protein 123 [Zea mays] (GB:AAO12860.1); contains InterPro domain Nuclear protein SET; (InterPro:IPR001214) | chr5:2033781-2036144 FORWARD"	not assigned.unknown	35_2

CUST_20490_PI403524517	2	0.18282604	-0.1749878	-0.019586563	0.019586563	-0.023324013	0.08579254	35_5945	Rep: Endo-1,4-beta-glucanase - Xylella fastidiosa	UniRef90_Q9PF60	CHR4V7|COORD:7758606..7760888| leucine-rich repeat family protein / extensin family protein	AT4G13340.1	CHR07V5|COORD:19513196..19514619|protein fibroin heavy chain precursor, putative, expressed	LOC_Os07g32680.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Drf_FH1 Atrophin-1 Extensin_2 PRK07003 PRK12323 PRK08770 DUF1421 PRK05648 GRASP55_65 Amelogenin Tymo_45kd_70kd PRK07764 DUF571 MARCKS DUF1210 PRK10263 BASP1 PRK12372 PRK06132 COG4223 DUF1750 Trp_oprn_chp Gag_spuma rne TrbL PRK12373 PRK08691 GP38 btuD Totivirus_coat HPC2 TonB DamX	not assigned.unknown	35_2

CUST_21624_PI399408534	2	-0.1424222	-0.3636222	0.69309425	0.1424222	0.6293564	-0.9098859	35_38862	"Cluster: Hypothetical protein OSJNBa0084P24.15; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0084P24.15 - Oryza sativa (japonica"	UniRef90_Q6AT73	CHR1V7|COORD:24403809..24404408| AS2 (ASYMMETRIC LEAVES 2)	AT1G65620.2	CHR05V5|COORD:20335380..20331703|protein ASYMMETRIC LEAVES2, putative, expressed	LOC_Os05g34450.1	no descriptionweakly similar to ( 160)AT1G65620| Symbols: AS2 | AS2 (ASYMMETRIC LEAVES 2) | chr1:24403809-24404408 FORWARDnot assigned DUF260	RNA.regulation of transcription.AS2,Lateral Organ Boundaries Gene Family	27_3_37

CUST_48446_PI403524517	2	0.1336174	-0.656126	-0.28769302	0.025205612	0.119986534	-0.025204659	35_13842	Rep: OSIGBa0130P02.5 protein - Oryza sativa (Rice)	UniRef90_Q01JD4	CHR5V7|COORD:19086398..19087402| peroxidase, putative	AT5G47000.1	CHR04V5|COORD:23018081..23016704|protein peroxidase 65 precursor, putative, expressed	LOC_Os04g39100.1	 no descriptionmoderately similar to ( 280)AT4G17690| Symbols:  | peroxidase, putative | chr4:9846140-9847120 FORWARDweakly similar to ( 181)PER2_ARAHYCationic peroxidase 2 precursor - Arachis hypogaea (Peanut)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned secretory_peroxidase plant_peroxidase peroxidase ascorbate_peroxidase PRK07764 PRK07003 PRK12323 PRK12678 Herpes_BLLF1 PRK08853 TT_ORF1 APC_basic Atrophin-1 DUF1509 Tymo_45kd_70kd AF-4 HPC2 Pneumo_att_G Herpes_TAF50 KatG Gag_spuma 	misc.peroxidases	26_12

CUST_154174_PI403524517	2	0.032309532	-0.032309532	-0.12025738	0.3031435	-1.1827221	0.43100262	35_43079	Rep: Ubiquitin extension protein - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q42202	"CHR5V7|COORD:771975..772895| UBQ3 (POLYUBIQUITIN 3); protein binding"	AT5G03240.2	CHR06V5|COORD:28400733..28403579|protein polyubiquitin containing 7 ubiquitin monomers, putative, expressed	LOC_Os06g46770.3	"no descriptionweakly similar to ( 120)AT5G03240| Symbols: UBQ3 | UBQ3 (POLYUBIQUITIN 3); protein binding | chr5:771975-772895 REVERSEweakly similar to ( 120)UBIQ_WHEATUbiquitin - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned Ubiquitin ubiquitin UBQ Nedd8 UBL Scythe_N AN1_N UBQ SF3a120_C RAD23_N NIRF_N Fubi parkin_N"	protein.degradation.ubiquitin.ubiquitin	29_5_11_1

CUST_68188_PI403524517	2	0.035723686	0.24906254	-0.07106209	-0.1149807	-0.035723686	0.041261673	35_19492	"Cluster: Hypothetical protein P0699D11.7; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0699D11.7 - Oryza sativa (japonica"	UniRef90_Q5NAR2	CHR5|COORD:25871408..25872710| expressed protein	AT5G64680.2	CHR01V5|COORD:8714655..8718193|protein expressed protein	LOC_Os01g15520.1	"no descriptionvery weakly similar to (70.5)AT5G64680| Symbols:  | similar to Os01g0259900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001042641.1); similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:BAD81433.1) | chr5:25871659-25872557 FORWARD"	not assigned.unknown	35_2

CUST_59687_PI403524517	2	-1.1901288	0.22120428	-0.02462864	-0.21411276	0.85687256	0.024628162	35_17017	"Cluster: Hypothetical protein P0437H03.118; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0437H03.118 - Oryza sativa (japonica cultivar"	UniRef90_Q7F8S3	"CHR1V7|COORD:7346228..7346860| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G76600.1); similar to TMV response-related gene product [Nicotiana"	AT1G21010.1	CHR02V5|COORD:5195287..5193974|protein TMV response-related gene product, putative, expressed	LOC_Os02g09990.1	"no descriptionvery weakly similar to (52.8)AT5G66580| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G50800.1); similar to TMV response-related gene product [Nicotiana tabacum] (GB:BAB41200.1) | chr5:26589950-26590420 FORWARDnot assigned not assigned"	not assigned.unknown	35_2

CUST_16507_PI399408534	2	0.1341629	0.7131834	-0.059817314	-0.114162445	-0.124212265	0.059818268	35_36839	"Cluster: Putative anthocyanidin synthase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative anthocyanidin synthase - Oryza sativa (japonica cultivar-gro"	UniRef90_Q5QLC8	CHR5V7|COORD:1672267..1674603| oxidoreductase, 2OG-Fe(II) oxygenase family protein	AT5G05600.1	CHR01V5|COORD:35963152..35968085|protein gibberellin 20 oxidase 2, putative, expressed	LOC_Os01g61610.3	 no descriptionweakly similar to ( 102)AT5G05600| Symbols:  | oxidoreductase, 2OG-Fe(II) oxygenase family protein | chr5:1672267-1674603 FORWARDvery weakly similar to (65.1)ACCO_PEA1-aminocyclopropane-1-carboxylate oxidase - Pisum sativum (Garden pea)not assigned 2OG-FeII_Oxy PcbC 	hormone metabolism.ethylene.synthesis-degradation	17_5_1

CUST_90931_PI403524517	2	-0.32790375	-0.31479836	0.18270779	0.20701313	0.08675766	-0.08675766	35_26006	"Cluster: Putative pectinesterase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative pectinesterase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ZLF6	CHR3V7|COORD:15233390..15236112| pectinesterase family protein	AT3G43270.1	CHR08V5|COORD:21845226..21849515|protein pectinesterase PPE8B precursor, putative, expressed	LOC_Os08g34900.1	no descriptionweakly similar to ( 109)AT3G43270| Symbols:  | pectinesterase family protein | chr3:15233390-15236112 REVERSEweakly similar to ( 104)PME_PRUPEPectinesterase PPE8B precursor - Prunus persica (Peach)Pectinesterase	cell wall.pectin*esterases.PME	10_8_1

CUST_54238_PI403524517	2	-0.22335148	0.12951088	0.05083275	-0.026741982	-0.23825645	0.026742935	35_15438	Rep: OSJNba0093F12.14 protein - Oryza sativa (Rice)	UniRef90_Q7XNU4	"CHR3V7|COORD:727740..729364| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G17165.1); similar to seed specific protein Bn15D1B [Brassica napus]"	AT3G03150.1	CHR04V5|COORD:29955123..29953035|protein seed specific protein Bn15D1B, putative, expressed	LOC_Os04g50970.1	"no descriptionvery weakly similar to (68.9)AT5G17165| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G03150.1); similar to seed specific protein Bn15D1B [Brassica napus] (GB:AAP37967.1) | chr5:5643145-5647704 REVERSEnot assigned"	not assigned.unknown	35_2

CUST_8903_PI403524517	2	0.87361383	-1.6807766	-1.0718489	0.9397783	0.38964272	-0.38964224	35_2494	"Cluster: Chlorophyllide a oxygenase, chloroplast precursor; n=3; Oryza sativa|Rep: Chlorophyllide a oxygenase, chloroplast precursor - Oryza sativa (Rice)"	UniRef90_Q8S7E1	"CHR1V7|COORD:16851104..16853592| CH1 (CHLORINA 1); chlorophyll a oxygenase"	AT1G44446.1	CHR10V5|COORD:22156848..22152509|protein chlorophyllide a oxygenase, chloroplast precursor, putative, expressed	LOC_Os10g41780.4	" no descriptionmoderately similar to ( 280)AT1G44446| Symbols: ATCAO, CAO, CH1 | CH1 (CHLORINA 1); chlorophyll a oxygenase | chr1:16851572-16853592 REVERSEmoderately similar to ( 296)CAO_ORYSAPaO "	tetrapyrrole synthesis.chlorophyll b synthase	19_16

CUST_90952_PI403524517	2	0.11444569	-0.21592808	0.007214546	-0.0072135925	0.1138134	-0.009132385	35_26011	"Cluster: Hypothetical protein P0524G08.115; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0524G08.115 - Oryza sativa (japonica cultivar"	UniRef90_Q7XHY7	"CHR2V7|COORD:11440978..11443156| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G26200.1); similar to Os07g0641600 [Oryza sativa (japonica"	AT2G26810.1	CHR07V5|COORD:26703548..26699098|protein S-adenosylmethionine-dependent methyltransferase/ methyltransferase, putative, expressed	LOC_Os07g44730.1	"no descriptionmoderately similar to ( 243)AT2G26810| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G26200.1); similar to Os07g0641600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001060430.1); similar to hypothetical protein DDBDRAFT_0218681 [Dictyostelium discoideum AX4] (GB:XP_638353.1); contains InterPro domain SAM (and some other nucleotide) binding motif; (InterPro:IPR000051) | chr2:11440978-11443156 REVERSEnot assigned not assigned not assigned COG3897"	not assigned.unknown	35_2

CUST_171564_PI403524517	2	0.1432476	-0.005033493	-0.09767628	0.1302023	0.0050325394	-0.03438282	35_47806	"Cluster: Hypothetical protein OSJNBa0084P08.15; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0084P08.15 - Oryza sativa (japonica"	UniRef90_Q6Z3Q4	CHR1V7|COORD:16816094..16817173| DNA binding / ligand-dependent nuclear receptor	AT1G44191.1	CHR07V5|COORD:13654147..13652321|protein mTERF family protein, expressed	LOC_Os07g24090.1	no descriptionnot assigned not assigned not assigned PRK12323 TT_ORF1 PRK07003	not assigned.unknown	35_2

CUST_163073_PI403524517	2	0.050356865	0.48090744	0.040320873	-0.04032135	-0.21813822	-0.22415829	35_45480	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_160477_PI403524517	2	0.032485962	0.69420147	0.052923203	-0.06300068	-0.08542538	-0.03248501	35_44783	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_4643_PI404877155	2	0.14263916	-1.0684147	-0.2045784	0.18396282	0.04986286	-0.04986286	Contig15813_at	tryptophan/tyrosine permease family protein [Arabidopsis thaliana]	NP_197451.2	tryptophan/tyrosine permease family protein	At5g19500.1	protein expressed protein	Os03g14910	Amino acid permeases	transport.amino acids	34_3

CUST_37313_PI403524517	2	0.076104164	-0.12957668	0.055952072	0.0034093857	-0.0034093857	-0.5243063	35_10751	"Cluster: Os02g0709200 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os02g0709200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DY86	CHR1V7|COORD:20246785..20247294| proline-rich family protein	AT1G54215.1	CHR02V5|COORD:29322756..29318842|protein histidinol-phosphate aminotransferase, chloroplast precursor, putative, expressed	LOC_Os02g47940.1	no description	not assigned.unknown	35_2

CUST_5388_PI403524517	2	0.01009655	-0.01009655	0.04108429	-0.019973755	-0.057570457	0.15778446	35_1487	"Cluster: Clathrin heavy chain, putative, expressed; n=11; Magnoliophyta|Rep: Clathrin heavy chain, putative, expressed - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2RBN7	CHR3V7|COORD:2587177..2595417| clathrin heavy chain, putative	AT3G08530.1	CHR11V5|COORD:233174..243463|protein clathrin heavy chain, putative, expressed	LOC_Os11g01380.1	 no descriptionnearly identical (1630)AT3G08530| Symbols:  | clathrin heavy chain, putative | chr3:2587177-2595417 REVERSEnot assigned not assigned not assigned CLH Clathrin 	cell. vesicle transport	31_4

CUST_42956_PI403524517	2	-0.057009697	-0.3086853	-0.15307808	0.057010174	0.2064395	0.12840557	35_12335	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_31785_PI403524517	2	0.20699215	0.19244385	-0.19244385	-0.32581806	-0.6302519	0.25426102	35_9171	"Cluster: AAA ATPase; 26S proteasome subunit P45; Nucleic acid-binding, OB- fold; n=2; core eudicotyledons|Rep: AAA ATPase; 26S proteasome subunit P45; Nucleic"	UniRef90_Q1SKI7	"CHR5V7|COORD:17265791..17268242| RPT4A (regulatory particle triple-A 4A); ATPase"	AT5G43010.1	CHR02V5|COORD:5600889..5595400|protein 26S protease regulatory subunit S10B, putative, expressed	LOC_Os02g10640.1	"no descriptionweakly similar to ( 160)AT5G43010| Symbols: RPT4A | RPT4A (regulatory particle triple-A 4A); ATPase | chr5:17265791-17268242 REVERSEvery weakly similar to (76.6)PRS6A_BRACM26S protease regulatory subunit 6A homolog - Brassica campestris (Field mustard)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned RPT1 PRK03992 AAA SpoVK HflB"	protein.degradation.ubiquitin.proteasom	29_5_11_20

CUST_33938_PI399408534	2	-0.02025032	0.3932972	0.026499748	-0.118686676	0.020251274	-0.18527699	35_47730	"Cluster: Os02g0796300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os02g0796300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DWT7	CHR2V7|COORD:13647906..13648733| CCR4-NOT transcription complex protein, putative	AT2G32070.1	CHR02V5|COORD:33848294..33851179|protein CCR4-NOT transcription complex subunit 7, putative, expressed	LOC_Os02g55300.1	 no descriptionweakly similar to ( 107)AT2G32070| Symbols:  | CCR4-NOT transcription complex protein, putative | chr2:13647906-13648733 REVERSEnot assigned CAF1 POP2 	RNA.processing.ribonucleases	27_1_19

CUST_6901_PI404877155	2	-1.5513792	0.02193737	0.7070875	-0.021938324	-0.051297188	0.28418064	Contig20358_at	P0703B11.23 [Oryza sativa (japonica cultivar-group)] tpg|DAA05086.1| TPA: WRKY transcription factor 21 [Oryza sativa (japonica cultivar-grou	NP_915249.1	WRKY family transcription factor	At5g52830.1	protein WRKY DNA -binding domain, putative	Os01g60640	NONE	RNA.regulation of transcription.WRKY domain transcription factor family	27_3_32

CUST_162164_PI403524517	2	-0.006802082	0.006802559	-0.0075984	0.07716465	-0.29162788	0.033419132	35_45233	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_96691_PI403524517	2	0.16805458	-0.06671238	-0.053115845	0.04362774	-0.043626785	0.17149353	35_27617	"Cluster: Putative early-responsive to dehydration stress protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative early-responsive to"	UniRef90_Q5QLT2	CHR2V7|COORD:16832785..16835378| dehydration-responsive family protein	AT2G40280.1	CHR01V5|COORD:35763608..35768583|protein ankyrin-like protein, putative, expressed	LOC_Os01g61250.1	no descriptionmoderately similar to ( 223)AT2G40280| Symbols:  | dehydration-responsive family protein | chr2:16832785-16835378 REVERSEDUF248	stress.abiotic.drought/salt	20_2_3

CUST_71182_PI403524517	2	0.086937904	-0.3971653	-0.08693743	0.20070124	-0.2168684	0.12308693	35_20393	"Cluster: Os12g0152100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os12g0152100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IQ23	CHR3V7|COORD:17936771..17939085| hydrolase, alpha/beta fold family protein	AT3G48410.1	CHR12V5|COORD:2570625..2572917|protein catalytic/ hydrolase, putative, expressed	LOC_Os12g05600.1	 no descriptionweakly similar to ( 174)AT3G48410| Symbols:  | hydrolase, alpha/beta fold family protein | chr3:17936771-17939085 REVERSE	not assigned.no ontology	35_1

CUST_77232_PI403524517	2	0.0096235275	-0.052059174	-0.0695591	0.054243088	-0.009622574	0.0096235275	35_22137	"Cluster: Hypothetical protein P0505H05.24; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0505H05.24 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6H612	"CHR1V7|COORD:3470010..3471292| similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE91480.1); similar to Os09g0382400 [Oryza sativa"	AT1G10522.1	CHR09V5|COORD:12976292..12974275|protein expressed protein	LOC_Os09g21460.1	"no descriptionweakly similar to ( 125)AT1G10522| Symbols:  | similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE91480.1); similar to Os09g0382400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001063064.1) | chr1:3470010-3471292 FORWARDnot assigned not assigned"	not assigned.unknown	35_2

CUST_119305_PI403524517	2	0.2266655	-0.2673273	-0.24887466	-0.007824898	0.055561066	0.007823944	35_33761	"Cluster: Putative GDSL-lipase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative GDSL-lipase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K877		0	CHR02V5|COORD:11009375..11014978|protein anther-specific proline-rich protein APG, putative, expressed	LOC_Os02g18870.1	no description	not assigned.unknown	35_2

CUST_152451_PI403524517	2	0.05788231	0.36293888	-0.2914319	-0.05788231	-0.08317661	1.037147	35_42612	Rep: OSJNBb0002J11.4 protein - Oryza sativa (Rice)	UniRef90_Q7X817	CHR2V7|COORD:14063448..14066906| leucine-rich repeat transmembrane protein kinase, putative	AT2G33170.1	CHR04V5|COORD:25039323..25034495|protein receptor-like protein kinase precursor, putative, expressed	LOC_Os04g42700.1	 no descriptionmoderately similar to ( 294)AT2G33170| Symbols:  | leucine-rich repeat transmembrane protein kinase, putative | chr2:14063448-14066906 REVERSEweakly similar to ( 155)RPK1_IPONIReceptor-like protein kinase precursor - Ipomoea nil (Japanese morning glory) (Pharbitis nil)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG4886 LRR_RI 	stress.biotic	20_1

CUST_95284_PI403524517	2	0.03470421	-0.31455612	-0.06616783	0.03108406	-0.03108406	0.18909454	35_27231	Rep: Hypothetical protein - Polaromonas sp. (strain JS666 / ATCC BAA-500)	UniRef90_Q12DK8	CHR4V7|COORD:17605920..17606728| AGP18 (Arabinogalactan protein 18)	AT4G37450.1	CHR12V5|COORD:24038325..24038936|protein fibroin heavy chain precursor, putative, expressed	LOC_Os12g39130.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK05648 Extensin_2 PRK07003 Tymo_45kd_70kd PRK07764 Atrophin-1 Drf_FH1 GRASP55_65 PRK12678 HPC2 DUF1421 PRK10819 PRK08853 FAP DedD MCPVI PRK08770 PRK00708 TonB PRK10856 Herpes_BLLF1 IER PRK12373 Transformer DUF1509 PRK10263 PRK12727 DUF605	not assigned.unknown	35_2

CUST_8061_PI403524517	2	0.16944218	0.29774237	-0.5252209	0.22636127	-0.1694417	-0.24677277	35_2247	"Cluster: Hypothetical protein OSJNBa0016I09.11; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0016I09.11 - Oryza sativa (japonica"	UniRef90_Q8LRJ2	"CHR3V7|COORD:5018282..5020111| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G05480.1); similar to Peptide-N4-(N-acetyl-beta-glucosaminyl)aspara"	AT3G14920.1	CHR01V5|COORD:5836700..5834277|protein peptide-N4-asparagine amidase A, putative, expressed	LOC_Os01g10950.1	"no descriptionmoderately similar to ( 442)AT3G14920| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G05480.1); similar to Peptide-N4-(N-acetyl-beta-glucosaminyl)aspara (GB:P81898) | chr3:5018282-5020111 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Herpes_BLLF1 Tymo_45kd_70kd PRK07003 APC_basic AF-4 PRK07764 Atrophin-1 PRK12323 HPC2 DUF566 KAR9 PRK12678"	not assigned.unknown	35_2

CUST_84409_PI403524517	2	0.055267334	-0.055267334	0.39349794	-0.21711445	0.0849185	-0.3304739	35_24186	Rep: Os02g0653400 protein - Oryza sativa (japonica cultivar-group)	UniRef90_Q0DZ19	CHR5V7|COORD:670205..671452| transferase family protein	AT5G02890.1	CHR02V5|COORD:26347610..26342781|protein transferase family protein, expressed	LOC_Os02g43670.1	no description	not assigned.unknown	35_2

CUST_2066_PI403524517	2	0.10759258	0.16905308	-0.0038232803	-0.14224815	-0.12448597	0.0038232803	35_548	"Cluster: Hypothetical protein OJA1212_C06.19; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJA1212_C06.19 - Oryza sativa (japonica"	UniRef90_Q6YPG4	"CHR2V7|COORD:18591749..18593763| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G26410.1); similar to conserved hypothetical protein [Medicago"	AT2G45060.1	CHR02V5|COORD:265783..268912|protein expressed protein	LOC_Os02g01450.1	"no descriptionweakly similar to ( 130)AT2G45060| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G26410.1); similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE90926.1); similar to Os02g0104800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001045615.1) | chr2:18591749-18593763 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TT_ORF1 PRK07764 PRK12323 FAP Drf_FH1 Atrophin-1 Protamine_P1 Tymo_45kd_70kd"	not assigned.unknown	35_2

CUST_14666_PI403524517	2	-0.10857582	0.2920475	0.25872517	-0.49120522	-0.07259846	0.07259846	35_4222	"Cluster: Chaperonin, putative; n=2; Arabidopsis thaliana|Rep: Chaperonin, putative - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9C667	CHR1V7|COORD:9072375..9075259| chaperonin, putative	AT1G26230.1	CHR06V5|COORD:815535..810035|protein ruBisCO large subunit-binding protein subunit beta, chloroplast, putative, expressed	LOC_Os06g02380.2	 no descriptionhighly similar to ( 702)AT1G26230| Symbols:  | chaperonin, putative | chr1:9072375-9075259 REVERSEhighly similar to ( 653)RUBB_PEARuBisCO large subunit-binding protein subunit beta, chloroplast precursor - Pisum sativum (Garden pea)not assigned not assigned not assigned not assigned not assigned not assigned GroEL groEL groEL groEL groEL groEL groEL GroL Cpn60_TCP1 chaperonin_type_I_II cpn60 chaperonin_like TCP1_eta TCP1_beta TCP1_delta TCP1_alpha TCP1_epsilon TCP1_theta TCP1_gamma TCP1_zeta 	protein.folding	29_6

CUST_58300_PI403524517	2	-0.12731934	-0.23689842	-0.03327751	0.18270302	0.18413067	0.033276558	35_16625	"Cluster: Hypothetical protein OSJNBa0052M16.13; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0052M16.13 - Oryza sativa"	UniRef90_Q6K2G6	"CHR3V7|COORD:18040644..18041118| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G63500.1); similar to hypothetical protein [Phaseolus vulgaris]"	AT3G48660.1	CHR02V5|COORD:18140210..18139395|protein expressed protein	LOC_Os02g30470.1	"no descriptionweakly similar to ( 108)AT3G48660| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G63500.1); similar to hypothetical protein [Phaseolus vulgaris] (GB:AAQ09000.1) | chr3:18040644-18041118 FORWARD"	not assigned.unknown	35_2

CUST_86731_PI403524517	2	0.043344975	-0.21572399	-0.084869385	-0.04334545	0.16876459	1.7994862	35_24840	"Cluster: Os09g0547300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os09g0547300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IZV2	"CHR4V7|COORD:16761484..16764329| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G17110.1); similar to Os09g0547300 [Oryza sativa (japonica"	AT4G35240.1	CHR09V5|COORD:21630337..21636311|protein expressed protein	LOC_Os09g37520.1	"no descriptionmoderately similar to ( 225)AT4G35240| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G17110.1); similar to Os09g0547300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001063849.1); similar to bzip-related transcription factor -like [Oryza sativa (japonica cultivar-group)] (GB:BAD46467.1); contains InterPro domain Protein of unknown function DUF632; (InterPro:IPR006867); contains InterPro domain Protein of unknown function DUF630; (InterPro:IPR006868) | chr4:16761484-16764329 REVERSEDUF632"	not assigned.unknown	35_2

CUST_54272_PI403524517	2	-0.05511856	-0.08244896	0.5390873	1.8482652	0.055118084	-0.23276281	35_15451	Rep: Small heat shock protein HSP17.8 - Triticum aestivum (Wheat)	UniRef90_Q94KM0	CHR5V7|COORD:3882410..3882877| 17.6 kDa  class II heat shock protein (HSP17.6-CII)	AT5G12020.1	CHR01V5|COORD:4446678..4445834|protein 17.5 kDa class II heat shock protein, putative, expressed	LOC_Os01g08860.1	no descriptionweakly similar to ( 137)AT5G12020| Symbols: HSP17.6II | 17.6 kDa  class II heat shock protein (HSP17.6-CII) | chr5:3882410-3882877 REVERSEweakly similar to ( 196)HSP21_MAIZE17.5 kDa class II heat shock protein - Zea mays (Maize)not assigned not assigned HSP20 alpha-crystallin-Hsps IbpA PRK12323	stress.abiotic.heat	20_2_1

CUST_7913_PI403524517	2	0.024021149	-0.12639809	0.009653091	-0.009652138	0.02820015	-0.011577606	35_2202	"Cluster: Putative lipoamide dehydrogenase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative lipoamide dehydrogenase - Oryza sativa (japonica cultivar-g"	UniRef90_Q75M05	CHR3V7|COORD:5786767..5790389| LPD1 (LIPOAMIDE DEHYDROGENASE 1)	AT3G16950.1	CHR05V5|COORD:3297735..3291409|protein dihydrolipoyl dehydrogenase, putative, expressed	LOC_Os05g06460.1	 no descriptionhighly similar to ( 796)AT3G16950| Symbols: PTLPD1, LPD1 | LPD1 (LIPOAMIDE DEHYDROGENASE 1) | chr3:5786514-5790389 REVERSEmoderately similar to ( 241)DLDH_PEADihydrolipoyl dehydrogenase, mitochondrial precursor - Pisum sativum (Garden pea)not assigned not assigned not assigned not assigned not assigned not assigned PRK06416 Lpd PRK06292 PRK05976 PRK06327 PRK06467 PRK06370 PRK06115 PRK06116 PRK07818 PRK05249 acoL PRK07845 PRK07846 PRK07251 Pyr_redox_2 PRK08010 Pyr_redox_dim HcaD TrxB PRK09564 Pyr_redox Ndh NirB PRK04965 PRK12323 GIDA 	TCA / org. transformation.TCA.pyruvate DH.E3	8_1_1_3

CUST_103900_PI403524517	2	-0.06986141	-0.5644722	-0.07749081	0.12468815	0.23121834	0.06986046	35_29619	"Cluster: Os05g0424900 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0424900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DI13	"CHR1V7|COORD:7641569..7645067| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G77500.1); similar to hypothetical protein [Oryza sativa (japonica"	AT1G21740.1	CHR05V5|COORD:20737594..20733398|protein expressed protein	LOC_Os05g35070.1	"no descriptionweakly similar to ( 124)AT1G21740| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G77500.1); similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:AAV24778.1); contains InterPro domain Protein of unknown function DUF632; (InterPro:IPR006867); contains InterPro domain Protein of unknown function DUF630; (InterPro:IPR006868) | chr1:7641569-7645067 FORWARD"	not assigned.unknown	35_2

CUST_21662_PI403524517	2	0.0024719238	-0.31024265	-0.0024724007	0.51143885	-0.36438465	0.023365974	35_6287	0	0	0	0	CHR10V5|COORD:19948802..19948495|protein hypothetical protein	LOC_Os10g37870.1	no description	not assigned.unknown	35_2

CUST_91595_PI403524517	2	0.38411713	0.50990677	-0.14933395	-0.13615608	-0.057121277	0.057121277	35_26188	"Cluster: P0497A05.15 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: P0497A05.15 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8L3R7	"CHR3V7|COORD:17919467..17921456| BT2 (BTB and TAZ domain protein 2); protein binding / transcription regulator"	AT3G48360.1	CHR01V5|COORD:39871076..39875470|protein protein binding protein, putative, expressed	LOC_Os01g68020.1	"no descriptionvery weakly similar to (97.8)AT3G48360| Symbols: BT2 | BT2 (BTB and TAZ domain protein 2); protein binding / transcription regulator | chr3:17919467-17921456 REVERSEnot assigned not assigned PRK12678"	protein.degradation.ubiquitin.E3.BTB/POZ Cullin3.BTB/POZ	29_5_11_4_5_2

CUST_4726_PI403524517	2	-0.78439045	-0.8237076	0.4493761	0.6671524	0.36803436	-0.3680334	35_1304	"Cluster: Hypothetical protein P0040B10.3; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0040B10.3 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q5TKD0	CHR4V7|COORD:7924349..7925013| four F5 protein-related / 4F5 protein-related	AT4G13615.1	CHR05V5|COORD:19750857..19755199|protein 4F5 protein family protein	LOC_Os05g33700.1	no descriptionnot assigned 4F5	not assigned.unknown	35_2

CUST_43600_PI403524517	2	-0.598711	-0.5470104	0.5375385	0.12590218	0.12947273	-0.12590218	35_12513	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_18236_PI403524517	2	0.17729378	0.23430824	-0.087620735	-0.0047063828	-0.018679619	0.0047063828	35_5269	"Cluster: Os07g0264800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0264800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D7C8	CHR1V7|COORD:27114549..27115487| GCN5-related N-acetyltransferase (GNAT) family protein	AT1G72030.1	CHR07V5|COORD:9393670..9395832|protein histone acetyltransferase HPA2 and related acetyltransferases, putative, expressed	LOC_Os07g16130.1	no descriptionweakly similar to ( 181)AT1G72030| Symbols:  | GCN5-related N-acetyltransferase (GNAT) family protein | chr1:27114549-27115487 FORWARDAcetyltransf_1 RimI	misc.GCN5-related N-acetyltransferase	26_24

CUST_46879_PI403524517	2	-0.012300968	-0.24956465	0.1469965	0.004099846	0.6424513	-0.0041003227	35_13423	"Cluster: Putative hydroxymuconic semialdehyde hydrolase; n=3; Oryza sativa (japonica cultivar-group)|Rep: Putative hydroxymuconic semialdehyde hydrolase - Oryza"	UniRef90_Q5VRQ2	CHR4V7|COORD:12530042..12533674| hydrolase, alpha/beta fold family protein	AT4G24140.1	CHR06V5|COORD:1741578..1735250|protein catalytic/ hydrolase, putative, expressed	LOC_Os06g04169.1	 no descriptionmoderately similar to ( 221)AT4G24140| Symbols:  | hydrolase, alpha/beta fold family protein | chr4:12530042-12533674 REVERSEnot assigned not assigned not assigned not assigned Abhydrolase_1 MhpC PldB PRK00870 PRK03204 	not assigned.no ontology	35_1

CUST_167257_PI403524517	2	-0.026943207	-0.20543861	-0.18008137	0.02694416	0.2744627	0.4257927	35_46587	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_29472_PI399408534	2	0.0035934448	0.2503662	-0.04434204	-0.0035915375	-0.0084552765	0.036956787	35_1122	"Cluster: Putative transcription factor; n=3; Oryza sativa (japonica cultivar-group)|Rep: Putative transcription factor - Oryza sativa (japonica"	UniRef90_Q8H7V1	CHR1V7|COORD:27544167..27545025| nascent polypeptide-associated complex (NAC) domain-containing protein	AT1G73230.1	CHR10V5|COORD:17913835..17910852|protein transcription factor BTF3, putative, expressed	LOC_Os10g34180.2	no descriptionmoderately similar to ( 222)AT1G73230| Symbols:  | nascent polypeptide-associated complex (NAC) domain-containing protein | chr1:27544167-27545025 REVERSEnot assigned NAC	RNA.regulation of transcription.General Transcription	27_3_50

CUST_149667_PI403524517	2	0.055606842	0.71015215	-0.055606842	-0.08268404	0.42024326	-0.35871315	35_41870	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_48786_PI403524517	2	-0.08996773	0.4880352	0.53297424	-0.31017494	0.08996773	-0.14608765	35_13932	"Cluster: Glycine rich protein, RNA binding protein; n=2; Triticeae|Rep: Glycine rich protein, RNA binding protein - Hordeum vulgare (Barley)"	UniRef90_Q40052	"CHR2V7|COORD:9272557..9273396| ATGRP7 (COLD, CIRCADIAN RHYTHM, AND RNA BINDING 2); RNA binding / double-stranded DNA binding / single-stranded DNA"	AT2G21660.1	CHR03V5|COORD:26409256..26410490|protein glycine-rich RNA-binding protein 2, putative, expressed	LOC_Os03g46770.1	" no descriptionweakly similar to ( 142)AT4G39260| Symbols: GR-RBP8, ATGRP8, CCR1 | ATGRP8/GR-RBP8 (COLD, CIRCADIAN RHYTHM, AND RNA BINDING 1, GLYCINE-RICH PROTEIN 8); RNA binding | chr4:18274160-18274952 REVERSEweakly similar to ( 143)GRP1_DAUCAGlycine-rich RNA-binding protein - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Drf_FH1 RRM RRM_1 COG0724 TT_ORF1 GRP Extensin_2 DUF1421 PRK07764 PRK06958 DUF1210 PRK12323 DUF1517 GP38 COG4371 PRK07003 PRP DUF1777 PRK05648 Atrophin-1 TolA tolA TonB tatB Protamine_P1 FAP PRK10819 DUF605 PRK12678 SMN Tymo_45kd_70kd eIF-4B PRK05035 Bindin Trypan_PARP DUF571 "	RNA.RNA binding	27_4

CUST_56768_PI403524517	2	-0.15151978	0.41208363	0.073023796	0.02794838	-0.057144165	-0.02794838	35_16168	"Cluster: Vacuolar protein sorting 26, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Vacuolar protein sorting 26, putative, expressed - O"	UniRef90_Q2R0X0	CHR5V7|COORD:21763501..21765382| vacuolar protein sorting-associated protein 26, putative / VPS26, putative	AT5G53530.1	CHR11V5|COORD:24141172..24145607|protein vacuolar protein sorting 26, putative, expressed	LOC_Os11g41130.1	 no descriptionhighly similar to ( 503)AT5G53530| Symbols:  | vacuolar protein sorting-associated protein 26, putative / VPS26, putative | chr5:21763501-21765382 REVERSEnot assigned not assigned Vps26 	protein.targeting.secretory pathway.vacuole	29_3_4_3

CUST_14554_PI403524517	2	-0.47030497	-1.430232	-0.84929824	2.123714	1.6109586	0.47030497	35_4189	"Cluster: Hypothetical protein P0470D12.115; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0470D12.115 - Oryza sativa (japonica cultivar"	UniRef90_Q8H475	CHR5V7|COORD:8541825..8542157| FPF1 (FLOWERING PROMOTING FACTOR 1)	AT5G24860.1	CHR07V5|COORD:28366202..28366653|protein flowering promoting factor-like 1, putative, expressed	LOC_Os07g47450.1	 no descriptionvery weakly similar to (94.7)AT5G24860| Symbols: FPF, FPF1 | FPF1 (FLOWERING PROMOTING FACTOR 1) | chr5:8541825-8542157 FORWARDnot assigned not assigned PRK12323 PRK07764 	not assigned.unknown	35_2

CUST_47797_PI403524517	2	0.11963272	0.5996876	0.06258774	-0.1317606	-0.1381836	-0.062586784	35_13674	Rep: Hypothetical protein - Medicago truncatula (Barrel medic)	UniRef90_Q1T5X1	CHR4V7|COORD:16771406..16773274| vestitone reductase-related	AT4G35250.1	CHR08V5|COORD:27567438..27562341|protein expressed protein	LOC_Os08g44000.1	no descriptionweakly similar to ( 189)AT4G35250| Symbols:  | vestitone reductase-related | chr4:16771406-16773274 REVERSE	not assigned.no ontology	35_1

CUST_76251_PI403524517	2	-0.048851967	0.09274006	-0.011221886	0.011221886	-0.09592152	0.04114437	35_21859	"Cluster: OSJNBa0083N12.6 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0083N12.6 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XPT4	CHR1V7|COORD:30263164..30265462| PTAC17 (PLASTID TRANSCRIPTIONALLY ACTIVE17)	AT1G80480.1	CHR04V5|COORD:30045123..30048313|protein nuclear WD protein, putative, expressed	LOC_Os04g51100.1	no descriptionweakly similar to ( 104)AT1G80480| Symbols: PTAC17 | PTAC17 (PLASTID TRANSCRIPTIONALLY ACTIVE17) | chr1:30263164-30265462 REVERSEnot assigned CobW_C COG0523 PRK11537	cell.organisation	31_1

CUST_96990_PI403524517	2	0.08314419	-0.31459332	0.04950428	-0.053214073	-0.049505234	0.39444256	35_27700	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QN98	0	0	CHR12V5|COORD:23636569..23639501|protein expressed protein	LOC_Os12g38550.1	no description	not assigned.unknown	35_2

CUST_51125_PI403524517	2	-0.029352188	-0.4861908	5.464554E-4	-5.4740906E-4	0.04045105	0.09582329	35_14575	"Cluster: Putative Clathrin coat assembly protein AP50; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Clathrin coat assembly protein AP50 - Oryza sat"	UniRef90_Q6ZGX8	CHR5V7|COORD:18937807..18940479| clathrin adaptor complexes medium subunit family protein	AT5G46630.1	CHR02V5|COORD:28349662..28354693|protein AP-2 complex subunit mu, putative, expressed	LOC_Os02g46510.1	no descriptionhighly similar to ( 792)AT5G46630| Symbols:  | clathrin adaptor complexes medium subunit family protein | chr5:18937807-18940287 FORWARDvery weakly similar to (80.9)RL31_PANGI60S ribosomal protein L31 - Panax ginseng (Korean ginseng)not assigned not assigned not assigned not assigned not assigned Adap_comp_sub Ribosomal_L31e RPL31A	protein.targeting.secretory pathway.unspecified	29_3_4_99

CUST_11674_PI403524517	2	0.022241592	0.011302948	0.03252983	-0.10107756	-0.1282177	-0.011303425	35_3317	"Cluster: Membrane protein COV-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Membrane protein COV-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8S1P4	CHR1V7|COORD:16231101..16233598| LCV2 (LIKE COV 2)	AT1G43130.1	CHR01V5|COORD:37914966..37911009|protein COV1-like protein, putative, expressed	LOC_Os01g64780.2	no descriptionmoderately similar to ( 357)AT1G43130| Symbols: LCV2 | LCV2 (LIKE COV 2) | chr1:16231101-16233598 REVERSEDUF502 COG2928	not assigned.no ontology	35_1

CUST_69433_PI403524517	2	0.036224365	-0.08302307	0.053207397	-0.036224365	-0.07507324	0.15331078	35_19867	"Cluster: Hypothetical protein OSJNBa0038P10.32; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0038P10.32 - Oryza sativa"	UniRef90_Q6Z1R9	CHR1V7|COORD:5768273..5770176| merozoite surface protein-related	AT1G16860.1	CHR08V5|COORD:7933371..7938142|protein cysteine-type endopeptidase/ ubiquitin thiolesterase, putative, expressed	LOC_Os08g13350.1	no descriptionmoderately similar to ( 439)AT1G16860| Symbols:  | merozoite surface protein-related | chr1:5768273-5770176 FORWARD	not assigned.no ontology	35_1

CUST_6003_PI399408534	2	0.09505272	0.12943554	0.15893221	-0.15442514	-0.09505272	-0.51948833	35_20876	"Cluster: Os01g0235700 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os01g0235700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JP90	CHR1V7|COORD:109595..111367| basic helix-loop-helix (bHLH) family protein	AT1G01260.1	CHR01V5|COORD:7495193..7491859|protein helix-loop-helix DNA-binding domain containing protein, expressed	LOC_Os01g13460.2	no descriptionvery weakly similar to ( 100)AT1G01260| Symbols:  | basic helix-loop-helix (bHLH) family protein | chr1:109595-111367 FORWARD	RNA.regulation of transcription.bHLH,Basic Helix-Loop-Helix family	27_3_6

CUST_147869_PI403524517	2	-1.6645985	0.24792862	0.17745972	0.10291672	-0.5565338	-0.102915764	35_41372	Rep: Cold acclimation induced protein 2-1 - Triticum aestivum (Wheat)	UniRef90_Q4KXE0	CHR3V7|COORD:6736388..6738336| late embryogenesis abundant protein-related / LEA protein-related	AT3G19430.1	CHR06V5|COORD:28388576..28387298|protein early nodulin 20 precursor, putative, expressed	LOC_Os06g46740.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Atrophin-1 PRK12323 Drf_FH1 PRK05648 PRK07764 SSDP CITED PRK07003 Fork_head_N DUF1421 GRASP55_65 TT_ORF1 Extensin_2 FAP PRK08853 Herpes_BLLF1 Herpes_UL32 PRK10819	not assigned.unknown	35_2

CUST_158055_PI403524517	2	0.23153877	0.01131916	-0.011318684	-0.34086847	1.7439351	-0.28359556	35_44129	Rep: Roothairless 1 - Zea mays (Maize)	UniRef90_Q5YLM3	"CHR1V7|COORD:17459611..17466336| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G47560.1); similar to roothairless 1 [Zea mays] (GB:AAQ81632.1);"	AT1G47550.1	CHR03V5|COORD:23762643..23751455|protein roothairless 1, putative, expressed	LOC_Os03g42750.2	" no descriptionvery weakly similar to (90.5)AT1G47550| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G47560.1); similar to roothairless 1 [Zea mays] (GB:AAQ81632.1); similar to roothairless 1, putative, expressed [Oryza sativa (japonica cultivar-group)] (GB:ABF97708.1); similar to roothairless 1, putative, expressed [Oryza sativa (japonica cultivar-group)] (GB:ABF97707.1) | chr1:17459611-17466336 FORWARDnot assigned "	not assigned.unknown	35_2

CUST_17089_PI404877155	2	-0.31941843	-0.8446708	-0.16155767	1.8726873	2.15313	0.16155767	HS16K21u_at	putative AP2 domain containing protein RAP2.8 [Oryza sativa (japonica cultivar-group)] dbj|BAB21218.1| putative AP2 domain containing protei	NP_909194.1	DNA-binding protein RAV2 (RAV2) / AP2 domain-containing protein RAP2.8	At1g68840.1	protein B3 DNA binding domain, putative	Os01g04800	"AP2 domain-containing transcription factor, putative, contains Pfam profile: PF00847 AP2 domain; similar to RAV1 (DNA-binding protein) GB:BAA34250 (Arabidopsis thaliana) (Nucleic Acids Res. 27 (2), 470-478 (1999))"	RNA.regulation of transcription.ABI3/VP1-related B3-domain-containing transcription factor family	27_3_01

CUST_86214_PI403524517	2	0.023834229	-0.4169979	-0.023835182	0.16147518	-0.039319992	0.10729599	35_24692	Rep: VIL3 protein - Triticum monococcum subsp. aegilopoides	UniRef90_A0SQ39	CHR3V7|COORD:8876214..8878178| VRN5 (VIN3-LIKE 1)	AT3G24440.1	CHR05V5|COORD:2595269..2589701|protein fibronectin type III domain containing protein, expressed	LOC_Os05g05310.2	 no descriptionvery weakly similar to (75.9)AT3G24440| Symbols: VIL1, VRN5 | VRN5 (VIN3-LIKE 1) | chr3:8876214-8878178 REVERSE	not assigned.unknown	35_2

CUST_4310_PI404877155	2	-0.10877228	-0.2847309	-0.015369415	0.17255592	0.015369415	0.030698776	Contig15224_at	putative NADP-isocitrate dehydrogenase [Oryza sativa (japonica cultivar-group)]	NP_913674.1	isocitrate dehydrogenase, putative / NADP+ isocitrate dehydrogenase, putative	At1g65930.1	protein isocitrate dehydrogenase, NADP-dependent	Os01g14580	dependent isocitrate dehydrogenase	TCA / org. transformation.TCA.IDH	8_1_04

CUST_6985_PI404877155	2	-0.20995235	-0.3911867	0.5398817	0.75971365	0.20995235	-0.849905	Contig20485_at	putative DNA binding protein [Oryza sativa (japonica cultivar-group)]	NP_922723.1	AP2 domain-containing transcription factor TINY, putative	At2g44940.1	protein putative DNA binding protein	Os10g41130	NONE	RNA.regulation of transcription.AP2/EREBP, APETALA2/Ethylene-responsive element binding protein family	27_3_03

CUST_32607_PI403524517	2	0.003083229	0.064748764	0.23153591	-0.19224548	-0.003083229	-0.08304405	35_9400	"Cluster: Os02g0167000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os02g0167000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E3M1	CHR2|COORD:10959639..10962455| holocarboxylase synthetase 1 (HCS1), identical to holocarboxylase synthetase 1 (hcs1) (Arabidopsis thaliana) GI:19698365	AT2G25710.2	CHR02V5|COORD:3607086..3610231|protein biotin--protein ligase, putative, expressed	LOC_Os02g07040.2	"no descriptionvery weakly similar to (75.1)AT2G25710| Symbols: HCS1 | HCS1 (HOLOCARBOXYLASE SYNTHASE); catalytic | chr2:10959797-10962139 FORWARDnot assigned not assigned not assigned not assigned not assigned FAP PRK07764 TT_ORF1 Tymo_45kd_70kd"	Co-factor and vitamine metabolism	18

CUST_58704_PI403524517	2	0.19530296	0.058246613	0.23363113	-0.058246613	-0.18828487	-0.14746666	35_16747	"Cluster: Palmitoyl protein thioesterase containing protein, expressed; n=3; Oryza sativa|Rep: Palmitoyl protein thioesterase containing protein, expressed - Ory"	UniRef90_Q336S3	CHR3|COORD:22315148..22317899| palmitoyl protein thioesterase family protein, palmitoyl-protein thioesterase precursor, Mus musculus, EMBL:AF071025	AT3G60340.2	CHR10V5|COORD:21886717..21892626|protein palmitoyl-protein thioesterase 1 precursor, putative, expressed	LOC_Os10g41340.1	no descriptionvery weakly similar to (55.5)AT3G60340| Symbols:  | palmitoyl protein thioesterase family protein | chr3:22315370-22317364 FORWARDnot assigned	protein.aa activation	29_1

CUST_13462_PI404877155	2	0.023517609	0.14900494	-0.102915764	-0.04691124	-0.023517609	0.07948208	Contig7190_at	DNA-directed RNA polymerase II 36 kDa polypeptide A / RNA polymerase II subunit 3 (RPB36A) [Arabidopsis thaliana]	NP_179145.1	DNA-directed RNA polymerase II 36 kDa polypeptide A / RNA polymerase II subunit 3 (RPB36A)	At2g15430.1	protein RNA polymerase Rpb3/Rpb11 dimerisation domain, putative	Os09g02280	DNA-directed RNA polymerase II, third largest subunit	RNA.transcription	27_2

CUST_15762_PI404877155	2	-0.56091595	-0.046842575	0.1468401	0.3351326	0.04684162	-0.08316803	Contig9591_at	0	BAD08893.1	auxin-responsive protein, putative	At4g12980.1	protein hypothetical protein	Os08g41280	auxin-induced protein, putative	hormone metabolism.auxin.induced-regulated-responsive-activated	17_2_3

CUST_45051_PI403524517	2	-0.0046100616	-0.05069065	0.0046100616	0.095746994	0.09647751	-0.11567783	35_12915	"Cluster: Glycosyl transferase protein A-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Glycosyl transferase protein A-like - Oryza sativa (japonica cult"	UniRef90_Q67WK4	"CHR3V7|COORD:9154755..9156649| QUA1 (QUASIMODO1); polygalacturonate 4-alpha-galacturonosyltransferase/ transferase, transferring glycosyl groups / transferase,"	AT3G25140.1	CHR06V5|COORD:6607455..6604481|protein glycosyl transferase family 8 protein, expressed	LOC_Os06g12280.1	" no descriptionweakly similar to ( 132)AT3G25140| Symbols: GAUT8, QUA1 | QUA1 (QUASIMODO1); polygalacturonate 4-alpha-galacturonosyltransferase/ transferase, transferring glycosyl groups / transferase, transferring hexosyl groups | chr3:9154755-9156649 FORWARDGlyco_transf_8 "	misc.UDP glucosyl and glucoronyl transferases	26_2

CUST_15744_PI403524517	2	0.0051546097	0.08086872	-0.14885044	-0.0051555634	0.07336044	-0.04966736	35_4544	Rep: Topoisomerase VI subunit A - Oryza sativa (indica cultivar-group)	UniRef90_Q5ZPV7	"CHR5V7|COORD:642656..644121| RHL2 (ROOT HAIRLESS 2); ATP binding / DNA binding / DNA topoisomerase (ATP-hydrolyzing)"	AT5G02820.1	CHR03V5|COORD:9773351..9778966|protein RHL2, putative, expressed	LOC_Os03g17610.1	" no descriptionhighly similar to ( 551)AT5G02820| Symbols: BIN5, RHL2 | RHL2 (ROOT HAIRLESS 2); ATP binding / DNA binding / DNA topoisomerase (ATP-hydrolyzing) | chr5:642656-644121 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG1697 PRK04342 TOPRIM_TopoIIB_SPO PRK12323 PRK07003 Atrophin-1 TP6A_N Extensin_2 Tymo_45kd_70kd DUF1421 HPC2 PRK07764 Herpes_BLLF1 PRK05648 Drf_FH1 GRASP55_65 PRK10819 AF-4 APC_basic Herpes_UL32 TT_ORF1 Pneumo_att_G TonB PRK08853 Totivirus_coat DUF566 KAR9 DUF605 FAP IER Herpes_TAF50 PRK11633 PRK10856 Trypan_PARP Prog_receptor HpaP PRK11901 Metaviral_G tatB "	DNA.synthesis/chromatin structure	28_1

CUST_134204_PI403524517	2	-0.19971085	-0.24811172	0.097174644	-0.0971756	0.26289177	0.37343693	35_37660	"Cluster: Putative fiber protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative fiber protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8H348		0	CHR07V5|COORD:22543261..22541582|protein fiber expressed protein, putative, expressed	LOC_Os07g37620.1	no description	not assigned.unknown	35_2

CUST_17312_PI399408534	2	-0.0018463135	0.33229923	-0.11755943	-0.1921444	0.21047306	0.0018453598	35_20453	"Cluster: Putative phosphatidylinositol-4-phosphate 5-kinase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative phosphatidylinositol-4-phosphate 5-kinase"	UniRef90_Q6KA01	"CHR3|COORD:3040308..3044772| similar to phosphatidylinositol-4-phosphate 5-kinase family protein [Arabidopsis thaliana] (TAIR:At1g60890.1); similar to"	AT3G09920.2	CHR02V5|COORD:35307766..35301525|protein phosphatidylinositol-4-phosphate 5-kinase 9, putative, expressed	LOC_Os02g57660.1	"no descriptionhighly similar to ( 553)AT3G09920| Symbols: PIP5K9 | PIP5K9 (PHOSPHATIDYL INOSITOL MONOPHOSPHATE 5 KINASE); 1-phosphatidylinositol-4-phosphate 5-kinase | chr3:3040431-3043681 REVERSEmoderately similar to ( 441)PI5K1_ORYSAnot assigned not assigned PIPKc PIPKc PIP5K MSS4"	signalling.phosphinositides.phosphatidylinositol-4-phosphate 5-kinase	30_4_1

CUST_170185_PI403524517	2	-0.042934418	0.27336502	-0.03687954	-0.0942564	0.09378433	0.036878586	35_47401	"Cluster: Hypothetical protein P0589E08.14; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0589E08.14 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6ZDP9		0	CHR07V5|COORD:5217738..5225021|protein F-box domain containing protein, expressed	LOC_Os07g09814.3	no description	not assigned.unknown	35_2

CUST_19886_PI403524517	2	0.26494026	0.4674301	-0.032666206	-0.4171791	0.0020990372	-0.0020980835	35_5768	"Cluster: Hypothetical protein P0020C11.13; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0020C11.13 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6Z7F2	0	0	CHR02V5|COORD:21416497..21414066|protein expressed protein	LOC_Os02g35620.1	no description	not assigned.unknown	35_2

CUST_63444_PI403524517	2	0.25537443	0.12292814	0.11852217	-0.26326275	-0.11852217	-0.21621227	35_18115	"Cluster: Putative mono-or diacylglycerol acyltransferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative mono-or diacylglycerol acyltransferase - Ory"	UniRef90_Q6ZFU0	CHR3V7|COORD:19121718..19123497| diacylglycerol acyltransferase family	AT3G51520.1	CHR02V5|COORD:29595977..29593105|protein diacylglycerol O-acyltransferase 1, putative, expressed	LOC_Os02g48350.1	no descriptionvery weakly similar to (99.0)AT3G51520| Symbols:  | diacylglycerol acyltransferase family | chr3:19121718-19123497 FORWARD	not assigned.no ontology	35_1

CUST_101643_PI403524517	2	-0.013233662	0.50895405	0.077726364	0.0132341385	-0.11009598	-0.7964487	35_29004	0	0	CHR4V7|COORD:10275928..10278502| leucine-rich repeat family protein / extensin family protein	AT4G18670.1	0	0	no description	not assigned.unknown	35_2

CUST_75427_PI403524517	2	0.02012062	0.055093765	-0.08292103	-0.08653927	-0.020119667	0.08641243	35_21620	"Cluster: Aminotransferase, classes I and II family protein, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Aminotransferase, classes I and II"	UniRef90_Q10P02	"CHR4|COORD:17218370..17221480| similar to serine C-palmitoyltransferase (LCB2) [Arabidopsis thaliana] (TAIR:At5g23670.1); similar to serine"	AT4G36480.2	CHR03V5|COORD:8031600..8026022|protein serine palmitoyltransferase 1, putative, expressed	LOC_Os03g14800.4	" no descriptionmoderately similar to ( 302)AT4G36480| Symbols: LCB1, ATLCB1 | ATLCB1 (ARABIDOPSIS THALIANA SPHINGOLIPID LONGCHAIN BASE 1); serine C-palmitoyltransferase | chr4:17218601-17221127 FORWARDnot assigned not assigned not assigned not assigned BioF PRK05958 PRK06939 PRK09064 PRK07505 PRK07179 PRK05937 Aminotran_1_2 "	lipid metabolism.'exotics' (steroids, squalene etc).sphingolipids	11_8_1

CUST_18364_PI403524517	2	0.01971054	0.16045189	-0.12064171	-0.084757805	-0.019711494	0.055282593	35_5309	"Cluster: Pseudouridylate synthase-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: Pseudouridylate synthase-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q654A2	CHR5V7|COORD:13616646..13619470| tRNA pseudouridine synthase family protein	AT5G35400.1	CHR06V5|COORD:27344792..27340867|protein pseudouridylate synthase/ tRNA-pseudouridine synthase, putative, expressed	LOC_Os06g45250.1	no descriptionweakly similar to ( 122)AT5G35400| Symbols:  | tRNA pseudouridine synthase family protein | chr5:13616646-13619470 REVERSETruA truA PseudoU_synth_EcTruA	protein.aa activation.pseudouridylate synthase	29_1_30

CUST_12481_PI404877155	2	-9.2315674E-4	-0.22925377	-0.096432686	9.2220306E-4	0.045209885	0.005501747	Contig6207_at	putative small nuclear ribonucleoprotein U1A [Oryza sativa]	NP_910157.1	small nuclear ribonucleoprotein U1A / spliceosomal protein U1A / U1snRNP-specific protein	At2g47580.1	protein kinesin-like protein	Os05g06280	putative small nuclear ribonucleoprotein U1A	RNA.processing	27_1

CUST_14592_PI403524517	2	0.21222878	-0.7362261	-0.19584084	0.022314072	0.16147137	-0.022314072	35_4199	"Cluster: Hypothetical protein OSJNBa0032M14.22; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0032M14.22 - Oryza sativa (japonica"	UniRef90_Q652I1	0	0	CHR06V5|COORD:27905637..27903551|protein expressed protein	LOC_Os06g46030.1	no description	not assigned.unknown	35_2

CUST_89386_PI403524517	2	-0.15653324	-0.5113554	0.51682186	0.31011963	0.12434864	-0.12434864	35_25570	"Cluster: Putative elicitor inducible gene product EIG-I24; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative elicitor inducible gene product EIG-I24 - O"	UniRef90_Q5VMB4	CHR1V7|COORD:10078208..10079749| transferase family protein	AT1G28680.1	CHR06V5|COORD:2862180..2860701|protein elicitor inducible gene product EIG-I24, putative, expressed	LOC_Os06g06180.1	no descriptionweakly similar to ( 103)AT1G28680| Symbols:  | transferase family protein | chr1:10078208-10079749 FORWARDTransferase	not assigned.no ontology	35_1

CUST_136188_PI403524517	2	0.16117764	-0.076461315	0.11081982	-0.25078106	0.012560368	-0.012559891	35_38190	"Cluster: Putative beta-N-acetylhexosaminidase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative beta-N-acetylhexosaminidase - Oryza sativa (japonica"	UniRef90_Q65XA2	CHR3V7|COORD:20500294..20503835| glycosyl hydrolase family 20 protein	AT3G55260.1	CHR05V5|COORD:848821..842991|protein beta-hexosaminidase beta chain precursor, putative, expressed	LOC_Os05g02510.1	no descriptionmoderately similar to ( 213)AT3G55260| Symbols:  | glycosyl hydrolase family 20 protein | chr3:20500294-20503835 FORWARDnot assigned Glyco_hydro_20	not assigned.no ontology	35_1

CUST_22008_PI403524517	2	-0.07859516	0.36509323	-0.006436348	-0.030864716	0.17730331	0.0064353943	35_6394	"Cluster: Hypothetical protein P0519E02.19; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0519E02.19 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6Z371	"CHR5V7|COORD:20268029..20271992| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G10385.1); similar to expressed protein (with alternative splicing)"	AT5G49830.1	CHR07V5|COORD:5424872..5417068|protein expressed protein	LOC_Os07g10110.1	"no descriptionmoderately similar to ( 419)AT5G49830| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G10385.1); similar to expressed protein (with alternative splicing) [Oryza sativa (japonica cultivar-group)] (GB:AAS07222.1); similar to AT5g49830/K21G20_4 [Medicago truncatula] (GB:ABE86338.1); similar to Os07g0200000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001059127.1); contains domain FAMILY NOT NAMED (PTHR21426); contains domain gb def: Gb|AAD32890.1 (AT5g49830/K21G20_4) (PTHR21426:SF3) | chr5:20268029-20271992 REVERSEnot assigned"	not assigned.unknown	35_2

CUST_27653_PI399408534	2	0.11070633	-0.49663353	-0.1285305	0.12600994	0.17408752	-0.11070633	35_8201	"Cluster: Heat shock transcription factor-like protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Heat shock transcription factor-like protein - Oryza sat"	UniRef90_Q7XHZ1	"CHR1V7|COORD:17227344..17228623| AT-HSFB4 (Arabidopsis thaliana heat shock transcription factor B4); DNA binding / transcription factor"	AT1G46264.1	CHR07V5|COORD:26671944..26675205|protein AT-HSFB4, putative, expressed	LOC_Os07g44690.1	" no descriptionvery weakly similar to (72.4)AT1G46264| Symbols: HSFB4, AT-HSFB4 | AT-HSFB4 (Arabidopsis thaliana heat shock transcription factor B4); DNA binding / transcription factor | chr1:17227344-17228623 FORWARD"	RNA.regulation of transcription.HSF,Heat-shock transcription factor family	27_3_23

CUST_24985_PI399408534	2	0.01705122	-0.018830776	-0.01705122	0.16749573	0.050519943	-0.092374325	35_32180	"Cluster: Os04g0221600 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os04g0221600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JEQ4	CHR1V7|COORD:11881790..11885823| protein binding / zinc ion binding	AT1G32810.2	CHR04V5|COORD:8106153..8097276|protein PHD-finger family protein, expressed	LOC_Os04g14510.2	no descriptionvery weakly similar to ( 100)AT1G32810| Symbols:  | protein binding / zinc ion binding | chr1:11881790-11885823 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF1777	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_27093_PI403524517	2	0.18493652	-0.6746683	-0.37420368	4.7302246E-4	0.032149315	-4.720688E-4	35_7846	Rep: H0107B07.4 protein - Oryza sativa (Rice)	UniRef90_Q01M50	CHR1V7|COORD:1282868..1286491| coenzyme F420 hydrogenase family / dehydrogenase, beta subunit family	AT1G04620.1	CHR04V5|COORD:14686683..14692106|protein coenzyme F420 hydrogenase/dehydrogenase beta subunit, putative, expressed	LOC_Os04g25400.2	 no descriptionmoderately similar to ( 211)AT1G04620| Symbols:  | coenzyme F420 hydrogenase family / dehydrogenase, beta subunit family | chr1:1282868-1286491 REVERSE	not assigned.no ontology	35_1

CUST_33649_PI403524517	2	-0.14347124	0.6621423	0.14347076	-0.3429761	2.7332668	-0.28658438	35_9700	0	0	0	0	CHR04V5|COORD:29222824..29218811|protein expressed protein	LOC_Os04g49320.1	no description	not assigned.unknown	35_2

CUST_10014_PI403524517	2	0.09377766	0.67553425	0.16957569	-0.12806416	-0.09377766	-0.12664318	35_2830	"Cluster: GRF zinc finger family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: GRF zinc finger family protein, expressed - Oryza sativa (j"	UniRef90_Q10RC4	0	0	CHR03V5|COORD:3448254..3447348|protein GRF zinc finger family protein, expressed	LOC_Os03g06840.1	no description	not assigned.unknown	35_2

CUST_8467_PI404877155	2	0.0054130554	-0.1131506	0.007856369	-0.031793594	0.019589424	-0.0054130554	Contig2503_at	0	AAS07281.1	auxin-responsive protein / indoleacetic acid-induced protein 16 (IAA16)	At3g04730.1	protein aux/IAA protein	Os12g40890	auxin-induced protein identical to GB:AAB84353 (IAA16)/0.2_HMGI_Y T01851	hormone metabolism.auxin.induced-regulated-responsive-activated	17_2_3

CUST_12511_PI404877155	2	0.36610603	-0.038334846	0.083657265	-0.10843754	0.0383358	-0.21533012	Contig626_x_at	ribulose-1,5-bisphosphate carboxylase/oxygenase small subunit [Triticum aestivum]	BAB19812.1	elongation factor 2, putative / EF-2, putative	At1g56070.1	protein Ribulose bisphosphate carboxylase, small subunit, putative	Os12g19470	0	PS.calvin cyle.rubisco small subunit	1_03_02

CUST_7964_PI403524517	2	0.020283699	-0.66433334	-0.099196434	0.006918907	0.16430283	-0.006918907	35_2217	"Cluster: Putative karyopherin-beta 3 variant; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative karyopherin-beta 3 variant - Oryza sativa (japonica cult"	UniRef90_Q6ZL37	"CHR5V7|COORD:6695733..6701249| EMB2734 (EMBRYO DEFECTIVE 2734); lyase"	AT5G19820.1	CHR07V5|COORD:23263600..23254730|protein importin beta-3, putative, expressed	LOC_Os07g38760.1	"no descriptionhighly similar to ( 990)AT5G19820| Symbols: EMB2734 | EMB2734 (EMBRYO DEFECTIVE 2734); lyase | chr5:6695733-6701249 REVERSEnot assigned not assigned"	not assigned.no ontology	35_1

CUST_116559_PI403524517	2	0.21070004	-0.9983902	-0.23099327	0.029651642	-0.029651642	0.05111599	35_33041	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_19622_PI404877155	2	0.050894737	0.25710297	0.011481285	-0.12038708	-0.011482239	-0.07276344	S0000200065A01F1_s_at	putative RNA binding protein [Oryza sativa (japonica cultivar-group)]	BAC99692.1	RNA recognition motif (RRM)-containing protein	At5g04600.1	protein RNA binding protein	Os08g31810	NONE	RNA.regulation of transcription	27_3

CUST_74954_PI403524517	2	0.028570652	0.21389484	0.021445274	-0.021444798	-0.18656301	-0.06406832	35_21488	0	0	0	0	CHR06V5|COORD:24043794..24037933|protein CBL-interacting serine/threonine-protein kinase 24, putative, expressed	LOC_Os06g40370.1	no description	not assigned.unknown	35_2

CUST_18846_PI403524517	2	-0.02347374	-0.06147003	0.14685917	-0.03520584	0.05106449	0.02347374	35_5456	"Cluster: Putative prolyl aminopeptidase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative prolyl aminopeptidase - Oryza sativa (japonica cultivar-group"	UniRef90_Q5VRT2	CHR3V7|COORD:22784374..22786674| peptidase family protein	AT3G61540.1	CHR06V5|COORD:3221314..3218080|protein proline iminopeptidase, putative, expressed	LOC_Os06g06820.1	no descriptionhighly similar to ( 550)AT3G61540| Symbols:  | peptidase family protein | chr3:22784374-22786674 FORWARDAbhydrolase_1	protein.degradation	29_5

CUST_9536_PI404877155	2	0.1546812	-0.04841709	-0.14624596	0.074487686	0.048416138	-0.04873562	Contig3298_at	putative pyruvate dehydrogenase E1 beta subunit isoform 1 protein [Oryza sativa (japonica cultivar-group)]	BAD01226.1	pyruvate dehydrogenase E1 component beta subunit, mitochondrial / PDHE1-B (PDH2)	At5g50850.1	protein pyruvate dehydrogenase E1 beta subunit isoform 3	Os09g33500	pyruvate dehydrogenase E1 beta subunit isoform 3	TCA / org. transformation.TCA.pyruvate DH.E1	8_1_01_01

CUST_137131_PI403524517	2	0.21645689	0.2674203	-0.01805973	-0.3338294	-0.37523413	0.01805973	35_38456	"Cluster: Os03g0143800 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os03g0143800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DV83	CHR5V7|COORD:6098595..6104785| KLK (KLUNKER)	AT5G18410.2	CHR03V5|COORD:2412033..2428326|protein protein PIR, putative, expressed	LOC_Os03g05020.1	 no descriptionweakly similar to ( 199)AT5G18410| Symbols: PIR, SRA1, KLK, PIR121, PIRP | KLK (KLUNKER) | chr5:6098595-6104785 REVERSEnot assigned FragX_IP 	not assigned.no ontology	35_1

CUST_73570_PI403524517	2	0.06588459	0.31886768	-0.16964722	0.07816124	-0.0863018	-0.06588459	35_21097	"Cluster: Os06g0711900 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os06g0711900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D9K5	CHR1V7|COORD:6294396..6295200| protease inhibitor/seed storage/lipid transfer protein (LTP) family protein	AT1G18280.1	CHR06V5|COORD:30112942..30114512|protein lipid binding protein, putative, expressed	LOC_Os06g49770.1	no descriptionvery weakly similar to (69.7)AT1G62790| Symbols:  | protease inhibitor/seed storage/lipid transfer protein (LTP) family protein | chr1:23256034-23257146 FORWARDAAI_LTSS	misc.protease inhibitor/seed storage/lipid transfer protein (LTP) family protein	26_21

CUST_8737_PI404877155	2	-0.04645443	0.92191315	0.04645443	-0.20407772	-0.2739668	0.067056656	Contig26036_at	ABC transporter family protein [Arabidopsis thaliana]	NP_200978.1	ABC transporter family protein	At5g61700.1	protein probable ABC-type transport protein T23J7.100 - Arabidopsis thaliana	Os02g11960	ABC transporter family protein, ABC family transporter, Entamoeba histolytica, EMBL:EH058	transport.ABC transporters and multidrug resistance systems	34_16

CUST_173403_PI403524517	2	0.11208677	0.03042841	-0.03042841	0.32059717	-0.10422945	-0.39129066	35_48282	"Cluster: Putative prolyl endopeptidase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative prolyl endopeptidase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q658B2	CHR1V7|COORD:28576081..28579746| prolyl oligopeptidase	AT1G76140.1	CHR01V5|COORD:434415..445939|protein prolyl endopeptidase, putative, expressed	LOC_Os01g01830.1	no descriptionweakly similar to ( 144)AT1G76140| Symbols:  | prolyl oligopeptidase | chr1:28576081-28579746 FORWARDnot assigned COG1505 Peptidase_S9	protein.degradation	29_5

CUST_136751_PI403524517	2	0.19664478	-0.14575195	-0.019059181	0.040233612	-0.118579865	0.019059181	35_38349	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6AU54	"CHR4V7|COORD:9567065..9569932| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G28770.1); similar to hypothetical protein [Capsella rubella]"	AT4G17000.1	CHR03V5|COORD:31884082..31881521|protein expressed protein	LOC_Os03g56070.1	no description	not assigned.unknown	35_2

CUST_134012_PI403524517	2	0.27012253	-0.026474953	0.0137043	-0.013703346	-0.08211422	0.21757221	35_37610	"Cluster: Hypothetical protein P0700F06.21; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0700F06.21 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6K681		0	CHR02V5|COORD:33718795..33716274|protein F-box domain containing protein, expressed	LOC_Os02g55050.1	no description	not assigned.unknown	35_2

CUST_67038_PI403524517	2	0.0056152344	-0.61037636	-0.044039726	0.15643692	-0.0056142807	0.047169685	35_19146	"Cluster: ABC transporter family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: ABC transporter family protein, expressed - Oryza sativa (j"	UniRef90_Q10MA7	CHR5V7|COORD:467267..469039| ATNAP9 (Non-intrinsic ABC protein 9)	AT5G02270.1	CHR03V5|COORD:11374815..11377828|protein ATP-dependent transporter YFL028C, putative, expressed	LOC_Os03g20170.1	no descriptionmoderately similar to ( 472)AT5G02270| Symbols: ATNAP9 | ATNAP9 (Non-intrinsic ABC protein 9) | chr5:467267-469039 REVERSEvery weakly similar to (62.0)MDR_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG4586 CcmA ABC_cobalt_CbiO_domain1 ABC_DR_subfamily_A ABC_tran CbiO ABC_NatA_like COG1123 ABC_ATPase FepC NatA ABC_Carb_Solutes_like ABC_subfamily_A ABC_NikE_OppD_transporters DppF COG3638 ABC_NatA_sodium_exporter Uup ZnuC ABC_MJ0796_Lo1CDE_FtsE ABC_Iron-Siderophores_B12_Hemin ABCC_MRP_Like ModF MalK CydD ABC_DrrA SalX SunT CydC ABC_Metallic_Cations MglA ABC_Class3 DppD ABC_PhnC_transporter ABC_cobalt_CbiO_domain2 ABCC_MsbA ABC_NrtD_SsuB_transporters ABC_MalK_N PotA TauB araG OpuBA ABC_OpuCA_Osmoprotection ABC_drug_resistance_like AbcC ABC_CcmA_heme_exporter ABC_MetN_methionine_transporter COG3845 ModC PRK11174 CcmA MdlB AppF PRK11160 ABCC_bacteriocin_exporters ABC_ModC_molybdenum_transporter ABC_Carb_Monos_I ABCG_EPDR artP ABC_putative_ATPase ABC_ModC_like ArtP CeuD modC PhnK CysA ABC_BcrA_bacitracin_resist COG4172 ABCF_EF-3 ABC_KpsT_Wzt ABCC_Protease_Secretion ThiQ ABC_FtsE_transporter PRK11176 SapF ABC_Org_Solvent_Resistant GlnQ ABC_PotA_N FtsE ABC_Mj1267_LivG_branched PRK10575 PRK11000 ABCC_Hemolysin phnK Ttg2A ABCC_ATM1_transporter LivG btuD PhnL ABC_ThiQ_thiamine_transporter COG4178 LivF ABC_CysA_sulfate_importer ABCC_cytochrome_bd glnQ ABCG_White PRK10535 ABC_PstB_phosphate_transporter TauB ABCC_TAP COG4152 ABCC_MRP_domain2 ABC_TM1139_LivF_branched ABC_MTABC3_MDL1_MDL2 fecE COG4619 PRK11819 potA PRK10418 TagH ABCC_MRP_domain1 COG1245 PvdE PRK10938 ugpC PRK11147 ABC_RNaseL_inhibitor_domain2 PRK10762 ABC_PDR_domain1 COG4181 PRK10789 tauB PhnK ABC_HisP_GlnQ_permeases PRK10851 ABCC_Glucan_exporter_like PstB COG4674 PRK10247 potG PRK09700 ArpD ABC_PDR_domain2 ProV SapD PRK10419 ABCC_NFT1 oppD PRK10253 fbpC COG2401 metN PRK10522 dppF thiQ PRK09984	transport.ABC transporters and multidrug resistance systems	34_16

CUST_19413_PI404877155	2	-0.33228493	-0.09714222	0.5008564	0.25032043	-0.04513073	0.04513073	rbags16i08_s_at	putative calreticulin [Oryza sativa (japonica cultivar-group)] dbj|BAC06263.1| putative calreticulin [Oryza sativa (japonica cultivar-group)	NP_915149.1	calreticulin 3 (CRT3)	At1g08450.1	protein calreticulin 3	Os05g43170	NONE	signalling.calcium	30_3

CUST_8827_PI404877155	2	0.12470436	0.031666756	-0.14763069	-0.12250042	-0.031666756	0.14739227	Contig26366_at	putative potasium transporter [Oryza sativa (japonica cultivar-group)]	CAD21002.1	potassium transporter family protein	At1g31120.1	protein potassium uptake protein	Os08g10550	"potassium transporter family protein, similar to HAK2 (Hordeum vulgare) GI:7108599, potassium transporter (Arabidopsis thaliana) gi:2654088:gb:AAB87687; KUP/HAK/KT Transporter family member, PMID:11500563; contains Pfam profile PF02705: K+ potassium trans"	transport.potassium	34_15

CUST_15115_PI404877155	2	0.024093628	0.17150879	-0.15480423	-0.024092674	-0.076107025	0.056365967	Contig8986_at	putative AT-Hook DNA-binding protein [Oryza sativa (japonica cultivar-group)] gb|AAP55117.1| putative AT-Hook DNA-binding protein [Oryza sat	NP_922830.1	DNA-binding family protein / AT-hook protein 1 (AHP1)	At2g33620.1	protein putative AT-Hook DNA-binding protein	Os10g42230	putative AT-Hook DNA-binding protein	RNA.regulation of transcription.putative DNA-binding protein	27_3_67

CUST_104889_PI403524517	2	-0.049580574	0.28742313	0.08257961	-0.013917923	-0.29316807	0.013917923	35_29885	Rep: 10A19I.11 protein - Oryza sativa (Rice)	UniRef90_Q9XHV5	CHR1V7|COORD:7314327..7319869| adhesin-related	AT1G20970.1	CHR05V5|COORD:28780789..28787794|protein AUL1, putative, expressed	LOC_Os05g50370.1	no description	not assigned.unknown	35_2

CUST_61708_PI403524517	2	0.03237915	0.08215332	-0.03225708	-0.042024612	0.026773453	-0.026773453	35_17607	"Cluster: Leucine zipper protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Leucine zipper protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7X6I9	"CHR3V7|COORD:10989207..10991019| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G12760.1); similar to Protein of unknown function DUF298 [Medicago"	AT3G28970.1	CHR07V5|COORD:26166374..26161940|protein expressed protein	LOC_Os07g43720.1	"no descriptionweakly similar to ( 194)AT3G28970| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G12760.1); similar to Protein of unknown function DUF298 [Medicago truncatula] (GB:ABE80372.1); contains InterPro domain Protein of unknown function DUF298; (InterPro:IPR005176) | chr3:10989207-10991019 REVERSEnot assigned DUF298"	not assigned.unknown	35_2

CUST_723_PI403524517	2	0.14060974	0.10300541	0.014613152	-0.014614105	-0.029186249	-0.01899147	35_190	"Cluster: Os01g0757900 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0757900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JJ66	CHR1V7|COORD:6142863..6145887| ABC transporter family protein	AT1G17840.1	CHR01V5|COORD:32166484..32163022|protein haloacid dehalogenase-like hydrolase domain-containing protein 1A, putative, expressed	LOC_Os01g55310.1	no descriptionvery weakly similar to (67.4)AT1G17840| Symbols:  | ABC transporter family protein | chr1:6142863-6145887 FORWARDvery weakly similar to (61.6)UGDH_SOYBNUDP-glucose 6-dehydrogenase - Glycine max (Soybean)not assigned not assigned not assigned ABCG_EPDR ABCG_White CcmA ABC_drug_resistance_like ABC_tran ABC_DR_subfamily_A ABC_PDR_domain2	transport.ABC transporters and multidrug resistance systems	34_16

CUST_148714_PI403524517	2	0.013712883	-1.1690936	0.039996147	-0.10615444	0.026594162	-0.013712883	35_41604	"Cluster: Putative ribosomal protein L35A; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ribosomal protein L35A - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6I608	CHR1V7|COORD:2168651..2169702| 60S ribosomal protein L35a (RPL35aA)	AT1G07070.1	CHR05V5|COORD:27612037..27614253|protein 60S ribosomal protein L33-B, putative, expressed	LOC_Os05g48310.2	no descriptionweakly similar to ( 185)AT1G07070| Symbols:  | 60S ribosomal protein L35a (RPL35aA) | chr1:2168651-2169702 FORWARDnot assigned Ribosomal_L35Ae COG2451 PRK04337	protein.synthesis.misc ribososomal protein	29_2_2

CUST_117157_PI403524517	2	0.20794106	0.23019218	-0.067162514	-0.11729908	-0.07489586	0.067162514	35_33201	0	0		0	CHR10V5|COORD:21905568..21897937|protein ubiquitin-protein ligase, putative, expressed	LOC_Os10g41360.1	no description	not assigned.unknown	35_2

CUST_5080_PI404877155	2	0.03683853	-1.0283813	0.021196365	0.030824661	-0.021197319	-0.026723862	Contig1650_at	phosphoglucomutase [Triticum aestivum]	CAC85913.1	phosphoglucomutase, cytoplasmic, putative / glucose phosphomutase, putative	At1g70730.1	protein phosphoglucomutase	Os03g50480	phosphoglucomutase	glycolysis.PGM	4_02

CUST_12317_PI403524517	2	0.04323578	0.17050552	-0.19669628	-0.043234825	-0.26703072	0.04586506	35_3511	"Cluster: Putative carnitine/acylcarnitine translocase; n=2; Oryza sativa|Rep: Putative carnitine/acylcarnitine translocase - Oryza sativa (Rice)"	UniRef90_Q9AYL3	"CHR5V7|COORD:19006006..19007037| BOU (A BOUT DE SOUFFLE); binding"	AT5G46800.1	CHR10V5|COORD:22450615..22445264|protein mitochondrial carnitine/acylcarnitine carrier-like protein, putative, expressed	LOC_Os10g42299.2	" no descriptionmoderately similar to ( 387)AT5G46800| Symbols: BOU | BOU (A BOUT DE SOUFFLE); binding | chr5:19006006-19007037 REVERSEvery weakly similar to (72.0)BT1_MAIZEProtein brittle-1, chloroplast precursor - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Mito_carr PRK07764 Atrophin-1 PRK07003 PRK12678 PRK12323 TT_ORF1 Extensin_2 DUF1509 Drf_FH1 Tymo_45kd_70kd Herpes_BLLF1 AF-4 APC_basic PRK05648 DUF605 Protamine_P2 PRK08853 Gag_spuma DUF1421 IER "	transport.metabolite transporters at the mitochondrial membrane	34_9

CUST_169024_PI403524517	2	0.21016645	0.94887733	0.08513117	-0.13107967	-0.4264574	-0.08513069	35_47072	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_33878_PI403524517	2	0.015609741	0.42099094	0.03164959	-0.17376041	-0.015609741	-0.051568985	35_9765	"Cluster: Hypothetical protein OJ1531_B07.16; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1531_B07.16 - Oryza sativa (japonica cultiv"	UniRef90_Q69NG1	0	0	CHR09V5|COORD:20742395..20740993|protein hypothetical protein	LOC_Os09g36000.1	no description	not assigned.unknown	35_2

CUST_2846_PI403524517	2	-0.19173717	0.024238586	0.047270775	-0.051303864	-0.02423954	0.23138618	35_779	"Cluster: Transmembrane amino acid transporter protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Transmembrane amino acid transporter protein - Oryza sat"	UniRef90_Q53LH2	"CHR1V7|COORD:29080095..29082146| AAP3 (amino acid permease 3); amino acid permease"	AT1G77380.1	CHR11V5|COORD:4795016..4797215|protein amino acid carrier, putative, expressed	LOC_Os11g09020.1	"no descriptionmoderately similar to ( 216)AT5G49630| Symbols: AAP6 | AAP6 (AMINO ACID PERMEASE 6); amino acid permease | chr5:20159907-20163667 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Aa_trans"	transport.amino acids	34_3

CUST_46534_PI403524517	2	0.2518325	0.067956924	0.0343318	-0.0343318	-0.6157217	-0.43962336	35_13329	Rep: HAT dimerisation - Medicago truncatula (Barrel medic)	UniRef90_Q1SV01	CHR1V7|COORD:6657251..6659560| hAT dimerisation domain-containing protein	AT1G19260.1	CHR11V5|COORD:22843324..22840926|protein HAT dimerisation protein, putative	LOC_Os11g39200.1	no descriptionvery weakly similar to (89.4)AT1G19260| Symbols:  | hAT dimerisation domain-containing protein | chr1:6657251-6659560 REVERSE	not assigned.no ontology	35_1

CUST_18133_PI403524517	2	0.014469147	0.20724201	-0.0131082535	-0.09445572	-0.10137844	0.0131082535	35_5237	"Cluster: Os07g0577300 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os07g0577300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D572	CHR3|COORD:4425281..4428186| glycosyl hydrolase family 17 protein, similar to beta-1,3-glucanase GI:15150341 from (Camellia sinensis)	AT3G13560.2	CHR07V5|COORD:23342395..23347029|protein glucan endo-1,3-beta-glucosidase 4 precursor, putative, expressed	LOC_Os07g38930.1	 no descriptionmoderately similar to ( 484)AT3G13560| Symbols:  | glycosyl hydrolase family 17 protein | chr3:4425491-4427291 REVERSEmoderately similar to ( 245)E13B_WHEATGlucan endo-1,3-beta-glucosidase precursor - Triticum aestivum (Wheat)Glyco_hydro_17 X8 	misc.beta 1,3 glucan hydrolases	26_4

CUST_70447_PI403524517	2	-0.41646194	0.017529488	-0.73016644	-0.017528534	0.20075321	0.3299141	35_20178	"Cluster: Serine/threonine-protein kinase SAPK5; n=3; Oryza sativa|Rep: Serine/threonine-protein kinase SAPK5 - Oryza sativa (Rice)"	UniRef90_Q7XKA8	CHR1V7|COORD:22443063..22445561| SNRK2-10/SNRK2.10/SRK2B (SNF1-RELATED PROTEIN KINASE 2.10, SUCROSE NONFERMENTING 1-RELATED PROTEIN KINASE	AT1G60940.2	CHR04V5|COORD:35125261..35127167|protein serine/threonine-protein kinase SAPK5, putative, expressed	LOC_Os04g59450.3	" no descriptionweakly similar to ( 106)AT1G10940| Symbols: ASK1, SNRK2-4, SNRK2.4, SRK2A | ASK1 (ARABIDOPSIS SERINE/THREONINE KINASE 1); kinase | chr1:3656050-3658170 REVERSEweakly similar to ( 154)SAPK5_ORYSAnot assigned not assigned not assigned not assigned not assigned "	protein.postranslational modification	29_4

CUST_64_PI403524517	2	-0.12158108	-0.4855957	0.121580124	0.44803333	0.64749146	-0.13350582	35_16	Rep: PZE40 protein - Hordeum vulgare (Barley)	UniRef90_Q06804	CHR5V7|COORD:506753..507162| MT2B (METALLOTHIONEIN 2B)	AT5G02380.1	CHR05V5|COORD:583802..584913|protein metallothionein-like protein type 2, putative, expressed	LOC_Os05g02070.3	no descriptionnot assigned not assigned not assigned not assigned Metallothio_2 PRK07764 PRK12323 PRK07003 PRK05648 FAP Protamine_P1 PRK12678 Atrophin-1	metal handling.binding, chelation and storage	15_2

CUST_68922_PI403524517	2	-0.023474693	0.7533655	0.008971214	-0.102012634	-0.008972168	0.0122823715	35_19720	"Cluster: Pyruvate dehydrogenase E1 component beta subunit, putative, expressed; n=5; Spermatophyta|Rep: Pyruvate dehydrogenase E1 component beta subunit, putati"	UniRef90_Q10G39	CHR2V7|COORD:14576035..14577923| transketolase family protein	AT2G34590.1	CHR12V5|COORD:26166582..26170025|protein pyruvate dehydrogenase E1 component subunit beta, putative, expressed	LOC_Os12g42230.1	"no descriptionhighly similar to ( 531)AT1G30120| Symbols: PDH-E1 BETA | PDH-E1 BETA (PYRUVATE DEHYDROGENASE E1 BETA); pyruvate dehydrogenase (acetyl-transferring) | chr1:10584334-10586461 REVERSEmoderately similar to ( 407)ODPB_MESVIPyruvate dehydrogenase E1 component subunit beta - Mesostigma viridenot assigned not assigned odpB AcoB PRK09212 PRK11892 Transket_pyr Transketolase_C COG3958 Dxs PRK05444 PRK12571 PRK12315"	lipid metabolism.FA synthesis and FA elongation.pyruvate DH	11_1_31

CUST_23871_PI399408534	2	-0.092326164	0.28360653	0.07908058	-0.0070123672	-0.07368851	0.007013321	35_3506	"Cluster: GRAS family transcription factor containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: GRAS family transcription factor"	UniRef90_Q2QNA3	CHR2V7|COORD:15799701..15801857| scarecrow-like transcription factor 9 (SCL9)	AT2G37650.1	CHR12V5|COORD:23601128..23604134|protein chitin-inducible gibberellin-responsive protein 1, putative, expressed	LOC_Os12g38490.1	no descriptionmoderately similar to ( 438)AT2G37650| Symbols:  | scarecrow-like transcription factor 9 (SCL9) | chr2:15799701-15801857 FORWARDmoderately similar to ( 212)CIGR1_ORYSAGRAS	RNA.regulation of transcription.GRAS transcription factor family	27_3_21

CUST_112138_PI403524517	2	0.22386742	0.5469532	-0.0196352	-0.21746254	-0.20847988	0.019634724	35_31840	"Cluster: Hypothetical protein OJ1756_H07.26; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1756_H07.26 - Oryza sativa (japonica cultiv"	UniRef90_Q6K8B1	CHR1V7|COORD:23241239..23242177| invertase/pectin methylesterase inhibitor family protein	AT1G62760.1	CHR02V5|COORD:10862860..10861340|protein F-box domain containing protein, expressed	LOC_Os02g18640.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07003 PRK12323 PRK07764 Tymo_45kd_70kd Atrophin-1	not assigned.unknown	35_2

CUST_70869_PI403524517	2	0.17388344	-0.3759308	-0.12881088	0.097426414	-0.025597572	0.025597572	35_20307	"Cluster: Os05g0373400 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0373400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DIP2	CHR4V7|COORD:1376612..1379275| RNA-binding protein, putative	AT4G03110.1	CHR05V5|COORD:17914062..17919871|protein ribonucleoprotein, putative, expressed	LOC_Os05g30980.2	 no descriptionmoderately similar to ( 201)AT4G03110| Symbols:  | RNA-binding protein, putative | chr4:1376710-1379275 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned RRM COG0724 RRM_1 	RNA.RNA binding	27_4

CUST_26674_PI399408534	2	-0.036483765	0.32318115	-0.07979393	0.014359474	0.12147331	-0.014360428	35_31626	"Cluster: DRE binding factor 2; n=2; Oryza sativa (japonica cultivar-group)|Rep: DRE binding factor 2 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XZP8	CHR1V7|COORD:7836234..7837019| AP2 domain-containing transcription factor, putative	AT1G22190.1	CHR09V5|COORD:12215432..12217345|protein DRE binding factor 1, putative, expressed	LOC_Os09g20350.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 Extensin_2 Tymo_45kd_70kd PRK07764 DUF566	RNA.regulation of transcription.AP2/EREBP, APETALA2/Ethylene-responsive element binding protein family	27_3_3

CUST_154461_PI403524517	2	0.08525658	-0.0021362305	0.010009766	-0.03205204	0.0021371841	-0.070510864	35_43162	"Cluster: 60S ribosomal protein L5-1; n=4; Oryza sativa|Rep: 60S ribosomal protein L5-1 - Oryza sativa (Rice)"	UniRef90_P49625	"CHR3V7|COORD:9270810..9272564| ATL5 (A. THALIANA RIBOSOMAL PROTEIN L5); structural constituent of ribosome"	AT3G25520.1	CHR01V5|COORD:39295131..39298047|protein 60S ribosomal protein L5-2, putative, expressed	LOC_Os01g67126.2	no descriptionvery weakly similar to (79.3)AT5G39740| Symbols:  | 60S ribosomal protein L5 (RPL5B) | chr5:15920593-15922413 FORWARDvery weakly similar to (85.5)RL52_ORYSAnot assigned	protein.synthesis.misc ribososomal protein	29_2_2

CUST_97196_PI403524517	2	0.13691902	0.26302814	0.004637718	-0.036852837	-0.0046367645	-0.01134491	35_27760	"Cluster: Uncharacterised protein family containing protein, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Uncharacterised protein family"	UniRef90_Q10L09	"CHR5V7|COORD:612626..613478| similar to Uncharacterised protein family containing protein, expressed [Oryza sativa (japonica cultivar-group)] (GB:ABF96102.1);"	AT5G02710.1	CHR03V5|COORD:14129295..14132487|protein expressed protein	LOC_Os03g24844.1	" no descriptionweakly similar to ( 127)AT5G02710| Symbols:  | similar to Uncharacterised protein family containing protein, expressed [Oryza sativa (japonica cultivar-group)] (GB:ABF96102.1); similar to Os03g0363400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001050164.1); contains InterPro domain Protein of unknown function UPF0153; (InterPro:IPR005358) | chr5:612626-613478 FORWARDUPF0153 "	not assigned.unknown	35_2

CUST_80200_PI403524517	2	-0.13740349	0.33908558	0.18643284	-0.023241043	0.023241043	-0.08444977	35_22998	"Cluster: Hypothetical protein P0453H04.39-1; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0453H04.39-1 - Oryza sativa (japonica cultiv"	UniRef90_Q67UP9	CHR4V7|COORD:15406691..15408595| protein phosphatase 2C, putative / PP2C, putative	AT4G31860.1	CHR06V5|COORD:26668595..26664148|protein protein phosphatase type-2C, putative, expressed	LOC_Os06g44210.1	 no descriptionmoderately similar to ( 375)AT4G31860| Symbols:  | protein phosphatase 2C, putative / PP2C, putative | chr4:15406691-15408595 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned PP2Cc PP2Cc PP2C PTC1 	protein.postranslational modification	29_4

CUST_33834_PI403524517	2	-0.20087624	0.03169918	0.06319237	0.043785095	-0.03169918	-0.08202362	35_9754	"Cluster: CBS domain-containing protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: CBS domain-containing protein, putative, expressed"	UniRef90_Q2RA11	CHR3V7|COORD:19645844..19647514| CBS domain-containing protein / octicosapeptide/Phox/Bemp1 (PB1) domain-containing protein	AT3G52950.1	CHR11V5|COORD:3419913..3414438|protein CBS domain containing protein, expressed	LOC_Os11g06930.1	no descriptionmoderately similar to ( 330)AT3G52950| Symbols:  | CBS domain-containing protein / octicosapeptide/Phox/Bemp1 (PB1) domain-containing protein | chr3:19645844-19647514 FORWARDCBS_pair_CAP-ED_DUF294_PBI_assoc CBS_pair_CAP-ED_DUF294_PBI_assoc2 CBS_pair_9 CBS_pair_10 CBS_pair CBS_pair_KpsF_GutQ_assoc CBS PB1 PB1 CBS_pair_PAS_GGDEF_DUF1_assoc COG0517 CBS_pair_11 CBS_pair_3 CBS_pair_NTP_transferase_assoc CBS_pair_15	not assigned.no ontology	35_1

CUST_42598_PI403524517	2	0.06564617	-0.4389391	-0.26782703	0.13241959	0.0959034	-0.065647125	35_12238	Rep: Extensin - Volvox carteri	UniRef90_Q41645	CHR5V7|COORD:23551169..23556691| actin binding	AT5G58160.1	CHR08V5|COORD:18119155..18124723|protein mitochondrial carrier protein CGI-69, putative, expressed	LOC_Os08g29720.2	no description	not assigned.unknown	35_2

CUST_27720_PI403524517	2	0.23136139	0.15954447	0.09843874	-0.16324472	-0.09843874	-0.14664316	35_8015	"Cluster: Putative cysteine proteinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative cysteine proteinase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ZHP9	"CHR4V7|COORD:16810534..16811880| XCP1 (XYLEM CYSTEINE PEPTIDASE 1); cysteine-type peptidase"	AT4G35350.1	CHR02V5|COORD:29661874..29663793|protein xylem cysteine proteinase 2 precursor, putative, expressed	LOC_Os02g48450.1	"no descriptionweakly similar to ( 175)AT4G35350| Symbols: XCP1 | XCP1 (XYLEM CYSTEINE PEPTIDASE 1); cysteine-type peptidase | chr4:16810534-16811583 FORWARDweakly similar to ( 142)ORYB_ORYSAnot assigned not assigned not assigned Peptidase_C1 Peptidase_C1A Pept_C1 Peptidase_C1A_CathepsinB Peptidase_C1A_CathepsinC Peptidase_C1 Peptidase_C1A_CathepsinX"	protein.degradation.cysteine protease	29_5_3

CUST_57729_PI403524517	2	0.29390526	-0.037523746	-0.64283276	-0.25830936	0.38174295	0.037523746	35_16460	"Cluster: Putative terminal flower 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative terminal flower 1 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q656A5	"CHR1V7|COORD:6228042..6230103| E12A11; phosphatidylethanolamine binding"	AT1G18100.1	CHR06V5|COORD:17541483..17538925|protein OsMFT1 - Rice MFT-Like1 homogous to Arabidopsis Mother of FT and TFL1 gene, expressed	LOC_Os06g30370.1	"no descriptionmoderately similar to ( 226)AT1G18100| Symbols: E12A11 | E12A11; phosphatidylethanolamine binding | chr1:6228042-6230103 REVERSEweakly similar to ( 157)CET1_TOBACCEN-like protein 1 - Nicotiana tabacum (Common tobacco)not assigned RKIP PBP PEBP_RKIP COG1881 PRK12323"	development.unspecified	33_99

CUST_101_PI403524517	2	0.014857292	-0.050527573	0.10898018	0.011044502	-0.052669525	-0.011043549	35_26	Rep: Osr40g2 protein - Oryza sativa (Rice)	UniRef90_O24212	CHR2V7|COORD:16310505..16312414| hydroxyproline-rich glycoprotein family protein	AT2G39050.1	CHR07V5|COORD:29002524..29004559|protein expressed protein	LOC_Os07g48490.4	no descriptionweakly similar to ( 196)AT2G39050| Symbols:  | hydroxyproline-rich glycoprotein family protein | chr2:16310505-16312414 FORWARDHerpes_BLLF1 PRK07003	not assigned.no ontology.hydroxyproline rich proteins	35_1_41

CUST_152051_PI403524517	2	0.30334568	-0.338511	-0.01849699	0.018496513	-0.10516834	0.19143343	35_42506	Rep: Os07g0173500 protein - Oryza sativa (japonica cultivar-group)	UniRef90_Q0D8A3	CHR1V7|COORD:12370265..12371445| 40S ribosomal protein S18 (RPS18B)	AT1G34030.1	CHR07V5|COORD:3870434..3873376|protein 40S ribosomal protein S18, putative, expressed	LOC_Os07g07709.1	"no descriptionmoderately similar to ( 207)AT4G09800| Symbols: RPS18C | RPS18C (S18 RIBOSOMAL PROTEIN); structural constituent of ribosome | chr4:6173815-6174960 FORWARDweakly similar to ( 172)RS18_CHLRE40S ribosomal protein S18 - Chlamydomonas reinhardtiinot assigned rps13p Ribosomal_S13 RpsM rpsM"	protein.synthesis.misc ribososomal protein	29_2_2

CUST_57872_PI403524517	2	-0.01758957	0.15190792	-0.067892075	0.007540703	-0.0014801025	0.0014810562	35_16498	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53LT9	CHR1|COORD:24245411..24248651| expressed protein	AT1G65270.1	CHR11V5|COORD:8978418..8982926|protein expressed protein	LOC_Os11g16320.1	"no descriptionmoderately similar to ( 279)AT1G65270| Symbols:  | similar to Unknown (protein for IMAGE:6863324) [Xenopus laevis] (GB:AAH84304.1); similar to Unknown (protein for IMAGE:8320811) [Xenopus laevis] (GB:AAI24845.1); similar to Os11g0264600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001067654.1) | chr1:24245518-24248167 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Atrophin-1 PRK12323 PRK07764 GRASP55_65 PRK07003 DUF1421 Tymo_45kd_70kd Drf_FH1 DUF605"	not assigned.unknown	35_2

CUST_21467_PI403524517	2	-0.011958122	0.18257809	0.056898117	-0.1479826	-0.08243561	0.011958122	35_6231	"Cluster: Os07g0639900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0639900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D491	CHR5V7|COORD:23988759..23989955| thymidylate kinase family protein	AT5G59440.1	CHR07V5|COORD:26631991..26629637|protein thymidylate kinase, putative, expressed	LOC_Os07g44630.2	no descriptionmoderately similar to ( 270)AT5G59440| Symbols:  | thymidylate kinase family protein | chr5:23988623-23989955 FORWARDnot assigned Thymidylate_kin Tmk tdk TMPK PRK07933	nucleotide metabolism.phosphotransfer and pyrophosphatases.thymidylate kinase	23_4_4

CUST_24406_PI403524517	2	-0.14087296	0.04275036	-0.04275036	0.1696024	0.19362545	-0.16903782	35_7084	Rep: Expressed protein - Oryza sativa (japonica cultivar-group)	UniRef90_Q33AQ5	0	0	CHR10V5|COORD:4523655..4524230|protein expressed protein	LOC_Os10g08780.1	no description	not assigned.unknown	35_2

CUST_177813_PI403524517	2	0.09242725	0.32740402	-3.414154E-4	3.4236908E-4	-0.07293892	-0.0045900345	35_49458	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_135204_PI403524517	2	-0.07548237	0.35645676	-0.038879395	-0.047545433	0.03887844	0.54142284	35_37929	"Cluster: Putative anthocyanidin synthase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative anthocyanidin synthase - Oryza sativa (japonica cultivar-gro"	UniRef90_Q9XIW9	CHR4V7|COORD:9226315..9227252| oxidoreductase, 2OG-Fe(II) oxygenase family protein	AT4G16330.1	CHR06V5|COORD:3144467..3146619|protein flavonol synthase/flavanone 3-hydroxylase, putative, expressed	LOC_Os06g06720.1	 no descriptionvery weakly similar to (56.2)AT4G16330| Symbols:  | oxidoreductase, 2OG-Fe(II) oxygenase family protein | chr4:9226315-9227252 REVERSE	secondary metabolism.flavonoids.dihydroflavonols	16_8_3

CUST_3828_PI403524517	2	-0.009824753	0.15027428	0.14191723	-0.11882782	0.009824753	-0.16135883	35_1050	"Cluster: Methylenetetrahydrofolate reductase 1; n=4; Poaceae|Rep: Methylenetetrahydrofolate reductase 1 - Zea mays (Maize)"	UniRef90_Q9SE94	"CHR2V7|COORD:18269377..18272261| MTHFR2 (METHYLENETETRAHYDROFOLATE REDUCTASE 2); methylenetetrahydrofolate reductase (NADPH)"	AT2G44160.1	CHR03V5|COORD:34112270..34106735|protein methylenetetrahydrofolate reductase, putative, expressed	LOC_Os03g60090.2	"no descriptionvery weakly similar to (89.7)AT2G44160| Symbols: MTHFR2 | MTHFR2 (METHYLENETETRAHYDROFOLATE REDUCTASE 2); methylenetetrahydrofolate reductase (NADPH) | chr2:18269377-18272261 FORWARDvery weakly similar to (89.4)MTHR_ORYSAnot assigned"	C1-metabolism	25

CUST_102759_PI403524517	2	-0.07755852	-0.8685341	-0.2438221	0.077557564	0.19828987	0.099990845	35_29307	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_2278_PI403524517	2	-0.18697691	0.25574875	0.9891968	-0.6957817	0.18697643	-0.7003617	35_615	"Cluster: Type 1 non specific lipid transfer protein precursor; n=3; Triticum aestivum|Rep: Type 1 non specific lipid transfer protein precursor - Triticum"	UniRef90_Q2PCB9	"CHR5V7|COORD:23946277..23946718| LTP3 (LIPID TRANSFER PROTEIN 3); lipid binding"	AT5G59320.1	CHR12V5|COORD:726800..727700|protein nonspecific lipid-transfer protein 4 precursor, putative, expressed	LOC_Os12g02300.1	"no descriptionvery weakly similar to (96.3)AT5G59320| Symbols: LTP3 | LTP3 (LIPID TRANSFER PROTEIN 3); lipid binding | chr5:23946277-23946718 FORWARDweakly similar to ( 144)NLTP3_ORYSAnsLTP1 Tryp_alpha_amyl AAI_LTSS AAI"	lipid metabolism.lipid transfer proteins etc	11_6

CUST_64327_PI403524517	2	0.18123722	-0.89975023	-0.14783859	0.06790447	0.0819273	-0.06790447	35_18365	"Cluster: Putative pentatricopeptide (PPR) repeat-containing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative pentatricopeptide (PPR)"	UniRef90_Q6Z4H7	CHR1V7|COORD:21943533..21945449| pentatricopeptide (PPR) repeat-containing protein	AT1G59720.1	CHR07V5|COORD:4934199..4936212|protein pentatricopeptide repeat protein PPR986-12, putative, expressed	LOC_Os07g09370.1	no descriptionmoderately similar to ( 387)AT1G59720| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr1:21943533-21945449 REVERSEvery weakly similar to (50.8)RF1_ORYSA	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_163560_PI403524517	2	0.1268568	0.0066189766	-0.0066184998	0.19123554	-0.13706684	-0.15156174	35_45608	"Cluster: Os01g0786900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0786900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JIN9	CHR5V7|COORD:22251203..22254030| AtATG18f (Arabidopsis thaliana homolog of yeast autophagy 18 (ATG18) f)	AT5G54730.1	CHR01V5|COORD:33701745..33695538|protein expressed protein	LOC_Os01g57720.3	no descriptionvery weakly similar to (63.2)AT5G54730| Symbols: AtATG18f | AtATG18f (Arabidopsis thaliana homolog of yeast autophagy 18 (ATG18) f) | chr5:22251203-22254030 REVERSE	not assigned.unknown	35_2

CUST_26891_PI403524517	2	-0.065488815	0.36612225	0.06548786	-0.094841	0.3459425	-0.081487656	35_7791	"Cluster: PREDICTED: hypothetical protein, partial; n=1; Macaca mulatta|Rep: PREDICTED: hypothetical protein, partial - Macaca mulatta"	UniRef90_UPI0000D9F74E	"CHR3V7|COORD:10807368..10809606| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G28840.1); similar to putative lipoprotein [Burkholderia"	AT3G28780.1	CHR06V5|COORD:26713869..26716573|protein fibroin heavy chain precursor, putative, expressed	LOC_Os06g44280.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_112752_PI403524517	2	0.369092	0.29932117	0.20207596	-0.3318529	-0.7624817	-0.20207596	35_32004	"Cluster: Putative DNA repair protein RAD51; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative DNA repair protein RAD51 - Oryza sativa (japonica cultivar"	UniRef90_Q60F40	"CHR2V7|COORD:12244129..12246163| ATRAD51B/RAD51B; recombinase"	AT2G28560.1	CHR05V5|COORD:1168681..1164116|protein DNA repair protein RAD51 homolog 2, putative, expressed	LOC_Os05g03050.1	 no descriptionvery weakly similar to (95.5)AT2G28560| Symbols: ATRAD51B, RAD51B | ATRAD51B/RAD51B | chr2:12243953-12246163 REVERSEnot assigned not assigned not assigned Rad51_DMC1_radA recA_like radA RecA radB 	DNA.repair	28_2

CUST_155124_PI403524517	2	0.19390583	0.35964775	0.08590174	-0.11998463	-0.18362331	-0.085902214	35_43334	"Cluster: Putative F-box protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative F-box protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q84PX1	CHR2V7|COORD:616087..617273| ATPP2-B8 (Phloem protein 2-B8)	AT2G02340.1	CHR08V5|COORD:2912328..2914937|protein phloem-specific lectin, putative, expressed	LOC_Os08g05480.1	no descriptionweakly similar to ( 115)AT2G02340| Symbols: ATPP2-B8 | ATPP2-B8 (Phloem protein 2-B8) | chr2:616087-617273 REVERSEnot assigned not assigned not assigned	cell.organisation	31_1

CUST_61926_PI403524517	2	-0.13841915	-0.0010557175	0.0010557175	0.10930252	0.024191856	-0.10970783	35_17667	"Cluster: Putative DnaJ-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative DnaJ-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q9FTT4	CHR4V7|COORD:14073316..14075097| DNAJ heat shock family protein	AT4G28480.1	CHR01V5|COORD:7709161..7714533|protein dnaJ protein homolog 1, putative, expressed	LOC_Os01g13760.1	no descriptionmoderately similar to ( 412)AT2G20560| Symbols:  | DNAJ heat shock family protein | chr2:8855434-8856896 REVERSEweakly similar to ( 108)DNJH_CUCSADnaJ protein homolog - Cucumis sativus (Cucumber)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DnaJ PRK10767 DnaJ CbpA PRK10266 DnaJ DnaJ_C SEC63 djlA ZUO1	stress.abiotic.heat	20_2_1

CUST_56187_PI403524517	2	-0.11853409	0.7181225	-0.34428787	0.08053112	-0.080532074	0.09276867	35_15993	"Cluster: Hypothetical protein B1097D05.32; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1097D05.32 - Oryza sativa (japonica cultivar-g"	UniRef90_Q8LJ71	"CHR5V7|COORD:3877976..3879484| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G29780.1); similar to Os01g0582600 [Oryza sativa (japonica"	AT5G12010.1	CHR01V5|COORD:22931366..22933651|protein expressed protein	LOC_Os01g40070.1	"no descriptionhighly similar to ( 535)AT5G12010| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G29780.1); similar to Os01g0582600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001043414.1); similar to Os05g0593000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001056499.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD72250.1) | chr5:3877976-3879484 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07764 APC_basic PRK07003 Atrophin-1 Tymo_45kd_70kd Herpes_BLLF1 PRK12323"	not assigned.unknown	35_2

CUST_84302_PI403524517	2	0.17907238	-0.24185371	-0.06246853	-0.06161785	0.06161785	0.11729622	35_24157	"Cluster: Tubby protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Tubby protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ETL2	"CHR1V7|COORD:5511893..5513773| AtTLP8 (TUBBY LIKE PROTEIN 8); transcription factor"	AT1G16070.1	CHR02V5|COORD:4415057..4412799|protein tub family protein, expressed	LOC_Os02g08310.1	no descriptionweakly similar to ( 153)AT1G16070| Symbols: AtTLP8 | AtTLP8 (TUBBY LIKE PROTEIN 8) | chr1:5511893-5513773 REVERSEnot assigned not assigned Tub	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_19749_PI399408534	2	0.026979446	-0.04603958	0.025556564	-0.06891918	-0.024112701	0.024113655	35_26941	Rep: H0723C07.10 protein - Oryza sativa (Rice)	UniRef90_Q259N3	CHR1V7|COORD:28911846..28916219| zinc finger protein (PRAF1) / regulator of chromosome condensation (RCC1) family protein	AT1G76950.1	CHR04V5|COORD:34855845..34848213|protein ran GTPase binding protein, putative, expressed	LOC_Os04g58960.1	no descriptionweakly similar to ( 148)AT1G76950| Symbols:  | zinc finger protein (PRAF1) / regulator of chromosome condensation (RCC1) family protein | chr1:28911846-28916219 FORWARDDZC	RNA.regulation of transcription.unclassified	27_3_99

CUST_11013_PI403524517	2	0.13223648	0.2673378	-0.006910324	-0.05513668	0.006911278	-0.047676086	35_3113	"Cluster: Pherophorin-dz1 protein precursor; n=1; Volvox carteri f. nagariensis|Rep: Pherophorin-dz1 protein precursor - Volvox carteri f. nagariensis"	UniRef90_Q8L685	CHR4V7|COORD:7758606..7760888| leucine-rich repeat family protein / extensin family protein	AT4G13340.1	CHR02V5|COORD:9479608..9484114|protein transposon protein, putative, CACTA, En/Spm sub-class	LOC_Os02g16590.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Extensin_2 DUF1210 Drf_FH1 PRK07764 PRK10819 DUF1421 FAP Totivirus_coat TonB PRK12323 GRP COG4371 tatB PRK06958 DUF1750 Trypan_PARP PRK05648 Harpin Amelogenin SMN Atrophin-1	not assigned.unknown	35_2

CUST_135576_PI403524517	2	0.07640648	0.558712	-0.076406	-0.14102793	-0.28204346	1.4931879	35_38027	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_20614_PI403524517	2	-0.33228207	-0.76311016	0.34486294	0.2801571	-0.10875893	0.10875988	35_5983	"Cluster: Os06g0607200 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0607200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DB29	CHR5V7|COORD:19351818..19353844| SEC14 cytosolic factor, putative / polyphosphoinositide-binding protein, putative	AT5G47730.1	CHR02V5|COORD:5604236..5609533|protein SEC14-like protein 1, putative, expressed	LOC_Os02g10650.1	 no descriptionmoderately similar to ( 414)AT5G47730| Symbols:  | SEC14 cytosolic factor, putative / polyphosphoinositide-binding protein, putative | chr5:19351818-19353384 REVERSEnot assigned not assigned SEC14 SEC14 CRAL_TRIO 	DNA.unspecified	28_99

CUST_73101_PI403524517	2	-0.6479988	0.51675034	-0.03617096	0.11232662	-0.85790586	0.036171913	35_20961	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q75GU5	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	CHR03V5|COORD:29353676..29352525|protein expressed protein	LOC_Os03g51390.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07003 PRK12678 PRK07764 APC_basic PRK04537	not assigned.unknown	35_2

CUST_168682_PI403524517	2	-0.31011963	0.1979456	0.1133976	-0.11339712	0.36519432	-0.19150925	35_46976	"Cluster: Hypothetical protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53RJ1	"CHR4V7|COORD:18410166..18410855| similar to ACD11 (ACCELERATED CELL DEATH 11) [Arabidopsis thaliana] (TAIR:AT2G34690.1); similar to Os03g0710700 [Oryza"	AT4G39670.1	CHR03V5|COORD:28606583..28604453|protein expressed protein	LOC_Os03g50280.1	"no descriptionvery weakly similar to (85.1)AT4G39670| Symbols:  | similar to ACD11 (ACCELERATED CELL DEATH 11) [Arabidopsis thaliana] (TAIR:AT2G34690.1); similar to Os03g0710700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001051050.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABF98504.1); contains domain GLYCOLIPID TRANSFER PROTEIN-RELATED (PTHR10219) | chr4:18410166-18410855 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned GLTP PRK07764 PRK12323"	not assigned.unknown	35_2

CUST_54625_PI403524517	2	-0.018265724	-0.1397171	0.117972374	0.018265724	-0.037856102	0.11358738	35_15547	"Cluster: Os12g0176500 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os12g0176500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IPQ0	"CHR1V7|COORD:7615664..7618351| EMB1968 (EMBRYO DEFECTIVE 1968); ATPase"	AT1G21690.1	CHR12V5|COORD:3872349..3876348|protein replication factor C subunit 2, putative, expressed	LOC_Os12g07720.1	"no descriptionhighly similar to ( 514)AT1G21690| Symbols: EMB1968 | EMB1968 (EMBRYO DEFECTIVE 1968); ATPase | chr1:7615664-7618351 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned rfc PRK12402 PRK04132 HolB DnaX PRK04195 PRK06305 PRK05563 PRK07133 PRK06647 MGS1 PRK06674 PRK05896 PRK07270 PRK12323 PRK08770 Rep_fac_C PRK08451 PRK08691 PRK08853 PRK09111 AAA PRK06645 PRK07994 PRK09112 PRK05648 PRK07003 PRK06872 PRK05564 PRK07399 PRK07764 AAA PRK07471 PRK08058 AAA Rad17 PRK05707 ruvB RuvB CDC6 PRK06090"	DNA.synthesis/chromatin structure	28_1

CUST_4859_PI403524517	2	0.1477356	0.013720512	-0.013720512	-0.05869007	0.60308933	-0.026224136	35_1341	"Cluster: Ice recrystallization inhibition protein 1 precursor; n=1; Triticum aestivum|Rep: Ice recrystallization inhibition protein 1 precursor - Triticum aesti"	UniRef90_Q56B90	CHR1V7|COORD:5901162..5903432| leucine-rich repeat family protein	AT1G17250.1	CHR07V5|COORD:423169..426822|protein phytosulfokine receptor precursor, putative, expressed	LOC_Os07g01710.1	 no descriptionvery weakly similar to (66.2)AT5G53890| Symbols:  | leucine-rich repeat transmembrane protein kinase, putative | chr5:21894461-21897571 FORWARDvery weakly similar to (60.1)PGIP1_ORYSAnot assigned not assigned 	stress.biotic	20_1

CUST_30136_PI403524517	2	-0.06872654	0.38374615	0.14502907	-0.036465645	0.03646469	-0.063928604	35_8696	"Cluster: OSJNBb0017I01.18 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBb0017I01.18 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XKD6	"CHR4V7|COORD:11542573..11544286| similar to Os04g0680300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001054285.1); similar to hypothetical protein"	AT4G21720.1	CHR04V5|COORD:34517028..34514531|protein expressed protein	LOC_Os04g58380.1	"no descriptionweakly similar to ( 169)AT4G21720| Symbols:  | similar to Os04g0680300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001054285.1); similar to hypothetical protein TTHERM_00059270 [Tetrahymena thermophila SB210] (GB:XP_001007659.1) | chr4:11542573-11544286 FORWARD"	not assigned.unknown	35_2

CUST_68633_PI403524517	2	-0.031866074	0.24259663	5.970001E-4	0.0665226	-5.970001E-4	-0.0834713	35_19631	"Cluster: Myb-like DNA-binding domain, SHAQKYF class family protein, expressed; n=5; Oryza sativa (japonica cultivar-group)|Rep: Myb-like DNA-binding domain,"	UniRef90_Q10FV1	CHR5V7|COORD:1434827..1437195| short-chain dehydrogenase/reductase (SDR) family protein	AT5G04900.1	CHR03V5|COORD:25479421..25471909|protein short-chain dehydrogenase/reductase SDR, putative, expressed	LOC_Os03g45194.1	no descriptionmoderately similar to ( 446)AT5G04900| Symbols:  | short-chain dehydrogenase/reductase (SDR) family protein | chr5:1434827-1437195 FORWARDvery weakly similar to (89.7)SDR1_PICABShort-chain type dehydrogenase/reductase - Picea abies (Norway spruce) (Picea excelsa)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DltE FabG COG4221 PRK12826 fabG PRK07326 PRK07856 fabG fabG PRK12829 PRK07479 PRK07109 fabG PRK05855 PRK07825 PRK08324 PRK07478 PRK12939 PRK06181 PRK08936 PRK06484 PRK12429 PRK07831 fabG PRK06346 PRK07454 PRK07062 fabG PRK07201 PRK09242 PRK09072 PRK08213 PRK12937 PRK07067 fabG PRK06124 PRK07814 PRK06841 PRK08063 PRK10538 PRK08220 PRK06138 PRK08251 fabG PRK07035 PRK06172 adh_short PRK05650 PRK05867 PRK06949 DltE PRK07890 PRK07063 PRK06180 PRK06139 PRK06113 PRK07097 PRK12827 PRK08085 PRK06200 PRK08267 PRK08264 PRK06398 PRK06179 PRK06057 PRK12384 PRK08263 PRK12743 PRK06947 PRK05872 PRK07523 fabG benD PRK07069 PRK06482 PRK05866 PRK07074 PRK07775 fabG PRK12936 PRK08277 PRK12828 PRK06194 PRK07774 PRK07024 PRK06182 PRK09186 PRK06123 fabG PRK06198 PRK06101 PRK07677 PRK07576 PRK06500 PRK07102 PRK08278 PRK05876 PRK12824 PRK06125 PRK05875 PRK07060 PRK06935 PRK09135 PRK12481 PRK08226 PRK08589 PRK08643 fabG PRK12745 fabG PRK06523 PRK12935 PRK07041 PRK08340 PRK08219 PRK06128 PRK05693 fabG PRK12748 PRK08416 PRK06914 PRK06171 PRK07832 PRK06114 PRK12747 PRK07985 PRK08265 PRK12742 PRK09730 COG1086 PRK08993 PRK08945 PRK09291 PRK08177 Polysacc_synt_2 PRK06924 PRK07577 PRK07023	misc.short chain dehydrogenase/reductase (SDR)	26_22

CUST_13475_PI404877155	2	0.105246544	0.06475067	0.20926285	-0.2766056	-0.064751625	-0.065463066	Contig7208_at	Putative abscisic acid-induced protein - rice [Oryza sativa (japonica cultivar-group)] gb|AAN05334.1| Putative abscisic acid-induced protein	NP_912581.1	calcium-binding RD20 protein (RD20)	At2g33380.1	protein Caleosin related protein, putative	Os03g12230	Putative abscisic acid-induced protein - rice	signalling.calcium	30_3

CUST_158791_PI403524517	2	-0.1793871	0.04372406	-0.04372406	0.047427177	0.21374989	-0.05757904	35_44325	0	0	"CHR1V7|COORD:4070158..4072392| LRX1 (LEUCINE-RICH REPEAT/EXTENSIN 1); protein binding / structural constituent of cell wall"	AT1G12040.1	0	0	no description	not assigned.unknown	35_2

CUST_92183_PI403524517	2	-0.92331505	0.18386364	-0.18386364	0.92579174	-0.39355564	0.2897911	35_26359	"Cluster: Monosaccharide transporter 6; n=2; Oryza sativa (japonica cultivar-group)|Rep: Monosaccharide transporter 6 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6VEF1	0	0	CHR07V5|COORD:22354112..22351400|protein sugar carrier protein C, putative, expressed	LOC_Os07g37320.1	no description	not assigned.unknown	35_2

CUST_130480_PI403524517	2	-0.018921852	0.018921375	-0.15719795	0.6207142	-0.08880806	0.16573572	35_36642	"Cluster: Hypothetical protein OJ1393_A07.4; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1393_A07.4 - Oryza sativa (japonica cultivar"	UniRef90_Q6L594	CHR1V7|COORD:637401..638603| similar to hypothetical protein MtrDRAFT_AC161032g9v1 [Medicago truncatula] (GB:ABE85046.1)	AT1G02870.1	CHR05V5|COORD:17552334..17550003|protein expressed protein	LOC_Os05g30420.1	no descriptionvery weakly similar to (58.2)AT1G02870| Symbols:  | similar to hypothetical protein MtrDRAFT_AC161032g9v1 [Medicago truncatula] (GB:ABE85046.1) | chr1:637401-638603 REVERSEnot assigned Nop16	not assigned.unknown	35_2

CUST_16650_PI404877155	2	-0.0070762634	0.13713455	0.0070762634	-0.13842964	-0.18033218	0.06236458	HD07C21r_at	Enolase (2-phosphoglycerate dehydratase) (2-phospho-D-glycerate hydro-lyase) (OSE1)	Q42971	15328160|enolase	At2g36530.1	protein enolase	Os06g04510	2.3_cis2 his2-zincfinger   T00498 MBP-1 (2)	glycolysis.enolase	4_12

CUST_14445_PI399408534	2	0.040807247	-0.26358986	-0.040807724	0.32868862	-0.66952705	1.774127	35_22732	"Cluster: PHD finger protein-like; n=3; Oryza sativa (japonica cultivar-group)|Rep: PHD finger protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69T47	CHR1V7|COORD:29258694..29265084| PHD finger family protein	AT1G77800.1	CHR06V5|COORD:5583374..5574869|protein C1-like domain containing protein, expressed	LOC_Os06g10690.1	no descriptionmoderately similar to ( 241)AT1G77800| Symbols:  | PHD finger family protein | chr1:29258694-29265084 FORWARDnot assigned not assigned not assigned not assigned COG5141	RNA.regulation of transcription.SET-domain transcriptional regulator family	27_3_69

CUST_62565_PI403524517	2	0.028522491	-0.028522491	0.13322544	-0.055776596	0.10986233	-0.07639027	35_17840	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_17000_PI403524517	2	0.039320946	-0.3413906	-0.0044927597	0.032269478	0.004491806	-0.15832043	35_4912	"Cluster: Putative ribosomal protein I; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative ribosomal protein I - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7EYE3	CHR3|COORD:283697..285744| ribosomal protein L13 family protein, similar to putative ribosomal protein L13 GB:AAC07691 (Aquifex aeolicus)	AT3G01790.2	CHR05V5|COORD:8683310..8676820|protein 50S ribosomal protein L13, putative, expressed	LOC_Os05g15370.1	 no descriptionweakly similar to ( 119)AT3G01790| Symbols:  | ribosomal protein L13 family protein | chr3:283887-285590 REVERSEvery weakly similar to (55.1)RK13_SPIOL50S ribosomal protein L13, chloroplast precursor - Spinacia oleracea (Spinach)not assigned not assigned rplM Ribosomal_L13 RplM Ribosomal_L13 	protein.synthesis.mito/plastid ribosomal protein.plastid	29_2_1_1

CUST_67922_PI403524517	2	-0.020176888	0.8156252	0.020176888	-0.19774914	-0.12524128	0.036292076	35_19406	0	0	0	0	CHR12V5|COORD:19334544..19337666|protein transposon protein, putative, CACTA, En/Spm sub-class	LOC_Os12g32110.1	no description	not assigned.unknown	35_2

CUST_163332_PI403524517	2	0.13644552	0.26165438	0.08809996	-0.15180922	-0.08809996	-0.10436869	35_45548	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_112421_PI403524517	2	-0.050987244	-0.12458038	-0.009208679	0.23050785	0.26633167	0.009208679	35_31915	Rep: VMP3 protein - Volvox carteri f. nagariensis	UniRef90_Q948Y7	CHR1V7|COORD:25812961..25813793| AGP19/ATAGP19 (ARABINOGALACTAN-PROTEIN 19)	AT1G68725.1	CHR05V5|COORD:16606063..16610081|protein expressed protein	LOC_Os05g28500.1	no description	not assigned.unknown	35_2

CUST_24526_PI403524517	2	-0.99713373	-1.2827902	1.0257959	0.7350321	1.0468216	-0.7350321	35_7118	"Cluster: Os09g0555800 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0555800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IZQ6	CHR1V7|COORD:7548747..7550510| AMP-binding protein, putative	AT1G21540.1	CHR09V5|COORD:22084416..22082159|protein acyl-activating enzyme 11, putative, expressed	LOC_Os09g38350.1	 no descriptionvery weakly similar to (71.6)AT1G21540| Symbols:  | AMP-binding protein, putative | chr1:7548747-7550510 REVERSEnot assigned not assigned not assigned PRK08162 CaiC PRK08315 PRK07770 PRK08316 PRK12583 PRK08314 PRK08276 PRK07656 PRK03640 Acs PRK07008 PRK07514 PRK06839 PRK07788 PRK06178 PRK07684 PRK07470 PRK07529 PRK09089 PRK06087 PRK06187 PRK06018 	lipid metabolism.FA synthesis and FA elongation.acyl coa ligase	11_1_8

CUST_75733_PI403524517	2	-1.109786	-1.3753119	0.14813519	0.50674343	0.15891838	-0.14813519	35_21709	"Cluster: Putative phosphatidylglycerol specific phospholipase C; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative phosphatidylglycerol specific phospho"	UniRef90_Q8RYK2	CHR2V7|COORD:11464195..11466433| phosphoesterase family protein	AT2G26870.1	CHR01V5|COORD:42394637..42390030|protein hydrolase, acting on ester bonds, putative, expressed	LOC_Os01g72520.1	no descriptionweakly similar to ( 160)AT2G26870| Symbols:  | phosphoesterase family protein | chr2:11464195-11466433 REVERSE	not assigned.no ontology	35_1

CUST_30321_PI403524517	2	-0.23855114	0.67022276	0.029368877	-0.010411739	0.010411739	-0.46579933	35_8754	"Cluster: Nuclear inhibitor of PP1-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Nuclear inhibitor of PP1-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8H4Y5	CHR5V7|COORD:19368622..19369805| forkhead-associated domain-containing protein / FHA domain-containing protein	AT5G47790.1	CHR08V5|COORD:14195291..14188413|protein FHA domain containing protein, expressed	LOC_Os08g23680.3	no descriptionmoderately similar to ( 233)AT5G47790| Symbols:  | forkhead-associated domain-containing protein / FHA domain-containing protein | chr5:19368622-19369805 FORWARDnot assigned not assigned not assigned FHA FHA FHA COG1716	not assigned.no ontology	35_1

CUST_14876_PI403524517	2	-0.0072784424	-0.03659439	0.007279396	-0.05120182	0.03130436	0.049423218	35_4286	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QTR5	"CHR3V7|COORD:17927453..17931084| similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABA97481.1); similar to Os12g0285500 [Oryza sativa"	AT3G48380.1	CHR12V5|COORD:10845553..10853694|protein expressed protein	LOC_Os12g18760.1	"no descriptionhighly similar to ( 597)AT3G48380| Symbols:  | similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABA97481.1); similar to Os12g0285500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001066585.1); contains InterPro domain Protein of unknown function DUF1671; (InterPro:IPR012462) | chr3:17927453-17931084 FORWARDnot assigned Peptidase_C78 PRK12678"	not assigned.unknown	35_2

CUST_2135_PI403524517	2	-0.5327997	0.31500053	0.21994686	-0.06807518	0.068076134	-0.119628906	35_565	"Cluster: Protein translation factor SUI1 homolog; n=7; Poaceae|Rep: Protein translation factor SUI1 homolog - Zea mays (Maize)"	UniRef90_P56330	CHR1V7|COORD:20272377..20273057| eukaryotic translation initiation factor SUI1, putative	AT1G54290.1	CHR07V5|COORD:20733653..20731452|protein protein translation factor SUI1, putative, expressed	LOC_Os07g34589.3	 no descriptionweakly similar to ( 182)AT1G54290| Symbols:  | eukaryotic translation initiation factor SUI1, putative | chr1:20272377-20273057 REVERSEweakly similar to ( 199)SUI1_MAIZEProtein translation factor SUI1 homolog - Zea mays (Maize)not assigned SUI1_eIF1 SUI1 SUI1 	protein.synthesis.initiation	29_2_3

CUST_51796_PI403524517	2	-0.19356346	-0.63347626	-0.1959238	0.72803116	0.19356346	0.22037125	35_14762	"Cluster: OSJNBa0033G05.15 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0033G05.15 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XTE4	CHR4V7|COORD:8646193..8650082| protease inhibitor/seed storage/lipid transfer protein (LTP) family protein	AT4G15160.1	CHR06V5|COORD:26226107..26227760|protein 36.4 kDa proline-rich protein, putative, expressed	LOC_Os06g43600.1	no descriptionvery weakly similar to (52.4)AT3G22142| Symbols:  | Encodes a Protease inhibitor/seed storage/LTP family protein | chr3:7803611-7808053 REVERSEnot assigned HPS_like Tryp_alpha_amyl PRK12323	misc.protease inhibitor/seed storage/lipid transfer protein (LTP) family protein	26_21

CUST_5305_PI403524517	2	-0.015136719	-0.048392296	0.015136719	-0.023945808	0.25308228	0.07134819	35_1465	Rep: OSIGBa0118P15.1 protein - Oryza sativa (Rice)	UniRef90_Q01KL0	CHR5V7|COORD:23235618..23237890| aldose 1-epimerase family protein	AT5G57330.1	CHR04V5|COORD:30214120..30219285|protein apospory-associated protein C, putative, expressed	LOC_Os04g51390.2	no descriptionmoderately similar to ( 486)AT5G57330| Symbols:  | aldose 1-epimerase family protein | chr5:23235618-23237890 FORWARDnot assigned COG0676 Aldose_epim GalM	minor CHO metabolism.others	3_5

CUST_10234_PI404877155	2	0.08243656	-0.66181946	-0.21732903	0.18889236	0.016030312	-0.016030312	Contig3961_at	68 kDa protein HP68 [Triticum aestivum]	AAL26702.1	RNase L inhibitor protein, putative	At4g19210.1	protein ABC transporter, putative	Os11g34350	NONE	RNA.transcription	27_2

CUST_168481_PI403524517	2	-0.44757843	0.31456804	-0.052954674	0.21481895	0.052954197	-0.15916824	35_46920	"Cluster: OSJNBb0006L01.5 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBb0006L01.5 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7F9U3	"CHR5V7|COORD:17470884..17472339| ETFBETA; electron carrier"	AT5G43430.1	CHR04V5|COORD:5620495..5616753|protein electron transfer flavoprotein beta-subunit, putative, expressed	LOC_Os04g10400.1	"no descriptionweakly similar to ( 186)AT5G43430| Symbols: ETFBETA | ETFBETA; electron carrier | chr5:17471059-17472339 FORWARDnot assigned FixA ETF_beta ETF ETF PRK03359 PRK12342"	mitochondrial electron transport / ATP synthesis.electron transfer flavoprotein	9_3

CUST_20945_PI403524517	2	0.19351816	-1.2919636	-0.297091	0.16421318	0.0107655525	-0.0107655525	35_6080	"Cluster: Putative ATP-binding-cassette protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ATP-binding-cassette protein - Oryza sativa (japonica"	UniRef90_Q9ARU4	CHR2|COORD:154554..158181| ABC transporter family protein	AT2G01320.1	CHR01V5|COORD:1227309..1219707|protein ABC-2 type transporter family protein, expressed	LOC_Os01g03144.1	no descriptionmoderately similar to ( 486)AT2G01320| Symbols:  | ABC transporter family protein | chr2:154668-158062 REVERSEvery weakly similar to (89.4)PDR15_ORYSAnot assigned not assigned ABC2_membrane COG0842	transport.ABC transporters and multidrug resistance systems	34_16

CUST_16977_PI403524517	2	-0.47498417	-0.46619987	-0.04810047	0.3445301	0.25015736	0.048099518	35_4906	"Cluster: Putative glucose-6-phosphate/phosphate-translocator; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative glucose-6-phosphate/phosphate-translocat"	UniRef90_Q7F1T0	"CHR1V7|COORD:22828192..22830124| GPT2 (glucose-6-phosphate/phosphate translocator 2); antiporter/ glucose-6-phosphate transporter"	AT1G61800.1	CHR07V5|COORD:20278242..20275701|protein glucose-6-phosphate/phosphate translocator 2, chloroplast precursor, putative, expressed	LOC_Os07g33910.1	" no descriptionhighly similar to ( 504)AT1G61800| Symbols: GPT2 | GPT2 (glucose-6-phosphate/phosphate translocator 2); antiporter/ glucose-6-phosphate transporter | chr1:22828192-22830124 FORWARDmoderately similar to ( 247)TPT_PEATriose phosphate/phosphate translocator, chloroplast precursor - Pisum sativum (Garden pea)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TPT RhaT UAA DUF6 PRK12323 Tymo_45kd_70kd "	transport.metabolite transporters at the envelope membrane	34_8

CUST_23732_PI403524517	2	0.022398949	-0.22838402	0.062143326	-0.09557152	0.04889965	-0.022399902	35_6896	"Cluster: Os02g0677700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0677700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DYP5	"CHR4V7|COORD:13007117..13009391| ZFWD1 (zinc finger WD40 repeat protein 1); nucleic acid binding / zinc ion binding"	AT4G25440.1	CHR02V5|COORD:27656549..27661487|protein nucleic acid binding protein, putative, expressed	LOC_Os02g45480.2	"no descriptionweakly similar to ( 153)AT4G25440| Symbols: ZFWD1 | ZFWD1 (zinc finger WD40 repeat protein 1); nucleic acid binding / zinc ion binding | chr4:13007117-13009391 REVERSEnot assigned not assigned not assigned PRK07003"	not assigned.no ontology	35_1

CUST_13812_PI399408534	2	0.39898443	0.015810966	-0.23917198	0.07747412	-0.015810966	-0.04105568	35_40179	"Cluster: Putative nodule inception protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative nodule inception protein - Oryza sativa (japonica cultivar"	UniRef90_Q69NI4	CHR4V7|COORD:16777662..16780829| RWP-RK domain-containing protein	AT4G35270.1	CHR09V5|COORD:21735004..21740151|protein NIN-like protein 1, putative, expressed	LOC_Os09g37710.2	no descriptionvery weakly similar to (75.1)AT2G17150| Symbols:  | RWP-RK domain-containing protein | chr2:7475213-7477615 REVERSEPB1	RNA.regulation of transcription.NIN-like bZIP-related family	27_3_60

CUST_97197_PI403524517	2	0.14723206	0.24257946	0.03545952	-0.035460472	-0.2361126	-0.047872543	35_27761	"Cluster: Putative DNA binding domain containing protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Putative DNA binding domain containing protein - Oryza"	UniRef90_Q8H902	"CHR3V7|COORD:1123238..1127522| PTAC3 (PLASTID TRANSCRIPTIONALLY ACTIVE3); DNA binding"	AT3G04260.1	CHR10V5|COORD:16710651..16718242|protein DNA binding protein, putative, expressed	LOC_Os10g32540.1	"no descriptionmoderately similar to ( 382)AT3G04260| Symbols: PTAC3 | PTAC3 (PLASTID TRANSCRIPTIONALLY ACTIVE3); DNA binding | chr3:1123238-1127522 REVERSE"	DNA.synthesis/chromatin structure	28_1

CUST_163550_PI403524517	2	-0.12583923	0.043447495	0.16392803	-0.12534332	0.039162636	-0.039162636	35_45606	"Cluster: MRP-like ABC transporter; n=2; Oryza sativa (japonica cultivar-group)|Rep: MRP-like ABC transporter - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8GU62	CHR3V7|COORD:22234804..22240170| ATMRP9 (Arabidopsis thaliana multidrug resistance-associated protein 9)	AT3G60160.1	CHR04V5|COORD:29523223..29531150|protein ABC transporter family protein, expressed	LOC_Os04g49890.1	no descriptionmoderately similar to ( 289)AT3G60160| Symbols: ATMRP9 | ATMRP9 (Arabidopsis thaliana multidrug resistance-associated protein 9) | chr3:22234804-22240170 REVERSEweakly similar to ( 103)MDR_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned ABCC_MRP_domain2 ABCC_NFT1 ABCC_SUR2 MdlB ABCC_Glucan_exporter_like SunT CydD ABCC_ATM1_transporter ABCC_CFTR2 ABC_MTABC3_MDL1_MDL2 ABCC_MsbA ABCC_MRP_Like ATM1 PRK10790 PRK11174 CydC ABCC_bacteriocin_exporters PRK11176 ABCC_Hemolysin ABC_tran ABCC_TAP PRK11160 CcmA PRK10789 ABC_PstB_phosphate_transporter ABCC_Protease_Secretion COG1123 ArpD ABCC_MRP_domain1 FepC COG4178 ABC_cobalt_CbiO_domain1 CbiO AbcC ABC_NikE_OppD_transporters OpuBA ABCC_cytochrome_bd ZnuC DppF ABC_Org_Solvent_Resistant PstB YhbG ABC_MetN_methionine_transporter ABC_ATPase CysA DppD TauB Ttg2A ABC_drug_resistance_like MalK PhnK LivF ABC_ModC_like ABC_Mj1267_LivG_branched SapF ABC_TM1139_LivF_branched ABC_Class3 ABC_YhbG ABC_MJ0796_Lo1CDE_FtsE ABC_subfamily_A ABC_PhnC_transporter ABC_Carb_Solutes_like fecE ABCC_SUR1_N ABC_DR_subfamily_A PotA ABC_Iron-Siderophores_B12_Hemin ABC_OpuCA_Osmoprotection ABCC_CFTR1 MglA ABC_Metallic_Cations SalX ABC_NrtD_SsuB_transporters COG3638 FtsE ThiQ metN AppF CeuD ABC_NatA_sodium_exporter NatA ABC_Pro_Gly_Bertaine ABCG_EPDR LivG COG4674 ABC_ModC_molybdenum_transporter	transport.ABC transporters and multidrug resistance systems	34_16

CUST_94018_PI403524517	2	0.22906446	0.3475194	0.015540123	-0.015540123	-0.2901678	-0.58392	35_26880	"Cluster: Proteophosphoglycan 5; n=1; Leishmania major strain Friedlin|Rep: Proteophosphoglycan 5 - Leishmania major strain Friedlin"	UniRef90_Q4FX62	CHR5V7|COORD:21887259..21888454| plastocyanin-like domain-containing protein	AT5G53870.1	CHR07V5|COORD:120554..126329|protein potassium transporter 16, putative, expressed	LOC_Os07g01214.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned PRK07003 PRK12323 PRK07764 PRK12678 Herpes_BLLF1 MSSP PRK10856	not assigned.unknown	35_2

CUST_58016_PI403524517	2	0.07775688	-0.19819832	-0.29996777	0.25278568	0.22937107	-0.07775593	35_16542	"Cluster: 50S ribosomal protein L9, chloroplast precursor; n=1; Triticum aestivum|Rep: 50S ribosomal protein L9, chloroplast precursor - Triticum aestivum (Wheat"	UniRef90_Q8L803	"CHR3V7|COORD:16397490..16398948| RPL9 (ribosomal protein L9); structural constituent of ribosome"	AT3G44890.1	CHR02V5|COORD:35317115..35314447|protein 50S ribosomal protein L9, chloroplast precursor, putative, expressed	LOC_Os02g57670.1	" no descriptionmoderately similar to ( 223)AT3G44890| Symbols: RP19, RPL9 | RPL9 (ribosomal protein L9); structural constituent of ribosome | chr3:16397490-16398948 FORWARDmoderately similar to ( 326)RK9_WHEAT50S ribosomal protein L9, chloroplast precursor - Triticum aestivum (Wheat)not assigned not assigned not assigned rplI RplI Ribosomal_L9_C Ribosomal_L9_N "	protein.synthesis.mito/plastid ribosomal protein.plastid	29_2_1_1

CUST_14214_PI404877155	2	0.011262894	0.32901192	0.05612564	-0.011262894	-0.066913605	-0.055000305	Contig8050_at	major facilitator superfamily antiporter [Oryza sativa (japonica cultivar-group)] dbj|BAD81084.1| major facilitator superfamily antiporter [	AAN33181.1	15669835|transporter-related	At3g43790.1	protein major facilitator superfamily protein	Os01g17200	major facilitator superfamily antiporter	transport.ABC transporters and multidrug resistance systems	34_16

CUST_16924_PI403524517	2	-0.08574009	0.08824062	0.09761715	0.004842758	-0.049621582	-0.004843712	35_4888	Rep: H0418A01.7 protein - Oryza sativa (Rice)	UniRef90_Q01J61	0	0	CHR04V5|COORD:23341595..23334604|protein expressed protein	LOC_Os04g39560.3	no description	not assigned.unknown	35_2

CUST_63671_PI403524517	2	0.26680183	-0.018248558	-0.04655075	0.018248558	-0.050048828	0.4719057	35_18177	"Cluster: SnRK1-interacting protein 1, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: SnRK1-interacting protein 1, putative, expressed - O"	UniRef90_Q10AI2	"CHR5V7|COORD:19401781..19403034| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G71310.1); similar to Os03g0851500 [Oryza sativa (japonica"	AT5G47870.1	CHR03V5|COORD:35784901..35793232|protein snRK1-interacting protein 1, putative, expressed	LOC_Os03g63450.2	"no descriptionweakly similar to ( 172)AT5G47870| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G71310.1); similar to Os03g0851500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001051915.1); similar to Os09g0512800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001063645.1); similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:BAD34413.1) | chr5:19401781-19403034 REVERSEnot assigned not assigned PRK12323"	not assigned.unknown	35_2

CUST_7021_PI403524517	2	0.014253616	0.03789425	-0.05106163	-0.014253616	-0.018456459	0.060243607	35_1947	"Cluster: Serine/threonine-protein phosphatase BSL2 homolog; n=5; Magnoliophyta|Rep: Serine/threonine-protein phosphatase BSL2 homolog - Oryza sativa (Rice)"	UniRef90_Q2QM47	CHR2V7|COORD:11637266..11643260| kelch repeat-containing serine/threonine phosphoesterase family protein	AT2G27210.1	CHR12V5|COORD:26282197..26273157|protein serine/threonine-protein phosphatase BSL2, putative, expressed	LOC_Os12g42310.1	no descriptionhighly similar to ( 887)AT2G27210| Symbols:  | kelch repeat-containing serine/threonine phosphoesterase family protein | chr2:11637266-11643260 FORWARDhighly similar to ( 972)BSL2_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned PP2Ac PP2Ac Metallophos ApaH	protein.postranslational modification	29_4

CUST_7483_PI399408534	2	0.006341934	0.14822006	0.04382038	-0.093738556	-0.006341934	-0.1605835	35_23476	"Cluster: RabGAP/TBC domain-containing protein, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: RabGAP/TBC domain-containing protein, putat"	UniRef90_Q2R4C2	CHR1V7|COORD:1359086..1361843| RabGAP/TBC domain-containing protein	AT1G04830.1	CHR11V5|COORD:16273175..16278556|protein TBC domain containing protein, expressed	LOC_Os11g28990.1	no descriptionmoderately similar to ( 308)AT4G13730| Symbols:  | RabGAP/TBC domain-containing protein | chr4:7970295-7973897 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TBC COG5210 TBC	signalling.G-proteins	30_5

CUST_16117_PI403524517	2	-0.010767937	-0.2628317	0.07259655	0.3281541	-0.102396965	0.01076746	35_4649	"Cluster: Os01g0216500 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0216500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JPL4	CHR1V7|COORD:10051214..10053059| lipase, putative	AT1G28600.1	CHR01V5|COORD:6361830..6363959|protein GDSL-like Lipase/Acylhydrolase family protein, expressed	LOC_Os01g11760.1	no descriptionmoderately similar to ( 327)AT1G28600| Symbols:  | carboxylic ester hydrolase | chr1:10051590-10053059 REVERSEweakly similar to ( 174)EST_HEVBREsterase precursor - Hevea brasiliensis (Para rubber tree)SGNH_plant_lipase_like fatty_acyltransferase_like COG3240 Triacylglycerol_lipase_like	misc.GDSL-motif lipase	26_28

CUST_23026_PI403524517	2	0.08575535	0.00946331	0.08855438	-0.22561836	-0.009462357	-0.18302631	35_6692	"Cluster: Probable signal recognition particle 43 kDa protein, chloroplast precursor; n=3; Oryza sativa|Rep: Probable signal recognition particle 43 kDa protein,"	UniRef90_Q8LSQ2	"CHR2V7|COORD:19479851..19480972| CAO (CHAOS); chromatin binding"	AT2G47450.1	CHR03V5|COORD:1797181..1795856|protein CAO, putative, expressed	LOC_Os03g03990.1	"no descriptionvery weakly similar to (75.9)AT2G47450| Symbols: CAO | CAO (CHAOS); chromatin binding | chr2:19479851-19480972 FORWARDweakly similar to ( 194)SR43C_ORYSAnot assigned"	protein.targeting.chloroplast	29_3_3

CUST_169186_PI403524517	2	0.2646594	0.060770035	0.08249378	-0.6443677	-0.13232994	-0.06077051	35_47120	"Cluster: Nodulin-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Nodulin-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8H613	CHR1V7|COORD:30283116..30285139| nodulin family protein	AT1G80530.1	CHR06V5|COORD:3936230..3933040|protein nodulin-like protein, putative, expressed	LOC_Os06g08110.1	no descriptionweakly similar to ( 139)AT1G80530| Symbols:  | nodulin family protein | chr1:30283116-30285139 REVERSENodulin-like	development.unspecified	33_99

CUST_8862_PI403524517	2	0.082211494	-0.12333679	0.04796791	0.01843834	-0.05132866	-0.018439293	35_2484	"Cluster: CAX-interacting protein 4 (CAXIP4)-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: CAX-interacting protein 4 (CAXIP4)-like - Oryza sativa (japon"	UniRef90_Q69K05	"CHR2V7|COORD:12423069..12424067| CXIP4 (CAX INTERACTING PROTEIN 4); nucleic acid binding / zinc ion binding"	AT2G28910.1	CHR09V5|COORD:455236..456840|protein CXIP4, putative, expressed	LOC_Os09g01640.1	"no descriptionweakly similar to ( 157)AT2G28910| Symbols: CXIP4 | CXIP4 (CAX INTERACTING PROTEIN 4); nucleic acid binding / zinc ion binding | chr2:12423069-12424067 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12678 TT_ORF1 PRK07764 Caldesmon PRK12323 DUF1777 PRK07003 PRK10819 Atrophin-1 DAG1 TFIIF_alpha PRK10905 Extensin_2 IER TonB DMP1 Tymo_45kd_70kd DUF1421 YL1 APC_basic FAP VirB10"	transport.calcium	34_21

CUST_60533_PI403524517	2	-0.22467327	-0.04989052	0.2936535	0.36725426	-0.548996	0.049889565	35_17257	"Cluster: Putative phosphodiesterase family; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative phosphodiesterase family - Oryza sativa (japonica"	UniRef90_Q6AUZ6	CHR5V7|COORD:2575153..2576771| glycerophosphoryl diester phosphodiesterase family protein	AT5G08030.1	CHR03V5|COORD:22570495..22574162|protein glycerophosphoryl diester phosphodiesterase precursor, putative, expressed	LOC_Os03g40670.1	no descriptionhighly similar to ( 523)AT5G08030| Symbols:  | glycerophosphoryl diester phosphodiesterase family protein | chr5:2575153-2576771 REVERSEnot assigned glpQ GDPD UgpQ	lipid metabolism.lipid degradation.lysophospholipases.glycerophosphodiester phosphodiesterase	11_9_3_3

CUST_15132_PI404877155	2	0.039173126	0.29162407	0.016838074	-0.029621124	-0.016838074	-0.034179688	Contig8999_at	OSJNBa0089K21.2 [Oryza sativa (japonica cultivar-group)] ref|XP_472822.1| OSJNBa0089K21.2 [Oryza sativa (japonica cultivar-group)]	CAE03048.2	small nuclear ribonucleoprotein D1, putative / snRNP core protein D1, putative / Sm protein D1, putative	At3g07590.1	protein Sm protein, putative	Os02g37430	small nuclear ribo protein Sm-D1-related protein	RNA.processing	27_1

CUST_60516_PI403524517	2	-0.06769085	-0.116083145	0.30008507	-0.30589914	0.0676918	0.7339039	35_17252	Rep: H0505F09.6 protein - Oryza sativa (Rice)	UniRef90_Q01JT5	CHR1V7|COORD:12660609..12663531| monosaccharide transporter, putative	AT1G34580.1	CHR04V5|COORD:22414212..22408135|protein sugar transport protein 5, putative, expressed	LOC_Os04g38026.1	 no descriptionmoderately similar to ( 489)AT1G34580| Symbols:  | monosaccharide transporter, putative | chr1:12660609-12663531 FORWARDmoderately similar to ( 462)STC_RICCOSugar carrier protein C - Ricinus communis (Castor bean)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Sugar_tr xylE MFS_1 AraJ PRK11551 PRK03893 PRK10406 PRK10642 FucP PRK10473 PRK12307 ThiP MelB emrD PTR2 PRK09952 	transporter.sugars	34_2

CUST_157184_PI403524517	2	0.034752846	-0.20232582	0.12757874	0.3257084	-0.102259636	-0.0347538	35_43896	"Cluster: PE-PGRS family protein; n=1; Anaeromyxobacter dehalogenans 2CP-C|Rep: PE-PGRS family protein - Anaeromyxobacter dehalogenans (strain 2CP-C)"	UniRef90_Q2IIH7		0	CHR01V5|COORD:38624337..38624765|protein conserved hypothetical protein	LOC_Os01g65980.1	no description	not assigned.unknown	35_2

CUST_91344_PI403524517	2	0.38188696	0.12294531	-0.06130123	0.06130123	-0.0680933	-0.1774354	35_26119	"Cluster: Hypothetical protein OSJNBa0094J08.13; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0094J08.13 - Oryza sativa (japonica"	UniRef90_Q84TV6	CHR2V7|COORD:18571231..18574707| structural constituent of nuclear pore	AT2G45000.1	CHR03V5|COORD:34237482..34239065|protein hypothetical protein	LOC_Os03g60310.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF1668 Herpes_BLLF1 PRK07003 PRK12323 APC_basic Tymo_45kd_70kd	not assigned.unknown	35_2

CUST_15270_PI404877155	2	-0.03173256	0.31320763	-0.024267197	0.061883926	-0.008302689	0.008302689	Contig9131_s_at	Similar to 1-aminocyclopropane-1-carboxylate synthase (U35779) [Oryza sativa (japonica cultivar-group)]	BAA84790.1	1-aminocyclopropane-1- carboxylate synthase, putative / ACC synthase, putative	At1g62960.1	protein aminotransferase, classes I and II, putative	Os06g03990	NONE	hormone metabolism.ethylene.synthesis-degradation	17_5_1

CUST_6836_PI403524517	2	0.03916931	-0.97711086	0.009062767	-0.009062767	0.049607277	-0.07296562	35_1897	"Cluster: Hypothetical protein P0493A04.32; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0493A04.32 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6ZBZ8	CHR1V7|COORD:413619..414505| ferredoxin-related	AT1G02180.1	CHR08V5|COORD:22399637..22397198|protein expressed protein	LOC_Os08g35710.1	no descriptionweakly similar to ( 122)AT1G02180| Symbols:  | ferredoxin-related | chr1:413619-414505 REVERSE	PS.lightreaction.other electron carrier (ox/red).ferredoxin	1_1_5_2

CUST_246_PI403524517	2	0.12419891	-0.19032097	-0.0268116	0.0268116	-0.042427063	0.052446365	35_66	Rep: Thioredoxin H - Triticum aestivum (Wheat)	UniRef90_Q8GVD3	"CHR1V7|COORD:6823154..6824011| ATTRX4 (thioredoxin H-type 4); thiol-disulfide exchange intermediate"	AT1G19730.1	CHR07V5|COORD:4574534..4572545|protein thioredoxin H-type, putative, expressed	LOC_Os07g08840.1	" no descriptionweakly similar to ( 138)AT1G19730| Symbols: ATH4, ATTRX4 | ATTRX4 (thioredoxin H-type 4); thiol-disulfide exchange intermediate | chr1:6823154-6824011 REVERSEweakly similar to ( 184)TRXH_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Thioredoxin TRX_family TRX_PICOT PDI_a_family TrxA PRK10996 PDI_a_ERp46 trxA TRX_CDSP32 TRX_NTR TlpA_like_family PDI_a_ERp38 COG3118 ybbN PDI_a_PDI_a'_C PDI_a_ERdj5_C TRX_superfamily PDI_a_P5 TRX_NDPK TxlA PDI_a_PDIR PDI_a_ERp44 "	redox.thioredoxin	21_1

CUST_60038_PI403524517	2	0.027280807	-0.027280807	0.19485378	-0.63982105	0.07810879	-0.09228039	35_17114	"Cluster: Methylthioadenosine/S-adenosyl homocysteine nucleosidase; n=2; Oryza sativa|Rep: Methylthioadenosine/S-adenosyl homocysteine nucleosidase - Oryza sativ"	UniRef90_Q8W162	"CHR4V7|COORD:18113349..18114990| ATMTN1; catalytic/ methylthioadenosine nucleosidase"	AT4G38800.1	CHR06V5|COORD:691775..694749|protein MTA/SAH nucleosidase, putative, expressed	LOC_Os06g02220.1	"no descriptionweakly similar to ( 160)AT4G38800| Symbols: ATMTN1 | ATMTN1; catalytic/ methylthioadenosine nucleosidase | chr4:18113349-18114990 REVERSEnot assigned not assigned not assigned not assigned not assigned Pfs PRK05584 PRK07764 TT_ORF1 PNP_UDP_1"	not assigned.no ontology	35_1

CUST_43357_PI403524517	2	-0.009553432	0.009552956	0.14322233	-0.37505388	0.55832386	-0.2598753	35_12449	0	0	0	0	CHR09V5|COORD:22896708..22902150|protein beta-1,4-mannan synthase, putative, expressed	LOC_Os09g39920.1	no description	not assigned.unknown	35_2

CUST_6121_PI403524517	2	0.026603699	0.03287983	-0.026604652	-0.09760761	-0.059466362	0.1152668	35_1693	"Cluster: Putative oligouridylate binding protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative oligouridylate binding protein - Oryza sativa (japon"	UniRef90_Q6YZW2	"CHR1V7|COORD:5951835..5954818| UBP1B (OLIGOURIDYLATE BINDING PROTEIN 1B); mRNA 3'-UTR binding"	AT1G17370.1	CHR08V5|COORD:25732035..25726174|protein mRNA 3-UTR binding protein, putative, expressed	LOC_Os08g40880.1	" no descriptionmoderately similar to ( 436)AT1G17370| Symbols: UBP1B | UBP1B (OLIGOURIDYLATE BINDING PROTEIN 1B); mRNA 3'-UTR binding | chr1:5951835-5954818 REVERSEvery weakly similar to (81.6)ROC3_NICSY28 kDa ribonucleoprotein, chloroplast precursor - Nicotiana sylvestris (Wood tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG0724 RRM RRM_1 "	RNA.RNA binding	27_4

CUST_176142_PI403524517	2	-0.108884335	0.061754704	-0.13296604	0.2828536	0.18796158	-0.061754704	35_49021	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_160163_PI403524517	2	0.03180456	0.13981056	-0.2794199	0.03469324	-0.03180456	-0.21779108	35_44695	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_92657_PI403524517	2	0.12760448	-0.63549423	-0.20936775	0.053020477	-0.025954247	0.025954247	35_26492	Rep: Nitric-oxide synthase 1 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q66GP9	CHR3V7|COORD:17494180..17497234| ATNOS1/NOS1	AT3G47450.2	CHR02V5|COORD:261348..265491|protein nitric-oxide synthase, putative, expressed	LOC_Os02g01440.1	 no descriptionweakly similar to ( 154)AT3G47450| Symbols: ATNOS1, NOS1 | ATNOS1/NOS1 | chr3:17494180-17497234 REVERSEmoderately similar to ( 246)NOS_ORYSAnot assigned 	not assigned.unknown	35_2

CUST_9419_PI399408534	2	-0.009404182	0.009403229	0.10721111	-0.019893646	0.1533947	-0.068470955	35_16251	Rep: GTP-binding protein YPTM2 - Zea mays (Maize)	UniRef90_Q05737	"CHR1V7|COORD:400350..401788| ATRAB1B (Arabidopsis thaliana responsive to abscisic acid 1B); GTP binding"	AT1G02130.1	CHR01V5|COORD:4161174..4157347|protein GTP-binding protein YPTM2, putative, expressed	LOC_Os01g08450.1	" no descriptionmoderately similar to ( 365)AT1G02130| Symbols: AtRab1B, Ara-5, AtRABD2a, ARA5, ATRAB1B | ATRAB1B (Arabidopsis thaliana responsive to abscisic acid 1B); GTP binding | chr1:400350-401788 REVERSEmoderately similar to ( 372)YPTM2_MAIZEGTP-binding protein YPTM2 - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Rab1_Ypt1 Rab8_Rab10_Rab13_like RAB Ras Rab Rab35 RabA_like Rab11_like Rab18 Rab2 Rab19 Rab4 Rab3 Rab5_related Rab26 Rab30 Rab6 Rab14 Rab15 Rab7 Rab39 Rab21 Rab27A Ras_like_GTPase Rab33B_Rab33A Rab12 Rab32_Rab38 Ras RAS Rab40 COG1100 Rab9 RJL Rap_like Rab23_lke Rho Rab36_Rab34 M_R_Ras_like Rab28 RalA_RalB H_N_K_Ras_like RheB Rab24 Rap2 Rap1 RHO RabL2 Ran RSR1 RabL4 Ras2 Rit_Rin_Ric RERG_RasL11_like Rho4_like ARHI_like RhoA_like Wrch_1 Rho2 RGK Rab20 Spg1 RAN Rho3 Rac1_like Tc10 Miro Rop_like Ras_dva RhoG Rnd3_RhoE_Rho8 Arf_Arl RabL3 Rnd Arl10_like Rnd2_Rho7 Cdc42 Arf Miro1 Arfrp1 Rnd1_Rho6 Arl4_Arl7 Rhes_like Sar1 Arl5_Arl8 ARF Arf6 Arf1_5_like Arl2 ARD1 ARLTS1 Arl1 Arl3 RhoBTB RRP22 Miro2 COG2229 "	signalling.G-proteins	30_5

CUST_44895_PI403524517	2	0.08243418	0.35903692	0.41857195	-0.082434654	-0.18164301	-0.14332008	35_12874	"Cluster: Os06g0185300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0185300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DE09	CHR5V7|COORD:19853880..19855318| transferase family protein	AT5G48930.1	CHR06V5|COORD:4285709..4286891|protein anthranilate N-benzoyltransferase protein 1, putative, expressed	LOC_Os06g08610.1	no descriptionvery weakly similar to (78.2)AT5G48930| Symbols: HCT | transferase family protein | chr5:19853880-19855318 REVERSEvery weakly similar to (67.0)HCBT3_DIACAAnthranilate N-benzoyltransferase protein 3 - Dianthus caryophyllus (Carnation) (Clove pink)Transferase	secondary metabolism.phenylpropanoids.lignin biosynthesis.HCT	16_2_1_4

CUST_19288_PI404877155	2	-0.07252979	0.21460438	-0.08068657	-0.015010834	0.04593754	0.015011787	rbaal22m07_at	RNA helicase, putative [Arabidopsis thaliana] gb|AAL67014.1| putative RNA helicase [Arabidopsis thaliana]	NP_174527.2	RNA helicase, putative	At1g32490.1	protein RNA helicase, putative	Os08g24760	"EMB2733;EMBRYO DEFECTIVE 2733;RNA helicase, putative, similar to ATP-dependent RNA helicase #3 (Homo sapiens) GI:3107913; contains Pfam profiles PF04408: Helicase associated domain (HA2), PF00271: Helicase conserved C-terminal domain"	RNA.processing.RNA helicase	27_1_2

CUST_4108_PI404877155	2	0.098184586	-0.53684616	-0.3758974	-0.024794579	0.024795532	0.05208969	Contig14936_at	putative CMP-sialic acid transporter [Oryza sativa (japonica cultivar-group)]	BAC83154.1	nucleotide-sugar transporter family protein	At4g35335.1	protein CMP-sialic acid transporter-like protein	Os07g38610	"nucleotide-sugar transporter family protein, low similarity to SP:Q61420 CMP-sialic acid transporter {Mus musculus}; contains Pfam profile PF04142: Nucleotide-sugar transporter or  similar to nucleotide-sugar transporter family protein [Arabidopsis thalia"	transporter.sugars	34_2

CUST_111440_PI403524517	2	0.2231884	2.5349693	0.11989021	-0.11989021	-0.38945675	-0.51011467	35_31642	Rep: Xyloglucan endotransglycosylase - Hordeum vulgare (Barley)	UniRef90_P93671	"CHR5V7|COORD:23322281..23323610| XTR3 (XYLOGLUCAN ENDOTRANSGLYCOSYLASE 3); hydrolase, acting on glycosyl bonds"	AT5G57550.1	CHR06V5|COORD:29156885..29155427|protein xyloglucan endotransglucosylase/hydrolase protein 23 precursor, putative, expressed	LOC_Os06g48200.1	" no descriptionmoderately similar to ( 216)AT5G57550| Symbols: XTR3 | XTR3 (XYLOGLUCAN ENDOTRANSGLYCOSYLASE 3); hydrolase, acting on glycosyl bonds | chr5:23322281-23323610 REVERSEmoderately similar to ( 205)BRU1_SOYBNBrassinosteroid-regulated protein BRU1 precursor - Glycine max (Soybean)GH16_XET Glyco_hydro_16 Glyco_hydrolase_16 GH16_lichenase GH16_GPI_glucanosyltransferase "	cell wall.modification	10_7

CUST_177859_PI403524517	2	-0.015625	0.015624046	0.07769585	0.12625217	-0.018473625	-0.048754692	35_49470	"Cluster: Os05g0376400 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0376400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DIM7		0	CHR04V5|COORD:24721366..24724003|protein membrane protein, putative, expressed	LOC_Os04g42130.1	no description	not assigned.unknown	35_2

CUST_8920_PI404877155	2	0.009395599	-0.14803505	0.0070114136	0.0	-0.017995834	0.0	Contig27_s_at	ADP-ribosylation factor [Glycine max]	AAD17207.1	ADP-ribosylation factor 1 (ARF1)	At2g47170.1	protein ADP-ribosylation factor [imported] - rice	Os01g59790	5.8 kb basic protein	stress.abiotic.touch/wounding	20_2_4

CUST_45033_PI403524517	2	-0.024169922	-0.015940666	0.015939713	0.047058105	0.09910393	-0.06245613	35_12911	"Cluster: Ribosomal protein S15-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Ribosomal protein S15-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69SJ7	CHR1V7|COORD:5444491..5446266| ribosomal protein S15 family protein	AT1G15810.1	CHR02V5|COORD:34233067..34236231|protein ribosomal protein S15 containing protein, expressed	LOC_Os02g55940.1	no descriptionweakly similar to ( 169)AT1G15810| Symbols:  | ribosomal protein S15 family protein | chr1:5444491-5446266 FORWARDnot assigned Ribosomal_S15p_S13e rpsO RpsO Ribosomal_S15 S15_NS1_EPRS_RNA-bind rps15	protein.synthesis.misc ribososomal protein	29_2_2

CUST_172755_PI403524517	2	0.24827528	-0.01450634	0.2486062	0.014506817	-0.2026143	-0.26441574	35_48115	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_53157_PI403524517	2	-0.34870243	0.029729843	0.35544395	0.17479038	-0.029729843	-0.07657051	35_15132	"Cluster: UDP-D-glucuronate decarboxylase; n=1; Hordeum vulgare|Rep: UDP-D-glucuronate decarboxylase - Hordeum vulgare (Barley)"	UniRef90_Q6B6L9	"CHR3V7|COORD:23243514..23246328| UXS2 (UDP-GLUCURONIC ACID DECARBOXYLASE 2); catalytic/ dTDP-glucose 4,6-dehydratase"	AT3G62830.1	CHR05V5|COORD:17266638..17262172|protein UDP-glucuronic acid decarboxylase 1, putative, expressed	LOC_Os05g29990.1	" no descriptionhighly similar to ( 628)AT3G62830| Symbols: AUD1, ATUXS2, UXS2 | UXS2 (UDP-GLUCURONIC ACID DECARBOXYLASE 2); catalytic/ dTDP-glucose 4,6-dehydratase | chr3:23243514-23246328 FORWARDweakly similar to ( 107)GME1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned WcaG Epimerase RfbB GalE PRK10084 PRK11908 PRK08125 Gmd PRK10217 PRK10675 RfbD COG1086 PRK07003 PRK12323 PRK07764 Polysacc_synt_2 RmlD_sub_bind 3Beta_HSD NAD_binding_4 Atrophin-1 TT_ORF1 Herpes_BLLF1 Protamine_P1 PRK05648 DUF1421 HPC2 Tymo_45kd_70kd Drf_FH1 FAP HpaP COG3320 IER infB Extensin_2 PRK12678 DUF1777 DUF605 Protamine_P2 KAR9 GRASP55_65 APC_basic AF-4 DedD BASP1 rfaD PRK08853 tatB COG5373 Totivirus_coat "	cell wall.precursor synthesis.UXS	10_1_5

CUST_88040_PI403524517	2	-0.14664412	0.39158392	0.08019018	0.09057045	-0.08019018	-0.51235247	35_25204	Rep: OSIGBa0152L12.9 protein - Oryza sativa (Rice)	UniRef90_Q01JS5	CHR4|COORD:1412785..1414782| similar to coproporphyrinogen III oxidase, putative / coproporphyrinogenase, putative / coprogen oxidase,	AT4G03205.2	CHR04V5|COORD:30742528..30746427|protein coproporphyrinogen III oxidase, chloroplast precursor, putative, expressed	LOC_Os04g52130.2	" no descriptionweakly similar to ( 152)AT1G03475| Symbols: HEMF1, ATCPO-I, LIN2 | LIN2 (LESION INITIATION 2); coproporphyrinogen oxidase | chr1:869458-871176 REVERSEweakly similar to ( 151)HEM6_SOYBNCoproporphyrinogen III oxidase, chloroplast precursor - Glycine max (Soybean)not assigned not assigned not assigned not assigned Coprogen_oxidas PRK05330 HemF "	tetrapyrrole synthesis.coproporphyrinogen III oxidase	19_8

CUST_101780_PI403524517	2	0.21674442	-0.053673267	-0.06096649	0.2556796	0.053673267	-0.10296869	35_29040	"Cluster: Methionine aminopeptidase 1D, chloroplast/mitochondrial precursor; n=1; Arabidopsis thaliana|Rep: Methionine aminopeptidase 1D, chloroplast/mitochondri"	UniRef90_Q9FV50	"CHR4V7|COORD:17455169..17457079| MAP1D (METHIONINE AMINOPEPTIDASE 1D); metalloexopeptidase"	AT4G37040.1	CHR02V5|COORD:32079700..32075413|protein methionine aminopeptidase 1B, chloroplast precursor, putative, expressed	LOC_Os02g52420.3	"no descriptionweakly similar to ( 119)AT4G37040| Symbols: MAP1D | MAP1D (METHIONINE AMINOPEPTIDASE 1D); metalloexopeptidase | chr4:17455169-17457079 FORWARDnot assigned MetAP1 PRK05716 PRK12896 Map PRK12318 Peptidase_M24 PRK12897 APP_MetAP PepP"	protein.degradation.metalloprotease	29_5_7

CUST_5327_PI403524517	2	0.04791832	-0.10845089	-0.04791832	0.31983852	0.21990776	-0.18202305	35_1471	Rep: Temperature stress-induced lipocalin - Triticum aestivum (Wheat)	UniRef90_Q8S9H0	CHR5V7|COORD:23517738..23518382| lipocalin, putative	AT5G58070.1	CHR02V5|COORD:24147204..24146243|protein OsTIL-1 - Oryza sativa Temperature-induced lipocalin-1, expressed	LOC_Os02g39930.1	 no descriptionmoderately similar to ( 293)AT5G58070| Symbols:  | lipocalin, putative | chr5:23517738-23518382 REVERSEnot assigned not assigned not assigned Lipocalin_2 Blc PRK10477 	not assigned.no ontology	35_1

CUST_52452_PI403524517	2	0.2512331	-0.79192257	-0.26904774	0.15539074	0.024281502	-0.024281502	35_14945	"Cluster: Os01g0896500 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os01g0896500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JGY3	"CHR3V7|COORD:22098322..22101301| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G23060.1); similar to unknown protein [Oryza sativa (japonica"	AT3G59780.1	CHR01V5|COORD:39292980..39288157|protein rhodanese-like domain containing protein, expressed	LOC_Os01g67120.1	"no descriptionmoderately similar to ( 387)AT3G59780| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G23060.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD82172.1); similar to Os01g0896500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001045081.1); contains domain Rhodanese/Cell cycle control phosphatase (SSF52821) | chr3:22098322-22101301 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07003 Atrophin-1 Herpes_BLLF1 Tymo_45kd_70kd RHOD TT_ORF1 DUF1421"	not assigned.unknown	35_2

CUST_27674_PI403524517	2	0.199193	0.061701298	-0.061701298	-0.19951344	-0.3615365	1.5576448	35_8004	"Cluster: Os05g0447500 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0447500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DHR5	"CHR1V7|COORD:20641260..20650541| similar to Rhodopsin-like GPCR superfamily [Medicago truncatula] (GB:ABE89148.1); similar to Os05g0447500 [Oryza sativa"	AT1G55325.1	CHR05V5|COORD:21876601..21859888|protein expressed protein	LOC_Os05g37500.1	"no descriptionmoderately similar to ( 266)AT1G55325| Symbols:  | similar to Rhodopsin-like GPCR superfamily [Medicago truncatula] (GB:ABE89148.1); similar to Os05g0447500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001055694.1); contains InterPro domain TRAP240; (InterPro:IPR009401) | chr1:20641260-20650541 FORWARDnot assigned TRAP_240kDa"	not assigned.unknown	35_2

CUST_162600_PI403524517	2	-0.023302078	0.34327412	0.13576698	-0.28520012	-0.4743147	0.023302078	35_45355	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_110322_PI403524517	2	0.009712219	-0.30068398	-0.06665802	-0.009712219	0.010583878	0.10025406	35_31341	Rep: Histone H2B.4 - Zea mays (Maize)	UniRef90_P49120	CHR3V7|COORD:16924599..16925036| histone H2B, putative	AT3G46030.1	CHR01V5|COORD:36341546..36340693|protein histone H2B.4, putative, expressed	LOC_Os01g62230.1	 no descriptionweakly similar to ( 168)AT5G22880| Symbols:  | histone H2B, putative | chr5:7652133-7652570 REVERSEweakly similar to ( 173)H2B1_WHEATHistone H2B.1 - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned H2B Histone TT_ORF1 	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_96436_PI403524517	2	0.15005207	0.35438728	0.011668682	-0.011668205	-0.16292477	-0.06616306	35_27543	"Cluster: Putative t-complex protein 1 theta chain; n=4; Magnoliophyta|Rep: Putative t-complex protein 1 theta chain - Oryza sativa (japonica cultivar-group)"	UniRef90_Q653F6	CHR3V7|COORD:3732740..3736162| chaperonin, putative	AT3G11830.1	CHR06V5|COORD:28686080..28681054|protein T-complex protein 1 subunit eta, putative, expressed	LOC_Os06g47320.1	 no descriptionvery weakly similar to (66.6)AT3G11830| Symbols:  | chaperonin, putative | chr3:3732740-3736162 FORWARDnot assigned not assigned TCP1_eta chaperonin_type_I_II TCP1_delta GroL cpn60 TCP1_epsilon TCP1_alpha Cpn60_TCP1 TCP1_gamma 	protein.folding	29_6

CUST_22619_PI403524517	2	0.04291153	0.06485748	0.09101105	-0.04291153	-0.11334324	-0.08086777	35_6568	"Cluster: Hypothetical protein; n=1; Phalaenopsis aphrodite subsp. formosana|Rep: Hypothetical protein - Phalaenopsis aphrodite subsp. formosana (Moth orchid)"	UniRef90_Q3BAN7	CHRCV7|COORD:50001..50363| Encodes NADH dehydrogenase D3 subunit of the chloroplast NAD(P)H dehydrogenase complex	ATCG00440.1	0	0	 no descriptionvery weakly similar to (57.8)ATCG00440| Symbols: NDHC | Encodes NADH dehydrogenase D3 subunit of the chloroplast NAD(P)H dehydrogenase complex | chrC:50001-50363 REVERSEvery weakly similar to (66.6)NU3C_WHEATNAD(P)H-quinone oxidoreductase chain 3, chloroplast - Triticum aestivum (Wheat)ndhC 	PS.lightreaction.cyclic electron flow-chlororespiration	1_1_40

CUST_76400_PI403524517	2	0.18675804	-0.57414913	-0.03282261	-0.009570122	0.13224697	0.009570122	35_21903	"Cluster: Hypothetical protein OJ1211_G06.22; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1211_G06.22 - Oryza sativa (japonica cultiv"	UniRef90_Q6ZIT8	"CHR1V7|COORD:2805481..2808412| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G13370.1); similar to Os09g0516700 [Oryza sativa (japonica"	AT1G08760.1	CHR09V5|COORD:20133970..20127673|protein expressed protein	LOC_Os09g34110.1	" no descriptionvery weakly similar to (82.8)AT1G08760| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G13370.1); similar to Os09g0516700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001063674.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD44860.1); similar to Os08g0541500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001062388.1); contains InterPro domain Nucleic acid-binding, OB-fold; (InterPro:IPR008994); contains InterPro domain Protein of unknown function DUF936, plant; (InterPro:IPR010341) | chr1:2805481-2808412 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF936 PRK12323 PRK07764 Atrophin-1 PRK12678 PRK07003 "	not assigned.unknown	35_2

CUST_91648_PI403524517	2	0.15120125	-0.110069275	-0.0065307617	-0.021948814	0.006529808	0.15390587	35_26202	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_71144_PI403524517	2	-0.015937805	-0.32232094	-0.012817383	0.012817383	0.09793854	0.08100128	35_20380	"Cluster: Hypothetical protein OSJNBa0040M10.15; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0040M10.15 - Oryza sativa (japonica"	UniRef90_Q67W14	"CHR5V7|COORD:23207798..23208711| similar to Os06g0482200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001057653.1); contains InterPro domain"	AT5G57230.1	CHR06V5|COORD:16365465..16362081|protein expressed protein	LOC_Os06g28740.1	"no descriptionmoderately similar to ( 248)AT5G57230| Symbols:  | similar to Os06g0482200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001057653.1); contains InterPro domain Thioredoxin-like fold; (InterPro:IPR012336); contains InterPro domain Thioredoxin fold; (InterPro:IPR012335) | chr5:23207798-23208711 FORWARD"	not assigned.unknown	35_2

CUST_40669_PI403524517	2	0.36890125	0.04169464	-0.21175766	-0.041694164	-0.23663568	0.7747574	35_11697	"Cluster: Hypothetical protein; n=2; Filobasidiella neoformans|Rep: Hypothetical protein - Cryptococcus neoformans (Filobasidiella neoformans)"	UniRef90_Q5KG31	CHR1V7|COORD:11399903..11405702| actin binding	AT1G31810.1	CHR11V5|COORD:9349083..9347096|protein transposon protein, putative, CACTA, En/Spm sub-class	LOC_Os11g16890.1	no descriptionnot assigned not assigned not assigned not assigned	not assigned.unknown	35_2

CUST_85312_PI403524517	2	-0.057611465	-0.0765152	0.16010952	0.18897152	-0.117518425	0.057611465	35_24439	"Cluster: Hypothetical protein OJ1754_E06.15; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1754_E06.15 - Oryza sativa (japonica cultiv"	UniRef90_Q84TB2	"CHR3V7|COORD:19857783..19861648| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G28760.2); similar to expressed protein [Oryza sativa (japonica"	AT3G53540.1	CHR03V5|COORD:34339211..34335901|protein expressed protein	LOC_Os03g60520.1	"no descriptionvery weakly similar to (68.6)AT3G53540| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G28760.2); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABF95302.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABF95303.1); contains domain PHOSPHATIDYLINOSITOL N-ACETYLGLUCOSAMINYLTRANSFERASE SUBUNIT P (DOWN SYNDROME CRITICAL REGION PROTEIN 5)-RELATED (PTHR21726) | chr3:19857783-19861648 REVERSE"	not assigned.unknown	35_2

CUST_50390_PI403524517	2	-0.020061493	-0.32670975	0.009054184	0.052116394	0.14046478	-0.009056091	35_14376	"Cluster: Methionine synthase 2 enzyme; n=9; Poaceae|Rep: Methionine synthase 2 enzyme - Hordeum vulgare (Barley)"	UniRef90_Q4LB12	"CHR5V7|COORD:5935773..5939197| ATCIMS (COBALAMIN-INDEPENDENT METHIONINE SYNTHASE); 5-methyltetrahydropteroyltriglutamate-homocysteine"	AT5G17920.1	CHR12V5|COORD:26611356..26617873|protein 5-methyltetrahydropteroyltriglutamate--homocysteine methyltransferase, putative, expressed	LOC_Os12g42876.2	 no descriptionnearly identical (1294)AT5G17920| Symbols: ATMETS, ATMS1, ATCIMS | ATCIMS (COBALAMIN-INDEPENDENT METHIONINE SYNTHASE) | chr5:5935773-5939197 FORWARDnearly identical (1296)METE_MESCR5-methyltetrahydropteroyltriglutamate--homocysteine methyltransferase - Mesembryanthemum crystallinum (Common ice plant)not assigned not assigned not assigned PRK05222 CIMS_N_terminal_like Meth_synt_2 MetE Meth_synt_1 CIMS_C_terminal_like PRK04326 CIMS_like URO-D_CIMS_like PRK00957 PRK09121 PRK01207 PRK12323 	amino acid metabolism.synthesis.aspartate family.methionine	13_1_3_4

CUST_28367_PI403524517	2	0.040356636	0.14044666	-0.12117481	-0.21944523	0.021889687	-0.021889687	35_8198	"Cluster: Os01g0193500 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0193500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JPY3	CHR4V7|COORD:14470721..14472210| F-box family protein	AT4G29420.1	CHR01V5|COORD:5016887..5014695|protein expressed protein	LOC_Os01g09740.1	no descriptionvery weakly similar to (80.1)AT4G29420| Symbols:  | F-box family protein | chr4:14470721-14472210 REVERSE	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_32541_PI403524517	2	0.048184395	1.296997E-4	-1.296997E-4	-0.22868156	0.13453102	-0.22407436	35_9381	"Cluster: OSJNBa0058G03.7 protein; n=4; Magnoliophyta|Rep: OSJNBa0058G03.7 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7X5X9	"CHR1V7|COORD:10181226..10182485| ATS9 (19S PROTEOSOME SUBUNIT 9); binding"	AT1G29150.1	CHR04V5|COORD:21949208..21952014|protein 26S proteasome non-ATPase regulatory subunit 11, putative, expressed	LOC_Os04g36700.1	" no descriptionweakly similar to ( 197)AT1G29150| Symbols: RPN6, ATS9 | ATS9 (19S PROTEOSOME SUBUNIT 9); binding | chr1:10181226-10182485 FORWARDnot assigned RPN6 "	protein.degradation.ubiquitin.proteasom	29_5_11_20

CUST_50626_PI403524517	2	0.16564274	0.0706768	0.07731247	-0.15576744	-0.0706768	-0.16984749	35_14449	Rep: Enolase 2 - Zea mays (Maize)	UniRef90_P42895	"CHR2V7|COORD:15328160..15330865| LOS2 (Low expression of osmotically responsive genes 1); phosphopyruvate hydratase"	AT2G36530.1	CHR10V5|COORD:4410384..4405764|protein enolase, putative, expressed	LOC_Os10g08550.4	"no descriptionmoderately similar to ( 357)AT2G36530| Symbols: LOS2 | LOS2 (Low expression of osmotically responsive genes 1); phosphopyruvate hydratase | chr2:15328160-15330865 REVERSEmoderately similar to ( 400)ENO_ORYSAnot assigned enolase eno Eno Enolase_N Enolase_C PRK08350"	glycolysis.enolase	4_12

CUST_13253_PI403524517	2	0.23196697	-0.5841217	-0.0283947	0.017739296	-0.017739296	0.10555363	35_3796	"Cluster: Putative heterogeneous nuclearribonucleoprotein A2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative heterogeneous nuclearribonucleoprotein A2"	UniRef90_Q6YVH3	CHR5V7|COORD:16242711..16244651| RNA recognition motif (RRM)-containing protein	AT5G40490.1	CHR02V5|COORD:6788332..6784175|protein heterogeneous nuclear ribonucleoprotein A3, putative, expressed	LOC_Os02g12850.1	 no descriptionmoderately similar to ( 231)AT5G40490| Symbols:  | RNA recognition motif (RRM)-containing protein | chr5:16242711-16244651 FORWARDweakly similar to ( 103)ROC3_NICSY28 kDa ribonucleoprotein, chloroplast precursor - Nicotiana sylvestris (Wood tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG0724 RRM RRM_1 Extensin_2 Drf_FH1 Atrophin-1 TT_ORF1 GP38 PRK12323 FAP DUF1210 PRK05648 GRP DUF1421 	RNA.RNA binding	27_4

CUST_11050_PI404877155	2	-0.16273975	-0.20034313	0.03100872	0.028697014	0.009238243	-0.009237289	Contig4778_at	ARF GAP-like zinc finger-containing protein ZIGA2 (ZIGA2) [Arabidopsis thaliana]	NP_190939.1	ARF GAP-like zinc finger-containing protein ZIGA2 (ZIGA2)	At3g53710.1	protein Putative GTP-ase activating protein for Arf	Os03g17020	"1.1_bZIP   T00782 TAF(II) 135; human,"	signalling.G-proteins	30_5

CUST_11368_PI404877155	2	0.052034378	-0.22319126	0.0018224716	-0.030400276	-0.0018224716	0.052034378	Contig5040_at	putative ATP citrate lyase [Oryza sativa (japonica cultivar-group)] dbj|BAB67865.1| putative ATP citrate lyase a-subunit [Oryza sativa (japo	NP_914078.1	ATP-citrate synthase, putative / ATP-citrate (pro-S-)-lyase, putative / citrate cleavage enzyme, putative	At3g06650.1	protein CoA-ligase, putative	Os01g19450	"ATP-citrate synthase, putative / ATP-citrate (pro-S-)-lyase, putative / citrate cleavage enzyme, putative, strong similarity to ATP:citrate lyase (Capsicum annuum) GI:13160653; contains Pfam profiles PF00549: CoA-ligase, PF02629: CoA binding domain"	TCA / org. transformation.other organic acid transformaitons.atp-citrate lyase	8_2_11

CUST_19536_PI404877155	2	-0.0042819977	0.0829792	0.004281044	-0.050887108	-0.050887108	0.11831188	rbah36l17_s_at	putative GTP-binding protein [Oryza sativa (japonica cultivar-group)]	BAD03576.1	expressed protein	At1g30580.1	protein expressed protein	Os08g09940	GTP-binding protein	signalling.G-proteins	30_5

CUST_9069_PI403524517	2	-0.23477268	-0.21598339	-0.058380604	0.05838108	0.102146626	0.17779207	35_2542	"Cluster: Putative flavoprotein alpha-subunit, having alternative splicing products; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative flavoprotein"	UniRef90_Q75LJ3	"CHR1V7|COORD:18881706..18883607| ETFALPHA (ELECTRON TRANSFER FLAVOPROTEIN ALPHA); FAD binding / electron carrier"	AT1G50940.1	CHR03V5|COORD:35038972..35042534|protein electron transfer flavoprotein alpha-subunit, mitochondrial precursor, putative, expressed	LOC_Os03g61920.1	"no descriptionmoderately similar to ( 407)AT1G50940| Symbols: ETFALPHA | ETFALPHA (ELECTRON TRANSFER FLAVOPROTEIN ALPHA); FAD binding / electron carrier | chr1:18881706-18883607 REVERSEnot assigned not assigned not assigned not assigned FixB ETF_alpha ETF_alpha ETF ETF fixB PRK11916 PRK04309"	mitochondrial electron transport / ATP synthesis.electron transfer flavoprotein	9_3

CUST_52506_PI403524517	2	0.290061	1.3984985	-0.055865288	-0.0737772	-0.07928181	0.05586624	35_14959	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_653_PI399407379	2	0.02593422	0.12940216	0.02593422	-0.09869385	-0.02593422	-0.07550812	HvFCA5									

CUST_897_PI403524517	2	0.016947746	0.11490631	-0.23943043	-0.0169487	-0.36977482	0.19101524	35_235	"Cluster: Methylmalonate semi-aldehyde dehydrogenase; n=3; BEP clade|Rep: Methylmalonate semi-aldehyde dehydrogenase - Oryza sativa (Rice)"	UniRef90_O49218	"CHR2V7|COORD:5984809..5988981| ALDH6B2 (Aldehyde dehydrogenase 6B2); 3-chloroallyl aldehyde dehydrogenase"	AT2G14170.1	CHR07V5|COORD:4732926..4739754|protein methylmalonate-semialdehyde dehydrogenase, putative, expressed	LOC_Os07g09060.1	 no descriptionhighly similar to ( 743)AT2G14170| Symbols: ALDH6B2 | ALDH6B2 (Aldehyde dehydrogenase 6B2) | chr2:5984933-5988981 REVERSEweakly similar to ( 185)BADH_SPIOLBetaine aldehyde dehydrogenase, chloroplast precursor - Spinacia oleracea (Spinach)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Aldedh PutA PRK10090 PRK03137 gabD gabD2 gabD1 PRK09847 PRK11904 PRK11905 COG4230 astD putA PRK11563 PRK11903 	secondary metabolism.N misc.betaine	16_4_2

CUST_4917_PI403524517	2	0.21987534	-0.36913395	0.0011911392	-0.0011901855	-0.03903675	0.2314291	35_1357	"Cluster: High-glucose-regulated protein 8-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: High-glucose-regulated protein 8-like - Oryza sativa (japonica"	UniRef90_Q69LD0	"CHR3V7|COORD:4385281..4388227| ECT2; protein binding"	AT3G13460.1	CHR07V5|COORD:3729470..3724874|protein YT521-B-like family protein, expressed	LOC_Os07g07490.1	no descriptionmoderately similar to ( 343)AT5G61020| Symbols: ECT3 | ECT3 (evolutionary conserved C-terminal 3) | chr5:24574711-24577006 REVERSEnot assigned not assigned not assigned YTH	not assigned.unknown	35_2

CUST_64613_PI403524517	2	0.018086433	0.40050888	0.061039925	-0.09299755	-0.19313145	-0.018086433	35_18446	"Cluster: Hypothetical protein P0478E02.11; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0478E02.11 - Oryza sativa (japonica cultivar-g"	UniRef90_Q7XJ15	"CHR5V7|COORD:26443057..26444181| similar to Os09g0541700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001063816.1); contains domain no description"	AT5G66090.1	CHR09V5|COORD:21336091..21338012|protein expressed protein	LOC_Os09g36990.1	"no descriptionweakly similar to ( 178)AT5G66090| Symbols:  | similar to Os09g0541700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001063816.1); contains domain no description (G3D.3.40.50.1420); contains domain Adenine nucleotide alpha hydrolases-like (SSF52402) | chr5:26443057-26444181 FORWARD"	not assigned.unknown	35_2

CUST_54561_PI403524517	2	0.09710407	-0.26881218	-0.052793503	0.027724266	0.036870956	-0.027724266	35_15529	Rep: Importin alpha-1b subunit - Oryza sativa (Rice)	UniRef90_Q9SLX0	"CHR3V7|COORD:2120565..2123561| AT-IMP (Arabidopsis thaliana importin alpha); protein transporter"	AT3G06720.2	CHR05V5|COORD:3234060..3229098|protein importin alpha-1b subunit, putative, expressed	LOC_Os05g06350.1	" no descriptionmoderately similar to ( 329)AT3G06720| Symbols: ATKAP ALPHA, AT-IMP | AT-IMP (Arabidopsis thaliana importin alpha); protein transporter | chr3:2120565-2123561 FORWARDmoderately similar to ( 378)IMA1B_ORYSAnot assigned SRP1 ARM Arm ARM "	protein.targeting.nucleus	29_3_1

CUST_143391_PI403524517	2	0.1406641	0.20633984	-0.047274113	-0.58619547	-0.7618656	0.047274113	35_40176	"Cluster: Os02g0656200 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0656200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DZ01	CHR5V7|COORD:20861478..20865383| ceramide kinase-related	AT5G51290.1	CHR02V5|COORD:26504211..26501953|protein diacylglycerol kinase, putative, expressed	LOC_Os02g43912.1	no descriptionvery weakly similar to (70.1)AT5G51290| Symbols:  | ceramide kinase-related | chr5:20861478-20865383 REVERSEnot assigned	protein.postranslational modification	29_4

CUST_56627_PI403524517	2	-1.2781148	0.04862833	1.2011027	1.92875	-0.16776466	-0.048628807	35_16121	Rep: Wali3 protein - Triticum aestivum (Wheat)	UniRef90_Q43663	0	0	CHR01V5|COORD:1755532..1754614|protein Bowman-Birk type wound-induced proteinase inhibitor WIP1 precursor, putative	LOC_Os01g04040.1	no descriptionBBI BowB	not assigned.unknown	35_2

CUST_23572_PI403524517	2	0.050157547	0.06090164	-0.1459775	0.3253827	-0.05015707	-0.31586933	35_6851	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_168451_PI403524517	2	-0.104090214	0.38054895	0.095424175	0.0327096	-0.2545805	-0.032710075	35_46912	"Cluster: DNA polymerase lambda; n=3; Oryza sativa (japonica cultivar-group)|Rep: DNA polymerase lambda - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6L9M0	CHR1V7|COORD:3465965..3469249| DNA polymerase lambda (POLL)	AT1G10520.1	CHR06V5|COORD:7132516..7127121|protein DNA polymerase lambda, putative, expressed	LOC_Os06g13020.2	no description	not assigned.unknown	35_2

CUST_27709_PI403524517	2	-1.4330244	-0.637846	0.50040054	1.1096907	0.18951035	-0.1895113	35_8013	0	0	CHR3V7|COORD:3381853..3384232| zinc finger (C3HC4-type RING finger) family protein	AT3G10810.1	0	0	no description	not assigned.unknown	35_2

CUST_26355_PI403524517	2	0.13002348	-0.02094698	0.16632843	0.02094698	-0.15366268	-0.031656265	35_7638	"Cluster: Putative RING zinc finger protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative RING zinc finger protein - Oryza sativa (japonica cultivar"	UniRef90_Q6K2E0	CHR4V7|COORD:15724016..15725743| zinc finger (C3HC4-type RING finger) family protein	AT4G32600.1	CHR09V5|COORD:9448780..9443997|protein protein binding protein, putative, expressed	LOC_Os09g15430.4	no descriptionweakly similar to ( 195)AT4G32600| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr4:15724016-15725743 FORWARDvery weakly similar to (54.7)EL5_ORYSAnot assigned not assigned COG5540 RING RING zf-C3HC4	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_28337_PI399408534	2	-0.018773079	0.10189724	-0.25949	-0.004347801	0.004347801	0.15889359	35_20036	"Cluster: Putative chloroplast nucleoid DNA binding protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative chloroplast nucleoid DNA binding protein -"	UniRef90_Q6Z6Q8	CHR3V7|COORD:21847789..21849396| aspartyl protease family protein	AT3G59080.1	CHR02V5|COORD:12464398..12466553|protein aspartic proteinase nepenthesin-2 precursor, putative, expressed	LOC_Os02g21040.1	no descriptionmoderately similar to ( 208)AT3G59080| Symbols:  | DNA binding | chr3:21847789-21849396 FORWARDvery weakly similar to (54.7)7SB1_SOYBNBasic 7S globulin precursor - Glycine max (Soybean)not assigned not assigned Asp	RNA.regulation of transcription.unclassified	27_3_99

CUST_180618_PI403524517	2	0.020993233	-0.4091072	-0.14570999	0.15616417	0.14291763	-0.020993233	35_50229	0	0		0	CHR03V5|COORD:23549703..23551723|protein B3 DNA binding domain containing protein	LOC_Os03g42410.1	no description	not assigned.unknown	35_2

CUST_90767_PI403524517	2	0.34206867	0.23388004	0.38678312	-0.23388052	-0.4046769	-0.42499828	35_25962	"Cluster: F-box protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: F-box protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69QZ1	CHR1|COORD:30295217..30297312| F-box family protein (FBL14), contains similarity to F-box protein FBL2 GI:6063090 from (Homo sapiens)	AT1G80570.1	CHR02V5|COORD:34011435..34009630|protein ubiquitin-protein ligase, putative, expressed	LOC_Os02g55550.1	no descriptionweakly similar to ( 130)AT1G80570| Symbols:  | F-box family protein (FBL14) | chr1:30295720-30297123 FORWARD	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_15824_PI403524517	2	-0.001162529	0.17917919	-0.066456795	0.020421982	0.001162529	-0.10407925	35_4567	"Cluster: Ribosomal protein S9; n=1; Oryza sativa (japonica cultivar-group)|Rep: Ribosomal protein S9 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q9XJ28	"CHR1V7|COORD:28161422..28162863| RPS9 (RIBOSOMAL PROTEIN S9); structural constituent of ribosome"	AT1G74970.1	CHR03V5|COORD:31786179..31784349|protein 30S ribosomal protein S9, chloroplast precursor, putative, expressed	LOC_Os03g55930.1	" no descriptionmoderately similar to ( 205)AT1G74970| Symbols: TWN3, RPS9 | RPS9 (RIBOSOMAL PROTEIN S9); structural constituent of ribosome | chr1:28161422-28162863 REVERSEmoderately similar to ( 201)RR9_SPIOL30S ribosomal protein S9, chloroplast precursor - Spinacia oleracea (Spinach)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned rpsI rps9 RpsI Ribosomal_S9 rps9p PRK12678 PRK12323 STOP "	protein.synthesis.mito/plastid ribosomal protein.plastid	29_2_1_1

CUST_2152_PI399408534	2	-0.005589485	0.19263649	-0.039850235	0.005590439	0.07733631	-0.17322636	35_3044	"Cluster: MTERF family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: MTERF family protein, expressed - Oryza sativa (japonica cultivar-gro"	UniRef90_Q10L33	CHR2V7|COORD:15124260..15125261| mitochondrial transcription termination factor-related / mTERF-related	AT2G36000.1	CHR03V5|COORD:13985064..13986149|protein mTERF-like protein, putative, expressed	LOC_Os03g24590.1	no descriptionweakly similar to ( 176)AT2G36000| Symbols:  | mitochondrial transcription termination factor-related / mTERF-related | chr2:15124260-15125412 FORWARDnot assigned mTERF PRK12323 PRK07003	RNA.regulation of transcription.unclassified	27_3_99

CUST_22114_PI403524517	2	0.26098156	-0.69393444	-0.19517899	0.18322468	-0.07863617	0.07863617	35_6427	"Cluster: OSIGBa0153E02-OSIGBa0093I20.20 protein; n=3; Oryza sativa|Rep: OSIGBa0153E02-OSIGBa0093I20.20 protein - Oryza sativa (Rice)"	UniRef90_Q01HQ5	"CHR5V7|COORD:7783814..7784829| CLPP2 (Clp protease proteolytic subunit 2); endopeptidase Clp"	AT5G23140.1	CHR04V5|COORD:26065574..26066797|protein ATP-dependent Clp protease proteolytic subunit, mitochondrial precursor, putative, expressed	LOC_Os04g44400.1	" no descriptionmoderately similar to ( 284)AT5G23140| Symbols: NCLPP2, CLPP2 | CLPP2 (Clp protease proteolytic subunit 2); endopeptidase Clp | chr5:7783814-7784829 FORWARDweakly similar to ( 156)CLPP_CHLVUATP-dependent Clp protease proteolytic subunit - Chlorella vulgaris (Green alga)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned clpP ClpP CLP_protease PRK12553 PRK12551 clpP PRK12552 PRK12323 PRK07003 DUF566 HPC2 Herpes_BLLF1 APC_basic Tymo_45kd_70kd SppA Herpes_TAF50 "	protein.degradation	29_5

CUST_14657_PI403524517	2	0.035297394	-0.029838562	-0.041947365	0.06989479	-0.053178787	0.029838562	35_4220	"Cluster: Os01g0884900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0884900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JH44	"CHR1V7|COORD:8080660..8082805| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G19070.1); similar to unnamed protein product [Ostreococcus tauri]"	AT1G22850.1	CHR01V5|COORD:38767309..38763691|protein expressed protein	LOC_Os01g66170.1	"no descriptionweakly similar to ( 163)AT1G22850| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G19070.1); similar to unnamed protein product [Ostreococcus tauri] (GB:CAL54429.1); similar to Os01g0884900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001045020.1); contains domain UNCHARACTERIZED (PTHR12677) | chr1:8080660-8082805 REVERSEnot assigned SNARE_assoc COG0398"	not assigned.unknown	35_2

CUST_154191_PI403524517	2	0.018540382	0.10113716	-0.0047655106	-0.18353796	-0.3568511	0.0047650337	35_43085	"Cluster: Putative SET domain-containing protein SET104; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative SET domain-containing protein SET104 - Oryza s"	UniRef90_Q6K4E6		0	CHR09V5|COORD:11868806..11873416|protein YDG/SRA domain containing protein, expressed	LOC_Os09g19830.1	no description	not assigned.unknown	35_2

CUST_6842_PI404877155	2	0.010025024	0.036981583	-0.075107574	-0.022788048	-0.010025024	0.13266945	Contig20154_at	protein kinase-like protein [Arabidopsis thaliana] ref|NP_195984.1| protein kinase family protein [Arabidopsis thaliana] pir||T48391 protein	CAB82929.1	protein kinase family protein	At5g03640.1	protein protein kinase KIPK	Os12g29580	protein kinase (KIPK)	signalling.unspecified	30_99

CUST_12148_PI403524517	2	-0.07076073	0.01842022	0.16331863	-0.01842022	0.20534897	-0.02089405	35_3458	"Cluster: Putative B12D protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative B12D protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6YU35	CHR3V7|COORD:17789456..17790284| senescence-associated protein, putative	AT3G48140.1	CHR07V5|COORD:10230134..10231005|protein B12D protein, expressed	LOC_Os07g17330.1	 no descriptionweakly similar to ( 126)AT3G48140| Symbols:  | senescence-associated protein, putative | chr3:17789456-17790284 FORWARDB12D 	development.unspecified	33_99

CUST_17492_PI403524517	2	0.15191364	0.045085907	-0.044531822	0.0048246384	-0.022713661	-0.0048246384	35_5053	"Cluster: Hypothetical protein OSJNBa0073G17.48-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0073G17.48-1 - Oryza sativa (japon"	UniRef90_Q6K5A7	CHR1V7|COORD:18585755..18587182| sirohydrochlorin ferrochelatase	AT1G50170.1	CHR02V5|COORD:11357736..11353279|protein sirohydrochlorin ferrochelatase, putative, expressed	LOC_Os02g19440.1	no descriptionmoderately similar to ( 227)AT1G50170| Symbols:  | sirohydrochlorin ferrochelatase | chr1:18585755-18587182 FORWARDCbiX CbiX_SirB_N COG2138 PRK00923 CbiX_SirB_C PRK05782	tetrapyrrole synthesis.sirohydrochlorin ferrochelatase	19_32

CUST_85824_PI403524517	2	0.50595284	0.713006	-0.19885826	-0.23161697	0.14262581	-0.14262533	35_24577	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_15801_PI399408534	2	0.06566191	-0.18604136	0.014994144	-0.014994144	-0.4547763	0.0676198	35_25348	"Cluster: Putative extra-large G-protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative extra-large G-protein - Oryza sativa (japonica cultivar-group"	UniRef90_Q9LI02	CHR1|COORD:11464994..11469145| extra-large guanine nucleotide binding protein, putative / G-protein, putative, similar to extra-large G-protein (XLG)	AT1G31930.2	CHR06V5|COORD:639480..633143|protein guanyl nucleotide binding protein, putative, expressed	LOC_Os06g02130.2	"no descriptionweakly similar to ( 137)AT1G31930| Symbols: XLG3 | XLG3 (extra-large GTP-binding protein 3); signal transducer | chr1:11465812-11468941 FORWARD"	signalling.G-proteins	30_5

CUST_6072_PI403524517	2	-0.14264107	0.36687946	-0.14457226	0.20090389	-0.34297657	0.14264107	35_1677	"Cluster: Hydrolase, alpha/beta fold family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hydrolase, alpha/beta fold family"	UniRef90_Q10QA5	CHR3V7|COORD:1033795..1034598| esterase/lipase/thioesterase family protein	AT3G03990.1	CHR03V5|COORD:5401263..5405378|protein sigma factor sigB regulation protein rsbQ, putative, expressed	LOC_Os03g10620.3	no descriptionmoderately similar to ( 360)AT3G03990| Symbols:  | esterase/lipase/thioesterase family protein | chr3:1033795-1034598 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned MhpC PRK07764 PRK07003 PRK12678 APC_basic PRK12323 Abhydrolase_1 Herpes_BLLF1 PRK09169 DUF566 Tymo_45kd_70kd Gag_spuma PRK05855	not assigned.no ontology	35_1

CUST_15385_PI404877155	2	0.012440681	-0.6036997	-0.07052231	0.0011577606	0.16075134	-0.0011587143	Contig9226_at	ATP phosphoribosyl transferase 1 (ATP-PRT1) [Arabidopsis thaliana] pir||T51818 ATP phosphoribosyltransferase (EC 2.4.2.17), isoform 1 [valid	NP_176105.1	ATP phosphoribosyl transferase 1 (ATP-PRT1)	At1g58080.1	protein hypothetical protein	Os03g04180	ATP phosphoribosyl transferase	amino acid metabolism.synthesis.histidine	13_1_7

CUST_80095_PI403524517	2	-0.02831459	0.14515305	0.028315544	-0.04426956	0.20058537	-0.052274704	35_22971	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10QR8	CHR5V7|COORD:26706323..26708336| similar to Os03g0186500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001049202.1)	AT5G66820.1	CHR03V5|COORD:4492515..4497652|protein expressed protein	LOC_Os03g08740.1	no description	not assigned.unknown	35_2

CUST_169348_PI403524517	2	0.038642406	0.44461918	-0.029285908	0.029285908	-0.1266594	-0.055194378	35_47169	0	0		0	CHR08V5|COORD:1612869..1615056|protein 60S ribosomal protein L37, putative, expressed	LOC_Os08g03450.1	no description	protein.synthesis.misc ribososomal protein	29_2_2

CUST_5958_PI399408534	2	0.011914253	0.3353939	0.0034065247	-0.17740059	-0.062524796	-0.0034065247	35_2431	"Cluster: XIAP associated factor-1-like protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: XIAP associated factor-1-like protein - Oryza sativa (japonica"	UniRef90_Q7XAN2	CHR1V7|COORD:3224865..3226862| TRAF-type zinc finger-related	AT1G09920.1	CHR07V5|COORD:27682671..27684831|protein XIAP associated factor-1, putative, expressed	LOC_Os07g46390.1	no descriptionweakly similar to ( 190)AT1G09920| Symbols:  | TRAF-type zinc finger-related | chr1:3224865-3226862 REVERSE	RNA.regulation of transcription.unclassified	27_3_99

CUST_28378_PI399408534	2	-0.021739006	0.95269156	-0.5524459	0.02173853	-0.410501	0.21681404	35_7757	"Cluster: Os12g0138000 protein; n=4; Oryza sativa (japonica cultivar-group)|Rep: Os12g0138000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IQ85	CHR3V7|COORD:3155314..3155943| calmodulin, putative	AT3G10190.1	CHR12V5|COORD:1850395..1851189|protein calmodulin-like protein 1, putative, expressed	LOC_Os12g04360.1	 no descriptionvery weakly similar to (88.2)AT3G10190| Symbols:  | calmodulin, putative | chr3:3155314-3155943 FORWARDvery weakly similar to (56.6)CALM_CHLRECalmodulin - Chlamydomonas reinhardtiinot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned EFh FRQ1 PRK07764 	signalling.calcium	30_3

CUST_2038_PI404877155	2	0.008498192	-0.06881809	0.09346199	-0.008498192	0.13853455	-0.10435772	Contig12283_at	zinc transporter [Oryza sativa (japonica cultivar-group)]	AAP31024.1	zinc transporter (ZAT)	At2g46800.1	protein cation diffusion facilitator family transporter	Os05g03780	zinc transporter	transport.metal	34_12

CUST_48838_PI403524517	2	0.054948807	-0.18538857	-0.025678635	0.007846832	-0.007846832	0.03168106	35_13947	Rep: Protein H2A.6 - Triticum aestivum (Wheat)	UniRef90_Q43214	CHR5V7|COORD:575435..576454| histone H2A, putative	AT5G02560.1	CHR05V5|COORD:716250..717121|protein histone H2A, putative, expressed	LOC_Os05g02300.1	 no descriptionweakly similar to ( 156)AT5G59870| Symbols:  | histone H2A, putative | chr5:24132831-24133370 REVERSEweakly similar to ( 182)H2A5_WHEATProtein H2A.5 - Triticum aestivum (Wheat)not assigned not assigned not assigned H2A H2A HTA1 Histone 	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_101038_PI403524517	2	0.022324562	0.2342844	0.26446915	-0.20158482	-0.022325516	-0.052005768	35_28838	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_29052_PI399408534	2	-0.306118	0.45066357	0.047704697	0.006126404	-0.13309097	-0.006126404	35_5518	"Cluster: Putative anther ethylene-upregulated protein ER1; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative anther ethylene-upregulated protein ER1 - O"	UniRef90_Q7XI44	CHR2V7|COORD:9478679..9483552| ethylene-responsive calmodulin-binding protein, putative (SR1)	AT2G22300.1	CHR07V5|COORD:25781679..25774503|protein calmodulin-binding transcription activator 1, putative, expressed	LOC_Os07g43030.1	 no descriptionvery weakly similar to (92.8)AT2G22300| Symbols:  | ethylene-responsive calmodulin-binding protein, putative (SR1) | chr2:9478679-9483552 FORWARDnot assigned 	RNA.regulation of transcription.AtSR Transcription Factor family	27_3_39

CUST_6006_PI403524517	2	0.034104347	-0.47257042	-0.2349186	0.02430439	0.019592285	-0.019592285	35_1660	"Cluster: Putative serine/threonine protein phosphatase PP1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative serine/threonine protein phosphatase PP1 -"	UniRef90_Q5VRS7	"CHR1V7|COORD:23762289..23763937| TOPP3 (Type one serine/threonine protein phosphatase 3); protein phosphatase type 1"	AT1G64040.1	CHR06V5|COORD:3266309..3262800|protein serine/threonine-protein phosphatase PP1, putative, expressed	LOC_Os06g06880.1	"no descriptionhighly similar to ( 560)AT1G64040| Symbols: TOPP3 | TOPP3 (Type one serine/threonine protein phosphatase 3); protein phosphatase type 1 | chr1:23762289-23763937 REVERSEhighly similar to ( 555)PP1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PP2Ac PP2Ac Metallophos ApaH"	protein.postranslational modification	29_4

CUST_11425_PI404877155	2	-0.004896164	-0.4256668	0.018445969	0.040233612	-0.01875496	0.004896164	Contig5096_at	0	BAD07495.1	heat shock protein 70, putative / HSP70, putative	At4g16660.1	protein dnaK protein, putative	Os02g48110	 heat shock protein hsp70, putative	stress.abiotic.heat	20_2_1

CUST_11639_PI404877155	2	0.051794052	0.22498608	-0.051794052	-0.06350231	-0.1418581	0.2196703	Contig5301_at	histone deacetylase HDA101 [Zea mays]	AAK67142.1	histone deacetylase (RPD3A)	At4g38130.1	protein Histone deacetylase family, putative	Os06g38470	histone deacetylase HDA101	RNA.regulation of transcription.HDA	27_3_55

CUST_6089_PI403524517	2	-1.0263948	1.162262	0.2084465	0.020665169	-0.6796551	-0.020664215	35_1682	Rep: Hypothetical protein - Solanum tuberosum (Potato)	UniRef90_Q3HVL0	"CHR1|COORD:180059..182293| similar to heavy-metal-associated domain-containing protein [Arabidopsis thaliana] (TAIR:At5g23760.1); similar to"	AT1G01490.2	CHR10V5|COORD:20373841..20372404|protein metal ion binding protein, putative, expressed	LOC_Os10g38870.1	no description	not assigned.unknown	35_2

CUST_89230_PI403524517	2	0.05027771	0.21966171	-0.05184269	-0.19008636	-0.05027771	0.7803459	35_25526	"Cluster: Os06g0620600 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0620600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DAW9	CHR3V7|COORD:21998087..21999146| integral membrane HRF1 family protein	AT3G59500.1	CHR06V5|COORD:24919291..24916136|protein protein YIF1A, putative, expressed	LOC_Os06g41590.3	no descriptionmoderately similar to ( 369)AT3G59500| Symbols:  | integral membrane HRF1 family protein | chr3:21998087-21999146 FORWARDnot assigned YIF1 COG5197 Yip1	not assigned.no ontology	35_1

CUST_31251_PI403524517	2	0.03896427	0.4820223	-0.038963318	-0.31340218	-0.070326805	0.41281796	35_9020	"Cluster: Hypothetical protein P0406H10.21; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0406H10.21 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5VRT7	CHR4V7|COORD:15731679..15737228| nucleic acid binding	AT4G32620.1	CHR01V5|COORD:4140153..4147215|protein expressed protein	LOC_Os01g08430.1	no descriptionweakly similar to ( 117)AT4G32620| Symbols:  | nucleic acid binding | chr4:15731679-15737228 FORWARD	not assigned.unknown	35_2

CUST_137511_PI403524517	2	-0.4515667	0.42037296	0.14977264	-0.0433712	0.043372154	-0.07160187	35_38563	"Cluster: Putative histidine-rich Ca2+-binding protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative histidine-rich Ca2+-binding protein - Oryza sat"	UniRef90_Q9LGP3	"CHR2V7|COORD:82245..82988| similar to CXIP4 (CAX INTERACTING PROTEIN 4), nucleic acid binding / zinc ion binding [Arabidopsis thaliana] (TAIR:AT2G28910.1);"	AT2G01100.2	CHR01V5|COORD:1167932..1165449|protein sarcoplasmic reticulum histidine-rich calcium-binding protein precursor, putative, expressed	LOC_Os01g03060.3	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF1777	not assigned.unknown	35_2

CUST_111840_PI403524517	2	-0.061422825	0.28527784	0.3833623	0.0614233	-0.07118654	-0.61642504	35_31750	0	0	CHR1V7|COORD:23241239..23242177| invertase/pectin methylesterase inhibitor family protein	AT1G62760.1	0	0	no description	not assigned.unknown	35_2

CUST_14226_PI403524517	2	0.049934387	-0.49435806	-0.06029892	-0.022464752	0.09877396	0.022465706	35_4079	Rep: HUELLENLOS-like protein - Oryza sativa (Rice)	UniRef90_Q8W1X6	CHR5V7|COORD:18728683..18729568| ribosomal protein L14 family protein / huellenlos paralog (HLP)	AT5G46160.2	CHR12V5|COORD:26108174..26105879|protein 50S ribosomal protein L14, putative, expressed	LOC_Os12g42180.1	no descriptionweakly similar to ( 176)AT5G46160| Symbols:  | ribosomal protein L14 family protein / huellenlos paralog (HLP) | chr5:18728683-18729568 REVERSEvery weakly similar to (94.7)RK14_NEPOLChloroplast 50S ribosomal protein L14 - Nephroselmis olivaceanot assigned not assigned rplN RplN rpl14 Ribosomal_L14 rpl14p	protein.synthesis.mito/plastid ribosomal protein.plastid	29_2_1_1

CUST_70681_PI403524517	2	0.31329346	-0.22317505	0.11606312	-0.25231075	-0.11606264	0.120492935	35_20250	Rep: OSIGBa0096P03.3 protein - Oryza sativa (Rice)	UniRef90_Q01LE2	CHR3V7|COORD:319296..321495| nodulin family protein	AT3G01930.2	CHR04V5|COORD:18935170..18939679|protein nodulin-like protein, putative, expressed	LOC_Os04g31924.1	no descriptionmoderately similar to ( 346)AT3G01930| Symbols:  | nodulin family protein | chr3:319296-321495 REVERSEMFS_1	development.unspecified	33_99

CUST_31092_PI403524517	2	-0.22081852	0.17609692	-0.1372428	-2.3387146	0.18802595	0.13724327	35_8972	"Cluster: Hypothetical protein OJ1131_E09.2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1131_E09.2 - Oryza sativa (japonica cultivar"	UniRef90_Q75K68	"CHR1V7|COORD:19928677..19930068| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G16960.1); similar to unknown protein [Oryza sativa (japonica"	AT1G53400.1	CHR01V5|COORD:30834041..30828453|protein ubiquitin domain containing 1, putative, expressed	LOC_Os01g53079.1	"no descriptionweakly similar to ( 183)AT1G53400| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G16960.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAB63530.1); similar to Os09g0345000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001062935.1); contains domain SUBFAMILY NOT NAMED (PTHR13609:SF2); contains domain FAMILY NOT NAMED (PTHR13609) | chr1:19928677-19930068 FORWARDnot assigned"	not assigned.unknown	35_2

CUST_181035_PI403524517	2	-0.0031719208	0.024695873	0.0031719208	-0.039149284	0.06553841	-0.06278896	35_50344	"Cluster: Hypothetical protein OSJNBa0073E05.15; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0073E05.15 - Oryza sativa (japonica"	UniRef90_Q60E61	"CHR2V7|COORD:17429942..17431333| similar to PREDICTED: similar to CG8253-PA [Tribolium castaneum] (GB:XP_974547.1); similar to Os05g0387900 [Oryza sativa"	AT2G41760.1	CHR05V5|COORD:18688970..18685899|protein tungus CG8253-PA, putative, expressed	LOC_Os05g32190.1	"no descriptionweakly similar to ( 145)AT2G41760| Symbols:  | similar to PREDICTED: similar to CG8253-PA [Tribolium castaneum] (GB:XP_974547.1); similar to Os05g0387900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001055427.1); contains domain UNKNOWN (PTHR13035); contains domain gb def: Expressed protein (At2g41760/T11A7.14) (PTHR13035:SF2) | chr2:17429942-17431333 FORWARDnot assigned"	not assigned.unknown	35_2

CUST_69086_PI403524517	2	0.044221878	0.41400528	-0.04422283	-0.1644535	0.10948181	-0.1357708	35_19766	"Cluster: OSJNBa0039K24.25 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0039K24.25 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XST1	CHR4V7|COORD:5252850..5254987| binding	AT4G08320.2	CHR04V5|COORD:35091188..35097000|protein TPR Domain containing protein, expressed	LOC_Os04g59394.1	no descriptionweakly similar to ( 139)AT4G08320| Symbols:  | binding | chr4:5252850-5254987 FORWARD	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_169811_PI403524517	2	0.19601631	-0.22733307	0.02117443	-0.021175385	0.18882084	-0.15834141	35_47301	"Cluster: Phosphoglycerate kinase, cytosolic; n=11; Poaceae|Rep: Phosphoglycerate kinase, cytosolic - Triticum aestivum (Wheat)"	UniRef90_P12783	CHR1V7|COORD:29929240..29931188| PGK (PHOSPHOGLYCERATE KINASE)	AT1G79550.1	CHR02V5|COORD:3727491..3731345|protein phosphoglycerate kinase, cytosolic, putative, expressed	LOC_Os02g07260.3	 no descriptionweakly similar to ( 187)AT1G79550| Symbols: PGK | PGK (PHOSPHOGLYCERATE KINASE) | chr1:29929240-29931188 REVERSEmoderately similar to ( 223)PGKY_WHEATPhosphoglycerate kinase, cytosolic - Triticum aestivum (Wheat)not assigned pgk Pgk Phosphoglycerate_kinase PGK 	PS.calvin cyle.phosphoglycerate kinase	1_3_3

CUST_6570_PI403524517	2	0.1296854	0.18283844	-0.10079193	-2.7275085E-4	2.7275085E-4	-0.051324844	35_1823	"Cluster: Putative cytosolic monodehydroascorbate reductase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative cytosolic monodehydroascorbate reductase -"	UniRef90_Q8S3R2	"CHR3V7|COORD:10316486..10319118| ATMDAR4 (MONODEHYDROASCORBATE REDUCTASE 4); monodehydroascorbate reductase (NADH)"	AT3G27820.1	CHR02V5|COORD:29228326..29224095|protein monodehydroascorbate reductase, cytoplasmic isoform 2, putative, expressed	LOC_Os02g47800.1	"no descriptionhighly similar to ( 616)AT3G27820| Symbols: ATMDAR4 | ATMDAR4 (MONODEHYDROASCORBATE REDUCTASE 4); monodehydroascorbate reductase (NADH) | chr3:10316486-10319118 FORWARDmoderately similar to ( 429)MDAR_PEAMonodehydroascorbate reductase - Pisum sativum (Garden pea)not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pyr_redox_2 NirB HcaD PRK09754 Lpd PRK09564 Ndh PRK04965 PRK06416 TrxB PRK06292 PRK05976 PRK05249 Pyr_redox PRK06116 PRK06370 PRK11749 PRK07818 PRK07846 PRK06327 gltD acoL GltD PRK07251 PRK12771 PRK07845 AhpF PRK06467 PRK12831"	redox.ascorbate and glutathione.ascorbate	21_2_1

CUST_1341_PI403524517	2	-0.11245823	-0.43550968	0.6034336	0.76096106	-0.042918205	0.042918205	35_355	"Cluster: Nonspecific lipid-transfer protein 4.1 precursor; n=4; Hordeum vulgare|Rep: Nonspecific lipid-transfer protein 4.1 precursor - Hordeum vulgare (Barley)"	UniRef90_Q43767	"CHR5V7|COORD:23942522..23942998| LTP4 (LIPID TRANSFER PROTEIN 4); lipid binding"	AT5G59310.1	CHR11V5|COORD:13168259..13169383|protein nonspecific lipid-transfer protein 1 precursor, putative, expressed	LOC_Os11g24070.1	"no descriptionvery weakly similar to (91.3)AT5G59310| Symbols: LTP4 | LTP4 (LIPID TRANSFER PROTEIN 4); lipid binding | chr5:23942522-23942998 REVERSEweakly similar to ( 152)NLT43_HORVUNon-specific lipid-transfer protein 4.3 precursor - Hordeum vulgare (Barley)nsLTP1 Tryp_alpha_amyl AAI_LTSS"	lipid metabolism.lipid transfer proteins etc	11_6

CUST_11973_PI403524517	2	0.02558899	0.48154736	-0.02558899	-0.08423805	0.13345337	-0.14487934	35_3406	Rep: OSIGBa0157K09-H0214G12.1 protein - Oryza sativa (Rice)	UniRef90_Q01HF6	"CHR1V7|COORD:7215334..7216637| similar to Os04g0509200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001053277.1); similar to hypothetical protein"	AT1G20770.1	CHR04V5|COORD:25252460..25249577|protein expressed protein	LOC_Os04g43040.3	"no descriptionvery weakly similar to (93.6)AT1G20770| Symbols:  | similar to Os04g0509200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001053277.1); similar to hypothetical protein LOC503608 [Danio rerio] (GB:NP_001013313.1) | chr1:7215334-7216637 REVERSE"	not assigned.unknown	35_2

CUST_17617_PI403524517	2	-0.017569065	-0.054207325	0.102347374	0.017568588	-0.22730875	0.033958912	35_5091	"Cluster: Hypothetical protein OJ1057_B02.13; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1057_B02.13 - Oryza sativa (japonica cultiv"	UniRef90_Q6AUW4	"CHR3V7|COORD:7230153..7231169| similar to Os05g0500400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001055963.1); contains domain NAD(P)-binding"	AT3G20680.1	CHR05V5|COORD:24541414..24540121|protein expressed protein	LOC_Os05g42100.1	"no descriptionweakly similar to ( 117)AT3G20680| Symbols:  | similar to Os05g0500400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001055963.1); contains domain NAD(P)-binding Rossmann-fold domains (SSF51735) | chr3:7230153-7231169 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF1995 PRK12678 PRK07003 PRK07764 PRK12323"	not assigned.unknown	35_2

CUST_2726_PI403524517	2	-0.002412796	0.05435276	0.0024118423	-0.08812618	0.07680893	-0.093045235	35_745	"Cluster: Hypothetical protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53RJ7	CHR1V7|COORD:27790525..27791369| similar to Os03g0710600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001051049.1)	AT1G73885.1	CHR03V5|COORD:28602236..28600283|protein expressed protein	LOC_Os03g50270.1	no descriptionweakly similar to ( 102)AT1G73885| Symbols:  | similar to Os03g0710600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001051049.1) | chr1:27790525-27791369 FORWARDnot assigned	not assigned.unknown	35_2

CUST_48902_PI403524517	2	0.013673782	0.10981178	-0.013673782	-0.20133018	-0.041229248	0.0415287	35_13963	"Cluster: Glycine rich protein, RNA binding protein; n=2; Triticeae|Rep: Glycine rich protein, RNA binding protein - Hordeum vulgare (Barley)"	UniRef90_Q40052	"CHR2V7|COORD:9272557..9273396| ATGRP7 (COLD, CIRCADIAN RHYTHM, AND RNA BINDING 2); RNA binding / double-stranded DNA binding / single-stranded DNA"	AT2G21660.1	CHR03V5|COORD:26409256..26410490|protein glycine-rich RNA-binding protein 2, putative, expressed	LOC_Os03g46770.1	" no descriptionweakly similar to ( 142)AT4G39260| Symbols: GR-RBP8, ATGRP8, CCR1 | ATGRP8/GR-RBP8 (COLD, CIRCADIAN RHYTHM, AND RNA BINDING 1, GLYCINE-RICH PROTEIN 8); RNA binding | chr4:18274160-18274952 REVERSEweakly similar to ( 143)GRP1_DAUCAGlycine-rich RNA-binding protein - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Drf_FH1 RRM RRM_1 COG0724 TT_ORF1 GRP Extensin_2 DUF1421 PRK07764 PRK07003 PRK12323 PRK06958 DUF1210 DUF1517 GP38 COG4371 DUF1777 PRP PRK05648 Atrophin-1 TolA tolA TonB tatB Protamine_P1 FAP DUF571 FimV PRK10819 PRK12678 DUF605 SMN Tymo_45kd_70kd PRK05035 eIF-4B Bindin Trp_oprn_chp Trypan_PARP "	RNA.RNA binding	27_4

CUST_102106_PI403524517	2	0.23492718	-0.031268597	0.031269073	0.27947235	-0.5780697	-0.12180948	35_29132	"Cluster: Receptor protein kinase-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Receptor protein kinase-like protein - Oryza sativa (japonica"	UniRef90_Q5Z8B7	CHR4V7|COORD:1295751..1298354| elongation factor Tu, putative / EF-Tu, putative	AT4G02930.1	CHR07V5|COORD:21126918..21130836|protein CRK10, putative, expressed	LOC_Os07g35300.1	no descriptionPRK00049	not assigned.unknown	35_2

CUST_37923_PI403524517	2	-0.034478188	0.40745163	0.12990952	-0.07273102	0.034478188	-0.3052826	35_10915	"Cluster: Putative TGACG-motif binding factor; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative TGACG-motif binding factor - Oryza sativa (japonica cult"	UniRef90_Q5VR11	"CHR5V7|COORD:3593584..3594801| HY5 (ELONGATED HYPOCOTYL 5); DNA binding / transcription factor"	AT5G11260.1	CHR01V5|COORD:3808871..3807951|protein transcription factor HY5, putative, expressed	LOC_Os01g07880.1	no description	not assigned.unknown	35_2

CUST_6308_PI399408534	2	0.29986572	0.31728935	-0.07368469	-0.108364105	-0.11390686	0.073682785	35_20846	"Cluster: OSJNBa0005N02.3 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0005N02.3 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XSA2	CHR1V7|COORD:17889953..17895560| AGO1 (ARGONAUTE 1)	AT1G48410.2	CHR04V5|COORD:28222521..28207417|protein PINHEAD protein, putative, expressed	LOC_Os04g47870.2	no descriptionmoderately similar to ( 249)AT1G48410| Symbols: AGO1 | AGO1 (ARGONAUTE 1) | chr1:17889953-17895560 REVERSEnot assigned not assigned Piwi_ago-like Piwi Piwi-like Piwi_piwi-like_Euk	RNA.regulation of transcription.Argonaute	27_3_36

CUST_19581_PI399408534	2	0.02621746	0.1397171	-0.06965065	-0.02621746	-0.026563644	0.106393814	35_6333	"Cluster: Os06g0687400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0687400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DA03	"CHR3V7|COORD:9658123..9660978| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G65470.1); similar to Os02g0158800 [Oryza sativa (japonica"	AT3G26370.1	CHR06V5|COORD:28661112..28657267|protein growth regulator like protein, putative, expressed	LOC_Os06g47290.1	" no descriptionmoderately similar to ( 368)AT3G26370| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G65470.1); similar to Os02g0158800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001045959.1); similar to putative axi 1 [Oryza sativa (japonica cultivar-group)] (GB:BAD46055.1); contains InterPro domain Protein of unknown function DUF246, plant; (InterPro:IPR004348) | chr3:9658123-9660978 FORWARDDUF246 "	hormone metabolism.auxin.induced-regulated-responsive-activated	17_2_3

CUST_41820_PI403524517	2	-0.084854126	0.48678207	0.19035435	-0.113176346	0.08485317	-0.09579277	35_12018	"Cluster: Os01g0133100 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0133100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JQX8	0	0	CHR01V5|COORD:1830912..1834535|protein expressed protein	LOC_Os01g04160.1	no description	not assigned.unknown	35_2

CUST_99930_PI403524517	2	-0.094727516	0.094727516	0.15741348	0.36741495	-0.7433715	-0.59313107	35_28527	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_15715_PI403524517	2	-0.951807	-0.03768921	0.20539379	0.03768921	0.27784348	-0.51008034	35_4535	"Cluster: Putative NAM (No apical meristem) protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative NAM (No apical meristem) protein - Oryza sativa (j"	UniRef90_Q8H7M4	0	0	CHR03V5|COORD:11918306..11916270|protein GRAB2 protein, putative, expressed	LOC_Os03g21030.1	no description	not assigned.unknown	35_2

CUST_24027_PI399408534	2	-0.22394323	-1.508749	-0.27001953	0.49061394	0.22394276	0.26477718	35_21939	"Cluster: Kelch repeat-containing protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Kelch repeat-containing protein-like - Oryza sativa (japonica cu"	UniRef90_Q6ZK44	"CHR1V7|COORD:19119370..19121049| similar to kelch repeat-containing protein [Arabidopsis thaliana] (TAIR:AT3G27220.1); similar to hypothetical protein"	AT1G51540.1	CHR08V5|COORD:1594371..1598561|protein kelch motif family protein, expressed	LOC_Os08g03420.4	" no descriptionmoderately similar to ( 218)AT1G51540| Symbols:  | similar to kelch repeat-containing protein [Arabidopsis thaliana] (TAIR:AT3G27220.1); similar to hypothetical protein gll3375 [Gloeobacter violaceus PCC 7421] (GB:NP_926321.1); similar to Os08g0128000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001060908.1); similar to Os04g0487100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001053143.1); contains InterPro domain Kelch; (InterPro:IPR011498); contains InterPro domain Galactose oxidase, central; (InterPro:IPR011043); contains InterPro domain Kelch repeat; (InterPro:IPR006652) | chr1:19119370-19121049 FORWARD"	RNA.regulation of transcription.MYB domain transcription factor family	27_3_25

CUST_177756_PI403524517	2	0.043522835	0.06042862	-0.05375576	0.028323174	-0.056160927	-0.028324127	35_49443	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_137184_PI403524517	2	0.038261414	0.40241385	0.22452402	-0.1729641	-0.038260937	-0.12212992	35_38471	"Cluster: Os05g0456500 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0456500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DHM7	"CHR3V7|COORD:19959240..19959972| similar to integral membrane protein, putative [Arabidopsis thaliana] (TAIR:AT5G02060.1); similar to Os09g0249400 [Oryza"	AT3G53850.1	CHR05V5|COORD:22342175..22344609|protein expressed protein	LOC_Os05g38250.1	" no descriptionvery weakly similar to (70.9)AT3G53850| Symbols:  | similar to integral membrane protein, putative [Arabidopsis thaliana] (TAIR:AT5G02060.1); similar to Os09g0249400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001062672.1); similar to Protein of unknown function DUF588 [Medicago truncatula] (GB:ABE82916.1); contains InterPro domain Protein of unknown function DUF588; (InterPro:IPR006702) | chr3:19959240-19959972 REVERSE"	not assigned.unknown	35_2

CUST_1845_PI404877155	2	0.053622246	0.16799545	-0.053622246	-0.074689865	-0.17449284	0.16483307	Contig12060_at	putative transcription activator [Oryza sativa (japonica cultivar-group)]	AAO38468.1	expressed protein	At2g22840.1	protein putative transcription activator	Os03g51970	NONE	RNA.regulation of transcription.General Transcription	27_3_50

CUST_19412_PI399408534	2	0.065421104	-0.29064322	-0.065421104	0.11943865	-0.12226963	2.7837934	35_42163	"Cluster: Os05g0436900 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os05g0436900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DHW0	CHR4V7|COORD:12714929..12717121| zinc ion binding	AT4G24630.1	CHR05V5|COORD:21305522..21309511|protein palmitoyltransferase ZDHHC9, putative, expressed	LOC_Os05g36090.1	no descriptionweakly similar to ( 180)AT4G24630| Symbols:  | zinc ion binding | chr4:12714929-12717121 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned COG5273 zf-DHHC	RNA.regulation of transcription.unclassified	27_3_99

CUST_16183_PI404877155	2	-0.058120728	0.45550156	0.0057907104	-0.005789757	-0.029111862	0.0072422028	EBem10_SQ004_F01_s_at	0	BAD08898.1	expressed protein	At5g35690.1	protein expressed protein	Os08g39150	NONE	amino acid metabolism.synthesis.central amino acid metabolism.GABA	13_1_1_1

CUST_158390_PI403524517	2	-0.07891655	0.07932949	0.07891703	0.12150478	-0.14359713	-0.1881876	35_44217	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_74987_PI403524517	2	0.22840357	-0.28779888	-0.23679924	-0.08683634	0.08683586	0.10078335	35_21496	"Cluster: Protein kinase APK1B, chloroplast, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Protein kinase APK1B, chloroplast, putative, e"	UniRef90_Q10RH3	CHR5V7|COORD:22882735..22885092| protein kinase, putative	AT5G56460.1	CHR03V5|COORD:3144377..3148063|protein protein kinase APK1B, chloroplast precursor, putative, expressed	LOC_Os03g06330.1	 no descriptionmoderately similar to ( 243)AT5G56460| Symbols:  | protein kinase, putative | chr5:22882735-22885092 FORWARDweakly similar to ( 107)NORK_MEDTRNodulation receptor kinase precursor - Medicago truncatula (Barrel medic)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase Pkinase_Tyr PTKc TyrKc PTKc_InsR_like PTKc_Jak_rpt2 SPS1 PTKc_DDR2 PTKc_Ror PTKc_Jak2_Jak3_rpt2 PTKc_FGFR PTKc_FGFR3 PRK12323 PTKc_Srm_Brk PTKc_Csk_like PTKc_Chk PTKc_DDR1 PTKc_InsR PTKc_DDR_like PTKc_EphR PTKc_DDR PTK_HER3 PTKc_FGFR1 PTKc_Trk PTKc_VEGFR3 PTKc_Syk_like PTKc_Ack_like PTKc_Met_Ron PTKc_EGFR_like PRK07764 	protein.postranslational modification.kinase.receptor like cytoplasmatic kinase VII	29_4_1_57

CUST_96731_PI403524517	2	0.22418213	-0.6006794	-0.04681778	0.30705357	-0.09716511	0.04681778	35_27629	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_135380_PI403524517	2	-0.030367851	0.4452181	0.056113243	-0.20959377	0.030367851	-0.04433632	35_37974	"Cluster: Hypothetical protein P0689E12.24-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0689E12.24-1 - Oryza sativa (japonica cultiv"	UniRef90_Q6ZBK5	"CHR3V7|COORD:7064196..7065757| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G73850.1); similar to conserved hypothetical protein [Medicago"	AT3G20260.1	CHR08V5|COORD:25684918..25690623|protein expressed protein	LOC_Os08g40820.2	"no descriptionvery weakly similar to (80.9)AT3G20260| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G73850.1); similar to conserved hypothetical protein [Medicago truncatula] (GB:ABD32213.1); similar to Os08g0519600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001062260.1); similar to Os01g0129500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001041917.1); contains InterPro domain Protein of unknown function DUF1666; (InterPro:IPR012870) | chr3:7064196-7065757 REVERSEDUF1666"	not assigned.unknown	35_2

CUST_9725_PI403524517	2	0.023628235	0.19419384	-0.06990814	-0.049607277	-0.023629189	0.042798042	35_2742	"Cluster: Putative 28 kDa Golgi SNARE protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative 28 kDa Golgi SNARE protein - Oryza sativa (japonica cult"	UniRef90_Q6Z2M4	"CHR2V7|COORD:18644763..18646714| GOS12 (GOLGI SNARE 12); SNARE binding"	AT2G45200.1	CHR02V5|COORD:1402571..1404558|protein golgi SNARE 12 protein, putative, expressed	LOC_Os02g03450.1	" no descriptionweakly similar to ( 187)AT2G45200| Symbols: ATGOS12, GOS12 | GOS12 (GOLGI SNARE 12); SNARE binding | chr2:18644763-18646714 REVERSEnot assigned V-SNARE "	cell. vesicle transport	31_4

CUST_16883_PI403524517	2	-0.2641716	0.43327427	-0.02889824	0.028899193	-0.20734882	0.20055771	35_4876	"Cluster: Os07g0559400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0559400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D5H9	"CHR4V7|COORD:13690985..13692627| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G54240.1); similar to membrane lipoprotein lipid attachment"	AT4G27350.1	CHR07V5|COORD:22346569..22344763|protein uncharacterized secreted protein, putative, expressed	LOC_Os07g37310.1	"no descriptionmoderately similar to ( 292)AT4G27350| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G54240.1); similar to membrane lipoprotein lipid attachment site-containing protein -like [Oryza sativa (japonica cultivar-group)] (GB:BAC84042.1); contains InterPro domain Protein of unknown function DUF1223; (InterPro:IPR010634) | chr4:13690985-13692627 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF1223 COG5429 PRK12323 PRK07764 PRK07003 APC_basic Pol_Y_like Tymo_45kd_70kd PRK09169"	not assigned.unknown	35_2

CUST_80193_PI403524517	2	0.08116722	0.91345406	-0.08116627	-0.25970745	-0.17455578	0.15267372	35_22997	Rep: Name - Oryza sativa (japonica cultivar-group)	UniRef90_Q84JT4	0	0	CHR03V5|COORD:8885407..8881757|protein digalactosyldiacylglycerol synthase 2, putative, expressed	LOC_Os03g16140.3	no description	not assigned.unknown	35_2

CUST_5777_PI403524517	2	-0.8188057	1.9731731	-0.15912151	0.733758	-0.47094727	0.15912056	35_1596	"Cluster: HAD-superfamily hydrolase, subfamily IA, variant 3, putative; n=1; Oryza sativa (japonica cultivar-group)|Rep: HAD-superfamily hydrolase,"	UniRef90_Q53RB5	CHR2V7|COORD:13666172..13667608| haloacid dehalogenase-like hydrolase family protein	AT2G32150.1	CHR03V5|COORD:28092272..28095500|protein phosphatase, putative, expressed	LOC_Os03g49440.2	no descriptionvery weakly similar to (67.8)AT2G32150| Symbols:  | haloacid dehalogenase-like hydrolase family protein | chr2:13666172-13667608 FORWARDnot assigned	not assigned.no ontology	35_1

CUST_22703_PI403524517	2	0.016757011	0.6024027	-0.016757011	-0.22514153	-0.18931293	0.095718384	35_6594	0	0	0	0	CHR04V5|COORD:24084087..24082347|protein mitotic spindle checkpoint protein MAD2, putative, expressed	LOC_Os04g40940.1	no description	not assigned.unknown	35_2

CUST_13685_PI403524517	2	0.0	-0.373065	0.017296791	0.0	-0.11558437	0.08089447	35_3928	"Cluster: Putative secretory carrier membrane protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative secretory carrier membrane protein - Oryza sativ"	UniRef90_Q8H5X5	"CHR1V7|COORD:22589700..22592329| SC3 (SECRETORY CARRIER 3); carrier"	AT1G61250.1	CHR07V5|COORD:22630563..22626002|protein SC3 protein, putative, expressed	LOC_Os07g37740.1	no descriptionmoderately similar to ( 310)AT2G20840| Symbols:  | secretory carrier membrane protein (SCAMP) family protein | chr2:8979006-8981481 REVERSEnot assigned SCAMP	transport.misc	34_99

CUST_171591_PI403524517	2	0.050014496	0.6418114	-0.050014496	-0.16945171	-0.15178823	0.05380106	35_47813	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_73605_PI403524517	2	0.08444786	-0.48717022	-0.071642876	0.020689964	0.07111931	-0.020690918	35_21107	"Cluster: OSJNBa0039G19.7 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0039G19.7 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XXD1	CHR2V7|COORD:6838937..6840676| pentatricopeptide (PPR) repeat-containing protein	AT2G15690.1	CHR04V5|COORD:5093648..5091692|protein pentatricopeptide repeat protein PPR986-12, putative, expressed	LOC_Os04g09530.1	no descriptionmoderately similar to ( 349)AT2G15690| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr2:6838937-6840676 REVERSEDUF566	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_172899_PI403524517	2	0.42845917	-0.23804283	0.04002714	0.2090702	-1.0541825	-0.04002762	35_48153	"Cluster: Putative ketol-acid reductoisomerase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ketol-acid reductoisomerase - Oryza sativa (japonica"	UniRef90_Q65XK0	CHR3V7|COORD:21682538..21685616| ketol-acid reductoisomerase	AT3G58610.1	CHR05V5|COORD:28499343..28495922|protein ketol-acid reductoisomerase, chloroplast precursor, putative, expressed	LOC_Os05g49800.1	 no descriptionweakly similar to ( 128)AT3G58610| Symbols:  | ketol-acid reductoisomerase | chr3:21682538-21685616 FORWARDweakly similar to ( 125)ILV5_SPIOLKetol-acid reductoisomerase, chloroplast precursor - Spinacia oleracea (Spinach)IlvC 	amino acid metabolism.synthesis.branched chain group.common	13_1_4_1

CUST_158905_PI403524517	2	0.15980148	0.2082386	0.004705906	-0.06570482	-0.28883123	-0.0047063828	35_44358	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_69439_PI403524517	2	0.08952618	-0.27975178	0.095832825	-0.0013961792	-0.1981821	0.0013971329	35_19868	"Cluster: Putative phosphatidylinositol/phosphatidylcholine transfer protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative"	UniRef90_Q851Z2	CHR1V7|COORD:229206..230675| SEC14 cytosolic factor, putative / phosphoglyceride transfer protein, putative	AT1G01630.1	CHR03V5|COORD:35753605..35748899|protein polyphosphoinositide binding protein Ssh2p, putative, expressed	LOC_Os03g63370.1	 no descriptionmoderately similar to ( 201)AT1G01630| Symbols:  | SEC14 cytosolic factor, putative / phosphoglyceride transfer protein, putative | chr1:229206-230675 FORWARDnot assigned not assigned SEC14 SEC14 CRAL_TRIO PRK12323 	transport.misc	34_99

CUST_4903_PI404877155	2	0.013266563	-0.03331566	0.035891533	-0.10479927	-0.013266563	0.042201996	Contig16255_s_at	telomere binding protein TBP1 [Nicotiana glutinosa]	AAN39330.1	telomere-binding protein, putative	At1g07540.1	protein initiator-binding protein	Os03g16700	"ATTBP2;TRF-LIKE 9;telomeric DNA-binding protein, putative, similar to telomeric DNA-binding protein 1 (Arabidopsis thaliana) gi:13641340:gb:AAK31590"	RNA.regulation of transcription.MYB domain transcription factor family	27_3_25

CUST_63461_PI403524517	2	0.0961895	0.316741	-0.0961895	-0.21995926	-0.28925228	0.28216934	35_18120	"Cluster: HEAT repeat family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: HEAT repeat family protein, expressed - Oryza sativa (japonica"	UniRef90_Q10RT3	CHR2V7|COORD:15432818..15443960| binding	AT2G36810.1	CHR03V5|COORD:2572240..2584613|protein HEAT repeat family protein, expressed	LOC_Os03g05330.1	no descriptionmoderately similar to ( 263)AT2G36810| Symbols:  | binding | chr2:15432818-15443960 REVERSEnot assigned	not assigned.unknown	35_2

CUST_121585_PI403524517	2	-0.3669691	-0.48859167	0.09218931	-0.06811714	0.06811714	1.8238683	35_34335	"Cluster: Hypothetical protein OSJNBb0064P21.15; n=2; Oryza sativa|Rep: Hypothetical protein OSJNBb0064P21.15 - Oryza sativa (Rice)"	UniRef90_Q9FRJ8	CHR3V7|COORD:9128523..9130328| pentatricopeptide (PPR) repeat-containing protein	AT3G25060.1	CHR10V5|COORD:20731616..20728433|protein selenium-binding protein-like, putative, expressed	LOC_Os10g39460.2	no descriptionmoderately similar to ( 201)AT3G25060| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr3:9128523-9130328 FORWARD	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_31248_PI403524517	2	0.13636637	0.2724352	0.012441635	-0.012441635	-0.16843128	-0.06423807	35_9019	Rep: AT5g06580/F15M7_11 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q94AX4	CHR5V7|COORD:2011487..2016474| FAD linked oxidase family protein	AT5G06580.1	CHR07V5|COORD:3368320..3361308|protein D-lactate dehydrogenase, mitochondrial precursor, putative, expressed	LOC_Os07g06890.1	no descriptionweakly similar to ( 191)AT5G06580| Symbols:  | FAD linked oxidase family protein | chr5:2011487-2016474 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned GlcD FAD_binding_4 FAP PRK07764 Atrophin-1 DUF1509	misc.oxidases - copper, flavone etc.	26_7

CUST_26975_PI403524517	2	-0.038921356	0.1894865	0.038921356	-0.07013607	-0.28514767	0.4054594	35_7813	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2R3J0	0	0	CHR11V5|COORD:18135051..18149501|protein expressed protein	LOC_Os11g31770.1	no description	not assigned.unknown	35_2

CUST_30325_PI399408534	2	-0.09814119	0.202003	0.09814119	-0.13276625	-0.5345359	1.1810517	35_24393	"Cluster: Leucine-rich receptor-like protein kinase-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: Leucine-rich receptor-like protein kinase-like - Oryza"	UniRef90_Q5QNM3	"CHR4V7|COORD:10260492..10263588| MRH1 (morphogenesis of root hair 1); ATP binding / protein serine/threonine kinase"	AT4G18640.1	CHR01V5|COORD:28060257..28066692|protein ATP binding protein, putative, expressed	LOC_Os01g48390.2	"no descriptionweakly similar to ( 134)AT4G18640| Symbols: MRH1 | MRH1 (morphogenesis of root hair 1); ATP binding / protein serine/threonine kinase | chr4:10260492-10263588 FORWARDvery weakly similar to (96.7)RPK1_IPONIReceptor-like protein kinase precursor - Ipomoea nil (Japanese morning glory) (Pharbitis nil)not assigned not assigned not assigned"	signalling.receptor kinases.leucine rich repeat III	30_2_3

CUST_77190_PI403524517	2	0.019483566	0.27350903	-0.03371048	-0.04258728	-0.0019330978	0.0019330978	35_22126	"Cluster: Aluminum-activated malate transporter-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Aluminum-activated malate transporter-like - Oryza sativa"	UniRef90_Q5Z6M5	"CHR1V7|COORD:8948454..8950863| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G17470.1); similar to unknown protein [Arabidopsis thaliana]"	AT1G25480.1	CHR02V5|COORD:30429159..30431646|protein ALMT1, putative, expressed	LOC_Os02g49790.1	"no descriptionvery weakly similar to (68.2)AT1G25480| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G17470.1); similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G68600.1); similar to Putative expressed protein [Brassica oleracea] (GB:AAW81734.1); contains InterPro domain Protein of unknown function UPF0005; (InterPro:IPR006214) | chr1:8948454-8950863 FORWARDnot assigned"	not assigned.unknown	35_2

CUST_134714_PI403524517	2	0.015832901	-0.056200027	0.076571465	0.008435726	-0.16240644	-0.008435249	35_37795	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_85217_PI403524517	2	-0.06898117	1.3412008	-0.05181122	0.051812172	-0.1003418	0.1618061	35_24415	Rep: At4g02725 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q6DBF6	CHR4V7|COORD:1206055..1207290| similar to hypothetical protein CwatDRAFT_2848 [Crocosphaera watsonii WH 8501] (GB:ZP_00516726.1)	AT4G02725.1	CHR03V5|COORD:28097080..28098412|protein hypothetical protein	LOC_Os03g49450.1	"no descriptionweakly similar to ( 160)AT4G02725| Symbols:  | similar to hypothetical protein CwatDRAFT_2848 [Crocosphaera watsonii WH 8501] (GB:ZP_00516726.1); similar to hypothetical protein ssl1378 [Synechocystis sp. PCC 6803] (GB:NP_442940.1) | chr4:1206055-1207000 FORWARD"	not assigned.unknown	35_2

CUST_50624_PI403524517	2	0.29553747	1.4504719	0.19132805	-0.19132853	-0.19879293	-0.23222733	35_14448	Rep: Enolase 2 - Zea mays (Maize)	UniRef90_P42895	"CHR2V7|COORD:15328160..15330865| LOS2 (Low expression of osmotically responsive genes 1); phosphopyruvate hydratase"	AT2G36530.1	CHR06V5|COORD:1935381..1930302|protein enolase 1, putative, expressed	LOC_Os06g04510.1	no descriptionvery weakly similar to (56.2)ENO2_MAIZEEnolase 2 - Zea mays (Maize)	glycolysis.enolase	4_12

CUST_38474_PI403524517	2	1.0585871	0.2623644	0.16236067	-0.22564316	-0.4926052	-0.16236019	35_11071	"Cluster: PfkB domain protein; n=1; Anaeromyxobacter sp. Fw109-5|Rep: PfkB domain protein - Anaeromyxobacter sp. Fw109-5"	UniRef90_A1I5P4	CHR4V7|COORD:7758606..7760888| leucine-rich repeat family protein / extensin family protein	AT4G13340.1	CHR01V5|COORD:12684225..12687053|protein polygalacturonase, putative, expressed	LOC_Os01g22590.1	no descriptionPRK12678	not assigned.unknown	35_2

CUST_182662_PI403524517	2	0.06509638	0.78679323	-0.36639452	-0.06509638	-0.17361021	0.12250948	35_50773	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_11967_PI403524517	2	-0.061364174	0.023750305	0.16175842	0.059007645	-0.031804085	-0.023751259	35_3404	"Cluster: Monothiol glutaredoxin-S7, chloroplast precursor; n=1; Oryza sativa|Rep: Monothiol glutaredoxin-S7, chloroplast precursor - Oryza sativa (Rice)"	UniRef90_Q851Y7	CHR3V7|COORD:20352828..20353349| CXIP1 (CAX INTERACTING PROTEIN 1)	AT3G54900.1	CHR03V5|COORD:35769292..35771503|protein OsGrx_S14 - glutaredoxin subgroup II, expressed	LOC_Os03g63420.1	no descriptionweakly similar to ( 170)AT3G54900| Symbols: CXIP1 | CXIP1 (CAX INTERACTING PROTEIN 1) | chr3:20352828-20353349 REVERSEnot assigned not assigned GRX_PICOT_like COG0278 PRK10824 GRX_family Glutaredoxin GRX_GRXh_1_2_like PRK07764	redox.glutaredoxins	21_4

CUST_88947_PI403524517	2	0.15582275	0.21314049	-0.11296272	-0.20741272	-0.022577286	0.022577286	35_25449	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_9130_PI399408534	2	-0.047840595	0.49854994	0.3502617	-0.32146454	-0.052295685	0.04784012	35_2314	"Cluster: COP9 signalosome complex subunit 4, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: COP9 signalosome complex subunit 4, putative,"	UniRef90_Q10QG2	CHR5V7|COORD:17254698..17257877| COP8 (CONSTITUTIVE PHOTOMORPHOGENIC 8)	AT5G42970.1	CHR03V5|COORD:5103736..5097291|protein COP9 signalosome complex subunit 4, putative, expressed	LOC_Os03g10120.2	 no descriptionweakly similar to ( 155)AT5G42970| Symbols: FUS4, EMB134, COP14, CSN4, FUS8, COP8 | COP8 (CONSTITUTIVE PHOTOMORPHOGENIC 8) | chr5:17254698-17257877 REVERSEnot assigned PCI PINT 	signalling.light.COP9 signalosome	30_11_1

CUST_9159_PI403524517	2	0.3565688	0.0472188	-0.21915102	-0.047218323	0.35888672	-0.37684393	35_2569	"Cluster: Os05g0595300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0595300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DFE5	"CHR5V7|COORD:21690909..21692695| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G27900.2); similar to CCT [Medicago truncatula] (GB:ABE82748.1);"	AT5G53420.1	CHR05V5|COORD:29573277..29577048|protein CCT motif family protein, expressed	LOC_Os05g51690.2	"no descriptionvery weakly similar to (89.4)AT5G53420| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G27900.2); similar to CCT [Medicago truncatula] (GB:ABE82748.1); contains InterPro domain CCT; (InterPro:IPR010402) | chr5:21691926-21692695 FORWARDnot assigned not assigned not assigned not assigned Tymo_45kd_70kd"	not assigned.unknown	35_2

CUST_152149_PI403524517	2	0.14316177	0.056138992	-0.06799507	0.030543327	-0.030544281	-0.12106514	35_42531	"Cluster: THO complex subunit 1, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: THO complex subunit 1, putative, expressed - Oryza sativa"	UniRef90_Q10SU9	CHR5V7|COORD:3066816..3070734| nuclear matrix protein-related	AT5G09860.1	CHR03V5|COORD:580806..587701|protein THO complex subunit 1, putative, expressed	LOC_Os03g01970.1	no descriptionmoderately similar to ( 405)AT5G09860| Symbols:  | nuclear matrix protein-related | chr5:3066816-3070734 FORWARDnot assigned	not assigned.no ontology	35_1

CUST_15911_PI404877155	2	-0.034864426	0.26214504	0.07554722	-0.16178226	-0.36751842	0.034864426	Contig9751_at	putative DnaJ domain containg protein [Oryza sativa (japonica cultivar-group)] gb|AAP55138.1| putative DnaJ domain containg protein [Oryza s	NP_922851.1	DNAJ heat shock N-terminal domain-containing protein	At2g26890.1	protein hypothetical protein	Os10g42440	Chlorophyll A-B binding protein 3C, chloroplast precursor (LHCII type I CAB-3C) (LHCP) pir	PS.lightreaction.photosystem II.LHC-II	1_01_01_01

CUST_152387_PI403524517	2	0.035942078	-0.23986912	-0.035942078	-0.2058196	1.1421814	0.111312866	35_42595	Rep: VIL3 protein - Triticum monococcum subsp. aegilopoides	UniRef90_A0SQ39	CHR3V7|COORD:8876214..8878178| VRN5 (VIN3-LIKE 1)	AT3G24440.1	CHR05V5|COORD:2595269..2589701|protein fibronectin type III domain containing protein, expressed	LOC_Os05g05310.2	 no descriptionweakly similar to ( 129)AT3G24440| Symbols: VIL1, VRN5 | VRN5 (VIN3-LIKE 1) | chr3:8876214-8878178 REVERSE	not assigned.no ontology	35_1

CUST_3382_PI404877155	2	-0.061994553	0.19185162	0.0013465881	-0.04434204	0.020669937	-0.0013465881	Contig13827_at	Putative bZIP transcription factor [Oryza sativa (japonica cultivar-group)] gb|AAM19114.1| Putative bZIP transcription factor [Oryza sativa	NP_912474.1	bZIP protein	At4g38900.2	protein bZIP transcription factor, putative	Os08g43090	NONE	RNA.regulation of transcription.bZIP transcription factor family	27_3_35

CUST_114456_PI403524517	2	0.027002335	-0.7077894	0.029798508	0.040664673	-0.15184069	-0.027002335	35_32484	"Cluster: Hypothetical protein P0643F09.17; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0643F09.17 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6K6B0	"CHR4V7|COORD:14208646..14211817| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G20240.1); similar to conserved hypothetical protein [Medicago"	AT4G28760.1	CHR02V5|COORD:34985331..34990772|protein expressed protein	LOC_Os02g57140.3	no description	not assigned.unknown	35_2

CUST_99827_PI403524517	2	0.0987854	-1.5012312	-0.56799984	0.07365322	-0.009028912	0.009029388	35_28498	"Cluster: Os01g0835900 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0835900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JHY5	CHR5V7|COORD:24068875..24069186| histone H4	AT5G59690.1	CHR10V5|COORD:20690219..20689571|protein histone H4, putative, expressed	LOC_Os10g39410.1	no descriptionweakly similar to ( 162)AT5G59970| Symbols:  | histone H4 | chr5:24163578-24163889 REVERSEweakly similar to ( 162)H4_PEAHistone H4 - Pisum sativum (Garden pea)not assigned H4 H4 HHT1 Histone PRK07764	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_3789_PI399408534	2	0.054142952	-1.0315332	-0.02114296	0.075725555	-0.013436317	0.013436317	35_14268	"Cluster: OSJNBb0012E08.10 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBb0012E08.10 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XV86	CHR5V7|COORD:24844620..24846868| calnexin 1 (CNX1)	AT5G61790.1	CHR04V5|COORD:19729353..19725839|protein calnexin homolog precursor, putative, expressed	LOC_Os04g32950.1	no descriptionhighly similar to ( 642)AT5G61790| Symbols:  | calnexin 1 (CNX1) | chr5:24844620-24846868 REVERSEhighly similar to ( 678)CALX_SOYBNCalnexin homolog precursor - Glycine max (Soybean)not assigned not assigned Calreticulin	signalling.calcium	30_3

CUST_65209_PI403524517	2	0.23708916	-0.7691097	-0.07820797	0.078207016	0.09448242	-0.13406754	35_18619	"Cluster: Os01g0590900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0590900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JLL2	"CHR4V7|COORD:15756401..15759112| AME3; kinase"	AT4G32660.1	CHR01V5|COORD:23417602..23422231|protein serine/threonine-protein kinase AFC3, putative, expressed	LOC_Os01g40840.2	"no descriptionmoderately similar to ( 335)AT4G32660| Symbols: AME3 | AME3; kinase | chr4:15756425-15759112 FORWARDvery weakly similar to (87.0)CDC2_MAIZECell division control protein 2 homolog - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc Pkinase S_TKc SPS1 Pkinase_Tyr"	protein.postranslational modification	29_4

CUST_131439_PI403524517	2	0.1604433	-0.07307625	0.111038685	0.031067371	-0.3583541	-0.031067371	35_36915	"Cluster: Putative microtubule-associated protein MAP65-1a; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative microtubule-associated protein MAP65-1a - O"	UniRef90_Q6ZI13	"CHR5V7|COORD:22419942..22422408| ATMAP65-1 (MICROTUBULE-ASSOCIATED PROTEINS 65-1); microtubule binding"	AT5G55230.1	CHR02V5|COORD:29871392..29875588|protein microtubule-associated protein MAP65-1a, putative, expressed	LOC_Os02g48830.1	"no descriptionvery weakly similar to (89.7)AT5G55230| Symbols: ATMAP65-1 | ATMAP65-1 (MICROTUBULE-ASSOCIATED PROTEINS 65-1); microtubule binding | chr5:22419942-22422408 FORWARDnot assigned"	cell.organisation	31_1

CUST_54461_PI403524517	2	0.30948448	-0.0976429	-0.13141441	0.061569214	-0.061569214	0.19574165	35_15503	"Cluster: Hypothetical protein OSJNBa0077J22.4; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0077J22.4 - Oryza sativa (japonica cu"	UniRef90_Q6ASR8	CHR5V7|COORD:9789902..9792238| serine-type peptidase/ trypsin	AT5G27660.1	CHR05V5|COORD:2608259..2603989|protein expressed protein	LOC_Os05g05330.1	no descriptionDegQ PDZ_serine_protease	not assigned.unknown	35_2

CUST_135966_PI403524517	2	-0.05910015	0.20979595	0.059099197	-0.16679764	0.0827961	-0.17071342	35_38131	"Cluster: Os01g0835600 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0835600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JHY8	CHR4V7|COORD:15419441..15423945| binding	AT4G31880.1	CHR01V5|COORD:36147709..36144316|protein AT hook motif family protein, expressed	LOC_Os01g61890.1	no description	not assigned.unknown	35_2

CUST_171824_PI403524517	2	0.11694288	0.2008214	-0.009103775	-0.03708458	0.009104252	-0.06267452	35_47872	"Cluster: DNAJ heat shock N-terminal domain-containing protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: DNAJ heat shock N-terminal domain-containin"	UniRef90_Q5QMD6	CHR1V7|COORD:24249164..24252184| heat shock protein binding / unfolded protein binding	AT1G65280.1	CHR01V5|COORD:18927822..18938421|protein heat shock protein binding protein, putative, expressed	LOC_Os01g33800.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned	not assigned.unknown	35_2

CUST_38359_PI403524517	2	0.17188072	0.26081562	-0.018371582	-0.20164299	-0.08489227	0.018370628	35_11040	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_167_PI404877155	2	0.005721092	-0.25430202	-0.06286526	0.024094582	0.045038223	-0.005721092	Contig10035_at	0	NP_200011.1	WD-40 repeat family protein / zfwd2 protein (ZFWD2), putative	At5g51980.1	protein expressed protein	Os02g45480	coatomer delta subunit, delta-COP	RNA.regulation of transcription.C3H zinc finger family	27_3_12

CUST_83848_PI403524517	2	0.035205364	0.26187992	0.113612175	-0.1338172	-0.035205364	-0.07464218	35_24035	"Cluster: Hypothetical protein P0575F10.13; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0575F10.13 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6Z719	"CHR1V7|COORD:27820801..27823624| similar to Os02g0123400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001045734.1); similar to hypothetical protein"	AT1G73970.1	CHR02V5|COORD:1226876..1223211|protein expressed protein	LOC_Os02g03090.2	"no descriptionmoderately similar to ( 214)AT1G73970| Symbols:  | similar to Os02g0123400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001045734.1); similar to hypothetical protein MtrDRAFT_AC139344g16v1 [Medicago truncatula] (GB:ABE80081.1); contains domain ARM repeat (SSF48371) | chr1:27820801-27823624 FORWARD"	not assigned.unknown	35_2

CUST_92488_PI403524517	2	0.028852463	0.0048093796	-0.21152687	0.043403625	-0.2092228	-0.0048103333	35_26445	"Cluster: Monosaccharide transporter 6; n=2; Oryza sativa (japonica cultivar-group)|Rep: Monosaccharide transporter 6 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6VEF1	"CHR1V7|COORD:3777460..3780133| STP1 (SUGAR TRANSPORTER 1); carbohydrate transporter/ sugar porter"	AT1G11260.1	CHR07V5|COORD:22354112..22351400|protein sugar carrier protein C, putative, expressed	LOC_Os07g37320.1	"no descriptionvery weakly similar to (96.7)AT1G11260| Symbols: STP1 | STP1 (SUGAR TRANSPORTER 1); carbohydrate transporter/ sugar porter | chr1:3777460-3780133 FORWARDvery weakly similar to (88.2)STC_RICCOSugar carrier protein C - Ricinus communis (Castor bean)"	transporter.sugars	34_2

CUST_57184_PI403524517	2	-0.33032894	0.53500557	0.18153477	0.10520935	-0.1052084	-0.14379406	35_16299	"Cluster: Putative branched-chain alpha-keto acid decarboxylase E1 beta subunit; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative branched-chain"	UniRef90_Q69LD2	"CHR1V7|COORD:20727148..20729171| BCDH BETA1 (BRANCHED-CHAIN ALPHA-KETO ACID DECARBOXYLASE E1 BETA SUBUNIT); 3-methyl-2-oxobutanoate dehydrogenase"	AT1G55510.1	CHR07V5|COORD:3720951..3716941|protein 3-methyl-2-oxobutanoate dehydrogenase, putative, expressed	LOC_Os07g07470.1	" no descriptionmoderately similar to ( 202)AT1G55510| Symbols: BCDH BETA1 | BCDH BETA1 (BRANCHED-CHAIN ALPHA-KETO ACID DECARBOXYLASE E1 BETA SUBUNIT); 3-methyl-2-oxobutanoate dehydrogenase (2-methylpropanoyl-transferring) | chr1:20727148-20729171 FORWARDvery weakly similar to (71.6)ODPB_PEAPyruvate dehydrogenase E1 component subunit beta, mitochondrial precursor - Pisum sativum (Garden pea)not assigned not assigned AcoB Transketolase_C PRK11892 PRK09212 odpB "	amino acid metabolism.degradation.branched-chain group.shared	13_2_4_1

CUST_92927_PI403524517	2	0.12703514	-0.1270361	0.16084862	-0.1565733	0.18968868	-0.18899155	35_26571	"Cluster: Pherophorin-C3 protein precursor; n=1; Chlamydomonas reinhardtii|Rep: Pherophorin-C3 protein precursor - Chlamydomonas reinhardtii"	UniRef90_Q3HTK4	"CHR3|COORD:11046227..11049702| similar to EXS family protein / ERD1/XPR1/SYG1 family protein [Arabidopsis thaliana] (TAIR:At2g03260.1); similar to EXS family"	AT3G29060.1	CHR02V5|COORD:110763..112365|protein expressed protein	LOC_Os02g01190.2	no description	not assigned.unknown	35_2

CUST_9374_PI403524517	2	0.26262665	-0.36288977	-0.028380394	0.42630482	-0.03028202	0.02838087	35_2635	"Cluster: Peptide transporter; n=1; Hordeum vulgare|Rep: Peptide transporter - Hordeum vulgare (Barley)"	UniRef90_O48542	CHR3V7|COORD:20056863..20059132| proton-dependent oligopeptide transport (POT) family protein	AT3G54140.1	CHR01V5|COORD:2288913..2295209|protein peptide transporter PTR2, putative, expressed	LOC_Os01g04950.3	no descriptionhighly similar to ( 760)AT5G01180| Symbols:  | proton-dependent oligopeptide transport (POT) family protein | chr5:61256-63239 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PTR2 PTR2 Herpes_BLLF1 PRK07003 Atrophin-1 PRK12323 tppB APC_basic AF-4 PRK07764 MFS_1 PRK12678 SerH Tymo_45kd_70kd HPC2 TT_ORF1 DUF566 PRK10207 DUF390	transport.peptides and oligopeptides	34_13

CUST_70456_PI403524517	2	0.111307144	-0.01081562	-0.031218529	0.07696581	0.01081562	-0.31439734	35_20180	"Cluster: Adenylosuccinate lyase, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Adenylosuccinate lyase, putative, expressed - Oryza sativ"	UniRef90_Q10MD1	CHR4V7|COORD:10186396..10188843| adenylosuccinate lyase, putative / adenylosuccinase, putative	AT4G18440.1	CHR03V5|COORD:11189599..11193779|protein adenylosuccinate lyase, putative, expressed	LOC_Os03g19930.1	 no descriptionweakly similar to ( 196)AT4G18440| Symbols:  | adenylosuccinate lyase, putative / adenylosuccinase, putative | chr4:10186396-10188843 REVERSEnot assigned PRK09285 PurB Adenylsuccinate_lyase_like PurB Lyase_I Lyase_1 PRK06390 Adenylsuccinate_lyase_1 	nucleotide metabolism.synthesis.purine.SAICAR lyase	23_1_2_8

CUST_125933_PI403524517	2	-0.5398598	-0.0010099411	0.98431873	0.0010099411	0.80877113	-0.6393361	35_35458	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_57743_PI403524517	2	-0.12199974	0.075491905	0.2337532	-0.10439873	0.21004295	-0.075491905	35_16463	"Cluster: OSIGBa0142I02-OSIGBa0101B20.17 protein; n=2; Oryza sativa|Rep: OSIGBa0142I02-OSIGBa0101B20.17 protein - Oryza sativa (Rice)"	UniRef90_Q01HH2	"CHR4V7|COORD:9891438..9892688| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G71940.1); similar to hypothetical protein 23.t00026 [Brassica"	AT4G17790.1	CHR04V5|COORD:29758746..29756150|protein gtk16 protein, putative, expressed	LOC_Os04g50216.1	"no descriptionmoderately similar to ( 290)AT4G17790| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G71940.1); similar to hypothetical protein 23.t00026 [Brassica oleracea] (GB:ABD65614.1); contains domain UNCHARACTERIZED (PTHR12677) | chr4:9891438-9892688 FORWARDnot assigned SNARE_assoc COG0398 DedA"	not assigned.unknown	35_2

CUST_50607_PI403524517	2	0.0011510849	-0.19639397	-0.026464462	-0.0011510849	0.06389427	0.04155159	35_14444	Rep: Enolase 2 - Zea mays (Maize)	UniRef90_P42895	"CHR2V7|COORD:15328160..15330865| LOS2 (Low expression of osmotically responsive genes 1); phosphopyruvate hydratase"	AT2G36530.1	CHR10V5|COORD:4410384..4405764|protein enolase, putative, expressed	LOC_Os10g08550.1	"no descriptionhighly similar to ( 786)AT2G36530| Symbols: LOS2 | LOS2 (Low expression of osmotically responsive genes 1); phosphopyruvate hydratase | chr2:15328160-15330865 REVERSEhighly similar to ( 857)ENO_ORYSAnot assigned enolase eno Eno Enolase_C Enolase_N PRK08350 enolase_like"	glycolysis.enolase	4_12

CUST_11586_PI404877155	2	0.19897938	0.8195019	-0.20648098	-0.059174538	-0.084905624	0.05917549	Contig5255_at	alanine:glyoxylate aminotransferase 2 homolog [Arabidopsis thaliana]	AAD48837.1	alanine--glyoxylate aminotransferase, putative / beta-alanine-pyruvate aminotransferase, putative / AGT, putat	At4g39660.1	protein alanine:glyoxylate aminotransferase 2 homolog	Os03g07570	0	amino acid metabolism.synthesis.central amino acid metabolism.alanine	13_1_1_3

CUST_165465_PI403524517	2	0.907084	0.62755966	0.302907	-0.37826824	-0.40996838	-0.302907	35_46109	Rep: H0805A05.8 protein - Oryza sativa (Rice)	UniRef90_Q01IG8	CHR4V7|COORD:8066699..8067672| F-box family protein	AT4G13965.1	CHR04V5|COORD:23987154..23991019|protein F-box domain containing protein	LOC_Os04g40800.1	no description	not assigned.unknown	35_2

CUST_47248_PI403524517	2	0.049653053	-0.14977455	-0.017857552	0.076643944	0.017857552	-0.08037758	35_13526	"Cluster: 3-beta hydroxysteroid dehydrogenase/isomerase; n=1; Kineococcus radiotolerans SRS30216|Rep: 3-beta hydroxysteroid dehydrogenase/isomerase - Kineococcus"	UniRef90_Q40YV5	CHR1V7|COORD:23241239..23242177| invertase/pectin methylesterase inhibitor family protein	AT1G62760.1	CHR03V5|COORD:5113420..5116623|protein nucleic acid binding protein, putative, expressed	LOC_Os03g10140.1	no description	not assigned.unknown	35_2

CUST_180162_PI403524517	2	0.029512405	-0.13797188	-0.25420284	0.003230095	-0.0032291412	0.061136246	35_50104	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_155197_PI403524517	2	-0.10850859	0.16762018	0.15032625	0.10850859	-0.635767	-0.39194107	35_43353	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_79065_PI403524517	2	-0.07002926	0.20237637	0.027125359	-0.027126312	-0.06890106	0.087117195	35_22680	"Cluster: Receptor-like protein kinase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Receptor-like protein kinase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53JL7	CHR5V7|COORD:19621810..19623758| leucine-rich repeat family protein / protein kinase family protein	AT5G48380.1	CHR11V5|COORD:8091330..8095056|protein brassinosteroid LRR receptor kinase precursor, putative, expressed	LOC_Os11g14420.1	no descriptionmoderately similar to ( 370)AT5G48380| Symbols:  | leucine-rich repeat family protein / protein kinase family protein | chr5:19621810-19623758 REVERSEweakly similar to ( 194)PSKR_DAUCAPhytosulfokine receptor precursor - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pkinase_Tyr PTKc Pkinase TyrKc S_TKc S_TKc PTKc_Jak_rpt2 PTKc_Csk_like SPS1 PTKc_Src_like PTKc_EGFR_like PTK_Ryk PTKc_Ack_like PTKc_Srm_Brk PTKc_FGFR PTK_HER3 PTKc_Frk_like PTKc_FGFR4 PTKc_InsR_like PTKc_EphR PTKc_Abl PTKc_Yes PTKc_Chk PTKc_Syk_like PTKc_Jak2_Jak3_rpt2 PTKc_Lck_Blk PTKc_Csk PTKc_Fyn_Yrk PTKc_Tyk2_rpt2 PTKc_FGFR3 PTK_CCK4 PTKc_Tec_like PTKc_Ror PTKc_Src PTKc_Hck PTKc_FGFR1 PTKc_Fes_like PTKc_EphR_A2 PTKc_Lyn PTKc_Trk PTKc_FGFR2 PTKc_Musk PTKc_IGF-1R PTKc_Btk_Bmx PTKc_RET PTKc_Axl_like PTKc_PDGFR PTKc_InsR PTKc_Itk PTKc_HER4 PTKc_Aatyk PTKc_Tec_Rlk PTKc_CSF-1R PTKc_Tie1 PTKc_Zap-70 PTKc_Tie2 PTKc_Met_Ron PTKc_Tie PTKc_HER2 PTKc_c-ros PTKc_EphR_A PTKc_TrkB PTKc_TrkA PTKc_VEGFR PTKc_Fes PTKc_Axl PTKc_EGFR PTKc_EphR_B PTKc_VEGFR3	protein.postranslational modification.kinase.receptor like cytoplasmatic kinase VII	29_4_1_57

CUST_142178_PI403524517	2	-0.33304977	0.19825554	0.13766956	-0.089481354	0.03526497	-0.03526497	35_39853	"Cluster: Hypothetical protein OSJNBa0016O19.34; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0016O19.34 - Oryza sativa (japonica"	UniRef90_Q69SP9	"CHR2V7|COORD:11208848..11210997| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G63170.1); similar to conserved hypothetical protein [Medicago"	AT2G26310.1	CHR06V5|COORD:5226417..5230646|protein expressed protein	LOC_Os06g10210.2	"no descriptionvery weakly similar to (55.5)AT2G26310| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G63170.1); similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE80234.1); contains domain Chalcone isomerase (SSF54626) | chr2:11208848-11210997 FORWARD"	not assigned.unknown	35_2

CUST_75903_PI403524517	2	0.3341341	0.18423557	-0.1315403	0.0134420395	-0.013441086	-0.23348522	35_21758	"Cluster: Hypothetical protein B1151A10.31; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1151A10.31 - Oryza sativa (japonica cultivar-g"	UniRef90_Q8LQJ5	"CHR5V7|COORD:3831771..3832634| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G17620.1); similar to Heavy metal transport/detoxification protein;"	AT5G11890.1	CHR01V5|COORD:22426506..22425378|protein harpin-induced protein, putative, expressed	LOC_Os01g39290.1	"no descriptionvery weakly similar to (83.6)AT5G11890| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G17620.1); similar to Heavy metal transport/detoxification protein; Harpin-induced 1 [Medicago truncatula] (GB:ABE94112.1); contains InterPro domain Harpin-induced 1; (InterPro:IPR010847) | chr5:3831771-3832634 FORWARDnot assigned Hin1"	not assigned.unknown	35_2

CUST_71869_PI403524517	2	0.16291523	-0.6131449	-0.21705723	0.012838364	-0.012838364	0.055384636	35_20603	"Cluster: HI0933-like protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: HI0933-like protein, expressed - Oryza sativa (japonica cultivar-group"	UniRef90_Q2QLK5	CHR5V7|COORD:16004877..16007789| oxidoreductase	AT5G39940.1	CHR12V5|COORD:27360807..27364795|protein oxidoreductase, putative, expressed	LOC_Os12g44160.3	no descriptionmoderately similar to ( 372)AT5G39940| Symbols:  | oxidoreductase | chr5:16004877-16007789 FORWARDHI0933_like COG2081	not assigned.unknown	35_2

CUST_19367_PI404877155	2	0.36167336	-1.7965803	-0.401886	0.72895813	-0.13986969	0.13987064	rbags13d01_s_at	HSP70 [Triticum aestivum]	AAB99745.1	heat shock protein 70, putative / HSP70, putative	At3g12580.1	protein dnaK protein	Os01g62290	NONE	stress.abiotic.heat	20_2_1

CUST_2952_PI399408534	2	-0.012934685	0.8253555	0.146842	-0.16671562	-0.15556335	0.012935638	35_42743	"Cluster: GDP dissociation inhibitor protein OsGDI1; n=4; Oryza sativa|Rep: GDP dissociation inhibitor protein OsGDI1 - Oryza sativa (Rice)"	UniRef90_O22470	CHR2V7|COORD:18248880..18251940| ATGDI1 (Arabidopsis thaliana guanosine diphosphate dissociation inhibitor 1)	AT2G44100.1	CHR05V5|COORD:20394183..20400478|protein rab GDP dissociation inhibitor alpha, putative, expressed	LOC_Os05g34540.1	no descriptionweakly similar to ( 103)AT2G44100| Symbols:  | ATGDI1 (Arabidopsis thaliana guanosine diphosphate dissociation inhibitor 1) | chr2:18248880-18251807 FORWARDvery weakly similar to (59.3)AATC_ORYSAnot assigned not assigned not assigned GDI MRS6 TyrB	signalling.G-proteins	30_5

CUST_113742_PI403524517	2	0.29839325	-0.17554283	0.022353172	0.019003868	-0.09841156	-0.019002914	35_32281	"Cluster: Putative eukaryotic translation initiation factor 4G; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative eukaryotic translation initiation facto"	UniRef90_Q69S49		0	CHR07V5|COORD:22113267..22121435|protein eukaryotic translation initiation factor 4G, putative, expressed	LOC_Os07g36940.2	no description	not assigned.unknown	35_2

CUST_62271_PI403524517	2	0.0052986145	0.1817255	-0.0052986145	-0.037106514	-0.13149357	0.10462856	35_17755	"Cluster: Putative dirigent-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative dirigent-like protein - Oryza sativa (japonica cultivar-group"	UniRef90_Q6ATP8	CHR2V7|COORD:9057371..9057931| disease resistance-responsive family protein	AT2G21110.1	CHR03V5|COORD:33774433..33773568|protein disease resistance response like protein, putative, expressed	LOC_Os03g59440.1	no descriptionvery weakly similar to (99.4)AT2G21110| Symbols:  | disease resistance-responsive family protein | chr2:9057371-9057931 REVERSEDirigent	stress.biotic	20_1

CUST_9767_PI404877155	2	0.02748537	-0.034465313	0.062045574	0.008127689	-0.17502785	-0.008127689	Contig3499_at	60 kDa jasmonate-induced protein (rRNA N-glycosidase) pir||S25092 jasmonate-induced protein - barley emb|CAA47017.1| jasmonate-induced prote	Q00531	expressed protein	At2g40070.1	protein Similar to 60 kda jasmonate-induced protein (ec 3.2.2.22) (rrna n-glycosidase)	Os11g06610	jasmonate-induced protein	hormone metabolism.jasmonate	17_7

CUST_179427_PI403524517	2	-0.016416073	1.2999482	0.016416073	1.8275027	-0.5454111	-0.376513	35_49904	"Cluster: Hypothetical protein P0431A02.15; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0431A02.15 - Oryza sativa (japonica cultivar-g"	UniRef90_Q7XB72	CHR1V7|COORD:11399903..11405702| actin binding	AT1G31810.1	CHR07V5|COORD:5564976..5565440|protein conserved hypothetical protein	LOC_Os07g10380.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned PRK07764	not assigned.unknown	35_2

CUST_93767_PI403524517	2	-0.30395126	-0.3647542	0.7680044	-0.080955505	0.6215658	0.08095598	35_26811	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_9515_PI403524517	2	-0.023089409	0.33709908	0.023089409	-0.68469906	-0.07460785	0.14850235	35_2678	Rep: AT5g42220/K5J14_2 - Medicago truncatula (Barrel medic)	UniRef90_Q1SP52	CHR5V7|COORD:16890190..16894683| ubiquitin family protein	AT5G42220.1	CHR08V5|COORD:11873188..11863638|protein ubiquitin family protein, expressed	LOC_Os08g19830.1	no descriptionweakly similar to ( 195)AT5G42220| Symbols:  | ubiquitin family protein | chr5:16890190-16894683 FORWARDvery weakly similar to (52.8)UBIQ_ACECLUbiquitin - Acetabularia cliftonii (Green alga)not assigned not assigned Scythe_N UBQ UBL ubiquitin UBQ Ubiquitin RAD23_N Nedd8	protein.degradation.ubiquitin.ubiquitin	29_5_11_1

CUST_3270_PI404877155	2	-0.61130285	-0.5053148	0.14293957	0.35956192	0.53726673	-0.14293957	Contig13733_at	P0443D08.8 [Oryza sativa (japonica cultivar-group)]	BAB64129.1	serine/threonine protein kinase family protein	At1g66880.1	protein Protein kinase domain, putative	Os01g04400	NONE	signalling.receptor kinases.wheat LRK10 like	30_2_20

CUST_135714_PI403524517	2	0.020092964	0.04206848	-0.09210205	0.022026062	-0.051000595	-0.020093918	35_38063	"Cluster: Os09g0101100 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0101100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J3K2	CHR3V7|COORD:2526726..2528422| HhH-GPD base excision DNA repair family protein	AT3G07930.3	CHR09V5|COORD:247908..243491|protein hhH-GPD superfamily base excision DNA repair protein, expressed	LOC_Os09g01290.2	no descriptionvery weakly similar to (52.0)AT3G07930| Symbols:  | HhH-GPD base excision DNA repair family protein | chr3:2526726-2528151 FORWARD	DNA.repair	28_2

CUST_77132_PI403524517	2	0.026126862	0.29546356	-0.026126862	-0.078596115	0.085902214	-0.20642948	35_22110	"Cluster: OSJNBa0039C07.6 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0039C07.6 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7F9I0	"CHR5V7|COORD:4263564..4264992| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G13970.1); similar to OSJNBa0039C07.6 [Oryza sativa (japonica"	AT5G13310.1	CHR04V5|COORD:19423018..19425313|protein expressed protein	LOC_Os04g32580.1	"no descriptionvery weakly similar to (64.7)AT5G13970| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G13310.1); similar to OSJNBa0039C07.6 [Oryza sativa (japonica cultivar-group)] (GB:CAE05150.2); similar to hypothetical protein MA4_111B14.56 [Musa acuminata] (GB:ABF72009.1) | chr5:4506385-4507806 REVERSEnot assigned not assigned not assigned not assigned"	not assigned.unknown	35_2

CUST_94610_PI403524517	2	0.054222107	0.46918297	-0.083628654	0.030442238	-0.45520878	-0.030443192	35_27046	"Cluster: Hypothetical protein; n=1; Kineococcus radiotolerans SRS30216|Rep: Hypothetical protein - Kineococcus radiotolerans SRS30216"	UniRef90_Q410I2	0	0	CHR05V5|COORD:18366859..18371065|protein expressed protein	LOC_Os05g31690.1	no description	not assigned.unknown	35_2

CUST_15534_PI399408534	2	-0.32351303	0.46963882	-0.34450912	0.063114166	0.161767	-0.063114166	35_3819	"Cluster: Putative finger transcription factor; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative finger transcription factor - Oryza sativa (japonica"	UniRef90_Q688R3	CHR2V7|COORD:16779615..16781408| CZF1/ZFAR1	AT2G40140.2	CHR05V5|COORD:1640047..1642464|protein zinc finger transcription factor-like protein, putative, expressed	LOC_Os05g03760.1	no descriptionvery weakly similar to (91.7)AT5G58620| Symbols:  | zinc finger (CCCH-type) family protein | chr5:23711185-23713008 FORWARDnot assigned	RNA.regulation of transcription.C3H zinc finger family	27_3_12

CUST_13514_PI403524517	2	1.4470234	1.4489021	0.3184824	-0.35934353	-0.8110323	-0.31848145	35_3875	"Cluster: Os12g0428000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os12g0428000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0INM9	"CHR5V7|COORD:26465054..26465808| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G17850.1); similar to Rhodanese-like domain [Medicago truncatula]"	AT5G66170.1	CHR12V5|COORD:13654437..13656115|protein senescence-associated protein DIN1, putative, expressed	LOC_Os12g24020.2	"no descriptionvery weakly similar to (87.4)AT2G17850| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G66170.2); similar to Rhodanese-like domain [Medicago truncatula] (GB:ABE88183.1); contains InterPro domain Rhodanese-like; (InterPro:IPR001763) | chr2:7767087-7767869 REVERSEvery weakly similar to (72.8)DIN1_RAPSASenescence-associated protein DIN1 - Raphanus sativus (Radish)not assigned RHOD RHOD RHOD_1 Rhodanese PspE TST_Repeat_2 SseA"	development.unspecified	33_99

CUST_149638_PI403524517	2	-0.038078308	-0.21740389	0.038078785	0.119475365	-0.20422268	0.2773409	35_41861	"Cluster: Putative fructokinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative fructokinase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5N7A1	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	CHR01V5|COORD:36967792..36973322|protein protein kinase, putative, expressed	LOC_Os01g63220.2	no descriptionnot assigned not assigned not assigned	not assigned.unknown	35_2

CUST_10351_PI403524517	2	0.0989933	-0.28138256	-0.46890736	-0.056138992	0.056138992	0.18647861	35_2918	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10MM4	"CHR3V7|COORD:23174913..23176055| similar to calmodulin-binding protein [Arabidopsis thaliana] (TAIR:AT2G15760.1); similar to conserved hypothetical"	AT3G62630.1	CHR03V5|COORD:10671322..10672955|protein expressed protein	LOC_Os03g19090.1	"no descriptionvery weakly similar to (75.9)AT3G62630| Symbols:  | similar to calmodulin-binding protein [Arabidopsis thaliana] (TAIR:AT2G15760.1); similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE84267.1); contains InterPro domain Protein of unknown function DUF1645; (InterPro:IPR012442) | chr3:23174913-23176055 REVERSEnot assigned not assigned not assigned not assigned not assigned DUF1645 PRK07003 PRK12678 AF-4 Atrophin-1 PRK12323 PRK07764 infB Tymo_45kd_70kd"	not assigned.unknown	35_2

CUST_58845_PI403524517	2	-0.32846642	-0.8440571	0.9608283	0.57244873	0.30140257	-0.3014021	35_16790	"Cluster: Aldo/keto reductase family-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Aldo/keto reductase family-like protein - Oryza sativa (japon"	UniRef90_Q8H4J8	CHR1V7|COORD:2049741..2052038| aldo/keto reductase family protein	AT1G06690.1	CHR07V5|COORD:2192107..2195348|protein aldo-keto reductase/ oxidoreductase, putative, expressed	LOC_Os07g04990.1	no descriptionweakly similar to ( 161)AT1G06690| Symbols:  | aldo/keto reductase family protein | chr1:2049741-2052038 REVERSEnot assigned Tas ARA1 Aldo_ket_red	minor CHO metabolism.others	3_5

CUST_71590_PI403524517	2	-0.06567669	-0.25355053	0.22682285	0.037008286	-0.037008286	0.10730839	35_20520	Rep: RNA helicase - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q9FNQ1	CHR5V7|COORD:24607225..24620537| DEAD box RNA helicase, putative	AT5G61140.1	CHR03V5|COORD:5910488..5899030|protein activating signal cointegrator 1 complex subunit 3, putative, expressed	LOC_Os03g11470.1	 no descriptionmoderately similar to ( 327)AT5G61140| Symbols:  | DEAD box RNA helicase, putative | chr5:24607225-24620537 FORWARDnot assigned not assigned not assigned SEC63 Sec63 COG1204 PRK02362 PRK01172 PRK00254 	DNA.synthesis/chromatin structure	28_1

CUST_3260_PI403524517	2	0.10498524	0.3936596	-0.15745544	-0.2341137	-0.085944176	0.08594513	35_887	"Cluster: Eukaryotic translation initiation factor 5; n=1; Zea mays|Rep: Eukaryotic translation initiation factor 5 - Zea mays (Maize)"	UniRef90_P55876	CHR1V7|COORD:13899918..13901237| eukaryotic translation initiation factor 5, putative / eIF-5, putative	AT1G36730.1	CHR06V5|COORD:29237559..29233812|protein eukaryotic translation initiation factor 5, putative, expressed	LOC_Os06g48350.1	 no descriptionmoderately similar to ( 482)AT1G36730| Symbols:  | eukaryotic translation initiation factor 5, putative / eIF-5, putative | chr1:13899918-13901237 REVERSEhighly similar to ( 592)IF5_MAIZEEukaryotic translation initiation factor 5 - Zea mays (Maize)not assigned not assigned not assigned not assigned eIF-5_eIF-2B eIF2B_5 eIF5C W2 PRK03988 PRK12336 GCD7 	protein.synthesis.initiation	29_2_3

CUST_68897_PI403524517	2	9.536743E-4	-0.57061195	-0.0650568	0.3344326	0.048012733	-9.536743E-4	35_19710	Rep: Apoplastic invertase 1 - Hordeum vulgare (Barley)	UniRef90_Q8GT50	"CHR3|COORD:19517630..19520368| similar to beta-fructosidase, putative / beta-fructofuranosidase, putative [Arabidopsis thaliana] (TAIR:At2g36190.1);"	AT3G52600.2	CHR04V5|COORD:20234783..20239674|protein beta-fructofuranosidase, insoluble isoenzyme 2 precursor, putative, expressed	LOC_Os04g33740.1	" no descriptionmoderately similar to ( 482)AT3G52600| Symbols: ATCWINV2 | ATCWINV2 (ARABIDOPSIS THALIANA CELL WALL INVERTASE 2); hydrolase, hydrolyzing O-glycosyl compounds | chr3:19518058-19519811 REVERSEhighly similar to ( 731)INV2_ORYSAnot assigned not assigned not assigned not assigned not assigned Glyco_32 Glyco_hydro_32N SacC Glyco_hydro_32C PRK07764 Tymo_45kd_70kd PRK12678 APC_basic "	major CHO metabolism.degradation.sucrose.invertases.cell wall	2_2_1_3_2

CUST_22689_PI403524517	2	-0.1007967	-0.30213737	0.018985748	0.14691162	0.16461372	-0.018985748	35_6590	"Cluster: Hypothetical protein OJ1294_F06.15; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1294_F06.15 - Oryza sativa (japonica cultiv"	UniRef90_Q5JK51	"CHR5V7|COORD:4044953..4047293| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G40400.2); similar to Trimeric LpxA-like [Medicago truncatula]"	AT5G12470.1	CHR01V5|COORD:42517132..42520916|protein expressed protein	LOC_Os01g72710.1	"no descriptionmoderately similar to ( 332)AT5G12470| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G40400.2); similar to Trimeric LpxA-like [Medicago truncatula] (GB:ABE84885.1); similar to Os01g0957200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001045446.1); similar to Os05g0388600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001055430.1) | chr5:4044953-4047293 REVERSEnot assigned not assigned PRK12678 PRK12323 PRK07003"	not assigned.unknown	35_2

CUST_113722_PI403524517	2	0.026784897	-0.16169357	-0.06430721	0.15407372	0.22429562	-0.02678585	35_32276	Rep: 120 kDa style glycoprotein - Nicotiana alata (Winged tobacco) (Persian tobacco)	UniRef90_O49986	CHR1V7|COORD:9039777..9042860| protein kinase	AT1G26150.1	CHR04V5|COORD:24705559..24701241|protein peroxidase 18 precursor, putative, expressed	LOC_Os04g42100.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Drf_FH1 PRK12323 PRK07764 PRK05648	not assigned.unknown	35_2

CUST_7406_PI403524517	2	0.020960808	0.19461346	0.026143074	-0.020960808	-0.07442188	-0.29908943	35_2059	"Cluster: Putative plastid ribosomal protein L34; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative plastid ribosomal protein L34 - Oryza sativa (japonic"	UniRef90_Q5VQX3	CHR1V7|COORD:10149870..10151141| ribosomal protein L34 family protein	AT1G29070.1	CHR01V5|COORD:34462494..34460625|protein 50S ribosomal protein L34, chloroplast precursor, putative, expressed	LOC_Os01g59060.1	 no descriptionvery weakly similar to (60.1)AT1G29070| Symbols:  | ribosomal protein L34 family protein | chr1:10149870-10151141 FORWARDvery weakly similar to (62.0)RK34_SPIOL50S ribosomal protein L34, chloroplast precursor - Spinacia oleracea (Spinach)not assigned rpmH RpmH Ribosomal_L34 	protein.synthesis.mito/plastid ribosomal protein.plastid	29_2_1_1

CUST_48183_PI403524517	2	0.07795143	-0.049243927	-0.0028457642	-0.04096222	0.032072067	0.0028457642	35_13776	"Cluster: Os01g0835900 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0835900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JHY5	CHR5V7|COORD:24068875..24069186| histone H4	AT5G59690.1	CHR10V5|COORD:20690219..20689571|protein histone H4, putative, expressed	LOC_Os10g39410.1	no descriptionweakly similar to ( 149)AT5G59970| Symbols:  | histone H4 | chr5:24163578-24163889 REVERSEweakly similar to ( 149)H4_PEAHistone H4 - Pisum sativum (Garden pea)not assigned H4 H4 HHT1 Histone	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_11356_PI404877155	2	-0.07241058	0.9549713	-0.04569626	0.04569626	-0.31117725	0.06637478	Contig5033_at	putative xylulose kinase [Oryza sativa (japonica cultivar-group)]	BAC16466.1	xylulose kinase, putative	At5g49650.1	protein FGGY family of carbohydrate kinases, N-terminal domain, putative	Os07g44660	putative xylulose kinase	minor CHO metabolism.sugar kinases	3_7

CUST_122026_PI403524517	2	0.13358974	-0.52579594	-0.039660454	0.039661407	-0.20270538	0.08323479	35_34448	"Cluster: Hypothetical protein OJ1567_G09.116; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1567_G09.116 - Oryza sativa (japonica cult"	UniRef90_Q8LIM9		0	CHR07V5|COORD:504590..509582|protein NLI interacting factor-like phosphatase family protein, expressed	LOC_Os07g01850.1	no description	not assigned.unknown	35_2

CUST_15673_PI404877155	2	0.029036522	0.46166897	-0.029036522	-0.06322765	-0.092051506	0.048944473	Contig9495_at	transducin family protein / WD-40 repeat family protein [Arabidopsis thaliana]	NP_194712.1	transducin family protein / WD-40 repeat family protein	At4g29830.1	protein expressed protein	Os11g43890	G protein beta subunit/transducin / WD-40 repeat protein family	signalling.G-proteins	30_5

CUST_156555_PI403524517	2	-0.15672255	0.47436857	0.45932102	-0.36642313	-0.076580524	0.076581	35_43724	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_4953_PI403524517	2	0.3077259	-0.6319914	-0.39318085	-0.15481281	0.20694065	0.15481377	35_1366	Rep: H0307D04.12 protein - Oryza sativa (Rice)	UniRef90_Q01K54	CHR5V7|COORD:19134070..19134866| senescence-associated protein-related	AT5G47060.1	CHR04V5|COORD:29406044..29405065|protein expressed protein	LOC_Os04g49680.1	no descriptionvery weakly similar to (65.5)AT5G47060| Symbols:  | senescence-associated protein-related | chr5:19134070-19134866 FORWARDDUF581	development.unspecified	33_99

CUST_16548_PI399408534	2	-0.011688232	0.10790253	0.11022568	-0.103860855	0.009399414	-0.009397507	35_36830	Rep: Glycine-rich RNA-binding protein - Triticum aestivum (Wheat)	UniRef90_Q0KIW2	"CHR2V7|COORD:9272557..9273396| ATGRP7 (COLD, CIRCADIAN RHYTHM, AND RNA BINDING 2); RNA binding / double-stranded DNA binding / single-stranded DNA"	AT2G21660.1	CHR03V5|COORD:26409256..26410490|protein glycine-rich RNA-binding protein 2, putative, expressed	LOC_Os03g46770.2	no descriptionvery weakly similar to (50.1)GRP1_DAUCAGlycine-rich RNA-binding protein - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned GRP TT_ORF1 Drf_FH1 PRK06958 Extensin_2 DUF1517 PRK07764 COG4371 eIF-4B DUF1421 DUF1210 Protamine_P1 Tymo_45kd_70kd TonB PRK12323 Totivirus_coat	RNA.regulation of transcription.GRP	27_3_75

CUST_144012_PI403524517	2	0.058438778	-0.058439255	0.16537952	-0.31308174	0.5183358	-0.35207844	35_40342	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_13833_PI403524517	2	0.0861845	-0.17042637	-0.08978844	0.059635162	-0.05963421	0.08099365	35_3966	"Cluster: Putative RING-H2 finger protein RHG1a; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative RING-H2 finger protein RHG1a - Oryza sativa (japonica"	UniRef90_Q6YT05	CHR3V7|COORD:6926503..6929330| zinc finger (C3HC4-type RING finger) family protein	AT3G19910.1	CHR08V5|COORD:27369446..27372129|protein zinc finger, C3HC4 type family protein, expressed	LOC_Os08g43480.1	no descriptionweakly similar to ( 198)AT3G19910| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr3:6926503-6929330 FORWARDvery weakly similar to (58.2)EL5_ORYSAnot assigned RING COG5540 zf-C3HC4 RING	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_9177_PI403524517	2	0.10932064	-0.5609169	-0.09621239	0.2555313	0.09621143	-0.13419247	35_2579	Rep: Putative ribonucleoprotein - Oryza sativa (Rice)	UniRef90_Q8S7G2	CHR2V7|COORD:15642059..15643410| 29 kDa ribonucleoprotein, chloroplast, putative / RNA-binding protein cp29, putative	AT2G37220.1	CHR03V5|COORD:14847530..14845419|protein ribonucleoprotein A, chloroplast precursor, putative, expressed	LOC_Os03g25960.1	 no descriptionmoderately similar to ( 266)AT2G37220| Symbols:  | 29 kDa ribonucleoprotein, chloroplast, putative / RNA-binding protein cp29, putative | chr2:15642059-15643410 REVERSEmoderately similar to ( 255)ROC2_NICSY29 kDa ribonucleoprotein B, chloroplast precursor - Nicotiana sylvestris (Wood tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG0724 RRM RRM_1 	RNA.RNA binding	27_4

CUST_15070_PI403524517	2	-0.06606674	-0.32639408	0.25122547	-0.04940033	0.50608444	0.049399853	35_4343	Rep: H0801D08.18 protein - Oryza sativa (Rice)	UniRef90_Q259E4	CHR3V7|COORD:17371223..17372864| protein binding / zinc ion binding	AT3G47160.1	CHR07V5|COORD:27919498..27913627|protein RNA-binding protein, putative, expressed	LOC_Os07g46700.3	no descriptionmoderately similar to ( 242)AT3G47160| Symbols:  | protein binding / zinc ion binding | chr3:17371223-17372864 REVERSEnot assigned RING	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_16147_PI403524517	2	0.17220116	0.2668991	0.05672455	-0.14218235	-0.06261253	-0.05672455	35_4656	"Cluster: Integral membrane protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Integral membrane protein-like - Oryza sativa (japonica cultivar-group"	UniRef90_Q5N794	CHR5V7|COORD:404905..405771| integral membrane protein, putative	AT5G02060.1	CHR01V5|COORD:36728556..36725807|protein expressed protein	LOC_Os01g62850.1	 no descriptionvery weakly similar to (61.2)AT5G02060| Symbols:  | integral membrane protein, putative | chr5:404905-405771 FORWARDnot assigned not assigned DUF588 	not assigned.unknown	35_2

CUST_157595_PI403524517	2	-0.12011957	0.33926105	0.12011957	-0.37967777	-0.8595543	0.7132263	35_44002	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_22155_PI403524517	2	-0.026115417	0.30009556	-0.0023756027	-0.070272446	0.0023756027	0.12160206	35_6439	"Cluster: Os05g0545600 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0545600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DG95	CHR3V7|COORD:7174701..7177606| DDL (DAWDLE)	AT3G20550.1	CHR05V5|COORD:27010283..27015759|protein smad nuclear-interacting protein 1, putative, expressed	LOC_Os05g46780.1	no descriptionmoderately similar to ( 281)AT3G20550| Symbols: DDL | DDL (DAWDLE) | chr3:7174701-7177606 REVERSEnot assigned not assigned not assigned FHA FHA FHA	not assigned.no ontology	35_1

CUST_8440_PI399408534	2	-0.43507147	0.74915075	0.03400135	-0.034000874	-0.6761012	1.4941778	35_50157	"Cluster: No apical meristem (NAM)-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: No apical meristem (NAM)-like protein - Oryza sativa (japonica"	UniRef90_Q6ZI65	"CHR1V7|COORD:8997051..8999587| ANAC008 (Arabidopsis NAC domain containing protein 8); transcription factor"	AT1G25580.1	CHR02V5|COORD:23060680..23056973|protein ANAC044, putative, expressed	LOC_Os02g38130.1	"no descriptionweakly similar to ( 104)AT4G28500| Symbols: ANAC073 | ANAC073 (Arabidopsis NAC domain containing protein 73); transcription factor | chr4:14083020-14084272 FORWARDNAM"	development.unspecified	33_99

CUST_122812_PI403524517	2	0.28413677	-0.04962492	-0.09199667	0.049625397	-0.061507225	0.33966208	35_34648	Rep: Flavonoid 7-O-methyltransferase - Hordeum vulgare (Barley)	UniRef90_Q43771	CHR4V7|COORD:16726953..16728536| O-methyltransferase family 2 protein	AT4G35150.1	CHR08V5|COORD:22147113..22145014|protein isoflavone-7-O-methytransferase 9, putative	LOC_Os08g35310.1	no descriptionvery weakly similar to (82.4)AT4G35150| Symbols:  | O-methyltransferase family 2 protein | chr4:16726953-16728536 REVERSEweakly similar to ( 107)ZRP4_MAIZEO-methyltransferase ZRP4 - Zea mays (Maize)not assigned Methyltransf_2	misc.O- methyl transferases	26_6

CUST_46095_PI403524517	2	0.016254425	-0.57644224	-0.016254425	0.19357347	-0.1932416	0.48572874	35_13202	"Cluster: Pentatricopeptide, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Pentatricopeptide, putative, expressed - Oryza sativa (japonic"	UniRef90_Q7XDD8	CHR1V7|COORD:2733791..2735470| pentatricopeptide (PPR) repeat-containing protein	AT1G08610.1	CHR10V5|COORD:17447530..17443802|protein ATP binding protein, putative, expressed	LOC_Os10g33700.2	no descriptionvery weakly similar to (84.3)AT1G08610| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr1:2733791-2735470 REVERSEvery weakly similar to (58.2)RF1_ORYSA	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_52809_PI403524517	2	-0.24101639	-0.0020427704	0.0696125	0.05378723	-0.18606186	0.0020427704	35_15042	"Cluster: Glucose-6-phosphate dehydrogenase; n=3; Triticum aestivum|Rep: Glucose-6-phosphate dehydrogenase - Triticum aestivum (Wheat)"	UniRef90_Q9LRJ0	"CHR5V7|COORD:16328512..16331784| G6PD6 (GLUCOSE-6-PHOSPHATE DEHYDROGENASE 6); glucose-6-phosphate 1-dehydrogenase"	AT5G40760.1	CHR02V5|COORD:23474346..23480943|protein glucose-6-phosphate 1-dehydrogenase, cytoplasmic isoform, putative, expressed	LOC_Os02g38840.2	" no descriptionweakly similar to ( 154)AT5G40760| Symbols: G6PD6 | G6PD6 (GLUCOSE-6-PHOSPHATE DEHYDROGENASE 6); glucose-6-phosphate 1-dehydrogenase | chr5:16328512-16331784 FORWARDweakly similar to ( 150)G6PD_SOLTUGlucose-6-phosphate 1-dehydrogenase, cytoplasmic isoform - Solanum tuberosum (Potato)not assigned G6PD_C Zwf PRK05722 PRK12853 "	OPP.oxidative PP.G6PD	7_1_1

CUST_80182_PI403524517	2	0.011190414	-0.011189461	-0.26758385	-0.120939255	0.04438305	0.03537464	35_22994	"Cluster: Putative Pib; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Pib - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5Z5Z4	0	0	CHR06V5|COORD:22374920..22374264|protein resistance protein, putative	LOC_Os06g37810.1	no description	not assigned.unknown	35_2

CUST_2115_PI403524517	2	-0.008368492	0.05893135	-0.013186455	-0.028461456	0.008369446	0.08113861	35_560	Rep: 40S ribosomal protein S23-1 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q9SF35	CHR5V7|COORD:693278..694394| 40S ribosomal protein S23 (RPS23B)	AT5G02960.1	CHR03V5|COORD:34288349..34286109|protein 40S ribosomal protein S23, putative, expressed	LOC_Os03g60400.1	no descriptionmoderately similar to ( 276)AT5G02960| Symbols:  | 40S ribosomal protein S23 (RPS23B) | chr5:693278-694394 REVERSEmoderately similar to ( 280)RS23_FRAAN40S ribosomal protein S23 - Fragaria ananassa (Strawberry)not assigned not assigned Ribosomal_S23 rps12P Ribosomal_S12 RpsL Ribosomal_S12_like Ribosomal_S12 rps12 rpsL	protein.synthesis.misc ribososomal protein	29_2_2

CUST_19368_PI399408534	2	0.01572609	0.16824627	-0.08634949	-0.13192844	-0.01572609	0.044950485	35_38928	"Cluster: SNF2 domain-containing protein, putative, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: SNF2 domain-containing protein, putative, express"	UniRef90_Q337N7	"CHR1V7|COORD:2724565..2733434| ATRX/CHR20; ATP binding / DNA binding / helicase"	AT1G08600.1	CHR10V5|COORD:16458227..16471725|protein ATP binding protein, putative, expressed	LOC_Os10g31970.1	" no descriptionweakly similar to ( 118)AT1G08600| Symbols: ATRX, CHR20 | ATRX/CHR20; ATP binding / DNA binding / helicase | chr1:2724565-2733434 FORWARDnot assigned "	RNA.regulation of transcription.Chromatin Remodeling Factors	27_3_44

CUST_157501_PI403524517	2	0.012125015	0.42873287	-0.22256804	0.1576438	-0.012125015	-0.1454382	35_43978	"Cluster: Hypothetical protein B1003C08.9; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1003C08.9 - Oryza sativa (japonica"	UniRef90_Q75G48	"CHR5V7|COORD:3676748..3678947| similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAT07560.1); contains InterPro domain Protein of"	AT5G11500.1	CHR05V5|COORD:7440225..7434782|protein coiled-coil domain-containing protein 25, putative, expressed	LOC_Os05g13440.1	no description	not assigned.unknown	35_2

CUST_13033_PI403524517	2	0.17427158	-0.041707993	-0.34544563	0.041708946	-0.07499409	0.46287537	35_3729	"Cluster: Os01g0559700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0559700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JLW9	CHR1V7|COORD:11399903..11405702| actin binding	AT1G31810.1	CHR01V5|COORD:21569735..21568475|protein expressed protein	LOC_Os01g37920.1	no descriptionnot assigned not assigned TT_ORF1 PRK07764	not assigned.unknown	35_2

CUST_137074_PI403524517	2	-0.015454292	0.015454292	-0.3033657	-0.27239704	0.2473774	0.2517624	35_38441	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_42506_PI403524517	2	0.22174072	-2.6712356	-0.67042637	0.51675034	0.12031269	-0.120312214	35_12213	"Cluster: Putative betanidin-5-O-glucosyltransferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative betanidin-5-O-glucosyltransferase - Oryza sativa"	UniRef90_Q6AUW7	CHR4V7|COORD:10275928..10278502| leucine-rich repeat family protein / extensin family protein	AT4G18670.1	CHR05V5|COORD:24511711..24514051|protein cytokinin-O-glucosyltransferase 1, putative, expressed	LOC_Os05g42020.1	no descriptionnot assigned PRK07003 Tymo_45kd_70kd	not assigned.unknown	35_2

CUST_3239_PI404877155	2	0.1793127	0.05419922	-0.058493614	-0.05752659	-0.054198265	0.27445412	Contig13695_at	putative transcription regulatory protein [Oryza sativa (japonica cultivar-group)] gb|AAP54975.1| putative transcription regulatory protein	NP_922688.1	transcriptional regulator-related	At1g02080.1	protein putative transcription regulatory protein	Os10g40780	"transcriptional regulator-related, contains Pfam PF04054: CCR4-Not complex component, Not1; contains TIGRFAM TIGR01612: reticulocyte binding protein; similar to General negative regulator of transcription subunit 1 (SP:P25655) {Saccharomyces cerevisiae};"	RNA.regulation of transcription.putative DNA-binding protein	27_3_67

CUST_1774_PI403524517	2	-0.590569	-0.4993968	0.05496359	-0.054963112	0.2660265	0.14624643	35_470	Rep: Cold acclimation protein WCOR410c - Triticum aestivum (Wheat)	UniRef90_P93608	CHR1V7|COORD:7084712..7085654| COR47 (cold regulated 47)	AT1G20440.1	CHR02V5|COORD:27161029..27159565|protein dehydrin COR410, putative, expressed	LOC_Os02g44870.1	 no descriptionvery weakly similar to (60.1)AT1G20450| Symbols: LTI45, ERD10, LTI29 | ERD10/LTI45 (EARLY RESPONSIVE TO DEHYDRATION 10) | chr1:7088225-7089097 REVERSEmoderately similar to ( 226)CO410_WHEATDehydrin COR410 - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Dehydrin Atrophin-1 Tymo_45kd_70kd TT_ORF1 PRK12678 	stress.abiotic.unspecified	20_2_99

CUST_113173_PI403524517	2	-0.008470058	-0.3829975	0.40856886	0.008470058	0.2000351	-0.27468204	35_32123	Rep: Starch synthase isoform zSTSII-2 - Zea mays (Maize)	UniRef90_O48900	CHR3V7|COORD:62463..65685| glycogen synthase, putative	AT3G01180.1	CHR02V5|COORD:31232327..31227021|protein soluble starch synthase 2-2, chloroplast precursor, putative, expressed	LOC_Os02g51070.1	 no descriptionmoderately similar to ( 257)AT3G01180| Symbols: ATSS2 | glycogen synthase, putative | chr3:62463-65685 REVERSEmoderately similar to ( 279)SSY22_ORYSAGlyco_transf_5 glgA GlgA 	major CHO metabolism.synthesis.starch.starch synthase	2_1_2_2

CUST_46299_PI403524517	2	-0.062409878	-0.02519703	0.02519703	-0.17098045	2.4007287	0.7863226	35_13260	"Cluster: Hypothetical protein OSJNBa0082M15.1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0082M15.1 - Oryza sativa (japonica cu"	UniRef90_Q94LV9	CHR4|COORD:14207467..14212050| expressed protein, predicted protein. Arabidopsis thaliana	AT4G28760.2	CHR10V5|COORD:21228473..21233736|protein expressed protein	LOC_Os10g40250.2	"no descriptionvery weakly similar to (50.8)AT4G28760| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G20240.1); similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE89949.1); contains domain PHOSPHATIDYLINOSITOL N-ACETYLGLUCOSAMINYLTRANSFERASE SUBUNIT P (DOWN SYNDROME CRITICAL REGION PROTEIN 5)-RELATED (PTHR21726); contains domain gb def: Hypothetical protein At4g28760 (PTHR21726:SF7) | chr4:14208646-14211817 FORWARD"	not assigned.unknown	35_2

CUST_56107_PI403524517	2	-0.03096199	-0.009480476	-0.05307579	0.038814545	0.08921909	0.009479523	35_15968	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QX46	"CHR1V7|COORD:17323824..17325787| APFI; carbonate dehydratase"	AT1G47260.1	CHR12V5|COORD:3548137..3551635|protein protein yrdA, putative, expressed	LOC_Os12g07220.1	" no descriptionmoderately similar to ( 440)AT1G47260| Symbols: GAMMA CA2, APFI | APFI; carbonate dehydratase | chr1:17323824-17325787 REVERSEnot assigned not assigned not assigned PaaY WbbJ PRK05289 LpxA PRK12461 LbetaH LpxD GlmU "	mitochondrial electron transport / ATP synthesis.NADH-DH.carbonic anhydrase	9_1_1_5

CUST_12613_PI399408534	2	0.16572762	0.15742493	-0.19421291	0.24384642	-0.38011932	-0.15742445	35_17891	"Cluster: Os06g0472000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0472000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DC89	CHR1V7|COORD:20040355..20041742| transcription factor-related	AT1G53670.1	CHR06V5|COORD:15720375..15717526|protein peptide methionine sulfoxide reductase msrB, putative, expressed	LOC_Os06g27760.1	no descriptionweakly similar to ( 135)AT1G53670| Symbols:  | transcription factor-related | chr1:20040355-20041742 FORWARDnot assigned PRK00222 COG0229 SelR PRK05550 PRK05508	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_12420_PI403524517	2	-0.00886631	-0.1663866	0.0015087128	-0.0015087128	0.0152721405	0.07789421	35_3538	"Cluster: Putative WD40 protein Ciao1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative WD40 protein Ciao1 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6YVM7	"CHR2V7|COORD:11109478..11112205| EMB1345 (EMBRYO DEFECTIVE 1345); nucleotide binding"	AT2G26060.1	CHR07V5|COORD:8475707..8480973|protein WD-repeat protein 39, putative, expressed	LOC_Os07g14830.1	"no descriptionmoderately similar to ( 459)AT2G26060| Symbols: EMB1345 | EMB1345 (EMBRYO DEFECTIVE 1345); nucleotide binding | chr2:11109478-11112159 FORWARDvery weakly similar to (91.7)PF20_CHLREFlagellar WD repeat-containing protein Pf20 - Chlamydomonas reinhardtiinot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned WD40 COG2319 WD40 PRK07764 TT_ORF1 DUF1509 WD40 Protamine_P1 PRK12323"	not assigned.no ontology	35_1

CUST_67664_PI403524517	2	-0.03312683	0.20110512	-0.12224388	-0.15719414	0.036901474	0.033127785	35_19329	"Cluster: Hypothetical protein OJ1359_D06.29; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1359_D06.29 - Oryza sativa (japonica cultiv"	UniRef90_Q6ETC8	"CHR1V7|COORD:12046824..12049774| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G10430.3); similar to Os02g0106800 [Oryza sativa (japonica"	AT1G33230.1	CHR02V5|COORD:397365..403523|protein expressed protein	LOC_Os02g01720.1	"no descriptionmoderately similar to ( 300)AT1G33230| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G10430.3); similar to Os02g0106800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001045630.1); similar to Os08g0152800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001061007.1); similar to Predicted membrane protein (ISS) [Ostreococcus tauri] (GB:CAL54240.1); contains InterPro domain TMPIT-like; (InterPro:IPR012926) | chr1:12046824-12049774 FORWARDnot assigned TMPIT"	not assigned.unknown	35_2

CUST_3228_PI399408534	2	-0.009860992	0.32430744	-0.047477722	0.009861946	-0.2226963	0.11315155	35_18691	"Cluster: Putative chitin-inducible gibberellin-responsive protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative chitin-inducible gibberellin-respon"	UniRef90_Q8RZQ6	"CHR1V7|COORD:7509710..7511491| SCL1 (SCARECROW-LIKE 1); transcription factor"	AT1G21450.1	CHR01V5|COORD:38592358..38588685|protein chitin-inducible gibberellin-responsive protein 2, putative, expressed	LOC_Os01g65900.1	"no descriptionmoderately similar to ( 324)AT1G21450| Symbols: SCL1 | SCL1 (SCARECROW-LIKE 1); transcription factor | chr1:7509710-7511491 FORWARDmoderately similar to ( 268)CIGR2_ORYSAGRAS"	RNA.regulation of transcription.GRAS transcription factor family	27_3_21

CUST_156601_PI403524517	2	0.17284822	-0.4667282	0.25246048	0.8137374	-0.1728487	-0.20163202	35_43737	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_35191_PI403524517	2	0.42169857	-0.026094913	0.026094913	-0.1305027	0.09328413	-0.15613222	35_10145	"Cluster: Endoribonuclease L-PSP family protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Endoribonuclease L-PSP family protein-like - Oryza sativa"	UniRef90_Q6K987	CHR3V7|COORD:1193994..1197326| endoribonuclease	AT3G04480.1	CHR02V5|COORD:5366226..5364379|protein insect intestinal mucin IIM22, putative, expressed	LOC_Os02g10240.1	no descriptionmoderately similar to ( 299)AT3G04480| Symbols:  | endoribonuclease | chr3:1193994-1197326 REVERSEnot assigned Alpha_ANH_like_IV COG2102 ATP_bind_4	not assigned.no ontology	35_1

CUST_153874_PI403524517	2	0.08136463	-0.3112588	-0.08136463	-0.08386564	0.23466825	0.09123087	35_43002	"Cluster: Hypothetical protein OSJNBb0050N02.5; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0050N02.5 - Oryza sativa (japonica cu"	UniRef90_Q8H086		0	CHR03V5|COORD:2679521..2677884|protein expressed protein	LOC_Os03g05460.1	no description	not assigned.unknown	35_2

CUST_115925_PI403524517	2	0.013944626	0.1672678	-0.013943672	-0.053988457	-0.13453865	0.018584251	35_32874	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_94164_PI403524517	2	0.11746502	0.60854053	0.1355524	-0.11746502	-0.15892506	-0.15633392	35_26920	Rep: Hypothetical protein - Bradyrhizobium sp. BTAi1	UniRef90_Q35LL9	CHR2V7|COORD:6925121..6927401| leucine-rich repeat family protein / extensin family protein	AT2G15880.1	CHR11V5|COORD:25814722..25811841|protein extensin-like protein, putative	LOC_Os11g43640.1	no descriptionnot assigned not assigned not assigned not assigned Tymo_45kd_70kd Atrophin-1	not assigned.unknown	35_2

CUST_71778_PI403524517	2	-0.27262163	0.34624672	-0.0067133904	0.0067133904	-0.43031693	0.058967113	35_20577	"Cluster: Hypothetical protein P0017D10.20; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0017D10.20 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6AUA1	CHR5V7|COORD:19621810..19623758| leucine-rich repeat family protein / protein kinase family protein	AT5G48380.1	CHR05V5|COORD:20203854..20200099|protein BRASSINOSTEROID INSENSITIVE 1-associated receptor kinase 1 precursor, putative, expressed	LOC_Os05g34270.1	no descriptionweakly similar to ( 160)AT5G48380| Symbols:  | leucine-rich repeat family protein / protein kinase family protein | chr5:19621810-19623758 REVERSEvery weakly similar to (55.8)PGIP1_ORYSA	stress.biotic	20_1

CUST_11065_PI403524517	2	0.09195328	-0.23587799	-0.04062271	0.026239395	-0.026238441	0.04058361	35_3128	"Cluster: Putative ABC transporter; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ABC transporter - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8S694	CHR3V7|COORD:20201371..20203542| ATGCN4 (Arabidopsis thaliana general control non-repressible 4)	AT3G54540.1	CHR03V5|COORD:18644266..18641774|protein ATP-binding cassette sub-family F member 1, putative, expressed	LOC_Os03g32630.1	no descriptionhighly similar to ( 691)AT3G54540| Symbols: ATGCN4 | ATGCN4 (Arabidopsis thaliana general control non-repressible 4) | chr3:20201371-20203542 FORWARDvery weakly similar to (74.3)MDR_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Uup PRK10636 PRK11147 PRK11819 ABCF_EF-3 ABC_tran COG1123 CcmA ABC_cobalt_CbiO_domain1 ZnuC SalX ABC_Metallic_Cations CbiO FepC AbcC TauB SunT ABCC_MRP_Like ABC_subfamily_A ABC_Iron-Siderophores_B12_Hemin ABC_MJ0796_Lo1CDE_FtsE ABC_ATPase ABC_Mj1267_LivG_branched ABC_DR_subfamily_A ABC_cobalt_CbiO_domain2 ABC_Org_Solvent_Resistant TagH ABC_NrtD_SsuB_transporters Ttg2A LivG DppF COG3845 ABC_MetN_methionine_transporter CydC znuC COG4181 CydD ABC_Carb_Solutes_like COG3638 ABCC_MsbA MdlB ABC_KpsT_Wzt ABCC_bacteriocin_exporters ABC_PhnC_transporter CcmA GlnQ CysA ABC_MTABC3_MDL1_MDL2 ABC_Class3 FtsE TauB ABC_HisP_GlnQ_permeases ABC_NikE_OppD_transporters ABC_PstB_phosphate_transporter MglA MalK COG4559 PRK11160 ABC_drug_resistance_like PotA ABC_FtsE_transporter ABC_putative_ATPase ABCC_Protease_Secretion ABC_NatA_sodium_exporter ABC_ModC_molybdenum_transporter COG4586 ModF ABC_BcrA_bacitracin_resist ABC_NatA_like ThiQ ABC_CcmA_heme_exporter ABCC_cytochrome_bd PhnK DppD ABCC_ATM1_transporter AppF ABC_Carb_Monos_I ABC_TM1139_LivF_branched araG thiQ NatA lolD CeuD COG4619 tauB COG4152 PRK10584 metN ABC_PotA_N PRK10619 COG4136 ABC_ThiQ_thiamine_transporter LivF ABC_YhbG ABC_ModC_like COG4172 PRK03695 ABC_CysA_sulfate_importer ABC_FeS_Assembly ArpD YhbG ABCG_EPDR ABCC_Glucan_exporter_like ABCC_TAP PRK11174 sufC fecE PRK10535 COG4674 OpuBA btuD glnQ PRK11176 COG4178 dppF ModC PRK10851 ABCC_MRP_domain1 livG HisP ATM1 artP ProV ssuB ABCG_White modC PRK10938 PRK10261 PRK10575 PhnK PRK11831 COG1245 PRK11264 ABC_Rad50 SapF PstB ABC_Pro_Gly_Bertaine BtuD PRK10419 phnK ABC_DrrA ArtP PRK09700 potA ABC_OpuCA_Osmoprotection PhnL ABCC_CFTR1 ycf16 ABCD_peroxisomal_ALDP fbpC ABC_RNaseL_inhibitor_domain1 oppD PRK10908 ABCC_Hemolysin PRK10247 PRK10253 ABC_MalK_N PRK10522 ABC_RNaseL_inhibitor_domain2 PRK09984 potG ABCC_MRP_domain2 COG2401 PRK10762 PRK11000 ABC_Carb_Monos_II ABCC_NFT1 PvdE PRK10895 ABC_PDR_domain2 ugpC AAA PRK10070 AAA	transport.ABC transporters and multidrug resistance systems	34_16

CUST_38819_PI403524517	2	0.060352802	-0.6888776	-0.20457363	0.042551994	0.05010605	-0.042551517	35_11171	"Cluster: Pentatricopeptide (PPR) repeat-containing protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Pentatricopeptide (PPR) repeat-containing prot"	UniRef90_Q8LQE8	CHR3V7|COORD:3608256..3610127| pentatricopeptide (PPR) repeat-containing protein	AT3G11460.1	CHR01V5|COORD:35273474..35275876|protein pentatricopeptide repeat-containing protein, putative, expressed	LOC_Os01g60430.1	no descriptionweakly similar to ( 168)AT3G11460| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr3:3608256-3610127 FORWARD	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_41775_PI403524517	2	-0.01011467	0.57006836	0.01011467	-0.13819695	-0.10599804	0.056305885	35_12003	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_6076_PI403524517	2	0.06073761	0.56343174	0.059972763	-0.14143848	-0.059972763	-0.07158184	35_1678	"Cluster: Hypothetical protein P0683B12.2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0683B12.2 - Oryza sativa (japonica"	UniRef90_Q65WY7	CHR2|COORD:764546..767429| expressed protein	AT2G02730.2	CHR05V5|COORD:4949579..4954534|protein expressed protein	LOC_Os05g08980.3	"no descriptionvery weakly similar to (56.2)AT2G02730| Symbols:  | similar to bZIP family transcription factor [Arabidopsis thaliana] (TAIR:AT1G27000.1); similar to bZIP transcription factor bZIP109 [Glycine max] (GB:ABI34660.1); contains InterPro domain Protein of unknown function DUF1664; (InterPro:IPR012458) | chr2:765279-767335 REVERSEDUF1664"	not assigned.unknown	35_2

CUST_110168_PI403524517	2	-0.7938833	-0.9490862	0.35325432	0.029332161	-0.029332161	0.043679237	35_31299	"Cluster: Nonspecific lipid transfer protein; n=1; Hordeum vulgare|Rep: Nonspecific lipid transfer protein - Hordeum vulgare (Barley)"	UniRef90_P93191	CHR3V7|COORD:6267108..6267398| protease inhibitor/seed storage/lipid transfer protein (LTP) family protein	AT3G18280.1	CHR05V5|COORD:27247373..27248079|protein nonspecific lipid-transfer protein precursor, putative, expressed	LOC_Os05g47700.1	no descriptionvery weakly similar to (96.3)AT3G18280| Symbols:  | protease inhibitor/seed storage/lipid transfer protein (LTP) family protein | chr3:6267108-6267398 FORWARDvery weakly similar to (92.0)NLTP_VIGUNProbable non-specific lipid-transfer protein AKCS9 precursor - Vigna unguiculata (Cowpea)nsLTP2	misc.protease inhibitor/seed storage/lipid transfer protein (LTP) family protein	26_21

CUST_28800_PI403524517	2	-0.05648613	0.37623835	-0.4799676	-0.218575	0.05648613	1.1109586	35_8319	Rep: WP6 protein precursor - Chlamydomonas eugametos	UniRef90_Q39492	0	0	0	0	no description	not assigned.unknown	35_2

CUST_7068_PI399408534	2	0.46376324	-0.3086853	-0.5523443	0.020415783	0.09468937	-0.020415783	35_47436	"Cluster: Putative phosphatidylinositol-4-phosphate 5-kinase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative phosphatidylinositol-4-phosphate 5-kinase"	UniRef90_Q6KA01	"CHR3V7|COORD:3040431..3043681| PIP5K9 (PHOSPHATIDYL INOSITOL MONOPHOSPHATE 5 KINASE); 1-phosphatidylinositol-4-phosphate 5-kinase"	AT3G09920.1	CHR02V5|COORD:35307766..35301525|protein phosphatidylinositol-4-phosphate 5-kinase 9, putative, expressed	LOC_Os02g57660.1	"no descriptionweakly similar to ( 130)AT3G09920| Symbols: PIP5K9 | PIP5K9 (PHOSPHATIDYL INOSITOL MONOPHOSPHATE 5 KINASE); 1-phosphatidylinositol-4-phosphate 5-kinase | chr3:3040431-3043681 REVERSEvery weakly similar to (53.5)PI5K1_ORYSA"	signalling.phosphinositides.phosphatidylinositol-4-phosphate 5-kinase	30_4_1

CUST_39845_PI403524517	2	0.07391548	0.25122547	-0.07656574	-0.07391453	0.10563755	-0.12176514	35_11463	"Cluster: Hypothetical protein P0419A09.1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0419A09.1 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6Z7A7	CHR1V7|COORD:11701975..11702883| F-box family protein	AT1G32420.1	CHR02V5|COORD:5573182..5578000|protein F-box protein interaction domain containing protein, expressed	LOC_Os02g10600.1	no descriptionvery weakly similar to (54.7)AT1G32420| Symbols:  | F-box family protein | chr1:11701975-11702883 FORWARD	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_35060_PI403524517	2	-0.1793809	1.0988445	0.1347518	0.10430002	-0.10430002	-0.13685036	35_10108	"Cluster: Os03g0824100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os03g0824100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DM76	"CHR1V7|COORD:28122898..28125975| PTAC2 (PLASTID TRANSCRIPTIONALLY ACTIVE2); binding"	AT1G74850.1	CHR03V5|COORD:34553384..34548697|protein ATP binding protein, putative, expressed	LOC_Os03g60910.1	"no descriptionmoderately similar to ( 396)AT1G74850| Symbols: PTAC2 | PTAC2 (PLASTID TRANSCRIPTIONALLY ACTIVE2); binding | chr1:28122898-28125975 REVERSEvery weakly similar to (87.4)RF1_ORYSA"	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_115187_PI403524517	2	-0.79033375	-0.67339516	1.2209749	0.23266983	0.4346075	-0.23266983	35_32676	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_56601_PI403524517	2	-0.112400055	-0.72810173	0.0033159256	0.13166618	0.098630905	-0.003314972	35_16115	"Cluster: ATP citrate lyase, putative; 3734-7120; n=6; Magnoliophyta|Rep: ATP citrate lyase, putative; 3734-7120 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9C522	CHR5V7|COORD:20072274..20075421| ACLB-2 (ATP-citrate lyase B-2)	AT5G49460.1	CHR01V5|COORD:11002791..10996109|protein ATP-citrate synthase subunit 1, putative, expressed	LOC_Os01g19450.1	no descriptionnearly identical (1055)AT5G49460| Symbols: ACLB-2 | ACLB-2 (ATP-citrate lyase B-2) | chr5:20072274-20075421 FORWARDweakly similar to ( 107)SUCA_ORYSAnot assigned not assigned SucD PRK05678 GltA Ligase_CoA PRK06224 Citrate_synt PRK12351	TCA / org. transformation.other organic acid transformaitons.atp-citrate lyase	8_2_11

CUST_76244_PI403524517	2	-0.032631874	1.180809	0.0043911934	-0.0043911934	2.0651836	-0.052239418	35_21857	Rep: Holocarboxylase synthetase - Triticum aestivum (Wheat)	UniRef90_Q7X9L1	"CHR4V7|COORD:6188863..6190588| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G64780.1); similar to conserved hypothetical protein [Medicago"	AT4G09830.1	CHR01V5|COORD:4323380..4325665|protein holocarboxylase synthetase, putative, expressed	LOC_Os01g08690.1	"no descriptionvery weakly similar to (78.2)AT5G64780| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G09830.1); similar to hypothetical protein MtrDRAFT_AC141113g10v1 [Medicago truncatula] (GB:ABE94618.1) | chr5:25917926-25919181 REVERSE"	not assigned.unknown	35_2

CUST_152103_PI403524517	2	-0.016988754	0.016988277	0.19890833	0.08742094	-0.44945145	-0.04640484	35_42520	Rep: Putative gamma-adaptin 1 - Oryza sativa (Rice)	UniRef90_Q948F4	"CHR1V7|COORD:8441368..8447141| GAMMA-ADAPTIN 1 (GAMMA-ADAPTIN 1); clathrin binding"	AT1G23900.1	CHR02V5|COORD:34338160..34330503|protein AP-1 complex subunit gamma-1, putative, expressed	LOC_Os02g56110.2	" no descriptionweakly similar to ( 127)AT1G23900| Symbols: GAMMA-ADR, GAMMA-ADAPTIN 1 | GAMMA-ADAPTIN 1 (GAMMA-ADAPTIN 1); clathrin binding | chr1:8441368-8447141 FORWARDnot assigned not assigned not assigned Adaptin_N "	cell. vesicle transport	31_4

CUST_19645_PI404877155	2	0.076028824	-0.15317154	-0.17696667	0.03452301	-0.034523964	0.09307575	S0000800188A02F1_at	Glucose-6-phosphate isomerase, cytosolic (GPI) (Phosphoglucose isomerase) (PGI) (Phosphohexose isomerase) (PHI) pir||T02094 glucose-6-phosph	P49105	glucose-6-phosphate isomerase, cytosolic (PGIC)	At5g42740.1	protein glucose-6-phosphate isomerase	Os06g14510	Glucose-6-phosphate isomerase, cytosolic	glycolysis.G6PIsomerase	4_03

CUST_34592_PI403524517	2	-0.034942627	-0.3809452	0.03494358	0.20728016	-0.2333479	0.20978737	35_9974	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_22224_PI399408534	2	0.46706295	0.84069157	-0.15586185	0.119374275	-0.1193738	-0.17717695	35_36622	"Cluster: Avr9/Cf-9 rapidly elicited protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Avr9/Cf-9 rapidly elicited protein-like - Oryza sativa (japon"	UniRef90_Q69TK3	CHR5V7|COORD:3571215..3574538| ATGLR2.5 (Arabidopsis thaliana glutamate receptor 2.5)	AT5G11210.1	CHR06V5|COORD:4590088..4586793|protein glutamate receptor 2.8 precursor, putative, expressed	LOC_Os06g09120.1	 no descriptionvery weakly similar to (61.2)AT5G11210| Symbols: GLR2.5, ATGLR2.5 | ATGLR2.5 (Arabidopsis thaliana glutamate receptor 2.5) | chr5:3571215-3574538 REVERSE	signalling.in sugar and nutrient physiology	30_1

CUST_47901_PI403524517	2	0.0030822754	-0.0030822754	0.006046295	-0.037002563	0.029195786	-0.03037262	35_13701	"Cluster: OSJNBb0006N15.8 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: OSJNBb0006N15.8 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XMJ1	CHR5V7|COORD:587609..588545| 60S ribosomal protein L35 (RPL35D)	AT5G02610.1	CHR04V5|COORD:18183786..18181777|protein 60S ribosomal protein L35, putative, expressed	LOC_Os04g30730.1	no descriptionweakly similar to ( 176)AT5G02610| Symbols:  | 60S ribosomal protein L35 (RPL35D) | chr5:587609-588545 FORWARDvery weakly similar to (92.8)RL35_WHEAT60S ribosomal protein L35 - Triticum aestivum (Wheat)not assigned not assigned Ribosomal_L29 RpmC PRK00306 rpmC	protein.synthesis.misc ribososomal protein	29_2_2

CUST_112574_PI403524517	2	-0.022176266	-5.7029724E-4	0.17296171	5.698204E-4	-0.28764772	0.088178635	35_31954	"Cluster: Os01g0172000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0172000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JQB5	CHR2V7|COORD:19572742..19575291| catalytic	AT2G47760.2	CHR01V5|COORD:3705818..3702116|protein dolichyl-P-Man Man-PP-dolichyl mannosyltransferase, putative, expressed	LOC_Os01g07720.1	no description	not assigned.unknown	35_2

CUST_44028_PI403524517	2	0.058392525	0.74062634	-0.14265823	-0.107673645	-0.05839348	0.24808693	35_12635	"Cluster: Regulatory protein Viviparous-1-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Regulatory protein Viviparous-1-like - Oryza sativa (japonica"	UniRef90_Q5N8D2	0	0	CHR01V5|COORD:29964938..29969748|protein regulatory protein viviparous-1, putative, expressed	LOC_Os01g51610.1	no description	not assigned.unknown	35_2

CUST_42977_PI403524517	2	0.08167982	0.14882421	0.04695463	-0.04695463	-0.13661194	-0.4044485	35_12342	Rep: PREDICTED: hypothetical protein - Mus musculus	UniRef90_UPI0000D6693B	CHR4V7|COORD:1490911..1494552| leucine-rich repeat transmembrane protein kinase, putative	AT4G03390.1	CHR06V5|COORD:13550508..13548049|protein retrotransposon protein, putative, Ty3-gypsy subclass	LOC_Os06g23200.1	" no descriptionvery weakly similar to (53.5)AT5G59400| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G11960.1); similar to unknown protein [Oryza sativa] (GB:AAK73156.1); contains domain DNA ligase/mRNA capping enzyme, catalytic domain (SSF56091) | chr5:23974982-23976744 FORWARD"	not assigned.unknown	35_2

CUST_13335_PI403524517	2	-0.13814259	0.25108624	0.22198868	-0.008946419	0.008946419	-0.01475811	35_3818	Rep: Putative purple acid phosphatase - Oryza sativa (Rice)	UniRef90_Q9AYA5	"CHR3V7|COORD:7157932..7160250| ATPAP18/PAP18 (purple acid phosphatase 18); acid phosphatase/ protein serine/threonine phosphatase"	AT3G20500.1	CHR03V5|COORD:20534018..20528872|protein purple acid phosphatase precursor, putative, expressed	LOC_Os03g37130.1	" no descriptionhighly similar to ( 611)AT3G20500| Symbols: ATPAP18, PAP18 | ATPAP18/PAP18 (purple acid phosphatase 18); acid phosphatase/ protein serine/threonine phosphatase | chr3:7157932-7160250 FORWARDmoderately similar to ( 276)PPAF_SOYBNPurple acid phosphatase precursor - Glycine max (Soybean)not assigned Metallophos Icc "	misc.acid and other phosphatases	26_13

CUST_88752_PI403524517	2	-0.069738865	0.040864944	0.066096306	0.1479516	-0.23422766	-0.040864944	35_25397	"Cluster: BHLH transcription factor PTF1-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: BHLH transcription factor PTF1-like - Oryza sativa (japonica cult"	UniRef90_Q5SMP1	0	0	CHR06V5|COORD:4193417..4191208|protein BHLH transcription factor, putative	LOC_Os06g08500.1	no description	not assigned.unknown	35_2

CUST_17523_PI404877155	2	-0.24989796	0.49768162	0.07089138	0.2849741	-0.15647125	-0.07089138	HV_CEa0014A18r2_at	heat shock factor RHSF2 [Oryza sativa (japonica cultivar-group)]	AAQ23056.1	0	0	protein HSF-type DNA-binding domain, putative	Os09g35790	NONE	RNA.regulation of transcription.HSF,Heat-shock transcription factor family	27_3_23

CUST_11719_PI403524517	2	-0.07156944	-0.50926113	0.0715704	0.15417671	0.19882488	-0.09954548	35_3333	"Cluster: Amino acid transporter-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Amino acid transporter-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K4N6	CHR2V7|COORD:17174639..17177223| amino acid transporter family protein	AT2G41190.1	CHR02V5|COORD:33512012..33506102|protein amino acid permease, putative, expressed	LOC_Os02g54730.1	no descriptionmoderately similar to ( 388)AT2G41190| Symbols:  | amino acid transporter family protein | chr2:17174639-17177223 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned Aa_trans SdaC Trp_Tyr_perm PotE PRK07764	transport.amino acids	34_3

CUST_19301_PI404877155	2	0.08293724	0.02568245	-0.02568245	-0.04237652	-0.044044495	0.07461357	rbaal31f01_s_at	0	BAD06281.1	dihydrolipoamide S-acetyltransferase, putative	At3g13930.1	protein pyruvate dehydrogenase complex dihydrolipoamide acetyltransferase	Os06g01630	ESTs AU033004(S0924),C74754(E50863) correspond to a region of the predicted gene	TCA / org. transformation.TCA.pyruvate DH.E2	8_1_01_02

CUST_86872_PI403524517	2	0.060536385	-0.06877041	-0.074160576	0.051743507	-0.018612862	0.018612862	35_24880	"Cluster: Putative inositol 1,4,5-trisphosphate 5-phosphatase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative inositol 1,4,5-trisphosphate 5-phosphata"	UniRef90_Q6ZK18	CHR2V7|COORD:18185910..18190899| endonuclease/exonuclease/phosphatase family protein	AT2G43900.1	CHR08V5|COORD:25929623..25936998|protein inositol 1,4,5-trisphosphate 5-phosphatase, putative, expressed	LOC_Os08g41270.2	no descriptionweakly similar to ( 127)AT2G43900| Symbols:  | endonuclease/exonuclease/phosphatase family protein | chr2:18185910-18190899 REVERSE	DNA.synthesis/chromatin structure	28_1

CUST_92145_PI403524517	2	0.11842632	0.029525757	-0.029525757	-0.16209269	0.13164091	-0.27706337	35_26350	"Cluster: Zinc finger transcription factor WRKY1; n=1; Oryza sativa|Rep: Zinc finger transcription factor WRKY1 - Oryza sativa (Rice)"	UniRef90_Q9SE29	CHR1|COORD:4776460..4779347| WRKY family transcription factor, similar to WKRY DNA-binding protein GB:AAD17441	AT1G13960.2	CHR03V5|COORD:18837459..18848244|protein WRKY transcription factor 4, putative, expressed	LOC_Os03g33012.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 Atrophin-1 Tymo_45kd_70kd PRK07764 Extensin_2 PRK07003 Drf_FH1 TT_ORF1	not assigned.unknown	35_2

CUST_16874_PI403524517	2	-0.014330387	0.15582323	0.014330864	0.9641905	-0.59961224	-0.27029037	35_4872	"Cluster: Nuclear protein ZAP-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: Nuclear protein ZAP-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6H899	CHR5|COORD:25221698..25226734| nuclear protein ZAP-related, similar to nuclear protein ZAP, Mus musculus, EMBL:AB033168 this cDNA provides a truncated	AT5G62760.2	CHR02V5|COORD:6441715..6433220|protein expressed protein	LOC_Os02g12360.1	no descriptionweakly similar to ( 148)AT5G62760| Symbols:  | nuclear protein ZAP-related | chr5:25223400-25226619 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Atrophin-1 Extensin_2 DUF1421 PRK12323	not assigned.no ontology	35_1

CUST_177911_PI403524517	2	-0.49229813	-0.08789301	0.39831257	1.204462	-0.09389973	0.08789301	35_49484	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_12230_PI404877155	2	0.14352512	-0.6573553	-0.14859676	0.08850479	0.0033512115	-0.0033521652	Contig5976_s_at	putative GTP-binding protein DRG [Oryza sativa (japonica cultivar-group)]	BAC79856.1	GTP-binding protein, putative	At4g39520.1	protein GTP1/OBG family, putative	Os07g43470	putative GTP-binding protein DRG	signalling.G-proteins	30_5

CUST_119600_PI403524517	2	-1.3477931	-0.12799072	0.54318047	0.3441887	-0.5880585	0.12798977	35_33836	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_3625_PI403524517	2	0.0055589676	-0.6932564	-0.07504177	0.00894928	0.015589714	-0.0055589676	35_989	Rep: Protein phosphatase 2A A subunit - Oryza sativa (Rice)	UniRef90_Q9S7C5	"CHR3V7|COORD:9424059..9427020| PDF1 (65 KDA REGULATORY SUBUNIT OF PROTEIN PHOSPHATASE 2A); protein phosphatase type 2A regulator"	AT3G25800.1	CHR09V5|COORD:3763491..3756934|protein serine/threonine-protein phosphatase 2A 65 kDa regulatory subunit Abeta isoform, putative, expressed	LOC_Os09g07510.3	" no descriptionnearly identical (1045)AT3G25800| Symbols: PR 65, PR65, PDF1 | PDF1 (65 KDA REGULATORY SUBUNIT OF PROTEIN PHOSPHATASE 2A); protein phosphatase type 2A regulator | chr3:9424273-9427020 REVERSEhighly similar to ( 672)2AAA_PEAProtein phosphatase PP2A regulatory subunit A - Pisum sativum (Garden pea)not assigned not assigned not assigned not assigned COG1413 "	protein.postranslational modification	29_4

CUST_25374_PI403524517	2	-0.01367569	0.3892727	0.1920166	-0.13675022	-0.03562355	0.013676643	35_7354	"Cluster: Myosin-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Myosin-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q84VD2	"CHR4V7|COORD:15297067..15306042| similar to myosin-related [Arabidopsis thaliana] (TAIR:AT1G24460.1); similar to hypothetical protein, conserved [Leishmania"	AT4G31570.1	CHR02V5|COORD:2656063..2659126|protein expressed protein	LOC_Os02g05490.1	" no descriptionweakly similar to ( 102)AT4G31570| Symbols:  | similar to myosin-related [Arabidopsis thaliana] (TAIR:AT1G24460.1); similar to hypothetical protein, conserved [Leishmania major] (GB:CAJ07774.1); contains InterPro domain Prefoldin; (InterPro:IPR009053); contains InterPro domain t-snare; (InterPro:IPR010989) | chr4:15297067-15306042 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Myosin_tail_1 Smc SbcC COG1579 PRK03918 MAD "	DNA.synthesis/chromatin structure	28_1

CUST_27259_PI399408534	2	0.04763508	-0.13184357	-0.055253983	0.0057229996	0.06724548	-0.005722046	35_8248	"Cluster: Putative SET-domain transcriptional regulator; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative SET-domain transcriptional regulator - Oryza s"	UniRef90_Q7XHM7	CHR2V7|COORD:14117155..14119110| SUVH2 (SU(VAR)3-9 HOMOLOG 2)	AT2G33290.1	CHR07V5|COORD:14561567..14568531|protein histone-lysine N-methyltransferase, H3 lysine-9, H3 lysine-27, H4lysine-20 and cytosine specific SUVH2,	LOC_Os07g25450.1	no descriptionmoderately similar to ( 478)AT2G33290| Symbols: SUVH2 | SUVH2 (SU(VAR)3-9 HOMOLOG 2) | chr2:14117155-14119110 FORWARDnot assigned not assigned not assigned not assigned not assigned SRA YDG_SRA Pre-SET SET SET PreSET COG2940	RNA.regulation of transcription.SET-domain transcriptional regulator family	27_3_69

CUST_10370_PI403524517	2	0.12395573	-0.108659744	-0.19215107	0.10657787	-0.10657692	0.18323135	35_2925	"Cluster: Putative cytochrome P450; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative cytochrome P450 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q653Y4	"CHR1V7|COORD:3902090..3903622| CYP77B1 (cytochrome P450, family 77, subfamily B, polypeptide 1); oxygen binding"	AT1G11600.1	CHR06V5|COORD:28353741..28357402|protein cytochrome P450 77A3, putative, expressed	LOC_Os06g46680.1	" no descriptionhighly similar to ( 589)AT1G11600| Symbols: CYP77B1 | CYP77B1 (cytochrome P450, family 77, subfamily B, polypeptide 1); oxygen binding | chr1:3902090-3903622 FORWARDmoderately similar to ( 376)C77A3_SOYBNCytochrome P450 77A3 - Glycine max (Soybean)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned p450 CypX PRK12323 PRK07764 PRK12678 PRK07003 Glutenin_hmw Herpes_BLLF1 AF-4 "	misc.cytochrome P450	26_10

CUST_167556_PI403524517	2	0.09992981	-0.037976265	0.037976265	-0.038859844	-0.3406682	0.04361248	35_46671	"Cluster: Os05g0100600 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0100600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DLI5	CHR1V7|COORD:9033587..9038233| haloacid dehalogenase-like hydrolase family protein	AT1G26130.1	CHR05V5|COORD:38144..43235|protein phospholipid-transporting ATPase 10, putative, expressed	LOC_Os05g01030.1	no descriptionmoderately similar to ( 258)AT1G26130| Symbols:  | haloacid dehalogenase-like hydrolase family protein | chr1:9033587-9038233 FORWARDnot assigned not assigned MgtA	not assigned.no ontology	35_1

CUST_120871_PI403524517	2	0.08498287	-0.20913029	-0.03388214	0.03388214	-0.050439835	0.11884689	35_34155	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_33990_PI403524517	2	-0.039092064	-0.512589	-0.063186646	0.28665447	0.039091587	1.4047842	35_9800	"Cluster: Os08g0411200 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os08g0411200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J5R5	CHR1V7|COORD:29406830..29408771| methyltransferase-related	AT1G78140.1	CHR08V5|COORD:19543786..19539890|protein S-adenosylmethionine-dependent methyltransferase, putative, expressed	LOC_Os08g31750.1	no descriptionmoderately similar to ( 218)AT1G78140| Symbols:  | methyltransferase-related | chr1:29406830-29408771 REVERSEnot assigned Methyltransf_11 UbiE ubiE SmtA Methyltransf_12 PRK08317 PRK10258 Ubie_methyltran PRK05785	not assigned.no ontology	35_1

CUST_154393_PI403524517	2	0.06118393	-0.27420998	-0.06118393	0.09801531	0.21508026	-0.097453594	35_43143	"Cluster: Glycoside hydrolase, family 6 precursor; n=1; Acidothermus cellulolyticus 11B|Rep: Glycoside hydrolase, family 6 precursor - Acidothermus cellulolyticu"	UniRef90_A0LSH8	CHR1V7|COORD:11399903..11405702| actin binding	AT1G31810.1	CHR04V5|COORD:24705559..24701241|protein peroxidase 18 precursor, putative, expressed	LOC_Os04g42100.1	no description	not assigned.unknown	35_2

CUST_15440_PI403524517	2	-0.042387962	0.25550747	0.003458023	-0.003458023	0.098911285	-0.0121593475	35_4452	"Cluster: Os09g0541500 protein; n=4; Oryza sativa (japonica cultivar-group)|Rep: Os09g0541500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IZY7	"CHR2V7|COORD:9007871..9008737| similar to intracellular transporter [Arabidopsis thaliana] (TAIR:AT1G80500.1); similar to unknown protein [Oryza sativa (japonic"	AT2G20930.1	CHR09V5|COORD:21332247..21330246|protein hematopoietic stem/progenitor cells 176, putative, expressed	LOC_Os09g36976.1	"no descriptionmoderately similar to ( 244)AT2G20930| Symbols:  | similar to intracellular transporter [Arabidopsis thaliana] (TAIR:AT1G80500.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD46590.1); similar to Os09g0541500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001063814.1); contains InterPro domain Longin-like; (InterPro:IPR011012) | chr2:9007871-9008737 REVERSEnot assigned not assigned Sedlin_N TRS20"	not assigned.unknown	35_2

CUST_180262_PI403524517	2	0.015381336	0.42952442	0.16340923	-0.063975334	-0.4498911	-0.015381336	35_50132	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_93096_PI403524517	2	-0.48095608	0.19736814	0.11030197	-0.11030245	0.21883821	-0.43202257	35_26617	"Cluster: Endoglucanase 16 precursor; n=3; Oryza sativa|Rep: Endoglucanase 16 precursor - Oryza sativa (Rice)"	UniRef90_Q654U4	CHR2V7|COORD:14010438..14012921| glycosyl hydrolase family 9 protein	AT2G32990.1	CHR02V5|COORD:30833330..30836723|protein endoglucanase 1 precursor, putative, expressed	LOC_Os02g50490.1	no descriptionmoderately similar to ( 348)AT2G32990| Symbols:  | glycosyl hydrolase family 9 protein | chr2:14010438-14012921 FORWARDmoderately similar to ( 447)GUN16_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Glyco_hydro_9 Herpes_BLLF1 PRK07003 TT_ORF1 APC_basic Pneumo_att_G PRK07764	cell wall.degradation.cellulases and beta -1,4-glucanases	10_6_1

CUST_23263_PI403524517	2	-0.2665391	1.4157228	0.561378	-0.41452456	0.26653862	-1.0906413	35_6761	"Cluster: Os01g0628900 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0628900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JL26	"CHR3V7|COORD:4934485..4936469| CYP72A14 (cytochrome P450, family 72, subfamily A, polypeptide 14); oxygen binding"	AT3G14680.1	CHR01V5|COORD:25446582..25448775|protein cytochrome P450 72A1, putative, expressed	LOC_Os01g43851.1	" no descriptionmoderately similar to ( 301)AT3G14680| Symbols: CYP72A14 | CYP72A14 (cytochrome P450, family 72, subfamily A, polypeptide 14); oxygen binding | chr3:4934485-4936469 FORWARDmoderately similar to ( 285)C72A1_CATROCytochrome P450 72A1 - Catharanthus roseus (Rosy periwinkle) (Madagascar periwinkle)not assigned not assigned not assigned not assigned not assigned p450 CypX "	misc.cytochrome P450	26_10

CUST_81548_PI403524517	2	0.05839634	0.23792076	0.023198128	-0.73982716	-0.023197174	-0.42284107	35_23393	"Cluster: Putative zinc-binding protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative zinc-binding protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6H517	"CHR2V7|COORD:5174261..5176104| similar to zinc-binding protein, putative [Arabidopsis thaliana] (TAIR:AT3G60670.1); similar to Protein of unknown"	AT2G12646.1	CHR02V5|COORD:3971428..3975146|protein zinc-binding protein, putative, expressed	LOC_Os02g07650.1	no descriptionweakly similar to ( 174)AT1G31040| Symbols:  | zinc ion binding | chr1:11069774-11072163 REVERSEPLATZ	not assigned.no ontology	35_1

CUST_15261_PI403524517	2	0.045952797	0.19676304	-0.045951843	-0.21740627	-0.12938881	0.0635252	35_4399	"Cluster: Hypothetical protein OJ1045_C06.8; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1045_C06.8 - Oryza sativa (japonica cultivar"	UniRef90_Q5W795	CHR1V7|COORD:30417545..30419827| phospholipid/glycerol acyltransferase family protein	AT1G80950.1	CHR05V5|COORD:16901206..16896317|protein JD1, putative, expressed	LOC_Os05g28960.1	no descriptionmoderately similar to ( 384)AT1G80950| Symbols:  | phospholipid/glycerol acyltransferase family protein | chr1:30417545-30419827 REVERSEnot assigned not assigned not assigned not assigned PlsC PlsC Acyltransferase	not assigned.no ontology	35_1

CUST_82821_PI403524517	2	0.37037373	-0.05141449	-0.013717651	-0.27993393	0.996088	0.0137171745	35_23751	"Cluster: ERCC4 domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: ERCC4 domain containing protein, expressed - Oryza sativa"	UniRef90_Q10T59	"CHR5|COORD:16491281..16494179| similar to ERCC4_CRIGR DNA repair endonuclease XPF (DNA excision repair protein ERCC-4) (GB:Q9QYM7); similar to ERCC4 [Cricetulus"	AT5G41150.2	CHR03V5|COORD:44753..50145|protein DNA repair endonuclease UVH1, putative, expressed	LOC_Os03g01100.1	no descriptionnot assigned not assigned not assigned	not assigned.unknown	35_2

CUST_29755_PI403524517	2	0.097605705	-0.9902811	-0.09760618	0.5605416	0.1490655	-0.32617426	35_8591	"Cluster: Peptide transporter protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Peptide transporter protein-like - Oryza sativa (japonica cultivar-g"	UniRef90_Q9LI27	CHR1V7|COORD:23956933..23958039| glutaredoxin family protein	AT1G64500.1	CHR01V5|COORD:7514012..7515543|protein electron transporter/ thiol-disulfide exchange intermediate, putative, expressed	LOC_Os01g13480.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned PRK12678	not assigned.unknown	35_2

CUST_77020_PI403524517	2	-0.018177032	-0.7835846	-0.112932205	0.018177032	0.047804832	0.12506199	35_22075	Rep: Hypothetical protein - Medicago truncatula (Barrel medic)	UniRef90_Q1T437	CHR5V7|COORD:19525436..19532000| binding	AT5G48120.1	0	0	no descriptionmoderately similar to ( 213)AT5G48120| Symbols:  | binding | chr5:19525436-19532000 REVERSEnot assigned	not assigned.no ontology	35_1

CUST_10565_PI403524517	2	0.28970623	-1.4307919	-0.24659729	0.6151781	0.24659729	-0.40707874	35_2980	"Cluster: Photosystem II reaction center PSB28 protein, chloroplast precursor; n=2; Oryza sativa|Rep: Photosystem II reaction center PSB28 protein,"	UniRef90_Q0JG75	CHR4V7|COORD:14150014..14150939| photosystem II reaction centre W (PsbW) family protein	AT4G28660.1	CHR01V5|COORD:41513869..41515688|protein photosystem II reaction center W protein, putative, expressed	LOC_Os01g71190.1	no descriptionweakly similar to ( 180)AT4G28660| Symbols: PSB28 | photosystem II reaction centre W (PsbW) family protein | chr4:14150014-14150939 FORWARDnot assigned psbW Psb28	PS.lightreaction.photosystem II.PSII polypeptide subunits	1_1_1_2

CUST_78475_PI403524517	2	0.06392479	0.16233444	-0.05382347	-0.10101795	-0.025318146	0.025318146	35_22498	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_15046_PI403524517	2	-0.0030984879	0.34020138	0.0030994415	-0.084402084	-0.067079544	0.038511276	35_4337	"Cluster: Hypothetical protein OSJNBa0095C07.2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0095C07.2 - Oryza sativa (japonica"	UniRef90_Q8S7Q1	"CHR2V7|COORD:18510325..18511497| similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAL86463.1); contains InterPro domain Sigma factor,"	AT2G44870.1	CHR10V5|COORD:22228657..22232196|protein expressed protein	LOC_Os10g41940.1	" no descriptionweakly similar to ( 181)AT2G44870| Symbols:  | similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAL86463.1); contains InterPro domain Sigma factor, regions 3 and 4; (InterPro:IPR013324) | chr2:18510325-18511497 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12678 "	not assigned.unknown	35_2

CUST_14857_PI404877155	2	0.110328674	-0.093193054	-0.1080122	-0.008905411	0.008906364	0.12782669	Contig8693_at	OSJNBa0067K08.12 [Oryza sativa (japonica cultivar-group)] ref|XP_473035.1| OSJNBa0067K08.12 [Oryza sativa (japonica cultivar-group)]	CAD41252.2	calcium-binding EF hand family protein	At1g65540.1	protein EF hand, putative	Os02g39550	NONE	signalling.calcium	30_3

CUST_4215_PI404877155	2	0.31645203	-0.42076778	-0.18000698	0.07820225	-0.07820225	0.29351616	Contig15047_at	putative auxin response factor 7a [Oryza sativa (japonica cultivar-group)] dbj|BAD10267.1| putative auxin response factor 7a [Oryza sativa (	XP_464101.1	auxin-responsive factor (ARF7)	At5g20730.2	protein auxin response factor 7a	Os06g48950	NONE	RNA.regulation of transcription.ARF, Auxin Response Factor family	27_3_04

CUST_10921_PI403524517	2	-0.041081905	0.26540565	0.08325291	-0.021847248	-0.06500673	0.021847248	35_3087	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_12420_PI404877155	2	0.08956814	-0.18539143	-0.4408331	-0.010624886	0.29824734	0.010624886	Contig6164_s_at	unnamed protein product [Arabidopsis thaliana]	BAA97319.1	expressed protein	At5g53420.1	protein CCT motif, putative	Os05g51690	"2.2_diverse cys4-zincfinger   T02816 CONSTANS;"	RNA.regulation of transcription	27_3

CUST_51533_PI403524517	2	-0.10118866	-0.2178421	-0.019104958	0.059309006	0.019104004	0.055070877	35_14687	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2R031	CHR4V7|COORD:7514387..7516652| auxilin-related	AT4G12780.1	CHR11V5|COORD:26036058..26042520|protein auxilin-like protein, putative, expressed	LOC_Os11g43950.1	no descriptionmoderately similar to ( 249)AT4G12770| Symbols:  | heat shock protein binding | chr4:7506733-7511405 REVERSEnot assigned	not assigned.no ontology	35_1

CUST_99735_PI403524517	2	-0.060518265	0.545455	0.06051731	-0.09131813	0.20225143	-0.14855671	35_28470	Rep: OSIGBa0157K09-H0214G12.1 protein - Oryza sativa (Rice)	UniRef90_Q01HF6	"CHR1V7|COORD:7215334..7216637| similar to Os04g0509200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001053277.1); similar to hypothetical protein"	AT1G20770.1	CHR04V5|COORD:25252460..25249577|protein expressed protein	LOC_Os04g43040.3	"no descriptionvery weakly similar to (80.9)AT1G20770| Symbols:  | similar to Os04g0509200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001053277.1); similar to hypothetical protein LOC503608 [Danio rerio] (GB:NP_001013313.1) | chr1:7215334-7216637 REVERSE"	not assigned.unknown	35_2

CUST_1530_PI404877155	2	0.03358555	0.071621895	0.01861763	-0.119589806	-0.020025253	-0.01861763	Contig11712_at	Unknown protein [Oryza sativa (japonica cultivar-group)]	AAN59771.1	RNase L inhibitor protein-related	At5g10070.1	protein expressed protein	Os03g09920	RNase L inhibitor protein-related, contains Pfam profiles PF04034: Domain of unknown function (DUF367), PF04068: Possible metal-binding domain in RNase L inhibitor, RLI or  RNase L inhibitor protein-related, contains Pfam profiles PF04034: Domain of unkno	RNA.transcription	27_2

CUST_82830_PI403524517	2	0.23680115	-0.3521595	-0.17649174	0.14693737	-0.085775375	0.085775375	35_23753	"Cluster: Hypothetical protein OSJNBb0024A20.13; n=4; Oryza sativa|Rep: Hypothetical protein OSJNBb0024A20.13 - Oryza sativa (Rice)"	UniRef90_Q94LL7	"CHR2V7|COORD:13479776..13480567| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G51360.1); similar to Hypothetical protein [Oryza sativa]"	AT2G31670.1	CHR07V5|COORD:25043561..25046777|protein expressed protein	LOC_Os07g41810.4	no descriptionDabb	not assigned.unknown	35_2

CUST_35375_PI403524517	2	0.06596279	-0.17108822	-0.032339573	0.05643034	0.03234005	-0.22990179	35_10197	"Cluster: Hypothetical protein OJ1111_A10.13; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1111_A10.13 - Oryza sativa (japonica cultiv"	UniRef90_Q60F00	CHR1V7|COORD:18268738..18270702| pfkB-type carbohydrate kinase family protein	AT1G49350.1	CHR05V5|COORD:5240161..5232274|protein carbohydrate kinase, PfkB, putative, expressed	LOC_Os05g09370.2	no descriptionmoderately similar to ( 222)AT1G49350| Symbols:  | pfkB-type carbohydrate kinase family protein | chr1:18268738-18270702 FORWARDnot assigned not assigned YeiC_kinase_like RbsK ribokinase PRK09954 PRK09850 PfkB PRK11142 bac_FRK KdgK ribokinase_group_B ribokinase_group_A	minor CHO metabolism.others	3_5

CUST_36504_PI403524517	2	0.342772	0.19055939	-0.08665609	-0.05035782	0.05035782	-0.18812609	35_10525	"Cluster: Hypothetical protein OJ1531_B07.15; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1531_B07.15 - Oryza sativa (japonica cultiv"	UniRef90_Q69NG2	"CHR4V7|COORD:12512752..12514477| similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD33764.1); contains domain Metalloproteases"	AT4G24090.1	CHR09V5|COORD:20741141..20736566|protein expressed protein	LOC_Os09g35990.1	no description	not assigned.unknown	35_2

CUST_69205_PI403524517	2	0.19997406	0.1677823	-0.15074444	0.14910746	-0.47586393	-0.14910746	35_19799	"Cluster: Elongation factor TS family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Elongation factor TS family protein, expressed - Oryza"	UniRef90_Q2QP54	"CHR4|COORD:14317262..14321573| similar to translation elongation factor Ts (EF-Ts), putative [Arabidopsis thaliana] (TAIR:At4g11120.1); similar to elongation"	AT4G29060.2	CHR12V5|COORD:21627198..21633444|protein elongation factor TS family protein, expressed	LOC_Os12g35630.3	"no descriptionvery weakly similar to (85.9)AT4G29060| Symbols: EMB2726 | EMB2726 (EMBRYO DEFECTIVE 2726); translation elongation factor | chr4:14317750-14321321 FORWARDTex RpsA PRK08059 rpsA"	protein.synthesis.elongation	29_2_4

CUST_71220_PI403524517	2	-0.052329063	-0.07932949	-0.02964592	0.040358543	0.02964592	0.031597137	35_20404	"Cluster: Putative ubiquitin carrier protein E2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ubiquitin carrier protein E2 - Oryza sativa (japonica"	UniRef90_Q651V2	"CHR5V7|COORD:1498728..1499973| UBC22 (ubiquitin-conjugating enzyme 18); ubiquitin-protein ligase"	AT5G05080.1	CHR06V5|COORD:27218531..27222175|protein ubiquitin-conjugating enzyme E2S, putative, expressed	LOC_Os06g45000.2	no descriptionmoderately similar to ( 285)AT5G05080| Symbols: UBC22 | UBC22 (ubiquitin-conjugating enzyme 18) | chr5:1498728-1499973 REVERSEvery weakly similar to (93.6)UBC2_MEDSAUbiquitin-conjugating enzyme E2-17 kDa - Medicago sativa (Alfalfa)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned UBCc UQ_con COG5078 UBCc	protein.degradation.ubiquitin.E2	29_5_11_3

CUST_166145_PI403524517	2	-0.06000042	0.16543055	0.17477322	0.05659485	-0.49098873	-0.05659437	35_46287	"Cluster: Hypothetical protein OJ1261C08.5; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1261C08.5 - Oryza sativa (japonica cultivar-g"	UniRef90_Q84Q86		0	CHR03V5|COORD:9031373..9030906|protein conserved hypothetical protein	LOC_Os03g16410.1	no description	not assigned.unknown	35_2

CUST_17734_PI403524517	2	-0.24583387	-0.12321472	-0.10482168	0.20621681	0.22479057	0.104821205	35_5120	Rep: Glutamyl-tRNA synthetase - Hordeum vulgare (Barley)	UniRef90_Q43768	"CHR5V7|COORD:25647422..25650325| ATERS/ERS/OVA3 (OVULE ABORTION 3); glutamate-tRNA ligase"	AT5G64050.1	CHR02V5|COORD:1095993..1090312|protein glutamyl-tRNA synthetase, putative, expressed	LOC_Os02g02860.1	" no descriptionhighly similar to ( 835)AT5G64050| Symbols: ATERS, ERS, OVA3 | ATERS/ERS/OVA3 (OVULE ABORTION 3); glutamate-tRNA ligase | chr5:25647422-25650325 REVERSEnearly identical (1089)SYE_HORVUGlutamyl-tRNA synthetase - Hordeum vulgare (Barley)not assigned not assigned not assigned not assigned not assigned not assigned not assigned gltX gltX GlnS tRNA-synt_1c PRK12558 GluRS_core PRK12410 PRK05710 gltX GlxRS_core Gln_GluRS_non_core PRK05347 class_I_aaRS_core PRK07003 PRK12323 PRK07764 "	protein.aa activation.glutamate-tRNA ligase	29_1_17

CUST_1574_PI403524517	2	-0.41885662	-0.4352417	1.053668	-0.38337326	0.49974918	0.38337326	35_416	"Cluster: Thiamine biosynthetic enzyme; n=4; Oryza sativa|Rep: Thiamine biosynthetic enzyme - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XXS4	CHR5V7|COORD:22263860..22265117| THI1 (THIAZOLE REQUIRING)	AT5G54770.1	CHR07V5|COORD:20722885..20724404|protein thiazole biosynthetic enzyme 1-1, chloroplast precursor, putative, expressed	LOC_Os07g34570.1	 no descriptionhighly similar to ( 509)AT5G54770| Symbols: TZ, THI1 | THI1 (THIAZOLE REQUIRING) | chr5:22263860-22265117 FORWARDhighly similar to ( 566)THI42_MAIZEThiazole biosynthetic enzyme 1-2, chloroplast precursor - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Thi4 THI4 PRK04176 Atrophin-1 PRK07003 Herpes_BLLF1 PRK07764 PRK12323 HPC2 APC_basic Extensin_2 DUF1421 Tymo_45kd_70kd AF-4 PRK12678 GRASP55_65 FixC PRK05648 Herpes_UL32 DUF566 Herpes_TAF50 KAR9 TT_ORF1 Pneumo_att_G UbiH DUF1509 Drf_FH1 	Co-factor and vitamine metabolism.thiamine	18_2

CUST_83441_PI403524517	2	0.029212952	0.14107704	-0.3278246	0.061377525	-0.5165291	-0.029212952	35_23925	"Cluster: Acyl-coenzyme A oxidase 2, peroxisomal, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Acyl-coenzyme A oxidase 2,"	UniRef90_Q2R1G8	"CHR5|COORD:26026861..26029745| similar to acyl-CoA oxidase, putative [Arabidopsis thaliana] (TAIR:At1g06310.1); similar to acyl-CoA oxidase homolog"	AT5G65110.2	CHR11V5|COORD:22856994..22852827|protein acyl-coenzyme A oxidase 1, putative, expressed	LOC_Os11g39220.1	" no descriptionmoderately similar to ( 419)AT5G65110| Symbols: ATACX2, ACX2 | ACX2 (ACYL-COA OXIDASE 2); acyl-CoA oxidase | chr5:26027286-26029708 REVERSEmoderately similar to ( 430)ACOX2_CUCMAAcyl-coenzyme A oxidase, peroxisomal precursor - Cucurbita maxima (Pumpkin) (Winter squash)not assigned not assigned not assigned not assigned not assigned not assigned not assigned AXO ACAD CaiA SCAD/SBCAD GCD VLCAD IVD Acyl-CoA_dh_M LCAD "	lipid metabolism.lipid degradation.beta-oxidation.acyl CoA DH	11_9_4_2

CUST_10796_PI404877155	2	0.072877884	0.40951157	0.024346352	-0.24928188	-0.24198532	-0.024346352	Contig4552_at	P0456E05.13 [Oryza sativa (japonica cultivar-group)]	BAB92614.1	0	0	protein hypothetical protein	Os01g68130	NONE	RNA.regulation of transcription	27_3

CUST_124530_PI403524517	2	-0.07993698	0.55359936	0.010873795	-0.082157135	-0.010872841	0.09663677	35_35100	Rep: Hypothetical protein - Medicago truncatula (Barrel medic)	UniRef90_Q1T5X1	CHR4V7|COORD:16771406..16773274| vestitone reductase-related	AT4G35250.1	CHR08V5|COORD:27567438..27562341|protein expressed protein	LOC_Os08g44000.1	no descriptionweakly similar to ( 189)AT4G35250| Symbols:  | vestitone reductase-related | chr4:16771406-16773274 REVERSE	not assigned.no ontology	35_1

CUST_140081_PI403524517	2	-0.021751404	-0.0857563	0.075050354	0.02175045	0.27656746	-0.19145966	35_39281	"Cluster: Putative DEAD/DEAH box helicase; n=1; Narcissus pseudonarcissus|Rep: Putative DEAD/DEAH box helicase - Narcissus pseudonarcissus (Daffodil)"	UniRef90_Q8VWS9	"CHR3V7|COORD:4592593..4594135| EIF4A1 (eukaryotic translation initiation factor 4A-1); ATP-dependent helicase"	AT3G13920.2	CHR06V5|COORD:29506320..29502687|protein eukaryotic initiation factor 4A, putative, expressed	LOC_Os06g48750.2	 no descriptionweakly similar to ( 188)AT3G13920| Symbols: RH4, TIF4A1, EIF4A1 | EIF4A1 (eukaryotic translation initiation factor 4A-1) | chr3:4592642-4594101 REVERSEmoderately similar to ( 205)IF4A_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DEADc SrmB PRK11776 PRK11634 PRK10590 PRK11192 DEAD PRK01297 PRK04837 DEXDc PRK04537 DEXDc 	protein.synthesis.initiation	29_2_3

CUST_138377_PI403524517	2	0.029707909	0.102381706	-0.08121014	-0.17448616	-0.02031374	0.020313263	35_38814	"Cluster: Expressed protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10LV0	CHR2V7|COORD:16143932..16145495| similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABF95796.1)	AT2G38570.1	CHR03V5|COORD:12326392..12331918|protein PRC-barrel, putative, expressed	LOC_Os03g21630.3	no descriptionvery weakly similar to (85.5)AT2G38570| Symbols:  | similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABF95796.1) | chr2:16143932-16145495 REVERSE	not assigned.unknown	35_2

CUST_158603_PI403524517	2	0.095184326	-0.15554523	-0.15647125	0.07568741	0.18634081	-0.075687885	35_44274	"Cluster: Os06g0698900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0698900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D9U1		0	0	0	no description	not assigned.unknown	35_2

CUST_178910_PI403524517	2	0.084834576	0.17688465	-0.084834576	-0.11276579	-0.49185467	1.465692	35_49761	"Cluster: Hypothetical protein P0418E08.127; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0418E08.127 - Oryza sativa (japonica cultivar"	UniRef90_Q8GRM6	CHR3V7|COORD:5494539..5495621| F-box family protein	AT3G16210.1	CHR07V5|COORD:7941060..7943226|protein F-box domain containing protein, expressed	LOC_Os07g13890.1	no descriptionvery weakly similar to (50.8)AT3G16210| Symbols:  | F-box family protein | chr3:5494539-5495621 REVERSEFBOX F-box	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_30497_PI403524517	2	-0.77177286	-0.28998804	0.92981195	0.5052061	0.28160048	-0.2816	35_8804	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_65739_PI403524517	2	0.17851162	-0.22364426	-0.26633263	-0.0014004707	0.0014004707	0.038945198	35_18775	"Cluster: Spore coat protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Spore coat protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5ZE07	CHR1V7|COORD:8147342..8149569| multi-copper oxidase type I family protein	AT1G23010.1	CHR01V5|COORD:1433965..1442486|protein copper ion binding protein, putative, expressed	LOC_Os01g03549.1	no descriptionmoderately similar to ( 453)AT1G23010| Symbols:  | multi-copper oxidase type I family protein | chr1:8147342-8149569 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned SufI PRK10965 PRK10883 PRK12678 PRK12323 PRK07003 Herpes_BLLF1 PRK07764 APC_basic Cu-oxidase_2 DUF566	not assigned.no ontology	35_1

CUST_107631_PI403524517	2	-0.0938673	-0.35806942	0.00927639	0.11811447	0.41718006	-0.00927639	35_30627	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_35117_PI403524517	2	-0.029025078	-0.34213066	0.0562706	-0.0077552795	0.053380966	0.0077552795	35_10126	"Cluster: Exocyst complex component Sec15, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Exocyst complex component Sec15, putative, expre"	UniRef90_Q7XEN0	CHR3V7|COORD:20992946..20995315| exocyst complex subunit Sec15-like family protein	AT3G56640.1	CHR10V5|COORD:14174846..14171407|protein exocyst complex subunit Sec15-like family protein, expressed	LOC_Os10g27990.1	no descriptionweakly similar to ( 149)AT3G56640| Symbols:  | exocyst complex subunit Sec15-like family protein | chr3:20992946-20995315 FORWARDnot assigned	not assigned.no ontology	35_1

CUST_59450_PI403524517	2	-0.12281704	-0.10426283	0.10426235	0.34883118	-0.50663567	0.6329107	35_16954	Rep: Xylanase inhibitor XIP-III - Triticum aestivum (Wheat)	UniRef90_Q4W6G2	CHR5V7|COORD:8143808..8145156| acidic endochitinase (CHIB1)	AT5G24090.1	CHR07V5|COORD:26213400..26214563|protein xylanase inhibitor protein 1 precursor, putative, expressed	LOC_Os07g43820.1	no descriptionweakly similar to ( 167)AT5G24090| Symbols:  | acidic endochitinase (CHIB1) | chr5:8143808-8145156 REVERSEmoderately similar to ( 296)XIP1_WHEATXylanase inhibitor protein 1 precursor - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12678 PRK12323 PRK07003 APC_basic Herpes_BLLF1 Glyco_hydro_18 DUF1509 PRK07764 SerH TT_ORF1 HPC2 Tymo_45kd_70kd	stress.biotic	20_1

CUST_21255_PI399408534	2	0.33128214	0.07008457	-0.031223774	-0.46882582	-0.3922429	0.03122425	35_27327	Rep: SET domain protein - Triticum aestivum (Wheat)	UniRef90_Q6GV25	"CHR5|COORD:1454168..1456991| SET domain-containing protein (SUVH1), contains Pfam profiles PF00856: SET domain, PF05033: Pre-SET motif, PF02182: YDG/SRA domain;"	AT5G04940.2	CHR01V5|COORD:34807400..34811830|protein histone-lysine N-methyltransferase, H3 lysine-9 specific SUVH1, putative, expressed	LOC_Os01g59620.1	no descriptionmoderately similar to ( 205)AT5G04940| Symbols: SUVH1 | SUVH1 (SU(VAR)3-9 HOMOLOG 1) | chr5:1454617-1456629 REVERSESRA YDG_SRA	RNA.regulation of transcription.SET-domain transcriptional regulator family	27_3_69

CUST_36153_PI403524517	2	-0.0052633286	-0.21890163	0.043219566	0.0052633286	-0.025315285	0.010539055	35_10423	"Cluster: Lysine decarboxylase-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Lysine decarboxylase-like protein - Oryza sativa (japonica cultivar"	UniRef90_Q5ZC82	"CHR2V7|COORD:15631332..15633913| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G53450.1); similar to Conserved hypothetical protein 730 [Medicago"	AT2G37210.1	CHR01V5|COORD:23285996..23281756|protein carboxy-lyase, putative, expressed	LOC_Os01g40630.1	"no descriptionmoderately similar to ( 303)AT2G37210| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G53450.1); similar to Conserved hypothetical protein 730 [Medicago truncatula] (GB:ABE89044.1); contains InterPro domain Conserved hypothetical protein 730; (InterPro:IPR005269) | chr2:15631332-15633913 REVERSELysine_decarbox COG1611"	not assigned.unknown	35_2

CUST_22758_PI399408534	2	-0.3847103	0.7312107	0.31866074	0.109434605	-0.509037	-0.10943508	35_20252	"Cluster: Calcium-transporting ATPase 2, plasma membrane-type (EC 3.6.3.8) (Ca(2+)-ATPase isoform 2); n=4; Arabidopsis thaliana|Rep: Calcium-transporting ATPase"	UniRef90_O81108	"CHR4V7|COORD:17683219..17686802| ACA2 (CALCIUM ATPASE 2); calmodulin binding"	AT4G37640.1	CHR03V5|COORD:5413021..5419442|protein calcium-transporting ATPase 2, plasma membrane-type, putative, expressed	LOC_Os03g10640.1	"no descriptionmoderately similar to ( 420)AT4G37640| Symbols: ACA2 | ACA2 (CALCIUM ATPASE 2); calmodulin binding | chr4:17683219-17686802 REVERSEmoderately similar to ( 415)ACA1_ORYSAnot assigned not assigned MgtA Cation_ATPase_N E1-E2_ATPase"	signalling.calcium	30_3

CUST_13002_PI404877155	2	-0.7131176	-0.5221958	0.723196	0.031002998	0.5172291	-0.031002998	Contig6732_at	OSJNBa0042I15.10 [Oryza sativa (japonica cultivar-group)]	CAE04888.2	prephenate dehydratase family protein	At1g08250.1	protein protein T23G18.10 [imported] - Arabidopsis thaliana	Os04g33390	prephenate dehydratase family protein, contains similarity to prephenate dehydratase GI:1008717 from (Amycolatopsis methanolica)	amino acid metabolism.synthesis.aromatic aa.phenylalanine	13_1_6_3

CUST_13407_PI404877155	2	-0.20780277	0.45373344	0.012170792	-0.15486717	-0.012170792	0.051068306	Contig7127_at	TF-like protein [Oryza sativa (japonica cultivar-group)]	AAO72621.1	NF-X1 type zinc finger family protein	At1g10170.1	protein NF-X1 type zinc finger, putative	Os06g14190	NONE	RNA.regulation of transcription.unclassified	27_3_99

CUST_4398_PI404877155	2	0.525403	-0.8480749	-0.21332455	0.74817085	0.21332455	-0.4958458	Contig15369_at	bZIP protein HY5 (HY5) [Arabidopsis thaliana] sp|O24646|HY5_ARATH Protein HY5 (AtbZIP56)	NP_568246.1	bZIP protein HY5 (HY5)	At5g11260.1	protein HY5	Os02g10860	bZIP protein HY5 (HY5), identical to HY5 protein GI:2251085 from (Arabidopsis thaliana)	RNA.regulation of transcription.bZIP transcription factor family	27_3_35

CUST_74358_PI403524517	2	0.08623409	-0.58174944	-0.15715313	0.25464725	-0.08623409	2.942607	35_21322	"Cluster: CER1 protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: CER1 protein, putative, expressed - Oryza sativa (japonica cultivar"	UniRef90_Q109K1	CHR1V7|COORD:418818..422154| CER1 (ECERIFERUM 1)	AT1G02205.2	CHR10V5|COORD:17125465..17119561|protein CER1, putative, expressed	LOC_Os10g33250.2	no descriptionweakly similar to ( 151)AT1G02205| Symbols: CER1 | CER1 (ECERIFERUM 1) | chr1:418818-422154 FORWARD	secondary metabolism.wax	16_7

CUST_1642_PI404877155	2	0.06982994	0.24849606	-0.20286846	-0.086265564	-0.069830894	0.23351479	Contig11867_s_at	B1078G07.35 [Oryza sativa (japonica cultivar-group)] dbj|BAC06255.1| P0696G06.12 [Oryza sativa (japonica cultivar-group)] dbj|BAB90213.1| B1	NP_915141.1	zinc finger (C3HC4-type RING finger) family protein	At2g02960.1	protein Zinc finger, C3HC4 type (RING finger), putative	Os01g66970	NONE	RNA.regulation of transcription.unclassified	27_3_99

CUST_151178_PI403524517	2	-0.06390858	0.069527626	0.10188103	0.012029648	-0.012029648	-0.2615347	35_42280	"Cluster: Transducin / WD-40 repeat protein-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: Transducin / WD-40 repeat protein-like - Oryza sativa (japonic"	UniRef90_Q6Z3F8	CHR1V7|COORD:7112642..7115181| transducin family protein / WD-40 repeat family protein	AT1G20540.1	CHR08V5|COORD:27570560..27574405|protein protein TSSC1, putative, expressed	LOC_Os08g44010.5	no descriptionweakly similar to ( 172)AT1G20540| Symbols:  | transducin family protein / WD-40 repeat family protein | chr1:7112642-7115181 FORWARDnot assigned	not assigned.no ontology	35_1

CUST_70462_PI403524517	2	0.051345825	0.0772419	-0.0752182	-0.08286762	0.011706352	-0.011705399	35_20184	"Cluster: Putative diphosphate-fructose-6-phosphate 1-phosphotransferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative"	UniRef90_Q6Z522	CHR2V7|COORD:9552750..9555494| phosphofructokinase family protein	AT2G22480.1	CHR08V5|COORD:21195907..21192127|protein 6-phosphofructokinase 2, putative	LOC_Os08g34050.1	no descriptionhighly similar to ( 686)AT2G22480| Symbols:  | phosphofructokinase family protein | chr2:9552750-9555494 FORWARDvery weakly similar to (72.0)PFPB_SOLTUPyrophosphate--fructose 6-phosphate 1-phosphotransferase subunit beta - Solanum tuberosum (Potato)not assigned PRK06830 PfkA PRK03202 PFK Bacterial_PFK PFK PRK07085 Pyrophosphate_PFK Eukaryotic_PFK PRK06555	glycolysis.PPFK	4_4

CUST_32831_PI399408534	2	0.36912632	0.032250404	-0.24389648	-0.03224945	-0.072797775	0.085404396	35_8051	"Cluster: Auxin response factor 16, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Auxin response factor 16, putative, expressed - Oryza s"	UniRef90_Q7XDB4	"CHR4V7|COORD:14703375..14705570| ARF16 (AUXIN RESPONSE FACTOR 16); miRNA binding / transcription factor"	AT4G30080.1	CHR10V5|COORD:17722468..17727521|protein auxin response factor 16, putative, expressed	LOC_Os10g33940.1	"no descriptionweakly similar to ( 108)AT4G30080| Symbols: ARF16 | ARF16 (AUXIN RESPONSE FACTOR 16); miRNA binding / transcription factor | chr4:14703375-14705570 REVERSE"	RNA.regulation of transcription.ARF, Auxin Response Factor family	27_3_4

CUST_119014_PI403524517	2	0.19292545	0.3079524	-0.07513189	-0.16808176	-0.5523014	0.07513189	35_33683	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10N52		0	CHR03V5|COORD:9664916..9659941|protein expressed protein	LOC_Os03g17410.1	no description	not assigned.unknown	35_2

CUST_20917_PI403524517	2	-0.038874626	0.15342522	0.026069641	-0.026068687	-0.051858902	0.09621906	35_6073	Rep: AT5g06580/F15M7_11 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q94AX4	CHR5V7|COORD:2011487..2016474| FAD linked oxidase family protein	AT5G06580.1	CHR07V5|COORD:4651093..4658723|protein D-2-hydroxyglutarate dehydrogenase, mitochondrial precursor, putative, expressed	LOC_Os07g08950.2	no descriptionmoderately similar to ( 216)AT5G06580| Symbols:  | FAD linked oxidase family protein | chr5:2011487-2016474 REVERSEnot assigned not assigned FAD-oxidase_C GlcD PRK11230	misc.oxidases - copper, flavone etc.	26_7

CUST_130370_PI403524517	2	-0.25101662	0.076919556	-0.29840517	0.11120939	1.9499545	-0.076919556	35_36611	"Cluster: Os03g0711700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os03g0711700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DP65	CHR3V7|COORD:9496341..9497179| transcription factor S-II (TFIIS) domain-containing protein	AT3G25940.1	CHR03V5|COORD:28695843..28697886|protein DNA-directed RNA polymerase I subunit 12, putative, expressed	LOC_Os03g50380.1	no descriptionvery weakly similar to (65.5)AT3G25940| Symbols:  | transcription factor S-II (TFIIS) domain-containing protein | chr3:9496341-9497179 FORWARDnot assigned not assigned not assigned RPB9 ZnF_C2C2	RNA.transcription	27_2

CUST_121279_PI403524517	2	0.069458485	0.44805813	-0.06945801	0.10528517	-0.9324155	-0.09449959	35_34257	"Cluster: Ankyrin-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Ankyrin-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69IU6	CHR2V7|COORD:13537427..13539639| ankyrin repeat family protein	AT2G31820.1	CHR09V5|COORD:20235938..20240138|protein protein binding protein, putative, expressed	LOC_Os09g34280.4	no descriptionvery weakly similar to (70.5)AT2G31820| Symbols:  | ankyrin repeat family protein | chr2:13537427-13539639 FORWARD	cell.organisation	31_1

CUST_20272_PI399408534	2	0.0030441284	-0.3329172	-0.0030446053	0.029482365	0.32945967	-0.57185364	35_18052	Rep: Auxin-responsive protein IAA6 - Oryza sativa (Rice)	UniRef90_Q8LQ74	0	0	CHR01V5|COORD:31302613..31306618|protein OsIAA6 - Auxin-responsive Aux/IAA gene family member, expressed	LOC_Os01g53880.7	no descriptionvery weakly similar to (79.3)IAA6_ORYSA	hormone metabolism.auxin.induced-regulated-responsive-activated	17_2_3

CUST_77008_PI403524517	2	-1.4217138	-1.205657	0.6227331	0.24901104	0.2640438	-0.249012	35_22072	"Cluster: Putative PDR-like ABC transporter; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative PDR-like ABC transporter - Oryza sativa (japonica cultivar"	UniRef90_Q6YW62	"CHR1V7|COORD:5331988..5338170| ATPDR12/PDR12 (PLEIOTROPIC DRUG RESISTANCE 12); ATPase, coupled to transmembrane movement of substances"	AT1G15520.1	CHR08V5|COORD:18000215..17995692|protein PDR-type ABC transporter 1, putative, expressed	LOC_Os08g29570.1	" no descriptionmoderately similar to ( 239)AT1G15520| Symbols: PDR12, ATPDR12 | ATPDR12/PDR12 (PLEIOTROPIC DRUG RESISTANCE 12); ATPase, coupled to transmembrane movement of substances | chr1:5331988-5338170 REVERSEmoderately similar to ( 255)PDR2_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned ABC2_membrane COG0842 "	transport.ABC transporters and multidrug resistance systems	34_16

CUST_24517_PI403524517	2	-0.14519215	0.025046349	0.2662754	-0.025046349	-0.06711388	0.05217457	35_7116	"Cluster: Transducin / WD-40 repeat protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Transducin / WD-40 repeat protein-like - Oryza sativa (japonic"	UniRef90_Q6Z4F3	"CHR3V7|COORD:19365095..19367888| PHF1 (PHOSPHATE TRANSPORTER TRAFFIC FACILITATOR1); nucleotide binding"	AT3G52190.1	CHR07V5|COORD:4680780..4685953|protein sec12-like protein 1, putative, expressed	LOC_Os07g09000.1	"no descriptionmoderately similar to ( 226)AT3G52190| Symbols: PHF1 | PHF1 (PHOSPHATE TRANSPORTER TRAFFIC FACILITATOR1); nucleotide binding | chr3:19365095-19367888 REVERSEnot assigned not assigned not assigned WD40 COG2319"	development.unspecified	33_99

CUST_179559_PI403524517	2	-0.4037075	0.25662613	0.6783457	0.0019035339	-0.0019044876	-0.026983261	35_49938	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_86684_PI403524517	2	0.51947355	-0.3160181	0.10638952	-0.15429926	0.26136446	-0.10638952	35_24826	Rep: Hypothetical protein SB40L16.1 - Sorghum bicolor (Sorghum) (Sorghum vulgare)	UniRef90_Q8LJZ5	"CHR1V7|COORD:11552906..11558588| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G51538.1); similar to Plant viral-response family protein [Solanum"	AT1G32120.1	CHR11V5|COORD:23713269..23709322|protein plant viral-response family protein, expressed	LOC_Os11g40570.3	"no descriptionweakly similar to ( 133)AT1G32120| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G51538.1); similar to Plant viral-response family protein [Solanum bulbocastanum] (GB:AAP45159.1); contains InterPro domain Protein of unknown function DUF716; (InterPro:IPR006904); contains InterPro domain Protein of unknown function DUF1723; (InterPro:IPR013541) | chr1:11552906-11558588 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF716 TT_ORF1 PRK12323 PRK12678"	not assigned.unknown	35_2

CUST_23972_PI403524517	2	0.0708971	-0.10471439	-0.021206856	0.021206856	-0.10651302	0.1360588	35_6964	"Cluster: Transducin family protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Transducin family protein, putative, expressed - Oryza"	UniRef90_Q10MP8	CHR5V7|COORD:3582950..3586783| transducin family protein / WD-40 repeat family protein	AT5G11240.1	CHR03V5|COORD:10535279..10540876|protein nucleotide binding protein, putative, expressed	LOC_Os03g18840.1	no descriptionmoderately similar to ( 369)AT5G11240| Symbols:  | transducin family protein / WD-40 repeat family protein | chr5:3582950-3586783 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned WD40 COG2319	not assigned.no ontology	35_1

CUST_52347_PI403524517	2	-0.21319866	-0.29179764	-0.049939632	0.04994011	0.32058048	0.18823719	35_14918	Rep: Caffeic acid O-methyltransferase - Triticum aestivum (Wheat)	UniRef90_Q84N28	CHR5V7|COORD:21999301..22001393| ATOMT1 (O-METHYLTRANSFERASE 1)	AT5G54160.1	CHR08V5|COORD:3334615..3331407|protein quercetin 3-O-methyltransferase 1, putative, expressed	LOC_Os08g06100.1	 no descriptionmoderately similar to ( 437)AT5G54160| Symbols: OMT1, ATOMT1 | ATOMT1 (O-METHYLTRANSFERASE 1) | chr5:21999301-22001393 FORWARDhighly similar to ( 551)OMT1_ORYSAnot assigned not assigned Methyltransf_2 Dimerisation 	secondary metabolism.phenylpropanoids.lignin biosynthesis.COMT	16_2_1_9

CUST_14146_PI403524517	2	-0.19823694	0.84991074	-0.41881466	-0.093502045	0.093502045	0.39834595	35_4059	"Cluster: Putative Pto kinase interactor 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Pto kinase interactor 1 - Oryza sativa (japonica cultivar-g"	UniRef90_Q9AWP9	CHR3V7|COORD:5956607..5958888| serine/threonine protein kinase, putative	AT3G17410.1	CHR01V5|COORD:12319708..12315276|protein PTI1-like kinase, putative, expressed	LOC_Os01g21970.1	 no descriptionmoderately similar to ( 495)AT3G17410| Symbols:  | serine/threonine protein kinase, putative | chr3:5956607-5958888 FORWARDweakly similar to ( 198)CRI4_MAIZEPutative receptor protein kinase CRINKLY4 precursor - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pkinase_Tyr PTKc TyrKc S_TKc S_TKc Pkinase PTKc_Csk_like PTKc_Jak_rpt2 PTKc_Trk PTKc_Src_like PTKc_Fes_like PTKc_Srm_Brk PTKc_Ack_like SPS1 PTKc_Syk_like PTKc_InsR_like PTKc_Frk_like PTKc_Chk PTKc_FGFR PTKc_EGFR_like PTKc_Ror PTKc_Tec_like PTKc_Fer PTKc_Fyn_Yrk PTKc_Src PTKc_Abl PTKc_TrkB PTKc_TrkA PTKc_TrkC PTKc_Yes PTKc_ALK_LTK PTKc_c-ros PTKc_Tie1 PTKc_Itk PTKc_Tie PTKc_EphR PTKc_Musk PTKc_InsR PTK_CCK4 PTKc_Fes PTKc_FGFR3 PTKc_Lyn PTKc_Tyk2_rpt2 PTKc_Tie2 PTKc_FGFR2 PTKc_DDR1 PTKc_FAK PTKc_Csk PTKc_Btk_Bmx PTKc_Lck_Blk PTKc_RET PTKc_FGFR4 PTKc_FGFR1 PTKc_Ror1 PTKc_DDR PTKc_EphR_B PTKc_Jak2_Jak3_rpt2 PTKc_DDR_like PTKc_IGF-1R PTKc_Aatyk PTKc_DDR2 PTKc_HER2 PTKc_PDGFR PTKc_EphR_A2 PTKc_Hck PTKc_Syk PTKc_Tec_Rlk PTKc_HER4 PTK_HER3 PTKc_Aatyk1_Aatyk3 PTKc_Zap-70 PTKc_EGFR PTKc_EphR_A PTK_Ryk PTKc_Ror2 PTKc_Jak1_rpt2 PTKc_EphR_A10 PTKc_Axl_like PTKc_Met_Ron PTK_Jak2_Jak3_rpt1 PTKc_VEGFR3 PTKc_VEGFR PTK_Jak_rpt1 PTKc_Axl PTKc_Aatyk2 PTKc_VEGFR2 PTKc_PDGFR_beta PTKc_CSF-1R PTKc_Tyro3 PTK_Tyk2_rpt1 	protein.postranslational modification.kinase.receptor like cytoplasmatic kinase VII	29_4_1_57

CUST_11681_PI403524517	2	-0.11988258	-0.037647247	-0.25076962	0.15234756	0.17805958	0.0376482	35_3320	"Cluster: Zinc finger protein family-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Zinc finger protein family-like - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6Z8T9	CHR2|COORD:1461627..1462934| zinc finger (C3HC4-type RING finger) family protein, contains Pfam profile: PF00097 zinc finger, C3HC4 type (RING finger)	AT2G04240.2	CHR09V5|COORD:18351647..18350686|protein protein binding protein, putative, expressed	LOC_Os09g30160.1	"no descriptionvery weakly similar to (76.3)AT2G04240| Symbols: XERICO | XERICO; protein binding / zinc ion binding | chr2:1461813-1462301 REVERSEnot assigned not assigned RING COG5540 RING PRK12323 zf-C3HC4 PRK12678 HRD1"	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_73021_PI403524517	2	0.33579254	-0.5304818	-0.25620413	0.02220583	0.0059804916	-0.005980015	35_20936	"Cluster: Putative alkaline alpha galactosidase I; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative alkaline alpha galactosidase I - Oryza sativa (japon"	UniRef90_Q5VQG4	"CHR5V7|COORD:16178948..16182313| SIP1 (SEED IMBIBITION 1-LIKE); galactinol-sucrose galactosyltransferase/ hydrolase, hydrolyzing O-glycosyl compounds"	AT5G40390.1	CHR01V5|COORD:3599013..3595220|protein stachyose synthase precursor, putative, expressed	LOC_Os01g07530.1	" no descriptionmoderately similar to ( 375)AT5G40390| Symbols: SIP1 | SIP1 (SEED IMBIBITION 1-LIKE); galactinol-sucrose galactosyltransferase/ hydrolase, hydrolyzing O-glycosyl compounds | chr5:16178948-16182313 FORWARDmoderately similar to ( 283)STSYN_PEAStachyose synthase precursor - Pisum sativum (Garden pea)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Raffinose_syn PRK07003 PRK12678 PRK12323 APC_basic AF-4 Herpes_BLLF1 PRK07764 Tymo_45kd_70kd KAR9 DUF566 Pol_Y_like ROM1 Atrophin-1 HPC2 Pneumo_att_G SerH "	minor CHO metabolism.raffinose family.raffinose synthases.putative	3_1_2_2

CUST_171582_PI403524517	2	-0.011300087	-0.07047558	0.09694958	-0.06821728	0.11691475	0.011300087	35_47811	Rep: SDL-1 protein - Nicotiana plumbaginifolia (Leadwort-leaved tobacco)	UniRef90_Q8VXD5	CHR3V7|COORD:2596519..2599521| KOB1 (KOBITO)	AT3G08550.1	CHR01V5|COORD:7354422..7348977|protein KOB1, putative, expressed	LOC_Os01g13200.1	 no descriptionmoderately similar to ( 248)AT3G08550| Symbols: ELD1, ABI8, KOB1 | KOB1 (KOBITO) | chr3:2596519-2599521 FORWARD	not assigned.no ontology	35_1

CUST_8522_PI399408534	2	-1.4347868	-1.4603717	-1.2636831	1.3803177	1.3284817	1.2636833	35_50141	"Cluster: DNA cytosine methyltransferase Zmet3, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: DNA cytosine methyltransferase Zmet3, putat"	UniRef90_Q10SU6	CHR5V7|COORD:4715432..4718581| DRM2 (DOMAINS REARRANGED METHYLTRANSFERASE 2)	AT5G14620.1	CHR03V5|COORD:610979..614805|protein DNA cytosine methyltransferase Zmet3, putative, expressed	LOC_Os03g02010.2	 no descriptionweakly similar to ( 173)AT5G14620| Symbols: DMT7, DRM2 | DRM2 (DOMAINS REARRANGED METHYLTRANSFERASE 2) | chr5:4715432-4718581 REVERSE	RNA.regulation of transcription.DNA methyltransferases	27_3_46

CUST_164176_PI403524517	2	0.15454626	-0.11772108	0.087852	0.18929148	-0.087852	-0.14672136	35_45770	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_103248_PI403524517	2	-0.022665977	0.3158579	0.022441864	-0.022441864	0.16907215	-0.026129723	35_29440	"Cluster: Carbonyl reductase-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Carbonyl reductase-like protein - Oryza sativa (japonica cultivar-gro"	UniRef90_Q7XIR1	CHR3V7|COORD:22674000..22675291| short-chain dehydrogenase/reductase (SDR) family protein	AT3G61220.1	CHR07V5|COORD:29120063..29123268|protein oxidoreductase, putative, expressed	LOC_Os07g48640.2	no descriptionvery weakly similar to (53.5)AT3G61220| Symbols:  | short-chain dehydrogenase/reductase (SDR) family protein | chr3:22674000-22675291 FORWARD	misc.short chain dehydrogenase/reductase (SDR)	26_22

CUST_109039_PI403524517	2	0.0021810532	0.16293526	-0.12794495	0.05053425	-0.0021820068	-0.17838669	35_31000	Rep: CI2C - Hordeum vulgare (Barley)	UniRef90_Q8LLA7	CHR2V7|COORD:16243624..16244128| protease inhibitor, putative	AT2G38870.1	CHR12V5|COORD:22160429..22159864|protein subtilisin-chymotrypsin inhibitor CI-1B, putative, expressed	LOC_Os12g36210.1	 no descriptionvery weakly similar to (54.3)AT2G38870| Symbols:  | protease inhibitor, putative | chr2:16243624-16244128 REVERSEvery weakly similar to (80.9)ICI2_HORVUSubtilisin-chymotrypsin inhibitor-2A - Hordeum vulgare (Barley)potato_inhibit 	stress.biotic	20_1

CUST_10021_PI404877155	2	0.029776573	0.07661629	-0.12630272	-0.029776573	-0.030581474	0.0568552	Contig3730_at	EST AU065533(C2174) corresponds to a region of the predicted gene.~Similar to Homo sapiens splicing factor Prp8 mRNA, complete cds.(AF092565	NP_910543.1	splicing factor, putative	At1g80070.1	protein Mov34/MPN/PAD-1 family, putative	Os05g07050	gi|5091509|dbj|BAA78744.1| EST AU065533(C2174) corresponds to a region of the predicted gene	RNA.processing.splicing	27_1_1

CUST_17025_PI399408534	2	0.5140977	0.63156843	-0.072909355	-0.31702995	-0.30067873	0.07290983	35_32433	"Cluster: Expressed protein; n=4; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q108W5	CHR3V7|COORD:641050..645310| PHD finger protein-related	AT3G02890.1	CHR10V5|COORD:22377421..22369432|protein expressed protein	LOC_Os10g42196.1	no descriptionvery weakly similar to (66.6)AT3G02890| Symbols:  | PHD finger protein-related | chr3:641050-645310 FORWARD	RNA.regulation of transcription.unclassified	27_3_99

CUST_92239_PI403524517	2	0.06284523	0.042307854	-0.15460682	-0.051667213	-0.0423069	0.12257099	35_26377	"Cluster: PREDICTED: similar to germinal histone H4 gene; n=1; Danio rerio|Rep: PREDICTED: similar to germinal histone H4 gene - Danio rerio"	UniRef90_UPI000054619F	CHR5V7|COORD:24068875..24069186| histone H4	AT5G59690.1	CHR10V5|COORD:20690219..20689571|protein histone H4, putative, expressed	LOC_Os10g39410.1	no descriptionweakly similar to ( 130)AT5G59970| Symbols:  | histone H4 | chr5:24163578-24163889 REVERSEweakly similar to ( 130)H4_PEAHistone H4 - Pisum sativum (Garden pea)not assigned H4 H4 HHT1 Histone PRK12323	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_77151_PI403524517	2	-0.17699909	0.44383144	1.1179142	-0.36994076	0.06168747	-0.06168747	35_22116	"Cluster: Tropinone reductase, putative; n=2; Oryza sativa (japonica cultivar-group)|Rep: Tropinone reductase, putative - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2R092	CHR5V7|COORD:1824067..1825834| tropinone reductase, putative / tropine dehydrogenase, putative	AT5G06060.1	CHR11V5|COORD:25552303..25550729|protein tropinone reductase 2, putative	LOC_Os11g43200.1	 no descriptionmoderately similar to ( 269)AT5G06060| Symbols:  | tropinone reductase, putative / tropine dehydrogenase, putative | chr5:1824067-1825834 REVERSEweakly similar to ( 121)FABG3_BRANA3-oxoacyl-[acyl-carrier-protein] reductase 3, chloroplast precursor - Brassica napus (Rape)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned fabG fabG fabG PRK09242 PRK12829 PRK12826 FabG PRK12827 PRK12939 PRK08213 PRK06124 fabG PRK08265 PRK09135 PRK07814 PRK06935 PRK06138 PRK06484 PRK12824 PRK06172 fabG PRK07479 PRK07478 PRK07856 PRK12937 PRK06122 PRK06841 fabG fabG PRK07035 PRK06113 fabG PRK06500 PRK07774 PRK07063 PRK12429 PRK08063 PRK07060 PRK08324 fabG PRK07326 PRK07523 fabG PRK08589 PRK06114 fabG PRK12743 PRK07097 PRK12935 PRK06346 PRK07067 PRK08277 PRK12936 COG4221 PRK07576 PRK07062 PRK12481 PRK08993 PRK08220 DltE PRK12745 fabG PRK12828 PRK08936 PRK08226 PRK07633 PRK06198 PRK06949 benD PRK06398 fabG PRK06123 PRK06171 PRK06128 PRK12746 PRK06125 PRK09134 PRK06200 adh_short PRK07677 PRK08643 PRK08085 fabG PRK07890 PRK06523 PRK06057 fabG PRK05867 PRK07831 PRK12748 PRK07074 PRK06701 PRK12938 PRK09072 PRK06947 PRK07069 PRK12747 PRK05875 PRK07577 PRK07825 PRK08263 PRK08267 PRK06179 PRK12742 fabG PRK12428 PRK07791 PRK08416 FabI PRK08945 PRK08628 PRK06181 PRK07985 PRK06483 PRK06482 PRK07041 PRK08264 PRK07454 PRK12384 PRK09730 PRK12744 PRK07370 PRK05717 PRK07201 PRK08219 PRK08339 PRK07109 PRK08278 PRK05872 fabG PRK09186 PRK06180 DltE PRK05650 PRK06940 PRK07533 PRK06182 PRK05855 PRK05866 PRK08340 PRK06914 PRK12859 PRK05876 PRK07832 PRK06194 PRK08251 PRK06139 PRK07023 PRK10538 KR PRK08594 PRK08703 PRK07024 PRK08177 PRK05693 PRK09291 PRK07102 PRK08415 PRK06079 PRK07775 PRK08303 PRK05884 PRK06603 PRK06924 PRK08159 PRK06196 PRK07806 PRK08862 PRK08017 PRK06953 PRK06505 PRK06300 PRK05854 PRK06197 	misc.short chain dehydrogenase/reductase (SDR)	26_22

CUST_99171_PI403524517	2	0.29597044	-0.16018534	0.04965353	-0.04965353	-0.16804743	0.28623295	35_28307	"Cluster: Lecithin:cholesterol acyltransferase family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Lecithin:cholesterol"	UniRef90_Q10A29	CHR1V7|COORD:9544594..9546155| lecithin:cholesterol acyltransferase family protein / LACT family protein	AT1G27480.1	CHR10V5|COORD:4114441..4112927|protein 1-O-acylceramide synthase precursor, putative, expressed	LOC_Os10g08026.1	no descriptionvery weakly similar to (90.9)AT1G27480| Symbols:  | lecithin:cholesterol acyltransferase family protein / LACT family protein | chr1:9544594-9546155 FORWARDnot assigned	lipid metabolism.'exotics' (steroids, squalene etc)	11_8

CUST_101913_PI403524517	2	-0.1377263	-0.6485586	0.13772583	0.4826975	0.23258543	-0.510479	35_29077	"Cluster: RNA recognition motif family protein, expressed; n=5; Oryza sativa (japonica cultivar-group)|Rep: RNA recognition motif family protein, expressed - Ory"	UniRef90_Q10NM2	CHR1V7|COORD:2258814..2259584| transformer serine/arginine-rich ribonucleoprotein, putative	AT1G07350.2	CHR03V5|COORD:8749601..8746578|protein arginine/serine-rich splicing factor RSP41, putative, expressed	LOC_Os03g15890.1	 no descriptionweakly similar to ( 120)AT1G07350| Symbols:  | transformer serine/arginine-rich ribonucleoprotein, putative | chr1:2258814-2259584 REVERSEvery weakly similar to (59.7)GRP10_BRANAGlycine-rich RNA-binding protein 10 - Brassica napus (Rape)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned RRM COG0724 RRM_1 	RNA.RNA binding	27_4

CUST_9596_PI404877155	2	0.023225784	-0.02322483	-0.09072971	0.02443695	-0.05783081	0.032596588	Contig3340_at	unnamed protein product [Oryza sativa (japonica cultivar-group)] dbj|BAA90363.1| putative thioredoxin peroxidase [Oryza sativa (japonica cul	NP_912904.1	alkyl hydroperoxide reductase/thiol specific antioxidant (AhpC/TSA)/mal allergen family protein	At3g06050.1	protein phenazine biosynthesis protein PhzF family, putative	Os01g16150	gi|6630684|dbj|BAA88530.1| unnamed protein product	stress.abiotic.unspecified	20_2_99

CUST_29536_PI403524517	2	0.029678345	0.310606	-0.029678345	-0.16185188	-0.32845592	0.19989109	35_8531	"Cluster: Os05g0124000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0124000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DL45	0	0	CHR05V5|COORD:1380822..1375331|protein expressed protein	LOC_Os05g03390.1	no description	not assigned.unknown	35_2

CUST_30065_PI403524517	2	-0.15324545	-0.0777297	-0.08141184	0.22723007	0.1405468	0.0777297	35_8678	"Cluster: OSJNBa0083D01.8 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0083D01.8 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XVF0	0	0	CHR04V5|COORD:18264737..18256224|protein transposon protein, putative, unclassified	LOC_Os04g30870.1	no description	not assigned.unknown	35_2

CUST_8958_PI403524517	2	0.2100048	-0.98671055	-0.044550896	0.039491653	-0.0394907	0.17855358	35_2511	"Cluster: Transducin / WD-40 repeat protein-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: Transducin / WD-40 repeat protein-like - Oryza sativa (japonic"	UniRef90_Q6Z3F8	CHR1V7|COORD:7112642..7115181| transducin family protein / WD-40 repeat family protein	AT1G20540.1	CHR08V5|COORD:27570560..27574405|protein protein TSSC1, putative, expressed	LOC_Os08g44010.5	no descriptionmoderately similar to ( 495)AT1G20540| Symbols:  | transducin family protein / WD-40 repeat family protein | chr1:7112642-7115181 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG2319 WD40	not assigned.no ontology	35_1

CUST_117808_PI403524517	2	0.08785725	-0.6131029	-0.03010559	0.030106068	0.16282177	-0.17911148	35_33373	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_22057_PI399408534	2	-0.09888935	0.21898079	0.042125702	-0.23878765	0.050076485	-0.042125702	35_6246	Rep: Transcription factor-like - Oryza sativa (japonica cultivar-group)	UniRef90_Q5Z8P6	CHR4V7|COORD:16680826..16681810| bZIP transcription factor family protein	AT4G35040.1	CHR06V5|COORD:30455224..30451451|protein DNA binding protein, putative, expressed	LOC_Os06g50310.1	no descriptionweakly similar to ( 166)AT4G35040| Symbols:  | bZIP transcription factor family protein | chr4:16680826-16681810 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07003 Herpes_BLLF1 PRK07764 BRLZ bZIP_2 Pneumo_att_G APC_basic Tymo_45kd_70kd HPC2 Metaviral_G IER	RNA.regulation of transcription.bZIP transcription factor family	27_3_35

CUST_11856_PI404877155	2	-0.1143837	0.4894085	0.06552124	-0.0867424	-0.06552029	0.10373306	Contig5560_at	putative receptor-protein kinase [Oryza sativa (japonica cultivar-group)] dbj|BAB56062.1| putative protein kinase [Oryza sativa (japonica cu	NP_916295.1	protein kinase family protein	At3g51550.1	protein Protein kinase domain, putative	Os01g56330	NONE	signalling.receptor kinases.misc	30_2_99

CUST_4231_PI404877155	2	0.34108067	-0.59118176	0.18026352	-0.15282345	0.1528244	-0.30984688	Contig15118_at	putative trehalose-phosphatase [Oryza sativa (japonica cultivar-group)]	BAC99626.1	trehalose-6-phosphate phosphatase, putative	At5g65140.1	protein trehalose-phosphatase, putative	Os06g11840	trehalose-6-phosphate phosphatase, putative	minor CHO metabolism.trehalose.TPP	3_2_2

CUST_171128_PI403524517	2	0.38229513	0.0021662712	-0.0021662712	-0.031443596	0.4058075	-0.20531082	35_47667	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_11851_PI404877155	2	0.04084301	-0.6266775	-0.02762413	0.0160141	-0.0160141	0.047875404	Contig5555_at	putative 3-isopropylmalate dehydrogenase [Oryza sativa (japonica cultivar-group)] ref|XP_469071.1| putative 3-isopropylmalate dehydrogenase	AAP50991.1	3-isopropylmalate dehydrogenase, chloroplast, putative	At1g80560.1	protein putative 3-isopropylmalate dehydrogenase	Os03g45320	putative 3-isopropylmalate dehydrogenase	amino acid metabolism.synthesis.branched chain group.leucine specific	13_1_4_4

CUST_177261_PI403524517	2	0.02750206	-0.25155163	-0.030405998	-0.027501106	0.061584473	0.133708	35_49311	"Cluster: Os04g0564700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os04g0564700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JB02		0	0	0	no description	not assigned.unknown	35_2

CUST_38274_PI403524517	2	0.38013744	0.064510345	-0.01347065	0.01347065	-0.082850456	-0.39078426	35_11016	Rep: Predicted protein - Aspergillus oryzae	UniRef90_Q2U304	CHR1V7|COORD:22496859..22500684| proline-rich family protein	AT1G61080.1	CHR03V5|COORD:16114718..16115886|protein ring-H2 zinc finger protein, putative, expressed	LOC_Os03g28080.1	no description	not assigned.unknown	35_2

CUST_12682_PI403524517	2	0.19474983	-0.27850533	-0.13372517	-0.0171175	0.04441166	0.017116547	35_3625	"Cluster: Seed maturation protein PM36, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Seed maturation protein PM36, putative, expressed -"	UniRef90_Q10MJ3	CHR3V7|COORD:5795943..5796789| TENA/THI-4 family protein	AT3G16990.1	CHR03V5|COORD:10892444..10890530|protein seed maturation protein PM36, putative, expressed	LOC_Os03g19390.1	no descriptionmoderately similar to ( 254)AT3G16990| Symbols:  | TENA/THI-4 family protein | chr3:5795943-5796789 REVERSEmoderately similar to ( 249)PM36_SOYBNSeed maturation protein PM36 - Glycine max (Soybean)TENA_THI-4 TenA	not assigned.no ontology	35_1

CUST_7095_PI403524517	2	0.28108597	0.9191618	-0.07698059	-0.13000679	0.045487404	-0.045487404	35_1967	"Cluster: Alanine-glyoxylate aminotransferase 2, mitochondrial, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Alanine-glyoxylate"	UniRef90_Q10R45	"CHR4V7|COORD:18406791..18409256| AGT2 (ALANINE:GLYOXYLATE AMINOTRANSFERASE 2); alanine-glyoxylate transaminase"	AT4G39660.1	CHR03V5|COORD:3833415..3837522|protein alanine--glyoxylate aminotransferase 2 homolog 2, mitochondrial precursor, putative, expressed	LOC_Os03g07570.1	" no descriptionhighly similar to ( 717)AT4G39660| Symbols: AGT2 | AGT2 (ALANINE:GLYOXYLATE AMINOTRANSFERASE 2); alanine-glyoxylate transaminase | chr4:18406791-18409256 FORWARDvery weakly similar to (92.0)GSA_CHLREGlutamate-1-semialdehyde 2,1-aminomutase, chloroplast precursor - Chlamydomonas reinhardtiinot assigned not assigned not assigned not assigned not assigned not assigned PRK06148 GabT PRK06149 ArgD BioA PRK08117 Aminotran_3 argD PRK06062 PRK08555 PRK07481 PRK03711 PRK08593 PRK07678 PRK05769 PRK07323 PRK07483 PRK08088 PRK07480 PRK08360 PRK06105 PRK06918 PRK07036 PRK06938 PRK07495 PRK07482 PRK06058 argD PRK06541 argD PRK05965 PRK06931 PRK02627 PRK06917 PRK12381 PRK09221 PRK05639 PRK04260 PRK06082 argD argD argD PRK06916 rocD PRK11522 argD PRK06777 PRK12403 rocD PRK09264 PRK09792 HemL PRK07030 PRK00062 PRK08742 PRK06943 PRK08466 PRK09044 PRK05964 PRK12389 PRK08297 PRK07986 PRK06173 PRK05630 PRK06942 PRK07894 PRK00615 PRK06209 PRK07046 "	amino acid metabolism.synthesis.central amino acid metabolism.alanine.alanine-glyoxylate aminotransferase	13_1_1_3_11

CUST_179746_PI403524517	2	-0.17789602	0.6017008	0.3127203	-0.038223267	-0.1811781	0.03822279	35_49987	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_91049_PI403524517	2	0.43592978	0.09964514	-0.09964466	0.21313429	-0.15445662	-0.23011494	35_26038	"Cluster: Hypothetical protein OSJNBa0085D07.11; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0085D07.11 - Oryza sativa (japonica"	UniRef90_Q5N773	CHR5V7|COORD:1439173..1441546| vacuolar protein sorting 36 family protein / VPS36 family protein	AT5G04920.1	CHR01V5|COORD:34914022..34910364|protein vacuolar protein sorting protein 36, putative, expressed	LOC_Os01g59800.3	no descriptionvery weakly similar to (51.6)AT5G04920| Symbols:  | vacuolar protein sorting 36 family protein / VPS36 family protein | chr5:1439173-1441546 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 Tymo_45kd_70kd PRK07003 AF-4	protein.targeting.secretory pathway.vacuole	29_3_4_3

CUST_18108_PI403524517	2	-0.005710602	0.06427479	-0.047631264	0.005709648	-0.033044815	0.12410736	35_5230	"Cluster: F-box domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: F-box domain containing protein, expressed - Oryza sativa"	UniRef90_Q10A87	"CHR4|COORD:324994..326964| F-box family protein,  ; similar to SKP1 interacting partner 2 (SKIP2) TIGR_Ath1:At5g67250"	AT4G00755.2	CHR03V5|COORD:36320641..36323434|protein F-box domain containing protein, expressed	LOC_Os03g64360.2	no descriptionweakly similar to ( 128)AT4G00755| Symbols:  | F-box family protein | chr4:325294-326787 FORWARD	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_11247_PI403524517	2	-0.049866676	-0.22073078	0.014180183	0.018735886	0.08857727	-0.014180183	35_3188	"Cluster: Os05g0306000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0306000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DJA7	"CHR5V7|COORD:1527..4923| similar to emp24/gp25L/p24 [Medicago truncatula] (GB:ABE93045.1); contains InterPro domain emp24/gp25L/p24; (InterPro:IPR000348); conta"	AT5G01010.1	CHR05V5|COORD:13770826..13762461|protein emp24/gp25L/p24 family protein, expressed	LOC_Os05g24020.1	"no descriptionmoderately similar to ( 460)AT5G01010| Symbols:  | similar to emp24/gp25L/p24 [Medicago truncatula] (GB:ABE93045.1); contains InterPro domain emp24/gp25L/p24; (InterPro:IPR000348); contains InterPro domain GOLD; (InterPro:IPR009038) | chr5:1527-4923 REVERSEEMP24_GP25L"	not assigned.unknown	35_2

CUST_5865_PI404877155	2	0.07818413	0.11052132	-0.0344162	-0.014848709	-0.16395187	0.014849663	Contig17995_at	receptor protein kinase, putative [Arabidopsis thaliana]	AAG50867.1	leucine-rich repeat protein kinase, putative	At2g28960.1	protein Protein kinase domain, putative	Os12g37980	NONE	signalling.light	30_11

CUST_13780_PI404877155	2	-0.30424213	-0.10685539	0.12869167	0.106856346	0.2817583	-0.19457626	Contig7525_at	putative phospholipase [Oryza sativa]	AAK50122.1	phospholipase A2 family protein	At2g06925.1	protein putative phospholipase	Os03g50030	putative phospholipase	lipid metabolism.lipid degradation.lysophospholipases	11_9_3

CUST_33001_PI403524517	2	-0.040560722	0.45987797	0.028533936	-0.028533936	-0.082019806	0.19605827	35_9517	"Cluster: Polyubiquitin-like protein; n=1; Brachypodium sylvaticum|Rep: Polyubiquitin-like protein - Brachypodium sylvaticum (False brome)"	UniRef90_Q2L3D3	"CHR4V7|COORD:7445582..7448816| UPL5 (UBIQUITIN PROTEIN LIGASE 5); ubiquitin-protein ligase"	AT4G12570.1	CHR12V5|COORD:13694406..13699916|protein UPL2, putative, expressed	LOC_Os12g24080.1	"no descriptionweakly similar to ( 195)AT4G12570| Symbols: UPL5 | UPL5 (UBIQUITIN PROTEIN LIGASE 5); ubiquitin-protein ligase | chr4:7445582-7448816 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned HECT HECTc HECTc HUL4"	protein.degradation.ubiquitin.E3.HECT	29_5_11_4_1

CUST_116428_PI403524517	2	-0.19631672	-0.10147047	0.12002373	0.10147047	-0.29666185	2.0969057	35_33009	Rep: Apocytochrome f precursor - Oryza sativa (Rice)	UniRef90_P07888	"CHRCV7|COORD:61657..62619| Encodes cytochrome f apoprotein; involved in photosynthetic electron transport chain; encoded by the chloroplast genome and"	ATCG00540.1	CHR10V5|COORD:10535365..10536288|protein apocytochrome f precursor, putative	LOC_Os10g21290.1	"no descriptionvery weakly similar to (78.6)ATCG00540| Symbols: PETA | Encodes cytochrome f apoprotein; involved in photosynthetic electron transport chain; encoded by the chloroplast genome and is transcriptionally repressed by a nuclear gene HCF2. | chrC:61657-62619 FORWARDvery weakly similar to (86.7)CYF_WHEATApocytochrome f precursor - Triticum aestivum (Wheat)petA Apocytochr_F_C PRK02693"	PS.lightreaction.cytochrome b6/f	1_1_3

CUST_5017_PI403524517	2	-0.06177473	-0.29226875	0.009263039	0.33853436	0.029455185	-0.009262562	35_1382	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_16068_PI403524517	2	0.0124435425	0.64823246	-0.07711506	-0.090408325	0.00340271	-0.00340271	35_4635	Rep: Putative ferredoxin - Oryza sativa (Rice)	UniRef90_Q9AUK8	CHR1V7|COORD:11771949..11774097| ferredoxin family protein	AT1G32550.1	CHR03V5|COORD:27259030..27262075|protein ferredoxin-6, chloroplast precursor, putative, expressed	LOC_Os03g48040.1	 no descriptionweakly similar to ( 181)AT1G32550| Symbols:  | ferredoxin family protein | chr1:11771949-11774097 REVERSEvery weakly similar to (84.0)FER1_RAPSAFerredoxin, root R-B1 - Raphanus sativus (Radish)not assigned petF fer2 Fdx PRK07609 Fer2 	PS.lightreaction.other electron carrier (ox/red).ferredoxin	1_1_5_2

CUST_45077_PI403524517	2	-0.062039375	0.7013264	0.19683743	0.062039375	-0.09112835	-0.110331535	35_12922	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_178066_PI403524517	2	0.1096468	-0.5796442	-0.04113865	-1.3336649	0.04113865	0.04113865	35_49524	"Cluster: Os01g0754000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0754000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JJ88	CHR2V7|COORD:8872303..8873448| NFD6 (NUCLEAR FUSION DEFECTIVE 6)	AT2G20585.1	CHR01V5|COORD:31962439..31965265|protein expressed protein	LOC_Os01g55020.5	no description	not assigned.unknown	35_2

CUST_60960_PI403524517	2	0.009059906	0.19229603	-0.009059906	-0.41921997	0.116184235	-0.08307648	35_17386	"Cluster: Superoxide dismutase 2, putative, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Superoxide dismutase 2, putative, expressed - Oryza sativ"	UniRef90_Q10PW4	"CHR5V7|COORD:5987223..5988708| CSD3 (COPPER/ZINC SUPEROXIDE DISMUTASE 3); copper, zinc superoxide dismutase"	AT5G18100.1	CHR03V5|COORD:6254501..6251015|protein superoxide dismutase 2, putative, expressed	LOC_Os03g11960.1	" no descriptionweakly similar to ( 182)AT5G18100| Symbols: CSD3 | CSD3 (COPPER/ZINC SUPEROXIDE DISMUTASE 3); copper, zinc superoxide dismutase | chr5:5987223-5988708 FORWARDweakly similar to ( 190)SODC2_MESCRSuperoxide dismutase [Cu-Zn] 2 - Mesembryanthemum crystallinum (Common ice plant)not assigned not assigned Sod_Cu Cu-Zn_Superoxide_Dismutase SodC PRK10290 "	redox.dismutases and catalases	21_6

CUST_80828_PI403524517	2	0.032949448	-0.23884869	-0.032949448	-0.06635952	0.06755638	0.048462868	35_23181	"Cluster: Hypothetical protein P0016H04.11; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0016H04.11 - Oryza sativa (japonica cultivar-g"	UniRef90_Q65XV7	CHR3V7|COORD:14957446..14959085| zinc knuckle (CCHC-type) family protein	AT3G42860.1	CHR05V5|COORD:571398..576110|protein DNA binding protein, putative, expressed	LOC_Os05g02040.1	no descriptionvery weakly similar to (67.0)AT3G42860| Symbols:  | zinc knuckle (CCHC-type) family protein | chr3:14957446-14959085 REVERSEvery weakly similar to (62.4)GRP2_NICSYGlycine-rich protein 2 - Nicotiana sylvestris (Wood tobacco)not assigned not assigned AIR1	stress.abiotic.cold	20_2_2

CUST_17085_PI404877155	2	0.1389761	-0.006082058	0.006082058	-0.16170597	-0.64818954	0.01543808	HS16C04u_at	Similar to Arabidopsis thaliana chromosome II BAC F11F19 genomic sequence, putative DNA-binding protein RAV2. (AC007017)	NP_910235.1	DNA-binding protein RAV1 (RAV1)	At1g13260.1	protein B3 DNA binding domain, putative	Os06g01860	NONE	RNA.regulation of transcription.unclassified	27_3_99

CUST_130995_PI403524517	2	-0.018055916	-0.028273582	0.11408138	0.018055916	0.108284	-0.020407677	35_36791	"Cluster: NFkB activating protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: NFkB activating protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K8K1	CHR1V7|COORD:1730980..1732405| Got1-like family protein	AT1G05785.1	CHR02V5|COORD:23591972..23595852|protein golgi transport 1 protein B, putative, expressed	LOC_Os02g39070.1	no descriptionweakly similar to ( 122)AT1G05785| Symbols:  | Got1-like family protein | chr1:1730980-1732405 FORWARDnot assigned Got1 GOT1	not assigned.no ontology	35_1

CUST_17608_PI403524517	2	0.1579256	0.018133163	-0.0031251907	-0.16873646	0.0031261444	-0.18999863	35_5087	"Cluster: Putative ankyrin protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ankyrin protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q75M28	CHR3V7|COORD:1278235..1280948| ankyrin repeat family protein	AT3G04710.1	CHR05V5|COORD:179673..175760|protein ankyrin-1, putative, expressed	LOC_Os05g01310.1	no descriptionhighly similar to ( 534)AT3G04710| Symbols:  | binding | chr3:1278235-1280948 FORWARDvery weakly similar to (78.2)STIP_SOYBNHeat shock protein STI - Glycine max (Soybean)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned ANK Arp TPR	cell.organisation	31_1

CUST_13580_PI403524517	2	0.13630104	-0.005952835	-0.11524391	0.02820015	-0.068556786	0.0059537888	35_3896	"Cluster: Putative extensin; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative extensin - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5KQK4	CHR4V7|COORD:7758606..7760888| leucine-rich repeat family protein / extensin family protein	AT4G13340.1	CHR05V5|COORD:4793449..4790086|protein receptor-like protein kinase precursor, putative, expressed	LOC_Os05g08770.1	no descriptionmoderately similar to ( 449)AT4G13340| Symbols:  | leucine-rich repeat family protein / extensin family protein | chr4:7758606-7760888 FORWARDweakly similar to ( 111)RPK1_IPONIReceptor-like protein kinase precursor - Ipomoea nil (Japanese morning glory) (Pharbitis nil)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Herpes_BLLF1 Tymo_45kd_70kd PRK07764 PRK07003 APC_basic PRK12323 DUF566 SerH Atrophin-1 PRK11901 KAR9 AF-4 Extensin_2 PRK12678 Metaviral_G DUF1421 HPC2 PRK09169	cell wall.cell wall proteins.LRR	10_5_3

CUST_55442_PI403524517	2	0.098469734	-0.6198034	-0.0011863708	0.024102211	0.0011863708	-0.071845055	35_15781	"Cluster: Putative cytosolic chaperonin, delta-subunit; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative cytosolic chaperonin, delta-subunit - Oryza sat"	UniRef90_Q9FW88	CHR3V7|COORD:6232232..6233842| chaperonin, putative	AT3G18190.1	CHR02V5|COORD:13565938..13560749|protein T-complex protein 1 subunit delta, putative, expressed	LOC_Os02g22780.1	 no descriptionhighly similar to ( 779)AT3G18190| Symbols:  | chaperonin, putative | chr3:6232232-6233842 FORWARDmoderately similar to ( 272)TCPE2_AVESAT-complex protein 1 subunit epsilon - Avena sativa (Oat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TCP1_delta chaperonin_type_I_II cpn60 Cpn60_TCP1 GroL TCP1_epsilon TCP1_alpha TCP1_beta TCP1_eta TCP1_theta TCP1_gamma TCP1_zeta chaperonin_like GroEL groEL groEL groEL Fab1_TCP groEL Atrophin-1 PRK12323 groEL PRK07003 Tymo_45kd_70kd Extensin_2 DUF1421 HPC2 GRASP55_65 groEL Herpes_BLLF1 APC_basic PRK07764 Pneumo_att_G PRK05648 DUF1509 TT_ORF1 Herpes_TAF50 Totivirus_coat AF-4 IER KAR9 Drf_FH1 DUF566 PRK08853 DUF605 PRK08691 Herpes_UL32 CTF_NFI 	protein.folding	29_6

CUST_53074_PI403524517	2	0.04677868	0.088251114	-0.019846916	-0.10352707	-0.029462814	0.01984787	35_15109	Rep: Proteasome subunit alpha type 7 - Oryza sativa (Rice)	UniRef90_O04861	"CHR5V7|COORD:26454671..26455903| PAD2 (20S proteasome alpha subunit D2); peptidase"	AT5G66140.1	CHR08V5|COORD:27400407..27404263|protein proteasome subunit alpha type 7, putative, expressed	LOC_Os08g43540.1	"no descriptionmoderately similar to ( 392)AT5G66140| Symbols: PAD2 | PAD2 (20S proteasome alpha subunit D2); peptidase | chr5:26454671-26455903 REVERSEmoderately similar to ( 424)PSA7_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned proteasome_alpha_type_7 proteasome_alpha PRK03996 proteasome_alpha_archeal PRE1 proteasome_alpha_type_2 proteasome_alpha_type_4 proteasome_alpha_type_5 Proteasome proteasome_alpha_type_1 proteasome_alpha_type_3 proteasome_protease_HslV proteasome_alpha_type_6 Ntn_hydrolase proteasome_beta_archeal proteasome_beta DUF566 PRK07003 PRK12323 proteasome_beta_type_1"	protein.degradation.ubiquitin.proteasom	29_5_11_20

CUST_6072_PI404877155	2	-0.014416695	-0.46498203	0.4547534	-0.078427315	0.77570486	0.014416218	Contig1834_at	EM PROTEIN CS41 pir||VUWTEM embryonic abundant protein Em - wheat emb|CAA36323.1| Em [Triticum aestivum]	P22701	Em-like protein GEA6 (EM6)	At2g40170.1	protein embryonic abundant protein 1	Os05g28210	NONE	hormone metabolism.abscisic acid.induced-regulated-responsive-activated	17_1_3

CUST_8336_PI404877155	2	-0.037161827	0.4091177	0.037161827	-0.19660091	-0.037161827	0.2928915	Contig24680_at	putative fatty acid elongase 3-ketoacyl-CoA synthase 1 [Oryza sativa (japonica cultivar-group)] dbj|BAD22394.1| putative fatty acid elongase	XP_468364.1	beta-ketoacyl-CoA synthase family protein	At2g28630.1	protein hypothetical protein	Os02g56860	beta-ketoacyl-CoA synthase family protein	lipid metabolism.FA synthesis and FA elongation.beta ketoacyl CoA synthase	11_1_10

CUST_7367_PI403524517	2	0.015377045	-0.52555656	-0.015376091	0.11612892	0.08125687	-0.019883156	35_2048	"Cluster: Dehydrogenase-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Dehydrogenase-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ZI86	CHR5V7|COORD:3390823..3392948| catalytic/ coenzyme binding	AT5G10730.1	CHR02V5|COORD:21021861..21032995|protein NAD dependent epimerase/dehydratase family protein, expressed	LOC_Os02g35039.1	no descriptionmoderately similar to ( 319)AT5G10730| Symbols:  | catalytic/ coenzyme binding | chr5:3390823-3392948 REVERSEnot assigned not assigned not assigned not assigned COG0702 WcaG Epimerase 3Beta_HSD NmrA COG2910 NAD_binding_4 GalE	not assigned.unknown	35_2

CUST_63255_PI403524517	2	-0.20863724	0.45625877	0.02721119	-0.067222595	-0.02721119	0.13373566	35_18055	"Cluster: Hypothetical protein OSJNBa0078O01.6; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0078O01.6 - Oryza sativa (japonica cu"	UniRef90_Q8LNG7	CHR3V7|COORD:17371223..17372864| protein binding / zinc ion binding	AT3G47160.1	CHR10V5|COORD:18749054..18751998|protein RNA-binding protein, putative, expressed	LOC_Os10g35670.1	no descriptionmoderately similar to ( 333)AT3G47160| Symbols:  | protein binding / zinc ion binding | chr3:17371223-17372864 REVERSEnot assigned RING	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_3745_PI403524517	2	0.1454544	-0.099731445	-0.037023544	0.031532288	-0.03153324	0.07806206	35_1026	"Cluster: Hypothetical protein OSJNBb0050N02.11; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0050N02.11 - Oryza sativa (japonica"	UniRef90_Q8H080	CHR4V7|COORD:8302167..8303734| lesion inducing protein-related	AT4G14420.1	CHR03V5|COORD:2722235..2718565|protein nicotiana lesion-inducing like, putative, expressed	LOC_Os03g05520.1	no descriptionweakly similar to ( 112)AT4G14420| Symbols:  | lesion inducing protein-related | chr4:8302167-8303734 REVERSEHR_lesion	not assigned.no ontology	35_1

CUST_65863_PI403524517	2	0.044351578	-0.027152061	0.00817585	-0.008176804	0.09051323	-0.050379753	35_18812	"Cluster: Os06g0237000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os06g0237000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DDB4	"CHR5V7|COORD:16079954..16081529| EMB506 (EMBRYO DEFECTIVE 506); protein binding"	AT5G40160.1	CHR06V5|COORD:7122027..7120121|protein ankyrin repeat protein, chloroplast precursor, putative, expressed	LOC_Os06g13000.1	"no descriptionmoderately similar to ( 265)AT5G40160| Symbols: EMB506 | EMB506 (EMBRYO DEFECTIVE 506); protein binding | chr5:16079954-16081529 REVERSEvery weakly similar to (60.8)AKT1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned ANK Arp"	cell.organisation	31_1

CUST_15366_PI403524517	2	0.22440147	0.28299618	-0.027015686	-0.17085266	0.023726463	-0.023727417	35_4432	"Cluster: Putative kelch-containing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative kelch-containing protein - Oryza sativa (japonica cultivar"	UniRef90_Q8S6N3	CHR1V7|COORD:7768359..7769786| kelch repeat-containing F-box family protein	AT1G22040.1	CHR10V5|COORD:10969351..10972285|protein kelch motif family protein, expressed	LOC_Os10g21930.2	no descriptionmoderately similar to ( 466)AT1G22040| Symbols:  | kelch repeat-containing F-box family protein | chr1:7768359-7769786 FORWARDnot assigned Kelch_1 Kelch	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_15126_PI403524517	2	-0.12995434	-1.0318713	-0.6795497	0.91182613	0.12995386	0.980958	35_4361	"Cluster: Putative ripening-related protein 6 precursor; n=1; Oryza sativa|Rep: Putative ripening-related protein 6 precursor - Oryza sativa (Rice)"	UniRef90_Q7XD66	0	0	CHR10V5|COORD:18231829..18231326|protein ripening-related protein 6 precursor, putative	LOC_Os10g34760.1	no descriptionweakly similar to ( 155)RIP6_ORYSA	development.unspecified	33_99

CUST_16895_PI404877155	2	-0.29279327	0.06569481	0.29774475	-0.11753273	0.097364426	-0.06569576	HM11D03r_s_at	calmodulin-binding protein TCB60 - common tobacco gb|AAB37246.1| calmodulin-binding protein	T03793	calmodulin-binding protein	At5g57580.1	protein expressed protein	Os02g08120	calmodulin-binding protein	signalling.calcium	30_3

CUST_181090_PI403524517	2	-0.084540844	-1.2563791	0.36833334	0.107792854	0.08454132	-0.15846062	35_50361	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_71000_PI403524517	2	0.0055007935	0.5790968	-0.0055007935	-0.14714622	-0.14048672	0.011871338	35_20340	"Cluster: Hypothetical protein OSJNBb0015I02.2; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0015I02.2 - Oryza sativa (japonica cu"	UniRef90_Q75HK3	"CHR1V7|COORD:7266077..7267049| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G76480.1); similar to Fibronectin, type III-like fold [Medicago"	AT1G20890.1	CHR03V5|COORD:33492492..33495095|protein expressed protein	LOC_Os03g58930.1	" no descriptionvery weakly similar to (84.7)AT1G20890| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G76480.1); similar to Fibronectin, type III-like fold [Medicago truncatula] (GB:ABE92861.1) | chr1:7266077-7267049 REVERSE"	not assigned.unknown	35_2

CUST_1072_PI404877155	2	-0.4481163	0.11471939	0.0035905838	0.0025844574	-0.002585411	-0.37508774	Contig11090_at	fiber protein Fb19 [Gossypium barbadense]	AAR07598.1	universal stress protein (USP) family protein	At2g47710.1	protein universal stress protein family	Os12g36640	"universal stress protein (USP) family protein, similar to ER6 protein (Lycopersicon esculentum) GI:5669654; contains Pfam profile PF00582: universal stress protein family"	stress.abiotic.unspecified	20_2_99

CUST_77393_PI403524517	2	-0.056752205	0.07830906	0.05675125	-0.30254936	-0.09149647	0.17100716	35_22180	"Cluster: Protein kinase domain containing protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Protein kinase domain containing protein, express"	UniRef90_Q10SI6	CHR3V7|COORD:22952941..22955971| protein kinase family protein	AT3G61960.1	CHR03V5|COORD:1190024..1196208|protein ATP binding protein, putative, expressed	LOC_Os03g02980.1	no descriptionvery weakly similar to (72.8)AT3G61960| Symbols:  | kinase | chr3:22952941-22955971 REVERSE	protein.postranslational modification	29_4

CUST_146434_PI403524517	2	0.26683044	-0.41876125	-0.157413	-0.069839954	0.069839954	0.1531415	35_40991	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_14888_PI404877155	2	-0.03866577	-0.3588791	-0.0633297	0.03866577	0.04060459	0.049238205	Contig8721_at	dihydrolipoamide S-acetyltransferase, putative [Arabidopsis thaliana] pir||T49099 dihydrolipoamide S-acetyltransferase precursor - Arabidops	NP_190788.1	dihydrolipoamide S-acetyltransferase, putative	At3g52200.1	protein Similar to dihydrolipoamide S-acetyltransferase (EC 2.3.1.12) precursor - Arabidopsis th	Os06g30460	"dihydrolipoamide S-acetyltransferase (LTA3); nuclear gene encoding mitochondrial protein"	TCA / org. transformation.TCA.pyruvate DH.E2	8_1_01_02

CUST_10936_PI404877155	2	0.007854462	-0.52907753	-0.007853508	0.020791054	0.05888748	-0.07077122	Contig4658_at	long-chain-fatty-acid--CoA ligase family protein / long-chain acyl-CoA synthetase family protein [Arabidopsis thaliana] pir||G84912 probable	NP_182246.1	long-chain-fatty-acid-- CoA ligase family protein / long-chain acyl-CoA synthetase family protein	At2g47240.1	protein probable acyl-CoA synthetase [imported] - Arabidopsis thaliana	Os05g04170	long-chain-fatty-acid--CoA ligase (acyl-CoA synthetase) family	lipid metabolism.FA synthesis and FA elongation.long chain fatty acid CoA ligase	11_1_09

CUST_78520_PI403524517	2	0.0018873215	0.20733356	-0.083496094	-0.21570015	-0.0018882751	0.027050018	35_22512	"Cluster: Selenium-binding protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Selenium-binding protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5VS03	0	0	CHR06V5|COORD:625096..622447|protein F-box domain containing protein, expressed	LOC_Os06g02100.1	no description	not assigned.unknown	35_2

CUST_78919_PI403524517	2	-0.21019745	-0.109294415	0.40792608	0.109294415	0.12208319	-0.30293417	35_22634	"Cluster: Putative arsenite transport subunit B; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative arsenite transport subunit B - Oryza sativa (japonica"	UniRef90_Q6K6Z6	CHR1V7|COORD:440757..442459| transmembrane protein, putative	AT1G02260.1	CHR02V5|COORD:35280916..35284847|protein arsenite transport subunit B, putative, expressed	LOC_Os02g57620.1	 no descriptionweakly similar to ( 200)AT1G02260| Symbols:  | transmembrane protein, putative | chr1:440757-442459 REVERSEnot assigned not assigned not assigned not assigned YbiR_permease ArsB_NhaD_permease CitMHS ArsB P_permease ArsB_permease CitT SLC13_permease PRK12323 PRK07003 	not assigned.no ontology	35_1

CUST_112929_PI403524517	2	0.39873314	0.23275852	0.12495804	-0.2439928	-0.12495804	-0.14920044	35_32054	Rep: OSIGBa0145G11.6 protein - Oryza sativa (Rice)	UniRef90_Q01I33	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	CHR04V5|COORD:25822362..25817692|protein exosome complex exonuclease rrp4, putative, expressed	LOC_Os04g43922.1	no description	not assigned.unknown	35_2

CUST_36290_PI403524517	2	0.063529015	0.3077402	-0.019025803	-0.25767422	-0.18977165	0.019025803	35_10464	"Cluster: Hypothetical protein P0523A04.123; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0523A04.123 - Oryza sativa (japonica cultivar"	UniRef90_Q7F0B3	CHR5V7|COORD:1788815..1789342| MEE60 (maternal effect embryo arrest 60)	AT5G05950.1	CHR07V5|COORD:7795285..7794294|protein expressed protein	LOC_Os07g13600.1	no descriptionweakly similar to ( 149)AT5G05950| Symbols: MEE60 | MEE60 (maternal effect embryo arrest 60) | chr5:1788815-1789342 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07003 PRK12678 PRK12323 TT_ORF1 PRK07764 Protamine_P1	not assigned.unknown	35_2

CUST_55483_PI403524517	2	-0.1866293	0.33526897	-0.02259159	-0.058886528	0.02259159	0.058929443	35_15794	Rep: Cellulose synthase-1 - Zea mays (Maize)	UniRef90_Q9LLI9	"CHR4V7|COORD:15641015..15646394| CESA1 (CELLULASE SYNTHASE 1); transferase, transferring glycosyl groups"	AT4G32410.1	CHR05V5|COORD:4549480..4543196|protein CESA1 - cellulose synthase, expressed	LOC_Os05g08370.1	" no descriptionhighly similar to ( 679)AT4G32410| Symbols: CESA1, RSW1 | CESA1 (CELLULASE SYNTHASE 1); transferase, transferring glycosyl groups | chr4:15641015-15646394 REVERSECellulose_synt bcsA COG1215 "	cell wall.cellulose synthesis.cellulose synthase	10_2_1

CUST_166327_PI403524517	2	-0.07898235	0.07898283	0.3306818	0.16831541	-0.304667	-0.78957605	35_46336	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_99817_PI403524517	2	-0.041273117	0.29408455	-0.052765846	-0.087070465	0.04127407	0.08388901	35_28495	"Cluster: 23 kDa jasmonate-induced protein; n=1; Hordeum vulgare|Rep: 23 kDa jasmonate-induced protein - Hordeum vulgare (Barley)"	UniRef90_P32024		0	CHR04V5|COORD:14015365..14014193|protein jasmonate-induced protein, putative	LOC_Os04g24469.1	no descriptionmoderately similar to ( 246)JI23_HORVU23 kDa jasmonate-induced protein - Hordeum vulgare (Barley)	not assigned.unknown	35_2

CUST_69001_PI403524517	2	-0.011431694	0.19330025	-0.09427357	-0.25226593	0.011431694	0.036976814	35_19743	"Cluster: Hypothetical protein OSJNBb0113I20.17; n=4; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0113I20.17 - Oryza sativa (japonica"	UniRef90_Q84R59	CHR1V7|COORD:23982531..23987588| DNA binding	AT1G64570.1	CHR03V5|COORD:26504413..26496438|protein expressed protein	LOC_Os03g46950.1	no description	not assigned.unknown	35_2

CUST_65030_PI403524517	2	-0.18461514	0.5746536	-0.07556152	-0.023223877	0.023223877	0.4474125	35_18567	"Cluster: Putative DNA binding zinc finger protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative DNA binding zinc finger protein - Oryza sativa (jap"	UniRef90_Q5Z8H4	CHR5|COORD:8544788..8547116| zinc finger (C3HC4-type RING finger) family protein, similar to Pfam domain, PF00097: Zinc finger, C3HC4 type (RING finger)	AT5G24870.2	CHR06V5|COORD:29062782..29058689|protein protein binding protein, putative, expressed	LOC_Os06g48040.1	no descriptionmoderately similar to ( 213)AT5G24870| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr5:8545011-8546926 REVERSEnot assigned not assigned not assigned RING COG5540 RING zf-C3HC4	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_178744_PI403524517	2	-0.12296009	-0.22640896	0.009979248	0.14081669	0.269248	-0.009979248	35_49715	"Cluster: Hypothetical protein P0468B07.34; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0468B07.34 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5VQN8	CHR1V7|COORD:16816094..16817173| DNA binding / ligand-dependent nuclear receptor	AT1G44191.1	CHR01V5|COORD:34743926..34747179|protein cupin, RmlC-type, putative, expressed	LOC_Os01g59520.3	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned Extensin_2 DUF1421	not assigned.unknown	35_2

CUST_26577_PI403524517	2	0.087150574	0.16358376	-0.08715153	-0.096069336	-0.18629074	0.1284771	35_7699	"Cluster: OSJNBa0074L08.11 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0074L08.11 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XS41	CHR5V7|COORD:22010791..22014302| WD-40 repeat family protein	AT5G54200.1	CHR04V5|COORD:26256175..26262139|protein signal transducer, putative, expressed	LOC_Os04g44700.1	no descriptionvery weakly similar to (87.8)AT5G54200| Symbols:  | WD-40 repeat family protein | chr5:22010791-22014302 REVERSEnot assigned	development.unspecified	33_99

CUST_148305_PI403524517	2	0.059613228	0.061725616	-0.16949558	0.040634155	-0.0406332	-0.10462475	35_41489	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_71261_PI403524517	2	0.041905403	-0.7212877	-0.09844971	0.103878975	-0.041906357	0.05041504	35_20415	"Cluster: Glycine-rich protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Glycine-rich protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69TG9	CHR2V7|COORD:6880748..6881783| glycine-rich protein	AT2G15780.1	CHR06V5|COORD:5930985..5929400|protein copper ion binding protein, putative, expressed	LOC_Os06g11310.1	no descriptionweakly similar to ( 129)AT2G15780| Symbols:  | glycine-rich protein | chr2:6880748-6881783 REVERSEnot assigned not assigned not assigned PRK12323	not assigned.no ontology.glycine rich proteins	35_1_40

CUST_111000_PI403524517	2	0.010648727	0.5332594	0.3265648	-0.25463104	-0.010648727	-0.11732006	35_31522	"Cluster: Superoxide dismutase [Mn], mitochondrial precursor; n=4; Oryza sativa|Rep: Superoxide dismutase [Mn], mitochondrial precursor - Oryza sativa (Rice)"	UniRef90_Q43008	"CHR3V7|COORD:3418020..3419586| MSD1 (MANGANESE SUPEROXIDE DISMUTASE 1); manganese superoxide dismutase"	AT3G10920.1	CHR05V5|COORD:14968645..14973430|protein superoxide dismutase, mitochondrial precursor, putative, expressed	LOC_Os05g25850.1	" no descriptionweakly similar to ( 181)AT3G10920| Symbols: MEE33, MSD1 | MSD1 (MANGANESE SUPEROXIDE DISMUTASE 1); manganese superoxide dismutase | chr3:3418020-3419586 FORWARDmoderately similar to ( 204)SODM_ORYSAnot assigned SodA Sod_Fe_N PRK10925 PRK10543 "	redox.dismutases and catalases	21_6

CUST_56685_PI403524517	2	0.06640148	0.70263195	-0.012084961	-0.2333641	0.012084961	-0.06882286	35_16145	"Cluster: Putative wound inductive gene; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative wound inductive gene - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6YZM6	"CHR1|COORD:6799972..6802643| similar to wound-responsive protein-related [Arabidopsis thaliana] (TAIR:At1g75380.2); similar to wound-responsive"	AT1G19660.2	CHR08V5|COORD:16212444..16207490|protein wound responsive protein, putative, expressed	LOC_Os08g26870.3	no descriptionmoderately similar to ( 363)AT1G19660| Symbols:  | wound-responsive family protein | chr1:6800352-6802231 REVERSECOG1259 DUF151	stress.abiotic.touch/wounding	20_2_4

CUST_24733_PI403524517	2	-0.15633583	-0.0769825	-0.18597412	0.083026886	0.20905495	0.0769825	35_7177	"Cluster: Putative DNA cytosine methyltransferase MET2a; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative DNA cytosine methyltransferase MET2a - Oryza"	UniRef90_Q8SBB4	CHR1V7|COORD:9039777..9042860| protein kinase	AT1G26150.1	CHR07V5|COORD:24271675..24264784|protein formin-2, putative, expressed	LOC_Os07g40510.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Tymo_45kd_70kd Extensin_2 PRK12678 PRK12323 infB PRK07764 Atrophin-1 PRK07003 Drf_FH1 TT_ORF1 DUF1421 PRK05648 APC_basic HPC2 MCPVI DUF1509 DUF1777 AF-4 PRK10263 Adeno_PV tatB Protamine_P1 PRK10819 Herpes_TAF50	not assigned.unknown	35_2

CUST_42794_PI403524517	2	-0.018411636	0.6870918	0.107702255	0.01841259	-0.09547329	-0.03699684	35_12292	"Cluster: Serine/threonine kinase; n=1; Hordeum vulgare subsp. vulgare|Rep: Serine/threonine kinase - Hordeum vulgare var. distichum (Two-rowed barley)"	UniRef90_Q32SF8	CHR5V7|COORD:6192738..6195373| protein kinase family protein	AT5G18610.1	CHR07V5|COORD:29629278..29631774|protein protein kinase APK1B, chloroplast precursor, putative, expressed	LOC_Os07g49470.1	no descriptionmoderately similar to ( 217)AT5G18610| Symbols:  | protein kinase family protein | chr5:6192738-6195373 FORWARDvery weakly similar to ( 100)CRI4_MAIZEPutative receptor protein kinase CRINKLY4 precursor - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pkinase_Tyr TyrKc PTKc S_TKc S_TKc Pkinase PTKc_EGFR_like PTKc_Trk PTKc_Ror PTKc_TrkA PTKc_Jak_rpt2 PTKc_TrkC PTKc_Syk_like PTKc_Csk_like PTKc_InsR_like PTKc_Srm_Brk PTKc_Src_like PTKc_Musk PTKc_Abl PTKc_c-ros PTKc_Fes_like PTKc_HER4 PTKc_TrkB PTK_HER3 PTKc_Jak2_Jak3_rpt2 PTKc_Tyk2_rpt2 PTKc_ALK_LTK PTKc_Itk PTKc_Ror1 PTKc_FAK PTKc_Ack_like PTKc_Frk_like PTKc_RET PTKc_Ror2 PTKc_EphR PTKc_Met_Ron SPS1 PTKc_Aatyk PTKc_Tec_like PTK_Jak2_Jak3_rpt1 PTKc_EGFR PTKc_DDR PTKc_FGFR PTKc_Tie	protein.postranslational modification.kinase.receptor like cytoplasmatic kinase VII	29_4_1_57

CUST_103838_PI403524517	2	-0.23862696	-1.0330129	0.089547634	0.025290966	0.20936441	-0.025291443	35_29603	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_34206_PI403524517	2	0.004336357	0.15947533	-0.1482315	-0.004336357	-0.12201691	0.051218987	35_9861	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_6921_PI404877155	2	0.060642242	0.24120903	-0.03866291	-0.1628809	-0.13977814	0.038661957	Contig20396_at	SNF2 domain/helicase domain-containing protein-like [Oryza sativa (japonica cultivar-group)] dbj|BAD07645.1| SNF2 domain/helicase domain-con	XP_463856.1	transcription regulatory protein SNF2, putative	At2g46020.2	protein SNF2 family N-terminal domain, putative	Os02g02290	0	RNA.regulation of transcription.Chromatin Remodeling Factors	27_3_44

CUST_6119_PI399408534	2	0.11715412	-0.78079605	-0.11219406	-0.030524254	0.030524254	0.18665314	35_20855	Rep: Ca2+ binding protein cbp1 - Triticum aestivum (Wheat)	UniRef90_Q0IKM2	CHR1V7|COORD:24366045..24369674| calcium-binding EF hand family protein	AT1G65540.1	CHR02V5|COORD:23869012..23860526|protein calcium-binding mitochondrial protein Anon-60Da, putative, expressed	LOC_Os02g39550.2	no descriptionweakly similar to ( 132)AT1G65540| Symbols:  | calcium-binding EF hand family protein | chr1:24366045-24369674 REVERSE	signalling.calcium	30_3

CUST_14119_PI404877155	2	-1.2222395	-0.15183544	0.15183544	0.6906147	-0.6160822	0.17118835	Contig7944_at	phosphate transporter 6 [Hordeum vulgare subsp. vulgare]	AAN37901.1	inorganic phosphate transporter (PHT2)	At5g43370.1	protein phosphate:H+ symporter	Os04g10750	phosphate transporter 6	transport.phosphate	34_7

CUST_10749_PI403524517	2	0.21503353	0.27136517	0.08217716	-0.082176685	-0.3017869	-0.19328165	35_3034	"Cluster: Protein kinase domain containing protein, expressed; n=4; Oryza sativa (japonica cultivar-group)|Rep: Protein kinase domain containing protein, express"	UniRef90_Q10NJ0	CHR2V7|COORD:15859056..15863125| protein kinase family protein	AT2G37840.1	CHR03V5|COORD:8881032..8875256|protein ATP binding protein, putative, expressed	LOC_Os03g16130.1	no descriptionmoderately similar to ( 371)AT2G37840| Symbols:  | protein kinase family protein | chr2:15860186-15863125 FORWARDweakly similar to ( 153)CDPK3_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase Pkinase_Tyr PTKc TyrKc SPS1 PTKc_FGFR PTKc_Src_like PTKc_Srm_Brk PTKc_Syk_like PTKc_Fes_like PTKc_Csk_like PTKc_Frk_like PTKc_EphR PTKc_Ack_like PTKc_Jak_rpt2 PTKc_InsR_like PTKc_PDGFR PTKc_RET PTKc_Syk PTKc_Ror PTKc_Fes PTKc_Fer PTKc_Fyn_Yrk PTKc_Abl PTKc_EphR_B PTKc_EphR_A PTKc_FGFR1 PTKc_Tec_like PTKc_FGFR2 PTKc_FGFR3 PTKc_Lyn PTKc_Lck_Blk PTKc_Tec_Rlk PTKc_EGFR_like PTKc_EphR_A2 PTKc_Src PTKc_Trk PTKc_Yes PTKc_Itk PTKc_ALK_LTK PTKc_Tyro3 PTKc_FAK PTKc_Csk PTKc_Hck PTKc_c-ros PTKc_Jak1_rpt2 PTKc_Jak2_Jak3_rpt2 PTKc_Chk PTKc_FGFR4 PTKc_DDR PTKc_Tyk2_rpt2 PTK_CCK4 PTKc_Ror2 PTKc_Met_Ron PTKc_Zap-70 PTKc_Axl_like PTKc_Aatyk PTKc_Btk_Bmx PTKc_Tie2 PTK_Ryk PTKc_Tie PTKc_Tie1 PTKc_EphR_A10 PTKc_TrkC PTKc_TrkB PTKc_EGFR PTKc_HER4 PTKc_InsR PTKc_DDR2 PTKc_Aatyk1_Aatyk3 PTKc_Axl PTKc_DDR_like PTKc_Ror1 PTKc_Musk PTKc_TrkA PTKc_IGF-1R PTKc_HER2 PTKc_DDR1 PTK_HER3 PTKc_Aatyk2 PTKc_VEGFR PTKc_VEGFR3 PTKc_VEGFR2 PTK_Jak2_Jak3_rpt1 PTK_Jak_rpt1 PTKc_PDGFR_alpha PTKc_PDGFR_beta PTKc_Kit PTKc_CSF-1R KIND PTK_Jak1_rpt1	protein.postranslational modification	29_4

CUST_4255_PI404877155	2	-0.67241526	0.03396988	0.47025776	-0.03396988	0.11952114	-0.11101723	Contig15150_at	OSJNBa0088H09.2 [Oryza sativa (japonica cultivar-group)] ref|XP_474406.1| OSJNBa0088H09.2 [Oryza sativa (japonica cultivar-group)]	CAE03444.1	AMP-dependent synthetase and ligase family protein	At3g48990.1	protein AMP-binding enzyme, putative	Os04g58710	"AMP-dependent synthetase and ligase family protein, similar to peroxisomal-coenzyme A synthetase (FAT2) (gi:586339) from Saccharomyces cerevisiae; contains Pfam AMP-binding enzyme domain PF00501; identical to cDNA; identical to cDNA adenosine monophosphat"	lipid metabolism.FA synthesis and FA elongation.acyl coa ligase	11_1_08

CUST_115302_PI403524517	2	0.034280777	-0.112763405	-0.034279823	0.068556786	0.07532501	-0.053006172	35_32707	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_20375_PI403524517	2	-0.0049390793	0.11097336	-0.13191986	-0.07224083	0.0049390793	0.027477264	35_5903	"Cluster: Os07g0585600 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os07g0585600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D534	CHR4V7|COORD:17696173..17698830| GCN5-related N-acetyltransferase (GNAT) family protein / amino acid kinase family protein	AT4G37670.2	CHR07V5|COORD:23789693..23783263|protein N-acetyltransferase/ amino-acid N-acetyltransferase, putative, expressed	LOC_Os07g39690.1	no descriptionmoderately similar to ( 290)AT4G37670| Symbols:  | GCN5-related N-acetyltransferase (GNAT) family protein / amino acid kinase family protein | chr4:17696466-17698830 REVERSEnot assigned PRK05279 ArgA PRK07757 AAK_NAGS-ABP PRK07922 PRK12308 ArgB Acetyltransf_1 AAK_NAGK-C AAK_NAGK-like PRK00942 RimI	misc.GCN5-related N-acetyltransferase	26_24

CUST_13582_PI403524517	2	0.02467537	-0.1667757	0.001203537	-0.11081505	0.037923813	-0.0012044907	35_3897	"Cluster: Putative TMV-MP30 binding protein 2C; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative TMV-MP30 binding protein 2C - Oryza sativa (japonica cu"	UniRef90_Q5VNF8	CHR5V7|COORD:2600744..2602679| myosin heavy chain-related	AT5G08120.1	CHR06V5|COORD:10119876..10123423|protein TMV-MP30 binding protein 2C, putative, expressed	LOC_Os06g17440.1	no descriptionweakly similar to ( 163)AT5G08120| Symbols:  | myosin heavy chain-related | chr5:2600744-2602679 REVERSEMyosin_tail_1	cell.organisation	31_1

CUST_20606_PI403524517	2	0.066147804	0.42996025	-0.25569916	-0.066147804	-0.17923164	0.07369518	35_5981	Rep: F-box/LRR-repeat MAX2 homolog - Oryza sativa (Rice)	UniRef90_Q5VMP0	"CHR2V7|COORD:17763247..17765328| MAX2 (MORE AXILLARY BRANCHES 2); ubiquitin-protein ligase"	AT2G42620.1	CHR06V5|COORD:2779716..2784268|protein F-box/LRR-repeat MAX2, putative, expressed	LOC_Os06g06050.1	" no descriptionweakly similar to ( 196)AT2G42620| Symbols: ORE9, MAX2 | MAX2 (MORE AXILLARY BRANCHES 2); ubiquitin-protein ligase | chr2:17763247-17765328 FORWARDmoderately similar to ( 249)MAX2_ORYSA"	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_55664_PI403524517	2	-0.25075436	0.27520847	0.03791523	-0.033859253	-0.09756851	0.033859253	35_15842	Rep: Thioredoxin - Triticum aestivum (Wheat)	UniRef90_Q8H6X0	"CHR3V7|COORD:2645596..2646310| ATH9 (thioredoxin H-type 9); thiol-disulfide exchange intermediate"	AT3G08710.1	CHR05V5|COORD:4117359..4114123|protein thioredoxin H-type, putative, expressed	LOC_Os05g07690.2	no descriptionweakly similar to ( 190)AT3G08710| Symbols: ATH9 | ATH9 (thioredoxin H-type 9) | chr3:2645596-2646310 FORWARDweakly similar to ( 108)TRXH_WHEATThioredoxin H-type - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned TRX_family Thioredoxin TRX_PICOT PRK10996 TlpA_like_family PDI_a_family TRX_NDPK TrxA TRX_CDSP32 trxA TlpA_like_ScsD_MtbDsbE COG3118 PDI_a_ERp46	redox.thioredoxin	21_1

CUST_179404_PI403524517	2	0.78590107	0.07835293	0.22524261	-0.07835293	-0.52052736	-0.26845646	35_49898	"Cluster: 40S ribosomal protein S21, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: 40S ribosomal protein S21, putative, expressed - Oryza"	UniRef90_Q10LK2	CHR5V7|COORD:9807536..9808052| 40S ribosomal protein S21 (RPS21C)	AT5G27700.1	CHR03V5|COORD:12848250..12850207|protein expressed protein	LOC_Os03g22460.2	no descriptionweakly similar to ( 105)AT5G27700| Symbols:  | 40S ribosomal protein S21 (RPS21C) | chr5:9807536-9808052 REVERSEweakly similar to ( 118)RS21_ORYSAnot assigned Ribosomal_S21e	protein.synthesis.misc ribososomal protein	29_2_2

CUST_77840_PI403524517	2	-0.16493797	-0.18575859	0.6088371	0.055565834	0.24735737	-0.055565834	35_22317	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_17499_PI403524517	2	0.036619186	0.4948578	-0.09894276	-0.1572237	-0.036619186	0.14262581	35_5056	Rep: Hypothetical protein B'zeta - Oryza sativa (Rice)	UniRef90_Q8L6I6	CHR4|COORD:8817187..8819693| serine/threonine protein phosphatase 2A (PP2A) regulatory subunit B' (B'gamma), identical to B' regulatory subunit of PP2A (Arabido	AT4G15415.1	CHR03V5|COORD:35437747..35442402|protein transposon protein, putative, unclassified	LOC_Os03g62730.2	no descriptionmoderately similar to ( 216)AT4G15415| Symbols:  | serine/threonine protein phosphatase 2A (PP2A) regulatory subunit B' (B'gamma) | chr4:8817707-8819349 FORWARDnot assigned B56	protein.postranslational modification	29_4

CUST_51598_PI403524517	2	-0.0015907288	0.7085457	0.053816795	-0.017865181	0.0015897751	-0.04382515	35_14706	"Cluster: Cysteine synthase (EC 2.5.1.47) (O-acetylserine sulfhydrylase) (O- acetylserine (Thiol)-lyase); n=4; BEP clade|Rep: Cysteine synthase (EC 2.5.1.47)"	UniRef90_Q9XEA6	CHR4|COORD:8517955..8520406| cysteine synthase / O-acetylserine (thiol)-lyase / O-acetylserine sulfhydrylase (OAS1), nearly identical to SP:P47998	AT4G14880.2	CHR12V5|COORD:26669749..26665045|protein cysteine synthase, putative, expressed	LOC_Os12g42980.1	 no descriptionmoderately similar to ( 493)AT4G14880| Symbols: CYTACS1, ATCYS-3A, OASA1 | OASA1 (O-ACETYLSERINE (THIOL) LYASE (OAS-TL) ISOFORM A1) | chr4:8518204-8520045 REVERSEhighly similar to ( 585)CYSK_WHEATCysteine synthase - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned CysK PRK10717 cysM PALP IlvA ThrC PRK08198 PRK09224 PRK08638 PRK06382 PRK08526 PRK12483 PRK05638 PRK08246 PRK06177 PRK06450 PRK08639 PRK07702 PRK06815 PRK07334 PRK06260 PRK06721 PRK06608 PRK07871 PRK07409 PRK06352 	amino acid metabolism.synthesis.serine-glycine-cysteine group.cysteine.OASTL	13_1_5_3_1

CUST_27123_PI403524517	2	0.077059746	0.075788975	0.14242744	-0.1620903	-0.07578945	-0.6070032	35_7853	Rep: OSIGBa0101P20.12 protein - Oryza sativa (Rice)	UniRef90_Q01I70	CHR3V7|COORD:20289963..20292407| zinc finger (C3HC4-type RING finger) family protein	AT3G54780.2	CHR04V5|COORD:25210181..25204853|protein protein binding protein, putative, expressed	LOC_Os04g42980.1	no descriptionweakly similar to ( 181)AT2G38970| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr2:16281213-16283729 FORWARDRING	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_66429_PI403524517	2	0.09560871	-0.21633148	-0.11425781	0.068553925	-0.0075263977	0.0075273514	35_18969	Rep: Hypothetical protein - Medicago truncatula (Barrel medic)	UniRef90_Q1S1H8	"CHR3V7|COORD:3921794..3923099| similar to Protein of unknown function DUF667 [Medicago truncatula] (GB:ABE88669.1); contains InterPro domain Protein of"	AT3G12300.1	CHR09V5|COORD:19798895..19802112|protein gene trap locus 3, putative, expressed	LOC_Os09g33570.1	"no descriptionmoderately similar to ( 345)AT3G12300| Symbols:  | similar to Protein of unknown function DUF667 [Medicago truncatula] (GB:ABE88669.1); contains InterPro domain Protein of unknown function DUF667; (InterPro:IPR007714) | chr3:3921794-3923099 REVERSEnot assigned not assigned DUF667"	not assigned.unknown	35_2

CUST_102554_PI403524517	2	-0.044614792	0.39152908	0.025593758	-0.21227646	-0.025593758	0.090984344	35_29255	"Cluster: Phytepsin precursor (EC 3.4.23.40) (Aspartic proteinase) [Contains: Phytepsin 32 kDa subunit; Phytepsin 29 kDa subunit; Phytepsin 16 kDa"	UniRef90_P42210	CHR1V7|COORD:4017117..4019872| aspartyl protease family protein	AT1G11910.1	CHR05V5|COORD:28148525..28154216|protein aspartic proteinase oryzasin-1 precursor, putative, expressed	LOC_Os05g49200.2	no descriptionvery weakly similar to (98.6)AT1G11910| Symbols:  | aspartyl protease family protein | chr1:4017117-4019872 REVERSEweakly similar to ( 133)ASPR_HORVUPhytepsin precursor - Hordeum vulgare (Barley)Asp	protein.degradation.aspartate protease	29_5_4

CUST_7290_PI404877155	2	0.105511665	0.9021416	-0.27811432	-0.10551262	-0.18234253	0.11235237	Contig21250_at	OSJNBb0059K02.15 [Oryza sativa (japonica cultivar-group)] ref|XP_474138.1| OSJNBb0059K02.15 [Oryza sativa (japonica cultivar-group)]	CAE04505.1	D-3-phosphoglycerate dehydrogenase, putative / 3-PGDH, putative	At4g34200.1	protein D-3-phosphoglycerate dehydrogenase	Os06g44460	D-3-phosphoglycerate dehydrogenase, putative / 3-PGDH, putative, similar to phosphoglycerate dehydrogenase, Arabidopsis thaliana, SP:O04130	amino acid metabolism.synthesis.serine-glycine-cysteine group.serine	13_1_5_1

CUST_134400_PI403524517	2	0.17097712	0.22235346	-0.017404556	-0.034279346	0.017404556	-0.057224274	35_37710	"Cluster: OSJNBa0085I10.19 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0085I10.19 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7X8Z7	CHR4V7|COORD:10677675..10681633| RNA recognition motif (RRM)-containing protein	AT4G19610.1	CHR04V5|COORD:30794839..30788221|protein multiple RNA-binding domain-containing protein 1, putative, expressed	LOC_Os04g52200.1	no descriptionmoderately similar to ( 222)AT4G19610| Symbols:  | RNA recognition motif (RRM)-containing protein | chr4:10677675-10681633 FORWARDnot assigned	RNA.RNA binding	27_4

CUST_10429_PI399408534	2	0.33407736	-0.28250408	0.15863371	-0.13174391	-0.028992176	0.028992176	35_27701	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10ST1	CHR4|COORD:801032..808060| transducin family protein / WD-40 repeat family protein, contains ten G-protein beta-subunit (beta-transducin) WD-40 repeats	AT4G01860.2	CHR03V5|COORD:653032..660226|protein expressed protein	LOC_Os03g02110.2	no descriptionweakly similar to ( 164)AT4G01860| Symbols:  | transducin family protein / WD-40 repeat family protein | chr4:801713-808018 REVERSEnot assigned	signalling.G-proteins	30_5

CUST_8191_PI404877155	2	0.17718315	-0.13641453	-0.19566631	0.13641453	0.23250675	-0.4492998	Contig2412_at	oxygen-evolving complex precursor [Triticum aestivum]	AAP80632.1	oxygen-evolving enhancer protein 3, chloroplast, putative (PSBQ1) (PSBQ)	At4g21280.1	protein Oxygen evolving enhancer protein 3 (PsbQ)	Os07g36080	oxygen-evolving complex precursor	PS.lightreaction.photosystem II.PSII polypeptide subunits	1_01_01_02

CUST_85409_PI403524517	2	-0.10792065	0.22219467	0.09873009	-0.071531296	-0.033276558	0.033276558	35_24467	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q75ID7	CHR3V7|COORD:4476303..4477099| unknown protein	AT3G13677.1	CHR03V5|COORD:21325810..21330434|protein expressed protein	LOC_Os03g38500.2	no description	not assigned.unknown	35_2

CUST_106460_PI403524517	2	0.06200123	0.5466051	-0.29951286	-0.05892086	-0.16826582	0.05892086	35_30300	0	0		0	CHR03V5|COORD:8767665..8769431|protein transmembrane protein, putative, expressed	LOC_Os03g15910.1	no description	not assigned.unknown	35_2

CUST_15143_PI403524517	2	0.026563644	0.20576286	-0.026563644	-0.11156654	-0.13540173	0.048117638	35_4367	"Cluster: Potyvirus VPg interacting protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Potyvirus VPg interacting protein, putative, e"	UniRef90_Q2QPX3	"CHR5|COORD:19545059..19547542| similar to expressed protein [Arabidopsis thaliana] (TAIR:At3g07780.1); similar to Potyvirus VPg interacting protein [Nicotiana"	AT5G48160.2	CHR12V5|COORD:19889445..19885777|protein potyvirus VPg interacting protein, putative, expressed	LOC_Os12g32980.1	no descriptionhighly similar to ( 642)AT5G48160| Symbols:  | protein binding / zinc ion binding | chr5:19545245-19547046 REVERSEDUF1423 PRK03918	not assigned.unknown	35_2

CUST_1673_PI403524517	2	0.12380886	4.415512E-4	-0.105602264	-4.415512E-4	-0.13827229	0.12413406	35_442	Rep: OSIGBa0131F24.1 protein - Oryza sativa (Rice)	UniRef90_Q01MG8	CHR1V7|COORD:5878486..5879864| integral membrane family protein	AT1G17200.1	CHR04V5|COORD:12002197..12004847|protein salicylic acid-induced fragment 1 protein, putative, expressed	LOC_Os04g21320.1	no descriptionweakly similar to ( 191)AT1G17200| Symbols:  | integral membrane family protein | chr1:5878486-5879864 FORWARDnot assigned not assigned not assigned not assigned DUF588	not assigned.no ontology	35_1

CUST_79802_PI403524517	2	0.26317692	-0.36239052	-0.19625854	-0.029421806	0.02942276	0.09877586	35_22885	0	0	0	0	CHR09V5|COORD:13628838..13625115|protein malonyl-CoA decarboxylase, mitochondrial precursor, putative, expressed	LOC_Os09g23070.2	no description	not assigned.unknown	35_2

CUST_10109_PI403524517	2	-0.25510025	-0.16244888	0.24012184	0.16244888	0.49479628	-0.2141366	35_2855	Rep: Polyamine oxidase precursor - Zea mays (Maize)	UniRef90_O64411	"CHR5V7|COORD:4420225..4422977| APAO/ATPAO1 (POLYAMINE OXIDASE 1); FAD binding / polyamine oxidase"	AT5G13700.1	CHR09V5|COORD:12175969..12165726|protein polyamine oxidase precursor, putative, expressed	LOC_Os09g20284.1	" no descriptionmoderately similar to ( 437)AT5G13700| Symbols: ATPAO1, APAO | APAO/ATPAO1 (POLYAMINE OXIDASE 1); FAD binding / polyamine oxidase | chr5:4420225-4422977 REVERSEhighly similar to ( 761)PAO_MAIZEPolyamine oxidase precursor - Zea mays (Maize)not assigned not assigned not assigned not assigned Amino_oxidase COG1231 COG1233 PRK11883 HemY TrkA Herpes_BLLF1 "	polyamine metabolism.degradation.polyamin oxidase	22_2_1

CUST_135035_PI403524517	2	0.061393738	-0.12985611	0.0040225983	-0.06236744	0.05736828	-0.0040225983	35_37882	"Cluster: Hypothetical protein OSJNBa0019N10.17; n=1; Oryza sativa|Rep: Hypothetical protein OSJNBa0019N10.17 - Oryza sativa (Rice)"	UniRef90_Q8S6K9	"CHR5V7|COORD:26690152..26693676| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G61150.6); similar to Hypothetical protein [Oryza sativa (japonica"	AT5G66810.1	CHR10V5|COORD:11996060..12005449|protein expressed protein	LOC_Os10g24070.1	" no descriptionweakly similar to ( 140)AT5G66810| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G61150.6); similar to Hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:AAM74330.2); similar to Os10g0382300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001064488.1); contains InterPro domain CTLH, C-terminal to LisH motif; (InterPro:IPR006595) | chr5:26690152-26693676 FORWARD"	not assigned.unknown	35_2

CUST_161815_PI403524517	2	0.13675451	0.07324171	-0.15325642	-0.065677166	-0.3313017	0.065677166	35_45137	"Cluster: Hypothetical protein OSJNBa0036M16.108; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0036M16.108 - Oryza sativa (japonic"	UniRef90_Q7EZ60		0	CHR07V5|COORD:19915275..19915939|protein expressed protein	LOC_Os07g33320.1	no description	not assigned.unknown	35_2

CUST_151733_PI403524517	2	0.058730602	0.14684391	-0.009109497	0.009109497	-0.41976976	-0.6243501	35_42424	Rep: VIL1 protein - Triticum monococcum subsp. aegilopoides	UniRef90_A0SQ40	CHR3V7|COORD:8876214..8878178| VRN5 (VIN3-LIKE 1)	AT3G24440.1	CHR12V5|COORD:21181347..21176987|protein fibronectin type III domain containing protein, expressed	LOC_Os12g34850.1	 no descriptionvery weakly similar to (65.5)AT3G24440| Symbols: VIL1, VRN5 | VRN5 (VIN3-LIKE 1) | chr3:8876214-8878178 REVERSE	not assigned.no ontology	35_1

CUST_28156_PI399408534	2	0.55730677	0.36709118	0.03833723	-0.03833723	-0.63846207	-0.19584656	35_12456	"Cluster: Transposon protein, putative, unclassified, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Transposon protein, putative, unclassified, exp"	UniRef90_Q2QVL7	"CHR4V7|COORD:17906696..17909398| FRS5 (FAR1-RELATED SEQUENCE 5); zinc ion binding"	AT4G38180.1	CHR12V5|COORD:6819309..6814143|protein transposon protein, putative, unclassified, expressed	LOC_Os12g12380.3	"no descriptionmoderately similar to ( 246)AT4G38180| Symbols: FRS5 | FRS5 (FAR1-RELATED SEQUENCE 5); zinc ion binding | chr4:17906696-17909398 REVERSE"	signalling.light	30_11

CUST_14047_PI403524517	2	0.1423626	-0.14312744	-0.15829468	0.0016098022	-0.0016088486	0.055934906	35_4026	"Cluster: Putative cobW protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative cobW protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XAM3	"CHR1V7|COORD:9163435..9165581| similar to PRLI-interacting factor L, putative [Arabidopsis thaliana] (TAIR:AT1G15730.1); similar to Os07g0598900"	AT1G26520.1	CHR07V5|COORD:24444594..24449655|protein dopamine responsive protein, putative, expressed	LOC_Os07g40790.2	" no descriptionmoderately similar to ( 473)AT1G26520| Symbols:  | similar to PRLI-interacting factor L, putative [Arabidopsis thaliana] (TAIR:AT1G15730.1); similar to Os07g0598900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001060185.1); similar to COBW domain containing protein1 [Gallus gallus] (GB:NP_001026607.1); contains InterPro domain Cobalamin (vitamin B12) biosynthesis CobW, C-terminal; (InterPro:IPR011629); contains InterPro domain Cobalamin (vitamin B12) biosynthesis P47K; (InterPro:IPR003495) | chr1:9163435-9165581 REVERSEnot assigned COG0523 CobW_like cobW PRK11537 CobW_C "	cell.organisation	31_1

CUST_105124_PI403524517	2	0.69433594	1.0536509	0.22365808	-0.339262	-0.22365808	-0.8881273	35_29945	"Cluster: Os08g0543900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os08g0543900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J3Z8	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	CHR08V5|COORD:27104456..27108604|protein DNA binding protein, putative, expressed	LOC_Os08g43090.1	no description	not assigned.unknown	35_2

CUST_39108_PI403524517	2	-0.038769722	-0.07745552	-0.16548538	0.09018421	0.03876877	0.042266846	35_11249	"Cluster: Hypothetical protein P0445H04.31; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0445H04.31 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5SMR6	"CHR3V7|COORD:3946274..3946966| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G12460.1); similar to Os01g0737600 [Oryza sativa (japonica"	AT3G12410.1	CHR01V5|COORD:27296033..27294743|protein 3-5 exonuclease/ nucleic acid binding protein, putative, expressed	LOC_Os01g47180.1	" no descriptionvery weakly similar to ( 100)AT3G12410| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G12460.1); similar to Os01g0737600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001044181.1); similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:BAD87021.1); similar to Os07g0112400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001058743.1); contains InterPro domain Polynucleotidyl transferase, Ribonuclease H fold; (InterPro:IPR012337) | chr3:3946274-3946966 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned 3_5_exonuc 35EXOc DUF566 35EXOc Gag_spuma PRK12678 PRK12323 "	not assigned.unknown	35_2

CUST_5479_PI403524517	2	0.11306286	0.14100266	-0.036052704	-0.12904835	-0.10657978	0.036052704	35_1510	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_16013_PI403524517	2	-0.007361412	-0.29162025	-0.1730938	0.02091217	0.007361412	0.050862312	35_4622	"Cluster: Putative ceramide glucosyltransferase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative ceramide glucosyltransferase - Oryza sativa (japonica"	UniRef90_Q5N724	CHR2V7|COORD:8588660..8592200| ceramide glucosyltransferase, putative	AT2G19880.1	CHR01V5|COORD:39769722..39764816|protein ceramide glucosyltransferase, putative, expressed	LOC_Os01g67870.1	 no descriptionweakly similar to ( 190)AT2G19880| Symbols:  | ceramide glucosyltransferase, putative | chr2:8588660-8592200 FORWARD	lipid metabolism.'exotics' (steroids, squalene etc).sphingolipids.ceramide glucosyltransferase	11_8_1_3

CUST_11771_PI404877155	2	0.06872463	0.0	-0.08907318	0.0	-0.0043029785	0.011377335	Contig546_at	OSJNBb0116K07.11 [Oryza sativa (japonica cultivar-group)] emb|CAE02946.2| OSJNBa0014K14.18 [Oryza sativa (japonica cultivar-group)] ref|XP_4	CAE05558.1	polyadenylate-binding protein, putative / PABP, putative	At1g49760.1	protein poly(A)-binding protein	Os04g42600	putative poly(A) binding protein	RNA.processing	27_1

CUST_112707_PI403524517	2	0.25074005	-0.08538246	0.085383415	-0.122039795	0.14603806	-0.19889355	35_31991	"Cluster: Glycosyl hydrolases family 17 protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Glycosyl hydrolases family 17 protein, expressed - O"	UniRef90_Q10P58	CHR5V7|COORD:16846688..16848396| glycosyl hydrolase family 17 protein	AT5G42100.1	CHR03V5|COORD:7689579..7686670|protein glucan endo-1,3-beta-glucosidase 7 precursor, putative, expressed	LOC_Os03g14210.1	 no descriptionvery weakly similar to (66.6)AT5G42100| Symbols: ATBG_PPAP, ATBG_PAP | glycosyl hydrolase family 17 protein | chr5:16847125-16848396 REVERSEvery weakly similar to (54.3)E13B_HEVBRGlucan endo-1,3-beta-glucosidase, basic vacuolar isoform precursor - Hevea brasiliensis (Para rubber tree)Glyco_hydro_17 PRK12323 TT_ORF1 	misc.beta 1,3 glucan hydrolases	26_4

CUST_56470_PI403524517	2	-0.07546234	0.0029945374	-0.0029935837	0.11168003	0.03669548	-0.04095936	35_16074	"Cluster: Putative embryogenesis-associated protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative embryogenesis-associated protein - Oryza sativa"	UniRef90_Q6I5U7	CHR5V7|COORD:20337097..20340778| embryogenesis-associated protein-related	AT5G49950.1	CHR05V5|COORD:21131245..21124720|protein embryogenesis-associated protein EMB8, putative, expressed	LOC_Os05g35730.1	no descriptionweakly similar to ( 153)AT5G49950| Symbols:  | embryogenesis-associated protein-related | chr5:20337097-20340778 REVERSEnot assigned COG0429	development.unspecified	33_99

CUST_14361_PI403524517	2	-0.0250597	0.04837513	0.038254738	-0.11530113	0.0250597	-0.066669464	35_4125	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q75I82	CHR1V7|COORD:5228472..5231012| protein-protein interaction regulator family protein	AT1G15200.1	CHR03V5|COORD:28139289..28135375|protein pinin/SDK/memA/ protein conserved region containing protein, expressed	LOC_Os03g49520.2	no descriptionweakly similar to ( 116)AT1G15200| Symbols:  | protein-protein interaction regulator family protein | chr1:5228472-5231012 REVERSEnot assigned	not assigned.no ontology	35_1

CUST_3280_PI403524517	2	0.20694065	1.6973486	0.09813213	-0.2639265	-0.09813309	-0.20222378	35_896	Rep: Putative selenium binding protein - Zea mays (Maize)	UniRef90_Q5NKQ4	CHR4V7|COORD:8098116..8100160| selenium-binding protein, putative	AT4G14030.1	CHR01V5|COORD:40274911..40278383|protein selenium-binding protein, putative, expressed	LOC_Os01g68770.1	 no descriptionweakly similar to ( 135)AT4G14030| Symbols:  | selenium-binding protein, putative | chr4:8098116-8100160 REVERSEnot assigned SBP56 	metal handling	15

CUST_94587_PI403524517	2	0.030929565	0.62084293	-0.030928612	-0.067830086	-0.09179211	0.12139225	35_27040	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_158536_PI403524517	2	0.07377434	-0.39488697	-0.16673374	0.22597122	0.10830212	-0.07377434	35_44256	"Cluster: Hydroxyproline-rich glycoprotein family protein, putative, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Hydroxyproline-rich"	UniRef90_Q10PC8	CHR1V7|COORD:5062163..5064692| hydroxyproline-rich glycoprotein family protein	AT1G14710.1	CHR03V5|COORD:7314163..7308216|protein expressed protein	LOC_Os03g13560.1	no descriptionweakly similar to ( 102)AT1G14710| Symbols:  | hydroxyproline-rich glycoprotein family protein | chr1:5062163-5064692 REVERSEnot assigned	not assigned.no ontology	35_1

CUST_4492_PI403524517	2	-0.07542038	-0.06118679	1.9359589E-4	0.056580544	0.04824257	-1.9454956E-4	35_1239	"Cluster: Metallopeptidase family M24 containing protein, expressed; n=4; Oryza sativa (japonica cultivar-group)|Rep: Metallopeptidase family M24 containing prot"	UniRef90_Q2R330	CHR4V7|COORD:17326727..17329985| ATAPP1 (aminopeptidase P1)	AT4G36760.1	CHR11V5|COORD:19216868..19208196|protein xaa-Pro aminopeptidase 1, putative, expressed	LOC_Os11g33330.1	 no descriptionhighly similar to ( 895)AT4G36760| Symbols: APP1, ATAPP1 | ATAPP1 (aminopeptidase P1) | chr4:17326727-17329461 FORWARDnot assigned not assigned not assigned APP PepP APP-like APP_MetAP Peptidase_M24 Prolidase PRK09795 PRK10879 Map 	protein.degradation	29_5

CUST_130864_PI403524517	2	-0.2388897	0.119514465	-0.009121895	0.009120941	-0.20854187	0.022963524	35_36753	"Cluster: Hypothetical protein P0458G06.117; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0458G06.117 - Oryza sativa (japonica cultivar"	UniRef90_Q7EZ61	CHR1V7|COORD:1816252..1816990| nucleotide binding	AT1G05970.1	CHR07V5|COORD:8805577..8809811|protein expressed protein	LOC_Os07g15270.1	no descriptionweakly similar to ( 125)AT1G05970| Symbols:  | nucleotide binding | chr1:1816252-1816990 REVERSE	not assigned.unknown	35_2

CUST_19373_PI403524517	2	0.117749214	0.049818993	-0.015398979	-0.019966125	-0.061785698	0.015398979	35_5616	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_31084_PI403524517	2	-1.0343723	1.1224747	0.6140356	-0.9628191	-0.1345768	0.1345768	35_8969	"Cluster: Hypothetical protein P0541H01.26; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0541H01.26 - Oryza sativa (japonica cultivar-g"	UniRef90_Q9LWT3	0	0	CHR06V5|COORD:829762..827718|protein expressed protein	LOC_Os06g02410.1	no description	not assigned.unknown	35_2

CUST_53322_PI403524517	2	0.15871239	-0.65898514	0.5423174	-0.262475	0.6245289	-0.15871143	35_15173	"Cluster: Jasmonate induced protein; n=1; Hordeum vulgare|Rep: Jasmonate induced protein - Hordeum vulgare (Barley)"	UniRef90_Q43490	0	0	CHR04V5|COORD:14003269..14004470|protein phytase, putative	LOC_Os04g24460.1	no description	not assigned.unknown	35_2

CUST_179234_PI403524517	2	-0.025505543	-0.83568	0.019911766	0.0755353	0.1067338	-0.019911766	35_49849	"Cluster: Os01g0738500 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0738500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JJH5	CHR1V7|COORD:17777907..17783293| calcineurin-like phosphoesterase family protein	AT1G48120.1	CHR01V5|COORD:31155551..31159106|protein hydrolase/ protein serine/threonine phosphatase, putative, expressed	LOC_Os01g53660.1	no descriptionvery weakly similar to (62.8)AT1G48120| Symbols:  | calcineurin-like phosphoesterase family protein | chr1:17777907-17783293 REVERSE	protein.postranslational modification	29_4

CUST_152474_PI403524517	2	0.084872246	0.02549553	-0.083883286	-0.02549553	-0.20842552	0.056236267	35_42617	"Cluster: Os12g0179700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os12g0179700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IPN7		0	CHR02V5|COORD:31319277..31316985|protein retrotransposon protein, putative, unclassified	LOC_Os02g51190.1	no description	not assigned.unknown	35_2

CUST_17886_PI399408534	2	0.03463459	-0.37865448	-0.188344	0.029880524	0.009019852	-0.009019852	35_9057	"Cluster: Putative transcription factor X1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative transcription factor X1 - Oryza sativa (japonica"	UniRef90_Q5ZDL5	CHR1V7|COORD:5465945..5468717| XH/XS domain-containing protein / XS zinc finger domain-containing protein	AT1G15910.1	CHR01V5|COORD:2580377..2576354|protein transcription factor X1, putative, expressed	LOC_Os01g05470.1	no descriptionweakly similar to ( 187)AT1G15910| Symbols:  | XH/XS domain-containing protein / XS zinc finger domain-containing protein | chr1:5465945-5468717 FORWARDXH	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_1726_PI403524517	2	-0.0127773285	0.5590706	0.012776375	-0.055282593	-0.30069542	0.20281506	35_455	Rep: GPRP - Oryza sativa (indica cultivar-group)	UniRef90_Q6V8K5	CHR4V7|COORD:10499288..10500401| proline-rich family protein	AT4G19200.1	CHR05V5|COORD:980861..978262|protein glycine-rich protein A3, putative, expressed	LOC_Os05g02780.4	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF1421 Drf_FH1 Dehydrin GRP DUF1750 Glutenin_hmw	not assigned.unknown	35_2

CUST_130907_PI403524517	2	-0.0409441	-0.0020418167	0.09074497	0.0020427704	0.13086891	-0.056001663	35_36767	"Cluster: Hypothetical protein OSJNBb0041A22.1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0041A22.1 - Oryza sativa (japonica cu"	UniRef90_Q75L19	CHR5V7|COORD:1888381..1889513| EMB2735 (EMBRYO DEFECTIVE 2735)	AT5G06240.1	CHR05V5|COORD:668438..665902|protein expressed protein	LOC_Os05g02190.1	no descriptionweakly similar to ( 111)AT5G06240| Symbols: EMB2735 | EMB2735 (EMBRYO DEFECTIVE 2735) | chr5:1888381-1889513 FORWARD	not assigned.unknown	35_2

CUST_151569_PI403524517	2	0.26322746	0.6146555	0.01076889	-0.25006485	-0.32374573	-0.01076889	35_42379	"Cluster: Arabidopsis thaliana genomic DNA, chromosome 5, P1 clone:MCL19; n=3; Arabidopsis thaliana|Rep: Arabidopsis thaliana genomic DNA, chromosome 5, P1 clone"	UniRef90_Q9FNK3	CHR5V7|COORD:18740662..18743061| KH domain-containing protein	AT5G46190.1	CHR10V5|COORD:18484012..18490074|protein nucleic acid binding protein, putative, expressed	LOC_Os10g35220.2	no descriptionvery weakly similar to (58.5)AT5G46190| Symbols:  | KH domain-containing protein | chr5:18740662-18743061 REVERSEnot assigned not assigned PCBP_like_KH KH-I KH_1	RNA.RNA binding	27_4

CUST_138182_PI403524517	2	-0.26210356	1.0290995	0.02058363	0.12544537	-0.50683594	-0.020584106	35_38758	"Cluster: Putative MtN21; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative MtN21 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5VRN3	CHR3V7|COORD:11959105..11961448| nodulin MtN21 family protein	AT3G30340.1	CHR06V5|COORD:542058..544781|protein nodulin protein, putative, expressed	LOC_Os06g01966.1	no descriptionvery weakly similar to (81.3)AT3G30340| Symbols:  | nodulin MtN21 family protein | chr3:11959105-11961448 FORWARD	development.unspecified	33_99

CUST_113657_PI403524517	2	0.31357765	-0.3011589	0.13743162	-0.07540655	-0.70865774	0.07540655	35_32259	"Cluster: Exonuclease-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Exonuclease-1 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q60GC1	CHR1V7|COORD:10349573..10353524| nuclease	AT1G29630.1	CHR01V5|COORD:33220227..33226631|protein exonuclease, putative, expressed	LOC_Os01g56940.1	" no descriptionmoderately similar to ( 208)AT1G29630| Symbols:  | similar to exonuclease, putative [Arabidopsis thaliana] (TAIR:AT1G18090.2); similar to exonuclease-1 [Oryza sativa (japonica cultivar-group)] (GB:BAD60834.1); contains InterPro domain XPG I; (InterPro:IPR006086); contains InterPro domain DNA repair protein (XPGC)/yeast Rad; (InterPro:IPR006084); contains InterPro domain 5'3'-Exonuclease N- and I-domain; (InterPro:IPR000513); contains InterPro domain XPG N-terminal; (InterPro:IPR006085); contains InterPro domain Helix-hairpin-helix motif, class 2; (InterPro:IPR008918) | chr1:10349573-10353524 FORWARDnot assigned not assigned XPG XPGN XPG_N PRK03980 "	DNA.repair	28_2

CUST_16900_PI403524517	2	0.049839973	-0.68475914	-0.04983902	0.14436245	0.067136765	-0.09219551	35_4882	"Cluster: Thioredoxin-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Thioredoxin-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8H2V6	CHR3V7|COORD:2124282..2125851| thioredoxin family protein	AT3G06730.1	CHR08V5|COORD:17687678..17685592|protein thioredoxin, putative, expressed	LOC_Os08g29110.1	 no descriptionweakly similar to ( 191)AT3G06730| Symbols:  | thioredoxin family protein | chr3:2124282-2125851 FORWARDvery weakly similar to (66.2)TRXM_SPIOLThioredoxin M-type, chloroplast precursor - Spinacia oleracea (Spinach)not assigned not assigned not assigned not assigned not assigned not assigned not assigned TRX_family Thioredoxin ybbN COG3118 PRK10996 PDI_a_family TRX_PICOT TrxA PDI_a_ERp38 PDI_a_ERdj5_C PDI_a_ERp46 TlpA_like_family TxlA trxA PDI_a_PDI_a'_C DsbDgamma 	redox.thioredoxin	21_1

CUST_18770_PI404877155	2	-0.113040924	-0.014909744	0.06839657	-0.09960079	0.039761543	0.014910698	HVSMEn0017F07r2_at	OSJNBa0072D21.3 [Oryza sativa (japonica cultivar-group)] ref|XP_472240.1| OSJNBa0072D21.3 [Oryza sativa (japonica cultivar-group)]	CAD40745.2	bile acid:sodium symporter family protein	At1g78560.1	protein Sodium Bile acid symporter family, putative	Os04g31210	"bile acid:sodium symporter family protein, low similarity to SP:Q12908 Ileal sodium/bile acid cotransporter {Homo sapiens}; contains Pfam profile PF01758: Sodium Bile acid symporter family"	transport.unspecified cations	34_14

CUST_63409_PI403524517	2	-0.19694853	-0.10556555	0.08156252	0.042651653	0.17459536	-0.042651653	35_18107	"Cluster: Hypothetical protein P0516G10.15; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0516G10.15 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6Z7S9	"CHR1V7|COORD:6568133..6568393| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G48180.1); similar to conserved hypothetical protein [Medicago"	AT1G19020.1	CHR02V5|COORD:30968915..30968358|protein expressed protein	LOC_Os02g50710.1	no description	not assigned.unknown	35_2

CUST_15275_PI404877155	2	0.0044384003	0.08754635	-0.08125305	-0.023575783	-0.0044374466	0.07226467	Contig9134_at	zinc finger (C3HC4-type RING finger) family protein [Arabidopsis thaliana]	NP_194986.2	zinc finger (C3HC4-type RING finger) family protein	At4g32600.1	protein Zinc finger, C3HC4 type (RING finger), putative	Os02g54620	putative ATP synthetase alpha chain	RNA.regulation of transcription.unclassified	27_3_99

CUST_17666_PI403524517	2	0.085041046	-0.37724495	-0.24902534	-0.01154232	0.011541367	0.028871536	35_5103	Rep: OSIGBa0134P10.12 protein - Oryza sativa (Rice)	UniRef90_Q01IS4	"CHR5V7|COORD:7397765..7400749| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G06180.2); similar to OSIGBa0137L20.3 [Oryza sativa (indica"	AT5G22350.1	CHR02V5|COORD:19744245..19749295|protein expressed protein	LOC_Os02g33230.1	"no descriptionhighly similar to ( 514)AT5G22350| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G06180.2); similar to OSIGBa0137L20.3 [Oryza sativa (indica cultivar-group)] (GB:CAH66474.1); similar to Protein of unknown function DUF1022 [Rhodospirillum rubrum ATCC 11170] (GB:YP_427067.1); similar to Os04g0414000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001052751.1); contains InterPro domain Protein of unknown function DUF1022; (InterPro:IPR009367) | chr5:7397765-7400749 REVERSEDUF1022 COG3660"	not assigned.unknown	35_2

CUST_77770_PI403524517	2	0.18385983	-0.1756401	0.002779007	-0.0027799606	-0.027381897	0.099757195	35_22294	"Cluster: Putative signal recognition particle receptor beta subunit; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative signal recognition"	UniRef90_Q6ZK21	CHR5|COORD:1695731..1698104| expressed protein	AT5G05670.1	CHR08V5|COORD:25916839..25913838|protein signal recognition particle receptor beta subunit, putative, expressed	LOC_Os08g41250.2	no descriptionmoderately similar to ( 291)AT5G05670| Symbols:  | signal recognition particle binding | chr5:1695917-1697535 REVERSEnot assigned not assigned not assigned not assigned not assigned SR_beta SRPRB Sar1 COG2229 Arf Arf_Arl COG1100 Arl10_like Ras_like_GTPase Arl6 Arl9_Arfrp2_like EF-G_bact Arfrp1	protein.targeting.secretory pathway.unspecified	29_3_4_99

CUST_7458_PI403524517	2	-0.008342743	-0.27535534	-0.13557911	0.008342743	0.026999474	0.053429604	35_2075	"Cluster: Cullin-4B, putative, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Cullin-4B, putative, expressed - Oryza sativa (japonica cultivar-group"	UniRef90_Q10CD7	"CHR5V7|COORD:18748796..18753880| CUL4 (CULLIN4); protein binding / ubiquitin-protein ligase"	AT5G46210.1	CHR03V5|COORD:32610984..32617952|protein cullin-4B, putative, expressed	LOC_Os03g57290.1	"no descriptionhighly similar to ( 541)AT5G46210| Symbols: CUL4 | CUL4 (CULLIN4); protein binding / ubiquitin-protein ligase | chr5:18748796-18753880 REVERSEnot assigned not assigned not assigned not assigned not assigned COG5647 Cullin CULLIN"	protein.degradation.ubiquitin.E3.SCF.cullin	29_5_11_4_3_3

CUST_7645_PI403524517	2	0.12582207	0.28041267	-0.01988697	-0.029790878	0.014584541	-0.014584541	35_2129	"Cluster: Moco containing protein (Os08g0530400 protein) (Moco containing protein(OsMCP)); n=1; Oryza sativa (japonica cultivar-group)|Rep: Moco containing prote"	UniRef90_Q8LP96	"CHR3V7|COORD:314926..317281| SOX (SULFITE OXIDASE); sulfite oxidase"	AT3G01910.1	CHR08V5|COORD:26284900..26289847|protein sulfite oxidase, putative, expressed	LOC_Os08g41830.1	 no descriptionhighly similar to ( 625)AT3G01910| Symbols: AT-SO, SOX | SOX (SULFITE OXIDASE) | chr3:314926-317060 REVERSEmoderately similar to ( 215)NIA_LOTJANitrate reductase [NADH] - Lotus japonicusnot assigned eukary_SO_Moco SO_family_Moco_dimer eukary_NR_Moco Oxidored_molyb SO_family_Moco bact_SorA_Moco bact_SoxC_Moco Mo-co_dimer COG2041 arch_bact_SO_family_Moco bact_SO_family_Moco PRK05363 YedY_like_Moco 	N-metabolism.nitrate metabolism.NR	12_1_1

CUST_42918_PI403524517	2	-0.036849976	-0.61106396	-0.17385578	0.092555046	0.20650482	0.036849976	35_12323	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_97513_PI403524517	2	0.025326252	0.48162222	0.021424294	-0.17760038	-0.021423817	-0.07096577	35_27847	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_119262_PI403524517	2	-0.013277054	-0.3388648	0.04358864	0.049772263	0.013277531	-0.1779046	35_33750	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_64977_PI403524517	2	0.2661872	-0.39093733	-0.09238291	0.32421255	0.09238291	-0.47132587	35_18553	"Cluster: 2Fe-2S iron-sulfur cluster protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: 2Fe-2S iron-sulfur cluster protein-like - Oryza sativa (japon"	UniRef90_Q7XHS1	CHR3V7|COORD:5507097..5508326| ferredoxin-related	AT3G16250.1	CHR07V5|COORD:18147391..18149018|protein electron carrier/ electron transporter/ iron ion binding protein, putative, expressed	LOC_Os07g30670.1	no descriptionweakly similar to ( 193)AT3G16250| Symbols:  | ferredoxin-related | chr3:5507097-5508326 REVERSEFdx	PS.lightreaction.other electron carrier (ox/red).ferredoxin	1_1_5_2

CUST_50140_PI403524517	2	0.009168625	0.2714405	-0.061429977	-0.009168625	-0.069288254	0.018884659	35_14309	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_16495_PI404877155	2	0.09830189	0.18837929	0.24731827	-0.13228989	-0.20796299	-0.09830284	HA28E09r_at	Photosystem II reaction center protein K precursor (PSII-K) emb|CAA36975.1| low molecular weight PSII psbK protein [Hordeum vulgare] pir||S3	P25877	0	0	protein photosystem II reaction center protein K precursor (PSII-K)	Os10g41700	low molecular weight PSII psbK protein	PS.lightreaction.photosystem II.PSII polypeptide subunits	1_01_01_02

CUST_102052_PI403524517	2	0.06330013	0.17060328	0.14246655	-0.46592999	-0.2634778	-0.063299656	35_29114	"Cluster: Os01g0256800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0256800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JNY6	CHR2V7|COORD:19552898..19557941| zinc finger (CCCH type) helicase family protein	AT2G47680.1	CHR01V5|COORD:8566433..8557425|protein ATP binding protein, putative, expressed	LOC_Os01g15300.2	no descriptionmoderately similar to ( 286)AT2G47680| Symbols:  | zinc finger (CCCH type) helicase family protein | chr2:19552898-19557941 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned HrpA PRK11664 PRK11131 HELICc	DNA.synthesis/chromatin structure	28_1

CUST_106104_PI403524517	2	0.1629057	-0.02747631	-0.10198212	-0.10263443	0.027475357	0.13484192	35_30204	Rep: LigA - Anaeromyxobacter dehalogenans (strain 2CP-C)	UniRef90_Q2IMJ3	CHR1V7|COORD:11399903..11405702| actin binding	AT1G31810.1	CHR05V5|COORD:27304732..27300117|protein expressed protein	LOC_Os05g47790.1	no description	not assigned.unknown	35_2

CUST_123435_PI403524517	2	0.023127556	-0.3554349	5.3215027E-4	-0.19262886	-5.311966E-4	0.06433964	35_34809	"Cluster: Os03g0816600 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os03g0816600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DMD0	CHR1V7|COORD:21257482..21259596| pentatricopeptide (PPR) repeat-containing protein	AT1G56690.1	CHR03V5|COORD:34177408..34180577|protein selenium-binding protein, putative, expressed	LOC_Os03g60200.1	no descriptionweakly similar to ( 152)AT1G56690| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr1:21257482-21259596 FORWARD	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_30639_PI403524517	2	0.03183937	1.078167	-0.08361721	-0.15879822	0.0033540726	-0.0033540726	35_8842	Rep: Cyclase associated protein 2 - Xenopus laevis (African clawed frog)	UniRef90_Q6JV11	CHR1V7|COORD:20184640..20185791| transcription factor	AT1G54060.1	CHR09V5|COORD:18625161..18630489|protein retrotransposon protein, putative, Ty3-gypsy subclass, expressed	LOC_Os09g30494.1	no description	not assigned.unknown	35_2

CUST_121733_PI403524517	2	0.12287235	-0.17659855	-0.04384041	-0.0959568	0.043839455	0.0787735	35_34374	"Cluster: Mannitol dehydrogenase, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Mannitol dehydrogenase, putative, expressed - Oryza sativ"	UniRef90_Q109Z0	CHR1V7|COORD:27363008..27364538| cinnamyl-alcohol dehydrogenase, putative	AT1G72680.1	CHR10V5|COORD:6305945..6309400|protein mannitol dehydrogenase, putative, expressed	LOC_Os10g11810.3	 no descriptionweakly similar to ( 142)AT1G72680| Symbols:  | cinnamyl-alcohol dehydrogenase, putative | chr1:27363008-27364538 REVERSEvery weakly similar to (98.2)MTDH_PETCRMannitol dehydrogenase - Petroselinum crispum (Parsley) (Petroselinum hortense)not assigned AdhP PRK09422 	secondary metabolism.phenylpropanoids.lignin biosynthesis.CAD	16_2_1_10

CUST_1474_PI403524517	2	0.5908928	-4.9299374	-0.77526045	1.9122219	1.2350559	-0.59089327	35_389	"Cluster: Chlorophyll a-b binding protein 3C, chloroplast precursor; n=24; Eukaryota|Rep: Chlorophyll a-b binding protein 3C, chloroplast precursor - Solanum"	UniRef90_P07369	"CHR2V7|COORD:14529795..14530592| LHB1B2 (Photosystem II light harvesting complex gene 1.5); chlorophyll binding"	AT2G34420.1	CHR01V5|COORD:23934196..23935404|protein chlorophyll a-b binding protein 2, chloroplast precursor, putative, expressed	LOC_Os01g41710.1	" no descriptionmoderately similar to ( 430)AT2G34420| Symbols: LHCB1.5, LHB1B2 | LHB1B2 (Photosystem II light harvesting complex gene 1.5); chlorophyll binding | chr2:14529795-14530592 REVERSEmoderately similar to ( 462)CB21_WHEATChlorophyll a-b binding protein, chloroplast precursor - Triticum aestivum (Wheat)Chloroa_b-bind "	PS.lightreaction.photosystem II.LHC-II	1_1_1_1

CUST_2258_PI403524517	2	-0.0068798065	-0.715435	0.10571575	0.0068798065	0.02350998	-0.06679344	35_610	Rep: Nucleoside diphosphate kinase - Lolium perenne (Perennial ryegrass)	UniRef90_Q9LKM0	"CHR4V7|COORD:5923421..5924363| NDPK1 (nucleoside diphosphate kinase 1); ATP binding / nucleoside diphosphate kinase"	AT4G09320.1	CHR10V5|COORD:21930749..21928224|protein nucleoside diphosphate kinase 1, putative, expressed	LOC_Os10g41410.2	"no descriptionmoderately similar to ( 258)AT4G09320| Symbols: NDPK1 | NDPK1 (nucleoside diphosphate kinase 1); ATP binding / nucleoside diphosphate kinase | chr4:5923421-5924363 FORWARDmoderately similar to ( 271)NDK1_SACOFNucleoside diphosphate kinase 1 - Saccharum officinarum (Sugarcane)not assigned NDK NDPk_I Ndk NDK ndk NDPk NDPk7A NDPk6 NDPk5 NDPk7B NDPk_TX"	nucleotide metabolism.phosphotransfer and pyrophosphatases.nucleoside diphosphate kinase	23_4_10

CUST_138444_PI403524517	2	-0.18213844	-0.9383731	-0.09961128	0.26622248	0.21595001	0.09961176	35_38833	Rep: H0825G02.4 protein - Oryza sativa (Rice)	UniRef90_Q01LY8	CHR1V7|COORD:1703195..1704638| UDP-glucoronosyl/UDP-glucosyl transferase family protein	AT1G05680.1	CHR04V5|COORD:7143586..7146244|protein indole-3-acetate beta-glucosyltransferase, putative, expressed	LOC_Os04g12980.1	no descriptionweakly similar to ( 138)AT1G05680| Symbols:  | UDP-glucoronosyl/UDP-glucosyl transferase family protein | chr1:1703195-1704638 REVERSEweakly similar to ( 120)IAAG_MAIZEIndole-3-acetate beta-glucosyltransferase - Zea mays (Maize)not assigned COG1819 UDPGT	misc.UDP glucosyl and glucoronyl transferases	26_2

CUST_14767_PI404877155	2	-0.09667301	-0.08535576	-0.19218254	0.18499374	0.08535671	0.18659496	Contig8585_at	0	BAD10188.1	basic helix-loop-helix (bHLH) family protein	At2g42280.1	protein Helix-loop-helix DNA-binding domain, putative	Os08g39630	NONE	RNA.regulation of transcription.bHLH,Basic Helix-Loop-Helix family	27_3_06

CUST_26770_PI403524517	2	0.09915447	0.42862797	-0.014494896	-0.09239769	-0.07919407	0.014494896	35_7755	"Cluster: Putative phosphatase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative phosphatase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q75HI8	CHR3V7|COORD:21644042..21646034| phosphatidic acid phosphatase family protein / PAP2 family protein	AT3G58490.1	CHR03V5|COORD:33569224..33566308|protein phosphoric ester hydrolase, putative, expressed	LOC_Os03g59070.1	no descriptionvery weakly similar to (81.6)AT3G58490| Symbols:  | phosphatidic acid phosphatase family protein / PAP2 family protein | chr3:21644339-21646034 FORWARDnot assigned not assigned PAP2_SPPase1	lipid metabolism.'exotics' (steroids, squalene etc).sphingolipids	11_8_1

CUST_32694_PI403524517	2	0.04850769	-0.44594574	-0.15802574	0.034463882	0.10466862	-0.03446293	35_9426	"Cluster: Putative GAMM1 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative GAMM1 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ZHC0	"CHR5V7|COORD:16808426..16810189| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G49320.1); similar to LOC496075 protein [Xenopus laevis]"	AT5G41970.1	CHR02V5|COORD:28122296..28117342|protein MYG1 protein, putative, expressed	LOC_Os02g46150.1	"no descriptionmoderately similar to ( 219)AT5G41970| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G49320.1); similar to LOC496075 protein [Xenopus laevis] (GB:AAH87491.1); similar to LOC496075 protein [Xenopus laevis] (GB:AAI06661.1); similar to Os02g0686600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001047772.1); contains InterPro domain Metal-dependent protein hydrolase; (InterPro:IPR003226) | chr5:16808426-16810189 FORWARDnot assigned UPF0160 COG4286"	not assigned.unknown	35_2

CUST_95210_PI403524517	2	0.4320774	-0.4769745	-0.10717201	-0.18053341	0.10986328	0.107172966	35_27209	"Cluster: Putative auxin-regulated dual specificity cytosolic kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative auxin-regulated dual specificity"	UniRef90_Q8H3A6	CHR2V7|COORD:2287511..2289267| protein kinase, putative	AT2G05940.1	CHR07V5|COORD:25253370..25258320|protein protein kinase APK1B, chloroplast precursor, putative, expressed	LOC_Os07g42200.1	 no descriptionmoderately similar to ( 291)AT2G05940| Symbols:  | protein kinase, putative | chr2:2287511-2289267 REVERSEweakly similar to ( 162)NORK_PEANodulation receptor kinase precursor - Pisum sativum (Garden pea)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pkinase_Tyr TyrKc PTKc S_TKc Pkinase S_TKc PTKc_Csk_like PTKc_Jak_rpt2 PTKc_DDR PTKc_Ror PTKc_EGFR_like PTKc_Tec_like SPS1 PTKc_Fes_like PTKc_Ack_like PTKc_ALK_LTK PTKc_Trk PTKc_EphR PTKc_Src_like PTKc_Itk PTK_HER3 PTKc_PDGFR PTKc_Srm_Brk PTKc_c-ros PTKc_DDR_like PTKc_InsR_like PTKc_Csk PTKc_Syk_like PTKc_Chk PTKc_Btk_Bmx PTKc_EphR_A PTKc_Frk_like PTKc_TrkB PTKc_Tie1 PTKc_EphR_A2 PTKc_FGFR1 PTKc_RET PTKc_Tyk2_rpt2 PTKc_Tie PTKc_FGFR PTKc_EphR_B PTKc_Musk PTKc_Ror1 PTKc_TrkC PTKc_Jak2_Jak3_rpt2 PTKc_TrkA PTKc_FGFR3 PTKc_Aatyk PTKc_DDR1 PTKc_Met_Ron PTKc_Fes PTKc_EphR_A10 PTKc_DDR2 PTKc_Abl PTKc_Lck_Blk PTK_CCK4 PTKc_Fer PTKc_Jak1_rpt2 PTKc_FGFR4 PTKc_Tie2 PTKc_Axl_like PTKc_Tec_Rlk PTKc_FGFR2 PTKc_Ror2 PTKc_FAK PTKc_Lyn PTKc_Zap-70 PTKc_Aatyk1_Aatyk3 PTKc_HER4 PTKc_Axl PTKc_Src PTKc_Fyn_Yrk PTKc_InsR PTKc_EGFR PTKc_HER2 PTKc_VEGFR PTKc_Kit PTKc_Yes PTKc_IGF-1R PTK_Ryk PTKc_CSF-1R PTKc_VEGFR3 PTKc_VEGFR2 PTKc_PDGFR_alpha PTKc_Hck PTK_Jak_rpt1 PTKc_Tyro3 PTKc_PDGFR_beta PTKc_Syk PTKc_Aatyk2 	protein.postranslational modification.kinase.receptor like cytoplasmatic kinase VII	29_4_1_57

CUST_63240_PI403524517	2	-0.34321308	-0.7459183	0.073699	-0.050798416	0.6702442	0.050798416	35_18049	"Cluster: Putative dehydroquinate synthase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative dehydroquinate synthase - Oryza sativa (japonica"	UniRef90_Q651F0	CHR5V7|COORD:26448742..26450875| 3-dehydroquinate synthase, putative	AT5G66120.2	CHR09V5|COORD:21228850..21225473|protein 3-dehydroquinate synthase, putative, expressed	LOC_Os09g36800.1	 no descriptionhighly similar to ( 587)AT5G66120| Symbols:  | 3-dehydroquinate synthase, putative | chr5:26448742-26450875 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned aroB AroB DHQ_synthase aroB GldA egsA EutG PRK07764 PRK12323 	amino acid metabolism.synthesis.aromatic aa.chorismate.3-dehydroquinate synthase	13_1_6_1_2

CUST_113992_PI403524517	2	0.36392498	-0.27100754	-0.051094055	0.051094055	-0.4625559	0.81860447	35_32352	"Cluster: Os05g0151400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0151400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DKN6		0	CHR05V5|COORD:2956069..2951704|protein TOC159, putative, expressed	LOC_Os05g05950.1	no description	not assigned.unknown	35_2

CUST_32678_PI403524517	2	0.032093048	-0.011609077	0.010396957	-0.010396957	-0.06055069	0.052858353	35_9421	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_133269_PI403524517	2	-0.013970375	-0.48651123	0.091712	0.0426569	-0.06944561	0.013969421	35_37415	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_145231_PI403524517	2	-0.021036148	0.21877098	-0.0071878433	0.0831337	-0.11567879	0.007188797	35_40667	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_46427_PI403524517	2	0.11642027	0.08231211	-0.16343021	-0.16528511	-0.08231211	0.1432252	35_13294	Rep: Predicted protein - Neurospora crassa	UniRef90_Q7SCZ7	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	CHR09V5|COORD:1254785..1256020|protein PE-PGRS family protein, putative, expressed	LOC_Os09g02770.1	no descriptionnot assigned PRK07764	not assigned.unknown	35_2

CUST_22228_PI403524517	2	0.020399094	-0.020400047	-0.06473732	-0.10064125	0.12515163	0.121884346	35_6457	"Cluster: Hypothetical protein OSJNBb0070O09.3; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0070O09.3 - Oryza sativa (japonica cu"	UniRef90_Q7Y011	"CHR3V7|COORD:3029907..3031936| ATB' BETA (Arabidopsis thaliana serine/threonine protein phosphatase 2A 55 kDa regulatory subunit B prime beta); protein phosphat"	AT3G09880.1	CHR03V5|COORD:27079723..27073596|protein transposon protein, putative, unclassified, expressed	LOC_Os03g47790.3	"no descriptionmoderately similar to ( 434)AT3G09880| Symbols: ATB' BETA | ATB' BETA (Arabidopsis thaliana serine/threonine protein phosphatase 2A 55 kDa regulatory subunit B prime beta); protein phosphatase type 2A regulator | chr3:3029907-3031936 FORWARDnot assigned not assigned B56"	protein.postranslational modification	29_4

CUST_64461_PI403524517	2	0.047074318	-0.21858788	-0.004981041	0.07230377	-0.021593094	0.004981041	35_18405	Rep: Uncoupling protein - Triticum aestivum (Wheat)	UniRef90_Q9FXQ5	"CHR3V7|COORD:20049868..20051974| ATPUMP1/UCP1 (UNCOUPLING PROTEIN 1); binding / oxidative phosphorylation uncoupler"	AT3G54110.1	CHR01V5|COORD:43552807..43557438|protein mitochondrial uncoupling protein 2, putative, expressed	LOC_Os01g74640.1	" no descriptionmoderately similar to ( 366)AT3G54110| Symbols: UCP, PUMP1, UCP2, ATUCP1, ATPUMP1, UCP1 | ATPUMP1/UCP1 (UNCOUPLING PROTEIN 1); binding / oxidative phosphorylation uncoupler | chr3:20049868-20051974 FORWARDvery weakly similar to (76.3)ADT_CHLREADP,ATP carrier protein - Chlamydomonas reinhardtiinot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Mito_carr "	transport.metabolite transporters at the mitochondrial membrane	34_9

CUST_178807_PI403524517	2	-0.06707096	0.21983814	-0.14915943	-0.17052555	0.06707096	0.32596207	35_49734	"Cluster: Hypothetical protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2R3I7		0	CHR11V5|COORD:18165052..18159982|protein hypothetical protein	LOC_Os11g31800.1	no description	not assigned.unknown	35_2

CUST_45583_PI403524517	2	0.017827988	-0.22957802	0.75816345	-0.017828941	0.3940773	-0.06177807	35_13066	Rep: B0518A01.5 protein - Oryza sativa (Rice)	UniRef90_Q259U9	CHR1V7|COORD:7964191..7966211| proton-dependent oligopeptide transport (POT) family protein	AT1G22540.1	CHR04V5|COORD:35140982..35144446|protein POT family protein, expressed	LOC_Os04g59480.1	no descriptionmoderately similar to ( 251)AT1G22540| Symbols:  | proton-dependent oligopeptide transport (POT) family protein | chr1:7964191-7966211 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PTR2 PTR2 PRK07003 PRK12323 PRK07764 PRK12678 APC_basic PRK05648 Atrophin-1 PRK12373 PRK08853 DUF1509 AF-4 Tymo_45kd_70kd DUF1421	transport.peptides and oligopeptides	34_13

CUST_50209_PI403524517	2	-0.12812471	-0.12062359	0.12062359	0.7433915	0.571259	-0.13172817	35_14327	0	0	"CHR5V7|COORD:25201727..25203652| TUB3 (Tubulin beta-3); structural molecule"	AT5G62700.1	0	0	no description	not assigned.unknown	35_2

CUST_4320_PI399408534	2	-0.5808325	-0.033107758	0.14391232	0.14264679	-0.29341984	0.033107758	35_5178	"Cluster: Receptor protein kinase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Receptor protein kinase-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5Z661	CHR4V7|COORD:12174750..12177481| protein kinase, putative	AT4G23280.1	CHR06V5|COORD:28773433..28768507|protein serine/threonine-protein kinase receptor precursor, putative, expressed	LOC_Os06g47530.1	no descriptionvery weakly similar to (88.6)AT4G23270| Symbols:  | protein kinase family protein | chr4:12171143-12173804 FORWARDnot assigned	signalling.receptor kinases.DUF 26	30_2_17

CUST_44021_PI403524517	2	0.052297592	-0.3195734	0.045820236	-0.102106094	-0.045819283	0.31642437	35_12634	"Cluster: Os04g0208600 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os04g0208600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JES4	0	0	CHR04V5|COORD:7247110..7245034|protein ribosomal RNA apurinic site specific lyase, putative, expressed	LOC_Os04g13170.1	no descriptionFBD	not assigned.unknown	35_2

CUST_40941_PI403524517	2	-0.07618141	0.41104364	0.07618141	-0.15194607	0.1730833	-0.26150227	35_11772	Rep: Plasma membrane ATPase 1 - Solanum lycopersicum (Tomato) (Lycopersicon esculentum)	UniRef90_P22180	"CHR5V7|COORD:25176721..25182183| AHA11 (ARABIDOPSIS H(+)-ATPASE 11); ATPase"	AT5G62670.1	CHR03V5|COORD:27459337..27466494|protein plasma membrane ATPase 1, putative, expressed	LOC_Os03g48310.1	"no descriptionhighly similar to ( 635)AT5G62670| Symbols: AHA11 | AHA11 (ARABIDOPSIS H(+)-ATPASE 11); ATPase | chr5:25176721-25182183 FORWARDhighly similar to ( 650)PMA3_NICPLPlasma membrane ATPase 3 - Nicotiana plumbaginifolia (Leadwort-leaved tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned MgtA PRK10517 ZntA PRK10671 KdpB zntA PRK01122 Hydrolase COG4087"	transport.p- and v-ATPases	34_1

CUST_93644_PI403524517	2	0.29945087	0.011414528	-0.011414528	-0.20540333	-0.49326038	0.080049515	35_26775	Rep: OSJNBa0065H10.9 protein - Oryza sativa (Rice)	UniRef90_Q5CAF8	CHR3V7|COORD:2022602..2033643| BAP28-related	AT3G06530.1	CHR04V5|COORD:27225370..27240995|protein HEAT repeat family protein, expressed	LOC_Os04g46310.1	no descriptionweakly similar to ( 142)AT3G06530| Symbols:  | BAP28-related | chr3:2022602-2033643 FORWARDnot assigned	not assigned.no ontology	35_1

CUST_50500_PI403524517	2	-0.032699585	0.13998413	0.058490753	0.008090973	-0.008090973	-0.03627777	35_14417	"Cluster: 60S ribosomal protein L37a-2; n=7; Spermatophyta|Rep: 60S ribosomal protein L37a-2 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q8RXU5	CHR3V7|COORD:3423898..3424571| 60S ribosomal protein L37a (RPL37aB)	AT3G10950.1	CHR05V5|COORD:27616473..27618590|protein 60S ribosomal protein L37a, putative, expressed	LOC_Os05g48320.1	no descriptionweakly similar to ( 166)AT3G10950| Symbols:  | 60S ribosomal protein L37a (RPL37aB) | chr3:3423898-3424571 FORWARDweakly similar to ( 175)RL37A_ORYSAnot assigned Ribosomal_L37ae RPL43A rpl37ae	protein.synthesis.misc ribososomal protein	29_2_2

CUST_8173_PI404877155	2	0.02439022	-0.15434837	0.02114582	-0.11959934	-0.02114582	0.028889656	Contig24099_at	CR4 [Oryza sativa] gb|AAR01745.1| putative TNFR-like receptor kinase [Oryza sativa (japonica	BAB68389.1	receptor protein kinase, putative (ACR4)	At3g59420.1	protein putative TNFR-like receptor kinase	Os03g43670	"receptor protein kinase, putative (ACR4), identical to putative receptor protein kinase ACR4 (Arabidopsis thaliana) GI:20302590; contains protein kinase domain, Pfam:PF00069"	signalling.receptor kinases.crinkly like	30_2_26

CUST_34556_PI403524517	2	-0.85063887	-0.4338112	0.9462166	0.4338112	0.44372988	-0.71242476	35_9964	"Cluster: Ternary complex factor-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Ternary complex factor-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7EZ88	"CHR1V7|COORD:28761681..28764025| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G21060.1); similar to Os09g0493400 [Oryza sativa (japonica"	AT1G76620.1	CHR08V5|COORD:25451937..25457379|protein ternary complex factor MIP1, putative, expressed	LOC_Os08g40420.1	"no descriptionweakly similar to ( 154)AT1G76620| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G21060.1); similar to Os09g0493400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001063544.1); similar to Os08g0515700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001062234.1); similar to putative ternary complex factor MIP1 [Antirrhinum majus] (GB:AAO59425.1); contains InterPro domain Protein of unknown function DUF547; (InterPro:IPR006869) | chr1:28761681-28764025 FORWARDDUF547"	not assigned.unknown	35_2

CUST_14653_PI399408534	2	0.17201328	-0.6876602	0.1309948	1.0397396	-0.42096996	-0.1309948	35_22712	"Cluster: Os04g0574600 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os04g0574600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JAV4	CHR5V7|COORD:24607225..24620537| DEAD box RNA helicase, putative	AT5G61140.1	CHR04V5|COORD:28705835..28710165|protein expressed protein	LOC_Os04g48520.1	 no descriptionvery weakly similar to (82.8)AT5G61140| Symbols:  | DEAD box RNA helicase, putative | chr5:24607225-24620537 FORWARDnot assigned not assigned TolA TolA tolA PRK07735 PRK05035 	RNA.processing.RNA helicase	27_1_2

CUST_50433_PI403524517	2	0.008317947	0.16535091	0.119252205	-0.14042282	-0.008318901	-0.044608116	35_14398	"Cluster: Ubiquitin-conjugating enzyme E2-17 kDa 10/12; n=48; Spermatophyta|Rep: Ubiquitin-conjugating enzyme E2-17 kDa 10/12 - Arabidopsis thaliana (Mouse-ear c"	UniRef90_P35133	"CHR1V7|COORD:23837455..23838883| UBC28; ubiquitin-protein ligase"	AT1G64230.2	CHR04V5|COORD:33871617..33868683|protein ubiquitin-conjugating enzyme E2-17 kDa, putative, expressed	LOC_Os04g57220.3	"no descriptionmoderately similar to ( 301)AT1G64230| Symbols: UBC28 | UBC28; ubiquitin-protein ligase | chr1:23837455-23838883 FORWARDweakly similar to ( 140)UBC2_WHEATUbiquitin-conjugating enzyme E2-17 kDa - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG5078 UQ_con UBCc UBCc"	protein.degradation.ubiquitin.E2	29_5_11_3

CUST_164271_PI403524517	2	-0.08269119	0.54598427	-0.05842495	-0.07524872	0.082726	0.058425426	35_45794	"Cluster: Hypothetical protein OSJNBa0057L21.18; n=2; Oryza sativa|Rep: Hypothetical protein OSJNBa0057L21.18 - Oryza sativa (Rice)"	UniRef90_Q8S7D7	CHR5V7|COORD:17636175..17639095| pentatricopeptide (PPR) repeat-containing protein	AT5G43820.1	CHR10V5|COORD:22134671..22136863|protein expressed protein	LOC_Os10g41730.1	no description	not assigned.unknown	35_2

CUST_18389_PI399408534	2	0.19488859	-0.08203077	-0.016426563	0.39190197	0.01642704	-0.071513176	35_27457	"Cluster: Os05g0302300 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0302300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DJC2	CHR1V7|COORD:10938121..10941486| transcription factor jumonji (jmj) family protein / zinc finger (C5HC2 type) family protein	AT1G30810.1	CHR05V5|COORD:13501575..13495777|protein jmjC domain containing protein, expressed	LOC_Os05g23670.1	no descriptionvery weakly similar to (64.7)AT1G30810| Symbols:  | transcription factor jumonji (jmj) family protein / zinc finger (C5HC2 type) family protein | chr1:10938121-10941486 REVERSEFYRN	RNA.regulation of transcription.JUMONJI family	27_3_57

CUST_18049_PI403524517	2	0.076865196	0.01588726	-0.05274391	-0.0458889	-0.015886307	0.056923866	35_5214	Rep: OSIGBa0115K01-H0319F09.11 protein - Oryza sativa (Rice)	UniRef90_Q01HP1	CHR4|COORD:8572901..8575222| mitochondrial substrate carrier family protein, contains Pfam profile: PF00153 mitochondrial carrier protein	AT4G15010.2	CHR04V5|COORD:26152749..26149605|protein mitochondrial carrier protein, expressed	LOC_Os04g44540.2	no descriptionmoderately similar to ( 342)AT4G15010| Symbols:  | mitochondrial substrate carrier family protein | chr4:8573121-8574860 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Mito_carr	transport.metabolite transporters at the mitochondrial membrane	34_9

CUST_135417_PI403524517	2	-0.07275009	0.072751045	0.07800102	-0.08876324	0.1079607	-0.13596058	35_37985	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10Q16		0	CHR03V5|COORD:5886818..5896168|protein expressed protein	LOC_Os03g11460.1	no description	not assigned.unknown	35_2

CUST_12614_PI404877155	2	-0.050157547	-0.022733688	-0.062229156	0.022731781	0.03211975	0.11875534	Contig6347_at	ESTs AU082316(E3368),D41461(S3973) correspond to a region of the predicted gene.~hypothetical protein [Oryza sativa (japonica cultivar-group	NP_910204.1	calmodulin-binding family protein	At5g62390.1	protein IQ calmodulin-binding motif, putative	Os06g01500	KED - like protein	signalling.calcium	30_3

CUST_151727_PI403524517	2	-0.57605743	-0.2690506	0.89238167	0.15549564	0.5252991	-0.15549469	35_42423	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_9580_PI404877155	2	-0.011547089	-0.19629955	0.014783859	-0.0194273	0.011547089	0.06780243	Contig3334_at	putative ethylene-responsive small GTP-binding protein [Oryza sativa (japonica cultivar-group)]	BAC80082.1	Ras-related protein (ARA-3) / small GTP-binding protein, putative	At3g46060.1	protein Ras family, putative	Os05g38630	putative ethylene-responsive small GTP-binding protein	signalling.G-proteins	30_5

CUST_170026_PI403524517	2	-0.12206745	0.6922922	0.006746292	-0.0067458153	0.019629955	-0.015303612	35_47357	"Cluster: Putative glycine-rich protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative glycine-rich protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K8R1	CHR3V7|COORD:22040078..22041277| glycine-rich protein	AT3G59640.1	CHR02V5|COORD:23739367..23743105|protein expressed protein	LOC_Os02g39340.1	no description	not assigned.unknown	35_2

CUST_4907_PI403524517	2	-0.25067425	-0.100296974	0.1995821	0.100296974	0.31826973	-0.14264965	35_1354	"Cluster: Hypothetical protein P0436E04.19; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0436E04.19 - Oryza sativa (japonica cultivar-g"	UniRef90_Q9FTY4	CHR2V7|COORD:16310505..16312414| hydroxyproline-rich glycoprotein family protein	AT2G39050.1	CHR01V5|COORD:223699..226131|protein stress responsive protein, putative, expressed	LOC_Os01g01450.2	no descriptionmoderately similar to ( 210)AT2G39050| Symbols:  | hydroxyproline-rich glycoprotein family protein | chr2:16310505-16312414 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12678 PRK07003 PRK07764 infB Herpes_BLLF1 PRK12323 Gag_spuma Drf_FH1 PRK05648 DUF1777 TT_ORF1 Protamine_P2 PRK06132 PRK10856 FimV Syndecan Protamine_P1 DUF591 PRK09169 Totivirus_coat DUF1509 DAG1 Tymo_45kd_70kd Metaviral_G	not assigned.no ontology.hydroxyproline rich proteins	35_1_41

CUST_177789_PI403524517	2	-0.0027990341	0.07122803	-0.18290615	0.0027990341	0.10434246	-0.10043526	35_49451	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QYQ7		0	CHR12V5|COORD:514426..516055|protein expressed protein	LOC_Os12g01880.1	no descriptionDUF1668	not assigned.unknown	35_2

CUST_8723_PI403524517	2	-0.016684532	0.5114918	-0.48233032	0.25100994	-0.58808136	0.016684532	35_2444	Rep: Protein kinase - Oryza sativa (Rice)	UniRef90_O24180	"CHR5V7|COORD:2196744..2198114| CIPK2 (CBL-INTERACTING PROTEIN KINASE 2); kinase"	AT5G07070.1	CHR12V5|COORD:681269..678074|protein CBL-interacting serine/threonine-protein kinase 15, putative, expressed	LOC_Os12g02200.1	" no descriptionmoderately similar to ( 495)AT5G07070| Symbols: SnRK3.2, CIPK2 | CIPK2 (CBL-INTERACTING PROTEIN KINASE 2); kinase | chr5:2196744-2198114 REVERSEmoderately similar to ( 397)CIPK1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase SPS1 Pkinase_Tyr TyrKc PTKc PTKc_Csk_like PTKc_Srm_Brk PTKc_Src_like PTKc_Fes_like PTKc_Abl PTKc_Tec_like PTKc_FAK PTKc_Jak_rpt2 PTKc_Fer PTKc_Lck_Blk PTKc_Csk PTKc_EphR PTKc_Frk_like PTKc_Fyn_Yrk PTKc_Fes PTKc_InsR_like PTKc_Itk PTKc_Ack_like PTKc_EGFR_like PTKc_Trk PTKc_Chk PTKc_Tec_Rlk NAF PTKc_Btk_Bmx PTKc_Hck PTKc_Tyro3 PTKc_Lyn PTKc_FGFR PTKc_PDGFR PTKc_Syk_like PTKc_Yes PTKc_Ror PTKc_Src PTKc_Jak1_rpt2 PTKc_EphR_A PTKc_Jak2_Jak3_rpt2 PTKc_EphR_A10 PTK_CCK4 PTKc_Axl_like PTKc_c-ros PTKc_EphR_B PTKc_EphR_A2 PTKc_Syk PTKc_Tyk2_rpt2 PTKc_FGFR4 PTKc_FGFR2 PTKc_FGFR1 PTKc_Ror1 PTKc_FGFR3 PTKc_Met_Ron PTKc_Musk PTKc_TrkA PTKc_Axl PTKc_Tie1 PTKc_Tie2 PTK_Ryk PTKc_EGFR PTKc_TrkB PTKc_Ror2 PTKc_RET PTKc_Tie PTK_Jak_rpt1 PTKc_DDR PTKc_TrkC PTKc_Zap-70 PTKc_VEGFR PTKc_ALK_LTK PTKc_VEGFR2 PTKc_VEGFR3 PTK_HER3 PTKc_HER2 PTKc_InsR PTKc_DDR_like PTKc_HER4 PTK_Jak1_rpt1 PTKc_Kit PTKc_Aatyk PTKc_IGF-1R PTK_Tyk2_rpt1 PTK_Jak2_Jak3_rpt1 PTKc_DDR2 PTKc_CSF-1R "	protein.postranslational modification	29_4

CUST_1036_PI403524517	2	0.021461487	-0.09921074	0.0013751984	0.019750595	-0.011543274	-0.001373291	35_274	"Cluster: Hypothetical protein OJ1339_F05.116; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1339_F05.116 - Oryza sativa (japonica cult"	UniRef90_Q7XIG9	CHR3V7|COORD:2586038..2586212| 60S ribosomal protein L41 (RPL41D)	AT3G08520.1	CHR07V5|COORD:25921176..25918983|protein lipid binding protein, putative, expressed	LOC_Os07g43290.1	no descriptionnot assigned Ribosomal_L41	not assigned.unknown	35_2

CUST_107177_PI403524517	2	-0.04348278	0.51021004	0.04348278	0.05123806	-0.2737255	-0.053891182	35_30498	"Cluster: Hypothetical protein P0519D04.35; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0519D04.35 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5N7K6	"CHR1V7|COORD:18043953..18044584| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G18295.1); similar to Os01g0688600 [Oryza sativa (japonica"	AT1G48770.1	CHR01V5|COORD:28745448..28744157|protein expressed protein	LOC_Os01g49410.1	no descriptionPRK12323	not assigned.unknown	35_2

CUST_113627_PI403524517	2	0.30241585	-0.076289654	0.6156297	-0.08740091	-0.6376691	0.076289654	35_32251	"Cluster: Hypothetical protein P0016H04.11; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0016H04.11 - Oryza sativa (japonica cultivar-g"	UniRef90_Q65XV7	CHR5V7|COORD:18416217..18418871| replication protein, putative	AT5G45400.1	CHR05V5|COORD:571398..576110|protein DNA binding protein, putative, expressed	LOC_Os05g02040.1	no description	not assigned.unknown	35_2

CUST_61789_PI403524517	2	-0.011571884	0.07217693	-0.011873245	-0.008504868	0.008505821	0.031977654	35_17631	"Cluster: Beta adaptin-like; n=3; Oryza sativa (japonica cultivar-group)|Rep: Beta adaptin-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5ZEA1	CHR5V7|COORD:3671965..3676145| adaptin family protein	AT5G11490.1	CHR01V5|COORD:25321580..25329703|protein adaptin N terminal region family protein, expressed	LOC_Os01g43630.2	no descriptionweakly similar to ( 141)AT5G11490| Symbols:  | adaptin family protein | chr5:3671965-3676145 FORWARD	cell. vesicle transport	31_4

CUST_179899_PI403524517	2	0.2610221	-0.22410393	-0.2670827	0.10448408	0.113055706	-0.104483604	35_50032	"Cluster: Os08g0549900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os08g0549900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J3V9	CHR1V7|COORD:11399903..11405702| actin binding	AT1G31810.1	CHR08V5|COORD:27450156..27451200|protein expressed protein	LOC_Os08g43620.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_14614_PI404877155	2	0.02286911	0.042661667	0.025829315	-0.09255028	-0.089876175	-0.022870064	Contig8423_at	transcription factor jumonji (jmjC) domain-containing protein [Arabidopsis thaliana] ref|NP_973798.1| transcription factor jumonji (jmjC) do	NP_172380.2	transcription factor jumonji (jmjC) domain-containing protein	At1g09060.1	protein jmjC domain, putative	Os03g22540	gi|30680933|ref|NP_172380.2| expressed protein	RNA.regulation of transcription.JUMONJI family	27_3_57

CUST_20122_PI403524517	2	-0.8531127	-0.2415123	0.929862	2.0687952	-0.27688122	0.2415123	35_5830	Rep: Hypothetical protein - Cynodon dactylon (Bermuda grass)	UniRef90_Q6PR49	0	0	0	0	no description	not assigned.unknown	35_2

CUST_22070_PI403524517	2	0.16286373	-0.123402596	-0.06438732	-0.096440315	0.06438732	0.080189705	35_6411	"Cluster: Hypothetical protein OSJNBb0059K16.5; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0059K16.5 - Oryza sativa (japonica cu"	UniRef90_Q5W6V8	CHR1V7|COORD:20576170..20577999| RNA binding / ribonuclease III	AT1G55140.1	CHR11V5|COORD:7344279..7341746|protein expressed protein	LOC_Os11g13420.1	no descriptionmoderately similar to ( 213)AT1G55140| Symbols:  | RNA binding / ribonuclease III | chr1:20576455-20577999 REVERSECOG1939 RIBOc	not assigned.no ontology	35_1

CUST_19187_PI399408534	2	-0.08931017	0.3141985	-0.07477379	0.07477379	-0.57347584	0.25984192	35_46540	"Cluster: Hypothetical protein B1147A04.15; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1147A04.15 - Oryza sativa (japonica cultivar-g"	UniRef90_Q8RZB7	"CHR3V7|COORD:2391195..2391656| AGD11 (ARF-GAP DOMAIN 11); calcium ion binding"	AT3G07490.1	CHR01V5|COORD:42145130..42146336|protein calmodulin-like protein 1, putative, expressed	LOC_Os01g72080.1	"no descriptionvery weakly similar to (50.8)AT2G43290| Symbols: MSS3 | MSS3 (MULTICOPY SUPPRESSORS OF SNF4 DEFICIENCY IN YEAST 3); calcium ion binding | chr2:17998385-17999032 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned EFh TT_ORF1 FRQ1 Protamine_P1 PRK07003 DUF1777 PRK12323"	signalling.calcium	30_3

CUST_73750_PI403524517	2	0.020375252	0.47599697	-0.020375252	-0.30543327	-0.19485283	0.03809929	35_21153	"Cluster: Hypothetical protein P0458E05.19; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0458E05.19 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5JJV8	CHR5V7|COORD:7334615..7336758| nucleotide binding	AT5G22120.1	CHR01V5|COORD:42904665..42901675|protein growth inhibition and differentiation-related protein 88, putative, expressed	LOC_Os01g73470.1	no descriptionweakly similar to ( 181)AT5G22120| Symbols:  | nucleotide binding | chr5:7334615-7336758 REVERSEnot assigned	not assigned.unknown	35_2

CUST_40950_PI403524517	2	0.06541538	0.29768372	-0.023657799	-0.1142149	-0.10208511	0.023658752	35_11774	"Cluster: Os04g0626900 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os04g0626900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J9X3	"CHR3V7|COORD:5104589..5108286| similar to hypothetical protein DDBDRAFT_0219917 [Dictyostelium discoideum AX4] (GB:XP_628907.1); similar to Os04g0626900 [Oryza"	AT3G15160.1	CHR04V5|COORD:31676191..31681616|protein expressed protein	LOC_Os04g53530.1	"no descriptionweakly similar to ( 170)AT3G15160| Symbols:  | similar to hypothetical protein DDBDRAFT_0219917 [Dictyostelium discoideum AX4] (GB:XP_628907.1); similar to Os04g0626900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001053950.1); similar to OSJNBb0060E08.15 [Oryza sativa (japonica cultivar-group)] (GB:CAE04752.3); contains domain ARM repeat (SSF48371) | chr3:5104589-5108286 FORWARD"	not assigned.unknown	35_2

CUST_17907_PI399408534	2	0.2218504	-0.193923	-0.043408394	-8.773804E-5	5.540848E-4	8.678436E-5	35_31978	"Cluster: Putative receptor-like protein kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative receptor-like protein kinase - Oryza sativa (japonica"	UniRef90_Q67WE5	CHR5V7|COORD:26859656..26862352| leucine-rich repeat transmembrane protein kinase, putative	AT5G67280.1	CHR06V5|COORD:25948548..25944638|protein transposon protein, putative, unclassified, expressed	LOC_Os06g43170.1	 no descriptionweakly similar to ( 192)AT5G67280| Symbols:  | leucine-rich repeat transmembrane protein kinase, putative | chr5:26859656-26862352 REVERSEvery weakly similar to (93.6)PSKR_DAUCAPhytosulfokine receptor precursor - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PTKc Pkinase_Tyr Pkinase S_TKc S_TKc TyrKc PTKc_Musk PTKc_Trk SPS1 PTKc_EphR PTKc_Csk_like PTKc_EphR_A PTKc_Fes_like PTKc_Srm_Brk PTKc_ALK_LTK PTKc_Src_like PTKc_DDR PTKc_Jak_rpt2 PTKc_EphR_B PTKc_Axl_like PTKc_EphR_A2 PTKc_Axl PTK_Jak_rpt1 	signalling.receptor kinases.leucine rich repeat III	30_2_3

CUST_89075_PI403524517	2	0.12855434	-0.038093567	-0.050574303	-0.058960915	0.13615227	0.038093567	35_25482	"Cluster: Hypothetical protein OJ1005_B05.26; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1005_B05.26 - Oryza sativa (japonica cultiv"	UniRef90_Q6ZJ42	"CHR5V7|COORD:4632150..4633654| similar to CIL [Arabidopsis thaliana] (TAIR:AT4G25990.1); similar to CCT [Medicago truncatula] (GB:ABE93500.1); contains"	AT5G14370.1	CHR08V5|COORD:1080313..1077800|protein conserved hypothetical protein	LOC_Os08g02620.1	"no descriptionvery weakly similar to (63.9)AT5G14370| Symbols:  | similar to CIL [Arabidopsis thaliana] (TAIR:AT4G25990.1); similar to CCT [Medicago truncatula] (GB:ABE93500.1); contains InterPro domain CCT; (InterPro:IPR010402) | chr5:4632150-4633654 REVERSE"	not assigned.unknown	35_2

CUST_1383_PI404877155	2	-0.12178993	-0.15589523	0.120399475	-0.013536453	0.013536453	0.043623924	Contig11501_at	putative neutral invertase [Oryza sativa (japonica cultivar-group)]	NP_908764.1	beta-fructofuranosidase, putative / invertase, putative / saccharase, putative / beta-fructosidase, putative	At1g56560.1	"protein Similar to neutral invertase, putative; 73674-70896"	Os03g20020	"beta-fructofuranosidase, putative / invertase, putative / saccharase, putative / beta-fructosidase, putative, similar to neutral invertase (Daucus carota) GI:4200165; contains Pfam profile PF04853: Plant neutral invertase"	major CHO metabolism.degradation.sucrose.invertases.neutral	2_2_1_03_01

CUST_149246_PI403524517	2	0.01243782	0.5477104	-0.17612267	-0.012438774	-0.16747284	0.057831764	35_41748	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_73706_PI403524517	2	-0.026625156	0.02662468	0.031013012	-0.050160885	-0.42978954	0.54944754	35_21138	Rep: Ring-H2 zinc finger protein - Zea mays (Maize)	UniRef90_Q5GAQ1	"CHR3V7|COORD:8960418..8963310| ATPERK1 (PROLINE EXTENSIN-LIKE RECEPTOR KINASE 1); ATP binding / protein kinase"	AT3G24550.1	CHR07V5|COORD:25503604..25499621|protein ring-H2 zinc finger protein, putative, expressed	LOC_Os07g42610.1	no descriptionnot assigned not assigned PRK12323	not assigned.unknown	35_2

CUST_22315_PI403524517	2	-0.20979214	-0.6420746	0.0045204163	0.21107101	0.21868134	-0.0045194626	35_6482	0	0	0	0	CHR08V5|COORD:3321237..3320013|protein RING zinc finger protein-like, putative, expressed	LOC_Os08g06090.1	no description	not assigned.unknown	35_2

CUST_12007_PI403524517	2	0.1794672	-0.28299904	-0.09084225	0.15616608	-0.12308788	0.09084225	35_3417	"Cluster: C2 domain-containing protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: C2 domain-containing protein-like - Oryza sativa (japonica cultivar"	UniRef90_Q6K295	CHR5V7|COORD:19347696..19348404| C2 domain-containing protein	AT5G47710.1	CHR09V5|COORD:3948848..3952272|protein GTPase activating protein, putative, expressed	LOC_Os09g07800.1	no descriptionweakly similar to ( 180)AT5G47710| Symbols:  | C2 domain-containing protein | chr5:19347696-19348404 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned C2 C2 C2 C2_1 COG5038 C2_2 PRK12678	not assigned.no ontology.C2 domain-containing protein	35_1_19

CUST_121164_PI403524517	2	0.063964844	0.44138527	-0.09493542	-0.05807495	-0.055892944	0.05589199	35_34229	0	0		0	CHR03V5|COORD:4251987..4256589|protein transposon protein, putative, unclassified, expressed	LOC_Os03g08370.1	no description	not assigned.unknown	35_2

CUST_13766_PI403524517	2	0.097156525	-0.5735512	-0.1659584	0.011928558	0.030057907	-0.011928558	35_3949	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QWU3	0	0	CHR12V5|COORD:4192710..4190337|protein expressed protein	LOC_Os12g08210.1	no descriptionDUF1903	not assigned.unknown	35_2

CUST_75004_PI403524517	2	0.20401049	0.07299185	-0.090159416	0.08831072	-0.07299137	-0.3734398	35_21500	"Cluster: RNA polymerase sigma factor-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: RNA polymerase sigma factor-like - Oryza sativa (japonica cultivar-g"	UniRef90_Q5VNW6	CHR3V7|COORD:496186..498779| similar to hypothetical protein [Cleome spinosa] (GB:ABD96906.1)	AT3G02420.1	CHR01V5|COORD:26109267..26104301|protein expressed protein	LOC_Os01g45439.2	no descriptionweakly similar to ( 113)AT3G02420| Symbols:  | similar to hypothetical protein [Cleome spinosa] (GB:ABD96906.1) | chr3:496186-498779 REVERSE	not assigned.unknown	35_2

CUST_17313_PI404877155	2	0.062005043	-0.0302639	0.0050230026	-0.89612675	0.20373344	-0.0050230026	HU02A01u_s_at	putative pre-mRNA splicing factor SF2 [Oryza sativa (japonica cultivar-group)]	BAC79849.1	pre-mRNA splicing factor SF2 (SF2) / SR1 protein	At1g02840.1	protein RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain), putative	Os07g47630	NONE	RNA.processing	27_1

CUST_8499_PI403524517	2	0.057465553	0.17044449	-0.063079834	-0.52337456	-0.036377907	0.036376953	35_2374	"Cluster: Putative secreted protein; n=1; Streptomyces ambofaciens ATCC 23877|Rep: Putative secreted protein - Streptomyces ambofaciens ATCC 23877"	UniRef90_A0ACC3	"CHR3V7|COORD:7795290..7796294| CWLP (CELL WALL-PLASMA MEMBRANE LINKER PROTEIN); lipid binding"	AT3G22120.1	CHR10V5|COORD:8666361..8667728|protein oxidoreductase, FAD-binding family protein	LOC_Os10g17780.1	no descriptionPRK07764	not assigned.unknown	35_2

CUST_85924_PI403524517	2	0.124761105	-0.30611706	5.00679E-4	-0.17757702	0.16627598	-5.00679E-4	35_24608	"Cluster: Putative flavonol 3-O-glucosyltransferase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative flavonol 3-O-glucosyltransferase - Oryza sativa (j"	UniRef90_Q6Z478	CHR3V7|COORD:5618853..5620839| UDP-glucoronosyl/UDP-glucosyl transferase family protein	AT3G16520.2	CHR07V5|COORD:19044137..19046538|protein anthocyanidin 3-O-glucosyltransferase, putative, expressed	LOC_Os07g32020.1	no descriptionvery weakly similar to (59.7)AT1G07240| Symbols:  | UDP-glucoronosyl/UDP-glucosyl transferase family protein | chr1:2223888-2225330 FORWARDnot assigned not assigned	misc.UDP glucosyl and glucoronyl transferases	26_2

CUST_11534_PI399408534	2	0.15055275	-0.1070528	-0.048908234	-0.44316292	0.048909187	0.11333275	35_18389	"Cluster: Pherophorin-C1 protein precursor; n=1; Chlamydomonas reinhardtii|Rep: Pherophorin-C1 protein precursor - Chlamydomonas reinhardtii"	UniRef90_Q3HTK6	CHR4V7|COORD:10275928..10278502| leucine-rich repeat family protein / extensin family protein	AT4G18670.1	CHR03V5|COORD:35829135..35833105|protein histone-like transcription factor and archaeal histone family protein, expressed	LOC_Os03g63530.2	no descriptionvery weakly similar to (82.4)AT1G07980| Symbols:  | histone-like transcription factor (CBF/NF-Y) family protein | chr1:2473520-2474907 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Extensin_2 Drf_FH1 Atrophin-1 DUF1421 PRK12678 TT_ORF1 Tymo_45kd_70kd PRK12323 GRASP55_65 HPC2 infB DUF1777 PRK07003 tolA PRK05648 PRK07764 Chon_Sulph_att DUF605 Protamine_P1 TolA PRK07735 Herpes_BLLF1 Caldesmon TolA Herpes_TAF50 SSDP CDC27 KAR9 rne AF-4 APC_basic Caudal_act DUF566 Transformer PRK08853 FAP Adeno_VII IER Protamine_P2 DUF1509 Gag_spuma S-antigen Tra5 MARCKS Coprinus_mating Pneumo_att_G WTX Triadin Glutenin_hmw CTF_NFI ARG80 Herpes_UL32 Sporozoite_P67 Totivirus_coat ETS_PEA3_N Prog_receptor PRK12372 MFS_1 BASP1 YTH1 CITED Herpes_LMP2 COG0842 PRK10819 Cytadhesin_P30 PRK10263 PRK09169 PRK09111 CoxE RhaT Ten_N PotE DAG1 PRK05035 PRK08691 TFIIF_alpha PRK12495 ComEC COG3039 CobT DUF1210 MAP7 CobT COG1835 Fork_head_N BSP_II Lnt PAP1 RfbX COG0679 CTNNB1_binding VWA_CoxE COG5137 DedD Jun NatB Chorion_3 MFMR Dehydrin PRK00708 TonB Poxvirus_B22R DUF936 Nop53 Herpes_DNAp_acc COG5099 COG3547 7TMR-DISM_7TM RCSD DUF591 Adeno_PV ABC2_membrane tatB PRK11901 MCPVI RfaL STOP COG3456 TraB_pillus Competence NosY	RNA.regulation of transcription.CCAAT box binding factor family, HAP5	27_3_16

CUST_129042_PI403524517	2	0.02939415	0.56964207	0.024965286	-0.2738247	-0.16776848	-0.024965286	35_36264	"Cluster: Os10g0549700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os10g0549700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IVW6		0	CHR10V5|COORD:21200811..21211312|protein expressed protein	LOC_Os10g40220.1	no description	not assigned.unknown	35_2

CUST_30171_PI403524517	2	0.053344727	-0.29682732	0.055534363	-0.030478477	0.030478477	-0.23140144	35_8709	"Cluster: Mitochondrial processing peptidase beta subunit; n=1; Cucumis melo|Rep: Mitochondrial processing peptidase beta subunit - Cucumis melo (Muskmelon)"	UniRef90_Q9AXQ2	"CHR3V7|COORD:365631..368541| MPPBETA; metalloendopeptidase"	AT3G02090.2	CHR01V5|COORD:29871508..29875370|protein mitochondrial-processing peptidase beta subunit, mitochondrial precursor, putative, expressed	LOC_Os01g51390.1	" no descriptionweakly similar to ( 184)AT3G02090| Symbols: MPPBETA | MPPBETA; metalloendopeptidase | chr3:365631-368541 FORWARDvery weakly similar to (73.9)MPPA_SOLTUMitochondrial-processing peptidase subunit alpha, mitochondrial precursor - Solanum tuberosum (Potato)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Peptidase_M16 PqqL Ptr PRK07003 PRK12323 Atrophin-1 PRK07764 Extensin_2 PRK05648 Tymo_45kd_70kd Herpes_BLLF1 GRASP55_65 DUF566 PRK12678 HPC2 DUF1509 PRK12372 "	protein.targeting.mitochondria	29_3_2

CUST_14172_PI403524517	2	-0.0040016174	-0.24005604	0.0040016174	-0.113583565	0.0132751465	0.027098656	35_4065	"Cluster: Hypothetical protein P0681F10.42; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0681F10.42 - Oryza sativa (japonica"	UniRef90_Q5WA74	"CHR5V7|COORD:8969311..8971809| similar to Os06g0163200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001056894.1); similar to unknown protein [Oryza"	AT5G25770.2	CHR06V5|COORD:3185351..3190675|protein expressed protein	LOC_Os06g06770.1	"no descriptionmoderately similar to ( 447)AT5G25770| Symbols:  | similar to Os06g0163200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001056894.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD67646.1); contains InterPro domain Esterase/lipase/thioesterase; (InterPro:IPR000379) | chr5:8969311-8971809 REVERSEDAP2 Peptidase_S9 PRK10566 COG0412 DLH"	not assigned.unknown	35_2

CUST_19598_PI403524517	2	-0.1478138	0.44784737	-0.21857357	0.1565237	-0.29441833	0.1478138	35_5679	"Cluster: Hypothetical protein P0711E10.3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0711E10.3 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q9S7V0	CHR3|COORD:2088123..2090501| peptidyl-prolyl cis-trans isomerase cyclophilin-type family protein, contains Pfam domain, PF00160: peptidyl-prolyl cis-trans isome	AT3G66654.2	CHR01V5|COORD:8443856..8441265|protein expressed protein	LOC_Os01g15029.1	no description	not assigned.unknown	35_2

CUST_5630_PI404877155	2	0.029618263	0.14631844	-0.107562065	-0.029619217	-0.03568268	0.07847214	Contig17530_at	P0434B04.8 [Oryza sativa (japonica cultivar-group)] dbj|BAB21142.1| P0416D03.30 [Oryza sativa (japonica cultivar-group)]	NP_909242.1	XH/XS domain-containing protein / XS zinc finger domain-containing protein	At1g15910.1	protein XS domain, putative	Os01g05470	XH/XS domain-containing protein / XS zinc finger domain-containing protein, contains Pfam domains PF03469: XH domain, PF03468: XS domain and PF03470: XS zinc finger domain	RNA.regulation of transcription.unclassified	27_3_99

CUST_72219_PI403524517	2	-0.5639181	0.13207436	-0.078709126	0.39802408	0.078709126	-0.14821959	35_20700	"Cluster: Hypothetical protein P0438E12.36; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0438E12.36 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5Z6B2	0	0	CHR06V5|COORD:19779937..19780818|protein VQ motif family protein, expressed	LOC_Os06g33970.1	no description	not assigned.unknown	35_2

CUST_15109_PI403524517	2	-0.04642582	0.56935596	0.0933609	0.009610176	-0.00961113	-0.020227432	35_4356	"Cluster: Hypothetical protein P0510C12.40; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0510C12.40 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5VP66	CHR2V7|COORD:174314..175079| unknown protein	AT2G01400.1	CHR01V5|COORD:26253084..26255057|protein tat pathway signal sequence family protein, expressed	LOC_Os01g45640.1	no description	not assigned.unknown	35_2

CUST_49116_PI403524517	2	0.06162262	-1.1981053	-0.3409195	0.017395973	0.23840904	-0.017395973	35_14018	Rep: Histone H2B.1 - Zea mays (Maize)	UniRef90_P30755	CHR3V7|COORD:16924599..16925036| histone H2B, putative	AT3G46030.1	CHR01V5|COORD:2845932..2841231|protein core histone H2A/H2B/H3/H4 family protein, expressed	LOC_Os01g05970.1	 no descriptionweakly similar to ( 176)AT5G22880| Symbols:  | histone H2B, putative | chr5:7652133-7652570 REVERSEweakly similar to ( 196)H2B3_WHEATHistone H2B.3 - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned H2B Histone TT_ORF1 Tymo_45kd_70kd 	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_35642_PI403524517	2	0.61501265	0.00957346	-0.03915882	-0.09709644	0.0028252602	-0.0028252602	35_10279	"Cluster: Hypothetical protein OJ1268_B08.11; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1268_B08.11 - Oryza sativa (japonica cultiv"	UniRef90_Q6F363	CHR1V7|COORD:5329106..5331706| pentatricopeptide (PPR) repeat-containing protein	AT1G15510.1	CHR05V5|COORD:28549790..28552533|protein pentatricopeptide repeat protein PPR1106-17, putative, expressed	LOC_Os05g49920.1	no descriptionmoderately similar to ( 342)AT1G15510| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr1:5329106-5331706 FORWARDvery weakly similar to (68.9)RF1_ORYSA	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_29992_PI403524517	2	0.10567284	-0.15226555	-0.008645058	0.008644104	0.17216969	-0.049856186	35_8658	Rep: Hypothetical protein 5K14.5 - Triticum monococcum (Einkorn wheat) (Small spelt)	UniRef90_Q5NKQ9	"CHR5V7|COORD:6342565..6344643| ATBPM1 (BTB-POZ AND MATH DOMAIN 1); protein binding"	AT5G19000.1	CHR10V5|COORD:14951769..14950564|protein ATBPM6, putative	LOC_Os10g29410.1	"no descriptionweakly similar to ( 126)AT3G06190| Symbols: ATBPM2 | ATBPM2; protein binding | chr3:1874583-1876581 REVERSEnot assigned not assigned not assigned not assigned BTB BTB"	protein.degradation.ubiquitin.E3.BTB/POZ Cullin3.BTB/POZ	29_5_11_4_5_2

CUST_107203_PI403524517	2	-0.012616634	-0.051321983	-0.02193594	0.0126161575	1.8853655	0.7182884	35_30504	"Cluster: Os05g0405500 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0405500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DIA1	"CHR1V7|COORD:28203734..28205572| CYP721A1 (cytochrome P450, family 721, subfamily A, polypeptide 1); oxygen binding"	AT1G75130.1	CHR05V5|COORD:19661708..19659148|protein cytochrome P450 72A1, putative, expressed	LOC_Os05g33590.1	" no descriptionvery weakly similar to (59.3)AT1G75130| Symbols: CYP721A1 | CYP721A1 (cytochrome P450, family 721, subfamily A, polypeptide 1); oxygen binding | chr1:28203734-28205572 REVERSE"	misc.cytochrome P450	26_10

CUST_65124_PI403524517	2	0.021129608	0.5012932	0.049123764	-0.27093983	-0.18586922	-0.021129608	35_18595	"Cluster: Hypothetical protein B1274F11.20; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1274F11.20 - Oryza sativa (japonica cultivar-g"	UniRef90_Q651E1	CHR5V7|COORD:652157..653437| hydroxyproline-rich glycoprotein family protein	AT5G02850.1	CHR09V5|COORD:21275819..21273156|protein expressed protein	LOC_Os09g36890.2	no descriptionweakly similar to ( 169)AT5G02850| Symbols:  | hydroxyproline-rich glycoprotein family protein | chr5:652157-653437 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Tymo_45kd_70kd PRK12678 DUF566 PRK12323 AF-4	not assigned.no ontology.hydroxyproline rich proteins	35_1_41

CUST_14283_PI404877155	2	0.15293217	-0.16892242	-0.13953781	-0.02186966	0.02186966	0.13928223	Contig8128_at	putative AUX1-like permease [Oryza sativa (japonica cultivar-group)] dbj|BAD82311.1| putative AUX1-like permease [Oryza sativa (japonica	NP_915556.1	amino acid permease, putative (AUX1)	At2g38120.1	protein Transmembrane amino acid transporter protein	Os01g63770	NONE	transport.amino acids	34_3

CUST_163549_PI403524517	2	-0.07606745	0.9034858	0.14109707	-0.038086414	0.018228054	-0.018228054	35_45605	"Cluster: Putative aspartate-tRNA ligase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative aspartate-tRNA ligase - Oryza sativa (japonica cultivar-group"	UniRef90_Q6ZHC3	CHR4V7|COORD:13505387..13507625| aspartyl-tRNA synthetase, putative / aspartate--tRNA ligase, putative	AT4G26870.1	CHR02V5|COORD:28107735..28113117|protein aspartyl-tRNA synthetase, putative, expressed	LOC_Os02g46130.1	 no descriptionvery weakly similar to (59.3)AT4G26870| Symbols:  | aspartyl-tRNA synthetase, putative / aspartate--tRNA ligase, putative | chr4:13505387-13507625 FORWARDnot assigned AsxRS_core aspC 	protein.aa activation.aspartate-tRNA ligase	29_1_12

CUST_23186_PI399408534	2	-0.05803013	0.22696018	0.05802965	-0.12432718	-0.33844662	0.102657795	35_10437	"Cluster: Probable histone acetyltransferase HAC-like 1; n=1; Oryza sativa|Rep: Probable histone acetyltransferase HAC-like 1 - Oryza sativa (Rice)"	UniRef90_Q6YXY2	"CHR1V7|COORD:29721826..29728859| HAC1 (P300/CBP acetyltransferase-related protein 2 gene); transcription cofactor"	AT1G79000.1	CHR02V5|COORD:1986422..1997361|protein HAC1, putative, expressed	LOC_Os02g04490.1	" no descriptionmoderately similar to ( 322)AT1G79000| Symbols: PCAT2, HAC1 | HAC1 (P300/CBP acetyltransferase-related protein 2 gene); transcription cofactor | chr1:29721826-29728859 REVERSE"	RNA.regulation of transcription.Histone acetyltransferases	27_3_54

CUST_84808_PI403524517	2	0.5410905	-0.8155155	0.031421185	0.31071186	-0.15910769	-0.031420708	35_24300	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_35991_PI403524517	2	-0.0045394897	0.17887306	0.40250778	-0.2223978	-0.23261738	0.0045394897	35_10379	Rep: H0306F12.7 protein - Oryza sativa (Rice)	UniRef90_Q259Q6	CHR3V7|COORD:18170016..18172279| AMP-dependent synthetase and ligase family protein	AT3G48990.1	CHR04V5|COORD:34691595..34689376|protein peroxisomal-coenzyme A synthetase, putative, expressed	LOC_Os04g58710.2	no descriptionweakly similar to ( 106)AT3G48990| Symbols:  | AMP-dependent synthetase and ligase family protein | chr3:18170016-18172279 REVERSEnot assigned not assigned not assigned PRK05852 CaiC PRK07787 PRK07514 PRK07529 AMP-binding FAA1 PRK07656 PRK06334 PRK08043 PRK05605 PRK06187 PRK08180 PRK08633 PRK09088 PRK07768 PRK06814 PRK07684 PRK09274 PRK07769 PRK08315 PRK08751	lipid metabolism.FA synthesis and FA elongation.acyl coa ligase	11_1_8

CUST_66783_PI403524517	2	0.018585205	-0.15750408	-0.06185627	-0.0047540665	0.0047540665	0.04038143	35_19068	Rep: Protein At4g14147 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q2V3I8	CHR4V7|COORD:8154074..8156241| ARPC4 (actin-related protein C4)	AT4G14147.1	CHR03V5|COORD:35608590..35611728|protein actin-related protein 2/3 complex subunit 4, putative, expressed	LOC_Os03g63090.1	no descriptionmoderately similar to ( 311)AT4G14147| Symbols: ARPC4 | ARPC4 (actin-related protein C4) | chr4:8154074-8156241 REVERSEnot assigned ARPC4	not assigned.unknown	35_2

CUST_88624_PI403524517	2	0.22577047	-0.4355874	0.13727856	-0.037927628	-0.42718172	0.03792715	35_25364	"Cluster: Putative HECT ubiquitin-protein ligase 3; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative HECT ubiquitin-protein ligase 3 - Oryza sativa (jap"	UniRef90_Q6YU89	CHR4V7|COORD:18041497..18049286| KAK (KAKTUS)	AT4G38600.1	CHR02V5|COORD:91606..86472|protein thyroid receptor-interacting protein 12, putative, expressed	LOC_Os02g01170.1	 no descriptionmoderately similar to ( 283)AT4G38600| Symbols: UPL3, KAK | KAK (KAKTUS) | chr4:18041497-18049286 REVERSEnot assigned 	protein.degradation.ubiquitin.E3.HECT	29_5_11_4_1

CUST_30830_PI403524517	2	0.17386913	0.016488552	-0.10365534	-0.016488552	0.032526016	-0.18381691	35_8897	"Cluster: Putative endoxyloglucan transferase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative endoxyloglucan transferase - Oryza sativa (japonica cult"	UniRef90_Q8GVQ2	CHR1V7|COORD:3878689..3880286| xyloglucan:xyloglucosyl transferase, putative / xyloglucan endotransglycosylase, putative / endo-xyloglucan transferase, putative	AT1G11545.1	CHR07V5|COORD:20727712..20729724|protein xyloglucan endotransglucosylase/hydrolase protein 8 precursor, putative, expressed	LOC_Os07g34580.1	 no descriptionweakly similar to ( 112)AT1G11545| Symbols:  | xyloglucan:xyloglucosyl transferase, putative / xyloglucan endotransglycosylase, putative / endo-xyloglucan transferase, putative | chr1:3878689-3880286 REVERSEvery weakly similar to (91.7)XTH_SOYBNProbable xyloglucan endotransglucosylase/hydrolase precursor - Glycine max (Soybean)GH16_XET Glyco_hydro_16 Glyco_hydrolase_16 	cell wall.modification	10_7

CUST_161137_PI403524517	2	0.27794456	0.3600998	-0.27794456	0.469656	-0.48151922	-0.32273483	35_44958	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_58572_PI403524517	2	-0.1262703	0.44646358	-0.03314972	0.12900257	0.03314972	-0.15304375	35_16707	"Cluster: Putative 50S ribosomal protein L24, chloroplast; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative 50S ribosomal protein L24, chloroplast - Ory"	UniRef90_Q653V9	CHR5V7|COORD:22200272..22201629| 50S ribosomal protein L24, chloroplast  (CL24)	AT5G54600.1	CHR06V5|COORD:28473781..28471589|protein 50S ribosomal protein L24, chloroplast precursor, putative, expressed	LOC_Os06g46930.1	 no descriptionmoderately similar to ( 210)AT5G54600| Symbols:  | 50S ribosomal protein L24, chloroplast  (CL24) | chr5:22200272-22201629 FORWARDmoderately similar to ( 209)RK24_PEA50S ribosomal protein L24, chloroplast precursor - Pisum sativum (Garden pea)not assigned rplX RplX rpl24 rplX rpl24p 	protein.synthesis.mito/plastid ribosomal protein.plastid	29_2_1_1

CUST_19549_PI403524517	2	0.06377506	-0.022602081	-0.23569012	0.022603035	-0.14560127	0.08201885	35_5664	Rep: Hypothetical protein OSJNBb0006J12.7 - Oryza sativa (japonica cultivar-group)	UniRef90_Q6AUL4	"CHR5V7|COORD:7960759..7967647| (MALE GAMETOGENESIS IMPAIRED ANTHERS); cation-transporting ATPase"	AT5G23630.1	CHR05V5|COORD:19541562..19526329|protein cation-transporting ATPase, putative, expressed	LOC_Os05g33390.1	"no descriptionmoderately similar to ( 370)AT5G23630| Symbols:  | (MALE GAMETOGENESIS IMPAIRED ANTHERS); cation-transporting ATPase | chr5:7960759-7967647 REVERSEnot assigned not assigned"	transport.unspecified cations	34_14

CUST_74700_PI403524517	2	0.06732273	-0.15339088	-0.15327835	-0.04796028	0.414114	0.047959328	35_21419	"Cluster: Putative serine protease; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative serine protease - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8RVC2	CHR5V7|COORD:23882123..23885246| subtilase family protein	AT5G59120.1	CHR10V5|COORD:20062636..20059956|protein subtilisin-like protease precursor, putative, expressed	LOC_Os10g38080.1	no descriptionweakly similar to ( 120)AT5G59120| Symbols:  | subtilase family protein | chr5:23882123-23885246 REVERSEnot assigned	protein.degradation.subtilases	29_5_1

CUST_15129_PI403524517	2	-0.038446426	-0.02777958	0.121453285	0.027780533	-0.22858429	0.07147217	35_4362	"Cluster: Prefoldin; t-snare; Protein kinase PKN/PRK1, effector; n=1; Medicago truncatula|Rep: Prefoldin; t-snare; Protein kinase PKN/PRK1, effector - Medicago"	UniRef90_Q1T3X4	CHR1V7|COORD:8666060..8672346| myosin-related	AT1G24460.1	CHR02V5|COORD:23259034..23266080|protein expressed protein	LOC_Os02g38480.1	no descriptionweakly similar to ( 174)AT1G24460| Symbols:  | myosin-related | chr1:8666060-8672346 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned Smc SbcC PRK03918	cell.organisation	31_1

CUST_3064_PI403524517	2	0.061867714	-0.09070206	0.046092987	-0.046092987	-0.059387207	0.059936523	35_833	"Cluster: NADH dehydrogenase; n=3; Magnoliophyta|Rep: NADH dehydrogenase - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q8LAL7	CHR5V7|COORD:2759849..2761727| NADH-ubiquinone oxidoreductase 51 kDa subunit, mitochondrial, putative	AT5G08530.1	CHR07V5|COORD:26911769..26915801|protein NADH-ubiquinone oxidoreductase 51 kDa subunit, mitochondrial precursor, putative, expressed	LOC_Os07g45090.1	 no descriptionmoderately similar to ( 215)AT5G08530| Symbols:  | NADH-ubiquinone oxidoreductase 51 kDa subunit, mitochondrial, putative | chr5:2759849-2761727 REVERSEnot assigned NuoF PRK11278 	mitochondrial electron transport / ATP synthesis.NADH-DH.localisation not clear	9_1_2

CUST_15465_PI403524517	2	0.15814018	-0.5176344	-0.011872292	-0.028147697	0.011873245	0.014831543	35_4462	"Cluster: Hypothetical protein P0020D05.10; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0020D05.10 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6YTI9	"CHR1V7|COORD:25543073..25544077| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G77770.2); similar to Pm27 [Prunus mume] (GB:BAE48661.1); contains"	AT1G68140.2	CHR02V5|COORD:21526939..21523733|protein expressed protein	LOC_Os02g35840.1	"no descriptionmoderately similar to ( 226)AT1G68140| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G77770.2); similar to Pm27 [Prunus mume] (GB:BAE48661.1); contains InterPro domain Protein of unknown function DUF1644; (InterPro:IPR012866) | chr1:25543073-25544077 REVERSEDUF1644"	not assigned.unknown	35_2

CUST_5120_PI403524517	2	0.060251236	-0.1901598	-0.046453476	0.07449722	0.02098751	-0.020986557	35_1407	Rep: F9K20.8 protein - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q9ZVA6	"CHR1V7|COORD:5776543..5778320| UBC36; ubiquitin-protein ligase"	AT1G16890.2	CHR01V5|COORD:27998496..27995241|protein ubiquitin-conjugating enzyme E2 N, putative, expressed	LOC_Os01g48280.2	"no descriptionvery weakly similar to (70.9)AT1G16890| Symbols: UBC36 | UBC36; ubiquitin-protein ligase | chr1:5776543-5778320 REVERSE"	protein.degradation.ubiquitin.E2	29_5_11_3

CUST_69969_PI403524517	2	0.055012703	0.2911787	-0.055012703	-0.13328075	-0.061455727	0.12789059	35_20022	"Cluster: Putative NTS2 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative NTS2 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5N7I7	"CHR1V7|COORD:27065416..27067715| similar to permease-related [Arabidopsis thaliana] (TAIR:AT1G34470.1); similar to Os01g0882300 [Oryza"	AT1G71900.1	CHR01V5|COORD:38626848..38632491|protein non-imprinted in Prader-Willi/Angelman syndrome region protein 1, putative, expressed	LOC_Os01g65986.1	"no descriptionmoderately similar to ( 460)AT1G71900| Symbols:  | similar to permease-related [Arabidopsis thaliana] (TAIR:AT1G34470.1); similar to Os01g0882300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001045007.1); similar to Non-imprinted in Prader-Willi/Angelman syndrome re (GB:ABA91886.2); similar to Os05g0424800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001055595.1); contains InterPro domain Protein of unknown function DUF803; (InterPro:IPR008521) | chr1:27065416-27067715 FORWARDnot assigned DUF803 RhaT"	not assigned.unknown	35_2

CUST_92918_PI403524517	2	-0.03852272	0.064534664	-0.006685734	0.25758648	-0.0028777122	0.0028777122	35_26569	"Cluster: Os03g0741600 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os03g0741600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DNP9	CHR1V7|COORD:6978101..6985306| family II extracellular lipase, putative	AT1G20130.1	CHR03V5|COORD:30386937..30388267|protein prenylated Rab receptor 2, putative, expressed	LOC_Os03g53070.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07764 DUF1421 Tymo_45kd_70kd PRK05648 PRK08853 Atrophin-1 Drf_FH1 DUF605 KAR9 APC_basic TonB HPC2 PRK10819 GRASP55_65	not assigned.unknown	35_2

CUST_152314_PI403524517	2	-0.6993685	-0.42069483	-0.5427246	0.42069435	1.0946817	0.43050766	35_42573	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_2007_PI399408534	2	0.23509026	-0.74282074	-0.014723778	-0.08309364	0.014724731	0.119522095	35_3067	"Cluster: Probable chromatin remodelling complex ATPase chain; n=1; Oryza sativa|Rep: Probable chromatin remodelling complex ATPase chain - Oryza sativa (Rice)"	UniRef90_Q7G8Y3	"CHR3V7|COORD:1941072..1946706| CHR11 (CHROMATIN-REMODELING PROTEIN 11); DNA-dependent ATPase"	AT3G06400.1	CHR01V5|COORD:15410171..15402728|protein chromatin remodelling complex ATPase chain, putative, expressed	LOC_Os01g27040.1	"no descriptionnearly identical (1481)AT3G06400| Symbols: CHR11 | CHR11 (CHROMATIN-REMODELING PROTEIN 11); DNA-dependent ATPase | chr3:1941072-1946706 FORWARDnearly identical (1579)ISW2_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned HepA SNF2_N SLIDE HELICc DEXDc DEXHc HELICc Helicase_C DEXDc SSL2 HAND MPH1 SrmB"	RNA.regulation of transcription.Chromatin Remodeling Factors	27_3_44

CUST_106100_PI403524517	2	-0.02486229	0.48741817	0.038155556	-0.11543846	-0.12436962	0.02486229	35_30203	"Cluster: IMP dehydrogenase/GMP reductase domain containing protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: IMP dehydrogenase/GMP reductase"	UniRef90_Q337C0	"CHR2V7|COORD:18955390..18956433| similar to BPS1 (BYPASS 1) [Arabidopsis thaliana] (TAIR:AT1G01550.2); similar to unknown [Solanum tuberosum] (GB:ABB16971.1);"	AT2G46080.1	CHR10V5|COORD:19471354..19474104|protein expressed protein	LOC_Os10g36950.1	no description	not assigned.unknown	35_2

CUST_67729_PI403524517	2	-0.05856037	0.4465437	0.04975605	-0.12770271	-0.04975605	0.08587456	35_19350	0	0	0	0	CHR09V5|COORD:21849537..21846101|protein serine/threonine-protein kinase receptor precursor, putative	LOC_Os09g37890.1	no description	not assigned.unknown	35_2

CUST_19602_PI403524517	2	0.07879925	-0.5499973	-0.10489082	0.018101692	0.03233719	-0.018102646	35_5680	"Cluster: Metallopeptidase family M24 containing protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Metallopeptidase family M24 containing prot"	UniRef90_Q2QNJ1	CHR1V7|COORD:3003983..3008133| metallopeptidase M24 family protein	AT1G09300.1	CHR12V5|COORD:23072597..23077992|protein peptidase C12B10.05, putative, expressed	LOC_Os12g37640.1	no descriptionweakly similar to ( 181)AT1G09300| Symbols:  | metallopeptidase M24 family protein | chr1:3003983-3008133 FORWARDnot assigned not assigned Prolidase PRK10879 PepP Peptidase_M24 APP-like APP_MetAP PRK09795	protein.degradation.metalloprotease	29_5_7

CUST_33576_PI399408534	2	0.0849781	0.028983116	-0.04002571	-0.03689289	-0.028983116	0.14489174	35_16635	"Cluster: Putative receptor-mediated endocytosis 1 isoform I; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative receptor-mediated endocytosis 1 isoform I"	UniRef90_Q653F5	"CHR3|COORD:7074823..7078789| similar to calcium-binding EF hand family protein [Arabidopsis thaliana] (TAIR:At4g05520.2); similar to calcium-binding EF hand"	AT3G20290.2	CHR06V5|COORD:28687796..28693063|protein EH-domain-containing protein 1, putative, expressed	LOC_Os06g47330.1	no descriptionhighly similar to ( 917)AT3G20290| Symbols:  | calcium ion binding | chr3:7075063-7078661 REVERSEnot assigned not assigned Dynamin_N EH EH Era_like	signalling.calcium	30_3

CUST_47894_PI403524517	2	0.0076904297	-0.36419296	-0.09819794	-0.007692337	0.055999756	0.021450043	35_13698	"Cluster: Os01g0835900 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0835900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JHY5	CHR5V7|COORD:24068875..24069186| histone H4	AT5G59690.1	CHR10V5|COORD:20690219..20689571|protein histone H4, putative, expressed	LOC_Os10g39410.1	no descriptionweakly similar to ( 171)AT5G59970| Symbols:  | histone H4 | chr5:24163578-24163889 REVERSEweakly similar to ( 171)H4_PEAHistone H4 - Pisum sativum (Garden pea)not assigned H4 H4 HHT1 Histone PRK07003	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_71763_PI403524517	2	0.116770744	0.011377335	-0.065488815	-0.011376381	-0.06284332	0.13902473	35_20569	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_70299_PI403524517	2	0.15207958	0.21580124	-0.10494614	-0.13801384	-0.28909302	0.10494518	35_20130	"Cluster: PHD-finger family homeodomain protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: PHD-finger family homeodomain protein - Oryza sativa (japonica"	UniRef90_Q8H991	0	0	CHR06V5|COORD:6724321..6733446|protein homeobox protein HOX1A, putative, expressed	LOC_Os06g12400.1	no description	not assigned.unknown	35_2

CUST_47643_PI403524517	2	0.06207943	-0.2327137	0.005268097	-0.0052671432	-0.0054883957	0.018823624	35_13634	Rep: Super cysteine rich protein - Homo sapiens (Human)	UniRef90_Q16861	"CHR1V7|COORD:6062306..6063100| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G11890.1); similar to Heavy metal transport/detoxification protein;"	AT1G17620.1	CHR12V5|COORD:3878353..3884319|protein SWIRM domain containing protein, expressed	LOC_Os12g07730.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned GAL11 LSR Metallothio TolA	not assigned.unknown	35_2

CUST_35417_PI403524517	2	0.07682419	0.39771128	0.06351948	-0.15077734	-0.17969751	-0.06351948	35_10211	"Cluster: Putative NADPH:adrenodoxin oxidoreductase mitochondrial; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative NADPH:adrenodoxin oxidoreductase mit"	UniRef90_Q6ERP0	CHR4V7|COORD:15621556..15624717| NADP adrenodoxin-like ferredoxin reductase	AT4G32360.1	CHR02V5|COORD:10207337..10212954|protein NADPH adrenodoxin oxidoreductase, mitochondrial precursor, putative, expressed	LOC_Os02g17700.1	 no descriptionmoderately similar to ( 350)AT4G32360| Symbols:  | NADP adrenodoxin-like ferredoxin reductase | chr4:15621556-15624717 FORWARDvery weakly similar to (63.2)GLSN_MEDSAGlutamate synthase [NADH], chloroplast precursor - Medicago sativa (Alfalfa)not assigned not assigned GltD PRK11749 gltD PRK12814 PRK12771 PRK12831 PRK12770 PRK12809 PRK12769 PRK12775 PRK12778 Pyr_redox_2 	PS.lightreaction.other electron carrier (ox/red).ferredoxin reductase	1_1_5_3

CUST_73532_PI403524517	2	0.0122795105	0.0987978	-0.0122795105	-0.08042145	0.0272398	-0.057382584	35_21086	"Cluster: Putative NHL repeat-containing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative NHL repeat-containing protein - Oryza sativa (japonic"	UniRef90_Q6YWQ3	CHR1V7|COORD:26469749..26472134| NHL repeat-containing protein	AT1G70280.2	CHR02V5|COORD:30421851..30425872|protein expressed protein	LOC_Os02g49770.1	no descriptionweakly similar to ( 102)AT1G70280| Symbols:  | NHL repeat-containing protein | chr1:26469749-26472134 REVERSE	not assigned.no ontology	35_1

CUST_19103_PI403524517	2	0.18744802	-0.53090286	0.083435535	-0.083435535	-0.25010824	0.35344696	35_5535	Rep: Putative DNA ligase 4 - Oryza sativa (Rice)	UniRef90_Q7X7E9	CHR1V7|COORD:3834762..3837305| ABC1 family protein	AT1G11390.1	CHR04V5|COORD:30419719..30410572|protein DNA ligase I, ATP-dependent family protein, expressed	LOC_Os04g51700.1	no descriptionweakly similar to ( 103)AT1G11390| Symbols:  | ABC1 family protein | chr1:3834762-3837305 REVERSEweakly similar to ( 195)DNL4_ORYSAnot assigned	DNA.synthesis/chromatin structure	28_1

CUST_24521_PI403524517	2	-0.046924114	-0.5303979	0.13072872	0.02354002	-0.023539543	0.14592361	35_7117	"Cluster: Double-stranded RNA-binding domain (DsRBD)-containing protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Double-stranded RNA-binding domain"	UniRef90_Q6H5U8	"CHR4V7|COORD:11511523..11516934| CPL1 (FIERY 2); double-stranded RNA binding"	AT4G21670.1	CHR02V5|COORD:25620879..25630203|protein CPL1, putative, expressed	LOC_Os02g42600.1	" no descriptionvery weakly similar to (89.0)AT4G21670| Symbols: FRY2, ATCPL1, FLP1, CPL1 | CPL1 (FIERY 2); double-stranded RNA binding | chr4:11511523-11516934 FORWARD"	RNA.RNA binding	27_4

CUST_77754_PI403524517	2	0.2246933	0.55694103	0.2564907	-0.45199966	-0.38147783	-0.22469378	35_22290	"Cluster: Putative PIR7A protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative PIR7A protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ZC62	0	0	CHR08V5|COORD:517530..513311|protein polyneuridine-aldehyde esterase precursor, putative, expressed	LOC_Os08g01850.1	no description	not assigned.unknown	35_2

CUST_141471_PI403524517	2	0.07364273	0.083841324	0.115997314	-0.07364178	-0.28086853	-0.11620903	35_39651	"Cluster: Putative ATP-dependent DNA helicase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ATP-dependent DNA helicase - Oryza sativa (japonica cult"	UniRef90_Q6ZHK2	CHR4V7|COORD:12890704..12898319| UvrD/REP helicase family protein	AT4G25120.1	CHR07V5|COORD:18349942..18336508|protein ATP binding protein, putative, expressed	LOC_Os07g30980.1	no descriptionmoderately similar to ( 241)AT4G25120| Symbols:  | UvrD/REP helicase family protein | chr4:12890704-12898319 FORWARDnot assigned UvrD-helicase UvrD PRK10919 uvrD RecB	DNA.synthesis/chromatin structure	28_1

CUST_16458_PI399408534	2	0.066039085	0.6898794	-0.066039085	-0.23782158	-0.13568783	0.29640007	35_11126	Rep: H0115B09.1 protein - Oryza sativa (Rice)	UniRef90_Q01IQ1	CHR5|COORD:26513181..26514903| zinc finger (GATA type) family protein	AT5G66320.2	CHR02V5|COORD:25991045..25993307|protein GATA zinc finger family protein, expressed	LOC_Os02g43150.1	no descriptionweakly similar to ( 138)AT5G66320| Symbols:  | zinc finger (GATA type) family protein | chr5:26513434-26514535 REVERSEnot assigned ZnF_GATA GATA ZnF_GATA	RNA.regulation of transcription.C2C2(Zn) GATA transcription factor family	27_3_9

CUST_91248_PI403524517	2	0.24682283	0.86177444	0.08519459	-0.15599108	-1.0406213	-0.085195065	35_26093	"Cluster: Os06g0330100 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os06g0330100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DCH0	CHR3V7|COORD:2226250..2229030| RPM1 (RESISTANCE TO P. SYRINGAE PV MACULICOLA 1)	AT3G07040.1	CHR06V5|COORD:13057028..13054163|protein disease resistance protein RPM1, putative, expressed	LOC_Os06g22460.1	 no descriptionweakly similar to ( 173)AT3G07040| Symbols: RPS3, RPM1 | RPM1 (RESISTANCE TO P. SYRINGAE PV MACULICOLA 1) | chr3:2226250-2229030 REVERSEnot assigned NB-ARC 	stress.biotic	20_1

CUST_15952_PI404877155	2	0.117572784	-0.6599369	-0.10280037	0.07147312	-0.01790142	0.017902374	Contig9794_at	putative heterogeneous nuclearribonucleoprotein A2 [Oryza sativa (japonica cultivar-group)] dbj|BAD17632.1| putative heterogeneous nuclearri	XP_464699.1	glycine-rich protein	At5g46730.1	protein RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain), putative	Os02g12850	0.2_HMGI_Y T01851	RNA.regulation of transcription	27_3

CUST_175325_PI403524517	2	-0.34791327	-0.10030556	-0.12451458	0.10030556	1.5234318	0.14013386	35_48799	"Cluster: Hypothetical protein OSJNBa0006G10.11; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0006G10.11 - Oryza sativa (japonica"	UniRef90_Q69KV3	"CHR2V7|COORD:6645049..6646334| similar to PREDICTED: similar to PRKR interacting protein 1 (IL11 inducible) [Canis familiaris] (GB:XP_850116.1); similar to"	AT2G15270.1	CHR09V5|COORD:489930..492982|protein PRKR interacting protein 1, putative, expressed	LOC_Os09g01690.1	no descriptionnot assigned DUF1168	not assigned.unknown	35_2

CUST_18670_PI403524517	2	-3.2850413	0.7984896	-0.3219204	1.4416637	-1.1334906	0.3219204	35_5400	"Cluster: Hypothetical protein OSJNBa0071K18.16; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0071K18.16 - Oryza sativa (japonica"	UniRef90_Q8H924	CHR5V7|COORD:24428179..24432075| zinc finger (C3HC4-type RING finger) family protein	AT5G60710.1	CHR10V5|COORD:16828353..16825951|protein protein binding protein, putative, expressed	LOC_Os10g32760.1	no descriptionvery weakly similar to (60.1)AT5G60710| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr5:24428179-24432075 REVERSEPRK12323	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_108538_PI403524517	2	0.040293694	-0.040293694	0.05098343	-0.05005741	-0.08337593	0.044683456	35_30871	"Cluster: Os08g0162000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os08g0162000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J7U7	CHR1V7|COORD:5037664..5040194| endomembrane protein 70, putative	AT1G14670.1	CHR03V5|COORD:7202805..7207233|protein transmembrane 9 superfamily protein member 1 precursor, putative, expressed	LOC_Os03g13380.1	 no descriptionweakly similar to ( 155)AT2G01970| Symbols:  | endomembrane protein 70, putative | chr2:452196-454818 REVERSEnot assigned not assigned EMP70 	not assigned.no ontology	35_1

CUST_8774_PI403524517	2	-0.15539503	-0.6905718	0.4912672	0.30098343	0.15461779	-0.15461731	35_2460	"Cluster: Putative cellular retinaldehyde-binding protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative cellular retinaldehyde-binding protein - Ory"	UniRef90_Q75GU9	CHR1V7|COORD:28218066..28219347| transporter	AT1G75170.2	CHR03V5|COORD:29371677..29376000|protein expressed protein	LOC_Os03g51430.2	no descriptionmoderately similar to ( 306)AT1G75170| Symbols:  | transporter | chr1:28218405-28219347 FORWARDnot assigned not assigned SEC14 SEC14 CRAL_TRIO	transport.misc	34_99

CUST_2159_PI399408534	2	-0.45526886	0.1571989	0.1403265	-0.25557327	0.12911987	-0.12911987	35_23669	Rep: Dof2 - Zea mays (Maize)	UniRef90_Q41800	"CHR3V7|COORD:7474940..7475554| ADOF2 (Arabidopsis dof zinc finger protein 2); DNA binding / transcription factor"	AT3G21270.1	CHR09V5|COORD:18233923..18234875|protein dof zinc finger protein MNB1A, putative, expressed	LOC_Os09g29960.1	no descriptionvery weakly similar to (52.4)AT2G28510| Symbols:  | Dof-type zinc finger domain-containing protein | chr2:12206460-12207704 REVERSEvery weakly similar to (50.8)MNB1A_MAIZEDof zinc finger protein MNB1A - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07003 PRK12323 PRK07764 zf-Dof Atrophin-1 PRK05648 APC_basic PRK12678 Tymo_45kd_70kd PRK08853 PRK00708 TT_ORF1	RNA.regulation of transcription.C2C2(Zn) DOF zinc finger family	27_3_8

CUST_96469_PI403524517	2	0.09492588	0.72885704	0.09908199	-0.24599934	-0.094926834	-0.14615154	35_27553	"Cluster: Os02g0494000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os02g0494000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E141	"CHR3|COORD:1278090..1281124| similar to stress-inducible protein, putative [Arabidopsis thaliana] (TAIR:At4g12400.1); similar to"	AT3G04710.2	CHR02V5|COORD:17310286..17303250|protein ankyrin-like protein, putative, expressed	LOC_Os02g29190.1	no descriptionvery weakly similar to (82.4)AT3G04710| Symbols:  | binding | chr3:1278235-1280948 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned ANK Arp	cell.organisation	31_1

CUST_3949_PI403524517	2	-0.24535751	0.4194212	0.6261568	0.061672688	-0.061673164	-0.20728302	35_1095	"Cluster: Galactinol synthase 3, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Galactinol synthase 3, putative, expressed - Oryza sativa"	UniRef90_Q10MB0	"CHR2V7|COORD:19376119..19377442| ATGOLS1 (ARABIDOPSIS THALIANA GALACTINOL SYNTHASE 1); transferase, transferring hexosyl groups"	AT2G47180.1	CHR03V5|COORD:11346033..11347752|protein galactinol synthase 3, putative, expressed	LOC_Os03g20120.1	" no descriptionmoderately similar to ( 484)AT2G47180| Symbols: ATGOLS1 | ATGOLS1 (ARABIDOPSIS THALIANA GALACTINOL SYNTHASE 1); transferase, transferring hexosyl groups | chr2:19376119-19377442 REVERSEnot assigned not assigned not assigned not assigned not assigned Glyco_transf_8 RfaJ COG5597 PRK07003 PRK07764 "	minor CHO metabolism.raffinose family.galactinol synthases.putative	3_1_1_2

CUST_61712_PI403524517	2	0.10586357	-0.22859478	-0.048327446	0.046030045	0.014890671	-0.014891624	35_17608	Rep: Hypothetical protein - Medicago truncatula (Barrel medic)	UniRef90_Q2HT92	CHR5V7|COORD:558602..558709| similar to conserved hypothetical protein [Medicago truncatula] (GB:ABD32900.1)	AT5G02502.1	0	0	no descriptionvery weakly similar to (68.9)AT5G02502| Symbols:  | similar to conserved hypothetical protein [Medicago truncatula] (GB:ABD32900.1) | chr5:558602-558709 REVERSE	not assigned.unknown	35_2

CUST_8370_PI403524517	2	-0.49388027	0.44222832	0.0019073486	0.28430557	-0.0061130524	-0.0019073486	35_2338	0	0	0	0	CHR10V5|COORD:17644205..17645488|protein expressed protein	LOC_Os10g33862.1	no description	not assigned.unknown	35_2

CUST_19862_PI399408534	2	0.15219688	0.10481644	-0.10481644	-0.28396082	0.23672295	-0.80472183	35_6306	"Cluster: P0028E10.20 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: P0028E10.20 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q9AS72	CHR3V7|COORD:20937853..20939776| AtATG18d (Arabidopsis thaliana homolog of yeast autophagy 18 (ATG18) d)	AT3G56440.1	CHR01V5|COORD:3502467..3507333|protein WD-repeat domain phosphoinositide-interacting protein 3, putative, expressed	LOC_Os01g07400.2	no descriptionmoderately similar to ( 234)AT3G56440| Symbols: AtATG18d | AtATG18d (Arabidopsis thaliana homolog of yeast autophagy 18 (ATG18) d) | chr3:20937853-20939776 FORWARDnot assigned not assigned	RNA.regulation of transcription.unclassified	27_3_99

CUST_130568_PI403524517	2	0.0358696	-0.31484795	-0.0358696	0.0358696	0.03692627	-0.05564499	35_36668	Rep: Histone H2B.2 - Triticum aestivum (Wheat)	UniRef90_P05621	CHR3V7|COORD:16924599..16925036| histone H2B, putative	AT3G46030.1	CHR01V5|COORD:2845932..2841231|protein core histone H2A/H2B/H3/H4 family protein, expressed	LOC_Os01g05970.1	no descriptionvery weakly similar to (51.2)H2B2_WHEATHistone H2B.2 - Triticum aestivum (Wheat)TT_ORF1	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_176804_PI403524517	2	-0.10534477	0.10534477	0.1594925	0.2932682	-0.27143097	-0.13887405	35_49192	0	0		0	CHR07V5|COORD:13291651..13285911|protein expressed protein	LOC_Os07g23520.2	no description	not assigned.unknown	35_2

CUST_63034_PI403524517	2	0.19080305	-1.1764374	-0.40216875	0.27469492	0.26933002	-0.19080353	35_17981	Rep: Nitrate reductase [NADH] - Hordeum vulgare (Barley)	UniRef90_P27967	CHR1V7|COORD:14161058..14164093| NIA2 (NITRATE REDUCTASE 2)	AT1G37130.1	CHR08V5|COORD:22900388..22905753|protein nitrate reductase 1, putative, expressed	LOC_Os08g36480.1	 no descriptionnearly identical (1233)AT1G37130| Symbols: B29, NIA2-1, CHL3, NR, NR2, NIA2 | NIA2 (NITRATE REDUCTASE 2) | chr1:14161058-14164093 FORWARDnearly identical (1803)NIA2_HORVUNitrate reductase [NADH] - Hordeum vulgare (Barley)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned eukary_NR_Moco SO_family_Moco_dimer eukary_SO_Moco Mo-co_dimer SO_family_Moco Oxidored_molyb bact_SoxC_Moco FAD_binding_6 bact_SorA_Moco NAD_binding_1 UbiB Cyt-b5 Hmp COG2041 arch_bact_SO_family_Moco bact_SO_family_Moco Herpes_BLLF1 CYB5 AF-4 PRK07003 PRK00054 NqrF PRK05464 PRK08221 PRK07764 PRK06222 APC_basic COG4097 PRK12323 PRK07609 PRK12678 KAR9 PRK09169 DUF566 HPC2 antC Pneumo_att_G PRK05363 	N-metabolism.nitrate metabolism.NR	12_1_1

CUST_19050_PI404877155	2	0.120010376	0.77784157	-0.010137558	-0.2689333	-0.102246284	0.010137558	HY08H18V_at	putative receptor-like protein kinase [Oryza sativa (japonica cultivar-group)]	NP_917863.1	leucine-rich repeat transmembrane protein kinase, putative	At5g51560.1	protein Leucine Rich Repeat, putative	Os06g04370	putative receptor-like protein kinase	signalling.receptor kinases.leucine rich repeat IV	30_2_4

CUST_68794_PI403524517	2	0.069667816	0.42117882	-0.06966686	-0.14205265	-0.23296547	0.1398611	35_19682	"Cluster: Os11g0480000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os11g0480000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0ISQ7	0	0	CHR11V5|COORD:16319877..16324837|protein stripe rust resistance protein Yr10, putative, expressed	LOC_Os11g29050.1	no description	not assigned.unknown	35_2

CUST_18384_PI403524517	2	-0.10210991	0.29151726	-0.010131836	-0.09347439	0.063302994	0.010131836	35_5314	"Cluster: Hypothetical protein OJ1112_F09.34; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1112_F09.34 - Oryza sativa (japonica cultiv"	UniRef90_Q6H674	CHR3V7|COORD:8820606..8822452| sec20 family protein	AT3G24315.1	CHR02V5|COORD:26661813..26657422|protein sec20 family protein, expressed	LOC_Os02g44111.1	no descriptionmoderately similar to ( 254)AT3G24315| Symbols: ATSEC20 | sec20 family protein | chr3:8820606-8822452 REVERSESec20	protein.targeting.secretory pathway.golgi	29_3_4_2

CUST_17300_PI403524517	2	-0.1764903	-0.50869846	0.51304436	0.16934729	0.5519028	-0.16934681	35_4999	"Cluster: Sterol C-22 desaturase-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: Sterol C-22 desaturase-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q9LDQ4	"CHR2V7|COORD:14542953..14544452| CYP710A2 (cytochrome P450, family 710, subfamily A, polypeptide 2); C-22 sterol desaturase/ oxygen binding"	AT2G34490.1	CHR01V5|COORD:6075417..6073490|protein CYP710A1, putative, expressed	LOC_Os01g11340.1	" no descriptionmoderately similar to ( 237)AT2G34500| Symbols: CYP710A1 | CYP710A1 (cytochrome P450, family 710, subfamily A, polypeptide 1); C-22 sterol desaturase/ oxygen binding | chr2:14546791-14548278 REVERSEvery weakly similar to (50.8)C71C1_MAIZECytochrome P450 71C1 - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned p450 CypX PRK12323 DUF566 PRK09169 "	misc.cytochrome P450	26_10

CUST_23796_PI399408534	2	0.014145374	0.072668076	-0.037294865	-0.014145374	1.9215164	-0.5422325	35_41513	"Cluster: Putative ethylene responsive element binding factor; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ethylene responsive element binding fact"	UniRef90_Q6YUU8	"CHR1V7|COORD:18761270..18761947| ATERF3/ERF3 (ETHYLENE RESPONSIVE ELEMENT BINDING FACTOR 3); DNA binding / protein binding / transcription factor/ transcription"	AT1G50640.1	CHR02V5|COORD:4959621..4958924|protein ethylene-responsive transcription factor 3, putative, expressed	LOC_Os02g09650.1	" no descriptionvery weakly similar to (61.6)AT5G44210| Symbols: ERF9, ATERF9, ATERF-9 | ATERF-9/ATERF9/ERF9 (ERF domain protein 9); DNA binding / transcription factor/ transcriptional repressor | chr5:17823969-17824571 FORWARDvery weakly similar to (62.0)ERF4_TOBACEthylene-responsive transcription factor 4 - Nicotiana tabacum (Common tobacco)AP2 AP2 AP2 "	hormone metabolism.ethylene.signal transduction	17_5_2

CUST_38833_PI403524517	2	0.25582123	0.042286873	-0.042286873	0.108710766	-0.3008895	-0.7476821	35_11176	"Cluster: CRS1/YhbY domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: CRS1/YhbY domain containing protein, expressed - Oryza"	UniRef90_Q2R1U8	"CHR3V7|COORD:8203555..8207250| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G14510.1); similar to Protein of unknown function UPF0044 [Medicago tr"	AT3G23070.1	CHR11V5|COORD:22028270..22022254|protein CRS1, putative, expressed	LOC_Os11g37990.1	" no descriptionweakly similar to ( 163)AT3G23070| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G14510.1); similar to Protein of unknown function UPF0044 [Medicago truncatula] (GB:ABE83057.1); similar to Os11g0592400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001068192.1); similar to CRS1/YhbY domain containing protein, expressed [Oryza sativa (japonica cultivar-group)] (GB:ABA94534.1); contains InterPro domain CRS1/YhbY; (InterPro:IPR001890); contains InterPro domain Calycin-like; (InterPro:IPR011038) | chr3:8203555-8207250 FORWARDnot assigned "	not assigned.unknown	35_2

CUST_8390_PI403524517	2	-0.1503334	-0.56879807	-0.13809109	0.28939056	0.35797215	0.13809109	35_2345	Rep: Beta-D-xylosidase - Hordeum vulgare (Barley)	UniRef90_Q8W011	CHR1V7|COORD:29354690..29357762| glycosyl hydrolase family 3 protein	AT1G78060.1	CHR02V5|COORD:31608300..31603742|protein beta-D-xylosidase, putative, expressed	LOC_Os02g51620.1	no descriptionhighly similar to ( 924)AT1G78060| Symbols:  | glycosyl hydrolase family 3 protein | chr1:29354690-29357762 REVERSEmoderately similar to ( 380)XYNB_PRUPEPutative beta-D-xylosidase - Prunus persica (Peach)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Glyco_hydro_3_C Glyco_hydro_3 BglX PRK07764 Herpes_BLLF1 PRK12323 PRK07003 Tymo_45kd_70kd PRK12678 DUF390 APC_basic Glutenin_hmw PRK09169	cell wall.degradation.mannan-xylose-arabinose-fucose	10_6_2

CUST_128130_PI403524517	2	0.2968464	0.24306679	-0.24306679	-0.44935513	-0.45211697	0.3514223	35_36022	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_10099_PI399408534	2	0.08353233	-1.4304585	-0.08353186	-0.2680483	0.18321943	0.24824524	35_33164	"Cluster: Os04g0563000 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os04g0563000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JB12	"CHR4V7|COORD:17976036..17978374| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G76270.1); similar to axi 1 [Nicotiana tabacum] (GB:CAA56570.1);"	AT4G38390.1	CHR04V5|COORD:27966274..27962133|protein auxin-independent growth promoter, putative, expressed	LOC_Os04g47520.2	" no descriptionmoderately similar to ( 209)AT4G38390| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G76270.1); similar to axi 1 [Nicotiana tabacum] (GB:CAA56570.1); contains InterPro domain Protein of unknown function DUF246, plant; (InterPro:IPR004348) | chr4:17976036-17978374 FORWARDDUF246 "	hormone metabolism.auxin.induced-regulated-responsive-activated	17_2_3

CUST_81452_PI403524517	2	0.3106804	0.052348137	-0.052347183	-0.23907852	-0.5848298	0.081726074	35_23364	Rep: OSJNBa0091D06.23 protein - Oryza sativa (Rice)	UniRef90_Q7FB17	CHR2V7|COORD:9121477..9125373| microtubule motor	AT2G21300.2	CHR02V5|COORD:25973018..25966585|protein kinesin heavy chain, putative, expressed	LOC_Os02g43130.1	no descriptionvery weakly similar to (84.0)AT2G21300| Symbols:  | microtubule motor | chr2:9121477-9125373 REVERSEnot assigned KISc_CENP_E KISc	cell.organisation	31_1

CUST_15154_PI403524517	2	-0.113375664	0.39708328	0.035420418	-0.104413986	0.037878036	-0.035420418	35_4370	"Cluster: Os01g0328500 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0328500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JN48	"CHR5V7|COORD:11629429..11631501| similar to BCNT [Hyacinthus orientalis] (GB:AAT08752.1); similar to Os01g0328500 [Oryza sativa (japonica cultivar-group)]"	AT5G30490.1	CHR01V5|COORD:12629067..12632495|protein craniofacial development protein 1, putative, expressed	LOC_Os01g22500.1	"no descriptionweakly similar to ( 158)AT5G30490| Symbols:  | similar to BCNT [Hyacinthus orientalis] (GB:AAT08752.1); similar to Os01g0328500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001042916.1); contains InterPro domain Bucentaur or craniofacial development; (InterPro:IPR011421) | chr5:11629429-11631501 FORWARDnot assigned BCNT"	not assigned.unknown	35_2

CUST_96746_PI403524517	2	0.009233475	0.30910492	-0.009233952	0.11649847	-0.076859	-0.110443115	35_27633	"Cluster: Putative ribosomal RNA apurinic site specific lyase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ribosomal RNA apurinic site specific lya"	UniRef90_Q8GVM3	CHR5V7|COORD:15457074..15460237| protein kinase family protein	AT5G38560.1	CHR07V5|COORD:10954190..10952275|protein ribosomal RNA apurinic site specific lyase, putative, expressed	LOC_Os07g18510.1	no descriptionvery weakly similar to (53.1)AT1G67390| Symbols:  | F-box family protein | chr1:25248353-25250802 FORWARD	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_2693_PI403524517	2	0.036247253	-0.4958048	0.08045292	-0.036247253	-0.24584818	0.05479622	35_736	"Cluster: Putative O-linked N-acetyl glucosamine transferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative O-linked N-acetyl glucosamine transferase"	UniRef90_Q6K769	"CHR3V7|COORD:1114194..1120729| SEC (SECRET AGENT); transferase, transferring glycosyl groups"	AT3G04240.1	CHR02V5|COORD:17046161..17040591|protein UDP-N-acetylglucosamine--peptide N-acetylglucosaminyltransferase SEC, putative, expressed	LOC_Os02g28830.1	" no descriptionnearly identical (1053)AT3G04240| Symbols: SEC | SEC (SECRET AGENT); transferase, transferring glycosyl groups | chr3:1114194-1120729 REVERSEmoderately similar to ( 217)SPY_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Spy TPR TadD "	protein.glycosylation	29_7

CUST_78095_PI403524517	2	-0.56061554	-0.071323395	1.0177164	-0.2976117	0.14548588	0.071323395	35_22388	"Cluster: GDSL-lipase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: GDSL-lipase-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5Z983	CHR5V7|COORD:22354971..22356967| GDSL-motif lipase/hydrolase family protein	AT5G55050.1	CHR06V5|COORD:30829400..30827275|protein anther-specific proline-rich protein APG precursor, putative, expressed	LOC_Os06g50940.1	no descriptionweakly similar to ( 104)AT5G55050| Symbols:  | GDSL-motif lipase/hydrolase family protein | chr5:22354971-22356967 FORWARDvery weakly similar to (87.4)APG_BRANAAnther-specific proline-rich protein APG - Brassica napus (Rape)SGNH_plant_lipase_like fatty_acyltransferase_like	misc.GDSL-motif lipase	26_28

CUST_115737_PI403524517	2	-0.003651619	-0.4916544	0.039426804	-0.030574799	0.016822815	0.0036525726	35_32822	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_21492_PI403524517	2	-0.01209259	-0.04756546	0.012091637	0.037348747	-0.028317451	0.030963898	35_6237	"Cluster: Cell wall surface anchor family protein; n=6; Streptococcus agalactiae|Rep: Cell wall surface anchor family protein - Streptococcus agalactiae H36B"	UniRef90_Q3D424	0	0	0	0	no description	not assigned.unknown	35_2

CUST_333_PI399407379	2	-0.4514618	-0.10093737	0.9660945	0.10093689	1.9516134	-0.24055386	HvNCED2									

CUST_10642_PI404877155	2	0.071591854	0.289505	-0.061084747	-0.0076851845	-0.068841934	0.0076851845	Contig4339_at	0	0	0	0	0	0	NONE	mitochondrial electron transport / ATP synthesis.cytochrome c reductase	9_5

CUST_35068_PI403524517	2	-0.030914307	-0.0747118	0.016088486	-0.01608944	0.07932758	0.044804573	35_10111	"Cluster: Putative cell division protein FtsZ; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative cell division protein FtsZ - Oryza sativa (japonica cult"	UniRef90_Q6F2N1	"CHR3V7|COORD:19560819..19563413| FTSZ2-2 (FtsZ2-2); structural molecule"	AT3G52750.1	CHR05V5|COORD:21632469..21628738|protein cell division protein ftsZ, putative, expressed	LOC_Os05g37160.1	"no descriptionweakly similar to ( 164)AT3G52750| Symbols: FTSZ2-2 | FTSZ2-2 (FtsZ2-2); structural molecule | chr3:19560819-19563413 REVERSEFtsZ_type1 PRK09330 FtsZ PRK13018 FtsZ Tubulin_FtsZ"	cell.division	31_2

CUST_140688_PI403524517	2	-0.30781698	0.18525076	-0.0268116	0.026811123	0.21045208	-0.4790926	35_39444	"Cluster: Hypothetical protein P0625E02.115; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0625E02.115 - Oryza sativa (japonica cultivar"	UniRef90_Q8H3R0		0	CHR07V5|COORD:28251973..28248349|protein protein kinase APK1B, chloroplast precursor, putative, expressed	LOC_Os07g47270.1	no description	not assigned.unknown	35_2

CUST_120091_PI403524517	2	0.14364338	-0.55090046	-0.05438423	-0.0028162003	0.0028162003	0.020420074	35_33959	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_150312_PI403524517	2	-0.05973339	1.5487862	0.94191647	-0.5865946	-0.38927174	0.05973339	35_42049	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_4293_PI403524517	2	0.033651352	-0.17224121	-0.044963837	0.115654945	0.058772087	-0.033651352	35_1188	"Cluster: Putative vacuolar ATPase subunit H protein; n=1; Suaeda salsa|Rep: Putative vacuolar ATPase subunit H protein - Suaeda salsa"	UniRef90_Q84T90	CHR3V7|COORD:14239832..14243214| vacuolar ATP synthase subunit H family protein	AT3G42050.1	CHR07V5|COORD:21814898..21820628|protein vacuolar ATPase subunit H protein, putative, expressed	LOC_Os07g36470.1	no descriptionhighly similar to ( 672)AT3G42050| Symbols:  | vacuolar ATP synthase subunit H family protein | chr3:14239832-14243214 REVERSEhighly similar to ( 842)VATH_ORYSAnot assigned VATPase_H V-ATPase_H VMA13	transport.p- and v-ATPases.H+-transporting two-sector ATPase	34_1_1

CUST_32279_PI399408534	2	-0.18471956	0.017803192	-0.11232805	0.1282568	-0.017803669	0.08745718	35_48294	"Cluster: Putative auxin-induced protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative auxin-induced protein - Oryza sativa (japonica cultivar-group"	UniRef90_Q5ZBH8	CHR1V7|COORD:22353557..22355333| aldo/keto reductase family protein	AT1G60690.1	CHR01V5|COORD:24908925..24906470|protein auxin-induced protein PCNT115, putative, expressed	LOC_Os01g43090.1	no descriptionweakly similar to ( 108)AT1G60690| Symbols:  | aldo/keto reductase family protein | chr1:22353557-22355333 REVERSEvery weakly similar to (87.8)A115_TOBACAuxin-induced protein PCNT115 - Nicotiana tabacum (Common tobacco)not assigned not assigned Tas Aldo_ket_red ARA1 dkgB	hormone metabolism.auxin.induced-regulated-responsive-activated	17_2_3

CUST_4162_PI404877155	2	0.22503662	-0.052113533	-0.05393696	-0.015125275	0.015125275	0.11668968	Contig14997_at	metal transporter family protein [Arabidopsis thaliana]	NP_974256.1	metal transporter family protein	At3g08650.1	protein expressed protein	Os05g25190	metal transporter family protein, contains ZIP Zinc transporter domain, Pfam:PF02535 or  metal transporter family protein, contains ZIP Zinc transporter domain, Pfam:PF02535	transport.metal	34_12

CUST_112432_PI403524517	2	-0.79230976	-0.3052597	1.1132307	0.22599983	0.30748463	-0.22599983	35_31918	"Cluster: Putative lipase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative lipase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6F357	CHR4V7|COORD:10225017..10226873| lipase class 3 family protein	AT4G18550.1	CHR05V5|COORD:28519994..28515068|protein triacylglycerol lipase, putative, expressed	LOC_Os05g49840.1	no descriptionweakly similar to ( 135)AT4G18550| Symbols:  | lipase class 3 family protein | chr4:10225017-10226873 REVERSEnot assigned Lipase_3 Lipase_3	lipid metabolism.lipid degradation.lipases.triacylglycerol lipase	11_9_2_1

CUST_50802_PI403524517	2	-0.19803238	0.9890089	-0.4032755	0.19803238	-0.66585445	1.4198179	35_14493	"Cluster: O-methyltransferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: O-methyltransferase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53LW0	CHR4V7|COORD:16730994..16732813| O-methyltransferase family 2 protein	AT4G35160.1	CHR11V5|COORD:11629527..11627754|protein O-methyltransferase ZRP4, putative, expressed	LOC_Os11g20160.1	no descriptionvery weakly similar to (76.6)ZRP4_MAIZEO-methyltransferase ZRP4 - Zea mays (Maize)	secondary metabolism.phenylpropanoids	16_2

CUST_7385_PI403524517	2	0.10515213	-0.519577	-0.19496536	0.047739983	0.07686806	-0.04773903	35_2053	"Cluster: Ferredoxin--NADP reductase, root isozyme, chloroplast precursor; n=5; Poaceae|Rep: Ferredoxin--NADP reductase, root isozyme, chloroplast precursor - Or"	UniRef90_P41345	"CHR1V7|COORD:10807132..10808966| ATRFNR2 (ROOT FNR 2); oxidoreductase"	AT1G30510.2	CHR03V5|COORD:32508553..32505395|protein ferredoxin--NADP reductase, root isozyme, chloroplast precursor, putative, expressed	LOC_Os03g57120.1	"no descriptionhighly similar to ( 554)AT1G30510| Symbols: ATRFNR2 | ATRFNR2 (ROOT FNR 2); oxidoreductase | chr1:10807132-10808966 REVERSEhighly similar to ( 611)FENR2_ORYSAnot assigned not assigned not assigned not assigned CysJ NAD_binding_1 PRK06214 cysJ Hmp UbiB DUF1509 PRK05464 COG4097 NqrF"	OPP.electron transfer	7_3

CUST_17243_PI404877155	2	-0.0027742386	0.40615368	0.045264244	-0.005092621	-0.020968437	0.002773285	HT09G06u_s_at	U2 snRNP auxiliary factor large subunit, putative [Arabidopsis thaliana]	NP_564764.1	U2 snRNP auxiliary factor large subunit, putative	At1g60900.1	protein transposon protein, putative, CACTA, En/Spm sub-class	Os11g41820	U2 snRNP auxiliary factor large subunit, putative, similar to U2 snRNP auxiliary factor, large subunit (Nicotiana plumbaginifolia) GI:3850823 or  U2 snRNP auxiliary factor large subunit, putative, similar to U2 snRNP auxiliary factor, large subunit (Nicot	RNA.processing.splicing	27_1_1

CUST_17702_PI403524517	2	0.039642334	-1.2866898	-0.1777811	0.10502243	0.06877613	-0.039642334	35_5112	"Cluster: Putative enoyl-CoA-hydratase; n=3; Oryza sativa (japonica cultivar-group)|Rep: Putative enoyl-CoA-hydratase - Oryza sativa (japonica"	UniRef90_Q9FWQ0	CHR4V7|COORD:15387371..15390296| enoyl-CoA hydratase/isomerase family protein	AT4G31810.1	CHR10V5|COORD:21375114..21371036|protein 3-hydroxyisobutyryl-CoA hydrolase/ catalytic, putative, expressed	LOC_Os10g40540.1	no descriptionmoderately similar to ( 484)AT4G31810| Symbols:  | enoyl-CoA hydratase/isomerase family protein | chr4:15387371-15390296 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned PRK06493 PRK06028 PRK07828 PRK06952 PRK07759 PRK05617 CaiD ECH PRK05995 PRK07510 PRK05980 PRK05870 PRK07511 PRK08260 PRK06072 PRK06190 PRK07629 PRK06210 PRK08138 PRK08139 PRK06023 PRK07260 PRK05979 PRK05809 PRK05862 PRK06127 PRK05674 PRK06494 PRK07659 PRK07509 PRK07657 PRK08258 PRK09120 PRK08140 PRK06144 PRK07830 PRK06951 PRK07827 PRK06142 PRK07468 PRK09674 PRK06143 PRK06495 PRK08252 PRK07658 PRK07628 PRK09245 PRK06688 PRK08150 PRK12478 PRK03580 PRK08272 PRK05981 PRK07327 PRK07938 PRK09076 PRK05869 PRK07854 PRK07799	amino acid metabolism.degradation.aspartate family.lysine	13_2_3_5

CUST_179118_PI403524517	2	0.29869747	0.16999245	-0.043175697	-0.17374039	-0.05879116	0.04317665	35_49818	Rep: HMG1/2-like protein - Triticum aestivum (Wheat)	UniRef90_P40621	CHR1V7|COORD:7177272..7178477| HMGB2 (HIGH MOBILITY GROUP B 2)	AT1G20693.2	CHR06V5|COORD:30992256..30994284|protein DNA-binding protein MNB1B, putative, expressed	LOC_Os06g51220.6	no description	not assigned.unknown	35_2

CUST_28603_PI399408534	2	-0.024524689	0.27432537	-0.022073746	-0.18207932	0.117938995	0.022073746	35_5553	"Cluster: Hypothetical protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53RK1	CHR4V7|COORD:10275928..10278502| leucine-rich repeat family protein / extensin family protein	AT4G18670.1	CHR03V5|COORD:28535888..28534419|protein expressed protein	LOC_Os03g50110.1	no descriptionvery weakly similar to (62.8)AT3G04930| Symbols:  | transcription regulator | chr3:1363035-1364405 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07003 Atrophin-1 DUF573 PRK07764 Herpes_TAF50 Herpes_BLLF1 HPC2 PRK05648 Drf_FH1 Tymo_45kd_70kd AF-4 APC_basic PRK12678 Extensin_2 DUF1421 Pneumo_att_G IER FAP PRK12372 TT_ORF1 PRK08770 Totivirus_coat tatB GRASP55_65 PRK00708 DUF566 PRK08853 COG5373 Herpes_UL32 DUF605	RNA.regulation of transcription.GeBP like	27_3_49

CUST_68095_PI403524517	2	0.045843124	0.18766594	-0.13446522	-0.01762104	-0.116241455	0.017620087	35_19458	Rep: H0818E11.8 protein - Oryza sativa (Rice)	UniRef90_Q25AE4	"CHR1V7|COORD:688057..692453| PEX6 (PEROXIN6); ATPase"	AT1G03000.1	CHR04V5|COORD:31150426..31144982|protein PEX6, putative, expressed	LOC_Os04g52690.3	"no descriptionhighly similar to ( 822)AT1G03000| Symbols: PEX6 | PEX6 (PEROXIN6); ATPase | chr1:688057-692453 REVERSEmoderately similar to ( 288)CDC48_SOYBNCell division cycle protein 48 homolog - Glycine max (Soybean)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned SpoVK RPT1 PRK03992 AAA HflB hflB COG1223 AAA AAA PRK04195 MGS1"	protein.degradation.AAA type	29_5_9

CUST_30331_PI403524517	2	0.07775068	-1.1789751	0.08019447	-0.05284643	0.052845955	-0.21673727	35_8756	Rep: H0818E04.20 protein - Oryza sativa (Rice)	UniRef90_Q01JI6	0	0	CHR04V5|COORD:22226251..22228352|protein expressed protein	LOC_Os04g37750.1	no description	not assigned.unknown	35_2

CUST_59646_PI403524517	2	-0.029297829	-6.752014E-4	-0.008935928	0.0016727448	6.7424774E-4	0.025665283	35_17006	"Cluster: Putative leucine-rich repeat transmembrane protein kinase 1; n=2; Oryza sativa|Rep: Putative leucine-rich repeat transmembrane protein kinase 1 - Oryza"	UniRef90_Q94HG1	CHR1V7|COORD:20065439..20069143| leucine-rich repeat transmembrane protein kinase, putative	AT1G53730.1	CHR03V5|COORD:4376265..4382213|protein leucine-rich repeat transmembrane protein kinase 2, putative, expressed	LOC_Os03g08550.2	 no descriptionhighly similar to ( 508)AT1G53730| Symbols:  | leucine-rich repeat transmembrane protein kinase, putative | chr1:20065439-20069143 FORWARDweakly similar to ( 200)NORK_PEANodulation receptor kinase precursor - Pisum sativum (Garden pea)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pkinase_Tyr Pkinase S_TKc PTKc S_TKc TyrKc PTKc_Jak_rpt2 PTKc_Src_like SPS1 PTKc_Tec_like PTKc_Itk PTKc_Csk_like PTKc_EphR PTKc_Tec_Rlk PTKc_Srm_Brk PTKc_Src PTKc_Met_Ron PTKc_Frk_like PTKc_Ror PTKc_Fyn_Yrk PTKc_Chk PTKc_Ack_like PTKc_Lck_Blk PTKc_Yes PTKc_EGFR_like PTKc_Axl_like PTKc_FGFR PTKc_Lyn PTKc_Fes_like PTKc_Trk PTKc_Aatyk PTKc_Axl PTKc_Abl PTKc_Hck PTKc_EphR_B PTKc_Btk_Bmx PTK_CCK4 PTK_Ryk PTKc_Jak2_Jak3_rpt2 PTKc_FAK PTKc_Tyk2_rpt2 PTKc_Ror1 PTKc_ALK_LTK PTKc_Tyro3 PTK_HER3 PTKc_DDR PTKc_Syk_like PTKc_EphR_A2 PTKc_PDGFR PTKc_FGFR4 PTKc_RET PTKc_Csk PTKc_Jak1_rpt2 PTKc_InsR_like PTKc_Fer PTK_Jak2_Jak3_rpt1 PTKc_FGFR2 PTKc_c-ros PTKc_EphR_A PTKc_DDR_like PTKc_FGFR1 PTKc_Fes PTKc_Musk PTKc_Tie PTKc_FGFR3 PTKc_Tie2 PTKc_Tie1 PTK_Jak_rpt1 PTKc_Ror2 PTKc_HER4 PTKc_TrkA PTKc_Aatyk1_Aatyk3 PTKc_DDR2 PTKc_HER2 PTKc_Syk PTKc_VEGFR2 PTKc_DDR1 PTKc_TrkC PTKc_Aatyk2 PTKc_TrkB PTK_Jak1_rpt1 PTKc_VEGFR PTKc_EGFR PTKc_VEGFR3 PTKc_PDGFR_alpha PTKc_Zap-70 PTKc_InsR PTKc_EphR_A10 PTK_Tyk2_rpt1 PTKc_Kit PTKc_IGF-1R 	protein.postranslational modification.kinase.receptor like cytoplasmatic kinase VII	29_4_1_57

CUST_178352_PI403524517	2	-0.11018753	-0.1771946	0.007555008	-0.0075540543	0.07722473	0.12952423	35_49599	"Cluster: U1 small nuclear ribonucleoprotein 70K; n=2; Oryza sativa (japonica cultivar-group)|Rep: U1 small nuclear ribonucleoprotein 70K - Oryza sativa (japonic"	UniRef90_Q2EIH1		0	CHR10V5|COORD:997065..991733|protein U1 snRNP 70K protein, putative, expressed	LOC_Os10g02630.1	no description	not assigned.unknown	35_2

CUST_4696_PI404877155	2	0.08020449	-0.044157505	-0.39666653	0.044157982	-0.9243026	0.06264353	Contig15915_at	OSJNBa0072F16.19 [Oryza sativa (japonica cultivar-group)] emb|CAE76002.1| B1358B12.11 [Oryza sativa (japonica cultivar-group)]	CAE01537.2	lysine and histidine specific transporter, putative	At1g25530.1	protein Transmembrane amino acid transporter protein	Os04g38860	"lysine and histidine specific transporter, putative, similar to lysine and histidine specific transporter GI:2576361 from (Arabidopsis thaliana); contains Pfam profile PF01490: Transmembrane amino acid transporter protein"	transport.amino acids	34_3

CUST_69044_PI403524517	2	0.09703922	0.21261978	-0.08933258	-0.7901802	-0.060368538	0.06036949	35_19755	Rep: Novel protein - Brachydanio rerio (Zebrafish) (Danio rerio)	UniRef90_A2BG52	CHR2V7|COORD:6925121..6927401| leucine-rich repeat family protein / extensin family protein	AT2G15880.1	CHR11V5|COORD:27029019..27031973|protein transposon protein, putative, CACTA, En/Spm sub-class	LOC_Os11g45490.1	no description	not assigned.unknown	35_2

CUST_18179_PI403524517	2	0.04666996	0.4167261	-0.04666996	-0.08372784	0.12262821	-0.072161674	35_5248	"Cluster: ESTs AU081301; n=1; Oryza sativa (japonica cultivar-group)|Rep: ESTs AU081301 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q9LG67	CHR2V7|COORD:11456447..11457967| F-box family protein	AT2G26850.1	CHR01V5|COORD:10000728..10004543|protein cyclin-like F-box, putative, expressed	LOC_Os01g17390.1	no descriptionmoderately similar to ( 318)AT2G26850| Symbols:  | F-box family protein | chr2:11456447-11457967 REVERSE	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_156444_PI403524517	2	-0.11645508	-0.23408508	-0.044482708	0.079483986	0.14580059	0.044482708	35_43695	"Cluster: Cold acclimation protein WCOR518; n=1; Triticum aestivum|Rep: Cold acclimation protein WCOR518 - Triticum aestivum (Wheat)"	UniRef90_P93611	CHR3V7|COORD:7803611..7808053| Encodes a Protease inhibitor/seed storage/LTP family protein	AT3G22142.1	CHR04V5|COORD:30842612..30843629|protein 36.4 kDa proline-rich protein, putative, expressed	LOC_Os04g52260.1	no description	not assigned.unknown	35_2

CUST_2547_PI403524517	2	0.085559845	-0.3543558	-0.12844181	0.023126602	-0.023126602	0.076600075	35_697	"Cluster: Putative Ras-GTPase activating protein SH3 domain-binding protein 2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Ras-GTPase activating"	UniRef90_Q6ZG86	CHR5V7|COORD:17706381..17708880| nuclear transport factor 2 (NTF2) family protein / RNA recognition motif (RRM)-containing protein	AT5G43960.1	CHR02V5|COORD:1655123..1652075|protein RNA binding protein, putative, expressed	LOC_Os02g03890.1	no descriptionvery weakly similar to (81.6)AT5G43960| Symbols:  | nuclear transport factor 2 (NTF2) family protein / RNA recognition motif (RRM)-containing protein | chr5:17706381-17708880 REVERSEnot assigned NTF2	protein.targeting.nucleus	29_3_1

CUST_79221_PI403524517	2	0.010825634	0.5826721	0.36102533	-0.14275312	-0.29708862	-0.010825634	35_22723	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QVD8	0	0	CHR12V5|COORD:7327780..7328511|protein conserved hypothetical protein	LOC_Os12g13160.1	no description	not assigned.unknown	35_2

CUST_136841_PI403524517	2	0.19553566	0.0024428368	0.0013933182	-0.0013933182	-0.15715456	-0.1125083	35_38375	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_139601_PI403524517	2	-0.37487602	-0.26155567	0.62901497	0.09869957	0.2502947	-0.09870052	35_39152	Rep: UPI0000DC08D0 UniRef100 entry - Rattus norvegicus	UniRef90_UPI0000DC08D0		0	0	0	no description	not assigned.unknown	35_2

CUST_134130_PI403524517	2	0.07242489	-0.3898611	-0.028349876	0.02835083	0.17861271	-0.076743126	35_37641	Rep: Proline iminopeptidase - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_P93732	"CHR2V7|COORD:6048523..6050951| PIP (proline iminopeptidase); prolyl aminopeptidase"	AT2G14260.1	CHR05V5|COORD:25401165..25393816|protein proline iminopeptidase, putative, expressed	LOC_Os05g43830.1	"no descriptionmoderately similar to ( 302)AT2G14260| Symbols: PIP | PIP (proline iminopeptidase); prolyl aminopeptidase | chr2:6048523-6050557 REVERSEnot assigned MhpC Abhydrolase_1"	protein.degradation	29_5

CUST_126969_PI403524517	2	-0.0152692795	0.0076174736	0.087836266	-0.0076179504	-0.1178236	0.05163002	35_35725	"Cluster: Hypothetical protein OSJNBa0014G15.10; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0014G15.10 - Oryza sativa (japonica"	UniRef90_Q8W337	"CHR1V7|COORD:25484471..25487839| similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:AAL58202.1); similar to"	AT1G67960.1	CHR03V5|COORD:28908243..28913572|protein eukaryotic membrane protein family protein, expressed	LOC_Os03g50730.1	" no descriptionweakly similar to ( 134)AT1G67960| Symbols:  | similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:AAL58202.1); similar to Os03g0715400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001051076.1); contains InterPro domain Protein of unknown function DUF747, CMV receptor; (InterPro:IPR008010) | chr1:25484471-25487839 REVERSEnot assigned DUF747 "	not assigned.unknown	35_2

CUST_88225_PI403524517	2	0.024377823	0.2769537	-0.0030546188	-0.20454216	0.0030546188	-0.09967041	35_25259	0	0	"CHR5|COORD:17403095..17406629| casein kinase, putative, similar to casein kinase I (CKI2) (Arabidopsis thaliana) gi:1103322:emb:CAA55397; contains protein kinas"	AT5G43320.1	CHR05V5|COORD:29492740..29487869|protein casein kinase I isoform delta-like, putative, expressed	LOC_Os05g51560.3	no description	not assigned.unknown	35_2

CUST_153230_PI403524517	2	-0.0021390915	0.25707054	-0.019568443	0.0021390915	0.04924202	-0.073067665	35_42825	"Cluster: Pentatricopeptide, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Pentatricopeptide, putative, expressed - Oryza sativa (japonic"	UniRef90_Q10IY6		0	CHR03V5|COORD:18637724..18632704|protein pentatricopeptide repeat protein PPR986-12, putative, expressed	LOC_Os03g32620.1	no description	not assigned.unknown	35_2

CUST_160955_PI403524517	2	0.01361084	-0.11183548	-0.0013914108	-0.0153265	0.0013904572	0.042814255	35_44912	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_130952_PI403524517	2	0.06147003	-0.19828081	-0.29360962	-0.06147003	0.10230017	0.20498228	35_36779	Rep: Vacuolar H+-pyrophosphatase - Oryza sativa (Rice)	UniRef90_P93409	"CHR1V7|COORD:5399110..5402180| AVP1 (vacuolar-type H+-pumping pyrophosphatase 1); ATPase"	AT1G15690.1	CHR02V5|COORD:4699297..4693807|protein pyrophosphate-energized vacuolar membrane proton pump, putative, expressed	LOC_Os02g09150.2	 no descriptionvery weakly similar to (58.5)AT1G15690| Symbols: ATAVP3, AVP-3, AVP1 | AVP1 (vacuolar-type H+-pumping pyrophosphatase 1) | chr1:5399110-5402180 FORWARDvery weakly similar to (71.2)AVP_HORVUPyrophosphate-energized vacuolar membrane proton pump - Hordeum vulgare (Barley)	transport.amino acids	34_3

CUST_102710_PI403524517	2	0.0397892	-0.1213398	-0.0468297	-0.0397892	1.6358051	0.9432926	35_29295	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_60071_PI403524517	2	0.22926235	0.55058956	-0.2033205	-0.0058517456	-0.18182373	0.0058517456	35_17122	"Cluster: Putative F-box protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative F-box protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z796	"CHR2V7|COORD:10855096..10857353| EBF1 (EIN3-BINDING F BOX PROTEIN 1); ubiquitin-protein ligase"	AT2G25490.1	CHR02V5|COORD:5631315..5628039|protein EIN3-binding F-box protein 2, putative, expressed	LOC_Os02g10700.1	" no descriptionhighly similar to ( 504)AT2G25490| Symbols: FBL6, EBF1 | EBF1 (EIN3-BINDING F BOX PROTEIN 1); ubiquitin-protein ligase | chr2:10855096-10857353 REVERSEnot assigned not assigned LRR_RI "	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_14108_PI404877155	2	0.040507317	-1.1194954	-0.20455551	0.52527237	0.5205469	-0.04050827	Contig7937_s_at	high pI alpha-glucosidase [Hordeum vulgare]	AAF76254.1	alpha-glucosidase 1 (AGLU1)	At5g11720.1	protein high pI alpha-glucosidase	Os06g46340	high pI alpha-glucosidase	major CHO metabolism.degradation.starch.starch cleavage	2_2_2_01

CUST_25013_PI399408534	2	0.13401222	0.14345741	-0.07265854	-0.09570122	-0.33643723	0.072657585	35_16983	"Cluster: ZIGA2 protein-like; n=3; Oryza sativa (japonica cultivar-group)|Rep: ZIGA2 protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6H8D8	CHR4|COORD:7769770..7773811| human Rev interacting-like protein-related / hRIP protein-related, similar to SP:P52594 Nucleoporin-like protein RIP (HIV-1 Rev-bin	AT4G13350.2	CHR02V5|COORD:6110092..6118738|protein GTP-ase activating protein for Arf containing protein, putative, expressed	LOC_Os02g11820.3	no descriptionmoderately similar to ( 211)AT4G13350| Symbols:  | human Rev interacting-like protein-related / hRIP protein-related | chr4:7770166-7773317 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned ArfGap ArfGap COG5347	signalling.G-proteins	30_5

CUST_61175_PI403524517	2	0.11640358	-0.36819553	-0.06573105	0.1731453	0.06573105	-0.086663246	35_17452	"Cluster: 'putative heat shock protein, hsp40'; n=1; Oryza sativa (japonica cultivar-group)|Rep: 'putative heat shock protein, hsp40' - Oryza sativa (japonica cu"	UniRef90_Q688X8	CHR2V7|COORD:8855434..8856896| DNAJ heat shock family protein	AT2G20560.1	CHR05V5|COORD:27891336..27889022|protein dnaJ homolog subfamily B member 5, putative, expressed	LOC_Os05g48810.1	no descriptionmoderately similar to ( 422)AT2G20560| Symbols:  | DNAJ heat shock family protein | chr2:8855434-8856896 REVERSEweakly similar to ( 114)DNJH_CUCSADnaJ protein homolog - Cucumis sativus (Cucumber)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DnaJ PRK10767 DnaJ DnaJ CbpA PRK10266 DnaJ_C SEC63 PRK12323 Drf_FH1 PRK07003 Extensin_2 djlA PRK07764 SMN ZUO1 PRK12678 TonB	stress.abiotic.heat	20_2_1

CUST_17072_PI403524517	2	0.012595177	0.34192562	-0.012595177	-0.06457901	-0.03185177	0.04814434	35_4937	"Cluster: Putative CTV.22; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative CTV.22 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7EZK6	"CHR1V7|COORD:5430441..5435916| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G10440.1); similar to Globin-like [Medicago truncatula]"	AT1G15780.1	CHR08V5|COORD:28172498..28162228|protein expressed protein	LOC_Os08g45080.1	"no descriptionmoderately similar to ( 263)AT1G15780| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G10440.1); similar to Globin-like [Medicago truncatula] (GB:ABE79971.1); similar to Os08g0564800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001062533.1); similar to CTV.22 [Poncirus trifoliata] (GB:AAN62354.1); contains domain no description (G3D.1.10.246.20); contains domain Kix domain of CBP (creb binding protein) (SSF47040) | chr1:5430441-5435916 REVERSE"	not assigned.unknown	35_2

CUST_7841_PI403524517	2	0.00937748	0.17931652	0.022945404	-0.16006851	-0.009378433	-0.045808792	35_2184	"Cluster: Beta 1,3-glycosyltransferase-like protein II; n=3; Oryza sativa|Rep: Beta 1,3-glycosyltransferase-like protein II - Oryza sativa (Rice)"	UniRef90_Q7FN01	CHR4V7|COORD:15517236..15519693| galactosyltransferase family protein	AT4G32120.1	CHR06V5|COORD:3877872..3881835|protein transferase, transferring glycosyl groups, putative, expressed	LOC_Os06g08005.1	no descriptionmoderately similar to ( 416)AT4G32120| Symbols:  | galactosyltransferase family protein | chr4:15517236-15519693 REVERSEnot assigned not assigned not assigned not assigned Galactosyl_T PRK07764	protein.glycosylation	29_7

CUST_85487_PI403524517	2	-0.0715456	-0.41214943	0.071546555	0.32929325	0.18130398	-0.28152084	35_24488	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_13113_PI399408534	2	-0.5036726	1.154274	-0.31752777	0.1552515	-0.15525103	0.2540698	35_17827	"Cluster: Homeobox domain containing protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Homeobox domain containing protein, expressed - Oryza s"	UniRef90_Q10QP3	"CHR4V7|COORD:18571676..18572768| ATHB16 (ARABIDOPSIS THALIANA HOMEOBOX PROTEIN 13); transcription factor"	AT4G40060.1	CHR03V5|COORD:4632047..4633941|protein homeodomain-leucine zipper transcription factor TaHDZipI-1, putative, expressed	LOC_Os03g08960.1	" no descriptionweakly similar to ( 115)AT3G01470| Symbols: ATHB1, HD-ZIP-1, HAT5, ATHB-1 | ATHB-1 (Homeobox-leucine zipper protein HAT5); transcription factor | chr3:182655-184041 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Homeobox HOX PRK12323 homeodomain PRK07764 COG5576 PRK12678 PRK07003 HALZ Tymo_45kd_70kd DM6 DUF566 "	RNA.regulation of transcription.HB,Homeobox transcription factor family	27_3_22

CUST_16768_PI404877155	2	-0.3528509	0.6125927	-0.014389992	0.062867165	-0.33637047	0.014389038	HI02B02u_at	calcium-binding EF hand family protein [Arabidopsis thaliana] emb|CAC05499.1| EF-hand Calcium binding protein-like [Arabidopsis thaliana] gb	NP_196037.2	calcium-binding EF hand family protein	At5g04170.1	protein expressed protein	Os11g04480	"calcium-binding EF hand family protein, low similarity to peflin (Homo sapiens) GI:6015440; contains INTERPRO:IPR002048 calcium-binding EF-hand domain"	signalling.calcium	30_3

CUST_118778_PI403524517	2	-0.11688185	0.11688185	0.41738796	0.2828765	-0.56526566	-0.24150896	35_33621	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_14304_PI403524517	2	-0.02963829	0.116931915	0.04790497	-0.04873848	1.7356873E-4	-1.7261505E-4	35_4102	"Cluster: Yip1 domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Yip1 domain containing protein, expressed - Oryza sativa (j"	UniRef90_Q10MY7	CHR2V7|COORD:15220441..15221208| integral membrane Yip1 family protein	AT2G36300.1	CHR03V5|COORD:9995530..9998790|protein protein YIP1, putative, expressed	LOC_Os03g17990.1	no descriptionweakly similar to ( 127)AT2G36300| Symbols:  | integral membrane Yip1 family protein | chr2:15220441-15221208 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned YIP1 Yip1 Atrophin-1 HPC2 PRK07003 PRK12323 Tymo_45kd_70kd Extensin_2 Herpes_BLLF1 DUF1421 Herpes_UL32 KAR9 GRASP55_65 DUF566 PRK07764 PRK12678	not assigned.no ontology	35_1

CUST_30957_PI403524517	2	-0.15018177	0.29520226	0.103692055	-0.047760963	-0.22587776	0.047760963	35_8935	"Cluster: Os01g0708900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0708900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JJY4	CHR1V7|COORD:4981295..4983077| mitochondrial substrate carrier family protein	AT1G14560.1	CHR01V5|COORD:29785491..29789880|protein Grave disease carrier protein, putative, expressed	LOC_Os01g51250.1	 no descriptionmoderately similar to ( 206)AT1G14560| Symbols:  | mitochondrial substrate carrier family protein | chr1:4981295-4983077 FORWARDvery weakly similar to (73.9)BT1_MAIZEProtein brittle-1, chloroplast precursor - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Mito_carr 	transport.metabolite transporters at the mitochondrial membrane	34_9

CUST_11506_PI399408534	2	0.019628525	-0.1041584	0.16367245	-0.019628525	0.14203072	-0.11496353	35_2241	"Cluster: Auxin-induced protein PCNT115, putative, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Auxin-induced protein PCNT115, putative, expressed"	UniRef90_Q338B1	CHR1V7|COORD:22353557..22355333| aldo/keto reductase family protein	AT1G60690.1	CHR10V5|COORD:14402113..14407215|protein auxin-induced protein PCNT115, putative, expressed	LOC_Os10g28320.1	no descriptionmoderately similar to ( 360)AT1G60690| Symbols:  | aldo/keto reductase family protein | chr1:22353557-22355333 REVERSEmoderately similar to ( 321)A115_TOBACAuxin-induced protein PCNT115 - Nicotiana tabacum (Common tobacco)not assigned not assigned not assigned Tas Aldo_ket_red ARA1 COG4989 PRK10376 PRK09912 COG1453 PRK10625 dkgB dkgA	hormone metabolism.auxin.induced-regulated-responsive-activated	17_2_3

CUST_14489_PI403524517	2	0.047958374	-0.17249584	0.053979874	-0.07411575	-0.047958374	0.04924774	35_4164	"Cluster: Putative adenosine-5'-phosphosulfate kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative adenosine-5'-phosphosulfate kinase - Oryza sativ"	UniRef90_Q6ZL22	CHR3V7|COORD:1002982..1004278| adenylylsulfate kinase, putative	AT3G03900.1	CHR07V5|COORD:23158659..23162859|protein adenylyl-sulfate kinase, chloroplast precursor, putative, expressed	LOC_Os07g38560.1	 no descriptionmoderately similar to ( 345)AT3G03900| Symbols:  | adenylylsulfate kinase, putative | chr3:1002982-1004278 REVERSEmoderately similar to ( 301)KAPS_CATROAdenylyl-sulfate kinase, chloroplast precursor - Catharanthus roseus (Rosy periwinkle) (Madagascar periwinkle)not assigned not assigned CysC APSK PRK05506 APS_kinase PRK03846 PRK00889 PRK05537 PRK05541 PRK07764 GntK PRK12323 	S-assimilation.AKN	14_15

CUST_5852_PI399408534	2	0.049703598	-0.47799206	0.04023266	-0.04023266	0.21252346	-0.19176674	35_2447	Rep: Mitogen-activated protein kinase 10 - Oryza sativa (Rice)	UniRef90_Q5ZCI1	"CHR2V7|COORD:17847649..17851024| ATMPK20 (Arabidopsis thaliana MAP kinase 20); MAP kinase"	AT2G42880.1	CHR01V5|COORD:25485227..25478950|protein OsMPK20-1 - putative MAPK based on amino acid sequence homology, expressed	LOC_Os01g43910.1	"no descriptionhighly similar to ( 708)AT2G42880| Symbols: ATMPK20 | ATMPK20 (Arabidopsis thaliana MAP kinase 20); MAP kinase | chr2:17847649-17851024 REVERSEhighly similar to ( 788)MPK10_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase SPS1 TyrKc Pkinase_Tyr PTKc PTKc_EphR PTKc_EphR_A PTKc_Jak_rpt2 PTKc_Srm_Brk PTKc_EphR_B PTKc_Src_like PTKc_Tec_Rlk PTKc_Itk PTKc_EphR_A2 PTKc_Jak2_Jak3_rpt2 PTKc_Met_Ron PTKc_FAK PTKc_Tec_like PTKc_Frk_like PTKc_Trk PTKc_Fes_like PTKc_PDGFR PTKc_Csk_like PTKc_Syk_like PTKc_Abl PTKc_Lck_Blk PTKc_FGFR PTKc_Syk PTKc_Tyro3 PTKc_PDGFR_alpha PTKc_Fyn_Yrk PTKc_Btk_Bmx PTKc_Fer PTKc_EGFR_like PTKc_DDR PTKc_Hck PTKc_VEGFR3 PTKc_VEGFR PTKc_Yes PTKc_VEGFR2 PTKc_Src PTKc_InsR_like PTKc_Chk PTKc_Ack_like PTKc_Lyn PTKc_Axl_like PTKc_Kit PTKc_HER4 PTKc_Axl PTKc_DDR2 PTKc_CSF-1R PTKc_TrkB PTKc_DDR_like PTKc_Csk PTKc_Tyk2_rpt2 PTKc_RET PTKc_Ror PTKc_Jak1_rpt2 PTKc_FGFR2 PTKc_TrkA PTKc_PDGFR_beta PTKc_c-ros PTKc_Fes PTKc_EGFR PTKc_Zap-70 PTKc_FGFR3 PTKc_FGFR4 PTKc_Musk PTKc_Tie2 PTKc_TrkC PTKc_FGFR1 PTKc_HER2 PTKc_EphR_A10 PTK_CCK4 PTKc_DDR1 PTK_Ryk PTKc_Tie1 PTK_HER3 PTKc_Ror1"	signalling.MAP kinases	30_6

CUST_8935_PI403524517	2	0.26462364	-0.8769245	-0.06704426	0.117673874	0.06704521	-0.101774216	35_2505	"Cluster: Putative protease; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative protease - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5ZA08	CHR3V7|COORD:21392031..21394606| peptidase S41 family protein	AT3G57680.1	CHR06V5|COORD:12344921..12349140|protein carboxyl-terminal-processing protease precursor, putative, expressed	LOC_Os06g21380.1	no descriptionhighly similar to ( 578)AT3G57680| Symbols:  | peptidase S41 family protein | chr3:21392031-21394606 FORWARDnot assigned Prc TSPc Peptidase_S41 PRK11186 PDZ_CTP_protease PDZ PDZ PDZ_signaling	protein.degradation.serine protease	29_5_5

CUST_85730_PI403524517	2	0.26634026	-0.04518032	-0.1365447	0.04518032	0.055378437	-0.28257418	35_24553	"Cluster: Hypothetical protein OJ1735_C10.8; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1735_C10.8 - Oryza sativa (japonica cultivar"	UniRef90_Q65XL0	0	0	CHR09V5|COORD:19589132..19592371|protein F-box domain containing protein, expressed	LOC_Os09g32860.2	no description	not assigned.unknown	35_2

CUST_118061_PI403524517	2	0.016055107	0.44596767	-0.06105995	-0.01605606	-0.1451664	0.18637657	35_33437	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_149430_PI403524517	2	0.20982695	0.037141323	-0.037141323	-0.051463127	0.41311836	-0.43967724	35_41801	Rep: Hypothetical protein Ose731 - Oryza sativa (Rice)	UniRef90_Q7G156	"CHR1V7|COORD:1629526..1630689| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G31985.1); similar to putative embryo-specific protein Ose731"	AT1G05510.1	CHR05V5|COORD:28263468..28264767|protein lipoprotein, putative, expressed	LOC_Os05g49440.2	"no descriptionmoderately similar to ( 220)AT1G05510| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G31985.1); similar to putative embryo-specific protein Ose731 [Oryza sativa (japonica cultivar-group)] (GB:AAT93933.1); similar to Os05g0569500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001056364.1); contains InterPro domain Protein of unknown function DUF1264; (InterPro:IPR010686) | chr1:1629526-1630689 FORWARDnot assigned not assigned DUF1264"	not assigned.unknown	35_2

CUST_11821_PI403524517	2	-0.10438919	0.2586708	-0.13949966	0.31346893	0.032500267	-0.032500267	35_3362	"Cluster: Hypothetical protein OJ1174_H11.9; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1174_H11.9 - Oryza sativa (japonica cultivar"	UniRef90_Q6AVA4	"CHR4V7|COORD:8875930..8877565| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G16520.1); similar to unknown protein [Oryza sativa (japonica"	AT4G15545.1	CHR05V5|COORD:19693331..19697459|protein expressed protein	LOC_Os05g33620.1	" no descriptionmoderately similar to ( 279)AT4G15545| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G16520.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAT85086.1); contains InterPro domain DNA topoisomerases I, dispensable insert, eukaryotic-type; (InterPro:IPR009054) | chr4:8875930-8877565 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07764 PRK12323 PRK12678 PRK07003 "	not assigned.unknown	35_2

CUST_52746_PI403524517	2	-0.012703896	0.48482037	0.07591438	-0.11515617	-0.04957676	0.012703896	35_15024	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_130977_PI403524517	2	0.38364553	0.8995428	-0.14891624	-0.017372131	-0.17858458	0.017372131	35_36787	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_178518_PI403524517	2	0.055770874	0.33826637	-0.029935837	0.029935837	-0.10733509	-0.11880112	35_49650	"Cluster: Membrane related protein-like; n=3; Arabidopsis thaliana|Rep: Membrane related protein-like - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9LS84	"CHR3V7|COORD:8207619..8209188| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G14500.1); similar to putative membrane related protein CP5 [Oryza"	AT3G23080.1	CHR07V5|COORD:4506085..4501669|protein membrane related protein-like, putative, expressed	LOC_Os07g08760.1	"no descriptionweakly similar to ( 116)AT3G23080| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G14500.1); similar to putative membrane related protein CP5 [Oryza sativa (japonica cultivar-group)] (GB:BAC83004.1); similar to Os07g0185200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001059064.1); contains InterPro domain Lipid-binding START; (InterPro:IPR002913) | chr3:8207619-8209095 REVERSE"	not assigned.no ontology	35_1

CUST_92671_PI403524517	2	0.16803741	-0.010180473	-0.012105942	-0.0167799	0.010180473	0.1133461	35_26496	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QYQ0	"CHR2V7|COORD:12916881..12918937| similar to zinc finger protein-related [Arabidopsis thaliana] (TAIR:AT5G63740.1); similar to Os12g0110300 [Oryza"	AT2G30280.1	CHR11V5|COORD:483730..480170|protein conserved hypothetical protein	LOC_Os11g01880.1	no description	not assigned.unknown	35_2

CUST_114705_PI403524517	2	0.4138298	-0.21419573	-0.0073242188	0.007323742	-0.1649313	0.61794376	35_32554	"Cluster: Eukaryotic initiation factor iso-4F subunit p82-34 (eIF-(iso)4F p82- 34); n=2; Triticum aestivum|Rep: Eukaryotic initiation factor iso-4F subunit p82-3"	UniRef90_Q03387	CHR5V7|COORD:23456981..23460659| eukaryotic translation initiation factor 4F, putative / eIF-4F, putative	AT5G57870.2	CHR04V5|COORD:24733168..24726996|protein eukaryotic initiation factor iso-4F subunit p82-34, putative, expressed	LOC_Os04g42140.1	 no descriptionvery weakly similar to (73.2)AT5G57870| Symbols:  | eukaryotic translation initiation factor 4F, putative / eIF-4F, putative | chr5:23456981-23460659 FORWARDweakly similar to ( 144)IF41_WHEATEukaryotic initiation factor iso-4F subunit p82-34 - Triticum aestivum (Wheat)	protein.synthesis.initiation	29_2_3

CUST_105617_PI403524517	2	0.17151308	0.2877035	-0.17151308	-0.26597357	-0.29852533	3.0244508	35_30077	"Cluster: Os08g0515100 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os08g0515100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J4G8	CHR2V7|COORD:1147965..1149020| sulfotransferase family protein	AT2G03750.1	CHR08V5|COORD:25434975..25434000|protein flavonol sulfotransferase-like, putative	LOC_Os08g40390.1	no descriptionvery weakly similar to (87.8)AT2G03750| Symbols:  | sulfotransferase family protein | chr2:1147965-1149020 REVERSEnot assigned Sulfotransfer_1	lipid metabolism.'exotics' (steroids, squalene etc)	11_8

CUST_77450_PI403524517	2	0.027403831	0.2589798	-0.027403831	-0.06539154	-0.06404972	0.23777771	35_22194	"Cluster: Acetyltransferase, GNAT family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Acetyltransferase, GNAT family protein, expressed -"	UniRef90_Q2R3D8	CHR2|COORD:15985590..15987793| GCN5-related N-acetyltransferase, putative, similar to SP:Q03503 L-A virus GAG protein N-acetyltransferase (EC 2.3.1.-)	AT2G38130.2	CHR11V5|COORD:18577806..18574773|protein retrotransposon protein, putative, unclassified, expressed	LOC_Os11g32280.1	"no descriptionmoderately similar to ( 266)AT2G38130| Symbols: ATMAK3 | ATMAK3 (Arabidopsis thaliana MAK3 homologue); N-acetyltransferase | chr2:15985717-15987223 REVERSEnot assigned not assigned not assigned not assigned RimI Acetyltransf_1 PRK03624"	misc.GCN5-related N-acetyltransferase	26_24

CUST_60926_PI403524517	2	0.14474297	-0.028579712	0.028578758	-0.07426262	-0.11907768	0.8572655	35_17376	"Cluster: Putative 1-deoxy-D-xylulose 5-phosphate reductoisomerase precursor; n=1; Hordeum vulgare|Rep: Putative 1-deoxy-D-xylulose 5-phosphate reductoisomerase"	UniRef90_Q70EZ8	CHR5V7|COORD:25231584..25234518| DXR (1-DEOXY-D-XYLULOSE 5-PHOSPHATE REDUCTOISOMERASE)	AT5G62790.1	CHR01V5|COORD:377518..371530|protein 1-deoxy-D-xylulose 5-phosphate reductoisomerase, chloroplast precursor, putative, expressed	LOC_Os01g01710.1	 no descriptionhighly similar to ( 758)AT5G62790| Symbols: PDE129, DXR | DXR (1-DEOXY-D-XYLULOSE 5-PHOSPHATE REDUCTOISOMERASE) | chr5:25231584-25234518 REVERSEhighly similar to ( 817)DXR_ORYSAPRK05447 Dxr PRK12464 DXP_reductoisom DXP_redisom_C 	secondary metabolism.isoprenoids.non-mevalonate pathway.DXR	16_1_1_2

CUST_12826_PI404877155	2	0.09566593	-0.09566593	-0.14144516	0.21014786	-0.09940338	0.20743084	Contig6567_at	expressed protein [Arabidopsis thaliana] pir||T45789 hypothetical protein F26O13.220 - Arabidopsis thaliana	NP_190726.1	expressed protein	At3g51580.1	protein expressed protein	Os05g40040	NONE	RNA.regulation of transcription	27_3

CUST_6577_PI403524517	2	-0.14291096	0.1789751	0.024608612	0.14230824	-0.10351944	-0.024608612	35_1825	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10NP4	CHR4V7|COORD:5188044..5189571| glycine-rich protein	AT4G08230.1	CHR03V5|COORD:8647104..8650191|protein expressed protein	LOC_Os03g15720.2	no descriptionvery weakly similar to (80.1)AT4G08230| Symbols:  | glycine-rich protein | chr4:5188044-5189571 REVERSEnot assigned PRP8	not assigned.no ontology.glycine rich proteins	35_1_40

CUST_16407_PI403524517	2	0.09310722	0.62572384	-0.97177696	0.24277878	-0.78273964	-0.09310627	35_4737	"Cluster: Os12g0428000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os12g0428000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0INM9	CHR3V7|COORD:3381853..3384232| zinc finger (C3HC4-type RING finger) family protein	AT3G10810.1	CHR12V5|COORD:13654437..13656115|protein senescence-associated protein DIN1, putative, expressed	LOC_Os12g24020.2	no descriptionvery weakly similar to (87.0)AT5G66040| Symbols: STR16 | senescence-associated family protein | chr5:26427783-26428365 FORWARDvery weakly similar to (77.0)DIN1_RAPSASenescence-associated protein DIN1 - Raphanus sativus (Radish)not assigned RHOD RHOD Rhodanese RHOD_1 PspE	development.unspecified	33_99

CUST_132732_PI403524517	2	-0.033629417	0.4115944	-0.02949047	0.02949047	0.23186493	-0.032762527	35_37274	Rep: Shaggy-related protein kinase 6 - Solanum peruvianum (Peruvian tomato) (Lycopersicon peruvianum)	UniRef90_Q5EZ69	CHR4V7|COORD:294116..297002| shaggy-related protein kinase theta / ASK-theta (ASK8)	AT4G00720.1	CHR10V5|COORD:19871651..19866900|protein shaggy-related protein kinase theta, putative, expressed	LOC_Os10g37740.1	no descriptionmoderately similar to ( 417)AT4G00720| Symbols:  | shaggy-related protein kinase theta / ASK-theta (ASK8) | chr4:294116-297002 REVERSEmoderately similar to ( 412)KSGT_BRANAShaggy-related protein kinase theta - Brassica napus (Rape)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc Pkinase S_TKc SPS1 TyrKc Pkinase_Tyr PTKc PTKc_FAK PTKc_Syk_like PTKc_VEGFR2 PTKc_VEGFR PTKc_VEGFR3 PTKc_PDGFR PTKc_FGFR PTKc_Jak2_Jak3_rpt2	protein.postranslational modification	29_4

CUST_52581_PI403524517	2	-0.07856178	-1.3749375	0.0055742264	0.33581734	0.102731705	-0.0055742264	35_14978	"Cluster: Putative heat shock protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative heat shock protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q9AQZ5	CHR1V7|COORD:30068674..30071960| HSP91 (Heat shock protein 91)	AT1G79930.1	CHR01V5|COORD:4250640..4256428|protein heat shock 70 kDa protein 4, putative, expressed	LOC_Os01g08560.2	no descriptionnearly identical (1082)AT1G79930| Symbols: HSP91 | HSP91 (Heat shock protein 91) | chr1:30068817-30071960 REVERSEmoderately similar to ( 280)HSP7C_PETHYHeat shock cognate 70 kDa protein - Petunia hybrida (Petunia)not assigned not assigned not assigned not assigned not assigned HSP70 DnaK dnaK dnaK hscA hscA	stress.abiotic.heat	20_2_1

CUST_131202_PI403524517	2	-0.7785959	-0.57788944	0.36426926	0.25920677	0.011490822	-0.011490345	35_36850	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_10484_PI399408534	2	-1.3542175E-4	0.29406643	-0.0010080338	-0.045952797	1.3446808E-4	0.14298439	35_17923	Rep: XRN4 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q9FQ04	"CHR1V7|COORD:20353967..20360317| AIN1 (ACC INSENSITIVE 1); 5'-3' exonuclease/ nucleic acid binding"	AT1G54490.1	CHR03V5|COORD:32988267..32999355|protein XRN4, putative, expressed	LOC_Os03g58060.1	" no descriptionmoderately similar to ( 265)AT1G54490| Symbols: EIN5, XRN4, AIN1 | AIN1 (ACC INSENSITIVE 1); 5'-3' exonuclease/ nucleic acid binding | chr1:20353967-20360317 FORWARDnot assigned not assigned not assigned XRN1 Cytadhesin_P30 "	RNA.processing.ribonucleases	27_1_19

CUST_13986_PI404877155	2	-0.31971693	0.80768824	0.063340664	0.5966344	-0.15518713	-0.063340664	Contig7739_at	alanine--glyoxylate aminotransferase, putative / beta-alanine-pyruvate aminotransferase, putative / AGT,	NP_187498.1	alanine--glyoxylate aminotransferase, putative / beta-alanine-pyruvate aminotransferase, putative / AGT, putativ	At3g08860.1	protein aminotransferase, putative	Os05g39770	alanine--glyoxylate aminotransferase (beta-alanine-pyruvate aminotransferase/AGT)	amino acid metabolism.degradation.branched-chain group.shared	13_2_4_1

CUST_2840_PI403524517	2	-0.05919075	0.6444168	0.0044879913	0.02926445	-0.114356995	-0.0044870377	35_777	"Cluster: Hypothetical protein OSJNBa0050G13.3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0050G13.3 - Oryza sativa (japonica cu"	UniRef90_Q67UX7	CHR5V7|COORD:3393798..3395849| protein phosphatase 2C-related / PP2C-related	AT5G10740.1	CHR02V5|COORD:2744207..2747562|protein protein phosphatase 2C isoform epsilon, putative, expressed	LOC_Os02g05630.1	no descriptionmoderately similar to ( 432)AT5G10740| Symbols:  | protein phosphatase 2C-related / PP2C-related | chr5:3393798-3395849 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned PP2Cc PP2Cc PP2C PTC1	protein.postranslational modification	29_4

CUST_62536_PI403524517	2	0.039596558	-0.036251068	-0.07184124	0.018510818	-0.016208649	0.016208649	35_17832	"Cluster: Putative thioredoxin peroxidase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative thioredoxin peroxidase - Oryza sativa (japonica cultivar-gro"	UniRef90_Q9SDD6	"CHR3V7|COORD:1826317..1827815| ATPRXIIF/PRXIIF (PEROXIREDOXIN IIF); antioxidant/ peroxidase"	AT3G06050.1	CHR01V5|COORD:9118213..9114703|protein peroxiredoxin-5, mitochondrial precursor, putative, expressed	LOC_Os01g16152.1	" no descriptionmoderately similar to ( 263)AT3G06050| Symbols: PRXIIF, ATPRXIIF | ATPRXIIF/PRXIIF (PEROXIREDOXIN IIF); antioxidant/ peroxidase | chr3:1826317-1827815 REVERSEnot assigned PRX5_like AHP1 Redoxin PRX_family AhpC-TSA "	redox.peroxiredoxin	21_5

CUST_4359_PI403524517	2	-6.8855286E-4	0.030145645	6.8950653E-4	-0.10386467	0.06727028	-0.25882435	35_1204	Rep: Probable DNA repair protein RAD23 - Oryza sativa (Rice)	UniRef90_Q40742	CHR3V7|COORD:533913..536158| ubiquitin family protein	AT3G02540.2	CHR09V5|COORD:14361992..14365948|protein DNA repair protein RAD23, putative, expressed	LOC_Os09g24200.2	no descriptionweakly similar to ( 109)AT3G02540| Symbols: RAD23-3 | ubiquitin family protein | chr3:533913-536158 REVERSEweakly similar to ( 187)RAD23_ORYSAnot assigned not assigned not assigned not assigned RAD23_N UBQ UBL ubiquitin Nedd8 Scythe_N Ubiquitin PRK12323 PRK07764 PRK05648 PRK07003	DNA.repair	28_2

CUST_93427_PI403524517	2	0.021301746	0.01165247	-0.011651993	0.027245045	-0.2844367	-0.23754549	35_26711	"Cluster: Hypothetical protein OJ1034_C08.29; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1034_C08.29 - Oryza sativa (japonica cultiv"	UniRef90_Q6Z2B4	CHR5V7|COORD:3490994..3495079| ALF4 (ABERRANT LATERAL ROOT FORMATION 4)	AT5G11030.1	CHR08V5|COORD:11557446..11552108|protein aberrant root formation protein 4, putative, expressed	LOC_Os08g19320.2	no descriptionvery weakly similar to (67.4)AT5G11030| Symbols: ALF4 | ALF4 (ABERRANT LATERAL ROOT FORMATION 4) | chr5:3490994-3495079 REVERSE	not assigned.unknown	35_2

CUST_7317_PI403524517	2	0.07097435	-0.8372927	-0.12147617	0.033346176	-0.024271965	0.024272919	35_2032	"Cluster: Hypothetical protein OSJNBa0042F15.2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0042F15.2 - Oryza sativa (japonica cu"	UniRef90_Q75GB3	CHR5V7|COORD:3709735..3713995| catalytic	AT5G11560.1	CHR05V5|COORD:7906348..7915727|protein expressed protein	LOC_Os05g14170.1	no descriptionhighly similar to ( 904)AT5G11560| Symbols:  | catalytic | chr5:3709735-3713995 REVERSEnot assigned DUF1620	not assigned.no ontology	35_1

CUST_170369_PI403524517	2	0.014997482	0.54397964	0.18109703	-0.07167673	-0.014998436	-0.2681656	35_47454	"Cluster: Os01g0765500 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0765500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JJ13		0	CHR01V5|COORD:32581870..32578976|protein expressed protein	LOC_Os01g56020.1	no description	not assigned.unknown	35_2

CUST_32410_PI403524517	2	0.058340073	0.2200203	0.0033006668	-0.17683601	-0.06598377	-0.0032997131	35_9346	"Cluster: Hypothetical protein P0518C01.40; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0518C01.40 - Oryza sativa (japonica cultivar-g"	UniRef90_Q94DF6	"CHR3V7|COORD:17860420..17862381| similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAU44202.1); similar to Os05g0110700 [Oryza sativa"	AT3G48210.1	CHR01V5|COORD:43296985..43293898|protein expressed protein	LOC_Os01g74170.1	"no descriptionweakly similar to ( 118)AT3G48210| Symbols:  | similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAU44202.1); similar to Os05g0110700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001054442.1); contains InterPro domain Kinetochore-Ndc80 subunit Spc25; (InterPro:IPR013255) | chr3:17860420-17862381 FORWARDnot assigned Spindle_Spc25"	not assigned.unknown	35_2

CUST_151611_PI403524517	2	0.2883644	-0.35023022	-0.031874657	0.03187561	-0.33303452	0.24646473	35_42393	"Cluster: Os03g0809400 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os03g0809400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DMG6	"CHR1V7|COORD:28208370..28212173| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G28770.1); similar to expressed protein [Oryza sativa (japonica"	AT1G75150.1	CHR03V5|COORD:33793670..33788914|protein expressed protein	LOC_Os03g59480.1	"no descriptionvery weakly similar to (65.1)AT1G75150| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G28770.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABF99475.1) | chr1:28208370-28212173 REVERSEnot assigned not assigned not assigned MDN1 COG5644 BUD22"	not assigned.unknown	35_2

CUST_4988_PI404877155	2	0.3839693	1.2434082	-0.75330544	-0.15684986	-0.28502178	0.15684986	Contig16403_at	3-hydroxyisobutyrate dehydrogenase-like protein [Arabidopsis thaliana]	AAM63893.1	3-hydroxyisobutyrate dehydrogenase, putative	At4g20930.1	protein 3-hydroxyisobutyrate dehydrogenase, putative	Os06g46370	"3-hydroxyisobutyrate dehydrogenase, putative, similar to SP:P29266 3-hydroxyisobutyrate dehydrogenase, mitochondrial precursor (EC 1.1.1.31) {Rattus norvegicus}; contains Pfam profile PF03446: NAD binding domain of 6-phosphogluconate dehydrogenase"	amino acid metabolism.degradation.branched-chain group.valine	13_2_4_3

CUST_50833_PI403524517	2	-0.42577362	-2.0896173	-0.23047161	1.6675787	0.6013675	0.23047209	35_14501	"Cluster: Low molecular weight oleosin; n=1; Hordeum vulgare|Rep: Low molecular weight oleosin - Hordeum vulgare (Barley)"	UniRef90_Q43770	0	0	0	0	no description	not assigned.unknown	35_2

CUST_11863_PI404877155	2	0.02331543	0.4389801	-0.02331543	0.118439674	-0.2547264	-0.035025597	Contig5562_s_at	putative receptor-protein kinase [Oryza sativa (japonica cultivar-group)] dbj|BAB56062.1| putative protein kinase [Oryza sativa (japonica cu	NP_916295.1	protein kinase family protein	At3g51550.1	protein Protein kinase domain, putative	Os01g56330	NONE	signalling.receptor kinases.misc	30_2_99

CUST_9037_PI403524517	2	0.125	0.27394867	-0.019871712	-0.06006241	-0.019488335	0.019488335	35_2534	"Cluster: Os02g0723300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os02g0723300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DY03	0	0	CHR02V5|COORD:30052674..30047595|protein expressed protein	LOC_Os02g49150.4	no description	not assigned.unknown	35_2

CUST_95401_PI403524517	2	0.6912966	-0.66082907	0.17895794	0.1549592	-0.15495968	-0.16206312	35_27265	Rep: H0124B04.17 protein - Oryza sativa (Rice)	UniRef90_Q259F9	CHR4V7|COORD:13042709..13048124| MSH3 (ARABIDOPSIS HOMOLOG OF DNA MISMATCH REPAIR PROTEIN MSH3)	AT4G25540.1	CHR04V5|COORD:34658107..34650932|protein DNA mismatch repair protein MSH3, putative, expressed	LOC_Os04g58630.3	 no descriptionmoderately similar to ( 325)AT4G25540| Symbols: ATMSH3, MSH3 | MSH3 (ARABIDOPSIS HOMOLOG OF DNA MISMATCH REPAIR PROTEIN MSH3) | chr4:13042709-13048124 REVERSEnot assigned not assigned not assigned not assigned MutS PRK05399 MutS_III MUTSd 	DNA.repair	28_2

CUST_5088_PI404877155	2	0.07251358	0.033330917	-0.051225662	0.10476112	-0.03333187	-0.036722183	Contig16506_at	0	DAA01403.1	oligopeptide transporter OPT family protein	At3g27020.1	protein transposon protein, putative, unclassified	Os04g32050	"oligopeptide transporter OPT family protein, similar to iron-phytosiderophore transporter protein yellow stripe 1 (Zea mays) GI:10770865; contains Pfam profile PF03169: OPT oligopeptide transporter protein"	transport.peptides and oligopeptides	34_13

CUST_15979_PI403524517	2	0.007378578	0.044970512	0.033028603	-0.0073776245	-0.052232742	-0.025465965	35_4613	"Cluster: Cyclin, N-terminal domain, putative; n=3; Oryza sativa (japonica cultivar-group)|Rep: Cyclin, N-terminal domain, putative - Oryza sativa (japonica"	UniRef90_Q53NC8	CHR5V7|COORD:18295035..18297960| cyclin family protein	AT5G45190.1	CHR11V5|COORD:2726047..2732548|protein cyclin-dependent protein kinase, putative, expressed	LOC_Os11g05850.1	no descriptionmoderately similar to ( 270)AT4G19600| Symbols:  | cyclin family protein | chr4:10673629-10676542 FORWARDvery weakly similar to (58.5)CCNC_ORYSAnot assigned not assigned not assigned CCL1 CYCLIN	cell.cycle	31_3

CUST_18452_PI404877155	2	0.060437202	0.0077786446	0.07229948	-0.24481153	-0.49676514	-0.0077781677	HVSMEi0004L20r2_at	aldehyde dehydrogenase, putative [Arabidopsis thaliana]	AAM61211.1	aldehyde dehydrogenase, putative (ALDH)	At1g44170.1	protein aldehyde dehydrogenase, putative	Os12g07810	"ALDH4;aldehyde dehydrogenase, putative (ALDH), similar to aldehyde dehydrogenase ALDH (Craterostigma plantagineum) gi:17065918:emb:CAC84900 or  aldehyde dehydrogenase, putative (ALDH), similar to aldehyde dehydrogenase ALDH (Craterostigma plantagineum) gi"	fermentation.aldehyde dehydrogenase	5_10

CUST_99313_PI403524517	2	-0.0034732819	0.6385832	0.08448982	-0.14661789	-0.009370804	0.0034723282	35_28348	"Cluster: Os01g0225100 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0225100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JPF7	CHR5V7|COORD:23737202..23740200| PRLI-interacting factor, putative	AT5G58720.1	CHR01V5|COORD:6886153..6893212|protein smr domain containing protein, expressed	LOC_Os01g12530.3	 no descriptionvery weakly similar to (98.2)AT5G58720| Symbols:  | PRLI-interacting factor, putative | chr5:23737202-23740200 REVERSE	DNA.synthesis/chromatin structure	28_1

CUST_56944_PI403524517	2	-0.0021562576	-0.39787006	-0.0815382	0.0021562576	0.03597355	0.16757107	35_16229	"Cluster: Hypothetical protein OJ2056_H01.18; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ2056_H01.18 - Oryza sativa (japonica cultiv"	UniRef90_Q6ZGV7	"CHR5V7|COORD:19480114..19482016| similar to hypothetical protein DDBDRAFT_0189346 [Dictyostelium discoideum AX4] (GB:XP_647101.1); similar to"	AT5G48020.1	CHR02V5|COORD:29777479..29780233|protein expressed protein	LOC_Os02g48630.1	"no descriptionhighly similar to ( 525)AT5G48020| Symbols:  | similar to hypothetical protein DDBDRAFT_0189346 [Dictyostelium discoideum AX4] (GB:XP_647101.1); similar to Os02g0717500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001047933.1); contains domain no description (G3D.3.50.60.10); contains domain Clavaminate synthase-like (SSF51197); contains domain FE(II)/ ASCORBATE OXIDASE SUPERFAMILY (PTHR10209) | chr5:19480114-19482016 REVERSEnot assigned PcbC"	not assigned.unknown	35_2

CUST_65_PI399407379	2	-0.15776443	-0.9666414	-0.112683296	0.19076824	0.29511738	0.11268377	HvABI4c									

CUST_169402_PI403524517	2	-0.016262531	0.49889612	0.016262531	-0.2802205	-0.07931471	0.023727417	35_47182	"Cluster: Hypothetical protein P0434D08.22-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0434D08.22-1 - Oryza sativa (japonica cultiv"	UniRef90_Q5NBD4	CHR3V7|COORD:23044567..23047628| zinc finger (C2H2 type) family protein	AT3G62240.1	CHR01V5|COORD:8294388..8299209|protein nucleic acid binding protein, putative, expressed	LOC_Os01g14840.1	no descriptionvery weakly similar to (67.0)AT3G62240| Symbols:  | zinc finger (C2H2 type) family protein | chr3:23044567-23047628 REVERSE	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_3689_PI403524517	2	0.028211594	-0.15458107	0.15969467	-0.028211594	-0.1485405	0.06505585	35_1005	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_60036_PI403524517	2	0.05295658	0.016043663	0.10432148	-0.094592094	-0.016044617	-0.12678146	35_17113	"Cluster: Methylthioadenosine/S-adenosyl homocysteine nucleosidase; n=2; Oryza sativa|Rep: Methylthioadenosine/S-adenosyl homocysteine nucleosidase - Oryza sativ"	UniRef90_Q8W162	"CHR4V7|COORD:18113349..18114990| ATMTN1; catalytic/ methylthioadenosine nucleosidase"	AT4G38800.1	CHR06V5|COORD:691775..694749|protein MTA/SAH nucleosidase, putative, expressed	LOC_Os06g02220.1	"no descriptionweakly similar to ( 110)AT4G38800| Symbols: ATMTN1 | ATMTN1; catalytic/ methylthioadenosine nucleosidase | chr4:18113349-18114990 REVERSEnot assigned not assigned not assigned TT_ORF1"	not assigned.no ontology	35_1

CUST_37938_PI403524517	2	0.23017883	-0.9010668	-0.18469334	0.13651562	0.11445713	-0.11445713	35_10919	"Cluster: Hypothetical protein OJ1007_H05.4; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1007_H05.4 - Oryza sativa (japonica cultivar"	UniRef90_Q6L5C6	"CHR3V7|COORD:18237939..18240585| EMB2261 (EMBRYO DEFECTIVE 2261); binding"	AT3G49170.1	CHR05V5|COORD:29153414..29156840|protein pentatricopeptide repeat protein PPR986-12, putative, expressed	LOC_Os05g50950.1	"no descriptionvery weakly similar to (69.3)AT3G49170| Symbols: EMB2261 | EMB2261 (EMBRYO DEFECTIVE 2261); binding | chr3:18237939-18240585 REVERSE"	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_182550_PI403524517	2	0.021759987	6.03199E-4	0.1214633	-0.51973104	-0.6815853	-6.03199E-4	35_50745	"Cluster: Photosystem II 10 kDa polypeptide; n=3; BEP clade|Rep: Photosystem II 10 kDa polypeptide - Oryza sativa (Rice)"	UniRef90_P93443	CHR1V7|COORD:29740978..29741674| PSBR (photosystem II subunit R)	AT1G79040.1	CHR08V5|COORD:5802114..5800115|protein photosystem II 10 kDa polypeptide, chloroplast precursor, putative, expressed	LOC_Os08g10020.2	 no descriptionvery weakly similar to (99.8)AT1G79040| Symbols: PSBR | PSBR (photosystem II subunit R) | chr1:29740978-29741674 FORWARDweakly similar to ( 116)PSBR_SPIOLPhotosystem II 10 kDa polypeptide, chloroplast precursor - Spinacia oleracea (Spinach)PsbR 	PS.lightreaction.photosystem II.PSII polypeptide subunits	1_1_1_2

CUST_6116_PI403524517	2	0.016746521	2.0088673	-0.055221558	0.06691551	-0.39634705	-0.016745567	35_1688	"Cluster: Universal stress protein family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Universal stress protein family"	UniRef90_Q10MK7	CHR3V7|COORD:23147170..23148050| universal stress protein (USP) family protein	AT3G62550.1	CHR03V5|COORD:10819618..10818270|protein ER6 protein, putative, expressed	LOC_Os03g19270.2	no descriptionweakly similar to ( 105)AT3G62550| Symbols:  | universal stress protein (USP) family protein | chr3:23147170-23148050 FORWARDUsp USP_Like UspA	stress.abiotic.unspecified	20_2_99

CUST_14413_PI404877155	2	0.07789707	0.20423412	-0.07513714	0.057058334	-0.05705738	-0.08796787	Contig825_s_at	putative L-ascorbate peroxidase [Oryza sativa (japonica cultivar-group)] dbj|BAD08870.1| putative L-ascorbate peroxidase [Oryza sativa (japo	XP_483388.1	peroxidase family protein	At4g32320.1	protein Peroxidase, putative	Os08g41090	"peroxidase family protein, similar to L-ascorbate peroxidase (Arabidopsis thaliana) gi:1523789:emb:CAA66925; contains Pfam profile PF00141: Peroxidase"	PS.calvin cyle.phosphoglycerate kinase	1_03_03

CUST_18007_PI404877155	2	0.02861309	-0.28873825	-0.121946335	-0.028612137	0.13302135	0.118798256	HVSMEb0006N17f_at	OSJNBa0043A12.34 [Oryza sativa (japonica cultivar-group)]	CAE02829.1	phosphatidate cytidylyltransferase family protein	At5g04490.1	protein phosphatidate cytidylyltransferase	Os04g57500	phosphatidate cytidylyltransferase family protein, contains Pfam profile: PF01148 phosphatidate cytidylyltransferase	lipid metabolism.Phospholipid synthesis	11_3

CUST_101205_PI403524517	2	-0.021374702	0.3849411	0.26171207	-0.06509209	-0.30897236	0.021374702	35_28885	"Cluster: Putative TATA-binding protein associated factor; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative TATA-binding protein associated factor - Ory"	UniRef90_Q6H7I0	CHR5V7|COORD:17332836..17338372| transcription initiation factor	AT5G43130.1	CHR02V5|COORD:26397394..26390084|protein transcription initiation factor, putative, expressed	LOC_Os02g43750.1	no descriptionvery weakly similar to (65.9)AT5G43130| Symbols:  | transcription initiation factor | chr5:17332836-17338372 REVERSEnot assigned not assigned	RNA.transcription	27_2

CUST_79501_PI403524517	2	0.13625336	-0.05730152	0.015314102	-0.015314102	-0.14166641	0.12422085	35_22805	"Cluster: Zinc finger-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Zinc finger-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5ZD36	CHR2V7|COORD:10963829..10979807| binding / heme binding	AT2G25730.1	CHR01V5|COORD:23516210..23540540|protein expressed protein	LOC_Os01g40990.3	no descriptionmoderately similar to ( 205)AT2G25730| Symbols:  | binding / heme binding | chr2:10963829-10979807 REVERSEnot assigned	not assigned.unknown	35_2

CUST_17663_PI404877155	2	-0.010831833	-0.877512	-0.059645653	0.03067875	0.02670765	0.010831833	HV_CEb0021E23r2_at	Cytochrome c oxidase polypeptide Vc (Cytochrome c oxidase subunit 5c) pir||T05365 probable cytochrome-c oxidase (EC 1.9.3.1) chain Vc - barl	Q42841	cytochrome c oxidase subunit Vc family protein / COX5C family protein	At2g47380.1	protein Cytochrome c oxidase subunit Vc (COX5C)	Os12g37420	cytochrome c oxidase, Vc subunit	mitochondrial electron transport / ATP synthesis.cytochrome c oxidase	9_7

CUST_7162_PI399408534	2	0.33675957	-0.49668884	-0.36890888	0.07400799	-0.04755974	0.047558784	35_9425	"Cluster: Putative nucleoid DNA-binding protein cnd41, chloroplast; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative nucleoid DNA-binding protein cnd41,"	UniRef90_Q69P39	CHR1V7|COORD:30002152..30003844| aspartyl protease family protein	AT1G79720.1	CHR09V5|COORD:15343636..15346104|protein aspartic proteinase nepenthesin-2 precursor, putative, expressed	LOC_Os09g25570.1	no descriptionweakly similar to ( 145)AT1G79720| Symbols:  | aspartyl protease family protein | chr1:30002152-30003844 REVERSEnot assigned	RNA.regulation of transcription.unclassified	27_3_99

CUST_152923_PI403524517	2	0.12888908	0.44848156	0.13142109	-0.17936659	-0.12888908	-0.15839243	35_42741	"Cluster: Novel protein similar to vertebrate enabled homolog; n=2; Danio rerio|Rep: Novel protein similar to vertebrate enabled homolog - Brachydanio rerio (Zeb"	UniRef90_Q5TZC8	CHR4V7|COORD:7758606..7760888| leucine-rich repeat family protein / extensin family protein	AT4G13340.1	CHR06V5|COORD:19225412..19229085|protein transposon protein, putative, CACTA, En/Spm sub-class	LOC_Os06g33030.1	no description	not assigned.unknown	35_2

CUST_63144_PI403524517	2	0.0025019646	0.028808117	-0.1231184	0.052707672	-0.19022131	-0.0025019646	35_18017	"Cluster: Ser/Thr protein phosphatase family protein, putative; n=2; Oryza sativa (japonica cultivar-group)|Rep: Ser/Thr protein phosphatase family protein, puta"	UniRef90_Q53Q74	"CHR3V7|COORD:19585214..19587916| ATPAP22/PAP22 (purple acid phosphatase 22); acid phosphatase/ protein serine/threonine phosphatase"	AT3G52820.1	CHR11V5|COORD:2422484..2419507|protein expressed protein	LOC_Os11g05400.1	" no descriptionweakly similar to ( 158)AT3G52820| Symbols: ATPAP22, PAP22 | ATPAP22/PAP22 (purple acid phosphatase 22); acid phosphatase/ protein serine/threonine phosphatase | chr3:19585214-19587916 REVERSEvery weakly similar to (97.8)PPAF_SOYBNPurple acid phosphatase precursor - Glycine max (Soybean)not assigned "	misc.acid and other phosphatases	26_13

CUST_59897_PI403524517	2	0.08007908	0.66269207	-0.08007908	-0.24476147	-0.3874874	0.09544468	35_17077	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_88932_PI403524517	2	0.12167168	-0.012918472	0.13761902	0.012918949	-0.12387705	-0.052096844	35_25445	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_5625_PI404877155	2	-0.080332756	0.39792442	0.3635559	-0.05179119	-0.019368172	0.019367218	Contig17529_at	P0039A07.25 [Oryza sativa (japonica cultivar-group)] dbj|BAB86541.1| hypothetical protein [Oryza sativa (japonica cultivar-group)]	NP_915691.1	proton-dependent oligopeptide transport (POT) family protein	At1g22540.1	protein POT family	Os05g35590	oligopeptide transporter	transport.peptides and oligopeptides	34_13

CUST_1769_PI404877155	2	0.007973671	-1.1069555	-0.007973671	0.0606184	0.11192417	-0.10031891	Contig11989_at	unknown protein [Oryza sativa (japonica cultivar-group)]	BAD09597.1	413619|ferredoxin-related	At1g02180.1	protein expressed protein	Os08g35710	gi|30678256|ref|NP_171720.2| expressed protein	PS.lightreaction.other electron carrier (ox/red).ferredoxin	1_01_05_02

CUST_21600_PI399408534	2	0.09721184	-0.28418064	-0.09721184	0.102534294	0.24828243	-0.2546177	35_17503	Rep: OSJNBa0014K14.4 protein - Oryza sativa (Rice)	UniRef90_Q7XQX1	CHR4V7|COORD:15501140..15503327| calcium-binding EF hand family protein	AT4G32060.1	CHR04V5|COORD:24891940..24896093|protein calcium binding atopy-related autoantigen 1, putative, expressed	LOC_Os04g42430.2	no descriptionweakly similar to ( 170)AT4G32060| Symbols:  | calcium-binding EF hand family protein | chr4:15501140-15503308 FORWARDnot assigned	signalling.calcium	30_3

CUST_23696_PI403524517	2	-0.35884953	-1.4022188	0.35977268	0.35884953	0.58094025	-0.51797676	35_6885	"Cluster: Putative lysine decarboxylase-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative lysine decarboxylase-like protein - Oryza sativa"	UniRef90_Q5TKP8	CHR5|COORD:3854917..3856977| expressed protein, contains Pfam profile PF03641: decarboxylase family protein	AT5G11950.2	CHR05V5|COORD:26785077..26787884|protein lysine decarboxylase-like protein, putative, expressed	LOC_Os05g46360.1	"no descriptionmoderately similar to ( 300)AT5G11950| Symbols:  | Identical to Lysine decarboxylase-like protein At5g11950 [Arabidopsis Thaliana] (GB:Q84MC2;GB:Q570P8;GB:Q9LYH8); similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G37210.1); similar to Conserved hypothetical protein 730 [Medicago truncatula] (GB:ABE86251.1); contains InterPro domain Conserved hypothetical protein 730; (InterPro:IPR005269) | chr5:3855073-3856816 FORWARDLysine_decarbox COG1611"	not assigned.unknown	35_2

CUST_14135_PI403524517	2	0.010305405	-0.17779064	-0.10817337	0.07012558	-0.010304451	0.205307	35_4056	"Cluster: Hypothetical protein OJ1131_E05.126; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1131_E05.126 - Oryza sativa (japonica cult"	UniRef90_Q8H5H1	CHR3V7|COORD:3166703..3167872| F-box protein-related	AT3G10240.1	CHR07V5|COORD:20997635..20999614|protein F-box domain containing protein, expressed	LOC_Os07g35050.1	no descriptionvery weakly similar to (66.6)AT3G10240| Symbols:  | F-box protein-related | chr3:3166703-3167872 FORWARDnot assigned not assigned	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_638_PI404877155	2	0.08900547	0.019361496	-0.0069208145	-0.03163147	0.0069208145	-0.05889511	Contig10580_at	OSJNBa0018M05.9 [Oryza sativa (japonica cultivar-group)]	CAE03234.2	coenzyme Q biosynthesis Coq4 family protein / ubiquinone biosynthesis Coq4 family protein	At2g03690.1	protein Coenzyme Q (ubiquinone) biosynthesis protein Coq4	Os04g57790	coenzyme Q biosynthesis Coq4 family protein / ubiquinone biosynthesis Coq4 family protein, contains Pfam profile PF05019: Coenzyme Q (ubiquinone) biosynthesis protein Coq4	mitochondrial electron transport / ATP synthesis.unspecified	9_99

CUST_4209_PI403524517	2	-0.14270687	0.79761124	-0.2800703	0.31695843	-0.20343971	0.14270687	35_1163	"Cluster: Hypothetical protein P0410E03.33-1; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0410E03.33-1 - Oryza sativa (japonica cultiv"	UniRef90_Q9AX68	"CHR1V7|COORD:30176412..30177691| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G25460.1); similar to unknown [Ricinus communis] (GB:CAB02653.1);"	AT1G80240.1	CHR01V5|COORD:24507959..24511019|protein expressed protein	LOC_Os01g42520.1	no description	not assigned.unknown	35_2

CUST_812_PI403524517	2	0.018216133	0.30876827	-0.007583618	-0.17426872	-0.051844597	0.007583618	35_212	"Cluster: Guanine nucleotide exchange factor, putative, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Guanine nucleotide exchange factor, putative,"	UniRef90_Q10M07	"CHR4V7|COORD:9228790..9241077| SPK1 (SPIKE1); GTP binding / GTPase binding / guanyl-nucleotide exchange factor"	AT4G16340.1	CHR03V5|COORD:11980121..11986672|protein guanine nucleotide exchange factor, putative, expressed	LOC_Os03g21080.1	"no descriptionhighly similar to ( 766)AT4G16340| Symbols: SPK1 | SPK1 (SPIKE1); GTP binding / GTPase binding / guanyl-nucleotide exchange factor | chr4:9228790-9241077 REVERSEnot assigned not assigned not assigned Ded_cyto"	not assigned.no ontology	35_1

CUST_53166_PI403524517	2	-1.0218296	-0.41688728	0.30395412	0.09202099	0.14347935	-0.09202099	35_15134	Rep: Annexin p35 - Zea mays (Maize)	UniRef90_Q43864	"CHR5V7|COORD:25991141..25992780| ANNAT2 (ANNEXIN ARABIDOPSIS 2); calcium ion binding / calcium-dependent phospholipid binding"	AT5G65020.1	CHR02V5|COORD:31694634..31692292|protein annexin-like protein RJ4, putative, expressed	LOC_Os02g51750.1	"no descriptionweakly similar to ( 114)AT5G65020| Symbols: ANNAT2 | ANNAT2 (ANNEXIN ARABIDOPSIS 2); calcium ion binding / calcium-dependent phospholipid binding | chr5:25991141-25992780 FORWARDweakly similar to ( 103)ANX4_FRAANAnnexin-like protein RJ4 - Fragaria ananassa (Strawberry)not assigned Annexin ANX"	cell.organisation	31_1

CUST_44083_PI403524517	2	0.09696102	-0.5275564	-0.23493958	-0.07071304	0.070714	0.11981201	35_12649	"Cluster: Zinc finger (C3HC4-type RING finger)-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Zinc finger (C3HC4-type RING finger)-like protein -"	UniRef90_Q69VQ6	0	0	CHR09V5|COORD:7281393..7276192|protein protein binding protein, putative, expressed	LOC_Os09g12720.2	no description	not assigned.unknown	35_2

CUST_7870_PI403524517	2	0.10676193	0.03722477	0.04550457	-0.1257124	-0.4244194	-0.03722477	35_2191	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_22488_PI403524517	2	-0.8056011	-0.58931875	0.41865826	-0.23445606	0.23445606	0.61550474	35_6530	"Cluster: Initiator-binding protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Initiator-binding protein, putative, expressed - Oryza"	UniRef90_Q10NC6	"CHR1V7|COORD:2318430..2321045| TRFL2 (TRF-LIKE 2); DNA binding"	AT1G07540.1	CHR03V5|COORD:9226382..9231661|protein initiator-binding protein, putative, expressed	LOC_Os03g16700.3	"no descriptionmoderately similar to ( 259)AT1G07540| Symbols: TRFL2 | TRFL2 (TRF-LIKE 2); DNA binding | chr1:2318430-2321045 REVERSE"	DNA.synthesis/chromatin structure	28_1

CUST_31168_PI403524517	2	0.03669262	-0.27997446	0.065170765	-0.08339691	-0.024194717	0.024195194	35_8994	"Cluster: Pentatricopeptide (PPR) repeat-containing protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Pentatricopeptide (PPR) repeat-containing prot"	UniRef90_Q8S1M4	CHR3V7|COORD:2677128..2679185| pentatricopeptide (PPR) repeat-containing protein	AT3G08820.1	CHR01V5|COORD:30115084..30112983|protein CRR4, putative, expressed	LOC_Os01g51810.1	no descriptionweakly similar to ( 121)AT3G08820| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr3:2677128-2679185 REVERSE	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_100856_PI403524517	2	-0.048368454	0.5530977	0.08801079	-0.08131695	-0.13188362	0.048369408	35_28783	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10CL9	CHR5V7|COORD:2549433..2554670| dentin sialophosphoprotein-related	AT5G07980.1	CHR03V5|COORD:31193242..31189478|protein expressed protein	LOC_Os03g54970.1	no description	not assigned.unknown	35_2

CUST_18075_PI404877155	2	-0.13094997	2.074255	0.204525	-0.5244713	-1.2184305	0.13094902	HVSMEb0014F22f_s_at	putative gamma-lyase [Oryza sativa (japonica cultivar-group)] gb|AAP54634.1| putative gamma-lyase [Oryza sativa (japonica cultivar-group)] g	NP_922347.1	Cys/Met metabolism pyridoxal-phosphate-dependent enzyme family protein	At1g64660.1	protein putative gamma-lyase	Os10g37340	putative gamma-lyase	amino acid metabolism.degradation.aspartate family.methionine	13_2_3_4

CUST_114422_PI403524517	2	0.5602255	-0.13314247	0.32817125	0.0903182	-0.0903182	-0.12100983	35_32473	"Cluster: Putative ATP-dependent DNA helicase recQ; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ATP-dependent DNA helicase recQ - Oryza sativa (jap"	UniRef90_Q7XHW1	"CHR4V7|COORD:16936238..16940177| RecQl3 (Recq-like 3); ATP binding / ATP-dependent helicase"	AT4G35740.1	CHR07V5|COORD:28899755..28907004|protein superfamily II DNA helicase, putative, expressed	LOC_Os07g48360.1	"no descriptionvery weakly similar to (95.1)AT4G35740| Symbols: RecQl3 | RecQl3 (Recq-like 3); ATP binding / ATP-dependent helicase | chr4:16936793-16940177 FORWARDnot assigned not assigned not assigned RecQ PRK11057 DEAD DEXDc COG1205"	DNA.synthesis/chromatin structure	28_1

CUST_113957_PI403524517	2	0.106253624	0.03591299	-0.03591299	-0.113729954	-0.40889025	0.047048092	35_32342	0	0		0	CHR02V5|COORD:20894008..20904607|protein histone-lysine N-methyltransferase, H3 lysine-4 and H3 lysine-36specific ASHH2, expressed	LOC_Os02g34850.1	no description	not assigned.unknown	35_2

CUST_166263_PI403524517	2	0.12693024	-0.10118675	-0.014760017	0.014760971	-0.03567314	0.12072277	35_46318	Rep: Endoglucanase 6 precursor - Oryza sativa (Rice)	UniRef90_Q6Z2J3	CHR4V7|COORD:1002654..1005125| glycosyl hydrolase family 9 protein	AT4G02290.1	CHR02V5|COORD:30567534..30571400|protein endoglucanase 1 precursor, putative, expressed	LOC_Os02g50040.1	no descriptionvery weakly similar to (71.2)AT4G02290| Symbols:  | glycosyl hydrolase family 9 protein | chr4:1002654-1005125 REVERSEvery weakly similar to (73.6)GUN6_ORYSAGlyco_hydro_9	cell wall.degradation.cellulases and beta -1,4-glucanases	10_6_1

CUST_23469_PI403524517	2	-0.0042037964	-1.0121183	-0.12504578	0.0042037964	0.1285553	0.04633236	35_6821	"Cluster: Os09g0293900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os09g0293900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J2V8	CHR4V7|COORD:12959667..12962642| immunophilin-related / FKBP-type peptidyl-prolyl cis-trans isomerase-related	AT4G25340.1	CHR09V5|COORD:6989893..6993458|protein FK506-binding protein 39 kDa, putative, expressed	LOC_Os09g12270.1	no descriptionweakly similar to ( 110)AT4G25340| Symbols:  | immunophilin-related / FKBP-type peptidyl-prolyl cis-trans isomerase-related | chr4:12959667-12962642 REVERSEvery weakly similar to (70.5)FKB15_VICFAFK506-binding protein 2 precursor - Vicia faba (Broad bean)not assigned not assigned not assigned not assigned FKBP_C FkpA PRK10902 PRK11570	protein.folding	29_6

CUST_171045_PI403524517	2	-0.09316397	-0.042564392	0.085562706	0.61224747	-0.018382072	0.018381596	35_47645	"Cluster: Hypothetical protein OSJNBb0081B07.2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0081B07.2 - Oryza sativa (japonica"	UniRef90_Q852C1	CHR1V7|COORD:27850917..27852341| 60S ribosomal protein L6 (RPL6C)	AT1G74050.1	CHR03V5|COORD:34574198..34572525|protein expressed protein	LOC_Os03g60950.2	no description	not assigned.unknown	35_2

CUST_50156_PI403524517	2	0.13756561	0.06570721	-0.099591255	-0.06534767	-0.4144783	0.065348625	35_14313	0	0	0	0	CHR01V5|COORD:42751712..42748520|protein expressed protein	LOC_Os01g73150.1	no description	not assigned.unknown	35_2

CUST_21329_PI399408534	2	-0.022545815	0.048727036	0.02254486	-0.25863934	-0.3273964	0.06767273	35_27310	Rep: Hypothetical protein - Oryza sativa (Rice)	UniRef90_Q71HN7	"CHR3V7|COORD:8255163..8257567| ETR2 (ETHYLENE RESPONSE 2); receptor"	AT3G23150.1	CHR07V5|COORD:9006804..9003474|protein ethylene receptor, putative, expressed	LOC_Os07g15540.1	no descriptionvery weakly similar to (66.6)AT3G04580| Symbols: EIN4 | EIN4 (ETHYLENE INSENSITIVE 4) | chr3:1235582-1237971 REVERSEvery weakly similar to (57.4)ETR1_TOBACEthylene receptor - Nicotiana tabacum (Common tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF566 PRK12323 TT_ORF1 PRK12678 PRK07003 Atrophin-1 Herpes_BLLF1 PRK07764 Tymo_45kd_70kd PRK05648 Pol_Y_like PRK08770 HPC2 Extensin_2 IER GRASP55_65 PRK11634 AF-4 APC_basic DUF1421	hormone metabolism.ethylene.signal transduction	17_5_2

CUST_79709_PI403524517	2	0.16936588	0.15968132	0.0033779144	-0.0033769608	-0.068984985	-0.063220024	35_22860	0	0	0	0	CHR01V5|COORD:31145790..31150095|protein ATP binding protein, putative, expressed	LOC_Os01g53640.1	no description	not assigned.unknown	35_2

CUST_1165_PI404877155	2	0.0116996765	0.51976585	0.17138577	-0.29885197	-0.029693604	-0.0116996765	Contig11227_at	glycine-rich RNA-binding protein-like [Oryza sativa (japonica cultivar-group)]	BAC79944.1	glycine-rich RNA-binding protein	At5g04280.1	protein Transposable element protein, putative	Os07g08960	NONE	RNA.RNA binding	27_4

CUST_3806_PI404877155	2	0.025269508	0.57591724	0.11004448	-0.21557999	-0.20394325	-0.025269508	Contig1441_s_at	zinc-finger protein [Oryza sativa (indica cultivar-group)]	AAQ84334.1	zinc finger (AN1-like) family protein	At1g51200.1	protein AN1-like Zinc finger, putative	Os06g41010	NONE	RNA.regulation of transcription.unclassified	27_3_99

CUST_34374_PI403524517	2	-0.28594303	-0.25223827	0.25223875	0.26854658	1.4046421	-0.65995884	35_9910	"Cluster: Putative NtEPc; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative NtEPc - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ZFN1	CHR1V7|COORD:18109476..18110090| plastocyanin-like domain-containing protein	AT1G48940.1	CHR02V5|COORD:30152756..30151730|protein uclacyanin-2 precursor, putative, expressed	LOC_Os02g49350.1	no descriptionweakly similar to ( 109)AT1G48940| Symbols:  | plastocyanin-like domain-containing protein | chr1:18109476-18110090 REVERSEvery weakly similar to (69.7)NO552_SOYBNEarly nodulin 55-2 precursor - Glycine max (Soybean)not assigned Cu_bind_like	misc.plastocyanin-like	26_19

CUST_65159_PI403524517	2	0.047169685	-0.34020805	-0.08041477	0.1094265	-0.011917114	0.011918068	35_18606	"Cluster: Os02g0105100 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0105100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E4Q7	0	0	CHR02V5|COORD:279583..285795|protein expressed protein	LOC_Os02g01490.1	no description	not assigned.unknown	35_2

CUST_157625_PI403524517	2	0.04430294	0.110432625	-0.0876112	0.031320572	-0.21000099	-0.03131962	35_44009	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_35096_PI403524517	2	-0.03559017	1.4082727	0.8561554	-0.49272442	-0.325943	0.035591125	35_10118	"Cluster: Os03g0824600 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os03g0824600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DM71	CHR5V7|COORD:1774514..1776382| UDP-glucoronosyl/UDP-glucosyl transferase family protein	AT5G05900.1	CHR03V5|COORD:34575876..34577414|protein cytokinin-N-glucosyltransferase 1, putative, expressed	LOC_Os03g60960.1	" no descriptionvery weakly similar to (83.2)AT5G05860| Symbols: UGT76C2 | UGT76C2 (UDP-glucosyl transferase 76C2); UDP-glycosyltransferase/ transferase, transferring glycosyl groups | chr5:1765546-1767349 FORWARDnot assigned not assigned "	misc.UDP glucosyl and glucoronyl transferases	26_2

CUST_48663_PI403524517	2	-0.011665344	0.15066528	-0.32117558	0.011664867	1.0265045	-0.34828997	35_13897	"Cluster: Ribulose bisphosphate carboxylase/oxygenase activase A, chloroplast precursor; n=7; Eukaryota|Rep: Ribulose bisphosphate carboxylase/oxygenase activase"	UniRef90_Q40073	CHR2V7|COORD:16578029..16580423| RCA (RUBISCO ACTIVASE)	AT2G39730.1	CHR11V5|COORD:28378053..28374859|protein ribulose bisphosphate carboxylase/oxygenase activase, chloroplast precursor, putative, expressed	LOC_Os11g47970.1	 no descriptionhighly similar to ( 521)AT2G39730| Symbols: RCA | RCA (RUBISCO ACTIVASE) | chr2:16578252-16580423 REVERSEhighly similar to ( 605)RCAA_HORVURibulose bisphosphate carboxylase/oxygenase activase A, chloroplast precursor - Hordeum vulgare (Barley)not assigned AAA 	PS.calvin cyle.rubisco interacting	1_3_13

CUST_19831_PI403524517	2	0.08921051	-0.27907562	-0.012042046	0.06993008	0.012042046	-0.043190956	35_5753	"Cluster: Os01g0618800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0618800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JL71	"CHR5V7|COORD:21580249..21585148| FTSH11 (FtsH protease 11); ATP-dependent peptidase/ ATPase/ metallopeptidase"	AT5G53170.1	CHR01V5|COORD:24950033..24942951|protein OsFtsH9 - Oryza sativa FtsH protease, homologue of AtFtsH11, expressed	LOC_Os01g43150.1	"no descriptionhighly similar to ( 518)AT5G53170| Symbols: FTSH11 | FTSH11 (FtsH protease 11); ATP-dependent peptidase/ ATPase/ metallopeptidase | chr5:21580249-21585148 REVERSEmoderately similar to ( 253)FTSH_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned HflB hflB Peptidase_M41 PRK03992 RPT1 AAA SpoVK COG1223"	protein.degradation.metalloprotease	29_5_7

CUST_176131_PI403524517	2	-0.11012602	-0.00475502	0.0047545433	0.36426878	-0.12668943	0.11970568	35_49019	"Cluster: Putative tubulin folding cofactor A; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative tubulin folding cofactor A - Oryza sativa (japonica cult"	UniRef90_Q6K6A8	"CHR2V7|COORD:12966889..12967629| KIS (KIESEL); unfolded protein binding"	AT2G30410.1	CHR02V5|COORD:34996873..34998925|protein tubulin-specific chaperone A, putative, expressed	LOC_Os02g57150.1	"no descriptionweakly similar to ( 103)AT2G30410| Symbols: KIS | KIS (KIESEL); unfolded protein binding | chr2:12966889-12967629 FORWARDvery weakly similar to (83.6)KPRS4_ORYSAnot assigned TBCA"	nucleotide metabolism.synthesis.PRS-PP	23_1_3

CUST_34395_PI403524517	2	-0.21708918	-0.30657434	-0.06284094	1.3253217	0.06284094	0.4624381	35_9915	"Cluster: Putative secretory-like protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative secretory-like protein - Oryza sativa (japonica cultivar-gro"	UniRef90_Q94I62	CHR3V7|COORD:21595015..21596007| receptor-like protein kinase-related	AT3G58310.1	CHR03V5|COORD:20280360..20279474|protein serine/threonine kinase-like protein, putative, expressed	LOC_Os03g36650.1	no description	not assigned.unknown	35_2

CUST_5024_PI404877155	2	0.0	-0.27055645	0.17463017	0.0	0.12403774	-0.067430496	Contig16448_at	0	BAD09932.1	RabGAP/TBC domain-containing protein	At3g49350.1	protein TBC domain, putative	Os09g35960	GTPase activator protein of Rab-related small GTPases-like protein	signalling.G-proteins	30_5

CUST_10590_PI399408534	2	0.5459323	-0.5150037	0.19070148	-0.037009716	0.037009716	-0.064538956	35_46878	"Cluster: Putative poly(A) binding protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative poly(A) binding protein - Oryza sativa (japonica cultivar-g"	UniRef90_Q6Z7V3	"CHR5V7|COORD:20796986..20798467| ATPABN1/PABN1 (polyadenylate-binding protein 1); RNA binding"	AT5G51120.1	CHR02V5|COORD:31914733..31910238|protein polyadenylate-binding protein 2, putative, expressed	LOC_Os02g52140.2	no descriptionweakly similar to ( 155)AT5G10350| Symbols:  | polyadenylate-binding protein family protein / PABP family protein | chr5:3255675-3257747 REVERSEnot assigned RRM RRM_1 COG0724	RNA.processing	27_1

CUST_17620_PI399408534	2	-0.019704819	-0.06041622	-0.013043404	0.013043404	0.09892368	0.0804739	35_20426	"Cluster: P53 binding protein-like; n=3; Oryza sativa (japonica cultivar-group)|Rep: P53 binding protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7F1K4	CHR1V7|COORD:25213488..25216075| zinc finger (Ran-binding) family protein	AT1G67325.1	CHR08V5|COORD:25804243..25809602|protein Zn-finger, RanBP-type, containing protein, expressed	LOC_Os08g41010.6	no descriptionmoderately similar to ( 238)AT1G67325| Symbols:  | zinc finger (Ran-binding) family protein | chr1:25213488-25216075 REVERSEnot assigned	RNA.regulation of transcription.unclassified	27_3_99

CUST_1443_PI399408534	2	0.013622284	-0.11106777	-0.03888893	-0.013623238	0.031308174	0.021648407	35_18706	"Cluster: Putative snRNA associated protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative snRNA associated protein - Oryza sativa (japonica cultivar"	UniRef90_Q60E54	CHR5V7|COORD:19830633..19831588| SAD1 (SUPERSENSITIVE TO ABA AND DROUGHT 1)	AT5G48870.1	CHR05V5|COORD:18757678..18755190|protein SAD1, putative, expressed	LOC_Os05g32310.1	no descriptionweakly similar to ( 160)AT5G48870| Symbols: SAD1 | SAD1 (SUPERSENSITIVE TO ABA AND DROUGHT 1) | chr5:19830633-19831588 FORWARDnot assigned LSm5 Sm LSM LSM1 Sm_like PRK00737 archeal_Sm1 Sm_E	RNA.processing	27_1

CUST_114010_PI403524517	2	-0.011702538	-0.16066074	0.011701584	0.1217823	0.14643478	-0.02927208	35_32356	"Cluster: Trehalose-6-phosphate synthase, putative; n=1; Musa balbisiana|Rep: Trehalose-6-phosphate synthase, putative - Musa balbisiana (Banana)"	UniRef90_Q1EP73	"CHR1V7|COORD:29557388..29562375| ATTPS1 (TREHALOSE-6-PHOSPHATE SYNTHASE); transferase, transferring glycosyl groups"	AT1G78580.1	CHR05V5|COORD:25630514..25638883|protein alpha,alpha-trehalose-phosphate synthase, putative, expressed	LOC_Os05g44210.1	" no descriptionvery weakly similar to (71.6)AT1G78580| Symbols: TPS1, ATTPS1 | ATTPS1 (TREHALOSE-6-PHOSPHATE SYNTHASE); transferase, transferring glycosyl groups | chr1:29557388-29562375 REVERSEnot assigned PRK12323 "	minor CHO metabolism.trehalose.TPS	3_2_1

CUST_81525_PI403524517	2	-0.06880283	0.79245377	-0.023055077	-0.103019714	0.023055077	0.03226185	35_23388	"Cluster: Hypothetical protein P0636F09.8; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0636F09.8 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q75HQ9	0	0	CHR05V5|COORD:20856365..20859034|protein PB1 domain containing protein, expressed	LOC_Os05g35260.2	no description	not assigned.unknown	35_2

CUST_19531_PI399408534	2	0.14713955	-0.20101833	-0.1166811	-0.019114494	0.050290108	0.019115448	35_6339	"Cluster: Os01g0819100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0819100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JI77	CHR5V7|COORD:23590047..23592097| leucine-rich repeat transmembrane protein kinase, putative	AT5G58300.1	CHR01V5|COORD:35226005..35228577|protein ATP binding protein, putative, expressed	LOC_Os01g60330.1	 no descriptionmoderately similar to ( 416)AT5G58300| Symbols:  | leucine-rich repeat transmembrane protein kinase, putative | chr5:23590047-23592097 FORWARDweakly similar to ( 171)PSKR_DAUCAPhytosulfokine receptor precursor - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pkinase Pkinase_Tyr PTKc S_TKc TyrKc S_TKc PTKc_Jak_rpt2 PTKc_Csk_like SPS1 PTKc_Src_like PTKc_Frk_like PTKc_Fes_like PTKc_Trk PTKc_Jak2_Jak3_rpt2 PTKc_FGFR PTKc_Lyn PTKc_Lck_Blk PTKc_Abl PTKc_Fyn_Yrk PTKc_Srm_Brk PTKc_EphR PTKc_Itk PTKc_Chk PTKc_Src PTKc_Ror PTKc_Csk PTKc_Fer PTKc_Yes PTKc_Tie2 PTKc_Tie1 PTKc_Hck PTKc_Tec_like PTKc_Aatyk PTKc_Ack_like PTKc_FGFR2 PTKc_EphR_A2 PTK_CCK4 PTKc_TrkC PTKc_Axl_like PTKc_Tie PTKc_EGFR_like PTKc_TrkB PTKc_TrkA PTKc_FGFR4 PTKc_Met_Ron PTKc_InsR_like PTKc_c-ros PTKc_FGFR3 PTKc_Tec_Rlk PTKc_Btk_Bmx PTKc_PDGFR PTKc_EphR_B PTKc_Tyk2_rpt2 PTKc_FGFR1 PTKc_EphR_A PTKc_Syk_like PTKc_FAK PTKc_Ror1 PTKc_Musk PTKc_Tyro3 PTKc_VEGFR PTKc_Axl PTKc_DDR PTKc_Fes PTKc_RET PTKc_Ror2 PTK_Ryk PTKc_VEGFR3 PTKc_InsR PTKc_Aatyk1_Aatyk3 PTK_Jak_rpt1 PTKc_VEGFR2 PTKc_Jak1_rpt2 PTKc_IGF-1R PTKc_ALK_LTK PTKc_HER4 PTK_HER3 PTKc_DDR1 PTKc_EphR_A10 PTKc_DDR_like PTKc_Kit PTKc_HER2 PTKc_Zap-70 PTK_Jak2_Jak3_rpt1 PTKc_Aatyk2 PTKc_DDR2 PTKc_Syk PTKc_CSF-1R 	signalling.receptor kinases.leucine rich repeat III	30_2_3

CUST_18492_PI404877155	2	-0.20056915	0.75111294	0.02810669	0.02810669	-0.23997116	-0.02810669	HVSMEi0013P16r2_s_at	putative pre-mRNA splicing factor SF2 [Oryza sativa (japonica cultivar-group)] dbj|BAB90350.1| putative pre-mRNA splicing factor SF2 [Oryza	NP_908629.1	pre-mRNA splicing factor SF2 (SF2) / SR1 protein	At1g02840.1	protein pre-mrna splicing factor sf2 (sr1 protein)	Os05g30140	pre-mRNA splicing factor SF2	RNA.processing	27_1

CUST_64220_PI403524517	2	0.033064842	0.022076607	-0.046227455	-0.06878376	-0.022076607	0.08021736	35_18336	"Cluster: Putative aurora-related kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative aurora-related kinase - Oryza sativa (japonica cultivar-group"	UniRef90_Q7Y0C4	"CHR2V7|COORD:18754732..18756118| ATAUR3 (ATAURORA3); ATP binding / histone serine kinase(H3-S10 specific) / protein kinase"	AT2G45490.1	CHR03V5|COORD:31613534..31617661|protein serine/threonine-protein kinase 12, putative, expressed	LOC_Os03g55620.3	"no descriptionmoderately similar to ( 397)AT2G45490| Symbols: ATAUR3 | ATAUR3 (ATAURORA3); ATP binding / histone serine kinase(H3-S10 specific) / protein kinase | chr2:18754732-18756118 REVERSEweakly similar to ( 188)CIPK1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase SPS1 Pkinase_Tyr PTKc TyrKc PTKc_Csk_like PTKc_FAK PTKc_Jak_rpt2 PTKc_Srm_Brk PTKc_Ack_like PTKc_Syk_like PTKc_EphR PTKc_Fes_like PTKc_Jak1_rpt2 PTKc_EphR_B PTKc_Fes PTKc_EphR_A PTKc_FGFR PTKc_Src_like PTKc_Tyk2_rpt2 PTKc_Lyn PTKc_Syk PTKc_Trk PTKc_Tec_like PTKc_Jak2_Jak3_rpt2 PTKc_EGFR_like PTKc_Abl PTKc_EphR_A2 PTKc_Chk PTKc_TrkB PTKc_Tec_Rlk PTKc_Zap-70 PTKc_Csk PTKc_InsR_like PTKc_Musk PTKc_RET PTKc_FGFR2 PTKc_Tie2 PTK_CCK4 PTKc_TrkA PTKc_TrkC PTKc_Fer PTKc_Btk_Bmx PTKc_Ror PTKc_Itk PTKc_Lck_Blk PTKc_FGFR1 PTKc_Frk_like PTKc_Aatyk PTKc_Tie1 PTKc_ALK_LTK PTKc_FGFR4 PTKc_Tie PTKc_FGFR3 PTKc_c-ros PTKc_Axl PTKc_Met_Ron PTKc_PDGFR PTKc_Axl_like PTKc_Tyro3 PTKc_Hck PTKc_Ror2 PTKc_Aatyk1_Aatyk3 PTK_Ryk PTKc_HER4 PTKc_EGFR PTKc_DDR PTKc_Ror1 PTKc_Src PTKc_InsR PTK_HER3 PTKc_Fyn_Yrk PTKc_IGF-1R PTKc_Yes PTKc_DDR_like PTK_Jak_rpt1 PTKc_EphR_A10 PTKc_DDR2"	protein.postranslational modification	29_4

CUST_2366_PI403524517	2	-1.3523645	1.0340624	-1.0340624	1.9213095	1.0512357	-1.3490248	35_644	Rep: Early nodulin protein - Brachypodium sylvaticum (False brome)	UniRef90_A1YKG9	CHR5V7|COORD:9054255..9055154| early nodulin-related	AT5G25940.1	CHR06V5|COORD:2205525..2204586|protein early nodulin 93, putative, expressed	LOC_Os06g05000.1	no descriptionvery weakly similar to (57.0)AT5G25940| Symbols:  | early nodulin-related | chr5:9054255-9055154 REVERSEvery weakly similar to (65.5)NO93_SOYBNEarly nodulin 93 - Glycine max (Soybean)ENOD93	development.unspecified	33_99

CUST_19403_PI399408534	2	-0.012954712	0.39911556	0.14462662	-0.090940475	0.012954712	-0.018382072	35_36745	Rep: Small GTP-binding protein - Triticum aestivum (Wheat)	UniRef90_Q9XEN4	CHR5V7|COORD:18261722..18263287| RHA1	AT5G45130.1	CHR12V5|COORD:26988371..26992428|protein ras-related protein RHN1, putative, expressed	LOC_Os12g43550.2	 no descriptionvery weakly similar to (70.1)AT5G45130| Symbols: AtRab5A, AtRABF2a, Rha1, RHA1 | RHA1 | chr5:18261722-18263287 FORWARDvery weakly similar to (60.5)RHN1_NICPLRas-related protein RHN1 - Nicotiana plumbaginifolia (Leadwort-leaved tobacco)not assigned Rab5_related Rab Ras RAB Rab11_like 	signalling.G-proteins	30_5

CUST_24221_PI399408534	2	0.04338646	-0.65471554	-0.18479347	0.035495758	-0.035494804	0.07395363	35_891	"Cluster: Putative ras-like small GTP binding ptotein; n=1; Zea mays|Rep: Putative ras-like small GTP binding ptotein - Zea mays (Maize)"	UniRef90_Q6PLR8	"CHR4V7|COORD:921554..922547| ASAR1 (Arabidopsis thaliana secretion-associated RAS super family 2); GTP binding"	AT4G02080.1	CHR01V5|COORD:8415828..8410634|protein GTP-binding protein SAR1A, putative, expressed	LOC_Os01g15010.1	" no descriptionmoderately similar to ( 323)AT4G02080| Symbols: ATSARA1C, ATSAR2, ASAR1 | ASAR1 (Arabidopsis thaliana secretion-associated RAS super family 2); GTP binding | chr4:921554-922547 FORWARDmoderately similar to ( 317)SAR1A_BRACMGTP-binding protein SAR1A - Brassica campestris (Field mustard)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Sar1 SAR Arf Arf_Arl Arl3 Arl1 Arl5_Arl8 Arl2 Arfrp1 ARLTS1 Arl6 Arf6 ARD1 Arf1_5_like Arl10_like ARF Arl9_Arfrp2_like Arl2l1_Arl13_like COG1100 Arl4_Arl7 Ras_like_GTPase COG2229 SR_beta RJL MMR_HSR1 Rab "	signalling.G-proteins	30_5

CUST_13432_PI403524517	2	-0.018673897	0.23685074	0.086750984	-0.095002174	-0.07334995	0.01867485	35_3851	"Cluster: Protein arginine N-methyltransferase protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Protein arginine N-methyltransferase protein-like -"	UniRef90_Q9SNQ2	CHR1V7|COORD:1373484..1375597| protein arginine N-methyltransferase family protein	AT1G04870.2	CHR06V5|COORD:2246874..2249861|protein methyltransferase, putative, expressed	LOC_Os06g05090.1	no descriptionweakly similar to ( 152)AT1G04870| Symbols:  | protein arginine N-methyltransferase family protein | chr1:1373484-1375597 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TT_ORF1 Herpes_BLLF1 Atrophin-1 PRK12323 GRASP55_65 PRK07764 PRK07003 HPC2 prmA	misc.O- methyl transferases	26_6

CUST_167116_PI403524517	2	0.05844307	-0.2068882	-0.0970211	-0.058444023	0.16551971	0.15859795	35_46549	Rep: H0723C07.1 protein - Oryza sativa (Rice)	UniRef90_Q259M8	CHR3V7|COORD:15939203..15940632| harpin-induced family protein / HIN1 family protein / harpin-responsive family protein	AT3G44220.1	CHR04V5|COORD:34793355..34791894|protein VAMP protein SEC22, putative, expressed	LOC_Os04g58860.1	no descriptionvery weakly similar to (63.2)AT3G44220| Symbols:  | harpin-induced family protein / HIN1 family protein / harpin-responsive family protein | chr3:15939203-15940632 FORWARDHin1	not assigned.no ontology	35_1

CUST_100585_PI403524517	2	-0.06877327	-0.01101017	-0.045802116	0.011009216	0.16166687	0.12205982	35_28708	"Cluster: Os03g0695500 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os03g0695500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DPE9	"CHR1V7|COORD:20367232..20369541| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G57345.1); similar to unknown protein [Oryza sativa (japonica"	AT1G54520.1	CHR03V5|COORD:27803974..27807677|protein membrane protein, putative, expressed	LOC_Os03g48920.1	"no descriptionmoderately similar to ( 268)AT1G54520| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G57345.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAO19365.1); contains InterPro domain Protein of unknown function DUF1517; (InterPro:IPR010903) | chr1:20367232-20369541 FORWARDDUF1517 COG4371"	not assigned.unknown	35_2

CUST_61938_PI403524517	2	0.015786171	-0.76187515	-0.15260506	0.1225214	0.040398598	-0.015786171	35_17670	"Cluster: Putative monodehydroascorbate reductase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative monodehydroascorbate reductase - Oryza sativa (japon"	UniRef90_Q84PW3	CHR1V7|COORD:23733758..23737197| monodehydroascorbate reductase, putative	AT1G63940.2	CHR08V5|COORD:2971047..2976354|protein monodehydroascorbate reductase, chloroplast precursor, putative, expressed	LOC_Os08g05570.4	 no descriptionmoderately similar to ( 277)AT1G63940| Symbols:  | monodehydroascorbate reductase, putative | chr1:23733758-23737197 FORWARDweakly similar to ( 148)MDAR_PEAMonodehydroascorbate reductase - Pisum sativum (Garden pea)not assigned not assigned Pyr_redox_2 HcaD Pyr_redox PRK09564 PRK06416 NirB Lpd PRK09754 PRK06116 TrxB PRK05976 	redox.ascorbate and glutathione.ascorbate	21_2_1

CUST_14163_PI404877155	2	-0.06829929	-0.5295572	-0.10953808	0.083623886	0.06829929	0.18148613	Contig8001_at	hypothetical protein [Oryza sativa (japonica cultivar-group)] dbj|BAB19353.1| putative Na+-dependent neutral amino acid transporter [Oryza s	NP_910699.1	amino acid transporter family protein	At3g30390.1	protein Transmembrane amino acid transporter protein	Os02g09810	gi|11862972|dbj|BAB19353.1| hypothetical protein	transport.amino acids	34_3

CUST_105968_PI403524517	2	0.17494583	-0.06091404	0.097317696	-0.20706749	-0.35301685	0.06091404	35_30170	"Cluster: Putative subtilisin-like proteinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative subtilisin-like proteinase - Oryza sativa (japonica cult"	UniRef90_Q6K7G5	CHR3V7|COORD:4658428..4660761| subtilase family protein	AT3G14067.1	CHR02V5|COORD:32981976..32979136|protein subtilisin-like protease precursor, putative, expressed	LOC_Os02g53860.1	no description	not assigned.unknown	35_2

CUST_39063_PI403524517	2	0.10526562	0.261734	0.0209589	-0.18920708	-0.020958424	-0.3057313	35_11236	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_61439_PI403524517	2	-0.005068779	0.0050678253	-0.010472298	-0.014050484	0.08989048	0.09431934	35_17538	"Cluster: Hypothetical protein B1120F06.137; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1120F06.137 - Oryza sativa (japonica cultivar"	UniRef90_Q6YVE2	"CHR1V7|COORD:8624181..8626168| similar to transporter [Arabidopsis thaliana] (TAIR:AT1G10390.2); similar to Os07g0295400 [Oryza sativa (japonica cultivar-group)"	AT1G24310.1	CHR07V5|COORD:11526306..11532015|protein expressed protein	LOC_Os07g19494.1	"no descriptionmoderately similar to ( 387)AT1G24310| Symbols:  | similar to transporter [Arabidopsis thaliana] (TAIR:AT1G10390.2); similar to Os07g0295400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001059407.1); similar to hypothetical protein DDBDRAFT_0190968 [Dictyostelium discoideum AX4] (GB:XP_646706.1); contains InterPro domain Apolipophorin III-like; (InterPro:IPR011000) | chr1:8624181-8626168 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned"	not assigned.unknown	35_2

CUST_156663_PI403524517	2	-0.058023453	0.5499997	0.07004118	0.058022976	-0.45785236	-0.12702274	35_43754	"Cluster: Hypothetical protein OSJNBa0016G10.17; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0016G10.17 - Oryza sativa (japonica"	UniRef90_Q69L67		0	CHR02V5|COORD:22937952..22936547|protein expressed protein	LOC_Os02g37970.1	no description	not assigned.unknown	35_2

CUST_32077_PI403524517	2	-0.32503986	-0.60813284	0.28097343	0.054940224	0.086156845	-0.054941177	35_9251	"Cluster: Os02g0172600 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os02g0172600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E3J1	"CHR5V7|COORD:18093073..18097044| RAN1 (RESPONSIVE-TO-ANTAGONIST1); ATPase, coupled to transmembrane movement of ions, phosphorylative mechanism"	AT5G44790.1	CHR02V5|COORD:3955896..3950375|protein copper-transporting ATPase RAN1, putative, expressed	LOC_Os02g07630.1	" no descriptionmoderately similar to ( 245)AT5G44790| Symbols: HMA7, RAN1 | RAN1 (RESPONSIVE-TO-ANTAGONIST1); ATPase, coupled to transmembrane movement of ions, phosphorylative mechanism | chr5:18093073-18097044 REVERSEvery weakly similar to (71.6)PMA4_NICPLPlasma membrane ATPase 4 - Nicotiana plumbaginifolia (Leadwort-leaved tobacco)not assigned not assigned not assigned not assigned not assigned not assigned ZntA PRK10671 MgtA zntA KdpB PRK01122 PRK10517 COG4087 Hydrolase "	transport.p- and v-ATPases	34_1

CUST_41791_PI403524517	2	-0.01906681	0.0029592514	-0.0029592514	0.024230003	-0.051677704	0.24317837	35_12009	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_54856_PI403524517	2	-0.075452805	0.39988995	0.04508114	-0.13342094	-0.04508114	0.1595192	35_15614	"Cluster: Putative RAD23 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative RAD23 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5Z6P9	CHR3V7|COORD:533102..536158| ubiquitin family protein	AT3G02540.1	CHR06V5|COORD:8719581..8725682|protein DNA repair protein RAD23, putative, expressed	LOC_Os06g15360.1	 no descriptionmoderately similar to ( 280)AT5G38470| Symbols:  | DNA repair protein RAD23, putative | chr5:15421950-15424481 FORWARDmoderately similar to ( 263)RAD23_ORYSAnot assigned not assigned not assigned RAD23_N XPC-binding UBQ UBL PRK07764 PRK05648 ubiquitin PRK07003 Atrophin-1 Scythe_N FimV 	DNA.repair	28_2

CUST_1619_PI404877155	2	0.008888245	-0.008888245	0.009918213	-0.12201309	-0.10408211	0.014769554	Contig11829_at	anion-transporting ATPase family protein [Arabidopsis thaliana]	NP_187646.2	anion-transporting ATPase family protein	At3g10350.1	protein ATPase, putative	Os02g51100	"anion-transporting ATPase family protein, similar to SP:O43681 Arsenical pump-driving ATPase (EC 3.6.3.16) (Arsenite-translocating ATPase) (Arsenical resistance ATPase) (Arsenite-transporting ATPase) (ARSA) (ASNA-I) {Homo sapiens}; contains Pfam profile P"	transport.unspecified anions	34_18

CUST_107823_PI403524517	2	-1.255446	0.84400845	0.9166417	-0.6270175	0.033461094	-0.033460617	35_30680	"Cluster: Putative cystathionine gamma synthase (O-succinylhomoserine (Thiol)- lyase); n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative cystathionine"	UniRef90_Q94I39	CHR3V7|COORD:39241..41872| MTO1 (METHIONINE OVERACCUMULATION 1)	AT3G01120.1	CHR10V5|COORD:13136168..13137937|protein cystathionine gamma-synthase, putative, expressed	LOC_Os10g26010.1	 no descriptionvery weakly similar to (92.4)AT3G01120| Symbols: CGS, ATCYS1, CGS1, MTO1 | MTO1 (METHIONINE OVERACCUMULATION 1) | chr3:39241-41872 REVERSEnot assigned Cys_Met_Meta_PP MetC PRK06434 PRK07503 PRK06234 PRK06767 PRK08064 PRK06176 MET17 PRK08247 PRK07049 PRK08776 PRK07671 PRK08045 PRK07504 PRK05939 PRK08861 PRK06460 PRK07269 	amino acid metabolism.synthesis.aspartate family.methionine.cystathionine gamma-synthase	13_1_3_4_1

CUST_8907_PI404877155	2	-0.030995369	0.16702366	0.0060710907	-0.07740021	-0.006070137	0.1925087	Contig2678_s_at	Putative RNA-binding protein [Oryza sativa (japonica cultivar-group)]	AAN06837.1	expressed protein	At3g13460.1	protein YT521-B-like family, putative	Os03g06240	Putative RNA-binding protein	RNA.regulation of transcription	27_3

CUST_4172_PI403524517	2	-0.04405117	0.07398796	-0.01872158	-0.026593208	0.01872158	0.09774971	35_1153	Rep: Histone H2A variant 1 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_O23628	CHR3V7|COORD:20207510..20208444| histone H2A.F/Z	AT3G54560.1	CHR03V5|COORD:30464266..30467082|protein histone H2A variant 3, putative, expressed	LOC_Os03g53190.2	 no descriptionweakly similar to ( 182)AT2G38810| Symbols:  | histone H2A, putative | chr2:16226522-16227757 REVERSEweakly similar to ( 193)H2AV3_ORYSAnot assigned not assigned not assigned H2A H2A HTA1 Histone 	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_96302_PI403524517	2	0.3832965	0.42971468	0.06822157	-0.13934088	-0.2486639	-0.06822157	35_27509	"Cluster: Putative 1,3-beta-glucanase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative 1,3-beta-glucanase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q84MU5	CHR5V7|COORD:7080039..7081741| glycosyl hydrolase family 17 protein	AT5G20870.1	CHR03V5|COORD:16049767..16051542|protein glucan endo-1,3-beta-glucosidase 5 precursor, putative, expressed	LOC_Os03g27980.1	 no descriptionweakly similar to ( 154)AT5G20870| Symbols:  | glycosyl hydrolase family 17 protein | chr5:7080039-7081741 REVERSEvery weakly similar to (66.6)E13B_PRUPEGlucan endo-1,3-beta-glucosidase, basic isoform precursor - Prunus persica (Peach)Glyco_hydro_17 	misc.beta 1,3 glucan hydrolases	26_4

CUST_11847_PI399408534	2	0.2935009	-0.1680026	0.0377388	-0.037739754	-0.09289074	0.18998718	35_28125	0	0	CHR3V7|COORD:7071481..7074346| PHD finger family protein	AT3G20280.1	CHR02V5|COORD:29865499..29869483|protein PHD-finger family protein, expressed	LOC_Os02g48810.1	no descriptionvery weakly similar to (53.5)AT3G20280| Symbols:  | PHD finger family protein | chr3:7072898-7074346 FORWARD	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_77696_PI403524517	2	0.12647343	0.17314959	-0.11769438	-0.063313484	-0.25547314	0.06331301	35_22273	"Cluster: Putative translation initiation factor eIF-2B epsilon subunit; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative translation initiation"	UniRef90_Q6K3F7	CHR2V7|COORD:14753419..14755611| eIF4-gamma/eIF5/eIF2-epsilon domain-containing protein	AT2G34970.1	CHR02V5|COORD:34778287..34787518|protein translation initiation factor eIF-2B epsilon subunit, putative, expressed	LOC_Os02g56740.1	no descriptionmoderately similar to ( 493)AT2G34970| Symbols:  | eIF4-gamma/eIF5/eIF2-epsilon domain-containing protein | chr2:14753419-14755611 FORWARDnot assigned not assigned not assigned GCD1 lpxD LbetaH LpxD GlgC PaaY	protein.synthesis.initiation	29_2_3

CUST_72718_PI403524517	2	-0.009642601	-0.57558584	0.08508682	0.009642124	0.10683012	-0.05347538	35_20842	"Cluster: Nucleotidase-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Nucleotidase-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69QI6	CHR2V7|COORD:10177760..10180702| 5' nucleotidase family protein	AT2G23890.1	CHR09V5|COORD:15399687..15405413|protein 5-nucleotidase, putative, expressed	LOC_Os09g25640.1	no descriptionmoderately similar to ( 327)AT2G23890| Symbols:  | 5' nucleotidase family protein | chr2:10177760-10180702 FORWARDnot assigned not assigned 5_nucleotid	not assigned.no ontology	35_1

CUST_131005_PI403524517	2	0.04406786	-0.41630173	0.3013749	0.09298563	-0.38929415	-0.044067383	35_36794	"Cluster: Heat shock cognate 70 kDa protein 2; n=34; Magnoliophyta|Rep: Heat shock cognate 70 kDa protein 2 - Solanum lycopersicum (Tomato) (Lycopersicon esculen"	UniRef90_P27322	"CHR3V7|COORD:3991494..3993696| HSP70 (heat shock protein 70); ATP binding"	AT3G12580.1	CHR05V5|COORD:22519395..22516171|protein heat shock cognate 70 kDa protein, putative, expressed	LOC_Os05g38530.1	" no descriptionweakly similar to ( 198)AT5G02500| Symbols: HSP70-1, AT-HSC70-1, HSC70, HSC70-1 | HSC70-1 (heat shock cognate 70 kDa protein 1); ATP binding | chr5:554053-556332 REVERSEweakly similar to ( 198)HSP7C_PETHYHeat shock cognate 70 kDa protein - Petunia hybrida (Petunia)not assigned not assigned not assigned not assigned not assigned HSP70 DnaK dnaK dnaK hscA "	stress.abiotic.heat	20_2_1

CUST_101736_PI403524517	2	0.45833635	-0.10695362	0.16923904	-0.31985426	-0.2701025	0.106953144	35_29029	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_15762_PI403524517	2	-0.74528027	0.54150105	1.3123503	-0.1803503	0.18035126	-0.34501362	35_4551	Rep: Fructan exohydrolase - Triticum aestivum (Wheat)	UniRef90_Q3MV21	"CHR1V7|COORD:20570284..20572832| ATFRUCT5 (BETA-FRUCTOFURANOSIDASE 5); hydrolase, hydrolyzing O-glycosyl compounds / levanase"	AT1G55120.1	CHR01V5|COORD:42953169..42957287|protein beta-fructofuranosidase, insoluble isoenzyme 4 precursor, putative, expressed	LOC_Os01g73580.1	" no descriptionmoderately similar to ( 359)AT1G55120| Symbols: ATCWINV3, ATFRUCT5 | ATFRUCT5 (BETA-FRUCTOFURANOSIDASE 5); hydrolase, hydrolyzing O-glycosyl compounds / levanase | chr1:20570284-20572832 FORWARDhighly similar to ( 656)INV4_ORYSAnot assigned Glyco_32 Glyco_hydro_32N SacC Glyco_hydro_32C "	major CHO metabolism.degradation.sucrose.invertases.cell wall	2_2_1_3_2

CUST_2024_PI403524517	2	-0.023636818	-0.58556366	-0.15805149	0.07674694	0.023637772	0.104922295	35_536	"Cluster: Pyrophosphate-energized vacuolar membrane proton pump (EC 3.6.1.1) (Pyrophosphate-energized inorganic pyrophosphatase) (H(+)-PPase); n=6; BEP"	UniRef90_Q06572	"CHR1V7|COORD:5399110..5402180| AVP1 (vacuolar-type H+-pumping pyrophosphatase 1); ATPase"	AT1G15690.1	CHR06V5|COORD:3918502..3923410|protein pyrophosphate-energized vacuolar membrane proton pump, putative, expressed	LOC_Os06g08080.1	 no descriptionnearly identical (1290)AT1G15690| Symbols: ATAVP3, AVP-3, AVP1 | AVP1 (vacuolar-type H+-pumping pyrophosphatase 1) | chr1:5399110-5402180 FORWARDnearly identical (1444)AVP_HORVUPyrophosphate-energized vacuolar membrane proton pump - Hordeum vulgare (Barley)not assigned not assigned H_PPase hppA OVP1 	transport.amino acids	34_3

CUST_18850_PI404877155	2	0.029592514	0.343194	-0.01963234	-0.01963234	-0.11455822	0.01963234	HW04K04u_s_at	unnamed protein product [Oryza sativa (japonica cultivar-group)] ref|XP_479602.1| calmodulin [Oryza sativa (japonica cultivar-group)] emb|CA	NP_912914.1	calmodulin-7 (CAM7)	At3g43810.1	protein calmodulin.	Os07g48780	calmodulin	signalling.calcium	30_3

CUST_14529_PI404877155	2	-0.06276226	-0.18354893	0.22954178	-0.095534325	0.06276226	0.13777065	Contig8361_at	RNA helicase prh75 - spinach emb|CAA68193.1| RNA helicase [Spinacia oleracea]	T09159	DEAD box RNA helicase (PRH75)	At5g62190.1	protein RNA helicase	Os09g34910	RNA helicase	RNA.processing.RNA helicase	27_1_2

CUST_13448_PI404877155	2	0.03551674	-0.1305008	-0.04063511	-0.03505516	0.2973299	0.03505516	Contig7177_at	unnamed protein product [Oryza sativa (japonica cultivar-group)]	NP_912908.1	methyltransferase MT-A70 family protein	At4g09980.1	protein MT-A70, putative	Os01g16180	NONE	RNA.regulation of transcription.putative DNA-binding protein	27_3_67

CUST_40118_PI403524517	2	-0.3087392	0.84558916	-0.5044918	-0.34279346	0.3087392	0.65972567	35_11538	"Cluster: Putative cytochrome c oxidase polypeptide Vc-4; n=1; Arabidopsis thaliana|Rep: Putative cytochrome c oxidase polypeptide Vc-4 - Arabidopsis thaliana (M"	UniRef90_Q9FNE0	"CHR5|COORD:24670635..24672079| similar to cytochrome c oxidase subunit Vc family protein / COX5C family protein [Arabidopsis thaliana] (TAIR:At2g47380.1); simil"	AT5G61310.3	CHR12V5|COORD:22938776..22935846|protein cytochrome c oxidase polypeptide Vc, putative, expressed	LOC_Os12g37419.1	no descriptionvery weakly similar to (73.6)AT5G61310| Symbols:  | cytochrome-c oxidase | chr5:24670769-24670963 REVERSEvery weakly similar to (77.8)COX5C_IPOBACytochrome c oxidase polypeptide Vc - Ipomoea batatas (Sweet potato) (Batate)COX5C	mitochondrial electron transport / ATP synthesis.cytochrome c oxidase	9_7

CUST_2761_PI403524517	2	0.08582497	0.020990372	-0.042463303	0.0039310455	-0.033644676	-0.003931999	35_754	"Cluster: Ubiquinol-cytochrome c reductase iron-sulfur subunit, mitochondrial precursor; n=3; Poaceae|Rep: Ubiquinol-cytochrome c reductase iron-sulfur subunit,"	UniRef90_P49727	CHR5V7|COORD:4305417..4307402| ubiquinol-cytochrome C reductase iron-sulfur subunit, mitochondrial, putative / Rieske iron-sulfur protein, putative	AT5G13430.1	CHR04V5|COORD:19497537..19500689|protein ubiquinol-cytochrome c reductase iron-sulfur subunit, mitochondrial precursor, putative, expressed	LOC_Os04g32660.1	 no descriptionmoderately similar to ( 359)AT5G13430| Symbols:  | ubiquinol-cytochrome C reductase iron-sulfur subunit, mitochondrial, putative / Rieske iron-sulfur protein, putative | chr5:4305417-4307402 REVERSEmoderately similar to ( 447)UCRI_MAIZECytochrome b-c1 complex subunit Rieske, mitochondrial precursor - Zea mays (Maize)not assigned Rieske_cytochrome_bc1 QcrA Rieske Rieske Rieske_cytochrome_b6f Rieske_YhfW_C 	mitochondrial electron transport / ATP synthesis.cytochrome c reductase	9_5

CUST_89332_PI403524517	2	0.014545441	0.12889099	-0.003066063	0.0030651093	-0.08805847	-0.020615578	35_25555	"Cluster: Os01g0582400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0582400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JLQ1	CHR4V7|COORD:15948538..15951957| peptidyl-prolyl cis-trans isomerase cyclophilin-type family protein	AT4G33060.1	CHR01V5|COORD:22923012..22918204|protein peptidyl-prolyl isomerase CWC27, putative, expressed	LOC_Os01g40050.2	no descriptionweakly similar to ( 147)AT4G33060| Symbols:  | peptidyl-prolyl cis-trans isomerase cyclophilin-type family protein | chr4:15948538-15951957 FORWARD	cell.cycle.peptidylprolyl isomerase	31_3_1

CUST_45796_PI403524517	2	-0.016106606	0.18609047	0.01610756	-0.14774036	-0.19828224	0.025156021	35_13122	"Cluster: Putative ring finger protein 5; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ring finger protein 5 - Oryza sativa (japonica cultivar-group"	UniRef90_Q5QLT9	CHR3|COORD:21495446..21497987| zinc finger (C3HC4-type RING finger) family protein, contains Pfam profile: PF00097 zinc finger, C3HC4 type (RING finger)	AT3G58030.3	CHR01V5|COORD:35844395..35840370|protein zinc finger, C3HC4 type family protein, expressed	LOC_Os01g61420.1	no descriptionweakly similar to ( 117)AT3G58030| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr3:21496504-21497814 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned RING RING zf-C3HC4 PEX10	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_73250_PI403524517	2	-0.28219604	-0.031264305	0.0523777	0.03779602	0.03126335	-0.10499191	35_21001	"Cluster: Leaf senescence protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Leaf senescence protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q654T8	"CHR4V7|COORD:6764641..6766217| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G23790.1); similar to unknown protein Cr17 [Brassica napus]"	AT4G11090.1	CHR06V5|COORD:19414172..19417496|protein expressed protein	LOC_Os06g33330.1	" no descriptionmoderately similar to ( 309)AT4G11090| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G23790.1); similar to unknown protein Cr17 [Brassica napus] (GB:AAX51387.1); similar to Os06g0524400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001057758.1); contains InterPro domain Protein of unknown function DUF231, plant; (InterPro:IPR004253) | chr4:6764641-6766217 REVERSEnot assigned not assigned not assigned not assigned not assigned DUF231 PRK07003 PRK12323 APC_basic PRK07764 "	not assigned.unknown	35_2

CUST_85322_PI403524517	2	-0.10908222	0.22257233	0.08032799	-0.08032894	-0.10908222	0.14207268	35_24442	"Cluster: Hypothetical protein OSJNBb0011E04.124; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0011E04.124 - Oryza sativa (japonic"	UniRef90_Q7EYM9	CHR3V7|COORD:198862..201689| 5'-AMP-activated protein kinase beta-1 subunit-related	AT3G01510.1	CHR08V5|COORD:17719062..17724883|protein protein tyrosine/serine/threonine phosphatase, putative, expressed	LOC_Os08g29160.2	no descriptionweakly similar to ( 199)AT3G01510| Symbols:  | 5'-AMP-activated protein kinase beta-1 subunit-related | chr3:198862-201689 REVERSEnot assigned AMPKbeta_GBD_like	misc.acid and other phosphatases	26_13

CUST_378_PI399407379	2	-0.027615547	0.7323208	-0.2513628	0.027615547	-0.077409744	0.09304714	HvHK12									

CUST_13292_PI404877155	2	-0.4946127	-0.40838337	0.23996353	0.15452385	0.4203453	-0.15452337	Contig6987_at	EST AU055776(S20048) corresponds to a region of the predicted gene.~Similar to Arabidopsis thaliana AP2 domain containing protein RAP2.10 mR	NP_910537.1	AP2 domain-containing transcription factor, putative	At2g23340.1	protein AP2 domain, putative	Os06g07030	NONE	RNA.regulation of transcription.AP2/EREBP, APETALA2/Ethylene-responsive element binding protein family	27_3_03

CUST_94949_PI403524517	2	0.1660304	-0.046452045	0.046452045	0.42603922	-0.39304066	-0.756722	35_27138	"Cluster: Os12g0290300 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os12g0290300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0INU6	CHR1V7|COORD:25430151..25430927| Fe-S metabolism associated domain-containing protein	AT1G67810.1	CHR09V5|COORD:5308061..5306474|protein EMB1374, putative, expressed	LOC_Os09g09790.1	no descriptionvery weakly similar to (52.4)AT1G67810| Symbols:  | Fe-S metabolism associated domain-containing protein | chr1:25430151-25430927 FORWARDsufE SufE	not assigned.no ontology	35_1

CUST_8882_PI403524517	2	-0.5072174	0.23752403	0.22019196	0.014043808	-0.014042854	-0.22902966	35_2489	"Cluster: Hypothetical protein OJ1127_B08.4; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1127_B08.4 - Oryza sativa (japonica cultivar"	UniRef90_Q75L42	"CHR3V7|COORD:5989315..5992633| CIPK1 (CBL-INTERACTING PROTEIN KINASE 1); kinase"	AT3G17510.1	CHR05V5|COORD:2095321..2091611|protein CBL-interacting serine/threonine-protein kinase 1, putative, expressed	LOC_Os05g04550.1	" no descriptionmoderately similar to ( 211)AT3G17510| Symbols: SnRK3.16, CIPK1 | CIPK1 (CBL-INTERACTING PROTEIN KINASE 1); kinase | chr3:5989315-5992633 REVERSEweakly similar to ( 176)CIPK1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase Pkinase_Tyr TyrKc SPS1 PTKc PTKc_Ack_like PTKc_Jak_rpt2 PTKc_Src_like PTKc_Csk_like PTKc_Btk_Bmx PTKc_Tec_like PTKc_Srm_Brk PTKc_Fes_like PTKc_Syk_like PTKc_Tyk2_rpt2 PTKc_Fes PTKc_Jak2_Jak3_rpt2 PTKc_Tec_Rlk PTKc_EGFR_like PTKc_Jak1_rpt2 PTKc_Itk PTKc_Trk PTKc_Frk_like PTKc_Tyro3 PTKc_Ror PTKc_Zap-70 PTKc_Abl PTKc_InsR_like PTKc_Lyn PTKc_EphR PTKc_Lck_Blk PTKc_Fer PTKc_DDR PTKc_FGFR PTKc_FAK PTKc_ALK_LTK PTKc_PDGFR PTKc_Chk PTKc_Hck PTKc_Csk PTKc_Musk PTK_CCK4 PTKc_DDR_like PTKc_TrkB PTKc_DDR2 PTKc_EphR_A PTKc_RET PTKc_Ror1 PTKc_Syk PTKc_Ror2 PTKc_Fyn_Yrk PTKc_Tie2 PTKc_EphR_B PTKc_Yes PTKc_Axl_like PTKc_FGFR4 PTKc_Tie1 PTKc_Tie PTKc_Axl PTKc_c-ros PTKc_HER4 PTKc_TrkA PTKc_FGFR1 PTKc_Src PTKc_TrkC PTKc_EGFR PTKc_HER2 PTKc_DDR1 PTKc_EphR_A2 PTKc_FGFR3 "	protein.postranslational modification	29_4

CUST_67887_PI403524517	2	-0.010342598	0.12508965	0.010342598	-0.108641624	0.046845436	-0.038096428	35_19396	"Cluster: Putative Poly(A)-binding protein binding protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Poly(A)-binding protein binding protein - O"	UniRef90_Q6K2L9	"CHR3|COORD:4636373..4640977| hydroxyproline-rich glycoprotein family protein, similar to Mrs16p (GI:2737884) (Saccharomyces cerevisiae); weak similarity"	AT3G14010.1	CHR02V5|COORD:16539876..16531342|protein ataxin-2 N-terminal region family protein, expressed	LOC_Os02g27950.2	no descriptionmoderately similar to ( 231)AT3G14010| Symbols: CID4 | CID4 (CTC-Interacting Domain 4) | chr3:4637171-4640698 FORWARDnot assigned not assigned PBP1 LsmAD	not assigned.no ontology.hydroxyproline rich proteins	35_1_41

CUST_180227_PI403524517	2	0.13512039	0.40870714	0.06358528	-0.06358576	-0.13239765	-0.35220242	35_50121	"Cluster: Os04g0373000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os04g0373000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JDV1	CHR5V7|COORD:7786176..7792083| HUA2 (ENHANCER OF AG-4 2)	AT5G23150.1	CHR04V5|COORD:18003290..18006493|protein non-imprinted in Prader-Willi/Angelman syndrome region protein 1, putative, expressed	LOC_Os04g30450.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_14445_PI404877155	2	0.11477184	0.017543793	0.045452118	-0.071149826	-0.017544746	-0.17877007	Contig8285_at	calcium-binding EF hand family protein [Arabidopsis thaliana] gb|AAK59418.1| unknown protein [Arabidopsis thaliana] gb|AAO42408.1| unknown p	NP_566657.1	calcium-binding EF hand family protein	At3g20290.1	protein EF hand, putative	Os06g47330	calcium-binding EF-hand family protein	signalling.calcium	30_3

CUST_20573_PI403524517	2	0.09214687	0.40654945	-0.001124382	-0.1858635	0.001124382	-0.18513489	35_5969	"Cluster: Putative tubby protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative tubby protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q75HX5	"CHR1V7|COORD:28887635..28889271| AtTLP1 (TUBBY LIKE PROTEIN 1); phosphoric diester hydrolase/ transcription factor"	AT1G76900.2	CHR05V5|COORD:21380219..21376977|protein tubby-like protein, putative, expressed	LOC_Os05g36190.1	"no descriptionmoderately similar to ( 221)AT1G76900| Symbols: AtTLP1 | AtTLP1 (TUBBY LIKE PROTEIN 1); phosphoric diester hydrolase/ transcription factor | chr1:28887635-28889271 FORWARDnot assigned Tub"	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_12383_PI404877155	2	0.067837715	-0.037550926	-0.26757145	0.037550926	-0.08490276	0.098101616	Contig6137_at	putative permease 1 [Oryza sativa (japonica cultivar-group)] dbj|BAB61205.1| putative permease 1 [Oryza sativa (japonica cultivar-group)]	NP_916210.1	xanthine/uracil permease family protein	At2g34190.1	protein xanthine/uracil permease family protein, putative	Os09g15170	putative permease 1	transport.misc	34_99

CUST_15220_PI404877155	2	0.09658623	-0.29774666	-0.85871124	0.40096092	-0.08691311	0.08691406	Contig9094_at	osmotin-like protein [Oryza sativa (japonica cultivar-group)] dbj|BAB93211.1| putative thaumatin-like cytokinin-binding protein [Oryza sativ	NP_915414.1	osmotin-like protein, putative	At2g28790.1	protein Thaumatin family	Os01g62260	osmotin-like protein	stress.abiotic	20_2

CUST_44183_PI403524517	2	-0.21135378	0.45184326	-0.3555603	0.11627865	0.9382658	-0.11627865	35_12678	"Cluster: Selenium-binding protein-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: Selenium-binding protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XHM3	CHR4V7|COORD:16721089..16723503| pentatricopeptide (PPR) repeat-containing protein	AT4G35130.1	CHR07V5|COORD:14604550..14607582|protein tetratricopeptide-like helical, putative, expressed	LOC_Os07g25500.1	no descriptionweakly similar to ( 130)AT4G35130| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr4:16721089-16723503 REVERSE	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_11839_PI403524517	2	0.05102825	-0.0086250305	-0.009653091	0.007194519	-0.0071935654	0.05948639	35_3366	"Cluster: Serologically defined breast cancer antigen NY-BR-84, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Serologically defined breas"	UniRef90_Q10M68	"CHR1V7|COORD:13451679..13454267| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G22200.1); similar to Serolo (GB:ABF95668.1); similar to"	AT1G36050.1	CHR03V5|COORD:11606736..11600755|protein serologically defined breast cancer antigen NY-BR-84, putative, expressed	LOC_Os03g20520.1	"no descriptionvery weakly similar to (58.9)AT1G36050| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G22200.1); similar to Serolo (GB:ABF95668.1); similar to Os04g0455900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001052965.1); contains InterPro domain Protein of unknown function DUF1692; (InterPro:IPR012936) | chr1:13451679-13454267 FORWARDnot assigned DUF1692"	not assigned.unknown	35_2

CUST_24569_PI399408534	2	-0.68517876	-0.41295338	0.8403511	0.26770592	0.4004612	-0.26770687	35_857	Rep: Allene oxide synthase - Hordeum vulgare (Barley)	UniRef90_Q9M4C7	"CHR5V7|COORD:17115031..17116587| AOS (ALLENE OXIDE SYNTHASE); hydro-lyase/ oxygen binding"	AT5G42650.1	CHR03V5|COORD:6587692..6589713|protein cytochrome P450 74A2, putative, expressed	LOC_Os03g12500.1	" no descriptionmoderately similar to ( 499)AT5G42650| Symbols: CYP74A, AOS | AOS (ALLENE OXIDE SYNTHASE); hydro-lyase/ oxygen binding | chr5:17115031-17116587 REVERSEhighly similar to ( 685)C74A2_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07003 Herpes_BLLF1 PRK12323 AF-4 HPC2 Tymo_45kd_70kd PRK07764 Atrophin-1 APC_basic DUF566 KAR9 Extensin_2 DUF1421 Herpes_UL32 Herpes_TAF50 GRASP55_65 PRK12678 PRK08853 PRK05648 DUF1509 p450 Pneumo_att_G CDC27 SerH PRK09169 FAP Metaviral_G DUF605 PRK12495 Pol_Y_like CTF_NFI DamX "	hormone metabolism.jasmonate.synthesis-degradation.allene oxidase synthase	17_7_1_3

CUST_5800_PI403524517	2	-0.0538826	0.12061024	0.14640808	-0.05838394	0.051760674	-0.05175972	35_1601	Rep: OSIGBa0140O07.4 protein - Oryza sativa (Rice)	UniRef90_Q01J39	"CHR4V7|COORD:6384560..6385942| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G04300.1); similar to Os04g0445200 [Oryza sativa (japonica"	AT4G10300.1	CHR04V5|COORD:21984890..21984038|protein enzyme of the cupin superfamily, putative, expressed	LOC_Os04g36760.1	" no descriptionweakly similar to ( 166)AT4G10300| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G04300.1); similar to Os04g0445200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001052900.1); similar to Cupin, RmlC-type [Medicago truncatula] (GB:ABE82642.1); similar to OSIGBa0140O07.4 [Oryza sativa (indica cultivar-group)] (GB:CAH67236.1); contains InterPro domain Protein of unknown function DUF861, cupin_3; (InterPro:IPR008579); contains InterPro domain AraC protein, arabinose-binding/dimerisation; (InterPro:IPR003313) | chr4:6384560-6385942 FORWARDnot assigned not assigned not assigned Cupin_3 COG3450 "	not assigned.unknown	35_2

CUST_103537_PI403524517	2	0.044445515	0.43287802	0.1684146	-0.044445515	-0.41867542	-0.12855244	35_29524	"Cluster: Kelch repeat containing F-box protein family-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Kelch repeat containing F-box protein family-like -"	UniRef90_Q6Z856	CHR4V7|COORD:1335942..1337270| kelch repeat-containing F-box family protein	AT4G03030.1	CHR02V5|COORD:12533293..12528754|protein kelch motif family protein, expressed	LOC_Os02g21110.1	no descriptionvery weakly similar to (85.5)AT4G03030| Symbols:  | kelch repeat-containing F-box family protein | chr4:1335942-1337270 REVERSEnot assigned not assigned not assigned not assigned not assigned PRK12678 TT_ORF1	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_178551_PI403524517	2	-0.020898819	0.24212074	0.023957253	-0.1162281	0.020899773	-0.04862404	35_49659	0	0	"CHR5V7|COORD:10862476..10864028| GME (GDP-D-MANNOSE 3',5'-EPIMERASE); GDP-mannose 3,5-epimerase/ NAD binding / catalytic"	AT5G28840.1	0	0	no description	not assigned.unknown	35_2

CUST_66389_PI403524517	2	0.15348434	-1.3021288	-0.14065933	0.10020161	0.02393055	-0.02393055	35_18959	"Cluster: Cell division protein ftsH (FtsH)-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: Cell division protein ftsH (FtsH)-like - Oryza sativa (japonic"	UniRef90_Q8LQJ8	"CHR2V7|COORD:11139017..11142204| FTSH4 (FtsH protease 4); ATP-dependent peptidase/ ATPase/ metallopeptidase"	AT2G26140.1	CHR01V5|COORD:22409103..22415230|protein OsFtsH5 - Oryza sativa FtsH protease, homologue of AtFtsH4, expressed	LOC_Os01g39260.1	"no descriptionmoderately similar to ( 250)AT2G26140| Symbols: FTSH4 | FTSH4 (FtsH protease 4); ATP-dependent peptidase/ ATPase/ metallopeptidase | chr2:11139017-11142204 REVERSEweakly similar to ( 116)FTSH_ORYSAnot assigned not assigned Peptidase_M41 HflB hflB"	protein.degradation.metalloprotease	29_5_7

CUST_28491_PI399408534	2	0.14161968	-0.23000336	0.14772129	-0.24464893	0.28662872	-0.14161873	35_20021	"Cluster: Zinc finger-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Zinc finger-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K9R3	CHR5V7|COORD:1182897..1184719| zinc ion binding	AT5G04270.1	CHR02V5|COORD:35149792..35152853|protein palmitoyltransferase pfa3, putative, expressed	LOC_Os02g57370.1	no descriptionvery weakly similar to (97.8)AT5G04270| Symbols:  | zinc ion binding | chr5:1182897-1184719 REVERSEnot assigned	RNA.regulation of transcription.unclassified	27_3_99

CUST_7973_PI403524517	2	0.009545803	-0.3783679	-0.17609787	0.16414833	-0.009545803	0.032732964	35_2221	"Cluster: Tetratricopeptide repeat (TPR)-containing protein-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: Tetratricopeptide repeat (TPR)-containing prot"	UniRef90_Q6EN40	0	0	CHR02V5|COORD:8813974..8809965|protein expressed protein	LOC_Os02g15660.1	no description	not assigned.unknown	35_2

CUST_12167_PI403524517	2	-0.007782936	0.007782936	-0.11698151	0.08760166	-0.02159214	0.16069508	35_3463	"Cluster: Hypothetical protein P0519E07.4; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0519E07.4 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6AVZ9	"CHR5V7|COORD:9403872..9407173| similar to Os05g0134300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001054566.1); similar to PREDICTED: similar to"	AT5G26760.2	CHR05V5|COORD:1980877..1976230|protein expressed protein	LOC_Os05g04370.1	"no descriptionvery weakly similar to (73.9)AT5G26760| Symbols:  | similar to Os05g0134300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001054566.1); similar to PREDICTED: similar to Chromosome 1 open reading frame 82 isoform 3 [Pan troglodytes] (GB:XP_513561.2); similar to PREDICTED: similar to Chromosome 1 open reading frame 82 isoform 2 [Pan troglodytes] (GB:XP_001153375.1); contains InterPro domain Protein of unknown function DUF408; (InterPro:IPR007308) | chr5:9403872-9407173 REVERSE"	not assigned.unknown	35_2

CUST_8447_PI403524517	2	0.31697845	-0.97823334	-0.41655064	0.45201778	0.23306847	-0.23306847	35_2360	"Cluster: CMV 1a interacting protein 1, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: CMV 1a interacting protein 1, putative, expressed -"	UniRef90_Q33AG7	"CHR3V7|COORD:6154584..6157337| NMT1 (N-METHYLTRANSFERASE 1); phosphoethanolamine N-methyltransferase"	AT3G18000.1	CHR10V5|COORD:5358976..5361780|protein CMV 1a interacting protein 1, putative, expressed	LOC_Os10g10180.1	" no descriptionvery weakly similar to (52.0)AT3G18000| Symbols: XIPOTL1, PEAMT, NMT1 | NMT1 (N-METHYLTRANSFERASE 1); phosphoethanolamine N-methyltransferase | chr3:6154584-6157337 FORWARDvery weakly similar to (52.0)PEAM1_ARATHPhosphoethanolamine N-methyltransferase 1 - Arabidopsis thaliana (Mouse-ear cress)not assigned not assigned UbiE Methyltransf_11 ubiE Methyltransf_12 Ubie_methyltran SmtA PRK08317 Tam arsM "	lipid metabolism.Phospholipid synthesis	11_3

CUST_6998_PI404877155	2	0.11570406	0.033629417	-0.044933796	-0.033629417	0.16907215	-0.18745661	Contig20506_at	P0692C11.28 [Oryza sativa (japonica cultivar-group)] ref|NP_916564.1| P0510F09.13 [Oryza sativa (japonica cultivar-group)]	NP_916552.1	basic helix-loop-helix (bHLH) family protein	At3g21330.1	protein Helix-loop-helix DNA-binding domain, putative	Os01g51140	NONE	RNA.regulation of transcription.bHLH,Basic Helix-Loop-Helix family	27_3_06

CUST_76714_PI403524517	2	0.0066490173	0.010410309	-0.0066490173	-0.06540012	-0.031834602	0.11793041	35_21991	"Cluster: Hypothetical protein; n=1; Anaeromyxobacter sp. Fw109-5|Rep: Hypothetical protein - Anaeromyxobacter sp. Fw109-5"	UniRef90_A1HVN6	0	0	0	0	no description	not assigned.unknown	35_2

CUST_13935_PI404877155	2	-0.24372959	0.2160902	0.13387108	0.0032920837	-0.0032920837	-0.09583378	Contig7692_s_at	putative gibberellin 20-oxidase [Oryza sativa (japonica cultivar-group)] gb|AAP54689.1| putative gibberellin 20-oxidase [Oryza sativa (japon	NP_922402.1	oxidoreductase, 2OG-Fe(II) oxygenase family protein	At4g16770.1	protein putative gibberellin 20-oxidase	Os10g37910	putative gibberellin 20-oxidase	hormone metabolism.gibberelin.synthesis-degradation	17_6_1

CUST_59690_PI403524517	2	-0.26158857	-0.0064897537	0.0064907074	0.22132778	-0.18858528	0.03860092	35_17018	"Cluster: Putative z-protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative z-protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ZEY6	CHR1V7|COORD:730148..731379| glutamate binding	AT1G03070.1	CHR07V5|COORD:4090387..4087520|protein transmembrane BAX inhibitor motif-containing protein 4, putative, expressed	LOC_Os07g08070.1	no descriptionmoderately similar to ( 314)AT1G03070| Symbols:  | glutamate binding | chr1:730148-731379 FORWARDvery weakly similar to (50.1)BI1_ORYSAnot assigned not assigned not assigned COG0670 UPF0005 PRK10447	not assigned.no ontology	35_1

CUST_6056_PI404877155	2	-0.037135124	-0.060940742	0.06433487	0.051919937	-0.081632614	0.037135124	Contig18321_at	0	0	0	0	protein SBP domain, putative	Os05g33810	NONE	RNA.regulation of transcription.SBP,Squamosa promoter binding protein family	27_3_28

CUST_48946_PI403524517	2	0.0044059753	-0.23983765	-0.0044059753	-0.021043777	0.027809143	0.038194656	35_13975	Rep: Histone H2B.4 - Triticum aestivum (Wheat)	UniRef90_Q43215	CHR2V7|COORD:15743910..15744326| histone H2B, putative	AT2G37470.1	CHR01V5|COORD:36341546..36340693|protein histone H2B.4, putative, expressed	LOC_Os01g62230.1	 no descriptionweakly similar to ( 177)AT5G22880| Symbols:  | histone H2B, putative | chr5:7652133-7652570 REVERSEweakly similar to ( 183)H2B1_WHEATHistone H2B.1 - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned H2B Histone TT_ORF1 PRK07764 Protamine_P1 Tymo_45kd_70kd PRK12323 PRK09169 DUF566 	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_852_PI399408534	2	0.4344344	-0.06826687	-0.43288898	0.07852459	-0.14493227	0.06826639	35_28534	Rep: B0103C08-B0602B01.10 protein - Oryza sativa (Rice)	UniRef90_Q01H93	"CHR1V7|COORD:23628871..23632694| YDA (YODA); kinase"	AT1G63700.1	CHR04V5|COORD:27837844..27830151|protein YDA, putative, expressed	LOC_Os04g47240.3	" no descriptionweakly similar to ( 120)AT1G63700| Symbols: MAPKKK4, YDA | YDA (YODA); kinase | chr1:23628871-23632694 REVERSE"	signalling.MAP kinases	30_6

CUST_116963_PI403524517	2	0.027216911	0.27076435	-0.027216911	-0.11491299	-0.083239555	0.10309124	35_33150	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_40374_PI403524517	2	0.3325758	0.2504034	0.11566734	-0.123734474	-0.464993	-0.11566782	35_11614	"Cluster: Hypothetical protein OSJNBb0092C08.35; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0092C08.35 - Oryza sativa (japonica"	UniRef90_Q6Z233	"CHR3V7|COORD:3639559..3645512| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G06220.1); similar to Os08g0482100 [Oryza sativa (japonica cultivar-gr"	AT3G11560.3	CHR08V5|COORD:23701313..23711648|protein expressed protein	LOC_Os08g37610.2	"no descriptionweakly similar to ( 196)AT3G11560| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G06220.1); similar to Os08g0482100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001062067.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD09288.1); contains InterPro domain LETM1-like; (InterPro:IPR011685) | chr3:3639559-3645512 FORWARDnot assigned"	not assigned.unknown	35_2

CUST_22401_PI403524517	2	0.6102271	0.32545233	-0.14662886	-0.35121393	-0.6383209	0.14662886	35_6507	"Cluster: DENN (AEX-3) domain-containing protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: DENN (AEX-3) domain-containing protein-like - Oryza sativ"	UniRef90_Q6ZGD1	0	0	CHR02V5|COORD:32864539..32852915|protein expressed protein	LOC_Os02g53700.6	no description	not assigned.unknown	35_2

CUST_31297_PI403524517	2	0.03496027	-0.019541264	-0.00783205	0.0078315735	0.0692606	-0.23542547	35_9034	"Cluster: ABC1-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: ABC1-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5N6W3	CHR4V7|COORD:12786801..12789608| ATP binding / electron carrier/ heme binding / iron ion binding / protein kinase	AT4G24810.2	CHR01V5|COORD:39689733..39684304|protein protein kinase, putative, expressed	LOC_Os01g67720.4	no descriptionmoderately similar to ( 320)AT4G24810| Symbols:  | ATP binding / electron carrier/ heme binding / iron ion binding / protein kinase | chr4:12786801-12789608 REVERSEnot assigned not assigned not assigned AarF ABC1 ubiB	not assigned.no ontology.ABC1 family protein	35_1_1

CUST_64717_PI403524517	2	0.059041023	-0.06595135	-0.46068192	0.14302921	0.06945801	-0.05904007	35_18476	Rep: OSJNBa0089N06.15 protein - Oryza sativa (Rice)	UniRef90_Q7XN67	"CHR1V7|COORD:3874518..3875311| ATCXXS1 (C-TERMINAL CYSTEINE RESIDUE IS CHANGED TO A SERINE 1); thiol-disulfide exchange intermediate"	AT1G11530.1	CHR04V5|COORD:31803664..31800309|protein thioredoxin-like 4, putative, expressed	LOC_Os04g53740.1	"no descriptionvery weakly similar to (97.8)AT1G11530| Symbols: ATCXXS1 | ATCXXS1 (C-TERMINAL CYSTEINE RESIDUE IS CHANGED TO A SERINE 1); thiol-disulfide exchange intermediate | chr1:3874518-3875311 FORWARDvery weakly similar to (55.5)TRXH2_TOBACThioredoxin H-type 2 - Nicotiana tabacum (Common tobacco)not assigned not assigned not assigned TRX_family TRX_PICOT Thioredoxin"	redox.thioredoxin	21_1

CUST_119416_PI403524517	2	0.23480606	-0.41071892	-0.08688831	0.06740856	-0.06740761	0.071481705	35_33790	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_38614_PI403524517	2	0.04556465	0.16289616	0.050115585	-0.40980244	-0.5087528	-0.04556513	35_11109	"Cluster: Os03g0849100 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os03g0849100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DLS8	0	0	CHR03V5|COORD:35654709..35649237|protein powdery mildew resistance protein PM3b, putative, expressed	LOC_Os03g63200.1	no description	not assigned.unknown	35_2

CUST_181354_PI403524517	2	0.04716158	0.45549965	0.122961044	-0.047162056	-0.46226025	-0.2004714	35_50428	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_126003_PI403524517	2	-0.009427071	-0.35252857	-0.05591774	0.033860207	0.04291153	0.009428024	35_35475	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_14636_PI403524517	2	0.17966652	0.6553564	-0.0026655197	-0.20377445	0.0026655197	-0.32332897	35_4211	"Cluster: Root uracil permease 1; n=2; Oryza sativa (japonica cultivar-group)|Rep: Root uracil permease 1 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2A0M6	CHR1V7|COORD:22117658..22120313| xanthine/uracil permease family protein	AT1G60030.1	CHR02V5|COORD:31045947..31040167|protein permease I, putative, expressed	LOC_Os02g50820.1	 no descriptionhighly similar to ( 755)AT5G62890| Symbols:  | permease, putative | chr5:25260949-25263974 FORWARDnot assigned Xan_ur_permease UraA PRK10720 PRK11412 BenE BenE 	transport.misc	34_99

CUST_56643_PI403524517	2	-0.06491184	-0.6295624	0.13635635	-0.07113457	0.07590389	0.064912796	35_16125	"Cluster: F10K1.6 protein; n=2; Arabidopsis thaliana|Rep: F10K1.6 protein - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9LML5	CHR1V7|COORD:2220508..2222777| phosphoesterase family protein	AT1G07230.1	CHR03V5|COORD:34663254..34666244|protein hydrolase, acting on ester bonds, putative, expressed	LOC_Os03g61130.1	no descriptionhighly similar to ( 754)AT1G07230| Symbols:  | phosphoesterase family protein | chr1:2220508-2222777 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Phosphoesterase PlcC HPC2 PRK07003 Herpes_BLLF1 PRK07764 DUF566 AF-4 PRK12323 APC_basic Atrophin-1 Metaviral_G KAR9 Herpes_UL32 Tymo_45kd_70kd ROM1 MAP65_ASE1 Pneumo_att_G Herpes_TAF50 PRK05648 DUF1509 DUF1421 TT_ORF1 Extensin_2 PRK12678 Syndecan COG5099 Peptidase_S39 Protamine_P1 DUF390	not assigned.no ontology	35_1

CUST_33688_PI403524517	2	0.35190868	0.047049046	0.32062483	-0.10293007	-0.7406554	-0.047049046	35_9709	"Cluster: Hypothetical protein OJ1092_A07.126; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1092_A07.126 - Oryza sativa (japonica cult"	UniRef90_Q7F1H9	"CHR2V7|COORD:19595192..19597699| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G09040.1); similar to expressed protein [Oryza sativa (japonica"	AT2G47820.1	CHR07V5|COORD:22835614..22830147|protein expressed protein	LOC_Os07g38080.2	no description	not assigned.unknown	35_2

CUST_49226_PI403524517	2	-0.044534683	-0.20614338	-0.06817436	0.044534683	0.09240627	0.064632416	35_14046	"Cluster: PREDICTED: similar to H3 histone, family 2 isoform 2; n=4; Eutheria|Rep: PREDICTED: similar to H3 histone, family 2 isoform 2 - Canis"	UniRef90_UPI00004A5DE9	CHR5V7|COORD:3270479..3270889| histone H3	AT5G10400.1	CHR11V5|COORD:2622185..2621575|protein histone H3, putative, expressed	LOC_Os11g05730.1	no descriptionmoderately similar to ( 244)AT5G65360| Symbols:  | histone H3 | chr5:26137325-26137735 REVERSEmoderately similar to ( 244)H32_WHEATHistone H3.2 - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned H3 HHT1 Histone eIF2_C GCD11 PRK07003 PRK12323 Atrophin-1 PRK07764 AF-4 Tymo_45kd_70kd PRK05648 PRK04000 APC_basic HPC2 PRK12678 DUF1421 DUF566 Extensin_2	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_22791_PI399408534	2	-0.76084375	-0.13958359	0.20496607	0.22361565	-0.26326132	0.13958406	35_10476	"Cluster: Os09g0251100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os09g0251100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J370	CHR5V7|COORD:22611881..22613926| lectin protein kinase, putative	AT5G55830.1	CHR09V5|COORD:3899416..3897437|protein protein kinase, putative, expressed	LOC_Os09g07730.1	 no descriptionmoderately similar to ( 214)AT5G55830| Symbols:  | lectin protein kinase, putative | chr5:22611881-22613926 FORWARDweakly similar to ( 117)RPK1_IPONIReceptor-like protein kinase precursor - Ipomoea nil (Japanese morning glory) (Pharbitis nil)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase PTKc TyrKc Pkinase_Tyr PTKc_Jak_rpt2 PTKc_Src_like SPS1 PTKc_Srm_Brk PTKc_Met_Ron PTKc_InsR_like PTKc_Src PTKc_Frk_like PTKc_Lck_Blk PTKc_Csk_like PTKc_EGFR_like PTKc_FAK PTKc_Fyn_Yrk PTKc_Tec_like PTKc_Yes PTKc_Lyn PTKc_Hck PTKc_EphR PTKc_Btk_Bmx PTKc_Abl PTKc_Jak2_Jak3_rpt2 PTKc_EphR_B PTKc_Syk_like PTKc_Ack_like PTKc_Fer PTKc_EphR_A PTKc_Chk PTKc_FGFR PTKc_Tyk2_rpt2 PTKc_PDGFR PTKc_Trk PTKc_Tie1 PTKc_Fes_like PTKc_Tie2 PTKc_VEGFR PTKc_EphR_A2 PTKc_Tie PTK_HER3 PTKc_DDR PTKc_Ror PTKc_InsR PTKc_Itk PTKc_CSF-1R PTKc_IGF-1R PTK_Ryk PTKc_VEGFR3 PTKc_Jak1_rpt2 PTKc_Fes PTKc_Musk PTKc_Tec_Rlk PTKc_Axl PTKc_FGFR3 PTKc_HER2 PTKc_VEGFR2 PTKc_c-ros PTKc_TrkC PTKc_RET PTKc_HER4 PTKc_FGFR1 PTKc_FGFR4 PTKc_Syk PTKc_FGFR2 PTKc_TrkA PTKc_Csk 	misc.myrosinases-lectin-jacalin	26_16

CUST_119092_PI403524517	2	-1.312902	1.173748	0.14932537	-0.1858902	0.6791973	-0.14932442	35_33704	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_43555_PI403524517	2	0.24293232	0.70952606	0.16603804	-0.22550201	-0.36441183	-0.16603756	35_12501	Rep: HAK2 - Hordeum vulgare var. distichum (Two-rowed barley)	UniRef90_Q9M7K3	"CHR3V7|COORD:350822..354142| KUP3 (K+ uptake permease 3); potassium ion transporter"	AT3G02050.1	CHR07V5|COORD:28315977..28310415|protein potassium transporter 7, putative, expressed	LOC_Os07g47350.2	" no descriptionmoderately similar to ( 236)AT3G02050| Symbols: ATKUP3, ATKT4, KUP3 | KUP3 (K+ uptake permease 3); potassium ion transporter | chr3:350822-354142 FORWARDmoderately similar to ( 285)HAK7_ORYSAK_trans Kup trkD "	transport.potassium	34_15

CUST_98781_PI403524517	2	0.022345543	0.18467617	-0.022345543	-0.12902355	-0.029720306	0.06254768	35_28198	"Cluster: Hypothetical protein OSJNBa0087O09.6; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0087O09.6 - Oryza sativa (japonica cu"	UniRef90_Q84JQ9	"CHR5V7|COORD:2003679..2005544| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G11850.2); similar to expressed protein [Oryza sativa (japonica"	AT5G06560.1	CHR03V5|COORD:32741924..32739526|protein expressed protein	LOC_Os03g57530.1	no description	not assigned.unknown	35_2

CUST_104779_PI403524517	2	-0.07806015	-7.8201294E-4	-0.07615852	0.17362213	7.8105927E-4	0.023233414	35_29853	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_76676_PI403524517	2	0.07553005	-0.71121883	-0.014092445	-0.13597107	0.014093399	0.20983791	35_21981	"Cluster: ETTIN-like auxin response factor; n=1; Triticum aestivum|Rep: ETTIN-like auxin response factor - Triticum aestivum (Wheat)"	UniRef90_Q6U8C8	0	0	CHR05V5|COORD:27951108..27956618|protein auxin response factor 4, putative, expressed	LOC_Os05g48870.6	no description	not assigned.unknown	35_2

CUST_91339_PI403524517	2	1.5954027	0.6139474	0.39669228	-0.3966918	-0.47931767	-0.4499073	35_26117	"Cluster: Expressed protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10PA8	"CHR4V7|COORD:17507149..17509506| similar to Os03g0240900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001049512.1); similar to Os12g0586400 [Oryza"	AT4G37190.1	CHR03V5|COORD:7436849..7432666|protein expressed protein	LOC_Os03g13770.1	"no descriptionweakly similar to ( 127)AT4G37190| Symbols:  | similar to Os03g0240900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001049512.1); similar to Os12g0586400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001067157.1); similar to tubulin-related protein-like [Oryza sativa (japonica cultivar-group)] (GB:BAC84426.1); contains domain FAMILY NOT NAMED (PTHR13391); contains domain Tubulin/Dihydroxyacetone kinase nucleotide-binding domain (SSF52490); contains domain gb def: Tubulin-like protein (PTHR13391:SF4) | chr4:17507447-17509506 FORWARDnot assigned"	not assigned.unknown	35_2

CUST_121241_PI403524517	2	0.09336424	0.40439224	-0.09336376	-1.2409797	-0.4354596	0.09899616	35_34248	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_39828_PI403524517	2	0.027269363	0.17778683	-0.011054993	-0.169137	-0.13544941	0.011054993	35_11457	"Cluster: Leucine zipper protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Leucine zipper protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6H4Z9	0	0	CHR02V5|COORD:4115853..4112945|protein conserved hypothetical protein	LOC_Os02g07850.1	no description	not assigned.unknown	35_2

CUST_104964_PI403524517	2	-0.008075714	0.50228405	-0.021461487	0.029202461	1.9168854E-4	-1.9264221E-4	35_29905	Rep: GAD1 - Hordeum vulgare (Barley)	UniRef90_Q7XZU7		0	0	0	no description	not assigned.unknown	35_2

CUST_72373_PI403524517	2	0.22810078	-0.28894138	-0.07876253	-0.10896635	0.08390808	0.07876253	35_20742	"Cluster: Mitochondrial carrier protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Mitochondrial carrier protein, expressed - Oryza sativa (jap"	UniRef90_Q2QPD3	CHR4V7|COORD:1383366..1385485| mitochondrial substrate carrier family protein	AT4G03115.1	CHR12V5|COORD:21195968..21192352|protein mitochondrial uncoupling protein 2, putative, expressed	LOC_Os12g34870.1	 no descriptionweakly similar to ( 172)AT4G03115| Symbols:  | mitochondrial substrate carrier family protein | chr4:1383366-1385485 REVERSEvery weakly similar to (50.1)BT1_MAIZEProtein brittle-1, chloroplast precursor - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Mito_carr 	transport.metabolite transporters at the mitochondrial membrane	34_9

CUST_4059_PI403524517	2	-0.16667318	-0.27543545	0.40036392	0.36780453	0.16667366	-0.34526205	35_1123	"Cluster: Thioredoxin M-type, chloroplast precursor; n=2; Triticum|Rep: Thioredoxin M-type, chloroplast precursor - Triticum aestivum (Wheat)"	UniRef90_Q9ZP21	"CHR4V7|COORD:1562583..1564053| ATHM2 (Arabidopsis thioredoxin M-type 2); thiol-disulfide exchange intermediate"	AT4G03520.1	CHR12V5|COORD:4461953..4460665|protein thioredoxin M-type, chloroplast precursor, putative, expressed	LOC_Os12g08730.1	" no descriptionweakly similar to ( 144)AT4G03520| Symbols: ATHM2 | ATHM2 (Arabidopsis thioredoxin M-type 2); thiol-disulfide exchange intermediate | chr4:1562583-1564053 REVERSEmoderately similar to ( 343)TRXM_WHEATThioredoxin M-type, chloroplast precursor - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Thioredoxin TRX_family trxA PRK10996 COG3118 PDI_a_family TrxA PDI_a_P5 TRX_PICOT PDI_a_ERp38 ybbN PDI_a_PDI_a'_C PDI_a_ERdj5_C PDI_a_MPD1_like PDI_a_ERp46 TRX_NTR PDI_a_TMX3 TlpA_like_family PDI_a_TMX PDI_a_QSOX TxlA TlpA_like_ScsD_MtbDsbE TRX_superfamily PDI_a_PDIR PDI_a_ERdj5_N "	redox.thioredoxin	21_1

CUST_36922_PI403524517	2	0.07738304	-0.30323982	0.17195797	-0.052060127	0.05206108	-0.14811325	35_10640	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_49280_PI403524517	2	0.0685997	-0.36048508	-0.11167717	0.011287689	-0.011287689	0.09199715	35_14059	"Cluster: PREDICTED: similar to H3 histone, family 2 isoform 2; n=1; Homo sapiens|Rep: PREDICTED: similar to H3 histone, family 2 isoform 2 - Homo sapiens"	UniRef90_UPI00006C029D	CHR5V7|COORD:3270479..3270889| histone H3	AT5G10400.1	CHR11V5|COORD:2622185..2621575|protein histone H3, putative, expressed	LOC_Os11g05730.1	no descriptionmoderately similar to ( 262)AT5G65360| Symbols:  | histone H3 | chr5:26137325-26137735 REVERSEmoderately similar to ( 261)H32_WHEATHistone H3.2 - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned H3 HHT1 Histone PRK12323 PRK07003 PRK07764 HPC2 PRK05648 Tymo_45kd_70kd Atrophin-1 DUF566 Herpes_BLLF1 PRK04537	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_150777_PI403524517	2	0.051555634	0.027488708	-0.11574173	-0.005030632	0.0050296783	-0.099349976	35_42175	"Cluster: MpV17 transgene-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: MpV17 transgene-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8W0A7	CHR3V7|COORD:8966682..8968537| peroxisomal membrane 22 kDa family protein	AT3G24570.1	CHR01V5|COORD:7085996..7082644|protein mpv17 protein, putative, expressed	LOC_Os01g12800.1	no descriptionweakly similar to ( 124)AT3G24570| Symbols:  | peroxisomal membrane 22 kDa family protein | chr3:8966682-8968537 REVERSEnot assigned Mpv17_PMP22	not assigned.no ontology	35_1

CUST_7189_PI403524517	2	-0.114864826	-0.31427813	0.16144276	0.21825123	0.1148653	-0.33728027	35_1995	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QSF1	"CHR1V7|COORD:7613017..7615137| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G21670.1); similar to WD40 domain protein beta Propeller"	AT1G21680.1	CHR12V5|COORD:13885562..13882818|protein expressed protein	LOC_Os12g24330.1	" no descriptionmoderately similar to ( 344)AT1G21680| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G21670.1); similar to WD40 domain protein beta Propeller [Solibacter usitatus Ellin6076] (GB:YP_828764.1); similar to Os03g0840200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001051846.1); similar to Os07g0638100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001060406.1); contains InterPro domain TolB, C-terminal; (InterPro:IPR011042); contains InterPro domain WD40-like Beta Propeller; (InterPro:IPR011659) | chr1:7613017-7615137 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TolB PRK07003 Herpes_BLLF1 PRK07764 APC_basic PRK12678 Atrophin-1 AF-4 tolB tolB DUF390 tolB TT_ORF1 tolB Metaviral_G PRK12323 Tymo_45kd_70kd DUF566 DUF936 tolB DUF1509 Pneumo_att_G KAR9 "	not assigned.no ontology	35_1

CUST_4974_PI403524517	2	0.63221216	-0.90885544	-0.6532469	1.0078659	0.76545906	-0.63221264	35_1371	Rep: H0307D04.13 protein - Oryza sativa (Rice)	UniRef90_Q01K53	CHR4V7|COORD:9833961..9834676| senescence-associated protein-related	AT4G17670.1	CHR04V5|COORD:29406044..29405065|protein expressed protein	LOC_Os04g49680.1	no descriptionvery weakly similar to (66.2)AT4G17670| Symbols:  | senescence-associated protein-related | chr4:9833961-9834676 REVERSEDUF581	development.unspecified	33_99

CUST_4001_PI403524517	2	0.14919186	-0.19986725	-0.21190834	0.09235382	0.047911644	-0.047911644	35_1108	"Cluster: Pyruvate dehydrogenase E1 beta subunit isoform 3; n=5; Poaceae|Rep: Pyruvate dehydrogenase E1 beta subunit isoform 3 - Zea mays (Maize)"	UniRef90_Q9ZQY1	CHR5V7|COORD:20706897..20710202| pyruvate dehydrogenase E1 component beta subunit, mitochondrial / PDHE1-B (PDH2)	AT5G50850.1	CHR08V5|COORD:26645139..26650453|protein pyruvate dehydrogenase E1 component subunit beta, mitochondrial precursor, putative, expressed	LOC_Os08g42410.1	 no descriptionhighly similar to ( 601)AT5G50850| Symbols:  | pyruvate dehydrogenase E1 component beta subunit, mitochondrial / PDHE1-B (PDH2) | chr5:20706897-20710202 FORWARDhighly similar to ( 582)ODPB_PEAPyruvate dehydrogenase E1 component subunit beta, mitochondrial precursor - Pisum sativum (Garden pea)not assigned not assigned not assigned PRK11892 PRK09212 AcoB odpB Transket_pyr Transketolase_C COG3958 PRK05444 Dxs PRK12571 PRK12315 PRK05899 	TCA / org. transformation.TCA.pyruvate DH.E1	8_1_1_1

CUST_20970_PI403524517	2	-0.015773773	-0.13688087	-0.011790276	0.16521645	0.11169529	0.011791229	35_6086	"Cluster: Os10g0499400 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os10g0499400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IWM7	CHR4V7|COORD:13732945..13734269| CBS domain-containing protein	AT4G27460.1	CHR10V5|COORD:18724059..18726498|protein expressed protein	LOC_Os10g35630.1	no descriptionweakly similar to ( 142)AT4G27460| Symbols:  | CBS domain-containing protein | chr4:13732945-13734269 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK12678 PRK07003 Atrophin-1 APC_basic Tymo_45kd_70kd TT_ORF1	not assigned.unknown	35_2

CUST_79608_PI403524517	2	0.021092415	0.38793373	0.06809902	-0.12349415	-0.027918816	-0.021092415	35_22831	"Cluster: Hypothetical protein P0710H01.6; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0710H01.6 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q5VND4	CHR1V7|COORD:17800739..17801521| similar to Os06g0149500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001056817.1)	AT1G48200.1	CHR06V5|COORD:2564182..2566639|protein expressed protein	LOC_Os06g05670.1	no descriptionvery weakly similar to (58.2)AT1G48200| Symbols:  | similar to Os06g0149500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001056817.1) | chr1:17800739-17801521 REVERSEnot assigned not assigned PRK07764	not assigned.unknown	35_2

CUST_160050_PI403524517	2	-0.053864002	-0.66880274	-0.07755327	0.07478857	0.504087	0.053864002	35_44666	0	0	CHR5V7|COORD:6693054..6693803| proline-rich extensin-like family protein	AT5G19810.1	0	0	no description	not assigned.unknown	35_2

CUST_30798_PI399408534	2	0.3316431	-0.33164406	-1.3522363	0.48783302	0.77141094	-0.42026377	35_16736	"Cluster: CONSTANS-like protein; n=3; Hordeum vulgare subsp. vulgare|Rep: CONSTANS-like protein - Hordeum vulgare var. distichum (Two-rowed barley)"	UniRef90_Q8LKZ2	"CHR3V7|COORD:487445..488631| COL2 (CONSTANS-LIKE 2); transcription factor/ zinc ion binding"	AT3G02380.1	CHR09V5|COORD:3063498..3047031|protein zinc finger protein CONSTANS-LIKE 2, putative, expressed	LOC_Os09g06464.1	"no descriptionweakly similar to ( 123)AT3G02380| Symbols: COL2 | COL2 (CONSTANS-LIKE 2); transcription factor/ zinc ion binding | chr3:487445-488631 REVERSEvery weakly similar to (55.5)PRR73_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned CCT BBOX PRK12678 PRK12323 BBOX zf-B_box PRK07764"	RNA.regulation of transcription.C2C2(Zn) CO-like, Constans-like zinc finger family	27_3_7

CUST_17980_PI399408534	2	-0.020035744	0.24149132	0.02003479	-0.20195961	0.02003479	-0.27681065	35_39446	Rep: U2AF large subunit - Triticum aestivum (Wheat)	UniRef90_Q2QKB4	"CHR4V7|COORD:17294426..17297613| ATU2AF65A; RNA binding"	AT4G36690.3	CHR11V5|COORD:27084171..27089421|protein splicing factor U2AF 65 kDa subunit, putative, expressed	LOC_Os11g45590.2	"no descriptionmoderately similar to ( 208)AT4G36690| Symbols: ATU2AF65A | ATU2AF65A; RNA binding | chr4:17294595-17297613 REVERSEnot assigned RRM"	RNA.processing.splicing	27_1_1

CUST_60849_PI403524517	2	0.008985519	0.51984787	-0.008985519	-0.08196449	-0.18412209	0.07398319	35_17355	"Cluster: Metal-transporting P-type ATPase-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Metal-transporting P-type ATPase-like protein - Oryza s"	UniRef90_Q7XI43	"CHR4V7|COORD:16118996..16120545| PAA1 (metal-transporting P-type ATPase 1); ATPase, coupled to transmembrane movement of ions, phosphorylative"	AT4G33520.1	CHR07V5|COORD:25788696..25791028|protein copper-transporting ATPase PAA1, putative, expressed	LOC_Os07g43040.1	 no descriptionweakly similar to ( 102)AT4G33520| Symbols: HMA6, PAA1 | PAA1 (metal-transporting P-type ATPase 1) | chr4:16118996-16125852 FORWARDnot assigned HMA HMA 	transport.metal	34_12

CUST_666_PI399407379	2	0.077368736	0.33868504	0.16994667	-0.25632095	-0.35645676	-0.07736969	HvFCA2									

CUST_6738_PI404877155	2	0.009285927	-0.042980194	-0.009284973	-0.047919273	0.06756687	0.084944725	Contig19948_at	transducin family protein / WD-40 repeat family protein [Arabidopsis thaliana] dbj|BAB03095.1| unnamed protein product [Arabidopsis thaliana	NP_566620.1	transducin family protein / WD-40 repeat family protein	At3g18860.1	protein expressed protein	Os07g03160	"transducin family protein / WD-40 repeat family protein, contains seven G-protein beta WD-40 repeats; similar to phospholipase a-2-activating protein SP:P27612 from (Mus musculus) or  transducin family protein / WD-40 repeat family protein, contains seven"	lipid metabolism.lipid degradation.lysophospholipases	11_9_3

CUST_23350_PI403524517	2	0.28843784	-0.18004131	0.029914856	-0.029913902	0.17066002	-0.1752243	35_6785	"Cluster: Os01g0768400 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0768400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JIZ8	0	0	CHR01V5|COORD:32727004..32723284|protein expressed protein	LOC_Os01g56260.1	no description	not assigned.unknown	35_2

CUST_115766_PI403524517	2	0.16743755	-0.621336	-0.066197395	0.157444	0.06619835	-0.08910179	35_32829	"Cluster: Putative UDP-galactose/UDP-glucose transporter; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative UDP-galactose/UDP-glucose transporter - Oryza"	UniRef90_Q69XD4	"CHR1V7|COORD:4911357..4913024| ATUTR3/UTR3 (UDP-GALACTOSE TRANSPORTER 3); pyrimidine nucleotide sugar transporter"	AT1G14360.1	CHR06V5|COORD:23302671..23306064|protein solute carrier family 35 member B1, putative, expressed	LOC_Os06g39260.1	" no descriptionweakly similar to ( 111)AT1G14360| Symbols: ATUTR3, UTR3 | ATUTR3/UTR3 (UDP-GALACTOSE TRANSPORTER 3); pyrimidine nucleotide sugar transporter | chr1:4911357-4913024 REVERSEnot assigned not assigned not assigned UAA "	transport.NDP-sugars at the ER	34_11

CUST_4909_PI403524517	2	-0.22851372	-0.070856094	0.16696358	0.070856094	0.34517193	-0.105540276	35_1355	"Cluster: Hypothetical protein P0436E04.19; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0436E04.19 - Oryza sativa (japonica cultivar-g"	UniRef90_Q9FTY4	CHR2V7|COORD:16310505..16312414| hydroxyproline-rich glycoprotein family protein	AT2G39050.1	CHR01V5|COORD:223699..226131|protein stress responsive protein, putative, expressed	LOC_Os01g01450.2	no descriptionweakly similar to ( 114)AT2G39050| Symbols:  | hydroxyproline-rich glycoprotein family protein | chr2:16310505-16312414 FORWARD	not assigned.no ontology.hydroxyproline rich proteins	35_1_41

CUST_155318_PI403524517	2	-0.013432503	-0.7053747	0.23363781	0.013432503	0.20388794	-0.2427969	35_43385	"Cluster: Methylenetetrahydrofolate reductase 1; n=4; Poaceae|Rep: Methylenetetrahydrofolate reductase 1 - Zea mays (Maize)"	UniRef90_Q9SE94	"CHR2V7|COORD:18269377..18272261| MTHFR2 (METHYLENETETRAHYDROFOLATE REDUCTASE 2); methylenetetrahydrofolate reductase (NADPH)"	AT2G44160.1	CHR03V5|COORD:34112270..34106735|protein methylenetetrahydrofolate reductase, putative, expressed	LOC_Os03g60090.2	"no descriptionweakly similar to ( 159)AT2G44160| Symbols: MTHFR2 | MTHFR2 (METHYLENETETRAHYDROFOLATE REDUCTASE 2); methylenetetrahydrofolate reductase (NADPH) | chr2:18269377-18272261 FORWARDweakly similar to ( 168)MTHR_ORYSAnot assigned MTHFR MTHFR MetF"	C1-metabolism	25

CUST_135793_PI403524517	2	-0.68115044	-0.8971367	0.78396606	0.13256836	0.36635685	-0.13256836	35_38085	Rep: UPI0000DC0CD1 UniRef100 entry - Rattus norvegicus	UniRef90_UPI0000DC0CD1		0	0	0	no description	not assigned.unknown	35_2

CUST_13729_PI403524517	2	0.059066772	-0.38112545	-0.0024671555	0.0024662018	-0.02727604	0.06466484	35_3939	"Cluster: SRP40, C-terminal domain containing protein, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: SRP40, C-terminal domain containing protein, e"	UniRef90_Q2QM87	"CHR5V7|COORD:23139993..23141626| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G60030.1); similar to BRI1-KD interacting protein 132 [Oryza sativa"	AT5G57120.1	CHR12V5|COORD:25956458..25959754|protein SRP40, C-terminal domain containing protein, expressed	LOC_Os12g41930.1	" no descriptionweakly similar to ( 113)AT5G57120| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G60030.1); similar to BRI1-KD interacting protein 132 [Oryza sativa (japonica cultivar-group)] (GB:BAD11359.1); similar to Os12g0613500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001067264.1); contains InterPro domain SRP40, C-terminal; (InterPro:IPR007718); contains InterPro domain Lissencephaly type-1-like homology motif; (InterPro:IPR006594) | chr5:23139993-23141626 REVERSEnot assigned SRP40_C "	not assigned.no ontology	35_1

CUST_181799_PI403524517	2	0.005710602	-0.27639294	-0.17512035	0.09566498	-0.0057115555	0.04506588	35_50545	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_57057_PI403524517	2	-0.009443283	-0.62309647	-0.16134739	0.15751076	0.1318264	0.009443283	35_16267	Rep: H0212B02.14 protein - Oryza sativa (Rice)	UniRef90_Q25AL6	"CHR4V7|COORD:16374045..16376565| EDA9 (embryo sac development arrest 9); NAD binding / amino acid binding / cofactor binding / oxidoreductase, acting on the CH-"	AT4G34200.1	CHR04V5|COORD:32947986..32950859|protein D-3-phosphoglycerate dehydrogenase, chloroplast precursor, putative, expressed	LOC_Os04g55720.1	" no descriptionhighly similar to ( 809)AT4G34200| Symbols: EDA9 | EDA9 (embryo sac development arrest 9); NAD binding / amino acid binding / cofactor binding / oxidoreductase, acting on the CH-OH group of donors, NAD or NADP as acceptor / phosphoglycerate dehydrogenase | chr4:16374045-16376565 REVERSEweakly similar to ( 112)DHGY_CUCSAGlycerate dehydrogenase - Cucumis sativus (Cucumber)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned 2-Hacid_dh SerA LdhA 2-Hacid_dh_C PRK11790 PRK06487 PRK06932 PRK08410 PRK07574 PRK00257 PRK08605 PRK06436 PRK12480 Atrophin-1 Extensin_2 PRK07003 PRK07764 ACT_3PGDH-xct PRK12323 DUF1421 ACT_3PGDH-like PRK05648 Tymo_45kd_70kd Drf_FH1 HPC2 ACT_LSD Herpes_BLLF1 GRASP55_65 AF-4 PRK10819 TonB TT_ORF1 PRK12678 IER APC_basic FAP KAR9 tatB MCPVI infB DUF1777 DUF605 Herpes_UL32 DUF1210 COG5373 PRK05476 SAM1 PRK03427 Protamine_P1 PRK00708 Herpes_TAF50 Totivirus_coat PRK06132 DedD PRK10263 DUF1509 AdoHcyase MFMR PRK08853 Trypan_PARP Gag_spuma PRK06958 PRK11855 CTF_NFI DUF566 "	amino acid metabolism.synthesis.serine-glycine-cysteine group.serine.phosphoglycerate dehydrogenase	13_1_5_1_1

CUST_66673_PI403524517	2	-2.1754322	-1.3369341	1.341958	0.92321396	0.9100647	-0.9100647	35_19037	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_31151_PI403524517	2	-0.45007992	0.26697397	-0.08919144	0.08919096	0.53713894	-0.44557762	35_8989	Rep: Transcription factor WRKY24 - Oryza sativa (indica cultivar-group)	UniRef90_Q6B6R4	"CHR5V7|COORD:2204314..2205648| WRKY26 (WRKY DNA-binding protein 26); transcription factor"	AT5G07100.1	CHR01V5|COORD:35674827..35677494|protein OsWRKY24 - Superfamily of rice TFs having WRKY and zinc finger domains, expressed	LOC_Os01g61080.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned	not assigned.unknown	35_2

CUST_9832_PI403524517	2	-0.590003	-0.9400501	0.21130371	0.5442953	0.56766987	-0.21130466	35_2770	Rep: Fasciclin-like protein FLA15 - Triticum aestivum (Wheat)	UniRef90_Q06I91	CHR5V7|COORD:24343142..24343891| FLA12 (fasciclin-like arabinogalactan-protein 12)	AT5G60490.1	CHR05V5|COORD:27968486..27969673|protein fasciclin-like arabinogalactan protein 7 precursor, putative, expressed	LOC_Os05g48900.1	no descriptionweakly similar to ( 126)AT5G60490| Symbols: FLA12 | FLA12 (fasciclin-like arabinogalactan-protein 12) | chr5:24343142-24343891 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Tymo_45kd_70kd Extensin_2 PRK07003 PRK12323 PRK07764 Atrophin-1 COG2335 HPC2 DUF1421 AF-4 PRK12678 APC_basic DUF1509 Fasciclin Pneumo_att_G Herpes_BLLF1 FAS1 TT_ORF1 DUF566 PRK08853 rne Coprinus_mating KAR9 DUF390	cell wall.cell wall proteins.AGPs	10_5_1

CUST_63489_PI403524517	2	-0.008024216	-0.12074089	0.023349762	-0.02460289	0.008025169	0.109000206	35_18127	"Cluster: Hypothetical protein P0458H05.113; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0458H05.113 - Oryza sativa (japonica"	UniRef90_Q7XHK9	CHR3V7|COORD:2666382..2667458| similar to hypothetical protein [Medicago sativa] (GB:AAL15647.1)	AT3G08780.1	CHR07V5|COORD:21309645..21297935|protein expressed protein	LOC_Os07g35600.2	no descriptionweakly similar to ( 127)AT3G08780| Symbols:  | similar to hypothetical protein [Medicago sativa] (GB:AAL15647.1) | chr3:2666520-2667458 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 HPC2 Atrophin-1 PRK07003 PRK12678 GRASP55_65 Extensin_2 Tymo_45kd_70kd Herpes_BLLF1 DUF1421 PRK05648 PRK08853 PRK07764 DUF1509 Coprinus_mating PRK08770 CTF_NFI KAR9 Drf_FH1 infB DUF605 APC_basic DamX Pneumo_att_G AF-4 PRK10263 DUF566 TonB Gag_spuma FAP Herpes_TAF50	not assigned.unknown	35_2

CUST_177987_PI403524517	2	-0.3120427	-0.015196323	-0.6525955	0.23627377	0.015196323	0.9134059	35_49503	"Cluster: Hypothetical protein OSJNBb0012J10.12; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0012J10.12 - Oryza sativa (japonica"	UniRef90_Q6H3Z1	CHR5V7|COORD:19135910..19137755| protein kinase, putative	AT5G47070.1	CHR02V5|COORD:26207138..26203100|protein protein kinase APK1B, chloroplast precursor, putative, expressed	LOC_Os02g43430.1	no description	not assigned.unknown	35_2

CUST_15604_PI403524517	2	-0.18388271	0.25229263	0.14687634	-0.17652893	-0.04657364	0.046574593	35_4502	"Cluster: HD domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: HD domain containing protein, expressed - Oryza sativa (japon"	UniRef90_Q337J5	CHR1V7|COORD:5929959..5931588| metal-dependent phosphohydrolase HD domain-containing protein-related	AT1G17330.1	CHR10V5|COORD:18056936..18062171|protein metal-dependent phosphohydrolase, HD subdomain, putative, expressed	LOC_Os10g34470.2	no descriptionmoderately similar to ( 276)AT1G17330| Symbols:  | metal-dependent phosphohydrolase HD domain-containing protein-related | chr1:5929959-5931588 FORWARDCOG1418 PRK10119 HDc HDc HD	not assigned.no ontology	35_1

CUST_81195_PI403524517	2	0.20124722	-0.9984398	-0.15219545	0.35803413	-0.001449585	0.0014500618	35_23291	Rep: Glucosyltransferase-13 - Phaseolus angularis (Adzuki bean) (Vigna angularis)	UniRef90_Q8S996	CHR4V7|COORD:461858..463300| UDP-glucoronosyl/UDP-glucosyl transferase family protein	AT4G01070.1	CHR11V5|COORD:22426712..22424664|protein hydroquinone glucosyltransferase, putative, expressed	LOC_Os11g38650.1	no descriptionweakly similar to ( 165)AT4G01070| Symbols:  | UDP-glucoronosyl/UDP-glucosyl transferase family protein | chr4:461858-463300 REVERSEweakly similar to ( 107)CZOG_SORBIPutative cis-zeatin O-glucosyltransferase - Sorghum bicolor (Sorghum) (Sorghum vulgare)not assigned UDPGT	misc.UDP glucosyl and glucoronyl transferases	26_2

CUST_45569_PI403524517	2	-0.061848164	-0.20767164	0.013497353	-0.013496876	0.07576895	0.21032763	35_13063	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_739_PI404877155	2	0.11755371	-0.17241287	-0.08092499	-0.010139465	0.044794083	0.010137558	Contig107_x_at	60S ribosomal protein L41 (RPL41G) [Arabidopsis thaliana] ref|NP_187723.1| 60S ribosomal protein L41 (RPL41E) [Arabidopsis thaliana] ref|NP_	NP_191161.1	60S ribosomal protein L41 (RPL41D)	At3g08520.1	0	0	NONE	RNA.processing.RNA helicase	27_1_2

CUST_17493_PI404877155	2	0.02101612	0.024725437	-0.15975189	-0.021015644	0.95237446	-0.11357355	HV_CEa0006I19r2_at	0	0	0	0	0	0	gi|21594600|gb|AAM66025.1| unknown	transport.metabolite transporters at the mitochondrial membrane	34_9

CUST_3974_PI403524517	2	-0.10678482	-0.0453043	0.0453043	0.11457062	-0.05871296	0.17871284	35_1101	0	0	0	0	CHR06V5|COORD:28616449..28619323|protein lipid binding protein, putative, expressed	LOC_Os06g47200.1	no description	not assigned.unknown	35_2

CUST_11632_PI399408534	2	0.09391594	0.71654224	0.011218071	-0.20319748	-0.011219025	-0.2572317	35_4407	"Cluster: Retrotransposon protein, putative, Ty3-gypsy subclass, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Retrotransposon protein, putative,"	UniRef90_Q337N3	CHR3V7|COORD:153657..155446| RNase H domain-containing protein	AT3G01410.1	CHR10V5|COORD:16510604..16516402|protein retrotransposon protein, putative, Ty3-gypsy subclass, expressed	LOC_Os10g32060.1	no descriptionweakly similar to ( 116)AT3G01410| Symbols:  | RNase H domain-containing protein | chr3:153657-155446 REVERSE	RNA.processing.ribonucleases	27_1_19

CUST_2052_PI404877155	2	-0.050216675	0.886055	0.05021572	-0.09999561	-0.07663059	0.12248421	Contig1230_at	"HvPIP1;5 [Hordeum vulgare subsp. vulgare]"	BAA23746.2	major intrinsic family protein / MIP family protein	At4g23400.1	protein aquaporin	Os02g44630	"HvPIP1;5 water channel - like protein plasma membrane intrinsic protein 1c"	transport.Major Intrinsic Proteins.PIP	34_19_1

CUST_30600_PI403524517	2	0.43535614	-0.0750103	-0.083963394	0.07501078	-0.23316145	1.2644262	35_8832	"Cluster: Os01g0674700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0674700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JKH2	"CHR1V7|COORD:10846658..10850499| EMB2279 (EMBRYO DEFECTIVE 2279); binding"	AT1G30610.1	CHR01V5|COORD:28052172..28059329|protein expressed protein	LOC_Os01g48380.2	no description	not assigned.unknown	35_2

CUST_25649_PI403524517	2	-0.14799023	0.7591152	0.25705338	-0.18007946	-0.15369701	0.14799023	35_7434	Rep: OSIGBa0105P02.4 protein - Oryza sativa (Rice)	UniRef90_Q01KU1	0	0	CHR04V5|COORD:16883142..16876227|protein retrotransposon protein, putative, unclassified, expressed	LOC_Os04g28820.1	no description	not assigned.unknown	35_2

CUST_61635_PI403524517	2	0.008348465	-0.2638321	-0.04355812	0.016578674	-0.008348465	0.06284714	35_17589	"Cluster: Tetratricopeptide repeat(TPR)-containing protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Tetratricopeptide repeat(TPR)-containing protei"	UniRef90_Q8LRH2	"CHR3V7|COORD:4676229..4677609| FLU (FLUORESCENT IN BLUE LIGHT); binding"	AT3G14110.1	CHR01V5|COORD:18278510..18274599|protein FLU, putative, expressed	LOC_Os01g32730.1	"no descriptionmoderately similar to ( 283)AT3G14110| Symbols: FLU | FLU (FLUORESCENT IN BLUE LIGHT); binding | chr3:4676229-4677609 REVERSEnot assigned"	tetrapyrrole synthesis.regulation	19_40

CUST_38650_PI403524517	2	-0.6832404	-0.3946619	0.8389354	0.66988325	0.39466143	-0.41951132	35_11121	"Cluster: Pleiotropic drug resistance protein 4; n=2; Oryza sativa|Rep: Pleiotropic drug resistance protein 4 - Oryza sativa (Rice)"	UniRef90_Q8GU89	"CHR1V7|COORD:5331988..5338170| ATPDR12/PDR12 (PLEIOTROPIC DRUG RESISTANCE 12); ATPase, coupled to transmembrane movement of substances"	AT1G15520.1	CHR01V5|COORD:24441991..24433928|protein PDR5-like ABC transporter, putative, expressed	LOC_Os01g42410.1	" no descriptionvery weakly similar to (71.6)AT1G15520| Symbols: PDR12, ATPDR12 | ATPDR12/PDR12 (PLEIOTROPIC DRUG RESISTANCE 12); ATPase, coupled to transmembrane movement of substances | chr1:5331988-5338170 REVERSEweakly similar to ( 111)PDR4_ORYSA"	transport.ABC transporters and multidrug resistance systems	34_16

CUST_26298_PI403524517	2	-0.022647858	-0.11789322	0.1777296	0.003358841	0.2076149	-0.003358841	35_7622	"Cluster: Methylenetetrahydrofolate dehydrogenase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Methylenetetrahydrofolate dehydrogenase-like - Oryza"	UniRef90_Q6K2P4	"CHR2|COORD:16173036..16175405| similar to tetrahydrofolate dehydrogenase/cyclohydrolase, putative [Arabidopsis thaliana] (TAIR:At4g00620.1); similar to"	AT2G38660.2	CHR09V5|COORD:9651177..9653971|protein folD bifunctional protein, putative, expressed	LOC_Os09g15810.1	no descriptionweakly similar to ( 161)AT2G38660| Symbols:  | catalytic | chr2:16173470-16174754 FORWARDnot assigned not assigned THF_DHG_CYH FolD PRK10792	C1-metabolism	25

CUST_149780_PI403524517	2	0.062229633	-0.034534454	0.22514153	0.034534454	-0.74771976	-0.22054958	35_41902	"Cluster: Putative symplekin; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative symplekin - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69R94		0	CHR07V5|COORD:29532776..29544001|protein HEAT repeat family protein, expressed	LOC_Os07g49320.1	no description	not assigned.unknown	35_2

CUST_57537_PI403524517	2	0.04102707	-0.26809788	-0.07759285	0.014054298	-0.010385513	0.01038456	35_16405	"Cluster: Os06g0625400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0625400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DAU7	CHR5V7|COORD:16962536..16969875| metalloendopeptidase	AT5G42390.1	CHR06V5|COORD:25209594..25199281|protein metalloendopeptidase, putative, expressed	LOC_Os06g41990.3	no descriptionhighly similar to ( 832)AT5G42390| Symbols:  | metalloendopeptidase | chr5:16962536-16969875 FORWARDnot assigned Peptidase_M16_C PqqL	protein.degradation	29_5

CUST_31619_PI399408534	2	0.3125887	0.031735897	0.24662209	-0.20559645	-0.031736374	-0.06116247	35_23869	"Cluster: Os07g0207100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0207100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D7V2	CHR2V7|COORD:17454248..17456992| leucine-rich repeat transmembrane protein kinase, putative	AT2G41820.1	CHR07V5|COORD:5776111..5772175|protein ATP binding protein, putative, expressed	LOC_Os07g10630.1	 no descriptionmoderately similar to ( 346)AT2G41820| Symbols:  | leucine-rich repeat transmembrane protein kinase, putative | chr2:17454248-17456992 FORWARDweakly similar to ( 108)PSKR_DAUCAPhytosulfokine receptor precursor - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PTKc S_TKc Pkinase_Tyr S_TKc Pkinase 	signalling.receptor kinases.leucine rich repeat III	30_2_3

CUST_134168_PI403524517	2	-0.07230282	0.18637371	0.024306297	-0.024306297	-0.208292	0.07915783	35_37651	"Cluster: Os07g0661500 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0661500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D3X1		0	CHR07V5|COORD:27910515..27901272|protein PHD-finger family protein, expressed	LOC_Os07g46690.1	no description	not assigned.unknown	35_2

CUST_58974_PI403524517	2	-0.922112	-0.83674335	0.16085625	0.686121	0.7691765	-0.16085625	35_16824	"Cluster: Hydrolase, alpha/beta fold protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hydrolase, alpha/beta fold protein-like - Oryza sativa (japon"	UniRef90_Q6ESF3	CHR2V7|COORD:15215946..15217847| hydrolase, alpha/beta fold family protein	AT2G36290.1	CHR02V5|COORD:19585409..19589662|protein catalytic/ hydrolase, putative, expressed	LOC_Os02g32970.1	 no descriptionmoderately similar to ( 425)AT2G36290| Symbols:  | hydrolase, alpha/beta fold family protein | chr2:15215946-15217847 REVERSEnot assigned not assigned not assigned MhpC Abhydrolase_1 PldB 	not assigned.no ontology	35_1

CUST_94064_PI403524517	2	-0.010457039	-0.13566303	-0.035995483	0.29446983	0.055389404	0.010456085	35_26893	"Cluster: Leaf senescence protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Leaf senescence protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q67V91	CHR5V7|COORD:23551169..23556691| actin binding	AT5G58160.1	CHR06V5|COORD:7044665..7042612|protein expressed protein	LOC_Os06g12870.1	no descriptionnot assigned PRK07764 PRK07003	not assigned.unknown	35_2

CUST_57098_PI403524517	2	-0.005002022	-0.31547546	0.005002022	0.1619587	0.21518135	-0.030288696	35_16277	"Cluster: 3-isopropylmalate dehydratase, small subunit-like; n=3; Oryza sativa|Rep: 3-isopropylmalate dehydratase, small subunit-like - Oryza sativa (japonica cu"	UniRef90_Q6H6I1	CHR2V7|COORD:17926034..17926789| aconitase C-terminal domain-containing protein	AT2G43090.1	CHR02V5|COORD:26463411..26459722|protein 3-isopropylmalate dehydratase small subunit 2, putative, expressed	LOC_Os02g43830.2	no descriptionmoderately similar to ( 231)AT2G43090| Symbols:  | aconitase C-terminal domain-containing protein | chr2:17926034-17926789 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned leuD LeuD IPMI_Swivel leuD Aconitase_swivel PRK07229 AcnA_Bact_Swivel Aconitase_C AcnA PRK12323 Tymo_45kd_70kd Atrophin-1 PRK07003 PRK07764 PRK05648 Homoaconitase_Swivel PRK09277 AcnA_IRP_Swivel	not assigned.no ontology.aconitase C-terminal domain-containing protein	35_1_23

CUST_89907_PI403524517	2	0.017510414	0.31040287	0.05650711	-0.10581684	-0.10005379	-0.017510414	35_25720	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_14704_PI403524517	2	-0.04167843	0.6576929	0.023256302	-0.02275753	0.02275753	-0.098116875	35_4231	"Cluster: Hypothetical protein P0592B08.32; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0592B08.32 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5Z9Z3	CHR5|COORD:17199108..17199807| expressed protein	AT5G42850.2	CHR06V5|COORD:12431552..12430765|protein thioredoxin-like protein 5, putative, expressed	LOC_Os06g21550.1	no descriptionweakly similar to ( 115)AT5G42850| Symbols:  | electron carrier/ protein disulfide oxidoreductase | chr5:17199300-17199796 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF953 TRP14_like PRK09169	not assigned.unknown	35_2

CUST_26311_PI403524517	2	0.192976	-0.3969183	-0.1710577	-0.03651905	0.1277132	0.036518097	35_7625	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_61695_PI403524517	2	0.11884117	0.113861084	0.02425766	-0.10963726	-0.07548523	-0.02425766	35_17604	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_107302_PI403524517	2	0.35815954	1.4851708	-0.35815954	0.6820326	-0.36691952	-0.6312094	35_30534	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_25565_PI403524517	2	0.08176136	0.09455395	0.11775589	-0.13687515	-0.1595335	-0.081762314	35_7408	"Cluster: Hypothetical protein P0519E12.120; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0519E12.120 - Oryza sativa (japonica cultivar"	UniRef90_Q7XI55	CHR1V7|COORD:6437583..6443806| heat shock protein binding	AT1G18700.2	CHR07V5|COORD:26228984..26239220|protein heat shock protein binding protein, putative, expressed	LOC_Os07g43870.3	no descriptionmoderately similar to ( 439)AT1G18700| Symbols:  | heat shock protein binding | chr1:6437583-6443806 FORWARD	stress.abiotic.heat	20_2_1

CUST_95779_PI403524517	2	0.27941465	-0.064594746	-0.022195816	0.022195816	-0.55402374	0.04391527	35_27369	"Cluster: Clathrin heavy chain, putative, expressed; n=11; Magnoliophyta|Rep: Clathrin heavy chain, putative, expressed - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2RBN7	CHR3V7|COORD:3482581..3491673| clathrin heavy chain, putative	AT3G11130.1	CHR12V5|COORD:248725..258877|protein clathrin heavy chain, putative, expressed	LOC_Os12g01390.1	 no descriptionmoderately similar to ( 309)AT3G11130| Symbols:  | clathrin heavy chain, putative | chr3:3482581-3491673 REVERSEnot assigned 	cell. vesicle transport	31_4

CUST_174893_PI403524517	2	-0.063334465	-0.034522057	0.15094995	0.18173122	-0.25666094	0.034522533	35_48684	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_166821_PI403524517	2	0.11704826	-0.14287663	0.07908344	-0.033344746	0.033345222	-0.11567736	35_46471	Rep: Conserved proline-rich protein - Neosartorya fischeri NRRL 181	UniRef90_A1D2Q3	CHR1V7|COORD:16816094..16817173| DNA binding / ligand-dependent nuclear receptor	AT1G44191.1	CHR08V5|COORD:395077..393302|protein vegetative cell wall protein gp1 precursor, putative, expressed	LOC_Os08g01690.1	no description	not assigned.unknown	35_2

CUST_69469_PI403524517	2	0.16621971	-0.17152119	-0.042963028	0.0069265366	0.09948349	-0.006925583	35_19879	"Cluster: RING zinc finger protein, putative; n=1; Oryza sativa (japonica cultivar-group)|Rep: RING zinc finger protein, putative - Oryza sativa (japonica"	UniRef90_Q53PZ1	CHR2V7|COORD:18970182..18970826| zinc finger (C3HC4-type RING finger) family protein	AT2G46160.1	CHR11V5|COORD:2344099..2341373|protein RING-H2 finger protein ATL5D, putative, expressed	LOC_Os11g05300.1	no descriptionvery weakly similar to (74.7)AT4G10160| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr4:6336019-6337297 FORWARDvery weakly similar to (70.9)EL5_ORYSAnot assigned not assigned not assigned not assigned RING PRK12323 COG5540 RING PRK07764	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_18359_PI403524517	2	-0.060276985	0.15090036	-0.026058197	-0.041583538	0.026058197	0.11017561	35_5308	"Cluster: Pseudouridylate synthase-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: Pseudouridylate synthase-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q654A2	CHR5V7|COORD:13616646..13619470| tRNA pseudouridine synthase family protein	AT5G35400.1	CHR06V5|COORD:27344792..27340867|protein pseudouridylate synthase/ tRNA-pseudouridine synthase, putative, expressed	LOC_Os06g45250.1	no descriptionweakly similar to ( 143)AT5G35400| Symbols:  | tRNA pseudouridine synthase family protein | chr5:13616646-13619470 REVERSEPseudoU_synth_EcTruA truA TruA	protein.aa activation.pseudouridylate synthase	29_1_30

CUST_2820_PI404877155	2	-0.07128906	0.5997963	0.037636757	0.076927185	-0.14113522	-0.037636757	Contig13230_at	acyl-activating enzyme 17 (AAE17) [Arabidopsis thaliana]	NP_197696.2	acyl-activating enzyme 17 (AAE17)	At5g23050.1	protein acyl-activating enzyme 17	Os09g21230	"acyl-activating enzyme 17 (AAE17), nearly identical to acyl-activating enzyme 17 (Arabidopsis thaliana) GI:29893266; similar to acetyl-CoA synthetase (SP:P27095) from Methanothrix soehngenii; contains Pfam AMP-binding enzyme domain PF00501; identical to c"	lipid metabolism.FA synthesis and FA elongation.acyl coa ligase	11_1_08

CUST_81455_PI403524517	2	-0.17834759	0.5993509	-0.051063538	0.16401577	-0.4532032	0.051063538	35_23366	"Cluster: Hypothetical protein precursor; n=1; Kineococcus radiotolerans SRS30216|Rep: Hypothetical protein precursor - Kineococcus radiotolerans SRS30216"	UniRef90_Q411K9	CHR1V7|COORD:11399903..11405702| actin binding	AT1G31810.1	CHR03V5|COORD:9014390..9007824|protein serine/arginine repetitive matrix protein 1, putative, expressed	LOC_Os03g16369.2	no description	not assigned.unknown	35_2

CUST_43166_PI403524517	2	0.04590416	0.1417818	0.14393044	-0.17107487	-0.32159996	-0.045905113	35_12396	"Cluster: Katanin p80 (WD40-containing) subunit B 1-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Katanin p80 (WD40-containing) subunit B 1-like"	UniRef90_Q5ZCG1	CHR1V7|COORD:22568450..22575220| WD-40 repeat family protein / katanin p80 subunit, putative	AT1G61210.1	CHR01V5|COORD:33377483..33385345|protein katanin p80 WD40-containing subunit B1 homolog 1, putative, expressed	LOC_Os01g57210.2	 no descriptionmoderately similar to ( 359)AT1G61210| Symbols:  | WD-40 repeat family protein / katanin p80 subunit, putative | chr1:22568450-22575220 FORWARDweakly similar to ( 108)PF20_CHLREFlagellar WD repeat-containing protein Pf20 - Chlamydomonas reinhardtiinot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned WD40 COG2319 WD40 WD40 	not assigned.no ontology	35_1

CUST_109150_PI403524517	2	0.04028225	0.4034772	-0.040281773	-0.23674536	1.0098429	-0.16590786	35_31030	"Cluster: Galactosyltransferase family protein, putative, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Galactosyltransferase family protein, putat"	UniRef90_Q10BV0	CHR5V7|COORD:25154362..25156990| galactosyltransferase family protein	AT5G62620.1	CHR03V5|COORD:33489998..33485397|protein galactosyltransferase/ transferase, transferring hexosyl groups, putative, expressed	LOC_Os03g58920.1	no descriptionmoderately similar to ( 298)AT5G62620| Symbols:  | galactosyltransferase family protein | chr5:25154362-25156990 FORWARDnot assigned Gal-bind_lectin GLECT	cell wall.hemicellulose synthesis	10_3

CUST_113596_PI403524517	2	0.16208935	-0.25255394	-0.029613495	0.045264244	-0.096673965	0.029614449	35_32244	"Cluster: Putative eukaryotic translation initiation factor 4G; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative eukaryotic translation initiation facto"	UniRef90_Q69S49		0	CHR07V5|COORD:22113267..22121435|protein eukaryotic translation initiation factor 4G, putative, expressed	LOC_Os07g36940.2	no description	not assigned.unknown	35_2

CUST_30615_PI399408534	2	-0.03449297	0.1907835	-0.15183496	-0.020095825	0.020095825	0.5539336	35_28721	Rep: ATP-dependent RNA helicase - Hordeum vulgare (Barley)	UniRef90_Q6L724	"CHR5V7|COORD:9285543..9288874| EMB1138 (EMBRYO DEFECTIVE 1138); ATP binding / ATP-dependent helicase"	AT5G26742.1	CHR03V5|COORD:34705184..34711277|protein nucleolar RNA helicase 2, putative, expressed	LOC_Os03g61220.2	"no descriptionvery weakly similar to (89.4)AT5G26742| Symbols: EMB1138 | EMB1138 (EMBRYO DEFECTIVE 1138); ATP binding / ATP-dependent helicase | chr5:9285543-9288874 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned SrmB DEADc PRK11776 DEAD"	RNA.processing.RNA helicase	27_1_2

CUST_569_PI399407379	2	0.0056495667	-0.4978609	0.015366554	-0.009894371	-0.0056495667	0.05672455	HvDREB1									

CUST_19282_PI399408534	2	-0.004671097	-0.9976263	-0.19482994	0.11780262	0.0046720505	0.11878681	35_4185	Rep: Auxin-responsive protein IAA12 - Oryza sativa (Rice)	UniRef90_Q75GK1	"CHR1V7|COORD:1128563..1129318| SHY2 (SHORT HYPOCOTYL 2); transcription factor"	AT1G04240.1	CHR03V5|COORD:24166753..24168059|protein OsIAA12 - Auxin-responsive Aux/IAA gene family member, expressed	LOC_Os03g43410.1	" no descriptionweakly similar to ( 142)AT1G04240| Symbols: IAA3, SHY2 | SHY2 (SHORT HYPOCOTYL 2); transcription factor | chr1:1128563-1129318 REVERSEmoderately similar to ( 215)IAA12_ORYSAnot assigned not assigned AUX_IAA PRK12678 "	hormone metabolism.auxin.induced-regulated-responsive-activated	17_2_3

CUST_37619_PI403524517	2	0.15533638	-0.34468365	-0.071056366	-0.10036278	0.07105541	0.19090939	35_10833	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_79592_PI403524517	2	-0.06014061	-0.24947548	0.07149696	-0.043260574	0.062221527	0.043261528	35_22827	"Cluster: Hypothetical protein B1064G04.8; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1064G04.8 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q8S9U1	0	0	CHR01V5|COORD:21465717..21469941|protein expressed protein	LOC_Os01g37790.1	no descriptionvery weakly similar to (73.2)AT3G21295| Symbols:  | ATP binding / DNA binding | chr3:7489641-7492302 FORWARD	not assigned.no ontology	35_1

CUST_51696_PI403524517	2	-1.1796427	-0.965364	2.6203656	2.227016	0.965364	-1.6414022	35_14730	"Cluster: Leucine-rich repeat-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Leucine-rich repeat-like protein - Oryza sativa (japonica cultivar-g"	UniRef90_Q6K8U3	CHR4V7|COORD:4070867..4072081| leucine-rich repeat family protein / extensin family protein	AT4G06744.1	CHR02V5|COORD:24366936..24368624|protein protein binding protein, putative, expressed	LOC_Os02g40260.1	no descriptionmoderately similar to ( 260)AT4G06744| Symbols:  | leucine-rich repeat family protein / extensin family protein | chr4:4070867-4072081 REVERSEvery weakly similar to (78.2)RPK1_IPONIReceptor-like protein kinase precursor - Ipomoea nil (Japanese morning glory) (Pharbitis nil)not assigned not assigned not assigned not assigned not assigned COG4886	cell wall.cell wall proteins.LRR	10_5_3

CUST_162389_PI403524517	2	0.10955238	-0.651	0.023851395	-0.023851395	0.075837135	-0.074866295	35_45291	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_136182_PI403524517	2	0.039152145	0.23441696	-0.039152622	-0.26213217	-0.4167266	0.23081112	35_38189	"Cluster: Putative BTB/POZ domain-containing protein; n=2; Oryza sativa|Rep: Putative BTB/POZ domain-containing protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K229	CHR2V7|COORD:19003184..19005536| BTB/POZ domain-containing protein	AT2G46260.1	CHR02V5|COORD:9082727..9088011|protein GAMYB-binding protein, putative, expressed	LOC_Os02g16000.1	no descriptionmoderately similar to ( 213)AT2G46260| Symbols:  | BTB/POZ domain-containing protein | chr2:19003184-19005536 FORWARDnot assigned not assigned BTB BTB	not assigned.no ontology.BTB/POZ domain-containing protein	35_1_9

CUST_58925_PI403524517	2	0.014698029	0.059747696	-0.017422676	-0.10189819	-0.014698982	0.03761387	35_16811	"Cluster: Os01g0109700 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os01g0109700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JRB9	CHR1V7|COORD:8563847..8569985| ATSIN3/SIN3 (Arabidopsis thaliana sin3 homolog)	AT1G24190.1	CHR01V5|COORD:519250..510696|protein paired amphipathic helix repeat family protein, expressed	LOC_Os01g01960.1	 no descriptionhighly similar to ( 566)AT1G24190| Symbols: SIN3, ATSIN3 | ATSIN3/SIN3 (Arabidopsis thaliana sin3 homolog) | chr1:8563847-8569985 REVERSEnot assigned SIN3 HDAC_interact PAH 	not assigned.no ontology.paired amphipathic helix repeat-containing protein	35_1_24

CUST_19137_PI403524517	2	0.23327875	0.12600756	0.1374793	-0.15175247	-0.30580568	-0.12600708	35_5548	"Cluster: Putative copine III; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative copine III - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6H563	CHR5V7|COORD:2299997..2303041| BON2 (BONZAI 2)	AT5G07300.1	CHR02V5|COORD:18995211..18988145|protein copine-3, putative, expressed	LOC_Os02g32160.2	no descriptionweakly similar to ( 142)AT5G07300| Symbols: BON2 | BON2 (BONZAI 2) | chr5:2299997-2303041 FORWARDnot assigned C2 C2 C2	not assigned.no ontology	35_1

CUST_89885_PI403524517	2	-0.099126816	-0.6978011	-0.37511635	0.09912634	0.45615578	0.123158455	35_25715	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_15124_PI404877155	2	-0.032883644	-0.07413483	0.017987251	-0.01488781	0.09315014	0.01488781	Contig8989_at	AT3g06760/F3E22_10 [Arabidopsis thaliana] gb|AAM91471.1| AT3g06760/F3E22_10 [Arabidopsis thaliana]	AAL67123.1	drought-responsive family protein	At1g56280.1	protein expressed protein	Os12g36900	drought-induced protein Di19-like protein	stress.abiotic.drought/salt	20_2_3

CUST_27743_PI399408534	2	0.04845333	0.33403873	-0.04845333	-0.20532417	0.13358116	-0.06674099	35_6017	"Cluster: HVA22-like protein i, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: HVA22-like protein i, putative, expressed - Oryza sativa (j"	UniRef90_Q10S69	CHR5V7|COORD:17032801..17034197| abscisic acid-responsive HVA22 family protein	AT5G42560.1	CHR02V5|COORD:1134706..1139362|protein receptor expression-enhancing protein 3, putative, expressed	LOC_Os02g02920.1	no descriptionmoderately similar to ( 244)AT5G42560| Symbols:  | abscisic acid-responsive HVA22 family protein | chr5:17032931-17034197 FORWARDvery weakly similar to (53.5)HVA22_HORVUProtein HVA22 - Hordeum vulgare (Barley)not assigned not assigned not assigned not assigned not assigned not assigned TB2_DP1_HVA22 YOP1 PRK07764	hormone metabolism.abscisic acid.synthesis-degradation	17_1_1

CUST_180064_PI403524517	2	0.015282631	-0.5847902	-0.055501938	0.036989212	0.072823524	-0.015282631	35_50076	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_48592_PI403524517	2	0.100725174	-1.0530758	-0.38144875	0.42197895	0.25437546	-0.100725174	35_13878	"Cluster: Plasma membrane intrinsic protein 1; n=1; Triticum aestivum|Rep: Plasma membrane intrinsic protein 1 - Triticum aestivum (Wheat)"	UniRef90_Q9M7C4	"CHR3V7|COORD:20313095..20314716| PIP2;5/PIP2D (plasma membrane intrinsic protein 2;5); water channel"	AT3G54820.1	CHR07V5|COORD:15404748..15408107|protein aquaporin PIP2.1, putative, expressed	LOC_Os07g26690.1	" no descriptionweakly similar to ( 159)AT3G54820| Symbols: PIP2D, PIP2;5 | PIP2;5/PIP2D (plasma membrane intrinsic protein 2;5); water channel | chr3:20313095-20314716 FORWARDweakly similar to ( 160)PIP21_ORYSAnot assigned MIP MIP GlpF PRK05420 "	transport.Major Intrinsic Proteins.PIP	34_19_1

CUST_49324_PI403524517	2	0.055253983	0.11044121	-0.082977295	-0.064193726	-0.055253983	0.07101822	35_14070	"Cluster: PREDICTED: similar to H3 histone, family 2 isoform 2; n=4; Eutheria|Rep: PREDICTED: similar to H3 histone, family 2 isoform 2 - Canis"	UniRef90_UPI00004A5DE9	CHR5V7|COORD:3472592..3473350| histone H3	AT5G10980.1	CHR06V5|COORD:1645327..1644415|protein histone H3, putative, expressed	LOC_Os06g04030.1	no descriptionmoderately similar to ( 251)AT4G40030| Symbols:  | histone H3.2 | chr4:18555834-18556411 REVERSEmoderately similar to ( 247)H33_VITVIHistone H3.3 - Vitis vinifera (Grape)not assigned not assigned not assigned not assigned H3 HHT1 Histone	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_3155_PI403524517	2	-0.035598755	0.17516899	0.035598755	-0.08108711	0.035598755	-0.14885902	35_858	"Cluster: 40S ribosomal protein S14-2; n=11; Magnoliophyta|Rep: 40S ribosomal protein S14-2 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9CAX6	CHR3V7|COORD:3623763..3624872| 40S ribosomal protein S14 (RPS14B)	AT3G11510.1	CHR04V5|COORD:20248390..20244972|protein 40S ribosomal protein S14, putative, expressed	LOC_Os04g33750.1	no descriptionweakly similar to ( 191)AT3G11510| Symbols:  | 40S ribosomal protein S14 (RPS14B) | chr3:3623763-3624872 REVERSEweakly similar to ( 198)RS142_MAIZE40S ribosomal protein S14 - Zea mays (Maize)not assigned not assigned rps11p RpsK Ribosomal_S11 PRK05309 rps11	protein.synthesis.mito/plastid ribosomal protein.plastid	29_2_1_1

CUST_140284_PI403524517	2	0.042028427	-0.4929142	0.014258385	-0.014257431	0.12399006	-0.21186066	35_39339	Rep: Hexokinase-2 - Oryza sativa (Rice)	UniRef90_Q2KNB9	"CHR4V7|COORD:14352344..14354871| ATHXK1 (GLUCOSE INSENSITIVE 2); ATP binding / hexokinase"	AT4G29130.1	CHR05V5|COORD:26339274..26335359|protein hexokinase-2, putative, expressed	LOC_Os05g45590.1	" no descriptionmoderately similar to ( 353)AT4G29130| Symbols: GIN2, HXK1, ATHXK1 | ATHXK1 (GLUCOSE INSENSITIVE 2); ATP binding / hexokinase | chr4:14352344-14354871 REVERSEmoderately similar to ( 399)HXK2_ORYSAnot assigned COG5026 Hexokinase_2 Hexokinase_1 "	major CHO metabolism.degradation.sucrose.hexokinase	2_2_1_4

CUST_91843_PI403524517	2	-0.22632027	0.46350956	-0.045218468	0.04521942	-0.31576252	0.050639153	35_26258	"Cluster: Hypothetical protein OJ1297_C09.23; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1297_C09.23 - Oryza sativa (japonica cultiv"	UniRef90_Q6H807	CHR4V7|COORD:15385460..15386781| WRKY family transcription factor	AT4G31805.1	CHR02V5|COORD:4558839..4559965|protein conserved hypothetical protein	LOC_Os02g08470.1	no descriptionnot assigned PRK12323 PRK07764	not assigned.unknown	35_2

CUST_17001_PI403524517	2	0.020754814	-0.6954231	-0.03393078	0.07666397	0.14051533	-0.020754814	35_4913	"Cluster: Putative ribosomal protein I; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative ribosomal protein I - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7EYE3	CHR3|COORD:283697..285744| ribosomal protein L13 family protein, similar to putative ribosomal protein L13 GB:AAC07691 (Aquifex aeolicus)	AT3G01790.2	CHR05V5|COORD:8683310..8676820|protein 50S ribosomal protein L13, putative, expressed	LOC_Os05g15370.1	 no descriptionmoderately similar to ( 226)AT3G01790| Symbols:  | ribosomal protein L13 family protein | chr3:283887-285590 REVERSEvery weakly similar to (85.1)RK13_SPIOL50S ribosomal protein L13, chloroplast precursor - Spinacia oleracea (Spinach)not assigned not assigned rplM Ribosomal_L13 RplM Ribosomal_L13 PRK07764 	protein.synthesis.mito/plastid ribosomal protein	29_2_1

CUST_107918_PI403524517	2	0.027380943	0.16053867	-0.21452904	-0.02738142	-0.098698616	0.059435844	35_30708	Rep: Ribosomal protein S13 - Aequipecten irradians (Bay scallop) (Argopecten irradians)	UniRef90_Q8ITB0	"CHR4V7|COORD:37172..38123| ATRPS13A (RIBOSOMAL PROTEIN S13A); structural constituent of ribosome"	AT4G00100.1	CHR08V5|COORD:958188..956223|protein 40S ribosomal protein S13, putative, expressed	LOC_Os08g02410.1	" no descriptionmoderately similar to ( 213)AT4G00100| Symbols: RPS13, PFL2, ATRPS13A | ATRPS13A (RIBOSOMAL PROTEIN S13A); structural constituent of ribosome | chr4:37172-38123 FORWARDmoderately similar to ( 210)RS13_SOYBN40S ribosomal protein S13 - Glycine max (Soybean)not assigned rps15p Ribosomal_S15p_S13e Ribosomal_S15 RpsO Ribosomal_S13_N S15_NS1_EPRS_RNA-bind "	protein.synthesis.misc ribososomal protein	29_2_2

CUST_701_PI404877155	2	0.09328556	-0.3547554	-0.056928635	0.10757446	-0.03332424	0.033323288	Contig10663_at	2-oxoglutarate-dependent dioxygenase, putative [Arabidopsis thaliana] dbj|BAA97487.1| leucoanthocyanidin dioxygenase-like protein [Arabidops	NP_200761.1	2-oxoglutarate-dependent dioxygenase, putative	At5g59530.1	protein oxidoreductase, 2OG-Fe(II) oxygenase family, putative	Os06g14400	oxoglutarate-dependent dioxygenase, putative	hormone metabolism.ethylene.synthesis-degradation	17_5_1

CUST_39722_PI403524517	2	0.4012642	0.30455446	0.28595304	-0.28595304	-0.4222226	-0.5651965	35_11421	"Cluster: Hypothetical protein; n=1; Burkholderia pseudomallei 1710b|Rep: Hypothetical protein - Burkholderia pseudomallei (strain 1710b)"	UniRef90_Q3JHP8	0	0	0	0	no description	not assigned.unknown	35_2

CUST_4227_PI404877155	2	0.1041708	-0.2508011	0.024289131	-0.11186695	-0.024289131	0.08749771	Contig15117_at	ppg3 [Leishmania major]	AAK31375.1	leucine-rich repeat family protein / extensin family protein	At2g15880.1	protein transposon protein, putative, CACTA, En/Spm sub-class	Os01g02040	contains similarity to peroxisomal membrane carrier protein	transport.metabolite transporters at the mitochondrial membrane	34_9

CUST_170801_PI403524517	2	-0.01171875	0.01171875	-0.01171875	0.06785011	-0.085466385	0.051995277	35_47577	"Cluster: NAD(P)H-quinone oxidoreductase chain 5, chloroplast (EC 1.6.5.-) (NAD(P)H dehydrogenase, chain 5); n=256; Poaceae|Rep: NAD(P)H-quinone oxidoreductase c"	UniRef90_Q95H46	CHRCV7|COORD:110398..112638| Chloroplast encoded  NADH dehydrogenase unit.	ATCG01010.1	0	0	 no descriptionmoderately similar to ( 318)ATCG01010| Symbols: NDHF | Chloroplast encoded  NADH dehydrogenase unit. | chrC:110398-112638 REVERSEmoderately similar to ( 435)NU5C_HORVUNAD(P)H-quinone oxidoreductase chain 5, chloroplast - Hordeum vulgare (Barley)not assigned not assigned ndhF PRK07376 PRK06590 NuoL PRK12667 Oxidored_q1 HyfB PRK07390 PRK08376 PRK06521 PRK12648 PRK08668 PRK08375 PRK12645 PRK12647 NuoM PRK05846 PRK06589 PRK06525 Oxidored_q1_C PRK12663 NuoN PRK07691 PRK05777 PRK12646 PRK12649 PRK12668 PRK06458 PRK08667 PRK12650 PRK08377 PRK07234 PRK06277 PRK12662 PRK08042 ndhD PRK08601 PRK07363 PRK12561 PRK12644 PRK06473 PRK08676 PRK12665 PRK08168 ndhB PRK12666 PRK02504 PRK02546 PRK12664 	PS.lightreaction.cyclic electron flow-chlororespiration	1_1_40

CUST_18421_PI404877155	2	-0.1572609	0.13793802	0.043194294	-0.11120653	-0.043194294	0.20540333	HVSMEh0089A15r2_at	OSJNBa0093F12.22 [Oryza sativa (japonica cultivar-group)] emb|CAE03948.3| OSJNBa0093F12.22 [Oryza sativa (japonica cultivar-group)]	CAE75934.1	wall-associated kinase, putative	At3g25490.1	protein Protein kinase domain, putative	Os04g51050	NONE	signalling.receptor kinases.wall associated kinase	30_2_25

CUST_21803_PI403524517	2	-0.021186829	-0.12135506	0.11778641	-0.05792713	0.021186829	0.06987953	35_6330	"Cluster: Homeo protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Homeo protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q70KU2	0	0	CHR02V5|COORD:2620367..2626307|protein pathogenesis-related homeodomain protein, putative, expressed	LOC_Os02g05450.1	no description	not assigned.unknown	35_2

CUST_4934_PI403524517	2	0.06124592	-0.25985909	-0.015320778	0.014277458	0.06085491	-0.014278412	35_1361	"Cluster: Hypothetical protein OJ1316_A04.115; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1316_A04.115 - Oryza sativa (japonica"	UniRef90_Q7XIQ1	CHR4V7|COORD:11266284..11266735| similar to hypothetical protein MtrDRAFT_AC137510g19v1 [Medicago truncatula] (GB:ABE81487.1)	AT4G21105.1	CHR07V5|COORD:27038301..27040276|protein COX VIIa-like protein, putative, expressed	LOC_Os07g45320.1	no descriptionvery weakly similar to (94.7)AT4G21105| Symbols:  | similar to putative COX VIIa-like protein [Pinguicula sp. Jobson 240] (GB:AAT36216.1) | chr4:11266284-11266877 FORWARDCOX7a	not assigned.unknown	35_2

CUST_157669_PI403524517	2	-0.06556606	0.07168913	-0.13973713	0.09864092	-0.25868464	0.06556606	35_44020	"Cluster: Hypothetical protein P0627E10.29; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0627E10.29 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6Z3X4	CHR3V7|COORD:6736388..6738336| late embryogenesis abundant protein-related / LEA protein-related	AT3G19430.1	CHR07V5|COORD:29661669..29664616|protein terminal acidic SANT 1, putative, expressed	LOC_Os07g49530.1	no descriptionnot assigned not assigned not assigned not assigned not assigned	not assigned.unknown	35_2

CUST_17371_PI403524517	2	0.09588337	0.36297607	-0.008533478	0.008534431	-0.015019417	-0.01876831	35_5017	"Cluster: Os05g0460800 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0460800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DHK0	"CHR5V7|COORD:24096747..24098421| similar to PAS2 (PASTICCINO 2) [Arabidopsis thaliana] (TAIR:AT5G10480.2); similar to Protein tyrosine"	AT5G59770.1	CHR05V5|COORD:22552940..22549969|protein protein tyrosine phosphatase-like protein PTPLB, putative, expressed	LOC_Os05g38590.2	" no descriptionweakly similar to ( 192)AT5G59770| Symbols:  | similar to PAS2 (PASTICCINO 2) [Arabidopsis thaliana] (TAIR:AT5G10480.2); similar to Protein tyrosine phosphatase-like protein, PTPLA [Medicago truncatula] (GB:ABE85916.1); contains InterPro domain Protein tyrosine phosphatase-like protein, PTPLA; (InterPro:IPR007482) | chr5:24096747-24098421 REVERSEnot assigned PTPLA Ptpl "	protein.postranslational modification	29_4

CUST_172190_PI403524517	2	-0.383698	0.22914457	-0.013895035	0.33089066	-0.12289667	0.013895035	35_47965	Rep: Chlorophyll a/b-binding protein - Citrus limon (Lemon)	UniRef90_Q84U94	"CHR2V7|COORD:14531897..14532697| LHB1B1 (Photosystem II light harvesting complex gene 1.4); chlorophyll binding"	AT2G34430.1	CHR01V5|COORD:30357845..30358901|protein chlorophyll a-b binding protein 2, chloroplast precursor, putative, expressed	LOC_Os01g52240.1	" no descriptionvery weakly similar to (94.7)AT2G34420| Symbols: LHCB1.5, LHB1B2 | LHB1B2 (Photosystem II light harvesting complex gene 1.5); chlorophyll binding | chr2:14529795-14530592 REVERSEvery weakly similar to (99.8)CB22_MAIZEChlorophyll a-b binding protein, chloroplast precursor - Zea mays (Maize)Chloroa_b-bind "	PS.lightreaction.photosystem II.LHC-II	1_1_1_1

CUST_137772_PI403524517	2	0.03377819	0.18255043	0.14742994	-0.18340445	-0.03377819	-0.0901804	35_38634	"Cluster: Hypothetical protein OJ1489_G03.2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1489_G03.2 - Oryza sativa (japonica cultivar"	UniRef90_Q75KH4	CHR5V7|COORD:17125490..17127463| agenet domain-containing protein	AT5G42670.1	CHR05V5|COORD:2317681..2312729|protein agenet domain containing protein, expressed	LOC_Os05g04860.2	no descriptionvery weakly similar to (91.3)AT5G42670| Symbols:  | agenet domain-containing protein | chr5:17125490-17127463 FORWARD	not assigned.no ontology.agenet domain-containing protein	35_1_2

CUST_74547_PI403524517	2	0.027196884	0.1902237	-0.13219452	-0.027197838	-0.09674835	0.09479809	35_21376	"Cluster: DNA-binding protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: DNA-binding protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ZK15	0	0	CHR08V5|COORD:24579582..24582822|protein expressed protein	LOC_Os08g39120.1	no description	not assigned.unknown	35_2

CUST_4246_PI399408534	2	0.14246082	0.09754658	-0.021855354	-0.09364128	0.0218544	-0.0669775	35_5183	"Cluster: Zinc finger-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Zinc finger-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K719	"CHR3V7|COORD:20321332..20322630| similar to Os02g0819700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001048537.1); similar to Zinc finger, Zim17-type"	AT3G54826.1	CHR02V5|COORD:35195059..35193546|protein DNL zinc finger family protein, expressed	LOC_Os02g57430.1	" no descriptionweakly similar to ( 162)AT3G54826| Symbols:  | similar to Os02g0819700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001048537.1); similar to Zinc finger, Zim17-type [Medicago truncatula] (GB:ABE87819.1); contains InterPro domain Zinc finger, Zim17-type; (InterPro:IPR007853) | chr3:20321332-20322630 FORWARDnot assigned zf-DNL "	RNA.regulation of transcription.unclassified	27_3_99

CUST_117911_PI403524517	2	-0.67017126	0.08446884	-0.05786228	0.009520531	0.00975132	-0.009519577	35_33399	"Cluster: Protein translation factor SUI1 homolog; n=7; Poaceae|Rep: Protein translation factor SUI1 homolog - Zea mays (Maize)"	UniRef90_P56330	CHR1V7|COORD:20272377..20273057| eukaryotic translation initiation factor SUI1, putative	AT1G54290.1	CHR07V5|COORD:20733653..20731452|protein protein translation factor SUI1, putative, expressed	LOC_Os07g34589.3	 no descriptionweakly similar to ( 127)AT1G54290| Symbols:  | eukaryotic translation initiation factor SUI1, putative | chr1:20272377-20273057 REVERSEweakly similar to ( 134)SUI1_MAIZEProtein translation factor SUI1 homolog - Zea mays (Maize)not assigned SUI1_eIF1 SUI1 SUI1 	protein.synthesis.initiation	29_2_3

CUST_147131_PI403524517	2	-0.22371483	0.06564379	-0.065644264	0.22358704	0.16622543	-0.20588112	35_41179	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_8938_PI404877155	2	-0.30585194	-0.09307575	0.3933668	0.23156738	-0.076187134	0.076187134	Contig2747_s_at	putative calreticulin [Oryza sativa (japonica cultivar-group)] dbj|BAC06263.1| putative calreticulin [Oryza sativa (japonica cultivar-group)	NP_915149.1	calreticulin 3 (CRT3)	At1g08450.1	protein calreticulin 3	Os05g43170	putative calreticulin	signalling.calcium	30_3

CUST_56483_PI403524517	2	-0.541152	0.035035133	-0.023044586	0.023044586	0.13551044	-0.31788635	35_16077	Rep: H0313F03.20 protein - Oryza sativa (Rice)	UniRef90_Q25AR6	CHR5V7|COORD:24365939..24367120| kelch repeat-containing F-box family protein	AT5G60570.1	CHR04V5|COORD:31239893..31243021|protein kelch motif family protein, expressed	LOC_Os04g52830.1	no descriptionmoderately similar to ( 448)AT5G60570| Symbols:  | kelch repeat-containing F-box family protein | chr5:24365939-24367120 FORWARDnot assigned	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_53207_PI403524517	2	0.1915636	0.18477249	-0.031668663	-0.08580208	-0.019503593	0.019503117	35_15144	"Cluster: Nup133 nucleoporin family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Nup133 nucleoporin family protein, expressed - Oryza sat"	UniRef90_Q10PQ6	CHR2V7|COORD:1842066..1846855| transporter	AT2G05120.1	CHR03V5|COORD:6552313..6559819|protein nucleoporin, putative, expressed	LOC_Os03g12450.1	no descriptionweakly similar to ( 123)AT2G05120| Symbols:  | transporter | chr2:1842066-1846855 REVERSEnot assigned Nup133	not assigned.unknown	35_2

CUST_13440_PI403524517	2	-0.17881489	0.16666317	0.05352974	-0.03720951	0.03720951	-0.097239494	35_3853	"Cluster: OSIGBa0132E09-OSIGBa0108L24.15 protein; n=3; Oryza sativa|Rep: OSIGBa0132E09-OSIGBa0108L24.15 protein - Oryza sativa (Rice)"	UniRef90_Q01I03	CHR5V7|COORD:4129694..4132092| emsy N terminus domain-containing protein / ENT domain-containing protein	AT5G13020.1	CHR04V5|COORD:33426004..33431076|protein ENT domain containing protein, expressed	LOC_Os04g56440.1	no descriptionmoderately similar to ( 282)AT5G13020| Symbols:  | emsy N terminus domain-containing protein / ENT domain-containing protein | chr5:4129694-4132092 REVERSEnot assigned ENT	not assigned.no ontology	35_1

CUST_30345_PI399408534	2	0.07977104	0.70438194	-0.12345123	-0.052350044	-0.09874344	0.052350044	35_2829	Rep: OSIGBa0145C02.7 protein - Oryza sativa (Rice)	UniRef90_Q01LX3	"CHR2V7|COORD:16735456..16738238| similar to proline-rich family protein [Arabidopsis thaliana] (TAIR:AT3G09000.1); similar to Os01g0141900 [Oryza"	AT2G40070.1	CHR04V5|COORD:12256920..12254431|protein expressed protein	LOC_Os04g21710.1	no descriptionvery weakly similar to (58.9)AT5G39380| Symbols:  | calmodulin-binding protein-related | chr5:15776391-15777914 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07003 CDC27 HPC2	signalling.calcium	30_3

CUST_10332_PI403524517	2	-1.172224	-0.5460472	0.86142206	0.17604113	-0.11294317	0.11294317	35_2913	"Cluster: Cellulose synthase-like protein OsCslE1; n=4; Oryza sativa|Rep: Cellulose synthase-like protein OsCslE1 - Oryza sativa (Rice)"	UniRef90_Q944E4	"CHR1V7|COORD:20880418..20883080| ATCSLE1 (Cellulose synthase-like E1); cellulose synthase/ transferase, transferring glycosyl groups"	AT1G55850.1	CHR09V5|COORD:18320213..18314153|protein CSLE6 - cellulose synthase-like family E, expressed	LOC_Os09g30130.1	" no descriptionhighly similar to ( 698)AT1G55850| Symbols: CSLE1, ATCSLE1 | ATCSLE1 (Cellulose synthase-like E1); cellulose synthase/ transferase, transferring glycosyl groups | chr1:20880418-20883080 FORWARDnot assigned Cellulose_synt COG1215 "	cell wall.cellulose synthesis.cellulose synthase	10_2_1

CUST_87429_PI403524517	2	-0.27328014	-0.08011246	0.8310604	0.121384144	0.08011198	-0.24089861	35_25031	0	0	CHR1V7|COORD:9039777..9042860| protein kinase	AT1G26150.1	CHR06V5|COORD:9796426..9800779|protein transposon protein, putative, CACTA, En/Spm sub-class	LOC_Os06g16900.1	no description	not assigned.unknown	35_2

CUST_42951_PI403524517	2	-0.082733154	0.0025334358	0.0	0.37721968	0.0	-0.14666128	35_12334	"Cluster: Hypothetical protein CBG07956; n=1; Caenorhabditis briggsae|Rep: Hypothetical protein CBG07956 - Caenorhabditis briggsae"	UniRef90_Q5WNL1	0	0	0	0	no description	not assigned.unknown	35_2

CUST_2249_PI403524517	2	0.14409924	-0.2613573	-0.006382942	-0.081949234	0.103149414	0.006382942	35_608	"Cluster: Serine hydroxymethyltransferase, mitochondrial, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Serine hydroxymethyltransferase,"	UniRef90_Q2QT32	"CHR4V7|COORD:8048008..8050016| SHM4 (SERINE HYDROXYMETHYLTRANSFERASE 4); glycine hydroxymethyltransferase"	AT4G13930.1	CHR12V5|COORD:12393977..12390074|protein serine hydroxymethyltransferase, mitochondrial precursor, putative, expressed	LOC_Os12g22030.1	" no descriptionhighly similar to ( 752)AT4G13930| Symbols: SHM4 | SHM4 (SERINE HYDROXYMETHYLTRANSFERASE 4); glycine hydroxymethyltransferase | chr4:8048008-8050016 REVERSEhighly similar to ( 531)GLYM_PEASerine hydroxymethyltransferase, mitochondrial precursor - Pisum sativum (Garden pea)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned SHMT GlyA glyA PRK07003 HPC2 Atrophin-1 Herpes_BLLF1 PRK12323 PRK07764 Tymo_45kd_70kd AF-4 "	PS.photorespiration.serine hydroxymethyltransferase	1_2_5

CUST_1772_PI403524517	2	0.32942772	-1.8786974	-0.4429865	0.6912918	-0.11680317	0.11680412	35_469	"Cluster: Heat shock cognate 70 kDa protein 2; n=34; Magnoliophyta|Rep: Heat shock cognate 70 kDa protein 2 - Solanum lycopersicum (Tomato) (Lycopersicon esculen"	UniRef90_P27322	"CHR3V7|COORD:3991494..3993696| HSP70 (heat shock protein 70); ATP binding"	AT3G12580.1	CHR05V5|COORD:22519395..22516171|protein heat shock cognate 70 kDa protein, putative, expressed	LOC_Os05g38530.1	"no descriptionnearly identical (1101)AT3G12580| Symbols: HSP70 | HSP70 (heat shock protein 70); ATP binding | chr3:3991494-3993696 REVERSEnearly identical (1093)HSP7C_PETHYHeat shock cognate 70 kDa protein - Petunia hybrida (Petunia)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned HSP70 dnaK DnaK dnaK hscA hscA PRK11678 PRK12678 MreB_Mbl Glutenin_hmw Herpes_BLLF1 APC_basic TT_ORF1 DM6 PRK07764 DUF1431 AF-4 SerH PRK12323 Protamine_P1 MreB PRK07003 Tymo_45kd_70kd EutJ"	stress.abiotic.heat	20_2_1

CUST_16043_PI403524517	2	0.028334618	-0.40497494	-0.080345154	-0.028335571	0.044444084	0.04038143	35_4629	Rep: OSIGBa0127D24.9 protein - Oryza sativa (Rice)	UniRef90_Q01N54	CHR2V7|COORD:18843593..18846197| eukaryotic initiation factor 3 gamma subunit family protein	AT2G45730.1	CHR04V5|COORD:712800..706319|protein tRNA (guanine-N(1)-)-methyltransferase, putative, expressed	LOC_Os04g02150.2	no descriptionweakly similar to ( 168)AT2G45730| Symbols:  | eukaryotic initiation factor 3 gamma subunit family protein | chr2:18843593-18846197 REVERSEnot assigned	protein.synthesis.initiation	29_2_3

CUST_58897_PI403524517	2	-0.043254852	-0.04500866	0.15718746	-0.1578989	0.043255806	0.07865906	35_16803	"Cluster: Putative aminopeptidase M; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative aminopeptidase M - Oryza sativa (japonica"	UniRef90_Q6Z6L4	CHR4V7|COORD:15965918..15970421| APM1 (Aberrant peroxisome morphology 1)	AT4G33090.1	CHR02V5|COORD:6599222..6606542|protein puromycin-sensitive aminopeptidase, putative, expressed	LOC_Os02g12650.2	 no descriptionhighly similar to ( 792)AT4G33090| Symbols: ATAPM1, APM1 | APM1 (Aberrant peroxisome morphology 1) | chr4:15965918-15970421 REVERSEnot assigned not assigned PepN Peptidase_M1 	protein.degradation.metalloprotease	29_5_7

CUST_14790_PI403524517	2	0.688426	-0.4503107	-0.52879477	0.4503107	0.6712527	-0.5604415	35_4259	Rep: B0812A04.7 protein - Oryza sativa (Rice)	UniRef90_Q25A91	"CHR2V7|COORD:334774..336424| VIT1 (VACUOLAR IRON TRANSPORTER 1); iron ion transporter"	AT2G01770.1	CHR09V5|COORD:13830867..13832653|protein protein CCC1, putative, expressed	LOC_Os09g23300.1	"no descriptionmoderately similar to ( 242)AT2G01770| Symbols: VIT1 | VIT1 (VACUOLAR IRON TRANSPORTER 1); iron ion transporter | chr2:334774-336424 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned CCC1 Nodulin-21_like_3 DUF125 Nodulin-21_like_2 Nodulin-21_like_1 CCC1_like COG1814 Ferritin_CCC1_C TT_ORF1 DUF1509 PRK12678 PRK12323"	not assigned.no ontology	35_1

CUST_79807_PI403524517	2	-0.6284008	-0.44866943	0.14481735	0.04977131	0.4643917	-0.049772263	35_22886	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_157609_PI403524517	2	0.15270042	0.07465553	0.007133484	-0.008939743	-0.007133484	-0.045768738	35_44005	"Cluster: OSJNBb0116K07.5 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBb0116K07.5 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7F8Y7	"CHR4V7|COORD:8639765..8640262| similar to OSJNBa0014K14.13 [Oryza sativa (japonica cultivar-group)] (GB:CAE02941.3); similar to"	AT4G15140.1	CHR04V5|COORD:24956651..24955687|protein expressed protein	LOC_Os04g42540.1	no description	not assigned.unknown	35_2

CUST_607_PI399407379	2	-0.34430838	-1.1292009	-0.26642036	0.39294052	0.5335312	0.26642036	HvCHLH3									

CUST_43271_PI403524517	2	0.16936588	-0.040953636	0.5507326	0.04095316	-0.24671555	-0.13394403	35_12426	"Cluster: Os05g0346500 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0346500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DIZ6	CHR5V7|COORD:1615616..1618772| hydrolase, acting on glycosyl bonds	AT5G05460.1	CHR05V5|COORD:16241260..16234655|protein hydrolase, acting on glycosyl bonds, putative, expressed	LOC_Os05g27960.1	 no descriptionmoderately similar to ( 347)AT5G05460| Symbols:  | hydrolase, acting on glycosyl bonds | chr5:1615616-1618772 FORWARDnot assigned Glyco_hydro_85 COG4724 	not assigned.no ontology	35_1

CUST_1907_PI404877155	2	0.15476036	0.6952534	-0.041986465	-0.15198135	-0.18868065	0.041986465	Contig12136_at	0	AAS55764.1	RNA polymerase Rpb7 N-terminal domain-containing protein	At4g14660.1	protein probable RNA polymerase II fifth largest subunit - Arabidopsis thaliana	Os05g06490	RNA polymerase II fifth largest subunit like protein	RNA.transcription	27_2

CUST_70351_PI403524517	2	-0.07689381	0.56290245	-0.08356285	0.07689476	-0.38470268	0.19532967	35_20148	"Cluster: Mucin-like protein 1 precursor; n=2; Saccharomyces cerevisiae|Rep: Mucin-like protein 1 precursor - Saccharomyces cerevisiae (Baker's yeast)"	UniRef90_P08640	0	0	0	0	no description	not assigned.unknown	35_2

CUST_9330_PI403524517	2	-0.14172077	0.42675877	-0.023257256	0.20116806	-0.22597313	0.023257256	35_2622	Rep: Glyoxalase II - Oryza sativa (Rice)	UniRef90_Q940L0	"CHR1V7|COORD:1858033..1860639| GLX2-4 (GLYOXALASE 2-4); hydroxyacylglutathione hydrolase"	AT1G06130.1	CHR09V5|COORD:20126936..20121867|protein hydroxyacylglutathione hydrolase 2, mitochondrial precursor, putative, expressed	LOC_Os09g34100.1	"no descriptionvery weakly similar to (62.4)AT1G06130| Symbols: GLX2-4 | GLX2-4 (GLYOXALASE 2-4); hydroxyacylglutathione hydrolase | chr1:1858033-1860639 REVERSE"	Biodegradation of Xenobiotics.hydroxyacylglutathione hydrolase	24_1

CUST_5966_PI403524517	2	0.10233021	-0.3579712	-0.062841415	-0.04192257	0.04192257	0.07549	35_1650	"Cluster: Leaf senescence related protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Leaf senescence related protein-like - Oryza sativa (japonica cu"	UniRef90_Q69RQ8	"CHR2V7|COORD:6194566..6197219| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G64470.2); similar to Os07g0498900 [Oryza sativa (japonica"	AT2G14530.1	CHR07V5|COORD:18726294..18731874|protein expressed protein	LOC_Os07g31550.1	" no descriptionmoderately similar to ( 219)AT2G14530| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G64470.2); similar to Os07g0498900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001059712.1); similar to Os02g0117900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001045691.1); similar to Protein of unknown function DUF231, plant [Medicago truncatula] (GB:ABE84785.1); contains InterPro domain Protein of unknown function DUF231, plant; (InterPro:IPR004253) | chr2:6194566-6197219 FORWARDnot assigned DUF231 RAMP4 "	not assigned.unknown	35_2

CUST_61659_PI403524517	2	-0.067186356	0.1020565	0.06052208	0.001206398	-0.34386444	-0.0012054443	35_17595	"Cluster: S-receptor kinase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: S-receptor kinase-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5Z7K5	CHR5V7|COORD:23097978..23101045| protein kinase family protein	AT5G57035.1	CHR06V5|COORD:22274419..22270190|protein ATP binding protein, putative, expressed	LOC_Os06g37620.1	no descriptionmoderately similar to ( 320)AT5G57035| Symbols:  | protein kinase family protein | chr5:23097978-23101045 FORWARDvery weakly similar to (87.4)CRI4_MAIZEPutative receptor protein kinase CRINKLY4 precursor - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase Pkinase_Tyr TyrKc SPS1 Ubox PTKc PTKc_Srm_Brk PTKc_Ror PTKc_Jak_rpt2 U-box PTKc_InsR_like PTKc_Src_like PTKc_DDR PTKc_Itk PTKc_DDR1 PTKc_Tec_like PTKc_Csk_like PTKc_DDR_like PTKc_Musk PTKc_DDR2 PTKc_Jak2_Jak3_rpt2 PTKc_Yes PTKc_Src PTKc_EphR PTKc_Fyn_Yrk PTKc_Abl PTKc_Trk PTKc_Frk_like PTKc_FGFR PTKc_Hck PTKc_Fes_like PTKc_EGFR_like PTKc_Axl_like PTKc_Tec_Rlk PTKc_Tyk2_rpt2 PTKc_Met_Ron PTKc_Ack_like PTKc_Jak1_rpt2 PTK_CCK4 PTKc_VEGFR3 PTKc_Lck_Blk PTKc_Btk_Bmx PTKc_c-ros STK_N PTKc_VEGFR PTKc_Ror1	protein.postranslational modification.kinase.receptor like cytoplasmatic kinase IX	29_4_1_59

CUST_37989_PI403524517	2	-0.11784363	0.38472652	0.22668839	-0.010982513	-0.02230072	0.01098156	35_10932	"Cluster: Putative senescence-associated protein; n=2; Oryza sativa|Rep: Putative senescence-associated protein - Oryza sativa (Rice)"	UniRef90_Q8SB36	CHR2V7|COORD:7763005..7764880| ERD7 (EARLY-RESPONSIVE TO DEHYDRATION 7)	AT2G17840.1	CHR06V5|COORD:30467104..30463799|protein senescence-associated protein 12, putative, expressed	LOC_Os06g50330.1	no descriptionvery weakly similar to (58.2)AT3G51250| Symbols:  | senescence/dehydration-associated protein-related | chr3:19039206-19041421 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Senescence PRK12323 Atrophin-1 PRK07003 PRK07764 Tymo_45kd_70kd DUF1421 Drf_FH1 DUF1509 PRK09169 PRK05648	development.unspecified	33_99

CUST_35827_PI403524517	2	0.049272537	-0.24106121	-0.11612129	0.052108765	0.21966267	-0.049272537	35_10331	"Cluster: Hypothetical protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8LMN7	CHR1V7|COORD:11399903..11405702| actin binding	AT1G31810.1	CHR10V5|COORD:5834915..5836016|protein F-box domain containing protein, expressed	LOC_Os10g10980.1	no descriptionnot assigned not assigned not assigned PRK12323	not assigned.unknown	35_2

CUST_33467_PI403524517	2	0.044841766	0.20366669	-0.011974335	-0.075315475	-0.117510796	0.011974335	35_9650	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_8816_PI403524517	2	0.004992485	0.18728161	0.063518524	-0.15870762	-0.10470581	-0.0049934387	35_2472	"Cluster: Kub3-prov protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Kub3-prov protein, putative, expressed - Oryza sativa (japonic"	UniRef90_Q2QTN1	CHR3V7|COORD:812534..813651| Ku70-binding family protein	AT3G03420.1	CHR12V5|COORD:11081000..11078498|protein ku70-binding protein, putative, expressed	LOC_Os12g19090.1	no descriptionmoderately similar to ( 234)AT3G03420| Symbols:  | Ku70-binding family protein | chr3:812534-813651 FORWARDnot assigned	not assigned.no ontology	35_1

CUST_10266_PI404877155	2	-0.058734894	-0.2983904	-0.024763107	0.026398659	0.09091759	0.024763107	Contig4010_at	putative enoyl-ACP reductase [Oryza sativa (japonica cultivar-group)] dbj|BAD03622.1| putative enoyl-ACP reductase [Oryza sativa (japonica c	BAD03449.1	enoyl-(acyl-carrier protein) reductase (NADH), chloroplast, putative / NADH-dependent enoyl-ACP reductase, putat	At2g05990.1	protein oxidoreductase, short chain dehydrogenase/reductase family, putative	Os09g10600	probable enoyl-[acyl-carrier-protein] reductase (NADH2) (EC 1.3.1.9) - rice emb	lipid metabolism.FA synthesis and FA elongation.enoyl ACP reductase	11_1_06

CUST_116754_PI403524517	2	-0.070017815	-0.3758092	-0.02182436	0.09624004	1.7257013	0.021823883	35_33094	"Cluster: Os05g0295800 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0295800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DJE6	CHR1V7|COORD:2535699..2537627| calmodulin binding / lactoylglutathione lyase	AT1G08110.3	CHR05V5|COORD:13021153..13016464|protein lactoylglutathione lyase, putative, expressed	LOC_Os05g22970.1	no descriptionweakly similar to ( 174)AT1G08110| Symbols:  | calmodulin binding / lactoylglutathione lyase | chr1:2535460-2537627 FORWARDweakly similar to ( 179)LGUL_CICARLactoylglutathione lyase - Cicer arietinum (Chickpea) (Garbanzo)not assigned Glyoxalase PRK10291	amino acid metabolism.degradation.aspartate family.threonine	13_2_3_2

CUST_19381_PI403524517	2	0.20183277	0.001455307	-0.24679708	-0.001455307	-0.048563957	0.06544781	35_5619	"Cluster: Os01g0647000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0647000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JKV5	"CHR5V7|COORD:6747552..6748643| similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD68019.1); similar to Os01g0647000 [Oryza sativa"	AT5G19970.1	CHR01V5|COORD:26401878..26403982|protein F-box domain containing protein, expressed	LOC_Os01g45900.1	"no descriptionvery weakly similar to (71.6)AT5G19970| Symbols:  | similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD68019.1); similar to Os01g0647000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001043709.1) | chr5:6747552-6748643 FORWARD"	not assigned.unknown	35_2

CUST_2338_PI404877155	2	0.0029420853	-0.6674156	-0.002943039	0.03778839	0.076257706	-0.01887703	Contig1271_x_at	S-adenosylmethionine synthetase 1 (Methionine adenosyltransferase 1) (AdoMet synthetase 1) pir||T06180 methionine adenosyltransferase (EC 2.	P50299	S-adenosylmethionine synthetase, putative	At3g17390.1	protein S-adenosylmethionine synthetase	Os01g22010	S-adenosylmethionine synthetase 1	amino acid metabolism.synthesis.aspartate family.methionine	13_1_3_4

CUST_65933_PI403524517	2	-0.050227165	0.3061781	0.25416422	-0.21959686	-0.7124305	0.050227165	35_18834	"Cluster: F-box domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: F-box domain containing protein, expressed - Oryza sativa"	UniRef90_Q10A87	"CHR4|COORD:324994..326964| F-box family protein,  ; similar to SKP1 interacting partner 2 (SKIP2) TIGR_Ath1:At5g67250"	AT4G00755.2	CHR03V5|COORD:36320641..36323434|protein F-box domain containing protein, expressed	LOC_Os03g64360.2	no descriptionmoderately similar to ( 265)AT4G00755| Symbols:  | F-box family protein | chr4:325294-326787 FORWARD	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_170562_PI403524517	2	0.18944073	-0.081171036	0.15665245	-0.05510044	-0.07517815	0.055099487	35_47508	"Cluster: Alanyl-tRNA synthetase, mitochondrial, putative, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Alanyl-tRNA synthetase, mitochondrial, put"	UniRef90_Q10A14	"CHR1V7|COORD:18595097..18601979| ALATS (ALANYL-TRNA SYNTHETASE); ATP binding / alanine-tRNA ligase/ nucleic acid binding"	AT1G50200.1	CHR10V5|COORD:5398321..5409190|protein alanyl-tRNA synthetase, mitochondrial precursor, putative, expressed	LOC_Os10g10244.1	" no descriptionvery weakly similar to (94.7)AT1G50200| Symbols: ACD, ALATS | ALATS (ALANYL-TRNA SYNTHETASE); ATP binding / alanine-tRNA ligase/ nucleic acid binding | chr1:18595097-18601979 REVERSEnot assigned tRNA-synt_2c alaS AlaS "	protein.aa activation.alanine-tRNA ligase	29_1_7

CUST_94352_PI403524517	2	0.08555317	0.13859558	-0.10884285	-0.009816647	0.00981617	-0.09089184	35_26972	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_85813_PI403524517	2	-0.0037884712	-0.06888533	-0.1449542	0.17839813	0.003788948	0.15935612	35_24575	Rep: Predicted protein - Neurospora crassa	UniRef90_Q7SCZ7	CHR1V7|COORD:11399903..11405702| actin binding	AT1G31810.1	CHR03V5|COORD:20523944..20527257|protein ATP binding protein, putative, expressed	LOC_Os03g37120.1	no descriptionnot assigned not assigned not assigned TT_ORF1	not assigned.unknown	35_2

CUST_30725_PI403524517	2	0.13683224	0.053027153	-0.068538666	-0.15363407	0.014870644	-0.01486969	35_8867	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_152296_PI403524517	2	0.048629284	0.2341237	-0.03434944	-0.0014300346	-0.1536851	0.0014300346	35_42569	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_9324_PI403524517	2	-0.045832634	0.08482647	-0.05446148	0.04583168	-0.052490234	0.30277824	35_2620	"Cluster: Putative plastid ribosomal protein S6; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative plastid ribosomal protein S6 - Oryza sativa (japonica"	UniRef90_Q75LD8	CHR1V7|COORD:23958656..23959868| ribosomal protein S6 family protein	AT1G64510.1	CHR03V5|COORD:35383358..35385296|protein structural constituent of ribosome, putative, expressed	LOC_Os03g62630.1	" no descriptionweakly similar to ( 173)AT1G64510| Symbols:  | ribosomal protein S6 family protein | chr1:23958656-23959868 REVERSEweakly similar to ( 170)RR6_SPIOL30S ribosomal protein S6 alpha, chloroplast precursor [Contains: 30S ribosomal protein S6 beta; 30S ribosomal protein S6 gamma; 30S ribosomal protein S6 delta; 30S ribosomal protein S6 epsilon] - Spinacia oleracea (Spinach)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Ribosomal_S6 RpsF rpsF rps6 Tymo_45kd_70kd PRK07003 PRK12323 PRK07764 PRK12678 infB TT_ORF1 "	protein.synthesis.mito/plastid ribosomal protein.plastid	29_2_1_1

CUST_56265_PI403524517	2	0.33671093	-0.00527668	-0.48879337	0.20913124	-0.12699032	0.00527668	35_16018	Rep: 4-hydroxyphenylpyruvate dioxygenase - Hordeum vulgare (Barley)	UniRef90_O48604	CHR1V7|COORD:2012014..2013542| PDS1 (PHYTOENE DESATURATION 1)	AT1G06570.1	CHR02V5|COORD:3679952..3677193|protein 4-hydroxyphenylpyruvate dioxygenase, putative, expressed	LOC_Os02g07160.1	 no descriptionmoderately similar to ( 461)AT1G06570| Symbols: HPD, PDS1 | PDS1 (PHYTOENE DESATURATION 1) | chr1:2012014-2013542 REVERSEhighly similar to ( 711)HPPD_HORVU4-hydroxyphenylpyruvate dioxygenase - Hordeum vulgare (Barley)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG3185 PRK07003 PRK12678 PRK12323 Herpes_BLLF1 TT_ORF1 PRK07764 APC_basic Tymo_45kd_70kd Extensin_2 Atrophin-1 KAR9 Drf_FH1 AF-4 DUF1421 HPC2 PRK05648 DUF566 DUF1777 FAP Gag_spuma Adeno_VII Pneumo_att_G infB GRASP55_65 Herpes_UL32 Protamine_P1 DUF605 IER PRK09169 PRK12372 Totivirus_coat PRK12495 STOP Transformer 	amino acid metabolism.degradation.aromatic aa.tyrosine	13_2_6_2

CUST_113969_PI403524517	2	0.45443583	0.06080246	-0.06080246	0.5741863	-0.5841036	-0.26769447	35_32345	"Cluster: Trithorax-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: Trithorax-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K431	CHR1V7|COORD:25812961..25813793| AGP19/ATAGP19 (ARABINOGALACTAN-PROTEIN 19)	AT1G68725.1	CHR09V5|COORD:2614920..2600653|protein histone-lysine N-methyltransferase, H3 lysine-4 specific ATX1, putative, expressed	LOC_Os09g04890.2	no descriptionPRK12323 PRK09169	not assigned.unknown	35_2

CUST_17042_PI403524517	2	0.06782246	-0.91180134	-0.14110756	0.120010376	-0.03306198	0.03306198	35_4927	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q75GV2	"CHR3V7|COORD:1616271..1616642| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G39235.1); similar to hypothetical protein [Oryza sativa (japonica"	AT3G05570.1	CHR03V5|COORD:29400806..29398704|protein expressed protein	LOC_Os03g51459.1	"no descriptionvery weakly similar to (92.0)AT3G05570| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G39235.1); similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:BAD05323.1); similar to Os03g0724500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001051122.1) | chr3:1616271-1616642 REVERSE"	not assigned.unknown	35_2

CUST_8306_PI403524517	2	-0.108675	-0.20832634	0.009251595	0.14839268	0.06720352	-0.009252548	35_2321	"Cluster: Kelch repeat-containing F-box-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Kelch repeat-containing F-box-like - Oryza sativa (japonica"	UniRef90_Q6YUW3	CHR1|COORD:28009073..28011400| kelch repeat-containing F-box family protein, contains Pfam:PF01344 Kelch motif, Pfam:PF00646 F-box domain	AT1G74510.1	CHR02V5|COORD:31441856..31438685|protein kelch motif family protein, expressed	LOC_Os02g51350.1	no descriptionmoderately similar to ( 479)AT1G74510| Symbols:  | kelch repeat-containing F-box family protein | chr1:28009726-28011081 FORWARDnot assigned not assigned	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_40265_PI403524517	2	-0.005347252	0.042606354	-0.27739716	0.0053482056	0.06255531	-0.03302574	35_11582	"Cluster: Putative light repressible receptor protein kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative light repressible receptor protein kinase"	UniRef90_Q5JNB7	CHR1V7|COORD:25812961..25813793| AGP19/ATAGP19 (ARABINOGALACTAN-PROTEIN 19)	AT1G68725.1	CHR01V5|COORD:43505855..43502295|protein transposon protein, putative, unclassified	LOC_Os01g74550.1	no description	not assigned.unknown	35_2

CUST_135651_PI403524517	2	-0.1096611	0.13631916	-0.004589081	0.18180561	-0.23424196	0.004588604	35_38047	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_25626_PI399408534	2	0.13998604	0.31146526	-0.14258575	-0.06953049	-0.15997982	0.06953144	35_10378	"Cluster: Putative auxin-independent growth promoter; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative auxin-independent growth promoter - Oryza sativa"	UniRef90_Q6ESK1	"CHR4V7|COORD:12667434..12669723| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G65470.1); similar to putative auxin growth promotor protein"	AT4G24530.1	CHR09V5|COORD:14631858..14628660|protein psRT17-1 like protein, putative, expressed	LOC_Os09g24570.1	" no descriptionvery weakly similar to (73.2)AT4G24530| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G65470.1); similar to putative auxin growth promotor protein [Lycopersicon esculentum] (GB:AAK84479.1); similar to Os09g0412200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001063155.1); contains InterPro domain Protein of unknown function DUF246, plant; (InterPro:IPR004348) | chr4:12667434-12669723 REVERSE"	hormone metabolism.auxin.induced-regulated-responsive-activated	17_2_3

CUST_1053_PI403524517	2	0.12050724	0.3838663	0.15096474	-0.39897633	-0.24875736	-0.12050724	35_279	"Cluster: Phytepsin precursor (EC 3.4.23.40) (Aspartic proteinase) [Contains: Phytepsin 32 kDa subunit; Phytepsin 29 kDa subunit; Phytepsin 16 kDa"	UniRef90_P42210	CHR4V7|COORD:2225230..2227744| aspartyl protease family protein	AT4G04460.1	CHR05V5|COORD:28148525..28154216|protein aspartic proteinase oryzasin-1 precursor, putative, expressed	LOC_Os05g49200.2	no descriptionweakly similar to ( 137)AT4G04460| Symbols:  | aspartyl protease family protein | chr4:2225230-2227744 FORWARDweakly similar to ( 163)ASPR_HORVUPhytepsin precursor - Hordeum vulgare (Barley)not assigned Asp	protein.degradation.aspartate protease	29_5_4

CUST_113445_PI403524517	2	-0.24252129	0.069675446	0.24385738	-0.54471016	-0.011837006	0.011837006	35_32200	Rep: Protease Do-like 7 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q8RY22	"CHR3V7|COORD:799727..808326| DEGP7 (DEGP PROTEASE 7); serine-type peptidase/ trypsin"	AT3G03380.1	CHR02V5|COORD:29489837..29477591|protein expressed protein	LOC_Os02g48180.1	"no descriptionvery weakly similar to (98.6)AT3G03380| Symbols: DEGP7 | DEGP7 (DEGP PROTEASE 7); serine-type peptidase/ trypsin | chr3:799727-808326 FORWARDnot assigned"	protein.degradation.serine protease	29_5_5

CUST_37739_PI403524517	2	-0.2759323	0.15890217	0.05370426	-1.0271173	0.5247016	-0.053703785	35_10864	Rep: Hypothetical protein - Medicago truncatula (Barrel medic)	UniRef90_Q1S3Y4	"CHR1|COORD:10174268..10178475| similar to expressed protein [Arabidopsis thaliana] (TAIR:At4g25770.1); similar to putative serine esterase [Oryza sativa"	AT1G29120.4	CHR06V5|COORD:2802004..2805287|protein serine esterase family protein, putative, expressed	LOC_Os06g06080.1	" no descriptionweakly similar to ( 154)AT1G29120| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G25770.1); similar to Protein of unknown function DUF676, hydrolase-like [Medicago truncatula] (GB:ABE79089.1); contains InterPro domain Esterase/lipase/thioesterase; (InterPro:IPR000379); contains InterPro domain Protein of unknown function DUF676, hydrolase-like; (InterPro:IPR007751) | chr1:10174467-10177855 FORWARDnot assigned DUF676 "	not assigned.unknown	35_2

CUST_19157_PI404877155	2	0.22954369	0.0071792603	0.07807827	-0.27095222	-0.10000706	-0.0071792603	MitoContig2_at	0	0	0	0	0	0	encodes subunit of mitochondrial NAD(P)H dehydrogenase that is trans-spliced from two precursors, NAD2A and NAD2B.	mitochondrial electron transport / ATP synthesis.NADH-DH.localisation not clear	9_1_2

CUST_130501_PI403524517	2	-0.074801445	0.084581375	0.04258728	-0.042586327	0.1432352	-0.08910084	35_36647	Rep: MCM - Medicago truncatula (Barrel medic)	UniRef90_Q1T2L5	CHR3V7|COORD:2961319..2966171| minichromosome maintenance family protein / MCM family protein	AT3G09660.1	0	0	no descriptionvery weakly similar to (70.9)AT3G09660| Symbols:  | minichromosome maintenance family protein / MCM family protein | chr3:2961319-2966171 REVERSEnot assigned not assigned not assigned MCM MCM MCM2	DNA.synthesis/chromatin structure	28_1

CUST_13024_PI403524517	2	0.30935478	-0.18955135	0.42487907	-0.08002186	-0.34592915	0.08002281	35_3725	Rep: Katanin - Oryza sativa (japonica cultivar-group)	UniRef90_Q7XXR9	CHR2V7|COORD:14567345..14569774| katanin, putative	AT2G34560.2	CHR01V5|COORD:32133810..32138713|protein katanin p60 ATPase-containing subunit A-like 1, putative, expressed	LOC_Os01g55260.1	 no descriptionvery weakly similar to (52.4)AT2G34560| Symbols:  | katanin, putative | chr2:14567345-14569774 FORWARD	not assigned.no ontology	35_1

CUST_17529_PI404877155	2	-0.47942352	-0.48608017	0.479424	0.93897915	2.1830974	-1.0172176	HV_CEa0014N20r2_at	putative amino acid transport protein [Oryza sativa (japonica cultivar-group)]	BAB90366.1	amino acid carrier, putative / amino acid permease, putative	At1g77380.1	protein Transmembrane amino acid transporter protein	Os01g66010	"amino acid carrier, putative / amino acid permease, putative, strong similarity to amino acid carrier GI:3293031 from (Ricinus communis); contains Pfam profile PF01490: Transmembrane amino acid transporter protein; identical to cDNA AAP3 (Amino Acid Perme"	transport.amino acids	34_3

CUST_31367_PI399408534	2	-0.0859251	-0.25544167	0.13239574	-0.05777073	0.10143757	0.05777073	35_7628	"Cluster: Putative GTPase activating protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative GTPase activating protein - Oryza sativa (japonica"	UniRef90_Q69NG6	CHR3V7|COORD:18308648..18310831| RAB GTPase activator	AT3G49350.1	CHR09V5|COORD:20720655..20715932|protein GTPase activator protein of Rab-like small GTPases-like protein, putative, expressed	LOC_Os09g35960.1	no descriptionmoderately similar to ( 437)AT3G49350| Symbols:  | RAB GTPase activator | chr3:18308648-18310831 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned TBC COG5210 TBC	signalling.G-proteins	30_5

CUST_2668_PI403524517	2	-0.0372324	-0.1217289	0.18384075	0.21557999	-0.025036812	0.025036812	35_727	"Cluster: GPX12Hv, glutathione peroxidase-like protein; n=9; Poaceae|Rep: GPX12Hv, glutathione peroxidase-like protein - Hordeum vulgare (Barley)"	UniRef90_Q9SME6	"CHR4V7|COORD:7010015..7011324| ATGPX6 (GLUTATHIONE PEROXIDASE 6); glutathione peroxidase"	AT4G11600.1	CHR02V5|COORD:26923846..26926534|protein phospholipid hydroperoxide glutathione peroxidase, putative, expressed	LOC_Os02g44500.1	" no descriptionmoderately similar to ( 291)AT4G11600| Symbols: PHGPX, LSC803, ATGPX6 | ATGPX6 (GLUTATHIONE PEROXIDASE 6); glutathione peroxidase | chr4:7010015-7011324 REVERSEmoderately similar to ( 290)GPX4_CITSIProbable phospholipid hydroperoxide glutathione peroxidase - Citrus sinensis (Sweet orange)not assigned GSH_Peroxidase BtuE GSHPx PRK10606 "	redox.ascorbate and glutathione.glutathione	21_2_2

CUST_8207_PI404877155	2	-0.33655834	-0.13410187	0.15375805	0.09228039	0.044828415	-0.044828415	Contig24156_at	putative potasium transporter [Oryza sativa (japonica cultivar-group)]	CAD21000.1	potassium transporter, putative	At5g14880.1	protein potassium uptake protein	Os06g42030	"potassium transporter, putative, similar to potassium transporter HAK2p (Mesembryanthemum crystallinum) gi:14091471:gb:AAK53759; KUP/HAK/KT Transporter family member, PMID:11500563; contains Pfam profile PF02705: K+ potassium transporter"	transport.potassium	34_15

CUST_34970_PI403524517	2	0.3807249	-1.0087013	0.32284737	-0.31586456	0.061750412	-0.061750412	35_10078	Rep: Putative dehydrogenase - Oryza sativa (Rice)	UniRef90_Q8W309	CHR3V7|COORD:1031793..1033088| short-chain dehydrogenase/reductase (SDR) family protein	AT3G03980.1	CHR03V5|COORD:30738832..30739866|protein estradiol 17-beta-dehydrogenase 8, putative, expressed	LOC_Os03g53690.1	no descriptionvery weakly similar to (56.6)AT3G03980| Symbols:  | short-chain dehydrogenase/reductase (SDR) family protein | chr3:1031793-1033088 FORWARDvery weakly similar to (57.4)SDR1_PICABShort-chain type dehydrogenase/reductase - Picea abies (Norway spruce) (Picea excelsa)PRK12939 fabG PRK12937 fabG fabG fabG PRK12826 PRK12829 PRK12824	misc.short chain dehydrogenase/reductase (SDR)	26_22

CUST_126041_PI403524517	2	-0.1920805	0.0051789284	0.4338541	-0.0051789284	0.061362267	-0.22045708	35_35485	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_55726_PI403524517	2	0.21338654	0.028317451	-0.26704502	-0.028317928	-0.10327053	0.036557198	35_15861	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_111866_PI403524517	2	0.041812897	-0.44134998	-0.041812897	0.07588005	-0.11110878	0.16857338	35_31758	Rep: C-terminal peptide-binding protein 1 - Zea mays (Maize)	UniRef90_Q1EPX7	"CHR4V7|COORD:7349938..7352865| SKU5 (skewed 5); copper ion binding"	AT4G12420.1	CHR06V5|COORD:300812..296160|protein monocopper oxidase precursor, putative, expressed	LOC_Os06g01490.1	"no descriptionmoderately similar to ( 252)AT4G12420| Symbols: SKU5 | SKU5 (skewed 5); copper ion binding | chr4:7349938-7352865 REVERSEweakly similar to ( 142)NTP3_TOBACnot assigned not assigned"	not assigned.no ontology	35_1

CUST_24232_PI403524517	2	-0.48491192	-0.00910759	0.5156288	-0.017606735	0.55728436	0.00910759	35_7032	Rep: H0211F06-OSIGBa0153M17.4 protein - Oryza sativa (Rice)	UniRef90_Q01HL4	CHR5V7|COORD:26447471..26448004| metal ion binding	AT5G66110.1	CHR04V5|COORD:9344407..9343202|protein farnesylated protein 1, putative, expressed	LOC_Os04g17100.1	no descriptionmoderately similar to ( 206)AT5G66110| Symbols:  | metal ion binding | chr5:26447471-26448004 FORWARDnot assigned not assigned not assigned not assigned HMA HMA TT_ORF1 PRK07003	metal handling.binding, chelation and storage	15_2

CUST_2995_PI404877155	2	-0.01920414	-0.5414028	0.019203186	0.06068325	0.024494171	-0.073999405	Contig13417_at	0	BAD09298.1	RNA recognition motif (RRM)-containing protein	At4g09040.1	protein RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain), putative	Os08g37700	0	RNA.regulation of transcription	27_3

CUST_132604_PI403524517	2	0.9332204	-1.915937	-2.8780065	-0.7823553	1.5125942	0.7823558	35_37238	Rep: C-hordein - Hordeum vulgare (Barley)	UniRef90_Q41210	CHR3V7|COORD:6480707..6483599| protein kinase family protein	AT3G18810.1	CHR09V5|COORD:16410150..16414861|protein keratin-associated protein 5-4, putative, expressed	LOC_Os09g26999.1	no descriptionnot assigned not assigned not assigned not assigned not assigned PRK10263 Amelogenin DUF1421 Metallothionein	not assigned.unknown	35_2

CUST_70281_PI403524517	2	-0.44884777	0.28186798	0.113666534	-0.11366558	0.37611198	-0.1995306	35_20125	"Cluster: Hypothetical protein OSJNBb0012G21.7; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0012G21.7 - Oryza sativa (japonica cu"	UniRef90_Q688J0	CHR2V7|COORD:12689386..12691822| binding	AT2G29670.1	CHR05V5|COORD:21882827..21880589|protein expressed protein	LOC_Os05g37520.1	no descriptionweakly similar to ( 190)AT2G29670| Symbols:  | binding | chr2:12689386-12691822 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07764 PRK07003 TPR Tymo_45kd_70kd Atrophin-1 AF-4	not assigned.unknown	35_2

CUST_26018_PI399408534	2	-0.50453377	0.16160202	-0.27436638	0.50221825	0.5515661	-0.16160107	35_7835	"Cluster: Os04g0489600 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os04g0489600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JC65	CHR1V7|COORD:1744842..1747426| basic helix-loop-helix (bHLH) family protein	AT1G05805.1	CHR02V5|COORD:23637223..23645665|protein DNA binding protein, putative, expressed	LOC_Os02g39140.1	no descriptionweakly similar to ( 147)AT1G05805| Symbols:  | basic helix-loop-helix (bHLH) family protein | chr1:1744842-1747426 FORWARDnot assigned HLH HLH	RNA.regulation of transcription.bHLH,Basic Helix-Loop-Helix family	27_3_6

CUST_48056_PI403524517	2	0.025007248	-0.47410965	-0.15044212	0.033863068	0.07650375	-0.025009155	35_13742	Rep: Ubiquitin - Ciona savignyi (Pacific transparent sea squirt)	UniRef90_Q8MY15	"CHR2V7|COORD:19351771..19352244| UBQ6 (ubiquitin 6); protein binding"	AT2G47110.1	CHR01V5|COORD:12628890..12627996|protein 40S ribosomal protein S27a, putative, expressed	LOC_Os01g22490.1	"no descriptionmoderately similar to ( 221)AT2G47110| Symbols: UBQ6 | UBQ6 (ubiquitin 6); protein binding | chr2:19351771-19352244 FORWARDweakly similar to ( 144)UBIQ_WHEATUbiquitin - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Ubiquitin ubiquitin UBQ Nedd8 UBL Ribosomal_S27 AN1_N RAD23_N RPS31 Scythe_N UBQ parkin_N Fubi SF3a120_C GDX_N PRK00432 NIRF_N ISG15_repeat2 UBI4 AF-4 Herpes_BLLF1 hPLIC_N"	protein.degradation.ubiquitin.ubiquitin	29_5_11_1

CUST_5516_PI403524517	2	-0.12408543	0.41180038	0.08695316	-0.1511221	-0.03925991	0.039260864	35_1519	"Cluster: 60S ribosomal protein L30-like protein; n=3; Oryza sativa|Rep: 60S ribosomal protein L30-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5QMX1	0	0	CHR01V5|COORD:18490395..18485488|protein ribosome biogenesis protein RLP24, putative, expressed	LOC_Os01g33050.1	no description	not assigned.unknown	35_2

CUST_68380_PI403524517	2	0.0010538101	-0.3925686	-0.0010538101	-0.007287979	0.07626438	0.07712364	35_19552	"Cluster: Putative plastid ribosomal protein L19; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative plastid ribosomal protein L19 - Oryza sativa (japonic"	UniRef90_Q6Z6D2	CHR5V7|COORD:3787344..3788927| ribosomal protein L19 family protein	AT5G11750.1	CHR02V5|COORD:5909620..5906973|protein structural constituent of ribosome, putative, expressed	LOC_Os02g11030.1	 no descriptionweakly similar to ( 194)AT4G11630| Symbols:  | ribosomal protein L19 family protein | chr4:7019787-7021062 FORWARDweakly similar to ( 140)RK19_SPIOL50S ribosomal protein L19, chloroplast precursor - Spinacia oleracea (Spinach)not assigned rpl19 rplS RplS Ribosomal_L19 	protein.synthesis.mito/plastid ribosomal protein.plastid	29_2_1_1

CUST_89509_PI403524517	2	0.29791927	-0.5052552	-0.04406309	0.044062614	-0.13260984	0.28072548	35_25604	"Cluster: Os01g0251000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0251000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JP16	CHR3|COORD:2194233..2196550| expressed protein	AT3G06960.2	CHR01V5|COORD:8281220..8285922|protein expressed protein	LOC_Os01g14820.1	no descriptionweakly similar to ( 108)AT3G06960| Symbols: PDE320 | PDE320 (PIGMENT DEFECTIVE 320) | chr3:2195222-2196510 REVERSEnot assigned	not assigned.unknown	35_2

CUST_51787_PI403524517	2	0.041254044	-1.0667257	-0.19942665	0.04677868	0.02432537	-0.024326324	35_14760	"Cluster: 60S ribosomal protein L23; n=13; Spermatophyta|Rep: 60S ribosomal protein L23 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_P49690	CHR3|COORD:1167282..1168663| 60S ribosomal protein L23 (RPL23C), similar to ribosomal protein L17 GB:AAA34113.1 from (Nicotiana tabacum)	AT3G04400.1	CHR10V5|COORD:16899979..16897967|protein 60S ribosomal protein L23, putative, expressed	LOC_Os10g32920.1	"no descriptionmoderately similar to ( 280)AT3G04400| Symbols: EMB2171 | EMB2171 (EMBRYO DEFECTIVE 2171); structural constituent of ribosome | chr3:1167345-1168314 FORWARDmoderately similar to ( 280)RL23_TOBAC60S ribosomal protein L23 - Nicotiana tabacum (Common tobacco)not assigned rpl14p RplN Ribosomal_L14 rplN rpl14"	protein.synthesis.mito/plastid ribosomal protein.plastid	29_2_1_1

CUST_7109_PI403524517	2	0.07801533	0.03450489	0.03170681	-0.03170681	-0.123532295	-0.048657417	35_1971	Rep: Putative exonuclease - Oryza sativa (Rice)	UniRef90_Q948H6	CHR5V7|COORD:2453311..2455358| exonuclease family protein	AT5G07710.1	CHR10V5|COORD:13623053..13626656|protein exonuclease, putative, expressed	LOC_Os10g26730.1	no descriptionweakly similar to ( 173)AT5G07710| Symbols:  | exonuclease family protein | chr5:2453311-2455358 FORWARD	DNA.unspecified	28_99

CUST_35023_PI403524517	2	0.14988518	0.019860268	0.046170235	-0.019859314	-0.038064003	-0.05584526	35_10096	"Cluster: Nucleobase-ascorbate transporter 11; n=1; Arabidopsis thaliana|Rep: Nucleobase-ascorbate transporter 11 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q6SZ87	CHR4V7|COORD:17869523..17872455| permease	AT4G38050.1	CHR07V5|COORD:18234542..18239781|protein permease, putative, expressed	LOC_Os07g30810.1	no descriptionmoderately similar to ( 261)AT4G38050| Symbols:  | permease | chr4:17869523-17872455 REVERSEnot assigned Xan_ur_permease UraA PRK10720	transport.misc	34_99

CUST_166106_PI403524517	2	0.09997845	-0.02315998	0.120388985	-0.037446976	0.023160934	-0.21607399	35_46276	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_18184_PI403524517	2	0.1018095	-0.2847538	-0.10373211	0.1477871	0.06665516	-0.066654205	35_5249	"Cluster: Os02g0827600 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os02g0827600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DW79	"CHR5V7|COORD:2707226..2708912| similar to oxidoreductase/ transition metal ion binding [Arabidopsis thaliana] (TAIR:AT4G29400.1); similar to"	AT5G08400.2	CHR02V5|COORD:35564547..35561852|protein expressed protein	LOC_Os02g58120.1	"no descriptionmoderately similar to ( 339)AT5G08400| Symbols:  | similar to oxidoreductase/ transition metal ion binding [Arabidopsis thaliana] (TAIR:AT4G29400.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD23058.1); similar to Os02g0827600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001048595.1) | chr5:2707226-2708912 REVERSE"	not assigned.unknown	35_2

CUST_28309_PI399408534	2	-0.0065231323	0.33860016	-0.29669476	0.03319931	-0.25713158	0.0065221786	35_9938	"Cluster: Hypothetical protein OSJNBa0087C10.18; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0087C10.18 - Oryza sativa (japonica"	UniRef90_Q84SY9	CHR1V7|COORD:26333829..26335739| protein kinase family protein	AT1G69910.1	CHR03V5|COORD:33398391..33399860|protein receptor protein kinase CRINKLY4 precursor, putative, expressed	LOC_Os03g58750.1	no descriptionvery weakly similar to (80.5)AT1G69910| Symbols:  | protein kinase family protein | chr1:26333829-26335739 FORWARDnot assigned not assigned PRK07764	signalling.receptor kinases.wheat LRK10 like	30_2_20

CUST_28173_PI403524517	2	0.05507469	0.09374142	0.012376785	-0.17634296	-0.09045601	-0.012376785	35_8145	"Cluster: Benzothiadiazole-induced somatic embryogenesis receptor kinase 1; n=2; Oryza sativa|Rep: Benzothiadiazole-induced somatic embryogenesis receptor"	UniRef90_Q6S7F1	"CHR1V7|COORD:27022237..27025504| SERK1 (SOMATIC EMBRYOGENESIS RECEPTOR-LIKE KINASE 1); kinase"	AT1G71830.1	CHR08V5|COORD:4337827..4344158|protein BRASSINOSTEROID INSENSITIVE 1-associated receptor kinase 1 precursor, putative, expressed	LOC_Os08g07760.1	" no descriptionhighly similar to ( 506)AT1G71830| Symbols: ATSERK1, SERK1 | SERK1 (SOMATIC EMBRYOGENESIS RECEPTOR-LIKE KINASE 1); kinase | chr1:27022237-27025504 FORWARDweakly similar to ( 184)PSKR_DAUCAPhytosulfokine receptor precursor - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TyrKc S_TKc Pkinase_Tyr PTKc Pkinase S_TKc PTKc_Met_Ron PTKc_EphR PTKc_Csk_like PTKc_InsR_like PTKc_Jak_rpt2 SPS1 PTKc_EGFR_like PTKc_Ack_like PTKc_Srm_Brk PTKc_Src_like PTKc_EphR_A2 PTKc_Tec_like PTKc_Chk PTKc_FGFR PTKc_EphR_A PTKc_Abl PTKc_EphR_B PTKc_Frk_like PTKc_Fes_like PTKc_Lck_Blk PTKc_Axl_like PTKc_Csk PTKc_InsR PTKc_Jak2_Jak3_rpt2 PTKc_Syk_like PTK_HER3 PTK_CCK4 PTKc_FGFR4 PTKc_Itk PTKc_Btk_Bmx PTKc_Aatyk1_Aatyk3 PTKc_Axl PTKc_Trk PTKc_FGFR3 PTK_Ryk PTKc_Musk PTKc_FGFR1 PTKc_Aatyk PTKc_Lyn PTKc_FGFR2 PTKc_c-ros PTKc_ALK_LTK PTKc_Src PTKc_Tec_Rlk PTKc_RET PTKc_IGF-1R PTKc_HER2 PTKc_Yes PTKc_Tie2 PTKc_Fyn_Yrk PTKc_DDR PTKc_Fes PTKc_VEGFR3 PTKc_Hck PTKc_Ror PTKc_Tyk2_rpt2 PTKc_CSF-1R PTKc_Tyro3 PTKc_VEGFR PTKc_Fer PTKc_TrkB PTKc_PDGFR PTKc_TrkC PTKc_EGFR PTKc_TrkA PTKc_EphR_A10 PTKc_Aatyk2 PTKc_HER4 PTKc_Tie1 PTKc_Jak1_rpt2 PTKc_DDR2 PTKc_Tie PTKc_VEGFR2 PTKc_FAK PTKc_Ror1 PTKc_DDR_like PTKc_DDR1 PTKc_Zap-70 PTKc_Syk PTK_Jak2_Jak3_rpt1 "	protein.postranslational modification.kinase.receptor like cytoplasmatic kinase VII	29_4_1_57

CUST_17791_PI403524517	2	-0.038492203	0.25680542	0.09628677	-0.37252808	-0.54140663	0.038490295	35_5135	"Cluster: Pherophorin; n=1; Volvox carteri f. nagariensis|Rep: Pherophorin - Volvox carteri f. nagariensis"	UniRef90_Q852P0	CHR3V7|COORD:8063070..8064482| leucine-rich repeat family protein / extensin family protein	AT3G22800.1	CHR04V5|COORD:13432239..13435982|protein transposon protein, putative, CACTA, En/Spm sub-class, expressed	LOC_Os04g23530.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Drf_FH1 PRK07764 TT_ORF1 FAP DUF1210 DUF1421 Extensin_2 Totivirus_coat tatB Protamine_P1	not assigned.unknown	35_2

CUST_5756_PI403524517	2	0.05558586	-0.04933262	0.04933262	-0.1335516	0.15412045	-0.08769989	35_1589	"Cluster: Ribulose-phosphate 3-epimerase, cytoplasmic isoform; n=1; Oryza sativa|Rep: Ribulose-phosphate 3-epimerase, cytoplasmic isoform - Oryza sativa (Rice)"	UniRef90_Q9SE42	CHR3|COORD:300047..302044| ribulose-phosphate 3-epimerase, cytosolic, putative / pentose-5-phosphate 3-epimerase, putative, strong similarity to	AT3G01850.2	CHR09V5|COORD:19565734..19568514|protein ribulose-phosphate 3-epimerase, putative, expressed	LOC_Os09g32810.1	 no descriptionmoderately similar to ( 369)AT3G01850| Symbols:  | ribulose-phosphate 3-epimerase, cytosolic, putative / pentose-5-phosphate 3-epimerase, putative | chr3:300435-301994 REVERSEmoderately similar to ( 409)RPE1_ORYSAnot assigned RPE PRK05581 Rpe Ribul_P_3_epim PRK08745 PRK08883 PRK09722 PRK08005 PRK08091 	PS.calvin cyle.RPE	1_3_11

CUST_154536_PI403524517	2	0.0532856	-0.06875801	-0.14406776	-0.0011138916	0.09798813	0.0011138916	35_43181	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_135430_PI403524517	2	0.3270421	-0.0204072	0.1184783	-0.72200966	-0.5999713	0.0204072	35_37988	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_50426_PI403524517	2	-0.050734997	0.11594343	0.05073452	0.15109396	-0.11041546	-0.063033104	35_14395	"Cluster: SUMO-conjugating enzyme UBC9; n=47; Spermatophyta|Rep: SUMO-conjugating enzyme UBC9 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_P35132	"CHR4V7|COORD:13916071..13917299| UBC9 (UBIQUITIN CONJUGATING ENZYME 9); ubiquitin-protein ligase"	AT4G27960.2	CHR01V5|COORD:27111295..27107887|protein ubiquitin-conjugating enzyme E2-17 kDa 9, putative, expressed	LOC_Os01g46926.1	"no descriptionmoderately similar to ( 299)AT4G27960| Symbols: UBC9 | UBC9 (UBIQUITIN CONJUGATING ENZYME 9); ubiquitin-protein ligase | chr4:13916071-13917299 REVERSEweakly similar to ( 147)UBC2_WHEATUbiquitin-conjugating enzyme E2-17 kDa - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG5078 UQ_con UBCc UBCc"	protein.degradation.ubiquitin.E2	29_5_11_3

CUST_166151_PI403524517	2	-0.12971687	0.05445385	0.22242832	0.09048557	-0.065546036	-0.054454803	35_46289	Rep: Phosphoenolpyruvate carboxylase - Sesuvium portulacastrum (Shoreline sea purslane)	UniRef90_Q195H4	"CHR2V7|COORD:17742234..17745756| ATPPC2 (PHOSPHOENOLPYRUVATE CARBOXYLASE 2); phosphoenolpyruvate carboxylase"	AT2G42600.2	CHR01V5|COORD:5896363..5906397|protein phosphoenolpyruvate carboxylase 1, putative, expressed	LOC_Os01g11054.4	"no descriptionvery weakly similar to (63.2)AT2G42600| Symbols: ATPPC2 | ATPPC2 (PHOSPHOENOLPYRUVATE CARBOXYLASE 2); phosphoenolpyruvate carboxylase | chr2:17742234-17745756 REVERSEvery weakly similar to (68.2)CAPP1_MESCRPhosphoenolpyruvate carboxylase 1 - Mesembryanthemum crystallinum (Common ice plant)PEPcase"	glycolysis.PEPCase	4_14

CUST_152725_PI403524517	2	0.113040924	0.022241592	-0.036397934	-0.022241592	-0.6512041	0.18219566	35_42690	0	0		0	CHR05V5|COORD:22681257..22686150|protein PWWP domain containing protein, expressed	LOC_Os05g38810.1	no description	not assigned.unknown	35_2

CUST_75324_PI403524517	2	0.009148598	0.27902794	0.008106232	-0.077067375	-0.008106232	-0.07121372	35_21591	"Cluster: Putative cdc2 protein kinase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative cdc2 protein kinase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6I5Y0	"CHR5V7|COORD:3221716..3224675| CDKC;1 (CYCLIN-DEPENDENT KINASE C;1); kinase"	AT5G10270.1	CHR01V5|COORD:42556396..42559489|protein serine/threonine-protein kinase bur1, putative, expressed	LOC_Os01g72790.1	"no descriptionweakly similar to ( 125)AT5G10270| Symbols: CDKC;1 | CDKC;1 (CYCLIN-DEPENDENT KINASE C;1); kinase | chr5:3221716-3224675 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF1421 Gag_spuma Drf_FH1"	protein.postranslational modification	29_4

CUST_7876_PI399408534	2	-0.007896423	0.59570694	0.00789547	-0.037776947	-0.08905029	0.34913158	35_23428	"Cluster: Hypothetical protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53KK6	"CHR1V7|COORD:7620145..7623967| ATSWI3C (Arabidopsis thaliana switching protein 3C); DNA binding"	AT1G21700.1	CHR11V5|COORD:4216741..4225375|protein SWIRM domain containing protein, expressed	LOC_Os11g08080.2	" no descriptionweakly similar to ( 186)AT1G21700| Symbols: CHB4, ATSWI3C | ATSWI3C (Arabidopsis thaliana switching protein 3C); DNA binding | chr1:7620145-7623967 REVERSEnot assigned not assigned RSC8 "	RNA.regulation of transcription.Chromatin Remodeling Factors	27_3_44

CUST_31760_PI399408534	2	0.013492584	-0.11369038	-0.07975006	0.0011291504	0.054125786	-0.0011291504	35_3237	"Cluster: Expressed protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q60DJ9	CHR1V7|COORD:2646304..2649103| GTP-binding family protein	AT1G08410.1	CHR03V5|COORD:25021025..25016853|protein expressed protein	LOC_Os03g44530.2	no descriptionhighly similar to ( 588)AT1G08410| Symbols:  | GTP-binding family protein | chr1:2646304-2649103 FORWARDnot assigned not assigned not assigned not assigned not assigned COG1161 HSR1_MMR1 rbgA YlqF_related_GTPase Nucleostemin_like MJ1464 NGP_1 YlqF MMR_HSR1 YihA_EngB COG0218 YqeH PRK00454 PRK12678 Era engA COG1160 era	signalling.G-proteins	30_5

CUST_173189_PI403524517	2	0.022055626	0.12355471	0.21376038	-0.15864515	-0.12933588	-0.022056103	35_48227	"Cluster: Os06g0727900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0727900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D9C0	"CHR4V7|COORD:17593117..17594883| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G27200.1); similar to Os06g0727900 [Oryza sativa (japonica"	AT4G37420.1	CHR06V5|COORD:30985741..30987363|protein ubiquitin-protein ligase/ zinc ion binding protein, putative	LOC_Os06g51210.1	"no descriptionvery weakly similar to (98.2)AT4G37420| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G27200.1); similar to Os06g0727900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001058639.1); similar to zinc finger protein-like [Oryza sativa (japonica cultivar-group)] (GB:BAD61822.1); contains InterPro domain Protein of unknown function DUF23; (InterPro:IPR008166) | chr4:17593117-17594883 FORWARD"	not assigned.unknown	35_2

CUST_8746_PI403524517	2	-0.06452465	0.31977654	0.0645237	-0.14575768	0.10538387	-0.17193031	35_2453	"Cluster: Hypothetical protein P0417G05.7; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0417G05.7 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q5NAP2	0	0	CHR01V5|COORD:6728954..6732284|protein expressed protein	LOC_Os01g12330.1	no descriptionDUF1668	not assigned.unknown	35_2

CUST_7697_PI403524517	2	-0.14673424	-0.4840355	0.14673424	0.3959732	0.6802025	-0.2903633	35_2143	"Cluster: Os04g0269600 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os04g0269600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JEI5	CHR4V7|COORD:7304954..7306968| copper amine oxidase, putative	AT4G12290.1	CHR04V5|COORD:11211735..11219324|protein amine oxidase precursor, putative, expressed	LOC_Os04g20164.1	 no descriptionmoderately similar to ( 419)AT4G12290| Symbols:  | copper amine oxidase, putative | chr4:7304954-7306968 FORWARDmoderately similar to ( 258)AMO_PEAAmine oxidase [copper-containing] precursor - Pisum sativum (Garden pea)not assigned Cu_amine_oxid tynA TynA 	misc.oxidases - copper, flavone etc.	26_7

CUST_52992_PI403524517	2	0.05275345	0.002907753	-0.027072906	-0.054083824	-0.002907753	0.049565315	35_15087	"Cluster: Putative 24 kDa seed maturation protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative 24 kDa seed maturation protein - Oryza sativa (japon"	UniRef90_Q8S2K0	CHR4V7|COORD:12318080..12319584| BTI1 (VIRB2-INTERACTING PROTEIN 1)	AT4G23630.1	CHR01V5|COORD:31065545..31067577|protein seed maturation protein, putative, expressed	LOC_Os01g53520.1	no descriptionmoderately similar to ( 308)AT4G23630| Symbols: BTI1 | BTI1 (VIRB2-INTERACTING PROTEIN 1) | chr4:12318080-12319584 FORWARDnot assigned not assigned not assigned not assigned Reticulon	not assigned.no ontology	35_1

CUST_2646_PI403524517	2	-0.55835056	0.062256813	-0.01445961	0.29666042	-0.6980181	0.01445961	35_722	"Cluster: Hypothetical protein P0466B10.24; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0466B10.24 - Oryza sativa (japonica cultivar-g"	UniRef90_Q9LE07	"CHR5V7|COORD:18759820..18760251| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G09310.1); similar to hypothetical protein [Oryza sativa (japonica"	AT5G46230.1	CHR01V5|COORD:6008696..6007539|protein expressed protein	LOC_Os01g11240.1	"no descriptionweakly similar to ( 160)AT5G46230| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G09310.1); similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:BAC10818.1); similar to Os07g0119800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001058773.1); similar to Os01g0210600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001042369.1); contains InterPro domain Protein of unknown function DUF538; (InterPro:IPR007493) | chr5:18759820-18760251 REVERSEnot assigned not assigned not assigned DUF538"	not assigned.unknown	35_2

CUST_82755_PI403524517	2	0.045498848	-0.22399998	-0.017501831	0.024856567	-0.07386303	0.017502785	35_23732	"Cluster: HEAT repeat-containing protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: HEAT repeat-containing protein-like - Oryza sativa (japonica cult"	UniRef90_Q5QMW8	CHR5V7|COORD:5291002..5297782| HEAT repeat-containing protein	AT5G16210.1	CHR01V5|COORD:18490592..18500449|protein HEAT repeat family protein, expressed	LOC_Os01g33060.1	no descriptionweakly similar to ( 182)AT5G16210| Symbols:  | HEAT repeat-containing protein | chr5:5291002-5297782 REVERSE	not assigned.unknown	35_2

CUST_49191_PI403524517	2	0.013933182	-0.24590397	0.03694439	-0.032509804	-0.013933182	0.08677006	35_14037	"Cluster: PREDICTED: similar to histone 1, H2ai (predicted); n=1; Canis familiaris|Rep: PREDICTED: similar to histone 1, H2ai (predicted) - Canis familiaris"	UniRef90_UPI00005A5824	CHR5V7|COORD:3472592..3473350| histone H3	AT5G10980.1	CHR06V5|COORD:1645327..1644415|protein histone H3, putative, expressed	LOC_Os06g04030.1	no descriptionmoderately similar to ( 249)AT5G10980| Symbols:  | histone H3 | chr5:3472592-3473350 REVERSEmoderately similar to ( 247)H33_VITVIHistone H3.3 - Vitis vinifera (Grape)not assigned H3 HHT1 Histone	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_64246_PI403524517	2	-0.086624146	0.09156418	0.054841995	-0.014162064	0.014162064	-0.06250191	35_18343	"Cluster: Seed maturation-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Seed maturation-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ESB6	"CHR1V7|COORD:23587338..23589262| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G14910.1); similar to Os02g0833400 [Oryza sativa (japonica"	AT1G63610.2	CHR02V5|COORD:35839312..35834220|protein expressed protein	LOC_Os02g58650.1	"no descriptionmoderately similar to ( 251)AT1G63610| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G14910.1); similar to Os02g0833400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001048635.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:AAR87215.1) | chr1:23587338-23589262 REVERSE"	not assigned.unknown	35_2

CUST_10192_PI403524517	2	9.908676E-4	-0.4309721	0.025736809	-0.051337242	-9.908676E-4	0.056610107	35_2875	"Cluster: Retinoblastoma-related protein 1, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Retinoblastoma-related protein 1, putative, exp"	UniRef90_Q2R374	CHR3V7|COORD:3913678..3918440| RBR1 (RETINOBLASTOMA-RELATED 1)	AT3G12280.1	CHR11V5|COORD:18931948..18938397|protein retinoblastoma-related protein 1, putative, expressed	LOC_Os11g32900.1	 no descriptionmoderately similar to ( 333)AT3G12280| Symbols: RBR, RB, RBL1, RBR1 | RBR1 (RETINOBLASTOMA-RELATED 1) | chr3:3913678-3918440 REVERSEnot assigned RB_B 	cell.division	31_2

CUST_75251_PI403524517	2	0.0033569336	0.33783245	-0.0033569336	-0.16425514	-0.11021423	0.016700745	35_21568	"Cluster: Putative low temperature and salt responsive protein; n=1; Triticum aestivum|Rep: Putative low temperature and salt responsive protein - Triticum aesti"	UniRef90_Q8H1Z1	CHR2V7|COORD:10231108..10231611| hydrophobic protein, putative / low temperature and salt responsive protein, putative	AT2G24040.1	CHR06V5|COORD:4264116..4263425|protein hydrophobic protein LTI6B, putative, expressed	LOC_Os06g08564.1	 no descriptionvery weakly similar to (87.4)AT2G24040| Symbols:  | hydrophobic protein, putative / low temperature and salt responsive protein, putative | chr2:10231108-10231611 FORWARDvery weakly similar to (87.0)OSR8_ORYSAnot assigned not assigned UPF0057 COG0401 PRK07764 	stress.abiotic.cold	20_2_2

CUST_31397_PI399408534	2	0.1563158	-0.022752762	-0.006720543	0.004088402	-0.004088402	0.10684109	35_3267	"Cluster: Os01g0142500 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0142500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JQS2	CHR2V7|COORD:15952356..15953853| myb family transcription factor	AT2G38090.1	CHR01V5|COORD:2281584..2278336|protein MYB-like transcription factor DIVARICATA, putative, expressed	LOC_Os01g04930.1	no descriptionweakly similar to ( 134)AT2G38090| Symbols:  | myb family transcription factor | chr2:15952356-15953853 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12678 PRK12323 SANT PRK07003 SANT PRK07764	RNA.regulation of transcription.MYB-related transcription factor family	27_3_26

CUST_160116_PI403524517	2	-0.014061928	-0.020213127	-0.15181446	0.0841341	0.014061928	0.07153988	35_44682	"Cluster: Hypothetical protein P0672D08.4; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0672D08.4 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q93VG6	CHR5V7|COORD:5394743..5397374| similar to Os01g0100500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001041736.1)	AT5G16520.1	CHR01V5|COORD:13094..17124|protein expressed protein	LOC_Os01g01040.4	no description	not assigned.unknown	35_2

CUST_18781_PI403524517	2	0.11769581	-0.058951378	-0.021580696	-0.0084114075	0.008410454	0.020651817	35_5437	Rep: OSJNBb0034I13.15 protein - Oryza sativa (Rice)	UniRef90_Q7XND0	"CHR3V7|COORD:7168267..7173363| POLGAMMA1 (polymerase gamma 1); DNA binding / DNA-directed DNA polymerase"	AT3G20540.1	CHR04V5|COORD:32199313..32204932|protein 3-5 exonuclease/ DNA binding protein, putative, expressed	LOC_Os04g54500.1	"no descriptionmoderately similar to ( 250)AT3G20540| Symbols: POLGAMMA1 | POLGAMMA1 (polymerase gamma 1); DNA binding / DNA-directed DNA polymerase | chr3:7168267-7173363 FORWARDPolA PRK07556 PRK05797 POLAc PRK08076 PRK07456 DNA_pol_A PRK07300 PRK07898 PRK08928 PRK06887 PRK07997 PRK08835 PRK05755 PRK05929 PRK07625 PRK08786 PRK08434"	DNA.synthesis/chromatin structure	28_1

CUST_8428_PI399408534	2	0.05339718	0.008936882	0.20817423	-0.27608204	-0.008936882	-0.49061203	35_50158	"Cluster: GRAS family transcription factor containing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: GRAS family transcription factor containing prote"	UniRef90_Q2QXZ6	"CHR1V7|COORD:18681845..18683293| SCL3 (SCARECROW-LIKE 3); transcription factor"	AT1G50420.1	CHR11V5|COORD:1938818..1932914|protein GRAS family transcription factor containing protein, expressed	LOC_Os11g04570.1	"no descriptionvery weakly similar to (85.1)AT1G50420| Symbols: SCL3 | SCL3 (SCARECROW-LIKE 3); transcription factor | chr1:18681845-18683293 REVERSEGRAS"	RNA.regulation of transcription.GRAS transcription factor family	27_3_21

CUST_27926_PI403524517	2	0.15184498	0.20680618	0.029257298	-0.10665846	-0.33706856	-0.029257298	35_8075	"Cluster: B1160F02.7 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: B1160F02.7 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6MWG9	"CHR5V7|COORD:22215082..22218875| Fh5 (FORMIN HOMOLOGY5); actin binding"	AT5G54650.2	CHR04V5|COORD:47959..52365|protein formin Homology 2 Domain containing protein, expressed	LOC_Os04g01070.1	" no descriptionweakly similar to ( 105)AT5G54650| Symbols: ATFH5, Fh5 | Fh5 (FORMIN HOMOLOGY5); actin binding | chr5:22215082-22218875 REVERSEnot assigned FH2 FH2 "	not assigned.no ontology.formin homology 2 domain-containing protein	35_1_20

CUST_3670_PI403524517	2	-0.028493881	0.38309193	0.028492928	-0.12211704	-0.10315704	0.07056427	35_1000	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_137618_PI403524517	2	0.13337278	0.17251301	0.030567646	-0.030567646	-0.11103201	-0.1626091	35_38594	"Cluster: Oxidoreductase, aldo/keto reductase family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Oxidoreductase, aldo/keto reductase"	UniRef90_Q2R0H4	CHR1V7|COORD:1191633..1193698| aldo/keto reductase family protein	AT1G04420.1	CHR11V5|COORD:25113151..25116028|protein aldo-keto reductase, putative, expressed	LOC_Os11g42540.1	no descriptionweakly similar to ( 102)AT1G04420| Symbols:  | aldo/keto reductase family protein | chr1:1191633-1193698 FORWARDnot assigned not assigned PRK10625 Tas Aldo_ket_red ARA1 COG4989	minor CHO metabolism.others	3_5

CUST_12737_PI403524517	2	0.3103485	0.16435528	0.004796028	-0.10581684	-0.0047950745	-0.08416748	35_3643	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_11779_PI403524517	2	-0.0968256	-0.6823635	0.09682655	0.2876587	0.23062134	-0.11325836	35_3349	"Cluster: Putative amino acid transport protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative amino acid transport protein - Oryza sativa (japonica"	UniRef90_Q6ESP5	CHR4V7|COORD:17935527..17936837| amino acid transporter family protein	AT4G38250.1	CHR02V5|COORD:27238959..27241112|protein amino acid transport protein, putative, expressed	LOC_Os02g44980.1	no descriptionmoderately similar to ( 439)AT2G42005| Symbols:  | amino acid transporter family protein | chr2:17538401-17539642 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Aa_trans SdaC PotE Herpes_BLLF1 DUF566 TT_ORF1 PRK07003 RfbX Tymo_45kd_70kd KAR9 PRK12323 Protamine_P1 PRK12678 Pol_Y_like Atrophin-1 PutP	transport.amino acids	34_3

CUST_5259_PI403524517	2	-0.07447338	0.25613976	-0.011376381	-0.03348255	0.011376381	0.032292366	35_1453	"Cluster: Apospory-associated protein C-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Apospory-associated protein C-like - Oryza sativa (japonica cultiv"	UniRef90_Q6K2P3	CHR5V7|COORD:26571047..26572801| aldose 1-epimerase family protein	AT5G66530.1	CHR09V5|COORD:9658126..9654423|protein apospory-associated protein C, putative, expressed	LOC_Os09g15820.1	no descriptionmoderately similar to ( 246)AT5G66530| Symbols:  | aldose 1-epimerase family protein | chr5:26571047-26572801 REVERSEnot assigned COG0676 Aldose_epim	minor CHO metabolism.others	3_5

CUST_22768_PI403524517	2	-0.02496624	-0.6720772	-0.11529827	0.032913208	0.02496624	0.24525452	35_6611	Rep: UPI0000DC00EF UniRef100 entry - Rattus norvegicus	UniRef90_UPI0000DC00EF	0	0	0	0	no description	not assigned.unknown	35_2

CUST_14581_PI403524517	2	0.08493233	-0.0017299652	-0.19872761	0.0017309189	-0.053653717	0.08922672	35_4197	"Cluster: Putative ribonucleoprotein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ribonucleoprotein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8RUQ6	CHR4V7|COORD:1376612..1379275| RNA-binding protein, putative	AT4G03110.1	CHR01V5|COORD:41520199..41525821|protein RNA binding protein, putative, expressed	LOC_Os01g71200.1	 no descriptionmoderately similar to ( 443)AT4G03110| Symbols:  | RNA-binding protein, putative | chr4:1376710-1379275 REVERSEvery weakly similar to (69.3)ROC4_NICSY31 kDa ribonucleoprotein, chloroplast precursor - Nicotiana sylvestris (Wood tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned RRM RRM_1 COG0724 	RNA.RNA binding	27_4

CUST_10649_PI404877155	2	0.064759254	-0.8111963	-0.0647583	0.10536003	0.2931137	-0.095412254	Contig4344_at	putative RNA binding protein [Oryza sativa (japonica cultivar-group)]	BAC99692.1	RNA recognition motif (RRM)-containing protein	At5g04600.1	protein RNA binding protein	Os08g31810	RNA binding protein/SNP1  T01242	RNA.regulation of transcription	27_3

CUST_72420_PI403524517	2	0.10497379	0.5696888	-0.31226158	-0.006597519	-0.24409866	0.0065965652	35_20756	"Cluster: Methyltransferase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Methyltransferase-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8S0I2	"CHR4V7|COORD:14512742..14514410| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G01660.1); similar to conserved hypothetical protein [Medicago"	AT4G29590.1	CHR01V5|COORD:29927992..29925768|protein methyltransferase, putative, expressed	LOC_Os01g51530.1	"no descriptionmoderately similar to ( 392)AT4G29590| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G01660.1); similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE79229.1); contains InterPro domain Methyltransferase type 11; (InterPro:IPR013216) | chr4:14512742-14514410 REVERSEnot assigned UbiE Methyltransf_11"	not assigned.unknown	35_2

CUST_85570_PI403524517	2	0.27421188	-0.17369652	-0.082782745	-0.040525436	0.04052639	0.09241676	35_24511	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6AVI1	CHR5V7|COORD:10647835..10649624| AN3 (ANGUSITFOLIA3)	AT5G28640.1	CHR03V5|COORD:29999346..29995639|protein GIF2, putative, expressed	LOC_Os03g52320.1	 no descriptionvery weakly similar to (90.5)AT5G28640| Symbols: GIF, GIF1, AN3 | AN3 (ANGUSITFOLIA3) | chr5:10647835-10649624 REVERSEnot assigned SSXT TT_ORF1 	not assigned.no ontology.glycine rich proteins	35_1_40

CUST_122995_PI403524517	2	0.038621902	-1.4686651	-0.18456364	0.05926609	0.14268494	-0.038622856	35_34693	"Cluster: Os05g0214400 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0214400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DJY2	"CHR5V7|COORD:16773926..16775019| similar to Os05g0214400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001054927.1); similar to hypothetical protein"	AT5G41850.1	CHR05V5|COORD:7067821..7066396|protein esterase/lipase/thioesterase family protein, putative, expressed	LOC_Os05g12330.1	"no descriptionweakly similar to ( 117)AT5G41850| Symbols:  | similar to Os05g0214400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001054927.1); similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:AAT47105.1); contains InterPro domain Esterase/lipase/thioesterase; (InterPro:IPR000379) | chr5:16773926-16775019 REVERSEnot assigned"	not assigned.unknown	35_2

CUST_39357_PI403524517	2	0.039168358	0.8371706	0.11429787	-0.15175724	-0.27085114	-0.03916931	35_11321	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_49344_PI403524517	2	-0.010141373	0.08533478	0.010141373	0.017871857	-0.08124733	-0.010141373	35_14075	Rep: Tubulin alpha-2 chain - Zea mays (Maize)	UniRef90_P14641	CHR4V7|COORD:8548749..8550315| TUA6 (tubulin alpha-6 chiain)	AT4G14960.1	CHR11V5|COORD:7955967..7958851|protein tubulin alpha-3 chain, putative, expressed	LOC_Os11g14220.3	no descriptionweakly similar to ( 192)AT4G14960| Symbols: TUA6 | TUA6 (tubulin alpha-6 chiain) | chr4:8548765-8550315 REVERSEweakly similar to ( 200)TBA_WHEATTubulin alpha chain - Triticum aestivum (Wheat)not assigned alpha_tubulin Tubulin_C COG5023 Tubulin_FtsZ beta_tubulin epsilon_tubulin	cell.organisation	31_1

CUST_117333_PI403524517	2	0.11067152	0.09836149	-0.079203606	-0.049847603	-0.1745925	0.049847603	35_33250	"Cluster: Pentatricopeptide, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Pentatricopeptide, putative, expressed - Oryza sativa (japonic"	UniRef90_Q2QUQ5	CHR3V7|COORD:18223172..18228833| binding	AT3G49140.1	CHR12V5|COORD:8824514..8820722|protein pentatricopeptide repeat protein PPR986-12, putative, expressed	LOC_Os12g15460.1	no descriptionvery weakly similar to (99.8)AT3G49140| Symbols:  | binding | chr3:18223172-18228833 REVERSE	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_50227_PI403524517	2	0.28867912	-0.27035046	-0.19352531	-0.010148048	0.013991356	0.010149002	35_14331	Rep: Tubulin beta-5 chain - Gossypium hirsutum (Upland cotton)	UniRef90_Q6VAF7	"CHR5V7|COORD:25201727..25203652| TUB3 (Tubulin beta-3); structural molecule"	AT5G62700.1	CHR03V5|COORD:32310694..32313846|protein tubulin beta-7 chain, putative, expressed	LOC_Os03g56810.2	no descriptionhighly similar to ( 813)AT5G23860| Symbols: TUB8 | TUB8 (tubulin beta-8) | chr5:8042965-8044531 FORWARDhighly similar to ( 844)TBB4_WHEATTubulin beta-4 chain - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned beta_tubulin COG5023 Tubulin_FtsZ alpha_tubulin gamma_tubulin epsilon_tubulin Tubulin delta_tubulin Tubulin_C FtsZ_type2 AroH_like Herpes_BLLF1	cell.organisation	31_1

CUST_43409_PI403524517	2	-0.6390624	-1.0268974	0.24981546	0.6462393	0.6450839	-0.24981594	35_12465	"Cluster: Hypothetical protein OJ1540_G08.29; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1540_G08.29 - Oryza sativa (japonica cultiv"	UniRef90_Q6ZAX5	0	0	CHR08V5|COORD:10288841..10287831|protein retrotransposon protein, putative, SINE subclass, expressed	LOC_Os08g16830.1	no description	not assigned.unknown	35_2

CUST_41596_PI403524517	2	0.023841858	-0.44409943	-0.04410839	-0.023841858	0.08007145	0.13591957	35_11953	Rep: OSJNBb0004A17.18 protein - Oryza sativa (Rice)	UniRef90_Q4JF19	CHR3V7|COORD:6411331..6413008| uracil DNA glycosylase family protein	AT3G18630.1	CHR04V5|COORD:34168701..34164597|protein uracil-DNA glycosylase, putative, expressed	LOC_Os04g57730.1	no descriptionweakly similar to ( 159)AT3G18630| Symbols:  | uracil DNA glycosylase family protein | chr3:6411331-6413008 REVERSEnot assigned PRK05254 Ung UDG	DNA.repair	28_2

CUST_56305_PI403524517	2	0.069039345	0.2581272	-0.04298401	-0.19586277	0.04298401	-0.2757492	35_16028	"Cluster: OSJNBa0019G23.5 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0019G23.5 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XS62	"CHR2V7|COORD:18924753..18925642| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G00355.2); similar to conserved hypothetical protein [Medicago"	AT2G45980.1	CHR04V5|COORD:4424000..4428801|protein expressed protein	LOC_Os04g08310.1	"no descriptionvery weakly similar to (56.6)AT2G45980| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G00355.2); similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE80179.1) | chr2:18924753-18925642 REVERSE"	not assigned.unknown	35_2

CUST_51089_PI403524517	2	0.029137611	-0.2899294	-0.025803566	0.05941391	-0.017634392	0.017635345	35_14566	"Cluster: Alanyl-tRNA synthetase, mitochondrial, putative, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Alanyl-tRNA synthetase, mitochondrial, put"	UniRef90_Q10A14	"CHR1V7|COORD:18595097..18601979| ALATS (ALANYL-TRNA SYNTHETASE); ATP binding / alanine-tRNA ligase/ nucleic acid binding"	AT1G50200.1	CHR10V5|COORD:5398321..5409190|protein alanyl-tRNA synthetase, mitochondrial precursor, putative, expressed	LOC_Os10g10244.1	" no descriptionnearly identical (1239)AT1G50200| Symbols: ACD, ALATS | ALATS (ALANYL-TRNA SYNTHETASE); ATP binding / alanine-tRNA ligase/ nucleic acid binding | chr1:18595097-18601979 REVERSEnot assigned not assigned not assigned alaS AlaS tRNA-synt_2c AlaRS_core PRK01584 COG2872 tRNA_SAD thrS Atrophin-1 "	protein.aa activation	29_1

CUST_97212_PI403524517	2	-0.08625889	0.025387764	-0.025387764	0.1843853	0.7950821	-0.105941296	35_27764	0	0	0	0	0	0	no descriptionMATH	not assigned.unknown	35_2

CUST_81941_PI403524517	2	-0.0114040375	-0.23032665	0.0904541	-0.07969475	0.23563576	0.011404991	35_23507	"Cluster: Os09g0505800 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0505800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J0L4	"CHR5V7|COORD:16392249..16395612| ATUK/UPRT1; ATP binding / kinase/ uracil phosphoribosyltransferase/ uridine kinase"	AT5G40870.1	CHR09V5|COORD:19569615..19575198|protein uridine/cytidine kinase-like 1, putative, expressed	LOC_Os09g32820.1	" no descriptionmoderately similar to ( 446)AT5G40870| Symbols: ATUK/UPRT1 | ATUK/UPRT1; ATP binding / kinase/ uracil phosphoribosyltransferase/ uridine kinase | chr5:16392249-16395612 FORWARDvery weakly similar to (57.0)KPPR_CHLREPhosphoribulokinase, chloroplast precursor - Chlamydomonas reinhardtiinot assigned not assigned UMPK PRK05480 Udk PRK PRK PRK07429 UMPK_like Upp PanK CoaA "	nucleotide metabolism.salvage.phosphoribosyltransferases.upp	23_3_1_3

CUST_138011_PI403524517	2	0.027087212	0.5946207	0.13560009	-0.07317543	-0.16953802	-0.027088165	35_38705	0	0		0	CHR04V5|COORD:7331798..7333436|protein hypothetical protein	LOC_Os04g13260.1	no description	not assigned.unknown	35_2

CUST_16700_PI399408534	2	-0.025732994	-0.55792046	0.0773077	0.025732994	0.14190865	-0.2528534	35_4247	Rep: Auxin-responsive protein IAA2 - Oryza sativa (Rice)	UniRef90_Q9LG86	"CHR1V7|COORD:19309339..19310799| IAA18 (indoleacetic acid-induced protein 18); transcription factor"	AT1G51950.1	CHR01V5|COORD:4813647..4815764|protein OsIAA2 - Auxin-responsive Aux/IAA gene family member, expressed	LOC_Os01g09450.1	"no descriptionweakly similar to ( 123)AT1G51950| Symbols: IAA18 | IAA18 (indoleacetic acid-induced protein 18); transcription factor | chr1:19309339-19310799 FORWARDweakly similar to ( 155)IAA2_ORYSAAUX_IAA PRK12678"	hormone metabolism.auxin.induced-regulated-responsive-activated	17_2_3

CUST_75423_PI403524517	2	0.34868288	-0.2039237	-0.017828941	0.017828465	0.15683556	-0.26919365	35_21619	"Cluster: 0-deacetylbaccatin III-10-O-acetyl transferase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: 0-deacetylbaccatin III-10-O-acetyl transferase-li"	UniRef90_Q69UD7	CHR3V7|COORD:23025308..23026783| transferase family protein	AT3G62160.1	CHR06V5|COORD:23437878..23439548|protein 10-deacetylbaccatin III 10-O-acetyltransferase, putative, expressed	LOC_Os06g39470.1	no descriptionvery weakly similar to (75.5)AT3G62160| Symbols:  | transferase family protein | chr3:23025308-23026783 REVERSETransferase PRK12323	not assigned.no ontology	35_1

CUST_84282_PI403524517	2	0.0743103	0.52360344	0.028913021	-0.15943909	-0.028913498	-0.42782116	35_24152	"Cluster: Nucleolar GTP-binding protein 1-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Nucleolar GTP-binding protein 1-like - Oryza sativa (japonica cu"	UniRef90_Q7EZC9	"CHR1V7|COORD:30360158..30362678| PDE318 (PIGMENT DEFECTIVE 318); GTP binding"	AT1G80770.1	CHR08V5|COORD:3431881..3425497|protein nucleolar GTP-binding protein 1, putative, expressed	LOC_Os08g06230.1	"no descriptionmoderately similar to ( 340)AT1G80770| Symbols: PDE318 | PDE318 (PIGMENT DEFECTIVE 318); GTP binding | chr1:30360158-30362678 FORWARDnot assigned COG1084 NOG Obg_like MMR_HSR1 DRG Obg obgE"	not assigned.no ontology	35_1

CUST_11108_PI404877155	2	-0.17037678	0.20667458	-0.02889347	0.028894424	-0.21091843	0.028894424	Contig4810_at	OSJNBa0088I22.11 [Oryza sativa (japonica cultivar-group)] ref|XP_473556.1| OSJNBa0088I22.11 [Oryza sativa (japonica cultivar-group)]	CAD41579.3	dehydration-responsive family protein	At1g26850.1	protein Putative methyltransferase	Os04g48230	gi|21741472|emb|CAD41576.1| OSJNBa0088I22.8	stress.abiotic.drought/salt	20_2_3

CUST_42890_PI403524517	2	0.3343091	0.034413338	-0.069784164	-0.19184446	-0.034413338	0.31732988	35_12316	"Cluster: Os01g0691600 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0691600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JK78	"CHR5V7|COORD:16568565..16573020| XPB1 (ARABIDOPSIS HOMOLOG OF XERODERMA PIGMENTOSUM COMPLEMENTATION GROUP B 1); ATP-dependent helicase"	AT5G41370.1	CHR01V5|COORD:28872431..28880674|protein DNA repair helicase XPB2, putative, expressed	LOC_Os01g49680.1	" no descriptionmoderately similar to ( 243)AT5G41370| Symbols: ATXPB1, XPB1 | XPB1 (ARABIDOPSIS HOMOLOG OF XERODERMA PIGMENTOSUM COMPLEMENTATION GROUP B 1); ATP-dependent helicase | chr5:16568565-16573020 FORWARDnot assigned "	DNA.repair	28_2

CUST_51802_PI403524517	2	-0.18361855	-0.66211605	-0.15189457	0.7763758	0.15189362	0.2889824	35_14764	Rep: H0413E07.6 protein - Oryza sativa (Rice)	UniRef90_Q25A76	CHR4V7|COORD:8646193..8650082| protease inhibitor/seed storage/lipid transfer protein (LTP) family protein	AT4G15160.1	CHR04V5|COORD:32575099..32573137|protein expressed protein	LOC_Os04g55159.1	no descriptionvery weakly similar to (52.4)AT3G22142| Symbols:  | Encodes a Protease inhibitor/seed storage/LTP family protein | chr3:7803611-7808053 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned HPS_like PRK07003 Drf_FH1 PRK12323 Atrophin-1 TT_ORF1 Tryp_alpha_amyl Herpes_BLLF1 PRK07764 PRK12678 PRK05648 Chon_Sulph_att DUF1777 GRASP55_65 Tymo_45kd_70kd AF-4 IER Prog_receptor Protamine_P1 DUF1509 SSDP APC_basic Syndecan	misc.protease inhibitor/seed storage/lipid transfer protein (LTP) family protein	26_21

CUST_67525_PI403524517	2	0.18148375	0.050439835	-0.11993694	0.11953068	-0.10349655	-0.050439835	35_19286	Rep: OSIGBa0139I12.3 protein - Oryza sativa (Rice)	UniRef90_Q01LW1	CHR2V7|COORD:18679811..18682663| transketolase, putative	AT2G45290.1	CHR04V5|COORD:11001922..11007947|protein transketolase, chloroplast precursor, putative, expressed	LOC_Os04g19740.1	 no descriptionhighly similar to ( 763)AT2G45290| Symbols:  | transketolase, putative | chr2:18679811-18682663 FORWARDhighly similar to ( 784)TKTC_SOLTUTransketolase, chloroplast precursor - Solanum tuberosum (Potato)not assigned TktA PRK05899 PRK12753 PRK12754 Transketolase_N Transket_pyr COG3958 TPP_TK PRK05444 Dxs PRK12571 Transketolase_C AceE 	PS.calvin cyle.transketolase	1_3_8

CUST_91520_PI403524517	2	-0.16941452	0.23667192	0.3644514	0.036293507	-0.036293507	-0.9938717	35_26167	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_62449_PI403524517	2	-0.1631012	-0.10215807	0.094359875	0.55234814	-0.0943594	1.3874016	35_17809	"Cluster: Kelch repeat-containing F-box-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Kelch repeat-containing F-box-like protein - Oryza sativa"	UniRef90_Q69J07	CHR1V7|COORD:8309438..8310622| kelch repeat-containing F-box family protein	AT1G23390.1	CHR09V5|COORD:6872236..6873621|protein expressed protein	LOC_Os09g12150.1	no descriptionweakly similar to ( 115)AT1G23390| Symbols:  | kelch repeat-containing F-box family protein | chr1:8309438-8310622 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12678 PRK07003 PRK07764 PRK09169 PRK12323 APC_basic Tymo_45kd_70kd DUF390 Pol_Y_like TT_ORF1 Herpes_BLLF1	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_63269_PI403524517	2	0.012643814	0.11506462	-0.012644768	-0.022977829	-0.06163597	0.111343384	35_18064	"Cluster: Hypothetical protein OSJNBa0001A14.17; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0001A14.17 - Oryza sativa (japonica"	UniRef90_Q6AT30	"CHR1V7|COORD:30033003..30038401| similar to CIP1 (COP1-INTERACTIVE PROTEIN 1) [Arabidopsis thaliana] (TAIR:AT5G41790.1); similar to Os05g0559900 [Oryza"	AT1G79830.1	CHR05V5|COORD:27794268..27785202|protein tropomyosin, putative, expressed	LOC_Os05g48620.1	"no descriptionmoderately similar to ( 411)AT1G79830| Symbols:  | similar to CIP1 (COP1-INTERACTIVE PROTEIN 1) [Arabidopsis thaliana] (TAIR:AT5G41790.1); similar to Os05g0559900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001056303.1); similar to Tropomyosin; tRNA-binding arm; t-snare [Medicago truncatula] (GB:ABD32289.1); contains InterPro domain tRNA-binding arm; (InterPro:IPR010978); contains InterPro domain t-snare; (InterPro:IPR010989) | chr1:30033003-30038401 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned SbcC Smc MAD PRK03918 PRK02224 Myosin_tail_1 COG1340 Filament Caldesmon DUF827 SCP-1 ERM COG4372 COG4717 PRK10246 mukB COG4942 CALCOCO1 PRK12704 HCR GumC PspA HOOK COG2268 Tropomyosin PRK01156 MukB HEC1 COG1579 COG3883 RecN TolA COG4487"	not assigned.no ontology	35_1

CUST_23376_PI403524517	2	-0.09741783	-0.35729647	0.06189251	0.14492226	0.38738728	-0.06189251	35_6793	"Cluster: Hypothetical protein OSJNBa0068N01.12; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0068N01.12 - Oryza sativa (japonica"	UniRef90_Q65X23	"CHR3V7|COORD:17883997..17886205| WNK3 (Arabidopsis WNK kinase 3); kinase"	AT3G48260.1	CHR05V5|COORD:449442..454325|protein ZIK1 protein, putative, expressed	LOC_Os05g01780.1	"no descriptionvery weakly similar to (83.6)AT3G48260| Symbols: WNK3 | WNK3 (Arabidopsis WNK kinase 3); kinase | chr3:17883997-17886205 REVERSEnot assigned"	protein.postranslational modification	29_4

CUST_99801_PI403524517	2	-0.008840561	0.013279438	0.008841038	-0.09228754	0.08139229	-0.15991688	35_28491	Rep: OSIGBa0152K17.9 protein - Oryza sativa (Rice)	UniRef90_Q01J78	"CHR1V7|COORD:14030035..14032152| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G08510.1); similar to Os04g0448200 [Oryza sativa (japonica"	AT1G36990.1	CHR04V5|COORD:22121721..22127414|protein expressed protein	LOC_Os04g37540.1	"no descriptionvery weakly similar to (95.1)AT1G36990| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G08510.1); similar to Os04g0448200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001052921.1); similar to proteophosphoglycan ppg1 [Leishmania major strain Friedlin] (GB:XP_843164.1); similar to OSJNBa0064H22.9 [Oryza sativa (japonica cultivar-group)] (GB:CAE01568.2) | chr1:14030035-14032152 REVERSE"	not assigned.unknown	35_2

CUST_64304_PI403524517	2	0.0782547	-0.8094349	-0.55312157	0.13537073	0.12486744	-0.07825422	35_18357	"Cluster: Hypothetical protein P0566A10.33-1; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0566A10.33-1 - Oryza sativa (japonica cultiv"	UniRef90_Q5VPL8	"CHR1V7|COORD:8050900..8052607| similar to Os06g0581300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001057938.1); similar to unknown protein [Oryza"	AT1G22750.3	CHR06V5|COORD:22698044..22704081|protein expressed protein	LOC_Os06g38320.2	"no descriptionmoderately similar to ( 201)AT1G22750| Symbols:  | similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD68608.1); contains InterPro domain Protein of unknown function DUF1475; (InterPro:IPR009943) | chr1:8050900-8052703 FORWARDDUF1475"	not assigned.unknown	35_2

CUST_113618_PI403524517	2	0.20663214	-0.066423416	0.066423416	0.49188757	-0.12841511	-0.25112438	35_32249	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_94895_PI403524517	2	-0.030568123	0.22022009	-0.043154716	0.11965132	0.030568123	-0.055085182	35_27122	Rep: Homogentisate 1,2-dioxygenase - Oryza sativa (Rice)	UniRef90_Q5VRH4	CHR5|COORD:21963095..21966139| homogentisate 1,2-dioxygenase / homogentisicase/homogentisate oxygenase / homogentisic acid oxidase (HGO), identical	AT5G54080.2	CHR06V5|COORD:217294..213967|protein homogentisate 1,2-dioxygenase, putative, expressed	LOC_Os06g01360.1	" no descriptionweakly similar to ( 110)AT5G54080| Symbols: HGO | HGO (HOMOGENTISATE 1,2-DIOXYGENASE); homogentisate 1,2-dioxygenase | chr5:21963146-21965296 FORWARDweakly similar to ( 122)HGD_ORYSAnot assigned PRK05341 HmgA PRK12323 "	amino acid metabolism.degradation.aromatic aa.tyrosine	13_2_6_2

CUST_58174_PI403524517	2	0.0552845	-0.10963154	-0.03751564	-0.008421898	0.008422852	0.020119667	35_16588	"Cluster: Plus agglutinin; n=1; Chlamydomonas reinhardtii|Rep: Plus agglutinin - Chlamydomonas reinhardtii"	UniRef90_Q6SSE6	CHR4V7|COORD:11840328..11841455| protease inhibitor/seed storage/lipid transfer protein (LTP) family protein	AT4G22470.1	CHR11V5|COORD:22279789..22276068|protein transposon protein, putative, CACTA, En/Spm sub-class	LOC_Os11g38456.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_1556_PI403524517	2	-0.025878906	-0.7328005	0.025878906	0.063417435	0.044509888	-0.84491634	35_410	"Cluster: LHCI-680, photosystem I antenna protein; n=2; Pooideae|Rep: LHCI-680, photosystem I antenna protein - Hordeum vulgare (Barley)"	UniRef90_Q43485	"CHR3V7|COORD:22756711..22758007| LHCA2 (Photosystem I light harvesting complex gene 2); chlorophyll binding"	AT3G61470.1	CHR07V5|COORD:23355989..23357999|protein chlorophyll a-b binding protein, chloroplast precursor, putative, expressed	LOC_Os07g38960.2	" no descriptionmoderately similar to ( 201)AT3G61470| Symbols: LHCA2 | LHCA2 (Photosystem I light harvesting complex gene 2); chlorophyll binding | chr3:22756711-22758007 FORWARDweakly similar to ( 200)CB12_PETHYChlorophyll a-b binding protein, chloroplast precursor - Petunia hybrida (Petunia)Chloroa_b-bind "	PS.lightreaction.photosystem II.LHC-II	1_1_1_1

CUST_81007_PI403524517	2	-0.6527691	-0.18347168	1.3138504	0.18347168	0.46589184	-0.1966381	35_23235	"Cluster: OSIGBa0118P15.3 protein; n=2; Oryza sativa|Rep: OSIGBa0118P15.3 protein - Oryza sativa (Rice)"	UniRef90_Q01KK8	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	CHR06V5|COORD:27123655..27122573|protein expressed protein	LOC_Os06g44870.1	no descriptionnot assigned not assigned not assigned PRK12678 PRK07003	not assigned.unknown	35_2

CUST_5625_PI403524517	2	0.2168889	-0.5130048	-0.12032795	0.1331191	-0.03372717	0.033726692	35_1556	"Cluster: Hypothetical protein P0623F08.8; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0623F08.8 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6ZBI5	"CHR5V7|COORD:21798443..21802287| similar to intracellular protein transport protein USO1-related [Arabidopsis thaliana] (TAIR:AT2G46180.1); similar to"	AT5G53620.2	CHR08V5|COORD:27084193..27077485|protein expressed protein	LOC_Os08g43060.2	"no descriptionmoderately similar to ( 383)AT5G53620| Symbols:  | similar to intracellular protein transport protein USO1-related [Arabidopsis thaliana] (TAIR:AT2G46180.1); similar to hypothetical protein [Trifolium pratense] (GB:BAE71275.1) | chr5:21798443-21802287 FORWARDnot assigned not assigned not assigned not assigned not assigned SbcC Smc PRK07003 PRK12323 CALCOCO1"	not assigned.unknown	35_2

CUST_30660_PI399408534	2	-0.124726295	0.20566559	0.010975838	-0.118917465	0.029521942	-0.010974884	35_16765	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ATR5	"CHR5|COORD:9722577..9727457| similar to GTP-binding protein-related [Arabidopsis thaliana] (TAIR:At3g63150.1); similar to GTP-binding"	AT5G27540.2	CHR03V5|COORD:33872799..33866521|protein expressed protein	LOC_Os03g59590.1	"no descriptionhighly similar to ( 836)AT5G27540| Symbols: EMB2473 | EMB2473 (EMBRYO DEFECTIVE 2473); GTP binding / calcium ion binding | chr5:9722819-9727115 FORWARDvery weakly similar to (73.6)RAC13_GOSHIRac-like GTP-binding protein RAC13 precursor - Gossypium hirsutum (Upland cotton) (Gossypium mexicanum)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Miro1 Miro2 EF_assoc_2 EF_assoc_1 Rho Miro RHO Rho4_like Ras_like_GTPase COG1100 Rop_like Tc10 RhoA_like Wrch_1 Rho2 Rac1_like Ras Rnd3_RhoE_Rho8 Rnd Rab RhoG Ras Rnd1_Rho6 RAB Rnd2_Rho7 PRK12323 Cdc42 PRK07764 PRK07003 Era_like APC_basic RERG_RasL11_like Rho3 RhoBTB"	signalling.G-proteins	30_5

CUST_137705_PI403524517	2	1.5460072	1.8175058	0.9603481	-1.1530814	-1.7955427	-0.9603481	35_38618	"Cluster: 23 kDa jasmonate-induced protein; n=1; Hordeum vulgare|Rep: 23 kDa jasmonate-induced protein - Hordeum vulgare (Barley)"	UniRef90_P32024		0	CHR04V5|COORD:14015365..14014193|protein jasmonate-induced protein, putative	LOC_Os04g24469.1	no descriptionmoderately similar to ( 246)JI23_HORVU23 kDa jasmonate-induced protein - Hordeum vulgare (Barley)	not assigned.unknown	35_2

CUST_6506_PI404877155	2	-0.64571	-0.05921173	0.057994843	-0.057994843	0.08812904	1.3397369	Contig19439_at	putative peptide transport protein [Oryza sativa (japonica cultivar-group)] dbj|BAD82780.1| putative peptide transport protein [Oryza sativa	NP_915215.1	proton-dependent oligopeptide transport (POT) family protein	At5g01180.1	protein POT family, putative	Os01g67630	proton-dependent oligopeptide transport (POT) family protein, contains Pfam profile: PF00854 POT family	transport.peptides and oligopeptides	34_13

CUST_68574_PI403524517	2	-0.012430191	-1.0978928	-0.11010265	0.110259056	0.012431145	0.10727024	35_19616	"Cluster: Probable N6-adenosine-methyltransferase MT-A70-like; n=1; Oryza sativa|Rep: Probable N6-adenosine-methyltransferase MT-A70-like - Oryza sativa (Rice)"	UniRef90_Q6EU10	"CHR4V7|COORD:6619943..6623308| EMB1706 (EMBRYO DEFECTIVE 1706); S-adenosylmethionine-dependent methyltransferase"	AT4G10760.1	CHR02V5|COORD:27354548..27359916|protein N6-adenosine-methyltransferase MT-A70-like protein, putative, expressed	LOC_Os02g45110.1	"no descriptionmoderately similar to ( 343)AT4G10760| Symbols: EMB1706 | EMB1706 (EMBRYO DEFECTIVE 1706); S-adenosylmethionine-dependent methyltransferase | chr4:6619943-6623308 REVERSEmoderately similar to ( 382)MTA70_ORYSAnot assigned not assigned MT-A70 IME4"	C1-metabolism	25

CUST_66990_PI403524517	2	0.06408787	-0.016442299	0.016441345	-0.06993294	-0.060438156	0.06030178	35_19131	"Cluster: Hypothetical protein P0486F07.20; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0486F07.20 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6ZCG3	"CHR2V7|COORD:14004646..14006792| similar to Os08g0204800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001061229.1); similar to PREDICTED: similar to"	AT2G32980.1	CHR08V5|COORD:6109322..6106033|protein expressed protein	LOC_Os08g10410.1	"no descriptionmoderately similar to ( 341)AT2G32980| Symbols:  | similar to Os08g0204800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001061229.1); similar to PREDICTED: similar to MGC108135 protein [Strongylocentrotus purpuratus] (GB:XP_787845.1) | chr2:14004646-14006792 REVERSE"	not assigned.unknown	35_2

CUST_150441_PI403524517	2	-0.19988632	0.24597645	0.2974205	-0.0041208267	0.0041208267	-0.031276703	35_42085	0	0	"CHR1V7|COORD:5675918..5678679| SR45 (arginine/serine-rich 45); RNA binding"	AT1G16610.2	0	0	no description	not assigned.unknown	35_2

CUST_16920_PI403524517	2	-0.042905807	-0.14046192	0.04519272	0.04183483	-0.04183483	0.22163391	35_4887	"Cluster: Os07g0668000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0668000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D3T3	CHR1V7|COORD:20397629..20400569| protein kinase family protein	AT1G54610.1	CHR07V5|COORD:28204599..28209055|protein transposon protein, putative, unclassified, expressed	LOC_Os07g47180.1	no descriptionhighly similar to ( 614)AT1G54610| Symbols:  | protein kinase family protein | chr1:20397629-20400569 REVERSEweakly similar to ( 194)CDC2_VIGUNCell division control protein 2 homolog - Vigna unguiculata (Cowpea)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase SPS1 Pkinase_Tyr PTKc TyrKc PTKc_Jak_rpt2 PTKc_Src_like PTKc_Tyk2_rpt2 PTKc_Jak2_Jak3_rpt2 PTKc_Frk_like PTKc_Jak1_rpt2 PTKc_Trk PTKc_Fyn_Yrk PTKc_Lck_Blk PTKc_Src PTKc_EphR PTKc_Srm_Brk PTKc_Tec_like PTKc_Ack_like PTKc_EphR_B PTKc_Yes PTKc_Lyn PTKc_EphR_A PTKc_Csk_like PTKc_Fes_like PTKc_Itk PTKc_Btk_Bmx PTKc_Chk PTKc_Met_Ron PTKc_Tec_Rlk PTKc_Abl PTKc_Syk_like PTKc_TrkA PTKc_TrkB PTKc_Fer PTKc_FGFR PTKc_PDGFR PTKc_Hck PTKc_Axl_like PTKc_FGFR2 PTKc_RET PTKc_VEGFR2 PTKc_Ror PTKc_TrkC PTKc_FGFR4 PTKc_VEGFR3 PTKc_Tyro3 PTKc_Musk PTKc_Fes PTKc_EGFR_like PTKc_Ror2 PTKc_FGFR1 PTKc_FGFR3 PTKc_InsR_like PTKc_VEGFR PTKc_DDR PTKc_c-ros PTKc_FAK PTKc_EphR_A2 PTKc_DDR_like PTK_CCK4 PTKc_Syk PTKc_Ror1 PTKc_Csk PTKc_CSF-1R PTKc_EphR_A10 PTKc_Aatyk2 PTKc_DDR2 PTKc_Aatyk PTKc_ALK_LTK PTKc_Zap-70 PTKc_Aatyk1_Aatyk3 PTK_HER3 PTK_Ryk PTKc_Axl PTKc_DDR1 PTKc_Tie2	protein.postranslational modification	29_4

CUST_2513_PI403524517	2	-0.023864746	-0.045799255	-0.0114479065	0.0114479065	0.022909164	0.028470993	35_683	Rep: 40S ribosomal protein - Triticum aestivum (Wheat)	UniRef90_Q7X9K6	CHR4V7|COORD:16548729..16550227| 40S ribosomal protein S3A (RPS3aB)	AT4G34670.1	CHR12V5|COORD:12271705..12267718|protein 40S ribosomal protein S3a, putative, expressed	LOC_Os12g21798.1	no descriptionvery weakly similar to (74.3)AT4G34670| Symbols:  | 40S ribosomal protein S3A (RPS3aB) | chr4:16548729-16550227 FORWARDvery weakly similar to (84.3)RS3A_ORYSAnot assigned	protein.synthesis.misc ribososomal protein	29_2_2

CUST_17407_PI404877155	2	0.025853157	-0.081668854	0.012500763	-0.0020980835	0.0020980835	-0.013030052	HU11D20u_at	unknown protein [Oryza sativa (japonica cultivar-group)] gb|AAP53747.1| unknown protein [Oryza sativa (japonica cultivar-group)]	NP_921460.1	oxidoreductase, 2OG-Fe(II) oxygenase family protein	At3g28480.1	protein oxidoreductase, 2OG-Fe(II) oxygenase family, putative	Os10g27340	NONE	amino acid metabolism.degradation.glutamate family.proline	13_2_2_2

CUST_3535_PI403524517	2	0.009567261	0.18568516	-0.12545776	-0.009567261	0.084391594	-0.07172012	35_963	"Cluster: TLD family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: TLD family protein, expressed - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QXG8	CHR5V7|COORD:1902756..1904836| nucleolar protein-related	AT5G06260.1	CHR12V5|COORD:2855294..2850825|protein TLD family protein, expressed	LOC_Os12g06100.2	no descriptionmoderately similar to ( 483)AT5G06260| Symbols:  | nucleolar protein-related | chr5:1902756-1904836 REVERSEnot assigned not assigned not assigned TLDc TLD OXR1	DNA.synthesis/chromatin structure	28_1

CUST_64158_PI403524517	2	-0.048936844	0.21430683	-0.048810005	-0.056627274	0.07206154	0.048810005	35_18320	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QLK7	CHR5V7|COORD:6807556..6810731| similar to IMP dehydrogenase/GMP reductase [Medicago truncatula] (GB:ABE86508.1)	AT5G20170.1	CHR12V5|COORD:27345228..27348995|protein expressed protein	LOC_Os12g44140.1	no descriptionhighly similar to ( 511)AT5G20170| Symbols:  | similar to IMP dehydrogenase/GMP reductase [Medicago truncatula] (GB:ABE86508.1) | chr5:6807556-6810731 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Herpes_BLLF1 PRK12678 DUF566 PRK12323 rpsM Tymo_45kd_70kd	not assigned.unknown	35_2

CUST_103990_PI403524517	2	-0.029398918	0.061725616	-0.19142818	0.069150925	-0.09406948	0.029398918	35_29642	"Cluster: Poly [ADP-ribose] polymerase 3 (EC 2.4.2.30) (PARP-3) (ADPRT 3) (NAD(+) ADP-ribosyltransferase 3); n=1; Oryza sativa|Rep: Poly [ADP-ribose] polymerase"	UniRef90_Q0E0Q3	CHR5V7|COORD:7447048..7450746| NAD+ ADP-ribosyltransferase	AT5G22470.1	CHR02V5|COORD:19509067..19503944|protein poly synthetase 1, putative, expressed	LOC_Os02g32860.1	no descriptionvery weakly similar to (76.6)AT5G22470| Symbols:  | NAD+ ADP-ribosyltransferase | chr5:7447048-7450746 FORWARDvery weakly similar to (98.2)PARP3_ORYSAparp_like	protein.postranslational modification	29_4

CUST_29165_PI403524517	2	0.4977517	-0.1049881	0.28193092	-0.2605734	0.104988575	-0.12708521	35_8427	0	0	0	0	CHR01V5|COORD:38351079..38349623|protein F-box protein interaction domain containing protein, expressed	LOC_Os01g65510.1	no description	not assigned.unknown	35_2

CUST_18551_PI403524517	2	-1.2256522	0.24647284	-0.112935066	0.12152767	0.112935066	-0.6330447	35_5362	"Cluster: Putative PrMC3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative PrMC3 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ZDG5	"CHR1V7|COORD:17420063..17421736| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G48700.1); similar to CXE carboxylesterase [Malus pumila]"	AT1G47480.1	CHR08V5|COORD:23280057..23278705|protein gibberellin receptor GID1L2, putative, expressed	LOC_Os08g37040.1	"no descriptionweakly similar to ( 198)AT1G47480| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G48700.1); similar to CXE carboxylesterase [Malus pumila] (GB:ABB89003.1); contains InterPro domain Esterase/lipase/thioesterase; (InterPro:IPR000379); contains InterPro domain Alpha/beta hydrolase fold-3; (InterPro:IPR013094) | chr1:17420063-17421736 FORWARDweakly similar to ( 115)GID1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned Abhydrolase_3 Aes COesterase PRK07764 PRK07003 Esterase_lipase PnbA PRK12678 PRK12323 APC_basic"	not assigned.no ontology	35_1

CUST_72582_PI403524517	2	0.05278206	-0.028718472	0.2076292	-0.30120707	0.01924181	-0.019242287	35_20801	Rep: HV1LRR1 - Hordeum vulgare (Barley)	UniRef90_Q9SWT8	CHR3V7|COORD:2226250..2229030| RPM1 (RESISTANCE TO P. SYRINGAE PV MACULICOLA 1)	AT3G07040.1	CHR01V5|COORD:20654837..20661680|protein disease resistance protein RPM1, putative, expressed	LOC_Os01g36640.1	 no descriptionmoderately similar to ( 385)AT3G07040| Symbols: RPS3, RPM1 | RPM1 (RESISTANCE TO P. SYRINGAE PV MACULICOLA 1) | chr3:2226250-2229030 REVERSEnot assigned not assigned not assigned not assigned not assigned NB-ARC COG4886 	stress.biotic	20_1

CUST_37972_PI403524517	2	0.057707787	0.27322102	-0.05770731	0.18841362	-0.113036156	-0.28112555	35_10927	"Cluster: Arm repeat-containing protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Arm repeat-containing protein-like - Oryza sativa (japonica cultiv"	UniRef90_Q67VC1	CHR5V7|COORD:16074575..16076227| armadillo/beta-catenin repeat family protein / U-box domain-containing protein	AT5G40140.1	CHR06V5|COORD:7180649..7182587|protein spotted leaf protein 11, putative, expressed	LOC_Os06g13080.1	no descriptionvery weakly similar to (95.5)AT5G40140| Symbols:  | armadillo/beta-catenin repeat family protein / U-box domain-containing protein | chr5:16074575-16076227 FORWARDvery weakly similar to (65.9)SPL11_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Ubox U-box PRK12323 PRK07003 Tymo_45kd_70kd PRK07764 DUF1509 Herpes_BLLF1 Atrophin-1 PRK12678	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_18189_PI403524517	2	0.023965836	0.12850952	0.017731667	-0.16659546	-0.15087318	-0.01773262	35_5251	"Cluster: RNA helicase SDE3, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: RNA helicase SDE3, putative, expressed - Oryza sativa (japonic"	UniRef90_Q10RG1	CHR1V7|COORD:1601356..1604657| SDE3 (SILENCING DEFECTIVE)	AT1G05460.1	CHR03V5|COORD:3199297..3194589|protein RNA helicase SDE3, putative, expressed	LOC_Os03g06440.2	no descriptionweakly similar to ( 172)AT1G05460| Symbols: SDE3 | SDE3 (SILENCING DEFECTIVE) | chr1:1601356-1604657 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned COG1112	DNA.synthesis/chromatin structure	28_1

CUST_182083_PI403524517	2	-0.15123177	0.17925262	-0.2235651	0.21528435	0.005744934	-0.0057439804	35_50622	Rep: RbohAOsp - Oryza sativa (Rice)	UniRef90_O48539	"CHR1V7|COORD:23773929..23779980| ATRBOH F (RESPIRATORY BURST OXIDASE PROTEIN F); NAD(P)H oxidase"	AT1G64060.1	CHR01V5|COORD:30949519..30961252|protein NADPH oxidase, putative, expressed	LOC_Os01g53294.1	" no descriptionweakly similar to ( 181)AT1G64060| Symbols: ATRBOHF, RBOHAP108, RBOHF, ATRBOH F | ATRBOH F (RESPIRATORY BURST OXIDASE PROTEIN F); NAD(P)H oxidase | chr1:23773929-23779980 FORWARDnot assigned NAD_binding_6 "	stress.biotic.respiratory burst	20_1_1

CUST_121081_PI403524517	2	0.15852642	-0.25339317	-0.10000801	-0.027572632	0.32215405	0.027572155	35_34208	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_21779_PI399408534	2	-0.13291359	0.011487961	-0.041561127	0.041265488	0.039253235	-0.011489868	35_15306	Rep: BTF3b-like transcription factor - Musa acuminata (Banana)	UniRef90_Q6DQ93	CHR1V7|COORD:27544167..27545025| nascent polypeptide-associated complex (NAC) domain-containing protein	AT1G73230.1	CHR03V5|COORD:35761045..35763291|protein transcription factor BTF3, putative, expressed	LOC_Os03g63400.1	no descriptionmoderately similar to ( 204)AT1G73230| Symbols:  | nascent polypeptide-associated complex (NAC) domain-containing protein | chr1:27544167-27545025 REVERSEnot assigned not assigned not assigned NAC	RNA.regulation of transcription.General Transcription	27_3_50

CUST_90330_PI403524517	2	0.15047646	-0.17541122	-0.22656822	0.093001366	-0.093001366	0.44906712	35_25836	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_7100_PI403524517	2	0.033810616	-0.027609825	0.003569603	-0.0035705566	-0.07891846	0.02149582	35_1968	"Cluster: P0044F08.17 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: P0044F08.17 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q9AWU5	"CHR2V7|COORD:7341641..7345909| UBC23 (ubiquitin-conjugating enzyme 22); ubiquitin-protein ligase"	AT2G16920.1	CHR01V5|COORD:1418495..1424851|protein ubiquitin conjugating enzyme/ ubiquitin-like activating enzyme, putative, expressed	LOC_Os01g03520.1	"no descriptionhighly similar to ( 813)AT2G16920| Symbols: UBC23 | UBC23 (ubiquitin-conjugating enzyme 22); ubiquitin-protein ligase | chr2:7341641-7345909 REVERSEvery weakly similar to (50.4)UBC2_WHEATUbiquitin-conjugating enzyme E2-17 kDa - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned UBCc UQ_con UBCc COG5078"	protein.degradation.ubiquitin.E2	29_5_11_3

CUST_69062_PI403524517	2	-0.020666122	-0.37721825	-0.09928894	0.027383804	0.059877396	0.020666122	35_19760	"Cluster: Peptidyl-prolyl cis-trans isomerase; n=2; Arabidopsis thaliana|Rep: Peptidyl-prolyl cis-trans isomerase - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9STK2	CHR4V7|COORD:12959667..12962642| immunophilin-related / FKBP-type peptidyl-prolyl cis-trans isomerase-related	AT4G25340.1	CHR09V5|COORD:6989893..6993458|protein FK506-binding protein 39 kDa, putative, expressed	LOC_Os09g12270.1	no descriptionweakly similar to ( 113)AT4G25340| Symbols:  | immunophilin-related / FKBP-type peptidyl-prolyl cis-trans isomerase-related | chr4:12959667-12962642 REVERSEvery weakly similar to (67.4)FKB15_VICFAFK506-binding protein 2 precursor - Vicia faba (Broad bean)not assigned not assigned not assigned not assigned FkpA FKBP_C PRK10902 PRK11570	protein.folding	29_6

CUST_56571_PI403524517	2	0.069241524	-1.1556873	-0.25325298	0.066150665	-0.034892082	0.034893036	35_16105	"Cluster: Os05g0493500 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0493500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DH40	"CHR2V7|COORD:11408629..11410283| CYCB1;4 (CYCLIN 3); cyclin-dependent protein kinase regulator"	AT2G26760.1	CHR05V5|COORD:24157193..24160446|protein cyclin-A1, putative, expressed	LOC_Os05g41390.1	" no descriptionmoderately similar to ( 232)AT2G26760| Symbols: CYCB1;4, CYC3 | CYCB1;4 (CYCLIN 3); cyclin-dependent protein kinase regulator | chr2:11408629-11410283 FORWARDmoderately similar to ( 231)CCNB2_SOYBNG2/mitotic-specific cyclin S13-7 - Glycine max (Soybean)not assigned not assigned not assigned not assigned COG5024 Cyclin_C Cyclin_N CYCLIN CYCLIN "	cell.cycle	31_3

CUST_49309_PI403524517	2	0.043805122	0.32301235	-0.08243084	-0.037276268	-0.08036232	0.037276268	35_14067	"Cluster: PREDICTED: similar to H3 histone, family 2 isoform 2; n=1; Homo sapiens|Rep: PREDICTED: similar to H3 histone, family 2 isoform 2 - Homo sapiens"	UniRef90_UPI00006C029D	CHR5V7|COORD:3472592..3473350| histone H3	AT5G10980.1	CHR06V5|COORD:1645327..1644415|protein histone H3, putative, expressed	LOC_Os06g04030.1	no descriptionmoderately similar to ( 266)AT5G10980| Symbols:  | histone H3 | chr5:3472592-3473350 REVERSEmoderately similar to ( 264)H33_VITVIHistone H3.3 - Vitis vinifera (Grape)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned H3 HHT1 Histone PRK12323	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_155210_PI403524517	2	0.17591238	0.40207863	0.50528526	-0.1759119	-0.77723646	-0.94814587	35_43356	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_142230_PI403524517	2	-0.26141644	0.36006165	0.054756165	0.018198967	-0.21512699	-0.018198967	35_39867	0	0	CHR4V7|COORD:6952794..6954237| hydroxyproline-rich glycoprotein family protein	AT4G11430.1	CHR01V5|COORD:10177478..10179182|protein transposon protein, putative, CACTA, En/Spm sub-class	LOC_Os01g18190.1	no description	not assigned.unknown	35_2

CUST_83910_PI403524517	2	0.43707466	-0.53870964	-0.35792828	0.019272804	-0.0010757446	0.0010766983	35_24051	"Cluster: Hypothetical protein OJ1126_D01.5; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1126_D01.5 - Oryza sativa (japonica cultivar"	UniRef90_Q6I645	0	0	CHR05V5|COORD:22158446..22155807|protein expressed protein	LOC_Os05g37930.3	no description	not assigned.unknown	35_2

CUST_19425_PI404877155	2	-0.24840546	0.22477818	0.05829811	-0.04038334	-0.173069	0.04038334	rbags16j18_s_at	calcium/calmodulin-dependent protein kinase homolog - maize gb|AAB47181.1| calcium/calmodulin-dependent protein kinase homolog|CaM kinase ho	T02033	calcium-dependent protein kinase, putative / CDPK, putative	At2g46700.1	protein Similar to calcium-dependent protein kinase-related kinase	Os06g50030	calcium-dependent protein kinase, putative / CDPK, putative, similar to calcium/calmodulin-dependent protein kinase CaMK1 (Nicotiana tabacum) gi:16904222:gb:AAL30818	signalling.calcium	30_3

CUST_17_PI399408534	2	-0.18551636	0.21589947	0.041843414	0.027667046	-0.082107544	-0.027666092	35_17069	"Cluster: Protein kinase, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Protein kinase, putative, expressed - Oryza sativa (japonica cult"	UniRef90_Q10SF4	CHR5V7|COORD:8113913..8116387| protein kinase family protein	AT5G24010.1	CHR03V5|COORD:1388347..1390179|protein ATP binding protein, putative, expressed	LOC_Os03g03290.1	no descriptionmoderately similar to ( 231)AT5G24010| Symbols:  | protein kinase family protein | chr5:8113913-8116387 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Atrophin-1 PRK12323 PRK07003 Herpes_BLLF1 HPC2 Extensin_2 PRK12678 Tymo_45kd_70kd DUF1421 Pneumo_att_G PRK07764 PRK05648 GRASP55_65 KAR9 AF-4 Herpes_TAF50 DUF566 APC_basic DUF605 DUF1509 TT_ORF1 IER PRK08853 BASP1 PRK12495 Syndecan PRK10263 Herpes_UL32 CTF_NFI PRK08770 PRK11901 Metaviral_G Coprinus_mating tatB DUF1752 PRK12372 Herpes_DNAp_acc	signalling.receptor kinases.Catharanthus roseus-like RLK1	30_2_16

CUST_175904_PI403524517	2	-0.1669507	-0.028362751	0.09261322	0.11375189	0.027052402	-0.027052402	35_48955	"Cluster: Nuclear protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Nuclear protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z6T3	CHR1V7|COORD:9002519..9004537| cell cycle control protein-related	AT1G25682.1	CHR02V5|COORD:13006948..13013156|protein coiled-coil domain-containing protein 94, putative, expressed	LOC_Os02g21880.1	no descriptionweakly similar to ( 105)AT1G25682| Symbols:  | cell cycle control protein-related | chr1:9002519-9004537 REVERSEnot assigned	cell.cycle	31_3

CUST_18211_PI399408534	2	-0.3187065	-0.4983015	0.3186636	0.034399033	0.069999695	-0.034399986	35_27470	"Cluster: Os07g0249900 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os07g0249900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D7G4	"CHR3V7|COORD:632000..633866| ILR1 (IAA-LEUCINE RESISTANT 1); metallopeptidase"	AT3G02875.1	CHR07V5|COORD:8327557..8324947|protein IAA-amino acid hydrolase ILR1 precursor, putative, expressed	LOC_Os07g14600.1	"no descriptionweakly similar to ( 157)AT3G02875| Symbols: ILR1 | ILR1 (IAA-LEUCINE RESISTANT 1); metallopeptidase | chr3:632000-633866 FORWARDAbgB Peptidase_M20"	hormone metabolism.auxin.synthesis-degradation	17_2_1

CUST_11454_PI399408534	2	-1.3644519	1.6509914	0.44572735	-0.3816347	0.38163424	-0.9630518	35_20698	"Cluster: Putative Cys2/His2 zinc-finger protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Cys2/His2 zinc-finger protein - Oryza sativa (japonic"	UniRef90_Q84T96	"CHR5V7|COORD:24120299..24120787| RHL41 (RESPONSIVE TO HIGH LIGHT 41); nucleic acid binding / transcription factor/ zinc ion binding"	AT5G59820.1	CHR03V5|COORD:34363114..34364034|protein ZFP16-2, putative, expressed	LOC_Os03g60560.1	" no descriptionvery weakly similar to (76.6)AT5G59820| Symbols: ZAT12, RHL41 | RHL41 (RESPONSIVE TO HIGH LIGHT 41); nucleic acid binding / transcription factor/ zinc ion binding | chr5:24120299-24120787 FORWARDvery weakly similar to (53.1)ZFP1_WHEATZinc finger protein 1 - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07003 PRK07764 TT_ORF1 Atrophin-1 "	RNA.regulation of transcription.C2H2 zinc finger family	27_3_11

CUST_19116_PI399408534	2	-0.18565464	0.0	0.029839516	0.0	-0.018600464	0.022875786	35_8552	"Cluster: Hypothetical protein OSJNBa0087C10.10; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0087C10.10 - Oryza sativa (japonica"	UniRef90_Q84T08	"CHR1V7|COORD:21913129..21914695| ZCW32 (BIGPETAL, BIGPETALUB); DNA binding / transcription factor"	AT1G59640.1	CHR03V5|COORD:33443970..33439814|protein protein SPATULA, putative, expressed	LOC_Os03g58830.1	" no descriptionvery weakly similar to (65.5)AT1G59640| Symbols: BPE, BPEUB, BPEP, ZCW32 | ZCW32 (BIGPETAL, BIGPETALUB); DNA binding / transcription factor | chr1:21913300-21914695 REVERSE"	RNA.regulation of transcription.bHLH,Basic Helix-Loop-Helix family	27_3_6

CUST_7815_PI403524517	2	-1.0190272	0.859941	-0.56235695	0.1550026	-0.1550026	0.27393436	35_2175	"Cluster: Os07g0176500 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0176500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D889	CHR3V7|COORD:8063070..8064482| leucine-rich repeat family protein / extensin family protein	AT3G22800.1	CHR07V5|COORD:4029153..4027536|protein receptor protein kinase CLAVATA1 precursor, putative, expressed	LOC_Os07g07990.1	no descriptionmoderately similar to ( 355)AT3G22800| Symbols:  | leucine-rich repeat family protein / extensin family protein | chr3:8063070-8064482 REVERSEweakly similar to ( 103)RPK1_IPONIReceptor-like protein kinase precursor - Ipomoea nil (Japanese morning glory) (Pharbitis nil)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Herpes_BLLF1 DUF566 HPC2 Pneumo_att_G PRK07003 Tymo_45kd_70kd COG4886 SerH APC_basic PRK12323 AF-4	cell wall.cell wall proteins.LRR	10_5_3

CUST_72222_PI403524517	2	-0.06556988	0.07870102	0.18660927	-0.1126852	-0.11653328	0.06557083	35_20701	"Cluster: Nodulin-like family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Nodulin-like family protein, expressed - Oryza sativa (japonic"	UniRef90_Q2QYU1	CHR4V7|COORD:10606549..10609229| nodulin-related	AT4G19450.1	CHR12V5|COORD:344084..348145|protein nodulin-like family protein, expressed	LOC_Os12g01570.1	no descriptionweakly similar to ( 185)AT4G19450| Symbols:  | nodulin-related | chr4:10606549-10609229 FORWARD	development.unspecified	33_99

CUST_12889_PI403524517	2	0.0024032593	-0.109410286	0.07107639	-0.066337585	-0.0024023056	0.10410595	35_3687	"Cluster: Os01g0744300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0744300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JJE0	CHR2V7|COORD:10992196..10995730| protein kinase family protein	AT2G25760.2	CHR05V5|COORD:6261878..6251998|protein ATP binding protein, putative, expressed	LOC_Os05g11140.3	no descriptionmoderately similar to ( 484)AT2G25760| Symbols:  | protein kinase family protein | chr2:10992196-10995730 REVERSE	protein.postranslational modification	29_4

CUST_26720_PI399408534	2	-0.0018253326	0.044903755	0.0018253326	-0.074225426	-0.08501625	0.032622337	35_19544	Rep: H0201G08.11 protein - Oryza sativa (Rice)	UniRef90_Q25AE2	CHR2V7|COORD:7829320..7831052| zinc finger (Ran-binding) family protein	AT2G17975.1	CHR04V5|COORD:613417..608022|protein Zn-finger, RanBP-type, containing protein, expressed	LOC_Os04g02000.1	no descriptionmoderately similar to ( 251)AT2G17975| Symbols:  | zinc finger (Ran-binding) family protein | chr2:7829320-7831052 REVERSEnot assigned	RNA.regulation of transcription.unclassified	27_3_99

CUST_92106_PI403524517	2	0.17510366	0.3129921	0.19808197	-0.25868225	-0.17510319	-0.25983715	35_26339	"Cluster: Os08g0180500 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os08g0180500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J7L1	0	0	CHR08V5|COORD:4706210..4711537|protein transposon protein, putative, unclassified, expressed	LOC_Os08g08240.1	no descriptionvery weakly similar to (72.4)TRAC9_MAIZEPutative AC9 transposase - Zea mays (Maize)not assigned	DNA.synthesis/chromatin structure.retrotransposon/transposase.hat-like transposase	28_1_1_4

CUST_36245_PI403524517	2	0.07153988	0.2612753	-0.028400421	-0.068855286	-0.020133972	0.020133018	35_10451	"Cluster: Importin beta-like protein; n=2; Oryza sativa|Rep: Importin beta-like protein - Oryza sativa (Rice)"	UniRef90_Q8GTC5	CHR5V7|COORD:21731242..21733935| importin beta-2, putative	AT5G53480.1	CHR05V5|COORD:16615805..16620648|protein importin beta-1 subunit, putative, expressed	LOC_Os05g28510.4	 no descriptionweakly similar to ( 151)AT5G53480| Symbols:  | importin beta-2, putative | chr5:21731242-21733935 FORWARDnot assigned KAP95 	protein.targeting.nucleus	29_3_1

CUST_155993_PI403524517	2	0.053518295	-0.17539072	-0.096087456	-0.041588783	0.041588783	0.15389729	35_43566	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_90517_PI403524517	2	-0.037416458	-0.72565365	0.027894974	0.06794357	0.41260052	-0.027895927	35_25887	"Cluster: Os02g0625100 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0625100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DZE7	CHR2V7|COORD:868467..870278| pentatricopeptide (PPR) repeat-containing protein	AT2G02980.1	CHR02V5|COORD:24917999..24919480|protein CRR4, putative	LOC_Os02g41560.1	no descriptionmoderately similar to ( 210)AT2G02980| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr2:868467-870278 FORWARD	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_10744_PI404877155	2	-0.015314102	-0.60723495	-0.0016651154	0.017271042	0.15337276	0.0016641617	Contig4462_at	ocs-element binding factor 1 [Triticum aestivum]	AAP80676.1	bZIP transcription factor family protein	At3g62420.1	protein ocs-element binding factor 1	Os12g37410	no hit	RNA.regulation of transcription.bZIP transcription factor family	27_3_35

CUST_56869_PI403524517	2	0.19079018	-0.060528755	-0.032128334	0.42313576	0.025647163	-0.025647163	35_16206	"Cluster: Low temperature-induced protein lt101.2; n=1; Hordeum vulgare|Rep: Low temperature-induced protein lt101.2 - Hordeum vulgare (Barley)"	UniRef90_Q9ARD5	CHR2V7|COORD:16251296..16251550| hydrophobic protein, putative / low temperature and salt responsive protein, putative	AT2G38905.1	CHR03V5|COORD:9879451..9878809|protein expressed protein	LOC_Os03g17790.1	 no descriptionvery weakly similar to (78.6)AT2G38905| Symbols:  | hydrophobic protein, putative / low temperature and salt responsive protein, putative | chr2:16251296-16251550 REVERSEvery weakly similar to (88.2)LT02_HORVULow temperature-induced protein lt101.2 - Hordeum vulgare (Barley)not assigned UPF0057 COG0401 	stress.abiotic.cold	20_2_2

CUST_131038_PI403524517	2	0.13950825	-0.35163975	-0.10223293	0.10223198	0.19047546	-0.24985504	35_36804	"Cluster: PREDICTED: similar to osa CG7467-PA, isoform A; n=1; Mus musculus|Rep: PREDICTED: similar to osa CG7467-PA, isoform A - Mus musculus"	UniRef90_UPI0000D66301	"CHR5V7|COORD:771975..772895| UBQ3 (POLYUBIQUITIN 3); protein binding"	AT5G03240.2	CHR08V5|COORD:5075754..5073138|protein ubiquitin family protein, expressed	LOC_Os08g08760.1	no description	not assigned.unknown	35_2

CUST_221_PI403524517	2	0.13400745	0.05937767	0.05778122	-0.14831734	-0.05778122	-0.23953056	35_59	"Cluster: Heat shock cognate 70 kDa protein 2; n=34; Magnoliophyta|Rep: Heat shock cognate 70 kDa protein 2 - Solanum lycopersicum (Tomato) (Lycopersicon esculen"	UniRef90_P27322	"CHR5V7|COORD:554053..556332| HSC70-1 (heat shock cognate 70 kDa protein 1); ATP binding"	AT5G02500.1	CHR03V5|COORD:34385257..34389878|protein heat shock cognate 70 kDa protein 2, putative, expressed	LOC_Os03g60620.1	" no descriptionmoderately similar to ( 290)AT5G02500| Symbols: HSP70-1, AT-HSC70-1, HSC70, HSC70-1 | HSC70-1 (heat shock cognate 70 kDa protein 1); ATP binding | chr5:554053-556332 REVERSEmoderately similar to ( 288)HSP7E_SPIOLChloroplast envelope membrane 70 kDa heat shock-related protein - Spinacia oleracea (Spinach)not assigned not assigned not assigned not assigned not assigned HSP70 dnaK DnaK dnaK hscA hscA "	stress.abiotic.heat	20_2_1

CUST_74658_PI403524517	2	-0.23505306	0.3150425	-0.0680418	-0.012435913	0.012435913	0.04015541	35_21407	"Cluster: Putative auxin-regulated protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative auxin-regulated protein - Oryza sativa (japonica cultivar-g"	UniRef90_Q6YZJ0	"CHR5V7|COORD:1038673..1041452| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G10000.2); similar to Os08g0558200 [Oryza sativa (japonica"	AT5G03880.1	CHR08V5|COORD:27805368..27808318|protein glutathione S-transferase, N-terminal domain containing protein, expressed	LOC_Os08g44400.1	"no descriptionmoderately similar to ( 366)AT5G03880| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G10000.2); similar to Os08g0558200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001062492.1); similar to unnamed protein product [Ostreococcus tauri] (GB:CAL56846.1); contains InterPro domain Thioredoxin-like fold; (InterPro:IPR012336); contains InterPro domain Thioredoxin fold; (InterPro:IPR012335) | chr5:1038673-1041452 REVERSEnot assigned not assigned GST_N_2GST_N GST_N_family DUF1421"	not assigned.unknown	35_2

CUST_34575_PI403524517	2	-0.070782185	0.21931458	0.04430437	0.055994987	-0.41854334	-0.044304848	35_9969	"Cluster: Putative lycopene epsilon-cyclase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative lycopene epsilon-cyclase - Oryza sativa (japonica cultivar"	UniRef90_Q8LJ81	"CHR5V7|COORD:23094624..23097044| LUT2 (LUTEIN DEFICIENT 2); lycopene epsilon cyclase"	AT5G57030.1	CHR01V5|COORD:22861853..22865590|protein lycopene epsilon cyclase, chloroplast precursor, putative, expressed	LOC_Os01g39960.1	"no descriptionvery weakly similar to (56.6)AT5G57030| Symbols: LUT2 | LUT2 (LUTEIN DEFICIENT 2); lycopene epsilon cyclase | chr5:23094624-23097044 FORWARD"	secondary metabolism.isoprenoids.carotenoids.lycopene epsilon cyclase	16_1_4_4

CUST_112896_PI403524517	2	0.37075567	0.11014128	-0.2208376	0.116268635	-0.11014128	-0.18890905	35_32043	Rep: Isoform 2 of Q52KI8 - Mus musculus (Mouse)	UniRef90_Q52KI8-2	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	CHR09V5|COORD:1254785..1256020|protein PE-PGRS family protein, putative, expressed	LOC_Os09g02770.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_8816_PI399408534	2	0.15560818	-0.24283409	0.013327122	0.049660206	-0.32584095	-0.013327599	35_26086	"Cluster: Hypothetical protein OSJNBa0029B02.16; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0029B02.16 - Oryza sativa (japonica"	UniRef90_Q6AT13	CHR1V7|COORD:19659677..19661214| phototropic-responsive NPH3 family protein	AT1G52770.1	CHR05V5|COORD:4631245..4636225|protein coleoptile phototropism protein 1, putative, expressed	LOC_Os05g08530.1	no descriptionvery weakly similar to (87.4)AT1G52770| Symbols:  | phototropic-responsive NPH3 family protein | chr1:19659677-19661214 FORWARDvery weakly similar to (67.8)NPH3_ORYSAnot assigned not assigned not assigned NPH3 PRK12678 DUF390	signalling.light	30_11

CUST_14487_PI399408534	2	-0.30282593	8.831024E-4	0.012899399	-8.8214874E-4	-0.20324183	0.24167156	35_18252	"Cluster: Putative iron deficiency protein Ids3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative iron deficiency protein Ids3 - Oryza sativa (japonica"	UniRef90_Q69LD9	CHR5V7|COORD:8378967..8383157| oxidoreductase, 2OG-Fe(II) oxygenase family protein	AT5G24530.1	CHR07V5|COORD:3697891..3699860|protein hyoscyamine 6-dioxygenase, putative, expressed	LOC_Os07g07410.2	 no descriptionmoderately similar to ( 215)AT5G24530| Symbols:  | oxidoreductase, 2OG-Fe(II) oxygenase family protein | chr5:8378967-8383157 FORWARDweakly similar to ( 175)FLS_PETHYFlavonol synthase/flavanone 3-hydroxylase - Petunia hybrida (Petunia)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PcbC 2OG-FeII_Oxy APC_basic PRK12678 	hormone metabolism.ethylene.synthesis-degradation	17_5_1

CUST_74510_PI403524517	2	0.34654856	0.72857094	0.016786098	-0.32664537	-0.28148603	-0.016786098	35_21365	"Cluster: Unknow protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Unknow protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q75HY6	CHR1V7|COORD:5243794..5246490| phox (PX) domain-containing protein	AT1G15240.1	CHR05V5|COORD:28955277..28963037|protein PX domain containing protein, expressed	LOC_Os05g50660.1	no descriptionweakly similar to ( 155)AT1G15240| Symbols:  | phox (PX) domain-containing protein | chr1:5243794-5246490 FORWARDPX PX	not assigned.no ontology	35_1

CUST_20593_PI399408534	2	-0.09169197	0.16006947	-0.022411346	0.022411346	0.0644865	-0.392704	35_3676	"Cluster: Os01g0182400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0182400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JQ46	"CHR2V7|COORD:15530631..15534324| TKI1 (TSL-KINASE INTERACTING PROTEIN 1); DNA binding / transcription factor"	AT2G36960.2	CHR01V5|COORD:4323144..4319529|protein expressed protein	LOC_Os01g08680.2	"no descriptionvery weakly similar to (53.9)AT2G36960| Symbols: TKI1 | TKI1 (TSL-KINASE INTERACTING PROTEIN 1); DNA binding / transcription factor | chr2:15530631-15534324 FORWARD"	RNA.regulation of transcription.MYB domain transcription factor family	27_3_25

CUST_179310_PI403524517	2	0.0872879	0.35776138	0.26521683	-0.0872879	-0.13022995	-0.1006937	35_49869	"Cluster: Putative polyphosphoinositide binding protein Ssh2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative polyphosphoinositide binding protein Ssh2"	UniRef90_Q6Z8I8	CHR1V7|COORD:7828423..7829734| SEC14 cytosolic factor family protein / phosphoglyceride transfer family protein	AT1G22180.2	CHR02V5|COORD:31602284..31598599|protein transporter-like protein, putative, expressed	LOC_Os02g51610.2	no description	not assigned.unknown	35_2

CUST_12640_PI404877155	2	0.074575424	-0.016210556	0.18537521	-0.10295296	0.01621151	-0.021102905	Contig6378_s_at	RNA-binding protein-like [Oryza sativa (japonica cultivar-group)] dbj|BAB90138.1| RNA-binding protein-like [Oryza sativa (japonica cultivar-	NP_916173.1	RNA recognition motif (RRM)-containing protein	At5g46250.2	protein La domain, putative	Os01g55170	NONE	RNA.RNA binding	27_4

CUST_154007_PI403524517	2	-0.65861034	0.24361086	0.21995544	0.28235102	-0.21995544	-0.24076986	35_43038	"Cluster: PTS protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: PTS protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69SH3	"CHR5V7|COORD:25345463..25346842| ATPAP29/PAP29 (purple acid phosphatase 29); acid phosphatase/ protein serine/threonine phosphatase"	AT5G63140.1	CHR09V5|COORD:20942009..20945429|protein phosphatase DCR2, putative, expressed	LOC_Os09g36290.2	" no descriptionweakly similar to ( 196)AT5G63140| Symbols: ATPAP29, PAP29 | ATPAP29/PAP29 (purple acid phosphatase 29); acid phosphatase/ protein serine/threonine phosphatase | chr5:25345463-25346842 FORWARDnot assigned "	misc.acid and other phosphatases	26_13

CUST_79085_PI403524517	2	-0.024752617	0.16701984	0.09933281	0.0019264221	-0.059194565	-0.0019264221	35_22685	"Cluster: NBS-LRR disease resistance protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: NBS-LRR disease resistance protein-like - Oryza sativa (japon"	UniRef90_Q9LG50	"CHR4V7|COORD:16051166..16054009| ADR1-L1 (ADR1-LIKE 1); ATP binding / protein binding"	AT4G33300.2	CHR01V5|COORD:8747873..8752249|protein disease resistance protein RGA2, putative, expressed	LOC_Os01g15580.1	"no descriptionvery weakly similar to (62.4)AT4G33300| Symbols: ADR1-L1 | ADR1-L1 (ADR1-LIKE 1); ATP binding / protein binding | chr4:16051166-16054009 REVERSE"	stress.biotic	20_1

CUST_35032_PI403524517	2	0.015161514	0.18301201	-0.015161514	-0.21270561	-0.6329527	0.102496624	35_10098	"Cluster: Vesicle tethering family protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Vesicle tethering family protein, putative, exp"	UniRef90_Q2QP84	CHR3V7|COORD:10195015..10200896| vesicle tethering family protein	AT3G27530.1	CHR12V5|COORD:21467391..21460372|protein protein transporter, putative, expressed	LOC_Os12g35360.1	no descriptionweakly similar to ( 194)AT3G27530| Symbols:  | vesicle tethering family protein | chr3:10195015-10200896 REVERSEnot assigned	not assigned.no ontology	35_1

CUST_160504_PI403524517	2	0.101462364	0.44855213	0.09477329	-0.20170975	-0.09477234	-0.16260147	35_44790	"Cluster: Hypothetical protein P0686E09.33; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0686E09.33 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5ZDI4	"CHR1V7|COORD:1413868..1416119| ATPDIL2-2 (PDI-LIKE 2-2); thiol-disulfide exchange intermediate"	AT1G04980.1	CHR01V5|COORD:24903707..24902574|protein 3-5 exonuclease eri-1, putative, expressed	LOC_Os01g43080.1	"no descriptionvery weakly similar to (74.3)AT1G04980| Symbols: ATPDIL2-2 | ATPDIL2-2 (PDI-LIKE 2-2); thiol-disulfide exchange intermediate | chr1:1413868-1416119 REVERSEvery weakly similar to (50.8)PDI_HORVUProtein disulfide-isomerase precursor - Hordeum vulgare (Barley)not assigned not assigned not assigned not assigned not assigned PDI_a_P5 PDI_a_family PDI_a_ERp38 Thioredoxin PDI_a_ERp46 PDI_a_MPD1_like PDI_a_PDI_a'_C PDI_a_ERdj5_C PDI_a_QSOX TRX_family PDI_a_PDIR PDI_a_TMX3 KapD"	redox.thioredoxin	21_1

CUST_25923_PI399408534	2	0.27945423	-0.16835785	-0.104792595	0.104792595	-0.7369528	0.22054434	35_43666	"Cluster: Ternary complex factor MIP1-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Ternary complex factor MIP1-like - Oryza sativa (japonica cultivar-g"	UniRef90_Q5Z663	"CHR3V7|COORD:4158221..4160996| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G16750.1); similar to Os06g0704100 [Oryza sativa (japonica"	AT3G13000.2	CHR06V5|COORD:28913946..28909277|protein expressed protein	LOC_Os06g47770.1	no descriptionvery weakly similar to (71.6)AT3G13000| Symbols:  | transcription factor | chr3:4158221-4160825 REVERSE	not assigned.unknown	35_2

CUST_18623_PI399408534	2	0.09613991	-0.37862682	-0.023246765	0.02020073	0.1371088	-0.02020073	35_37201	"Cluster: Os06g0224900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0224900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DDG7	CHR5V7|COORD:25971113..25972288| mitochondrial transcription termination factor-related / mTERF-related	AT5G64950.1	CHR06V5|COORD:6472691..6471167|protein mTERF family protein, expressed	LOC_Os06g12080.1	no descriptionvery weakly similar to (81.3)AT5G64950| Symbols:  | mitochondrial transcription termination factor-related / mTERF-related | chr5:25971113-25972288 FORWARDnot assigned mTERF	RNA.regulation of transcription.unclassified	27_3_99

CUST_28806_PI403524517	2	0.28324795	-0.21711922	-0.062224388	0.062224388	-0.06820297	0.08045387	35_8323	"Cluster: Hypothetical protein OJ1656_E11.132; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1656_E11.132 - Oryza sativa (japonica"	UniRef90_Q8H571	CHR1V7|COORD:9083890..9085221| proline-rich extensin, putative	AT1G26250.1	CHR07V5|COORD:3955494..3956153|protein expressed protein	LOC_Os07g07890.1	no descriptionAtrophin-1	not assigned.unknown	35_2

CUST_154079_PI403524517	2	-0.0053110123	0.22769928	-0.0062646866	-0.062701225	0.02751255	0.005311966	35_43056	"Cluster: Hypothetical protein P0710A02.3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0710A02.3 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q5ZD30		0	CHR01V5|COORD:23416222..23409197|protein hypothetical protein	LOC_Os01g40830.1	no description	not assigned.unknown	35_2

CUST_66614_PI403524517	2	0.010881424	0.5817318	-0.034636497	-0.01088047	-0.04063511	0.07868385	35_19022	"Cluster: Glycohydrolase family protein, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Glycohydrolase family protein, expressed - Oryza sativa (jap"	UniRef90_Q10AR2	CHR2V7|COORD:13553867..13556549| poly (ADP-ribose) glycohydrolase (PARG) family protein	AT2G31865.1	CHR03V5|COORD:35412888..35409217|protein poly, putative	LOC_Os03g62680.1	no descriptionmoderately similar to ( 292)AT2G31870| Symbols: TEJ | TEJ (SANSKRIT FOR 'BRIGHT') | chr2:13557076-13560833 REVERSEnot assigned PARG_cat	protein.degradation	29_5

CUST_5295_PI403524517	2	0.72662544	-1.2821226	-0.6129446	0.62961674	0.14771652	-0.14771652	35_1462	"Cluster: Extracellular calcium sensing receptor; n=2; Oryza sativa|Rep: Extracellular calcium sensing receptor - Oryza sativa (Rice)"	UniRef90_Q6S3G1	"CHR5V7|COORD:7736763..7738415| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G59780.1); similar to Rhodanese-like [Medicago truncatula]"	AT5G23060.1	CHR02V5|COORD:30357876..30356008|protein calcium sensing receptor, putative, expressed	LOC_Os02g49680.1	"no descriptionmoderately similar to ( 313)AT5G23060| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G59780.1); similar to Rhodanese-like [Medicago truncatula] (GB:ABE85110.1); contains InterPro domain Rhodanese-like; (InterPro:IPR001763) | chr5:7736763-7738415 REVERSEnot assigned not assigned not assigned PRK12323 RHOD Tymo_45kd_70kd"	not assigned.unknown	35_2

CUST_26566_PI403524517	2	0.052363396	-0.40675545	-0.030493736	0.030492783	0.20968533	-0.09117508	35_7696	"Cluster: Putative fasciated ear2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative fasciated ear2 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6H6X2	CHR5V7|COORD:26517757..26519013| leucine-rich repeat family protein	AT5G66330.1	CHR02V5|COORD:26048295..26046953|protein receptor-like protein kinase precursor, putative, expressed	LOC_Os02g43250.1	no descriptionmoderately similar to ( 260)AT5G66330| Symbols:  | leucine-rich repeat family protein | chr5:26517757-26519013 REVERSEweakly similar to ( 104)RPK1_IPONIReceptor-like protein kinase precursor - Ipomoea nil (Japanese morning glory) (Pharbitis nil)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned LRR_RI PRK12678 PRK07003 COG4886 PRK12323 HPC2 Herpes_BLLF1 Tymo_45kd_70kd PRK07764	stress.biotic	20_1

CUST_3820_PI399408534	2	-0.04863262	0.45522404	0.096567154	-0.11872578	-0.035022736	0.035021782	35_12084	"Cluster: Putative aldehyde oxidase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative aldehyde oxidase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8LHR9	CHR2V7|COORD:11609030..11614092| AAO3 (ABSCISIC ALDEHYDE OXIDASE 3)	AT2G27150.1	CHR10V5|COORD:2342938..2352880|protein aldehyde oxidase 1, putative, expressed	LOC_Os10g04860.1	" no descriptionmoderately similar to ( 352)AT1G04580| Symbols: ATAO-4, ATAO2, AAO4 | AAO4 (ALDEHYDE OXIDASE 4); aldehyde oxidase | chr1:1252211-1257509 REVERSEmoderately similar to ( 358)ALDO3_ORYSAnot assigned Ald_Xan_dh_C2 XdhB CoxL PRK09970 PRK09800 "	hormone metabolism.abscisic acid.synthesis-degradation	17_1_1

CUST_23200_PI403524517	2	-0.016899109	0.26559258	0.035598755	-0.020720482	0.006511688	-0.006511688	35_6741	"Cluster: FF domain containing protein, expressed; n=2; Oryza sativa|Rep: FF domain containing protein, expressed - Oryza sativa (japonica cultivar-group)"	UniRef90_Q337J6	CHR3V7|COORD:6891856..6897233| FF domain-containing protein / WW domain-containing protein	AT3G19840.1	CHR10V5|COORD:18002175..17991516|protein FF domain containing protein, expressed	LOC_Os10g34380.1	no descriptionmoderately similar to ( 340)AT3G19840| Symbols:  | FF domain-containing protein / WW domain-containing protein | chr3:6891856-6897233 FORWARDnot assigned not assigned not assigned SbcC FF	not assigned.no ontology	35_1

CUST_63817_PI403524517	2	0.071938515	-0.60886383	-0.025261879	0.025260925	-0.06683922	0.03937912	35_18225	"Cluster: Protease-1 (PRT1) protein, putative; n=3; Pneumocystis carinii|Rep: Protease-1 (PRT1) protein, putative - Pneumocystis carinii"	UniRef90_Q6AHT0	CHR5V7|COORD:22830994..22833388| carbonic anhydrase family protein	AT5G56330.1	CHR09V5|COORD:11335336..11331584|protein transposon protein, putative, CACTA, En/Spm sub-class	LOC_Os09g18490.1	no description	not assigned.unknown	35_2

CUST_135899_PI403524517	2	0.03011036	-0.030109406	0.07454491	-0.06993866	0.12742424	-0.042512894	35_38115	Rep: Immunophilin - Zea mays (Maize)	UniRef90_Q5XLE1	"CHR5V7|COORD:25752036..25753216| FKBP12 (FK506-binding protein 12 kD); FK506 binding / peptidyl-prolyl cis-trans isomerase"	AT5G64350.1	CHR02V5|COORD:32013982..32011864|protein peptidyl-prolyl isomerase FKBP12, putative, expressed	LOC_Os02g52290.1	" no descriptionvery weakly similar to (75.1)AT5G64350| Symbols: ATFKBP12, FKBP12 | FKBP12 (FK506-binding protein 12 kD); FK506 binding / peptidyl-prolyl cis-trans isomerase | chr5:25752036-25753216 REVERSEvery weakly similar to (76.3)FKB12_VICFAPeptidyl-prolyl isomerase FKBP12 - Vicia faba (Broad bean)not assigned "	protein.folding	29_6

CUST_27804_PI403524517	2	0.5460739	-0.0010676384	0.0010671616	-0.12761259	0.087222576	-0.09436798	35_8039	"Cluster: Putative pectin methylesterase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative pectin methylesterase - Oryza sativa (japonica cultivar-group"	UniRef90_Q8LJK2	CHR5V7|COORD:3032447..3034365| pectinesterase family protein	AT5G09760.1	CHR01V5|COORD:38538648..38533733|protein pectinesterase PPE8B precursor, putative, expressed	LOC_Os01g65790.1	no descriptionweakly similar to ( 157)AT5G09760| Symbols:  | pectinesterase family protein | chr5:3032447-3034365 FORWARDvery weakly similar to (71.2)PME_DAUCAPectinesterase - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pectinesterase Extensin_2 PRK12323 PRK07003 DUF1421 PRK07764 Atrophin-1 Tymo_45kd_70kd DUF1509 APC_basic Herpes_BLLF1 TT_ORF1 PRK12678 PRK05648 HPC2 KAR9 AF-4 Drf_FH1 DUF566 Pneumo_att_G DUF605 PRK08853 FAP PRK10819 GRASP55_65 IER MCPVI TonB DAG1 PRK00708 Herpes_UL32 Herpes_DNAp_acc Gag_spuma PRK03427 PRK10263 Metaviral_G HpaP tatB PRK10905 PRK12495 Totivirus_coat Herpes_TAF50 ETS_PEA3_N PRK06958 PRK09111 PemB PRK09169 DUF1210 Coprinus_mating SMN	cell wall.pectin*esterases.PME	10_8_1

CUST_165443_PI403524517	2	0.030926704	0.4136076	0.034460068	-0.064769745	-0.03092575	-0.257082	35_46104	"Cluster: Putative mitochondrial import receptor subunit TOM20; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative mitochondrial import receptor subunit T"	UniRef90_Q8RZI8	CHR5V7|COORD:16421751..16423053| TOM20-4 (TRANSLOCASE OF OUTER MEMBRANE 20-4)	AT5G40930.1	CHR01V5|COORD:40567656..40571578|protein mitochondrial import receptor subunit TOM20, putative, expressed	LOC_Os01g69250.4	 no descriptionvery weakly similar to (59.7)AT5G40930| Symbols: TOM20, TOM20-4 | TOM20-4 (TRANSLOCASE OF OUTER MEMBRANE 20-4) | chr5:16421751-16423053 FORWARDvery weakly similar to (62.8)TOM20_SOLTUMitochondrial import receptor subunit TOM20 - Solanum tuberosum (Potato)TOM20_plant TT_ORF1 	protein.targeting.mitochondria	29_3_2

CUST_9119_PI403524517	2	0.04790783	-0.91703415	-0.04790783	0.6022568	0.12668991	-0.31560707	35_2556	Rep: Ankyrin domain protein - Nicotiana tabacum (Common tobacco)	UniRef90_Q8H6P9	"CHR4V7|COORD:16839867..16841764| AKR2 (ANKYRIN REPEAT-CONTAINING PROTEIN 2); protein binding"	AT4G35450.1	CHR03V5|COORD:35800455..35803069|protein ankyrin repeat domain-containing protein 2, putative, expressed	LOC_Os03g63480.1	" no descriptionweakly similar to ( 174)AT4G35450| Symbols: AFT, AKR2 | AKR2 (ANKYRIN REPEAT-CONTAINING PROTEIN 2); protein binding | chr4:16839867-16841764 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned ANK PRK12323 Arp Drf_FH1 PRK12678 PRK07764 Atrophin-1 PRK07003 PRK05648 TT_ORF1 Extensin_2 Herpes_UL56 Tymo_45kd_70kd Protamine_P1 DUF1421 eIF-4B STOP "	cell.organisation	31_1

CUST_100199_PI403524517	2	0.18297577	0.5322523	-0.35314322	-0.7144928	2.494309	-0.18297529	35_28605	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_93832_PI403524517	2	0.21620941	-0.5895238	-0.1976695	0.08261585	-0.082615376	0.12066078	35_26829	"Cluster: Os03g0298700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os03g0298700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DSM9	CHR2V7|COORD:16102628..16107929| ITB1 (IRREGULAR TRICHOME BRANCH1)	AT2G38440.1	CHR03V5|COORD:10456079..10449707|protein expressed protein	LOC_Os03g18710.1	 no descriptionvery weakly similar to (80.1)AT2G38440| Symbols: SCAR2, DIS3, WAVE4, ITB1 | ITB1 (IRREGULAR TRICHOME BRANCH1) | chr2:16102628-16107929 FORWARDvery weakly similar to (86.7)SCRL1_ORYSA	cell.organisation	31_1

CUST_10979_PI403524517	2	0.07510471	0.2723465	0.17036629	-0.1423626	-0.07510519	-0.2983923	35_3103	"Cluster: Hypothetical protein OJ1003_C09.7-1; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1003_C09.7-1 - Oryza sativa (japonica"	UniRef90_Q652Q6	CHR5V7|COORD:1505462..1506941| nucleic acid binding	AT5G05100.1	CHR09V5|COORD:22682047..22687418|protein nucleic acid binding protein, putative, expressed	LOC_Os09g39462.3	no descriptionweakly similar to ( 145)AT3G10770| Symbols:  | nucleic acid binding | chr3:3372466-3374031 REVERSEnot assigned encore_like_R3H	not assigned.unknown	35_2

CUST_21361_PI403524517	2	-0.06962776	-0.25384808	0.27361202	0.28786278	0.057756424	-0.05775547	35_6199	"Cluster: Putative PrMC3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative PrMC3 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ZDG3	"CHR1V7|COORD:17420063..17421736| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G48700.1); similar to CXE carboxylesterase [Malus pumila]"	AT1G47480.1	CHR08V5|COORD:23285897..23287365|protein gibberellin receptor GID1L2, putative, expressed	LOC_Os08g37060.1	"no descriptionvery weakly similar to (59.7)AT1G47480| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G48700.1); similar to CXE carboxylesterase [Malus pumila] (GB:ABB89003.1); contains InterPro domain Esterase/lipase/thioesterase; (InterPro:IPR000379); contains InterPro domain Alpha/beta hydrolase fold-3; (InterPro:IPR013094) | chr1:17420063-17421736 FORWARDnot assigned"	not assigned.no ontology	35_1

CUST_106725_PI403524517	2	0.11536312	0.3602028	-0.18868446	-0.016839027	-0.0833416	0.016839981	35_30372	"Cluster: Hypothetical protein P0046E05.12; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0046E05.12 - Oryza sativa (japonica cultivar-g"	UniRef90_Q943H0	"CHR5V7|COORD:3676748..3678947| similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAT07560.1); contains InterPro domain Protein of"	AT5G11500.1	CHR01V5|COORD:31784397..31780181|protein coiled-coil domain-containing protein 25, putative, expressed	LOC_Os01g54670.1	"no descriptionmoderately similar to ( 230)AT5G11500| Symbols:  | similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAT07560.1); contains InterPro domain Protein of unknown function DUF814; (InterPro:IPR008532) | chr5:3676748-3678947 FORWARDnot assigned DUF814 COG1293"	not assigned.unknown	35_2

CUST_9139_PI404877155	2	0.006959915	0.12486076	-0.045022964	-0.0015830994	-0.08797836	0.001584053	Contig2924_s_at	aldehyde dehydrogenase [Oryza sativa] dbj|BAD36150.1| aldehyde dehydrogenase [Oryza sativa (japonica cultivar-group)]	AAG43027.1	aldehyde dehydrogenase, putative / antiquitin, putative	At1g54100.1	protein aldehyde dehydrogenase	Os09g26880	aldehyde dehydrogenase	fermentation.aldehyde dehydrogenase	5_10

CUST_179455_PI403524517	2	-0.08646488	0.60169697	-0.036349297	-0.09957504	0.44663048	0.03635025	35_49911	"Cluster: Hypothetical protein OSJNBa0011N12.31; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0011N12.31 - Oryza sativa (japonica"	UniRef90_Q6K503		0	CHR02V5|COORD:8455935..8453871|protein F-box domain containing protein, expressed	LOC_Os02g15160.1	no description	not assigned.unknown	35_2

CUST_67900_PI403524517	2	-0.012518883	-0.41261196	-0.10620022	0.012518883	0.042964935	0.02310276	35_19400	"Cluster: Os05g0154700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0154700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DKM5	"CHR3V7|COORD:5662666..5667267| ATKINESIN-13A/KINESIN-13A; microtubule motor"	AT3G16630.2	CHR05V5|COORD:3181060..3192134|protein ATP binding protein, putative, expressed	LOC_Os05g06280.2	" no descriptionmoderately similar to ( 348)AT3G16630| Symbols: ATKINESIN-13A, KINESIN-13A | ATKINESIN-13A/KINESIN-13A; microtubule motor | chr3:5662666-5667267 REVERSEvery weakly similar to (80.1)FLA10_CHLREKinesin-like protein FLA10 - Chlamydomonas reinhardtiinot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned KISc_KIF2_like Kinesin KISc KISc KISc_KIP3_like KISc_C_terminal KISc_KIF4 KIP1 KISc_CENP_E KISc_KIF1A_KIF1B KISc_KIF3 KISc_BimC_Eg5 KISc_KIF9_like KISc_KHC_KIF5 KISc_KID_like KISc_KIF23_like KISc_KLP2_like Motor_domain "	cell.organisation	31_1

CUST_131682_PI403524517	2	0.10726452	0.7374306	-0.03508854	-0.13164234	-0.082681656	0.03508854	35_36983	0	0		0	CHR02V5|COORD:726578..734046|protein expressed protein	LOC_Os02g02250.1	no description	not assigned.unknown	35_2

CUST_27175_PI403524517	2	0.20115805	0.5541587	0.15700483	-0.71201515	-0.38485193	-0.15700483	35_7870	"Cluster: Mannitol transporter, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Mannitol transporter, putative, expressed - Oryza sativa"	UniRef90_Q10QG5	"CHR3V7|COORD:6489006..6491215| ATPLT5 (POLYOL TRANSPORTER 5); D-ribose transporter/ D-xylose transporter/ carbohydrate transporter/ galactose"	AT3G18830.1	CHR03V5|COORD:5077357..5079808|protein polyol transporter protein 4, putative, expressed	LOC_Os03g10090.1	"no descriptionmoderately similar to ( 231)AT3G18830| Symbols: ATPLT5 | ATPLT5 (POLYOL TRANSPORTER 5); D-ribose transporter/ D-xylose transporter/ carbohydrate transporter/ galactose transporter/ glucose transporter/ glycerol transporter/ hydrogen:sugar symporter/ mannitol transporter/ monosaccharide transporter/ myo-inositol | chr3:6489006-6491215 REVERSEvery weakly similar to (77.4)STC_RICCOSugar carrier protein C - Ricinus communis (Castor bean)not assigned not assigned not assigned Sugar_tr xylE PRK12323"	transporter.sugars	34_2

CUST_101817_PI403524517	2	0.1818924	-0.5411625	-0.03312111	0.033122063	0.5372906	-0.29704857	35_29050	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_53193_PI403524517	2	0.008929253	0.41003418	0.2833891	-0.043231964	-0.17126083	-0.008929253	35_15141	"Cluster: Nup133 nucleoporin family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Nup133 nucleoporin family protein, expressed - Oryza sat"	UniRef90_Q10PQ6	0	0	CHR03V5|COORD:6552313..6559819|protein nucleoporin, putative, expressed	LOC_Os03g12450.1	no description	not assigned.unknown	35_2

CUST_175397_PI403524517	2	-0.11768913	-0.41342783	0.0033774376	-0.0033779144	0.14141846	0.3584919	35_48818	"Cluster: Putative cytochrome P450; n=3; Oryza sativa (japonica cultivar-group)|Rep: Putative cytochrome P450 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q84S04	"CHR1V7|COORD:24124589..24126124| CYP89A7 (cytochrome P450, family 87, subfamily A, polypeptide 7); oxygen binding"	AT1G64930.1	CHR06V5|COORD:12968112..12966303|protein cytochrome P450 89A2, putative, expressed	LOC_Os06g22340.1	" no descriptionweakly similar to ( 133)AT1G64930| Symbols: CYP89A7 | CYP89A7 (cytochrome P450, family 87, subfamily A, polypeptide 7); oxygen binding | chr1:24124589-24126124 FORWARDvery weakly similar to (98.6)C77A1_SOLMECytochrome P450 77A1 - Solanum melongena (Eggplant) (Aubergine)not assigned not assigned not assigned not assigned not assigned p450 CypX "	misc.cytochrome P450	26_10

CUST_36991_PI403524517	2	0.7189059	-0.25948334	0.24773502	-0.04643917	-0.105098724	0.046438694	35_10658	"Cluster: At5g50300; n=1; Oryza sativa (japonica cultivar-group)|Rep: At5g50300 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53MW1	CHR5V7|COORD:20483718..20485310| xanthine/uracil/vitamin C permease family protein	AT5G50300.1	CHR11V5|COORD:13161296..13163291|protein transmembrane transport protein-like, putative, expressed	LOC_Os11g24060.1	no descriptionweakly similar to ( 166)AT5G50300| Symbols:  | xanthine/uracil/vitamin C permease family protein | chr5:20483718-20485310 REVERSECOG2252	transport.misc	34_99

CUST_26748_PI399408534	2	0.016191483	0.01085186	-0.010850906	0.0784111	-0.1744461	-0.09507847	35_31615	"Cluster: Extra sporogenous cells-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Extra sporogenous cells-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q9AWX9	CHR2V7|COORD:18698813..18701540| leucine-rich repeat transmembrane protein kinase, putative	AT2G45340.1	CHR01V5|COORD:22668325..22664193|protein ATP binding protein, putative, expressed	LOC_Os01g39600.1	 no descriptionweakly similar to ( 107)AT2G45340| Symbols:  | leucine-rich repeat transmembrane protein kinase, putative | chr2:18698813-18701540 FORWARD	signalling.receptor kinases.leucine rich repeat IV	30_2_4

CUST_80834_PI403524517	2	0.009654045	-0.17503738	0.05573654	-0.009654045	0.34114265	-0.0366621	35_23183	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_50385_PI403524517	2	0.0038194656	-0.36918736	0.06768799	-0.0038194656	-0.058128357	0.038075447	35_14375	"Cluster: Methionine synthase 2 enzyme; n=9; Poaceae|Rep: Methionine synthase 2 enzyme - Hordeum vulgare (Barley)"	UniRef90_Q4LB12	"CHR5V7|COORD:5935773..5939197| ATCIMS (COBALAMIN-INDEPENDENT METHIONINE SYNTHASE); 5-methyltetrahydropteroyltriglutamate-homocysteine"	AT5G17920.1	CHR12V5|COORD:26611356..26617873|protein 5-methyltetrahydropteroyltriglutamate--homocysteine methyltransferase, putative, expressed	LOC_Os12g42876.2	 no descriptionnearly identical (1255)AT5G17920| Symbols: ATMETS, ATMS1, ATCIMS | ATCIMS (COBALAMIN-INDEPENDENT METHIONINE SYNTHASE) | chr5:5935773-5939197 FORWARDnearly identical (1259)METE_CATRO5-methyltetrahydropteroyltriglutamate--homocysteine methyltransferase - Catharanthus roseus (Rosy periwinkle) (Madagascar periwinkle)not assigned not assigned PRK05222 CIMS_N_terminal_like Meth_synt_2 MetE Meth_synt_1 CIMS_C_terminal_like PRK04326 CIMS_like URO-D_CIMS_like PRK00957 PRK09121 PRK01207 PRK06233 	amino acid metabolism.synthesis.aspartate family.methionine	13_1_3_4

CUST_59521_PI403524517	2	0.07333374	-0.11648083	0.013380051	-0.013380051	-0.013380051	0.09702778	35_16972	"Cluster: Unknow protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Unknow protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5W7C2	"CHR2V7|COORD:15030163..15030333| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G25225.1); similar to Os08g0156000 [Oryza sativa (japonica"	AT2G35736.1	CHR05V5|COORD:964296..966546|protein expressed protein	LOC_Os05g02740.1	"no descriptionvery weakly similar to (55.1)AT4G25225| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G35736.1); similar to Os05g0118800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001054478.1); similar to Os07g0239500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001059260.1); similar to Os02g0279800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001046552.1) | chr4:12923096-12923266 REVERSE"	not assigned.unknown	35_2

CUST_70337_PI403524517	2	0.014623642	-0.59910774	-0.14790344	0.009793282	-0.009794235	0.17194939	35_20144	Rep: Starch synthase IV - Triticum aestivum (Wheat)	UniRef90_Q1KVP6	CHR4V7|COORD:10082232..10087055| starch synthase-related protein	AT4G18240.1	CHR05V5|COORD:26402544..26410849|protein glycogen synthase, putative, expressed	LOC_Os05g45720.2	 no descriptionweakly similar to ( 162)AT4G18240| Symbols: ATSS4, SSIV | starch synthase-related protein | chr4:10082232-10087055 FORWARDvery weakly similar to (95.1)SSY3_SOLTUSoluble starch synthase 3, chloroplast precursor - Solanum tuberosum (Potato)glgA GlgA 	major CHO metabolism.synthesis.starch.starch synthase	2_1_2_2

CUST_62259_PI403524517	2	-0.3564086	0.017078876	0.3405447	-0.13687086	-0.017078876	0.4512849	35_17752	Rep: Protein BRICK1 - Zea mays (Maize)	UniRef90_Q8RW98	CHR2V7|COORD:9630363..9631018| BRK1/HSPC300 (BRICK1)	AT2G22640.1	CHR02V5|COORD:35675461..35673952|protein protein BRICK1, putative, expressed	LOC_Os02g58320.1	 no descriptionweakly similar to ( 116)AT2G22640| Symbols: HSPC300, BRK1 | BRK1/HSPC300 (BRICK1) | chr2:9630363-9631018 FORWARDweakly similar to ( 132)BRK1_ORYSA	not assigned.no ontology	35_1

CUST_178926_PI403524517	2	0.30285835	0.51340675	-0.020348549	0.020348072	-0.27746677	-0.40590763	35_49766	0	0		0	CHR09V5|COORD:21856391..21858508|protein HMG1/2-like protein, putative, expressed	LOC_Os09g37910.4	no description	not assigned.unknown	35_2

CUST_130688_PI403524517	2	0.007170677	0.30941296	0.15975952	-0.007170677	-0.11213493	-0.13090801	35_36700	Rep: OSJNBb0034I13.8 protein - Oryza sativa (Rice)	UniRef90_Q7XND1	CHR3V7|COORD:3381853..3384232| zinc finger (C3HC4-type RING finger) family protein	AT3G10810.1	CHR04V5|COORD:32168038..32164845|protein nucleolin, putative, expressed	LOC_Os04g54430.1	no description	not assigned.unknown	35_2

CUST_151932_PI403524517	2	0.011943817	0.2711215	0.023060799	-0.17680168	-0.01194334	-0.1109972	35_42475	"Cluster: Hypothetical protein P0046E05.35; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0046E05.35 - Oryza sativa (japonica cultivar-g"	UniRef90_Q943F5	CHR4V7|COORD:16466012..16468752| protein kinase family protein	AT4G34440.1	CHR01V5|COORD:31877503..31879900|protein F-box domain containing protein, expressed	LOC_Os01g54850.1	no description	not assigned.unknown	35_2

CUST_100828_PI403524517	2	0.20107985	-0.29281235	-0.12820005	0.07385206	-0.07385206	0.5317559	35_28775	"Cluster: Peptidase C14, caspase catalytic subunit p20 precursor; n=1; Rhodopseudomonas palustris BisB18|Rep: Peptidase C14, caspase catalytic subunit p20 precur"	UniRef90_Q212G2	CHR1V7|COORD:26559818..26562657| protein kinase, putative	AT1G70460.1	CHR12V5|COORD:6108924..6103451|protein transposon protein, putative, CACTA, En/Spm sub-class	LOC_Os12g11330.1	no descriptionnot assigned Atrophin-1	not assigned.unknown	35_2

CUST_56658_PI403524517	2	-0.1427927	-0.030035019	-0.11814976	0.047780037	0.042824745	0.030035019	35_16138	"Cluster: Probable voltage-gated potassium channel subunit beta (K(+) channel subunit beta); n=2; Oryza sativa|Rep: Probable voltage-gated potassium channel subu"	UniRef90_Q40648	"CHR1V7|COORD:1313661..1315419| KAB1 (POTASSIUM CHANNEL BETA SUBUNIT); potassium channel"	AT1G04690.1	CHR02V5|COORD:35062107..35066743|protein voltage-gated potassium channel beta subunit, putative, expressed	LOC_Os02g57240.1	" no descriptionhighly similar to ( 560)AT1G04690| Symbols: KV-BETA1, KAB1 | KAB1 (POTASSIUM CHANNEL BETA SUBUNIT); potassium channel | chr1:1313661-1315419 FORWARDhighly similar to ( 596)KCAB_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Tas Aldo_ket_red PRK09912 ARA1 PRK10625 COG4989 COG1453 PRK10376 dkgB dkgA DUF566 PRK12323 Pneumo_att_G PRK07003 PRK12678 Herpes_BLLF1 "	transport.potassium	34_15

CUST_77926_PI403524517	2	0.022532463	-0.64774513	-0.10733032	0.0064201355	0.077171326	-0.0064201355	35_22341	"Cluster: Hypothetical protein OJ1582_D10.20; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1582_D10.20 - Oryza sativa (japonica cultiv"	UniRef90_Q6ZL47	CHR4V7|COORD:15259779..15260853| ribosomal protein L28 family protein	AT4G31460.1	CHR07V5|COORD:21577638..21572741|protein 60S ribosomal protein L24, mitochondrial precursor, putative, expressed	LOC_Os07g36090.3	no descriptionweakly similar to ( 171)AT4G31460| Symbols:  | ribosomal protein L28 family protein | chr4:15259779-15260853 REVERSEnot assigned RpmB	protein.synthesis.mito/plastid ribosomal protein.mitochondrial	29_2_1_2

CUST_148691_PI403524517	2	0.026478767	-0.0033726692	-0.11877918	0.022600174	0.0033726692	-0.024187088	35_41599	"Cluster: Putative flowering-time related protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative flowering-time related protein - Oryza sativa (japon"	UniRef90_Q851Y5	CHR1V7|COORD:16816094..16817173| DNA binding / ligand-dependent nuclear receptor	AT1G44191.1	CHR03V5|COORD:35779558..35782709|protein expressed protein	LOC_Os03g63440.1	no descriptionFrigida	not assigned.unknown	35_2

CUST_128438_PI403524517	2	0.3142872	0.1391325	-0.59387016	-0.1391325	-0.6758814	0.24059772	35_36104	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_131721_PI403524517	2	-0.20445013	-0.1766181	0.014611721	-0.014611721	0.07019234	0.6824565	35_36995	Rep: Cellulose synthase-like A3 - Oryza sativa (Rice)	UniRef90_Q7PC75	"CHR5V7|COORD:985909..990086| ATCSLA09 (RESISTANT TO AGROBACTERIUM TRANSFORMATION 4); transferase, transferring glycosyl groups"	AT5G03760.1	CHR06V5|COORD:25230217..25234901|protein CSLA9 - cellulose synthase-like family A, expressed	LOC_Os06g42020.1	" no descriptionmoderately similar to ( 280)AT5G03760| Symbols: CSLA09, ATCSLA9, CSLA9, RAT4, ATCSLA09 | ATCSLA09 (RESISTANT TO AGROBACTERIUM TRANSFORMATION 4); transferase, transferring glycosyl groups | chr5:985909-990086 REVERSECOG1215 bcsA Glycos_transf_2 PRK11204 COG1216 "	cell wall.cellulose synthesis	10_2

CUST_167677_PI403524517	2	0.25268078	-0.08953953	0.023695946	-0.12257576	0.26158714	-0.0236969	35_46706	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q75KA7	"CHR3V7|COORD:18886643..18888322| similar to PRLI-interacting factor-related [Arabidopsis thaliana] (TAIR:AT1G63850.1); similar to PRLI-interacting factor"	AT3G50780.1	CHR03V5|COORD:31792813..31796878|protein protein binding protein, putative, expressed	LOC_Os03g55950.4	"no descriptionweakly similar to ( 125)AT3G50780| Symbols:  | similar to PRLI-interacting factor-related [Arabidopsis thaliana] (TAIR:AT1G63850.1); similar to PRLI-interacting factor G-like protein [Oryza sativa (japonica cultivar-group)] (GB:BAC83795.1); similar to Os03g0769400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001051395.1); similar to Os07g0123500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001058798.1); contains domain POZ domain (SSF54695) | chr3:18886643-18888322 REVERSE"	not assigned.no ontology	35_1

CUST_4533_PI404877155	2	-0.6968956	-0.72309065	0.06763935	0.32364178	0.4344635	-0.06763983	Contig15527_at	mitogen-activated protein kinase [Triticum aestivum]	AAO16559.1	protein kinase family protein	At5g58350.1	protein mitogen-activated protein kinase	Os12g02250	NONE	signalling.MAP kinases	30_6

CUST_16032_PI404877155	2	-0.0089120865	0.30931282	0.00891304	-0.046574593	0.009530067	-0.023815155	Contig9906_at	Ras-related protein RGP2 (GTP-binding regulatory protein RGP2) pir||S30273 GTP-binding protein rgp2 - rice	Q40723	Ras-related protein (RAB11A) / small GTP-binding protein, putative	At3g46830.1	protein Ras family, putative	Os05g20050	Ras-related protein RGP2 (GTP-binding regulatory protein RGP2) pir	signalling.G-proteins	30_5

CUST_20911_PI403524517	2	-2.2079568	-0.12285662	0.82080555	0.34136963	-0.099321365	0.09932184	35_6071	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_8799_PI403524517	2	-0.19285965	0.11207676	0.07191086	-0.007426262	-0.17464924	0.007425308	35_2468	"Cluster: Hypothetical protein P0486C01.18; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0486C01.18 - Oryza sativa (japonica cultivar-g"	UniRef90_Q65WV7	CHR2V7|COORD:16093990..16097125| VHS domain-containing protein / GAT domain-containing protein	AT2G38410.1	CHR05V5|COORD:23268688..23273328|protein protein transporter, putative, expressed	LOC_Os05g39760.1	no descriptionmoderately similar to ( 290)AT2G38410| Symbols:  | VHS domain-containing protein / GAT domain-containing protein | chr2:16093990-16097125 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned VHS GAT VHS VHS_GGA VHS_Hrs_Vps27p VHS_Tom1 DUF1421 Atrophin-1 VHS	cell. vesicle transport	31_4

CUST_88617_PI403524517	2	0.15915012	-0.49345493	-0.106230736	-0.0652895	0.17020226	0.065289974	35_25363	"Cluster: F-box domain containing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: F-box domain containing protein - Oryza sativa (japonica cultivar-gro"	UniRef90_Q10L74	0	0	CHR03V5|COORD:13742241..13743712|protein F-box domain containing protein	LOC_Os03g24200.1	no description	not assigned.unknown	35_2

CUST_99621_PI403524517	2	0.14146042	-0.45644665	-0.111904144	0.09653854	0.13485336	-0.0965395	35_28437	"Cluster: Chloroplast processing enzyme-like protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Chloroplast processing enzyme-like protein - Oryza sativa"	UniRef90_Q5JKR1	CHR5V7|COORD:22964132..22969802| peptidase M16 family protein / insulinase family protein	AT5G56730.1	CHR01V5|COORD:21485937..21494424|protein peptidase M16 inactive domain containing protein, expressed	LOC_Os01g37825.1	no descriptionmoderately similar to ( 236)AT5G56730| Symbols:  | peptidase M16 family protein / insulinase family protein | chr5:22964132-22969802 REVERSEnot assigned PqqL	protein.degradation.metalloprotease	29_5_7

CUST_51355_PI403524517	2	0.033798218	-0.09282303	-0.08249855	-0.0055332184	0.0800724	0.005531311	35_14637	Rep: Ribosomal protein L11 - Triticum aestivum (Wheat)	UniRef90_Q5I7L2	"CHR2V7|COORD:17798871..17800023| RPL16A (ribosomal protein large subunit 16A); structural constituent of ribosome"	AT2G42740.1	CHR02V5|COORD:7676811..7687506|protein 60S ribosomal protein L11-1, putative, expressed	LOC_Os02g14059.1	no descriptionmoderately similar to ( 301)AT5G45775| Symbols:  | 60S ribosomal protein L11 (RPL11D) | chr5:18582508-18583723 REVERSEmoderately similar to ( 308)RL11_ORYSAnot assigned rpl5p RplE Ribosomal_L5_C rplE Ribosomal_L5 rpl5	protein.synthesis.misc ribososomal protein	29_2_2

CUST_161245_PI403524517	2	0.4494362	0.19909382	0.16501045	-0.53575706	-0.6560755	-0.1650095	35_44986	"Cluster: Os05g0427200 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os05g0427200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DI03	CHR1V7|COORD:12124418..12126032| galactosyltransferase family protein	AT1G33430.1	CHR05V5|COORD:20864958..20861600|protein beta-1,3-galactosyltransferase sqv-2, putative, expressed	LOC_Os05g35266.3	no descriptionvery weakly similar to (83.2)AT1G33430| Symbols:  | galactosyltransferase family protein | chr1:12124418-12126032 REVERSEnot assigned	protein.glycosylation	29_7

CUST_7471_PI399408534	2	0.13200092	0.41917992	-0.13347673	-0.13200045	-0.4722824	0.1980071	35_25653	"Cluster: Zinc finger (CCCH-type) protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Zinc finger (CCCH-type) protein-like - Oryza sativa (japonica cu"	UniRef90_Q5N7H4	CHR2V7|COORD:7871583..7874399| PHD finger family protein / SWIB complex BAF60b domain-containing protein / GYF domain-containing protein	AT2G18090.1	CHR05V5|COORD:20553196..20560169|protein retrotransposon protein, putative, Ty3-gypsy subclass, expressed	LOC_Os05g34780.1	no descriptionweakly similar to ( 111)AT2G18090| Symbols:  | PHD finger family protein / SWIB complex BAF60b domain-containing protein / GYF domain-containing protein | chr2:7871583-7874399 FORWARDnot assigned	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_4471_PI403524517	2	0.036345482	1.4030771	-0.036345482	-0.30333614	-0.2764473	0.19011784	35_1234	Rep: Hypersensitive-induced response protein - Zea mays (Maize)	UniRef90_Q9M582	CHR5V7|COORD:25218546..25219761| band 7 family protein	AT5G62740.1	CHR05V5|COORD:29408904..29403455|protein hypersensitive-induced response protein, putative, expressed	LOC_Os05g51420.2	no descriptionmoderately similar to ( 491)AT5G62740| Symbols:  | band 7 family protein | chr5:25218546-25219761 FORWARDnot assigned Band_7_4 Band_7 HflC Band_7_stomatin_like PHB Band_7 Band_7_HflK Band_7_HflC Band_7_prohibitin	not assigned.no ontology	35_1

CUST_63646_PI403524517	2	-1.5334244	-0.075469494	0.075469494	0.39884853	0.22012472	-0.6347585	35_18171	Rep: Os09g0106700 protein - Oryza sativa (japonica cultivar-group)	UniRef90_Q0J3I9	CHR4V7|COORD:7758606..7760888| leucine-rich repeat family protein / extensin family protein	AT4G13340.1	CHR09V5|COORD:657374..655442|protein sucrose responsive element binding protein, putative, expressed	LOC_Os09g01960.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK05648 Drf_FH1 PRK07764 PRK12323 PRK07003 Atrophin-1 Extensin_2 FAP DUF1421 PRK10819 DUF1210 tatB Amelogenin DUF605	not assigned.unknown	35_2

CUST_22354_PI403524517	2	-9.918213E-4	0.39148045	0.14459419	-0.13243008	9.908676E-4	-0.15858841	35_6494	"Cluster: 60S ribosomal protein L18A-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: 60S ribosomal protein L18A-like - Oryza sativa (japonica cultivar-gro"	UniRef90_Q5QLQ3	"CHR1V7|COORD:5840451..5841529| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G53560.1); similar to Os01g0667100 [Oryza sativa (japonica"	AT1G17080.1	CHR01V5|COORD:27600779..27598232|protein 60S ribosomal protein L18A, putative, expressed	LOC_Os01g47680.1	" no descriptionvery weakly similar to (69.3)AT1G17080| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G53560.1); similar to Os01g0667100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001043806.1); similar to Os05g0564800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001056334.1); similar to Os01g0242900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001042559.1); contains domain 60S RIBOSOMAL PROTEIN L18A (PTHR10052); contains domain 60S RIBOSOMAL PROTEIN L18A, PLANT (PTHR10052:SF2) | chr1:5840451-5841529 REVERSEnot assigned not assigned not assigned DUF1421 "	not assigned.unknown	35_2

CUST_132065_PI403524517	2	-0.14260387	-0.38609982	0.038737297	-0.038736343	0.11730766	0.043949127	35_37091	"Cluster: Hypothetical protein OSJNBa0016I09.9; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0016I09.9 - Oryza sativa (japonica cu"	UniRef90_Q8LRJ4	"CHR3V7|COORD:5018282..5020111| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G05480.1); similar to Peptide-N4-(N-acetyl-beta-glucosaminyl)aspara"	AT3G14920.1	CHR01V5|COORD:5827634..5825355|protein peptide-N4-asparagine amidase A, putative, expressed	LOC_Os01g10930.1	"no descriptionvery weakly similar to (80.9)AT3G14920| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G05480.1); similar to Peptide-N4-(N-acetyl-beta-glucosaminyl)aspara (GB:P81898) | chr3:5018282-5020111 FORWARD"	not assigned.unknown	35_2

CUST_92729_PI403524517	2	-0.37880516	-0.16697788	-0.57208633	0.16697788	0.22109604	0.44826603	35_26515	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_8246_PI404877155	2	0.029904366	0.39738274	0.020523071	-0.03813553	-0.029250145	-0.020523071	Contig24334_at	0	0	0	0	0	0	"phosphoinositide-specific phospholipase C family protein, contains Pfam profile: PF00388 phosphatidylinositol-specific phospholipase C or  similar to phosphoinositide-specific phospholipase C family protein [Arabidopsis thaliana] (TAIR:At2g40116.1); simil"	signalling.phosphinositides	30_4

CUST_94762_PI403524517	2	-2.203329	-1.726676	-2.3323708	1.8905582	1.726676	2.0548677	35_27086	Rep: Hypothetical protein - Frankia sp. EAN1pec	UniRef90_Q3VZR0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_70188_PI403524517	2	-0.03792286	-0.5730629	0.034971237	0.028075218	0.15988827	-0.028076172	35_20091	Rep: OSIGBa0115K01-H0319F09.23 protein - Oryza sativa (Rice)	UniRef90_Q01HM9	"CHR5V7|COORD:7903233..7903781| FTRA1 (ferredoxin/thioredoxin reductase subunit A (variable subunit) 1); ferredoxin:thioredoxin reductase"	AT5G23440.1	CHR04V5|COORD:26213165..26212295|protein ferredoxin-thioredoxin reductase, variable chain, putative, expressed	LOC_Os04g44650.1	" no descriptionvery weakly similar to (91.3)AT5G23440| Symbols: FTRA1 | FTRA1 (ferredoxin/thioredoxin reductase subunit A (variable subunit) 1); ferredoxin:thioredoxin reductase | chr5:7903233-7903781 REVERSEweakly similar to ( 123)FTRV_MAIZEFerredoxin-thioredoxin reductase, variable chain - Zea mays (Maize)not assigned FeThRed_A "	redox.thioredoxin	21_1

CUST_30512_PI403524517	2	0.053629875	-0.34457874	-0.19373894	0.018356323	-0.018356323	0.12633085	35_8807	0	0	CHR1V7|COORD:17885804..17887523| F-box family protein	AT1G48400.1	0	0	no description	not assigned.unknown	35_2

CUST_9464_PI403524517	2	0.09219074	-0.15428066	-0.021980286	0.027393341	0.021980286	-0.10976505	35_2661	"Cluster: Hypothetical protein P0408G07.31; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0408G07.31 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5N8G7	CHR4V7|COORD:6406547..6407132| glycine-rich protein	AT4G10330.1	CHR01V5|COORD:38847108..38844351|protein expressed protein	LOC_Os01g66320.1	no descriptionnot assigned not assigned not assigned PRK12323	not assigned.unknown	35_2

CUST_7314_PI403524517	2	-0.27999306	-0.21638203	0.14627552	0.39492893	0.010812759	-0.010812759	35_2031	"Cluster: Putative mono-or diacylglycerol acyltransferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative mono-or diacylglycerol acyltransferase - Ory"	UniRef90_Q69PT1	CHR3V7|COORD:19121718..19123497| diacylglycerol acyltransferase family	AT3G51520.1	CHR06V5|COORD:12808624..12811496|protein diacylglycerol O-acyltransferase 1, putative, expressed	LOC_Os06g22080.1	no descriptionmoderately similar to ( 363)AT3G51520| Symbols:  | diacylglycerol acyltransferase family | chr3:19121718-19123497 FORWARDnot assigned DAGAT PlsC	not assigned.no ontology	35_1

CUST_68126_PI403524517	2	0.2571268	0.24861431	0.014977455	-0.027799606	-0.03975296	-0.014978409	35_19469	"Cluster: Pentatricopeptide, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Pentatricopeptide, putative, expressed - Oryza sativa (japonic"	UniRef90_Q338A4	"CHR4V7|COORD:15403026..15406364| PGR3 (PROTON GRADIENT REGULATION 3); binding"	AT4G31850.1	CHR10V5|COORD:14571534..14567745|protein PGR3, putative, expressed	LOC_Os10g28600.1	"no descriptionmoderately similar to ( 362)AT4G31850| Symbols: PGR3 | PGR3 (PROTON GRADIENT REGULATION 3); binding | chr4:15403026-15406364 FORWARDweakly similar to ( 177)RF1_ORYSAPPR"	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_1446_PI404877155	2	-0.33472347	-0.66829395	-0.020244598	0.2640934	0.32186794	0.020243645	Contig11568_at	hypothetical protein 2 [imported] - rice gb|AAC72848.1| unknown [Oryza sativa]	T51588	plant-specific transcription factor YABBY family protein	At2g26580.1	protein putative yabby protein	Os03g44710	gi|11280864|pir||T51588 hypothetical protein 2	RNA.regulation of transcription.C2C2(Zn) YABBY family	27_3_10

CUST_95841_PI403524517	2	0.12234688	-0.3606081	0.040953636	-0.106248856	0.25234032	-0.040953636	35_27385	"Cluster: Os05g0534100 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0534100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DGG2	"CHR3V7|COORD:7913188..7918886| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G63180.1); similar to Os07g0571100 [Oryza sativa (japonica cultivar-gr"	AT3G22380.1	CHR05V5|COORD:26424397..26426626|protein acid phosphatase/vanadium-dependent haloperoxidase related, putative, expressed	LOC_Os05g45770.1	no description	not assigned.unknown	35_2

CUST_71481_PI403524517	2	0.12911415	-0.36027336	-0.06727314	-0.025444984	0.058576584	0.025444984	35_20483	Rep: ZCW7 protein - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q9SLT8	CHR1V7|COORD:21893592..21895575| ZCW7	AT1G59600.1	CHR07V5|COORD:23810811..23807167|protein ZCW7, putative, expressed	LOC_Os07g39730.1	no descriptionmoderately similar to ( 275)AT1G59600| Symbols: ZCW7 | ZCW7 | chr1:21893592-21895575 REVERSEnot assigned	not assigned.no ontology	35_1

CUST_49001_PI403524517	2	0.09198952	-0.08630371	-0.03483963	0.034837723	0.053066254	-0.03745079	35_13989	Rep: Histone H2B.2 - Triticum aestivum (Wheat)	UniRef90_P05621	CHR3V7|COORD:16924599..16925036| histone H2B, putative	AT3G46030.1	CHR01V5|COORD:2845932..2841231|protein core histone H2A/H2B/H3/H4 family protein, expressed	LOC_Os01g05970.1	 no descriptionweakly similar to ( 102)AT1G07790| Symbols:  | histone H2B, putative | chr1:2413046-2413492 FORWARDweakly similar to ( 138)H2B2_WHEATHistone H2B.2 - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned H2B TT_ORF1 Protamine_P1 	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_3935_PI404877155	2	-0.005207062	0.33661652	0.005207062	-0.161829	-0.032719612	0.056239128	Contig14561_at	unnamed protein product [Oryza sativa (japonica cultivar-group)]	BAA88197.1	far-red impaired responsive protein, putative	At2g27110.1	protein transposon protein, putative, unclassified	Os02g18370	NONE	signalling.light	30_11

CUST_7442_PI399408534	2	-1.340208	0.85028934	-0.036423683	-0.022426605	0.022426605	0.2180605	35_5037	Rep: H0522A01.1 protein - Oryza sativa (Rice)	UniRef90_Q25AC9	"CHR2V7|COORD:17998385..17999032| MSS3 (MULTICOPY SUPPRESSORS OF SNF4 DEFICIENCY IN YEAST 3); calcium ion binding"	AT2G43290.1	CHR04V5|COORD:24421288..24422481|protein calmodulin, putative, expressed	LOC_Os04g41540.1	"no descriptionweakly similar to ( 169)AT3G07490| Symbols: AGD11 | AGD11 (ARF-GAP DOMAIN 11); calcium ion binding | chr3:2391195-2391656 FORWARDvery weakly similar to (79.7)CAST_SOLTUCalcium-binding protein CAST - Solanum tuberosum (Potato)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned FRQ1 EFh PRK12323 PRK12678 PRK07003 PRK07764"	signalling.calcium	30_3

CUST_58792_PI403524517	2	-0.025123596	0.27348518	-7.7724457E-4	0.093253136	7.7819824E-4	-0.018192291	35_16776	Rep: Light induced protein like protein - Oryza sativa (japonica cultivar-group)	UniRef90_Q7XIT4	"CHR4V7|COORD:11791455..11792650| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G14695.1); similar to Os08g0344300 [Oryza sativa (japonica"	AT4G22310.1	CHR07V5|COORD:15423519..15419990|protein brain protein 44, putative, expressed	LOC_Os07g26700.1	"no descriptionweakly similar to ( 196)AT4G22310| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G14695.1); similar to Os08g0344300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001061597.1); similar to Os07g0449100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001059546.1); similar to Protein of unknown function UPF0041 [Medicago truncatula] (GB:ABD28486.1); contains InterPro domain Protein of unknown function UPF0041; (InterPro:IPR005336) | chr4:11791455-11792650 FORWARDnot assigned not assigned UPF0041"	not assigned.unknown	35_2

CUST_71254_PI403524517	2	0.029500961	-0.7563162	-0.14905739	-0.029500961	0.07652664	0.19967556	35_20413	Rep: Expansin-B17 precursor - Oryza sativa (Rice)	UniRef90_Q7X6J9	CHR4V7|COORD:14000452..14001951| ATEXPB3 (ARABIDOPSIS THALIANA EXPANSIN B3)	AT4G28250.1	CHR02V5|COORD:25646463..25653115|protein beta-expansin 3 precursor, putative, expressed	LOC_Os02g42650.1	 no descriptionmoderately similar to ( 203)AT4G28250| Symbols: EXPB3, ATHEXP BETA 1.6, ATEXPB3 | ATEXPB3 (ARABIDOPSIS THALIANA EXPANSIN B3) | chr4:14000452-14001951 REVERSEmoderately similar to ( 217)EXB17_ORYSAPollen_allerg_1 	cell wall.modification	10_7

CUST_73038_PI403524517	2	0.104393005	0.5767927	-0.038576126	-0.058691025	-0.12183285	0.03857708	35_20940	"Cluster: Os01g0579800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0579800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JLR3	"CHR1V7|COORD:20582143..20583470| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G19530.1); similar to Os01g0579800 [Oryza sativa (japonica"	AT1G55160.1	CHR01V5|COORD:22762869..22765239|protein expressed protein	LOC_Os01g39780.1	"no descriptionvery weakly similar to (67.8)AT1G55160| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G19530.1); similar to Os01g0579800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001043401.1); similar to Os05g0593200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001056501.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD44963.1) | chr1:20582143-20583470 FORWARDnot assigned"	not assigned.unknown	35_2

CUST_84621_PI403524517	2	0.04646778	0.98230076	-0.3365221	-0.04646778	-0.0888443	0.1267519	35_24248	"Cluster: Putative ripening regulated protein DDTFR18; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ripening regulated protein DDTFR18 - Oryza sativ"	UniRef90_Q8H3W4	CHR3V7|COORD:8448442..8450656| MATE efflux family protein	AT3G23550.1	CHR07V5|COORD:443413..438728|protein transparent testa 12 protein, putative, expressed	LOC_Os07g01750.1	"no descriptionweakly similar to ( 114)AT3G23560| Symbols: ALF5 | ALF5 (ABERRANT LATERAL ROOT FORMATION 5); antiporter/ transporter | chr3:8454368-8456595 REVERSEnot assigned NorM MatE PRK01766 PRK00187"	transport.misc	34_99

CUST_104735_PI403524517	2	0.6291475	0.48675537	0.02741623	-0.06778908	-0.027416706	-0.051061153	35_29842	0	0		0	CHR09V5|COORD:970670..968662|protein cyclin delta-3, putative, expressed	LOC_Os09g02360.1	no description	not assigned.unknown	35_2

CUST_15178_PI404877155	2	0.052490234	0.2719593	-0.28996658	-0.052490234	-0.06543064	0.17784214	Contig9041_s_at	Sig6 [Oryza sativa (japonica cultivar-group)] dbj|BAD05586.1| Sig6, plastid RNA polymerase sigma factor [Oryza sativa (japonica	BAC76602.1	RNA polymerase sigma subunit SigF (sigF) / sigma-like factor (SIG6)	At2g36990.1	protein Sigma-70 region 3, putative	Os08g14450	"SIG6;RNA POLYMERASE SIGMA-70 FACTOR;RNA polymerase sigma subunit SigF (sigF) / sigma-like factor (SIG6), identical to RNA polymerase sigma subunit SigF (Arabidopsis thaliana) GI:7209640; contains Pfam profiles PF04545: Sigma-70, region 4, PF04539: Sigma-7"	RNA.transcription	27_2

CUST_73238_PI403524517	2	-0.29643726	0.22061682	-0.029081345	0.029081345	-0.19778442	0.12084913	35_20998	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_10924_PI404877155	2	-0.060702324	0.07646084	0.12147808	-0.24576092	0.060702324	-0.1101017	Contig4650_s_at	putative cationic amino acid transporter [Oryza sativa (japonica cultivar-group)] ref|XP_469061.1| putative cationic amino acid transporter	AAO73233.1	amino acid permease family protein	At1g58030.1	protein Amino acid permease	Os12g42850	putative cationic amino acid transporter	transport.amino acids	34_3

CUST_106438_PI403524517	2	0.07390022	0.37994766	0.10861206	-0.0999279	-0.17876911	-0.07389927	35_30293	"Cluster: Calmodulin-binding family protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Calmodulin-binding family protein-like - Oryza sativa (japonic"	UniRef90_Q5JMB8	"CHR1V7|COORD:6501059..6503426| IQD30; calmodulin binding"	AT1G18840.1	CHR01V5|COORD:30133756..30127941|protein calmodulin binding protein, putative, expressed	LOC_Os01g51840.2	no description	not assigned.unknown	35_2

CUST_68073_PI403524517	2	-0.26299953	-0.33708	0.357584	-0.06045723	0.26083946	0.060456276	35_19453	"Cluster: Threonine dehydratase biosynthetic, chloroplast, putative, expressed; n=3; Oryza sativa|Rep: Threonine dehydratase biosynthetic, chloroplast, putative,"	UniRef90_Q10DZ5	"CHR3V7|COORD:3099169..3101746| OMR1 (L-O-METHYLTHREONINE RESISTANT 1); threonine ammonia-lyase"	AT3G10050.1	CHR03V5|COORD:28788451..28794101|protein threonine dehydratase biosynthetic, chloroplast precursor, putative, expressed	LOC_Os03g50510.1	" no descriptionhighly similar to ( 713)AT3G10050| Symbols: OMR1 | OMR1 (L-O-METHYLTHREONINE RESISTANT 1); threonine ammonia-lyase | chr3:3099169-3101746 REVERSEmoderately similar to ( 407)THD1_CICARThreonine dehydratase biosynthetic, chloroplast precursor - Cicer arietinum (Chickpea) (Garbanzo)not assigned not assigned not assigned not assigned PRK09224 PRK12483 IlvA PRK08639 PRK08198 PRK08638 PRK08526 PRK07476 PRK07334 PALP PRK06382 PRK07048 PRK06815 PRK08246 PRK08813 PRK06110 PRK06608 CysK ACT_ThrD-I_2 ThrC ACT_ThrD-I_1 PRK08206 Thr_dehydrat_C ACT_ThrD-I PRK05638 PRK06352 PRK10717 PRK08197 PRK07702 PRK06721 PRK08329 PRK06177 PRK06260 cysM PRK03910 PRK06381 PRK07591 PRK06450 Acd PRK07871 PRK07409 TrpB PRK02991 PRK13028 DsdA "	amino acid metabolism.degradation.aspartate family.threonine	13_2_3_2

CUST_16598_PI403524517	2	0.12264919	-0.017400742	0.017401695	-0.023882866	-0.021697998	0.17904663	35_4794	Rep: H0901F07.12 protein - Oryza sativa (Rice)	UniRef90_Q259C4	CHR3V7|COORD:5193326..5196442| choline transporter-related	AT3G15380.1	CHR04V5|COORD:34566403..34561432|protein expressed protein	LOC_Os04g58470.2	no descriptionhighly similar to ( 713)AT3G15380| Symbols:  | choline transporter-related | chr3:5193326-5196442 FORWARDnot assigned DUF580	transport.misc	34_99

CUST_7203_PI404877155	2	0.0012979507	-0.085785866	0.03054142	-0.0189991	-0.0012979507	0.044404984	Contig21017_at	pyrroline-5-carboxylate reductase [Hordeum vulgare subsp. vulgare]	AAO32084.1	pyrroline-5-carboxylate reductase	At5g14800.1	protein pyrroline-5-carboxylate reductase	Os01g71990	pyrroline-5-carboxylate reductase	amino acid metabolism.degradation.glutamate family.arginine	13_2_2_3

CUST_439_PI404877155	2	0.036341667	0.21304321	-0.10900211	-0.18076897	-0.0049829483	0.0049829483	Contig10351_at	putative p53 binding protein [Oryza sativa (japonica cultivar-group)]	BAC80071.1	zinc finger (Ran-binding) family protein	At1g67325.1	protein Zn-finger in Ran binding protein and others, putative	Os07g30820	putative p53 binding protein	RNA.regulation of transcription.Chromatin Remodeling Factors	27_3_44

CUST_15433_PI404877155	2	-0.2576704	-0.7534933	-0.033138275	0.20600653	0.25147152	0.033138275	Contig9310_at	aldose 1-epimerase family protein [Arabidopsis thaliana] pir||T47953 hypothetical protein F2A19.210 - Arabidopsis thaliana emb|CAB71091.1| p	NP_191720.1	aldose 1-epimerase family protein	At3g61610.1	protein Aldose 1-epimerase	Os05g49430	aldose 1-epimerase family	minor CHO metabolism.others	3_5

CUST_20442_PI403524517	2	0.11138725	-0.11138725	0.11286116	0.4755106	-0.5064235	-0.2950015	35_5930	"Cluster: Cell division protein ftsH (FtsH)-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: Cell division protein ftsH (FtsH)-like - Oryza sativa (japonic"	UniRef90_Q8LQJ8	"CHR2V7|COORD:11139017..11142204| FTSH4 (FtsH protease 4); ATP-dependent peptidase/ ATPase/ metallopeptidase"	AT2G26140.1	CHR01V5|COORD:22409103..22415230|protein OsFtsH5 - Oryza sativa FtsH protease, homologue of AtFtsH4, expressed	LOC_Os01g39260.1	"no descriptionweakly similar to ( 179)AT2G26140| Symbols: FTSH4 | FTSH4 (FtsH protease 4); ATP-dependent peptidase/ ATPase/ metallopeptidase | chr2:11139017-11142204 REVERSE"	protein.degradation.metalloprotease	29_5_7

CUST_2141_PI403524517	2	-0.30991173	0.46627617	0.2813511	-0.042240143	0.042240143	-0.09991646	35_567	"Cluster: Protein translation factor SUI1 homolog; n=7; Poaceae|Rep: Protein translation factor SUI1 homolog - Zea mays (Maize)"	UniRef90_P56330	CHR4V7|COORD:13604820..13605531| eukaryotic translation initiation factor SUI1, putative	AT4G27130.1	CHR07V5|COORD:20733653..20731452|protein protein translation factor SUI1, putative, expressed	LOC_Os07g34589.6	 no descriptionvery weakly similar to (72.0)AT5G54760| Symbols:  | eukaryotic translation initiation factor SUI1, putative | chr5:22261958-22262743 FORWARDvery weakly similar to (84.7)SUI1_ORYSAnot assigned SUI1_eIF1 	protein.synthesis.initiation	29_2_3

CUST_91638_PI403524517	2	0.024796486	0.5940447	0.17133713	-0.19618702	-0.02479744	-0.058294296	35_26199	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_100114_PI403524517	2	1.0696115	0.20957232	0.26141787	-0.20957279	-0.70432997	-0.29530478	35_28582	"Cluster: Similar to NBS-LRR disease resistance protein homologue; n=1; Oryza sativa (japonica cultivar-group)|Rep: Similar to NBS-LRR disease resistance protein"	UniRef90_Q53KP9	CHR3V7|COORD:4857947..4861111| disease resistance protein (NBS-LRR class), putative	AT3G14470.1	CHR11V5|COORD:8880094..8877437|protein NBS-LRR disease resistance protein, putative, expressed	LOC_Os11g15670.1	 no descriptionvery weakly similar to (58.2)AT3G14470| Symbols:  | disease resistance protein (NBS-LRR class), putative | chr3:4857947-4861111 FORWARD	stress.biotic	20_1

CUST_55635_PI403524517	2	-0.003900528	0.08147907	-0.030575752	-0.01685524	0.003900528	0.101228714	35_15834	"Cluster: Os02g0787500 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os02g0787500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DWY2	CHR4V7|COORD:15724016..15725743| zinc finger (C3HC4-type RING finger) family protein	AT4G32600.1	CHR02V5|COORD:33451092..33455683|protein protein binding protein, putative, expressed	LOC_Os02g54624.1	no descriptionmoderately similar to ( 428)AT4G32600| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr4:15724016-15725743 FORWARDvery weakly similar to (59.3)EL5_ORYSAnot assigned not assigned not assigned not assigned not assigned RING COG5540 HRD1 RING	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_11901_PI404877155	2	0.04951954	-0.62598515	-0.13707924	0.014246941	-0.014245987	0.014246941	Contig5611_at	Ran binding protein-1 [Lycopersicon esculentum]	AAK53813.1	Ran-binding protein 1a (RanBP1a)	At1g07140.1	protein Similar to Ran binding protein-1	Os03g18180	Ran binding protein-1	signalling.G-proteins	30_5

CUST_1593_PI404877155	2	-0.10728073	0.6939802	0.07564831	-0.075647354	-0.10677624	0.113409996	Contig11793_at	leucine-rich repeat family protein [Arabidopsis thaliana] gb|AAM13067.1| unknown protein [Arabidopsis thaliana] gb|AAM91174.1| unknown prote	NP_196408.2	leucine-rich repeat family protein	At5g07910.1	protein Leucine Rich Repeat, putative	Os03g11360	gi|11357392|pir||T45616 hypothetical protein F13G24.110	stress.abiotic	20_2

CUST_16435_PI404877155	2	-0.6740699	-2.1432629	0.6740694	1.0019493	1.0098028	-0.85927963	HA11P12u_s_at	sucrose-fructan 6-fructosyltransferase (EC 2.4.1.-) large chain - barley emb|CAA58235.1| sucrose:fructan 6-fructosyltransferase [Hordeum vul	T06184	beta-fructosidase (BFRUCT3) / beta-fructofuranosidase / invertase, vacuolar	At1g62660.1	protein vacuolar acid invertase	Os02g01590	sucrose-fructan 6-fructosyltransferase (EC 2.4.1.-) large chain	major CHO metabolism.degradation.sucrose.invertases.vacuolar	2_2_1_03_03

CUST_73065_PI403524517	2	-0.04394436	-0.060063362	0.077010155	0.043945312	0.06752968	-0.1285429	35_20949	"Cluster: Hypothetical protein OJ1339_F05.142; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1339_F05.142 - Oryza sativa (japonica cult"	UniRef90_Q8LI24	"CHR1V7|COORD:5675918..5678679| SR45 (arginine/serine-rich 45); RNA binding"	AT1G16610.2	CHR07V5|COORD:26008636..26007223|protein expressed protein	LOC_Os07g43440.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07003	not assigned.unknown	35_2

CUST_5916_PI399408534	2	-0.1496582	0.16848278	-0.24019146	0.6129322	-0.3336525	0.14965916	35_26180	Rep: OSIGBa0148I18.4 protein - Oryza sativa (Rice)	UniRef90_Q01N33	CHR2V7|COORD:8300871..8303357| S-locus lectin protein kinase family protein	AT2G19130.1	CHR04V5|COORD:233845..231088|protein serine/threonine-protein kinase receptor precursor, putative, expressed	LOC_Os04g01310.1	no descriptionmoderately similar to ( 244)AT2G19130| Symbols:  | S-locus lectin protein kinase family protein | chr2:8300871-8303357 FORWARDweakly similar to ( 141)KPRO_MAIZEPutative receptor protein kinase ZmPK1 precursor - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pkinase S_TKc S_TKc TyrKc Pkinase_Tyr SPS1 PTKc PTKc_FGFR PTKc_EphR PTKc_Itk PTKc_Tec_like PTKc_Src_like PTKc_Csk_like PTKc_Abl PTKc_Frk_like PTKc_Chk PTKc_FGFR3 PTKc_InsR_like PTKc_FGFR2 PTKc_Srm_Brk PTKc_EphR_B PTKc_FGFR1 PTKc_Tie2 PTKc_FGFR4 PTKc_Hck PTKc_CSF-1R PTKc_EphR_A2 PTKc_Lck_Blk PTKc_EphR_A PTKc_Jak_rpt2 PTKc_Met_Ron PTKc_DDR PTKc_Ror PTKc_Btk_Bmx PTKc_Lyn PTKc_VEGFR3 PTKc_Tyk2_rpt2 PTKc_EGFR_like PTKc_Ack_like PTKc_Csk PTKc_VEGFR PTKc_Tie1 PTKc_Tec_Rlk PTKc_PDGFR	signalling.receptor kinases.DUF 26	30_2_17

CUST_22339_PI403524517	2	-0.03059864	-0.33038807	-0.019322395	0.069065094	0.019322395	0.05408573	35_6490	"Cluster: Putative HEN4; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative HEN4 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5Z9X9	CHR5V7|COORD:21532581..21535423| KH domain-containing protein	AT5G53060.1	CHR06V5|COORD:13696927..13689554|protein nucleic acid binding protein, putative, expressed	LOC_Os06g23460.1	no descriptionmoderately similar to ( 468)AT5G53060| Symbols:  | KH domain-containing protein | chr5:21532581-21535423 FORWARDnot assigned not assigned not assigned not assigned PCBP_like_KH KH_1 KH-I KH	not assigned.no ontology	35_1

CUST_8213_PI403524517	2	0.24090862	0.41566944	0.019928932	-0.05896759	-0.019928455	-0.21112871	35_2292	"Cluster: ABC transporter, putative; n=2; Oryza sativa (japonica cultivar-group)|Rep: ABC transporter, putative - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53QH6	CHR3V7|COORD:4196026..4201257| ATMRP3 (Arabidopsis thaliana multidrug resistance-associated protein 3)	AT3G13080.1	CHR11V5|COORD:2610012..2601649|protein multidrug resistance-associated protein 14, putative, expressed	LOC_Os11g05700.1	 no descriptionweakly similar to ( 172)AT3G13080| Symbols: MRP3, ATMRP3 | ATMRP3 (Arabidopsis thaliana multidrug resistance-associated protein 3) | chr3:4197613-4201257 REVERSEvery weakly similar to (67.0)MDR_ORYSAnot assigned not assigned not assigned not assigned not assigned ABCC_MRP_domain2 ABCC_NFT1 SunT MdlB ABCC_MRP_Like ABCC_Glucan_exporter_like ABCC_SUR2 ABCC_bacteriocin_exporters ABCC_MsbA ABC_MTABC3_MDL1_MDL2 CydD ABCC_ATM1_transporter CydC ABCC_Hemolysin ABCC_Protease_Secretion ABCC_CFTR2 PRK11160 ABC_cobalt_CbiO_domain1 ABC_ATPase ABC_PhnC_transporter ABC_PstB_phosphate_transporter AbcC ABC_Iron-Siderophores_B12_Hemin ABC_NikE_OppD_transporters ABCC_cytochrome_bd FepC GlnQ ABC_Org_Solvent_Resistant CcmA ABC_DR_subfamily_A ATM1 CbiO PRK10790 PRK10789 OpuBA ABC_Class3 ABC_HisP_GlnQ_permeases ABC_OpuCA_Osmoprotection COG3638 ABC_TM1139_LivF_branched ABC_subfamily_A ABC_tran YhbG LivF ZnuC ABC_YhbG ABC_Metallic_Cations DppD ABC_Carb_Solutes_like PRK11174 ABC_MJ0796_Lo1CDE_FtsE COG1123 SalX ABC_drug_resistance_like MalK ArpD ABC_MetN_methionine_transporter COG4619 PotA Ttg2A COG4172 ABC_cobalt_CbiO_domain2 PRK11176 DppF PstB FtsE ABCC_TAP Uup ABC_BcrA_bacitracin_resist COG4559 ABC_NrtD_SsuB_transporters ABC_FtsE_transporter ABCF_EF-3 ABC_Pro_Gly_Bertaine TauB ABC_ModC_like PhnK ABC_KpsT_Wzt 	transport.ABC transporters and multidrug resistance systems	34_16

CUST_71700_PI403524517	2	0.21060467	-0.14933872	0.1678648	-0.07196617	0.06454849	-0.06454754	35_20552	"Cluster: Putative AAA-metalloprotease FtsH; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative AAA-metalloprotease FtsH - Oryza sativa (japonica"	UniRef90_Q8S2A7	"CHR2V7|COORD:12496988..12500076| FTSH3 (FtsH protease 3); ATP-dependent peptidase/ ATPase"	AT2G29080.1	CHR01V5|COORD:36514847..36509298|protein OsFtsH3 - Oryza sativa FtsH protease, homologue of AtFtsH3/10, expressed	LOC_Os01g62500.1	"no descriptionmoderately similar to ( 439)AT2G29080| Symbols: FTSH3 | FTSH3 (FtsH protease 3); ATP-dependent peptidase/ ATPase | chr2:12496988-12500076 REVERSEweakly similar to ( 185)FTSH_ORYSAnot assigned not assigned Peptidase_M41 HflB hflB RPT1 PRK03992"	protein.degradation.metalloprotease	29_5_7

CUST_66250_PI403524517	2	0.11350918	-0.045384407	-0.0073509216	0.0073518753	0.079278946	-0.0284338	35_18920	"Cluster: Os01g0951000 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os01g0951000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JG04	CHR5V7|COORD:4326641..4331560| FY (FY)	AT5G13480.1	CHR01V5|COORD:42207450..42200798|protein WD-repeat protein 33, putative, expressed	LOC_Os01g72220.1	no descriptionvery weakly similar to (68.9)AT5G13480| Symbols: FY | FY (FY) | chr5:4326641-4331560 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF1421 Atrophin-1 Cytadhesin_P30 SSDP Fork_head_N Drf_FH1 Amelogenin	not assigned.no ontology	35_1

CUST_2571_PI404877155	2	0.030290604	-0.52197456	-0.13061523	0.052951813	0.017204285	-0.017205238	Contig12980_at	putative ribonucleoprotein [Oryza sativa (japonica cultivar-group)] dbj|BAB90241.1| putative ribonucleoprotein [Oryza sativa (japonica culti	NP_914971.1	RNA-binding protein, putative	At4g03110.1	protein RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain), putative	Os05g30980	"RNA-binding protein, putative, similar to Etr-1 (Danio rerio) GI:7670536, BRUNO-like 6 RNA-binding protein (Homo sapiens) GI:15341327, CUG-BP and ETR-3 like factor 3 (Homo sapiens) GI:12746392; contains InterPro entry IPR000504: RNA-binding region RNP-1 ("	RNA.RNA binding	27_4

CUST_13772_PI404877155	2	0.26122665	-0.48872566	-0.14776373	0.5000639	0.14776373	-0.3088622	Contig7522_at	oxygen evolving complex protein-like [Oryza sativa (japonica cultivar-group)]	BAD03159.1	photosystem II reaction center PsbP family protein	At3g55330.1	protein PsbP, putative	Os08g25900	photosystem II reaction center PsbP family protein, contains Pfam profile PF01789: PsbP	PS.lightreaction.photosystem II.PSII polypeptide subunits	1_01_01_02

CUST_18197_PI404877155	2	-0.0727582	0.5975914	0.1480732	-0.06283569	-0.30179977	0.06283474	HVSMEf0011E06r2_s_at	12-oxophytodienoic acid reductase [Oryza sativa] emb|CAD89604.1| oxo-phytodienoic acid reductase [Oryza sativa (japonica cultivar-group)]	BAC20139.1	12-oxophytodienoate reductase (OPR1)	At1g76680.1	protein cis-12-oxo-phytodienoic acid-reductase 1 - rice	Os06g11210	NONE	hormone metabolism.jasmonate.synthesis-degradation.12-Oxo-PDA-reductase	17_7_1_5

CUST_19869_PI403524517	2	-0.071100235	0.5451627	0.10276985	0.07109976	-0.3395176	-0.14187717	35_5764	"Cluster: HAD-superfamily hydrolase, subfamily IA, variant 3 containing protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: HAD-superfamily hydr"	UniRef90_Q10ME8	CHR1V7|COORD:21163440..21170757| haloacid dehalogenase-like hydrolase family protein	AT1G56500.1	CHR03V5|COORD:11083453..11101280|protein NHL repeat protein, putative, expressed	LOC_Os03g19760.1	no descriptionvery weakly similar to (95.5)AT1G56500| Symbols:  | haloacid dehalogenase-like hydrolase family protein | chr1:21163440-21170757 FORWARD	not assigned.no ontology	35_1

CUST_74663_PI403524517	2	0.051963806	-0.1314354	-0.043042183	0.08199787	0.029444695	-0.029445648	35_21409	"Cluster: Putative MND1 domain containing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative MND1 domain containing protein - Oryza sativa (japon"	UniRef90_Q6H432	CHR4V7|COORD:14382991..14385134| ATMND1	AT4G29170.1	CHR09V5|COORD:5939557..5933980|protein meiotic coiled-coil protein 7, putative, expressed	LOC_Os09g10850.1	no descriptionmoderately similar to ( 274)AT4G29170| Symbols: ATMND1 | ATMND1 | chr4:14383600-14385134 FORWARDnot assigned Mnd1 COG5124	DNA.repair	28_2

CUST_107972_PI403524517	2	-0.01737547	0.24017954	0.01737547	0.20046759	-0.25394917	-0.2937498	35_30721	0	0		0	CHR11V5|COORD:2367995..2360348|protein transposon protein, putative, unclassified	LOC_Os11g05340.1	no description	not assigned.unknown	35_2

CUST_8666_PI404877155	2	0.1788702	-0.017244339	-0.056123734	-0.08541584	0.017244339	0.063536644	Contig25673_at	putative receptor protein kinase-like protein [Oryza sativa (japonica cultivar-group)]	BAB63567.1	lectin protein kinase, putative	At5g10530.1	protein Protein kinase domain, putative	Os01g57100	"lectin protein kinase, putative, similar to receptor lectin kinase 3 (Arabidopsis thaliana) gi:4100060:gb:AAD00733; contains protein kinase domain, Pfam:PF00069; contains legume lectins alpha and beta domains, Pfam:PF00138 and Pfam:PF00139"	signalling.receptor kinases.legume-lectin	30_2_19

CUST_154314_PI403524517	2	0.17094898	0.6830702	0.15240097	-0.3832054	-0.15240097	-0.17433119	35_43123	"Cluster: F-box protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: F-box protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69QZ1	CHR1V7|COORD:30295553..30297123| F-box family protein (FBL14)	AT1G80570.2	CHR02V5|COORD:34011435..34009630|protein ubiquitin-protein ligase, putative, expressed	LOC_Os02g55550.1	no descriptionweakly similar to ( 120)AT1G80570| Symbols:  | F-box family protein (FBL14) | chr1:30295720-30297123 FORWARD	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_5396_PI403524517	2	-0.014328957	-0.06521797	0.014328957	-0.033756256	0.12921047	0.033809662	35_1489	"Cluster: Valyl-tRNA synthetase, putative; n=1; Oryza sativa (japonica cultivar-group)|Rep: Valyl-tRNA synthetase, putative - Oryza sativa (japonica cultivar-gro"	UniRef90_Q7G2B1	"CHR1V7|COORD:5008497..5014481| TWN2 (TWIN 2); ATP binding / aminoacyl-tRNA ligase"	AT1G14610.1	CHR03V5|COORD:27776040..27784346|protein valyl-tRNA synthetase, putative, expressed	LOC_Os03g48850.2	" no descriptionmoderately similar to ( 457)AT1G14610| Symbols: VALRS, TWN2 | TWN2 (TWIN 2); ATP binding / aminoacyl-tRNA ligase | chr1:5008497-5014481 REVERSEnot assigned not assigned not assigned ValS valS Anticodon_1 IleS ileS ileS leuS LeuS leuS MetG ValRS_core PRK11893 "	protein.aa activation. valine-tRNA ligase	29_1_9

CUST_33590_PI403524517	2	0.03858137	0.6828337	-0.031820774	-0.07936764	-0.010771275	0.010771275	35_9682	Rep: Phosphatidylserine decarboxylase - Hordeum vulgare var. distichum (Two-rowed barley)	UniRef90_Q6RYF3	CHR4V7|COORD:9395837..9398283| phosphatidylserine decarboxylase	AT4G16700.1	CHR03V5|COORD:117800..121756|protein phosphatidylserine decarboxylase, putative, expressed	LOC_Os03g01216.1	no descriptionweakly similar to ( 191)AT4G16700| Symbols:  | phosphatidylserine decarboxylase | chr4:9395837-9398283 REVERSEnot assigned Psd PRK03140 PRK03481 PRK03934	lipid metabolism.Phospholipid synthesis.phosphatidylserine decarboxylase	11_3_8

CUST_106276_PI403524517	2	-0.08756828	-0.3994007	0.018137932	0.026257515	-0.018138885	0.07680893	35_30250	Rep: Probable AMP deaminase - Oryza sativa (Rice)	UniRef90_Q84NP7	"CHR2V7|COORD:16040845..16045871| FAC1 (EMBRYONIC FACTOR1); AMP deaminase"	AT2G38280.1	CHR07V5|COORD:29503314..29511514|protein AMP deaminase, putative, expressed	LOC_Os07g49270.1	" no descriptionvery weakly similar to (90.5)AT2G38280| Symbols: ATAMPD, FAC1 | FAC1 (EMBRYONIC FACTOR1); AMP deaminase | chr2:16040845-16045871 REVERSEweakly similar to ( 112)AMPD_ORYSAnot assigned AMPD "	nucleotide metabolism.degradation	23_2

CUST_18679_PI403524517	2	-0.21974754	-0.11629295	0.29286003	0.14079857	0.11629391	-0.33783627	35_5402	"Cluster: Poly polymerase catalytic domain containing protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Poly polymerase catalytic domain"	UniRef90_Q10PL7	"CHR1V7|COORD:8350901..8352221| SRO2 (SIMILAR TO RCD ONE 2); NAD+ ADP-ribosyltransferase"	AT1G23550.1	CHR03V5|COORD:6874291..6877541|protein ATP8, putative, expressed	LOC_Os03g12820.2	"no descriptionweakly similar to ( 130)AT1G23550| Symbols: SRO2 | SRO2 (SIMILAR TO RCD ONE 2); NAD+ ADP-ribosyltransferase | chr1:8350901-8352221 FORWARD"	not assigned.no ontology	35_1

CUST_105493_PI403524517	2	0.04050827	-0.33095837	-0.20969296	0.26709557	0.05557251	-0.04050827	35_30044	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_133373_PI403524517	2	-0.100292206	0.5137701	0.22294426	-0.13937378	-0.16156387	0.100292206	35_37444	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_78900_PI403524517	2	0.033020973	-0.44401932	-0.09350586	-0.006896019	0.0068950653	0.07932854	35_22628	"Cluster: Os07g0567000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0567000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D5E0	"CHR2V7|COORD:14801072..14802643| ARAD1 (ARABINAN DEFICIENT 1); catalytic"	AT2G35100.1	CHR07V5|COORD:22778414..22782064|protein exostosin-like, putative, expressed	LOC_Os07g37960.1	"no descriptionmoderately similar to ( 337)AT2G35100| Symbols: ARAD1 | ARAD1 (ARABINAN DEFICIENT 1); catalytic | chr2:14801072-14802643 REVERSEnot assigned Exostosin"	misc.UDP glucosyl and glucoronyl transferases	26_2

CUST_11986_PI404877155	2	0.21611977	-0.5810871	-0.13466358	0.010302544	-0.010302544	0.03435898	Contig5712_at	P0672D08.28 [Oryza sativa (japonica cultivar-group)] dbj|BAB92141.1| contains ESTs AU032851(S13343),AU089731(S13343)~unknown protein [Oryza	NP_908341.1	shikimate kinase family protein	At3g26900.1	protein hypothetical protein	Os01g01300	gi|15128455|dbj|BAB62639.1| contains ESTs AU032851(S13343),AU089731(S13343)~unknown protein	amino acid metabolism.synthesis.aromatic aa.chorismate	13_1_6_1

CUST_3655_PI399408534	2	0.033906937	0.6082344	-0.018354416	-0.17468262	-0.10652065	0.018353462	35_28415	Rep: B0809H07.7 protein - Oryza sativa (Rice)	UniRef90_Q01JX3	CHR5V7|COORD:3332856..3335233| DNA-binding bromodomain-containing protein	AT5G10550.1	CHR04V5|COORD:31446348..31444201|protein bromodomain containing protein, expressed	LOC_Os04g53170.1	no descriptionvery weakly similar to (61.6)AT5G65630| Symbols:  | DNA-binding bromodomain-containing protein | chr5:26243537-26245483 REVERSE	RNA.regulation of transcription.Global transcription factor group	27_3_52

CUST_37867_PI403524517	2	0.6958709	-0.9482908	-0.25697994	0.6623149	0.08330631	-0.08330631	35_10898	"Cluster: Os11g0540600 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os11g0540600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0ISB3	"CHR3V7|COORD:18606792..18608534| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G50130.1); similar to unknown protein [Arabidopsis thaliana]"	AT3G50150.1	CHR11V5|COORD:19255042..19261592|protein expressed protein	LOC_Os11g33394.2	no descriptionDUF247	not assigned.unknown	35_2

CUST_23699_PI403524517	2	0.14835739	-0.39796543	-0.09054947	-0.013651848	0.24370289	0.013651848	35_6886	"Cluster: Putative vesicle-associated membrane protein; n=3; Oryza sativa|Rep: Putative vesicle-associated membrane protein - Oryza sativa (Rice)"	UniRef90_Q949F3	CHR5|COORD:19178372..19181010| vesicle-associated membrane family protein / VAMP family protein, similar to VAP27 GI:6688926 (Nicotiana plumbaginifolia), to	AT5G47180.2	CHR10V5|COORD:21160052..21157154|protein structural molecule, putative, expressed	LOC_Os10g40140.1	no descriptionmoderately similar to ( 224)AT5G47180| Symbols:  | vesicle-associated membrane family protein / VAMP family protein | chr5:19178611-19180492 REVERSEnot assigned Motile_Sperm SCS2	cell. vesicle transport	31_4

CUST_9791_PI404877155	2	-0.53418255	0.3165455	-0.08456802	0.08456898	0.4245987	-0.45356178	Contig3514_at	OSJNBa0043L09.23 [Oryza sativa (japonica cultivar-group)] ref|XP_474027.1| OSJNBa0043L09.23 [Oryza sativa (japonica cultivar-group)]	CAE03004.2	wound-responsive family protein	At4g10270.1	protein retrotransposon protein, putative, Ty1-copia sub-class	Os04g54280	gi|32487987|emb|CAE03004.1| OSJNBa0043L09.23	stress.abiotic.touch/wounding	20_2_4

CUST_69213_PI403524517	2	-0.3071518	-0.028095245	0.12884617	0.028094292	0.06905556	-0.20992279	35_19802	"Cluster: Aromatic-rich family protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Aromatic-rich family protein-like - Oryza sativa (japonica cultivar"	UniRef90_Q5N8Y6	CHR4V7|COORD:9827762..9829456| aromatic-rich family protein	AT4G17650.1	CHR01V5|COORD:32935529..32937893|protein protein COQ10 A, mitochondrial precursor, putative, expressed	LOC_Os01g56560.1	no descriptionmoderately similar to ( 280)AT4G17650| Symbols:  | aromatic-rich family protein | chr4:9827762-9829456 FORWARDnot assigned not assigned not assigned COG2867 Polyketide_cyc PRK10724	not assigned.no ontology	35_1

CUST_23394_PI403524517	2	0.31649208	-0.024484634	0.21831226	0.024484158	-0.099497795	-0.5176382	35_6798	"Cluster: Putative cationic amino acid transporter; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative cationic amino acid transporter - Oryza sativa (jap"	UniRef90_Q84ST3	"CHR1V7|COORD:21467850..21471806| CAT2 (CATIONIC AMINO ACID TRANSPORTER 2); amino acid transporter"	AT1G58030.1	CHR03V5|COORD:25464184..25458436|protein high-affinity cationic amino acid transporter 1, putative, expressed	LOC_Os03g45170.1	"no descriptionmoderately similar to ( 407)AT1G58030| Symbols: CAT2 | CAT2 (CATIONIC AMINO ACID TRANSPORTER 2); amino acid transporter | chr1:21467850-21471806 REVERSEnot assigned not assigned not assigned PotE AA_permease AnsP LysP PRK11357 PRK10249 PRK11387 PRK10238 PRK10836 PRK10580 PRK11049 PRK10746 PRK11021 PRK10644 PRK10197 PRK10435 SdaC Spore_permease PRK10655"	transport.amino acids	34_3

CUST_11751_PI403524517	2	0.06264877	-0.025341988	0.0047311783	-0.0014820099	0.0014810562	-0.049617767	35_3341	"Cluster: Hypothetical protein P0524G08.101; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0524G08.101 - Oryza sativa (japonica cultivar"	UniRef90_Q8GS72	CHR3V7|COORD:3909259..3910344| complex 1 family protein / LVR family protein	AT3G12260.1	CHR07V5|COORD:26635829..26638244|protein NADH ubiquinone oxidoreductase B14 subunit, putative, expressed	LOC_Os07g44650.1	no descriptionweakly similar to ( 179)AT3G12260| Symbols:  | complex 1 family protein / LVR family protein | chr3:3909259-3910344 REVERSEnot assigned Complex1_LYR	not assigned.no ontology	35_1

CUST_59380_PI403524517	2	-0.08567333	-0.03744316	0.03744316	0.06368542	0.079229355	-0.11697388	35_16933	Rep: H0502B11.8 protein - Oryza sativa (Rice)	UniRef90_Q01L43	CHR5V7|COORD:8437126..8438862| mitochondrial import inner membrane translocase subunit Tim17/Tim22/Tim23 family protein	AT5G24650.1	CHR04V5|COORD:19915614..19911636|protein SAM domain family protein, expressed	LOC_Os04g33220.1	no descriptionmoderately similar to ( 262)AT5G24650| Symbols:  | mitochondrial import inner membrane translocase subunit Tim17/Tim22/Tim23 family protein | chr5:8437126-8438862 FORWARDTim17	protein.targeting.mitochondria	29_3_2

CUST_84827_PI403524517	2	0.06517792	-0.05399704	-0.03140545	0.031406403	0.18350124	-0.052682877	35_24306	"Cluster: Neurochondrin protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Neurochondrin protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69QZ3	CHR4V7|COORD:15496626..15500723| neurochondrin family protein	AT4G32050.1	CHR02V5|COORD:33994688..34001352|protein neurochondrin family protein, expressed	LOC_Os02g55530.2	no descriptionweakly similar to ( 139)AT4G32050| Symbols:  | neurochondrin family protein | chr4:15496626-15500723 FORWARDNeurochondrin	not assigned.no ontology	35_1

CUST_97222_PI403524517	2	0.13527775	-0.21185398	0.04018116	0.060473442	-0.04018116	-0.08493519	35_27767	Rep: OSIGBa0092E09.2 protein - Oryza sativa (Rice)	UniRef90_Q01LJ6	0	0	CHR04V5|COORD:18503261..18507358|protein hydrolase or acyltransferase, putative, expressed	LOC_Os04g31240.1	no description	not assigned.unknown	35_2

CUST_101437_PI403524517	2	0.13471746	0.3616929	0.037011623	-0.037011623	-0.31130075	-0.51446295	35_28949	"Cluster: Os07g0472400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0472400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D6J6	CHR4V7|COORD:16857480..16859412| protein kinase family protein	AT4G35500.1	CHR07V5|COORD:16965239..16968267|protein protein kinase domain containing protein, expressed	LOC_Os07g28930.1	no descriptionweakly similar to ( 110)AT4G35500| Symbols:  | protein kinase family protein | chr4:16857480-16859412 FORWARD	protein.postranslational modification	29_4

CUST_19651_PI403524517	2	0.09165287	0.43728828	-0.025771141	-0.039326668	-0.019618988	0.019618988	35_5694	"Cluster: Putative PKG-Ib; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative PKG-Ib - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K3D4	CHR2V7|COORD:8656860..8659483| kinase	AT2G20040.1	CHR02V5|COORD:10419060..10428058|protein cyclic nucleotide-binding domain containing protein, expressed	LOC_Os02g17970.2	no descriptionvery weakly similar to (71.2)AT2G20040| Symbols:  | kinase | chr2:8656860-8659483 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned	protein.postranslational modification	29_4

CUST_19687_PI399408534	2	0.11197281	-0.2732582	-0.014958382	0.014958382	0.09819794	-0.023194313	35_6325	"Cluster: Hypothetical protein OSJNBa0009E21.5; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0009E21.5 - Oryza sativa (japonica cu"	UniRef90_Q6I5K0	CHR2V7|COORD:15664014..15668414| RabGAP/TBC domain-containing protein	AT2G37290.1	CHR05V5|COORD:22758875..22751761|protein TBC domain containing protein, expressed	LOC_Os05g38950.2	no descriptionweakly similar to ( 115)AT2G37290| Symbols:  | RabGAP/TBC domain-containing protein | chr2:15664014-15668414 REVERSE	signalling.G-proteins	30_5

CUST_17174_PI404877155	2	0.08839226	-0.0154953	-0.018052101	-0.001086235	0.0010852814	0.06677818	HT05J04u_s_at	mitogen-activated protein kinase kinase [Suaeda maritima subsp. salsa]	AAM19158.1	mitogen-activated protein kinase kinase (MAPKK), putative (MKK3)	At5g40440.1	protein Similar to mitogen-activated protein kinase kinase (EC 2.7.1.-) 3 [imported] - Arabidops	Os06g27890	"mitogen-activated protein kinase kinase (MAPKK), putative (MKK3), similar to NPK2 (Nicotiana tabacum) gi:862342:dbj:BAA06731; mitogen-activated protein kinase kinase (MAPKK) family, PMID:12119167"	signalling.MAP kinases	30_6

CUST_17017_PI403524517	2	0.13000011	-0.34164333	-0.11549854	0.14624786	-0.3765545	0.11549854	35_4920	"Cluster: Putative eukaryotic translation initiation factor 4G; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative eukaryotic translation initiation facto"	UniRef90_Q69S49	CHR3|COORD:22274060..22279420| MIF4G domain-containing protein / MA3 domain-containing protein, similar to eukaryotic protein synthesis initiation factor (Homo	AT3G60240.1	CHR07V5|COORD:22113267..22121435|protein eukaryotic translation initiation factor 4G, putative, expressed	LOC_Os07g36940.2	 no descriptionmoderately similar to ( 326)AT3G60240| Symbols: CUM2, EIF4G | EIF4G (EUKARYOTIC TRANSLATION INITIATION FACTOR 4G) | chr3:22272817-22279270 FORWARDvery weakly similar to (88.2)IF41_WHEATEukaryotic initiation factor iso-4F subunit p82-34 - Triticum aestivum (Wheat)not assigned MIF4G MIF4G 	protein.synthesis.initiation	29_2_3

CUST_7383_PI404877155	2	-1.0093412	-0.41607666	0.41607666	0.769042	0.9336777	-1.1443934	Contig2157_at	putative transcription factor [Oryza sativa (japonica cultivar-group)] gb|AAP54978.1| putative transcription factor [Oryza sativa (japonica	NP_922691.1	zinc finger (GATA type) family protein	At3g60530.1	protein putative transcription factor	Os10g40810	NONE	RNA.regulation of transcription.C2C2(Zn) GATA transcription factor family	27_3_09

CUST_48179_PI403524517	2	0.00961113	-0.9557133	-0.1424303	0.15424347	-0.009612083	0.072491646	35_13774	"Cluster: Os01g0835900 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0835900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JHY5	CHR5V7|COORD:24068875..24069186| histone H4	AT5G59690.1	CHR10V5|COORD:20690219..20689571|protein histone H4, putative, expressed	LOC_Os10g39410.1	no descriptionweakly similar to ( 169)AT5G59970| Symbols:  | histone H4 | chr5:24163578-24163889 REVERSEweakly similar to ( 169)H4_PEAHistone H4 - Pisum sativum (Garden pea)not assigned H4 H4 HHT1 Histone	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_34448_PI399408534	2	-0.8070383	-0.18193674	0.88291216	0.006878376	-0.006878376	0.075703144	35_25942	"Cluster: Calmodulin binding heat shock protein; n=2; Gossypium hirsutum|Rep: Calmodulin binding heat shock protein - Gossypium hirsutum (Upland cotton)"	UniRef90_Q1RN82	CHR3V7|COORD:18192483..18194598| lipase class 3 family protein / calmodulin-binding heat-shock protein, putative	AT3G49050.1	CHR06V5|COORD:8141652..8146137|protein calmodulin-binding heat-shock protein, putative, expressed	LOC_Os06g14490.2	 no descriptionmoderately similar to ( 405)AT3G49050| Symbols:  | lipase class 3 family protein / calmodulin-binding heat-shock protein, putative | chr3:18192483-18194598 FORWARDnot assigned Lipase_3 Lipase_3 Lipase 	signalling.calcium	30_3

CUST_181783_PI403524517	2	0.18370914	-0.030755997	0.06030655	-0.2382946	-0.29534912	0.03075695	35_50541	"Cluster: Os02g0738900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os02g0738900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DXR0	CHR1V7|COORD:21897078..21904445| ADL3 (ARABIDOPSIS DYNAMIN-LIKE 3)	AT1G59610.1	CHR02V5|COORD:30865302..30855622|protein dynamin-2B, putative, expressed	LOC_Os02g50550.1	 no descriptionmoderately similar to ( 252)AT1G59610| Symbols: CF1, ADL3 | ADL3 (ARABIDOPSIS DYNAMIN-LIKE 3) | chr1:21897078-21904445 FORWARDnot assigned 	misc.dynamin	26_17

CUST_85928_PI403524517	2	0.1720767	0.35985613	-0.17027807	-0.2529335	-0.6586323	0.17027807	35_24609	"Cluster: Os07g0596300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0596300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D4Y8	CHR3V7|COORD:13360708..13364285| formin homology 2 domain-containing protein / FH2 domain-containing protein	AT3G32400.1	CHR07V5|COORD:24271675..24264784|protein formin-2, putative, expressed	LOC_Os07g40510.1	no descriptionvery weakly similar to (61.6)AT3G32400| Symbols:  | formin homology 2 domain-containing protein / FH2 domain-containing protein | chr3:13360708-13364285 REVERSE	not assigned.no ontology.formin homology 2 domain-containing protein	35_1_20

CUST_7032_PI404877155	2	-0.08697224	0.07159567	0.060676575	0.103295326	-0.060676575	-0.28727865	Contig20553_at	PDR-like ABC transporter [Oryza sativa (japonica cultivar-group)]	CAD59574.1	ABC transporter family protein	At1g66950.1	protein Similar to probable ABC transporter [imported] - Arabidopsis thaliana	Os11g37700	NONE	transport.ABC transporters and multidrug resistance systems	34_16

CUST_53178_PI403524517	2	-0.3855524	-0.21114445	0.27550888	0.049806595	0.055916786	-0.049806595	35_15137	"Cluster: Putative annexin; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative annexin - Oryza sativa (japonica cultivar-group)"	UniRef90_Q67VZ1	"CHR5V7|COORD:25991141..25992780| ANNAT2 (ANNEXIN ARABIDOPSIS 2); calcium ion binding / calcium-dependent phospholipid binding"	AT5G65020.1	CHR06V5|COORD:6249718..6252709|protein annexin-like protein RJ4, putative, expressed	LOC_Os06g11800.1	"no descriptionmoderately similar to ( 392)AT5G65020| Symbols: ANNAT2 | ANNAT2 (ANNEXIN ARABIDOPSIS 2); calcium ion binding / calcium-dependent phospholipid binding | chr5:25991141-25992780 FORWARDmoderately similar to ( 344)ANX4_FRAANAnnexin-like protein RJ4 - Fragaria ananassa (Strawberry)not assigned not assigned not assigned not assigned not assigned not assigned Annexin ANX APC_basic AF-4 PRK09169 PRK07003 Herpes_BLLF1"	cell.organisation	31_1

CUST_23846_PI403524517	2	0.3743267	0.50255203	0.12514591	-0.5055027	-0.47433376	-0.12514591	35_6931	Rep: H-ATPase - Oryza sativa (Rice)	UniRef90_Q43001	"CHR5V7|COORD:25176721..25182183| AHA11 (ARABIDOPSIS H(+)-ATPASE 11); ATPase"	AT5G62670.1	CHR12V5|COORD:27353353..27360490|protein plasma membrane ATPase 1, putative, expressed	LOC_Os12g44150.1	"no descriptionweakly similar to ( 126)AT5G62670| Symbols: AHA11 | AHA11 (ARABIDOPSIS H(+)-ATPASE 11); ATPase | chr5:25176721-25182183 FORWARDweakly similar to ( 126)PMA3_NICPLPlasma membrane ATPase 3 - Nicotiana plumbaginifolia (Leadwort-leaved tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned Cation_ATPase_N MgtA"	transport.p- and v-ATPases	34_1

CUST_136715_PI403524517	2	-0.04743862	0.23113012	0.16486502	0.04743862	-0.36132145	-0.45843935	35_38340	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_39993_PI403524517	2	0.09173632	0.05166912	0.0805521	-0.06502676	-0.06245041	-0.05166912	35_11503	"Cluster: WD-40 repeat family protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: WD-40 repeat family protein-like - Oryza sativa (japonica cultivar-g"	UniRef90_Q5VPC8	"CHR5V7|COORD:8459151..8467923| similar to protein kinase family protein [Arabidopsis thaliana] (TAIR:AT5G38560.1); similar to Os01g0653800 [Oryza sativa (japoni"	AT5G24710.1	CHR01V5|COORD:26792804..26780630|protein peptidase S8 and S53, subtilisin, kexin, sedolisin, putative, expressed	LOC_Os01g46510.2	" no descriptionmoderately similar to ( 386)AT5G24710| Symbols:  | similar to protein kinase family protein [Arabidopsis thaliana] (TAIR:AT5G38560.1); similar to Os01g0653800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001043744.1); similar to WD-40 repeat family protein [Medicago sativa] (GB:AAZ31064.1); similar to Peptidase S8 and S53, subtilisin, kexin, sedolisin; WD40-like [Medicago truncatula] (GB:ABD32844.1); contains InterPro domain WD-40 repeat; (InterPro:IPR001680); contains InterPro domain WD40-like; (InterPro:IPR011046) | chr5:8459151-8467923 REVERSE"	not assigned.no ontology	35_1

CUST_105960_PI403524517	2	0.115709305	0.41060638	-0.26595116	-0.11571026	-0.13532257	0.17207813	35_30168	"Cluster: Os06g0695900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0695900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D9V5	"CHR5V7|COORD:1746939..1748000| ATL43; protein binding / zinc ion binding"	AT5G05810.1	CHR03V5|COORD:9014390..9007824|protein serine/arginine repetitive matrix protein 1, putative, expressed	LOC_Os03g16369.2	"no descriptionvery weakly similar to (52.0)AT5G05810| Symbols: ATL43 | ATL43; protein binding / zinc ion binding | chr5:1746939-1748000 FORWARDnot assigned not assigned"	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_82048_PI403524517	2	0.16910505	0.13214064	0.029790401	-0.19800568	-0.45219135	-0.029790401	35_23535	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_12148_PI404877155	2	0.29822302	-0.056969643	-0.38807535	0.3743024	-0.22109699	0.056969166	Contig588_at	OSJNBa0084K20.14 [Oryza sativa (japonica cultivar-group)] emb|CAE02489.2| OSJNBa0076N16.12 [Oryza sativa (japonica cultivar-group)]	CAD41136.2	phosphoglycolate phosphatase, putative	At5g36790.1	protein phosphoglycolate/pyridoxal phosphate phosphatase family, putative	Os04g41340	"phosphoglycolate phosphatase, putative, similar to phosphoglycolate phosphatase precursor (Chlamydomonas reinhardtii) GI:15982558; contains InterPro accession IPR005834: Haloacid dehalogenase-like hydrolase"	PS.photorespiration.phosphoglycolate phosphatase	1_02_01

CUST_8707_PI399408534	2	0.063718796	0.050831795	-0.12651873	-0.084412575	-0.050831795	0.0587101	35_4522	"Cluster: Os05g0437300 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0437300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DHV7	CHR1V7|COORD:16277872..16280625| polypyrimidine tract-binding protein, putative / heterogeneous nuclear ribonucleoprotein, putative	AT1G43190.1	CHR05V5|COORD:21337553..21331834|protein retrotransposon protein, putative, unclassified, expressed	LOC_Os05g36120.2	 no descriptionhighly similar to ( 619)AT1G43190| Symbols:  | polypyrimidine tract-binding protein, putative / heterogeneous nuclear ribonucleoprotein, putative | chr1:16277872-16280625 REVERSEnot assigned not assigned not assigned COG0724 RRM 	RNA.processing	27_1

CUST_173140_PI403524517	2	0.09203625	-0.1635704	0.012607098	0.24409294	-0.1886859	-0.012607098	35_48215	"Cluster: Putative Hooker's evening primrose chloroplast hypothetical 8.4 kDa protein in ycf9-trnS intergenic region; n=1; Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z1U6	CHRCV7|COORD:35751..35939| encodes PsbZ, which is a subunit of photosystem II. In Chlamydomonas, this protein has been shown to be essential in the	ATCG00300.1	CHR10V5|COORD:10457616..10459725|protein hypothetical protein	LOC_Os10g21190.1	 no descriptionweakly similar to ( 112)ATCG00300| Symbols: YCF9 | encodes PsbZ, which is a subunit of photosystem II. In Chlamydomonas, this protein has been shown to be essential in the interaction between PS II and the light harvesting complex II. | chrC:35751-35939 FORWARDweakly similar to ( 120)PSBZ_WHEATPhotosystem II reaction center protein Z - Triticum aestivum (Wheat)psbZ Ycf9 PRK02576 	PS.lightreaction.photosystem II.PSII polypeptide subunits	1_1_1_2

CUST_7679_PI399408534	2	0.06339693	0.23066139	-0.08715916	0.078406334	-0.7002058	-0.06339693	35_21271	"Cluster: Putative DNA-binding protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative DNA-binding protein - Oryza sativa (japonica"	UniRef90_Q6L4L4	"CHR5V7|COORD:24312452..24318056| ATSIZ1/SIZ1; DNA binding"	AT5G60410.4	CHR05V5|COORD:1404955..1416491|protein sumoylation ligase E3, putative, expressed	LOC_Os05g03430.1	" no descriptionmoderately similar to ( 262)AT5G60410| Symbols: ATSIZ1, SIZ1 | ATSIZ1/SIZ1; DNA binding | chr5:24312452-24318056 FORWARD"	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_119774_PI403524517	2	-0.35047007	0.48592234	-0.026107788	0.017977238	0.3476081	-0.017977238	35_33879	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_7683_PI403524517	2	0.04241562	-0.101468086	-0.032423973	-0.045171738	0.032423973	0.06776333	35_2138	"Cluster: Eukaryotic translation initiation factor 3 subunit (EIF-3)-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Eukaryotic translation initiation"	UniRef90_Q6ZGV8	CHR3V7|COORD:19344210..19352273| tetratricopeptide repeat (TPR)-containing protein	AT3G52140.1	CHR02V5|COORD:29769183..29757751|protein expressed protein	LOC_Os02g48620.2	no descriptionhighly similar to ( 690)AT3G52140| Symbols:  | tetratricopeptide repeat (TPR)-containing protein | chr3:19344210-19352273 FORWARDnot assigned not assigned	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_32813_PI403524517	2	0.033014774	0.31218672	0.015256405	-0.20197487	-1.2954757	-0.015256405	35_9458	"Cluster: Hypothetical protein OSJNBa0029P06.10; n=3; Oryza sativa|Rep: Hypothetical protein OSJNBa0029P06.10 - Oryza sativa (Rice)"	UniRef90_Q8W353	"CHR1V7|COORD:22808660..22809983| similar to protein kinase-related [Arabidopsis thaliana] (TAIR:AT1G63600.1); similar to receptor-like protein"	AT1G61750.1	CHR10V5|COORD:2230121..2227150|protein F-box domain containing protein, expressed	LOC_Os10g04700.2	no descriptionnot assigned not assigned not assigned not assigned not assigned Drf_FH1 PRK12323 Atrophin-1	not assigned.unknown	35_2

CUST_61607_PI403524517	2	0.27148104	-0.6054721	-0.31365728	1.2471375	0.519959	-0.27148104	35_17582	Rep: Glutathione S-transferase GST 22 - Zea mays (Maize)	UniRef90_Q9FQB7	"CHR1V7|COORD:3395740..3396808| ATGSTU18 (GLUTATHIONE S-TRANSFERASE 29); glutathione transferase"	AT1G10360.1	CHR10V5|COORD:20108236..20109498|protein glutathione S-transferase GSTU6, putative, expressed	LOC_Os10g38160.1	" no descriptionweakly similar to ( 154)AT1G27130| Symbols: GST12, ATGSTU13 | ATGSTU13 (GLUTATHIONE S-TRANSFERASE 12); glutathione transferase | chr1:9425569-9426584 FORWARDweakly similar to ( 194)GSTU6_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned GST_C_Tau GST_N_Tau Gst PRK07764 GST_N_family GST_N PRK07003 GST_N_Zeta PRK12323 PRK12678 "	misc.glutathione S transferases	26_9

CUST_91711_PI403524517	2	0.021224022	-0.15250492	-0.04658985	-0.007416725	0.007416725	0.2249155	35_26222	"Cluster: TPR Domain containing protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: TPR Domain containing protein, expressed - Oryza sativa"	UniRef90_Q337E1	CHR1V7|COORD:12104871..12109468| tetratricopeptide repeat (TPR)-containing protein	AT1G33400.1	CHR10V5|COORD:19049905..19044511|protein TPR Domain containing protein, expressed	LOC_Os10g36250.2	no descriptionvery weakly similar to (95.5)AT1G33400| Symbols:  | tetratricopeptide repeat (TPR)-containing protein | chr1:12104871-12109468 REVERSE	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_8450_PI403524517	2	0.026761055	-0.32854176	0.0068073273	-0.08929825	-0.006808281	0.06282616	35_2361	"Cluster: Argininosuccinate lyase, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Argininosuccinate lyase, putative, expressed - Oryza sat"	UniRef90_Q10MK5	CHR5V7|COORD:3441806..3443893| argininosuccinate lyase, putative / arginosuccinase, putative	AT5G10920.1	CHR03V5|COORD:10822061..10826494|protein argininosuccinate lyase, putative, expressed	LOC_Os03g19280.1	 no descriptionhighly similar to ( 693)AT5G10920| Symbols:  | argininosuccinate lyase, putative / arginosuccinase, putative | chr5:3441806-3443893 FORWARDmoderately similar to ( 323)ARLY_CHLREArgininosuccinate lyase - Chlamydomonas reinhardtiinot assigned not assigned not assigned not assigned not assigned PRK00855 Argininosuccinate_lyase ArgH PRK12308 PRK04833 Lyase_1 PRK02186 Lyase_I Lyase_I_like PRK06705 PRK06389 Adenylsuccinate_lyase_like PurB pCLME Adenylsuccinate_lyase_1 PRK08540 Aspartatase PRK09053 aspA AspA Aspartatase_like FumC fumC Fumarase_classII PRK06390 Adenylsuccinate_lyase_2 PRK05975 PRK07380 PRK12323 PRK07764 	amino acid metabolism.synthesis.glutamate family.arginine.argininosuccinate lyase	13_1_2_3_23

CUST_138093_PI403524517	2	-0.013560295	-0.15730286	0.008167267	0.18630028	0.15144157	-0.008167267	35_38731	"Cluster: Hypothetical protein P0459B01.12; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0459B01.12 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6Z8F3	CHR1V7|COORD:16816094..16817173| DNA binding / ligand-dependent nuclear receptor	AT1G44191.1	CHR02V5|COORD:28700331..28698751|protein expressed protein	LOC_Os02g47030.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 Atrophin-1 Tymo_45kd_70kd PRK07003 Drf_FH1 PRK11634 PRK07764	not assigned.unknown	35_2

CUST_65873_PI403524517	2	0.08350563	0.66229105	0.015287399	-0.06626701	-0.39074135	-0.015287399	35_18816	"Cluster: Hypothetical protein OSJNBb0018H10.29; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0018H10.29 - Oryza sativa (japonica"	UniRef90_Q6YW00	"CHR1V7|COORD:27890825..27894812| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G18620.1); similar to expressed protein [Oryza sativa (japonica"	AT1G74160.1	CHR07V5|COORD:24667629..24662473|protein expressed protein	LOC_Os07g41200.1	"no descriptionvery weakly similar to (79.7)AT1G74160| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G18620.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABF96645.1); similar to Os07g0109400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001058723.1); similar to Os07g0603300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001060212.1) | chr1:27890825-27894812 FORWARD"	not assigned.unknown	35_2

CUST_11535_PI403524517	2	-0.16154957	0.52219677	0.0115299225	-0.06762695	-0.0115299225	0.020598412	35_3273	"Cluster: Hypothetical protein OJ1087_C03.3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1087_C03.3 - Oryza sativa (japonica cultivar"	UniRef90_Q53WM9	CHR2V7|COORD:10987253..10990710| ATP-dependent protease La (LON) domain-containing protein	AT2G25740.1	CHR05V5|COORD:25859225..25864714|protein ATP-dependent peptidase, putative, expressed	LOC_Os05g44590.3	no descriptionmoderately similar to ( 368)AT2G25740| Symbols:  | ATP-dependent protease La (LON) domain-containing protein | chr2:10987253-10990710 FORWARDnot assigned COG2802 Lon LON	protein.degradation	29_5

CUST_74729_PI403524517	2	0.12910843	-0.17506886	-0.04665661	-0.06733894	0.04665661	0.1013813	35_21428	"Cluster: Os10g0412000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os10g0412000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IXR5	CHR1V7|COORD:22015264..22023688| haloacid dehalogenase-like hydrolase family protein	AT1G59820.1	CHR10V5|COORD:14014752..14010343|protein phospholipid-transporting ATPase 3, putative, expressed	LOC_Os10g27220.2	no descriptionmoderately similar to ( 281)AT1G59820| Symbols:  | haloacid dehalogenase-like hydrolase family protein | chr1:22015264-22023688 FORWARDnot assigned	not assigned.no ontology	35_1

CUST_60113_PI403524517	2	-0.14196873	0.33697128	0.33819962	-0.13566875	-0.053798676	0.053798676	35_17137	"Cluster: Putative acetylornithine aminotransferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative acetylornithine aminotransferase - Oryza sativa"	UniRef90_Q688Q8	CHR1V7|COORD:30303567..30305405| acetylornithine aminotransferase, mitochondrial, putative / acetylornithine transaminase, putative / AOTA, putative	AT1G80600.1	CHR05V5|COORD:1682981..1685135|protein acetylornithine aminotransferase, mitochondrial precursor, putative, expressed	LOC_Os05g03830.1	 no descriptionhighly similar to ( 565)AT1G80600| Symbols:  | acetylornithine aminotransferase, mitochondrial, putative / acetylornithine transaminase, putative / AOTA, putative / ACOAT, putative | chr1:30303567-30305405 REVERSEweakly similar to ( 129)GSA_BRANAGlutamate-1-semialdehyde 2,1-aminomutase, chloroplast precursor - Brassica napus (Rape)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned ArgD PRK03711 argD PRK02627 GabT argD argD PRK12381 Aminotran_3 PRK04260 PRK08117 argD argD argD BioA PRK07323 PRK05769 PRK08555 PRK06541 argD PRK07483 rocD PRK08088 PRK07495 PRK09221 PRK08593 PRK09264 rocD PRK07481 PRK06058 PRK11522 PRK06918 PRK07678 PRK06916 PRK07480 PRK08360 PRK07030 PRK06938 PRK06062 PRK06777 PRK09044 PRK06105 PRK06943 HemL PRK06931 PRK09792 PRK06148 PRK00062 PRK06917 PRK07036 PRK08742 PRK07894 PRK05965 PRK08297 PRK07482 PRK07986 PRK08466 PRK06082 PRK05964 PRK12403 PRK06149 PRK06173 PRK05639 PRK05630 PRK12389 PRK06942 PRK06209 PRK07046 PRK00615 PRK12323 PRK07003 Herpes_BLLF1 TT_ORF1 Atrophin-1 Tymo_45kd_70kd DUF1421 APC_basic HPC2 DUF566 PRK12678 KAR9 PRK07764 Herpes_UL56 IER 	tetrapyrrole synthesis.GSA	19_3

CUST_19370_PI403524517	2	0.07905197	0.110565186	-0.01845932	-0.046256065	-0.07570934	0.018460274	35_5615	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_45511_PI403524517	2	-0.015316963	-0.19369793	0.015317917	0.3615694	0.17763138	-0.03338909	35_13045	"Cluster: Os07g0627700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0627700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D4G3	CHR1V7|COORD:28373098..28373601| glycine-rich protein	AT1G75550.1	CHR07V5|COORD:26016127..26013059|protein protein SUR2, putative, expressed	LOC_Os07g43460.1	no description	not assigned.unknown	35_2

CUST_152048_PI403524517	2	0.30184937	-0.31820583	0.09620762	0.1799264	-0.7399063	-0.09620714	35_42505	Rep: H0103C06.6 protein - Oryza sativa (Rice)	UniRef90_Q259H3	CHR5V7|COORD:7758310..7775512| zinc finger (C3HC4-type RING finger) family protein	AT5G23110.1	0	0	no descriptionmoderately similar to ( 217)AT5G23110| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr5:7758310-7775512 FORWARD	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_21233_PI399408534	2	0.10088253	-0.47002888	-0.0023841858	0.0023841858	0.10417366	-0.08522034	35_13197	Rep: Chromomethylase 1 - Hordeum vulgare (Barley)	UniRef90_Q4LB18	CHRomomethylase 2 (CMT2) | chr4V7|COORD:omomethylase| chromomethylase 2 (CMT2)	AT4G19020.1	CHR03V5|COORD:6636719..6647836|protein DNA cytosine methyltransferase MET2a, putative, expressed	LOC_Os03g12570.1	no descriptionmoderately similar to ( 244)AT4G19020| Symbols:  | chromomethylase 2 (CMT2) | chr4:10414537-10420947 FORWARDmoderately similar to ( 321)CMT3_MAIZEDNA - Zea mays (Maize)Dcm DNA_methylase Cyt_C5_DNA_methylase	RNA.regulation of transcription.DNA methyltransferases	27_3_46

CUST_99530_PI403524517	2	-0.025739193	0.1873908	-0.049558163	0.02573967	0.11614752	-0.5656085	35_28410	"Cluster: OSJNBa0084K11.21 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0084K11.21 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XUR9	"CHR5V7|COORD:16810993..16812117| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G43722.1); similar to Transposase, IS4 [Medicago truncatula]"	AT5G41980.1	CHR05V5|COORD:10843543..10840800|protein retrotransposon protein, putative, unclassified, expressed	LOC_Os05g18740.1	" no descriptionweakly similar to ( 153)AT5G41980| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G43722.1); similar to Transposase, IS4 [Medicago truncatula] (GB:ABE80314.1); contains domain FAMILY NOT NAMED (PTHR22930) | chr5:16810993-16812117 FORWARDnot assigned "	not assigned.unknown	35_2

CUST_12865_PI399408534	2	-0.024951935	0.3055873	0.024952412	0.29047394	-0.22640848	-0.24100447	35_23284	"Cluster: Hypothetical protein OJ1124_H03.4; n=3; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1124_H03.4 - Oryza sativa (japonica cultivar"	UniRef90_Q94GQ7	CHR5|COORD:14418721..14423657| PHD finger family protein	AT5G36670.1	CHR03V5|COORD:30698003..30706129|protein DNA binding protein, putative, expressed	LOC_Os03g53630.1	no descriptionmoderately similar to ( 313)AT1G05380| Symbols:  | DNA binding | chr1:1577230-1582189 FORWARDnot assigned not assigned PHD PHD	RNA.regulation of transcription.PHD finger transcription factor	27_3_63

CUST_170203_PI403524517	2	0.0014209747	-0.1364088	0.116701126	-0.018889427	0.16021252	-0.0014209747	35_47407	"Cluster: Maf family protein, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Maf family protein, putative, expressed - Oryza sativa (japon"	UniRef90_Q10PL9	CHR5V7|COORD:26576978..26578388| Maf family protein	AT5G66550.1	CHR03V5|COORD:6854513..6850880|protein maf-like protein CV_0124, putative, expressed	LOC_Os03g12810.1	no descriptionmoderately similar to ( 238)AT5G66550| Symbols:  | Maf family protein | chr5:26576978-26578388 REVERSEvery weakly similar to (51.2)Y1124_XYLFAMaf-like protein XF_1124 - Xylella fastidiosanot assigned Maf Maf Maf PRK04719 Maf_Ham1 PRK03098 PRK01946 PRK00884 PRK00078 PRK03797 PRK02676 PRK03411 PRK00648 PRK01441 PRK01839 PRK00238 PRK00234 PRK02141 PRK03442 PRK00148 PRK03415 PRK04056 PRK04425 PRK02478	not assigned.no ontology	35_1

CUST_14405_PI404877155	2	-0.9025974	0.6377735	-0.089767456	-0.108543396	0.08976793	1.5806103	Contig8247_at	branched-chain amino acid aminotransferase [Hordeum vulgare subsp. vulgare]	CAE00460.1	0	At1g50090.1	protein branched-chain amino acid aminotransferase, putative	Os03g12890	"branched-chain amino acid aminotransferase 5 / branched-chain amino acid transaminase 5 (BCAT5), nearly identical to SP:Q9FYA6 Branched-chain amino acid aminotransferase 5, chloroplast precursor (EC 2.6.1.42) (Atbcat-5) {Arabidopsis thaliana}; contains Pf"	amino acid metabolism.synthesis.branched chain group.common	13_1_4_1

CUST_25572_PI403524517	2	-0.04866314	0.04866314	-0.14156342	-0.086221695	0.08907795	0.4215994	35_7409	"Cluster: Short-chain dehydrogenase Tic32; n=1; Oryza sativa (japonica cultivar-group)|Rep: Short-chain dehydrogenase Tic32 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q53ML7	CHR4V7|COORD:12229181..12231503| short-chain dehydrogenase/reductase (SDR) family protein	AT4G23430.2	CHR11V5|COORD:4093522..4097409|protein retinol dehydrogenase 13, putative, expressed	LOC_Os11g07930.1	 no descriptionmoderately similar to ( 332)AT4G23430| Symbols:  | short-chain dehydrogenase/reductase (SDR) family protein | chr4:12229181-12231503 FORWARDvery weakly similar to (84.3)POR_DAUCAProtochlorophyllide reductase, chloroplast precursor - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK06196 PRK06197 PRK05854 PRK07453 FabG fabG COG4221 fabG DltE fabG PRK06949 PRK12826 PRK12939 PRK06914 PRK05855 DltE PRK07067 PRK12429 PRK12827 PRK06182 PRK07774 PRK08589 PRK06841 PRK09242 PRK08220 PRK07814 adh_short PRK12829 PRK09072 PRK06346 PRK07063 PRK07825 PRK12937 PRK12828 PRK07201 PRK06179 fabG PRK06484 PRK07479 fabG PRK06181 PRK08945 PRK07454 PRK08324 fabG fabG PRK08226 fabG PRK12824 PRK12748 PRK06138 PRK07035 PRK07062 PRK07326 PRK06500 PRK07523 PRK06123 fabG PRK08213 PRK12743 PRK06947 PRK06935 PRK07069 PRK05650 PRK10538 PRK12936 fabG PRK07024 PRK09186 PRK08267 PRK08936 PRK08277 PRK06124 PRK08264 PRK06924 fabG PRK07109 PRK07856 PRK07060 PRK08063 PRK07677 PRK07832 PRK07023 fabG PRK07791 PRK12747 PRK05866 PRK06113 PRK06198 PRK06194 PRK08219 PRK08017 PRK09291 benD PRK07890 PRK05872 PRK08251 fabG fabG PRK09730 	misc.short chain dehydrogenase/reductase (SDR)	26_22

CUST_49476_PI403524517	2	0.019180298	0.29221535	-0.10506821	0.10216141	-0.019180298	-0.05185318	35_14110	Rep: Gamma-TIP-like protein - Hordeum vulgare (Barley)	UniRef90_Q43480	"CHR2V7|COORD:15452569..15453415| GAMMA-TIP (Tonoplast intrinsic protein (TIP) gamma); water channel"	AT2G36830.1	CHR03V5|COORD:2543759..2541843|protein aquaporin TIP1.1, putative, expressed	LOC_Os03g05290.1	" no descriptionmoderately similar to ( 327)AT2G36830| Symbols: TIP1;1, GAMMA-TIP1, GAMMA-TIP | GAMMA-TIP (Tonoplast intrinsic protein (TIP) gamma); water channel | chr2:15452569-15453415 FORWARDmoderately similar to ( 385)TIP11_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned MIP MIP GlpF PRK05420 PRK12323 PRK07003 PRK07764 Herpes_BLLF1 Extensin_2 Atrophin-1 PRK12678 HPC2 TT_ORF1 Pneumo_att_G Drf_FH1 SerH "	transport.Major Intrinsic Proteins.TIP	34_19_2

CUST_49845_PI403524517	2	-0.05306244	0.30479527	-0.04658985	0.046588898	-0.07351494	0.09125805	35_14231	"Cluster: Putative gamma-adaptin 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative gamma-adaptin 1 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5WAB3	CHR1V7|COORD:22146609..22152961| clathrin binding	AT1G60070.1	CHR06V5|COORD:3375567..3385550|protein AP-1 complex subunit gamma-1, expressed	LOC_Os06g07090.2	no descriptionmoderately similar to ( 203)AT1G60070| Symbols:  | clathrin binding | chr1:22146609-22152961 REVERSEnot assigned not assigned Alpha_adaptinC2	cell. vesicle transport	31_4

CUST_31325_PI403524517	2	-0.5744481	-0.17200422	0.04576397	0.42245197	0.05679941	-0.045763493	35_9041	"Cluster: Putative formin I2I isoform; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative formin I2I isoform - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6H7U3	CHR4V7|COORD:8663499..8665759| formin homology 2 domain-containing protein / FH2 domain-containing protein	AT4G15200.1	CHR02V5|COORD:3291233..3295478|protein formin homology 2 domain-containing protein 5, putative, expressed	LOC_Os02g06580.1	" no descriptionweakly similar to ( 121)AT5G54650| Symbols: ATFH5, Fh5 | Fh5 (FORMIN HOMOLOGY5); actin binding | chr5:22215082-22218875 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned FH2 FH2 PRK07764 "	not assigned.no ontology.formin homology 2 domain-containing protein	35_1_20

CUST_8505_PI404877155	2	-1.0272007	2.5844574E-4	0.2785673	0.24734497	-2.5749207E-4	-0.008097649	Contig25131_at	OSJNBb0039F02.2 [Oryza sativa (japonica cultivar-group)] ref|XP_472327.1| OSJNBb0039F02.2 [Oryza sativa (japonica cultivar-group)]	CAD40771.1	expressed protein	At5g13220.1	protein expressed protein	Os04g32480	expressed protein or  expressed protein or  expressed protein	RNA.regulation of transcription.C2C2(Zn) GATA transcription factor family	27_3_09

CUST_716_PI404877155	2	-0.11683464	0.2725258	0.21805382	-0.08249855	-0.015298843	0.015299797	Contig10688_at	0	BAD07720.1	basic helix-loop-helix (bHLH) family protein	At5g54680.1	protein Helix-loop-helix DNA-binding domain, putative	Os02g02480	putative bHLH transcription factor	RNA.regulation of transcription.bHLH,Basic Helix-Loop-Helix family	27_3_06

CUST_181502_PI403524517	2	0.06794071	-0.8439903	-9.584427E-4	-0.034179688	0.038449287	9.57489E-4	35_50466	"Cluster: Putative translin-associated factor X; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative translin-associated factor X - Oryza sativa (japonica"	UniRef90_Q5NBG9	CHR2V7|COORD:1152713..1154282| translin family protein	AT2G03780.1	CHR01V5|COORD:9068198..9064162|protein translin family protein, expressed	LOC_Os01g16100.1	no descriptionvery weakly similar to (67.8)AT2G03780| Symbols:  | translin family protein | chr2:1152713-1154282 REVERSEnot assigned	not assigned.no ontology	35_1

CUST_60618_PI403524517	2	0.011341095	0.44354534	0.038043976	-0.07768059	-0.011340141	-0.15359211	35_17284	"Cluster: Trigger factor-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Trigger factor-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5Z4M6	CHR5V7|COORD:22414903..22417904| trigger factor type chaperone family protein	AT5G55220.1	CHR06V5|COORD:11675957..11681090|protein trigger factor-like protein, putative, expressed	LOC_Os06g20320.1	no descriptionhighly similar to ( 534)AT5G55220| Symbols:  | trigger factor type chaperone family protein | chr5:22414903-22417904 FORWARDnot assigned not assigned not assigned tig Tig Trigger_C Trigger_N PRK07764 PRK12323	protein.folding	29_6

CUST_12557_PI404877155	2	0.3030138	0.012763977	-0.048431396	-0.05205536	-0.012763977	0.1470871	Contig6306_at	putative CDP-diacylglycerol synthetase [Oryza sativa (japonica cultivar-group)]	AAM19062.1	phosphatidate cytidylyltransferase / CDP-diglyceride synthetase (CDS1)	At1g62430.1	protein phosphatidate cytidylyltransferase, putative	Os01g55360	NONE	lipid metabolism.Phospholipid synthesis	11_3

CUST_151562_PI403524517	2	-0.2369914	0.60332537	0.2369914	-0.53014517	0.29227018	-0.8299508	35_42377	Rep: Cyclase associated protein 2 - Xenopus laevis (African clawed frog)	UniRef90_Q6JV11	CHR1V7|COORD:20246785..20247294| proline-rich family protein	AT1G54215.1	CHR09V5|COORD:14456454..14453725|protein 2-oxo acid dehydrogenases acyltransferase family protein, expressed	LOC_Os09g24320.1	no description	not assigned.unknown	35_2

CUST_6954_PI403524517	2	0.11358738	0.024344444	-0.038146973	0.0732975	-0.0502882	-0.024344444	35_1927	"Cluster: Kinesin motor domain containing protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Kinesin motor domain containing protein, expressed"	UniRef90_Q10E64	0	0	CHR03V5|COORD:32003192..32010045|protein chromosome-associated kinesin KIF4A, putative, expressed	LOC_Os03g56260.1	no description	not assigned.unknown	35_2

CUST_90003_PI403524517	2	0.20854235	1.1274371	0.32071686	-0.20854282	-0.7867513	-0.22822809	35_25747	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QX11	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	CHR12V5|COORD:3761556..3760709|protein expressed protein	LOC_Os12g07550.1	no description	not assigned.unknown	35_2

CUST_13728_PI404877155	2	0.011068344	0.113957405	-0.07212925	0.05532646	-0.057120323	-0.011069298	Contig7473_at	pfkB-type carbohydrate kinase family protein [Arabidopsis thaliana] pir||G96689 probable fructokinase F28G11.11 [imported] - Arabidopsis tha	NP_564875.2	pfkB-type carbohydrate kinase family protein	At1g66430.1	protein fructokinase 3	Os06g12600	fructokinase	major CHO metabolism.degradation.sucrose.fructokinase	2_2_1_01

CUST_7153_PI403524517	2	0.004989624	0.16765118	-0.004989624	-0.10069561	-0.06756401	0.08250713	35_1986	"Cluster: Hypothetical protein F12M12_190; n=2; Arabidopsis thaliana|Rep: Hypothetical protein F12M12_190 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9LX73	CHR3V7|COORD:16991592..16994955| similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE80013.1)	AT3G46220.1	CHR05V5|COORD:904477..912080|protein expressed protein	LOC_Os05g02650.1	no descriptionmoderately similar to ( 481)AT3G46220| Symbols:  | similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE80013.1) | chr3:16991592-16994955 FORWARDnot assigned	not assigned.unknown	35_2

CUST_13837_PI404877155	2	0.1022377	-0.07527733	-0.11348152	0.023204803	-0.023204803	0.034906387	Contig7603_at	putative sterol 4-alpha-methyl-oxidase [Zea mays]	AAL82576.1	sterol 4-alpha-methyl-oxidase 1 (SMO1)	At2g29390.2	protein sterol 4-alpha-methyl-oxidase, putative	Os11g48020	putative sterol 4-alpha-methyl-oxidase	lipid metabolism.'exotics' (steroids, squalene etc)	11_8

CUST_159561_PI403524517	2	-0.095314026	0.047002792	-0.07087898	-0.047003746	0.051709175	0.23382187	35_44534	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_13474_PI399408534	2	0.087088585	-0.0483284	-0.006822586	0.05879402	-0.029028893	0.006822586	35_13432	"Cluster: PHD zinc finger protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: PHD zinc finger protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5Z411	CHR2V7|COORD:11921027..11926818| protein binding / zinc ion binding	AT2G27980.1	CHR06V5|COORD:31168515..31160701|protein PHD zinc finger protein, putative, expressed	LOC_Os06g51450.1	no descriptionweakly similar to ( 188)AT2G27980| Symbols:  | protein binding / zinc ion binding | chr2:11921027-11926818 REVERSE	RNA.regulation of transcription.PHD finger transcription factor	27_3_63

CUST_230_PI403524517	2	0.025949478	-0.75682354	-0.025949478	0.23150444	0.12331104	-0.6500387	35_61	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_172801_PI403524517	2	-0.34103775	0.1510868	-0.027552605	0.027552128	0.13855982	-0.28668308	35_48127	"Cluster: Hypothetical protein OJ1134F05.14; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1134F05.14 - Oryza sativa (japonica cultivar"	UniRef90_Q8H8B5	CHR3V7|COORD:2677128..2679185| pentatricopeptide (PPR) repeat-containing protein	AT3G08820.1	CHR03V5|COORD:3135948..3137785|protein pentatricopeptide repeat-containing protein, putative, expressed	LOC_Os03g06300.1	no description	not assigned.unknown	35_2

CUST_113576_PI403524517	2	-0.01333046	-0.25813484	-0.12521172	0.15776443	0.2513399	0.013331413	35_32237	"Cluster: Chloroplast inner envelope protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Chloroplast inner envelope protein, putative,"	UniRef90_Q7XD45	CHR1V7|COORD:20246785..20247294| proline-rich family protein	AT1G54215.1	CHR10V5|COORD:18349394..18340372|protein ATTIC110/TIC110, putative, expressed	LOC_Os10g35010.1	no descriptionnot assigned not assigned	not assigned.unknown	35_2

CUST_96635_PI403524517	2	8.363724E-4	0.31219578	0.15679073	-0.06840515	-8.363724E-4	-0.028507233	35_27602	"Cluster: Peptide-N(4)-(N-acetyl-beta-glucosaminyl)asparagine amidase; n=1; Arabidopsis thaliana|Rep:"	UniRef90_Q9FGY9	CHR5V7|COORD:20129297..20133351| transglutaminase-like family protein	AT5G49570.1	CHR07V5|COORD:18641326..18651889|protein transglutaminase-like superfamily protein, expressed	LOC_Os07g31460.2	no descriptionweakly similar to ( 118)AT5G49570| Symbols:  | transglutaminase-like family protein | chr5:20129297-20133351 REVERSEweakly similar to ( 112)PNG1_ORYSAnot assigned	not assigned.no ontology	35_1

CUST_111782_PI403524517	2	-0.02315712	-0.057841778	0.023157597	0.06799793	0.33225536	-0.12577868	35_31736	Rep: BPLF1 - Cercopithecine herpesvirus 15 (Rhesus lymphocryptovirus)	UniRef90_Q8UZI9	CHR1V7|COORD:11399903..11405702| actin binding	AT1G31810.1	CHR07V5|COORD:24271675..24264784|protein formin-2, putative, expressed	LOC_Os07g40510.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned Atrophin-1 DUF1421 PRK12323 Extensin_2	not assigned.unknown	35_2

CUST_2437_PI403524517	2	-0.093315125	-0.39863014	-0.0412426	0.14974785	0.0412426	0.052126884	35_663	Rep: Eukaryotic initiation factor 4A-2 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_P41377	"CHR3V7|COORD:4592642..4594135| EIF4A1 (eukaryotic translation initiation factor 4A-1); ATP-dependent helicase"	AT3G13920.1	CHR06V5|COORD:29506320..29502687|protein eukaryotic initiation factor 4A, putative, expressed	LOC_Os06g48750.3	 no descriptionweakly similar to ( 195)AT3G13920| Symbols: RH4, TIF4A1, EIF4A1 | EIF4A1 (eukaryotic translation initiation factor 4A-1) | chr3:4592642-4594101 REVERSEweakly similar to ( 197)IF4A_WHEATEukaryotic initiation factor 4A - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned SrmB PRK11192 PRK11776 HELICc PRK11634 Helicase_C HELICc PRK10590 PRK01297 PRK04837 PRK04537 RecQ Lhr MPH1 	protein.synthesis.initiation	29_2_3

CUST_2646_PI404877155	2	0.27160454	-0.11169052	-0.25394154	0.32471323	-0.08685732	0.08685684	Contig1307_at	Ferredoxin, chloroplast precursor pir||FEWT ferredoxin [2Fe-2S] precursor - wheat emb|CAA52980.1| ferredoxin [Triticum aestivum]	P00228	ferredoxin, chloroplast (PETF)	At1g60950.1	protein ferredoxin i, chloroplast precursor (anti-disease protein 1)	Os08g01380	ferredoxin	PS.lightreaction.other electron carrier (ox/red).ferredoxin	1_01_05_02

CUST_101135_PI403524517	2	0.4519992	0.040477753	-0.5350876	-0.040477276	1.1960726	-0.17230225	35_28866	"Cluster: Cell division-associated protein BIMB-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Cell division-associated protein BIMB-like - Oryza sativa"	UniRef90_Q6ZHH8		0	CHR02V5|COORD:32501282..32493342|protein peptidase, putative, expressed	LOC_Os02g53120.1	no description	not assigned.unknown	35_2

CUST_30906_PI399408534	2	0.2554102	0.116998196	-0.24706078	0.2854085	-0.116998196	-0.12162638	35_7689	"Cluster: Os07g0636100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0636100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D4B7	CHR5V7|COORD:10037658..10038941| transcription regulator	AT5G28040.1	CHR07V5|COORD:26411195..26412837|protein transcription regulator, putative, expressed	LOC_Os07g44200.1	no descriptionweakly similar to ( 120)AT5G28040| Symbols:  | transcription regulator | chr5:10037658-10038941 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF573 PRK07003 PRK07764 Tymo_45kd_70kd PRK12323 DUF566 Herpes_gI PRK12678 Herpes_BLLF1 APC_basic Protamine_P1	RNA.regulation of transcription.GeBP like	27_3_49

CUST_86_PI404877155	2	0.3996725	-1.8849459	-0.24488163	0.9843607	0.24488115	-0.81375504	baak1e23_at	plastocyanin precursor - barley emb|CAA68696.1| plastocyanin precursor [Hordeum vulgare] emb|CAA82201.1| plastocyanin [Hordeum vulgare subsp	S38255	7042760|plastocyanin	At1g20340.1	protein plastocyanin, chloroplast precursor	Os06g01210	plastocyanin	PS.lightreaction.other electron carrier (ox/red).plastocyanin	1_01_05_01

CUST_48245_PI403524517	2	0.05232334	-0.39234638	-0.0036315918	-0.047019005	0.030528069	0.0036315918	35_13792	Rep: AT4g05320/C17L7_240 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q93ZJ0	CHR1V7|COORD:11218057..11219398| RUB1 (RELATED TO UBIQUITIN 1)	AT1G31340.1	CHR09V5|COORD:15159891..15161889|protein polyubiquitin 2, putative, expressed	LOC_Os09g25320.1	 no descriptionmoderately similar to ( 261)AT1G31340| Symbols: NEDD8, ATRUB1, RUB1 | RUB1 (RELATED TO UBIQUITIN 1) | chr1:11218057-11219398 REVERSEweakly similar to ( 149)UBIQ_WHEATUbiquitin - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Ubiquitin Nedd8 ubiquitin UBQ UBL AN1_N Scythe_N RAD23_N UBQ parkin_N Fubi GDX_N SF3a120_C NIRF_N ISG15_repeat2 UBI4 DC_UbP_C 	protein.degradation.ubiquitin.ubiquitin	29_5_11_1

CUST_116871_PI403524517	2	-0.08860874	-0.051977158	-0.09142637	0.47792816	0.093006134	0.051977634	35_33127	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_5811_PI404877155	2	-0.0137786865	0.14351845	-0.012174606	-0.03360367	0.036008835	0.012174606	Contig17860_at	putative leucine zipper protein [Oryza sativa (japonica cultivar-group)] gb|AAP55028.1| putative leucine zipper protein [Oryza sativa (japon	NP_922741.1	expressed protein	At3g60320.1	protein putative leucine zipper protein	Os10g41310	0	RNA.regulation of transcription.bZIP transcription factor family	27_3_35

CUST_20723_PI403524517	2	0.18823242	0.4457121	-0.0074014664	-0.25346565	-0.20012474	0.0074005127	35_6019	"Cluster: Hypothetical protein OSJNBb0067H15.8; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0067H15.8 - Oryza sativa (japonica cu"	UniRef90_Q6I5C3	"CHR1V7|COORD:142138..142914| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G01026.1); similar to CAPIP1 [Capsicum annuum] (GB:AAT35532.1); contains"	AT1G01360.1	CHR05V5|COORD:7013602..7016069|protein CAPIP1, putative, expressed	LOC_Os05g12260.1	"no descriptionmoderately similar to ( 266)AT1G01360| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G01026.1); similar to CAPIP1 [Capsicum annuum] (GB:AAT35532.1); contains domain Bet v1-like (SSF55961); contains domain no description (G3D.3.30.530.20) | chr1:142138-142914 FORWARD"	not assigned.unknown	35_2

CUST_90310_PI403524517	2	0.20580912	0.16249847	0.023660183	-0.023660183	-0.8042636	-0.6320095	35_25831	Rep: OSIGBa0113E10.14 protein - Oryza sativa (Rice)	UniRef90_Q00RP2	"CHR1V7|COORD:6257956..6261318| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G19950.1); similar to Os04g0652500 [Oryza sativa (japonica cultivar-gr"	AT1G18190.1	CHR04V5|COORD:33011131..33006750|protein expressed protein	LOC_Os04g55810.1	no description	not assigned.unknown	35_2

CUST_165835_PI403524517	2	0.197752	-0.13728762	0.43310118	-0.12694263	0.12694311	-0.15466404	35_46206	"Cluster: Amino acid permease family protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Amino acid permease family protein, putative,"	UniRef90_Q2QN40	CHR3V7|COORD:6790994..6792513| amino acid permease family protein	AT3G19553.1	CHR12V5|COORD:24004084..24006048|protein cationic amino acid transporter, putative, expressed	LOC_Os12g39080.1	no descriptionvery weakly similar to (73.6)AT3G19553| Symbols:  | amino acid permease family protein | chr3:6790994-6792513 REVERSE	transport.amino acids	34_3

CUST_72039_PI403524517	2	-0.04003048	0.069989204	-0.10204697	-0.111040115	0.047514915	0.040029526	35_20651	Rep: H0525C06.2 protein - Oryza sativa (Rice)	UniRef90_Q01K82	CHR1V7|COORD:6978101..6985306| family II extracellular lipase, putative	AT1G20130.1	CHR04V5|COORD:21636341..21630012|protein zinc finger C-x8-C-x5-C-x3-H type family protein, expressed	LOC_Os04g35800.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF1777 Trypan_PARP PRK07764 PRK12323 PRK07003 DUF1509 DUF1421 Atrophin-1 PRK05648 PRK10819 Transformer Protamine_P1	not assigned.unknown	35_2

CUST_32542_PI399408534	2	0.2178421	0.21005297	0.32451677	-0.3168068	-0.6627712	-0.21005249	35_19301	Rep: CR4 - Oryza sativa (Rice)	UniRef90_Q948R7	"CHR3V7|COORD:21970848..21973535| ACR4 (ARABIDOPSIS CRINKLY4); kinase"	AT3G59420.1	CHR03V5|COORD:24370082..24374272|protein receptor protein kinase CRINKLY4 precursor, putative, expressed	LOC_Os03g43670.1	"no descriptionweakly similar to ( 154)AT3G59420| Symbols: ACR4 | ACR4 (ARABIDOPSIS CRINKLY4); kinase | chr3:21970848-21973535 REVERSEmoderately similar to ( 205)CRI4_MAIZEPutative receptor protein kinase CRINKLY4 precursor - Zea mays (Maize)"	signalling.receptor kinases.crinkly like	30_2_26

CUST_156284_PI403524517	2	-0.15782881	0.4055276	-0.03299904	0.15983105	-0.098154545	0.03299904	35_43650	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_131085_PI403524517	2	-0.09366989	-0.36576557	0.098519325	0.088256836	-0.08254433	0.08254528	35_36817	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_89873_PI403524517	2	-0.0052480698	0.2514019	0.04562664	-0.13473988	0.0052480698	-0.11649418	35_25712	0	0	CHR5V7|COORD:23551169..23556691| actin binding	AT5G58160.1	0	0	no description	not assigned.unknown	35_2

CUST_1382_PI403524517	2	0.021452904	-0.69561005	-0.021452904	0.1366005	0.082901	-0.05586624	35_366	"Cluster: S-adenosylmethionine synthetase 1; n=10; Spermatophyta|Rep: S-adenosylmethionine synthetase 1 - Hordeum vulgare (Barley)"	UniRef90_P50299	"CHR4V7|COORD:796298..797479| MAT2/SAM-2 (S-adenosylmethionine synthetase 2); methionine adenosyltransferase"	AT4G01850.1	CHR01V5|COORD:12348795..12346190|protein S-adenosylmethionine synthetase 1, putative, expressed	LOC_Os01g22010.3	 no descriptionhighly similar to ( 690)AT4G01850| Symbols: SAM-2, MAT2 | MAT2/SAM-2 (S-adenosylmethionine synthetase 2) | chr4:796298-797479 REVERSEhighly similar to ( 741)METK_HORVUnot assigned not assigned PRK05250 MetK PRK12459 S-AdoMet_synt_C S-AdoMet_synt_M S-AdoMet_synt_N Herpes_BLLF1 	amino acid metabolism.synthesis.aspartate family.methionine	13_1_3_4

CUST_83546_PI403524517	2	0.0069761276	0.2259779	-0.0069761276	-0.051026344	-0.24008656	0.12975407	35_23954	"Cluster: Putative vegetative storage protein win4.5; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative vegetative storage protein win4.5 - Oryza sativa"	UniRef90_Q5VRZ8	CHR4V7|COORD:12609647..12611338| phosphorylase family protein	AT4G24350.1	CHR06V5|COORD:681798..677897|protein bark storage protein A precursor, putative, expressed	LOC_Os06g02210.1	no descriptionweakly similar to ( 164)AT4G24350| Symbols:  | phosphorylase family protein | chr4:12609647-12611338 FORWARDweakly similar to ( 160)BSPA_POPDEBark storage protein A precursor - Populus deltoides (Eastern poplar) (Eastern cottonwood)PRK05584	not assigned.no ontology	35_1

CUST_15961_PI403524517	2	-0.0040721893	0.065338135	-0.07169056	0.004073143	-0.014117241	0.082424164	35_4608	"Cluster: Protein kinase domain containing protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Protein kinase domain containing protein, express"	UniRef90_Q10BI9	CHR5V7|COORD:332826..334177| protein kinase, putative	AT5G01850.1	CHR03V5|COORD:34145226..34141349|protein tyrosine-protein kinase 2, putative, expressed	LOC_Os03g60150.1	 no descriptionmoderately similar to ( 413)AT5G01850| Symbols:  | protein kinase, putative | chr5:332826-334177 FORWARDvery weakly similar to (92.8)CDC22_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pkinase_Tyr TyrKc PTKc S_TKc S_TKc Pkinase PTKc_Fes_like PTKc_Csk_like PTKc_Tec_like PTKc_Ack_like PTKc_Syk_like PTKc_Jak_rpt2 PTKc_Src_like PTKc_InsR_like PTKc_Srm_Brk PTKc_FGFR PTKc_EphR SPS1 PTKc_Tec_Rlk PTKc_FAK PTKc_Frk_like PTKc_EGFR_like PTKc_Abl PTKc_c-ros PTK_CCK4 PTKc_Chk PTKc_Itk PTKc_Trk PTKc_Btk_Bmx PTKc_PDGFR PTKc_Ror PTKc_ALK_LTK PTKc_Lck_Blk PTKc_Fes PTKc_Fer PTKc_Lyn PTKc_Csk PTKc_Musk PTK_Ryk PTKc_RET PTKc_Met_Ron PTKc_EphR_B PTKc_FGFR4 PTKc_Fyn_Yrk PTKc_FGFR1 PTKc_Jak2_Jak3_rpt2 PTKc_FGFR2 PTKc_Axl_like PTKc_InsR PTKc_Yes PTKc_FGFR3 PTKc_Src PTKc_Hck PTKc_Ror1 PTKc_EphR_A2 PTKc_DDR PTKc_Tyk2_rpt2 PTKc_EphR_A PTKc_IGF-1R PTKc_Aatyk PTKc_Tie1 PTKc_Jak1_rpt2 PTKc_Kit PTKc_HER4 PTKc_Tie2 PTKc_Zap-70 PTKc_TrkA PTKc_Syk PTKc_HER2 PTKc_EGFR PTKc_TrkB PTKc_Tyro3 PTKc_Tie PTKc_TrkC PTKc_VEGFR2 PTKc_VEGFR PTKc_CSF-1R PTKc_Aatyk1_Aatyk3 PTKc_Ror2 PTKc_EphR_A10 PTKc_Axl PTKc_PDGFR_alpha PTK_Jak_rpt1 PTKc_PDGFR_beta PTK_HER3 PTKc_DDR1 PTKc_VEGFR3 PTKc_DDR_like PTKc_DDR2 PTK_Jak2_Jak3_rpt1 PTKc_Aatyk2 PTK_Tyk2_rpt1 PTK_Jak1_rpt1 COG3642 	protein.postranslational modification	29_4

CUST_67220_PI403524517	2	0.56738615	-0.092101574	-0.7892082	0.35009813	-0.07040405	0.07040405	35_19196	"Cluster: Hypothetical protein OJ1217_F02.8; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1217_F02.8 - Oryza sativa (japonica cultivar"	UniRef90_Q6ZH44	0	0	CHR02V5|COORD:966388..965931|protein hypothetical protein	LOC_Os02g02630.1	no description	not assigned.unknown	35_2

CUST_13575_PI403524517	2	-0.07011032	-0.17516994	0.05221176	0.13985443	0.13275528	-0.05221176	35_3894	"Cluster: Os06g0359400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0359400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DCA7	"CHR1V7|COORD:5840451..5841529| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G53560.1); similar to Os01g0667100 [Oryza sativa (japonica"	AT1G17080.1	CHR06V5|COORD:14814857..14808930|protein 60S ribosomal protein L18A, putative, expressed	LOC_Os06g25294.1	" no descriptionvery weakly similar to (62.0)AT1G17080| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G53560.1); similar to Os01g0667100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001043806.1); similar to Os05g0564800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001056334.1); similar to Os01g0242900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001042559.1); contains domain 60S RIBOSOMAL PROTEIN L18A (PTHR10052); contains domain 60S RIBOSOMAL PROTEIN L18A, PLANT (PTHR10052:SF2) | chr1:5840451-5841529 REVERSE"	not assigned.unknown	35_2

CUST_15298_PI403524517	2	0.20383644	-0.07249546	-0.30749893	0.07249451	0.2068348	-0.15316582	35_4415	Rep: One helix protein - Deschampsia antarctica (Antarctic hairgrass)	UniRef90_Q8LPV2	CHR5V7|COORD:419141..419630| OHP (ONE HELIX PROTEIN)	AT5G02120.1	CHR05V5|COORD:12818196..12819118|protein expressed protein	LOC_Os05g22730.1	no descriptionweakly similar to ( 120)AT5G02120| Symbols: OHP | OHP (ONE HELIX PROTEIN) | chr5:419141-419630 FORWARD	PS.lightreaction.photosystem II.PSII polypeptide subunits	1_1_1_2

CUST_91745_PI403524517	2	0.15275383	-0.053351402	-0.0049438477	0.0049438477	-0.25745487	0.014612198	35_26232	"Cluster: AAA-type ATPase family protein, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: AAA-type ATPase family protein, putative, express"	UniRef90_Q10LK8	CHR4V7|COORD:1082082..1088680| AAA-type ATPase family protein	AT4G02480.1	CHR03V5|COORD:12826447..12814979|protein ATP binding protein, putative, expressed	LOC_Os03g22420.2	no descriptionweakly similar to ( 133)AT1G62130| Symbols:  | AAA-type ATPase family protein | chr1:22966030-22972585 REVERSE	protein.degradation.AAA type	29_5_9

CUST_18644_PI403524517	2	-0.8167496	-0.52974224	-0.0104961395	0.2942667	0.7433796	0.010496616	35_5392	Rep: OSIGBa0134P10.1 protein - Oryza sativa (Rice)	UniRef90_Q01IT5	CHR2V7|COORD:11759442..11760592| hydrolase, hydrolyzing O-glycosyl compounds	AT2G27500.3	CHR04V5|COORD:20185525..20190569|protein glucan endo-1,3-beta-glucosidase 7 precursor, putative, expressed	LOC_Os04g33640.2	 no descriptionmoderately similar to ( 363)AT2G27500| Symbols:  | hydrolase, hydrolyzing O-glycosyl compounds | chr2:11759442-11760592 REVERSEmoderately similar to ( 208)E13B_WHEATGlucan endo-1,3-beta-glucosidase precursor - Triticum aestivum (Wheat)not assigned not assigned not assigned Glyco_hydro_17 COG5309 PRK07003 	misc.beta 1,3 glucan hydrolases	26_4

CUST_16000_PI403524517	2	0.11358166	0.03740883	0.021333694	-0.021333694	-0.052970886	-0.054120064	35_4618	"Cluster: OSJNBb0020J19.10 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBb0020J19.10 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XKA0	CHR1V7|COORD:29170383..29172380| glucose-6-phosphate/phosphate translocator-related	AT1G77610.1	CHR04V5|COORD:35202475..35199844|protein organic anion transporter, putative, expressed	LOC_Os04g59550.1	 no descriptionmoderately similar to ( 367)AT1G77610| Symbols:  | glucose-6-phosphate/phosphate translocator-related | chr1:29170383-29172380 FORWARDvery weakly similar to (80.1)TPT_FLAPRTriose phosphate/phosphate translocator, chloroplast precursor - Flaveria pringleinot assigned not assigned not assigned not assigned UAA DUF6 RhaT 	transport.metabolite transporters at the envelope membrane	34_8

CUST_18068_PI399408534	2	0.23435307	-0.4779749	-0.14214897	-0.067108154	0.12061691	0.067108154	35_29660	"Cluster: Os03g0232600 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os03g0232600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DTQ5	CHR3V7|COORD:18485921..18487267| U-box domain-containing protein	AT3G49810.1	CHR03V5|COORD:7010760..7008263|protein ubiquitin-protein ligase, putative, expressed	LOC_Os03g13010.1	no descriptionmoderately similar to ( 203)AT3G49810| Symbols:  | U-box domain-containing protein | chr3:18485921-18487267 REVERSE	RNA.regulation of transcription.PHOR1	27_3_64

CUST_139244_PI403524517	2	-0.09099817	0.1417923	-0.011228561	-0.15581751	0.011227608	0.14196396	35_39053	"Cluster: Transducin / WD-40 repeat protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Transducin / WD-40 repeat protein-like - Oryza sativa (japonic"	UniRef90_Q6YS10	CHR1V7|COORD:25812961..25813793| AGP19/ATAGP19 (ARABINOGALACTAN-PROTEIN 19)	AT1G68725.1	CHR08V5|COORD:11124271..11120464|protein expressed protein	LOC_Os08g18150.1	no descriptionvery weakly similar to (60.1)AT1G80710| Symbols:  | transducin family protein / WD-40 repeat family protein | chr1:30338391-30340688 REVERSEnot assigned not assigned not assigned not assigned PRK07764	not assigned.no ontology	35_1

CUST_105079_PI403524517	2	0.016010284	0.12007904	0.14851189	-0.09855461	-0.05590439	-0.016010284	35_29933	"Cluster: Lecithin cholesterol acyltransferase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Lecithin cholesterol acyltransferase-like - Oryza sativa"	UniRef90_Q69IN7	CHR4V7|COORD:10777665..10780270| lecithin:cholesterol acyltransferase family protein / LACT family protein	AT4G19860.1	CHR09V5|COORD:19964721..19969670|protein phospholipase A1, putative, expressed	LOC_Os09g33820.2	no descriptionvery weakly similar to (57.4)AT4G19860| Symbols:  | lecithin:cholesterol acyltransferase family protein / LACT family protein | chr4:10777665-10780270 REVERSE	lipid metabolism.'exotics' (steroids, squalene etc).phosphatidylcholine¿sterol O-acyltransferase	11_8_10

CUST_113360_PI403524517	2	0.39994764	-0.0075674057	0.11258173	-0.070215225	-0.32252693	0.0075674057	35_32176	"Cluster: Hypothetical protein P0016H04.11; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0016H04.11 - Oryza sativa (japonica cultivar-g"	UniRef90_Q65XV7	CHR5V7|COORD:18416217..18418871| replication protein, putative	AT5G45400.1	CHR05V5|COORD:571398..576110|protein DNA binding protein, putative, expressed	LOC_Os05g02040.1	 no descriptionvery weakly similar to (75.1)AT5G45400| Symbols:  | replication protein, putative | chr5:18416217-18418871 FORWARDnot assigned RPA1N Rep-A_N 	DNA.synthesis/chromatin structure	28_1

CUST_69561_PI403524517	2	-0.08084583	0.4949522	0.030893326	-0.03224659	0.10916519	-0.030892372	35_19905	"Cluster: Hypothetical protein P0512C01.41; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0512C01.41 - Oryza sativa (japonica cultivar-g"	UniRef90_Q8LR47	"CHR1V7|COORD:5675918..5678679| SR45 (arginine/serine-rich 45); RNA binding"	AT1G16610.2	CHR01V5|COORD:32415897..32415104|protein expressed protein	LOC_Os01g55720.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF1509	not assigned.unknown	35_2

CUST_13357_PI403524517	2	0.10057449	-0.08871174	-0.1241169	0.1350975	-0.15440369	0.08871174	35_3830	"Cluster: CTD-phosphatase-like protein; n=1; Hordeum vulgare subsp. vulgare|Rep: CTD-phosphatase-like protein - Hordeum vulgare var. distichum (Two-rowed barley)"	UniRef90_Q6VEY3	CHR5V7|COORD:18843234..18845383| NLI interacting factor (NIF) family protein	AT5G46410.1	CHR01V5|COORD:27510690..27505529|protein CTD-phosphatase-like protein, putative, expressed	LOC_Os01g47540.1	no descriptionmoderately similar to ( 228)AT5G46410| Symbols:  | NLI interacting factor (NIF) family protein | chr5:18843234-18845383 FORWARDnot assigned not assigned not assigned NIF CPDc FCP1	not assigned.no ontology	35_1

CUST_7963_PI404877155	2	0.049469948	-0.046809196	-0.009786606	0.009786606	0.040345192	-0.0433712	Contig2343_s_at	putative COP9 complex subunit 3, FUS11 [Oryza sativa (japonica cultivar-group)]	BAD09047.1	COP9 signalosome complex subunit 3 / CSN complex subunit 3 (CSN3) / FUSCA protein (FUS11)	At5g14250.1	protein PCI domain, putative	Os08g02550	gi|1001955|gb|AAA76862.1| unknown protein	signalling.light.COP9 signalosome	30_11_1

CUST_33566_PI403524517	2	0.427258	0.4659171	0.051159382	-0.3673811	-0.45695782	-0.051158905	35_9676	"Cluster: CG3047-PA; n=3; Drosophila melanogaster|Rep: CG3047-PA - Drosophila melanogaster (Fruit fly)"	UniRef90_Q9VR49	0	0	0	0	no description	not assigned.unknown	35_2

CUST_57559_PI403524517	2	-0.06877422	0.42343712	0.23510933	-0.101940155	0.06877422	-0.13576317	35_16410	"Cluster: PEX14-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: PEX14-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q657X8	CHR5V7|COORD:25237549..25240797| PEX14 (PEROXISOME DEFECTIVE 2)	AT5G62810.1	CHR01V5|COORD:383503..379849|protein peroxin Pex14, putative, expressed	LOC_Os01g01720.2	 no descriptionweakly similar to ( 183)AT5G62810| Symbols: ATPEX14, PED2, PEX14 | PEX14 (PEROXISOME DEFECTIVE 2) | chr5:25237549-25240797 FORWARDnot assigned not assigned not assigned Pex14_N PRK07764 	not assigned.no ontology	35_1

CUST_90567_PI403524517	2	0.41765213	0.61455154	-0.072347164	-0.4879923	0.072347164	-0.31884432	35_25900	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_134343_PI403524517	2	0.006984234	1.5015311	0.30951548	-0.006984234	-0.33712196	-0.5358319	35_37696	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_169316_PI403524517	2	0.12636566	0.19057798	0.084275246	-0.084275246	-0.46006823	-0.6520257	35_47159	Rep: RNA-dependent RNA polymerase - Zea mays (Maize)	UniRef90_Q19VG2	"CHR4V7|COORD:6780518..6784386| RDR2 (RNA-DEPENDENT RNA POLYMERASE 2); RNA-directed RNA polymerase"	AT4G11130.1	CHR04V5|COORD:23065706..23071435|protein RNA-dependent RNA polymerase homolog 1, putative, expressed	LOC_Os04g39160.1	"no descriptionmoderately similar to ( 261)AT4G11130| Symbols: RDR2 | RDR2 (RNA-DEPENDENT RNA POLYMERASE 2); RNA-directed RNA polymerase | chr4:6780518-6784386 FORWARDnot assigned RdRP"	RNA.transcription	27_2

CUST_117152_PI403524517	2	0.13293171	0.09135342	0.115068436	-0.09135342	-0.20205402	-0.11778259	35_33200	"Cluster: Os06g0597800 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os06g0597800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DB68		0	CHR06V5|COORD:23555510..23558288|protein transposon protein, putative, unclassified, expressed	LOC_Os06g39680.1	no description	not assigned.unknown	35_2

CUST_59410_PI403524517	2	0.47019672	0.30993938	0.012748718	-0.012748241	-0.14171505	-0.013127804	35_16942	"Cluster: Putative Band 7 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Band 7 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7EZD2	CHR4V7|COORD:13766990..13769838| band 7 family protein	AT4G27585.1	CHR08V5|COORD:3414225..3418407|protein stomatin-like protein 2, putative, expressed	LOC_Os08g06200.1	no descriptionmoderately similar to ( 379)AT4G27585| Symbols:  | band 7 family protein | chr4:13766990-13769838 REVERSEnot assigned not assigned not assigned not assigned Band_7_stomatin_like HflC PHB Band_7 Band_7 Band_7_4 Band_7_HflK Band_7_HflC PRK10930	not assigned.no ontology	35_1

CUST_15179_PI403524517	2	0.2655697	0.16348839	-0.04148388	-0.2149558	-0.46637774	0.04148388	35_4376	"Cluster: Genomic DNA, chromosome 5, TAC clone:K21L19; n=2; Arabidopsis thaliana|Rep: Genomic DNA, chromosome 5, TAC clone:K21L19 - Arabidopsis thaliana (Mouse-e"	UniRef90_Q9FGT4	"CHR5V7|COORD:23525054..23532089| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G28720.1); similar to unknown protein [Oryza sativa (japonica"	AT5G58100.1	CHR01V5|COORD:42602391..42607415|protein serine/arginine repetitive matrix protein 1, putative, expressed	LOC_Os01g72890.1	"no descriptionweakly similar to ( 105)AT5G58100| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G28720.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD19375.1); similar to Os02g0469200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001046826.1) | chr5:23525054-23532089 FORWARD"	not assigned.unknown	35_2

CUST_96235_PI403524517	2	0.041729927	0.16248274	-0.041729927	0.3357091	-0.80850935	-1.0515504	35_27491	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_138827_PI403524517	2	-0.2149477	-0.117111206	0.117111206	0.18001747	0.20495129	-0.23847485	35_38941	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_17729_PI403524517	2	0.05928707	0.65392303	-0.022562027	-0.017292023	-0.044311523	0.017292023	35_5119	"Cluster: Putative peptidyl-prolyl cis-trans isomerase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative peptidyl-prolyl cis-trans isomerase - Oryza sat"	UniRef90_Q653Z1	CHR5V7|COORD:18548121..18549355| FK506-binding protein 1 (FKBP13)	AT5G45680.1	CHR06V5|COORD:27402749..27401365|protein FKBP-type peptidyl-prolyl cis-trans isomerase 4, chloroplast precursor, putative, expressed	LOC_Os06g45340.1	no descriptionweakly similar to ( 187)AT5G45680| Symbols:  | FK506-binding protein 1 (FKBP13) | chr5:18548121-18549355 FORWARDvery weakly similar to (91.7)FKB15_VICFAFK506-binding protein 2 precursor - Vicia faba (Broad bean)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned FkpA FKBP_C PRK10902 PRK11570 SlpA PRK12323 PRK07003 PRK07764 Gag_spuma Extensin_2 Atrophin-1 DUF1421 PRK12678 TT_ORF1	protein.folding	29_6

CUST_50705_PI403524517	2	0.07984352	-0.38002872	0.06013012	-0.13811302	-0.020889282	0.020889282	35_14469	"Cluster: Hypothetical protein P0710H01.11; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0710H01.11 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5VND0	"CHR4V7|COORD:15908788..15910144| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G32970.1); similar to PREDICTED: similar to MGC84305 protein"	AT4G32960.1	CHR06V5|COORD:2585186..2582843|protein expressed protein	LOC_Os06g05720.1	"no descriptionmoderately similar to ( 245)AT4G32960| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G32970.1); similar to PREDICTED: similar to MGC84305 protein [Strongylocentrotus purpuratus] (GB:XP_793273.1); similar to Os06g0150100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001056821.1) | chr4:15908788-15910144 REVERSEnot assigned not assigned not assigned not assigned not assigned PRK07003 PRK12323"	not assigned.unknown	35_2

CUST_26634_PI403524517	2	0.17648983	-0.19616508	-0.0740118	0.04630184	-0.029625893	0.029625893	35_7717	"Cluster: Hypothetical protein P0009H10.14; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0009H10.14 - Oryza sativa (japonica cultivar-g"	UniRef90_Q655G3	CHR4V7|COORD:13995996..13997204| unknown protein	AT4G28230.1	CHR06V5|COORD:28494282..28496333|protein expressed protein	LOC_Os06g46990.1	no descriptionnot assigned not assigned not assigned PRK07003 PRK12323	not assigned.unknown	35_2

CUST_62812_PI403524517	2	-0.058232307	-0.24892807	-0.027007103	0.14830685	0.10791206	0.02700615	35_17909	"Cluster: Dihydrodipicolinate reductase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Dihydrodipicolinate reductase-like - Oryza sativa (japonica cultiv"	UniRef90_Q67W29	CHR3V7|COORD:22135474..22137468| dihydrodipicolinate reductase family protein	AT3G59890.1	CHR02V5|COORD:13917195..13911365|protein dihydrodipicolinate reductase, putative, expressed	LOC_Os02g24020.1	no descriptionmoderately similar to ( 401)AT3G59890| Symbols:  | dihydrodipicolinate reductase family protein | chr3:22135474-22137468 REVERSEPRK00048 DapB DapB_C DapB_N	amino acid metabolism.synthesis.aspartate family.lysine.dihydrodipicolinate reductase	13_1_3_5_2

CUST_24137_PI403524517	2	0.03275585	0.42223263	0.0417881	-0.1117897	-0.032754898	-0.31565714	35_7009	Rep: AT3g13340/MDC11_13 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q94AB4	CHR5V7|COORD:22759880..22762135| WD-40 repeat family protein	AT5G56190.2	CHR02V5|COORD:29935779..29928500|protein WD-repeat protein-like, putative, expressed	LOC_Os02g48964.1	no descriptionweakly similar to ( 168)AT5G56190| Symbols:  | WD-40 repeat family protein | chr5:22759880-22762135 FORWARD	not assigned.no ontology	35_1

CUST_70442_PI403524517	2	0.069024086	0.07739258	-0.12382507	-0.06902504	-0.07224846	0.15042877	35_20177	"Cluster: Hypothetical protein OJ1187_E11.15; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1187_E11.15 - Oryza sativa (japonica cultiv"	UniRef90_Q65XC4	CHR2V7|COORD:8694649..8696402| COV1 (CONTINUOUS VASCULAR RING)	AT2G20120.1	CHR05V5|COORD:26199588..26196241|protein COV1, putative, expressed	LOC_Os05g45280.1	no descriptionmoderately similar to ( 319)AT2G20120| Symbols: COV1 | COV1 (CONTINUOUS VASCULAR RING) | chr2:8694649-8696402 REVERSEDUF502 COG2928	not assigned.no ontology	35_1

CUST_102468_PI403524517	2	-0.25309563	0.4248085	-0.15484762	0.15484762	-0.6743736	5.21482	35_29230	"Cluster: Putative amino acid transporter; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative amino acid transporter - Oryza sativa (japonica cultivar-gro"	UniRef90_Q84TX7	"CHR3V7|COORD:3758529..3760109| ANT1 (AROMATIC AND NEUTRAL TRANSPORTER 1); amino acid permease/ amino acid transporter"	AT3G11900.1	CHR07V5|COORD:7308516..7311378|protein ANT1, putative, expressed	LOC_Os07g12770.1	"no descriptionvery weakly similar to (85.1)AT3G11900| Symbols: ANT1 | ANT1 (AROMATIC AND NEUTRAL TRANSPORTER 1); amino acid permease/ amino acid transporter | chr3:3758529-3760109 FORWARDnot assigned not assigned Aa_trans SdaC"	transport.amino acids	34_3

CUST_94908_PI403524517	2	0.05000782	0.13185024	-0.20596504	-0.14386177	-0.0069704056	0.0069704056	35_27126	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_180473_PI403524517	2	-0.05518818	0.05518818	0.06832695	-0.18173218	0.16484833	-0.101210594	35_50191	"Cluster: Os09g0420100 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0420100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J1Q7	CHR3V7|COORD:4745970..4746965| protein binding / zinc ion binding	AT3G14250.1	CHR09V5|COORD:15125249..15128036|protein ubiquitin-protein ligase/ zinc ion binding protein, putative, expressed	LOC_Os09g25260.2	no descriptionvery weakly similar to (99.4)AT3G14250| Symbols:  | protein binding / zinc ion binding | chr3:4745970-4746965 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07764 TT_ORF1	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_44145_PI403524517	2	-0.028814316	-0.20745468	-0.055965424	0.09684467	0.09099007	0.028814316	35_12667	"Cluster: Nucleobase-ascorbate transporter-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Nucleobase-ascorbate transporter-like protein - Oryza"	UniRef90_Q5N911	CHR2V7|COORD:11859415..11863065| xanthine/uracil permease family protein	AT2G27810.1	CHR01V5|COORD:37387449..37391464|protein permease, putative, expressed	LOC_Os01g63870.2	no descriptionweakly similar to ( 189)AT2G27810| Symbols:  | xanthine/uracil permease family protein | chr2:11859415-11862488 FORWARDnot assigned	transport.misc	34_99

CUST_17335_PI403524517	2	0.41148758	-0.38167858	-0.086146355	0.03683567	0.07864189	-0.03683567	35_5008	Rep: Uroporphyrinogen III methyltransferase - Zea mays (Maize)	UniRef90_P93628	"CHR5V7|COORD:16384433..16385952| UPM1 (UROPHORPHYRIN METHYLASE 1); uroporphyrin-III C-methyltransferase"	AT5G40850.1	CHR01V5|COORD:25561556..25565013|protein siroheme synthase, putative, expressed	LOC_Os01g44050.1	"no descriptionmoderately similar to ( 402)AT5G40850| Symbols: UPM1 | UPM1 (UROPHORPHYRIN METHYLASE 1); uroporphyrin-III C-methyltransferase | chr5:16384433-16385952 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK06136 CysG cysG TP_methylase PRK07168 CobM CobF CobJ PRK05990 PRK05787 PRK05765 PRK05576 CobL PRK05991 DPH5 PRK04160 PRK08284 TT_ORF1 PRK07764 Drf_FH1 DUF1210 Tymo_45kd_70kd"	tetrapyrrole synthesis.urogen III methylase	19_30

CUST_18982_PI403524517	2	0.13647938	-0.5393648	-0.13105583	0.13105583	-0.3462925	0.2102747	35_5499	Rep: CsAtPR5 - Aegilops tauschii (Tausch's goatgrass) (Aegilops squarrosa)	UniRef90_Q8LK50	0	0	CHR08V5|COORD:2283046..2287271|protein csAtPR5, putative	LOC_Os08g04590.1	no description	not assigned.unknown	35_2

CUST_10657_PI404877155	2	-0.08812618	0.17360973	0.062072754	-0.043006897	-0.07152653	0.043006897	Contig4350_s_at	Citrate synthase, glyoxysomal precursor (GCS) pir||S53007 citrate synthase - cucurbit dbj|BAA07328.1| glyoxysomal citrate synthase [Cucurbit	P49299	citrate synthase, glyoxysomal, putative	At2g42790.1	protein citrate synthase I	Os02g13840	citrate synthase -related protein	gluconeogenese/ glyoxylate cycle.citrate synthase	6_01

CUST_91628_PI403524517	2	0.1349411	0.58200836	0.237154	-0.23307896	-0.1743555	-0.13494205	35_26196	"Cluster: Hypothetical protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q84P89	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	CHR02V5|COORD:33121766..33118546|protein expressed protein	LOC_Os02g54080.2	no descriptionnot assigned not assigned not assigned PRK12323 PRK07764	not assigned.unknown	35_2

CUST_88253_PI403524517	2	0.114715576	-0.06963539	-0.029341698	0.04401779	-0.16350842	0.029342651	35_25267	"Cluster: Putative leucine-rich repeat/extensin 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative leucine-rich repeat/extensin 1 - Oryza sativa (japon"	UniRef90_Q5VR46	CHR1V7|COORD:22496859..22500684| proline-rich family protein	AT1G61080.1	CHR01V5|COORD:4178236..4175962|protein protein binding protein, putative, expressed	LOC_Os01g08470.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07764 DUF1421 PRK05648	not assigned.unknown	35_2

CUST_50337_PI403524517	2	0.0024938583	-1.4462938	-0.14937115	0.051460266	-0.002494812	0.0460968	35_14362	"Cluster: Putative NADPH-thioredoxin reductase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative NADPH-thioredoxin reductase - Oryza sativa (japonica"	UniRef90_Q6ZFU6	CHR2V7|COORD:7571439..7573301| NTRA (NADPH-dependent thioredoxin reductase 2)	AT2G17420.1	CHR02V5|COORD:29545079..29548380|protein thioredoxin reductase 2, putative, expressed	LOC_Os02g48290.1	 no descriptionweakly similar to ( 141)AT2G17420| Symbols: ATNTRA, NTR2, NTRA | NTRA (NADPH-dependent thioredoxin reductase 2) | chr2:7571439-7573301 FORWARDnot assigned TrxB PRK10262 AhpF 	redox.thioredoxin	21_1

CUST_28697_PI399408534	2	-0.003967285	0.22299957	-0.24824047	-0.26928806	0.003967285	0.03002739	35_43542	"Cluster: BHLH transcription factor PTF1-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: BHLH transcription factor PTF1-like - Oryza sativa (japonica cult"	UniRef90_Q5SMP1	CHR2V7|COORD:10326726..10329257| basic helix-loop-helix (bHLH) family protein	AT2G24260.1	CHR02V5|COORD:33828040..33832179|protein BHLH transcription factor, putative, expressed	LOC_Os02g55250.1	no descriptionvery weakly similar to (73.9)AT2G24260| Symbols:  | basic helix-loop-helix (bHLH) family protein | chr2:10326726-10329257 REVERSEHLH HLH	RNA.regulation of transcription.bHLH,Basic Helix-Loop-Helix family	27_3_6

CUST_43105_PI403524517	2	-0.21373796	-0.4061818	0.23883629	0.0783453	-0.07834482	0.16781616	35_12379	"Cluster: Glycosyltransferase family 43 protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Glycosyltransferase family 43 protein, expressed - O"	UniRef90_Q10N05	"CHR2V7|COORD:15594750..15596302| IRX9 (IRREGULAR XYLEM 9); transferase, transferring glycosyl groups"	AT2G37090.1	CHR03V5|COORD:9925432..9931477|protein beta3-glucuronyltransferase, putative, expressed	LOC_Os03g17850.1	" no descriptionweakly similar to ( 108)AT2G37090| Symbols: IRX9 | IRX9 (IRREGULAR XYLEM 9); transferase, transferring glycosyl groups | chr2:15594750-15596302 REVERSEnot assigned GlcAT-I Glyco_transf_43 PRK07764 PRK12323 "	protein.glycosylation	29_7

CUST_7393_PI403524517	2	0.082182884	0.100167274	-0.03332615	-0.03865719	-0.020454407	0.020454407	35_2056	"Cluster: OSIGBa0152L12.11 protein; n=4; Oryza sativa|Rep: OSIGBa0152L12.11 protein - Oryza sativa (Rice)"	UniRef90_Q01JS3	CHR3V7|COORD:8611184..8612566| transferase family protein	AT3G23840.1	CHR04V5|COORD:30776280..30780523|protein transferase, putative, expressed	LOC_Os04g52164.1	no descriptionmoderately similar to ( 230)AT3G23840| Symbols:  | transferase family protein | chr3:8611184-8612566 FORWARDvery weakly similar to (52.8)HCBT3_DIACAAnthranilate N-benzoyltransferase protein 3 - Dianthus caryophyllus (Carnation) (Clove pink)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Transferase PRK12678 Tymo_45kd_70kd PRK07003 PRK12323 PRK07764 APC_basic Herpes_BLLF1 FAP Totivirus_coat DUF390 AF-4 infB Protamine_P1 KAR9 DM6 Transformer Herpes_UL56 Pneumo_att_G PRK09169	not assigned.no ontology	35_1

CUST_29100_PI399408534	2	-0.039051056	0.6252718	0.039051056	-0.17604446	0.081567764	-0.1434288	35_23955	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53PP7	CHR1V7|COORD:7421472..7422803| transcription factor	AT1G21200.1	CHR11V5|COORD:3087416..3092224|protein expressed protein	LOC_Os11g06410.2	no descriptionmoderately similar to ( 226)AT1G21200| Symbols:  | transcription factor | chr1:7421472-7422803 FORWARDnot assigned	RNA.regulation of transcription.Trihelix, Triple-Helix transcription factor family	27_3_30

CUST_72146_PI403524517	2	0.03454399	0.2916813	-0.0069675446	-0.21744251	-0.1860609	0.006968498	35_20681	"Cluster: Hypothetical protein OJ1065_B06.22; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1065_B06.22 - Oryza sativa (japonica cultiv"	UniRef90_Q6ZL92	"CHR4V7|COORD:8376558..8378074| Identical to Bet1-like protein At4g14600 [Arabidopsis Thaliana] (GB:Q8VXX9;GB:O23316); similar to unknown protein"	AT4G14600.1	CHR07V5|COORD:23372191..23369849|protein expressed protein	LOC_Os07g38990.1	"no descriptionweakly similar to ( 124)AT4G14600| Symbols:  | Identical to Bet1-like protein At4g14600 [Arabidopsis Thaliana] (GB:Q8VXX9;GB:O23316); similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G29060.1); similar to unknown [Striga asiatica] (GB:ABE66395.1); contains InterPro domain Target SNARE coiled-coil region; (InterPro:IPR000727) | chr4:8376558-8378074 FORWARDnot assigned"	not assigned.unknown	35_2

CUST_11019_PI404877155	2	-0.3371458	-0.0104289055	0.0104289055	1.0902123	0.2796321	-0.34275484	Contig4756_at	0	BAD09896.1	NADP-dependent glyceraldehyde-3-phosphate dehydrogenase, putative	At2g24270.2	protein aldehyde dehydrogenase (NAD) family protein	Os08g34210	"NADP-dependent glyceraldehyde-3-phosphate dehydrogenase, putative, similar to NADP-dependent glyceraldehyde-3-phosphate dehydrogenase (NON-phosphorylating glyceraldehyde 3-phosphate; glyceraldehyde-3-phosphate dehydrogenase (NADP+)) (Nicotiana plumbaginif"	PS.calvin cyle.GAP	1_03_04

CUST_12070_PI399408534	2	-0.32684755	-0.4234538	0.014251709	1.096734	-0.014251232	0.3096857	35_39677	"Cluster: Hypothetical protein; n=1; Chaetomium globosum CBS 148.51|Rep: Hypothetical protein - Chaetomium globosum CBS 148.51"	UniRef90_Q2HGX2	CHR1V7|COORD:23447353..23451019| RNA binding / hydrolase, acting on ester bonds	AT1G63210.1	CHR05V5|COORD:24218139..24226685|protein SH2 motif, putative, expressed	LOC_Os05g41510.1	 no descriptionvery weakly similar to (73.9)AT1G63210| Symbols:  | RNA binding / hydrolase, acting on ester bonds | chr1:23447353-23451019 FORWARDnot assigned 	DNA.synthesis/chromatin structure	28_1

CUST_5096_PI403524517	2	-0.07174015	0.4674406	0.049319267	8.1062317E-4	-0.009023666	-8.1062317E-4	35_1401	"Cluster: Putative syntaxin of plants 52; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative syntaxin of plants 52 - Oryza sativa (japonica cultivar-group"	UniRef90_Q6YUT2	CHR1V7|COORD:5555177..5556334| SYP51 (SYNTAXIN OF PLANTS 51)	AT1G16240.2	CHR02V5|COORD:1024751..1022080|protein SNARE domain containing protein, expressed	LOC_Os02g02720.3	 no descriptionmoderately similar to ( 264)AT1G16240| Symbols: ATSYP51, SYP51 | SYP51 (SYNTAXIN OF PLANTS 51) | chr1:5555187-5556334 REVERSEnot assigned not assigned SNARE t_SNARE t_SNARE 	cell. vesicle transport	31_4

CUST_148234_PI403524517	2	-0.04621792	0.5884447	0.046218872	-0.18726063	-0.3658924	0.19275665	35_41471	"Cluster: Glutamyl-tRNA reductase, chloroplast precursor; n=8; Poaceae|Rep: Glutamyl-tRNA reductase, chloroplast precursor - Oryza sativa (Rice)"	UniRef90_O48674	"CHR1V7|COORD:21627693..21629716| HEMA1; glutamyl-tRNA reductase"	AT1G58290.1	CHR10V5|COORD:18832897..18829486|protein glutamyl-tRNA reductase, chloroplast precursor, putative, expressed	LOC_Os10g35840.1	" no descriptionweakly similar to ( 126)AT1G09940| Symbols: HEMA2 | HEMA2; glutamyl-tRNA reductase | chr1:3237226-3239264 REVERSEweakly similar to ( 166)HEM11_HORVUGlutamyl-tRNA reductase 1, chloroplast precursor - Hordeum vulgare (Barley)GlutR_N hemA HemA TT_ORF1 "	tetrapyrrole synthesis.glu-tRNA reductase	19_2

CUST_59075_PI403524517	2	-0.04303646	-0.25645638	0.08509731	0.04303646	-0.094394684	0.058781624	35_16849	"Cluster: Putative heterogeneous nuclear ribonucleoprotein A1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative heterogeneous nuclear ribonucleoprotein"	UniRef90_Q84ZR9	CHR3V7|COORD:2492881..2495058| heterogeneous nuclear ribonucleoprotein, putative / hnRNP, putative	AT3G07810.1	CHR07V5|COORD:23702460..23707234|protein RNA-binding protein, putative, expressed	LOC_Os07g39560.3	 no descriptionmoderately similar to ( 473)AT3G07810| Symbols:  | heterogeneous nuclear ribonucleoprotein, putative / hnRNP, putative | chr3:2492881-2495108 FORWARDvery weakly similar to (95.9)ROC1_NICSY29 kDa ribonucleoprotein A, chloroplast precursor - Nicotiana sylvestris (Wood tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG0724 RRM RRM_1 	RNA.RNA binding	27_4

CUST_168613_PI403524517	2	-0.23258114	0.40050125	-0.14151382	0.06536341	0.27047253	-0.065363884	35_46958	"Cluster: NAD-dependent malic enzyme 62 kDa isoform, mitochondrial precursor; n=1; Solanum tuberosum|Rep: NAD-dependent malic enzyme 62 kDa isoform, mitochondria"	UniRef90_P37221	CHR2V7|COORD:5657171..5662185| malate oxidoreductase, putative	AT2G13560.1	CHR07V5|COORD:18585620..18594429|protein NAD-dependent malic enzyme 62 kDa isoform, mitochondrial precursor, putative, expressed	LOC_Os07g31380.1	 no descriptionweakly similar to ( 173)AT2G13560| Symbols:  | malate oxidoreductase, putative | chr2:5657171-5662185 FORWARDweakly similar to ( 182)MAOM_SOLTUNAD-dependent malic enzyme 62 kDa isoform, mitochondrial precursor - Solanum tuberosum (Potato)not assigned malic SfcA 	TCA / org. transformation.other organic acid transformaitons.malic	8_2_10

CUST_137500_PI403524517	2	0.17201233	0.11997414	-0.05072689	-0.2623396	-0.4609413	0.050727844	35_38560	Rep: rps3 - Triticum aestivum	UniRef90_UPI00005DB4C6	CHRMV7|COORD:25482..28733| ribosomal protein S3	ATMG00090.1	CHR12V5|COORD:20643926..20647428|protein mitochondrial ribosomal protein S3, putative, expressed	LOC_Os12g34130.1	no descriptionmoderately similar to ( 237)ATMG00090| Symbols: RPS3 | ribosomal protein S3 | chrM:25482-28733 REVERSEmoderately similar to ( 263)RT03_MAIZEMitochondrial ribosomal protein S3 - Zea mays (Maize)Ribosomal_S3_N	protein.synthesis.mito/plastid ribosomal protein.mitochondrial	29_2_1_2

CUST_463_PI399407379	2	-0.377697	0.13158989	0.076579094	0.033332825	-0.30606556	-0.033332825	HvCDPK3									

CUST_76979_PI403524517	2	-0.24510956	-0.056500435	-0.4502468	0.44573784	0.056500435	0.23054504	35_22065	"Cluster: Putative serine/threonine protein kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative serine/threonine protein kinase - Oryza sativa (jap"	UniRef90_Q6YUS6	CHR4V7|COORD:17999426..18003545| protein kinase family protein	AT4G38470.1	CHR02V5|COORD:1056830..1050786|protein ATP binding protein, putative, expressed	LOC_Os02g02780.1	no descriptionvery weakly similar to (85.5)AT4G38470| Symbols:  | protein kinase family protein | chr4:17999426-18003545 FORWARDnot assigned	protein.postranslational modification	29_4

CUST_103433_PI403524517	2	0.10269451	0.2590046	-0.034585953	-0.42221117	-0.61395216	0.034585953	35_29497	"Cluster: Hydroxyproline-rich glycoprotein DZ-HRGP precursor; n=1; Volvox carteri f. nagariensis|Rep: Hydroxyproline-rich glycoprotein DZ-HRGP precursor - Volvox"	UniRef90_Q9SBM1	CHR1V7|COORD:16816094..16817173| DNA binding / ligand-dependent nuclear receptor	AT1G44191.1	CHR08V5|COORD:395077..393302|protein vegetative cell wall protein gp1 precursor, putative, expressed	LOC_Os08g01690.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TT_ORF1 Extensin_2 DUF1421 Protamine_P1 Tymo_45kd_70kd Atrophin-1 PRK12323 PRK07764 DUF1210 PRK06958 Drf_FH1 tolA Protamine_P2 DUF1777	not assigned.unknown	35_2

CUST_119411_PI403524517	2	0.16109324	-0.38919592	-0.16109276	0.19340515	-0.3448267	0.25157356	35_33788	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_33852_PI403524517	2	1.185121	2.018023	1.318089	-1.257246	-1.185121	-1.2449121	35_9758	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_14894_PI404877155	2	0.3514347	-1.7910614	-0.49916172	0.64319515	-0.14800262	0.14800262	Contig873_s_at	HSP70 [Triticum aestivum]	AAB99745.1	heat shock protein 70, putative / HSP70, putative	At3g12580.1	protein dnaK protein	Os01g62290	HSP70	stress.abiotic.heat	20_2_1

CUST_11631_PI403524517	2	-0.04209709	-0.28143692	-0.0085020065	0.0085020065	0.031082153	0.07204056	35_3305	"Cluster: Zinc finger, C3HC4 type family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Zinc finger, C3HC4 type family protein, expressed -"	UniRef90_Q339K7	CHR2|COORD:6373993..6378116| zinc finger (C3HC4-type RING finger) family protein, contains Pfam profile: PF00097 zinc finger, C3HC4 type (RING finger)	AT2G14835.2	CHR10V5|COORD:10051491..10056908|protein zinc finger protein-like 1, putative, expressed	LOC_Os10g20600.1	no descriptionvery weakly similar to (63.5)AT2G14835| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr2:6374320-6377692 FORWARD	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_71293_PI403524517	2	0.10510063	0.19949722	-0.09410572	-0.0022087097	0.0022087097	-0.06410694	35_20424	Rep: At4g27040 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q5M759	"CHR4V7|COORD:13573067..13574582| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G31960.1); similar to EAP30 subunit of ELL complex [Xenopus"	AT4G27040.1	CHR09V5|COORD:20748451..20744598|protein vacuolar sorting protein SNF8, putative, expressed	LOC_Os09g36020.1	"no descriptionmoderately similar to ( 365)AT4G27040| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G31960.1); similar to EAP30 subunit of ELL complex [Xenopus tropicalis] (GB:NP_001011185.1); contains InterPro domain EAP30; (InterPro:IPR007286) | chr4:13573067-13574582 REVERSEnot assigned EAP30"	not assigned.unknown	35_2

CUST_77743_PI403524517	2	-0.10242605	-2.5409746	-1.1327298	0.10242605	2.7920861	0.238729	35_22286	"Cluster: P0028E10.22 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: P0028E10.22 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q9AS70	CHR5V7|COORD:7254070..7255869| hydrolase, alpha/beta fold family protein	AT5G21950.1	CHR01V5|COORD:3515962..3513465|protein hydrolase, putative, expressed	LOC_Os01g07420.1	 no descriptionweakly similar to ( 104)AT4G33180| Symbols:  | hydrolase, alpha/beta fold family protein | chr4:16000285-16002058 FORWARDnot assigned not assigned not assigned MhpC PRK12323 	not assigned.no ontology	35_1

CUST_5389_PI403524517	2	-1.7047033	0.30382156	0.57952976	0.09861803	-0.09861755	-1.0037875	35_1488	"Cluster: Tonoplast membrane integral protein ZmTIP3-1; n=2; Poaceae|Rep: Tonoplast membrane integral protein ZmTIP3-1 - Zea mays (Maize)"	UniRef90_Q9ATL7	"CHR1V7|COORD:27525816..27526832| ALPHA-TIP/TIP3;1 (ALPHA-TONOPLAST INTRINSIC PROTEIN); water channel"	AT1G73190.1	CHR10V5|COORD:18371526..18372955|protein aquaporin TIP3.1, putative, expressed	LOC_Os10g35050.1	" no descriptionmoderately similar to ( 335)AT1G73190| Symbols: ALPHA-TIP, TIP3;1 | ALPHA-TIP/TIP3;1 (ALPHA-TONOPLAST INTRINSIC PROTEIN); water channel | chr1:27525816-27526832 FORWARDmoderately similar to ( 437)TIP31_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned MIP MIP GlpF PRK05420 Herpes_BLLF1 PRK07003 Gag_spuma "	transport.Major Intrinsic Proteins.TIP	34_19_2

CUST_90527_PI403524517	2	0.21898556	-0.13194847	-0.05434704	0.0010251999	0.066765785	-0.0010251999	35_25890	Rep: Nucleolar complex protein 2 homolog - Oryza sativa (Rice)	UniRef90_Q8LNU5	"CHR2V7|COORD:7935336..7938933| Identical to Nucleolar complex protein 2 homolog (Protein NOC2 homolog) [Arabidopsis Thaliana] (GB:Q9ZPV5); similar to unknown"	AT2G18220.1	CHR10V5|COORD:18527739..18522505|protein expressed protein	LOC_Os10g35280.1	no descriptionvery weakly similar to (86.7)NOC2L_ORYSAnot assigned not assigned not assigned not assigned	not assigned.unknown	35_2

CUST_18588_PI404877155	2	0.075320244	-1.607924	-0.3457327	0.145401	0.085271835	-0.07531929	HVSMEl0002K15r2_at	chloroplast sigma factor [Triticum aestivum]	CAA10725.1	RNA polymerase sigma subunit SigA (sigA) / sigma factor 1 (SIG1)	At1g64860.1	protein Sigma-70 region 2, putative	Os08g06630	"RPOD1;SIG1;SIG2;SIGB;RNA POLYMERASE SIGMA SUBUNIT 1;SIGMA FACTOR A;RNA polymerase sigma subunit SigA (sigA) / sigma factor 1 (SIG1), identical to sigma factor SigA (Arabidopsis thaliana) GI:5478439, sigma factor 1 (Arabidopsis thaliana) GI:2353171, plasti"	RNA.transcription	27_2

CUST_180855_PI403524517	2	0.025157928	-0.8377485	0.048233032	-0.095864296	0.009553909	-0.009553909	35_50297	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_151847_PI403524517	2	-0.041762352	0.2924471	0.021680832	-0.028309822	0.091970444	-0.021681786	35_42454	Rep: Chromdomain-containing protein CRD101 - Zea mays (Maize)	UniRef90_Q8LK11	"CHR5V7|COORD:5827506..5829539| TFL2 (TERMINAL FLOWER 2); chromatin binding"	AT5G17690.1	CHR10V5|COORD:8660956..8665765|protein chromdomain-containing protein CRD101, putative, expressed	LOC_Os10g17770.1	" no descriptionvery weakly similar to (94.7)AT5G17690| Symbols: LHP1, TFL2 | TFL2 (TERMINAL FLOWER 2); chromatin binding | chr5:5827506-5829539 REVERSEweakly similar to ( 129)LHP1_ORYSAnot assigned not assigned Chromo CHROMO CHROMO "	DNA.synthesis/chromatin structure	28_1

CUST_6427_PI403524517	2	-0.34715652	-0.2090683	0.1893425	0.1052742	-0.01368618	0.013685226	35_1782	"Cluster: Hypothetical protein OSJNBa0056G17.7; n=2; Oryza sativa|Rep: Hypothetical protein OSJNBa0056G17.7 - Oryza sativa (Rice)"	UniRef90_Q9FRM3	CHR4|COORD:12864838..12866837| expressed protein	AT4G25030.2	CHR10V5|COORD:22865397..22862711|protein expressed protein	LOC_Os10g43060.1	"no descriptionmoderately similar to ( 306)AT4G25030| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G45410.3); similar to Os07g0159500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001058932.1); similar to Os10g0580900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001065517.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD67910.1) | chr4:12865346-12866648 FORWARD"	not assigned.unknown	35_2

CUST_42477_PI403524517	2	0.06755543	0.11011982	-0.025435448	-0.023928642	-0.02935028	0.023928642	35_12206	"Cluster: Putative PROPYZAMIDE-HTPERSENSITIVE 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative PROPYZAMIDE-HTPERSENSITIVE 1 - Oryza sativa (japonica"	UniRef90_Q655C5	"CHR5|COORD:7998477..8002808| similar to dual specificity protein phosphatase (DsPTP1) [Arabidopsis thaliana] (TAIR:At3g23610.1); similar to B1146B04.18 [Oryza s"	AT5G23720.3	CHR01V5|COORD:11676292..11682491|protein PHS1, putative, expressed	LOC_Os01g20940.1	"no descriptionweakly similar to ( 125)AT5G23720| Symbols: PHS1 | PHS1 (PROPYZAMIDE-HYPERSENSITIVE 1); protein tyrosine/serine/threonine phosphatase | chr5:7998509-8002597 FORWARD"	protein.postranslational modification	29_4

CUST_29598_PI399408534	2	0.56519413	-0.20380735	-0.05373001	-0.11684799	0.5105305	0.053730488	35_50695	Rep: Phytochrome - Hordeum vulgare (Barley)	UniRef90_Q39997	"CHR2V7|COORD:8147161..8151233| PHYB (PHYTOCHROME B); G-protein coupled photoreceptor/ signal transducer"	AT2G18790.1	CHR03V5|COORD:10998924..11007061|protein phytochrome B, putative, expressed	LOC_Os03g19590.1	" no descriptionweakly similar to ( 150)AT2G18790| Symbols: HY3, OOP1, PHYB | PHYB (PHYTOCHROME B); G-protein coupled photoreceptor/ signal transducer | chr2:8147161-8151233 FORWARDweakly similar to ( 200)PHYB_ORYSACOG4251 GAF "	signalling.light	30_11

CUST_3647_PI404877155	2	0.0657835	6.8569183E-4	-6.8473816E-4	-0.11130047	-0.0015802383	0.05365181	Contig14204_at	SET-domain transcriptional regulator-like protein [Oryza sativa (japonica cultivar-group)]	BAD05452.1	SET domain-containing protein	At2g18850.1	protein SET domain, putative	Os08g14660	NONE	RNA.regulation of transcription.SET-domain transcriptional regulator family	27_3_69

CUST_19972_PI399408534	2	-7.648468E-4	0.5171242	7.648468E-4	-0.09822655	-0.19996071	0.04900837	35_4119	"Cluster: Putative zinc-finger motif; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative zinc-finger motif - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6H591	CHR4V7|COORD:11728105..11730242| DNA binding	AT4G22140.2	CHR09V5|COORD:13180329..13183735|protein DNA binding protein, putative, expressed	LOC_Os09g21770.1	no descriptionmoderately similar to ( 331)AT4G22140| Symbols:  | DNA binding | chr4:11728105-11730242 REVERSEnot assigned not assigned not assigned not assigned BAH_BAHCC1 BAH BAH BAH BAH_polybromo BAH_plant_3 PHD BAH_MTA BAH_plant_2 PHD BAH_plant_1 BAH_DCM_I	RNA.regulation of transcription.Chromatin Remodeling Factors	27_3_44

CUST_21961_PI403524517	2	-0.25108385	0.7569561	0.39085627	0.1379857	-0.21560478	-0.13798618	35_6381	"Cluster: Os02g0740500 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os02g0740500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DXQ1	0	0	CHR02V5|COORD:30965708..30967020|protein expressed protein	LOC_Os02g50700.1	no description	not assigned.unknown	35_2

CUST_11759_PI399408534	2	8.249283E-4	0.42216873	0.0725956	-0.21510983	-8.239746E-4	-0.16025543	35_18363	"Cluster: Putative histone deacetylase 2 isoform b; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative histone deacetylase 2 isoform b - Oryza sativa (jap"	UniRef90_Q5N871	CHR5V7|COORD:7534123..7536057| HD2B (HISTONE DEACETYLASE 2B)	AT5G22650.1	CHR01V5|COORD:39960703..39943046|protein histone deacetylase 2b, putative, expressed	LOC_Os01g68160.1	 no descriptionweakly similar to ( 101)AT5G22650| Symbols: HDT02, HDT2, ATHD2B, HDA4, HD2, HD2B | HD2B (HISTONE DEACETYLASE 2B) | chr5:7534123-7536057 FORWARDweakly similar to ( 136)HD2A_MAIZE	RNA.regulation of transcription.HDA	27_3_55

CUST_18210_PI404877155	2	-0.050660133	0.18903637	-0.08325291	0.077878	-0.266037	0.050660133	HVSMEf0011J01r2_s_at	putative receptor-like protein kinase [Oryza sativa (japonica cultivar-group)]	AAO41138.1	lectin protein kinase family protein	At1g34300.1	protein putative receptor-like protein kinase	Os03g62180	putative receptor-like protein kinase	signalling.receptor kinases.misc	30_2_99

CUST_105934_PI403524517	2	0.034893036	-0.26585197	-0.03035736	0.03035736	0.053424835	-0.039628983	35_30161	"Cluster: 60S ribosomal protein L41; n=10; Magnoliophyta|Rep: 60S ribosomal protein L41 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_P62120	CHR3V7|COORD:2586038..2586212| 60S ribosomal protein L41 (RPL41D)	AT3G08520.1	0	0	no descriptionnot assigned Ribosomal_L41	not assigned.unknown	35_2

CUST_15226_PI403524517	2	-0.057746887	0.069485664	0.007446289	-0.02312851	-0.0074472427	0.026391983	35_4389	"Cluster: P0497A05.6 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: P0497A05.6 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8LIW5	CHR3V7|COORD:2282461..2285481| GPI transamidase component PIG-S-related	AT3G07180.1	CHR01V5|COORD:39813781..39818948|protein expressed protein	LOC_Os01g67960.1	no descriptionhighly similar to ( 514)AT3G07180| Symbols:  | GPI transamidase component PIG-S-related | chr3:2282461-2285481 REVERSEnot assigned not assigned not assigned not assigned not assigned PRK12323	not assigned.no ontology	35_1

CUST_17336_PI399408534	2	0.37046528	0.18798065	0.041275978	-0.05098915	-0.0667181	-0.041275978	35_10678	Rep: Obtusifoliol 14alpha-demethylase - Avena strigosa (black oat)	UniRef90_A1BQV2	0	0	CHR11V5|COORD:18546807..18551376|protein cytochrome P450 51, putative, expressed	LOC_Os11g32240.1	no descriptionvery weakly similar to (53.5)CP51_WHEATCytochrome P450 51 - Triticum aestivum (Wheat)	hormone metabolism.brassinosteroid.synthesis-degradation.sterols.CYP51	17_3_1_2_3

CUST_89271_PI403524517	2	-0.12249851	-0.0039634705	-0.030881405	0.0039634705	0.44877434	0.07134342	35_25537	"Cluster: P0660F12.27 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: P0660F12.27 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q94CQ3	CHR2V7|COORD:102363..104461| amino acid permease family protein	AT2G01170.1	CHR01V5|COORD:41900156..41897430|protein amino-acid permease C584.13, putative, expressed	LOC_Os01g71760.1	no descriptionweakly similar to ( 135)AT2G01170| Symbols:  | amino acid permease family protein | chr2:102363-104461 REVERSEnot assigned not assigned PotE	transport.amino acids	34_3

CUST_52519_PI403524517	2	0.023742676	0.12388229	-0.024791718	-0.015213013	-0.008466721	0.008464813	35_14962	"Cluster: 60S ribosomal protein L12; n=7; Magnoliophyta|Rep: 60S ribosomal protein L12 - Prunus armeniaca (Apricot)"	UniRef90_O50003	CHR5V7|COORD:24398292..24398792| 60S ribosomal protein L12 (RPL12C)	AT5G60670.1	CHR04V5|COORD:29961241..29962967|protein 60S ribosomal protein L12, putative, expressed	LOC_Os04g50990.1	no descriptionmoderately similar to ( 289)AT5G60670| Symbols:  | 60S ribosomal protein L12 (RPL12C) | chr5:24398292-24398792 REVERSEmoderately similar to ( 245)RL12_CHLRE60S ribosomal protein L12 - Chlamydomonas reinhardtiinot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned RL11 Ribosomal_L11 RplK rpl11p Ribosomal_L11_N Ribosomal_L11 PRK12678 Tymo_45kd_70kd	protein.synthesis.misc ribososomal protein	29_2_2

CUST_159346_PI403524517	2	-0.055005074	-0.10737562	0.055005074	0.103144646	-0.38939333	0.06767368	35_44475	"Cluster: Beta-galactosidase; n=3; Oryza sativa (japonica cultivar-group)|Rep: Beta-galactosidase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8L3P5	"CHR4V7|COORD:17176843..17181146| BGAL3 (beta-galactosidase 3); beta-galactosidase"	AT4G36360.2	CHR03V5|COORD:3510468..3504189|protein beta-galactosidase precursor, putative, expressed	LOC_Os03g06940.1	"no descriptionweakly similar to ( 164)AT4G36360| Symbols: BGAL3 | BGAL3 (beta-galactosidase 3); beta-galactosidase | chr4:17176843-17181146 REVERSEweakly similar to ( 126)BGAL_ASPOFBeta-galactosidase precursor - Asparagus officinalis (Garden asparagus)Gal_Lectin"	misc.gluco-, galacto- and mannosidases	26_3

CUST_3602_PI399408534	2	-0.20596886	0.9865351	-0.10184288	0.101843834	-0.36821556	0.25349712	35_20943	"Cluster: Putative calmodulin-binding heat-shock protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative calmodulin-binding heat-shock protein - Oryza"	UniRef90_Q652G4	CHR5V7|COORD:14996389..14998630| lipase class 3 family protein / calmodulin-binding heat-shock protein, putative	AT5G37710.1	CHR06V5|COORD:8141652..8146137|protein calmodulin-binding heat-shock protein, putative, expressed	LOC_Os06g14490.2	 no descriptionmoderately similar to ( 345)AT5G37710| Symbols:  | lipase class 3 family protein / calmodulin-binding heat-shock protein, putative | chr5:14996389-14998630 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Lipase_3 Lipase_3 Lipase Lipase3_N Herpes_BLLF1 PRK07764 PRK12323 PRK07003 PRK10905 Protamine_P1 	signalling.calcium	30_3

CUST_150294_PI403524517	2	-3.5524368E-4	-1.1073265	-0.12838936	0.07180309	0.20441246	3.5476685E-4	35_42044	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_3882_PI403524517	2	-0.029075623	-0.48916245	-0.019493103	0.024539948	0.034145355	0.019491196	35_1075	"Cluster: Os01g0332900 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0332900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JN30	"CHR1V7|COORD:17691011..17692231| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G17160.1); similar to conserved hypothetical protein [Bacillus"	AT1G47970.1	CHR01V5|COORD:12907283..12903947|protein immediate-early protein RSP40, putative, expressed	LOC_Os01g22990.1	"no descriptionweakly similar to ( 103)AT1G56450| Symbols: PBG1 | PBG1 (20S proteasome beta subunit G1); peptidase | chr1:21145635-21147851 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned proteasome_beta_type_4 TFIIF_alpha PRK02363 DUF566 MDN1 COG5099 PAP1 KAR9 proteasome_beta COG5137 AF-4 Mpp10 CobT proteasome_protease_HslV CobT DUF936 Proteasome PRK12678 PRK08581 Herpes_BLLF1 RpoE DMP1 PRE1 SKN1 ROM1 HPC2 Herpes_gp2 BUD22 DNA_pol_phi COG5347 Fib_alpha PRK09169 COG4530 Atrophin-1 TT_ORF1 Rtt106 COG5644 RNA_pol_delta DUF1777 PRK12323 BASP1 Daxx COG5593 Nucleoplasmin Tymo_45kd_70kd APC_basic Nop14 MSS4 SDA1 PPP4R2"	protein.degradation.ubiquitin.proteasom	29_5_11_20

CUST_2871_PI403524517	2	-0.22979641	-0.092725754	-0.09018135	0.49819374	0.15024471	0.0901804	35_785	Rep: Pyruvate decarboxylase isozyme 2 - Oryza sativa (Rice)	UniRef90_P51848	"CHR5V7|COORD:22328084..22329907| PDC2 (PYRUVATE DECARBOXYLASE-2); pyruvate decarboxylase"	AT5G54960.1	CHR03V5|COORD:10199779..10196827|protein pyruvate decarboxylase isozyme 2, putative, expressed	LOC_Os03g18220.1	 no descriptionhighly similar to ( 925)AT4G33070| Symbols:  | pyruvate decarboxylase, putative | chr4:15952522-15954679 REVERSEnearly identical (1087)PDC2_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG3961 TPP_PDC_IPDC IlvB TPP_enzyme_N PRK08611 PRK08199 PRK07064 PRK07524 PRK08266 PRK06276 PRK08322 PRK06112 COG3962 PRK08978 PRK06048 PRK07525 PRK06154 PRK06456 PRK09259 PRK07789 PRK08155 TPP_enzyme_M PRK07092 PRK08327 TPP_enzymes PRK05858 PRK06457 PRK06466 PRK08273 PRK08617 PRK09107 PRK07282 PRK06965 PRK08527 PRK08979 ilvB TPP_enzyme_C PRK06882 Herpes_BLLF1 PRK11269 PRK07418 PRK06725 TPP_BFDC PRK07710 PRK07764 PRK12323 PRK07003 Atrophin-1 COG3960 Tymo_45kd_70kd TPP_BZL_OCoD_HPCL APC_basic PRK09124 PRK07979 TT_ORF1 HPC2 Gag_spuma SerH TPP_AHAS Protamine_P1 DUF566 	fermentation.PDC	5_2

CUST_99255_PI403524517	2	-0.097120285	0.023796082	-0.060619354	0.05343151	0.18980408	-0.023795605	35_28332	"Cluster: Putative RNA-binding protein RBP37; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative RNA-binding protein RBP37 - Oryza sativa (japonica cultiv"	UniRef90_Q69UJ1	"CHR1V7|COORD:11875154..11877168| CID11; RNA binding / protein binding"	AT1G32790.1	CHR08V5|COORD:892761..886499|protein CID11, putative, expressed	LOC_Os08g02330.1	"no descriptionvery weakly similar to (69.7)AT1G32790| Symbols: CID11 | CID11; RNA binding | chr1:11875008-11877168 REVERSE"	RNA.RNA binding	27_4

CUST_16773_PI403524517	2	0.21151733	-0.24189568	-0.2335453	0.22531033	0.029496193	-0.029497147	35_4843	"Cluster: Hypothetical protein OSJNBa0003O19.2; n=2; Oryza sativa|Rep: Hypothetical protein OSJNBa0003O19.2 - Oryza sativa (Rice)"	UniRef90_Q9AYL5	"CHR5V7|COORD:19001290..19001955| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G17870.1); similar to Streptomyces cyclase/dehydrase family protein"	AT5G46790.1	CHR10V5|COORD:22436642..22437730|protein cyclase/dehydrase family protein, putative, expressed	LOC_Os10g42280.1	"no descriptionmoderately similar to ( 222)AT5G46790| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G17870.1); similar to Streptomyces cyclase/dehydrase family protein [Brassica oleracea] (GB:ABD65175.1); contains domain Bet v1-like (SSF55961); contains domain no description (G3D.3.30.530.20) | chr5:19001290-19001955 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07003 HPC2 Atrophin-1 Tymo_45kd_70kd PRK07764 PRK05648 DUF566 Herpes_BLLF1 Pneumo_att_G PRK12678 KAR9 DUF605 TT_ORF1 DUF1421 PRK12372 APC_basic IER Metaviral_G BASP1 AF-4 FimV"	not assigned.unknown	35_2

CUST_101681_PI403524517	2	0.36322165	-0.06060362	0.16690588	0.025377274	-0.025377274	-0.20591974	35_29015	"Cluster: RNA-binding protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: RNA-binding protein, putative, expressed - Oryza sativa"	UniRef90_Q2R0P4	CHR3V7|COORD:2492881..2495058| heterogeneous nuclear ribonucleoprotein, putative / hnRNP, putative	AT3G07810.1	CHR11V5|COORD:24691659..24695993|protein RNA binding protein, putative, expressed	LOC_Os11g41890.1	no descriptionmoderately similar to ( 216)AT5G55550| Symbols:  | RNA recognition motif (RRM)-containing protein | chr5:22519361-22520884 REVERSEvery weakly similar to (66.2)GRP1_DAUCAGlycine-rich RNA-binding protein - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned RRM COG0724 RRM_1	RNA.RNA binding	27_4

CUST_87899_PI403524517	2	0.37522078	-0.6524539	-0.0839715	0.105517864	-0.80363655	0.08397102	35_25165	0	0	CHR4V7|COORD:7758606..7760888| leucine-rich repeat family protein / extensin family protein	AT4G13340.1	0	0	no description	not assigned.unknown	35_2

CUST_2879_PI403524517	2	-0.97228956	-1.0265603	1.5156121	1.7787576	0.97228956	-1.0862298	35_787	Rep: Salt tolerant protein - Triticum aestivum (Wheat)	UniRef90_Q0IJ88	CHR1V7|COORD:8500642..8501447| Bet v I allergen family protein	AT1G24020.1	CHR04V5|COORD:23059369..23060396|protein major latex protein 22, putative, expressed	LOC_Os04g39150.1	no descriptionweakly similar to ( 116)AT1G24020| Symbols: MLP423 | Bet v I allergen family protein | chr1:8500642-8501447 REVERSEnot assigned not assigned not assigned Bet_v_I	stress.abiotic.unspecified	20_2_99

CUST_11709_PI403524517	2	0.051436424	0.55808735	0.042040825	-0.15871525	-0.2077589	-0.042040825	35_3328	"Cluster: Os01g0628700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0628700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JL27	"CHR3V7|COORD:4934485..4936469| CYP72A14 (cytochrome P450, family 72, subfamily A, polypeptide 14); oxygen binding"	AT3G14680.1	CHR01V5|COORD:25440929..25445216|protein cytochrome P450 72A1, putative, expressed	LOC_Os01g43844.1	" no descriptionmoderately similar to ( 338)AT3G14680| Symbols: CYP72A14 | CYP72A14 (cytochrome P450, family 72, subfamily A, polypeptide 14); oxygen binding | chr3:4934485-4936469 FORWARDmoderately similar to ( 311)C72A1_CATROCytochrome P450 72A1 - Catharanthus roseus (Rosy periwinkle) (Madagascar periwinkle)not assigned not assigned not assigned not assigned not assigned not assigned p450 CypX KISc_KLP2_like KISc_KHC_KIF5 "	misc.cytochrome P450	26_10

CUST_91446_PI403524517	2	-0.03712654	0.4290943	-0.21307182	0.06476879	-0.23443604	0.037125587	35_26148	"Cluster: Mitochondrial substrate carrier protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Mitochondrial substrate carrier protein-like - Oryza sat"	UniRef90_Q6ESH9	CHR4V7|COORD:6955845..6958548| binding	AT4G11440.1	CHR02V5|COORD:27004568..27009877|protein mitochondrial carrier protein, expressed	LOC_Os02g44570.2	 no descriptionmoderately similar to ( 280)AT4G11440| Symbols:  | binding | chr4:6955845-6958548 FORWARDvery weakly similar to (98.2)BT1_MAIZEProtein brittle-1, chloroplast precursor - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Mito_carr 	transport.metabolite transporters at the mitochondrial membrane	34_9

CUST_64070_PI403524517	2	0.052217484	-0.19446468	0.0	0.0	-0.0801878	0.0021686554	35_18297	"Cluster: Targeting protein for Xklp2 containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Targeting protein for Xklp2 containing prot"	UniRef90_Q2R2B9	"CHR2V7|COORD:15070283..15072338| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G32330.1); similar to putative BRI1-KD interacting protein [Oryza"	AT2G35880.1	CHR11V5|COORD:20912279..20916422|protein lymphoid organ expressed yellow head virus receptor protein, putative, expressed	LOC_Os11g36340.1	"no descriptionweakly similar to ( 166)AT2G35880| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G32330.1); similar to putative BRI1-KD interacting protein [Oryza sativa (japonica cultivar-group)] (GB:BAD15848.1); similar to Os02g0200800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001046221.1); similar to Os11g0571900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001068122.1); contains InterPro domain Targeting for Xklp2; (InterPro:IPR009675) | chr2:15070283-15072338 REVERSETPX2"	not assigned.unknown	35_2

CUST_68421_PI403524517	2	0.095311165	0.36824512	-0.049984932	0.012825012	-0.09126282	-0.012825966	35_19568	"Cluster: MYB transcription factor TaMYB1; n=1; Triticum aestivum|Rep: MYB transcription factor TaMYB1 - Triticum aestivum (Wheat)"	UniRef90_Q27W75	"CHR5V7|COORD:26871335..26872252| AtMYB44/AtMYBr1 (myb domain protein 44, myb domain protein r1); DNA binding / transcription factor"	AT5G67300.1	CHR02V5|COORD:4867671..4869377|protein MYB transcription factor TaMYB1, putative, expressed	LOC_Os02g09480.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_34267_PI403524517	2	0.07009554	0.69680834	0.08853865	-0.14008045	-0.19731998	-0.07009554	35_9877	"Cluster: Hypothetical protein OJ1521_G01.18; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1521_G01.18 - Oryza sativa (japonica cultiv"	UniRef90_Q6Z7I5	"CHR5V7|COORD:16319457..16323599| similar to Os02g0329300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001046716.1); similar to serine-threonine rich"	AT5G40740.1	CHR02V5|COORD:13349857..13360648|protein expressed protein	LOC_Os02g22370.3	"no descriptionmoderately similar to ( 209)AT5G40740| Symbols:  | similar to Os02g0329300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001046716.1); similar to serine-threonine rich antigen [Staphylococcus aureus] (GB:AAL58470.1) | chr5:16319457-16323599 REVERSE"	not assigned.unknown	35_2

CUST_75389_PI403524517	2	0.08182907	0.01657772	-0.050806046	0.118439674	-0.01657772	-0.050045967	35_21609	"Cluster: Putative DNA J domain protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative DNA J domain protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ZI90	CHR1V7|COORD:28949950..28951761| DNAJ heat shock N-terminal domain-containing protein	AT1G77020.1	CHR02V5|COORD:20991327..20988470|protein chaperone protein dnaJ 10, putative, expressed	LOC_Os02g35000.1	no descriptionmoderately similar to ( 442)AT1G77020| Symbols:  | DNAJ heat shock N-terminal domain-containing protein | chr1:28949950-28951761 REVERSEvery weakly similar to (68.6)DNJH_CUCSADnaJ protein homolog - Cucumis sativus (Cucumber)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DnaJ DnaJ DnaJ PRK10767 CbpA PRK10266	stress.abiotic.heat	20_2_1

CUST_13642_PI403524517	2	-0.409976	0.10669422	0.08725643	0.040049553	-0.2684908	-0.0400486	35_3914	"Cluster: Hypothetical protein P0684C01.11; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0684C01.11 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5ZEM2	"CHR2V7|COORD:5012226..5015222| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G25270.1); similar to H0306F03.12 [Oryza sativa (indica"	AT2G12400.1	CHR01V5|COORD:1200308..1195489|protein expressed protein	LOC_Os01g03110.1	"no descriptionmoderately similar to ( 357)AT1G71110| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G12400.1); similar to H0306F03.12 [Oryza sativa (indica cultivar-group)] (GB:CAH68245.1); similar to Os01g0121300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001041875.1); similar to Os02g0799300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001048408.1); contains InterPro domain Acid phosphatase/vanadium-dependent haloperoxidase; (InterPro:IPR008934) | chr1:26821906-26824514 FORWARD"	not assigned.unknown	35_2

CUST_69837_PI403524517	2	0.10297537	0.037981033	-0.037981033	0.24825525	-0.45781374	-0.25533152	35_19981	"Cluster: Os01g0956700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0956700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JFX2	0	0	CHR01V5|COORD:42493310..42489332|protein expressed protein	LOC_Os01g72670.4	no description	not assigned.unknown	35_2

CUST_20074_PI403524517	2	0.14385033	0.49494553	-0.031607628	-0.0075712204	-0.07449341	0.0075712204	35_5816	"Cluster: CAAX amino terminal protease family protein, putative; n=1; Solanum tuberosum|Rep: CAAX amino terminal protease family protein, putative - Solanum tube"	UniRef90_Q60D39	CHR1V7|COORD:4875094..4877190| CAAX amino terminal protease family protein	AT1G14270.1	CHR09V5|COORD:14679806..14683521|protein CAAX amino terminal protease family protein, putative, expressed	LOC_Os09g24670.1	no descriptionmoderately similar to ( 353)AT1G14270| Symbols:  | CAAX amino terminal protease family protein | chr1:4875094-4876438 REVERSECOG1266 Abi	protein.degradation	29_5

CUST_9233_PI403524517	2	0.0886364	0.037493706	-0.037493706	0.09418774	-0.17432976	-0.13466835	35_2594	"Cluster: Plastid ribosomal protein L11; n=2; Oryza sativa (japonica cultivar-group)|Rep: Plastid ribosomal protein L11 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q9AYT6	"CHR1V7|COORD:11955807..11957119| PRPL11 (PLASTID RIBOSOMAL PROTEIN L11); structural constituent of ribosome"	AT1G32990.1	CHR03V5|COORD:1212821..1210568|protein 50S ribosomal protein L11, chloroplast precursor, putative, expressed	LOC_Os03g03020.1	" no descriptionmoderately similar to ( 253)AT1G32990| Symbols: PRPL11 | PRPL11 (PLASTID RIBOSOMAL PROTEIN L11); structural constituent of ribosome | chr1:11955807-11957119 FORWARDmoderately similar to ( 254)RK11_SPIOL50S ribosomal protein L11, chloroplast precursor - Spinacia oleracea (Spinach)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned rplK RplK Ribosomal_L11 RL11 rpl11 rpl11p Ribosomal_L11 Ribosomal_L11_N Drf_FH1 DUF1421 Tymo_45kd_70kd "	protein.synthesis.mito/plastid ribosomal protein	29_2_1

CUST_2552_PI403524517	2	0.19467926	-0.2708702	0.03160286	-0.0740242	-0.03160286	0.119114876	35_698	"Cluster: Os02g0131700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0131700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E481	CHR5V7|COORD:17706381..17708880| nuclear transport factor 2 (NTF2) family protein / RNA recognition motif (RRM)-containing protein	AT5G43960.1	CHR02V5|COORD:1655123..1652075|protein RNA binding protein, putative, expressed	LOC_Os02g03890.1	no descriptionmoderately similar to ( 280)AT5G43960| Symbols:  | nuclear transport factor 2 (NTF2) family protein / RNA recognition motif (RRM)-containing protein | chr5:17706381-17708880 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned NTF2 NTF2 RRM RRM_1 COG0724 NTF2_like	protein.targeting.nucleus	29_3_1

CUST_81058_PI403524517	2	-0.057773113	-0.12803984	-0.11084747	0.057772636	1.0646143	0.063551426	35_23251	"Cluster: Putative brassinosteroid insensitive 1-associated receptor kinase 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative brassinosteroid"	UniRef90_Q8W0B8	"CHR3V7|COORD:8960418..8963310| ATPERK1 (PROLINE EXTENSIN-LIKE RECEPTOR KINASE 1); ATP binding / protein kinase"	AT3G24550.1	CHR01V5|COORD:7034905..7039727|protein receptor protein kinase PERK1, putative, expressed	LOC_Os01g12720.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Atrophin-1 Extensin_2 PRK12323 PRK07003 Drf_FH1 PRK12678 PRK05648 PRK07764 DUF1421 DUF605 infB Tymo_45kd_70kd TT_ORF1 GRASP55_65 HPC2 FAP Totivirus_coat Herpes_BLLF1 PRK08770 PRK00708 Pneumo_att_G PRK08853 Syndecan DUF1777 Herpes_glycop_D DUF591 IER Gag_spuma TonB tatB PRK10819 MARCKS rne COG5373 PRK09169 APC_basic PRK06132 PRK12372 BASP1 Herpes_UL32 SSDP CITED HpaP PRK08691 Protamine_P1 PRK11634 DedD DUF1509 Herpes_TAF50 PRK12373 PRK03427 DAG1 DUF959 MCPVI PRK11633	not assigned.unknown	35_2

CUST_46405_PI403524517	2	0.32641506	-0.054721832	0.054721832	0.19873142	-0.5869875	-0.19217682	35_13289	"Cluster: CTR1-like kinase kinase kinase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: CTR1-like kinase kinase kinase-like - Oryza sativa (japonica cult"	UniRef90_Q6ER39	CHR2V7|COORD:13202016..13206719| protein kinase family protein	AT2G31010.1	CHR02V5|COORD:8004980..8017327|protein ATP binding protein, putative, expressed	LOC_Os02g14530.1	no descriptionweakly similar to ( 150)AT2G31010| Symbols:  | protein kinase family protein | chr2:13202016-13206719 FORWARD	protein.postranslational modification	29_4

CUST_149279_PI403524517	2	-0.98886776	-0.3842535	-0.0021457672	0.27783966	0.0021457672	0.019881248	35_41759	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_177738_PI403524517	2	0.18785095	1.5670671	0.014077187	-0.048866272	-0.10281277	-0.014077187	35_49437	"Cluster: Hypothetical protein OSJNBb0108E08.1; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0108E08.1 - Oryza sativa (japonica cu"	UniRef90_Q75K52		0	CHR03V5|COORD:16795748..16791616|protein peptidase S16, lon N-terminal, putative, expressed	LOC_Os03g29540.2	no description	not assigned.unknown	35_2

CUST_7953_PI403524517	2	0.046429634	-0.25802422	-0.06022644	0.21997547	0.16546535	-0.04642868	35_2215	"Cluster: Os02g0137200 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os02g0137200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E446	CHR2V7|COORD:17901975..17902790| ribosomal protein L3 family protein	AT2G43030.1	CHR02V5|COORD:1974663..1972935|protein 50S ribosomal protein L3, chloroplast precursor, putative, expressed	LOC_Os02g04460.1	 no descriptionmoderately similar to ( 344)AT2G43030| Symbols:  | ribosomal protein L3 family protein | chr2:17901975-17902790 FORWARDmoderately similar to ( 346)RK3_TOBAC50S ribosomal protein L3, chloroplast precursor - Nicotiana tabacum (Common tobacco)not assigned not assigned not assigned not assigned not assigned not assigned rplC rpl3 RplC Ribosomal_L3 rpl3p PRK12323 PRK07764 PRK12678 	protein.synthesis.mito/plastid ribosomal protein.plastid	29_2_1_1

CUST_3850_PI404877155	2	-0.14227104	0.045131683	-0.04513073	0.09565544	-0.057070732	0.05767727	Contig14466_at	putative protein kinase APK1A [Oryza sativa (japonica cultivar-group)] dbj|BAB89464.1| putative protein kinase APK1A [Oryza sativa (japonica	NP_916017.1	protein kinase family protein	At1g26150.1	protein transposon protein, putative, CACTA, En/Spm sub-class	Os01g53640	protein kinase family protein, contains protein kinase domain, Pfam:PF00069	signalling.receptor kinases.proline extensin like	30_2_22

CUST_1580_PI399408534	2	0.29164982	0.5172181	0.052862167	-0.17673016	-0.35250854	-0.052862167	35_5281	Rep: TAK19-1 - Triticum aestivum (Wheat)	UniRef90_Q9ATQ7	CHR1V7|COORD:24974186..24976732| serine/threonine protein kinase family protein	AT1G66930.1	CHR01V5|COORD:983562..981103|protein receptor-like kinase ARK1AS, putative, expressed	LOC_Os01g02800.1	 no descriptionvery weakly similar to (74.3)AT1G70250| Symbols:  | receptor serine/threonine kinase, putative | chr1:26456638-26459751 FORWARD	signalling.receptor kinases.wheat LRK10 like	30_2_20

CUST_49259_PI403524517	2	0.18879223	-0.26737213	-0.04773903	0.20906639	0.047739506	-0.1655221	35_14054	"Cluster: Histones H3 and H4; n=1; Ostreococcus tauri|Rep: Histones H3 and H4 - Ostreococcus tauri"	UniRef90_Q018N5	CHR5V7|COORD:3472592..3473350| histone H3	AT5G10980.1	CHR06V5|COORD:1645327..1644415|protein histone H3, putative, expressed	LOC_Os06g04030.1	no descriptionweakly similar to ( 195)AT4G40030| Symbols:  | histone H3.2 | chr4:18555834-18556411 REVERSEweakly similar to ( 195)H33_VITVIHistone H3.3 - Vitis vinifera (Grape)not assigned H3 HHT1 Histone	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_105409_PI403524517	2	0.2358613	0.285316	-0.32188606	-0.021820545	-0.3772483	0.021820545	35_30022	0	0		0	CHR01V5|COORD:3662848..3661844|protein expressed protein	LOC_Os01g07620.1	no description	not assigned.unknown	35_2

CUST_62496_PI403524517	2	-0.06805515	-0.07971001	-0.12279415	0.06919193	0.06805611	0.09562874	35_17820	"Cluster: Ankyrin repeat protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Ankyrin repeat protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6KA74	"CHR3V7|COORD:1189847..1191859| similar to ankyrin repeat family protein [Arabidopsis thaliana] (TAIR:AT1G04780.1); similar to Os02g0810100 [Oryza sativa (japoni"	AT3G04470.1	CHR02V5|COORD:34617796..34613967|protein protein binding protein, putative, expressed	LOC_Os02g56530.1	"no descriptionmoderately similar to ( 357)AT3G04470| Symbols:  | similar to ankyrin repeat family protein [Arabidopsis thaliana] (TAIR:AT1G04780.1); similar to Os02g0810100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001048467.1); similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:BAC80109.1); contains InterPro domain Ankyrin; (InterPro:IPR002110) | chr3:1189847-1191859 REVERSEnot assigned not assigned not assigned Atrophin-1"	cell.organisation	31_1

CUST_4734_PI403524517	2	-0.7610731	-0.8547993	0.44159126	0.68581486	0.38743687	-0.38743687	35_1306	"Cluster: Hypothetical protein P0040B10.3; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0040B10.3 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q5TKD0	CHR4V7|COORD:7924349..7925013| four F5 protein-related / 4F5 protein-related	AT4G13615.1	CHR05V5|COORD:19750857..19755199|protein 4F5 protein family protein	LOC_Os05g33700.1	no descriptionnot assigned 4F5	not assigned.unknown	35_2

CUST_104894_PI403524517	2	-0.032302856	0.363492	0.06556988	-0.019629478	-0.13422489	0.019629478	35_29886	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_125496_PI403524517	2	0.074495316	-0.0074453354	0.0074453354	-0.17082977	-0.07416248	0.44371605	35_35345	0	0	"CHR5V7|COORD:2735926..2742732| PEX1 (PEROXISOME 1); ATPase"	AT5G08470.1	0	0	no description	not assigned.unknown	35_2

CUST_20336_PI399408534	2	0.05995941	-0.07665062	0.029176712	-0.03108406	-0.0054063797	0.005405426	35_22511	"Cluster: Oxidation protection protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Oxidation protection protein-like - Oryza sativa (japonica cultivar"	UniRef90_Q6Z6A4	"CHR4V7|COORD:18502228..18504269| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G05590.2); similar to Os06g0221100 [Oryza sativa (japonica"	AT4G39870.1	CHR02V5|COORD:31701789..31705122|protein TLD family protein, expressed	LOC_Os02g51770.1	" no descriptionmoderately similar to ( 231)AT4G39870| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G05590.2); similar to Os06g0221100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001057175.1); similar to Os02g0754000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001048151.1); similar to TLD, putative [Medicago truncatula] (GB:ABE87991.1); contains InterPro domain TLDc; (InterPro:IPR006571) | chr4:18502228-18504269 FORWARDnot assigned not assigned not assigned TLD TLDc OXR1 "	RNA.regulation of transcription.unclassified	27_3_99

CUST_38242_PI403524517	2	0.18472195	-0.03213024	-0.15888596	0.0031089783	-0.0031089783	0.23986244	35_11006	Rep: Putative RH2 protein - Zea mays (Maize)	UniRef90_Q2MJJ9	CHR3V7|COORD:6863796..6866248| eukaryotic translation initiation factor 4A, putative / eIF-4A, putative / DEAD box RNA helicase, putative	AT3G19760.1	CHR03V5|COORD:20451542..20447012|protein eukaryotic initiation factor 4A-3, putative, expressed	LOC_Os03g36930.1	 no descriptionvery weakly similar to (79.3)AT3G19760| Symbols:  | eukaryotic translation initiation factor 4A, putative / eIF-4A, putative / DEAD box RNA helicase, putative | chr3:6863796-6866248 FORWARDvery weakly similar to (79.3)IF4A3_NICPLEukaryotic initiation factor 4A-3 - Nicotiana plumbaginifolia (Leadwort-leaved tobacco)not assigned not assigned 	protein.synthesis.initiation	29_2_3

CUST_8246_PI403524517	2	-0.6087923	-0.07643223	0.25375557	0.39280605	-0.32252598	0.07643318	35_2300	"Cluster: OSJNBa0074L08.18 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0074L08.18 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7X7P2	0	0	CHR04V5|COORD:26303893..26304457|protein conserved hypothetical protein	LOC_Os04g44790.1	no description	not assigned.unknown	35_2

CUST_67908_PI403524517	2	-0.44869184	0.4427333	-0.1189909	0.50563717	0.118991375	-0.4490385	35_19402	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q75I97	CHR2V7|COORD:15396693..15398279| pectinesterase family protein	AT2G36710.1	CHR03V5|COORD:28215653..28209757|protein expressed protein	LOC_Os03g49630.1	no description	not assigned.unknown	35_2

CUST_14549_PI403524517	2	0.19106483	-0.2799778	-0.12826824	0.1070919	-0.10709286	0.20826626	35_4188	"Cluster: Os12g0172500 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os12g0172500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IPR5	CHR3V7|COORD:19803759..19807406| transducin family protein / WD-40 repeat family protein	AT3G53390.1	CHR12V5|COORD:3678298..3671804|protein nucleotide binding protein, putative, expressed	LOC_Os12g07450.2	no descriptionmoderately similar to ( 432)AT3G53390| Symbols:  | transducin family protein / WD-40 repeat family protein | chr3:19803759-19807406 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned WD40 COG2319	not assigned.no ontology	35_1

CUST_106301_PI403524517	2	0.09036636	0.058470726	0.051464558	-0.051464558	-0.16872835	-0.08974457	35_30257	"Cluster: Os05g0367900 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0367900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DIR9	CHR4V7|COORD:578308..578991| harpin-induced family protein / HIN1 family protein / harpin-responsive family protein	AT4G01410.1	CHR05V5|COORD:17583469..17584251|protein harpin-induced 1, putative	LOC_Os05g30490.1	no description	not assigned.unknown	35_2

CUST_5849_PI403524517	2	0.08047581	-0.04808235	0.013238907	-0.032193184	-0.013238907	0.029809952	35_1614	"Cluster: Nucleoporin autopeptidase family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Nucleoporin autopeptidase family protein, express"	UniRef90_Q2QX83	CHR1V7|COORD:3407266..3412046| transporter	AT1G10390.2	CHR12V5|COORD:3337065..3343345|protein nucleoporin autopeptidase family protein, expressed	LOC_Os12g06870.1	no descriptionmoderately similar to ( 248)AT1G10390| Symbols:  | transporter | chr1:3407266-3412046 REVERSENucleoporin2	protein.targeting.nucleus	29_3_1

CUST_70762_PI403524517	2	-0.62021255	-0.34957027	0.5647154	-0.08575916	0.08575916	0.36024857	35_20274	"Cluster: Hypothetical protein P0637D03.22; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0637D03.22 - Oryza sativa (japonica cultivar-g"	UniRef90_Q655W4	CHR4V7|COORD:8634776..8635357| VQ motif-containing protein	AT4G15120.1	CHR06V5|COORD:27593627..27594566|protein VQ motif family protein, expressed	LOC_Os06g45570.1	no descriptionnot assigned not assigned not assigned not assigned not assigned PRK12323 PRK07003 PRK12678 PRK07764 DUF566	not assigned.unknown	35_2

CUST_180351_PI403524517	2	0.2981472	-0.003774643	-0.036623955	-0.022424698	0.08474064	0.003774643	35_50159	"Cluster: Os05g0239200 protein; n=4; Oryza sativa (japonica cultivar-group)|Rep: Os05g0239200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DJR2	CHR1V7|COORD:6385798..6387998| hAT dimerisation domain-containing protein / BED zinc finger domain-containing protein / transposase-related	AT1G18560.1	CHR03V5|COORD:29993399..29989609|protein transposon protein, putative, unclassified, expressed	LOC_Os03g52310.1	no descriptionvery weakly similar to (58.5)TRAC9_MAIZEPutative AC9 transposase - Zea mays (Maize)not assigned	DNA.synthesis/chromatin structure.retrotransposon/transposase.hat-like transposase	28_1_1_4

CUST_39883_PI403524517	2	0.09061813	-2.8107548	-0.20940685	0.7118225	1.1175442	-0.09061718	35_11472	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_9557_PI404877155	2	-0.039628983	0.5018282	0.01376915	-0.013770103	-0.13891506	0.052289963	Contig3309_at	OSJNBa0081L15.18 [Oryza sativa (japonica cultivar-group)] emb|CAE02006.2| OJ000223_09.8 [Oryza sativa (japonica cultivar-group)]	CAE03156.2	glucose-6-phosphate 1-dehydrogenase / G6PD (ACG12)	At5g40760.1	protein retrotransposon protein, putative, Ty3-gypsy sub-class	Os02g38840	glucose-6-phosphate dehydrogenase	OPP.oxidative PP.G6PD	7_1_01

CUST_59300_PI403524517	2	0.14741898	0.023953438	-0.038300514	0.021577835	-0.021578789	-0.032375336	35_16910	"Cluster: Putative Hsp70 binding protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Hsp70 binding protein - Oryza sativa (japonica cultivar-group"	UniRef90_Q852A6	CHR3V7|COORD:2871222..2873115| armadillo/beta-catenin repeat family protein	AT3G09350.1	CHR03V5|COORD:34475213..34478256|protein armadillo/beta-catenin-like repeat family protein, expressed	LOC_Os03g60780.1	no descriptionmoderately similar to ( 286)AT3G09350| Symbols:  | binding | chr3:2871716-2873115 FORWARDnot assigned	not assigned.no ontology.armadillo/beta-catenin repeat family protein	35_1_3

CUST_105545_PI403524517	2	-0.18275261	-0.087594986	0.086452484	0.14444542	0.079304695	-0.079304695	35_30057	0	0	CHR2V7|COORD:6406761..6407291| AGP9 (ARABINOGALACTAN PROTEIN 9)	AT2G14890.2	CHR06V5|COORD:9399937..9407387|protein FHA domain containing protein, expressed	LOC_Os06g16430.1	no description	not assigned.unknown	35_2

CUST_105712_PI403524517	2	0.016244411	-0.28938532	-0.016244411	0.197474	0.16775084	-0.08044672	35_30102	"Cluster: Putative b-keto acyl reductase; n=1; Hordeum vulgare subsp. vulgare|Rep: Putative b-keto acyl reductase - Hordeum vulgare var. distichum (Two-rowed bar"	UniRef90_A1C0M0	CHR1V7|COORD:25395339..25397028| b-keto acyl reductase, putative (GLOSSY8)	AT1G67730.1	CHR06V5|COORD:11173892..11169412|protein steroid dehydrogenase KIK-I, putative, expressed	LOC_Os06g19590.1	no description	not assigned.unknown	35_2

CUST_9913_PI404877155	2	-0.10528183	0.3094864	4.9209595E-4	-4.9209595E-4	0.08783722	-0.0015354156	Contig3625_at	Acyl-[acyl-carrier protein] desaturase, chloroplast precursor (Stearoyl-ACP desaturase)	Q40731	acyl-(acyl-carrier- protein) desaturase / stearoyl-ACP desaturase (SSI2)	At2g43710.1	protein acyl-[acyl-carrier protein] desaturase, chloroplast precursor(ec 1.14.19.2) (stearoyl-ac	Os04g31070	gi|32489062|emb|CAE03992.1| OSJNBb0089B03.6	lipid metabolism.FA synthesis and FA elongation.ACP desaturase	11_1_15

CUST_15796_PI404877155	2	0.21382904	-0.16394806	-0.21550179	-0.040242195	0.040242195	0.109083176	Contig9628_at	vacuolar-type H+-translocating inorganic pyrophosphatase, putative [Arabidopsis thaliana] pir||C86303 probable vacuolar-type H+-translocatin	NP_173122.1	vacuolar-type H+-translocating inorganic pyrophosphatase, putative	At1g16780.1	protein probable vacuolar-type H+-translocating inorganic pyrophosphatase - Arabidopsis thaliana	Os02g33490	NONE	transport.p- and v-ATPases	34_1

CUST_171532_PI403524517	2	-0.18801308	-0.14386654	0.14386559	0.24625778	0.30999756	-0.4320984	35_47798	Rep: PZE40 protein - Hordeum vulgare (Barley)	UniRef90_Q06804	CHR3V7|COORD:2889743..2890194| MT2A (METALLOTHIONEIN 2A)	AT3G09390.1	0	0	no description	not assigned.unknown	35_2

CUST_97601_PI403524517	2	0.11005592	-0.70359993	-0.09692383	-0.02893734	0.06598091	0.02893734	35_27870	"Cluster: 40S ribosomal protein S24-1; n=2; Arabidopsis thaliana|Rep: 40S ribosomal protein S24-1 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9SS17	CHR3V7|COORD:1360995..1362071| 40S ribosomal protein S24 (RPS24A)	AT3G04920.1	CHR06V5|COORD:21162226..21166195|protein 40S ribosomal protein S24, putative, expressed	LOC_Os06g36160.1	no description	not assigned.unknown	35_2

CUST_25582_PI399408534	2	-0.009433746	-0.12941933	-0.18996811	0.009433746	0.13613987	0.22106934	35_20156	"Cluster: Benzothiadiazole-induced homeodomain protein 1; n=5; Oryza sativa|Rep: Benzothiadiazole-induced homeodomain protein 1 - Oryza sativa (indica cultivar-g"	UniRef90_Q6QUW0	"CHR4V7|COORD:16530551..16532503| BLH6 (BELL1-LIKE HOMEODOMAIN 5); DNA binding / transcription factor"	AT4G34610.1	CHR03V5|COORD:27012857..27006204|protein BEL1-related homeotic protein 30, putative, expressed	LOC_Os03g47740.3	"no descriptionmoderately similar to ( 344)AT4G34610| Symbols: BLH6 | BLH6 (BELL1-LIKE HOMEODOMAIN 5); DNA binding / transcription factor | chr4:16530551-16532503 REVERSEvery weakly similar to (64.3)HSBH1_SOYBNHomeobox protein SBH1 - Glycine max (Soybean)not assigned not assigned not assigned POX POX homeodomain HOX"	RNA.regulation of transcription.HB,Homeobox transcription factor family	27_3_22

CUST_56793_PI403524517	2	0.06844616	-0.57738876	-0.14631844	0.058091164	-0.0120716095	0.012070656	35_16177	"Cluster: Os01g0559700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0559700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JLW9	CHR4V7|COORD:7758606..7760888| leucine-rich repeat family protein / extensin family protein	AT4G13340.1	CHR01V5|COORD:21569735..21568475|protein expressed protein	LOC_Os01g37920.1	no descriptionnot assigned not assigned not assigned not assigned TT_ORF1 Protamine_P1 PRK07764	not assigned.unknown	35_2

CUST_39282_PI403524517	2	0.034154892	0.3483572	-0.0148944855	-0.12566757	-0.18637562	0.014895439	35_11296	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_25901_PI399408534	2	-0.040495872	0.42980194	0.059895515	-0.22522068	0.040495872	-0.07405853	35_45847	Rep: MYB transcription factor - Triticum aestivum (Wheat)	UniRef90_Q5IWM2	CHR2V7|COORD:73456..74902| myb family transcription factor	AT2G01060.1	CHR05V5|COORD:24074848..24070525|protein MYB transcription factor, putative, expressed	LOC_Os05g41240.3	no descriptionweakly similar to ( 102)AT2G01060| Symbols:  | myb family transcription factor | chr2:73456-74902 REVERSE	RNA.regulation of transcription.G2-like transcription factor family, GARP	27_3_20

CUST_24281_PI399408534	2	0.034623146	0.021893501	-0.015334129	-0.017220497	0.015334129	-0.018474579	35_8395	Rep: OSJNBa0042I15.23 protein - Oryza sativa (Rice)	UniRef90_Q4JF05	"CHR3V7|COORD:16237756..16240739| HDA9 (histone deacetylase 9); histone deacetylase"	AT3G44680.1	CHR04V5|COORD:20062703..20068438|protein histone deacetylase 1, putative, expressed	LOC_Os04g33480.1	" no descriptionmoderately similar to ( 289)AT3G44680| Symbols: HDA09, HDA9 | HDA9 (histone deacetylase 9); histone deacetylase | chr3:16237756-16240739 REVERSEweakly similar to ( 184)HDAC_MAIZEnot assigned Hist_deacetyl AcuC "	RNA.regulation of transcription.HDA	27_3_55

CUST_68445_PI403524517	2	-0.057361603	0.17742825	-0.009572029	-0.15787697	0.032661438	0.009572029	35_19576	"Cluster: Hypothetical protein OSJNBa0033D24.31-1; n=3; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0033D24.31-1 - Oryza sativa (japon"	UniRef90_Q6Z1G6	"CHR3|COORD:9908499..9912853| expressed protein, similar to expressed protein [Arabidopsis thaliana] (TAIR:At5g41110.1); similar to unknown protein [Oryza"	AT3G26890.3	CHR08V5|COORD:26652618..26658222|protein expressed protein	LOC_Os08g42420.3	"no descriptionmoderately similar to ( 203)AT3G26890| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G41110.1); similar to Os09g0509400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001063629.1); similar to Os08g0536100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001062361.1); similar to unnamed protein product; gene_id:MEE6.18 unknown protein-related [Medicago truncatula] (GB:ABE89396.1); contains domain FAMILY NOT NAMED (PTHR13199); contains domain SUBFAMILY NOT NAMED (PTHR13199:SF3) | chr3:9908693-9911700 REVERSEnot assigned"	not assigned.unknown	35_2

CUST_63374_PI403524517	2	0.155447	-0.0474205	0.030472755	-0.030472755	-0.0525856	0.098670006	35_18095	"Cluster: Putative TATA box binding protein-associated factor; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative TATA box binding protein-associated fact"	UniRef90_Q7XB58	CHR5V7|COORD:8677120..8682061| nucleotide binding	AT5G25150.1	CHR06V5|COORD:26528301..26537144|protein transcription initiation factor TFIID subunit 5, putative, expressed	LOC_Os06g44030.2	no descriptionvery weakly similar to (69.3)AT5G25150| Symbols:  | nucleotide binding | chr5:8677120-8682061 FORWARD	not assigned.no ontology	35_1

CUST_93201_PI403524517	2	0.0099954605	-0.3550806	0.58153534	-0.34922218	0.10627365	-0.0099954605	35_26651	"Cluster: Putative potyviral helper component protease-interacting protein 2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative potyviral helper componen"	UniRef90_Q654G4	CHR5V7|COORD:25137236..25139485| binding	AT5G62580.1	CHR06V5|COORD:7529846..7533850|protein VEX1, putative, expressed	LOC_Os06g13600.1	no descriptionvery weakly similar to (58.5)AT5G62580| Symbols:  | binding | chr5:25137236-25139485 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07764 PRK07003 Extensin_2 Atrophin-1 Herpes_BLLF1 Tymo_45kd_70kd TT_ORF1 AF-4 HPC2 PRK12678 DUF1421	not assigned.unknown	35_2

CUST_49694_PI403524517	2	-0.01722908	0.27757835	0.07401848	0.01722908	-0.022903442	-0.06103134	35_14172	Rep: Actin-5C - Drosophila melanogaster (Fruit fly)	UniRef90_P10987	CHR5V7|COORD:3052810..3054221| ACT7 (actin 7)	AT5G09810.1	CHR05V5|COORD:334679..332175|protein actin-97, putative, expressed	LOC_Os05g01600.2	 no descriptionhighly similar to ( 743)AT5G09810| Symbols: ACT2/7, ACT7 | ACT7 (actin 7) | chr5:3052810-3054221 FORWARDhighly similar to ( 743)ACT11_SOLTUActin-97 - Solanum tuberosum (Potato)not assigned not assigned not assigned not assigned not assigned not assigned not assigned Actin ACTIN ACTIN COG5277 	cell.organisation	31_1

CUST_10170_PI404877155	2	-0.13812447	0.35823822	0.018989563	0.024559975	-0.0874424	-0.01898861	Contig3880_s_at	Ras-related protein Rab7 (Possible apospory-associated protein) gb|AAA85273.1| possible apospory-associated protein	Q40787	Ras-related GTP-binding protein, putative	At3g18820.1	protein ras-related protein rab7 (possible apospory-associated protein)	Os05g44050	Ras-related protein Rab7	signalling.G-proteins	30_5

CUST_141245_PI403524517	2	0.110444546	0.4058938	0.0057225227	-0.0057229996	-0.2872405	-0.19656181	35_39593	"Cluster: Os12g0429200 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os12g0429200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0INM3	"CHR2V7|COORD:13926487..13932402| BGAL9 (BETA GALACTOSIDASE 9); beta-galactosidase"	AT2G32810.1	CHR12V5|COORD:13779716..13758872|protein BGAL9, putative, expressed	LOC_Os12g24170.1	"no descriptionvery weakly similar to (85.9)AT2G32810| Symbols: BGAL9 | BGAL9 (BETA GALACTOSIDASE 9); beta-galactosidase | chr2:13926487-13932402 REVERSEvery weakly similar to (67.4)BGAL_DIACAPutative beta-galactosidase precursor - Dianthus caryophyllus (Carnation) (Clove pink)not assigned Glyco_hydro_35"	misc.gluco-, galacto- and mannosidases	26_3

CUST_22509_PI403524517	2	-0.48590374	-1.5816011	0.20444965	0.20325375	0.21345997	-0.20325375	35_6537	"Cluster: OSJNBa0010D21.13 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0010D21.13 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XT53	0	0	CHR04V5|COORD:32852555..32856304|protein AP2 domain containing protein, expressed	LOC_Os04g55560.4	no description	not assigned.unknown	35_2

CUST_17877_PI403524517	2	-0.06177187	0.28954887	0.043365955	-0.04336548	0.06666231	-0.24494934	35_5160	"Cluster: Putative zinc finger (C3HC4-type RING finger) protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative zinc finger (C3HC4-type RING finger) p"	UniRef90_Q69PX0	"CHR4|COORD:12923929..12929166| zinc finger (C3HC4-type RING finger) family protein, similar to autocrine motility factor receptor (Mus musculus) GI:5931953;"	AT4G25230.2	CHR07V5|COORD:17753652..17742307|protein protein binding protein, putative, expressed	LOC_Os07g30100.1	"no descriptionmoderately similar to ( 380)AT4G25230| Symbols: RIN2 | RIN2 (RPM1 INTERACTING PROTEIN 2); protein binding / zinc ion binding | chr4:12924456-12928681 FORWARDnot assigned not assigned HRD1 RING COG5540 zf-C3HC4 RING"	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_169681_PI403524517	2	0.07811165	-0.39199734	-0.113661766	-0.07811165	0.2171278	0.70226574	35_47263	"Cluster: Hypothetical protein OJ1393_A07.13; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1393_A07.13 - Oryza sativa (japonica cultiv"	UniRef90_Q6L585	CHR1V7|COORD:21039380..21040684| copper chaperone (CCH)-related	AT1G56210.1	CHR05V5|COORD:17635002..17633161|protein heavy metal-associated domain containing protein, expressed	LOC_Os05g30570.1	no descriptionvery weakly similar to (81.3)AT1G56210| Symbols:  | copper chaperone (CCH)-related | chr1:21039380-21040684 FORWARDnot assigned HMA PRK12678 HMA	metal handling.binding, chelation and storage	15_2

CUST_7018_PI404877155	2	0.17118073	0.14907551	-0.036697388	0.0020093918	-0.11692619	-0.002008438	Contig20537_at	putative triacylglycerol lipase [Oryza sativa (japonica cultivar-group)]	BAC83592.1	lipase class 3 family protein	At5g18630.1	protein Lipase, putative	Os07g47250	"lipase class 3 family protein, low similarity to Triacylglycerol Acylhydrolase (E.C.3.1.1.3) (Rhizomucor miehei) GI:230348; contains Pfam profile PF01764: Lipase or  lipase class 3 family protein, low similarity to Triacylglycerol Acylhydrolase (E.C.3.1.1"	lipid metabolism.lipid degradation.lipases	11_9_2

CUST_103509_PI403524517	2	0.048326015	-0.05384016	0.049710274	-0.048326015	-0.32538462	0.069821835	35_29517	"Cluster: Unknow protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Unknow protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q60EP7	CHR1V7|COORD:11399903..11405702| actin binding	AT1G31810.1	CHR05V5|COORD:20652306..20645062|protein expressed protein	LOC_Os05g34900.1	no descriptionnot assigned not assigned not assigned	not assigned.unknown	35_2

CUST_14100_PI403524517	2	0.04267502	0.32226086	9.522438E-4	-0.17191553	-0.17650461	-9.5176697E-4	35_4046	"Cluster: G-patch domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: G-patch domain containing protein, expressed - Oryza sat"	UniRef90_Q2QM64	CHR1V7|COORD:5837646..5840195| D111/G-patch domain-containing protein	AT1G17070.1	CHR12V5|COORD:26093235..26090367|protein tuftelin-interacting protein 11, putative, expressed	LOC_Os12g42140.1	no descriptionmoderately similar to ( 324)AT1G17070| Symbols:  | D111/G-patch domain-containing protein | chr1:5837646-5840195 FORWARDnot assigned TFP11	not assigned.no ontology	35_1

CUST_62798_PI403524517	2	-0.004436493	0.5570049	0.012702942	-0.07796192	0.004436493	-0.11198521	35_17906	"Cluster: Integral membrane family protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Integral membrane family protein-like - Oryza sativa (japonica"	UniRef90_Q6YW53	CHR5V7|COORD:22333025..22333786| integral membrane family protein	AT5G54980.1	CHR02V5|COORD:6683066..6680300|protein salicylic acid-induced fragment 1 protein, putative, expressed	LOC_Os02g12760.1	no descriptionweakly similar to ( 127)AT5G54980| Symbols:  | integral membrane family protein | chr5:22333025-22333786 FORWARDnot assigned DUF588	not assigned.no ontology	35_1

CUST_28337_PI403524517	2	0.08050823	0.45589066	0.048876762	-0.14829254	-0.07104206	-0.048876762	35_8190	"Cluster: Hypothetical protein OSJNBb0014K18.9; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0014K18.9 - Oryza sativa (japonica cu"	UniRef90_Q6I572	CHR2V7|COORD:11496726..11498666| ubiquitin-associated (UBA)/TS-N domain-containing protein	AT2G26920.1	CHR05V5|COORD:19890398..19885722|protein UBA/TS-N domain containing protein, expressed	LOC_Os05g33850.1	no descriptionmoderately similar to ( 216)AT5G12120| Symbols:  | ubiquitin-associated (UBA)/TS-N domain-containing protein | chr5:3916230-3918089 REVERSE	protein.degradation.ubiquitin	29_5_11

CUST_101563_PI403524517	2	0.34718704	0.016582489	0.0014424324	-0.23255062	-0.41841698	-0.0014419556	35_28982	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_15169_PI403524517	2	0.17828083	0.06782913	-0.029842377	-0.112291336	-0.084290504	0.029841423	35_4374	"Cluster: Hypothetical protein P0706E03.2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0706E03.2 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6K2Q0	"CHR2V7|COORD:15898978..15899214| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G54085.1); similar to conserved hypothetical protein [Medicago"	AT2G37975.1	CHR09V5|COORD:9628853..9630895|protein conserved hypothetical protein	LOC_Os09g15760.1	"no descriptionvery weakly similar to (84.0)AT2G37975| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G54085.1); similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE83862.1); contains domain UNCHARACTERIZED (PTHR15858); contains domain SUBFAMILY NOT NAMED (PTHR15858:SF1) | chr2:15898978-15899214 REVERSEnot assigned Yos1"	not assigned.unknown	35_2

CUST_81688_PI403524517	2	-0.036251068	0.07572842	-0.08688259	-0.15164566	0.036251068	0.14543915	35_23433	"Cluster: Os01g0748000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0748000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JJC7	CHR1V7|COORD:19802939..19806109| dynamin family protein	AT1G53140.1	CHR01V5|COORD:31639762..31635092|protein ATP binding protein, putative, expressed	LOC_Os01g54420.1	no descriptionweakly similar to ( 134)AT1G53140| Symbols:  | dynamin family protein | chr1:19802939-19806109 FORWARDnot assigned	misc.dynamin	26_17

CUST_6259_PI399408534	2	0.19584322	-0.022695065	-0.02213955	-0.12519121	0.7985792	0.022139072	35_14191	"Cluster: Coatomer complex subunit; n=1; Brachypodium sylvaticum|Rep: Coatomer complex subunit - Brachypodium sylvaticum (False brome)"	UniRef90_A1YKF7	CHR1V7|COORD:30090803..30096842| coatomer protein complex, subunit beta 2 (beta prime), putative	AT1G79990.1	CHR06V5|COORD:2328667..2319806|protein coatomer subunit beta, putative, expressed	LOC_Os06g05180.2	 no descriptionweakly similar to ( 110)AT1G79990| Symbols:  | coatomer protein complex, subunit beta 2 (beta prime), putative | chr1:30090803-30096842 FORWARDvery weakly similar to (91.3)LOX1_HORVULipoxygenase 1 - Hordeum vulgare (Barley)Lipoxygenase 	hormone metabolism.jasmonate.synthesis-degradation.lipoxygenase	17_7_1_2

CUST_8541_PI403524517	2	0.14211845	-0.21547222	-0.034469604	0.05957508	0.0066461563	-0.00664711	35_2387	"Cluster: Os12g0144600 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os12g0144600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IQ54	CHR5V7|COORD:6387912..6389857| heavy-metal-associated domain-containing protein	AT5G19090.1	CHR12V5|COORD:2192737..2197849|protein metal ion binding protein, putative, expressed	LOC_Os12g05040.5	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Drf_FH1 PRK12323 Bindin Extensin_2 GRASP55_65 TT_ORF1 Atrophin-1 Glutenin_hmw	not assigned.unknown	35_2

CUST_13241_PI404877155	2	0.078808784	-0.33324432	-0.0046863556	-0.029647827	0.0046863556	0.08631611	Contig6944_at	Inositol-1(or 4)-monophosphatase 3 (IMPase 3) (IMP 3) (Inositol monophosphatase 3)	P54928	inositol-1(or 4)-monophosphatase, putative / inositol monophosphatase, putative / IMPase, putative	At3g02870.1	protein putative myo-inositol monophosphatase	Os03g39000	Inositol-1(or 4)-monophosphatase 3 (IMPase 3) (IMP 3) (Inositol monophosphatase 3) pir	minor CHO metabolism.myo-inositol.inositol phosphatase	3_4_05

CUST_16372_PI403524517	2	-0.050735474	-0.1286068	0.07847977	0.007827759	-0.007826805	0.041579247	35_4722	"Cluster: Hypothetical protein OSJNBb0024A20.13; n=4; Oryza sativa|Rep: Hypothetical protein OSJNBb0024A20.13 - Oryza sativa (Rice)"	UniRef90_Q94LL7	"CHR2V7|COORD:13479776..13480567| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G51360.1); similar to Hypothetical protein [Oryza sativa]"	AT2G31670.1	CHR07V5|COORD:25043561..25046777|protein expressed protein	LOC_Os07g41810.4	"no descriptionvery weakly similar to (85.1)AT2G31670| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G51360.1); similar to Hypothetical protein [Oryza sativa] (GB:AAK55783.1); contains InterPro domain Stress responsive alpha-beta barrel; (InterPro:IPR013097); contains InterPro domain Dimeric alpha-beta barrel; (InterPro:IPR011008) | chr2:13479776-13480567 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 Tymo_45kd_70kd Dabb Extensin_2 PRK12678 PRK07764 PRK07003 DUF1421 Atrophin-1 Drf_FH1 Herpes_UL56 HPC2 AF-4 DUF566 APC_basic infB KAR9 TT_ORF1 Coprinus_mating DUF390 Herpes_TAF50 PRK05648 STOP"	not assigned.no ontology	35_1

CUST_1287_PI403524517	2	2.1034184	-0.4476571	-0.7975931	0.15695667	2.7104645	-0.15695667	35_340	Rep: C-hordein - Hordeum vulgare (Barley)	UniRef90_Q41210	CHR1V7|COORD:25812961..25813793| AGP19/ATAGP19 (ARABINOGALACTAN-PROTEIN 19)	AT1G68725.1	CHR08V5|COORD:17954722..17959162|protein repressor protein, putative, expressed	LOC_Os08g29500.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK10263 Atrophin-1 Amelogenin DUF1421 PRK08853 Herpes_BLLF1 GAL11 ZipA PRK03427 COG3889 ARG80 PRK05648 Mucin GRASP55_65 Herpes_TAF50 Cytadhesin_P30 DUF1720 Glutenin_hmw TonB Metaviral_G	not assigned.unknown	35_2

CUST_169438_PI403524517	2	-0.32499743	-0.11755657	-0.21539831	0.17090082	0.15671587	0.11755657	35_47193	Rep: Uncoupling protein - Zea mays (Maize)	UniRef90_Q8S4C4	"CHR3V7|COORD:20049868..20051974| ATPUMP1/UCP1 (UNCOUPLING PROTEIN 1); binding / oxidative phosphorylation uncoupler"	AT3G54110.1	CHR11V5|COORD:28403153..28407097|protein mitochondrial uncoupling protein 3, putative, expressed	LOC_Os11g48040.1	" no descriptionweakly similar to ( 170)AT3G54110| Symbols: UCP, PUMP1, UCP2, ATUCP1, ATPUMP1, UCP1 | ATPUMP1/UCP1 (UNCOUPLING PROTEIN 1); binding / oxidative phosphorylation uncoupler | chr3:20049868-20051974 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Mito_carr "	mitochondrial electron transport / ATP synthesis.uncoupling protein	9_8

CUST_8480_PI403524517	2	-0.011944771	0.25774002	0.011943817	-0.077510834	-0.07509422	0.056383133	35_2369	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_9084_PI399408534	2	-0.008393288	0.008394241	0.02490902	-0.028162956	0.11285591	-0.07175255	35_18467	"Cluster: Os01g0834700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0834700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JHZ2	CHR2V7|COORD:8747135..8749430| zinc finger (CCCH-type) family protein	AT2G20280.1	CHR01V5|COORD:36094431..36099226|protein nucleic acid binding protein, putative, expressed	LOC_Os01g61830.1	no descriptionmoderately similar to ( 395)AT2G20280| Symbols:  | zinc finger (CCCH-type) family protein | chr2:8747135-8749430 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG5252 DUF1777 Protamine_P1 PRK12678 Transformer	RNA.regulation of transcription.unclassified	27_3_99

CUST_35534_PI403524517	2	0.33779383	0.51774883	-0.5152769	-0.046328068	0.046328545	-0.46947956	35_10246	Rep: H0323C08.1 protein - Oryza sativa (Rice)	UniRef90_Q25A38	"CHR3V7|COORD:7703934..7704820| CYCP2;1 (cyclin p2;1); cyclin-dependent protein kinase"	AT3G21870.1	CHR04V5|COORD:31776349..31779383|protein cyclin-dependent protein kinase, putative, expressed	LOC_Os04g53680.1	"no descriptionweakly similar to ( 126)AT3G21870| Symbols: CYCP2;1 | CYCP2;1 (cyclin p2;1); cyclin-dependent protein kinase | chr3:7703934-7704820 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Cyclin PRK12323 Cyclin_N PRK07003 PRK07764 AF-4 PRK12678 Totivirus_coat"	cell.cycle	31_3

CUST_38128_PI403524517	2	0.12429237	0.12899399	-0.12429333	-0.17749691	-0.52776337	0.13755035	35_10970	"Cluster: Putative far-red impaired response protein; n=1; Sorghum bicolor|Rep: Putative far-red impaired response protein - Sorghum bicolor (Sorghum) (Sorghum v"	UniRef90_Q8W0Q6	"CHR2V7|COORD:11584047..11587337| FRS3 (FAR1-RELATED SEQUENCE 3); zinc ion binding"	AT2G27110.3	CHR03V5|COORD:25530192..25536972|protein transposon protein, putative, unclassified, expressed	LOC_Os03g45300.1	"no descriptionvery weakly similar to (58.5)AT2G27110| Symbols: FRS3 | FRS3 (FAR1-RELATED SEQUENCE 3); zinc ion binding | chr2:11584047-11587337 REVERSE"	DNA.unspecified	28_99

CUST_76090_PI403524517	2	0.2618103	0.45339203	-0.041607857	-0.18787146	0.0132312775	-0.0132312775	35_21812	"Cluster: Hypothetical protein P0680F05.43-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0680F05.43-1 - Oryza sativa (japonica cultiv"	UniRef90_Q6YYC0	0	0	CHR08V5|COORD:2012837..2020299|protein zinc finger C-x8-C-x5-C-x3-H type family protein, expressed	LOC_Os08g04170.1	no description	not assigned.unknown	35_2

CUST_149000_PI403524517	2	0.26030016	0.30928707	0.10051012	-0.10051012	-0.113705635	-0.8380952	35_41682	Rep: Putative lipoprotein - Burkholderia pseudomallei (Pseudomonas pseudomallei)	UniRef90_Q63WJ8	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	CHR03V5|COORD:9014390..9007824|protein serine/arginine repetitive matrix protein 1, putative, expressed	LOC_Os03g16369.2	no descriptionnot assigned	not assigned.unknown	35_2

CUST_96087_PI403524517	2	0.0056848526	0.5958061	0.049556732	-0.047531128	-0.028848648	-0.0056848526	35_27451	"Cluster: Os02g0197500 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0197500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E325	CHR5V7|COORD:19603215..19604955| regulator of chromosome condensation (RCC1) family protein	AT5G48330.1	CHR02V5|COORD:5468118..5465521|protein regulator of chromosome condensation like, putative, expressed	LOC_Os02g10380.1	no descriptionmoderately similar to ( 241)AT5G48330| Symbols:  | regulator of chromosome condensation (RCC1) family protein | chr5:19603215-19604955 FORWARDnot assigned not assigned not assigned not assigned ATS1	cell.division	31_2

CUST_111022_PI403524517	2	0.308815	-0.13516188	-0.041371346	0.041371346	0.96195126	-0.20702124	35_31529	"Cluster: Cell division inhibitor MinD homolog; n=1; Oryza sativa|Rep: Cell division inhibitor MinD homolog - Oryza sativa (Rice)"	UniRef90_Q9SPP0	CHR5V7|COORD:8116734..8117714| MIND (ACCUMULATION AND REPLICATION OF CHLOROPLAST 11)	AT5G24020.1	CHR06V5|COORD:409926..412145|protein septum site-determining protein minD, putative, expressed	LOC_Os06g01690.1	no descriptionnot assigned MinD MinD Mrp MRP-like FleN-like	not assigned.unknown	35_2

CUST_5109_PI403524517	2	-0.07474041	-0.61381054	0.087379456	0.0731554	0.13279152	-0.07315445	35_1405	"Cluster: Argininosuccinate synthase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Argininosuccinate synthase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QVC1	CHR4V7|COORD:12793095..12795867| arginosuccinate synthase family	AT4G24830.1	CHR12V5|COORD:7427980..7432087|protein argininosuccinate synthase, chloroplast precursor, putative, expressed	LOC_Os12g13320.1	no descriptionhighly similar to ( 686)AT4G24830| Symbols:  | arginosuccinate synthase family | chr4:12793095-12795867 REVERSEnot assigned PRK00509 Argininosuccinate_Synthase ArgG Arginosuc_synth PRK05370 PRK04527 COG1606	amino acid metabolism.synthesis.glutamate family.arginine	13_1_2_3

CUST_4039_PI403524517	2	-0.012798309	-0.9388771	-0.026288986	0.016504288	0.12662697	0.012796402	35_1117	Rep: OsGRP2 - Oryza sativa (Rice)	UniRef90_O24188	"CHR4V7|COORD:8021310..8022061| ATGRP2 (GLYCINE-RICH RNA-BINDING PROTEIN 2); RNA binding / double-stranded DNA binding / single-stranded DNA binding"	AT4G13850.1	CHR01V5|COORD:40281370..40283372|protein glycine-rich RNA-binding protein 2, mitochondrial precursor, putative, expressed	LOC_Os01g68790.2	" no descriptionweakly similar to ( 128)AT3G23830| Symbols: GR-RBP4, GRP4 | GR-RBP4/GRP4 (GLYCINE-RICH RNA-BINDING PROTEIN 4); RNA binding | chr3:8606769-8607684 REVERSEweakly similar to ( 104)GRP1_DAUCAGlycine-rich RNA-binding protein - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned RRM RRM_1 COG0724 GRP Drf_FH1 PRK06958 PRK12323 Extensin_2 "	RNA.RNA binding	27_4

CUST_142653_PI403524517	2	-0.14439774	0.8297553	0.41767836	0.040015697	-0.040016174	-0.3532114	35_39981	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_7298_PI403524517	2	-0.3838086	0.13818169	-0.13818121	0.32929182	0.25223684	-0.19750023	35_2027	"Cluster: Hypothetical protein OSJNBb0027B08.17; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0027B08.17 - Oryza sativa (japonica"	UniRef90_Q850Y8	"CHR1V7|COORD:5128586..5129453| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G35525.1); similar to Os02g0579800 [Oryza sativa (japonica"	AT1G14870.1	CHR03V5|COORD:34810288..34809610|protein PGPS/D12, putative, expressed	LOC_Os03g61470.1	"no descriptionweakly similar to ( 135)AT1G14870| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G35525.1); similar to Os02g0579800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001047231.1); similar to Uncharacterized Cys-rich domain [Medicago truncatula] (GB:ABE80519.1); similar to Os03g0830500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001051787.1); contains InterPro domain Protein of unknown function Cys-rich; (InterPro:IPR006461) | chr1:5128586-5129453 REVERSEnot assigned not assigned PLAC8"	not assigned.no ontology	35_1

CUST_3121_PI404877155	2	-0.07425785	-0.2974825	0.0742569	0.08769035	0.18219948	-0.08324814	Contig1358_at	putative Caulobacter crescentus D-isomer specific 2-hydroxyacid dehydrogenases family protein [Oryza sativa (japonica cultivar-group)]	NP_913478.1	oxidoreductase family protein	At1g79870.1	protein D-isomer specific 2-hydroxyacid dehydrogenase, NAD binding domain, putative	Os01g12830	D-isomer specific 2-hydroxyacid dehydrogenase	amino acid metabolism.degradation.serine-glycine-cysteine group.glycine	13_2_5_2

CUST_98656_PI403524517	2	0.014051437	-0.031767845	0.044540405	-0.014050484	0.13099861	-0.056817055	35_28161	0	0	"CHR3V7|COORD:3137507..3139061| ATPAP16/PAP16 (purple acid phosphatase 16); acid phosphatase/ protein serine/threonine phosphatase"	AT3G10150.1	CHR01V5|COORD:41713266..41711186|protein hydrolase/ protein serine/threonine phosphatase, putative, expressed	LOC_Os01g71420.1	no description	not assigned.unknown	35_2

CUST_83057_PI403524517	2	-0.06696701	0.36735916	-0.044802666	0.019213676	0.0556612	-0.019213676	35_23816	Rep: H0510A06.1 protein - Oryza sativa (Rice)	UniRef90_Q25AK4	CHR1V7|COORD:4474724..4477818| glycosyl hydrolase family 5 protein / cellulase family protein	AT1G13130.1	CHR04V5|COORD:23840950..23844724|protein hydrolase, hydrolyzing O-glycosyl compounds, putative, expressed	LOC_Os04g40500.1	no descriptionweakly similar to ( 113)AT3G26140| Symbols:  | glycosyl hydrolase family 5 protein / cellulase family protein | chr3:9560979-9564307 REVERSE	cell wall.degradation.cellulases and beta -1,4-glucanases	10_6_1

CUST_12968_PI399408534	2	-0.044117928	0.15732813	0.044117928	-0.22011805	0.6970644	-0.1925292	35_27624	"Cluster: Calmodulin binding heat shock protein; n=2; Gossypium hirsutum|Rep: Calmodulin binding heat shock protein - Gossypium hirsutum (Upland cotton)"	UniRef90_Q1RN82	CHR3V7|COORD:18192483..18194598| lipase class 3 family protein / calmodulin-binding heat-shock protein, putative	AT3G49050.1	CHR09V5|COORD:22719449..22715573|protein calmodulin binding protein, putative, expressed	LOC_Os09g39580.1	 no descriptionmoderately similar to ( 271)AT3G49050| Symbols:  | lipase class 3 family protein / calmodulin-binding heat-shock protein, putative | chr3:18192483-18194598 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned Lipase_3 Lipase_3 Lipase Herpes_BLLF1 PRK12323 	signalling.calcium	30_3

CUST_7925_PI403524517	2	0.17380428	-0.44045353	-0.060254097	0.037820816	-0.037820816	0.043610573	35_2207	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_56463_PI403524517	2	0.08355808	0.23047256	-0.0077524185	-0.14735985	-0.06914902	0.0077524185	35_16072	Rep: Pre-mRNA processing factor - Triticum aestivum (Wheat)	UniRef90_Q2QKC5	CHR5V7|COORD:5749851..5753417| LUC7 N_terminus domain-containing protein	AT5G17440.1	CHR03V5|COORD:35391404..35385374|protein RNA-binding protein Luc7-like 2, putative, expressed	LOC_Os03g62640.2	no descriptionmoderately similar to ( 424)AT5G17440| Symbols:  | LUC7 N_terminus domain-containing protein | chr5:5749851-5753417 FORWARDnot assigned not assigned not assigned not assigned LUC7 LUC7	not assigned.no ontology	35_1

CUST_71611_PI403524517	2	0.036637306	0.2781	0.0835619	-0.11962509	-0.061419487	-0.03663826	35_20528	"Cluster: Hypothetical protein OSJNBa0023I13.26; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0023I13.26 - Oryza sativa (japonica"	UniRef90_Q6YTK7	"CHR1V7|COORD:5538868..5539146| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G79660.1); similar to Os08g0266200 [Oryza sativa (japonica"	AT1G16170.1	CHR08V5|COORD:10125419..10128733|protein expressed protein	LOC_Os08g16559.1	"no descriptionvery weakly similar to (70.1)AT1G16170| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G79660.1); similar to Os08g0266200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001061402.1) | chr1:5538868-5539146 REVERSE"	not assigned.unknown	35_2

CUST_139631_PI403524517	2	-0.2630334	-0.1921339	-0.015097618	0.114191055	0.074214935	0.015096664	35_39159	0	0		0	CHR06V5|COORD:7622920..7618835|protein expressed protein	LOC_Os06g13750.1	no description	not assigned.unknown	35_2

CUST_7581_PI399408534	2	-0.06075573	-0.7153177	-0.18495941	0.2758255	0.36343098	0.060756683	35_21287	"Cluster: Hypothetical protein OJ1118_C04.8; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1118_C04.8 - Oryza sativa (japonica cultivar"	UniRef90_Q75K84	"CHR1V7|COORD:9951921..9952490| ATERF12/ERF12 (ERF domain protein 12); DNA binding / transcription factor/ transcriptional repressor"	AT1G28360.1	CHR05V5|COORD:24345663..24344679|protein ethylene-responsive transcription factor 12, putative, expressed	LOC_Os05g41760.1	" no descriptionweakly similar to ( 116)AT1G28360| Symbols: ERF12, ATERF12 | ATERF12/ERF12 (ERF domain protein 12); DNA binding / transcription factor/ transcriptional repressor | chr1:9951921-9952490 FORWARDweakly similar to ( 104)ERF4_TOBACEthylene-responsive transcription factor 4 - Nicotiana tabacum (Common tobacco)AP2 AP2 AP2 "	RNA.regulation of transcription.AP2/EREBP, APETALA2/Ethylene-responsive element binding protein family	27_3_3

CUST_64548_PI403524517	2	0.04360771	-1.2365708	-0.1517067	0.1512003	0.10385704	-0.04360819	35_18428	Rep: Tankyrase 1, putative, expressed - Oryza sativa (japonica cultivar-group)	UniRef90_Q10RU1	CHR3V7|COORD:3032683..3034163| ankyrin repeat family protein	AT3G09890.1	CHR03V5|COORD:2525467..2522726|protein tankyrase 1, putative, expressed	LOC_Os03g05260.1	no descriptionmoderately similar to ( 226)AT3G09890| Symbols:  | ankyrin repeat family protein | chr3:3032683-3034163 FORWARDvery weakly similar to (60.5)AKT1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned ANK Arp TT_ORF1	cell.organisation	31_1

CUST_157795_PI403524517	2	0.07398224	-0.0042648315	0.004265785	-0.053500175	0.1244545	-0.03379059	35_44056	Rep: SCC3 - Oryza sativa (japonica cultivar-group)	UniRef90_Q6UB39	"CHR2V7|COORD:19638493..19643865| SCC3 (sister-chromatide cohesion protein 3); binding"	AT2G47980.1	CHR05V5|COORD:5403657..5412441|protein sister-chromatide cohesion protein, putative, expressed	LOC_Os05g09620.2	no description	not assigned.unknown	35_2

CUST_2792_PI403524517	2	0.2782421	-0.17207813	-0.034080505	-0.06441021	0.15555763	0.03408146	35_761	Rep: CAA303712.1 protein - Oryza sativa (Rice)	UniRef90_Q9ST85	CHR1V7|COORD:26968021..26970219| peroxidase 12 (PER12) (P12) (PRXR6)	AT1G71695.1	CHR04V5|COORD:35027663..35026032|protein peroxidase 12 precursor, putative, expressed	LOC_Os04g59260.1	no descriptionmoderately similar to ( 223)AT1G71695| Symbols:  | peroxidase 12 (PER12) (P12) (PRXR6) | chr1:26968021-26970219 FORWARDweakly similar to ( 198)PER2_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned secretory_peroxidase plant_peroxidase peroxidase ascorbate_peroxidase PRK07003 PRK12323 Herpes_BLLF1 PRK12678 Tymo_45kd_70kd HPC2 PRK07764 Atrophin-1 PRK09169	misc.peroxidases	26_12

CUST_117145_PI403524517	2	0.083337784	-0.32832432	-0.05753231	0.0339489	-0.033947945	0.07259369	35_33198	Rep: OSIGBa0126B18.1 protein - Oryza sativa (Rice)	UniRef90_Q01K17	CHR3V7|COORD:4063470..4064764| short-chain dehydrogenase/reductase (SDR) family protein	AT3G12800.1	CHR04V5|COORD:30920107..30922579|protein peroxisomal 2,4-dienoyl-CoA reductase, putative, expressed	LOC_Os04g52400.1	no descriptionweakly similar to ( 103)AT3G12800| Symbols:  | short-chain dehydrogenase/reductase (SDR) family protein | chr3:4063470-4064764 REVERSE	misc.short chain dehydrogenase/reductase (SDR)	26_22

CUST_49996_PI403524517	2	0.13992214	-0.7807808	0.0685606	0.019692421	-0.019692421	-0.033041	35_14272	"Cluster: OSJNBb0012E08.10 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBb0012E08.10 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XV86	0	0	CHR04V5|COORD:19729353..19725839|protein calnexin homolog precursor, putative, expressed	LOC_Os04g32950.2	no description	not assigned.unknown	35_2

CUST_167830_PI403524517	2	0.16959	-0.24262238	-0.012026787	0.19827557	-0.4210415	0.012027264	35_46746	"Cluster: Os02g0511900 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0511900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E0Y5	"CHR1V7|COORD:2590941..2606889| EMB2284/POL2A/TIL1 (EMBRYO DEFECTIVE 2284); DNA-directed DNA polymerase"	AT1G08260.1	CHR02V5|COORD:18343019..18365090|protein DNA polymerase family B, exonuclease domain containing protein, expressed	LOC_Os02g30800.1	" no descriptionweakly similar to ( 124)AT1G08260| Symbols: EMB2284, POL2A, TIL1 | EMB2284/POL2A/TIL1 (EMBRYO DEFECTIVE 2284); DNA-directed DNA polymerase | chr1:2590941-2606889 FORWARDnot assigned "	DNA.synthesis/chromatin structure	28_1

CUST_14713_PI404877155	2	0.8619652	-0.644845	-1.126853	0.36337852	-0.095461845	0.0954628	Contig8538_at	light-induced protein CPRF-2 - parsley	S16321	bZIP transcription factor family protein	At5g28770.2	protein Similar to probable DNA binding protein - rice	Os12g40920	"bZIP transcription factor family protein, similar to seed storage protein opaque-2(bZIP family)GI:168428 from Zea mays; contains Pfam profile PF00170: bZIP transcription factor; identical to cDNA bZIP protein BZO2H3 GI:10954098 or  bZIP transcription fact"	RNA.regulation of transcription.bZIP transcription factor family	27_3_35

CUST_14355_PI404877155	2	0.026144981	-0.36408138	0.0152692795	-0.0152692795	0.09973049	-0.13881683	Contig8182_at	DNA-directed RNA polymerase (EC 2.7.7.6) chain III - Arabidopsis thaliana	JC4847	DNA-directed RNA polymerase I(A) and III(C) 14 kDa subunit (RPAC14)	At2g29540.1	protein RNA polymerase Rpb3/Rpb11 dimerisation domain, putative	Os12g09280	DNA-directed RNA polymerase (EC 2.7.7.6) chain III	RNA.transcription	27_2

CUST_165038_PI403524517	2	-0.06602049	-0.24381971	0.06602049	0.14895058	0.14596272	-0.23818874	35_45997	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_107829_PI403524517	2	-0.3006363	-0.10078907	0.27938557	-0.16429901	0.100790024	0.19985485	35_30682	"Cluster: Hypothetical protein P0701E03.37; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0701E03.37 - Oryza sativa (japonica cultivar-g"	UniRef90_Q69YD3	"CHR3V7|COORD:18685403..18686484| ATCEN2 (CENTRIN2); calcium ion binding"	AT3G50360.1	CHR06V5|COORD:5778228..5777929|protein EF hand family protein	LOC_Os06g11030.1	no description	not assigned.unknown	35_2

CUST_38677_PI403524517	2	-0.006290436	0.0062909126	0.14010906	-0.08851242	-0.52808475	1.5503426	35_11131	"Cluster: SNARE domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: SNARE domain containing protein, expressed - Oryza sativa"	UniRef90_Q2QWL1	CHR4|COORD:11022086..11023766| similar to small nuclear ribonucleoprotein associated protein B, putative / snRNP-B, putative / Sm protein B, putative [Arabidops	AT4G20440.3	CHR12V5|COORD:4698287..4697400|protein syntaxin-related protein KNOLLE, putative	LOC_Os12g08980.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07003 PRK07764 Tymo_45kd_70kd	not assigned.unknown	35_2

CUST_14982_PI403524517	2	0.15187073	-0.11401844	-0.048999786	0.032087326	-0.032087326	0.080067635	35_4320	"Cluster: Rap8, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Rap8, putative, expressed - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10P22	"CHR1V7|COORD:6935318..6936656| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G11600.1); similar to conserved hypothetical protein [Medicago"	AT1G19990.1	CHR03V5|COORD:7890746..7893342|protein expressed protein	LOC_Os03g14580.1	"no descriptionvery weakly similar to (82.4)AT1G19990| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G11600.1); similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE81379.1) | chr1:6935318-6936656 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07735 TFIIF_alpha CDC27 Utp14 tolA TolA Caldesmon TolA infB TT_ORF1 MAK16 Tymo_45kd_70kd eIF3_subunit 7TMR-DISM_7TM"	not assigned.unknown	35_2

CUST_5249_PI403524517	2	-0.28523064	0.36318874	0.08896446	0.12810516	-0.13934135	-0.08896446	35_1448	"Cluster: Putative serine/threonine kinase; n=3; Oryza sativa (japonica cultivar-group)|Rep: Putative serine/threonine kinase - Oryza sativa (japonica cultivar-g"	UniRef90_Q8S5V9	"CHR1V7|COORD:64398..67512| CIPK9 (CBL-INTERACTING PROTEIN KINASE 9); kinase"	AT1G01140.1	CHR03V5|COORD:1497641..1492966|protein CIPK-like protein 1, putative, expressed	LOC_Os03g03510.1	" no descriptionhighly similar to ( 646)AT1G01140| Symbols: PKS6, SnRK3.12, CIPK9 | CIPK9 (CBL-INTERACTING PROTEIN KINASE 9); kinase | chr1:64398-67512 REVERSEhighly similar to ( 563)CIPK1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase SPS1 Pkinase_Tyr PTKc TyrKc PTKc_Jak_rpt2 PTKc_Csk_like PTKc_Srm_Brk PTKc_Abl PTKc_Tec_Rlk PTKc_Ack_like PTKc_FGFR PTKc_Src_like PTKc_Csk PTKc_Tec_like PTKc_Jak1_rpt2 PTKc_Fes_like PTKc_Fes PTKc_InsR_like PTKc_Jak2_Jak3_rpt2 PTKc_FAK NAF PTKc_Syk_like PTKc_Chk PTKc_EphR PTKc_Btk_Bmx PTKc_Tyro3 PTKc_EGFR_like PTKc_EphR_B PTKc_Tyk2_rpt2 PTKc_FGFR4 PTKc_Fer PTKc_Itk PTKc_PDGFR PTKc_FGFR2 PTKc_Frk_like PTKc_EphR_A PTKc_FGFR3 PTKc_Axl_like PTKc_FGFR1 PTKc_Lck_Blk PTK_CCK4 PTKc_Met_Ron PTKc_Ror PTKc_RET PTKc_Axl PTKc_Lyn PTKc_Hck PTKc_EphR_A2 PTKc_Fyn_Yrk PTKc_Trk PTKc_Src PTKc_c-ros PTKc_Yes PTKc_Syk PTKc_Zap-70 PTKc_ALK_LTK PTKc_Musk PTKc_Tie PTKc_Tie1 PTKc_TrkC PTKc_InsR PTKc_Tie2 PTK_Ryk PTKc_EGFR PTK_Jak_rpt1 PTKc_EphR_A10 PTKc_Aatyk PTKc_CSF-1R PTKc_DDR_like PTKc_HER4 PTKc_Ror2 PTKc_HER2 PTK_HER3 "	protein.postranslational modification	29_4

CUST_12338_PI403524517	2	-0.076830864	0.47152138	-0.035794258	-0.13658047	0.035794258	0.11894703	35_3516	"Cluster: Hypothetical protein OSJNBa0030I14.15; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0030I14.15 - Oryza sativa (japonica"	UniRef90_Q5TKF1	"CHR5V7|COORD:3733816..3735016| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G19990.1); similar to unknown protein [Oryza sativa (japonica"	AT5G11600.1	CHR05V5|COORD:29611376..29609473|protein expressed protein	LOC_Os05g51754.1	"no descriptionweakly similar to ( 115)AT5G11600| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G19990.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAV59389.1) | chr5:3733816-3735016 REVERSEnot assigned not assigned not assigned"	not assigned.unknown	35_2

CUST_143000_PI403524517	2	0.6416874	0.93730354	-0.081973076	0.08197212	-1.0503807	-0.3685093	35_40072	"Cluster: OSJNBa0088A01.13 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0088A01.13 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XUD3	"CHR5V7|COORD:22913073..22913728| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G26288.1); similar to Os02g0684400 [Oryza sativa (japonica"	AT5G56550.1	CHR04V5|COORD:29247957..29246398|protein expressed protein	LOC_Os04g49370.1	no description	not assigned.unknown	35_2

CUST_11729_PI403524517	2	-0.03414154	-0.70171165	0.034140587	0.14818954	0.10023975	-0.04965496	35_3336	"Cluster: Arginine biosynthesis bifunctional protein argJ 1, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Arginine biosynthesis bifuncti"	UniRef90_Q10N79	CHR2V7|COORD:15746982..15749767| arginine biosynthesis protein ArgJ family	AT2G37500.1	CHR03V5|COORD:9489988..9485782|protein arginine biosynthesis bifunctional protein argJ 1, putative, expressed	LOC_Os03g17120.1	no descriptionhighly similar to ( 573)AT2G37500| Symbols:  | arginine biosynthesis protein ArgJ family | chr2:15746982-15749767 REVERSEnot assigned OAT argJ ArgJ ArgJ	amino acid metabolism.synthesis.glutamate family.arginine	13_1_2_3

CUST_39244_PI403524517	2	0.16800594	0.041541576	0.21227741	-0.041541576	-0.12613487	-0.1908145	35_11286	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_52241_PI403524517	2	0.052951813	-0.19288158	6.608963E-4	0.009261131	-6.599426E-4	-0.04342842	35_14888	"Cluster: Vacuolar ATP synthase 16 kDa proteolipid subunit 4; n=37; Magnoliophyta|Rep: Vacuolar ATP synthase 16 kDa proteolipid subunit 4 - Arabidopsis thaliana"	UniRef90_P59229	"CHR1V7|COORD:6913308..6914313| AVA-P2 (vacuolar-H+-pumping ATPase 16 kDa proteolipid subunit 2); ATPase"	AT1G19910.1	CHR11V5|COORD:3376213..3373934|protein vacuolar ATP synthase 16 kDa proteolipid subunit, putative, expressed	LOC_Os11g06890.1	" no descriptionmoderately similar to ( 220)AT1G19910| Symbols: AVA-2PE, ATVHA-C2, AVA-P2 | AVA-P2 (vacuolar-H+-pumping ATPase 16 kDa proteolipid subunit 2); ATPase | chr1:6913308-6914313 FORWARDmoderately similar to ( 229)VATL_AVESAVacuolar ATP synthase 16 kDa proteolipid subunit - Avena sativa (Oat)not assigned not assigned PRK06558 ATP-synt_C AtpE PRK06271 PRK06649 PRK06251 "	transport.p- and v-ATPases.H+-transporting two-sector ATPase	34_1_1

CUST_179867_PI403524517	2	0.36603022	0.3529663	-0.044161797	0.044161797	-0.48205566	-0.5612068	35_50023	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_87805_PI403524517	2	0.03146267	-0.07283592	-0.16981316	-0.0038585663	0.08599949	0.0038585663	35_25137	"Cluster: Hypothetical protein OSJNBa0091F23.16; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0091F23.16 - Oryza sativa (japonica"	UniRef90_Q6YRM7	"CHR3V7|COORD:10018768..10020091| GHS1 (GLUCOSE HYPERSENSITIVE 1); structural constituent of ribosome"	AT3G27160.1	CHR08V5|COORD:1186626..1188321|protein ribosome-like protein, putative, expressed	LOC_Os08g02840.1	no descriptionRpsU	not assigned.unknown	35_2

CUST_19228_PI403524517	2	0.27766705	-0.14806032	-0.021259785	0.02829504	-0.014315128	0.014315128	35_5574	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_87022_PI403524517	2	0.4014144	-0.10799456	0.11114025	-0.05160904	0.05160904	-0.23460865	35_24921	"Cluster: Os01g0164900 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0164900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JQF8	0	0	CHR01V5|COORD:3351851..3342005|protein BRCA2 repeat family protein, expressed	LOC_Os01g07110.1	no description	not assigned.unknown	35_2

CUST_11776_PI403524517	2	-0.4650507	0.08426285	0.08011627	0.083268166	-0.3559265	-0.080117226	35_3348	Rep: OSIGBa0112M24.5 protein - Oryza sativa (Rice)	UniRef90_Q01I52	"CHR2V7|COORD:4626227..4628530| CRCK3 (calmodulin-binding receptor-like cytoplasmic kinase 3); kinase"	AT2G11520.1	CHR09V5|COORD:1802961..1809819|protein nodulation receptor kinase precursor, putative, expressed	LOC_Os09g03620.1	"no descriptionmoderately similar to ( 400)AT2G11520| Symbols: CRCK3 | CRCK3 (calmodulin-binding receptor-like cytoplasmic kinase 3); kinase | chr2:4626227-4628530 FORWARDmoderately similar to ( 213)NORK_MEDTRNodulation receptor kinase precursor - Medicago truncatula (Barrel medic)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PTKc Pkinase_Tyr TyrKc S_TKc S_TKc Pkinase PTKc_Csk_like PTKc_Jak_rpt2 PTKc_Srm_Brk PTKc_Src_like PTKc_Chk PTKc_Fes_like PTKc_Frk_like PTKc_Tec_like PTKc_Trk SPS1 PTKc_Abl PTKc_Csk PTKc_Itk PTKc_Lck_Blk PTKc_InsR_like PTKc_EphR PTKc_Ror PTKc_Lyn PTKc_EphR_A2 PTKc_Ack_like PTKc_FGFR PTKc_Tyk2_rpt2 PTKc_Src PTKc_EphR_A PTKc_Hck PTKc_Jak2_Jak3_rpt2 PTKc_EGFR_like PTKc_Musk PTKc_Fyn_Yrk PTKc_EphR_B PTKc_Btk_Bmx PTKc_Tie2 PTKc_ALK_LTK PTKc_Syk_like PTKc_PDGFR PTKc_c-ros PTKc_Ror1 PTKc_Jak1_rpt2 PTKc_Yes PTKc_TrkA PTKc_TrkC PTKc_Fer PTKc_Tec_Rlk PTKc_Tie1 PTKc_Axl_like PTKc_IGF-1R PTK_CCK4 PTKc_Tie PTKc_Tyro3 PTKc_Met_Ron PTKc_TrkB PTKc_FGFR4 PTKc_Fes PTKc_FGFR2 PTKc_DDR PTKc_FGFR3 PTKc_RET PTKc_FGFR1 PTKc_InsR PTKc_EphR_A10 PTKc_Ror2 PTKc_FAK PTKc_Axl PTKc_HER4 PTKc_CSF-1R PTKc_Kit PTKc_DDR1 PTK_HER3 PTKc_Zap-70 PTKc_DDR_like PTKc_HER2 PTKc_Syk PTKc_VEGFR PTKc_DDR2 PTKc_EGFR PTK_Jak2_Jak3_rpt1 PTKc_VEGFR2 PTKc_PDGFR_alpha PTKc_Aatyk PTKc_VEGFR3 PTKc_PDGFR_beta PTK_Ryk PTK_Jak_rpt1 PTK_Tyk2_rpt1 PTKc_Aatyk1_Aatyk3 PTKc_Aatyk2 PTK_Jak1_rpt1"	protein.postranslational modification.kinase.receptor like cytoplasmatic kinase VII	29_4_1_57

CUST_138259_PI403524517	2	-0.0015296936	0.0015296936	-0.21939087	0.063201904	0.13935566	-0.03733349	35_38778	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_5541_PI403524517	2	-0.004548073	-0.15789318	0.08944607	0.0045490265	0.09298611	-0.010771751	35_1531	"Cluster: Os08g0567000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os08g0567000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J3K6	CHR3V7|COORD:8726248..8729030| PMP (PUTATIVE TYPE 1 MEMBRANE PROTEIN)	AT3G24160.1	CHR08V5|COORD:28261112..28266244|protein expressed protein	LOC_Os08g45220.1	no descriptionmoderately similar to ( 238)AT3G24160| Symbols: PMP | PMP (PUTATIVE TYPE 1 MEMBRANE PROTEIN) | chr3:8726248-8729030 FORWARD	not assigned.no ontology	35_1

CUST_63116_PI403524517	2	-0.23539066	0.14576674	-0.14576674	0.34873056	-0.6193838	0.23991728	35_18008	"Cluster: Ankyrin repeat protein E4_8-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Ankyrin repeat protein E4_8-like - Oryza sativa (japonica cultivar-g"	UniRef90_Q6K4H9	CHR3V7|COORD:1278235..1280948| ankyrin repeat family protein	AT3G04710.1	CHR09V5|COORD:1891170..1900148|protein ankyrin-1, putative, expressed	LOC_Os09g03750.1	no descriptionmoderately similar to ( 233)AT3G04710| Symbols:  | binding | chr3:1278235-1280948 FORWARDvery weakly similar to (69.3)AKT1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned ANK Arp TPR	cell.organisation	31_1

CUST_63452_PI403524517	2	0.067500114	0.64352417	-0.08020115	-0.06749916	-0.1718998	0.12751389	35_18117	"Cluster: HEAT repeat family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: HEAT repeat family protein, expressed - Oryza sativa (japonica"	UniRef90_Q10RT3	CHR2V7|COORD:15432818..15443960| binding	AT2G36810.1	CHR03V5|COORD:2572240..2584613|protein HEAT repeat family protein, expressed	LOC_Os03g05330.1	no descriptionvery weakly similar to (66.6)AT2G36810| Symbols:  | binding | chr2:15432818-15443960 REVERSE	not assigned.unknown	35_2

CUST_38176_PI403524517	2	0.0017995834	0.27555943	0.007358551	-0.09971905	-0.0017995834	-0.04068184	35_10985	Rep: B1011H02.1 protein - Oryza sativa (Rice)	UniRef90_Q25AH0	CHR1V7|COORD:19192731..19194856| SYP81 (syntaxin 81)	AT1G51740.1	CHR12V5|COORD:2677066..2680668|protein syntaxin 81, putative, expressed	LOC_Os12g05810.1	 no descriptionweakly similar to ( 108)AT1G51740| Symbols: ATUFE1, ATSYP81, SYP81 | SYP81 (syntaxin 81) | chr1:19192731-19194856 FORWARDnot assigned 	cell. vesicle transport	31_4

CUST_60053_PI403524517	2	0.19691753	-0.51512337	0.0012311935	0.059340954	-0.0012311935	-0.053585052	35_17118	"Cluster: Putative phenylalanyl-tRNA synthetase beta chain; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative phenylalanyl-tRNA synthetase beta chain - O"	UniRef90_Q6AT40	CHR1V7|COORD:27323609..27327570| tRNA synthetase beta subunit family protein	AT1G72550.1	CHR05V5|COORD:27717677..27724164|protein phenylalanyl-tRNA synthetase beta chain, putative, expressed	LOC_Os05g48510.2	no descriptionweakly similar to ( 136)AT1G72550| Symbols:  | tRNA synthetase beta subunit family protein | chr1:27323661-27327570 REVERSEnot assigned pheT PheRS_beta_core PheT pheT	protein.aa activation.phenylalanine-tRNA ligase	29_1_20

CUST_177674_PI403524517	2	0.51081944	-0.21649694	-0.066307545	0.35019636	-0.10417223	0.06630802	35_49421	Rep: 60S ribosomal protein L36a - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_O23290	CHR3V7|COORD:8375434..8376231| 60S ribosomal protein L36a/L44 (RPL36aA)	AT3G23390.1	CHR07V5|COORD:20308348..20310417|protein 60S ribosomal protein L44, putative, expressed	LOC_Os07g33997.1	no descriptionweakly similar to ( 127)AT4G14320| Symbols:  | 60S ribosomal protein L36a/L44 (RPL36aB) | chr4:8242680-8243801 REVERSEweakly similar to ( 121)RL44_GOSHI60S ribosomal protein L44 - Gossypium hirsutum (Upland cotton) (Gossypium mexicanum)not assigned Ribosomal_L44 RPL42A rpl44e	protein.synthesis.misc ribososomal protein	29_2_2

CUST_115455_PI403524517	2	0.04005432	0.83123493	-0.04005432	-0.043237686	-0.08929825	0.06605339	35_32749	"Cluster: Os05g0574700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0574700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DFR7	"CHR2V7|COORD:10906619..10907953| similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAT69587.1); similar to Os05g0574700 [Oryza sativa"	AT2G25605.1	CHR05V5|COORD:28548920..28545588|protein expressed protein	LOC_Os05g49910.1	"no descriptionweakly similar to ( 114)AT2G25605| Symbols:  | similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAT69587.1); similar to Os05g0574700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001056392.1) | chr2:10906619-10907953 FORWARD"	not assigned.unknown	35_2

CUST_12032_PI404877155	2	0.095048904	-0.14115429	-0.024274826	-0.014513016	0.014513969	0.08783531	Contig5762_at	KH domain-containing protein NOVA, putative [Arabidopsis thaliana]	NP_850764.1	KH domain-containing protein NOVA, putative	At5g04430.2	protein KH domain, putative	Os02g57640	0	RNA.RNA binding	27_4

CUST_23275_PI403524517	2	-0.0060167313	-0.03816414	-0.0028486252	0.21907806	0.0028476715	0.27329826	35_6764	"Cluster: Sucrose transporter BoSUT1; n=1; Dendrocalamopsis oldhamii|Rep: Sucrose transporter BoSUT1 - Bambusa oldhamii (Giant timber bamboo)"	UniRef90_Q4U0Z1	"CHR2V7|COORD:828545..832295| SUT2 (sucrose transporter 3); carbohydrate transporter/ sucrose:hydrogen symporter/ sugar porter"	AT2G02860.1	CHR02V5|COORD:22144278..22140551|protein sucrose transporter BoSUT1, putative, expressed	LOC_Os02g36700.1	" no descriptionmoderately similar to ( 302)AT2G02860| Symbols: ATSUC3, SUC3, SUT2 | SUT2 (sucrose transporter 3); carbohydrate transporter/ sucrose:hydrogen symporter/ sugar porter | chr2:828545-832295 REVERSEmoderately similar to ( 248)SUT_SPIOLSucrose transport protein - Spinacia oleracea (Spinach)not assigned not assigned MFS_1 PRK07003 "	transporter.sugars.sucrose	34_2_1

CUST_87961_PI403524517	2	0.074492455	-0.0717144	0.006668091	-0.33554935	-0.0066690445	0.106432915	35_25183	"Cluster: Putative recA protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative recA protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5N6Y9	CHR2V7|COORD:8448814..8451088| recA family protein	AT2G19490.1	CHR01V5|COORD:39570835..39565635|protein DNA repair protein recA homolog 3, putative, expressed	LOC_Os01g67510.1	no descriptionvery weakly similar to (66.2)AT2G19490| Symbols:  | recA family protein | chr2:8448814-8451088 FORWARD	DNA.synthesis/chromatin structure	28_1

CUST_169628_PI403524517	2	0.06786919	-0.21893024	0.055414677	-0.0554142	-0.45545816	4.4637136	35_47247	"Cluster: Os08g0280200 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os08g0280200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J6R0	CHR1V7|COORD:11399903..11405702| actin binding	AT1G31810.1	CHR08V5|COORD:10918875..10929831|protein actin binding protein, putative, expressed	LOC_Os08g17820.2	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Extensin_2 Drf_FH1 Atrophin-1 PRK12323 PRK05648 DUF1421 Tymo_45kd_70kd GRASP55_65 PRK07003 PRK07764 HPC2 DUF605 Totivirus_coat FAP Gag_spuma PRK10819 IER GP38 MCPVI PRK00708 DedD TonB PRK08853 PRK10263 AF-4 Herpes_BLLF1 tatB APC_basic PRK06958 DAG1 PRK08770 TT_ORF1 Prog_receptor PRK06132 Prox1 Chon_Sulph_att Peptidase_S21 CTF_NFI PRK11633 PRK08691 Herpes_TAF50 DUF1210	not assigned.unknown	35_2

CUST_82515_PI403524517	2	-0.028483868	-0.7882223	0.14983082	0.028483868	0.07515526	-0.7403183	35_23665	"Cluster: Os07g0470700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os07g0470700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D6K6	CHR1V7|COORD:18939048..18941152| plastid-lipid associated protein PAP / fibrillin family protein	AT1G51110.1	CHR07V5|COORD:16855498..16860949|protein PAP fibrillin family protein, expressed	LOC_Os07g28790.1	no descriptionweakly similar to ( 134)AT1G51110| Symbols:  | plastid-lipid associated protein PAP / fibrillin family protein | chr1:18939048-18941152 FORWARDPAP_fibrillin	cell.organisation	31_1

CUST_77829_PI403524517	2	0.27534008	-0.41230106	-0.17936897	-0.033825874	0.033825874	0.04703808	35_22315	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_177962_PI403524517	2	0.30754852	0.0027799606	-0.23438358	-0.31785583	0.05545044	-0.002779007	35_49496	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_78029_PI403524517	2	0.16598797	-0.07278347	-0.07096577	-0.029349327	0.029348373	0.10543442	35_22369	"Cluster: Hypothetical protein OSJNBa0077J22.10; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0077J22.10 - Oryza sativa (japonica"	UniRef90_Q6ASR2	CHR5V7|COORD:5940133..5943954| RNA binding	AT5G17930.1	CHR05V5|COORD:2691919..2694811|protein nucleolar protein with MIF4G domain 1, putative, expressed	LOC_Os05g05450.1	no descriptionweakly similar to ( 175)AT5G17930| Symbols:  | RNA binding | chr5:5940133-5943954 REVERSEnot assigned	protein.synthesis.misc	29_2_99

CUST_42783_PI403524517	2	0.0068216324	0.4201069	-0.0068216324	-0.275877	-0.2578888	0.08529568	35_12289	"Cluster: WD domain, G-beta repeat containing protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: WD domain, G-beta repeat containing protein - Oryza sativ"	UniRef90_Q6ASY7	CHR1V7|COORD:29360113..29363261| WD-40 repeat family protein	AT1G78070.2	CHR03V5|COORD:15308282..15313665|protein GAMYB-binding protein, putative, expressed	LOC_Os03g26870.2	no descriptionmoderately similar to ( 305)AT1G78070| Symbols:  | WD-40 repeat family protein | chr1:29360113-29363261 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned WD40 COG2319 Tymo_45kd_70kd	not assigned.no ontology	35_1

CUST_12286_PI399408534	2	-0.014240265	0.014240265	0.09141064	-0.08918476	0.14004517	-0.069164276	35_45078	Rep: Expressed protein - Oryza sativa (japonica cultivar-group)	UniRef90_Q75LK9	"CHR3V7|COORD:21638047..21639484| similar to unknown protein [Oryza sativa] (GB:AAL58958.1); similar to Os03g0749900 [Oryza sativa (japonica cultivar-group)]"	AT3G58470.1	CHR03V5|COORD:30850477..30852617|protein expressed protein	LOC_Os03g53890.1	"no descriptionweakly similar to ( 186)AT3G58470| Symbols:  | similar to unknown protein [Oryza sativa] (GB:AAL58958.1); similar to Os03g0749900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001051279.1) | chr3:21638047-21639484 REVERSEnot assigned"	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_71415_PI403524517	2	-0.014485359	-0.16817951	-0.07378197	0.014485359	0.117474556	0.08139038	35_20459	"Cluster: Hypothetical protein OJ1005_B11.2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1005_B11.2 - Oryza sativa (japonica cultivar"	UniRef90_Q6L543	CHR3V7|COORD:15900212..15902801| chloroplast outer membrane protein-related	AT3G44160.1	CHR05V5|COORD:25189013..25184696|protein membrane protein, OMP85 family, putative, expressed	LOC_Os05g43470.1	no descriptionmoderately similar to ( 449)AT3G44160| Symbols:  | chloroplast outer membrane protein-related | chr3:15900212-15902801 REVERSEvery weakly similar to (83.2)TOC75_ORYSABac_surface_Ag COG4775 COG0729	not assigned.no ontology	35_1

CUST_76679_PI403524517	2	2.7751923E-4	-0.7534504	-2.784729E-4	-0.25625324	0.035600662	0.028110504	35_21982	"Cluster: ETTIN-like auxin response factor; n=1; Triticum aestivum|Rep: ETTIN-like auxin response factor - Triticum aestivum (Wheat)"	UniRef90_Q6U8C8	0	0	CHR05V5|COORD:27951108..27956618|protein auxin response factor 4, putative, expressed	LOC_Os05g48870.6	no description	not assigned.unknown	35_2

CUST_60109_PI403524517	2	-0.27072334	-0.41989326	0.058460236	0.37779522	0.41394234	-0.058460236	35_17136	"Cluster: Os06g0634500 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0634500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DAS2	CHR4V7|COORD:11723745..11727343| kinase	AT4G22130.1	CHR06V5|COORD:25732224..25726516|protein ATP binding protein, putative, expressed	LOC_Os06g42800.1	no descriptionhighly similar to ( 512)AT4G22130| Symbols:  | kinase | chr4:11723745-11727343 FORWARDweakly similar to ( 195)PSKR_DAUCAPhytosulfokine receptor precursor - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase Pkinase_Tyr PTKc TyrKc PTKc_Csk_like SPS1 PTKc_Src_like PTKc_Jak_rpt2 PTKc_Tec_like PTKc_Itk PTKc_Ror PTKc_Frk_like PTKc_Srm_Brk PTKc_Trk PTKc_EphR PTKc_Btk_Bmx PTKc_Tec_Rlk PTKc_Lck_Blk PTKc_Fes_like PTKc_Fyn_Yrk PTKc_Chk PTKc_Yes PTKc_FGFR PTKc_Ack_like PTKc_Src PTKc_Met_Ron PTKc_Axl_like PTKc_Lyn PTKc_c-ros PTKc_Tyk2_rpt2 PTKc_Syk_like PTKc_Abl PTKc_EGFR_like PTK_HER3 PTKc_Ror1 PTKc_Jak2_Jak3_rpt2 PTKc_Csk PTK_CCK4 PTKc_EphR_A2 PTKc_EphR_B PTKc_InsR_like PTKc_Tie PTKc_Fes PTK_Ryk PTKc_PDGFR PTKc_DDR PTKc_Ror2 PTKc_Tie1 PTKc_Fer PTKc_Hck PTKc_ALK_LTK PTKc_Musk PTKc_FAK PTKc_RET PTKc_TrkA PTKc_Tyro3 PTKc_TrkC PTKc_FGFR3 PTKc_DDR1 PTKc_DDR_like PTKc_TrkB PTKc_InsR PTKc_DDR2 PTKc_FGFR4 PTKc_EphR_A PTKc_FGFR2 PTKc_Axl PTKc_Jak1_rpt2 PTKc_FGFR1 PTKc_Syk PTKc_Aatyk1_Aatyk3 PTKc_Tie2 PTKc_EphR_A10 PTKc_Aatyk PTK_Jak_rpt1 PTKc_HER4 PTK_Jak2_Jak3_rpt1 PTKc_EGFR PTK_Jak1_rpt1 PTKc_IGF-1R PTKc_Zap-70 PTKc_VEGFR2 PTKc_HER2 PTKc_Aatyk2 PTKc_VEGFR PTK_Tyk2_rpt1 PTKc_VEGFR3	protein.postranslational modification.kinase.receptor like cytoplasmatic kinase VII	29_4_1_57

CUST_2977_PI403524517	2	0.12752914	-0.04089451	-0.17329216	0.04089451	-0.1761694	0.18312359	35_812	"Cluster: Hypothetical protein OSJNBa0070E11.8; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0070E11.8 - Oryza sativa (japonica cu"	UniRef90_Q650W3	CHR5V7|COORD:16230589..16241210| EMB3012 (EMBRYO DEFECTIVE 3012)	AT5G40480.1	CHR09V5|COORD:22526772..22535091|protein nuclear pore protein-like, putative, expressed	LOC_Os09g39210.1	no descriptionvery weakly similar to (70.1)AT5G40480| Symbols: EMB3012 | EMB3012 (EMBRYO DEFECTIVE 3012) | chr5:16230589-16241210 FORWARD	protein.targeting.nucleus	29_3_1

CUST_86488_PI403524517	2	-0.04576111	0.5983949	0.09184885	-0.6241393	-0.7179346	0.045761585	35_24769	"Cluster: CCCH-type zinc finger protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: CCCH-type zinc finger protein-like - Oryza sativa (japonica cultiv"	UniRef90_Q9FU27	0	0	CHR01V5|COORD:4947928..4945849|protein nucleic acid binding protein, putative, expressed	LOC_Os01g09620.2	no description	not assigned.unknown	35_2

CUST_13424_PI403524517	2	0.027589798	0.3016615	0.06183338	-0.08101177	-0.0670166	-0.027590752	35_3849	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_9939_PI403524517	2	-0.6522627	-9.822845E-4	0.15598106	9.822845E-4	0.0023317337	-0.22422981	35_2800	Rep: H0723C07.4 protein - Oryza sativa (Rice)	UniRef90_Q259M7	0	0	CHR04V5|COORD:34813566..34812121|protein expressed protein	LOC_Os04g58890.1	no description	not assigned.unknown	35_2

CUST_14768_PI403524517	2	-0.06582451	0.87415314	-0.08751869	0.28327084	0.012722015	-0.012721062	35_4252	"Cluster: Thylakoid lumenal 17.4 kDa protein, chloroplast precursor; n=2; Arabidopsis thaliana|Rep: Thylakoid lumenal 17.4 kDa protein, chloroplast"	UniRef90_P81760	CHR5V7|COORD:21740714..21741847| thylakoid lumenal 17.4 kDa protein, chloroplast	AT5G53490.1	CHR10V5|COORD:18821306..18818009|protein uncharacterized low-complexity proteins, putative, expressed	LOC_Os10g35810.1	 no descriptionmoderately similar to ( 225)AT5G53490| Symbols:  | thylakoid lumenal 17.4 kDa protein, chloroplast | chr5:21740714-21741847 REVERSEnot assigned COG1357 	not assigned.no ontology	35_1

CUST_29967_PI399408534	2	0.18513536	0.03226471	-0.24897385	0.049129486	-0.26624298	-0.032265186	35_50644	"Cluster: Heat shock factor protein hsf8-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Heat shock factor protein hsf8-like - Oryza sativa (japonica cult"	UniRef90_Q6Z7B3	CHR1V7|COORD:4361776..4365187| S1 RNA-binding domain-containing protein	AT1G12800.1	CHR02V5|COORD:818981..824545|protein RNA binding protein, putative, expressed	LOC_Os02g02390.1	no descriptionvery weakly similar to (62.8)AT1G12800| Symbols:  | S1 RNA-binding domain-containing protein | chr1:4361776-4365187 REVERSE	RNA.regulation of transcription.HSF,Heat-shock transcription factor family	27_3_23

CUST_66172_PI403524517	2	-0.02383995	0.4154873	0.12114239	-0.017938614	0.017938614	-0.058638573	35_18897	"Cluster: Os01g0674100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0674100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JKH6	CHR2V7|COORD:13202016..13206719| protein kinase family protein	AT2G31010.1	CHR01V5|COORD:28029324..28019405|protein ATP binding protein, putative, expressed	LOC_Os01g48330.1	no descriptionmoderately similar to ( 393)AT2G31010| Symbols:  | protein kinase family protein | chr2:13202016-13206719 FORWARDvery weakly similar to (95.5)PSKR_DAUCAPhytosulfokine receptor precursor - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc Pkinase_Tyr TyrKc PTKc S_TKc Pkinase PTKc_Tec_like PTKc_Tec_Rlk PTKc_Csk_like PTKc_EphR PTKc_DDR PTKc_Musk PTKc_Trk PTKc_Abl PTKc_Ack_like PTKc_Src_like PTKc_FAK PTKc_Btk_Bmx PTKc_Jak_rpt2 PTKc_InsR_like PTK_CCK4 PTKc_c-ros PTKc_Frk_like PTKc_Fes_like PTKc_Itk PTKc_ALK_LTK PTKc_EGFR_like PTKc_Ror PTKc_EphR_A PTKc_TrkA PTKc_Syk_like PTKc_DDR2 SPS1 PTKc_DDR_like PTKc_TrkC PTKc_Met_Ron PTKc_DDR1 PTKc_Chk PTKc_RET PTKc_Srm_Brk PTKc_TrkB PTKc_EphR_A2 PTKc_Lck_Blk PTKc_Fyn_Yrk PTKc_Axl_like PTKc_Yes PTKc_EphR_B PTKc_Jak2_Jak3_rpt2 PTK_Ryk PTKc_Csk PTKc_Src PTKc_Axl PTKc_FGFR PTKc_PDGFR PTKc_Hck PTKc_Lyn PTKc_Aatyk PTKc_FGFR2 PTKc_Fer PTKc_Tie2 PTKc_Fes PTKc_HER4 PTKc_Tie PTKc_Tie1 PTKc_IGF-1R PTKc_FGFR4 PTKc_Tyro3 PTKc_FGFR1 PTKc_FGFR3 PTKc_InsR PTKc_EGFR PTKc_HER2 PTKc_Ror1 PTKc_Zap-70 PTKc_Jak1_rpt2 PTKc_EphR_A10 PTKc_Ror2 PTKc_VEGFR PTKc_Syk PTKc_Tyk2_rpt2 PTKc_VEGFR2 PTKc_Aatyk1_Aatyk3 PTKc_Aatyk2 PTKc_VEGFR3 PTK_HER3 PTKc_Kit PTKc_PDGFR_alpha PTK_Jak_rpt1 PTKc_CSF-1R PTKc_PDGFR_beta PTK_Jak2_Jak3_rpt1 PTK_Tyk2_rpt1	protein.postranslational modification	29_4

CUST_35121_PI403524517	2	0.09094143	0.102282524	-0.21079016	-0.09094238	0.14377213	-0.21918344	35_10127	"Cluster: Putative hydroxyproline-rich glycoprotein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative hydroxyproline-rich glycoprotein - Oryza sativa (j"	UniRef90_Q8RUJ8	CHR3V7|COORD:2996634..2997840| zinc finger (C3HC4-type RING finger) family protein	AT3G09770.2	CHR03V5|COORD:8165836..8161300|protein zinc finger, RING-type, putative, expressed	LOC_Os03g15000.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK12678 PRK07764 Extensin_2	not assigned.unknown	35_2

CUST_132168_PI403524517	2	0.31902266	0.37953043	-0.022023678	-0.10417986	-0.14560223	0.022023678	35_37120	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QYT4	CHR5V7|COORD:15457074..15460237| protein kinase family protein	AT5G38560.1	CHR12V5|COORD:378382..373598|protein expressed protein	LOC_Os12g01620.2	no description	not assigned.unknown	35_2

CUST_5737_PI404877155	2	-0.29159737	-0.2054491	0.49859524	0.0073099136	0.3160038	-0.0073099136	Contig1774_at	putative glycolate oxidase [Oryza sativa (japonica cultivar-group)]	BAC84719.1	(S)-2-hydroxy-acid oxidase, peroxisomal, putative / glycolate oxidase, putative / short chain alpha-hydroxy acid	At3g14420.1	protein FMN-dependent dehydrogenase	Os07g05820	(S)-2-hydroxy-acid oxidase, peroxisomal, putative / glycolate oxidase, putative / short chain alpha-hydroxy acid oxidase, putative, similar to (S)-2-hydroxy-acid oxidase, peroxisomal (Glycolate oxidase, GOX) (Short chain alpha-hydroxy acid oxidase) (Spina	PS.photorespiration.glycolate oxydase	1_02_02

CUST_13314_PI403524517	2	0.08091164	0.0064792633	-0.034578323	-0.04533577	-0.0064792633	0.0947752	35_3812	"Cluster: Putative RNA-binding protein 10; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative RNA-binding protein 10 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6H4V9	CHR3V7|COORD:20084850..20091120| nucleic acid binding	AT3G54230.1	CHR02V5|COORD:3631548..3623620|protein RNA recognition motif family protein, expressed	LOC_Os02g07070.1	no descriptionmoderately similar to ( 315)AT3G54230| Symbols:  | nucleic acid binding | chr3:20084850-20091120 FORWARDnot assigned not assigned not assigned not assigned G_patch G-patch	RNA.RNA binding	27_4

CUST_150318_PI403524517	2	-0.5249958	-1.9708529	0.77675295	0.22746325	0.62676144	-0.22746277	35_42050	0	0		0	CHR03V5|COORD:5561827..5561154|protein expressed protein	LOC_Os03g10860.1	no description	not assigned.unknown	35_2

CUST_63109_PI403524517	2	-0.057304382	-0.16795254	0.057304382	0.073173046	-0.22927094	0.16529465	35_18007	Rep: OSIGBa0155K12.5 protein - Oryza sativa (Rice)	UniRef90_Q01LG9	CHR1V7|COORD:2900152..2904215| SNF4 (Sucrose NonFermenting 4)	AT1G09020.1	CHR04V5|COORD:19671656..19663580|protein SNF4, putative, expressed	LOC_Os04g32880.2	 no descriptionmoderately similar to ( 355)AT1G09020| Symbols: ATSNF4, SNF4 | SNF4 (Sucrose NonFermenting 4) | chr1:2900152-2904215 REVERSEnot assigned not assigned CBS_pair_28 AMPKbeta_GBD_like CBS_pair_5 CBS CBS_pair_18 CBS_pair_29 	protein.postranslational modification	29_4

CUST_137360_PI403524517	2	0.06032133	-0.35410738	0.07351971	-0.10521984	0.104427814	-0.060321808	35_38520	0	0	CHR1V7|COORD:23241239..23242177| invertase/pectin methylesterase inhibitor family protein	AT1G62760.1	CHR05V5|COORD:2720693..2726429|protein transposon protein, putative, Mutator sub-class	LOC_Os05g05520.1	no description	not assigned.unknown	35_2

CUST_4048_PI404877155	2	-0.091516495	0.44088554	-0.0046873093	0.0046863556	-0.26402378	0.1366787	Contig14791_at	putative monosaccharide transporter [Oryza sativa (japonica cultivar-group)] gb|AAP55016.1| putative monosaccharide transporter [Oryza sativ	NP_922729.1	hexose transporter, putative	At5g61520.1	protein putative hexose carrier protein	Os10g41190	"SUGAR TRANSPORTER 1;glucose transporter (STP1), nearly identical to glucose transporter GB:P23586 SP:P23586 from (Arabidopsis thaliana)"	transporter.sugars	34_2

CUST_180479_PI403524517	2	0.0	0.29604435	0.0	0.0762043	-0.20351219	-0.27871847	35_50193	"Cluster: Hypothetical protein CBG21491; n=1; Caenorhabditis briggsae|Rep: Hypothetical protein CBG21491 - Caenorhabditis briggsae"	UniRef90_Q60R78	CHR1V7|COORD:23241239..23242177| invertase/pectin methylesterase inhibitor family protein	AT1G62760.1	CHR05V5|COORD:14336324..14338283|protein tetratricopeptide-like helical, putative, expressed	LOC_Os05g24890.1	no description	not assigned.unknown	35_2

CUST_4888_PI404877155	2	-0.030820847	-0.20271683	-0.024553299	0.024551392	0.06798744	0.061035156	Contig1625_at	putative histone deacetylase HD2 [Oryza sativa]	AAF70196.1	expressed protein	At5g22650.1	protein histone deacetylase HD2, putative	Os05g51830	"TFIIF-alpha  T02168;TFIIF activity during very early transcription elongation"	RNA.regulation of transcription.C2H2 zinc finger family	27_3_11

CUST_177649_PI403524517	2	0.24629593	-0.005961418	0.0059609413	-0.08166313	0.6900554	-0.4034648	35_49414	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_11503_PI403524517	2	-0.021707535	0.52275085	0.06876564	-0.115712166	0.021707535	-0.05068779	35_3263	"Cluster: Hypothetical protein B1066G12.20-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1066G12.20-1 - Oryza sativa (japonica cultiv"	UniRef90_Q5NA71	"CHR1V7|COORD:5840451..5841529| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G53560.1); similar to Os01g0667100 [Oryza sativa (japonica"	AT1G17080.1	CHR01V5|COORD:7873035..7875604|protein 60S ribosomal protein L18A, putative, expressed	LOC_Os01g14070.1	" no descriptionvery weakly similar to (52.0)AT1G53560| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G17080.1); similar to Os01g0667100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001043806.1); similar to Os05g0564800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001056334.1); similar to Os01g0242900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001042559.1); contains domain 60S RIBOSOMAL PROTEIN L18A (PTHR10052); contains domain 60S RIBOSOMAL PROTEIN L18A, PLANT (PTHR10052:SF2) | chr1:19988576-19989628 REVERSE"	not assigned.unknown	35_2

CUST_99386_PI403524517	2	0.13360596	-0.12989521	0.088861465	-0.091812134	-0.009709358	0.009710312	35_28371	"Cluster: Os06g0473000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0473000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DC83	CHR1V7|COORD:3558424..3561496| Encodes a Maternally expressed gene (MEG) family protein	AT1G10710.1	CHR06V5|COORD:15784810..15780399|protein poor homologous synapsis 1 protein, putative, expressed	LOC_Os06g27860.1	no description	not assigned.unknown	35_2

CUST_171769_PI403524517	2	0.5876169	0.13217163	-0.073843	-0.041789055	0.0417881	-0.27742195	35_47858	"Cluster: Latency-associated nuclear antigen; n=1; Retroperitoneal fibromatosis-associated herpesvirus|Rep: Latency-associated nuclear antigen - Retroperitoneal"	UniRef90_A1XYV9	CHR2V7|COORD:6406761..6407291| AGP9 (ARABINOGALACTAN PROTEIN 9)	AT2G14890.2	CHR06V5|COORD:28388576..28387298|protein early nodulin 20 precursor, putative, expressed	LOC_Os06g46740.1	no description	not assigned.unknown	35_2

CUST_13318_PI403524517	2	0.05465889	0.044397354	-0.018612862	-0.04633236	-0.10114193	0.018611908	35_3813	"Cluster: Putative RNA-binding protein 10; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative RNA-binding protein 10 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6H4V9	CHR3V7|COORD:20084850..20091120| nucleic acid binding	AT3G54230.1	CHR02V5|COORD:3631548..3623620|protein RNA recognition motif family protein, expressed	LOC_Os02g07070.2	no descriptionvery weakly similar to (82.0)AT3G54230| Symbols:  | nucleic acid binding | chr3:20084850-20091120 FORWARD	RNA.RNA binding	27_4

CUST_179316_PI403524517	2	0.16163635	0.20038223	-0.0673151	-0.055667877	0.055668354	-0.11957073	35_49871	"Cluster: Putative copper-transporting P-type ATPase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative copper-transporting P-type ATPase - Oryza sativa"	UniRef90_Q6H7M3	"CHR1V7|COORD:23531320..23534774| HMA5 (HEAVY METAL ATPASE 5); ATPase, coupled to transmembrane movement of ions, phosphorylative mechanism"	AT1G63440.1	CHR02V5|COORD:5404703..5410764|protein copper-transporting ATPase 3, putative, expressed	LOC_Os02g10290.1	" no descriptionweakly similar to ( 186)AT1G63440| Symbols: HMA5 | HMA5 (HEAVY METAL ATPASE 5); ATPase, coupled to transmembrane movement of ions, phosphorylative mechanism | chr1:23531320-23534774 FORWARDnot assigned not assigned ZntA PRK10671 zntA KdpB PRK01122 MgtA Hydrolase "	transport.metal	34_12

CUST_30782_PI403524517	2	0.2869029	0.20693159	-0.1118269	0.1118269	-0.55148125	-0.15646172	35_8882	Rep: Coatomer subunit delta - Oryza sativa (Rice)	UniRef90_P49661	"CHR5|COORD:1476677..1480198| similar to coatomer delta subunit [Oryza sativa (japonica cultivar-group)] (GB:NP_915354.1); contains InterPro domain Clathrin"	AT5G05010.2	CHR01V5|COORD:36035506..36027283|protein coatomer subunit delta, putative, expressed	LOC_Os01g61710.4	no descriptionmoderately similar to ( 278)AT5G05010| Symbols:  | clathrin adaptor complexes medium subunit-related | chr5:1477138-1479873 FORWARDmoderately similar to ( 305)COPD_ORYSAnot assigned	cell. vesicle transport	31_4

CUST_69493_PI403524517	2	-0.077904224	0.17133045	-0.0882988	0.15252781	-0.21444416	0.0779047	35_19886	"Cluster: Putative MtN3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative MtN3 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5JJY5	CHR3V7|COORD:4957794..4959209| nodulin MtN3 family protein	AT3G14770.1	CHR01V5|COORD:20286514..20288835|protein mtN3 protein-like, putative, expressed	LOC_Os01g36070.1	no descriptionweakly similar to ( 194)AT3G14770| Symbols:  | nodulin MtN3 family protein | chr3:4957794-4959209 REVERSEnot assigned MtN3_slv TT_ORF1 Protamine_P1	development.unspecified	33_99

CUST_90143_PI403524517	2	0.39839935	-0.23224688	-0.03437233	0.27653217	-0.051526546	0.03437233	35_25785	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_94050_PI403524517	2	0.107720375	-0.23817205	-0.50325775	-0.107720375	3.7332382	0.485847	35_26888	"Cluster: 6-phosphogluconate dehydrogenase, decarboxylating, putative, expressed; n=3; Poaceae|Rep: 6-phosphogluconate dehydrogenase, decarboxylating,"	UniRef90_Q2R480	CHR3|COORD:481959..484154| 6-phosphogluconate dehydrogenase family protein, contains Pfam profiles: PF00393 6-phosphogluconate dehydrogenase C-terminal	AT3G02360.1	CHR11V5|COORD:16561667..16563558|protein 6-phosphogluconate dehydrogenase, decarboxylating, putative, expressed	LOC_Os11g29400.1	no descriptionvery weakly similar to (74.7)AT3G02360| Symbols:  | 6-phosphogluconate dehydrogenase family protein | chr3:482505-483965 FORWARDnot assigned Gnd NAD_binding_2 PRK09287	OPP.oxidative PP.6-phosphogluconate dehydrogenase	7_1_3

CUST_9981_PI403524517	2	-0.010443687	1.3808031	0.010444641	-0.075927734	-0.45460033	0.01621437	35_2815	"Cluster: Hypothetical protein OSJNBa0079B15.20; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0079B15.20 - Oryza sativa (japonica"	UniRef90_Q7Y0E0	CHR2V7|COORD:6928278..6929060| MEE14 (maternal effect embryo arrest 14)	AT2G15890.1	CHR03V5|COORD:31635766..31633526|protein expressed protein	LOC_Os03g55670.1	no descriptionweakly similar to ( 126)AT2G15890| Symbols: MEE14 | MEE14 (maternal effect embryo arrest 14) | chr2:6928278-6929060 REVERSE	not assigned.unknown	35_2

CUST_17049_PI404877155	2	0.05725956	-0.45863152	-0.16658401	0.02703762	0.09658432	-0.02703762	HS09F12u_s_at	mitochondrial transcription termination factor family protein / mTERF family protein [Arabidopsis thaliana]	NP_192208.1	mitochondrial transcription termination factor family protein / mTERF family protein	At4g02990.1	protein mTERF, putative	Os05g33500	NONE	RNA.regulation of transcription.unclassified	27_3_99

CUST_6985_PI403524517	2	0.017476082	-0.52577114	-0.075196266	0.029307365	0.0085840225	-0.008583069	35_1935	"Cluster: Os12g0514500 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os12g0514500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IN14	CHR3V7|COORD:2479617..2483976| ATP binding	AT3G07770.1	CHR12V5|COORD:19899236..19893049|protein heat shock protein 83, putative, expressed	LOC_Os12g32986.1	no descriptionnearly identical (1023)AT3G07770| Symbols:  | ATP binding | chr3:2479617-2483976 FORWARDhighly similar to ( 578)HSP83_IPONIHeat shock protein 83 - Ipomoea nil (Japanese morning glory) (Pharbitis nil)not assigned not assigned not assigned not assigned not assigned PRK05218 HtpG HSP90 TT_ORF1 PRK04184	stress.abiotic.heat	20_2_1

CUST_81287_PI403524517	2	-0.19851494	0.42601204	-0.04274273	0.10931778	-0.24733257	0.04274273	35_23316	"Cluster: Putative calmodulin-binding protein phosphatase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative calmodulin-binding protein phosphatase - Ory"	UniRef90_Q6YTI2	CHR1V7|COORD:17375444..17377745| protein phosphatase 2C-related / PP2C-related	AT1G47380.1	CHR02V5|COORD:21568338..21563342|protein catalytic/ protein phosphatase type 2C, putative, expressed	LOC_Os02g35910.1	no descriptionmoderately similar to ( 296)AT1G47380| Symbols:  | protein phosphatase 2C-related / PP2C-related | chr1:17375444-17377745 REVERSEnot assigned PP2Cc PP2Cc	protein.postranslational modification	29_4

CUST_52789_PI403524517	2	0.27103615	-0.41402435	-0.17010307	-0.032352448	0.034623146	0.0323534	35_15037	"Cluster: Putative ribosomal protein L35A; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ribosomal protein L35A - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6I608	CHR1V7|COORD:2168651..2169702| 60S ribosomal protein L35a (RPL35aA)	AT1G07070.1	CHR05V5|COORD:27612037..27614253|protein 60S ribosomal protein L33-B, putative, expressed	LOC_Os05g48310.2	no descriptionweakly similar to ( 185)AT1G07070| Symbols:  | 60S ribosomal protein L35a (RPL35aA) | chr1:2168651-2169702 FORWARDnot assigned Ribosomal_L35Ae COG2451 PRK04337	protein.synthesis.misc ribososomal protein	29_2_2

CUST_69188_PI403524517	2	-0.54846334	-0.12871504	0.20527267	0.12871504	-0.38424397	0.33932638	35_19794	"Cluster: Isoflavone reductase, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Isoflavone reductase, putative, expressed - Oryza sativa (j"	UniRef90_Q2QUF6	CHR1V7|COORD:11546452..11547933| pinoresinol-lariciresinol reductase, putative	AT1G32100.1	CHR12V5|COORD:9397820..9394443|protein isoflavone reductase, putative, expressed	LOC_Os12g16410.1	 no descriptionmoderately similar to ( 346)AT1G32100| Symbols:  | pinoresinol-lariciresinol reductase, putative | chr1:11546452-11547933 REVERSEmoderately similar to ( 217)IFRH_SOLTUIsoflavone reductase homolog - Solanum tuberosum (Potato)not assigned not assigned not assigned NmrA COG0702 PRK07764 TT_ORF1 PRK12323 WcaG Epimerase 	secondary metabolism.flavonoids.isoflavonols	16_8_5

CUST_75710_PI403524517	2	-0.05119133	0.015667915	-0.015668869	0.36551094	-0.062436104	0.068977356	35_21703	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_26931_PI403524517	2	0.15486145	0.116714954	-0.019058704	-0.22548819	0.019059181	-0.22365284	35_7801	"Cluster: Putative UDP-sulfoquinovose synthase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative UDP-sulfoquinovose synthase - Oryza sativa (japonica"	UniRef90_Q60E66	"CHR4V7|COORD:15936054..15937569| SQD1 (sulfoquinovosyldiacylglycerol 1); UDPsulfoquinovose synthase"	AT4G33030.1	CHR05V5|COORD:18655453..18658816|protein UDP-sulfoquinovose synthase, chloroplast precursor, putative, expressed	LOC_Os05g32140.1	" no descriptionweakly similar to ( 172)AT4G33030| Symbols: SQD1 | SQD1 (sulfoquinovosyldiacylglycerol 1); UDPsulfoquinovose synthase | chr4:15936054-15937569 FORWARDweakly similar to ( 168)SQD1_SPIOLUDP-sulfoquinovose synthase, chloroplast precursor - Spinacia oleracea (Spinach)not assigned "	lipid metabolism.glycolipid synthesis.UDP-sulfoquinovose synthase	11_10_3

CUST_24476_PI403524517	2	0.14763832	-0.13407135	-0.10377693	0.06170845	-0.06170845	0.13773537	35_7104	"Cluster: Putative Heterogeneous nuclear ribonucleoprotein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Heterogeneous nuclear ribonucleoprotein - O"	UniRef90_Q84Z04	CHR4V7|COORD:8231175..8232781| heterogeneous nuclear ribonucleoprotein, putative / hnRNP, putative	AT4G14300.1	CHR07V5|COORD:1279678..1283371|protein ribonucleoprotein like protein, putative, expressed	LOC_Os07g03240.1	" no descriptionweakly similar to ( 126)AT1G58470| Symbols: RBP1, XF41, ATRBP1 | ATRBP1 (RNA-BINDING PROTEIN 1); RNA binding | chr1:21731039-21732204 FORWARDvery weakly similar to (55.8)GRP1_DAUCAGlycine-rich RNA-binding protein - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned RRM RRM_1 COG0724 "	RNA.RNA binding	27_4

CUST_23749_PI403524517	2	-0.031503677	-0.35813618	0.024443626	0.04811573	0.22527313	-0.024442673	35_6901	"Cluster: Putative ribosomal protein L3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ribosomal protein L3 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q9LIT4	"CHR3V7|COORD:5978065..5979578| RPL3P (ribosomal protein large subunit 3P); structural constituent of ribosome"	AT3G17465.1	CHR01V5|COORD:8288164..8293023|protein 50S ribosomal protein L3-2, chloroplast precursor, putative, expressed	LOC_Os01g14830.1	" no descriptionmoderately similar to ( 319)AT3G17465| Symbols: RPL3P | RPL3P (ribosomal protein large subunit 3P); structural constituent of ribosome | chr3:5978065-5979578 REVERSEweakly similar to ( 134)RK3_TOBAC50S ribosomal protein L3, chloroplast precursor - Nicotiana tabacum (Common tobacco)not assigned not assigned not assigned not assigned rplC RplC Ribosomal_L3 rpl3 rpl3p TT_ORF1 PRK07764 "	protein.synthesis.misc ribososomal protein	29_2_2

CUST_155800_PI403524517	2	-0.03999996	-0.15908241	-0.037269592	0.077365875	0.1937046	0.03726864	35_43517	"Cluster: Hypothetical protein B1130E07.15; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1130E07.15 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5Z482		0	CHR09V5|COORD:22928257..22924985|protein expressed protein	LOC_Os09g39980.1	no description	not assigned.unknown	35_2

CUST_1587_PI403524517	2	0.16365242	0.14698601	0.08502197	-0.08502197	-0.24615002	-0.23712158	35_419	Rep: Hypothetical protein orf106b - Nicotiana tabacum (Common tobacco)	UniRef90_Q5M9Z9	0	0	CHR10V5|COORD:10457616..10459725|protein hypothetical protein	LOC_Os10g21190.1	no description	not assigned.unknown	35_2

CUST_98541_PI403524517	2	0.19018126	0.47816133	-0.45682287	-0.012341499	-0.56417465	0.012341499	35_28133	0	0		0	CHR02V5|COORD:22368547..22364038|protein peptide transporter PTR2, putative, expressed	LOC_Os02g37040.1	no description	not assigned.unknown	35_2

CUST_148756_PI403524517	2	0.025298119	-0.43947697	0.18999672	-0.025297165	0.19513226	-0.11837959	35_41615	"Cluster: S-adenosylmethionine synthetase 1; n=10; Spermatophyta|Rep: S-adenosylmethionine synthetase 1 - Hordeum vulgare (Barley)"	UniRef90_P50299	"CHR3V7|COORD:5952490..5953671| MTO3 (S-adenosylmethionine synthase 3); methionine adenosyltransferase"	AT3G17390.1	CHR01V5|COORD:12348795..12346190|protein S-adenosylmethionine synthetase 1, putative, expressed	LOC_Os01g22010.3	" no descriptionmoderately similar to ( 261)AT3G17390| Symbols: SAMS3, MAT4, MTO3 | MTO3 (S-adenosylmethionine synthase 3); methionine adenosyltransferase | chr3:5952490-5953671 REVERSEmoderately similar to ( 274)METK_HORVUnot assigned PRK05250 MetK PRK12459 S-AdoMet_synt_M S-AdoMet_synt_C S-AdoMet_synt_N "	amino acid metabolism.synthesis.aspartate family.methionine	13_1_3_4

CUST_64896_PI403524517	2	0.013363838	0.27902603	-0.013363838	-0.18303108	-0.09597874	0.13158512	35_18529	"Cluster: Gb protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Gb protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69TG0	"CHR2V7|COORD:17518149..17519976| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G04040.1); similar to Os06g0206200 [Oryza sativa (japonica"	AT2G41945.1	CHR06V5|COORD:5368570..5371877|protein gb protein, putative, expressed	LOC_Os06g10440.1	"no descriptionweakly similar to ( 185)AT2G41945| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G04040.1); similar to Os06g0206200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001057095.1); similar to gb protein [Sorghum bicolor] (GB:AAL68853.1) | chr2:17517011-17519976 REVERSE"	not assigned.unknown	35_2

CUST_34781_PI403524517	2	0.121866226	-0.1463728	0.120607376	-0.08252144	0.029568672	-0.029568672	35_10028	"Cluster: LIM domain containing protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: LIM domain containing protein-like - Oryza sativa (japonica cultiv"	UniRef90_Q5SMM0	CHR1V7|COORD:6663318..6665836| ubiquitin interaction motif-containing protein / LIM domain-containing protein	AT1G19270.1	CHR06V5|COORD:4092232..4099937|protein zinc ion binding protein, putative, expressed	LOC_Os06g08400.2	no descriptionmoderately similar to ( 449)AT1G19270| Symbols:  | ubiquitin interaction motif-containing protein / LIM domain-containing protein | chr1:6663318-6665836 FORWARDnot assigned	not assigned.no ontology	35_1

CUST_3835_PI403524517	2	0.055552483	0.21319771	0.08501148	-0.20085335	-0.062182426	-0.055552483	35_1052	"Cluster: Os08g0395300 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os08g0395300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J5W7	CHR2V7|COORD:8534384..8535477| clathrin adaptor complex small chain family protein	AT2G19790.1	CHR08V5|COORD:18625636..18627559|protein AP-4 complex subunit sigma-1, putative, expressed	LOC_Os08g30480.1	no descriptionweakly similar to ( 101)AT2G19790| Symbols:  | clathrin adaptor complex small chain family protein | chr2:8534384-8535477 FORWARDnot assigned APS2 Clat_adaptor_s	protein.targeting.secretory pathway.unspecified	29_3_4_99

CUST_3796_PI404877155	2	0.032158375	-0.28590107	0.23755646	0.07859039	-0.032157898	-0.33687878	Contig14384_at	putative lipase [Oryza sativa (japonica cultivar-group)]	NP_916589.1	lipase, putative	At2g42690.1	protein Lipase, putative	Os01g51360	"lipase, putative, similar to lipase (Dianthus caryophyllus) GI:4103627; contains Pfam profile PF01764: Lipase"	lipid metabolism.lipid degradation.lipases	11_9_2

CUST_4366_PI403524517	2	-0.48047638	-0.34850883	0.91389084	0.17495346	0.34712315	-0.17495346	35_1206	"Cluster: GDA1/CD39 family protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: GDA1/CD39 family protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2RB41	CHR5V7|COORD:6050801..6054025| ATAPY2 (APYRASE 2)	AT5G18280.1	CHR11V5|COORD:1221801..1225702|protein nucleoside-triphosphatase, putative, expressed	LOC_Os11g03290.1	no descriptionmoderately similar to ( 392)AT5G18280| Symbols: ATAPY2 | ATAPY2 (APYRASE 2) | chr5:6050801-6054025 REVERSEmoderately similar to ( 409)NTPA_PEANucleoside-triphosphatase - Pisum sativum (Garden pea)not assigned not assigned not assigned GDA1_CD39 COG5371	nucleotide metabolism.degradation	23_2

CUST_131748_PI403524517	2	0.100495815	0.3184023	-0.10049629	-0.51336145	-0.18359184	1.3615575	35_37002	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_48957_PI403524517	2	0.07369232	-0.13663864	-0.054145813	-0.038642883	0.038642883	0.038642883	35_13978	Rep: Histone H2B.2 - Triticum aestivum (Wheat)	UniRef90_P05621	CHR3V7|COORD:16924599..16925036| histone H2B, putative	AT3G46030.1	CHR01V5|COORD:2845932..2841231|protein core histone H2A/H2B/H3/H4 family protein, expressed	LOC_Os01g05970.1	no descriptionweakly similar to ( 181)AT3G45980| Symbols:  | histone H2B | chr3:16908477-16908929 REVERSEmoderately similar to ( 222)H2B2_WHEATHistone H2B.2 - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned H2B Histone Tymo_45kd_70kd PRK12323 PRK07003 DUF566 PRK07764 TT_ORF1 APC_basic Transformer PRK09169 Protamine_P1 AF-4	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_36745_PI403524517	2	0.24277401	-0.06054592	-0.0033092499	-0.09067154	0.15493107	0.0033082962	35_10591	"Cluster: Putative b-keto acyl reductase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative b-keto acyl reductase - Oryza sativa (japonica cultivar-group"	UniRef90_Q5ZA41	CHR1V7|COORD:25395339..25397028| b-keto acyl reductase, putative (GLOSSY8)	AT1G67730.1	CHR06V5|COORD:11173892..11169412|protein steroid dehydrogenase KIK-I, putative, expressed	LOC_Os06g19590.1	 no descriptionweakly similar to ( 167)AT1G67730| Symbols:  | b-keto acyl reductase, putative (GLOSSY8) | chr1:25395339-25397028 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DltE COG4221 fabG fabG fabG PRK12826 PRK12939 PRK07825 FabG PRK07454 PRK06523 PRK12829 PRK07063 fabG PRK09072 PRK06114 PRK07074 PRK12824 PRK06914 PRK05650 PRK05872 PRK08226 PRK08264 PRK08267 PRK12827 PRK12936 PRK07097 PRK12828 PRK10538 PRK06841 PRK05866 PRK06179 PRK08220 PRK06138 PRK08213 PRK12429 PRK07577 PRK06180 PRK07109 benD PRK06057 PRK09242 PRK06181 fabG PRK07201 PRK12743 PRK07775 PRK06484 PRK05855 PRK07326 PRK08589 PRK07069 PRK07479 PRK08219 PRK06172 PRK12938 PRK09291 fabG PRK08936 fabG PRK08085 PRK07523 PRK05693 fabG PRK12937 adh_short PRK12935 PRK06398 PRK06194 PRK07764 PRK06182 PRK08265 PRK06101 DltE PRK07023 PRK07890 PRK06935 PRK07024 PRK08339 PRK07478 PRK08063 PRK08263 PRK05876 fabG 	misc.short chain dehydrogenase/reductase (SDR)	26_22

CUST_157547_PI403524517	2	0.22693014	-0.15156841	0.10195637	-0.09158802	-0.023015976	0.0230155	35_43990	"Cluster: 'putative triglyceride lipase, PF01764'; n=1; Oryza sativa (japonica cultivar-group)|Rep: 'putative triglyceride lipase, PF01764' - Oryza sativa (japon"	UniRef90_Q6I5Q3	CHR5V7|COORD:6213249..6215496| lipase class 3 family protein	AT5G18640.1	CHR05V5|COORD:17864526..17860814|protein lipase precursor, putative, expressed	LOC_Os05g30900.1	no descriptionweakly similar to ( 132)AT5G18640| Symbols:  | lipase class 3 family protein | chr5:6213249-6215496 FORWARDnot assigned Lipase_3 Lipase_3 Lipase	lipid metabolism.lipid degradation.lipases	11_9_2

CUST_9090_PI403524517	2	-0.009709358	-0.34153748	-0.012630463	0.19212723	0.069392204	0.009710312	35_2548	"Cluster: Putative uricase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative uricase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q94CU3	CHR2V7|COORD:11172034..11174046| uricase / urate oxidase / nodulin 35, putative	AT2G26230.1	CHR01V5|COORD:37771518..37767278|protein uricase, putative, expressed	LOC_Os01g64520.1	 no descriptionmoderately similar to ( 404)AT2G26230| Symbols:  | uricase / urate oxidase / nodulin 35, putative | chr2:11172034-11174046 FORWARDmoderately similar to ( 398)URIC_PHAVUUricase-2 - Phaseolus vulgaris (Kidney bean) (French bean)not assigned Uricase COG3648 Uricase TFold Protamine_P1 PRK07003 	nucleotide metabolism.degradation	23_2

CUST_68778_PI403524517	2	0.04199791	-0.34066677	-0.04199791	0.12688541	0.33720398	-0.15017128	35_19675	Rep: OSIGBa0140C02.3 protein - Oryza sativa (Rice)	UniRef90_Q01N13	CHR4V7|COORD:16615554..16617429| amidase family protein	AT4G34880.1	CHR04V5|COORD:5624937..5629621|protein amidase, putative, expressed	LOC_Os04g10410.1	no descriptionweakly similar to ( 106)AT4G34880| Symbols:  | amidase family protein | chr4:16615554-16617429 FORWARDnot assigned not assigned not assigned PRK08137 PRK06828 GatA Amidase PRK06707 gatA PRK07488 PRK11910 PRK06170 PRK07486 PRK07042 PRK07487 PRK07056 PRK06169 PRK12470 PRK06565 PRK09201 PRK07869 PRK08186 PRK05962 PRK06102 PRK06061 PRK12323 PRK07235	misc.nitrilases, *nitrile lyases, berberine bridge enzymes, reticuline oxidases, troponine reductases	26_8

CUST_14163_PI399408534	2	0.09512901	0.5488949	0.05157852	-0.24165058	-0.6091542	-0.05157852	35_22765	"Cluster: Putative SWAP (Suppressor-of-White-APricot)/surp domain-containing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative SWAP"	UniRef90_Q67VW6	"CHR5|COORD:7742648..7748931| expressed protein, similar to expressed protein [Arabidopsis thaliana] (TAIR:At5g53800.1); similar to hypothetical protein"	AT5G23080.2	CHR06V5|COORD:16835212..16824603|protein surp module family protein, expressed	LOC_Os06g29400.1	"no descriptionmoderately similar to ( 284)AT5G23080| Symbols: TGH | TGH (TOUGH); RNA binding | chr5:7743229-7748892 REVERSEnot assigned DUF1604"	RNA.processing	27_1

CUST_1688_PI404877155	2	-0.12761545	0.039850235	-0.03984976	0.35531044	0.278893	-0.18076277	Contig1192_s_at	Fructose-bisphosphate aldolase, chloroplast precursor (ALDP) pir||T03679 probable fructose-bisphosphate aldolase (EC 4.1.2.13) precursor, ch	Q40677	fructose-bisphosphate aldolase, putative	At4g38970.1	protein Fructose-bisphosphate aldolase class-I	Os11g07020	chloroplastic aldolase	PS.calvin cyle.aldolase	1_03_06

CUST_86389_PI403524517	2	0.06493807	0.044131756	0.10919237	-0.044131756	-0.07739735	-0.25720644	35_24741	"Cluster: Hypothetical protein OSJNBb0022E02.3; n=2; Oryza sativa|Rep: Hypothetical protein OSJNBb0022E02.3 - Oryza sativa (Rice)"	UniRef90_Q94GS4	0	0	CHR06V5|COORD:8973515..8975734|protein integral membrane protein DUF6 containing protein, expressed	LOC_Os06g15810.1	no descriptionRhaT DUF6	not assigned.unknown	35_2

CUST_36556_PI403524517	2	0.13592243	-0.4017105	-0.07569599	0.07475376	0.047224045	-0.047224045	35_10540	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_62292_PI403524517	2	0.07776642	0.024424553	-0.012669086	-0.15357256	-0.32258797	0.012669563	35_17761	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_83570_PI403524517	2	0.10223341	0.036902428	0.18414831	-0.036902428	-0.35308886	-0.44866896	35_23961	"Cluster: Os01g0119100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0119100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JR50	"CHR3V7|COORD:6228399..6229553| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G18180.1); similar to glycosyltransferase [Saccharum officinarum]"	AT3G18170.1	CHR01V5|COORD:1090330..1086547|protein glycosyltransferase, putative, expressed	LOC_Os01g02940.6	"no descriptionvery weakly similar to (79.3)AT3G18170| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G18180.1); similar to glycosyltransferase [Saccharum officinarum] (GB:CAI30073.1); contains InterPro domain Protein of unknown function DUF563; (InterPro:IPR007657) | chr3:6228399-6229553 FORWARDnot assigned DUF563"	not assigned.unknown	35_2

CUST_3610_PI404877155	2	0.07710743	0.7493191	-0.23268795	-0.030879974	-0.031570435	0.030879974	Contig14148_at	putative GTP-binding protein [Oryza sativa (japonica cultivar-group)] gb|AAP54088.1| putative GTP-binding protein [Oryza sativa (japonica	NP_921801.1	Ras-related GTP-binding family protein	At5g03530.1	protein Ras family, putative	Os10g31830	Ras-related GTP-binding family protein, contains Pfam profile: PF00071 Ras family	signalling.G-proteins	30_5

CUST_140019_PI403524517	2	-0.044234753	-0.2337141	0.1508193	0.16191435	0.044234753	-0.3500743	35_39264	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_51485_PI403524517	2	-0.42705727	0.1388731	0.019512177	0.15995789	-0.019512177	-0.23245335	35_14674	Rep: H0818E04.16 protein - Oryza sativa (Rice)	UniRef90_Q01JG7	CHR4V7|COORD:12612564..12613596| hydrolase, acting on ester bonds	AT4G24380.1	CHR04V5|COORD:22209757..22212506|protein expressed protein	LOC_Os04g37710.1	"no descriptionmoderately similar to ( 303)AT4G24380| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G65400.1); similar to H0818E04.16 [Oryza sativa (indica cultivar-group)] (GB:CAH67099.1); contains InterPro domain Protein of unknown function DUF341; (InterPro:IPR005645) | chr4:12612564-12613320 FORWARDnot assigned not assigned FSH1"	not assigned.unknown	35_2

CUST_14240_PI403524517	2	0.09651804	-0.16888714	-0.17686129	0.20095778	0.039711475	-0.039711475	35_4084	"Cluster: PsbQ domain protein family, putative-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: PsbQ domain protein family, putative-like protein -"	UniRef90_Q8L472	CHR3V7|COORD:168485..169414| oxygen evolving enhancer 3 (PsbQ) family protein	AT3G01440.1	CHR07V5|COORD:304308..305854|protein oxygen evolving enhancer protein 3 containing protein, expressed	LOC_Os07g01480.2	 no descriptionweakly similar to ( 174)AT3G01440| Symbols:  | oxygen evolving enhancer 3 (PsbQ) family protein | chr3:168485-169414 FORWARDvery weakly similar to (63.9)PSBQ_SPIOLOxygen-evolving enhancer protein 3, chloroplast precursor - Spinacia oleracea (Spinach)not assigned PsbQ PRK07003 	PS.lightreaction.photosystem II.PSII polypeptide subunits	1_1_1_2

CUST_109515_PI403524517	2	-0.0058689117	0.0962944	0.033826828	-0.06554031	-0.039260864	0.005870819	35_31126	"Cluster: Glycine rich protein, RNA binding protein; n=2; Triticeae|Rep: Glycine rich protein, RNA binding protein - Hordeum vulgare (Barley)"	UniRef90_Q40052	"CHR4V7|COORD:18274160..18274952| ATGRP8/GR-RBP8 (COLD, CIRCADIAN RHYTHM, AND RNA BINDING 1, GLYCINE-RICH PROTEIN 8); RNA binding"	AT4G39260.1	CHR03V5|COORD:26409256..26410490|protein glycine-rich RNA-binding protein 2, putative, expressed	LOC_Os03g46770.1	no description	not assigned.unknown	35_2

CUST_87413_PI403524517	2	0.26987553	0.056958675	-0.008842945	0.008843422	-0.3418293	-0.5167093	35_25027	0	0	CHR2V7|COORD:6406761..6407837| AGP9 (ARABINOGALACTAN PROTEIN 9)	AT2G14890.1	CHR10V5|COORD:13671846..13675532|protein transposon protein, putative, CACTA, En/Spm sub-class	LOC_Os10g26770.1	no description	not assigned.unknown	35_2

CUST_159608_PI403524517	2	0.03782463	0.9069395	0.33459377	-0.062378883	-0.06706333	-0.03782463	35_44545	0	0	CHR4V7|COORD:8663499..8665759| formin homology 2 domain-containing protein / FH2 domain-containing protein	AT4G15200.1	CHR10V5|COORD:6761110..6770587|protein transposon protein, putative, CACTA, En/Spm sub-class	LOC_Os10g12570.1	no description	not assigned.unknown	35_2

CUST_16926_PI403524517	2	0.2793951	0.4724388	-0.00808239	-0.11211681	-0.0056591034	0.0056581497	35_4889	"Cluster: Putative arm repeat containing protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative arm repeat containing protein - Oryza sativa (japonic"	UniRef90_Q9AUY1	"CHR2|COORD:18841223..18843448| similar to armadillo/beta-catenin repeat family protein [Arabidopsis thaliana] (TAIR:At1g01830.1); similar to"	AT2G45720.2	CHR10V5|COORD:19935538..19937939|protein armadillo-repeat containing protein, putative, expressed	LOC_Os10g37850.1	no descriptionhighly similar to ( 578)AT2G45720| Symbols:  | binding | chr2:18841542-18843203 FORWARDvery weakly similar to (67.0)SPL11_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07764 PRK07003 ARM PRK12323 PRK12678 Atrophin-1 DUF390 APC_basic SRP1 PRK09169	not assigned.no ontology.armadillo/beta-catenin repeat family protein	35_1_3

CUST_115073_PI403524517	2	-0.8028388	0.510479	-0.51689625	0.06642151	-0.06642103	0.20385742	35_32648	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_4140_PI403524517	2	0.006219864	0.023469925	0.0040454865	-0.059473038	-0.026929855	-0.0040454865	35_1145	"Cluster: 60S acidic ribosomal protein P2B; n=1; Zea mays|Rep: 60S acidic ribosomal protein P2B - Zea mays (Maize)"	UniRef90_O24415	CHR2V7|COORD:11825773..11826447| 60S acidic ribosomal protein P2 (RPP2A)	AT2G27720.1	CHR05V5|COORD:21752230..21754496|protein 60S acidic ribosomal protein P2B, putative, expressed	LOC_Os05g37330.1	no descriptionvery weakly similar to (61.2)AT3G28500| Symbols:  | 60S acidic ribosomal protein P2 (RPP2C) | chr3:10683441-10683788 FORWARDvery weakly similar to (70.5)RLA2B_MAIZE60S acidic ribosomal protein P2B - Zea mays (Maize)not assigned not assigned RPP1A Ribosomal_60s rpl12p	protein.synthesis.misc ribososomal protein	29_2_2

CUST_14823_PI404877155	2	-0.45366192	1.051538	-0.14196348	0.50976753	-0.056019306	0.056019306	Contig8642_at	putative auxin-induced protein [Oryza sativa (japonica cultivar-group)] gb|AAP44680.1| putative auxin-induced protein [Oryza sativa (japonic	NP_909949.1	auxin-responsive AUX/IAA family protein	At4g29080.1	protein putative auxin-induced protein	Os03g58350	putative auxin-induced protein	hormone metabolism.auxin.induced-regulated-responsive-activated	17_2_3

CUST_93506_PI403524517	2	0.089157104	-0.54427624	-0.026452065	-0.016373634	0.049672127	0.016373634	35_26736	Rep: Histidyl-tRNA synthetase - Oryza sativa (Rice)	UniRef90_P93422	CHR3V7|COORD:597595..599445| histidyl-tRNA synthetase, putative / histidine--tRNA ligase, putative	AT3G02760.1	CHR05V5|COORD:2909924..2906140|protein histidyl-tRNA synthetase, putative, expressed	LOC_Os05g05840.1	 no descriptionmoderately similar to ( 203)AT3G02760| Symbols:  | histidyl-tRNA synthetase, putative / histidine--tRNA ligase, putative | chr3:597595-599445 REVERSEmoderately similar to ( 280)SYH_ORYSAnot assigned not assigned HisS HisRS-like_core hisS PRK12420 HisZ tRNA-synt_2b hisZ 	protein.aa activation.histidine-tRNA ligase	29_1_21

CUST_49445_PI403524517	2	0.07149601	-1.7091155	-0.07149601	0.7166095	0.10351658	-0.21454287	35_14103	"Cluster: Endoplasmin homolog precursor; n=5; BEP clade|Rep: Endoplasmin homolog precursor - Hordeum vulgare (Barley)"	UniRef90_P36183	"CHR4V7|COORD:12551912..12555861| SHD (SHEPHERD); ATP binding"	AT4G24190.1	CHR06V5|COORD:30449499..30443413|protein endoplasmin homolog precursor, putative, expressed	LOC_Os06g50300.1	"no descriptionnearly identical (1107)AT4G24190| Symbols: SHD | SHD (SHEPHERD); ATP binding | chr4:12551912-12555861 REVERSEnearly identical (1340)ENPL_HORVUEndoplasmin homolog precursor - Hordeum vulgare (Barley)not assigned not assigned not assigned not assigned not assigned not assigned not assigned HSP90 PRK05218 HtpG PRK07764 PRK07003 TT_ORF1"	stress.abiotic.heat	20_2_1

CUST_17326_PI403524517	2	0.06088066	-0.10130787	-0.0061216354	0.011315346	0.0061216354	-0.015857697	35_5006	"Cluster: TP-binding region, ATPase-like domain-containing protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: TP-binding region, ATPase-like"	UniRef90_Q5JKF4	CHR1V7|COORD:6595551..6601150| ATP-binding region, ATPase-like domain-containing protein-related	AT1G19100.1	CHR01V5|COORD:20828613..20816003|protein MORC family CW-type zinc finger 3, putative, expressed	LOC_Os01g36840.1	 no descriptionmoderately similar to ( 404)AT1G19100| Symbols:  | ATP-binding region, ATPase-like domain-containing protein-related | chr1:6595551-6601150 FORWARDnot assigned 	not assigned.no ontology	35_1

CUST_180928_PI403524517	2	0.21857071	-0.24005365	0.31791067	0.03942156	-0.03942156	-0.27529573	35_50316	"Cluster: Hypothetical protein B1070A12.11; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1070A12.11 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5ZAK9	CHR4V7|COORD:7758606..7760888| leucine-rich repeat family protein / extensin family protein	AT4G13340.1	CHR01V5|COORD:33571552..33575256|protein expressed protein	LOC_Os01g57550.2	no descriptionnot assigned	not assigned.unknown	35_2

CUST_63335_PI403524517	2	0.17725754	-0.58162117	-0.07524681	0.24338722	0.07524681	-0.100759506	35_18083	"Cluster: Mpv17/PMP22 family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Mpv17/PMP22 family protein, expressed - Oryza sativa (japonica"	UniRef90_Q2RB03	CHR5V7|COORD:6677126..6679129| peroxisomal membrane 22 kDa family protein	AT5G19750.1	CHR11V5|COORD:1431728..1428207|protein peroxisomal membrane protein 2, putative, expressed	LOC_Os11g03670.1	no descriptionmoderately similar to ( 231)AT5G19750| Symbols:  | peroxisomal membrane 22 kDa family protein | chr5:6677126-6679129 FORWARDnot assigned Mpv17_PMP22	not assigned.no ontology	35_1

CUST_63903_PI403524517	2	0.0550642	-0.13911057	-0.048164368	0.08158779	0.048164368	-0.093310356	35_18249	"Cluster: Hypothetical protein OSJNBb0081B07.2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0081B07.2 - Oryza sativa (japonica"	UniRef90_Q852C1	0	0	CHR03V5|COORD:34574198..34572525|protein expressed protein	LOC_Os03g60950.2	no description	not assigned.unknown	35_2

CUST_83554_PI403524517	2	0.3404212	-0.7069802	-0.048321247	0.04832077	-0.13884115	0.08391714	35_23957	"Cluster: Os03g0116600 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os03g0116600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DVR3	0	0	CHR03V5|COORD:917683..918253|protein expressed protein	LOC_Os03g02544.1	no description	not assigned.unknown	35_2

CUST_27018_PI399408534	2	0.18234587	-0.019550323	0.019549847	0.02165699	-0.48505116	-0.28913927	35_38672	"Cluster: Putative glucose inhibited division protein A; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative glucose inhibited division protein A - Oryza s"	UniRef90_Q5JN40	CHR2V7|COORD:5600352..5605378| glucose-inhibited division family A protein	AT2G13440.1	CHR01V5|COORD:42662602..42656094|protein tRNA uridine 5-carboxymethylaminomethyl modification enzyme gidA, putative, expressed	LOC_Os01g72980.1	no descriptionvery weakly similar to (84.7)AT2G13440| Symbols:  | glucose-inhibited division family A protein | chr2:5600352-5605378 REVERSEnot assigned not assigned not assigned not assigned not assigned PRK05192 GidA GIDA PRK07764 PRK12323	signalling.in sugar and nutrient physiology	30_1

CUST_25211_PI399408534	2	0.111439705	0.13334179	0.016970634	-0.1427226	-0.25669813	-0.016971588	35_44112	"Cluster: Homeobox transcription factor-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Homeobox transcription factor-like - Oryza sativa (japonica cultiv"	UniRef90_Q5QMQ5	"CHR1V7|COORD:9979928..9987446| HB-1 (homeobox-1); transcription factor"	AT1G28420.1	CHR05V5|COORD:27903100..27892393|protein DDT domain containing protein, expressed	LOC_Os05g48820.1	"no descriptionvery weakly similar to (64.7)AT1G28420| Symbols: HB-1 | HB-1 (homeobox-1); transcription factor | chr1:9979928-9987446 FORWARDnot assigned Homeobox"	RNA.regulation of transcription.HB,Homeobox transcription factor family	27_3_22

CUST_119696_PI403524517	2	-0.19292545	0.1608715	0.036379814	0.06536579	-0.036379814	-0.078850746	35_33860	"Cluster: Rac GTPase activating protein 1, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Rac GTPase activating protein 1, putative, expre"	UniRef90_Q2QXI8		0	CHR12V5|COORD:2712514..2707478|protein rac GTPase activating protein 1, putative, expressed	LOC_Os12g05900.2	no description	not assigned.unknown	35_2

CUST_981_PI403524517	2	0.5247755	-1.9988308	-0.5247755	0.8246803	0.546855	-1.1765742	35_258	"Cluster: Chlorophyll a-b binding protein 151, chloroplast precursor; n=8; Magnoliophyta|Rep: Chlorophyll a-b binding protein 151, chloroplast precursor - Gossyp"	UniRef90_P27518	"CHR1V7|COORD:10478055..10478858| CAB1 (CHLOROPHYLL A/B BINDING PROTEIN 1); chlorophyll binding"	AT1G29930.1	CHR03V5|COORD:21954569..21956336|protein chlorophyll a-b binding protein, chloroplast precursor, putative, expressed	LOC_Os03g39610.2	" no descriptionmoderately similar to ( 201)AT3G27690| Symbols: LHCB2.3, LHCB2:4 | LHCB2:4 (Photosystem II light harvesting complex gene 2.3); chlorophyll binding | chr3:10257239-10258158 FORWARDmoderately similar to ( 201)CB21_GOSHIChlorophyll a-b binding protein 151, chloroplast precursor - Gossypium hirsutum (Upland cotton) (Gossypium mexicanum)Chloroa_b-bind "	PS.lightreaction.photosystem II.LHC-II	1_1_1_1

CUST_31353_PI399408534	2	0.14476776	0.40255356	0.06989479	-0.2179718	-0.06989479	-0.11726189	35_1090	"Cluster: Nucleolar GTP-binding protein 2, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Nucleolar GTP-binding protein 2, putative, expre"	UniRef90_Q10LF7	CHR1V7|COORD:19741161..19743869| GTP-binding family protein	AT1G52980.1	CHR03V5|COORD:13206119..13210934|protein nucleolar GTP-binding protein 2, putative, expressed	LOC_Os03g22890.2	no descriptionhighly similar to ( 661)AT1G52980| Symbols:  | GTP-binding family protein | chr1:19741161-19743869 FORWARDnot assigned not assigned not assigned not assigned NGP_1 COG1161 NGP1NT Nucleostemin_like YlqF_related_GTPase HSR1_MMR1 MJ1464 rbgA YlqF MMR_HSR1 YqeH COG1160 engA Era_like YihA_EngB COG0218	signalling.G-proteins	30_5

CUST_70569_PI403524517	2	0.09777832	-0.11307669	-0.03904438	0.03904438	-0.3114977	0.7086668	35_20214	"Cluster: Mechanosensitive ion channel domain-containing protein-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: Mechanosensitive ion channel domain-conta"	UniRef90_Q6ET90	CHR3V7|COORD:4971230..4974223| mechanosensitive ion channel domain-containing protein / MS ion channel domain-containing protein	AT3G14810.1	CHR02V5|COORD:27112122..27116571|protein mechanosensitive ion channel family protein, expressed	LOC_Os02g44770.1	no descriptionweakly similar to ( 184)AT3G14810| Symbols:  | mechanosensitive ion channel domain-containing protein / MS ion channel domain-containing protein | chr3:4971230-4974223 REVERSEnot assigned	not assigned.no ontology	35_1

CUST_4392_PI403524517	2	0.17238235	-0.47820187	-0.08078575	-0.0068159103	0.0068159103	0.26393223	35_1212	Rep: OSK1 - Oryza sativa (Rice)	UniRef90_Q9ZRJ1	"CHR3V7|COORD:31444..34150| AKIN10 (Arabidopsis SNF1 kinase homolog 10, SNF1-RELATED PROTEIN KINASE 1.1); protein kinase"	AT3G01090.2	CHR05V5|COORD:26268347..26263733|protein SNF1-related protein kinase catalytic alpha subunit KIN10, putative, expressed	LOC_Os05g45420.3	" no descriptionhighly similar to ( 730)AT3G01090| Symbols: SnRK1.1, AKIN10 | AKIN10 (Arabidopsis SNF1 kinase homolog 10, SNF1-RELATED PROTEIN KINASE 1.1); protein kinase | chr3:31444-34150 REVERSEhighly similar to ( 627)RKIN1_SECCECarbon catabolite-derepressing protein kinase - Secale cereale (Rye)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase SPS1 Pkinase_Tyr TyrKc PTKc PTKc_Jak_rpt2 PTKc_Srm_Brk PTKc_Src_like PTKc_Tec_Rlk PTKc_Csk_like PTKc_Tec_like PTKc_FAK PTKc_EphR PTKc_PDGFR PTKc_Syk_like PTKc_Lyn PTKc_InsR_like PTKc_EGFR_like PTKc_Tyk2_rpt2 PTKc_Btk_Bmx PTKc_Axl_like PTKc_Jak2_Jak3_rpt2 PTKc_Itk PTKc_Jak1_rpt2 PTKc_Trk PTKc_Fes_like PTKc_Tyro3 PTKc_Frk_like PTKc_Lck_Blk PTKc_Csk PTKc_Fes PTKc_Abl PTKc_FGFR PTKc_Hck PTKc_EphR_A PTKc_Chk PTKc_RET PTKc_EphR_A2 PTKc_Fyn_Yrk PTKc_Ack_like PTKc_Ror PTKc_DDR PTKc_Syk PTKc_Src PTKc_Zap-70 PTKc_Yes PTKc_Fer PTK_CCK4 PTKc_FGFR2 PTKc_FGFR1 PTKc_TrkC PTKc_EphR_B PTKc_FGFR3 PTKc_Tie1 PTKc_FGFR4 PTKc_Axl PTKc_HER4 PTKc_Met_Ron PTKc_TrkB PTKc_Tie PTKc_Tie2 PTKc_Musk PTKc_DDR_like PTKc_TrkA PTKc_c-ros PTK_HER3 PTKc_DDR1 PTKc_EGFR PTKc_InsR PTKc_DDR2 PTKc_HER2 PTKc_Ror1 PTKc_ALK_LTK PTKc_Ror2 PTKc_IGF-1R PTKc_Aatyk KA1 PTKc_VEGFR PTKc_EphR_A10 PTKc_Aatyk2 PTK_Ryk PTKc_Aatyk1_Aatyk3 PTKc_PDGFR_alpha PTKc_VEGFR2 PTKc_VEGFR3 PTKc_PDGFR_beta PTKc_Kit COG0478 PTKc_CSF-1R "	protein.postranslational modification	29_4

CUST_14101_PI403524517	2	0.06551933	0.29590988	-0.19381046	-0.02897358	-0.054613113	0.028974533	35_4047	Rep: HAK2 - Hordeum vulgare var. distichum (Two-rowed barley)	UniRef90_Q9M7K3	"CHR3V7|COORD:350822..354142| KUP3 (K+ uptake permease 3); potassium ion transporter"	AT3G02050.1	CHR07V5|COORD:28315977..28310415|protein potassium transporter 7, putative, expressed	LOC_Os07g47350.1	" no descriptionnearly identical (1033)AT3G02050| Symbols: ATKUP3, ATKT4, KUP3 | KUP3 (K+ uptake permease 3); potassium ion transporter | chr3:350822-354142 FORWARDnearly identical (1301)HAK7_ORYSAnot assigned K_trans Kup trkD PotE "	transport.potassium	34_15

CUST_11389_PI404877155	2	0.0032072067	-0.04433441	-0.092404366	-0.0032081604	0.098083496	0.064590454	Contig5061_at	mitochondrial substrate carrier family protein [Arabidopsis thaliana]	NP_192019.1	mitochondrial substrate carrier family protein	At4g01100.1	protein mitochondrial solute carrier protein homolog - Arabidopsis thaliana	Os05g50840	mitochondrial carrier protein family	transport.metabolite transporters at the mitochondrial membrane	34_9

CUST_27987_PI403524517	2	0.36657858	0.5169401	-0.040231228	-0.10400772	0.032478333	-0.032478333	35_8090	Rep: Prefoldin - Medicago truncatula (Barrel medic)	UniRef90_Q1S960	"CHR5V7|COORD:22627372..22629392| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G12150.1); similar to Prefoldin [Medicago truncatula]"	AT5G55860.1	CHR12V5|COORD:9904893..9912476|protein prefoldin, putative, expressed	LOC_Os12g17310.1	" no descriptionweakly similar to ( 154)AT5G55860| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G12150.1); similar to Prefoldin [Medicago truncatula] (GB:ABE89308.1); contains InterPro domain Protein of unknown function DUF827, plant; (InterPro:IPR008545) | chr5:22627372-22629392 FORWARDnot assigned not assigned not assigned not assigned not assigned DUF827 Smc Myosin_tail_1 PRK02224 "	not assigned.unknown	35_2

CUST_40597_PI403524517	2	0.23569107	-0.22902632	0.036598206	-0.07780361	0.05495453	-0.036598206	35_11676	"Cluster: Putative phosphoribosyltransferase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative phosphoribosyltransferase - Oryza sativa (japonica"	UniRef90_Q7XZZ4	CHR3V7|COORD:907631..910684| C2 domain-containing protein	AT3G03680.1	CHR03V5|COORD:25284264..25280723|protein anthranilate phosphoribosyltransferase-like protein, putative, expressed	LOC_Os03g44890.1	no descriptionmoderately similar to ( 426)AT3G03680| Symbols:  | C2 domain-containing protein | chr3:907631-910684 FORWARDnot assigned not assigned not assigned not assigned PRK07003 PRK07764 PRK12323 C2 C2 C2 APC_basic PRK12678	not assigned.no ontology.C2 domain-containing protein	35_1_19

CUST_66812_PI403524517	2	0.13267517	-0.075574875	0.009050369	-0.009049416	-0.070916176	0.2236929	35_19076	Rep: OSIGBa0159I10.10 protein - Oryza sativa (Rice)	UniRef90_Q01IH5	CHR2V7|COORD:18618104..18620046| vesicle-associated membrane protein, putative / VAMP, putative	AT2G45140.1	CHR04V5|COORD:26496663..26493468|protein vesicle-associated membrane protein-associated protein B, putative, expressed	LOC_Os04g45190.1	 no descriptionweakly similar to ( 193)AT2G45140| Symbols:  | vesicle-associated membrane protein, putative / VAMP, putative | chr2:18618104-18620046 FORWARDnot assigned not assigned Motile_Sperm SCS2 	not assigned.no ontology	35_1

CUST_96932_PI403524517	2	0.11473179	-0.9665308	-0.2985649	0.045648575	-0.045648575	0.11809349	35_27683	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_68375_PI403524517	2	-0.02126503	-0.11432171	0.02126503	-0.034438133	0.10428047	0.12566948	35_19551	"Cluster: Hypothetical protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XXR3	CHR3V7|COORD:3511107..3512905| GDSL-motif lipase/hydrolase family protein	AT3G11210.1	CHR11V5|COORD:28424941..28427753|protein isoamyl acetate-hydrolyzing esterase, putative, expressed	LOC_Os11g48070.1	no descriptionmoderately similar to ( 355)AT3G11210| Symbols:  | GDSL-motif lipase/hydrolase family protein | chr3:3511107-3512905 REVERSEnot assigned Isoamyl_acetate_hydrolase_like Lipase_GDSL SGNH_hydrolase sialate_O-acetylesterase_like2 SGNH_hydrolase_like_2 TesA SGNH_hydrolase_like_1 NnaC_like sialate_O-acetylesterase_like1	misc.GDSL-motif lipase	26_28

CUST_31823_PI403524517	2	-0.1205616	-1.080637	0.2586584	0.14448833	-0.28035927	0.12056255	35_9181	0	0	0	0	CHR01V5|COORD:38438915..38445546|protein receptor-like protein kinase 5 precursor, putative, expressed	LOC_Os01g65650.1	no description	not assigned.unknown	35_2

CUST_94289_PI403524517	2	0.4630623	0.35597897	0.003976822	-0.003976822	-0.24424028	-0.041882038	35_26955	"Cluster: Agenet domain-containing protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Agenet domain-containing protein-like - Oryza sativa (japonica"	UniRef90_Q69XL1	CHR4V7|COORD:15657301..15658698| agenet domain-containing protein	AT4G32440.1	CHR02V5|COORD:5841781..5847294|protein RNA binding protein, putative, expressed	LOC_Os02g11000.2	no descriptionvery weakly similar to (61.2)AT4G32440| Symbols:  | agenet domain-containing protein | chr4:15657301-15659360 FORWARDnot assigned	not assigned.no ontology.agenet domain-containing protein	35_1_2

CUST_608_PI399408534	2	0.44889212	-0.050727844	0.030959606	-0.03095913	-0.3044939	0.3390503	35_42822	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10ST1	CHR4V7|COORD:801713..808018| transducin family protein / WD-40 repeat family protein	AT4G01860.1	CHR03V5|COORD:653032..660226|protein expressed protein	LOC_Os03g02110.2	no descriptionweakly similar to ( 150)AT4G01860| Symbols:  | transducin family protein / WD-40 repeat family protein | chr4:801713-808018 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12678 TT_ORF1	signalling.G-proteins	30_5

CUST_9700_PI404877155	2	0.0028839111	0.15394402	0.042972565	-0.22228622	-0.06107235	-0.0028839111	Contig3456_s_at	fibrillarin 1 (FBR1) (FIB1) (SKIP7) [Arabidopsis thaliana] gb|AAG10103.1| fibrillarin 1 [Arabidopsis thaliana]	NP_568772.3	fibrillarin 1 (FBR1) (FIB1) (SKIP7)	At5g52470.1	protein fibrillarin - Arabidopsis thaliana	Os05g08360	fibrillarin homolog	RNA.RNA binding	27_4

CUST_5742_PI403524517	2	-0.23756123	0.23756027	0.29574203	-0.2932968	0.23950386	-0.2680645	35_1586	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6F2V2	"CHR3V7|COORD:5356789..5358425| similar to Os03g0586500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001050569.1); similar to expressed protein [Oryza"	AT3G15840.1	CHR03V5|COORD:21589502..21591873|protein expressed protein	LOC_Os03g38950.1	"no descriptionmoderately similar to ( 298)AT3G15840| Symbols:  | similar to Os03g0586500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001050569.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABF97352.1) | chr3:5356789-5358425 REVERSEnot assigned"	not assigned.unknown	35_2

CUST_22616_PI399408534	2	0.19939995	-0.11549091	-0.5255308	0.27157593	0.11549091	-0.38219738	35_22453	"Cluster: AOBP-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: AOBP-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q84PD2	CHR5|COORD:15895954..15898272| Dof-type zinc finger domain-containing protein, similar to H-protein promoter binding factor-2a GI:3386546 from (Arabidopsis thal	AT5G39660.2	CHR07V5|COORD:29079486..29075516|protein expressed protein	LOC_Os07g48570.1	"no descriptionweakly similar to ( 155)AT3G47500| Symbols: CDF3 | CDF3 (CYCLING DOF FACTOR 3); DNA binding / protein binding / transcription factor | chr3:17515261-17516949 REVERSEweakly similar to ( 105)MNB1A_MAIZEDof zinc finger protein MNB1A - Zea mays (Maize)zf-Dof"	RNA.regulation of transcription.C2C2(Zn) DOF zinc finger family	27_3_8

CUST_10997_PI403524517	2	0.16032028	-0.29269314	0.040884018	-0.040883064	-0.06883335	0.11612892	35_3108	Rep: VIL2 protein - Triticum monococcum subsp. aegilopoides	UniRef90_A0SQ38	"CHR4V7|COORD:14786858..14790076| similar to VIN3 (VERNALIZATION INSENSITIVE 3), zinc ion binding [Arabidopsis thaliana] (TAIR:AT5G57380.1); similar to"	AT4G30200.3	CHR02V5|COORD:2882175..2876551|protein expressed protein	LOC_Os02g05840.1	" no descriptionweakly similar to ( 156)AT4G30200| Symbols:  | similar to VIN3 (VERNALIZATION INSENSITIVE 3), zinc ion binding [Arabidopsis thaliana] (TAIR:AT5G57380.1); similar to Fibronectin, type III-like fold [Medicago truncatula] (GB:ABE86602.1); contains InterPro domain Fibronectin, type III; (InterPro:IPR003961) | chr4:14786858-14790076 REVERSE"	not assigned.unknown	35_2

CUST_174297_PI403524517	2	-0.14837265	0.02286625	0.22245789	-0.0022230148	0.0022220612	-0.07137394	35_48524	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_65561_PI403524517	2	0.04314232	0.012369156	-0.18998241	-0.06898975	-0.01237011	0.053437233	35_18722	"Cluster: Os06g0186900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0186900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DDZ6	CHR5V7|COORD:26984761..26986532| DNA helicase, putative	AT5G67630.1	CHR06V5|COORD:4390754..4387210|protein ruvB-like 2, putative, expressed	LOC_Os06g08770.1	 no descriptionhighly similar to ( 690)AT5G67630| Symbols:  | DNA helicase, putative | chr5:26984761-26986532 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TIP49 TIP49 PRK12323 TT_ORF1 	DNA.synthesis/chromatin structure	28_1

CUST_161784_PI403524517	2	0.11753082	-0.1603241	-0.11728859	-0.024799347	0.12029171	0.024799347	35_45129	"Cluster: Os01g0727900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0727900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JJN9	"CHR5V7|COORD:18542330..18543953| similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD86926.1); similar to Os01g0727900 [Oryza sativa"	AT5G45660.1	CHR01V5|COORD:30678677..30685105|protein expressed protein	LOC_Os01g52760.2	no descriptionnot assigned not assigned not assigned not assigned PRK12678 PRK07764	not assigned.unknown	35_2

CUST_28861_PI399408534	2	0.19978285	-0.5400224	0.21546221	-0.23510838	-0.19978333	0.57032824	35_31574	"Cluster: Putative HMGd1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative HMGd1 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69MM2	CHR1V7|COORD:7179815..7181183| HMGB3 (HIGH MOBILITY GROUP B 3)	AT1G20696.2	CHR09V5|COORD:21856391..21858508|protein HMG1/2-like protein, putative, expressed	LOC_Os09g37910.3	 no descriptionvery weakly similar to (65.9)AT1G20696| Symbols: NFD3, NFD03, HMGB3 | HMGB3 (HIGH MOBILITY GROUP B 3) | chr1:7179815-7181160 FORWARDvery weakly similar to (78.6)HMGL_IPONIHMG1/2-like protein - Ipomoea nil (Japanese morning glory) (Pharbitis nil)	RNA.regulation of transcription.Nucleosome/chromatin assembly factor group	27_3_62

CUST_12701_PI403524517	2	-0.039040565	0.3172598	0.12825775	-0.06250191	0.02336502	-0.023364067	35_3633	"Cluster: Cyclophilin; n=1; Oryza sativa (japonica cultivar-group)|Rep: Cyclophilin - Oryza sativa (japonica cultivar-group)"	UniRef90_Q93VG0	CHR2V7|COORD:15173942..15175338| peptidyl-prolyl cis-trans isomerase, putative / cyclophilin, putative / rotamase, putative	AT2G36130.1	CHR08V5|COORD:27870725..27866932|protein peptidyl-prolyl cis-trans isomerase-like 1, putative, expressed	LOC_Os08g44520.3	 no descriptionmoderately similar to ( 284)AT2G36130| Symbols:  | peptidyl-prolyl cis-trans isomerase, putative / cyclophilin, putative / rotamase, putative | chr2:15173942-15175338 FORWARDweakly similar to ( 134)CYPB_VICFAPeptidyl-prolyl cis-trans isomerase, chloroplast precursor - Vicia faba (Broad bean)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned cyclophilin_SpCYP2_like cyclophilin_WD40 cyclophilin_RING Cyclophilin_PPIL3_like cyclophilin cyclophilin_CeCYP16-like PpiB Pro_isomerase cyclophilin_ABH_like cyclophilin_RRM cyclophilin_EcCYP_like PRK10903 PRK10791 cyclophilin_TLP40_like 	cell.cycle.peptidylprolyl isomerase	31_3_1

CUST_12203_PI403524517	2	0.03507042	-0.06291294	-0.10870552	-0.027575493	0.08015537	0.027575493	35_3474	"Cluster: Putative tubby-like protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative tubby-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z2G9	"CHR2|COORD:7953080..7955550| similar to F-box family protein / tubby family protein [Arabidopsis thaliana] (TAIR:At1g47270.1); similar to F-box family protein /"	AT2G18280.2	CHR02V5|COORD:29102628..29106347|protein tubby-like protein, putative, expressed	LOC_Os02g47640.1	"no descriptionmoderately similar to ( 378)AT2G18280| Symbols: AtTLP2 | AtTLP2 (TUBBY LIKE PROTEIN 2); phosphoric diester hydrolase/ transcription factor | chr2:7953836-7955258 FORWARDnot assigned not assigned Tub PRK07764"	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_6374_PI404877155	2	-0.12039852	0.09916687	0.2604494	-0.10564995	-0.09916592	0.34867382	Contig19065_at	Putative glucan synthase [Oryza sativa (japonica cultivar-group)] gb|AAM19120.1| Putative glucan synthase [Oryza sativa (japonica cultivar-g	NP_912480.1	callose synthase 1 (CALS1) / 1,3-beta-glucan synthase 1	At1g05570.1	protein 1,3-beta-glucan synthase component, putative	Os03g03610	Putative glucan synthase	minor CHO metabolism.callose	3_6

CUST_12820_PI403524517	2	0.07291412	0.38631248	0.07693195	-0.3764801	-0.6433253	-0.07291412	35_3665	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_177640_PI403524517	2	0.10256672	0.12875938	0.041617393	-0.15424347	-0.1325531	-0.041618347	35_49412	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_1516_PI404877155	2	0.10861397	0.1388483	-0.103785515	-0.011259079	-0.027558327	0.011260033	Contig11702_at	transcription factor-related [Arabidopsis thaliana] pir||D84670 hypothetical protein At2g27230 [imported] - Arabidopsis thaliana gb|AAD42006	NP_565640.1	transcription factor-related	At2g27230.1	protein expressed protein	Os12g06330	NONE	RNA.regulation of transcription.bHLH,Basic Helix-Loop-Helix family	27_3_06

CUST_2424_PI404877155	2	0.06141472	0.073420525	-0.06141472	-0.13599968	-0.20545578	0.17654228	Contig12806_at	target of rapamycin protein (TOR) [Arabidopsis thaliana] gb|AAG43423.1| pTOR [Arabidopsis thaliana]	NP_175425.2	target of rapamycin protein (TOR)	At1g50030.1	protein Phosphatidylinositol 3- and 4-kinase, putative	Os05g14550	"TARGET OF RAPAMYCIN;TOR;target of rapamycin protein (TOR), identical to pTOR (Arabidopsis thaliana) GI:12002902; contains Pfam profiles PF00454 Phosphatidylinositol 3- and 4-kinase, PF02259 FAT domain, PF02260 FATC domain"	development.multitarget.target of rapamycin	33_30_1

CUST_24997_PI399408534	2	0.04020214	0.8584776	0.4688673	-0.5673027	-0.30648804	-0.040201187	35_38719	"Cluster: Os01g0895600 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0895600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JGY7	"CHR1V7|COORD:2668005..2671797| CRT3 (CALRETICULIN 3); calcium ion binding"	AT1G08450.1	CHR01V5|COORD:39261619..39257218|protein calreticulin-3 precursor, putative, expressed	LOC_Os01g67054.2	"no descriptionvery weakly similar to (95.5)AT1G08450| Symbols: CRT3 | CRT3 (CALRETICULIN 3); calcium ion binding | chr1:2668005-2671797 REVERSEvery weakly similar to (79.0)CALR_NICPLCalreticulin precursor - Nicotiana plumbaginifolia (Leadwort-leaved tobacco)not assigned not assigned TOM20_plant Calreticulin TT_ORF1"	signalling.calcium	30_3

CUST_1577_PI403524517	2	-0.3672676	-0.5572767	0.4393072	0.2666664	0.01590252	-0.01590252	35_417	Rep: Proline-rich protein - Triticum aestivum (Wheat)	UniRef90_Q01979	"CHR4V7|COORD:866387..868126| similar to glycine-rich protein [Arabidopsis thaliana] (TAIR:AT5G46730.1); similar to fibroin 1a [Deinopis spinosa]"	AT4G01985.1	CHR05V5|COORD:7727609..7725710|protein early nodulin 75 protein, putative, expressed	LOC_Os05g13940.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Extensin_2 PRK12323 PRK10819 Atrophin-1 PRK05648 Trypan_PARP TonB DUF1421 HPC2 Drf_FH1 CDC27 PRK07764 PRK10263 PRK07003 PRK11633 tolA Cytadhesin_P30 DUF1210 AF-4 DUF605 Tymo_45kd_70kd GRASP55_65 Harpin TolA PRK07735 FtsN NESP55 DedD BASP1 PRK03427 COG3921 TolA ZipA RR_TM4-6 Gag_spuma DesA COG5651 COG5099 APC_basic PRK09752 ArnT MCPVI Chon_Sulph_att PRK08853 DUF1032 PRK08691 COG5048 ARG80 PRK00708 PRK05035 Voltage_gated_ClC DREPP Neisseria_TspB Amelogenin Calreticulin MBOAT IER EriC	not assigned.unknown	35_2

CUST_5931_PI403524517	2	-0.15589142	0.2892704	0.09106541	-0.04918194	-0.04647255	0.04647255	35_1637	"Cluster: At2g43970/F6E13.10; n=3; Oryza sativa (japonica cultivar-group)|Rep: At2g43970/F6E13.10 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53M44	CHR2V7|COORD:18212611..18215107| La domain-containing protein	AT2G43970.1	CHR12V5|COORD:6805867..6798086|protein RNA binding protein, putative, expressed	LOC_Os12g12360.1	no descriptionmoderately similar to ( 293)AT2G43970| Symbols:  | La domain-containing protein | chr2:18212611-18215107 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned LA La PRK12323 PRK07764 PRK07003 Atrophin-1 DUF1421	not assigned.no ontology	35_1

CUST_49917_PI403524517	2	0.063658714	-0.7537632	-0.011194229	0.011193275	0.11047363	-0.04923439	35_14251	"Cluster: Ribosomal protein L7; n=1; Triticum aestivum|Rep: Ribosomal protein L7 - Triticum aestivum (Wheat)"	UniRef90_Q5I7K6	CHR2V7|COORD:132942..134263| 60S ribosomal protein L7 (RPL7B)	AT2G01250.1	CHR04V5|COORD:30380850..30383841|protein 60S ribosomal protein L7-2, putative, expressed	LOC_Os04g51630.2	no descriptionmoderately similar to ( 355)AT3G13580| Symbols:  | 60S ribosomal protein L7 (RPL7D) | chr3:4433816-4435116 FORWARDnot assigned Ribosomal_L7 rpl30p Ribosomal_L30_N Ribosomal_L30_L7 Ribosomal_L30 RpmD	protein.synthesis.misc ribososomal protein	29_2_2

CUST_25957_PI399408534	2	0.27633953	-0.19070053	-0.11194801	0.015407562	-0.015407562	0.13563633	35_3480	"Cluster: Transmembrane protein kinase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Transmembrane protein kinase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XB99	"CHR5V7|COORD:25013659..25019356| ERL1 (ERECTA-LIKE 1); kinase"	AT5G62230.1	CHR06V5|COORD:1604461..1611410|protein receptor-like protein kinase 5 precursor, putative, expressed	LOC_Os06g03970.1	"no descriptionhighly similar to ( 919)AT5G62230| Symbols: ERL1 | ERL1 (ERECTA-LIKE 1); kinase | chr5:25013659-25019356 FORWARDmoderately similar to ( 347)RPK1_IPONIReceptor-like protein kinase precursor - Ipomoea nil (Japanese morning glory) (Pharbitis nil)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase Pkinase_Tyr TyrKc PTKc PTKc_Jak_rpt2 SPS1 PTKc_Csk_like COG4886 PTKc_Srm_Brk PTKc_Jak2_Jak3_rpt2 PTKc_Src_like PTKc_Trk PTKc_Itk PTKc_Csk PTKc_Frk_like PTKc_EphR PTKc_Fes_like PTKc_Ror PTKc_EphR_A2 PTKc_Lck_Blk PTKc_Tec_like PTKc_EGFR_like PTK_CCK4 PTKc_Src PTKc_TrkB PTKc_Abl PTKc_Chk PTKc_Met_Ron PTKc_TrkC PTKc_Ack_like PTKc_Tyk2_rpt2 PTKc_Jak1_rpt2 PTKc_Fyn_Yrk PTKc_Yes PTKc_TrkA PTKc_Syk_like PTKc_EphR_B PTKc_Tec_Rlk PTKc_HER4 PTKc_Lyn PTKc_EphR_A PTKc_Tie1 PTK_HER3 PTKc_DDR PTKc_Hck PTKc_Ror1 PTKc_Tie PTKc_DDR_like PTKc_Fer PTKc_Musk PTKc_InsR_like PTKc_Btk_Bmx PTKc_Tie2 PTKc_DDR2 PTKc_PDGFR PTK_Jak_rpt1 PTKc_Axl_like PTKc_ALK_LTK PTKc_FGFR PTKc_c-ros PTKc_DDR1 PTKc_Fes PTKc_HER2 PTKc_FAK PTKc_Tyro3 PTKc_EGFR PTKc_RET LRR_RI PTKc_Ror2 PTKc_Syk PTK_Ryk PTKc_Zap-70 PTKc_CSF-1R PTK_Jak2_Jak3_rpt1 PTKc_FGFR4 PTKc_EphR_A10 PTKc_IGF-1R"	signalling.receptor kinases.leucine rich repeat XI	30_2_11

CUST_171729_PI403524517	2	0.07664299	-1.0518551	-0.0812726	0.0065989494	-0.0065994263	0.10188866	35_47848	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_20542_PI403524517	2	0.19321632	0.058031082	-0.07222557	0.09853554	-0.058032036	-0.05836487	35_5960	"Cluster: Putative immunophilin / FKBP-type peptidyl-prolyl cis-trans isomerase; n=2; Magnoliophyta|Rep: Putative immunophilin / FKBP-type peptidyl-prolyl cis-tr"	UniRef90_Q6ZIT9	CHR2V7|COORD:18081072..18082462| immunophilin / FKBP-type peptidyl-prolyl cis-trans isomerase family protein	AT2G43560.1	CHR08V5|COORD:26958008..26960500|protein FKBP-type peptidyl-prolyl cis-trans isomerase 2, chloroplast precursor, putative, expressed	LOC_Os08g42850.1	no descriptionmoderately similar to ( 261)AT2G43560| Symbols:  | immunophilin / FKBP-type peptidyl-prolyl cis-trans isomerase family protein | chr2:18081072-18082462 REVERSEvery weakly similar to (64.7)FKB12_VICFAPeptidyl-prolyl isomerase FKBP12 - Vicia faba (Broad bean)not assigned not assigned not assigned not assigned FkpA FKBP_C PRK10902 PRK11570 SlpA	protein.folding	29_6

CUST_47397_PI403524517	2	0.13709974	0.35408115	0.036302567	-0.036303043	-0.29797506	-0.26186275	35_13568	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10LJ1	CHR2V7|COORD:18185910..18190899| endonuclease/exonuclease/phosphatase family protein	AT2G43900.1	CHR03V5|COORD:12944853..12940237|protein myb-like DNA-binding domain containing protein, expressed	LOC_Os03g22560.1	no descriptionvery weakly similar to (58.2)AT2G43900| Symbols:  | endonuclease/exonuclease/phosphatase family protein | chr2:18185910-18190899 REVERSE	DNA.synthesis/chromatin structure	28_1

CUST_44588_PI403524517	2	0.09322548	0.3440981	-0.032127857	-0.06816673	-0.13811207	0.032128334	35_12789	"Cluster: Hypothetical protein OSJNBb0061M13.9; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0061M13.9 - Oryza sativa (japonica cu"	UniRef90_Q6ATG2	CHR1V7|COORD:3388749..3390152| pentatricopeptide (PPR) repeat-containing protein	AT1G10330.1	CHR05V5|COORD:10979730..10981461|protein methyltransferase small domain, putative, expressed	LOC_Os05g18950.1	no descriptionvery weakly similar to (64.3)AT1G10330| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr1:3388749-3390152 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07764 PRK12323 PRK07003 Atrophin-1 Tymo_45kd_70kd FAP PRK05648 DUF1421	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_56749_PI403524517	2	-0.023011208	0.2067194	0.05214882	-0.14721584	-0.015951157	0.015951157	35_16164	"Cluster: Putative eukaryotic initiation factor subunit; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative eukaryotic initiation factor subunit - Oryza s"	UniRef90_Q8S7Q0	"CHR5V7|COORD:9781210..9784762| TIF3B1 (EUKARYOTIC TRANSLATION INITIATION FACTOR 3B); nucleic acid binding / translation initiation factor"	AT5G27640.2	CHR10V5|COORD:22238108..22233670|protein eukaryotic translation initiation factor 3 subunit 9, putative, expressed	LOC_Os10g41960.1	" no descriptionhighly similar to ( 581)AT5G27640| Symbols: EIF3B, ATEIF3B-1, EIF3B-1, ATTIF3B1, TIF3B1 | TIF3B1 (EUKARYOTIC TRANSLATION INITIATION FACTOR 3B); nucleic acid binding / translation initiation factor | chr5:9781210-9784762 REVERSEhighly similar to ( 551)IF39_TOBACnot assigned not assigned eIF2A COG5354 "	protein.synthesis.initiation	29_2_3

CUST_35698_PI403524517	2	0.111169815	0.25256062	0.024108887	-0.13866138	-0.024108887	-0.12830067	35_10295	"Cluster: Hypothetical protein P0498E12.102; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0498E12.102 - Oryza sativa (japonica cultivar"	UniRef90_Q7EZD4	0	0	CHR08V5|COORD:3380665..3376171|protein expressed protein	LOC_Os08g06130.1	no description	not assigned.unknown	35_2

CUST_9007_PI403524517	2	0.25012112	-0.016893387	0.05419922	-0.033190727	0.016893387	-0.14219284	35_2526	"Cluster: UNC93, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: UNC93, putative, expressed - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QNF9	"CHR3V7|COORD:2911674..2914416| Identical to UNC93-like protein [Arabidopsis Thaliana] (GB:Q94AA1;GB:Q67XL1;GB:Q67Y57;GB:Q9SF56); similar to"	AT3G09470.2	CHR12V5|COORD:23281948..23274345|protein UNC93 homolog A, putative, expressed	LOC_Os12g37939.1	" no descriptionmoderately similar to ( 211)AT3G09470| Symbols:  | Identical to UNC93-like protein [Arabidopsis Thaliana] (GB:Q94AA1;GB:Q67XL1;GB:Q67Y57;GB:Q9SF56); similar to Protein of unknown function DUF895, eukaryotic [Medicago truncatula] (GB:ABE82090.1); contains InterPro domain Protein of unknown function DUF895, eukaryotic; (InterPro:IPR010291) | chr3:2911674-2914416 REVERSEnot assigned not assigned not assigned DUF895 "	not assigned.unknown	35_2

CUST_10515_PI399408534	2	-0.074150085	-0.046061516	0.23031998	0.26340008	-0.123226166	0.04606247	35_15744	"Cluster: Ethylene-responsive transcription factor 1; n=2; Oryza sativa|Rep: Ethylene-responsive transcription factor 1 - Oryza sativa (Rice)"	UniRef90_Q6K7E6	"CHR3V7|COORD:4737623..4739007| RAP2.2; DNA binding / transcription factor"	AT3G14230.2	CHR02V5|COORD:33196815..33193935|protein ethylene response element binding protein, putative, expressed	LOC_Os02g54160.1	"no descriptionweakly similar to ( 178)AT3G14230| Symbols: RAP2.2 | RAP2.2; DNA binding / transcription factor | chr3:4737623-4739007 REVERSEmoderately similar to ( 462)ERF1_ORYSAnot assigned not assigned not assigned not assigned AP2 AP2 AP2"	RNA.regulation of transcription.AP2/EREBP, APETALA2/Ethylene-responsive element binding protein family	27_3_3

CUST_65976_PI403524517	2	0.26961517	0.17912102	0.39718056	-0.18152142	-0.17912006	-0.20231915	35_18844	"Cluster: Antifreeze glycopeptide AFGP polyprotein precursor; n=2; Boreogadus saida|Rep: Antifreeze glycopeptide AFGP polyprotein precursor - Boreogadus saida (P"	UniRef90_O13028	"CHR2V7|COORD:18116379..18118664| IQD14; calmodulin binding"	AT2G43680.1	CHR01V5|COORD:15340141..15333878|protein RNA binding protein, putative, expressed	LOC_Os01g26940.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF1777 PRK12323	not assigned.unknown	35_2

CUST_104481_PI403524517	2	0.089912415	0.295928	-0.23011208	0.28750515	-0.08991146	-0.29226398	35_29775	"Cluster: Hypothetical protein P0019E03.11-3; n=3; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0019E03.11-3 - Oryza sativa (japonica cultiv"	UniRef90_Q5QLF5	CHR4V7|COORD:6952794..6954237| hydroxyproline-rich glycoprotein family protein	AT4G11430.1	CHR01V5|COORD:28348261..28343118|protein expressed protein	LOC_Os01g48830.3	no description	not assigned.unknown	35_2

CUST_1565_PI404877155	2	0.32317543	0.00896883	-0.13961124	-0.00896883	-0.13080502	0.015280724	Contig11764_at	WREBP-2 [Nicotiana tabacum]	BAA75685.1	zinc finger (C2H2 type) family protein	At4g06634.1	protein Zinc finger, C2H2 type, putative	Os05g01550	NONE	RNA.regulation of transcription.unclassified	27_3_99

CUST_137691_PI403524517	2	-0.3149805	0.035270214	-0.03527069	0.1711855	0.5170193	-0.06094742	35_38613	Rep: Putative 60S ribosomal protein L31 - Zea mays (Maize)	UniRef90_Q5XLD9	CHR2V7|COORD:8520659..8521428| 60S ribosomal protein L31 (RPL31A)	AT2G19740.1	CHR08V5|COORD:24861663..24860076|protein 60S ribosomal protein L31, putative, expressed	LOC_Os08g39500.1	no descriptionvery weakly similar to (59.7)AT5G56710| Symbols:  | 60S ribosomal protein L31 (RPL31C) | chr5:22961229-22961993 REVERSEvery weakly similar to (53.1)RL31_PANGI60S ribosomal protein L31 - Panax ginseng (Korean ginseng)Ribosomal_L31e	protein.synthesis.misc ribososomal protein	29_2_2

CUST_298_PI399407379	2	-0.5765381	-0.09280586	0.092805386	0.36422396	1.2603226	-0.8087249	HvDRF2									

CUST_81986_PI403524517	2	0.2292223	-0.696187	-0.31625557	-0.014907837	0.014908791	0.23720169	35_23519	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_145062_PI403524517	2	0.27848768	-0.8529062	-0.022083282	0.10914421	0.022083282	-0.36972857	35_40624	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_19306_PI404877155	2	-0.045315742	0.045316696	-0.06686592	-0.090844154	0.09933853	0.12626839	rbaal31o15_at	unknown protein [Oryza sativa (japonica cultivar-group)] ref|XP_507295.1| PREDICTED P0700D12.120 gene product [Oryza sativa (japonica cultiv	NP_913925.1	mitochondrial transcription termination factor-related / mTERF-related	At5g06810.1	protein mTERF, putative	Os08g40630	mitochondrial transcription termination factor-related / mTERF-related, contains Pfam profile PF02536: mTERF	RNA.regulation of transcription.unclassified	27_3_99

CUST_33824_PI399408534	2	-0.40476704	0.36240196	0.2767067	-0.45391846	0.17263031	-0.17262936	35_24207	"Cluster: Putative CONSTANS-like B-box zinc finger protein; n=3; Oryza sativa|Rep: Putative CONSTANS-like B-box zinc finger protein - Oryza sativa (Rice)"	UniRef90_Q8RVR4	CHR2V7|COORD:14195235..14197122| zinc finger (B-box type) family protein	AT2G33500.2	CHR08V5|COORD:26664271..26659987|protein CCT motif family protein, expressed	LOC_Os08g42440.1	no descriptionvery weakly similar to (76.6)AT2G33500| Symbols:  | zinc finger (B-box type) family protein | chr2:14195235-14197122 REVERSECCT	RNA.regulation of transcription.C2C2(Zn) CO-like, Constans-like zinc finger family	27_3_7

CUST_3682_PI404877155	2	0.005094528	0.08525276	-0.005094528	-0.18608475	-0.24214077	0.15417671	Contig14229_at	NOD26-like membrane integral protein ZmNIP1-1 [Zea mays]	AAK26750.1	aquaglyceroporin / NOD26-like major intrinsic protein 2 (NLM2)	At4g18910.1	protein major intrinsic protein - rice	Os02g13870	major intrinsic protein	transport.Major Intrinsic Proteins.NIP	34_19_3

CUST_82577_PI403524517	2	-0.014751911	0.60546875	0.32982063	-0.0032129288	0.0032134056	-0.17697906	35_23686	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_4737_PI404877155	2	0.16246605	-0.013555527	-0.053709984	0.013554573	-0.1773634	0.16916466	Contig15975_at	Putative SPATULA [Oryza sativa]	AAK98706.1	basic helix-loop-helix (bHLH) protein SPATULA (SPT)	At4g36930.1	protein Helix-loop-helix DNA-binding domain, putative	Os06g06900	NONE	RNA.regulation of transcription.bHLH,Basic Helix-Loop-Helix family	27_3_06

CUST_48736_PI403524517	2	0.0	-0.0663147	-0.047002792	0.03032875	0.10240364	0.0	35_13919	Rep: Protein H2A.6 - Triticum aestivum (Wheat)	UniRef90_Q43214	CHR5V7|COORD:575435..576454| histone H2A, putative	AT5G02560.1	CHR05V5|COORD:22574849..22573640|protein histone H2A, putative, expressed	LOC_Os05g38640.1	 no descriptionweakly similar to ( 153)AT5G02560| Symbols:  | histone H2A, putative | chr5:575435-576454 FORWARDweakly similar to ( 183)H2A5_WHEATProtein H2A.5 - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned H2A H2A HTA1 Histone PRK12323 PRK07003 PRK07764 PRK08853 DUF1421 Tymo_45kd_70kd DUF566 Atrophin-1 Extensin_2 DAG1 	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_696_PI399408534	2	0.009332657	0.46557903	-0.009333611	-0.08771229	-0.027804375	0.031532288	35_18780	"Cluster: SNF7 family protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: SNF7 family protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ASS4	CHR5V7|COORD:17963308..17965449| SNF7 family protein	AT5G44560.1	CHR03V5|COORD:24554575..24550991|protein charged multivesicular body protein 2a, putative, expressed	LOC_Os03g43860.1	no descriptionmoderately similar to ( 251)AT5G44560| Symbols:  | SNF7 family protein | chr5:17963308-17965449 FORWARDnot assigned not assigned not assigned not assigned not assigned Snf7 VPS24	RNA.regulation of transcription.SNF7	27_3_71

CUST_43441_PI403524517	2	-0.034178734	0.057674408	0.018072128	-0.03451252	-0.018071175	0.026800156	35_12473	"Cluster: RNA-binding protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: RNA-binding protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5VMK2	CHR3V7|COORD:4491015..4492639| RNA-binding protein, putative	AT3G13700.1	CHR06V5|COORD:2640380..2634899|protein RNA binding protein, putative, expressed	LOC_Os06g05800.1	 no descriptionweakly similar to ( 195)AT3G13700| Symbols:  | RNA-binding protein, putative | chr3:4491015-4492639 REVERSEnot assigned not assigned 	RNA.RNA binding	27_4

CUST_24629_PI399408534	2	0.068590164	-0.43706512	-0.05784893	0.0018177032	0.015810013	-0.0018177032	35_15218	Rep: H0818E04.14 protein - Oryza sativa (Rice)	UniRef90_Q01JG9	"CHR1V7|COORD:17435122..17437245| ATRBP47C' (RNA-BINDING PROTEIN 47C'); RNA binding"	AT1G47500.1	CHR04V5|COORD:22195425..22200084|protein nucleic acid binding protein, putative, expressed	LOC_Os04g37690.1	" no descriptionmoderately similar to ( 360)AT1G47500| Symbols: ATRBP47C' | ATRBP47C' (RNA-BINDING PROTEIN 47C'); RNA binding | chr1:17435122-17437245 FORWARDvery weakly similar to (86.3)ROC1_NICSY29 kDa ribonucleoprotein A, chloroplast precursor - Nicotiana sylvestris (Wood tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG0724 RRM RRM_1 PRK07764 "	RNA.regulation of transcription.unclassified	27_3_99

CUST_7875_PI404877155	2	-0.3327036	1.6315212	1.3291798	-0.53989315	-0.22566795	0.2256689	Contig23200_at	transcription factor jumonji (jmjC) domain-containing protein [Arabidopsis thaliana]	NP_566667.1	transcription factor jumonji (jmjC) domain-containing protein	At3g20810.1	protein Similar to AT3g20810/MOE17_10	Os09g31380	transcription factor jumonji (jmjC) domain-containing protein, contains Pfam domain PF02373: jmjC domain or  transcription factor jumonji (jmjC) domain-containing protein, contains Pfam domain PF02373: jmjC domain or  similar to transcription factor jumon	RNA.regulation of transcription.JUMONJI family	27_3_57

CUST_171309_PI403524517	2	0.10577965	0.38842678	0.061028004	-0.061027527	-0.9120426	-0.12504864	35_47728	0	0	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	0	0	no description	not assigned.unknown	35_2

CUST_69657_PI403524517	2	0.07065487	0.45360947	0.046746254	-0.046746254	-0.14714813	-0.04867935	35_19931	"Cluster: Vegetative cell wall protein gp1 precursor; n=1; Chlamydomonas reinhardtii|Rep: Vegetative cell wall protein gp1 precursor - Chlamydomonas reinhardtii"	UniRef90_Q9FPQ6	CHR4V7|COORD:10275928..10278502| leucine-rich repeat family protein / extensin family protein	AT4G18670.1	CHR01V5|COORD:32541766..32538421|protein retrotransposon protein, putative, unclassified	LOC_Os01g55920.1	no description	not assigned.unknown	35_2

CUST_15540_PI403524517	2	0.00329113	0.1710186	-0.04092121	-0.00329113	-0.07201004	0.008467674	35_4486	"Cluster: Hypothetical protein OJ1012B02.12; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1012B02.12 - Oryza sativa (japonica cultivar"	UniRef90_Q84QA9	CHR2V7|COORD:16691104..16693470| peroxisomal membrane protein (PMP36)	AT2G39970.1	CHR03V5|COORD:8728896..8731960|protein peroxisomal membrane carrier protein, putative, expressed	LOC_Os03g15860.1	 no descriptionmoderately similar to ( 385)AT2G39970| Symbols:  | peroxisomal membrane protein (PMP36) | chr2:16691104-16693470 REVERSEvery weakly similar to (76.3)BT1_MAIZEProtein brittle-1, chloroplast precursor - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Mito_carr 	transport.metabolite transporters at the mitochondrial membrane	34_9

CUST_96587_PI403524517	2	0.112259865	0.87307453	0.02032566	-0.084189415	-0.086933136	-0.02032566	35_27588	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_30429_PI399408534	2	0.30170393	-0.22080564	0.12585211	-0.0465312	-0.1268301	0.046530724	35_24387	"Cluster: Homeobox transcription factor Hox7-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Homeobox transcription factor Hox7-like protein - Ory"	UniRef90_Q7X5W7	CHR4V7|COORD:7498006..7503640| DNA binding / sequence-specific DNA binding / transcription factor	AT4G12750.1	CHR01V5|COORD:27914225..27925679|protein DDT domain containing protein, expressed	LOC_Os01g48180.1	no descriptionweakly similar to ( 177)AT4G12750| Symbols:  | DNA binding / sequence-specific DNA binding / transcription factor | chr4:7498006-7503640 REVERSE	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_17729_PI404877155	2	0.48332453	1.7607298	-0.055640697	0.055640697	-0.5028782	-0.08979607	HV08C12u_at	"plasma membrane intrinsic protein BPW1 - barley dbj|BAA23744.1| HvPIP2;1 [Hordeum vulgare subsp. vulgare]"	T04367	plasma membrane intrinsic protein (SIMIP)	At4g35100.1	protein plasma membrane intrinsic protein BPW1 - barley	Os02g41860	NONE	transport.Major Intrinsic Proteins.PIP	34_19_1

CUST_80922_PI403524517	2	-0.30048513	0.06752968	0.0147275925	-0.089814186	0.16295052	-0.014728069	35_23209	Rep: H0818E04.19 protein - Oryza sativa (Rice)	UniRef90_Q01JI7	CHR5|COORD:5799907..5801149| zinc finger (C3HC4-type RING finger) family protein, contains Pfam profile: PF00097 zinc finger, C3HC4 type (RING finger)	AT5G17600.1	CHR04V5|COORD:22224634..22222881|protein RING-H2 finger protein ATL5G, putative, expressed	LOC_Os04g37740.1	no descriptionvery weakly similar to (70.9)AT3G03550| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr3:850398-851468 REVERSEvery weakly similar to (61.2)EL5_ORYSAnot assigned RING	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_62006_PI403524517	2	0.0	0.37033844	-0.06668949	0.0	-0.22733021	0.11896324	35_17687	"Cluster: Putative MtN3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative MtN3 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8RZQ8	CHR1V7|COORD:7512019..7513270| nodulin MtN3 family protein	AT1G21460.1	CHR01V5|COORD:38580898..38584536|protein seven-transmembrane-domain protein 1, putative, expressed	LOC_Os01g65880.1	no descriptionmoderately similar to ( 302)AT1G21460| Symbols:  | nodulin MtN3 family protein | chr1:7512019-7513270 REVERSEnot assigned MtN3_slv PRK11634	development.unspecified	33_99

CUST_19658_PI403524517	2	0.14460611	0.42966127	0.40408993	-0.14460564	-0.2443161	-0.20225239	35_5696	"Cluster: Flavin-containing monooxygenase family protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Flavin-containing monooxygenase"	UniRef90_Q336T9	CHR1V7|COORD:4118592..4120869| flavin-containing monooxygenase family protein / FMO family protein	AT1G12130.1	CHR10V5|COORD:21397494..21394729|protein disulfide oxidoreductase/ monooxygenase, putative, expressed	LOC_Os10g40570.1	no descriptionweakly similar to ( 102)AT1G12130| Symbols:  | flavin-containing monooxygenase family protein / FMO family protein | chr1:4118592-4120869 FORWARDnot assigned TrkA FMO-like	misc.oxidases - copper, flavone etc.	26_7

CUST_85501_PI403524517	2	0.19151115	0.29866362	-0.0014657974	-0.49572086	-0.15173626	0.0014657974	35_24492	"Cluster: RNA recognition motif family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: RNA recognition motif family protein, expressed - Ory"	UniRef90_Q10BX7	CHR2V7|COORD:9180792..9186145| RNA recognition motif (RRM)-containing protein	AT2G21440.1	CHR03V5|COORD:33376627..33383872|protein RNA-binding protein 28, putative, expressed	LOC_Os03g58720.1	 no descriptionvery weakly similar to (97.1)AT2G21440| Symbols:  | RNA recognition motif (RRM)-containing protein | chr2:9180792-9186145 REVERSEvery weakly similar to (61.6)ROC1_SPIOL28 kDa ribonucleoprotein, chloroplast - Spinacia oleracea (Spinach)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned RRM RRM_1 COG0724 Protamine_P1 TT_ORF1 	RNA.RNA binding	27_4

CUST_16914_PI403524517	2	-0.072535515	0.1646719	0.02818489	-0.08395958	-0.02818489	0.114845276	35_4886	"Cluster: Os06g0677300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0677300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DA54	CHR5V7|COORD:24371524..24373932| zinc finger (C3HC4-type RING finger) family protein	AT5G60580.3	CHR06V5|COORD:28132803..28137105|protein protein binding protein, putative, expressed	LOC_Os06g46366.1	no descriptionmoderately similar to ( 256)AT5G60580| Symbols:  | protein binding / zinc ion binding | chr5:24371524-24373932 FORWARDnot assigned RINGv SSM4	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_103138_PI403524517	2	0.02046299	0.34671736	-0.02046299	-0.13237715	0.06931591	-0.28480005	35_29411	"Cluster: Sugar transporter family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Sugar transporter family protein, expressed - Oryza sativ"	UniRef90_Q2QPZ5	"CHR3V7|COORD:6489006..6491215| ATPLT5 (POLYOL TRANSPORTER 5); D-ribose transporter/ D-xylose transporter/ carbohydrate transporter/ galactose"	AT3G18830.1	CHR12V5|COORD:19762953..19759781|protein carbohydrate transporter/ sugar porter, putative, expressed	LOC_Os12g32760.1	"no descriptionweakly similar to ( 104)AT3G18830| Symbols: ATPLT5 | ATPLT5 (POLYOL TRANSPORTER 5); D-ribose transporter/ D-xylose transporter/ carbohydrate transporter/ galactose transporter/ glucose transporter/ glycerol transporter/ hydrogen:sugar symporter/ mannitol transporter/ monosaccharide transporter/ myo-inositol | chr3:6489006-6491215 REVERSEvery weakly similar to (51.2)HEX6_RICCOHexose carrier protein HEX6 - Ricinus communis (Castor bean)not assigned not assigned Sugar_tr xylE"	transporter.sugars	34_2

CUST_28714_PI399408534	2	0.31691885	0.2115593	0.09772253	-0.09772205	-0.4151845	-0.41994715	35_39069	"Cluster: Putative brassinosteroid insensitive 1-associated receptor kinase 1; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative brassinosteroid"	UniRef90_Q5VQL9	"CHR1V7|COORD:22387266..22390596| NIK3 (NSP-INTERACTING KINASE 3); kinase"	AT1G60800.1	CHR01V5|COORD:3669867..3664241|protein BRASSINOSTEROID INSENSITIVE 1-associated receptor kinase 1 precursor, putative, expressed	LOC_Os01g07630.2	"no descriptionvery weakly similar to (82.4)AT1G60800| Symbols: NIK3 | NIK3 (NSP-INTERACTING KINASE 3); kinase | chr1:22387266-22390596 REVERSELRRNT_2"	signalling.receptor kinases.leucine rich repeat II	30_2_2

CUST_36886_PI403524517	2	-0.009634972	-0.0609169	0.051527023	-0.04450226	0.009634972	0.12146282	35_10631	"Cluster: Putative DEAH (Asp-Glu-Ala-His) box polypeptide 35; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative DEAH (Asp-Glu-Ala-His) box polypeptide 35"	UniRef90_Q5QNI3	0	0	CHR01V5|COORD:6109603..6122311|protein ATP-dependent RNA helicase DHX35, putative, expressed	LOC_Os01g11370.1	no description	not assigned.unknown	35_2

CUST_9325_PI403524517	2	0.10479736	0.067840576	-0.07314396	-0.10875511	-0.03476143	0.034762383	35_2621	"Cluster: Nucleoporin interacting component, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Nucleoporin interacting component, putative, e"	UniRef90_Q10LH9	CHR2V7|COORD:17357497..17362075| nucleoporin interacting component family protein	AT2G41620.1	CHR03V5|COORD:13088181..13079157|protein nucleoporin interacting component, putative, expressed	LOC_Os03g22690.1	no descriptionhighly similar to ( 754)AT2G41620| Symbols:  | nucleoporin interacting component family protein | chr2:17357497-17362075 REVERSEnot assigned NIC	protein.targeting.nucleus	29_3_1

CUST_10106_PI404877155	2	-0.19794655	0.39666176	0.63962364	-0.0051231384	0.0051221848	-0.1652441	Contig3811_at	galactinol synthase 3 [Zea mays]	AAO48782.1	galactinol synthase, putative	At2g47180.1	protein galactinol synthase	Os03g20120	galactinol synthase 3	minor CHO metabolism.raffinose family.galactinol synthases.known	3_1_1_01

CUST_93123_PI403524517	2	-0.10901117	-0.36527634	0.5402832	0.10901117	-0.18656921	0.42695045	35_26626	0	0	0	0	CHR02V5|COORD:5788769..5785295|protein NB-ARC domain containing protein, expressed	LOC_Os02g10900.1	no description	not assigned.unknown	35_2

CUST_87603_PI403524517	2	0.14860821	0.48935032	-0.14273262	-0.15334225	-0.124883175	0.124883175	35_25077	"Cluster: Os01g0649200 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0649200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JKU6	CHR1V7|COORD:10053863..10055651| GDSL-motif lipase, putative	AT1G28610.2	CHR01V5|COORD:26524908..26528558|protein esterase precursor, putative, expressed	LOC_Os01g46080.2	 no descriptionvery weakly similar to (79.7)AT1G28610| Symbols:  | GDSL-motif lipase, putative | chr1:10053863-10055651 REVERSESGNH_plant_lipase_like 	misc.GDSL-motif lipase	26_28

CUST_5008_PI403524517	2	-0.5168066	-0.018422127	0.018422127	0.18511677	0.049416542	-0.21513271	35_1379	"Cluster: Vacuolar cation/proton exchanger 1a (Ca(2+)/H(+) exchanger 1a); n=2; Oryza sativa|Rep: Vacuolar cation/proton exchanger 1a (Ca(2+)/H(+)"	UniRef90_Q769E5	"CHR3V7|COORD:19250435..19253496| CAX3 (cation exchanger 3); cation:cation antiporter"	AT3G51860.1	CHR01V5|COORD:21403577..21398217|protein vacuolar cation/proton exchanger 1a, putative, expressed	LOC_Os01g37690.1	" no descriptionmoderately similar to ( 447)AT3G51860| Symbols: ATHCX1, CAX1-LIKE, CAX3, ATCAX3 | CAX3 (cation exchanger 3); cation:cation antiporter | chr3:19250435-19253496 FORWARDhighly similar to ( 605)CAX1A_ORYSAnot assigned not assigned ChaA ECM27 Na_Ca_ex PRK10734 PRK10599 "	transport.calcium	34_21

CUST_113008_PI403524517	2	0.019468784	0.0065107346	0.055443764	-0.067148685	-0.08726263	-0.0065102577	35_32076	"Cluster: Growth-regulating factor 1-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Growth-regulating factor 1-like - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6EPP9	CHR2V7|COORD:15277379..15279696| AtGRF3 (GROWTH-REGULATING FACTOR 3)	AT2G36400.1	CHR02V5|COORD:27721988..27723091|protein growth-regulating factor, putative, expressed	LOC_Os02g45570.2	no descriptionQLQ	not assigned.unknown	35_2

CUST_18769_PI399408534	2	0.06785965	0.1792593	0.08993673	-0.13980627	-0.06786013	-0.10653067	35_11090	"Cluster: Glutathione S-transferase GST16-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Glutathione S-transferase"	UniRef90_Q6K7A1	CHR1V7|COORD:1376105..1378263| high mobility group (HMG1/2) family protein / ARID/BRIGHT DNA-binding domain-containing protein	AT1G04880.1	CHR02V5|COORD:15904840..15909709|protein HMG box family protein, expressed	LOC_Os02g27060.2	no descriptionweakly similar to ( 133)AT1G04880| Symbols:  | high mobility group (HMG1/2) family protein / ARID/BRIGHT DNA-binding domain-containing protein | chr1:1376105-1378263 REVERSEnot assigned BRIGHT ARID	RNA.regulation of transcription.Nucleosome/chromatin assembly factor group	27_3_62

CUST_16160_PI404877155	2	0.26390266	-0.495059	-0.34532452	0.015723228	0.19059372	-0.015724182	EBem07_SQ003_D09_at	auxin-responsive protein IAA7 (Indoleacetic acid-induced protein 7) [Arabidopsis thaliana]	NP_188945.1	auxin-responsive protein / indoleacetic acid-induced protein 7 (IAA7)	At3g23050.1	protein AUX/IAA family	Os06g39590	NONE	hormone metabolism.auxin.induced-regulated-responsive-activated	17_2_3

CUST_17986_PI403524517	2	-0.17624664	0.022146225	0.017642021	-0.017642021	0.2835827	-0.18259335	35_5195	"Cluster: Hypothetical protein OJ1191_G08.14; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1191_G08.14 - Oryza sativa (japonica cultiv"	UniRef90_Q6ZHP7	"CHR4V7|COORD:16806144..16806587| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G17300.1); similar to Os02g0715300 [Oryza sativa (japonica"	AT4G35320.1	CHR02V5|COORD:29670143..29671187|protein expressed protein	LOC_Os02g48470.1	"no descriptionvery weakly similar to (76.6)AT4G35320| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G17300.1); similar to Os02g0715300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001047925.1); similar to Os08g0511400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001062213.1); contains domain N-terminal domain of cbl (N-cbl) (SSF47668) | chr4:16806144-16806587 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07003 PRK12323 PRK07764 Tymo_45kd_70kd PRK00708 HPC2"	not assigned.unknown	35_2

CUST_78344_PI403524517	2	0.03889084	-0.12673569	-0.03469944	-0.1604805	0.03469944	0.04755783	35_22460	"Cluster: Glycosyltransferase 6, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Glycosyltransferase 6, putative, expressed - Oryza"	UniRef90_Q2R2W8	CHR2V7|COORD:9751439..9753273| galactosyl transferase GMA12/MNN10 family protein	AT2G22900.1	CHR11V5|COORD:19652722..19651224|protein glycosyltransferase 6, putative, expressed	LOC_Os11g34390.1	no descriptionweakly similar to ( 151)AT2G22900| Symbols:  | galactosyl transferase GMA12/MNN10 family protein | chr2:9751439-9753273 REVERSEnot assigned not assigned not assigned PRK12323	misc.UDP glucosyl and glucoronyl transferases	26_2

CUST_26598_PI399408534	2	-0.1138916	0.038253784	0.20281172	0.28846693	-0.5459418	-0.038253784	35_19559	"Cluster: Putative 2-oxoglutarate-dependent oxygenase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative 2-oxoglutarate-dependent oxygenase - Oryza sativ"	UniRef90_Q6ZBF0	CHR1V7|COORD:2025617..2027093| 2-oxoglutarate-dependent dioxygenase, putative	AT1G06620.1	CHR08V5|COORD:18377402..18376163|protein 1-aminocyclopropane-1-carboxylate oxidase, putative, expressed	LOC_Os08g30100.1	 no descriptionweakly similar to ( 122)AT1G06620| Symbols:  | 2-oxoglutarate-dependent dioxygenase, putative | chr1:2025617-2027093 FORWARDvery weakly similar to ( 100)DV4H_CATRODeacetoxyvindoline 4-hydroxylase - Catharanthus roseus (Rosy periwinkle) (Madagascar periwinkle)not assigned 2OG-FeII_Oxy PcbC PRK07764 	hormone metabolism.ethylene.synthesis-degradation	17_5_1

CUST_1820_PI403524517	2	-0.24689102	1.0172443	0.39039803	0.03621483	-0.03621483	-0.23369598	35_482	"Cluster: Bowman-Birk type trypsin inhibitor; n=1; Hordeum vulgare|Rep: Bowman-Birk type trypsin inhibitor - Hordeum vulgare (Barley)"	UniRef90_P12940	"CHR1V7|COORD:5675918..5678679| SR45 (arginine/serine-rich 45); RNA binding"	AT1G16610.2	CHR01V5|COORD:1345588..1344369|protein Bowman-Birk type bran trypsin inhibitor precursor, putative, expressed	LOC_Os01g03340.1	no descriptionmoderately similar to ( 279)IBB_HORVUBowman-Birk type trypsin inhibitor - Hordeum vulgare (Barley)BowB BBI PRK07003 Bowman-Birk_leg	not assigned.unknown	35_2

CUST_17628_PI404877155	2	0.0069856644	0.29318428	0.30551243	-0.050870895	-0.0069856644	-0.32125854	HV_CEb0010M11f_at	0	0	0	0	0	0	Encodes the PsaC subunit of photosystem I.	PS.lightreaction.photosystem I.PSI polypeptide subunits	1_01_02_02

CUST_104446_PI403524517	2	-0.1259079	-0.15999794	0.1259079	0.22505474	0.16659164	-0.31983376	35_29766	Rep: Endoglucanase 24 precursor - Oryza sativa (Rice)	UniRef90_Q69SG5	CHR1V7|COORD:28420876..28422892| glycosyl hydrolase family 9 protein	AT1G75680.1	CHR09V5|COORD:20980195..20975967|protein endoglucanase 1 precursor, putative, expressed	LOC_Os09g36350.2	no descriptionmoderately similar to ( 225)AT1G75680| Symbols:  | glycosyl hydrolase family 9 protein | chr1:28420876-28422892 REVERSEmoderately similar to ( 334)GUN24_ORYSAGlyco_hydro_9	cell wall.degradation.cellulases and beta -1,4-glucanases	10_6_1

CUST_7987_PI404877155	2	0.01634121	-0.6182356	-0.05953121	0.039243698	0.027744293	-0.016340256	Contig23503_at	lipase class 3-like [Oryza sativa (japonica cultivar-group)] dbj|BAD21500.1| lipase class 3-like [Oryza sativa (japonica cultivar-group)]	XP_464982.1	lipase class 3 family protein	At4g10955.1	protein Lipase, putative	Os02g18480	lipase class 3 family protein, contains Pfam profile PF01764: Lipase	lipid metabolism.lipid degradation.lipases	11_9_2

CUST_127472_PI403524517	2	0.14858913	-0.02276516	-0.03971958	0.0097436905	-0.0097436905	0.04935932	35_35852	"Cluster: Poly [ADP-ribose] polymerase 2-A (EC 2.4.2.30) (PARP-2-A) (ADPRT 2-A) (NAD(+) ADP-ribosyltransferase 2-A); n=2; Oryza sativa|Rep: Poly [ADP-ribose] pol"	UniRef90_Q5Z8Q9	"CHR4V7|COORD:1050104..1053960| APP (ARABIDOPSIS POLY(ADP-RIBOSE) POLYMERASE); NAD+ ADP-ribosyltransferase"	AT4G02390.1	CHR01V5|COORD:14030282..14037389|protein poly synthetase 2, putative, expressed	LOC_Os01g24940.1	"no descriptionweakly similar to ( 107)AT4G02390| Symbols: APP | APP (ARABIDOPSIS POLY(ADP-RIBOSE) POLYMERASE); NAD+ ADP-ribosyltransferase | chr4:1050104-1053960 FORWARDweakly similar to ( 132)PRP2A_ORYSAnot assigned parp_like PARP"	protein.postranslational modification	29_4

CUST_55653_PI403524517	2	0.10627794	-0.6196799	-0.1588211	0.12536144	0.99712086	-0.10627794	35_15840	"Cluster: Os02g0123500 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os02g0123500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E4D9	CHR2V7|COORD:9110489..9112197| mannose 6-phosphate reductase (NADPH-dependent), putative	AT2G21250.1	CHR02V5|COORD:1230217..1227312|protein NADP-dependent D-sorbitol-6-phosphate dehydrogenase, putative, expressed	LOC_Os02g03100.2	 no descriptionhighly similar to ( 510)AT2G21250| Symbols:  | mannose 6-phosphate reductase (NADPH-dependent), putative | chr2:9110489-9112197 REVERSEmoderately similar to ( 421)S6PD_MALDONADP-dependent D-sorbitol-6-phosphate dehydrogenase - Malus domestica (Apple) (Malus sylvestris)not assigned not assigned not assigned Aldo_ket_red ARA1 dkgA dkgB Tas COG4989 COG1453 PRK10376 PRK09912 PRK10625 	minor CHO metabolism.others	3_5

CUST_20978_PI403524517	2	0.14507103	-0.13859177	-0.002708435	0.040267944	0.002708435	-0.018385887	35_6088	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10LE2	"CHR1V7|COORD:3766936..3768212| similar to GTP binding / RNA binding [Arabidopsis thaliana] (TAIR:AT5G55660.1); similar to Os03g0353500 [Oryza sativa (japonica"	AT1G11240.1	CHR03V5|COORD:13268172..13270294|protein expressed protein	LOC_Os03g23020.1	"no descriptionvery weakly similar to (68.6)AT1G11240| Symbols:  | similar to GTP binding / RNA binding [Arabidopsis thaliana] (TAIR:AT5G55660.1); similar to Os03g0353500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001050128.1); similar to hypothetical protein SPAC29A4.09 [Schizosaccharomyces pombe 972h-] (GB:NP_594873.1); contains domain gb def: Hypothetical protein (PTHR14577:SF5); contains domain FAMILY NOT NAMED (PTHR14577) | chr1:3766936-3768212 REVERSEnot assigned"	not assigned.unknown	35_2

CUST_16344_PI404877155	2	0.005464077	-0.34579182	-0.005464554	0.36783695	-0.0466547	0.17122269	HA05b17r_at	calreticulin - barley (fragment) gb|AAA32949.1| calreticulin	T05705	calreticulin 1 (CRT1)	At1g56340.1	protein Calreticulin family, putative	Os07g14270	small Ras-related GTP-binding protein	signalling.G-proteins	30_5

CUST_9752_PI399408534	2	-0.11442375	0.24177074	0.019363403	-0.24225616	0.0042057037	-0.0042057037	35_29966	"Cluster: Hypothetical protein OSJNBa0088I06.12; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0088I06.12 - Oryza sativa (japonica"	UniRef90_Q6F335	CHR2V7|COORD:73456..74902| myb family transcription factor	AT2G01060.1	CHR05V5|COORD:24074848..24070525|protein MYB transcription factor, putative, expressed	LOC_Os05g41240.3	no descriptionweakly similar to ( 149)AT2G01060| Symbols:  | myb family transcription factor | chr2:73456-74902 REVERSE	RNA.regulation of transcription.G2-like transcription factor family, GARP	27_3_20

CUST_157172_PI403524517	2	0.15672064	0.23636675	-0.056653976	0.056653976	-0.13052654	-0.25092793	35_43893	"Cluster: Hypothetical protein OJ1226_A12.1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1226_A12.1 - Oryza sativa (japonica cultivar"	UniRef90_Q67W67	"CHR1V7|COORD:30281373..30281951| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G15760.1); similar to Jp18 [Poncirus trifoliata] (GB:AAN62342.1);"	AT1G80520.1	CHR06V5|COORD:26346101..26345139|protein expressed protein	LOC_Os06g43770.1	"no descriptionvery weakly similar to (85.9)AT1G15760| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G80520.1); similar to Jp18 [Poncirus trifoliata] (GB:AAN62342.1); contains InterPro domain Sterile alpha motif-type; (InterPro:IPR013761); contains InterPro domain Sterile alpha motif homology; (InterPro:IPR010993) | chr1:5425709-5426317 FORWARDnot assigned"	not assigned.unknown	35_2

CUST_181830_PI403524517	2	0.20258474	-0.3918295	-0.13625526	0.41240692	0.1351161	-0.1351161	35_50553	Rep: Starch synthase III - Triticum aestivum (Wheat)	UniRef90_Q9LKW6	"CHR1V7|COORD:3952511..3956840| ATSS3 (STARCH SYNTHASE 3); starch synthase/ transferase, transferring glycosyl groups"	AT1G11720.1	CHR04V5|COORD:31540518..31531891|protein soluble starch synthase 3, chloroplast precursor, putative, expressed	LOC_Os04g53310.1	" no descriptionmoderately similar to ( 235)AT1G11720| Symbols: ATSS3 | ATSS3 (STARCH SYNTHASE 3); starch synthase/ transferase, transferring glycosyl groups | chr1:3952511-3956840 FORWARDmoderately similar to ( 240)SSY3_SOLTUSoluble starch synthase 3, chloroplast precursor - Solanum tuberosum (Potato)Glyco_transf_5 glgA GlgA SSIII "	major CHO metabolism.synthesis.starch.starch synthase	2_1_2_2

CUST_4087_PI404877155	2	-0.040164948	0.09449673	0.040163994	0.061153412	-0.11541462	-0.07912445	Contig1488_at	B1131G08.3 [Oryza sativa (japonica cultivar-group)] dbj|BAB90223.1| B1131G08.3 [Oryza sativa (japonica cultivar-group)]	NP_916192.1	ABC transporter family protein	At1g17840.1	protein At4g21470	Os01g55310	NONE	transport.ABC transporters and multidrug resistance systems	34_16

CUST_82021_PI403524517	2	0.35805798	-0.12783146	-0.31804562	0.099601746	0.030878067	-0.030877113	35_23528	"Cluster: GCIP-interacting family protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: GCIP-interacting family protein-like - Oryza sativa (japonica cu"	UniRef90_Q5Z7Y7	CHR2V7|COORD:7311221..7313041| GCIP-interacting family protein	AT2G16860.1	CHR06V5|COORD:30086164..30088574|protein GCIP-interacting protein, putative, expressed	LOC_Os06g49740.1	no description	not assigned.unknown	35_2

CUST_141660_PI403524517	2	-0.2795658	0.24064016	0.072309494	0.4864583	-0.29809713	-0.072309494	35_39704	"Cluster: Lon protease homolog 1, mitochondrial precursor; n=6; Poaceae|Rep: Lon protease homolog 1, mitochondrial precursor - Zea mays (Maize)"	UniRef90_P93647	CHR5V7|COORD:19110583..19115905| Lon protease homolog 1, mitochondrial (LON)	AT5G47040.1	CHR09V5|COORD:20952455..20945434|protein lon protease homolog 1, mitochondrial precursor, putative, expressed	LOC_Os09g36300.3	 no descriptionweakly similar to ( 166)AT5G47040| Symbols:  | Lon protease homolog 1, mitochondrial (LON) | chr5:19110583-19115905 REVERSEweakly similar to ( 185)LONH1_MAIZELon protease homolog 1, mitochondrial precursor - Zea mays (Maize)not assigned Lon Lon_C PRK10787 LonB PRK11823 Sms COG1750 	protein.degradation.serine protease	29_5_5

CUST_4649_PI404877155	2	-0.002609253	0.0039510727	-0.09112358	0.029784203	0.002609253	-0.035469055	Contig15830_at	putative bZIP (leucine zipper) protein [Oryza sativa (japonica cultivar-group)]	NP_918579.1	expressed protein	At5g25590.1	protein expressed protein	Os01g31580	putative bZIP (leucine zipper) protein	RNA.regulation of transcription.bZIP transcription factor family	27_3_35

CUST_90383_PI403524517	2	0.22613811	-0.39459372	-0.029305935	0.013566494	-0.0033268929	0.003326416	35_25850	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_45519_PI403524517	2	-0.04578495	0.11021662	0.18932724	0.04578495	-0.140244	-0.75618553	35_13047	"Cluster: Os07g0434700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os07g0434700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D6W0	"CHR1V7|COORD:4544996..4547152| MAP1C (METHIONINE AMINOPEPTIDASE 1B); metalloexopeptidase"	AT1G13270.1	CHR07V5|COORD:14522875..14518637|protein methionine aminopeptidase 1B, chloroplast precursor, putative, expressed	LOC_Os07g25410.1	" no descriptionweakly similar to ( 143)AT1G13270| Symbols: MAP1B, MAP1C | MAP1C (METHIONINE AMINOPEPTIDASE 1B); metalloexopeptidase | chr1:4544996-4547152 FORWARDnot assigned MetAP1 PRK05716 PRK12896 Map Peptidase_M24 "	protein.degradation.metalloprotease	29_5_7

CUST_67326_PI403524517	2	0.12814713	-0.29875994	0.09988785	0.17584658	-0.09988785	-0.24710035	35_19224	Rep: Putative chelatase - Symbiobacterium thermophilum	UniRef90_Q67LM0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_34983_PI403524517	2	0.18181229	0.25220966	0.004081726	-0.18299007	-0.1668663	-0.0040826797	35_10083	"Cluster: Hypothetical protein P0605G01.6; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0605G01.6 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q688N3	CHR5V7|COORD:6508097..6512703| armadillo/beta-catenin repeat family protein / BTB/POZ domain-containing protein	AT5G19330.1	CHR05V5|COORD:19294403..19285345|protein protein binding protein, putative, expressed	LOC_Os05g33050.1	no descriptionvery weakly similar to (87.8)AT5G19330| Symbols:  | armadillo/beta-catenin repeat family protein / BTB/POZ domain-containing protein | chr5:6508302-6512703 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Protamine_P1 PRK12678 TT_ORF1 PRK12323 DUF1777 PRK07764	not assigned.no ontology.armadillo/beta-catenin repeat family protein	35_1_3

CUST_13521_PI403524517	2	0.050992012	0.024960518	0.0367136	-0.10606384	-0.117669106	-0.024961472	35_3878	"Cluster: OSJNBa0032F06.25 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0032F06.25 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XPV6	CHR1V7|COORD:276866..278448| RNA binding / adenosine deaminase	AT1G01760.1	CHR04V5|COORD:34673868..34679728|protein RNA binding protein, putative, expressed	LOC_Os04g58690.3	no descriptionvery weakly similar to (59.3)AT1G01760| Symbols:  | RNA binding / adenosine deaminase | chr1:276866-278448 REVERSE	RNA.transcription	27_2

CUST_161459_PI403524517	2	0.47634315	0.32446623	0.21718788	-0.21718836	-0.78952575	-0.7310896	35_45044	"Cluster: Hypothetical protein F22J12_30; n=1; Arabidopsis thaliana|Rep: Hypothetical protein F22J12_30 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9FYD1	CHR3V7|COORD:15520741..15523243| zinc knuckle (CCHC-type) family protein	AT3G43590.1	CHR04V5|COORD:27604142..27601573|protein actin depolymerizing factor, putative, expressed	LOC_Os04g46920.1	no descriptionvery weakly similar to (70.5)AT3G43590| Symbols:  | zinc knuckle (CCHC-type) family protein | chr3:15520741-15523243 FORWARD	not assigned.no ontology	35_1

CUST_68925_PI403524517	2	0.026765823	-0.4019127	-0.11396599	0.034043312	-0.008682251	0.008681297	35_19723	"Cluster: Hypothetical protein P0512C01.42; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0512C01.42 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5JMG3	"CHR3V7|COORD:412217..413543| similar to hypothetical protein [Cleome spinosa] (GB:ABD96929.1); contains domain SUBFAMILY NOT NAMED (PTHR22876:SF1); contains"	AT3G02220.1	CHR01V5|COORD:32420989..32418412|protein expressed protein	LOC_Os01g55730.1	"no descriptionmoderately similar to ( 202)AT3G02220| Symbols:  | similar to hypothetical protein [Cleome spinosa] (GB:ABD96929.1); contains domain SUBFAMILY NOT NAMED (PTHR22876:SF1); contains domain FAMILY NOT NAMED (PTHR22876) | chr3:412217-413543 REVERSEnot assigned"	not assigned.unknown	35_2

CUST_82487_PI403524517	2	0.23939514	0.18584538	-0.1839428	-0.014782906	-0.06895256	0.014783859	35_23657	"Cluster: Os01g0714100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0714100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JJV7	"CHR5V7|COORD:6969186..6972796| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G26160.1); similar to unknown protein [Oryza sativa (japonica cultivar"	AT5G20610.1	CHR01V5|COORD:30009857..30005937|protein expressed protein	LOC_Os01g51640.1	"no descriptionvery weakly similar to (75.9)AT5G20610| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G26160.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD82279.1); similar to Os01g0714100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001044057.1) | chr5:6969186-6972796 FORWARD"	not assigned.unknown	35_2

CUST_22793_PI399408534	2	0.050148964	0.0022010803	0.13301516	-0.0022015572	-0.06891394	-0.09975529	35_32205	"Cluster: Os07g0597200 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0597200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D4Y3	CHR1V7|COORD:27957960..27961572| leucine-rich repeat transmembrane protein kinase, putative	AT1G74360.1	CHR07V5|COORD:24350232..24346202|protein BRASSINOSTEROID INSENSITIVE 1 precursor, putative, expressed	LOC_Os07g40630.1	 no descriptionvery weakly similar to (80.5)AT1G74360| Symbols:  | leucine-rich repeat transmembrane protein kinase, putative | chr1:27957960-27961572 FORWARD	signalling.receptor kinases.leucine rich repeat XI	30_2_11

CUST_2204_PI403524517	2	0.059256554	-0.43029976	-0.1000576	0.052427292	-0.044675827	0.044674873	35_595	"Cluster: Elongation factor 1-gamma 1; n=5; Oryza sativa|Rep: Elongation factor 1-gamma 1 - Oryza sativa (Rice)"	UniRef90_Q9ZRI7	"CHR1|COORD:21381416..21384047| similar to elongation factor 1B-gamma, putative / eEF-1B gamma, putative [Arabidopsis thaliana] (TAIR:At1g09640.1); similar to"	AT1G57720.2	CHR02V5|COORD:6716900..6720424|protein elongation factor 1-gamma 2, putative, expressed	LOC_Os02g12794.3	no descriptionweakly similar to ( 167)AT1G57720| Symbols:  | translation elongation factor | chr1:21381538-21383779 FORWARDweakly similar to ( 179)EF1G2_ORYSAnot assigned EF1G	protein.synthesis.elongation	29_2_4

CUST_131164_PI403524517	2	-0.022156715	-0.24975204	-0.070812225	0.073773384	0.13873196	0.022157669	35_36837	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ASV3	"CHR5V7|COORD:18722338..18723304| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G46130.1); contains InterPro domain Protein of unknown function"	AT5G46140.1	CHR03V5|COORD:29160516..29162777|protein F-box domain containing protein, expressed	LOC_Os03g51090.1	no descriptionDUF295	not assigned.unknown	35_2

CUST_7506_PI403524517	2	-0.12172556	-0.27144718	-0.15522766	0.19870996	0.12172508	0.4171772	35_2089	"Cluster: Proteasome inhibitor-like protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Proteasome inhibitor-like protein - Oryza sativa (japonica cultivar"	UniRef90_Q84ZC7	CHR3V7|COORD:19996186..19998110| proteasome inhibitor-related	AT3G53970.1	CHR07V5|COORD:21792168..21786881|protein expressed protein	LOC_Os07g36420.1	no descriptionweakly similar to ( 102)AT3G53970| Symbols:  | proteasome inhibitor-related | chr3:19996186-19998110 FORWARDnot assigned	protein.degradation.ubiquitin.proteasom	29_5_11_20

CUST_180311_PI403524517	2	-0.2129097	0.5291281	-0.052908897	0.03015995	0.013601303	-0.013601303	35_50147	"Cluster: Putative ankyrin protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ankyrin protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q75M28	CHR3V7|COORD:1278235..1280948| ankyrin repeat family protein	AT3G04710.1	CHR05V5|COORD:179673..175760|protein ankyrin-1, putative, expressed	LOC_Os05g01310.3	no descriptionvery weakly similar to (54.7)AT3G04710| Symbols:  | binding | chr3:1278235-1280948 FORWARD	cell.organisation	31_1

CUST_96698_PI403524517	2	-0.18035698	0.33995628	0.08741474	-0.051330566	-0.051854134	0.051330566	35_27619	"Cluster: Hypothetical protein OJ1019_E02.8; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1019_E02.8 - Oryza sativa (japonica cultivar"	UniRef90_Q7XII5	0	0	CHR07V5|COORD:22880538..22885450|protein expressed protein	LOC_Os07g38160.1	no description	not assigned.unknown	35_2

CUST_25406_PI403524517	2	0.23486805	0.44321346	-0.13817883	-0.28046608	-0.36700344	0.13817883	35_7365	"Cluster: Hypothetical protein P0015F11.17; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0015F11.17 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5W6M0	CHR3V7|COORD:19179891..19181827| SEC14 cytosolic factor family protein / phosphoglyceride transfer family protein	AT3G51670.1	CHR05V5|COORD:16138379..16141993|protein patellin-5, putative, expressed	LOC_Os05g27820.2	no descriptionmoderately similar to ( 247)AT3G51670| Symbols:  | SEC14 cytosolic factor family protein / phosphoglyceride transfer family protein | chr3:19179891-19181827 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07003 Herpes_BLLF1 SEC14 SEC14 PRK12678 APC_basic Tymo_45kd_70kd DUF566 Atrophin-1 PRK12323 IER PRK07764	transport.misc	34_99

CUST_104231_PI403524517	2	-0.05033493	-0.19097519	-0.05358982	0.16952991	0.123342514	0.050335884	35_29704	"Cluster: Hypothetical protein P0003H08.15; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0003H08.15 - Oryza sativa (japonica cultivar-g"	UniRef90_Q655N6	CHR5V7|COORD:22830994..22833388| carbonic anhydrase family protein	AT5G56330.1	CHR04V5|COORD:31543650..31544446|protein expressed protein	LOC_Os04g53320.1	no descriptionnot assigned not assigned not assigned PRK07764 PRK12323	not assigned.unknown	35_2

CUST_48611_PI403524517	2	-0.033641815	-0.08896446	-0.0051727295	0.011823654	0.0051727295	0.024381638	35_13883	"Cluster: Os01g0835900 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0835900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JHY5	CHR5V7|COORD:24068875..24069186| histone H4	AT5G59690.1	CHR10V5|COORD:20690219..20689571|protein histone H4, putative, expressed	LOC_Os10g39410.1	no descriptionweakly similar to ( 162)AT5G59970| Symbols:  | histone H4 | chr5:24163578-24163889 REVERSEweakly similar to ( 162)H4_PEAHistone H4 - Pisum sativum (Garden pea)not assigned H4 H4 HHT1 Histone PRK07764	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_129864_PI403524517	2	-2.0876474	-1.6557407	-0.1107111	0.5464306	0.41388035	0.1107111	35_36474	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_10328_PI404877155	2	0.01812458	0.021269798	-0.018125534	-0.03581333	-0.057569504	0.1013546	Contig4085_s_at	OSJNBa0042I15.14 [Oryza sativa (japonica cultivar-group)] sp|Q7XLX6|S1F2_ORYSA Putative DNA binding protein S1FA2	CAE04892.2	DNA-binding S1FA family protein	At3g53370.1	protein dna binding protein s1fa	Os04g33440	gi|32490314|emb|CAE04897.1| OSJNBa0042I15.19	RNA.regulation of transcription.S1FA	27_3_81

CUST_17770_PI403524517	2	-0.01120472	0.6720247	-0.028598785	0.011205673	0.04463005	-0.041380882	35_5130	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10N24	CHR3V7|COORD:19833791..19834276| similar to Os03g0285100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001049768.1)	AT3G53470.1	CHR03V5|COORD:9801767..9806030|protein expressed protein	LOC_Os03g17660.2	no descriptionweakly similar to ( 152)AT3G53470| Symbols:  | similar to Os03g0285100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001049768.1) | chr3:19833791-19834276 FORWARD	protein.synthesis.misc ribososomal protein	29_2_2

CUST_1766_PI399408534	2	0.04634857	-0.26853752	0.02161026	-0.021609306	-0.068309784	0.16936398	35_9623	"Cluster: Rab escort protein; n=2; Arabidopsis thaliana|Rep: Rab escort protein - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q8LLD4	CHR3V7|COORD:2035207..2037668| GDP dissociation inhibitor family protein / Rab GTPase activator family protein	AT3G06540.1	0	0	no descriptionvery weakly similar to (84.7)AT3G06540| Symbols:  | GDP dissociation inhibitor family protein / Rab GTPase activator family protein | chr3:2035207-2037668 REVERSEnot assigned	signalling.G-proteins	30_5

CUST_35832_PI403524517	2	-0.0015325546	0.0015325546	-0.1730957	0.08503246	0.13990879	-0.0018548965	35_10332	Rep: Dienelactone hydrolase - Medicago truncatula (Barrel medic)	UniRef90_Q1T171	CHR1V7|COORD:13026298..13027441| dienelactone hydrolase family protein	AT1G35420.1	CHR05V5|COORD:20996694..20995247|protein hydrolase, putative, expressed	LOC_Os05g35470.1	no descriptionweakly similar to ( 119)AT1G35420| Symbols:  | dienelactone hydrolase family protein | chr1:13026298-13027441 FORWARDnot assigned not assigned not assigned	misc.misc2	26_1

CUST_10971_PI403524517	2	-0.05649376	0.055998802	0.136446	-0.012646675	-0.025997162	0.012647629	35_3101	"Cluster: Hypothetical protein OJ1003_C09.7-1; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1003_C09.7-1 - Oryza sativa (japonica"	UniRef90_Q652Q6	CHR3V7|COORD:3286282..3288675| transducin family protein / WD-40 repeat family protein	AT3G10530.1	CHR09V5|COORD:22682047..22687418|protein nucleic acid binding protein, putative, expressed	LOC_Os09g39462.2	no descriptionweakly similar to ( 148)AT3G10530| Symbols:  | transducin family protein / WD-40 repeat family protein | chr3:3286282-3288675 FORWARDnot assigned	development.unspecified	33_99

CUST_59796_PI403524517	2	-0.93669224	-0.7019348	0.5523243	0.2734995	0.2068243	-0.2068243	35_17048	"Cluster: Pleiotropic drug resistance protein 4; n=2; Oryza sativa|Rep: Pleiotropic drug resistance protein 4 - Oryza sativa (Rice)"	UniRef90_Q8GU89	"CHR1V7|COORD:5331988..5338170| ATPDR12/PDR12 (PLEIOTROPIC DRUG RESISTANCE 12); ATPase, coupled to transmembrane movement of substances"	AT1G15520.1	CHR01V5|COORD:24441991..24433928|protein PDR5-like ABC transporter, putative, expressed	LOC_Os01g42410.1	" no descriptionhighly similar to ( 843)AT1G15520| Symbols: PDR12, ATPDR12 | ATPDR12/PDR12 (PLEIOTROPIC DRUG RESISTANCE 12); ATPase, coupled to transmembrane movement of substances | chr1:5331988-5338170 REVERSEnearly identical (1026)PDR4_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned ABC_PDR_domain2 ABCG_EPDR ABC2_membrane ABCG_White CcmA ABC_PDR_domain1 ABC_subfamily_A ABC_drug_resistance_like ABC_tran ABC_cobalt_CbiO_domain1 ABC_MJ0796_Lo1CDE_FtsE FepC ABC_Metallic_Cations ZnuC SalX CydD PotA ABC_Carb_Solutes_like SunT ABC_DR_subfamily_A ABC_Org_Solvent_Resistant CbiO ABC_cobalt_CbiO_domain2 TauB MalK ABC_Class3 MglA ABC_PhnC_transporter ABC_NrtD_SsuB_transporters ABC_Mj1267_LivG_branched ABC_Iron-Siderophores_B12_Hemin ABC_DrrA CysA ABC_FtsE_transporter NatA COG1123 ABC_NikE_OppD_transporters ABCC_MRP_Like ABC_ModC_molybdenum_transporter COG3638 ABC_BcrA_bacitracin_resist MdlB ABC_NatA_sodium_exporter ABC_PotA_N LivG FtsE sufC ABC_CysA_sulfate_importer GlnQ ABC_TM1139_LivF_branched ABC_PstB_phosphate_transporter COG4559 ABCC_bacteriocin_exporters Ttg2A PRK11174 ABC_ATPase ABC_putative_ATPase CeuD DppD COG4152 ABC_YhbG araG ABCC_Protease_Secretion COG3845 ABC_NatA_like COG4181 ABCC_Glucan_exporter_like LivF ABC_ModC_like COG4586 CydC AbcC ABC_HisP_GlnQ_permeases CcmA PRK11264 ABC_Carb_Monos_I ABC_MTABC3_MDL1_MDL2 ABC_MetN_methionine_transporter OpuBA ABC_MalK_N PRK10895 ABCC_Hemolysin ABC_FeS_Assembly ModF DppF ABCC_MsbA ABC_OpuCA_Osmoprotection COG4674 ArpD COG4136 ABCC_ATM1_transporter fecE PstB ABCC_MRP_domain1 YhbG ModC TauB PRK03695 ABCC_MRP_domain2 PRK10584 Uup COG0842 ABC_KpsT_Wzt ABC_CcmA_heme_exporter HisP PRK11160 ABC_Pro_Gly_Bertaine ThiQ tauB ycf16 ATM1 PRK10535 PRK10575 PhnK PRK09984 fbpC PRK10851 ProV PRK09700 ABC_Carb_Monos_II BtuD phnK PRK11000 COG4178 potG ABCC_TAP TagH ABC_ThiQ_thiamine_transporter glnQ lolD PRK11176 PhnK livG potA btuD PRK10762 ugpC thiQ artP ABCC_cytochrome_bd PRK10982 COG1245 modC COG4172 sufC COG4619 ArtP PRK11819 PRK10619 ABCC_NFT1 AppF PRK10790 PRK10908 PRK10789 SapF metN dppF PRK10070 ABCC_SUR2 ABC_RNaseL_inhibitor_domain1 "	transport.ABC transporters and multidrug resistance systems	34_16

CUST_3936_PI403524517	2	-0.04026127	0.4098959	0.040260315	-0.17462063	-0.06268978	0.088573456	35_1091	Rep: Xylose isomerase - Hordeum vulgare (Barley)	UniRef90_Q40082	CHR5V7|COORD:23364256..23367031| xylose isomerase family protein	AT5G57655.2	CHR07V5|COORD:28274941..28270621|protein xylose isomerase, putative, expressed	LOC_Os07g47290.3	no descriptionmoderately similar to ( 298)AT5G57655| Symbols:  | xylose isomerase family protein | chr5:23364256-23367031 FORWARDmoderately similar to ( 369)XYLA_HORVUXylose isomerase - Hordeum vulgare (Barley)PRK05474 XylA PRK12465	minor CHO metabolism.others.Xylose isomerase	3_5_1

CUST_65609_PI403524517	2	-0.15592098	-0.517807	0.04356098	0.16017056	-0.043560028	0.23045444	35_18737	"Cluster: Oligomeric golgi complex 7-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Oligomeric golgi complex 7-like - Oryza sativa (japonica cultivar-gro"	UniRef90_Q655R9	CHR5V7|COORD:20904270..20908021| conserved oligomeric Golgi complex component-related / COG complex component-related	AT5G51430.1	CHR06V5|COORD:27732753..27727480|protein expressed protein	LOC_Os06g45830.1	no descriptionmoderately similar to ( 434)AT5G51430| Symbols:  | conserved oligomeric Golgi complex component-related / COG complex component-related | chr5:20904270-20908021 REVERSEnot assigned	not assigned.no ontology	35_1

CUST_81243_PI403524517	2	-1.193953	1.9560304	-0.4833374	0.98864985	-1.0568542	0.48333693	35_23305	"Cluster: Chromosome 14 SCAF7218, whole genome shotgun sequence; n=1; Tetraodon nigroviridis|Rep: Chromosome 14 SCAF7218, whole genome shotgun sequence - Tetraod"	UniRef90_Q4TAZ6	0	0	CHR11V5|COORD:650188..651059|protein expressed protein	LOC_Os11g02290.1	no description	not assigned.unknown	35_2

CUST_124742_PI403524517	2	1.1581903	0.015390873	-0.015390873	0.018516064	-0.24072361	-0.1475792	35_35154	"Cluster: Hypothetical protein OJ1341F06.14; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1341F06.14 - Oryza sativa (japonica cultivar"	UniRef90_Q8S5C9		0	CHR10V5|COORD:11491121..11492666|protein hypothetical protein	LOC_Os10g22740.1	no description	not assigned.unknown	35_2

CUST_35984_PI403524517	2	-0.7236395	0.088246346	0.1326704	-0.0882473	-0.6998062	0.3266487	35_10374	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_102570_PI403524517	2	0.03136158	-0.15578175	0.113734245	-0.03136158	0.095002174	-0.15120316	35_29260	"Cluster: Polyphenol oxidase; n=7; Triticum aestivum|Rep: Polyphenol oxidase - Triticum aestivum (Wheat)"	UniRef90_A0T1D3	CHR5V7|COORD:4302083..4304215| transaldolase, putative	AT5G13420.1	CHR04V5|COORD:31530039..31533195|protein polyphenol oxidase II, chloroplast precursor, putative, expressed	LOC_Os04g53300.1	 no descriptionvery weakly similar to (52.4)PPO_VITVIPolyphenol oxidase, chloroplast precursor - Vitis vinifera (Grape)Transaldolase_like 	not assigned.unknown	35_2

CUST_33951_PI399408534	2	-0.028424263	-0.105410576	0.02842331	0.030471802	0.17530537	-0.062768936	35_22013	Rep: H0107B07.5 protein - Oryza sativa (Rice)	UniRef90_Q01M49	CHR1V7|COORD:22370624..22372313| pentatricopeptide (PPR) repeat-containing protein	AT1G60770.1	CHR04V5|COORD:14697404..14693814|protein tetratricopeptide-like helical, putative, expressed	LOC_Os04g25410.1	no descriptionweakly similar to ( 196)AT1G60770| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr1:22370624-22372313 REVERSE	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_160479_PI403524517	2	0.024868488	0.34763336	0.020185947	-0.03717041	-0.19264984	-0.020186424	35_44784	"Cluster: Putative ripening regulated protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ripening regulated protein - Oryza sativa (japonica"	UniRef90_Q651I6	CHR1V7|COORD:27721215..27723291| MATE efflux family protein	AT1G73700.1	CHR06V5|COORD:17193077..17199586|protein transparent testa 12 protein, putative, expressed	LOC_Os06g29844.1	no description	not assigned.unknown	35_2

CUST_32767_PI403524517	2	0.42271614	0.30620623	-2.0765462	0.6937876	-0.7865696	-0.3062067	35_9444	Rep: H0510A06.17 protein - Oryza sativa (Rice)	UniRef90_Q25AK5	"CHR3V7|COORD:17919467..17921456| BT2 (BTB and TAZ domain protein 2); protein binding / transcription regulator"	AT3G48360.1	CHR04V5|COORD:23896823..23899121|protein protein binding protein, putative, expressed	LOC_Os04g40630.1	"no descriptionvery weakly similar to (94.7)AT3G48360| Symbols: BT2 | BT2 (BTB and TAZ domain protein 2); protein binding / transcription regulator | chr3:17919467-17921456 REVERSEnot assigned BTB PRK07003 PRK12323 BTB"	protein.degradation.ubiquitin.E3.BTB/POZ Cullin3.BTB/POZ	29_5_11_4_5_2

CUST_78764_PI403524517	2	0.15175724	0.002371788	-0.051071167	-0.0023727417	-0.14590836	0.13838768	35_22583	"Cluster: Hypothetical protein P0030H07.11; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0030H07.11 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5ZD68	0	0	CHR01V5|COORD:2825732..2822918|protein SWIM zinc finger family protein, expressed	LOC_Os01g05930.1	no description	not assigned.unknown	35_2

CUST_161089_PI403524517	2	0.1210289	-0.06598759	-0.14342022	0.065988064	-0.2898898	0.2298441	35_44946	"Cluster: Hypothetical protein OSJNBa0032M14.22; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0032M14.22 - Oryza sativa (japonica"	UniRef90_Q652I1	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	CHR02V5|COORD:3594226..3596185|protein expressed protein	LOC_Os02g07030.1	no description	not assigned.unknown	35_2

CUST_6294_PI404877155	2	0.11959362	-0.03631687	0.004122734	-0.0087890625	-0.0041236877	0.16846275	Contig18874_at	putative HEN1 [Oryza sativa (japonica cultivar-group)]	NP_911323.1	double-stranded RNA binding protein-related / DsRBD protein-related	At4g20910.1	protein expressed protein	Os07g06970	gi|15638615|gb|AAL05056.1|AF411383_1 HEN1	RNA.RNA binding	27_4

CUST_4116_PI399408534	2	0.09692764	0.17697334	0.0272789	-0.17452145	-0.5066376	-0.0272789	35_37779	"Cluster: Os03g0126100 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os03g0126100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DVK1	CHR1V7|COORD:187235..189836| AN (ANGUSTIFOLIA)	AT1G01510.1	CHR10V5|COORD:20395367..20401316|protein angustifolia, putative, expressed	LOC_Os10g38900.1	no descriptionmoderately similar to ( 255)AT1G01510| Symbols: AN | AN (ANGUSTIFOLIA) | chr1:187235-189836 FORWARDvery weakly similar to (58.9)DHGY_CUCSAGlycerate dehydrogenase - Cucumis sativus (Cucumber)not assigned not assigned not assigned 2-Hacid_dh LdhA 2-Hacid_dh_C SerA PRK11790 PRK06932 PRK06487 PRK08410 PRK07574 PRK12480 PRK08605 PRK00257	RNA.regulation of transcription.Orphan family	27_3_34

CUST_102868_PI403524517	2	0.007078171	-0.17507601	0.0353961	0.068668365	-0.2750163	-0.007077694	35_29335	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_1051_PI399408534	2	-0.09886646	-1.0152388	0.08968449	0.05437565	0.17290115	-0.054376602	35_14382	Rep: 14-3-3-like protein A - Hordeum vulgare (Barley)	UniRef90_P29305	"CHR5V7|COORD:15427507..15428515| GRF3 (GENERAL REGULATORY FACTOR 3); protein phosphorylated amino acid binding"	AT5G38480.1	CHR03V5|COORD:28612940..28617143|protein 14-3-3-like protein S94, putative, expressed	LOC_Os03g50290.3	" no descriptionmoderately similar to ( 428)AT5G38480| Symbols: RCI1, GRF3 | GRF3 (GENERAL REGULATORY FACTOR 3); protein phosphorylated amino acid binding | chr5:15427507-15428515 FORWARDhighly similar to ( 508)1433A_HORVU14-3-3-like protein A - Hordeum vulgare (Barley)not assigned 14_3_3 14-3-3 BMH1 "	signalling.14-3-3 proteins	30_7

CUST_32126_PI403524517	2	0.05482292	0.03486061	-0.055016518	-0.034861565	-0.21415806	0.1260395	35_9264	"Cluster: Glycerol-3-phosphate dehydrogenase-like protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Glycerol-3-phosphate dehydrogenase-like protein - Ory"	UniRef90_Q8S2G5	CHR3V7|COORD:2457238..2459384| glycerol-3-phosphate dehydrogenase (NAD+)	AT3G07690.1	CHR01V5|COORD:34282977..34278941|protein glycerol-3-phosphate dehydrogenase, putative, expressed	LOC_Os01g58740.2	"no descriptionweakly similar to ( 174)AT2G41540| Symbols: GPDHC1 | GPDHC1; glycerol-3-phosphate dehydrogenase (NAD+) | chr2:17333879-17335732 FORWARDnot assigned"	lipid metabolism.glyceral metabolism.Glycerol-3-phosphate dehydrogenase (NAD+)	11_5_2

CUST_84635_PI403524517	2	0.012936592	-0.54609966	0.08884239	-0.06396389	0.024583817	-0.012936592	35_24253	"Cluster: HAT family dimerisation domain containing protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: HAT family dimerisation domain"	UniRef90_Q10BC8	CHR5V7|COORD:12693688..12695633| hAT dimerisation domain-containing protein	AT5G33406.1	CHR03V5|COORD:34480491..34484282|protein transposon protein, putative, unclassified, expressed	LOC_Os03g60800.1	no descriptionvery weakly similar to (91.7)AT5G33406| Symbols:  | hAT dimerisation domain-containing protein | chr5:12693688-12695633 REVERSE	not assigned.no ontology	35_1

CUST_124269_PI403524517	2	0.24902439	0.07787657	-0.1189909	-0.01821804	-0.4650836	0.018217564	35_35030	"Cluster: Phytosulfokine-alpha 1 precursor; n=2; Triticum aestivum|Rep: Phytosulfokine-alpha 1 precursor - Triticum aestivum (Wheat)"	UniRef90_Q0QD30		0	CHR11V5|COORD:2287185..2288453|protein phytosulfokines 2 precursor, putative, expressed	LOC_Os11g05190.1	no description	not assigned.unknown	35_2

CUST_7228_PI399408534	2	0.5400095	1.1887159	0.20186901	-0.58610153	-0.2387495	-0.20186901	35_47416	"Cluster: Os06g0134700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0134700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DEU2	CHR5V7|COORD:20963033..20965839| leucine-rich repeat transmembrane protein kinase, putative	AT5G51560.1	CHR06V5|COORD:1863516..1867212|protein ATP binding protein, putative, expressed	LOC_Os06g04370.1	 no descriptionweakly similar to ( 178)AT5G51560| Symbols:  | leucine-rich repeat transmembrane protein kinase, putative | chr5:20963033-20965839 FORWARDvery weakly similar to (88.2)RPK1_IPONIReceptor-like protein kinase precursor - Ipomoea nil (Japanese morning glory) (Pharbitis nil)not assigned not assigned not assigned not assigned COG4886 PRK07764 	stress.biotic	20_1

CUST_35948_PI403524517	2	0.36270046	0.76575184	-0.014498711	-0.1257801	-0.013263702	0.013264656	35_10365	"Cluster: Protein kinase family protein, putative, expressed; n=4; Oryza sativa (japonica cultivar-group)|Rep: Protein kinase family protein, putative, expressed"	UniRef90_Q2QNK0	CHR5V7|COORD:20081895..20085537| protein kinase family protein	AT5G49470.1	CHR12V5|COORD:23027641..23034880|protein ATP binding protein, putative, expressed	LOC_Os12g37570.1	no descriptionvery weakly similar to (90.5)AT5G49470| Symbols:  | protein kinase family protein | chr5:20081895-20085537 FORWARDnot assigned not assigned PTKc Pkinase_Tyr TyrKc	protein.postranslational modification	29_4

CUST_63097_PI403524517	2	0.027985573	0.52165985	0.058861732	-0.027985573	-0.06946945	-0.034116745	35_18004	"Cluster: Putative dsRNA-binding protein ODB1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative dsRNA-binding protein ODB1 - Oryza sativa (japonica cult"	UniRef90_Q5N8Z0	"CHR3V7|COORD:23236724..23238138| DRB4 (double-stranded RNA-binding domain (DsRBD)-containing protein 4); double-stranded RNA binding"	AT3G62800.2	CHR01V5|COORD:32918894..32913722|protein double-stranded RNA binding motif family protein, expressed	LOC_Os01g56520.1	no description	not assigned.unknown	35_2

CUST_138863_PI403524517	2	0.40237522	0.29626274	0.49888086	-0.34627533	-0.84773684	-0.29626274	35_38952	"Cluster: Hypothetical protein OSJNBa0060A14.5; n=2; Oryza sativa|Rep: Hypothetical protein OSJNBa0060A14.5 - Oryza sativa (Rice)"	UniRef90_Q948J1	CHR2V7|COORD:14930359..14933104| bZIP transcription factor family protein	AT2G35530.1	CHR10V5|COORD:13511726..13517239|protein expressed protein	LOC_Os10g26560.1	no description	not assigned.unknown	35_2

CUST_65948_PI403524517	2	-0.16993237	-0.6864042	-3.3473969E-4	0.10546017	0.13825798	3.3473969E-4	35_18837	"Cluster: Putative mitotic control protein dis3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative mitotic control protein dis3 - Oryza sativa (japonica"	UniRef90_Q8H885	CHR2V7|COORD:7616477..7622963| ribonuclease II family protein	AT2G17510.1	CHR03V5|COORD:1639785..1631539|protein exosome complex exonuclease RRP44, putative, expressed	LOC_Os03g03710.1	no descriptionweakly similar to ( 132)AT2G17510| Symbols:  | ribonuclease II family protein | chr2:7616477-7622963 REVERSEnot assigned	cell.division	31_2

CUST_54091_PI403524517	2	-0.04193878	0.037778854	0.015925407	-0.015924454	-0.042331696	0.017644882	35_15391	"Cluster: Hypothetical protein OJ1669_F01.34; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1669_F01.34 - Oryza sativa (japonica cultiv"	UniRef90_Q6K8J0	CHR1V7|COORD:2715299..2716354| similar to Pm52 [Prunus mume] (GB:BAE48663.1)	AT1G08580.1	CHR02V5|COORD:23658876..23661282|protein expressed protein	LOC_Os02g39180.1	no descriptionvery weakly similar to (73.2)AT1G08580| Symbols:  | similar to Pm52 [Prunus mume] (GB:BAE48663.1) | chr1:2715299-2716354 REVERSE	not assigned.unknown	35_2

CUST_55270_PI403524517	2	0.0986681	0.22085094	-0.021036148	-0.034420967	-0.034420967	0.021036148	35_15735	"Cluster: Ribosomal protein L10 containing protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Ribosomal protein L10 containing protein - Oryza sativa (jap"	UniRef90_Q2QYV8	CHR1V7|COORD:8854150..8855753| acidic ribosomal protein P0-related	AT1G25260.1	CHR11V5|COORD:253921..251428|protein mRNA turnover protein 4, putative, expressed	LOC_Os11g01420.1	no descriptionmoderately similar to ( 281)AT1G25260| Symbols:  | acidic ribosomal protein P0-related | chr1:8854150-8855753 REVERSEnot assigned not assigned rplP0 RplJ	protein.synthesis.misc ribososomal protein	29_2_2

CUST_479_PI404877155	2	0.05530548	0.6243086	0.07354736	-0.07605553	-0.05530548	-0.3011036	Contig10392_at	cysteine synthase [Oryza sativa] dbj|BAD53765.1| cysteine synthase [Oryza sativa (japonica cultivar-group)]	AAD23908.1	cysteine synthase, mitochondrial, putative / O-acetylserine (thiol)-lyase, putative / O-acetylserine sulfhydry	At3g59760.3	protein cysteine synthase A	Os06g36840	cysteine synthase	amino acid metabolism.synthesis.serine-glycine-cysteine group.cysteine.OASTL	13_1_5_3_01

CUST_157048_PI403524517	2	-0.19346523	0.5660291	0.43626785	-0.032162666	0.032163143	-0.058271408	35_43860	"Cluster: Hypothetical protein At2g25970; n=1; Arabidopsis thaliana|Rep: Hypothetical protein At2g25970 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_O82762	CHR2V7|COORD:11078922..11082682| KH domain-containing protein	AT2G25970.1	CHR02V5|COORD:6979511..6985051|protein DNA-directed RNA polymerase, putative, expressed	LOC_Os02g13130.3	no descriptionweakly similar to ( 142)AT2G25970| Symbols:  | KH domain-containing protein | chr2:11078922-11082682 REVERSEnot assigned not assigned not assigned KH-I KH_1 PCBP_like_KH KH	not assigned.no ontology	35_1

CUST_141076_PI403524517	2	0.12317467	0.2131176	0.05394745	-0.14622688	-0.053948402	-0.26571655	35_39549	"Cluster: Os07g0467800 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os07g0467800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D6L6	CHR3V7|COORD:22478461..22480248| zinc finger (DHHC type) family protein	AT3G60800.1	CHR07V5|COORD:16648683..16655552|protein transposon protein, putative, unclassified, expressed	LOC_Os07g28460.1	no description	not assigned.unknown	35_2

CUST_17322_PI404877155	2	0.020733833	-0.14948559	-0.046465874	0.11740208	-0.020734787	0.11975956	HU02O04u_s_at	DNA-directed RNA polymerase II 135 kDa polypeptide (RNA polymerase II subunit 2) pir||S65068 DNA-directed RNA polymerase (EC 2.7.7.6) II sec	Q42877	DNA-directed RNA polymerase II 135 kDa polypeptide / RNA polymerase II subunit 2 (RPB135) (RPB2) (RP140)	At4g21710.1	protein putative RNA polymerase III	Os03g28960	NONE	RNA.transcription	27_2

CUST_34629_PI403524517	2	0.19946957	0.015666962	-0.11631298	-0.015667915	-0.04256153	0.108608246	35_9984	"Cluster: LILLIM08, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: LILLIM08, putative, expressed - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QQS3	CHR1V7|COORD:17539274..17541926| amino acid transporter family protein	AT1G47670.1	CHR12V5|COORD:17954791..17950533|protein amino acid transporter-like protein 1, putative, expressed	LOC_Os12g30040.1	no descriptionmoderately similar to ( 375)AT1G47670| Symbols:  | amino acid transporter family protein | chr1:17539274-17541926 REVERSEnot assigned not assigned Aa_trans	transport.amino acids	34_3

CUST_7707_PI404877155	2	0.03293991	-0.2790041	-0.11587715	0.09242439	0.0098629	-0.0098629	Contig22595_at	calcium-binding EF hand family protein [Arabidopsis thaliana] dbj|BAB10007.1| unnamed protein product [Arabidopsis thaliana]	NP_568202.1	calcium-binding EF hand family protein	At5g08580.1	protein hypothetical protein	Os02g12880	NONE	signalling.calcium	30_3

CUST_81536_PI403524517	2	0.3715434	0.013563633	0.24322557	-0.11967564	-0.555686	-0.013563156	35_23390	"Cluster: Os05g0149200 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0149200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DKQ4	CHR5V7|COORD:9785514..9789097| PWWP domain-containing protein	AT5G27650.1	CHR05V5|COORD:2788635..2796597|protein PWWP domain containing protein, expressed	LOC_Os05g05660.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_33232_PI403524517	2	0.023539543	0.3227501	0.10771084	-0.22389984	-0.055815697	-0.023539543	35_9580	"Cluster: Os02g0222100 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0222100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E2P8	"CHR2V7|COORD:18136681..18139399| OASB (CYSTEINE SYNTHASE 1); cysteine synthase"	AT2G43750.1	CHR02V5|COORD:6810648..6814112|protein cysteine synthase, putative, expressed	LOC_Os02g12900.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_4777_PI403524517	2	-0.048736095	0.4870186	-0.10313702	0.110105515	-0.2727747	0.048736572	35_1317	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_50468_PI403524517	2	0.019973755	-0.029867172	0.018959045	-0.06788349	-0.018959045	0.020163536	35_14409	"Cluster: Putative membrane protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative membrane protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6YSE8	CHR5V7|COORD:6943538..6946317| WAV2 (WAVY GROWTH 2)	AT5G20520.1	CHR07V5|COORD:25005528..25010899|protein protein bem46, putative, expressed	LOC_Os07g41730.1	no descriptionmoderately similar to ( 452)AT5G20520| Symbols: WAV2 | WAV2 (WAVY GROWTH 2) | chr5:6943538-6946317 REVERSEnot assigned not assigned not assigned DAP2 COG1073 Peptidase_S9 Abhydrolase_1 Aes MhpC	not assigned.unknown	35_2

CUST_13320_PI404877155	2	-2.0246162	2.6737814	-0.19392204	1.322813	-1.5981627	0.19392157	Contig7016_s_at	calcium-binding EF-hand family protein-like [Oryza sativa (japonica cultivar-group)] dbj|BAD09268.1| calcium-binding EF-hand family protein-	BAD08916.1	calcium-binding EF hand family protein	At2g44310.1	protein EF hand, putative	Os09g31000	"1.1_bZIP   T00105 C/EBPalpha;"	signalling.calcium	30_3

CUST_136307_PI403524517	2	-0.008602142	0.60868263	0.051729202	-0.21220016	0.008602142	-0.044308662	35_38224	"Cluster: RING zinc finger protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: RING zinc finger protein, putative, expressed - Oryza s"	UniRef90_Q10Q37	CHR3V7|COORD:11236563..11237354| ubiquitin-protein ligase	AT3G29270.1	CHR03V5|COORD:5777578..5780263|protein RING zinc finger protein-like, putative, expressed	LOC_Os03g11260.1	" no descriptionweakly similar to ( 160)AT3G29270| Symbols:  | similar to zinc finger (C3HC4-type RING finger) family protein [Arabidopsis thaliana] (TAIR:AT1G69330.1); similar to Os03g0211100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001049345.1); similar to Os03g0427100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001050412.1); contains InterPro domain Zinc finger, RING-type; (InterPro:IPR001841) | chr3:11236563-11237354 FORWARD"	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_34040_PI403524517	2	-0.20201111	-0.035995007	-0.014968395	0.43387604	0.13009453	0.014968872	35_9812	"Cluster: Putative acyl carrier protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative acyl carrier protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q75IP4	CHR3V7|COORD:1391869..1392884| ACP1 (ACYL CARRIER PROTEIN 1)	AT3G05020.1	CHR03V5|COORD:36060976..36058608|protein acyl carrier protein 3, chloroplast precursor, putative, expressed	LOC_Os03g63930.1	 no descriptionweakly similar to ( 115)AT3G05020| Symbols: ACP, ACP1 | ACP1 (ACYL CARRIER PROTEIN 1) | chr3:1391869-1392884 REVERSEweakly similar to ( 124)ACP3_HORVUAcyl carrier protein 3, chloroplast precursor - Hordeum vulgare (Barley)not assigned acpP acpP AcpP PP-binding 	lipid metabolism.FA synthesis and FA elongation.ACP protein	11_1_12

CUST_114506_PI403524517	2	0.21869135	0.7265053	-0.068731785	-0.3872757	-0.95200586	0.068731785	35_32496	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_97933_PI403524517	2	-0.026380062	0.288661	0.111364365	-0.079988	0.026380062	-0.11195183	35_27962	"Cluster: OSIGBa0142I02-OSIGBa0101B20.14 protein; n=3; Oryza sativa|Rep: OSIGBa0142I02-OSIGBa0101B20.14 protein - Oryza sativa (Rice)"	UniRef90_Q01HH5	"CHR1V7|COORD:5675918..5678679| SR45 (arginine/serine-rich 45); RNA binding"	AT1G16610.2	CHR04V5|COORD:29745888..29749077|protein expressed protein	LOC_Os04g50204.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323	not assigned.unknown	35_2

CUST_9454_PI403524517	2	0.09664917	0.031076431	-0.07886791	0.16333294	-0.06027317	-0.031076431	35_2659	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_4198_PI399408534	2	-0.24234867	0.8646002	-0.4415617	0.24234867	0.32481766	-0.39077473	35_7364	"Cluster: Putative Cys2/His2 zinc-finger protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Cys2/His2 zinc-finger protein - Oryza sativa (japonic"	UniRef90_Q84TB8	CHR3V7|COORD:16931430..16931942| zinc finger (C2H2 type) family protein	AT3G46070.1	CHR03V5|COORD:34366635..34367547|protein zinc finger DNA-binding protein, putative, expressed	LOC_Os03g60570.1	no descriptionvery weakly similar to (82.8)AT3G46070| Symbols:  | zinc finger (C2H2 type) family protein | chr3:16931430-16931942 REVERSEvery weakly similar to (56.2)ZFP1_WHEATZinc finger protein 1 - Triticum aestivum (Wheat)not assigned not assigned	RNA.regulation of transcription.C2H2 zinc finger family	27_3_11

CUST_155795_PI403524517	2	-0.21180773	-0.6494632	-0.2854581	0.4177704	0.861536	0.21180773	35_43516	"Cluster: Os04g0423200 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os04g0423200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JD78	CHR4V7|COORD:18023181..18024821| monooxygenase, putative (MO2)	AT4G38540.1	CHR04V5|COORD:20738513..20741527|protein conserved hypothetical protein	LOC_Os04g34590.1	 no descriptionvery weakly similar to (90.5)AT4G38540| Symbols:  | monooxygenase, putative (MO2) | chr4:18023181-18024821 FORWARDnot assigned not assigned UbiH PRK06847 PRK07538 PRK08163 FAD_binding_3 PRK12323 	misc.oxidases - copper, flavone etc.	26_7

CUST_89707_PI403524517	2	0.05872631	0.35563946	-0.058725357	-0.06661224	-0.23895454	0.1058197	35_25666	"Cluster: OSJNBb0065L13.2 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: OSJNBb0065L13.2 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7X6D5	0	0	CHR04V5|COORD:25234353..25240710|protein ATP binding protein, putative, expressed	LOC_Os04g43020.1	no description	not assigned.unknown	35_2

CUST_17823_PI404877155	2	0.036362648	-0.25788498	0.0041942596	-0.0041942596	0.034401894	-0.12483215	HV14H04u_s_at	sterol delta-7 reductase [Tropaeolum majus]	AAR29980.1	7-dehydrocholesterol reductase / 7-DHC reductase / sterol delta-7-reductase (ST7R) / dwarf5 protein (DWF5)	At1g50430.1	protein Ergosterol biosynthesis ERG4/ERG24 family	Os02g26650	"7RED;LE;PA;ST7R;DWARF 5;LEPIDA;PARVA;STEROL DELTA7 REDUCTASE;STEROL DELTA-7 REDUCTASE;7-dehydrocholesterol reductase / 7-DHC reductase / sterol delta-7-reductase (ST7R) / dwarf5 protein (DWF5), identical to SP:Q9LDU6 7-dehydrocholesterol reductase (EC 1.3"	hormone metabolism.brassinosteroid.synthesis-degradation.sterols.DWF5	17_03_01_02_07

CUST_34263_PI403524517	2	-1.6787124	-0.77414703	-0.019938469	0.12615728	0.019937992	0.030659676	35_9876	"Cluster: Hypothetical protein P0663C08.6; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0663C08.6 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6L4S2	CHR1V7|COORD:25812961..25813793| AGP19/ATAGP19 (ARABINOGALACTAN-PROTEIN 19)	AT1G68725.1	CHR05V5|COORD:29411340..29412432|protein cell envelope integrity inner membrane protein TolA, putative	LOC_Os05g51440.1	no descriptionnot assigned PRK12323	not assigned.unknown	35_2

CUST_26146_PI399408534	2	0.24318504	-0.0718689	-0.050602913	0.050602436	0.057579517	-0.52705956	35_39160	"Cluster: U-box domain containing protein, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: U-box domain containing protein, expressed - Oryza sativa"	UniRef90_Q336U5	CHR2V7|COORD:18901593..18905285| protein kinase family protein / U-box domain-containing protein	AT2G45910.1	CHR10V5|COORD:21143082..21137924|protein protein kinase, putative, expressed	LOC_Os10g40100.2	no descriptionweakly similar to ( 144)AT2G45910| Symbols:  | protein kinase family protein / U-box domain-containing protein | chr2:18901593-18905285 FORWARDvery weakly similar to (69.7)RPK1_IPONIReceptor-like protein kinase precursor - Ipomoea nil (Japanese morning glory) (Pharbitis nil)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pkinase S_TKc S_TKc Pkinase_Tyr PTKc TyrKc SPS1 PTKc_Csk_like PTKc_Chk PTKc_Tyk2_rpt2 PTKc_EphR PTKc_Jak_rpt2 PTKc_Jak2_Jak3_rpt2 PTKc_Src_like	signalling.receptor kinases.misc	30_2_99

CUST_49726_PI403524517	2	-0.3513012	0.19241047	0.14840317	-0.22530174	0.13017464	-0.13017368	35_14201	Rep: Plasma membrane proton ATPase - Hordeum vulgare (Barley)	UniRef90_Q9FSI7	"CHR3V7|COORD:14735295..14739048| AHA8 (ARABIDOPSIS H(+)-ATPASE 8); ATPase"	AT3G42640.1	CHR04V5|COORD:33238676..33245863|protein plasma membrane ATPase, putative, expressed	LOC_Os04g56160.2	"no descriptionweakly similar to ( 177)AT3G42640| Symbols: AHA8 | AHA8 (ARABIDOPSIS H(+)-ATPASE 8); ATPase | chr3:14735295-14739048 FORWARDweakly similar to ( 189)PMA1_WHEATPlasma membrane ATPase - Triticum aestivum (Wheat)not assigned"	transport.p- and v-ATPases	34_1

CUST_105697_PI403524517	2	0.44754744	-1.1127477	-1.7047386	-0.44754744	2.5735245	0.7531929	35_30098	"Cluster: B hordein; n=1; Hordeum vulgare subsp. vulgare|Rep: B hordein - Hordeum vulgare var. distichum (Two-rowed barley)"	UniRef90_Q2XQF1	CHR2V7|COORD:16093990..16097125| VHS domain-containing protein / GAT domain-containing protein	AT2G38410.1	CHR03V5|COORD:3903651..3897711|protein conserved hypothetical protein	LOC_Os03g07720.1	no descriptionvery weakly similar to (80.9)HOR3_HORVUB3-hordein - Hordeum vulgare (Barley)not assigned	not assigned.unknown	35_2

CUST_462_PI403524517	2	0.032720566	-0.006526947	-0.025567055	0.002026558	0.002026558	-0.002026558	35_120	Rep: OsS5a - Oryza sativa (japonica cultivar-group)	UniRef90_O82143	CHR4V7|COORD:18057351..18059453| AT-MCB1 (MULTIUBIQUITIN CHAIN BINDING PROTEIN 1)	AT4G38630.1	CHR03V5|COORD:7562800..7558412|protein 26S proteasome non-ATPase regulatory subunit 4, putative, expressed	LOC_Os03g13970.2	 no descriptionmoderately similar to ( 275)AT4G38630| Symbols: MCB1, MBP1, AT-MCB1 | AT-MCB1 (MULTIUBIQUITIN CHAIN BINDING PROTEIN 1) | chr4:18057351-18059453 REVERSEnot assigned VWA_26S_proteasome_subunit RPN10 VWA vWFA 	protein.degradation.ubiquitin	29_5_11

CUST_2237_PI403524517	2	-0.029575348	-0.88981915	0.011214256	0.03444004	0.19431305	-0.011213303	35_605	"Cluster: Serine hydroxymethyltransferase, mitochondrial, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Serine hydroxymethyltransferase,"	UniRef90_Q2QT32	"CHR4V7|COORD:8048008..8050016| SHM4 (SERINE HYDROXYMETHYLTRANSFERASE 4); glycine hydroxymethyltransferase"	AT4G13930.1	CHR12V5|COORD:12393977..12390074|protein serine hydroxymethyltransferase, mitochondrial precursor, putative, expressed	LOC_Os12g22030.1	" no descriptionhighly similar to ( 800)AT4G13930| Symbols: SHM4 | SHM4 (SERINE HYDROXYMETHYLTRANSFERASE 4); glycine hydroxymethyltransferase | chr4:8048008-8050016 REVERSEhighly similar to ( 510)GLYM_PEASerine hydroxymethyltransferase, mitochondrial precursor - Pisum sativum (Garden pea)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned SHMT GlyA glyA Herpes_BLLF1 PRK12323 Atrophin-1 PRK07003 AF-4 HPC2 Pneumo_att_G KAR9 DUF1421 DUF566 Aminotran_1_2 Tymo_45kd_70kd PRK07764 Herpes_UL32 GRASP55_65 Extensin_2 APC_basic DUF936 Metaviral_G TT_ORF1 Protamine_P1 Herpes_gG PRK05648 DUF390 DUF1509 Drf_FH1 FAP PRK08770 Totivirus_coat "	PS.photorespiration.serine hydroxymethyltransferase	1_2_5

CUST_13531_PI403524517	2	0.04616642	-0.027492523	-0.007915497	0.007915497	0.14577961	-0.03145981	35_3880	"Cluster: Putative enhancer of rudimentary; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative enhancer of rudimentary - Oryza sativa (japonica cultivar-g"	UniRef90_Q6K642	CHR5V7|COORD:3418898..3420557| ATER (Arabidopsis thaliana enhancer of rudimentary homologue)	AT5G10810.1	CHR02V5|COORD:24060617..24057308|protein enhancer of rudimentary, putative, expressed	LOC_Os02g39830.1	no descriptionweakly similar to ( 160)AT5G10810| Symbols: ATER | ATER (Arabidopsis thaliana enhancer of rudimentary homologue) | chr5:3418898-3420557 REVERSEnot assigned ER	not assigned.no ontology	35_1

CUST_10610_PI403524517	2	0.117614746	-0.4034958	-0.0050210953	-0.033914566	0.0050210953	0.11272049	35_2997	"Cluster: Putative C-4 sterol methyl oxidase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative C-4 sterol methyl oxidase - Oryza sativa (japonica cultiv"	UniRef90_Q9AV39	"CHR4V7|COORD:7254191..7255998| SMO1-1 (STEROL-4ALPHA-METHYL OXIDASE 1-1); catalytic"	AT4G12110.1	CHR10V5|COORD:20978768..20981731|protein C-4 methylsterol oxidase, putative, expressed	LOC_Os10g39810.1	" no descriptionmoderately similar to ( 395)AT4G12110| Symbols: ATSMO1, ATSMO1-1, SMO1-1 | SMO1-1 (STEROL-4ALPHA-METHYL OXIDASE 1-1); catalytic | chr4:7254191-7255998 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned FA_hydroxylase ERG3 PRK07003 "	lipid metabolism.'exotics' (steroids, squalene etc).methylsterol monooxygenase	11_8_2

CUST_12087_PI404877155	2	0.010017395	0.12436867	0.10509777	-0.12666607	-0.052830696	-0.010017395	Contig5809_at	Putative Squalene monooxygenase [Oryza sativa (japonica cultivar-group)]	AAO00687.1	squalene monooxygenase, putative / squalene epoxidase, putative	At1g58440.1	protein Monooxygenase, putative	Os03g12910	NONE	lipid metabolism.'exotics' (steroids, squalene etc)	11_8

CUST_77476_PI403524517	2	0.20918655	-0.17077065	-0.12524128	-0.032835007	0.032835007	0.042574883	35_22204	Rep: H0423H10.7 protein - Oryza sativa (Rice)	UniRef90_Q9FSQ6	"CHR3V7|COORD:10871524..10878523| ATMDR11/ATPGP19/MDR1/MDR11/PGP19 (P-GLYCOPROTEIN 19); ATPase, coupled to transmembrane movement of substances /"	AT3G28860.1	CHR04V5|COORD:22702250..22695676|protein multidrug resistance protein 11, putative, expressed	LOC_Os04g38570.2	" no descriptionmoderately similar to ( 276)AT3G28860| Symbols: ATMDR11, ATMDR1, PGP19, MDR11, MDR1, ATPGP19 | ATMDR11/ATPGP19/MDR1/MDR11/PGP19 (P-GLYCOPROTEIN 19); ATPase, coupled to transmembrane movement of substances / auxin efflux transporter | chr3:10871524-10878523 REVERSEmoderately similar to ( 223)MDR_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned ABC_MTABC3_MDL1_MDL2 ABCC_MsbA ABCC_ATM1_transporter MdlB ABCC_Glucan_exporter_like SunT ATM1 ABCC_Hemolysin PRK11176 CydD ABCC_TAP ABCC_bacteriocin_exporters PRK11174 CydC PRK10789 ABCC_MRP_Like ABCC_MRP_domain2 ArpD PRK10790 PRK11160 ABC_PstB_phosphate_transporter AbcC ABCC_MRP_domain1 ABC_tran ABC_MetN_methionine_transporter PstB ABC_Pro_Gly_Bertaine ABCC_Protease_Secretion ABC_Carb_Solutes_like ABCC_NFT1 ProV ABCC_SUR2 ABC_cobalt_CbiO_domain1 ABC_Org_Solvent_Resistant PotA COG1123 OpuBA ABC_OpuCA_Osmoprotection CbiO MalK GlnQ DppF ABC_Class3 FepC ABC_ModC_like CcmA ABC_PotA_N ABC_NikE_OppD_transporters SalX ABC_NrtD_SsuB_transporters CysA metN ABC_ModC_molybdenum_transporter ABC_MJ0796_Lo1CDE_FtsE ABCC_cytochrome_bd Ttg2A MglA DppD TauB COG4172 ABC_HisP_GlnQ_permeases AppF ModC FtsE ABC_ATPase potA ABC_MalK_N PRK10070 ABCC_SUR1_N ABC_TM1139_LivF_branched ThiQ ABC_PhnC_transporter ABC_DR_subfamily_A COG3638 PRK11264 ABC_CysA_sulfate_importer ABC_drug_resistance_like ABC_Iron-Siderophores_B12_Hemin ABC_Carb_Monos_I dppF glnQ COG3845 LivF NatA ABCC_CFTR1 ABC_Metallic_Cations PRK10744 artP ABC_Mj1267_LivG_branched ABC_NatA_sodium_exporter modC ArtP HisP ABC_cobalt_CbiO_domain2 ABC_subfamily_A ZnuC ABC_FtsE_transporter PRK10851 ssuB COG4178 ABCC_CFTR2 PRK10908 ABCG_EPDR fbpC TauB ABC_YhbG PRK11000 COG4619 LivG PRK12323 ABC_ThiQ_thiamine_transporter ugpC YhbG thiQ PRK10619 PRK11819 ModF phnK potG ABC_BcrA_bacitracin_resist ABC_putative_ATPase fecE COG4181 PRK10418 PRK07764 ABCF_EF-3 oppD tauB ABCD_peroxisomal_ALDP PhnK PRK10535 PhnK PRK10261 Uup PRK10419 sufC SapF ABC_DrrA ABC_Carb_Monos_II PRK07003 COG4559 PRK10247 dppD PRK11831 ABCG_White PRK12678 COG4136 araG ABC_KpsT_Wzt btuD ABC_FeS_Assembly PRK10762 COG4674 PRK09984 TagH PRK03695 AAA lolD ABC_RNaseL_inhibitor PRK10895 PRK10253 PRK10982 PRK09700 PRK12372 CeuD livG BtuD ABC_NatA_like COG1245 SapD PRK10938 PRK10575 COG4152 COG4586 PRK10584 PRK11147 DUF1421 ABC_CcmA_heme_exporter PhnL ycf16 "	transport.ABC transporters and multidrug resistance systems	34_16

CUST_12788_PI403524517	2	-0.45894337	-2.5662107	-0.85995483	0.45894337	0.50639343	0.60374737	35_3657	"Cluster: Putative prolylcarboxypeptidase isoform 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative prolylcarboxypeptidase isoform 1 - Oryza sativa"	UniRef90_Q67WZ5	CHR2V7|COORD:10341702..10344007| serine carboxypeptidase S28 family protein	AT2G24280.1	CHR06V5|COORD:26460809..26455293|protein lysosomal Pro-X carboxypeptidase precursor, putative, expressed	LOC_Os06g43930.1	no descriptionmoderately similar to ( 313)AT2G24280| Symbols:  | serine carboxypeptidase S28 family protein | chr2:10341702-10344007 FORWARDnot assigned not assigned Peptidase_S28	protein.degradation	29_5

CUST_121637_PI403524517	2	-0.100414276	-0.09758854	0.2418871	0.12706566	-0.025876045	0.025876045	35_34350	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_33838_PI403524517	2	0.026134968	0.57275295	0.03981924	-0.06600428	-0.20495605	-0.026135445	35_9755	"Cluster: Plus agglutinin; n=1; Chlamydomonas reinhardtii|Rep: Plus agglutinin - Chlamydomonas reinhardtii"	UniRef90_Q6SSE6	CHR5V7|COORD:15457074..15460237| protein kinase family protein	AT5G38560.1	CHR04V5|COORD:24705559..24701241|protein peroxidase 18 precursor, putative, expressed	LOC_Os04g42100.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_3392_PI403524517	2	-0.05960989	0.059609413	-0.2939248	0.77070856	0.16355753	-0.51067734	35_927	"Cluster: Hypothetical protein OSJNOa183H18.2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNOa183H18.2 - Oryza sativa (japonica cult"	UniRef90_Q67IX6	"CHR3V7|COORD:20374491..20377799| ATPDIL1-3 (PDI-LIKE 1-3); thiol-disulfide exchange intermediate"	AT3G54960.1	CHR09V5|COORD:19013398..19010574|protein dihydroflavonol-4-reductase, putative, expressed	LOC_Os09g31502.3	"no descriptionweakly similar to ( 116)AT3G54960| Symbols: ATPDIL1-3 | ATPDIL1-3 (PDI-LIKE 1-3); thiol-disulfide exchange intermediate | chr3:20374491-20377799 REVERSEvery weakly similar to (58.5)PDI_HORVUProtein disulfide-isomerase precursor - Hordeum vulgare (Barley)not assigned not assigned not assigned PDI_a_PDI_a'_C PDI_a_family PDI_a_ERp38 Thioredoxin PDI_a_ERp46 PDI_a_PDIR PDI_a_MPD1_like PDI_a_TMX3"	redox.thioredoxin	21_1

CUST_76020_PI403524517	2	-0.5959768	0.05216503	0.39129353	-0.09411144	0.15325642	-0.05216503	35_21792	"Cluster: Cytochrome P450 family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Cytochrome P450 family protein, expressed - Oryza sativa (j"	UniRef90_Q2QXN4	"CHR2V7|COORD:11816450..11817937| CYP94C1 (cytochrome P450, family 94, subfamily C, polypeptide 1); oxygen binding"	AT2G27690.1	CHR12V5|COORD:2468702..2466931|protein cytochrome P450 94A1, putative, expressed	LOC_Os12g05440.1	" no descriptionweakly similar to ( 166)AT2G27690| Symbols: CYP94C1 | CYP94C1 (cytochrome P450, family 94, subfamily C, polypeptide 1); oxygen binding | chr2:11816450-11817937 FORWARDvery weakly similar to (64.7)C72A1_CATROCytochrome P450 72A1 - Catharanthus roseus (Rosy periwinkle) (Madagascar periwinkle)not assigned not assigned not assigned not assigned not assigned p450 CypX "	misc.cytochrome P450	26_10

CUST_161100_PI403524517	2	0.0870018	0.58353233	0.20139313	-0.19229889	-0.104818344	-0.087002754	35_44949	"Cluster: Kelch repeat-containing F-box family protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Kelch repeat-containing"	UniRef90_Q10R48	CHR1V7|COORD:28009726..28011081| kelch repeat-containing F-box family protein	AT1G74510.2	CHR03V5|COORD:3813065..3815859|protein kelch motif family protein, expressed	LOC_Os03g07530.3	no descriptionweakly similar to ( 101)AT1G74510| Symbols:  | kelch repeat-containing F-box family protein | chr1:28009726-28011081 FORWARDnot assigned Kelch_1 Kelch	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_148576_PI403524517	2	0.36924362	-0.18725729	0.02609396	-0.02609396	0.35327244	-0.09928322	35_41565	"Cluster: Os02g0556400 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0556400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E0E5	CHR3V7|COORD:9670745..9672510| methyltransferase/ nucleic acid binding	AT3G26410.1	CHR02V5|COORD:21036869..21033759|protein RNA methylase, putative, expressed	LOC_Os02g35060.1	no descriptionweakly similar to ( 121)AT3G26410| Symbols:  | methyltransferase/ nucleic acid binding | chr3:9670745-9672510 REVERSEnot assigned	not assigned.unknown	35_2

CUST_14729_PI399408534	2	0.006454468	-0.30653954	-0.12018776	0.0029306412	0.0018062592	-0.0018062592	35_3895	"Cluster: Putative RNA polymerase transcriptional regulation mediator; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative RNA polymerase"	UniRef90_Q69TG3	CHR3V7|COORD:7517112..7518593| RNA polymerase transcriptional regulation mediator-related	AT3G21350.1	CHR06V5|COORD:5979775..5976298|protein RNA polymerase transcriptional regulation mediator, subunit 6, putative, expressed	LOC_Os06g11370.1	no descriptionmoderately similar to ( 251)AT3G21350| Symbols:  | RNA polymerase transcriptional regulation mediator-related | chr3:7517112-7518593 FORWARDnot assigned not assigned not assigned not assigned MED6 MED6 PRK12323 PRK07003 Tymo_45kd_70kd Atrophin-1	RNA.transcription	27_2

CUST_8576_PI403524517	2	-0.03251648	0.26550865	0.034490585	-0.14042854	-0.04712677	0.032515526	35_2399	"Cluster: Putative ubiquitin conjugating enzyme; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ubiquitin conjugating enzyme - Oryza sativa (japonica"	UniRef90_Q8S1Y5	"CHR5V7|COORD:20716852..20718224| UBC27 (ubiquitin-conjugating enzyme 26); ubiquitin-protein ligase"	AT5G50870.1	CHR01V5|COORD:40925944..40922701|protein ubiquitin-conjugating enzyme E2-22 kDa, putative, expressed	LOC_Os01g70140.1	"no descriptionmoderately similar to ( 211)AT5G50870| Symbols: UBC27 | UBC27 (ubiquitin-conjugating enzyme 26); ubiquitin-protein ligase | chr5:20716852-20718224 REVERSEvery weakly similar to (75.9)UBC2_WHEATUbiquitin-conjugating enzyme E2-17 kDa - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned UBCc UQ_con UBCc COG5078"	protein.degradation.ubiquitin.E2	29_5_11_3

CUST_20493_PI403524517	2	-0.016534805	-0.04567671	0.0552907	0.42154026	0.016534328	-0.07909393	35_5946	"Cluster: Hypothetical protein; n=1; Arabidopsis thaliana|Rep: Hypothetical protein - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q0WRF0	0	0	CHR02V5|COORD:16880641..16882725|protein retrotransposon protein, putative, Ty3-gypsy subclass	LOC_Os02g28540.1	no description	not assigned.unknown	35_2

CUST_131635_PI403524517	2	0.42466307	0.013502121	-0.2664938	-0.013501644	-0.5207701	0.096940994	35_36968	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_5786_PI404877155	2	-0.42683887	1.0209999	-0.16136551	0.16136551	0.26743507	-0.2544918	Contig1783_at	multiple stress-responsive zinc-finger protein [Oryza sativa (indica cultivar-group)]	AAF74344.1	zinc finger (AN1-like) family protein	At3g12630.1	protein AN1-like Zinc finger, putative	Os09g31200	multiple stress-responsive zinc-finger protein	RNA.regulation of transcription.unclassified	27_3_99

CUST_5236_PI403524517	2	-0.02063179	-0.35785198	-0.019963264	0.10698223	0.18685055	0.019963264	35_1444	Rep: Epsilon-COP - Zea mays (Maize)	UniRef90_Q9M639	CHR1V7|COORD:10858528..10860155| coatomer protein epsilon subunit family protein / COPE family protein	AT1G30630.1	CHR04V5|COORD:30849804..30844804|protein coatomer subunit epsilon, putative, expressed	LOC_Os04g52270.1	no descriptionmoderately similar to ( 428)AT1G30630| Symbols:  | coatomer protein epsilon subunit family protein / COPE family protein | chr1:10858528-10860155 REVERSEnot assigned not assigned Coatomer_E	cell. vesicle transport	31_4

CUST_5528_PI404877155	2	-0.9522629	-0.7759695	1.2390594	0.3858776	0.6573944	-0.3858776	Contig1735_s_at	lipoxygenase (EC 1.13.11.12) 2 - barley gb|AAB70865.1| lipoxygenase 2 [Hordeum vulgare subsp. vulgare]	T05945	lipoxygenase, putative	At3g22400.1	"protein lipoxygenase L-2; lipoxygenase"	Os03g52860	NONE	hormone metabolism.jasmonate.synthesis-degradation.lipoxygenase	17_7_1_2

CUST_161383_PI403524517	2	0.357296	-0.017195702	0.017196655	-0.15700626	-0.31961823	0.11050892	35_45025	Rep: DP protein - Triticum sp	UniRef90_Q9FET1		0	0	0	no description	not assigned.unknown	35_2

CUST_13922_PI403524517	2	-0.006166458	-0.18348312	0.028777122	-0.037819862	0.006166458	0.02057457	35_3992	"Cluster: Hypothetical protein OJ1612_A04.102; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1612_A04.102 - Oryza sativa (japonica cult"	UniRef90_Q7XIJ5	CHR1V7|COORD:3864368..3866750| eukaryotic translation initiation factor-related	AT1G11480.1	CHR07V5|COORD:21627777..21631409|protein large tegument protein, putative, expressed	LOC_Os07g36200.1	no descriptionweakly similar to ( 110)AT1G11480| Symbols:  | eukaryotic translation initiation factor-related | chr1:3864368-3866707 REVERSEeIF-4B	protein.synthesis.initiation	29_2_3

CUST_84105_PI403524517	2	0.07399511	-0.2898054	-0.009179592	0.104352	-0.010688782	0.009179115	35_24103	"Cluster: Putative glycerol-3-phosphate dehydrogenase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative glycerol-3-phosphate dehydrogenase - Oryza sativ"	UniRef90_Q5JME6	CHR5V7|COORD:16282299..16284486| glycerol-3-phosphate dehydrogenase (NAD+) / GPDH	AT5G40610.1	CHR01V5|COORD:43193500..43187556|protein glycerol-3-phosphate dehydrogenase, putative, expressed	LOC_Os01g74000.1	no descriptionmoderately similar to ( 483)AT5G40610| Symbols:  | glycerol-3-phosphate dehydrogenase (NAD+) / GPDH | chr5:16282299-16284486 REVERSEnot assigned GpsA gpsA NAD_Gly3P_dh_C NAD_Gly3P_dh_N PRK12439	lipid metabolism.glyceral metabolism.Glycerol-3-phosphate dehydrogenase (NAD+)	11_5_2

CUST_17484_PI399408534	2	-0.0010843277	0.51813316	5.722046E-4	0.07596111	-5.722046E-4	-0.01956749	35_22619	Rep: Hypothetical protein - Cleome spinosa	UniRef90_Q1KUN4	CHR3V7|COORD:506117..508099| plant adhesion molecule, putative	AT3G02460.1	CHR08V5|COORD:19611657..19606789|protein USP6 N-terminal-like protein, putative, expressed	LOC_Os08g31840.1	 no descriptionmoderately similar to ( 419)AT3G02460| Symbols:  | plant adhesion molecule, putative | chr3:506117-508099 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TBC COG5210 TBC 	signalling.G-proteins	30_5

CUST_83726_PI403524517	2	0.069794655	0.4534397	-0.12467766	-0.069794655	0.07488918	-0.087843895	35_24001	Rep: B0616E02-H0507E05.10 protein - Oryza sativa (Rice)	UniRef90_Q01HW2	CHR2V7|COORD:18803074..18804163| oxidoreductase family protein	AT2G45630.2	CHR04V5|COORD:435380..433847|protein glyoxylate reductase, putative	LOC_Os04g01650.1	no descriptionweakly similar to ( 121)AT2G45630| Symbols:  | oxidoreductase family protein | chr2:18803074-18804163 FORWARDvery weakly similar to (62.4)DHGY_CUCSAGlycerate dehydrogenase - Cucumis sativus (Cucumber)not assigned not assigned LdhA 2-Hacid_dh SerA 2-Hacid_dh_C PRK06487 PRK11790 PRK06932 PRK08410 PRK00257 PRK08605	amino acid metabolism.degradation.serine-glycine-cysteine group.glycine	13_2_5_2

CUST_2345_PI403524517	2	-2.7877512	0.31103945	-1.970932	2.0903673	1.0636487	-0.31103992	35_639	Rep: Early nodulin protein - Brachypodium sylvaticum (False brome)	UniRef90_A1YKG9	CHR5V7|COORD:9054255..9055154| early nodulin-related	AT5G25940.1	CHR06V5|COORD:2180117..2179199|protein early nodulin 93, putative, expressed	LOC_Os06g04950.1	no descriptionvery weakly similar to (56.6)AT5G25940| Symbols:  | early nodulin-related | chr5:9054255-9055154 REVERSEvery weakly similar to (73.9)NO93_SOYBNEarly nodulin 93 - Glycine max (Soybean)not assigned not assigned not assigned ENOD93	development.unspecified	33_99

CUST_8321_PI403524517	2	0.1334858	0.22789192	-0.04390049	-0.15209484	-0.15433025	0.043899536	35_2325	"Cluster: Os03g0305000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os03g0305000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DSJ5	"CHR3V7|COORD:5773237..5775417| AAE7/ACN1 (ACYL-ACTIVATING ENZYME 7); AMP binding / acetate-CoA ligase"	AT3G16910.1	CHR03V5|COORD:10799157..10794842|protein AMP-binding protein, putative, expressed	LOC_Os03g19240.1	" no descriptionmoderately similar to ( 254)AT3G16910| Symbols: AAE7, ACN1 | AAE7/ACN1 (ACYL-ACTIVATING ENZYME 7); AMP binding / acetate-CoA ligase | chr3:5773237-5775417 REVERSEnot assigned not assigned PRK08162 CaiC AMP-binding PRK08276 PRK06178 PRK08316 PRK06018 PRK07008 PRK08315 PRK07771 PRK03640 PRK06187 PRK07529 Acs PRK07770 PRK07059 PRK06188 PRK07788 PRK04319 PRK05677 PRK07684 PRK06839 "	lipid metabolism.FA synthesis and FA elongation.acyl coa ligase	11_1_8

CUST_120490_PI403524517	2	0.43630314	0.4074092	0.0767355	-0.07673597	-0.28555012	-0.38739538	35_34060	"Cluster: Hypothetical protein P0469E09.24; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0469E09.24 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5NBB8	CHR1V7|COORD:6814911..6816707| glycosyl transferase family 1 protein	AT1G19710.1	CHR01V5|COORD:8888246..8882308|protein transferase, transferring glycosyl groups, putative, expressed	LOC_Os01g15780.1	no description	not assigned.unknown	35_2

CUST_52454_PI403524517	2	0.25365543	0.4891386	0.16096115	-0.16096115	-0.25323486	-0.17876148	35_14946	"Cluster: RNA binding protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: RNA binding protein, putative, expressed - Oryza sativa (jap"	UniRef90_Q2QSR7	CHR1V7|COORD:3015475..3018037| catalytic/ coenzyme binding	AT1G09340.1	CHR12V5|COORD:13100965..13103633|protein RNA binding protein, putative, expressed	LOC_Os12g23180.1	no descriptionmoderately similar to ( 389)AT1G09340| Symbols:  | catalytic/ coenzyme binding | chr1:3015475-3018037 FORWARDnot assigned WcaG Epimerase	not assigned.unknown	35_2

CUST_56485_PI403524517	2	0.04470539	-0.56003	-0.00289917	0.0028982162	-0.071172714	0.06358242	35_16078	"Cluster: Putative TIP120 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative TIP120 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6H4V4	"CHR2V7|COORD:690344..697341| CAND1 (CULLIN-ASSOCIATED AND NEDDYLATION DISSOCIATED, HEMIVENATA); binding"	AT2G02560.2	CHR02V5|COORD:3669320..3659090|protein cullin-associated NEDD8-dissociated protein 1, putative, expressed	LOC_Os02g07120.1	" no descriptionhighly similar to ( 837)AT2G02560| Symbols: ATCAND1, ETA2, TIP120, HVE, CAND1 | CAND1 (CULLIN-ASSOCIATED AND NEDDYLATION DISSOCIATED, HEMIVENATA); binding | chr2:690344-697341 FORWARDnot assigned TIP120 "	not assigned.no ontology	35_1

CUST_66259_PI403524517	2	0.09581852	0.20441818	0.015527725	-0.12436485	-0.015527725	-0.13690853	35_18922	Rep: PREDICTED: hypothetical protein - Macaca mulatta	UniRef90_UPI0000D9F26E	0	0	0	0	no description	not assigned.unknown	35_2

CUST_63234_PI403524517	2	-0.042913437	-0.011274338	0.011273384	0.053753853	0.08241367	-0.059827805	35_18048	"Cluster: Protoporphyrinogen oxidase I; n=1; Oryza sativa (japonica cultivar-group)|Rep: Protoporphyrinogen oxidase I - Oryza sativa (japonica cultivar-group)"	UniRef90_Q9AR38	"CHR4V7|COORD:729929..732309| PPOX (PROTOPORPHYRINOGEN OXIDASE); protoporphyrinogen oxidase"	AT4G01690.1	CHR01V5|COORD:10288674..10292314|protein protoporphyrinogen oxidase, chloroplast precursor, putative, expressed	LOC_Os01g18320.1	" no descriptionhighly similar to ( 559)AT4G01690| Symbols: HEMG1, PPOX | PPOX (PROTOPORPHYRINOGEN OXIDASE); protoporphyrinogen oxidase | chr4:729929-732309 FORWARDhighly similar to ( 552)PPOC_TOBACProtoporphyrinogen oxidase, chloroplast precursor - Nicotiana tabacum (Common tobacco)not assigned PRK11883 HemY Amino_oxidase PRK07233 PRK12416 "	tetrapyrrole synthesis.protoporphyrin IX oxidase	19_9

CUST_493_PI403524517	2	-0.68376493	1.036416	-0.06489372	0.40213013	0.064893246	-0.6620865	35_129	"Cluster: Glycine-rich cell wall structural protein precursor; n=1; Hordeum vulgare|Rep: Glycine-rich cell wall structural protein precursor - Hordeum vulgare (B"	UniRef90_P17816	CHR4V7|COORD:7758606..7760888| leucine-rich repeat family protein / extensin family protein	AT4G13340.1	CHR02V5|COORD:22583860..22583257|protein glycine-rich cell wall structural protein precursor, putative	LOC_Os02g37400.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned GRP Drf_FH1 Extensin_2 DUF1421 DUF1210 PRK07764 TT_ORF1 GP38 PRK06958 SMN PRK05648 Totivirus_coat PRK12323 tatB COG4371 Trypan_PARP FAP MFMR Atrophin-1 PRK10819 Cytadhesin_P30 PRP8 COG5373 Tymo_45kd_70kd Cornifin PRK07003 PRK08853 Dehydrin DUF605 DUF1517 PRK03427	not assigned.unknown	35_2

CUST_69986_PI403524517	2	0.21048164	0.0149793625	-0.050456524	-0.0149793625	-0.27499342	0.13123512	35_20028	"Cluster: Eukaryotic translation initiation factor 3 subunit 10-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Eukaryotic translation initiation"	UniRef90_Q5SN81	"CHR5V7|COORD:21700905..21705196| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G28770.1); similar to unnamed protein product; gene_id:MYN8.5"	AT5G53440.1	CHR01V5|COORD:26935324..26928752|protein expressed protein	LOC_Os01g46710.1	"no descriptionweakly similar to ( 132)AT5G53440| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G28770.1); similar to unnamed protein product; gene_id:MYN8.5 pir||T34137 similar to unknown protein-related [Medicago truncatula] (GB:ABE80840.1) | chr5:21700905-21705196 REVERSE"	not assigned.unknown	35_2

CUST_4390_PI399408534	2	0.07102299	-0.3287487	-0.07102299	0.1893692	-0.23793507	0.07209587	35_45340	"Cluster: OSJNBa0094O15.14 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0094O15.14 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XXI8	CHR2V7|COORD:12169257..12172838| zinc finger (CCCH-type) family protein	AT2G28450.1	CHR04V5|COORD:311821..319806|protein nucleic acid binding protein, putative, expressed	LOC_Os04g01480.1	no descriptionvery weakly similar to (82.8)AT2G28450| Symbols:  | zinc finger (CCCH-type) family protein | chr2:12169257-12172838 REVERSE	RNA.regulation of transcription.unclassified	27_3_99

CUST_131032_PI403524517	2	-0.0049819946	0.04136944	0.024188995	-0.14256477	0.0049819946	-0.30788708	35_36802	"Cluster: Putative 60S ribosomal L28 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative 60S ribosomal L28 protein - Oryza sativa (japonica cultiv"	UniRef90_Q5TKP2	CHR2V7|COORD:8518834..8520077| structural constituent of ribosome	AT2G19730.2	0	0	no description	not assigned.unknown	35_2

CUST_96369_PI403524517	2	0.55398464	-0.16208649	0.26686668	-0.054684162	0.054683685	-0.52643013	35_27526	"Cluster: OSJNBb0012E24.2 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBb0012E24.2 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7X8K1	CHR3V7|COORD:17483526..17485194| glycerol-3-phosphate transporter, putative / glycerol 3-phosphate permease, putative	AT3G47420.1	CHR04V5|COORD:27568075..27564384|protein glycerol 3-phosphate permease, putative, expressed	LOC_Os04g46880.2	 no descriptionweakly similar to ( 145)AT3G47420| Symbols:  | glycerol-3-phosphate transporter, putative / glycerol 3-phosphate permease, putative | chr3:17483526-17485194 REVERSEnot assigned 	transporter.membrane system unknown	34_98

CUST_60401_PI403524517	2	0.12064457	-1.0689392	-0.098371506	0.15387821	0.0029449463	-0.0029439926	35_17221	"Cluster: Putative GEKO1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative GEKO1 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z0F0	CHR2V7|COORD:1156779..1158692| GEK1 (GEKO1)	AT2G03800.1	CHR08V5|COORD:15140711..15144966|protein ethanol tolerance protein GEKO1, putative, expressed	LOC_Os08g25140.1	no descriptionmoderately similar to ( 282)AT2G03800| Symbols: GEK1 | GEK1 (GEKO1) | chr2:1156779-1158692 FORWARDtRNA_deacylase PRK03995 COG1650	not assigned.unknown	35_2

CUST_155067_PI403524517	2	-0.015769005	0.06447792	0.015769005	-0.17862701	-0.74900866	0.047545433	35_43320	"Cluster: Putative ubiquitin-specific protease 3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ubiquitin-specific protease 3 - Oryza sativa (japonic"	UniRef90_Q6YXC1	"CHR4V7|COORD:18511852..18514133| ATUBP3 (UBIQUITIN-SPECIFIC PROTEASE 3); ubiquitin-specific protease"	AT4G39910.1	CHR02V5|COORD:21985477..21980838|protein ubiquitin carboxyl-terminal hydrolase 4, putative, expressed	LOC_Os02g36400.1	" no descriptionweakly similar to ( 136)AT4G39910| Symbols: UBP3, ATUBP3 | ATUBP3 (UBIQUITIN-SPECIFIC PROTEASE 3); ubiquitin-specific protease | chr4:18511852-18514133 REVERSEnot assigned UCH Peptidase_C19G peptidase_C19C Peptidase_C19H "	protein.degradation.ubiquitin.ubiquitin protease	29_5_11_5

CUST_116266_PI403524517	2	-0.01360321	0.06016445	0.01360321	-0.021201134	-0.07518387	0.064725876	35_32964	"Cluster: Hypothetical protein P0694A04.40-2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0694A04.40-2 - Oryza sativa (japonica cultiv"	UniRef90_Q5SMZ3	"CHR4V7|COORD:10407582..10408593| similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD72413.1); similar to Os01g0658500 [Oryza sativa"	AT4G19003.2	CHR01V5|COORD:27115460..27112036|protein vacuolar protein sorting protein 25, putative, expressed	LOC_Os01g46932.1	" no descriptionvery weakly similar to (61.6)AT4G19003| Symbols:  | similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD72413.1); similar to Os01g0658500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001043764.1); contains InterPro domain Protein of unknown function DUF852, eukaryotic; (InterPro:IPR008570) | chr4:10407582-10408593 REVERSEESCRT-II "	not assigned.unknown	35_2

CUST_6116_PI404877155	2	-0.023252487	0.6816454	0.21713352	-0.056863785	-0.034466743	0.023252487	Contig18391_x_at	0	0	0	0	0	0	NONE	RNA.regulation of transcription	27_3

CUST_57652_PI403524517	2	-0.0469656	-0.2572956	0.011961937	0.17315197	0.019537926	-0.011961937	35_16434	Rep: Os10g0566700 protein - Oryza sativa (japonica cultivar-group)	UniRef90_Q0IVK2	CHR3V7|COORD:22262418..22263684| chloroplast chaperonin 10, putative	AT3G60210.1	CHR10V5|COORD:22123375..22126947|protein CHL-CPN10, putative, expressed	LOC_Os10g41710.1	 no descriptionweakly similar to ( 145)AT3G60210| Symbols:  | chloroplast chaperonin 10, putative | chr3:22262418-22263684 REVERSEnot assigned not assigned cpn10 Cpn10 groES GroS PRK07764 	protein.folding	29_6

CUST_38957_PI403524517	2	0.018266678	-0.09375763	-0.018266678	-0.07069397	0.07619858	0.036545753	35_11207	Rep: OSJNBb0060E08.18 protein - Oryza sativa (Rice)	UniRef90_Q7XM81	CHR1V7|COORD:23473329..23474018| ATNAP10 (Arabidopsis thaliana non-intrinsic ABC protein 10)	AT1G63270.1	CHR04V5|COORD:31709535..31706594|protein cytochrome c biogenesis ATP-binding export protein ccmA-like, putative	LOC_Os04g53550.1	no descriptionweakly similar to ( 173)AT1G63270| Symbols: ATNAP10 | ATNAP10 (Arabidopsis thaliana non-intrinsic ABC protein 10) | chr1:23473329-23474018 REVERSEvery weakly similar to (52.8)CYSA_CUCSASulfate/thiosulfate import ATP-binding protein cysA - Cucumis sativus (Cucumber)not assigned not assigned not assigned not assigned not assigned not assigned CcmA ABC_CcmA_heme_exporter TauB ABC_NrtD_SsuB_transporters MalK PotA ABC_Carb_Solutes_like CcmA ABC_Class3 ABC_DR_subfamily_A LivF ABC_Org_Solvent_Resistant ABC_TM1139_LivF_branched ABC_cobalt_CbiO_domain1 ABC_Mj1267_LivG_branched ABC_MJ0796_Lo1CDE_FtsE FepC SalX ABC_YhbG ABC_ATPase GlnQ ABC_MalK_N ABC_subfamily_A Ttg2A ABC_PhnC_transporter potA ABC_PotA_N FtsE TauB ModF ABC_Iron-Siderophores_B12_Hemin ABC_HisP_GlnQ_permeases ABC_NatA_sodium_exporter COG3845 COG3638 ABCC_MRP_Like potG LivG COG4152 SunT YhbG NatA DppF CydD CbiO PvdE ABC_NikE_OppD_transporters fbpC tauB ABC_cobalt_CbiO_domain2 ABC_putative_ATPase ZnuC ABC_Carb_Monos_I ABC_CysA_sulfate_importer ABC_tran COG1123 OpuBA ABC_KpsT_Wzt CysA MglA Uup ABCF_EF-3 TagH ABC_Metallic_Cations ABCC_Protease_Secretion COG4674 ProV PRK10419 ABC_BcrA_bacitracin_resist ABC_Pro_Gly_Bertaine ABC_ModC_like ABC_drug_resistance_like MdlB ABC_DrrA PRK10851 AbcC COG4586 COG4181 ABC_FtsE_transporter ABC_PstB_phosphate_transporter COG4619 ABC_MetN_methionine_transporter PRK10522 ABCC_bacteriocin_exporters ABC_FeS_Assembly ABCC_Glucan_exporter_like ABC_OpuCA_Osmoprotection ABCG_EPDR AppF ugpC COG4559 ABC_Carb_Monos_II btuD ABCC_MsbA sufC PRK10636 ssuB SapF PhnK PRK10908 ArpD lolD ABC_RNaseL_inhibitor_domain2 PRK11831 ThiQ PRK10247 araG ABCC_ATM1_transporter ABC_MTABC3_MDL1_MDL2 glnQ ABC_NatA_like CeuD	transport.ABC transporters and multidrug resistance systems	34_16

CUST_17511_PI403524517	2	-0.02376461	-0.30082703	-0.059846878	0.067811966	0.11461258	0.02376461	35_5059	"Cluster: Endonuclease/exonuclease/phosphatase family protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep:"	UniRef90_Q338D5	CHR3V7|COORD:21671843..21674674| hydrolase	AT3G58580.1	CHR10V5|COORD:14031011..14025514|protein CCR4-NOT transcription complex subunit 6, putative, expressed	LOC_Os10g27230.3	no descriptionweakly similar to ( 139)AT3G58580| Symbols:  | hydrolase | chr3:21671843-21674674 REVERSEnot assigned not assigned CCR4	DNA.synthesis/chromatin structure	28_1

CUST_769_PI404877155	2	0.3191719	-0.9776726	-0.6875696	0.5464163	0.017690659	-0.017691612	Contig10722_at	putative starch synthase III [Oryza sativa]	AAL40942.1	starch synthase, putative	At1g11720.1	protein starch synthase III, putative	Os04g53310	"ATSS3;STARCH SYNTHASE III;Encodes a starch synthase that in addition to its role in starch biosynthesis also has a negative regulatory function in the biosynthesis of transient starch."	major CHO metabolism.synthesis.starch.starch synthase	2_1_2_02

CUST_15036_PI403524517	2	0.057724	0.15233707	-0.13692093	-0.04345703	0.021586418	-0.021586418	35_4334	Rep: Ras GTPase - Medicago truncatula (Barrel medic)	UniRef90_Q1SE73	CHR5V7|COORD:5611059..5612642| ADP-ribosylation factor, putative	AT5G17060.1	CHR10V5|COORD:22816803..22818952|protein ADP-ribosylation factor, putative, expressed	LOC_Os10g42940.1	 no descriptionmoderately similar to ( 338)AT5G17060| Symbols:  | ADP-ribosylation factor, putative | chr5:5611059-5612642 FORWARDmoderately similar to ( 236)ARF1_DAUCAADP-ribosylation factor 1 - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Arf1_5_like ARF Arf Arf6 Arf_Arl Arl1 Arl5_Arl8 ARD1 Arl3 Arl2 ARLTS1 Arl4_Arl7 Arl6 Sar1 Arfrp1 Arl10_like Arl2l1_Arl13_like Arl9_Arfrp2_like SAR Ras_like_GTPase COG1100 SR_beta G-alpha G-alpha G_alpha Rab COG2229 Rab5_related Rab4 Ras Rab21 RAB 	protein.targeting.secretory pathway.unspecified	29_3_4_99

CUST_423_PI404877155	2	-0.06871128	0.6016245	0.004640579	-0.004640579	-0.14106083	0.08987045	Contig10340_at	NAC2 protein-like [Oryza sativa (japonica cultivar-group)]	BAC99653.1	0	0	protein No apical meristem (NAM) protein, putative	Os08g06140	NONE	RNA.regulation of transcription.NAC domain transcription factor family	27_3_27

CUST_50170_PI403524517	2	-0.2106409	-1.4686155	0.21064186	0.26621246	0.27186584	-0.4283533	35_14317	"Cluster: 23 kDa jasmonate-induced protein; n=1; Hordeum vulgare|Rep: 23 kDa jasmonate-induced protein - Hordeum vulgare (Barley)"	UniRef90_P32024	0	0	CHR04V5|COORD:14015791..14016744|protein jasmonate-induced protein, putative	LOC_Os04g24478.1	no descriptionmoderately similar to ( 337)JI23_HORVU23 kDa jasmonate-induced protein - Hordeum vulgare (Barley)	not assigned.unknown	35_2

CUST_104913_PI403524517	2	0.108798504	0.1299591	-0.010832787	-0.073773384	-0.0632205	0.010833263	35_29891	"Cluster: Hypothetical protein OSJNBb0050N02.4; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0050N02.4 - Oryza sativa (japonica cu"	UniRef90_Q8H087		0	CHR03V5|COORD:2675612..2674693|protein expressed protein	LOC_Os03g05450.1	no description	not assigned.unknown	35_2

CUST_71227_PI403524517	2	0.0011482239	0.2954359	-0.060681343	-0.0011482239	0.10508633	-0.09110069	35_20406	"Cluster: OSJNBa0070C17.17 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0070C17.17 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XLD2	"CHR1V7|COORD:5580945..5581926| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G79510.2); similar to hypothetical protein Npun02005080 [Nostoc"	AT1G16320.1	CHR04V5|COORD:30878634..30876559|protein expressed protein	LOC_Os04g52330.1	"no descriptionmoderately similar to ( 238)AT1G16320| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G79510.2); similar to hypothetical protein Npun02005080 [Nostoc punctiforme PCC 73102] (GB:ZP_00108317.1); similar to Os05g0215600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001054933.1); similar to Os04g0613300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001053853.1); contains domain NTF2-like (SSF54427) | chr1:5580945-5581926 FORWARDnot assigned not assigned PRK07764"	not assigned.unknown	35_2

CUST_93936_PI403524517	2	0.041121006	-0.6531396	0.08481598	0.012536049	-0.015806198	-0.012536049	35_26858	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_1877_PI403524517	2	0.06357384	0.18737602	-0.06357288	-0.09443855	-0.09100819	0.17183208	35_497	"Cluster: Phytepsin precursor (EC 3.4.23.40) (Aspartic proteinase) [Contains: Phytepsin 32 kDa subunit; Phytepsin 29 kDa subunit; Phytepsin 16 kDa"	UniRef90_P42210	CHR1V7|COORD:4017117..4019872| aspartyl protease family protein	AT1G11910.1	CHR05V5|COORD:28148525..28154216|protein aspartic proteinase oryzasin-1 precursor, putative, expressed	LOC_Os05g49200.2	no descriptionmoderately similar to ( 262)AT1G11910| Symbols:  | aspartyl protease family protein | chr1:4017117-4019872 REVERSEmoderately similar to ( 357)ASPR_HORVUPhytepsin precursor - Hordeum vulgare (Barley)not assigned Asp SapB_1	protein.degradation.aspartate protease	29_5_4

CUST_23072_PI403524517	2	-0.011091232	0.33068562	-0.041540146	-0.1116457	0.15443802	0.011090279	35_6705	"Cluster: Putative adapter protein ATH-55; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative adapter protein ATH-55 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q8LIB1	CHR5V7|COORD:10780778..10783776| transcription-coupled DNA repair protein-related	AT5G28740.1	CHR07V5|COORD:26822611..26817598|protein XPA-binding protein 2, putative, expressed	LOC_Os07g44970.1	no descriptionmoderately similar to ( 466)AT5G28740| Symbols:  | transcription-coupled DNA repair protein-related | chr5:10780778-10783776 FORWARDnot assigned not assigned not assigned not assigned	DNA.repair	28_2

CUST_48634_PI403524517	2	0.0480175	0.26151562	-0.04801655	-0.1425066	-0.15417004	0.31979084	35_13889	Rep: Ubiquitin extension protein - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q0WV69	"CHR5V7|COORD:6973317..6974465| UBQ4 (ubiquitin 4); protein binding"	AT5G20620.1	CHR08V5|COORD:5075754..5073138|protein ubiquitin family protein, expressed	LOC_Os08g08760.1	"no descriptionweakly similar to ( 150)AT5G03240| Symbols: UBQ3 | UBQ3 (POLYUBIQUITIN 3); protein binding | chr5:771975-772895 REVERSEweakly similar to ( 150)UBIQ_WHEATUbiquitin - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned Ubiquitin ubiquitin UBQ Nedd8 UBL AN1_N RAD23_N Scythe_N UBQ parkin_N Fubi GDX_N SF3a120_C NIRF_N ISG15_repeat2 UBI4 hPLIC_N"	protein.degradation.ubiquitin.ubiquitin	29_5_11_1

CUST_75027_PI403524517	2	0.024169445	0.3980317	0.19135761	-0.19734335	-0.07260513	-0.024168968	35_21507	"Cluster: Os01g0605600 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0605600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JLE3	CHR1V7|COORD:18110731..18113776| zinc ion binding	AT1G48950.1	CHR01V5|COORD:24182576..24188688|protein expressed protein	LOC_Os01g42080.1	no descriptionmoderately similar to ( 223)AT1G48950| Symbols:  | zinc ion binding | chr1:18110731-18113776 FORWARDnot assigned zf-C3HC	not assigned.unknown	35_2

CUST_100625_PI403524517	2	0.0133190155	0.3756776	-0.048359394	-0.013319492	-0.25664282	0.21023464	35_28719	0	0	"CHR1V7|COORD:24116946..24118466| CYP89A2 (CYTOCHROME P450 89A2); oxygen binding"	AT1G64900.1	CHR02V5|COORD:488913..490588|protein cytochrome P450 89A2, putative, expressed	LOC_Os02g01890.1	no description	not assigned.unknown	35_2

CUST_115977_PI403524517	2	-0.04709816	-0.42524624	-0.0040607452	0.031064034	0.012104034	0.0040607452	35_32888	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_135_PI403524517	2	-1.1373515	1.5316391	0.33209133	0.8973203	-1.0696955	-0.33209133	35_34	"Cluster: Carbonic anhydrase, chloroplast precursor; n=1; Hordeum vulgare|Rep: Carbonic anhydrase, chloroplast precursor - Hordeum vulgare (Barley)"	UniRef90_P40880	"CHR5V7|COORD:4760539..4762385| CA2 (BETA CARBONIC ANHYDRASE 2); carbonate dehydratase/ zinc ion binding"	AT5G14740.2	CHR01V5|COORD:26019565..26031938|protein carbonic anhydrase, chloroplast precursor, putative, expressed	LOC_Os01g45274.4	 no descriptionmoderately similar to ( 246)AT5G14740| Symbols: CA18, BETA CA2, CA2 | CA2 (BETA CARBONIC ANHYDRASE 2) | chr5:4758260-4762318 FORWARDmoderately similar to ( 367)CAHC_HORVUCarbonic anhydrase, chloroplast precursor - Hordeum vulgare (Barley)not assigned not assigned not assigned not assigned beta_CA_cladeB Pro_CA CynT beta_CA beta_CA_cladeA beta_CA_cladeC PRK10437 beta_CA_cladeD DUF566 Tymo_45kd_70kd 	TCA / org. transformation.carbonic anhydrases	8_3

CUST_101810_PI403524517	2	0.39811277	0.037644386	-0.19582844	-0.021577358	-0.42452335	0.021577835	35_29048	"Cluster: Peptide transporter PTR2, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Peptide transporter PTR2, putative, expressed - Oryza s"	UniRef90_Q10PG3	"CHR2V7|COORD:487541..489706| ATPTR2-B (NITRATE TRANSPORTER 1); transporter"	AT2G02040.1	CHR03V5|COORD:7122633..7118187|protein peptide transporter PTR2, putative, expressed	LOC_Os03g13240.2	" no descriptionmoderately similar to ( 229)AT2G02040| Symbols: PTR2-B, NTR1, ATPTR2-B | ATPTR2-B (NITRATE TRANSPORTER 1); transporter | chr2:487541-489706 FORWARDnot assigned PTR2 PTR2 tppB "	transport.peptides and oligopeptides	34_13

CUST_97915_PI403524517	2	0.22084904	-0.015913963	0.01591301	-0.059282303	0.05589485	-0.17980957	35_27957	"Cluster: P0460E08.34 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: P0460E08.34 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q94DR6	CHR5V7|COORD:15119469..15120881| seven in absentia (SINA) family protein	AT5G37930.1	CHR01V5|COORD:32384003..32384981|protein ubiquitin-protein ligase/ zinc ion binding protein, putative	LOC_Os01g55640.1	no descriptionvery weakly similar to (95.9)AT5G37930| Symbols:  | seven in absentia (SINA) family protein | chr5:15119469-15120881 REVERSEvery weakly similar to (80.1)SINAL_DROMEProbable E3 ubiquitin-protein ligase sina-like CG13030 - Drosophila melanogaster (Fruit fly)not assigned Sina	development.unspecified	33_99

CUST_84912_PI403524517	2	-0.1291132	-0.022192001	0.008211136	-0.008211136	0.08950329	0.034949303	35_24328	"Cluster: Os05g0115800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0115800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DL92	0	0	CHR05V5|COORD:840267..836318|protein MAP kinase phosphatase, putative, expressed	LOC_Os05g02500.3	no description	not assigned.unknown	35_2

CUST_11785_PI404877155	2	-0.016641617	0.016640663	0.10481262	-0.03764248	0.116594315	-0.10788727	Contig5486_at	unknown protein [Oryza sativa (japonica cultivar-group)] gb|AAP53747.1| unknown protein [Oryza sativa (japonica cultivar-group)]	NP_921460.1	oxidoreductase, 2OG-Fe(II) oxygenase family protein	At3g28480.1	protein putative oxidoreductase	Os03g58890	oxidoreductase, 2OG-Fe(II) oxygenase family	amino acid metabolism.degradation.glutamate family.proline	13_2_2_2

CUST_90551_PI403524517	2	-0.021493435	-0.08960533	-0.02426672	0.021493435	0.0378232	0.08605385	35_25896	"Cluster: Nodulin family protein, putative; n=2; Oryza sativa (japonica cultivar-group)|Rep: Nodulin family protein, putative - Oryza sativa (japonica cultivar-g"	UniRef90_Q10F41	CHR2V7|COORD:11993011..11994744| nodulin family protein	AT2G28120.1	CHR03V5|COORD:27094789..27091327|protein nitrate and chloride transporter, putative, expressed	LOC_Os03g47810.1	no descriptionweakly similar to ( 171)AT2G28120| Symbols:  | nodulin family protein | chr2:11993011-11994744 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Nodulin-like PRK12323 PRK07003 TT_ORF1 Atrophin-1 Herpes_BLLF1 PRK07764 HPC2 Tymo_45kd_70kd	development.unspecified	33_99

CUST_6285_PI403524517	2	0.031051636	-0.03105259	0.15829182	-0.06709576	-0.062360764	0.11662102	35_1741	"Cluster: Adaptin N terminal region family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Adaptin N terminal region family protein, express"	UniRef90_Q10PP1	CHR4V7|COORD:16471960..16476799| coatomer gamma-2 subunit, putative / gamma-2 coat protein, putative / gamma-2 COP, putative	AT4G34450.1	CHR03V5|COORD:6655404..6662963|protein coatomer subunit gamma-2, putative, expressed	LOC_Os03g12590.1	 no descriptionnearly identical (1317)AT4G34450| Symbols:  | coatomer gamma-2 subunit, putative / gamma-2 coat protein, putative / gamma-2 COP, putative | chr4:16471960-16476799 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned SEC21 Adaptin_N Gamma-COP COG5096 	cell. vesicle transport	31_4

CUST_148541_PI403524517	2	0.11621189	-0.114951134	-0.3707962	0.114951134	0.15366173	-0.31065512	35_41555	"Cluster: Hypothetical protein P0481E12.8-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0481E12.8-1 - Oryza sativa (japonica cultivar"	UniRef90_Q5JNJ8	"CHR4V7|COORD:15676494..15677782| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G20670.1); similar to Protein of unknown function DUF506, plant"	AT4G32480.1	CHR01V5|COORD:31599185..31601327|protein plant-specific domain TIGR01615 family protein, expressed	LOC_Os01g54340.1	" no descriptionvery weakly similar to (84.7)AT2G20670| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G32480.1); similar to Protein of unknown function DUF506, plant [Medicago truncatula] (GB:ABD32359.1); contains InterPro domain Protein of unknown function DUF506, plant; (InterPro:IPR006502) | chr2:8919244-8920553 REVERSEnot assigned not assigned not assigned not assigned DUF506 PRK12323 Tymo_45kd_70kd DUF1431 "	not assigned.unknown	35_2

CUST_132632_PI403524517	2	0.2837162	0.49590588	0.14123964	-0.20915318	-0.4568367	-0.14123917	35_37245	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_81753_PI403524517	2	0.0077352524	-0.5226784	-0.012987137	0.091285706	-0.007736206	0.10924053	35_23450	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q75H93	CHR3|COORD:20864079..20866521| expressed protein	AT3G56210.1	CHR03V5|COORD:26147609..26150653|protein expressed protein	LOC_Os03g46310.1	no descriptionweakly similar to ( 186)AT3G56210| Symbols:  | binding | chr3:20864974-20866424 REVERSE	not assigned.unknown	35_2

CUST_9536_PI403524517	2	0.050486565	0.506691	-0.111190796	-0.050486565	-0.20446682	0.063866615	35_2686	"Cluster: Zinc finger (C3HC4-type RING finger)protein-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: Zinc finger (C3HC4-type RING finger)protein-like - O"	UniRef90_Q67WE0	CHR4V7|COORD:16330595..16334869| protein binding / zinc ion binding	AT4G34100.1	CHR06V5|COORD:25973647..25966863|protein protein binding protein, putative, expressed	LOC_Os06g43210.1	no descriptionhighly similar to ( 848)AT4G34100| Symbols:  | protein binding / zinc ion binding | chr4:16330595-16334869 FORWARDnot assigned SSM4	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_13023_PI404877155	2	0.09254646	-0.03849888	-0.015898705	-0.019856453	0.049715996	0.015898705	Contig6746_at	unnamed protein product [Oryza sativa (japonica cultivar-group)]	NP_913011.1	COP9 signalosome complex subunit 2 / CSN complex subunit 2 (CSN2)	At2g26990.1	protein PCI domain protein, putative	Os01g17180	probable PCI domain protein [imported]	signalling.light.COP9 signalosome	30_11_1

CUST_13235_PI399408534	2	0.038586617	0.3022108	0.0877676	-0.12586594	-0.038586617	-0.09327793	35_21056	"Cluster: U2 snRNP auxilliary factor, large subunit, splicing factor family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: U2 snRNP auxilli"	UniRef90_Q2R0Q1	CHR1V7|COORD:22427673..22431471| U2 snRNP auxiliary factor large subunit, putative	AT1G60900.1	CHR11V5|COORD:24652102..24647349|protein splicing factor U2AF 65 kDa subunit, putative, expressed	LOC_Os11g41820.1	 no descriptionhighly similar to ( 557)AT1G60900| Symbols:  | U2 snRNP auxiliary factor large subunit, putative | chr1:22427673-22431471 FORWARDvery weakly similar to (61.6)ROC1_SPIOL28 kDa ribonucleoprotein, chloroplast - Spinacia oleracea (Spinach)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned RRM_1 RRM COG0724 	RNA.processing.splicing	27_1_1

CUST_19385_PI403524517	2	-1.662159	-3.4339004	0.5738497	0.81232834	0.3175974	-0.31759787	35_5620	"Cluster: Os07g0525900 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os07g0525900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D5Y0	"CHR5V7|COORD:4488764..4490037| CHS (CHALCONE SYNTHASE); naringenin-chalcone synthase"	AT5G13930.1	CHR07V5|COORD:20455154..20453818|protein chalcone synthase DII, putative, expressed	LOC_Os07g34190.1	" no descriptionmoderately similar to ( 297)AT5G13930| Symbols: TT4, ATCHS, CHS | CHS (CHALCONE SYNTHASE); naringenin-chalcone synthase | chr5:4488764-4490037 FORWARDmoderately similar to ( 304)CHSJ_PETHYChalcone synthase J - Petunia hybrida (Petunia)not assigned not assigned CHS_like Chal_sti_synt_N BcsA Chal_sti_synt_C cond_enzymes decarbox_cond_enzymes init_cond_enzymes FabH KAS_III PRK09352 PRK12879 PRK12678 infB "	secondary metabolism.flavonoids.chalcones	16_8_2

CUST_92413_PI403524517	2	-0.034665108	0.034665108	0.034665108	0.04959297	-0.32375526	-0.38486576	35_26425	"Cluster: Os11g0657400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os11g0657400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IRA5	CHR5V7|COORD:15457074..15460237| protein kinase family protein	AT5G38560.1	CHR01V5|COORD:12992131..12987652|protein transposon protein, putative, Mutator sub-class	LOC_Os01g23130.1	no description	not assigned.unknown	35_2

CUST_16981_PI404877155	2	0.046661377	0.016057014	-0.13490295	0.009726524	-0.15091515	-0.009725571	HS06F14u_s_at	OCL5 protein [Zea mays]	CAB96425.1	homeobox-leucine zipper family protein / lipid-binding START domain-containing protein	At1g05230.1	protein Roc1	Os08g08820	L1 specific homeobox gene (ML1) / ovule-specific homeobox protein A20, nearly identical to meristem L1 layer homeobox protein A20 (AtML1) (Arabidopsis thaliana) GI:1881536, protodermal factor2 (PDF2) (Arabidopsis thaliana) GI:14276060 or  similar to antho	RNA.regulation of transcription.HB,Homeobox transcription factor family	27_3_22

CUST_32432_PI403524517	2	0.13476133	0.045953274	0.49457788	-0.045952797	-0.36195707	-0.6854391	35_9351	Rep: AT5g54860/MBG8_12 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q8RWQ5	CHR5V7|COORD:22301947..22304251| integral membrane transporter family protein	AT5G54860.1	CHR01V5|COORD:7897594..7891761|protein folate/biopterin transporter family protein, expressed	LOC_Os01g14100.1	no descriptionmoderately similar to ( 204)AT5G54860| Symbols:  | integral membrane transporter family protein | chr5:22301947-22304251 FORWARDBT1	transport.misc	34_99

CUST_17233_PI403524517	2	0.1289711	-0.0063066483	-0.12328148	0.006307602	-0.04194069	0.045045853	35_4981	"Cluster: Putative tRNA-(N1G37) methyltransferase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative tRNA-(N1G37) methyltransferase - Oryza sativa (japon"	UniRef90_Q5VNJ0	CHR4V7|COORD:13687372..13690376| Met-10+ like family protein	AT4G27340.1	CHR01V5|COORD:16807229..16821201|protein SAM binding motif, putative, expressed	LOC_Os01g29409.1	no descriptionmoderately similar to ( 335)AT4G27340| Symbols:  | Met-10+ like family protein | chr4:13687372-13690376 REVERSEnot assigned COG2520 Met_10 TRM1 TRM PRK04338 TrmA COG4076	not assigned.no ontology	35_1

CUST_64475_PI403524517	2	-0.00538826	0.2001152	-0.0017185211	-0.085829735	0.0017185211	0.076239586	35_18409	"Cluster: Hypothetical protein OJ1034_C08.5; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1034_C08.5 - Oryza sativa (japonica cultivar"	UniRef90_Q6Z2C8	CHR3V7|COORD:3023402..3025747| D111/G-patch domain-containing protein	AT3G09850.1	CHR08V5|COORD:11462366..11456774|protein G-patch domain containing protein, expressed	LOC_Os08g19170.1	no descriptionmoderately similar to ( 302)AT3G09850| Symbols:  | D111/G-patch domain-containing protein | chr3:3023402-3025747 REVERSEnot assigned not assigned not assigned not assigned G-patch G_patch	not assigned.no ontology	35_1

CUST_13510_PI404877155	2	0.22546959	0.124741554	-0.45911598	0.013902664	-0.013902664	-0.03153038	Contig7242_at	xanthine/uracil permease family protein [Arabidopsis thaliana] pir||T00984 probable membrane transporter At2g26510 [imported] - Arabidopsis	NP_180219.1	xanthine/uracil permease family protein	At2g26510.1	protein probable membrane transporter At2g26510 [imported] - Arabidopsis thaliana	Os12g39420	ribosomal protein S4 type	transport.misc	34_99

CUST_178190_PI403524517	2	-0.005472183	-0.6021857	0.028330803	-0.007788658	0.17930126	0.005472183	35_49557	"Cluster: Tetratricopeptide-like helical; n=1; Medicago truncatula|Rep: Tetratricopeptide-like helical - Medicago truncatula (Barrel medic)"	UniRef90_Q2HUK9	CHR2V7|COORD:771640..773481| pentatricopeptide (PPR) repeat-containing protein	AT2G02750.1	CHR01V5|COORD:23907991..23911608|protein pentatricopeptide repeat protein PPR986-12, putative, expressed	LOC_Os01g41650.1	no descriptionvery weakly similar to ( 100)AT2G02750| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr2:771640-773481 REVERSE	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_132961_PI403524517	2	0.27511692	0.6258278	0.07925701	-0.104569435	-0.07925701	-0.23664474	35_37336	"Cluster: Hypothetical protein OSJNBb0086G17.4; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0086G17.4 - Oryza sativa (japonica cu"	UniRef90_Q5KQH1		0	CHR05V5|COORD:29584278..29580758|protein expressed protein	LOC_Os05g51710.1	no description	not assigned.unknown	35_2

CUST_74295_PI403524517	2	0.04524517	0.029849052	-0.06322193	-0.029849052	-0.11061382	0.1856947	35_21305	"Cluster: Os03g0663700 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os03g0663700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DPU0	CHR1V7|COORD:1608557..1611166| endonuclease/exonuclease/phosphatase family protein	AT1G05470.1	CHR03V5|COORD:26018286..26023178|protein type I inositol-1,4,5-trisphosphate 5-phosphatase CVP2, putative, expressed	LOC_Os03g46090.1	no descriptionweakly similar to ( 153)AT1G05470| Symbols:  | endonuclease/exonuclease/phosphatase family protein | chr1:1608557-1611166 REVERSEnot assigned IPPc COG5411 Exo_endo_phos	DNA.synthesis/chromatin structure	28_1

CUST_18960_PI404877155	2	0.0094127655	-0.2756157	-0.07381439	0.105587006	0.077825546	-0.009410858	HY01F01u_s_at	UTP--GLUCOSE-1-PHOSPHATE URIDYLYLTRANSFERASE (UDP-GLUCOSE PYROPHOSPHORYLASE) (UDPGP) (UGPASE) pir||JC4785 UTP-glucose-1-phosphate uridylyltr	Q43772	UTP--glucose-1-phosphate uridylyltransferase, putative / UDP-glucose pyrophosphorylase, putative / UGPase, putat	At5g17310.2	protein UTP--glucose-1-phosphate uridylyltransferase	Os09g38030	NONE	glycolysis.UGPase	4_01

CUST_16371_PI404877155	2	0.5972185	-2.1209278	-0.7147312	0.9983578	0.77186203	-0.59721947	HA10A12u_x_at	chlorophyll a/b binding protein of LHCII type I precursor [Panax ginseng]	AAB87573.1	chlorophyll A-B binding protein / LHCII type I (LHB1B2)	At2g34420.2	protein chlorophyll a/b binding protein 1.	Os09g17740	chlorophyll a/b-binding protein WCAB precursor	PS.lightreaction.photosystem II.LHC-II	1_01_01_01

CUST_142131_PI403524517	2	0.4007821	0.25144625	0.022757053	-0.34584522	-0.022757053	-0.1665492	35_39838	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_113353_PI403524517	2	0.31395292	-0.14170694	0.0073127747	0.10695982	-0.45836973	-0.0073132515	35_32174	"Cluster: Kinesin heavy chain, putative; n=2; Oryza sativa (japonica cultivar-group)|Rep: Kinesin heavy chain, putative - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5W6L9	CHR1V7|COORD:16816094..16817173| DNA binding / ligand-dependent nuclear receptor	AT1G44191.1	CHR03V5|COORD:21647792..21641881|protein kinesin heavy chain, putative, expressed	LOC_Os03g39020.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07764 PRK12323 Atrophin-1 Drf_FH1 Extensin_2 DUF1421 PRK05648 IER Tymo_45kd_70kd PRK07003 GRASP55_65 PRK00708 HPC2 Totivirus_coat	not assigned.unknown	35_2

CUST_23689_PI403524517	2	-0.107782364	-0.32265472	0.13976955	0.15359974	0.052599907	-0.052599907	35_6884	Rep: OSIGBa0115K01-H0319F09.12 protein - Oryza sativa (Rice)	UniRef90_Q01HP0	"CHR5V7|COORD:7874851..7876094| similar to coiled-coil-helix-coiled-coil-helix domain containing protein [Medicago truncatula] (GB:CAJ00011.1); contains"	AT5G23395.1	CHR04V5|COORD:26152970..26156093|protein coiled-coil-helix-coiled-coil-helix domain-containing protein 4, putative, expressed	LOC_Os04g44550.1	"no descriptionweakly similar to ( 101)AT5G23395| Symbols:  | similar to coiled-coil-helix-coiled-coil-helix domain containing protein [Medicago truncatula] (GB:CAJ00011.1); contains InterPro domain CHCH; (InterPro:IPR010625) | chr5:7874851-7876094 REVERSEnot assigned"	not assigned.unknown	35_2

CUST_12948_PI403524517	2	0.016778946	-0.060090065	-0.0010194778	-0.017522812	0.0010185242	0.0790987	35_3705	"Cluster: SPFH domain / Band 7 family, putative; n=1; Medicago truncatula|Rep: SPFH domain / Band 7 family, putative - Medicago truncatula (Barrel medic)"	UniRef90_Q1SBN2	CHR2V7|COORD:1066714..1068931| band 7 family protein	AT2G03510.1	CHR03V5|COORD:17511210..17505878|protein SPFH domain-containing protein 2 precursor, putative, expressed	LOC_Os03g30790.1	no descriptionmoderately similar to ( 491)AT2G03510| Symbols:  | band 7 family protein | chr2:1066714-1068931 FORWARDnot assigned Band_7_3 PHB Band_7 HflC Band_7_HflC Band_7_stomatin_like Band_7 Band_7_HflK	not assigned.no ontology	35_1

CUST_120481_PI403524517	2	0.020504951	0.557601	-0.020504475	-0.15946579	-0.36766195	0.07552624	35_34058	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_150203_PI403524517	2	0.21587515	0.05635643	-0.20375538	-0.21863985	-0.028338432	0.028338432	35_42019	Rep: Transcription factor HBP-1a - Triticum aestivum (Wheat)	UniRef90_Q41556	CHR2V7|COORD:14930359..14933104| bZIP transcription factor family protein	AT2G35530.1	CHR03V5|COORD:7348755..7337204|protein transcription factor HBP-1a, putative, expressed	LOC_Os03g13614.3	no descriptionMFMR	not assigned.unknown	35_2

CUST_134361_PI403524517	2	-0.62744474	0.13995123	0.3919425	-0.37637615	-0.13995123	0.7617264	35_37700	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_171702_PI403524517	2	0.11637783	0.6532936	-0.11637783	-0.6984992	-1.0688162	0.24607944	35_47841	"Cluster: Zinc finger CW-type coiled-coil domain protein 3-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Zinc finger CW-type coiled-coil domain protein"	UniRef90_Q69XV8		0	CHR06V5|COORD:24997107..24985841|protein MORC family CW-type zinc finger 3, putative, expressed	LOC_Os06g41710.1	no description	not assigned.unknown	35_2

CUST_100089_PI403524517	2	0.048560143	0.04276848	-0.030374527	-0.20875263	0.03037548	-0.3138013	35_28574	"Cluster: Membrane protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Membrane protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69K99	CHR4V7|COORD:17810177..17811343| protein binding / zinc ion binding	AT4G37880.1	CHR06V5|COORD:23101040..23097860|protein protein UNQ2508/PRO5996, putative, expressed	LOC_Os06g38940.2	no descriptionweakly similar to ( 147)AT4G37880| Symbols:  | protein binding / zinc ion binding | chr4:17810177-17811343 FORWARDnot assigned	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_171234_PI403524517	2	0.6609726	-0.20143795	0.15347385	0.28788185	-0.15347433	-0.64284897	35_47697	"Cluster: Putative oxidoreductase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative oxidoreductase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6AV32	CHR3V7|COORD:6553674..6554993| oxidoreductase, 2OG-Fe(II) oxygenase family protein	AT3G19000.1	CHR03V5|COORD:23406465..23404458|protein gibberellin 20 oxidase 2, putative, expressed	LOC_Os03g42130.1	 no descriptionweakly similar to ( 120)AT3G19000| Symbols:  | oxidoreductase, 2OG-Fe(II) oxygenase family protein | chr3:6554010-6554993 REVERSEvery weakly similar to (55.5)G3O22_WHEATGibberellin 3-beta-dioxygenase 2-2 - Triticum aestivum (Wheat)not assigned PcbC 	secondary metabolism.flavonoids.flavonols	16_8_4

CUST_114769_PI403524517	2	0.07932949	-0.20676517	-0.12872791	-0.07932949	0.13959503	0.1000576	35_32571	"Cluster: Hydroxyproline-rich glycoprotein DZ-HRGP precursor; n=1; Volvox carteri f. nagariensis|Rep: Hydroxyproline-rich glycoprotein DZ-HRGP precursor - Volvox"	UniRef90_Q9SBM1	CHR1V7|COORD:6978101..6985306| family II extracellular lipase, putative	AT1G20130.1	CHR08V5|COORD:395077..393302|protein vegetative cell wall protein gp1 precursor, putative, expressed	LOC_Os08g01690.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07764	not assigned.unknown	35_2

CUST_37561_PI403524517	2	-0.16484118	0.24900627	0.16484118	-0.31772757	-0.23405743	3.3007183	35_10818	"Cluster: Hypothetical protein OJ1041F02.1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1041F02.1 - Oryza sativa (japonica cultivar-g"	UniRef90_Q84QA4	CHR4V7|COORD:13798019..13802982| importin beta-2 subunit family protein	AT4G27640.1	CHR07V5|COORD:23263600..23254730|protein importin beta-3, putative, expressed	LOC_Os07g38760.1	no descriptionweakly similar to ( 164)AT4G27640| Symbols:  | importin beta-2 subunit family protein | chr4:13798019-13802982 REVERSEnot assigned not assigned not assigned KAP95	protein.targeting.nucleus	29_3_1

CUST_4229_PI399408534	2	0.34301758	0.016430855	-0.10382366	-0.055345535	0.098667145	-0.016429901	35_27985	"Cluster: Os08g0513700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os08g0513700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J4H4	"CHR1V7|COORD:7325031..7328922| SPL14 (SQUAMOSA PROMOTER BINDING PROTEIN-LIKE 14); DNA binding / transcription factor"	AT1G20980.1	CHR08V5|COORD:25349076..25354702|protein squamosa promoter-binding-like protein 16, putative, expressed	LOC_Os08g40260.1	" no descriptionvery weakly similar to (74.3)AT1G20980| Symbols: FBR6, SPL1R2, ATSPL14, SPL14 | SPL14 (SQUAMOSA PROMOTER BINDING PROTEIN-LIKE 14); DNA binding / transcription factor | chr1:7325031-7328922 FORWARDvery weakly similar to (55.8)LG1_MAIZEProtein LIGULELESS 1 - Zea mays (Maize)SBP "	RNA.regulation of transcription.SBP,Squamosa promoter binding protein family	27_3_28

CUST_165309_PI403524517	2	0.45775795	-0.028182507	0.028182507	0.16562986	-0.30037546	-0.20750093	35_46068	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_13714_PI404877155	2	0.05526638	0.15550995	0.035128593	-0.1631937	-0.03512764	-0.03673458	Contig7451_at	calcium/proton exchanger CAX1-like protein [Zea mays]	AAF91350.1	cation exchanger, putative (CAX3)	At3g51860.1	protein calcium/proton exchanger, putative	Os05g51610	calcium/proton exchanger CAX1-like protein	transport.calcium	34_21

CUST_177545_PI403524517	2	0.024648666	-0.90319014	-0.0697031	0.1750822	0.15910769	-0.024649143	35_49386	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_72395_PI403524517	2	0.25383282	0.003894806	-0.0038938522	-0.4665661	-0.638813	0.32651615	35_20750	"Cluster: Hypothetical protein OSJNBa0010K01.16; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0010K01.16 - Oryza sativa (japonica"	UniRef90_Q5NA62	CHR4V7|COORD:10275928..10278502| leucine-rich repeat family protein / extensin family protein	AT4G18670.1	CHR01V5|COORD:7772847..7774130|protein expressed protein	LOC_Os01g13870.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF1618 PRK12323 PRK07003 APC_basic PRK12678 PRK09169 HPC2	not assigned.unknown	35_2

CUST_94007_PI403524517	2	0.104888916	-0.0019874573	0.006372452	-0.1717329	-0.14880943	0.0019874573	35_26877	Rep: UPI000061676D UniRef100 entry - Bos Taurus	UniRef90_UPI000061676D	CHR1V7|COORD:6978101..6985306| family II extracellular lipase, putative	AT1G20130.1	CHR01V5|COORD:3761348..3771443|protein transposon protein, putative, CACTA, En/Spm sub-class	LOC_Os01g07840.1	no description	not assigned.unknown	35_2

CUST_168827_PI403524517	2	0.09237671	0.29477692	-0.12270641	-0.12740707	-0.09237671	0.11408138	35_47016	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_17847_PI404877155	2	-0.047063828	-0.2999096	0.047063828	0.1895504	0.23977375	-0.08659458	HVSMEa0001E11r2_at	putative aspartate aminotransferase [Oryza sativa (japonica cultivar-group)] dbj|BAB86539.1| putative aspartate aminotransferase [Oryza sati	NP_915689.1	aminotransferase class I and II family protein	At2g22250.2	protein probable aspartate aminotransferase [imported] - Arabidopsis thaliana	Os01g65090	NONE	amino acid metabolism.central amino acid metabolism.aspartate.synthesis	13_1_1_2

CUST_59857_PI403524517	2	0.05727482	-0.45835495	-0.07620716	0.06684017	-0.023030281	0.023030281	35_17065	"Cluster: Ubiquinol--cytochrome-c reductase, putative; n=2; Oryza sativa (japonica cultivar-group)|Rep: Ubiquinol--cytochrome-c reductase, putative - Oryza"	UniRef90_Q53PN7	CHR1V7|COORD:5203086..5203892| ubiquinol-cytochrome C reductase complex 7.8 kDa protein, putative / mitochondrial hinge protein, putative	AT1G15120.1	CHR11V5|COORD:3033412..3035921|protein ubiquinol-cytochrome c reductase complex 7.8 kDa protein, putative, expressed	LOC_Os11g06340.1	 no descriptionweakly similar to ( 133)AT1G15120| Symbols:  | ubiquinol-cytochrome C reductase complex 7.8 kDa protein, putative / mitochondrial hinge protein, putative | chr1:5203086-5203892 FORWARDweakly similar to ( 112)UCRH_SOLTUnot assigned UCR_hinge 	mitochondrial electron transport / ATP synthesis.cytochrome c reductase	9_5

CUST_26823_PI399408534	2	0.022379875	0.24254036	-0.0022411346	-0.1924057	0.0022420883	-0.011380196	35_27121	"Cluster: Putative DNA-binding protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative DNA-binding protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q94CZ7	CHR4V7|COORD:871268..872885| pentatricopeptide (PPR) repeat-containing protein	AT4G01990.1	CHR01V5|COORD:11090765..11085832|protein tetratricopeptide-like helical, putative, expressed	LOC_Os01g19548.2	no descriptionweakly similar to ( 145)AT4G01990| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr4:871268-872885 REVERSE	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_15760_PI403524517	2	0.16576624	-0.45819807	-0.05142021	0.061832905	-0.21094608	0.05142021	35_4550	"Cluster: Insulinase containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Insulinase containing protein, expressed - Oryza sativa (jap"	UniRef90_Q10LS9	CHR1V7|COORD:2115154..2120634| metalloendopeptidase	AT1G06900.1	CHR03V5|COORD:12437275..12447866|protein nardilysin precursor, putative, expressed	LOC_Os03g21810.1	no descriptionmoderately similar to ( 201)AT1G06900| Symbols:  | metalloendopeptidase | chr1:2115154-2120634 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Ptr Peptidase_M16 PqqL PRK02363 YL1 COG1026 TT_ORF1	protein.degradation	29_5

CUST_35451_PI403524517	2	-0.033424854	-0.64818335	-0.16279793	0.19943476	0.033424377	0.277277	35_10223	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_140447_PI403524517	2	0.1659565	0.029548645	-0.10078812	-0.035165787	-0.029548645	0.05273819	35_39381	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_171047_PI403524517	2	0.29760647	-0.10346031	-0.013426304	0.013426304	1.1613998	-0.09521198	35_47647	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_182163_PI403524517	2	0.0306139	-1.7926731	-0.2023077	0.092178345	0.1371069	-0.0306139	35_50643	"Cluster: Origin recognition complex subunit 2; n=2; Oryza sativa (japonica cultivar-group)|Rep: Origin recognition complex subunit 2 - Oryza sativa (japonica"	UniRef90_Q9XFD6	"CHR2V7|COORD:15766646..15768194| ATORC2/ORC2 (ORIGIN RECOGNITION COMPLEX SECOND LARGEST SUBUNIT); DNA replication origin binding / protein binding"	AT2G37560.1	CHR03V5|COORD:4428280..4425830|protein origin recognition complex subunit 2, putative, expressed	LOC_Os03g08640.1	 no descriptionmoderately similar to ( 214)AT2G37560| Symbols: ORC2, ATORC2 | ATORC2/ORC2 (ORIGIN RECOGNITION COMPLEX SECOND LARGEST SUBUNIT) | chr2:15766646-15768194 FORWARDnot assigned ORC2 ORC2 	not assigned.no ontology	35_1

CUST_103293_PI403524517	2	0.23998356	0.013411522	0.3114276	-0.013411045	-0.42668152	-0.54099655	35_29456	"Cluster: Ubiquitin carboxyl-terminal hydrolase family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Ubiquitin carboxyl-terminal"	UniRef90_Q2QM18	CHR2V7|COORD:11727562..11727966| proline-rich family protein	AT2G27390.1	CHR12V5|COORD:26421369..26427732|protein ubiquitin carboxyl-terminal hydrolase family protein, expressed	LOC_Os12g42600.1	no descriptionnot assigned not assigned not assigned PRK07764	not assigned.unknown	35_2

CUST_75892_PI403524517	2	0.14256191	-0.39335728	-0.22644997	0.04576969	0.047844887	-0.04576969	35_21754	Rep: F27F5.5 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q9MAL1	"CHR1V7|COORD:17002016..17003887| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G03260.1); similar to expressed protein [Oryza sativa (japonica"	AT1G44960.1	CHR11V5|COORD:19078802..19084038|protein dedA, putative, expressed	LOC_Os11g33100.1	"no descriptionweakly similar to ( 111)AT1G44960| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G03260.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABA94087.1); contains domain UNCHARACTERIZED (PTHR12677) | chr1:17002016-17003887 FORWARDnot assigned not assigned SNARE_assoc COG0398"	not assigned.unknown	35_2

CUST_9161_PI404877155	2	-0.07542992	-0.7164335	-0.27958345	0.34164715	0.07543039	0.50330734	Contig2949_s_at	Sedoheptulose-1,7-bisphosphatase, chloroplast precursor (Sedoheptulose-bisphosphatase) (SBPASE) (SED(1,7)P2ASE) pir||S23452 sedoheptulose-bi	P46285	sedoheptulose-1, 7-bisphosphatase, chloroplast / sedoheptulose-bisphosphatase	At3g55800.1	protein fructose-1,6-bisphosphatase, putative	Os04g16680	sedoheptulose-1,7-bisphosphatase	PS.calvin cyle.seduheptulose bisphosphatase	1_03_09

CUST_10068_PI403524517	2	-0.009422302	0.13030815	-0.05278015	-0.02103901	0.05825138	0.009422302	35_2843	"Cluster: Putative TATA box-binding protein associated factor 10; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative TATA box-binding protein associated f"	UniRef90_Q69MK0	CHR4|COORD:15353958..15356352| transcription initiation factor IID (TFIID) 23-30kDa subunit (TAF2H) family protein, contains Pfam profile: PF03540 transcription	AT4G31720.1	CHR09V5|COORD:15783884..15780079|protein transcription initiation factor TFIID subunit 10, putative, expressed	LOC_Os09g26180.1	" no descriptionvery weakly similar to (94.0)AT4G31720| Symbols: STG1, TAFII15 | TAFII15 (SALT TOLERANCE DURING GERMINATION 1); transcription factor | chr4:15354229-15355710 REVERSEnot assigned "	RNA.transcription	27_2

CUST_103881_PI403524517	2	0.19569492	-0.3309536	-0.095519066	0.015075684	0.049191475	-0.015075684	35_29615	Rep: B0812A04.3 protein - Oryza sativa (Rice)	UniRef90_Q25A95	CHR5V7|COORD:16332817..16333849| ATPHB3 (PROHIBITIN 3)	AT5G40770.1	CHR02V5|COORD:22342316..22341194|protein mitochondrial prohibitin complex protein 1, putative, expressed	LOC_Os02g37000.1	no descriptionmoderately similar to ( 239)AT5G40770| Symbols: ATPHB3 | ATPHB3 (PROHIBITIN 3) | chr5:16332817-16333849 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Band_7_prohibitin PHB Band_7 HflC Band_7 Herpes_BLLF1 Atrophin-1 PRK07003 Band_7_HflC	not assigned.no ontology	35_1

CUST_8504_PI404877155	2	0.028315544	0.26513577	0.0061903	-0.1388464	-0.28775024	-0.0061903	Contig2510_at	0	0	hypoxia-responsive family protein	At3g05550.1	protein Hypoxia induced protein conserved region, putative	Os07g47670	putative Rab5-interacting protein - like	RNA.regulation of transcription.bHLH,Basic Helix-Loop-Helix family	27_3_06

CUST_24709_PI403524517	2	0.08134556	-0.50876236	0.65229225	-0.1501236	0.4659443	-0.08134556	35_7170	Rep: Hypothetical protein - Oryza sativa (Rice)	UniRef90_Q9ZTU3	CHR1V7|COORD:1336563..1337766| male sterility MS5 family protein	AT1G04770.1	CHR05V5|COORD:24914112..24916386|protein pollenless3, putative, expressed	LOC_Os05g43040.1	no descriptionmoderately similar to ( 348)AT5G48850| Symbols:  | male sterility MS5 family protein | chr5:19822802-19824925 REVERSEnot assigned	development.unspecified	33_99

CUST_25835_PI403524517	2	0.051753044	0.33094692	0.10855293	-0.06895161	-0.051753044	-0.06270218	35_7488	"Cluster: Putative LRR receptor-like protein kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative LRR receptor-like protein kinase - Oryza sativa (j"	UniRef90_Q9ASK4	CHR2V7|COORD:6925121..6927401| leucine-rich repeat family protein / extensin family protein	AT2G15880.1	CHR01V5|COORD:554817..550824|protein ATP binding protein, putative, expressed	LOC_Os01g02040.2	no descriptionnot assigned PRK07764	not assigned.unknown	35_2

CUST_22881_PI399408534	2	0.45652103	0.7526121	-0.10616493	-0.09468365	0.066747665	-0.06674814	35_10461	"Cluster: Helix-loop-helix DNA-binding domain containing protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Helix-loop-helix DNA-binding domain"	UniRef90_Q10QP6	CHR1V7|COORD:27183728..27185930| basic helix-loop-helix (bHLH) family protein (bHLH096)	AT1G72210.1	CHR03V5|COORD:4608052..4609631|protein helix-loop-helix-like protein, putative, expressed	LOC_Os03g08930.2	no descriptionvery weakly similar to (99.0)AT1G22490| Symbols:  | basic helix-loop-helix (bHLH) family protein | chr1:7938437-7940478 REVERSEnot assigned not assigned not assigned PRK12323 HLH PRK07764 HLH TT_ORF1	RNA.regulation of transcription.bHLH,Basic Helix-Loop-Helix family	27_3_6

CUST_1633_PI403524517	2	0.062314987	0.06043625	0.0	-0.010801315	-0.13443947	0.0	35_432	"Cluster: Heat shock cognate 70 kDa protein 2; n=34; Magnoliophyta|Rep: Heat shock cognate 70 kDa protein 2 - Solanum lycopersicum (Tomato) (Lycopersicon esculen"	UniRef90_P27322	"CHR5V7|COORD:554053..556332| HSC70-1 (heat shock cognate 70 kDa protein 1); ATP binding"	AT5G02500.1	CHR03V5|COORD:34385257..34389878|protein heat shock cognate 70 kDa protein 2, putative, expressed	LOC_Os03g60620.1	" no descriptionnearly identical (1114)AT5G02500| Symbols: HSP70-1, AT-HSC70-1, HSC70, HSC70-1 | HSC70-1 (heat shock cognate 70 kDa protein 1); ATP binding | chr5:554053-556332 REVERSEnearly identical (1088)HSP7C_PETHYHeat shock cognate 70 kDa protein - Petunia hybrida (Petunia)not assigned not assigned not assigned not assigned not assigned not assigned HSP70 dnaK DnaK dnaK hscA hscA PRK11678 MreB_Mbl MreB EutJ "	stress.abiotic.heat	20_2_1

CUST_62880_PI403524517	2	0.15630627	0.94645023	0.05240059	-0.06735325	-0.22590542	-0.05240059	35_17935	"Cluster: Hypothetical protein OSJNBb0050B07.23; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0050B07.23 - Oryza sativa (japonica"	UniRef90_Q69NX3	CHR2V7|COORD:14575306..14575551| similar to Os07g0154300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001058914.1)	AT2G34585.1	CHR07V5|COORD:2880547..2881218|protein expressed protein	LOC_Os07g05950.1	no descriptionvery weakly similar to (66.6)AT2G34585| Symbols:  | similar to Os07g0154300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001058914.1) | chr2:14575306-14575551 REVERSE	not assigned.unknown	35_2

CUST_77581_PI403524517	2	0.07683849	0.41057396	0.036478043	-0.11244869	-0.036478043	-0.053369522	35_22236	"Cluster: Hypothetical protein OJ1001_G01.13; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1001_G01.13 - Oryza sativa (japonica cultiv"	UniRef90_Q60F39	0	0	CHR05V5|COORD:1173104..1177267|protein expressed protein	LOC_Os05g03060.1	no description	not assigned.unknown	35_2

CUST_13593_PI403524517	2	-0.10105753	-1.5584736	-0.38109112	0.10105801	0.23534727	0.31010675	35_3900	"Cluster: Putative 50S ribosomal protein L35; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative 50S ribosomal protein L35 - Oryza sativa (japonica cultiv"	UniRef90_Q67W51	CHR2V7|COORD:10249118..10250496| ribosomal protein L35 family protein	AT2G24090.1	CHR06V5|COORD:26441598..26443890|protein 50S ribosomal protein L35, chloroplast precursor, putative, expressed	LOC_Os06g43900.1	 no descriptionweakly similar to ( 122)AT2G24090| Symbols:  | ribosomal protein L35 family protein | chr2:10249118-10250496 FORWARDweakly similar to ( 122)RK35_SPIOL50S ribosomal protein L35, chloroplast precursor - Spinacia oleracea (Spinach)not assigned not assigned rpmI RpmI Ribosomal_L35p rpl35 	protein.synthesis.mito/plastid ribosomal protein.plastid	29_2_1_1

CUST_20674_PI403524517	2	0.12899399	-1.2998476	-0.17255688	0.031196594	0.10050869	-0.03119564	35_6002	"Cluster: Os10g0403700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os10g0403700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IY01	CHR4V7|COORD:6107379..6109046| oxidoreductase family protein	AT4G09670.1	CHR10V5|COORD:13379833..13382714|protein oxidoreductase, putative, expressed	LOC_Os10g26400.2	no descriptionmoderately similar to ( 388)AT4G09670| Symbols:  | oxidoreductase family protein | chr4:6107379-6109046 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned MviM GFO_IDH_MocA PRK12323 PRK05648 PRK07003 Atrophin-1 PRK11579 PRK07764	not assigned.no ontology	35_1

CUST_11503_PI404877155	2	0.040908813	-0.5448475	-0.11018753	-0.040908813	0.06736183	0.043932915	Contig5202_at	RACB protein [Hordeum vulgare subsp. vulgare]	CAC83043.2	Rac-like GTP-binding protein (ARAC1) (ATGP2)	At2g17800.1	protein Ras family	Os02g02840	0	signalling.G-proteins	30_5

CUST_48231_PI403524517	2	0.11247444	-0.65816784	-0.093984604	0.013092995	-0.013092995	0.16122246	35_13788	"Cluster: PREDICTED: similar to germinal histone H4 gene; n=2; Canis familiaris|Rep: PREDICTED: similar to germinal histone H4 gene - Canis familiaris"	UniRef90_UPI00005A5820	CHR5V7|COORD:24068875..24069186| histone H4	AT5G59690.1	CHR10V5|COORD:20690219..20689571|protein histone H4, putative, expressed	LOC_Os10g39410.1	no descriptionweakly similar to ( 162)AT5G59970| Symbols:  | histone H4 | chr5:24163578-24163889 REVERSEweakly similar to ( 162)H4_PEAHistone H4 - Pisum sativum (Garden pea)not assigned H4 H4 HHT1 Histone	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_31449_PI403524517	2	0.008153915	0.088983536	-0.008152962	-0.040345192	-0.29790306	0.29859066	35_9079	"Cluster: Putative CEO protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative CEO protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8W3G3	0	0	CHR10V5|COORD:22710023..22705650|protein RCD1, putative, expressed	LOC_Os10g42710.6	no description	not assigned.unknown	35_2

CUST_11433_PI404877155	2	-0.3189726	-0.17980385	0.10774708	0.107400894	0.14243126	-0.107400894	Contig5108_s_at	Chorismate synthase 2, chloroplast precursor (5-enolpyruvylshikimate-3-phosphate phospholyase 2) pir||S40409 chorismate synthase (EC 4.2.3.5	Q42885	chorismate synthase, putative / 5-enolpyruvylshikimate-3-phosphate phospholyase, putative	At1g48850.1	protein chorismate synthase	Os03g14990	"EMB1144;EMBRYO DEFECTIVE 1144;chorismate synthase, putative / 5-enolpyruvylshikimate-3-phosphate phospholyase, putative, similar to chorismate synthase from Lycopersicon esculentum (SP:Q42884), Corydalis sempervirens (SP:P27793); contains Pfam chorismate"	amino acid metabolism.synthesis.aromatic aa.chorismate.chorismate synthase	13_1_6_1_7

CUST_34653_PI403524517	2	0.018699646	-0.19134521	-0.10630417	-0.0187006	0.022457123	0.03148651	35_9993	"Cluster: Hypothetical protein OSJNBb0097F01.8; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0097F01.8 - Oryza sativa (japonica cu"	UniRef90_Q84TS4	"CHR3V7|COORD:18543475..18544983| similar to Os03g0372700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001050206.1); similar to hypothetical protein"	AT3G49990.1	CHR03V5|COORD:14649578..14653782|protein low temperature viability protein, expressed	LOC_Os03g25620.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_21546_PI399408534	2	-0.056541443	-0.24071074	-0.13231659	0.05654192	2.2963786	0.14776087	35_48653	"Cluster: SCARECROW-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: SCARECROW-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5N9X3	CHR2V7|COORD:15799701..15801857| scarecrow-like transcription factor 9 (SCL9)	AT2G37650.1	CHR01V5|COORD:36485067..36488385|protein SCARECROW-like protein, putative, expressed	LOC_Os01g62460.3	no descriptionweakly similar to ( 137)AT2G37650| Symbols:  | scarecrow-like transcription factor 9 (SCL9) | chr2:15799701-15801857 FORWARDvery weakly similar to (85.1)CIGR1_ORYSA	RNA.regulation of transcription.GRAS transcription factor family	27_3_21

CUST_10337_PI399408534	2	0.2193737	-0.018074036	-0.08218765	0.018074036	-0.04036331	0.12455654	35_21188	"Cluster: Transcriptional corepressor LEUNIG, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Transcriptional corepressor LEUNIG, putative,"	UniRef90_Q10A93	CHR4V7|COORD:15707869..15713365| LUG (LEUNIG)	AT4G32551.1	CHR03V5|COORD:36279017..36285887|protein transcriptional corepressor LEUNIG, putative, expressed	LOC_Os03g64300.1	 no descriptionmoderately similar to ( 234)AT4G32551| Symbols: RON2, LUG | LUG (LEUNIG) | chr4:15707869-15713365 FORWARDvery weakly similar to (50.8)PF20_CHLREFlagellar WD repeat-containing protein Pf20 - Chlamydomonas reinhardtiinot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned WD40 COG2319 	development.unspecified	33_99

CUST_29254_PI399408534	2	0.1856041	0.0073423386	-0.4159479	0.4102459	-0.03768444	-0.0073432922	35_17290	"Cluster: Os01g0725800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0725800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JJP9	"CHR3V7|COORD:5169334..5172487| SPA3 (SPA1-RELATED 3); signal transducer"	AT3G15354.1	CHR01V5|COORD:30584599..30590785|protein ubiquitin-protein ligase COP1, putative, expressed	LOC_Os01g52640.1	"no descriptionmoderately similar to ( 277)AT3G15354| Symbols: SPA3 | SPA3 (SPA1-RELATED 3); signal transducer | chr3:5169334-5172487 REVERSEweakly similar to ( 172)COP1_PEAE3 ubiquitin-protein ligase COP1 - Pisum sativum (Garden pea)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned WD40 COG2319"	signalling.light	30_11

CUST_152748_PI403524517	2	0.06825352	0.32742834	-0.01990652	-0.33145857	-0.19044256	0.01990652	35_42696	Rep: Aspartic proteinase precursor - Oryza sativa (Rice)	UniRef90_P42211	CHR1V7|COORD:4017117..4019872| aspartyl protease family protein	AT1G11910.1	CHR05V5|COORD:2152889..2157131|protein retrotransposon protein, putative, SINE subclass, expressed	LOC_Os05g04630.6	no descriptionweakly similar to ( 187)AT1G11910| Symbols:  | aspartyl protease family protein | chr1:4017117-4019872 REVERSEmoderately similar to ( 220)ASPRX_ORYSAnot assigned Asp	protein.degradation.aspartate protease	29_5_4

CUST_68098_PI403524517	2	0.088615894	0.30769777	-0.35572243	0.037690163	-0.45640612	-0.037690163	35_19459	"Cluster: P0402A09.8 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: P0402A09.8 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7F2F8	CHR5V7|COORD:21878381..21882043| haloacid dehalogenase-like hydrolase family protein	AT5G53850.2	CHR01V5|COORD:58861..60378|protein E-1 enzyme, putative, expressed	LOC_Os01g01120.1	no descriptionmoderately similar to ( 312)AT5G53850| Symbols:  | haloacid dehalogenase-like hydrolase family protein | chr5:21878843-21882043 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG4229 PRK07003 Atrophin-1 PRK12323 Hydrolase Herpes_BLLF1 DUF566 KAR9	minor CHO metabolism.others	3_5

CUST_178011_PI403524517	2	0.024793625	0.4995184	5.340576E-5	-0.3119526	-0.26022243	-5.340576E-5	35_49511	"Cluster: Putative ubitquitin C-terminal hydrolase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ubitquitin C-terminal hydrolase - Oryza sativa (jap"	UniRef90_Q6ETK2	CHR5V7|COORD:5342582..5344156| ubiquitin carboxyl-terminal hydrolase family 1 protein	AT5G16310.1	CHR02V5|COORD:4457745..4454840|protein ubiquitin carboxyl-terminal hydrolase isozyme L5, putative, expressed	LOC_Os02g08370.1	no descriptionweakly similar to ( 117)AT5G16310| Symbols:  | ubiquitin carboxyl-terminal hydrolase family 1 protein | chr5:5342582-5344156 REVERSEnot assigned not assigned Peptidase_C12	protein.degradation.ubiquitin	29_5_11

CUST_2288_PI403524517	2	-0.043629646	-0.37738323	0.3985119	0.0436306	0.4372053	-0.27346992	35_619	"Cluster: Beta-glucosidase; n=5; Oryza sativa (japonica cultivar-group)|Rep: Beta-glucosidase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q42975	CHR3V7|COORD:6191592..6194130| glycosyl hydrolase family 1 protein	AT3G18080.1	CHR03V5|COORD:28194521..28189464|protein non-cyanogenic beta-glucosidase precursor, putative, expressed	LOC_Os03g49600.1	no descriptionmoderately similar to ( 499)AT3G18080| Symbols:  | glycosyl hydrolase family 1 protein | chr3:6191592-6194130 FORWARDmoderately similar to ( 289)MYRO_BRANAMyrosinase precursor - Brassica napus (Rape)not assigned Glyco_hydro_1 BglB celA PRK09852 arb	misc.gluco-, galacto- and mannosidases	26_3

CUST_18510_PI403524517	2	0.0629015	-0.064468384	0.0021381378	-0.09114456	-0.0021381378	0.031582832	35_5351	"Cluster: Hypothetical protein P0426G01.11; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0426G01.11 - Oryza sativa (japonica cultivar-g"	UniRef90_Q60DW1	CHR1V7|COORD:3128034..3130793| KH domain-containing quaking protein, putative	AT1G09660.1	CHR05V5|COORD:20490481..20485736|protein nucleic acid binding protein, putative, expressed	LOC_Os05g34670.1	 no descriptionmoderately similar to ( 275)AT1G09660| Symbols:  | KH domain-containing quaking protein, putative | chr1:3128207-3130793 REVERSEnot assigned not assigned SF1_like-KH MSL5 	not assigned.no ontology	35_1

CUST_6336_PI399408534	2	0.105249405	-0.112792015	-0.10942173	-0.010489464	0.066988945	0.010489464	35_18540	Rep: Atypical receptor-like kinase MARK - Zea mays (Maize)	UniRef90_Q6Y2W9	"CHR1V7|COORD:17922143..17924411| RKL1 (Receptor-like kinase 1); ATP binding / kinase/ protein serine/threonine kinase"	AT1G48480.1	CHR03V5|COORD:28748354..28744597|protein atypical receptor-like kinase MARK, putative, expressed	LOC_Os03g50450.1	"no descriptionmoderately similar to ( 463)AT3G17840| Symbols: RLK902 | RLK902 (receptor-like kinase 902); ATP binding / kinase/ protein serine/threonine kinase | chr3:6106098-6108436 FORWARDweakly similar to ( 161)PSKR_DAUCAPhytosulfokine receptor precursor - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pkinase Pkinase_Tyr S_TKc S_TKc PTKc TyrKc PTKc_Src_like PTKc_Jak_rpt2 PTKc_Hck PTKc_Itk SPS1 PTKc_Frk_like PTKc_Src PTKc_Csk_like PTKc_Tec_like PTKc_Srm_Brk PTKc_Fyn_Yrk PTKc_Yes PTKc_Lck_Blk PTKc_Lyn PTKc_Tec_Rlk PTKc_Ror PTKc_Abl PTKc_EGFR_like PTKc_Jak2_Jak3_rpt2 PTK_CCK4 PTKc_Chk PTKc_EphR PTKc_Trk PTKc_FGFR PTKc_Fes_like PTKc_RET PTKc_Btk_Bmx PTKc_Csk PTKc_Syk_like PTKc_Ack_like PTKc_Ror1 APC_basic PTKc_Met_Ron PRK07003 PTKc_EphR_B PTKc_Axl_like PTKc_EphR_A2 PTKc_c-ros PTKc_TrkB PTKc_TrkA PTKc_TrkC PTK_HER3 PRK07764 PTKc_FGFR4 PTKc_Aatyk PTKc_HER4 PRK12678 PRK12323 PTKc_Tyk2_rpt2 PTKc_Tyro3 PTKc_Fer PTKc_FGFR2 PTKc_InsR_like PTKc_PDGFR PTKc_ALK_LTK PTKc_Syk PTKc_Ror2 PTKc_EGFR PTKc_EphR_A Herpes_BLLF1 PTKc_FGFR1 PTKc_Axl PTKc_Zap-70 DUF566 PTKc_FAK PTKc_FGFR3 PTKc_HER2 PTK_Ryk COG4886 PTKc_Musk PTKc_VEGFR Atrophin-1 PTK_Jak2_Jak3_rpt1 HPC2 PTK_Jak_rpt1 PRK09169 Tymo_45kd_70kd infB"	signalling.receptor kinases.leucine rich repeat III	30_2_3

CUST_8275_PI399408534	2	-0.88129616	0.12812805	0.93731976	-0.15281105	0.31323624	-0.12812805	35_46921	"Cluster: BHLH protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: BHLH protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5N8F6	CHR2V7|COORD:19098259..19099959| basic helix-loop-helix (bHLH) family protein	AT2G46510.1	CHR01V5|COORD:29598005..29600117|protein DNA binding protein, putative, expressed	LOC_Os01g50940.1	no descriptionweakly similar to ( 176)AT2G46510| Symbols:  | basic helix-loop-helix (bHLH) family protein | chr2:19098259-19099959 REVERSEvery weakly similar to (63.5)ARRS_MAIZEAnthocyanin regulatory R-S protein - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07003 HLH PRK07764 HLH HLH PRK12678 APC_basic Atrophin-1 Drf_FH1	RNA.regulation of transcription.bHLH,Basic Helix-Loop-Helix family	27_3_6

CUST_74914_PI403524517	2	0.019786835	0.41616535	0.05739689	-0.13549805	-0.019786835	-0.05115795	35_21478	"Cluster: Hypothetical protein P0686H11.4; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0686H11.4 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6Z8V3	CHR1V7|COORD:17272625..17274146| F-box family protein	AT1G46840.1	CHR08V5|COORD:24147826..24146225|protein F-box domain containing protein	LOC_Os08g38330.1	no description	not assigned.unknown	35_2

CUST_55084_PI403524517	2	0.10361099	-0.37395477	-0.08314896	0.0058908463	-0.0058908463	0.09053135	35_15678	"Cluster: Hypothetical protein P0663C08.9; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0663C08.9 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6L4R9	CHR1V7|COORD:10779405..10786397| SIT4 phosphatase-associated family protein	AT1G30470.1	CHR05V5|COORD:29436810..29444192|protein SAPS domain family member 2, putative, expressed	LOC_Os05g51490.2	no descriptionhighly similar to ( 813)AT1G30470| Symbols:  | SIT4 phosphatase-associated family protein | chr1:10779405-10786397 FORWARDnot assigned not assigned SAPS	not assigned.no ontology	35_1

CUST_6060_PI403524517	2	0.03889513	-0.41231298	-0.038894653	0.1976242	-0.253088	0.47490025	35_1673	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QNJ0	"CHR1V7|COORD:3009111..3009650| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G56580.1); similar to Os12g0563600 [Oryza sativa (japonica"	AT1G09310.1	CHR12V5|COORD:23081885..23083012|protein expressed protein	LOC_Os12g37650.1	"no descriptionweakly similar to ( 154)AT1G09310| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G56580.1); similar to Os12g0563600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001067038.1); similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:BAC10818.1); similar to Os11g0683600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001068462.1); contains InterPro domain Protein of unknown function DUF538; (InterPro:IPR007493) | chr1:3009111-3009650 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF538 PRK12678 PRK07003 PRK12323 PRK09169"	not assigned.unknown	35_2

CUST_7261_PI403524517	2	0.16345453	-0.95250654	0.019570827	-0.019570827	0.11812782	-0.54738855	35_2018	"Cluster: Imidazoleglycerol-phosphate dehydratase; n=3; BEP clade|Rep: Imidazoleglycerol-phosphate dehydratase - Triticum aestivum (Wheat)"	UniRef90_P34048	CHR3V7|COORD:7951117..7952860| imidazoleglycerol-phosphate dehydratase 1 (IGPD1)	AT3G22425.2	CHR04V5|COORD:31170607..31174937|protein imidazoleglycerol-phosphate dehydratase, putative, expressed	LOC_Os04g52710.1	no descriptionmoderately similar to ( 349)AT3G22425| Symbols:  | imidazoleglycerol-phosphate dehydratase 1 (IGPD1) | chr3:7951117-7952860 FORWARDmoderately similar to ( 376)HIS7_WHEATImidazoleglycerol-phosphate dehydratase - Triticum aestivum (Wheat)not assigned hisF HisB PRK05446 IGPD	amino acid metabolism.synthesis.histidine	13_1_7

CUST_75164_PI403524517	2	-0.14489174	-0.4767542	0.08064461	0.25699234	0.47567558	-0.08064556	35_21544	"Cluster: Os01g0871500 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0871500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JHC6	CHR1V7|COORD:7964191..7966211| proton-dependent oligopeptide transport (POT) family protein	AT1G22540.1	CHR01V5|COORD:38117189..38119847|protein POT family protein, expressed	LOC_Os01g65100.1	no descriptionweakly similar to ( 169)AT1G22540| Symbols:  | proton-dependent oligopeptide transport (POT) family protein | chr1:7964191-7966211 FORWARDnot assigned not assigned not assigned PTR2 PTR2 TT_ORF1 PRK07003	transport.peptides and oligopeptides	34_13

CUST_14696_PI403524517	2	-0.1279912	0.1616311	-0.022784233	0.024680138	-0.3833251	0.022784233	35_4229	"Cluster: Os09g0572500 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os09g0572500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IZF3	0	0	CHR09V5|COORD:22896708..22902150|protein beta-1,4-mannan synthase, putative, expressed	LOC_Os09g39920.1	no description	not assigned.unknown	35_2

CUST_66335_PI403524517	2	0.2754588	0.32578182	0.008899689	-0.008899689	-0.016260624	-0.38530016	35_18943	"Cluster: Hypothetical protein P0669G10.5-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0669G10.5-1 - Oryza sativa (japonica cultivar"	UniRef90_Q6ES24	"CHR4V7|COORD:14251357..14254054| CKL3 (Casein Kinase I-like 3); casein kinase I/ kinase"	AT4G28880.1	CHR02V5|COORD:10371054..10380937|protein casein kinase I isoform delta-like, putative, expressed	LOC_Os02g17910.1	"no descriptionhighly similar to ( 506)AT4G28880| Symbols: CKL3 | CKL3 (Casein Kinase I-like 3); casein kinase I/ kinase | chr4:14251357-14254054 FORWARDvery weakly similar to (69.3)CDPK_DAUCACalcium-dependent protein kinase - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc Pkinase SPS1 S_TKc TyrKc Pkinase_Tyr PTKc PTKc_Srm_Brk PTKc_Src_like PTKc_Jak_rpt2 PTKc_Frk_like PTKc_Tyk2_rpt2 PTKc_PDGFR PTKc_Syk_like PTKc_Fes_like PTKc_Syk PTKc_Lck_Blk PTKc_Hck PTKc_Fyn_Yrk PTKc_FAK PTKc_Src PTKc_Jak1_rpt2 PTKc_Jak2_Jak3_rpt2"	protein.postranslational modification	29_4

CUST_108058_PI403524517	2	-0.65328264	0.009907246	-0.305223	0.78109884	0.66188335	-0.009907246	35_30744	"Cluster: Hypothetical protein OSJNBb0027B08.19; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0027B08.19 - Oryza sativa (japonica"	UniRef90_Q850Y6	"CHR3V7|COORD:6335006..6335704| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G49030.1); similar to Uncharacterized Cys-rich domain [Medicago"	AT3G18470.1	CHR03V5|COORD:34810288..34809610|protein PGPS/D12, putative, expressed	LOC_Os03g61470.1	no description	not assigned.unknown	35_2

CUST_82814_PI403524517	2	-0.047079086	0.07318783	0.047079086	-0.10043621	0.07966232	-0.0727272	35_23748	"Cluster: Os08g0113800 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os08g0113800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J8F7	"CHR2V7|COORD:9839273..9841496| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G49310.1); similar to Protein of unknown function DUF791 [Medicago"	AT2G23093.1	CHR08V5|COORD:739168..732945|protein expressed protein	LOC_Os08g02190.1	"no descriptionweakly similar to ( 125)AT2G23093| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G49310.1); similar to Protein of unknown function DUF791 [Medicago truncatula] (GB:ABE85757.1); contains InterPro domain Protein of unknown function DUF791; (InterPro:IPR008509) | chr2:9839273-9841496 FORWARDnot assigned DUF791"	not assigned.unknown	35_2

CUST_49094_PI403524517	2	-0.009506226	-0.81199455	0.009505272	0.17699814	0.1741314	-0.052824974	35_14013	Rep: Histone H2B.4 - Triticum aestivum (Wheat)	UniRef90_Q43215	CHR2V7|COORD:15743910..15744326| histone H2B, putative	AT2G37470.1	CHR01V5|COORD:36341546..36340693|protein histone H2B.4, putative, expressed	LOC_Os01g62230.1	 no descriptionweakly similar to ( 177)AT5G22880| Symbols:  | histone H2B, putative | chr5:7652133-7652570 REVERSEweakly similar to ( 183)H2B5_WHEATHistone H2B.5 - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned H2B Histone TT_ORF1 Protamine_P1 Tymo_45kd_70kd PRK12323 PRK07764 	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_35233_PI403524517	2	0.17665768	-0.5658684	0.06820297	-0.09977436	0.09474087	-0.068203926	35_10157	"Cluster: Os04g0662800 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os04g0662800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J9B4	CHR1V7|COORD:6900639..6903809| regulator of chromosome condensation (RCC1) family protein	AT1G19880.1	CHR04V5|COORD:33603346..33609730|protein protein RCC2, putative, expressed	LOC_Os04g56720.1	no descriptionmoderately similar to ( 357)AT1G19880| Symbols:  | regulator of chromosome condensation (RCC1) family protein | chr1:6900639-6903809 REVERSEnot assigned not assigned not assigned not assigned ATS1	cell.division	31_2

CUST_51566_PI403524517	2	0.005405426	-0.3064251	-0.07648468	0.009952545	-0.0054035187	0.04877472	35_14696	"Cluster: 60S acidic ribosomal protein P0; n=4; Oryza sativa|Rep: 60S acidic ribosomal protein P0 - Oryza sativa (Rice)"	UniRef90_P41095	CHR2V7|COORD:16715656..16717526| 60S acidic ribosomal protein P0 (RPP0A)	AT2G40010.1	CHR12V5|COORD:1603462..1600954|protein 60S acidic ribosomal protein P0, putative, expressed	LOC_Os12g03880.1	no descriptionmoderately similar to ( 422)AT2G40010| Symbols:  | 60S acidic ribosomal protein P0 (RPP0A) | chr2:16715656-16717526 REVERSEmoderately similar to ( 481)RLA0_ORYSAnot assigned not assigned not assigned not assigned not assigned rplP0 Ribosomal_L10 RplJ Ribosomal_60s RPP1A	protein.synthesis.misc ribososomal protein	29_2_2

CUST_15790_PI403524517	2	0.039333344	0.6582346	-0.08100891	0.39352942	-0.5009589	-0.039333344	35_4558	"Cluster: Early nodulin; n=1; Oryza sativa (japonica cultivar-group)|Rep: Early nodulin - Oryza sativa (japonica cultivar-group)"	UniRef90_O82157	CHR5V7|COORD:9054255..9055154| early nodulin-related	AT5G25940.1	CHR02V5|COORD:7138046..7135189|protein early nodulin 93, putative, expressed	LOC_Os02g13380.1	no descriptionvery weakly similar to (89.7)AT5G25940| Symbols:  | early nodulin-related | chr5:9054255-9055154 REVERSEvery weakly similar to (82.8)NO93_SOYBNEarly nodulin 93 - Glycine max (Soybean)ENOD93	development.unspecified	33_99

CUST_16084_PI399408534	2	-0.008277893	-0.44719028	0.008277893	0.23621416	0.35658693	-0.00987196	35_46668	"Cluster: Hypothetical protein P0020C11.13; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0020C11.13 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6Z7F2	"CHR2V7|COORD:15876347..15877102| EMB1513 (EMBRYO DEFECTIVE 1513); copper ion transporter"	AT2G37920.1	CHR02V5|COORD:21416497..21414066|protein expressed protein	LOC_Os02g35620.1	"no descriptionweakly similar to ( 185)AT2G37920| Symbols: EMB1513 | EMB1513 (EMBRYO DEFECTIVE 1513); copper ion transporter | chr2:15876347-15877102 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07003 PRK07764 TT_ORF1 Pneumo_att_G Herpes_BLLF1"	transport.metal	34_12

CUST_59179_PI403524517	2	0.18942308	0.5674772	-0.39063692	-0.53657246	2.237123	-0.18942356	35_16876	"Cluster: Replication factor C 38 kDa subunit; n=2; Oryza sativa (japonica cultivar-group)|Rep: Replication factor C 38 kDa subunit - Oryza sativa (japonica cult"	UniRef90_Q84N07	CHR5V7|COORD:9823835..9826873| nucleoside-triphosphatase/ nucleotide binding	AT5G27740.1	CHR03V5|COORD:32906711..32902945|protein replication factor C subunit 5, putative, expressed	LOC_Os03g57870.1	no descriptionweakly similar to ( 115)AT5G27740| Symbols:  | nucleoside-triphosphatase/ nucleotide binding | chr5:9823835-9826873 FORWARDnot assigned not assigned not assigned rfc PRK12402 PRK04132 HolB	DNA.synthesis/chromatin structure	28_1

CUST_130270_PI403524517	2	0.76794386	0.01678276	0.26462698	-0.48629427	-0.6385684	-0.016783237	35_36585	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_119165_PI403524517	2	-0.39599085	0.055295944	0.1344881	0.29135895	-0.055295944	-0.12604332	35_33722	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_105884_PI403524517	2	0.26188755	-0.51192427	-0.13491249	0.044977665	0.10887051	-0.044977665	35_30147	"Cluster: HcrVf1 protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: HcrVf1 protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5ZBC0		0	CHR01V5|COORD:23962223..23958615|protein leucine-rich repeat receptor protein kinase EXS precursor, putative, expressed	LOC_Os01g41750.1	no description	not assigned.unknown	35_2

CUST_7503_PI404877155	2	-0.050715923	1.0959411	0.25408983	-0.35528898	0.050715446	-0.29279184	Contig21862_at	putative GTP-binding protein [Oryza sativa (japonica cultivar-group)] gb|AAS07348.1| putative GTP-binding protein [Oryza sativa (japonica	XP_470373.1	Ras-related GTP-binding protein, putative	At1g09630.1	protein putative GTP-binding protein	Os03g62600	NONE	signalling.G-proteins	30_5

CUST_81003_PI403524517	2	0.23749733	-0.918663	-0.01619339	-0.023630142	0.016194344	0.067834854	35_23233	"Cluster: Leucine Rich Repeat family protein, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Leucine Rich Repeat family protein, expressed - Oryza s"	UniRef90_Q10GD4	CHR3V7|COORD:20236982..20239860| F-box family protein (FBL17)	AT3G54650.1	CHR03V5|COORD:24144016..24151597|protein Leucine Rich Repeat family protein, expressed	LOC_Os03g43390.1	no descriptionvery weakly similar to (88.6)AT3G54650| Symbols:  | F-box family protein (FBL17) | chr3:20236982-20239860 REVERSE	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_50397_PI403524517	2	0.022530556	-0.12708378	0.11267853	-0.022529602	0.0416193	-0.068574905	35_14386	Rep: Thioredoxin H-type - Triticum aestivum (Wheat)	UniRef90_O64394	"CHR1V7|COORD:17077704..17078696| ATTRX5 (thioredoxin H-type 5); thiol-disulfide exchange intermediate"	AT1G45145.1	CHR07V5|COORD:4574534..4572545|protein thioredoxin H-type, putative, expressed	LOC_Os07g08840.1	" no descriptionweakly similar to ( 140)AT1G45145| Symbols: ATH5, LIV1, ATTRX5 | ATTRX5 (thioredoxin H-type 5); thiol-disulfide exchange intermediate | chr1:17077704-17078696 REVERSEweakly similar to ( 197)TRXH_WHEATThioredoxin H-type - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned TRX_family Thioredoxin TRX_PICOT PDI_a_family PRK10996 TrxA ybbN TxlA PDI_a_ERp38 trxA COG3118 TRX_CDSP32 TlpA_like_family TRX_NTR PDI_a_ERp46 PDI_a_PDI_a'_C Phd_like PDI_a_PDIR DsbDgamma TRX_superfamily TRX_NDPK COG4232 Phd_like_TxnDC9 "	redox.thioredoxin	21_1

CUST_118309_PI403524517	2	0.23434734	-0.14212656	-0.090415955	0.11834383	0.072156906	-0.072156906	35_33501	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_89323_PI403524517	2	0.124531746	-0.6437664	-0.57865715	0.35842323	0.6035938	-0.1245327	35_25551	"Cluster: Hypothetical protein OSJNBa0006L06.25; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0006L06.25 - Oryza sativa (japonica"	UniRef90_Q9AV76	0	0	CHR10V5|COORD:16907347..16907616|protein hypothetical protein	LOC_Os10g32930.1	no description	not assigned.unknown	35_2

CUST_81251_PI403524517	2	0.12041092	-0.0833621	0.31159353	0.08336258	-0.88650846	-0.2607422	35_23307	"Cluster: Os09g0130800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os09g0130800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J3D0	CHR5V7|COORD:14136290..14140308| DNA-binding protein, putative	AT5G35970.1	CHR09V5|COORD:2361285..2353824|protein ATP binding protein, putative, expressed	LOC_Os09g04440.2	 no descriptionmoderately similar to ( 352)AT5G35970| Symbols:  | DNA-binding protein, putative | chr5:14136290-14140308 REVERSEnot assigned not assigned not assigned 	DNA.unspecified	28_99

CUST_25777_PI403524517	2	-0.05496502	-0.23783302	0.026223183	-0.026223183	0.18177605	0.105644226	35_7473	"Cluster: Os05g0295900 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0295900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DJE5	CHR1V7|COORD:10641225..10645822| binding	AT1G30240.1	CHR05V5|COORD:13038116..13028872|protein expressed protein	LOC_Os05g22990.1	no descriptionvery weakly similar to (66.2)AT1G30240| Symbols:  | binding | chr1:10641225-10645822 REVERSE	not assigned.no ontology	35_1

CUST_19741_PI399408534	2	-0.2963705	0.50972223	0.021529198	-0.3636055	-0.021529198	2.554504	35_24768	"Cluster: Small nuclear ribonucleoprotein Sm D3, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Small nuclear ribonucleoprotein Sm"	UniRef90_Q10PA9	CHR1V7|COORD:7128969..7130361| small nuclear ribonucleoprotein, putative / snRNP, putative / Sm protein, putative	AT1G20580.1	CHR03V5|COORD:7428850..7432091|protein small nuclear ribonucleoprotein Sm D3, putative, expressed	LOC_Os03g13760.1	 no descriptionvery weakly similar to (79.3)AT1G20580| Symbols:  | small nuclear ribonucleoprotein, putative / snRNP, putative / Sm protein, putative | chr1:7128969-7130361 FORWARDnot assigned Sm_D3 	RNA.processing	27_1

CUST_23807_PI403524517	2	-0.032370567	0.41839123	0.08684635	-0.06875515	0.017224312	-0.017225266	35_6915	"Cluster: Acid phosphatase/vanadium-dependent haloperoxidase related; n=1; Medicago truncatula|Rep: Acid phosphatase/vanadium-dependent haloperoxidase"	UniRef90_Q2HT09	"CHR3V7|COORD:7609384..7610608| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G67600.1); similar to Acid phosphatase/vanadium-dependent"	AT3G21610.1	CHR05V5|COORD:27144008..27141501|protein acid phosphatase/vanadium-dependent haloperoxidase related, putative, expressed	LOC_Os05g47530.1	"no descriptionvery weakly similar to (99.8)AT3G21610| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G67600.1); similar to Acid phosphatase/vanadium-dependent haloperoxidase related [Medicago truncatula] (GB:ABD32415.1); contains InterPro domain Acid phosphatase/vanadium-dependent haloperoxidase related; (InterPro:IPR003832) | chr3:7609384-7610212 REVERSECOG1963 DUF212"	not assigned.unknown	35_2

CUST_18092_PI403524517	2	0.049256325	-0.07700443	0.0074415207	-0.0074415207	0.21634197	-0.037852287	35_5225	"Cluster: Adenylosuccinate lyase, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Adenylosuccinate lyase, putative, expressed - Oryza sativ"	UniRef90_Q10MD1	CHR1V7|COORD:13641812..13644120| adenylosuccinate lyase, putative / adenylosuccinase, putative	AT1G36280.1	CHR03V5|COORD:11189599..11193779|protein adenylosuccinate lyase, putative, expressed	LOC_Os03g19930.1	 no descriptionmoderately similar to ( 439)AT1G36280| Symbols:  | adenylosuccinate lyase, putative / adenylosuccinase, putative | chr1:13641812-13644120 FORWARDnot assigned PRK09285 PurB Adenylsuccinate_lyase_like PurB ASL_C Lyase_I Lyase_1 Adenylsuccinate_lyase_1 Lyase_I_like pCLME PRK08540 PRK06390 PRK08937 ArgH PRK07492 Argininosuccinate_lyase PRK09053 PRK08470 	nucleotide metabolism.synthesis.purine.SAICAR lyase	23_1_2_8

CUST_39911_PI403524517	2	0.03330517	0.049521446	-0.03330469	0.079297066	-0.11750603	-0.20801306	35_11480	"Cluster: Hypothetical protein OJ1163_G08.36; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1163_G08.36 - Oryza sativa (japonica cultiv"	UniRef90_Q6ZK43	"CHR1V7|COORD:25328981..25330601| similar to extracellular ligand-gated ion channel [Arabidopsis thaliana] (TAIR:AT1G50630.1); similar to"	AT1G67570.1	CHR08V5|COORD:1599970..1604750|protein expressed protein	LOC_Os08g03430.2	"no descriptionweakly similar to ( 187)AT1G67570| Symbols:  | similar to extracellular ligand-gated ion channel [Arabidopsis thaliana] (TAIR:AT1G50630.1); similar to AT3g20300/MQC12_5 [Medicago truncatula] (GB:ABD32643.1); similar to Os06g0635200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001058140.1); similar to Os08g0128200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001060909.1); contains domain Ubiquitin-like (SSF54236) | chr1:25328981-25330601 FORWARD"	not assigned.unknown	35_2

CUST_88282_PI403524517	2	-0.056959152	0.32193375	-0.10713959	-0.15970516	0.056960106	0.10796547	35_25274	"Cluster: Hypothetical protein P0700F06.26; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0700F06.26 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6K677	0	0	CHR02V5|COORD:33736381..33732722|protein expressed protein	LOC_Os02g55090.1	no description	not assigned.unknown	35_2

CUST_26076_PI403524517	2	-0.049806118	-0.58500576	0.049806595	0.062484264	0.15948153	-0.12794209	35_7554	"Cluster: Rad9 family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Rad9 family protein, expressed - Oryza sativa (japonica cultivar-group"	UniRef90_Q10LK4	CHR3V7|COORD:1585389..1588244| cell cycle checkpoint control protein family	AT3G05480.1	CHR03V5|COORD:12848125..12844061|protein auxin response factor 75, putative, expressed	LOC_Os03g22450.1	no descriptionmoderately similar to ( 343)AT3G05480| Symbols:  | cell cycle checkpoint control protein family | chr3:1585389-1588244 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned Rad9 PCNA PRK07003 DUF566	cell.cycle	31_3

CUST_156952_PI403524517	2	0.10553932	0.6091604	0.052954674	-0.15372086	-0.052955627	-0.18661118	35_43834	"Cluster: Hypothetical protein P0702F03.10; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0702F03.10 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5NAY1		0	CHR12V5|COORD:11860190..11863231|protein expressed protein	LOC_Os12g20310.2	no description	not assigned.unknown	35_2

CUST_11305_PI403524517	2	0.25557995	0.0584898	-0.37727547	-0.02905941	-0.0643034	0.02905941	35_3203	"Cluster: Xanthine/uracil permease family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Xanthine/uracil permease family protein, expressed"	UniRef90_Q2QN04	"CHR2V7|COORD:11281196..11284542| PDE135 (PIGMENT DEFECTIVE EMBRYO 135); permease"	AT2G26510.1	CHR12V5|COORD:24212477..24218820|protein solute carrier family 23 member 2, putative, expressed	LOC_Os12g39420.9	"no descriptionhighly similar to ( 616)AT2G26510| Symbols: PDE135 | PDE135 (PIGMENT DEFECTIVE EMBRYO 135); permease | chr2:11281196-11284542 FORWARDnot assigned Xan_ur_permease UraA PRK10720 BenE SUL1"	transport.misc	34_99

CUST_87389_PI403524517	2	0.15789509	-0.11035442	-0.064683914	0.008396149	-0.0023765564	0.0023765564	35_25020	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_44304_PI403524517	2	0.4560814	0.8288231	0.04490137	-0.04490137	-0.054570675	-0.25374508	35_12709	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QMP3	"CHR5V7|COORD:19027941..19029237| similar to hypothetical protein MtrDRAFT_AC150505g14v1 [Medicago truncatula] (GB:ABE89245.1); contains InterPro domain"	AT5G46850.1	CHR12V5|COORD:25023540..25027733|protein expressed protein	LOC_Os12g40500.2	"no descriptionvery weakly similar to (68.6)AT5G46850| Symbols:  | similar to hypothetical protein MtrDRAFT_AC150505g14v1 [Medicago truncatula] (GB:ABE89245.1); contains InterPro domain PIG-X/PBN1; (InterPro:IPR013233) | chr5:19027941-19029237 FORWARD"	not assigned.unknown	35_2

CUST_51964_PI403524517	2	-0.06773472	0.020323753	-0.0011796951	-0.03976822	0.01640892	0.0011806488	35_14811	"Cluster: 40S ribosomal protein S30; n=4; Magnoliophyta|Rep: 40S ribosomal protein S30 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_P49689	CHR5|COORD:22952639..22953207| 40S ribosomal protein S30 (RPS30C)	AT5G56670.1	CHR06V5|COORD:3655479..3656131|protein expressed protein	LOC_Os06g07580.2	no descriptionweakly similar to ( 124)AT5G56670| Symbols:  | 40S ribosomal protein S30 (RPS30C) | chr5:22952639-22953207 REVERSEnot assigned Ribosomal_S30	protein.synthesis.misc ribososomal protein	29_2_2

CUST_107210_PI403524517	2	-0.020225525	0.32905006	0.16306305	-0.14795399	-0.27018356	0.020225525	35_30506	Rep: Pistil extensin like protein - Nicotiana tabacum (Common tobacco)	UniRef90_Q40552	CHR3V7|COORD:19783908..19784916| plastocyanin-like domain-containing protein	AT3G53330.1	CHR09V5|COORD:12059630..12061803|protein transposon protein, putative, CACTA, En/Spm sub-class	LOC_Os09g20130.1	no descriptionnot assigned Atrophin-1	not assigned.unknown	35_2

CUST_6826_PI404877155	2	0.04043579	-0.6272392	-0.013545036	-0.024435997	0.037322044	0.01354599	Contig20128_at	C-14 sterol reductase [Arabidopsis thaliana] emb|CAC01296.1| sterol C-14 reductase (FACKEL) [Arabidopsis thaliana]	AAF81279.1	C-14 sterol reductase / delta(14)-sterol reductase / FACKEL (FK)	At3g52940.1	protein Ergosterol biosynthesis ERG4/ERG24 family	Os01g25180	C-14 sterol reductase / delta(14)-sterol reductase / FACKEL (FK), identical to gi:9082182 or  C-14 sterol reductase / delta(14)-sterol reductase / FACKEL (FK), identical to gi:9082182	hormone metabolism.brassinosteroid.synthesis-degradation.sterols.FACKEL	17_03_01_02_04

CUST_77141_PI403524517	2	0.11254501	0.41399956	-0.106500626	-0.18171883	-0.024799347	0.024798393	35_22113	"Cluster: Hypothetical protein; n=1; Oryza sativa (indica cultivar-group)|Rep: Hypothetical protein - Oryza sativa (indica cultivar-group)"	UniRef90_Q0P166	"CHR3V7|COORD:19354718..19355700| similar to hypothetical protein TQR14A11.4 [Oryza sativa (indica cultivar-group)] (GB:AAZ06218.1); contains InterPro"	AT3G52155.1	CHR09V5|COORD:6436565..6433549|protein expressed protein	LOC_Os09g11510.1	"no descriptionmoderately similar to ( 232)AT3G52155| Symbols:  | similar to hypothetical protein TQR14A11.4 [Oryza sativa (indica cultivar-group)] (GB:AAZ06218.1); contains InterPro domain Phosphoglycerate mutase; (InterPro:IPR013078) | chr3:19354718-19355700 FORWARDnot assigned not assigned not assigned SixA PGAM TT_ORF1 PRK07764"	not assigned.unknown	35_2

CUST_6895_PI403524517	2	0.16074657	-0.16409206	0.10587406	-0.08174801	-0.14792156	0.08174801	35_1912	"Cluster: Putative N-carbamyl-L-amino acid amidohydrolase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative N-carbamyl-L-amino acid amidohydrolase - Ory"	UniRef90_Q655X8	"CHR4V7|COORD:10861558..10864539| ATAAH (ARABIDOPSIS THALIANA ALLANTOATE AMIDOHYDROLASE); allantoate deiminase/ metallopeptidase"	AT4G20070.1	CHR06V5|COORD:27498535..27494298|protein metallopeptidase, putative, expressed	LOC_Os06g45480.1	"no descriptionhighly similar to ( 540)AT4G20070| Symbols: ATAAH | ATAAH (ARABIDOPSIS THALIANA ALLANTOATE AMIDOHYDROLASE); allantoate deiminase/ metallopeptidase | chr4:10861558-10864539 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned PRK09290 PRK12890 PRK12893 PRK12892 PRK12891 ArgE Peptidase_M20 PRK07764 PRK12323 AbgB Tymo_45kd_70kd PRK07003 PRK09169 PRK08651 PRK12678"	protein.degradation	29_5

CUST_82352_PI403524517	2	0.042619705	0.05038643	-0.1292305	0.0039920807	-0.12650394	-0.0039920807	35_23619	"Cluster: Os05g0557100 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0557100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DG23	CHR3V7|COORD:4037143..4039050| aspartyl protease family protein	AT3G12700.1	CHR05V5|COORD:27622272..27618697|protein pepsin A, putative, expressed	LOC_Os05g48330.1	no descriptionvery weakly similar to (98.6)AT3G12700| Symbols:  | aspartyl protease family protein | chr3:4037143-4039050 FORWARDnot assigned	protein.degradation.aspartate protease	29_5_4

CUST_4_PI403524517	2	-2.1299477	0.18921566	-0.1892147	1.8614855	-0.7872696	0.3545122	35_1	0	0	0	0	CHR06V5|COORD:12359021..12358337|protein hypothetical protein	LOC_Os06g21400.1	no description	not assigned.unknown	35_2

CUST_156236_PI403524517	2	0.3468914	0.45949554	0.038956642	-0.12548351	-0.15114498	-0.03895569	35_43634	"Cluster: Putative leucine-rich repeat transmembrane protein kinase 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative leucine-rich repeat transmembran"	UniRef90_Q84NQ1	CHR2V7|COORD:11720489..11722774| ATEPR1 (Arabidopsis thaliana extensin proline-rich 1)	AT2G27380.1	CHR07V5|COORD:29482828..29485745|protein ATP binding protein, putative, expressed	LOC_Os07g49240.1	no description	not assigned.unknown	35_2

CUST_49503_PI403524517	2	0.09381962	-0.8170366	-0.073978424	0.22039413	0.07397938	-0.13441372	35_14117	Rep: Heat shock protein 90 - Triticum aestivum (Wheat)	UniRef90_Q00NU9	"CHR5V7|COORD:22698636..22701137| HSP81-3 (Heat shock protein 81-3); ATP binding"	AT5G56010.1	CHR08V5|COORD:24590710..24586258|protein heat shock protein 81-1, putative, expressed	LOC_Os08g39140.3	"no descriptionmoderately similar to ( 243)AT5G56010| Symbols: HSP81-3 | HSP81-3 (Heat shock protein 81-3); ATP binding | chr5:22698636-22701137 FORWARDmoderately similar to ( 253)HSP83_ORYSAnot assigned not assigned HSP90 HtpG PRK05218"	stress.abiotic.heat	20_2_1

CUST_10541_PI403524517	2	0.012704849	-0.4870243	0.004214287	-0.021100998	0.056157112	-0.004213333	35_2974	"Cluster: Alternative splicing regulator; n=1; Triticum aestivum|Rep: Alternative splicing regulator - Triticum aestivum (Wheat)"	UniRef90_Q2QKB8	CHR1V7|COORD:2257730..2260099| transformer serine/arginine-rich ribonucleoprotein, putative	AT1G07350.1	CHR08V5|COORD:18056579..18062891|protein arginine/serine-rich splicing factor 10, putative, expressed	LOC_Os08g29650.1	 no descriptionweakly similar to ( 105)AT1G07350| Symbols:  | transformer serine/arginine-rich ribonucleoprotein, putative | chr1:2258814-2259584 REVERSEvery weakly similar to (55.8)ROC1_NICSY29 kDa ribonucleoprotein A, chloroplast precursor - Nicotiana sylvestris (Wood tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned RRM COG0724 RRM_1 PRK12323 DUF1509 Extensin_2 PRK12678 	RNA.RNA binding	27_4

CUST_46550_PI403524517	2	0.11941147	0.030854225	-0.007977486	-0.065668106	0.007976532	-0.031737328	35_13333	"Cluster: Hypothetical protein OSJNBa0077G22.12; n=3; Oryza sativa|Rep: Hypothetical protein OSJNBa0077G22.12 - Oryza sativa (Rice)"	UniRef90_Q94H31	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	CHR03V5|COORD:19880952..19880248|protein expressed protein	LOC_Os03g35920.1	no description	not assigned.unknown	35_2

CUST_58844_PI403524517	2	-0.3118763	-0.86406803	0.7689667	0.17464066	0.27164364	-0.1746397	35_16789	"Cluster: Aldo/keto reductase family-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Aldo/keto reductase family-like protein - Oryza sativa (japon"	UniRef90_Q8H4J8	CHR1V7|COORD:2049741..2052038| aldo/keto reductase family protein	AT1G06690.1	CHR07V5|COORD:2192107..2195348|protein aldo-keto reductase/ oxidoreductase, putative, expressed	LOC_Os07g04990.1	no descriptionmoderately similar to ( 499)AT1G06690| Symbols:  | aldo/keto reductase family protein | chr1:2049741-2052038 REVERSEvery weakly similar to (88.6)A115_TOBACAuxin-induced protein PCNT115 - Nicotiana tabacum (Common tobacco)not assigned not assigned not assigned not assigned Tas ARA1 Aldo_ket_red COG4989 PRK09912 PRK10625 dkgB PRK10376 dkgA COG1453	minor CHO metabolism.others	3_5

CUST_112249_PI403524517	2	0.057667255	0.030975342	-0.030975819	0.16786051	-0.052103996	-0.1232276	35_31869	"Cluster: Hypothetical protein OSJNBa0014M17.27; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0014M17.27 - Oryza sativa (japonica"	UniRef90_Q6ER79	CHR3V7|COORD:6429761..6430429| MKS1 (MAP KINASE SUBSTRATE 1)	AT3G18690.1	CHR02V5|COORD:19994931..19995953|protein VQ motif family protein, expressed	LOC_Os02g33600.1	no descriptionvery weakly similar to (75.5)AT3G18690| Symbols: MKS1 | MKS1 (MAP KINASE SUBSTRATE 1) | chr3:6429761-6430429 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned PRK07003 PRK12323 PRK07764	not assigned.no ontology	35_1

CUST_12374_PI404877155	2	2.0217896E-4	0.53450775	-2.0122528E-4	-0.10237312	-0.17010307	0.11900997	Contig6135_at	putative hexose transporter [Oryza sativa (japonica cultivar-group)]	NP_909150.1	hexose transporter, putative	At5g16150.1	protein hexose transporter	Os01g04190	NONE	major CHO metabolism.degradation.starch.transporter	2_2_2_06

CUST_99319_PI403524517	2	0.14200783	0.44341755	0.0066947937	-0.0066947937	-0.47221518	-0.15221548	35_28349	"Cluster: Hypothetical protein F28M20.240; n=1; Arabidopsis thaliana|Rep: Hypothetical protein F28M20.240 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9SB74	"CHR4V7|COORD:15297067..15306042| similar to myosin-related [Arabidopsis thaliana] (TAIR:AT1G24460.1); similar to hypothetical protein, conserved [Leishmania"	AT4G31570.1	0	0	no description	not assigned.unknown	35_2

CUST_106346_PI403524517	2	0.26802826	0.12840271	0.020371914	-0.020371914	-0.11783886	-0.3510518	35_30268	Rep: H0413E07.12 protein - Oryza sativa (Rice)	UniRef90_Q25A82	CHR5V7|COORD:3532403..3535222| C2 domain-containing protein	AT5G11100.1	CHR04V5|COORD:32607697..32612052|protein lipid binding protein, putative, expressed	LOC_Os04g55220.1	no descriptionweakly similar to ( 105)AT5G11100| Symbols:  | C2 domain-containing protein | chr5:3532403-3535222 FORWARD	not assigned.no ontology.C2 domain-containing protein	35_1_19

CUST_125962_PI403524517	2	0.07098389	-0.72468376	-0.38572788	0.6703129	0.011027336	-0.011027336	35_35465	0	0	CHR4V7|COORD:626539..627758| inorganic pyrophosphatase, putative (soluble) / pyrophosphate phospho-hydrolase, putative / PPase, putative	AT4G01480.1	CHR01V5|COORD:43402003..43399596|protein soluble inorganic pyrophosphatase, putative, expressed	LOC_Os01g74350.1	no description	not assigned.unknown	35_2

CUST_65771_PI403524517	2	-0.015703201	0.28092957	0.015703201	-0.2281704	-0.018548965	0.06129551	35_18786	"Cluster: Os01g0272800 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0272800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JNQ3	CHR4|COORD:10477307..10480150| expressed protein	AT4G19160.3	CHR01V5|COORD:9432689..9428490|protein expressed protein	LOC_Os01g16620.3	no description	not assigned.unknown	35_2

CUST_22831_PI403524517	2	0.13995743	-0.3817258	0.27845	-0.04477167	-0.23453951	0.04477167	35_6632	"Cluster: Os03g0796100 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os03g0796100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DMS0	0	0	CHR05V5|COORD:26759784..26758153|protein F-box domain containing protein	LOC_Os05g46300.1	no description	not assigned.unknown	35_2

CUST_10525_PI404877155	2	0.017457962	0.1323204	-0.05439186	-5.578995E-4	-0.029288292	5.5885315E-4	Contig4238_at	putative polyprotein [Oryza sativa (japonica cultivar-group)] gb|AAP53790.1| putative polyprotein [Oryza sativa (japonica cultivar-group)]	NP_921503.1	aldo/keto reductase family protein	At1g60690.1	protein expressed protein	Os01g43090	putative polyprotein	hormone metabolism.auxin.induced-regulated-responsive-activated	17_2_3

CUST_40801_PI403524517	2	0.4913206	0.19674826	0.011482239	-0.011481762	-0.6662159	-0.01356554	35_11733	"Cluster: Putative serine protease; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative serine protease - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69P78	CHR3V7|COORD:4658428..4660761| subtilase family protein	AT3G14067.1	CHR09V5|COORD:16355706..16359009|protein subtilisin-like protease precursor, putative, expressed	LOC_Os09g26920.1	no descriptionweakly similar to ( 101)AT3G14067| Symbols:  | subtilase family protein | chr3:4658428-4660761 REVERSE	protein.degradation.subtilases	29_5_1

CUST_78974_PI403524517	2	0.1336813	0.097537994	-0.11108208	0.020906448	-0.043735504	-0.020905495	35_22653	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QV30	0	0	CHR12V5|COORD:8073697..8074221|protein expressed protein	LOC_Os12g14220.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_98874_PI403524517	2	-1.5099354	-1.8878975	0.98247576	0.35463572	0.10591698	-0.10591698	35_28223	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_10664_PI403524517	2	0.23287678	0.73339367	0.23439121	-0.3471527	-0.4277935	-0.2328763	35_3012	"Cluster: Putative survival motor neuron domain containing 1; splicing factor 30, survival of motor neuron-related; n=1; Oryza sativa (japonica cultivar-group)|R"	UniRef90_Q6ZC63	CHR2V7|COORD:698360..700793| nucleic acid binding	AT2G02570.3	CHR08V5|COORD:511930..507400|protein nucleic acid binding protein, putative, expressed	LOC_Os08g01840.1	no descriptionvery weakly similar to (56.2)AT2G02570| Symbols:  | nucleic acid binding | chr2:698360-700793 REVERSE	not assigned.unknown	35_2

CUST_148962_PI403524517	2	0.18977928	0.059895515	-0.059895515	0.25458527	-0.09117031	-0.35674095	35_41672	"Cluster: Pescadillo-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Pescadillo-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q851S7	CHR5V7|COORD:4680792..4684333| pescadillo-related	AT5G14520.1	CHR03V5|COORD:27978578..27984261|protein pescadillo, putative, expressed	LOC_Os03g49210.1	no descriptionweakly similar to ( 140)AT5G14520| Symbols:  | pescadillo-related | chr5:4680792-4684333 REVERSEnot assigned Pescadillo_N NOP7	development.unspecified	33_99

CUST_31_PI399407379	2	-0.004852295	0.0048532486	0.29851246	-0.10619831	0.18011665	-0.18639755	HvRPK4									

CUST_5038_PI403524517	2	-0.103468895	0.273551	0.061930656	-0.026162148	-0.15375042	0.026162148	35_1387	"Cluster: Hypothetical protein P0678F11.22-2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0678F11.22-2 - Oryza sativa (japonica"	UniRef90_Q5JLM3	CHR5|COORD:19748399..19750251| zinc finger (C3HC4-type RING finger) family protein, contains Pfam profile: PF00097 zinc finger, C3HC4 type (RING finger)	AT5G48655.3	CHR01V5|COORD:40442758..40447963|protein ubiquitin-protein ligase/ zinc ion binding protein, putative, expressed	LOC_Os01g69040.1	no descriptionvery weakly similar to (91.3)AT5G48655| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr5:19748801-19749712 REVERSEvery weakly similar to (50.8)COP1_PEAE3 ubiquitin-protein ligase COP1 - Pisum sativum (Garden pea)not assigned not assigned not assigned not assigned not assigned not assigned not assigned PEX10 RING	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_611_PI403524517	2	0.03372383	-0.46056557	-0.033724785	0.08624935	0.07102871	-0.07370949	35_160	Rep: Ribosomal protein L6 - Triticum aestivum (Wheat)	UniRef90_Q5I7L4	CHR1V7|COORD:27850917..27852341| 60S ribosomal protein L6 (RPL6C)	AT1G74050.1	CHR02V5|COORD:22878287..22876293|protein 60S ribosomal protein L6, putative, expressed	LOC_Os02g37862.1	no descriptionmoderately similar to ( 275)AT1G74050| Symbols:  | 60S ribosomal protein L6 (RPL6C) | chr1:27850917-27852341 REVERSEmoderately similar to ( 276)RL6_MESCR60S ribosomal protein L6 - Mesembryanthemum crystallinum (Common ice plant)not assigned not assigned Ribosomal_L6e RPL14A Ribosomal_L6e_N PRK07764	protein.synthesis.misc ribososomal protein	29_2_2

CUST_122605_PI403524517	2	0.2602458	-0.18637228	-0.11955309	-0.03433466	0.03433466	0.15083838	35_34596	Rep: Hypothetical protein - Gibberella zeae (Fusarium graminearum)	UniRef90_Q4I028		0	0	0	no description	not assigned.unknown	35_2

CUST_90130_PI403524517	2	-0.027614594	0.5493765	-0.009372711	-0.1106472	0.009372711	0.022197723	35_25782	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ATM9	0	0	CHR03V5|COORD:17476818..17469867|protein expressed protein	LOC_Os03g30740.1	no description	not assigned.unknown	35_2

CUST_165808_PI403524517	2	0.02258873	-0.030033112	0.2609625	-0.02258873	0.09928036	-0.09746933	35_46198	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_115731_PI403524517	2	0.54780674	0.028614044	-0.028614044	0.04226494	-0.68722534	-0.07242489	35_32820	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_2455_PI404877155	2	-0.05447769	-0.2995615	-0.3662405	0.1163826	0.05447769	0.07100296	Contig12845_at	auxin response factor 8 [Oryza sativa]	BAB85918.1	auxin-responsive factor (ARF8)	At5g37020.1	protein auxin response factor 8	Os04g57610	auxin response factor 8	RNA.regulation of transcription.ARF, Auxin Response Factor family	27_3_04

CUST_53033_PI403524517	2	0.064126015	0.0041866302	-0.0041866302	-0.079805374	-0.14223766	0.050302505	35_15099	"Cluster: Pyrrolidone carboxyl peptidase-like protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Pyrrolidone carboxyl peptidase-like protein - Oryza sativ"	UniRef90_Q8GVF6	CHR1V7|COORD:21260408..21261305| pyrrolidone-carboxylate peptidase family protein	AT1G56700.1	CHR07V5|COORD:26620328..26616954|protein pyrrolidone carboxyl peptidase, putative, expressed	LOC_Os07g44610.2	no descriptionmoderately similar to ( 312)AT1G56700| Symbols:  | pyrrolidone-carboxylate peptidase family protein | chr1:21260495-21261305 FORWARDnot assigned not assigned Peptidase_C15 Peptidase_C15 Pcp	protein.degradation	29_5

CUST_5371_PI404877155	2	0.24374866	-0.18008995	0.031580925	-0.03158188	0.22259712	-0.061781883	Contig17012_at	B1146F03.23 [Oryza sativa (japonica cultivar-group)]	NP_914113.1	zinc finger (C3HC4-type RING finger) family protein	At4g02075.1	protein Zinc finger, C3HC4 type (RING finger), putative	Os05g28730	gi|12060510|dbj|BAB20639.1| P0475H04.5	RNA.regulation of transcription.unclassified	27_3_99

CUST_14745_PI403524517	2	-0.030314445	-0.21437836	0.3187933	0.21054554	0.030313492	-0.042300224	35_4243	"Cluster: NBS-LRR disease resistance protein homologue; n=3; Hordeum vulgare|Rep: NBS-LRR disease resistance protein homologue - Hordeum vulgare (Barley)"	UniRef90_Q84KC2	CHR3V7|COORD:4851997..4856271| disease resistance protein (NBS-LRR class), putative	AT3G14460.1	CHR06V5|COORD:29903445..29896282|protein retrotransposon protein, putative, unclassified, expressed	LOC_Os06g49350.1	 no descriptionvery weakly similar to (52.4)AT3G14460| Symbols:  | disease resistance protein (NBS-LRR class), putative | chr3:4851997-4856271 REVERSE	stress.biotic	20_1

CUST_20914_PI403524517	2	0.2258997	-0.044112206	-0.20504093	-0.018395424	0.018395424	0.11012745	35_6072	"Cluster: Os01g0805100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0805100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JIF7	"CHR4V7|COORD:7482640..7484325| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G04280.1); similar to Os10g0456400 [Oryza sativa (japonica"	AT4G12700.1	CHR01V5|COORD:34462650..34464431|protein expressed protein	LOC_Os01g59070.1	" no descriptionweakly similar to ( 137)AT4G12700| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G04280.1); similar to Os10g0456400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001064754.1); similar to Proteinase inhibitor I4, serpin [Medicago truncatula] (GB:ABE79305.1) | chr4:7482640-7484325 REVERSE"	not assigned.unknown	35_2

CUST_58448_PI403524517	2	-0.58201313	-0.45697403	0.028882027	0.20404816	-0.028882027	0.6549845	35_16670	Rep: Putative cysteine proteinase - Oryza sativa (Rice)	UniRef90_Q94HK7	"CHR4V7|COORD:16810534..16811880| XCP1 (XYLEM CYSTEINE PEPTIDASE 1); cysteine-type peptidase"	AT4G35350.1	CHR05V5|COORD:464095..466448|protein xylem cysteine proteinase 2 precursor, putative, expressed	LOC_Os05g01810.1	"no descriptionmoderately similar to ( 484)AT4G35350| Symbols: XCP1 | XCP1 (XYLEM CYSTEINE PEPTIDASE 1); cysteine-type peptidase | chr4:16810534-16811583 FORWARDmoderately similar to ( 349)ORYA_ORYSAnot assigned not assigned not assigned not assigned Peptidase_C1A Peptidase_C1 Pept_C1 Peptidase_C1 Peptidase_C1A_CathepsinC Peptidase_C1A_CathepsinB Peptidase_C1A_CathepsinX Inhibitor_I29 COG4870 PRK07003"	protein.degradation.cysteine protease	29_5_3

CUST_28380_PI399408534	2	-0.04529953	0.082304	-0.103523254	0.045300484	0.06883621	-0.07678223	35_9930	"Cluster: Putative GT-2 factor; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative GT-2 factor - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6YPG7	"CHR1V7|COORD:12051839..12054300| AT-GTL1 (Arabidopsis thaliana GT2-like 1); transcription factor"	AT1G33240.1	CHR02V5|COORD:222114..219577|protein expressed protein	LOC_Os02g01380.2	" no descriptionvery weakly similar to (81.3)AT1G76890| Symbols: AT-GT2, GT2 | GT2 (GT2); transcription factor | chr1:28878105-28880097 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07764 PRK07003 PRK12678 TT_ORF1 Pneumo_att_G PRK12372 PRK05648 "	RNA.regulation of transcription.Trihelix, Triple-Helix transcription factor family	27_3_30

CUST_23407_PI403524517	2	0.26202202	0.15263557	-0.4147005	-0.07325363	-0.111112595	0.073254585	35_6802	Rep: OSIGBa0140J09.2 protein - Oryza sativa (Rice)	UniRef90_Q01I19	CHR4V7|COORD:7948640..7950775| PTAC5 (PLASTID TRANSCRIPTIONALLY ACTIVE5)	AT4G13670.1	CHR04V5|COORD:25481767..25484231|protein peptidoglycan binding domain containing protein, putative, expressed	LOC_Os04g43420.1	no descriptionmoderately similar to ( 256)AT4G13670| Symbols: PTAC5 | PTAC5 (PLASTID TRANSCRIPTIONALLY ACTIVE5) | chr4:7948640-7950775 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12678 PRK07003 PRK12323 PRK07764 Drf_FH1 PRK05648 tatB TT_ORF1 TonB COG5373 PG_binding_1 FAP Extensin_2 DUF1421 PRK11633 PRK06958 Protamine_P1 Tymo_45kd_70kd PRK04537 DUF1777 PRK00708	not assigned.no ontology	35_1

CUST_181286_PI403524517	2	-0.0032019615	0.54268837	0.0032019615	0.3846426	-0.6476507	-0.3705783	35_50411	Rep: OSIGBa0157K09-H0214G12.1 protein - Oryza sativa (Rice)	UniRef90_Q01HF6	CHR1V7|COORD:23241239..23242177| invertase/pectin methylesterase inhibitor family protein	AT1G62760.1	CHR04V5|COORD:25252460..25249577|protein expressed protein	LOC_Os04g43040.3	no description	not assigned.unknown	35_2

CUST_679_PI399407379	2	-0.0013198853	-0.14063358	0.0013198853	0.20544052	0.18393517	-0.004986763	HvABF2									

CUST_150467_PI403524517	2	-0.22620964	0.044914246	-0.008801937	0.008802414	-0.2956543	0.030117035	35_42092	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_32179_PI403524517	2	0.09886074	-0.0037145615	0.09427357	0.0037150383	-0.026935577	-0.05733061	35_9282	"Cluster: Hypothetical protein P0452F04.16; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0452F04.16 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6K7R7	0	0	CHR02V5|COORD:35507155..35507902|protein expressed protein	LOC_Os02g58000.1	no description	not assigned.unknown	35_2

CUST_8984_PI403524517	2	0.04047489	0.31673145	0.0058345795	-0.01992035	-0.026040077	-0.005835533	35_2518	"Cluster: C2 domain-containing protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: C2 domain-containing protein-like - Oryza sativa (japonica cultivar"	UniRef90_Q8W0F9	CHR1V7|COORD:2247774..2248832| C2 domain-containing protein	AT1G07310.1	CHR01V5|COORD:37097835..37099284|protein ras association and pleckstrin homology domains 1 isoform 2, putative, expressed	LOC_Os01g63470.1	no descriptionweakly similar to ( 117)AT1G07310| Symbols:  | C2 domain-containing protein | chr1:2247774-2248832 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 Extensin_2 Tymo_45kd_70kd Atrophin-1 PRK07003 PRK07764 DUF566 DUF1421 PRK05648 Herpes_BLLF1 HPC2 KAR9 PRK12678 Pneumo_att_G PRK11855 FAP AF-4	stress.abiotic.cold	20_2_2

CUST_11383_PI399408534	2	0.026783943	0.25700188	-0.026784897	0.100746155	-0.22686958	-0.0672245	35_40255	"Cluster: Unknow protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Unknow protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q60EC0	"CHR1V7|COORD:24524596..24527771| ANAC028 (Arabidopsis NAC domain containing protein 28); transcription factor"	AT1G65910.1	CHR05V5|COORD:20801257..20797136|protein NAC domain-containing protein 78, putative, expressed	LOC_Os05g35170.5	"no descriptionweakly similar to ( 144)AT1G65910| Symbols: ANAC028 | ANAC028 (Arabidopsis NAC domain containing protein 28); transcription factor | chr1:24524596-24527771 REVERSEweakly similar to ( 121)NAC74_ORYSANAM"	RNA.regulation of transcription.NAC domain transcription factor family	27_3_27

CUST_11659_PI404877155	2	0.02074337	0.058606148	-0.115382195	-0.020744324	-0.117105484	0.08269405	Contig5346_s_at	SET domain protein 105 [Zea mays]	AAM28230.1	SET domain-containing protein (SUVH1)	At5g04940.1	protein SET domain protein 105	Os05g41170	domain protein 105	RNA.regulation of transcription.SET-domain transcriptional regulator family	27_3_69

CUST_172_PI404877155	2	0.046830177	0.11940193	-0.14418888	-0.04683113	-0.06685352	0.0609684	Contig10037_at	B1045D11.23 [Oryza sativa (japonica cultivar-group)]	NP_918758.1	DNAJ heat shock N-terminal domain-containing protein	At5g18750.1	protein DnaJ domain, putative	Os06g34440	gi|14587221|dbj|BAB61155.1| B1045D11.23	stress.abiotic.heat	20_2_1

CUST_82883_PI403524517	2	-0.27471638	0.29280758	0.13963318	-0.07890415	-0.28357506	0.07890415	35_23768	"Cluster: Hypothetical protein P0478E02.2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0478E02.2 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q7XJ24	CHR5V7|COORD:26444865..26446998| La domain-containing protein	AT5G66100.1	CHR09V5|COORD:21303732..21299441|protein la domain containing protein, expressed	LOC_Os09g36920.1	no descriptionweakly similar to ( 102)AT5G66100| Symbols:  | La domain-containing protein | chr5:26444865-26446998 FORWARDnot assigned not assigned LA La LHP1	not assigned.no ontology	35_1

CUST_49701_PI403524517	2	0.027565956	-0.3659954	0.0	0.0	0.06266022	-0.015906334	35_14174	Rep: Actin-5C - Drosophila melanogaster (Fruit fly)	UniRef90_P10987	CHR5V7|COORD:3052810..3054221| ACT7 (actin 7)	AT5G09810.1	CHR03V5|COORD:35068296..35064452|protein actin-3, putative, expressed	LOC_Os03g61970.1	 no descriptionhighly similar to ( 750)AT5G09810| Symbols: ACT2/7, ACT7 | ACT7 (actin 7) | chr5:3052810-3054221 FORWARDhighly similar to ( 753)ACT3_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned Actin ACTIN ACTIN COG5277 	cell.organisation	31_1

CUST_85491_PI403524517	2	-0.004538536	0.2620678	-0.29774284	0.028461456	-0.21655846	0.0045375824	35_24489	"Cluster: Putative Transcriptional regulators of NagC/XylR (ROK) family, sugar kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Transcriptional"	UniRef90_Q6ZF69	CHR1V7|COORD:10816933..10819154| ATPase, BadF/BadG/BcrA/BcrD-type family	AT1G30540.1	CHR07V5|COORD:2463891..2466369|protein ATPase, putative, expressed	LOC_Os07g05380.1	 no descriptionweakly similar to ( 183)AT1G30540| Symbols:  | ATPase, BadF/BadG/BcrA/BcrD-type family | chr1:10816933-10819154 REVERSEnot assigned BcrAD_BadFG COG2971 	not assigned.no ontology	35_1

CUST_140557_PI403524517	2	0.2653389	-0.33072853	-0.09601784	-0.033530235	0.033530235	0.0830698	35_39410	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_95824_PI403524517	2	0.15998983	0.69802475	-0.15998983	-0.3022275	-0.65355825	0.7048402	35_27380	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_29156_PI403524517	2	0.103731155	0.3032837	-0.10373163	-0.16785717	-0.46149063	0.24874592	35_8423	"Cluster: P0402A09.11 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: P0402A09.11 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7F2F5	CHR3V7|COORD:8632724..8635859| nucleic acid binding	AT3G23900.2	CHR01V5|COORD:69577..76740|protein nucleic acid binding protein, putative, expressed	LOC_Os01g01150.3	no descriptionvery weakly similar to (97.8)AT3G23900| Symbols:  | nucleic acid binding | chr3:8632724-8635859 REVERSE	not assigned.no ontology	35_1

CUST_68408_PI403524517	2	-0.003370285	0.33793163	0.0033693314	-0.11584091	-0.17454624	0.052799225	35_19562	Rep: Autophagy protein 9 - Hordeum vulgare (Barley)	UniRef90_Q3T8Z4	CHR2V7|COORD:13329368..13333370| APG9 (AUTOPHAGY 9)	AT2G31260.1	CHR03V5|COORD:7806474..7798951|protein autophagy protein 9, putative, expressed	LOC_Os03g14380.1	 no descriptionweakly similar to ( 149)AT2G31260| Symbols: ATAPG9, APG9 | APG9 (AUTOPHAGY 9) | chr2:13329368-13333370 REVERSE	protein.degradation.autophagy	29_5_2

CUST_76880_PI403524517	2	0.10516262	0.33403492	0.04778099	-0.11151886	-0.2013607	-0.047780037	35_22038	"Cluster: P0402A09.11 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: P0402A09.11 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7F2F5	CHR3V7|COORD:8632724..8635859| nucleic acid binding	AT3G23900.2	CHR01V5|COORD:69577..76740|protein nucleic acid binding protein, putative, expressed	LOC_Os01g01150.3	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12678 DUF1777 Transformer	not assigned.unknown	35_2

CUST_100981_PI403524517	2	0.007080078	-0.007080078	0.010353088	-0.3173356	0.3156457	-0.2504983	35_28819	"Cluster: Esterase/lipase/thioesterase; Peptidase S9B, dipeptidylpeptidase IV N- terminal; n=2; Medicago truncatula|Rep: Esterase/lipase/thioesterase; Peptidase"	UniRef90_Q1SQR0	CHR5V7|COORD:8234868..8237813| prolyl oligopeptidase family protein	AT5G24260.1	CHR02V5|COORD:11004647..10999886|protein dipeptidyl peptidase 8, putative, expressed	LOC_Os02g18850.1	no descriptionmoderately similar to ( 251)AT5G24260| Symbols:  | prolyl oligopeptidase family protein | chr5:8234868-8237813 REVERSEnot assigned not assigned DPPIV_N	protein.degradation	29_5

CUST_47335_PI403524517	2	0.19470596	0.4110937	-0.0615139	-0.29247093	-0.61443996	0.061512947	35_13550	Rep: SMC6 protein - Oryza sativa (Rice)	UniRef90_Q8GU52	"CHR5V7|COORD:24731777..24739067| MIM (HYPERSENSITIVE TO MMS, IRRADIATION AND MMC); ATP binding"	AT5G61460.1	CHR09V5|COORD:1635020..1637968|protein ATP binding protein, putative, expressed	LOC_Os09g03370.1	" no descriptionmoderately similar to ( 295)AT5G61460| Symbols: MIM | MIM (HYPERSENSITIVE TO MMS, IRRADIATION AND MMC); ATP binding | chr5:24731777-24739067 REVERSEnot assigned not assigned not assigned ABC_SMC6_euk SbcC Smc ABC_SMC5_euk SMC_N ABC_RecN PRK01156 ABC_SMC_head recF RecF PRK03918 ABC_RecF ABC_SMC1_euk RecN "	cell.division	31_2

CUST_1896_PI404877155	2	-0.057002068	0.037181854	0.059823036	-0.037182808	-0.09947586	0.06611538	Contig1213_at	heat shock protein [Hevea brasiliensis]	AAQ08597.1	heat shock protein 81-1 (HSP81-1) / heat shock protein 83 (HSP83)	At5g52640.1	protein Similar to heat shock protein HSP82 - maize	Os04g01740	heat shock protein 80	stress.abiotic.heat	20_2_1

CUST_2728_PI404877155	2	-0.17594528	0.7313266	0.09786701	-0.09786701	-0.23755217	0.18221283	Contig13148_at	homeodomain leucine zipper protein [Oryza sativa]	AAD37699.1	expressed protein	At5g01280.1	protein Homeobox domain, putative	Os09g35910	NONE	RNA.regulation of transcription.HB,Homeobox transcription factor family	27_3_22

CUST_178217_PI403524517	2	0.15704155	0.06281185	-0.11160278	-0.062812805	-0.2092123	0.13921547	35_49564	Rep: Putative Zn-finger protein - Triticum aestivum (Wheat)	UniRef90_Q70JP6	"CHR4V7|COORD:17906696..17909398| FRS5 (FAR1-RELATED SEQUENCE 5); zinc ion binding"	AT4G38180.1	CHR11V5|COORD:9692055..9697114|protein retrotransposon protein, putative, unclassified	LOC_Os11g17430.1	no description	not assigned.unknown	35_2

CUST_71656_PI403524517	2	0.033950806	-0.35490322	-0.26402092	-0.012741089	0.012740135	0.08747482	35_20541	"Cluster: Putative salt tolerance protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative salt tolerance protein - Oryza sativa (japonica cultivar-gro"	UniRef90_Q84YS0	CHR5|COORD:20897967..20900930| LUC7 N_terminus domain-containing protein, similar to cisplatin resistance-associated overexpressed protein (Homo	AT5G51410.2	CHR07V5|COORD:15872406..15867235|protein cisplatin resistance-associated overexpressed protein, putative, expressed	LOC_Os07g27300.3	no descriptionmoderately similar to ( 323)AT5G51410| Symbols:  | LUC7 N_terminus domain-containing protein | chr5:20899047-20900803 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned LUC7 LUC7 DUF1777 PRK12678	RNA.RNA binding	27_4

CUST_3904_PI404877155	2	-0.110443115	0.07490063	-0.07490158	0.11888695	0.22138119	-0.18201828	Contig14525_at	hypothetical protein [Oryza sativa (japonica cultivar-group)] gb|AAP52323.1| hypothetical protein [Oryza sativa (japonica cultivar-group)] g	NP_920036.1	splicing factor PWI domain-containing protein	At2g29210.1	protein expressed protein	Os10g08780	15 Hypothetical protein	amino acid metabolism.synthesis.branched chain group.isoleucine specific	13_1_4_5

CUST_47437_PI403524517	2	0.049606323	-0.35326958	0.18822193	-0.49081278	1.7958784	-0.049606323	35_13580	"Cluster: Hypothetical protein P0436B05.23; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0436B05.23 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6YZ27	CHR1V7|COORD:20246785..20247294| proline-rich family protein	AT1G54215.1	CHR08V5|COORD:11253767..11252268|protein hypothetical protein	LOC_Os08g18870.1	no description	not assigned.unknown	35_2

CUST_14079_PI403524517	2	0.17184448	-0.071336746	-0.03120327	-0.064024925	0.03120327	0.2213602	35_4037	"Cluster: Putative transmembrane 9 superfamily protein member 2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative transmembrane 9 superfamily protein me"	UniRef90_Q9XGQ5	CHR4V7|COORD:7468204..7469787| endomembrane protein 70, putative	AT4G12650.1	CHR08V5|COORD:24409330..24404843|protein transmembrane 9 superfamily protein member 2 precursor, putative, expressed	LOC_Os08g38820.2	 no descriptionmoderately similar to ( 457)AT4G12650| Symbols:  | endomembrane protein 70, putative | chr4:7468204-7469787 REVERSEnot assigned not assigned EMP70 	not assigned.unknown	35_2

CUST_41197_PI403524517	2	0.004784107	0.23689604	0.032194138	-0.3892746	-0.5495453	-0.004784107	35_11842	"Cluster: Putative TATA-binding protein associated factor; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative TATA-binding protein associated factor - Ory"	UniRef90_Q6H7I0	0	0	CHR02V5|COORD:26397394..26390084|protein transcription initiation factor, putative, expressed	LOC_Os02g43750.1	no description	not assigned.unknown	35_2

CUST_31774_PI399408534	2	-0.012700081	-0.17157936	0.012700081	-0.029578209	0.11558056	0.07413769	35_3235	"Cluster: Putative receptor-like kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative receptor-like kinase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8LQN6	"CHR4V7|COORD:11389230..11393101| ARK3 (Arabidopsis Receptor Kinase 3); kinase"	AT4G21380.1	CHR01V5|COORD:33554500..33558619|protein receptor protein kinase, putative, expressed	LOC_Os01g57510.1	"no descriptionvery weakly similar to (74.7)AT4G21380| Symbols: ARK3 | ARK3 (Arabidopsis Receptor Kinase 3); kinase | chr4:11389230-11393101 REVERSEnot assigned"	signalling.receptor kinases.DUF 26	30_2_17

CUST_14126_PI399408534	2	0.3982172	-0.24353027	0.0319767	-0.031975746	-0.514555	0.47620487	35_18292	"Cluster: Two-component response regulator-like PRR73; n=5; Oryza sativa|Rep: Two-component response regulator-like PRR73 - Oryza sativa (Rice)"	UniRef90_Q689G4	"CHR5V7|COORD:638281..641459| PRR7 (PSEUDO-RESPONSE REGULATOR 7); transcription regulator"	AT5G02810.1	CHR03V5|COORD:9747741..9738530|protein two-component response regulator-like PRR73, putative, expressed	LOC_Os03g17570.6	" no descriptionmoderately similar to ( 263)AT5G02810| Symbols: APRR7, PRR7 | PRR7 (PSEUDO-RESPONSE REGULATOR 7); transcription regulator | chr5:638281-641459 REVERSEmoderately similar to ( 408)PRR73_ORYSAnot assigned REC REC Response_reg AtoC CheY OmpR PleD COG3437 PRK11361 PRK10693 COG4753 PRK10365 pleD PRK10955 CitB PRK11091 PRK00742 PRK10816 TtrR PRK10610 PRK10766 CitB PRK10841 COG3947 PRK10529 PRK10161 CheB PRK11173 PRK11517 PRK10643 PRK09836 PRK11107 PRK10923 "	RNA.regulation of transcription.Psudo ARR transcription factor family	27_3_66

CUST_33488_PI403524517	2	-0.28480625	-0.24654579	0.6102133	0.12690544	-0.12690544	0.20129585	35_9655	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_76596_PI403524517	2	-0.30815125	-0.011033058	-0.20703316	0.114058495	0.058494568	0.011033058	35_21959	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10NT0	"CHR1V7|COORD:26684390..26686809| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G16720.1); similar to Os03g0708700 [Oryza sativa (japonica"	AT1G70750.1	CHR03V5|COORD:8408364..8412584|protein expressed protein	LOC_Os03g15410.1	" no descriptionvery weakly similar to ( 100)AT1G70750| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G16720.1); similar to Os03g0708700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001051039.1); similar to Protein of unknown function, DUF593, putative [Oryza sativa (japonica cultivar-group)] (GB:AAX95673.1); similar to Os03g0259900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001049616.1); contains InterPro domain Protein of unknown function DUF593; (InterPro:IPR007656) | chr1:26684390-26686809 REVERSE"	not assigned.unknown	35_2

CUST_36076_PI403524517	2	0.048823833	0.3191471	-0.0734396	-0.041286945	0.041286945	-0.0969758	35_10401	Rep: OSJNBb0034I13.7 protein - Oryza sativa (Rice)	UniRef90_Q7XND2	"CHR5V7|COORD:26062851..26065032| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G10060.1); similar to 4D11_9 [Brassica rapa subsp. pekinensis]"	AT5G65180.1	CHR04V5|COORD:32162964..32159640|protein expressed protein	LOC_Os04g54420.1	"no descriptionmoderately similar to ( 323)AT5G65180| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G10060.1); similar to 4D11_9 [Brassica rapa subsp. pekinensis] (GB:AAZ67523.1); contains InterPro domain t-snare; (InterPro:IPR010989) | chr5:26063704-26065032 FORWARDnot assigned RPR CID DUF618"	not assigned.unknown	35_2

CUST_12200_PI403524517	2	0.22198963	0.44115925	-0.29944515	0.056009293	-0.16104126	-0.05600834	35_3473	"Cluster: Hypothetical protein B1065E10.26; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1065E10.26 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5N7I5	CHR5V7|COORD:23578301..23579155| Encodes subunit NDH-N of NAD(P)H:plastoquinone dehydrogenase complex (Ndh complex) present in the thylakoid membrane of	AT5G58260.1	CHR01V5|COORD:38634552..38633025|protein NADH dehydrogenase I subunit N, putative, expressed	LOC_Os01g66000.1	no descriptionmoderately similar to ( 271)AT5G58260| Symbols:  | Encodes subunit NDH-N of NAD(P)H:plastoquinone dehydrogenase complex (Ndh complex) present in the thylakoid membrane of chloroplasts. This subunit is thought to be required for Ndh complex assembly. | chr5:23578301-23579155 REVERSEPRK12323 PRK07764	PS.lightreaction.NADH DH	1_1_6

CUST_16643_PI403524517	2	0.12058544	-0.1522665	-0.0017604828	-0.047569275	0.0060014725	0.0017604828	35_4806	"Cluster: Os07g0659100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0659100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D3Y6	CHR5V7|COORD:3982763..3983900| ankyrin repeat family protein	AT5G12320.1	CHR07V5|COORD:27776281..27773109|protein tankyrase 2, putative, expressed	LOC_Os07g46500.2	no descriptionweakly similar to ( 165)AT5G12320| Symbols:  | ankyrin repeat family protein | chr5:3982763-3983900 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned ANK Arp Ank	cell.organisation	31_1

CUST_44555_PI403524517	2	0.011414051	0.10839987	-0.011414528	0.24600649	-0.17433691	-0.08307123	35_12781	"Cluster: Putative cyclic nucleotide and calmodulin-regulated ion channel; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative cyclic nucleotide and"	UniRef90_Q69KL7	"CHR2V7|COORD:10464184..10467430| ATCNGC14 (cyclic nucleotide gated channel 14); calmodulin binding / cyclic nucleotide binding / ion channel"	AT2G24610.1	CHR06V5|COORD:4436283..4441873|protein cyclic nucleotide-gated ion channel 14, putative, expressed	LOC_Os06g08850.1	" no descriptionmoderately similar to ( 476)AT2G24610| Symbols: CNGC14, ATCNGC14 | ATCNGC14 (cyclic nucleotide gated channel 14); calmodulin binding / cyclic nucleotide binding / ion channel | chr2:10464184-10467430 FORWARDvery weakly similar to (62.0)AKT1_ORYSAnot assigned not assigned not assigned not assigned CAP_ED cNMP "	transport.cyclic nucleotide or calcium regulated channels	34_22

CUST_24446_PI403524517	2	0.2295456	-0.48138523	-0.22954607	0.5610118	0.4287243	-0.4261093	35_7096	"Cluster: Hypothetical protein P0575F10.3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0575F10.3 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6Z728	CHR3V7|COORD:22913677..22914870| similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE93513.1)	AT3G61870.1	CHR02V5|COORD:1186338..1184913|protein expressed protein	LOC_Os02g03010.1	no descriptionweakly similar to ( 163)AT3G61870| Symbols:  | similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE93513.1) | chr3:22913677-22914870 FORWARDnot assigned	not assigned.unknown	35_2

CUST_30486_PI403524517	2	0.019428253	0.082681656	0.01508522	-0.015084267	-0.08306503	-0.018529892	35_8801	Rep: Heme oxygenase 2 - Sorghum bicolor (Sorghum) (Sorghum vulgare)	UniRef90_Q94FW8	CHR2V7|COORD:11348894..11350472| HY1 (HEME OXYGENASE 1)	AT2G26670.1	CHR03V5|COORD:15906196..15902635|protein heme oxygenase 2, putative, expressed	LOC_Os03g27770.2	 no descriptionweakly similar to ( 107)AT2G26670| Symbols: ATHO1, HO1, TED 4, GUN2, HY6, HY1 | HY1 (HEME OXYGENASE 1) | chr2:11348894-11350472 FORWARDnot assigned HemeO 	tetrapyrrole synthesis.heme oxygenase	19_21

CUST_58221_PI403524517	2	0.08996773	0.09974289	-0.040914536	-0.16763115	-0.43035698	0.04091549	35_16600	"Cluster: Os02g0109400 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0109400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E4N0	0	0	CHR02V5|COORD:517148..509377|protein jmjC domain containing protein	LOC_Os02g01940.1	no description	not assigned.unknown	35_2

CUST_163878_PI403524517	2	0.33265495	0.5253053	-0.07387066	-0.06457901	-0.43443203	0.06457901	35_45689	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_33905_PI403524517	2	-0.11378908	0.5495882	0.31766796	-0.18784761	0.101210594	-0.10121012	35_9774	"Cluster: Phosphoglycerate mutase family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Phosphoglycerate mutase family protein, expressed -"	UniRef90_Q10T49	"CHR3V7|COORD:22351957..22353162| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G60440.1); similar to pRIB5 protein [Ribes nigrum] (GB:CAA07566.1);"	AT3G60450.1	CHR03V5|COORD:101185..99224|protein pRIB5 protein, putative, expressed	LOC_Os03g01180.1	"no descriptionvery weakly similar to (60.8)AT3G60450| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G60440.1); similar to pRIB5 protein [Ribes nigrum] (GB:CAA07566.1); contains InterPro domain Phosphoglycerate mutase; (InterPro:IPR013078); contains InterPro domain PRIB5; (InterPro:IPR012398) | chr3:22351957-22353162 FORWARD"	not assigned.unknown	35_2

CUST_140798_PI403524517	2	0.38417578	-0.09483099	-0.35313416	0.09483147	-0.52083015	0.10749102	35_39475	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_179916_PI403524517	2	0.4231472	-0.33994913	-0.16119146	-0.30156755	1.2262378	0.16119146	35_50037	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_56508_PI403524517	2	0.041122437	-0.45819664	0.029799461	-0.029798508	0.07130051	-0.086530685	35_16083	"Cluster: Os05g0132100 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0132100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DL03	CHR2|COORD:19400654..19404901| similar to long-chain-fatty-acid--CoA ligase, putative / long-chain acyl-CoA synthetase, putative [Arabidopsis thaliana]	AT2G47240.2	CHR05V5|COORD:1851347..1844902|protein ACS-like protein, putative, expressed	LOC_Os05g04170.3	no descriptionhighly similar to ( 860)AT2G47240| Symbols:  | long-chain-fatty-acid-CoA ligase | chr2:19400905-19404686 FORWARDvery weakly similar to (97.1)4CL2_ORYSAnot assigned not assigned not assigned not assigned not assigned FAA1 AMP-binding CaiC PRK08316 PRK09089 Acs PRK08314 PRK07770 PRK05605 PRK07684 PRK07059 PRK08162 PRK06087 PRK06839 PRK03640 PRK06710 PRK06187 PRK07656 PRK09088 PRK12583 PRK07786 PRK07771 PRK05677 PRK07514 PRK08751 PRK06145 PRK07529 PRK08974 PRK06219 PRK06188 PRK07008 PRK06155 PRK12492 PRK08633 PRK06368 PRK05852 PRK07787 PRK07470 PRK05620 EntF PRK06018 PRK08180 PRK08315 PRK06334 PRK06178 PRK08043 PRK06814 PRK04813 PRK07788 PRK12582 PRK07798 PRK07867 PRK02530 caiC PRK06164 PRK03584 PRK09274 PRK03429 PRK05691 PRK12406 PRK09029 PRK03582 PRK03914 PRK00851 PRK07768 PRK08279 PRK07445 PRK04664 PRK10524 PRK08276 PRK04319 PRK12467 PRK10252 entE PRK03613 EntE PRK06060 PRK05857 PRK01291 PRK05851 PRK09192	lipid metabolism.FA synthesis and FA elongation.long chain fatty acid CoA ligase	11_1_9

CUST_105987_PI403524517	2	0.1379652	-0.9392977	0.10444784	0.074065685	-0.16395998	-0.074065685	35_30174	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_119926_PI403524517	2	0.17923927	-0.039055824	0.034103394	0.13551903	-0.08054733	-0.03410244	35_33917	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_55401_PI403524517	2	0.039114952	-0.31320095	0.11621094	0.28072548	-0.2810607	-0.039114952	35_15770	"Cluster: 'putative 1,4-benzoquinone reductase'; n=1; Oryza sativa (japonica cultivar-group)|Rep: 'putative 1,4-benzoquinone reductase' - Oryza sativa (japonica"	UniRef90_Q60EJ3	CHR5V7|COORD:22141900..22143482| FQR1 (FLAVODOXIN-LIKE QUINONE REDUCTASE 1)	AT5G54500.1	CHR05V5|COORD:24589928..24586445|protein flavoprotein wrbA, putative, expressed	LOC_Os05g42190.1	no descriptionmoderately similar to ( 311)AT5G54500| Symbols: FQR1 | FQR1 (FLAVODOXIN-LIKE QUINONE REDUCTASE 1) | chr5:22141900-22143482 FORWARDnot assigned not assigned not assigned PRK03767 WrbA Flavodoxin_1 APC_basic	lipid metabolism.'exotics' (steroids, squalene etc)	11_8

CUST_13863_PI404877155	2	0.17513561	-0.21790218	-0.10298729	0.09854317	0.06119156	-0.061192513	Contig7625_at	At2g27680 [Arabidopsis thaliana]	AAG40336.1	aldo/keto reductase family protein	At2g27680.1	protein oxidoreductase, aldo/keto reductase family, putative	Os09g39390	NONE	minor CHO metabolism.others	3_5

CUST_19240_PI403524517	2	0.22633266	-0.051203728	-0.25331974	-0.025817871	0.058115005	0.025817871	35_5579	"Cluster: Copper chaperone (CCH)-related protein-like protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Copper chaperone (CCH)-related protein-like prote"	UniRef90_Q7XI76	CHR4V7|COORD:7758606..7760888| leucine-rich repeat family protein / extensin family protein	AT4G13340.1	CHR07V5|COORD:28380891..28382451|protein copper chaperone, putative, expressed	LOC_Os07g47480.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF1421 PRK07003 Extensin_2 PRK12323 Cytadhesin_P30 Atrophin-1 PRK10263 Drf_FH1 PRK07764	not assigned.unknown	35_2

CUST_1479_PI403524517	2	0.18395996	1.0256395	-0.52918625	0.29428864	-0.18396091	-0.21063805	35_390	"Cluster: Oxygen evolving enhancer protein 1 precursor; n=2; core eudicotyledons|Rep: Oxygen evolving enhancer protein 1 precursor - Bruguiera gymnorhiza"	UniRef90_Q9LRC4	"CHR3V7|COORD:18901989..18903292| PSBO-2/PSBO2 (PHOTOSYSTEM II SUBUNIT O-2); oxygen evolving"	AT3G50820.1	CHR01V5|COORD:17676157..17677662|protein oxygen-evolving enhancer protein 1, chloroplast precursor, putative, expressed	LOC_Os01g31690.1	" no descriptionweakly similar to ( 189)AT3G50820| Symbols: PSBO2, PSBO-2 | PSBO-2/PSBO2 (PHOTOSYSTEM II SUBUNIT O-2); oxygen evolving | chr3:18901989-18903292 REVERSEmoderately similar to ( 218)PSBO_WHEATOxygen-evolving enhancer protein 1, chloroplast precursor - Triticum aestivum (Wheat)not assigned MSP PRK07003 "	PS.lightreaction.photosystem II.PSII polypeptide subunits	1_1_1_2

CUST_168009_PI403524517	2	-0.014724731	0.042653084	-0.049137115	0.014724731	-0.20718193	0.29574966	35_46791	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_4297_PI403524517	2	-0.15188599	-0.29281425	0.023916245	0.09137344	0.025733948	-0.023916245	35_1189	Rep: Os07g0549700 protein - Oryza sativa (japonica cultivar-group)	UniRef90_Q0D5M5	CHR3V7|COORD:14239832..14243214| vacuolar ATP synthase subunit H family protein	AT3G42050.1	CHR07V5|COORD:21814898..21820628|protein vacuolar ATPase subunit H protein, putative, expressed	LOC_Os07g36470.1	no descriptionweakly similar to ( 132)AT3G42050| Symbols:  | vacuolar ATP synthase subunit H family protein | chr3:14239832-14243214 REVERSEweakly similar to ( 156)VATH_ORYSAnot assigned VATPase_H V-ATPase_H VMA13	transport.p- and v-ATPases.H+-transporting two-sector ATPase	34_1_1

CUST_522_PI399407379	2	-0.15427637	0.53686714	-0.025966167	-0.20966196	0.025966167	0.06349087	HvRR7									

CUST_66498_PI403524517	2	-0.19591999	-0.4066038	0.26485157	0.19591999	0.55459213	-0.42767334	35_18989	"Cluster: Putative ripening regulated protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative ripening regulated protein - Oryza sativa (japonica"	UniRef90_Q6ZB84	CHR5V7|COORD:26140467..26143578| ripening-responsive protein, putative	AT5G65380.1	CHR08V5|COORD:23579786..23584677|protein transparent testa 12 protein, putative, expressed	LOC_Os08g37432.2	 no descriptionmoderately similar to ( 379)AT5G65380| Symbols:  | ripening-responsive protein, putative | chr5:26140467-26143578 REVERSEnot assigned not assigned not assigned not assigned NorM MatE PRK01766 PRK00187 TT_ORF1 	transport.misc	34_99

CUST_11935_PI404877155	2	0.14878845	-0.098796844	0.024155617	-0.115792274	-0.009896278	0.009896278	Contig5640_at	OSJNBa0058K23.1 [Oryza sativa (japonica cultivar-group)] emb|CAD41892.2| OSJNBa0093O08.11 [Oryza sativa (japonica cultivar-group)]	CAE02148.2	imidazoleglycerol-phosphate dehydratase, putative	At4g14910.1	protein imidazoleglycerol-phosphate dehydratase, putative	Os04g52710	"imidazoleglycerol-phosphate dehydratase, putative, similar to SP:P34047 Imidazoleglycerol-phosphate dehydratase 1 (EC 4.2.1.19) (IGPD 1) {Arabidopsis thaliana}; contains Pfam profile PF00475: imidazoleglycerol-phosphate dehydratase"	amino acid metabolism.synthesis.histidine	13_1_7

CUST_36196_PI403524517	2	0.246315	-0.29142475	0.019648552	-0.0077810287	-0.090865135	0.0077810287	35_10434	"Cluster: Putative GAP SH3 binding protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative GAP SH3 binding protein - Oryza sativa (japonica cultivar-g"	UniRef90_Q7Y1L6	CHR3V7|COORD:9157168..9159369| nuclear transport factor 2 (NTF2) family protein / RNA recognition motif (RRM)-containing protein	AT3G25150.1	CHR03V5|COORD:17389303..17393852|protein RNA-binding protein-like, putative, expressed	LOC_Os03g30550.1	no descriptionweakly similar to ( 128)AT5G60980| Symbols:  | nuclear transport factor 2 (NTF2) family protein / RNA recognition motif (RRM)-containing protein | chr5:24561214-24563253 FORWARDnot assigned not assigned NTF2 NTF2 NTF2_like	protein.targeting.nucleus	29_3_1

CUST_120554_PI403524517	2	-0.07422352	-0.9223566	-0.5239425	0.37597322	0.08335686	0.07422352	35_34076	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_25098_PI403524517	2	-0.19516373	0.11753178	0.031089783	-0.018723488	-0.013638496	0.013638496	35_7282	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_5306_PI404877155	2	0.029209137	-0.036880493	-0.112381935	0.020098686	0.14017868	-0.020098686	Contig16884_at	putative plastidic glucose 6-phosphate dehydrogenase [Oryza sativa (japonica cultivar-group)]	BAC84352.1	glucose-6-phosphate 1-dehydrogenase / G6PD (APG1)	At5g35790.1	protein glucose-6-phosphate 1-dehydrogenase	Os07g22350	Encodes a plastidic glucose-6-phosphate dehydrogenase that is sensitive to reduction by DTT and whose mRNA is more prevalent in developing organs but absent in the root.	OPP.oxidative PP.G6PD	7_1_01

CUST_11519_PI404877155	2	-0.16057777	-0.21195793	0.16057682	0.3008728	-0.18278408	0.17647362	Contig5218_at	putative 1,4-benzoquinone reductase [Oryza sativa (japonica cultivar-group)] dbj|BAB92583.1| putative quinone-oxidoreductase QR2 [Oryza sati	NP_916411.1	quinone reductase, putative	At5g54500.1	protein flavodoxin, putative	Os05g42190	putative 1,4-benzoquinone reductase	lipid metabolism.'exotics' (steroids, squalene etc)	11_8

CUST_178379_PI403524517	2	0.15400505	-0.23069859	-0.32505894	-0.09376526	0.37947273	0.09376621	35_49606	"Cluster: Glycogenin-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Glycogenin-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5NA53	CHR1V7|COORD:28983960..28986122| glycogenin glucosyltransferase (glycogenin)-related	AT1G77130.1	CHR01V5|COORD:38523866..38529466|protein secondary cell wall-related glycosyltransferase family 8, putative, expressed	LOC_Os01g65780.4	no description	not assigned.unknown	35_2

CUST_6052_PI403524517	2	-0.29628277	-0.13370895	-0.058642387	0.058642387	0.21264935	0.11247158	35_1671	Cluster: COG1208, GCD1, Nucleoside-diphosphate-sugar pyrophosphorylase involved in lipopolysaccharide biosynthesis/translation initiation factor 2B,	UniRef90_Q84JH5	"CHR2V7|COORD:16596479..16597819| CYT1 (CYTOKINESIS DEFECTIVE 1); nucleotidyltransferase"	AT2G39770.1	CHR03V5|COORD:8892011..8888206|protein mannose-1-phosphate guanyltransferase, putative, expressed	LOC_Os03g16150.1	" no descriptionhighly similar to ( 625)AT2G39770| Symbols: VTC1, SOZ1, EMB101, GMP1, CYT1 | CYT1 (CYTOKINESIS DEFECTIVE 1); nucleotidyltransferase | chr2:16596479-16597819 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned GCD1 NTP_transferase RfbA GlmU GlgC glgC GalU COG1213 LicC glmU glgC PRK10122 glgC glgC {ManC} PRK12323 LbetaH PRK07003 PRK05289 PRK12678 Atrophin-1 glgC LpxA glgC LpxD glgC "	cell wall.precursor synthesis.NDP sugar pyrophosphorylase.GDP mannose	10_1_1_1

CUST_27538_PI403524517	2	-0.2978649	-0.29652786	0.27227783	0.17695904	0.3720131	-0.17695904	35_7968	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_6532_PI403524517	2	-0.3410244	-0.5141487	-0.60177135	0.49144745	0.51157475	0.3410244	35_1812	"Cluster: OSJNBb0038F03.9 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBb0038F03.9 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XN02	CHR1V7|COORD:408779..410433| pentatricopeptide (PPR) repeat-containing protein	AT1G02150.1	CHR04V5|COORD:27039842..27037158|protein tetratricopeptide-like helical, putative, expressed	LOC_Os04g46010.1	no descriptionmoderately similar to ( 366)AT1G02150| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr1:408779-410433 FORWARD	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_12092_PI403524517	2	-0.016256332	0.0049943924	-0.0049943924	-0.096045494	0.10346413	0.01826477	35_3442	"Cluster: Os06g0137500 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0137500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DES6	CHR4V7|COORD:677266..679164| MEE49 (maternal effect embryo arrest 49)	AT4G01560.1	CHR06V5|COORD:2008077..1999873|protein ribosome production factor 1, putative, expressed	LOC_Os06g04600.2	no descriptionmoderately similar to ( 447)AT4G01560| Symbols: MEE49 | MEE49 (maternal effect embryo arrest 49) | chr4:677266-679164 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Brix IMP4 PRK12323 PRK12678 PRK07764	protein.synthesis.misc ribososomal protein.BRIX	29_2_2_50

CUST_26603_PI403524517	2	0.0	1.2160425	-0.057842255	0.0	-0.49717236	0.103699684	35_7709	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_99345_PI403524517	2	-0.30766153	-0.58447075	0.38362026	0.34234428	0.30766153	-0.44956875	35_28358	"Cluster: Glycosyl hydrolase family 38 protein, putative, expressed; n=4; Oryza sativa|Rep: Glycosyl hydrolase family 38 protein, putative, expressed - Oryza sat"	UniRef90_Q10A56	CHR5V7|COORD:26456239..26461660| glycosyl hydrolase family 38 protein	AT5G66150.1	CHR10V5|COORD:2461354..2473925|protein lysosomal alpha-mannosidase precursor, putative, expressed	LOC_Os10g05069.3	no descriptionmoderately similar to ( 253)AT5G66150| Symbols:  | glycosyl hydrolase family 38 protein | chr5:26456239-26461660 REVERSEnot assigned not assigned Glyco_hydro_38C	misc.gluco-, galacto- and mannosidases	26_3

CUST_44403_PI403524517	2	-0.07521057	0.075406075	-0.20054388	0.075210094	0.6136861	-0.30614376	35_12738	"Cluster: Os12g0228300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os12g0228300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IPB0	0	0	CHR09V5|COORD:3504050..3499534|protein expressed protein	LOC_Os09g07160.1	no description	not assigned.unknown	35_2

CUST_59249_PI403524517	2	0.090174675	0.18378067	-0.0038614273	-0.11172962	-0.016627312	0.0038614273	35_16896	"Cluster: Putative glycyl-tRNA synthetase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative glycyl-tRNA synthetase - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6ZD35	CHR1V7|COORD:10459646..10462765| glycyl-tRNA synthetase / glycine--tRNA ligase	AT1G29880.1	CHR08V5|COORD:26767493..26771791|protein glycyl-tRNA synthetase 1, mitochondrial precursor, putative, expressed	LOC_Os08g42560.1	no descriptionweakly similar to ( 129)AT1G29880| Symbols:  | glycyl-tRNA synthetase / glycine--tRNA ligase | chr1:10459646-10462765 REVERSEnot assigned GlyRS_anticodon GRS1 PRK04173 HGTP_anticodon HGTP_anticodon	protein.aa activation	29_1

CUST_33866_PI399408534	2	0.021154404	0.105885506	-0.021155357	-0.09832287	0.047502518	-0.04181385	35_45566	"Cluster: Hypothetical protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53KK6	"CHR1V7|COORD:7620145..7623967| ATSWI3C (Arabidopsis thaliana switching protein 3C); DNA binding"	AT1G21700.1	CHR11V5|COORD:4216741..4225375|protein SWIRM domain containing protein, expressed	LOC_Os11g08080.1	" no descriptionvery weakly similar to (95.5)AT1G21700| Symbols: CHB4, ATSWI3C | ATSWI3C (Arabidopsis thaliana switching protein 3C); DNA binding | chr1:7620145-7623967 REVERSEnot assigned "	RNA.regulation of transcription.Chromatin Remodeling Factors	27_3_44

CUST_68504_PI403524517	2	0.018323898	0.62770176	0.052633286	-0.41286945	-0.21530628	-0.018324852	35_19593	"Cluster: OSJNBa0095E20.6 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0095E20.6 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XRN0	"CHR4V7|COORD:17942028..17942858| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G45250.1); similar to hypothetical protein MtrDRAFT_AC121239g16v1"	AT4G38280.1	CHR04V5|COORD:2428660..2434924|protein serine-rich 25 kDa antigen protein, putative, expressed	LOC_Os04g05030.1	"no descriptionvery weakly similar to (70.1)AT4G38280| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G45250.1); similar to hypothetical protein MtrDRAFT_AC121239g16v1 [Medicago truncatula] (GB:ABE78436.1) | chr4:17942028-17942858 FORWARD"	not assigned.unknown	35_2

CUST_168671_PI403524517	2	-0.19731808	-0.52649784	0.13501453	0.5619302	0.4120965	-0.13501453	35_46973	"Cluster: Coatomer alpha subunit; n=1; Hordeum vulgare subsp. vulgare|Rep: Coatomer alpha subunit - Hordeum vulgare var. distichum (Two-rowed barley)"	UniRef90_Q6RYF4	CHR1V7|COORD:22923479..22927393| coatomer protein complex, subunit alpha, putative	AT1G62020.1	CHR03V5|COORD:28673886..28668569|protein coatomer subunit alpha, putative, expressed	LOC_Os03g50340.1	 no descriptionweakly similar to ( 113)AT1G62020| Symbols:  | coatomer protein complex, subunit alpha, putative | chr1:22923479-22927393 FORWARDnot assigned COPI_C 	cell. vesicle transport	31_4

CUST_1537_PI404877155	2	0.07270622	0.15127754	-0.10618782	-0.12680817	-0.07270527	0.08965111	Contig11716_at	BRI1-KD interacting protein 118 [Oryza sativa (japonica cultivar-group)]	BAD11346.1	expressed protein	At4g32330.2	protein Targeting protein for Xklp2 (TPX2), putative	Os02g10690	NONE	hormone metabolism.brassinosteroid.signal transduction.other	17_3_2_99

CUST_62250_PI403524517	2	0.11213207	-0.25763512	-0.024544716	0.032108307	-0.10861206	0.024543762	35_17750	Rep: F8K7.7 protein - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q9XI13	CHR1V7|COORD:7593502..7604141| preprotein translocase secA family protein	AT1G21650.1	CHR05V5|COORD:20642853..20638308|protein zinc finger, C3HC4 type family protein, expressed	LOC_Os05g34880.1	no descriptionvery weakly similar to (58.5)AT1G21650| Symbols:  | preprotein translocase secA family protein | chr1:7593502-7604141 REVERSE	protein.targeting.chloroplast	29_3_3

CUST_48422_PI403524517	2	0.20468998	-0.5384674	-0.022018433	0.022018433	-0.040468216	0.12148476	35_13836	Rep: Polyubiquitin 4 UBQ4 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q0WRN6	CHR1V7|COORD:11218057..11219398| RUB1 (RELATED TO UBIQUITIN 1)	AT1G31340.1	CHR09V5|COORD:15159891..15161889|protein polyubiquitin 2, putative, expressed	LOC_Os09g25320.1	 no descriptionmoderately similar to ( 263)AT1G31340| Symbols: NEDD8, ATRUB1, RUB1 | RUB1 (RELATED TO UBIQUITIN 1) | chr1:11218057-11219398 REVERSEweakly similar to ( 150)UBIQ_WHEATUbiquitin - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Ubiquitin Nedd8 ubiquitin UBQ UBL AN1_N Scythe_N RAD23_N UBQ parkin_N Fubi GDX_N SF3a120_C NIRF_N ISG15_repeat2 UBI4 hPLIC_N 	protein.degradation.ubiquitin.ubiquitin	29_5_11_1

CUST_48198_PI403524517	2	0.298728	-0.29902935	-0.223629	0.016884804	-0.016884804	0.15327549	35_13780	Rep: OSIGBa0158D24.3 protein - Oryza sativa (Rice)	UniRef90_Q01KM6	CHR4V7|COORD:17631698..17633054| peroxidase 50 (PER50) (P50) (PRXR2)	AT4G37520.1	CHR04V5|COORD:33287045..33280877|protein peroxidase 16 precursor, putative, expressed	LOC_Os04g56180.1	 no descriptionmoderately similar to ( 335)AT4G30170| Symbols:  | peroxidase, putative | chr4:14762928-14764488 FORWARDmoderately similar to ( 223)PER1_ARAHYCationic peroxidase 1 precursor - Arachis hypogaea (Peanut)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned secretory_peroxidase plant_peroxidase peroxidase ascorbate_peroxidase PRK07764 PRK07003 PRK12323 Herpes_BLLF1 Tymo_45kd_70kd Atrophin-1 HPC2 TT_ORF1 PRK09169 COG5330 APC_basic DUF566 	misc.peroxidases	26_12

CUST_107602_PI403524517	2	0.04136753	0.035942078	-0.025959015	-0.058463097	-0.021949768	0.021948814	35_30620	"Cluster: Peptidoglycan-associated protein; n=1; Erythrobacter litoralis HTCC2594|Rep: Peptidoglycan-associated protein - Erythrobacter litoralis HTCC2594"	UniRef90_Q2N609	CHR3V7|COORD:8063070..8064482| leucine-rich repeat family protein / extensin family protein	AT3G22800.1	CHR12V5|COORD:23250365..23259189|protein expressed protein	LOC_Os12g37890.1	no descriptionnot assigned not assigned not assigned not assigned Protamine_P1	not assigned.unknown	35_2

CUST_63726_PI403524517	2	0.013604164	-0.5411892	-0.10686016	0.11419773	-0.013605118	0.07855415	35_18197	"Cluster: NFkB activating protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: NFkB activating protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K8K1	CHR5V7|COORD:176796..178009| Got1-like family protein	AT5G01430.1	CHR02V5|COORD:23591972..23595852|protein golgi transport 1 protein B, putative, expressed	LOC_Os02g39070.1	no descriptionweakly similar to ( 105)AT1G05785| Symbols:  | Got1-like family protein | chr1:1730980-1732405 FORWARDnot assigned Got1 GOT1	not assigned.no ontology	35_1

CUST_47656_PI403524517	2	0.020899773	0.45443726	0.039405823	-0.020899773	-0.14013672	-0.04868698	35_13637	"Cluster: Putative aspartic proteinase nepenthesin II; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative aspartic proteinase nepenthesin II - Oryza sativ"	UniRef90_Q5ZAZ8	CHR5V7|COORD:7633720..7636301| aspartyl protease family protein	AT5G22850.1	CHR01V5|COORD:33213733..33219492|protein aspartic proteinase nepenthesin-2 precursor, putative, expressed	LOC_Os01g56930.1	no descriptionweakly similar to ( 168)AT5G22850| Symbols:  | aspartyl protease family protein | chr5:7633720-7636301 REVERSEvery weakly similar to (52.4)ASP1_ORYSAnot assigned Asp	protein.degradation.aspartate protease	29_5_4

CUST_2130_PI403524517	2	-0.31269836	0.39051247	0.22833061	-0.027517319	0.027519226	-0.16034889	35_564	"Cluster: Protein translation factor SUI1 homolog; n=7; Poaceae|Rep: Protein translation factor SUI1 homolog - Zea mays (Maize)"	UniRef90_P56330	CHR1V7|COORD:20272377..20273057| eukaryotic translation initiation factor SUI1, putative	AT1G54290.1	CHR07V5|COORD:20733653..20731452|protein protein translation factor SUI1, putative, expressed	LOC_Os07g34589.3	 no descriptionweakly similar to ( 163)AT1G54290| Symbols:  | eukaryotic translation initiation factor SUI1, putative | chr1:20272377-20273057 REVERSEweakly similar to ( 174)SUI1_MAIZEProtein translation factor SUI1 homolog - Zea mays (Maize)not assigned SUI1_eIF1 SUI1 SUI1 	protein.synthesis.initiation	29_2_3

CUST_61568_PI403524517	2	0.15030384	-0.20305634	0.07430649	-0.074305534	0.111076355	-0.086125374	35_17572	"Cluster: Chloroplast lumen common protein family-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Chloroplast lumen common protein family-like pro"	UniRef90_Q7F0B4	CHR2V7|COORD:15864030..15865871| LCD1 (LOWER CELL DENSITY 1)	AT2G37860.3	CHR07V5|COORD:7788517..7793354|protein expressed protein	LOC_Os07g13590.1	no descriptionmoderately similar to ( 306)AT2G37860| Symbols: LCD1 | LCD1 (LOWER CELL DENSITY 1) | chr2:15864030-15865871 FORWARD	not assigned.unknown	35_2

CUST_91798_PI403524517	2	0.25937462	-0.21116924	-0.0061159134	0.0061159134	-0.12824726	0.06610775	35_26247	0	0	CHR5V7|COORD:3872652..3873197| proline-rich family protein	AT5G11990.1	0	0	no description	not assigned.unknown	35_2

CUST_56541_PI403524517	2	-0.060692787	-0.18692303	0.04123783	0.0054016113	-0.005402565	0.04816246	35_16095	"Cluster: Zinc finger protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Zinc finger protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z542	CHR3V7|COORD:17534826..17536263| zinc finger (C3HC4-type RING finger) family protein	AT3G47550.6	CHR09V5|COORD:14670542..14675767|protein protein binding protein, putative, expressed	LOC_Os09g24650.4	no descriptionmoderately similar to ( 251)AT3G47550| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr3:17534826-17536263 FORWARDnot assigned RINGv SSM4 zf-C3HC4	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_52568_PI403524517	2	0.049754143	-1.161129	-0.049755096	0.57010555	0.34572887	-0.29087448	35_14974	Rep: Extensin-like protein - Capsicum chinense (Scotch bonnet) (Bonnet pepper)	UniRef90_Q5GMM0	CHR2V7|COORD:18633451..18633855| protease inhibitor/seed storage/lipid transfer protein (LTP) family protein	AT2G45180.1	CHR04V5|COORD:27534272..27535438|protein cortical cell-delineating protein precursor, putative, expressed	LOC_Os04g46830.1	no descriptionvery weakly similar to (98.6)AT2G45180| Symbols:  | protease inhibitor/seed storage/lipid transfer protein (LTP) family protein | chr2:18633451-18633855 FORWARDvery weakly similar to (87.4)14KD_DAUCA14 kDa proline-rich protein DC2.15 precursor - Daucus carota (Carrot)HPS_like Tryp_alpha_amyl	misc.protease inhibitor/seed storage/lipid transfer protein (LTP) family protein	26_21

CUST_84317_PI403524517	2	1.1372638	1.0669885	0.7221718	-0.7221713	-1.7090955	-1.3763154	35_24161	"Cluster: OSJNBb0015N08.11 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBb0015N08.11 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XNY0	"CHR3V7|COORD:9205171..9206202| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G04420.1); similar to 52O08_2 [Brassica rapa subsp. pekinensis]"	AT3G25270.1	CHR04V5|COORD:30344883..30349190|protein retrotransposon protein, putative, unclassified	LOC_Os04g51590.1	" no descriptionvery weakly similar to (52.4)AT3G25270| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G04420.1); similar to 52O08_2 [Brassica rapa subsp. pekinensis] (GB:AAZ67547.1); contains InterPro domain Polynucleotidyl transferase, Ribonuclease H fold; (InterPro:IPR012337) | chr3:9205171-9206202 REVERSE"	not assigned.unknown	35_2

CUST_120353_PI403524517	2	-0.23723125	-1.191762	0.45521164	0.11046982	0.36366367	-0.11046982	35_34026	"Cluster: Hypothetical protein OSJNBa0094H06.24; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0094H06.24 - Oryza sativa (japonica"	UniRef90_Q8LJL5		0	CHR01V5|COORD:18035637..18040318|protein expressed protein	LOC_Os01g32300.2	no description	not assigned.unknown	35_2

CUST_2388_PI403524517	2	0.012332916	-0.4034357	-0.011533737	0.0435009	0.011534691	-0.08374405	35_650	"Cluster: OSIGBa0140J09.10 protein; n=3; Oryza sativa|Rep: OSIGBa0140J09.10 protein - Oryza sativa (Rice)"	UniRef90_Q01I11	CHR2V7|COORD:8821004..8822152| 60S ribosomal protein L14 (RPL14A)	AT2G20450.1	CHR04V5|COORD:25534294..25532037|protein 60 ribosomal protein L14, putative, expressed	LOC_Os04g43540.1	no descriptionweakly similar to ( 200)AT2G20450| Symbols:  | 60S ribosomal protein L14 (RPL14A) | chr2:8821004-8822152 FORWARDweakly similar to ( 189)RL14_PEAProbable 60S ribosomal protein L14 - Pisum sativum (Garden pea)not assigned Ribosomal_L14e RPL14A PRK04333	protein.synthesis.misc ribososomal protein	29_2_2

CUST_34519_PI399408534	2	0.15535927	-0.2859869	-0.0860548	-0.008713722	0.09796715	0.008712769	35_19281	"Cluster: Os03g0223000 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os03g0223000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DTV2	CHR3V7|COORD:634826..636989| leucine-rich repeat transmembrane protein kinase, putative	AT3G02880.1	CHR03V5|COORD:6413964..6417645|protein atypical receptor-like kinase MARK, putative, expressed	LOC_Os03g12250.1	 no descriptionmoderately similar to ( 214)AT3G02880| Symbols:  | leucine-rich repeat transmembrane protein kinase, putative | chr3:634826-636989 FORWARDvery weakly similar to ( 100)PSKR_DAUCAPhytosulfokine receptor precursor - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc Pkinase S_TKc Pkinase_Tyr PTKc TyrKc PTKc_Src_like PTKc_Srm_Brk PTKc_Src SPS1 PTKc_Csk_like PTKc_Csk PTKc_Itk PTKc_Frk_like PTKc_EGFR_like PTKc_Chk PTKc_Fyn_Yrk PTKc_Lck_Blk PTKc_Lyn PTKc_Yes PTKc_Tec_like PTK_HER3 PTKc_Hck PTKc_Jak_rpt2 PTKc_EphR 	signalling.receptor kinases.leucine rich repeat III	30_2_3

CUST_56529_PI403524517	2	-0.26876736	0.094926834	-0.106841564	0.25746346	0.974668	-0.094926834	35_16092	"Cluster: Hypersensitive-induced reaction protein 4; n=2; BEP clade|Rep: Hypersensitive-induced reaction protein 4 - Hordeum vulgare var. distichum (Two-rowed ba"	UniRef90_Q8H1V6	CHR5V7|COORD:20966737..20968460| band 7 family protein	AT5G51570.1	CHR06V5|COORD:1912028..1908664|protein hypersensitive-induced reaction protein 4, putative, expressed	LOC_Os06g04460.1	no descriptionmoderately similar to ( 450)AT5G51570| Symbols:  | band 7 family protein | chr5:20966737-20968460 FORWARDnot assigned not assigned not assigned Band_7_4 Band_7 Band_7_stomatin_like HflC PHB Band_7 Band_7_HflK Band_7_prohibitin Band_7_HflC Band_7_1	not assigned.no ontology	35_1

CUST_163705_PI403524517	2	-0.009627342	-0.042853355	-0.17575979	0.009627342	0.14740944	0.25944614	35_45645	Rep: Hypothetical protein - Gibberella zeae (Fusarium graminearum)	UniRef90_Q4I6Y2		0	0	0	no description	not assigned.unknown	35_2

CUST_96646_PI403524517	2	0.1381092	-0.9240227	-0.11281681	0.0032072067	0.0676918	-0.003206253	35_27605	"Cluster: CCHC-type zinc finger protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: CCHC-type zinc finger protein-like - Oryza sativa (japonica cultiv"	UniRef90_Q6Z6G7	CHR3V7|COORD:611580..613301| zinc knuckle (CCHC-type) family protein	AT3G02820.1	CHR02V5|COORD:32092841..32089453|protein nucleic acid binding protein, putative, expressed	LOC_Os02g52460.1	no description	not assigned.unknown	35_2

CUST_181117_PI403524517	2	0.02636242	0.1286726	0.034282684	-0.026361465	-0.46987724	-0.21433163	35_50368	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_29007_PI399408534	2	0.042918205	0.14995766	-0.04291725	-0.04842186	-0.05545807	0.045944214	35_21786	"Cluster: Putative polymyositis/scleroderma autoantigen 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative polymyositis/scleroderma autoantigen 1 - Ory"	UniRef90_Q69T30	"CHR3|COORD:22364917..22367560| 3' exoribonuclease family protein, similar to SP:Q06265 Exosome complex exonuclease RRP45 (Homo sapiens); contains Pfam profiles"	AT3G60500.2	CHR02V5|COORD:20725780..20722404|protein exosome complex exonuclease RRP45, expressed	LOC_Os02g34570.2	 no descriptionvery weakly similar to (74.3)AT3G60500| Symbols: G3, CER7 | 3' exoribonuclease family protein | chr3:22365220-22367415 FORWARDnot assigned 	RNA.processing.ribonucleases	27_1_19

CUST_14973_PI403524517	2	0.058407784	0.0704031	-0.028331757	-0.0549469	-0.2234993	0.028331757	35_4318	"Cluster: Putative phosphatidylinositol transfer; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative phosphatidylinositol transfer - Oryza sativa (japonic"	UniRef90_Q6Z661	CHR1|COORD:20811960..20816506| SEC14 cytosolic factor family protein / phosphoglyceride transfer family protein, similar to similar to phosphatidylinositol	AT1G55690.2	CHR02V5|COORD:29950956..29944792|protein phosphatidylinositol transporter/ transporter, putative, expressed	LOC_Os02g48990.1	 no descriptionmoderately similar to ( 446)AT4G39170| Symbols:  | SEC14 cytosolic factor, putative / phosphoglyceride transfer protein, putative | chr4:18240881-18243615 FORWARDnot assigned not assigned CRAL_TRIO SEC14 SEC14 CRAL_TRIO_N 	DNA.unspecified	28_99

CUST_68581_PI403524517	2	-0.012976646	-0.1407404	0.34964943	0.012975693	0.35950375	-0.3038578	35_19618	"Cluster: Hypothetical protein OJ1123_B08.37; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1123_B08.37 - Oryza sativa (japonica cultiv"	UniRef90_Q67U40	"CHR1V7|COORD:1661828..1662097| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G31945.1); similar to hypothetical protein [Oryza sativa (japonica"	AT1G05575.1	CHR09V5|COORD:16652112..16652372|protein conserved hypothetical protein	LOC_Os09g27410.1	"no descriptionvery weakly similar to (62.4)AT1G05575| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G31945.1); similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:BAD38225.1); similar to Os06g0207200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001057099.1); similar to Os02g0774200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001048273.1) | chr1:1661828-1662097 REVERSE"	not assigned.unknown	35_2

CUST_136603_PI403524517	2	0.123580456	0.47132683	0.08069229	-0.08069229	-0.41435623	-0.4038124	35_38310	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_65200_PI403524517	2	0.041794777	0.24678421	0.11458969	-0.1812706	-0.04179573	-0.17858505	35_18616	"Cluster: Putative THO complex 2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative THO complex 2 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5JLC8	"CHR1V7|COORD:8742196..8755229| similar to DEAD box RNA helicase, putative [Arabidopsis thaliana] (TAIR:AT1G20920.1); similar to F5A9.21, related [Medicago"	AT1G24706.1	CHR01V5|COORD:40302766..40287152|protein expressed protein	LOC_Os01g68810.1	" no descriptionweakly similar to ( 102)AT1G24706| Symbols:  | similar to DEAD box RNA helicase, putative [Arabidopsis thaliana] (TAIR:AT1G20920.1); similar to F5A9.21, related [Medicago truncatula] (GB:ABE85730.1); similar to putative THO complex 2 [Oryza sativa (japonica cultivar-group)] (GB:BAD87730.1); similar to Eukaryotic DNA topoisomerases I, dispensable insert [Medicago truncatula] (GB:ABE94293.1); contains domain THO2 PROTEIN (PTHR21597); contains domain Prion-like (SSF54098) | chr1:8742196-8755229 FORWARDnot assigned not assigned not assigned not assigned "	not assigned.unknown	35_2

CUST_18327_PI403524517	2	-0.003490448	0.7893696	0.17695618	-0.03622055	0.0034894943	-0.084215164	35_5298	"Cluster: Hypothetical protein OJ1145_F01.1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1145_F01.1 - Oryza sativa (japonica cultivar"	UniRef90_Q6ZHS7	"CHR1V7|COORD:7374199..7375633| similar to Protein of unknown function UPF0047 [Medicago truncatula] (GB:ABC75362.1); contains InterPro domain Protein of"	AT1G21065.1	CHR02V5|COORD:4859057..4855905|protein expressed protein	LOC_Os02g09460.1	"no descriptionmoderately similar to ( 256)AT1G21065| Symbols:  | similar to Protein of unknown function UPF0047 [Medicago truncatula] (GB:ABC75362.1); contains InterPro domain Protein of unknown function UPF0047; (InterPro:IPR001602) | chr1:7374199-7375633 FORWARDnot assigned COG0432 UPF0047"	not assigned.unknown	35_2

CUST_96926_PI403524517	2	0.09979534	0.8236904	-0.07928085	-0.06200123	-0.04961109	0.04961109	35_27682	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_24809_PI403524517	2	0.05977249	-0.25073242	-0.08277607	0.01979351	-0.019792557	0.026434898	35_7197	Rep: Putative tRNA synthase - Oryza sativa (Rice)	UniRef90_Q94HL3	CHR5V7|COORD:4660242..4662546| pseudouridylate synthase TruB family protein	AT5G14460.1	CHR05V5|COORD:431252..426774|protein pseudouridylate synthase/ transporter, putative, expressed	LOC_Os05g01750.1	no descriptionweakly similar to ( 159)AT5G14460| Symbols:  | pseudouridylate synthase TruB family protein | chr5:4660242-4662546 REVERSEPseudoU_synth_EcTruB truB truB truB TruB truB PseudoU_synth_TruB_like truB truB truB truB truB truB truB truB truB PRK04270 PseudoU_synth_hDyskerin	protein.aa activation.pseudouridylate synthase	29_1_30

CUST_3566_PI404877155	2	-0.16576576	-0.5900383	1.1546164	0.16576576	0.5022049	-0.62316465	Contig1411_s_at	Beta-amylase (1,4-alpha-D-glucan maltohydrolase) emb|CAA67128.1| beta-amylase [Triticum aestivum]	P93594	beta-amylase (BMY1) / 1,4-alpha-D-glucan maltohydrolase	At4g15210.1	protein beta-amylase	Os07g35940	0	major CHO metabolism.degradation.starch.starch cleavage	2_2_2_01

CUST_79113_PI403524517	2	-0.0039310455	0.31297016	0.14427567	0.0039310455	-0.12119007	-0.26186752	35_22694	"Cluster: Hypothetical protein B1155G07.13; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1155G07.13 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5TKG9	"CHR4V7|COORD:18080478..18082299| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G21120.1); similar to Os06g0715700 [Oryza sativa (japonica"	AT4G38730.1	CHR05V5|COORD:25375397..25378937|protein non-imprinted in Prader-Willi/Angelman syndrome region protein 1, putative, expressed	LOC_Os05g43790.1	"no descriptionvery weakly similar to (62.4)AT4G38730| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G21120.1); similar to Os06g0715700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001058587.1); similar to Os05g0430700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001055625.1); similar to Protein of unknown function DUF803 [Medicago truncatula] (GB:ABE83665.1); contains InterPro domain Protein of unknown function DUF803; (InterPro:IPR008521) | chr4:18080478-18082299 REVERSEnot assigned DUF803"	not assigned.unknown	35_2

CUST_77255_PI403524517	2	0.07177639	-0.018909454	-0.13299656	0.018909454	0.11321163	-0.040600777	35_22143	"Cluster: Putative plastidic glucose-6-phosphate dehydrogenase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative plastidic"	UniRef90_Q7XAV7	"CHR5V7|COORD:13974109..13976916| G6PD1 (GLUCOSE-6-PHOSPHATE DEHYDROGENASE 1); glucose-6-phosphate 1-dehydrogenase"	AT5G35790.1	CHR07V5|COORD:12548366..12542517|protein glucose-6-phosphate 1-dehydrogenase 2, chloroplast precursor, putative, expressed	LOC_Os07g22350.1	" no descriptionweakly similar to ( 145)AT5G35790| Symbols: G6PD1 | G6PD1 (GLUCOSE-6-PHOSPHATE DEHYDROGENASE 1); glucose-6-phosphate 1-dehydrogenase | chr5:13974109-13976916 REVERSEweakly similar to ( 148)G6PDC_SOLTUGlucose-6-phosphate 1-dehydrogenase, chloroplast precursor - Solanum tuberosum (Potato)not assigned G6PD_C PRK05722 Zwf PRK12853 PRK12854 "	OPP.oxidative PP.G6PD	7_1_1

CUST_63684_PI403524517	2	-0.010015488	0.1343584	0.109083176	-0.0030031204	-1.001358E-4	1.0108948E-4	35_18180	"Cluster: Os06g0301100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0301100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DCQ4	"CHR3V7|COORD:21204939..21206526| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G20510.1); similar to hypothetical protein 11 [Plantago major]"	AT3G57280.1	CHR06V5|COORD:11247711..11243643|protein expressed protein	LOC_Os06g19690.1	" no descriptionweakly similar to ( 134)AT3G57280| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G20510.1); similar to hypothetical protein 11 [Plantago major] (GB:CAJ34819.1); contains InterPro domain Protein of unknown function UPF0136, Transmembrane; (InterPro:IPR005349) | chr3:21204939-21206526 FORWARDnot assigned not assigned TMEM14 "	not assigned.unknown	35_2

CUST_50509_PI403524517	2	0.11762285	-0.96557045	-0.26693344	0.21757364	0.044155598	-0.044155598	35_14420	"Cluster: Malate dehydrogenase, cytoplasmic; n=3; BEP clade|Rep: Malate dehydrogenase, cytoplasmic - Oryza sativa (Rice)"	UniRef90_Q7XDC8	CHR5V7|COORD:17407780..17409677| malate dehydrogenase, cytosolic, putative	AT5G43330.1	CHR10V5|COORD:17584440..17588457|protein malate dehydrogenase, cytoplasmic, putative, expressed	LOC_Os10g33800.1	 no descriptionhighly similar to ( 582)AT5G43330| Symbols:  | malate dehydrogenase, cytosolic, putative | chr5:17407780-17409677 FORWARDhighly similar to ( 603)MDHC_MAIZEMalate dehydrogenase, cytoplasmic - Zea mays (Maize)not assigned not assigned not assigned MDH_cytoplasmic_cytosolic PRK05442 MDH MDH_choloroplast LDH_MDH MDH_1B Mdh Ldh_1_C Ldh_1_N LDH-like_MDH PRK06223 LDH ldh MDH_glycosomal_mitochondrial PRK05086 	TCA / org. transformation.other organic acid transformaitons.cyt MDH	8_2_9

CUST_13707_PI404877155	2	0.28747272	-2.17457	0.031020164	-0.4294815	0.032836914	-0.03101921	Contig7429_s_at	putative bZIP DNA-binding protein [Capsicum chinense]	AAD21199.1	bZIP transcription factor family protein	At4g34590.1	protein Similar to bZIP transcription factor ATB2	Os02g03960	putative bZIP DNA-binding protein	RNA.regulation of transcription.bZIP transcription factor family	27_3_35

CUST_9735_PI403524517	2	-0.0846653	0.14640522	0.023198128	-0.023198128	0.1513319	-0.29069233	35_2744	Rep: CDK5RAP1-like protein - Oryza sativa (Rice)	UniRef90_Q2R1U4	CHR4V7|COORD:17194749..17197057| radical SAM domain-containing protein / TRAM domain-containing protein	AT4G36390.1	CHR11V5|COORD:22064036..22060220|protein CDK5RAP1-like protein, putative, expressed	LOC_Os11g38030.1	no descriptionhighly similar to ( 559)AT4G36390| Symbols:  | radical SAM domain-containing protein / TRAM domain-containing protein | chr4:17194749-17197057 REVERSEhighly similar to ( 623)CK5P1_ORYSAnot assigned not assigned MiaB Elp3 COG1032 Radical_SAM	metal handling.binding, chelation and storage	15_2

CUST_117993_PI403524517	2	0.046232224	0.108394146	-0.046232224	0.17209625	-0.1614747	-0.25232363	35_33420	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_87991_PI403524517	2	-0.002858162	0.52322674	0.079185486	-0.3813944	-0.010361671	0.002858162	35_25191	"Cluster: Hypothetical protein OJ1531_B07.16; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1531_B07.16 - Oryza sativa (japonica cultiv"	UniRef90_Q69NG1	CHR1V7|COORD:23241239..23242177| invertase/pectin methylesterase inhibitor family protein	AT1G62760.1	CHR09V5|COORD:20742395..20740993|protein hypothetical protein	LOC_Os09g36000.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07003 PRK12323 Tymo_45kd_70kd HPC2 PRK07764 Herpes_BLLF1 Atrophin-1 APC_basic PRK05648 Drf_FH1 Extensin_2 AF-4 DUF1421	not assigned.unknown	35_2

CUST_29444_PI403524517	2	0.08366394	-0.50000286	-0.17626572	0.10800552	-0.025831223	0.025831223	35_8505	"Cluster: Putative chaperonin; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative chaperonin - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5TKQ5	CHR2V7|COORD:14082170..14085645| chaperonin, putative	AT2G33210.1	CHR05V5|COORD:26757045..26752405|protein chaperonin CPN60-2, mitochondrial precursor, putative, expressed	LOC_Os05g46290.1	 no descriptionweakly similar to ( 153)AT2G33210| Symbols:  | chaperonin, putative | chr2:14082170-14085645 REVERSEweakly similar to ( 157)CH62_CUCMAChaperonin CPN60-2, mitochondrial precursor - Cucurbita maxima (Pumpkin) (Winter squash)not assigned groEL GroEL groEL groEL groEL groEL GroL groEL chaperonin_type_I_II Cpn60_TCP1 cpn60 	protein.folding	29_6

CUST_7078_PI403524517	2	0.07517624	-0.21550083	-0.007801056	0.0078001022	-0.04253769	0.055804253	35_1963	"Cluster: LIN1 protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: LIN1 protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8LR04	CHR3V7|COORD:4574607..4575859| structural constituent of ribosome	AT3G13882.1	CHR01V5|COORD:22260111..22262919|protein LIN1 protein, putative, expressed	LOC_Os01g39010.1	no descriptionvery weakly similar to (95.5)AT3G13882| Symbols:  | structural constituent of ribosome | chr3:4574607-4575859 FORWARDnot assigned rpmH RpmH Ribosomal_L34 rpl34	protein.synthesis.mito/plastid ribosomal protein	29_2_1

CUST_62090_PI403524517	2	0.12491608	-3.194809E-4	0.007364273	-0.033258438	-0.04502201	3.2043457E-4	35_17708	"Cluster: Hypothetical protein OJ1126B12.13; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1126B12.13 - Oryza sativa (japonica cultivar"	UniRef90_Q8H8G8	CHR3V7|COORD:20526649..20528809| RNA recognition motif (RRM)-containing protein	AT3G55340.1	CHR03V5|COORD:1300894..1302829|protein RNA binding protein, putative, expressed	LOC_Os03g03140.1	 no descriptionweakly similar to ( 129)AT3G55340| Symbols:  | RNA recognition motif (RRM)-containing protein | chr3:20526649-20528809 FORWARDvery weakly similar to (83.6)ROC5_NICSY33 kDa ribonucleoprotein, chloroplast precursor - Nicotiana sylvestris (Wood tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG0724 RRM RRM_1 	RNA.RNA binding	27_4

CUST_44058_PI403524517	2	0.116939545	0.020545006	-0.020545006	-0.24429369	-1.0936108	1.354559	35_12643	"Cluster: OSJNBb0006N15.7 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBb0006N15.7 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XMJ2	CHR1V7|COORD:22496859..22500684| proline-rich family protein	AT1G61080.1	CHR04V5|COORD:18178813..18173802|protein kinesin motor domain containing protein, expressed	LOC_Os04g30720.2	no description	not assigned.unknown	35_2

CUST_139975_PI403524517	2	-0.017269611	0.95691586	0.017269611	-0.42573452	-0.7500639	1.0890069	35_39253	"Cluster: Hypothetical protein F9G14_190; n=1; Arabidopsis thaliana|Rep: Hypothetical protein F9G14_190 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9LYZ7	CHR5V7|COORD:662641..668845| UPL4 (ubiquitin-protein ligase 4)	AT5G02880.1	0	0	no descriptionvery weakly similar to (66.6)AT5G02880| Symbols: UPL4 | UPL4 (ubiquitin-protein ligase 4) | chr5:662641-668845 FORWARD	protein.degradation.ubiquitin.E3.HECT	29_5_11_4_1

CUST_59049_PI403524517	2	0.1850338	-0.05184555	-0.015280724	0.015281677	-0.027261734	0.18931198	35_16843	Rep: Mei2-like protein - Hordeum vulgare var. distichum (Two-rowed barley)	UniRef90_Q8S3W5	"CHR5|COORD:24895746..24901376| similar to RNA recognition motif (RRM)-containing protein [Arabidopsis thaliana] (TAIR:At5g07290.1); similar to AML1"	AT5G61960.2	CHR02V5|COORD:18763850..18772154|protein mei2-like protein, putative, expressed	LOC_Os02g31290.3	"no descriptionmoderately similar to ( 245)AT5G61960| Symbols: AML1 | AML1 (ARABIDOPSIS MEI2-LIKE PROTEIN 1); RNA binding | chr5:24896227-24900709 REVERSEvery weakly similar to (89.0)TE1_MAIZEProtein terminal ear1 - Zea mays (Maize)not assigned RRM_2"	cell.division	31_2

CUST_19882_PI403524517	2	0.22055435	0.4142561	-0.010313034	-0.1330719	-0.03607273	0.010313034	35_5767	"Cluster: Hypothetical protein P0020C11.13; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0020C11.13 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6Z7F2	0	0	CHR02V5|COORD:21416497..21414066|protein expressed protein	LOC_Os02g35620.1	no description	not assigned.unknown	35_2

CUST_14754_PI403524517	2	0.07010651	0.008845329	-0.007618904	-0.09391785	-0.059527397	0.007618904	35_4245	"Cluster: Hypothetical protein OJ1214_E03.21; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1214_E03.21 - Oryza sativa (japonica cultiv"	UniRef90_Q6I5Z8	CHR3V7|COORD:21712551..21713891| 60S ribosomal protein-related	AT3G58660.1	CHR05V5|COORD:27683390..27681587|protein structural constituent of ribosome, putative, expressed	LOC_Os05g48422.1	no descriptionweakly similar to ( 181)AT3G58660| Symbols:  | 60S ribosomal protein-related | chr3:21712551-21713891 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 Atrophin-1 PRK07003 Extensin_2 Tymo_45kd_70kd Drf_FH1 infB PRK07764 PRK05648 tolA DUF566 DUF1421 DUF1509 Herpes_BLLF1 HPC2 PRK12678 TT_ORF1 AF-4 GRASP55_65 rpl1P TolA PRK00708 PRK03427 CDC27 IER Transformer Caldesmon PRK08770 Herpes_TAF50 PRK08853 Pneumo_att_G Totivirus_coat	protein.synthesis.misc ribososomal protein	29_2_2

CUST_62490_PI403524517	2	0.10953617	0.019921303	-0.047312737	-0.07940006	-0.015171051	0.015171051	35_17819	"Cluster: Vacuolar sorting protein 9 domain containing protein, expressed; n=4; Oryza sativa (japonica cultivar-group)|Rep: Vacuolar sorting protein 9 domain"	UniRef90_Q10NQ3	CHR3V7|COORD:6866922..6869120| vacuolar sorting protein 9 domain-containing protein / VPS9 domain-containing protein	AT3G19770.1	CHR03V5|COORD:8608814..8614218|protein RAB guanine nucleotide exchange factor, putative, expressed	LOC_Os03g15650.1	no descriptionmoderately similar to ( 454)AT3G19770| Symbols:  | vacuolar sorting protein 9 domain-containing protein / VPS9 domain-containing protein | chr3:6867748-6869120 FORWARDnot assigned not assigned VPS9 VPS9	protein.targeting.secretory pathway.vacuole	29_3_4_3

CUST_69047_PI403524517	2	-0.013711929	0.08947754	0.013711929	-0.09189892	0.03558922	-0.0817337	35_19756	"Cluster: Putative geranylgeranyl diphosphate synthase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative geranylgeranyl diphosphate synthase - Oryza sat"	UniRef90_Q6ET88	"CHR4V7|COORD:17994843..17995968| GGR (GERANYLGERANYL REDUCTASE); farnesyltranstransferase"	AT4G38460.1	CHR02V5|COORD:27118593..27114693|protein geranylgeranyl pyrophosphate synthetase, chloroplast precursor, putative, expressed	LOC_Os02g44780.3	" no descriptionmoderately similar to ( 264)AT4G38460| Symbols: GGR | GGR (GERANYLGERANYL REDUCTASE); farnesyltranstransferase | chr4:17994843-17995968 FORWARDweakly similar to ( 163)GGPPS_SINALGeranylgeranyl pyrophosphate synthetase, chloroplast/chromoplast precursor - Sinapis alba (White mustard) (Brassica hirta)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Trans_IPPS_HT IspA polyprenyl_synt Trans_IPPS PRK10581 PRK10888 Isoprenoid_Biosyn_C1 Tymo_45kd_70kd Atrophin-1 PRK12323 PRK07003 Extensin_2 APC_basic DUF1421 HPC2 PRK07764 Herpes_BLLF1 "	secondary metabolism.isoprenoids.non-mevalonate pathway.geranylgeranyl pyrophosphate synthase	16_1_1_10

CUST_9049_PI403524517	2	0.32408333	-0.114385605	-0.27074242	0.012917519	0.12314606	-0.012916565	35_2537	"Cluster: Streptomyces cyclase/dehydrase family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Streptomyces cyclase/dehydrase family protei"	UniRef90_Q10MS2	"CHR2V7|COORD:16057329..16057952| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G05440.1); similar to hypothetical protein [Nicotiana tabacum]"	AT2G38310.1	CHR03V5|COORD:10398864..10397670|protein cyclase/dehydrase family protein, putative, expressed	LOC_Os03g18600.1	"no descriptionvery weakly similar to (77.0)AT5G05440| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G38310.1); similar to hypothetical protein [Nicotiana tabacum] (GB:CAI84653.1); contains InterPro domain Bet v I allergen; (InterPro:IPR000916); contains InterPro domain Streptomyces cyclase/dehydrase; (InterPro:IPR005031) | chr5:1609375-1609986 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07764 FAP PRK07003 HpaP IER PRK05648 Drf_FH1"	stress.abiotic.unspecified	20_2_99

CUST_61582_PI403524517	2	0.22298527	0.29864168	0.037973404	-0.037973404	-0.14023256	-0.41487265	35_17576	"Cluster: Hypothetical protein P0468G03.24; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0468G03.24 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5Z845	"CHR4V7|COORD:13149840..13151746| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G57270.3); similar to Protein of unknown function DUF266, plant"	AT4G25870.1	CHR06V5|COORD:29466334..29461264|protein expressed protein	LOC_Os06g48700.1	" no descriptionmoderately similar to ( 467)AT4G25870| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G57270.3); similar to Protein of unknown function DUF266, plant [Medicago truncatula] (GB:ABD28621.1); contains InterPro domain Protein of unknown function DUF266, plant; (InterPro:IPR004949) | chr4:13149840-13151746 REVERSEDUF266 "	not assigned.unknown	35_2

CUST_138856_PI403524517	2	0.058089733	-0.39287186	-0.05809021	0.5937481	1.8458233	-1.1622391	35_38950	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_17844_PI403524517	2	-4.6157837E-4	0.3683815	4.606247E-4	-0.2929821	-0.18544006	0.045181274	35_5151	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q84ST1	"CHR1V7|COORD:10103144..10104574| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G67610.2); similar to expressed protein [Oryza sativa (japonica"	AT1G28760.1	CHR03V5|COORD:25471481..25466337|protein expressed protein	LOC_Os03g45180.2	"no descriptionweakly similar to ( 151)AT1G28760| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G67610.2); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABF97955.1); similar to Os03g0654500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001050797.1) | chr1:10103144-10104574 FORWARD"	not assigned.unknown	35_2

CUST_5211_PI403524517	2	0.101210594	-0.08966541	-0.1136179	-0.0279665	0.0279665	0.24644184	35_1436	"Cluster: Hypothetical protein OSJNBb0062D12.107; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0062D12.107 - Oryza sativa (japonic"	UniRef90_Q8H3H8	"CHR4V7|COORD:11471138..11472281| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G11200.1); similar to unknown [Medicago sativa] (GB:AAZ32885.1);"	AT4G21570.1	CHR07V5|COORD:19163373..19159556|protein MAPK activating protein, putative, expressed	LOC_Os07g32230.1	"no descriptionmoderately similar to ( 466)AT4G21570| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G11200.1); similar to unknown [Medicago sativa] (GB:AAZ32885.1); similar to Os07g0506000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001059733.1); contains InterPro domain Protein of unknown function DUF300; (InterPro:IPR005178) | chr4:11471138-11472281 REVERSEnot assigned DUF300"	not assigned.unknown	35_2

CUST_130831_PI403524517	2	-0.05308819	-0.3560238	0.025409698	0.054141045	0.13818741	-0.025409698	35_36743	"Cluster: Hypothetical protein OSJNBa0063E14.21; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0063E14.21 - Oryza sativa (japonica"	UniRef90_Q6K3C6	CHR5V7|COORD:15871416..15871999| similar to hypothetical protein [Prunus persica] (GB:AAO14625.1)	AT5G39600.1	CHR02V5|COORD:10512246..10509143|protein expressed protein	LOC_Os02g18090.1	no descriptionweakly similar to ( 138)AT5G39600| Symbols:  | similar to hypothetical protein [Prunus persica] (GB:AAO14625.1) | chr5:15871416-15871999 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07764 PRK12323 Atrophin-1	not assigned.unknown	35_2

CUST_63696_PI403524517	2	-0.049827576	0.093714714	0.05648327	-0.21658039	-0.30968285	0.049827576	35_18184	"Cluster: Putative microtubule-associated protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative microtubule-associated protein - Oryza sativa (japon"	UniRef90_Q5Z4M1	"CHR5V7|COORD:22419942..22422408| ATMAP65-1 (MICROTUBULE-ASSOCIATED PROTEINS 65-1); microtubule binding"	AT5G55230.1	CHR06V5|COORD:11700294..11695841|protein microtubule-associated protein MAP65-1a, putative, expressed	LOC_Os06g20370.1	"no descriptionmoderately similar to ( 327)AT5G55230| Symbols: ATMAP65-1 | ATMAP65-1 (MICROTUBULE-ASSOCIATED PROTEINS 65-1); microtubule binding | chr5:22419942-22422408 FORWARDnot assigned MAP65_ASE1"	cell.organisation	31_1

CUST_9206_PI404877155	2	0.0	-0.5331898	-0.040704727	0.055233955	0.07613468	0.0	Contig3006_at	cytochrome reductase [Triticum aestivum]	AAP80673.1	ubiquinol-cytochrome C reductase complex ubiquinone-binding protein, putative / ubiquinol-cytochrome C reductase	At3g10860.1	protein hypothetical protein	Os06g07970	Similar to S.tuberosum ubiquinol cytochrome c reductase. (X79275)	mitochondrial electron transport / ATP synthesis.cytochrome c reductase	9_5

CUST_129304_PI403524517	2	-0.05977249	-0.7488136	0.08048248	0.05977249	0.67411804	-0.8567233	35_36330	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_17802_PI404877155	2	0.062397003	0.003993988	-0.03719902	0.03471756	-0.051197052	-0.0039958954	HV12N24u_s_at	Gar1 RNA-binding region family protein [Arabidopsis thaliana] gb|AAL36230.1| putative GAR1 protein [Arabidopsis thaliana]	NP_566217.1	Gar1 RNA-binding region family protein	At3g03920.1	protein Similar to gene_id:MRG7.14	Os11g37080	0	RNA.RNA binding	27_4

CUST_10733_PI403524517	2	-1.1641731	-0.039788246	0.6423187	0.0397892	0.053199768	-0.887166	35_3030	"Cluster: Hypothetical protein OSJNBa0079B15.9; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0079B15.9 - Oryza sativa (japonica"	UniRef90_Q7Y0C5	0	0	CHR03V5|COORD:31696900..31697748|protein expressed protein	LOC_Os03g55776.1	no description	not assigned.unknown	35_2

CUST_60449_PI403524517	2	-0.026682854	0.034668922	-0.06734848	0.026682854	-0.13018894	0.03971386	35_17233	"Cluster: Xanthine dehydrogenase, putative; n=2; Oryza sativa (japonica cultivar-group)|Rep: Xanthine dehydrogenase, putative - Oryza sativa (japonica cultivar-g"	UniRef90_Q6AUV1	"CHR4V7|COORD:16618741..16624988| ATXDH1 (XANTHINE DEHYDROGENASE 1); xanthine dehydrogenase"	AT4G34890.1	CHR03V5|COORD:17940465..17953387|protein xanthine dehydrogenase/oxidase, putative, expressed	LOC_Os03g31550.2	"no descriptionhighly similar to ( 791)AT4G34890| Symbols: ATXDH1 | ATXDH1 (XANTHINE DEHYDROGENASE 1); xanthine dehydrogenase | chr4:16618741-16624988 REVERSEmoderately similar to ( 244)ALDO2_ORYSAnot assigned XdhB Ald_Xan_dh_C2 CoxL PRK09970 PRK09800"	nucleotide metabolism.degradation	23_2

CUST_30852_PI403524517	2	-0.023386955	0.11094952	0.023386002	-0.056058884	-0.16003418	0.067043304	35_8904	"Cluster: Hypothetical protein P0426G01.14; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0426G01.14 - Oryza sativa (japonica cultivar-g"	UniRef90_Q60DV8	"CHR1V7|COORD:12244779..12246014| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G29240.2); similar to Protein of unknown function DUF179 [Medicago"	AT1G33780.1	CHR05V5|COORD:20512487..20515635|protein expressed protein	LOC_Os05g34720.1	"no descriptionvery weakly similar to (52.0)AT1G33780| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G29240.2); similar to Protein of unknown function DUF179 [Medicago truncatula] (GB:ABE94310.1); contains InterPro domain Protein of unknown function DUF179; (InterPro:IPR003774) | chr1:12244779-12246014 REVERSE"	not assigned.no ontology	35_1

CUST_114560_PI403524517	2	0.35642958	0.27475786	-0.01109457	0.011095047	-0.2537589	-0.07996178	35_32512	Rep: Transposase-related protein w-gary2 - Triticum aestivum (Wheat)	UniRef90_Q3LAG0		0	CHR04V5|COORD:31762095..31758173|protein transposon protein, putative, unclassified, expressed	LOC_Os04g53660.3	no descriptionZnF_BED zf-BED	not assigned.unknown	35_2

CUST_113246_PI403524517	2	0.027851105	0.35696125	-0.016908646	-0.14229774	0.016907692	-0.06177616	35_32147	"Cluster: Putative acyl carrier protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative acyl carrier protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q75IP4	CHR3V7|COORD:1391869..1392884| ACP1 (ACYL CARRIER PROTEIN 1)	AT3G05020.1	CHR03V5|COORD:36060976..36058608|protein acyl carrier protein 3, chloroplast precursor, putative, expressed	LOC_Os03g63930.1	 no descriptionvery weakly similar to (53.5)AT3G05020| Symbols: ACP, ACP1 | ACP1 (ACYL CARRIER PROTEIN 1) | chr3:1391869-1392884 REVERSEvery weakly similar to (60.1)ACP3_HORVUAcyl carrier protein 3, chloroplast precursor - Hordeum vulgare (Barley)	lipid metabolism.FA synthesis and FA elongation.ACP protein	11_1_12

CUST_55281_PI403524517	2	0.06115246	0.016685486	-0.009049416	-0.0179348	0.009048462	-0.022416115	35_15738	Rep: Proteasome subunit alpha type 2-A - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_O23708	"CHR1|COORD:5622832..5625637| similar to 20S proteasome alpha subunit D2 (PAD2) (PRS1) (PRC6) [Arabidopsis thaliana] (TAIR:At5g66140.1); similar to proteasome"	AT1G16470.2	CHR02V5|COORD:25448355..25452752|protein proteasome subunit alpha type 2, putative, expressed	LOC_Os02g42320.2	"no descriptionmoderately similar to ( 421)AT1G16470| Symbols: PAB1 | PAB1 (20S proteasome alpha subunit B1); peptidase | chr1:5623116-5625433 FORWARDmoderately similar to ( 456)PSA2_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned proteasome_alpha_type_2 proteasome_alpha PRK03996 PRE1 proteasome_alpha_archeal proteasome_alpha_type_7 Proteasome proteasome_protease_HslV proteasome_alpha_type_4 proteasome_alpha_type_5 proteasome_alpha_type_3 proteasome_alpha_type_6 proteasome_alpha_type_1 Ntn_hydrolase proteasome_beta_archeal proteasome_beta proteasome_beta_type_7 proteasome_beta_type_2 proteasome_beta_type_5"	protein.degradation.ubiquitin.proteasom	29_5_11_20

CUST_136884_PI403524517	2	0.004889488	0.02421379	-0.07692814	0.119758606	-0.03882885	-0.004889488	35_38386	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_84514_PI403524517	2	-0.06867695	-1.0786743	-0.19794321	0.16292238	0.06867647	0.10021925	35_24217	"Cluster: Os01g0205200 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0205200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JPS7	CHR4V7|COORD:10304861..10307476| pentatricopeptide (PPR) repeat-containing protein	AT4G18750.1	CHR01V5|COORD:5764704..5761454|protein pentatricopeptide repeat protein PPR1106-17, putative, expressed	LOC_Os01g10800.1	no descriptionmoderately similar to ( 229)AT4G18750| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr4:10304861-10307476 FORWARD	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_29082_PI403524517	2	0.01920414	0.34920597	-0.01920414	-0.082214355	-0.051109314	0.032798767	35_8402	"Cluster: Putative ear1 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ear1 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q652K6	"CHR3V7|COORD:9547635..9550423| TEL1 (TERMINAL EAR1-LIKE 1); RNA binding"	AT3G26120.1	CHR09V5|COORD:20812689..20810885|protein RNA recognition motif 2 family protein, expressed	LOC_Os09g36140.1	"no descriptionweakly similar to ( 110)AT3G26120| Symbols: TEL1 | TEL1 (TERMINAL EAR1-LIKE 1); RNA binding | chr3:9547635-9550423 FORWARDweakly similar to ( 115)PLA2_ORYSAnot assigned RRM_2"	RNA.RNA binding	27_4

CUST_117429_PI403524517	2	0.08676624	0.27675056	0.054034233	-0.14165306	-0.07863331	-0.054034233	35_33274	"Cluster: Putative vacuolar ATPase subunit H protein; n=1; Suaeda salsa|Rep: Putative vacuolar ATPase subunit H protein - Suaeda salsa"	UniRef90_Q84T90	CHR3V7|COORD:14239832..14243214| vacuolar ATP synthase subunit H family protein	AT3G42050.1	CHR07V5|COORD:21814898..21820628|protein vacuolar ATPase subunit H protein, putative, expressed	LOC_Os07g36470.1	no descriptionvery weakly similar to (63.5)AT3G42050| Symbols:  | vacuolar ATP synthase subunit H family protein | chr3:14239832-14243214 REVERSEvery weakly similar to (78.2)VATH_ORYSA	transport.p- and v-ATPases.H+-transporting two-sector ATPase	34_1_1

CUST_17419_PI404877155	2	0.018335342	-0.018336296	-0.09475422	-0.1490078	0.24133873	0.1503048	HU11F12u_at	putative transposable element Tip100 protein [Oryza sativa (japonica cultivar-group)] dbj|BAB12027.1| putative transposable element Tip100 p	NP_908521.1	hAT dimerisation domain-containing protein	At3g29765.1	protein hAT family dimerisation domain, putative	Os11g14270	hAT dimerisation domain-containing protein	RNA.regulation of transcription.unclassified	27_3_99

CUST_26371_PI403524517	2	0.066866875	0.07944965	-0.15822887	-0.19864368	-0.035658836	0.035658836	35_7642	"Cluster: Proline-rich protein family-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Proline-rich protein family-like - Oryza sativa (japonica cultivar-g"	UniRef90_Q84UR3	CHR3V7|COORD:9355298..9358994| CHUP1 (CHLOROPLAST UNUSUAL POSITIONING 1)	AT3G25690.1	CHR08V5|COORD:1652180..1646961|protein pherophorin like protein, putative, expressed	LOC_Os08g03560.2	no descriptionweakly similar to ( 146)AT3G25690| Symbols: CHUP1 | CHUP1 (CHLOROPLAST UNUSUAL POSITIONING 1) | chr3:9355298-9358994 FORWARD	not assigned.no ontology.hydroxyproline rich proteins	35_1_41

CUST_7679_PI403524517	2	0.099573135	0.15960789	-0.039717674	-0.083480835	-0.07772446	0.03971672	35_2137	"Cluster: Putative iron-stress related protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative iron-stress related protein - Oryza sativa (japonica cu"	UniRef90_Q6K1X0	"CHR5V7|COORD:19605309..19606592| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G07580.1); similar to iron-stress related protein [Citrus junos]"	AT5G48335.1	CHR02V5|COORD:23903531..23907772|protein iron-stress related protein, putative, expressed	LOC_Os02g39630.2	"no descriptionvery weakly similar to (84.3)AT5G48335| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G07580.1); similar to iron-stress related protein [Citrus junos] (GB:AAM47506.1) | chr5:19605309-19606592 FORWARD"	not assigned.unknown	35_2

CUST_53300_PI403524517	2	0.06651974	-0.51921415	-0.11567974	-0.012719154	0.012718201	0.04643631	35_15167	"Cluster: Mitochondrial 2-oxoglutarate/malate translocator; n=1; Saccharum officinarum|Rep: Mitochondrial 2-oxoglutarate/malate translocator - Saccharum"	UniRef90_Q66PW8	CHR5V7|COORD:6679593..6681847| dicarboxylate/tricarboxylate carrier (DTC)	AT5G19760.1	CHR05V5|COORD:6675727..6679825|protein mitochondrial 2-oxoglutarate/malate carrier protein, putative, expressed	LOC_Os05g11780.1	 no descriptionmoderately similar to ( 442)AT5G19760| Symbols:  | dicarboxylate/tricarboxylate carrier (DTC) | chr5:6679593-6681847 REVERSEvery weakly similar to (56.2)BT1_MAIZEProtein brittle-1, chloroplast precursor - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Mito_carr 	transport.metabolite transporters at the mitochondrial membrane	34_9

CUST_102169_PI403524517	2	0.055802345	0.25571346	0.049601555	-0.23174	-0.0496006	-0.1893959	35_29150	"Cluster: Oxidoreductase, zinc-binding dehydrogenase family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Oxidoreductase, zinc-binding"	UniRef90_Q10T48	CHR5V7|COORD:24754310..24756201| NADP-dependent oxidoreductase, putative	AT5G61510.1	CHR03V5|COORD:103491..101219|protein quinone oxidoreductase, putative, expressed	LOC_Os03g01190.1	 no descriptionweakly similar to ( 196)AT5G61510| Symbols:  | NADP-dependent oxidoreductase, putative | chr5:24754310-24756201 REVERSEnot assigned not assigned not assigned not assigned not assigned Qor PRK10754 AdhP AdhC ADH_N COG2130 PRK09422 Tdh PRK10083 tdh PRK12323 	misc.oxidases - copper, flavone etc.	26_7

CUST_2075_PI404877155	2	-0.04161167	-0.7701454	0.041610718	0.14385319	0.09842205	-0.25901508	Contig12323_at	coclaurine N-methyltransferase [Arabidopsis thaliana]	AAM65762.1	coclaurine N-methyltransferase, putative	At4g33110.1	protein coclaurine N-methyltransferase	Os06g37610	coclaurine N-methyltransferase	lipid metabolism.Phospholipid synthesis	11_3

CUST_6616_PI404877155	2	-0.3571186	0.4515562	0.12405491	0.16616344	-0.12405491	-0.23139763	Contig1964_at	putative branched-chain alpha-keto acid decarboxylase E1 beta subunit [Oryza sativa (japonica cultivar-group)]	BAC84574.1	2-oxoisovalerate dehydrogenase, putative / 3-methyl-2-oxobutanoate dehydrogenase, putative / branched-chain al	At1g55510.1	protein Transketolase, pyridine binding domain, putative	Os07g07470	"BRANCHED-CHAIN ALPHA-KETO ACID DECARBOXYLASE E1 BETA SUBUNIT;2-oxoisovalerate dehydrogenase, putative / 3-methyl-2-oxobutanoate dehydrogenase, putative / branched-chain alpha-keto acid dehydrogenase E1 beta subunit, putative, strong similarity to branched"	amino acid metabolism.degradation.branched-chain group.shared	13_2_4_1

CUST_21513_PI403524517	2	-0.038272858	-0.3212242	-0.08458233	0.117816925	0.038271904	0.1329441	35_6243	"Cluster: Hypothetical protein P0685B10.33; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0685B10.33 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6ZBC3	CHR2V7|COORD:12302496..12304021| copper-binding family protein	AT2G28660.1	CHR08V5|COORD:19250110..19253753|protein heavy metal-associated domain containing protein, expressed	LOC_Os08g31340.1	no descriptionvery weakly similar to (97.4)AT2G28660| Symbols:  | copper-binding family protein | chr2:12302496-12304021 FORWARDnot assigned not assigned HMA HMA PRK12678	metal handling.binding, chelation and storage	15_2

CUST_9130_PI403524517	2	-0.3887062	-0.050408363	0.28694248	0.2610674	-0.12452984	0.050408363	35_2559	"Cluster: Hypothetical protein OJ1127_E01.101; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1127_E01.101 - Oryza sativa (japonica cult"	UniRef90_Q84ZT3	CHR1|COORD:9492965..9494051| expressed protein, similar to EST gb:AA650671 and gb:T20610	AT1G27330.1	CHR12V5|COORD:19877981..19874818|protein membrane protein, putative, expressed	LOC_Os12g32950.1	"no descriptionvery weakly similar to (70.9)AT1G27330| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G27350.1); similar to membrane protein [Brassica juncea] (GB:AAT38818.1); contains InterPro domain Ribosome associated membrane RAMP4; (InterPro:IPR010580) | chr1:9493051-9493885 FORWARDnot assigned RAMP4"	not assigned.unknown	35_2

CUST_1251_PI404877155	2	-0.16355515	0.06383991	0.013960838	-0.013961792	-0.087530136	0.03258133	Contig11332_at	unnamed protein product [Oryza sativa (japonica cultivar-group)]	NP_912915.1	15669835|transporter-related	At3g43790.1	protein major facilitator superfamily protein	Os01g16260	"transporter-related or  transporter-related or  similar to sugar transporter family protein [Arabidopsis thaliana] (TAIR:At5g13740.1); similar to putative major facilitator superfamily antiporter [Oryza sativa (japonica cultivar-group)] (GB:BAD81140.1); c"	transport.ABC transporters and multidrug resistance systems	34_16

CUST_53762_PI403524517	2	0.20788765	-0.1848774	-0.0031375885	0.0031366348	-0.03204727	0.12161255	35_15297	"Cluster: ATP synthase D chain, mitochondrial, putative; n=1; Solanum demissum|Rep: ATP synthase D chain, mitochondrial, putative - Solanum demissum (Wild potato"	UniRef90_Q6L460	CHR3V7|COORD:19407667..19409097| ATP synthase D chain-related	AT3G52300.1	CHR11V5|COORD:28409136..28407322|protein expressed protein	LOC_Os11g48050.1	 no descriptionvery weakly similar to (72.4)AT3G52300| Symbols: ATPQ | ATPQ (ATP SYNTHASE D CHAIN, MITOCHONDRIAL) | chr3:19407667-19408844 FORWARD	mitochondrial electron transport / ATP synthesis.F1-ATPase	9_9

CUST_13917_PI404877155	2	0.008169174	-1.2362747	-0.19494629	0.10476589	0.14321995	-0.008170128	Contig7663_at	omega-3 fatty acid desaturase (EC 1.14.99.-) FAD3 - wheat dbj|BAA28358.1| omega-3 fatty acid desaturase [Triticum aestivum]	T06238	omega-3 fatty acid desaturase, chloroplast, temperature-sensitive (FAD8)	At5g05580.1	protein probable omega-3 fatty acid desaturase (EC 1.14.99.-) - rice	Os12g01370	omega-3 fatty acid desaturase, chloroplast	lipid metabolism.FA desaturation.omega 3 desaturase	11_2_03

CUST_123273_PI403524517	2	0.13726711	-0.0751276	0.23804283	0.02026081	-0.20977688	-0.020259857	35_34766	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_131798_PI403524517	2	0.030385017	0.26946354	-0.06329632	-0.030385017	-0.21504784	0.17977428	35_37020	"Cluster: Os01g0603100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0603100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JLG1	CHR3V7|COORD:17224054..17226597| disease resistance protein (CC-NBS class), putative	AT3G46730.1	CHR01V5|COORD:24073688..24078561|protein mla1, putative, expressed	LOC_Os01g41890.1	 no descriptionvery weakly similar to (84.0)AT3G46730| Symbols:  | disease resistance protein (CC-NBS class), putative | chr3:17224054-17226597 REVERSEnot assigned NB-ARC 	stress.biotic	20_1

CUST_49671_PI403524517	2	-0.048761368	-0.7207403	-0.1438446	0.106393814	0.04875946	0.13152122	35_14164	Rep: Actin - Scherffelia dubia	UniRef90_O65314	CHR5V7|COORD:23967335..23968812| ACT4 (ACTIN 4)	AT5G59370.1	CHR03V5|COORD:29024020..29026443|protein actin-1, putative, expressed	LOC_Os03g50890.1	no descriptionvery weakly similar to (62.8)AT5G59370| Symbols: ACT4 | ACT4 (ACTIN 4) | chr5:23967335-23968812 FORWARDvery weakly similar to (62.8)ACT_GOSHIActin - Gossypium hirsutum (Upland cotton) (Gossypium mexicanum)not assigned Actin ACTIN ACTIN	cell.organisation	31_1

CUST_53568_PI403524517	2	0.09156227	-0.18761826	-0.22799873	0.0706768	-0.019594193	0.019594193	35_15236	Rep: Structural protein - Hordeum vulgare (Barley)	UniRef90_Q43493	0	0	0	0	no description	not assigned.unknown	35_2

CUST_142709_PI403524517	2	0.03310585	0.3086834	-0.18879223	0.08980179	-0.7575636	-0.033106327	35_39995	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_86445_PI403524517	2	-0.13571739	0.047758102	0.071762085	-0.047759056	-0.08733177	0.17889977	35_24756	"Cluster: Hypothetical protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53PT6	"CHR2V7|COORD:17785541..17789111| similar to hypothetical protein LOC_Os11g06810 [Oryza sativa (japonica cultivar-group)] (GB:AAX93012.1); similar to"	AT2G42700.1	CHR11V5|COORD:3328349..3334865|protein expressed protein	LOC_Os11g06810.1	"no descriptionvery weakly similar to (73.9)AT2G42700| Symbols:  | similar to hypothetical protein LOC_Os11g06810 [Oryza sativa (japonica cultivar-group)] (GB:AAX93012.1); similar to Os11g0169100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001065849.1); contains InterPro domain Sec1-like protein; (InterPro:IPR001619) | chr2:17785541-17789111 FORWARD"	not assigned.unknown	35_2

CUST_43136_PI403524517	2	-0.014800072	0.42580128	0.07289839	0.014800549	-0.88676	-0.85612655	35_12388	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_55536_PI403524517	2	-0.3195982	-0.20906258	0.30107498	0.09682369	0.008337975	-0.008338928	35_15809	"Cluster: Vacuolar targeting receptor bp-80; n=1; Triticum aestivum|Rep: Vacuolar targeting receptor bp-80 - Triticum aestivum (Wheat)"	UniRef90_Q9LLR3	CHR3V7|COORD:19598977..19602668| ATELP1 (VACUOLAR SORTING RECEPTOR HOMOLOG)	AT3G52850.1	CHR03V5|COORD:12380771..12387306|protein vacuolar sorting receptor 1 precursor, putative, expressed	LOC_Os03g21720.1	 no descriptionhighly similar to ( 946)AT3G52850| Symbols: VSR1, BP-80, ATELP, VSR-1, BP80, BP80B, ATELP1 | ATELP1 (VACUOLAR SORTING RECEPTOR HOMOLOG) | chr3:19598977-19602668 FORWARDhighly similar to ( 913)VSR1_PEAVacuolar-sorting receptor 1 precursor - Pisum sativum (Garden pea)not assigned not assigned not assigned not assigned PA_VSR PA_C_RZF_like PA PA PA_subtilisin_1 PA_GO-like PA_1 PA_hPAP21_like EGF_CA PA_C5a_like 	protein.targeting.secretory pathway.vacuole	29_3_4_3

CUST_62830_PI403524517	2	0.03600502	-0.71053123	-0.83941936	0.35635948	-0.011287689	0.011288643	35_17916	"Cluster: Putative thaumatin-like cytokinin-binding protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative thaumatin-like cytokinin-binding protein -"	UniRef90_Q943L0	CHR2V7|COORD:12361741..12362490| osmotin-like protein, putative	AT2G28790.1	CHR01V5|COORD:36357818..36356643|protein osmotin-like protein precursor, putative, expressed	LOC_Os01g62260.1	 no descriptionmoderately similar to ( 269)AT2G28790| Symbols:  | osmotin-like protein, putative | chr2:12361741-12362490 REVERSEweakly similar to ( 159)TP1A_MALDOThaumatin-like protein 1a precursor - Malus domestica (Apple) (Malus sylvestris)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned THN Thaumatin PRK12323 PRK07003 PRK07764 APC_basic PRK12678 Gag_spuma PRK08770 Herpes_BLLF1 Atrophin-1 	stress.biotic	20_1

CUST_82526_PI403524517	2	0.059648514	0.23736763	-0.04433632	-0.10993004	0.044335365	-0.08406067	35_23670	Rep: Blr0521 protein - Bradyrhizobium japonicum	UniRef90_Q89X06	"CHR3V7|COORD:16023071..16030860| CEF (CLONE EIGHTY-FOUR); transporter"	AT3G44340.2	CHR03V5|COORD:14129295..14132487|protein expressed protein	LOC_Os03g24844.3	no description	not assigned.unknown	35_2

CUST_162986_PI403524517	2	0.13767481	0.29449368	-0.13767529	-0.28710318	0.1647234	-0.44166803	35_45456	"Cluster: Putative makorin RING finger protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative makorin RING finger protein - Oryza sativa (japonica cu"	UniRef90_Q5ZA07	CHR3V7|COORD:2580609..2582049| zinc finger (CCCH-type/C3HC4-type RING finger) family protein	AT3G08505.2	CHR06V5|COORD:12351311..12357104|protein makorin-1, putative, expressed	LOC_Os06g21390.2	no descriptionvery weakly similar to (64.3)AT3G08505| Symbols:  | zinc finger (CCCH-type/C3HC4-type RING finger) family protein | chr3:2580609-2582049 REVERSE	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_65755_PI403524517	2	0.40921307	-0.9965539	-0.1263628	0.50038576	0.1263628	-0.28222418	35_18781	"Cluster: Hypothetical protein P0423B08.8-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0423B08.8-1 - Oryza sativa (japonica cultivar"	UniRef90_Q94CW5	CHR2V7|COORD:15175650..15176452| similar to Os01g0862200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001044880.1)	AT2G36145.1	CHR01V5|COORD:37642140..37643528|protein expressed protein	LOC_Os01g64270.1	no descriptionweakly similar to ( 160)AT2G36145| Symbols:  | similar to Os01g0862200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001044880.1) | chr2:15175650-15176452 FORWARD	not assigned.unknown	35_2

CUST_61334_PI403524517	2	0.0015859604	-0.5060406	0.039146423	-0.0015859604	0.03113556	-0.13793278	35_17505	Rep: Cyanate hydratase - Oryza sativa (Rice)	UniRef90_Q9FWK4	"CHR3V7|COORD:8423245..8424422| CYN (CYANASE); cyanate hydratase"	AT3G23490.1	CHR10V5|COORD:17142223..17145464|protein cyanate hydratase, putative, expressed	LOC_Os10g33270.1	"no descriptionmoderately similar to ( 237)AT3G23490| Symbols: CYN | CYN (CYANASE); cyanate hydratase | chr3:8423245-8424422 REVERSEmoderately similar to ( 278)CYNS_ORYSAPRK02866 CynS Cyanate_lyase Cyanase_C"	secondary metabolism.N misc.cyanogenic glycosides	16_4_3

CUST_17134_PI404877155	2	-0.057257652	0.03620529	-0.05671501	-0.03620529	0.17741203	0.038031578	HS18M13u_at	pre-mRNA splicing factor [Oryza sativa (japonica cultivar-group)]	BAC78592.1	0	0	protein RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain), putative	Os12g38430	0.2_HMGI_Y T01851	RNA.processing	27_1

CUST_137028_PI403524517	2	0.07258415	0.53401375	-0.009100914	-0.2603569	-0.009100914	0.009101868	35_38428	"Cluster: Putative acyl carrier protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative acyl carrier protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q75IP4	CHR3V7|COORD:1391869..1392884| ACP1 (ACYL CARRIER PROTEIN 1)	AT3G05020.1	CHR03V5|COORD:36060976..36058608|protein acyl carrier protein 3, chloroplast precursor, putative, expressed	LOC_Os03g63930.1	 no descriptionvery weakly similar to (53.9)AT3G05020| Symbols: ACP, ACP1 | ACP1 (ACYL CARRIER PROTEIN 1) | chr3:1391869-1392884 REVERSEvery weakly similar to (58.9)ACP3_HORVUAcyl carrier protein 3, chloroplast precursor - Hordeum vulgare (Barley)	lipid metabolism.FA synthesis and FA elongation.ACP protein	11_1_12

CUST_137095_PI403524517	2	0.060272217	0.15309525	-0.003815651	-0.15687275	0.0030965805	-0.0030956268	35_38446	"Cluster: Os07g0205200 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os07g0205200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D7W2	CHR5V7|COORD:8677120..8682061| nucleotide binding	AT5G25150.1	CHR06V5|COORD:26528301..26537144|protein transcription initiation factor TFIID subunit 5, putative, expressed	LOC_Os06g44030.2	no descriptionmoderately similar to ( 242)AT5G25150| Symbols:  | nucleotide binding | chr5:8677120-8682061 FORWARDvery weakly similar to (77.8)PF20_CHLREFlagellar WD repeat-containing protein Pf20 - Chlamydomonas reinhardtiinot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned WD40 COG2319 WD40 WD40	not assigned.no ontology	35_1

CUST_69384_PI403524517	2	0.15428829	-0.46958065	-0.07340145	0.05209446	-0.05209446	0.16472912	35_19852	"Cluster: Os01g0242300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0242300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JP60	"CHR1V7|COORD:10024022..10025925| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G58150.1); similar to unknown protein [Oryza sativa (japonica"	AT1G28510.1	CHR01V5|COORD:7849447..7852562|protein expressed protein	LOC_Os01g14020.2	"no descriptionweakly similar to ( 159)AT1G28510| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G58150.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD81625.1); similar to Os01g0242300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001042554.1); contains InterPro domain Optic atrophy 3; (InterPro:IPR010754) | chr1:10024022-10025925 FORWARDnot assigned OPA3"	not assigned.unknown	35_2

CUST_18123_PI403524517	2	0.023914337	-0.08472061	-0.17377663	-0.02391529	0.028624535	0.05491829	35_5234	"Cluster: OSJNBb0034I13.6 protein; n=2; Oryza sativa|Rep: OSJNBb0034I13.6 protein - Oryza sativa (Rice)"	UniRef90_Q7XND3	"CHR4V7|COORD:18417749..18421627| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G22795.1); similar to AT4g39690/T19P19_80 [Medicago truncatula]"	AT4G39690.1	CHR04V5|COORD:32159200..32151382|protein expressed protein	LOC_Os04g54410.1	"no descriptionmoderately similar to ( 243)AT4G39690| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G22795.1); similar to AT4g39690/T19P19_80 [Medicago truncatula] (GB:ABE94517.1); contains domain gb def: AT4g39690/T19P19_80 (Hypothetical protein At4g39690) (PTHR15415:SF2); contains domain FAMILY NOT NAMED (PTHR15415) | chr4:18417749-18421627 FORWARDnot assigned not assigned COG4223 TolA TolA Smc"	not assigned.unknown	35_2

CUST_5946_PI399408534	2	-0.11621761	0.4640808	0.0042304993	-0.037089348	0.08307743	-0.0042304993	35_229	"Cluster: Putative response regulator 10; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative response regulator 10 - Oryza sativa (japonica cultivar-group"	UniRef90_Q8H7S7	"CHR3V7|COORD:5756119..5759145| ARR1 (ARABIDOPSIS RESPONSE REGULATOR 1); transcription factor/ two-component response regulator"	AT3G16857.2	CHR03V5|COORD:6491859..6497907|protein two-component response regulator ARR1, putative, expressed	LOC_Os03g12350.4	"no descriptionmoderately similar to ( 298)AT3G16857| Symbols: ARR1 | ARR1 (ARABIDOPSIS RESPONSE REGULATOR 1); transcription factor/ two-component response regulator | chr3:5756119-5759145 FORWARDvery weakly similar to (82.0)PRR95_ORYSAnot assigned REC REC Response_reg AtoC OmpR CheY PleD COG4753 pleD CitB CitB PRK10365 COG3437 PRK11361 TtrR PRK10923 PRK11083 PRK10610 PRK10841 PRK00742 fixJ COG3947"	hormone metabolism.cytokinin.signal transduction	17_4_2

CUST_3087_PI403524517	2	0.14776039	-0.44810486	-0.029592514	0.01366806	0.05671501	-0.01366806	35_839	Rep: 60S ribosomal protein L39 - Zea mays (Maize)	UniRef90_P51425	CHR4V7|COORD:15469937..15470372| 60S ribosomal protein L39 (RPL39C)	AT4G31985.1	CHR02V5|COORD:33922469..33923245|protein 60S ribosomal protein L39, putative, expressed	LOC_Os02g55390.1	no descriptionvery weakly similar to ( 100)AT4G31985| Symbols:  | 60S ribosomal protein L39 (RPL39C) | chr4:15469937-15470372 FORWARDweakly similar to ( 109)RL39_ORYSAnot assigned RPL39 Ribosomal_L39 rpl39e	protein.synthesis.misc ribososomal protein	29_2_2

CUST_16617_PI403524517	2	-0.15096664	0.41607428	0.15096664	-0.24434853	0.5531163	-0.1829977	35_4799	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_153271_PI403524517	2	-0.010120869	0.4822731	0.09712696	-0.19548559	-0.030529976	0.0101213455	35_42837	"Cluster: Os03g0186800 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os03g0186800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DUH0	CHR1V7|COORD:3690406..3692826| hydroxyproline-rich glycoprotein family protein	AT1G11070.1	CHR03V5|COORD:4512003..4515742|protein vacuolar protein sorting 37C, putative, expressed	LOC_Os03g08770.1	no description	not assigned.unknown	35_2

CUST_76177_PI403524517	2	0.13354397	-0.09841442	-0.115219116	0.09248829	0.019517899	-0.019518852	35_21837	0	0	0	0	CHR03V5|COORD:11083453..11101280|protein NHL repeat protein, putative, expressed	LOC_Os03g19760.2	no description	not assigned.unknown	35_2

CUST_18156_PI399408534	2	0.078006744	-0.10260773	-0.036632538	-0.031029701	0.0476923	0.031028748	35_5910	Rep: H0413E07.12 protein - Oryza sativa (Rice)	UniRef90_Q25A82	CHR1V7|COORD:1625097..1628939| C2 domain-containing protein	AT1G05500.1	CHR04V5|COORD:32607697..32612052|protein lipid binding protein, putative, expressed	LOC_Os04g55220.1	no descriptionweakly similar to ( 196)AT1G05500| Symbols:  | C2 domain-containing protein | chr1:1625097-1628939 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned C2 C2 C2 C2_1 COG5038 C2_2	signalling.calcium	30_3

CUST_19462_PI403524517	2	-0.23327255	-0.40326405	0.1245327	-0.0154361725	0.29349518	0.0154361725	35_5639	"Cluster: TMV response-related protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: TMV response-related protein-like - Oryza sativa (japonica cultivar"	UniRef90_Q67VB3	"CHR3|COORD:137649..138738| similar to hypothetical protein [Arabidopsis thaliana] (TAIR:At1g55230.1); similar to TMV response-related protein-like [Oryza"	AT3G01360.2	CHR06V5|COORD:7219284..7217854|protein TMV response-related gene product, putative, expressed	LOC_Os06g13160.1	"no descriptionweakly similar to ( 113)AT3G01360| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G55230.1); similar to TMV response-related gene product [Nicotiana tabacum] (GB:BAA89236.1); contains InterPro domain Protein of unknown function DUF716; (InterPro:IPR006904) | chr3:137779-138738 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF716 PRK12323 PRK07003 PRK07764 DUF566 PRK12678 Tymo_45kd_70kd Atrophin-1 Drf_FH1 Herpes_BLLF1 HPC2 AF-4 IER Extensin_2 PRK05648 Caldesmon"	not assigned.unknown	35_2

CUST_18419_PI399408534	2	0.03476906	0.28015137	-0.06253624	-0.034770012	0.08864117	-0.035069466	35_23099	"Cluster: Putative Nucleoporin Nup43; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Nucleoporin Nup43 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6YTK1	CHR4V7|COORD:15017837..15019715| WD-40 repeat protein family	AT4G30840.1	CHR08V5|COORD:10145728..10150455|protein expressed protein	LOC_Os08g16600.1	no descriptionmoderately similar to ( 236)AT4G30840| Symbols:  | WD-40 repeat protein family | chr4:15017837-15019715 REVERSE	RNA.regulation of transcription.unclassified	27_3_99

CUST_10441_PI404877155	2	0.0076990128	0.17387962	-0.19081688	-0.110245705	-0.0043725967	0.0043735504	Contig4192_at	0	BAD09222.1	sorbitol dehydrogenase, putative / L-iditol 2-dehydrogenase, putative	At5g51970.1	protein oxidoreductase, zinc-binding dehydrogenase family	Os08g43190	NAD-dependent sorbitol dehydrogenase	minor CHO metabolism.sugar alcohols	3_3

CUST_94379_PI403524517	2	-0.8928051	-1.3176899	0.42541218	0.0777092	0.25881386	-0.07771015	35_26979	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_11728_PI403524517	2	0.04758644	-0.4933405	-0.0035600662	-0.038223267	0.0035591125	0.06282139	35_3335	"Cluster: Plant integral membrane protein TIGR01569 containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Plant integral membrane prote"	UniRef90_Q2QPX4	CHR2V7|COORD:15039138..15040173| integral membrane family protein	AT2G35760.1	CHR03V5|COORD:5013287..5019534|protein plant integral membrane protein TIGR01569 containing protein, expressed	LOC_Os03g10030.1	no descriptionweakly similar to ( 135)AT2G35760| Symbols:  | integral membrane family protein | chr2:15039138-15040173 FORWARDnot assigned not assigned DUF588	not assigned.no ontology	35_1

CUST_56222_PI403524517	2	0.21749496	-0.6098814	-0.21749496	0.28636456	0.22996998	-0.5543518	35_16003	"Cluster: Os02g0581100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os02g0581100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E032	CHR1V7|COORD:19055840..19056160| photosystem II 5 kD protein	AT1G51400.1	CHR02V5|COORD:22384580..22386485|protein expressed protein	LOC_Os02g37060.1	no descriptionvery weakly similar to (51.2)AT1G51400| Symbols:  | photosystem II 5 kD protein | chr1:19055840-19056160 REVERSEnot assigned not assigned not assigned PRK12323 PRK07764 Tymo_45kd_70kd TT_ORF1	PS.lightreaction.photosystem II.PSII polypeptide subunits	1_1_1_2

CUST_444_PI399407379	2	0.07941723	0.22728682	-0.053003788	0.05300331	-0.70727634	-0.066399574	HvMADS4									

CUST_34705_PI403524517	2	-0.024302483	-0.50887394	0.024302483	0.26676178	0.16226673	-0.065574646	35_10006	"Cluster: Os07g0563000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0563000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D5G5	CHR1V7|COORD:9039777..9042860| protein kinase	AT1G26150.1	CHR08V5|COORD:395077..393302|protein vegetative cell wall protein gp1 precursor, putative, expressed	LOC_Os08g01690.1	no description	not assigned.unknown	35_2

CUST_54141_PI403524517	2	-0.13651752	-0.3416071	0.16949654	0.13442802	-0.009246826	0.00924778	35_15405	"Cluster: Phosphate/phosphoenolpyruvate translocator protein-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: Phosphate/phosphoenolpyruvate translocator pr"	UniRef90_Q8S2F4	CHR4V7|COORD:15636556..15637608| phosphate translocator-related	AT4G32390.1	CHR01V5|COORD:34346087..34344403|protein plastidic phosphate translocator-like protein1, putative, expressed	LOC_Os01g58870.1	 no descriptionmoderately similar to ( 444)AT2G25520| Symbols:  | phosphate translocator-related | chr2:10868028-10869071 FORWARDvery weakly similar to (58.2)TPT_FLAPRTriose phosphate/phosphate translocator, chloroplast precursor - Flaveria pringleinot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TPT Herpes_BLLF1 Atrophin-1 Tymo_45kd_70kd PRK07003 HPC2 AF-4 DUF566 KAR9 PRK12323 APC_basic Extensin_2 UAA DUF1421 PRK12678 PRK07764 RhaT GRASP55_65 TT_ORF1 Herpes_TAF50 Pneumo_att_G DUF1509 Herpes_UL32 Nup153 DUF605 ROM1 COG5099 MDN1 SerH Coprinus_mating Metaviral_G PRK05648 IER MAP65_ASE1 CTF_NFI Drf_FH1 PRK09169 	transport.metabolite transporters at the envelope membrane	34_8

CUST_30339_PI403524517	2	0.13092995	-0.09285927	-0.10791874	-0.0059432983	0.0059432983	0.011847496	35_8758	"Cluster: Hypothetical protein OSJNBb0061I18.14; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0061I18.14 - Oryza sativa (japonica"	UniRef90_Q94HC1	0	0	CHR10V5|COORD:12615364..12609247|protein RNA binding protein, putative, expressed	LOC_Os10g25110.1	no description	not assigned.unknown	35_2

CUST_21529_PI403524517	2	0.0749712	0.08220148	-0.09957266	-0.07708931	0.10864067	-0.07497072	35_6248	"Cluster: Putative phosphoprotein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative phosphoprotein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q658F5	CHR5V7|COORD:13479693..13482811| epsin N-terminal homology (ENTH) domain-containing protein	AT5G35200.1	CHR06V5|COORD:3806785..3800208|protein clathrin assembly protein, putative, expressed	LOC_Os06g07830.1	no descriptionmoderately similar to ( 466)AT5G35200| Symbols:  | epsin N-terminal homology (ENTH) domain-containing protein | chr5:13479693-13482811 REVERSEnot assigned not assigned ANTH ANTH_AP180_CALM ENTH	not assigned.no ontology.epsin N-terminal homology (ENTH) domain-containing protein	35_1_21

CUST_86292_PI403524517	2	0.05151558	0.1751318	-0.05151558	-0.25492287	-0.3697071	0.27026176	35_24712	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_5620_PI403524517	2	0.06414223	0.86369324	-0.06414127	-0.14917374	-0.076013565	0.12157917	35_1554	Rep: OSIGBa0116M22.2 protein - Oryza sativa (Rice)	UniRef90_Q01JY6	CHR4V7|COORD:12741201..12744212| ubiquitin-associated (UBA)/TS-N domain-containing protein / octicosapeptide/Phox/Bemp1 (PB1) domain-containing	AT4G24690.1	CHR04V5|COORD:23653211..23648359|protein zinc finger, ZZ type family protein, expressed	LOC_Os04g40090.1	no descriptionweakly similar to ( 194)AT4G24690| Symbols:  | ubiquitin-associated (UBA)/TS-N domain-containing protein / octicosapeptide/Phox/Bemp1 (PB1) domain-containing protein | chr4:12741201-12744212 FORWARDnot assigned ZZ_UBA_plant PRK05648 PRK12323	protein.degradation.ubiquitin	29_5_11

CUST_175912_PI403524517	2	-0.2632599	0.0068678856	-0.0068683624	-0.09067011	0.017274857	0.94331217	35_48959	"Cluster: DNA-binding protein-related-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: DNA-binding protein-related-like - Oryza sativa (japonica"	UniRef90_Q5JML8	CHR1V7|COORD:8400627..8401160| DNA-binding protein-related	AT1G23750.1	CHR01V5|COORD:31967333..31965437|protein expressed protein	LOC_Os01g55030.1	no descriptionweakly similar to ( 169)AT2G33845| Symbols:  | DNA-binding protein-related | chr2:14324857-14325788 FORWARDSoSSB_OBF PRK06461	not assigned.no ontology	35_1

CUST_26553_PI403524517	2	-0.24439144	0.14835739	-0.070690155	0.014975548	0.27703762	-0.014974594	35_7692	Rep: H0212B02.6 protein - Oryza sativa (Rice)	UniRef90_Q25AL9	"CHR2V7|COORD:6750874..6751863| similar to nucleic acid binding / pancreatic ribonuclease [Arabidopsis thaliana] (TAIR:AT5G67210.1); similar to Uncharacterized"	AT2G15440.1	CHR04V5|COORD:32899251..32900637|protein plant-specific domain TIGR01627 family protein, expressed	LOC_Os04g55640.1	" no descriptionweakly similar to ( 130)AT2G15440| Symbols:  | similar to nucleic acid binding / pancreatic ribonuclease [Arabidopsis thaliana] (TAIR:AT5G67210.1); similar to Uncharacterized plant-specific domain 01627 [Medicago truncatula] (GB:ABE82263.1); contains InterPro domain Protein of unknown function DUF579, plant; (InterPro:IPR006514) | chr2:6750874-6751863 REVERSEnot assigned not assigned not assigned not assigned DUF579 PRK12323 TT_ORF1 PRK07003 Atrophin-1 "	not assigned.unknown	35_2

CUST_11582_PI403524517	2	-0.060741425	0.20783806	0.13738632	-0.030137062	-0.041781425	0.030137062	35_3287	Rep: Nicotianamine aminotransferase - Hordeum vulgare (Barley)	UniRef90_Q9ST03	CHR5V7|COORD:14250491..14252359| aminotransferase-related	AT5G36160.1	CHR02V5|COORD:12002629..11997090|protein tyrosine aminotransferase, putative, expressed	LOC_Os02g20360.1	 no descriptionmoderately similar to ( 410)AT5G53970| Symbols:  | aminotransferase, putative | chr5:21927902-21929820 FORWARDvery weakly similar to (80.1)1A12_CUCMA1-aminocyclopropane-1-carboxylate synthase CMA101 - Cucurbita maxima (Pumpkin) (Winter squash)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG0436 Aminotran_1_2 PRK09265 PRK07212 PRK06108 PRK08363 PRK05764 ARO8 PRK05794 PRK06056 PRK07367 PRK08443 PRK07777 PRK06836 PRK08069 PRK07568 PRK06507 MalY PRK07324 PRK07309 PRK07683 PRK08361 PRK08912 PRK07310 PRK08362 HisC PRK07682 PRK07543 PRK05957 PRK07337 PRK09082 PRK07778 PRK06855 PRK08960 PRK06107 PRK06575 PRK06375 PRK07550 PRK06348 PRK07681 PRK06220 PRK07865 PRK09276 PRK06225 PRK09147 avtA PRK08068 PRK12414 PRK05839 PRK08175 PRK06358 PRK09275 PRK06207 PRK05942 PRK04870 PRK09148 PRK03158 PRK07908 PRK06290 COG3977 PRK07366 PRK07590 PRK12678 PRK08056 PRK03967 PRK00950 TyrB PRK12323 PRK01533 PRK08636 MetC PRK04635 Beta_elim_lyase PRK03262 PRK07392 PRK07003 	amino acid metabolism.degradation.aromatic aa.tyrosine	13_2_6_2

CUST_18_PI399945755	2	-0.07323456	0.25631905	0.09601784	-0.046747208	0.04674816	-0.06439304	HF02J07									

CUST_104938_PI403524517	2	0.08667374	-0.56374454	-0.21841049	0.3598938	0.055706024	-0.055706978	35_29898	"Cluster: Tropomyosin, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Tropomyosin, putative, expressed - Oryza sativa (japonica cultivar-g"	UniRef90_Q10PC5	"CHR2V7|COORD:18116379..18118664| IQD14; calmodulin binding"	AT2G43680.2	CHR03V5|COORD:7326634..7330837|protein CONSTANS interacting protein 6, putative, expressed	LOC_Os03g13590.1	no descriptionPRK07764	not assigned.unknown	35_2

CUST_94992_PI403524517	2	-0.9616289	-0.50481033	-0.81276417	0.56713295	0.50481033	0.8507118	35_27148	"Cluster: Os07g0515700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os07g0515700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D632	0	0	CHR07V5|COORD:19825536..19831501|protein expressed protein	LOC_Os07g33200.1	no description	not assigned.unknown	35_2

CUST_14271_PI403524517	2	-0.007956505	0.6496744	-9.6797943E-4	0.007080078	-0.050617218	9.6702576E-4	35_4094	Rep: Importin alpha-2 subunit - Oryza sativa (Rice)	UniRef90_Q9FYP9	CHR5V7|COORD:718467..721394| binding	AT5G03070.1	CHR01V5|COORD:3044234..3049569|protein importin alpha-2 subunit, putative, expressed	LOC_Os01g06470.1	no descriptionhighly similar to ( 619)AT5G03070| Symbols:  | binding | chr5:718467-721394 REVERSEhighly similar to ( 815)IMA2_ORYSAnot assigned SRP1 ARM	protein.targeting.nucleus	29_3_1

CUST_20539_PI403524517	2	-0.06925678	0.36897373	0.01957798	-0.0046653748	-0.17778397	0.004664421	35_5959	"Cluster: Putative cell death-related protein SPL11; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative cell death-related protein SPL11 - Oryza sativa (j"	UniRef90_Q5VRH9	CHR3V7|COORD:20332502..20334826| armadillo/beta-catenin repeat family protein / U-box domain-containing family protein	AT3G54850.1	CHR06V5|COORD:184692..190452|protein spotted leaf protein 11, putative, expressed	LOC_Os06g01304.2	no descriptionweakly similar to ( 126)AT3G54850| Symbols:  | armadillo/beta-catenin repeat family protein / U-box domain-containing family protein | chr3:20332502-20334826 FORWARDvery weakly similar to (93.2)SPL11_ORYSA	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_9738_PI399408534	2	-0.043319225	0.14139986	0.107931614	0.036815166	-0.036815166	-0.07802582	35_7167	Rep: Histone acetyltransferase HAT2 - Triticum aestivum (Wheat)	UniRef90_Q0Z9V9	"CHR5V7|COORD:20498426..20502037| ELO3 (ELONGATA 3); N-acetyltransferase/ catalytic/ hydrogen ion transporting ATP synthase, rotational mechanism /"	AT5G50320.1	CHR04V5|COORD:24021653..24017987|protein histone acetyltransferase ELP3, putative, expressed	LOC_Os04g40840.1	" no descriptionmoderately similar to ( 382)AT5G50320| Symbols: ELO3 | ELO3 (ELONGATA 3); N-acetyltransferase/ catalytic/ hydrogen ion transporting ATP synthase, rotational mechanism / hydrogen ion transporting ATPase, rotational mechanism / iron ion binding | chr5:20498426-20502037 REVERSEmoderately similar to ( 400)ELP3_ORYSAnot assigned ELP3 "	RNA.regulation of transcription.Histone acetyltransferases	27_3_54

CUST_99762_PI403524517	2	-0.17177725	0.24148035	0.0131902695	-0.013190746	-0.1466651	0.15542364	35_28479	"Cluster: Os01g0603100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0603100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JLG1	CHR3V7|COORD:18947108..18949666| disease resistance protein (CC-NBS-LRR class), putative	AT3G50950.2	CHR01V5|COORD:24073688..24078561|protein mla1, putative, expressed	LOC_Os01g41890.1	 no descriptionvery weakly similar to (95.5)AT3G50950| Symbols:  | disease resistance protein (CC-NBS-LRR class), putative | chr3:18947108-18949666 FORWARDnot assigned NB-ARC 	stress.biotic	20_1

CUST_12756_PI404877155	2	0.50226974	-0.5662613	0.16417599	0.23242807	-0.16417551	-0.48977184	Contig6490_at	putative pyrophosphate-dependent phosphofructo-1-kinase [Oryza sativa (japonica cultivar-group)]	NP_914558.1	phosphofructokinase family protein	At4g26270.1	protein probable diphosphate-fructose-6-phosphate 1-phosphotransferase (EC 2.7.1.90) T16I18.50 -	Os01g09570	"phosphofructokinase family protein, similar to phosphofructokinase (Amycolatopsis methanolica) GI:17432243; contains Pfam profile PF00365: Phosphofructokinase"	glycolysis.PPFK	4_04

CUST_117132_PI403524517	2	-0.010529518	0.050240517	-0.034941673	0.010528564	-0.07007885	0.013544083	35_33195	"Cluster: Putative F-box protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative F-box protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z1R8	CHR1V7|COORD:19121314..19122959| F-box family protein	AT1G51550.1	CHR08V5|COORD:7945595..7940273|protein adagio protein 1, putative, expressed	LOC_Os08g13360.2	no descriptionvery weakly similar to (76.3)AT1G51550| Symbols:  | F-box family protein | chr1:19121314-19122959 REVERSE	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_67312_PI403524517	2	-0.19091988	-0.08232117	0.14792728	0.1522932	-0.1134119	0.08232212	35_19220	Rep: OSIGBa0101P20.12 protein - Oryza sativa (Rice)	UniRef90_Q01I70	CHR2V7|COORD:16281213..16283729| zinc finger (C3HC4-type RING finger) family protein	AT2G38970.1	CHR04V5|COORD:25210181..25204853|protein protein binding protein, putative, expressed	LOC_Os04g42980.1	no descriptionmoderately similar to ( 380)AT2G38970| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr2:16281213-16283729 FORWARDvWA_C3HC4_type vWA_interalpha_trypsin_inhibitor vWA_subgroup vWFA VWA	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_58140_PI403524517	2	0.07390213	-0.07390213	0.23939323	-0.29767323	-0.48139095	0.23243904	35_16579	"Cluster: Hypothetical protein P0504H10.20; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0504H10.20 - Oryza sativa (japonica cultivar-g"	UniRef90_Q9LGB7	"CHR1V7|COORD:4577226..4577810| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G25870.1); similar to Os01g0131300 [Oryza sativa (japonica"	AT1G13360.1	CHR01V5|COORD:1735670..1736622|protein expressed protein	LOC_Os01g04010.1	no descriptionnot assigned not assigned not assigned not assigned PRK09169	not assigned.unknown	35_2

CUST_65919_PI403524517	2	-0.17619038	-0.86386347	-0.14527416	0.14527416	0.19582129	1.118701	35_18830	"Cluster: Hypothetical protein OJ1034_C08.29; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1034_C08.29 - Oryza sativa (japonica cultiv"	UniRef90_Q6Z2B4	CHR5V7|COORD:3490994..3495079| ALF4 (ABERRANT LATERAL ROOT FORMATION 4)	AT5G11030.1	CHR08V5|COORD:11557446..11552108|protein aberrant root formation protein 4, putative, expressed	LOC_Os08g19320.1	no descriptionvery weakly similar to (63.5)AT5G11030| Symbols: ALF4 | ALF4 (ABERRANT LATERAL ROOT FORMATION 4) | chr5:3490994-3495079 REVERSE	not assigned.unknown	35_2

CUST_138995_PI403524517	2	-1.3557224	-0.51850224	0.64177036	0.4383459	0.35721588	-0.35721588	35_38987	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_58374_PI403524517	2	-2.1126137	-2.526147	0.09067249	1.0349712	0.30556297	-0.09067345	35_16650	"Cluster: Putative late embryogenesis abundant domain-containing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative late embryogenesis"	UniRef90_Q6KA29	CHR2V7|COORD:17721891..17723899| late embryogenesis abundant domain-containing protein / LEA domain-containing protein	AT2G42560.1	CHR02V5|COORD:8518270..8516599|protein mucin-associated surface protein, putative, expressed	LOC_Os02g15250.1	no descriptionvery weakly similar to (53.9)AT2G42560| Symbols:  | late embryogenesis abundant domain-containing protein / LEA domain-containing protein | chr2:17721891-17723899 REVERSEvery weakly similar to (52.0)LEA1_HORVUABA-inducible protein PHV A1 - Hordeum vulgare (Barley)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Tymo_45kd_70kd Extensin_2 Atrophin-1 Hia COG5281 PRK07735 TolA PRK12323 TolA tolA PRK07764 PRK12678 TT_ORF1 PRK07003 APC_basic DUF1777 Glutenin_hmw PRK08026 DUF1421 infB EspB PRK05035 COG4372 COG5283 Gag_spuma SerH COG5280 Pol_Y_like	development.late embryogenesis abundant	33_2

CUST_7442_PI403524517	2	-0.06459808	-0.703455	0.06459808	0.38766766	0.21981096	-0.21063805	35_2068	"Cluster: Hypothetical protein OSJNBb0060I05.14; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0060I05.14 - Oryza sativa (japonica"	UniRef90_Q8W2X4	"CHR2|COORD:19250565..19252206| expressed protein, similar to expressed protein [Arabidopsis thaliana] (TAIR:At1g52220.1); similar to hypothetical protein"	AT2G46820.2	CHR10V5|COORD:20563814..20565534|protein thylakoid membrane phosphoprotein 14 kda, chloroplast precursor, putative, expressed	LOC_Os10g39150.1	 no descriptionweakly similar to ( 106)AT2G46820| Symbols: PTAC8, TMP14, PSAP, PSI-P | TMP14 (THYLAKOID MEMBRANE PHOSPHOPROTEIN OF 14 KDA) | chr2:19250798-19251939 FORWARD	not assigned.unknown	35_2

CUST_170720_PI403524517	2	0.117248535	0.67300797	-0.11724901	-0.31944895	-0.5181608	0.8662834	35_47551	0	0	"CHR3V7|COORD:6639885..6648242| similar to unnamed protein product; gene_id:MVI11.11 unknown protein-related [Medicago truncatula] (GB:ABE80517.1); similar to"	AT3G19190.1	CHR06V5|COORD:8889919..8902219|protein expressed protein	LOC_Os06g15700.1	no description	not assigned.unknown	35_2

CUST_72_PI404877155	2	-0.12225342	0.0847435	0.26018715	0.008296013	-0.008296013	-0.017806053	baak12i08_s_at	putative 1,4-benzoquinone reductase [Oryza sativa (japonica cultivar-group)] dbj|BAB92583.1| putative quinone-oxidoreductase QR2 [Oryza sati	NP_916411.1	quinone reductase, putative	At5g54500.1	protein flavodoxin, putative	Os01g57570	putative 1,4-benzoquinone reductase	lipid metabolism.'exotics' (steroids, squalene etc)	11_8

CUST_31366_PI403524517	2	0.14747906	-0.456419	0.06419563	-0.06419563	0.122434616	-0.29889536	35_9053	"Cluster: OSJNBa0084A10.14 protein; n=2; Oryza sativa|Rep: OSJNBa0084A10.14 protein - Oryza sativa (Rice)"	UniRef90_Q7XQP1	CHR1V7|COORD:21493145..21505440| helicase domain-containing protein	AT1G58060.1	CHR04V5|COORD:21258041..21241121|protein ATP binding protein, putative, expressed	LOC_Os04g35260.2	no descriptionmoderately similar to ( 497)AT1G58060| Symbols:  | helicase domain-containing protein | chr1:21493145-21505440 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned HrpA PRK11131 PRK11664 HA2 HELICc Helicase_C HELICc	DNA.synthesis/chromatin structure	28_1

CUST_133003_PI403524517	2	0.3397255	0.5309229	0.04894924	-0.26178885	-0.04894924	-0.408288	35_37347	"Cluster: Putative beta-ketoacyl-CoA synthase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative beta-ketoacyl-CoA synthase - Oryza sativa (japonica"	UniRef90_Q688V9	CHR1V7|COORD:6729110..6730660| very-long-chain fatty acid condensing enzyme, putative	AT1G19440.1	CHR05V5|COORD:28198006..28194894|protein acyltransferase, putative, expressed	LOC_Os05g49290.3	 no descriptionweakly similar to ( 144)AT1G19440| Symbols:  | very-long-chain fatty acid condensing enzyme, putative | chr1:6729110-6730660 FORWARDnot assigned not assigned FAE1_CUT1_RppA PRK12323 	secondary metabolism.wax	16_7

CUST_9979_PI403524517	2	-0.47503567	-0.43436432	1.1971321	0.35069275	0.27760315	-0.2776041	35_2814	Rep: 32 kDa protein - Hordeum vulgare (Barley)	UniRef90_O22528	CHR1V7|COORD:6816925..6819423| jacalin lectin family protein	AT1G19715.1	CHR12V5|COORD:5117084..5115331|protein jasmonate-induced protein, putative, expressed	LOC_Os12g09700.1	no descriptionvery weakly similar to (77.8)AT1G19715| Symbols:  | jacalin lectin family protein | chr1:6816925-6819423 REVERSEweakly similar to ( 130)GOS9_ORYSAJacalin Dirigent	misc.myrosinases-lectin-jacalin	26_16

CUST_37289_PI403524517	2	0.13494492	3.938675E-4	-3.9291382E-4	-0.13987827	0.03431225	-0.10495758	35_10745	"Cluster: Somatic embryogenesis related protein; n=1; Dactylis glomerata|Rep: Somatic embryogenesis related protein - Dactylis glomerata (Orchard grass) (Cock's-"	UniRef90_Q9FNV0	0	0	CHR03V5|COORD:5376102..5373048|protein somatic embryogenesis related protein, putative, expressed	LOC_Os03g10590.1	no description	not assigned.unknown	35_2

CUST_65296_PI403524517	2	-0.26034117	0.24869967	-0.03797531	0.011952877	0.11797714	-0.011953354	35_18645	"Cluster: Putative syntaxin-related protein Nt-syr1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative syntaxin-related protein Nt-syr1 - Oryza sativa"	UniRef90_Q5VRF6	"CHR5V7|COORD:2588533..2591107| SYP132 (syntaxin 132); t-SNARE"	AT5G08080.1	CHR06V5|COORD:3447314..3444020|protein syntaxin 132, putative, expressed	LOC_Os06g07200.1	" no descriptionmoderately similar to ( 278)AT5G08080| Symbols: ATSYP132, SYP132 | SYP132 (syntaxin 132); t-SNARE | chr5:2588533-2590489 FORWARDnot assigned not assigned not assigned not assigned SynN COG5074 COG5325 SynN Syntaxin SNARE t_SNARE t_SNARE "	cell. vesicle transport	31_4

CUST_16988_PI404877155	2	-0.48646545	-0.13981342	0.5183439	0.15164948	0.067352295	-0.067352295	HS06J22u_s_at	mitochondrial substrate carrier family protein [Arabidopsis thaliana] gb|AAF27035.1| unknown protein [Arabidopsis thaliana] gb|AAK82553.1| A	NP_566251.1	mitochondrial substrate carrier family protein	At3g05290.1	protein At3g05290/T12H1_26	Os05g32630	gi|21594600|gb|AAM66025.1| unknown	transport.metabolite transporters at the mitochondrial membrane	34_9

CUST_50712_PI403524517	2	0.21563911	-0.9593258	-0.06055641	0.1680851	-0.0143966675	0.014397621	35_14470	"Cluster: Luminal-binding protein 3 precursor; n=6; Magnoliophyta|Rep: Luminal-binding protein 3 precursor - Zea mays (Maize)"	UniRef90_O24581	CHR5V7|COORD:10540669..10543278| luminal binding protein 1 (BiP-1) (BP1)	AT5G28540.1	CHR02V5|COORD:842672..838717|protein luminal-binding protein 3 precursor, putative, expressed	LOC_Os02g02410.1	no descriptionnearly identical (1021)AT5G28540| Symbols:  | luminal binding protein 1 (BiP-1) (BP1) | chr5:10540669-10543278 REVERSEnearly identical (1054)BIP3_MAIZELuminal-binding protein 3 precursor - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned HSP70 dnaK DnaK dnaK hscA hscA PRK11678 MreB_Mbl ftsA MreB TT_ORF1 PRK12323 Atrophin-1 PRK07764 Extensin_2 EutJ PRK12678 DUF1421	stress.abiotic.heat	20_2_1

CUST_51053_PI403524517	2	0.08060932	-0.071700096	-0.010229111	-0.004937172	0.015156746	0.0049381256	35_14557	"Cluster: Hypothetical protein B1064G04.11; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1064G04.11 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5JKR3	CHR4V7|COORD:14466356..14467986| oxidoreductase/ transition metal ion binding	AT4G29400.1	CHR01V5|COORD:21482486..21478337|protein expressed protein	LOC_Os01g37820.1	no descriptionweakly similar to ( 144)AT4G29400| Symbols:  | oxidoreductase/ transition metal ion binding | chr4:14466356-14467986 FORWARD	not assigned.unknown	35_2

CUST_46941_PI403524517	2	0.2919674	-0.20059586	-0.14920807	0.0031356812	-0.0031356812	0.08870506	35_13441	"Cluster: Galactosyltransferase family-like protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Galactosyltransferase family-like protein - Oryza sativa"	UniRef90_Q6ZKZ6	CHR1V7|COORD:28105882..28108654| galactosyltransferase family protein	AT1G74800.1	CHR07V5|COORD:5131442..5126894|protein galactosyltransferase/ transferase, transferring hexosyl groups, putative, expressed	LOC_Os07g09670.2	no descriptionmoderately similar to ( 202)AT1G74800| Symbols:  | galactosyltransferase family protein | chr1:28105882-28108654 REVERSEnot assigned not assigned	cell wall.hemicellulose synthesis	10_3

CUST_1799_PI404877155	2	0.039312363	-0.42346	-0.05133915	-0.039312363	0.08884525	0.16397762	Contig1203_at	cytosolic heat shock protein 90 [Hordeum vulgare]	AAP87284.1	heat shock protein, putative	At5g56010.1	protein spermidine synthase, putative	Os02g15550	"spermidine synthase, putative / putrescine aminopropyltransferase, putative, similar to SP:O82147 Spermidine synthase (EC 2.5.1.16) (Putrescine aminopropyltransferase) (SPDSY) {Coffea arabica}; contains Pfam profile PF01564: Spermine/spermidine synthase o"	stress.abiotic.heat	20_2_1

CUST_35141_PI403524517	2	0.2828083	-0.38622665	-0.06137371	0.061374664	-0.13310814	0.306365	35_10132	"Cluster: Protein phosphatase 2C, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Protein phosphatase 2C, putative, expressed - Oryza sativ"	UniRef90_Q10MN6	CHR1V7|COORD:2953201..2955061| protein phosphatase 2C-related / PP2C-related	AT1G09160.1	CHR03V5|COORD:10604442..10600733|protein protein phosphatase 2C-like, putative, expressed	LOC_Os03g18970.1	no descriptionweakly similar to ( 139)AT1G09160| Symbols:  | protein phosphatase 2C-related / PP2C-related | chr1:2953201-2955061 REVERSE	protein.postranslational modification	29_4

CUST_123481_PI403524517	2	0.25442648	-0.065603256	0.42744112	0.06560373	-0.739902	-0.16063452	35_34822	Rep: Hypothetical protein - Gibberella zeae (Fusarium graminearum)	UniRef90_Q4IN21		0	0	0	no description	not assigned.unknown	35_2

CUST_19553_PI404877155	2	0.2531762	-1.4167438	-0.2531762	1.1004329	0.4862466	-0.4430561	rbah53j14_at	OSJNBa0036B21.24 [Oryza sativa (japonica cultivar-group)] emb|CAE01532.1| OSJNBa0072F16.1 [Oryza sativa (japonica cultivar-group)] ref|XP_47	CAD40906.1	glyceraldehyde 3-phosphate dehydrogenase A, chloroplast (GAPA) / NADP-dependent glyceraldehydephosphate dehydrog	At3g26650.1	protein Glyceraldehyde 3-phosphate dehydrogenase, C-terminal domain, putative	Os04g38600	putative calcium-binding protein, calreticulin	PS.calvin cyle.GAP	1_03_04

CUST_26020_PI399408534	2	0.08816624	0.12261009	-0.08816624	-0.13489723	-0.17856884	0.2033863	35_5659	"Cluster: Transcriptional regulator, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Transcriptional regulator, putative,"	UniRef90_Q7XC99	CHR1V7|COORD:373694..386682| transcriptional regulator-related	AT1G02080.1	CHR10V5|COORD:21573899..21554731|protein transcription regulator, putative, expressed	LOC_Os10g40780.2	no descriptionhighly similar to ( 712)AT1G02080| Symbols:  | transcriptional regulator-related | chr1:373694-386682 FORWARDnot assigned Not1 CDC39	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_142822_PI403524517	2	0.012601852	-0.016755104	-0.012600899	0.05278492	-0.09318352	0.027682304	35_40024	"Cluster: Os09g0413000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0413000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J1U1	CHR3V7|COORD:17534826..17535927| zinc finger (C3HC4-type RING finger) family protein	AT3G47550.1	CHR09V5|COORD:14670542..14675767|protein protein binding protein, putative, expressed	LOC_Os09g24650.4	no description	not assigned.unknown	35_2

CUST_21122_PI403524517	2	0.011995316	0.4282322	-0.011995316	-0.08102608	-0.040280342	0.08550072	35_6130	"Cluster: Os01g0616900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0616900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JL83	CHR1V7|COORD:10945232..10948806| CTP synthase, putative / UTP--ammonia ligase, putative	AT1G30820.1	CHR01V5|COORD:24831704..24825639|protein CTP synthase, putative, expressed	LOC_Os01g43020.1	 no descriptionmoderately similar to ( 276)AT1G30820| Symbols:  | CTP synthase, putative / UTP--ammonia ligase, putative | chr1:10945232-10948806 REVERSEnot assigned CTP_synth_N PyrG PRK05380 CTGs 	nucleotide metabolism.synthesis.pyrimidine.CTP synthetase	23_1_1_10

CUST_11334_PI399408534	2	-0.01201725	0.21426678	0.09154987	-0.163414	0.01201725	-0.21853733	35_50035	Rep: HMG1/2-like protein - Triticum aestivum (Wheat)	UniRef90_P40621	"CHR1V7|COORD:7177272..7178477| HMGB2 (HIGH MOBILITY GROUP B 2); transcription factor"	AT1G20693.1	CHR06V5|COORD:30992256..30994284|protein DNA-binding protein MNB1B, putative, expressed	LOC_Os06g51220.5	 no descriptionvery weakly similar to (69.3)AT1G20693| Symbols: HMG BETA 1, NFD2, NFD02, HMGB2 | HMGB2 (HIGH MOBILITY GROUP B 2) | chr1:7177272-7178477 FORWARDvery weakly similar to (82.8)HMGL_WHEATHMG1/2-like protein - Triticum aestivum (Wheat)HMG_box HMGB-UBF_HMG-box 	RNA.regulation of transcription.Nucleosome/chromatin assembly factor group	27_3_62

CUST_98146_PI403524517	2	0.29594326	-0.15622234	-0.10575104	0.09354019	-0.09353924	0.13185596	35_28024	"Cluster: Nicotianamine synthase-like 5 protein; n=1; Hordeum vulgare|Rep: Nicotianamine synthase-like 5 protein - Hordeum vulgare (Barley)"	UniRef90_Q9ZQV4	CHR1V7|COORD:21140688..21141662| nicotianamine synthase, putative	AT1G56430.1	CHR03V5|COORD:10905302..10906777|protein nicotianamine synthase 2, putative, expressed	LOC_Os03g19420.1	 no descriptionmoderately similar to ( 232)AT1G56430| Symbols:  | nicotianamine synthase, putative | chr1:21140688-21141662 FORWARDhighly similar to ( 504)NAS5_HORVUNicotianamine synthase-like 5 protein - Hordeum vulgare (Barley)NAS 	metal handling.binding, chelation and storage	15_2

CUST_30472_PI399408534	2	0.07407665	0.78746796	0.22677422	-0.11779785	-0.074076176	-0.23878622	35_2811	"Cluster: Auxin-regulated protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Auxin-regulated protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q84ZE8	CHR5|COORD:24759311..24761985| small G protein family protein / RhoGAP family protein, contains Pfam domain, PF00620: RhoGAP domain	AT5G61530.2	CHR07V5|COORD:17905647..17910604|protein rho-GTPase-activating protein 8, putative, expressed	LOC_Os07g30300.2	no descriptionweakly similar to ( 134)AT5G61530| Symbols:  | small G protein family protein / RhoGAP family protein | chr5:24759856-24761812 FORWARD	signalling.G-proteins	30_5

CUST_154122_PI403524517	2	0.20782185	0.36503315	-0.010968208	-0.30471897	-0.24382973	0.010967255	35_43066	"Cluster: Hypothetical protein OSJNBa0022O02.23; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0022O02.23 - Oryza sativa (japonica"	UniRef90_Q69SM9		0	CHR06V5|COORD:14389245..14385816|protein expressed protein	LOC_Os06g24540.1	no description	not assigned.unknown	35_2

CUST_85991_PI403524517	2	0.13187885	0.047759056	0.02032566	-0.18556309	-0.020326614	-0.23072052	35_24627	"Cluster: Os01g0586600 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0586600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JLN6	CHR1V7|COORD:26278079..26279768| CBS domain-containing protein	AT1G69800.1	CHR01V5|COORD:23150030..23147083|protein AKIN gamma, putative, expressed	LOC_Os01g40420.1	no descriptionweakly similar to ( 128)AT1G69800| Symbols:  | CBS domain-containing protein | chr1:26278079-26279988 REVERSE	not assigned.no ontology	35_1

CUST_10196_PI403524517	2	0.1584773	0.15355921	0.001645565	-0.001645565	-0.34287024	-0.20466185	35_2876	"Cluster: Retinoblastoma-related protein 1, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Retinoblastoma-related protein 1, putative, exp"	UniRef90_Q2R374	CHR3V7|COORD:3913678..3918440| RBR1 (RETINOBLASTOMA-RELATED 1)	AT3G12280.1	CHR11V5|COORD:18931948..18938397|protein retinoblastoma-related protein 1, putative, expressed	LOC_Os11g32900.1	 no descriptionweakly similar to ( 105)AT3G12280| Symbols: RBR, RB, RBL1, RBR1 | RBR1 (RETINOBLASTOMA-RELATED 1) | chr3:3913678-3918440 REVERSE	cell.division	31_2

CUST_57855_PI403524517	2	0.16262913	-0.58048344	-0.039328575	-0.0075616837	0.06672382	0.0075616837	35_16494	Rep: OSIGBa0092E01.2 protein - Oryza sativa (Rice)	UniRef90_Q01ID3	"CHR3V7|COORD:22105574..22107151| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G43795.1); similar to conserved hypothetical protein [Medicago"	AT3G59800.1	CHR04V5|COORD:24624616..24622208|protein CBF1 interacting corepressor, putative, expressed	LOC_Os04g41920.2	"no descriptionweakly similar to ( 140)AT3G59800| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G43795.1); similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE83898.1) | chr3:22105574-22107151 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF1777 TFIIF_alpha"	not assigned.unknown	35_2

CUST_102426_PI403524517	2	0.004930496	-0.17629051	0.022354126	-0.019979477	-0.004930496	0.06878567	35_29220	Rep: OSIGBa0145N07.5 protein - Oryza sativa (Rice)	UniRef90_Q01LC2	CHR2V7|COORD:14910280..14912440| hydrolase	AT2G35450.1	CHR04V5|COORD:19095905..19099476|protein amidohydrolase family protein, expressed	LOC_Os04g32150.1	no descriptionmoderately similar to ( 265)AT2G35450| Symbols:  | hydrolase | chr2:14910280-14912440 REVERSEAmidohydro_2	not assigned.no ontology	35_1

CUST_138216_PI403524517	2	0.01831913	0.0066165924	-0.14560175	0.044096947	-0.0066165924	-0.14482641	35_38766	"Cluster: Peroxisomal membrane protein 22 kDa, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Peroxisomal membrane protein 22 kDa, putativ"	UniRef90_Q2QQ39	CHR5V7|COORD:17338798..17340452| peroxisomal membrane 22 kDa family protein	AT5G43140.1	CHR12V5|COORD:19484781..19490116|protein mpv17 / PMP22 family protein, expressed	LOC_Os12g32330.1	no descriptionweakly similar to ( 178)AT5G43140| Symbols:  | peroxisomal membrane 22 kDa family protein | chr5:17338798-17340452 FORWARDnot assigned	not assigned.no ontology	35_1

CUST_20931_PI403524517	2	-0.018380165	0.70155716	0.06313419	-0.0013780594	-0.15432358	0.0013771057	35_6076	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_51818_PI403524517	2	0.1772852	-0.24884605	0.03363514	-0.0051469803	0.0051460266	-0.013056755	35_14768	"Cluster: Mitochondrial ribosomal protein S10; n=2; Oryza sativa (japonica cultivar-group)|Rep: Mitochondrial ribosomal protein S10 - Oryza sativa (japonica cult"	UniRef90_Q9LRH5	"CHR3V7|COORD:7885744..7886620| RPS10 (RIBOSOMAL PROTEIN S10); structural constituent of ribosome"	AT3G22300.1	CHR12V5|COORD:20077163..20079452|protein mitochondrial ribosomal protein S10, putative, expressed	LOC_Os12g33240.3	"no descriptionweakly similar to ( 116)AT3G22300| Symbols: RPS10 | RPS10 (RIBOSOMAL PROTEIN S10); structural constituent of ribosome | chr3:7885744-7886620 FORWARDweakly similar to ( 120)RT10_PEAMitochondrial ribosomal protein S10 - Pisum sativum (Garden pea)not assigned Ribosomal_L15e RPL15A PRK04243 rpsJ rps10 RpsJ"	protein.synthesis.misc ribososomal protein	29_2_2

CUST_156384_PI403524517	2	0.03336668	0.039026737	-0.03336668	-0.042654514	0.03703642	-0.36034775	35_43679	"Cluster: Similar to Methylase involved in ubiquinone/menaquinone biosynthesis precursor; n=2; Nocardioides sp. JS614|Rep: Similar to Methylase involved in ubiqu"	UniRef90_Q3GYQ5	CHR3V7|COORD:2746019..2748331| proline-rich family protein	AT3G09000.1	CHR09V5|COORD:16515132..16516911|protein expressed protein	LOC_Os09g27160.1	no descriptionnot assigned not assigned	not assigned.unknown	35_2

CUST_35911_PI403524517	2	0.2773466	0.0054717064	-0.45993757	-0.0054717064	-0.050335407	0.36769152	35_10354	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_19502_PI403524517	2	-0.02722454	-0.06363106	-0.12822056	0.04099846	0.02722454	0.11659908	35_5650	"Cluster: Putative ABI3-interacting protein 2; CnAIP2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ABI3-interacting protein 2; CnAIP2 - Oryza sativ"	UniRef90_Q7XIP0	"CHR5V7|COORD:19626697..19628938| similar to hydroxyproline-rich glycoprotein family protein [Arabidopsis thaliana] (TAIR:AT4G14900.1); similar to"	AT5G48385.1	CHR07V5|COORD:24141390..24136213|protein ABI3-interacting protein 2, putative, expressed	LOC_Os07g40270.1	"no descriptionweakly similar to ( 193)AT5G48385| Symbols:  | similar to hydroxyproline-rich glycoprotein family protein [Arabidopsis thaliana] (TAIR:AT4G14900.1); similar to unknown [Solanum tuberosum] (GB:ABB86244.1); contains InterPro domain Frigida-like; (InterPro:IPR012474) | chr5:19626697-19628938 FORWARDnot assigned Frigida"	not assigned.unknown	35_2

CUST_4120_PI403524517	2	-0.02046299	-0.015418053	-0.08928776	0.015418053	0.016194344	0.113391876	35_1138	"Cluster: 26S proteasome non-ATPase regulatory subunit 14; n=6; Magnoliophyta|Rep: 26S proteasome non-ATPase regulatory subunit 14 - Arabidopsis thaliana (Mouse-"	UniRef90_Q9LT08	CHR5V7|COORD:7937775..7939342| 26S proteasome regulatory subunit, putative	AT5G23540.1	CHR01V5|COORD:9163155..9166773|protein 26S proteasome non-ATPase regulatory subunit 14, putative, expressed	LOC_Os01g16190.1	 no descriptionhighly similar to ( 532)AT5G23540| Symbols:  | 26S proteasome regulatory subunit, putative | chr5:7938112-7939342 FORWARDnot assigned not assigned not assigned not assigned not assigned JAB_MPN Mov34 COG1310 	protein.degradation.ubiquitin.proteasom	29_5_11_20

CUST_23998_PI403524517	2	0.1206522	0.25156498	-0.021110535	-0.021899223	-0.038051605	0.021110535	35_6972	Rep: N-acetylglucosaminyltransferase 1 - Oryza sativa (Rice)	UniRef90_Q8RW24	CHR4|COORD:17931564..17935319| alpha-1,3-mannosyl-glycoprotein beta-1,2-N-acetylglucosaminyltransferase, putative,	AT4G38240.2	CHR02V5|COORD:35812310..35806734|protein N-acetylglucosaminyltransferase I, putative, expressed	LOC_Os02g58590.1	 no descriptionmoderately similar to ( 207)AT4G38240| Symbols: GNTI, CGL1 | CGL1 (COMPLEX GLYCAN LESS) | chr4:17932000-17935203 REVERSEnot assigned GNT-I 	protein.glycosylation	29_7

CUST_108852_PI403524517	2	0.007922173	-0.09660816	-0.007922173	0.105545044	0.31076908	-0.018330574	35_30952	"Cluster: Lung seven transmembrane receptor family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Lung seven transmembrane receptor"	UniRef90_Q10LU2	"CHR1V7|COORD:22773797..22775923| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G10980.1); similar to Os03g0334800 [Oryza sativa (japonica"	AT1G61670.1	CHR03V5|COORD:12364386..12359231|protein TMEM87A protein, putative, expressed	LOC_Os03g21690.1	"no descriptionvery weakly similar to (73.2)AT1G61670| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G10980.1); similar to Os03g0334800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001050031.1); similar to 12246 (GB:AAD21413.1); contains InterPro domain Lung seven transmembrane receptor; (InterPro:IPR009637) | chr1:22773797-22775923 FORWARD"	not assigned.no ontology	35_1

CUST_29839_PI403524517	2	0.046299934	-1.0855055	-0.3090763	0.13358784	-0.011620522	0.011620522	35_8614	"Cluster: Hydrolase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hydrolase-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5VNP5	CHR2V7|COORD:7983930..7986303| hydrolase, alpha/beta fold family protein	AT2G18360.1	CHR01V5|COORD:25831257..25828696|protein catalytic/ hydrolase, putative, expressed	LOC_Os01g44960.1	 no descriptionmoderately similar to ( 201)AT2G18360| Symbols:  | hydrolase, alpha/beta fold family protein | chr2:7983930-7986303 REVERSEnot assigned MhpC 	not assigned.no ontology	35_1

CUST_34756_PI403524517	2	0.08175564	-0.7333245	-0.066477776	1.2974176	0.06647682	-0.19099045	35_10021	"Cluster: Small heat shock protein Hsp23.5 precursor; n=1; Triticum aestivum|Rep: Small heat shock protein Hsp23.5 precursor - Triticum aestivum (Wheat)"	UniRef90_Q9ZP25	CHR5V7|COORD:20908468..20909239| 23.5 kDa mitochondrial small heat shock protein (HSP23.5-M)	AT5G51440.1	CHR02V5|COORD:31914985..31916843|protein heat shock 22 kDa protein, mitochondrial precursor, putative, expressed	LOC_Os02g52150.2	 no descriptionvery weakly similar to (90.9)AT5G51440| Symbols:  | 23.5 kDa mitochondrial small heat shock protein (HSP23.5-M) | chr5:20908468-20909239 FORWARDvery weakly similar to (93.6)HS22M_SOYBNHeat shock 22 kDa protein, mitochondrial precursor - Glycine max (Soybean)not assigned HSP20 alpha-crystallin-Hsps IbpA 	stress.abiotic.heat	20_2_1

CUST_9999_PI399408534	2	-0.16876507	0.047326088	0.21057415	-0.047325134	-0.18193626	0.24770737	35_9316	Rep: P-type ATPase - Hordeum vulgare (Barley)	UniRef90_Q94IM4	CHR5|COORD:23126698..23134770| calcium-transporting ATPase 8, plasma membrane-type / Ca(2+)-ATPase isoform 8 (ACA8), identical to calcium-transporting ATPase 8,	AT5G57110.2	CHR02V5|COORD:4208367..4195421|protein calcium-transporting ATPase 10, plasma membrane-type, putative, expressed	LOC_Os02g08010.1	" no descriptionhighly similar to ( 760)AT5G57110| Symbols: AT-ACA8 | ACA8 (AUTOINHIBITED CA2+ -ATPASE, ISOFORM 8); calmodulin binding | chr5:23126955-23134083 REVERSEmoderately similar to ( 463)ACA1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned MgtA PRK10517 ZntA PRK01122 KdpB Cation_ATPase_C zntA PRK10671 Hydrolase "	signalling.calcium	30_3

CUST_168843_PI403524517	2	-0.06929016	-0.5114069	0.38204765	0.05661106	0.34378147	-0.056610107	35_47021	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2R2Z8	CHR1V7|COORD:20515232..20517156| AXR4 (AUXIN RESISTANT 4)	AT1G54990.1	CHR11V5|COORD:19489787..19487158|protein expressed protein	LOC_Os11g34140.1	 no descriptionweakly similar to ( 110)AT1G54990| Symbols: RGR, RGR1, AXR4 | AXR4 (AUXIN RESISTANT 4) | chr1:20515232-20517156 FORWARD	not assigned.unknown	35_2

CUST_10603_PI404877155	2	-0.010649681	0.05009842	0.009930611	-0.009930611	0.056181908	-0.11138821	Contig4304_at	putative pre-mRNA splicing factor SF2 [Oryza sativa (japonica cultivar-group)]	BAC79849.1	pre-mRNA splicing factor SF2 (SF2) / SR1 protein	At1g02840.1	protein RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain), putative	Os07g47630	pre-mRNA splicing factor SF2/RNA binding/SNP1  T01242	RNA.processing	27_1

CUST_178475_PI403524517	2	-0.15883875	0.24541855	0.0027804375	-0.09195852	-0.0027799606	1.2027593	35_49638	Rep: Resistance protein LR10 - Triticum aestivum (Wheat)	UniRef90_Q6WSR5	CHR3V7|COORD:18947108..18949666| disease resistance protein (CC-NBS-LRR class), putative	AT3G50950.2	CHR07V5|COORD:15929796..15926951|protein resistance protein, putative, expressed	LOC_Os07g27370.1	 no descriptionvery weakly similar to (73.2)AT3G50950| Symbols:  | disease resistance protein (CC-NBS-LRR class), putative | chr3:18947108-18949666 FORWARDnot assigned 	stress.biotic	20_1

CUST_24863_PI403524517	2	0.13341904	-0.14725304	0.029724121	-0.05735016	-0.029725075	0.110147476	35_7214	Rep: Poor homologous synapsis 1 protein - Zea mays (Maize)	UniRef90_Q6W2J0	0	0	CHR06V5|COORD:15784810..15780399|protein poor homologous synapsis 1 protein, putative, expressed	LOC_Os06g27860.1	no descriptionvery weakly similar to (53.9)AT1G10710| Symbols:  | Encodes a Maternally expressed gene (MEG) family protein | chr1:3558424-3560408 FORWARD	not assigned.unknown	35_2

CUST_101921_PI403524517	2	-0.006925583	0.006925583	0.18975735	0.049851418	-0.050513268	-0.097242355	35_29079	Rep: Telomere binding protein-1 - Oryza sativa (Rice)	UniRef90_Q9LL45	"CHR3V7|COORD:17164627..17166931| TRFL1 (TRF-LIKE 1); DNA binding"	AT3G46590.1	CHR02V5|COORD:35084790..35080218|protein initiator binding protein, putative, expressed	LOC_Os02g57270.2	" no descriptionweakly similar to ( 115)AT3G46590| Symbols: ATTRP2, TRFL1 | TRFL1 (TRF-LIKE 1); DNA binding | chr3:17164627-17166931 FORWARD"	DNA.synthesis/chromatin structure	28_1

CUST_54634_PI403524517	2	0.19338131	-0.0053606033	0.19541597	0.0053606033	-0.16876602	-0.089643955	35_15549	"Cluster: Putative amino acid permease; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative amino acid permease - Oryza sativa (japonica cultivar-group)"	UniRef90_Q9LD96	0	0	CHR01V5|COORD:5982677..5980383|protein cationic amino acid transporter 4, putative, expressed	LOC_Os01g11160.1	no description	not assigned.unknown	35_2

CUST_92477_PI403524517	2	0.086762905	0.60111475	0.23053217	-0.08676243	-0.19795036	-0.3722291	35_26443	Rep: Hypothetical protein - Cryptococcus neoformans (Filobasidiella neoformans)	UniRef90_Q5KGJ5	CHR5V7|COORD:15457074..15460237| protein kinase family protein	AT5G38560.1	CHR04V5|COORD:24705559..24701241|protein peroxidase 18 precursor, putative, expressed	LOC_Os04g42100.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07764 TT_ORF1 PRK07003 PRK12323 Protamine_P2 DUF1777 PRK05648 Protamine_P1	not assigned.unknown	35_2

CUST_16518_PI404877155	2	-0.40115738	1.5879154	0.18483925	-0.53813744	-0.03953457	0.03953457	HB03A08_T3_at	putative heat shock transcription factor [Oryza sativa (japonica cultivar-group)] dbj|BAB68070.1| putative heat shock transcription factor [	NP_916438.1	heat shock transcription factor family protein	At3g24520.1	protein HSF-type DNA-binding domain, putative	Os01g53220	NONE	RNA.regulation of transcription.HSF,Heat-shock transcription factor family	27_3_23

CUST_23328_PI399408534	2	0.41376305	-0.16388226	0.0660038	-0.0660038	0.36637497	-0.5209913	35_31784	"Cluster: Putative dof zinc finger protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative dof zinc finger protein - Oryza sativa (japonica cultivar-g"	UniRef90_Q5VNE4	"CHR5V7|COORD:24497804..24498727| OBP4 (OBF BINDING PROTEIN 4); DNA binding / transcription factor"	AT5G60850.1	CHR06V5|COORD:10100313..10101713|protein dof1, putative, expressed	LOC_Os06g17410.1	"no descriptionweakly similar to ( 124)AT5G60850| Symbols: OBP4 | OBP4 (OBF BINDING PROTEIN 4); DNA binding / transcription factor | chr5:24497804-24498727 FORWARDweakly similar to ( 111)MNB1A_MAIZEDof zinc finger protein MNB1A - Zea mays (Maize)zf-Dof PRK12323 PRK07764 PRK07003"	RNA.regulation of transcription.C2C2(Zn) DOF zinc finger family	27_3_8

CUST_67180_PI403524517	2	0.055148125	-0.24763012	-0.0092840195	-0.014198303	0.051709175	0.0092840195	35_19185	"Cluster: Cytochrome P450 family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Cytochrome P450 family protein, expressed - Oryza sativa (j"	UniRef90_Q336V3	"CHR3V7|COORD:19703790..19706256| LUT1 (LUTEIN DEFICIENT 1); oxygen binding"	AT3G53130.1	CHR10V5|COORD:21038699..21043676|protein cytochrome P450 97B2, putative, expressed	LOC_Os10g39930.2	" no descriptionmoderately similar to ( 434)AT3G53130| Symbols: CYP97C1, LUT1 | LUT1 (LUTEIN DEFICIENT 1); oxygen binding | chr3:19703790-19706256 FORWARDmoderately similar to ( 206)C97B2_SOYBNCytochrome P450 97B2 - Glycine max (Soybean)not assigned not assigned not assigned not assigned not assigned not assigned not assigned p450 CypX PRK07003 "	misc.cytochrome P450	26_10

CUST_170483_PI403524517	2	0.33403063	0.2562542	0.03140688	-0.15070343	-0.37523556	-0.03140688	35_47488	"Cluster: Os08g0160300 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os08g0160300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J7V4	CHR3V7|COORD:573956..574609| proline-rich family protein	AT3G02670.1	CHR08V5|COORD:3524623..3529087|protein KANADI-like transcription factor FEATHERED, putative, expressed	LOC_Os08g06370.1	no description	not assigned.unknown	35_2

CUST_15404_PI404877155	2	0.6756048	-4.9629784	-0.6756053	1.8608875	1.1897831	-0.7022915	Contig926_x_at	0	0	0	0	0	0	Chlorophyll A-B binding protein 3C, chloroplast precursor (LHCII type I CAB-3C) (LHCP) pir	PS.lightreaction.photosystem II.LHC-II	1_01_01_01

CUST_18450_PI403524517	2	-0.10647488	-0.39181423	-0.04150963	0.04150963	0.05840969	0.04236412	35_5333	"Cluster: Hypothetical protein OSJNBa0054L14.6; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0054L14.6 - Oryza sativa (japonica cu"	UniRef90_Q5QMU6	"CHR4|COORD:2741157..2743306| expressed protein, similar to expressed protein [Arabidopsis thaliana] (TAIR:At4g21140.1); similar to unknown protein [Oryza"	AT4G05400.2	CHR01V5|COORD:18324615..18321395|protein expressed protein	LOC_Os01g32790.1	"no descriptionmoderately similar to ( 203)AT4G05400| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G21140.1); similar to Os01g0511200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001043171.1) | chr4:2741253-2742005 FORWARDnot assigned"	not assigned.unknown	35_2

CUST_7920_PI404877155	2	-0.8507614	-0.7086792	0.70441055	0.025380135	0.38015938	-0.025380135	Contig23332_at	P0434A03.37 [Oryza sativa (japonica cultivar-group)]	NP_912217.1	lipase class 3 family protein / calmodulin-binding heat-shock protein, putative	At3g49050.1	protein calmodulin-binding heat-shock protein - common tobacco	Os06g14490	calmodulin-binding heat-shock protein	stress.abiotic.heat	20_2_1

CUST_108150_PI403524517	2	-0.15164137	0.04267454	0.21378946	0.24255514	-0.5232458	-0.042674065	35_30767	Rep: OSIGBa0103O01.7 protein - Oryza sativa (Rice)	UniRef90_A0B9Y7	"CHR5V7|COORD:8863433..8865397| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G11420.1); similar to unknown [Ricinus communis] (GB:CAB02653.1);"	AT5G25460.1	CHR04V5|COORD:24506812..24509615|protein expressed protein	LOC_Os04g41710.1	"no descriptionweakly similar to ( 139)AT5G25460| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G11420.1); similar to unknown [Ricinus communis] (GB:CAB02653.1); contains InterPro domain Galactose-binding like; (InterPro:IPR008979); contains InterPro domain Protein of unknown function DUF642; (InterPro:IPR006946) | chr5:8863433-8865397 FORWARDDUF642"	not assigned.unknown	35_2

CUST_52574_PI403524517	2	-0.10146093	1.8458662	-0.8189478	0.9123006	-0.14354277	0.10146093	35_14976	"Cluster: Lipid transfer protein-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Lipid transfer protein-like protein - Oryza sativa (japonica"	UniRef90_Q6S509	"CHR1V7|COORD:4090174..4090587| ELP (EXTENSIN-LIKE PROTEIN); lipid binding"	AT1G12090.1	CHR03V5|COORD:186677..187468|protein cortical cell-delineating protein precursor, putative, expressed	LOC_Os03g01300.1	no descriptionvery weakly similar to (77.8)AT4G12470| Symbols:  | protease inhibitor/seed storage/lipid transfer protein (LTP) family protein | chr4:7401368-7401853 REVERSEvery weakly similar to (75.1)CCDP_MAIZECortical cell-delineating protein precursor - Zea mays (Maize)HPS_like Tryp_alpha_amyl	misc.protease inhibitor/seed storage/lipid transfer protein (LTP) family protein	26_21

CUST_175720_PI403524517	2	-0.5865574	0.01949501	0.28164673	0.39652348	-0.019495487	-0.35110617	35_48908	"Cluster: Hypothetical protein OSJNBa0014M17.27; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0014M17.27 - Oryza sativa (japonica"	UniRef90_Q6ER79		0	CHR02V5|COORD:19994931..19995953|protein VQ motif family protein, expressed	LOC_Os02g33600.1	no description	not assigned.unknown	35_2

CUST_88191_PI403524517	2	0.16342163	-0.0454669	0.1081872	0.045466423	-0.38921738	-0.16732264	35_25248	"Cluster: Hypothetical protein OSJNBa0091P11.6; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0091P11.6 - Oryza sativa (japonica cu"	UniRef90_Q8S7W6	"CHR3|COORD:10794192..10796541| similar to conserved protein [Methanothermobacter thermautotrophicus str. Delta H] (GB:AAB85086.1); contains InterPro domain"	AT3G28760.2	CHR03V5|COORD:3742909..3746341|protein 3-dehydroquinate synthase, putative, expressed	LOC_Os03g07420.1	"no descriptionmoderately similar to ( 205)AT3G28760| Symbols:  | similar to 3-dehydroquinate synthase [Methanothermobacter thermautotrophicus str. Delta H] (GB:NP_275723.1); similar to Os03g0170300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001049107.1); contains InterPro domain 3-dehydroquinate synthase; (InterPro:IPR002812) | chr3:10794363-10796541 REVERSEDHQS PRK02290 COG1465"	not assigned.unknown	35_2

CUST_12245_PI399408534	2	0.13568687	0.6706085	-0.027318	-0.24194622	-0.28373814	0.027318	35_9260	"Cluster: Hypothetical protein OSJNBb0033J23.10; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0033J23.10 - Oryza sativa (japonica"	UniRef90_Q7XZH4	CHR2|COORD:19440861..19444319| PAPA-1-like family protein / zinc finger (HIT type) family protein, contains Pfam domains, PF04795: PAPA-1-like conserved	AT2G47350.2	CHR03V5|COORD:33930845..33927150|protein PAPA-1-like conserved region family protein, expressed	LOC_Os03g59680.1	no descriptionvery weakly similar to (61.6)AT2G47350| Symbols:  | PAPA-1-like family protein / zinc finger (HIT type) family protein | chr2:19441658-19443351 FORWARD	RNA.regulation of transcription.unclassified	27_3_99

CUST_5000_PI404877155	2	0.037786484	0.096152306	-0.1432352	-0.037786484	0.12494373	-0.12796116	Contig16420_at	transcription factor jumonji (jmjC) domain-containing protein [Arabidopsis thaliana]	NP_196273.2	transcription factor jumonji (jmjC) domain-containing protein	At5g06550.1	protein expressed protein	Os11g36450	"similar to transcription factor jumonji (jmjC) domain-containing protein [Arabidopsis thaliana] (TAIR:At1g78280.1); similar to hypothetical protein [Neurospora crassa] (GB:XP_327705.1); contains InterPro domain Cyclin-like F-box (InterPro:IPR001810); cont"	RNA.regulation of transcription.JUMONJI family	27_3_57

CUST_161425_PI403524517	2	0.056978703	0.1679244	-0.44782305	-0.023219109	-0.645936	0.023219109	35_45035	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_11126_PI403524517	2	0.022374153	-0.37762547	-0.07766247	-0.01377964	0.01377964	0.049085617	35_3151	"Cluster: Oxidoreductase, 2OG-Fe(II) oxygenase-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Oxidoreductase, 2OG-Fe(II) oxygenase-like protein -"	UniRef90_Q5QMV1	CHR3V7|COORD:6238270..6240402| oxidoreductase, 2OG-Fe(II) oxygenase family protein	AT3G18210.1	CHR01V5|COORD:17721115..17731338|protein oxidoreductase, putative, expressed	LOC_Os01g31770.1	 no descriptionmoderately similar to ( 480)AT3G18210| Symbols:  | oxidoreductase, acting on paired donors, with incorporation or reduction of molecular oxygen, 2-oxoglutarate as one donor, and incorporation of one atom each of oxygen into both donors | chr3:6238270-6240402 REVERSEnot assigned P4Hc 	not assigned.no ontology	35_1

CUST_18840_PI403524517	2	0.031702995	0.10409737	-0.03170204	-0.05568981	-0.044692993	0.06404209	35_5454	Rep: Rad21/Rec8-like protein - Oryza sativa (Rice)	UniRef90_Q6WG80	CHR5V7|COORD:5316786..5322333| ATRAD21.3 (Arabidopsis homolog of RAD21 3)	AT5G16270.1	CHR01V5|COORD:39361899..39351951|protein N terminus of Rad21 / Rec8 like protein, expressed	LOC_Os01g67250.1	no descriptionweakly similar to ( 107)AT5G16270| Symbols: ATRAD21.3 | ATRAD21.3 (Arabidopsis homolog of RAD21 3) | chr5:5316786-5322333 FORWARDRad21_Rec8	DNA.synthesis/chromatin structure	28_1

CUST_13562_PI404877155	2	-0.35455513	0.48764515	-0.1676178	0.11224842	-0.07635498	0.07635498	Contig7294_at	putative cholinephosphate cytidylyltransferase [Oryza sativa (japonica cultivar-group)] gb|AAP55172.1| putative cholinephosphate cytidylyltr	NP_922886.1	cholinephosphate cytidylyltransferase, putative / phosphorylcholine transferase, putative / CTP:phosphocholine	At4g15130.1	protein putative cholinephosphate cytidylyltransferase	Os10g42790	putative cholinephosphate cytidylyltransferase	lipid metabolism.Phospholipid synthesis	11_3

CUST_8187_PI404877155	2	0.011711121	-0.7401223	0.10196972	0.31214285	-0.46792746	-0.011711597	Contig2411_at	putative Oxygen-evolving enhancer protein 3-1, chloroplast precursor (OEE3) [Oryza sativa (japonica	BAC83128.1	oxygen-evolving enhancer protein 3, chloroplast, putative (PSBQ1) (PSBQ)	At4g21280.1	protein Oxygen evolving enhancer protein 3 (PsbQ)	Os07g36080	NONE	PS.lightreaction.photosystem II.PSII polypeptide subunits	1_01_01_02

CUST_67758_PI403524517	2	0.16633797	0.05259323	-0.14512157	-0.052791595	0.3925457	-0.05259323	35_19358	"Cluster: Hypothetical protein OSJNBa0050F10.26; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0050F10.26 - Oryza sativa (japonica"	UniRef90_Q69LD1	CHR2V7|COORD:10161062..10162680| HNH endonuclease domain-containing protein	AT2G23840.1	CHR07V5|COORD:3722746..3724792|protein endonuclease/ nucleic acid binding protein, putative, expressed	LOC_Os07g07480.1	no descriptionmoderately similar to ( 290)AT2G23840| Symbols:  | HNH endonuclease domain-containing protein | chr2:10161062-10162680 REVERSEMcrA HNHc HNH HNHc	DNA.synthesis/chromatin structure	28_1

CUST_60839_PI403524517	2	-0.01736164	-0.11225605	0.07536316	0.06458473	-0.19485664	0.017360687	35_17352	"Cluster: Putative ATP-dependent Clp protease ATP-binding subunit ClpX1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ATP-dependent Clp protease ATP"	UniRef90_Q6Z7F0	"CHR5V7|COORD:21661286..21664729| CLPX (Clp protease regulatory subunit X); ATPase"	AT5G53350.1	CHR02V5|COORD:21419788..21425837|protein CLPX, putative, expressed	LOC_Os02g35630.1	"no descriptionhighly similar to ( 629)AT5G53350| Symbols: CLPX | CLPX (Clp protease regulatory subunit X); ATPase | chr5:21661286-21664729 FORWARDnot assigned not assigned not assigned clpX ClpX hslU HslU AAA_2 clpA AAA SpoVK COG1223 COG0714"	protein.degradation.serine protease	29_5_5

CUST_7535_PI403524517	2	0.054974556	-0.08175278	-0.0548172	0.06450462	-0.030264854	0.0302639	35_2096	"Cluster: Hypothetical protein P0654B04.18; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0654B04.18 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6Z662	"CHR5V7|COORD:22753298..22754334| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G20700.1); similar to GPI-anchored protein [Vigna radiata]"	AT5G56170.1	CHR02V5|COORD:29943694..29941326|protein GPI-anchored protein, putative, expressed	LOC_Os02g48980.1	"no descriptionweakly similar to ( 167)AT5G56170| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G20700.1); similar to GPI-anchored protein [Vigna radiata] (GB:BAA34247.1) | chr5:22753298-22754334 FORWARD"	not assigned.unknown	35_2

CUST_61750_PI403524517	2	0.024497986	-0.0019745827	0.027351856	0.0019745827	-0.9131489	-0.20019913	35_17621	"Cluster: Hypothetical protein OJ1590_E05.35-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1590_E05.35-1 - Oryza sativa (japonica"	UniRef90_Q6YYJ6	CHR2V7|COORD:1030632..1032351| uvrB/uvrC motif-containing protein	AT2G03390.1	CHR01V5|COORD:32508640..32504738|protein hemimethylated DNA binding domain containing protein	LOC_Os01g55880.1	no descriptionvery weakly similar to (97.1)AT2G03390| Symbols:  | uvrB/uvrC motif-containing protein | chr2:1030632-1032351 REVERSEYccV-like	DNA.synthesis/chromatin structure	28_1

CUST_155960_PI403524517	2	-0.010215759	0.13026333	0.010215759	0.14073944	-0.083688736	-0.06702137	35_43558	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_121198_PI403524517	2	0.17366123	0.39018154	-0.17577076	-0.047086716	-0.19277287	0.047086716	35_34237	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_29028_PI403524517	2	-0.056001663	0.43607235	0.38353252	0.03320694	-0.04312229	-0.03320694	35_8387	"Cluster: Os04g0266400 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os04g0266400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JEI9	0	0	CHR04V5|COORD:10971131..10959677|protein methyl-CpG binding domain containing protein, expressed	LOC_Os04g19684.3	no description	not assigned.unknown	35_2

CUST_1940_PI404877155	2	0.0509243	-0.5894079	-0.3280325	0.32824707	-0.01999569	0.01999569	Contig1216_s_at	OSJNBb0093G06.10 [Oryza sativa (japonica cultivar-group)]	CAE05002.2	plasma membrane intrinsic protein, putative	At2g16850.1	protein Major intrinsic protein	Os04g16450	"PIP2.8; putative plasma membrane intrinsic protein"	transport.Major Intrinsic Proteins.PIP	34_19_1

CUST_41649_PI403524517	2	-0.024002075	-3.5572052E-4	-0.052803993	3.5572052E-4	0.07182503	0.04136753	35_11968	"Cluster: Hypothetical protein OJ2056_H01.24; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ2056_H01.24 - Oryza sativa (japonica cultiv"	UniRef90_Q6ZGV4	CHR3V7|COORD:4017888..4018604| similar to Os02g0718000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001047937.1)	AT3G12650.1	CHR02V5|COORD:29794850..29795946|protein expressed protein	LOC_Os02g48680.1	no descriptionvery weakly similar to (57.0)AT3G12650| Symbols:  | similar to Os02g0718000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001047937.1) | chr3:4017888-4018604 REVERSEnot assigned not assigned not assigned not assigned PRK12323 PRK07003	not assigned.unknown	35_2

CUST_676_PI403524517	2	0.27287865	-1.0178499	-0.28323936	2.082292	1.2919669	-0.27287865	35_178	"Cluster: Chlorophyll a-b binding protein 3C, chloroplast precursor; n=24; Eukaryota|Rep: Chlorophyll a-b binding protein 3C, chloroplast precursor - Solanum"	UniRef90_P07369	"CHR2V7|COORD:14529795..14530592| LHB1B2 (Photosystem II light harvesting complex gene 1.5); chlorophyll binding"	AT2G34420.1	CHR01V5|COORD:30357845..30358901|protein chlorophyll a-b binding protein 2, chloroplast precursor, putative, expressed	LOC_Os01g52240.1	" no descriptionmoderately similar to ( 449)AT2G34420| Symbols: LHCB1.5, LHB1B2 | LHB1B2 (Photosystem II light harvesting complex gene 1.5); chlorophyll binding | chr2:14529795-14530592 REVERSEmoderately similar to ( 494)CB21_WHEATChlorophyll a-b binding protein, chloroplast precursor - Triticum aestivum (Wheat)Chloroa_b-bind "	PS.lightreaction.photosystem II.LHC-II	1_1_1_1

CUST_697_PI404877155	2	0.09073067	0.0394907	-0.2017641	-0.16423798	0.040878296	-0.0394907	Contig10662_at	myb family transcription factor [Arabidopsis thaliana] gb|AAN72013.1| putative protein [Arabidopsis thaliana]	NP_568776.2	myb family transcription factor	At5g52660.2	protein contains similarity to MYB-related DNA-binding protein	Os06g45840	0	RNA.regulation of transcription.MYB-related transcription factor family	27_3_26

CUST_103405_PI403524517	2	0.016086578	0.032426834	-0.21311855	-0.016086578	0.16212511	-0.20217848	35_29490	"Cluster: Hypothetical protein P0047B10.47; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0047B10.47 - Oryza sativa (japonica cultivar-g"	UniRef90_Q67V49	CHR4V7|COORD:18006379..18007197| similar to Os09g0450200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001063325.1)	AT4G38490.1	CHR09V5|COORD:16851237..16853763|protein expressed protein	LOC_Os09g27690.6	no descriptionvery weakly similar to ( 100)AT4G38490| Symbols:  | similar to Os09g0450200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001063325.1) | chr4:18006379-18007197 FORWARD	not assigned.unknown	35_2

CUST_30523_PI399408534	2	9.918213E-5	0.938962	0.24376011	-0.12252617	-9.8228455E-5	-0.16595554	35_18951	"Cluster: Nucleolar protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Nucleolar protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q67VZ2	"CHR4V7|COORD:18502228..18504269| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G05590.2); similar to Os06g0221100 [Oryza sativa (japonica"	AT4G39870.1	CHR06V5|COORD:6246720..6242662|protein oxidation resistance protein 1, putative, expressed	LOC_Os06g11790.2	" no descriptionweakly similar to ( 155)AT4G39870| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G05590.2); similar to Os06g0221100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001057175.1); similar to Os02g0754000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001048151.1); similar to TLD, putative [Medicago truncatula] (GB:ABE87991.1); contains InterPro domain TLDc; (InterPro:IPR006571) | chr4:18502228-18504269 FORWARDnot assigned not assigned TLD TLDc "	RNA.regulation of transcription.unclassified	27_3_99

CUST_72734_PI403524517	2	0.24611664	-0.31246185	-0.1166811	0.053966522	-0.053966522	0.11208439	35_20850	"Cluster: Probable DNA gyrase subunit A, chloroplast/mitochondrial precursor; n=4; Oryza sativa|Rep: Probable DNA gyrase subunit A, chloroplast/mitochondrial pre"	UniRef90_Q7XZF7	CHR3V7|COORD:3339617..3346248| DNA gyrase subunit A family protein	AT3G10690.1	CHR03V5|COORD:33954576..33949773|protein DNA gyrase subunit A, putative, expressed	LOC_Os03g59750.1	no descriptionhighly similar to ( 662)AT3G10690| Symbols:  | DNA gyrase subunit A family protein | chr3:3339617-3346248 REVERSEhighly similar to ( 808)GYRA_ORYSAnot assigned PRK05560 GyrA PRK05561 DNA_topoisoIV TOP4c TOP4c DNA_gyraseA_C	DNA.synthesis/chromatin structure	28_1

CUST_179554_PI403524517	2	-0.05343485	0.6273551	-0.052283764	-0.5532751	0.052283287	1.2293329	35_49936	"Cluster: Protease inhibitor-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Protease inhibitor-like protein - Oryza sativa (japonica cultivar-gro"	UniRef90_Q8H573	CHR3V7|COORD:8006718..8007404| protease inhibitor/seed storage/lipid transfer protein (LTP) family protein	AT3G22600.1	CHR07V5|COORD:3949100..3949881|protein lipid binding protein, putative	LOC_Os07g07870.1	no descriptionvery weakly similar to (93.2)AT3G22600| Symbols:  | protease inhibitor/seed storage/lipid transfer protein (LTP) family protein | chr3:8006718-8007404 REVERSEAAI_LTSS Tryp_alpha_amyl nsLTP1	misc.protease inhibitor/seed storage/lipid transfer protein (LTP) family protein	26_21

CUST_12437_PI403524517	2	0.05466652	-0.30478	0.027534485	-0.027534485	0.03261757	-0.19598103	35_3545	"Cluster: Putative inosine-uridine nucleoside N-ribohydrolase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative inosine-uridine nucleoside N-ribohydrola"	UniRef90_Q652Q8	CHR2V7|COORD:15231771..15233712| inosine-uridine preferring nucleoside hydrolase family protein	AT2G36310.1	CHR09V5|COORD:22679895..22677079|protein pyrimidine-specific ribonucleoside hydrolase rihB, putative, expressed	LOC_Os09g39440.2	no descriptionmoderately similar to ( 252)AT2G36310| Symbols:  | inosine-uridine preferring nucleoside hydrolase family protein | chr2:15231771-15233712 REVERSEnot assigned nuc_hydro_CaPnhB URH1 nuc_hydro_CeIAG nuc_hydro_IU_UC_XIUA IU_nuc_hydro nuc_hydro nuc_hydro_3 rihB PRK10768 rihA nuc_hydro_1 nuc_hydro_CjNH nuc_hydro_TvIAG nuc_hydro_2	nucleotide metabolism.degradation	23_2

CUST_29458_PI403524517	2	-0.32889843	0.85842705	-0.23098278	-0.15629625	0.15629578	0.35971642	35_8509	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_15202_PI404877155	2	0.06371498	-0.35059738	-0.24768734	0.019174576	-0.019174576	0.04841423	Contig9077_at	putative receptor kinase [Oryza sativa]	AAK18840.1	leucine-rich repeat transmembrane protein kinase, putative	At1g48480.1	protein putative receptor kinase	Os03g50450	putative receptor kinase	signalling.receptor kinases.misc	30_2_99

CUST_60679_PI403524517	2	0.13818741	0.005970001	-0.005970955	-0.028409958	-0.02948761	0.25467777	35_17309	"Cluster: Armadillo/beta-catenin repeat family protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Armadillo/beta-catenin repeat famil"	UniRef90_Q2QU07	CHR1V7|COORD:28660808..28663425| armadillo/beta-catenin repeat family protein / U-box domain-containing protein	AT1G76390.1	CHR12V5|COORD:10284123..10278319|protein ubiquitin-protein ligase, putative, expressed	LOC_Os12g17900.1	no descriptionmoderately similar to ( 394)AT1G76390| Symbols:  | binding / ubiquitin-protein ligase | chr1:28660808-28663425 FORWARDARM	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_71579_PI403524517	2	-0.47209358	-0.79784966	0.9619155	0.086725235	-0.086725235	0.42452908	35_20514	"Cluster: Oxidoreductase, zinc-binding dehydrogenase family protein, expressed; n=4; Oryza sativa (japonica cultivar-group)|Rep: Oxidoreductase, zinc-binding"	UniRef90_Q10QN9	CHR1V7|COORD:7922549..7924748| alcohol dehydrogenase, putative	AT1G22440.1	CHR03V5|COORD:4664413..4661471|protein alcohol dehydrogenase 3, putative, expressed	LOC_Os03g09020.1	 no descriptionmoderately similar to ( 359)AT1G22440| Symbols:  | alcohol dehydrogenase, putative | chr1:7922549-7924748 FORWARDmoderately similar to ( 273)ADH1_PETHYAlcohol dehydrogenase 1 - Petunia hybrida (Petunia)not assigned not assigned not assigned not assigned not assigned not assigned AdhC AdhP Tdh tdh Qor PRK09422 PRK10083 ADH_zinc_N ADH_N PRK10309 PRK09880 COG2130 	fermentation.ADH	5_3

CUST_67117_PI403524517	2	-0.2451191	-0.008737564	0.034996986	0.042611122	-0.14519978	0.00873661	35_19169	"Cluster: Os02g0140400 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0140400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E421	CHR2V7|COORD:2924626..2930292| CAS1 (CYCLOARTENOL SYNTHASE 1)	AT2G07050.1	CHR02V5|COORD:2166648..2161769|protein cycloartenol synthase, putative, expressed	LOC_Os02g04750.2	no descriptionmoderately similar to ( 444)AT2G07050| Symbols: CAS1 | CAS1 (CYCLOARTENOL SYNTHASE 1) | chr2:2924626-2930292 FORWARDnot assigned SQCY_1 SQCY SqhC ISOPREN_C2_like	secondary metabolism.isoprenoids.terpenoids	16_1_5

CUST_36112_PI403524517	2	-1.9077339	-1.0206575	1.0809021	0.16621208	0.40717602	-0.16621208	35_10412	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_12942_PI403524517	2	-0.009059429	0.89147043	-0.1520977	0.6494756	0.009059906	-0.21219301	35_3704	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6AU08	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	CHR03V5|COORD:29429795..29430447|protein expressed protein	LOC_Os03g51530.1	no descriptionnot assigned PRK12678	not assigned.unknown	35_2

CUST_10361_PI399408534	2	0.17963505	0.79663515	0.09869051	-0.09869003	-0.38925123	-0.10626125	35_23354	"Cluster: RWP-RK domain containing protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: RWP-RK domain containing protein, expressed - Oryza sativ"	UniRef90_Q2R7K5	"CHR3|COORD:22020190..22023743| similar to RWP-RK domain-containing protein [Arabidopsis thaliana] (TAIR:At2g43500.1); similar to OSJNBa0067K08.5 [Oryza"	AT3G59580.2	CHR11V5|COORD:8955371..8948010|protein NIN-like protein 2, putative, expressed	LOC_Os11g16290.2	no descriptionmoderately similar to ( 242)AT3G59580| Symbols:  | RWP-RK domain-containing protein | chr3:22020629-22023698 FORWARD	RNA.regulation of transcription.NIN-like bZIP-related family	27_3_60

CUST_5032_PI404877155	2	0.032805443	0.2978239	-0.083418846	-0.032806396	-0.12013626	0.10141945	Contig16455_at	unknown protein [Oryza sativa (japonica cultivar-group)] dbj|BAD16308.1| unknown protein [Oryza sativa (japonica cultivar-group)]	BAD03060.1	expressed protein	At3g26850.1	protein Zinc finger C-x8-C-x5-C-x3-H type (and similar), putative	Os08g04170	NONE	RNA.regulation of transcription.unclassified	27_3_99

CUST_56298_PI403524517	2	0.09362316	0.21438122	-0.018556595	-0.21435452	0.018556595	-0.31231403	35_16026	"Cluster: OSJNBa0019G23.5 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0019G23.5 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XS62	"CHR2V7|COORD:18924753..18925642| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G00355.2); similar to conserved hypothetical protein [Medicago"	AT2G45980.1	CHR04V5|COORD:4424000..4428801|protein expressed protein	LOC_Os04g08310.1	"no descriptionvery weakly similar to (56.6)AT2G45980| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G00355.2); similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE80179.1) | chr2:18924753-18925642 REVERSE"	not assigned.unknown	35_2

CUST_155939_PI403524517	2	-0.032611847	-0.25894594	-0.14818525	0.517261	0.032611847	0.69386196	35_43553	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_92841_PI403524517	2	0.34333992	-0.12513638	-0.07178497	0.07864189	0.05390644	-0.053905964	35_26545	"Cluster: Putative elongation factor 2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative elongation factor 2 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69V60	"CHR1V7|COORD:1900523..1904582| MEE5 (maternal effect embryo arrest 5); translation elongation factor/ translation factor, nucleic acid binding"	AT1G06220.1	CHR06V5|COORD:24211572..24205618|protein U5 small nuclear ribonucleoprotein component, putative, expressed	LOC_Os06g40600.1	" no descriptionmoderately similar to ( 357)AT1G06220| Symbols: MEE5 | MEE5 (maternal effect embryo arrest 5); translation elongation factor/ translation factor, nucleic acid binding | chr1:1900523-1904582 FORWARDweakly similar to ( 132)EF2_BETVUElongation factor 2 - Beta vulgaris (Sugar beet)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Snu114p EF2 PRK07560 FusA GTP_translation_factor GTP_EFTU TypA_BipA PRK12740 LepA PRK05433 EF-G_bact TypA LepA TetM_like EF-G IF2_eIF5B InfB PRK12739 PRK00007 RF3 PrfC infB infB prfC PRK10218 PRK04004 CysN_ATPS TufB PRK12317 "	protein.synthesis.elongation	29_2_4

CUST_10828_PI404877155	2	-0.022788048	-0.17119026	0.053261757	-0.057247162	0.022787094	0.08301735	Contig4573_at	fumarate hydratase, putative / fumarase, putative [Arabidopsis thaliana]	NP_182273.1	fumarate hydratase, putative / fumarase, putative	At2g47510.1	protein fumarate hydratase, class II	Os03g21950	fumarase -related	TCA / org. transformation.TCA.fumarase	8_1_08

CUST_1616_PI404877155	2	-0.16368675	0.28468418	0.033999443	-0.11243725	-0.034000397	0.1376009	Contig11822_at	zinc finger (DHHC type) family protein / ankyrin repeat family protein [Arabidopsis thaliana]	NP_197535.1	zinc finger (DHHC type) family protein / ankyrin repeat family protein	At5g20350.1	protein DHHC zinc finger domain, putative	Os11g34860	ankyrin repeat-containing protein	RNA.regulation of transcription.unclassified	27_3_99

CUST_60730_PI403524517	2	0.13839245	0.42300844	-0.008915901	-0.1585412	0.008916378	-0.1460371	35_17322	"Cluster: Os05g0497700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0497700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DH14	CHR1V7|COORD:9920660..9924334| protease-related	AT1G28320.1	CHR05V5|COORD:24405884..24400464|protein expressed protein	LOC_Os05g41810.1	no descriptionweakly similar to ( 176)AT1G28320| Symbols:  | protease-related | chr1:9920660-9924334 REVERSEnot assigned PRK09169	protein.degradation	29_5

CUST_65139_PI403524517	2	0.04909897	0.19973087	0.007982254	-0.18765831	-0.007983208	-0.015563011	35_18601	"Cluster: Integral membrane protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Integral membrane protein-like - Oryza sativa (japonica cultivar-group"	UniRef90_Q5QMR4	CHR5V7|COORD:6737874..6739285| integral membrane family protein	AT5G19930.1	CHR01V5|COORD:18023993..18033222|protein transmembrane protein 19, putative, expressed	LOC_Os01g32280.1	no descriptionmoderately similar to ( 344)AT5G19930| Symbols:  | integral membrane family protein | chr5:6737874-6739285 REVERSEnot assigned COG1836 DUF92	not assigned.no ontology	35_1

CUST_1299_PI404877155	2	0.030742645	-0.023694992	-0.033320427	0.023694038	-0.035045624	0.15241241	Contig11405_at	OSJNBa0043L24.16 [Oryza sativa (japonica cultivar-group)] ref|XP_473117.1| OSJNBa0043L24.16 [Oryza sativa (japonica cultivar-group)]	CAE04728.1	isocitrate dehydrogenase, putative / NADP+ isocitrate dehydrogenase, putative	At5g14590.1	protein isocitrate dehydrogenase, NADP-dependent	Os04g42920	isocitrate dehydrogenase, putative / NADP+ isocitrate dehydrogenase, putative, strong similarity to isocitrate dehydrogenase SP:Q40345 from (Medicago sativa)	TCA / org. transformation.TCA.IDH	8_1_04

CUST_17761_PI403524517	2	0.0048160553	0.23500156	0.12697029	-0.007917404	-0.0048160553	-0.007540703	35_5128	"Cluster: STAM binding protein(Associated molecule with the SH3 domain of STAM)- like; n=1; Oryza sativa (japonica cultivar-group)|Rep: STAM binding protein(Asso"	UniRef90_Q942M1	CHR1V7|COORD:18047593..18051095| mov34 family protein	AT1G48790.1	CHR01V5|COORD:13278813..13287776|protein mov34/MPN/PAD-1 family protein, expressed	LOC_Os01g23640.1	no descriptionmoderately similar to ( 244)AT1G48790| Symbols:  | mov34 family protein | chr1:18047593-18051095 REVERSEnot assigned Mov34 JAB_MPN	not assigned.no ontology	35_1

CUST_96334_PI403524517	2	0.20623493	0.43835354	-0.21254349	0.08608341	-0.24672604	-0.08608389	35_27517	"Cluster: Hypothetical protein OJ1145_E05.8; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1145_E05.8 - Oryza sativa (japonica cultivar"	UniRef90_Q6EUK3	0	0	CHR02V5|COORD:7628246..7627395|protein expressed protein	LOC_Os02g13980.1	no description	not assigned.unknown	35_2

CUST_19559_PI403524517	2	0.10307121	0.06049061	-0.11168194	0.019140244	-0.13528919	-0.019141197	35_5666	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10NE9	CHR2V7|COORD:12550158..12550779| similar to 80C09_19 [Brassica rapa subsp. pekinensis] (GB:AAZ41830.1)	AT2G29180.1	CHR03V5|COORD:9058653..9060595|protein expressed protein	LOC_Os03g16470.3	no description	not assigned.unknown	35_2

CUST_19625_PI404877155	2	0.18724442	-0.0150671005	0.015068054	-0.06297588	-0.029967308	0.11931038	S0000200068D04F1_s_at	putative TATA box binding protein-associated factor [Oryza sativa (japonica cultivar-group)]	BAC79801.1	transducin family protein / WD-40 repeat family protein	At5g25150.1	protein TAF5	Os06g44030	TATA box binding protein-associated factor	RNA.regulation of transcription	27_3

CUST_171153_PI403524517	2	-0.18228722	-1.0048132	-0.24469757	0.33762598	1.7383189	0.18228674	35_47673	"Cluster: Flavonol 3-O-glucosyltransferase, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Flavonol 3-O-glucosyltransferase, putative, exp"	UniRef90_Q2R4X7	CHR4V7|COORD:13763663..13765024| glycosyltransferase family protein	AT4G27570.1	CHR11V5|COORD:14998294..14996505|protein anthocyanidin 3-O-glucosyltransferase, putative, expressed	LOC_Os11g26950.1	no descriptionweakly similar to ( 130)AT4G27570| Symbols:  | glycosyltransferase family protein | chr4:13763663-13765024 REVERSEweakly similar to ( 174)UFOG_PETHYAnthocyanidin 3-O-glucosyltransferase - Petunia hybrida (Petunia)not assigned not assigned UDPGT PRK12323	misc.UDP glucosyl and glucoronyl transferases	26_2

CUST_22321_PI403524517	2	-0.14380169	0.052425385	-0.016295433	-0.09452534	0.016295433	0.028716087	35_6485	"Cluster: Hypothetical protein P0506A10.38-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0506A10.38-1 - Oryza sativa (japonica cultiv"	UniRef90_Q5N847	"CHR3V7|COORD:21929644..21932854| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G24060.1); similar to expressed protein [Oryza sativa (japonica"	AT3G59300.1	CHR01V5|COORD:39461707..39456586|protein expressed protein	LOC_Os01g67370.1	"no descriptionweakly similar to ( 147)AT3G59300| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G24060.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABA94153.2); similar to Os01g0899500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001045101.1) | chr3:21929644-21932854 FORWARD"	not assigned.unknown	35_2

CUST_54653_PI403524517	2	-0.076361656	-0.532176	0.025974274	0.096271515	0.068819046	-0.025974274	35_15554	"Cluster: Putative NAD-malate dehydrogenase; n=3; Oryza sativa (japonica cultivar-group)|Rep: Putative NAD-malate dehydrogenase - Oryza sativa (japonica cultivar"	UniRef90_Q6YWL3	"CHR3V7|COORD:17524642..17525853| MDH (malate dehydrogenase); malate dehydrogenase"	AT3G47520.1	CHR08V5|COORD:20924719..20921817|protein malate dehydrogenase, mitochondrial precursor, putative, expressed	LOC_Os08g33720.1	" no descriptionhighly similar to ( 534)AT3G47520| Symbols: MDH | MDH (malate dehydrogenase); malate dehydrogenase | chr3:17524642-17525853 FORWARDmoderately similar to ( 399)MDHM_FRAANMalate dehydrogenase, mitochondrial precursor - Fragaria ananassa (Strawberry)not assigned not assigned not assigned MDH_glycosomal_mitochondrial PRK05086 Mdh LDH_MDH LDH-like_MDH Ldh_1_N PRK06223 Ldh_1_C LDH MDH ldh PRK05442 MDH_cytoplasmic_cytosolic "	gluconeogenesis.Malate DH	6_3

CUST_19789_PI403524517	2	0.06972313	0.1123724	-0.069723606	0.06992912	-0.23538923	-0.10444784	35_5739	"Cluster: VacA protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: VacA protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z706	CHR4V7|COORD:337114..340602| protein binding / zinc ion binding	AT4G00790.1	CHR02V5|COORD:1283155..1288182|protein expressed protein	LOC_Os02g03220.1	no descriptionmoderately similar to ( 375)AT4G00790| Symbols:  | protein binding / zinc ion binding | chr4:337114-340602 REVERSE	not assigned.unknown	35_2

CUST_4281_PI403524517	2	0.091264725	0.41868782	-0.020565033	-0.109127045	-0.15155792	0.020565033	35_1185	"Cluster: Os09g0248300 protein; n=4; Oryza sativa (japonica cultivar-group)|Rep: Os09g0248300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J383	"CHR5V7|COORD:19626697..19628938| similar to hydroxyproline-rich glycoprotein family protein [Arabidopsis thaliana] (TAIR:AT4G14900.1); similar to"	AT5G48385.1	CHR09V5|COORD:3674560..3668979|protein ABI3-interacting protein 2, putative, expressed	LOC_Os09g07380.1	"no descriptionmoderately similar to ( 450)AT5G48385| Symbols:  | similar to hydroxyproline-rich glycoprotein family protein [Arabidopsis thaliana] (TAIR:AT4G14900.1); similar to unknown [Solanum tuberosum] (GB:ABB86244.1); contains InterPro domain Frigida-like; (InterPro:IPR012474) | chr5:19626697-19628938 FORWARDFrigida"	not assigned.unknown	35_2

CUST_220_PI399407379	2	-1.1251078	-0.70081806	1.0441265	0.37822437	0.54530716	-0.37822437	HvIPT9									

CUST_146096_PI403524517	2	-0.013514519	0.4017601	0.013515472	-0.074710846	-0.48379326	0.18422699	35_40897	"Cluster: Hypothetical protein P0459B01.34; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0459B01.34 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6Z8D4	"CHR3V7|COORD:724355..727100| similar to ATP binding / DNA binding [Arabidopsis thaliana] (TAIR:AT3G21295.1); similar to Os04g0599100 [Oryza sativa (japonica"	AT3G03140.1	CHR02V5|COORD:28794817..28789714|protein expressed protein	LOC_Os02g47170.1	" no descriptionweakly similar to ( 186)AT3G03140| Symbols:  | similar to ATP binding / DNA binding [Arabidopsis thaliana] (TAIR:AT3G21295.1); similar to Os04g0599100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001053748.1); similar to Os02g0700000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001047836.1); similar to Micronuclear linker histone polyprotein, putative [Solanum bulbocastanum] (GB:AAP45186.2); contains InterPro domain PWWP; (InterPro:IPR000313) | chr3:724355-727100 FORWARD"	not assigned.unknown	35_2

CUST_53016_PI403524517	2	0.060652733	0.38769913	-0.017342567	-0.08238602	-0.08969116	0.017342567	35_15094	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10CF2	CHR2V7|COORD:14637504..14638858| ACD11 (ACCELERATED CELL DEATH 11)	AT2G34690.1	CHR03V5|COORD:32523519..32520911|protein expressed protein	LOC_Os03g57140.1	no descriptionmoderately similar to ( 259)AT2G34690| Symbols: ACD11 | ACD11 (ACCELERATED CELL DEATH 11) | chr2:14637504-14638858 FORWARDnot assigned not assigned GLTP	development.unspecified	33_99

CUST_96876_PI403524517	2	0.008625984	-0.13797522	-0.17418337	0.7521138	-0.008625984	0.39240313	35_27668	"Cluster: Transposon protein, putative, Pong sub-class; n=2; Oryza sativa (japonica cultivar-group)|Rep: Transposon protein, putative, Pong sub-class - Oryza sat"	UniRef90_Q10J52	"CHR2V7|COORD:5743685..5744929| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G24370.1); similar to ribosomal protein-like [Oryza sativa"	AT2G13770.1	CHR03V5|COORD:18232524..18233761|protein transposon protein, putative, Pong sub-class	LOC_Os03g31940.1	"no descriptionvery weakly similar to (76.6)AT5G34838| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G15310.1); similar to hypothetical protein 24.t00017 [Brassica oleracea] (GB:ABD64939.1); contains InterPro domain Protein of unknown function DUF635; (InterPro:IPR006912); contains InterPro domain Bacterial adhesion; (InterPro:IPR008966) | chr5:13025448-13026722 FORWARDPlant_tran"	not assigned.unknown	35_2

CUST_131713_PI403524517	2	0.09870911	-0.10168648	-0.033922195	-0.026184082	0.14627457	0.026183128	35_36991	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_5448_PI404877155	2	0.109947205	0.12693977	-0.10529232	-0.17045403	-0.0022716522	0.002272606	Contig17158_at	LAs17 Binding protein-like [Oryza sativa (japonica cultivar-group)]	BAC83843.1	zinc finger (FYVE type) family protein	At3g43230.1	protein expressed protein	Os07g17130	NONE	RNA.regulation of transcription.unclassified	27_3_99

CUST_15803_PI404877155	2	0.11946297	-0.171031	-0.17572021	-0.015732765	0.031306267	0.015731812	Contig9640_at	putative oligouridylate binding protein [Oryza sativa (japonica cultivar-group)]	BAC16506.1	oligouridylate-binding protein, putative	At1g17370.1	protein oligouridylate binding protein, putative	Os11g40510	"oligouridylate-binding protein, putative, similar to oligouridylate binding protein (Nicotiana plumbaginifolia) GI:6996560; contains InterPro entry IPR000504: RNA-binding region RNP-1 (RNA recognition motif) (RRM)"	RNA.regulation of transcription	27_3

CUST_8709_PI404877155	2	0.15227509	-0.07400417	-0.012226105	-0.0075645447	0.0075654984	0.27792263	Contig25879_at	DEAD box RNA helicase, putative [Arabidopsis thaliana] pir||C96658 probable RNA helicase F9N12.13 [imported] - Arabidopsis thaliana	NP_176514.1	DEAD box RNA helicase, putative	At1g63250.1	protein RNA helicase RH25 [imported] - Arabidopsis thaliana	Os02g57980	"DEAD box RNA helicase, putative, similar to RNA helicase (RH25) (Arabidopsis thaliana) GI:3776023; contains Pfam profiles PF00270: DEAD/DEAH box helicase, PF00271: Helicase conserved C-terminal domain"	RNA.processing.RNA helicase	27_1_2

CUST_17275_PI403524517	2	0.035305977	0.39964294	-0.16663933	-0.035305977	0.07709408	-0.058769226	35_4991	"Cluster: Os12g0562300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os12g0562300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IML9	CHR2V7|COORD:13394278..13397627| pentatricopeptide (PPR) repeat-containing protein	AT2G31400.1	CHR12V5|COORD:23008571..23011524|protein expressed protein	LOC_Os12g37550.1	no descriptionmoderately similar to ( 323)AT2G31400| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr2:13394278-13397627 REVERSESMR	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_79333_PI403524517	2	0.2637558	0.447505	-0.10763693	-0.07193518	0.07193518	-0.25386953	35_22757	"Cluster: Transferase family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Transferase family protein, expressed - Oryza sativa (japonica"	UniRef90_Q7G4G7	CHR5V7|COORD:5782063..5783684| transferase family protein	AT5G17540.1	CHR10V5|COORD:6404924..6410484|protein transferase family protein, expressed	LOC_Os10g11980.1	no descriptionweakly similar to ( 140)AT5G17540| Symbols:  | transferase family protein | chr5:5782063-5783684 REVERSEvery weakly similar to (57.8)HCBT3_DIACAAnthranilate N-benzoyltransferase protein 3 - Dianthus caryophyllus (Carnation) (Clove pink)Transferase PRK07764 PRK12323	not assigned.no ontology	35_1

CUST_74141_PI403524517	2	0.14485455	0.23301554	-0.19603586	0.0046801567	-0.40408754	-0.0046806335	35_21262	"Cluster: Os09g0503400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os09g0503400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J0N6	CHR1V7|COORD:3113079..3116457| ATP binding / aminoacyl-tRNA ligase	AT1G09620.1	CHR09V5|COORD:19472047..19476757|protein leucyl-tRNA synthetase, cytoplasmic, putative, expressed	LOC_Os09g32650.1	no descriptionweakly similar to ( 177)AT1G09620| Symbols:  | ATP binding / aminoacyl-tRNA ligase | chr1:3113079-3116457 REVERSEnot assigned LeuRS_core LeuS Ile_Leu_Val_MetRS_core ValS leuS leuS tRNA-synt_1 ValRS_core class_I_aaRS_core IleS	protein.aa activation. leucine-tRNA ligase	29_1_4

CUST_62624_PI403524517	2	-0.046593666	0.4281273	0.15240002	0.019971848	-0.019970894	-0.122000694	35_17855	"Cluster: Pleckstriny domain-containing protein, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Pleckstriny domain-containing"	UniRef90_Q10FJ2	CHR2V7|COORD:13150003..13152795| pleckstrin homology (PH) domain-containing protein	AT2G30880.1	CHR03V5|COORD:26165861..26160708|protein PH domain containing protein, expressed	LOC_Os03g46340.1	no descriptionhighly similar to ( 507)AT2G30880| Symbols:  | pleckstrin homology (PH) domain-containing protein | chr2:13150452-13152795 REVERSEnot assigned not assigned not assigned Smc COG4717 ERM PH PRK02224 Myosin_tail_1	not assigned.no ontology	35_1

CUST_1001_PI403524517	2	0.042030334	-0.19069862	-0.13479805	-0.04202938	0.046316147	0.067894936	35_266	"Cluster: Putative GTP-binding protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative GTP-binding protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8W315	"CHR1V7|COORD:5107694..5111465| ADL1C (DYNAMIN-LIKE PROTEIN 5); GTP binding / GTPase"	AT1G14830.1	CHR03V5|COORD:28795995..28801942|protein dynamin-related protein 1C, putative, expressed	LOC_Os03g50520.1	" no descriptionhighly similar to ( 930)AT1G14830| Symbols: ADL5, ADL1C | ADL1C (DYNAMIN-LIKE PROTEIN 5); GTP binding / GTPase | chr1:5107694-5111465 REVERSEnot assigned not assigned DYNc Dynamin_M Dynamin_N COG0699 GED GED "	misc.dynamin	26_17

CUST_7476_PI404877155	2	0.5205312	1.0997262	-0.08940792	0.08940792	-0.5687785	-0.45307493	Contig21775_at	heat shock protein 101 [Triticum aestivum]	AAF01280.1	heat shock protein 101 (HSP101)	At1g74310.1	protein Clp amino terminal domain, putative	Os05g44340	"HOT1;HSP101;HEAT SHOCK PROTEIN 101;HEAT SHOCK PROTEIN ATHSP101;heat shock protein 101 (HSP101), identical to heat shock protein 101 GI:6715468 GB:AAF26423 from (Arabidopsis thaliana)"	stress.abiotic.heat	20_2_1

CUST_2262_PI403524517	2	0.03743744	0.073441505	-0.004887581	-0.13319397	-0.113456726	0.004887581	35_611	"Cluster: Hypothetical protein OSJNBb0056B16.13; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0056B16.13 - Oryza sativa (japonica"	UniRef90_Q7Y1L9	CHR1V7|COORD:26030206..26030748| SP1L2	AT1G69230.2	CHR03V5|COORD:17305478..17302072|protein NAP16kDa protein, putative, expressed	LOC_Os03g30430.2	no descriptionvery weakly similar to (70.1)AT1G69230| Symbols: SP1L2 | SP1L2 | chr1:26030206-26030748 REVERSE	not assigned.unknown	35_2

CUST_56228_PI403524517	2	0.0389328	-0.11821079	-0.0389328	-0.06670284	0.051322937	0.11528778	35_16004	Rep: OSIGBa0148I18.2 protein - Oryza sativa (Rice)	UniRef90_Q01N35	CHR5V7|COORD:5079582..5081932| proteasome family protein	AT5G15610.2	CHR04V5|COORD:213365..210063|protein PCI domain containing protein, expressed	LOC_Os04g01290.1	no descriptionmoderately similar to ( 382)AT5G15610| Symbols:  | proteasome family protein | chr5:5079582-5081932 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PCI PRK07003 DUF566 Herpes_BLLF1 DUF1421 HPC2 Atrophin-1 PINT APC_basic Extensin_2 PRK12678 AF-4 PRK07764 GRASP55_65 PRK09169 KAR9 Tymo_45kd_70kd Herpes_capsid Pneumo_att_G DUF936	protein.degradation.ubiquitin.proteasom	29_5_11_20

CUST_36049_PI403524517	2	0.20645809	-0.9509878	-0.14791393	-0.036952972	0.036952972	0.0770216	35_10395	"CAB10191.1; n=1; Arabidopsis thaliana|Rep: Emb|CAB10191.1 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9LK44	"CHR3V7|COORD:8552084..8554737| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G14120.1); similar to Os01g0101800 [Oryza sativa (japonica"	AT3G23740.1	CHR01V5|COORD:82139..85646|protein expressed protein	LOC_Os01g01170.1	"no descriptionweakly similar to ( 102)AT3G23740| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G14120.1); similar to Os01g0101800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001041745.1) | chr3:8552084-8554737 REVERSE"	not assigned.unknown	35_2

CUST_138681_PI403524517	2	0.2748084	0.71207714	-0.24088049	0.24088049	-0.5997777	-0.5555196	35_38897	"Cluster: Unknow protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Unknow protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q60D94	CHR4V7|COORD:1366495..1370937| similar to NDX1 homeobox protein [Lotus japonicus] (GB:CAA09791.1)	AT4G03090.1	CHR05V5|COORD:5416412..5424563|protein NDX1 homeobox protein, putative, expressed	LOC_Os05g09630.1	no descriptionweakly similar to ( 135)AT4G03090| Symbols:  | similar to NDX1 homeobox protein [Lotus japonicus] (GB:CAA09791.1) | chr4:1366495-1370937 REVERSE	not assigned.unknown	35_2

CUST_17883_PI403524517	2	0.15501118	-0.3109913	-0.33804035	0.12635326	-0.02880001	0.02880001	35_5161	"Cluster: ADP-glucose pyrophosphorylase small subunit; n=4; BEP clade|Rep: ADP-glucose pyrophosphorylase small subunit - Oryza sativa (Rice)"	UniRef90_Q9ARH9	"CHR5V7|COORD:19587552..19589783| ADG1 (ADP GLUCOSE PYROPHOSPHORYLASE SMALL SUBUNIT 1); glucose-1-phosphate adenylyltransferase"	AT5G48300.1	CHR09V5|COORD:7248816..7244359|protein glucose-1-phosphate adenylyltransferase small subunit, chloroplast precursor, putative, expressed	LOC_Os09g12660.2	" no descriptionhighly similar to ( 706)AT5G48300| Symbols: APS1, ADG1 | ADG1 (ADP GLUCOSE PYROPHOSPHORYLASE SMALL SUBUNIT 1); glucose-1-phosphate adenylyltransferase | chr5:19587552-19589783 FORWARDhighly similar to ( 717)GLGS_HORVUGlucose-1-phosphate adenylyltransferase small subunit, chloroplast precursor - Hordeum vulgare (Barley)not assigned glgC GlgC glgC glgC glgC glgC glgC glgC NTP_transferase glgC GCD1 GlmU RfbA "	major CHO metabolism.synthesis.starch.AGPase	2_1_2_1

CUST_16870_PI404877155	2	-0.03068924	-0.3468418	-0.2649336	0.098771095	0.03068924	0.048517227	HM09N05r_at	putative beta-ketoacyl-CoA synthase [Oryza sativa (japonica cultivar-group)] gb|AAP53764.1| putative beta-ketoacyl-CoA synthase [Oryza sativ	NP_921477.1	beta-ketoacyl-CoA synthase, putative	At5g43760.1	protein Chalcone and stilbene synthases, C-terminal domain, putative	Os10g28060	NONE	lipid metabolism.FA synthesis and FA elongation.beta ketoacyl CoA synthase	11_1_10

CUST_11548_PI403524517	2	0.07401848	-0.84867096	-0.36445427	0.15730572	-0.07401943	0.11585903	35_3276	"Cluster: Chaperonin CPN60-1, mitochondrial precursor; n=7; Magnoliophyta|Rep: Chaperonin CPN60-1, mitochondrial precursor - Zea mays (Maize)"	UniRef90_P29185	CHR2V7|COORD:14082170..14085645| chaperonin, putative	AT2G33210.1	CHR10V5|COORD:16718650..16724054|protein chaperonin CPN60-1, mitochondrial precursor, putative, expressed	LOC_Os10g32550.1	" no descriptionvery weakly similar to (53.1)AT3G23990| Symbols: HSP60 | HSP60 (Heat shock protein 60); ATP binding / protein binding / unfolded protein binding | chr3:8669020-8672285 FORWARDvery weakly similar to (53.1)CH61_CUCMAChaperonin CPN60-1, mitochondrial precursor - Cucurbita maxima (Pumpkin) (Winter squash)not assigned GroEL groEL groEL "	protein.folding	29_6

CUST_148732_PI403524517	2	0.23671532	-0.69219494	0.03460884	-0.010673523	-0.08557892	0.010674477	35_41609	"Cluster: Replication licensing factor MCM7 homologue; n=2; Poaceae|Rep: Replication licensing factor MCM7 homologue - Zea mays (Maize)"	UniRef90_Q948Y5	"CHR4V7|COORD:901484..905297| PRL (PROLIFERA); ATP binding / DNA binding / DNA-dependent ATPase"	AT4G02060.1	CHR12V5|COORD:22925863..22920535|protein PROLIFERA protein, putative, expressed	LOC_Os12g37400.1	" no descriptionmoderately similar to ( 273)AT4G02060| Symbols: MCM7, PRL | PRL (PROLIFERA); ATP binding / DNA binding / DNA-dependent ATPase | chr4:901484-905297 FORWARDnot assigned not assigned not assigned not assigned not assigned MCM MCM2 "	DNA.synthesis/chromatin structure	28_1

CUST_20669_PI403524517	2	0.8714123	0.732399	0.8298979	-1.0402274	-1.4277987	-0.732399	35_6001	"Cluster: Os05g0125600 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0125600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DL37	CHR2V7|COORD:18571231..18574707| structural constituent of nuclear pore	AT2G45000.1	CHR05V5|COORD:1467821..1469065|protein hypothetical protein	LOC_Os05g03520.1	no descriptionDUF1668 Herpes_BLLF1	not assigned.unknown	35_2

CUST_26279_PI403524517	2	0.038208008	0.012052536	-0.012052536	-0.116921425	-0.093304634	0.0738821	35_7616	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10EM3	"CHR5V7|COORD:26750559..26753171| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G23520.1); similar to unknown protein [Arabidopsis thaliana]"	AT5G66950.1	CHR03V5|COORD:31654897..31660831|protein expressed protein	LOC_Os03g55704.1	"no descriptionweakly similar to ( 109)AT5G66950| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G23520.1); similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G37100.1); similar to Os03g0765800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001051377.1); similar to Os12g0590900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001067168.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABF99048.1); contains domain MOLYBDOPTERIN COFACTOR SULFURASE (MOSC) (PTHR14237); contains domain PLP-dependent transferases (SSF53383); contains domain no description (G3D.3.40.640.10) | chr5:26750559-26753171 FORWARDnot assigned"	not assigned.unknown	35_2

CUST_90426_PI403524517	2	0.24219751	-0.7032833	-0.063828945	0.06382847	2.4902496	-0.21578407	35_25862	"Cluster: OJ991113_30.2 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OJ991113_30.2 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7X829	CHR1V7|COORD:9708927..9713888| ATP-dependent DNA helicase, putative	AT1G27880.1	CHR04V5|COORD:24093561..24100010|protein ATP binding protein, putative, expressed	LOC_Os04g40970.1	 no descriptionmoderately similar to ( 322)AT1G27880| Symbols:  | ATP-dependent DNA helicase, putative | chr1:9708927-9713888 FORWARDvery weakly similar to (51.6)IF4A3_NICPLEukaryotic initiation factor 4A-3 - Nicotiana plumbaginifolia (Leadwort-leaved tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned RecQ PRK11057 SrmB DEXHc COG1205 HELICc DEXDc DEAD DEXDc Lhr HELICc Helicase_C PRK11776 SSL2 	DNA.synthesis/chromatin structure	28_1

CUST_102787_PI403524517	2	0.36723185	-0.626976	-0.20911837	-0.06546402	0.06546354	1.0613279	35_29314	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_123607_PI403524517	2	0.19595051	-0.45278215	-0.07475281	0.07475233	-0.09888744	0.6609335	35_34856	Rep: Hypothetical protein - Gibberella zeae (Fusarium graminearum)	UniRef90_Q4I051	"CHR1V7|COORD:3639908..3643974| similar to PTAC2 (PLASTID TRANSCRIPTIONALLY ACTIVE2), binding [Arabidopsis thaliana] (TAIR:AT1G74850.1); similar to"	AT1G10910.1	CHR01V5|COORD:21522279..21529808|protein expressed protein	LOC_Os01g37870.4	" no descriptionweakly similar to ( 172)AT1G10910| Symbols:  | similar to PTAC2 (PLASTID TRANSCRIPTIONALLY ACTIVE2), binding [Arabidopsis thaliana] (TAIR:AT1G74850.1); similar to Os01g0559500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001043343.1); similar to putative PPR protein [Oryza sativa (japonica cultivar-group)] (GB:BAD87953.1); contains InterPro domain Pentatricopeptide repeat; (InterPro:IPR002885); contains InterPro domain Tetratricopeptide-like helical; (InterPro:IPR011990) | chr1:3639908-3643974 FORWARDvery weakly similar to (64.7)RF1_ORYSA"	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_52358_PI403524517	2	-0.11124897	0.12908268	0.08943844	-0.04760456	0.04760456	-0.13621807	35_14921	Rep: Superoxide dismutase [Cu-Zn] 2 - Oryza sativa (Rice)	UniRef90_P28757	"CHR5V7|COORD:5987223..5988708| CSD3 (COPPER/ZINC SUPEROXIDE DISMUTASE 3); copper, zinc superoxide dismutase"	AT5G18100.1	CHR03V5|COORD:13158003..13163424|protein superoxide dismutase 1, putative, expressed	LOC_Os03g22810.2	" no descriptionvery weakly similar to (97.4)AT5G18100| Symbols: CSD3 | CSD3 (COPPER/ZINC SUPEROXIDE DISMUTASE 3); copper, zinc superoxide dismutase | chr5:5987223-5988708 FORWARDweakly similar to ( 113)SODC2_ORYSAnot assigned not assigned Sod_Cu Cu-Zn_Superoxide_Dismutase SodC "	redox.dismutases and catalases	21_6

CUST_149903_PI403524517	2	0.043685436	0.094062805	-0.0867095	0.0014929771	-0.0014929771	-0.17376041	35_41936	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_69995_PI403524517	2	-0.06989956	0.4841175	-0.010095596	-0.15872955	0.07518005	0.010095596	35_20030	"Cluster: Hypothetical protein OSJNBa0047E24.20; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0047E24.20 - Oryza sativa (japonica"	UniRef90_Q75LL7	CHR4V7|COORD:9666810..9667874| similar to hypothetical protein 31.t00013 [Brassica oleracea] (GB:ABD65111.1)	AT4G17240.1	CHR03V5|COORD:30896486..30894059|protein expressed protein	LOC_Os03g53970.1	no descriptionvery weakly similar to (86.3)AT4G17240| Symbols:  | similar to hypothetical protein 31.t00013 [Brassica oleracea] (GB:ABD65111.1) | chr4:9666810-9667874 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12678 PRK07764 rne PRK07003 PRK12323	not assigned.unknown	35_2

CUST_22357_PI403524517	2	0.06278324	-0.36301517	0.13553047	-0.062784195	0.23390579	-0.11197853	35_6495	"Cluster: Cell division protein ftsH (FtsH)-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: Cell division protein ftsH (FtsH)-like - Oryza sativa (japonic"	UniRef90_Q8LQJ8	"CHR2V7|COORD:11139017..11142204| FTSH4 (FtsH protease 4); ATP-dependent peptidase/ ATPase/ metallopeptidase"	AT2G26140.1	CHR01V5|COORD:22409103..22415230|protein OsFtsH5 - Oryza sativa FtsH protease, homologue of AtFtsH4, expressed	LOC_Os01g39260.1	"no descriptionhighly similar to ( 622)AT2G26140| Symbols: FTSH4 | FTSH4 (FtsH protease 4); ATP-dependent peptidase/ ATPase/ metallopeptidase | chr2:11139017-11142204 REVERSEmoderately similar to ( 252)FTSH_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned HflB hflB RPT1 PRK03992 AAA SpoVK COG1223 AAA Peptidase_M41 AAA PRK04195 COG0714 TIP49 MGS1 ClpX AAA_5 Lon ruvB RuvB clpX AAA_2"	protein.degradation.metalloprotease	29_5_7

CUST_141153_PI403524517	2	0.30780792	0.06749058	-0.03368473	-0.0072317123	-0.15018177	0.0072317123	35_39569	"Cluster: Precursor of CP29, core chlorophyll a/b binding (CAB) protein of photosystem II; n=1; Hordeum vulgare|Rep: Precursor of CP29, core chlorophyll a/b bind"	UniRef90_Q40039	"CHR4V7|COORD:6408196..6409492| LHCB5 (LIGHT HARVESTING COMPLEX OF PHOTOSYSTEM II 5); chlorophyll binding"	AT4G10340.1	CHR11V5|COORD:7655143..7657742|protein chlorophyll a-b binding protein M9, chloroplast precursor, putative, expressed	LOC_Os11g13890.5	" no descriptionmoderately similar to ( 203)AT4G10340| Symbols: LHCB5 | LHCB5 (LIGHT HARVESTING COMPLEX OF PHOTOSYSTEM II 5); chlorophyll binding | chr4:6408196-6409492 FORWARDvery weakly similar to (98.2)CB21_GOSHIChlorophyll a-b binding protein 151, chloroplast precursor - Gossypium hirsutum (Upland cotton) (Gossypium mexicanum)Chloroa_b-bind "	PS.lightreaction.photosystem II.LHC-II	1_1_1_1

CUST_88128_PI403524517	2	0.03660488	-0.043380737	-0.03660488	0.09346008	0.059537888	-0.12706947	35_25229	"Cluster: Diacylglycerol kinase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Diacylglycerol kinase-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K4P5	CHR5V7|COORD:22830994..22833388| carbonic anhydrase family protein	AT5G56330.1	CHR02V5|COORD:33478149..33470359|protein diacylglycerol kinase, putative, expressed	LOC_Os02g54650.1	no descriptionnot assigned PRK12323 PRK07764	not assigned.unknown	35_2

CUST_106798_PI403524517	2	0.05122757	0.63023186	-0.09282303	-0.05122757	-0.172472	0.15067959	35_30396	"Cluster: Hypothetical protein OSJNBb0012G21.4; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0012G21.4 - Oryza sativa (japonica cu"	UniRef90_Q688J3	CHR2V7|COORD:12704648..12705085| ATPH1 (ARABIDOPSIS THALIANA PLECKSTRIN HOMOLOGUE 1)	AT2G29700.1	CHR01V5|COORD:37343921..37344897|protein pleckstrin homology domain-containing protein 1, putative, expressed	LOC_Os01g63800.1	no descriptionvery weakly similar to (76.6)AT5G05710| Symbols:  | pleckstrin homology (PH) domain-containing protein | chr5:1715944-1716378 FORWARD	not assigned.no ontology	35_1

CUST_167666_PI403524517	2	-0.0145225525	-0.14160156	0.66353226	0.014523506	-0.0562706	0.0867815	35_46703	"Cluster: Protein kinase-like protein; n=4; Arabidopsis thaliana|Rep: Protein kinase-like protein - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q94JZ6	"CHR3V7|COORD:8960418..8963310| ATPERK1 (PROLINE EXTENSIN-LIKE RECEPTOR KINASE 1); ATP binding / protein kinase"	AT3G24550.1	CHR08V5|COORD:395077..393302|protein vegetative cell wall protein gp1 precursor, putative, expressed	LOC_Os08g01690.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_29759_PI403524517	2	-0.24378967	0.16515732	0.09125519	-0.16770458	-0.09125519	0.10785389	35_8592	"Cluster: Os02g0148300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os02g0148300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E3Y4	"CHR4V7|COORD:15297067..15306042| similar to myosin-related [Arabidopsis thaliana] (TAIR:AT1G24460.1); similar to hypothetical protein, conserved [Leishmania"	AT4G31570.1	CHR02V5|COORD:2656063..2659126|protein expressed protein	LOC_Os02g05490.1	" no descriptionvery weakly similar to (51.6)AT4G31570| Symbols:  | similar to myosin-related [Arabidopsis thaliana] (TAIR:AT1G24460.1); similar to hypothetical protein, conserved [Leishmania major] (GB:CAJ07774.1); contains InterPro domain Prefoldin; (InterPro:IPR009053); contains InterPro domain t-snare; (InterPro:IPR010989) | chr4:15297067-15306042 FORWARD"	DNA.synthesis/chromatin structure	28_1

CUST_181956_PI403524517	2	0.16141367	-0.04939413	0.39892912	0.04939413	-0.658288	-0.42008495	35_50587	Rep: OSIGBa0099L20.1 protein - Oryza sativa (Rice)	UniRef90_Q01K35	"CHR5V7|COORD:4225264..4227155| similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE92223.1); contains domain FAMILY NOT NAMED"	AT5G13240.1	CHR04V5|COORD:33613506..33609877|protein repressor of RNA polymerase III transcription MAF1, putative, expressed	LOC_Os04g56730.2	"no descriptionvery weakly similar to (96.7)AT5G13240| Symbols:  | similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE92223.1); contains domain FAMILY NOT NAMED (PTHR22504); contains domain gb def: Hypothetical protein T31B5_60 (PTHR22504:SF5) | chr5:4225264-4227155 REVERSEMaf1"	not assigned.no ontology	35_1

CUST_20330_PI399408534	2	0.11863518	-0.16573715	-0.05751705	-0.059227943	0.057518005	0.15634918	35_14917	Rep: Rab1 - Pinus pinaster (Maritime pine)	UniRef90_Q1WDE8	"CHR5V7|COORD:883678..885157| AtRABE1d/AtRab8C; GTP binding"	AT5G03520.1	CHR05V5|COORD:268749..265404|protein GTP-binding protein YPTM1, putative, expressed	LOC_Os05g01490.1	" no descriptionvery weakly similar to ( 100)AT5G03520| Symbols: AtRab8C, AtRABE1d | AtRABE1d/AtRab8C; GTP binding | chr5:883712-885157 FORWARDvery weakly similar to (99.8)YPTV1_VOLCAGTP-binding protein yptV1 - Volvox carterinot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Rab1_Ypt1 Rab8_Rab10_Rab13_like Rab35 RAB Rab Ras Rab18 Rab15 Rab19 Rab2 Rab11_like RabA_like Rab3 Rab30 Rab4 Rab40 Rab26 Rab33B_Rab33A Rab14 Rab6 Rab39 Rab5_related Rab27A Rab7 Atrophin-1 Rab9 Rab32_Rab38 Ras_like_GTPase Rab28 Rab12 PRK07764 Tymo_45kd_70kd Rho COG1100 Rab36_Rab34 PRK12323 RJL Ras Spg1 "	signalling.G-proteins	30_5

CUST_17722_PI403524517	2	0.020811081	0.16579247	-0.0747385	-0.08239746	-0.020811081	0.031689644	35_5117	"Cluster: Putative step II splicing factor SLU7; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative step II splicing factor SLU7 - Oryza sativa"	UniRef90_Q6ZK48	"CHR1V7|COORD:24421958..24424894| SMP1 (swellmap 1); nucleic acid binding"	AT1G65660.1	CHR08V5|COORD:1578781..1582663|protein pre-mRNA-splicing factor SLU7, putative, expressed	LOC_Os08g03390.1	"no descriptionvery weakly similar to (57.0)AT1G65660| Symbols: SMP1 | SMP1 (swellmap 1); nucleic acid binding | chr1:24421958-24424894 REVERSEnot assigned"	not assigned.no ontology	35_1

CUST_114700_PI403524517	2	0.7920184	-1.0264473	-0.010482788	0.010482311	-0.055544376	0.6345358	35_32553	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_45840_PI403524517	2	0.48052835	-0.0081448555	-0.117898464	0.0081448555	0.19461918	-0.10981655	35_13134	Rep: Drought-inducible protein 1OS - Oryza sativa (indica cultivar-group)	UniRef90_Q8H219	CHR1V7|COORD:9039777..9042860| protein kinase	AT1G26150.1	CHR01V5|COORD:33644883..33649758|protein membrane-associated salt-inducible protein like, putative, expressed	LOC_Os01g57630.3	no descriptionvery weakly similar to (68.2)AT1G55890| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr1:20905029-20906225 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Tymo_45kd_70kd PRK07003 Extensin_2 Atrophin-1 Drf_FH1 PRK10819 PRK12323 APC_basic HPC2 PRK07764 Herpes_TAF50	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_110164_PI403524517	2	0.5901742	1.6307325	0.85882664	-0.5901742	-2.224763	-0.59548855	35_31298	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_61465_PI403524517	2	-0.117907524	0.72912407	0.05654049	-0.05360508	-0.117406845	0.05360508	35_17545	"Cluster: Serine/threonine protein kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Serine/threonine protein kinase - Oryza sativa (japonica cultivar-gro"	UniRef90_Q8GV28	CHR2V7|COORD:10371822..10373155| serine/threonine/tyrosine kinase, putative	AT2G24360.1	CHR02V5|COORD:4081528..4078376|protein serine/threonine-protein kinase CTR1, putative, expressed	LOC_Os02g07790.1	 no descriptionhighly similar to ( 578)AT2G24360| Symbols:  | serine/threonine/tyrosine kinase, putative | chr2:10371822-10373155 REVERSEweakly similar to ( 115)CIPK1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pkinase_Tyr TyrKc PTKc S_TKc S_TKc Pkinase PTKc_Csk_like PTKc_FGFR PTKc_Src_like PTKc_FAK PTKc_Syk_like PTKc_Frk_like PTKc_EGFR_like PTKc_EphR PTKc_Chk PTK_CCK4 PTKc_Tec_like PTKc_InsR_like PTKc_Srm_Brk PTKc_ALK_LTK PTKc_Fes_like PTKc_Ack_like PTKc_Jak_rpt2 PTKc_Fer PTKc_Abl PTKc_Lck_Blk PTKc_c-ros PTKc_FGFR3 PTKc_Ror PTKc_Trk PTKc_FGFR4 PTKc_FGFR1 PTKc_Met_Ron PTKc_Fyn_Yrk PTKc_Yes PTKc_Csk PTKc_FGFR2 PTKc_DDR PTKc_Src PTKc_Itk PTKc_PDGFR PTKc_EphR_A PTKc_Lyn PTKc_Musk PTKc_Hck PTKc_Btk_Bmx PTKc_EphR_A2 PTKc_Fes PTKc_Axl_like PTKc_RET PTKc_Syk PTKc_Tec_Rlk PTKc_Axl PTKc_EphR_B PTK_HER3 PTKc_Tie1 PTKc_Ror1 PTKc_EGFR PTKc_DDR1 PTKc_Tie PTKc_Jak1_rpt2 PTKc_Tyk2_rpt2 PTKc_IGF-1R PTKc_HER2 PTKc_TrkA PTKc_InsR PTKc_Zap-70 PTK_Ryk PTKc_DDR2 PTKc_Jak2_Jak3_rpt2 PTKc_HER4 PTKc_Tyro3 PTKc_VEGFR PTKc_DDR_like PTKc_Tie2 PTKc_TrkB SPS1 PTKc_EphR_A10 PTKc_TrkC PTKc_Ror2 PTKc_Kit PTKc_PDGFR_beta PTKc_Aatyk PTKc_CSF-1R PTKc_Aatyk1_Aatyk3 PTKc_PDGFR_alpha PTKc_VEGFR3 PTKc_VEGFR2 PTKc_Aatyk2 PTK_Jak_rpt1 PTK_Jak2_Jak3_rpt1 PTK_Jak1_rpt1 KIND PTK_Tyk2_rpt1 	protein.postranslational modification	29_4

CUST_27143_PI403524517	2	-0.26411057	-0.093934536	-0.44447184	0.90248585	0.09393406	0.47027922	35_7859	"Cluster: Zinc finger, C3HC4 type family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Zinc finger, C3HC4 type family protein, expressed -"	UniRef90_Q2R1C5	0	0	CHR11V5|COORD:23109534..23111540|protein zinc finger, C3HC4 type family protein, expressed	LOC_Os11g39640.1	no description	not assigned.unknown	35_2

CUST_4216_PI403524517	2	-0.09146786	0.01676035	0.14395332	0.29084444	-0.01676035	-0.073791504	35_1164	Rep: OSJNBb0015D13.11 protein - Oryza sativa (Rice)	UniRef90_Q5JQW8	CHR3V7|COORD:7225277..7228516| carbohydrate transporter/ sugar porter	AT3G20660.1	CHR04V5|COORD:31918753..31922118|protein organic cation transporter protein, putative, expressed	LOC_Os04g53930.1	no descriptionmoderately similar to ( 469)AT3G20660| Symbols:  | carbohydrate transporter/ sugar porter | chr3:7225277-7228516 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Sugar_tr MFS_1 PRK11551 xylE ProP PRK07003 SerH PRK07764 Atrophin-1 PRK12323 AraJ DUF1509 PRK10642 Herpes_BLLF1	transporter.sugars	34_2

CUST_61715_PI403524517	2	0.016486168	-0.10105896	-0.023246765	-0.016486168	0.02986908	0.055954933	35_17609	Rep: Hypothetical protein - Medicago truncatula (Barrel medic)	UniRef90_Q2HT92	CHR5V7|COORD:558602..558709| similar to conserved hypothetical protein [Medicago truncatula] (GB:ABD32900.1)	AT5G02502.1	0	0	no descriptionvery weakly similar to (68.9)AT5G02502| Symbols:  | similar to conserved hypothetical protein [Medicago truncatula] (GB:ABD32900.1) | chr5:558602-558709 REVERSE	not assigned.unknown	35_2

CUST_29069_PI403524517	2	0.10652065	0.041089058	0.402081	-0.041089058	-0.6044197	-0.070506096	35_8399	"Cluster: Os06g0731700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0731700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D994	CHR5V7|COORD:16803053..16806588| binding	AT5G41950.1	CHR06V5|COORD:31205774..31203001|protein expressed protein	LOC_Os06g51500.1	no description	not assigned.unknown	35_2

CUST_127006_PI403524517	2	0.031525612	-0.32498264	-0.039338112	-0.002653122	0.002653122	0.005344391	35_35734	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_18366_PI404877155	2	0.0056610107	0.15725899	-0.07102013	-0.06890488	-0.0056619644	0.023985863	HVSMEg0013O09r2_x_at	0	0	glycine-rich RNA-binding protein, putative	At1g60650.1	protein Transposable element protein, putative	Os03g47800	"putative RNA-binding protein/PUB1  T01253; yeast protein encoded by PUB1 binds T-rich single stranded DNA"	RNA.RNA binding	27_4

CUST_16678_PI404877155	2	-0.24101448	-1.736711	0.021137238	0.2637558	0.37693977	-0.021137238	HD12H12r_at	putative ZIP-like zinc transporter [Oryza sativa (japonica cultivar-group)]	AAP31902.1	metal transporter, putative (ZIP4)	At1g10970.1	protein ZIP zinc/iron transport family	Os05g10940	"ZRT, IRT-LIKE PROTEIN;metal transporter, putative (ZIP4), similar to Zn and Cd transporter ZNT1 (Thlaspi caerulescens) gi:7381054:gb:AAF61374; member of the Zinc (Zn2+)-Iron (Fe2+) permease (ZIP) family, PMID:11500563"	transport.metal	34_12

CUST_87393_PI403524517	2	0.04735899	0.68383217	-0.047359467	0.2041421	-0.05504322	-0.30210924	35_25021	"Cluster: OSJNBa0088H09.17 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0088H09.17 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XPT9	"CHR5V7|COORD:889605..893915| (EXOCYST SUBUNIT EXO70 FAMILY PROTEIN A1); protein binding"	AT5G03540.1	CHR04V5|COORD:34801722..34797521|protein protein binding protein, putative, expressed	LOC_Os04g58870.3	"no descriptionweakly similar to ( 140)AT5G03540| Symbols:  | (EXOCYST SUBUNIT EXO70 FAMILY PROTEIN A1); protein binding | chr5:889605-893915 FORWARDnot assigned Exo70"	cell. vesicle transport	31_4

CUST_150715_PI403524517	2	0.032274246	-0.2287159	-0.0018000603	0.21700954	0.0018000603	-0.15212822	35_42159	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_178937_PI403524517	2	0.2660179	0.44821453	0.24875164	-0.37682676	-0.24875116	-0.7502904	35_49770	"Cluster: Putative iron-sulfur cluster assembly complex protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative iron-sulfur cluster assembly complex p"	UniRef90_Q6AUN9	CHR4V7|COORD:11759456..11760893| ISU1 (Iron-sulfur cluster assembly complex protein)	AT4G22220.1	CHR05V5|COORD:28206557..28210000|protein nifU-like N-terminal domain containing protein, mitochondrial precursor, putative, expressed	LOC_Os05g49300.1	 no descriptionweakly similar to ( 124)AT4G22220| Symbols: ATISU1, ISU1 | ISU1 (Iron-sulfur cluster assembly complex protein) | chr4:11759456-11760893 REVERSEnot assigned PRK11325 NifU_N IscU TT_ORF1 Protamine_P1 	not assigned.no ontology	35_1

CUST_59740_PI403524517	2	0.034831047	-0.7744169	-0.13960171	0.0483675	-0.023357391	0.023357391	35_17032	"Cluster: Os07g0680300 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os07g0680300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D3L5	CHR2V7|COORD:17019379..17020159| similar to Ubiquinol-cytochrome c reductase complex 6.7 kDa protein (CR6) (GB:P48505)	AT2G40765.1	CHR07V5|COORD:28822347..28820132|protein ubiquinol-cytochrome c reductase complex 6.7 kDa protein, putative, expressed	LOC_Os07g48244.1	no descriptionvery weakly similar to (53.9)AT2G40765| Symbols:  | similar to Ubiquinol-cytochrome c reductase complex 6.7 kDa protein (CR6) (GB:P48505) | chr2:17019379-17020159 FORWARD	not assigned.unknown	35_2

CUST_150705_PI403524517	2	0.4985242	-0.4999466	-0.09910536	0.09910536	-0.57475376	0.45993376	35_42156	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_846_PI403524517	2	-0.007833481	-0.1349678	0.057512283	0.03166771	-0.8966465	0.007833004	35_221	Rep: Hypothetical protein precursor - Hordeum vulgare (Barley)	UniRef90_O24002	CHR2V7|COORD:6615771..6616448| secretory protein, putative	AT2G15220.1	CHR10V5|COORD:18310791..18312331|protein secretory protein, putative, expressed	LOC_Os10g34930.1	 no descriptionvery weakly similar to (79.3)AT2G15220| Symbols:  | secretory protein, putative | chr2:6615771-6616448 FORWARDnot assigned not assigned not assigned not assigned not assigned BSP TT_ORF1 	stress.biotic	20_1

CUST_170_PI399407379	2	0.12584877	-1.5089903	-0.5306797	0.5070677	0.4359789	-0.12584877	HvCKX6									

CUST_136989_PI403524517	2	0.16573429	0.6579952	-0.03557682	-0.29725933	0.035575867	-0.20150757	35_38415	"Cluster: Os05g0515700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0515700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DGR8	"CHR1V7|COORD:10029699..10031465| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G42400.1); similar to putative vascular plant one zinc finger"	AT1G28520.1	CHR05V5|COORD:25492433..25496554|protein expressed protein	LOC_Os05g43950.1	" no descriptionmoderately similar to ( 214)AT1G28520| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G42400.1); similar to putative vascular plant one zinc finger protein [Oryza sativa (japonica cultivar-group)] (GB:BAD87186.1); contains InterPro domain Colicin E3, catalytic; (InterPro:IPR009105) | chr1:10029699-10031465 FORWARD"	not assigned.unknown	35_2

CUST_66423_PI403524517	2	0.10681152	1.4526463	-0.14826107	-0.10681152	-0.1279583	0.18355179	35_18967	"Cluster: Electron transfer flavoprotein-ubiquinone oxidoreductase,mitochondrial, putative, expressed; n=4; Oryza sativa|Rep: Electron transfer"	UniRef90_Q337B7	"CHR2V7|COORD:18028381..18032118| ETFQO (ELECTRON-TRANSFER FLAVOPROTEIN:UBIQUINONE OXIDOREDUCTASE); catalytic/ electron acceptor"	AT2G43400.1	CHR10V5|COORD:19578771..19584228|protein electron transfer flavoprotein-ubiquinone oxidoreductase,mitochondrial precursor, putative,	LOC_Os10g37210.2	"no descriptionmoderately similar to ( 329)AT2G43400| Symbols: ETFQO | ETFQO (ELECTRON-TRANSFER FLAVOPROTEIN:UBIQUINONE OXIDOREDUCTASE); catalytic/ electron acceptor | chr2:18028381-18032118 FORWARDnot assigned ETF_QO FixX"	mitochondrial electron transport / ATP synthesis.electron transfer flavoprotein	9_3

CUST_86621_PI403524517	2	0.02836132	0.06847	-0.028361797	-0.55166817	2.2435913	-1.0185866	35_24808	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q338W3	"CHR5V7|COORD:26690152..26693676| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G61150.6); similar to Hypothetical protein [Oryza sativa (japonica"	AT5G66810.1	CHR10V5|COORD:11996060..12005449|protein expressed protein	LOC_Os10g24070.2	" no descriptionvery weakly similar to (90.9)AT5G66810| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G61150.6); similar to Hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:AAM74330.2); similar to Os10g0382300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001064488.1); contains InterPro domain CTLH, C-terminal to LisH motif; (InterPro:IPR006595) | chr5:26690152-26693676 FORWARDnot assigned not assigned not assigned not assigned not assigned PRK07764 Tymo_45kd_70kd "	not assigned.unknown	35_2

CUST_175514_PI403524517	2	-0.033706665	0.03370619	-0.17831516	0.07096815	0.50397015	-0.42481804	35_48848	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_61663_PI403524517	2	0.0692873	-0.381073	-0.0820179	0.04346466	0.027985573	-0.027985573	35_17596	"Cluster: Hypothetical protein P0492F05.1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0492F05.1 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q5NAG7	0	0	CHR01V5|COORD:6829852..6832102|protein CHCH domain containing protein, expressed	LOC_Os01g12464.1	no description	not assigned.unknown	35_2

CUST_16975_PI404877155	2	-0.79996014	0.041891098	0.51402855	-0.041890144	0.20660877	-0.16335392	HS05N06r_s_at	OSJNBa0088H09.2 [Oryza sativa (japonica cultivar-group)] ref|XP_474406.1| OSJNBa0088H09.2 [Oryza sativa (japonica cultivar-group)]	CAE03444.1	AMP-dependent synthetase and ligase family protein	At3g48990.1	protein AMP-binding enzyme, putative	Os04g58710	"AMP-dependent synthetase and ligase family protein, similar to peroxisomal-coenzyme A synthetase (FAT2) (gi:586339) from Saccharomyces cerevisiae; contains Pfam AMP-binding enzyme domain PF00501; identical to cDNA; identical to cDNA adenosine monophosphat"	lipid metabolism.FA synthesis and FA elongation.acyl coa ligase	11_1_08

CUST_60493_PI403524517	2	0.11721134	0.0066604614	-0.006661415	-0.06553745	-0.32557678	0.017023087	35_17245	"Cluster: Putative transcription initiation factor; n=3; Oryza sativa (japonica cultivar-group)|Rep: Putative transcription initiation factor - Oryza sativa (jap"	UniRef90_Q8LMN8	"CHR4V7|COORD:7454967..7457462| ATRAP74/RAP74; transcription initiation factor"	AT4G12610.1	CHR10V5|COORD:5853917..5846058|protein transcription initiation factor IIF, alpha subunit, putative, expressed	LOC_Os10g10990.3	" no descriptionmoderately similar to ( 222)AT4G12610| Symbols: RAP74, ATRAP74 | ATRAP74/RAP74; transcription initiation factor | chr4:7454967-7457462 FORWARDnot assigned TFIIF_alpha TFIIFa "	RNA.transcription	27_2

CUST_48492_PI403524517	2	0.06374979	0.06562662	-0.06375027	-0.37325668	-0.87055826	0.08134508	35_13853	Rep: Aquaporin PIP1 - Triticum aestivum (Wheat)	UniRef90_Q8S4X5	"CHR4V7|COORD:186143..187531| TMP-C (plasma membrane intrinsic protein 1;4); water channel"	AT4G00430.1	CHR02V5|COORD:35343804..35345571|protein aquaporin PIP 1.3, putative, expressed	LOC_Os02g57720.1	" no descriptionmoderately similar to ( 471)AT4G00430| Symbols: PIP1E, TMP-C, PIP1;4 | TMP-C (plasma membrane intrinsic protein 1;4); water channel | chr4:186143-187531 REVERSEhighly similar to ( 503)PIP13_ORYSAnot assigned not assigned not assigned not assigned not assigned MIP MIP GlpF PRK05420 PRK07003 PRK07764 "	transport.Major Intrinsic Proteins.PIP	34_19_1

CUST_25153_PI403524517	2	0.059347153	0.124100685	-0.18361807	-0.114100456	-0.020345688	0.020345688	35_7296	"Cluster: Hypothetical protein P0596H10.27; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0596H10.27 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5Z8X1	0	0	CHR06V5|COORD:29597297..29595082|protein expressed protein	LOC_Os06g48880.1	no description	not assigned.unknown	35_2

CUST_6169_PI403524517	2	-0.28676414	-0.32851696	0.05360222	0.011620522	0.08537483	-0.011619568	35_1710	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_138425_PI403524517	2	0.20746231	0.043079376	0.19290876	-0.043079376	-0.29393482	-0.2568097	35_38829	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_141613_PI403524517	2	0.055761814	-0.17208815	0.1440773	-0.055761814	-0.2570572	2.2969122	35_39692	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_30962_PI403524517	2	-0.09558582	0.5248661	0.044891357	-0.25628757	-0.044891357	0.13707542	35_8936	"Cluster: Os12g0202900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os12g0202900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IPH3	CHR3V7|COORD:16057318..16060655| disease resistance protein (TIR-NBS-LRR class), putative	AT3G44400.1	CHR12V5|COORD:5382028..5375855|protein NBS-LRR type disease resistance protein Rps1-k-2, putative, expressed	LOC_Os12g10180.1	 no descriptionvery weakly similar to (52.4)AT5G44510| Symbols:  | disease resistance protein (TIR-NBS-LRR class), putative | chr5:17946900-17951415 REVERSE	stress.biotic	20_1

CUST_28102_PI403524517	2	0.02868843	-0.4884224	-0.16040516	0.02868843	0.023773193	-0.023773193	35_8123	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QV41	CHR2V7|COORD:283084..284033| similar to Os12g0244500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001066489.1)	AT2G01640.1	CHR12V5|COORD:8001905..7997903|protein expressed protein	LOC_Os12g14110.1	no description	not assigned.unknown	35_2

CUST_70960_PI403524517	2	0.18517017	-0.27283287	-0.1596899	-0.015568733	0.015568733	0.11164856	35_20329	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2R165	"CHR3V7|COORD:23422391..23422918| similar to Os11g0616200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001068282.1); similar to putative protein [Zea"	AT3G63390.1	CHR11V5|COORD:23475463..23478532|protein expressed protein	LOC_Os11g40200.1	"no descriptionweakly similar to ( 122)AT3G63390| Symbols:  | similar to Os11g0616200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001068282.1); similar to putative protein [Zea mays] (GB:AAN40032.1); contains domain Protozoan pheromone proteins (SSF47014) | chr3:23422391-23422918 REVERSE"	not assigned.unknown	35_2

CUST_118658_PI403524517	2	0.003314972	0.30837822	-0.08907795	0.13458443	-0.14829254	-0.0033159256	35_33590	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_82963_PI403524517	2	-0.21982288	-0.75275517	0.09670353	0.022015572	-0.022015572	0.38674164	35_23791	Rep: Hypothetical protein - Medicago truncatula (Barrel medic)	UniRef90_Q1S710	"CHR5V7|COORD:6527019..6530447| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G12170.2); similar to conserved hypothetical protein [Medicago"	AT5G19380.1	CHR01V5|COORD:42413335..42422739|protein expressed protein	LOC_Os01g72570.2	"no descriptionvery weakly similar to (68.2)AT5G12170| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G19380.1); similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE77682.1) | chr5:3931650-3934962 FORWARD"	not assigned.unknown	35_2

CUST_158619_PI403524517	2	0.13371515	-0.13602495	-0.034770966	-0.38315296	0.07894707	0.034771442	35_44278	"Cluster: Os03g0708700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os03g0708700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DP85	"CHR5V7|COORD:5494312..5496565| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G70750.1); similar to Os03g0708700 [Oryza sativa (japonica"	AT5G16720.1	CHR03V5|COORD:28526290..28521955|protein expressed protein	LOC_Os03g50100.1	" no descriptionvery weakly similar to (58.5)AT5G16720| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G70750.1); similar to Os03g0708700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001051039.1); similar to Protein of unknown function, DUF593, putative [Oryza sativa (japonica cultivar-group)] (GB:AAX95673.1); similar to Os03g0259900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001049616.1); contains InterPro domain Protein of unknown function DUF593; (InterPro:IPR007656) | chr5:5494312-5496565 FORWARDnot assigned "	not assigned.unknown	35_2

CUST_167104_PI403524517	2	0.019583702	-0.12660313	-0.13288689	0.08823967	0.100045204	-0.019584656	35_46546	"Cluster: Hypothetical protein OJ1767_D02.16; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1767_D02.16 - Oryza sativa (japonica cultiv"	UniRef90_Q6ZGJ6	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	CHR10V5|COORD:9452629..9453536|protein VMP3 protein, putative, expressed	LOC_Os10g19200.1	no descriptionPRK07764	not assigned.unknown	35_2

CUST_7897_PI404877155	2	0.19523239	-0.13689041	-0.10185623	0.025708199	0.008318901	-0.008317947	Contig23293_at	0	0	0	0	0	0	0	RNA.regulation of transcription	27_3

CUST_83651_PI403524517	2	0.015127659	0.16436243	-0.015127182	-0.100161076	0.12515068	-0.22935629	35_23982	"Cluster: B1065G12.12 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: B1065G12.12 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7F1X2	"CHR3V7|COORD:17973194..17976393| PDE312/PTAC10 (PIGMENT DEFECTIVE 312); RNA binding"	AT3G48500.1	CHR01V5|COORD:39601845..39597381|protein PDE312, putative, expressed	LOC_Os01g67570.1	 no descriptionvery weakly similar to (93.2)AT3G48500| Symbols: PDE312, PTAC10 | PDE312/PTAC10 (PIGMENT DEFECTIVE 312) | chr3:17973194-17976393 FORWARDnot assigned not assigned not assigned PRK07764 	not assigned.unknown	35_2

CUST_28400_PI399408534	2	0.025156975	0.43321896	8.75473E-4	-0.17063141	-8.75473E-4	-0.11161232	35_5576	"Cluster: Putative PWWP domain-containing protein; n=1; Brassica oleracea|Rep: Putative PWWP domain-containing protein - Brassica oleracea (Wild cabbage)"	UniRef90_Q60D80	CHR5V7|COORD:7786176..7792083| HUA2 (ENHANCER OF AG-4 2)	AT5G23150.1	CHR08V5|COORD:29683..39772|protein HUA2, putative, expressed	LOC_Os08g01054.2	no descriptionvery weakly similar to (71.6)AT5G23150| Symbols: HUA2 | HUA2 (ENHANCER OF AG-4 2) | chr5:7786176-7792083 FORWARDnot assigned	RNA.regulation of transcription.PWWP domain protein	27_3_68

CUST_9894_PI404877155	2	0.23121452	0.54892635	-0.09369087	-0.28855038	0.09369087	-0.6765981	Contig361_s_at	Sucrose synthase 1 (Sucrose-UDP glucosyltransferase 1) pir||S29242 sucrose synthase (EC 2.4.1.13) Ss1 - barley emb|CAA46701.1| sucrose synth	P31922	sucrose synthase, putative / sucrose-UDP glucosyltransferase, putative	At3g43190.1	protein sucrose synthase (EC 2.4.1.13) 1 - rice	Os06g09450	sucrose synthase type I	major CHO metabolism.degradation.sucrose.Susy	2_2_1_05

CUST_153508_PI403524517	2	0.32261467	-1.3840046	-0.18347073	0.18347073	0.22320461	-0.3660183	35_42901	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_13051_PI403524517	2	0.06161213	0.654809	-0.18580532	-0.061611176	-0.26683426	0.11066532	35_3734	"Cluster: Putative methylcrotonyl-CoA carboxylase beta chain, mitochondrial; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative methylcrotonyl-CoA"	UniRef90_Q6YZ75	"CHR4V7|COORD:16301303..16303954| MCCB (3-METHYLCROTONYL-COA CARBOXYLASE); biotin carboxylase"	AT4G34030.1	CHR08V5|COORD:20233601..20226720|protein propionyl-CoA carboxylase beta chain, mitochondrial precursor, putative, expressed	LOC_Os08g32850.1	"no descriptionhighly similar to ( 827)AT4G34030| Symbols: MCCB | MCCB (3-METHYLCROTONYL-COA CARBOXYLASE); biotin carboxylase | chr4:16301303-16303954 FORWARDnot assigned not assigned not assigned COG4799 Carboxyl_trans AccA AccD"	amino acid metabolism.degradation.branched-chain group.leucine	13_2_4_4

CUST_12938_PI403524517	2	0.012271881	-0.1776104	0.01039505	0.04662609	-0.010394096	-0.0855484	35_3702	"Cluster: 50S ribosomal protein L27, chloroplast precursor; n=2; Oryza sativa|Rep: 50S ribosomal protein L27, chloroplast precursor - Oryza sativa (Rice)"	UniRef90_O65037	CHR5V7|COORD:16428094..16429073| 50S ribosomal protein L27, chloroplast, putative (RPL27)	AT5G40950.1	CHR01V5|COORD:40780678..40783528|protein 50S ribosomal protein L27, chloroplast precursor, putative, expressed	LOC_Os01g69950.1	 no descriptionmoderately similar to ( 240)AT5G40950| Symbols:  | 50S ribosomal protein L27, chloroplast, putative (RPL27) | chr5:16428094-16429073 FORWARDmoderately similar to ( 280)RK27_ORYSAnot assigned rpmA RpmA Ribosomal_L27 rpl27 	protein.synthesis.mito/plastid ribosomal protein.unknown	29_2_1_99

CUST_6088_PI404877155	2	-1.233594	-1.3569822	0.23207569	0.3834324	0.108742714	-0.10874176	Contig18370_at	B1139B11.7 [Oryza sativa (japonica cultivar-group)]	BAB90779.1	phosphoesterase family protein	At2g26870.1	protein Phosphoesterase family, putative	Os01g72520	"phosphoesterase family protein, low similarity to SP:Q9RGS8 Non-hemolytic phospholipase C precursor (EC 3.1.4.3) (Phosphatidylcholine cholinephosphohydrolase) {Burkholderia pseudomallei}; contains Pfam profile PF04185: Phosphoesterase family"	lipid metabolism.lipid degradation.lysophospholipases	11_9_3

CUST_152253_PI403524517	2	0.18002415	0.19787788	-0.07253361	-0.13759327	0.07253361	-0.23368263	35_42557	"Cluster: OSJNBb0020J19.10 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBb0020J19.10 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XKA0	CHR1V7|COORD:29170383..29172380| glucose-6-phosphate/phosphate translocator-related	AT1G77610.1	CHR04V5|COORD:35202475..35199844|protein organic anion transporter, putative, expressed	LOC_Os04g59550.5	no descriptionweakly similar to ( 120)AT1G77610| Symbols:  | glucose-6-phosphate/phosphate translocator-related | chr1:29170383-29172380 FORWARDnot assigned	transport.metabolite transporters at the envelope membrane	34_8

CUST_2950_PI403524517	2	0.15141582	-0.0711956	0.13198948	-0.121949196	-0.0042181015	0.004217148	35_805	"Cluster: Cytosolic 6-phosphogluconate dehydrogenase; n=8; Poaceae|Rep: Cytosolic 6-phosphogluconate dehydrogenase - Oryza sativa (Rice)"	UniRef90_Q7FRX8	CHR3|COORD:481959..484154| 6-phosphogluconate dehydrogenase family protein, contains Pfam profiles: PF00393 6-phosphogluconate dehydrogenase C-terminal	AT3G02360.1	CHR06V5|COORD:642684..645769|protein 6-phosphogluconate dehydrogenase, decarboxylating, putative, expressed	LOC_Os06g02144.2	no descriptionweakly similar to ( 197)AT3G02360| Symbols:  | 6-phosphogluconate dehydrogenase family protein | chr3:482505-483965 FORWARDnot assigned Gnd PRK09287 NAD_binding_2 PRK09599 Gnd PRK12490 MmsB	OPP.oxidative PP.6-phosphogluconate dehydrogenase	7_1_3

CUST_18369_PI404877155	2	0.013297081	0.31868362	-0.013298035	-0.07208538	-0.04065609	0.099925995	HVSMEg0016M04r2_at	plasma membrane H+ ATPase [Oryza sativa (japonica cultivar-group)]	CAD29296.1	ATPase, plasma membrane-type, putative / proton pump, putative	At5g62670.1	protein plasma-membrane proton-efflux P-type ATPase	Os12g44150	NONE	transport.p- and v-ATPases	34_1

CUST_25879_PI403524517	2	0.02426529	0.15701675	0.03204155	-0.18835258	-0.36576366	-0.02426529	35_7501	Rep: H0702G05.5 protein - Oryza sativa (Rice)	UniRef90_Q25AI8	"CHR1V7|COORD:21242474..21244042| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G28770.1); similar to KED [Nicotiana tabacum] (GB:BAA95789.1)"	AT1G56660.1	CHR04V5|COORD:30624132..30627267|protein expressed protein	LOC_Os04g51960.1	"no descriptionvery weakly similar to (57.0)AT3G28770| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G76780.1); contains InterPro domain Protein of unknown function DUF1216; (InterPro:IPR009605) | chr3:10797953-10804474 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned"	not assigned.unknown	35_2

CUST_5433_PI403524517	2	-0.5272198	-0.35204506	0.30654526	0.15547657	0.0531435	-0.0531435	35_1499	"Cluster: Hypothetical protein P0650H04.35-1; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0650H04.35-1 - Oryza sativa (japonica cultiv"	UniRef90_Q6ES51	"CHR3V7|COORD:6119974..6122697| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G48500.1); similar to hypothetical protein [Solanum tuberosum]"	AT3G17860.1	CHR09V5|COORD:14059319..14055001|protein ZIM motif family protein, expressed	LOC_Os09g23660.1	"no descriptionvery weakly similar to (80.1)AT3G17860| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G48500.1); similar to hypothetical protein [Nicotiana benthamiana] (GB:BAD04852.2); contains InterPro domain ZIM; (InterPro:IPR010399) | chr3:6121149-6122697 FORWARDnot assigned tify CCT_2"	not assigned.unknown	35_2

CUST_84745_PI403524517	2	0.037344933	0.15621376	-0.03734398	-0.6799669	-0.7477417	0.35182953	35_24283	"Cluster: OSJNBa0083N12.5 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0083N12.5 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XPT5	0	0	CHR04V5|COORD:30030370..30044424|protein expressed protein	LOC_Os04g51090.1	no description	not assigned.unknown	35_2

CUST_149727_PI403524517	2	0.20437193	-0.0028972626	-0.036268234	0.21694088	-0.028071404	0.0028967857	35_41888	Rep: Putative tubulin - Brassica campestris (Field mustard)	UniRef90_Q39412	CHR5V7|COORD:3961318..3962972| TUB6 (BETA-6 TUBULIN)	AT5G12250.1	CHR03V5|COORD:318331..320141|protein tubulin beta-2 chain, putative, expressed	LOC_Os03g01530.1	no descriptionvery weakly similar to (86.3)AT5G23860| Symbols: TUB8 | TUB8 (tubulin beta-8) | chr5:8042965-8044531 FORWARDvery weakly similar to (86.3)TBB_HORVUTubulin beta chain - Hordeum vulgare (Barley)not assigned beta_tubulin COG5023 alpha_tubulin	cell.organisation	31_1

CUST_13231_PI403524517	2	0.04909897	-0.1243248	-0.04909897	0.05127716	0.11946297	-0.06979275	35_3786	"Cluster: Beta transducin-like protein HET-E2C-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Beta transducin-like protein HET-E2C-like - Oryza sativa"	UniRef90_Q5JJP8	CHR4V7|COORD:10360245..10363002| transducin family protein / WD-40 repeat family protein	AT4G18905.1	CHR01V5|COORD:40794608..40789858|protein periodic tryptophan protein 1, putative, expressed	LOC_Os01g69970.1	no descriptionmoderately similar to ( 297)AT4G18905| Symbols:  | transducin family protein / WD-40 repeat family protein | chr4:10360245-10363002 FORWARDvery weakly similar to (69.3)COP1_PEAE3 ubiquitin-protein ligase COP1 - Pisum sativum (Garden pea)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned WD40 COG2319	not assigned.no ontology	35_1

CUST_80722_PI403524517	2	-0.0066041946	0.0093278885	-0.42006302	0.2102623	-0.061201096	0.0066041946	35_23152	"Cluster: PE-PGRS family protein; n=1; Anaeromyxobacter dehalogenans 2CP-C|Rep: PE-PGRS family protein - Anaeromyxobacter dehalogenans (strain 2CP-C)"	UniRef90_Q2IIH7	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	CHR05V5|COORD:4873072..4873834|protein expressed protein	LOC_Os05g08860.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323	not assigned.unknown	35_2

CUST_19352_PI403524517	2	-1.3365736	1.1643171	0.044734955	0.7763605	-0.45227432	-0.044734955	35_5610	"Cluster: Os11g0181200 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os11g0181200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IU72	0	0	CHR11V5|COORD:4079933..4080633|protein expressed protein	LOC_Os11g07911.1	no description	not assigned.unknown	35_2

CUST_18981_PI399408534	2	-0.5667825	-1.8040814	0.3143649	0.4649768	0.83211756	-0.3143649	35_36780	"Cluster: Putative mature anther-specific protein LAT61; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative mature anther-specific protein LAT61 - Oryza s"	UniRef90_Q5Z9E5	CHR1V7|COORD:29604747..29606432| brassinosteroid signalling positive regulator-related	AT1G78700.1	CHR06V5|COORD:20940123..20943278|protein brassinazole-resistant 1 protein, putative, expressed	LOC_Os06g35900.1	no descriptionvery weakly similar to (85.5)AT1G78700| Symbols:  | brassinosteroid signalling positive regulator-related | chr1:29604747-29606432 FORWARD	hormone metabolism.brassinosteroid.signal transduction.BZR	17_3_2_2

CUST_142233_PI403524517	2	0.15354681	-0.29706287	-0.014120579	0.12549019	-0.32285023	0.014120579	35_39868	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_8156_PI403524517	2	-0.025553703	-0.84469986	-0.15244102	0.05199051	0.13044643	0.025554657	35_2275	"Cluster: Malonyl CoA-acyl carrier protein transacylase containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Malonyl CoA-acyl carrier"	UniRef90_Q10MS3	CHR2V7|COORD:12890239..12892559| [acyl-carrier-protein] S-malonyltransferase/ transferase	AT2G30200.1	CHR03V5|COORD:10383326..10379780|protein malonyl CoA-acyl carrier protein transacylase, mitochondrial precursor, putative, expressed	LOC_Os03g18590.1	no descriptionhighly similar to ( 507)AT2G30200| Symbols:  | transferase | chr2:12890417-12892559 REVERSEnot assigned FabD COG3321 Acyl_transf_1	lipid metabolism.FA synthesis and FA elongation.Acetyl CoA Transacylase	11_1_2

CUST_21633_PI403524517	2	0.09039116	-0.4086342	-0.018157959	-0.086815834	0.018158913	0.14432812	35_6280	Rep: C protein beta antigen - Streptococcus agalactiae	UniRef90_Q3MUG3	"CHR5|COORD:4826546..4827983| similar to proline-rich family protein [Arabidopsis thaliana] (TAIR:At2g27380.1); similar to cell wall-plasma membrane"	AT5G14920.2	CHR06V5|COORD:24101989..24107201|protein expressed protein	LOC_Os06g40460.1	no description	not assigned.unknown	35_2

CUST_19744_PI403524517	2	0.0033311844	0.96685314	-0.06895542	-0.016990662	-0.0033311844	0.1496687	35_5720	"Cluster: Zinc finger, C3HC4 type family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Zinc finger, C3HC4 type family protein, expressed -"	UniRef90_Q10Q76	CHR1V7|COORD:18458994..18460112| zinc finger (C3HC4-type RING finger) family protein	AT1G49850.1	CHR03V5|COORD:5572937..5575131|protein RING-H2 finger protein, putative, expressed	LOC_Os03g10890.1	no descriptionvery weakly similar to (96.7)AT1G49850| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr1:18458994-18460112 REVERSEvery weakly similar to (50.8)EL5_ORYSAnot assigned not assigned RING COG5540	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_53907_PI403524517	2	0.015158653	-0.6325474	-0.21143723	-0.015159607	0.103554726	0.09305954	35_15338	Rep: Hexose transporter - Hordeum vulgare (Barley)	UniRef90_Q8GT52	"CHR4V7|COORD:16796437..16799076| TMT2 (TONOPLAST MONOSACCHARIDE TRANSPORTER2); carbohydrate transporter/ nucleoside transporter/ sugar porter"	AT4G35300.1	CHR10V5|COORD:20718587..20723092|protein hexose transporter, putative, expressed	LOC_Os10g39440.1	"no descriptionhighly similar to ( 535)AT4G35300| Symbols: TMT2 | TMT2 (TONOPLAST MONOSACCHARIDE TRANSPORTER2); carbohydrate transporter/ sugar porter | chr4:16796437-16799076 REVERSEvery weakly similar to (58.5)STA_RICCOSugar carrier protein A - Ricinus communis (Castor bean)not assigned not assigned not assigned not assigned Sugar_tr xylE MFS_1"	transporter.sugars	34_2

CUST_12758_PI404877155	2	-0.13037777	0.0010700226	0.1049881	0.088807106	-0.0010700226	-0.04420185	Contig6491_at	P0518C01.30 [Oryza sativa (japonica cultivar-group)] dbj|BAB89865.1| P0698H10.8 [Oryza sativa (japonica cultivar-group)] dbj|BAB63691.1| P05	NP_914364.1	haloacid dehalogenase-like hydrolase family protein	At5g02230.1	protein HAD-superfamily hydrolase, subfamily IA, variant 3, putative	Os01g74150	putative ripening-related protein/1.4_NF-1   T00640  NF-A1	RNA.regulation of transcription	27_3

CUST_5050_PI404877155	2	0.33727646	-0.12434769	-0.13216019	-0.0124874115	0.012486458	0.09881592	Contig16469_at	putative peroxisomal Ca-dependent solute carrier protein [Oryza sativa (japonica cultivar-group)] gb|AAP06894.1| hypothetical protein [Oryza	NP_912363.1	mitochondrial substrate carrier family protein	At3g55640.1	protein Mitochondrial carrier protein, putative	Os03g16080	NONE	transport.metabolite transporters at the mitochondrial membrane	34_9

CUST_49526_PI403524517	2	0.034327507	0.01249218	-0.07839012	-0.20734692	-0.012493134	0.02616024	35_14124	"Cluster: Putative aminopropyl transferase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative aminopropyl transferase - Oryza sativa (japonica cultivar-g"	UniRef90_Q6EN48	CHR5V7|COORD:21552655..21554879| SPDS3 (SPERMIDINE SYNTHASE 3)	AT5G53120.3	CHR02V5|COORD:8730660..8726611|protein spermidine synthase 1, putative, expressed	LOC_Os02g15550.1	 no descriptionhighly similar to ( 511)AT5G53120| Symbols: SPMS, SPDS3 | SPDS3 (SPERMIDINE SYNTHASE 3) | chr5:21552655-21554879 FORWARDmoderately similar to ( 425)SPD1_PEASpermidine synthase 1 - Pisum sativum (Garden pea)not assigned not assigned Spermine_synth PRK00811 SpeE PRK03612 COG4262 speE speE PRK04457 COG2521 	polyamine metabolism.synthesis.spermidine synthase	22_1_6

CUST_24358_PI403524517	2	0.23687077	-0.5412483	-0.14476156	0.14693403	-0.16904354	0.14476204	35_7068	"Cluster: Os03g0199000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os03g0199000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DU92	"CHR4V7|COORD:12642898..12645320| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G19380.1); similar to conserved hypothetical protein [Medicago"	AT4G24460.1	CHR12V5|COORD:19672480..19679518|protein expressed protein	LOC_Os12g32650.1	"no descriptionweakly similar to ( 125)AT4G24460| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G19380.1); similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE77682.1); similar to Os12g0511300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001066868.1) | chr4:12642898-12645320 FORWARD"	not assigned.unknown	35_2

CUST_3162_PI403524517	2	-0.18914509	-0.05064583	0.16926956	0.188344	0.050646782	-0.17467976	35_860	Rep: Dehydroascorbate reductase - Triticum aestivum (Wheat)	UniRef90_Q84UH6	"CHR1V7|COORD:28253916..28254898| DHAR2; glutathione dehydrogenase (ascorbate)"	AT1G75270.1	CHR05V5|COORD:858586..854974|protein chloride intracellular channel 6, putative, expressed	LOC_Os05g02530.1	"no descriptionmoderately similar to ( 299)AT1G75270| Symbols: DHAR2 | DHAR2; glutathione dehydrogenase (ascorbate) | chr1:28253916-28254898 REVERSEvery weakly similar to (54.7)IN21_MAIZEProtein IN2-1 - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned GST_C_DHAR Gst GST_C_CLIC GST_N_Omega GST_N_family GST_N_Phi sspA GST_N_GTT1_like GST_N_SspA GST_N_Tau GST_N_Ure2p_like"	redox.ascorbate and glutathione.ascorbate	21_2_1

CUST_19580_PI403524517	2	0.08638668	-0.3361559	-0.027235031	0.15288639	0.027234077	-0.045877457	35_5671	"Cluster: Putative co-chaperone CGE1 isoform b; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative co-chaperone CGE1 isoform b - Oryza sativa (japonica cu"	UniRef90_Q6K635	"CHR5V7|COORD:5839562..5841641| EMB1241 (EMBRYO DEFECTIVE 1241); adenyl-nucleotide exchange factor/ chaperone binding / protein binding / protein"	AT5G17710.1	CHR02V5|COORD:24085071..24088402|protein protein grpE, putative, expressed	LOC_Os02g39870.1	"no descriptionmoderately similar to ( 279)AT5G17710| Symbols: EMB1241 | EMB1241 (EMBRYO DEFECTIVE 1241); adenyl-nucleotide exchange factor/ chaperone binding / protein binding / protein homodimerization | chr5:5839562-5841641 REVERSEnot assigned not assigned GrpE GrpE GrpE PRK10325"	protein.folding	29_6

CUST_20565_PI403524517	2	-0.018849373	0.5999603	0.22091484	0.01884842	-0.15010452	-0.07746601	35_5967	"Cluster: NADP-dependent isocitrate dehydrogenase; n=1; Oryza sativa (japonica cultivar-group)|Rep: NADP-dependent isocitrate dehydrogenase - Oryza sativa (japon"	UniRef90_Q9XHX4	CHR1V7|COORD:24542751..24545524| isocitrate dehydrogenase, putative / NADP+ isocitrate dehydrogenase, putative	AT1G65930.1	CHR01V5|COORD:8167111..8173194|protein isocitrate dehydrogenase, putative, expressed	LOC_Os01g14580.1	 no descriptionmoderately similar to ( 299)AT1G65930| Symbols:  | isocitrate dehydrogenase, putative / NADP+ isocitrate dehydrogenase, putative | chr1:24542751-24545524 FORWARDmoderately similar to ( 298)IDHC_TOBACIsocitrate dehydrogenase [NADP] - Nicotiana tabacum (Common tobacco)not assigned PRK08299 Icd Iso_dh 	TCA / org. transformation.TCA.IDH	8_1_4

CUST_104766_PI403524517	2	0.053329468	1.1467714	0.112389565	-0.11213875	-0.05333042	-0.18313885	35_29850	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_4753_PI403524517	2	0.42530823	-0.9028158	-0.22402763	0.21148491	0.06832695	-0.06832647	35_1311	Rep: Inositol-3-phosphate synthase - Hordeum vulgare (Barley)	UniRef90_O65195	CHR2V7|COORD:9458981..9461018| inositol-3-phosphate synthase isozyme 2 / myo-inositol-1-phosphate synthase 2 / MI-1-P synthase 2 / IPS 2	AT2G22240.1	CHR03V5|COORD:4808864..4804733|protein inositol-3-phosphate synthase, putative, expressed	LOC_Os03g09250.1	no descriptionhighly similar to ( 914)AT2G22240| Symbols:  | inositol-3-phosphate synthase isozyme 2 / myo-inositol-1-phosphate synthase 2 / MI-1-P synthase 2 / IPS 2 | chr2:9458981-9460455 REVERSEnearly identical (1009)INO1_HORVUInositol-3-phosphate synthase - Hordeum vulgare (Barley)not assigned NAD_binding_5 INO1 Inos-1-P_synth	minor CHO metabolism.myo-inositol.InsP Synthases	3_4_3

CUST_27826_PI403524517	2	-0.021658897	0.0055379868	0.07480717	-0.0055389404	0.30132484	-0.13249302	35_8045	"Cluster: OSJNBa0072F16.18 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0072F16.18 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XTF0	"CHR3V7|COORD:9427591..9429406| similar to Os04g0462300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001053001.1); similar to B1358B12.10 [Oryza"	AT3G25805.1	CHR04V5|COORD:22876839..22875000|protein expressed protein	LOC_Os04g38850.1	"no descriptionweakly similar to ( 194)AT3G25805| Symbols:  | similar to Os04g0462300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001053001.1); similar to B1358B12.10 [Oryza sativa (japonica cultivar-group)] (GB:CAE76001.1) | chr3:9427591-9429406 REVERSE"	not assigned.unknown	35_2

CUST_20999_PI403524517	2	0.019721985	0.03475523	-0.3877983	-0.019722462	-0.069973946	0.08226538	35_6093	Rep: Os03g0375900 protein - Oryza sativa (japonica cultivar-group)	UniRef90_Q0DRK6	CHR3V7|COORD:4450911..4452563| amino acid permease family protein	AT3G13620.1	CHR03V5|COORD:14817884..14815095|protein cationic amino acid transporter, putative	LOC_Os03g25920.1	no descriptionweakly similar to ( 165)AT3G13620| Symbols:  | amino acid permease family protein | chr3:4450911-4452563 REVERSEnot assigned PotE	transport.amino acids	34_3

CUST_58811_PI403524517	2	-0.048351288	-0.063694954	-0.029302597	0.02999115	0.02930355	0.111867905	35_16781	Rep: At1g73960/F2P9_17 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q8LPF0	CHR1V7|COORD:27808834..27818094| membrane alanyl aminopeptidase	AT1G73960.1	CHR09V5|COORD:14529894..14546559|protein expressed protein	LOC_Os09g24440.1	no descriptionhighly similar to ( 523)AT1G73960| Symbols:  | membrane alanyl aminopeptidase | chr1:27808834-27818094 REVERSEnot assigned	not assigned.no ontology	35_1

CUST_19096_PI403524517	2	0.021348953	0.29851818	0.018927574	-0.26545143	-0.28231335	-0.018928528	35_5533	"Cluster: Os12g0594200 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os12g0594200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IM69	"CHR3V7|COORD:18697508..18711514| similar to Os12g0594200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001067177.1); similar to vacuolar protein"	AT3G50380.1	CHR12V5|COORD:24891645..24916694|protein protein kinase domain containing protein, expressed	LOC_Os12g40279.1	"no descriptionmoderately similar to ( 383)AT3G50380| Symbols:  | similar to Os12g0594200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001067177.1); similar to vacuolar protein sorting-associated protein vps13 [Asper (GB:XP_751674.1); contains InterPro domain Vacuolar protein sorting-associated protein; (InterPro:IPR009543) | chr3:18697508-18711514 REVERSEnot assigned MRS6"	not assigned.unknown	35_2

CUST_74948_PI403524517	2	-0.47025394	0.31052303	-0.015889168	0.5204878	-0.3258915	0.015888214	35_21486	"Cluster: Anter-specific proline-rich protein APG-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Anter-specific proline-rich protein APG-like - Oryza sat"	UniRef90_Q67WG1	CHR4|COORD:13487712..13489382| GDSL-motif lipase/hydrolase family protein, similar to family II lipase EXL3 (GI:15054386), EXL1 (GI:15054382), EXL2	AT4G26790.2	CHR06V5|COORD:25875331..25869107|protein anther-specific proline-rich protein APG, putative, expressed	LOC_Os06g43044.1	no descriptionvery weakly similar to (60.1)AT4G26790| Symbols:  | GDSL-motif lipase/hydrolase family protein | chr4:13487865-13489155 FORWARDSGNH_plant_lipase_like	misc.GDSL-motif lipase	26_28

CUST_131104_PI403524517	2	0.11474037	0.2019682	-0.008675575	-0.16666889	-0.035982132	0.008676529	35_36821	Rep: OSJNBa0038P21.12 protein - Oryza sativa (Rice)	UniRef90_Q7XKR9	"CHR3V7|COORD:8519297..8525062| PAKRP1L; microtubule motor"	AT3G23670.1	CHR04V5|COORD:16511596..16520085|protein kinesin-related family protein, expressed	LOC_Os04g28260.1	"no descriptionweakly similar to ( 189)AT3G23670| Symbols: PAKRP1L | PAKRP1L; microtubule motor | chr3:8519297-8525062 FORWARDKinesin-related"	cell.organisation	31_1

CUST_5738_PI403524517	2	0.1354723	0.6010599	-0.12778664	-0.1482811	-0.039582253	0.039582253	35_1585	"Cluster: Acyl CoA binding protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Acyl CoA binding protein, expressed - Oryza sativa (japonica"	UniRef90_Q10P83	CHR5V7|COORD:21727723..21729617| ACBP1 (ACYL-COA BINDING PROTEIN)	AT5G53470.1	CHR03V5|COORD:7570923..7576500|protein acyl CoA binding protein, expressed	LOC_Os03g14000.1	no descriptionvery weakly similar to (91.7)AT4G27780| Symbols: ACBP2 | ACBP2 (ACYL-COA BINDING PROTEIN ACBP 2) | chr4:13847780-13849635 FORWARDnot assigned not assigned not assigned not assigned DUF1421 ACBP Atrophin-1 Tymo_45kd_70kd	lipid metabolism.FA synthesis and FA elongation.acyl-CoA binding protein	11_1_13

CUST_52092_PI403524517	2	-0.06490421	-0.11294556	-0.0324955	0.15138435	0.13180256	0.0324955	35_14846	Rep: Villin-2 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_O81644	"CHR2V7|COORD:17418040..17423956| VLN2 (VILLIN 2); actin binding"	AT2G41740.1	CHR03V5|COORD:13755895..13767519|protein villin-3, putative, expressed	LOC_Os03g24220.3	"no descriptionhighly similar to ( 662)AT2G41740| Symbols: VLN2 | VLN2 (VILLIN 2); actin binding | chr2:17418040-17423956 REVERSEnot assigned not assigned not assigned not assigned GEL VHP VHP Gelsolin PRK07003"	cell.organisation	31_1

CUST_9211_PI404877155	2	-0.0013241768	0.3039322	0.15316248	-0.1403532	0.0013246536	-0.15309525	Contig3007_at	cytochrome reductase [Triticum aestivum]	AAP80673.1	ubiquinol-cytochrome C reductase complex ubiquinone-binding protein, putative / ubiquinol-cytochrome C reductase	At3g10860.1	protein hypothetical protein	Os06g07970	Similar to S.tuberosum ubiquinol cytochrome c reductase. (X79275)	mitochondrial electron transport / ATP synthesis.cytochrome c reductase	9_5

CUST_15026_PI404877155	2	0.066970825	0.26124382	-0.040966034	-0.13724518	-0.15389252	0.040964127	Contig8894_at	chromatin complex subunit A101 [Zea mays]	AAL73042.1	SNF2 domain-containing protein / helicase domain-containing protein	At5g66750.1	protein Transposable element protein, putative	Os03g51230	0	RNA.regulation of transcription.Chromatin Remodeling Factors	27_3_44

CUST_11789_PI403524517	2	0.12038517	0.076042175	-0.111141205	-0.0674696	-0.07674408	0.06746864	35_3352	Rep: Beta 1,3 glucan synthase - Lolium multiflorum (Italian ryegrass) (Lolium perenne subsp.multiflorum)	UniRef90_Q6WGM8	"CHR3V7|COORD:2265148..2279389| ATGSL10 (GLUCAN SYNTHASE-LIKE 10); 1,3-beta-glucan synthase"	AT3G07160.1	CHR03V5|COORD:1045101..1054049|protein 1,3-beta-glucan synthase component bgs3, putative, expressed	LOC_Os03g02756.1	" no descriptionhighly similar to ( 773)AT3G07160| Symbols: GSL10, ATGSL10 | ATGSL10 (GLUCAN SYNTHASE-LIKE 10); 1,3-beta-glucan synthase | chr3:2265148-2279389 REVERSEnot assigned Glucan_synthase "	minor CHO metabolism.callose	3_6

CUST_26752_PI403524517	2	-0.52517414	0.04182625	-0.026641846	0.026640892	0.124848366	-0.119781494	35_7749	"Cluster: Os01g0201900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0201900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JPT8	0	0	CHR01V5|COORD:5593039..5588499|protein expressed protein	LOC_Os01g10530.1	no description	not assigned.unknown	35_2

CUST_10162_PI404877155	2	0.7120266	-1.8987207	-1.9750547	0.8080988	0.13127995	-0.13127899	Contig3875_s_at	putative LHY protein [Oryza sativa (japonica cultivar-group)]	BAC99516.1	myb family transcription factor	At1g01060.1	protein expressed protein	Os08g06110	NONE	RNA.regulation of transcription.MYB-related transcription factor family	27_3_26

CUST_3648_PI403524517	2	-0.017385483	-0.11137295	0.17695093	0.017385483	0.71825695	-0.27970886	35_994	"Cluster: Putative sucrose-phosphate synthase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative sucrose-phosphate synthase - Oryza sativa (japonica"	UniRef90_Q67WN8	"CHR5V7|COORD:6844996..6849999| ATSPS1F (sucrose phosphate synthase 1F); sucrose-phosphate synthase/ transferase, transferring glycosyl groups"	AT5G20280.1	CHR06V5|COORD:26249272..26241008|protein sucrose-phosphate synthase 1, putative, expressed	LOC_Os06g43630.1	" no descriptionhighly similar to ( 663)AT5G20280| Symbols: ATSPS1F | ATSPS1F (sucrose phosphate synthase 1F); sucrose-phosphate synthase/ transferase, transferring glycosyl groups | chr5:6844996-6849999 REVERSEhighly similar to ( 669)SPS_SOLTUSucrose-phosphate synthase - Solanum tuberosum (Potato)not assigned RfaG Glycos_transf_1 S6PP "	major CHO metabolism.synthesis.sucrose.SPS	2_1_1_1

CUST_12554_PI403524517	2	0.019955635	-0.27866268	-0.019954681	0.11287975	-0.11800861	0.10812664	35_3584	"Cluster: Os09g0502200 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0502200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J0Q3	CHR3V7|COORD:2332330..2333931| glycosyl hydrolase family 17 protein	AT3G07320.1	CHR09V5|COORD:19437299..19433293|protein glucan endo-1,3-beta-glucosidase A6 precursor, putative, expressed	LOC_Os09g32550.2	 no descriptionmoderately similar to ( 431)AT3G07320| Symbols:  | glycosyl hydrolase family 17 protein | chr3:2332330-2333931 REVERSEmoderately similar to ( 248)E13B_WHEATGlucan endo-1,3-beta-glucosidase precursor - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Glyco_hydro_17 X8 Herpes_BLLF1 PRK07003 Atrophin-1 PRK12323 PRK07764 APC_basic AF-4 HPC2 PRK12678 Tymo_45kd_70kd Herpes_TAF50 DUF566 KAR9 DUF390 Pneumo_att_G TT_ORF1 PRK05648 Herpes_UL32 SerH DUF1421 Chon_Sulph_att Extensin_2 Syndecan infB PRK09169 DUF1509 Sporozoite_P67 IER 	misc.beta 1,3 glucan hydrolases	26_4

CUST_169780_PI403524517	2	-0.017456055	0.15060997	0.011127472	-0.011129379	0.046520233	-0.043022156	35_47292	"Cluster: Putative 60S ribosomal protein L28; n=3; Oryza sativa (japonica cultivar-group)|Rep: Putative 60S ribosomal protein L28 - Oryza sativa (japonica"	UniRef90_Q6K705	CHR2V7|COORD:8518834..8520077| structural constituent of ribosome	AT2G19730.2	CHR02V5|COORD:35252366..35250270|protein 60S ribosomal protein L28, putative, expressed	LOC_Os02g57540.1	no descriptionweakly similar to ( 196)AT2G19730| Symbols:  | 60S ribosomal protein L28 (RPL28A) | chr2:8518834-8520077 FORWARDnot assigned Ribosomal_L28e	protein.synthesis.misc ribososomal protein	29_2_2

CUST_79423_PI403524517	2	0.040531635	0.28598356	0.09755659	-0.040532112	-0.17052078	-0.124277115	35_22782	"Cluster: Hypothetical protein P0434E03.26; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0434E03.26 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6ZA05	"CHR5V7|COORD:6595750..6597726| similar to Os08g0387500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001061714.1); similar to unknown [Striga"	AT5G19540.1	CHR08V5|COORD:18179300..18175984|protein expressed protein	LOC_Os08g29780.1	"no descriptionweakly similar to ( 184)AT5G19540| Symbols:  | similar to Os08g0387500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001061714.1); similar to unknown [Striga asiatica] (GB:ABE66393.1) | chr5:6595750-6597726 FORWARD"	not assigned.unknown	35_2

CUST_1660_PI399408534	2	0.09327984	0.60344124	0.09903097	-0.09327984	-0.17130613	-0.12937117	35_7454	"Cluster: Putative S-locus receptor kinase; n=1; Triticum aestivum|Rep: Putative S-locus receptor kinase - Triticum aestivum (Wheat)"	UniRef90_Q56DH9	"CHR4V7|COORD:11394469..11397485| B120; protein kinase/ sugar binding"	AT4G21390.1	CHR04V5|COORD:31958289..31954491|protein ATP binding protein, putative, expressed	LOC_Os04g53994.1	"no descriptionweakly similar to ( 174)AT4G21390| Symbols: B120 | B120; protein kinase/ sugar binding | chr4:11394469-11397485 REVERSEweakly similar to ( 181)SLSG3_BRAOLS-locus-specific glycoprotein S13 precursor - Brassica oleracea (Wild cabbage)B_lectin B_lectin S_locus_glycop B_lectin"	signalling.receptor kinases.S-locus glycoprotein like	30_2_24

CUST_25058_PI403524517	2	0.036901474	0.59608364	0.16562939	-0.151865	-0.10111046	-0.036901474	35_7271	"Cluster: Os03g0184600 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os03g0184600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DUI3	CHR4V7|COORD:16067992..16069377| terpene cyclase/mutase-related	AT4G33360.1	CHR03V5|COORD:4423132..4425589|protein dihydroflavonol-4-reductase, putative, expressed	LOC_Os03g08630.1	no descriptionweakly similar to ( 162)AT4G33360| Symbols:  | terpene cyclase/mutase-related | chr4:16067992-16069377 REVERSE	secondary metabolism.flavonoids.flavonols	16_8_4

CUST_73465_PI403524517	2	0.11201763	0.55533504	-0.11201763	-0.23445702	-0.12961292	0.24174023	35_21067	"Cluster: Os01g0768700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0768700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JIZ6	CHR2V7|COORD:14675732..14680686| EMB1611/MEE22 (EMBRYO DEFECTIVE 1611, maternal effect embryo arrest 22)	AT2G34780.1	CHR01V5|COORD:32751304..32754357|protein expressed protein	LOC_Os01g56290.1	 no descriptionvery weakly similar to (64.3)AT2G34780| Symbols: EMB1611, MEE22 | EMB1611/MEE22 (EMBRYO DEFECTIVE 1611, maternal effect embryo arrest 22) | chr2:14675732-14680686 FORWARD	not assigned.no ontology	35_1

CUST_25095_PI403524517	2	0.17312336	-0.6845169	-0.28556252	0.025158882	-0.025159836	0.104486465	35_7281	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_34721_PI403524517	2	-0.11325359	0.17628765	-0.17806053	-0.00806427	0.00806427	0.16049671	35_10012	"Cluster: Os04g0522800 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os04g0522800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JBN1	CHR3V7|COORD:168485..169414| oxygen evolving enhancer 3 (PsbQ) family protein	AT3G01440.1	CHR04V5|COORD:25939763..25947699|protein expressed protein	LOC_Os04g44190.1	 no descriptionvery weakly similar to (67.0)AT3G01440| Symbols:  | oxygen evolving enhancer 3 (PsbQ) family protein | chr3:168485-169414 FORWARDvery weakly similar to (54.7)PSBQ_SPIOLOxygen-evolving enhancer protein 3, chloroplast precursor - Spinacia oleracea (Spinach)PsbQ 	PS.lightreaction.photosystem II.PSII polypeptide subunits	1_1_1_2

CUST_31692_PI403524517	2	0.11260319	-0.22494984	-0.49364376	0.054481506	-0.008673668	0.008673668	35_9143	"Cluster: Hypothetical protein P0445H04.43; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0445H04.43 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5SMR2	"CHR5V7|COORD:4733865..4734518| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G01516.1); similar to hypothetical protein [Oryza sativa (japonica"	AT5G14690.1	CHR01V5|COORD:27348485..27344773|protein expressed protein	LOC_Os01g47280.1	no description	not assigned.unknown	35_2

CUST_55974_PI403524517	2	0.0660696	-0.46278763	-0.083512306	0.0061178207	-0.0061187744	0.033124924	35_15929	"Cluster: 26S proteasome non-ATPase regulatory subunit 6; n=4; Oryza sativa|Rep: 26S proteasome non-ATPase regulatory subunit 6 - Oryza sativa (Rice)"	UniRef90_Q8W425	CHR4|COORD:12789040..12792732| 26S proteasome regulatory subunit, putative (RPN7), contains similarity to ubiquitin activating enzyme GI:3647283 from (Lycopersi	AT4G24820.2	CHR02V5|COORD:23455595..23460059|protein 26S proteasome non-ATPase regulatory subunit 6, putative, expressed	LOC_Os02g38810.1	 no descriptionweakly similar to ( 150)AT4G24820| Symbols:  | 26S proteasome regulatory subunit, putative (RPN7) | chr4:12790481-12792609 REVERSEweakly similar to ( 151)PSMD6_ORYSAnot assigned RPN7 PINT PCI 	protein.degradation.ubiquitin.proteasom	29_5_11_20

CUST_19765_PI404877155	2	0.46158123	-3.476728	-1.0117846	1.7846632	1.0038533	-0.46158075	X89023_x_at	chlorophyll a/b-binding protein type I precursor - barley emb|CAA61432.1| LHCII type I protein [Hordeum vulgare subsp. vulgare]	T05938	chlorophyll A-B binding protein / LHCII type I (LHB1B2)	At2g34420.1	protein Chlorophyll A-B binding protein, putative	Os01g52240	chlorophyll a/b-binding protein WCAB precursor	PS.lightreaction.photosystem II.LHC-II	1_01_01_01

CUST_1585_PI404877155	2	0.04483223	-0.46379948	-0.04358101	0.13752651	0.02641201	-0.02641201	Contig11778_at	probable ATP-dependent CLPB protein [imported] - Arabidopsis thaliana	G84644	heat shock protein 100, putative / HSP100, putative / heat shock protein clpB, putative / HSP100/ClpB, putativ	At2g25140.1	protein Clp amino terminal domain, putative	Os02g08490	heat shock protein 100, putative / HSP100, putative / heat shock protein clpB, putative / HSP100/ClpB, putative, similar to HSP100/ClpB GI:9651530 (Phaseolus lunatus)	stress.abiotic.heat	20_2_1

CUST_23819_PI403524517	2	-0.018870354	-0.2061863	-0.21534061	0.018870354	0.122597694	0.16772938	35_6921	"Cluster: Hypothetical protein OJ1743_B12.24; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1743_B12.24 - Oryza sativa (japonica cultiv"	UniRef90_Q6ZGY7	"CHR2V7|COORD:18415921..18416862| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G60200.1); similar to OSJNBb0016D16.16 [Oryza sativa (japonica"	AT2G44600.1	CHR02V5|COORD:28274172..28272447|protein transposon protein, putative, unclassified, expressed	LOC_Os02g46420.1	"no descriptionvery weakly similar to (72.4)AT2G44600| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G60200.1); similar to OSJNBb0016D16.16 [Oryza sativa (japonica cultivar-group)] (GB:CAE04325.1); similar to Os02g0689500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001047784.1); similar to Os10g0567600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001065435.1) | chr2:18415921-18416862 FORWARDnot assigned not assigned not assigned not assigned not assigned PRK07003 PRK07764 PRK12323 PRK12678 APC_basic PRK12372"	not assigned.unknown	35_2

CUST_14509_PI403524517	2	0.07214165	0.24384594	-0.16415024	-0.10144234	-0.047089577	0.047089577	35_4173	"Cluster: F-box domain, putative; n=1; Oryza sativa (japonica cultivar-group)|Rep: F-box domain, putative - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53MM4	CHR3V7|COORD:19312850..19315205| F-box family protein / WD-40 repeat family protein	AT3G52030.1	CHR11V5|COORD:4136381..4130244|protein F-box domain containing protein, expressed	LOC_Os11g07970.1	no descriptionmoderately similar to ( 348)AT3G52030| Symbols:  | F-box family protein / WD-40 repeat family protein | chr3:19312850-19315205 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned WD40 COG2319	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_166951_PI403524517	2	0.12060928	-0.35007286	-0.27298546	-0.017912865	0.2587824	0.017912865	35_46507	"Cluster: Putative very-long-chain fatty acid condensing enzyme; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative very-long-chain fatty acid condensing"	UniRef90_Q650T5	CHR5V7|COORD:2468240..2473658| formin homology 2 domain-containing protein / FH2 domain-containing protein	AT5G07760.1	CHR09V5|COORD:20356971..20358605|protein acyltransferase, putative, expressed	LOC_Os09g34930.1	no description	not assigned.unknown	35_2

CUST_138821_PI403524517	2	0.041501045	0.3942814	0.028033257	-0.24599934	-0.028033257	-0.11845112	35_38939	"Cluster: Putative peptidylprolyl isomerase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative peptidylprolyl isomerase - Oryza sativa (japonica cultivar"	UniRef90_Q69JF7	CHR4V7|COORD:16648870..16650651| peptidyl-prolyl cis-trans isomerase, putative / cyclophilin, putative / rotamase, putative	AT4G34960.1	CHR09V5|COORD:21151255..21153877|protein peptidyl-prolyl cis-trans isomerase CYP19-4 precursor, putative, expressed	LOC_Os09g36670.1	 no descriptionvery weakly similar to (79.3)AT4G34960| Symbols:  | peptidyl-prolyl cis-trans isomerase, putative / cyclophilin, putative / rotamase, putative | chr4:16648870-16650651 FORWARDvery weakly similar to (70.5)CYPH_CATROPeptidyl-prolyl cis-trans isomerase - Catharanthus roseus (Rosy periwinkle) (Madagascar periwinkle)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned cyclophilin_ABH_like Pro_isomerase cyclophilin PpiB cyclophilin_WD40 cyclophilin_SpCYP2_like Cyclophilin_PPIL3_like cyclophilin_RING cyclophilin_CeCYP16-like cyclophilin_RRM 	cell.cycle.peptidylprolyl isomerase	31_3_1

CUST_31532_PI403524517	2	0.30719185	-0.13949871	-0.39660835	0.1018877	-0.1018877	0.18396759	35_9102	"Cluster: Putative chloride channel protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative chloride channel protein - Oryza sativa (japonica cultivar"	UniRef90_Q6ZDC2	CHR5V7|COORD:12566510..12569535| chloride channel-like (CLC) protein, putative	AT5G33280.1	CHR08V5|COORD:12344384..12350669|protein chloride channel-like protein CLC-g, putative, expressed	LOC_Os08g20570.1	 no descriptionvery weakly similar to (92.8)AT5G33280| Symbols:  | chloride channel-like (CLC) protein, putative | chr5:12566510-12569535 FORWARDnot assigned 	transport.unspecified anions	34_18

CUST_21831_PI399408534	2	0.055329323	0.6296482	0.1473341	-0.4828472	-0.43961143	-0.055329323	35_13123	Rep: H0404F02.3 protein - Oryza sativa (Rice)	UniRef90_Q01KJ4	CHR2V7|COORD:19199175..19201726| rac GTPase activating protein, putative	AT2G46710.1	CHR04V5|COORD:28886945..28890503|protein rac GTPase activating protein 2, putative, expressed	LOC_Os04g48790.1	 no descriptionvery weakly similar to (67.4)AT1G08340| Symbols:  | rac GTPase activating protein, putative | chr1:2631305-2632666 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12678 TT_ORF1 PRK07764 DUF566 Tymo_45kd_70kd 	signalling.G-proteins	30_5

CUST_70796_PI403524517	2	0.027915955	0.3915329	0.0715065	-0.113965034	-0.02849102	-0.027915955	35_20284	"Cluster: Os11g0550900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os11g0550900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IS75	CHR5V7|COORD:17561301..17562581| similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABA94193.2)	AT5G43680.1	CHR11V5|COORD:19986769..19981352|protein expressed protein	LOC_Os11g34950.2	no description	not assigned.unknown	35_2

CUST_46755_PI403524517	2	-0.031033516	0.032649994	-0.079995155	-0.075146675	0.04115677	0.03103447	35_13388	"Cluster: E2F dimerization factor; n=1; Oryza sativa (japonica cultivar-group)|Rep: E2F dimerization factor - Oryza sativa (japonica cultivar-group)"	UniRef90_Q84VA0	0	0	CHR03V5|COORD:2849473..2854941|protein transcription factor Dp-1, putative, expressed	LOC_Os03g05760.1	no description	not assigned.unknown	35_2

CUST_26023_PI403524517	2	0.13405418	0.06736565	-0.026359558	-0.042280197	0.026358604	-0.035936356	35_7540	"Cluster: Hypothetical protein At2g38430; n=3; Arabidopsis thaliana|Rep: Hypothetical protein At2g38430 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_O80908	"CHR2V7|COORD:16100028..16101888| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G54310.1); similar to Os02g0504100 [Oryza sativa (japonica"	AT2G38430.1	CHR02V5|COORD:17899248..17903305|protein expressed protein	LOC_Os02g30140.2	"no descriptionweakly similar to ( 175)AT2G38430| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G54310.1); similar to Os02g0504100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001046910.1) | chr2:16100028-16101888 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07764 Tymo_45kd_70kd PRK12323 Extensin_2 Atrophin-1 PRK07003 DUF1421 PRK05648 Herpes_BLLF1"	not assigned.unknown	35_2

CUST_19916_PI399408534	2	-0.047232628	-0.20099545	0.10736084	0.2068901	-0.08776283	0.047231674	35_4121	Rep: P-type ATPase - Hordeum vulgare (Barley)	UniRef90_Q94IM4	CHR5|COORD:23126698..23134770| calcium-transporting ATPase 8, plasma membrane-type / Ca(2+)-ATPase isoform 8 (ACA8), identical to calcium-transporting ATPase 8,	AT5G57110.2	CHR08V5|COORD:25526882..25519175|protein calcium-transporting ATPase 9, plasma membrane-type, putative, expressed	LOC_Os08g40530.2	" no descriptionhighly similar to ( 557)AT5G57110| Symbols: AT-ACA8 | ACA8 (AUTOINHIBITED CA2+ -ATPASE, ISOFORM 8); calmodulin binding | chr5:23126955-23134083 REVERSEmoderately similar to ( 387)ACA1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned MgtA ZntA PRK10517 PRK01122 KdpB zntA Cation_ATPase_C PRK10671 Hydrolase "	signalling.calcium	30_3

CUST_20169_PI403524517	2	0.0922966	-0.7677355	-0.13840485	0.051382065	0.062895775	-0.05138302	35_5846	"Cluster: Cytochrome c6, chloroplast precursor; n=2; Arabidopsis thaliana|Rep: Cytochrome c6, chloroplast precursor - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q93VA3	CHR5V7|COORD:18192793..18194078| cytochrome c6 (ATC6)	AT5G45040.1	CHR07V5|COORD:22798503..22797127|protein cytochrome c6, putative, expressed	LOC_Os07g38000.1	no descriptionweakly similar to ( 171)AT5G45040| Symbols:  | cytochrome c6 (ATC6) | chr5:18192793-18194078 REVERSECccA	PS.lightreaction.other electron carrier (ox/red)	1_1_5

CUST_16355_PI403524517	2	0.047294617	0.3723421	-0.014426231	0.014427185	-0.08010292	-0.014426231	35_4717	"Cluster: Pentatricopeptide (PPR) repeat-containing protein-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Pentatricopeptide (PPR)"	UniRef90_Q6ZFC1	"CHR4|COORD:10391976..10393904| similar to pentatricopeptide (PPR) repeat-containing protein [Arabidopsis thaliana] (TAIR:At4g21190.1); contains"	AT4G18975.2	CHR07V5|COORD:21619751..21622729|protein EMB1417, putative, expressed	LOC_Os07g36180.1	no descriptionmoderately similar to ( 261)AT4G18975| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr4:10392181-10393514 REVERSE	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_16378_PI403524517	2	0.09893036	0.026046753	-0.047603607	-0.10711479	-0.026047707	0.11139488	35_4724	"Cluster: Tub family, putative; n=3; Oryza sativa (japonica cultivar-group)|Rep: Tub family, putative - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53PP5	"CHR1V7|COORD:28887635..28889271| AtTLP1 (TUBBY LIKE PROTEIN 1); phosphoric diester hydrolase/ transcription factor"	AT1G76900.2	CHR11V5|COORD:3094367..3098577|protein tubby-like protein, putative, expressed	LOC_Os11g06420.1	"no descriptionmoderately similar to ( 382)AT1G76900| Symbols: AtTLP1 | AtTLP1 (TUBBY LIKE PROTEIN 1); phosphoric diester hydrolase/ transcription factor | chr1:28887635-28889271 FORWARDnot assigned Tub"	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_137830_PI403524517	2	0.22720814	-0.009943962	-0.48755836	0.009944916	-0.32759857	0.16222763	35_38652	Rep: H0306F03.14 protein - Oryza sativa (Rice)	UniRef90_Q25A61	"CHR1V7|COORD:27203395..27214784| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G27010.1); similar to OSIGBa0148A10.3 [Oryza sativa (indica"	AT1G72270.1	CHR04V5|COORD:32560061..32558580|protein expressed protein	LOC_Os04g55130.1	"no descriptionvery weakly similar to (58.9)AT1G72270| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G27010.1); similar to OSIGBa0148A10.3 [Oryza sativa (indica cultivar-group)] (GB:CAH66826.1); similar to OSJNBa0053K19.25 [Oryza sativa (japonica cultivar-group)] (GB:CAE03517.2); similar to hypothetical protein MtrDRAFT_AC144477g7v1 [Medicago truncatula] (GB:ABE93294.1); contains domain ARM repeat (SSF48371); contains domain FAMILY NOT NAMED (PTHR22930) | chr1:27203395-27214784 REVERSE"	not assigned.unknown	35_2

CUST_2532_PI403524517	2	0.20777798	0.46294212	0.07409048	-0.36184883	-0.074090004	-0.2064352	35_689	"Cluster: Os03g0143800 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os03g0143800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DV83	CHR5V7|COORD:6098595..6104785| KLK (KLUNKER)	AT5G18410.2	CHR03V5|COORD:2412033..2428326|protein protein PIR, putative, expressed	LOC_Os03g05020.1	 no descriptionhighly similar to ( 597)AT5G18410| Symbols: PIR, SRA1, KLK, PIR121, PIRP | KLK (KLUNKER) | chr5:6098595-6104785 REVERSEnot assigned FragX_IP 	not assigned.no ontology	35_1

CUST_60194_PI403524517	2	-0.16190767	0.53111553	-0.2579155	0.16190767	-0.68174696	0.24319744	35_17157	Rep: Cellulose synthase-like protein D4 - Populus tremuloides (Quaking aspen)	UniRef90_Q8GUZ9	"CHR5V7|COORD:5561682..5565293| ATCSLD2 (Cellulose synthase-like D2); cellulose synthase/ transferase, transferring glycosyl groups"	AT5G16910.1	CHR06V5|COORD:664407..659149|protein CSLD2 - cellulose synthase-like family D, expressed	LOC_Os06g02180.1	" no descriptionnearly identical (1242)AT5G16910| Symbols: CSLD2, ATCSLD2 | ATCSLD2 (Cellulose synthase-like D2); cellulose synthase/ transferase, transferring glycosyl groups | chr5:5561682-5565293 FORWARDnot assigned Cellulose_synt bcsA COG1215 "	cell wall.cellulose synthesis.cellulose synthase	10_2_1

CUST_66612_PI403524517	2	-0.008915901	-0.10014343	0.008915901	0.13987637	0.15108585	-0.029896736	35_19021	"Cluster: Leucine-rich repeat resistance protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Leucine-rich repeat resistance"	UniRef90_Q10Q29	CHR5V7|COORD:24646711..24649184| protein binding	AT5G61240.1	CHR03V5|COORD:5824111..5819824|protein leucine-rich repeat resistance protein, putative, expressed	LOC_Os03g11340.1	no descriptionmoderately similar to ( 457)AT5G61240| Symbols:  | protein binding | chr5:24646711-24649184 FORWARDweakly similar to ( 112)RPK1_IPONIReceptor-like protein kinase precursor - Ipomoea nil (Japanese morning glory) (Pharbitis nil)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG4886 LRR_RI	stress.biotic	20_1

CUST_90149_PI403524517	2	0.14047813	0.67429686	-0.0148973465	-0.041028976	-0.08702946	0.014897823	35_25787	"Cluster: Os05g0177100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0177100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DKB4	CHR3V7|COORD:19413998..19415170| F-box family protein	AT3G52320.1	CHR05V5|COORD:4288441..4287115|protein F-box domain containing protein	LOC_Os05g07950.1	no description	not assigned.unknown	35_2

CUST_11401_PI403524517	2	0.16137886	-0.06315136	-0.039910316	0.029857635	-0.02985859	0.06568527	35_3234	"Cluster: OSIGBa0092E01.1 protein; n=3; Oryza sativa|Rep: OSIGBa0092E01.1 protein - Oryza sativa (Rice)"	UniRef90_Q01ID4	CHR5V7|COORD:5311366..5315499| RNA recognition motif (RRM)-containing protein	AT5G16260.1	CHR04V5|COORD:24615306..24620689|protein splicing factor U2AF-associated protein 2, putative, expressed	LOC_Os04g41910.1	no descriptionmoderately similar to ( 456)AT5G16260| Symbols:  | RNA recognition motif (RRM)-containing protein | chr5:5311366-5315499 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG0724 RRM_1 RRM	RNA.RNA binding	27_4

CUST_179872_PI403524517	2	-0.04731083	0.15370464	-0.027153969	0.027153969	0.09444523	-0.33145142	35_50024	"Cluster: BZIP protein-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: BZIP protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5QMW2	"CHR1V7|COORD:19488090..19490873| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G25590.1); similar to Spectrin repeat [Medicago truncatula]"	AT1G52320.2	CHR05V5|COORD:19095223..19100596|protein expressed protein	LOC_Os05g32760.1	"no descriptionmoderately similar to ( 276)AT1G52320| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G25590.1); similar to Spectrin repeat [Medicago truncatula] (GB:ABE93358.1); similar to Os05g0394200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001055459.1); contains InterPro domain Protein of unknown function DUF632; (InterPro:IPR006867); contains InterPro domain Protein of unknown function DUF630; (InterPro:IPR006868) | chr1:19488090-19490873 FORWARDDUF632"	not assigned.unknown	35_2

CUST_8882_PI399408534	2	0.1953721	0.74888086	0.103517056	-0.21871758	-0.30380392	-0.10351753	35_18482	"Cluster: PAPA-1-like conserved region family protein, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: PAPA-1-like conserved region family protein, e"	UniRef90_Q2QNL8	CHR1V7|COORD:21150430..21153133| PAPA-1-like family protein / zinc finger (HIT type) family protein	AT1G56460.1	CHR12V5|COORD:22942656..22939381|protein PAPA-1-like conserved region family protein, expressed	LOC_Os12g37430.4	no descriptionweakly similar to ( 200)AT1G56460| Symbols:  | PAPA-1-like family protein / zinc finger (HIT type) family protein | chr1:21150430-21153133 FORWARDnot assigned not assigned not assigned not assigned not assigned PAPA-1	RNA.regulation of transcription.unclassified	27_3_99

CUST_90167_PI403524517	2	0.18028688	0.039242744	0.045187473	-0.039242744	-0.24973106	-0.18956709	35_25791	"Cluster: Glycosyl transferase, group 1; n=1; Anaeromyxobacter sp. Fw109-5|Rep: Glycosyl transferase, group 1 - Anaeromyxobacter sp. Fw109-5"	UniRef90_A1I3U2	0	0	CHR05V5|COORD:15734058..15733558|protein ligA, putative	LOC_Os05g27180.1	no description	not assigned.unknown	35_2

CUST_15726_PI403524517	2	0.33213234	0.36119413	0.025176048	-0.17858076	-0.025176048	-0.27325964	35_4539	"Cluster: Chloroplast RelA homologue 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Chloroplast RelA homologue 1 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q9AYT5	"CHR4V7|COORD:985451..991178| RSH1 (RELA-SPOT HOMOLOG); catalytic"	AT4G02260.2	CHR03V5|COORD:12674079..12685290|protein relA-SpoT like protein RSH1, putative, expressed	LOC_Os03g22160.1	" no descriptionhighly similar to ( 765)AT4G02260| Symbols: AT-RSH1, RSH1 | RSH1 (RELA-SPOT HOMOLOG); catalytic | chr4:985451-991178 FORWARDnot assigned SpoT PRK11092 relA RelA_SpoT TGS_RelA_SpoT TGS TGS COG2357 "	not assigned.no ontology	35_1

CUST_1623_PI404877155	2	-0.19049644	0.1931839	-0.0687561	0.0687561	-0.12457752	0.6070566	Contig11836_at	beta-fructofuranosidase, putative / invertase, putative / saccharase, putative / beta-fructosidase, putative [Arabidopsis	NP_564177.1	beta-fructofuranosidase, putative / invertase, putative / saccharase, putative / beta-fructosidase, putative	At1g22650.1	protein invertase, putative	Os11g07440	CaDHerin family member (cdh-6)	major CHO metabolism.degradation.sucrose.invertases.neutral	2_2_1_03_01

CUST_167207_PI403524517	2	0.04476118	-0.24671412	-0.044760704	0.11837864	1.5425773	-0.5378027	35_46575	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_20155_PI403524517	2	0.104813576	-0.073251724	-0.08435154	-0.01941967	0.14450455	0.019418716	35_5842	"Cluster: Hypothetical protein OSJNBa0035J16.6; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0035J16.6 - Oryza sativa (japonica cu"	UniRef90_Q6ATY7	CHR3V7|COORD:7602015..7603727| cobalt ion transporter	AT3G21580.2	CHR05V5|COORD:19399724..19405431|protein cobalt ion transporter, putative, expressed	LOC_Os05g33230.1	no descriptionweakly similar to ( 105)AT3G21580| Symbols:  | cobalt ion transporter | chr3:7602015-7603727 REVERSE	transport.metal	34_12

CUST_99330_PI403524517	2	0.19801903	-0.8777485	-0.20294762	0.009174347	0.045466423	-0.009175301	35_28352	"Cluster: Non-specific lipid transfer protein 6; n=1; Hordeum vulgare subsp. vulgare|Rep: Non-specific lipid transfer protein 6 - Hordeum vulgare var. distichum"	UniRef90_Q5UNP2	"CHR5V7|COORD:23946277..23946718| LTP3 (LIPID TRANSFER PROTEIN 3); lipid binding"	AT5G59320.1	CHR12V5|COORD:722133..723250|protein nonspecific lipid-transfer protein 5 precursor, putative, expressed	LOC_Os12g02290.1	"no descriptionvery weakly similar to (63.5)AT5G59320| Symbols: LTP3 | LTP3 (LIPID TRANSFER PROTEIN 3); lipid binding | chr5:23946277-23946718 FORWARDweakly similar to ( 116)NLTP4_ORYSAnsLTP1 Tryp_alpha_amyl AAI_LTSS"	lipid metabolism.lipid transfer proteins etc	11_6

CUST_12957_PI399408534	2	0.15333557	-0.1533351	0.33218288	0.25659847	-0.15612745	-0.187881	35_27627	"Cluster: RNA helicase-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: RNA helicase-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69TI6	CHR1V7|COORD:9122017..9125355| RNA helicase, putative	AT1G26370.1	CHR06V5|COORD:4658378..4666062|protein ATP-dependent RNA helicase DHX8, putative, expressed	LOC_Os06g09280.1	 no descriptionweakly similar to ( 198)AT1G26370| Symbols:  | RNA helicase, putative | chr1:9122017-9125355 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned HrpA PRK11131 PRK11664 DEXHc DEXDc DEXDc 	RNA.processing.RNA helicase	27_1_2

CUST_36000_PI403524517	2	0.37440395	0.18689299	-0.14898396	0.061832905	-0.5134978	-0.06183338	35_10381	"Cluster: Putative ATP-dependent RNA helicase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ATP-dependent RNA helicase - Oryza sativa (japonica cult"	UniRef90_Q8LIE5	CHR3V7|COORD:8063070..8064482| leucine-rich repeat family protein / extensin family protein	AT3G22800.1	CHR07V5|COORD:27053648..27057948|protein ATP-dependent RNA helicase DDX52, putative, expressed	LOC_Os07g45360.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_89341_PI403524517	2	0.015036583	-0.0112781525	0.011277676	-0.26589155	-0.12638664	0.027799606	35_25558	"Cluster: Putative Nucleoporin Nup43; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Nucleoporin Nup43 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6YTK1	CHR4V7|COORD:7758606..7760888| leucine-rich repeat family protein / extensin family protein	AT4G13340.1	CHR08V5|COORD:10145728..10150455|protein expressed protein	LOC_Os08g16600.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07764 Extensin_2 Atrophin-1 PRK12323 DUF1421 PRK07003 FAP GRASP55_65 Tymo_45kd_70kd IER Drf_FH1 PRK05648 PRK08853 PRK12678 HPC2 Pneumo_att_G Totivirus_coat tatB TT_ORF1 MCPVI DUF605 DUF1210	not assigned.unknown	35_2

CUST_182337_PI403524517	2	0.21255302	0.24454498	0.016992569	-0.016992569	-0.06925297	-0.042617798	35_50689	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_86277_PI403524517	2	-0.044812202	0.14694881	-0.5490484	-0.02922535	0.08675766	0.02922535	35_24709	"Cluster: Os02g0748800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os02g0748800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DXK3	CHR5V7|COORD:15982788..15983960| glutaredoxin family protein	AT5G39865.1	CHR02V5|COORD:31456975..31455269|protein glutaredoxin family protein, expressed	LOC_Os02g51370.1	no descriptionweakly similar to ( 149)AT5G39865| Symbols:  | glutaredoxin family protein | chr5:15982788-15983960 REVERSEnot assigned not assigned GRX_GRX_like GRX_family GRX_GRXh_1_2_like Glutaredoxin	redox.glutaredoxins	21_4

CUST_28128_PI399408534	2	-0.08913612	-0.40809536	0.08913612	0.20578766	0.33873558	-0.08973503	35_20057	Rep: Class III HD-Zip protein 4 - Populus trichocarpa (Western balsam poplar)	UniRef90_Q5D1M3	"CHR1V7|COORD:19413582..19417630| ATHB-15 (INCURVATA 4); DNA binding / transcription factor"	AT1G52150.2	CHR03V5|COORD:24611849..24605999|protein class III HD-Zip protein 4, putative, expressed	LOC_Os03g43930.2	 no descriptionweakly similar to ( 199)AT1G52150| Symbols: ATHB15, CNA, ICU4, ATHB-15 | ATHB-15 (INCURVATA 4) | chr1:19413787-19417630 REVERSEMEKHLA 	RNA.regulation of transcription.HB,Homeobox transcription factor family	27_3_22

CUST_126239_PI403524517	2	0.14382696	-0.016351223	-0.017875195	-0.14867258	0.0163517	0.13808918	35_35536	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_145648_PI403524517	2	-0.01692009	0.22741127	-0.13644028	0.033709526	-0.26437473	0.01692009	35_40777	"Cluster: Expressed protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QYM8	"CHR5V7|COORD:23613595..23613931| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G18150.1); similar to expressed protein [Oryza sativa (japonica"	AT5G58375.1	CHR11V5|COORD:617440..619126|protein expressed protein	LOC_Os11g02200.1	"no descriptionvery weakly similar to (85.5)AT5G58375| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G18150.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABA96267.1); contains domain UNCHARACTERIZED METHYLTRANSFERASE (PTHR12133:SF1); contains domain UNCHARACTERIZED METHYLTRANSFERASE (PTHR12133) | chr5:23613595-23613931 FORWARD"	not assigned.unknown	35_2

CUST_163215_PI403524517	2	0.003405571	0.7845354	-0.027661324	-0.09047413	-0.003405571	0.10828018	35_45519	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_72388_PI403524517	2	-0.3693447	-0.15573692	0.15573692	0.23234749	0.21259117	-0.17117786	35_20748	"Cluster: Putative cystathionine beta-lyase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative cystathionine beta-lyase - Oryza sativa (japonica cultivar"	UniRef90_Q9LWJ5	CHR3V7|COORD:21122918..21125500| CBL (CYSTATHIONINE BETA-LYASE)	AT3G57050.2	CHR06V5|COORD:3822022..3826412|protein cystathionine gamma-synthase, putative, expressed	LOC_Os06g07860.1	no descriptionmoderately similar to ( 281)AT3G57050| Symbols: CBL | CBL (CYSTATHIONINE BETA-LYASE) | chr3:21122918-21125500 REVERSEnot assigned not assigned not assigned Cys_Met_Meta_PP MetC PRK07671 PRK08064 PRK06176 PRK07811 PRK08247 MET17 PRK07503 PRK06234 PRK08045 PRK08249 PRK08133 PRK07269 PRK08134 PRK05939 PRK08776 PRK05994 PRK08248 PRK08861 PRK07504 PRK08574 PRK06767 PRK06434 PRK06084 PRK05968 PRK07812 PRK07582 PRK06460 PRK07810 PRK05613 PRK05967 PRK07050 PRK07049 PRK06702 PRK09028 csdA PRK08114 PRK07764	amino acid metabolism.synthesis.aspartate family.methionine.cystathionine beta-lyase	13_1_3_4_2

CUST_46311_PI403524517	2	-0.15204048	0.010138512	0.04013157	-0.010138512	-0.051317215	0.08766842	35_13263	"Cluster: Putative Cytochrome P450 71A1; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative Cytochrome P450 71A1 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8W0B6	"CHR3V7|COORD:17890579..17892149| CYP71A25 (cytochrome P450, family 71, subfamily A, polypeptide 25); oxygen binding"	AT3G48280.1	CHR01V5|COORD:7045075..7047679|protein cytochrome P450 71A1, putative, expressed	LOC_Os01g12740.1	" no descriptionvery weakly similar to (87.8)AT3G48280| Symbols: CYP71A25 | CYP71A25 (cytochrome P450, family 71, subfamily A, polypeptide 25); oxygen binding | chr3:17890579-17892149 FORWARDvery weakly similar to (90.1)C71A2_SOLMECytochrome P450 71A2 - Solanum melongena (Eggplant) (Aubergine)not assigned not assigned not assigned not assigned not assigned p450 CypX "	misc.cytochrome P450	26_10

CUST_165083_PI403524517	2	-0.12019539	1.3932247	0.888813	-0.52370167	-0.22553062	0.12019634	35_46008	"Cluster: Os07g0475000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os07g0475000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D6I9	"CHR3V7|COORD:8562972..8564647| similar to transferase, transferring glycosyl groups [Arabidopsis thaliana] (TAIR:AT4G14100.1); similar to conserved hypothetical"	AT3G23760.1	CHR07V5|COORD:17134439..17142897|protein expressed protein	LOC_Os07g29240.1	" no descriptionweakly similar to ( 123)AT3G23760| Symbols:  | similar to transferase, transferring glycosyl groups [Arabidopsis thaliana] (TAIR:AT4G14100.1); similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE80211.1); contains domain Cystatin/monellin (SSF54403) | chr3:8562972-8564647 REVERSE"	not assigned.unknown	35_2

CUST_28824_PI403524517	2	-0.076042175	-0.865757	-0.06232071	0.0849514	0.1554985	0.062319756	35_8327	"Cluster: Os09g0375000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0375000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J267	CHR1V7|COORD:27843126..27845562| enolase, putative	AT1G74030.1	CHR09V5|COORD:12543906..12539618|protein enolase, putative, expressed	LOC_Os09g20820.1	 no descriptionmoderately similar to ( 325)AT1G74030| Symbols:  | enolase, putative | chr1:27843126-27845562 REVERSEmoderately similar to ( 256)ENO1_HEVBREnolase 1 - Hevea brasiliensis (Para rubber tree)not assigned Enolase_C enolase eno Eno enolase_like 	glycolysis.enolase	4_12

CUST_44239_PI403524517	2	-0.06336498	0.10053921	0.011961937	-0.0571661	-0.004753113	0.004753113	35_12692	"Cluster: Putative CTV.22; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative CTV.22 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7EZK6	"CHR1V7|COORD:5430441..5435916| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G10440.1); similar to Globin-like [Medicago truncatula]"	AT1G15780.1	CHR08V5|COORD:28172498..28162228|protein expressed protein	LOC_Os08g45080.1	"no descriptionweakly similar to ( 114)AT1G15780| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G10440.1); similar to Globin-like [Medicago truncatula] (GB:ABE79971.1); similar to Os08g0564800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001062533.1); similar to CTV.22 [Poncirus trifoliata] (GB:AAN62354.1); contains domain no description (G3D.1.10.246.20); contains domain Kix domain of CBP (creb binding protein) (SSF47040) | chr1:5430441-5435916 REVERSE"	not assigned.unknown	35_2

CUST_234_PI403524517	2	0.041233063	-0.095638275	-0.009275436	0.009275436	0.032993317	-0.0138607025	35_62	"Cluster: 60S ribosomal protein L41; n=10; Magnoliophyta|Rep: 60S ribosomal protein L41 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_P62120	CHR3V7|COORD:2586038..2586212| 60S ribosomal protein L41 (RPL41D)	AT3G08520.1	0	0	no descriptionnot assigned Ribosomal_L41	not assigned.unknown	35_2

CUST_80987_PI403524517	2	-0.09479332	0.09955883	0.39950848	-0.21749496	0.09479427	-0.232481	35_23227	"Cluster: Granule-bound starch synthase 1b, chloroplast precursor; n=2; Triticeae|Rep: Granule-bound starch synthase 1b, chloroplast precursor - Hordeum vulgare"	UniRef90_Q8LL05	CHR1V7|COORD:11920562..11923486| starch synthase, putative	AT1G32900.1	CHR07V5|COORD:12922631..12914583|protein granule-bound starch synthase 1b, chloroplast precursor, putative, expressed	LOC_Os07g22930.3	 no descriptionweakly similar to ( 198)AT1G32900| Symbols:  | starch synthase, putative | chr1:11920562-11923486 REVERSEmoderately similar to ( 317)SSG1B_HORVUGranule-bound starch synthase 1b, chloroplast precursor - Hordeum vulgare (Barley)Glyco_transf_5 glgA GlgA 	major CHO metabolism.synthesis.starch.starch synthase	2_1_2_2

CUST_48723_PI403524517	2	0.036132812	-0.9294586	-0.15273285	0.03102684	0.034297943	-0.03102684	35_13914	Rep: Histone H2A - Zea mays (Maize)	UniRef90_P40280	CHR5V7|COORD:575435..576454| histone H2A, putative	AT5G02560.1	CHR03V5|COORD:9478877..9477951|protein histone H2A, putative, expressed	LOC_Os03g17100.1	 no descriptionweakly similar to ( 140)AT5G59870| Symbols:  | histone H2A, putative | chr5:24132831-24133370 REVERSEweakly similar to ( 148)H2A3_WHEATHistone H2A.2.2 - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned H2A H2A HTA1 Histone PRK07003 Tymo_45kd_70kd PRK12323 DUF566 PRK12678 Coprinus_mating AF-4 PRK07764 Atrophin-1 DUF1509 DUF936 IER APC_basic 	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_19234_PI403524517	2	0.03554535	-1.1655436	-0.11223698	-0.015298843	0.13058662	0.015299797	35_5578	"Cluster: Putative c-type cytochrome biogenesis protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative c-type cytochrome biogenesis protein - Oryza s"	UniRef90_Q75KA9	CHR1V7|COORD:18280462..18282872| cytochrome c biogenesis protein family	AT1G49380.1	CHR03V5|COORD:31802342..31799390|protein expressed protein	LOC_Os03g55970.1	no descriptionhighly similar to ( 681)AT1G49380| Symbols:  | cytochrome c biogenesis protein family | chr1:18280462-18282872 FORWARDnot assigned not assigned not assigned ResB ResB	mitochondrial electron transport / ATP synthesis.cytochrome c	9_6

CUST_15378_PI404877155	2	0.04531765	1.089407	-0.04531765	-0.06465435	-0.15896225	0.10307026	Contig9211_at	triacylglycerol Lipase [Triticum aestivum]	CAD32695.1	lipase class 3 family protein	At5g18640.1	protein triacylglycerol lipase	Os01g71010	triacylglycerol Lipase	lipid metabolism.lipid degradation.lipases	11_9_2

CUST_71424_PI403524517	2	0.022855759	0.36853886	-0.022855759	-0.09579277	-0.08518219	0.05029583	35_20461	"Cluster: Selenoprotein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Selenoprotein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8S0K1	CHR1V7|COORD:1717676..1718848| selenoprotein family protein	AT1G05720.1	CHR01V5|COORD:39218000..39221595|protein selenoprotein precursor, putative, expressed	LOC_Os01g66960.1	no descriptionmoderately similar to ( 210)AT1G05720| Symbols:  | selenoprotein family protein | chr1:1717676-1718848 REVERSEnot assigned Sep15_SelM	not assigned.no ontology	35_1

CUST_16752_PI403524517	2	-0.0069503784	-0.0035114288	0.020552635	-0.033821106	0.073246956	0.0035114288	35_4837	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2RAZ4	"CHR3V7|COORD:11137477..11138779| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G19350.1); similar to expressed protein [Oryza sativa (japonica"	AT3G29170.1	CHR12V5|COORD:1390278..1386551|protein expressed protein	LOC_Os12g03500.2	" no descriptionvery weakly similar to (89.4)AT3G29170| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G19350.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABA91365.1); contains InterPro domain Protein of unknown function DUF872, eukaryotic; (InterPro:IPR008590) | chr3:11137477-11138779 REVERSEnot assigned DUF872 "	not assigned.unknown	35_2

CUST_18580_PI399408534	2	0.15198898	-0.38363647	-0.31420898	0.048401833	-0.017475128	0.017476082	35_25255	"Cluster: Chloroplast RelA homologue 2; n=2; Oryza sativa (japonica cultivar-group)|Rep: Chloroplast RelA homologue 2 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q9AYT4	CHR3V7|COORD:5979874..5981974| RelA/SpoT domain-containing protein / calcium-binding EF-hand family protein	AT3G17470.1	CHR05V5|COORD:3585521..3589390|protein relA-SpoT like protein RSH4, putative, expressed	LOC_Os05g06890.1	no descriptionweakly similar to ( 124)AT3G17470| Symbols:  | RelA/SpoT domain-containing protein / calcium-binding EF-hand family protein | chr3:5979874-5981974 FORWARDnot assigned not assigned	signalling.calcium	30_3

CUST_108775_PI403524517	2	-0.019208908	0.14911366	0.057682037	0.018778801	-0.018778801	-0.077477455	35_30931	Rep: 17.4 kDa class I heat shock protein 3 - Oryza sativa (Rice)	UniRef90_Q84Q77	CHR2V7|COORD:12640356..12640817| 17.6 kDa class I small heat shock protein (HSP17.6B-CI)	AT2G29500.1	CHR03V5|COORD:8784620..8785654|protein 17.4 kDa class I heat shock protein 3, putative, expressed	LOC_Os03g15960.2	no descriptionweakly similar to ( 107)AT2G29500| Symbols:  | 17.6 kDa class I small heat shock protein (HSP17.6B-CI) | chr2:12640356-12640817 REVERSEweakly similar to ( 122)HSP23_ORYSAnot assigned not assigned HSP20 IbpA alpha-crystallin-Hsps	stress.abiotic.heat	20_2_1

CUST_21414_PI399408534	2	0.28212643	-0.32673836	-0.018396378	-0.060534477	0.33468056	0.018395424	35_19702	"Cluster: Putative 2-oxoglutarate-dependent oxygenase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative 2-oxoglutarate-dependent oxygenase - Oryza sativ"	UniRef90_Q6ZBF0	CHR1V7|COORD:2025617..2027093| 2-oxoglutarate-dependent dioxygenase, putative	AT1G06620.1	CHR08V5|COORD:18377402..18376163|protein 1-aminocyclopropane-1-carboxylate oxidase, putative, expressed	LOC_Os08g30100.1	 no descriptionweakly similar to ( 129)AT2G30830| Symbols:  | 2-oxoglutarate-dependent dioxygenase, putative | chr2:13139784-13141361 REVERSEweakly similar to ( 119)DV4H_CATRODeacetoxyvindoline 4-hydroxylase - Catharanthus roseus (Rosy periwinkle) (Madagascar periwinkle)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PcbC 2OG-FeII_Oxy PRK07003 PRK12323 PRK07764 Totivirus_coat PRK12678 Tymo_45kd_70kd 	hormone metabolism.ethylene.synthesis-degradation	17_5_1

CUST_94184_PI403524517	2	-0.13588142	-0.010604858	0.010604858	0.16691113	-0.056180954	0.048937798	35_26926	"Cluster: RNA-directed RNA polymerase 2; n=1; Hordeum vulgare subsp. vulgare|Rep: RNA-directed RNA polymerase 2 - Hordeum vulgare var. distichum (Two-rowed barle"	UniRef90_Q6RFH9	"CHR1V7|COORD:5094312..5097812| RDR1 (RNA-DEPENDENT RNA POLYMERASE 1); RNA-directed RNA polymerase/ nucleic acid binding"	AT1G14790.1	CHR02V5|COORD:30723194..30730590|protein RNA-directed RNA polymerase 2, putative, expressed	LOC_Os02g50330.1	" no descriptionweakly similar to ( 104)AT1G14790| Symbols: ATRDRP1, RDR1 | RDR1 (RNA-DEPENDENT RNA POLYMERASE 1); RNA-directed RNA polymerase/ nucleic acid binding | chr1:5094312-5097812 REVERSEnot assigned "	RNA.transcription	27_2

CUST_73634_PI403524517	2	-0.07666683	0.57721233	0.033593178	-0.11382103	-0.033593178	0.16948032	35_21117	"Cluster: UBX domain, putative; n=3; Oryza sativa (japonica cultivar-group)|Rep: UBX domain, putative - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53MH7	CHR2|COORD:17967791..17970804| UBX domain-containing protein, contains Pfam profile PF00789: UBX domain	AT2G43210.2	CHR11V5|COORD:10725406..10716164|protein UBX domain containing protein, expressed	LOC_Os11g18880.3	no descriptionvery weakly similar to (99.8)AT2G43210| Symbols:  | UBX domain-containing protein | chr2:17968019-17970637 FORWARDnot assigned	protein.degradation	29_5

CUST_3012_PI403524517	2	0.08409786	0.89605045	0.055418015	-0.09699154	-0.10979271	-0.055418015	35_820	"Cluster: Putative ubiquitin-associated (UBA) protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative ubiquitin-associated (UBA)"	UniRef90_Q6ZH84	CHR4V7|COORD:12741201..12744212| ubiquitin-associated (UBA)/TS-N domain-containing protein / octicosapeptide/Phox/Bemp1 (PB1) domain-containing	AT4G24690.1	CHR02V5|COORD:22981727..22975964|protein PB1 domain containing protein, expressed	LOC_Os02g38050.3	no descriptionmoderately similar to ( 332)AT4G24690| Symbols:  | ubiquitin-associated (UBA)/TS-N domain-containing protein / octicosapeptide/Phox/Bemp1 (PB1) domain-containing protein | chr4:12741201-12744212 FORWARDnot assigned not assigned ZZ_UBA_plant PB1 PB1 ZZ ZnF_ZZ	protein.degradation.ubiquitin	29_5_11

CUST_5513_PI404877155	2	-0.012277603	0.8437023	-0.5327649	0.012277603	-0.5084133	0.38931942	Contig17335_at	B1147A04.8 [Oryza sativa (japonica cultivar-group)]	BAB86191.1	calmodulin, putative	At3g10190.1	protein EF hand, putative	Os12g04360	"calmodulin, putative, similar to calmodulin NtCaM13 (Nicotiana tabacum) GI:14625425, calmodulin GB:AAA34015 (Glycine max); contains INTERPRO:IPR002048 calcium-binding EF-hand domain"	signalling.calcium	30_3

CUST_51366_PI403524517	2	-0.022310257	0.700675	0.022310257	-0.058537483	-0.092012405	0.07893181	35_14640	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QNM2	"CHR1V7|COORD:21126437..21127899| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G12530.1); similar to hypothetical protein MtrDRAFT_AC149474g3v1"	AT1G56420.1	CHR12V5|COORD:22918164..22920442|protein expressed protein	LOC_Os12g37390.1	"no descriptionweakly similar to ( 174)AT1G56420| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G12530.1); similar to hypothetical protein MtrDRAFT_AC149474g3v1 [Medicago truncatula] (GB:ABE88287.1) | chr1:21126437-21127899 REVERSE"	not assigned.unknown	35_2

CUST_7170_PI403524517	2	0.100709915	-0.2809639	0.024086952	-0.094997406	0.0024223328	-0.0024223328	35_1990	"Cluster: OSJNBa0084K01.7 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0084K01.7 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XM24	CHR5V7|COORD:5141452..5142704| RNA-binding S4 domain-containing protein	AT5G15750.1	CHR04V5|COORD:33567402..33565295|protein 40S ribosomal protein S4-like, putative, expressed	LOC_Os04g56670.1	no descriptionmoderately similar to ( 292)AT5G15750| Symbols:  | RNA-binding S4 domain-containing protein | chr5:5141452-5142704 FORWARDnot assigned RpsD rps4p	protein.synthesis.misc ribososomal protein	29_2_2

CUST_25112_PI399408534	2	-0.036128044	-0.21038437	-0.024524689	0.10486984	0.024524689	0.10486984	35_8306	"Cluster: Hydroxyproline-rich glycoprotein family protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hydroxyproline-rich glycoprotein"	UniRef90_Q2QVM6	"CHR5V7|COORD:22465378..22471640| EDM2; transcription factor"	AT5G55390.1	CHR12V5|COORD:6761923..6758950|protein expressed protein	LOC_Os12g12300.1	"no descriptionvery weakly similar to (59.7)AT5G55390| Symbols: EDM2 | EDM2; transcription factor | chr5:22465378-22471640 REVERSE"	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_35705_PI403524517	2	0.03184986	-0.37317276	0.6867275	-0.5318527	0.015656471	-0.015656471	35_10297	Rep: OSJNBb0004A17.1 protein - Oryza sativa (Rice)	UniRef90_Q7XPI8	"CHR1V7|COORD:24493836..24496391| ATPAO4 (POLYAMINE OXIDASE 4); amine oxidase"	AT1G65840.1	CHR04V5|COORD:34029263..34025190|protein lysine-specific histone demethylase 1, putative, expressed	LOC_Os04g57560.1	"no descriptionweakly similar to ( 166)AT1G65840| Symbols: ATPAO4 | ATPAO4 (POLYAMINE OXIDASE 4); amine oxidase | chr1:24493836-24496391 FORWARDnot assigned not assigned Amino_oxidase COG1231 COG1233 PRK11883 HemY HdrA COG3380"	misc.oxidases - copper, flavone etc.	26_7

CUST_33127_PI403524517	2	-0.02399826	-0.17734814	-0.16581917	0.17567825	0.1176672	0.023999214	35_9552	"Cluster: Phage head-tail adaptor family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Phage head-tail adaptor family protein, expressed -"	UniRef90_Q10RP1	CHR3V7|COORD:7586106..7590862| transducin family protein / WD-40 repeat family protein	AT3G21540.1	CHR03V5|COORD:2824822..2830793|protein WD-repeat protein 3, putative, expressed	LOC_Os03g05720.1	no descriptionvery weakly similar to (82.8)AT3G21540| Symbols:  | transducin family protein / WD-40 repeat family protein | chr3:7586106-7590862 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned WD40 PRK12323 TT_ORF1 PRK07764 Atrophin-1 Extensin_2 Protamine_P1 PRK12678 PRK07003 Drf_FH1 FAP Tymo_45kd_70kd DUF1777 PRK05648 DUF605 PRP8 tatB Protamine_P2 Totivirus_coat DUF1421	development.unspecified	33_99

CUST_56314_PI403524517	2	0.1843481	-0.08795071	-0.11816883	-0.010567665	0.010567665	0.062226295	35_16032	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_69527_PI403524517	2	0.30722237	0.012319565	-0.09353638	-0.060217857	-0.0123205185	0.102954865	35_19895	"Cluster: Hypothetical protein B1103G11.24; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1103G11.24 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6ETI1	0	0	CHR02V5|COORD:3212390..3216632|protein expressed protein	LOC_Os02g06430.1	no description	not assigned.unknown	35_2

CUST_10709_PI403524517	2	-0.016059399	-0.26443577	-0.17556763	0.16226959	0.041838646	0.016058922	35_3024	"Cluster: Os06g0620600 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0620600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DAW9	CHR1V7|COORD:10994871..10995980| integral membrane HRF1 family protein	AT1G30890.1	CHR06V5|COORD:24919291..24916136|protein protein YIF1A, putative, expressed	LOC_Os06g41590.3	no descriptionmoderately similar to ( 382)AT1G30890| Symbols:  | integral membrane HRF1 family protein | chr1:10994871-10995980 FORWARDnot assigned YIF1 COG5197	not assigned.no ontology	35_1

CUST_2044_PI399408534	2	0.0763855	0.42164707	0.11690426	-0.10452938	-0.21062088	-0.07638502	35_37815	"Cluster: Os06g0698900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0698900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D9U1	"CHR3V7|COORD:7422838..7424604| ZML1 (ZIM-LIKE 1); transcription factor"	AT3G21175.1	CHR06V5|COORD:29369368..29364983|protein GATA transcription factor 25, putative, expressed	LOC_Os06g48534.1	"no descriptionvery weakly similar to (88.2)AT3G21175| Symbols: ZML1 | ZML1 (ZIM-LIKE 1); transcription factor | chr3:7422838-7424604 FORWARDZnF_GATA ZnF_GATA GATA"	RNA.regulation of transcription.C2C2(Zn) GATA transcription factor family	27_3_9

CUST_19024_PI399408534	2	-0.35878897	-0.5559616	1.3183174	0.35878897	1.4787111	-3.1196556	35_15417	"Cluster: Low molecular mass early light-inducible protein HV90, chloroplast precursor; n=3; Triticeae|Rep: Low molecular mass early light-inducible protein HV90"	UniRef90_P14897	"CHR3V7|COORD:8084635..8085452| ELIP1 (EARLY LIGHT-INDUCABLE PROTEIN); chlorophyll binding"	AT3G22840.1	CHR07V5|COORD:4144212..4145166|protein early light-induced protein, chloroplast precursor, putative, expressed	LOC_Os07g08160.1	" no descriptionweakly similar to ( 126)AT3G22840| Symbols: ELIP, ELIP1 | ELIP1 (EARLY LIGHT-INDUCABLE PROTEIN); chlorophyll binding | chr3:8084635-8085452 REVERSEweakly similar to ( 199)ELI9_HORVULow molecular mass early light-inducible protein HV90, chloroplast precursor - Hordeum vulgare (Barley)"	signalling.light	30_11

CUST_51469_PI403524517	2	-0.03561592	-0.1807785	0.03561592	0.09112358	0.041492462	-0.07336807	35_14670	"Cluster: Hypothetical protein OSJNBa0026E05.33; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0026E05.33 - Oryza sativa (japonica"	UniRef90_Q6YXZ3	"CHR5V7|COORD:23532501..23533705| similar to Os02g0139100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001045842.1); similar to unnamed protein product"	AT5G58110.1	CHR02V5|COORD:2085271..2082474|protein expressed protein	LOC_Os02g04650.1	"no descriptionmoderately similar to ( 207)AT5G58110| Symbols:  | similar to Os02g0139100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001045842.1); similar to unnamed protein product [Ostreococcus tauri] (GB:CAL55062.1); similar to Os06g0703800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001058502.1); contains domain FAMILY NOT NAMED (PTHR13009) | chr5:23532501-23533705 FORWARDnot assigned not assigned Aha1_N"	not assigned.unknown	35_2

CUST_151031_PI403524517	2	-0.6807809	0.94965935	0.19343376	0.27910995	-0.25101852	-0.19343472	35_42241	"Cluster: Putative mitochondrial NADH:ubiquinone oxidoreductase 29 kDa subunit; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative mitochondrial"	UniRef90_Q6K2G7	"CHR3V7|COORD:18046092..18047758| GAMMA CAL2 (GAMMA CARBONIC ANHYDRASE-LIKE 2); acyltransferase"	AT3G48680.1	CHR02V5|COORD:18136884..18133196|protein mitochondrial NADH ubiquinone oxidoreductase 29 kDa subunit, putative, expressed	LOC_Os02g30460.1	"no descriptionweakly similar to ( 177)AT3G48680| Symbols: GAMMA CAL2 | GAMMA CAL2 (GAMMA CARBONIC ANHYDRASE-LIKE 2); acyltransferase | chr3:18046092-18047758 FORWARDweakly similar to ( 103)CHI1_HORVU26 kDa endochitinase 1 precursor - Hordeum vulgare (Barley)not assigned Glyco_hydro_19 chitinase_glyco_hydro_19 PaaY"	stress.biotic	20_1

CUST_48580_PI403524517	2	0.110655785	-1.3212128	-0.72572803	0.45613098	0.36693096	-0.110655785	35_13875	Rep: Aquaporin PIP1 - Triticum aestivum (Wheat)	UniRef90_Q8S4X5	"CHR3V7|COORD:22744632..22746088| PIP1A (plasma membrane intrinsic protein 1;1); water channel"	AT3G61430.1	CHR02V5|COORD:35343804..35345571|protein aquaporin PIP 1.3, putative, expressed	LOC_Os02g57720.1	" no descriptionweakly similar to ( 128)AT3G61430| Symbols: ATPIP1, PIP1, PIP1;1, PIP1A | PIP1A (plasma membrane intrinsic protein 1;1) | chr3:22744632-22746088 FORWARDweakly similar to ( 129)PIP13_ORYSAnot assigned MIP MIP GlpF "	transport.Major Intrinsic Proteins.PIP	34_19_1

CUST_108566_PI403524517	2	0.18924332	0.01664257	-0.128685	-0.016643524	-0.06701851	0.15891361	35_30878	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_7247_PI403524517	2	0.026165962	-0.57318497	0.13663673	-0.0069494247	0.0069494247	-0.12643242	35_2013	"Cluster: Hypothetical protein P0038F09.45; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0038F09.45 - Oryza sativa (japonica"	UniRef90_Q6Z3C2	"CHR4V7|COORD:13723909..13724878| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G52910.1); similar to fiber protein Fb34 [Gossypium barbadense]"	AT4G27435.1	CHR07V5|COORD:16229077..16224803|protein fiber protein Fb34, putative, expressed	LOC_Os07g27810.1	"no descriptionweakly similar to ( 167)AT1G52910| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G15480.1); similar to fiber protein Fb34 [Gossypium barbadense] (GB:AAR07596.1); contains InterPro domain Protein of unknown function DUF1218; (InterPro:IPR009606) | chr1:19711782-19712796 FORWARDnot assigned not assigned not assigned not assigned DUF1218 PRK12323 Herpes_BLLF1 DUF566 PRK07003"	not assigned.unknown	35_2

CUST_17812_PI403524517	2	0.10386658	-0.37223244	-0.013437271	0.013437271	0.13538742	-0.13416862	35_5140	"Cluster: Hypothetical protein OSJNBb0036G09.3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0036G09.3 - Oryza sativa (japonica cu"	UniRef90_Q5JM79	CHR5V7|COORD:16686647..16686874| mitochondrial import receptor subunit TOM7 / translocase of outer membrane 7 kDa subunit (TOM7.1)	AT5G41685.1	CHR05V5|COORD:28952144..28952955|protein mitochondrial import receptor subunit TOM7-1, putative, expressed	LOC_Os05g50654.1	no descriptionvery weakly similar to (68.9)AT5G41685| Symbols:  | mitochondrial import receptor subunit TOM7 / translocase of outer membrane 7 kDa subunit (TOM7.1) | chr5:16686647-16686874 REVERSEvery weakly similar to (73.2)TOM7A_SOLTUMitochondrial import receptor subunit TOM7-1 - Solanum tuberosum (Potato)Tom7	transport.metabolite transporters at the mitochondrial membrane	34_9

CUST_60168_PI403524517	2	0.1428566	0.4247179	-0.03786564	-0.08960533	0.03786564	-0.039978027	35_17150	Rep: Derlin-2.1 - Zea mays (Maize)	UniRef90_Q4G2J4	CHR4V7|COORD:2460133..2461376| Der1-like family protein / degradation in the ER-like family protein	AT4G04860.1	CHR03V5|COORD:35827151..35822454|protein derlin-2, putative, expressed	LOC_Os03g63520.1	no descriptionmoderately similar to ( 378)AT4G04860| Symbols: DER2.2 | Der1-like family protein / degradation in the ER-like family protein | chr4:2460133-2461376 FORWARDmoderately similar to ( 431)DERL2_ORYSAnot assigned not assigned DER1 COG5291	not assigned.no ontology	35_1

CUST_19839_PI403524517	2	0.019983292	0.27726173	0.0155239105	-0.23587799	-0.24543858	-0.015524864	35_5755	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_154448_PI403524517	2	0.253932	0.8569498	-0.03894329	-0.2018981	0.03894329	-0.19289398	35_43159	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_21645_PI399408534	2	0.26667976	0.4876256	-0.021215916	0.0030274391	-0.19042063	-0.0030274391	35_8461	"Cluster: Os04g0633200 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os04g0633200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J9S9	"CHR4V7|COORD:11389230..11393101| ARK3 (Arabidopsis Receptor Kinase 3); kinase"	AT4G21380.1	CHR04V5|COORD:32007888..32004052|protein receptor-like kinase, putative, expressed	LOC_Os04g54070.1	"no descriptionmoderately similar to ( 237)AT4G21380| Symbols: ARK3 | ARK3 (Arabidopsis Receptor Kinase 3); kinase | chr4:11389230-11393101 REVERSEmoderately similar to ( 207)SLSG6_BRAOLS-locus-specific glycoprotein S6 precursor - Brassica oleracea (Wild cabbage)not assigned not assigned not assigned S_locus_glycop B_lectin B_lectin B_lectin"	signalling.receptor kinases.S-locus glycoprotein like	30_2_24

CUST_9678_PI403524517	2	-0.09385872	-0.37641573	-0.026414871	0.44004345	0.06306267	0.026414871	35_2729	Rep: H0811D08.1 protein - Oryza sativa (Rice)	UniRef90_Q25AP6	CHR1V7|COORD:5257322..5264809| binding	AT1G15290.1	CHR04V5|COORD:32616099..32629411|protein ataxin-2 C-terminal region family protein, expressed	LOC_Os04g55230.1	no descriptionvery weakly similar to (64.7)AT1G15290| Symbols:  | binding | chr1:5257322-5264809 REVERSE	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_114875_PI403524517	2	0.08231354	0.1336708	-0.02245903	-0.03219509	0.0059576035	-0.00595665	35_32597	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_33691_PI403524517	2	0.047058105	0.55293465	0.1600895	-0.14292336	-0.047058582	-0.28112698	35_9710	Rep: U2AF large subunit - Triticum aestivum (Wheat)	UniRef90_Q2QKB3	CHR1V7|COORD:22427673..22431471| U2 snRNP auxiliary factor large subunit, putative	AT1G60900.1	CHR11V5|COORD:24652102..24647349|protein splicing factor U2AF 65 kDa subunit, putative, expressed	LOC_Os11g41820.2	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12678 DUF1777	not assigned.unknown	35_2

CUST_126765_PI403524517	2	0.01809597	0.19648838	0.06912041	-0.14703178	-0.024347305	-0.018096924	35_35673	Rep: Hypothetical protein - Gibberella zeae (Fusarium graminearum)	UniRef90_Q4I7R4	CHR3V7|COORD:1623491..1624710| epoxide hydrolase, putative	AT3G05600.1	CHR01V5|COORD:8487384..8489150|protein epoxide hydrolase 2, putative, expressed	LOC_Os01g15130.1	 no descriptionvery weakly similar to (97.8)AT3G05600| Symbols:  | epoxide hydrolase, putative | chr3:1623491-1624710 REVERSEnot assigned not assigned MhpC PRK00870 Abhydrolase_1 PRK05855 	misc.misc2	26_1

CUST_18522_PI404877155	2	-0.095911026	-0.13702583	-0.017642021	0.06577778	0.017642021	0.18588924	HVSMEk0006L08r2_s_at	putative enoyl-ACP reductase [Oryza sativa (japonica cultivar-group)] dbj|BAD03622.1| putative enoyl-ACP reductase [Oryza sativa (japonica c	BAD03449.1	enoyl-(acyl-carrier protein) reductase (NADH), chloroplast, putative / NADH-dependent enoyl-ACP reductase, putat	At2g05990.1	protein oxidoreductase, short chain dehydrogenase/reductase family, putative	Os09g10600	probable enoyl-[acyl-carrier-protein] reductase (NADH2) (EC 1.3.1.9) - rice emb	lipid metabolism.FA synthesis and FA elongation.enoyl ACP reductase	11_1_06

CUST_63082_PI403524517	2	-0.03423977	-0.058407784	0.08863258	0.002661705	-0.002661705	0.0135240555	35_18000	"Cluster: Molybdenum cofactor biosynthesis protein Cnx1; n=1; Hordeum vulgare|Rep: Molybdenum cofactor biosynthesis protein Cnx1 - Hordeum vulgare (Barley)"	UniRef90_Q9M4Q0	"CHR5V7|COORD:7128739..7133399| B73 (CHLORATE RESISTANT 6); molybdenum ion binding"	AT5G20990.1	CHR04V5|COORD:33542302..33545500|protein molybdopterin biosynthesis CNX1 protein, putative, expressed	LOC_Os04g56620.1	" no descriptionhighly similar to ( 812)AT5G20990| Symbols: SIR4, CNX, CHL6, CNX1, B73 | B73 (CHLORATE RESISTANT 6); molybdenum ion binding | chr5:7128739-7133399 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned MoeA MoeA PRK10680 MogA_MoaB MoeA_N MoaB moaC mogA MoCF_BD MoCF_biosynth MoeA_C TT_ORF1 PRK12678 "	Co-factor and vitamine metabolism	18

CUST_136664_PI403524517	2	0.03750515	0.27078915	-0.048802376	-0.037504196	-0.054635048	0.057398796	35_38325	"Cluster: Putative prenylated Rab receptor; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative prenylated Rab receptor - Oryza sativa (japonica cultivar-g"	UniRef90_Q7Y1J0		0	CHR03V5|COORD:33221590..33220568|protein prenylated Rab receptor 2, putative, expressed	LOC_Os03g58410.1	no descriptionProtamine_P1	not assigned.unknown	35_2

CUST_16823_PI403524517	2	0.028738022	-0.14890194	-0.04462242	-0.028737068	0.045305252	0.14127445	35_4856	"Cluster: Protein phosphatase 2C; n=1; Oryza sativa (japonica cultivar-group)|Rep: Protein phosphatase 2C - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6L5C4	CHR5V7|COORD:21566454..21569358| protein phosphatase 2C, putative / PP2C, putative	AT5G53140.1	CHR05V5|COORD:29165816..29160750|protein catalytic/ protein phosphatase type 2C/ protein serine/threonine phosphatase, putative, expressed	LOC_Os05g50970.1	 no descriptionmoderately similar to ( 417)AT5G53140| Symbols:  | protein phosphatase 2C, putative / PP2C, putative | chr5:21566454-21569358 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PP2Cc PP2Cc PP2C PTC1 PRK07764 PRK12323 TT_ORF1 	protein.postranslational modification	29_4

CUST_156583_PI403524517	2	0.024003029	-0.056077957	-0.024003983	0.23488617	0.3383274	-0.041194916	35_43733	"Cluster: Putative PHY3 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative PHY3 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5VRX2	CHR2V7|COORD:758811..760607| PAC motif-containing protein	AT2G02710.2	CHR01V5|COORD:4581492..4578009|protein signal transducer/ two-component sensor molecule, putative, expressed	LOC_Os01g09120.1	no descriptionweakly similar to ( 140)AT2G02710| Symbols:  | PAC motif-containing protein | chr2:758811-760607 REVERSEvery weakly similar to (61.2)ADO2_ORYSAnot assigned not assigned not assigned PRK07764	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_23172_PI403524517	2	-0.20235729	0.5025072	0.14961243	-0.05542183	0.05542183	-0.061300278	35_6734	"Cluster: Os01g0765500 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0765500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JJ13	0	0	CHR01V5|COORD:32581870..32578976|protein expressed protein	LOC_Os01g56020.1	no description	not assigned.unknown	35_2

CUST_127627_PI403524517	2	0.037929535	0.01738453	-0.01738453	-0.20576859	-0.06211853	0.2664938	35_35893	"Cluster: Os01g0106800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0106800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JRD5	CHR5V7|COORD:6956907..6958223| RBX1 (RING-BOX 1)	AT5G20570.1	CHR02V5|COORD:29279108..29281720|protein RING-box protein 1a, putative, expressed	LOC_Os02g47870.1	 no descriptionvery weakly similar to (67.4)AT5G20570| Symbols: HRT1, ROC1, RBX1 | RBX1 (RING-BOX 1) | chr5:6956907-6958223 REVERSEnot assigned APC11 	protein.degradation.ubiquitin.E3.SCF.RBX	29_5_11_4_3_4

CUST_23201_PI403524517	2	0.11962986	0.17853737	0.048534393	-0.118385315	-0.048534393	-0.08591747	35_6742	"Cluster: Hypothetical protein P0519D04.23; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0519D04.23 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5N7L4	"CHR3V7|COORD:17783122..17785535| similar to DEAD box RNA helicase, putative [Arabidopsis thaliana] (TAIR:AT1G20920.1); similar to At3g48120 [Medicago"	AT3G48120.1	CHR01V5|COORD:28697380..28694824|protein arginine/serine-rich coiled coil protein 1, putative, expressed	LOC_Os01g49340.1	" no descriptionweakly similar to ( 131)AT3G48120| Symbols:  | similar to DEAD box RNA helicase, putative [Arabidopsis thaliana] (TAIR:AT1G20920.1); similar to At3g48120 [Medicago truncatula] (GB:ABE82374.1) | chr3:17783122-17785535 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF1777 Protamine_P1 PRK12678 Transformer TT_ORF1 PRK07764 "	not assigned.unknown	35_2

CUST_137709_PI403524517	2	0.088532925	-0.16591167	-0.17163658	0.1061697	-0.0885334	0.3830247	35_38619	"Cluster: Hypothetical protein P0701D05.8; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0701D05.8 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q5VQI5	"CHR5V7|COORD:25696658..25698379| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G40390.1); similar to conserved hypothetical protein [Medicago"	AT5G64190.1	CHR01V5|COORD:3357462..3355334|protein expressed protein	LOC_Os01g07130.1	"no descriptionvery weakly similar to (88.2)AT5G64190| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G40390.1); similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE84883.1) | chr5:25696658-25698379 FORWARD"	not assigned.unknown	35_2

CUST_179243_PI403524517	2	-0.3246727	0.096671104	-0.07665539	0.07665634	0.13355255	-0.1256876	35_49852	"Cluster: Transcription factor PCF8; n=3; Oryza sativa (japonica cultivar-group)|Rep: Transcription factor PCF8 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8LP97		0	CHR12V5|COORD:26121447..26125141|protein transposon protein, putative, unclassified, expressed	LOC_Os12g42190.1	no description	not assigned.unknown	35_2

CUST_93985_PI403524517	2	-0.19265127	0.27937222	0.019143105	-0.119366646	0.027363777	-0.019142628	35_26872	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_1745_PI403524517	2	-0.12137222	-1.2675133	0.20057583	0.3748665	0.12137222	-0.20093632	35_462	"Cluster: GDP-mannose 3,5-epimerase; n=6; Magnoliophyta|Rep: GDP-mannose 3,5-epimerase - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q93VR3	"CHR5V7|COORD:10862476..10864028| GME (GDP-D-MANNOSE 3',5'-EPIMERASE); GDP-mannose 3,5-epimerase/ NAD binding / catalytic"	AT5G28840.1	CHR10V5|COORD:14310629..14313953|protein GDP-mannose 3,5-epimerase 1, putative, expressed	LOC_Os10g28200.1	" no descriptionhighly similar to ( 698)AT5G28840| Symbols: GME | GME (GDP-D-MANNOSE 3',5'-EPIMERASE); GDP-mannose 3,5-epimerase/ NAD binding / catalytic | chr5:10862476-10864028 REVERSEhighly similar to ( 741)GME1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned WcaG Epimerase GalE RfbB Gmd rfaD 3Beta_HSD PRK10675 "	redox.ascorbate and glutathione.ascorbate.GME	21_2_1_1

CUST_179169_PI403524517	2	0.12871695	0.17541885	0.35531473	-0.3579812	-1.5812106	-0.12871742	35_49831	"Cluster: Hypothetical protein OSJNBa0060A14.5; n=2; Oryza sativa|Rep: Hypothetical protein OSJNBa0060A14.5 - Oryza sativa (Rice)"	UniRef90_Q948J1	CHR4V7|COORD:13430879..13434883| GTP binding / RNA binding	AT4G26630.1	CHR10V5|COORD:13511726..13517239|protein expressed protein	LOC_Os10g26560.1	no description	not assigned.unknown	35_2

CUST_31654_PI399408534	2	0.030216217	-0.3355503	-0.1348629	0.014875412	0.08793068	-0.014875412	35_1065	"Cluster: Putative fibrillarin protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative fibrillarin protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6AT27	CHR5V7|COORD:21311516..21313735| FIB1 (FIBRILLARIN 1)	AT5G52470.1	CHR05V5|COORD:4537270..4540444|protein fibrillarin-2, putative, expressed	LOC_Os05g08360.1	 no descriptionmoderately similar to ( 434)AT5G52470| Symbols: FBR1, ATFIB1, ATFBR1, SKIP7, FIB1 | FIB1 (FIBRILLARIN 1) | chr5:21311516-21313735 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Fibrillarin NOP1 PRK04266 Drf_FH1 PRK07764 PRK12323 DUF1210 Tymo_45kd_70kd TT_ORF1 FAP PRK06958 PRK10819 Atrophin-1 PRK11855 DUF1421 	RNA.processing	27_1

CUST_24652_PI403524517	2	0.028140068	-0.06553173	-0.028140068	-0.03945732	0.06535244	0.033717155	35_7152	Rep: Replication factor C 110 kDa subunit - Oryza sativa (japonica cultivar-group)	UniRef90_Q84N08	CHR5V7|COORD:7280635..7287040| AAA-type ATPase family protein / BRCT domain-containing protein	AT5G22010.1	CHR11V5|COORD:20941735..20951594|protein replication factor C subunit 1, putative, expressed	LOC_Os11g36390.1	no descriptionweakly similar to ( 126)AT5G22010| Symbols:  | AAA-type ATPase family protein / BRCT domain-containing protein | chr5:7280635-7287040 REVERSERFC1	protein.degradation.AAA type	29_5_9

CUST_89610_PI403524517	2	-0.34690428	0.525939	0.100112915	-0.42613888	0.062257767	-0.06225729	35_25637	"Cluster: PPR-protein-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: PPR-protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q653J1	CHR1V7|COORD:3218135..3219931| pentatricopeptide (PPR) repeat-containing protein	AT1G09900.1	CHR09V5|COORD:20894389..20896787|protein peptidase S8 and S53, subtilisin, kexin, sedolisin, putative, expressed	LOC_Os09g36230.1	no descriptionweakly similar to ( 102)AT1G09900| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr1:3218135-3219931 FORWARDvery weakly similar to (79.0)RF1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Atrophin-1 PRK12323 Drf_FH1 Keratin_B2 PRK07764 PRK07003 PRK12678 Gag_spuma	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_16526_PI399408534	2	0.6065407	-0.003774643	-0.08834553	0.003774643	-0.0952301	0.09707546	35_11119	"Cluster: ETTIN-like auxin response factor; n=1; Triticum aestivum|Rep: ETTIN-like auxin response factor - Triticum aestivum (Wheat)"	UniRef90_Q6U8C6	"CHR2V7|COORD:14332520..14335689| ETT (ETTIN); transcription factor"	AT2G33860.1	CHR01V5|COORD:31950053..31944015|protein auxin response factor 4, putative, expressed	LOC_Os01g54990.1	" no descriptionweakly similar to ( 129)AT2G33860| Symbols: ARF3, ETT | ETT (ETTIN); transcription factor | chr2:14332520-14335689 REVERSEAuxin_resp "	RNA.regulation of transcription.ARF, Auxin Response Factor family	27_3_4

CUST_78653_PI403524517	2	0.044605255	0.97529316	-0.02797985	-0.25287914	-0.13401794	0.027980804	35_22553	"Cluster: Hypothetical protein P0443G08.136; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0443G08.136 - Oryza sativa (japonica cultivar"	UniRef90_Q84PW5	"CHR1V7|COORD:185260..186573| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G19400.2); similar to hypothetical protein [Oryza sativa (japonica"	AT1G01500.1	CHR08V5|COORD:2962962..2965596|protein expressed protein	LOC_Os08g05550.1	"no descriptionvery weakly similar to (93.2)AT1G01500| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G19400.2); similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:AAN65010.1); similar to Os03g0775600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001051432.1); contains domain 2-HYDROXYACID DEHYDROGENASE (PTHR10996:SF1); contains domain 2-HYDROXYACID DEHYDROGENASE (PTHR10996) | chr1:185260-186573 FORWARDnot assigned not assigned not assigned not assigned not assigned Tymo_45kd_70kd PRK12323 PRK07764"	not assigned.unknown	35_2

CUST_10079_PI403524517	2	0.09891796	-0.3412304	0.061941147	-0.0203228	0.020321846	-0.031290054	35_2846	"Cluster: Hypothetical protein B1144B06.21; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1144B06.21 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6Z0R0	0	0	CHR08V5|COORD:22225630..22228223|protein expressed protein	LOC_Os08g35480.1	no description	not assigned.unknown	35_2

CUST_463_PI404877155	2	0.025772095	0.22552776	-0.026116371	-0.025771141	-0.061077118	0.046815872	Contig10370_at	putative zinc finger protein [Oryza sativa (japonica cultivar-group)] dbj|BAB64114.1| putative transparent testa 1 [Oryza sativa (japonica	NP_915688.1	zinc finger (C2H2 type) family protein	At1g34370.2	protein Zinc finger, C2H2 type, putative	Os01g65080	zinc finger (C2H2 type) family protein, contains Pfam domain, PF00096: Zinc finger, C2H2 type or  zinc finger (C2H2 type) family protein, contains Pfam domain, PF00096: Zinc finger, C2H2 type or  similar to zinc finger (C2H2 type) family protein [Arabidop	RNA.regulation of transcription.C2H2 zinc finger family	27_3_11

CUST_70219_PI403524517	2	0.022818565	0.035056114	-0.022818565	-0.07635403	-0.03440857	0.28478336	35_20103	"Cluster: Os07g0110400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0110400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D927	CHR5V7|COORD:5047890..5057414| binding	AT5G15540.1	CHR07V5|COORD:573863..580491|protein expressed protein	LOC_Os07g01940.1	no descriptionvery weakly similar to (94.4)AT5G15540| Symbols:  | binding | chr5:5047890-5057414 REVERSEnot assigned znuA ZnuA SelP_N	not assigned.no ontology	35_1

CUST_84182_PI403524517	2	0.21874237	0.9288187	-0.3069458	-0.074456215	-0.14178467	0.07445526	35_24124	"Cluster: Os06g0655100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0655100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DAG1	"CHR4V7|COORD:16374045..16376565| EDA9 (embryo sac development arrest 9); NAD binding / amino acid binding / cofactor binding / oxidoreductase, acting on the CH-"	AT4G34200.1	CHR06V5|COORD:26857589..26853891|protein D-3-phosphoglycerate dehydrogenase, chloroplast precursor, putative, expressed	LOC_Os06g44460.1	" no descriptionmoderately similar to ( 329)AT4G34200| Symbols: EDA9 | EDA9 (embryo sac development arrest 9); NAD binding / amino acid binding / cofactor binding / oxidoreductase, acting on the CH-OH group of donors, NAD or NADP as acceptor / phosphoglycerate dehydrogenase | chr4:16374045-16376565 REVERSEnot assigned ACT_3PGDH-xct ACT_3PGDH-like ACT_LSD "	amino acid metabolism.synthesis.serine-glycine-cysteine group.serine.phosphoglycerate dehydrogenase	13_1_5_1_1

CUST_136644_PI403524517	2	0.12683392	-0.002954483	-0.0525074	0.011084557	-0.4866476	0.002954483	35_38320	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_79938_PI403524517	2	0.047751427	-0.35281944	0.057053566	-0.008044243	-0.01895523	0.008043289	35_22923	"Cluster: Os01g0375200 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os01g0375200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JMN6	"CHR3V7|COORD:1924542..1927707| EMB3004/MEE32 (EMBRYO DEFECTIVE 3004, maternal effect embryo arrest 32); 3-dehydroquinate dehydratase/ NADP binding / shikimate"	AT3G06350.1	CHR12V5|COORD:21201669..21196625|protein shikimate dehydrogenase, putative, expressed	LOC_Os12g34874.1	" no descriptionmoderately similar to ( 336)AT3G06350| Symbols: EMB3004, MEE32 | EMB3004/MEE32 (EMBRYO DEFECTIVE 3004, maternal effect embryo arrest 32); 3-dehydroquinate dehydratase/ NADP binding / shikimate 5-dehydrogenase | chr3:1924542-1927707 REVERSEnot assigned AroE aroE PRK12548 PRK12549 PRK12550 aroDE Shikimate_dh_N PRK12749 Shikimate_DH hemA HemA "	amino acid metabolism.synthesis.aromatic aa.chorismate.dehydroquinate/shikimate dehydrogenase	13_1_6_1_10

CUST_163634_PI403524517	2	0.015920639	-0.20042992	0.014750481	-0.014749527	0.20085049	-0.15312672	35_45628	"Cluster: Mitochondrial processing peptidase beta subunit, mitochondrial, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Mitochondrial pro"	UniRef90_Q10Q21	"CHR3V7|COORD:365631..368533| MPPBETA; metalloendopeptidase"	AT3G02090.1	CHR03V5|COORD:5849271..5853931|protein mitochondrial-processing peptidase beta subunit, mitochondrial precursor, putative, expressed	LOC_Os03g11410.1	"no descriptionvery weakly similar to (71.6)AT3G02090| Symbols: MPPBETA | MPPBETA; metalloendopeptidase | chr3:365631-368541 FORWARDnot assigned PqqL"	mitochondrial electron transport / ATP synthesis.NADH-DH.localisation not clear	9_1_2

CUST_72178_PI403524517	2	-0.0029182434	0.055254936	0.002919197	-0.07411194	-0.019599915	0.01922226	35_20689	"Cluster: Hypothetical protein OSJNBa0023I17.16; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0023I17.16 - Oryza sativa (japonica"	UniRef90_Q6H6V0	CHR4V7|COORD:10170035..10171232| similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:BAD25549.1)	AT4G18400.1	CHR09V5|COORD:22727156..22728719|protein expressed protein	LOC_Os09g39594.1	no descriptionvery weakly similar to (80.5)AT4G18400| Symbols:  | similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:BAD25549.1) | chr4:10170035-10171232 REVERSE	not assigned.unknown	35_2

CUST_588_PI399866495	2	-0.013569832	0.52397156	0.013569832	-0.06053734	-0.06906605	0.21040249	Contig4444_at	unknown [Oryza sativa (japonica cultivar-group)]	AAO72578.1	expressed protein	At3g56680.1	protein expressed protein	Os05g34070	"2.1_cys4-zincfinger   T01334 RXR-beta;"	not assigned.unknown	35_2

CUST_48640_PI403524517	2	0.027679443	-0.35686398	-0.013185501	0.013186455	-0.061825752	0.070902824	35_13890	"Cluster: Hypothetical protein P0005A05.16; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0005A05.16 - Oryza sativa (japonica cultivar-g"	UniRef90_Q657Y8	CHR2V7|COORD:9250630..9251659| ATRER1B (Arabidopsis thaliana endoplasmatic reticulum retrieval protein 1B)	AT2G21600.1	CHR01V5|COORD:316538..319050|protein RER1A protein, putative, expressed	LOC_Os01g01640.1	no descriptionmoderately similar to ( 216)AT2G21600| Symbols: ATRER1B | ATRER1B (Arabidopsis thaliana endoplasmatic reticulum retrieval protein 1B) | chr2:9250630-9251659 FORWARDnot assigned Rer1 RER1	not assigned.no ontology	35_1

CUST_41291_PI403524517	2	-0.40169	1.0128613	0.33959818	0.69392633	-0.519227	-0.3395977	35_11869	0	0	CHR2V7|COORD:13008198..13009163| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G46300.1)	AT2G30505.1	CHR04V5|COORD:17261771..17259441|protein transposon protein, putative, CACTA, En/Spm sub-class	LOC_Os04g29360.1	no description	not assigned.unknown	35_2

CUST_17293_PI399408534	2	0.017059326	-0.40704727	0.06312561	-0.103663445	0.20069885	-0.01706028	35_24810	Rep: Auxin response factor 6b - Oryza sativa (Rice)	UniRef90_Q8S980	CHR1V7|COORD:10686107..10690018| ARF6 (AUXIN RESPONSE FACTOR 6)	AT1G30330.2	CHR12V5|COORD:25974809..25968753|protein auxin response factor 6, putative, expressed	LOC_Os12g41950.1	no descriptionmoderately similar to ( 208)AT1G30330| Symbols: ARF6 | ARF6 (AUXIN RESPONSE FACTOR 6) | chr1:10686107-10690018 REVERSEvery weakly similar to (55.1)IAA14_ORYSAAUX_IAA	hormone metabolism.auxin.induced-regulated-responsive-activated	17_2_3

CUST_8664_PI399408534	2	0.606719	0.12471104	-0.13078308	0.46302605	-0.12471151	-0.39378357	35_6708	"Cluster: TPR Domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: TPR Domain containing protein, expressed - Oryza sativa (jap"	UniRef90_Q10MH4	"CHR3V7|COORD:5809384..5812611| HCF107 (HIGH CHLOROPHYLL FLUORESCENT 107); binding"	AT3G17040.1	CHR03V5|COORD:10976387..10971662|protein psbB mRNA maturation factor Mbb1, chloroplast precursor, putative, expressed	LOC_Os03g19560.1	" no descriptionmoderately similar to ( 453)AT3G17040| Symbols: HCF107 | HCF107 (HIGH CHLOROPHYLL FLUORESCENT 107); binding | chr3:5809384-5812611 REVERSEweakly similar to ( 200)MBB1_CHLREPsbB mRNA maturation factor Mbb1, chloroplast precursor - Chlamydomonas reinhardtiinot assigned not assigned not assigned not assigned TadD COG4783 TPR "	RNA.processing	27_1

CUST_7048_PI404877155	2	0.14372158	-0.13607216	-0.08226395	0.08240318	-0.021103859	0.021102905	Contig20622_at	SERK2 protein [Zea mays]	CAC37639.1	leucine-rich repeat family protein / protein kinase family protein	At1g71830.1	protein somatic embryogenesis receptor-like kinase 1	Os04g38480	protein kinase, putative similar to receptor protein kinase	signalling.receptor kinases.leucine rich repeat II	30_2_2

CUST_125826_PI403524517	2	-0.016680717	-0.046232224	0.066524506	0.035842896	0.013768196	-0.013768196	35_35430	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_17193_PI403524517	2	0.10544777	-1.0719147	-0.16883278	0.22310829	0.035829544	-0.03582859	35_4969	"Cluster: Putative Nuclear pore complex protein Nup155; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Nuclear pore complex protein Nup155 - Oryza sat"	UniRef90_Q5Z4E0	CHR1V7|COORD:5116916..5123254| NUP155 (Nucleoporin 155)	AT1G14850.1	CHR06V5|COORD:11514409..11525626|protein NUP155, putative, expressed	LOC_Os06g20090.1	no descriptionmoderately similar to ( 360)AT1G14850| Symbols: NUP155 | NUP155 (Nucleoporin 155) | chr1:5116916-5123254 REVERSEnot assigned Nucleoporin	protein.targeting.nucleus	29_3_1

CUST_80367_PI403524517	2	0.20854568	0.07040119	-0.17499685	-0.030490398	-0.7451048	0.030490398	35_23050	"Cluster: TPR Domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: TPR Domain containing protein, expressed - Oryza sativa (jap"	UniRef90_Q336U8	CHR1V7|COORD:28764593..28769680| tetratricopeptide repeat (TPR)-containing protein	AT1G76630.1	CHR10V5|COORD:21123894..21116194|protein TPR Domain containing protein, expressed	LOC_Os10g40050.1	no descriptionweakly similar to ( 105)AT1G76630| Symbols:  | tetratricopeptide repeat (TPR)-containing protein | chr1:28764593-28769680 FORWARD	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_67277_PI403524517	2	-0.10872936	-2.812519	0.18866825	0.10872936	0.3886814	-1.293366	35_19212	"Cluster: OSIGBa0113E10.3 protein; n=3; BEP clade|Rep: OSIGBa0113E10.3 protein - Oryza sativa (Rice)"	UniRef90_Q00RQ3	CHR3V7|COORD:5471800..5473039| L-asparaginase, putative / L-asparagine amidohydrolase, putative	AT3G16150.1	CHR04V5|COORD:32942472..32945722|protein transposon protein, putative, unclassified, expressed	LOC_Os04g55710.1	 no descriptionmoderately similar to ( 271)AT3G16150| Symbols:  | L-asparaginase, putative / L-asparagine amidohydrolase, putative | chr3:5471800-5473039 FORWARDweakly similar to ( 194)ASPG_LUPLUL-asparaginase precursor - Lupinus luteus (European yellow lupin)not assigned not assigned not assigned Asparaginase_2 Asparaginase_2 COG1446 ASRGL1_like Ntn_Asparaginase_2_like PRK10226 Taspase1_like Asparaginase_2_like Glycosylasparaginase PRK12323 PRK07764 PRK07003 	amino acid metabolism.degradation.aspartate family.asparagine.L-asparaginase	13_2_3_1_1

CUST_56875_PI403524517	2	-0.99279785	1.450285	0.47024918	0.30380058	-0.45081615	-0.30380058	35_16207	"Cluster: Low temperature-induced protein lt101.1; n=3; Triticeae|Rep: Low temperature-induced protein lt101.1 - Hordeum vulgare (Barley)"	UniRef90_P68179	CHR2V7|COORD:16251296..16251550| hydrophobic protein, putative / low temperature and salt responsive protein, putative	AT2G38905.1	CHR03V5|COORD:9879451..9878809|protein expressed protein	LOC_Os03g17790.1	 no descriptionvery weakly similar to (84.3)AT2G38905| Symbols:  | hydrophobic protein, putative / low temperature and salt responsive protein, putative | chr2:16251296-16251550 REVERSEvery weakly similar to (94.0)LT01_HORVULow temperature-induced protein lt101.1 - Hordeum vulgare (Barley)not assigned UPF0057 COG0401 	stress.abiotic.cold	20_2_2

CUST_169471_PI403524517	2	-0.052186012	0.05218506	-0.061849594	-0.116033554	0.09196186	0.06631565	35_47202	"Cluster: Os09g0570300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os09g0570300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IZG6	CHR4V7|COORD:6945122..6947181| short-chain dehydrogenase/reductase (SDR) family protein	AT4G11410.1	CHR09V5|COORD:22762384..22766487|protein retinol dehydrogenase 14, putative, expressed	LOC_Os09g39670.1	no descriptionmoderately similar to ( 204)AT4G11410| Symbols:  | short-chain dehydrogenase/reductase (SDR) family protein | chr4:6945122-6947181 REVERSEnot assigned PRK06196 PRK06197 PRK05854 PRK07453	misc.short chain dehydrogenase/reductase (SDR)	26_22

CUST_28744_PI399408534	2	-1.1040392	-0.56798077	0.66772556	0.14682531	2.719532	-0.14682531	35_5540	"Cluster: Hypothetical protein P0407A09.23; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0407A09.23 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6K7X5	CHR3V7|COORD:17538596..17541733| leucine-rich repeat transmembrane protein kinase, putative	AT3G47570.1	CHR02V5|COORD:24309891..24312994|protein receptor-like protein kinase precursor, putative, expressed	LOC_Os02g40180.1	" no descriptionvery weakly similar to (52.4)AT1G80840| Symbols: ATWRKY40, WRKY40 | WRKY40 (WRKY DNA-binding protein 40); transcription factor | chr1:30388726-30390248 FORWARDnot assigned "	protein.postranslational modification	29_4

CUST_24549_PI403524517	2	-0.031568527	0.033083916	-0.2485075	0.12610245	-0.001988411	0.001988411	35_7125	"Cluster: Hypothetical protein OJ1131_E09.2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1131_E09.2 - Oryza sativa (japonica cultivar"	UniRef90_Q75K68	"CHR1V7|COORD:19928677..19930068| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G16960.1); similar to unknown protein [Oryza sativa (japonica"	AT1G53400.1	CHR01V5|COORD:30834041..30828453|protein ubiquitin domain containing 1, putative, expressed	LOC_Os01g53079.1	"no descriptionweakly similar to ( 154)AT1G53400| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G16960.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAB63530.1); similar to Os09g0345000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001062935.1); contains domain SUBFAMILY NOT NAMED (PTHR13609:SF2); contains domain FAMILY NOT NAMED (PTHR13609) | chr1:19928677-19930068 FORWARDnot assigned"	not assigned.unknown	35_2

CUST_3455_PI404877155	2	-0.11168146	-0.51055527	0.09439278	0.2944908	0.19015408	-0.09439325	Contig13922_at	putative protein [Oryza sativa]	CAC39066.1	protein kinase family protein	At5g07620.1	protein expressed protein	Os02g43870	NONE	signalling.receptor kinases.leucine rich repeat III	30_2_3

CUST_11870_PI403524517	2	0.27060604	-0.32270527	-0.08079815	0.051074028	-0.05107498	0.13498783	35_3377	"Cluster: Hypothetical protein P0672D08.44; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0672D08.44 - Oryza sativa (japonica cultivar-g"	UniRef90_Q93VY8	"CHR5V7|COORD:4156792..4158238| similar to Os01g0102500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001041749.1); contains domain no description"	AT5G13100.1	CHR01V5|COORD:138738..141356|protein expressed protein	LOC_Os01g01295.1	"no descriptionmoderately similar to ( 344)AT5G13100| Symbols:  | similar to Os01g0102500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001041749.1); contains domain no description (G3D.3.40.109.10); contains domain NADH oxidase/flavin reductase (SSF55469) | chr5:4156792-4158238 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TT_ORF1 PRK07003 PRK12678 PRK12323 PRK07764 infB DUF566 Herpes_BLLF1 Gag_spuma APC_basic"	not assigned.unknown	35_2

CUST_7754_PI399408534	2	0.55560493	0.0013570786	0.033341408	-0.0013575554	-0.9629054	-0.024496078	35_21267	"Cluster: Os05g0302300 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0302300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DJC2	CHR1V7|COORD:10938121..10941486| transcription factor jumonji (jmj) family protein / zinc finger (C5HC2 type) family protein	AT1G30810.1	CHR05V5|COORD:13501575..13495777|protein jmjC domain containing protein, expressed	LOC_Os05g23670.1	no descriptionweakly similar to ( 200)AT1G30810| Symbols:  | transcription factor jumonji (jmj) family protein / zinc finger (C5HC2 type) family protein | chr1:10938121-10941486 REVERSEnot assigned JmjN JmjN	RNA.regulation of transcription.JUMONJI family	27_3_57

CUST_33845_PI403524517	2	0.12414646	-0.027431488	0.027431488	-0.060177803	0.15133095	-0.17611599	35_9757	"Cluster: Splicing factor 3B subunit 4, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Splicing factor 3B subunit 4, putative, expressed -"	UniRef90_Q7XDP6	"CHR2V7|COORD:8038636..8040599| EMB2444 (EMBRYO DEFECTIVE 2444); RNA binding"	AT2G18510.1	CHR10V5|COORD:16421355..16425847|protein splicing factor 3B subunit 4, putative, expressed	LOC_Os10g31900.1	" no descriptionmoderately similar to ( 261)AT2G18510| Symbols: EMB2444 | EMB2444 (EMBRYO DEFECTIVE 2444); RNA binding | chr2:8038636-8040599 REVERSEvery weakly similar to (65.9)ROC3_NICSY28 kDa ribonucleoprotein, chloroplast precursor - Nicotiana sylvestris (Wood tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned RRM COG0724 RRM_1 "	RNA.RNA binding	27_4

CUST_16722_PI403524517	2	0.05308056	0.0245018	-0.008152008	-0.08489704	0.008151054	-0.026260376	35_4826	Rep: Plastid division regulator MinE - Hordeum vulgare (Barley)	UniRef90_Q45RS0	"CHR1V7|COORD:26088384..26089947| ATMINE1 (ARABIDOPSIS HOMOLOGUE OF BACTERIAL MINE 1); protein binding"	AT1G69390.1	CHR12V5|COORD:18887126..18884689|protein plastid division regulator MinE, putative, expressed	LOC_Os12g31450.1	"no descriptionweakly similar to ( 192)AT1G69390| Symbols: ATMINE1 | ATMINE1 (ARABIDOPSIS HOMOLOGUE OF BACTERIAL MINE 1); protein binding | chr1:26088384-26089947 FORWARD"	not assigned.no ontology	35_1

CUST_9281_PI403524517	2	0.0033817291	-0.34496784	-0.035921097	0.093450546	-0.0033817291	0.02806282	35_2610	"Cluster: Putative signal recognition particle 72; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative signal recognition particle 72 - Oryza sativa (japon"	UniRef90_Q5N842	CHR1V7|COORD:25369625..25372127| binding	AT1G67680.1	CHR01V5|COORD:38977367..38981577|protein signal recognition particle 72 kDa protein, putative, expressed	LOC_Os01g66560.1	no descriptionmoderately similar to ( 446)AT1G67680| Symbols:  | binding | chr1:25369625-25372127 REVERSEnot assigned SRP72	not assigned.unknown	35_2

CUST_13794_PI404877155	2	0.005358696	-0.005358696	-0.07399845	0.016679764	-0.037269592	0.0057268143	Contig7548_at	copia-like retroelement pol polyprotein [Arabidopsis thaliana]	AAM66053.1	SNF7 family protein	At4g29160.1	protein Similar to copia-like retroelement pol polyprotein [imported] - Arabidopsis thaliana	Os06g40620	copia-related retroelement pol polyprotein	RNA.regulation of transcription.SNF7	27_3_71

CUST_3701_PI403524517	2	-0.072250366	0.49194908	0.12943363	-0.015175819	0.015175819	-0.05397606	35_1009	Rep: Putative OsCTTP - Oryza sativa (japonica cultivar-group)	UniRef90_Q6K7C2	CHR4V7|COORD:15186857..15188284| ChaC-like family protein	AT4G31290.1	CHR02V5|COORD:15673698..15670353|protein cation transport protein chaC, putative, expressed	LOC_Os02g26700.1	no descriptionmoderately similar to ( 309)AT4G31290| Symbols:  | ChaC-like family protein | chr4:15186857-15188284 FORWARDnot assigned ChaC ChaC	not assigned.no ontology	35_1

CUST_130857_PI403524517	2	0.1527195	-0.03489113	0.10608864	-0.06150055	-0.0025548935	0.0025548935	35_36751	"Cluster: Expressed protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10D74	CHR2V7|COORD:6912794..6916364| similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAP03423.1)	AT2G15860.1	CHR03V5|COORD:30212792..30209402|protein expressed protein	LOC_Os03g52780.1	no descriptionweakly similar to ( 164)AT2G15860| Symbols:  | similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAP03423.1) | chr2:6912794-6916364 REVERSE	not assigned.unknown	35_2

CUST_71918_PI403524517	2	0.11321926	-0.05834198	0.07114887	-0.06949425	-0.0240736	0.024072647	35_20617	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2R8L3	0	0	CHR11V5|COORD:6541495..6537392|protein expressed protein	LOC_Os11g11790.1	no description	not assigned.unknown	35_2

CUST_101358_PI403524517	2	0.25933075	-0.2258892	0.11965656	0.07672024	-0.26425028	-0.07671976	35_28926	"Cluster: Putative fertility restorer; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative fertility restorer - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ZLD6	CHR4V7|COORD:11126162..11128345| pentatricopeptide (PPR) repeat-containing protein	AT4G20740.1	CHR07V5|COORD:4154503..4158858|protein expressed protein	LOC_Os07g08180.2	no descriptionweakly similar to ( 182)AT4G20740| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr4:11126162-11128345 FORWARDvery weakly similar to (97.8)RF1_ORYSA	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_12539_PI404877155	2	-1.8370705	0.40352154	-2.1826072	1.5568752	0.7863331	-0.40352058	Contig6278_at	P0028G04.23 [Oryza sativa (japonica cultivar-group)] dbj|BAB93442.1| hypothetical protein [Oryza sativa (japonica cultivar-group)] dbj|BAB62	NP_908648.1	expressed protein	At3g10040.1	protein hypothetical protein	Os01g21590	0.2_HMGI_Y T01851	RNA.regulation of transcription.Trihelix, Triple-Helix transcription factor family	27_3_30

CUST_29665_PI403524517	2	0.35640574	-0.013184071	-0.28494692	-0.26773167	0.013184071	1.9850726	35_8568	Rep: OSJNBb0065J09.10 protein - Oryza sativa (Rice)	UniRef90_Q7XKF9	"CHR2V7|COORD:15430572..15432059| DOGT1 (DON-GLUCOSYLTRANSFERASE); UDP-glycosyltransferase/ transferase, transferring glycosyl groups"	AT2G36800.1	CHR04V5|COORD:25996323..25994619|protein cytokinin-O-glucosyltransferase 3, putative, expressed	LOC_Os04g44250.1	" no descriptionweakly similar to ( 169)AT2G36790| Symbols: UGT73C6 | UGT73C6 (UDP-glucosyl transferase 73C6); UDP-glucosyltransferase/ UDP-glycosyltransferase/ transferase, transferring glycosyl groups | chr2:15427418-15428905 REVERSEweakly similar to ( 121)ZOX_PHAVUZeatin O-xylosyltransferase - Phaseolus vulgaris (Kidney bean) (French bean)not assigned UDPGT COG1819 "	misc.UDP glucosyl and glucoronyl transferases	26_2

CUST_64861_PI403524517	2	-0.4966874	0.4276743	0.01541996	0.12682343	-0.01541996	-0.030103683	35_18520	Rep: GPRP - Oryza sativa (indica cultivar-group)	UniRef90_Q6V8K5	CHR5V7|COORD:18399327..18400081| proline-rich family protein	AT5G45350.1	CHR05V5|COORD:980861..978262|protein glycine-rich protein A3, putative, expressed	LOC_Os05g02780.4	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned GRP Lamprin	not assigned.unknown	35_2

CUST_45860_PI403524517	2	0.14807224	0.76220226	0.10008526	-0.21689415	-0.2189436	-0.100085735	35_13140	"Cluster: Putative acyl carrier protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative acyl carrier protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q75IP4	CHR3V7|COORD:1391869..1392884| ACP1 (ACYL CARRIER PROTEIN 1)	AT3G05020.1	CHR03V5|COORD:36060976..36058608|protein acyl carrier protein 3, chloroplast precursor, putative, expressed	LOC_Os03g63930.1	 no descriptionvery weakly similar to (52.8)AT3G05020| Symbols: ACP, ACP1 | ACP1 (ACYL CARRIER PROTEIN 1) | chr3:1391869-1392884 REVERSEvery weakly similar to (58.9)ACP3_HORVUAcyl carrier protein 3, chloroplast precursor - Hordeum vulgare (Barley)	lipid metabolism.FA synthesis and FA elongation.ACP protein	11_1_12

CUST_143258_PI403524517	2	0.2703929	0.72037554	0.13600683	-0.13600683	-0.8639779	-0.47150183	35_40141	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_7425_PI403524517	2	0.1476183	0.8459525	0.03980446	-0.039804935	-0.2699933	-0.096818924	35_2064	"Cluster: Hypothetical protein P0491F11.32; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0491F11.32 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5N729	"CHR1V7|COORD:12520691..12524024| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G08660.1); similar to Os05g0430300 [Oryza sativa (japonica"	AT1G34320.1	CHR01V5|COORD:38233007..38225774|protein expressed protein	LOC_Os01g65330.1	"no descriptionhighly similar to ( 677)AT1G34320| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G08660.1); similar to Os05g0430300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001055623.1); similar to Trp repressor/replication initiator [Medicago truncatula] (GB:ABE83667.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD82727.1); contains InterPro domain Protein of unknown function DUF668; (InterPro:IPR007700) | chr1:12520691-12524024 FORWARDnot assigned not assigned DUF668 GAL11"	not assigned.unknown	35_2

CUST_50446_PI403524517	2	-0.04418087	0.30812836	0.044181824	-0.094732285	0.044181824	-0.05901146	35_14404	"Cluster: Putative Glycine-rich protein 2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Glycine-rich protein 2 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6YUR8	"CHR2V7|COORD:9044064..9044669| ATGRP2B (GLYCINE-RICH PROTEIN 2B); nucleic acid binding"	AT2G21060.1	CHR02V5|COORD:1104306..1102965|protein glycine-rich protein 2, putative, expressed	LOC_Os02g02870.1	"no descriptionweakly similar to ( 181)AT5G53300| Symbols: UBC10 | UBC10 (ubiquitin-conjugating enzyme 10); ubiquitin-protein ligase | chr5:21650028-21651215 REVERSEweakly similar to ( 105)GRP2_NICSYGlycine-rich protein 2 - Nicotiana sylvestris (Wood tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG5078 UBCc UQ_con UBCc CSD CspC cspE PRK10943 Extensin_2 PRK10354 PRK09890 Drf_FH1 PRK10819 PRK09937 PRK12323 DUF1421 PRK07764 CSP Atrophin-1 PRK07003 PRK05648 GRP TonB FAP DUF605 DUF1210 TT_ORF1 PRK06958 Tymo_45kd_70kd GRASP55_65 MCPVI tatB GP38 PRK08853 Gag_spuma Totivirus_coat PRK11633 DedD DEC-1_N Amelogenin HPC2 Trypan_PARP IER COG4371 VirB10 PRK08770 SMN PRK07994"	protein.degradation.ubiquitin.E2	29_5_11_3

CUST_46806_PI403524517	2	0.16341162	0.08108473	0.51873827	-0.16371489	-0.5774598	-0.08108473	35_13403	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_149621_PI403524517	2	0.38363552	0.8098612	0.074534416	-0.4530735	-0.16552353	-0.07453537	35_41857	"Cluster: Putative anthranilate phosphoribosyltransferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative anthranilate phosphoribosyltransferase - Ory"	UniRef90_Q6K6B6	CHR1V7|COORD:1081207..1084245| C2 domain-containing protein	AT1G04150.1	CHR02V5|COORD:34952143..34955738|protein anthranilate phosphoribosyltransferase-like protein, putative, expressed	LOC_Os02g57090.1	no descriptionmoderately similar to ( 255)AT3G57880| Symbols:  | C2 domain-containing protein | chr3:21442175-21444496 REVERSEnot assigned C2 C2 C2	not assigned.no ontology.C2 domain-containing protein	35_1_19

CUST_35757_PI403524517	2	0.10336971	0.70188046	-0.004374504	-0.2545662	-0.18594265	0.0043735504	35_10311	"Cluster: PWWP domain, putative; n=2; Oryza sativa (japonica cultivar-group)|Rep: PWWP domain, putative - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53QK3	0	0	CHR11V5|COORD:11393816..11389141|protein PWWP domain containing protein, expressed	LOC_Os11g19810.2	no descriptionnot assigned PRK05648 PRK12372	not assigned.unknown	35_2

CUST_11451_PI403524517	2	-1.0206394	-0.20658112	0.8958359	0.1621809	0.16807175	-0.1621809	35_3249	"Cluster: Putative C2 domain-containing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative C2 domain-containing protein - Oryza sativa (japonica"	UniRef90_Q6ZBX9	CHR5V7|COORD:8082792..8083451| C2 domain-containing protein	AT5G23950.1	CHR08V5|COORD:28039487..28037515|protein SRC2, putative, expressed	LOC_Os08g44850.1	no descriptionweakly similar to ( 152)AT5G23950| Symbols:  | C2 domain-containing protein | chr5:8082792-8083451 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07003 PRK12323 PRK12678 Atrophin-1 Herpes_BLLF1 PRK07764 HPC2 DUF566 PRK05648 DamX Pneumo_att_G Tymo_45kd_70kd infB DUF1421 APC_basic TT_ORF1 PRK09169 IER C2 Drf_FH1 AF-4 C2 Syndecan PRK00708 C2 DUF1777	stress.abiotic.cold	20_2_2

CUST_68878_PI403524517	2	0.32021427	0.2906332	7.305145E-4	-0.096738815	-0.01212883	-7.305145E-4	35_19705	Rep: D-protein - Hordeum vulgare (Barley)	UniRef90_Q8VWY8	CHR3V7|COORD:2465445..2467039| kelch repeat-containing protein	AT3G07720.1	CHR09V5|COORD:3733886..3731398|protein tip elongation aberrant protein 1, putative, expressed	LOC_Os09g07460.1	no descriptionmoderately similar to ( 397)AT3G07720| Symbols:  | kelch repeat-containing protein | chr3:2465445-2467039 FORWARDvery weakly similar to (68.9)ADO1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07764 PRK12323 PRK12678 PRK07003 Herpes_BLLF1 APC_basic TT_ORF1 COG3055	not assigned.no ontology	35_1

CUST_56344_PI403524517	2	0.055864334	0.02797985	-0.0256567	-0.14472294	-0.13686657	0.0256567	35_16040	Rep: Starch branching enzyme I precursor - Triticum aestivum (Wheat)	UniRef90_Q9XGB2	CHR5V7|COORD:932493..937469| SBE2.2 (STARCH BRANCHING ENZYME 2.2)	AT5G03650.1	CHR06V5|COORD:30904817..30896378|protein 1,4-alpha-glucan branching enzyme, chloroplast precursor, putative, expressed	LOC_Os06g51084.7	no descriptionhighly similar to ( 822)AT5G03650| Symbols: SBE2.2 | SBE2.2 (STARCH BRANCHING ENZYME 2.2) | chr5:932493-937469 FORWARDnearly identical (1345)GLGB_ORYSAnot assigned not assigned GlgB PRK12313 PRK05402 PRK12568 Glycogen_branching_enzyme_like_N_term PulA Alpha-amylase Isoamylase_N Aamy Alpha-amylase_C AmyA Glycogen_branching_enzyme_N_term PRK03705 malS	major CHO metabolism.synthesis.starch.starch branching	2_1_2_3

CUST_102210_PI403524517	2	-0.094833374	0.28031397	0.32557154	-0.41605616	0.094833374	-0.3473277	35_29163	Rep: CDNA sequence BC068157 - Mus musculus (Mouse)	UniRef90_Q6NVE5	CHR1V7|COORD:9039777..9042860| protein kinase	AT1G26150.1	CHR01V5|COORD:42602391..42607415|protein serine/arginine repetitive matrix protein 1, putative, expressed	LOC_Os01g72890.2	no description	not assigned.unknown	35_2

CUST_92195_PI403524517	2	-0.575387	-0.29087543	0.4455738	0.07819176	0.1421547	-0.07819176	35_26364	"Cluster: Retrotransposon protein, putative, unclassified, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Retrotransposon protein, putative,"	UniRef90_Q2R0I2	CHR3V7|COORD:3143479..3154649| kinesin motor protein-related	AT3G10180.1	CHR11V5|COORD:25088535..25090371|protein expressed protein	LOC_Os11g42490.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Smc Myosin_tail_1 PRK03918 PRK02224 SbcC COG1340 MAD DUF869 COG4942	not assigned.unknown	35_2

CUST_77328_PI403524517	2	-0.03480816	0.25269508	-0.1238184	-0.033554077	0.033554077	0.14554214	35_22162	"Cluster: Selenium-binding protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Selenium-binding protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5VS03	0	0	CHR06V5|COORD:625096..622447|protein F-box domain containing protein, expressed	LOC_Os06g02100.1	no description	not assigned.unknown	35_2

CUST_8567_PI403524517	2	-0.036603928	0.018947601	0.010688782	-0.0035877228	-0.13272858	0.0035877228	35_2397	Rep: WIR1A protein - Triticum aestivum (Wheat)	UniRef90_Q01482	0	0	0	0	no descriptionvery weakly similar to (55.5)WIR1B_WHEATProtein WIR1B - Triticum aestivum (Wheat)	stress.biotic	20_1

CUST_170868_PI403524517	2	-0.5497036	-0.061460495	0.57664204	0.23356771	-0.07989216	0.061460495	35_47595	"Cluster: Putative MAP kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative MAP kinase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q84SX8	CHR4V7|COORD:8330077..8331540| protein kinase family protein	AT4G14480.1	CHR03V5|COORD:26779676..26781280|protein ATP binding protein, putative	LOC_Os03g47470.1	no descriptionweakly similar to ( 168)AT4G14480| Symbols:  | protein kinase family protein | chr4:8330077-8331540 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase Pkinase_Tyr PTKc SPS1 TyrKc PTKc_Srm_Brk PTKc_EGFR_like	protein.postranslational modification	29_4

CUST_2422_PI403524517	2	0.044454575	-0.34869003	-0.0953598	0.034931183	0.034931183	-0.03493023	35_659	Rep: 60S ribosomal protein L36a - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_O23290	CHR4|COORD:8242544..8243880| 60S ribosomal protein L36a/L44 (RPL36aB)	AT4G14320.1	CHR07V5|COORD:20308348..20310417|protein 60S ribosomal protein L44, putative, expressed	LOC_Os07g33997.1	no descriptionweakly similar to ( 134)AT4G14320| Symbols:  | 60S ribosomal protein L36a/L44 (RPL36aB) | chr4:8242680-8243801 REVERSEweakly similar to ( 129)RL44_GOSHI60S ribosomal protein L44 - Gossypium hirsutum (Upland cotton) (Gossypium mexicanum)not assigned Ribosomal_L44 RPL42A	protein.synthesis.misc ribososomal protein	29_2_2

CUST_5701_PI403524517	2	0.055304527	0.010896683	-0.002120018	-0.030361176	0.0021190643	-0.046714783	35_1576	"Cluster: Putative RNA binding protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative RNA binding protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z568	CHR5V7|COORD:1323701..1325487| RNA recognition motif (RRM)-containing protein	AT5G04600.1	CHR08V5|COORD:19593153..19588365|protein MKI67 FHA domain-interacting nucleolar phosphoprotein-like, putative, expressed	LOC_Os08g31810.3	no descriptionmoderately similar to ( 214)AT5G04600| Symbols:  | RNA recognition motif (RRM)-containing protein | chr5:1323701-1325487 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG0724 RRM RRM_1	RNA.RNA binding	27_4

CUST_156697_PI403524517	2	0.024353027	0.11709595	0.031103134	-0.11755848	-0.07654095	-0.024352074	35_43762	"Cluster: similar to hypothetical protein 4930595M18 (predicted) (RGD1563383_predicted), mRNA; n=1; Rattus norvegicus|Rep: similar to hypothetical protein"	UniRef90_UPI0000DBF0C6		0	0	0	no description	not assigned.unknown	35_2

CUST_178945_PI403524517	2	0.22144508	-9.875298E-4	-0.07166004	0.024620533	9.880066E-4	-0.2763443	35_49772	"Cluster: Os02g0714000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0714000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DY58	CHR1V7|COORD:28691826..28693400| RNA recognition motif (RRM)-containing protein	AT1G76460.1	CHR02V5|COORD:29588736..29593032|protein RNA-binding region-containing protein 1, putative, expressed	LOC_Os02g48340.3	no descriptionweakly similar to ( 139)AT1G76460| Symbols:  | RNA recognition motif (RRM)-containing protein | chr1:28691826-28693400 REVERSEnot assigned	RNA.RNA binding	27_4

CUST_14964_PI403524517	2	-0.0028839111	-0.33542633	0.0028848648	-0.057857513	0.06030178	0.0050497055	35_4314	"Cluster: Hypothetical protein P0483F08.18; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0483F08.18 - Oryza sativa (japonica cultivar-g"	UniRef90_Q9LWD2	CHR3V7|COORD:6457936..6459564| ribosomal protein S6 family protein	AT3G18760.1	CHR01V5|COORD:6580489..6583909|protein expressed protein	LOC_Os01g12090.1	no descriptionweakly similar to ( 156)AT3G18760| Symbols:  | ribosomal protein S6 family protein | chr3:6457936-6459564 REVERSEnot assigned RpsF rpsF	protein.synthesis.misc ribososomal protein	29_2_2

CUST_131253_PI403524517	2	0.013375759	0.04693842	-0.116681576	-0.22643995	0.036946774	-0.013375759	35_36865	"Cluster: Putative SAC domain protein 9; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative SAC domain protein 9 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5ZCR4	CHR3V7|COORD:22090258..22096651| SAC9 (suppressor of actin 9)	AT3G59770.1	CHR01V5|COORD:14290640..14299172|protein SAC9, putative, expressed	LOC_Os01g25330.3	no descriptionweakly similar to ( 160)AT3G59770| Symbols: SAC9 | SAC9 (suppressor of actin 9) | chr3:22090258-22095762 REVERSE	not assigned.no ontology	35_1

CUST_24937_PI399408534	2	0.1271801	-0.121788025	-0.15441418	-0.09664345	0.13143921	0.09664345	35_8320	"Cluster: Hypothetical protein P0468B07.33; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0468B07.33 - Oryza sativa (japonica cultivar-g"	UniRef90_Q8S1Z0	CHR4V7|COORD:17626253..17628848| ribonuclease III family protein	AT4G37510.1	CHR01V5|COORD:34743837..34739702|protein RNA binding protein, putative, expressed	LOC_Os01g59510.1	no descriptionmoderately similar to ( 218)AT4G37510| Symbols:  | ribonuclease III family protein | chr4:17626253-17628848 REVERSEnot assigned RIBOc RIBOc Ribonuclease_3	RNA.processing.ribonucleases	27_1_19

CUST_74336_PI403524517	2	0.02611065	0.257617	-0.060001373	-0.14261723	-0.026109695	0.08489323	35_21315	"Cluster: Zinc finger POZ domain protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Zinc finger POZ domain protein-like - Oryza sativa (japonica cult"	UniRef90_Q655S9	"CHR5V7|COORD:6342565..6344643| ATBPM1 (BTB-POZ AND MATH DOMAIN 1); protein binding"	AT5G19000.1	CHR06V5|COORD:27684558..27682621|protein speckle-type POZ protein, putative, expressed	LOC_Os06g45730.1	"no descriptionmoderately similar to ( 206)AT5G19000| Symbols: ATBPM1 | ATBPM1 (BTB-POZ AND MATH DOMAIN 1); protein binding | chr5:6342565-6344643 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned BTB BTB PRK07003 PRK12323 PRK07764 DUF566 DUF1509"	protein.degradation.ubiquitin.E3.BTB/POZ Cullin3.BTB/POZ	29_5_11_4_5_2

CUST_115882_PI403524517	2	0.05611515	-0.110375404	-0.053340912	-0.025979042	0.025978088	0.09556103	35_32862	Rep: OSIGBa0143N19.6 protein - Oryza sativa (Rice)	UniRef90_Q01IM8	CHR1V7|COORD:6846803..6847945| TGD1 (TRIGALACTOSYLDIACYLGLYCEROL 1)	AT1G19800.3	CHR04V5|COORD:27471768..27475152|protein expressed protein	LOC_Os04g46700.2	no descriptionvery weakly similar to (68.6)AT1G19800| Symbols: TGD1 | TGD1 (TRIGALACTOSYLDIACYLGLYCEROL 1) | chr1:6846803-6847945 FORWARD	transport.misc	34_99

CUST_15095_PI403524517	2	0.13393402	-0.42871857	-0.042015076	-0.10477924	0.042014122	0.043016434	35_4351	"Cluster: Putative GAP SH3 binding protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative GAP SH3 binding protein - Oryza sativa (japonica cultivar-g"	UniRef90_Q7Y1L6	CHR5V7|COORD:24561214..24563253| nuclear transport factor 2 (NTF2) family protein / RNA recognition motif (RRM)-containing protein	AT5G60980.2	CHR03V5|COORD:17389303..17393852|protein RNA-binding protein-like, putative, expressed	LOC_Os03g30550.1	no descriptionweakly similar to ( 103)AT5G60980| Symbols:  | nuclear transport factor 2 (NTF2) family protein / RNA recognition motif (RRM)-containing protein | chr5:24561214-24563253 FORWARDnot assigned not assigned not assigned not assigned COG0724 RRM RRM_1	protein.targeting.nucleus	29_3_1

CUST_17685_PI404877155	2	0.04358864	-0.13905907	-0.04358864	0.3664198	0.48528194	-0.06426048	HV_CEb0024B09r2_s_at	putative phytochrome-associated protein [Oryza sativa (japonica cultivar-group)] dbj|BAB91924.1| putative Aux/IAA protein [Oryza sativa (jap	NP_916039.1	auxin-responsive AUX/IAA family protein	At3g16500.1	protein AUX/IAA family	Os01g53880	auxin-responsive protein / indoleacetic acid-induced protein 18 (IAA18), identical to SP:O24408:AXII_ARATH Auxin-responsive protein IAA18 (Indoleacetic acid-induced protein 18) {Arabidopsis thaliana}	hormone metabolism.auxin.induced-regulated-responsive-activated	17_2_3

CUST_137903_PI403524517	2	-0.17267418	0.14416742	-0.029046535	0.037512302	0.029046535	-0.1895299	35_38676	"Cluster: Putative disease resistance protein kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative disease resistance protein kinase - Oryza"	UniRef90_Q8RYK7	CHR3V7|COORD:9811906..9813593| protein kinase family protein	AT3G26700.1	CHR01V5|COORD:41408858..41406318|protein BRASSINOSTEROID INSENSITIVE 1-associated receptor kinase 1 precursor, putative, expressed	LOC_Os01g70970.1	no description	not assigned.unknown	35_2

CUST_6153_PI403524517	2	0.052308083	0.06665993	0.010427475	-0.0834198	-0.010427475	-0.019087791	35_1706	"Cluster: Hypothetical protein OSJNBa0009E21.18; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0009E21.18 - Oryza sativa (japonica"	UniRef90_Q6I5I7	CHR5V7|COORD:23715222..23716731| selenium binding	AT5G58640.2	CHR05V5|COORD:22849462..22852649|protein selT-like protein precursor, putative, expressed	LOC_Os05g39110.1	no descriptionmoderately similar to ( 212)AT5G58640| Symbols:  | selenium binding | chr5:23715222-23716731 FORWARDnot assigned	not assigned.no ontology	35_1

CUST_138071_PI403524517	2	-0.054548264	0.054548264	-0.11927748	0.10502863	1.7220726	-0.47293854	35_38723	"Cluster: S-adenosylmethionine decarboxylase proenzyme (EC 4.1.1.50) (AdoMetDC) (SamDC) [Contains: S-adenosylmethionine decarboxylase alpha chain; S- adenosylmet"	UniRef90_Q42829	CHR1V7|COORD:11399903..11405702| actin binding	AT1G31810.1	CHR04V5|COORD:24695954..24699691|protein S-adenosylmethionine decarboxylase proenzyme, putative, expressed	LOC_Os04g42090.5	no descriptionweakly similar to ( 106)DCAM_ORYSA	polyamine metabolism.synthesis.SAM decarboxylase	22_1_2

CUST_69132_PI403524517	2	0.14568615	-0.5709181	-0.111517906	0.025903702	-0.010204315	0.010204315	35_19779	"Cluster: Magmas-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Magmas-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5JN36	CHR3V7|COORD:21920243..21921496| TXR1 (THAXTOMIN A RESISTANT 1)	AT3G59280.1	CHR01V5|COORD:42690476..42688174|protein mitochondrial import inner membrane translocase subunit TIM16, putative, expressed	LOC_Os01g73020.1	no descriptionweakly similar to ( 132)AT3G59280| Symbols: TXR1 | TXR1 (THAXTOMIN A RESISTANT 1) | chr3:21920243-21921496 REVERSEnot assigned not assigned Pam16 PRK07764	not assigned.no ontology	35_1

CUST_40241_PI403524517	2	0.061390877	0.57062817	0.08314991	-0.148592	-0.061390877	-0.10354614	35_11576	"Cluster: CD2-binding protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: CD2-binding protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6H4J0	CHR5|COORD:2913535..2915924| similar to SMC2orf [Podocoryne carnea] (GB:CAA08790.1)	AT5G09390.2	CHR09V5|COORD:12406426..12412334|protein expressed protein	LOC_Os09g20590.1	no descriptionweakly similar to ( 121)AT5G09390| Symbols:  | CD2-binding protein-related | chr5:2913592-2915804 FORWARDnot assigned	not assigned.no ontology	35_1

CUST_114913_PI403524517	2	0.24686718	-0.76776123	-0.35487175	0.09593201	-0.071575165	0.07157421	35_32608	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_29745_PI403524517	2	0.19529152	-0.18320274	-0.106122494	0.019641876	-0.019641876	0.041582108	35_8589	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ATP9	CHR4V7|COORD:17336365..17338309| transporter-related	AT4G36790.1	CHR03V5|COORD:33780688..33776876|protein carbohydrate transporter/ sugar porter/ transporter, putative, expressed	LOC_Os03g59450.1	no descriptionweakly similar to ( 122)AT4G36790| Symbols:  | transporter-related | chr4:17336365-17338309 FORWARDnot assigned	not assigned.no ontology	35_1

CUST_20744_PI403524517	2	0.34772635	0.2383709	0.110871315	-0.908268	-0.110871315	-0.32627583	35_6024	Rep: Alternative oxidase - Triticum aestivum (Wheat)	UniRef90_Q8S914	"CHR3V7|COORD:7906897..7908423| AOX1A (alternative oxidase 1A); alternative oxidase"	AT3G22370.1	CHR04V5|COORD:30070780..30068069|protein transposon protein, putative, unclassified, expressed	LOC_Os04g51150.1	" no descriptionmoderately similar to ( 226)AT3G22370| Symbols: ATAOX1A, AOX1A | AOX1A (alternative oxidase 1A); alternative oxidase | chr3:7906897-7908423 FORWARDmoderately similar to ( 230)AOX2_TOBACAlternative oxidase 2, mitochondrial precursor - Nicotiana tabacum (Common tobacco)not assigned not assigned not assigned AOX AOX "	mitochondrial electron transport / ATP synthesis.alternative oxidase	9_4

CUST_69311_PI403524517	2	0.14650154	-0.579669	-0.25983238	-0.03290844	0.032907486	0.09126854	35_19830	"Cluster: Os06g0168400 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os06g0168400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DE85	CHR1|COORD:28418864..28420492| expressed protein, similar to DNA-dependent RNA polymerase 19 kDa polypeptide (EC 2.7.7.6) (A43) (Swiss-Prot:O43036) (Schizosacch	AT1G75670.2	CHR12V5|COORD:21185532..21182866|protein expressed protein	LOC_Os12g34854.1	" no descriptionweakly similar to ( 160)AT1G75670| Symbols:  | similar to RNA polymerase Rpa43 subunit-like [Oryza sativa (japonica cultivar-group)] (GB:BAD67616.1); similar to Os12g0533600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001066925.1); similar to Os06g0168400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001056924.1); contains InterPro domain Nucleic acid-binding, OB-fold; (InterPro:IPR008994) | chr1:28419039-28420166 REVERSEnot assigned "	not assigned.no ontology	35_1

CUST_72481_PI403524517	2	0.34239435	-0.6475067	0.085810184	0.30085707	-0.08581066	-0.24347782	35_20772	"Cluster: Hypothetical protein OJ1448_G06.1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1448_G06.1 - Oryza sativa (japonica cultivar"	UniRef90_Q6Z7L7	CHR5V7|COORD:15457074..15460237| protein kinase family protein	AT5G38560.1	CHR02V5|COORD:32658339..32657538|protein expressed protein	LOC_Os02g53350.1	no descriptionnot assigned not assigned not assigned PRK09169	not assigned.unknown	35_2

CUST_79673_PI403524517	2	0.14562702	-0.13012505	0.120853424	-0.117554665	-0.27151394	0.117554665	35_22851	"Cluster: NBS-LRR disease resistance protein homologue; n=2; Hordeum vulgare|Rep: NBS-LRR disease resistance protein homologue - Hordeum vulgare (Barley)"	UniRef90_Q84KD1	0	0	CHR12V5|COORD:17734518..17729944|protein NBS-LRR disease resistance protein, putative	LOC_Os12g29710.1	no description	not assigned.unknown	35_2

CUST_6333_PI403524517	2	-0.06858826	-0.16854191	0.06858826	0.20093727	0.26682663	-0.1250019	35_1754	Rep: Ferredoxin-sulfite reductase precursor - Zea mays (Maize)	UniRef90_O23813	"CHR5V7|COORD:1319405..1322299| SIR (sulfite reductase); sulfite reductase (ferredoxin)"	AT5G04590.1	CHR05V5|COORD:24698840..24694151|protein sulfite reductase, putative, expressed	LOC_Os05g42350.1	" no descriptionhighly similar to ( 895)AT5G04590| Symbols: SIR | SIR (sulfite reductase); sulfite reductase (ferredoxin) | chr5:1319405-1322299 FORWARDvery weakly similar to (96.3)NIR_MAIZEFerredoxin--nitrite reductase, chloroplast precursor - Zea mays (Maize)not assigned CysI nirA nirA NIR_SIR NIR_SIR_ferr DsrA NirB "	S-assimilation.sulfite redox	14_3

CUST_4993_PI403524517	2	0.5959072	-0.19345045	-0.17793989	0.70467424	-0.2562456	0.17793989	35_1376	Rep: RAFTIN1a protein - Triticum aestivum (Wheat)	UniRef90_Q70KG5	CHR5V7|COORD:8914501..8916687| RD22 (RESPONSIVE TO DESSICATION 22)	AT5G25610.1	CHR08V5|COORD:24400418..24402116|protein RAFTIN1a protein, putative, expressed	LOC_Os08g38810.1	no descriptionweakly similar to ( 144)AT5G25610| Symbols: RD22 | RD22 (RESPONSIVE TO DESSICATION 22) | chr5:8914501-8916687 REVERSEvery weakly similar to (74.7)EA92_VICFAEmbryonic abundant protein USP92 precursor - Vicia faba (Broad bean)not assigned not assigned not assigned not assigned not assigned not assigned not assigned BURP PRK07764 PRK07003 Tymo_45kd_70kd	cell wall.degradation.pectate lyases and polygalacturonases	10_6_3

CUST_55809_PI403524517	2	0.12859535	0.16370201	0.031031609	-0.064172745	-0.034404755	-0.031030655	35_15885	"Cluster: Transcription elongation factor 1 homolog; n=2; Oryza sativa|Rep: Transcription elongation factor 1 homolog - Oryza sativa (Rice)"	UniRef90_Q8LHP0	"CHR5V7|COORD:18687758..18688365| Identical to Transcription elongation factor 1 homolog [Arabidopsis Thaliana] (GB:Q8LEF3;GB:Q9FNL9); similar to hypothetical"	AT5G46030.1	CHR02V5|COORD:1819094..1816290|protein transcription elongation factor 1, putative, expressed	LOC_Os02g04160.1	" no descriptionweakly similar to ( 134)AT5G46030| Symbols:  | Identical to Transcription elongation factor 1 homolog [Arabidopsis Thaliana] (GB:Q8LEF3;GB:Q9FNL9); similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:BAD69422.1); similar to Os07g0631100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001060360.1); similar to Os02g0134300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001045811.1); contains InterPro domain Protein of unknown function DUF701, zinc-binding putative; (InterPro:IPR007808) | chr5:18687758-18688365 FORWARDweakly similar to ( 149)ELOF1_ORYSAnot assigned COG4888 Elf1 "	not assigned.unknown	35_2

CUST_13830_PI403524517	2	0.0051641464	-0.7245655	-0.10495186	-0.0051631927	0.0065612793	0.04541397	35_3965	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2R177	CHR3V7|COORD:4600654..4602419| DNA binding / DNA-directed RNA polymerase	AT3G13940.1	CHR11V5|COORD:23408541..23411983|protein A49-like RNA polymerase I associated factor family protein, expressed	LOC_Os11g40090.1	no descriptionweakly similar to ( 173)AT3G13940| Symbols:  | DNA binding / DNA-directed RNA polymerase | chr3:4600654-4602419 REVERSEnot assigned RNA_pol_I_A49	not assigned.no ontology	35_1

CUST_181480_PI403524517	2	0.19894409	0.10913277	-0.1758976	-0.023778915	-0.15318584	0.023778915	35_50461	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_64577_PI403524517	2	-0.042434692	0.22650528	-0.08362007	0.042435646	0.061548233	-0.04340172	35_18437	Rep: Phytoene synthase 2 - Zea mays (Maize)	UniRef90_Q6EI12	"CHR5|COORD:5659551..5662467| similar to phytoene synthase [Capsicum annuum] (GB:CAA48155.1); contains InterPro domain Squalene/phytoene synthase"	AT5G17230.2	CHR12V5|COORD:26749996..26746885|protein phytoene synthase, chloroplast precursor, putative, expressed	LOC_Os12g43130.1	 no descriptionmoderately similar to ( 490)AT5G17230| Symbols: PSY | PSY (PHYTOENE SYNTHASE) | chr5:5659841-5662089 REVERSEhighly similar to ( 501)PSY_DAUCAPhytoene synthase, chloroplast precursor - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned SQS_PSY Trans_IPPS_HH ERG9 Isoprenoid_Biosyn_C1 Trans_IPPS PRK07764 PRK12323 FAP PRK12373 Drf_FH1 PRK07003 Totivirus_coat PRK12678 Atrophin-1 COG5373 DUF1421 MCPVI PRK05648 tatB PRK08853 PRK09111 PRK12438 GRASP55_65 	secondary metabolism.isoprenoids.carotenoids.phytoene synthase	16_1_4_1

CUST_75009_PI403524517	2	-0.026019096	0.077646255	0.026019096	-0.076420784	0.039463043	-0.05352974	35_21503	"Cluster: Putative TAF14b; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative TAF14b - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5VPH6	CHR5V7|COORD:18505286..18506893| GAS41 (Gliomas 41)	AT5G45600.1	CHR06V5|COORD:1989030..1992736|protein transcription factor TFIIF, putative, expressed	LOC_Os06g04580.1	no descriptionweakly similar to ( 173)AT5G45600| Symbols: GAS41 | GAS41 (Gliomas 41) | chr5:18505286-18506893 FORWARDnot assigned	not assigned.no ontology	35_1

CUST_171294_PI403524517	2	0.090423584	0.36104107	-0.15292549	-0.25282383	0.050977707	-0.05097866	35_47724	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_181201_PI403524517	2	0.06197071	1.2029486	0.17467308	-0.20065117	-0.09677315	-0.061971664	35_50390	"Cluster: FAD dependent oxidoreductase family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: FAD dependent oxidoreductase family protein, e"	UniRef90_Q10AT7	CHR1V7|COORD:21398919..21401800| amine oxidase family	AT1G57770.1	CHR03V5|COORD:35337050..35331863|protein carotenoid isomerase 1, chloroplast precursor, putative, expressed	LOC_Os03g62510.3	no description	not assigned.unknown	35_2

CUST_6376_PI403524517	2	-0.47220802	0.14711857	0.13439369	-0.13439274	0.55467606	-0.26156616	35_1766	"Cluster: ZIM motif family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: ZIM motif family protein, expressed - Oryza sativa (japonica cult"	UniRef90_Q7XEZ6	"CHR5V7|COORD:7090885..7092203| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G43440.1); similar to ZIM motif family protein, expressed [Oryza"	AT5G20900.1	CHR10V5|COORD:12700622..12699604|protein ZIM motif family protein, expressed	LOC_Os10g25230.1	"no descriptionvery weakly similar to (51.2)AT5G13220| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G19180.1); similar to P0482D04.10 [Oryza sativa (japonica cultivar-group)] (GB:BAB89663.1); similar to Os04g0395800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001052661.1); contains InterPro domain ZIM; (InterPro:IPR010399) | chr5:4219004-4219999 FORWARDtify CCT_2"	not assigned.unknown	35_2

CUST_15356_PI399408534	2	0.5105376	0.6341357	0.24649239	-0.34253788	-0.24884748	-0.24649191	35_41826	"Cluster: Os01g0934300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0934300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JGA4	"CHR4V7|COORD:1123656..1128252| LD (LUMINIDEPENDENS); transcription factor"	AT4G02560.1	CHR01V5|COORD:41311285..41319819|protein flowering-time protein isoform alpha, putative, expressed	LOC_Os01g70810.1	"no descriptionweakly similar to ( 115)AT4G02560| Symbols: LD | LD (LUMINIDEPENDENS); transcription factor | chr4:1123656-1128252 REVERSE"	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_79611_PI403524517	2	-0.04753208	0.21390057	0.108109474	-0.17066193	-0.2185564	0.047533035	35_22833	"Cluster: Putative transcriptional corepressor LEUNIG; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative transcriptional corepressor LEUNIG - Oryza sativ"	UniRef90_Q5VRV5	CHR4V7|COORD:15707869..15713365| LUG (LEUNIG)	AT4G32551.1	CHR01V5|COORD:3972721..3981724|protein transcriptional corepressor LEUNIG, putative, expressed	LOC_Os01g08190.2	 no descriptionmoderately similar to ( 283)AT4G32551| Symbols: RON2, LUG | LUG (LEUNIG) | chr4:15707869-15713365 FORWARDvery weakly similar to (69.3)PF20_CHLREFlagellar WD repeat-containing protein Pf20 - Chlamydomonas reinhardtiinot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned WD40 COG2319 WD40 WD40 	not assigned.no ontology	35_1

CUST_14366_PI399408534	2	0.011642456	0.023540497	-0.16840267	0.07660866	-0.011642456	-0.09128475	35_22744	"Cluster: Glutathione S-transferase GST16-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Glutathione S-transferase"	UniRef90_Q6K7A1	CHR1V7|COORD:1376105..1378263| high mobility group (HMG1/2) family protein / ARID/BRIGHT DNA-binding domain-containing protein	AT1G04880.1	CHR02V5|COORD:15904840..15909709|protein HMG box family protein, expressed	LOC_Os02g27060.2	no descriptionweakly similar to ( 146)AT1G04880| Symbols:  | high mobility group (HMG1/2) family protein / ARID/BRIGHT DNA-binding domain-containing protein | chr1:1376105-1378263 REVERSEvery weakly similar to (56.6)SSRP1_VICFAFACT complex subunit SSRP1 - Vicia faba (Broad bean)not assigned not assigned HMGB-UBF_HMG-box HMG-box HMG HMG_box NHP6B MATA_HMG-box	RNA.regulation of transcription.Nucleosome/chromatin assembly factor group	27_3_62

CUST_12270_PI403524517	2	-0.48593807	-0.67104053	0.5199537	0.029845238	0.28351116	-0.029846191	35_3492	"Cluster: Shikimate kinase 2; n=2; Oryza sativa (japonica cultivar-group)|Rep: Shikimate kinase 2 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5NTH3	CHR2V7|COORD:9358186..9359961| shikimate kinase, putative	AT2G21940.2	CHR06V5|COORD:6496911..6494003|protein shikimate kinase, chloroplast precursor, putative, expressed	LOC_Os06g12150.1	no descriptionmoderately similar to ( 256)AT2G21940| Symbols:  | ATP binding / shikimate kinase | chr2:9358186-9359961 FORWARDaroK SK SKI AroK aroL aroK PRK08154 PRK00625	amino acid metabolism.synthesis.aromatic aa.chorismate.shikimate kinase	13_1_6_1_5

CUST_8908_PI403524517	2	0.6607208	-1.7179976	-1.0163045	0.78581667	0.2911992	-0.29119873	35_2495	"Cluster: Chlorophyllide a oxygenase, chloroplast precursor; n=3; Oryza sativa|Rep: Chlorophyllide a oxygenase, chloroplast precursor - Oryza sativa (Rice)"	UniRef90_Q8S7E1	"CHR1V7|COORD:16851104..16853592| CH1 (CHLORINA 1); chlorophyll a oxygenase"	AT1G44446.1	CHR10V5|COORD:22156848..22152509|protein chlorophyllide a oxygenase, chloroplast precursor, putative, expressed	LOC_Os10g41780.1	" no descriptionhighly similar to ( 731)AT1G44446| Symbols: ATCAO, CAO, CH1 | CH1 (CHLORINA 1); chlorophyll a oxygenase | chr1:16851572-16853592 REVERSEhighly similar to ( 921)CAO_ORYSARieske_RO_Alpha_Cao HcaE PaO Rieske_RO_Alpha_PhDO_like Rieske_RO_Alpha_N Rieske_RO_Alpha_VanA_DdmC Rieske_RO_Alpha_Tic55 Rieske_RO_Alpha_PaO Rieske Rieske Rieske_RO_Alpha_KSH Rieske_RO_Alpha_PrnD Rieske_RO_Alpha_OMO_CARDO {NirD} Rieske_AIFL_N "	tetrapyrrole synthesis.chlorophyll b synthase	19_16

CUST_2902_PI399408534	2	0.12396383	0.5239363	0.035791874	-0.035791397	-0.21822643	-0.16166925	35_50345	"Cluster: Putative DEAH-box RNA helicase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative DEAH-box RNA helicase - Oryza sativa (japonica cultivar-group"	UniRef90_Q7XIR8	"CHR5V7|COORD:4122750..4128663| EMB3011 (EMBRYO DEFECTIVE 3011); RNA helicase"	AT5G13010.1	CHR07V5|COORD:19297400..19289189|protein pre-mRNA-splicing factor ATP-dependent RNA helicase PRP16, putative, expressed	LOC_Os07g32430.1	"no descriptionmoderately similar to ( 273)AT5G13010| Symbols: EMB3011 | EMB3011 (EMBRYO DEFECTIVE 3011); RNA helicase | chr5:4122750-4128663 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned HrpA PRK11131 PRK11664 DEXHc DEXDc DEXDc"	RNA.processing.RNA helicase	27_1_2

CUST_14100_PI404877155	2	-0.018998146	-0.5205221	0.035114765	-0.26220942	0.60459185	0.018998146	Contig793_x_at	B3-hordein (clone pB7) - barley (fragment)	S07975	cation efflux family protein	At2g04620.1	protein Chitin recognition protein, putative	Os04g09390	B3-hordein (clone pB7)	development.storage proteins	33_1

CUST_99797_PI403524517	2	-0.13189888	0.37866402	0.4361229	-0.10231209	0.05633259	-0.056331635	35_28490	"Cluster: Os06g0498400 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os06g0498400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DC10	CHR1V7|COORD:3581211..3590044| SEX1 (STARCH EXCESS 1)	AT1G10760.1	CHR06V5|COORD:17487835..17500187|protein alpha-glucan water dikinase, chloroplast precursor, putative, expressed	LOC_Os06g30310.1	 no descriptionweakly similar to ( 137)AT1G10760| Symbols: SOP1, SOP, SEX1, GWD1, GWD | SEX1 (STARCH EXCESS 1) | chr1:3581211-3590044 REVERSEweakly similar to ( 134)GWD1_SOLTUAlpha-glucan water dikinase, chloroplast precursor - Solanum tuberosum (Potato)	major CHO metabolism.degradation.starch.glucan water dikinase	2_2_2_3

CUST_168333_PI403524517	2	0.17523956	0.30115414	-0.040946007	-0.06796169	-0.040435314	0.04043579	35_46875	Rep: Coatomer subunit delta - Oryza sativa (Rice)	UniRef90_P49661	CHR5V7|COORD:1477138..1479873| clathrin adaptor complexes medium subunit-related	AT5G05010.1	CHR01V5|COORD:36035506..36027283|protein coatomer subunit delta, putative, expressed	LOC_Os01g61710.6	no descriptionweakly similar to ( 141)AT5G05010| Symbols:  | clathrin adaptor complexes medium subunit-related | chr5:1477138-1479873 FORWARDmoderately similar to ( 266)COPD_ORYSAnot assigned	cell. vesicle transport	31_4

CUST_79727_PI403524517	2	0.010784626	-0.010784626	0.10326815	-0.7331257	-0.3941474	0.87751055	35_22864	"Cluster: Putative glutamate carboxypeptidase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative glutamate carboxypeptidase - Oryza sativa (japonica"	UniRef90_Q5JKV3	CHR5V7|COORD:6673988..6676769| peptidase M28 family protein	AT5G19740.1	CHR01V5|COORD:31391969..31396996|protein glutamate carboxypeptidase 2, putative, expressed	LOC_Os01g54010.1	no descriptionmoderately similar to ( 338)AT5G19740| Symbols:  | peptidase M28 family protein | chr5:6673988-6676769 FORWARDnot assigned not assigned Peptidase_M28 Iap	protein.degradation	29_5

CUST_25251_PI399408534	2	-0.011174202	-0.3319168	-0.3100729	0.101714134	0.054294586	0.011174202	35_22375	"Cluster: Helix-loop-helix DNA-binding domain containing protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Helix-loop-helix DNA-binding domain"	UniRef90_Q2R3F6	"CHR3|COORD:9833950..9836389| similar to basic helix-loop-helix (bHLH) family protein / F-box family protein [Arabidopsis thaliana] (TAIR:At1g12860.1);"	AT3G26744.3	CHR11V5|COORD:18420661..18423874|protein helix-loop-helix DNA-binding, putative, expressed	LOC_Os11g32100.1	"no descriptionmoderately similar to ( 208)AT3G26744| Symbols: ICE1 | ICE1 (INDUCER OF CBF EXPRESSION 1); DNA binding | chr3:9834190-9836027 REVERSE"	RNA.regulation of transcription.bHLH,Basic Helix-Loop-Helix family	27_3_6

CUST_60086_PI403524517	2	-0.057305336	0.07684994	-0.026890755	-0.048808098	0.026889801	0.040164948	35_17129	"Cluster: Hypothetical protein OJ1754_E06.24; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1754_E06.24 - Oryza sativa (japonica cultiv"	UniRef90_Q84TA5	0	0	CHR03V5|COORD:34383367..34378288|protein CRAL/TRIO domain containing protein, expressed	LOC_Os03g60610.3	no description	not assigned.unknown	35_2

CUST_83145_PI403524517	2	-0.31408358	0.4835801	-0.0010671616	0.13158941	-0.67437696	0.0010666847	35_23839	Rep: Starch synthase IIA - Triticum aestivum (Wheat)	UniRef90_Q9SPM9	CHR3V7|COORD:62463..65685| glycogen synthase, putative	AT3G01180.1	CHR02V5|COORD:31232327..31227021|protein soluble starch synthase 2-2, chloroplast precursor, putative, expressed	LOC_Os02g51070.1	 no descriptionmoderately similar to ( 201)AT3G01180| Symbols: ATSS2 | glycogen synthase, putative | chr3:62463-65685 REVERSEmoderately similar to ( 223)SSY22_ORYSAglgA GlgA RfaG 	major CHO metabolism.synthesis.starch.starch synthase	2_1_2_2

CUST_7605_PI403524517	2	0.037265778	-0.013374329	0.038012505	-0.023199081	-0.043520927	0.013374329	35_2118	"Cluster: Putative sorting nexin 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative sorting nexin 1 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5N7G9	CHR5V7|COORD:1856213..1858753| phox (PX) domain-containing protein	AT5G06140.1	CHR01V5|COORD:37647366..37643069|protein sorting nexin 1, putative, expressed	LOC_Os01g64280.1	no descriptionhighly similar to ( 544)AT5G06140| Symbols:  | phox (PX) domain-containing protein | chr5:1856213-1858753 REVERSEnot assigned not assigned not assigned not assigned not assigned Vps5 COG5391 PX PX	not assigned.no ontology	35_1

CUST_60918_PI403524517	2	-0.18636703	0.13963127	-0.12821388	0.12821293	-0.50811005	0.31551838	35_17373	Rep: Glycosyltransferase - Triticum aestivum (Wheat)	UniRef90_Q5QPZ4	"CHR3V7|COORD:6228399..6229553| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G18180.1); similar to glycosyltransferase [Saccharum officinarum]"	AT3G18170.1	CHR03V5|COORD:20473869..20470070|protein glycosyltransferase, putative, expressed	LOC_Os03g37010.2	"no descriptionmoderately similar to ( 336)AT3G18170| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G18180.1); similar to glycosyltransferase [Saccharum officinarum] (GB:CAI30073.1); contains InterPro domain Protein of unknown function DUF563; (InterPro:IPR007657) | chr3:6228399-6229553 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned DUF563 Herpes_BLLF1"	not assigned.unknown	35_2

CUST_61119_PI403524517	2	-0.00803566	0.21633053	-0.005944252	-0.20841408	0.005944252	0.15170288	35_17436	"Cluster: Os02g0702800 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0702800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DYC1	"CHR5V7|COORD:19029569..19031022| VAM3 (syntaxin 22); t-SNARE"	AT5G46860.1	CHR02V5|COORD:28966120..28961707|protein syntaxin 23, putative, expressed	LOC_Os02g47440.1	" no descriptionweakly similar to ( 127)AT5G46860| Symbols: ATVAM3, SYP22, ATSYP22, SGR3, VAM3 | VAM3 (syntaxin 22); t-SNARE | chr5:19029569-19031022 REVERSEnot assigned not assigned not assigned not assigned COG5325 SNARE t_SNARE t_SNARE COG5074 "	cell. vesicle transport	31_4

CUST_45271_PI403524517	2	0.09197521	-1.0318699	-0.26730537	0.0053720474	0.04059887	-0.005373001	35_12976	"Cluster: Putative alliinase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative alliinase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5VQG8	CHR1V7|COORD:8273412..8275339| alliinase family protein	AT1G23320.1	CHR01V5|COORD:3578661..3574268|protein alliin lyase precursor, putative, expressed	LOC_Os01g07500.1	no descriptionAlliinase_C	not assigned.unknown	35_2

CUST_133362_PI403524517	2	0.058174133	-0.24648952	-0.054977417	0.0019702911	-0.0019712448	0.12383366	35_37440	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_10576_PI399408534	2	0.052539825	0.20465279	-0.13771725	-0.1721592	0.11182308	-0.05254078	35_23338	"Cluster: Zinc knuckle family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Zinc knuckle family protein, expressed - Oryza sativa (japonic"	UniRef90_Q10BE5	CHR1V7|COORD:28375081..28376378| zinc knuckle (CCHC-type) family protein	AT1G75560.1	CHR03V5|COORD:34377386..34373931|protein cellular nucleic acid-binding protein, putative, expressed	LOC_Os03g60600.1	no descriptionweakly similar to ( 159)AT1G75560| Symbols:  | zinc knuckle (CCHC-type) family protein | chr1:28375081-28376378 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned AIR1 DUF1777 DUF1509 PRK07764 Transformer PRK12678 PRK07003 Protamine_P1 DUF566	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_9482_PI404877155	2	-0.19020748	-0.17746353	0.028827667	0.013341904	0.05715561	-0.013341904	Contig3232_at	citrate synthase [Oryza sativa]	AAG28777.1	citrate synthase, mitochondrial, putative	At2g44350.1	protein citrate (Si)-synthase, eukaryotic	Os02g10070	ESTs C96653(C10531),C96654(C10531),C28571(C61641) correspond to a region of the predicted gene	TCA / org. transformation.TCA.CS	8_1_02

CUST_18164_PI404877155	2	-0.14090538	0.053012848	-0.041687965	0.041687965	0.0635643	-0.07809639	HVSMEf0001F23r2_at	ripening-associated protein [Musa acuminata]	AAB82779.1	expressed protein	At3g22850.1	protein expressed protein	Os03g53270	NONE	hormone metabolism.auxin.induced-regulated-responsive-activated	17_2_3

CUST_9194_PI403524517	2	0.11339569	-0.71920776	-0.2462492	0.055675507	-0.055674553	0.08906555	35_2583	"Cluster: Os09g0407700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os09g0407700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J1W4	CHR2V7|COORD:16201717..16203073| haloacid dehalogenase-like hydrolase family protein	AT2G38740.1	CHR09V5|COORD:14388887..14386517|protein catalytic/ hydrolase, putative, expressed	LOC_Os09g24230.1	no descriptionmoderately similar to ( 238)AT2G38740| Symbols:  | haloacid dehalogenase-like hydrolase family protein | chr2:16201717-16203073 REVERSEnot assigned not assigned not assigned COG0637 Gph Hydrolase PRK10725 COG1011 PRK10563 PRK10826 PRK11587	not assigned.no ontology	35_1

CUST_73179_PI403524517	2	-0.048767567	0.12865162	-0.040965557	0.04096508	-0.7654834	0.48859406	35_20983	"Cluster: Os06g0239700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0239700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DD96	CHR1V7|COORD:1451254..1452857| similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE78856.1)	AT1G05060.1	CHR06V5|COORD:7252933..7263017|protein growth regulator, putative, expressed	LOC_Os06g13220.1	no descriptionweakly similar to ( 174)AT1G05060| Symbols:  | similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE78856.1) | chr1:1451254-1452857 REVERSEnot assigned not assigned not assigned PRK12323	not assigned.unknown	35_2

CUST_151263_PI403524517	2	0.104584694	-0.35359	-0.64811325	-0.040977955	0.040977478	0.041134357	35_42303	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_24787_PI403524517	2	0.15011787	-0.10955715	-0.06633282	-0.028963089	0.033838272	0.028963089	35_7190	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_157504_PI403524517	2	-0.05039549	0.7014446	0.05039549	-0.22779322	-0.05328846	0.3999138	35_43979	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_57457_PI403524517	2	0.027353287	0.7034817	-0.17394924	0.07999134	-0.17335796	-0.027353287	35_16383	Rep: H0821G03.7 protein - Oryza sativa (Rice)	UniRef90_Q25A09	"CHR1V7|COORD:30251852..30253947| NHO1 (NONHOST RESISTANCE TO P. S. PHASEOLICOLA 1); carbohydrate kinase"	AT1G80460.1	CHR04V5|COORD:32740875..32736641|protein glycerol kinase, putative, expressed	LOC_Os04g55410.1	" no descriptionvery weakly similar to (55.8)AT1G80460| Symbols: GLI1, NHO1 | NHO1 (NONHOST RESISTANCE TO P. S. PHASEOLICOLA 1); carbohydrate kinase | chr1:30251852-30253947 REVERSEnot assigned glpK GlpK "	lipid metabolism.glyceral metabolism.glycerol kinase	11_5_1

CUST_34574_PI399408534	2	0.051016808	0.5465698	0.036989212	-0.13345337	-0.036990166	-0.050650597	35_21574	"Cluster: Putative anti-silencing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative anti-silencing protein - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6I632	CHR5V7|COORD:15225873..15227294| ASF1B/SGA01/SGA1 (Anti- silencing function 1b)	AT5G38110.1	CHR05V5|COORD:27451010..27456216|protein anti-silencing protein 1, putative, expressed	LOC_Os05g48030.2	 no descriptionmoderately similar to ( 266)AT5G38110| Symbols: SGA1, SGA01, ASF1B | ASF1B/SGA01/SGA1 (Anti- silencing function 1b) | chr5:15225873-15227294 FORWARDnot assigned Anti-silence COG5137 	RNA.regulation of transcription.Silencing Group	27_3_70

CUST_104030_PI403524517	2	0.065760136	-0.35791588	-0.020028114	0.29622984	-0.012741566	0.012742043	35_29652	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_65298_PI403524517	2	-0.012646675	0.094997406	0.0756073	-0.3056755	-0.10963726	0.012647629	35_18646	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_51112_PI403524517	2	0.17188454	-0.20099545	-0.02564621	-0.0037899017	0.003788948	0.027730942	35_14571	"Cluster: Protein disulfide-isomerase precursor; n=22; Triticeae|Rep: Protein disulfide-isomerase precursor - Triticum aestivum (Wheat)"	UniRef90_P52589	"CHR1V7|COORD:7645756..7648503| ATPDIL1-1 (PDI-LIKE 1-1); protein disulfide isomerase"	AT1G21750.1	CHR11V5|COORD:4970875..4967059|protein OsPDIL1-1 - Oryza sativa protein disulfide isomerase, expressed	LOC_Os11g09280.2	"no descriptionhighly similar to ( 549)AT1G21750| Symbols: ATPDIL1-1 | ATPDIL1-1 (PDI-LIKE 1-1); protein disulfide isomerase | chr1:7645756-7648684 FORWARDhighly similar to ( 885)PDI_HORVUProtein disulfide-isomerase precursor - Hordeum vulgare (Barley)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PDI_a_PDI_a'_C PDI_a_family Thioredoxin PDI_a_ERp38 PDI_a_MPD1_like PDI_a_PDIR PDI_a_P5 PDI_a_ERp46 PDI_a_QSOX TRX_family PDI_a_ERp44 PDI_a_TMX3 PDI_a_ERdj5_C PDI_b_family COG3118 PDI_b'_family PDI_a_TMX PRK10996 PDI_a_ERdj5_N dipZ TrxA ybbN COG4232 trxA TxlA PDI_a_APS_reductase PDI_a_ERp44_like DsbDgamma TRX_superfamily"	redox.thioredoxin	21_1

CUST_66022_PI403524517	2	-0.055057526	0.07818413	-0.007382393	-0.14437199	0.017230988	0.007381439	35_18857	"Cluster: Hypothetical protein At2g35330; n=3; Arabidopsis thaliana|Rep: Hypothetical protein At2g35330 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q8L7B1	CHR2V7|COORD:14876258..14878752| zinc finger (C3HC4-type RING finger) protein-related	AT2G35330.1	CHR05V5|COORD:2365206..2360197|protein expressed protein	LOC_Os05g04950.2	no descriptionweakly similar to ( 169)AT2G35330| Symbols:  | zinc finger (C3HC4-type RING finger) protein-related | chr2:14876258-14878752 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG1340 Smc Myosin_tail_1 COG1579 SbcC DUF601 PRK03918 SPEC	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_359_PI399407379	2	-0.9347682	0.35533524	0.02815628	0.3610258	-0.02815628	-0.83747673	HvHK14									

CUST_10059_PI404877155	2	-0.02851963	0.20609379	0.016159058	-0.016158104	0.19021225	-0.053663254	Contig3785_at	high-glucose-regulated protein 8-like [Oryza sativa (japonica cultivar-group)]	BAC84576.1	YT521-B-like family protein	At5g61020.2	protein YT521-B-like family, putative	Os07g07490	high-glucose-regulated protein 8-like	minor CHO metabolism.others	3_5

CUST_106328_PI403524517	2	-0.11468601	-0.076233864	0.0017910004	-0.0017900467	0.17139244	0.287632	35_30264	"Cluster: Hypothetical protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QYB9	CHR3V7|COORD:2746019..2748331| proline-rich family protein	AT3G09000.1	CHR11V5|COORD:1323620..1324078|protein hypothetical protein	LOC_Os11g03450.1	no descriptionPRK07003 TT_ORF1	not assigned.unknown	35_2

CUST_12291_PI403524517	2	-0.21420002	-0.014305115	-0.013015747	0.461668	0.013014793	0.2766266	35_3500	"Cluster: Putative ERD4 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ERD4 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ZLQ0	CHR1V7|COORD:10715874..10718781| ERD4 (EARLY-RESPONSIVE TO DEHYDRATION 4)	AT1G30360.1	CHR07V5|COORD:2604525..2599487|protein ERD4 protein, putative, expressed	LOC_Os07g05570.1	no descriptionhighly similar to ( 548)AT1G30360| Symbols: ERD4 | ERD4 (EARLY-RESPONSIVE TO DEHYDRATION 4) | chr1:10715874-10718781 FORWARDnot assigned DUF221 COG5594	stress.abiotic.drought/salt	20_2_3

CUST_122712_PI403524517	2	-0.020226002	0.020226002	0.22868967	-0.38341522	0.1620965	-0.11049032	35_34623	0	0	"CHR1V7|COORD:23115483..23118958| LRX2 (LEUCINE-RICH REPEAT/EXTENSIN 2); protein binding / structural constituent of cell wall"	AT1G62440.1	0	0	no description	not assigned.unknown	35_2

CUST_100323_PI403524517	2	0.042591095	-0.013493538	0.013494492	-0.047893524	0.1003046	-0.049279213	35_28639	"Cluster: Os02g0123500 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os02g0123500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E4D9	CHR2V7|COORD:9110489..9112197| mannose 6-phosphate reductase (NADPH-dependent), putative	AT2G21250.1	CHR02V5|COORD:1230217..1227312|protein NADP-dependent D-sorbitol-6-phosphate dehydrogenase, putative, expressed	LOC_Os02g03100.2	 no descriptionmoderately similar to ( 310)AT2G21250| Symbols:  | mannose 6-phosphate reductase (NADPH-dependent), putative | chr2:9110489-9112197 REVERSEmoderately similar to ( 239)S6PD_MALDONADP-dependent D-sorbitol-6-phosphate dehydrogenase - Malus domestica (Apple) (Malus sylvestris)not assigned not assigned Aldo_ket_red ARA1 dkgA dkgB Tas PRK10376 COG4989 	minor CHO metabolism.others	3_5

CUST_25667_PI399408534	2	0.16895676	0.27722502	0.16326857	-0.18312836	-0.20952749	-0.16326904	35_32104	"Cluster: Protein kinase domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Protein kinase domain containing protein, express"	UniRef90_Q10LZ2	CHR1V7|COORD:29962526..29967067| leucine-rich repeat transmembrane protein kinase, putative	AT1G79620.1	CHR03V5|COORD:12096644..12101967|protein protein kinase, putative, expressed	LOC_Os03g21230.1	 no descriptionweakly similar to ( 132)AT1G79620| Symbols:  | leucine-rich repeat transmembrane protein kinase, putative | chr1:29962526-29967067 REVERSEnot assigned COG4886 	signalling.receptor kinases.leucine rich repeat VIII-1	30_2_8_1

CUST_5895_PI404877155	2	-0.090875626	0.0908761	-0.10577917	0.1310482	-0.7124157	0.11672783	Contig18053_at	hv711N16.16 [Hordeum vulgare]	AAM74515.1	early-responsive to dehydration protein-related / ERD protein-related	At4g04340.2	protein expressed protein	Os05g51630	"early-responsive to dehydration protein-related / ERD protein-related, similar to ERD4 protein (early-responsive to dehydration stress) (Arabidopsis thaliana) GI:15375406; contains Pfam profile PF02714: Domain of unknown function DUF221"	stress.abiotic.drought/salt	20_2_3

CUST_2770_PI399408534	2	-1.1312094	1.3893895	0.19895172	0.92786026	-0.73259974	-0.19895172	35_11612	Rep: OSIGBa0148I18.4 protein - Oryza sativa (Rice)	UniRef90_Q01N33	CHR2V7|COORD:8300871..8303357| S-locus lectin protein kinase family protein	AT2G19130.1	CHR04V5|COORD:233845..231088|protein serine/threonine-protein kinase receptor precursor, putative, expressed	LOC_Os04g01310.1	no descriptionmoderately similar to ( 279)AT2G19130| Symbols:  | S-locus lectin protein kinase family protein | chr2:8300871-8303357 FORWARDweakly similar to ( 176)KPRO_MAIZEPutative receptor protein kinase ZmPK1 precursor - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pkinase S_TKc S_TKc Pkinase_Tyr TyrKc PTKc SPS1 PTKc_EphR PTKc_Csk_like PTKc_EphR_A2 PTKc_InsR_like PTKc_Itk PTKc_Lck_Blk PTKc_EphR_B PTKc_Frk_like PTKc_EphR_A PTKc_Src_like PTKc_Abl PTKc_Lyn PTKc_Jak_rpt2 PTKc_Hck PTKc_Srm_Brk PTKc_FGFR PTKc_Tec_like PTKc_Tec_Rlk PTKc_Syk_like PTKc_Fyn_Yrk PTKc_EGFR_like PTKc_Chk PTKc_Syk PTKc_DDR PTKc_Yes PTKc_Trk PTKc_VEGFR3 PTKc_VEGFR PTKc_Kit PTKc_FGFR1 PTKc_Csk PTKc_Jak2_Jak3_rpt2 PTKc_FGFR2 PTKc_FGFR4 PTKc_Fes_like PTKc_FGFR3 PTKc_Src PTKc_Ack_like PTKc_Tyk2_rpt2 PTKc_Tie2 PTKc_TrkC PTKc_Axl_like PTKc_CSF-1R PTKc_ALK_LTK PTK_HER3 PTKc_Met_Ron PTKc_TrkB PTKc_VEGFR2 PTKc_EphR_A10	signalling.receptor kinases.DUF 26	30_2_17

CUST_2929_PI403524517	2	-0.039373398	-0.19536114	0.17642021	-0.07742977	0.039373398	0.043130875	35_800	"Cluster: Translation initiation factor 5A; n=3; Oryza sativa|Rep: Translation initiation factor 5A - Oryza sativa (Rice)"	UniRef90_Q9ZSU2	"CHR1V7|COORD:4773628..4774665| EIF-5A (eukaryotic translation initiation factor 5A-1); translation initiation factor"	AT1G13950.1	CHR12V5|COORD:19434139..19437190|protein eukaryotic translation initiation factor 5A-2, putative, expressed	LOC_Os12g32240.1	"no descriptionmoderately similar to ( 292)AT1G13950| Symbols: EIF-5A | EIF-5A (eukaryotic translation initiation factor 5A-1); translation initiation factor | chr1:4773628-4774665 FORWARDmoderately similar to ( 305)IF5A4_SOLTUEukaryotic translation initiation factor 5A-4 - Solanum tuberosum (Potato)not assigned Efp eIF-5a PRK03999"	protein.synthesis.initiation	29_2_3

CUST_10835_PI403524517	2	0.0069465637	0.30167294	-0.0069465637	-0.02643013	-0.08762264	0.09363747	35_3059	"Cluster: Hypothetical protein OSJNBa0012L23.34; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0012L23.34 - Oryza sativa (japonica"	UniRef90_Q8LNV2	"CHR1V7|COORD:24444134..24444676| similar to Os03g0110300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001048714.1); similar to Unknown protein [Oryza"	AT1G65720.1	CHR10V5|COORD:17955842..17956846|protein expressed protein	LOC_Os10g34270.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07003 PRK12323 Herpes_BLLF1 Atrophin-1 HPC2 DUF1421 Extensin_2 APC_basic GRASP55_65 PRK07764 Drf_FH1 Tymo_45kd_70kd PRK05648 PRK08853 PRK10819 FAP CTF_NFI Herpes_TAF50 DUF566	not assigned.unknown	35_2

CUST_116721_PI403524517	2	-0.12279749	0.16304159	-0.4854617	0.12279749	0.24095964	-0.7757087	35_33085	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_22494_PI403524517	2	0.04044056	-0.8986325	0.0058288574	0.08696365	-0.0058288574	-0.12316418	35_6533	"Cluster: Finger protein pcp1-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Finger protein pcp1-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6EU15	0	0	CHR02V5|COORD:27310151..27319794|protein INDETERMINATE-related protein 9, putative, expressed	LOC_Os02g45054.1	no description	not assigned.unknown	35_2

CUST_10326_PI403524517	2	-0.42870617	-0.9014349	1.552187	0.42870522	0.9673805	-1.0501976	35_2912	"Cluster: Cytochrome P450 family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Cytochrome P450 family protein, expressed - Oryza sativa"	UniRef90_Q10S01	"CHR4V7|COORD:18365223..18366782| CYP96A10 (cytochrome P450, family 96, subfamily A, polypeptide 10); heme binding / iron ion binding / monooxygenase"	AT4G39490.1	CHR03V5|COORD:2190918..2193052|protein cytochrome P450 86A1, putative, expressed	LOC_Os03g04660.1	" no descriptionmoderately similar to ( 427)AT4G39490| Symbols: CYP96A10 | CYP96A10 (cytochrome P450, family 96, subfamily A, polypeptide 10); heme binding / iron ion binding / monooxygenase | chr4:18365223-18366782 FORWARDweakly similar to ( 121)C97B2_SOYBNCytochrome P450 97B2 - Glycine max (Soybean)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned p450 CypX Herpes_BLLF1 Atrophin-1 PRK07003 PRK07764 PRK12323 PRK12678 HPC2 APC_basic KAR9 SerH Tymo_45kd_70kd Pneumo_att_G Peptidase_S39 PRK09169 AF-4 Protamine_P1 Herpes_TAF50 PRK08853 "	misc.cytochrome P450	26_10

CUST_106887_PI403524517	2	0.021659851	-0.15088654	-0.024952888	0.20952892	0.1646719	-0.021659851	35_30421	"Cluster: Hypothetical protein OJ1126_B11.8; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1126_B11.8 - Oryza sativa (japonica"	UniRef90_Q65XH1	CHR1V7|COORD:25477881..25480995| Golgi transport complex protein-related	AT1G67930.1	CHR05V5|COORD:18242835..18238049|protein expressed protein	LOC_Os05g31490.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Extensin_2 Atrophin-1 PRK12323 DUF1421 HPC2 PRK05648 PRK12678 PRK07003 PRK07764 Drf_FH1 TT_ORF1 Tymo_45kd_70kd GRASP55_65 Protamine_P1 TonB DUF1509 FAP IER PRK10819 DUF605 Herpes_BLLF1 PRK08853 MCPVI tatB Herpes_UL51 APC_basic DUF566 SMN AF-4	not assigned.unknown	35_2

CUST_108182_PI403524517	2	0.21352339	0.025161743	-0.17423248	0.40486622	-0.3560195	-0.025161266	35_30776	"Cluster: F-box-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: F-box-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6H6J8	"CHR4V7|COORD:2229647..2230843| similar to F-box family protein [Arabidopsis thaliana] (TAIR:AT4G22030.1); similar to Os02g0225900 [Oryza sativa (japonica"	AT4G04480.1	CHR02V5|COORD:7062963..7064270|protein conserved hypothetical protein	LOC_Os02g13260.1	"no descriptionvery weakly similar to (71.6)AT4G04480| Symbols:  | similar to F-box family protein [Arabidopsis thaliana] (TAIR:AT4G22030.1); similar to Os02g0225900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001046342.1); similar to Os02g0225500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001046341.1); similar to F-box family protein-like [Oryza sativa (japonica cultivar-group)] (GB:BAD22103.1) | chr4:2229647-2230843 FORWARD"	not assigned.unknown	35_2

CUST_76201_PI403524517	2	0.19123363	0.35847425	-0.13049793	-0.06672239	-0.20211792	0.06672239	35_21843	Rep: Ankyrin - Medicago truncatula (Barrel medic)	UniRef90_Q1T150	CHR5V7|COORD:4351396..4354372| Stone et al. (Plant Cell, 2007, PubMed ID 17194765) suggested that this locus is misannotated, with a full open reading frame	AT5G13540.2	CHR05V5|COORD:18979195..18972424|protein RING E3 ligase protein, putative, expressed	LOC_Os05g32570.1	 no descriptionhighly similar to ( 593)AT5G13540| Symbols:  | Stone et al. (Plant Cell, 2007, PubMed ID 17194765) suggested that this locus is misannotated, with a full open reading frame ORF likely encompassing both the At5g13530 and At5g13540 loci.  The misannotation will be corrected with the next Arabidopsis genome release (TAIR8).  At5g13530 and At5g13540 together encode KEEP ON GOING (KEG), a RING E3 ligase involved in abscisic acid signaling.  KEG is essential for Arabidopsis growth and development.  Please see AT5G13530 for annotation details. | chr5:4351396-4354372 FORWARD	not assigned.no ontology	35_1

CUST_98903_PI403524517	2	0.4481759	0.042889595	-0.21721554	-0.042890072	1.0411177	-0.06803703	35_28231	0	0		0	CHR01V5|COORD:17478501..17484701|protein expressed protein	LOC_Os01g31360.3	no description	not assigned.unknown	35_2

CUST_85434_PI403524517	2	0.048265457	0.24031162	-0.20363235	-0.18126202	-0.048264503	0.20929718	35_24474	"Cluster: Hypothetical protein OJ1131_E05.128; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1131_E05.128 - Oryza sativa (japonica cult"	UniRef90_Q8H5G9	CHR3V7|COORD:8063070..8064482| leucine-rich repeat family protein / extensin family protein	AT3G22800.1	CHR05V5|COORD:2231057..2229259|protein F-box domain containing protein, expressed	LOC_Os05g04750.1	no descriptionvery weakly similar to (57.8)AT5G07610| Symbols:  | F-box family protein | chr5:2406069-2407331 FORWARD	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_6410_PI399408534	2	-0.20721245	-0.08159971	-0.11107969	0.37694645	0.08159971	0.35557413	35_49677	"Cluster: Hypothetical protein OSJNBa0017K09.4; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0017K09.4 - Oryza sativa (japonica cu"	UniRef90_Q60EJ4	CHR3V7|COORD:7210660..7213205| ethylene-responsive protein -related	AT3G20640.1	CHR05V5|COORD:24580707..24582902|protein conserved hypothetical protein	LOC_Os05g42180.1	no descriptionweakly similar to ( 134)AT3G20640| Symbols:  | ethylene-responsive protein -related | chr3:7210660-7213205 REVERSE	hormone metabolism.ethylene.induced-regulated-responsive-activated	17_5_3

CUST_6575_PI399408534	2	-1.7809086	0.22761154	-0.13306046	0.6527338	-1.442359	0.13305998	35_26118	"Cluster: Putative LRK1 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative LRK1 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5JKV7	CHR5V7|COORD:9050883..9053981| leucine-rich repeat family protein / protein kinase family protein	AT5G25930.1	CHR01V5|COORD:31332874..31337174|protein receptor-like protein kinase 5 precursor, putative, expressed	LOC_Os01g53920.1	no descriptionvery weakly similar to (79.3)AT5G25930| Symbols:  | leucine-rich repeat family protein / protein kinase family protein | chr5:9050883-9053981 FORWARDnot assigned	signalling.receptor kinases.leucine rich repeat XI	30_2_11

CUST_12058_PI403524517	2	-0.41115856	-0.22168541	0.4171753	0.10126209	0.095583916	-0.09558296	35_3432	"Cluster: Protein phosphatase 2C, putative, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Protein phosphatase 2C, putative, expressed - Oryza sativ"	UniRef90_Q10S32	CHR4|COORD:18015730..18018267| protein phosphatase 2C family protein / PP2C family protein, similar to Ser/Thr protein phosphatase 2C (PP2C6) (GI:15020818) (Ara	AT4G38520.2	CHR03V5|COORD:2034552..2038086|protein protein phosphatase 2C, putative, expressed	LOC_Os03g04430.1	 no descriptionhighly similar to ( 534)AT3G51370| Symbols:  | protein phosphatase 2C, putative / PP2C, putative | chr3:19081366-19082954 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned PP2Cc PP2Cc PP2C PTC1 	protein.postranslational modification	29_4

CUST_7567_PI403524517	2	0.09174919	0.57899857	-0.397933	-0.08728409	-0.03915596	0.039156914	35_2105	Rep: Actin-depolymerizing factor 5 - Oryza sativa (Rice)	UniRef90_Q10P87	"CHR2V7|COORD:7251799..7252549| ADF5 (ACTIN DEPOLYMERIZING FACTOR 5); actin binding"	AT2G16700.1	CHR03V5|COORD:7546827..7544375|protein actin-depolymerizing factor 5, putative, expressed	LOC_Os03g13950.1	"no descriptionvery weakly similar to (79.3)AT2G16700| Symbols: ADF5 | ADF5 (ACTIN DEPOLYMERIZING FACTOR 5); actin binding | chr2:7251799-7252549 FORWARDvery weakly similar to (67.4)ADF_VITVIActin-depolymerizing factor - Vitis vinifera (Grape)not assigned ADF Cofilin_ADF ADF"	cell.organisation	31_1

CUST_79583_PI403524517	2	0.02502203	1.139514	-0.02502203	0.10513115	-0.31718683	-0.37587166	35_22825	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_64629_PI403524517	2	0.08988953	0.35117245	-0.018092155	-0.13094997	-0.10590649	0.018092155	35_18450	"Cluster: Os12g0516700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os12g0516700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IN06	"CHR5V7|COORD:9875072..9876446| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G53800.1); similar to vitellogenin, related [Medicago truncatula]"	AT5G27860.1	CHR12V5|COORD:22474179..22477036|protein splicing factor, arginine/serine-rich 12, putative, expressed	LOC_Os12g36740.1	" no descriptionvery weakly similar to (58.9)AT5G27860| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G53800.1); similar to vitellogenin, related [Medicago truncatula] (GB:ABE85691.1) | chr5:9875072-9876446 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF1777 PRK12678 PRK07764 "	not assigned.unknown	35_2

CUST_74309_PI403524517	2	0.05928898	0.12444973	-0.12981129	0.03156376	-0.18737411	-0.03156376	35_21309	"Cluster: Putative glycogenin 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative glycogenin 1 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K1S5	CHR5V7|COORD:6131309..6133789| glycogenin glucosyltransferase (glycogenin)-related	AT5G18480.1	CHR02V5|COORD:24893654..24899193|protein glycosyl transferase family 8 protein, expressed	LOC_Os02g41520.1	no descriptionvery weakly similar to (94.7)AT5G18480| Symbols: PGSIP6 | glycogenin glucosyltransferase (glycogenin)-related | chr5:6131309-6133789 REVERSE	not assigned.no ontology	35_1

CUST_69_PI403524517	2	-0.023180962	0.29097652	-0.13624	0.010268211	-0.010267258	0.02794075	35_18	"Cluster: Os07g0548800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0548800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D5N0	"CHR1V7|COORD:22771339..22771934| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G54530.1); similar to Os07g0548800 [Oryza sativa (japonica"	AT1G61667.1	CHR07V5|COORD:21781555..21784884|protein expressed protein	LOC_Os07g36410.1	"no descriptionweakly similar to ( 150)AT1G61667| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G54530.1); similar to Os07g0548800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001059929.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAC57724.1); contains InterPro domain Protein of unknown function DUF538; (InterPro:IPR007493) | chr1:22771339-22771934 FORWARDnot assigned not assigned DUF538 HpaP PRK12678"	not assigned.unknown	35_2

CUST_25776_PI399408534	2	0.022050858	-0.9473667	-0.022050858	0.27733135	0.58950424	-0.31981182	35_5686	"Cluster: Transcription factor PCF5; n=2; Oryza sativa (japonica cultivar-group)|Rep: Transcription factor PCF5 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5QN53	CHR3|COORD:5062026..5064045| TCP family transcription factor, putative, similar to TCP3 GB:AAC24010 (Arabidopsis thaliana)	AT3G15030.2	CHR01V5|COORD:6221131..6218440|protein mutant cincinnata, putative, expressed	LOC_Os01g11550.1	" no descriptionweakly similar to ( 138)AT3G15030| Symbols: MEE35, TCP4 | TCP4 (TCP family transcription factor 4, maternal effect embryo arrest 35); transcription factor | chr3:5062315-5063577 FORWARDnot assigned not assigned not assigned TCP Herpes_BLLF1 AF-4 "	RNA.regulation of transcription.TCP transcription factor family	27_3_29

CUST_82318_PI403524517	2	0.28377247	0.07752609	-0.033336163	-0.11068344	-0.24361897	0.033335686	35_23611	Rep: Resistance protein LR10 - Triticum aestivum (Wheat)	UniRef90_Q6WSR5	CHR1V7|COORD:19907567..19910580| disease resistance protein (CC-NBS-LRR class), putative	AT1G53350.1	CHR02V5|COORD:21160810..21164084|protein resistance protein, putative	LOC_Os02g35210.1	 no descriptionvery weakly similar to (50.8)AT1G50180| Symbols:  | disease resistance protein (CC-NBS-LRR class), putative | chr1:18587903-18590804 FORWARDnot assigned NB-ARC 	stress.biotic	20_1

CUST_30565_PI403524517	2	0.023209572	0.19245052	-0.023209572	-0.1197319	0.025271416	-0.07003784	35_8824	"Cluster: PTEN, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: PTEN, putative, expressed - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QT46	CHR3V7|COORD:6731830..6735360| phosphoric monoester hydrolase	AT3G19420.1	CHR12V5|COORD:12327551..12318999|protein phosphoprotein phosphatase, putative, expressed	LOC_Os12g21890.1	no descriptionhighly similar to ( 622)AT3G19420| Symbols:  | phosphoric monoester hydrolase | chr3:6731830-6735360 FORWARDnot assigned not assigned CDC14	protein.postranslational modification	29_4

CUST_77438_PI403524517	2	-0.14164925	-0.6033516	0.046847343	0.16971779	0.09004116	-0.04684639	35_22191	"Cluster: Os01g0543100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0543100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JM38	CHR5V7|COORD:26533289..26534555| peroxidase 72 (PER72) (P72) (PRXR8)	AT5G66390.1	CHR01V5|COORD:20388808..20393377|protein peroxidase 72 precursor, putative, expressed	LOC_Os01g36240.1	no descriptionweakly similar to ( 130)AT5G66390| Symbols:  | peroxidase 72 (PER72) (P72) (PRXR8) | chr5:26533289-26534555 REVERSEvery weakly similar to (91.3)PER2_CUCSAPeroxidase 2 - Cucumis sativus (Cucumber)secretory_peroxidase plant_peroxidase peroxidase ascorbate_peroxidase	misc.peroxidases	26_12

CUST_97331_PI403524517	2	0.29729986	0.055032253	-0.26239538	0.07222748	-0.055031776	-0.05677843	35_27799	"Cluster: Os05g0315100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0315100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DJ89	"CHR5V7|COORD:26969578..26972073| EMB1408 (EMBRYO DEFECTIVE 1408); binding"	AT5G67570.1	CHR05V5|COORD:14428742..14420658|protein EMB1408, putative, expressed	LOC_Os05g25060.1	"no descriptionmoderately similar to ( 250)AT5G67570| Symbols: EMB1408 | EMB1408 (EMBRYO DEFECTIVE 1408); binding | chr5:26969578-26972073 FORWARD"	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_137275_PI403524517	2	0.2977724	-0.119146824	-0.09345293	-0.0066099167	0.102395535	0.0066099167	35_38496	"Cluster: Os04g0542900 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os04g0542900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JBC2		0	CHR04V5|COORD:26971925..26976114|protein placental protein 11 precursor, putative, expressed	LOC_Os04g45910.1	no descriptionnot assigned XendoU	not assigned.unknown	35_2

CUST_10866_PI403524517	2	0.026018143	-0.40200615	-0.13159943	-0.018663406	0.10027981	0.018663406	35_3069	"Cluster: Hypothetical protein P0450E05.35; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0450E05.35 - Oryza sativa (japonica cultivar-g"	UniRef90_Q69IL3	"CHR2V7|COORD:18033474..18038066| FPA (FPA); RNA binding"	AT2G43410.1	CHR09V5|COORD:20114088..20106554|protein FPA, putative, expressed	LOC_Os09g34070.2	 no descriptionmoderately similar to ( 390)AT2G43410| Symbols: FPA | FPA (FPA) | chr2:18033474-18038066 REVERSEvery weakly similar to (54.3)RRP2_SPIOLPlastid-specific 30S ribosomal protein 2, chloroplast precursor - Spinacia oleracea (Spinach)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned SPOC RRM RRM_1 COG0724 	not assigned.no ontology	35_1

CUST_32953_PI403524517	2	0.083776474	0.27962303	0.041229248	-0.24969864	-0.11931801	-0.041229248	35_9501	"Cluster: Putative Hec1 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Hec1 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ZC35	"CHR3V7|COORD:20232173..20233879| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G27330.1); similar to HEC/Ndc80p [Medicago truncatula]"	AT3G54630.1	CHR08V5|COORD:22906573..22911781|protein HEC/Ndc80p family protein, expressed	LOC_Os08g36490.1	"no descriptionvery weakly similar to ( 100)AT3G54630| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G27330.1); similar to HEC/Ndc80p [Medicago truncatula] (GB:ABE93729.1); contains InterPro domain HEC/Ndc80p; (InterPro:IPR005550) | chr3:20232173-20233879 REVERSEnot assigned not assigned not assigned not assigned HEC1 Atrophin-1"	cell.cycle	31_3

CUST_9931_PI403524517	2	0.022958755	0.43234062	0.043367386	-0.16646767	-0.05419922	-0.02295971	35_2798	"Cluster: At3g24730; n=1; Oryza sativa (japonica cultivar-group)|Rep: At3g24730 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53MQ0	CHR3V7|COORD:9030159..9030901| catalytic	AT3G24730.1	CHR11V5|COORD:10959863..10955090|protein thioredoxin-like protein 4B, putative, expressed	LOC_Os11g19220.1	no descriptionmoderately similar to ( 235)AT3G24730| Symbols:  | catalytic | chr3:9030159-9030901 REVERSEnot assigned DLP DIM1 DIM1	not assigned.no ontology	35_1

CUST_2127_PI403524517	2	0.038972855	-0.51376915	0.0023527145	0.008710861	-0.06746769	-0.0023536682	35_563	Rep: 40S ribosomal protein S23-1 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q9SF35	CHR5V7|COORD:693278..694394| 40S ribosomal protein S23 (RPS23B)	AT5G02960.1	CHR03V5|COORD:34288349..34286109|protein 40S ribosomal protein S23, putative, expressed	LOC_Os03g60400.1	no descriptionmoderately similar to ( 276)AT5G02960| Symbols:  | 40S ribosomal protein S23 (RPS23B) | chr5:693278-694394 REVERSEmoderately similar to ( 280)RS23_FRAAN40S ribosomal protein S23 - Fragaria ananassa (Strawberry)not assigned not assigned Ribosomal_S23 rps12P Ribosomal_S12 RpsL Ribosomal_S12_like Ribosomal_S12 rps12 rpsL	protein.synthesis.misc ribososomal protein	29_2_2

CUST_13197_PI403524517	2	-0.082158566	-0.36994743	-0.050352097	0.05462742	0.21676731	0.050352097	35_3777	"Cluster: MutT/nudix protein-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: MutT/nudix protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q9SNS9	"CHR4V7|COORD:7183839..7185545| ATNUDT14 (Arabidopsis thaliana Nudix hydrolase homolog 14); hydrolase"	AT4G11980.1	CHR06V5|COORD:1576094..1573485|protein hydrolase, NUDIX family protein, expressed	LOC_Os06g03910.1	"no descriptionweakly similar to ( 121)AT4G11980| Symbols: ATNUDT14 | ATNUDT14 (Arabidopsis thaliana Nudix hydrolase homolog 14); hydrolase | chr4:7183839-7185545 REVERSEnot assigned"	not assigned.no ontology	35_1

CUST_58238_PI403524517	2	-0.3278103	0.16987038	0.04325962	0.07928181	-0.09400463	-0.04325962	35_16604	"Cluster: Hypothetical protein OSJNBa0092M19.20; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0092M19.20 - Oryza sativa (japonica"	UniRef90_Q84SW9	CHR1V7|COORD:6676415..6677095| zinc finger (C3HC4-type RING finger) family protein	AT1G19310.1	CHR03V5|COORD:26812135..26814186|protein RING finger protein 5, putative, expressed	LOC_Os03g47500.2	no descriptionmoderately similar to ( 206)AT1G19310| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr1:6676415-6677095 REVERSEnot assigned not assigned not assigned not assigned not assigned RING RING PEX10 zf-C3HC4	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_112676_PI403524517	2	0.1686492	0.4194374	-0.0077667236	-0.122929096	0.0077667236	-0.17333555	35_31983	"Cluster: Os10g0443000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os10g0443000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IXE9	"CHR2V7|COORD:7282821..7284204| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G47370.1); similar to Os03g0307400 [Oryza sativa (japonica"	AT2G16760.1	CHR03V5|COORD:10917951..10923027|protein expressed protein	LOC_Os03g19452.1	"no descriptionweakly similar to ( 106)AT2G16760| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G47370.1); similar to Os03g0307400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001049896.1); similar to Os10g0443000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001064702.1); similar to hypothetical protein LOC_Os10g30620 [Oryza sativa (japonica cultivar-group)] (GB:AAP53978.2); contains InterPro domain Soluble quinoprotein glucose dehydrogenase; (InterPro:IPR011041) | chr2:7282821-7284204 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK04537 PRK12678"	not assigned.unknown	35_2

CUST_26859_PI403524517	2	-0.33940887	-0.18535423	0.49762726	-0.062747	0.06274605	0.09910011	35_7783	"Cluster: Putative betaine/proline transporter; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative betaine/proline transporter - Oryza sativa (japonica cu"	UniRef90_Q94DE5	"CHR1|COORD:2583712..2585216| amino acid transporter family protein, low similarity to amino acid permease (Oryza sativa) GI:7415521; contains Pfam profile"	AT1G08230.1	CHR01V5|COORD:37376741..37370329|protein amino acid permease, putative, expressed	LOC_Os01g63854.1	" no descriptionweakly similar to ( 158)AT1G08230| Symbols:  | similar to amino acid transporter family protein [Arabidopsis thaliana] (TAIR:AT5G41800.1); similar to Os05g0586500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001056462.1); similar to Amino acid/polyamine transporter II [Medicago truncatula] (GB:ABE81500.1); similar to Os01g0857400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001044853.1); contains InterPro domain Amino acid/polyamine transporter II; (InterPro:IPR002422); contains InterPro domain Amino acid transporter, transmembrane; (InterPro:IPR013057) | chr1:2583712-2586697 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned Aa_trans TT_ORF1 "	transport.amino acids	34_3

CUST_93806_PI403524517	2	-0.010391235	0.29756546	0.010390282	-0.08542538	-0.3419857	0.11602783	35_26821	"Cluster: Hypothetical protein OSJNBa0066B16.37; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0066B16.37 - Oryza sativa (japonica"	UniRef90_Q69K21	"CHR1V7|COORD:9107612..9113507| similar to Quinoprotein amine dehydrogenase, beta chain-like [Medicago truncatula] (GB:ABE89249.1); contains InterPro domain"	AT1G26330.1	CHR09V5|COORD:296374..285233|protein expressed protein	LOC_Os09g01360.1	" no descriptionweakly similar to ( 134)AT1G26330| Symbols:  | similar to Quinoprotein amine dehydrogenase, beta chain-like [Medicago truncatula] (GB:ABE89249.1); contains InterPro domain WD40-like; (InterPro:IPR011046) | chr1:9107612-9113507 FORWARD"	not assigned.unknown	35_2

CUST_25236_PI403524517	2	-0.029972553	0.47375107	0.029972076	-0.31778526	-1.1816702	0.666419	35_7317	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QZP3	0	0	CHR11V5|COORD:26901200..26903186|protein retrotransposon protein, putative, unclassified, expressed	LOC_Os11g45290.2	no description	not assigned.unknown	35_2

CUST_168452_PI403524517	2	0.06977749	0.66173077	0.019791126	-0.10033083	-0.14965248	-0.019791126	35_46913	"Cluster: DNA polymerase lambda; n=3; Oryza sativa (japonica cultivar-group)|Rep: DNA polymerase lambda - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6L9M0	CHR1V7|COORD:3465965..3469249| DNA polymerase lambda (POLL)	AT1G10520.1	CHR06V5|COORD:7132516..7127121|protein DNA polymerase lambda, putative, expressed	LOC_Os06g13020.2	no descriptionvery weakly similar to (82.0)AT1G10520| Symbols:  | DNA polymerase lambda (POLL) | chr1:3465965-3469249 FORWARD	DNA.synthesis/chromatin structure	28_1

CUST_115724_PI403524517	2	0.191782	0.43291998	0.6013026	-0.19178152	-0.7214503	-0.40628147	35_32819	"Cluster: Transposon protein, putative, CACTA, En/Spm sub-class, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Transposon protein, putative,"	UniRef90_Q2QP23		0	CHR12V5|COORD:21936552..21931257|protein transposon protein, putative, CACTA, En/Spm sub-class, expressed	LOC_Os12g35940.1	no descriptionTransposase_21	not assigned.unknown	35_2

CUST_99986_PI403524517	2	0.23058319	-0.54712486	-0.01137352	0.01137352	-0.053546906	0.028734207	35_28545	"Cluster: OSJNBa0004B13.7 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0004B13.7 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q9ARZ1	"CHR5V7|COORD:3966418..3968685| similar to glycosyltransferase family protein 2 [Arabidopsis thaliana] (TAIR:AT5G60700.1); similar to Sugar"	AT5G12260.1	CHR01V5|COORD:10115776..10110159|protein expressed protein	LOC_Os01g18060.1	no description	not assigned.unknown	35_2

CUST_73461_PI403524517	2	0.12688065	0.31235504	0.046812057	-0.16789341	-0.046812057	-0.2341423	35_21065	"Cluster: Leucine-rich repeat family protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Leucine-rich repeat family protein-like - Oryza sativa (japon"	UniRef90_Q5JJV2	CHR5V7|COORD:7388178..7390429| leucine-rich repeat family protein	AT5G22320.1	CHR01V5|COORD:42948565..42945326|protein Leucine Rich Repeat family protein, expressed	LOC_Os01g73560.1	no descriptionweakly similar to ( 159)AT5G22320| Symbols:  | leucine-rich repeat family protein | chr5:7388178-7390429 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned COG4886	not assigned.no ontology	35_1

CUST_72611_PI403524517	2	6.122589E-4	0.29436684	0.04246044	-6.1273575E-4	-0.16614151	-0.28648996	35_20812	"Cluster: Putative dymeclin; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative dymeclin - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5ZBZ3	"CHR1V7|COORD:1109675..1113874| similar to PREDICTED: similar to dymeclin [Rattus norve (GB:XP_001054727.1); similar to Os01g0773100 [Oryza sativa (japonica"	AT1G04200.1	CHR01V5|COORD:32996390..33003370|protein dymeclin, putative, expressed	LOC_Os01g56630.1	"no descriptionmoderately similar to ( 381)AT1G04200| Symbols:  | similar to PREDICTED: similar to dymeclin [Rattus norve (GB:XP_001054727.1); similar to Os01g0773100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001044398.1); contains domain SUBFAMILY NOT NAMED (PTHR12895:SF1); contains domain FAMILY NOT NAMED (PTHR12895) | chr1:1109675-1113874 FORWARDnot assigned"	not assigned.unknown	35_2

CUST_60276_PI403524517	2	0.14580345	0.07375717	-0.11953163	0.044748306	-0.09576416	-0.0447464	35_17181	"Cluster: Hypothetical protein OJ1414_E05.11; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1414_E05.11 - Oryza sativa (japonica cultiv"	UniRef90_Q8S0T1	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	CHR01V5|COORD:32093478..32093690|protein hypothetical protein	LOC_Os01g55220.1	no description	not assigned.unknown	35_2

CUST_129283_PI403524517	2	0.06433964	0.15184975	-0.0485754	0.0485754	-0.109482765	-0.060860634	35_36324	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_132913_PI403524517	2	0.14039993	0.14467096	-0.21394873	-0.14039946	1.8531032	-0.2632246	35_37322	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_70986_PI403524517	2	0.101735115	0.38051128	-0.043608665	-0.07285881	-0.0074481964	0.0074481964	35_20337	"Cluster: Os05g0149200 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0149200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DKQ4	CHR5V7|COORD:9785514..9789097| PWWP domain-containing protein	AT5G27650.1	CHR05V5|COORD:2788635..2796597|protein PWWP domain containing protein, expressed	LOC_Os05g05660.1	no descriptionweakly similar to ( 173)AT5G27650| Symbols:  | PWWP domain-containing protein | chr5:9785514-9789097 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12678 PRK12323 PWWP PWWP PRK07003 PRK07764	not assigned.no ontology	35_1

CUST_6655_PI404877155	2	0.013838768	-0.035977364	-0.013838768	0.03223896	0.0256176	-0.016892433	Contig19716_at	OSJNBa0072D21.8 [Oryza sativa (japonica cultivar-group)] ref|XP_472245.1| OSJNBa0072D21.8 [Oryza sativa (japonica cultivar-group)]	CAD40740.2	SWIB complex BAF60b domain-containing protein	At5g14170.1	protein SWIB/MDM2 domain, putative	Os04g31320	"SWIB complex BAF60b domain-containing protein, similar to brahma associated protein 60 kDa (Drosophila melanogaster) GI:3378134, SWI/SNF-related, matrix-associated, actin-dependent regulator of chromatin D1 (Homo sapiens) GI:4566530; contains Pfam profile"	RNA.regulation of transcription.Chromatin Remodeling Factors	27_3_44

CUST_130758_PI403524517	2	0.18194294	-0.14892769	0.04873562	-0.054870605	-0.008069038	0.008069038	35_36718	"Cluster: Putative WD-repeat protein 12; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative WD-repeat protein 12 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8H594	CHR5V7|COORD:5059054..5062006| transducin family protein / WD-40 repeat family protein	AT5G15550.1	CHR07V5|COORD:24495865..24492007|protein WD-repeat protein 12, putative, expressed	LOC_Os07g40930.1	no descriptionvery weakly similar to (70.9)AT5G15550| Symbols:  | transducin family protein / WD-40 repeat family protein | chr5:5059318-5062006 REVERSEnot assigned	not assigned.no ontology	35_1

CUST_47317_PI403524517	2	0.32383537	0.18872833	0.010417938	-0.105065346	-0.050759315	-0.010417938	35_13546	"Cluster: Hypothetical protein B1150E06.18-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1150E06.18-1 - Oryza sativa (japonica cultiv"	UniRef90_Q5VNR1	0	0	CHR01V5|COORD:16104167..16107862|protein F-box domain containing protein, expressed	LOC_Os01g28150.2	no description	not assigned.unknown	35_2

CUST_55957_PI403524517	2	0.10395956	-1.1493387	-0.20383644	0.13750076	0.162601	-0.10396004	35_15925	"Cluster: F1F0-ATPase inhibitor protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: F1F0-ATPase inhibitor protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q9SXG0	"CHR2V7|COORD:11827133..11827944| Identical to Unknown mitochondrial protein At2g27730 [Arabidopsis Thaliana] (GB:Q9ZUX4;GB:Q8LBD1); similar to Os09g0568900 [Ory"	AT2G27730.1	CHR09V5|COORD:22702884..22705225|protein expressed protein	LOC_Os09g39550.1	"no descriptionvery weakly similar to (93.6)AT2G27730| Symbols:  | Identical to Unknown mitochondrial protein At2g27730 [Arabidopsis Thaliana] (GB:Q9ZUX4;GB:Q8LBD1); similar to Os09g0568900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001063974.1); similar to putative F1F0-ATPase inhibitor protein [Oryza sativa (japonica cultivar-group)] (GB:BAD13133.1); similar to Os08g0559000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001062499.1) | chr2:11827133-11827944 REVERSEnot assigned not assigned not assigned TT_ORF1 Protamine_P1"	not assigned.unknown	35_2

CUST_22003_PI403524517	2	0.10519409	0.28651428	-0.30825043	-0.0795517	0.07955265	-0.08278179	35_6393	Rep: OSIGBa0139J17.11 protein - Oryza sativa (Rice)	UniRef90_Q01LR3	"CHR2V7|COORD:16735456..16738238| similar to proline-rich family protein [Arabidopsis thaliana] (TAIR:AT3G09000.1); similar to Os01g0141900 [Oryza"	AT2G40070.1	CHR04V5|COORD:15000713..15002308|protein F-box domain containing protein	LOC_Os04g25840.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 Herpes_BLLF1 DUF566 PRK07003 PRK07764 Tymo_45kd_70kd HPC2 Atrophin-1 PRK08853 PRK12678	not assigned.unknown	35_2

CUST_26806_PI403524517	2	0.029442787	-0.5058422	-0.1630516	0.042502403	-0.017912865	0.017912865	35_7770	"Cluster: Tetratricopeptide repeat protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Tetratricopeptide repeat protein-like - Oryza sativa (japonica"	UniRef90_Q5QNE5	"CHR1V7|COORD:19883394..19886043| TTL1 (TETRATRICOPETIDE-REPEAT THIOREDOXIN-LIKE 1); binding"	AT1G53300.1	CHR05V5|COORD:6837971..6841949|protein electron transporter, putative, expressed	LOC_Os05g11990.1	"no descriptionweakly similar to ( 119)AT1G53300| Symbols: TTL1 | TTL1 (TETRATRICOPETIDE-REPEAT THIOREDOXIN-LIKE 1); binding | chr1:19883394-19886043 FORWARDnot assigned not assigned TRX_family Thioredoxin"	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_50549_PI403524517	2	-0.0068764687	-1.3865337	0.013953209	0.22261333	0.006875992	-0.01918459	35_14430	"Cluster: Formate dehydrogenase, mitochondrial precursor; n=4; Poaceae|Rep: Formate dehydrogenase, mitochondrial precursor - Hordeum vulgare (Barley)"	UniRef90_Q9ZRI8	"CHR5V7|COORD:4777046..4779193| FDH (FORMATE DEHYDROGENASE); NAD binding / cofactor binding / oxidoreductase, acting on the CH-OH group of donors, NAD"	AT5G14780.1	CHR06V5|COORD:16648546..16652298|protein formate dehydrogenase 1, mitochondrial precursor, putative, expressed	LOC_Os06g29180.1	" no descriptionhighly similar to ( 607)AT5G14780| Symbols: FDH | FDH (FORMATE DEHYDROGENASE); NAD binding / cofactor binding / oxidoreductase, acting on the CH-OH group of donors, NAD or NADP as acceptor | chr5:4777046-4779193 FORWARDhighly similar to ( 742)FDH_HORVUFormate dehydrogenase, mitochondrial precursor - Hordeum vulgare (Barley)not assigned not assigned not assigned PRK07574 LdhA 2-Hacid_dh SerA 2-Hacid_dh_C PRK11790 PRK08410 PRK06487 PRK06932 PRK00257 PRK06436 PRK08605 PRK12480 "	C1-metabolism	25

CUST_16153_PI403524517	2	0.06464958	0.12168217	-0.11328697	-0.046107292	-0.060513496	0.046107292	35_4658	"Cluster: Putative anthranilate phosphoribosyltransferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative anthranilate phosphoribosyltransferase - Ory"	UniRef90_Q5TKJ0	CHR1V7|COORD:7994467..7997556| C2 domain-containing protein	AT1G22610.1	CHR05V5|COORD:21000872..20997802|protein phosphoribosylanthranilate transferase, putative, expressed	LOC_Os05g35480.1	no descriptionhighly similar to ( 559)AT1G22610| Symbols:  | C2 domain-containing protein | chr1:7994467-7997556 FORWARDPRT_C Pex24p	not assigned.no ontology.C2 domain-containing protein	35_1_19

CUST_20044_PI399408534	2	0.07714081	0.78116846	-0.07714081	0.12820816	-0.1050334	-0.11435747	35_12775	"Cluster: Putative DNA-binding protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative DNA-binding protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q94CZ7	CHR4V7|COORD:871268..872885| pentatricopeptide (PPR) repeat-containing protein	AT4G01990.1	CHR01V5|COORD:11090765..11085832|protein tetratricopeptide-like helical, putative, expressed	LOC_Os01g19548.2	no descriptionweakly similar to ( 129)AT4G01990| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr4:871268-872885 REVERSE	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_68141_PI403524517	2	0.08411121	-0.2192154	-0.023061752	-0.028691292	0.023061752	0.03831482	35_19476	"Cluster: Expressed protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2R9D1	CHR4V7|COORD:6083857..6087799| similar to EMB2756 (EMBRYO DEFECTIVE 2756), hydrolase, acting on carbon-nitrogen (but not peptide) bonds, in linear	AT4G09630.1	CHR11V5|COORD:4914681..4919536|protein EMB2756, putative, expressed	LOC_Os11g09170.1	" no descriptionhighly similar to ( 550)AT1G34550| Symbols: EMB2756 | EMB2756 (EMBRYO DEFECTIVE 2756); hydrolase, acting on carbon-nitrogen (but not peptide) bonds, in linear amides | chr1:12647066-12652624 REVERSEDUF616 "	not assigned.unknown	35_2

CUST_105252_PI403524517	2	0.008473396	0.28441858	-0.021084785	-0.008473396	-0.23236465	0.040498257	35_29980	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_5774_PI404877155	2	0.026721954	-0.17352867	0.05468464	-0.06648064	-0.026721	0.105472565	Contig17815_at	transcriptional factor B3-like [Oryza sativa (japonica cultivar-group)] dbj|BAD35285.1| transcriptional factor B3-like [Oryza sativa (japoni	BAD35642.1	transcriptional factor B3 family protein	At5g42700.1	protein B3 DNA binding domain, putative	Os06g09420	gene_id:MVI11.9~unknown protein	RNA.regulation of transcription.B3 transcription factor family	27_3_41

CUST_118117_PI403524517	2	-0.09096336	0.13929462	0.24086857	0.04911995	-0.049120903	-0.18853664	35_33452	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_6193_PI403524517	2	-0.06908035	0.51789474	0.04466057	-0.044661522	-0.1057148	0.15112019	35_1716	"Cluster: Protein kinase family protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Protein kinase family protein, putative, expressed"	UniRef90_Q10LW0	CHR3V7|COORD:19128856..19131543| protein kinase family protein	AT3G51550.1	CHR01V5|COORD:32788726..32791914|protein protein kinase, putative, expressed	LOC_Os01g56330.1	no descriptionhighly similar to ( 658)AT3G51550| Symbols:  | protein kinase family protein | chr3:19128856-19131543 REVERSEmoderately similar to ( 244)NORK_MEDTRNodulation receptor kinase precursor - Medicago truncatula (Barrel medic)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PTKc Pkinase_Tyr TyrKc S_TKc S_TKc Pkinase PTKc_Jak_rpt2 PTKc_Trk PTK_CCK4 PTKc_Ror PTKc_Csk_like PTKc_TrkA PTKc_Itk PTKc_Srm_Brk PTKc_Tec_like PTKc_TrkB PTKc_Frk_like PTKc_Met_Ron SPS1 PTKc_Fes_like PTKc_Src_like PTKc_EphR PTKc_TrkC PTKc_DDR PTKc_Btk_Bmx PTKc_c-ros PTKc_Csk PTKc_Chk PTKc_FGFR PTKc_Tie2 PTKc_ALK_LTK PTKc_EGFR_like PTKc_Syk_like PTKc_Ack_like PTKc_Tec_Rlk PTKc_Musk PTKc_Jak2_Jak3_rpt2 PTKc_Tyk2_rpt2 PTKc_FGFR1 PTKc_Tie1 PTKc_Axl_like PTKc_InsR_like PTKc_FGFR3 PTKc_Src PTKc_EphR_A2 PTKc_FGFR2 PTKc_Lyn PTK_HER3 PTKc_FAK PTKc_Fyn_Yrk PTKc_Tie PTKc_Abl PTKc_FGFR4 PTKc_Jak1_rpt2 PTKc_Fes PTKc_PDGFR PTKc_Yes PTKc_Ror1 PTKc_Ror2 PTKc_Fer PTKc_Lck_Blk PTK_Ryk PTKc_RET PTKc_Tyro3 PTKc_DDR_like PTKc_EphR_B PTKc_IGF-1R PTKc_EphR_A PTKc_DDR1 PTKc_Syk PTKc_Axl PTKc_HER4 PTKc_Hck PTKc_Zap-70 PTKc_InsR PTKc_EGFR PTKc_EphR_A10 PTK_Jak2_Jak3_rpt1 PTKc_DDR2 PTKc_Aatyk PTKc_HER2 PTK_Jak_rpt1 PTKc_Aatyk1_Aatyk3 PTKc_Aatyk2 PTKc_VEGFR3 PTKc_VEGFR PTKc_VEGFR2 PTKc_CSF-1R PTK_Tyk2_rpt1 PTKc_Kit PTKc_PDGFR_alpha PTKc_PDGFR_beta	protein.postranslational modification.kinase.receptor like cytoplasmatic kinase VII	29_4_1_57

CUST_21485_PI403524517	2	-0.019752502	0.23436165	0.014871597	-0.014870644	-0.093310356	0.044981956	35_6236	Rep: 3-beta-glucuronosyltransferase - Hordeum vulgare (Barley)	UniRef90_Q7XB44	CHR1|COORD:9603165..9606088| glycosyl transferase family 43 protein, similar to Galactosylgalactosylxylosylprotein 3-beta-glucuronosyltransferase 1, Rattus norv	AT1G27600.2	CHR01V5|COORD:28088581..28084611|protein galactosylgalactosylxylosylprotein 3-beta-glucuronosyltransferase 1, putative, expressed	LOC_Os01g48440.1	no descriptionmoderately similar to ( 275)AT1G27600| Symbols:  | glycosyl transferase family 43 protein | chr1:9604070-9605868 REVERSEnot assigned GlcAT-I Glyco_transf_43	protein.glycosylation	29_7

CUST_170781_PI403524517	2	-0.13562775	0.4722004	0.2489996	-0.09434223	0.09434223	-0.18237782	35_47571	"Cluster: Os05g0232500 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0232500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DJS7	"CHR1V7|COORD:19755040..19763142| UBC26 (ubiquitin-conjugating enzyme 25); ubiquitin-protein ligase"	AT1G53020.1	CHR05V5|COORD:8013417..8018991|protein ubiquitin-conjugating enzyme E2, putative, expressed	LOC_Os05g14300.1	"no descriptionvery weakly similar to (97.4)AT3G15355| Symbols: UBC25 | UBC25 (ubiquitin-conjugating enzyme 23); small conjugating protein ligase | chr3:5183865-5186676 FORWARDnot assigned"	protein.degradation.ubiquitin.E2	29_5_11_3

CUST_159374_PI403524517	2	-0.065125465	0.5348692	0.05903721	-0.22777271	-0.018454552	0.018453598	35_44483	"Cluster: Putative Fip1 motif containing protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative Fip1 motif containing protein - Oryza sativa (japonic"	UniRef90_Q6AU09	CHR2V7|COORD:8049464..8052090| cupin family protein	AT2G18540.1	CHR03V5|COORD:29418118..29428601|protein fip1 motif family protein, expressed	LOC_Os03g51520.2	no description	not assigned.unknown	35_2

CUST_181245_PI403524517	2	0.019131184	1.1847544	-0.028440952	-0.01913166	-0.7804947	1.1144819	35_50401	0	0	CHR2V7|COORD:18948428..18952073| transmembrane protein-related	AT2G46060.1	CHR10V5|COORD:15791840..15801528|protein expressed protein	LOC_Os10g30910.1	no descriptionvery weakly similar to (52.0)AT2G46060| Symbols:  | transmembrane protein-related | chr2:18948637-18952073 REVERSE	not assigned.no ontology	35_1

CUST_68839_PI403524517	2	0.12532139	0.021518707	-0.036434174	-0.10788441	-0.020630836	0.02063179	35_19694	Rep: Hypothetical protein - Emericella nidulans (Aspergillus nidulans)	UniRef90_Q5BEB0	CHR3V7|COORD:7775537..7776073| proline-rich family protein	AT3G22070.1	CHR03V5|COORD:5437211..5441722|protein actin binding protein, putative, expressed	LOC_Os03g10680.1	no description	not assigned.unknown	35_2

CUST_99558_PI403524517	2	0.28553534	0.20302582	0.05492115	-0.05492115	-0.6949539	-0.2396698	35_28419	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_12604_PI404877155	2	0.055048943	0.10308266	-0.0058574677	-0.11108589	0.0058574677	-0.038769722	Contig6339_s_at	putative small basic membrane integral protein [Oryza sativa (japonica cultivar-group)] dbj|BAB32914.1| putative small basic membrane integr	NP_914457.1	major intrinsic family protein / MIP family protein	At3g04090.1	protein Major intrinsic protein	Os01g08660	small basic membrane integral protein ZmSIP1-2	transport.Major Intrinsic Proteins.SIP	34_19_4

CUST_57367_PI403524517	2	-0.02137661	0.71705246	0.22357273	-0.04936409	-0.11952877	0.021377563	35_16359	"Cluster: Zinc knuckle containing protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Zinc knuckle containing protein-like - Oryza sativa (japonica cu"	UniRef90_Q5ZB52	CHR2V7|COORD:6406761..6407837| AGP9 (ARABINOGALACTAN PROTEIN 9)	AT2G14890.1	CHR05V5|COORD:23431818..23436994|protein expressed protein	LOC_Os05g40040.1	no descriptionPRK12323	not assigned.unknown	35_2

CUST_4959_PI403524517	2	0.10458565	-0.9919448	-0.104586124	0.12151146	0.50536203	-0.24231291	35_1367	Rep: H0307D04.12 protein - Oryza sativa (Rice)	UniRef90_Q01K54	CHR4V7|COORD:9833961..9834676| senescence-associated protein-related	AT4G17670.1	CHR04V5|COORD:29406044..29405065|protein expressed protein	LOC_Os04g49680.1	no descriptionvery weakly similar to (71.2)AT4G17670| Symbols:  | senescence-associated protein-related | chr4:9833961-9834676 REVERSEDUF581	development.unspecified	33_99

CUST_29801_PI403524517	2	0.2685356	0.62817764	-0.2506709	-0.23907661	0.074020386	-0.07402134	35_8604	"Cluster: Putative SEB4D; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative SEB4D - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69U07	CHR1V7|COORD:28691826..28693400| RNA recognition motif (RRM)-containing protein	AT1G76460.1	CHR06V5|COORD:25057849..25053772|protein RNA-binding region-containing protein 1, putative, expressed	LOC_Os06g41790.1	 no descriptionmoderately similar to ( 211)AT1G76460| Symbols:  | RNA recognition motif (RRM)-containing protein | chr1:28691826-28693400 REVERSEvery weakly similar to (69.3)GRPA_MAIZEGlycine-rich RNA-binding, abscisic acid-inducible protein - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned RRM RRM_1 COG0724 	RNA.RNA binding	27_4

CUST_15525_PI404877155	2	0.011980057	0.15394115	-0.049009323	-0.03651905	-0.011979103	0.06283951	Contig9372_at	"TPA: plastid division protein precursor; ARC6 precursor [Oryza sativa (indica cultivar-group)] dbj|BAD07942.1| TPA: plastid division protein"	DAA01472.1	DNAJ plastid division protein (ARC6)	At5g42480.1	protein expressed protein	Os02g03000	"DNAJ plastid division protein (ARC6), almost identical to dnaJ plastid division protein ARC6 (GI:33436339) (Arabidopsis thaliana);low similarity to cell division protein Ftn2 (Synechococcus sp. PCC 7942) GI:16226084; contains Pfam profile PF00226: DnaJ do"	stress.abiotic.heat	20_2_1

CUST_161825_PI403524517	2	0.7262249	0.19350863	0.023165226	-0.023165226	-0.52862597	-0.33917236	35_45141	0	0		0	CHR08V5|COORD:10953700..10960966|protein expressed protein	LOC_Os08g17870.1	no description	not assigned.unknown	35_2

CUST_11531_PI404877155	2	-0.45795536	0.28543472	0.08123875	-0.0029582977	0.0029582977	-0.22766113	Contig5228_s_at	MAP kinase 2 [Oryza sativa] dbj|BAD53997.1| MAP kinase 2 [Oryza sativa (japonica cultivar-group)]	AAG40580.1	mitogen-activated protein kinase, putative / MAPK, putative (MPK1)	At1g10210.1	protein MAP kinase 2	Os06g48590	putative mitogen-activated protein kinase, msrmk3	signalling.MAP kinases	30_6

CUST_89340_PI403524517	2	0.12589931	-0.008593559	0.008593559	-0.066848755	-0.6223159	0.10887718	35_25557	"Cluster: Putative myosin XI; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative myosin XI - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6YWH9	"CHR1V7|COORD:1262122..1272375| XIA (Myosin-like protein XIA); motor/ protein binding"	AT1G04600.1	CHR02V5|COORD:20363499..20385387|protein XIB, putative, expressed	LOC_Os02g34080.1	" no descriptionvery weakly similar to (59.7)AT1G04600| Symbols: ATXIA, XIA | XIA (Myosin-like protein XIA); motor/ protein binding | chr1:1262122-1272375 FORWARD"	cell.organisation	31_1

CUST_24389_PI403524517	2	0.07085705	-0.07085705	1.3801436	-0.13257265	-0.4602089	0.3143344	35_7078	"Cluster: Hypothetical protein P0005H10.38; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0005H10.38 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5N781	CHR5V7|COORD:1790257..1790695| protease inhibitor/seed storage/lipid transfer protein (LTP) family protein	AT5G05960.1	CHR01V5|COORD:36811667..36810415|protein lipid binding protein, putative, expressed	LOC_Os01g62980.1	no descriptionweakly similar to ( 127)AT5G05960| Symbols:  | protease inhibitor/seed storage/lipid transfer protein (LTP) family protein | chr5:1790257-1790695 FORWARDAAI_LTSS Tryp_alpha_amyl PRK07764	misc.protease inhibitor/seed storage/lipid transfer protein (LTP) family protein	26_21

CUST_16629_PI404877155	2	-0.054631233	0.6028948	0.15434647	-0.029806137	-0.06838894	0.029806137	HD03I16u_s_at	"EST AU056133(S20320) corresponds to a region of the predicted gene.~Similar to Caenorhabditis elegans cosmid D1054; hypothetical protein (Z7"	BAA83585.1	pre-mRNA splicing factor PRP38 family protein (SRL1)	At5g37370.1	protein hypothetical protein	Os06g05150	Raf protein kinase homolog CTR1	RNA.processing	27_1

CUST_152143_PI403524517	2	-0.051594734	0.61496544	0.18239355	0.051594734	-0.4977579	-0.14807701	35_42530	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_85943_PI403524517	2	0.15342808	-0.51253223	-0.0426445	0.024575233	-0.024576187	0.07409859	35_24613	"Cluster: Putative dihydropterin pyrophosphokinase /dihydropteroate synthase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative dihydropterin"	UniRef90_Q7X7X0	CHR4V7|COORD:14670530..14672403| dihydropterin pyrophosphokinase, putative / dihydropteroate synthase, putative / DHPS, putative	AT4G30000.1	CHR07V5|COORD:25522804..25525239|protein folic acid synthesis protein, putative, expressed	LOC_Os07g42632.3	 no descriptionweakly similar to ( 182)AT4G30000| Symbols:  | dihydropterin pyrophosphokinase, putative / dihydropteroate synthase, putative / DHPS, putative | chr4:14670530-14672403 REVERSEnot assigned DHPS Pterin_binding FolP folP Pterin_bind 	C1-metabolism.dihydropteridine diphosphokinase	25_3

CUST_30533_PI399408534	2	-0.103414536	0.8149204	0.17204666	-0.09104061	-0.051114082	0.05111313	35_18950	"Cluster: Nucleolar protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Nucleolar protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q67VZ2	"CHR4V7|COORD:18502228..18504269| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G05590.2); similar to Os06g0221100 [Oryza sativa (japonica"	AT4G39870.1	CHR06V5|COORD:6246720..6242662|protein oxidation resistance protein 1, putative, expressed	LOC_Os06g11790.1	" no descriptionweakly similar to ( 113)AT4G39870| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G05590.2); similar to Os06g0221100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001057175.1); similar to Os02g0754000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001048151.1); similar to TLD, putative [Medicago truncatula] (GB:ABE87991.1); contains InterPro domain TLDc; (InterPro:IPR006571) | chr4:18502228-18504269 FORWARDnot assigned TLD TLDc OXR1 "	RNA.regulation of transcription.unclassified	27_3_99

CUST_4463_PI403524517	2	-0.0018005371	-0.19220352	0.03198719	-0.012008667	0.0018005371	0.034618378	35_1232	"Cluster: Putative fiber protein Fb15; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative fiber protein Fb15 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6EUQ5	CHR4V7|COORD:14672953..14673225| similar to fiber protein Fb15 [Gossypium barbadense] (GB:AAP34362.1)	AT4G30010.1	CHR02V5|COORD:4141488..4143678|protein fiber protein Fb15, putative, expressed	LOC_Os02g07910.2	no descriptionvery weakly similar to (92.8)AT4G30010| Symbols:  | similar to fiber protein Fb15 [Gossypium barbadense] (GB:AAP34362.1) | chr4:14672953-14673225 FORWARDnot assigned not assigned	not assigned.unknown	35_2

CUST_8744_PI399408534	2	-0.4254141	-0.16382313	0.16382313	0.5075178	0.63821507	-0.25720882	35_2342	"Cluster: Putative ribonuclease NGR2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ribonuclease NGR2 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5N850	"CHR2V7|COORD:16598334..16600593| RNS2 (RIBONUCLEASE 2); endoribonuclease"	AT2G39780.1	CHR01V5|COORD:39324372..39321319|protein ribonuclease 2 precursor, putative, expressed	LOC_Os01g67190.1	"no descriptionmoderately similar to ( 231)AT2G39780| Symbols: RNS2 | RNS2 (RIBONUCLEASE 2); endoribonuclease | chr2:16598334-16600593 FORWARDvery weakly similar to (77.0)RN28_PANGIRibonuclease-like storage protein precursor - Panax ginseng (Korean ginseng)not assigned not assigned RNase_T2_euk RNase_T2 Ribonuclease_T2 RNase_T2_prok Rna PRK07003"	RNA.processing.ribonucleases	27_1_19

CUST_14701_PI399408534	2	0.16247177	-0.19292927	-0.048563957	-0.01341629	0.13407135	0.013417244	35_41895	"Cluster: Mitochondrial transcription termination factor-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Mitochondrial transcription termination factor-li"	UniRef90_Q67UI0	CHR1V7|COORD:16816094..16817173| DNA binding / ligand-dependent nuclear receptor	AT1G44191.1	CHR06V5|COORD:6453455..6451739|protein mTERF family protein, expressed	LOC_Os06g12040.1	no descriptionvery weakly similar to (54.7)AT1G61960| Symbols:  | mitochondrial transcription termination factor-related / mTERF-related | chr1:22905904-22907277 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07764 PRK07003 Extensin_2 Atrophin-1 GRASP55_65 DUF1421 HPC2 PRK05648 Drf_FH1 Tymo_45kd_70kd Herpes_BLLF1 PRK08853 TT_ORF1 PRK12678 IER PRK09169 DUF605 AF-4 Herpes_TAF50 APC_basic Pneumo_att_G	RNA.regulation of transcription.unclassified	27_3_99

CUST_152569_PI403524517	2	0.18305016	0.4368267	-0.08289814	-0.20292664	-0.05492115	0.054922104	35_42642	"Cluster: Hypothetical protein OJ1351_C05.107; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1351_C05.107 - Oryza sativa (japonica cult"	UniRef90_Q8GRQ4		0	CHR07V5|COORD:2123884..2123108|protein F-box domain containing protein	LOC_Os07g04790.1	no description	not assigned.unknown	35_2

CUST_134231_PI403524517	2	0.23988152	0.46905422	-0.05859089	-0.080771446	0.058591843	-0.2151413	35_37667	Rep: Gamma-TIP-like protein - Hordeum vulgare (Barley)	UniRef90_Q43480	"CHR3V7|COORD:9724007..9724940| TIP2 (TONOPLAST INTRINSIC PROTEIN 2); water channel"	AT3G26520.1	CHR03V5|COORD:2543759..2541843|protein aquaporin TIP1.1, putative, expressed	LOC_Os03g05290.1	" no descriptionmoderately similar to ( 249)AT3G26520| Symbols: SITIP, GAMMA-TIP2, TIP1;2, TIP2 | TIP2 (TONOPLAST INTRINSIC PROTEIN 2); water channel | chr3:9724007-9724940 REVERSEmoderately similar to ( 300)TIP11_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned MIP MIP GlpF PRK05420 PRK12323 PRK07003 TT_ORF1 "	transport.Major Intrinsic Proteins.TIP	34_19_2

CUST_108912_PI403524517	2	-0.064254284	0.88195896	0.064254284	-0.13077354	-0.46431065	0.107129574	35_30967	"Cluster: Os01g0221900 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0221900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JPH9		0	CHR01V5|COORD:6667249..6664245|protein peptidase C45, acyl-coenzyme A/6-aminopenicillanic acid acyl-transferase, putative, expressed	LOC_Os01g12230.1	no description	not assigned.unknown	35_2

CUST_117715_PI403524517	2	-0.8075924	0.47755432	-0.048838615	0.34594154	-0.69178677	0.048838615	35_33348	"Cluster: Os01g0127700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0127700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JR08		0	CHR01V5|COORD:1515047..1518438|protein serine/threonine-protein kinase receptor precursor, putative, expressed	LOC_Os01g03690.1	no description	not assigned.unknown	35_2

CUST_13645_PI404877155	2	-0.27402496	1.4525356	-2.1026487	0.27402496	-1.2633276	0.44880676	Contig7382_at	fructose-1,6-bisphosphatase [Porteresia coarctata]	AAF23509.1	fructose-1, 6-bisphosphatase, putative / D-fructose-1,6-bisphosphate 1-phosphohydrolase, putative / FBPase, pu	At1g43670.1	protein fructose-1,6-bisphosphatase	Os05g36270	fructose-1,6-bisphosphatase	major CHO metabolism.synthesis.sucrose.FBPase	2_1_1_03

CUST_8490_PI403524517	2	0.08093071	0.6217308	-0.054894447	-0.14904499	-0.30373287	0.054894447	35_2372	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_20287_PI399408534	2	0.14440632	0.082756996	-0.022767544	0.02276802	-0.29525852	-0.14615917	35_22523	Rep: Putative receptor protein kinase - Oryza sativa (Rice)	UniRef90_Q94HZ8	CHR1V7|COORD:12064776..12066094| protein kinase family protein	AT1G33260.2	CHR10V5|COORD:19571265..19569421|protein protein kinase domain containing protein, expressed	LOC_Os10g37190.1	no descriptionmoderately similar to ( 229)AT1G33260| Symbols:  | protein kinase family protein | chr1:12064776-12066094 FORWARDweakly similar to ( 147)CRI4_MAIZEPutative receptor protein kinase CRINKLY4 precursor - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase Pkinase_Tyr PTKc TyrKc PTKc_Src_like SPS1 PTKc_Csk_like PTKc_Jak_rpt2 PTKc_Srm_Brk PTKc_Ror PTKc_Trk PTKc_Fes_like PTKc_Frk_like PTKc_Ack_like PTKc_Chk PTKc_Tie1 PTK_CCK4 PTKc_TrkC PTKc_Tie2 PTKc_Tie PTKc_Itk PTKc_EphR PTKc_TrkA PTKc_DDR PTKc_Abl PTKc_TrkB PTKc_InsR_like PTKc_FGFR PTKc_Lck_Blk PTKc_Lyn PTKc_Axl_like PTKc_Musk PTKc_Jak2_Jak3_rpt2 PTKc_EGFR_like PTKc_Tec_like PTKc_PDGFR PTKc_RET PTKc_Syk_like PTKc_Jak1_rpt2 PTKc_Csk PTKc_ALK_LTK PTKc_Btk_Bmx PTKc_Tec_Rlk PTKc_FGFR4 PTKc_Src PTKc_FAK PTKc_Fyn_Yrk PTK_Ryk PTKc_DDR_like PTKc_Fes PRK07003 PTKc_Ror1 PTKc_Yes PTKc_DDR1 PTKc_Met_Ron PTKc_c-ros PTKc_Axl PTKc_Hck PTKc_Tyk2_rpt2 PTKc_FGFR1 PTKc_Ror2 PTKc_DDR2 PTKc_FGFR2 PRK12323 PTKc_FGFR3 PTK_Jak_rpt1 PTKc_EphR_B PTKc_IGF-1R PTKc_Fer PTKc_Aatyk PTKc_Zap-70 PTKc_Syk PTK_HER3 PTKc_Tyro3 PTKc_HER4 PTKc_VEGFR PTKc_EphR_A PTKc_EGFR PTK_Tyk2_rpt1 PTKc_InsR PRK07764 PTK_Jak2_Jak3_rpt1 PRK12678 PTKc_EphR_A10 PTKc_VEGFR3 PTKc_EphR_A2 PTKc_Aatyk1_Aatyk3 ProSAAS PTKc_VEGFR2 PTKc_CSF-1R APC_basic Tymo_45kd_70kd PTK_Jak1_rpt1 PTKc_HER2 PTKc_PDGFR_alpha PTKc_PDGFR_beta PTKc_Kit	signalling.receptor kinases.misc	30_2_99

CUST_130885_PI403524517	2	-1.7574239	1.6357698	0.6971793	0.24759483	-0.502779	-0.24759531	35_36760	Rep: PREDICTED: hypothetical protein - Gallus gallus	UniRef90_UPI0000E80401		0	0	0	no description	not assigned.unknown	35_2

CUST_7715_PI399408534	2	0.22293377	0.40969515	0.005271435	-0.2490573	-0.005270958	-0.34693336	35_25628	"Cluster: F-box domain containing protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: F-box domain containing protein, expressed - Oryza sativa"	UniRef90_Q2R3K5	"CHR3V7|COORD:9869579..9871701| AFB2 (AUXIN SIGNALING F-BOX 2); auxin binding / ubiquitin-protein ligase"	AT3G26810.1	CHR11V5|COORD:17988191..17982586|protein transport inhibitor response 1 protein, putative, expressed	LOC_Os11g31620.1	"no descriptionweakly similar to ( 176)AT3G26810| Symbols: AFB2 | AFB2 (AUXIN SIGNALING F-BOX 2); auxin binding / ubiquitin-protein ligase | chr3:9869579-9871701 FORWARDnot assigned"	hormone metabolism.auxin.signal transduction	17_2_2

CUST_35647_PI403524517	2	0.15792179	-0.015028954	-0.08446598	-0.11137867	0.06370258	0.015028954	35_10280	"Cluster: Os09g0557400 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0557400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IZP8	CHR4V7|COORD:15449716..15450810| mitochondrial glycoprotein family protein / MAM33 family protein	AT4G31930.1	CHR09V5|COORD:22155128..22152193|protein mitochondrial glycoprotein, expressed	LOC_Os09g38500.2	no descriptionnot assigned not assigned	not assigned.unknown	35_2

CUST_71100_PI403524517	2	-0.052969456	-1.1661444	0.15593958	0.68224096	-0.34022903	0.052969456	35_20369	"Cluster: Hypothetical protein OJ1695_D07.24; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1695_D07.24 - Oryza sativa (japonica cultiv"	UniRef90_Q69QY6	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	CHR02V5|COORD:34047228..34047948|protein expressed protein	LOC_Os02g55600.1	no descriptionPRK12323 PRK07003 PRK07764	not assigned.unknown	35_2

CUST_7166_PI403524517	2	-0.04505825	1.4059896	0.31070137	-0.20534325	-0.32027435	0.045057297	35_1989	Rep: OSIGBa0112M24.4 protein - Oryza sativa (Rice)	UniRef90_Q01I53	CHR1V7|COORD:5411504..5414539| leucine-rich repeat family protein	AT1G15740.1	CHR04V5|COORD:24915267..24907620|protein regulatory subunit, putative, expressed	LOC_Os04g42470.4	no descriptionhighly similar to ( 635)AT1G15740| Symbols:  | leucine-rich repeat family protein | chr1:5411504-5414539 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned LRR_RI COG4886	not assigned.no ontology	35_1

CUST_200_PI403524517	2	-0.005835533	0.0058350563	0.17283535	0.3115363	-0.005835533	-0.17862272	35_52	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_49201_PI403524517	2	0.006263733	-0.3594284	-0.09719849	0.04769516	0.011552811	-0.006263733	35_14040	"Cluster: PREDICTED: similar to H3 histone, family 2 isoform 2; n=1; Homo sapiens|Rep: PREDICTED: similar to H3 histone, family 2 isoform 2 - Homo sapiens"	UniRef90_UPI00006C029D	CHR5V7|COORD:3270479..3270889| histone H3	AT5G10400.1	CHR11V5|COORD:2622185..2621575|protein histone H3, putative, expressed	LOC_Os11g05730.1	no descriptionmoderately similar to ( 244)AT5G65360| Symbols:  | histone H3 | chr5:26137325-26137735 REVERSEmoderately similar to ( 244)H32_WHEATHistone H3.2 - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned H3 HHT1 Histone PRK07003 DUF566 PRK12323	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_35285_PI403524517	2	0.19919395	0.39939022	0.008712769	-0.063931465	-0.032649994	-0.008713722	35_10173	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10NV3	"CHR3V7|COORD:11237942..11239184| similar to Os03g0257000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001049601.1); similar to expressed protein [Oryza"	AT3G29280.1	CHR03V5|COORD:8290610..8286349|protein expressed protein	LOC_Os03g15190.1	"no descriptionmoderately similar to ( 228)AT3G29280| Symbols:  | similar to Os03g0257000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001049601.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABF95053.1) | chr3:11237942-11239184 REVERSE"	not assigned.unknown	35_2

CUST_99149_PI403524517	2	0.30700016	0.37088823	-0.06574917	-0.18365002	-0.2518406	0.06574917	35_28302	Rep: SCAR-like protein 2 - Oryza sativa (Rice)	UniRef90_Q5QNA6	CHR4V7|COORD:10239958..10247383| WAVE5 (WASP (Wiskott-Aldrich syndrome protein)-family verprolin homologous protein 5)	AT4G18600.1	CHR01V5|COORD:5887407..5895026|protein SCAR-like protein 2, putative, expressed	LOC_Os01g11040.1	no descriptionvery weakly similar to (94.0)AT4G18600| Symbols: WAVE5 | WAVE5 (WASP (Wiskott-Aldrich syndrome protein)-family verprolin homologous protein 5) | chr4:10239958-10247383 REVERSEweakly similar to ( 136)SCRL2_ORYSA	cell.organisation	31_1

CUST_21775_PI403524517	2	0.012986183	0.027514458	-0.19167805	0.008158684	-0.008158684	-0.074240685	35_6322	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6AVJ1	CHR5V7|COORD:4876901..4885618| acid phosphatase	AT5G15070.1	CHR03V5|COORD:27436331..27453107|protein acid phosphatase, putative, expressed	LOC_Os03g48300.1	no descriptionmoderately similar to ( 277)AT5G15070| Symbols:  | acid phosphatase | chr5:4876901-4885618 FORWARDnot assigned	not assigned.unknown	35_2

CUST_5855_PI404877155	2	-0.09160328	0.05162716	-2.9182434E-4	0.004166603	-0.014071465	2.9277802E-4	Contig17956_at	3' exoribonuclease family domain 1-containing protein [Arabidopsis thaliana] pir||D96625 hypothetical protein T2K10.14 [imported] - Arabidop	NP_176216.1	3' exoribonuclease family domain 1-containing protein	At1g60080.1	protein 3' exoribonuclease family, domain 2, putative	Os11g20700	3.1_Homeodomain   T01727 HOXB4	RNA.processing.ribonucleases	27_1_19

CUST_106714_PI403524517	2	0.16751337	-0.2076087	0.079230785	0.017421722	-0.0174222	-0.5552225	35_30369	Rep: Minus agglutinin - Chlamydomonas incerta	UniRef90_Q5I2R0	CHR1V7|COORD:8346931..8349775| protein kinase family protein	AT1G23540.1	CHR01V5|COORD:42602391..42607415|protein serine/arginine repetitive matrix protein 1, putative, expressed	LOC_Os01g72890.1	no descriptionnot assigned not assigned Atrophin-1 PRK07764 PRK12323	not assigned.unknown	35_2

CUST_158883_PI403524517	2	0.14029598	0.5813141	-0.015021324	-0.07303524	9.57489E-4	-9.57489E-4	35_44352	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_9410_PI404877155	2	0.025830269	-0.90350246	-0.1116724	0.022652626	0.006632805	-0.0066337585	Contig3161_at	P0454H12.13 [Oryza sativa (japonica cultivar-group)]	BAB62581.1	expressed protein	At3g54190.1	protein expressed protein	Os05g40410	expressed protein	signalling.G-proteins	30_5

CUST_19113_PI403524517	2	-0.0053539276	0.39766502	0.09947014	-0.039611816	-0.087944984	0.0053548813	35_5539	"Cluster: Putative isopentenyl monophosphate kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative isopentenyl monophosphate kinase - Oryza sativa"	UniRef90_Q8S2G0	"CHR2V7|COORD:11498907..11501307| ATCDPMEK (PIGMENT DEFECTIVE 277); 4-(cytidine 5'-diphospho)-2-C-methyl-D-erythritol kinase"	AT2G26930.1	CHR01V5|COORD:34298035..34303318|protein 4-diphosphocytidyl-2-C-methyl-D-erythritol kinase, chloroplast precursor, putative, expressed	LOC_Os01g58790.1	" no descriptionmoderately similar to ( 462)AT2G26930| Symbols: PDE277, ISPE, ATCDPMEK | ATCDPMEK (PIGMENT DEFECTIVE 277); 4-(cytidine 5'-diphospho)-2-C-methyl-D-erythritol kinase | chr2:11498907-11501307 REVERSEIspE PRK04344 PRK03188 PRK00650 PRK03009 PRK02534 ipk ipk PRK01726 PRK04943 PRK03288 PRK04648 PRK04181 PRK05905 ThrB GHMP_kinases_N PRK01212 PRK12323 "	secondary metabolism.isoprenoids.non-mevalonate pathway.CMK	16_1_1_4

CUST_9457_PI403524517	2	0.16201162	-0.017498016	-0.16272688	0.027205467	-0.014298916	0.014298916	35_2660	"Cluster: Putative 5'-phosphoribosyl-5-aminoimidazole synthetase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative 5'-phosphoribosyl-5-aminoimidazole sy"	UniRef90_Q850Z8	CHR3|COORD:20397614..20399783| phosphoribosylformylglycinamidine cyclo-ligase, chloroplast / phosphoribosyl-aminoimidazole synthetase /	AT3G55010.2	CHR03V5|COORD:34865640..34862796|protein phosphoribosylformylglycinamidine cyclo-ligase,chloroplast/mitochondrial precursor,	LOC_Os03g61600.1	 no descriptionhighly similar to ( 508)AT3G55010| Symbols: ATPURM, PUR5 | phosphoribosylformylglycinamidine cyclo-ligase, chloroplast / phosphoribosyl-aminoimidazole synthetase / AIR synthase (PUR5) | chr3:20397795-20399526 FORWARDhighly similar to ( 509)PUR5_VIGUNPhosphoribosylformylglycinamidine cyclo-ligase, chloroplast/mitochondrial precursor - Vigna unguiculata (Cowpea)not assigned not assigned not assigned PRK05385 PurM PurM_N AIRS AIRS_C PurM_N_like HypE ThiL PurL PRK07764 ThiL_N 	nucleotide metabolism.synthesis.purine.AIR synthase	23_1_2_5

CUST_80220_PI403524517	2	-0.6129074	-0.28802395	-0.19923687	0.23838711	0.6406002	0.19923687	35_23004	"Cluster: Putative receptor-like protein kinase INRPK1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative receptor-like protein kinase INRPK1 - Oryza"	UniRef90_Q5VQM7	CHR5V7|COORD:19857011..19860970| leucine-rich repeat transmembrane protein kinase, putative	AT5G48940.1	CHR01V5|COORD:3618016..3622158|protein receptor-like protein kinase precursor, putative, expressed	LOC_Os01g07560.1	no descriptionweakly similar to ( 120)AT5G56040| Symbols:  | ATP binding / protein serine/threonine kinase | chr5:22712276-22715636 FORWARDvery weakly similar to (67.0)PSKR_DAUCAPhytosulfokine receptor precursor - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07764 Rubella_Capsid PRK07003 PRK04537 PRK12678 PRK09169 Pkinase_Tyr	protein.postranslational modification.kinase.receptor like cytoplasmatic kinase VII	29_4_1_57

CUST_14021_PI404877155	2	-0.07828522	-0.68624496	0.03123188	0.090156555	0.08079529	-0.031230927	Contig7802_at	arginine biosynthesis protein ArgJ family [Arabidopsis thaliana] gb|AAK83594.1| At2g37500/F3G5.29 [Arabidopsis thaliana] gb|AAL90933.1| At2g	NP_565863.1	arginine biosynthesis protein ArgJ family	At2g37500.1	protein ArgJ family	Os03g17120	glutamate/ornithine acetyltransferase -related	amino acid metabolism.synthesis.glutamate family.arginine	13_1_2_3

CUST_15923_PI404877155	2	0.13183308	-0.14212799	-0.10808849	0.08747387	0.052376747	-0.052375793	Contig9765_s_at	OSJNBa0044M19.2 [Oryza sativa (japonica cultivar-group)] ref|XP_472268.1| OSJNBa0044M19.2 [Oryza sativa (japonica cultivar-group)]	CAE05015.1	splicing factor-related	At5g51300.1	protein Similar to contains similarity to transcription or splicing factor~gene_id:MWD22.25	Os04g31620	1.1_bZIP   T00782 TAF(II) 135,	RNA.processing.splicing	27_1_1

CUST_17088_PI403524517	2	0.22346783	-0.44509697	-0.079916	0.035881042	0.0	0.0	35_4941	"Cluster: Os05g0493500 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0493500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DH40	"CHR5V7|COORD:1859543..1861571| CYC1BAT (CYCLIN B 1;2); cyclin-dependent protein kinase regulator"	AT5G06150.1	CHR05V5|COORD:24157193..24160446|protein cyclin-A1, putative, expressed	LOC_Os05g41390.1	" no descriptionmoderately similar to ( 279)AT5G06150| Symbols: CYCB1;2, CYC1BAT | CYC1BAT (CYCLIN B 1;2); cyclin-dependent protein kinase regulator | chr5:1859543-1861571 REVERSEmoderately similar to ( 301)CCNB1_SOYBNG2/mitotic-specific cyclin S13-6 - Glycine max (Soybean)not assigned not assigned not assigned not assigned not assigned not assigned COG5024 Cyclin_N Cyclin_C CYCLIN CYCLIN PRK12678 "	cell.cycle	31_3

CUST_6953_PI404877155	2	0.00508976	0.24196339	-0.039422035	-0.00508976	0.090976715	-0.030225754	Contig20429_at	putative Nucleoporin Nup43 [Oryza sativa (japonica cultivar-group)]	BAC99935.1	WD-40 repeat protein family	At4g30840.1	protein expressed protein	Os08g16600	gi|21554881|gb|AAM63718.1| unknown	RNA.regulation of transcription.unclassified	27_3_99

CUST_133665_PI403524517	2	-0.16674852	-0.14739275	0.14739275	0.27240133	0.55264044	-0.38018513	35_37521	Rep: Elongation factor 1-alpha - Rhizophlyctis rosea	UniRef90_Q2V9G1	CHR1V7|COORD:2463347..2464789| calmodulin binding / translation elongation factor	AT1G07940.2	CHR03V5|COORD:4096033..4098979|protein elongation factor 1-alpha, putative, expressed	LOC_Os03g08060.2	no descriptionmoderately similar to ( 300)AT5G60390| Symbols:  | calmodulin binding / translation elongation factor | chr5:24306452-24307803 FORWARDmoderately similar to ( 306)EF1A_SOYBNElongation factor 1-alpha - Glycine max (Soybean)not assigned not assigned not assigned not assigned not assigned not assigned PRK12317 TEF1 EF1_alpha_II EF1_alpha_III TufB GTPBP1 GTP_EFTU_D3 PRK00049 tufA PRK12735 PRK12736 Translation_factor_III EFTU_II GTP_EFTU_D2 selB_II SelB CysN Translation_Factor_II_like eRF3c_III eRF3_II_like eRF3_II HBS1_C GTPBP_II CysN_NodQ_II	protein.synthesis.elongation	29_2_4

CUST_19336_PI403524517	2	0.09663582	-0.42380714	-0.09424877	-0.010415077	0.010415077	0.094423294	35_5606	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QU14	CHR4V7|COORD:7674427..7675271| similar to Os12g0276100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001066563.1)	AT4G13220.1	CHR12V5|COORD:10208576..10205269|protein expressed protein	LOC_Os12g17830.2	no descriptionweakly similar to ( 117)AT4G13220| Symbols:  | similar to Os12g0276100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001066563.1) | chr4:7674427-7675271 REVERSE	not assigned.unknown	35_2

CUST_74088_PI403524517	2	0.13611889	-0.35124445	-0.23786926	0.09672642	0.7601414	-0.09672737	35_21246	"Cluster: SOUL heme-binding protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: SOUL heme-binding protein-like - Oryza sativa (japonica cultivar-group"	UniRef90_Q69VD1	CHR5V7|COORD:6799049..6800894| SOUL heme-binding family protein	AT5G20140.1	CHR06V5|COORD:23558645..23562074|protein SOUL heme-binding protein, expressed	LOC_Os06g39690.1	no descriptionmoderately similar to ( 446)AT5G20140| Symbols:  | SOUL heme-binding family protein | chr5:6799049-6800894 REVERSESOUL	redox.heme	21_3

CUST_99989_PI403524517	2	-0.05284691	0.24190712	0.05284691	-0.13507271	0.17589092	-0.11164141	35_28546	"Cluster: Putative adapter-related protein complex 4 epsilon 1 subunit; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative adapter-related protein complex"	UniRef90_Q8RZX0	CHR1V7|COORD:11359888..11363897| epsilon-adaptin, putative	AT1G31730.1	CHR01V5|COORD:40265016..40258122|protein clathrin binding protein, putative, expressed	LOC_Os01g68750.1	 no descriptionmoderately similar to ( 246)AT1G31730| Symbols:  | epsilon-adaptin, putative | chr1:11359888-11363897 FORWARDnot assigned 	cell. vesicle transport	31_4

CUST_57597_PI403524517	2	0.05455494	-0.036150932	0.096918106	-0.0909338	-0.16414928	0.036150932	35_16421	Rep: F24J5.11 protein - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q9SX28	"CHR1V7|COORD:25779488..25781346| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G25520.1); similar to Os08g0433100 [Oryza sativa (japonica"	AT1G68650.1	CHR08V5|COORD:20871104..20867234|protein transmembrane protein PFT27, putative, expressed	LOC_Os08g33630.1	"no descriptionmoderately similar to ( 306)AT1G68650| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G25520.1); similar to Os08g0433100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001061871.1); similar to PREDICTED: similar to conserved hypothetical protein [Strongylocentrotus purpuratus] (GB:XP_798718.2); contains InterPro domain Protein of unknown function UPF0016; (InterPro:IPR001727) | chr1:25779488-25781346 FORWARDnot assigned COG2119 UPF0016"	not assigned.unknown	35_2

CUST_41177_PI403524517	2	-0.14566612	-0.2348895	0.14566612	0.36689425	0.55524206	-0.24436283	35_11837	Rep: Aintegumenta-like protein - Oryza sativa (Rice)	UniRef90_Q8LGQ4	0	0	CHR04V5|COORD:33122912..33127495|protein DNA binding protein, putative, expressed	LOC_Os04g55970.2	no description	not assigned.unknown	35_2

CUST_7838_PI403524517	2	0.1064024	0.096567154	0.041335106	-0.114997864	-0.111795425	-0.041334152	35_2183	"Cluster: Beta 1,3-glycosyltransferase-like protein II; n=3; Oryza sativa|Rep: Beta 1,3-glycosyltransferase-like protein II - Oryza sativa (Rice)"	UniRef90_Q7FN01	CHR2V7|COORD:10779001..10781235| transferase, transferring glycosyl groups / transferase, transferring hexosyl groups	AT2G25300.1	CHR06V5|COORD:3877872..3881835|protein transferase, transferring glycosyl groups, putative, expressed	LOC_Os06g08005.1	 no descriptionweakly similar to ( 164)AT2G25300| Symbols:  | transferase, transferring glycosyl groups / transferase, transferring hexosyl groups | chr2:10779001-10781235 REVERSEnot assigned Galactosyl_T 	protein.glycosylation	29_7

CUST_121540_PI403524517	2	0.06850433	-0.31071615	-0.09417868	0.020865917	-0.020865917	0.045036793	35_34324	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_22515_PI399408534	2	0.09818363	-0.01673603	0.016736984	-0.059555054	-0.44047403	0.036488533	35_22468	Rep: Auxin response factor 6b - Oryza sativa (Rice)	UniRef90_Q8S980	"CHR5V7|COORD:14647381..14651336| ARF8 (AUXIN RESPONSE FACTOR 8); transcription factor"	AT5G37020.1	CHR12V5|COORD:25974809..25968753|protein auxin response factor 6, putative, expressed	LOC_Os12g41950.1	no descriptionweakly similar to ( 172)AT5G37020| Symbols: ARF8 | ARF8 (AUXIN RESPONSE FACTOR 8) | chr5:14647381-14651146 FORWARD	RNA.regulation of transcription.ARF, Auxin Response Factor family	27_3_4

CUST_11313_PI403524517	2	0.11355114	-0.18507671	-0.057569504	0.057569504	-0.0698185	0.11762428	35_3205	"Cluster: Putative ubiquitin conjugation factor; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ubiquitin conjugation factor - Oryza sativa (japonica"	UniRef90_Q75I67	CHR5V7|COORD:4997767..5002910| U-box domain-containing protein	AT5G15400.1	CHR03V5|COORD:17839798..17846915|protein ubiquitin conjugation factor E4 A, putative, expressed	LOC_Os03g31400.1	no descriptionhighly similar to ( 837)AT5G15400| Symbols:  | U-box domain-containing protein | chr5:4997767-5002910 REVERSEnot assigned not assigned UFD2 U-box Ubox	protein.degradation.ubiquitin	29_5_11

CUST_15285_PI399408534	2	0.14726591	-0.23290682	0.31693077	0.56976795	-0.14726591	-0.87946224	35_47130	"Cluster: Os04g0559100 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os04g0559100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JB35	"CHR5V7|COORD:383490..385695| ATROPGEF7/ROPGEF7 (KINASE PARTNER PROTEIN-LIKE); Rho guanyl-nucleotide exchange factor"	AT5G02010.1	CHR04V5|COORD:27794627..27797692|protein pollen-specific kinase partner protein, putative, expressed	LOC_Os04g47170.1	" no descriptionweakly similar to ( 173)AT5G02010| Symbols: ATROPGEF7, ROPGEF7 | ATROPGEF7/ROPGEF7 (KINASE PARTNER PROTEIN-LIKE); Rho guanyl-nucleotide exchange factor | chr5:383490-385695 FORWARDnot assigned PRONE "	signalling.G-proteins	30_5

CUST_16553_PI403524517	2	0.07761383	-0.40189648	-0.073132515	0.036314964	0.044039726	-0.036314964	35_4782	"Cluster: Nrap protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Nrap protein, expressed - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QX78	"CHR1V7|COORD:23673353..23679205| similar to Nrap protein, expressed [Oryza sativa (japonica cultivar-group)] (GB:ABA95899.2); similar to Nrap protein, expressed"	AT1G63810.1	CHR12V5|COORD:3359719..3368243|protein nrap protein, expressed	LOC_Os12g06910.1	" no descriptionweakly similar to ( 168)AT1G63810| Symbols:  | similar to Nrap protein, expressed [Oryza sativa (japonica cultivar-group)] (GB:ABA95899.2); similar to Nrap protein, expressed [Oryza sativa (japonica cultivar-group)] (GB:ABA95898.2); contains InterPro domain Nrap protein; (InterPro:IPR005554) | chr1:23673353-23679205 REVERSEnot assigned Nrap "	not assigned.no ontology	35_1

CUST_23380_PI399408534	2	0.08922672	0.526948	-0.009896278	-0.060406685	0.009896278	-0.03588009	35_3556	"Cluster: Chitin-inducible gibberellin-responsive protein 2, putative, expressed; n=4; Oryza sativa (japonica cultivar-group)|Rep: Chitin-inducible"	UniRef90_Q339D4	"CHR5V7|COORD:19539723..19541279| PAT1 (PHYTOCHROME A SIGNAL TRANSDUCTION 1); transcription factor"	AT5G48150.2	CHR10V5|COORD:11277652..11273730|protein chitin-inducible gibberellin-responsive protein 2, putative, expressed	LOC_Os10g22430.1	"no descriptionhighly similar to ( 542)AT5G48150| Symbols: PAT1 | PAT1 (PHYTOCHROME A SIGNAL TRANSDUCTION 1); transcription factor | chr5:19539723-19541279 REVERSEhighly similar to ( 550)CIGR2_ORYSAGRAS"	RNA.regulation of transcription.GRAS transcription factor family	27_3_21

CUST_142069_PI403524517	2	0.55013037	0.20597887	0.38935184	-0.3764186	-0.6923785	-0.20597935	35_39818	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_112531_PI403524517	2	0.37415457	-0.19411373	0.09874916	-0.457489	-0.041457176	0.041457653	35_31943	"Cluster: AAA ATPase, central region (50.1 kD)-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: AAA ATPase, central region (50.1 kD)-like protein -"	UniRef90_Q69MI6	CHR4V7|COORD:13136126..13137646| AAA-type ATPase family protein	AT4G25835.1	CHR09V5|COORD:15869030..15867297|protein ATP binding protein, putative, expressed	LOC_Os09g26260.1	no descriptionmoderately similar to ( 209)AT4G25835| Symbols:  | AAA-type ATPase family protein | chr4:13136126-13137646 FORWARDnot assigned	protein.degradation.AAA type	29_5_9

CUST_6158_PI403524517	2	0.066366196	0.07830906	-0.06636715	-0.08819485	-0.11428356	0.06936264	35_1707	"Cluster: Hypothetical protein OSJNBa0009E21.18; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0009E21.18 - Oryza sativa (japonica"	UniRef90_Q6I5I7	CHR5V7|COORD:23715222..23716731| selenium binding	AT5G58640.2	CHR05V5|COORD:22849462..22852649|protein selT-like protein precursor, putative, expressed	LOC_Os05g39110.2	no descriptionmoderately similar to ( 211)AT5G58640| Symbols:  | selenium binding | chr5:23715222-23716731 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07764 PRK12323 tatB PRK06958 PRK05648 Totivirus_coat Drf_FH1 Extensin_2 Atrophin-1 FAP DUF1750	not assigned.no ontology	35_1

CUST_474_PI399408534	2	0.3157549	-0.19917774	-0.04090023	0.040901184	0.19033337	-0.093400955	35_42841	"Cluster: Rho GTPase activating protein 2; n=2; Oryza sativa (japonica cultivar-group)|Rep: Rho GTPase activating protein 2 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6UQ72	CHR2V7|COORD:19199175..19201726| rac GTPase activating protein, putative	AT2G46710.1	CHR02V5|COORD:27738147..27741383|protein rac GTPase activating protein 2, putative, expressed	LOC_Os02g45600.1	 no descriptionmoderately similar to ( 292)AT2G46710| Symbols:  | rac GTPase activating protein, putative | chr2:19199175-19201726 FORWARDnot assigned not assigned RhoGAP RhoGAP RhoGAP RhoGAP_KIAA1688 RhoGAP_FAM13A1a RhoGAP_ARHGAP20 RhoGAP_fBEM3 	signalling.G-proteins	30_5

CUST_17677_PI403524517	2	0.21632195	0.3165617	-0.16497135	-0.064991	-0.10278797	0.06499195	35_5106	"Cluster: Putative fatty acid hydroxylase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative fatty acid hydroxylase - Oryza sativa (japonica cultivar-gro"	UniRef90_Q9AY73	"CHR2V7|COORD:14673855..14675140| FAH1 (FATTY ACID HYDROXYLASE 1); catalytic"	AT2G34770.1	CHR03V5|COORD:32314839..32317404|protein inositolphosphorylceramide-B C-26 hydroxylase, putative, expressed	LOC_Os03g56820.1	"no descriptionmoderately similar to ( 372)AT2G34770| Symbols: FAH1 | FAH1 (FATTY ACID HYDROXYLASE 1); catalytic | chr2:14673855-14675140 FORWARDnot assigned ERG3 FA_hydroxylase"	lipid metabolism.'exotics' (steroids, squalene etc).sphingolipids	11_8_1

CUST_18313_PI404877155	2	0.29029465	-0.5196867	-0.17313862	0.44420242	0.17313862	-0.6326637	HVSMEg0006C07r2_at	OJ991214_12.3 [Oryza sativa (japonica cultivar-group)] ref|XP_472416.1| OJ991214_12.3 [Oryza sativa (japonica cultivar-group)]	CAE01514.1	expressed protein	At1g08380.1	protein expressed protein	Os04g33830	gi|32479727|emb|CAE01514.1| OJ991214_12.3	PS.lightreaction.photosystem I.PSI polypeptide subunits	1_01_02_02

CUST_41558_PI403524517	2	0.011098862	-0.40280914	0.14558125	-0.011098862	0.21732044	-0.130404	35_11943	"Cluster: Copine I-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Copine I-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z5F6	CHR5|COORD:4648115..4651312| copine-related, low similarity to SP:Q99829 Copine I {Homo sapiens}	AT5G14420.2	CHR08V5|COORD:24268481..24265076|protein copine-6, putative, expressed	LOC_Os08g38600.1	no descriptionvery weakly similar to (86.7)AT5G14420| Symbols:  | copine-related | chr5:4648358-4650566 REVERSEnot assigned Copine vWA_copine_like	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_98573_PI403524517	2	-0.18467188	0.43638945	-0.20983648	-0.3497901	1.3118353	0.18467236	35_28141	Rep: OSIGBa0092E09.3 protein - Oryza sativa (Rice)	UniRef90_Q01LJ5	"CHR1V7|COORD:25267568..25269214| EMB1688 (EMBRYO DEFECTIVE 1688); GTP binding / GTPase"	AT1G67440.1	CHR04V5|COORD:18515321..18520342|protein EMB1688, putative, expressed	LOC_Os04g31270.1	"no descriptionvery weakly similar to (60.5)AT1G67440| Symbols: EMB1688 | EMB1688 (EMBRYO DEFECTIVE 1688); GTP binding / GTPase | chr1:25267568-25269214 REVERSEDUF258 PRK12289 YjeQ_engC COG1162 PRK12288 PRK00098"	not assigned.unknown	35_2

CUST_5928_PI404877155	2	-0.2566948	-0.0042390823	0.0042390823	0.35259247	-0.17956161	0.28436184	Contig18094_at	OJ1029_F04.25 [Oryza sativa (japonica cultivar-group)] dbj|BAB89160.1| OJ1029_F04.25 [Oryza sativa (japonica cultivar-group)]	NP_918121.1	early-responsive to dehydration protein-related / ERD protein-related	At4g22120.1	protein expressed protein	Os05g51630	NONE	stress.abiotic.drought/salt	20_2_3

CUST_6992_PI404877155	2	-0.12852573	-0.5456128	0.7968197	0.65025616	0.12852526	-0.2630744	Contig20492_at	putative flavonol 3-sulfotransferase [Oryza sativa (japonica cultivar-group)]	BAD05253.1	sulfotransferase family protein	At5g43690.1	protein Sulfotransferase domain, putative	Os07g41460	gi|30349136|gb|AAO17161.1| STF-1	lipid metabolism.'exotics' (steroids, squalene etc)	11_8

CUST_152273_PI403524517	2	-0.2610445	0.064667225	0.10108948	0.13402414	-0.06466675	-0.6594181	35_42562	"Cluster: Putative mono-or diacylglycerol acyltransferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative mono-or diacylglycerol acyltransferase - Ory"	UniRef90_Q69PT1		0	CHR06V5|COORD:12808624..12811496|protein diacylglycerol O-acyltransferase 1, putative, expressed	LOC_Os06g22080.1	no description	not assigned.unknown	35_2

CUST_9638_PI404877155	2	-0.007291794	0.3303795	-0.06315994	0.007293701	-0.07284355	0.08839989	Contig3378_at	porin VDAC2 - wheat (fragment) emb|CAA57647.1| Voltage dependent anion channel (VDAC) [Triticum aestivum]	S59546	porin, putative / voltage-dependent anion-selective channel protein, putative	At5g15090.1	protein Eukaryotic porin	Os05g45950	Voltage dependent anion channel 2 (VDAC)	transport.unspecified anions	34_18

CUST_75103_PI403524517	2	-0.12195015	0.5388861	0.02457714	-0.024576187	0.08516693	-0.026759148	35_21529	"Cluster: Os08g0512900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os08g0512900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J4H9	CHR2V7|COORD:14230479..14231243| similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE82600.1)	AT2G33585.1	CHR08V5|COORD:25301557..25303491|protein expressed protein	LOC_Os08g40190.1	no descriptionweakly similar to ( 119)AT2G33585| Symbols:  | similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE82600.1) | chr2:14230479-14231243 REVERSE	not assigned.unknown	35_2

CUST_95590_PI403524517	2	0.14478874	0.16861153	-0.2701521	-0.14478874	-0.29350948	0.34062958	35_27319	"Cluster: Putative kinesin heavy chain; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative kinesin heavy chain - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z9D2	CHR3V7|COORD:19012985..19017488| kinesin motor family protein	AT3G51150.1	CHR08V5|COORD:27309899..27302283|protein ATP binding protein, putative, expressed	LOC_Os08g43400.4	no descriptionvery weakly similar to (78.2)AT3G51150| Symbols:  | kinesin motor family protein | chr3:19012985-19017488 FORWARD	cell.organisation	31_1

CUST_3_PI399945755	2	-0.20731449	-1.1107025	0.08849239	0.08564091	0.12175846	-0.08564091	HZ57P03_3'									

CUST_42562_PI403524517	2	0.09863186	-0.044333458	0.10613823	-0.46729898	0.044333935	-0.9806123	35_12228	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_11463_PI404877155	2	0.16376877	-0.09519291	0.039702415	0.202137	-0.12352848	-0.03970337	Contig5146_at	LEDI-5c protein [Lithospermum erythrorhizon]	BAD06575.1	12-oxophytodienoate reductase (OPR2)	At1g76690.1	protein cis-12-oxo-phytodienoic acid-reductase 1 - rice	Os06g11240	"12-OXOPHYTODIENOATE REDUCTASE 2;12-oxophytodienoate reductase (OPR2), identical to 12-oxophytodienoate reductase OPR2 GB:AAC78441 (Arabidopsis thaliana)"	hormone metabolism.jasmonate.synthesis-degradation.12-Oxo-PDA-reductase	17_7_1_5

CUST_65733_PI403524517	2	-0.11306763	0.02500248	0.111914635	0.02767086	-0.02500248	-0.13811398	35_18774	"Cluster: Hypothetical protein OSJNBa0038P10.32; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0038P10.32 - Oryza sativa"	UniRef90_Q6Z1R9	CHR1V7|COORD:29657961..29659712| balbiani ring 1-related / BR1-related	AT1G78880.1	CHR08V5|COORD:7933371..7938142|protein cysteine-type endopeptidase/ ubiquitin thiolesterase, putative, expressed	LOC_Os08g13350.1	no descriptionhighly similar to ( 578)AT1G78880| Symbols:  | balbiani ring 1-related / BR1-related | chr1:29657961-29659712 REVERSE	not assigned.no ontology	35_1

CUST_17213_PI404877155	2	0.025354385	-0.062503815	-0.07450485	0.006608963	-0.006608963	0.054885864	HT08E21u_at	0	0	0	0	protein transposon protein, putative, CACTA, En/Spm sub-class	Os03g50090	NONE	RNA.processing.RNA helicase	27_1_2

CUST_92635_PI403524517	2	0.058351517	-0.3590846	0.34458733	0.67687416	-0.058351517	-1.183753	35_26486	"Cluster: Os09g0517000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os09g0517000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J0C4	CHR1V7|COORD:7530036..7530943| similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE83904.1)	AT1G21500.1	CHR09V5|COORD:20155912..20157775|protein expressed protein	LOC_Os09g34140.2	no descriptionPRK12678	not assigned.unknown	35_2

CUST_12133_PI404877155	2	0.1675129	-0.62982655	-0.16045666	0.10661316	-0.027223587	0.027222633	Contig5861_at	0	0	0	0	0	0	porin-like protein	transport.porins	34_20

CUST_150933_PI403524517	2	-0.51576424	0.07717371	0.5643935	0.061181545	-0.061182022	-0.51608324	35_42215	"Cluster: Putative cyclopropane synthase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative cyclopropane synthase - Oryza sativa (japonica cultivar-group"	UniRef90_Q7F0I5	CHR3V7|COORD:8428078..8433166| cyclopropane fatty acid synthase, putative / CPA-FA synthase, putative	AT3G23510.1	CHR12V5|COORD:9529283..9538466|protein cyclopropane fatty acid synthase, putative, expressed	LOC_Os12g16650.2	 no descriptionmoderately similar to ( 234)AT3G23510| Symbols:  | cyclopropane fatty acid synthase, putative / CPA-FA synthase, putative | chr3:8428078-8433166 FORWARDCOG2907 	lipid metabolism.Phospholipid synthesis.cyclopropane-fatty-acyl-phospholipid synthase	11_3_7

CUST_41769_PI403524517	2	0.12402058	-0.16218185	0.052292347	0.05726242	-0.0717597	-0.052292824	35_12002	"Cluster: Os06g0625400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0625400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DAU7	CHR5V7|COORD:16962536..16969875| metalloendopeptidase	AT5G42390.1	CHR06V5|COORD:25209594..25199281|protein metalloendopeptidase, putative, expressed	LOC_Os06g41990.2	no descriptionmoderately similar to ( 372)AT5G42390| Symbols:  | metalloendopeptidase | chr5:16962536-16969875 FORWARDnot assigned	protein.degradation	29_5

CUST_147046_PI403524517	2	0.007171154	0.02309227	0.07781029	-0.18353987	-0.007171631	-0.12280083	35_41158	"Cluster: Os07g0598700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0598700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D4X5	CHR5V7|COORD:2517719..2519050| myosin heavy chain-related	AT5G07890.2	CHR07V5|COORD:24431841..24427492|protein expressed protein	LOC_Os07g40770.1	no descriptionweakly similar to ( 102)AT5G07890| Symbols:  | myosin heavy chain-related | chr5:2517719-2519494 REVERSE	cell.organisation	31_1

CUST_10352_PI404877155	2	0.052592278	-0.59909344	0.0030345917	-0.0030345917	0.10702038	-0.10528278	Contig4105_s_at	Putative transcription factor [Oryza sativa (japonica cultivar-group)]	AAN61483.1	nascent polypeptide-associated complex (NAC) domain-containing protein	At1g73230.1	protein NAC domain, putative	Os03g01910	putative transcription factor BTF3	RNA.regulation of transcription.unclassified	27_3_99

CUST_103972_PI403524517	2	0.04159689	1.0599384	0.1754036	-0.04159689	-0.053999424	-0.072303295	35_29637	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_14560_PI403524517	2	0.18041325	0.29987907	-0.12143612	-0.10382748	-0.19734669	0.10382748	35_4190	"Cluster: Hypothetical protein P0470D12.115; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0470D12.115 - Oryza sativa (japonica cultivar"	UniRef90_Q8H475	CHR5V7|COORD:8541825..8542157| FPF1 (FLOWERING PROMOTING FACTOR 1)	AT5G24860.1	CHR07V5|COORD:28366202..28366653|protein flowering promoting factor-like 1, putative, expressed	LOC_Os07g47450.1	 no descriptionvery weakly similar to ( 100)AT5G24860| Symbols: FPF, FPF1 | FPF1 (FLOWERING PROMOTING FACTOR 1) | chr5:8541825-8542157 FORWARD	not assigned.unknown	35_2

CUST_92724_PI403524517	2	0.23592377	0.16672039	0.055116653	-0.055116653	-0.5784607	-0.07158661	35_26513	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QXC9	0	0	CHR12V5|COORD:3109419..3099854|protein expressed protein	LOC_Os12g06464.1	no description	not assigned.unknown	35_2

CUST_4941_PI403524517	2	0.09523058	-0.2599826	0.09925938	0.023652077	-0.023652077	-0.33011723	35_1363	"Cluster: ABC transporter subunit-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: ABC transporter subunit-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q941V2	CHR4V7|COORD:2427996..2429783| ATABC1 (ARABIDOPSIS THALIANA NUCLEOSOME ASSEMBLY PROTEIN 1)	AT4G04770.1	CHR01V5|COORD:35835369..35832314|protein expressed protein	LOC_Os01g61400.1	 no descriptionhighly similar to ( 736)AT4G04770| Symbols: LAF6, ATNAP1, ATABC1 | ATABC1 (ARABIDOPSIS THALIANA NUCLEOSOME ASSEMBLY PROTEIN 1) | chr4:2427996-2429783 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK11814 ycf24 SufB UPF0051 PRK12323 Herpes_BLLF1 PRK07003 PRK10948 Pneumo_att_G APC_basic HPC2 DUF566 KAR9 AF-4 PRK07764 Tymo_45kd_70kd PRK12495 Atrophin-1 Peptidase_S39 DUF605 DUF1421 DUF936 Herpes_UL32 PAP1 	protein assembly and cofactor ligation	29_8

CUST_18656_PI403524517	2	0.054182053	0.6795101	0.05010891	-0.1718111	-0.06475639	-0.05010891	35_5395	Rep: Putative pol polyprotein - Oryza sativa (Rice)	UniRef90_Q9FWG5	CHR3V7|COORD:21920243..21921496| TXR1 (THAXTOMIN A RESISTANT 1)	AT3G59280.1	CHR10V5|COORD:17677552..17680355|protein mitochondrial import inner membrane translocase subunit TIM16, putative, expressed	LOC_Os10g33910.1	no descriptionweakly similar to ( 106)AT3G59280| Symbols: TXR1 | TXR1 (THAXTOMIN A RESISTANT 1) | chr3:21920243-21921496 REVERSEnot assigned	not assigned.no ontology	35_1

CUST_106413_PI403524517	2	-0.23447132	0.66817474	0.49208927	0.04129362	-0.04129362	-0.12469196	35_30287	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_6046_PI403524517	2	0.014322281	-0.009407043	0.013553619	-0.06668091	0.009407043	-0.017103195	35_1670	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q84ST1	"CHR1V7|COORD:10103144..10104574| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G67610.2); similar to expressed protein [Oryza sativa (japonica"	AT1G28760.1	CHR03V5|COORD:25471481..25466337|protein expressed protein	LOC_Os03g45180.2	"no descriptionvery weakly similar to (82.8)AT1G28760| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G67610.2); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABF97955.1); similar to Os03g0654500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001050797.1) | chr1:10103144-10104574 FORWARD"	not assigned.unknown	35_2

CUST_6581_PI404877155	2	-0.036993027	0.25693035	-0.08877945	0.03699398	0.1041069	-0.04175949	Contig19599_at	putative GT-2 factor [Oryza sativa (japonica cultivar-group)] dbj|BAD07536.1| putative GT-2 factor [Oryza sativa (japonica cultivar-group)]	XP_463808.1	trihelix DNA-binding protein / GT-2 factor (GT2)	At1g76890.1	protein Similar to GT-2 factor	Os02g01380	trihelix DNA-binding protein (GT2)	RNA.regulation of transcription.Trihelix, Triple-Helix transcription factor family	27_3_30

CUST_59480_PI403524517	2	0.11400509	-0.33290958	0.08465099	-0.046227455	0.0462265	-0.114188194	35_16961	Rep: Protein kinase-like - Medicago truncatula (Barrel medic)	UniRef90_Q1T4M8	CHR3V7|COORD:4469441..4473241| protein kinase family protein	AT3G13670.1	CHR01V5|COORD:31442973..31438140|protein ATP binding protein, putative, expressed	LOC_Os01g54100.1	no descriptionhighly similar to ( 861)AT3G13670| Symbols:  | protein kinase family protein | chr3:4469441-4473241 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pkinase S_TKc SPS1 S_TKc	protein.postranslational modification	29_4

CUST_154998_PI403524517	2	-0.10379124	0.083189964	0.031854153	-0.12507963	-0.010200024	0.010200024	35_43300	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_80301_PI403524517	2	0.086135864	-0.24839497	0.03907013	-0.034638405	-0.025776863	0.025776863	35_23032	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10F23	CHR5V7|COORD:7624116..7626946| binding	AT5G22820.1	CHR03V5|COORD:27231447..27225557|protein expressed protein	LOC_Os03g47980.1	no descriptionvery weakly similar to (53.1)AT5G22820| Symbols:  | binding | chr5:7624116-7626946 REVERSE	not assigned.unknown	35_2

CUST_13099_PI403524517	2	0.07265091	-0.23911285	-0.012242317	-0.06396103	0.03349209	0.012243271	35_3751	"Cluster: Os03g0296300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os03g0296300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DSP6	"CHR3V7|COORD:3116230..3117383| MEE67 (maternal effect embryo arrest 67); protein translocase"	AT3G10110.1	CHR03V5|COORD:10351635..10347920|protein mitochondrial import inner membrane translocase subunit tim22, putative, expressed	LOC_Os03g18500.2	"no descriptionweakly similar to ( 181)AT3G10110| Symbols: MEE67 | MEE67 (maternal effect embryo arrest 67); protein translocase | chr3:3116230-3117383 FORWARDnot assigned not assigned Tim17 TIM22"	protein.targeting.mitochondria	29_3_2

CUST_54713_PI403524517	2	0.26782894	-0.06591225	0.06591177	0.12388468	-0.06704235	-0.4640603	35_15573	"Cluster: Fructose-6-phosphate-2-kinase/fructose-2, 6-bisphosphatase; n=3; Oryza sativa|Rep: Fructose-6-phosphate-2-kinase/fructose-2,"	UniRef90_Q8W170	"CHR1V7|COORD:2178362..2183979| F2KP (FRUCTOSE-2,6-BISPHOSPHATASE); fructose-2,6-bisphosphate 2-phosphatase"	AT1G07110.1	CHR05V5|COORD:3741132..3749474|protein fructose-6-phosphate-2-kinase/fructose-2, 6-bisphosphatase, putative, expressed	LOC_Os05g07130.2	" no descriptionhighly similar to ( 722)AT1G07110| Symbols: ATF2KP, FKFBP, F2KP | F2KP (FRUCTOSE-2,6-BISPHOSPHATASE); fructose-2,6-bisphosphate 2-phosphatase | chr1:2178362-2183979 REVERSEnot assigned not assigned 6PF2K phoE PGAM GpmA PRK03482 PRK07238 "	glycolysis.Fruc2,6BisPase	4_6

CUST_19804_PI403524517	2	0.022019386	0.56813717	0.04940796	-0.17073631	-0.02202034	-0.052703857	35_5744	Rep: OSIGBa0140O07.13 protein - Oryza sativa (Rice)	UniRef90_Q01J30	CHR2V7|COORD:2336838..2338388| ORG4 (OBP3-RESPONSIVE GENE 4)	AT2G06010.1	CHR04V5|COORD:22024778..22027308|protein expressed protein	LOC_Os04g36850.1	no descriptionmoderately similar to ( 249)AT2G06010| Symbols: ORG4 | ORG4 (OBP3-RESPONSIVE GENE 4) | chr2:2336838-2338388 FORWARD	not assigned.unknown	35_2

CUST_135122_PI403524517	2	0.060055733	-0.06492472	-0.06005621	0.21198606	-0.09114504	0.48645115	35_37905	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_15989_PI403524517	2	0.009367943	0.45223427	-0.04712677	-0.044179916	-0.0093688965	0.11384487	35_4616	"Cluster: Pleckstrin homology (PH) domain-containing protein-like; n=3; Oryza sativa (japonica cultivar-group)|Rep: Pleckstrin homology (PH) domain-containing pr"	UniRef90_Q69RJ1	CHR5V7|COORD:6531908..6538208| pleckstrin homology (PH) domain-containing protein / RhoGAP domain-containing protein	AT5G19390.2	CHR07V5|COORD:27711627..27720969|protein rho GTPase activator, putative, expressed	LOC_Os07g46450.2	no descriptionmoderately similar to ( 411)AT5G19390| Symbols:  | pleckstrin homology (PH) domain-containing protein / RhoGAP domain-containing protein | chr5:6531908-6537145 FORWARDnot assigned	not assigned.no ontology	35_1

CUST_41876_PI403524517	2	-0.03730488	0.3376274	-0.068883896	0.03730488	0.15329838	-0.13333988	35_12033	"Cluster: Transcription initiation factor IID (TFIID) subunit A-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Transcription initiation factor II"	UniRef90_Q5N796	CHR1V7|COORD:5984400..5987656| transcription initiation factor IID (TFIID) subunit A family protein	AT1G17440.2	CHR01V5|COORD:36717260..36712474|protein TATA binding protein associated factor, putative, expressed	LOC_Os01g62820.3	no descriptionweakly similar to ( 188)AT1G17440| Symbols:  | transcription initiation factor IID (TFIID) subunit A family protein | chr1:5984400-5987656 REVERSEnot assigned TFIID_20kDa TAF61	RNA.transcription	27_2

CUST_178785_PI403524517	2	-0.007411957	-0.27559757	-0.15603161	0.007411003	0.03974533	0.02113533	35_49728	"Cluster: Plant protein family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Plant protein family protein, expressed - Oryza sativa (japon"	UniRef90_Q2R4A9	"CHR1V7|COORD:1388100..1391073| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G22460.1); similar to Plant protein family protein, expressed"	AT1G04910.1	CHR11V5|COORD:16370327..16364627|protein growth regulator like protein, putative, expressed	LOC_Os11g29120.3	" no descriptionweakly similar to ( 142)AT1G04910| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G22460.1); similar to Plant protein family protein, expressed [Oryza sativa (japonica cultivar-group)] (GB:ABA97941.2); similar to Os11g0481200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001067896.1); similar to Plant protein family protein, expressed [Oryza sativa (japonica cultivar-group)] (GB:ABA93715.2); contains InterPro domain Protein of unknown function DUF246, plant; (InterPro:IPR004348) | chr1:1388100-1391073 REVERSEDUF246 "	not assigned.no ontology	35_1

CUST_84432_PI403524517	2	-0.016357422	0.14168072	-0.17895699	-0.10934067	0.07494068	0.016357422	35_24192	"Cluster: Hypothetical protein OSJNBa0005K07.13; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0005K07.13 - Oryza sativa (japonica"	UniRef90_Q94GX3	"CHR1V7|COORD:28607843..28608769| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G17080.1); similar to Os06g0725700 [Oryza sativa (japonica"	AT1G76240.1	CHR10V5|COORD:19285544..19286365|protein expressed protein	LOC_Os10g36670.1	no description	not assigned.unknown	35_2

CUST_157845_PI403524517	2	0.22861385	0.22753477	0.011303902	-0.011303902	-0.28254795	-0.35821724	35_44070	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_122032_PI403524517	2	0.29360676	-3.271103E-4	-0.04129982	-0.089001656	3.271103E-4	0.034944534	35_34450	Rep: Heat shock protein 70 - Nicotiana benthamiana	UniRef90_Q769C6	"CHR3V7|COORD:3991494..3993696| HSP70 (heat shock protein 70); ATP binding"	AT3G12580.1	CHR03V5|COORD:34385257..34389878|protein heat shock cognate 70 kDa protein 2, putative, expressed	LOC_Os03g60620.1	" no descriptionvery weakly similar to (55.5)AT5G02500| Symbols: HSP70-1, AT-HSC70-1, HSC70, HSC70-1 | HSC70-1 (heat shock cognate 70 kDa protein 1); ATP binding | chr5:554053-556332 REVERSEvery weakly similar to (53.5)HSP7E_SPIOLChloroplast envelope membrane 70 kDa heat shock-related protein - Spinacia oleracea (Spinach)"	stress.abiotic.heat	20_2_1

CUST_61999_PI403524517	2	-0.0036811829	0.21899319	-0.21607113	0.0036811829	0.1328497	-0.058926582	35_17685	"Cluster: Hypothetical protein OSJNBa0017J22.6; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0017J22.6 - Oryza sativa (japonica cu"	UniRef90_Q5W724	"CHR3V7|COORD:5873534..5881138| UPL6 (UBIQUITIN PROTEIN LIGASE 6); ubiquitin-protein ligase"	AT3G17205.1	CHR05V5|COORD:3450324..3463125|protein HECT-domain family protein, expressed	LOC_Os05g06690.2	"no descriptionweakly similar to ( 143)AT3G17205| Symbols: UPL6 | UPL6 (UBIQUITIN PROTEIN LIGASE 6); ubiquitin-protein ligase | chr3:5873534-5881138 FORWARDnot assigned not assigned not assigned not assigned not assigned HECTc HECT HECTc HUL4"	protein.degradation.ubiquitin.E3.HECT	29_5_11_4_1

CUST_47976_PI403524517	2	0.0010070801	0.3829193	0.011234283	-0.18699074	-0.08670807	-0.0010089874	35_13719	Rep: AT4g05320/C17L7_240 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q93ZJ0	CHR1V7|COORD:11218057..11219398| RUB1 (RELATED TO UBIQUITIN 1)	AT1G31340.1	CHR06V5|COORD:26584563..26587135|protein RUB1, putative, expressed	LOC_Os06g44080.1	 no descriptionmoderately similar to ( 262)AT1G31340| Symbols: NEDD8, ATRUB1, RUB1 | RUB1 (RELATED TO UBIQUITIN 1) | chr1:11218057-11219398 REVERSEweakly similar to ( 150)UBIQ_WHEATUbiquitin - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Ubiquitin Nedd8 ubiquitin UBQ UBL AN1_N Scythe_N RAD23_N UBQ parkin_N Fubi GDX_N SF3a120_C NIRF_N ISG15_repeat2 UBI4 hPLIC_N 	protein.degradation.ubiquitin.ubiquitin	29_5_11_1

CUST_21365_PI399408534	2	0.0619421	0.17514992	-0.13465214	-0.0619421	-0.063700676	0.13698387	35_17533	"Cluster: Os05g0178900 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0178900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DKA8	"CHR5V7|COORD:14830075..14833218| ATSRL1; binding"	AT5G37370.1	CHR05V5|COORD:4682662..4686676|protein PRP38 pre-mRNA processing factor 38 domain containing B, putative, expressed	LOC_Os05g08600.2	"no descriptionmoderately similar to ( 372)AT5G37370| Symbols: ATSRL1 | ATSRL1; binding | chr5:14830075-14833218 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRP38 DUF1777 PRK12678 Transformer"	RNA.processing.splicing	27_1_1

CUST_74949_PI403524517	2	0.013963699	-0.5052891	-0.120280266	0.023706436	0.08122444	-0.013964653	35_21487	"Cluster: Syringomycin biosynthesis enzyme-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Syringomycin biosynthesis enzyme-like - Oryza sativa (japonica"	UniRef90_Q5SNI3	CHR3V7|COORD:7522871..7524042| oxidoreductase	AT3G21360.1	CHR01V5|COORD:4797049..4798979|protein syringomycin biosynthesis enzyme, putative, expressed	LOC_Os01g09430.1	no descriptionmoderately similar to ( 253)AT3G21360| Symbols:  | oxidoreductase | chr3:7522871-7524042 FORWARD	not assigned.unknown	35_2

CUST_3004_PI403524517	2	0.041042328	0.021995544	0.014087677	-0.014089584	-0.05802536	-0.03227234	35_818	"Cluster: 40S ribosomal protein S21; n=4; Oryza sativa|Rep: 40S ribosomal protein S21 - Oryza sativa (Rice)"	UniRef90_P35687	CHR5V7|COORD:9807536..9808052| 40S ribosomal protein S21 (RPS21C)	AT5G27700.1	CHR03V5|COORD:26258892..26257756|protein 40S ribosomal protein S21, putative	LOC_Os03g46490.1	no descriptionweakly similar to ( 139)AT5G27700| Symbols:  | 40S ribosomal protein S21 (RPS21C) | chr5:9807536-9808052 REVERSEweakly similar to ( 159)RS21_ORYSAnot assigned Ribosomal_S21e	protein.synthesis.misc ribososomal protein	29_2_2

CUST_11265_PI403524517	2	-9.54628E-4	0.4042263	-0.075473785	-0.13615704	9.54628E-4	0.13627529	35_3193	"Cluster: Protein kinase CK2 regulatory subunit CK2B2; n=6; Poaceae|Rep: Protein kinase CK2 regulatory subunit CK2B2 - Zea mays (Maize)"	UniRef90_Q9FQF7	"CHR3V7|COORD:22281689..22282937| CKB3 (casein kinase II beta chain 3); protein kinase CK2 regulator"	AT3G60250.1	CHR10V5|COORD:21979200..21984175|protein casein kinase II subunit beta-4, putative, expressed	LOC_Os10g41520.2	"no descriptionvery weakly similar to (81.6)AT3G60250| Symbols: CKB3 | CKB3 (casein kinase II beta chain 3); protein kinase CK2 regulator | chr3:22281689-22282937 REVERSEnot assigned SKB2 CK_II_beta"	protein.postranslational modification	29_4

CUST_3792_PI404877155	2	0.031674385	0.15450478	-0.031674385	-0.12081814	-0.09642601	0.059544563	Contig14382_at	RNA helicase [Arabidopsis thaliana]	BAB10376.1	DEAD box RNA helicase, putative	At5g61140.1	protein Similar to RNA helicase	Os03g11470	RNA helicase	RNA.processing.RNA helicase	27_1_2

CUST_138508_PI403524517	2	0.46914482	-0.049607277	-0.23261309	0.049607277	0.10566807	-0.57671165	35_38851	"Cluster: Probable white-brown complex homolog protein 8; n=1; Arabidopsis thaliana|Rep: Probable white-brown complex homolog protein 8 - Arabidopsis thaliana (M"	UniRef90_Q9FLX5	CHR5V7|COORD:21437002..21438771| ABC transporter family protein	AT5G52860.1	CHR06V5|COORD:17823818..17821288|protein ATPase, coupled to transmembrane movement of substances, putative, expressed	LOC_Os06g30730.1	no descriptionweakly similar to ( 147)AT5G52860| Symbols:  | ABC transporter family protein | chr5:21437002-21438771 REVERSEvery weakly similar to (65.1)PDR5_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned ABCG_White CcmA ABCG_EPDR ABC_NrtD_SsuB_transporters ABC_subfamily_A ABC_tran FepC TauB ABC_cobalt_CbiO_domain1 ABC_MJ0796_Lo1CDE_FtsE SalX ABC_TM1139_LivF_branched ABC_Carb_Solutes_like ABC_Mj1267_LivG_branched ABCC_MRP_Like ZnuC ABC_Iron-Siderophores_B12_Hemin PotA SunT LivF ABCC_MsbA ABC_drug_resistance_like MalK ABC_NikE_OppD_transporters CydD ABC_HisP_GlnQ_permeases ABC_YhbG ABC_Metallic_Cations AbcC COG1123 GlnQ CysA LivG ABC_Org_Solvent_Resistant ArpD ABC_FtsE_transporter ABC_cobalt_CbiO_domain2 ABC_MetN_methionine_transporter DppF MglA CbiO TauB CydC ABC_Class3 MdlB ABC_MTABC3_MDL1_MDL2 ABC_DR_subfamily_A YhbG ABC_PstB_phosphate_transporter ABC_PhnC_transporter ABCC_ATM1_transporter ABCC_Glucan_exporter_like ABC_PDR_domain2 FtsE ABC_DrrA ABCC_Protease_Secretion ABCC_bacteriocin_exporters Ttg2A ABC_MalK_N tauB COG3845 ABC_PotA_N ABC_ATPase PRK11160 fecE ABC_ModC_like Uup lolD ABC_ModC_molybdenum_transporter COG4674 NatA ABCC_TAP COG4559 CcmA COG3638 COG4181 OpuBA ATM1 metN ABC_NatA_like PRK10851 artP ABC_PDR_domain1 ABC_NatA_sodium_exporter ABCC_Hemolysin ABC_putative_ATPase ABC_OpuCA_Osmoprotection btuD ABC_ThiQ_thiamine_transporter ThiQ glnQ COG4619 DppD ABC_CcmA_heme_exporter ABC_CysA_sulfate_importer ABC_Carb_Monos_I araG HisP PRK11174 ModF potA ABCC_cytochrome_bd ssuB ModC COG4586 ArtP thiQ PRK11176 COG4136 PRK10575 PRK11264 ABC_BcrA_bacitracin_resist PRK11000 PhnK potG ABC_Pro_Gly_Bertaine ABC_Carb_Monos_II PhnL znuC PRK10535 ABCC_MRP_domain1 ProV COG4172 PRK10895 PRK10619 dppF PRK10522 PRK03695 BtuD PRK10418 AppF livF PvdE sufC ABCC_MRP_domain2 modC PRK10070 SapF PRK10247 PRK11831 COG4152 PstB ugpC PRK10789 ABC_KpsT_Wzt PRK10790 CeuD PRK10584 PRK10253 COG4178 COG1245 phnK fbpC PRK09984 PRK10419 ABC_RNaseL_inhibitor_domain2 PRK10261 ABC_FeS_Assembly PRK11147 PRK10982 TagH COG2401 PhnK PRK09700 PRK10908 oppD ABCF_EF-3 PRK10762 livG ABCC_CFTR1 ABCC_NFT1	transport.ABC transporters and multidrug resistance systems	34_16

CUST_30583_PI399408534	2	-0.20429611	-0.8376417	-0.10696983	0.29030418	0.12903595	0.10696983	35_14594	Rep: Type A response regulator 4 - Oryza sativa (indica cultivar-group)	UniRef90_Q4GZK7	"CHR2V7|COORD:17229358..17230614| ATRR3 (RESPONSE REGULATOR 3); transcription regulator"	AT2G41310.1	CHR01V5|COORD:42275801..42279237|protein OsRR4 - Rice type-A response regulator, expressed	LOC_Os01g72330.1	" no descriptionweakly similar to ( 200)AT2G41310| Symbols: ARR8, ATRR3 | ATRR3 (RESPONSE REGULATOR 3); transcription regulator | chr2:17229358-17230614 FORWARDvery weakly similar to (70.5)PRR37_ORYSAnot assigned not assigned not assigned REC REC Response_reg COG3437 CheY AtoC PleD pleD OmpR PRK10841 COG4753 RING CitB PRK11107 fixJ PRK10693 PRK10923 zf-C3HC4 RING HRD1 PRK12678 PRK10161 "	hormone metabolism.cytokinin.signal transduction	17_4_2

CUST_11777_PI404877155	2	-0.027689934	0.07540989	0.027690887	-0.061979294	0.06444168	-0.09719372	Contig5477_at	alanine racemase family protein [Arabidopsis thaliana] gb|AAL16123.1| At1g11930/F12F1_20 [Arabidopsis thaliana] gb|AAM51596.1| At1g11930/F12	NP_563897.1	alanine racemase family protein	At1g11930.2	protein proline synthetase associated protein, putative	Os05g05740	alanine racemase family protein, contains Pfam domain, PF01168: Alanine racemase, N-terminal domain or  alanine racemase family protein, contains Pfam domain, PF01168: Alanine racemase, N-terminal domain	amino acid metabolism.synthesis.glutamate family.proline	13_1_2_2

CUST_68702_PI403524517	2	-0.10602856	0.10602951	-0.16080761	0.10939026	-0.19915962	0.24229813	35_19656	Rep: Expansin-like A1 precursor - Oryza sativa (Rice)	UniRef90_Q10S70	CHR3V7|COORD:16907223..16908174| ATEXLA1 (ARABIDOPSIS THALIANA EXPANSIN-LIKE A1)	AT3G45970.1	CHR03V5|COORD:1809675..1811849|protein expansin-like 3 precursor, putative, expressed	LOC_Os03g04020.2	 no descriptionmoderately similar to ( 210)AT3G45970| Symbols: EXPL1, ATEXPL1, ATHEXP BETA 2.1, ATEXLA1 | ATEXLA1 (ARABIDOPSIS THALIANA EXPANSIN-LIKE A1) | chr3:16907223-16908174 FORWARDmoderately similar to ( 275)EXLA1_ORYSAPollen_allerg_1 PRK12678 	cell wall.modification	10_7

CUST_45988_PI403524517	2	0.10294914	0.32517624	0.018799782	-0.17291355	-0.018799782	-0.058279037	35_13172	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_55431_PI403524517	2	-0.05315113	0.18690109	0.09770584	-0.021296501	-0.09399986	0.021296501	35_15778	Rep: Phytochelatin synthetase - Triticum aestivum (Wheat)	UniRef90_Q6T252	CHR5V7|COORD:24528692..24531158| COB (COBRA)	AT5G60920.1	CHR05V5|COORD:18641761..18638118|protein COBRA-like protein 4 precursor, putative, expressed	LOC_Os05g32110.3	no descriptionmoderately similar to ( 264)AT5G60920| Symbols: COB | COB (COBRA) | chr5:24528692-24531158 REVERSEmoderately similar to ( 300)COBL3_ORYSA	cell wall.cellulose synthesis	10_2

CUST_133262_PI403524517	2	0.016515732	-0.13654232	-0.08546543	0.017375946	-0.016515732	0.016515732	35_37413	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_4691_PI399408534	2	-0.07684612	0.49160767	0.006433487	-0.0064325333	-0.06455135	0.11456394	35_25753	"Cluster: Transcription initiation factor TFIID subunit 1; n=2; Oryza sativa|Rep: Transcription initiation factor TFIID subunit 1 - Oryza sativa (Rice)"	UniRef90_Q67W65	"CHR1V7|COORD:11846365..11856241| HAF01 (Histone acetyltransferase TAFII250 family); DNA binding"	AT1G32750.1	CHR06V5|COORD:26373493..26359284|protein HAF01, putative, expressed	LOC_Os06g43790.1	" no descriptionweakly similar to ( 193)AT1G32750| Symbols: HAF1, HAC13, GTD1, HAF01 | HAF01 (Histone acetyltransferase TAFII250 family); DNA binding | chr1:11846365-11856241 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned BROMO Bromodomain COG5076 "	RNA.regulation of transcription.Bromodomain proteins	27_3_42

CUST_131185_PI403524517	2	0.1608572	0.2713127	0.09736109	-0.24540758	-0.280046	-0.097361565	35_36845	"Cluster: Putative gamma-adaptin 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative gamma-adaptin 1 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5WAB3	"CHR1V7|COORD:8441368..8447141| GAMMA-ADAPTIN 1 (GAMMA-ADAPTIN 1); clathrin binding"	AT1G23900.1	CHR06V5|COORD:3375567..3385550|protein AP-1 complex subunit gamma-1, expressed	LOC_Os06g07090.2	" no descriptionmoderately similar to ( 289)AT1G23900| Symbols: GAMMA-ADR, GAMMA-ADAPTIN 1 | GAMMA-ADAPTIN 1 (GAMMA-ADAPTIN 1); clathrin binding | chr1:8441368-8447141 FORWARDnot assigned not assigned not assigned Adaptin_N "	cell. vesicle transport	31_4

CUST_45237_PI403524517	2	0.2535982	0.10661793	0.11568451	-0.13383389	-0.16399145	-0.10661745	35_12968	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_13082_PI404877155	2	0.15927124	-0.5752411	-0.19425488	0.31673622	-0.15927124	0.22768211	Contig68_at	putative proline oxidase [Oryza sativa (japonica cultivar-group)] gb|AAP54933.1| putative proline oxidase [Oryza sativa (japonica cultivar-g	NP_922646.1	proline oxidase, putative / osmotic stress-responsive proline dehydrogenase, putative	At5g38710.1	protein putative proline oxidase	Os10g40360	CIG1	amino acid metabolism.degradation.glutamate family.proline	13_2_2_2

CUST_10178_PI403524517	2	-0.1945591	-2.2268295E-4	0.16066122	2.2268295E-4	-0.13918304	0.69653463	35_2872	Rep: MLA7 - Hordeum vulgare (Barley)	UniRef90_Q6WWJ5	CHR3V7|COORD:17224054..17226597| disease resistance protein (CC-NBS class), putative	AT3G46730.1	CHR11V5|COORD:25874085..25870023|protein RGH1A, putative, expressed	LOC_Os11g43700.1	 no descriptionmoderately similar to ( 239)AT3G46730| Symbols:  | disease resistance protein (CC-NBS class), putative | chr3:17224054-17226597 REVERSEnot assigned not assigned not assigned not assigned not assigned NB-ARC COG4886 	stress.biotic	20_1

CUST_133771_PI403524517	2	0.16948175	0.39907122	0.027256012	-0.14067793	-0.39025545	-0.027256012	35_37549	"Cluster: Hypothetical protein OSJNBb0024N19.17; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0024N19.17 - Oryza sativa (japonica"	UniRef90_Q6AVU8	CHR4V7|COORD:15831955..15841458| binding	AT4G32820.1	0	0	no descriptionmoderately similar to ( 213)AT4G32820| Symbols:  | binding | chr4:15831955-15841458 REVERSE	not assigned.unknown	35_2

CUST_157751_PI403524517	2	-0.036909103	-0.085884094	-0.041420937	0.10061073	0.3162489	0.036909103	35_44045	"Cluster: Putative membrane protein; n=1; Emiliania huxleyi virus 86|Rep: Putative membrane protein - Emiliania huxleyi virus 86"	UniRef90_Q4A2B5	CHR1V7|COORD:16816094..16817173| DNA binding / ligand-dependent nuclear receptor	AT1G44191.1	CHR03V5|COORD:20523944..20527257|protein ATP binding protein, putative, expressed	LOC_Os03g37120.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07764 Extensin_2 Atrophin-1 PRK07003 PRK05648 Totivirus_coat	not assigned.unknown	35_2

CUST_24398_PI399408534	2	-0.012910366	0.07872152	0.265265	-0.023655415	-0.19934797	0.012910366	35_50859	"Cluster: Putative calcium-dependent protein kinase; n=2; BEP clade|Rep: Putative calcium-dependent protein kinase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5ZE73	"CHR4V7|COORD:12324977..12327425| CDPK6 (CALCIUM-DEPENDENT PROTEIN KINASE 6); anion channel/ calcium- and calmodulin-dependent protein kinase/ kinase"	AT4G23650.1	CHR01V5|COORD:25165972..25170466|protein calcium-dependent protein kinase, isoform 2, putative, expressed	LOC_Os01g43410.1	" no descriptionweakly similar to ( 166)AT4G23650| Symbols: CPK3, CDPK6 | CDPK6 (CALCIUM-DEPENDENT PROTEIN KINASE 6); anion channel/ calcium- and calmodulin-dependent protein kinase/ kinase | chr4:12324977-12327425 REVERSEweakly similar to ( 146)CDPK2_ORYSAnot assigned not assigned not assigned FRQ1 EFh "	signalling.calcium	30_3

CUST_78645_PI403524517	2	0.028871536	0.28672838	0.28554487	-0.028871536	-0.4841237	-0.35173655	35_22550	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_135592_PI403524517	2	-0.009867668	-0.2060051	-0.18471241	0.14670944	0.009867668	0.024023056	35_38031	"Cluster: Putative purine permease; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative purine permease - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ZGZ0	"CHR1V7|COORD:16895128..16897608| ATPUP11 (Arabidopsis thaliana purine permease 11); purine transporter"	AT1G44750.1	CHR02V5|COORD:28260685..28263757|protein ATPUP11, putative, expressed	LOC_Os02g46380.3	no descriptionweakly similar to ( 176)AT1G44750| Symbols: ATPUP11 | ATPUP11 (Arabidopsis thaliana purine permease 11) | chr1:16896697-16897608 FORWARDTPT	transport.nucleotides	34_10

CUST_100550_PI403524517	2	-0.07195568	-0.05648899	0.07013035	0.056488037	0.23438263	-0.0827055	35_28699	Rep: Putative peptide transport protein - Oryza sativa (Rice)	UniRef90_Q9FWL0	"CHR5V7|COORD:18692289..18696298| ATPTR3/PTR3 (PEPTIDE TRANSPORTER PROTEIN 3); transporter"	AT5G46050.1	CHR10V5|COORD:17086212..17091567|protein peptide transporter PTR2, putative, expressed	LOC_Os10g33210.1	" no descriptionmoderately similar to ( 269)AT5G46050| Symbols: ATPTR3, PTR3 | ATPTR3/PTR3 (PEPTIDE TRANSPORTER PROTEIN 3); transporter | chr5:18692289-18696298 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PTR2 PTR2 Atrophin-1 PRK12323 PRK07003 TT_ORF1 APC_basic Pneumo_att_G PRK07764 HPC2 Herpes_BLLF1 DUF566 "	transport.peptides and oligopeptides	34_13

CUST_156731_PI403524517	2	0.29280043	0.30574894	0.02234602	-0.02234602	-0.031941414	-0.1390047	35_43774	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_127232_PI403524517	2	0.36875677	-0.0020122528	0.23748398	0.0020127296	-0.578949	-0.016647339	35_35792	Rep: Hypothetical protein - Gibberella zeae (Fusarium graminearum)	UniRef90_Q4IRF2		0	0	0	no description	not assigned.unknown	35_2

CUST_3499_PI404877155	2	-0.20145321	0.23012066	0.04322815	0.16057873	-0.13672733	-0.04322815	Contig13987_at	At1g20110/T20H2_10 [Arabidopsis thaliana] ref|NP_564103.1| zinc finger (FYVE type) family protein [Arabidopsis thaliana] gb|AAK32902.1| At1g	AAN28881.1	zinc finger (FYVE type) family protein	At1g20110.1	protein FYVE zinc finger, putative	Os07g38580	zinc finger (FYVE type) family protein, contains Pfam profile: PF01363 FYVE zinc finger	RNA.regulation of transcription.unclassified	27_3_99

CUST_74367_PI403524517	2	0.16071796	-2.746582E-4	2.746582E-4	-0.057388306	-0.072743416	0.034143448	35_21324	"Cluster: 26S proteasome non-ATPase regulatory subunit 10, putative, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: 26S proteasome non-ATPase"	UniRef90_Q10CK0	CHR2V7|COORD:1036189..1037533| ankyrin repeat family protein	AT2G03430.1	CHR03V5|COORD:31293499..31297151|protein 26S proteasome non-ATPase regulatory subunit 10, putative, expressed	LOC_Os03g55110.1	no descriptionmoderately similar to ( 265)AT2G03430| Symbols:  | ankyrin repeat family protein | chr2:1036189-1037533 REVERSEvery weakly similar to (64.7)AKT1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned ANK Arp TT_ORF1 Rubella_Capsid Ank Protamine_P1	cell.organisation	31_1

CUST_155505_PI403524517	2	0.14972878	0.35192108	0.0038394928	-0.2295475	-0.26446533	-0.0038404465	35_43439	"Cluster: Os09g0487900 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0487900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J0Q4		0	CHR09V5|COORD:18813008..18816017|protein helix-loop-helix DNA-binding domain containing protein, expressed	LOC_Os09g31300.2	no description	not assigned.unknown	35_2

CUST_67706_PI403524517	2	0.04142475	0.25061893	0.1763134	-0.19272423	-0.05098915	-0.041423798	35_19342	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_157031_PI403524517	2	0.014813423	-0.06340122	0.18564892	-0.014813423	-0.39982033	0.052742958	35_43855	"Cluster: Os09g0487600 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0487600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J0Q9	CHR3V7|COORD:21416364..21418065| glycoside hydrolase family 28 protein / polygalacturonase (pectinase) family protein	AT3G57790.1	CHR09V5|COORD:18802436..18800144|protein polygalacturonase, putative, expressed	LOC_Os09g31270.1	no descriptionvery weakly similar to (73.2)AT3G57790| Symbols:  | glycoside hydrolase family 28 protein / polygalacturonase (pectinase) family protein | chr3:21416364-21418065 REVERSEPGU1 PRK07764	cell wall.degradation.pectate lyases and polygalacturonases	10_6_3

CUST_20992_PI403524517	2	0.026180267	0.21170998	-0.026180267	-0.15602112	-0.19617271	0.03419113	35_6091	Rep: SMC5 protein - Oryza sativa (Rice)	UniRef90_Q8GU53	CHR5V7|COORD:5196213..5199562| structural maintenance of chromosomes (SMC) family protein (MSS2)	AT5G15920.1	CHR05V5|COORD:29657548..29644885|protein ATP binding protein, putative, expressed	LOC_Os05g51790.2	no descriptionweakly similar to ( 106)AT5G15920| Symbols:  | structural maintenance of chromosomes (SMC) family protein (MSS2) | chr5:5196213-5199562 FORWARDnot assigned ABC_SMC5_euk	cell.division	31_2

CUST_63805_PI403524517	2	-0.018681526	-0.013828278	0.013828278	0.09939766	-0.029216766	0.030934334	35_18222	Rep: Putative alanine aminotransferase - Zea mays (Maize)	UniRef90_Q5GAQ3	"CHR1V7|COORD:27237299..27240233| ALAAT2 (ALANINE AMINOTRANSFERASE 2); alanine transaminase"	AT1G72330.1	CHR07V5|COORD:25495836..25491022|protein alanine aminotransferase 2, putative, expressed	LOC_Os07g42600.1	no descriptionhighly similar to ( 741)AT1G72330| Symbols: ALAAT2 | ALAAT2 (ALANINE AMINOTRANSFERASE 2) | chr1:27237299-27239853 FORWARDhighly similar to ( 727)ALA2_HORVUAlanine aminotransferase 2 - Hordeum vulgare (Barley)not assigned not assigned not assigned not assigned not assigned not assigned PRK09265 COG0436 PRK08363 PRK06855 PRK05764 PRK07568 Aminotran_1_2 PRK06056 PRK06836 PRK06375 PRK06108 PRK07682 PRK05794 PRK08069 ARO8 PRK07683 PRK07367 PRK07212 PRK08362 PRK06220 PRK06107 PRK09276 PRK08443 PRK05957 PRK07337 PRK07778 PRK07310 MalY PRK08361 avtA PRK06507 PRK07777 PRK07543 PRK07550 PRK06207 PRK07324 PRK08960 PRK09147 PRK05942 PRK09148 HisC PRK07865 PRK09082 PRK06575 PRK07309 PRK07681 PRK06348 PRK07366 PRK08636 PRK08175 COG3977 PRK06225 PRK07590 PRK09275 PRK00950 PRK03262 PRK12414	amino acid metabolism.synthesis.central amino acid metabolism.alanine.alanine aminotransferase	13_1_1_3_1

CUST_68132_PI403524517	2	-0.037477493	-0.30614853	-0.054104805	0.037478447	0.16010952	0.1268425	35_19472	"Cluster: Hypothetical protein OJ1092_A07.126; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1092_A07.126 - Oryza sativa (japonica cult"	UniRef90_Q7F1H9	"CHR2V7|COORD:19595192..19597699| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G09040.1); similar to expressed protein [Oryza sativa (japonica"	AT2G47820.1	CHR07V5|COORD:22835614..22830147|protein expressed protein	LOC_Os07g38080.2	no description	not assigned.unknown	35_2

CUST_111712_PI403524517	2	-0.07064676	0.47796154	-0.04430008	0.04430008	0.058404446	-0.07075596	35_31717	"Cluster: Putative 4-coumarate--CoA ligase 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative 4-coumarate--CoA ligase 1 - Oryza sativa (japonica cultiv"	UniRef90_Q69RG7	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	CHR07V5|COORD:10634750..10641444|protein 4-coumarate--CoA ligase 2, putative, expressed	LOC_Os07g17970.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_116063_PI403524517	2	-0.17628193	0.08561373	0.19150162	-0.08561373	0.24858713	-0.32264233	35_32911	"Cluster: Os09g0551000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0551000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IZT7	CHR4V7|COORD:11383895..11387147| S-locus protein kinase, putative	AT4G21370.1	CHR09V5|COORD:21800763..21797177|protein serine/threonine-protein kinase receptor precursor, putative, expressed	LOC_Os09g37834.1	no description	not assigned.unknown	35_2

CUST_95944_PI403524517	2	-0.09704161	0.29487085	0.0638504	-0.35801983	0.4735675	-0.0638504	35_27413	"Cluster: Hydrolase, alpha/beta fold family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hydrolase, alpha/beta fold family"	UniRef90_Q2QLM4	CHR3V7|COORD:18956239..18957480| epoxide hydrolase, putative	AT3G51000.1	CHR12V5|COORD:27255061..27252584|protein epoxide hydrolase 2, putative, expressed	LOC_Os12g43970.1	 no descriptionweakly similar to ( 175)AT3G51000| Symbols:  | epoxide hydrolase, putative | chr3:18956239-18957480 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned MhpC PRK00870 PRK05855 PRK03592 Abhydrolase_1 PldB PRK03204 PRK12678 COG0412 	misc.misc2	26_1

CUST_16448_PI403524517	2	0.013924599	-0.28687477	-0.50815773	0.25899887	-0.013924599	0.18209267	35_4747	"Cluster: Hypothetical protein OJ1124_H03.7; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1124_H03.7 - Oryza sativa (japonica cultivar"	UniRef90_Q94GP5	CHR3V7|COORD:8063070..8064482| leucine-rich repeat family protein / extensin family protein	AT3G22800.1	CHR03V5|COORD:30646445..30644743|protein expressed protein	LOC_Os03g53520.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07764 APC_basic	not assigned.unknown	35_2

CUST_7524_PI404877155	2	0.12469578	-0.06399727	0.063996315	0.17951584	-0.08254719	-0.07691097	Contig21927_at	shoot regeneration-related mitogen activated protein kinase kinase kinase [Brassica juncea]	AAP86285.1	protein kinase family protein	At1g18160.1	protein Protein kinase domain, putative	Os06g12590	protein kinase family protein, contains Pfam domain, PF00069: Protein kinase domain	signalling.MAP kinases	30_6

CUST_120216_PI403524517	2	0.06935692	0.24167728	-0.027957916	0.02795887	-0.036972046	-0.12689781	35_33992	"Cluster: Os04g0513000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os04g0513000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JBS2	"CHR1V7|COORD:9498306..9499290| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G27330.1); similar to membrane protein [Brassica juncea]"	AT1G27350.1	CHR04V5|COORD:25418160..25420329|protein expressed protein	LOC_Os04g43350.1	no descriptionnot assigned RAMP4	not assigned.unknown	35_2

CUST_10850_PI399408534	2	0.036006927	-0.2949009	-0.3983059	0.092123985	0.046712875	-0.03600788	35_6672	"Cluster: Zinc finger C-x8-C-x5-C-x3-H type family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Zinc finger C-x8-C-x5-C-x3-H type"	UniRef90_Q2QPW2	CHR2V7|COORD:17498430..17500580| zinc finger (CCCH-type) family protein	AT2G41900.1	CHR12V5|COORD:19990275..19992189|protein nucleic acid binding protein, putative, expressed	LOC_Os12g33090.1	no descriptionvery weakly similar to (99.0)AT2G41900| Symbols:  | zinc finger (CCCH-type) family protein | chr2:17498430-17500580 FORWARDnot assigned	RNA.regulation of transcription.C3H zinc finger family	27_3_12

CUST_67856_PI403524517	2	0.030630112	-0.4175024	-0.24699879	0.307662	0.011551857	-0.011551857	35_19387	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_125271_PI403524517	2	-0.0023550987	0.23388863	0.0076179504	-0.1442399	-0.12498093	0.0023550987	35_35287	Rep: Arginine/serine-rich splicing factor 1 - Zea mays (Maize)	UniRef90_Q6IVD5	"CHR3V7|COORD:22911286..22913134| ATRSP31 (ARGININE/SERINE-RICH SPLICING FACTOR 31); RNA binding"	AT3G61860.1	CHR04V5|COORD:1112103..1107695|protein arginine/serine-rich splicing factor RSP41, putative, expressed	LOC_Os04g02870.4	no descriptionnot assigned	not assigned.unknown	35_2

CUST_134219_PI403524517	2	0.03897667	0.030356884	-0.06814003	0.049091816	-0.06387234	-0.030356884	35_37664	Rep: Serine/threonine-protein kinase SAPK2 - Oryza sativa (Rice)	UniRef90_Q84TC6	CHR1V7|COORD:29462350..29463802| serine/threonine protein kinase, putative	AT1G78290.2	CHR07V5|COORD:25716112..25720520|protein serine/threonine-protein kinase SAPK2, putative, expressed	LOC_Os07g42940.4	 no descriptionweakly similar to ( 102)AT1G78290| Symbols:  | serine/threonine protein kinase, putative | chr1:29462350-29463802 REVERSEweakly similar to ( 176)SAPK2_ORYSA	protein.postranslational modification	29_4

CUST_11735_PI403524517	2	0.10066795	-0.53443146	-0.065039635	-0.008176804	0.009788513	0.008176804	35_3337	Rep: Heat shock factor-binding protein 1 - Zea mays (Maize)	UniRef90_Q8RUA7	"CHR4V7|COORD:8986985..8988352| similar to Os06g0274000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001057372.1); similar to heat shock factor"	AT4G15802.1	CHR09V5|COORD:12549355..12544572|protein heat shock factor-binding protein 1, putative, expressed	LOC_Os09g20830.2	"no descriptionvery weakly similar to (61.2)AT4G15802| Symbols:  | similar to Os06g0274000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001057372.1); similar to heat shock factor binding protein 2 [Zea mays] (GB:AAR18070.1); similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:BAC78587.1); contains InterPro domain Heat shock factor binding 1; (InterPro:IPR009643) | chr4:8986985-8988352 REVERSEnot assigned HSBP1"	not assigned.unknown	35_2

CUST_5113_PI403524517	2	0.05319786	-0.45263672	-0.108514786	0.05889988	-0.004550934	0.004550934	35_1406	"Cluster: Ubiquitin-conjugating enzyme 1 like protein; n=4; Magnoliophyta|Rep: Ubiquitin-conjugating enzyme 1 like protein - Arachis hypogaea (Peanut)"	UniRef90_Q06H20	"CHR1V7|COORD:5776543..5778320| UBC36; ubiquitin-protein ligase"	AT1G16890.2	CHR01V5|COORD:27998496..27995241|protein ubiquitin-conjugating enzyme E2 N, putative, expressed	LOC_Os01g48280.1	"no descriptionmoderately similar to ( 306)AT1G16890| Symbols: UBC36 | UBC36; ubiquitin-protein ligase | chr1:5776543-5778320 REVERSEweakly similar to ( 124)UBC2_WHEATUbiquitin-conjugating enzyme E2-17 kDa - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG5078 UQ_con UBCc UBCc"	protein.degradation.ubiquitin.E2	29_5_11_3

CUST_25645_PI403524517	2	-0.04631424	0.16936302	-0.0046463013	0.15792465	-0.03788948	0.0046463013	35_7433	"Cluster: Putative MAP kinase kinase kinase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative MAP kinase kinase kinase - Oryza sativa (japonica cultivar"	UniRef90_Q6Z2V3	CHR1V7|COORD:27695908..27700379| protein kinase family protein	AT1G73660.1	CHR02V5|COORD:31166067..31174313|protein protein kinase domain containing protein, expressed	LOC_Os02g50970.2	no descriptionweakly similar to ( 150)AT1G73660| Symbols:  | protein kinase family protein | chr1:27695908-27700379 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pkinase_Tyr TyrKc PTKc PTKc_InsR_like S_TKc PTK_CCK4 PTKc_IGF-1R PTKc_InsR PTKc_Ack_like S_TKc PTKc_Chk PTKc_Csk_like PTKc_Syk_like Pkinase PTKc_Csk PTKc_EphR PTKc_Tec_like PTKc_Abl PTKc_RET PTKc_VEGFR3 PTKc_FAK PTKc_Fes_like PTKc_Tec_Rlk PTKc_Tie2 PTKc_Fes PTKc_Jak_rpt2 PTKc_EGFR_like PTKc_Btk_Bmx PTKc_EphR_A10 PTKc_Src_like PTKc_c-ros PTKc_Trk PTKc_FGFR PTKc_Frk_like PTK_Ryk PTKc_VEGFR PTKc_EphR_B PTKc_Tie PTKc_DDR PTKc_Tie1 PTKc_Musk PTKc_PDGFR PTKc_Met_Ron PTKc_Axl_like PTKc_EphR_A2 PTKc_ALK_LTK PTKc_Fer PTKc_Syk PTKc_VEGFR2 PTKc_Srm_Brk PTKc_EphR_A PTKc_Kit PTKc_Axl PTKc_PDGFR_alpha PTKc_HER2 PTKc_TrkA PTKc_FGFR3 PTKc_Zap-70 PTKc_TrkC PTKc_Fyn_Yrk PTKc_Tyro3 PTKc_Ror1 PTKc_FGFR4 PTKc_Lck_Blk PTKc_Lyn PTKc_Itk PTKc_EGFR PTKc_FGFR2 PTKc_Ror PTKc_FGFR1 PTKc_TrkB PTKc_CSF-1R	protein.postranslational modification	29_4

CUST_23858_PI403524517	2	0.091362	-0.20728683	0.2674818	-0.091362	0.30310917	-0.118652344	35_6934	"Cluster: Putative serine/threonine kinase 38; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative serine/threonine kinase 38 - Oryza sativa (japonica cult"	UniRef90_Q5SNF8	"CHR4|COORD:15959965..15963980| similar to protein kinase, putative [Arabidopsis thaliana] (TAIR:At2g19400.1); similar to protein kinase [Raphanus"	AT4G33080.2	CHR01V5|COORD:4628167..4618480|protein serine/threonine-protein kinase 38, putative, expressed	LOC_Os01g09200.1	no descriptionmoderately similar to ( 403)AT4G33080| Symbols:  | kinase | chr4:15960149-15963601 FORWARDvery weakly similar to (95.1)KPK1_PHAVUProtein kinase PVPK-1 - Phaseolus vulgaris (Kidney bean) (French bean)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase SPS1 Pkinase_Tyr TyrKc PTKc PTKc_Lyn PTKc_Jak_rpt2 PTKc_Abl PTKc_Lck_Blk PTKc_Jak2_Jak3_rpt2 PTKc_Src_like PTKc_Jak1_rpt2 PTKc_Csk_like PTKc_Btk_Bmx PTKc_Hck PTKc_Fes_like PTKc_Tyk2_rpt2 PTKc_Syk_like PTKc_Fer PTKc_Tec_like PTKc_Frk_like PTKc_Trk PTKc_Tec_Rlk PTKc_EphR PTKc_Fyn_Yrk PTK_CCK4 PTKc_EphR_A2 PTKc_Csk PTKc_c-ros PTKc_Yes PTKc_Src PTKc_Tie2 PTKc_Fes PTKc_Srm_Brk PTKc_InsR_like PTKc_Tyro3 PTKc_PDGFR PTKc_Axl_like PTKc_Ack_like PTKc_EphR_B PTKc_DDR PTKc_Zap-70	protein.postranslational modification	29_4

CUST_19673_PI403524517	2	-0.28986645	0.32656956	0.05346012	-0.14048862	-0.053459167	0.13748741	35_5701	Rep: SPAPB18E9.04c protein - Schizosaccharomyces pombe (Fission yeast)	UniRef90_Q8TFG4	"CHR2V7|COORD:16735456..16738238| similar to proline-rich family protein [Arabidopsis thaliana] (TAIR:AT3G09000.1); similar to Os01g0141900 [Oryza"	AT2G40070.1	0	0	no description	not assigned.unknown	35_2

CUST_20966_PI399408534	2	-0.25257587	0.28359222	-6.7949295E-4	6.799698E-4	-0.08340454	0.03025055	35_41617	"Cluster: Histidine-containing phosphotransfer protein; n=1; Triticum aestivum|Rep: Histidine-containing phosphotransfer protein - Triticum aestivum (Wheat)"	UniRef90_Q4VWF0	"CHR1V7|COORD:30138711..30139545| AHP6 (ARABIDOPSIS HISTIDINE PHOSPHOTRANSFER PROTEIN 6); transferase, transferring phosphorus-containing groups"	AT1G80100.1	CHR09V5|COORD:22653368..22656565|protein histidine-containing phosphotransfer protein 1, putative, expressed	LOC_Os09g39400.2	no descriptionvery weakly similar to (50.4)HP1_ORYSA	signalling.in sugar and nutrient physiology	30_1

CUST_3266_PI403524517	2	-0.3421917	-0.008342743	0.19874191	0.008342743	0.17514992	-0.16927147	35_893	Rep: FORL1 - Triticum aestivum (Wheat)	UniRef90_A0T2T6	"CHR5V7|COORD:2133942..2135017| PGIP2 (POLYGALACTURONASE INHIBITING PROTEIN 2); protein binding"	AT5G06870.1	CHR07V5|COORD:22874013..22872558|protein polygalacturonase inhibitor 1 precursor, putative, expressed	LOC_Os07g38130.1	"no descriptionmoderately similar to ( 216)AT5G06870| Symbols: PGIP2 | PGIP2 (POLYGALACTURONASE INHIBITING PROTEIN 2); protein binding | chr5:2133942-2135017 FORWARDmoderately similar to ( 498)PGIP1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG4886 PRK07764 Herpes_BLLF1 LRR_RI Atrophin-1 PRK07003 PRK12323"	stress.biotic	20_1

CUST_10355_PI403524517	2	-0.10020733	0.06486797	-0.06486797	0.37325764	-0.083818436	0.20970249	35_2920	Rep: Arginine decarboxylase - Oryza sativa (Rice)	UniRef90_Q9SNN0	CHR2V7|COORD:7157878..7159986| ADC1 (ARGININE DECARBOXYLASE 1)	AT2G16500.1	CHR06V5|COORD:1676407..1673046|protein arginine decarboxylase, putative, expressed	LOC_Os06g04070.1	 no descriptionhighly similar to ( 685)AT4G34710| Symbols: SPE2, ADC2 | ADC2 (ARGININE DECARBOXYLASE 2) | chr4:16560320-16562455 REVERSEhighly similar to ( 883)SPE1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK05354 SpeA Orn_Arg_deC_N LysA PRK07003 Orn_DAP_Arg_deC Herpes_BLLF1 PRK12678 PRK12323 PRK07764 SerH APC_basic Tymo_45kd_70kd infB Atrophin-1 KAR9 HPC2 DUF566 AF-4 	polyamine metabolism.synthesis.arginine decarboxylase	22_1_3

CUST_16094_PI403524517	2	0.05212879	-0.12332916	-0.062016487	0.00653553	0.11811924	-0.00653553	35_4643	"Cluster: OSJNBa0011L07.4 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0011L07.4 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XR97	"CHR1V7|COORD:29033236..29035962| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G07730.1); similar to Hypothetical protein CBG09238 [Caenorhabditis"	AT1G77270.1	CHR04V5|COORD:26763089..26759036|protein expressed protein	LOC_Os04g45610.1	"no descriptionvery weakly similar to (74.7)AT1G77270| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G07730.1); similar to Hypothetical protein CBG09238 [Caenorhabditis briggsae] (GB:CAE64508.1) | chr1:29033236-29035962 FORWARDnot assigned not assigned not assigned not assigned not assigned PRK12323"	not assigned.unknown	35_2

CUST_38049_PI403524517	2	0.08223915	-0.18035889	-0.2865734	0.23481941	0.06290817	-0.06290817	35_10951	"Cluster: Protein kinase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Protein kinase-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q941V9	0	0	CHR01V5|COORD:35809039..35806892|protein ankyrin-2, putative, expressed	LOC_Os01g61330.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_17531_PI403524517	2	-0.041812897	-0.007935524	-0.02772522	0.00793457	0.025710106	0.1525135	35_5064	"Cluster: Putative microtubule-associated protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative microtubule-associated protein - Oryza sativa (japon"	UniRef90_Q5Z4M1	CHR4V7|COORD:13478840..13481306| microtubule associated protein (MAP65/ASE1) family protein	AT4G26760.1	CHR06V5|COORD:11700294..11695841|protein microtubule-associated protein MAP65-1a, putative, expressed	LOC_Os06g20370.1	no descriptionvery weakly similar to (92.8)AT4G26760| Symbols:  | microtubule associated protein (MAP65/ASE1) family protein | chr4:13478840-13481306 REVERSEnot assigned MAP65_ASE1	cell.organisation	31_1

CUST_990_PI403524517	2	-0.118144035	-0.14278889	0.033162117	0.12340832	0.06581402	-0.03316307	35_261	Rep: Aspartate aminotransferase - Oryza sativa (Rice)	UniRef90_Q84V24	CHR4V7|COORD:15471080..15473527| ASP5 (ASPARTATE AMINOTRANSFERASE 5)	AT4G31990.2	CHR02V5|COORD:33936155..33940525|protein aspartate aminotransferase, chloroplast precursor, putative, expressed	LOC_Os02g55420.1	 no descriptionhighly similar to ( 714)AT4G31990| Symbols: AAT3, ATAAT1 | ASP5 (ASPARTATE AMINOTRANSFERASE 5) | chr4:15470882-15473527 REVERSEmoderately similar to ( 456)AATC_ORYSAnot assigned not assigned PRK09257 TyrB Aminotran_1_2 COG0436 PRK08637 HisC PRK06836 ARO8 	amino acid metabolism.synthesis.central amino acid metabolism.aspartate.aspartate aminotransferase	13_1_1_2_1

CUST_64453_PI403524517	2	0.040325165	0.20296097	-0.023675919	-0.1014328	-0.13051796	0.023674965	35_18403	"Cluster: Integral membrane protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Integral membrane protein-like - Oryza sativa (japonica cultivar-group"	UniRef90_Q5N794	CHR5V7|COORD:404905..405771| integral membrane protein, putative	AT5G02060.1	CHR01V5|COORD:36728556..36725807|protein expressed protein	LOC_Os01g62850.1	 no descriptionweakly similar to ( 181)AT5G02060| Symbols:  | integral membrane protein, putative | chr5:404905-405771 FORWARDDUF588 	not assigned.unknown	35_2

CUST_19557_PI404877155	2	0.3404274	-1.7262001	-0.3404274	0.93608665	0.57193756	-0.3591299	rbah53j14_s_at	OSJNBa0036B21.24 [Oryza sativa (japonica cultivar-group)] emb|CAE01532.1| OSJNBa0072F16.1 [Oryza sativa (japonica cultivar-group)] ref|XP_47	CAD40906.1	glyceraldehyde 3-phosphate dehydrogenase, chloroplast, putative / NADP-dependent glyceraldehydephosphate dehydro	At1g12900.1	protein Glyceraldehyde 3-phosphate dehydrogenase, C-terminal domain, putative	Os04g38600	putative calcium-binding protein, calreticulin	PS.calvin cyle.GAP	1_03_04

CUST_2508_PI404877155	2	0.0	0.17158699	-0.17528152	-0.036057472	0.0	0.26002693	Contig12897_at	calmodulin-binding protein [Arabidopsis thaliana]	NP_194589.2	calmodulin-binding protein	At4g28600.1	protein TPR Domain, putative	Os03g04500	calmodulin-binding protein, similar to pollen-specific calmodulin-binding protein MPCBP GI:10086260 from (Zea mays)	signalling.calcium	30_3

CUST_31801_PI403524517	2	0.14339018	0.18447351	-0.27156687	-0.4877653	-0.048211098	0.048211098	35_9175	"Cluster: Putative leucine-rich receptor-like protein kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative leucine-rich receptor-like protein kinase"	UniRef90_Q75J37	CHR3V7|COORD:8063070..8064482| leucine-rich repeat family protein / extensin family protein	AT3G22800.1	CHR03V5|COORD:24357094..24355125|protein leucine-rich repeat receptor protein kinase EXS precursor, putative, expressed	LOC_Os03g43650.1	no descriptionweakly similar to ( 129)AT3G22800| Symbols:  | leucine-rich repeat family protein / extensin family protein | chr3:8063070-8064482 REVERSEnot assigned not assigned not assigned	cell wall.cell wall proteins.LRR	10_5_3

CUST_22663_PI399408534	2	-0.2386136	-0.010816097	0.010816097	-0.045520306	0.27086496	0.25223112	35_26800	"AAD21483.1; n=3; Arabidopsis thaliana|Rep: Gb|AAD21483.1 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9LSV7	CHR3V7|COORD:9222441..9224937| CAF1 family ribonuclease	AT3G25430.1	CHR08V5|COORD:21278310..21283308|protein CAF1 family ribonuclease containing protein, expressed	LOC_Os08g34160.1	no descriptionvery weakly similar to (60.8)AT3G25430| Symbols:  | CAF1 family ribonuclease | chr3:9222441-9224937 FORWARD	RNA.processing.ribonucleases	27_1_19

CUST_27815_PI399408534	2	-0.3480463	0.0028066635	0.39471626	-0.0028076172	0.02807331	-0.40219784	35_22274	"Cluster: Os07g0539700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os07g0539700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D5S2	CHR4V7|COORD:2238409..2240765| protein kinase family protein	AT4G04500.1	CHR07V5|COORD:21173358..21176869|protein protein kinase, putative, expressed	LOC_Os07g35410.1	no descriptionmoderately similar to ( 216)AT4G04500| Symbols:  | protein kinase family protein | chr4:2238409-2240765 FORWARDweakly similar to ( 133)NORK_MEDTRNodulation receptor kinase precursor - Medicago truncatula (Barrel medic)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pkinase_Tyr TyrKc S_TKc Pkinase S_TKc PTKc PTKc_Src_like PTKc_EphR PTKc_Jak_rpt2 PTKc_Srm_Brk PTKc_Csk_like PTKc_EphR_A2 SPS1 PTKc_Lck_Blk PTKc_Trk PTKc_Ror PTKc_EGFR_like PTKc_TrkB PTKc_Fes_like PTKc_Jak2_Jak3_rpt2 PTKc_Lyn PTKc_Frk_like PTKc_DDR PTKc_Chk PTKc_EphR_A PTKc_TrkA PTKc_Syk_like PTKc_EphR_B PTKc_Tec_like PTKc_Abl PTKc_Musk PTKc_InsR_like PTKc_HER4 PTKc_Fyn_Yrk PTKc_Axl_like PTKc_Met_Ron PTKc_Tyk2_rpt2 PTKc_FGFR PTKc_Ror1 PTKc_Itk PTKc_Ror2 PTKc_TrkC PTKc_EphR_A10 PTKc_ALK_LTK PTKc_Hck PTKc_Btk_Bmx PTKc_RET PTKc_Src PTKc_Ack_like PTKc_DDR1 PTKc_Jak1_rpt2 PTKc_Yes PTKc_Fer PTKc_Fes PTK_Ryk PTKc_DDR_like PTKc_c-ros PTKc_DDR2 PTKc_Csk PTKc_PDGFR PTKc_FGFR4 PTK_HER3 PTKc_EGFR PTKc_Tie2 PTKc_Tyro3 PTK_CCK4 PTKc_Tec_Rlk PTKc_Tie1 PTKc_HER2 PTKc_Axl PTKc_IGF-1R PTK_Jak_rpt1 PTKc_FGFR2 PTKc_FGFR3 PTKc_FAK PTK_Jak2_Jak3_rpt1 PTKc_InsR PTKc_Tie PTKc_Aatyk1_Aatyk3 PTKc_Syk PTKc_Aatyk PTKc_Zap-70 PTKc_FGFR1	signalling.receptor kinases.DUF 26	30_2_17

CUST_18921_PI404877155	2	0.28237724	0.031350136	-0.15159702	-0.031350136	-0.06928539	0.20634556	HX02B17u_at	transcription factor rough sheath 2 like protein [Oryza sativa (japonica cultivar-group)]	BAB61618.1	myb family transcription factor (MYB91)	At2g37630.1	protein Myb-like DNA-binding domain, putative	Os12g38400	"ATPHAN;MYB91;ASYMMETRIC LEAVES 1;myb family transcription factor (MYB91), contains Pfam profile: PF00249 myb-like DNA-binding domain"	RNA.regulation of transcription.MYB domain transcription factor family	27_3_25

CUST_43571_PI403524517	2	0.040444374	-0.37397957	-0.040444374	-0.08612871	0.33363438	0.09854078	35_12505	"Cluster: Putative polyprotein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative polyprotein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6I5B6	CHRMV7|COORD:89617..90054| hypothetical protein	ATMG00300.1	CHR05V5|COORD:7085977..7090113|protein retrotransposon protein, putative, unclassified	LOC_Os05g12360.1	no descriptionvery weakly similar to (58.2)POLX_TOBACRetrovirus-related Pol polyprotein from transposon TNT 1-94 [Includes: Protease - Nicotiana tabacum (Common tobacco)	not assigned.unknown	35_2

CUST_84232_PI403524517	2	0.24843502	-0.021019936	0.41494656	0.021020412	-0.698751	-0.8018136	35_24138	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_67722_PI403524517	2	0.04558754	0.260499	-0.044950485	-0.050815582	0.0283947	-0.0283947	35_19348	Rep: Putative small ribonucleoprotein - Oryza sativa (Rice)	UniRef90_Q8W5I5	"CHR3V7|COORD:21022333..21024243| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G44200.1); similar to putative small ribonucleoprotein [Oryza"	AT3G56720.1	CHR10V5|COORD:18141508..18144973|protein expressed protein	LOC_Os10g34660.1	"no descriptionweakly similar to ( 116)AT3G56720| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G44200.1); similar to putative small ribonucleoprotein [Oryza sativa] (GB:AAL31070.1) | chr3:21022333-21024243 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned"	not assigned.unknown	35_2

CUST_110739_PI403524517	2	0.2639761	0.54784584	0.06280804	-0.33326912	-0.24111366	-0.06280708	35_31450	"Cluster: Loricrin-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Loricrin-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K246	"CHR1V7|COORD:23807732..23809672| similar to loricrin-related [Arabidopsis thaliana] (TAIR:AT5G64550.1); similar to Os01g0621900 [Oryza"	AT1G64140.1	CHR02V5|COORD:8989569..8984540|protein expressed protein	LOC_Os02g15880.2	"no descriptionweakly similar to ( 121)AT1G64140| Symbols:  | similar to loricrin-related [Arabidopsis thaliana] (TAIR:AT5G64550.1); similar to Os01g0621900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001043607.1); similar to loricrin-like [Oryza sativa (japonica cultivar-group)] (GB:BAD20066.1) | chr1:23807732-23809672 REVERSE"	stress.biotic	20_1

CUST_25529_PI403524517	2	-0.047792435	0.11621475	-0.023426056	-0.03318882	0.02342701	0.044573784	35_7396	"Cluster: Hypothetical protein OJ1770_H02.13; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1770_H02.13 - Oryza sativa (japonica cultiv"	UniRef90_Q6ZIB7	"CHR3V7|COORD:2293006..2295125| similar to Os08g0528800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001062315.1); similar to Os01g0917200 [Oryza"	AT3G07210.1	CHR08V5|COORD:26189682..26186430|protein expressed protein	LOC_Os08g41700.1	" no descriptionweakly similar to ( 186)AT3G07210| Symbols:  | similar to Os08g0528800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001062315.1); similar to Os01g0917200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001045199.1); contains InterPro domain Peptidase, trypsin-like serine and cysteine; (InterPro:IPR009003) | chr3:2293006-2295125 REVERSE"	not assigned.unknown	35_2

CUST_100210_PI403524517	2	0.004737854	0.29908085	-0.007662773	-0.004737854	0.109562874	-0.01758957	35_28609	"Cluster: Putative heme oxygenase 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative heme oxygenase 1 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69XJ4	CHR2V7|COORD:11348894..11350472| HY1 (HEME OXYGENASE 1)	AT2G26670.1	CHR06V5|COORD:23857064..23852717|protein heme oxygenase 1, putative, expressed	LOC_Os06g40080.1	 no descriptionmoderately similar to ( 215)AT2G26670| Symbols: ATHO1, HO1, TED 4, GUN2, HY6, HY1 | HY1 (HEME OXYGENASE 1) | chr2:11348894-11350472 FORWARDnot assigned not assigned not assigned not assigned not assigned HemeO Heme_oxygenase 	tetrapyrrole synthesis.heme oxygenase	19_21

CUST_110403_PI403524517	2	0.10468483	-0.06482792	-0.014643669	7.200241E-4	0.05737877	-7.200241E-4	35_31361	"Cluster: Hypothetical protein P0604E01.1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0604E01.1 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6YYY3	"CHR3V7|COORD:22718771..22719355| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G07940.1); similar to hypothetical protein MtrDRAFT_AC150440g18v1"	AT3G61370.1	CHR08V5|COORD:27876837..27877725|protein expressed protein	LOC_Os08g44540.1	"no descriptionvery weakly similar to (62.4)AT3G61370| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G07940.1); similar to hypothetical protein MtrDRAFT_AC150440g18v1 [Medicago truncatula] (GB:ABD32833.1) | chr3:22718771-22719355 FORWARD"	not assigned.unknown	35_2

CUST_114187_PI403524517	2	0.02699852	-0.007865429	0.007865429	0.25035858	-0.14470243	-0.3682933	35_32406	Rep: Hypothetical protein 170F8.8 - Sorghum bicolor (Sorghum) (Sorghum vulgare)	UniRef90_Q8LKU2	CHR4V7|COORD:10275928..10278502| leucine-rich repeat family protein / extensin family protein	AT4G18670.1	CHR03V5|COORD:31151420..31146033|protein phytosulfokine receptor precursor, putative, expressed	LOC_Os03g54900.2	no descriptionnot assigned not assigned not assigned PRK12323	not assigned.unknown	35_2

CUST_19761_PI403524517	2	0.17478848	-0.018069267	0.018070221	-0.022105217	-0.050691605	0.12328243	35_5731	"Cluster: Zinc finger protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Zinc finger protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8RZA2	CHR3V7|COORD:2529548..2531374| zinc finger and C2 domain protein, putative	AT3G07940.1	CHR01V5|COORD:42209337..42213258|protein GTPase activating protein, putative, expressed	LOC_Os01g72230.1	 no descriptionmoderately similar to ( 384)AT3G07940| Symbols:  | zinc finger and C2 domain protein, putative | chr3:2529548-2531374 FORWARDvery weakly similar to (50.4)ERG1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned ArfGap COG5347 ArfGap C2 C2 C2 C2_1 COG5038 	not assigned.no ontology.C2 domain-containing protein	35_1_19

CUST_101546_PI403524517	2	0.40479422	0.17960262	0.5532813	-0.17960215	-0.18046618	-0.29572392	35_28978	"Cluster: Selenium-binding protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Selenium-binding protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q9LI04	CHR1V7|COORD:24464319..24465401| F-box family protein	AT1G65770.1	CHR06V5|COORD:625259..627836|protein F-box domain containing protein, expressed	LOC_Os06g02110.1	no description	not assigned.unknown	35_2

CUST_181464_PI403524517	2	0.11514139	1.0553031	0.007323265	-0.593873	-0.99221325	-0.0073227882	35_50456	"Cluster: Zinc finger CW-type coiled-coil domain protein 3-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Zinc finger CW-type coiled-coil domain protein"	UniRef90_Q69XV8		0	CHR06V5|COORD:24997107..24985841|protein MORC family CW-type zinc finger 3, putative, expressed	LOC_Os06g41710.1	no description	not assigned.unknown	35_2

CUST_109714_PI403524517	2	0.0	0.034890175	0.18159199	0.0	-0.015263081	-0.6227646	35_31178	Rep: Coactosin - Dictyostelium discoideum (Slime mold)	UniRef90_P34121		0	0	0	no descriptionnot assigned ADF ADF Cofilin_ADF	cell.organisation	31_1

CUST_152787_PI403524517	2	-0.12030029	0.17977905	0.0017318726	-0.0017318726	-0.032910347	0.016384125	35_42706	Rep: AT5g06580/F15M7_11 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q94AX4	CHR5V7|COORD:2011487..2016474| FAD linked oxidase family protein	AT5G06580.1	0	0	no descriptionmoderately similar to ( 325)AT5G06580| Symbols:  | FAD linked oxidase family protein | chr5:2011487-2016474 REVERSEnot assigned FAD-oxidase_C GlcD PRK11230	misc.oxidases - copper, flavone etc.	26_7

CUST_16144_PI399408534	2	0.107655525	-0.31818008	-0.03145981	0.009870529	0.12729073	-0.009870529	35_15519	"Cluster: Prefoldin subunit 5, putative, expressed; n=4; Oryza sativa|Rep: Prefoldin subunit 5, putative, expressed - Oryza sativa (japonica cultivar-group)"	UniRef90_Q109H9	CHR5V7|COORD:7846147..7847431| c-myc binding protein, putative / prefoldin, putative	AT5G23290.1	CHR10V5|COORD:18145417..18155272|protein prefoldin subunit 5, putative, expressed	LOC_Os10g34670.1	 no descriptionmoderately similar to ( 212)AT5G23290| Symbols:  | c-myc binding protein, putative / prefoldin, putative | chr5:7846147-7847431 FORWARDnot assigned Prefoldin_alpha Prefoldin Prefoldin GIM5 PRK03947 	RNA.regulation of transcription.unclassified	27_3_99

CUST_78249_PI403524517	2	0.15984344	0.27171373	0.43334246	-0.43167496	-0.8759327	-0.15984344	35_22432	"Cluster: Os05g0153000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0153000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DKN3	"CHR2|COORD:12751227..12756663| similar to villin, putative [Arabidopsis thaliana] (TAIR:At5g57320.1); similar to villin, putative [Arabidopsis thaliana]"	AT2G29890.2	CHR05V5|COORD:3028794..3035044|protein villin-1, putative, expressed	LOC_Os05g06110.1	" no descriptionweakly similar to ( 154)AT2G29890| Symbols: ATVLN1, VLN1 | VLN1 (VILLIN 1); actin binding | chr2:12751674-12756551 FORWARDnot assigned not assigned GEL "	cell.organisation	31_1

CUST_17286_PI403524517	2	0.14181519	-0.015045166	-0.014180183	-0.015686035	0.01417923	0.11089897	35_4996	"Cluster: Hypothetical protein OSJNBa0029B02.5; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0029B02.5 - Oryza sativa (japonica cu"	UniRef90_Q6AT24	"CHR1V7|COORD:2581571..2583285| similar to Os05g0176500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001054790.1); similar to hypothetical protein"	AT1G08220.1	CHR05V5|COORD:4566986..4563218|protein ATP10 protein, expressed	LOC_Os05g08410.1	"no descriptionweakly similar to ( 185)AT1G08220| Symbols:  | similar to Os05g0176500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001054790.1); similar to hypothetical protein MM2874 [Methanosarcina mazei Go1] (GB:NP_634898.1); contains InterPro domain ATP10; (InterPro:IPR007849) | chr1:2581571-2582847 REVERSEnot assigned ATP-synt_10"	not assigned.unknown	35_2

CUST_39323_PI403524517	2	-0.009117126	0.32660007	0.009117126	0.117927074	-0.27223158	-0.13979101	35_11310	"Cluster: Hypothetical protein OSJNBa0042F15.17; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0042F15.17 - Oryza sativa (japonica"	UniRef90_Q75G98	CHR5V7|COORD:12693688..12695633| hAT dimerisation domain-containing protein	AT5G33406.1	CHR05V5|COORD:8036253..8032832|protein transposon protein, putative, unclassified, expressed	LOC_Os05g14320.1	no descriptionvery weakly similar to (92.0)AT5G33406| Symbols:  | hAT dimerisation domain-containing protein | chr5:12693688-12695633 REVERSEnot assigned hATC	not assigned.no ontology	35_1

CUST_181139_PI403524517	2	0.50772476	-0.2793069	-0.077091694	0.077091694	1.6837921	-0.10473204	35_50374	Rep: PREDICTED: hypothetical protein - Mus musculus	UniRef90_UPI0000D66E22		0	0	0	no description	not assigned.unknown	35_2

CUST_4002_PI399408534	2	0.049262047	-0.08287811	-0.18222904	-0.022280693	0.08371544	0.02227974	35_24023	"Cluster: Putative PTH-2, resistance gene (PTO kinase) homologs; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative PTH-2, resistance gene (PTO kinase) ho"	UniRef90_Q6ZF70	CHR1V7|COORD:10828915..10831464| protein kinase family protein	AT1G30570.1	CHR07V5|COORD:2460377..2456540|protein protein kinase, putative, expressed	LOC_Os07g05370.1	no descriptionvery weakly similar to (84.0)AT1G30570| Symbols:  | protein kinase family protein | chr1:10828915-10831464 FORWARD	signalling.receptor kinases.Catharanthus roseus-like RLK1	30_2_16

CUST_31799_PI399408534	2	-0.32142258	0.3686962	0.08166313	0.0013866425	-0.0013847351	-0.15125847	35_1058	"Cluster: Zinc finger A20 and AN1 domain-containing stress-associated protein 11; n=1; Oryza sativa|Rep: Zinc finger A20 and AN1 domain-containing"	UniRef90_Q84PD8	CHR3V7|COORD:4012714..4013196| zinc finger (AN1-like) family protein	AT3G12630.1	CHR08V5|COORD:24821089..24822306|protein multiple stress-responsive zinc-finger protein ISAP1, putative, expressed	LOC_Os08g39450.1	no descriptionweakly similar to ( 145)AT3G12630| Symbols:  | zinc finger (AN1-like) family protein | chr3:4012714-4013196 FORWARDweakly similar to ( 194)ISAP1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned zf-AN1 ZnF_AN1 PRK07003 DUF1509 PRK12323 PRK07764 Tymo_45kd_70kd APC_basic DUF1421 PRK12678	RNA.regulation of transcription.unclassified	27_3_99

CUST_63307_PI403524517	2	0.010580063	0.013142586	-0.0796051	0.061400414	-0.010580063	-0.05092621	35_18075	"Cluster: Hypothetical protein OSJNBb0022E02.10; n=2; Oryza sativa|Rep: Hypothetical protein OSJNBb0022E02.10 - Oryza sativa (Rice)"	UniRef90_Q94GR1	"CHR1V7|COORD:27692070..27693826| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G18180.1); similar to hypothetical protein MtrDRAFT_AC139526g26v1"	AT1G73650.3	CHR03V5|COORD:28510130..28514165|protein membrane protein, putative, expressed	LOC_Os03g50070.1	" no descriptionmoderately similar to ( 409)AT1G73650| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G18180.1); similar to hypothetical protein MtrDRAFT_AC139526g26v1 [Medicago truncatula] (GB:ABE80157.1); contains InterPro domain Protein of unknown function DUF1295; (InterPro:IPR010721); contains InterPro domain 3-oxo-5-alpha-steroid 4-dehydrogenase, C-terminal; (InterPro:IPR001104) | chr1:27692070-27693826 REVERSEnot assigned DUF1295 COG3752 STE14 "	not assigned.unknown	35_2

CUST_90157_PI403524517	2	0.009703636	-0.715168	-0.07363415	0.12198925	0.08920479	-0.00970459	35_25789	"Cluster: Os01g0754000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0754000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JJ88	CHR2V7|COORD:8872303..8873448| NFD6 (NUCLEAR FUSION DEFECTIVE 6)	AT2G20585.1	CHR01V5|COORD:31962439..31965265|protein expressed protein	LOC_Os01g55020.3	no description	not assigned.unknown	35_2

CUST_173976_PI403524517	2	-0.07142019	-0.01726389	-0.3134637	0.04456997	0.0626688	0.017263412	35_48441	"Cluster: Amino acid permease family protein, putative, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Amino acid permease family protein, putative,"	UniRef90_Q2QLZ1	"CHR1V7|COORD:21467850..21471806| CAT2 (CATIONIC AMINO ACID TRANSPORTER 2); amino acid transporter"	AT1G58030.1	CHR12V5|COORD:26592498..26587454|protein high-affinity cationic amino acid transporter 1, putative, expressed	LOC_Os12g42850.1	"no descriptionweakly similar to ( 103)AT1G58030| Symbols: CAT2 | CAT2 (CATIONIC AMINO ACID TRANSPORTER 2); amino acid transporter | chr1:21467850-21471806 REVERSE"	transport.amino acids	34_3

CUST_10727_PI404877155	2	0.025938034	-0.12698746	-0.04112625	0.07228851	0.10809326	-0.02593708	Contig4456_at	F1F0-ATPase inhibitor protein [Oryza sativa (japonica cultivar-group)]	BAA81662.2	expressed protein	At2g27730.1	protein expressed protein	Os09g39550	F1F0-ATPase inhibitor protein	mitochondrial electron transport / ATP synthesis.F1-ATPase	9_9

CUST_3844_PI404877155	2	-0.048693657	-0.36616325	0.019173622	-0.019173622	0.07222748	0.055340767	Contig1446_s_at	RNA-binding protein, putative [Arabidopsis thaliana] pir||F86452 protein F6N18.17 [imported] - Arabidopsis thaliana gb|AAF25974.1| F6N18.17	NP_174556.1	RNA-binding protein, putative	At1g32790.1	protein Similar to probable RNA-binding protein, 40942-42923 [imported] - Arabidopsis thaliana	Os06g35030	RNA-binding protein/0.2_HMGI_Y T01851	RNA.RNA binding	27_4

CUST_114778_PI403524517	2	-0.08544254	0.39568567	-0.038207054	0.14853382	-0.26953936	0.03820753	35_32573	"Cluster: Hypothetical protein B1011A07.45; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1011A07.45 - Oryza sativa (japonica cultivar-g"	UniRef90_Q655Q5	CHR4V7|COORD:13870388..13873515| proline-rich family protein	AT4G27850.1	CHR12V5|COORD:3742732..3748503|protein expressed protein	LOC_Os12g07530.1	no description	not assigned.unknown	35_2

CUST_134519_PI403524517	2	0.002231598	0.59677696	0.085710526	-0.16240788	-0.002231598	-0.05413723	35_37743	Rep: Putative small ribonucleoprotein - Oryza sativa (Rice)	UniRef90_Q8W5I5	"CHR3V7|COORD:21022333..21024243| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G44200.1); similar to putative small ribonucleoprotein [Oryza"	AT3G56720.1	CHR10V5|COORD:18141508..18144973|protein expressed protein	LOC_Os10g34660.1	"no descriptionvery weakly similar to (82.0)AT3G56720| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G44200.1); similar to putative small ribonucleoprotein [Oryza sativa] (GB:AAL31070.1) | chr3:21022333-21024243 FORWARD"	not assigned.unknown	35_2

CUST_70518_PI403524517	2	-0.015027046	0.015027046	-0.07806301	0.13483906	-0.043571472	0.06633854	35_20199	Rep: Hypothetical protein - Oryza sativa (Rice)	UniRef90_Q8RVS2	CHR5V7|COORD:14299820..14301606| protein phosphatase 2C, putative / PP2C, putative	AT5G36250.1	CHR02V5|COORD:16008537..16003639|protein protein phosphatase 2C containing protein, expressed	LOC_Os02g27220.1	 no descriptionvery weakly similar to (65.5)AT5G36250| Symbols:  | protein phosphatase 2C, putative / PP2C, putative | chr5:14299820-14301606 FORWARD	protein.postranslational modification	29_4

CUST_18042_PI404877155	2	-0.0034103394	0.34337044	-0.054906845	-0.03734207	0.003408432	0.13926125	HVSMEb0011I23r2_s_at	porin VDAC2 - wheat (fragment) emb|CAA57647.1| Voltage dependent anion channel (VDAC) [Triticum aestivum]	S59546	porin, putative / voltage-dependent anion-selective channel protein, putative	At5g15090.1	protein Eukaryotic porin	Os05g45950	Voltage dependent anion channel 2 (VDAC)	transport.unspecified anions	34_18

CUST_64490_PI403524517	2	-0.03215885	0.657176	0.038874626	-0.066833496	0.032159805	-0.5090618	35_18413	"Cluster: Hypothetical protein OSJNBa0009E21.4; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0009E21.4 - Oryza sativa (japonica cu"	UniRef90_Q6I5K1	0	0	CHR05V5|COORD:22745254..22745496|protein hypothetical protein	LOC_Os05g38940.1	no description	not assigned.unknown	35_2

CUST_18159_PI403524517	2	-1.0959511	-0.7158971	0.71589756	0.99381447	1.544179	-0.72769785	35_5243	"Cluster: Hypothetical protein OSJNBb0032E15.119; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0032E15.119 - Oryza sativa (japonic"	UniRef90_Q7EY70	"CHR3V7|COORD:10807368..10809606| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G28840.1); similar to putative lipoprotein [Burkholderia"	AT3G28780.1	CHR08V5|COORD:20445299..20445835|protein hypothetical protein	LOC_Os08g33110.1	no descriptionnot assigned PRK07764	not assigned.unknown	35_2

CUST_50320_PI403524517	2	-0.23869991	-0.096859455	0.057804108	0.18571615	-0.057804108	0.20791149	35_14354	Rep: Hydrophobic protein OSR8 - Oryza sativa (Rice)	UniRef90_Q9LRI7	CHR4V7|COORD:14954409..14954704| hydrophobic protein, putative / low temperature and salt responsive protein, putative	AT4G30650.1	CHR09V5|COORD:22181106..22182809|protein expressed protein	LOC_Os09g38560.1	 no descriptionvery weakly similar to (84.3)AT4G30650| Symbols:  | hydrophobic protein, putative / low temperature and salt responsive protein, putative | chr4:14954409-14954704 FORWARDweakly similar to ( 122)OSR8_ORYSAnot assigned UPF0057 COG0401 	stress.abiotic.cold	20_2_2

CUST_154507_PI403524517	2	-0.20104551	-0.26587582	0.42610216	0.20104599	0.610549	-0.27230597	35_43174	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_11543_PI403524517	2	0.028575897	0.28267002	0.010433197	-0.23210812	-0.15223694	-0.010433197	35_3275	"Cluster: Transcription elongation factor 1 homolog; n=2; Oryza sativa|Rep: Transcription elongation factor 1 homolog - Oryza sativa (Rice)"	UniRef90_Q8LHP0	"CHR5V7|COORD:18687758..18688365| Identical to Transcription elongation factor 1 homolog [Arabidopsis Thaliana] (GB:Q8LEF3;GB:Q9FNL9); similar to hypothetical"	AT5G46030.1	CHR02V5|COORD:1819094..1816290|protein transcription elongation factor 1, putative, expressed	LOC_Os02g04160.1	" no descriptionweakly similar to ( 127)AT5G46030| Symbols:  | Identical to Transcription elongation factor 1 homolog [Arabidopsis Thaliana] (GB:Q8LEF3;GB:Q9FNL9); similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:BAD69422.1); similar to Os07g0631100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001060360.1); similar to Os02g0134300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001045811.1); contains InterPro domain Protein of unknown function DUF701, zinc-binding putative; (InterPro:IPR007808) | chr5:18687758-18688365 FORWARDweakly similar to ( 141)ELOF1_ORYSAnot assigned COG4888 Elf1 "	not assigned.unknown	35_2

CUST_32265_PI403524517	2	0.2355547	0.59040403	0.18528748	-0.18528795	-0.87535095	-0.31227112	35_9305	"Cluster: Hypothetical protein; n=1; Hordeum vulgare subsp. vulgare|Rep: Hypothetical protein - Hordeum vulgare var. distichum (Two-rowed barley)"	UniRef90_Q8S3W6	0	0	CHR11V5|COORD:12774013..12776619|protein hypothetical protein	LOC_Os11g23050.1	no description	not assigned.unknown	35_2

CUST_138893_PI403524517	2	0.27717018	0.33801746	-0.0011224747	-0.4696474	-0.4083786	0.0011234283	35_38960	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_63789_PI403524517	2	0.015154839	-1.3844547	-0.25619698	-0.008719444	0.012301445	0.008720398	35_18217	"Cluster: Mak3 protein-like protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Mak3 protein-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5ZE11	CHR5V7|COORD:3619227..3621069| GCN5-related N-acetyltransferase (GNAT) family protein	AT5G11340.1	CHR01V5|COORD:24472691..24475850|protein pre-mRNA-splicing factor cwc24, putative, expressed	LOC_Os01g42470.2	no descriptionmoderately similar to ( 248)AT5G11340| Symbols:  | GCN5-related N-acetyltransferase (GNAT) family protein | chr5:3619227-3621069 FORWARDnot assigned not assigned not assigned not assigned not assigned Acetyltransf_1 RimI PRK03624 rimI	misc.GCN5-related N-acetyltransferase	26_24

CUST_40828_PI403524517	2	0.024555206	-0.2218399	-0.23613691	0.055986404	0.024555206	-0.024555206	35_11741	"Cluster: F-box domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: F-box domain containing protein, expressed - Oryza sativa"	UniRef90_Q2R211	"CHR5V7|COORD:26775122..26775701| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G55440.1); contains InterPro domain Protein of unknown function"	AT5G67040.1	CHR11V5|COORD:21566781..21569079|protein F-box domain containing protein, expressed	LOC_Os11g37390.1	no descriptionDUF295	not assigned.unknown	35_2

CUST_9184_PI403524517	2	0.019150734	0.23085499	0.02234745	-0.01914978	-0.049930573	-0.095890045	35_2580	Rep: H0112G12.5 protein - Oryza sativa (Rice)	UniRef90_Q01JL5	CHR5V7|COORD:22440263..22441312| ATP synthase subunit H family protein	AT5G55290.1	CHR04V5|COORD:33504190..33500837|protein expressed protein	LOC_Os04g56540.1	no descriptionweakly similar to ( 106)AT5G55290| Symbols:  | ATP synthase subunit H family protein | chr5:22440263-22441312 REVERSEnot assigned ATP_synt_H	transport.p- and v-ATPases	34_1

CUST_62505_PI403524517	2	-0.15587139	-0.5126972	-0.022155762	0.3008623	0.03760624	0.022155762	35_17824	Rep: Glycosyltransferase - Triticum aestivum (Wheat)	UniRef90_Q50HV4	CHR5V7|COORD:26839732..26841407| glycosyl transferase family 43 protein	AT5G67230.1	CHR04V5|COORD:32921113..32918005|protein glycosyltransferase, putative, expressed	LOC_Os04g55670.1	no descriptionmoderately similar to ( 225)AT5G67230| Symbols:  | glycosyl transferase family 43 protein | chr5:26839732-26841407 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned GlcAT-I Glyco_transf_43 PRK12323 Atrophin-1 GRASP55_65 PRK07764 Drf_FH1 Tymo_45kd_70kd PRK07003 APC_basic Extensin_2 HPC2 PRK05648 PRK12678 DUF390 Herpes_BLLF1 PRK09169 AF-4 PRK10819 infB TonB DUF1421 DUF566 Keratin_B2 Pneumo_att_G DUF1509 GRP Herpes_DNAp_acc PLRV_ORF5 Gag_spuma AflR	misc.UDP glucosyl and glucoronyl transferases	26_2

CUST_168184_PI403524517	2	0.2965188	0.23395205	0.030510902	-0.030510902	-0.56923676	-0.25974464	35_46838	"Cluster: Hypothetical protein B1110B01.5; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1110B01.5 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q60DG4	CHR3V7|COORD:15917775..15922352| kinase	AT3G44200.1	CHR05V5|COORD:21504456..21510231|protein ATP binding protein, putative, expressed	LOC_Os05g36960.1	no descriptionvery weakly similar to (50.4)AT3G44200| Symbols:  | kinase | chr3:15917775-15922352 FORWARD	protein.postranslational modification	29_4

CUST_83917_PI403524517	2	-0.7994442	1.278985	-0.14118767	0.21877289	-0.64725304	0.14118862	35_24054	"Cluster: Copine, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Copine, putative, expressed - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QTN7	CHR1V7|COORD:25424692..25426900| copine-related	AT1G67800.3	CHR12V5|COORD:11054480..11043065|protein copine family protein, expressed	LOC_Os12g19030.1	no descriptionmoderately similar to ( 260)AT1G67800| Symbols:  | protein binding / zinc ion binding | chr1:25424692-25426900 REVERSEnot assigned not assigned vWA_copine_like Copine	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_149786_PI403524517	2	-0.04491949	-0.1861229	-0.013883591	0.04397297	0.57556057	0.013883591	35_41903	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_47054_PI403524517	2	0.26992893	0.026808262	-0.010377407	-0.10073519	0.01037693	-0.18491983	35_13472	"Cluster: Importin-beta N-terminal domain containing protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Importin-beta N-terminal domain"	UniRef90_Q10MU9	CHR5V7|COORD:21731242..21733935| importin beta-2, putative	AT5G53480.1	CHR03V5|COORD:10262050..10258773|protein importin beta-1 subunit, putative, expressed	LOC_Os03g18350.1	 no descriptionweakly similar to ( 166)AT5G53480| Symbols:  | importin beta-2, putative | chr5:21731242-21733935 FORWARDnot assigned KAP95 	protein.targeting.nucleus	29_3_1

CUST_91171_PI403524517	2	-0.36132622	0.5800681	-0.06803322	-0.1886425	0.06803322	0.07251549	35_26069	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_52893_PI403524517	2	0.020206451	-0.42860985	-0.060925484	0.06585026	0.16691303	-0.020206451	35_15063	Rep: Cathepsin B - Hordeum vulgare (Barley)	UniRef90_Q711Q3	CHR4V7|COORD:694857..696937| cathepsin B-like cysteine protease, putative	AT4G01610.2	CHR05V5|COORD:14083307..14089202|protein cathepsin B-like cysteine proteinase 3 precursor, putative, expressed	LOC_Os05g24550.6	 no descriptionmoderately similar to ( 301)AT4G01610| Symbols:  | cathepsin B-like cysteine protease, putative | chr4:694857-696937 FORWARDvery weakly similar to (79.0)CYSP2_MAIZECysteine proteinase 2 precursor - Zea mays (Maize)not assigned not assigned not assigned Peptidase_C1A_CathepsinB Peptidase_C1 Pept_C1 Peptidase_C1A_CathepsinC Peptidase_C1A Peptidase_C1A_CathepsinX Peptidase_C1 	protein.degradation.cysteine protease	29_5_3

CUST_112885_PI403524517	2	-0.106407166	0.4559288	-0.015928268	0.035718918	0.015927315	-0.097911835	35_32040	"Cluster: Putative Tsi1-interacting protein TSIP1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Tsi1-interacting protein TSIP1 - Oryza sativa (japon"	UniRef90_Q69QJ6	CHR2V7|COORD:10594197..10595319| chaperone protein dnaJ-related	AT2G24860.1	CHR09V5|COORD:15357372..15359770|protein tsi1-interacting protein TSIP1, putative, expressed	LOC_Os09g25590.1	no descriptionvery weakly similar to (95.9)AT2G24860| Symbols:  | chaperone protein dnaJ-related | chr2:10594197-10595319 REVERSEnot assigned not assigned PRK07764	protein.folding	29_6

CUST_99183_PI403524517	2	-0.090415	0.67805004	0.5497618	0.090414524	-0.31687307	-0.27267075	35_28311	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_53341_PI403524517	2	0.011641502	-0.13957977	-0.119114876	0.09351444	0.028645515	-0.011641502	35_15178	"Cluster: Vacuolar ATP synthase catalytic subunit A; n=16; Euphyllophyta|Rep: Vacuolar ATP synthase catalytic subunit A - Hordeum vulgare (Barley)"	UniRef90_Q40002	"CHR1|COORD:29665091..29669843| similar to ATP synthase beta chain 2, mitochondrial [Arabidopsis thaliana] (TAIR:At5g08690.1); similar to ATP synthase beta chain"	AT1G78900.2	CHR06V5|COORD:27291851..27285246|protein vacuolar ATP synthase catalytic subunit A, putative, expressed	LOC_Os06g45120.1	" no descriptionnearly identical (1121)AT1G78900| Symbols: VHA-A | VHA-A; ATP binding / hydrogen ion transporting ATP synthase, rotational mechanism | chr1:29665356-29669468 FORWARDnearly identical (1156)VATA_HORVUVacuolar ATP synthase catalytic subunit A - Hordeum vulgare (Barley)not assigned not assigned not assigned not assigned NtpA PRK04192 V_A-ATPase_A ATP-synt_ab FliI PRK12597 ATPase_flagellum-secretory_path_III AtpD PRK09280 PRK08149 fliI PRK06820 fliI PRK06936 F1-ATPase_beta fliI PRK06315 PRK07594 PRK09099 atpB fliI fliI PRK04196 NtpB fliI V_A-ATPase_B fliI F1_ATPase_alpha fliI AtpA fliI atpA PRK09281 ATP-synt_ab_C PRK05922 RecA-like_NTPases PRK02118 ATP-synt_ab_N "	transport.p- and v-ATPases.H+-transporting two-sector ATPase	34_1_1

CUST_89045_PI403524517	2	0.38022137	-0.20745277	-0.11294556	-0.07736778	0.30931377	0.07736683	35_25475	"Cluster: Membrane-associated salt-inducible protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Membrane-associated salt-inducible protein-like - Ory"	UniRef90_Q9ASH1	CHR4V7|COORD:10275928..10278502| leucine-rich repeat family protein / extensin family protein	AT4G18670.1	CHR01V5|COORD:24811397..24814679|protein conserved hypothetical protein	LOC_Os01g42990.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 Atrophin-1 TT_ORF1 Tymo_45kd_70kd Herpes_BLLF1 HPC2 PRK07764 PRK07003	not assigned.unknown	35_2

CUST_18664_PI404877155	2	-0.14862823	-0.041704178	0.42178535	0.0051498413	-5.531311E-4	5.531311E-4	HVSMEm0001O16r2_s_at	OSJNBa0060D06.16 [Oryza sativa (japonica cultivar-group)] ref|XP_474157.1| OSJNBa0060D06.16 [Oryza sativa (japonica cultivar-group)]	CAE03550.1	expressed protein	At5g20900.1	protein expressed protein	Os04g55920	gi|32488878|emb|CAE03550.1| OSJNBa0060D06.16	RNA.regulation of transcription.unclassified	27_3_99

CUST_11737_PI403524517	2	0.09812355	0.28194523	-0.031947136	-0.15275383	-0.09983444	0.03194809	35_3338	"Cluster: Os11g0181500 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os11g0181500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IU70	CHR5V7|COORD:20332690..20334454| NFU2 (NFU domain protein 2)	AT5G49940.1	CHR11V5|COORD:4087072..4089571|protein NFU3, putative, expressed	LOC_Os11g07916.1	 no descriptionmoderately similar to ( 266)AT5G49940| Symbols: ATCNFU2, NFU2 | NFU2 (NFU domain protein 2) | chr5:20332690-20334293 FORWARDmoderately similar to ( 243)NIFU1_ORYSAnot assigned NifU COG0694 PRK11190 	protein assembly and cofactor ligation	29_8

CUST_15479_PI399408534	2	0.054297447	0.18665218	-0.098670006	0.019815445	-0.019815445	-0.038967133	35_1645	"Cluster: Ras-related protein Rab-2-B; n=9; Magnoliophyta|Rep: Ras-related protein Rab-2-B - Zea mays (Maize)"	UniRef90_P49104	"CHR4V7|COORD:9644919..9646231| AT-RAB2 (Arabidopsis Rab GTPase homolog B1c); GTP binding"	AT4G17170.1	CHR02V5|COORD:22593518..22596358|protein ras-related protein Rab-2-A, putative, expressed	LOC_Os02g37420.1	" no descriptionmoderately similar to ( 374)AT4G17170| Symbols: AtRABB1c, AtRab2A, AT-RAB2 | AT-RAB2 (Arabidopsis Rab GTPase homolog B1c); GTP binding | chr4:9644919-9646231 REVERSEmoderately similar to ( 383)RAB2B_MAIZERas-related protein Rab-2-B - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Rab2 RAB Rab14 Rab Ras Rab11_like Rab4 Rab8_Rab10_Rab13_like Rab1_Ypt1 Rab39 Rab5_related Rab18 Rab19 Rab6 Rab26 Rab30 RabA_like Rab7 Rab35 Rab15 Rab32_Rab38 Rab21 Rab3 Rab33B_Rab33A Ras_like_GTPase Rab27A RJL Ras RAS Rab12 Rab23_lke Rab9 M_R_Ras_like RalA_RalB COG1100 Ras2 Rap_like Rab40 H_N_K_Ras_like RheB Rab24 Rab36_Rab34 Rab28 Rap2 RERG_RasL11_like Rho Rap1 RSR1 Rit_Rin_Ric RHO Ran RabL4 RabL2 ARHI_like Rho4_like RGK Rac1_like Wrch_1 RAN Rop_like RhoA_like Rab20 Rho3 Spg1 Miro Tc10 Rho2 Arf_Arl Rhes_like Rnd RhoG Cdc42 Ras_dva Rnd3_RhoE_Rho8 Rnd2_Rho7 Arfrp1 Arf Miro1 Arl5_Arl8 Rnd1_Rho6 RabL3 Arl2 ARLTS1 Sar1 ARD1 "	signalling.G-proteins	30_5

CUST_103579_PI403524517	2	0.11320114	0.030539036	-0.030539513	0.031058788	-0.3316865	-0.08233833	35_29534	"Cluster: Putative ubiquitin-conjugating enzyme family protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ubiquitin-conjugating enzyme family pro"	UniRef90_Q69TB0	"CHR2V7|COORD:15150091..15151077| MMZ3 (MMS ZWEI HOMOLOGE 3); ubiquitin-protein ligase"	AT2G36060.2	CHR12V5|COORD:25527495..25525211|protein ubiquitin-conjugating enzyme spm2, putative, expressed	LOC_Os12g41220.1	no descriptionvery weakly similar to (84.0)AT2G36060| Symbols: MMZ3 | MMZ3 (MMS ZWEI HOMOLOGE 3) | chr2:15150091-15151077 REVERSEnot assigned	protein.degradation.ubiquitin.E2	29_5_11_3

CUST_28765_PI399408534	2	-0.005334854	0.31101036	0.005334854	-0.07867241	0.037405014	-0.15180111	35_45718	Rep: Ras-related protein RGP2 - Oryza sativa (Rice)	UniRef90_Q40723	"CHR1V7|COORD:2276267..2277151| AtRABA2b (Arabidopsis Rab GTPase homolog A2b); GTP binding"	AT1G07410.1	CHR05V5|COORD:11705021..11702783|protein ras-related protein RGP2, putative, expressed	LOC_Os05g20050.1	"no descriptionmoderately similar to ( 230)AT1G07410| Symbols: AtRABA2b | AtRABA2b (Arabidopsis Rab GTPase homolog A2b); GTP binding | chr1:2276267-2277151 FORWARDmoderately similar to ( 256)RGP2_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Rab11_like RAB Rab Ras Rab4 Rab8_Rab10_Rab13_like Rab2 Rab1_Ypt1 Rab5_related Rab19 Rab18 Rab14 Rab6 Rab35 Rab39 RabA_like Rab21 Rab30 Rab26 Rab15 Rab7 Rab3 Rab32_Rab38 Rab27A COG1100 Ras_like_GTPase Rab9 Rab33B_Rab33A Rab12 Rab36_Rab34 Rab23_lke Rab40 Ras RJL Rab24 Rab28 RabL2 RAS Rho Ran M_R_Ras_like RHO Ras2 H_N_K_Ras_like RalA_RalB RheB Spg1 RERG_RasL11_like RabL4 Rab20 Rho4_like Miro Rap_like Rop_like RSR1 Rho3 Wrch_1 RAN RabL3 Rap2 Rho2 Rap1 RhoA_like Rit_Rin_Ric Rac1_like Arf_Arl Tc10 RhoG ARHI_like Ras_dva Rnd Arl10_like Rnd3_RhoE_Rho8 Arl5_Arl8 RGK Rnd1_Rho6 Arf Cdc42 Arl4_Arl7 RRP22 Rhes_like ARF Rnd2_Rho7 Arf6 Miro1 ARLTS1"	signalling.G-proteins	30_5

CUST_60442_PI403524517	2	-0.011713982	-0.48112392	0.04970646	-0.4069805	0.011713982	0.1360445	35_17231	"Cluster: Hypothetical protein P0569E11.10; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0569E11.10 - Oryza sativa (japonica cultivar-g"	UniRef90_Q69JZ2	CHR4V7|COORD:18074737..18075693| 1-phosphatidylinositol phosphodiesterase-related	AT4G38690.1	CHR09V5|COORD:21062217..21060635|protein ki1 protein, putative, expressed	LOC_Os09g36520.1	no descriptionmoderately similar to ( 440)AT4G38690| Symbols:  | 1-phosphatidylinositol phosphodiesterase-related | chr4:18074737-18075693 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07003 PRK12678 Herpes_BLLF1 APC_basic PRK12323 PRK07764 PLCc HPC2 PRK07883 DUF1509 IER infB Gag_spuma DUF566 AF-4	lipid metabolism.lipid degradation.lysophospholipases	11_9_3

CUST_1671_PI403524517	2	0.39442968	-1.8471098	-0.32004547	0.36816978	0.27500772	-0.2750082	35_441	Rep: H0523F07.10 protein - Oryza sativa (Rice)	UniRef90_Q01JQ3	"CHR1V7|COORD:5446680..5447671| LHCB6 (LIGHT HARVESTING COMPLEX PSII); chlorophyll binding"	AT1G15820.1	CHR04V5|COORD:22618521..22616823|protein chlorophyll a-b binding protein CP24, chloroplast precursor, putative, expressed	LOC_Os04g38410.1	" no descriptionmoderately similar to ( 389)AT1G15820| Symbols: CP24, LHCB6 | LHCB6 (LIGHT HARVESTING COMPLEX PSII); chlorophyll binding | chr1:5446680-5447671 REVERSEmoderately similar to ( 382)CB4_SPIOLChlorophyll a-b binding protein CP24, chloroplast precursor - Spinacia oleracea (Spinach)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Chloroa_b-bind PRK07764 APC_basic Tymo_45kd_70kd PRK07003 "	PS.lightreaction.photosystem II.LHC-II	1_1_1_1

CUST_2737_PI403524517	2	-0.017086983	-0.84358406	0.017086029	0.10489845	0.17902088	-0.6286869	35_748	Rep: Os02g0818000 protein - Oryza sativa (japonica cultivar-group)	UniRef90_Q0DWE9	CHR4V7|COORD:17391013..17393215| LEJ2 (LOSS OF THE TIMING OF ET AND JA BIOSYNTHESIS 2)	AT4G36910.1	CHR02V5|COORD:35086471..35088446|protein CBS domain containing protein, expressed	LOC_Os02g57280.1	no descriptionnot assigned CBS CBS_pair CBS_pair_BON_assoc CBS_pair_ACT_assoc2 CBS_pair_SpoIVFB_EriC_assoc CBS_pair_9 CBS_pair_2 CBS_pair_20 CBS_pair_15 CBS_pair_16 CBS_pair_22 CBS_pair_21 CBS_pair_HPP_assoc CBS_pair_CAP-ED_DUF294_PBI_assoc2 CBS_pair_23 CBS_pair_DHH_polyA_Pol_assoc COG3448 CBS_pair_18 COG0517 CBS_pair_MET2_assoc CBS_pair_3 CBS_pair_ACT_assoc CBS_pair_DRTGG_assoc CBS_pair_PAS_GGDEF_DUF1_assoc COG2524 CBS_pair_10 CBS_pair_IMPDH MgtE CBS_pair_KpsF_GutQ_assoc PRK05567 CBS_pair_25 COG4109 CBS_pair_Mg_transporter CBS_pair_8 CBS_pair_11 COG2905 CBS_pair_ParBc_assoc CBS_pair_CAP-ED_DUF294_assoc_arch CBS_pair_GGDEF_assoc2 CBS_pair_ABC_OpuCA_assoc2 CBS CBS_pair_IMPDH_2 IMPDH CBS_pair_24 CBS_pair_NTP_transferase_assoc CBS_pair_19 CBS_pair_EriC_assoc_bac_arch CBS_pair_17 CBS_pair_7 CBS_pair_PALP_assoc2 CBS_pair_13 CBS_pair_CAP-ED_DUF294_PBI_assoc CBS_pair_M50_like CBS_pair_SpoIVFB_EriC_assoc2 COG3620 CBS_pair_1	not assigned.unknown	35_2

CUST_56373_PI403524517	2	0.035647392	-0.3080511	0.022891045	-0.012674332	0.0031013489	-0.0031023026	35_16048	"Cluster: Putative PHG1A protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative PHG1A protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5Z5T2	CHR3V7|COORD:4521719..4524401| endomembrane protein 70, putative	AT3G13772.1	CHR06V5|COORD:21958760..21953469|protein transmembrane 9 superfamily protein member 4, putative, expressed	LOC_Os06g37160.1	 no descriptionhighly similar to ( 677)AT3G13772| Symbols:  | endomembrane protein 70, putative | chr3:4521719-4524401 REVERSEnot assigned not assigned EMP70 PotE PRK03699 	not assigned.unknown	35_2

CUST_73048_PI403524517	2	0.041487694	0.78949356	0.12301636	-0.16211033	-0.04853344	-0.04148674	35_20942	"Cluster: Hypothetical protein P0489B03.12-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0489B03.12-1 - Oryza sativa (japonica cultiv"	UniRef90_Q5N7C8	0	0	CHR01V5|COORD:37504283..37511781|protein dual specificity protein phosphatase Diacylglycerol kinase, catalytic region, putative, expressed	LOC_Os01g64010.2	no descriptionnot assigned not assigned PRK12361 DSPc DSPc DSPc CDC14	not assigned.unknown	35_2

CUST_87858_PI403524517	2	0.082606316	0.26554966	-0.022665024	-0.059937477	-0.0518713	0.022665024	35_25155	"Cluster: Os01g0116600 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os01g0116600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JR69	CHR5V7|COORD:3360562..3364415| elongation factor 1-alpha, putative / EF-1-alpha, putative	AT5G10630.1	CHR04V5|COORD:29874374..29866386|protein HBS1-like protein, putative, expressed	LOC_Os04g50870.1	 no descriptionweakly similar to ( 125)AT5G10630| Symbols:  | elongation factor 1-alpha, putative / EF-1-alpha, putative | chr5:3360562-3364415 FORWARDnot assigned not assigned HBS1_C eRF3c_III TEF1 EF1_alpha_III PRK12317 Translation_factor_III GTP_EFTU_D3 	protein.synthesis.elongation	29_2_4

CUST_67152_PI403524517	2	0.1553917	0.09455109	-0.006457329	-0.021251678	0.006457329	-0.0774641	35_19177	"Cluster: Putative peptidyl-prolyl cis-trans isomerase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative peptidyl-prolyl cis-trans isomerase - Oryza sat"	UniRef90_Q84MY7	"CHR1V7|COORD:4693377..4694176| ATE1 (ATPase E1); nucleic acid binding"	AT1G13690.1	CHR03V5|COORD:22373281..22368166|protein peptidyl-prolyl cis-trans isomerase E, putative, expressed	LOC_Os03g40310.1	"no descriptionmoderately similar to ( 229)AT1G13690| Symbols: ATE1 | ATE1 (ATPase E1); nucleic acid binding | chr1:4693377-4694176 FORWARDvery weakly similar to (56.6)GRP1_SINALGlycine-rich RNA-binding protein GRP1A - Sinapis alba (White mustard) (Brassica hirta)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned RRM COG0724 RRM_1"	RNA.RNA binding	27_4

CUST_129874_PI403524517	2	0.02727127	-0.08215809	0.016857147	-0.09096146	0.16488838	-0.016857147	35_36476	"Cluster: Os05g0187800 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0187800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DK71	CHR4V7|COORD:14444943..14446958| Der1-like family protein / degradation in the ER-like family protein	AT4G29330.1	CHR05V5|COORD:5377492..5373687|protein derlin-3, putative, expressed	LOC_Os05g09550.3	no description	not assigned.unknown	35_2

CUST_100346_PI403524517	2	0.1446228	-1.3698025	-0.14462233	0.23345947	0.29565907	-0.4271965	35_28646	"Cluster: Sulfate transporter 3.1, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Sulfate transporter 3.1, putative, expressed - Oryza sat"	UniRef90_Q10RF5	"CHR3V7|COORD:19262481..19266655| SULTR3;1 (SULFATE TRANSPORTER 1); sulfate transporter"	AT3G51895.1	CHR03V5|COORD:3256021..3250261|protein sulfate transporter 3.1, putative, expressed	LOC_Os03g06520.1	" no descriptionweakly similar to ( 198)AT3G51895| Symbols: AST12, ATST1, SULTR3;1 | SULTR3;1 (SULFATE TRANSPORTER 1); sulfate transporter | chr3:19262481-19266655 REVERSEvery weakly similar to (83.2)NO70_SOYBNEarly nodulin 70 - Glycine max (Soybean)not assigned Sulfate_transp SUL1 "	transport.sulphate	34_6

CUST_70774_PI403524517	2	0.02828598	-0.24367046	-0.022380829	0.022381783	0.023734093	-0.025506973	35_20277	"Cluster: Os09g0547200 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os09g0547200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IZV3	"CHR4V7|COORD:16931116..16933246| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G34220.2); similar to unknown protein [Oryza sativa (japonica"	AT4G35730.1	CHR09V5|COORD:21612608..21609609|protein expressed protein	LOC_Os09g37510.1	" no descriptionweakly similar to ( 185)AT4G35730| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G34220.2); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD46466.1); similar to Os09g0547200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001063848.1); contains InterPro domain Protein of unknown function DUF292, eukaryotic; (InterPro:IPR005061) | chr4:16931116-16933246 FORWARDnot assigned DUF292 "	not assigned.unknown	35_2

CUST_33655_PI403524517	2	0.16641808	0.60166836	-0.20472145	-0.20098448	0.39669466	-0.1664176	35_9701	Rep: H0212B02.1 protein - Oryza sativa (Rice)	UniRef90_Q25AN2	"CHR1V7|COORD:6856203..6859504| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G47900.1); similar to Putative myosin-like protein [Oryza sativa (japo"	AT1G19835.1	CHR04V5|COORD:32861822..32867352|protein expressed protein	LOC_Os04g55570.1	" no descriptionvery weakly similar to (64.7)AT1G19835| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G47900.1); similar to Putative myosin-like protein [Oryza sativa (japonica cultivar-group)] (GB:AAL77142.1); similar to Os03g0246500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001049544.1); contains InterPro domain Prefoldin; (InterPro:IPR009053); contains InterPro domain Protein of unknown function DUF869, plant; (InterPro:IPR008587) | chr1:6856203-6859504 REVERSEDUF869 "	not assigned.unknown	35_2

CUST_4804_PI404877155	2	0.05398655	-0.39043522	-0.30275154	0.08496952	-0.0062026978	0.0062036514	Contig16116_at	"chlorophyll A-B binding family protein [Arabidopsis thaliana] gb|AAG51944.1| putative chlorophyll A-B binding protein; 65434-67056 [Arabidop"	NP_177783.1	chlorophyll A-B binding family protein	At1g76570.1	protein Chlorophyll A-B binding protein, putative	Os09g12540	"chlorophyll A-B binding family protein, similar to chlorophyll A-B binding protein GB:P12470 (Nicotiana plumbaginifolia); contains Pfam profile: PF00504 Chlorophyll A-B binding proteins"	PS.lightreaction.photosystem II.LHC-II	1_01_01_01

CUST_66233_PI403524517	2	0.009032249	-0.17015362	-0.1949749	0.054805756	-0.009033203	0.12099838	35_18916	"Cluster: Hypothetical protein P0654A08.34; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0654A08.34 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6K6D3	"CHR2V7|COORD:17109168..17111521| similar to Os02g0502500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001046902.1); similar to Tyrosine protein kinase,"	AT2G40980.1	CHR02V5|COORD:17775171..17779680|protein expressed protein	LOC_Os02g29890.1	" no descriptionhighly similar to ( 671)AT2G40980| Symbols:  | similar to Os02g0502500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001046902.1); similar to Tyrosine protein kinase, active site [Medicago truncatula] (GB:ABE91556.1); contains InterPro domain Protein kinase-like; (InterPro:IPR011009) | chr2:17109168-17111521 FORWARDnot assigned "	not assigned.unknown	35_2

CUST_59848_PI403524517	2	0.02666378	0.05006504	-0.112220764	-0.072686195	0.05750847	-0.02666378	35_17062	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10N76	"CHR3V7|COORD:19894964..19896546| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G55710.1); similar to Os03g0279600 [Oryza sativa (japonica"	AT3G53630.1	CHR03V5|COORD:9500162..9498934|protein expressed protein	LOC_Os03g17140.1	" no descriptionweakly similar to ( 152)AT3G53630| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G55710.1); similar to Os03g0279600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001049733.1); similar to H+-transporting two-sector ATPase, alpha/beta subunit, central re (GB:ABE82097.1) | chr3:19894964-19896546 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Herpes_BLLF1 PRK12678 PRK07003 DUF566 HPC2 TT_ORF1 Pneumo_att_G Atrophin-1 AF-4 Tymo_45kd_70kd "	not assigned.unknown	35_2

CUST_103961_PI403524517	2	0.058407307	-0.031826973	0.031826496	0.24546385	-0.066180706	-0.30160618	35_29635	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_130080_PI403524517	2	0.33291483	0.313447	-0.018863201	0.018863201	-0.22446871	-0.10712004	35_36533	"Cluster: F-box family protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: F-box family protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K3E9	CHR2V7|COORD:590392..591594| ATPP2-B1 (Phloem protein 2-B1)	AT2G02230.1	CHR02V5|COORD:34827998..34830208|protein phloem-specific lectin, putative, expressed	LOC_Os02g56840.1	no descriptionvery weakly similar to (98.2)AT2G02230| Symbols: ATPP2-B1 | ATPP2-B1 (Phloem protein 2-B1) | chr2:590392-591594 REVERSE	cell.organisation	31_1

CUST_25642_PI399408534	2	-0.014699936	0.1083231	-0.030449867	0.01470089	-0.28219318	0.12018299	35_32106	"Cluster: Os01g0608000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0608000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JLC9	CHR2V7|COORD:11395699..11398364| leucine-rich repeat transmembrane protein kinase, putative	AT2G26730.1	CHR01V5|COORD:24308752..24302798|protein atypical receptor-like kinase MARK, putative, expressed	LOC_Os01g42294.1	 no descriptionvery weakly similar to (77.0)AT2G26730| Symbols:  | leucine-rich repeat transmembrane protein kinase, putative | chr2:11395699-11398364 FORWARDnot assigned 	signalling.receptor kinases.leucine rich repeat III	30_2_3

CUST_47071_PI403524517	2	0.03643322	0.45807266	0.100268364	-0.08722973	-0.036432266	-0.18909645	35_13479	Rep: Putative thioredoxin m2 - Pisum sativum (Garden pea)	UniRef90_Q95AH9	"CHR3V7|COORD:5188455..5189464| ATHM4 (Arabidopsis thioredoxin M-type 4); thiol-disulfide exchange intermediate"	AT3G15360.1	CHR12V5|COORD:4461953..4460665|protein thioredoxin M-type, chloroplast precursor, putative, expressed	LOC_Os12g08730.1	" no descriptionweakly similar to ( 111)AT3G15360| Symbols: ATM4, TRX-M4, ATHM4 | ATHM4 (Arabidopsis thioredoxin M-type 4); thiol-disulfide exchange intermediate | chr3:5188455-5189464 FORWARDweakly similar to ( 117)TRXM_ORYSAnot assigned not assigned not assigned not assigned not assigned TRX_family Thioredoxin PRK10996 trxA COG3118 PDI_a_family TrxA ybbN PDI_a_P5 TRX_PICOT PDI_a_ERp38 TRX_NTR TlpA_like_family PDI_a_ERdj5_C PDI_a_ERp46 "	redox.thioredoxin	21_1

CUST_53706_PI403524517	2	-0.11910248	0.57393074	-0.07679844	0.06206703	0.029874802	-0.029875755	35_15283	"Cluster: Hypothetical protein OJ1115_B06.15; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1115_B06.15 - Oryza sativa (japonica cultiv"	UniRef90_Q688X9	CHR5V7|COORD:9491369..9493642| drought-responsive family protein	AT5G26990.1	CHR05V5|COORD:27887817..27884290|protein fiber protein Fb2, putative, expressed	LOC_Os05g48800.2	"no descriptionvery weakly similar to (83.6)AT3G06760| Symbols:  | similar to HRB1 (HYPERSENSITIVE TO RED AND BLUE) [Arabidopsis thaliana] (TAIR:AT5G49230.1); similar to fiber protein Fb2 [Gossypium barbadense] (GB:AAN77145.1); contains InterPro domain Drought induced 19; (InterPro:IPR008598) | chr3:2132977-2134361 FORWARDnot assigned not assigned not assigned Di19 DUF390"	stress.abiotic.drought/salt	20_2_3

CUST_23329_PI403524517	2	-0.10249901	0.31934547	0.34759903	-0.072155	-0.07060814	0.07060814	35_6780	"Cluster: Os06g0498400 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os06g0498400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DC10	CHR1V7|COORD:3581211..3590044| SEX1 (STARCH EXCESS 1)	AT1G10760.1	CHR06V5|COORD:17487835..17500187|protein alpha-glucan water dikinase, chloroplast precursor, putative, expressed	LOC_Os06g30310.1	 no descriptionmoderately similar to ( 246)AT1G10760| Symbols: SOP1, SOP, SEX1, GWD1, GWD | SEX1 (STARCH EXCESS 1) | chr1:3581211-3590044 REVERSEmoderately similar to ( 260)GWD1_SOLTUAlpha-glucan water dikinase, chloroplast precursor - Solanum tuberosum (Potato)PPDK_N PRK06464 PRK06241 PpsA 	major CHO metabolism.degradation.starch.glucan water dikinase	2_2_2_3

CUST_12042_PI404877155	2	0.013727188	-0.013727188	-0.16057682	0.08225155	0.092222214	-0.041104317	Contig5766_at	unknown protein [Oryza sativa (japonica cultivar-group)] dbj|BAC56785.1| unknown protein [Oryza sativa (japonica cultivar-group)]	NP_913887.1	mitochondrial transcription termination factor-related / mTERF-related	At4g38160.1	protein mTERF	Os08g40430	gi|28201276|dbj|BAC56785.1| P0686C03.23	RNA.regulation of transcription.unclassified	27_3_99

CUST_12227_PI403524517	2	0.021144867	-0.1069231	0.039505005	-0.033733368	0.015367508	-0.015367508	35_3481	"Cluster: Putative WD repeat domain 45; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative WD repeat domain 45 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8LR61	CHR3V7|COORD:23229834..23232085| AtATG18a (Arabidopsis thaliana homolog of yeast autophagy 18 (ATG18) a)	AT3G62770.2	CHR01V5|COORD:41297941..41293508|protein WD-repeat domain phosphoinositide-interacting protein 3, putative, expressed	LOC_Os01g70780.1	no descriptionmoderately similar to ( 430)AT3G62770| Symbols: AtATG18a | AtATG18a (Arabidopsis thaliana homolog of yeast autophagy 18 (ATG18) a) | chr3:23230447-23232085 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned WD40 COG2319 TT_ORF1	transport.misc	34_99

CUST_119130_PI403524517	2	-0.03143263	0.03143263	0.5760946	0.119999886	-0.5915818	-0.15507984	35_33713	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_105978_PI403524517	2	1.7404556E-4	-1.1800289	0.20339775	-0.063234806	-1.7356873E-4	0.083910465	35_30172	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_120102_PI403524517	2	0.20911455	-0.034896374	0.0899806	-0.027324677	-0.47392416	0.027324677	35_33962	Rep: F11F12.15 protein - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q9LPS3	"CHR1V7|COORD:18711885..18719265| HIT1 (HEAT-INTOLERANT 1); transporter"	AT1G50500.1	0	0	"no descriptionvery weakly similar to (52.8)AT1G50500| Symbols: HIT1 | HIT1 (HEAT-INTOLERANT 1); transporter | chr1:18711885-18719265 REVERSEnot assigned"	cell. vesicle transport	31_4

CUST_18285_PI404877155	2	-0.028918266	0.0704031	0.0172863	-0.06820297	-0.0172863	0.12193966	HVSMEf0021O19r2_s_at	aspartate kinase [Oryza sativa]	BAA95630.1	aspartate kinase	At5g13280.1	protein putative aspartate kinase	Os03g63330	aspartate kinase, lysine-sensitive, nearly identical to gi:2257743	amino acid metabolism.synthesis.aspartate family.misc.homoserine.aspartate kinase	13_1_3_6_1_1

CUST_119136_PI403524517	2	0.5074806	0.077796936	-0.07779646	0.22406816	-0.38161945	-0.713922	35_33715	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_10526_PI403524517	2	0.0038452148	0.13271523	-0.5181837	-0.0038461685	-0.22060776	0.1060524	35_2970	"Cluster: Hypothetical protein OSJNBa0007C23.12; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0007C23.12 - Oryza sativa (japonica"	UniRef90_Q60E41	"CHR1V7|COORD:6062306..6063100| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G11890.1); similar to Heavy metal transport/detoxification protein;"	AT1G17620.1	CHR05V5|COORD:6145581..6144309|protein NDR1/HIN1-Like protein 2, putative, expressed	LOC_Os05g11010.1	"no descriptionweakly similar to ( 114)AT1G17620| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G11890.1); similar to Heavy metal transport/detoxification protein; Harpin-induced 1 [Medicago truncatula] (GB:ABE94112.1); contains InterPro domain Harpin-induced 1; (InterPro:IPR010847) | chr1:6062306-6063100 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Hin1 PRK12323 Atrophin-1 PRK07003 PRK07764 PRK05648 Tymo_45kd_70kd Extensin_2 HPC2 DUF1421 DUF566 DUF605 TT_ORF1 Drf_FH1"	not assigned.no ontology	35_1

CUST_31886_PI399408534	2	-0.015793324	-0.40014744	-0.2430706	0.24113178	0.0157938	0.18184853	35_19370	Rep: Auxin response factor 8 - Oryza sativa (Rice)	UniRef90_Q8S977	"CHR5V7|COORD:14647381..14651336| ARF8 (AUXIN RESPONSE FACTOR 8); transcription factor"	AT5G37020.1	CHR04V5|COORD:34066807..34059350|protein auxin response factor 8, putative, expressed	LOC_Os04g57610.3	no descriptionweakly similar to ( 187)AT5G37020| Symbols: ARF8 | ARF8 (AUXIN RESPONSE FACTOR 8) | chr5:14647381-14651146 FORWARDvery weakly similar to (55.8)IAA25_ORYSA	RNA.regulation of transcription.ARF, Auxin Response Factor family	27_3_4

CUST_9888_PI403524517	2	-0.029922485	-0.010652542	0.028755188	-0.005384445	0.005384445	0.02533245	35_2786	Rep: Syntaxin-132 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q8VZU2	"CHR5V7|COORD:2588533..2591107| SYP132 (syntaxin 132); t-SNARE"	AT5G08080.1	CHR07V5|COORD:3448653..3444643|protein syntaxin 132, putative, expressed	LOC_Os07g07000.1	" no descriptionmoderately similar to ( 353)AT5G08080| Symbols: ATSYP132, SYP132 | SYP132 (syntaxin 132); t-SNARE | chr5:2588533-2590489 FORWARDnot assigned not assigned not assigned not assigned not assigned SynN COG5074 SynN SNARE COG5325 Syntaxin t_SNARE t_SNARE "	cell. vesicle transport	31_4

CUST_57642_PI403524517	2	0.67751884	-1.4431973	-0.4287548	0.5893259	0.15205336	-0.15205336	35_16432	"Cluster: Expressed protein; n=4; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10KE5	0	0	CHR03V5|COORD:15446593..15452604|protein expressed protein	LOC_Os03g27019.7	no description	not assigned.unknown	35_2

CUST_9778_PI403524517	2	0.22087812	-0.009134769	0.05995989	0.009134769	-0.0252285	-0.025995731	35_2755	"Cluster: Organic cation transporter-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Organic cation transporter-like protein - Oryza sativa (japon"	UniRef90_Q69MP4	CHR4V7|COORD:9706200..9708154| oxidoreductase family protein	AT4G17370.1	CHR08V5|COORD:2758811..2750622|protein oxidoreductase family, NAD-binding Rossmann fold containing protein, expressed	LOC_Os08g05280.1	no descriptionweakly similar to ( 189)AT4G17370| Symbols:  | oxidoreductase family protein | chr4:9706200-9708154 FORWARDnot assigned MviM GFO_IDH_MocA	not assigned.no ontology	35_1

CUST_68107_PI403524517	2	0.06844711	-0.22250462	-0.04561615	0.04561615	0.33645248	-0.14285564	35_19461	"Cluster: FLK, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: FLK, putative, expressed - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QMN6	CHR4V7|COORD:7758606..7760888| leucine-rich repeat family protein / extensin family protein	AT4G13340.1	CHR12V5|COORD:25058216..25065293|protein KH domain containing protein, expressed	LOC_Os12g40560.1	"no descriptionweakly similar to ( 111)AT3G04610| Symbols: FLK | FLK (FLOWERING LOCUS KH DOMAIN); nucleic acid binding | chr3:1250768-1254278 REVERSEnot assigned not assigned PCBP_like_KH KH-I KH_1"	RNA.RNA binding	27_4

CUST_10639_PI403524517	2	0.018014908	0.08164215	0.040240288	-0.018015862	-0.06749153	-0.13975811	35_3004	"Cluster: Putative N5'-nucleotidase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative N5'-nucleotidase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XZV8	CHR1V7|COORD:28227651..28232412| 5' nucleotidase family protein	AT1G75210.1	CHR03V5|COORD:32042937..32035788|protein cytosolic purine 5-nucleotidase, putative, expressed	LOC_Os03g56310.1	no descriptionhighly similar to ( 721)AT1G75210| Symbols:  | 5' nucleotidase family protein | chr1:28227651-28232412 FORWARDnot assigned not assigned 5_nucleotid	not assigned.no ontology	35_1

CUST_119443_PI403524517	2	0.24673367	0.06919479	-0.06919527	0.4619484	-0.3751979	-0.24359417	35_33796	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_75349_PI403524517	2	-0.33266258	0.45315266	0.28709698	-0.33979034	0.1642561	-0.16425514	35_21598	"Cluster: Hypothetical protein B1099D03.35; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1099D03.35 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5N819	"CHR3V7|COORD:7795290..7796294| CWLP (CELL WALL-PLASMA MEMBRANE LINKER PROTEIN); lipid binding"	AT3G22120.1	CHR01V5|COORD:38972557..38969293|protein hypothetical protein	LOC_Os01g66544.1	no description	not assigned.unknown	35_2

CUST_73999_PI403524517	2	0.012611389	0.36614323	-0.07079697	-0.18798065	-0.012612343	0.10401344	35_21222	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_14573_PI404877155	2	2.5367737E-4	-0.03164196	-0.10782337	0.04172325	0.051953316	-2.5367737E-4	Contig8375_at	ankyrin-like protein [Arabidopsis thaliana]	AAM61029.1	dehydration-responsive protein-related	At1g04430.1	protein expressed protein	Os10g33720	gi|13129503|gb|AAK13157.1|AC078829_9 hypothetical protein	stress.abiotic.drought/salt	20_2_3

CUST_13154_PI403524517	2	0.06165409	0.81142807	-0.0030670166	-0.15461922	-0.17775822	0.0030670166	35_3765	"Cluster: Arabidopsis thaliana genomic DNA, chromosome 5, P1 clone:MCL19; n=3; Arabidopsis thaliana|Rep: Arabidopsis thaliana genomic DNA, chromosome 5, P1 clone"	UniRef90_Q9FNK3	CHR5V7|COORD:18740662..18743061| KH domain-containing protein	AT5G46190.1	CHR08V5|COORD:5809684..5804771|protein nucleic acid binding protein, putative, expressed	LOC_Os08g10030.2	no descriptionmoderately similar to ( 258)AT5G46190| Symbols:  | KH domain-containing protein | chr5:18740662-18743061 REVERSEnot assigned not assigned not assigned not assigned not assigned KH-I PCBP_like_KH KH_1 KH PRK11824	not assigned.no ontology	35_1

CUST_8389_PI404877155	2	0.032129288	0.35196114	-0.032129288	-0.07285118	-0.1542244	0.073934555	Contig24842_at	putative curly leaf protein [Oryza sativa (japonica cultivar-group)]	BAB19344.1	curly leaf protein (CURLY LEAF) / polycomb-group protein	At2g23380.1	protein SET domain, putative	Os06g16390	"ICU1;CLF;CURLY LEAF;INCURVATA 1;curly leaf protein (CURLY LEAF) / polycomb-group protein, identical to polycomb group (Arabidopsis thaliana) GI:1903019 (curly leaf); contains Pfam profile PF00856: SET domain"	RNA.regulation of transcription.unclassified	27_3_99

CUST_137051_PI403524517	2	-0.5124955	0.27372885	-0.13221121	-0.4399085	0.13221121	0.27389622	35_38435	"Cluster: Putative ribulokinase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative ribulokinase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ETN0	CHR4V7|COORD:14831919..14834804| ribitol kinase, putative	AT4G30310.1	CHR02V5|COORD:4302070..4309652|protein carbohydrate kinase, putative, expressed	LOC_Os02g08130.3	 no descriptionvery weakly similar to (66.6)AT4G30310| Symbols:  | ribitol kinase, putative | chr4:14831919-14835098 FORWARDAraB 	minor CHO metabolism.sugar alcohols	3_3

CUST_72846_PI403524517	2	-0.049865723	-0.07219124	0.10961628	0.04986477	-0.09670353	0.059311867	35_20885	"Cluster: Putative oxysterol-binding protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative oxysterol-binding protein - Oryza sativa (japonica"	UniRef90_Q9AV10	"CHR4|COORD:11860455..11864388| similar to oxysterol-binding family protein [Arabidopsis thaliana] (TAIR:At4g08180.2); similar to oxysterol-binding family"	AT4G22540.3	CHR10V5|COORD:21419734..21425170|protein oxysterol-binding protein 1, putative, expressed	LOC_Os10g40590.1	no descriptionmoderately similar to ( 328)AT4G22540| Symbols:  | oxysterol binding | chr4:11860980-11863897 REVERSEnot assigned not assigned not assigned Oxysterol_BP	cell. vesicle transport	31_4

CUST_23005_PI399408534	2	-0.024770737	0.3150444	-0.021038055	0.02178669	-0.1763773	0.02103901	35_3590	"Cluster: Zinc finger protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Zinc finger protein, putative, expressed - Oryza sativa (jap"	UniRef90_Q2QMB3	CHR1V7|COORD:11768233..11769571| LOL1 (LSD ONE LIKE 1)	AT1G32540.1	CHR12V5|COORD:25785268..25781671|protein 18S subunit ribosomal protein, putative, expressed	LOC_Os12g41700.1	no descriptionweakly similar to ( 125)AT1G32540| Symbols: LOL1 | LOL1 (LSD ONE LIKE 1) | chr1:11768233-11769571 FORWARDzf-LSD1	RNA.regulation of transcription.unclassified	27_3_99

CUST_91152_PI403524517	2	0.11333132	0.70970535	0.42940187	-0.26217556	-0.113331795	-0.124228954	35_26064	"Cluster: Kinase, pfkB family protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Kinase, pfkB family protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XDM4	CHR4V7|COORD:14167811..14170625| pfkB-type carbohydrate kinase family protein	AT4G28706.2	CHR10V5|COORD:16857216..16860503|protein protein kinase/ ribokinase, putative	LOC_Os10g32830.1	no descriptionvery weakly similar to (67.8)AT4G28706| Symbols:  | pfkB-type carbohydrate kinase family protein | chr4:14167811-14170625 FORWARDribokinase_group_B RbsK ribokinase_group_A KdgK PfkB	minor CHO metabolism.others	3_5

CUST_8555_PI404877155	2	0.032949448	-0.5041847	-0.06835556	0.010777473	0.038074493	-0.01077652	Contig2526_at	succinyl-CoA ligase [GDP-forming] beta-chain, mitochondrial, putative / succinyl-CoA synthetase, beta chain, putative /	NP_179632.1	succinyl-CoA ligase (GDP-forming) beta-chain, mitochondrial, putative / succinyl-CoA synthetase, beta chain, put	At2g20420.1	protein succinyl-CoA synthetase, beta subunit	Os02g40830	plastidic alpha 1,4-glucan phosphorylase 3	TCA / org. transformation.TCA.succinyl-CoA ligase	8_1_06

CUST_177423_PI403524517	2	0.0025577545	0.05286026	-0.0025587082	-0.1882658	-0.16875744	0.0068540573	35_49354	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_77097_PI403524517	2	-0.001932621	0.21904945	-0.047106266	-0.12596273	1.2413445	0.0019321442	35_22102	"Cluster: Expressed protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2RB13	"CHR3V7|COORD:9949663..9952794| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G10060.1); similar to expressed protein [Oryza sativa (japonica"	AT3G26990.1	CHR12V5|COORD:1299969..1291669|protein expressed protein	LOC_Os12g03340.1	"no descriptionweakly similar to ( 158)AT5G10060| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G65180.1); similar to 117M18_7 [Brassica rapa] (GB:AAZ66926.1); similar to 52O08_22 [Brassica rapa subsp. pekinensis] (GB:AAZ67568.1); similar to 4D11_9 [Brassica rapa subsp. pekinensis] (GB:AAZ67523.1); contains InterPro domain Regulation of nuclear pre-mRNA protein; (InterPro:IPR006569); contains InterPro domain Protein of unknown function DUF618; (InterPro:IPR006903) | chr5:3145995-3148050 REVERSEnot assigned RPR CID DUF618"	not assigned.unknown	35_2

CUST_8342_PI404877155	2	-0.41536522	0.44424248	-0.029784203	0.029785156	0.3587284	-0.086494446	Contig2471_at	AP2 domain-containing transcription factor, putative [Arabidopsis thaliana] pir||T04787 hypothetical protein F10M10.180 - Arabidopsis thalia	NP_195167.1	AP2 domain-containing transcription factor, putative	At4g34410.1	protein AP2 domain, putative	Os08g36920	AP2 domain transcription factor	hormone metabolism.ethylene.signal transduction	17_5_2

CUST_115908_PI403524517	2	0.26799488	-0.7168398	-0.109044075	0.15896082	0.015505791	-0.015506268	35_32870	"Cluster: Os11g0587100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os11g0587100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IRY1	CHR3V7|COORD:22649666..22652212| pentatricopeptide (PPR) repeat-containing protein	AT3G61170.1	CHR11V5|COORD:21729719..21727528|protein vegetative storage protein, putative, expressed	LOC_Os11g37660.1	no descriptionvery weakly similar to (72.4)AT3G61170| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr3:22649666-22652212 REVERSE	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_15385_PI403524517	2	0.35776663	0.14478493	-0.11612749	0.11612749	-0.23678017	-0.32875872	35_4438	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10P76	CHR1V7|COORD:28425934..28426831| chaperone protein dnaJ-related	AT1G75690.1	CHR03V5|COORD:7594971..7597981|protein expressed protein	LOC_Os03g14040.3	no descriptionweakly similar to ( 152)AT1G75690| Symbols:  | chaperone protein dnaJ-related | chr1:28425934-28426831 REVERSE	protein.folding	29_6

CUST_101163_PI403524517	2	-0.8307991	-2.8408384	0.66444683	-0.13019371	1.0962496	0.13019371	35_28873	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_32361_PI403524517	2	-0.030124187	0.17228222	-0.04165888	0.030124187	-0.058097363	0.11131573	35_9334	"Cluster: Putative helix-loop-helix protein 1A; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative helix-loop-helix protein 1A - Oryza sativa (japonica cu"	UniRef90_Q5N8U8	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	CHR01V5|COORD:39538156..39543486|protein helix-loop-helix DNA-binding domain containing protein, expressed	LOC_Os01g67480.1	no descriptionPRK07764 PRK12323	not assigned.unknown	35_2

CUST_133392_PI403524517	2	-0.052624702	1.0418186	0.06646061	-0.23561764	-0.05234623	0.052345276	35_37449	"Cluster: Os01g0133400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0133400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JQX6	"CHR5V7|COORD:5272907..5275681| GLT1/PGLCT (GLUCOSE TRANSPORTER 1); carbohydrate transporter/ sugar porter"	AT5G16150.2	CHR01V5|COORD:1840616..1845988|protein arabinose-proton symporter, putative, expressed	LOC_Os01g04190.3	" no descriptionvery weakly similar to (63.9)AT5G16150| Symbols: PGLCT, GLT1 | GLT1/PGLCT (GLUCOSE TRANSPORTER 1); carbohydrate transporter/ sugar porter | chr5:5272907-5275681 FORWARD"	major CHO metabolism.degradation.starch.transporter	2_2_2_6

CUST_109338_PI403524517	2	-0.24143982	-0.52605724	0.47041512	0.2988062	0.004207611	-0.004207611	35_31079	Rep: Proline-rich protein - Triticum aestivum (Wheat)	UniRef90_Q01979	CHR1V7|COORD:6978101..6985306| family II extracellular lipase, putative	AT1G20130.1	CHR05V5|COORD:7727609..7725710|protein early nodulin 75 protein, putative, expressed	LOC_Os05g13940.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Trypan_PARP PRK10819 TonB PRK07764 DUF1210 PRK11633 PRK12323 PRK05648 DUF1421 Drf_FH1 Extensin_2 Neisseria_TspB PRK09752 DedD Atrophin-1	not assigned.unknown	35_2

CUST_97029_PI403524517	2	0.24823666	0.12560177	-0.16523266	-0.24885225	0.7551532	-0.12560177	35_27712	"Cluster: Hypothetical protein P0445H04.31; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0445H04.31 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5SMR6	"CHR3V7|COORD:3946274..3946966| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G12460.1); similar to Os01g0737600 [Oryza sativa (japonica"	AT3G12410.1	CHR01V5|COORD:27296033..27294743|protein 3-5 exonuclease/ nucleic acid binding protein, putative, expressed	LOC_Os01g47180.1	" no descriptionvery weakly similar to (86.7)AT3G12410| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G12460.1); similar to Os01g0737600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001044181.1); similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:BAD87021.1); similar to Os07g0112400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001058743.1); contains InterPro domain Polynucleotidyl transferase, Ribonuclease H fold; (InterPro:IPR012337) | chr3:3946274-3946966 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned 35EXOc "	not assigned.unknown	35_2

CUST_133569_PI403524517	2	0.11956024	-0.37807274	0.0012521744	-0.0012521744	0.09665108	-0.021943092	35_37494	"Cluster: Hypothetical protein P0492F05.1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0492F05.1 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q5NAG7		0	CHR01V5|COORD:6829852..6832102|protein CHCH domain containing protein, expressed	LOC_Os01g12464.1	no description	not assigned.unknown	35_2

CUST_35361_PI403524517	2	0.15946674	0.34170914	0.04581356	-0.12814713	-0.061379433	-0.045814514	35_10194	Rep: Beta-amylase-like - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q9FH80	"CHR5|COORD:18370835..18374102| similar to glycosyl hydrolase family 14 protein [Arabidopsis thaliana] (TAIR:At2g45880.1); similar to beta-amylase [Castanea"	AT5G45300.2	CHR02V5|COORD:1539488..1548149|protein beta-amylase, putative, expressed	LOC_Os02g03690.1	"no descriptionweakly similar to ( 189)AT5G45300| Symbols: BMY2 | BMY2; beta-amylase | chr5:18370863-18373923 FORWARDvery weakly similar to (95.1)AMYB_WHEATBeta-amylase - Triticum aestivum (Wheat)Glyco_hydro_14"	major CHO metabolism.degradation.starch.starch cleavage	2_2_2_1

CUST_15884_PI404877155	2	-0.28255177	0.6415539	0.222826	-0.08225441	-0.01541996	0.015419006	Contig9737_at	putative senescence-associated protein [Oryza sativa] dbj|BAD61717.1| putative ERD7 protein [Oryza sativa (japonica cultivar-group)] dbj|BAD	AAL79714.1	senescence/dehydration- associated protein-related	At3g51250.1	protein Senescence-associated protein, putative	Os06g50330	NONE	stress.abiotic.drought/salt	20_2_3

CUST_14516_PI403524517	2	-0.098763466	0.0051584244	-0.116763115	0.083286285	-0.0051584244	0.016030312	35_4174	"Cluster: Tubulin-specific chaperone C-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Tubulin-specific chaperone C-like - Oryza sativa (japonica"	UniRef90_Q69T18	CHR3V7|COORD:21449248..21452672| tubulin-specific chaperone C-related	AT3G57890.1	CHR06V5|COORD:24573296..24581104|protein expressed protein	LOC_Os06g41110.1	no descriptionhighly similar to ( 641)AT3G57890| Symbols:  | tubulin-specific chaperone C-related | chr3:21449248-21452672 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TBCC Tymo_45kd_70kd PRK12323 PRK07003 PRK09169 DUF1509 AF-4	cell.organisation	31_1

CUST_82504_PI403524517	2	0.061582565	0.17362022	-0.061582565	-0.121557236	-0.08497429	0.0790596	35_23661	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_106557_PI403524517	2	0.1322236	0.13899851	-0.13222313	-0.4145069	0.9631367	-0.33480883	35_30326	"Cluster: Cinnamoyl CoA reductase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Cinnamoyl CoA reductase-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5VNM1	CHR1V7|COORD:11399903..11405702| actin binding	AT1G31810.1	CHR05V5|COORD:28712194..28717966|protein dihydroflavonol-4-reductase, putative, expressed	LOC_Os05g50250.1	no description	not assigned.unknown	35_2

CUST_27139_PI403524517	2	0.063266754	0.5088949	-0.0632658	-0.28576374	-0.15296745	0.09727001	35_7858	Rep: LD20133p - Drosophila melanogaster (Fruit fly)	UniRef90_Q5U0Y6	0	0	CHR06V5|COORD:194018..207583|protein SNF2 family N-terminal domain containing protein, expressed	LOC_Os06g01320.1	no description	not assigned.unknown	35_2

CUST_19230_PI399408534	2	0.14240503	-0.075695515	-0.12120962	0.07569599	0.096851826	-0.11375475	35_36762	"Cluster: Hypothetical protein P0015C02.12; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0015C02.12 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6ATW4	CHR2V7|COORD:17963297..17964910| ribonuclease P family protein	AT2G43190.1	CHR05V5|COORD:23118279..23112951|protein ribonuclease P/ ribonuclease, putative, expressed	LOC_Os05g39530.2	no descriptionvery weakly similar to (65.5)AT2G43190| Symbols:  | ribonuclease P family protein | chr2:17963297-17964910 FORWARD	RNA.processing.ribonucleases	27_1_19

CUST_118163_PI403524517	2	-0.0011539459	0.107821465	0.0011529922	-0.054920197	-0.21312523	0.06626034	35_33463	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_811_PI404877155	2	0.015724182	0.081035614	-0.015725136	-0.07475853	0.058425903	-0.054665565	Contig10764_at	organic anion transporter-like protein [Arabidopsis thaliana] gb|AAR23714.1| At3g20660 [Arabidopsis thaliana]	BAB02242.1	organic cation transporter family protein	At3g20660.1	protein organic anion transporter-like protein	Os04g53930	NONE	transport.unspecified cations	34_14

CUST_8716_PI403524517	2	-0.10143185	-0.5288334	-0.029435158	0.040272713	0.06734371	0.029435158	35_2439	"Cluster: Aspartate aminotransferase, putative, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Aspartate aminotransferase, putative, expressed - Ory"	UniRef90_Q10MQ2	"CHR4V7|COORD:16171850..16174633| AGD2 (ABERRANT GROWTH AND DEATH 2); transaminase"	AT4G33680.1	CHR03V5|COORD:10521878..10525292|protein transaminase/ transferase, transferring nitrogenous groups, putative, expressed	LOC_Os03g18810.1	"no descriptionhighly similar to ( 672)AT4G33680| Symbols: AGD2 | AGD2 (ABERRANT GROWTH AND DEATH 2); transaminase | chr4:16171850-16174633 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned PRK07590 COG0436 PRK09276 PRK08068 PRK09148 PRK07681 PRK08636 Aminotran_1_2 PRK05942 PRK07682 PRK05764 PRK07337 PRK07212 PRK08175 PRK08361 PRK06290 PRK06108 PRK07366 PRK06220 PRK07683 PRK07865 HisC PRK09147 PRK07778 PRK06375 PRK05794 PRK06056 PRK06507 PRK08362 PRK07550 PRK07309 ARO8 PRK08960 PRK06836 PRK08443 PRK06107 MalY PRK08363 PRK07367 PRK03321 PRK08069 PRK06348 PRK07777 PRK09265 PRK07324 PRK07568 PRK08912 PRK07543 PRK05957 PRK05166 PRK06225 avtA PRK00950 PRK02731 PRK03158 PRK06575 PRK05839 COG3977 PRK09105 PRK03317 PRK07310 PRK12414 PRK09082 PRK05387 PRK04152 PRK06855 PRK06358 PRK01533 TyrB PRK03566 PRK08354 PRK03967"	amino acid metabolism.synthesis.aromatic aa.phenylalanine and tyrosine	13_1_6_2

CUST_111774_PI403524517	2	0.017153263	-0.07932663	-0.01715374	0.34538507	0.18371058	-0.29497004	35_31734	"Cluster: Lipase-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Lipase-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8GS76	CHR1V7|COORD:10069533..10071068| lipase, putative	AT1G28650.1	CHR07V5|COORD:26728284..26725727|protein esterase precursor, putative, expressed	LOC_Os07g44780.1	no descriptionweakly similar to ( 114)AT5G45910| Symbols:  | GDSL-motif lipase/hydrolase family protein | chr5:18637647-18639491 REVERSEvery weakly similar to (78.2)EST_HEVBREsterase precursor - Hevea brasiliensis (Para rubber tree)SGNH_plant_lipase_like fatty_acyltransferase_like	misc.GDSL-motif lipase	26_28

CUST_32645_PI403524517	2	0.066214085	-0.066214085	-0.16379595	0.075547695	0.5806341	-0.3520465	35_9412	"Cluster: Chloride channel protein CLC-d, putative, expressed; n=5; Oryza sativa (japonica cultivar-group)|Rep: Chloride channel protein CLC-d, putative, express"	UniRef90_Q10ER0	"CHR5V7|COORD:9189625..9194350| CLC-D (chloride channel D); anion channel/ voltage-gated chloride channel"	AT5G26240.1	CHR03V5|COORD:27821113..27810921|protein chloride channel protein CLC-d, putative, expressed	LOC_Os03g48940.2	" no descriptionhighly similar to ( 599)AT5G26240| Symbols: ATCLC-D, CLC-D | CLC-D (chloride channel D); anion channel/ voltage-gated chloride channel | chr5:9189625-9194350 FORWARDnot assigned not assigned not assigned ClC_6_like ClC_euk ClC_3_like Voltage_CLC ClC_1_like EriC Voltage_gated_ClC EriC PRK05277 EriC_like ClC_like ClC_sycA_like PRK01862 PRK01610 "	transport.unspecified anions	34_18

CUST_85827_PI403524517	2	0.11296749	-0.15490437	-0.072175026	-0.0665369	0.1171484	0.0665369	35_24578	"Cluster: BRCA1 C Terminus domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: BRCA1 C Terminus domain containing protein, exp"	UniRef90_Q10ML5	CHR4V7|COORD:935191..940191| BRCT domain-containing protein	AT4G02110.1	CHR03V5|COORD:10731625..10738962|protein BRCA1 C Terminus domain containing protein, expressed	LOC_Os03g19190.1	no descriptionvery weakly similar to (67.4)AT4G02110| Symbols:  | BRCT domain-containing protein | chr4:935191-940191 FORWARDnot assigned PHD PHD	not assigned.no ontology	35_1

CUST_77370_PI403524517	2	0.003982544	0.3085642	0.063503265	-0.12809753	-0.108284	-0.0039815903	35_22174	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_10737_PI403524517	2	0.05461502	0.122252464	0.00839901	-0.03835106	-0.008398056	-0.02862072	35_3031	"Cluster: Os10g0135600 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os10g0135600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IZ30	CHR5V7|COORD:5266051..5267778| hydrolase, alpha/beta fold family protein	AT5G16120.1	CHR10V5|COORD:2185641..2190883|protein catalytic/ hydrolase, putative, expressed	LOC_Os10g04620.1	 no descriptionmoderately similar to ( 459)AT5G16120| Symbols:  | hydrolase, alpha/beta fold family protein | chr5:5266051-5267778 FORWARDnot assigned not assigned not assigned PldB MhpC Abhydrolase_1 COG1647 PRK10749 	not assigned.no ontology	35_1

CUST_99677_PI403524517	2	0.029943943	0.6666236	0.052144527	-0.10565996	-0.43630934	-0.029943943	35_28454	"Cluster: Hypothetical protein OSJNBa0079B05.10; n=2; Oryza sativa|Rep: Hypothetical protein OSJNBa0079B05.10 - Oryza sativa (Rice)"	UniRef90_Q8W5K6	CHR1V7|COORD:11399903..11405702| actin binding	AT1G31810.1	CHR06V5|COORD:4223415..4226986|protein actin binding protein, putative, expressed	LOC_Os06g08540.1	no descriptionmoderately similar to ( 247)AT1G31810| Symbols:  | actin binding | chr1:11399903-11405702 REVERSE	not assigned.no ontology.formin homology 2 domain-containing protein	35_1_20

CUST_23562_PI403524517	2	0.038568497	0.026960373	0.008207321	-0.076257706	-0.008208275	-0.0411129	35_6849	"Cluster: Mitochondrial ribosomal protein L5; n=1; Glyceria striata|Rep: Mitochondrial ribosomal protein L5 - Glyceria striata (Fowl manna grass)"	UniRef90_Q00PH5	CHRM|COORD:57774..58331| encodes a mitochondrial ribosomal protein L5, a constituent of the large subunit of the ribosomal complex	ATMG00210.1	CHR09V5|COORD:4706752..4703612|protein mitochondrial 60S ribosomal protein L5, putative, expressed	LOC_Os09g08890.1	 no descriptionweakly similar to ( 200)ATMG00210| Symbols: RPL5 | encodes a mitochondrial ribosomal protein L5, a constituent of the large subunit of the ribosomal complex | chrM:57774-58331 FORWARDmoderately similar to ( 216)RM05_OENBEMitochondrial 60S ribosomal protein L5 - Oenothera bertiana (Bertero's evening primrose)RplE 	protein.synthesis.mito/plastid ribosomal protein.mitochondrial	29_2_1_2

CUST_159599_PI403524517	2	-0.08650398	-0.42352438	0.26963758	0.086503506	0.18502617	-0.4471569	35_44543	"Cluster: Os06g0126500 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0126500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DF00	"CHR5V7|COORD:21169675..21170967| ATBAG1 (ARABIDOPSIS THALIANA BCL-2-ASSOCIATED ATHANOGENE 1); protein binding"	AT5G52060.1	CHR06V5|COORD:1413222..1415619|protein protein binding protein, putative, expressed	LOC_Os06g03640.2	no description	not assigned.unknown	35_2

CUST_14717_PI404877155	2	0.21855354	0.45950222	-0.2584133	-0.023534775	-0.04199791	0.023533821	Contig8541_at	B1065E10.16 [Oryza sativa (japonica cultivar-group)]	BAB90365.1	expressed protein	At5g58260.1	protein hypothetical protein	Os01g66000	Encodes subunit NDH-N of NAD(P)H:plastoquinone dehydrogenase complex (Ndh complex) present in the thylakoid membrane of chloroplasts. This subunit is thought to be required for Ndh complex assembly.	PS.lightreaction.cyclic electron flow-chlororespiration	1_01_40

CUST_180010_PI403524517	2	-0.10031414	-0.16942596	0.16778564	0.0679512	-0.012130737	0.012130737	35_50061	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_92999_PI403524517	2	0.47730494	-0.036562443	0.18818665	-0.07270765	0.036562443	-0.43142796	35_26591	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_78265_PI403524517	2	-1.4664202	0.1427803	0.4159522	0.50673676	-0.14278078	-0.28535843	35_22436	"Cluster: Putative serine/threonine kinase protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative serine/threonine kinase protein - Oryza sativa (jap"	UniRef90_Q84S65	CHR1V7|COORD:11399903..11405702| actin binding	AT1G31810.1	CHR07V5|COORD:21357959..21364861|protein receptor-like serine-threonine protein kinase, putative, expressed	LOC_Os07g35660.1	no descriptionnot assigned not assigned not assigned not assigned not assigned PRK07764 PRK12323 PRK07003	not assigned.unknown	35_2

CUST_32970_PI403524517	2	-1.0387135	-0.3462453	0.34624577	1.3546076	-0.44191313	1.1663518	35_9507	"Cluster: Os01g0665500 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0665500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JKL7	0	0	CHR01V5|COORD:27527838..27523265|protein OsWRKY16 - Superfamily of rice TFs having WRKY and zinc finger domains, expressed	LOC_Os01g47560.1	no description	not assigned.unknown	35_2

CUST_24365_PI403524517	2	0.14618397	-0.32102966	-0.02266407	0.0076560974	-0.007657051	0.16428757	35_7070	"Cluster: Os02g0550000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0550000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E0I3	0	0	CHR02V5|COORD:20670453..20676398|protein expressed protein	LOC_Os02g34500.1	no description	not assigned.unknown	35_2

CUST_61556_PI403524517	2	-0.5728626	0.9403124	-0.15706635	0.11615944	0.21038246	-0.11616039	35_17569	Rep: Monothiol glutaredoxin-S9 - Oryza sativa (Rice)	UniRef90_P0C291	CHR1V7|COORD:10013620..10014033| glutaredoxin family protein	AT1G28480.1	CHR05V5|COORD:27984566..27985510|protein OsGrx_S2 - glutaredoxin subgroup III, expressed	LOC_Os05g48930.1	no descriptionvery weakly similar to (85.1)AT1G28480| Symbols:  | glutaredoxin family protein | chr1:10013620-10014033 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned GRX_GRXh_1_2_like PRK12678 PRK07764 GRX_GRX_like PRK12323 PRK07003	redox.glutaredoxins	21_4

CUST_35320_PI403524517	2	0.07854366	-0.123542786	0.017170906	-0.08902931	0.011099815	-0.011099815	35_10182	Rep: Meiotic recombination 11 - Aegilops tauschii (Tausch's goatgrass) (Aegilops squarrosa)	UniRef90_Q4GX57	"CHR5V7|COORD:22049928..22054975| MRE11 (MEIOTIC RECOMBINATION 11); protein serine/threonine phosphatase"	AT5G54260.1	CHR04V5|COORD:32123521..32129380|protein double-strand break repair protein MRE11, putative, expressed	LOC_Os04g54340.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_8898_PI404877155	2	-0.03812933	0.37778616	0.038128853	0.10508251	-0.23588896	-0.36782885	Contig2660_at	ATP synthase epsilon chain, mitochondrial gb|AAA86819.1| mitochondrial F1F0 ATP synthase epsilon subunit pir||T04387 H+-transporting two-sec	Q41898	ATP synthase epsilon chain, mitochondrial	At1g51650.1	protein Mitochondrial ATP synthase epsilon chain, putative	Os08g15170	NONE	mitochondrial electron transport / ATP synthesis.F1-ATPase	9_9

CUST_52693_PI403524517	2	-0.081609726	-0.27962494	-0.023639679	0.17174053	0.024780273	0.023639679	35_15011	Rep: IDI2 - Hordeum vulgare (Barley)	UniRef90_Q9AYT7	CHR2V7|COORD:2229756..2231836| eukaryotic translation initiation factor 2B family protein / eIF-2B family protein	AT2G05830.1	CHR11V5|COORD:6096648..6101978|protein methylthioribose-1-phosphate isomerase, putative, expressed	LOC_Os11g11050.2	no descriptionmoderately similar to ( 449)AT2G05830| Symbols:  | eukaryotic translation initiation factor 2B family protein / eIF-2B family protein | chr2:2229961-2231836 FORWARDnot assigned not assigned not assigned not assigned COG0182 mtnA PRK06844 IF-2B PRK06036 PRK08334 PRK05772 PRK06371 PRK08535 GCD2 PRK06239 PRK08335 PRK06372	protein.synthesis.initiation	29_2_3

CUST_26481_PI399408534	2	0.09697199	-0.09120464	0.028913975	-0.084445	0.07706833	-0.028914452	35_5605	"Cluster: Putative rRNA methylase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative rRNA methylase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ZJE6	CHR5V7|COORD:4995336..4997258| tRNA/rRNA methyltransferase (SpoU) family protein	AT5G15390.1	CHR07V5|COORD:24387459..24391897|protein rRNA methylase-like protein, putative, expressed	LOC_Os07g40700.2	no descriptionweakly similar to ( 152)AT5G15390| Symbols:  | tRNA/rRNA methyltransferase (SpoU) family protein | chr5:4995336-4997258 FORWARDnot assigned SpoU PRK11081 SpoU_methylase PRK11181	RNA.processing	27_1

CUST_70141_PI403524517	2	0.17691946	-0.45539188	0.10107803	0.43052816	-0.36074352	-0.10107756	35_20077	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_111337_PI403524517	2	0.051029205	0.2423954	0.13718033	-0.051029205	-0.1368866	-0.09098053	35_31612	"Cluster: Hypothetical protein OSJNBb0075K12.8; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0075K12.8 - Oryza sativa (japonica cu"	UniRef90_Q8RU98		0	CHR10V5|COORD:10457616..10459725|protein hypothetical protein	LOC_Os10g21190.1	no description	not assigned.unknown	35_2

CUST_1266_PI404877155	2	0.050271988	-0.36031437	-0.01860714	0.0016040802	0.14014721	-0.0016040802	Contig11371_at	myb-like protein [Oryza sativa (japonica cultivar-group)] ref|XP_507138.1| PREDICTED P0498E12.114 gene product [Oryza sativa (japonica culti	NP_913942.1	arabinogalactan-protein, putative (AGP19)	At1g68725.1	protein Myb-like DNA-binding domain, putative	Os08g06240	NONE	RNA.regulation of transcription.MYB domain transcription factor family	27_3_25

CUST_44990_PI403524517	2	0.09518623	0.1721077	0.083135605	-0.16685963	-0.08313608	-0.31258392	35_12900	"Cluster: Guanine nucleotide-exchange protein GEP1; n=2; Oryza sativa|Rep: Guanine nucleotide-exchange protein GEP1 - Oryza sativa (Rice)"	UniRef90_Q8S566	CHR1V7|COORD:4789584..4794394| GN (GNOM)	AT1G13980.1	CHR03V5|COORD:26156406..26162528|protein pattern formation protein EMB30, putative, expressed	LOC_Os03g46330.1	 no descriptionmoderately similar to ( 308)AT1G13980| Symbols: VAN7, EMB30, GN | GN (GNOM) | chr1:4789584-4794394 FORWARDnot assigned 	development.unspecified	33_99

CUST_40334_PI403524517	2	0.2564783	0.46361542	0.009337425	-0.34507942	-0.43865776	-0.009338379	35_11601	"Cluster: DNA-directed RNA polymerase; n=2; Oryza sativa (japonica cultivar-group)|Rep: DNA-directed RNA polymerase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7F9D6	"CHR3V7|COORD:8567978..8573826| NRPD2a (NUCLEAR RNA POLYMERASE D 2A); DNA binding / DNA-directed RNA polymerase"	AT3G23780.1	CHR04V5|COORD:32390816..32399859|protein NRPD2a, putative, expressed	LOC_Os04g54840.1	" no descriptionmoderately similar to ( 391)AT3G23780| Symbols: DRD2, NRPD2, NRPD2a | NRPD2a (NUCLEAR RNA POLYMERASE D 2A); DNA binding / DNA-directed RNA polymerase | chr3:8567978-8573826 REVERSEnot assigned not assigned not assigned PRK08565 PRK07225 RpoB RNA_pol_B_RPB2 RNA_pol_Rpb2_6 RNA_pol_Rpb2_4 PRK09606 RNA_pol_Rpb2_3 "	RNA.transcription	27_2

CUST_50219_PI403524517	2	-0.16989136	-0.4318924	0.030402184	0.12540627	0.13050842	-0.03040123	35_14329	"Cluster: Tubulin beta-2 chain; n=27; Viridiplantae|Rep: Tubulin beta-2 chain - Zea mays (Maize)"	UniRef90_P18026	CHR5V7|COORD:17876669..17878221| TUB4 (tubulin beta-4 chain)	AT5G44340.1	CHR03V5|COORD:25896858..25900877|protein tubulin beta-8 chain, putative, expressed	LOC_Os03g45920.1	no descriptionhighly similar to ( 794)AT5G44340| Symbols: TUB4 | TUB4 (tubulin beta-4 chain) | chr5:17876669-17878221 REVERSEhighly similar to ( 818)TBB8_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned beta_tubulin COG5023 Tubulin_FtsZ alpha_tubulin gamma_tubulin epsilon_tubulin Tubulin delta_tubulin Tubulin_C PRK07003 Herpes_BLLF1 PRK12323 FtsZ_type2 AF-4 DUF566 PRK07764 AroH_like APC_basic KAR9	cell.organisation	31_1

CUST_80_PI399408534	2	-0.21296883	0.10056877	0.03754902	-0.010746956	0.010746002	-0.16657162	35_4895	"Cluster: Nodule inception protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Nodule inception protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5NB82	CHR4V7|COORD:12479914..12483832| RWP-RK domain-containing protein	AT4G24020.1	CHR01V5|COORD:7568038..7573616|protein NIN-like protein 1, putative, expressed	LOC_Os01g13540.1	no descriptionweakly similar to ( 146)AT4G24020| Symbols:  | RWP-RK domain-containing protein | chr4:12479914-12483832 FORWARDPB1 PB1	RNA.regulation of transcription.NIN-like bZIP-related family	27_3_60

CUST_9127_PI399408534	2	0.15348625	-0.7180691	-0.080862045	-0.02245617	0.022457123	0.09130764	35_2315	"Cluster: COP9 signalosome complex subunit 4, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: COP9 signalosome complex subunit 4, putative,"	UniRef90_Q10QG2	CHR5V7|COORD:17254698..17257877| COP8 (CONSTITUTIVE PHOTOMORPHOGENIC 8)	AT5G42970.1	CHR03V5|COORD:5103736..5097291|protein COP9 signalosome complex subunit 4, putative, expressed	LOC_Os03g10120.2	 no descriptionhighly similar to ( 642)AT5G42970| Symbols: FUS4, EMB134, COP14, CSN4, FUS8, COP8 | COP8 (CONSTITUTIVE PHOTOMORPHOGENIC 8) | chr5:17254698-17257877 REVERSEnot assigned not assigned not assigned not assigned PCI RPN5 PINT 	signalling.light.COP9 signalosome	30_11_1

CUST_100601_PI403524517	2	0.1420207	0.0221529	-0.029643059	0.018773556	-0.07871437	-0.018773079	35_28712	"Cluster: Os01g0337600 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os01g0337600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JN25	CHR3V7|COORD:2105914..2113142| binding / hydrogen ion transporting ATP synthase, rotational mechanism / hydrogen ion transporting ATPase, rotational mechanism	AT3G06670.1	CHR01V5|COORD:13244709..13228868|protein expressed protein	LOC_Os01g23590.1	 no descriptionmoderately similar to ( 223)AT3G06670| Symbols:  | binding / hydrogen ion transporting ATP synthase, rotational mechanism / hydrogen ion transporting ATPase, rotational mechanism | chr3:2105914-2113142 REVERSEnot assigned DUF625 	not assigned.unknown	35_2

CUST_46240_PI403524517	2	0.0108709335	0.3556099	-0.0108709335	-0.10894108	-0.18777275	0.4500637	35_13244	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_31531_PI399408534	2	0.11543369	0.20262718	-0.0048646927	-0.072297096	0.004863739	-0.074009895	35_7603	Rep: Transcription factor RF2b - Oryza sativa (Rice)	UniRef90_Q6S4P4	CHR2V7|COORD:16961882..16963950| bZIP transcription factor family protein	AT2G40620.1	CHR03V5|COORD:12430913..12435162|protein transcription factor RF2b, putative, expressed	LOC_Os03g21800.2	no descriptionmoderately similar to ( 241)AT2G40620| Symbols:  | bZIP transcription factor family protein | chr2:16961882-16963950 REVERSEmoderately similar to ( 365)RF2B_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 BRLZ Tymo_45kd_70kd PRK05648 PRK07764 PRK07003 APC_basic TT_ORF1 HPC2 Atrophin-1 Protamine_P1 DUF1777 PRK12678 Herpes_BLLF1 Extensin_2 Totivirus_coat	RNA.regulation of transcription.bZIP transcription factor family	27_3_35

CUST_164504_PI403524517	2	0.05117035	0.090379715	0.015957832	-0.0273695	-0.015956879	-0.031747818	35_45854	"Cluster: Putative CRK1 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative CRK1 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ZCC7		0	CHR08V5|COORD:661212..655821|protein transposon protein, putative, unclassified, expressed	LOC_Os08g02050.1	no description	not assigned.unknown	35_2

CUST_95448_PI403524517	2	-0.0028362274	0.002837181	-0.05344391	0.044351578	0.26338673	-0.1357832	35_27278	"Cluster: Lung seven transmembrane receptor family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Lung seven transmembrane receptor"	UniRef90_Q10LU2	"CHR1V7|COORD:22773797..22775923| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G10980.1); similar to Os03g0334800 [Oryza sativa (japonica"	AT1G61670.1	CHR03V5|COORD:12364386..12359231|protein TMEM87A protein, putative, expressed	LOC_Os03g21690.2	"no descriptionmoderately similar to ( 278)AT1G61670| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G10980.1); similar to Os03g0334800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001050031.1); similar to 12246 (GB:AAD21413.1); contains InterPro domain Lung seven transmembrane receptor; (InterPro:IPR009637) | chr1:22773797-22775923 FORWARDnot assigned Lung_7-TM_R"	not assigned.no ontology	35_1

CUST_7429_PI399408534	2	0.07439041	0.21825981	-0.004749298	-0.12584591	0.004750252	-0.11173725	35_7218	"Cluster: Putative transcription factor X1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative transcription factor X1 - Oryza sativa (japonica"	UniRef90_Q5ZDL5	CHR1V7|COORD:5465945..5468717| XH/XS domain-containing protein / XS zinc finger domain-containing protein	AT1G15910.1	CHR01V5|COORD:2580377..2576354|protein transcription factor X1, putative, expressed	LOC_Os01g05470.1	no descriptionweakly similar to ( 160)AT1G15910| Symbols:  | XH/XS domain-containing protein / XS zinc finger domain-containing protein | chr1:5465945-5468717 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Smc XS PRK02224 SbcC Myosin_tail_1 PRK03918 SCP-1 MAD COG3883 COG1579	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_87886_PI403524517	2	0.009263992	0.16057205	-0.0037193298	-0.079226494	-0.12967968	0.0037202835	35_25162	"Cluster: Immature colon carcinoma transcript 1 protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Immature colon carcinoma transcrip"	UniRef90_Q10P29	CHR1|COORD:23277526..23277930| expressed protein	AT1G62855.1	CHR03V5|COORD:7853590..7857478|protein immature colon carcinoma transcript 1 protein precursor, putative, expressed	LOC_Os03g14510.2	no descriptionweakly similar to ( 131)AT1G62850| Symbols:  | translation release factor | chr1:23276273-23277876 REVERSEnot assigned PRK09256	not assigned.no ontology	35_1

CUST_38080_PI403524517	2	0.18240356	-0.08474684	0.07262993	-0.059392452	0.05939293	-0.35060883	35_10958	"Cluster: Hypothetical protein OSJNBa0032D15.11; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0032D15.11 - Oryza sativa (japonica"	UniRef90_Q60EK4	0	0	CHR05V5|COORD:9061810..9064861|protein retrotransposon protein, putative, unclassified	LOC_Os05g16080.1	no description	not assigned.unknown	35_2

CUST_77102_PI403524517	2	-0.3189268	-1.4857097	0.9332714	0.31892586	0.56051636	-0.5217886	35_22103	"Cluster: Putative alcohol dehydrogenase homolog; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative alcohol dehydrogenase homolog - Oryza sativa (japonic"	UniRef90_Q84YJ8	CHR3|COORD:20513604..20514774| short-chain dehydrogenase/reductase (SDR) family protein, contains similarity to 3-oxoacyl-(acyl-carrier protein) reductase	AT3G55290.2	CHR08V5|COORD:25187878..25186179|protein 3-oxoacyl-reductase, chloroplast precursor, putative, expressed	LOC_Os08g39960.1	no descriptionmoderately similar to ( 293)AT1G63380| Symbols:  | short-chain dehydrogenase/reductase (SDR) family protein | chr1:23509306-23510169 FORWARDweakly similar to ( 111)GRDH_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned fabG fabG FabG fabG PRK12826 PRK08213 PRK12939 PRK06949 PRK12829 PRK06138 PRK12827 PRK07060 PRK06484 COG4221 PRK06346 PRK06841 PRK07478 fabG PRK12429 PRK07479 PRK06172 PRK06124 PRK06935 fabG PRK07774 PRK08324 PRK07791 PRK05867 PRK07063 PRK08993 PRK07067 PRK12481 PRK08085 PRK08589 PRK07069 PRK12745 PRK08936 fabG fabG PRK08220 PRK12937 PRK07035 PRK07677 DltE PRK08277 PRK08226 PRK07523 PRK06181 fabG fabG PRK06114 PRK09242 PRK09135 fabG PRK12824 PRK12743 PRK06057 fabG PRK07074 PRK06500 PRK06200 PRK12828 PRK05855 PRK07814 PRK06180 PRK08265 PRK06198 PRK06171 PRK06113 PRK07856 PRK09291 PRK06398 PRK05875 benD PRK07831 PRK07454 PRK08263 PRK07890 PRK06122 PRK12384 PRK06947 fabG fabG PRK07062 PRK07825 PRK08628 PRK07109 PRK08945 PRK09072 PRK07576 PRK06179 PRK12935 PRK06523 adh_short PRK06182 PRK08063 PRK08643 PRK07097 PRK07024 PRK06123 PRK12746 PRK12938 fabG PRK07577 PRK07326 PRK09186 PRK08278 PRK07201 PRK05872 PRK12936 PRK06914 PRK06125 PRK08264 PRK08267 PRK05650 PRK09134 PRK12747 PRK06128 PRK12748 PRK05866 fabG PRK07832 PRK12744 PRK05693 PRK07633 fabG PRK05717 PRK06194 PRK08219 PRK06701 PRK12742 PRK10538 PRK07041 PRK08251 DltE PRK08416 PRK12428 fabG PRK06482 PRK08340 PRK07775 PRK09730 PRK08017 PRK06953 PRK07102 PRK06139 PRK08303 PRK08703 PRK06196 PRK12859 PRK06197 PRK08339 PRK06940 PRK07985 PRK07023 PRK06483 PRK08721 FabI PRK06101 PRK05854 PRK06924 PRK08177 KR PRK07806	misc.short chain dehydrogenase/reductase (SDR)	26_22

CUST_17211_PI404877155	2	-7.5244904E-4	-0.6417589	-0.18359661	0.0028934479	0.00860405	7.5244904E-4	HT08E18u_x_at	0	0	heat shock protein 70 / HSP70 (HSC70-5)	At5g09590.1	protein chaperone protein DnaK	Os02g53420	NONE	stress.abiotic.heat	20_2_1

CUST_1023_PI399408534	2	0.067977905	-0.6615124	-0.042893887	0.20732737	0.04289341	-0.28553438	35_14388	Rep: Histone deacetylase HDAC2 - Triticum aestivum (Wheat)	UniRef90_Q0Z9W3	CHR5V7|COORD:7534123..7536057| HD2B (HISTONE DEACETYLASE 2B)	AT5G22650.1	CHR05V5|COORD:29673053..29670091|protein histone deacetylase 2b, putative, expressed	LOC_Os05g51830.1	 no descriptionweakly similar to ( 102)AT5G22650| Symbols: HDT02, HDT2, ATHD2B, HDA4, HD2, HD2B | HD2B (HISTONE DEACETYLASE 2B) | chr5:7534123-7536057 FORWARDweakly similar to ( 146)HD2B_MAIZEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TFIIF_alpha PRK02363 BUD22 	RNA.regulation of transcription.HDA	27_3_55

CUST_18259_PI403524517	2	0.28945208	-0.015716553	-0.023898602	0.01571703	-0.09371519	0.24135256	35_5277	"Cluster: Proliferating-cell nucleolar protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Proliferating-cell nucleolar protein-like - Oryza sativa (j"	UniRef90_Q6K4D4	CHR2V7|COORD:9511903..9515868| NOL1/NOP2/sun family protein	AT2G22400.1	CHR09V5|COORD:18012220..18019627|protein NOL1/NOP2/sun family protein, expressed	LOC_Os09g29630.1	no descriptionweakly similar to ( 196)AT2G22400| Symbols:  | NOL1/NOP2/sun family protein | chr2:9511903-9515868 REVERSEnot assigned	not assigned.no ontology	35_1

CUST_24561_PI403524517	2	0.087332726	0.11224842	3.1757355E-4	-0.08335018	-3.1757355E-4	-0.049619675	35_7130	"Cluster: Os01g0747500 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0747500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JJD1	"CHR4V7|COORD:12019326..12021211| PYR4 (DIHYDROOROTASE, PYRIMIDIN 4, dihydroorotase); dihydroorotase"	AT4G22930.1	CHR01V5|COORD:31610534..31614116|protein dihydroorotase, mitochondrial precursor, putative, expressed	LOC_Os01g54370.1	" no descriptionmoderately similar to ( 363)AT4G22930| Symbols: DHOASE, PYR4 | PYR4 (DIHYDROOROTASE, PYRIMIDIN 4, dihydroorotase); dihydroorotase | chr4:12019326-12021211 FORWARDnot assigned PRK05451 PyrC DHOase DHOase_IIa pyrC PyrC DHOase_IIb PRK02382 "	nucleotide metabolism.synthesis.pyrimidine.dihydroorotase	23_1_1_3

CUST_60757_PI403524517	2	-0.07238579	0.4782648	0.04183674	-0.10388756	0.08878517	-0.04183674	35_17329	Rep: OSIGBa0131J24.4 protein - Oryza sativa (Rice)	UniRef90_Q01MT9	"CHR3|COORD:9032404..9033790| expressed protein, similar to expressed protein [Arabidopsis thaliana] (TAIR:At3g25910.1); similar to unknown protein [Oryza"	AT3G24740.2	CHR07V5|COORD:13438505..13434985|protein expressed protein	LOC_Os07g23790.3	"no descriptionmoderately similar to ( 216)AT3G24740| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G25910.1); similar to Pm27 [Prunus mume] (GB:BAE48661.1); similar to OSIGBa0131J24.4 [Oryza sativa (indica cultivar-group)] (GB:CAH65926.1); similar to OSJNBa0027H09.16 [Oryza sativa (japonica cultivar-group)] (GB:CAE03816.2); contains InterPro domain Protein of unknown function DUF1644; (InterPro:IPR012866) | chr3:9032404-9033468 FORWARDDUF1644"	not assigned.unknown	35_2

CUST_213_PI399407379	2	-0.48887825	0.0038785934	-0.43856907	0.10077	-0.0038785934	0.113521576	HvIPt13									

CUST_68631_PI403524517	2	0.12261963	0.48625374	-0.060653687	-0.10018253	-0.26035976	0.060653687	35_19630	"Cluster: Hypothetical protein P0432C03.8; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0432C03.8 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q5JKM1	CHR4V7|COORD:15295225..15296034| similar to hypothetical protein MtrDRAFT_AC130653g13v2 [Medicago truncatula] (GB:ABE94458.1)	AT4G31560.1	CHR01V5|COORD:41670176..41671133|protein expressed protein	LOC_Os01g71330.1	no descriptionnot assigned not assigned not assigned PRK12678	not assigned.unknown	35_2

CUST_12887_PI404877155	2	0.10689163	-5.4836273E-4	-0.03280258	-0.012810707	0.05034733	5.4740906E-4	Contig6607_s_at	0	BAD07794.1	ARID/BRIGHT DNA-binding domain-containing protein	At2g17410.1	protein ARID/BRIGHT DNA binding domain, putative	Os06g41730	0	RNA.regulation of transcription.AT-rich interaction domain containing transcription factor family	27_3_38

CUST_12095_PI403524517	2	2.155304E-4	-0.007671356	5.970001E-4	-2.155304E-4	0.012120247	-0.03194332	35_3443	Rep: B-keto acyl reductase - Zea mays (Maize)	UniRef90_O24478	CHR1V7|COORD:25395339..25397028| b-keto acyl reductase, putative (GLOSSY8)	AT1G67730.1	CHR02V5|COORD:23238771..23235758|protein steroid dehydrogenase KIK-I, putative, expressed	LOC_Os02g38440.1	 no descriptionmoderately similar to ( 343)AT1G67730| Symbols:  | b-keto acyl reductase, putative (GLOSSY8) | chr1:25395339-25397028 FORWARDvery weakly similar to (60.8)SDR1_PICABShort-chain type dehydrogenase/reductase - Picea abies (Norway spruce) (Picea excelsa)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DltE COG4221 fabG FabG PRK07201 PRK12826 fabG PRK09072 fabG PRK05872 PRK07454 PRK07825 fabG PRK06181 PRK08267 PRK07024 benD PRK07109 PRK05650 PRK12939 PRK12829 adh_short PRK08220 PRK06179 PRK08226 PRK06484 PRK06114 PRK10538 PRK08251 PRK12828 PRK07063 PRK09242 PRK06182 PRK06138 PRK06841 PRK12824 PRK06914 PRK05866 PRK07479 PRK05855 PRK08264 PRK07523 DltE PRK06180 PRK08324 PRK06194 PRK12429 PRK12827 PRK07775 fabG PRK07074 PRK08219 PRK06523 PRK07326 PRK12937 fabG PRK07069 fabG fabG PRK06172 PRK08277 PRK07890 PRK09291 PRK06101 PRK06125 PRK06124 PRK08265 PRK07097 PRK06346 fabG PRK07067 PRK12745 PRK06057 PRK07576 PRK12936 fabG PRK07831 PRK06949 PRK08085 PRK07832 PRK06139 PRK08213 PRK08263 PRK07023 PRK06500 PRK07577 fabG PRK08945 PRK06198 PRK12323 PRK07478 PRK07062 PRK07060 PRK07102 PRK07003 fabG PRK08589 fabG PRK05875 PRK12743 PRK07774 PRK05854 PRK08936 PRK05693 PRK07035 APC_basic PRK12747 PRK07856 PRK08643 PRK12938 fabG PRK06171 Tymo_45kd_70kd Atrophin-1 PRK06398 PRK06197 PRK12935 PRK07814 PRK06947 PRK07764 fabG PRK06123 Herpes_BLLF1 PRK08628 PRK08063 PRK09135 PRK07677 TT_ORF1 PRK06935 DUF1421 PRK06482 PRK06113 PRK09186 HPC2 PRK06924 PRK12746 PRK12678 PRK06122 DUF566 PRK08278 PRK08853 PRK07041 Pneumo_att_G PRK09169 PRK05876 GRASP55_65 PRK05648 Extensin_2 KR PRK12481 PRK06132 AF-4 PRK12748 Herpes_capsid PRK08339 PRK05717 PRK09730 Herpes_TAF50 fabG Herpes_UL32 PRK05867 	misc.short chain dehydrogenase/reductase (SDR)	26_22

CUST_173461_PI403524517	2	0.01410532	-0.314538	-0.014105797	0.23982525	0.18436766	-0.9055891	35_48299	"Cluster: 50S ribosomal protein L17, chloroplast precursor; n=1; Arabidopsis thaliana|Rep: 50S ribosomal protein L17, chloroplast precursor - Arabidopsis thalian"	UniRef90_Q9M385	CHR3V7|COORD:20078650..20079363| ribosomal protein L17 family protein	AT3G54210.1	CHR03V5|COORD:34113707..34115636|protein 50S ribosomal protein L17, putative, expressed	LOC_Os03g60100.1	 no descriptionvery weakly similar to (82.0)AT3G54210| Symbols:  | ribosomal protein L17 family protein | chr3:20078650-20079363 REVERSEvery weakly similar to (81.6)RK17_TOBAC50S ribosomal protein L17, chloroplast precursor - Nicotiana tabacum (Common tobacco)not assigned rplQ RplQ Ribosomal_L17 	protein.synthesis.mito/plastid ribosomal protein.plastid	29_2_1_1

CUST_3917_PI404877155	2	8.1443787E-4	0.16380882	-8.1443787E-4	-0.17857456	-0.23063087	0.20649147	Contig14545_at	transcription regulator-like [Arabidopsis thaliana] ref|NP_200747.1| XH/XS domain-containing protein [Arabidopsis thaliana]	BAA97475.1	XH/XS domain-containing protein	At5g59390.1	protein XH domain, putative	Os12g38440	0	RNA.regulation of transcription.putative DNA-binding protein	27_3_67

CUST_4295_PI404877155	2	0.008156776	-0.8505125	-0.008155823	0.2826109	0.14087296	-0.7621136	Contig1519_s_at	LHCI-680, photosystem I antenna protein - barley emb|CAA59049.1| LHCI-680, photosystem I antenna protein [Hordeum vulgare subsp. vulgare]	S52341	chlorophyll A-B binding protein (LHCA2)	At3g61470.1	protein Chlorophyll A-B binding protein, putative	Os07g38960	photosystem I antenna protein	PS.lightreaction.photosystem I.LHC-I	1_01_02_01

CUST_28131_PI403524517	2	0.38881016	0.07929611	0.024919987	-0.06454754	-0.107765675	-0.02491951	35_8132	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10EM3	"CHR5V7|COORD:26750559..26753171| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G23520.1); similar to unknown protein [Arabidopsis thaliana]"	AT5G66950.1	CHR03V5|COORD:31654897..31660831|protein expressed protein	LOC_Os03g55704.1	"no descriptionmoderately similar to ( 227)AT5G66950| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G23520.1); similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G37100.1); similar to Os03g0765800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001051377.1); similar to Os12g0590900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001067168.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABF99048.1); contains domain MOLYBDOPTERIN COFACTOR SULFURASE (MOSC) (PTHR14237); contains domain PLP-dependent transferases (SSF53383); contains domain no description (G3D.3.40.640.10) | chr5:26750559-26753171 FORWARDnot assigned"	not assigned.unknown	35_2

CUST_90588_PI403524517	2	0.25221586	0.059802532	-0.059802055	-0.2723832	0.22901344	-0.832119	35_25910	"Cluster: Putative lysine ketoglutarate reductase trans-splicing related 1; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative lysine ketoglutarate"	UniRef90_Q5Z401	CHR1V7|COORD:22496859..22500684| proline-rich family protein	AT1G61080.1	CHR06V5|COORD:31211405..31216601|protein lysine ketoglutarate reductase trans-splicing related 1, putative, expressed	LOC_Os06g51520.3	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07764 PRK12323	not assigned.unknown	35_2

CUST_107674_PI403524517	2	-0.12028313	0.3238163	-0.0122356415	-0.07732773	0.012234688	0.048398018	35_30641	"Cluster: Os07g0419800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0419800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D6Y1		0	CHR07V5|COORD:13438505..13434985|protein expressed protein	LOC_Os07g23790.8	no description	not assigned.unknown	35_2

CUST_75914_PI403524517	2	0.08441448	0.40188694	0.14101458	-0.084414005	-0.22031069	-0.17980719	35_21761	"Cluster: Os04g0626900 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os04g0626900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J9X3	"CHR3V7|COORD:5104589..5108286| similar to hypothetical protein DDBDRAFT_0219917 [Dictyostelium discoideum AX4] (GB:XP_628907.1); similar to Os04g0626900 [Oryza"	AT3G15160.1	CHR04V5|COORD:31676191..31681616|protein expressed protein	LOC_Os04g53530.1	"no descriptionmoderately similar to ( 285)AT3G15160| Symbols:  | similar to hypothetical protein DDBDRAFT_0219917 [Dictyostelium discoideum AX4] (GB:XP_628907.1); similar to Os04g0626900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001053950.1); similar to OSJNBb0060E08.15 [Oryza sativa (japonica cultivar-group)] (GB:CAE04752.3); contains domain ARM repeat (SSF48371) | chr3:5104589-5108286 FORWARD"	not assigned.unknown	35_2

CUST_131568_PI403524517	2	0.23804855	1.5510664	0.17641735	-0.17641735	-0.34136295	-0.33423758	35_36949	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_8233_PI399408534	2	0.12821865	-0.45233345	-0.10499573	0.090991974	-0.08931255	0.0893116	35_4571	"Cluster: Os01g0164400 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0164400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JQG3	CHR5|COORD:23654933..23658146| zinc finger (Ran-binding) family protein, weak similarity to SP:Q01844 RNA-binding protein EWS (EWS oncogene) (Ewing	AT5G58470.2	CHR01V5|COORD:3319576..3325058|protein loricrin, putative, expressed	LOC_Os01g07070.4	no descriptionweakly similar to ( 186)AT5G58470| Symbols:  | zinc finger (Ran-binding) family protein | chr5:23655792-23658080 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Drf_FH1 RRM RRM_1 Herpes_LMP2 Extensin_2	RNA.regulation of transcription.unclassified	27_3_99

CUST_9103_PI403524517	2	-0.4665451	0.3597784	0.00157547	0.5927973	-0.40430546	-0.00157547	35_2551	"Cluster: Chitin elicitor binding protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Chitin elicitor binding protein - Oryza sativa (japonica cultivar-gro"	UniRef90_Q1ESX3	CHR2V7|COORD:7466238..7467730| peptidoglycan-binding LysM domain-containing protein	AT2G17120.1	CHR03V5|COORD:1858017..1860865|protein receptor-like GPI-anchored protein 2, putative, expressed	LOC_Os03g04110.1	no descriptionmoderately similar to ( 205)AT2G17120| Symbols: LYM2 | peptidoglycan-binding LysM domain-containing protein | chr2:7466238-7467730 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned HPC2 Atrophin-1 PRK07003 PRK12323 DUF1421 APC_basic Herpes_BLLF1 KAR9 PRK07764 Extensin_2 Tymo_45kd_70kd PRK05648 GRASP55_65 AF-4 TT_ORF1 DUF566 Herpes_TAF50 Drf_FH1 PRK08853 PRK12495 BASP1 IER Pneumo_att_G Metaviral_G DUF605 FAP Herpes_UL32 PRK12372 PRK10819 Syndecan ROM1 Coprinus_mating Herpes_gI DUF1752 PRK00708 DUF1509 Treacle PRK08770 MAP65_ASE1 LysM Totivirus_coat LysM PRK11901 DamX	not assigned.no ontology	35_1

CUST_38041_PI403524517	2	-0.1977644	-0.12747574	0.47934723	0.12747478	0.38395882	-0.27580547	35_10949	Rep: Acid phosphatase - Brachypodium sylvaticum (False brome)	UniRef90_A1YKE7	CHR5V7|COORD:20849448..20850692| acid phosphatase, putative	AT5G51260.1	CHR06V5|COORD:2087475..2090022|protein acid phosphatase 1 precursor, putative, expressed	LOC_Os06g04790.1	 no descriptionvery weakly similar to (68.2)AT5G51260| Symbols:  | acid phosphatase, putative | chr5:20849448-20850692 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 Acid_phosphat_B PRK07764 PRK07003 Tymo_45kd_70kd Atrophin-1 Drf_FH1 Totivirus_coat Protamine_P1 PRK12678 TT_ORF1 APC_basic 	misc.acid and other phosphatases	26_13

CUST_171790_PI403524517	2	0.038729668	-1.6996508	-0.07342911	0.11842728	0.37064838	-0.038729668	35_47863	"Cluster: Os12g0242900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os12g0242900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IP63	CHR1V7|COORD:25348236..25351950| DNA polymerase alpha subunit B family	AT1G67630.1	CHR12V5|COORD:7922333..7919039|protein DNA polymerase alpha subunit B, putative, expressed	LOC_Os12g13950.2	no descriptionweakly similar to ( 180)AT1G67630| Symbols:  | DNA polymerase alpha subunit B family | chr1:25348236-25351950 REVERSEnot assigned DNA_pol_E_B POL12	DNA.synthesis/chromatin structure	28_1

CUST_51572_PI403524517	2	0.14296532	0.01006031	-0.15920448	0.02946186	-0.012544632	-0.01006031	35_14697	"Cluster: Expressed protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q75I89	"CHR3V7|COORD:22746860..22748767| ATCYSC1 (BETA-SUBSTITUTED ALA SYNTHASE 3;1); L-3-cyanoalanine synthase/ cysteine synthase"	AT3G61440.1	CHR03V5|COORD:28178462..28183265|protein organic anion transporter, putative, expressed	LOC_Os03g49570.1	" no descriptionvery weakly similar to (79.3)AT3G61440| Symbols: ARATH;BSAS3;1, ATCYSC1 | ATCYSC1 (BETA-SUBSTITUTED ALA SYNTHASE 3;1) | chr3:22747358-22748767 FORWARDvery weakly similar to (65.5)CYSK_SPIOLCysteine synthase - Spinacia oleracea (Spinach)not assigned "	amino acid metabolism.synthesis.serine-glycine-cysteine group.cysteine.OASTL	13_1_5_3_1

CUST_112036_PI403524517	2	0.13271475	-0.06830788	-0.14611435	-0.07056236	0.3322749	0.0683074	35_31806	"Cluster: Hypothetical protein OSJNBa0054K20.2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0054K20.2 - Oryza sativa (japonica cu"	UniRef90_Q6K4Q4	CHR1V7|COORD:30420957..30423112| F-box protein-related	AT1G80960.1	CHR02V5|COORD:33406395..33408410|protein F-box domain containing protein	LOC_Os02g54550.1	no description	not assigned.unknown	35_2

CUST_63882_PI403524517	2	0.045967102	0.08378792	-0.04927826	-0.06266403	0.015827179	-0.015827179	35_18243	"Cluster: ADP-ribosylation factor-like protein; n=4; Magnoliophyta|Rep: ADP-ribosylation factor-like protein - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q8W4C8	"CHR5V7|COORD:14987027..14988328| ATARLA1A (ADP-ribosylation factor-like A1A); GTP binding"	AT5G37680.1	CHR02V5|COORD:30530507..30527553|protein ADP-ribosylation factor-like protein 8A, putative, expressed	LOC_Os02g49980.2	"no descriptionweakly similar to ( 159)AT5G37680| Symbols: ATARLA1A | ATARLA1A (ADP-ribosylation factor-like A1A); GTP binding | chr5:14987027-14988328 REVERSEvery weakly similar to (56.2)ARF1_DAUCAADP-ribosylation factor 1 - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned not assigned Arl10_like Arf_Arl Arf Arl3 ARF Arf6 Arl1 Sar1 Arl6 Arl2 Rab COG1100 Arfrp1 Arf1_5_like Arl5_Arl8 Ras_like_GTPase Ras RAB Rab18"	protein.targeting.secretory pathway.unspecified	29_3_4_99

CUST_169850_PI403524517	2	0.09647751	-0.20693016	-0.2344842	-0.09647751	0.121393204	0.26806164	35_47310	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_93179_PI403524517	2	0.3104887	0.30242014	-0.09079552	-0.03528452	0.03528452	-0.04713106	35_26644	"Cluster: Os01g0656600 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0656600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JKQ8	"CHR3V7|COORD:21768476..21769432| similar to myosin heavy chain-related [Arabidopsis thaliana] (TAIR:AT1G06530.1); similar to hypothetical protein"	AT3G58840.1	CHR01V5|COORD:27033006..27026041|protein viral A-type inclusion protein repeat containing protein, expressed	LOC_Os01g46810.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned Smc COG1579 COG5022 SbcC TPR_MLP1_2 PRK03918	not assigned.unknown	35_2

CUST_114614_PI403524517	2	0.033733368	-0.10373688	-0.033733368	0.15545845	-0.11318588	0.06683922	35_32529	"Cluster: Ubiquitin-activating enzyme E1 3; n=1; Triticum aestivum|Rep: Ubiquitin-activating enzyme E1 3 - Triticum aestivum (Wheat)"	UniRef90_P31252	"CHR2V7|COORD:12859709..12864446| ATUBA1 (Arabidopsis thaliana ubiquitin-activating enzyme 1); ubiquitin activating enzyme"	AT2G30110.1	CHR07V5|COORD:29477065..29481966|protein ubiquitin-activating enzyme E1 3, putative, expressed	LOC_Os07g49230.3	" no descriptionvery weakly similar to (73.9)AT2G30110| Symbols: MOS5, ATUBA1 | ATUBA1 (Arabidopsis thaliana ubiquitin-activating enzyme 1); ubiquitin activating enzyme | chr2:12859709-12864446 REVERSEvery weakly similar to (84.7)UBE13_WHEATUbiquitin-activating enzyme E1 3 - Triticum aestivum (Wheat)not assigned Ube1_repeat1 "	protein.degradation.ubiquitin.E1	29_5_11_2

CUST_66837_PI403524517	2	0.19415665	-0.5100894	-0.08677912	0.030529499	0.1500721	-0.030529499	35_19083	"Cluster: Putative DNA-binding protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative DNA-binding protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ZJE1	CHR4V7|COORD:11533269..11534829| pentatricopeptide (PPR) repeat-containing protein	AT4G21705.1	CHR07V5|COORD:24420637..24418188|protein tetratricopeptide-like helical, putative, expressed	LOC_Os07g40750.1	no descriptionmoderately similar to ( 427)AT4G21705| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr4:11533269-11534829 REVERSEvery weakly similar to (61.6)RF1_ORYSAnot assigned not assigned	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_71504_PI403524517	2	-0.19529724	0.21101856	0.5487752	-0.13391352	-0.17648315	0.13391304	35_20490	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_53630_PI403524517	2	0.018725395	0.52007484	-0.018724442	-0.10052395	-0.16512394	0.08324337	35_15253	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_52673_PI403524517	2	0.62354565	0.086308	-0.086308	0.23408747	-0.2198515	-0.18451643	35_15006	"Cluster: Ferredoxin-NADP(H) oxidoreductase; n=4; Magnoliophyta|Rep: Ferredoxin-NADP(H) oxidoreductase - Triticum aestivum (Wheat)"	UniRef90_Q8RVZ9	"CHR1V7|COORD:6942842..6944859| ATLFNR2 (LEAF FNR 2); NADPH dehydrogenase/ oxidoreductase"	AT1G20020.1	CHR06V5|COORD:480670..478179|protein ferredoxin--NADP reductase, leaf isozyme, chloroplast precursor, putative, expressed	LOC_Os06g01850.1	no descriptionweakly similar to ( 103)AT1G20020| Symbols: ATLFNR2 | ATLFNR2 (LEAF FNR 2) | chr1:6942842-6944859 FORWARDweakly similar to ( 127)FENR1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 Drf_FH1 DUF1421 PRK07003 Tymo_45kd_70kd Extensin_2 PRK07764 Atrophin-1 MCPVI PRK10819 HPC2	PS.lightreaction.other electron carrier (ox/red).ferredoxin reductase	1_1_5_3

CUST_26532_PI399408534	2	-0.31227016	-0.27252102	0.4808426	0.03400135	0.3131466	-0.034002304	35_19569	"Cluster: MYB transcription factor TaMYB1; n=1; Triticum aestivum|Rep: MYB transcription factor TaMYB1 - Triticum aestivum (Wheat)"	UniRef90_Q27W75	"CHR5V7|COORD:26871335..26872252| AtMYB44/AtMYBr1 (myb domain protein 44, myb domain protein r1); DNA binding / transcription factor"	AT5G67300.1	CHR02V5|COORD:4867671..4869377|protein MYB transcription factor TaMYB1, putative, expressed	LOC_Os02g09480.1	" no descriptionweakly similar to ( 192)AT5G67300| Symbols: AtMYBr1, AtMYB44 | AtMYB44/AtMYBr1 (myb domain protein 44, myb domain protein r1); DNA binding / transcription factor | chr5:26871335-26872252 FORWARDweakly similar to ( 119)MYB4_ORYSAnot assigned not assigned not assigned not assigned REB1 SANT Myb_DNA-binding SANT "	RNA.regulation of transcription.MYB domain transcription factor family	27_3_25

CUST_163905_PI403524517	2	0.046563625	0.37738323	-0.030534744	-0.16120672	-0.35128212	0.030534744	35_45695	0	0		0	CHR05V5|COORD:1173104..1177267|protein expressed protein	LOC_Os05g03060.1	no description	not assigned.unknown	35_2

CUST_5563_PI399408534	2	0.0023326874	-0.18763638	0.03203392	-0.0023326874	0.003458023	-0.019943237	35_263	Rep: Hypothetical protein P0016H04.7 - Oryza sativa (japonica cultivar-group)	UniRef90_Q65XW1	"CHR5V7|COORD:23976987..23977956| similar to Rab5-interacting family protein [Arabidopsis thaliana] (TAIR:AT2G29020.1); similar to Os05g0110600 [Oryza"	AT5G59410.1	CHR05V5|COORD:546271..544544|protein RAB5-interacting protein isoform a, putative, expressed	LOC_Os05g01994.1	"no descriptionweakly similar to ( 171)AT5G59410| Symbols:  | similar to Rab5-interacting family protein [Arabidopsis thaliana] (TAIR:AT2G29020.1); similar to Os05g0110600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001054441.1); similar to hypothetical protein [Oryza sativa] (GB:AAK73154.1); contains InterPro domain Rab5-interacting; (InterPro:IPR010742) | chr5:23976987-23977956 REVERSEnot assigned Rab5ip"	not assigned.unknown	35_2

CUST_7556_PI403524517	2	0.049437523	0.097561836	-0.0175848	-0.27020264	-0.092123985	0.0175848	35_2102	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QNQ6	CHR3V7|COORD:23157907..23158711| similar to late embryogenesis abundant domain-containing protein / LEA domain-containing protein [Arabidopsis thaliana]	AT3G62580.1	CHR12V5|COORD:22679788..22677249|protein expressed protein	LOC_Os12g37060.1	"no descriptionmoderately similar to ( 293)AT3G62580| Symbols:  | similar to late embryogenesis abundant domain-containing protein / LEA domain-containing protein [Arabidopsis thaliana] (TAIR:AT1G72100.1); similar to Os12g0557400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001067006.1); similar to Os11g0673100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001068440.1); similar to hypothetical protein MtrDRAFT_AC152921g2v1 [Medicago truncatula] (GB:ABE78085.1); contains domain MBC3205 (PTHR23241:SF8); contains domain LATE EMBRYOGENESIS ABUNDANT (PLANTS) LEA-RELATED (PTHR23241) | chr3:23157907-23158711 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07003 Tymo_45kd_70kd"	not assigned.unknown	35_2

CUST_29201_PI403524517	2	0.004052162	-0.19295311	-0.004052162	0.34106064	-0.024312973	0.086364746	35_8439	"Cluster: Hypothetical protein B1064G04.19; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1064G04.19 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5JKR0	0	0	CHR01V5|COORD:21508278..21511225|protein expressed protein	LOC_Os01g37842.1	no description	not assigned.unknown	35_2

CUST_7279_PI403524517	2	-0.0030927658	0.36462498	0.0030918121	-0.08613968	-0.0030927658	0.08325386	35_2022	"Cluster: Os09g0495200 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0495200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J0K6	0	0	CHR09V5|COORD:19179626..19182732|protein expressed protein	LOC_Os09g32130.1	no description	not assigned.unknown	35_2

CUST_53716_PI403524517	2	-0.31760883	0.58312225	-0.053251266	0.08149719	0.05325222	-0.14219761	35_15285	"Cluster: Hypothetical protein OJ1115_B06.15; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1115_B06.15 - Oryza sativa (japonica cultiv"	UniRef90_Q688X9	CHR5V7|COORD:9491369..9493642| drought-responsive family protein	AT5G26990.1	CHR05V5|COORD:27887817..27884290|protein fiber protein Fb2, putative, expressed	LOC_Os05g48800.2	no descriptionvery weakly similar to (73.6)AT5G26990| Symbols:  | drought-responsive family protein | chr5:9491369-9493642 FORWARDnot assigned not assigned not assigned not assigned Di19	stress.abiotic.drought/salt	20_2_3

CUST_26958_PI399408534	2	-0.008349419	-0.11698532	0.050566673	-0.005885124	0.050001144	0.0058841705	35_8289	Rep: Protein At4g28820 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q2V3D8	CHR4V7|COORD:14230821..14232293| zinc finger (HIT type) family protein	AT4G28820.2	CHR01V5|COORD:35850431..35845396|protein HIT zinc finger family protein, expressed	LOC_Os01g61430.1	no descriptionvery weakly similar to (98.6)AT4G28820| Symbols:  | zinc finger (HIT type) family protein | chr4:14230821-14232293 REVERSEnot assigned not assigned zf-HIT	RNA.regulation of transcription.unclassified	27_3_99

CUST_30203_PI403524517	2	0.066705704	0.6128206	-0.13512516	-0.03880596	-0.15180111	0.038805008	35_8717	0	0	CHR2V7|COORD:266674..267378| unknown protein	AT2G01590.1	CHR09V5|COORD:7903088..7900549|protein expressed protein	LOC_Os09g13600.1	no description	not assigned.unknown	35_2

CUST_178239_PI403524517	2	0.050507545	0.13893318	-0.0023765564	-0.22045517	-0.14639664	0.0023756027	35_49570	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_61082_PI403524517	2	0.08477783	0.03000784	-0.15410042	-0.0017323494	-0.5069132	0.0017318726	35_17427	"Cluster: Hypothetical protein OSJNBb0040H10.18; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0040H10.18 - Oryza sativa (japonica"	UniRef90_Q6Z4G5	CHR3V7|COORD:11747778..11748960| germination protein-related	AT3G29970.1	CHR07V5|COORD:24763984..24765018|protein B12D protein, expressed	LOC_Os07g41340.1	no descriptionvery weakly similar to (59.7)AT3G29970| Symbols:  | germination protein-related | chr3:11747778-11748960 FORWARDB12D	development.unspecified	33_99

CUST_14371_PI403524517	2	-0.35546827	0.74564266	0.60120726	0.35546827	-0.60978794	-0.5247927	35_4127	Rep: Palmitoyl-ACP thioesterase - Elaeis guineensis var. tenera (Oil palm)	UniRef90_Q1W7L7	"CHR1V7|COORD:2691549..2693412| FATB (FATTY ACYL-ACP THIOESTERASES B); acyl carrier/ acyl-ACP thioesterase"	AT1G08510.1	CHR06V5|COORD:23466237..23470677|protein myristoyl-acyl carrier protein thioesterase, chloroplast precursor, putative, expressed	LOC_Os06g39520.1	" no descriptionmoderately similar to ( 337)AT1G08510| Symbols: FATB | FATB (FATTY ACYL-ACP THIOESTERASES B); acyl carrier/ acyl-ACP thioesterase | chr1:2691549-2693412 REVERSEmoderately similar to ( 347)FATB_GOSHIMyristoyl-acyl carrier protein thioesterase, chloroplast precursor - Gossypium hirsutum (Upland cotton) (Gossypium mexicanum)Acyl-ACP_TE FatA 4HBT "	lipid metabolism.FA synthesis and FA elongation.ACP thioesterase	11_1_7

CUST_30938_PI403524517	2	-0.06247139	0.6797743	0.015055656	-0.15741062	-0.015055656	0.10612869	35_8930	"Cluster: Hydrolase-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hydrolase-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XI46	CHR4V7|COORD:18530567..18532082| hydrolase, alpha/beta fold family protein	AT4G39955.1	CHR07V5|COORD:25758924..25751651|protein hydrolase, putative, expressed	LOC_Os07g42994.1	no descriptionweakly similar to ( 155)AT5G09430| Symbols:  | hydrolase | chr5:2932163-2933363 FORWARDnot assigned MhpC	not assigned.no ontology	35_1

CUST_84863_PI403524517	2	0.0035495758	0.18683338	-0.09818363	-0.0035495758	-0.118593216	0.06274414	35_24315	"Cluster: Putative HYS1; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative HYS1 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ZH55	CHR5V7|COORD:25963111..25965547| CPR5 (CONSTITUTIVE EXPRESSION OF PR GENES 5)	AT5G64930.1	CHR02V5|COORD:32466790..32463689|protein HYS1, putative, expressed	LOC_Os02g53070.1	 no descriptionvery weakly similar to ( 100)AT5G64930| Symbols: HYS1, CPR5 | CPR5 (CONSTITUTIVE EXPRESSION OF PR GENES 5) | chr5:25963111-25965547 REVERSE	stress.biotic	20_1

CUST_137529_PI403524517	2	0.26119328	-0.3447094	-0.019770622	0.019770622	0.039474487	-0.2661829	35_38568	"Cluster: Putative PS60; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative PS60 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z4A1	"CHR1V7|COORD:28583105..28585914| SKS5 (SKU5 Similar 5); copper ion binding / oxidoreductase"	AT1G76160.1	CHR07V5|COORD:19490012..19497252|protein L-ascorbate oxidase homolog precursor, putative, expressed	LOC_Os07g32660.1	"no descriptionmoderately similar to ( 277)AT1G76160| Symbols: SKS5 | SKS5 (SKU5 Similar 5); copper ion binding / oxidoreductase | chr1:28583105-28585914 REVERSEmoderately similar to ( 225)NTP3_TOBACnot assigned not assigned not assigned not assigned not assigned not assigned Cu-oxidase_3 SufI DUF566 Herpes_BLLF1"	not assigned.no ontology	35_1

CUST_57497_PI403524517	2	0.0325284	-0.57862616	-0.0325284	0.09779596	0.05290556	-0.044768333	35_16395	"Cluster: Putative ABC transporter; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative ABC transporter - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K7R4	CHR1V7|COORD:23972513..23977032| ATGCN3 (Arabidopsis thaliana general control non-repressible 3)	AT1G64550.1	CHR02V5|COORD:35517489..35511662|protein protein GCN20, putative, expressed	LOC_Os02g58020.1	no descriptionnearly identical (1043)AT1G64550| Symbols: ATGCN3 | ATGCN3 (Arabidopsis thaliana general control non-repressible 3) | chr1:23972513-23977032 FORWARDvery weakly similar to (58.2)CYSA_ANTFOProbable sulfate/thiosulfate import ATP-binding protein cysA - Anthoceros formosae (Hornwort)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Uup PRK10636 PRK11147 PRK11819 ABCF_EF-3 COG1123 ABC_tran FepC ZnuC CbiO ABCC_MRP_Like ABC_Metallic_Cations ABC_Iron-Siderophores_B12_Hemin ABC_cobalt_CbiO_domain1 ABC_ATPase CydD SalX ABCC_Protease_Secretion ABC_Org_Solvent_Resistant SunT ABC_DR_subfamily_A znuC MdlB COG3638 Ttg2A CcmA ModF ABC_MJ0796_Lo1CDE_FtsE ABC_cobalt_CbiO_domain2 ABCC_cytochrome_bd TauB DppF ABC_PhnC_transporter ABC_Class3 ABC_KpsT_Wzt ABCC_bacteriocin_exporters COG1245 FtsE TagH CcmA ABC_ModC_molybdenum_transporter ABC_NrtD_SsuB_transporters ABC_subfamily_A ABCC_ATM1_transporter ArpD CydC PRK11160 MglA COG4586 ABC_NikE_OppD_transporters ABC_Carb_Solutes_like CysA ABCD_peroxisomal_ALDP COG4178 sufC PotA ABCC_MsbA ABC_PstB_phosphate_transporter ABC_Carb_Monos_I ABC_Mj1267_LivG_branched ABC_TM1139_LivF_branched COG4559 ABC_FtsE_transporter ATM1 ThiQ AbcC ABC_NatA_like PRK10908 PRK10938 ABCC_CFTR1 ABC_MTABC3_MDL1_MDL2 MalK ABCC_MRP_domain1 ABC_BcrA_bacitracin_resist LivG ABC_HisP_GlnQ_permeases ABC_CcmA_heme_exporter lolD ABCC_Glucan_exporter_like NatA COG3845 ABC_OpuCA_Osmoprotection PRK10619 ABC_ThiQ_thiamine_transporter COG4172 potA ABC_NatA_sodium_exporter fecE PhnK ABC_drug_resistance_like CeuD ssuB ABCC_TAP PRK10253 ABC_FeS_Assembly AppF PRK10419 HisP ABCC_NFT1 LivF ABC_RNaseL_inhibitor_domain2 OpuBA PvdE btuD ABC_YhbG ABCC_Hemolysin COG4619 dppF PRK11174 COG4674 ArtP ABCC_MRP_domain2 GlnQ ABC_MetN_methionine_transporter SapF COG4152 ABC_PotA_N COG4181 livG tauB ABC_putative_ATPase PRK10522 ABC_ModC_like fbpC TauB PhnK PRK11831 ABC_MalK_N araG artP potG ABC_Carb_Monos_II DppD ABC_CysA_sulfate_importer thiQ PRK10790 PRK11176 ABCG_White ABCG_EPDR glnQ ABC_DrrA PstB COG4136 ModC ABC_RNaseL_inhibitor_domain1 YhbG phnK metN PRK10575 PRK10535 ABC_Rad50 TT_ORF1 PRK11264 PRK03695 ABC_Pro_Gly_Bertaine PRK11000 PRK10851 PhnL PRK10261 ycf16 ugpC sufC ABCC_CFTR2 PRK09700 modC Protamine_P1 ABC_RNaseL_inhibitor PRK10744	transport.ABC transporters and multidrug resistance systems	34_16

CUST_41961_PI403524517	2	0.10964203	-0.28852844	-0.0040216446	0.004020691	0.22539139	-0.25552654	35_12062	Rep: DNA polymerase delta small subunit - Oryza sativa (Rice)	UniRef90_Q9LRE5	CHR2V7|COORD:17570360..17573043| DNA polymerase delta small subunit-related	AT2G42120.2	CHR03V5|COORD:1594786..1590668|protein DNA polymerase delta small subunit, putative, expressed	LOC_Os03g03650.1	no descriptionmoderately similar to ( 258)AT2G42120| Symbols: POLD2 | DNA polymerase delta small subunit-related | chr2:17570360-17573043 REVERSEmoderately similar to ( 318)DPOD2_ORYSAnot assigned	DNA.synthesis/chromatin structure	28_1

CUST_40676_PI403524517	2	-0.06030464	0.07112503	-0.032707214	0.24516487	-0.68387604	0.032707214	35_11698	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_11174_PI404877155	2	0.016257286	-0.0949564	-0.044709206	0.03964138	0.03174877	-0.01625824	Contig4842_s_at	putative  cytochrome c oxidase subunit VIa precursor [Oryza sativa (japonica cultivar-group)] gb|AAP68890.1| putative  cytochrome c oxidase	NP_909855.1	cytochrome c oxidase-related	At4g37830.1	protein putative  cytochrome c oxidase subunit VIa precursor	Os03g56190	putative cytochrome c oxidase subunit VIa precursor	mitochondrial electron transport / ATP synthesis.cytochrome c oxidase	9_7

CUST_81980_PI403524517	2	0.26337814	-0.046177387	-0.088196754	0.046177864	0.09052229	-0.26342678	35_23517	Rep: OSIGBa0096F13.9 protein - Oryza sativa (Rice)	UniRef90_Q01M01	0	0	CHR04V5|COORD:13805499..13796873|protein RNA recognition motif family protein, expressed	LOC_Os04g24170.3	no description	not assigned.unknown	35_2

CUST_18285_PI403524517	2	0.01472187	0.058948517	-0.013712883	-0.0611248	0.009160042	-0.009159088	35_5287	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QNG6	"CHR5V7|COORD:814195..815477| similar to PREDICTED: similar to CG15168-PA [Apis mellifera] (GB:XP_001121144.1); similar to Os12g0566400 [Oryza"	AT5G03345.1	CHR12V5|COORD:23246399..23249130|protein expressed protein	LOC_Os12g37880.1	"no descriptionweakly similar to ( 115)AT5G03345| Symbols:  | similar to PREDICTED: similar to CG15168-PA [Apis mellifera] (GB:XP_001121144.1); similar to Os12g0566400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001067053.1); contains domain FAMILY NOT NAMED (PTHR21181); contains domain gb def: Hypothetical protein (PTHR21181:SF6) | chr5:814195-815477 FORWARDnot assigned"	not assigned.unknown	35_2

CUST_3847_PI404877155	2	0.14027214	-0.21927357	-0.062142372	0.062142372	-0.076600075	0.1005106	Contig14465_at	K+ efflux antiporter, putative (KEA4) [Arabidopsis thaliana]	NP_849990.1	K+ efflux antiporter, putative (KEA4)	At2g19600.1	protein probable potassium/proton antiporter [imported] - Arabidopsis thaliana	Os06g36590	NONE	transport.potassium	34_15

CUST_55011_PI403524517	2	-0.1638403	0.32854748	-8.1539154E-4	8.1539154E-4	-0.100912094	0.0011920929	35_15659	"Cluster: Hypersensitive-induced reaction protein 1; n=1; Hordeum vulgare subsp. vulgare|Rep: Hypersensitive-induced reaction protein 1 - Hordeum vulgare var. di"	UniRef90_Q8H1V3	CHR5V7|COORD:25218546..25219761| band 7 family protein	AT5G62740.1	CHR08V5|COORD:18878967..18883158|protein hypersensitive-induced response protein, putative, expressed	LOC_Os08g30790.3	no descriptionmoderately similar to ( 249)AT5G62740| Symbols:  | band 7 family protein | chr5:25218546-25219761 FORWARDnot assigned Band_7_4 HflC	not assigned.no ontology	35_1

CUST_12810_PI403524517	2	-0.6421814	1.9175339	0.07462883	0.3838253	-0.07462788	-0.23255348	35_3663	"Cluster: Os03g0824600 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os03g0824600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DM71	CHR3V7|COORD:3556734..3558155| UDP-glucoronosyl/UDP-glucosyl transferase family protein	AT3G11340.1	CHR03V5|COORD:34575876..34577414|protein cytokinin-N-glucosyltransferase 1, putative, expressed	LOC_Os03g60960.1	no descriptionmoderately similar to ( 353)AT3G11340| Symbols:  | UDP-glucoronosyl/UDP-glucosyl transferase family protein | chr3:3556734-3558155 FORWARDweakly similar to ( 197)UFO2_MAIZEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned UDPGT COG1819 PRK07003 PRK07764 PRK12323 PRK12678 DUF390 Atrophin-1 Tymo_45kd_70kd Gag_spuma IER Herpes_BLLF1 DUF1421	misc.UDP glucosyl and glucoronyl transferases	26_2

CUST_90842_PI403524517	2	0.12361574	0.11867905	-0.17983294	-0.11867857	0.14679575	-0.39679623	35_25981	"Cluster: Putative ribosomal RNA apurinic site specific lyase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ribosomal RNA apurinic site specific lya"	UniRef90_Q69PU6	CHR5V7|COORD:18168892..18170391| F-box family protein	AT5G44950.1	CHR07V5|COORD:10306677..10304067|protein ribosomal RNA apurinic site specific lyase, putative, expressed	LOC_Os07g17460.1	no descriptionvery weakly similar to (64.7)AT5G44950| Symbols:  | F-box family protein | chr5:18168892-18170391 FORWARD	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_168098_PI403524517	2	-0.018192768	0.018193245	0.42119455	-0.09318352	-0.26653433	0.07280874	35_46814	"Cluster: Leucine Rich Repeat family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Leucine Rich Repeat family protein, expressed - Oryza s"	UniRef90_Q337M0	"CHR5V7|COORD:25013659..25019356| ERL1 (ERECTA-LIKE 1); kinase"	AT5G62230.1	CHR10V5|COORD:16982871..16988532|protein receptor-like protein kinase precursor, putative, expressed	LOC_Os10g33040.1	 no descriptionweakly similar to ( 122)AT5G63930| Symbols:  | leucine-rich repeat transmembrane protein kinase, putative | chr5:25600232-25603618 FORWARDvery weakly similar to ( 100)RPK1_IPONIReceptor-like protein kinase precursor - Ipomoea nil (Japanese morning glory) (Pharbitis nil)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG4886 	stress.biotic	20_1

CUST_131666_PI403524517	2	-0.47252178	-0.17127943	0.19483614	0.60601854	0.17127895	-0.2299509	35_36979	"Cluster: Nonspecific lipid-transfer protein 3 precursor; n=1; Hordeum vulgare|Rep: Nonspecific lipid-transfer protein 3 precursor - Hordeum vulgare (Barley)"	UniRef90_Q43766	"CHR5V7|COORD:23942522..23942998| LTP4 (LIPID TRANSFER PROTEIN 4); lipid binding"	AT5G59310.1	CHR11V5|COORD:13168259..13169383|protein nonspecific lipid-transfer protein 1 precursor, putative, expressed	LOC_Os11g24070.1	no descriptionvery weakly similar to (79.3)NLTP3_HORVUNon-specific lipid-transfer protein 3 precursor - Hordeum vulgare (Barley)nsLTP1	lipid metabolism.lipid transfer proteins etc	11_6

CUST_102260_PI403524517	2	0.15330315	0.530283	0.03193569	-0.13151741	-0.13022041	-0.03193569	35_29175	"Cluster: Putative SF21C1 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative SF21C1 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5Z901	CHR5V7|COORD:3799683..3802497| Ndr family protein	AT5G11790.1	CHR06V5|COORD:21640997..21636462|protein pollen-specific protein SF21, putative, expressed	LOC_Os06g36740.1	no descriptionmoderately similar to ( 256)AT5G56750| Symbols:  | Ndr family protein | chr5:22975212-22977832 FORWARDmoderately similar to ( 225)SF21_HELANPollen-specific protein SF21 - Helianthus annuus (Common sunflower)not assigned Ndr MhpC Abhydrolase_1	not assigned.no ontology	35_1

CUST_8980_PI403524517	2	0.008522034	0.2648363	-0.008522034	-0.12202263	-0.14165688	0.055150986	35_2517	"Cluster: Ubiquitin-conjugating enzyme family protein, expressed; n=2; Oryza sativa|Rep: Ubiquitin-conjugating enzyme family protein, expressed - Oryza sativa (j"	UniRef90_Q10E03	"CHR3V7|COORD:19505656..19506932| MMZ4 (MMS ZWEI HOMOLOGE 4); ubiquitin-protein ligase"	AT3G52560.1	CHR03V5|COORD:28730634..28735988|protein ubiquitin-conjugating enzyme E2 variant 1, putative, expressed	LOC_Os03g50440.1	no descriptionmoderately similar to ( 232)AT3G52560| Symbols: MMZ4 | MMZ4 (MMS ZWEI HOMOLOGE 4) | chr3:19505656-19506309 REVERSEvery weakly similar to (57.4)UBC7_WHEATUbiquitin-conjugating enzyme E2 7 - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned COG5078 UBCc UQ_con UBCc	protein.degradation.ubiquitin.E2	29_5_11_3

CUST_8758_PI403524517	2	0.14741707	-0.07102013	-0.06724167	-0.020955086	0.020955086	0.05376053	35_2456	"Cluster: Signal recognition particle 14 kDa protein; n=3; Oryza sativa|Rep: Signal recognition particle 14 kDa protein - Oryza sativa (Rice)"	UniRef90_O04433	CHR2V7|COORD:18104691..18105696| signal recognition particle 14 kDa family protein / SRP14 family protein	AT2G43640.1	CHR04V5|COORD:31478225..31481226|protein signal recognition particle 14 kDa protein, putative, expressed	LOC_Os04g53220.1	no descriptionweakly similar to ( 147)AT2G43640| Symbols:  | signal recognition particle 14 kDa family protein / SRP14 family protein | chr2:18104691-18105696 REVERSEweakly similar to ( 181)SRP14_ORYSAnot assigned SRP14	protein.targeting.secretory pathway.unspecified	29_3_4_99

CUST_57351_PI403524517	2	-0.034275055	0.059150696	0.07814503	-0.03757572	0.004547119	-0.0045461655	35_16355	Rep: THA4 - Zea mays (Maize)	UniRef90_Q9XFJ8	CHR5V7|COORD:10784146..10785681| thylakoid assembly protein, putative	AT5G28750.1	CHR03V5|COORD:24176470..24174236|protein THA4, putative, expressed	LOC_Os03g43430.1	no description	not assigned.unknown	35_2

CUST_13616_PI403524517	2	-0.03358364	0.09619522	0.016679764	-0.12813854	0.05512047	-0.01667881	35_3906	"Cluster: Putative serine/threonine protein kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative serine/threonine protein kinase - Oryza sativa (jap"	UniRef90_Q8S1J0	CHR3V7|COORD:1014419..1018251| protein kinase family protein	AT3G03940.1	CHR01V5|COORD:32942542..32949742|protein ATP binding protein, putative, expressed	LOC_Os01g56580.2	no descriptionmoderately similar to ( 232)AT3G03940| Symbols:  | protein kinase family protein | chr3:1014419-1018251 REVERSE	protein.postranslational modification	29_4

CUST_120970_PI403524517	2	-0.050938606	0.10033131	-0.18208265	0.14664555	0.050938606	-0.33320284	35_34180	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_82297_PI403524517	2	0.22340584	0.44126987	-0.010141373	-0.28379726	-0.1152668	0.010142326	35_23604	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q75IZ8	CHR5V7|COORD:22556601..22560368| GTP binding / RNA binding	AT5G55660.1	CHR03V5|COORD:17032788..17039265|protein expressed protein	LOC_Os03g29960.1	no descriptionvery weakly similar to (62.4)AT5G55660| Symbols:  | GTP binding / RNA binding | chr5:22556601-22560368 FORWARDnot assigned	not assigned.unknown	35_2

CUST_145381_PI403524517	2	-0.49007988	-0.19800758	-0.36820316	0.75114536	0.77431536	0.1980071	35_40706	"Cluster: Hypothetical protein; n=1; Neosartorya fischeri NRRL 181|Rep: Hypothetical protein - Neosartorya fischeri NRRL 181"	UniRef90_A1CUV6		0	0	0	no description	not assigned.unknown	35_2

CUST_134545_PI403524517	2	0.43437386	-0.5645938	-0.4646964	0.15675402	-0.09355259	0.09355259	35_37749	"Cluster: Hypothetical protein OSJNBa0029B02.18; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0029B02.18 - Oryza sativa (japonica"	UniRef90_Q6AT11	CHR3V7|COORD:9515600..9517822| serine/threonine protein phosphatase 2A (PP2A) regulatory subunit B', putative	AT3G26020.1	CHR05V5|COORD:4650404..4647142|protein transposon protein, putative, unclassified, expressed	LOC_Os05g08560.1	 no descriptionweakly similar to ( 108)AT5G25510| Symbols:  | serine/threonine protein phosphatase 2A (PP2A) regulatory subunit B', putative | chr5:8882731-8884328 REVERSEnot assigned B56 	protein.postranslational modification	29_4

CUST_6011_PI404877155	2	0.101410866	-0.17868996	-0.08336544	-0.055747986	0.055747986	0.06980038	Contig18282_at	ATP-dependent RNA helicase, putative [Arabidopsis thaliana] pir||E96621 hypothetical protein F23H11.8 [imported] - Arabidopsis thaliana gb|A	NP_176185.1	ATP-dependent RNA helicase, putative	At1g59760.1	protein Helicase conserved C-terminal domain, putative	Os12g18140	"ATP-dependent RNA helicase, putative, similar to SP:P47047 ATP-dependent RNA helicase DOB1 {Saccharomyces cerevisiae}, HUA enhancer 2 (Arabidopsis thaliana) GI:16024936; contains Pfam profiles PF00270: DEAD/DEAH box helicase, PF00271: Helicase conserved C"	RNA.processing	27_1

CUST_118993_PI403524517	2	0.009475231	0.04775238	0.046495438	-0.009475708	-1.0133319	-0.59942484	35_33678	"Cluster: SWI/SNF-related matrix-associated actin-dependent regulator of chromatin a-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: SWI/SNF-related matri"	UniRef90_Q69WP6		0	CHR07V5|COORD:26415263..26427637|protein ATP binding protein, putative, expressed	LOC_Os07g44210.1	no description	not assigned.unknown	35_2

CUST_131311_PI403524517	2	0.11054039	0.6205101	0.037163734	-0.16524506	-0.037164688	-0.055675507	35_36880	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_11439_PI404877155	2	0.061133385	-0.12699127	-0.074769974	0.0130290985	-0.0130290985	0.030914307	Contig5114_at	glycine-rich RNA-binding protein-like [Arabidopsis thaliana]	AAM62695.1	RNA recognition motif (RRM)-containing protein	At5g19960.1	protein glycine-rich RNA-binding protein, putative	Os02g11750	glycine-rich RNA-binding protein/NF-X1  T01688	RNA.RNA binding	27_4

CUST_112964_PI403524517	2	0.15776825	0.4955263	-0.025115967	-0.31834602	-0.08193016	0.02511692	35_32064	Rep: B0616E02-H0507E05.7 protein - Oryza sativa (Rice)	UniRef90_Q01HW5	CHR4V7|COORD:5703496..5705177| arginase	AT4G08900.1	CHR04V5|COORD:387037..391485|protein arginase, putative, expressed	LOC_Os04g01590.1	no descriptionweakly similar to ( 165)AT4G08900| Symbols:  | arginase | chr4:5703496-5705177 FORWARDweakly similar to ( 136)ARGI_SOYBNArginase - Glycine max (Soybean)not assigned	amino acid metabolism.degradation.glutamate family.arginine	13_2_2_3

CUST_70423_PI403524517	2	0.6303611	0.99287796	0.11373997	-0.23612928	-0.24843168	-0.11373949	35_20171	"Cluster: Probable NADPH:quinone oxidoreductase 2; n=2; Oryza sativa|Rep: Probable NADPH:quinone oxidoreductase 2 - Oryza sativa (Rice)"	UniRef90_Q941Y8	"CHR3V7|COORD:10352044..10353175| NQR (NADPH:QUINONE OXIDOREDUCTASE); FMN reductase"	AT3G27890.1	CHR01V5|COORD:42344908..42346362|protein NADPH quinone oxidoreductase 2, putative, expressed	LOC_Os01g72460.1	"no descriptionmoderately similar to ( 266)AT3G27890| Symbols: NQR | NQR (NADPH:QUINONE OXIDOREDUCTASE); FMN reductase | chr3:10352044-10353175 REVERSEmoderately similar to ( 332)NQR2_ORYSAnot assigned FMN_red COG0431 WrbA"	not assigned.no ontology	35_1

CUST_154383_PI403524517	2	-0.04896307	0.048963547	0.26718283	-0.21901417	0.12676907	-0.25586224	35_43141	"Cluster: Putative glucose-6-phosphate isomerase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative glucose-6-phosphate isomerase - Oryza sativa (japonic"	UniRef90_Q6YXI1	CHR4V7|COORD:12708982..12712620| PGI1 (CHLOROPLASTIC PHOSPHOGLUCOSE ISOMERASE)	AT4G24620.1	CHR09V5|COORD:17652620..17647470|protein glucose-6-phosphate isomerase, putative, expressed	LOC_Os09g29070.2	 no descriptionweakly similar to ( 111)AT4G24620| Symbols: PGI, PGI1 | PGI1 (CHLOROPLASTIC PHOSPHOGLUCOSE ISOMERASE) | chr4:12709107-12712620 REVERSEnot assigned not assigned not assigned not assigned not assigned pgi 	glycolysis.G6PIsomerase	4_3

CUST_23173_PI399408534	2	-1.3032541	-1.4148388	0.83664703	0.18639278	0.029860497	-0.029860497	35_5759	"Cluster: Putative leucoanthocyanidin dioxygenase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative leucoanthocyanidin dioxygenase - Oryza sativa (japon"	UniRef90_Q75IL5	CHR3V7|COORD:3504255..3506694| oxidoreductase, 2OG-Fe(II) oxygenase family protein	AT3G11180.1	CHR05V5|COORD:1546191..1540006|protein flavonol synthase/flavanone 3-hydroxylase, putative, expressed	LOC_Os05g03640.1	 no descriptionmoderately similar to ( 219)AT3G11180| Symbols:  | oxidoreductase, 2OG-Fe(II) oxygenase family protein | chr3:3504255-3506694 FORWARDweakly similar to ( 126)ACCO1_ORYSAnot assigned not assigned not assigned not assigned not assigned PcbC 2OG-FeII_Oxy PRK12323 PRK07003 	hormone metabolism.ethylene.synthesis-degradation	17_5_1

CUST_14368_PI403524517	2	-0.010267258	0.22115707	-0.1734848	0.06506443	-0.12640095	0.010266304	35_4126	"Cluster: Os05g0473500 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0473500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DHD7	"CHR5V7|COORD:23638686..23640560| ATEXO70B1 (exocyst subunit EXO70 family protein B1); protein binding"	AT5G58430.1	CHR05V5|COORD:23174308..23171686|protein protein binding protein, putative, expressed	LOC_Os05g39610.2	"no descriptionmoderately similar to ( 408)AT5G58430| Symbols: ATEXO70B1 | ATEXO70B1 (exocyst subunit EXO70 family protein B1); protein binding | chr5:23638686-23640560 REVERSEnot assigned not assigned Exo70"	not assigned.no ontology	35_1

CUST_21296_PI399408534	2	-0.15434933	0.11744022	-0.06317949	0.16162205	-0.076174736	0.06317997	35_48681	"Cluster: Hypothetical protein OSJNBb0059K16.1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0059K16.1 - Oryza sativa (japonica cu"	UniRef90_Q5W6W1	CHR3V7|COORD:19128856..19131543| protein kinase family protein	AT3G51550.1	CHR05V5|COORD:14638522..14643627|protein protein kinase, putative, expressed	LOC_Os05g25350.1	no descriptionvery weakly similar to (55.8)AT3G51550| Symbols:  | protein kinase family protein | chr3:19128856-19131543 REVERSE	signalling.receptor kinases.Catharanthus roseus-like RLK1	30_2_16

CUST_15214_PI403524517	2	-0.23684692	0.111190796	0.2715969	0.016784668	-0.01678276	-0.271595	35_4386	Rep: CI2D - Hordeum vulgare (Barley)	UniRef90_Q8LLA8	CHR2V7|COORD:16243624..16244128| protease inhibitor, putative	AT2G38870.1	CHR12V5|COORD:22160429..22159864|protein subtilisin-chymotrypsin inhibitor CI-1B, putative, expressed	LOC_Os12g36210.1	no descriptionvery weakly similar to (65.1)ICI2_HORVUSubtilisin-chymotrypsin inhibitor-2A - Hordeum vulgare (Barley)potato_inhibit	not assigned.unknown	35_2

CUST_22981_PI399408534	2	0.003745079	0.3628435	0.30882025	-0.06170559	-0.0037455559	-0.11791897	35_41590	"Cluster: Hypothetical protein B1066G12.15; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1066G12.15 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5NA79	CHR1V7|COORD:1920326..1920946| LOB domain family protein / lateral organ boundaries domain family protein (LBD2)	AT1G06280.1	CHR01V5|COORD:7853175..7854414|protein ramosa 2, putative, expressed	LOC_Os01g14030.1	no descriptionvery weakly similar to (84.7)AT1G06280| Symbols: LBD2 | LOB domain family protein / lateral organ boundaries domain family protein (LBD2) | chr1:1920326-1920946 REVERSEnot assigned not assigned DUF260 PRK12323 PRK07003	RNA.regulation of transcription.AS2,Lateral Organ Boundaries Gene Family	27_3_37

CUST_3804_PI404877155	2	0.06309891	-0.74258995	-0.10128212	0.020551682	0.01808834	-0.018087387	Contig14399_at	OSJNBb0060M15.2 [Oryza sativa (japonica cultivar-group)]	CAE03190.2	sulfate adenylyltransferase 1 / ATP-sulfurylase 1 (APS1)	At3g22890.1	protein sulfate adenylyltransferase	Os04g02050	sulfate adenylyltransferase 1 / ATP-sulfurylase 1 (APS1), nearly identical to ATP sulfurylase (APS1) (Arabidopsis thaliana) GI:6606509	S-assimilation.APS	14_01

CUST_32880_PI399408534	2	0.29803848	-1.3404427	-0.39899635	0.19414711	0.2702694	-0.19414806	35_8047	"Cluster: Myb-related protein-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: Myb-related protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69Y75	CHR4V7|COORD:18271451..18271851| DNA binding / transcription factor	AT4G39250.1	CHR12V5|COORD:20440473..20442136|protein DNA binding protein, putative	LOC_Os12g33950.1	no descriptionvery weakly similar to (80.1)AT2G18328| Symbols:  | DNA binding | chr2:7971560-7971793 FORWARD	RNA.regulation of transcription.MYB-related transcription factor family	27_3_26

CUST_1724_PI403524517	2	-0.28077316	-0.14119816	0.14119911	0.16533089	0.2765665	-0.24219418	35_454	Rep: Putative phospholipase - Oryza sativa (Rice)	UniRef90_Q94GR5	"CHR2V7|COORD:2842472..2843209| ATSPLA2-ALPHA/PLA2-ALPHA (PHOSPHOLIPASE A2-ALPHA); phospholipase A2"	AT2G06925.1	CHR03V5|COORD:28497524..28499203|protein phospholipase A2, putative, expressed	LOC_Os03g50030.1	" no descriptionweakly similar to ( 133)AT2G06925| Symbols: ATSPLA2-ALPHA, PLA2-ALPHA | ATSPLA2-ALPHA/PLA2-ALPHA (PHOSPHOLIPASE A2-ALPHA); phospholipase A2 | chr2:2842472-2843209 REVERSEnot assigned PLA2_plant PLA2_like "	lipid metabolism.lipid degradation.lysophospholipases.phospholipase A2	11_9_3_4

CUST_50135_PI403524517	2	0.15725613	0.43744373	-0.066432	-0.115003586	-0.13160229	0.066432	35_14308	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_10090_PI403524517	2	0.041309357	0.639452	-0.33744717	0.06890583	-0.19150066	-0.041309357	35_2850	Rep: Roothairless 3 - Zea mays (Maize)	UniRef90_Q5YLM2	CHR4V7|COORD:9116602..9119149| ATSEB1	AT4G16120.1	CHR03V5|COORD:10577983..10580561|protein COBRA-like protein 7 precursor, putative, expressed	LOC_Os03g18910.1	 no descriptionhighly similar to ( 651)AT4G16120| Symbols: COBL7, ATSEB1 | ATSEB1 | chr4:9116602-9119149 REVERSEweakly similar to ( 160)COBL1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Phytochel_synth Tymo_45kd_70kd Atrophin-1 PRK07003 Extensin_2 PRK12323 Herpes_BLLF1 PRK07764 AF-4 APC_basic HPC2 DUF566 Herpes_TAF50 PRK08770 Pneumo_att_G TT_ORF1 DUF1421 	metal handling	15

CUST_60539_PI403524517	2	-0.6327419	-0.94812775	0.33115578	0.38940907	0.4958372	-0.33115625	35_17258	"Cluster: Beta-amylase, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Beta-amylase, putative, expressed - Oryza sativa (japonica cultivar"	UniRef90_Q10RZ1	"CHR3V7|COORD:8641729..8644206| BMY7/TR-BAMY (beta-amylase 7); beta-amylase"	AT3G23920.1	CHR03V5|COORD:2252076..2255512|protein beta-amylase, putative, expressed	LOC_Os03g04770.1	" no descriptionhighly similar to ( 625)AT3G23920| Symbols: BMY7, TR-BAMY | BMY7/TR-BAMY (beta-amylase 7); beta-amylase | chr3:8641729-8644206 FORWARDmoderately similar to ( 406)AMYB_MEDSABeta-amylase - Medicago sativa (Alfalfa)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Glyco_hydro_14 PRK07003 Herpes_BLLF1 PRK07764 PRK12323 Atrophin-1 APC_basic HPC2 PRK05648 KAR9 Pneumo_att_G SerH PRK08691 AF-4 DamX Extensin_2 DUF566 PRK08770 Tymo_45kd_70kd Herpes_UL32 PRK12678 Totivirus_coat DUF1509 PRK06132 "	major CHO metabolism.degradation.starch.starch cleavage	2_2_2_1

CUST_41753_PI403524517	2	0.14750433	-1.2998519	-0.18306017	0.16854429	0.10771084	-0.10771084	35_11998	"Cluster: Os06g0707100 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os06g0707100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D9N5	CHR5V7|COORD:21306268..21308975| MATE efflux protein-related	AT5G52450.1	CHR06V5|COORD:29876101..29884251|protein transparent testa 12 protein, putative, expressed	LOC_Os06g49310.1	no descriptionweakly similar to ( 150)AT5G52450| Symbols:  | MATE efflux protein-related | chr5:21306268-21308975 REVERSEnot assigned NorM PRK01766 MatE PRK00187	transport.misc	34_99

CUST_7151_PI399408534	2	-0.02974701	0.11945534	0.0023107529	-0.0031461716	0.11605072	-0.0023097992	35_39827	"Cluster: Putative bZIP protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative bZIP protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6EUG3	CHR1V7|COORD:19968814..19970479| DNA binding	AT1G53490.1	CHR02V5|COORD:7470926..7466238|protein DNA binding protein, putative, expressed	LOC_Os02g13810.2	no descriptionweakly similar to ( 162)AT1G53490| Symbols:  | DNA binding | chr1:19968814-19970479 FORWARD	RNA.regulation of transcription.unclassified	27_3_99

CUST_46746_PI403524517	2	0.057179928	-0.03020668	-0.03286457	0.03020668	-0.21670103	0.40144825	35_13386	"Cluster: Putative small blue copper protein Bcp1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative small blue copper protein Bcp1 - Oryza sativa (japon"	UniRef90_Q6ZI14	"CHR2V7|COORD:13729587..13730541| UCC1 (UCLACYANIN 1); copper ion binding"	AT2G32300.1	CHR02V5|COORD:29870836..29869731|protein uclacyanin-2 precursor, putative, expressed	LOC_Os02g48820.1	"no descriptionvery weakly similar to (51.6)AT2G32300| Symbols: UCC1 | UCC1 (UCLACYANIN 1); copper ion binding | chr2:13729587-13730541 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned Cu_bind_like PRK12678"	misc.plastocyanin-like	26_19

CUST_113594_PI403524517	2	0.06359053	0.0482378	-0.048237324	-0.28150272	-0.3133011	0.05609846	35_32243	"Cluster: Putative cell wall protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative cell wall protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6F3A8		0	CHR03V5|COORD:32683646..32689998|protein expressed protein	LOC_Os03g57430.1	no description	not assigned.unknown	35_2

CUST_5365_PI399408534	2	0.28848934	0.07243633	-0.072435856	-0.20472002	0.106868744	-0.09957218	35_11537	"Cluster: Unknow protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Unknow protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6L560	CHR3V7|COORD:4486927..4490018| protein kinase family protein	AT3G13690.1	CHR05V5|COORD:29281423..29276639|protein ATP binding protein, putative, expressed	LOC_Os05g51190.5	no descriptionmoderately similar to ( 261)AT3G13690| Symbols:  | protein kinase family protein | chr3:4486927-4490018 FORWARDvery weakly similar to (85.5)CRI4_MAIZEPutative receptor protein kinase CRINKLY4 precursor - Zea mays (Maize)not assigned not assigned not assigned not assigned Pkinase_Tyr TyrKc PTKc S_TKc S_TKc PTKc_Trk Pkinase PTKc_Fes_like PTKc_EGFR_like	signalling.receptor kinases.DUF 26	30_2_17

CUST_18756_PI403524517	2	-0.09204769	0.0038414001	-0.012979507	0.0019569397	-0.001955986	0.18036556	35_5428	Rep: Putative NAD kinase 3 - Oryza sativa (Rice)	UniRef90_Q60E60	"CHR3V7|COORD:7380440..7383880| NADK1 (NAD kinase 1); NAD+ kinase"	AT3G21070.2	CHR05V5|COORD:18696550..18703677|protein NAD kinase 3, putative, expressed	LOC_Os05g32210.1	" no descriptionmoderately similar to ( 478)AT3G21070| Symbols: ATNADK-1, NADK1 | NADK1 (NAD kinase 1); NAD+ kinase/ NADH kinase/ calmodulin binding | chr3:7380440-7383880 REVERSEhighly similar to ( 561)NADK3_ORYSAnot assigned not assigned nadF NAD_kinase ppnK ppnK ppnK ppnK ppnK ppnK ppnK ppnK ppnK ppnK ppnK ppnK ppnK ppnK ppnK ppnK "	not assigned.no ontology	35_1

CUST_4208_PI403524517	2	0.06874037	-0.006723881	0.006723404	0.008589745	-0.598629	-0.5410218	35_1162	"Cluster: Hypothetical protein P0410E03.33-1; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0410E03.33-1 - Oryza sativa (japonica cultiv"	UniRef90_Q9AX68	"CHR5V7|COORD:8863433..8865397| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G11420.1); similar to unknown [Ricinus communis] (GB:CAB02653.1);"	AT5G25460.1	CHR01V5|COORD:24507959..24511019|protein expressed protein	LOC_Os01g42520.1	"no descriptionmoderately similar to ( 481)AT5G11420| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G25460.1); similar to unknown [Ricinus communis] (GB:CAB02653.1); contains InterPro domain Galactose-binding like; (InterPro:IPR008979); contains InterPro domain Protein of unknown function DUF642; (InterPro:IPR006946) | chr5:3644656-3646992 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF642 PRK07003 Herpes_BLLF1 PRK12323 Atrophin-1 HPC2 PRK07764 APC_basic Tymo_45kd_70kd KAR9 AF-4 DUF566 DUF1421 Herpes_TAF50 Pneumo_att_G Extensin_2 PRK05648 PRK08853 PRK12678 Metaviral_G TT_ORF1 GRASP55_65 FimV PRK12495 Syndecan DUF1509 STOP"	not assigned.unknown	35_2

CUST_5603_PI399408534	2	-0.4128523	-0.8535137	0.9100065	-0.011313438	0.6012478	0.011314392	35_6826	"Cluster: Remorin, C-terminal region family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Remorin, C-terminal region family protein, expre"	UniRef90_Q10SU0	CHR5V7|COORD:8010007..8011456| remorin family protein	AT5G23750.2	CHR03V5|COORD:627814..625299|protein remorin, putative, expressed	LOC_Os03g02040.1	no descriptionvery weakly similar to (72.0)AT5G23750| Symbols:  | remorin family protein | chr5:8010007-8011456 REVERSEvery weakly similar to (72.0)REMO_SOLTURemorin - Solanum tuberosum (Potato)not assigned not assigned not assigned not assigned not assigned Remorin_C TT_ORF1 TolA Protamine_P1	RNA.regulation of transcription.unclassified	27_3_99

CUST_51750_PI403524517	2	0.004076004	-0.4975958	0.10846138	-0.116155624	0.06918907	-0.0040769577	35_14751	"Cluster: Putative cysteine proteinase 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative cysteine proteinase 1 - Oryza sativa (japonica cultivar-group"	UniRef90_Q6K7A3	CHR4V7|COORD:9171527..9172892| cysteine proteinase, putative	AT4G16190.1	CHR02V5|COORD:15885668..15889425|protein cysteine proteinase 1 precursor, putative, expressed	LOC_Os02g27030.1	 no descriptionmoderately similar to ( 337)AT4G16190| Symbols:  | cysteine proteinase, putative | chr4:9171527-9172892 FORWARDmoderately similar to ( 438)CYSP1_MAIZECysteine proteinase 1 precursor - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Peptidase_C1A Peptidase_C1 Pept_C1 Peptidase_C1 Peptidase_C1A_CathepsinB Peptidase_C1A_CathepsinC Peptidase_C1A_CathepsinX Inhibitor_I29 PRK12323 COG4870 PRK07764 PRK07003 Herpes_BLLF1 DUF566 Atrophin-1 Pneumo_att_G HPC2 	protein.degradation.cysteine protease	29_5_3

CUST_139699_PI403524517	2	0.14262772	-0.08963108	-0.09153557	0.08963013	-0.33632946	0.109835625	35_39178	"Cluster: Initiation factor eIF-4 gamma, middle; Initiation factor eIF-4 gamma, MA3; n=1; Medicago truncatula|Rep: Initiation factor eIF-4 gamma, middle; Initiat"	UniRef90_Q1SR54	CHR5V7|COORD:5940133..5943954| RNA binding	AT5G17930.1	CHR09V5|COORD:21208472..21212687|protein bZIP-like protein, putative, expressed	LOC_Os09g36760.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_110526_PI403524517	2	0.050965786	-0.050965786	0.10405016	0.10523844	-0.26522446	-0.051680088	35_31392	Rep: Kinesin K39, putative - Leishmania major	UniRef90_Q4QFM2		0	CHR05V5|COORD:7429610..7425651|protein glycoprotein X precursor, putative, expressed	LOC_Os05g13420.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_45508_PI403524517	2	0.030081749	0.16604328	-0.05871296	-0.015264511	0.015265465	-0.10129452	35_13044	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_12901_PI403524517	2	-0.23984337	0.009001732	0.1439209	0.20036983	-0.13332462	-0.009001732	35_3690	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QYW3	CHR3V7|COORD:20791389..20793910| Encodes ESK1 (Eskimo1).  A member of a large gene family of DUF231 domain proteins whose members encode a total of 45	AT3G55990.1	CHR12V5|COORD:241968..246389|protein expressed protein	LOC_Os12g01380.1	no descriptionmoderately similar to ( 426)AT3G55990| Symbols:  | Encodes ESK1 (Eskimo1).  A member of a large gene family of DUF231 domain proteins whose members encode a total of 45 proteins of unknown function.  ESK1 functions as a negative regulator of cold acclimation.  Mutations in the ESK1 gene provides strong freezing tolerance. | chr3:20791389-20793910 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF231 Herpes_BLLF1 PRK12323 Atrophin-1 HPC2 DUF1421 Tymo_45kd_70kd PRK07003 DUF566 AF-4 KAR9 Extensin_2 PRK07764 Pneumo_att_G IER PRK05648 APC_basic	not assigned.unknown	35_2

CUST_18572_PI399408534	2	0.096215725	0.19736099	0.16010237	-0.18017006	-0.0962162	-0.19855833	35_25258	Rep: Ethylene receptor homologue - Zea mays (Maize)	UniRef90_Q9FXT2	CHR3|COORD:1235289..1238499| ethylene receptor, putative (EIN4), similar to ethylene receptor GB:AAC31123 (Malus domestica), identical to putative	AT3G04580.2	CHR04V5|COORD:4725354..4729327|protein ethylene receptor, putative, expressed	LOC_Os04g08740.3	no descriptionmoderately similar to ( 211)AT3G04580| Symbols: EIN4 | EIN4 (ETHYLENE INSENSITIVE 4) | chr3:1235582-1237971 REVERSEweakly similar to ( 151)ETR1_BRAOLEthylene receptor - Brassica oleracea (Wild cabbage)not assigned	hormone metabolism.ethylene.signal transduction	17_5_2

CUST_79149_PI403524517	2	-0.04060936	0.3591385	0.12498951	-0.14268684	0.040608406	-0.43013573	35_22703	"Cluster: Hypothetical protein P0415C01.19; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0415C01.19 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5ZC70	CHR1V7|COORD:22496859..22500684| proline-rich family protein	AT1G61080.1	CHR01V5|COORD:23343966..23342355|protein hypothetical protein	LOC_Os01g40740.1	no description	not assigned.unknown	35_2

CUST_6777_PI403524517	2	-0.111748695	0.0957489	0.026033401	-0.007660866	-0.07597637	0.007659912	35_1882	"Cluster: Os09g0494200 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0494200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J0L1	"CHR1V7|COORD:1766832..1768116| POM1 (POM-POM1); chitinase"	AT1G05850.1	CHR09V5|COORD:19147628..19149620|protein endochitinase A2 precursor, putative, expressed	LOC_Os09g32080.2	" no descriptionmoderately similar to ( 423)AT1G05850| Symbols: ERH2, ELP1, CTL1, ELP, HOT2, POM1 | POM1 (POM-POM1); chitinase | chr1:1766832-1768116 REVERSEweakly similar to ( 191)CHI1_HORVU26 kDa endochitinase 1 precursor - Hordeum vulgare (Barley)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned chitinase_glyco_hydro_19 Glyco_hydro_19 Herpes_BLLF1 PRK07003 APC_basic PRK07764 AF-4 DUF566 PRK12323 KAR9 PRK10905 "	stress.biotic	20_1

CUST_3865_PI403524517	2	-0.08949947	0.15395641	0.24310827	-0.12818098	-0.054043293	0.05404377	35_1071	Rep: Alpha-expansin EXPA1 - Triticum aestivum (Wheat)	UniRef90_Q56TP6	CHR1V7|COORD:6998753..6999701| ATEXPA11 (ARABIDOPSIS THALIANA EXPANSIN A11)	AT1G20190.1	CHR04V5|COORD:8578853..8580134|protein alpha-expansin 1 precursor, putative, expressed	LOC_Os04g15840.1	 no descriptionmoderately similar to ( 264)AT1G20190| Symbols: EXP11, ATEXP11, ATHEXP ALPHA 1.14, ATEXPA11 | ATEXPA11 (ARABIDOPSIS THALIANA EXPANSIN A11) | chr1:6998753-6999701 REVERSEmoderately similar to ( 298)EXPA1_ORYSAnot assigned DPBB_1 PRK07003 PRK12323 	cell wall.modification	10_7

CUST_103326_PI403524517	2	0.024489403	0.24621391	0.22705269	-0.1848011	-0.060032368	-0.024489403	35_29465	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_12008_PI404877155	2	0.012098312	0.59394073	0.08252907	-0.21652031	-0.08035755	-0.012098312	Contig5731_at	Unknown protein [Oryza sativa (japonica cultivar-group)] gb|AAN62785.1| Unknown protein [Oryza sativa (japonica cultivar-group)]	NP_912546.1	SNF7 family protein	At5g22950.1	protein SNF7 family, putative	Os03g01810	gi|24476043|gb|AAN62785.1| Unknown protein	RNA.regulation of transcription.SNF7	27_3_71

CUST_25465_PI403524517	2	0.16137457	-0.31994247	-0.020657063	-0.5216389	0.13019991	0.020657063	35_7380	"Cluster: TonB family protein; n=1; Synechococcus sp. JA-2-3B'a(2-13)|Rep: TonB family protein - Synechococcus sp. (strain JA-2-3B'a(2-13)) (Cyanobacteria"	UniRef90_Q2JMC8	CHR5V7|COORD:19852631..19853248| hydroxyproline-rich glycoprotein family protein	AT5G48920.1	CHR07V5|COORD:24271675..24264784|protein formin-2, putative, expressed	LOC_Os07g40510.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_134295_PI403524517	2	0.2346425	-0.3403821	0.054739475	-0.18533754	-0.054739475	0.4276533	35_37684	"Cluster: 'unknow protein, contains tetratricopeptide (TPR) domain'; n=1; Oryza sativa (japonica cultivar-group)|Rep: 'unknow protein, contains tetratricopeptide"	UniRef90_Q6L5C2	"CHR2V7|COORD:17735933..17738539| TTL3 (TETRATRICOPETIDE-REPEAT THIOREDOXIN-LIKE 3); protein binding"	AT2G42580.1	CHR05V5|COORD:29178932..29174536|protein protein binding protein, putative, expressed	LOC_Os05g50990.1	"no descriptionvery weakly similar to (54.3)AT2G42580| Symbols: TTL3 | TTL3 (TETRATRICOPETIDE-REPEAT THIOREDOXIN-LIKE 3); protein binding | chr2:17735933-17738539 FORWARD"	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_15773_PI403524517	2	0.09358835	-0.29019737	-0.030759335	0.044617653	-0.09030628	0.030759811	35_4554	"Cluster: Hydroxyproline-rich glycoprotein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hydroxyproline-rich glycoprotein-like - Oryza sativa (japonica"	UniRef90_Q69NN2	"CHR3V7|COORD:4625715..4630390| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G07660.1); similar to Os06g0206100 [Oryza sativa (japonica"	AT3G13990.1	CHR06V5|COORD:5358509..5366121|protein gb protein, putative, expressed	LOC_Os06g10430.3	"no descriptionmoderately similar to ( 207)AT3G13990| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G07660.1); similar to Os06g0206100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001057094.1); similar to gb protein [Sorghum bicolor] (GB:AAL68853.1); contains InterPro domain Apoptosis inhibitory 5; (InterPro:IPR008383); contains InterPro domain Protein of unknown function DUF1296; (InterPro:IPR009719) | chr3:4625715-4630390 REVERSEnot assigned"	not assigned.no ontology.hydroxyproline rich proteins	35_1_41

CUST_156658_PI403524517	2	-0.055591583	0.12596464	0.1950674	-0.29280567	0.055591106	-0.19599771	35_43752	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_61954_PI403524517	2	0.042770386	-0.55595016	-0.09632301	0.03541279	-0.016598701	0.016599655	35_17674	"Cluster: Os03g0165600 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os03g0165600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DUV5	CHR3|COORD:17685367..17687436| ubiquitin carboxyl-terminal hydrolase family protein, contains Pfam profile PF00443: Ubiquitin carboxyl-terminal	AT3G47900.1	CHR03V5|COORD:3529825..3519262|protein cysteine-type endopeptidase/ nucleic acid binding protein, putative, expressed	LOC_Os03g06950.1	no descriptionmoderately similar to ( 455)AT3G47910| Symbols:  | binding / nucleic acid binding / ubiquitin thiolesterase/ zinc ion binding | chr3:17685722-17692429 REVERSEnot assigned not assigned not assigned UCH Peptidase_C19 Peptidase_C19D Peptidase_C19E	protein.degradation.ubiquitin	29_5_11

CUST_152532_PI403524517	2	-0.088661194	0.17054176	0.053710938	-0.053710938	0.07617664	-0.1393385	35_42633	"Cluster: Os07g0163000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os07g0163000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D8F7	CHR5V7|COORD:2011487..2016474| FAD linked oxidase family protein	AT5G06580.1	0	0	no descriptionvery weakly similar to (63.9)AT5G06580| Symbols:  | FAD linked oxidase family protein | chr5:2011487-2016474 REVERSE	misc.oxidases - copper, flavone etc.	26_7

CUST_17774_PI404877155	2	0.008916855	0.29890633	0.053373337	-0.12147331	-0.07279396	-0.008915901	HV12A16u_at	0	0	splicing factor RSZp22 (RSZP22) / 9G8-like SR protein (SRZ22)	At4g31580.1	protein Transposable element protein, putative	Os02g54770	RSZp22 splicing factor	RNA.processing.splicing	27_1_1

CUST_28890_PI403524517	2	0.033213615	-0.05363846	0.06641483	-0.09868336	-0.03321457	0.062166214	35_8350	"Cluster: Gamma-secretase subunit PEN2-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Gamma-secretase subunit PEN2-like - Oryza sativa (japonica cultivar"	UniRef90_Q5JN39	"CHR5V7|COORD:2887404..2888502| Identical to Gamma-secretase subunit PEN2-like protein [Arabidopsis Thaliana] (GB:Q9FY84); similar to presenilin enhancer 2"	AT5G09310.1	CHR01V5|COORD:42642112..42644527|protein expressed protein	LOC_Os01g72960.1	"no descriptionweakly similar to ( 140)AT5G09310| Symbols:  | Identical to Gamma-secretase subunit PEN2-like protein [Arabidopsis Thaliana] (GB:Q9FY84); similar to presenilin enhancer 2 homolog [Rattus norve (GB:NP_001008764.1); similar to Os01g0960000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001045463.1); similar to Presenilin enhancer 2 homolog [Danio rerio] (GB:AAH92674.1); contains domain FAMILY NOT NAMED (PTHR16318) | chr5:2887404-2888502 REVERSEnot assigned not assigned not assigned not assigned PRK12323 PRK07764"	not assigned.unknown	35_2

CUST_17109_PI404877155	2	-0.1254921	0.1254921	-0.26804256	0.1360054	0.14507961	-0.14452744	HS18A22u_at	tonoplast intrinsic protein gamma - barley emb|CAA56553.1| gamma-TIP-like protein [Hordeum vulgare subsp. vulgare]	S47037	major intrinsic family protein / MIP family protein	At2g36830.1	protein tonoplast intrinsic protein, gamma (gamma tip) (aquaporin-tip)	Os03g05290	"GAMMA-TIP1;TIP1;1;GAMMA-TONOPLAST INTRINSIC PROTEIN;major intrinsic family protein / MIP family protein, contains Pfam profile: MIP PF00230"	transport.Major Intrinsic Proteins.TIP	34_19_2

CUST_47147_PI403524517	2	-0.030675411	0.14936781	-0.035859108	-0.46341515	0.030675411	0.07841015	35_13499	"Cluster: Similar to Uncharacterized conserved protein; n=2; Nocardioides sp. JS614|Rep: Similar to Uncharacterized conserved protein - Nocardioides sp. JS614"	UniRef90_Q3H5V0	0	0	CHR01V5|COORD:6180666..6179927|protein RING-H2 finger protein ATL2K, putative, expressed	LOC_Os01g11480.1	no description	not assigned.unknown	35_2

CUST_40613_PI403524517	2	0.027634144	0.44338274	-0.027634144	0.079686165	-0.20380926	-0.07030535	35_11680	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_7321_PI404877155	2	0.0020828247	-0.11305046	-0.002081871	0.029725075	-0.057819366	0.020187378	Contig21329_at	0	NP_181288.3	expressed protein	At2g27980.1	protein PHD zinc finger protein, putative	Os06g01170	NONE	RNA.regulation of transcription.PHD finger transcription factor	27_3_63

CUST_368_PI404877155	2	-2.931246	-0.09237003	1.9084749	0.09237003	0.33337212	-1.0609217	Contig10263_at	globulin-like protein [Arabidopsis thaliana]	AAM65577.1	cupin family protein	At1g07750.1	protein legumin-like protein, putative	Os09g38250	NONE	development.storage proteins	33_1

CUST_149835_PI403524517	2	-0.11996412	0.08254385	-0.03464079	0.060475826	-0.2983265	0.034641266	35_41918	"Cluster: Putative 60S ribosomal protein L7; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative 60S ribosomal protein L7 - Oryza sativa (japonica"	UniRef90_Q6ZIT2	CHR2V7|COORD:132942..134263| 60S ribosomal protein L7 (RPL7B)	AT2G01250.1	CHR08V5|COORD:26994917..26996770|protein 60S ribosomal protein L7, putative, expressed	LOC_Os08g42920.1	no descriptionvery weakly similar to (89.0)AT2G01250| Symbols:  | 60S ribosomal protein L7 (RPL7B) | chr2:133037-134263 REVERSEnot assigned Ribosomal_L7	protein.synthesis.misc ribososomal protein	29_2_2

CUST_158303_PI403524517	2	0.06564093	-0.025904655	0.22804499	-0.16689777	-0.18369102	0.025904179	35_44194	"Cluster: Putative subtilisin-like proteinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative subtilisin-like proteinase - Oryza sativa (japonica cult"	UniRef90_Q6I5K9	CHR5V7|COORD:26791337..26793547| subtilase family protein	AT5G67090.1	CHR05V5|COORD:21245109..21242313|protein subtilisin-like protease precursor, putative, expressed	LOC_Os05g36010.1	no descriptionweakly similar to ( 164)AT5G67090| Symbols:  | subtilase family protein | chr5:26791337-26793547 REVERSESubtilisin_N	protein.degradation.subtilases	29_5_1

CUST_60589_PI403524517	2	-0.10906887	-0.9836893	-0.01703167	0.2712164	0.13791943	0.01703167	35_17277	"Cluster: Putative CER1 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative CER1 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K9F6	CHR1V7|COORD:418818..422154| CER1 (ECERIFERUM 1)	AT1G02205.2	CHR02V5|COORD:24718248..24712178|protein CER1, putative, expressed	LOC_Os02g40784.2	no descriptionhighly similar to ( 751)AT1G02205| Symbols: CER1 | CER1 (ECERIFERUM 1) | chr1:418818-422154 FORWARDnot assigned not assigned FA_hydroxylase ERG3	secondary metabolism.wax	16_7

CUST_126561_PI403524517	2	0.36028147	-0.26206732	0.19911718	0.043076515	-0.04307604	-0.22620296	35_35619	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_114632_PI403524517	2	0.052927017	-0.24880457	-0.14870834	0.2012701	-0.052927017	1.3157439	35_32534	Rep: H0124B04.17 protein - Oryza sativa (Rice)	UniRef90_Q259F9	CHR1V7|COORD:16816094..16817173| DNA binding / ligand-dependent nuclear receptor	AT1G44191.1	CHR04V5|COORD:34650524..34641295|protein KEA1, putative, expressed	LOC_Os04g58620.1	no descriptionnot assigned PRK07764 PRK12323	not assigned.unknown	35_2

CUST_11172_PI403524517	2	-0.093045235	-0.6411505	0.08614063	0.30929565	0.3736086	-0.08614063	35_3166	"Cluster: Putative DNA-directed RNA polymerase II 23K chain; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative DNA-directed RNA polymerase II 23K chain -"	UniRef90_Q5VQW7	"CHR3V7|COORD:7891052..7892101| ATRPABC24.3 (Arabidopsis thaliana RNA polymerase I, II and III 24.3 kDa subunit); DNA binding / DNA-directed RNA polymerase"	AT3G22320.1	CHR01V5|COORD:34493231..34490367|protein DNA-directed RNA polymerases II 24 kDa polypeptide, putative, expressed	LOC_Os01g59140.1	" no descriptionmoderately similar to ( 266)AT3G22320| Symbols: ATRPABC24.3 | ATRPABC24.3 (""Arabidopsis thaliana RNA polymerase I, II and III 24.3 kDa subunit""); DNA binding / DNA-directed RNA polymerase | chr3:7891052-7892101 REVERSEnot assigned RNA_pol_Rpb5_C RPB5 rpoH RNA_pol_Rpb5_N "	RNA.transcription	27_2

CUST_14732_PI404877155	2	-0.04060173	0.19583702	-0.034689903	-0.01406002	0.042612076	0.014059067	Contig8563_at	putative transthyretin, having alternative splicing products [Oryza sativa (japonica cultivar-group)] ref|XP_470808.1| putative transthyreti	AAR06356.1	expressed protein	At5g58220.1	protein putative transthyretin, having alternative splicing products	Os03g27320	gi|32352178|dbj|BAC78582.1| hypothetical protein	transport.misc	34_99

CUST_1045_PI403524517	2	-0.11112404	-0.018182755	-0.06546402	0.08459091	0.071144104	0.018180847	35_277	Rep: Osr40c1 protein - Oryza sativa (Rice)	UniRef90_Q40705	CHR2V7|COORD:16310505..16312414| hydroxyproline-rich glycoprotein family protein	AT2G39050.1	CHR03V5|COORD:11938398..11936096|protein expressed protein	LOC_Os03g21040.2	no descriptionmoderately similar to ( 207)AT2G39050| Symbols:  | hydroxyproline-rich glycoprotein family protein | chr2:16310505-16312414 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Herpes_BLLF1 PRK07003 PRK07764 PRK12323 APC_basic Glutenin_hmw Atrophin-1 Tymo_45kd_70kd HPC2 PRK12678 Herpes_UL32 Herpes_TAF50 Pneumo_att_G DUF566	not assigned.no ontology.hydroxyproline rich proteins	35_1_41

CUST_12463_PI403524517	2	0.042651176	0.20662975	0.017087936	-0.15473461	-0.1681509	-0.017087936	35_3552	"Cluster: GRV2; heat shock protein binding / unfolded protein binding; n=1; Arabidopsis thaliana|Rep: GRV2; heat shock protein binding / unfolded protein binding"	UniRef90_UPI000034EDA4	"CHR2V7|COORD:11469405..11480919| GRV2 (KATAMARI2); binding / heat shock protein binding"	AT2G26890.1	CHR10V5|COORD:22546265..22531651|protein GRV2, putative, expressed	LOC_Os10g42439.1	" no descriptionmoderately similar to ( 219)AT2G26890| Symbols: KAM2, GRV2 | GRV2 (KATAMARI2); binding / heat shock protein binding | chr2:11469405-11480919 REVERSEnot assigned "	stress.abiotic.heat	20_2_1

CUST_26502_PI403524517	2	-0.14560747	-0.0014953613	0.10990667	0.13987923	0.0014953613	-0.593946	35_7677	"Cluster: Putative heat shock protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative heat shock protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q94H94	CHR4V7|COORD:17619255..17621396| DNAJ heat shock N-terminal domain-containing protein	AT4G37480.1	CHR03V5|COORD:31434870..31439555|protein heat shock protein binding protein, putative, expressed	LOC_Os03g55360.1	no descriptionweakly similar to ( 192)AT4G37480| Symbols:  | DNAJ heat shock N-terminal domain-containing protein | chr4:17619255-17621396 FORWARD	stress.abiotic.heat	20_2_1

CUST_54103_PI403524517	2	-0.15909386	-0.9833894	0.19943523	0.15909386	0.5452156	-0.4590068	35_15394	"Cluster: Fasciclin-like protein FLA12; n=2; Triticum aestivum|Rep: Fasciclin-like protein FLA12 - Triticum aestivum (Wheat)"	UniRef90_Q06I94	CHR5V7|COORD:24343142..24343891| FLA12 (fasciclin-like arabinogalactan-protein 12)	AT5G60490.1	CHR05V5|COORD:27964063..27965071|protein fasciclin-like arabinogalactan protein 7 precursor, putative, expressed	LOC_Os05g48890.1	no descriptionweakly similar to ( 170)AT5G03170| Symbols: FLA11 | FLA11 (fasciclin-like arabinogalactan-protein 11) | chr5:752897-753637 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Fasciclin PRK12323 FAS1 TT_ORF1 COG2335 PRK07764 Extensin_2 Protamine_P1 PRK07003 Atrophin-1 Transformer Pneumo_att_G PRK05648 tatB DUF1777 DUF566 DUF1421 FAP HPC2	cell wall.cell wall proteins.AGPs	10_5_1

CUST_78594_PI403524517	2	0.153162	-0.07695103	-0.7075691	0.07707977	-0.44055843	0.07695198	35_22534	Rep: B1011H02.5 protein - Oryza sativa (Rice)	UniRef90_Q25AG6	"CHR1V7|COORD:6671442..6672497| GATL1/GLZ1/PARVUS (Galacturonosyltransferase-like 1); polygalacturonate 4-alpha-galacturonosyltransferase/ transferase,"	AT1G19300.1	CHR04V5|COORD:26333891..26335808|protein transferase, transferring glycosyl groups, putative, expressed	LOC_Os04g44850.1	" no descriptionweakly similar to ( 158)AT1G19300| Symbols: GATL1, PARVUS, GLZ1 | GATL1/GLZ1/PARVUS (Galacturonosyltransferase-like 1); polygalacturonate 4-alpha-galacturonosyltransferase/ transferase, transferring glycosyl groups / transferase, transferring hexosyl groups | chr1:6671442-6672497 REVERSEGlyco_transf_8 "	misc.UDP glucosyl and glucoronyl transferases	26_2

CUST_8682_PI403524517	2	0.2226944	-0.49888992	-0.014793396	0.014793396	-0.04323387	0.28509808	35_2430	"Cluster: HEAT repeat, putative; n=4; Oryza sativa (japonica cultivar-group)|Rep: HEAT repeat, putative - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53K35	CHR1V7|COORD:24068895..24085571| translational activator family protein	AT1G64790.1	CHR03V5|COORD:29211091..29222848|protein GCN1-like protein 1, putative, expressed	LOC_Os03g51140.1	no descriptionhighly similar to ( 858)AT1G64790| Symbols:  | translational activator family protein | chr1:24068895-24085571 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned COG1413 HSH155	not assigned.no ontology	35_1

CUST_51554_PI403524517	2	0.044522285	-0.11076832	-0.052167892	0.33944225	-0.044522285	0.19678211	35_14692	"Cluster: Hypothetical protein P0450E05.3-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0450E05.3-1 - Oryza sativa (japonica cultivar"	UniRef90_Q69IN9	"CHR5V7|COORD:3759464..3760635| similar to hypothetical protein TTHERM_00502170 [Tetrahymena thermophila SB210] (GB:XP_001022271.1); similar to Os09g0512900 [Ory"	AT5G11680.1	CHR09V5|COORD:19955242..19957623|protein arabinogalactan protein, putative, expressed	LOC_Os09g33800.1	"no descriptionmoderately similar to ( 317)AT5G11680| Symbols:  | similar to hypothetical protein TTHERM_00502170 [Tetrahymena thermophila SB210] (GB:XP_001022271.1); similar to Os09g0512900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001063646.1) | chr5:3759464-3760635 FORWARDnot assigned"	not assigned.unknown	35_2

CUST_21404_PI399408534	2	0.120921135	0.19992542	-0.04994011	0.020480156	-0.07563496	-0.020480156	35_981	"Cluster: CONSTANS-like protein CO5; n=2; Hordeum vulgare subsp. vulgare|Rep: CONSTANS-like protein CO5 - Hordeum vulgare var. distichum (Two-rowed barley)"	UniRef90_Q8LGM4	CHR5V7|COORD:8589328..8590952| zinc finger (B-box type) family protein	AT5G24930.1	CHR02V5|COORD:23983881..23985423|protein CONSTANS-like protein CO5, putative, expressed	LOC_Os02g39710.1	no descriptionvery weakly similar to (80.9)AT5G24930| Symbols:  | zinc finger (B-box type) family protein | chr5:8589328-8590952 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TT_ORF1 PRK12678 PRK07003 DUF1777 PRK07764 Tymo_45kd_70kd PRK12323 Atrophin-1 Protamine_P1 BBOX Herpes_BLLF1 zf-B_box BBOX HPC2	RNA.regulation of transcription.C2C2(Zn) CO-like, Constans-like zinc finger family	27_3_7

CUST_107271_PI403524517	2	-0.08753967	1.6657858	0.08753967	-0.7922907	-0.6337118	2.0063505	35_30526	"Cluster: Os02g0630300 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0630300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DZC8		0	CHR02V5|COORD:25197873..25193517|protein gibberellin 2-beta-dioxygenase 7, putative, expressed	LOC_Os02g41954.2	no description	not assigned.unknown	35_2

CUST_20504_PI403524517	2	0.024036407	0.17438316	-0.06411171	-0.024037361	0.08895397	-0.038121223	35_5949	"Cluster: Putative membrane related protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative membrane related protein - Oryza sativa (japonica cultivar"	UniRef90_Q6K8I5	CHR3|COORD:4184576..4187091| expressed protein, weak similarity to SP:Q9UKL6 Phosphatidylcholine transfer protein (PC-TP) {Homo sapiens}	AT3G13062.1	CHR02V5|COORD:15764571..15769479|protein membrane related protein-like, putative, expressed	LOC_Os02g26860.1	"no descriptionmoderately similar to ( 332)AT3G13062| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G55960.1); similar to Lipid-binding START [Medicago truncatula] (GB:ABE91086.1); contains InterPro domain Lipid-binding START; (InterPro:IPR002913) | chr3:4184784-4186802 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned START START PRK12323 START PRK07764 PRK07003"	not assigned.no ontology	35_1

CUST_48360_PI403524517	2	0.13408327	-0.06747246	0.067472935	-0.31595898	1.8129625	-0.303401	35_13820	"Cluster: Os09g0419300 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0419300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J1R1	"CHR5V7|COORD:16810993..16812117| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G43722.1); similar to Transposase, IS4 [Medicago truncatula]"	AT5G41980.1	CHR09V5|COORD:15084403..15085697|protein retrotransposon protein, putative, unclassified	LOC_Os09g25160.1	" no descriptionweakly similar to ( 114)AT5G41980| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G43722.1); similar to Transposase, IS4 [Medicago truncatula] (GB:ABE80314.1); contains domain FAMILY NOT NAMED (PTHR22930) | chr5:16810993-16812117 FORWARDnot assigned "	not assigned.unknown	35_2

CUST_169979_PI403524517	2	-0.04269743	0.4431405	0.25511265	0.042696953	-0.30366707	-0.20533562	35_47345	"Cluster: Protein kinase, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Protein kinase, putative, expressed - Oryza sativa (japonica cult"	UniRef90_Q2QQX0		0	CHR12V5|COORD:17626381..17622019|protein protein kinase PVPK-1, putative, expressed	LOC_Os12g29580.1	no description	not assigned.unknown	35_2

CUST_137481_PI403524517	2	0.01905346	-0.46922684	0.12057781	-0.09549332	0.27033424	-0.01905346	35_38556	"Cluster: Os11g0417400 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os11g0417400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IT39	CHR1V7|COORD:5548647..5550547| protein phosphatase 2C family protein / PP2C family protein	AT1G16220.1	CHR11V5|COORD:12374660..12381558|protein catalytic/ protein phosphatase type 2C, putative, expressed	LOC_Os11g22404.1	no descriptionmoderately similar to ( 257)AT1G16220| Symbols:  | protein phosphatase 2C family protein / PP2C family protein | chr1:5548647-5550547 FORWARDnot assigned not assigned not assigned not assigned PP2Cc PP2Cc PP2C PTC1	protein.postranslational modification	29_4

CUST_5022_PI399408534	2	-0.122071266	0.009335518	0.026163101	-0.063999176	0.04187107	-0.009334564	35_11575	Rep: Histone acetyltransferase - Triticum aestivum (Wheat)	UniRef90_Q7XYD0	CHR3V7|COORD:20224571..20228353| GCN5 (Histon acetyltransferase HAT1)	AT3G54610.1	CHR10V5|COORD:14226137..14219712|protein general control of amino acid synthesis protein 5-like 2, putative, expressed	LOC_Os10g28040.1	 no descriptionweakly similar to ( 102)AT3G54610| Symbols: HAT1, HAG1, HAC3, HAG01, BGT, GCN5 | GCN5 (Histon acetyltransferase HAT1) | chr3:20224571-20228353 FORWARDnot assigned BROMO Bromodomain COG5076 	RNA.regulation of transcription.Bromodomain proteins	27_3_42

CUST_18937_PI404877155	2	0.13853168	0.017378807	-0.29565334	-0.17829704	-0.017377853	0.13853168	HX06L03r_at	OSJNBa0039K24.19 [Oryza sativa (japonica cultivar-group)]	CAE01800.2	protein kinase family protein	At3g19300.1	protein Protein kinase domain, putative	Os04g59320	protein kinase family protein, contains protein kinase domain, Pfam:PF00069	signalling.receptor kinases.misc	30_2_99

CUST_19733_PI403524517	2	0.12055302	0.21577835	0.11552	-0.28603554	-0.11552	-0.2813177	35_5718	"Cluster: Transcription elongation factor, putative, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Transcription elongation factor, putative, expre"	UniRef90_Q2QX87	CHR5V7|COORD:3063489..3065222| transcription elongation factor-related	AT5G09850.1	CHR12V5|COORD:3328116..3324751|protein expressed protein	LOC_Os12g06850.2	no description	not assigned.unknown	35_2

CUST_83550_PI403524517	2	0.24043179	1.2062025	-0.24043179	-0.33179808	-0.3258524	0.4051342	35_23956	"Cluster: OSJNBb0008G24.20 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: OSJNBb0008G24.20 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8RU81	CHR1V7|COORD:7966597..7968541| proton-dependent oligopeptide transport (POT) family protein	AT1G22550.1	CHR01V5|COORD:38161026..38163774|protein peptide transporter PTR2, putative, expressed	LOC_Os01g65200.2	no descriptionweakly similar to ( 149)AT1G22550| Symbols:  | proton-dependent oligopeptide transport (POT) family protein | chr1:7966597-7968541 REVERSEnot assigned PTR2 PTR2 PRK10207 tppB	transport.peptides and oligopeptides	34_13

CUST_18591_PI403524517	2	0.034293175	-0.6460066	-0.16959476	0.02455616	0.029340744	-0.024557114	35_5375	"Cluster: Putative RNA helicase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative RNA helicase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q84T03	CHR3V7|COORD:6399730..6403013| DEAD/DEAH box helicase, putative	AT3G18600.1	CHR03V5|COORD:33432442..33428056|protein ATP-dependent RNA helicase has1, putative, expressed	LOC_Os03g58810.1	 no descriptionmoderately similar to ( 284)AT3G18600| Symbols:  | DEAD/DEAH box helicase, putative | chr3:6399730-6403013 REVERSEvery weakly similar to (63.9)DB10_NICSYATP-dependent RNA helicase-like protein DB10 - Nicotiana sylvestris (Wood tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned SrmB HELICc Helicase_C HELICc PRK11192 PRK10590 PRK04837 PRK11776 MPH1 PRK04537 PRK11634 PRK01297 SSL2 	DNA.synthesis/chromatin structure	28_1

CUST_34532_PI403524517	2	0.3507352	0.6608343	-0.0517025	0.051702976	-0.1451006	-0.66713476	35_9958	"Cluster: Os05g0376300 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0376300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DIM8	"CHR4V7|COORD:15237417..15239272| similar to H0711G06.4 [Oryza sativa (indica cultivar-group)] (GB:CAC09498.2); contains domain no description (G3D.3.40.630.30);"	AT4G31400.1	CHR05V5|COORD:18087920..18080176|protein N-acetyltransferase ESCO1, putative, expressed	LOC_Os05g31230.2	"no descriptionvery weakly similar to (72.0)AT4G31400| Symbols:  | similar to H0711G06.4 [Oryza sativa (indica cultivar-group)] (GB:CAC09498.2); contains domain no description (G3D.3.40.630.30); contains domain Acyl-CoA N-acyltransferases (Nat) (SSF55729); contains domain SUBFAMILY NOT NAMED (PTHR11076:SF4); contains domain DNA REPAIR POLYMERASE UMUC / TRANSFERASE FAMILY MEMBER (PTHR11076) | chr4:15237417-15239272 FORWARDnot assigned"	not assigned.unknown	35_2

CUST_22329_PI403524517	2	-0.13541698	-0.055072308	0.10179567	0.022722244	-0.022721767	0.2728033	35_6488	"Cluster: Hypothetical protein OSJNBa0070E11.19; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0070E11.19 - Oryza sativa (japonica"	UniRef90_Q650V4	0	0	CHR09V5|COORD:22578007..22575880|protein expressed protein	LOC_Os09g39280.1	no description	not assigned.unknown	35_2

CUST_77702_PI403524517	2	-0.039686203	0.0016584396	-0.0016593933	-0.19098473	0.06741047	0.0121536255	35_22276	"Cluster: F-box domain containing protein, expressed; n=4; Oryza sativa|Rep: F-box domain containing protein, expressed - Oryza sativa (japonica"	UniRef90_Q10A52	0	0	CHR10V5|COORD:2538127..2541567|protein F-box domain containing protein, expressed	LOC_Os10g05210.3	no description	not assigned.unknown	35_2

CUST_36646_PI403524517	2	0.15738487	0.108281136	-0.108281136	-0.35189152	-0.43451405	0.2479744	35_10564	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_15867_PI403524517	2	0.11044693	-0.34234428	-0.14324665	0.033133507	-0.03313446	0.17230606	35_4580	"Cluster: AT hook motif family protein, expressed; n=3; Oryza sativa|Rep: AT hook motif family protein, expressed - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10E13	CHR1V7|COORD:5138660..5139348| high-mobility-group protein / HMG-I/Y protein	AT1G14900.1	CHR03V5|COORD:28695491..28690225|protein AT hook motif family protein, expressed	LOC_Os03g50364.1	no descriptionvery weakly similar to (55.8)AT1G14900| Symbols: HMGA | high-mobility-group protein / HMG-I/Y protein | chr1:5138660-5139348 REVERSEvery weakly similar to (51.2)HMGYA_SOYBNHMG-Y-related protein A - Glycine max (Soybean)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07003 PRK07764 PRK12323 Tymo_45kd_70kd Atrophin-1 DUF1421 H15 DUF1509 PRK05648 HPC2 PRK12678 KAR9 Extensin_2 Linker_histone AF-4 APC_basic PRK09169 Herpes_BLLF1 infB H15 Herpes_UL32 DUF390 Drf_FH1 Adeno_PV DUF566	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_74519_PI403524517	2	0.38389683	-1.423151	0.031497	-0.031497	-0.07588005	0.06827068	35_21367	Rep: Endoglucanase 3 precursor - Oryza sativa (Rice)	UniRef90_Q8LQ92	CHR4V7|COORD:1002654..1005125| glycosyl hydrolase family 9 protein	AT4G02290.1	CHR01V5|COORD:11739332..11742130|protein endoglucanase 1 precursor, putative, expressed	LOC_Os01g21070.1	no descriptionmoderately similar to ( 456)AT4G02290| Symbols:  | glycosyl hydrolase family 9 protein | chr4:1002654-1005125 REVERSEhighly similar to ( 568)GUN3_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Glyco_hydro_9 Herpes_BLLF1 Atrophin-1 PRK07003 Tymo_45kd_70kd APC_basic PRK07764 PRK12323 HPC2 Herpes_TAF50 Pneumo_att_G SerH AF-4 Extensin_2 DUF566 GRASP55_65	cell wall.degradation.cellulases and beta -1,4-glucanases	10_6_1

CUST_171118_PI403524517	2	-0.02348423	0.44983006	0.02348423	-0.08886051	-0.11529064	0.10825443	35_47664	0	0	CHR1V7|COORD:16816094..16817173| DNA binding / ligand-dependent nuclear receptor	AT1G44191.1	0	0	no description	not assigned.unknown	35_2

CUST_109661_PI403524517	2	0.13291454	0.04316759	0.042752743	-0.042752266	-0.55570173	-0.23570013	35_31164	"Cluster: Group II intron splicing factor CRS1-like; n=3; Oryza sativa (japonica cultivar-group)|Rep: Group II intron splicing factor CRS1-like - Oryza sativa (j"	UniRef90_Q5JK63	"CHR2V7|COORD:12183719..12185108| similar to group II intron splicing factor CRS1-related [Arabidopsis thaliana] (TAIR:AT4G13070.1); similar to group II intron"	AT2G28480.1	CHR01V5|COORD:42567634..42572096|protein CFM6, putative, expressed	LOC_Os01g72820.4	"no descriptionmoderately similar to ( 226)AT2G28480| Symbols:  | similar to group II intron splicing factor CRS1-related [Arabidopsis thaliana] (TAIR:AT4G13070.1); similar to group II intron splicing factor CRS1-like [Oryza sativa (japonica cultivar-group)] (GB:BAD88160.1); similar to Os01g0958400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001045453.1); similar to group II intron splicing factor CRS1-like [Oryza sativa (japonica cultivar-group)] (GB:BAD88159.1); contains InterPro domain CRS1/YhbY; (InterPro:IPR001890) | chr2:12183719-12185108 REVERSEnot assigned CRS1_YhbY"	not assigned.unknown	35_2

CUST_63600_PI403524517	2	0.118370056	-0.16471767	0.033909798	-0.19006252	0.08092785	-0.03391075	35_18156	"Cluster: Protein kinase domain containing protein, expressed; n=3; Poaceae|Rep: Protein kinase domain containing protein, expressed - Oryza sativa (japonica cul"	UniRef90_Q337H2	CHR2V7|COORD:17875674..17877707| protein kinase family protein	AT2G42960.1	CHR10V5|COORD:18640884..18645624|protein BRASSINOSTEROID INSENSITIVE 1-associated receptor kinase 1 precursor, putative, expressed	LOC_Os10g35450.1	no descriptionhighly similar to ( 583)AT2G42960| Symbols:  | protein kinase family protein | chr2:17875674-17877707 REVERSEmoderately similar to ( 216)PSKR_DAUCAPhytosulfokine receptor precursor - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pkinase S_TKc TyrKc S_TKc Pkinase_Tyr PTKc PTKc_Csk_like SPS1 PTKc_Srm_Brk PTKc_Syk_like PTKc_Jak_rpt2 PTKc_EGFR_like PTKc_EphR PTKc_Src_like PTKc_Tec_like PTKc_Itk PTKc_Trk PTKc_Chk PTKc_Fes_like PTKc_InsR_like PTKc_Frk_like PTKc_Ror PTKc_Ack_like PTKc_EphR_A2 PTKc_ALK_LTK PTKc_Csk PTKc_EphR_B PTKc_c-ros PTKc_Lck_Blk PTKc_Fes PTKc_Jak2_Jak3_rpt2 PTKc_EphR_A PTK_CCK4 PTKc_Met_Ron PTKc_TrkA PTKc_Tie2 PTKc_Abl PTKc_Fer PTKc_Src PTKc_FGFR PTKc_Tyk2_rpt2 PTKc_Zap-70 PTKc_DDR PTKc_Btk_Bmx PTKc_TrkC PTKc_Tec_Rlk PTKc_TrkB PTKc_Tie1 PTK_Ryk PTK_HER3 PTKc_Musk PTKc_Lyn PTKc_FAK PTKc_RET PTKc_Syk PTKc_Tie PTKc_Fyn_Yrk PTKc_Axl_like PTKc_Yes PTKc_PDGFR PTKc_EGFR PTKc_DDR1 PTKc_Ror1 PTKc_EphR_A10 PTKc_HER4 PTKc_FGFR2 PTKc_FGFR3 PTKc_IGF-1R PTKc_FGFR1 PTKc_InsR PTKc_Aatyk PTKc_FGFR4 PTKc_Axl PTKc_DDR_like PTKc_HER2 PTKc_Jak1_rpt2 PTKc_DDR2 PTKc_Hck PTKc_Ror2 PTKc_Aatyk1_Aatyk3 PTK_Jak_rpt1 PTKc_Aatyk2 PTKc_Tyro3 PTK_Jak2_Jak3_rpt1 PTK_Jak1_rpt1 PTKc_PDGFR_beta PTK_Tyk2_rpt1 PRK09605 PTKc_VEGFR PTKc_VEGFR3	protein.postranslational modification.kinase.receptor like cytoplasmatic kinase VII	29_4_1_57

CUST_138577_PI403524517	2	0.3888955	0.006392479	0.1278491	-0.1257062	-0.006392479	-0.24903107	35_38870	"Cluster: OSJNBa0091D06.14 protein; n=2; Oryza sativa|Rep: OSJNBa0091D06.14 protein - Oryza sativa (Rice)"	UniRef90_Q7XQQ8	CHR1V7|COORD:23234691..23237045| stress-inducible protein, putative	AT1G62740.1	CHR04V5|COORD:26694237..26697683|protein heat shock protein STI, putative, expressed	LOC_Os04g45480.1	 no descriptionweakly similar to ( 122)AT1G62740| Symbols:  | stress-inducible protein, putative | chr1:23234691-23237045 FORWARDvery weakly similar to (94.4)STIP_SOYBNHeat shock protein STI - Glycine max (Soybean)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TPR Pneumo_att_G PRK12323 	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_151044_PI403524517	2	0.2831397	0.016003609	-0.016003132	-0.12271023	-0.5087476	0.07045412	35_42245	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_151710_PI403524517	2	0.08596611	0.2731781	0.023714066	-0.044550896	-0.02371502	-0.21709824	35_42418	"Cluster: Pentatricopeptide (PPR) repeat-containing protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Pentatricopeptide (PPR) repeat-containing prot"	UniRef90_Q6K3A8	CHR4V7|COORD:573098..577243| pentatricopeptide (PPR) repeat-containing protein	AT4G01400.1	CHR02V5|COORD:15137741..15135611|protein expressed protein	LOC_Os02g25840.1	no descriptionweakly similar to ( 199)AT4G01400| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr4:573098-577243 REVERSEnot assigned COG4	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_32157_PI403524517	2	0.23995972	-0.5440998	-0.13583374	-0.013739586	0.06531811	0.013739586	35_9274	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_1069_PI403524517	2	0.034786224	0.019479752	0.024139404	-0.019481659	-0.12814331	-0.1406784	35_283	"Cluster: 60S ribosomal protein L41; n=10; Magnoliophyta|Rep: 60S ribosomal protein L41 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_P62120	CHR3V7|COORD:8063070..8064482| leucine-rich repeat family protein / extensin family protein	AT3G22800.1	0	0	no descriptionnot assigned Ribosomal_L41	not assigned.unknown	35_2

CUST_4436_PI399408534	2	0.25336933	-0.01539135	0.015390873	0.130229	-0.13001537	-0.17333984	35_45339	"Cluster: DEAD-box ATP-dependent RNA helicase 31; n=2; Arabidopsis thaliana|Rep: DEAD-box ATP-dependent RNA helicase 31 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9FFQ1	CHR5V7|COORD:25489824..25492422| DEAD box RNA helicase, putative	AT5G63630.1	CHR01V5|COORD:24925029..24928717|protein ATP-dependent RNA helicase has1, putative, expressed	LOC_Os01g43120.1	 no descriptionweakly similar to ( 124)AT5G63630| Symbols:  | DEAD box RNA helicase, putative | chr5:25489824-25492422 REVERSEvery weakly similar to (57.0)DB10_NICSYATP-dependent RNA helicase-like protein DB10 - Nicotiana sylvestris (Wood tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DEADc SrmB PRK11776 PRK11192 PRK10590 DEAD PRK04837 DEXDc PRK01297 PRK04537 Lhr PRK11634 	RNA.processing.RNA helicase	27_1_2

CUST_95361_PI403524517	2	-0.07742977	0.74887943	0.07742977	-0.11178112	-0.10862255	0.08132172	35_27252	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_65601_PI403524517	2	0.032320976	-0.11525154	-0.017280579	0.017281532	-0.15415859	0.036842346	35_18735	"Cluster: Os05g0107600 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0107600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DLD4	CHR4V7|COORD:18489214..18496756| PXA1 (PEROXISOMAL ABC TRANSPORTER 1)	AT4G39850.1	CHR05V5|COORD:409778..399074|protein PXA1, putative, expressed	LOC_Os05g01700.1	 no descriptionhighly similar to ( 512)AT4G39850| Symbols: PED3, CTS, PXA1 | PXA1 (PEROXISOMAL ABC TRANSPORTER 1) | chr4:18489214-18496756 FORWARDvery weakly similar to (52.4)MDR_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned ABCD_peroxisomal_ALDP COG4178 ABC_tran PRK11160 CcmA MdlB CydC SunT ABC_BcrA_bacitracin_resist CydD Uup ABCC_bacteriocin_exporters ABCC_MRP_Like ABC_Metallic_Cations ArpD FepC COG1123 ABCC_Protease_Secretion ABC_PhnC_transporter CcmA ABC_NikE_OppD_transporters ABC_Iron-Siderophores_B12_Hemin ABCC_TAP ZnuC DppF ABC_cobalt_CbiO_domain1 FtsE CbiO ABCC_Glucan_exporter_like ABC_ATPase ABC_MJ0796_Lo1CDE_FtsE TauB ABC_DR_subfamily_A LivF ABC_CcmA_heme_exporter ABC_PstB_phosphate_transporter ABC_MTABC3_MDL1_MDL2 ABC_TM1139_LivF_branched ArtP ABC_putative_ATPase ABCC_MRP_domain1 COG3638 SalX ABCC_Hemolysin ABC_drug_resistance_like artP ABCC_MRP_domain2 ABC_Carb_Solutes_like LivG PotA ModF ABC_Mj1267_LivG_branched ABCC_ATM1_transporter ABC_NrtD_SsuB_transporters COG4619 ABC_NatA_sodium_exporter PRK11147 AbcC PRK11174 COG4152 ABC_PotA_N ABC_FtsE_transporter COG4181 ABC_Class3 ABCC_MsbA MalK 	transport.ABC transporters and multidrug resistance systems	34_16

CUST_33784_PI403524517	2	0.011629105	0.20038891	-0.12180042	-0.24973488	0.05897522	-0.011629105	35_9737	"Cluster: Os10g0465000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os10g0465000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IX55	CHR5V7|COORD:17690624..17692857| transducin family protein / WD-40 repeat family protein	AT5G43920.1	CHR10V5|COORD:16833806..16828712|protein WD-repeat protein 26, putative, expressed	LOC_Os10g32770.3	no descriptionweakly similar to ( 142)AT5G43920| Symbols:  | transducin family protein / WD-40 repeat family protein | chr5:17690624-17692857 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned WD40 COG2319 WD40 WD40	development.unspecified	33_99

CUST_66534_PI403524517	2	0.056892395	0.51891613	0.026593208	-0.16740417	-0.10630131	-0.026592255	35_19000	"Cluster: Putative nascent polypeptide associated complex alpha chain; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative nascent polypeptide associated c"	UniRef90_Q8LMR3	CHR3V7|COORD:18352057..18353258| nascent polypeptide-associated complex (NAC) domain-containing protein	AT3G49470.1	CHR03V5|COORD:1172600..1174850|protein nascent polypeptide-associated complex alpha subunit-like protein, putative, expressed	LOC_Os03g02960.1	no descriptionweakly similar to ( 157)AT3G49470| Symbols: NACA2 | nascent polypeptide-associated complex (NAC) domain-containing protein | chr3:18352057-18353258 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned EGD2 NAC PRK12678 nac Tymo_45kd_70kd PRK12323 PRK07764	protein.synthesis.elongation	29_2_4

CUST_5914_PI404877155	2	0.102241516	0.37759018	-0.13458061	-0.12560844	-0.018173218	0.018173218	Contig18091_at	transducin / WD-40 repeat protein-like [Oryza sativa (japonica cultivar-group)]	BAC99967.1	transducin family protein / WD-40 repeat family protein	At1g80710.1	protein Similar to 00400WD domain, G-beta repeat domains.	Os08g18150	transducin / WD-40 repeat protein family	RNA.regulation of transcription	27_3

CUST_82038_PI403524517	2	0.07369137	0.2809372	-0.058876038	-0.14993382	-0.22610092	0.05887699	35_23533	"Cluster: Putative ATP-dependent Clp protease subunit clpX; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ATP-dependent Clp protease subunit clpX - O"	UniRef90_Q6I5G8	"CHR5V7|COORD:21661286..21664729| CLPX (Clp protease regulatory subunit X); ATPase"	AT5G53350.1	CHR05V5|COORD:26417303..26421001|protein ATP-dependent Clp protease ATP-binding subunit clpX, putative, expressed	LOC_Os05g45750.1	"no descriptionweakly similar to ( 174)AT5G53350| Symbols: CLPX | CLPX (Clp protease regulatory subunit X); ATPase | chr5:21661286-21664729 FORWARDnot assigned clpX ClpX AAA_2 hslU HslU"	protein.degradation.serine protease	29_5_5

CUST_89487_PI403524517	2	0.017698288	-6.7329407E-4	-0.016924858	0.07401943	-0.43995428	6.737709E-4	35_25598	"Cluster: Hypothetical protein At1g50500; n=1; Arabidopsis thaliana|Rep: Hypothetical protein At1g50500 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q0WQF4	"CHR1V7|COORD:18711885..18719265| HIT1 (HEAT-INTOLERANT 1); transporter"	AT1G50500.1	CHR09V5|COORD:11335336..11331584|protein transposon protein, putative, CACTA, En/Spm sub-class	LOC_Os09g18490.1	"no descriptionweakly similar to ( 179)AT1G50500| Symbols: HIT1 | HIT1 (HEAT-INTOLERANT 1); transporter | chr1:18711885-18719265 REVERSEnot assigned Vps53_N"	cell. vesicle transport	31_4

CUST_19150_PI399408534	2	-0.023078918	0.26208496	0.025990486	-0.31896782	-0.19110489	0.023078918	35_11051	"Cluster: Hypothetical protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q84T63	"CHR1V7|COORD:8664189..8665065| NFD2 (NUCLEAR FUSION DEFECTIVE 2); RNA binding / ribonuclease III"	AT1G24450.1	CHR03V5|COORD:35925802..35924684|protein RNA binding protein, putative, expressed	LOC_Os03g63740.1	"no descriptionvery weakly similar to (50.8)AT1G24450| Symbols: NFD2 | NFD2 (NUCLEAR FUSION DEFECTIVE 2); RNA binding / ribonuclease III | chr1:8664189-8665065 FORWARDnot assigned not assigned not assigned not assigned not assigned PRK12323"	RNA.processing.ribonucleases	27_1_19

CUST_2943_PI404877155	2	0.002076149	0.84323597	-0.002076149	-0.03664303	-0.07505417	0.05647087	Contig13375_at	P0481E12.40 [Oryza sativa (japonica cultivar-group)] dbj|BAB56055.1| WRKY transcription factor-like [Oryza sativa (japonica cultivar-group)]	NP_916117.1	WRKY family transcription factor	At1g29280.1	protein WRKY DNA -binding domain, putative	Os01g54600	NONE	RNA.regulation of transcription.WRKY domain transcription factor family	27_3_32

CUST_62981_PI403524517	2	0.17363644	0.33911228	-0.026130676	-0.1499033	-0.12958813	0.026130676	35_17967	"Cluster: Serine/threonine-protein kinase MHK, putative, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Serine/threonine-protein kinase MHK, putativ"	UniRef90_Q10AM7	"CHR4V7|COORD:7603944..7606809| MHK; kinase"	AT4G13020.1	CHR03V5|COORD:35572597..35577649|protein serine/threonine-protein kinase MHK, putative, expressed	LOC_Os03g63020.3	"no descriptionmoderately similar to ( 445)AT4G13020| Symbols: MHK | MHK; kinase | chr4:7604012-7606809 FORWARDmoderately similar to ( 214)CDC22_MEDSACell division control protein 2 homolog 2 - Medicago sativa (Alfalfa)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase SPS1 Pkinase_Tyr TyrKc PTKc PTKc_Itk PTKc_Tec_like PTKc_Jak_rpt2 PTKc_Trk PTKc_EphR PTKc_Musk PTKc_Src_like PTKc_Ror PTKc_Csk_like PTKc_Tec_Rlk PTKc_FGFR PTKc_Fes_like PTKc_Tyk2_rpt2 PTKc_Abl PTKc_Btk_Bmx PTKc_Jak1_rpt2 PTKc_InsR_like PTKc_TrkB PTKc_c-ros PTKc_Frk_like PTKc_TrkC PTKc_Jak2_Jak3_rpt2 PTKc_ALK_LTK PTKc_Lyn PTKc_PDGFR PTKc_Ack_like PTKc_Srm_Brk PTKc_DDR_like PTKc_Csk PTKc_RET PTKc_Syk_like PTKc_Chk PTKc_DDR PTKc_Fes PTKc_EphR_B PTKc_EphR_A PTKc_Fer PTKc_EphR_A2 PTKc_FGFR4 PTKc_Lck_Blk PTKc_EGFR_like PTKc_DDR2 PTKc_Aatyk PTKc_FGFR2 PTKc_Hck PTKc_Fyn_Yrk PTKc_FGFR3 PTKc_TrkA PTKc_FGFR1 PTKc_Src PTKc_Aatyk1_Aatyk3 PTKc_Ror1 PTK_CCK4 PTKc_Syk PTKc_Met_Ron PTKc_VEGFR PTKc_VEGFR3 PTKc_Tyro3 PTKc_Axl_like PTKc_CSF-1R PTKc_IGF-1R PTKc_Tie1 PTKc_Yes PTKc_FAK PTKc_VEGFR2 PTKc_InsR PTKc_DDR1 PTKc_Kit PTKc_Ror2 PTK_Ryk PTKc_Tie2 PTKc_Axl PTKc_PDGFR_beta PTKc_Tie PTKc_PDGFR_alpha PTKc_Zap-70 PTKc_Aatyk2 PTKc_EphR_A10 PTKc_EGFR PTKc_HER2 KIND PTKc_HER4 PTK_HER3"	protein.postranslational modification	29_4

CUST_11857_PI403524517	2	0.10950947	-0.2346592	-0.06565857	-0.011300087	0.011299133	0.08181	35_3372	"Cluster: Non-imprinted in Prader-Willi/Angelman syndrome region protein, putative, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Non-imprinted in"	UniRef90_Q2R9D4	"CHR1V7|COORD:27065416..27067715| similar to permease-related [Arabidopsis thaliana] (TAIR:AT1G34470.1); similar to Os01g0882300 [Oryza"	AT1G71900.1	CHR11V5|COORD:4867320..4862278|protein non-imprinted in Prader-Willi/Angelman syndrome region protein 1, putative, expressed	LOC_Os11g09140.1	"no descriptionmoderately similar to ( 445)AT1G71900| Symbols:  | similar to permease-related [Arabidopsis thaliana] (TAIR:AT1G34470.1); similar to Os01g0882300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001045007.1); similar to Non-imprinted in Prader-Willi/Angelman syndrome re (GB:ABA91886.2); similar to Os05g0424800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001055595.1); contains InterPro domain Protein of unknown function DUF803; (InterPro:IPR008521) | chr1:27065416-27067715 FORWARDnot assigned DUF803 RhaT"	not assigned.unknown	35_2

CUST_60746_PI403524517	2	-0.026945114	0.24024725	0.026944637	-0.3398118	-0.30270863	0.3126192	35_17326	"Cluster: Metal-dependent hydrolase-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Metal-dependent hydrolase-like protein - Oryza sativa (japonic"	UniRef90_Q6ZIF9	CHR4V7|COORD:16752641..16753971| cyclase family protein	AT4G35220.1	CHR02V5|COORD:4831143..4835208|protein cyclase, putative, expressed	LOC_Os02g09420.1	no descriptionweakly similar to ( 199)AT4G35220| Symbols:  | cyclase family protein | chr4:16752641-16753971 FORWARDCyclase COG1878	DNA.unspecified	28_99

CUST_2828_PI403524517	2	0.012922287	-0.32977772	-0.012922287	0.055048943	-0.046263695	0.019369125	35_774	Rep: Wheatwin-2 precursor - Triticum aestivum (Wheat)	UniRef90_O64393	CHR3V7|COORD:1285697..1286537| PR4 (PATHOGENESIS-RELATED 4)	AT3G04720.1	CHR11V5|COORD:22000684..22001786|protein win2 precursor, putative, expressed	LOC_Os11g37950.1	 no descriptionweakly similar to ( 195)AT3G04720| Symbols: HEL, PR-4, PR4 | PR4 (PATHOGENESIS-RELATED 4) | chr3:1285697-1286537 REVERSEmoderately similar to ( 267)BARW_HORVUBarwin - Hordeum vulgare (Barley)not assigned not assigned Barwin 	stress.biotic	20_1

CUST_118717_PI403524517	2	0.20243168	0.4465685	-0.09092045	-0.2504549	-0.112561226	0.0909214	35_33605	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_17837_PI399408534	2	-0.0052404404	0.20757961	0.07870579	-0.040102005	0.0052404404	-0.069805145	35_37289	"Cluster: WD-40 repeat protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: WD-40 repeat protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K4E0	CHR2V7|COORD:8422299..8424822| transducin family protein / WD-40 repeat family protein	AT2G19430.1	CHR09V5|COORD:11911723..11908037|protein THO complex subunit 6, putative, expressed	LOC_Os09g19900.1	no descriptionweakly similar to ( 135)AT2G19430| Symbols:  | transducin family protein / WD-40 repeat family protein | chr2:8422299-8424822 FORWARDvery weakly similar to (53.9)PF20_CHLREFlagellar WD repeat-containing protein Pf20 - Chlamydomonas reinhardtiinot assigned not assigned not assigned not assigned not assigned not assigned not assigned WD40 WD40	RNA.regulation of transcription.unclassified	27_3_99

CUST_24795_PI399408534	2	-0.07280636	0.5267744	-0.3841009	0.36680698	0.07280636	-0.15695286	35_8339	"Cluster: Putative ethylene-responsive element binding protein; n=2; Oryza sativa|Rep: Putative ethylene-responsive element binding protein - Oryza sativa (Rice)"	UniRef90_Q9AQU3	"CHR4V7|COORD:9752985..9753833| ATERF6 (ETHYLENE RESPONSIVE ELEMENT BINDING FACTOR 6); DNA binding / transcription factor"	AT4G17490.1	CHR10V5|COORD:21883426..21884989|protein ethylene-responsive transcription factor 5, putative, expressed	LOC_Os10g41330.1	" no descriptionvery weakly similar to (87.0)AT4G17490| Symbols: ERF-6-6, ATERF6 | ATERF6 (ETHYLENE RESPONSIVE ELEMENT BINDING FACTOR 6); DNA binding / transcription factor | chr4:9752985-9753833 REVERSEvery weakly similar to (83.6)ERF5_TOBACEthylene-responsive transcription factor 5 - Nicotiana tabacum (Common tobacco)not assigned not assigned not assigned AP2 AP2 AP2 PRK04537 PRK07764 PRK07003 "	RNA.regulation of transcription.AP2/EREBP, APETALA2/Ethylene-responsive element binding protein family	27_3_3

CUST_13270_PI403524517	2	0.08498478	-0.025014877	0.050289154	0.025014877	-0.0604887	-0.050190926	35_3800	"Cluster: Os09g0528300 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0528300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J064	"CHR1V7|COORD:9214497..9215413| similar to RNA polymerase II mediator complex protein-related [Arabidopsis thaliana] (TAIR:AT5G41910.1); similar to"	AT1G26665.1	CHR09V5|COORD:20678159..20673350|protein mediator complex subunit 10 CG5057-PA, putative, expressed	LOC_Os09g35920.2	"no descriptionmoderately similar to ( 239)AT1G26665| Symbols:  | similar to RNA polymerase II mediator complex protein-related [Arabidopsis thaliana] (TAIR:AT5G41910.1); similar to At1g26660/T24P13_4 [Medicago truncatula] (GB:ABE78676.1); similar to Os09g0528300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001063737.1) | chr1:9214497-9215413 FORWARDnot assigned not assigned not assigned not assigned not assigned PRK12323 HPC2 PRK07003"	not assigned.unknown	35_2

CUST_25865_PI399408534	2	0.10781288	-0.053818703	-0.11741161	0.055202484	0.049217224	-0.049217224	35_5673	Rep: Small nuclear riboprotein Sm-D1 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q9SY09	CHR3V7|COORD:2423152..2423964| small nuclear ribonucleoprotein D1, putative / snRNP core protein D1, putative / Sm protein D1, putative	AT3G07590.1	CHR02V5|COORD:22599889..22596458|protein small nuclear ribonucleoprotein Sm D1, putative, expressed	LOC_Os02g37430.1	 no descriptionweakly similar to ( 180)AT4G02840| Symbols:  | small nuclear ribonucleoprotein D1, putative / snRNP core protein D1, putative / Sm protein D1, putative | chr4:1264726-1266253 FORWARDnot assigned not assigned not assigned Sm_D1 LSM Sm LSM1 Sm_like Sm_D3 LSm4 LSm10 	RNA.processing	27_1

CUST_12460_PI404877155	2	-1.1047168	-0.20419264	0.20419312	1.8428822	0.32701015	-0.4539609	Contig6194_s_at	oxo-phytodienoic acid reductase [Oryza sativa (japonica cultivar-group)]	CAD89605.1	12-oxophytodienoate reductase (OPR2)	At1g76690.1	protein cis-12-oxo-phytodienoic acid-reductase 1 - rice	Os06g11290	oxophytodienoic acid reductase	hormone metabolism.jasmonate.synthesis-degradation	17_7_1

CUST_29546_PI403524517	2	0.14757633	0.44932747	-0.07326412	-0.14775467	-0.29596424	0.07326412	35_8534	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_63397_PI403524517	2	0.050710678	-0.0035963058	-0.44185543	0.0035972595	0.010989189	-0.07274246	35_18101	"Cluster: 3'-N-debenzoyltaxol N-benzoyltransferase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: 3'-N-debenzoyltaxol N-benzoyltransferase-like - Oryza"	UniRef90_Q9LGF6	CHR3V7|COORD:23025308..23026783| transferase family protein	AT3G62160.1	CHR01V5|COORD:4108928..4107182|protein 10-deacetylbaccatin III 10-O-acetyltransferase, putative, expressed	LOC_Os01g08380.1	no descriptionvery weakly similar to (86.3)AT3G62160| Symbols:  | transferase family protein | chr3:23025308-23026783 REVERSE	not assigned.no ontology	35_1

CUST_116290_PI403524517	2	0.68921566	-1.6945028	-0.040812016	0.4220643	-0.2231164	0.040812016	35_32970	Rep: Replication protein A1 - Oryza sativa (Rice)	UniRef90_O24183	CHR5V7|COORD:2572108..2574880| replication protein, putative	AT5G08020.1	CHR03V5|COORD:5958709..5962209|protein replication protein A 70 kDa DNA-binding subunit, putative, expressed	LOC_Os03g11540.1	no description	not assigned.unknown	35_2

CUST_37041_PI403524517	2	0.1299882	0.34670496	-0.12521029	-0.24145699	-0.6360078	0.12521076	35_10671	Rep: OSIGBa0157A06.7 protein - Oryza sativa (Rice)	UniRef90_Q01IV2	CHR2V7|COORD:8718943..8725894| CLIP-associating protein (CLASP) -related	AT2G20190.1	CHR04V5|COORD:25141998..25130649|protein HEAT repeat family protein, expressed	LOC_Os04g42840.1	no descriptionweakly similar to ( 194)AT2G20190| Symbols:  | CLIP-associating protein (CLASP) -related | chr2:8718943-8725894 REVERSE	not assigned.no ontology	35_1

CUST_200_PI399407379	2	0.0037355423	-0.8130646	-0.35269737	1.5091	0.78508854	-0.0037345886	HvCKX4_consensus									

CUST_106690_PI403524517	2	-0.05606556	-0.03802681	0.03604126	0.16700077	0.13092613	-0.03604126	35_30362	"Cluster: Os11g0130400 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os11g0130400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IUW9	CHR5V7|COORD:7185971..7186816| similar to harpin-induced protein-related / HIN1-related / harpin-responsive protein-related [Arabidopsis thaliana]	AT5G21130.1	CHR11V5|COORD:1397351..1396106|protein harpin-induced protein, putative, expressed	LOC_Os11g03600.1	"no descriptionvery weakly similar to (55.1)AT5G21130| Symbols:  | similar to harpin-induced protein-related / HIN1-related / harpin-responsive protein-related [Arabidopsis thaliana] (TAIR:AT2G27080.2); similar to Harpin-induced 1 [Medicago truncatula] (GB:ABE82616.1); contains InterPro domain Harpin-induced 1; (InterPro:IPR010847) | chr5:7185971-7186816 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07764 PRK07003 TT_ORF1 Tymo_45kd_70kd AF-4 Herpes_TAF50"	not assigned.unknown	35_2

CUST_96631_PI403524517	2	-0.006303787	0.7185879	0.0010299683	-0.11104107	0.07653427	-0.0010299683	35_27601	"Cluster: Putative ribosomal RNA apurinic site specific lyase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ribosomal RNA apurinic site specific lya"	UniRef90_Q8GVM3	0	0	CHR07V5|COORD:10954190..10952275|protein ribosomal RNA apurinic site specific lyase, putative, expressed	LOC_Os07g18510.1	no descriptionFBD	not assigned.unknown	35_2

CUST_3313_PI403524517	2	-0.17701721	0.07663727	0.17774773	0.019353867	-0.019353867	-0.17701721	35_905	Rep: CI2D - Hordeum vulgare (Barley)	UniRef90_Q8LLA8	CHR2V7|COORD:16243624..16244128| protease inhibitor, putative	AT2G38870.1	CHR12V5|COORD:22160429..22159864|protein subtilisin-chymotrypsin inhibitor CI-1B, putative, expressed	LOC_Os12g36210.1	no descriptionvery weakly similar to (71.2)ICIB_HORVUSubtilisin-chymotrypsin inhibitor CI-1B - Hordeum vulgare (Barley)potato_inhibit	not assigned.unknown	35_2

CUST_160783_PI403524517	2	0.1504736	0.27973366	0.025115013	-0.13356018	-0.33444405	-0.02511406	35_44863	"Cluster: Hypothetical protein OJ1120_C08.24-1; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1120_C08.24-1 - Oryza sativa (japonica cu"	UniRef90_Q6ZKE8	"CHR1V7|COORD:11437249..11439801| similar to splicing factor PWI domain-containing protein [Arabidopsis thaliana] (TAIR:AT2G29210.1); similar to Os08g0178300"	AT1G31870.1	CHR08V5|COORD:4580134..4584895|protein expressed protein	LOC_Os08g08080.1	"no descriptionweakly similar to ( 104)AT1G31870| Symbols:  | similar to splicing factor PWI domain-containing protein [Arabidopsis thaliana] (TAIR:AT2G29210.1); similar to Os08g0178300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001061128.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD03052.1) | chr1:11437249-11439801 FORWARDnot assigned"	not assigned.unknown	35_2

CUST_28624_PI403524517	2	0.112903595	-0.10937166	0.10937166	-0.16140032	-0.34265184	0.1748128	35_8270	Rep: Probable AMP deaminase - Oryza sativa (Rice)	UniRef90_Q84NP7	CHR2|COORD:16040579..16045954| AMP deaminase, putative / myoadenylate deaminase, putative, similar to SP:P15274 AMP deaminase (EC 3.5.4.6) (Myoadenylate deamina	AT2G38280.2	CHR07V5|COORD:29503314..29511514|protein AMP deaminase, putative, expressed	LOC_Os07g49270.1	" no descriptionmoderately similar to ( 302)AT2G38280| Symbols: ATAMPD, FAC1 | FAC1 (EMBRYONIC FACTOR1); AMP deaminase | chr2:16040845-16045871 REVERSEmoderately similar to ( 441)AMPD_ORYSAnot assigned "	nucleotide metabolism.degradation	23_2

CUST_28886_PI403524517	2	0.11140299	0.16344452	-0.22759342	-0.35477495	-0.111403465	3.1932392	35_8349	"Cluster: Putative nitrite transporter; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative nitrite transporter - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5Z6P7	CHR1V7|COORD:25750474..25753773| proton-dependent oligopeptide transport (POT) family protein	AT1G68570.1	CHR06V5|COORD:8738432..8743023|protein peptide transporter PTR2, putative, expressed	LOC_Os06g15370.1	no descriptionmoderately similar to ( 236)AT1G68570| Symbols:  | proton-dependent oligopeptide transport (POT) family protein | chr1:25750474-25753773 FORWARDnot assigned not assigned PTR2	transport.peptides and oligopeptides	34_13

CUST_25297_PI403524517	2	0.48219585	0.2712512	0.04596901	-0.045968533	-0.47221804	-0.5914464	35_7334	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_6465_PI403524517	2	0.0199337	-0.18745422	0.010442734	-0.010442734	0.0759449	-0.012300491	35_1794	"Cluster: PREDICTED: hypothetical protein LOC233210; n=1; Mus musculus|Rep: PREDICTED: hypothetical protein LOC233210 - Mus musculus"	UniRef90_UPI0000D666F4	"CHR3V7|COORD:18603455..18605545| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G50130.1); similar to unknown protein [Arabidopsis thaliana]"	AT3G50140.1	CHR05V5|COORD:27321335..27319970|protein UL36 very large tegument protein, putative, expressed	LOC_Os05g47810.1	no description	not assigned.unknown	35_2

CUST_53249_PI403524517	2	-0.029180527	0.5138416	-0.05148697	0.029180527	-0.07845116	0.20333862	35_15155	Rep: CSLC9 - Oryza sativa (Rice)	UniRef90_Q8W1N8	"CHR4V7|COORD:4802625..4805111| ATCSLC12 (Cellulose synthase-like C12); transferase, transferring glycosyl groups"	AT4G07960.1	CHR03V5|COORD:31873565..31869482|protein CSLC9 - cellulose synthase-like family C, expressed	LOC_Os03g56060.1	" no descriptionmoderately similar to ( 252)AT4G07960| Symbols: CSLC12, ATCSLC12 | ATCSLC12 (Cellulose synthase-like C12); transferase, transferring glycosyl groups | chr4:4802625-4805111 REVERSE"	cell wall.cellulose synthesis	10_2

CUST_158091_PI403524517	2	0.23277664	0.057130814	-0.035907745	-0.04160881	-0.09396362	0.03590679	35_44139	"Cluster: Agenet domain containing protein, expressed; n=6; Oryza sativa|Rep: Agenet domain containing protein, expressed - Oryza sativa (japonica cultivar-group"	UniRef90_Q108Y7		0	CHR10V5|COORD:21706564..21694510|protein ATG2484-1, putative, expressed	LOC_Os10g41030.3	no description	not assigned.unknown	35_2

CUST_15992_PI399408534	2	-1.2114124	-0.9385371	-0.98348904	1.123311	0.93853664	1.1472874	35_25318	"Cluster: Protein kinase domain containing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Protein kinase domain containing protein - Oryza sativa (jap"	UniRef90_Q2QQC1	CHR3V7|COORD:20764882..20767326| protein kinase family protein	AT3G55950.1	CHR12V5|COORD:18956069..18958083|protein protein kinase domain containing protein	LOC_Os12g31560.1	no descriptionweakly similar to ( 139)AT3G55950| Symbols:  | protein kinase family protein | chr3:20764882-20767326 REVERSEweakly similar to ( 113)CRI4_MAIZEPutative receptor protein kinase CRINKLY4 precursor - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc Pkinase S_TKc Pkinase_Tyr PTKc TyrKc PTKc_Jak_rpt2 SPS1 PTK_CCK4 PTKc_Srm_Brk PTKc_Ror PTKc_Csk_like PTKc_Tec_like PTKc_EphR PTKc_Trk PTKc_Itk PTKc_Abl PTKc_Tec_Rlk PTKc_ALK_LTK PTKc_EphR_B PTKc_InsR_like PTKc_EphR_A2 PTKc_Csk PTKc_Syk_like PTKc_Jak2_Jak3_rpt2 PTKc_Frk_like PTKc_Src_like PTKc_Lck_Blk PTKc_Btk_Bmx PTKc_EGFR_like PTKc_DDR PTKc_Fes_like PTKc_Axl_like	signalling.receptor kinases.wall associated kinase	30_2_25

CUST_3665_PI399408534	2	0.5880337	0.08686781	-0.10186148	-0.08686733	-0.114460945	0.25877666	35_28411	"Cluster: Putative Sac domain-containing inositol phosphatase 3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Sac domain-containing inositol phospha"	UniRef90_Q69YB0	CHR3V7|COORD:15208111..15213641| phosphoinositide phosphatase family protein	AT3G43220.1	CHR02V5|COORD:33186454..33192785|protein phosphoinositide 5-phosphatase, putative, expressed	LOC_Os02g54150.1	no descriptionmoderately similar to ( 226)AT3G14205| Symbols:  | phosphoinositide phosphatase family protein | chr3:4716015-4720531 REVERSEnot assigned not assigned not assigned not assigned Syja_N COG5329	signalling.phosphinositides	30_4

CUST_16424_PI404877155	2	0.016885757	-0.39536667	-0.016884804	0.08267212	0.14163399	-0.05770874	HA11G09u_x_at	ubiquinol-cytochrome C reductase UQCRX/QCR9-like family protein [Arabidopsis thaliana] pir||T49026 ubiquinol-cytochrome-c reductase-like pro	NP_190841.1	ubiquinol-cytochrome C reductase UQCRX/QCR9-like family protein	At3g52730.1	protein ubiquinol-cytochrome-c reductase-like protein - Arabidopsis thaliana	Os05g33210	ubiquinol--cytochrome-c reductase-related protein	mitochondrial electron transport / ATP synthesis.cytochrome c reductase	9_5

CUST_92815_PI403524517	2	0.69098854	-0.13625288	0.3009243	0.102303505	-0.281672	-0.10230398	35_26538	"Cluster: Hypothetical protein; n=1; Anaeromyxobacter sp. Fw109-5|Rep: Hypothetical protein - Anaeromyxobacter sp. Fw109-5"	UniRef90_A1HY15	"CHR1V7|COORD:5675918..5678679| SR45 (arginine/serine-rich 45); RNA binding"	AT1G16610.2	CHR07V5|COORD:19384444..19376745|protein potassium transporter 14, putative, expressed	LOC_Os07g32530.1	no description	not assigned.unknown	35_2

CUST_92769_PI403524517	2	-0.07196808	0.20631695	-0.106761456	0.0719676	0.41872978	-0.18754625	35_26527	"Cluster: Pentatricopeptide, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Pentatricopeptide, putative, expressed - Oryza sativa (japonic"	UniRef90_Q2QTL4	CHR4V7|COORD:1221116..1223461| pentatricopeptide (PPR) repeat-containing protein	AT4G02750.1	CHR12V5|COORD:11166667..11163149|protein pentatricopeptide repeat protein PPR868-14, putative, expressed	LOC_Os12g19260.1	no descriptionweakly similar to ( 198)AT4G02750| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr4:1221116-1223461 REVERSEvery weakly similar to (85.9)RF1_ORYSAProtamine_P1	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_19025_PI403524517	2	-0.11818695	-0.14918327	-0.057678223	0.063981056	0.057678223	0.064920425	35_5512	"Cluster: Os05g0510300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0510300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DGV1	"CHR3V7|COORD:4811960..4815217| UBP25 (UBIQUITIN-SPECIFIC PROTEASE 25); ubiquitin-specific protease"	AT3G14400.1	CHR05V5|COORD:25191163..25196932|protein UBP25, putative, expressed	LOC_Os05g43480.1	no description	not assigned.unknown	35_2

CUST_36166_PI403524517	2	0.029262066	0.16476536	-0.029262066	-0.41367722	0.15852356	-0.68792963	35_10426	"Cluster: AIG1 family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: AIG1 family protein, expressed - Oryza sativa (japonica cultivar-group"	UniRef90_Q2QWF0	"CHR5|COORD:6853418..6856979| similar to chloroplast outer membrane protein, putative [Arabidopsis thaliana] (TAIR:At3g16620.1); similar to chloroplast Toc125"	AT5G20300.3	CHR12V5|COORD:5029791..5033554|protein chloroplast outer envelope protein 86, putative, expressed	LOC_Os12g09570.2	"no descriptionweakly similar to ( 186)AT3G16620| Symbols: ATTOC120 | ATTOC120 (Arabidopsis thaliana translocon outer complex protein 120); GTP binding / protein translocase | chr3:5658475-5661744 REVERSEvery weakly similar to (83.6)TOC34_PEATranslocase of chloroplast 34 - Pisum sativum (Garden pea)Toc34_like AIG1"	protein.targeting.chloroplast	29_3_3

CUST_10871_PI403524517	2	0.027640343	0.48499107	-0.041498184	-0.009845734	-0.20532036	0.009846687	35_3070	0	0	"CHR2V7|COORD:18033474..18038066| FPA (FPA); RNA binding"	AT2G43410.1	0	0	no description	not assigned.unknown	35_2

CUST_18609_PI404877155	2	0.021605492	-0.33713913	-0.05202675	0.012717247	0.055994987	-0.012718201	HVSMEl0009A21r2_s_at	heat shock factor-binding protein 1 [Zea mays] gb|AAM15929.1| heat shock factor-binding protein 1 [Zea mays]	AAM15928.1	expressed protein	At4g15802.1	protein hypothetical protein	Os06g16270	heat shock factor-binding protein 1	stress.abiotic.heat	20_2_1

CUST_121714_PI403524517	2	0.47350883	0.16310787	-0.1597457	0.04265213	-0.042652607	-0.15697145	35_34369	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_25135_PI403524517	2	-0.56412315	0.8067856	0.2773552	-0.11710358	0.0012044907	-0.0012054443	35_7291	"Cluster: Os02g0777800 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0777800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DX32	CHR2V7|COORD:2287511..2289267| protein kinase, putative	AT2G05940.1	CHR02V5|COORD:32912645..32909495|protein protein kinase APK1A, chloroplast precursor, putative, expressed	LOC_Os02g53750.2	 no descriptionweakly similar to ( 192)AT2G05940| Symbols:  | protein kinase, putative | chr2:2287511-2289267 REVERSEweakly similar to ( 103)NORK_PEANodulation receptor kinase precursor - Pisum sativum (Garden pea)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pkinase S_TKc S_TKc PTKc Pkinase_Tyr TyrKc PTKc_Jak_rpt2 PRK12678 SPS1 PRK12323 PTKc_Btk_Bmx PTKc_Ror PTKc_InsR_like PRK07003 PTKc_Chk PTKc_DDR PRK07764 PTKc_Csk_like PTKc_EphR PTKc_Csk PTKc_Tec_like APC_basic PTKc_Syk_like PTKc_Tec_Rlk PTKc_ALK_LTK PTKc_TrkA 	protein.postranslational modification.kinase.receptor like cytoplasmatic kinase VII	29_4_1_57

CUST_70855_PI403524517	2	0.012267113	0.0579834	-0.012266159	-0.2595482	-0.106425285	0.12800407	35_20302	"Cluster: Putative serine/threonine protein kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative serine/threonine protein kinase - Oryza sativa (jap"	UniRef90_Q8S1J0	CHR3V7|COORD:1014419..1018251| protein kinase family protein	AT3G03940.1	CHR01V5|COORD:32942542..32949742|protein ATP binding protein, putative, expressed	LOC_Os01g56580.2	no descriptionhighly similar to ( 783)AT3G03940| Symbols:  | protein kinase family protein | chr3:1014419-1018251 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pkinase S_TKc SPS1 S_TKc	protein.postranslational modification	29_4

CUST_47486_PI403524517	2	0.014253616	-0.6563673	-0.014253616	0.39900398	-0.4405532	0.6840553	35_13592	"Cluster: Os04g0423200 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os04g0423200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JD78	CHR4V7|COORD:18023181..18024821| monooxygenase, putative (MO2)	AT4G38540.1	CHR04V5|COORD:20738513..20741527|protein conserved hypothetical protein	LOC_Os04g34590.1	 no descriptionvery weakly similar to (84.3)AT4G38540| Symbols:  | monooxygenase, putative (MO2) | chr4:18023181-18024821 FORWARDnot assigned UbiH PRK06847 PRK07538 PRK08163 PRK07764 PRK12323 	misc.oxidases - copper, flavone etc.	26_7

CUST_59232_PI403524517	2	-0.5587168	-0.18420792	1.0875835	0.18420887	0.91270065	-0.4498768	35_16891	"Cluster: Hypothetical protein OJ1695_D07.18; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1695_D07.18 - Oryza sativa (japonica cultiv"	UniRef90_Q69QZ0	CHR2V7|COORD:10910232..10912056| protein phosphatase 2C, putative / PP2C, putative	AT2G25620.1	CHR02V5|COORD:34020404..34024432|protein DNA-binding protein phosphatase 2C, putative, expressed	LOC_Os02g55560.1	 no descriptionmoderately similar to ( 353)AT2G25620| Symbols:  | protein phosphatase 2C, putative / PP2C, putative | chr2:10910232-10912056 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned PP2Cc PP2Cc PP2C PTC1 	protein.postranslational modification	29_4

CUST_158782_PI403524517	2	0.5024071	1.0908318	0.17459726	-0.17459726	-1.0853412	-0.36136675	35_44322	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_16086_PI403524517	2	-0.14526176	0.7619419	0.053135872	-0.036067963	-0.07235432	0.036068916	35_4640	"Cluster: MRNA, , clone: RAFL25-28-O12; n=5; Arabidopsis thaliana|Rep: MRNA, , clone: RAFL25-28-O12 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q67XR9	CHR1|COORD:10174228..10178414| expressed protein	AT1G29120.2	CHR08V5|COORD:21714104..21709278|protein serine esterase family protein, putative, expressed	LOC_Os08g34750.1	" no descriptionmoderately similar to ( 238)AT1G29120| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G25770.1); similar to Protein of unknown function DUF676, hydrolase-like [Medicago truncatula] (GB:ABE79089.1); contains InterPro domain Esterase/lipase/thioesterase; (InterPro:IPR000379); contains InterPro domain Protein of unknown function DUF676, hydrolase-like; (InterPro:IPR007751) | chr1:10174467-10177855 FORWARDnot assigned "	not assigned.unknown	35_2

CUST_5716_PI404877155	2	-0.12502289	0.35019875	-3.4427643E-4	0.04644966	-0.024971962	3.452301E-4	Contig17687_at	putative sterol glucosyltransferase [Oryza sativa (japonica cultivar-group)]	NP_915652.1	UDP-glucose:sterol glucosyltransferase, putative	At1g43620.1	protein probable UDP-glucose,sterol glucosyltransferase [imported] - Arabidopsis thaliana	Os01g64750	putative sterol glucosyltransferase	lipid metabolism.'exotics' (steroids, squalene etc)	11_8

CUST_24817_PI403524517	2	-0.3602953	3.2734804	0.3602953	-0.4658389	-0.36143684	0.3788061	35_7200	"Cluster: Hypothetical protein OSJNBa0009E21.4; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0009E21.4 - Oryza sativa (japonica cu"	UniRef90_Q6I5K1	0	0	CHR05V5|COORD:22745254..22745496|protein hypothetical protein	LOC_Os05g38940.1	no description	not assigned.unknown	35_2

CUST_14179_PI404877155	2	-0.022252083	0.19676018	0.003824234	-0.0038232803	0.025470734	-0.0054244995	Contig8019_at	calcium-binding EF hand family protein [Arabidopsis thaliana] pir||C84733 probable O-GlcNAc transferase [imported] - Arabidopsis thaliana gb	NP_180804.1	calcium-binding EF hand family protein	At1g05150.1	protein TPR Domain, putative	Os03g15740	calcium-binding EF-hand family protein	signalling.calcium	30_3

CUST_167354_PI403524517	2	-2.6130676E-4	0.59587145	-0.20999241	2.6082993E-4	-0.09281349	0.01518774	35_46613	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_7766_PI404877155	2	-0.036522865	0.53136635	-0.0655632	-0.12198734	0.036522865	0.10370731	Contig22790_at	unknown protein [Oryza sativa (japonica cultivar-group)] gb|AAP06838.1| unknown protein [Oryza sativa (japonica cultivar-group)]	NP_912346.1	coronatine-insensitive 1 / COI1 (FBL2)	At2g39940.1	protein expressed protein	Os03g15880	"CORONATINE INSENSITIVE 1;coronatine-insensitive 1 / COI1 (FBL2), E3 ubiquitin ligase SCF complex F-box subunit; identical to LRR-containing F-box protein GI:3158394 from (Arabidopsis thaliana)"	hormone metabolism.jasmonate.induced-regulated-responsive-activated	17_7_3

CUST_26159_PI403524517	2	-0.25766563	0.060266495	0.051782608	0.031247139	-0.031247139	-0.18263721	35_7576	"Cluster: Os01g0629400 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0629400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JL24	0	0	CHR01V5|COORD:25459733..25464994|protein CTD-phosphatase-like protein, putative, expressed	LOC_Os01g43870.6	no description	not assigned.unknown	35_2

CUST_2492_PI404877155	2	0.13829613	-0.26359844	-0.015669823	0.015668869	-0.021698952	0.24555969	Contig12871_at	OSJNBa0027P08.13 [Oryza sativa (japonica cultivar-group)] ref|XP_472648.1| OSJNBa0027P08.13 [Oryza sativa (japonica cultivar-group)]	CAE02443.2	expressed protein	At1g54060.1	protein expressed protein	Os02g35690	NONE	RNA.regulation of transcription.Trihelix, Triple-Helix transcription factor family	27_3_30

CUST_62855_PI403524517	2	0.081718445	-0.0075006485	0.007499695	-0.028421402	-0.025577545	0.04851055	35_17925	"Cluster: Hypothetical protein P0512G09.9; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0512G09.9 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q5SNE1	CHR5V7|COORD:3762962..3771124| glycine-rich protein	AT5G11700.1	CHR01V5|COORD:4670202..4681654|protein expressed protein	LOC_Os01g09246.1	no descriptionhighly similar to ( 937)AT5G11700| Symbols:  | glycine-rich protein | chr5:3762962-3771124 REVERSE	not assigned.no ontology.glycine rich proteins	35_1_40

CUST_30933_PI399408534	2	0.09565067	-0.53096294	-0.015385628	-0.04064846	0.22735977	0.015384674	35_24317	"Cluster: T1K7.25 protein; n=2; Arabidopsis thaliana|Rep: T1K7.25 protein - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9FZC3	CHR1V7|COORD:9122017..9125355| RNA helicase, putative	AT1G26370.1	CHR06V5|COORD:4658378..4666062|protein ATP-dependent RNA helicase DHX8, putative, expressed	LOC_Os06g09280.1	 no descriptionweakly similar to ( 192)AT1G26370| Symbols:  | RNA helicase, putative | chr1:9122017-9125355 REVERSEnot assigned not assigned not assigned not assigned DUF1605 PRK11131 	RNA.processing.RNA helicase	27_1_2

CUST_670_PI399407379	2	0.03722763	-0.0733757	-0.05886078	-0.0059776306	0.0059785843	0.046339035	HvFCA1									

CUST_178669_PI403524517	2	0.24162579	0.052738667	0.19842005	-0.052738667	-0.06903124	-0.5480833	35_49693	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10P50	CHR3V7|COORD:22493028..22494974| similar to Os03g0247100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001049548.1)	AT3G60850.1	CHR03V5|COORD:7761508..7763848|protein expressed protein	LOC_Os03g14290.1	no descriptionweakly similar to ( 147)AT3G60850| Symbols:  | similar to Os03g0247100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001049548.1) | chr3:22493028-22494974 FORWARD	not assigned.unknown	35_2

CUST_51031_PI403524517	2	0.03105545	-0.2040968	-1.2493134E-4	0.019324303	-0.08143234	1.2493134E-4	35_14551	Rep: Thiol protease aleurain precursor - Hordeum vulgare (Barley)	UniRef90_P05167	CHR3V7|COORD:15880166..15882046| ATJ3 (Arabidopsis thaliana DnaJ homologue 3)	AT3G44110.2	CHR09V5|COORD:16438141..16442625|protein thiol protease aleurain precursor, putative, expressed	LOC_Os09g27030.3	 no descriptionvery weakly similar to (97.8)AT3G44110| Symbols: ATJ, ATJ3 | ATJ3 (Arabidopsis thaliana DnaJ homologue 3) | chr3:15880166-15882046 REVERSEweakly similar to ( 114)ALEU_HORVUThiol protease aleurain precursor - Hordeum vulgare (Barley)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DnaJ DnaJ DnaJ Pept_C1 Peptidase_C1A Peptidase_C1 COG4870 CbpA 	protein.degradation.cysteine protease	29_5_3

CUST_82470_PI403524517	2	-0.15834904	0.36572456	0.124118805	0.044623375	-0.13576698	-0.044623375	35_23653	"Cluster: Putative armadillo repeat containing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative armadillo repeat containing protein - Oryza sat"	UniRef90_Q6YT02	CHR4V7|COORD:16639765..16641759| armadillo/beta-catenin repeat family protein	AT4G34940.1	CHR08V5|COORD:27378350..27380889|protein armadillo/beta-catenin-like repeat family protein, expressed	LOC_Os08g43500.1	no descriptionvery weakly similar to (63.9)AT4G34940| Symbols:  | armadillo/beta-catenin repeat family protein | chr4:16639765-16641759 FORWARD	not assigned.no ontology.armadillo/beta-catenin repeat family protein	35_1_3

CUST_3327_PI399408534	2	-0.03338337	-0.032486916	0.12004471	0.03248787	0.17216015	-0.18284702	35_4713	"Cluster: Fertilization independent endosperm; n=2; Oryza sativa (japonica cultivar-group)|Rep: Fertilization independent endosperm - Oryza sativa (japonica cult"	UniRef90_A1KXU8	"CHR3V7|COORD:7249070..7252260| FIE (FERTILIZATION-INDEPENDENT ENDOSPERM 1); nucleotide binding / transcription factor"	AT3G20740.1	CHR08V5|COORD:2070890..2076980|protein polycomb group protein FIE2, putative, expressed	LOC_Os08g04270.3	" no descriptionmoderately similar to ( 492)AT3G20740| Symbols: FIS3, FIE1, FIE | FIE (FERTILIZATION-INDEPENDENT ENDOSPERM 1); nucleotide binding / transcription factor | chr3:7249070-7252260 REVERSEhighly similar to ( 620)FIE2_MAIZEPolycomb group protein FIE2 - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned WD40 COG2319 PRK07764 PRK12323 TT_ORF1 Atrophin-1 "	RNA.regulation of transcription.Polycomb Group (PcG)	27_3_65

CUST_74384_PI403524517	2	0.637959	-0.14319515	0.20878077	0.004450321	-0.0590086	-0.004450321	35_21330	"Cluster: Heavy metal-associated domain containing protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Heavy metal-associated domain"	UniRef90_Q2QXS5	CHR5V7|COORD:6387912..6389857| heavy-metal-associated domain-containing protein	AT5G19090.2	CHR12V5|COORD:2192737..2197849|protein metal ion binding protein, putative, expressed	LOC_Os12g05040.3	no descriptionweakly similar to ( 129)AT3G06130| Symbols:  | heavy-metal-associated domain-containing protein | chr3:1853054-1854679 REVERSEnot assigned HMA HMA CopZ	metal handling.binding, chelation and storage	15_2

CUST_54801_PI403524517	2	0.21382904	0.3524313	-0.06949663	0.06949663	-0.53145456	-0.7866192	35_15595	Rep: Heat-shock protein precursor - Secale cereale (Rye)	UniRef90_Q43638	"CHR2V7|COORD:1281980..1285906| CR88 (EMBRYO DEFECTIVE 1956); ATP binding"	AT2G04030.1	CHR09V5|COORD:18154509..18149617|protein endoplasmin precursor, putative, expressed	LOC_Os09g29840.2	" no descriptionmoderately similar to ( 223)AT2G04030| Symbols: EMB1956, CR88 | CR88 (EMBRYO DEFECTIVE 1956); ATP binding | chr2:1281980-1285906 FORWARDvery weakly similar to (89.0)ENPL_CATROEndoplasmin homolog precursor - Catharanthus roseus (Rosy periwinkle) (Madagascar periwinkle)not assigned not assigned HSP90 PRK05218 HtpG "	stress.abiotic.heat	20_2_1

CUST_23599_PI403524517	2	0.22783852	0.13302565	0.2144227	-0.58894396	-0.13302612	-0.1429205	35_6860	Rep: H0901F07.20 protein - Oryza sativa (Rice)	UniRef90_Q259C6	CHR5V7|COORD:21727723..21729617| ACBP1 (ACYL-COA BINDING PROTEIN)	AT5G53470.1	CHR04V5|COORD:34594462..34591414|protein acyl-CoA-binding domain-containing protein 6, putative, expressed	LOC_Os04g58550.1	 no descriptionweakly similar to ( 149)AT5G53470| Symbols: ACBP, ACBP1 | ACBP1 (ACYL-COA BINDING PROTEIN) | chr5:21727723-21729617 FORWARDvery weakly similar to (55.1)AKT1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned ANK Arp 	cell.organisation	31_1

CUST_38203_PI403524517	2	0.15985727	1.1630092	0.1236949	-0.22608376	-0.1236949	-0.34363985	35_10996	"Cluster: Putative 5-oxoprolinase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative 5-oxoprolinase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8LHD1	CHR5V7|COORD:15073865..15077755| hydantoinase/oxoprolinase family protein	AT5G37830.1	CHR01V5|COORD:42924850..42917729|protein 5-oxoprolinase, putative, expressed	LOC_Os01g73514.2	no descriptionmoderately similar to ( 324)AT5G37830| Symbols:  | hydantoinase/oxoprolinase family protein | chr5:15073865-15077755 REVERSEnot assigned HyuA Hydantoinase_A Hydant_A_N	not assigned.no ontology	35_1

CUST_97800_PI403524517	2	0.08669472	0.44118118	0.020051003	-0.1773386	-0.020051956	-0.122499466	35_27924	"Cluster: Spotted leaf protein 11, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Spotted leaf protein 11, putative, expressed - Oryza sat"	UniRef90_Q10NB2	CHR3V7|COORD:17135091..17137524| armadillo/beta-catenin repeat family protein / U-box domain-containing family protein	AT3G46510.1	CHR03V5|COORD:9308458..9314139|protein spotted leaf protein 11, putative, expressed	LOC_Os03g16824.1	no descriptionmoderately similar to ( 252)AT3G46510| Symbols:  | armadillo/beta-catenin repeat family protein / U-box domain-containing family protein | chr3:17135091-17137524 REVERSEmoderately similar to ( 257)SPL11_ORYSAnot assigned ARM	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_9171_PI404877155	2	0.07582474	0.24321175	-0.19662857	-0.018234253	0.0059928894	-0.0059947968	Contig2970_s_at	OSJNBa0017B10.6 [Oryza sativa (japonica cultivar-group)] ref|XP_473515.1| OSJNBa0017B10.6 [Oryza sativa (japonica cultivar-group)]	CAE03091.2	high mobility group protein beta2 (HMGbeta2) / HMG protein beta2	At1g20696.1	protein HMG (high mobility group) box, putative	Os04g47690	unknown protein	RNA.regulation of transcription.Nucleosome/chromatin assembly factor group	27_3_62

CUST_155043_PI403524517	2	-0.05943489	0.5498562	0.3772211	-0.28072214	0.059435844	-0.46286058	35_43314	"Cluster: Hypothetical protein OSJNBb0012G21.7; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0012G21.7 - Oryza sativa (japonica cu"	UniRef90_Q688J0	CHR1V7|COORD:2238504..2240990| binding	AT1G07280.1	CHR05V5|COORD:21882827..21880589|protein expressed protein	LOC_Os05g37520.1	no descriptionweakly similar to ( 102)AT1G07280| Symbols:  | binding | chr1:2238504-2240990 FORWARD	not assigned.unknown	35_2

CUST_77273_PI403524517	2	-0.080981255	-0.11873245	0.043128967	-0.037857056	0.14232159	0.037856102	35_22148	"Cluster: Putative chorismate mutase, cytosolic; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative chorismate mutase, cytosolic - Oryza sativa (japonica"	UniRef90_Q6H819	"CHR5V7|COORD:3430692..3432273| ATCM2 (CHORISMATE MUTASE 2); chorismate mutase"	AT5G10870.1	CHR02V5|COORD:4489406..4486469|protein chorismate mutase, chloroplast precursor, putative, expressed	LOC_Os02g08410.1	"no descriptionmoderately similar to ( 257)AT5G10870| Symbols: ATCM2 | ATCM2 (CHORISMATE MUTASE 2); chorismate mutase | chr5:3430692-3432273 REVERSEnot assigned"	amino acid metabolism.synthesis.aromatic aa.phenylalanine and tyrosine.chorismate mutase	13_1_6_2_1

CUST_65511_PI403524517	2	0.21159077	0.4833889	0.06138134	-0.22037601	-0.09072971	-0.06138134	35_18708	"Cluster: Hypothetical protein P0704D04.7; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0704D04.7 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q8LR08	CHR1V7|COORD:5167349..5168146| similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:BAB92466.1)	AT1G14990.1	CHR01V5|COORD:24208748..24211054|protein expressed protein	LOC_Os01g42120.1	no descriptionweakly similar to ( 199)AT1G14990| Symbols:  | similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:BAB92466.1) | chr1:5167349-5168146 REVERSE	not assigned.unknown	35_2

CUST_4100_PI399408534	2	-0.2489214	0.68327427	0.013879776	0.08969116	-0.013878822	-0.069316864	35_45378	"Cluster: Putative amelogenin like protein; n=1; Hordeum vulgare subsp. vulgare|Rep: Putative amelogenin like protein - Hordeum vulgare var. distichum (Two-rowed"	UniRef90_Q32SF7	CHR3V7|COORD:17579020..17580086| basic helix-loop-helix (bHLH) family protein	AT3G47640.1	CHR03V5|COORD:14978824..14980967|protein amelogenin precursor like protein, putative, expressed	LOC_Os03g26210.1	no descriptionvery weakly similar to (90.5)AT3G47640| Symbols:  | basic helix-loop-helix (bHLH) family protein | chr3:17579020-17580086 FORWARD	RNA.regulation of transcription.bHLH,Basic Helix-Loop-Helix family	27_3_6

CUST_151396_PI403524517	2	0.030946732	-0.47694302	-0.020096779	0.020095825	0.09138107	-0.19937706	35_42336	"Cluster: Heat shock 70 kDa protein, mitochondrial, putative, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Heat shock 70 kDa protein,"	UniRef90_Q10SR3	"CHR5V7|COORD:2975722..2978509| mtHSC70-2 (HEAT SHOCK PROTEIN 70); ATP binding / unfolded protein binding"	AT5G09590.1	CHR02V5|COORD:32687175..32682738|protein heat shock 70 kDa protein, mitochondrial precursor, putative, expressed	LOC_Os02g53420.1	" no descriptionmoderately similar to ( 362)AT5G09590| Symbols: HSC70-5, mtHSC70-2 | mtHSC70-2 (HEAT SHOCK PROTEIN 70); ATP binding / unfolded protein binding | chr5:2975722-2978509 FORWARDmoderately similar to ( 364)HSP7M_PHAVUHeat shock 70 kDa protein, mitochondrial precursor - Phaseolus vulgaris (Kidney bean) (French bean)not assigned not assigned not assigned dnaK HSP70 dnaK DnaK hscA hscA "	stress.abiotic.heat	20_2_1

CUST_9826_PI404877155	2	0.014483452	-0.1444006	0.029384613	0.17326164	-0.0144844055	-0.16324234	Contig3545_at	heat-shock protein, 82K, precursor - rye emb|CAA82945.1| heat-shock protein [Secale cereale]	S49340	heat shock protein, putative	At2g04030.1	protein Hsp90 protein, putative	Os09g29840	"EMB1956;EMBRYO DEFECTIVE 1956;heat shock protein, putative, strong similarity to heat shock protein (Arabidopsis thaliana) GI:1906830; contains Pfam profiles PF02518: ATPase, histidine kinase-, DNA gyrase B-, and HSP90-like domain protein, PF00183: Hsp90"	stress.abiotic.heat	20_2_1

CUST_24636_PI403524517	2	0.032253265	0.8023386	-0.05881977	-0.032253265	-0.2938404	0.08697605	35_7148	Rep: Cellulose synthase-9 - Zea mays (Maize)	UniRef90_Q9LLI1	"CHR5V7|COORD:1530402..1535091| CESA3 (CELLULASE SYNTHASE 3); cellulose synthase/ transferase, transferring glycosyl groups"	AT5G05170.1	CHR03V5|COORD:33725401..33718947|protein CESA2 - cellulose synthase, expressed	LOC_Os03g59340.1	" no descriptionhighly similar to ( 883)AT5G05170| Symbols: CESA3, IXR1, ATCESA3, ATH-B, CEV1 | CESA3 (CELLULASE SYNTHASE 3); cellulose synthase/ transferase, transferring glycosyl groups | chr5:1530402-1535091 REVERSECellulose_synt bcsA "	cell wall.cellulose synthesis.cellulose synthase	10_2_1

CUST_15369_PI404877155	2	-0.05295372	0.24062443	-0.0024642944	-0.08470535	0.2094307	0.0024642944	Contig9202_at	0	BAD10560.1	calmodulin-binding protein-related	At4g00820.1	protein IQ calmodulin-binding motif, putative	Os08g02250	gi|18411451|ref|NP_567191.1| expressed protein	signalling.calcium	30_3

CUST_17768_PI404877155	2	0.08802986	3.3534756	-0.08802986	-0.8599024	-1.2192316	0.35364437	HV11O04r_s_at	glutamine-dependent asparagine synthetase 1 [Hordeum vulgare subsp. vulgare]	AAK49456.1	asparagine synthetase 1 (glutamine-hydrolyzing) / glutamine-dependent asparagine synthetase 1 (ASN1)	At3g47340.1	protein asparagine synthase (glutamine-hydrolyzing), putative	Os06g15420	asparagine synthetase 2	amino acid metabolism.aspartate family.asparagine.synthesis	13_1_3_1

CUST_103175_PI403524517	2	-0.5634861	0.094913006	-0.049526215	0.1430912	0.049525738	-0.32478952	35_29421	"Cluster: Fiber protein Fb19, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Fiber protein Fb19, putative, expressed - Oryza sativa (japon"	UniRef90_Q2QNV3	CHR2V7|COORD:19562115..19563026| universal stress protein (USP) family protein	AT2G47710.1	CHR12V5|COORD:22395619..22394302|protein fiber protein Fb19, putative, expressed	LOC_Os12g36630.1	no descriptionweakly similar to ( 181)AT2G47710| Symbols:  | universal stress protein (USP) family protein | chr2:19562115-19563026 REVERSEUSP_Like Usp UspA	stress.abiotic.unspecified	20_2_99

CUST_4797_PI403524517	2	-0.7303581	-0.3997078	0.3997078	0.5251303	0.5213852	-0.7129698	35_1322	"Cluster: Hypothetical protein P0535G04.32-2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0535G04.32-2 - Oryza sativa (japonica cultiv"	UniRef90_Q5VSB5	0	0	CHR06V5|COORD:2262977..2260652|protein expressed protein	LOC_Os06g05120.2	no description	not assigned.unknown	35_2

CUST_32075_PI399408534	2	0.044786453	0.085762024	-0.19797897	-0.037641525	-0.13310337	0.037641525	35_17174	"Cluster: Mitogen-activated protein kinase 14; n=4; Oryza sativa|Rep: Mitogen-activated protein kinase 14 - Oryza sativa (Rice)"	UniRef90_Q75KK8	"CHR5V7|COORD:6345098..6347678| MPK16 (mitogen-activated protein kinase 16); MAP kinase"	AT5G19010.1	CHR05V5|COORD:2489565..2496123|protein extracellular signal-regulated kinase 1, putative, expressed	LOC_Os05g05160.1	"no descriptionhighly similar to ( 555)AT5G19010| Symbols: MPK16 | MPK16 (mitogen-activated protein kinase 16); MAP kinase | chr5:6345098-6347678 REVERSEhighly similar to ( 723)MPK14_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase SPS1 Pkinase_Tyr TyrKc PTKc PTKc_EphR PTKc_EphR_A2 PTKc_Src_like PTKc_Srm_Brk PTKc_EphR_A PTKc_InsR_like PTKc_Frk_like PTKc_Fyn_Yrk PTKc_Fes_like PTKc_VEGFR3 PTKc_PDGFR PTKc_PDGFR_alpha PTKc_FGFR PTKc_CSF-1R PTKc_Tec_Rlk PTKc_VEGFR PTKc_Yes PTKc_Jak_rpt2 PTKc_PDGFR_beta PTKc_EphR_B PTKc_Kit PTKc_Abl PTKc_Lck_Blk PTKc_Itk PTKc_Lyn PTKc_FAK PTKc_Src PTKc_Tec_like PTKc_Musk PTKc_RET PTKc_Jak2_Jak3_rpt2 PTKc_VEGFR2 PTKc_Hck PTKc_Btk_Bmx PTKc_EGFR_like PTKc_Ror"	signalling.MAP kinases	30_6

CUST_21912_PI399408534	2	0.026744843	0.037952423	-0.055713654	-0.15133381	-0.026743889	0.16020966	35_8432	"Cluster: Putative Nod-factor receptor 1b; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Nod-factor receptor 1b - Oryza sativa (japonica cultivar-gro"	UniRef90_Q5JNK2	CHR1V7|COORD:19299761..19302610| protein kinase family protein / peptidoglycan-binding LysM domain-containing protein	AT1G51940.1	CHR01V5|COORD:31281586..31276227|protein protein kinase, putative, expressed	LOC_Os01g53840.1	no descriptionvery weakly similar to (92.8)AT1G51940| Symbols:  | protein kinase family protein / peptidoglycan-binding LysM domain-containing protein | chr1:19299761-19302610 REVERSE	signalling.receptor kinases.lysine motif	30_2_21

CUST_182785_PI403524517	2	-0.045410633	0.30284882	-0.11637831	0.045410633	-0.22307825	0.32045126	35_50806	Rep: Glucose transporter - Saccharum hybrid cultivar H65-7052	UniRef90_Q41409	CHR4V7|COORD:898387..900095| sugar transporter, putative	AT4G02050.1	CHR09V5|COORD:14886050..14892285|protein sugar carrier protein A, putative, expressed	LOC_Os09g24924.1	 no descriptionvery weakly similar to (57.0)AT4G02050| Symbols:  | sugar transporter, putative | chr4:898387-900095 REVERSEvery weakly similar to (52.0)STA_RICCOSugar carrier protein A - Ricinus communis (Castor bean)not assigned Sugar_tr 	transporter.sugars	34_2

CUST_148620_PI403524517	2	0.21578789	0.48008537	0.11179161	-0.38010693	-0.111792564	-0.14547634	35_41578	Rep: H0305E08.4 protein - Oryza sativa (Rice)	UniRef90_Q01IK7	CHR2V7|COORD:17609318..17610361| UVI4 (POLYCHOME, UV-B-INSENSITIVE 4)	AT2G42260.1	CHR04V5|COORD:23413318..23416172|protein expressed protein	LOC_Os04g39670.1	no description	not assigned.unknown	35_2

CUST_60776_PI403524517	2	0.030957222	-0.9010658	-0.039144516	-0.005207062	0.005206108	0.04479313	35_17333	Rep: Cytochrome b5 reductase isoform II - Zea mays (Maize)	UniRef90_Q8W2K4	CHR5V7|COORD:5864545..5866497| ATCBR (NADH:CYTOCHROME B5 REDUCTASE 1)	AT5G17770.1	CHR05V5|COORD:23944568..23947721|protein NADH-cytochrome b5 reductase, putative, expressed	LOC_Os05g40990.1	 no descriptionmoderately similar to ( 440)AT5G17770| Symbols: CBR1, ATCBR | ATCBR (NADH:CYTOCHROME B5 REDUCTASE 1) | chr5:5864545-5866497 REVERSEweakly similar to ( 196)NIA1_ORYSAnot assigned UbiB FAD_binding_6 NAD_binding_1 Hmp PRK05464 NqrF antC COG4097 PRK07609 PRK08345 PRK10684 PRK08221 PRK06222 PRK00054 fre 	N-metabolism.nitrate metabolism.NR	12_1_1

CUST_8636_PI403524517	2	-2.3420453	1.3782711	-1.3836169	1.86724	1.2187214	-1.2187214	35_2418	"Cluster: Putative stearoyl-acyl carrier protein desaturase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative stearoyl-acyl carrier protein desaturase -"	UniRef90_Q8LJJ9	CHR3V7|COORD:562171..564531| acyl-(acyl-carrier-protein) desaturase, putative / stearoyl-ACP desaturase, putative	AT3G02630.1	CHR01V5|COORD:38551270..38552880|protein acyl-desaturase, chloroplast precursor, putative, expressed	LOC_Os01g65830.1	 no descriptionmoderately similar to ( 448)AT3G02630| Symbols:  | acyl-(acyl-carrier-protein) desaturase, putative / stearoyl-ACP desaturase, putative | chr3:562171-564531 FORWARDmoderately similar to ( 450)STAD_SOLTUAcyl-[acyl-carrier-protein] desaturase, chloroplast precursor - Solanum tuberosum (Potato)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned FA_desaturase_2 Acyl_ACP_Desat PRK12323 Herpes_BLLF1 PRK07764 PRK07003 Ferritin_like PRK12678 PRK09169 KAR9 TT_ORF1 	lipid metabolism.FA synthesis and FA elongation.ACP desaturase	11_1_15

CUST_110800_PI403524517	2	0.15738487	0.16082907	0.38414097	-0.15738487	-1.0094581	-0.43097687	35_31466	"Cluster: Copine I-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Copine I-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6YYC5	CHR1V7|COORD:29865705..29867916| copine-related	AT1G79380.1	CHR08V5|COORD:2001564..2005421|protein copine-6, putative, expressed	LOC_Os08g04130.2	no descriptionweakly similar to ( 113)AT1G79380| Symbols:  | copine-related | chr1:29865705-29867916 FORWARDnot assigned Copine vWA_copine_like	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_64371_PI403524517	2	-0.024484634	0.12019539	0.024484634	0.054437637	-0.057219505	-0.040089607	35_18376	"Cluster: DNA-directed RNA polymerase beta' chain; n=13; Poaceae|Rep: DNA-directed RNA polymerase beta' chain - Oryza sativa (Rice)"	UniRef90_P12092	CHR5V7|COORD:15950112..15952349| 5'-AMP-activated protein kinase beta-1 subunit-related	AT5G39790.1	CHR02V5|COORD:14268211..14266163|protein DNA-directed RNA polymerase beta chain, putative	LOC_Os02g24614.1	no descriptionweakly similar to ( 161)AT5G39790| Symbols:  | 5'-AMP-activated protein kinase beta-1 subunit-related | chr5:15950112-15952349 REVERSEweakly similar to ( 179)RPOC1_WHEATDNA-directed RNA polymerase subunit beta' - Triticum aestivum (Wheat)not assigned rpoC1 AMPKbeta_GBD_like rpoC1	RNA.transcription	27_2

CUST_34743_PI399408534	2	0.08326149	-0.5583105	-0.061356544	0.032782555	0.08175945	-0.032782555	35_25907	"Cluster: Dcp1-like decapping family, putative; n=1; Oryza sativa (japonica cultivar-group)|Rep: Dcp1-like decapping family, putative - Oryza sativa (japonica"	UniRef90_Q53QH1	CHR1V7|COORD:2638352..2640364| DCP1 (DECAPPING 1)	AT1G08370.1	CHR11V5|COORD:2561056..2564404|protein dcp1-like decapping family protein, expressed	LOC_Os11g05650.1	no descriptionvery weakly similar to (62.0)AT1G08370| Symbols: DCP1 | DCP1 (DECAPPING 1) | chr1:2638352-2640364 FORWARD	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_86707_PI403524517	2	-0.013584137	-0.6181545	0.38358688	0.06983948	0.013583183	-0.19119072	35_24832	"Cluster: Os01g0217800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0217800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JPK7	CHR1V7|COORD:19868610..19871009| DJ-1 family protein	AT1G53280.1	CHR01V5|COORD:6429138..6432865|protein 4-methyl-5-thiazole monophosphate biosynthesis protein, putative, expressed	LOC_Os01g11880.1	no descriptionweakly similar to ( 192)AT1G53280| Symbols:  | DJ-1 family protein | chr1:19868610-19871009 REVERSEnot assigned GATase1_DJ-1 PRK11574 DJ-1_PfpI ThiJ GATase1_PfpI_like GATase1_PfpI_2 GATase1_AraC_2 GATase1_AraC_1 GATase1_PfpI_3 COG4977 GATase1_AraC_ArgR_like GATase1_PfpI_1 GATase1_Hsp31_like GAT_1 GATase1	not assigned.no ontology	35_1

CUST_84941_PI403524517	2	-0.04620838	-0.13607502	0.113417625	0.043528557	-0.027183533	0.027183533	35_24338	"Cluster: Os12g0169400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os12g0169400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IPT3	CHR3V7|COORD:19645844..19647514| CBS domain-containing protein / octicosapeptide/Phox/Bemp1 (PB1) domain-containing protein	AT3G52950.1	CHR12V5|COORD:3535425..3530358|protein CBS domain containing protein, expressed	LOC_Os12g07190.1	no descriptionmoderately similar to ( 315)AT3G52950| Symbols:  | CBS domain-containing protein / octicosapeptide/Phox/Bemp1 (PB1) domain-containing protein | chr3:19645844-19647514 FORWARDCBS_pair_CAP-ED_DUF294_PBI_assoc CBS_pair_10 CBS_pair_CAP-ED_DUF294_PBI_assoc2 CBS_pair_9 CBS_pair CBS COG0517 CBS_pair_KpsF_GutQ_assoc PB1 PB1 CBS_pair_PAS_GGDEF_DUF1_assoc CBS_pair_3 COG2905 CBS_pair_11 CBS_pair_IMPDH CBS_pair_NTP_transferase_assoc CBS_pair_15 CBS_pair_12 CBS_pair_ACT_assoc2 CBS_pair_7	not assigned.no ontology	35_1

CUST_59441_PI403524517	2	0.2674079	-1.0512204	-0.005548954	0.005548954	-0.41333485	0.027353764	35_16952	"Cluster: Os09g0241100 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0241100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J3A6	CHR3V7|COORD:14762266..14766687| nucleotide binding	AT3G42660.1	CHR09V5|COORD:3117920..3124244|protein transducin/WD-40 repeat family protein, putative, expressed	LOC_Os09g06560.1	no descriptionweakly similar to ( 103)AT3G42660| Symbols:  | nucleotide binding | chr3:14762266-14766687 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned WD40 PRK12323	not assigned.no ontology	35_1

CUST_13161_PI399408534	2	-0.0061511993	-0.7723875	-0.10427666	0.114037514	0.006152153	0.11562729	35_21066	Rep: Chromomethylase 1 - Hordeum vulgare (Barley)	UniRef90_Q4LB18	CHR1V7|COORD:26252159..26257182| CMT3 (CHROMOMETHYLASE 3)	AT1G69770.1	CHR10V5|COORD:366695..361318|protein DNA cytosine methyltransferase MET2a, putative, expressed	LOC_Os10g01570.1	no descriptionmoderately similar to ( 256)AT1G69770| Symbols: CMT3 | CMT3 (CHROMOMETHYLASE 3) | chr1:26252159-26257182 REVERSEmoderately similar to ( 400)CMT3_MAIZEDNA - Zea mays (Maize)Dcm DNA_methylase Cyt_C5_DNA_methylase	RNA.regulation of transcription.DNA methyltransferases	27_3_46

CUST_7951_PI399408534	2	0.25118637	-0.06130123	-0.23726463	-0.066078186	0.061302185	0.09451485	35_31011	Rep: H0305E08.2 protein - Oryza sativa (Rice)	UniRef90_Q01IK9	CHR5V7|COORD:2148079..2150772| leucine-rich repeat family protein	AT5G06940.1	CHR04V5|COORD:23407634..23410875|protein receptor protein kinase CLAVATA1 precursor, putative, expressed	LOC_Os04g39650.1	no descriptionweakly similar to ( 166)AT5G06940| Symbols:  | leucine-rich repeat family protein | chr5:2148079-2150772 REVERSEweakly similar to ( 116)RPK1_IPONIReceptor-like protein kinase precursor - Ipomoea nil (Japanese morning glory) (Pharbitis nil)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TyrKc PTKc Pkinase_Tyr Pkinase S_TKc S_TKc PTKc_Jak_rpt2 SPS1 PTKc_Met_Ron PTKc_Srm_Brk PTKc_FGFR PTKc_IGF-1R PTKc_Frk_like PTKc_Musk PTKc_Src_like PTKc_RET PTKc_EGFR_like PTKc_Chk PTKc_InsR_like PTKc_Fyn_Yrk PTKc_Jak2_Jak3_rpt2 PTKc_Csk_like PTKc_InsR PTKc_Jak1_rpt2 PTKc_Yes PTKc_FGFR3 PTKc_Lyn PTKc_Axl_like PTKc_Lck_Blk PTKc_Ack_like PTKc_FGFR4 PTKc_Src PTKc_FGFR1 PTKc_PDGFR_alpha PTKc_Axl PTKc_VEGFR PTKc_EphR	signalling.receptor kinases.leucine rich repeat XI	30_2_11

CUST_171766_PI403524517	2	0.18769455	-0.55269766	0.050158024	0.23184538	-0.050158024	-0.66435385	35_47857	"Cluster: Sulfotransferase domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Sulfotransferase domain containing protein, exp"	UniRef90_Q2QU81	CHR3V7|COORD:16499701..16500690| sulfotransferase family protein	AT3G45080.1	CHR12V5|COORD:9821343..9818954|protein flavonol 3-sulfotransferase, putative, expressed	LOC_Os12g17160.1	no description	not assigned.unknown	35_2

CUST_68191_PI403524517	2	0.05687332	-0.2581234	-0.019824028	-0.026618958	0.03036213	0.019824028	35_19493	"Cluster: Hypothetical protein OSJNBa0090O10.11; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0090O10.11 - Oryza sativa (japonica"	UniRef90_Q8GZX2	CHR2V7|COORD:17028953..17029826| RNA binding / translation initiation factor	AT2G40780.1	CHR03V5|COORD:776444..773709|protein RNA binding protein, putative, expressed	LOC_Os03g02310.1	no descriptionweakly similar to ( 151)AT2G40780| Symbols:  | RNA binding / translation initiation factor | chr2:17028953-17029826 FORWARDnot assigned not assigned eIF1a eIF-1a	protein.synthesis.initiation	29_2_3

CUST_14548_PI403524517	2	-0.14373589	-0.6108761	0.15049934	0.03059578	0.1985588	-0.030594826	35_4182	Rep: Sucrose transporter 2 - Hordeum vulgare (Barley)	UniRef90_Q9M423	"CHR1V7|COORD:3244260..3246720| SUT4 (SUCROSE TRANSPORTER 4); carbohydrate transporter/ sucrose:hydrogen symporter/ sugar porter"	AT1G09960.1	CHR12V5|COORD:27484609..27480297|protein sucrose transport protein SUC4, putative, expressed	LOC_Os12g44380.1	" no descriptionhighly similar to ( 608)AT1G09960| Symbols: SUT4, ATSUT4, SUC4 | SUT4 (SUCROSE TRANSPORTER 4); carbohydrate transporter/ sucrose:hydrogen symporter/ sugar porter | chr1:3244260-3246720 FORWARDhighly similar to ( 810)SUT2_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned MFS_1 MelB Sugar_tr ProP AraJ PRK12678 Herpes_BLLF1 Atrophin-1 TT_ORF1 PRK07764 "	transporter.sugars.sucrose	34_2_1

CUST_114822_PI403524517	2	0.25839424	-0.6112304	-0.16622066	0.21037436	-0.56627035	0.16622066	35_32584	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_26122_PI403524517	2	0.2179985	0.0017004013	-0.055635452	-0.001701355	0.14527607	-0.031840324	35_7566	"Cluster: Hypothetical protein Putative gene; n=1; Hordeum vulgare subsp. vulgare|Rep: Hypothetical protein Putative gene - Hordeum vulgare var. distichum (Two-r"	UniRef90_A1C0L6	"CHR5V7|COORD:8643785..8646309| similar to Os08g0270200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001061417.1); similar to Putative protein"	AT5G25080.1	CHR08V5|COORD:10323025..10329100|protein expressed protein	LOC_Os08g16880.1	no description	not assigned.unknown	35_2

CUST_78492_PI403524517	2	-0.020236969	0.38415527	-0.31309128	0.31519794	-0.4815073	0.020236969	35_22502	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_32288_PI399408534	2	-0.2555046	0.032190323	0.072156906	-0.11405182	0.09165478	-0.03218937	35_11853	"Cluster: Putative transposase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative transposase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q852H5	"CHR4V7|COORD:17906696..17909398| FRS5 (FAR1-RELATED SEQUENCE 5); zinc ion binding"	AT4G38180.1	CHR02V5|COORD:9183675..9185705|protein conserved hypothetical protein	LOC_Os02g16140.1	"no descriptionvery weakly similar to (54.7)AT4G38180| Symbols: FRS5 | FRS5 (FAR1-RELATED SEQUENCE 5); zinc ion binding | chr4:17906696-17909398 REVERSE"	signalling.light	30_11

CUST_160766_PI403524517	2	0.007897377	0.10523987	0.10625267	-0.007897377	-0.3413229	-0.10290241	35_44857	"Cluster: 4-methyl-5(B-hydroxyethyl)-thiazole monophosphate biosynthesis protein; n=6; Brassicaceae|Rep: 4-methyl-5(B-hydroxyethyl)-thiazole monophosphate"	UniRef90_Q56ZE0	CHR3V7|COORD:5047690..5049628| 4-methyl-5(b-hydroxyethyl)-thiazole monophosphate biosynthesis protein, putative	AT3G14990.2	CHR06V5|COORD:19828660..19823524|protein 4-methyl-5-thiazole monophosphate biosynthesis protein, putative, expressed	LOC_Os06g34040.1	no descriptionvery weakly similar to (56.6)AT3G14990| Symbols:  | catalytic | chr3:5047690-5049628 FORWARD	not assigned.no ontology	35_1

CUST_31072_PI403524517	2	0.023334503	0.7671356	-0.02333641	-0.075307846	0.10308838	-0.17351818	35_8966	"Cluster: Hypothetical protein B1139B11.1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1139B11.1 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q5JJT6	0	0	CHR01V5|COORD:42348313..42347708|protein expressed protein	LOC_Os01g72470.1	no description	not assigned.unknown	35_2

CUST_10943_PI404877155	2	-0.0025482178	0.0025482178	-0.05118084	-0.035476685	0.049855232	0.05277443	Contig4662_at	DNA-directed RNA polymerase II, putative [Arabidopsis thaliana] gb|AAM61374.1| RNA polymerase II subunit (hsRPB10), putative [Arabidopsis th	NP_849640.1	DNA-directed RNA polymerase II, putative	At1g11475.1	protein dna-directed rna polymerase ii 8.2 kda polypeptide (ec 2.7.7.6)(rpb10) (rp10) (abc10)	Os11g08940	RNA polymerase II subunit Rpb10 -related	RNA.transcription	27_2

CUST_7113_PI403524517	2	0.27121592	0.24260664	-0.19743443	0.14861774	-0.17091703	-0.14861822	35_1972	"Cluster: Hypothetical protein OSJNBb0081B07.22; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0081B07.22 - Oryza sativa (japonica"	UniRef90_Q852A3	CHR2V7|COORD:15802559..15804055| catalytic/ coenzyme binding	AT2G37660.1	CHR03V5|COORD:34468030..34465418|protein NAD-dependent epimerase/dehydratase, putative, expressed	LOC_Os03g60740.1	no descriptionmoderately similar to ( 289)AT2G37660| Symbols:  | catalytic/ coenzyme binding | chr2:15802559-15804055 REVERSEnot assigned not assigned not assigned not assigned not assigned COG0702 PRK12323 WcaG NmrA 3Beta_HSD	not assigned.unknown	35_2

CUST_14673_PI404877155	2	-0.13027573	0.15886497	0.03970909	-0.03970909	-0.1019392	0.14163494	Contig8495_at	SET1 [Oryza sativa]	AAK28975.1	SET domain-containing protein (SUVH1)	At5g04940.1	protein SET1	Os11g38900	NONE	RNA.regulation of transcription.SET-domain transcriptional regulator family	27_3_69

CUST_159031_PI403524517	2	0.0114068985	0.3724451	0.031461716	-0.06977463	-0.06464195	-0.011405945	35_44390	0	0		0	CHR09V5|COORD:22382443..22386551|protein ruBisCO large subunit-binding protein subunit alpha, chloroplast precursor, putative, expressed	LOC_Os09g38980.1	no description	not assigned.unknown	35_2

CUST_10172_PI399408534	2	-0.022912025	-0.27686596	0.022912025	0.064891815	-0.08229923	0.077549934	35_1810	Rep: U2AF large subunit - Triticum aestivum (Wheat)	UniRef90_Q2QKB4	CHR1V7|COORD:22427673..22431471| U2 snRNP auxiliary factor large subunit, putative	AT1G60900.1	CHR11V5|COORD:27084171..27089421|protein splicing factor U2AF 65 kDa subunit, putative, expressed	LOC_Os11g45590.2	" no descriptionhighly similar to ( 546)AT4G36690| Symbols: ATU2AF65A | ATU2AF65A; RNA binding | chr4:17294595-17297613 REVERSEvery weakly similar to (62.0)ROC1_SPIOL28 kDa ribonucleoprotein, chloroplast - Spinacia oleracea (Spinach)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF1777 PRK12678 RRM_1 RRM COG0724 "	RNA.processing.splicing	27_1_1

CUST_12969_PI403524517	2	0.08633995	-0.0051398277	0.0051403046	0.011615276	-0.21560764	-0.090530396	35_3711	"Cluster: Ubiquitin-conjugating enzyme-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Ubiquitin-conjugating enzyme-like - Oryza sativa (japonica cultivar"	UniRef90_Q5NAX2	"CHR2V7|COORD:14284861..14288558| PHO2/UBC24 (PHOSPHATE 2); ubiquitin-protein ligase"	AT2G33770.1	CHR01V5|COORD:7406442..7401696|protein baculoviral IAP repeat-containing protein 6, putative, expressed	LOC_Os01g13280.1	" no descriptionmoderately similar to ( 279)AT2G33770| Symbols: UBC24, PHO2 | PHO2/UBC24 (PHOSPHATE 2); ubiquitin-protein ligase | chr2:14284861-14288558 REVERSEvery weakly similar to (64.3)UBC2_WHEATUbiquitin-conjugating enzyme E2-17 kDa - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned UBCc UQ_con UBCc COG5078 "	protein.degradation.ubiquitin.E2	29_5_11_3

CUST_60232_PI403524517	2	0.108098984	-0.3909483	-0.01850319	-0.015668869	0.015668869	0.017085075	35_17168	"Cluster: OSJNBa0032F06.20 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0032F06.20 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XPW1	"CHR4V7|COORD:261655..265958| KEA2 (K+ efflux antiporter); potassium:hydrogen antiporter"	AT4G00630.1	CHR04V5|COORD:34650524..34641295|protein KEA1, putative, expressed	LOC_Os04g58620.1	" no descriptionhighly similar to ( 587)AT4G00630| Symbols: ATKEA2, KEA2 | KEA2 (K+ efflux antiporter); potassium:hydrogen antiporter | chr4:261655-265958 REVERSEnot assigned PRK03562 PRK03659 KefB PRK10669 Na_H_Exchanger RosB Kch TrkA_N TrkA trkA "	transport.potassium	34_15

CUST_57044_PI403524517	2	0.011669159	-0.5346861	-0.08236694	0.38550854	0.3499384	-0.011668205	35_16261	"Cluster: Pollen-specific protein SF3, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Pollen-specific protein SF3,"	UniRef90_Q2QQ10	CHR1V7|COORD:3346679..3347765| transcription factor LIM, putative	AT1G10200.1	CHR12V5|COORD:19651498..19653558|protein pollen-specific protein SF3, putative, expressed	LOC_Os12g32620.1	 no descriptionmoderately similar to ( 313)AT1G10200| Symbols:  | transcription factor LIM, putative | chr1:3346679-3347765 REVERSEmoderately similar to ( 281)SF3_HELANPollen-specific protein SF3 - Helianthus annuus (Common sunflower)not assigned not assigned not assigned not assigned LIM LIM 	development.unspecified	33_99

CUST_136377_PI403524517	2	-0.026620865	-0.055324554	0.026620865	-0.11236191	0.16471863	0.046470642	35_38242	"Cluster: Peroxisomal membrane protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Peroxisomal membrane protein-like - Oryza sativa (japonica cultivar"	UniRef90_Q6KA75	"CHR4V7|COORD:8237133..8240320| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G22795.1); similar to CG14692-PA [Drosophila melanogaster] (GB:NP_6500"	AT4G14310.2	CHR02V5|COORD:34612854..34608701|protein expressed protein	LOC_Os02g56520.1	"no descriptionmoderately similar to ( 265)AT4G14310| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G22795.1); similar to CG14692-PA [Drosophila melanogaster] (GB:NP_650019.2); similar to Os02g0809900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001048466.1); contains InterPro domain WD40-like; (InterPro:IPR011046) | chr4:8237133-8240320 REVERSE"	not assigned.no ontology	35_1

CUST_7825_PI404877155	2	-0.014596939	0.041252136	-0.08361626	-0.074035645	0.014595985	0.11876202	Contig23072_at	RNA helicase, putative [Arabidopsis thaliana] gb|AAK96883.1| ATP-dependent RNA helicase, putative [Arabidopsis thaliana]	NP_564296.1	RNA helicase, putative	At1g27900.1	protein Similar to RNA helicase, putative, 5 partial	Os11g20560	"RNA helicase, putative, similar to SP:Q14562 ATP-dependent helicase DDX8 (RNA helicase HRH1) (DEAH-box protein 8) {Homo sapiens}; contains Pfam profiles PF04408: Helicase associated domain (HA2), PF00271: Helicase conserved C-terminal domain"	RNA.processing.RNA helicase	27_1_2

CUST_9187_PI404877155	2	-0.040449142	-0.45088196	0.040449142	0.31296635	0.29863167	-0.34095478	Contig2993_at	putative glycine decarboxylase subunit [Triticum aestivum]	AAM92707.1	glycine cleavage system H protein, mitochondrial, putative	At1g32470.1	protein putative glycine decarboxylase subunit	Os10g37180	putative glycine decarboxylase subunit	PS.photorespiration.glycine cleavage	1_02_04

CUST_178125_PI403524517	2	-0.055336952	0.38207817	0.20773602	0.036486626	-0.036485672	-0.07765484	35_49540	Rep: Putative ubiquitin-activating enzyme - Zea mays (Maize)	UniRef90_Q6PNA1	"CHR1V7|COORD:1498356..1501774| AXR1 (AUXIN RESISTANT 1); small protein activating enzyme"	AT1G05180.1	CHR03V5|COORD:34351774..34358097|protein NEDD8-activating enzyme E1 regulatory subunit, putative, expressed	LOC_Os03g60550.2	"no descriptionvery weakly similar to (83.2)AT1G05180| Symbols: AXR1 | AXR1 (AUXIN RESISTANT 1); small protein activating enzyme | chr1:1498523-1501468 REVERSEnot assigned APPBP1_RUB E1-1_like"	protein.degradation.ubiquitin.E1	29_5_11_2

CUST_33278_PI399408534	2	0.03183937	0.3205366	-0.031838417	-0.07404423	0.059051514	-0.079016685	35_22096	"Cluster: Tesmin/TSO1-like CXC domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Tesmin/TSO1-like CXC domain containing prot"	UniRef90_Q2QMG8	CHR4V7|COORD:8481517..8484820| tesmin/TSO1-like CXC domain-containing protein	AT4G14770.1	CHR12V5|COORD:25523784..25519937|protein tesmin/TSO1-like CXC domain containing protein, expressed	LOC_Os12g41210.1	no descriptionvery weakly similar to (84.0)AT4G14770| Symbols:  | tesmin/TSO1-like CXC domain-containing protein | chr4:8481517-8484820 REVERSEnot assigned CXC	RNA.regulation of transcription.CPP(Zn),CPP1-related transcription factor family	27_3_17

CUST_138284_PI403524517	2	-0.124604225	0.4680462	-0.53221846	-0.5049505	0.12460375	0.34482288	35_38785	"Cluster: Putative Pti1-like kinase; n=3; Poaceae|Rep: Putative Pti1-like kinase - Zea mays (Maize)"	UniRef90_Q00GA6	CHR3V7|COORD:23040251..23041839| serine/threonine protein kinase, putative	AT3G62220.1	CHR05V5|COORD:2074035..2078452|protein pto kinase interactor 1, putative, expressed	LOC_Os05g04520.2	 no descriptionweakly similar to ( 147)AT3G62220| Symbols:  | serine/threonine protein kinase, putative | chr3:23040251-23041839 REVERSEvery weakly similar to (67.0)NORK_PEANodulation receptor kinase precursor - Pisum sativum (Garden pea)not assigned 	protein.postranslational modification.kinase.receptor like cytoplasmatic kinase VII	29_4_1_57

CUST_6792_PI404877155	2	0.08549881	-0.44193745	-0.0639801	0.12291908	0.056479454	-0.0564785	Contig2006_s_at	heat shock protein 17.9 - pearl millet emb|CAA63903.1| heat shock protein 17.9 [Pennisetum glaucum]	S72544	17.6 kDa class I small heat shock protein (HSP17.6C-CI) (AA 1-156)	At1g53540.1	protein Hsp20/alpha crystallin family, putative	Os03g15960	class I low-molecular-weight heat shock protein 17.9	stress.abiotic.heat	20_2_1

CUST_60777_PI403524517	2	0.024281502	0.25074196	-0.019420624	-0.09265518	-0.029504776	0.019420624	35_17334	"Cluster: Putative WD40-repeat protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative WD40-repeat protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q9AWU6	CHR3V7|COORD:6183886..6186794| transducin family protein / WD-40 repeat family protein	AT3G18060.1	CHR01V5|COORD:1410641..1415845|protein stress protein, putative, expressed	LOC_Os01g03510.1	no descriptionhighly similar to ( 853)AT3G18060| Symbols:  | transducin family protein / WD-40 repeat family protein | chr3:6183886-6186794 FORWARDvery weakly similar to (55.5)GBB1_TOBACGuanine nucleotide-binding protein subunit beta-1 - Nicotiana tabacum (Common tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned WD40 COG2319 PRK07764 PRK12323 TT_ORF1 Atrophin-1 PRK07003 PRK00708 PRK10856	development.unspecified	33_99

CUST_55772_PI403524517	2	0.04705429	-1.2151637	-1.1117454	0.56118584	-0.047053337	0.18618488	35_15874	"Cluster: Putative thioredoxin F; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative thioredoxin F - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8S091	"CHR3V7|COORD:588577..589598| ATF1/TRXF1 (THIOREDOXIN F-TYPE 1); thiol-disulfide exchange intermediate"	AT3G02730.1	CHR01V5|COORD:40121088..40122658|protein thioredoxin F-type, chloroplast precursor, putative, expressed	LOC_Os01g68480.1	" no descriptionweakly similar to ( 180)AT3G02730| Symbols: TRXF1, ATF1 | ATF1/TRXF1 (THIOREDOXIN F-TYPE 1); thiol-disulfide exchange intermediate | chr3:588577-589598 REVERSEweakly similar to ( 176)TRXF_BRANAThioredoxin F-type, chloroplast precursor - Brassica napus (Rape)not assigned not assigned not assigned not assigned not assigned not assigned Thioredoxin TRX_family PDI_a_family TRX_PICOT TrxA PDI_a_ERp38 PRK10996 trxA TRX_CDSP32 PDI_a_ERp46 PDI_a_PDIR TRX_NDPK TRX_NTR PDI_a_MPD1_like PDI_a_PDI_a'_C TRX_superfamily ybbN PDI_a_ERdj5_C "	redox.thioredoxin	21_1

CUST_51402_PI403524517	2	-0.044919014	1.0553403	0.044919014	-0.10895157	-0.8722944	0.14520979	35_14652	"Cluster: Auxin-repressed protein-like protein ARP1, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Auxin-repressed protein-like"	UniRef90_Q2QZU5	CHR1V7|COORD:9934239..9935203| DRM1 (DORMANCY-ASSOCIATED PROTEIN 1)	AT1G28330.1	CHR11V5|COORD:26611199..26609579|protein auxin-repressed 12.5 kDa protein, putative, expressed	LOC_Os11g44810.1	no descriptionvery weakly similar to (84.0)AT2G33830| Symbols:  | dormancy/auxin associated family protein | chr2:14316844-14317362 REVERSEvery weakly similar to (79.3)12KD_FRAANAuxin-repressed 12.5 kDa protein - Fragaria ananassa (Strawberry)not assigned Auxin_repressed	development.unspecified	33_99

CUST_16429_PI404877155	2	-0.60422134	-0.5500126	0.27016926	0.22572803	0.54326725	-0.22572899	HA11J15u_s_at	EST AU055776(S20048) corresponds to a region of the predicted gene.~Similar to Arabidopsis thaliana AP2 domain containing protein RAP2.10 mR	NP_910537.1	AP2 domain-containing transcription factor, putative	At2g23340.1	protein AP2 domain, putative	Os06g07030	AP2 domain containing protein RAP2.10	RNA.regulation of transcription.AP2/EREBP, APETALA2/Ethylene-responsive element binding protein family	27_3_03

CUST_18769_PI403524517	2	-0.005285263	0.0254879	-0.017458916	0.005285263	-0.013064384	0.05822754	35_5434	Rep: H0322F07.5 protein - Oryza sativa (Rice)	UniRef90_Q259A4	"CHR3V7|COORD:7701315..7703225| PEX22 (PEROXIN 22); protein binding"	AT3G21865.1	CHR04V5|COORD:34119412..34122849|protein expressed protein	LOC_Os04g57680.1	"no descriptionweakly similar to ( 154)AT3G21865| Symbols: PEX22 | PEX22 (PEROXIN 22); protein binding | chr3:7701315-7703225 REVERSE"	not assigned.unknown	35_2

CUST_11189_PI403524517	2	-0.34271622	-0.18252659	0.14146233	0.2674942	-0.02928257	0.029283524	35_3171	"Cluster: P0028E10.16 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: P0028E10.16 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q9AS76	CHR2V7|COORD:13005406..13007149| kinase interacting family protein	AT2G30500.1	CHR01V5|COORD:3481381..3476140|protein CENP-E like kinetochore protein, putative, expressed	LOC_Os01g07370.2	no descriptionvery weakly similar to (79.7)AT5G58320| Symbols:  | kinase interacting protein-related | chr5:23595320-23596757 FORWARDvery weakly similar to (50.4)MFP1_TOBACMAR-binding filament-like protein 1-1 - Nicotiana tabacum (Common tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Smc PRK03918 SbcC Myosin_tail_1 PRK02224 EzrA PRK04778 MAD EzrA COG1340 Filament SCP-1 PRK01156 HOOK DUF869 HEC1 COG1579 CALCOCO1 mukB TPR_MLP1_2 DUF827 COG4372 PRK11281 ERM PspA HCR COG4942 PRK05771 GumC COG4717 RecN	not assigned.unknown	35_2

CUST_34407_PI403524517	2	0.09031725	-0.14473677	0.10226774	0.094376564	-0.09031677	-0.13487339	35_9920	"Cluster: Salt-inducible protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Salt-inducible protein, putative, expressed - Oryza sativ"	UniRef90_Q10QC8	0	0	CHR03V5|COORD:5284057..5286727|protein pentatricopeptide repeat-containing protein, putative, expressed	LOC_Os03g10420.1	no description	not assigned.unknown	35_2

CUST_22182_PI403524517	2	0.023404121	-0.7753897	-0.12144089	0.023940086	-0.014613152	0.014612198	35_6446	"Cluster: Os01g0579800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0579800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JLR3	"CHR1V7|COORD:20582143..20583470| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G19530.1); similar to Os01g0579800 [Oryza sativa (japonica"	AT1G55160.1	CHR01V5|COORD:22762869..22765239|protein expressed protein	LOC_Os01g39780.1	"no descriptionvery weakly similar to (68.9)AT2G19530| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G55160.1); similar to Os01g0579800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001043401.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD44963.1) | chr2:8467301-8468568 FORWARD"	not assigned.unknown	35_2

CUST_65903_PI403524517	2	0.3185339	-0.02275753	-0.3236723	0.2769184	0.015339851	-0.015339851	35_18824	"Cluster: Hypothetical protein OSJNBb0042N11.12; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0042N11.12 - Oryza sativa (japonica"	UniRef90_Q851H6	"CHR4V7|COORD:7856983..7857870| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G05310.1); similar to Os03g0595300 [Oryza sativa (japonica"	AT4G13500.1	CHR03V5|COORD:22106239..22104950|protein expressed protein	LOC_Os03g39830.1	"no descriptionvery weakly similar to (85.9)AT4G13500| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G05310.1); similar to Os03g0595300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001050596.1); similar to hypothetical protein MA4_112I10.24 [Musa acuminata] (GB:ABF70151.1) | chr4:7856983-7857870 REVERSE"	not assigned.unknown	35_2

CUST_35511_PI403524517	2	0.044711113	-0.1402502	-0.13250732	0.028999329	-0.003689766	0.0036888123	35_10240	"Cluster: Hypothetical protein OJ1077_E05.16; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1077_E05.16 - Oryza sativa (japonica cultiv"	UniRef90_Q6EUQ4	"CHR2V7|COORD:8367431..8368989| similar to unnamed protein product [Ostreococcus tauri] (GB:CAL51685.1); similar to Os02g0175900 [Oryza sativa (japonica"	AT2G19270.1	CHR02V5|COORD:4147059..4144325|protein expressed protein	LOC_Os02g07920.1	"no descriptionweakly similar to ( 125)AT2G19270| Symbols:  | similar to unnamed protein product [Ostreococcus tauri] (GB:CAL51685.1); similar to Os02g0175900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001046059.1) | chr2:8367431-8368989 REVERSEnot assigned"	not assigned.unknown	35_2

CUST_76148_PI403524517	2	-0.04668331	0.046682358	-0.06201744	-0.1675129	0.099731445	0.09347248	35_21829	Rep: F28L1.23 protein - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q9M8I9	"CHR3V7|COORD:1899129..1907303| similar to SAC3/GANP family protein [Arabidopsis thaliana] (TAIR:AT3G54380.1); similar to Nuclear protein export factor (ISS)"	AT3G06290.1	CHR07V5|COORD:26950751..26961032|protein SAC3/GANP family protein, expressed	LOC_Os07g45160.1	"no descriptionweakly similar to ( 129)AT3G06290| Symbols:  | similar to SAC3/GANP family protein [Arabidopsis thaliana] (TAIR:AT3G54380.1); similar to Nuclear protein export factor (ISS) [Ostreococcus tauri] (GB:CAL50253.1); contains InterPro domain SAC3/GANP; (InterPro:IPR005062) | chr3:1899129-1907303 REVERSE"	not assigned.no ontology	35_1

CUST_75637_PI403524517	2	0.1394968	-0.06310463	-0.11173153	0.011230469	0.019062996	-0.011231422	35_21682	"Cluster: Hypothetical protein OJ1593_C11.12; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1593_C11.12 - Oryza sativa (japonica cultiv"	UniRef90_Q65X90	CHR5V7|COORD:21449228..21450921| F-box family protein	AT5G52880.1	CHR05V5|COORD:26094181..26096575|protein F-box domain containing protein, expressed	LOC_Os05g45040.1	no descriptionvery weakly similar to (74.7)AT5G52880| Symbols:  | F-box family protein | chr5:21449228-21450921 REVERSE	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_74218_PI403524517	2	-0.021273613	0.21815681	0.023256302	-0.020665169	-0.049286842	0.020665169	35_21284	"Cluster: Hypothetical protein B1147A04.4-2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1147A04.4-2 - Oryza sativa (japonica cultivar"	UniRef90_Q5JKX9	CHR5|COORD:18087918..18090356| expressed protein, contains Pfam PF05329: Protein of unknown function (DUF731)	AT5G44785.1	CHR01V5|COORD:42128836..42108159|protein mitochondrial SBP40, putative, expressed	LOC_Os01g72049.2	" no descriptionweakly similar to ( 167)AT4G20010| Symbols: PTAC9, OSB2 | PTAC9 (PLASTID TRANSCRIPTIONALLY ACTIVE9); single-stranded DNA binding | chr4:10842138-10843999 FORWARD"	not assigned.unknown	35_2

CUST_56319_PI403524517	2	0.14562225	0.02537632	-0.04965973	0.013837814	-0.013837814	-0.035302162	35_16033	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_65932_PI403524517	2	0.055485725	0.38150883	-0.055485725	-0.09125328	-0.080571175	0.07461071	35_18833	"Cluster: Hypothetical protein OSJNBa0087O09.6; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0087O09.6 - Oryza sativa (japonica cu"	UniRef90_Q84JQ9	0	0	CHR03V5|COORD:32741924..32739526|protein expressed protein	LOC_Os03g57530.1	no description	not assigned.unknown	35_2

CUST_91908_PI403524517	2	-0.9576831	0.017433167	0.27003574	0.34883213	-0.017432213	-1.0956297	35_26278	"Cluster: NAC domain transcription factor; n=3; Triticum aestivum|Rep: NAC domain transcription factor - Triticum aestivum (Wheat)"	UniRef90_Q4U0D4	0	0	0	0	no description	not assigned.unknown	35_2

CUST_36799_PI403524517	2	-0.22202301	1.1712341	-0.008892059	-0.07747555	0.008892536	0.24316263	35_10605	"Cluster: Hypothetical protein OJ1116_H09.25; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1116_H09.25 - Oryza sativa (japonica cultiv"	UniRef90_Q5N8K6	"CHR1V7|COORD:5675918..5678679| SR45 (arginine/serine-rich 45); RNA binding"	AT1G16610.2	CHR01V5|COORD:29193354..29191368|protein hypothetical protein	LOC_Os01g50240.1	no descriptionnot assigned PRK12323 PRK09169	not assigned.unknown	35_2

CUST_13703_PI403524517	2	-0.032853127	1.0206442	0.032853127	-0.10181236	-0.0921669	0.08950329	35_3932	"Cluster: Hypothetical protein P0686C03.145; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0686C03.145 - Oryza sativa (japonica cultivar"	UniRef90_Q84JT9	"CHR5V7|COORD:8558360..8559175| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G31510.1); similar to putative KID-containing protein [Brassica"	AT5G24890.1	CHR08V5|COORD:25510767..25512530|protein KID-containing protein, putative, expressed	LOC_Os08g40510.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07764 Extensin_2 PRK12323 Atrophin-1 Tymo_45kd_70kd PRK07003 Drf_FH1 DUF1421 PRK05648 DUF566 TT_ORF1 TonB Totivirus_coat MCPVI IER	not assigned.unknown	35_2

CUST_135836_PI403524517	2	0.063896656	0.18310213	0.026059628	-0.026059628	-0.20511246	-0.18237448	35_38097	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_119482_PI403524517	2	-0.0897212	-0.5092068	-0.08697319	0.21262121	0.08697319	0.3636818	35_33806	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_7022_PI404877155	2	-3.7288666E-4	3.7288666E-4	-0.110972404	0.059241295	-0.015018463	0.08002758	Contig20542_at	Hypothetical protein [Oryza sativa (japonica cultivar-group)]	AAO00689.1	F-box family protein	At1g23780.1	protein Helix-loop-helix DNA-binding domain, putative	Os03g12940	"F-box family protein, contains Pfam PF00646: F-box domain; similar to SP:Q9Y3I1 F-box only protein 7 {Homo sapiens}; similar to SKP1 interacting partner 2 (SKIP2) TIGR_Ath1:At5g67250"	RNA.regulation of transcription.bHLH,Basic Helix-Loop-Helix family	27_3_06

CUST_16237_PI404877155	2	0.004855156	-0.6109247	-0.026107788	0.03182316	0.11377907	-0.0048561096	EBpi01_SQ003_J17_at	0	0	60S ribosomal protein L41 (RPL41D)	At3g08520.1	0	0	NONE	transport.metabolite transporters at the mitochondrial membrane	34_9

CUST_17889_PI404877155	2	-0.3779831	0.58218765	-0.14205551	0.43869686	-0.41020966	0.14205551	HVSMEa0006D18r2_s_at	universal stress protein USP1-like protein [Oryza sativa (japonica cultivar-group)]	BAC16006.1	universal stress protein (USP) family protein	At2g47710.1	protein universal stress protein family	Os07g47620	putative universal stress protein USP1	stress.abiotic.unspecified	20_2_99

CUST_31940_PI403524517	2	0.1283884	-0.75401783	-0.3676834	0.52643967	0.2828369	-0.1283884	35_9212	"Cluster: Putative cytosolic aldehyde dehydrogenase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative cytosolic aldehyde dehydrogenase - Oryza sativa (j"	UniRef90_Q69XE0	"CHR3V7|COORD:8919739..8923036| ALDH2C4 (REDUCED EPIDERMAL FLUORESCENCE1); 3-chloroallyl aldehyde dehydrogenase/ aldehyde dehydrogenase (NAD)"	AT3G24503.1	CHR06V5|COORD:23288527..23291318|protein retinal dehydrogenase 1, putative, expressed	LOC_Os06g39230.1	" no descriptionweakly similar to ( 164)AT3G24503| Symbols: ALDH1A, REF1, ALDH2C4 | ALDH2C4 (REDUCED EPIDERMAL FLUORESCENCE1); 3-chloroallyl aldehyde dehydrogenase/ aldehyde dehydrogenase (NAD) | chr3:8919739-8923036 REVERSEweakly similar to ( 119)BADH_SPIOLBetaine aldehyde dehydrogenase, chloroplast precursor - Spinacia oleracea (Spinach)not assigned not assigned not assigned not assigned not assigned not assigned not assigned Aldedh PutA PRK09847 gabD2 PRK10090 PRK03137 gabD1 gabD astD COG4230 PRK11905 PRK11904 "	fermentation.aldehyde dehydrogenase	5_10

CUST_5055_PI404877155	2	0.08141041	-0.25540733	-0.07074547	0.052598953	0.109996796	-0.052599907	Contig16471_at	3-oxoacyl-[acyl-carrier-protein] synthase (EC 2.3.1.41) precursor [similarity] - barley	S47076	3-ketoacyl-ACP synthase, putative	At1g74960.2	protein Beta-ketoacyl synthase, N-terminal domain, putative	Os07g42420	"KAS2;BETA-KETOACYL-ACP SYNTHETASE 2;FATTY ACID BIOSYNTHESIS 1;3-ketoacyl-ACP synthase, putative, similar to 3-ketoacyl-ACP synthase (Cuphea pulcherrima) gi:3800747:gb:AAC68860; identical to cDNA beta-ketoacyl-ACP synthetase 2 nuclear gene for plastid prod"	lipid metabolism.FA synthesis and FA elongation.ketoacyl ACP synthase	11_1_03

CUST_74269_PI403524517	2	0.023314476	0.60629845	-0.048947334	-0.07603264	-0.02331543	0.027547836	35_21299	"Cluster: Nuclear inhibitor of PP1-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Nuclear inhibitor of PP1-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8H4Y5	CHR5V7|COORD:19368622..19369805| forkhead-associated domain-containing protein / FHA domain-containing protein	AT5G47790.1	CHR08V5|COORD:14195291..14188413|protein FHA domain containing protein, expressed	LOC_Os08g23680.3	no descriptionweakly similar to ( 139)AT5G47790| Symbols:  | forkhead-associated domain-containing protein / FHA domain-containing protein | chr5:19368622-19369805 FORWARDnot assigned	not assigned.no ontology	35_1

CUST_20006_PI403524517	2	0.04200363	-0.44536304	-0.04200363	0.1230135	0.05245018	-0.09942913	35_5798	"Cluster: Putative peroxidase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative peroxidase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8W5H7	CHR3V7|COORD:18535298..18536595| peroxidase, putative	AT3G49960.1	CHR03V5|COORD:31469718..31472467|protein peroxidase 35 precursor, putative, expressed	LOC_Os03g55420.1	 no descriptionweakly similar to ( 114)AT3G49960| Symbols:  | peroxidase, putative | chr3:18535298-18536595 REVERSEvery weakly similar to (65.1)PER1_WHEATPeroxidase precursor - Triticum aestivum (Wheat)secretory_peroxidase plant_peroxidase peroxidase 	misc.peroxidases	26_12

CUST_212_PI399408534	2	-0.039211273	0.3267069	0.044737816	-0.09161091	0.039211273	-0.09509373	35_11732	"Cluster: Putative SNF2 domain-containing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative SNF2 domain-containing protein - Oryza sativa (japon"	UniRef90_Q6Z9U5	CHR1V7|COORD:18676496..18681033| SNF2 domain-containing protein / helicase domain-containing protein / RING finger domain-containing protein	AT1G50410.1	CHR08V5|COORD:4694318..4702066|protein ATP binding protein, putative, expressed	LOC_Os08g08220.2	no descriptionmoderately similar to ( 285)AT1G50410| Symbols:  | SNF2 domain-containing protein / helicase domain-containing protein / RING finger domain-containing protein | chr1:18676496-18681033 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned SNF2_N HepA RING	RNA.regulation of transcription.Chromatin Remodeling Factors	27_3_44

CUST_43254_PI403524517	2	0.029906273	0.27499294	0.10091686	-0.08903694	-0.13693619	-0.029907227	35_12422	"Cluster: OSJNBa0018M05.18 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0018M05.18 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XQ90	CHR5V7|COORD:7758310..7775512| zinc finger (C3HC4-type RING finger) family protein	AT5G23110.1	CHR02V5|COORD:34338160..34330503|protein AP-1 complex subunit gamma-1, putative, expressed	LOC_Os02g56110.2	no descriptionweakly similar to ( 135)AT5G23110| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr5:7758310-7775512 FORWARDnot assigned	cell. vesicle transport	31_4

CUST_14421_PI403524517	2	-0.2142191	0.4600401	0.14588213	0.07384634	-0.4852667	-0.07384634	35_4145	"Cluster: Acyl-CoA thioester hydrolase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Acyl-CoA thioester hydrolase-like - Oryza sativa (japonica cultivar"	UniRef90_Q69MT1	CHR5V7|COORD:19615892..19617738| thioesterase family protein	AT5G48370.1	CHR09V5|COORD:20185826..20182788|protein acyl-coenzyme A thioesterase 9, mitochondrial precursor., putative, expressed	LOC_Os09g34190.1	no descriptionmoderately similar to ( 479)AT5G48370| Symbols:  | thioesterase family protein | chr5:19615892-19617738 REVERSEnot assigned BFIT_BACH COG1607	not assigned.no ontology	35_1

CUST_30805_PI403524517	2	0.08420181	0.0012845993	-0.0012836456	-0.062028885	-0.034838676	0.104044914	35_8891	"Cluster: Myotubularin related protein, putative; n=3; Arabidopsis thaliana|Rep: Myotubularin related protein, putative - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9LPP2	CHR3V7|COORD:3293215..3296874| inositol or phosphatidylinositol phosphatase/ phosphoric monoester hydrolase	AT3G10550.1	CHR08V5|COORD:27735474..27726153|protein phosphoprotein phosphatase, putative, expressed	LOC_Os08g44260.1	no descriptionvery weakly similar to (99.4)AT3G10550| Symbols:  | inositol or phosphatidylinositol phosphatase/ phosphoric monoester hydrolase | chr3:3293215-3296874 REVERSEnot assigned	protein.postranslational modification	29_4

CUST_99579_PI403524517	2	0.1789732	0.2471056	-0.11534214	-0.22063923	-0.6208086	0.11534214	35_28424	"Cluster: OSJNBa0088K19.9 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0088K19.9 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XQB5		0	CHR04V5|COORD:21378606..21371847|protein PHD-finger family protein, expressed	LOC_Os04g35430.1	no description	not assigned.unknown	35_2

CUST_32721_PI403524517	2	0.17873192	-0.21872234	-0.16527653	-0.036927223	0.09147835	0.036928177	35_9433	"Cluster: Os03g0140500 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os03g0140500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DVA3	CHR1V7|COORD:1231851..1233786| 33 kDa secretory protein-related	AT1G04520.1	CHR03V5|COORD:2207859..2204611|protein expressed protein	LOC_Os03g04690.2	no descriptionvery weakly similar to (82.4)AT1G04520| Symbols:  | 33 kDa secretory protein-related | chr1:1231851-1233786 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF26 PRK07764 PRK12323 TT_ORF1 Tymo_45kd_70kd	not assigned.unknown	35_2

CUST_57501_PI403524517	2	0.009965897	-0.097019196	0.020088196	-0.009964943	0.041503906	-0.06656933	35_16396	Rep: ABCF-type protein - Zea mays (Maize)	UniRef90_Q6GYA9	CHR5V7|COORD:25934182..25936919| ATGCN5 (Arabidopsis thaliana general control non-repressible 5)	AT5G64840.1	CHR11V5|COORD:22728789..22732754|protein expressed protein	LOC_Os11g39020.1	no descriptionhighly similar to ( 780)AT5G64840| Symbols: ATGCN5 | ATGCN5 (Arabidopsis thaliana general control non-repressible 5) | chr5:25934182-25936919 REVERSEvery weakly similar to (77.8)CYSA_CUCSASulfate/thiosulfate import ATP-binding protein cysA - Cucumis sativus (Cucumber)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Uup PRK11147 PRK11819 PRK10636 COG1123 ABCF_EF-3 ABC_tran MglA CcmA ABC_cobalt_CbiO_domain1 ZnuC FepC ABC_Iron-Siderophores_B12_Hemin SalX COG4172 ABC_Metallic_Cations ABC_DR_subfamily_A ABC_BcrA_bacitracin_resist COG1245 CbiO ABC_Mj1267_LivG_branched ABC_NikE_OppD_transporters COG3845 SunT ABC_ATPase GlnQ ABC_Carb_Solutes_like ABC_cobalt_CbiO_domain2 MalK ABC_Org_Solvent_Resistant ABCC_MRP_Like TauB Ttg2A DppF ABC_ModC_like ABC_MJ0796_Lo1CDE_FtsE CydC NatA CysA CydD ABC_drug_resistance_like ABC_PstB_phosphate_transporter ABC_YhbG PotA AbcC ABC_subfamily_A LivG ABC_NrtD_SsuB_transporters ABC_HisP_GlnQ_permeases ABC_DrrA ABCC_cytochrome_bd ModF ABC_Class3 ABC_MetN_methionine_transporter ABC_MalK_N YhbG FtsE potA ABCC_bacteriocin_exporters AppF ABC_KpsT_Wzt COG4619 ABC_NatA_sodium_exporter ABC_CysA_sulfate_importer TagH ABC_PhnC_transporter ABC_PotA_N COG4586 ABC_TM1139_LivF_branched PRK10762 ABC_putative_ATPase ABCC_Protease_Secretion LivF COG3638 PRK11160 COG4674 ABC_NatA_like MdlB ssuB ThiQ sufC PRK10419 ABC_RNaseL_inhibitor_domain2 PRK09700 PstB CcmA fecE DppD ABCC_Glucan_exporter_like CeuD PRK10261 ABC_FtsE_transporter ABC_Carb_Monos_I OpuBA PRK03695 znuC fbpC COG4152 COG4559 ABC_MTABC3_MDL1_MDL2 COG4178 PRK10895 ABC_FeS_Assembly livG ABCC_ATM1_transporter ABC_ModC_molybdenum_transporter PRK11264 ABCC_MsbA COG4181 ABC_CcmA_heme_exporter PRK10851 ABC_ThiQ_thiamine_transporter PRK10982 potG araG ArpD BtuD thiQ PRK10247 metN ABC_OpuCA_Osmoprotection PhnL COG4136 ABCG_EPDR PRK11000 PhnK btuD ArtP ABC_Carb_Monos_II ModC artP ABC_Pro_Gly_Bertaine HisP ABCD_peroxisomal_ALDP PRK10938 glnQ TauB ugpC PRK10744 dppF PRK10908 PRK10253 lolD ABCC_Hemolysin PRK10575 ABCG_White modC PRK11174 ABCC_MRP_domain1 ABCC_TAP ABCC_MRP_domain2 ycf16 phnK PRK11831 PRK10535 tauB PhnK ProV ATM1 PRK10790 PRK10584 PRK11176 livF PRK10619 PRK10418 sufC ABC_RNaseL_inhibitor_domain1 PRK10522 ABCC_CFTR1 PvdE SapF oppD ABC_PDR_domain1 COG2401 SbcC ABC_Rad50 ABC_RNaseL_inhibitor PRK07764 ABC_UvrA ABCC_NFT1 PRK10789 PRK10070 PRK07003 PRK09984 AAA PRK12323 ABCC_SUR1_N dppD	transport.ABC transporters and multidrug resistance systems	34_16

CUST_25056_PI403524517	2	-0.12836838	-0.19574833	0.067305565	-0.010932922	0.010932922	0.0997982	35_7270	Rep: T27G7.21 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q9SJE0	"CHR1V7|COORD:2701255..2702955| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G09995.3); similar to conserved hypothetical protein [Medicago"	AT1G08530.1	CHR12V5|COORD:13809408..13812794|protein expressed protein	LOC_Os12g24240.1	"no descriptionweakly similar to ( 129)AT1G08530| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G09995.3); similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE89404.1) | chr1:2701255-2702955 FORWARD"	not assigned.unknown	35_2

CUST_14562_PI403524517	2	-0.5539923	-0.5233631	-0.671463	1.168582	0.93886185	0.5233631	35_4191	"Cluster: Hypothetical protein P0470D12.115; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0470D12.115 - Oryza sativa (japonica cultivar"	UniRef90_Q8H475	CHR5V7|COORD:8541825..8542157| FPF1 (FLOWERING PROMOTING FACTOR 1)	AT5G24860.1	CHR07V5|COORD:28366202..28366653|protein flowering promoting factor-like 1, putative, expressed	LOC_Os07g47450.1	 no descriptionvery weakly similar to (92.8)AT5G24860| Symbols: FPF, FPF1 | FPF1 (FLOWERING PROMOTING FACTOR 1) | chr5:8541825-8542157 FORWARDPRK12323 PRK07764 	not assigned.unknown	35_2

CUST_66322_PI403524517	2	-0.30044794	-0.24089193	0.42088223	-0.048736572	0.048736572	0.0564003	35_18939	"Cluster: Glutathione peroxidase-like protein GPX15Hv; n=1; Hordeum vulgare|Rep: Glutathione peroxidase-like protein GPX15Hv - Hordeum vulgare (Barley)"	UniRef90_Q9SME5	"CHR4V7|COORD:7010015..7011324| ATGPX6 (GLUTATHIONE PEROXIDASE 6); glutathione peroxidase"	AT4G11600.1	CHR04V5|COORD:27619599..27621683|protein phospholipid hydroperoxide glutathione peroxidase, putative, expressed	LOC_Os04g46960.2	" no descriptionmoderately similar to ( 245)AT4G11600| Symbols: PHGPX, LSC803, ATGPX6 | ATGPX6 (GLUTATHIONE PEROXIDASE 6); glutathione peroxidase | chr4:7010015-7011324 REVERSEmoderately similar to ( 258)GPX4_SPIOLProbable phospholipid hydroperoxide glutathione peroxidase - Spinacia oleracea (Spinach)not assigned GSH_Peroxidase BtuE GSHPx PRK10606 AhpC-TSA PRK03147 "	redox.ascorbate and glutathione.glutathione	21_2_2

CUST_67997_PI403524517	2	0.0057382584	-0.18634892	0.039134026	-0.0057382584	-0.17435074	0.14898777	35_19426	"Cluster: Hypothetical protein P0672D08.5; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0672D08.5 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q655L7	CHR1V7|COORD:9078127..9079563| proline-rich extensin-like family protein	AT1G26240.1	CHR01V5|COORD:19643..23759|protein R3H domain containing protein, expressed	LOC_Os01g01050.2	no description	not assigned.unknown	35_2

CUST_12283_PI404877155	2	0.0506382	-0.8742924	-0.14405918	0.08935833	-0.0013589859	0.0013589859	Contig6011_at	putative fiber protein Fb14 [Oryza sativa (japonica cultivar-group)] dbj|BAD09075.1| putative fiber protein Fb14 [Oryza sativa (japonica	XP_483740.1	NADH-ubiquinone oxidoreductase-related	At2g47690.1	protein expressed protein	Os08g44250	fiber protein Fb14	mitochondrial electron transport / ATP synthesis.NADH-DH.localisation not clear	9_1_2

CUST_40696_PI403524517	2	-0.015577316	0.08971691	0.11573982	0.015576839	-0.8952961	-0.28264284	35_11703	"Cluster: Zinc finger, C3HC4 type family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Zinc finger, C3HC4 type family protein, expressed -"	UniRef90_Q2R0W9	0	0	CHR11V5|COORD:24146693..24150443|protein protein binding protein, putative, expressed	LOC_Os11g41140.2	no description	not assigned.unknown	35_2

CUST_14231_PI404877155	2	0.006416321	-0.28274822	-0.0341568	0.004509926	-0.004508972	0.016776085	Contig807_at	RUBISCO SUBUNIT BINDING-PROTEIN BETA SUBUNIT (60 KD CHAPERONIN BETA SUBUNIT) (CPN-60 BETA)	Q43831	chaperonin, putative	At3g13470.1	protein TCP-1/cpn60 chaperonin family	Os06g02380	gi|7248401|dbj|BAA92724.1| ESTs C99033(E4350),C99032(E4350),D46006(S10372), D47177(S12347),C28582(C61678),C27203(C51329) correspond to a region of the predicted gene	PS.calvin cyle.rubisco interacting	1_03_13

CUST_76909_PI403524517	2	-0.012303352	0.15650749	-0.22008896	0.012303352	-0.09707546	0.083444595	35_22047	"Cluster: Hypothetical protein P0529H11.3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0529H11.3 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q5N7A7	CHR3V7|COORD:20017076..20018998| phosphatidic acid phosphatase-related / PAP2-related	AT3G54020.1	CHR01V5|COORD:36866996..36872045|protein expressed protein	LOC_Os01g63060.1	no descriptionvery weakly similar to (59.7)AT3G54020| Symbols:  | phosphatidic acid phosphatase-related / PAP2-related | chr3:20017076-20018998 FORWARD	misc.acid and other phosphatases	26_13

CUST_65547_PI403524517	2	-0.028497696	-0.2973175	-0.0069274902	0.035050392	0.0069265366	0.09728432	35_18717	"Cluster: Putative GTPase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative GTPase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5JMX4	CHR2V7|COORD:13220573..13225621| GTP binding / translation elongation factor	AT2G31060.2	CHR01V5|COORD:31902559..31910453|protein GTP-binding protein typA/bipA, putative, expressed	LOC_Os01g54910.1	 no descriptionhighly similar to ( 897)AT2G31060| Symbols:  | GTP binding / translation elongation factor | chr2:13220573-13225621 REVERSEvery weakly similar to (73.2)EFGC_SOYBNElongation factor G, chloroplast precursor - Glycine max (Soybean)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TypA PRK10218 TypA_BipA LepA PRK05433 GTP_EFTU PRK07560 GTP_translation_factor LepA FusA EF2 TetM_like EF-G Snu114p PRK12740 BipA_TypA_C PRK12739 BipA_TypA_II TEF1 PRK00007 TufB PRK12736 PRK12317 PRK00049 EF-G_bact PRK12735 RF3 tufA PrfC CysN prfC EF1_alpha EFG_C Elongation_Factor_C SelB IF2_eIF5B SelB cysN InfB EngA2 CysN_ATPS PRK05506 EF_Tu infB Era_like GCD11 PRK10512 PRK04000 engA COG1160 MMR_HSR1 Translation_Factor_II_like 	protein.synthesis.elongation	29_2_4

CUST_64331_PI403524517	2	0.11973572	-0.96091604	-0.0842762	0.0099487305	0.13407612	-0.009949684	35_18366	"Cluster: Putative pentatricopeptide (PPR) repeat-containing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative pentatricopeptide (PPR)"	UniRef90_Q6Z4H7	CHR1V7|COORD:21943533..21945449| pentatricopeptide (PPR) repeat-containing protein	AT1G59720.1	CHR07V5|COORD:4934199..4936212|protein pentatricopeptide repeat protein PPR986-12, putative, expressed	LOC_Os07g09370.1	no descriptionmoderately similar to ( 310)AT1G59720| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr1:21943533-21945449 REVERSE	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_16702_PI403524517	2	0.1015892	-0.24771786	-0.05076313	0.009192467	0.009685516	-0.009191513	35_4821	"Cluster: Importin, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Importin, putative, expressed - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2R300	CHR1V7|COORD:4398586..4405493| importin-related	AT1G12930.1	CHR11V5|COORD:19482440..19469714|protein expressed protein	LOC_Os11g34120.1	no descriptionweakly similar to ( 134)AT1G12930| Symbols:  | importin-related | chr1:4398586-4405493 REVERSE	protein.targeting.nucleus	29_3_1

CUST_167482_PI403524517	2	0.04966116	0.026713848	0.17263699	-0.22235203	-0.026713848	-0.13225603	35_46645	"Cluster: Putative CBL-interacting protein kinase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative CBL-interacting protein kinase - Oryza sativa (japon"	UniRef90_Q6Z9F4	"CHR4V7|COORD:15067406..15068731| CIPK6 (CBL-INTERACTING PROTEIN KINASE 6); kinase"	AT4G30960.1	CHR08V5|COORD:21333909..21335775|protein CBL-interacting serine/threonine-protein kinase 15, putative, expressed	LOC_Os08g34240.1	" no descriptionvery weakly similar to (59.7)AT4G30960| Symbols: SIP3, SnRK3.14, CIPK6 | CIPK6 (CBL-INTERACTING PROTEIN KINASE 6); kinase | chr4:15067406-15068731 FORWARDvery weakly similar to (55.1)CIPK1_ORYSA"	protein.postranslational modification	29_4

CUST_38399_PI403524517	2	0.0055236816	0.23353767	-0.005522728	-0.15131569	-0.1406908	0.033528328	35_11050	"Cluster: GTP-binding nuclear protein Ran; n=2; Dictyostelium discoideum|Rep: GTP-binding nuclear protein Ran - Dictyostelium discoideum AX4"	UniRef90_Q554Y4	"CHR5V7|COORD:2221803..2225099| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G62240.1); similar to aspartic acid-rich protein aspolin1 [Theragra"	AT5G07170.1	CHR07V5|COORD:3795610..3799143|protein ROOT HAIRLESS 1, putative, expressed	LOC_Os07g07580.1	no description	not assigned.unknown	35_2

CUST_4882_PI403524517	2	0.081160545	0.5605087	0.0091638565	-0.10553169	-0.04712677	-0.00916481	35_1347	"Cluster: Hypothetical protein P0644B06.33; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0644B06.33 - Oryza sativa (japonica cultivar-g"	UniRef90_Q9LWY5	CHR3V7|COORD:4242246..4243983| Cwf15 / Cwc15 cell cycle control family protein	AT3G13200.1	CHR06V5|COORD:415045..412319|protein pre-mRNA-splicing factor cwc15, putative, expressed	LOC_Os06g01700.1	no descriptionmoderately similar to ( 238)AT3G13200| Symbols:  | Cwf15 / Cwc15 cell cycle control family protein | chr3:4242246-4243983 FORWARDnot assigned Cwf_Cwc_15 MFAP1_C	not assigned.no ontology	35_1

CUST_3226_PI404877155	2	0.06645012	0.3880639	-0.06645012	-0.48322582	-0.31406593	0.26707125	Contig13693_at	TAK19-1 [Triticum aestivum]	AAK20737.1	serine/threonine protein kinase, putative	At1g66920.1	protein TAK14	Os01g02800	NONE	signalling.receptor kinases.thaumatin like	30_2_15

CUST_90957_PI403524517	2	0.40224552	-0.16743469	-0.15263271	-0.0033082962	0.0033073425	0.3212986	35_26014	"Cluster: Non-phototropic hypocotyl 3-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Non-phototropic hypocotyl 3-like - Oryza sativa (japonica cultivar-g"	UniRef90_Q5SMN3	CHR4V7|COORD:15390794..15393633| phototropic-responsive NPH3 family protein	AT4G31820.1	CHR06V5|COORD:4232158..4228185|protein transposon protein, putative, Mutator sub-class, expressed	LOC_Os06g08550.1	no descriptionPRK12323	not assigned.unknown	35_2

CUST_117387_PI403524517	2	0.2694254	0.0058460236	-0.03899479	-0.03633499	-0.00584507	0.007985115	35_33263	Rep: Putative RH2 protein - Zea mays (Maize)	UniRef90_Q2MJJ9	CHR3V7|COORD:6863796..6866248| eukaryotic translation initiation factor 4A, putative / eIF-4A, putative / DEAD box RNA helicase, putative	AT3G19760.1	CHR03V5|COORD:20451542..20447012|protein eukaryotic initiation factor 4A-3, putative, expressed	LOC_Os03g36930.1	 no descriptionvery weakly similar to (75.5)AT3G19760| Symbols:  | eukaryotic translation initiation factor 4A, putative / eIF-4A, putative / DEAD box RNA helicase, putative | chr3:6863796-6866248 FORWARDvery weakly similar to (76.3)IF4A3_NICPLEukaryotic initiation factor 4A-3 - Nicotiana plumbaginifolia (Leadwort-leaved tobacco)not assigned not assigned DEADc 	protein.synthesis.initiation	29_2_3

CUST_37567_PI403524517	2	0.4367113	0.18585491	0.08331585	-0.083316326	-0.6493845	-0.10076332	35_10819	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_39638_PI403524517	2	0.5612273	-0.16651917	0.16651917	0.27664137	-0.25554323	-0.21056223	35_11399	"Cluster: Os01g0277600 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0277600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JNM8	"CHR5V7|COORD:1445510..1449569| ALA1 (AMINOPHOSPHOLIPID ATPASE1); ATPase, coupled to transmembrane movement of ions, phosphorylative mechanism"	AT5G04930.1	CHR01V5|COORD:9741506..9735220|protein phospholipid-transporting ATPase 1, putative, expressed	LOC_Os01g17010.1	" no descriptionvery weakly similar to (62.0)AT5G04930| Symbols: ALA1 | ALA1 (AMINOPHOSPHOLIPID ATPASE1); ATPase, coupled to transmembrane movement of ions, phosphorylative mechanism | chr5:1445510-1449569 FORWARDnot assigned "	not assigned.no ontology	35_1

CUST_75382_PI403524517	2	0.030189514	-0.31081057	-0.07076597	-0.030189514	0.080341816	0.1301589	35_21607	"Cluster: Putative UDP-glucose glucosyltransferase1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative UDP-glucose glucosyltransferase1 - Oryza sativa"	UniRef90_Q6Z684	CHR1V7|COORD:7895057..7897516| UDP-glucoronosyl/UDP-glucosyl transferase family protein	AT1G22360.1	CHR02V5|COORD:31800108..31802017|protein cytokinin-O-glucosyltransferase 2, putative, expressed	LOC_Os02g51930.1	no descriptionhighly similar to ( 503)AT1G22360| Symbols:  | UDP-glycosyltransferase | chr1:7895057-7897516 REVERSEweakly similar to ( 197)IAAG_MAIZEIndole-3-acetate beta-glucosyltransferase - Zea mays (Maize)not assigned UDPGT COG1819	misc.UDP glucosyl and glucoronyl transferases	26_2

CUST_77824_PI403524517	2	0.06522226	0.23525476	-0.05708313	0.057082653	-0.24147987	-0.13223219	35_22311	"Cluster: Putative Na+-dependent neutral amino acid transporter; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Na+-dependent neutral amino acid trans"	UniRef90_Q9FNZ8	CHR3V7|COORD:11979591..11981306| amino acid transporter family protein	AT3G30390.2	CHR06V5|COORD:9395138..9398131|protein amino acid transporter-like protein, putative, expressed	LOC_Os06g16420.1	no descriptionmoderately similar to ( 429)AT3G30390| Symbols:  | amino acid transporter family protein | chr3:11979591-11981306 REVERSEnot assigned not assigned not assigned Aa_trans SdaC PotE	transport.amino acids	34_3

CUST_43832_PI403524517	2	0.26746368	-0.28495312	-0.8973427	0.9488363	0.044582367	-0.04458332	35_12577	0	0	0	0	CHR05V5|COORD:4572060..4571216|protein expressed protein	LOC_Os05g08420.1	no description	not assigned.unknown	35_2

CUST_16447_PI404877155	2	-0.0677824	-0.45306206	0.08369732	0.200243	0.0677824	-0.08613682	HA12F22u_x_at	0	0	0	0	0	0	S-adenosylmethionine synthetase 1	amino acid metabolism.synthesis.aspartate family.methionine	13_1_3_4

CUST_72041_PI403524517	2	0.120877266	0.011957169	-0.049082756	0.050456047	-0.045510292	-0.011957169	35_20652	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_79930_PI403524517	2	0.03400135	0.77402496	0.010582924	-0.33732128	-0.010582924	-0.22780418	35_22921	"Cluster: Hypothetical protein P0636F09.8; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0636F09.8 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q75HQ9	CHR3V7|COORD:8063070..8064482| leucine-rich repeat family protein / extensin family protein	AT3G22800.1	CHR05V5|COORD:20856365..20859034|protein PB1 domain containing protein, expressed	LOC_Os05g35260.1	no descriptionvery weakly similar to (82.4)AT5G49920| Symbols:  | octicosapeptide/Phox/Bem1p (PB1) domain-containing protein | chr5:20323863-20324809 REVERSEPB1 PB1	not assigned.no ontology	35_1

CUST_121931_PI403524517	2	0.024630547	0.23287487	-0.024630547	-0.32966232	-0.34023	0.16291237	35_34424	"Cluster: Os04g0593800 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os04g0593800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JAJ9	"CHR1V7|COORD:11663442..11666017| NHL8 (NDR1/HIN1-like 8); protein binding / zinc ion binding"	AT1G32340.1	CHR04V5|COORD:29797832..29801986|protein RING finger protein 14, putative, expressed	LOC_Os04g50740.1	"no descriptionvery weakly similar to (84.7)AT1G32340| Symbols: NHL8 | NHL8 (NDR1/HIN1-like 8); protein binding / zinc ion binding | chr1:11663442-11666017 REVERSE"	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_180633_PI403524517	2	0.09599972	0.44544506	0.077264786	-0.19654179	-0.10489559	-0.077264786	35_50234	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_45031_PI403524517	2	-0.44463062	0.7435446	0.18511105	0.012008667	-0.28082275	-0.012007713	35_12910	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_67515_PI403524517	2	-0.83060455	-0.17833328	0.44703293	0.46408844	0.17833233	-0.35788345	35_19283	"Cluster: Putative lipase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative lipase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ASW1	CHR1V7|COORD:27632927..27636147| hydrolase, alpha/beta fold family protein	AT1G73480.1	CHR03V5|COORD:29104260..29100693|protein monoglyceride lipase, putative, expressed	LOC_Os03g51010.1	 no descriptionmoderately similar to ( 356)AT1G73480| Symbols:  | hydrolase, alpha/beta fold family protein | chr1:27632927-27636147 FORWARDnot assigned PldB MhpC Abhydrolase_1 PRK12323 PRK07003 	not assigned.no ontology	35_1

CUST_77045_PI403524517	2	-0.002067566	0.12576103	0.002067566	-0.12690735	-0.12498093	0.03135681	35_22084	Rep: Seven transmembrane protein Mlo4 - Zea mays (Maize)	UniRef90_Q94CH1	"CHR1V7|COORD:3671935..3675909| MLO4 (MILDEW RESISTANCE LOCUS O 4); calmodulin binding"	AT1G11000.1	CHR11V5|COORD:4082034..4086654|protein MLO-like protein 4, putative, expressed	LOC_Os11g07912.1	" no descriptionmoderately similar to ( 324)AT1G11000| Symbols: ATMLO4, MLO4 | MLO4 (MILDEW RESISTANCE LOCUS O 4); calmodulin binding | chr1:3671935-3675909 REVERSEweakly similar to ( 167)MLOH1_ORYSAMlo "	stress.biotic	20_1

CUST_94310_PI403524517	2	0.2639861	-0.25629663	-0.4085846	0.8101492	-0.07136488	0.07136488	35_26961	"Cluster: Putative oxidoreductase, FAD-binding; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative oxidoreductase, FAD-binding - Oryza sativa (japonica cu"	UniRef90_Q8LI32	CHR3V7|COORD:2942619..2944052| amine oxidase family protein	AT3G09580.1	CHR07V5|COORD:25965985..25964374|protein oxidoreductase, putative, expressed	LOC_Os07g43370.1	no descriptionweakly similar to ( 111)AT3G09580| Symbols:  | amine oxidase family protein | chr3:2942619-2944052 REVERSE	secondary metabolism.isoprenoids.carotenoids	16_1_4

CUST_142378_PI403524517	2	0.14967346	-0.0073070526	-0.17586231	-0.13177776	0.0073070526	0.0674448	35_39907	"Cluster: Putative AP2 domain containing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative AP2 domain containing protein - Oryza sativa (japonic"	UniRef90_Q6ZL38	"CHR5V7|COORD:6689273..6690034| RAP2.11 (related to AP2 11); DNA binding / transcription factor"	AT5G19790.1	CHR07V5|COORD:23250590..23249643|protein AP2 domain containing protein	LOC_Os07g38750.1	no description	not assigned.unknown	35_2

CUST_104382_PI403524517	2	0.031915665	0.17177773	-0.03191614	-0.35787582	-0.30898285	0.53866386	35_29748	Rep: Hypothetical protein - Phaeosphaeria nodorum SN15	UniRef90_Q0UK67	CHR3V7|COORD:6559180..6562050| leucine-rich repeat family protein / extensin family protein	AT3G19020.1	CHR03V5|COORD:20523944..20527257|protein ATP binding protein, putative, expressed	LOC_Os03g37120.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_81785_PI403524517	2	0.010056496	-1.2368145	-0.15087795	-0.010056496	0.031271935	0.017073631	35_23459	"Cluster: Glycosyl hydrolase family 10 protein, expressed; n=4; Oryza sativa (japonica cultivar-group)|Rep: Glycosyl hydrolase family 10 protein, expressed - Ory"	UniRef90_Q10P81	CHR4V7|COORD:18063371..18065763| glycosyl hydrolase family 10 protein	AT4G38650.1	CHR03V5|COORD:7578747..7582117|protein hydrolase, hydrolyzing O-glycosyl compounds, putative, expressed	LOC_Os03g14010.3	no descriptionweakly similar to ( 193)AT4G38650| Symbols:  | glycosyl hydrolase family 10 protein | chr4:18063371-18065763 FORWARDnot assigned Glyco_10	not assigned.no ontology	35_1

CUST_4713_PI403524517	2	-0.025701523	0.27973938	-0.04699993	-0.06432533	0.02570057	0.031227112	35_1301	"Cluster: Os01g0106800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0106800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JRD5	CHR5V7|COORD:6956907..6958223| RBX1 (RING-BOX 1)	AT5G20570.1	CHR01V5|COORD:368633..371260|protein RING-box protein 1a, putative, expressed	LOC_Os01g01700.1	 no descriptionmoderately similar to ( 204)AT5G20570| Symbols: HRT1, ROC1, RBX1 | RBX1 (RING-BOX 1) | chr5:6956907-6958223 REVERSEnot assigned not assigned APC11 	protein.degradation.ubiquitin.E3.SCF.RBX	29_5_11_4_3_4

CUST_78101_PI403524517	2	0.054470062	0.40093422	-0.032589912	-0.05349636	-0.05349636	0.032590866	35_22390	"Cluster: Rhomboid-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Rhomboid-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q67UY4	CHR1V7|COORD:8867144..8868932| rhomboid family protein	AT1G25290.1	CHR09V5|COORD:17058794..17061358|protein rhomboid-like protein, putative, expressed	LOC_Os09g28100.1	no description	not assigned.unknown	35_2

CUST_17768_PI403524517	2	-0.056851387	-0.15004349	0.025209427	-0.02521038	0.09762764	0.037213326	35_5129	"Cluster: Hypothetical protein P0001H02.9; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0001H02.9 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q5VNV6	"CHR4V7|COORD:72804..75089| YAB3 (YABBY3); transcription factor"	AT4G00180.1	CHR06V5|COORD:1841841..1837558|protein expressed protein	LOC_Os06g04330.2	no description	not assigned.unknown	35_2

CUST_121658_PI403524517	2	0.030859947	0.23340893	-0.23659611	-0.030859947	-0.30310917	0.15580559	35_34355	"Cluster: Putative receptor-like protein kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative receptor-like protein kinase - Oryza sativa (japonica"	UniRef90_Q75IR9		0	CHR05V5|COORD:3649022..3651796|protein protein kinase, putative, expressed	LOC_Os05g06990.1	no description	not assigned.unknown	35_2

CUST_10284_PI404877155	2	0.04657364	-0.40304756	-0.030995369	0.030995369	0.087677	-0.03610611	Contig4018_at	putative c-myc binding protein [Oryza sativa (japonica cultivar-group)] gb|AAP54369.1| putative c-myc binding protein [Oryza sativa (japonic	NP_922082.1	c-myc binding protein, putative / prefoldin, putative	At5g23290.1	protein putative c-myc binding protein	Os10g34670	0	RNA.regulation of transcription.unclassified	27_3_99

CUST_44936_PI403524517	2	-1.9258037	-1.281363	1.4019804	0.35145807	1.1466823	-0.35145807	35_12884	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q9FRF4	0	0	CHR03V5|COORD:26701873..26701194|protein VQ motif family protein, expressed	LOC_Os03g47280.1	no description	not assigned.unknown	35_2

CUST_149127_PI403524517	2	0.51126385	0.183465	0.017551422	-0.017551899	-0.20007896	-0.4674306	35_41715	"Cluster: Pherophorin-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Pherophorin-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5VPC4	CHR4V7|COORD:10231450..10234545| proline-rich family protein	AT4G18570.1	CHR01V5|COORD:26691341..26697162|protein pherophorin like protein, putative, expressed	LOC_Os01g46340.1	no descriptionvery weakly similar to (73.6)AT4G18570| Symbols:  | proline-rich family protein | chr4:10231450-10234545 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TT_ORF1 PRK07003	not assigned.no ontology.proline rich family	35_1_42

CUST_14622_PI403524517	2	0.03062725	0.012084007	-0.012083054	-0.04855156	0.23798466	-0.0979023	35_4208	Rep: L1332.6 protein - Oryza sativa (Rice)	UniRef90_Q9SC71	CHR3V7|COORD:23274081..23275220| OTU-like cysteine protease family protein	AT3G62940.2	CHR04V5|COORD:31255316..31258258|protein OTU domain-containing protein 6B, putative, expressed	LOC_Os04g52850.1	no descriptionvery weakly similar to (56.6)AT3G62940| Symbols:  | OTU-like cysteine protease family protein | chr3:23274081-23275220 REVERSEnot assigned tolA	protein.degradation.cysteine protease	29_5_3

CUST_19799_PI403524517	2	0.22922802	-0.4078045	-0.09955692	0.09955692	-0.18588781	0.110692024	35_5742	"Cluster: Putative phospholipase D; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative phospholipase D - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6L479	"CHR3V7|COORD:5711335..5718702| PLDP1 (PHOSPHOLIPASE D ZETA1); phospholipase D"	AT3G16785.1	CHR05V5|COORD:16981729..16970428|protein phospholipase D p1, putative, expressed	LOC_Os05g29050.2	" no descriptionvery weakly similar to (63.9)AT3G16785| Symbols: PLDZ1, PLDZETA1, PLD ZETA 1, PLDP1 | PLDP1 (PHOSPHOLIPASE D ZETA1); phospholipase D | chr3:5711335-5718702 FORWARDnot assigned "	lipid metabolism.lipid degradation.lysophospholipases.phospholipase D	11_9_3_1

CUST_57951_PI403524517	2	-0.050308228	0.08951092	-0.03866291	-0.026311874	0.026311874	0.032173157	35_16521	"Cluster: Eukaryotic translation initiation factor 3 subunit 12; n=3; Oryza sativa|Rep: Eukaryotic translation initiation factor 3 subunit 12 - Oryza sativa (Ric"	UniRef90_Q94HF1	CHR4V7|COORD:16039070..16040621| EIF3K (eukaryotic translation initiation factor 3K)	AT4G33250.1	CHR03V5|COORD:4321853..4318567|protein eukaryotic translation initiation factor 3 subunit 12, putative, expressed	LOC_Os03g08450.1	 no descriptionmoderately similar to ( 323)AT4G33250| Symbols: TIF3K1, ATTIF3K1, EIF3K | EIF3K (eukaryotic translation initiation factor 3K) | chr4:16039070-16040621 REVERSEmoderately similar to ( 416)IF3C_ORYSAnot assigned SAC3_GANP 	protein.synthesis.initiation	29_2_3

CUST_80459_PI403524517	2	0.12813568	-0.06659889	-0.020150185	0.035962105	-0.29827118	0.020151138	35_23074	"Cluster: Os04g0411200 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os04g0411200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JDE1	"CHR3V7|COORD:19568869..19569072| similar to Os02g0530500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001047020.1); similar to Os04g0411200 [Oryza"	AT3G52770.1	CHR04V5|COORD:20117176..20118793|protein expressed protein	LOC_Os04g33560.1	"no descriptionvery weakly similar to (52.0)AT3G52770| Symbols:  | similar to Os02g0530500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001047020.1); similar to Os04g0411200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001052732.1); similar to hypothetical protein LOC_Os12g05560 [Oryza sativa (japonica cultivar-group)] (GB:ABA95824.1) | chr3:19568869-19569072 REVERSE"	not assigned.unknown	35_2

CUST_9578_PI403524517	2	-0.044981003	0.3142681	-0.031103134	0.0027170181	-0.0027160645	0.028084755	35_2699	"Cluster: Os10g0444400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os10g0444400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IXE5	CHR1V7|COORD:26069961..26073307| appr-1-p processing enzyme family protein	AT1G69340.1	CHR10V5|COORD:15687437..15691986|protein appr-1-p processing enzyme family protein, expressed	LOC_Os10g30750.1	no descriptionhighly similar to ( 810)AT1G69340| Symbols:  | appr-1-p processing enzyme family protein | chr1:26069961-26073307 FORWARDnot assigned not assigned Macro_GDAP2_like Macro_Appr_pase_like PRK04143 PRK00431 Macro Macro_1 COG2110 Macro_Af1521_BAL_like SEC14 Macro A1pp SEC14 Macro_2 Macro_BAL_like Macro_H2A_like	not assigned.no ontology	35_1

CUST_16989_PI403524517	2	-0.0143966675	-0.36741066	0.05579567	0.07395077	0.012505531	-0.012504578	35_4910	"Cluster: Esterase/lipase/thioesterase-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Esterase/lipase/thioesterase-like protein - Oryza sativa"	UniRef90_Q5ZC21	CHR1V7|COORD:20384316..20388620| esterase/lipase/thioesterase family protein	AT1G54570.1	CHR01V5|COORD:14746988..14737254|protein acyltransferase/ catalytic, putative, expressed	LOC_Os01g26039.1	no descriptionmoderately similar to ( 310)AT1G54570| Symbols:  | esterase/lipase/thioesterase family protein | chr1:20384316-20388620 REVERSE	not assigned.no ontology	35_1

CUST_67008_PI403524517	2	0.06432533	-0.010807991	0.047293663	-0.17179775	0.010808945	-0.036045074	35_19136	"Cluster: Putative ATPase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative ATPase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z2T4	CHR3V7|COORD:3208315..3210683| anion-transporting ATPase family protein	AT3G10350.1	CHR02V5|COORD:31250095..31246689|protein arsenical pump-driving ATPase, putative, expressed	LOC_Os02g51100.1	no descriptionweakly similar to ( 124)AT3G10350| Symbols:  | anion-transporting ATPase family protein | chr3:3208315-3210683 FORWARDnot assigned ArsA_ATPase ArsA_ATPase ArsA ArsA	transport.unspecified anions.arsenite-transporting ATPase	34_18_1

CUST_49066_PI403524517	2	0.09260559	-0.20946693	-0.08710861	-0.0072288513	0.0072288513	0.013711929	35_14006	Rep: Histone H2B.1 - Zea mays (Maize)	UniRef90_P30755	CHR3V7|COORD:16924599..16925036| histone H2B, putative	AT3G46030.1	CHR01V5|COORD:2845932..2841231|protein core histone H2A/H2B/H3/H4 family protein, expressed	LOC_Os01g05970.1	 no descriptionweakly similar to ( 171)AT5G22880| Symbols:  | histone H2B, putative | chr5:7652133-7652570 REVERSEweakly similar to ( 177)H2B3_WHEATHistone H2B.3 - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned H2B Histone TT_ORF1 Tymo_45kd_70kd DUF566 DUF1777 PRK12323 	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_115001_PI403524517	2	0.18937254	0.1057024	0.16335869	-0.1057024	-0.23343945	-0.25131464	35_32630	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_52228_PI403524517	2	0.0666275	-0.10786724	-0.033187866	0.03318882	0.09011173	-0.12370682	35_14883	Rep: H0209H04.7 protein - Oryza sativa (Rice)	UniRef90_Q01L31	"CHR3V7|COORD:22622685..22623607| ARS27A (ARABIDOPSIS RIBOSOMAL PROTEIN S27); structural constituent of ribosome"	AT3G61110.1	CHR02V5|COORD:16439802..16441525|protein 40S ribosomal protein S27, putative, expressed	LOC_Os02g27769.1	"no descriptionweakly similar to ( 109)AT3G61110| Symbols: ARS27A | ARS27A (ARABIDOPSIS RIBOSOMAL PROTEIN S27); structural constituent of ribosome | chr3:22622685-22623607 FORWARDweakly similar to ( 116)RS27_HORVU40S ribosomal protein S27 - Hordeum vulgare (Barley)not assigned Ribosomal_S27e RPS27A rps27e"	protein.synthesis.misc ribososomal protein	29_2_2

CUST_22241_PI403524517	2	-0.002623558	-0.012773514	-0.0448761	0.12190628	0.0071821213	0.002623558	35_6462	"Cluster: NUMOD3 motif family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: NUMOD3 motif family protein, expressed - Oryza sativa (japonic"	UniRef90_Q109Y3	0	0	CHR10V5|COORD:6633645..6643465|protein NUMOD3 motif family protein, expressed	LOC_Os10g12354.2	no description	not assigned.unknown	35_2

CUST_90014_PI403524517	2	0.95138645	-0.04739046	-0.19299793	1.1545963	0.047389984	-0.34306335	35_25751	0	0	CHR3V7|COORD:8063070..8064482| leucine-rich repeat family protein / extensin family protein	AT3G22800.1	0	0	no description	not assigned.unknown	35_2

CUST_108282_PI403524517	2	-0.08348274	-0.15588093	0.0732317	-0.05540943	0.25965023	0.05540943	35_30803	"Cluster: Putative ring finger protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ring finger protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ZHC6	"CHR2V7|COORD:7583722..7584279| RHA3A (RING-H2 finger A3A); protein binding / zinc ion binding"	AT2G17450.1	CHR02V5|COORD:28092154..28091110|protein RING-H2 finger protein ATL1R, putative, expressed	LOC_Os02g46100.1	no descriptionweakly similar to ( 104)AT1G20823| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr1:7238869-7239462 FORWARDvery weakly similar to (89.7)EL5_ORYSAnot assigned not assigned not assigned not assigned COG5540 RING	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_50260_PI403524517	2	-0.012242317	0.08884144	-0.08791256	0.012243271	0.040294647	-0.26808453	35_14339	"Cluster: 50S ribosomal protein L5, chloroplast precursor; n=2; Oryza sativa|Rep: 50S ribosomal protein L5, chloroplast precursor - Oryza sativa (Rice)"	UniRef90_Q9ZST0	CHR4V7|COORD:544166..545480| ribosomal protein L5 family protein	AT4G01310.1	CHR03V5|COORD:1413692..1411390|protein 50S ribosomal protein L5, chloroplast precursor, putative, expressed	LOC_Os03g03360.1	no descriptionmoderately similar to ( 270)AT4G01310| Symbols:  | ribosomal protein L5 family protein | chr4:544166-545480 REVERSEmoderately similar to ( 394)RK5_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned rplE rpl5 RplE rpl5p Ribosomal_L5_C Ribosomal_L5 APC_basic PRK12323 Tymo_45kd_70kd PRK07764 PRK07003 KAR9 Atrophin-1 DUF566 HPC2 DUF1421 Extensin_2 PRK12678	protein.synthesis.mito/plastid ribosomal protein.plastid	29_2_1_1

CUST_29862_PI403524517	2	0.03964615	0.5203314	0.017638206	-0.132411	-0.12846851	-0.017638206	35_8621	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_81140_PI403524517	2	0.0896883	-0.5663147	-0.08968735	0.10315323	0.1079731	-0.13461018	35_23273	"Cluster: Putative dynein 8 kDa light chain, flagellar outer arm; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative dynein 8 kDa light chain, flagellar o"	UniRef90_Q9SDK0	CHR4V7|COORD:9036419..9037840| dynein light chain, putative	AT4G15930.1	CHR01V5|COORD:8537423..8541390|protein dynein light chain LC6, flagellar outer arm, putative, expressed	LOC_Os01g15260.1	 no descriptionweakly similar to ( 142)AT4G15930| Symbols:  | dynein light chain, putative | chr4:9036419-9037840 FORWARDweakly similar to ( 129)DYL1_CHLREDynein 8 kDa light chain, flagellar outer arm - Chlamydomonas reinhardtiinot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Dynein_light Adeno_PV TT_ORF1 PRK07764 	cell.organisation	31_1

CUST_84055_PI403524517	2	0.031716347	0.15012217	-0.19689655	0.15089464	-0.23827553	-0.031716824	35_24089	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_82713_PI403524517	2	-0.040726185	0.24004173	0.040725708	-0.27479076	-0.47644997	1.0894637	35_23722	"Cluster: Os04g0574100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os04g0574100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JAV7	CHR5V7|COORD:25005682..25007235| exostosin family protein	AT5G62220.1	CHR04V5|COORD:28681589..28683698|protein xyloglucan galactosyltransferase KATAMARI 1, putative, expressed	LOC_Os04g48480.1	no descriptionmoderately similar to ( 209)AT5G62220| Symbols:  | exostosin family protein | chr5:25005682-25007235 REVERSEweakly similar to ( 135)KATAM_ORYSAnot assigned Exostosin	misc.UDP glucosyl and glucoronyl transferases	26_2

CUST_20377_PI403524517	2	0.2567377	-0.16117382	-0.09681034	-0.0014696121	0.0014696121	0.05488491	35_5904	"Cluster: Os01g0698100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0698100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JK41	CHR5V7|COORD:22378627..22381890| SWAP (Suppressor-of-White-APricot)/surp domain-containing protein	AT5G55100.2	CHR01V5|COORD:29212256..29217789|protein surp module family protein, expressed	LOC_Os01g50320.2	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF1777	not assigned.unknown	35_2

CUST_57202_PI403524517	2	-0.0044078827	-0.560894	-0.12358189	0.07793808	0.0075912476	0.004406929	35_16312	"Cluster: Putative coatomer protein complex, subunit beta 2; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative coatomer protein complex, subunit beta 2 -"	UniRef90_Q6H8D5	CHR1V7|COORD:30090803..30096842| coatomer protein complex, subunit beta 2 (beta prime), putative	AT1G79990.1	CHR02V5|COORD:6138158..6131748|protein coatomer subunit beta, putative, expressed	LOC_Os02g11840.3	 no descriptionhighly similar to ( 656)AT1G79990| Symbols:  | coatomer protein complex, subunit beta 2 (beta prime), putative | chr1:30090803-30096842 FORWARDnot assigned not assigned Coatomer_WDAD 	cell. vesicle transport	31_4

CUST_1008_PI403524517	2	-0.23618841	-0.8440585	0.4179511	0.3071537	0.07936621	-0.079366684	35_267	"Cluster: Glucan endo-1,3-beta-glucosidase GIV (EC 3.2.1.39) ((1->3)-beta-glucan endohydrolase GIV) ((1->3)-beta-glucanase isoenzyme GIV); n=1; Hordeum"	UniRef90_Q02437	"CHR3V7|COORD:21202315..21204097| BG1 (BETA-1,3-GLUCANASE 1); hydrolase, hydrolyzing O-glycosyl compounds"	AT3G57270.1	CHR01V5|COORD:41692009..41693419|protein glucan endo-1,3-beta-glucosidase GII precursor, putative, expressed	LOC_Os01g71380.1	" no descriptionmoderately similar to ( 235)AT3G57240| Symbols: BG3 | BG3 (BETA-1,3-GLUCANASE 3); hydrolase, hydrolyzing O-glycosyl compounds | chr3:21192895-21194024 REVERSEmoderately similar to ( 442)E13D_HORVUGlucan endo-1,3-beta-glucosidase GIV - Hordeum vulgare (Barley)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Glyco_hydro_17 PRK12323 PRK07003 Herpes_BLLF1 PRK12678 "	misc.beta 1,3 glucan hydrolases	26_4

CUST_5488_PI403524517	2	0.018753052	-0.047620773	-0.056310654	-0.010419846	0.021475792	0.010418892	35_1512	Rep: Beta1 proteasome-7D - Aegilops tauschii (Tausch's goatgrass) (Aegilops squarrosa)	UniRef90_Q4TZW1	"CHR4V7|COORD:15188933..15190941| PBA1 (20S proteasome beta subunit A 1); peptidase"	AT4G31300.1	CHR06V5|COORD:2093675..2090206|protein proteasome subunit beta type 6 precursor, putative, expressed	LOC_Os06g04800.1	"no descriptionmoderately similar to ( 343)AT4G31300| Symbols: PBA1 | PBA1 (20S proteasome beta subunit A 1); peptidase | chr4:15188933-15190941 FORWARDmoderately similar to ( 338)PSB6_TOBACProteasome subunit beta type-6 precursor - Nicotiana tabacum (Common tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned proteasome_beta_type_6 proteasome_beta proteasome_protease_HslV Proteasome PRE1 proteasome_beta_archeal proteasome_beta_type_7 Ntn_hydrolase proteasome_beta_type_5 proteasome_beta_type_2 proteasome_beta_type_1 proteasome_beta_type_4 proteasome_alpha_type_4 proteasome_alpha proteasome_beta_type_3 proteasome_alpha_archeal PRK03996 proteasome_alpha_type_5 proteasome_alpha_type_7 TT_ORF1 proteasome_alpha_type_3"	protein.degradation.ubiquitin.proteasom	29_5_11_20

CUST_137424_PI403524517	2	2.0694733E-4	0.19723225	-2.0694733E-4	-0.049847603	0.07158089	-0.072737694	35_38540	"Cluster: Luminal-binding protein 3 precursor; n=6; Magnoliophyta|Rep: Luminal-binding protein 3 precursor - Zea mays (Maize)"	UniRef90_O24581	CHR5V7|COORD:10540669..10543278| luminal binding protein 1 (BiP-1) (BP1)	AT5G28540.1	CHR02V5|COORD:842672..838717|protein luminal-binding protein 3 precursor, putative, expressed	LOC_Os02g02410.1	no descriptionmoderately similar to ( 210)AT5G28540| Symbols:  | luminal binding protein 1 (BiP-1) (BP1) | chr5:10540669-10543278 REVERSEmoderately similar to ( 213)BIP5_TOBACLuminal-binding protein 5 precursor - Nicotiana tabacum (Common tobacco)not assigned not assigned not assigned not assigned not assigned not assigned HSP70 DnaK dnaK dnaK hscA hscA RNA_pol_Rpb8 RPOL8c	stress.abiotic.heat	20_2_1

CUST_49299_PI403524517	2	-0.043375015	-0.7659912	-0.16148567	0.043375015	0.09057617	0.10325241	35_14064	"Cluster: PREDICTED: similar to histone 1, H2ai (predicted); n=1; Canis familiaris|Rep: PREDICTED: similar to histone 1, H2ai (predicted) - Canis familiaris"	UniRef90_UPI00005A5838	CHR5V7|COORD:3270479..3270889| histone H3	AT5G10400.1	CHR11V5|COORD:2622185..2621575|protein histone H3, putative, expressed	LOC_Os11g05730.1	no descriptionmoderately similar to ( 262)AT5G65360| Symbols:  | histone H3 | chr5:26137325-26137735 REVERSEmoderately similar to ( 261)H32_WHEATHistone H3.2 - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned H3 HHT1 Histone PRK12323 PRK07003 DUF566 PRK07764	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_2856_PI404877155	2	0.004480362	-0.004480362	-0.03521824	0.0063705444	0.023220062	-0.07046509	Contig13261_at	RabGAP/TBC domain-containing protein [Arabidopsis thaliana] pir||T05242 hypothetical protein F18A5.120 - Arabidopsis thaliana	NP_193109.1	RabGAP/TBC domain-containing protein	At4g13730.1	protein TBC domain, putative	Os11g28990	"RabGAP/TBC domain-containing protein, low similarity to SP:Q08484 GTPase-activating protein GYP1 {Saccharomyces cerevisiae}; contains Pfam profile PF00566: TBC domain or  RabGAP/TBC domain-containing protein, low similarity to SP:Q08484 GTPase-activating"	signalling.G-proteins	30_5

CUST_67465_PI403524517	2	0.16263342	0.25553417	0.38480186	-0.16263342	-1.0403934	-0.8687587	35_19268	"Cluster: Putative Anthranilate phosphoribosyltransferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Anthranilate phosphoribosyltransferase - Ory"	UniRef90_Q6ZG91	CHR1V7|COORD:26612382..26615725| anthranilate phosphoribosyltransferase, putative	AT1G70570.1	CHR02V5|COORD:1636772..1631971|protein expressed protein	LOC_Os02g03850.2	 no descriptionweakly similar to ( 108)AT1G70570| Symbols:  | anthranilate phosphoribosyltransferase, putative | chr1:26612382-26615725 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned PRK07764 PRK12323 tatB FAP 	amino acid metabolism.synthesis.aromatic aa.tryptophan.anthranilate phosphoribosyltransferase	13_1_6_5_2

CUST_54337_PI403524517	2	0.06346893	-0.20093918	-0.06347942	-0.05453205	0.054533005	0.32384586	35_15470	"Cluster: Homocysteine S-methyltransferase 3, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Homocysteine S-methyltransferase 3, putative,"	UniRef90_Q2QME6	"CHR3V7|COORD:23381550..23383562| ATHMT-2/HMT-2; homocysteine S-methyltransferase"	AT3G63250.1	CHR12V5|COORD:25608238..25612103|protein homocysteine S-methyltransferase 3, putative, expressed	LOC_Os12g41390.1	" no descriptionmoderately similar to ( 440)AT3G63250| Symbols: HMT-2, ATHMT-2 | ATHMT-2/HMT-2; homocysteine S-methyltransferase | chr3:23381550-23383562 REVERSEhighly similar to ( 556)HMT3_MAIZEHomocysteine S-methyltransferase 3 - Zea mays (Maize)not assigned mmuM S-methyl_trans MHT1 MetH PRK08645 metH PRK07534 "	amino acid metabolism.synthesis.aspartate family.methionine	13_1_3_4

CUST_61720_PI403524517	2	0.025234222	-0.4967165	-0.025234222	0.03282833	-0.062325478	0.09010601	35_17613	"Cluster: Hypothetical protein F26K9_30; n=1; Arabidopsis thaliana|Rep: Hypothetical protein F26K9_30 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9LZK5	CHR3V7|COORD:23162014..23164322| DNAJ heat shock family protein	AT3G62600.1	CHR05V5|COORD:3281215..3285731|protein dnaJ homolog subfamily B member 11 precursor, putative, expressed	LOC_Os05g06440.1	no descriptionhighly similar to ( 508)AT3G62600| Symbols:  | DNAJ heat shock family protein | chr3:23162014-23164322 REVERSEweakly similar to ( 192)DNJH_CUCSADnaJ protein homolog - Cucumis sativus (Cucumber)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DnaJ PRK10767 PRK10266 DnaJ CbpA DnaJ_C DnaJ SEC63	stress.abiotic.heat	20_2_1

CUST_16715_PI404877155	2	0.011271477	-0.32676697	-0.097929	0.041586876	-0.01127243	0.021484375	HF04I11r_s_at	OSJNBa0072K14.5 [Oryza sativa (japonica cultivar-group)] ref|XP_472312.1| OSJNBa0072K14.5 [Oryza sativa (japonica cultivar-group)]	CAD40552.1	2-oxoacid dehydrogenase family protein	At5g55070.1	protein 2-oxoglutarate dehydrogenase, E2 component, dihydrolipoamide succinyltransferase	Os04g32330	gi|21740743|emb|CAD40552.1| OSJNBa0072K14.5	TCA / org. transformation.TCA.2-oxoglutarate dehydrogenase	8_1_05

CUST_6107_PI403524517	2	-3.8909912E-4	1.8299551	-0.18663597	0.17118645	-0.40130806	3.8814545E-4	35_1686	"Cluster: Universal stress protein family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Universal stress protein family"	UniRef90_Q10MK7	CHR3V7|COORD:23147170..23148050| universal stress protein (USP) family protein	AT3G62550.1	CHR03V5|COORD:10819618..10818270|protein ER6 protein, putative, expressed	LOC_Os03g19270.3	no descriptionweakly similar to ( 120)AT3G62550| Symbols:  | universal stress protein (USP) family protein | chr3:23147170-23148050 FORWARDUsp USP_Like UspA STK_N	stress.abiotic.unspecified	20_2_99

CUST_14423_PI399408534	2	-0.13596058	-0.113082886	0.91622686	0.113082886	0.4846897	-0.69243526	35_32516	Rep: Lipoxygenase 1 - Hordeum vulgare (Barley)	UniRef90_P29114	"CHR1V7|COORD:20529465..20533810| LOX1 (Lipoxygenase 1); lipoxygenase"	AT1G55020.1	CHR03V5|COORD:30266016..30269529|protein lipoxygenase 2, putative, expressed	LOC_Os03g52860.1	"no descriptionweakly similar to ( 109)AT1G55020| Symbols: LOX1 | LOX1 (Lipoxygenase 1); lipoxygenase | chr1:20529465-20533810 FORWARDmoderately similar to ( 213)LOX1_HORVULipoxygenase 1 - Hordeum vulgare (Barley)PLAT_LH2"	hormone metabolism.jasmonate.synthesis-degradation.lipoxygenase	17_7_1_2

CUST_50_PI399408534	2	0.14256859	-0.849329	0.017645836	-0.080801964	0.49695683	-0.017645836	35_19236	"Cluster: Putative Septum-promoting GTP-binding protein 1; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative Septum-promoting GTP-binding protein 1 - Ory"	UniRef90_Q84LH2	CHR5V7|COORD:22293837..22295554| GTP-binding family protein	AT5G54840.1	CHR07V5|COORD:20247680..20251408|protein septum-promoting GTP-binding protein 1, putative, expressed	LOC_Os07g33850.1	no descriptionmoderately similar to ( 257)AT5G54840| Symbols:  | GTP-binding family protein | chr5:22294587-22295554 REVERSEvery weakly similar to (55.5)RHN1_NICPLRas-related protein RHN1 - Nicotiana plumbaginifolia (Leadwort-leaved tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Spg1 Rab Ras Ras_like_GTPase Rab21 Miro RAB Rab5_related Rab6 Rab18 RabA_like Rab12 Rab26 RabL4 Rab3 Rab23_lke Rab8_Rab10_Rab13_like Rab35 Ras Rab39 Rab30 RabL2 Rab27A RJL Rab1_Ypt1 Rab28 Rab19 Rab11_like Rab2	signalling.G-proteins	30_5

CUST_177729_PI403524517	2	-0.3552332	-0.15837193	-0.03004551	0.085344315	0.03004551	0.16903591	35_49435	"Cluster: Hypothetical protein OSJNBa0079L16.22; n=1; Oryza sativa|Rep: Hypothetical protein OSJNBa0079L16.22 - Oryza sativa (Rice)"	UniRef90_Q9FWK7	"CHR2V7|COORD:14165858..14169380| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G25800.1); similar to unknown protein [Arabidopsis thaliana]"	AT2G33420.1	0	0	no description	not assigned.unknown	35_2

CUST_49718_PI403524517	2	-0.03638172	0.015714645	0.0039043427	0.057058334	-0.10225201	-0.0039043427	35_14187	Rep: BLT14.2 protein - Hordeum vulgare (Barley)	UniRef90_Q40033	0	0	0	0	no description	not assigned.unknown	35_2

CUST_6360_PI403524517	2	0.32329178	0.26032782	-9.913445E-4	-0.10380268	9.913445E-4	-0.30326557	35_1761	"Cluster: Beta-D-glucan exohydrolase isoenzyme ExoI; n=3; Hordeum vulgare|Rep: Beta-D-glucan exohydrolase isoenzyme ExoI - Hordeum vulgare var. distichum (Two-ro"	UniRef90_Q9XEI3	CHR5V7|COORD:1423370..1426629| glycosyl hydrolase family 3 protein	AT5G04885.1	CHR03V5|COORD:30833458..30838449|protein periplasmic beta-glucosidase precursor, putative, expressed	LOC_Os03g53860.1	no descriptionvery weakly similar to (63.9)AT5G04885| Symbols:  | glycosyl hydrolase family 3 protein | chr5:1423370-1426629 FORWARD	cell wall.degradation.cellulases and beta -1,4-glucanases	10_6_1

CUST_12792_PI404877155	2	-0.36176395	-0.6307907	0.2531395	0.68931866	0.5223417	-0.25314045	Contig6539_s_at	cell wall invertase [Saccharum hybrid cultivar]	AAP59437.1	beta-fructosidase, putative / beta-fructofuranosidase, putative	At3g52600.1	protein Glycosyl hydrolases family 32	Os02g33110	"beta-fructosidase, putative / beta-fructofuranosidase, putative, similar to beta-fructofuranosidase (Daucus carota) GI:18324 or  similar to beta-fructosidase, putative / beta-fructofuranosidase, putative [Arabidopsis thaliana] (TAIR:At2g36190.1); similar"	major CHO metabolism.degradation.sucrose.invertases.cell wall	2_2_1_03_02

CUST_109746_PI403524517	2	-0.24737644	0.011106491	0.25144196	-0.011107445	0.13500214	-0.019384384	35_31186	"Cluster: Putative RING finger 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative RING finger 1 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6KAF1	"CHR1V7|COORD:5675918..5678679| SR45 (arginine/serine-rich 45); RNA binding"	AT1G16610.1	CHR02V5|COORD:33575398..33573627|protein RING-H2 finger protein ATL2C, putative, expressed	LOC_Os02g54830.1	no description	not assigned.unknown	35_2

CUST_16181_PI399408534	2	0.07608509	0.54001236	-0.06332016	-0.11772442	-0.045331955	0.045331955	35_11159	"Cluster: Os03g0171300 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os03g0171300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DUR2	CHR1V7|COORD:9351558..9352461| transcription regulator	AT1G26945.1	CHR10V5|COORD:13442381..13442764|protein DNA binding protein, putative	LOC_Os10g26460.1	no descriptionweakly similar to ( 110)AT1G26945| Symbols:  | transcription regulator | chr1:9351558-9352461 FORWARD	RNA.regulation of transcription.bHLH,Basic Helix-Loop-Helix family	27_3_6

CUST_89249_PI403524517	2	0.058633804	0.15151691	-0.058633804	-0.11382198	-0.12371349	0.07584572	35_25532	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_7558_PI404877155	2	-0.04723358	-0.792665	-0.11645222	0.16879272	0.047232628	0.06832886	Contig2206_at	0	0	0	0	0	0	ribulose-5-phosphate-3-epimerase	PS.calvin cyle.RPE	1_03_11

CUST_171946_PI403524517	2	0.10809803	0.33294296	-0.17783785	-0.10809851	0.124658585	-0.33620882	35_47902	"Cluster: Photosystem II stability/assembly factor HCF136, chloroplast precursor; n=3; Oryza sativa|Rep: Photosystem II stability/assembly factor HCF136,"	UniRef90_Q5Z5A8	CHR5V7|COORD:7778157..7780466| HCF136 (High chlorophyll fluorescence 136)	AT5G23120.1	CHR04V5|COORD:8106153..8097276|protein PHD-finger family protein, expressed	LOC_Os04g14510.2	no descriptionweakly similar to ( 149)AT5G23120| Symbols: HCF136 | HCF136 (High chlorophyll fluorescence 136) | chr5:7778157-7780466 FORWARDweakly similar to ( 164)P2SAF_ORYSAnot assigned COG4447	protein assembly and cofactor ligation	29_8

CUST_95577_PI403524517	2	0.013954163	-0.4340229	-0.092048645	0.14499664	0.048300743	-0.013954163	35_27315	"Cluster: Os04g0613200 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os04g0613200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JA71	CHR4V7|COORD:10849921..10852100| QRT3 (QUARTET 3)	AT4G20050.1	CHR04V5|COORD:30870084..30873790|protein QRT3, putative, expressed	LOC_Os04g52320.1	no descriptionweakly similar to ( 132)AT4G20050| Symbols: QRT3 | QRT3 (QUARTET 3) | chr4:10849921-10852100 REVERSEnot assigned	not assigned.unknown	35_2

CUST_42018_PI403524517	2	0.08561993	0.03470993	-0.034709454	0.2814064	-0.17905712	-0.51685715	35_12080	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_117946_PI403524517	2	0.019386292	-0.17629147	-0.019386292	-0.11641407	0.04968548	0.14202976	35_33408	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_8553_PI403524517	2	-0.019675255	0.51369095	0.06860447	-0.15868282	-0.17880058	0.019675255	35_2392	"Cluster: Os01g0148000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0148000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JQP7	"CHR5V7|COORD:474277..482550| CER3 (ECERIFERUM 3); protein binding / ubiquitin-protein ligase/ zinc ion binding"	AT5G02310.1	CHR01V5|COORD:2596652..2609664|protein zinc finger in N-recognin family protein, putative, expressed	LOC_Os01g05500.2	"no descriptionweakly similar to ( 179)AT5G02310| Symbols: CER3 | CER3 (ECERIFERUM 3); protein binding / ubiquitin-protein ligase/ zinc ion binding | chr5:474277-482550 FORWARDnot assigned"	secondary metabolism.wax	16_7

CUST_22990_PI403524517	2	-0.0020327568	0.06815767	0.0020332336	0.23141432	-0.0691843	-0.024962425	35_6680	"Cluster: Putative leucine zipper protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative leucine zipper protein - Oryza sativa (japonica cultivar-gro"	UniRef90_Q8RZJ0	"CHR1V7|COORD:5675918..5678679| SR45 (arginine/serine-rich 45); RNA binding"	AT1G16610.2	CHR01V5|COORD:40562037..40565292|protein protein binding protein, putative, expressed	LOC_Os01g69230.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12678 PRK12323 PRK07003 PRK07764 Tymo_45kd_70kd PRK09169	not assigned.unknown	35_2

CUST_1464_PI399408534	2	-0.23364544	0.074534416	-0.13060713	0.20664692	0.2975006	-0.07453394	35_45481	"Cluster: Auxin-induced-related / indole-3-acetic acid induced-related-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Auxin-induced-related /"	UniRef90_Q5JM48	CHR1V7|COORD:5942384..5944265| auxin-induced-related / indole-3-acetic acid induced-related	AT1G17350.1	CHR01V5|COORD:30647596..30650841|protein NADH dehydrogenase 1 alpha subcomplex, assembly factor 1, putative, expressed	LOC_Os01g52720.1	no descriptionvery weakly similar to (82.0)AT1G17350| Symbols:  | auxin-induced-related / indole-3-acetic acid induced-related | chr1:5942384-5944265 FORWARDnot assigned	hormone metabolism.auxin.induced-regulated-responsive-activated	17_2_3

CUST_30346_PI399408534	2	-0.042684555	-0.5384674	0.045538902	0.042684555	-0.048651695	0.043406487	35_2827	"Cluster: Hypothetical protein B1074C08.29; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1074C08.29 - Oryza sativa (japonica"	UniRef90_Q5QLH2	CHR4V7|COORD:7000089..7003439| bromo-adjacent homology (BAH) domain-containing protein	AT4G11560.1	CHR01V5|COORD:19250453..19266126|protein BAH domain containing protein, expressed	LOC_Os01g34330.1	no descriptionmoderately similar to ( 480)AT4G11560| Symbols:  | bromo-adjacent homology (BAH) domain-containing protein | chr4:7000089-7003439 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned BAH_plant_3 BAH BAH BAH BAH_BAHCC1 TFS2M CDC27 TT_ORF1	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_8249_PI403524517	2	-0.63480663	-0.09024334	0.25410938	0.479352	-0.25175667	0.09024429	35_2301	"Cluster: OSJNBa0074L08.18 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0074L08.18 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7X7P2	CHR5|COORD:18996204..18997283| VQ motif-containing protein, contains PF05678: VQ motif	AT5G46780.2	CHR04V5|COORD:26303893..26304457|protein conserved hypothetical protein	LOC_Os04g44790.1	no description	not assigned.unknown	35_2

CUST_36276_PI403524517	2	0.12095451	0.1180439	-0.067472935	-0.25272465	-0.09992981	0.06747246	35_10458	"Cluster: Os09g0494600 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0494600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J0K7	"CHR4V7|COORD:15202360..15203157| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G10580.1); similar to Os09g0494600 [Oryza sativa (japonica"	AT4G31330.1	CHR09V5|COORD:19165940..19167434|protein expressed protein	LOC_Os09g32100.1	"no descriptionweakly similar to ( 142)AT4G31330| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G10580.1); similar to Os09g0494600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001063551.1); similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:BAC55679.1); similar to Os08g0521000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001062272.1); contains InterPro domain Protein of unknown function DUF599; (InterPro:IPR006747) | chr4:15202360-15203157 FORWARDnot assigned DUF599 PRK12323 COG3821"	not assigned.unknown	35_2

CUST_9768_PI403524517	2	-0.0031633377	0.25855064	-0.025388718	0.0031633377	-0.0031633377	0.07122707	35_2752	"Cluster: Os07g0192900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0192900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D806	CHR5V7|COORD:25166810..25169577| ELF5 (EARLY FLOWERING 5)	AT5G62640.1	CHR07V5|COORD:5013651..5018512|protein vegetative cell wall protein gp1 precursor, putative, expressed	LOC_Os07g09510.1	no descriptionweakly similar to ( 153)AT5G62640| Symbols: ELF5 | ELF5 (EARLY FLOWERING 5) | chr5:25166810-25169577 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Wbp11 Atrophin-1 Extensin_2 Drf_FH1 PRK07764 PRK12323 Tymo_45kd_70kd PRK05648 DUF1421 PRK07003 FAP GRASP55_65 DUF605 HPC2 Totivirus_coat tatB Harpin TonB Chon_Sulph_att Herpes_BLLF1 GP38 DUF1210 Prog_receptor PRK06958 AF-4 PRK10819 SMN PRK10263 DedD Gag_spuma COG4371 IER PRP8 COG5373	not assigned.no ontology.proline rich family	35_1_42

CUST_166148_PI403524517	2	6.2417984E-4	-0.5392151	-0.03208828	0.071624756	0.2146554	-6.246567E-4	35_46288	"Cluster: Os01g0127400 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0127400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JR11		0	CHR01V5|COORD:1505037..1509554|protein expressed protein	LOC_Os01g03660.3	no description	not assigned.unknown	35_2

CUST_9439_PI404877155	2	-0.35678673	-0.6399088	0.523715	0.11739254	0.026904106	-0.02690506	Contig3173_at	putative low temperature and salt responsive protein [Oryza sativa (japonica cultivar-group)]	BAC16385.1	hydrophobic protein (RCI2B) / low temperature and salt responsive protein (LTI6B)	At3g05890.1	protein Uncharacterized protein family	Os07g44180	putative low temperature and salt responsive protein	stress.abiotic.cold	20_2_2

CUST_45962_PI403524517	2	0.058610916	-0.13818169	0.05239296	-0.052393913	0.20647621	-0.30971432	35_13166	"Cluster: OSJNBa0039C07.2 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0039C07.2 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7F9I3	CHR1|COORD:9803628..9806883| serine carboxypeptidase S10 family protein, similar to H.vulgare gene encoding serine carboxypeptidase II, CP-MII GI:1731989	AT1G28110.2	CHR04V5|COORD:19404502..19408167|protein serine carboxypeptidase K10B2.2 precursor, putative, expressed	LOC_Os04g32540.1	"no descriptionweakly similar to ( 126)AT1G28110| Symbols: SCPL45 | SCPL45; serine carboxypeptidase | chr1:9804140-9806819 REVERSEvery weakly similar to (90.9)CBP23_HORVUSerine carboxypeptidase II-3 precursor - Hordeum vulgare (Barley)not assigned Peptidase_S10 COG2939"	protein.degradation.serine protease	29_5_5

CUST_89176_PI403524517	2	0.03190422	-0.38042355	-0.12548733	-0.03190422	0.082567215	0.0724411	35_25510	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_3482_PI404877155	2	0.013015747	-0.09675789	-0.013016701	-0.026128769	0.03658867	0.1013298	Contig13979_at	Hypothetical protein [Oryza sativa]	AAK13137.1	nitrogen regulation family protein	At3g49640.1	protein expressed protein	Os07g16140	NONE	N-metabolism.misc	12_4

CUST_61485_PI403524517	2	-0.06280136	0.06647301	0.08298683	-0.09580803	-0.061808586	0.06180954	35_17550	"Cluster: Putative peroxisomal membrane protein 22 kDa; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative peroxisomal membrane protein 22 kDa - Oryza sat"	UniRef90_Q6H6J7	"CHR4V7|COORD:8235331..8236601| similar to PMP22 (peroxisomal membrane protein 22) [Arabidopsis thaliana] (TAIR:AT4G04470.1); similar to Os08g0566900 [Oryza"	AT4G14305.1	CHR02V5|COORD:7069494..7066390|protein peroxisomal membrane protein PMP22, putative, expressed	LOC_Os02g13270.1	"no descriptionmoderately similar to ( 201)AT4G14305| Symbols:  | similar to PMP22 (peroxisomal membrane protein 22) [Arabidopsis thaliana] (TAIR:AT4G04470.1); similar to Os08g0566900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001062544.1); similar to Os02g0226000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001046343.1); similar to hypothetical protein DDBDRAFT_0188787 [Dictyostelium discoideum AX4] (GB:XP_635840.1); contains InterPro domain Mpv17/PMP22; (InterPro:IPR007248) | chr4:8235331-8236601 REVERSEnot assigned Mpv17_PMP22"	not assigned.no ontology	35_1

CUST_180541_PI403524517	2	-0.0036849976	0.015989304	-0.049399376	-0.15437412	0.0036859512	0.15995026	35_50210	"Cluster: Hypothetical protein OSJNBb0106M04.12; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0106M04.12 - Oryza sativa (japonica"	UniRef90_Q75KA4	CHR5V7|COORD:17120290..17123013| similar to hydrolase, acting on carbon-nitrogen (but not peptide) bonds, in linear amides [Arabidopsis thaliana] (TAIR:AT2G0291	AT5G42660.1	CHR03V5|COORD:31783432..31779079|protein EMB2756, putative, expressed	LOC_Os03g55920.1	" no descriptionweakly similar to ( 196)AT5G42660| Symbols:  | similar to hydrolase, acting on carbon-nitrogen (but not peptide) bonds, in linear amides [Arabidopsis thaliana] (TAIR:AT2G02910.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAB56045.1); contains InterPro domain Protein of unknown function DUF616; (InterPro:IPR006852) | chr5:17120290-17123013 REVERSEDUF616 "	not assigned.unknown	35_2

CUST_18026_PI404877155	2	-0.08982372	0.056671143	0.19383335	-0.05667019	0.11687374	-0.17194557	HVSMEb0007O01f_at	0	0	0	0	0	0	hypothetical protein 62 - barley chloroplast	PS.lightreaction.photosystem II.PSII polypeptide subunits	1_01_01_02

CUST_171736_PI403524517	2	0.32087612	-0.15111351	0.052762985	-0.052762985	0.059850693	-0.09508705	35_47850	"Cluster: Membrane-associated salt-inducible protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Membrane-associated salt-inducible protein-like - Ory"	UniRef90_Q6K9T5	CHR1V7|COORD:16816094..16817173| DNA binding / ligand-dependent nuclear receptor	AT1G44191.1	CHR02V5|COORD:35670562..35668931|protein expressed protein	LOC_Os02g58300.1	no descriptionvery weakly similar to (50.4)AT3G13150| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr3:4227982-4229637 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07764 PRK12323 Extensin_2 DUF1421 Atrophin-1 HPC2 PRK07003 Tymo_45kd_70kd PRK05648 Herpes_BLLF1 Pneumo_att_G APC_basic Drf_FH1 GRASP55_65	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_41675_PI403524517	2	0.21911573	-6.5898895E-4	6.5898895E-4	-0.71524	-0.52196026	0.24979973	35_11975	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_60553_PI403524517	2	0.012447357	-0.7886057	0.014989853	-0.07595253	0.06972885	-0.012447357	35_17262	"Cluster: Phosphoserine phosphatase, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Phosphoserine phosphatase,"	UniRef90_Q2R0W7	CHR1V7|COORD:6416516..6418237| PSP (3-PHOSPHOSERINE PHOSPHATASE)	AT1G18640.2	CHR11V5|COORD:24157974..24154451|protein phosphoserine phosphatase, chloroplast precursor, putative, expressed	LOC_Os11g41160.2	no descriptionmoderately similar to ( 347)AT1G18640| Symbols: PSP | PSP (3-PHOSPHOSERINE PHOSPHATASE) | chr1:6416516-6418237 REVERSEnot assigned SerB serB COG4359	amino acid metabolism.synthesis.serine-glycine-cysteine group.serine.phosphoserine phosphatase	13_1_5_1_3

CUST_15875_PI399408534	2	-0.023486137	0.19539165	0.011714935	-0.12842369	-0.011713982	0.06077099	35_15558	Rep: F18B13.15 protein - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q9SSD2	CHR1V7|COORD:30122945..30132467| SUS2 (ABNORMAL SUSPENSOR 2)	AT1G80070.1	CHR05V5|COORD:3692532..3682198|protein pre-mRNA-processing-splicing factor 8, putative, expressed	LOC_Os05g07050.1	 no descriptionnearly identical (1764)AT1G80070| Symbols: EMB158, EMB33, EMB177, EMB14, SUS2 | SUS2 (ABNORMAL SUSPENSOR 2) | chr1:30122945-30132467 FORWARDnot assigned PRP8 PROCT JAB_MPN Mov34 	RNA.processing.splicing	27_1_1

CUST_31597_PI399408534	2	-0.054073334	0.58191013	0.051365852	-0.17381287	0.09473705	-0.05136633	35_5422	"Cluster: Amelogenin-like protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Amelogenin-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69V10	CHR3V7|COORD:17579020..17580086| basic helix-loop-helix (bHLH) family protein	AT3G47640.1	CHR07V5|COORD:26040531..26037984|protein amelogenin precursor like protein, putative, expressed	LOC_Os07g43530.2	no descriptionvery weakly similar to (96.7)AT3G47640| Symbols:  | basic helix-loop-helix (bHLH) family protein | chr3:17579020-17580086 FORWARD	RNA.regulation of transcription.bHLH,Basic Helix-Loop-Helix family	27_3_6

CUST_18279_PI404877155	2	-0.18465519	0.043251038	0.207551	0.25466156	-0.120287895	-0.04325199	HVSMEf0021O16r2_s_at	putative aspartate aminotransferase [Oryza sativa (japonica cultivar-group)] dbj|BAB63467.1| putative aspartate aminotransferase [Oryza sati	NP_914412.1	aminotransferase class I and II family protein	At1g80360.1	protein aminotransferase, classes I and II, putative	Os01g08270	putative aspartate transaminase/Aromatic Aminotransferase	amino acid metabolism.synthesis.aromatic aa.phenylalanine and tyrosine	13_1_6_2

CUST_34977_PI403524517	2	-0.008289337	0.2765007	0.042154312	-0.09369469	0.008289337	-0.008974075	35_10082	"Cluster: Putative serine/threonine-specific protein kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative serine/threonine-specific protein kinase -"	UniRef90_Q60EZ1	CHR3V7|COORD:21720346..21722223| protein kinase family protein	AT3G58690.1	CHR05V5|COORD:6651285..6645812|protein serine/threonine-protein kinase NAK, putative, expressed	LOC_Os05g11750.3	no descriptionweakly similar to ( 198)AT3G58690| Symbols:  | protein kinase family protein | chr3:21720346-21722223 FORWARDvery weakly similar to (92.4)NORK_PEANodulation receptor kinase precursor - Pisum sativum (Garden pea)not assigned PTKc	protein.postranslational modification.kinase.receptor like cytoplasmatic kinase VII	29_4_1_57

CUST_9864_PI404877155	2	-0.30985355	-0.5075712	0.424119	0.23638439	0.03871727	-0.03871727	Contig3588_s_at	proline-rich protein - wheat emb|CAA36712.1| proline-rich protein [Triticum aestivum]	S14959	leucine-rich repeat family protein / extensin family protein	At3g19020.1	protein retrotransposon protein, putative, Ty3-gypsy sub-class	Os05g13940	0.2_HMGI_Y T01851	RNA.regulation of transcription	27_3

CUST_901_PI403524517	2	-0.109230995	-0.48970222	0.43483162	0.075782776	0.30820274	-0.07578373	35_236	Rep: Fasciclin-like protein FLA27 - Triticum aestivum (Wheat)	UniRef90_Q06I79	CHR2V7|COORD:15066938..15068889| beta-Ig-H3 domain-containing protein / fasciclin domain-containing protein	AT2G35860.1	CHR03V5|COORD:32699570..32695941|protein fasciclin domain, putative, expressed	LOC_Os03g57460.1	no descriptionmoderately similar to ( 404)AT2G35860| Symbols: FLA16 | beta-Ig-H3 domain-containing protein / fasciclin domain-containing protein | chr2:15066938-15068889 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 APC_basic PRK07764 PRK12678 Herpes_BLLF1 Atrophin-1 PRK07003 PRK09169 FAS1 infB HPC2 Extensin_2 Gag_spuma Glutenin_hmw PRK05648 Tymo_45kd_70kd	not assigned.no ontology	35_1

CUST_68135_PI403524517	2	-0.019545555	0.59573174	0.057682037	-0.13093758	0.019545555	-0.23736382	35_19474	"Cluster: Protein kinase domain containing protein, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Protein kinase domain containing protein, express"	UniRef90_Q7XBS1	"CHR5V7|COORD:25480871..25482283| HEN3 (HUA ENHANCER 3); kinase"	AT5G63610.1	CHR10V5|COORD:22823569..22819039|protein cell division cycle 2-like protein kinase 6, putative, expressed	LOC_Os10g42950.5	" no descriptionmoderately similar to ( 370)AT5G63610| Symbols: CDKE;1, HEN3 | HEN3 (HUA ENHANCER 3); kinase | chr5:25480871-25482283 REVERSEweakly similar to ( 172)CDC22_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase Pkinase_Tyr PTKc SPS1 TyrKc PTKc_Jak_rpt2 PTKc_FGFR PTKc_Jak1_rpt2 PTKc_Musk PTKc_Ror PTKc_Trk PTKc_Jak2_Jak3_rpt2 PTKc_Tyk2_rpt2 PTKc_EphR PTKc_Srm_Brk PTKc_RET PTKc_Tec_like PTKc_InsR_like PTKc_Abl PTKc_FGFR1 PTKc_EGFR_like PTKc_FGFR4 PTKc_FGFR3 PTKc_Fes_like PTKc_DDR PTKc_TrkB PTKc_c-ros PTKc_FGFR2 PTKc_Ror2 PTKc_Src_like PTKc_Itk PTKc_Ack_like PTKc_DDR_like PTKc_Frk_like PTKc_Chk PTKc_TrkA PTKc_Tec_Rlk PTKc_EGFR PTKc_ALK_LTK PTKc_Btk_Bmx PTKc_Csk_like PTK_Ryk PTKc_FAK PTKc_DDR2 PTKc_Fes PTKc_Syk_like PTKc_EphR_A2 PTKc_Met_Ron PTKc_TrkC PTKc_Lck_Blk PTKc_Tie2 PTKc_EphR_A PTKc_Csk PTKc_DDR1 PTKc_Fer PTKc_EphR_B PTKc_PDGFR PTKc_Fyn_Yrk PTK_CCK4 PTKc_Ror1 PTKc_Src PTKc_HER4 PTKc_Yes PTKc_Aatyk PTKc_HER2 PTKc_VEGFR3 PTKc_IGF-1R PTKc_Tie1 PTKc_VEGFR PTKc_VEGFR2 PTKc_PDGFR_beta PTKc_Tie PTKc_Axl_like PTKc_Hck PTKc_Lyn PTK_HER3 PTKc_Syk PTKc_Tyro3 PTKc_PDGFR_alpha PTK_Jak_rpt1 PTKc_Kit "	protein.postranslational modification	29_4

CUST_142260_PI403524517	2	0.06352377	0.52623796	0.29376554	-0.063524246	-0.6398835	-0.7105551	35_39874	"Cluster: Transporter associated with antigen processing-like protein; n=1; Arabidopsis thaliana|Rep: Transporter associated with antigen processing-like protein"	UniRef90_Q8RY46	"CHR1V7|COORD:26625749..26629994| ATTAP1 (Arabidopsis thaliana transporter associated with antigen processing protein 1); ATPase, coupled to transmembrane moveme"	AT1G70610.1	CHR01V5|COORD:40034899..40030154|protein ATP-binding cassette sub-family B member 8, mitochondrial precursor, putative, expressed	LOC_Os01g68330.1	" no descriptionmoderately similar to ( 231)AT1G70610| Symbols: ATTAP1 | ATTAP1 (Arabidopsis thaliana transporter associated with antigen processing protein 1); ATPase, coupled to transmembrane movement of substances | chr1:26625749-26629994 FORWARDvery weakly similar to (51.6)MDR_ORYSAnot assigned not assigned not assigned MdlB ABC_membrane PRK11176 SunT PRK10789 PRK10790 "	transport.ABC transporters and multidrug resistance systems	34_16

CUST_170838_PI403524517	2	0.008610725	0.20194435	-0.008609772	-0.06905937	-0.05654049	0.09695053	35_47587	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_171834_PI403524517	2	-0.85485744	-0.34056282	0.7992554	0.20699883	0.12801743	-0.12801743	35_47874	"Cluster: Putative lipase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative lipase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6F357	CHR2V7|COORD:13263815..13265251| lipase, putative	AT2G31100.1	CHR05V5|COORD:28519994..28515068|protein triacylglycerol lipase, putative, expressed	LOC_Os05g49840.1	 no descriptionvery weakly similar to (99.4)AT2G31100| Symbols:  | lipase, putative | chr2:13263815-13265251 REVERSE	lipid metabolism.lipid degradation.lipases.triacylglycerol lipase	11_9_2_1

CUST_6685_PI403524517	2	-0.019544601	0.42965984	0.35110092	-0.0753603	-0.073129654	0.019545555	35_1857	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_33372_PI403524517	2	0.08961296	-0.047595978	-0.028199196	0.02820015	-0.030205727	0.080472946	35_9624	"Cluster: Hypothetical protein OSJNBa0016A21.134; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0016A21.134 - Oryza sativa (japonic"	UniRef90_Q8H2J3	CHR2V7|COORD:12941314..12942819| endo/excinuclease amino terminal domain-containing protein	AT2G30350.2	CHR07V5|COORD:7258733..7256918|protein GIY-YIG catalytic domain containing protein, expressed	LOC_Os07g12710.1	no descriptionmoderately similar to ( 236)AT2G30350| Symbols:  | endo/excinuclease amino terminal domain-containing protein | chr2:12941314-12942819 REVERSEnot assigned GIY-YIG PRK07003	not assigned.unknown	35_2

CUST_1611_PI399408534	2	-0.3123355	-0.009294033	0.25833845	1.1724434	-1.3973303	0.009294033	35_9634	"Cluster: Os05g0486100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0486100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DH82	CHR1V7|COORD:29962526..29967067| leucine-rich repeat transmembrane protein kinase, putative	AT1G79620.1	CHR05V5|COORD:23822364..23816223|protein protein kinase, putative, expressed	LOC_Os05g40770.1	 no descriptionweakly similar to ( 172)AT1G79620| Symbols:  | leucine-rich repeat transmembrane protein kinase, putative | chr1:29962526-29967067 REVERSEvery weakly similar to (96.3)NORK_PEANodulation receptor kinase precursor - Pisum sativum (Garden pea)not assigned not assigned not assigned PRK12323 Pkinase_Tyr PTKc PRK07003 	signalling.receptor kinases.misc	30_2_99

CUST_60282_PI403524517	2	0.341197	-0.09407139	-0.03698826	0.03698826	-0.21651745	0.27655888	35_17183	"Cluster: Putative MDR-like ABC transporter; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative MDR-like ABC transporter - Oryza sativa (japonica cultivar"	UniRef90_Q6Z894	"CHR1V7|COORD:3538471..3543783| PGP10 (P-GLYCOPROTEIN 10); ATPase, coupled to transmembrane movement of substances"	AT1G10680.1	CHR02V5|COORD:28492811..28481685|protein multidrug resistance protein 2, putative, expressed	LOC_Os02g46680.2	" no descriptionmoderately similar to ( 403)AT1G10680| Symbols: PGP10 | PGP10 (P-GLYCOPROTEIN 10); ATPase, coupled to transmembrane movement of substances | chr1:3538471-3543783 REVERSEmoderately similar to ( 320)MDR_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned ABC_MTABC3_MDL1_MDL2 ABCC_MsbA MdlB ABCC_ATM1_transporter ABCC_Glucan_exporter_like SunT PRK11176 ATM1 ABCC_Hemolysin ABCC_TAP CydD ABCC_MRP_Like ABCC_bacteriocin_exporters CydC PRK11160 PRK11174 ABCC_MRP_domain2 PRK10789 PRK10790 ArpD ABCC_Protease_Secretion ABCC_cytochrome_bd ABC_PstB_phosphate_transporter ABC_cobalt_CbiO_domain1 AbcC ABC_Carb_Solutes_like ABCC_MRP_domain1 ABC_Org_Solvent_Resistant FepC ABC_tran MalK ABC_MJ0796_Lo1CDE_FtsE ABC_MetN_methionine_transporter PotA ABC_NikE_OppD_transporters COG1123 ABCC_NFT1 ABCC_SUR2 PstB SalX Ttg2A CbiO CcmA ABC_Class3 GlnQ OpuBA DppF ABC_NrtD_SsuB_transporters ABC_Pro_Gly_Bertaine ABC_PotA_N ABC_OpuCA_Osmoprotection ProV COG3638 ABC_PhnC_transporter ABC_Iron-Siderophores_B12_Hemin TauB ABC_HisP_GlnQ_permeases DppD ABC_DR_subfamily_A ABC_ModC_like MglA CysA ABC_ATPase ABC_MalK_N FtsE potA ABC_subfamily_A AppF ABC_drug_resistance_like ABC_FtsE_transporter COG4172 metN ThiQ ABC_CysA_sulfate_importer ZnuC ABC_TM1139_LivF_branched LivF ABC_ModC_molybdenum_transporter NatA ABC_Mj1267_LivG_branched ABC_Metallic_Cations LivG COG3845 PRK11264 fbpC HisP glnQ ABCC_SUR1_N COG4181 ABC_cobalt_CbiO_domain2 ABC_NatA_sodium_exporter ABC_YhbG COG4619 ABCG_EPDR ABC_ThiQ_thiamine_transporter PRK10744 PhnK PRK10070 ABCC_CFTR1 PRK10535 thiQ ABC_BcrA_bacitracin_resist YhbG ModF TauB ModC dppF PRK10247 potG ABC_FeS_Assembly PRK10851 artP ABCC_CFTR2 ssuB fecE CeuD COG4559 sufC modC PRK10908 ABC_putative_ATPase ABC_Carb_Monos_I ABC_KpsT_Wzt PRK10619 COG4178 ArtP PRK10575 Uup PRK10261 ugpC btuD PRK10419 PRK11831 ABCG_White PRK10418 PRK11000 ABC_DrrA lolD TagH COG4136 SapF PRK10762 PRK10522 PRK03695 PRK10584 ABC_Carb_Monos_II tauB CcmA PvdE ycf16 araG COG4152 ABC_CcmA_heme_exporter livG BtuD phnK PRK10253 COG4674 PRK09700 COG4586 oppD ABC_NatA_like PRK10895 COG2401 PRK09984 PhnK ABCD_peroxisomal_ALDP livF PhnL ABC_PDR_domain1 dppD ABC_PDR_domain2 znuC PRK10982 sufC ABCF_EF-3 PRK11147 PRK10938 PRK11819 AAA ABC_UvrA_II COG1245 SapD AAA PRK12678 ABC_RNaseL_inhibitor_domain2 PRK10636 ABC_RNaseL_inhibitor ABC_RNaseL_inhibitor_domain1 "	transport.ABC transporters and multidrug resistance systems	34_16

CUST_13162_PI403524517	2	0.014849663	0.6322069	0.122244835	-0.24799919	-0.10339165	-0.014850616	35_3767	"Cluster: Putative KH domain protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative KH domain protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ZBV0	CHR5V7|COORD:18740662..18743061| KH domain-containing protein	AT5G46190.1	CHR08V5|COORD:5809684..5804771|protein nucleic acid binding protein, putative, expressed	LOC_Os08g10030.2	no descriptionweakly similar to ( 188)AT5G46190| Symbols:  | KH domain-containing protein | chr5:18740662-18743061 REVERSEnot assigned not assigned not assigned not assigned not assigned PCBP_like_KH KH-I KH_1 KH PRK11824	not assigned.no ontology	35_1

CUST_167572_PI403524517	2	0.08618355	-0.18682289	0.030516624	0.1295166	-0.03051567	-0.042303085	35_46677	"Cluster: Hypothetical protein OSJNBb0070O09.3; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0070O09.3 - Oryza sativa (japonica cu"	UniRef90_Q7Y011	"CHR3V7|COORD:3029907..3031936| ATB' BETA (Arabidopsis thaliana serine/threonine protein phosphatase 2A 55 kDa regulatory subunit B prime beta); protein phosphat"	AT3G09880.1	CHR03V5|COORD:27079723..27073596|protein transposon protein, putative, unclassified, expressed	LOC_Os03g47790.3	"no descriptionweakly similar to ( 170)AT3G09880| Symbols: ATB' BETA | ATB' BETA (Arabidopsis thaliana serine/threonine protein phosphatase 2A 55 kDa regulatory subunit B prime beta); protein phosphatase type 2A regulator | chr3:3029907-3031936 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned B56 Herpes_BLLF1 Extensin_2 PRK12323 PRK07003 HPC2 Atrophin-1 KAR9 Tymo_45kd_70kd Drf_FH1 PRK07764 TT_ORF1 DUF1421 Pneumo_att_G PRK12678 AF-4 IER GRASP55_65 Herpes_TAF50 APC_basic Gag_spuma PRK05648"	protein.postranslational modification	29_4

CUST_90139_PI403524517	2	0.037815094	-0.037814617	0.05413723	-0.42234612	0.6383138	-0.28924227	35_25784	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_10601_PI404877155	2	-0.2664299	-0.45088196	0.067873955	0.03877926	-0.038778305	0.22819328	Contig4291_at	P0003D09.29 [Oryza sativa (japonica cultivar-group)] dbj|BAB92238.1| phosphate/phosphoenolpyruvate translocator protein-like [Oryza sativa (	NP_915838.1	phosphate translocator-related	At4g32390.1	protein expressed protein	Os01g58870	NONE	transport.metabolite transporters at the envelope membrane	34_8

CUST_27873_PI399408534	2	0.05910015	-0.190979	-0.102594376	0.042669296	-0.0058488846	0.005847931	35_6004	"Cluster: Os06g0526600 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0526600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DBU5	CHR5V7|COORD:25489824..25492422| DEAD box RNA helicase, putative	AT5G63630.1	CHR06V5|COORD:19523705..19515633|protein ATP binding protein, putative, expressed	LOC_Os06g33520.1	 no descriptionmoderately similar to ( 432)AT5G63630| Symbols:  | DEAD box RNA helicase, putative | chr5:25489824-25492422 REVERSEvery weakly similar to (88.6)IF4A3_NICPLEukaryotic initiation factor 4A-3 - Nicotiana plumbaginifolia (Leadwort-leaved tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned SrmB PRK11776 HELICc PRK11634 PRK10590 PRK01297 HELICc PRK04837 PRK11192 Helicase_C PRK04537 RecQ COG1203 MPH1 SSL2 PRK11057 	RNA.processing.RNA helicase	27_1_2

CUST_5036_PI404877155	2	-0.748847	0.07302618	0.35431433	-0.053382397	0.053382874	-0.47287607	Contig1646_at	glutamine synthetase isoform GSr1 [Triticum aestivum]	AAR84347.1	glutamine synthetase, putative	At5g37600.1	protein Glutamine synthetase, catalytic domain, putative	Os03g12290	NONE	N-metabolism.ammonia metabolism.glutamine synthase	12_2_02

CUST_56120_PI403524517	2	-0.08307552	-0.46694756	-0.013628006	0.06886768	0.013628006	0.14279747	35_15971	"Cluster: At3g13650; n=1; Oryza sativa (japonica cultivar-group)|Rep: At3g13650 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53NP8	CHR1V7|COORD:24507287..24507856| disease resistance-responsive family protein	AT1G65870.1	CHR11V5|COORD:3913665..3912620|protein disease resistance response protein 206, putative, expressed	LOC_Os11g07670.1	no descriptionweakly similar to ( 155)AT1G65870| Symbols:  | disease resistance-responsive family protein | chr1:24507287-24507856 FORWARDvery weakly similar to (73.6)DR206_PEADisease resistance response protein 206 - Pisum sativum (Garden pea)not assigned Dirigent	stress.biotic	20_1

CUST_44519_PI403524517	2	0.31755733	-1.4264069	-0.16699696	-0.02871418	0.02871418	0.032678604	35_12771	"Cluster: Hypothetical protein At3g61770; n=2; Arabidopsis thaliana|Rep: Hypothetical protein At3g61770 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q8RXV2	"CHR3V7|COORD:22875610..22877223| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G67600.1); similar to Os05g0534100 [Oryza sativa (japonica"	AT3G61770.1	CHR05V5|COORD:26424397..26426626|protein acid phosphatase/vanadium-dependent haloperoxidase related, putative, expressed	LOC_Os05g45770.1	"no descriptionweakly similar to ( 144)AT3G61770| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G67600.1); similar to Os05g0534100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001056147.1); similar to hypothetical protein DSY2350 [Desulfitobacterium hafniense Y51] (GB:YP_518583.1); contains InterPro domain Acid phosphatase/vanadium-dependent haloperoxidase; (InterPro:IPR008934); contains InterPro domain Acid phosphatase/vanadium-dependent haloperoxidase related; (InterPro:IPR003832) | chr3:22875610-22877223 FORWARDDUF212 COG1963"	not assigned.unknown	35_2

CUST_16560_PI403524517	2	0.045372486	-0.30735016	-0.036614895	0.036614418	0.1428647	-0.13768339	35_4783	"Cluster: Nrap protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Nrap protein, expressed - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QX78	"CHR1V7|COORD:23673353..23679205| similar to Nrap protein, expressed [Oryza sativa (japonica cultivar-group)] (GB:ABA95899.2); similar to Nrap protein, expressed"	AT1G63810.1	CHR12V5|COORD:3359719..3368243|protein nrap protein, expressed	LOC_Os12g06910.2	" no descriptionmoderately similar to ( 223)AT1G63810| Symbols:  | similar to Nrap protein, expressed [Oryza sativa (japonica cultivar-group)] (GB:ABA95899.2); similar to Nrap protein, expressed [Oryza sativa (japonica cultivar-group)] (GB:ABA95898.2); contains InterPro domain Nrap protein; (InterPro:IPR005554) | chr1:23673353-23679205 REVERSEnot assigned Nrap "	not assigned.no ontology	35_1

CUST_14503_PI403524517	2	0.16222572	0.22171116	-0.007088661	0.007089615	-0.010343552	-0.043762207	35_4168	"Cluster: Putative cyclin-selective ubiquitin carrier protein E2-C; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative cyclin-selective ubiquitin carrier"	UniRef90_Q9LIY1	"CHR1V7|COORD:18708673..18709971| UBC20 (ubiquitin-conjugating enzyme 20); ubiquitin-protein ligase"	AT1G50490.1	CHR01V5|COORD:9442457..9443344|protein ubiquitin-conjugating enzyme X, putative, expressed	LOC_Os01g16650.1	"no descriptionmoderately similar to ( 246)AT1G50490| Symbols: UBC20 | UBC20 (ubiquitin-conjugating enzyme 20); ubiquitin-protein ligase | chr1:18708673-18709971 REVERSEweakly similar to ( 121)UBC2_MEDSAUbiquitin-conjugating enzyme E2-17 kDa - Medicago sativa (Alfalfa)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned UQ_con UBCc COG5078 UBCc"	protein.degradation.ubiquitin.E2	29_5_11_3

CUST_15053_PI403524517	2	0.14812756	0.27174568	0.028223515	-0.055569172	-0.0765419	-0.028223991	35_4339	"Cluster: Monogalactosyldiacylglycerol synthase; n=2; Arabidopsis thaliana|Rep: Monogalactosyldiacylglycerol synthase - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_O82730	"CHR5V7|COORD:6896767..6898583| MGD2 (monogalactosyldiacylglycerol synthase 2); 1,2-diacylglycerol 3-beta-galactosyltransferase/"	AT5G20410.1	CHR02V5|COORD:34217280..34221752|protein MGD2, putative, expressed	LOC_Os02g55910.1	" no descriptionhighly similar to ( 645)AT5G20410| Symbols: ATMGD2, MGD2 | MGD2 (monogalactosyldiacylglycerol synthase 2); 1,2-diacylglycerol 3-beta-galactosyltransferase/ transferase, transferring glycosyl groups | chr5:6896767-6898583 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned MGDG_synth MurG murG PRK12323 TT_ORF1 PRK07003 PRK07764 Herpes_BLLF1 Metaviral_G Protamine_P1 Glyco_tran_28_C Atrophin-1 DUF566 Drf_FH1 Tymo_45kd_70kd AF-4 APC_basic "	lipid metabolism.glycolipid synthesis.MGDG synthase	11_10_1

CUST_26413_PI403524517	2	-0.04627037	-0.34061384	0.016798496	1.1853642	-0.016798496	1.1367803	35_7653	"Cluster: Kelch motif, putative; n=1; Oryza sativa (japonica cultivar-group)|Rep: Kelch motif, putative - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53NA8	0	0	CHR11V5|COORD:7875009..7873356|protein protein kinase Kelch repeat:Kelch, putative, expressed	LOC_Os11g14140.1	no description	not assigned.unknown	35_2

CUST_9686_PI403524517	2	0.08565807	-0.61295414	-0.04058838	-0.019845009	0.04019642	0.019844055	35_2731	"Cluster: Importin beta-like protein; n=2; Oryza sativa|Rep: Importin beta-like protein - Oryza sativa (Rice)"	UniRef90_Q8GTC5	CHR5V7|COORD:21731242..21733935| importin beta-2, putative	AT5G53480.1	CHR05V5|COORD:16615805..16620648|protein importin beta-1 subunit, putative, expressed	LOC_Os05g28510.4	 no descriptionmoderately similar to ( 449)AT5G53480| Symbols:  | importin beta-2, putative | chr5:21731242-21733935 FORWARDnot assigned not assigned KAP95 	protein.targeting.nucleus	29_3_1

CUST_39206_PI403524517	2	0.046686172	-0.020160675	-0.0836277	-0.033423424	0.020161629	0.032301903	35_11276	"Cluster: Os01g0737800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0737800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JJI1	"CHR5V7|COORD:16118619..16122011| ERA1 (ENHANCED RESPONSE TO ABA 1); protein farnesyltransferase"	AT5G40280.1	CHR01V5|COORD:31106121..31101950|protein protein farnesyltransferase beta subunit, putative, expressed	LOC_Os01g53600.2	" no descriptionweakly similar to ( 113)AT5G40280| Symbols: ATFTB, WIG, ERA1 | ERA1 (ENHANCED RESPONSE TO ABA 1); protein farnesyltransferase | chr5:16118619-16122011 FORWARDweakly similar to ( 160)PFTB_PEAProtein farnesyltransferase subunit beta - Pisum sativum (Garden pea)not assigned FTase PTase CAL1 "	protein.postranslational modification	29_4

CUST_170362_PI403524517	2	0.20957232	-0.020889282	0.020889282	0.2971015	-0.34841013	-0.23090267	35_47452	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_142626_PI403524517	2	-0.08470726	-0.020871162	0.3309803	-0.20890713	0.22955132	0.020871162	35_39974	Rep: Fimbrin/plastin-like - Triticum aestivum (Wheat)	UniRef90_O24399	CHR5V7|COORD:13890063..13893662| fimbrin-like protein, putative	AT5G35700.1	CHR02V5|COORD:29827376..29832174|protein fimbrin 1, putative, expressed	LOC_Os02g48740.1	 no descriptionmoderately similar to ( 212)AT5G35700| Symbols: FIM2 | fimbrin-like protein, putative | chr5:13890063-13893662 REVERSEnot assigned SAC6 	cell.organisation	31_1

CUST_113726_PI403524517	2	0.56292534	0.33556318	-0.10501528	-0.18936253	-0.34668922	0.1050148	35_32277	"Cluster: Hypothetical protein OJ1174_H11.8; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1174_H11.8 - Oryza sativa (japonica cultivar"	UniRef90_Q6AVA5	CHR1V7|COORD:20420686..20424400| AtATG18h (Arabidopsis thaliana homolog of yeast autophagy 18 (ATG18) h)	AT1G54710.1	CHR05V5|COORD:19685640..19691882|protein expressed protein	LOC_Os05g33610.3	no descriptionweakly similar to ( 179)AT1G54710| Symbols: AtATG18h | AtATG18h (Arabidopsis thaliana homolog of yeast autophagy 18 (ATG18) h) | chr1:20420686-20424400 REVERSEnot assigned	not assigned.unknown	35_2

CUST_66076_PI403524517	2	-0.007000923	0.17896461	0.0069999695	-0.16427231	-0.03639984	0.07412052	35_18870	"Cluster: Hypothetical protein P0605G01.6; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0605G01.6 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q688N3	CHR5V7|COORD:6508097..6512703| armadillo/beta-catenin repeat family protein / BTB/POZ domain-containing protein	AT5G19330.1	CHR05V5|COORD:19294403..19285345|protein protein binding protein, putative, expressed	LOC_Os05g33050.1	no descriptionhighly similar to ( 874)AT5G19330| Symbols:  | armadillo/beta-catenin repeat family protein / BTB/POZ domain-containing protein | chr5:6508302-6512703 REVERSEvery weakly similar to (63.9)SPL11_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned BTB ARM BTB SRP1 COG1413	not assigned.no ontology.armadillo/beta-catenin repeat family protein	35_1_3

CUST_35219_PI403524517	2	-0.40551758	-0.25621223	-0.0048208237	0.11096287	0.0048208237	0.05103779	35_10152	"Cluster: Putative drought-induced protein DI; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative drought-induced protein DI - Oryza sativa (japonica cult"	UniRef90_Q5JME8	CHR4V7|COORD:972776..974203| drought-responsive family protein	AT4G02200.1	CHR01V5|COORD:43172618..43174991|protein fb2, putative, expressed	LOC_Os01g73960.1	no descriptionvery weakly similar to (62.8)AT5G26990| Symbols:  | drought-responsive family protein | chr5:9491369-9493642 FORWARDDi19	stress.abiotic.drought/salt	20_2_3

CUST_18505_PI403524517	2	-0.11163044	0.5069046	-1.2326899	0.26970196	-1.2290335	0.11163139	35_5350	Rep: ABA 8'-hydroxylase1 - Oryza sativa (japonica cultivar-group)	UniRef90_Q05JG2	CHR1V7|COORD:17885804..17887523| F-box family protein	AT1G48400.1	CHR02V5|COORD:28989848..28992712|protein cytochrome P450 90D2, putative, expressed	LOC_Os02g47470.3	" no descriptionweakly similar to ( 116)AT4G19230| Symbols: CYP707A1 | CYP707A1 (cytochrome P450, family 707, subfamily A, polypeptide 1); oxygen binding | chr4:10521535-10523577 FORWARDvery weakly similar to (58.9)KAO1_HORVUEnt-kaurenoic acid oxidase 1 - Hordeum vulgare (Barley)not assigned not assigned not assigned p450 CypX "	misc.cytochrome P450	26_10

CUST_33091_PI403524517	2	-0.002231598	0.032155037	0.0022325516	-0.23101711	0.20005512	-0.2533884	35_9541	"Cluster: Hypothetical protein P0431G05.9; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0431G05.9 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q5WMX9	"CHR5V7|COORD:9820315..9822872| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G47900.1); similar to Os01g0931100 [Oryza sativa (japonica"	AT5G27730.1	CHR05V5|COORD:3235586..3240863|protein expressed protein	LOC_Os05g06360.1	"no descriptionmoderately similar to ( 236)AT5G27730| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G47900.1); similar to Os01g0931100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001045294.1); similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE92860.1) | chr5:9820315-9822872 FORWARDnot assigned COG4299"	not assigned.unknown	35_2

CUST_3442_PI403524517	2	0.0036611557	0.19043827	-0.058691025	-0.003660202	-0.018445015	0.10007095	35_940	Rep: Ubiquitin-like protein SMT3 - Oryza sativa (Rice)	UniRef90_P55857	CHR4V7|COORD:13497472..13498464| SUM1 (SMALL UBIQUITIN-LIKE MODIFIER 1)	AT4G26840.1	CHR01V5|COORD:40393254..40390920|protein ubiquitin-like protein SMT3, putative, expressed	LOC_Os01g68950.3	 no descriptionweakly similar to ( 166)AT4G26840| Symbols: SUMO 1, SUMO1, SUM1 | SUM1 (SMALL UBIQUITIN-LIKE MODIFIER 1) | chr4:13497472-13498464 FORWARDweakly similar to ( 186)SMT3_ORYSAnot assigned Sumo SMT3 UBQ ubiquitin 	protein.degradation.ubiquitin.ubiquitin	29_5_11_1

CUST_3937_PI403524517	2	-0.11280632	0.22881413	0.009944916	-0.009944916	-0.07625008	0.07733345	35_1092	Rep: Xylose isomerase - Hordeum vulgare (Barley)	UniRef90_Q40082	CHR5V7|COORD:23364256..23367031| xylose isomerase family protein	AT5G57655.2	CHR07V5|COORD:28274941..28270621|protein xylose isomerase, putative, expressed	LOC_Os07g47290.1	no descriptionhighly similar to ( 740)AT5G57655| Symbols:  | xylose isomerase family protein | chr5:23364256-23367031 FORWARDhighly similar to ( 904)XYLA_HORVUXylose isomerase - Hordeum vulgare (Barley)PRK05474 XylA PRK12465 PRK12677 AP_endonuc_2	minor CHO metabolism.others.Xylose isomerase	3_5_1

CUST_26019_PI403524517	2	0.042154312	-0.05441761	-0.29833603	0.022076607	0.050008774	-0.022076607	35_7539	"Cluster: LRR and BTB/POZ domain-containing protein FBL11; n=1; Arabidopsis thaliana|Rep: LRR and BTB/POZ domain-containing protein FBL11 - Arabidopsis thaliana"	UniRef90_Q8S8F2	CHR2V7|COORD:15254973..15259879| ubiquitin-protein ligase	AT2G36370.1	CHR01V5|COORD:43042572..43048410|protein Leucine Rich Repeat family protein, expressed	LOC_Os01g73750.1	no descriptionmoderately similar to ( 239)AT2G36370| Symbols:  | ubiquitin-protein ligase | chr2:15254973-15259879 FORWARDnot assigned not assigned	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_16941_PI403524517	2	0.007388115	0.10134888	-0.040520668	0.035694122	-0.0073871613	-0.054042816	35_4896	"Cluster: Os02g0819400 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0819400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DWE0	CHR3V7|COORD:16501737..16505437| 2-phosphoglycerate kinase-related	AT3G45090.1	CHR02V5|COORD:35169385..35164542|protein expressed protein	LOC_Os02g57400.2	no descriptionhighly similar to ( 684)AT3G45090| Symbols:  | 2-phosphoglycerate kinase-related | chr3:16501737-16505437 REVERSECOG2074 PRK04220 PRK12337 PRK12338 PRK12339	not assigned.unknown	35_2

CUST_79531_PI403524517	2	-0.0321002	-0.18353319	0.061808586	0.14717388	0.032100677	-0.16350174	35_22812	"Cluster: Endoribonuclease E-like protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Endoribonuclease E-like protein - Oryza sativa (japonica cultivar-gro"	UniRef90_Q656E2	"CHR4V7|COORD:17828532..17830311| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G36320.1); similar to conserved hypothetical protein [Medicago"	AT4G37920.1	CHR01V5|COORD:11408909..11417809|protein expressed protein	LOC_Os01g20110.2	"no descriptionmoderately similar to ( 202)AT4G37920| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G36320.1); similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE84185.1) | chr4:17828532-17830311 REVERSE"	PS.lightreaction.NADH DH	1_1_6

CUST_227_PI399407379	2	0.46218204	0.079873085	-0.45261097	0.25079632	-0.09675121	-0.07987404	HvIPT8									

CUST_6385_PI404877155	2	-0.08155441	0.27697563	0.05733967	-0.06249714	-0.057340622	0.113266945	Contig19089_at	receptor-like protein kinase [Arabidopsis thaliana]	BAA96958.1	leucine-rich repeat family protein / protein kinase family protein	At5g48380.1	protein receptor-like protein kinase	Os11g14420	"leucine-rich repeat family protein / protein kinase family protein, contains protein kinase domain, Pfam:PF00069; contains leucine-rich repeats, Pfam:PF00560"	signalling.receptor kinases.leucine rich repeat X	30_2_10

CUST_12246_PI403524517	2	0.11991787	0.036603928	0.010494232	-0.05596733	-0.0104932785	-0.033893585	35_3486	"Cluster: Hypothetical protein OJ1316_H05.23; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1316_H05.23 - Oryza sativa (japonica cultiv"	UniRef90_Q5VQE0	CHR3V7|COORD:8063070..8064482| leucine-rich repeat family protein / extensin family protein	AT3G22800.1	CHR01V5|COORD:26904848..26903393|protein hypothetical protein	LOC_Os01g46670.1	no description	not assigned.unknown	35_2

CUST_104587_PI403524517	2	-0.074261665	-0.3715577	-0.04044056	0.14720535	0.19143724	0.040441036	35_29804	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_9429_PI404877155	2	-0.031080246	0.05220127	0.031012535	-0.0029935837	0.0029935837	-0.046710014	Contig3169_at	GTP-binding protein [Oryza sativa] dbj|BAD53715.1| GTP-binding protein [Oryza sativa (japonica cultivar-group)]	AAK15703.1	Ras-related GTP-binding family protein	At4g18800.1	protein Ras family, putative	Os05g44070	"Ras-related GTP-binding family protein, similar to ras-related GTP binding protein RIC2 SP:P40393 from (Oryza sativa); contains Pfam profile: PF00071 Ras family"	signalling.G-proteins	30_5

CUST_99419_PI403524517	2	-0.064786434	0.027889252	0.023658752	-0.025885582	0.5309453	-0.023658752	35_28381	"Cluster: Putative HASTY; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative HASTY - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5ZDB2	CHR3V7|COORD:1401485..1408101| HST (HASTY)	AT3G05040.1	CHR01V5|COORD:14792157..14804611|protein HST, putative, expressed	LOC_Os01g26160.2	no descriptionweakly similar to ( 187)AT3G05040| Symbols: HST | HST (HASTY) | chr3:1401485-1408101 REVERSE	not assigned.no ontology	35_1

CUST_18799_PI403524517	2	0.04723358	0.06783867	0.13291168	-0.19629002	-0.115184784	-0.047234535	35_5442	"Cluster: Os07g0420700 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os07g0420700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D6X9	"CHR3V7|COORD:8502362..8509365| HGL1 (HETEROGLYCAN GLUCOSIDASE 1); hydrolase, hydrolyzing O-glycosyl compounds"	AT3G23640.1	CHR07V5|COORD:13486581..13499331|protein alpha-glucosidase 2, putative, expressed	LOC_Os07g23880.1	" no descriptionweakly similar to ( 181)AT3G23640| Symbols: HGL1 | HGL1 (HETEROGLYCAN GLUCOSIDASE 1); hydrolase, hydrolyzing O-glycosyl compounds | chr3:8502362-8509365 FORWARD"	major CHO metabolism.degradation.starch.starch cleavage	2_2_2_1

CUST_148536_PI403524517	2	-0.13703918	0.4441247	0.49788332	0.08356428	-0.08356428	-0.67977715	35_41554	"Cluster: Putative dem protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative dem protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K4M9	CHR4V7|COORD:16078192..16080413| dem protein-related / defective embryo and meristems protein-related	AT4G33400.1	CHR02V5|COORD:33541425..33544576|protein protein CYPRO4, putative, expressed	LOC_Os02g54780.1	no descriptionvery weakly similar to (88.2)AT4G33400| Symbols:  | dem protein-related / defective embryo and meristems protein-related | chr4:16078192-16080413 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07003 Herpes_BLLF1 infB PRK12678 TT_ORF1 PRK12323 Gag_spuma Atrophin-1 PRK07764 FAP DUF566 PRK09169 Protamine_P1 HPC2 APC_basic Pneumo_att_G DUF1421 DUF1509	development.unspecified	33_99

CUST_56879_PI403524517	2	-0.39081	-0.3134718	0.36892605	0.037557602	0.1792841	-0.037557602	35_16208	"Cluster: Putative casein kinase I; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative casein kinase I - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K988	"CHR1V7|COORD:1005438..1008117| ADK1 (DUAL SPECIFICITY KINASE 1); kinase"	AT1G03930.1	CHR02V5|COORD:34639001..34643317|protein casein kinase I isoform delta-like, putative, expressed	LOC_Os02g56560.1	"no descriptionhighly similar to ( 595)AT3G23340| Symbols: CKL10 | CKL10 (Casein Kinase I-like 10); casein kinase I/ kinase | chr3:8351054-8353798 FORWARDvery weakly similar to (63.5)CRK_DAUCACDPK-related protein kinase - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc Pkinase SPS1 S_TKc TyrKc Pkinase_Tyr PTKc PTKc_Srm_Brk PTKc_Syk_like PTKc_Jak_rpt2 PTKc_Src_like PTKc_Ack_like PTKc_PDGFR PTKc_EGFR_like PTKc_Tec_like"	protein.postranslational modification	29_4

CUST_27920_PI403524517	2	0.040813446	-0.040813923	0.113348484	0.08533573	-0.55328417	-0.08691549	35_8073	"Cluster: Putative lung alpha/beta hydrolase protein 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative lung alpha/beta hydrolase protein 1 - Oryza sat"	UniRef90_Q5NA00	CHR1V7|COORD:12530914..12534009| esterase/lipase/thioesterase family protein	AT1G34340.1	CHR01V5|COORD:38090281..38097251|protein embryogenesis-associated protein EMB8, putative, expressed	LOC_Os01g65070.1	no descriptionvery weakly similar to (98.2)AT1G34340| Symbols:  | esterase/lipase/thioesterase family protein | chr1:12530914-12534009 FORWARDnot assigned not assigned not assigned	development.unspecified	33_99

CUST_58590_PI403524517	2	-0.0077552795	0.47029972	-0.07785511	0.0699234	-0.014557838	0.0077552795	35_16713	"Cluster: Hypothetical protein P0456B03.121-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0456B03.121-1 - Oryza sativa (japonica cult"	UniRef90_Q84Q47	"CHR5V7|COORD:5405529..5406644| similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:BAD26450.1); similar to Os08g0425800 [Oryza sativa"	AT5G16550.1	CHR08V5|COORD:20332352..20328908|protein expressed protein	LOC_Os08g32980.1	"no descriptionweakly similar to ( 132)AT5G16550| Symbols:  | similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:BAD26450.1); similar to Os08g0425800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001061840.1) | chr5:5405529-5406644 FORWARDnot assigned not assigned TT_ORF1 PRK12323 PRK07003"	not assigned.unknown	35_2

CUST_13265_PI404877155	2	-0.52571106	-0.18702888	0.4560976	0.4220724	-0.16926765	0.16926765	Contig6958_s_at	putative serine/threonine kinase receptor precursor [Oryza sativa (japonica cultivar-group)]	BAC83192.1	receptor-like protein kinase 4, putative (RLK4)	At4g23180.1	protein Protein kinase domain, putative	Os07g35260	protein kinase family protein, contains Pfam domain PF00069: Protein kinase domain	signalling.receptor kinases.misc	30_2_99

CUST_19978_PI403524517	2	0.45635748	-0.13295555	0.104679585	0.059244633	-0.15989542	-0.059244633	35_5791	Rep: B0402A04.3 protein - Oryza sativa (Rice)	UniRef90_Q01JD9	CHR2V7|COORD:13887266..13892541| 26S proteasome regulatory subunit, putative	AT2G32730.1	CHR08V5|COORD:7585215..7590672|protein 26S proteasome non-ATPase regulatory subunit 1, putative, expressed	LOC_Os08g12820.2	 no descriptionhighly similar to ( 773)AT2G32730| Symbols:  | 26S proteasome regulatory subunit, putative | chr2:13887266-13892541 FORWARDnot assigned not assigned RPN2 RPN1 	protein.degradation.ubiquitin.proteasom	29_5_11_20

CUST_15157_PI399408534	2	0.012807846	0.19890499	-0.012806892	-0.15029526	0.018081665	-0.06896877	35_1676	"Cluster: Os09g0510700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0510700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J0G6	CHR5V7|COORD:4255926..4262021| SFC (SCARFACE, VASCULAR NETWORK DEFECTIVE 3)	AT5G13300.1	CHR09V5|COORD:19830851..19823250|protein VAN3, putative, expressed	LOC_Os09g33600.1	 no descriptionweakly similar to ( 103)AT5G13300| Symbols: VAN3, SFC | SFC (SCARFACE, VASCULAR NETWORK DEFECTIVE 3) | chr5:4255926-4262021 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned ANK Arp 	signalling.G-proteins	30_5

CUST_52103_PI403524517	2	0.0969286	0.42294598	-0.028015137	-0.09441185	-0.2223854	0.028015137	35_14849	"Cluster: Cell division control protein 48 homolog E; n=13; Magnoliophyta|Rep: Cell division control protein 48 homolog E - Arabidopsis thaliana (Mouse-ear cress"	UniRef90_Q9LZF6	"CHR5V7|COORD:810090..813132| (Cell division control protein 48 homolog E); ATPase"	AT5G03340.1	CHR03V5|COORD:2835793..2831404|protein cell division control protein 48 homolog E, putative, expressed	LOC_Os03g05730.1	"no descriptionnearly identical (1316)AT5G03340| Symbols:  | (Cell division control protein 48 homolog E); ATPase | chr5:810090-813132 REVERSEnearly identical (1313)CDC48_SOYBNCell division cycle protein 48 homolog - Glycine max (Soybean)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned SpoVK PRK03992 RPT1 AAA HflB hflB COG1223 CDC48_N AAA clpA AAA ruvB COG0714 RuvB MGS1 DnaA PRK04195 AF-4 clpX ClpX"	protein.degradation.ubiquitin.proteasom	29_5_11_20

CUST_4674_PI404877155	2	-0.21452427	0.07646942	0.021240234	0.041377068	-0.17200279	-0.021241188	Contig15860_at	leucine-rich repeat family protein / protein kinase family protein [Arabidopsis thaliana]	NP_174702.1	leucine-rich repeat family protein / protein kinase family protein	At1g34420.1	protein Leucine Rich Repeat, putative	Os12g08180	"leucine-rich repeat family protein / protein kinase family protein, contains leucine rich repeat (LRR) domains, Pfam:PF00560; contains protein kinase domain, Pfam:PF00069"	signalling.receptor kinases.leucine rich repeat X	30_2_10

CUST_92702_PI403524517	2	0.09838009	-0.01300621	-0.08154106	-0.00582695	0.06423378	0.00582695	35_26505	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_80287_PI403524517	2	-1.0441446	-0.7353239	1.2173352	0.7353244	0.81655407	-1.5538011	35_23025	Rep: OSJNBb0013O03.11 protein - Oryza sativa (Rice)	UniRef90_Q7XKP5	CHR5V7|COORD:23169587..23172098| basic helix-loop-helix (bHLH) family protein	AT5G57150.1	CHR04V5|COORD:13376501..13375009|protein helix-loop-helix DNA-binding domain containing protein	LOC_Os04g23440.1	no description	not assigned.unknown	35_2

CUST_17561_PI403524517	2	0.20966053	0.60715866	0.037495613	-0.15172482	-0.12488079	-0.03749466	35_5073	"Cluster: Hypothetical protein P0024G09.36; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0024G09.36 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5ZBL3	CHR1V7|COORD:6649553..6650375| similar to Os01g0144700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001042006.1)	AT1G19240.1	CHR01V5|COORD:2403257..2404869|protein expressed protein	LOC_Os01g05140.1	no description	not assigned.unknown	35_2

CUST_24477_PI399408534	2	0.090601444	0.19815636	0.018025875	-0.018026352	-0.58127356	-0.06524229	35_38770	"Cluster: Hypothetical protein P0022F10.18; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0022F10.18 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5JNA1	CHR3V7|COORD:19777905..19779346| transcriptional factor B3 family protein	AT3G53310.1	CHR01V5|COORD:30513231..30516759|protein B3 DNA binding domain containing protein, expressed	LOC_Os01g52540.1	no descriptionvery weakly similar to (67.4)AT3G53310| Symbols:  | transcriptional factor B3 family protein | chr3:19777905-19779346 REVERSEB3	RNA.regulation of transcription.B3 transcription factor family	27_3_41

CUST_19539_PI399408534	2	-0.0035572052	-0.26003456	-0.100027084	0.06325436	0.10013771	0.0035572052	35_36734	Rep: OSJNBb0060E08.6 protein - Oryza sativa (Rice)	UniRef90_Q7XM93	CHR4V7|COORD:13554989..13557769| RNA-binding protein 45 (RBP45), putative	AT4G27000.1	CHR04V5|COORD:31600397..31604418|protein RNA Binding Protein 45, putative, expressed	LOC_Os04g53440.2	"no descriptionweakly similar to ( 167)AT1G11650| Symbols: ATRBP45B | ATRBP45B; RNA binding | chr1:3914895-3917301 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned RRM RRM_1 COG0724"	RNA.regulation of transcription.unclassified	27_3_99

CUST_76736_PI403524517	2	-0.046941757	0.57927513	0.02258873	-0.022589684	-0.061368942	0.08417511	35_21997	"Cluster: Hypothetical protein OSJNBa0094J08.30; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0094J08.30 - Oryza sativa (japonica"	UniRef90_Q84TW6	"CHR5V7|COORD:1551594..1553544| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G40640.1); similar to hypothetical protein [Oryza sativa (japonica"	AT5G05230.1	CHR02V5|COORD:35665757..35662131|protein expressed protein	LOC_Os02g58280.1	"no descriptionweakly similar to ( 125)AT5G05230| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G40640.1); similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:AAO60024.1); contains domain RING/U-box (SSF57850); contains domain no description (G3D.3.30.40.10) | chr5:1551594-1553544 FORWARD"	not assigned.unknown	35_2

CUST_169945_PI403524517	2	0.24820042	-0.2252245	0.1480074	-0.5340266	0.3364401	-0.1480074	35_47336	"Cluster: Os09g0572500 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os09g0572500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IZF3	"CHR5V7|COORD:7555382..7559869| ATCSLA02 (Cellulose synthase-like A2); transferase, transferring glycosyl groups"	AT5G22740.1	CHR09V5|COORD:22896708..22902150|protein beta-1,4-mannan synthase, putative, expressed	LOC_Os09g39920.1	" no descriptionvery weakly similar to (52.4)AT5G22740| Symbols: CSLA02, ATCSLA2, ATCSLA02 | ATCSLA02 (Cellulose synthase-like A2); transferase, transferring glycosyl groups | chr5:7555382-7559869 REVERSE"	cell wall.cellulose synthesis	10_2

CUST_121759_PI403524517	2	0.15104008	-0.06640339	-0.12763405	-0.007692337	0.007692337	0.02326107	35_34380	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_10153_PI403524517	2	0.44149017	0.064900875	-0.06490135	0.60767174	-0.09553146	-0.2146759	35_2866	"Cluster: Hypothetical protein OJ1134F05.7; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1134F05.7 - Oryza sativa (japonica cultivar-g"	UniRef90_Q8H8C2	"CHR1V7|COORD:24061212..24063078| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G55370.2); similar to Os03g0158300 [Oryza sativa (japonica"	AT1G64770.1	CHR03V5|COORD:3102869..3098942|protein expressed protein	LOC_Os03g06230.1	"no descriptionweakly similar to ( 143)AT1G64770| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G55370.2); similar to Os03g0158300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001049021.1); similar to Hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:AAN06836.1); contains InterPro domain Galactose mutarotase-like; (InterPro:IPR011013) | chr1:24061212-24062228 FORWARD"	not assigned.unknown	35_2

CUST_11948_PI403524517	2	0.0040512085	0.31116676	0.0764761	-0.015746117	-0.0040512085	-0.026106834	35_3398	"Cluster: Os12g0548300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os12g0548300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IMS5	"CHR5V7|COORD:25389348..25391064| NDPK2 (NUCLEOSIDE DIPHOSPHATE KINASE 2); ATP binding / nucleoside diphosphate kinase"	AT5G63310.1	CHR12V5|COORD:22149447..22156455|protein nucleoside diphosphate kinase 2, chloroplast precursor, putative, expressed	LOC_Os12g36194.1	" no descriptionmoderately similar to ( 244)AT5G63310| Symbols: NDPK1A, NDPK IA IA, NDPK IA, NDPK2 | NDPK2 (NUCLEOSIDE DIPHOSPHATE KINASE 2); ATP binding / nucleoside diphosphate kinase | chr5:25389348-25391064 REVERSEmoderately similar to ( 256)NDK2_TOBACNucleoside diphosphate kinase 2, chloroplast precursor - Nicotiana tabacum (Common tobacco)not assigned NDK NDPk_I NDK Ndk ndk NDPk NDPk7A NDPk7B NDPk6 NDPk_TX NDPk5 "	nucleotide metabolism.phosphotransfer and pyrophosphatases.nucleoside diphosphate kinase	23_4_10

CUST_178873_PI403524517	2	-0.009284973	0.022035599	-0.0059947968	0.072294235	-0.018880844	0.0059928894	35_49752	"Cluster: Transport protein particle component Bet3-like protein; n=2; Poaceae|Rep: Transport protein particle component Bet3-like protein - Oryza sativa (japoni"	UniRef90_Q8GRK9	CHR5V7|COORD:22259306..22260703| transport protein particle (TRAPP) component Bet3, putative	AT5G54750.1	CHR07V5|COORD:26729331..26731660|protein trafficking protein particle complex subunit 3, putative, expressed	LOC_Os07g44790.1	 no descriptionweakly similar to ( 123)AT5G54750| Symbols:  | transport protein particle (TRAPP) component Bet3, putative | chr5:22259306-22260703 FORWARDnot assigned TRAPP_Bet3 	transport.misc	34_99

CUST_57485_PI403524517	2	0.11140919	0.07900238	-0.120438576	-0.08882904	-0.07900238	0.17457962	35_16392	"Cluster: Protein kinase MK5; n=1; Mesembryanthemum crystallinum|Rep: Protein kinase MK5 - Mesembryanthemum crystallinum (Common ice plant)"	UniRef90_Q9M598	"CHR4V7|COORD:12754739..12757663| AFC2 (ARABIDOPSIS FUS3-COMPLEMENTING GENE 1); kinase"	AT4G24740.1	CHR12V5|COORD:16196784..16193413|protein serine/threonine-protein kinase AFC2, putative, expressed	LOC_Os12g27520.4	" no descriptionweakly similar to ( 102)AT4G24740| Symbols: AME1, AFC2 | AFC2 (ARABIDOPSIS FUS3-COMPLEMENTING GENE 1); kinase | chr4:12754739-12757663 REVERSEnot assigned not assigned "	protein.postranslational modification	29_4

CUST_139607_PI403524517	2	0.04495907	0.80991364	-0.07293987	-0.1757412	-0.0114479065	0.01144886	35_39153	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_19110_PI403524517	2	0.16534233	0.1445837	0.008174896	-0.030527115	-0.008174896	-0.07214069	35_5537	"Cluster: Os08g0545700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os08g0545700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J3Y4	CHR5V7|COORD:21145517..21147260| TraB protein-related	AT5G52030.2	CHR08V5|COORD:27196599..27198513|protein pheromone shutdown protein, putative, expressed	LOC_Os08g43230.1	no descriptionmoderately similar to ( 263)AT5G52030| Symbols:  | TraB protein-related | chr5:21146045-21147260 FORWARDnot assigned COG1916 TraB	not assigned.no ontology	35_1

CUST_110681_PI403524517	2	0.049786568	-0.11460018	0.0392313	-0.017308235	0.017309189	-0.38868713	35_31433	Rep: Cinnamyl alcohol dehydrogenase - Lolium perenne (Perennial ryegrass)	UniRef90_Q8S411	CHR4V7|COORD:17849666..17852139| mannitol dehydrogenase, putative	AT4G37970.1	CHR10V5|COORD:14979907..14974506|protein mannitol dehydrogenase, putative, expressed	LOC_Os10g29470.1	 no descriptionweakly similar to ( 167)AT4G37970| Symbols:  | mannitol dehydrogenase, putative | chr4:17849666-17852139 FORWARDweakly similar to ( 174)MTDH_MESCRProbable mannitol dehydrogenase - Mesembryanthemum crystallinum (Common ice plant)not assigned not assigned not assigned not assigned not assigned AdhP ADH_N Tdh AdhC tdh PRK09422 PRK10083 Qor PRK10309 	secondary metabolism.phenylpropanoids.lignin biosynthesis.CAD	16_2_1_10

CUST_137801_PI403524517	2	-0.011487484	0.21863699	0.05263281	-0.022539616	0.011487484	-0.23700953	35_38644	Rep: Kinesin K39, putative - Sphingopyxis alaskensis (Sphingomonas alaskensis)	UniRef90_Q1GSH7	CHR1V7|COORD:16816094..16817173| DNA binding / ligand-dependent nuclear receptor	AT1G44191.1	0	0	no description	not assigned.unknown	35_2

CUST_14916_PI403524517	2	0.053334236	-0.5210581	-0.33299637	0.16640472	0.10470295	-0.053334236	35_4298	"Cluster: Deoxyribodipyrimidine photolyase family protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Deoxyribodipyrimidine photolyase family protein-"	UniRef90_Q652J5	CHR4V7|COORD:12941496..12945004| deoxyribodipyrimidine photolyase family protein / DNA photolyase family protein	AT4G25290.1	CHR09V5|COORD:20897098..20903034|protein deoxyribodipyrimidine photolyase family protein, expressed	LOC_Os09g36240.3	no description	not assigned.unknown	35_2

CUST_165330_PI403524517	2	0.0857234	0.112501144	-0.0857234	0.4231305	-0.355896	-0.2594757	35_46074	0	0	"CHR5V7|COORD:17715750..17718960| SUVR2; histone-lysine N-methyltransferase/ zinc ion binding"	AT5G43990.3	0	0	no description	not assigned.unknown	35_2

CUST_31656_PI399408534	2	0.072286606	0.20778847	0.059150696	-0.18861675	-0.07558823	-0.059150696	35_1064	"Cluster: Putative fibrillarin protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative fibrillarin protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6AT27	CHR5V7|COORD:21311516..21313735| FIB1 (FIBRILLARIN 1)	AT5G52470.1	CHR02V5|COORD:35265718..35268913|protein fibrillarin-2, putative, expressed	LOC_Os02g57590.1	 no descriptionmoderately similar to ( 422)AT5G52470| Symbols: FBR1, ATFIB1, ATFBR1, SKIP7, FIB1 | FIB1 (FIBRILLARIN 1) | chr5:21311516-21313735 FORWARDnot assigned Fibrillarin NOP1 PRK04266 	RNA.processing	27_1

CUST_116018_PI403524517	2	-0.23199797	0.13250494	-0.061168194	0.11477327	-0.3760743	0.061168194	35_32899	"Cluster: Serine/threonine-protein kinase SAPK10; n=2; Oryza sativa|Rep: Serine/threonine-protein kinase SAPK10 - Oryza sativa (Rice)"	UniRef90_Q75H77	"CHR5V7|COORD:26727923..26729958| SNRK2-3/SNRK2.3/SRK2I (SNF1-RELATED PROTEIN KINASE 2-3, SNF1-RELATED PROTEIN KINASE 2.3); kinase/ protein kinase"	AT5G66880.1	CHR03V5|COORD:23025911..23023353|protein serine/threonine-protein kinase SAPK10, putative, expressed	LOC_Os03g41460.1	no description	not assigned.unknown	35_2

CUST_26695_PI399408534	2	0.021739006	0.46270943	-0.029248238	-0.15223312	0.05373001	-0.021738052	35_1222	"Cluster: AtRab18 (Putative GTP-binding protein) (GTP-binding protein(RAB1Y), putative); n=1; Arabidopsis thaliana|Rep: AtRab18 (Putative GTP-binding protein)"	UniRef90_O23657	"CHR1V7|COORD:16649374..16650835| ATRAB18 (Arabidopsis Rab GTPase homolog C1); GTP binding"	AT1G43890.1	CHR10V5|COORD:16368124..16363840|protein ras-related protein Rab-18, putative, expressed	LOC_Os10g31830.1	 no descriptionmoderately similar to ( 311)AT1G43890| Symbols: AtRABC1, AtRab18, ATRAB18 | ATRAB18 (Arabidopsis Rab GTPase homolog C1) | chr1:16649374-16650835 FORWARDmoderately similar to ( 209)YPTV3_VOLCAGTP-binding protein yptV3 - Volvox carterinot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Rab18 RAB Rab Rab8_Rab10_Rab13_like Ras Rab1_Ypt1 Rab11_like Rab2 Rab5_related Rab4 Rab14 Rab35 Rab19 Rab30 RabA_like Rab6 Rab39 Rab3 Rab21 Rab26 Ras Rab12 Rab7 Ras_like_GTPase Rab15 RAS Rab27A Rab32_Rab38 Rab33B_Rab33A Rho Rap_like RJL Rab9 Rap1 Rab40 RheB Ras2 COG1100 M_R_Ras_like RHO RalA_RalB Rap2 H_N_K_Ras_like Ran Rab23_lke Rab36_Rab34 Rit_Rin_Ric Rab24 RabL2 Rab28 Rho4_like ARHI_like RSR1 Rab20 RhoA_like RERG_RasL11_like RabL4 Wrch_1 Spg1 Tc10 Arf_Arl Rho3 RGK Rho2 Rac1_like RAN Cdc42 Rop_like Rhes_like Ras_dva RhoG Arf Arl10_like Miro Miro1 RabL3 Rnd Rnd3_RhoE_Rho8 Rnd2_Rho7 ARD1 Arl5_Arl8 ARLTS1 Arl2 Arl4_Arl7 Arl1 ARF Arf6 Arfrp1 Rnd1_Rho6 Arf1_5_like RRP22 Arl3 	signalling.G-proteins	30_5

CUST_135307_PI403524517	2	-0.08699465	-0.017962456	-0.013681412	0.26477814	0.013681412	0.098163605	35_37956	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_180318_PI403524517	2	0.209867	0.63452387	-0.36329412	-0.209867	-0.34211922	1.2930398	35_50148	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_108401_PI403524517	2	-0.11559868	-0.5691037	-0.20621395	0.11559868	0.1835041	0.12725449	35_30834	Rep: RIB40 genomic DNA, SC011 - Aspergillus oryzae	UniRef90_Q2TZ87	CHR5V7|COORD:9873173..9874301| 60S ribosomal protein L18 (RPL18C)	AT5G27850.1	CHR05V5|COORD:3208318..3210939|protein 60S ribosomal protein L18, putative, expressed	LOC_Os05g06310.1	no descriptionweakly similar to ( 115)AT5G27850| Symbols:  | 60S ribosomal protein L18 (RPL18C) | chr5:9873173-9874301 FORWARDweakly similar to ( 109)RL18_CICAR60S ribosomal protein L18 - Cicer arietinum (Chickpea) (Garbanzo)not assigned Ribosomal_L18e RPL18A PRK04005	protein.synthesis.misc ribososomal protein	29_2_2

CUST_19664_PI403524517	2	-0.08568001	0.26901627	0.15660477	-0.1429863	-0.13238144	0.085679054	35_5697	"Cluster: Flavin-containing monooxygenase family protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Flavin-containing monooxygenase"	UniRef90_Q336T9	CHR1V7|COORD:23186343..23188529| flavin-containing monooxygenase family protein / FMO family protein	AT1G62620.1	CHR10V5|COORD:21397494..21394729|protein disulfide oxidoreductase/ monooxygenase, putative, expressed	LOC_Os10g40570.1	no descriptionmoderately similar to ( 278)AT1G62620| Symbols:  | flavin-containing monooxygenase family protein / FMO family protein | chr1:23186343-23188529 FORWARDnot assigned not assigned FMO-like TrkA PRK07003	misc.oxidases - copper, flavone etc.	26_7

CUST_12748_PI404877155	2	-0.04573536	0.045736313	0.09633827	-0.04747963	-0.098752975	0.07257366	Contig6488_at	probable possible programmed cell death protein, copy 2 [Leishmania major] emb|CAC33968.1| possible programmed cell death protein [Leishmani	CAB95248.1	calcium-binding EF hand family protein	At5g04170.1	protein expressed protein	Os12g04240	probable possible programmed cell death protein, copy 2	signalling.calcium	30_3

CUST_1483_PI403524517	2	-3.1692505	-0.7495165	1.6421747	0.7495165	1.0402441	-0.8299751	35_391	"Cluster: Leaf-specific thionin DB4 precursor [Contains: Leaf-specific thionin DB4; Acidic protein]; n=3; Hordeum vulgare|Rep: Leaf-specific thionin DB4"	UniRef90_P08772	CHR1V7|COORD:24609539..24610136| thionin, putative	AT1G66100.1	CHR06V5|COORD:18773644..18772307|protein thionin precursor, putative, expressed	LOC_Os06g32240.1	" no descriptionvery weakly similar to (67.8)AT1G66100| Symbols:  | thionin, putative | chr1:24609539-24610136 REVERSEmoderately similar to ( 251)THN3_HORVULeaf-specific thionin DB4 precursor [Contains: Leaf-specific thionin DB4; Acidic protein] - Hordeum vulgare (Barley)Thionin "	stress.biotic	20_1

CUST_179640_PI403524517	2	0.30227518	1.0020771	0.14212132	-0.14212179	-0.43902636	-0.30530834	35_49958	"Cluster: Transducin/WD-40 repeat protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Transducin/WD-40 repeat protein - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6RUS5	"CHR3V7|COORD:2686984..2694917| RAPTOR1B (RAPTOR1); nucleotide binding / protein binding"	AT3G08850.1	CHR12V5|COORD:549495..540268|protein regulatory associated protein of mTOR, putative, expressed	LOC_Os12g01922.1	"no descriptionmoderately similar to ( 378)AT3G08850| Symbols: RAPTOR1B | RAPTOR1B (RAPTOR1); nucleotide binding / protein binding | chr3:2686984-2694917 REVERSEnot assigned"	not assigned.no ontology	35_1

CUST_164585_PI403524517	2	0.0206151	-0.0034451485	-0.03484392	-0.19756126	0.6302757	0.0034451485	35_45875	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_79871_PI403524517	2	0.011169434	-0.28602028	0.09645367	-0.011169434	-0.02263546	0.020878792	35_22905	"Cluster: Putative methionine sulfoxide reductase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative methionine sulfoxide reductase - Oryza sativa (japon"	UniRef90_Q5VPG8	CHR2V7|COORD:7847289..7848578| peptide methionine sulfoxide reductase family protein	AT2G18030.1	CHR06V5|COORD:2029307..2027119|protein peptide methionine sulfoxide reductase, putative, expressed	LOC_Os06g04650.1	no descriptionmoderately similar to ( 262)AT2G18030| Symbols:  | peptide methionine sulfoxide reductase family protein | chr2:7847289-7848578 FORWARDvery weakly similar to (89.0)MSRA_LACSAPeptide methionine sulfoxide reductase - Lactuca sativa (Garden lettuce)not assigned PRK00058 MsrA PMSR PRK05550 PRK13014 PRK05528	protein.postranslational modification	29_4

CUST_13375_PI403524517	2	-0.04976654	-0.4327097	-0.033976555	0.074827194	0.3066826	0.033976555	35_3834	"Cluster: Esterase/lipase/thioesterase-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Esterase/lipase/thioesterase-like protein - Oryza sativa"	UniRef90_Q5ZC24	CHR1V7|COORD:20384316..20388620| esterase/lipase/thioesterase family protein	AT1G54570.1	CHR01V5|COORD:14720911..14712623|protein retrotransposon protein, putative, Ty1-copia subclass, expressed	LOC_Os01g25990.2	no descriptionmoderately similar to ( 368)AT1G54570| Symbols:  | esterase/lipase/thioesterase family protein | chr1:20384316-20388620 REVERSE	not assigned.no ontology	35_1

CUST_16812_PI404877155	2	-0.046240807	0.37281132	0.085181236	-0.025672913	-0.12425518	0.025672913	HK05A01r_x_at	0	0	0	0	0	0	NONE	RNA.regulation of transcription.unclassified	27_3_99

CUST_27583_PI403524517	2	-0.13902569	-0.19133282	0.059883118	0.047766685	-0.047766685	0.083649635	35_7980	"Cluster: Zinc finger protein family-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Zinc finger protein family-like - Oryza sativa (japonica cultivar-gro"	UniRef90_Q7EYM0	"CHR5|COORD:23759676..23761845| similar to expressed protein [Arabidopsis thaliana] (TAIR:At3g47160.1); similar to zinc finger protein family-like [Oryza sativa"	AT5G58787.2	CHR07V5|COORD:27919498..27913627|protein RNA-binding protein, putative, expressed	LOC_Os07g46700.3	no descriptionweakly similar to ( 126)AT5G58787| Symbols:  | protein binding / zinc ion binding | chr5:23759959-23761550 FORWARDnot assigned	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_10987_PI403524517	2	0.038440228	1.0606055	-0.23592472	-0.038440228	-0.7322335	0.23506403	35_3105	"Cluster: Putative ADP-ribosylation factor; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ADP-ribosylation factor - Oryza sativa (japonica cultivar-g"	UniRef90_Q6Z8E3	CHR5V7|COORD:5611059..5612642| ADP-ribosylation factor, putative	AT5G17060.1	CHR02V5|COORD:28749301..28752996|protein ADP-ribosylation factor, putative, expressed	LOC_Os02g47110.2	 no descriptionmoderately similar to ( 351)AT5G17060| Symbols:  | ADP-ribosylation factor, putative | chr5:5611059-5612642 FORWARDmoderately similar to ( 236)ARF2_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Arf1_5_like ARF Arf Arf6 Arf_Arl Arl1 Arl5_Arl8 Arl3 ARD1 Arl2 ARLTS1 Arl4_Arl7 Arl6 Sar1 Arfrp1 Arl10_like Arl2l1_Arl13_like Arl9_Arfrp2_like SAR Ras_like_GTPase COG1100 SR_beta G-alpha Rab G_alpha G-alpha COG2229 Rab4 Rab5_related Ras RAB Rab18 Rab21 	protein.targeting.secretory pathway.unspecified	29_3_4_99

CUST_4531_PI399408534	2	-1.6318693	0.12036419	-0.020451069	0.94354486	-1.2056241	0.020451546	35_39909	"Cluster: Serine/threonine protein kinase; n=1; Triticum aestivum|Rep: Serine/threonine protein kinase - Triticum aestivum (Wheat)"	UniRef90_Q5BQ31	CHR4V7|COORD:2238409..2240765| protein kinase family protein	AT4G04500.1	CHR11V5|COORD:6534542..6537158|protein serine/threonine protein kinase, putative, expressed	LOC_Os11g11780.1	no descriptionweakly similar to ( 115)AT4G04500| Symbols:  | protein kinase family protein | chr4:2238409-2240765 FORWARDvery weakly similar to (78.6)RPK1_IPONIReceptor-like protein kinase precursor - Ipomoea nil (Japanese morning glory) (Pharbitis nil)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pkinase S_TKc S_TKc Pkinase_Tyr PTKc SPS1 TyrKc PTKc_Srm_Brk PTKc_Fes_like PTKc_EphR PTKc_Fyn_Yrk PTKc_VEGFR PTKc_Src_like PTKc_VEGFR2 PTKc_Frk_like PTKc_Src PTKc_Chk PTKc_Yes PTKc_Syk_like PTKc_VEGFR3	signalling.receptor kinases.DUF 26	30_2_17

CUST_17388_PI399408534	2	-0.24009228	0.25153255	0.10221863	-0.29069614	0.19207478	-0.10221863	35_2006	"Cluster: Phosphatidylinositol-4-phosphate 5-kinase 1 precursor (EC 2.7.1.68) (1-phosphatidylinositol-4-phosphate kinase) (PIP5K) (PtdIns(4)P-5- kinase); n=3; Or"	UniRef90_Q6EX42	CHR1V7|COORD:22416117..22420003| phosphatidylinositol-4-phosphate 5-kinase family protein	AT1G60890.1	CHR03V5|COORD:28129401..28135317|protein phosphatidylinositol-4-phosphate 5-kinase 1 precursor, putative, expressed	LOC_Os03g49510.1	no descriptionmoderately similar to ( 429)AT1G60890| Symbols:  | phosphatidylinositol-4-phosphate 5-kinase family protein | chr1:22416117-22420003 REVERSEhighly similar to ( 788)PI5K1_ORYSAnot assigned not assigned not assigned PIPKc PIP5K PIPKc MSS4 COG4642	signalling.phosphinositides.phosphatidylinositol-4-phosphate 5-kinase	30_4_1

CUST_171519_PI403524517	2	0.3149414	-0.07810879	0.078109264	-0.31781483	-0.13135433	0.13138962	35_47794	"Cluster: Os12g0547500 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os12g0547500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IMS9	CHR2V7|COORD:19500317..19504952| microtubule motor	AT2G47500.1	CHR12V5|COORD:22093227..22100443|protein kinesin-4, putative, expressed	LOC_Os12g36100.2	no descriptionmoderately similar to ( 238)AT2G47500| Symbols:  | microtubule motor | chr2:19500317-19504952 FORWARDvery weakly similar to (89.0)FLA10_CHLREKinesin-like protein FLA10 - Chlamydomonas reinhardtiinot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned KISc_C_terminal Kinesin KISc KISc KISc_KHC_KIF5 KISc_KIF4 KISc_KIP3_like KISc_KIF1A_KIF1B KISc_CENP_E KISc_KIF3 KISc_BimC_Eg5 KIP1 KISc_KID_like KISc_KIF9_like KISc_KIF23_like KISc_KLP2_like KISc_KIF2_like Motor_domain	cell.organisation	31_1

CUST_2687_PI404877155	2	0.14776897	0.09149361	-0.05504608	-0.08993721	-0.01907444	0.01907444	Contig13100_at	AT3g57880/T10K17_90 [Arabidopsis thaliana] gb|AAM52232.1| AT3g57880/T10K17_90 [Arabidopsis thaliana]	AAK53020.1	C2 domain-containing protein	At3g57880.1	protein anthranilate phosphoribosyltransferase-like protein - Arabidopsis thaliana	Os05g30750	C2 domain-containing protein, contains INTERPRO:IPR000008 C2 domain	amino acid metabolism.synthesis.aromatic aa.tryptophan	13_1_6_5

CUST_155275_PI403524517	2	0.17935848	0.034222603	0.18687725	-0.034222126	-0.15609932	-0.09087324	35_43375	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_20359_PI403524517	2	-0.006495476	-0.08150768	0.020821571	-0.049313545	0.006495476	0.03096199	35_5899	"Cluster: Hypothetical protein P0625E02.128; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0625E02.128 - Oryza sativa (japonica cultivar"	UniRef90_Q7EZT2	CHR5V7|COORD:6153926..6155879| similar to Os07g0669600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001060588.1)	AT5G18540.2	CHR07V5|COORD:28309888..28306730|protein expressed protein	LOC_Os07g47340.1	no descriptionweakly similar to ( 112)AT5G18540| Symbols:  | similar to Os07g0669600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001060588.1) | chr5:6153926-6155879 FORWARD	not assigned.no ontology	35_1

CUST_3439_PI404877155	2	0.024887085	0.21017551	-0.03765869	0.012677193	-0.20771599	-0.012677193	Contig13905_at	putative receptor-like protein kinase [Oryza sativa (japonica cultivar-group)]	AAO41138.1	lectin protein kinase family protein	At1g34300.1	protein putative receptor-like protein kinase	Os03g62180	putative receptor-like protein kinase	signalling.receptor kinases.misc	30_2_99

CUST_89694_PI403524517	2	0.15409708	-0.046518803	0.046518803	0.06909466	-0.11720514	-0.30764627	35_25663	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q339C1	0	0	CHR10V5|COORD:11466882..11464845|protein expressed protein	LOC_Os10g22710.1	no description	not assigned.unknown	35_2

CUST_15667_PI403524517	2	-0.03518772	0.52291775	-0.008323669	0.022779465	-0.045790672	0.008322716	35_4520	"Cluster: CorA-like Mg2+ transporter protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: CorA-like Mg2+ transporter protein, expressed - Oryza s"	UniRef90_Q336V7	CHR3V7|COORD:21800636..21802140| magnesium transporter CorA-like family protein	AT3G58970.1	CHR10V5|COORD:20972043..20968724|protein metal ion transporter, putative, expressed	LOC_Os10g39790.2	no descriptionmoderately similar to ( 449)AT3G58970| Symbols:  | magnesium transporter CorA-like family protein | chr3:21800636-21802140 REVERSEnot assigned CorA CorA	transport.unspecified cations	34_14

CUST_90436_PI403524517	2	0.019554138	0.25100422	-0.17673206	-0.19785404	-0.019553185	0.65189266	35_25864	"Cluster: OSJNBa0074L08.11 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0074L08.11 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XS41	CHR3V7|COORD:5216637..5219875| WD-40 repeat family protein	AT3G15470.1	CHR02V5|COORD:25613152..25619006|protein signal transducer, putative, expressed	LOC_Os02g42590.1	no descriptionmoderately similar to ( 280)AT3G15470| Symbols:  | WD-40 repeat family protein | chr3:5216637-5219875 REVERSEvery weakly similar to (53.5)GBLP_CHLREGuanine nucleotide-binding protein subunit beta-like protein - Chlamydomonas reinhardtiinot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned WD40 COG2319	not assigned.no ontology	35_1

CUST_13736_PI399408534	2	-0.22519875	0.152493	0.028342247	-0.4725752	-0.028342247	0.21738482	35_8724	"Cluster: Putative phosphatidylinositol-specific phospholipase C; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative phosphatidylinositol-specific phospho"	UniRef90_Q75IL8	"CHR5V7|COORD:23721683..23723977| ATPLC1 (PHOSPHOLIPASE C 1); phospholipase C"	AT5G58670.1	CHR05V5|COORD:1513734..1519597|protein phospholipase C, putative, expressed	LOC_Os05g03610.1	" no descriptionvery weakly similar to (80.1)AT5G58670| Symbols: ATPLC, PLC1, ATPLC1 | ATPLC1 (PHOSPHOLIPASE C 1); phospholipase C | chr5:23721683-23723977 REVERSEnot assigned not assigned not assigned efhand_like "	signalling.phosphinositides.phosphoinositide phospholipase C	30_4_4

CUST_5401_PI403524517	2	0.018917084	0.0052490234	0.0040454865	-0.040617943	-0.05187702	-0.00404644	35_1491	"Cluster: Putative cinnamyl alcohol dehydrogenase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative cinnamyl alcohol dehydrogenase - Oryza sativa (japon"	UniRef90_Q5QM39	CHR5V7|COORD:6556495..6558125| cinnamyl-alcohol dehydrogenase, putative (CAD)	AT5G19440.1	CHR01V5|COORD:19336555..19341032|protein dihydroflavonol-4-reductase, putative, expressed	LOC_Os01g34480.1	 no descriptionmoderately similar to ( 486)AT5G19440| Symbols:  | cinnamyl-alcohol dehydrogenase, putative (CAD) | chr5:6556495-6558125 FORWARDmoderately similar to ( 243)DFRA_DIACADihydroflavonol-4-reductase - Dianthus caryophyllus (Carnation) (Clove pink)not assigned not assigned not assigned not assigned WcaG Epimerase 3Beta_HSD NAD_binding_4 GalE COG3320 NmrA 	misc.alcohol dehydrogenases	26_11

CUST_31852_PI403524517	2	0.08001518	-0.2598896	-0.039440155	0.0037317276	-0.0037317276	0.15836048	35_9189	"Cluster: Putative ATP-dependent RNA helicase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ATP-dependent RNA helicase - Oryza sativa (japonica cult"	UniRef90_Q8LIE5	CHR3V7|COORD:2980488..2983273| DEAD/DEAH box helicase, putative	AT3G09720.1	CHR07V5|COORD:27053648..27057948|protein ATP-dependent RNA helicase DDX52, putative, expressed	LOC_Os07g45360.1	 no descriptionmoderately similar to ( 234)AT3G09720| Symbols:  | DEAD/DEAH box helicase, putative | chr3:2980488-2983273 REVERSEweakly similar to ( 104)DB10_NICSYATP-dependent RNA helicase-like protein DB10 - Nicotiana sylvestris (Wood tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned SrmB HELICc PRK11192 PRK01297 PRK11776 HELICc Helicase_C PRK10590 PRK11634 PRK04837 PRK04537 RecQ MPH1 Lhr SSL2 COG1205 PRK11057 COG1203 	DNA.synthesis/chromatin structure	28_1

CUST_19034_PI403524517	2	0.32146835	-0.1324606	0.071395874	-0.06812239	-0.15119123	0.06812191	35_5514	"Cluster: Putative zinc transporter; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative zinc transporter - Oryza sativa (japonica cultivar-group)"	UniRef90_Q852F6	"CHR1V7|COORD:20909826..20910890| ZIP11 (ZINC TRANSPORTER 11 PRECURSOR); cation transporter"	AT1G55910.1	CHR03V5|COORD:16966257..16962949|protein zinc transporter 2 precursor, putative, expressed	LOC_Os03g29850.1	"no descriptionmoderately similar to ( 309)AT1G55910| Symbols: ZIP11 | ZIP11 (ZINC TRANSPORTER 11 PRECURSOR); cation transporter | chr1:20909826-20910890 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Zip PRK07764 COG0428 PRK12323 TT_ORF1 PRK07003 DUF390 Atrophin-1 PRK04201 Tymo_45kd_70kd APC_basic Herpes_BLLF1 DUF566 Herpes_UL56 HPC2 Protamine_P1"	transport.metal	34_12

CUST_6661_PI403524517	2	-0.103942394	0.0111169815	-0.010371685	-0.03632784	0.38617373	0.010371685	35_1849	"Cluster: Os06g0470000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0470000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DC93	"CHR3V7|COORD:6228399..6229553| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G18180.1); similar to glycosyltransferase [Saccharum officinarum]"	AT3G18170.1	CHR06V5|COORD:15600593..15602934|protein HGA4, putative, expressed	LOC_Os06g27560.1	"no descriptionvery weakly similar to (62.4)AT3G18170| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G18180.1); similar to glycosyltransferase [Saccharum officinarum] (GB:CAI30073.1); contains InterPro domain Protein of unknown function DUF563; (InterPro:IPR007657) | chr3:6228399-6229553 FORWARDnot assigned"	not assigned.unknown	35_2

CUST_54107_PI403524517	2	-0.1550951	-0.4789734	0.15509558	0.2730217	0.73552084	-0.23198318	35_15395	"Cluster: Fasciclin-like protein FLA12; n=2; Triticum aestivum|Rep: Fasciclin-like protein FLA12 - Triticum aestivum (Wheat)"	UniRef90_Q06I94	CHR5V7|COORD:24343142..24343891| FLA12 (fasciclin-like arabinogalactan-protein 12)	AT5G60490.1	CHR05V5|COORD:27964063..27965071|protein fasciclin-like arabinogalactan protein 7 precursor, putative, expressed	LOC_Os05g48890.1	no descriptionvery weakly similar to (58.2)AT5G60490| Symbols: FLA12 | FLA12 (fasciclin-like arabinogalactan-protein 12) | chr5:24343142-24343891 REVERSEnot assigned not assigned PRK12323 PRK07764	cell wall.cell wall proteins.AGPs	10_5_1

CUST_84128_PI403524517	2	0.07652664	0.8532028	-0.013847351	-0.17102718	0.013847351	-0.27996397	35_24109	"Cluster: SEC14 cytosolic factor-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: SEC14 cytosolic factor-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ER71	CHR5V7|COORD:25312308..25313940| transporter	AT5G63060.1	CHR02V5|COORD:12846467..12851439|protein polyphosphoinositide binding protein, putative, expressed	LOC_Os02g21630.1	no descriptionweakly similar to ( 159)AT5G63060| Symbols:  | transporter | chr5:25312308-25313940 REVERSEnot assigned not assigned	transport.misc	34_99

CUST_2024_PI404877155	2	-0.21523476	-0.5718689	0.088419914	0.2654276	0.5532017	-0.08841896	Contig12271_at	nucleic acid binding protein [Nicotiana tabacum]	CAC69852.1	RNA-binding protein 47 (RBP47), putative	At1g47500.1	protein RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain), putative	Os09g28810	DNA binding protein/PUB1  T01253	RNA.regulation of transcription.unclassified	27_3_99

CUST_20408_PI399408534	2	-0.63835096	1.3034534	-0.047595024	0.8639126	0.047595024	-0.15525293	35_39396	"Cluster: Putative immediate-early fungal elicitor protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative immediate-early fungal elicitor protein - O"	UniRef90_Q654Q4	CHR5V7|COORD:14904974..14906281| U-box domain-containing protein	AT5G37490.1	CHR06V5|COORD:7708066..7709507|protein immediate-early fungal elicitor protein CMPG1, putative, expressed	LOC_Os06g13870.1	no descriptionweakly similar to ( 109)AT5G37490| Symbols:  | U-box domain-containing protein | chr5:14904974-14906281 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12678 PRK07003 PRK12323 Gag_spuma PRK07764	RNA.regulation of transcription.PHOR1	27_3_64

CUST_2941_PI399408534	2	-0.06451273	0.14217949	-0.05618906	0.035277367	-0.030033588	0.030033588	35_6925	"Cluster: MRG family protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: MRG family protein, putative, expressed - Oryza sativa (japon"	UniRef90_Q2R2X7	CHR4V7|COORD:17546742..17549356| MRG family protein	AT4G37280.1	CHR11V5|COORD:19605568..19596683|protein chromatin modification-related protein EAF3, putative, expressed	LOC_Os11g34300.2	no descriptionvery weakly similar to (81.6)AT1G02740| Symbols:  | chromatin binding | chr1:599734-602021 REVERSEnot assigned MRG	RNA.regulation of transcription.Histone acetyltransferases	27_3_54

CUST_59237_PI403524517	2	-0.41193867	-0.0593853	0.8958168	0.059386253	0.75735474	-0.40309238	35_16893	"Cluster: Hypothetical protein OJ1695_D07.18; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1695_D07.18 - Oryza sativa (japonica cultiv"	UniRef90_Q69QZ0	CHR2V7|COORD:10910232..10912056| protein phosphatase 2C, putative / PP2C, putative	AT2G25620.1	CHR02V5|COORD:34020404..34024432|protein DNA-binding protein phosphatase 2C, putative, expressed	LOC_Os02g55560.2	 no descriptionvery weakly similar to (73.9)AT2G25620| Symbols:  | protein phosphatase 2C, putative / PP2C, putative | chr2:10910232-10912056 REVERSEnot assigned PP2Cc PP2Cc 	protein.postranslational modification	29_4

CUST_33306_PI403524517	2	0.002851963	0.14856291	0.058627605	-0.002851963	-0.086456776	-0.78020453	35_9604	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_80593_PI403524517	2	0.024072647	0.07754421	-0.07396984	-0.24388313	0.09549236	-0.0240736	35_23114	"Cluster: Hypothetical protein P0431B06.44; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0431B06.44 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6Z8I6	0	0	CHR02V5|COORD:31621702..31616907|protein expressed protein	LOC_Os02g51640.1	no description	not assigned.unknown	35_2

CUST_24310_PI399408534	2	0.016563892	-0.29986382	-0.14803505	0.31486988	0.039171696	-0.016563892	35_50867	Rep: H0525C06.6 protein - Oryza sativa (Rice)	UniRef90_Q01K78	CHR5V7|COORD:2798576..2802139| DDT domain-containing protein	AT5G08630.1	CHR02V5|COORD:21063148..21058269|protein DDT domain containing protein, expressed	LOC_Os02g35100.1	no descriptionvery weakly similar to (79.7)AT5G08630| Symbols:  | DDT domain-containing protein | chr5:2798576-2802139 REVERSE	RNA.regulation of transcription.Nucleosome/chromatin assembly factor group	27_3_62

CUST_11842_PI403524517	2	0.019742012	-1.0273008	-0.037348747	0.1635437	0.038434982	-0.019742012	35_3368	Rep: Putative glyoxalase I - Triticum aestivum (Wheat)	UniRef90_Q9XGF2	CHR1V7|COORD:25192226..25194210| lactoylglutathione lyase, putative / glyoxalase I, putative	AT1G67280.1	CHR02V5|COORD:10380937..10378455|protein lactoylglutathione lyase, putative, expressed	LOC_Os02g17920.2	 no descriptionmoderately similar to ( 499)AT1G67280| Symbols:  | lactoylglutathione lyase, putative / glyoxalase I, putative | chr1:25192226-25193797 REVERSEmoderately similar to ( 425)LGUL_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK10291 Glyoxalase GloA TT_ORF1 PRK07764 Atrophin-1 COG3324 PRK07003 PRK12323 Tymo_45kd_70kd Drf_FH1 FAP PRK05648 Herpes_BLLF1 HPC2 DUF1421 	amino acid metabolism.degradation.aspartate family.threonine	13_2_3_2

CUST_5951_PI403524517	2	-0.14846611	0.0031204224	-0.1399765	0.054410934	0.018026352	-0.003121376	35_1642	"Cluster: Hypothetical protein OJ1264_A04.19; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1264_A04.19 - Oryza sativa (japonica cultiv"	UniRef90_Q75KK9	"CHR4V7|COORD:1292816..1294670| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G03340.1); similar to IMP dehydrogenase/GMP reductase [Medicago"	AT4G02920.2	CHR05V5|COORD:2481390..2477879|protein expressed protein	LOC_Os05g05140.2	"no descriptionweakly similar to ( 157)AT4G02920| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G03340.1); similar to IMP dehydrogenase/GMP reductase [Medicago truncatula] (GB:ABE86673.1) | chr4:1292816-1294670 FORWARD"	not assigned.unknown	35_2

CUST_14344_PI399408534	2	0.0425272	-0.06710243	0.0057401657	0.011966705	-0.035967827	-0.0057401657	35_2124	"Cluster: Putative S-like RNase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative S-like RNase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5N865	"CHR2V7|COORD:16598334..16600593| RNS2 (RIBONUCLEASE 2); endoribonuclease"	AT2G39780.1	CHR01V5|COORD:39320653..39317618|protein ribonuclease 2 precursor, putative, expressed	LOC_Os01g67180.1	"no descriptionmoderately similar to ( 253)AT2G39780| Symbols: RNS2 | RNS2 (RIBONUCLEASE 2); endoribonuclease | chr2:16598334-16600593 FORWARDvery weakly similar to (81.6)RNS2_SOLTURibonuclease S-2 precursor - Solanum tuberosum (Potato)not assigned RNase_T2_euk Ribonuclease_T2 RNase_T2 RNase_T2_prok Rna"	RNA.processing.ribonucleases	27_1_19

CUST_161737_PI403524517	2	0.02903366	0.014886379	-0.014886856	-0.32673597	1.0158916	-0.31395912	35_45115	Rep: Predicted protein - Aspergillus oryzae	UniRef90_Q2U7N9	CHR1V7|COORD:16816094..16817173| DNA binding / ligand-dependent nuclear receptor	AT1G44191.1	CHR10V5|COORD:6078421..6073493|protein transposon protein, putative, CACTA, En/Spm sub-class	LOC_Os10g11384.1	no descriptionSH3 SH3	not assigned.unknown	35_2

CUST_19757_PI404877155	2	-0.03363037	0.18593788	0.032058716	-0.07883835	-0.03205967	0.06554508	X84055_at	acyl-CoA oxidase homolog - barley (fragment) emb|CAA58874.1| mammalian acyl CoA oxidase homologous [Hordeum vulgare subsp.	T04480	acyl-CoA oxidase (ACX1)	At4g16760.1	protein Acyl-CoA oxidase, putative	Os06g01390	probable acyl-CoA oxidase (EC 1.3.3.6), peroxisomal - barley emb	lipid metabolism.lipid degradation.beta-oxidation.acyl CoA DH	11_9_4_02

CUST_78687_PI403524517	2	-4.594389	-0.9448433	0.9448433	2.6495657	-1.3633084	1.4742918	35_22562	"Cluster: Os10g0503300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os10g0503300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IWK4	"CHR3V7|COORD:828407..829870| CHAT (ACETYL COA:(Z)-3-HEXEN-1-OL ACETYLTRANSFERASE); acetyl CoA:(Z)-3-hexen-1-ol acetyltransferase"	AT3G03480.1	CHR10V5|COORD:18884021..18886719|protein 10-deacetylbaccatin III 10-O-acetyltransferase, putative, expressed	LOC_Os10g35950.1	"no descriptionvery weakly similar to (79.0)AT3G03480| Symbols: CHAT | CHAT (ACETYL COA:(Z)-3-HEXEN-1-OL ACETYLTRANSFERASE); acetyl CoA:(Z)-3-hexen-1-ol acetyltransferase | chr3:828407-829870 REVERSETransferase"	stress.biotic	20_1

CUST_6937_PI403524517	2	0.01866579	-0.005112648	-0.38222504	0.023280144	-0.1968832	0.005112648	35_1923	"Cluster: FHA domain containing protein, expressed; n=5; Oryza sativa (japonica cultivar-group)|Rep: FHA domain containing protein, expressed - Oryza sativa (jap"	UniRef90_Q2QYC9	CHR2V7|COORD:9226452..9227544| forkhead-associated domain-containing protein / FHA domain-containing protein	AT2G21530.1	CHR12V5|COORD:1155635..1157567|protein FHA domain containing protein, expressed	LOC_Os12g03070.2	 no descriptionweakly similar to ( 142)AT2G21530| Symbols:  | forkhead-associated domain-containing protein / FHA domain-containing protein | chr2:9226452-9227544 FORWARDvery weakly similar to (59.7)ABA2_NICPLZeaxanthin epoxidase, chloroplast precursor - Nicotiana plumbaginifolia (Leadwort-leaved tobacco)FHA FHA COG1716 FHA 	not assigned.no ontology	35_1

CUST_133431_PI403524517	2	-0.39580536	1.0584002	0.4149828	-0.0140628815	0.0140628815	-0.4033289	35_37459	"Cluster: Lipid transfer protein 7a2b; n=3; Triticeae|Rep: Lipid transfer protein 7a2b - Hordeum vulgare (Barley)"	UniRef90_Q42848	"CHR5V7|COORD:23946277..23946718| LTP3 (LIPID TRANSFER PROTEIN 3); lipid binding"	AT5G59320.1	CHR11V5|COORD:721933..725976|protein expressed protein	LOC_Os11g02424.2	"no descriptionweakly similar to ( 113)AT5G59320| Symbols: LTP3 | LTP3 (LIPID TRANSFER PROTEIN 3); lipid binding | chr5:23946277-23946718 FORWARDweakly similar to ( 147)NLTP3_HORVUNon-specific lipid-transfer protein 3 precursor - Hordeum vulgare (Barley)nsLTP1 Tryp_alpha_amyl"	lipid metabolism.lipid transfer proteins etc	11_6

CUST_83052_PI403524517	2	0.020703316	0.08952236	-0.082559586	-0.13015842	0.06939602	-0.020702362	35_23813	Rep: P-type ATPase - Hordeum vulgare (Barley)	UniRef90_Q94IM8	"CHR1V7|COORD:3311141..3321943| ECA3 (ENDOPLASMIC RETICULUM-TYPE CALCIUM-TRANSPORTING ATPASE 3); calcium-transporting ATPase/ calmodulin binding"	AT1G10130.1	CHR03V5|COORD:29861477..29840154|protein calcium-transporting ATPase 3, endoplasmic reticulum-type, putative, expressed	LOC_Os03g52090.1	"no descriptionnearly identical (1017)AT1G10130| Symbols: ECA3 | ECA3 (ENDOPLASMIC RETICULUM-TYPE CALCIUM-TRANSPORTING ATPASE 3); calcium-transporting ATPase/ calmodulin binding | chr1:3311141-3321943 FORWARDmoderately similar to ( 202)ACA5_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned MgtA PRK10517 Cation_ATPase_C ZntA zntA KdpB PRK01122 PRK10671 Hydrolase"	transport.calcium	34_21

CUST_2773_PI399408534	2	0.15625858	-0.93983173	-0.2723837	0.038375854	-0.03780079	0.037799835	35_4757	"Cluster: Proline-rich protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Proline-rich protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ZD92	CHR1V7|COORD:30005636..30008862| ELF7 (EARLY FLOWERING 7)	AT1G79730.1	CHR08V5|COORD:3311692..3306588|protein ELF7, putative, expressed	LOC_Os08g06070.1	no descriptionmoderately similar to ( 223)AT1G79730| Symbols: ELF7 | ELF7 (EARLY FLOWERING 7) | chr1:30005636-30008862 REVERSEnot assigned Paf1	RNA.regulation of transcription	27_3

CUST_17725_PI403524517	2	0.0092077255	0.17463589	-0.0092077255	-0.063863754	-0.0092077255	0.015608788	35_5118	"Cluster: Putative step II splicing factor SLU7; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative step II splicing factor SLU7 - Oryza sativa"	UniRef90_Q6ZK48	"CHR1V7|COORD:24421958..24424894| SMP1 (swellmap 1); nucleic acid binding"	AT1G65660.1	CHR08V5|COORD:1578781..1582663|protein pre-mRNA-splicing factor SLU7, putative, expressed	LOC_Os08g03390.1	"no descriptionmoderately similar to ( 299)AT1G65660| Symbols: SMP1 | SMP1 (swellmap 1); nucleic acid binding | chr1:24421958-24424894 REVERSEnot assigned"	not assigned.unknown	35_2

CUST_31177_PI403524517	2	-0.0020389557	0.19629097	-0.112607956	0.0020389557	-0.08673954	0.2103033	35_8999	"Cluster: U2 snRNP auxiliary factor-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: U2 snRNP auxiliary factor-like protein - Oryza sativa (japonic"	UniRef90_Q6YVX9	0	0	CHR02V5|COORD:21104860..21110616|protein RNA binding protein, putative, expressed	LOC_Os02g35150.1	no description	not assigned.unknown	35_2

CUST_1618_PI403524517	2	-0.48736858	0.095311165	0.04997635	-0.04997635	-0.5299187	0.061844826	35_428	"Cluster: O-methyltransferase; n=2; Oryza sativa (japonica cultivar-group)|Rep: O-methyltransferase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53LW7	CHR4V7|COORD:16730994..16732813| O-methyltransferase family 2 protein	AT4G35160.1	CHR11V5|COORD:11573808..11569149|protein O-methyltransferase ZRP4, putative, expressed	LOC_Os11g20090.1	no descriptionweakly similar to ( 148)AT4G35160| Symbols:  | O-methyltransferase family 2 protein | chr4:16730994-16732813 REVERSEmoderately similar to ( 243)ZRP4_MAIZEO-methyltransferase ZRP4 - Zea mays (Maize)not assigned Methyltransf_2 Dimerisation	misc.O- methyl transferases	26_6

CUST_52321_PI403524517	2	0.14407825	-0.07138443	0.016428947	-0.016428947	0.06311607	-0.03655052	35_14909	"Cluster: Ribosomal protein L10A; n=1; Triticum aestivum|Rep: Ribosomal protein L10A - Triticum aestivum (Wheat)"	UniRef90_Q5I7L3	CHR1V7|COORD:2636228..2637691| 60S ribosomal protein L10A (RPL10aA)	AT1G08360.1	CHR08V5|COORD:27830357..27832900|protein 60S ribosomal protein L10a-1, putative, expressed	LOC_Os08g44450.2	no descriptionmoderately similar to ( 342)AT2G27530| Symbols:  | 60S ribosomal protein L10A (RPL10aB) | chr2:11770520-11771647 REVERSEmoderately similar to ( 255)RL10A_CHLRE60S ribosomal protein L10a - Chlamydomonas reinhardtiinot assigned not assigned RplA Ribosomal_L1 rpl1P rplA	protein.synthesis.misc ribososomal protein	29_2_2

CUST_114488_PI403524517	2	-0.092484474	0.042704582	-0.025523186	0.025523186	-0.101530075	0.03596592	35_32492	"Cluster: Transducin / WD-40 repeat protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Transducin / WD-40 repeat protein-like - Oryza sativa (japonic"	UniRef90_Q6Z5M6	CHR5V7|COORD:15457074..15460237| protein kinase family protein	AT5G38560.1	CHR02V5|COORD:30020066..30010129|protein nucleotide binding protein, putative, expressed	LOC_Os02g49090.2	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Atrophin-1	not assigned.unknown	35_2

CUST_141821_PI403524517	2	0.08431578	0.07561731	0.19346762	-0.15006876	-0.07561731	-0.4139433	35_39749	"Cluster: Hypothetical protein P0604E01.3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0604E01.3 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6YYY1	"CHR3V7|COORD:16804840..16808365| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G45760.1); similar to S-M checkpoint control protein CID1 and"	AT3G45750.1	CHR08V5|COORD:27881215..27887412|protein expressed protein	LOC_Os08g44560.1	"no descriptionvery weakly similar to (78.6)AT3G45750| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G45760.1); similar to S-M checkpoint control protein CID1 and related nucleotidyltransferases (ISS) [Ostreococcus tauri] (GB:CAL55446.1); similar to Os09g0570600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001063988.1); similar to Os08g0559900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001062505.1); contains InterPro domain PAP/25A core; (InterPro:IPR001201) | chr3:16804840-16808365 REVERSE"	not assigned.unknown	35_2

CUST_15490_PI404877155	2	-0.38844585	0.12708282	-0.14966011	0.0033359528	4.5585632E-4	-4.5585632E-4	Contig9343_s_at	OJ1117_G01.11 [Oryza sativa (japonica cultivar-group)] dbj|BAB93328.1| Nt-iaa4.1 deduced protein-like [Oryza sativa (japonica cultivar-group	NP_916891.1	auxin-responsive protein / indoleacetic acid-induced protein 8 (IAA8)	At2g22670.2	protein AUX/IAA family	Os05g48590	"IAA8;auxin-responsive protein / indoleacetic acid-induced protein 8 (IAA8), identical to SP:Q38826 Auxin-responsive protein IAA8 (Indoleacetic acid-induced protein 8) {Arabidopsis thaliana} or  auxin-responsive protein / indoleacetic acid-induced protein"	hormone metabolism.auxin.induced-regulated-responsive-activated	17_2_3

CUST_19651_PI404877155	2	-0.010891914	-0.26330757	-0.08488655	0.020605087	0.010892868	0.085819244	S0001000013C11F1_x_at	0	0	0	0	0	0	putative 6-phosphogluconolactonase	OPP.oxidative PP.6-phosphogluconolactonase	7_1_02

CUST_93470_PI403524517	2	-0.23011017	-0.053809166	-0.23327065	0.18396616	0.053809166	0.24255753	35_26724	"Cluster: Blast resistance protein Pi37; n=5; Oryza sativa (japonica cultivar-group)|Rep: Blast resistance protein Pi37 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q06AJ9	CHR3V7|COORD:16101865..16107028| RPP1 (RECOGNITION OF PERONOSPORA PARASITICA 1)	AT3G44480.1	CHR01V5|COORD:33467975..33472457|protein rp1-like protein, putative, expressed	LOC_Os01g57340.1	 no descriptionvery weakly similar to (53.9)AT3G44480| Symbols: COG1, RPP10, RPP1 | RPP1 (RECOGNITION OF PERONOSPORA PARASITICA 1) | chr3:16101865-16107028 REVERSE	stress.biotic	20_1

CUST_9661_PI403524517	2	0.009167671	-0.57628727	-0.09975147	0.30495453	0.32263374	-0.009167671	35_2723	Rep: Kinesin-like protein - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q8GS71	"CHR5|COORD:19383709..19389978| kinesin-like protein (FRA1), identical to kinesin-like protein (Arabidopsis thaliana) GI:27260890; contains Pfam profile PF00225:"	AT5G47820.2	CHR09V5|COORD:1157082..1166873|protein chromosome-associated kinesin KLP1, putative, expressed	LOC_Os09g02650.1	"no descriptionhighly similar to ( 705)AT5G47820| Symbols: FRA1 | FRA1 (FRAGILE FIBER 1); microtubule motor | chr5:19383731-19389455 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned SbcC Smc PRK03918 Myosin_tail_1 ERM MAD SCP-1 COG1340 COG4372 COG1579 COG4717 Filament MukB TolA CALCOCO1 mukB PRK02224 PRK00409"	cell.organisation	31_1

CUST_6245_PI404877155	2	0.01725483	-0.2717533	0.08237076	0.10638332	-0.07960701	-0.017255783	Contig18763_at	B1066G12.15 [Oryza sativa (japonica cultivar-group)]	NP_913617.1	integral membrane transporter family protein	At5g54860.1	protein folate/biopterin transporter	Os01g14100	gi|20160489|dbj|BAB89441.1| B1066G12.15	transport.misc	34_99

CUST_2236_PI404877155	2	-0.70473003	1.560647	-0.14630842	0.25338173	0.14630795	-0.19545698	Contig12590_at	B1139B11.9 [Oryza sativa (japonica cultivar-group)]	BAB90781.1	calcium-binding EF hand family protein	At1g76650.1	protein EF hand, putative	Os01g72530	0	signalling.calcium	30_3

CUST_49240_PI403524517	2	0.018641472	-1.5839348	-0.27717876	0.019412994	-0.015930176	0.015929222	35_14049	"Cluster: PREDICTED: similar to histone 1, H2ai (predicted); n=1; Canis familiaris|Rep: PREDICTED: similar to histone 1, H2ai (predicted) - Canis familiaris"	UniRef90_UPI00005A5838	CHR5V7|COORD:3270479..3270889| histone H3	AT5G10400.1	CHR11V5|COORD:2622185..2621575|protein histone H3, putative, expressed	LOC_Os11g05730.1	no descriptionmoderately similar to ( 244)AT5G65360| Symbols:  | histone H3 | chr5:26137325-26137735 REVERSEmoderately similar to ( 244)H32_WHEATHistone H3.2 - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned H3 HHT1 Histone PRK12323 PRK07003 Tymo_45kd_70kd	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_136521_PI403524517	2	0.041570663	-0.52724075	-0.05658388	0.13367319	-0.041570663	0.16221333	35_38287	"Cluster: Os05g0518600 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0518600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DGQ1	"CHR1V7|COORD:29557388..29562375| ATTPS1 (TREHALOSE-6-PHOSPHATE SYNTHASE); transferase, transferring glycosyl groups"	AT1G78580.1	CHR05V5|COORD:25630514..25638883|protein alpha,alpha-trehalose-phosphate synthase, putative, expressed	LOC_Os05g44210.2	" no descriptionweakly similar to ( 198)AT1G78580| Symbols: TPS1, ATTPS1 | ATTPS1 (TREHALOSE-6-PHOSPHATE SYNTHASE); transferase, transferring glycosyl groups | chr1:29557388-29562375 REVERSEnot assigned Glyco_transf_20 OtsA Trehalose_PPase "	minor CHO metabolism.trehalose.TPS	3_2_1

CUST_58444_PI403524517	2	-0.5221958	-0.76217747	0.16993523	0.39183044	-0.16993618	0.49210358	35_16669	Rep: Putative cysteine proteinase - Oryza sativa (Rice)	UniRef90_Q94HK7	CHR3V7|COORD:6723030..6724774| cysteine proteinase, putative / thiol protease, putative	AT3G19390.1	CHR05V5|COORD:464095..466448|protein xylem cysteine proteinase 2 precursor, putative, expressed	LOC_Os05g01810.1	 no descriptionvery weakly similar to (99.0)AT3G19390| Symbols:  | cysteine proteinase, putative / thiol protease, putative | chr3:6723030-6724774 FORWARDweakly similar to ( 103)ORYB_ORYSAnot assigned not assigned Peptidase_C1 Peptidase_C1A Pept_C1 Peptidase_C1A_CathepsinC Peptidase_C1A_CathepsinB Peptidase_C1A_CathepsinX Peptidase_C1 	protein.degradation.cysteine protease	29_5_3

CUST_49600_PI403524517	2	-0.31026936	0.7859392	0.09169674	0.27009344	-0.22145987	-0.091697216	35_14146	Rep: OSIGBa0152K17.6 protein - Oryza sativa (Rice)	UniRef90_Q01J81	CHR2V7|COORD:474374..476494| glutamate decarboxylase, putative	AT2G02010.1	CHR04V5|COORD:22111117..22113491|protein glutamate decarboxylase, putative, expressed	LOC_Os04g37500.1	" no descriptionmoderately similar to ( 253)AT5G17330| Symbols: GAD1, GAD | GAD (Glutamate decarboxylase 1); calmodulin binding | chr5:5711143-5714841 FORWARDmoderately similar to ( 244)DCE_PETHYGlutamate decarboxylase - Petunia hybrida (Petunia)not assigned not assigned not assigned GadB Pyridoxal_deC "	amino acid metabolism.synthesis.central amino acid metabolism.GABA.Glutamate decarboxylase	13_1_1_1_1

CUST_8118_PI403524517	2	-0.0033493042	-0.79966736	0.022922516	0.0033502579	0.04522705	-0.021446228	35_2266	"Cluster: Hypothetical protein OSJNBa0091J19.7; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0091J19.7 - Oryza sativa (japonica cu"	UniRef90_Q9AY66	CHR3V7|COORD:3171418..3172573| reticulon family protein	AT3G10260.3	CHR03V5|COORD:32343688..32340875|protein seed maturation protein, putative, expressed	LOC_Os03g56900.1	no descriptionmoderately similar to ( 251)AT3G10260| Symbols:  | reticulon family protein | chr3:3171418-3172573 REVERSEnot assigned Reticulon	not assigned.no ontology	35_1

CUST_889_PI399408534	2	-0.10251045	0.357028	0.001291275	-0.15917397	0.0030984879	-0.0012903214	35_18754	"Cluster: Putative SNF2 domain-containing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative SNF2 domain-containing protein - Oryza sativa (japon"	UniRef90_Q6Z9U5	CHR1V7|COORD:18676496..18681033| SNF2 domain-containing protein / helicase domain-containing protein / RING finger domain-containing protein	AT1G50410.1	CHR08V5|COORD:4694318..4702066|protein ATP binding protein, putative, expressed	LOC_Os08g08220.2	no descriptionmoderately similar to ( 253)AT1G50410| Symbols:  | SNF2 domain-containing protein / helicase domain-containing protein / RING finger domain-containing protein | chr1:18676496-18681033 FORWARDvery weakly similar to (92.4)ISW2_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned HepA HELICc Helicase_C HELICc	RNA.regulation of transcription.Chromatin Remodeling Factors	27_3_44

CUST_99037_PI403524517	2	0.07666874	0.014792919	0.09262419	-0.07618904	-0.014792442	-0.21634102	35_28273	"Cluster: Hypothetical protein OSJNBa0030G18.2-1; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0030G18.2-1 - Oryza sativa (japonic"	UniRef90_Q6YTR3	"CHR1V7|COORD:23937204..23939999| similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD01686.1); similar to Os08g0332700 [Oryza sativa"	AT1G64430.1	CHR08V5|COORD:14599205..14592074|protein expressed protein	LOC_Os08g24390.3	"no descriptionmoderately similar to ( 223)AT1G64430| Symbols:  | similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD01686.1); similar to Os08g0332700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001061569.1); contains InterPro domain Pentatricopeptide repeat; (InterPro:IPR002885) | chr1:23937204-23939999 FORWARD"	not assigned.unknown	35_2

CUST_25271_PI403524517	2	0.13329029	0.045220375	-0.24251938	-0.010075569	0.010076523	-0.08849907	35_7326	"Cluster: Hypothetical protein P0452F04.36; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0452F04.36 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6K7P8	CHR3V7|COORD:6965677..6967108| binding	AT3G19990.1	CHR02V5|COORD:35579092..35583380|protein expressed protein	LOC_Os02g58150.2	no descriptionmoderately similar to ( 257)AT3G19990| Symbols:  | binding | chr3:6965677-6967108 FORWARDnot assigned	not assigned.unknown	35_2

CUST_4711_PI404877155	2	-1.1242476	0.44752932	0.29083776	0.011955738	-0.72558117	-0.011955738	Contig15936_at	alternative oxidase [Oryza sativa (japonica cultivar-group)] dbj|BAA28773.1| alternative oxidase [Oryza sativa (japonica cultivar-group)] db	BAA28772.1	alternative oxidase 1a, mitochondrial (AOX1A)	At3g22370.1	protein transposon protein, putative, unclassified	Os04g51150	"ATAOX1A;alternative oxidase 1a, mitochondrial (AOX1A), identical to GB:Q39219 (SP:Q39219) from (Arabidopsis thaliana)"	mitochondrial electron transport / ATP synthesis.alternative oxidase	9_4

CUST_3973_PI404877155	2	-0.29069233	-0.15712166	0.158741	0.30813122	-0.03671074	0.036709785	Contig14647_at	ankyrin-like protein [Oryza sativa (japonica cultivar-group)]	BAB90379.1	dehydration-responsive protein-related	At5g64030.1	protein methyltransferase, putative	Os01g66110	ankyrin-like protein	stress.abiotic.drought/salt	20_2_3

CUST_33309_PI403524517	2	0.1874857	0.52087784	-0.17050457	-0.21871758	-0.09981823	0.099817276	35_9605	"Cluster: Os01g0782200 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0782200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JIR8	CHR4V7|COORD:11459621..11462368| diacylglycerol kinase	AT4G21540.2	CHR01V5|COORD:33479375..33472776|protein D-erythro-sphingosine kinase/ diacylglycerol kinase, putative, expressed	LOC_Os01g57350.1	no descriptionmoderately similar to ( 362)AT4G21540| Symbols:  | diacylglycerol kinase | chr4:11460715-11462368 FORWARDnot assigned not assigned not assigned LCB5 DAGK_cat DAGKc	lipid metabolism.'exotics' (steroids, squalene etc).sphingolipids	11_8_1

CUST_80977_PI403524517	2	0.1297121	0.44584084	0.050822258	-0.17595768	-0.050822258	-0.06841946	35_23225	"Cluster: Putative microtubule-associated protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative microtubule-associated protein - Oryza sativa (japon"	UniRef90_Q6I569	"CHR5V7|COORD:22419942..22422408| ATMAP65-1 (MICROTUBULE-ASSOCIATED PROTEINS 65-1); microtubule binding"	AT5G55230.1	CHR05V5|COORD:19905604..19910939|protein microtubule-associated protein MAP65-1a, putative, expressed	LOC_Os05g33890.2	no descriptionmoderately similar to ( 232)AT4G26760| Symbols:  | microtubule associated protein (MAP65/ASE1) family protein | chr4:13478840-13481306 REVERSEnot assigned MAP65_ASE1 Smc	cell.organisation	31_1

CUST_100844_PI403524517	2	-0.07350445	0.1907692	-0.21002197	0.09449291	0.0735054	-0.16983223	35_28780	"Cluster: Hypothetical protein OSJNBa0052G07.31; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0052G07.31 - Oryza sativa (japonica"	UniRef90_Q67VE0		0	0	0	no description	not assigned.unknown	35_2

CUST_93908_PI403524517	2	0.27796793	0.012971401	-0.012971878	-0.52997017	0.13531971	-0.4832697	35_26849	"Cluster: Putative membrane protein; n=1; Emiliania huxleyi virus 86|Rep: Putative membrane protein - Emiliania huxleyi virus 86"	UniRef90_Q4A2B5	CHR4V7|COORD:10275928..10278502| leucine-rich repeat family protein / extensin family protein	AT4G18670.1	CHR01V5|COORD:554817..550824|protein ATP binding protein, putative, expressed	LOC_Os01g02040.2	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07003 PRK12323 HPC2 Herpes_BLLF1 Atrophin-1 PRK07764 TT_ORF1 PRK05648 GRASP55_65 DUF1421 PRK12678 Tymo_45kd_70kd Extensin_2 Protamine_P1 PRK08853 PRK08770 Drf_FH1 DUF566 Pneumo_att_G	not assigned.unknown	35_2

CUST_31106_PI403524517	2	-0.046416283	0.44150782	0.04532957	-0.121338844	0.2076354	-0.04532957	35_8977	Rep: Resistance protein T10rga2-1A - Triticum aestivum (Wheat)	UniRef90_Q6WSR3	CHR1V7|COORD:21997246..22001356| disease resistance protein (CC-NBS-LRR class), putative	AT1G59780.1	CHR08V5|COORD:26845398..26835906|protein resistance protein, putative, expressed	LOC_Os08g42670.1	 no descriptionvery weakly similar to (75.5)AT1G59780| Symbols:  | disease resistance protein (CC-NBS-LRR class), putative | chr1:21997246-22001356 REVERSEnot assigned 	stress.biotic	20_1

CUST_71849_PI403524517	2	-0.4046626	0.59303	0.108726025	-0.5452161	3.741672	-0.108726025	35_20598	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_29785_PI399408534	2	0.031578064	0.020954609	-0.020954609	-0.14118242	-0.29581404	0.022449017	35_8199	"Cluster: Putative guanine nucleotide-exchange protein GEP2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative guanine nucleotide-exchange protein GEP2 -"	UniRef90_Q7XIK7	"CHR3V7|COORD:15245223..15256022| ATMIN7 (ARABIDOPSIS THALIANA HOPM INTERACTOR 7); guanyl-nucleotide exchange factor/ protein binding"	AT3G43300.1	CHR07V5|COORD:22643973..22633066|protein guanyl-nucleotide exchange factor, putative, expressed	LOC_Os07g37750.1	"no descriptionmoderately similar to ( 426)AT3G43300| Symbols: ATMIN7 | ATMIN7 (ARABIDOPSIS THALIANA HOPM INTERACTOR 7); guanyl-nucleotide exchange factor/ protein binding | chr3:15245223-15256022 REVERSEnot assigned not assigned DUF1981 COG5307"	signalling.G-proteins	30_5

CUST_58887_PI403524517	2	-0.07710743	0.5195265	0.027560234	-0.081409454	-0.017017365	0.01701641	35_16800	"Cluster: Putative ubiquitin conjugating enzyme; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ubiquitin conjugating enzyme - Oryza sativa (japonica"	UniRef90_Q69Y56	"CHR1V7|COORD:5917139..5919155| UBC34 (ubiquitin-conjugating enzyme 32); ubiquitin-protein ligase"	AT1G17280.1	CHR06V5|COORD:4694317..4689735|protein ubiquitin-conjugating enzyme E2 J2, putative, expressed	LOC_Os06g09330.1	no descriptionmoderately similar to ( 304)AT1G17280| Symbols: UBC34 | UBC34 (ubiquitin-conjugating enzyme 32) | chr1:5917139-5919155 REVERSEvery weakly similar to (67.8)UBC2_MEDSAUbiquitin-conjugating enzyme E2-17 kDa - Medicago sativa (Alfalfa)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned UBCc UQ_con COG5078 UBCc	protein.degradation.ubiquitin.E2	29_5_11_3

CUST_20173_PI403524517	2	0.10966492	-0.22654343	-0.07505512	0.01495266	0.016806602	-0.014953613	35_5847	"Cluster: Putative RNA helicase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative RNA helicase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q84T03	CHR5V7|COORD:26375554..26378470| DEAD/DEAH box helicase, putative	AT5G65900.1	CHR03V5|COORD:33432442..33428056|protein ATP-dependent RNA helicase has1, putative, expressed	LOC_Os03g58810.1	 no descriptionmoderately similar to ( 305)AT3G18600| Symbols:  | DEAD/DEAH box helicase, putative | chr3:6399730-6403013 REVERSEweakly similar to ( 121)DB10_NICSYATP-dependent RNA helicase-like protein DB10 - Nicotiana sylvestris (Wood tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DEADc SrmB DEAD PRK11192 PRK11776 DEXDc PRK04837 PRK10590 DEXDc PRK11634 PRK01297 PRK04537 DEXHc COG1205 Lhr DUF1777 Transformer 	DNA.synthesis/chromatin structure	28_1

CUST_73496_PI403524517	2	0.21099281	-0.03136921	-0.0063619614	6.8855286E-4	-6.8950653E-4	0.01713562	35_21077	"Cluster: Hypothetical protein OJ1714_H10.131; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1714_H10.131 - Oryza sativa (japonica cult"	UniRef90_Q7XIM1	CHR5V7|COORD:7273398..7276321| tetratricopeptide repeat (TPR)-containing protein	AT5G21990.1	CHR07V5|COORD:3274244..3268660|protein TPR Domain containing protein, expressed	LOC_Os07g06710.1	no descriptionmoderately similar to ( 250)AT5G21990| Symbols:  | tetratricopeptide repeat (TPR)-containing protein | chr5:7273398-7276321 FORWARDvery weakly similar to (55.1)FKB70_WHEAT70 kDa peptidyl-prolyl isomerase - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_56725_PI403524517	2	0.018126965	0.75113344	-0.29143858	0.028038979	-0.018126965	-0.089725494	35_16156	"Cluster: RNA and export factor-binding protein, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: RNA and export factor-binding"	UniRef90_Q10N90	CHR5V7|COORD:24157461..24158730| RNA and export factor-binding protein, putative	AT5G59950.1	CHR03V5|COORD:9432082..9428357|protein THO complex subunit 4, putative, expressed	LOC_Os03g17010.1	 no descriptionweakly similar to ( 172)AT5G59950| Symbols:  | RNA and export factor-binding protein, putative | chr5:24157461-24158730 FORWARDvery weakly similar to (53.5)ROC2_NICSY29 kDa ribonucleoprotein B, chloroplast precursor - Nicotiana sylvestris (Wood tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned RRM RRM_1 COG0724 PRK12323 PRK07003 PRK07764 	RNA.RNA binding	27_4

CUST_137420_PI403524517	2	-0.23104477	-0.72504044	0.18663692	-0.011179924	0.011179924	0.082265854	35_38539	Rep: Cytochrome P450 reductase - Triticum aestivum (Wheat)	UniRef90_Q8VX49	CHR4V7|COORD:14796906..14800584| ATR2 (ARABIDOPSIS P450 REDUCTASE 2)	AT4G30210.2	CHR09V5|COORD:22217771..22211913|protein NADPH--cytochrome P450 reductase, putative, expressed	LOC_Os09g38620.1	 no descriptionmoderately similar to ( 311)AT4G24520| Symbols: AR1, ATR1 | ATR1 (ARABIDOPSIS CYTOCHROME REDUCTASE) | chr4:12663075-12667076 REVERSEmoderately similar to ( 313)NCPR_CATRONADPH--cytochrome P450 reductase - Catharanthus roseus (Rosy periwinkle) (Madagascar periwinkle)not assigned not assigned CysJ FAD_binding_1 PRK06214 cysJ NAD_binding_1 	secondary metabolism.phenylpropanoids	16_2

CUST_8378_PI404877155	2	-1.2618256	-0.85550785	0.1641407	0.6975851	-0.1641407	0.33568764	Contig2481_s_at	P0677H08.8 [Oryza sativa (japonica cultivar-group)]	NP_915655.1	AP2 domain-containing transcription factor, putative	At5g50080.1	protein AP2 domain, putative	Os05g36100	NONE	RNA.regulation of transcription.AP2/EREBP, APETALA2/Ethylene-responsive element binding protein family	27_3_03

CUST_18337_PI404877155	2	0.23901176	0.38097143	-0.20125294	-0.09116268	-0.1925025	0.09116316	HVSMEg0009L20r2_at	proton-dependent oligopeptide transport (POT) family protein [Arabidopsis thaliana]	NP_190154.1	proton-dependent oligopeptide transport (POT) family protein	At3g45680.1	protein expressed protein	Os05g27310	proton-dependent oligopeptide transport (POT) family protein, contains Pfam profile: PF00854 POT family	transport.peptides and oligopeptides	34_13

CUST_4164_PI403524517	2	0.06850147	-0.20188236	-0.031716347	-0.018556595	0.048542023	0.018556595	35_1151	"Cluster: P0402A09.25 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: P0402A09.25 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7F2E5	CHR5V7|COORD:4526880..4528255| translocon-associated protein beta (TRAPB) family protein	AT5G14030.1	CHR01V5|COORD:144847..147375|protein translocon-associated protein beta containing protein, expressed	LOC_Os01g01307.1	no descriptionvery weakly similar to (78.2)AT5G14030| Symbols:  | translocon-associated protein beta (TRAPB) family protein | chr5:4526880-4528255 FORWARDnot assigned	not assigned.no ontology	35_1

CUST_21012_PI403524517	2	0.31147003	1.0357609	0.38143873	-0.3114705	-0.4309187	-0.70399857	35_6097	"Cluster: Putative Systemin receptor SR160; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Systemin receptor SR160 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6ZDZ0	0	0	CHR07V5|COORD:1849699..1854499|protein wound and phytochrome signaling involved receptor like kinase, putative, expressed	LOC_Os07g04220.1	no description	not assigned.unknown	35_2

CUST_23989_PI399408534	2	-0.14834118	0.6664114	-0.03600979	0.06181526	-0.06134796	0.03600979	35_17464	Rep: BHLH transcription factor PTF1 - Oryza sativa (Rice)	UniRef90_Q84UY9	CHR5V7|COORD:23500896..23502115| basic helix-loop-helix (bHLH) family protein	AT5G58010.1	CHR06V5|COORD:4714553..4708744|protein helix-loop-helix DNA-binding domain containing protein, expressed	LOC_Os06g09370.2	no descriptionweakly similar to ( 150)AT2G24260| Symbols:  | basic helix-loop-helix (bHLH) family protein | chr2:10326726-10329257 REVERSEvery weakly similar to (58.2)LAX_ORYSAnot assigned HLH HLH HLH	RNA.regulation of transcription.bHLH,Basic Helix-Loop-Helix family	27_3_6

CUST_28341_PI403524517	2	0.1322298	0.46542358	-0.088783264	0.021548271	-0.040756702	-0.021548271	35_8191	"Cluster: Predicted protein; n=1; Chaetomium globosum CBS 148.51|Rep: Predicted protein - Chaetomium globosum CBS 148.51"	UniRef90_Q2H2Z3	"CHR1V7|COORD:22808660..22809983| similar to protein kinase-related [Arabidopsis thaliana] (TAIR:AT1G63600.1); similar to receptor-like protein"	AT1G61750.1	CHR01V5|COORD:23094659..23099527|protein bZIP-like protein, putative, expressed	LOC_Os01g40330.1	no description	not assigned.unknown	35_2

CUST_64697_PI403524517	2	-0.37417698	-0.30488396	0.35385418	0.01048851	-0.01048851	0.019464493	35_18471	"Cluster: Putative PPF-1 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative PPF-1 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5ZEK1	"CHR2V7|COORD:12363746..12366235| ALB3 (ALBINO 3); protein translocase"	AT2G28800.1	CHR01V5|COORD:2766942..2771411|protein inner membrane protein ALBINO3, chloroplast precursor, putative, expressed	LOC_Os01g05800.2	no description	not assigned.unknown	35_2

CUST_24584_PI403524517	2	-0.3287983	-0.7097359	0.487854	0.071930885	0.32451248	-0.07192993	35_7135	"Cluster: Hypothetical protein P0512C01.48; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0512C01.48 - Oryza sativa (japonica cultivar-g"	UniRef90_Q8LR39	CHR1V7|COORD:27914057..27916446| glycerophosphoryl diester phosphodiesterase family protein	AT1G74210.1	CHR01V5|COORD:32457434..32463852|protein glycerophosphoryl diester phosphodiesterase precursor, putative, expressed	LOC_Os01g55780.1	no descriptionweakly similar to ( 188)AT1G74210| Symbols:  | glycerophosphoryl diester phosphodiesterase family protein | chr1:27914057-27916446 FORWARDnot assigned glpQ	lipid metabolism.lipid degradation.lysophospholipases.glycerophosphodiester phosphodiesterase	11_9_3_3

CUST_86305_PI403524517	2	0.02036333	-0.21603346	0.24511862	-0.058880806	-0.02036333	0.02165842	35_24717	"Cluster: Putative glutamate carboxypeptidase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative glutamate carboxypeptidase - Oryza sativa (japonica"	UniRef90_Q5JKV3	CHR5V7|COORD:6673988..6676769| peptidase M28 family protein	AT5G19740.1	CHR01V5|COORD:31391969..31396996|protein glutamate carboxypeptidase 2, putative, expressed	LOC_Os01g54010.1	no descriptionmoderately similar to ( 285)AT5G19740| Symbols:  | peptidase M28 family protein | chr5:6673988-6676769 FORWARDnot assigned not assigned Peptidase_M28 Iap PA_GCPII_like	protein.degradation	29_5

CUST_3758_PI403524517	2	0.60771275	-1.5644965	-0.46816492	0.7038784	0.46816444	-0.99278545	35_1029	"Cluster: Photosystem I reaction center subunit N, chloroplast precursor; n=2; Magnoliophyta|Rep: Photosystem I reaction center subunit N, chloroplast precursor"	UniRef90_P31093	"CHR5V7|COORD:25645950..25646635| PSAN (photosystem I reaction center subunit PSI-N); calmodulin binding"	AT5G64040.1	CHR12V5|COORD:4505711..4506862|protein photosystem I reaction center subunit N, chloroplast precursor, putative, expressed	LOC_Os12g08770.1	" no descriptionweakly similar to ( 158)AT5G64040| Symbols: PSAN | PSAN (photosystem I reaction center subunit PSI-N); calmodulin binding | chr5:25646090-25646635 REVERSEmoderately similar to ( 207)PSAN_HORVUPhotosystem I reaction center subunit N, chloroplast precursor - Hordeum vulgare (Barley)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PsaN APC_basic PRK12323 Herpes_BLLF1 Tymo_45kd_70kd PRK07003 "	PS.lightreaction.photosystem I.PSI polypeptide subunits	1_1_2_2

CUST_112823_PI403524517	2	-0.004992962	0.004992962	0.16232967	-0.30953264	0.4091215	-0.67758703	35_32023	"Cluster: Os05g0147700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0147700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DKR5	CHR2V7|COORD:11727562..11727966| proline-rich family protein	AT2G27390.1	CHR05V5|COORD:2716740..2714941|protein F-box domain containing protein, expressed	LOC_Os05g05500.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Tymo_45kd_70kd PRK06958 PRK07764 SMN PRK12323 Drf_FH1	not assigned.unknown	35_2

CUST_68543_PI403524517	2	-0.41211605	-0.07173729	0.4302492	0.17039299	0.022367477	-0.022366524	35_19606	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_19205_PI403524517	2	0.049103737	-0.4871769	-0.01312542	0.01312542	-0.09912491	0.06913757	35_5569	"Cluster: ABC transporter family protein, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: ABC transporter family protein, expressed - Oryza sativa (j"	UniRef90_Q10FF1	CHR1V7|COORD:24299025..24300995| ATNAP11 (Arabidopsis thaliana non-intrinsic ABC protein 11)	AT1G65410.1	CHR03V5|COORD:26397972..26394465|protein toluene ABC transporter, ATP-binding protein, putative, expressed	LOC_Os03g46740.1	no descriptionmoderately similar to ( 446)AT1G65410| Symbols: ATNAP11 | ATNAP11 (Arabidopsis thaliana non-intrinsic ABC protein 11) | chr1:24299025-24300995 FORWARDweakly similar to ( 125)CYSA_CHLVUProbable sulfate/thiosulfate import ATP-binding protein cysA - Chlorella vulgaris (Green alga)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned ABC_Org_Solvent_Resistant Ttg2A GlnQ ABC_Carb_Solutes_like ABC_MJ0796_Lo1CDE_FtsE PotA CcmA ABC_HisP_GlnQ_permeases SalX AbcC ABC_cobalt_CbiO_domain1 ABC_Mj1267_LivG_branched ABC_NrtD_SsuB_transporters TauB CbiO ABC_MetN_methionine_transporter MalK ABC_PstB_phosphate_transporter CysA ABC_Class3 ABC_PhnC_transporter ABC_NikE_OppD_transporters PRK11831 ABC_DR_subfamily_A ABC_PotA_N ABC_CysA_sulfate_importer ZnuC OpuBA FtsE ABC_BcrA_bacitracin_resist DppF COG1123 LivG ABC_Pro_Gly_Bertaine ABC_OpuCA_Osmoprotection NatA potA COG3638 FepC ThiQ ABC_Metallic_Cations glnQ PstB ABC_YhbG HisP ABC_TM1139_LivF_branched DppD ABC_tran ABC_NatA_sodium_exporter ABC_MalK_N ABC_FtsE_transporter ABC_DrrA ProV ABC_drug_resistance_like ABCC_MRP_Like COG4181 fbpC SunT MglA artP metN PRK10619 MdlB YhbG ABC_putative_ATPase ABC_subfamily_A ABC_ModC_molybdenum_transporter ArtP ABC_ATPase ABC_Iron-Siderophores_B12_Hemin ABC_ModC_like LivF ABC_ThiQ_thiamine_transporter PRK11264 ABC_cobalt_CbiO_domain2 PRK10851 CydC ABCC_Glucan_exporter_like TauB COG3845 Uup ABCC_ATM1_transporter SapF potG thiQ COG4172 COG4559 ABCC_MsbA COG4152 CydD ABC_KpsT_Wzt AppF COG4674 PRK11000 ABCC_bacteriocin_exporters ABC_MTABC3_MDL1_MDL2 ABCC_Protease_Secretion ABCG_White ABCG_EPDR ABC_NatA_like ModF ABC_Carb_Monos_I ssuB ugpC TagH lolD ABCC_Hemolysin PRK10908 PRK10535 PRK10070 dppF CeuD ArpD tauB ABCC_cytochrome_bd PRK09984 ModC CcmA PRK10419 PRK10584 PRK10744 phnK COG4136 livG PhnK PhnK PRK11160 PRK10895 ABCC_TAP COG4586 btuD modC PRK03695 PRK11174 COG4619 ABCC_MRP_domain1 ABC_CcmA_heme_exporter ABC_Carb_Monos_II sufC fecE ATM1 ABC_FeS_Assembly znuC ABCC_MRP_domain2 PRK10253 PRK09700 dppD PRK11819 PRK11176 araG PRK11147 PhnL BtuD PvdE oppD PRK10247 PRK10762 COG1245 PRK10418 ABCF_EF-3 PRK10261 PRK10790 ABCC_CFTR2 ycf16 PRK10575 PRK10636 COG4178 COG2401 ABC_RNaseL_inhibitor_domain2 livF PRK10522 ABC_PDR_domain2 ABCC_NFT1 PRK10938 sufC SapD ABC_PDR_domain1 PRK10982 PRK10789 ABC_RNaseL_inhibitor_domain1 ABCC_CFTR1	transport.ABC transporters and multidrug resistance systems	34_16

CUST_28245_PI403524517	2	-0.032788754	0.2610917	0.03278923	-0.102561	-0.047764778	0.046796322	35_8167	Rep: Expansin-like A2 precursor - Oryza sativa (Rice)	UniRef90_Q7XCL0	CHR4V7|COORD:17978669..17979659| ATEXLA2 (ARABIDOPSIS THALIANA EXPANSIN-LIKE A2)	AT4G38400.1	CHR10V5|COORD:20849845..20852033|protein expansin-like 3 precursor, putative, expressed	LOC_Os10g39640.1	 no descriptionweakly similar to ( 110)AT4G38400| Symbols: EXPL2, ATHEXP BETA 2.2, ATEXLA2 | ATEXLA2 (ARABIDOPSIS THALIANA EXPANSIN-LIKE A2) | chr4:17978669-17979659 REVERSEweakly similar to ( 158)EXLA2_ORYSAnot assigned not assigned not assigned not assigned not assigned DPBB_1 PRK12678 PRK07764 	cell wall.modification	10_7

CUST_24017_PI403524517	2	-0.16946936	-0.99653244	0.39772177	0.36907482	0.16946936	-0.7543745	35_6978	"Cluster: Os08g0434500 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os08g0434500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J5H2	"CHR1|COORD:8333685..8336374| similar to glycosyl transferase family 2 protein [Arabidopsis thaliana] (TAIR:At5g03760.1); similar to glycosyl transferase"	AT1G23480.3	CHR08V5|COORD:20945297..20953809|protein CSLA11 - cellulose synthase-like family A, expressed	LOC_Os08g33740.1	" no descriptionweakly similar to ( 197)AT1G23480| Symbols: CSLA03, ATCSLA3, ATCSLA03 | ATCSLA03 (Cellulose synthase-like A3); transferase, transferring glycosyl groups | chr1:8334221-8336219 FORWARD"	cell wall.cellulose synthesis	10_2

CUST_53983_PI403524517	2	0.03627205	-0.2490902	-0.04960537	0.02537918	-0.025378227	0.040100098	35_15364	"Cluster: Ubiquitin-conjugating enzyme family protein, expressed; n=2; Oryza sativa|Rep: Ubiquitin-conjugating enzyme family protein, expressed - Oryza sativa (j"	UniRef90_Q10E03	"CHR2V7|COORD:15150091..15151077| MMZ3 (MMS ZWEI HOMOLOGE 3); ubiquitin-protein ligase"	AT2G36060.2	CHR03V5|COORD:28730634..28735988|protein ubiquitin-conjugating enzyme E2 variant 1, putative, expressed	LOC_Os03g50440.1	no description	not assigned.unknown	35_2

CUST_56762_PI403524517	2	-0.0178051	0.2554226	-0.006214142	0.006214142	-0.030316353	0.007089615	35_16167	"Cluster: Ribosomal protein S21-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Ribosomal protein S21-like protein - Oryza sativa (japonica"	UniRef90_Q6YUV4	"CHR3V7|COORD:10018768..10020091| GHS1 (GLUCOSE HYPERSENSITIVE 1); structural constituent of ribosome"	AT3G27160.1	CHR02V5|COORD:4937803..4936407|protein ribosome-like protein, putative, expressed	LOC_Os02g09590.1	"no descriptionvery weakly similar to (82.0)AT3G27160| Symbols: GHS1 | GHS1 (GLUCOSE HYPERSENSITIVE 1); structural constituent of ribosome | chr3:10018768-10020091 FORWARDrpsU RpsU PRK12441 Ribosomal_S21"	protein.synthesis.mito/plastid ribosomal protein.plastid	29_2_1_1

CUST_63178_PI403524517	2	0.11218357	-0.25650597	-0.12947941	0.03817463	-0.03817463	0.13853836	35_18028	"Cluster: Integral membrane protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Integral membrane protein-like - Oryza sativa (japonica cultivar-group"	UniRef90_Q69M22	CHR5V7|COORD:6749909..6750934| integral membrane family protein	AT5G19980.1	CHR09V5|COORD:8591971..8589541|protein expressed protein	LOC_Os09g14520.1	no descriptionmoderately similar to ( 444)AT5G19980| Symbols:  | integral membrane family protein | chr5:6749909-6750934 REVERSEnot assigned not assigned not assigned not assigned VRG4 RhaT UAA	not assigned.no ontology	35_1

CUST_178494_PI403524517	2	0.098166466	0.4464531	-0.18247509	-0.38192844	-0.098166466	0.16095543	35_49642	"Cluster: Putative permease 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative permease 1 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6H5A2	CHR1V7|COORD:22117658..22120313| xanthine/uracil permease family protein	AT1G60030.1	CHR09V5|COORD:12883070..12887676|protein permease I, putative, expressed	LOC_Os09g21340.1	no descriptionweakly similar to ( 112)AT1G60030| Symbols:  | xanthine/uracil permease family protein | chr1:22117658-22120313 REVERSEnot assigned UraA Xan_ur_permease PRK10720	transport.misc	34_99

CUST_91764_PI403524517	2	0.08946562	-0.089466095	0.14946175	-0.12334633	0.19008064	-0.25711584	35_26236	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10QE9	"CHR4V7|COORD:16422440..16423828| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G34330.1); similar to Os03g0199100 [Oryza sativa (japonica"	AT4G34320.1	CHR03V5|COORD:5193230..5196856|protein expressed protein	LOC_Os03g10240.1	"no descriptionweakly similar to ( 135)AT4G34320| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G34330.1); similar to Os03g0199100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001049283.1); similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:AAL58139.1); contains InterPro domain Protein of unknown function DUF677; (InterPro:IPR007749) | chr4:16422440-16423828 FORWARDnot assigned DUF677"	not assigned.unknown	35_2

CUST_12346_PI403524517	2	0.14630032	-0.12459946	-0.025616646	-0.04467392	0.025616646	0.070194244	35_3518	Rep: CAA30376.1 protein - Oryza sativa (Rice)	UniRef90_Q9ST91	0	0	CHR01V5|COORD:38802067..38796483|protein csAtPR5, putative, expressed	LOC_Os01g66230.2	no description	not assigned.unknown	35_2

CUST_166946_PI403524517	2	0.0746398	0.12576008	-0.0389266	-0.16725874	-0.20984125	0.0389266	35_46506	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_146464_PI403524517	2	0.45590687	0.1959405	-0.086411	-0.48550844	-0.3753991	0.086411	35_40998	Rep: Hypothetical protein - Gibberella zeae (Fusarium graminearum)	UniRef90_Q4ICI2	"CHR3V7|COORD:20445088..20447265| ATWBC19 (WHITE-BROWN COMPLEX HOMOLOG 19); ATPase, coupled to transmembrane movement of substances"	AT3G55130.1	CHR03V5|COORD:3065100..3055037|protein ATPase, coupled to transmembrane movement of substances, putative, expressed	LOC_Os03g06139.1	" no descriptionvery weakly similar to (72.4)AT3G55130| Symbols: ATWBC19 | ATWBC19 (WHITE-BROWN COMPLEX HOMOLOG 19); ATPase, coupled to transmembrane movement of substances | chr3:20445088-20447265 REVERSEvery weakly similar to (59.7)PDR13_ORYSAnot assigned not assigned ABCG_EPDR ABC_PDR_domain2 ABCG_White CcmA ABC_PDR_domain1 "	transport.ABC transporters and multidrug resistance systems	34_16

CUST_14055_PI404877155	2	-0.2572136	0.60431576	0.4129696	0.019062042	-0.2044754	-0.019062042	Contig7857_s_at	putative branched chain alpha-keto acid dehydrogenase E2 subunit [Oryza sativa (japonica cultivar-group)]	NP_908608.1	branched chain alpha-keto acid dehydrogenase E2 subunit (din3)	At3g06850.1	protein 2-oxo acid dehydrogenases acyltransferase (catalytic domain), putative	Os01g21160	"DIN3;LTA1;DARK INDUCIBLE 3;branched chain alpha-keto acid dehydrogenase E2 subunit (din3), identical to branched chain alpha-keto acid dehydrogenase E2 subunit (din3) (Arabidopsis thaliana) GI:7021284 or  branched chain alpha-keto acid dehydrogenase E2 su"	amino acid metabolism.degradation.branched-chain group.shared	13_2_4_1

CUST_36549_PI403524517	2	0.29438305	-0.6551857	-0.05862713	0.07208729	-0.05073166	0.050732613	35_10539	"Cluster: Os01g0605500 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0605500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JLE4	CHR1V7|COORD:6380922..6384333| kinesin motor protein-related	AT1G18550.1	CHR01V5|COORD:24181332..24177717|protein ATP binding protein, putative, expressed	LOC_Os01g42070.1	no descriptionvery weakly similar to (92.8)AT1G18550| Symbols:  | kinesin motor protein-related | chr1:6380922-6384333 REVERSE	cell.organisation	31_1

CUST_79737_PI403524517	2	0.28102684	-0.19066238	0.01718998	-0.03504944	-0.01718998	0.12218094	35_22867	"Cluster: Putative thiamin pyrophosphokinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative thiamin pyrophosphokinase - Oryza sativa (japonica"	UniRef90_Q60DX1	CHR1V7|COORD:643063..644485| thiamin pyrophosphokinase, putative	AT1G02880.3	CHR05V5|COORD:17568673..17563861|protein thiamin pyrophosphokinase 1, putative, expressed	LOC_Os05g30454.1	 no descriptionweakly similar to ( 188)AT1G02880| Symbols:  | thiamin pyrophosphokinase, putative | chr1:643063-644485 REVERSEnot assigned THI80 TPK_B1_binding TPK_catalytic 	Co-factor and vitamine metabolism.thiamine.thiamine diphosphokinase	18_2_1

CUST_75145_PI403524517	2	-0.20003414	-0.6108427	-0.103279114	0.3530693	0.7438841	0.10328007	35_21540	Rep: OSIGBa0092M08.7 protein - Oryza sativa (Rice)	UniRef90_Q01I45	CHR3V7|COORD:19466828..19469699| heat shock protein-related	AT3G52490.1	CHR04V5|COORD:20380462..20383839|protein transposon protein, putative, Mutator sub-class, expressed	LOC_Os04g33980.1	no descriptionmoderately similar to ( 211)AT3G52490| Symbols:  | heat shock protein-related | chr3:19466828-19469699 REVERSEnot assigned not assigned not assigned clpA	stress.abiotic.heat	20_2_1

CUST_164369_PI403524517	2	0.21159935	0.24520016	-0.13391638	-0.114827156	0.08734608	-0.0873456	35_45818	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_7691_PI404877155	2	-0.08923721	-0.46823406	0.3262329	0.08923721	0.10439682	-0.17568684	Contig22550_at	0	0	0	0	0	0	"amino acid permease family protein, weak similarity to aspartate/glutamate transporter 1 (Mus musculus) GI:21322754; contains Pfam profile PF00324: Amino acid permease"	transport.amino acids	34_3

CUST_73507_PI403524517	2	-0.025362968	0.025362968	-0.12926197	0.02645588	0.075481415	-0.13929081	35_21080	Rep: At1g56230 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q6NKW1	"CHR1V7|COORD:21049776..21052624| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G22660.2); similar to Os01g0347100 [Oryza sativa (japonica"	AT1G56230.1	0	0	"no descriptionweakly similar to ( 120)AT1G56230| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G22660.2); similar to Os01g0347100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001042967.1); similar to hypothetical protein [Oryza sativa] (GB:AAD27671.1); contains InterPro domain Protein of unknown function DUF1399; (InterPro:IPR009836) | chr1:21049776-21052624 REVERSE"	not assigned.unknown	35_2

CUST_16428_PI404877155	2	0.11617088	-0.42678547	-0.12584114	0.0036125183	2.3651123E-4	-2.374649E-4	HA11H04u_s_at	P0712E02.15 [Oryza sativa (japonica cultivar-group)]	NP_917420.1	SIT4 phosphatase-associated family protein	At1g30470.1	protein SIT4 phosphatase-associated protein, putative	Os01g40340	NONE	RNA.processing	27_1

CUST_19418_PI404877155	2	-0.44219398	-0.20894909	0.36158562	0.14814281	-0.070090294	0.07008934	rbags16i08_x_at	putative calreticulin [Oryza sativa (japonica cultivar-group)] dbj|BAC06263.1| putative calreticulin [Oryza sativa (japonica cultivar-group)	NP_915149.1	calreticulin 3 (CRT3)	At1g08450.1	protein Calreticulin family, putative	Os01g67050	putative calreticulin	signalling.calcium	30_3

CUST_88366_PI403524517	2	-0.027719498	0.099545956	0.027719975	0.25507212	-0.15010118	-0.16561127	35_25296	"Cluster: Serine/threonine phosphatase type 2c, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Serine/threonine phosphatase type 2c, putat"	UniRef90_Q10MX1	CHR5V7|COORD:22830994..22833388| carbonic anhydrase family protein	AT5G56330.1	CHR03V5|COORD:10142507..10144524|protein protein phosphatase 2C isoform epsilon, putative, expressed	LOC_Os03g18150.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07764 Atrophin-1 DUF1421 TT_ORF1 DUF1431	not assigned.unknown	35_2

CUST_134890_PI403524517	2	0.1844101	0.580472	0.090649605	-0.090649605	-0.3457551	-0.23049355	35_37844	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_43313_PI403524517	2	0.074406624	0.16651154	0.07313824	-0.07313776	-0.44619894	-0.21290493	35_12437	"Cluster: Retrotransposon protein, putative, unclassified; n=1; Oryza sativa (japonica cultivar-group)|Rep: Retrotransposon protein, putative, unclassified - Ory"	UniRef90_Q2QS77	"CHR3V7|COORD:9381471..9382642| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G10613.1); similar to putative AP endonuclease/reverse"	AT3G25720.1	CHR12V5|COORD:14400870..14398588|protein retrotransposon protein, putative, unclassified	LOC_Os12g25070.1	no description	not assigned.unknown	35_2

CUST_136393_PI403524517	2	-0.099910736	-0.114985466	0.044085503	0.06984234	-0.044085503	0.09976196	35_38247	"Cluster: Putative guanine nucleotide-exchange protein GEP2; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative guanine nucleotide-exchange protein GEP2 -"	UniRef90_Q7F8R6	"CHR1V7|COORD:330830..337582| EDA10 (embryo sac development arrest 10); guanyl-nucleotide exchange factor"	AT1G01960.1	CHR02V5|COORD:5221797..5220249|protein guanine nucleotide-exchange protein-like, putative, expressed	LOC_Os02g10040.1	no description	not assigned.unknown	35_2

CUST_60341_PI403524517	2	-0.039432526	-0.20719147	-0.052562714	0.103899956	0.039432526	0.07208061	35_17200	"Cluster: Hypothetical protein P0663C08.7; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0663C08.7 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6L4S1	"CHR1V7|COORD:18505604..18508130| CLPR1 (Clp protease proteolytic subunit 5); endopeptidase Clp"	AT1G49970.1	CHR05V5|COORD:29416207..29412525|protein endopeptidase Clp, putative, expressed	LOC_Os05g51450.1	" no descriptionmoderately similar to ( 342)AT1G49970| Symbols: NCLPP5, CLPR1 | CLPR1 (Clp protease proteolytic subunit 5); endopeptidase Clp | chr1:18505604-18508130 REVERSEvery weakly similar to (69.7)CLPP_MESVIATP-dependent Clp protease proteolytic subunit - Mesostigma viridenot assigned PRK12552 ClpP CLP_protease clpP clpP PRK12553 PRK12551 "	protein.degradation	29_5

CUST_48396_PI403524517	2	0.14401627	-0.013118744	-0.26280403	0.20511055	0.0012245178	-0.0012226105	35_13829	"Cluster: S-adenosylmethionine decarboxylase proenzyme (EC 4.1.1.50) (AdoMetDC) (SamDC) [Contains: S-adenosylmethionine decarboxylase alpha chain; S- adenosylmet"	UniRef90_Q42829	CHR3V7|COORD:9288650..9289699| adenosylmethionine decarboxylase family protein	AT3G25570.1	CHR04V5|COORD:24695954..24699691|protein S-adenosylmethionine decarboxylase proenzyme, putative, expressed	LOC_Os04g42090.5	no descriptionmoderately similar to ( 359)AT3G25570| Symbols:  | adenosylmethionine decarboxylase family protein | chr3:9288650-9289699 REVERSEhighly similar to ( 665)DCAM_ORYSAnot assigned not assigned SAM_decarbox AdoMetDC_leader	polyamine metabolism.synthesis.SAM decarboxylase	22_1_2

CUST_68826_PI403524517	2	0.016386032	0.24628735	-0.035629272	-0.016524315	0.014536858	-0.014537811	35_19690	"Cluster: Os02g0123200 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0123200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E4E2	CHR2V7|COORD:18830539..18832675| SSE1 (SHRUNKEN SEED 1)	AT2G45690.1	CHR02V5|COORD:1213995..1218060|protein SSE1, putative, expressed	LOC_Os02g03070.1	 no descriptionmoderately similar to ( 325)AT2G45690| Symbols: SSE, PEX16, SSE1 | SSE1 (SHRUNKEN SEED 1) | chr2:18830539-18832675 REVERSEnot assigned Pex16 	not assigned.no ontology	35_1

CUST_24541_PI399408534	2	-0.33013725	0.33541346	0.104608536	0.1457715	-0.104608536	-0.21110296	35_50841	"Cluster: Os01g0851100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0851100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JHP5	"CHR2V7|COORD:15901240..15904530| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G01100.1); similar to unknown protein [Arabidopsis thaliana]"	AT2G37980.1	CHR01V5|COORD:36974867..36970426|protein axi 1 like protein, putative, expressed	LOC_Os01g63230.1	" no descriptionweakly similar to ( 177)AT2G37980| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G01100.1); similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G54100.1); similar to Os05g0451900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001055708.1); similar to putative axi 1 [Oryza sativa (japonica cultivar-group)] (GB:BAD82651.1); contains InterPro domain Protein of unknown function DUF246, plant; (InterPro:IPR004348) | chr2:15901240-15904530 REVERSEDUF246 "	hormone metabolism.auxin.induced-regulated-responsive-activated	17_2_3

CUST_2275_PI399408534	2	-0.032635212	0.19057512	0.032635212	-0.36376524	0.19558287	-0.23986912	35_23642	"Cluster: Zinc finger protein-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Zinc finger protein-like protein - Oryza sativa (japonica cultivar-g"	UniRef90_Q7XI88	"CHR3V7|COORD:4544948..4547307| ATIDD11 (ARABIDOPSIS THALIANA INDETERMINATE(ID)-DOMAIN 11); nucleic acid binding / transcription factor/ zinc ion binding"	AT3G13810.1	CHR07V5|COORD:23539013..23542381|protein zinc finger, C2H2 type family protein, expressed	LOC_Os07g39310.1	"no descriptionweakly similar to ( 137)AT3G13810| Symbols: ATIDD11 | ATIDD11 (ARABIDOPSIS THALIANA INDETERMINATE(ID)-DOMAIN 11); nucleic acid binding / transcription factor/ zinc ion binding | chr3:4544948-4547307 FORWARDAtrophin-1"	RNA.regulation of transcription.C2H2 zinc finger family	27_3_11

CUST_2167_PI403524517	2	-0.601305	-1.4044542	2.497449	0.601305	1.3741107	-1.1004958	35_580	"Cluster: Putative proline-rich protein APG; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative proline-rich protein APG - Oryza sativa (japonica cultivar"	UniRef90_Q6Z7T3	CHR5V7|COORD:12620003..12621900| GDSL-motif lipase/hydrolase family protein	AT5G33370.1	CHR02V5|COORD:30961730..30959713|protein anther-specific proline-rich protein APG precursor, putative, expressed	LOC_Os02g50690.1	no descriptionvery weakly similar to (98.2)AT5G33370| Symbols:  | GDSL-motif lipase/hydrolase family protein | chr5:12620094-12621900 REVERSEvery weakly similar to (65.9)APG_BRANAAnther-specific proline-rich protein APG - Brassica napus (Rape)SGNH_plant_lipase_like fatty_acyltransferase_like	misc.GDSL-motif lipase	26_28

CUST_82914_PI403524517	2	-0.10284948	0.04389	0.17108536	0.07150364	-0.27055883	-0.043889523	35_23778	Rep: Blr0521 protein - Bradyrhizobium japonicum	UniRef90_Q89X06	CHR1V7|COORD:22496859..22500684| proline-rich family protein	AT1G61080.1	CHR04V5|COORD:3086490..3084276|protein transposon protein, putative, CACTA, En/Spm sub-class	LOC_Os04g05980.1	no descriptionnot assigned not assigned	not assigned.unknown	35_2

CUST_49786_PI403524517	2	0.19635773	-0.03406334	-0.36530876	0.03406334	0.6761546	-0.10719919	35_14216	Rep: D-Hordein - Hordeum vulgare (Barley)	UniRef90_Q84LE9	CHR1V7|COORD:9078127..9079563| proline-rich extensin-like family protein	AT1G26240.1	CHR03V5|COORD:3686298..3687608|protein expressed protein	LOC_Os03g07270.1	 no descriptionvery weakly similar to (88.2)AT1G26240| Symbols:  | proline-rich extensin-like family protein | chr1:9078127-9079563 REVERSEvery weakly similar to (65.9)GLT4_WHEATGlutenin, high molecular weight subunit PW212 precursor - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned Glutenin_hmw Extensin_2 COG3386 	not assigned.no ontology.proline rich family	35_1_42

CUST_167432_PI403524517	2	0.3902359	-0.066637516	-0.12128258	0.17948818	0.06663704	-0.24228	35_46633	"Cluster: Erythrocyte membrane protein 1; n=1; Plasmodium falciparum|Rep: Erythrocyte membrane protein 1 - Plasmodium falciparum"	UniRef90_Q6UDW6	CHR4V7|COORD:8663499..8665759| formin homology 2 domain-containing protein / FH2 domain-containing protein	AT4G15200.1	CHR02V5|COORD:22699485..22696487|protein transposon protein, putative, CACTA, En/Spm sub-class	LOC_Os02g37620.1	no description	not assigned.unknown	35_2

CUST_9589_PI403524517	2	-0.05904579	-0.7475381	0.02563572	0.14665794	0.13499928	-0.025634766	35_2702	"Cluster: Os11g0683600 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os11g0683600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IR40	"CHR1V7|COORD:21202067..21202567| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G09310.1); similar to Os12g0563600 [Oryza sativa (japonica"	AT1G56580.1	CHR12V5|COORD:23081885..23083012|protein expressed protein	LOC_Os12g37650.1	"no descriptionweakly similar to ( 158)AT1G56580| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G09310.1); similar to Os12g0563600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001067038.1); similar to Os11g0683600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001068462.1); similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:BAC15899.1); contains InterPro domain Protein of unknown function DUF538; (InterPro:IPR007493) | chr1:21202067-21202567 REVERSEDUF538"	not assigned.unknown	35_2

CUST_49291_PI403524517	2	0.2437458	-0.8984175	-0.23048687	-0.05045128	0.112789154	0.050450325	35_14062	"Cluster: PREDICTED: similar to histone 1, H2ai (predicted); n=1; Canis familiaris|Rep: PREDICTED: similar to histone 1, H2ai (predicted) - Canis familiaris"	UniRef90_UPI00005A5838	CHR5V7|COORD:3270479..3270889| histone H3	AT5G10400.1	CHR11V5|COORD:2622185..2621575|protein histone H3, putative, expressed	LOC_Os11g05730.1	no descriptionmoderately similar to ( 262)AT5G65360| Symbols:  | histone H3 | chr5:26137325-26137735 REVERSEmoderately similar to ( 261)H32_WHEATHistone H3.2 - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned H3 HHT1 Histone PRK12323 PRK07003 Tymo_45kd_70kd PRK07764 HPC2	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_97343_PI403524517	2	0.15629387	0.11993122	0.071442604	-0.39230728	-0.07144308	-0.9483175	35_27802	"Cluster: Putative pentatricopeptide (PPR) repeat-containing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative pentatricopeptide (PPR) repeat-co"	UniRef90_Q6ZKI7	CHR5V7|COORD:20538015..20540206| pentatricopeptide (PPR) repeat-containing protein	AT5G50390.1	CHR08V5|COORD:2148255..2150812|protein CRR2, putative	LOC_Os08g04400.1	no descriptionweakly similar to ( 199)AT5G50390| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr5:20538015-20540206 REVERSEvery weakly similar to (54.3)RF1_ORYSAnot assigned not assigned not assigned not assigned PRK07003 PRK12323 PRK07764	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_9938_PI404877155	2	-0.00921917	0.72504425	-0.044294357	-0.08035183	0.00921917	0.1145668	Contig3644_s_at	NOI protein, nitrate-induced - maize gb|AAC03022.1| nitrate-induced NOI protein [Zea mays] gb|AAB86937.1| nitrate-induced NOI protein [Zea m	T01320	nitrate-responsive NOI protein, putative	At5g55850.1	protein NOI protein, nitrate-induced - maize	Os06g17870	nitrate-induced NOI protein	signalling.in sugar and nutrient physiology	30_1

CUST_129921_PI403524517	2	0.022069931	-0.17401695	0.04805565	-0.022069931	0.14461136	-0.1953392	35_36489	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_28410_PI403524517	2	0.1535883	-0.241992	-0.030266762	0.07504845	1.1444092E-4	-1.1444092E-4	35_8211	"Cluster: Os01g0668300 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0668300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JKJ9	0	0	CHR01V5|COORD:27684185..27690709|protein ATP binding protein, putative, expressed	LOC_Os01g47800.1	no description	not assigned.unknown	35_2

CUST_4314_PI403524517	2	0.1759901	1.0365095	-0.14416695	0.03552723	-0.16787624	-0.035526276	35_1193	"Cluster: Hypothetical protein P0431A02.22; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0431A02.22 - Oryza sativa (japonica cultivar-g"	UniRef90_Q7XB67	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	CHR07V5|COORD:5596938..5599089|protein expressed protein	LOC_Os07g10420.2	no descriptionPRK12323	not assigned.unknown	35_2

CUST_4578_PI403524517	2	-0.087908745	0.36497116	-0.06858349	0.10369778	0.06858349	-0.07349491	35_1264	"Cluster: Elongation factor TS family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Elongation factor TS family protein, expressed - Oryza"	UniRef90_Q2QP54	"CHR4V7|COORD:14317750..14321321| EMB2726 (EMBRYO DEFECTIVE 2726); translation elongation factor"	AT4G29060.1	CHR12V5|COORD:21627198..21633444|protein elongation factor TS family protein, expressed	LOC_Os12g35630.1	"no descriptionmoderately similar to ( 374)AT4G29060| Symbols: EMB2726 | EMB2726 (EMBRYO DEFECTIVE 2726); translation elongation factor | chr4:14317750-14321321 FORWARDnot assigned not assigned tsf tsf tsf Tsf EF_TS PRK12678"	protein.synthesis.elongation	29_2_4

CUST_137461_PI403524517	2	0.18294048	0.28849602	0.2140789	-0.22422886	-0.2758608	-0.18294048	35_38551	Rep: Chloroplast envelope membrane protein - Zea mays (Maize)	UniRef90_P46641	CHRCV7|COORD:60741..61430| hypothetical protein	ATCG00530.1	0	0	"no descriptionvery weakly similar to (74.3)ATCG00530| Symbols: YCF10 | Identical to Chloroplast envelope membrane protein (cemA) [Arabidopsis Thaliana] (GB:P56783); similar to proton extrusion protein-related [Arabidopsis thaliana] (TAIR:AT4G31040.1); similar to chloroplast envelope membrane protein [Gossypium hirsutum] (GB:YP_538947.1); contains InterPro domain CemA; (InterPro:IPR004282) | chrC:60741-61430 FORWARDweakly similar to ( 136)CEMA_WHEATChloroplast envelope membrane protein - Triticum aestivum (Wheat)cemA CemA"	not assigned.unknown	35_2

CUST_19682_PI403524517	2	0.3039055	-0.014499664	-0.014857292	-0.038892746	0.014499664	0.11236191	35_5703	Rep: OSIGBa0102D10.7 protein - Oryza sativa (Rice)	UniRef90_Q01IY6	"CHR1|COORD:29043326..29044732| similar to glutathione S-transferase, putative [Arabidopsis thaliana] (TAIR:At1g02940.1); similar to novel protein similar to"	AT1G77290.2	CHR04V5|COORD:21476978..21474696|protein tetrachloro-P-hydroquinone reductive dehalogenase, putative, expressed	LOC_Os04g35560.2	no descriptionmoderately similar to ( 351)AT1G77290| Symbols:  | tetrachloro-p-hydroquinone reductive dehalogenase-related | chr1:29043811-29044709 FORWARDvery weakly similar to (69.3)GSTF3_MAIZEGlutathione S-transferase 3 - Zea mays (Maize)not assigned not assigned not assigned Gst GST_N_family GST_C_family GST_N_Phi GST_N_Zeta GST_C_Phi GST_N_GDAP1 GST_N_4 GST_N GST_N_GTT1_like	misc.glutathione S transferases	26_9

CUST_5667_PI404877155	2	0.0035848618	-0.10816002	-0.091275215	0.039707184	0.15480709	-0.0035858154	Contig17600_at	putative fructokinase [Oryza sativa (japonica cultivar-group)]	NP_915514.1	pfkB-type carbohydrate kinase family protein	At3g54090.1	protein kinase, pfkB family, putative	Os01g63220	pfkB-type carbohydrate kinase family protein, contains Pfam profile: PF00294 pfkB family carbohydrate kinase	major CHO metabolism.degradation.sucrose.fructokinase	2_2_1_01

CUST_95007_PI403524517	2	0.048257828	-0.143404	-0.022877693	-0.062142372	0.045589447	0.02287674	35_27152	"Cluster: Hypothetical protein P0550B04.24-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0550B04.24-1 - Oryza sativa (japonica cultiv"	UniRef90_Q5Z8K1	CHR2V7|COORD:16667682..16669964| binding	AT2G39910.1	CHR06V5|COORD:28976494..28979806|protein expressed protein	LOC_Os06g47900.1	no descriptionweakly similar to ( 101)AT2G39910| Symbols:  | binding | chr2:16667682-16669964 FORWARDvery weakly similar to (52.0)EST_HEVBREsterase precursor - Hevea brasiliensis (Para rubber tree)SGNH_plant_lipase_like	misc.GDSL-motif lipase	26_28

CUST_102117_PI403524517	2	0.37804604	-0.018659115	0.018659592	-0.11695862	-0.5514226	0.10161781	35_29136	"Cluster: Ubiquitin carboxyl-terminal hydrolase family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Ubiquitin carboxyl-terminal"	UniRef90_Q10RB2	CHR3V7|COORD:17685722..17692429| binding / nucleic acid binding / ubiquitin thiolesterase/ zinc ion binding	AT3G47910.1	CHR03V5|COORD:3529825..3519262|protein cysteine-type endopeptidase/ nucleic acid binding protein, putative, expressed	LOC_Os03g06950.1	no descriptionweakly similar to ( 134)AT3G47910| Symbols:  | binding / nucleic acid binding / ubiquitin thiolesterase/ zinc ion binding | chr3:17685722-17692429 REVERSEDUF629	protein.degradation.ubiquitin	29_5_11

CUST_83481_PI403524517	2	0.08674717	-0.1586132	-0.101263046	0.051250458	0.05203724	-0.05125141	35_23935	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_27560_PI403524517	2	0.015062332	-0.11610699	-0.034823418	-0.015062332	0.19538975	0.018737793	35_7974	Rep: H0103C06.13 protein - Oryza sativa (Rice)	UniRef90_Q259H4	"CHR5V7|COORD:7847795..7850246| PYRD (PYRIMIDINE D); dihydroorotate dehydrogenase"	AT5G23300.1	CHR04V5|COORD:34300581..34304516|protein dihydroorotate dehydrogenase, mitochondrial precursor, putative, expressed	LOC_Os04g57950.1	"no descriptionmoderately similar to ( 465)AT5G23300| Symbols: PYRD | PYRD (PYRIMIDINE D); dihydroorotate dehydrogenase | chr5:7847795-7850246 REVERSEnot assigned DHOD_2_like PRK05286 PyrD DHO_dh DHOD_DHPD_FMN DHOD_1B_like PRK07259 DHOD_1A_like PRK02506 DHPD_FMN DHOD_like"	nucleotide metabolism.synthesis.pyrimidine.dihydroorotate dehydrogenase	23_1_1_4

CUST_88182_PI403524517	2	0.43679094	-0.19327068	0.102154255	0.06799841	-0.14870834	-0.06799841	35_25246	"Cluster: Putative phosphatidylinositol/phosphatidylcholine transfer protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative"	UniRef90_Q851Z2	CHR1V7|COORD:229206..230675| SEC14 cytosolic factor, putative / phosphoglyceride transfer protein, putative	AT1G01630.1	CHR03V5|COORD:35753605..35748899|protein polyphosphoinositide binding protein Ssh2p, putative, expressed	LOC_Os03g63370.1	 no descriptionweakly similar to ( 102)AT1G01630| Symbols:  | SEC14 cytosolic factor, putative / phosphoglyceride transfer protein, putative | chr1:229206-230675 FORWARDnot assigned not assigned 	protein.targeting.secretory pathway.unspecified	29_3_4_99

CUST_82899_PI403524517	2	0.107730865	0.14853764	-7.2193146E-4	-0.083538055	-0.05652523	7.2193146E-4	35_23773	"Cluster: Os07g0693700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os07g0693700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D3C7	CHR5V7|COORD:1656767..1663729| transducin family protein / WD-40 repeat family protein	AT5G05570.1	CHR07V5|COORD:29520749..29529080|protein expressed protein	LOC_Os07g49300.1	no description	not assigned.unknown	35_2

CUST_131109_PI403524517	2	0.04723692	-0.00979948	-0.07518387	-0.012702942	0.009799957	0.13892317	35_36823	"Cluster: Os06g0124900 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os06g0124900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DF13	CHR1V7|COORD:19156348..19157309| ATP synthase epsilon chain, mitochondrial	AT1G51650.1	CHR06V5|COORD:1340457..1343548|protein expressed protein	LOC_Os06g03486.1	no description	not assigned.unknown	35_2

CUST_34190_PI399408534	2	-0.32345963	-0.32018852	-0.052196503	0.15525341	0.10376549	0.052196503	35_5342	"Cluster: Os06g0196700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os06g0196700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DDV5	"CHR1V7|COORD:6628386..6632770| ARF19 (AUXIN RESPONSE FACTOR 11); transcription factor"	AT1G19220.1	CHR06V5|COORD:4925493..4931178|protein auxin response factor 19, putative, expressed	LOC_Os06g09660.1	" no descriptionmoderately similar to ( 280)AT1G19220| Symbols: IAA22, ARF11, ARF19 | ARF19 (AUXIN RESPONSE FACTOR 11); transcription factor | chr1:6628386-6632770 REVERSEvery weakly similar to (57.0)IAA25_ORYSAAUX_IAA "	RNA.regulation of transcription.ARF, Auxin Response Factor family	27_3_4

CUST_28536_PI403524517	2	0.078258514	0.8127241	-0.017184258	-0.10757446	-0.05097866	0.017184258	35_8245	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_169236_PI403524517	2	-0.7479286	0.10941887	-0.10941839	0.17428255	-0.16943789	0.5690012	35_47136	"Cluster: Os12g0465700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os12g0465700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0INF4	"CHR5V7|COORD:5770520..5772345| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G03460.1); similar to expressed protein [Oryza sativa (japonica"	AT5G17510.1	CHR12V5|COORD:16505181..16497498|protein expressed protein	LOC_Os12g27994.1	"no descriptionweakly similar to ( 131)AT5G17510| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G03460.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABG22017.1) | chr5:5770520-5772345 REVERSE"	not assigned.unknown	35_2

CUST_7210_PI403524517	2	0.027676582	0.21851921	-0.0064382553	-0.03981495	0.0064382553	-0.029642105	35_2000	"Cluster: Defender against cell death 1; n=5; Liliopsida|Rep: Defender against cell death 1 - Hordeum vulgare (Barley)"	UniRef90_Q9SME9	CHR1V7|COORD:11606027..11607632| ATDAD1 (DEFENDER AGAINST APOPTOTIC DEATH 1)	AT1G32210.1	CHR04V5|COORD:19410796..19413506|protein defender against cell death 1, putative, expressed	LOC_Os04g32550.1	no descriptionweakly similar to ( 182)AT1G32210| Symbols: ATDAD1 | ATDAD1 (DEFENDER AGAINST APOPTOTIC DEATH 1) | chr1:11606027-11607632 REVERSEmoderately similar to ( 223)DAD2_HORVUDefender against cell death 2 - Hordeum vulgare (Barley)not assigned DAD	stress.biotic	20_1

CUST_3809_PI399408534	2	0.32706547	0.59591866	-0.24913311	-0.30255318	-0.53115845	0.24913406	35_12085	"Cluster: Putative calcium-transporting ATPase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative calcium-transporting ATPase - Oryza sativa (japonica"	UniRef90_Q6ETP2	"CHR4V7|COORD:14611231..14618781| ACA10 (autoinhibited Ca2+ -ATPase 10); calcium-transporting ATPase/ calmodulin binding"	AT4G29900.1	CHR04V5|COORD:30365210..30353014|protein calcium-transporting ATPase 9, plasma membrane-type, putative, expressed	LOC_Os04g51610.2	" no descriptionvery weakly similar to (91.7)AT4G29900| Symbols: ATACA10, ACA10 | ACA10 (autoinhibited Ca2+ -ATPase 10); calcium-transporting ATPase/ calmodulin binding | chr4:14611231-14618781 REVERSEnot assigned "	signalling.calcium	30_3

CUST_27329_PI399408534	2	-0.042888165	0.051698208	-0.26357746	-0.3894	0.07528353	0.04288864	35_34287	"Cluster: Os03g0596400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os03g0596400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DQH3	CHR3V7|COORD:3978676..3981379| XH/XS domain-containing protein / XS zinc finger domain-containing protein	AT3G12550.1	CHR03V5|COORD:22142570..22138826|protein gene X-like protein, putative, expressed	LOC_Os03g39910.2	no descriptionvery weakly similar to (92.0)AT3G12550| Symbols:  | XH/XS domain-containing protein / XS zinc finger domain-containing protein | chr3:3978676-3981379 FORWARDXH	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_20629_PI403524517	2	-0.014510155	0.33514023	0.014511108	-0.13368034	0.09167194	-0.032658577	35_5987	"Cluster: Os01g0201900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0201900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JPT8	0	0	CHR01V5|COORD:5593039..5588499|protein expressed protein	LOC_Os01g10530.1	no description	not assigned.unknown	35_2

CUST_7029_PI403524517	2	0.03087616	0.24286366	-0.12591267	-0.0047769547	-0.13976955	0.0047769547	35_1950	"Cluster: Os03g0308100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os03g0308100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DSH2	"CHR1V7|COORD:538000..539805| CLPP5 (NUCLEAR ENCODED CLP PROTEASE 1); endopeptidase Clp"	AT1G02560.1	CHR03V5|COORD:10948659..10945534|protein ATP-dependent Clp protease proteolytic subunit 1, putative, expressed	LOC_Os03g19510.1	" no descriptionmoderately similar to ( 389)AT1G02560| Symbols: NCLPP1, NCLPP5, CLPP5 | CLPP5 (NUCLEAR ENCODED CLP PROTEASE 1); endopeptidase Clp | chr1:538000-539805 FORWARDweakly similar to ( 172)CLPP_CHLVUATP-dependent Clp protease proteolytic subunit - Chlorella vulgaris (Green alga)not assigned not assigned not assigned not assigned clpP CLP_protease ClpP PRK12551 PRK12553 clpP PRK12552 "	protein.degradation	29_5

CUST_161218_PI403524517	2	0.3159957	-0.2617569	0.34100723	-0.06723881	-0.35069895	0.06723881	35_44979	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_54872_PI403524517	2	-0.04585123	-0.14273787	0.04585123	0.1264472	-0.2433281	0.16909838	35_15618	"Cluster: Protein transport protein SEC61 gamma-1 subunit; n=4; Magnoliophyta|Rep: Protein transport protein SEC61 gamma-1 subunit - Arabidopsis thaliana (Mouse-"	UniRef90_Q9SW34	CHR5|COORD:20568663..20569792| protein transport protein SEC61 gamma subunit, putative, similar to Swiss-Prot:Q19967 protein transport protein SEC61 gamma	AT5G50460.1	CHR02V5|COORD:4332269..4332778|protein protein transport protein SEC61 gamma subunit, putative, expressed	LOC_Os02g08180.1	 no descriptionvery weakly similar to (85.5)AT5G50460| Symbols:  | protein transport protein SEC61 gamma subunit, putative | chr5:20569394-20569735 REVERSEvery weakly similar to (89.0)SC61G_ORYSAnot assigned not assigned SecE Sss1 	protein.targeting.secretory pathway.unspecified	29_3_4_99

CUST_29627_PI399408534	2	-0.09026432	0.21826744	-0.05740261	-0.2573433	0.05740261	0.07703018	35_19430	"Cluster: OSJNBa0070C17.18 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0070C17.18 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XLD1	CHR3V7|COORD:7271418..7273903| rcd1-like cell differentiation protein, putative	AT3G20800.1	CHR07V5|COORD:22657868..22661984|protein cell differentiation protein rcd1, putative, expressed	LOC_Os07g37790.1	 no descriptionmoderately similar to ( 271)AT3G20800| Symbols:  | rcd1-like cell differentiation protein, putative | chr3:7271418-7273903 REVERSEnot assigned Rcd1 RCD1 	RNA.regulation of transcription.unclassified	27_3_99

CUST_146930_PI403524517	2	-0.24201202	0.31513882	-0.053883076	0.054862022	0.0538826	-0.54610205	35_41125	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_104605_PI403524517	2	0.4030094	-0.052092552	-0.1989975	-0.09035778	0.16395473	0.052092552	35_29809	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_15236_PI404877155	2	0.029201508	0.2543373	0.041963577	-0.06611061	-0.029202461	-0.045840263	Contig9106_at	expressed protein [Arabidopsis thaliana] gb|AAM65543.1| unknown [Arabidopsis thaliana]	NP_568186.1	expressed protein	At5g07950.1	protein hypothetical protein	Os03g11450	NONE	PS.lightreaction.other electron carrier (ox/red).ferredoxin	1_01_05_02

CUST_58788_PI403524517	2	-0.205163	-0.5815487	0.111582756	0.17444038	0.1794405	-0.111582756	35_16775	Rep: H0215F08.3 protein - Oryza sativa (Rice)	UniRef90_Q01KC7	"CHR2V7|COORD:17899022..17901517| ATPAO2 (POLYAMINE OXIDASE 2); amine oxidase"	AT2G43020.1	CHR04V5|COORD:31455535..31450153|protein lysine-specific histone demethylase 1, putative, expressed	LOC_Os04g53190.2	"no descriptionhighly similar to ( 689)AT2G43020| Symbols: ATPAO2 | ATPAO2 (POLYAMINE OXIDASE 2); amine oxidase | chr2:17899022-17901517 FORWARDweakly similar to ( 131)PAO_MAIZEPolyamine oxidase precursor - Zea mays (Maize)not assigned not assigned Amino_oxidase COG1231 HemY PRK11883 COG1233 PRK07233"	misc.oxidases - copper, flavone etc.	26_7

CUST_30652_PI403524517	2	0.116316795	-0.37765312	-0.018367767	0.0145998	0.16784954	-0.014600754	35_8845	"Cluster: Putative myosin II heavy chain; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative myosin II heavy chain - Oryza sativa (japonica cultivar-group"	UniRef90_Q6Z746	"CHR1V7|COORD:25515055..25517889| ATMAP70-1 (MICROTUBULE-ASSOCIATED PROTEINS 70-1); microtubule binding"	AT1G68060.1	CHR02V5|COORD:30714987..30720586|protein ATMAP70-3, putative, expressed	LOC_Os02g50320.1	"no descriptionmoderately similar to ( 214)AT1G68060| Symbols: ATMAP70-1 | ATMAP70-1 (MICROTUBULE-ASSOCIATED PROTEINS 70-1); microtubule binding | chr1:25515055-25517889 REVERSEMyosin_HC-like"	cell.organisation	31_1

CUST_8783_PI404877155	2	0.09944916	-0.007593155	0.007593155	-0.06778431	0.05141735	-0.25034714	Contig26273_at	putative WD-40 repeat protein family [Oryza sativa (japonica cultivar-group)]	BAC84349.1	WD-40 repeat family protein	At5g67320.1	protein hypothetical protein	Os07g22220	putative WD-40 repeat protein family	RNA.regulation of transcription	27_3

CUST_82178_PI403524517	2	-0.006327629	-0.26725483	0.0063266754	0.08422375	-0.4686098	0.08577061	35_23572	0	0	CHR2V7|COORD:11720489..11722774| ATEPR1 (Arabidopsis thaliana extensin proline-rich 1)	AT2G27380.1	0	0	no description	not assigned.unknown	35_2

CUST_48869_PI403524517	2	0.10834026	-0.6788502	-0.090200424	-0.020728111	0.020729065	0.039298058	35_13955	Rep: Protein H2A.6 - Triticum aestivum (Wheat)	UniRef90_Q43214	CHR5V7|COORD:575435..576454| histone H2A, putative	AT5G02560.1	CHR03V5|COORD:9478877..9477951|protein histone H2A, putative, expressed	LOC_Os03g17100.1	 no descriptionweakly similar to ( 144)AT5G02560| Symbols:  | histone H2A, putative | chr5:575435-576454 FORWARDweakly similar to ( 160)H2A3_WHEATHistone H2A.2.2 - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned H2A H2A HTA1 Histone PRK07003 PRK12323 PRK12678 Tymo_45kd_70kd Atrophin-1 AF-4 APC_basic tolA infB TolA TolA DUF566 PRK09169 HPC2 	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_84996_PI403524517	2	0.12255764	-0.20917654	0.030750275	-0.030750275	0.16431856	-0.68315744	35_24351	"Cluster: Putative GPI-anchor transamidase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative GPI-anchor transamidase - Oryza sativa (japonica cultivar-g"	UniRef90_Q6Z6K3	CHR1|COORD:2801078..2804540| GPI-anchor transamidase, putative, similar to SP:P49018 GPI-anchor transamidase (EC 3.-.-.-) (GPI transamidase) {Saccharomyces	AT1G08750.3	CHR02V5|COORD:6672950..6668824|protein GPI-anchor transamidase precursor, putative, expressed	LOC_Os02g12740.1	 no descriptionmoderately similar to ( 287)AT1G08750| Symbols:  | GPI-anchor transamidase, putative | chr1:2801286-2804395 FORWARDvery weakly similar to (84.7)VPEA_ARATHVacuolar-processing enzyme alpha-isozyme precursor - Arabidopsis thaliana (Mouse-ear cress)not assigned not assigned not assigned not assigned GPI8 Peptidase_C13 Atrophin-1 	protein.postranslational modification	29_4

CUST_92121_PI403524517	2	0.013789177	-0.02051735	0.0820303	-0.013788223	0.21893501	-0.13120079	35_26344	"Cluster: Hypothetical protein OJ1288_A07.9; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1288_A07.9 - Oryza sativa (japonica cultivar"	UniRef90_Q65XN0	CHR5V7|COORD:4684785..4686868| transducin family protein / WD-40 repeat family protein	AT5G14530.1	CHR05V5|COORD:26879699..26882594|protein set1 complex component swd2, putative, expressed	LOC_Os05g46570.1	no descriptionmoderately similar to ( 267)AT5G14530| Symbols:  | transducin family protein / WD-40 repeat family protein | chr5:4684785-4686868 REVERSEvery weakly similar to (55.8)PF20_CHLREFlagellar WD repeat-containing protein Pf20 - Chlamydomonas reinhardtiinot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned WD40 COG2319	not assigned.no ontology	35_1

CUST_23930_PI403524517	2	-0.040712357	0.055513382	0.024065971	-0.012856483	0.012857437	-0.18464327	35_6953	"Cluster: Dual-specificity protein-like phosphatase 3; n=1; Zea mays|Rep: Dual-specificity protein-like phosphatase 3 - Zea mays (Maize)"	UniRef90_Q3S4H5	CHR3V7|COORD:3422264..3423399| protein phosphatase-related	AT3G10940.1	CHR11V5|COORD:605844..601283|protein dual-specificity protein-like phosphatase 3, putative, expressed	LOC_Os11g02180.1	no descriptionmoderately similar to ( 270)AT3G10940| Symbols:  | protein phosphatase-related | chr3:3422264-3423399 REVERSEnot assigned not assigned DSPc DSPc DSPc	not assigned.unknown	35_2

CUST_73209_PI403524517	2	-0.074543	0.16609955	-0.090387344	0.13616943	-0.07570839	0.074543	35_20991	"Cluster: Putative mitochondrial deoxynucleotide carrier; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative mitochondrial deoxynucleotide carrier - Oryza"	UniRef90_Q5JMQ9	CHR5V7|COORD:19874254..19876600| mitochondrial substrate carrier family protein	AT5G48970.1	CHR01V5|COORD:41305282..41310429|protein mitochondrial deoxynucleotide carrier, putative, expressed	LOC_Os01g70800.1	 no descriptionmoderately similar to ( 491)AT5G48970| Symbols:  | mitochondrial substrate carrier family protein | chr5:19874254-19876600 REVERSEweakly similar to ( 143)BT1_MAIZEProtein brittle-1, chloroplast precursor - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Mito_carr 	transport.metabolite transporters at the mitochondrial membrane	34_9

CUST_97105_PI403524517	2	-0.56833696	0.45737934	0.24144125	-0.576777	4.070098	-0.24144173	35_27735	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_37846_PI403524517	2	0.023600578	-0.023600578	-0.09818363	-0.17262554	0.2992363	0.0274477	35_10892	"Cluster: Protein N-terminal asparagine amidohydrolase protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Protein N-terminal asparagine amidohydrolas"	UniRef90_Q69XQ2	CHR2V7|COORD:18337644..18339772| protein N-terminal asparagine amidohydrolase family protein	AT2G44420.1	CHR06V5|COORD:24816725..24813008|protein protein N-terminal asparagine amidohydrolase, putative, expressed	LOC_Os06g41390.2	no descriptionweakly similar to ( 168)AT2G44420| Symbols:  | protein N-terminal asparagine amidohydrolase family protein | chr2:18337644-18339772 FORWARD	not assigned.no ontology	35_1

CUST_162868_PI403524517	2	0.2776637	-0.08685875	0.08685875	-0.34268856	1.1726041	-0.19078016	35_45426	"Cluster: Putative flavin-containing monooxygenase YUCCA3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative flavin-containing monooxygenase YUCCA3 - Ory"	UniRef90_Q9SDE9	CHR1V7|COORD:7500834..7502175| flavin-containing monooxygenase family protein / FMO family protein	AT1G21430.1	CHR01V5|COORD:9485603..9490742|protein disulfide oxidoreductase/ monooxygenase/ oxidoreductase, putative, expressed	LOC_Os01g16714.1	no descriptionvery weakly similar to (65.5)AT1G21430| Symbols:  | flavin-containing monooxygenase family protein / FMO family protein | chr1:7500834-7502175 FORWARD	misc.oxidases - copper, flavone etc.	26_7

CUST_27034_PI399408534	2	0.012845993	0.34108543	0.035478592	-0.012845993	-0.05132866	-0.05132866	35_768	"Cluster: Hypothetical protein P0705A05.114; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0705A05.114 - Oryza sativa (japonica cultivar"	UniRef90_Q7EZL0	CHR2V7|COORD:15517081..15518426| zinc finger (C2H2 type) family protein	AT2G36930.1	CHR08V5|COORD:28141663..28139217|protein zinc finger protein 593, putative, expressed	LOC_Os08g45040.1	no descriptionweakly similar to ( 171)AT2G36930| Symbols:  | zinc finger (C2H2 type) family protein | chr2:15517081-15518426 REVERSEnot assigned UFD2 ZnF_U1	RNA.regulation of transcription.unclassified	27_3_99

CUST_13926_PI403524517	2	0.08490372	-0.5390339	-0.11780453	0.0742569	-0.02297306	0.022974014	35_3993	"Cluster: Hypothetical protein P0498F03.9; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0498F03.9 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q69IU2	0	0	CHR09V5|COORD:20251799..20254071|protein expressed protein	LOC_Os09g34310.2	"no descriptionweakly similar to ( 122)AT1G10865| Symbols:  | similar to ENSANGP00000020123 [Anopheles gambiae str. PEST] (GB:XP_320694.3); similar to Os09g0518800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001063690.1) | chr1:3614789-3615308 REVERSEnot assigned"	not assigned.no ontology	35_1

CUST_90348_PI403524517	2	-0.105241776	0.21187305	-0.073848724	-0.046839714	0.05310154	0.046840668	35_25841	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_74688_PI403524517	2	0.04291916	-0.08576679	-0.0031051636	-0.040491104	0.00310421	0.103227615	35_21415	"Cluster: MYB transcription factor-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: MYB transcription factor-like protein - Oryza sativa (japonica"	UniRef90_Q5N9B3	"CHR2|COORD:1045453..1047655| myb family transcription factor / ELM2 domain-containing protein, contains Pfam profile: PF00249 Myb-like DNA-binding domain; conta"	AT2G03470.2	CHR01V5|COORD:37050010..37044823|protein ELM2, putative, expressed	LOC_Os01g63354.1	no description	not assigned.unknown	35_2

CUST_44713_PI403524517	2	0.038891792	0.5835867	-0.038891792	0.10763073	-0.10800266	-0.14560556	35_12824	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_51495_PI403524517	2	0.02286625	0.3254099	0.029250145	-0.10928631	-0.022865295	-0.2940483	35_14676	"Cluster: Os07g0602600 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os07g0602600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D4V3	"CHR5V7|COORD:24578096..24579378| GR-RBP3 (glycine-rich RNA-binding protein 3); RNA binding"	AT5G61030.1	CHR07V5|COORD:24611994..24608506|protein RNA recognition motif family protein	LOC_Os07g41120.1	"no descriptionvery weakly similar to (64.7)AT5G61030| Symbols: GR-RBP3 | GR-RBP3 (glycine-rich RNA-binding protein 3); RNA binding | chr5:24578096-24579378 FORWARDvery weakly similar to (66.6)RS20_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned RRM_1 RRM Ribosomal_S10"	RNA.RNA binding	27_4

CUST_71997_PI403524517	2	0.1238184	-0.15693569	-0.061766624	0.061766624	0.16111183	-0.07607174	35_20638	"Cluster: RNA-binding protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: RNA-binding protein, putative, expressed - Oryza sativa (jap"	UniRef90_Q10N84	CHR2V7|COORD:15750190..15751582| RNA-binding protein, putative	AT2G37510.1	CHR03V5|COORD:9469905..9468514|protein RNA binding protein, putative, expressed	LOC_Os03g17060.1	 no descriptionweakly similar to ( 156)AT2G37510| Symbols:  | RNA-binding protein, putative | chr2:15750190-15751582 REVERSEvery weakly similar to (74.3)GRP2_SORBIGlycine-rich RNA-binding protein 2 - Sorghum bicolor (Sorghum) (Sorghum vulgare)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned RRM RRM_1 COG0724 TT_ORF1 Extensin_2 	RNA.RNA binding	27_4

CUST_12033_PI403524517	2	-0.005104065	-0.63513947	0.068733215	0.005104065	-0.028803825	0.02189827	35_3426	"Cluster: Hypothetical protein B1003C08.9; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1003C08.9 - Oryza sativa (japonica"	UniRef90_Q75G48	"CHR5V7|COORD:3676748..3678947| similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAT07560.1); contains InterPro domain Protein of"	AT5G11500.1	CHR05V5|COORD:7440225..7434782|protein coiled-coil domain-containing protein 25, putative, expressed	LOC_Os05g13440.1	"no descriptionmoderately similar to ( 352)AT5G11500| Symbols:  | similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAT07560.1); contains InterPro domain Protein of unknown function DUF814; (InterPro:IPR008532) | chr5:3676748-3678947 FORWARDnot assigned DUF814 COG1293"	not assigned.unknown	35_2

CUST_105799_PI403524517	2	-1.1192374	0.19798088	-0.035152435	0.07050514	-0.8516636	0.035152435	35_30124	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_157522_PI403524517	2	-0.04913044	0.36701012	0.04913044	-0.05700493	0.074341774	-0.21482849	35_43983	"Cluster: Os01g0166700 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os01g0166700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JQE7	CHR3V7|COORD:19197949..19199415| saposin B domain-containing protein	AT3G51730.1	CHR01V5|COORD:3418826..3422361|protein saposin-like type B, region 1 family protein, expressed	LOC_Os01g07250.1	no description	not assigned.unknown	35_2

CUST_158827_PI403524517	2	0.122449875	-0.62686825	-0.38961792	0.11049271	0.09878445	-0.09878445	35_44337	"Cluster: Os03g0253500 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os03g0253500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DTE4	CHR1V7|COORD:16816094..16817173| DNA binding / ligand-dependent nuclear receptor	AT1G44191.1	CHR03V5|COORD:8081983..8080625|protein nucleic acid binding protein, putative, expressed	LOC_Os03g14860.1	" no descriptionvery weakly similar to (53.9)AT1G33520| Symbols: MOS2 | MOS2 (MODIFIER OF SNC1, 2); RNA binding / nucleic acid binding / protein binding | chr1:12157468-12158856 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 Drf_FH1 Extensin_2 Atrophin-1 PRK07764 DUF1421 PRK05648 PRK07003 Tymo_45kd_70kd PRK08853 HPC2 Gag_spuma DUF605 FAP TT_ORF1 TonB Totivirus_coat GRASP55_65 DedD PRK10819 APC_basic PRK03427 IER "	not assigned.no ontology	35_1

CUST_1737_PI403524517	2	0.0810318	0.8332691	-0.050919533	-0.18739796	-0.23394871	0.050919533	35_458	"Cluster: Os01g0121100 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os01g0121100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JR41	CHR1V7|COORD:24870015..24872551| AR401	AT1G66680.1	CHR01V5|COORD:1180196..1183509|protein SLL2, putative, expressed	LOC_Os01g03090.1	no descriptionmoderately similar to ( 278)AT1G66680| Symbols: AR401 | AR401 | chr1:24870015-24872551 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07764 PRK12323 Protamine_P1 UbiG TT_ORF1 PRK07003 DUF1777 PRK05134 Methyltransf_11 Methyltransf_12 Drf_FH1 prmA PrmA PRK12438 Tymo_45kd_70kd tatB HemK SmtA UbiE	not assigned.no ontology	35_1

CUST_107214_PI403524517	2	-0.30617714	-0.11026478	0.21555138	-0.030869484	0.12955761	0.03086853	35_30507	Rep: Plasma membrane proton ATPase - Hordeum vulgare (Barley)	UniRef90_Q9FSI7	"CHR3V7|COORD:14735295..14739048| AHA8 (ARABIDOPSIS H(+)-ATPASE 8); ATPase"	AT3G42640.1	CHR04V5|COORD:33238676..33245863|protein plasma membrane ATPase, putative, expressed	LOC_Os04g56160.2	"no descriptionweakly similar to ( 168)AT3G42640| Symbols: AHA8 | AHA8 (ARABIDOPSIS H(+)-ATPASE 8); ATPase | chr3:14735295-14739048 FORWARDmoderately similar to ( 208)PMA1_WHEATPlasma membrane ATPase - Triticum aestivum (Wheat)not assigned"	transport.p- and v-ATPases	34_1

CUST_2956_PI399408534	2	0.07489395	0.050617218	-0.060266495	-0.053739548	-0.050617218	0.07855511	35_6924	"Cluster: Os11g0545600 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os11g0545600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IS93	CHR4V7|COORD:17546742..17549356| MRG family protein	AT4G37280.1	CHR11V5|COORD:19605568..19596683|protein chromatin modification-related protein EAF3, putative, expressed	LOC_Os11g34300.2	no descriptionweakly similar to ( 114)AT1G02740| Symbols:  | chromatin binding | chr1:599734-602021 REVERSEnot assigned MRG	RNA.regulation of transcription.Histone acetyltransferases	27_3_54

CUST_20625_PI403524517	2	0.02867794	0.5041065	-0.2253933	-0.028678894	-0.07199669	0.2749462	35_5986	"Cluster: Hypothetical protein P0034A04.119; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0034A04.119 - Oryza sativa (japonica cultivar"	UniRef90_Q84NQ5	"CHR5V7|COORD:263706..265247| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G24805.1); similar to hypothetical protein [Oryza sativa (japonica"	AT5G01710.1	CHR07V5|COORD:29463480..29473804|protein helicase conserved C-terminal domain containing protein, expressed	LOC_Os07g49210.1	"no descriptionmoderately similar to ( 408)AT5G01710| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G24805.1); similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:BAC75560.1); contains InterPro domain Methyltransferase FkbM; (InterPro:IPR006342) | chr5:263706-265247 REVERSE"	not assigned.unknown	35_2

CUST_8585_PI403524517	2	0.018431664	0.18644619	-0.018431664	-0.06253147	-0.023755074	0.024027824	35_2406	"Cluster: Emsy N terminus domain-containing protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Emsy N terminus domain-containing"	UniRef90_Q6H5H5	CHR5V7|COORD:4129694..4132092| emsy N terminus domain-containing protein / ENT domain-containing protein	AT5G13020.1	CHR09V5|COORD:5842899..5835661|protein ENT domain containing protein, expressed	LOC_Os09g10710.2	no descriptionmoderately similar to ( 324)AT5G13020| Symbols:  | emsy N terminus domain-containing protein / ENT domain-containing protein | chr5:4129694-4132092 REVERSEnot assigned ENT	not assigned.no ontology	35_1

CUST_178191_PI403524517	2	-0.0011081696	-0.47208786	-0.06488514	0.018575668	0.0011081696	0.0094947815	35_49558	"Cluster: Hypothetical protein P0486H12.36-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0486H12.36-1 - Oryza sativa (japonica cultiv"	UniRef90_Q69XJ1	CHR5V7|COORD:7996531..7997223| DNA binding / DNA-directed RNA polymerase	AT5G23710.1	CHR06V5|COORD:23873728..23872484|protein RNA polymerase Rpc34 subunit family protein, expressed	LOC_Os06g40110.1	no descriptionvery weakly similar to (72.8)AT5G23710| Symbols:  | DNA binding / DNA-directed RNA polymerase | chr5:7996531-7997223 REVERSEnot assigned RNA_pol_Rpc34	not assigned.unknown	35_2

CUST_118875_PI403524517	2	0.0108709335	0.24903488	-0.091296196	-0.15120983	0.05465889	-0.010871887	35_33646	0	0	CHR3V7|COORD:21170599..21173238| N-acetylglucosaminyl transferase component family protein / Gpi1 family protein	AT3G57170.1	0	0	no description	not assigned.unknown	35_2

CUST_52222_PI403524517	2	-0.014951706	0.08931351	-0.014951706	-0.004430771	0.11699295	0.004430771	35_14881	Rep: H0209H04.7 protein - Oryza sativa (Rice)	UniRef90_Q01L31	"CHR3V7|COORD:22622685..22623607| ARS27A (ARABIDOPSIS RIBOSOMAL PROTEIN S27); structural constituent of ribosome"	AT3G61110.1	CHR02V5|COORD:16439802..16441525|protein 40S ribosomal protein S27, putative, expressed	LOC_Os02g27769.1	"no descriptionweakly similar to ( 152)AT3G61110| Symbols: ARS27A | ARS27A (ARABIDOPSIS RIBOSOMAL PROTEIN S27); structural constituent of ribosome | chr3:22622685-22623607 FORWARDweakly similar to ( 159)RS27_HORVU40S ribosomal protein S27 - Hordeum vulgare (Barley)not assigned Ribosomal_S27e RPS27A rps27e"	protein.synthesis.misc ribososomal protein	29_2_2

CUST_21591_PI399408534	2	0.0037956238	0.23524475	-0.0037956238	-0.091999054	0.13734055	-0.09951639	35_25104	"Cluster: HIT zinc finger family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: HIT zinc finger family protein, expressed - Oryza sativa"	UniRef90_Q337A7	CHR5V7|COORD:25560811..25561842| zinc finger (HIT type) family protein	AT5G63830.1	CHR10V5|COORD:19815198..19810982|protein HIT zinc finger family protein, expressed	LOC_Os10g37640.1	no descriptionvery weakly similar to (89.0)AT5G63830| Symbols:  | zinc finger (HIT type) family protein | chr5:25560811-25561842 REVERSEnot assigned not assigned zf-HIT	RNA.regulation of transcription.unclassified	27_3_99

CUST_153031_PI403524517	2	-0.03657627	0.07248402	0.03657627	-0.33249474	0.08854818	-0.5519986	35_42769	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_15393_PI404877155	2	0.08954048	0.14236069	0.008973122	-0.24098492	-0.073503494	-0.008973122	Contig9250_s_at	myb-related protein 2 - barley emb|CAA50221.1| MybHv5 [Hordeum vulgare subsp. vulgare]	S35729	myb family transcription factor (MYB4)	At4g38620.1	protein myb-related protein 2 - barley	Os05g35500	myb family transcription factor (MYB4), contains Pfam profile: PF00249 myb-like DNA-binding domain	RNA.regulation of transcription.MYB domain transcription factor family	27_3_25

CUST_8152_PI404877155	2	-0.051161766	0.5766053	0.051161766	-0.44808674	-0.38799095	0.10298872	Contig24048_at	putative protein kinase Xa21, receptor type precursor [Oryza sativa (japonica cultivar-group)] dbj|BAC10827.1| putative protein kinase Xa21,	NP_919177.1	leucine-rich repeat transmembrane protein kinase, putative	At3g47570.1	protein hypothetical protein	Os11g07260	leucine-rich repeat transmembrane protein kinase, putative, protein kinase Xa21 - Oryza sativa, PIR:A57676	signalling.receptor kinases.leucine rich repeat XII	30_2_12

CUST_167775_PI403524517	2	-0.4751277	0.18520308	0.11387968	-0.11387968	0.11681509	-0.13262606	35_46732	Rep: UMP/CMP kinase b - Oryza sativa (Rice)	UniRef90_Q9SE47	CHR5V7|COORD:9276662..9277791| uridylate kinase / uridine monophosphate kinase / UMP kinase (PYR6)	AT5G26667.1	CHR02V5|COORD:32945736..32949214|protein uridylate kinase, putative, expressed	LOC_Os02g53790.2	no descriptionvery weakly similar to (67.0)AT5G26667| Symbols:  | uridylate kinase | chr5:9276662-9278094 FORWARDnot assigned ADK	nucleotide metabolism.phosphotransfer and pyrophosphatases.uridylate kinase	23_4_3

CUST_85854_PI403524517	2	0.05109024	-0.042227745	0.020973206	-0.10937786	-0.020973206	0.08302307	35_24585	"Cluster: Hypothetical protein OSJNBa0059E14.14; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0059E14.14 - Oryza sativa (japonica"	UniRef90_Q84M39	"CHR1V7|COORD:20656271..20657135| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G03880.1); similar to unknown protein [Oryza sativa (japonica"	AT1G55340.1	CHR03V5|COORD:33678435..33676389|protein expressed protein	LOC_Os03g59250.1	"no descriptionweakly similar to ( 106)AT1G55340| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G03880.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAV67822.1); similar to Os03g0807200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001051641.1); contains InterPro domain Protein of unknown function DUF1639; (InterPro:IPR012438) | chr1:20656271-20657135 FORWARDDUF1639"	not assigned.unknown	35_2

CUST_11040_PI404877155	2	0.032322884	0.33674526	-0.01977539	-0.13299942	-0.04087448	0.019774437	Contig4775_at	putative splicing factor, arginine/serine-rich 2 (Splicing factor SC35) [Oryza sativa (japonica cultivar-group)]	BAC79909.1	arginine/serine-rich splicing factor SC35	At5g64200.1	protein RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain), putative	Os07g43050	arginine/serine-rich 2 (Splicing factor SC35)	RNA.processing	27_1

CUST_99306_PI403524517	2	0.24001217	0.34529734	0.036962986	-0.036963463	-0.19064236	-0.07132292	35_28346	"Cluster: Hypothetical protein OJ1126_B11.7; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1126_B11.7 - Oryza sativa (japonica cultivar"	UniRef90_Q65XH2	CHR3V7|COORD:3157623..3160021| dehydration-responsive protein-related	AT3G10200.1	CHR05V5|COORD:18237299..18232268|protein ankyrin like protein, putative, expressed	LOC_Os05g31480.2	no descriptionmoderately similar to ( 383)AT3G10200| Symbols:  | dehydration-responsive protein-related | chr3:3157623-3160021 FORWARDDUF248	stress.abiotic.drought/salt	20_2_3

CUST_65129_PI403524517	2	0.10000706	-0.25903893	-0.059243202	-0.008153915	0.07164192	0.008152962	35_18599	"Cluster: Ferredoxin--NADP reductase, embryo isozyme, chloroplast precursor; n=3; Oryza sativa|Rep: Ferredoxin--NADP reductase, embryo isozyme, chloroplast precu"	UniRef90_O23877	"CHR1V7|COORD:10807132..10808966| ATRFNR2 (ROOT FNR 2); oxidoreductase"	AT1G30510.2	CHR07V5|COORD:2478502..2475135|protein ferredoxin--NADP reductase, embryo isozyme, chloroplast precursor, putative, expressed	LOC_Os07g05400.1	"no descriptionhighly similar to ( 592)AT1G30510| Symbols: ATRFNR2 | ATRFNR2 (ROOT FNR 2); oxidoreductase | chr1:10807132-10808966 REVERSEhighly similar to ( 679)FENR3_ORYSAnot assigned not assigned not assigned CysJ NAD_binding_1 cysJ PRK06214 Hmp PRK05464 NqrF COG4097 UbiB"	OPP.electron transfer	7_3

CUST_1409_PI399408534	2	0.14461327	0.22480392	-0.019422531	-0.15247726	0.019422054	-0.08652878	35_26308	"Cluster: SNF2 domain-containing protein, putative, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: SNF2 domain-containing protein, putative, express"	UniRef90_Q337N7	"CHR1V7|COORD:2724565..2733434| ATRX/CHR20; ATP binding / DNA binding / helicase"	AT1G08600.1	CHR10V5|COORD:16458227..16471725|protein ATP binding protein, putative, expressed	LOC_Os10g31970.1	" no descriptionweakly similar to ( 187)AT1G08600| Symbols: ATRX, CHR20 | ATRX/CHR20; ATP binding / DNA binding / helicase | chr1:2724565-2733434 FORWARDvery weakly similar to (67.8)ISW2_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned HepA HELICc Helicase_C HELICc "	RNA.regulation of transcription.Chromatin Remodeling Factors	27_3_44

CUST_53929_PI403524517	2	0.002064705	0.04038143	-0.002064705	-0.2048769	0.03848362	-0.08899975	35_15351	Rep: Mitochondrial ATP synthase - Triticum aestivum (Wheat)	UniRef90_Q6IY71	"CHR2V7|COORD:9327536..9329698| Identical to Probable ATP synthase 24 kDa subunit, mitochondrial precursor (EC 3.6.3.14) [Arabidopsis Thaliana] (GB:Q9SJ12;GB:Q8L"	AT2G21870.1	CHR02V5|COORD:1637581..1641852|protein mitochondrial ATP synthase precursor, putative, expressed	LOC_Os02g03860.1	" no descriptionweakly similar to ( 133)AT2G21870| Symbols:  | Identical to Probable ATP synthase 24 kDa subunit, mitochondrial precursor (EC 3.6.3.14) [Arabidopsis Thaliana] (GB:Q9SJ12;GB:Q8LBN3); similar to hypothetical protein MtrDRAFT_AC155898g5v1 [Medicago truncatula] (GB:ABE87707.1) | chr2:9327536-9329698 REVERSE"	mitochondrial electron transport / ATP synthesis.F1-ATPase	9_9

CUST_9973_PI403524517	2	-0.49381733	-0.41875076	1.3556137	0.3870201	0.35258484	-0.3525858	35_2813	Rep: 32 kDa protein - Hordeum vulgare (Barley)	UniRef90_O22528	CHR1V7|COORD:6816925..6819423| jacalin lectin family protein	AT1G19715.1	CHR12V5|COORD:5117084..5115331|protein jasmonate-induced protein, putative, expressed	LOC_Os12g09700.1	no descriptionvery weakly similar to (60.8)AT1G19715| Symbols:  | jacalin lectin family protein | chr1:6816925-6819423 REVERSEvery weakly similar to (68.6)SALT_ORYSAJacalin Dirigent	misc.myrosinases-lectin-jacalin	26_16

CUST_166892_PI403524517	2	0.49223518	0.116076946	0.510201	-0.1425376	-0.6239743	-0.116076946	35_46491	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_27066_PI403524517	2	-0.011506081	-0.63805676	-0.10627937	0.10271549	0.011506081	0.07176685	35_7839	"Cluster: Hypothetical protein AT4g01040; n=2; Arabidopsis thaliana|Rep: Hypothetical protein AT4g01040 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9M159	CHR4V7|COORD:453383..455407| glycosyl hydrolase family 18 protein	AT4G01040.1	CHR01V5|COORD:25018240..25023919|protein hydrolase, hydrolyzing O-glycosyl compounds, putative, expressed	LOC_Os01g43220.1	no descriptionmoderately similar to ( 414)AT4G01040| Symbols:  | glycosyl hydrolase family 18 protein | chr4:453383-455407 FORWARDnot assigned not assigned Glyco_18 COG3858 Glyco_hydro_18	not assigned.no ontology	35_1

CUST_6651_PI403524517	2	0.1536026	-0.0663147	0.039669037	-0.08282471	-0.03966999	0.08013058	35_1846	"Cluster: Kelch repeat-containing F-box family protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Kelch repeat-containing"	UniRef90_Q10R48	CHR1V7|COORD:4890370..4891695| kelch repeat-containing F-box family protein	AT1G14330.1	CHR03V5|COORD:3813065..3815859|protein kelch motif family protein, expressed	LOC_Os03g07530.3	no description	not assigned.unknown	35_2

CUST_22123_PI403524517	2	0.09154129	0.40773582	-0.09154129	-0.17866898	-0.104249954	0.09247208	35_6429	"Cluster: Os02g0282500 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0282500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E209	0	0	CHR02V5|COORD:10503047..10508539|protein NB-ARC domain containing protein, expressed	LOC_Os02g18080.1	no description	not assigned.unknown	35_2

CUST_66869_PI403524517	2	0.13956642	-0.121251106	0.006372452	-0.026082993	-0.006371498	0.06400108	35_19095	Rep: Unconventional myosin heavy chain - Zea mays (Maize)	UniRef90_Q9XEI4	"CHR5V7|COORD:6927066..6936827| XIK (Myosin-like protein XIK); motor/ protein binding"	AT5G20490.1	CHR03V5|COORD:27336685..27324008|protein myosin XI, putative, expressed	LOC_Os03g48140.1	" no descriptionhighly similar to ( 581)AT5G20490| Symbols: ATXIK, XIK | XIK (Myosin-like protein XIK); motor/ protein binding | chr5:6927066-6936827 REVERSEDIL "	cell.organisation	31_1

CUST_91175_PI403524517	2	0.1414051	-0.4263935	-0.03979206	0.0069503784	0.21415138	-0.0069503784	35_26070	"Cluster: Transducin family protein, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Transducin family protein, putative, expressed - Oryza"	UniRef90_Q2QM63	CHR1V7|COORD:24160461..24162174| transducin family protein / WD-40 repeat family protein	AT1G65030.1	CHR12V5|COORD:26094981..26097168|protein nucleotide binding protein, putative, expressed	LOC_Os12g42150.1	no descriptionweakly similar to ( 178)AT1G65030| Symbols:  | transducin family protein / WD-40 repeat family protein | chr1:24160461-24162174 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned WD40 PRK12678 PRK07003 PRK12323 TT_ORF1 Herpes_BLLF1 Atrophin-1 COG2319 Tymo_45kd_70kd APC_basic HPC2 PRK07764 Extensin_2 DUF591 PRK05648 DUF1421 GRASP55_65 infB DUF1777 Herpes_TAF50 Protamine_P1 Pneumo_att_G Herpes_UL32 DUF566 IER PRK10856 MAP65_ASE1 Adeno_VII Drf_FH1 Gag_spuma Metaviral_G Cobl	not assigned.no ontology	35_1

CUST_94666_PI403524517	2	0.1699357	0.4236169	-0.16993618	0.35198784	-0.8395314	-0.7285824	35_27060	Rep: B0414F07.3 protein - Oryza sativa (Rice)	UniRef90_Q259Y5	0	0	CHR04V5|COORD:32386027..32389583|protein expressed protein	LOC_Os04g54830.1	no description	not assigned.unknown	35_2

CUST_1532_PI403524517	2	-0.007932663	-0.105976105	0.16448689	-0.0038661957	0.006146431	0.0038671494	35_403	Rep: Osr40g2 protein - Oryza sativa (Rice)	UniRef90_O24212	CHR2V7|COORD:16310505..16312414| hydroxyproline-rich glycoprotein family protein	AT2G39050.1	CHR07V5|COORD:29002524..29004559|protein expressed protein	LOC_Os07g48490.2	no descriptionmoderately similar to ( 202)AT2G39050| Symbols:  | hydroxyproline-rich glycoprotein family protein | chr2:16310505-16312414 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Herpes_BLLF1 PRK07003 PRK12323 Glutenin_hmw PRK07764 Atrophin-1 TT_ORF1 APC_basic PRK12678 Tymo_45kd_70kd DUF566 HPC2	not assigned.no ontology.hydroxyproline rich proteins	35_1_41

CUST_117373_PI403524517	2	-1.2716484	-1.3774724	0.7614403	0.8801508	0.5122938	-0.51229477	35_33260	"Cluster: Von Willebrand factor type A domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Von Willebrand factor"	UniRef90_Q2QSE5		0	CHR12V5|COORD:13911270..13913324|protein retrotransposon protein, putative, unclassified, expressed	LOC_Os12g24390.1	no description	not assigned.unknown	35_2

CUST_82080_PI403524517	2	0.069830894	-0.48255062	-0.09650612	-0.069830894	0.41169167	0.14479923	35_23544	Rep: Actin-41 - Solanum lycopersicum (Tomato) (Lycopersicon esculentum)	UniRef90_Q96482	"CHR3V7|COORD:6475541..6476838| ACT2 (ACTIN 2); structural constituent of cytoskeleton"	AT3G18780.2	CHR03V5|COORD:29024020..29026443|protein actin-1, putative, expressed	LOC_Os03g50890.1	" no descriptionweakly similar to ( 130)AT3G18780| Symbols: DER1, LSR2, ENL2, ACT2 | ACT2 (ACTIN 2); structural constituent of cytoskeleton | chr3:6475541-6476838 FORWARDweakly similar to ( 139)ACT1_ORYSAnot assigned not assigned not assigned ACTIN ACTIN Actin "	cell.organisation	31_1

CUST_11678_PI404877155	2	-0.020536423	-0.0025453568	0.033545494	-0.058177948	0.09124565	0.0025453568	Contig5354_at	P0423B08.7 [Oryza sativa (japonica cultivar-group)]	BAB63798.1	phox (PX) domain-containing protein	At5g06140.1	protein PX domain, putative	Os01g64280	gi|15290106|dbj|BAB63798.1| P0423B08.7	signalling.misc	30_8

CUST_106029_PI403524517	2	0.10026455	-0.24932384	-0.03611183	-0.014246941	0.048653603	0.014247894	35_30185	"Cluster: Elongation factor P family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Elongation factor P family protein, expressed - Oryza s"	UniRef90_Q10BS5	CHR4V7|COORD:13314015..13316075| elongation factor P (EF-P) family protein	AT4G26310.1	CHR03V5|COORD:33631182..33627068|protein elongation factor P, putative, expressed	LOC_Os03g59160.1	no descriptionweakly similar to ( 114)AT4G26310| Symbols:  | elongation factor P (EF-P) family protein | chr4:13314015-13316075 REVERSEPRK00529 Elong-fact-P_C PRK04542	protein.synthesis.elongation	29_2_4

CUST_30109_PI403524517	2	0.080470085	0.17861176	-0.022545815	-0.02892971	0.022545815	-0.032500267	35_8690	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_7466_PI404877155	2	0.56711864	-1.2673864	-0.56711864	0.7163563	0.64312935	-0.6701412	Contig2177_at	Photosystem I reaction center subunit XI, chloroplast precursor (PSI-L) (PSI subunit V) pir||A39759 photosystem I 18K protein precursor - ba	P23993	photosystem I reaction center subunit XI, chloroplast (PSI-L) / PSI subunit V	At4g12800.1	protein photosystem I reaction center subunit XI, putative	Os12g23200	NONE	PS.lightreaction.photosystem I.PSI polypeptide subunits	1_01_02_02

CUST_40227_PI403524517	2	0.13858414	-0.21180058	-0.052765846	-0.05425358	0.052765846	0.09599781	35_11570	"Cluster: Putative polygalacturonase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative polygalacturonase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69P92	CHR3V7|COORD:15026371..15028788| glycoside hydrolase family 28 protein / polygalacturonase (pectinase) family protein	AT3G42950.1	CHR09V5|COORD:16281794..16286188|protein polygalacturonase, putative, expressed	LOC_Os09g26800.1	no descriptionmoderately similar to ( 233)AT3G42950| Symbols:  | glycoside hydrolase family 28 protein / polygalacturonase (pectinase) family protein | chr3:15026371-15028788 FORWARDGlyco_hydro_28 PGU1	cell wall.degradation.pectate lyases and polygalacturonases	10_6_3

CUST_179600_PI403524517	2	0.016518593	-0.6055412	-0.011211395	0.011210442	-0.044467926	0.019815445	35_49948	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_98019_PI403524517	2	0.033423424	-0.06326866	-0.1653099	0.19282818	-0.033424377	0.1627922	35_27988	Rep: Fasciclin-like protein FLA20 - Triticum aestivum (Wheat)	UniRef90_Q06I86	CHR3V7|COORD:17147597..17148859| SOS5 (SALT OVERLY SENSITIVE 5)	AT3G46550.1	CHR01V5|COORD:36431142..36426251|protein fasciclin-like arabinogalactan protein 8 precursor, putative, expressed	LOC_Os01g62380.1	no description	not assigned.unknown	35_2

CUST_40902_PI403524517	2	-0.10524988	-0.50270176	0.1275754	0.19641161	-0.04297495	0.04297495	35_11762	"Cluster: RING finger-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: RING finger-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q941Y7	CHR5V7|COORD:3980486..3982094| zinc finger (C3HC4-type RING finger) family protein	AT5G12310.1	CHR01V5|COORD:42352521..42354835|protein zinc finger, C3HC4 type family protein, expressed	LOC_Os01g72480.1	no descriptionvery weakly similar to (52.4)AT5G12310| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr5:3980486-3982094 REVERSE	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_70473_PI403524517	2	-0.02820301	0.411026	0.028203964	0.2587719	-0.05212879	-0.03901577	35_20188	"Cluster: CDNA FLJ16779 fis, clone BRHIP3038037; n=2; Homo sapiens|Rep: CDNA FLJ16779 fis, clone BRHIP3038037 - Homo sapiens (Human)"	UniRef90_Q6ZMP7	0	0	CHR09V5|COORD:4076005..4073208|protein proline-rich mucin, putative	LOC_Os09g07940.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_3448_PI399408534	2	0.1684227	0.13111782	-0.06983566	-0.23580837	0.06983471	-0.09148693	35_26266	"Cluster: NPH3 family protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: NPH3 family protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6AST7	CHR1V7|COORD:10759457..10762181| phototropic-responsive NPH3 family protein	AT1G30440.1	CHR03V5|COORD:24660927..24655262|protein transposon protein, putative, Mutator sub-class, expressed	LOC_Os03g43990.2	no descriptionmoderately similar to ( 304)AT1G30440| Symbols:  | phototropic-responsive NPH3 family protein | chr1:10759457-10762181 FORWARDweakly similar to ( 173)NPH3_ORYSANPH3	signalling.light	30_11

CUST_26393_PI399408534	2	0.10447025	0.41324902	-0.0027160645	-0.03646946	0.0027160645	-0.031032562	35_31656	"Cluster: Phosphoinositide-specific phospholipase C; n=2; Oryza sativa|Rep: Phosphoinositide-specific phospholipase C - Oryza sativa (Rice)"	UniRef90_Q9AXF1	CHR2V7|COORD:16758860..16761389| phosphoinositide-specific phospholipase C family protein	AT2G40116.1	CHR07V5|COORD:29547288..29544132|protein phosphoinositide-specific phospholipase C, putative, expressed	LOC_Os07g49330.1	no descriptionweakly similar to ( 138)AT2G40116| Symbols:  | phosphoinositide-specific phospholipase C family protein | chr2:16758860-16761389 FORWARDnot assigned not assigned not assigned PLCYc PI-PLC-Y	signalling.phosphinositides.phosphoinositide phospholipase C	30_4_4

CUST_1282_PI399408534	2	0.09989548	-0.2653494	-0.11188793	0.09395599	-0.035927773	0.035927773	35_9689	"Cluster: Os05g0132500 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0132500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DL00	CHR3V7|COORD:972197..975908| EDA30 (embryo sac development arrest 30)	AT3G03810.1	CHR05V5|COORD:1873935..1867860|protein auxin-independent growth promoter protein, putative, expressed	LOC_Os05g04190.2	no descriptionvery weakly similar to (92.0)AT3G03810| Symbols: EDA30 | EDA30 (embryo sac development arrest 30) | chr3:972197-975908 REVERSE	hormone metabolism.auxin.induced-regulated-responsive-activated	17_2_3

CUST_18736_PI403524517	2	-0.0042085648	0.42452908	0.10340214	-0.056090355	0.0042085648	-0.01634407	35_5421	"Cluster: Hypothetical protein OJ1136_C04.10; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1136_C04.10 - Oryza sativa (japonica"	UniRef90_Q6K9X2	"CHR5V7|COORD:864390..865508| similar to Os02g0823600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001048570.1); similar to F12E4.230-like protein"	AT5G03460.1	CHR02V5|COORD:35370007..35367235|protein expressed protein	LOC_Os02g57766.1	"no descriptionvery weakly similar to (85.9)AT5G03460| Symbols:  | similar to Os02g0823600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001048570.1); similar to F12E4.230-like protein [Hyacinthus orientalis] (GB:AAS20978.1) | chr5:864390-865508 FORWARD"	not assigned.unknown	35_2

CUST_171870_PI403524517	2	0.20157576	-0.13381815	-0.5128255	-0.11703825	0.7816844	0.11703825	35_47883	"Cluster: Carbonic anhydrase, chloroplast precursor; n=1; Hordeum vulgare|Rep: Carbonic anhydrase, chloroplast precursor - Hordeum vulgare (Barley)"	UniRef90_P40880	"CHR5V7|COORD:4758260..4762385| CA2 (BETA CARBONIC ANHYDRASE 2); carbonate dehydratase/ zinc ion binding"	AT5G14740.1	CHR01V5|COORD:26019565..26031938|protein carbonic anhydrase, chloroplast precursor, putative, expressed	LOC_Os01g45274.1	 no descriptionmoderately similar to ( 249)AT5G14740| Symbols: CA18, BETA CA2, CA2 | CA2 (BETA CARBONIC ANHYDRASE 2) | chr5:4758260-4762318 FORWARDhighly similar to ( 621)CAHC_HORVUCarbonic anhydrase, chloroplast precursor - Hordeum vulgare (Barley)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned beta_CA_cladeB Pro_CA CynT beta_CA beta_CA_cladeA beta_CA_cladeC PRK10437 Tymo_45kd_70kd PRK07003 PRK12323 Atrophin-1 APC_basic PRK07764 KAR9 DUF566 Herpes_BLLF1 beta_CA_cladeD 	TCA / org. transformation.carbonic anhydrases	8_3

CUST_9968_PI404877155	2	-0.2892704	-0.023944378	0.8897834	0.827332	-0.47838926	0.023944378	Contig3691_at	aleurone ribonuclease (EC 3.1.-.-) - barley (fragment) gb|AAB58718.1| aleurone ribonuclease [Hordeum vulgare]	T04419	ribonuclease 1 (RNS1)	At2g02990.1	protein Ribonuclease T2 family	Os07g43670	aleurone ribonuclease (EC 3.1.-.-)	RNA.processing.ribonucleases	27_1_19

CUST_32692_PI403524517	2	0.06843376	0.020931244	-0.12234783	-0.24172401	0.04693222	-0.020931244	35_9424	Rep: Wee1-like protein - Zea mays (Maize)	UniRef90_Q9SPZ8	"CHR1V7|COORD:673408..676127| WEE1 (Arabidopsis wee1 kinase homolog); kinase/ protein kinase"	AT1G02970.1	CHR02V5|COORD:1864612..1859994|protein wee1-like protein, putative, expressed	LOC_Os02g04240.1	"no descriptionweakly similar to ( 183)AT1G02970| Symbols: WEE1 | WEE1 (Arabidopsis wee1 kinase homolog); kinase/ protein kinase | chr1:673408-676127 FORWARDvery weakly similar to (50.4)CRI4_MAIZEPutative receptor protein kinase CRINKLY4 precursor - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc Pkinase S_TKc SPS1 PTKc Pkinase_Tyr TyrKc"	protein.postranslational modification	29_4

CUST_47605_PI403524517	2	0.5054908	-0.0703311	0.22571039	0.07033062	-0.4037795	-0.13677597	35_13625	"Cluster: Hypothetical protein OSJNBa0009L15.3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0009L15.3 - Oryza sativa (japonica cu"	UniRef90_Q6L482	0	0	CHR05V5|COORD:16940950..16936183|protein catalytic/ protein phosphatase type 2C, putative, expressed	LOC_Os05g29030.2	no description	not assigned.unknown	35_2

CUST_5841_PI404877155	2	-0.18161392	0.04216194	-0.041160583	0.028081894	0.10210037	-0.028081894	Contig17934_at	OSJNBa0020J04.7 [Oryza sativa (japonica cultivar-group)] ref|XP_473600.1| OSJNBa0020J04.7 [Oryza sativa (japonica cultivar-group)]	CAD41302.2	3-oxo-5-alpha-steroid 4-dehydrogenase family protein / steroid 5-alpha-reductase family protein	At1g72590.1	protein 3-oxo-5-alpha-steroid 4-dehydrogenase, putative	Os04g48750	"3-oxo-5-alpha-steroid 4-dehydrogenase family protein / steroid 5-alpha-reductase family protein, similar to Arabidopsis thaliana DET2 (gi:1280611); contains Pfam 3-oxo-5-alpha-steroid 4-dehydrogenase domain PF02544"	hormone metabolism.brassinosteroid.synthesis-degradation.BRs.DET2	17_03_01_01_01

CUST_54184_PI403524517	2	-0.0048913956	0.02613926	-0.016633987	-0.016633987	0.0048913956	0.017035484	35_15424	"Cluster: Universal stress protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Universal stress protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5ZAV7	CHR1V7|COORD:3822171..3822899| universal stress protein (USP) family protein	AT1G11360.2	CHR01V5|COORD:33528581..33525414|protein USP family protein, putative, expressed	LOC_Os01g57450.1	no descriptionmoderately similar to ( 219)AT1G11360| Symbols:  | universal stress protein (USP) family protein | chr1:3822171-3822899 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Usp USP_Like PRK07764 Tymo_45kd_70kd Atrophin-1 PRK12323 PRK07003 UspA TT_ORF1 Protamine_P1 PRK12678 Extensin_2 Drf_FH1 Herpes_BLLF1 DUF1421 HPC2 DUF1509 DUF1777 AF-4 APC_basic Gag_spuma PRK05648 DUF566 STK_N PRK09169 Pneumo_att_G IER MCPVI	stress.abiotic.unspecified	20_2_99

CUST_20247_PI403524517	2	0.22612953	-0.036577225	-0.08117962	-0.046323776	0.03657627	0.07409096	35_5869	"Cluster: Zinc finger, C3HC4 type family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Zinc finger, C3HC4 type family protein, expressed -"	UniRef90_Q10LG3	CHR2|COORD:17049810..17051935| zinc finger (C3HC4-type RING finger) family protein, contains Pfam domain, PF00097: Zinc finger, C3HC4 type (RING finger)	AT2G40830.3	CHR03V5|COORD:13180140..13177825|protein RHC1A, putative, expressed	LOC_Os03g22830.2	"no descriptionmoderately similar to ( 235)AT2G40830| Symbols: RHC1A | RHC1A (RING-H2 finger C1A); protein binding / zinc ion binding | chr2:17050720-17051706 FORWARDvery weakly similar to (50.8)EL5_ORYSAnot assigned not assigned RING COG5540 RING zf-C3HC4"	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_90466_PI403524517	2	-0.07001114	-0.0395298	-0.18199635	0.0563612	0.23223972	0.0395298	35_25873	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10FP1	0	0	CHR03V5|COORD:25864295..25862480|protein expressed protein	LOC_Os03g45870.1	no description	not assigned.unknown	35_2

CUST_13424_PI404877155	2	-0.10577583	0.012143135	-0.106720924	0.045167923	0.029088974	-0.012143135	Contig7149_at	potassium channel protein, putative [Arabidopsis thaliana] pir||T52133 potassium channel beta subunit homolog [imported] - Arabidopsis	NP_171963.1	potassium channel protein, putative	At1g04690.1	protein oxidoreductase, aldo/keto reductase family	Os02g57240	"KV-BETA1;K+ CHANNEL BETA SUBUNIT PROTEIN;POTASSIUM CHANNEL BETA SUBUNIT;POTASSIUM CHANNEL BETA SUBUNIT HOMOLOG;potassium channel protein, putative, nearly identical to K+ channel protein (Arabidopsis thaliana) GI:1063415; contains Pfam profile PF00248: ox"	transport.potassium	34_15

CUST_37791_PI403524517	2	0.018489838	0.0015048981	-0.0015058517	-0.028589249	0.01468277	-0.095145226	35_10877	0	0	0	0	CHR03V5|COORD:3862749..3862120|protein sulfated surface glycoprotein 185 precursor, putative	LOC_Os03g07640.1	no description	not assigned.unknown	35_2

CUST_377_PI403524517	2	0.11818695	-0.015642166	0.015642166	-0.046354294	-0.058771133	0.07326126	35_99	"Cluster: Glyceraldehyde-3-phosphate dehydrogenase, cytosolic 1; n=9; Poaceae|Rep: Glyceraldehyde-3-phosphate dehydrogenase, cytosolic 1 -"	UniRef90_P08735	"CHR1V7|COORD:4608462..4610491| GAPC-2; glyceraldehyde-3-phosphate dehydrogenase"	AT1G13440.1	CHR08V5|COORD:1518951..1522883|protein glyceraldehyde-3-phosphate dehydrogenase, cytosolic, putative, expressed	LOC_Os08g03290.1	 no descriptionhighly similar to ( 567)AT1G13440| Symbols: GAPC-2 | GAPC-2 | chr1:4608462-4610491 REVERSEhighly similar to ( 637)G3PX_HORVUGlyceraldehyde-3-phosphate dehydrogenase, cytosolic - Hordeum vulgare (Barley)not assigned GapA PRK07729 PRK07403 PRK08955 Gp_dh_C PRK08289 Gp_dh_N Asd PRK04207 	glycolysis.glyceraldehyde 3-phosphate dehydrogenase	4_9

CUST_53070_PI403524517	2	0.067085266	0.3174305	0.028316498	-0.120036125	-0.028316498	-0.14275455	35_15108	Rep: H0525C06.9 protein - Oryza sativa (Rice)	UniRef90_Q01K75	"CHR2V7|COORD:11683157..11684975| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G27280.1); similar to PREDICTED: similar to CG15747-PA [Tribolium"	AT2G27285.1	CHR04V5|COORD:21709024..21705877|protein coiled-coil domain containing 55, putative, expressed	LOC_Os04g35910.1	"no descriptionvery weakly similar to (60.1)AT2G27285| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G27280.1); similar to PREDICTED: similar to CG15747-PA [Tribolium castaneum] (GB:XP_972927.1); similar to Os04g0440000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001052872.1) | chr2:11683157-11684975 REVERSEnot assigned"	not assigned.unknown	35_2

CUST_88871_PI403524517	2	-0.002720356	0.31966066	0.004105568	-0.72558403	-2.488449	0.0027198792	35_25429	"Cluster: Os01g0244000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0244000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JP45	0	0	CHR01V5|COORD:7943774..7942016|protein expressed protein	LOC_Os01g14180.1	no descriptionDUF1618	not assigned.unknown	35_2

CUST_31838_PI403524517	2	0.0033054352	0.50439453	0.15410137	-0.15359974	-0.040040016	-0.0033049583	35_9185	"Cluster: Os05g0384800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0384800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DIJ3	CHR5V7|COORD:6547947..6552850| zinc finger protein, putative / regulator of chromosome condensation (RCC1) family protein	AT5G19420.1	CHR05V5|COORD:18512299..18503854|protein ran GTPase binding protein, putative, expressed	LOC_Os05g31920.2	 no descriptionmoderately similar to ( 224)AT5G19420| Symbols:  | zinc finger protein, putative / regulator of chromosome condensation (RCC1) family protein | chr5:6547947-6552850 REVERSEnot assigned not assigned not assigned not assigned FYVE FYVE FYVE 	cell.division	31_2

CUST_169080_PI403524517	2	0.19022322	0.35239458	0.038039207	-0.13056183	-0.038039684	-0.2826662	35_47086	"Cluster: Putative splicing factor; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative splicing factor - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6EQW6	CHR5V7|COORD:22164007..22166315| WD-40 repeat family protein	AT5G54520.1	CHR02V5|COORD:12746532..12741599|protein pre-mRNA-splicing factor PRP17, putative, expressed	LOC_Os02g21490.1	no description	not assigned.unknown	35_2

CUST_11748_PI403524517	2	0.07691574	-1.3771553	-0.11086464	0.029026031	0.005191803	-0.0051908493	35_3340	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53QC6	CHR3V7|COORD:5920619..5926852| protein transporter	AT3G17340.1	CHR11V5|COORD:27911397..27903654|protein expressed protein	LOC_Os11g47320.2	no descriptionnot assigned not assigned not assigned not assigned PRK02363	not assigned.unknown	35_2

CUST_81391_PI403524517	2	0.011293411	0.033525467	-0.010345459	-0.025375366	0.010346413	-0.027124405	35_23346	"Cluster: Hypothetical protein OSJNBb0097F01.8; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0097F01.8 - Oryza sativa (japonica cu"	UniRef90_Q84TS4	"CHR3V7|COORD:18543475..18544983| similar to Os03g0372700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001050206.1); similar to hypothetical protein"	AT3G49990.1	CHR03V5|COORD:14649578..14653782|protein low temperature viability protein, expressed	LOC_Os03g25620.1	"no descriptionweakly similar to ( 169)AT3G49990| Symbols:  | similar to Os03g0372700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001050206.1); similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:AAP46214.1); contains InterPro domain Low temperature viability protein; (InterPro:IPR007307) | chr3:18543475-18544983 REVERSEnot assigned not assigned not assigned not assigned"	not assigned.unknown	35_2

CUST_11179_PI403524517	2	-0.55349255	0.10241699	0.18914604	0.29372883	-0.2720909	-0.102417946	35_3168	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_12277_PI403524517	2	-0.010123253	-0.18550968	0.40162182	0.24706554	0.010123253	-0.020478249	35_3495	"Cluster: Putative hydroxymethylglutaryl coenzyme A synthase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative hydroxymethylglutaryl coenzyme A synthase"	UniRef90_Q8H051	CHR4V7|COORD:7109118..7111895| BAP1 (hydroxymethylglutaryl-CoA synthase)	AT4G11820.2	CHR03V5|COORD:993635..998551|protein hydroxymethylglutaryl-CoA synthase, putative, expressed	LOC_Os03g02710.1	 no descriptionhighly similar to ( 725)AT4G11820| Symbols: HMGS, MVA1, BAP1 | BAP1 (hydroxymethylglutaryl-CoA synthase) | chr4:7109118-7111895 REVERSEnot assigned HMG_CoA_synt_C PksG HMG_CoA_synt_N init_cond_enzymes PRK04262 FabH 	secondary metabolism.isoprenoids.mevalonate pathway.HMG-CoA synthase	16_1_2_2

CUST_57304_PI403524517	2	-0.047696114	0.22890759	0.096048355	-0.09154129	0.04769516	-0.15516186	35_16342	Rep: H0818H01.10 protein - Oryza sativa (Rice)	UniRef90_Q259N9	"CHR1V7|COORD:18446673..18448575| ATMTK; S-methyl-5-thioribose kinase"	AT1G49820.1	CHR04V5|COORD:33939627..33936364|protein methylthioribose kinase, putative, expressed	LOC_Os04g57400.1	"no descriptionhighly similar to ( 623)AT1G49820| Symbols: ATMTK | ATMTK; S-methyl-5-thioribose kinase | chr1:18446673-18448575 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned mtnK COG4857 PRK12396 APH DUF566 Pneumo_att_G HPC2 Herpes_BLLF1 Tymo_45kd_70kd AF-4"	not assigned.no ontology	35_1

CUST_85746_PI403524517	2	0.12317848	0.07441044	-9.498596E-4	-0.12991905	-0.39333153	9.4890594E-4	35_24557	"Cluster: Aspartate kinase-homoserine dehydrogenase precursor; n=2; Oryza sativa|Rep: Aspartate kinase-homoserine dehydrogenase precursor - Oryza sativa (Rice)"	UniRef90_P93402	"CHR1V7|COORD:11158725..11163036| AK-HSDH I (ASPARTATE KINASE-HOMOSERINE DEHYDROGENASE I); aspartate kinase/ homoserine dehydrogenase"	AT1G31230.1	CHR09V5|COORD:7008516..6994049|protein bifunctional aspartokinase/homoserine dehydrogenase 2, chloroplast precursor, putative, expressed	LOC_Os09g12290.1	" no descriptionmoderately similar to ( 273)AT1G31230| Symbols: AK-HSDH I | AK-HSDH I (ASPARTATE KINASE-HOMOSERINE DEHYDROGENASE I); aspartate kinase/ homoserine dehydrogenase | chr1:11158725-11163036 REVERSEmoderately similar to ( 322)AKH2_MAIZEBifunctional aspartokinase/homoserine dehydrogenase 2, chloroplast precursor - Zea mays (Maize)not assigned PRK06291 thrA LysC ACT_AKi-HSDH-ThrA-like_1 PRK06635 ACT_AKi-HSDH-ThrA_2 ACT_AK-like_2 PRK09034 ACT_AK-like PRK07431 ACT_AK-Arch_2 PRK08210 PRK09181 PRK09084 ACT_AKiii-YclM-BS_2 PRK08961 ACT_AKiii-LysC-EC_2 ACT_AK-LysC-DapG-like_2 "	amino acid metabolism.synthesis.aspartate family.misc.homoserine.aspartate kinase	13_1_3_6_1_1

CUST_53872_PI403524517	2	-0.014051437	-0.21534252	-0.19703579	0.055932045	0.014050484	0.04240799	35_15328	Rep: H0402C08.9 protein - Oryza sativa (Rice)	UniRef90_Q259K4	CHR5V7|COORD:2778434..2780301| pyruvate kinase, putative	AT5G08570.1	CHR04V5|COORD:34390061..34386142|protein pyruvate kinase, cytosolic isozyme, putative, expressed	LOC_Os04g58110.1	 no descriptionhighly similar to ( 838)AT5G08570| Symbols:  | pyruvate kinase, putative | chr5:2778434-2780301 FORWARDhighly similar to ( 840)KPYC_SOYBNPyruvate kinase, cytosolic isozyme - Glycine max (Soybean)not assigned Pyruvate_Kinase PK PykF PRK05826 PRK06354 PRK09206 PRK06247 PRK06739 PK_C PRK08187 Tymo_45kd_70kd 	glycolysis.PK	4_13

CUST_2795_PI404877155	2	-0.012688637	0.012688637	0.046788216	-0.042292595	0.06283569	-0.025286674	Contig13212_at	putative RNA-binding protein [Oryza sativa (japonica cultivar-group)]	AAO72701.1	RNA recognition motif (RRM)-containing protein	At3g52660.1	protein RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain), putative	Os11g04390	NONE	RNA.RNA binding	27_4

CUST_7498_PI399408534	2	0.4892912	-0.19416523	-0.014022827	0.012958527	0.26499557	-0.012957573	35_45202	"Cluster: AUX1 protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: AUX1 protein, putative, expressed - Oryza sativa (japonica cultivar"	UniRef90_Q10P71	CHR2V7|COORD:9041370..9043520| amino acid permease, putative	AT2G21050.1	CHR03V5|COORD:7625699..7629611|protein auxin transporter-like protein 3, putative, expressed	LOC_Os03g14080.1	 no descriptionmoderately similar to ( 316)AT2G21050| Symbols:  | amino acid permease, putative | chr2:9041370-9043520 FORWARDmoderately similar to ( 319)LAX3_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned Aa_trans 	transport.amino acids	34_3

CUST_90514_PI403524517	2	-0.13914108	0.17152882	0.0016651154	-0.0016651154	0.11708355	-0.029919624	35_25886	"Cluster: Os03g0704000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os03g0704000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DPA4	CHR5V7|COORD:4617842..4618775| 30S ribosomal protein S13, chloroplast (CS13)	AT5G14320.1	CHR03V5|COORD:28250462..28252420|protein 30S ribosomal protein S13, putative, expressed	LOC_Os03g49710.1	 no descriptionweakly similar to ( 124)AT5G14320| Symbols:  | 30S ribosomal protein S13, chloroplast (CS13) | chr5:4617842-4618775 REVERSEweakly similar to ( 104)RT13_SOYBNSmall ribosomal subunit protein S13, mitochondrial precursor - Glycine max (Soybean)not assigned rpsM RpsM Ribosomal_S13 rps13 rps13p 	protein.synthesis.mito/plastid ribosomal protein.mitochondrial	29_2_1_2

CUST_11833_PI403524517	2	0.08477402	-0.07001686	-0.01902008	-0.014180183	0.014180183	0.040805817	35_3365	"Cluster: Serologically defined breast cancer antigen NY-BR-84, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Serologically defined breas"	UniRef90_Q10M68	"CHR1V7|COORD:7837846..7840591| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G36050.1); similar to Serolo (GB:ABF95668.1); similar to"	AT1G22200.1	CHR03V5|COORD:11606736..11600755|protein serologically defined breast cancer antigen NY-BR-84, putative, expressed	LOC_Os03g20520.1	"no descriptionhighly similar to ( 567)AT1G22200| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G36050.1); similar to Serolo (GB:ABF95668.1); similar to Os04g0455900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001052965.1); contains InterPro domain Protein of unknown function DUF1692; (InterPro:IPR012936) | chr1:7838093-7840591 REVERSEnot assigned DUF1692"	not assigned.unknown	35_2

CUST_6197_PI404877155	2	-0.15461922	0.12132263	-0.10855007	-8.5163116E-4	0.037521362	8.5163116E-4	Contig18605_at	putative diacylglycerol kinase [Oryza sativa (japonica cultivar-group)]	BAD03055.1	diacylglycerol kinase, putative	At2g20900.2	protein Diacylglycerol kinase catalytic domain (presumed), putative	Os08g08110	diacylglycerol kinase, putative, contains INTERPRO domain, IPR001206, DAG-kinase catalytic domain or  diacylglycerol kinase, putative, contains INTERPRO domain, IPR001206, DAG-kinase catalytic domain or  diacylglycerol kinase, putative, contains INTERPRO	lipid metabolism.Phospholipid synthesis	11_3

CUST_29212_PI399408534	2	-0.1322403	0.40517235	0.11840725	-0.00543499	-0.11458206	0.0054359436	35_3329	"Cluster: Putative bHLH protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative bHLH protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ZGM4	"CHR5V7|COORD:22234496..22236219| ILR3 (IAA-LEUCINE RESISTANT3); DNA binding / transcription factor"	AT5G54680.1	CHR02V5|COORD:878615..875238|protein DNA binding protein, putative, expressed	LOC_Os02g02480.1	"no descriptionweakly similar to ( 160)AT5G54680| Symbols: ILR3 | ILR3 (IAA-LEUCINE RESISTANT3); DNA binding / transcription factor | chr5:22234496-22236219 FORWARDnot assigned"	RNA.regulation of transcription.bHLH,Basic Helix-Loop-Helix family	27_3_6

CUST_176266_PI403524517	2	0.057322025	0.163517	-0.057322502	-0.34977484	-0.47750092	0.5737057	35_49053	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_107281_PI403524517	2	0.2999425	0.17713404	0.24185753	-0.17713451	-0.34434748	-0.43228197	35_30529	0	0	CHR4V7|COORD:9451766..9453187| hydroxyproline-rich glycoprotein family protein	AT4G16790.1	0	0	no description	not assigned.unknown	35_2

CUST_4457_PI403524517	2	-0.03384018	-0.58854103	-0.1069603	0.033841133	0.043800354	0.061994553	35_1231	0	0	"CHR5V7|COORD:2975722..2978509| mtHSC70-2 (HEAT SHOCK PROTEIN 70); ATP binding / unfolded protein binding"	AT5G09590.1	CHR02V5|COORD:32687175..32682738|protein heat shock 70 kDa protein, mitochondrial precursor, putative, expressed	LOC_Os02g53420.1	no description	not assigned.unknown	35_2

CUST_64465_PI403524517	2	0.35177994	0.08466244	-0.03264141	-0.13761711	-0.13761711	0.03264141	35_18407	"Cluster: Putative potassium transporter; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative potassium transporter - Oryza sativa (japonica cultivar-group"	UniRef90_Q653B6	"CHR1V7|COORD:11104356..11107342| KUP10 (K+ transporter 10); potassium ion transporter"	AT1G31120.1	CHR09V5|COORD:22373139..22366890|protein potassium transporter 11, putative, expressed	LOC_Os09g38960.3	"no descriptionhighly similar to ( 706)AT1G31120| Symbols: KUP10 | KUP10 (K+ transporter 10); potassium ion transporter | chr1:11104356-11107342 REVERSEhighly similar to ( 759)HAK11_ORYSAnot assigned K_trans Kup trkD"	transport.potassium	34_15

CUST_3017_PI399408534	2	0.0070152283	0.15362072	-0.008106232	-0.027497292	-0.007016182	0.047424316	35_2564	"Cluster: PHD-finger family homeodomain protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: PHD-finger family homeodomain protein - Oryza sativa (japonica"	UniRef90_Q8H991	CHR3V7|COORD:6763211..6766055| homeobox protein (HAT 3.1)	AT3G19510.1	CHR06V5|COORD:6724321..6733446|protein homeobox protein HOX1A, putative, expressed	LOC_Os06g12400.1	no descriptionweakly similar to ( 107)AT3G19510| Symbols:  | homeobox protein (HAT 3.1) | chr3:6763211-6766055 REVERSEmoderately similar to ( 287)HOX1A_MAIZEHomeobox protein HOX1A - Zea mays (Maize)not assigned not assigned HOX homeodomain TFIIF_alpha Homeobox	RNA.regulation of transcription.HB,Homeobox transcription factor family	27_3_22

CUST_20437_PI403524517	2	0.056171417	-0.23191452	-0.17875957	0.037377357	-0.037377357	0.37427235	35_5929	"Cluster: Hypothetical protein P0414E03.11; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0414E03.11 - Oryza sativa (japonica"	UniRef90_Q5N9T4	"CHR3V7|COORD:20007735..20009175| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G59050.1); similar to Os05g0453300 [Oryza sativa (japonica"	AT3G54000.1	CHR01V5|COORD:36854521..36857070|protein expressed protein	LOC_Os01g63050.1	no descriptionvery weakly similar to (76.3)AT5G59050| Symbols:  | unknown protein | chr5:23859075-23859745 REVERSE	not assigned.unknown	35_2

CUST_9854_PI403524517	2	-0.03493309	0.19240189	-0.08171654	0.03493309	-0.07914543	0.1378336	35_2777	Rep: OSIGBa0123D13.5 protein - Oryza sativa (Rice)	UniRef90_Q01N44	CHR5V7|COORD:25783455..25787486| amidase family protein	AT5G64440.1	CHR04V5|COORD:187650..178336|protein glutamyl-tRNA, putative, expressed	LOC_Os04g01250.2	no descriptionhighly similar to ( 673)AT5G64440| Symbols:  | amidase family protein | chr5:25783455-25787486 FORWARDnot assigned not assigned GatA Amidase gatA PRK07488 PRK09201 PRK06102 PRK06169 PRK07056 PRK07235 PRK07486 PRK08186 PRK07042 PRK08310 PRK08137 PRK06061 PRK05962 PRK06170 PRK12470 PRK07487 PRK07139 PRK07869 PRK06529 PRK06828 PRK06707 PRK11910 PRK06565 PRK12323	misc.nitrilases, *nitrile lyases, berberine bridge enzymes, reticuline oxidases, troponine reductases	26_8

CUST_26883_PI403524517	2	0.00901556	0.2180314	0.0010209084	-0.0010204315	-0.23132086	-0.19560623	35_7789	"Cluster: Hypothetical protein B1109A06.18; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1109A06.18 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5VNK5	"CHR3V7|COORD:5341441..5342358| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G52550.1); similar to Os01g0392100 [Oryza sativa (japonica"	AT3G15780.1	CHR01V5|COORD:16986600..16991282|protein expressed protein	LOC_Os01g29740.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_145179_PI403524517	2	0.012501717	-0.38656616	-0.043667793	0.052448273	0.039816856	-0.01250267	35_40653	"Cluster: Hypothetical protein OJ1200_C08.123; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1200_C08.123 - Oryza sativa (japonica cult"	UniRef90_Q8LIG3	CHR4V7|COORD:12612564..12613596| hydrolase, acting on ester bonds	AT4G24380.1	CHR07V5|COORD:29195772..29193378|protein expressed protein	LOC_Os07g48770.1	" no descriptionvery weakly similar to (67.8)AT5G65400| Symbols:  | similar to hydrolase, acting on ester bonds [Arabidopsis thaliana] (TAIR:AT4G24380.1); similar to H0818E04.16 [Oryza sativa (indica cultivar-group)] (GB:CAH67099.1); similar to Os04g0450100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001052936.1); contains InterPro domain Protein of unknown function DUF341; (InterPro:IPR005645) | chr5:26148674-26150288 FORWARDnot assigned "	not assigned.unknown	35_2

CUST_104489_PI403524517	2	0.04107237	-0.041072845	-0.05634594	0.15156889	0.16256857	-0.076946735	35_29777	"Cluster: Putative glutamate carboxypeptidase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative glutamate carboxypeptidase - Oryza sativa (japonica"	UniRef90_Q852M4	"CHR3V7|COORD:20265830..20268793| AMP1 (ALTERED MERISTEM PROGRAM 1); dipeptidase"	AT3G54720.1	CHR03V5|COORD:32797994..32805542|protein glutamate carboxypeptidase 2, putative, expressed	LOC_Os03g57660.1	no description	not assigned.unknown	35_2

CUST_36299_PI403524517	2	0.102835655	0.10069561	-0.86065865	0.11358547	-0.3142333	-0.10069609	35_10467	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_68981_PI403524517	2	-0.057772636	-0.35999727	-0.049254417	0.48076057	0.40542412	0.049254417	35_19738	"Cluster: Hypothetical protein P0636F09.6; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0636F09.6 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q75HR1	"CHR1V7|COORD:3187819..3188582| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G58007.1); similar to hypothetical protein MtrDRAFT_AC140550g16v1"	AT1G09812.1	CHR05V5|COORD:20847928..20850838|protein expressed protein	LOC_Os05g35230.1	"no descriptionvery weakly similar to (84.7)AT1G09812| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G58007.1); similar to hypothetical protein MtrDRAFT_AC140550g16v1 [Medicago truncatula] (GB:ABE79565.1) | chr1:3187819-3188582 FORWARDnot assigned not assigned not assigned TT_ORF1 PRK07764 PRK12323 PRK10856"	not assigned.unknown	35_2

CUST_31320_PI403524517	2	0.013720512	-0.2672205	-0.05723381	0.20805264	0.4256773	-0.013720512	35_9039	"Cluster: OSJNBa0039C07.2 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0039C07.2 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7F9I3	CHR1|COORD:9803628..9806883| serine carboxypeptidase S10 family protein, similar to H.vulgare gene encoding serine carboxypeptidase II, CP-MII GI:1731989	AT1G28110.2	CHR04V5|COORD:19404502..19408167|protein serine carboxypeptidase K10B2.2 precursor, putative, expressed	LOC_Os04g32540.2	"no descriptionmoderately similar to ( 432)AT1G28110| Symbols: SCPL45 | SCPL45; serine carboxypeptidase | chr1:9804140-9806819 REVERSEweakly similar to ( 157)CBP22_HORVUSerine carboxypeptidase II-2 precursor - Hordeum vulgare (Barley)not assigned not assigned Peptidase_S10"	protein.degradation.serine protease	29_5_5

CUST_92205_PI403524517	2	-1.1697812	1.0903511	-0.29559278	0.5777073	-0.21312904	0.21312904	35_26367	"Cluster: Os07g0683200 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os07g0683200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D3J5	0	0	CHR07V5|COORD:28984104..28986339|protein NAC domain-containing protein 18, putative, expressed	LOC_Os07g48450.3	no description	not assigned.unknown	35_2

CUST_90047_PI403524517	2	0.5111685	0.54193306	-0.07799053	0.020495415	-0.18492317	-0.020495415	35_25761	"Cluster: Hypothetical protein; n=1; Anaeromyxobacter sp. Fw109-5|Rep: Hypothetical protein - Anaeromyxobacter sp. Fw109-5"	UniRef90_A1HVN6	0	0	0	0	no description	not assigned.unknown	35_2

CUST_14375_PI404877155	2	-0.19886494	-0.032073975	0.3161106	0.032073975	0.047834396	-0.079338074	Contig8200_at	OSJNBa0060P14.1 [Oryza sativa (japonica cultivar-group)] emb|CAE76011.1| B1358B12.20 [Oryza sativa (japonica cultivar-group)]	CAD41042.1	anthranilate synthase beta subunit (ASB1)	At1g25220.1	protein glutamine amidotransferase of anthranilate synthase or para-aminobenzoate synthase, puta	Os04g38950	anthranilate synthase beta chain	amino acid metabolism.synthesis.aromatic aa.tryptophan	13_1_6_5

CUST_26597_PI403524517	2	0.16907024	0.30721855	0.038324356	-0.20536709	-0.03832531	-0.08346176	35_7707	"Cluster: Hypothetical protein P0644B06.31; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0644B06.31 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5VS68	"CHR4V7|COORD:538213..543282| similar to unknown [Oryza sativa] (GB:AAF00138.1); similar to Os06g0105900 [Oryza sativa (japonica cultivar-group)] (GB:NP_00105656"	AT4G01290.1	CHR06V5|COORD:402725..409270|protein expressed protein	LOC_Os06g01680.4	"no descriptionvery weakly similar to (77.8)AT4G01290| Symbols:  | similar to unknown [Oryza sativa] (GB:AAF00138.1); similar to Os06g0105900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001056560.1) | chr4:538213-543282 REVERSE"	not assigned.unknown	35_2

CUST_47848_PI403524517	2	0.1700654	-0.064250946	0.13447332	-0.60234976	-0.57918835	0.064250946	35_13686	"Cluster: Os01g0835900 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0835900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JHY5	CHR5V7|COORD:24068875..24069186| histone H4	AT5G59690.1	CHR10V5|COORD:20690219..20689571|protein histone H4, putative, expressed	LOC_Os10g39410.1	no descriptionweakly similar to ( 162)AT5G59970| Symbols:  | histone H4 | chr5:24163578-24163889 REVERSEweakly similar to ( 162)H4_PEAHistone H4 - Pisum sativum (Garden pea)not assigned H4 H4 HHT1 Histone	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_82281_PI403524517	2	0.1799469	0.28089523	-0.1592083	-0.10046387	-0.07587814	0.07587814	35_23598	"Cluster: Hypothetical protein OSJNBa0058I18.5; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0058I18.5 - Oryza sativa (japonica cu"	UniRef90_Q69S50	0	0	CHR07V5|COORD:22109093..22112009|protein expressed protein	LOC_Os07g36930.1	no description	not assigned.unknown	35_2

CUST_3410_PI403524517	2	-0.18656921	-0.05439663	0.054395676	0.13524532	0.16497517	-0.16061974	35_932	"Cluster: Putative cinnamoyl-CoA reductase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative cinnamoyl-CoA reductase - Oryza sativa (japonica cultivar-g"	UniRef90_Q69U05	CHR2V7|COORD:14231698..14233441| cinnamoyl-CoA reductase family	AT2G33590.1	CHR09V5|COORD:19013398..19010574|protein dihydroflavonol-4-reductase, putative, expressed	LOC_Os09g31502.1	no descriptionmoderately similar to ( 330)AT2G33590| Symbols:  | cinnamoyl-CoA reductase family | chr2:14231698-14233441 FORWARDmoderately similar to ( 201)DFRA_VITVIDihydroflavonol-4-reductase - Vitis vinifera (Grape)not assigned not assigned not assigned not assigned not assigned WcaG Epimerase 3Beta_HSD GalE Polysacc_synt_2 COG1086 RfbB NAD_binding_4 KR NmrA Gmd COG0702	secondary metabolism.flavonoids.dihydroflavonols	16_8_3

CUST_32092_PI399408534	2	0.47150373	0.19386292	0.064857006	-0.35410166	-0.14621305	-0.06485748	35_31428	"Cluster: Transposon protein, putative, Mutator sub-class, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Transposon protein, putative,"	UniRef90_Q2QM90	CHR1V7|COORD:10759457..10762181| phototropic-responsive NPH3 family protein	AT1G30440.1	CHR12V5|COORD:25949410..25943949|protein transposon protein, putative, Mutator sub-class, expressed	LOC_Os12g41910.1	no descriptionweakly similar to ( 196)AT1G30440| Symbols:  | phototropic-responsive NPH3 family protein | chr1:10759457-10762181 FORWARDvery weakly similar to (87.8)NPH3_ORYSANPH3	signalling.light	30_11

CUST_9529_PI404877155	2	0.08154106	0.071759224	-0.071759224	0.99859524	-0.30694962	-0.42192888	Contig3287_x_at	small heat shock protein HSP17.8 [Triticum aestivum]	AAK51797.1	17.6 kDa  class II heat shock protein (HSP17.6-CII)	At5g12020.1	protein small heat shock protein HSP17.8	Os01g08860	small heat shock protein HSP17.8	stress.abiotic.heat	20_2_1

CUST_14204_PI403524517	2	0.09706974	0.48620033	0.048667908	-0.07105541	-0.051225662	-0.048666954	35_4073	"Cluster: Hypothetical protein OSJNBa0038P10.26; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0038P10.26 - Oryza sativa (japonica"	UniRef90_Q6Z1S0	"CHR1V7|COORD:29661516..29662430| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G16840.1); similar to Os08g0230000 [Oryza sativa (japonica"	AT1G78890.1	CHR08V5|COORD:7905456..7910143|protein expressed protein	LOC_Os08g13320.1	"no descriptionvery weakly similar to (90.5)AT1G78890| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G16840.1); similar to Os08g0230000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001061295.1); similar to At1g16840/F17F16.27-related [Medicago truncatula] (GB:ABE84583.1) | chr1:29661516-29662430 FORWARDnot assigned not assigned not assigned not assigned PRK07764 PRK12323 Gag_spuma"	not assigned.unknown	35_2

CUST_9571_PI404877155	2	-0.37447834	0.12528706	0.22016907	-0.074893	0.01509285	-0.01509285	Contig3321_at	unknown protein [Oryza sativa (japonica cultivar-group)] gb|AAS55767.1| unknown protein [Oryza sativa (japonica cultivar-group)]	XP_475607.1	universal stress protein (USP) family protein	At3g17020.1	protein AT3g17020/K14A17_14	Os05g06500	gi|18401345|ref|NP_566564.1| expressed protein	stress.abiotic.cold	20_2_2

CUST_16752_PI399408534	2	0.028327942	0.36951637	-0.035556793	-0.07927513	-0.028327942	0.044081688	35_6417	"Cluster: Transcription initiation factor TFIID subunit 1; n=2; Oryza sativa|Rep: Transcription initiation factor TFIID subunit 1 - Oryza sativa (Rice)"	UniRef90_Q67W65	"CHR1V7|COORD:11846365..11856241| HAF01 (Histone acetyltransferase TAFII250 family); DNA binding"	AT1G32750.1	CHR06V5|COORD:26373493..26359284|protein HAF01, putative, expressed	LOC_Os06g43790.1	" no descriptionweakly similar to ( 152)AT1G32750| Symbols: HAF1, HAC13, GTD1, HAF01 | HAF01 (Histone acetyltransferase TAFII250 family); DNA binding | chr1:11846365-11856241 REVERSEnot assigned not assigned not assigned not assigned not assigned BROMO Bromodomain COG5076 "	RNA.regulation of transcription.Bromodomain proteins	27_3_42

CUST_138232_PI403524517	2	0.021864891	0.9136925	0.18447018	-0.41148186	-0.021865845	-0.27823734	35_38771	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_16130_PI399408534	2	0.26790524	-0.087322235	-0.113464355	-0.051169395	0.051169872	0.24549961	35_23118	"Cluster: Hypothetical protein OJ1300_E01.8-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1300_E01.8-1 - Oryza sativa (japonica cult"	UniRef90_Q6ZJM9	CHR1V7|COORD:29025338..29027832| PHD finger family protein	AT1G77250.1	CHR08V5|COORD:270631..266507|protein PHD-finger family protein, expressed	LOC_Os08g01420.1	no descriptionvery weakly similar to (71.2)AT1G77250| Symbols:  | PHD finger family protein | chr1:29025338-29027832 REVERSE	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_573_PI403524517	2	-0.26317978	-0.24105644	-0.07047176	0.39985085	0.33352184	0.07047081	35_151	"Cluster: Hypothetical protein; n=1; Flavobacterium johnsoniae UW101|Rep: Hypothetical protein - Flavobacterium johnsoniae UW101"	UniRef90_Q1XKL4	0	0	0	0	no description	not assigned.unknown	35_2

CUST_19988_PI403524517	2	0.08636665	-0.29933357	-0.13224983	0.01617527	-0.0025196075	0.0025196075	35_5793	"Cluster: ATP-dependent protease La, putative; n=2; Oryza sativa (japonica cultivar-group)|Rep: ATP-dependent protease La, putative - Oryza sativa (japonica cult"	UniRef90_Q2R8S1	CHR1V7|COORD:12977746..12979727| ATP-dependent protease La (LON) domain-containing protein	AT1G35340.1	CHR11V5|COORD:6200088..6196555|protein ATP-dependent peptidase, putative	LOC_Os11g11210.1	no descriptionmoderately similar to ( 202)AT1G35340| Symbols:  | ATP-dependent protease La (LON) domain-containing protein | chr1:12977746-12979727 FORWARDCOG2802	protein.degradation	29_5

CUST_151590_PI403524517	2	0.2650509	0.47803307	-0.018875122	-0.1715746	-0.409122	0.018875122	35_42385	"Cluster: Os05g0126400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0126400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DL32	CHR3V7|COORD:19387607..19394078| myb family transcription factor	AT3G52250.1	CHR05V5|COORD:1485865..1479070|protein myb-like DNA-binding domain containing protein, expressed	LOC_Os05g03550.1	no description	not assigned.unknown	35_2

CUST_128497_PI403524517	2	0.2454977	0.43245888	-0.01636982	-0.08936787	-0.0857296	0.01636982	35_36120	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_8257_PI403524517	2	0.19989824	-0.20489216	-0.22753859	0.21605158	0.005944729	-0.005944729	35_2303	"Cluster: Os01g0142100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0142100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JQS5	CHR5V7|COORD:1724024..1726860| peptidase M50 family protein / sterol-regulatory element binding protein (SREBP) site 2 protease family protein	AT5G05740.2	CHR01V5|COORD:2267853..2263083|protein metalloendopeptidase, putative, expressed	LOC_Os01g04900.1	no descriptionweakly similar to ( 124)AT5G05740| Symbols:  | peptidase M50 family protein / sterol-regulatory element binding protein (SREBP) site 2 protease family protein | chr5:1724024-1726860 REVERSE	protein.degradation	29_5

CUST_116488_PI403524517	2	-0.44654036	0.07090378	-0.070904255	-0.4405656	0.34116316	0.2381649	35_33024	"Cluster: Putative DNA repair protein rhp54; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative DNA repair protein rhp54 - Oryza sativa (japonica cultivar"	UniRef90_Q7XI63	"CHR3V7|COORD:14766892..14771071| CHR38 (chromatin remodeling 38); ATP binding / DNA binding / helicase"	AT3G42670.1	CHR07V5|COORD:29463480..29473804|protein helicase conserved C-terminal domain containing protein, expressed	LOC_Os07g49210.1	"no descriptionvery weakly similar to (61.6)AT1G42480| Symbols:  | similar to Saposin B [Medicago truncatula] (GB:ABE83256.1); contains InterPro domain Endoplasmic reticulum targeting sequence; (InterPro:IPR000886) | chr1:15938737-15941132 FORWARD"	not assigned.unknown	35_2

CUST_160342_PI403524517	2	-0.111756325	0.11392498	-0.012805939	-0.051363945	0.012806892	0.16025925	35_44743	"Cluster: Hypothetical protein P0483D07.6; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0483D07.6 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6F2Z0		0	CHR05V5|COORD:25743595..25740498|protein peptidyl-tRNA hydrolase 2, putative, expressed	LOC_Os05g44390.1	no descriptionnot assigned PTH2 PTH2_family	not assigned.unknown	35_2

CUST_4621_PI404877155	2	-0.16294336	-0.5645914	-0.0540452	0.0540452	0.60362005	0.37035656	Contig15772_at	homocysteine S-methyltransferase-4 [Zea mays] sp|Q9FUM7|HMT4_MAIZE Homocysteine S-methyltransferase 4 (S-methylmethionine:homocysteine methy	AAG22540.1	homocysteine S-methyltransferase 2 (HMT-2)	At3g63250.1	protein Homocysteine S-methyltransferase	Os01g56610	homocysteine S-methyltransferase 2 (HMT-2), 99.7% identical to homocysteine S-methyltransferase AtHMT-2 (GI:6685163) (Arabidopsis thaliana) or  homocysteine S-methyltransferase 2 (HMT-2), 99.7% identical to homocysteine S-methyltransferase AtHMT-2 (GI:668	amino acid metabolism.synthesis.aspartate family.methionine	13_1_3_4

CUST_77615_PI403524517	2	-0.027757645	-0.37924004	0.027757645	-0.1003418	0.06675434	0.066895485	35_22249	"Cluster: Inner membrane ALBINO3-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Inner membrane ALBINO3-like protein - Oryza sativa (japonica"	UniRef90_Q5SNL9	CHR3|COORD:16041311..16042237| expressed protein, predicted protein, Arabidopsis thaliana	AT3G44360.1	CHR06V5|COORD:3594866..3587218|protein TPR Domain containing protein, expressed	LOC_Os06g07474.2	no descriptionvery weakly similar to (85.1)AT3G44370| Symbols:  | binding | chr3:16041502-16046134 REVERSE	not assigned.no ontology	35_1

CUST_17222_PI404877155	2	-0.5114069	0.8178053	0.11294556	-0.11294651	0.14065361	-0.16256523	HT08F04u_s_at	calmodulin-binding family protein [Arabidopsis thaliana] pir||A84751 probable SF16 protein (Helianthus annuus) [imported] - Arabidopsis thal	NP_180946.1	calmodulin-binding family protein	At2g33990.1	protein expressed protein	Os06g06160	SF16 protein {Helianthus annuus} -related	signalling.calcium	30_3

CUST_132404_PI403524517	2	-0.13033962	-0.60053253	-0.42199707	0.13034058	0.29924202	0.21997929	35_37182	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_150890_PI403524517	2	0.26125526	0.036089897	-0.036089897	-0.11233711	-0.25956917	0.1302576	35_42204	"Cluster: Putative CTV.2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative CTV.2 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5NBT9	CHR3V7|COORD:5731715..5737537| TPR2 (TOPLESS-RELATED 2)	AT3G16830.1	CHR01V5|COORD:8427082..8417725|protein lissencephaly type-1-like homology motif, putative, expressed	LOC_Os01g15020.2	no descriptionvery weakly similar to (63.5)AT5G27030| Symbols: TPR3 | TPR3 (TOPLESS-RELATED 3) | chr5:9508916-9515266 REVERSE	not assigned.no ontology	35_1

CUST_45001_PI403524517	2	-0.23453903	0.1380291	0.06553745	0.0905714	-0.07017326	-0.06553745	35_12903	"Cluster: Putative C3H2C3 RING-finger protein; n=1; Triticum turgidum subsp. durum|Rep: Putative C3H2C3 RING-finger protein - Triticum turgidum subsp. durum (dur"	UniRef90_Q6S5C6	CHR1V7|COORD:28301270..28303125| protein binding / zinc ion binding	AT1G75400.1	CHR01V5|COORD:8783314..8789188|protein C3H2C3 RING-finger protein, putative, expressed	LOC_Os01g15630.2	no descriptionvery weakly similar to (77.4)AT1G75400| Symbols:  | protein binding / zinc ion binding | chr1:28301270-28303125 FORWARD	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_148988_PI403524517	2	-0.03265953	-0.5775442	-0.109521866	0.08508873	0.17383766	0.03265953	35_41679	Rep: Histone H2A - Zea mays (Maize)	UniRef90_P40280	CHR5V7|COORD:575435..576454| histone H2A, putative	AT5G02560.1	CHR03V5|COORD:9478877..9477951|protein histone H2A, putative, expressed	LOC_Os03g17100.1	 no descriptionweakly similar to ( 112)AT5G59870| Symbols:  | histone H2A, putative | chr5:24132831-24133370 REVERSEweakly similar to ( 118)H2A5_ORYSAnot assigned not assigned H2A H2A HTA1 Histone 	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_18439_PI403524517	2	0.0039482117	0.6568279	-0.4993019	0.15916443	-0.15583801	-0.0039491653	35_5330	"Cluster: Hypothetical protein P0519E06.12-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0519E06.12-1 - Oryza sativa (japonica cultiv"	UniRef90_Q6H6H9	CHR5|COORD:20814243..20817440| expressed protein	AT5G51180.2	CHR02V5|COORD:26475369..26470787|protein serine esterase family protein, putative, expressed	LOC_Os02g43850.2	" no descriptionvery weakly similar to (96.7)AT5G51180| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G25770.1); similar to Os03g0726800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001051137.1); similar to putative protein [Oryza sativa] (GB:CAC39063.1); similar to Os08g0143700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001060979.1); contains InterPro domain Esterase/lipase/thioesterase; (InterPro:IPR000379); contains InterPro domain Protein of unknown function DUF676, hydrolase-like; (InterPro:IPR007751) | chr5:20814586-20817155 FORWARDnot assigned "	not assigned.unknown	35_2

CUST_49366_PI403524517	2	-0.026511192	-0.5470648	-0.039679527	0.026512146	0.14917278	0.17963886	35_14081	"Cluster: Tubulin alpha-1 chain; n=74; Viridiplantae|Rep: Tubulin alpha-1 chain - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_P11139	CHR5|COORD:6687100..6690042| tubulin alpha-3/alpha-5 chain (TUA5), nearly identical to SP:P20363 Tubulin alpha-3/alpha-5 chain {Arabidopsis thaliana}	AT5G19780.1	CHR07V5|COORD:23242099..23245548|protein tubulin alpha-1 chain, putative, expressed	LOC_Os07g38730.1	no descriptionhighly similar to ( 791)AT5G19780| Symbols: TUA5 | TUA5 (tubulin alpha-5) | chr5:6687214-6688928 FORWARDhighly similar to ( 808)TBA1_HORVUTubulin alpha-1 chain - Hordeum vulgare (Barley)not assigned not assigned not assigned not assigned alpha_tubulin COG5023 Tubulin_FtsZ beta_tubulin gamma_tubulin epsilon_tubulin Tubulin Tubulin_C delta_tubulin	cell.organisation	31_1

CUST_71627_PI403524517	2	0.04437256	-0.4458809	0.18124866	-0.080423355	0.15880394	-0.04437256	35_20533	Rep: Hypothetical protein - Setaria italica (Foxtail millet)	UniRef90_Q7XBG3	"CHR2V7|COORD:17590703..17591128| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G57930.2); similar to HMG-I and HMG-Y, DNA-binding [Medicago"	AT2G42190.1	CHR09V5|COORD:18945190..18943402|protein expressed protein	LOC_Os09g31446.1	no description	not assigned.unknown	35_2

CUST_330_PI399407379	2	-0.0970974	-0.14179516	0.038425446	-0.0050792694	0.09377289	0.0050792694	HvNCED3									

CUST_10035_PI399408534	2	0.0940032	-0.21382093	0.032593727	-0.032593727	0.06418371	-0.24927759	35_25578	"Cluster: OSJNBb0038F03.10 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBb0038F03.10 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XN01	CHR4V7|COORD:9784342..9786987| zinc finger (GATA type) family protein	AT4G17570.1	CHR04V5|COORD:27045424..27041122|protein GATA transcription factor 29, putative, expressed	LOC_Os04g46020.2	no descriptionweakly similar to ( 105)AT4G17570| Symbols:  | zinc finger (GATA type) family protein | chr4:9784342-9786987 REVERSEZnF_GATA GATA ZnF_GATA	RNA.regulation of transcription.C2C2(Zn) GATA transcription factor family	27_3_9

CUST_88021_PI403524517	2	0.039894104	-0.20464516	0.0121126175	0.07550049	-0.012473106	-0.0121126175	35_25200	"Cluster: Hypothetical protein P0685E10.4; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0685E10.4 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q65XS5	"CHR5V7|COORD:4691324..4693735| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G62305.1); similar to Os01g0695200 [Oryza sativa (japonica"	AT5G14550.1	CHR05V5|COORD:4178510..4173297|protein expressed protein	LOC_Os05g07790.1	" no descriptionweakly similar to ( 135)AT5G14550| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G11940.1); similar to Os01g0695200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001043958.1); similar to Protein of unknown function DUF266, plant [Medicago truncatula] (GB:ABD28621.1); similar to Os05g0170000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001054766.1); contains InterPro domain Protein of unknown function DUF266, plant; (InterPro:IPR004949) | chr5:4691636-4693735 REVERSEDUF266 "	not assigned.unknown	35_2

CUST_33291_PI403524517	2	0.12592793	0.29904842	0.030032158	-0.030031204	-0.12704563	-0.12059784	35_9599	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QPD2	"CHR4V7|COORD:1393731..1394529| similar to Os12g0534100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001066929.1); similar to hypothetical protein"	AT4G03150.1	CHR12V5|COORD:21206279..21204840|protein expressed protein	LOC_Os12g34880.1	"no descriptionweakly similar to ( 150)AT4G03150| Symbols:  | similar to Os12g0534100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001066929.1); similar to hypothetical protein Tery_3271 [Trichodesmium erythraeum IMS101] (GB:YP_722856.1) | chr4:1393731-1394529 REVERSE"	not assigned.unknown	35_2

CUST_34470_PI403524517	2	0.34287357	-0.27118015	-0.12736797	0.05743313	-0.05743313	0.13449383	35_9941	"Cluster: Glycosylphosphatidylinositol anchor attachment 1-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: Glycosylphosphatidylinositol anchor attachment"	UniRef90_Q8LHE8	CHR5|COORD:6415154..6419023| GPI transamidase component family protein / Gaa1-like family protein, contains Pfam profile: PF04114 Gaa1-like, GPI transamidase co	AT5G19130.2	CHR01V5|COORD:28450148..28444903|protein GPI-anchor transamidase, putative, expressed	LOC_Os01g48980.1	no descriptionvery weakly similar to (75.9)AT5G19130| Symbols:  | GPI transamidase component family protein / Gaa1-like family protein | chr5:6416130-6418995 REVERSE	protein.postranslational modification	29_4

CUST_47542_PI403524517	2	-0.13137817	-0.66152287	-0.38510227	0.36853313	0.13137817	0.2638998	35_13606	"Cluster: Os02g0307900 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0307900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E1T0	0	0	CHR02V5|COORD:12091108..12089710|protein hypothetical protein	LOC_Os02g20500.1	no description	not assigned.unknown	35_2

CUST_54059_PI403524517	2	-0.035354614	-0.29540348	0.028040886	0.088139534	0.047846794	-0.028040886	35_15383	"Cluster: DNA-binding protein GBP16; n=2; Oryza sativa|Rep: DNA-binding protein GBP16 - Oryza sativa (Rice)"	UniRef90_O22523	"CHR3V7|COORD:19222238..19224545| ATG2 (G2p-related protein); metalloexopeptidase"	AT3G51800.1	CHR05V5|COORD:16474073..16477827|protein proliferation-associated protein 2G4, putative, expressed	LOC_Os05g28280.1	"no descriptionweakly similar to ( 195)AT3G51800| Symbols: ATG2 | ATG2 (G2p-related protein); metalloexopeptidase | chr3:19222238-19224545 REVERSEnot assigned PA2G4-like PRK08671 MetAP2"	protein.degradation.metalloprotease	29_5_7

CUST_153823_PI403524517	2	0.37257767	-0.10874653	0.101809025	0.03746319	-0.10020399	-0.03746319	35_42990	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_11657_PI403524517	2	-0.016633987	0.36746407	0.04175663	0.016633034	-0.43556595	-0.16839695	35_3313	"Cluster: Myosin-like protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Myosin-like protein, putative, expressed - Oryza sativa (jap"	UniRef90_Q2QWJ9	"CHR1V7|COORD:20584245..20585373| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G14750.1); similar to myosin-like protein, putative, expressed"	AT1G55170.1	CHR12V5|COORD:4759860..4747015|protein myosin-like protein, putative, expressed	LOC_Os12g09089.2	no description	not assigned.unknown	35_2

CUST_64068_PI403524517	2	0.07680321	-0.10394764	0.6515856	-0.07680321	0.29760742	-0.1357441	35_18296	Rep: Lipase-like protein - Oryza sativa (Rice)	UniRef90_Q949E1	CHR4V7|COORD:9467582..9469135| lipase class 3 family protein	AT4G16820.1	CHR02V5|COORD:26373590..26375810|protein triacylglycerol lipase like protein, putative, expressed	LOC_Os02g43700.1	no descriptionweakly similar to ( 159)AT4G16820| Symbols:  | lipase class 3 family protein | chr4:9467582-9469135 FORWARDnot assigned not assigned not assigned not assigned not assigned Lipase_3 Lipase_3 Lipase PRK12678	lipid metabolism.lipid degradation.lipases.triacylglycerol lipase	11_9_2_1

CUST_91002_PI403524517	2	0.01000452	-0.01000452	0.08853626	0.020201683	-0.21968031	-0.17438936	35_26025	"Cluster: Hypothetical protein OJ1344_B01.26; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1344_B01.26 - Oryza sativa (japonica cultiv"	UniRef90_Q69P85	"CHR2V7|COORD:11191817..11194737| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G43930.1); similar to BRCT [Medicago truncatula] (GB:ABE81762.1);"	AT2G26270.1	CHR09V5|COORD:16324946..16328925|protein BRCA1 C Terminus domain containing protein, expressed	LOC_Os09g26870.1	"no descriptionmoderately similar to ( 209)AT3G43930| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G26270.1); similar to BRCT [Medicago truncatula] (GB:ABE81762.1); contains InterPro domain BRCT; (InterPro:IPR001357) | chr3:15772192-15774250 REVERSEBRCT BRCT BRCT ligA Lig"	not assigned.unknown	35_2

CUST_104419_PI403524517	2	-0.25161266	0.321208	0.2516122	1.1697545	-0.3169222	-0.29400826	35_29759	"Cluster: Hypothetical protein OJ1123_F01.12; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1123_F01.12 - Oryza sativa (japonica cultiv"	UniRef90_Q65X55	CHR1V7|COORD:25812961..25813793| AGP19/ATAGP19 (ARABINOGALACTAN-PROTEIN 19)	AT1G68725.1	CHR01V5|COORD:14347661..14356810|protein transposon protein, putative, CACTA, En/Spm sub-class	LOC_Os01g25402.1	no descriptionTT_ORF1 Protamine_P1	not assigned.unknown	35_2

CUST_64441_PI403524517	2	-0.120004654	0.12847424	0.018193245	-0.17958927	-0.018193245	0.03120327	35_18400	"Cluster: Hypothetical protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10Q17	"CHR5V7|COORD:2540531..2542048| similar to Os03g0213200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001049360.1); contains InterPro domain Cupin,"	AT5G07950.1	CHR03V5|COORD:5879212..5881791|protein expressed protein	LOC_Os03g11450.1	" no descriptionvery weakly similar to (93.6)AT5G07950| Symbols:  | similar to Os03g0213200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001049360.1); contains InterPro domain Cupin, RmlC-type; (InterPro:IPR011051) | chr5:2540531-2542048 REVERSE"	PS.lightreaction.other electron carrier (ox/red).ferredoxin	1_1_5_2

CUST_15008_PI404877155	2	0.37871838	-1.3739319	-0.37871885	1.022068	0.57814217	-0.4821396	Contig888_at	OSJNBa0036B21.24 [Oryza sativa (japonica cultivar-group)] emb|CAE01532.1| OSJNBa0072F16.1 [Oryza sativa (japonica cultivar-group)] ref|XP_47	CAD40906.1	glyceraldehyde 3-phosphate dehydrogenase, chloroplast, putative / NADP-dependent glyceraldehydephosphate dehydro	At1g12900.1	protein Glyceraldehyde 3-phosphate dehydrogenase, C-terminal domain, putative	Os04g38600	putative calcium-binding protein, calreticulin	PS.calvin cyle.GAP	1_03_04

CUST_11230_PI403524517	2	0.15289164	-0.14890909	0.10168934	-0.14449549	-0.10168934	0.2593155	35_3184	"Cluster: Nitrate/chlorate transporter, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Nitrate/chlorate transporter, putative, expressed -"	UniRef90_Q336T8	"CHR1V7|COORD:4105339..4109288| NRT1.1 (nitrate transporter 1.1); transporter"	AT1G12110.1	CHR10V5|COORD:21432515..21428084|protein peptide transporter PTR2, putative, expressed	LOC_Os10g40600.1	" no descriptionmoderately similar to ( 219)AT1G12110| Symbols: CHL1-1, NRT1, B-1, ATNRT1, CHL1, NRT1.1 | NRT1.1 (nitrate transporter 1.1); transporter | chr1:4105339-4109288 FORWARDnot assigned PTR2 "	transport.peptides and oligopeptides	34_13

CUST_160566_PI403524517	2	0.34016037	0.10695171	0.19979906	-0.21608162	-0.10695171	-0.24463558	35_44805	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_26048_PI403524517	2	0.044714928	-0.15205193	-0.04471588	0.07784271	0.1690464	-0.11558342	35_7546	"Cluster: Membrane-associated salt-inducible protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Membrane-associated salt-inducible protein-like - Ory"	UniRef90_Q6K9T5	CHR5V7|COORD:15457074..15460237| protein kinase family protein	AT5G38560.1	CHR02V5|COORD:35670562..35668931|protein expressed protein	LOC_Os02g58300.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07003 Extensin_2 Atrophin-1 Tymo_45kd_70kd GRASP55_65 DUF1421 PRK07764 HPC2 PRK05648 Drf_FH1 DUF566 Herpes_BLLF1 APC_basic AF-4 Metaviral_G DUF605 Pneumo_att_G KAR9 Herpes_TAF50 SSDP Totivirus_coat PRK10819 TT_ORF1 IER PRK08853 Herpes_UL32 FAP Herpes_UL56 PRK12678 PRK08691 Prog_receptor DamX MAP65_ASE1 PRK12372 PRK10856 DUF936 Gag_spuma PRK00708 PRK09169	not assigned.unknown	35_2

CUST_9314_PI404877155	2	0.018255234	-0.052474976	0.03228283	-0.018255234	0.04091549	-0.020432472	Contig3101_at	transport protein particle (TRAPP) component Bet3, putative [Arabidopsis thaliana] dbj|BAB08754.1| transport protein particle component Bet3	NP_200286.1	transport protein particle (TRAPP) component Bet3, putative	At5g54750.1	protein Transport protein particle (TRAPP) component, Bet3	Os07g44790	putative transport protein particle component	transport.misc	34_99

CUST_57305_PI403524517	2	-0.006772995	0.6796236	0.112789154	-0.14612484	-0.16277885	0.006772995	35_16343	"Cluster: Putative tubby protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative tubby protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q68Y48	"CHR1V7|COORD:19894905..19897097| AtTLP7 (TUBBY LIKE PROTEIN 7); phosphoric diester hydrolase/ transcription factor"	AT1G53320.1	CHR05V5|COORD:25414088..25418450|protein tubby-related protein 1, putative, expressed	LOC_Os05g43850.1	"no descriptionmoderately similar to ( 391)AT1G53320| Symbols: AtTLP7 | AtTLP7 (TUBBY LIKE PROTEIN 7); phosphoric diester hydrolase/ transcription factor | chr1:19894905-19897097 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Tub PRK07003 PRK12323 PRK07764 TT_ORF1 Protamine_P1"	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_103409_PI403524517	2	-0.15964699	0.29211903	0.18755817	0.014800072	-0.014800072	-0.0979023	35_29491	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_18569_PI403524517	2	0.006621361	-0.15473461	0.29236603	0.1087966	-0.0066218376	-0.05891466	35_5367	"Cluster: Transcription initiation factor TFIID component TAF4 family protein, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Transcription initiati"	UniRef90_Q10IZ0	CHR5V7|COORD:17332836..17338372| transcription initiation factor	AT5G43130.1	CHR03V5|COORD:18602509..18593422|protein transcription initiation factor, putative, expressed	LOC_Os03g32590.1	no descriptionvery weakly similar to (63.5)AT5G43130| Symbols:  | transcription initiation factor | chr5:17332836-17338372 REVERSEnot assigned TAF4	RNA.transcription	27_2

CUST_42850_PI403524517	2	0.93901205	0.1589446	0.018025875	-0.018025875	-0.020828247	-0.06436491	35_12306	"Cluster: Putative bHLH transcription factor; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative bHLH transcription factor - Oryza sativa (japonica"	UniRef90_Q5N802	0	0	CHR01V5|COORD:40224603..40221491|protein BHLH transcription factor, putative, expressed	LOC_Os01g68700.2	no description	not assigned.unknown	35_2

CUST_129101_PI403524517	2	-0.057169914	-0.023993492	-0.011255264	0.09912968	0.038472176	0.011255264	35_36279	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_17571_PI404877155	2	-0.057175636	0.3871212	0.01938057	-0.09436035	-0.01938057	0.110814095	HV_CEb0005K23r2_x_at	0	0	0	0	0	0	NONE	RNA.regulation of transcription.C2C2(Zn) GATA transcription factor family	27_3_09

CUST_46337_PI403524517	2	0.15204525	0.5046005	-0.018697739	-0.054768562	-0.035490036	0.018698692	35_13271	"Cluster: Putative membrane protein precursor; n=1; Emiliania huxleyi virus 86|Rep: Putative membrane protein precursor - Emiliania huxleyi virus 86"	UniRef90_Q4A2Z7	CHR1V7|COORD:11399903..11405702| actin binding	AT1G31810.1	CHR04V5|COORD:24705559..24701241|protein peroxidase 18 precursor, putative, expressed	LOC_Os04g42100.1	no descriptionvery weakly similar to (51.6)AT2G11890| Symbols:  | adenylate cyclase | chr2:4810081-4810713 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 Atrophin-1 DUF1421 Extensin_2 PRK07764 Tymo_45kd_70kd Drf_FH1 DUF605 APC_basic PRK07003 PRK05648 AF-4 GRASP55_65	not assigned.unknown	35_2

CUST_18026_PI403524517	2	0.28758812	-0.13728905	0.034695625	-0.07781315	-0.03469658	0.25572777	35_5206	"Cluster: Hypothetical protein P0445D12.15; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0445D12.15 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5ZD45	CHR3V7|COORD:6559180..6562050| leucine-rich repeat family protein / extensin family protein	AT3G19020.1	CHR01V5|COORD:1261158..1262075|protein conserved hypothetical protein	LOC_Os01g03210.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 TT_ORF1 PRK07764 Atrophin-1 PRK12678 Tymo_45kd_70kd DUF1777	not assigned.unknown	35_2

CUST_61615_PI403524517	2	0.19633102	0.02515316	0.023768425	-0.21646118	-0.034599304	-0.023768425	35_17584	"Cluster: Hypothetical protein OJ1263_E10.10; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1263_E10.10 - Oryza sativa (japonica cultiv"	UniRef90_Q6I627	"CHR1V7|COORD:8130829..8132188| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G71150.1); similar to Os05g0554500 [Oryza sativa (japonica"	AT1G22970.1	CHR05V5|COORD:27475473..27479753|protein expressed protein	LOC_Os05g48070.1	"no descriptionmoderately similar to ( 240)AT1G22970| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G71150.1); similar to Os05g0554500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001056270.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAT58733.1) | chr1:8130829-8132188 REVERSE"	not assigned.unknown	35_2

CUST_21037_PI403524517	2	-0.16595316	-0.93227863	-0.6034837	0.32260132	0.16595364	0.46551895	35_6107	"Cluster: SPX (SYG1/Pho81/XPR1) domain-containing protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: SPX (SYG1/Pho81/XPR1) domain-containing protein-"	UniRef90_Q6EPQ3	CHR4V7|COORD:7105440..7108444| SPX (SYG1/Pho81/XPR1) domain-containing protein	AT4G11810.1	CHR02V5|COORD:27690418..27696315|protein beta-lactamase, class A, putative, expressed	LOC_Os02g45520.2	no descriptionweakly similar to ( 185)AT4G22990| Symbols:  | SPX (SYG1/Pho81/XPR1) domain-containing protein | chr4:12048251-12050995 REVERSEnot assigned	not assigned.no ontology	35_1

CUST_17866_PI404877155	2	0.028780937	-0.24808693	-0.028779984	0.139822	0.29093552	-0.068344116	HVSMEa0002L16r2_x_at	plastid-specific ribosomal protein 2 precursor [Deschampsia antarctica]	AAM11915.1	RNA recognition motif (RRM)-containing protein	At3g52150.1	protein plastid-specific ribosomal protein 2 precursor	Os09g10760	"RNA recognition motif (RRM)-containing protein, similar to chloroplast RNA-binding protein cp33 (Arabidopsis thaliana) GI:681912; contains InterPro entry IPR000504: RNA-binding region RNP-1 (RNA recognition motif) (RRM) domain or  similar to 33 kDa ribonu"	RNA.regulation of transcription.unclassified	27_3_99

CUST_13028_PI404877155	2	-0.06563568	0.6927891	-0.1375618	0.09445095	0.06563473	-0.079021454	Contig6759_at	zinc finger (CCCH-type) family protein [Arabidopsis thaliana] pir||G84825 probable CCCH-type zinc finger protein [imported] - Arabidopsis th	NP_181543.1	zinc finger (CCCH-type) family protein	At3g55980.1	protein zinc finger transcription factor-like protein	Os05g03760	zinc finger transcription factor (PEI1)	RNA.regulation of transcription.C3H zinc finger family	27_3_12

CUST_8535_PI403524517	2	-0.019157887	-0.511096	-0.019157887	0.40122604	0.07427549	0.019158363	35_2385	"Cluster: Putative GDSL lipase/acylhydrolase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative GDSL lipase/acylhydrolase - Oryza sativa (japonica"	UniRef90_Q5W722	CHR1V7|COORD:21245353..21247630| GDSL-motif lipase/hydrolase family protein	AT1G56670.1	CHR05V5|COORD:3474778..3470672|protein esterase precursor, putative, expressed	LOC_Os05g06710.1	no descriptionmoderately similar to ( 214)AT1G56670| Symbols:  | GDSL-motif lipase/hydrolase family protein | chr1:21245353-21247630 FORWARDweakly similar to ( 134)EST_HEVBREsterase precursor - Hevea brasiliensis (Para rubber tree)not assigned SGNH_plant_lipase_like fatty_acyltransferase_like Lipase_GDSL	misc.GDSL-motif lipase	26_28

CUST_17888_PI403524517	2	0.098916054	-0.017583847	0.017582893	-0.0999136	0.042196274	-0.025499344	35_5162	"Cluster: Putative DNA helicase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative DNA helicase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6F2U8	CHR2V7|COORD:994068..995987| DNA-binding protein, putative	AT2G03270.1	CHR03V5|COORD:21628340..21635007|protein DNA-binding protein SMUBP-2, putative, expressed	LOC_Os03g38990.1	 no descriptionhighly similar to ( 510)AT2G03270| Symbols:  | DNA-binding protein, putative | chr2:994068-995987 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned COG1112 	DNA.synthesis/chromatin structure	28_1

CUST_12625_PI403524517	2	-0.20402241	-0.049479485	0.2040329	0.049479485	0.10599136	-0.051074028	35_3609	"Cluster: Hypothetical protein P0655A07.33; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0655A07.33 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5Z9F9	CHR4V7|COORD:10275928..10278502| leucine-rich repeat family protein / extensin family protein	AT4G18670.1	CHR06V5|COORD:30068650..30072758|protein expressed protein	LOC_Os06g49700.2	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07003 PRK12323 PRK07764 APC_basic Tymo_45kd_70kd Atrophin-1 PRK05648	not assigned.unknown	35_2

CUST_56967_PI403524517	2	-0.09691429	-0.13578987	0.10922527	0.0016584396	0.024339676	-0.0016584396	35_16236	"Cluster: Hypothetical protein OSJNBa0088I06.2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0088I06.2 - Oryza sativa (japonica cu"	UniRef90_Q6F325	"CHR1V7|COORD:13451679..13454267| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G22200.1); similar to Serolo (GB:ABF95668.1); similar to"	AT1G36050.1	CHR05V5|COORD:23997893..24003803|protein serologically defined breast cancer antigen NY-BR-84, putative, expressed	LOC_Os05g41120.1	"no descriptionvery weakly similar to (53.5)AT1G36050| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G22200.1); similar to Serolo (GB:ABF95668.1); similar to Os04g0455900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001052965.1); contains InterPro domain Protein of unknown function DUF1692; (InterPro:IPR012936) | chr1:13451679-13454267 FORWARDnot assigned DUF1692"	not assigned.unknown	35_2

CUST_120918_PI403524517	2	-0.0890007	-0.057250977	0.022654533	-0.020290375	0.12204552	0.020291328	35_34167	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_11479_PI403524517	2	-0.098379135	0.4248314	0.24808216	-0.011270523	-0.044493675	0.011271477	35_3257	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_40366_PI403524517	2	0.45191765	0.117323875	-0.10228634	0.102285385	-0.22063637	-0.25490284	35_11611	"Cluster: Putative receptor like protein kinase LRK1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative receptor like protein kinase LRK1 - Oryza sativa"	UniRef90_Q6L4L2	CHR5V7|COORD:737749..739884| lectin protein kinase family protein	AT5G03140.1	CHR05V5|COORD:1432746..1435269|protein carbohydrate binding protein, putative, expressed	LOC_Os05g03450.1	no descriptionvery weakly similar to (85.5)AT5G03140| Symbols:  | lectin protein kinase family protein | chr5:737749-739884 REVERSEnot assigned not assigned not assigned Lectin_legB	misc.myrosinases-lectin-jacalin	26_16

CUST_15311_PI399408534	2	0.02846241	0.59584427	0.12930584	-0.18808651	-0.028462887	-0.07554436	35_37357	"Cluster: Putative CDPK substrate protein 1; CSP1; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative CDPK substrate protein 1; CSP1 - Oryza sativa (japon"	UniRef90_Q6K3D5	"CHR4V7|COORD:14133170..14134957| PHR1 (PHOSPHATE STARVATION RESPONSE 1); transcription factor"	AT4G28610.1	CHR03V5|COORD:12105075..12110143|protein PHR1, putative, expressed	LOC_Os03g21240.1	" no descriptionweakly similar to ( 111)AT4G28610| Symbols: ATPHR1, PHR1 | PHR1 (PHOSPHATE STARVATION RESPONSE 1); transcription factor | chr4:14133170-14134957 REVERSE"	RNA.regulation of transcription.G2-like transcription factor family, GARP	27_3_20

CUST_5441_PI399408534	2	-0.00490427	0.71104336	0.00490427	0.09594488	-0.09237194	-0.2729659	35_42668	Rep: Hypothetical protein kiaa0946 - Triticum aestivum (Wheat)	UniRef90_Q70JP4	CHR5V7|COORD:6876774..6881104| TIP1 (TIP GROWTH DEFECTIVE 1)	AT5G20350.1	CHR02V5|COORD:4689700..4681348|protein palmitoyltransferase TIP1, putative, expressed	LOC_Os02g09130.2	no descriptionvery weakly similar to ( 100)AT5G20350| Symbols: TIP1 | TIP1 (TIP GROWTH DEFECTIVE 1) | chr5:6876774-6881104 FORWARD	RNA.regulation of transcription.unclassified	27_3_99

CUST_27449_PI403524517	2	-0.093494415	-0.002049446	-0.25205708	0.0020503998	0.07556534	0.16179848	35_7945	"Cluster: Os06g0111600 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0111600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DF72	CHR5V7|COORD:14084427..14091634| AMP-dependent synthetase and ligase family protein	AT5G35930.1	CHR06V5|COORD:646034..655851|protein AMP-binding enzyme family protein, expressed	LOC_Os06g02160.4	no descriptionweakly similar to ( 154)AT5G35930| Symbols:  | AMP-dependent synthetase and ligase family protein | chr5:14084427-14091634 REVERSEnot assigned	lipid metabolism.FA synthesis and FA elongation.acyl coa ligase	11_1_8

CUST_76657_PI403524517	2	0.2674446	-0.10316849	-0.08021164	-0.22561455	0.080210686	0.09921169	35_21976	"Cluster: Os01g0201000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0201000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JPU4	CHR1V7|COORD:19776242..19779199| protein kinase family protein	AT1G53050.1	CHR01V5|COORD:5489988..5496253|protein transposon protein, putative, unclassified, expressed	LOC_Os01g10430.1	no descriptionmoderately similar to ( 454)AT1G53050| Symbols:  | protein kinase family protein | chr1:19776242-19779199 FORWARDweakly similar to ( 191)CDC2A_ANTMACell division control protein 2 homolog A - Antirrhinum majus (Garden snapdragon)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase SPS1 Pkinase_Tyr PTKc TyrKc PTKc_Jak_rpt2 PTKc_Src_like PTKc_Jak2_Jak3_rpt2 PTKc_Tyk2_rpt2 PTKc_Lck_Blk PTKc_Fes_like PTKc_Srm_Brk PTKc_Frk_like PTKc_Fyn_Yrk PTKc_Trk PTKc_EphR_B PTKc_Jak1_rpt2 PTKc_Fes PTKc_Hck PTKc_Musk PTKc_Ack_like PTKc_Abl PTKc_Itk PTKc_Csk_like PTKc_EGFR_like PTKc_EphR PTKc_Tec_like PTKc_Src PTKc_Ror PTKc_Lyn PTKc_FGFR PTKc_Syk_like PTKc_Fer PTKc_ALK_LTK PTKc_EphR_A PTKc_Yes PTKc_FAK PTKc_Chk PTKc_Btk_Bmx PTKc_Tec_Rlk PTKc_TrkB PTKc_DDR PTKc_Met_Ron PTKc_c-ros PTK_CCK4 PTKc_FGFR2 PTKc_EphR_A2 PTKc_DDR_like PTKc_FGFR4 PTKc_DDR2 PTKc_TrkA PTKc_InsR_like PTKc_Ror2 PTKc_PDGFR PTKc_Syk PTKc_Zap-70 PTKc_VEGFR3 PTKc_TrkC PTKc_FGFR3 PTKc_VEGFR2 PTKc_EGFR PTK_Ryk PTKc_Axl_like PTKc_Tie2 PTKc_Ror1 PTKc_VEGFR PTKc_FGFR1 PTKc_Csk PTKc_Tyro3 PTKc_RET PTKc_DDR1 PTKc_EphR_A10 PTKc_HER4 PTKc_HER2 PTK_Jak_rpt1 PTK_HER3 PTKc_Axl PTKc_Tie1 PTKc_CSF-1R PTKc_Tie PTKc_Aatyk	protein.postranslational modification	29_4

CUST_81165_PI403524517	2	-0.2110691	0.5812206	0.22652721	0.11095142	-0.12905025	-0.11095047	35_23282	"Cluster: Putative thioesterase family protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative thioesterase family protein - Oryza sativa (japonica cu"	UniRef90_Q6AV57	CHR1V7|COORD:17858692..17859245| thioesterase family protein	AT1G48320.1	CHR03V5|COORD:27596684..27593724|protein acyl-CoA thioesterase/ catalytic/ hydrolase, acting on ester bonds, putative, expressed	LOC_Os03g48480.1	no descriptionweakly similar to ( 186)AT1G48320| Symbols:  | thioesterase family protein | chr1:17858692-17859245 REVERSEnot assigned not assigned PaaI_thioesterase PaaI PRK10293 4HBT PRK10254 hot_dog	not assigned.no ontology	35_1

CUST_53468_PI403524517	2	0.058101654	0.1589508	-0.09149933	-0.07857132	-0.007822037	0.007823944	35_15209	"Cluster: Outer mitochondrial membrane protein porin; n=1; Triticum aestivum|Rep: Outer mitochondrial membrane protein porin - Triticum aestivum (Wheat)"	UniRef90_P46274	CHR3V7|COORD:85761..87619| porin, putative	AT3G01280.1	CHR09V5|COORD:11804588..11814324|protein isochorismate synthase 1, chloroplast precursor, putative, expressed	LOC_Os09g19734.3	 no descriptionmoderately similar to ( 245)AT3G01280| Symbols:  | porin, putative | chr3:85761-87619 FORWARDmoderately similar to ( 348)VDAC1_WHEATOuter mitochondrial membrane protein porin - Triticum aestivum (Wheat)not assigned Porin_3 	transporter.sugars	34_2

CUST_112770_PI403524517	2	0.20061684	-0.20756912	-0.0654974	0.06549835	0.088139534	-0.16347408	35_32009	"Cluster: Diacylglycerol kinase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Diacylglycerol kinase-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K4P5	"CHR4V7|COORD:14839074..14840947| ATDGK7 (DIACYLGLYCEROL KINASE 7); diacylglycerol kinase"	AT4G30340.1	CHR02V5|COORD:33478149..33470359|protein diacylglycerol kinase, putative, expressed	LOC_Os02g54650.1	"no descriptionvery weakly similar to (50.1)AT4G30340| Symbols: ATDGK7 | ATDGK7 (DIACYLGLYCEROL KINASE 7); diacylglycerol kinase | chr4:14839074-14840947 REVERSEnot assigned"	lipid metabolism.Phospholipid synthesis.diacylglycerol kinase	11_3_5

CUST_56589_PI403524517	2	0.1689415	0.2549305	-0.13578224	-0.023020744	-0.0576725	0.02301979	35_16110	"Cluster: Hypothetical protein OSJNBa0034E23.6; n=2; Oryza sativa|Rep: Hypothetical protein OSJNBa0034E23.6 - Oryza sativa (Rice)"	UniRef90_Q94I19	"CHR1V7|COORD:807970..810680| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G02880.1); similar to conserved hypothetical protein [Medicago truncatul"	AT1G03290.1	CHR10V5|COORD:7862436..7869735|protein CUE domain containing protein, expressed	LOC_Os10g16440.1	"no descriptionweakly similar to ( 197)AT1G03290| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G02880.1); similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE77463.1); contains InterPro domain UBA-like; (InterPro:IPR009060) | chr1:807970-810680 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Smc COG1340 PRK03918 PRK02224 MAD"	not assigned.unknown	35_2

CUST_13958_PI404877155	2	-0.0686903	0.06869125	-0.17614174	0.08880997	0.21860695	-0.10359001	Contig7711_at	putative nitrate transporter [Oryza sativa (japonica cultivar-group)]	BAC99394.1	nitrate/chlorate transporter (NRT1.1) (CHL1)	At1g12110.1	protein nitrate transporter	Os08g05910	nitrate transporter	transport.nitrate	34_4

CUST_11438_PI404877155	2	0.07742977	-0.0016269684	0.0136909485	-0.09309101	-0.011684418	0.0016269684	Contig5113_at	putative transmembrane protein(TOM3) [Oryza sativa (japonica cultivar-group)]	BAC84611.1	transmembrane protein-related (TOM1)	At4g21790.1	protein expressed protein	Os07g01250	"3.1_Homeodomain   T01727 HOXB4;"	RNA.regulation of transcription.unclassified	27_3_99

CUST_112505_PI403524517	2	0.009105682	-0.28609753	0.76035213	-0.07078171	-0.009106159	1.4860325	35_31936	"Cluster: Os02g0172600 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os02g0172600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E3J1	"CHR5V7|COORD:18093073..18097044| RAN1 (RESPONSIVE-TO-ANTAGONIST1); ATPase, coupled to transmembrane movement of ions, phosphorylative mechanism"	AT5G44790.1	CHR02V5|COORD:3955896..3950375|protein copper-transporting ATPase RAN1, putative, expressed	LOC_Os02g07630.1	" no descriptionmoderately similar to ( 251)AT5G44790| Symbols: HMA7, RAN1 | RAN1 (RESPONSIVE-TO-ANTAGONIST1); ATPase, coupled to transmembrane movement of ions, phosphorylative mechanism | chr5:18093073-18097044 REVERSEnot assigned ZntA PRK10671 E1-E2_ATPase zntA PRK01122 KdpB MgtA "	transport.metal	34_12

CUST_133557_PI403524517	2	0.15410566	0.570179	-0.38330936	-0.22453594	0.10058117	-0.100581646	35_37491	"Cluster: Hypothetical protein OSJNBa0030I14.2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0030I14.2 - Oryza sativa (japonica cu"	UniRef90_Q5TKG4	"CHR3V7|COORD:9991257..9992644| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G42050.1); similar to hypothetical protein [Citrus x paradisi]"	AT3G27090.1	CHR05V5|COORD:29502896..29501458|protein N-rich protein, putative, expressed	LOC_Os05g51590.1	"no descriptionvery weakly similar to (69.7)AT3G27090| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G42050.1); similar to hypothetical protein [Citrus x paradisi] (GB:CAA04664.1); contains domain KELCH-RELATED PROTEINS (PTHR23230); contains domain no description (SM00767); contains domain SUBFAMILY NOT NAMED (PTHR23230:SF15) | chr3:9991257-9992644 FORWARDvery weakly similar to (71.6)B2_DAUCAB2 protein - Daucus carota (Carrot)"	not assigned.no ontology	35_1

CUST_179184_PI403524517	2	0.033403397	0.16929626	-0.13675499	-0.06140995	-0.033402443	0.08505154	35_49835	0	0	CHR5V7|COORD:15785643..15787502| Identical to Probable mitochondrial saccharopine dehydrogenase At5g39410 (EC 1.5.1.9) (SDH) [Arabidopsis Thaliana]	AT5G39410.1	0	0	no description	not assigned.unknown	35_2

CUST_85564_PI403524517	2	0.026032925	0.54649687	-0.026032925	-0.10745382	0.16033554	-0.09772062	35_24508	"Cluster: Os06g0674800 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os06g0674800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DA66	CHR1V7|COORD:1179677..1183614| binding / protein binding	AT1G04390.1	CHR06V5|COORD:28006239..28016492|protein BTB/POZ domain containing protein, expressed	LOC_Os06g46240.1	no descriptionweakly similar to ( 142)AT1G04390| Symbols:  | binding / protein binding | chr1:1179677-1183614 REVERSE	not assigned.unknown	35_2

CUST_44912_PI403524517	2	0.19671345	-0.39923	-0.12254524	-0.0017080307	0.001707077	0.014565468	35_12878	"Cluster: Putative outer envelope membrane protein OEP75; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative outer envelope membrane protein OEP75 - Oryza"	UniRef90_Q6H7M7	CHR5V7|COORD:6623325..6627643| OEP80 (ARABIDOPSIS THALIANA OUTER ENVELOPE PROTEIN OF 80 KDA)	AT5G19620.1	CHR02V5|COORD:5380164..5373056|protein membrane protein, OMP85 family, putative, expressed	LOC_Os02g10260.1	 no descriptionweakly similar to ( 130)AT5G19620| Symbols: ATOEP80, OEP80 | OEP80 (ARABIDOPSIS THALIANA OUTER ENVELOPE PROTEIN OF 80 KDA) | chr5:6623325-6627643 FORWARDBac_surface_Ag COG4775 COG0729 	not assigned.no ontology	35_1

CUST_16622_PI403524517	2	0.16788387	0.34915352	-0.05186653	-0.023938179	-0.065413475	0.023938179	35_4800	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_87151_PI403524517	2	0.095659256	-0.095659256	0.11380577	-0.19934845	0.27286816	-0.4135542	35_24956	"Cluster: Putative cinnamyl alcohol dehydrogenase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative cinnamyl alcohol dehydrogenase - Oryza sativa (japon"	UniRef90_Q6ERW5	"CHR4|COORD:18291212..18293082| similar to mannitol dehydrogenase, putative [Arabidopsis thaliana] (TAIR:At2g21730.1); similar to mannitol dehydrogenase,"	AT4G39330.2	CHR09V5|COORD:13993540..13995754|protein mannitol dehydrogenase, putative, expressed	LOC_Os09g23550.1	no descriptionweakly similar to ( 125)AT4G39330| Symbols:  | oxidoreductase/ zinc ion binding | chr4:18291262-18292734 FORWARDweakly similar to ( 125)MTDH_MESCRProbable mannitol dehydrogenase - Mesembryanthemum crystallinum (Common ice plant)not assigned not assigned not assigned not assigned not assigned not assigned AdhP ADH_N AdhC PRK09422 Tdh tdh Qor PRK10083	secondary metabolism.phenylpropanoids.lignin biosynthesis.CAD	16_2_1_10

CUST_25353_PI403524517	2	0.08413887	0.079559326	-0.023176193	0.006134033	-0.112532616	-0.0061330795	35_7349	"Cluster: Putative CLC-f chloride channel protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative CLC-f chloride channel protein - Oryza sativa (japon"	UniRef90_Q6ZKN1	"CHR1V7|COORD:20791004..20794656| CLC-F (CHLORIDE CHANNEL F); voltage-gated chloride channel"	AT1G55620.2	CHR08V5|COORD:24506167..24512773|protein chloride channel protein CLC-f, putative, expressed	LOC_Os08g38980.1	" no descriptionweakly similar to ( 132)AT1G55620| Symbols: ATCLC-F, CLC-F | CLC-F (CHLORIDE CHANNEL F); voltage-gated chloride channel | chr1:20791004-20794656 REVERSECBS_pair_EriC_assoc_euk CBS_pair_KpsF_GutQ_assoc CBS CBS_pair_10 "	transport.unspecified anions	34_18

CUST_9796_PI404877155	2	0.017050743	-0.17532158	-0.076397896	0.77744484	0.81874466	-0.01704979	Contig3515_x_at	OSJNBa0043L09.23 [Oryza sativa (japonica cultivar-group)] ref|XP_474027.1| OSJNBa0043L09.23 [Oryza sativa (japonica cultivar-group)]	CAE03004.2	wound-responsive family protein	At4g10270.1	protein retrotransposon protein, putative, Ty1-copia sub-class	Os04g54280	gi|32487987|emb|CAE03004.1| OSJNBa0043L09.23	stress.abiotic.touch/wounding	20_2_4

CUST_5974_PI399408534	2	0.18920517	0.1804533	-0.031375885	0.03049469	-0.40970993	-0.030493736	35_28353	"Cluster: SET domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: SET domain containing protein, expressed - Oryza sativa (jap"	UniRef90_Q2QVA7	CHR5V7|COORD:4601142..4603876| SET domain-containing protein	AT5G14260.1	CHR12V5|COORD:7543984..7551701|protein SET domain containing protein, expressed	LOC_Os12g13460.1	no descriptionmoderately similar to ( 236)AT5G14260| Symbols:  | SET domain-containing protein | chr5:4601142-4603876 FORWARDnot assigned	RNA.regulation of transcription.SET-domain transcriptional regulator family	27_3_69

CUST_53060_PI403524517	2	0.012111664	0.20358658	-0.012111664	-0.099472046	-0.10712433	0.03343773	35_15105	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_17374_PI403524517	2	-0.042402267	-0.37080002	-0.10273552	0.042401314	0.15120506	0.103961945	35_5018	"Cluster: Lipase, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Lipase, putative, expressed - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QN32	"CHR3V7|COORD:6780768..6782639| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G49840.1); similar to Protein of unknown function DUF620 [Medicago"	AT3G19540.1	CHR03V5|COORD:22701524..22699652|protein expressed protein	LOC_Os03g40930.1	"no descriptionmoderately similar to ( 350)AT3G19540| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G49840.1); similar to Protein of unknown function DUF620 [Medicago truncatula] (GB:ABD33276.1); contains InterPro domain Protein of unknown function DUF620; (InterPro:IPR006873) | chr3:6780768-6782639 FORWARDDUF620"	not assigned.unknown	35_2

CUST_140398_PI403524517	2	-0.320611	-0.14207745	0.39629555	-0.016257286	0.25725746	0.016257286	35_39369	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_61275_PI403524517	2	0.19583511	-0.5634947	-0.10381889	-0.22652626	0.13695621	0.10381889	35_17485	"Cluster: Hypothetical protein OSJNBa0059G06.14; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0059G06.14 - Oryza sativa (japonica"	UniRef90_Q84M79	CHR4|COORD:16379607..16381230| expressed protein	AT4G34215.2	CHR03V5|COORD:36128249..36129646|protein receptor protein kinase-like protein, putative, expressed	LOC_Os03g64050.1	" no descriptionvery weakly similar to (72.8)AT3G53010| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G34215.2); similar to Os03g0857500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001051956.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAP21393.1); contains InterPro domain Protein of unknown function DUF303, acetylesterase putative; (InterPro:IPR005181) | chr3:19667581-19668906 REVERSE"	not assigned.unknown	35_2

CUST_14039_PI403524517	2	-0.14519358	-0.6083555	0.08464241	0.10287571	0.10553169	-0.08464193	35_4024	"Cluster: Cycloeucalenol cycloisomerase; n=3; Arabidopsis thaliana|Rep: Cycloeucalenol cycloisomerase - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9M643	CHR5V7|COORD:20529082..20531157| CPI1 (CYCLOPROPYL ISOMERASE)	AT5G50375.1	CHR11V5|COORD:11319864..11326199|protein cycloeucalenol cycloisomerase, putative, expressed	LOC_Os11g19700.1	no descriptionmoderately similar to ( 460)AT5G50375| Symbols: CPI1 | CPI1 (CYCLOPROPYL ISOMERASE) | chr5:20529082-20531157 FORWARD	not assigned.no ontology	35_1

CUST_44036_PI403524517	2	0.0021390915	0.41725826	0.04072094	-0.16225529	-0.04858589	-0.0021390915	35_12637	"Cluster: Os04g0665000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os04g0665000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J999	"CHR1V7|COORD:410803..411383| similar to Os04g0665000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001054174.1); contains InterPro domain CHCH;"	AT1G02160.1	CHR04V5|COORD:33728235..33730701|protein expressed protein	LOC_Os04g56939.1	"no descriptionvery weakly similar to (94.0)AT1G02160| Symbols:  | similar to Os04g0665000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001054174.1); contains InterPro domain CHCH; (InterPro:IPR010625) | chr1:410803-411361 FORWARDnot assigned"	not assigned.unknown	35_2

CUST_139329_PI403524517	2	-0.514925	1.0247808	0.4510641	-0.29660082	0.19633198	-0.19633198	35_39078	"Cluster: Putative chemocyanin; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative chemocyanin - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5Z6N2	"CHR2V7|COORD:826629..827719| ARPN (PLANTACYANIN); copper ion binding"	AT2G02850.1	CHR06V5|COORD:8836908..8835979|protein chemocyanin precursor, putative	LOC_Os06g15600.1	"no descriptionvery weakly similar to (91.3)AT2G02850| Symbols: ARPN | ARPN (PLANTACYANIN); copper ion binding | chr2:826629-827719 REVERSEweakly similar to ( 115)BABL_LILLOChemocyanin precursor - Lilium longiflorum (Trumpet lily)Cu_bind_like"	misc.plastocyanin-like	26_19

CUST_17744_PI403524517	2	-0.024604797	-0.40269566	-0.13121223	0.024603844	0.060538292	0.029306412	35_5122	Rep: OSJNBa0016O02.1 protein - Oryza sativa (Rice)	UniRef90_Q7XJW9	CHR3V7|COORD:502883..505037| cell division protein ftsH, putative	AT3G02450.1	CHR04V5|COORD:23092107..23086590|protein cell division protein ftsH homolog 4, putative, expressed	LOC_Os04g39190.1	 no descriptionmoderately similar to ( 386)AT3G02450| Symbols:  | cell division protein ftsH, putative | chr3:502883-505037 REVERSEmoderately similar to ( 247)FTSH_TOBACCell division protease ftsH homolog, chloroplast precursor - Nicotiana tabacum (Common tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned HflB hflB PRK03992 RPT1 AAA SpoVK COG1223 AAA AAA PRK04195 COG0714 MGS1 TIP49 DnaA 	protein.degradation.metalloprotease	29_5_7

CUST_49261_PI403524517	2	-0.031930923	-0.20018768	-0.01171875	0.07368088	0.085510254	0.011720657	35_14055	"Cluster: PREDICTED: similar to H3 histone, family 2 isoform 2; n=4; Eutheria|Rep: PREDICTED: similar to H3 histone, family 2 isoform 2 - Canis"	UniRef90_UPI00004A5DE9	CHR5V7|COORD:3472592..3473350| histone H3	AT5G10980.1	CHR06V5|COORD:1645327..1644415|protein histone H3, putative, expressed	LOC_Os06g04030.1	no descriptionmoderately similar to ( 261)AT4G40030| Symbols:  | histone H3.2 | chr4:18555834-18556411 REVERSEmoderately similar to ( 258)H33_VITVIHistone H3.3 - Vitis vinifera (Grape)not assigned not assigned not assigned not assigned not assigned H3 HHT1 Histone	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_31767_PI399408534	2	0.2551689	-0.8432512	-0.46729088	0.4731617	0.21332455	-0.2133236	35_3236	"Cluster: Putative receptor-like kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative receptor-like kinase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8LQN6	"CHR1V7|COORD:24476829..24480186| ARK2 (Arabidopsis Receptor Kinase 2); kinase"	AT1G65800.1	CHR01V5|COORD:33554500..33558619|protein receptor protein kinase, putative, expressed	LOC_Os01g57510.1	"no descriptionmoderately similar to ( 265)AT1G65800| Symbols: ARK2 | ARK2 (Arabidopsis Receptor Kinase 2); kinase | chr1:24476829-24480186 FORWARDweakly similar to ( 126)NORK_MEDTRNodulation receptor kinase precursor - Medicago truncatula (Barrel medic)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase Pkinase_Tyr TyrKc PTKc PTKc_Src_like PTKc_Srm_Brk PTKc_InsR_like SPS1 PTKc_Jak_rpt2 PTKc_Frk_like PTKc_Src PTKc_Yes PTKc_Fyn_Yrk PTKc_Lck_Blk PTKc_EGFR_like PTKc_Tec_like PTKc_FGFR PTKc_Lyn PTKc_VEGFR PTKc_RET PTKc_c-ros PTKc_Syk_like PTKc_Abl PTKc_Trk PTKc_Itk PTKc_Csk_like PTKc_FGFR4 PTKc_FGFR2 PTKc_EphR_A PTKc_Hck PTKc_Ack_like PTKc_VEGFR3 PTKc_Axl_like PTKc_EphR PTKc_ALK_LTK PTKc_PDGFR PTKc_FGFR3 PTKc_VEGFR2 PTK_CCK4 PTKc_HER2 PTKc_FGFR1 PTKc_Tie1 PTKc_EphR_A2 PTKc_Tie PTKc_Ror PTKc_Kit PTKc_EGFR PTKc_Tyro3 PTKc_Axl PTKc_Btk_Bmx PTKc_DDR2 PTKc_IGF-1R PTKc_InsR PTK_HER3 PTKc_Tie2 PTKc_Jak2_Jak3_rpt2 PTKc_EphR_B PTKc_Syk PTKc_HER4 PTKc_CSF-1R PTKc_TrkC PTKc_DDR PTKc_PDGFR_alpha PTKc_Tec_Rlk PTKc_Tyk2_rpt2 PTKc_TrkA PTKc_Zap-70 PTKc_Csk PTKc_Chk PTKc_Ror2 PTKc_Fes_like PTKc_Met_Ron PTKc_Musk PTKc_Fer PTKc_DDR_like PTKc_TrkB PTK_Ryk PTKc_PDGFR_beta PTKc_Ror1 PTKc_DDR1 PTKc_Jak1_rpt2 PTKc_FAK"	signalling.receptor kinases.DUF 26	30_2_17

CUST_180267_PI403524517	2	-0.062777996	0.019831657	-0.019831657	0.13939095	0.17227125	-0.9157634	35_50135	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_138525_PI403524517	2	0.25519133	-0.05928421	0.16186142	0.05928421	-0.19665194	-0.67444134	35_38856	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_78400_PI403524517	2	0.10339546	-0.028017998	0.028018475	-0.22690248	0.03859186	-1.1426606	35_22476	"Cluster: Glycosyltransferase family 14 protein, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Glycosyltransferase family 14"	UniRef90_Q10NA4	0	0	CHR03V5|COORD:9366471..9361976|protein BGGP Beta-1-3-galactosyl-O-glycosyl-glycoprotein, putative, expressed	LOC_Os03g16890.1	no description	not assigned.unknown	35_2

CUST_9512_PI399408534	2	0.23206997	-0.39327717	0.29215527	-0.23206997	2.9721909	-0.44172382	35_10937	"Cluster: Putative NPH3 domain containing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative NPH3 domain containing protein - Oryza sativa (japon"	UniRef90_Q7Y1F9	CHR5V7|COORD:26581594..26583888| phototropic-responsive NPH3 family protein	AT5G66560.1	CHR03V5|COORD:30276114..30279144|protein transposon protein, putative, Mutator sub-class, expressed	LOC_Os03g52880.1	no descriptionmoderately similar to ( 235)AT5G66560| Symbols:  | phototropic-responsive NPH3 family protein | chr5:26581594-26583888 FORWARDweakly similar to ( 158)NPH3_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned NPH3 PRK07764 PRK07003 PRK12323 Atrophin-1 Tymo_45kd_70kd Drf_FH1 APC_basic DUF1421 PRK05648	signalling.light	30_11

CUST_11525_PI399408534	2	0.017309666	-0.004055977	-0.10908508	0.0040555	-0.26755762	0.18931293	35_50010	"Cluster: Probable histone acetyltransferase HAC-like 1; n=1; Oryza sativa|Rep: Probable histone acetyltransferase HAC-like 1 - Oryza sativa (Rice)"	UniRef90_Q6YXY2	"CHR1V7|COORD:29721826..29728859| HAC1 (P300/CBP acetyltransferase-related protein 2 gene); transcription cofactor"	AT1G79000.1	CHR02V5|COORD:1986422..1997361|protein HAC1, putative, expressed	LOC_Os02g04490.1	" no descriptionmoderately similar to ( 309)AT1G79000| Symbols: PCAT2, HAC1 | HAC1 (P300/CBP acetyltransferase-related protein 2 gene); transcription cofactor | chr1:29721826-29728859 REVERSEDUF906 "	RNA.regulation of transcription.Histone acetyltransferases	27_3_54

CUST_98826_PI403524517	2	0.10960817	0.009839058	0.17580748	-0.009839535	-0.922997	-0.8077955	35_28209	"Cluster: Hypothetical protein At3g08800; F17O14.27; n=1; Arabidopsis thaliana|Rep: Hypothetical protein At3g08800; F17O14.27 - Arabidopsis thaliana (Mouse-ear"	UniRef90_Q8VZA0	CHR3V7|COORD:2671154..2674916| binding	AT3G08800.1	0	0	no descriptionvery weakly similar to (74.3)AT3G08800| Symbols:  | binding | chr3:2671154-2674916 FORWARDnot assigned	not assigned.unknown	35_2

CUST_71420_PI403524517	2	-0.108407974	0.059218407	0.14922619	-0.11627293	-0.0071496964	0.0071496964	35_20460	"Cluster: OSJNBa0064G10.18 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0064G10.18 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XKB3	CHR5V7|COORD:7894076..7899865| transducin family protein / WD-40 repeat family protein	AT5G23430.1	CHR04V5|COORD:34404037..34394598|protein katanin p80 WD40-containing subunit B1 homolog 1, putative, expressed	LOC_Os04g58130.1	"no descriptionweakly similar to ( 166)AT5G08390| Symbols:  | similar to transducin family protein / WD-40 repeat family protein [Arabidopsis thaliana] (TAIR:AT5G23430.1); similar to Os04g0677700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001054267.1); similar to H0801D08.1 [Oryza sativa (indica cultivar-group)] (GB:CAJ86243.1); similar to H0402C08.11 [Oryza sativa (indica cultivar-group)] (GB:CAJ86235.1); contains InterPro domain WD-40 repeat; (InterPro:IPR001680); contains InterPro domain WD40-like; (InterPro:IPR011046) | chr5:2701449-2706911 FORWARDnot assigned"	not assigned.no ontology	35_1

CUST_18084_PI404877155	2	-0.008232117	0.6598625	0.23409271	0.00823307	-0.15797329	-0.04438114	HVSMEb0014G03r2_x_at	0	0	0	0	0	0	"1.2_bHLH   T01635 M-Twist; Species: mouse,"	RNA.regulation of transcription	27_3

CUST_94160_PI403524517	2	0.09975624	0.21040344	-0.026495934	-0.060518265	-0.1471138	0.026496887	35_26919	0	0	0	0	CHR07V5|COORD:18637639..18624091|protein ATP binding protein, putative, expressed	LOC_Os07g31450.1	no description	not assigned.unknown	35_2

CUST_2541_PI403524517	2	0.033661842	0.0068216324	0.22407913	-0.08104324	-0.044239998	-0.0068206787	35_696	"Cluster: CBS domain containing protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: CBS domain containing protein, expressed - Oryza sativa"	UniRef90_Q10D87	CHR5V7|COORD:3429174..3430143| CBS domain-containing protein	AT5G10860.1	CHR03V5|COORD:30160996..30156918|protein CBS domain protein, putative, expressed	LOC_Os03g52690.1	no descriptionmoderately similar to ( 308)AT5G10860| Symbols:  | CBS domain-containing protein | chr5:3429174-3430143 REVERSECBS_pair_10 CBS_pair_CAP-ED_DUF294_PBI_assoc2 CBS_pair_9 CBS_pair_3 CBS_pair_17 CBS CBS_pair_CAP-ED_DUF294_PBI_assoc CBS_pair CBS_pair_11 COG2905 CBS_pair_12 CBS_pair_PAS_GGDEF_DUF1_assoc COG0517 CBS_pair_BON_assoc CBS_pair_KpsF_GutQ_assoc CBS_pair_20 CBS_pair_CAP-ED_DUF294_assoc_bac CBS_pair_ACT_assoc2 CBS_pair_HPP_assoc CBS_pair_DHH_polyA_Pol_assoc CBS_pair_15 CBS_pair_21 CBS_pair_16 CBS_pair_GGDEF_assoc2 CBS_pair_18 CBS_pair_23 CBS_pair_8 CBS_pair_IMPDH CBS_pair_24 PRK05567 CBS_pair_4 CBS_pair_25 COG3448 CBS_pair_ACT_assoc CBS_pair_SpoIVFB_EriC_assoc PRK10892 CBS_pair_7 CBS_pair_22 CBS_pair_SpoIVFB_EriC_assoc2 CBS_pair_ABC_OpuCA_assoc2 CBS_pair_MET2_assoc	not assigned.no ontology	35_1

CUST_88513_PI403524517	2	0.25829792	0.04631424	-0.038323402	-0.13186741	-0.001871109	0.0018701553	35_25336	"Cluster: Hypothetical protein OSJNBa0009E21.19; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0009E21.19 - Oryza sativa (japonica"	UniRef90_Q6I5I6	0	0	CHR05V5|COORD:22854120..22857502|protein expressed protein	LOC_Os05g39120.1	no description	not assigned.unknown	35_2

CUST_82269_PI403524517	2	-0.008584499	0.12280083	-0.12544203	0.008584976	0.13403606	-0.062410355	35_23595	"Cluster: OSJNBa0088K19.13 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0088K19.13 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7X7U6	CHR1V7|COORD:27127279..27130429| radical SAM domain-containing protein / TRAM domain-containing protein	AT1G72090.1	CHR04V5|COORD:21407947..21404258|protein expressed protein	LOC_Os04g35480.1	no descriptionmoderately similar to ( 267)AT1G72090| Symbols:  | radical SAM domain-containing protein / TRAM domain-containing protein | chr1:27127279-27130429 FORWARDnot assigned MiaB UPF0004	not assigned.no ontology	35_1

CUST_1412_PI403524517	2	-0.026405334	-0.24378014	-0.019285202	0.01928711	0.037647247	0.07273674	35_373	"Cluster: Elongation factor 2; n=17; Magnoliophyta|Rep: Elongation factor 2 - Beta vulgaris (Sugar beet)"	UniRef90_O23755	"CHR1V7|COORD:20971910..20974742| LOS1 (Low expression of osmotically responsive genes 1); translation elongation factor/ translation factor, nucleic acid bindin"	AT1G56070.1	CHR02V5|COORD:18911065..18916199|protein elongation factor 2, putative, expressed	LOC_Os02g32030.1	" no descriptionnearly identical (1528)AT1G56070| Symbols: AT1G56075.1, LOS1 | LOS1 (Low expression of osmotically responsive genes 1); translation elongation factor/ translation factor, nucleic acid binding | chr1:20971910-20974742 REVERSEnearly identical (1521)EF2_BETVUElongation factor 2 - Beta vulgaris (Sugar beet)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned FusA PRK07560 EF2 aeEF2_snRNP_like_IV EF2_IV_snRNP Snu114p GTP_EFTU PRK12740 GTP_translation_factor eEF2_snRNP_like_C PRK12739 EFG_IV TypA_BipA PRK05433 LepA eEF2_snRNP_like_II LepA TypA EF-G eEF2_C_snRNP PRK00007 TetM_like EFG_C PRK10218 Elongation_Factor_C EF-G_bact RF3 PrfC eEF2_II_snRNP prfC PRK12317 SelB_euk EFG_mtEFG_C SelB TufB IF2_eIF5B SelB EF1_alpha TEF1 EF_Tu infB PRK04000 PRK12736 InfB tufA GCD11 CysN_ATPS PRK12735 PRK04004 EFG_like_IV PRK10512 PRK00049 eIF2_gamma infB mtEFG1_C "	protein.synthesis.elongation	29_2_4

CUST_180201_PI403524517	2	-0.23619795	-0.11423397	0.35587025	-0.088356495	1.1902194	0.08835697	35_50114	"Cluster: Putative translation initiation factor eIF-2 beta chain; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative translation initiation factor eIF-2"	UniRef90_Q7XHW8	CHR5V7|COORD:7094996..7096663| EIF2 BETA (EMBRYO DEFECTIVE 1401)	AT5G20920.2	CHR07V5|COORD:28861514..28857315|protein eukaryotic translation initiation factor 2 beta subunit, putative, expressed	LOC_Os07g48300.1	 no descriptionweakly similar to ( 166)AT5G20920| Symbols: EMB1401, EIF2 BETA | EIF2 BETA (EMBRYO DEFECTIVE 1401) | chr5:7094996-7096663 REVERSEweakly similar to ( 179)IF2B_WHEATEukaryotic translation initiation factor 2 subunit beta - Triticum aestivum (Wheat)not assigned eIF2B_5 eIF-5_eIF-2B PRK03988 GCD7 PRK12336 	protein.synthesis.initiation	29_2_3

CUST_6808_PI403524517	2	-0.12522507	0.23792458	0.16802883	-0.06551552	0.065514565	-0.14108181	35_1889	"Cluster: Pollen Ole e 1 allergen and extensin family protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Pollen Ole e 1 allergen and extensin family"	UniRef90_Q6Z841	CHR5V7|COORD:22300128..22301477| pollen Ole e 1 allergen and extensin family protein	AT5G54855.1	CHR02V5|COORD:12633503..12630040|protein expressed protein	LOC_Os02g21280.1	no descriptionmoderately similar to ( 201)AT5G54855| Symbols:  | pollen Ole e 1 allergen and extensin family protein | chr5:22300128-22301477 FORWARD	stress.abiotic.unspecified	20_2_99

CUST_75181_PI403524517	2	0.103835106	0.03625393	-0.036252975	-0.20282269	-0.13791656	0.14029121	35_21550	"Cluster: Hypothetical protein OJ1003_E05.12; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1003_E05.12 - Oryza sativa (japonica cultiv"	UniRef90_Q6ZIZ3	CHR5V7|COORD:23494642..23496722| CPL4 (C-TERMINAL DOMAIN PHOSPHATASE-LIKE 4)	AT5G58000.1	CHR08V5|COORD:10953700..10960966|protein expressed protein	LOC_Os08g17870.1	no descriptionmoderately similar to ( 222)AT5G58000| Symbols:  | CPL4 (C-TERMINAL DOMAIN PHOSPHATASE-LIKE 4) | chr5:23494642-23496722 FORWARDReticulon	not assigned.no ontology	35_1

CUST_5137_PI403524517	2	0.015239716	-0.27832603	-0.015239716	0.05631447	-0.03694439	0.024251938	35_1412	"Cluster: Putative DnaJ; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative DnaJ - Oryza sativa (japonica cultivar-group)"	UniRef90_Q65X46	CHR4V7|COORD:18233645..18235734| DNAJ heat shock N-terminal domain-containing protein	AT4G39150.1	CHR05V5|COORD:26911878..26907971|protein chaperone protein dnaJ 10, putative, expressed	LOC_Os05g46620.1	no descriptionmoderately similar to ( 422)AT4G39150| Symbols:  | DNAJ heat shock N-terminal domain-containing protein | chr4:18233645-18235734 REVERSEvery weakly similar to (79.7)DNJH_CUCSADnaJ protein homolog - Cucumis sativus (Cucumber)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DnaJ DnaJ PRK10767 DnaJ CbpA PRK10266	stress.abiotic.heat	20_2_1

CUST_84904_PI403524517	2	-0.014136314	0.08114338	0.014137268	-0.116147995	0.042910576	-0.1326313	35_24326	"Cluster: Os08g0226800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os08g0226800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J766	"CHR5V7|COORD:6342565..6344643| ATBPM1 (BTB-POZ AND MATH DOMAIN 1); protein binding"	AT5G19000.1	CHR08V5|COORD:7734031..7735475|protein speckle-type POZ protein, putative	LOC_Os08g13030.1	"no descriptionvery weakly similar to (82.8)AT5G19000| Symbols: ATBPM1 | ATBPM1 (BTB-POZ AND MATH DOMAIN 1); protein binding | chr5:6342565-6344643 FORWARDMATH"	protein.degradation.ubiquitin.E3.BTB/POZ Cullin3.BTB/POZ	29_5_11_4_5_2

CUST_180075_PI403524517	2	-0.1906023	0.029509068	0.35457516	-0.07465792	-1.7118454E-4	1.7166138E-4	35_50079	"Cluster: Putative RPS2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative RPS2 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6H4Y5		0	CHR09V5|COORD:5490310..5470800|protein disease resistance protein RPS2, putative, expressed	LOC_Os09g10054.2	no description	not assigned.unknown	35_2

CUST_63165_PI403524517	2	0.03541565	0.014385223	-0.014385223	-0.13848114	-0.058654785	0.2248764	35_18024	Rep: OSIGBa0137L20.4 protein - Oryza sativa (Rice)	UniRef90_Q01L96	CHR2V7|COORD:11706858..11709441| OTU-like cysteine protease family protein	AT2G27350.3	CHR04V5|COORD:20270533..20275725|protein cysteine-type peptidase, putative, expressed	LOC_Os04g33780.1	no descriptionmoderately similar to ( 403)AT2G27350| Symbols:  | OTU-like cysteine protease family protein | chr2:11707299-11709441 REVERSEnot assigned not assigned OTU	protein.degradation.cysteine protease	29_5_3

CUST_59_PI399408534	2	0.063773155	-0.06926823	-0.023159027	-0.05235672	0.039628983	0.023159027	35_13935	Rep: ADP-ribosylation factor 1 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_P36397	"CHR2V7|COORD:19374334..19375588| ARF1A1c (ADP-RIBOSYLATION FACTOR 1); GTP binding / phospholipase activator/ protein binding"	AT2G47170.1	CHR07V5|COORD:6821005..6823997|protein ADP-ribosylation factor 1, putative, expressed	LOC_Os07g12200.1	"no descriptionmoderately similar to ( 364)AT2G47170| Symbols: ARF1A1c | ARF1A1c (ADP-RIBOSYLATION FACTOR 1); GTP binding / phospholipase activator/ protein binding | chr2:19374334-19375588 FORWARDmoderately similar to ( 358)ARF_VIGUNADP-ribosylation factor - Vigna unguiculata (Cowpea)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned ARF Arf1_5_like Arf Arf6 Arf_Arl Arl1 Arl5_Arl8 ARD1 Arl2 Arl3 ARLTS1 Arl4_Arl7 Arl6 Sar1 Arfrp1 Arl10_like Arl9_Arfrp2_like Arl2l1_Arl13_like SAR Ras_like_GTPase COG1100 SR_beta Rab Rab18 COG2229 Ras RAB Rab8_Rab10_Rab13_like G-alpha G_alpha G-alpha Rab1_Ypt1 Rab21 SRPRB Rab36_Rab34 Rab5_related Rab4 RabA_like Rab26 Rab27A Obg RJL"	protein.targeting.secretory pathway.unspecified	29_3_4_99

CUST_16249_PI403524517	2	0.102163315	-0.40364552	-0.060354233	-0.02553463	0.02553463	0.027741432	35_4684	"Cluster: Expressed protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10LY8	CHR1V7|COORD:27255611..27259908| COP1-interacting protein-related	AT1G72410.1	CHR03V5|COORD:12136438..12129884|protein expressed protein	LOC_Os03g21270.1	no descriptionnot assigned not assigned not assigned not assigned not assigned AF-4 HPC2 CDC27 DUF612	not assigned.unknown	35_2

CUST_19471_PI399408534	2	0.049941063	0.064445496	-0.13840103	-0.049942017	-0.5518837	0.24006844	35_32384	"Cluster: PHD finger transcription factor-like; n=3; Oryza sativa (japonica cultivar-group)|Rep: PHD finger transcription factor-like - Oryza sativa (japonica cu"	UniRef90_Q6ZA58	CHR4V7|COORD:8531153..8535838| PHD finger transcription factor, putative	AT4G14920.1	CHR07V5|COORD:3858055..3866664|protein DNA binding protein, putative, expressed	LOC_Os07g07690.2	 no descriptionvery weakly similar to (51.6)AT4G14920| Symbols:  | PHD finger transcription factor, putative | chr4:8531153-8535838 REVERSE	RNA.regulation of transcription.PHD finger transcription factor	27_3_63

CUST_64437_PI403524517	2	-0.01696968	0.19054317	0.13390923	-0.11620808	0.01696968	-0.043016434	35_18399	"Cluster: Hypothetical protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10Q17	"CHR5V7|COORD:2540531..2542048| similar to Os03g0213200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001049360.1); contains InterPro domain Cupin,"	AT5G07950.1	CHR03V5|COORD:5879212..5881791|protein expressed protein	LOC_Os03g11450.1	" no descriptionmoderately similar to ( 207)AT5G07950| Symbols:  | similar to Os03g0213200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001049360.1); contains InterPro domain Cupin, RmlC-type; (InterPro:IPR011051) | chr5:2540531-2542048 REVERSE"	PS.lightreaction.other electron carrier (ox/red).ferredoxin	1_1_5_2

CUST_137269_PI403524517	2	-0.0026836395	0.30015755	0.047778606	-0.18301916	-0.17449999	0.0026831627	35_38495	"Cluster: Os12g0425600 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os12g0425600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0INN2	"CHR1V7|COORD:1388100..1391073| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G22460.1); similar to Plant protein family protein, expressed"	AT1G04910.1	CHR12V5|COORD:13489373..13496616|protein growth regulator like protein, putative, expressed	LOC_Os12g23760.1	" no descriptionvery weakly similar to (51.2)AT1G04910| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G22460.1); similar to Plant protein family protein, expressed [Oryza sativa (japonica cultivar-group)] (GB:ABA97941.2); similar to Os11g0481200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001067896.1); similar to Plant protein family protein, expressed [Oryza sativa (japonica cultivar-group)] (GB:ABA93715.2); contains InterPro domain Protein of unknown function DUF246, plant; (InterPro:IPR004348) | chr1:1388100-1391073 REVERSE"	not assigned.no ontology	35_1

CUST_131927_PI403524517	2	-0.009635925	0.108304024	0.009635925	-0.15027618	0.024082184	-0.07114029	35_37055	"Cluster: Putative actin-related protein 4; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative actin-related protein 4 - Oryza sativa (japonica"	UniRef90_Q6ZJW9	"CHR1V7|COORD:6348192..6351759| ATARP4 (ACTIN-RELATED PROTEIN 4); structural constituent of cytoskeleton"	AT1G18450.1	CHR08V5|COORD:2078210..2087374|protein actin-like protein 6A, putative, expressed	LOC_Os08g04280.2	" no descriptionweakly similar to ( 187)AT1G18450| Symbols: ARP4, ATARP4 | ATARP4 (ACTIN-RELATED PROTEIN 4); structural constituent of cytoskeleton | chr1:6348192-6351759 FORWARDvery weakly similar to (67.4)ACT_ACECLActin - Acetabularia cliftonii (Green alga)not assigned not assigned not assigned not assigned not assigned Actin ACTIN ACTIN COG5277 "	cell.organisation	31_1

CUST_63301_PI403524517	2	0.19666576	0.25363255	-0.09230423	0.09230423	-0.12706089	-0.16960049	35_18074	0	0	0	0	CHR05V5|COORD:29798563..29797991|protein ligA, putative	LOC_Os05g52046.1	no description	not assigned.unknown	35_2

CUST_69151_PI403524517	2	0.35315228	-0.435215	-0.19245625	0.02661419	-0.02661419	0.083272934	35_19785	"Cluster: OSJNBb0118P14.4 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBb0118P14.4 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XSC9	CHR1V7|COORD:29764238..29765479| protein binding / zinc ion binding	AT1G79110.2	CHR04V5|COORD:19807021..19808885|protein inhibitor of apoptosis-like protein, putative, expressed	LOC_Os04g33030.1	no descriptionweakly similar to ( 124)AT1G79110| Symbols:  | protein binding / zinc ion binding | chr1:29764238-29765479 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12678 PRK07764 PRK12323	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_91698_PI403524517	2	0.077028275	0.027546883	-0.09515095	-0.027546883	0.076438904	-0.041269302	35_26219	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2R179	"CHR2V7|COORD:6841276..6843418| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G44250.1); similar to Protein of unknown function DUF829,"	AT2G15695.1	CHR11V5|COORD:23391080..23394815|protein expressed protein	LOC_Os11g40070.1	" no descriptionvery weakly similar to (57.0)AT2G15695| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G44250.1); similar to Protein of unknown function DUF829, eukaryotic [Medicago truncatula] (GB:ABE83368.1); contains InterPro domain Protein of unknown function DUF829, eukaryotic; (InterPro:IPR008547) | chr2:6841276-6843418 REVERSE"	not assigned.unknown	35_2

CUST_33410_PI399408534	2	0.08662844	0.32048702	-0.13817024	0.11434603	-0.08662844	-0.15186739	35_9793	"Cluster: Os09g0518700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os09g0518700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J0B2	CHR2V7|COORD:18215513..18218680| inositol 1,3,4-trisphosphate 5/6-kinase family protein	AT2G43980.1	CHR09V5|COORD:20248047..20243170|protein inositol 1, 3, 4-trisphosphate 5/6-kinase family protein, expressed	LOC_Os09g34300.1	 no descriptionweakly similar to ( 144)AT2G43980| Symbols:  | inositol 1,3,4-trisphosphate 5/6-kinase family protein | chr2:18215513-18218680 REVERSE	signalling.phosphinositides.inositol-1,3,4-trisphosphate 5/6-kinase	30_4_5

CUST_40559_PI403524517	2	0.06306267	-0.21836281	-0.063061714	0.47796917	-0.25309086	0.13448048	35_11663	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_50432_PI403524517	2	0.026148796	-0.2962103	-0.06730938	-0.025384903	0.025384903	0.05144787	35_14396	"Cluster: Ubiquitin-conjugating enzyme E2-17 kDa 10/12; n=48; Spermatophyta|Rep: Ubiquitin-conjugating enzyme E2-17 kDa 10/12 - Arabidopsis thaliana (Mouse-ear c"	UniRef90_P35133	"CHR3V7|COORD:2641493..2642495| UBC11 (ubiquitin-conjugating enzyme 11); ubiquitin-protein ligase"	AT3G08690.1	CHR01V5|COORD:35264569..35268845|protein ubiquitin-conjugating enzyme E2-17 kDa, putative, expressed	LOC_Os01g60410.3	"no descriptionmoderately similar to ( 301)AT3G08690| Symbols: UBC11 | UBC11 (ubiquitin-conjugating enzyme 11); ubiquitin-protein ligase | chr3:2641493-2642495 FORWARDweakly similar to ( 143)UBC2_WHEATUbiquitin-conjugating enzyme E2-17 kDa - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG5078 UQ_con UBCc UBCc"	protein.degradation.ubiquitin.E2	29_5_11_3

CUST_24973_PI403524517	2	-0.1470375	0.5317993	0.14703798	0.48507786	-1.265018	-0.6382761	35_7249	"Cluster: Putative potassium transporter HAK2p; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative potassium transporter HAK2p - Oryza sativa (japonica"	UniRef90_Q6YWQ4	"CHR2V7|COORD:16938523..16941594| KT2 (POTASSIUM TRANSPORTER 2); potassium ion transporter"	AT2G40540.1	CHR02V5|COORD:30412584..30417522|protein potassium transporter 8, putative, expressed	LOC_Os02g49760.4	 no descriptionweakly similar to ( 123)AT2G40540| Symbols: ATKT2, SHY3, KUP2, ATKUP2, TRK2, KT2 | KT2 (POTASSIUM TRANSPORTER 2) | chr2:16938523-16941594 FORWARDweakly similar to ( 119)HAK9_ORYSAnot assigned K_trans Kup trkD 	transport.potassium	34_15

CUST_140342_PI403524517	2	0.23829365	0.46308994	-0.23829317	0.4749241	-0.3371668	-0.7416401	35_39355	"Cluster: Putative integral membrane protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative integral membrane protein - Oryza sativa (japonica"	UniRef90_Q6ZA55	CHR2V7|COORD:13642193..13644669| integral membrane transporter family protein	AT2G32040.1	CHR07V5|COORD:3832530..3838589|protein biopterin transport-related protein BT1, putative, expressed	LOC_Os07g07654.1	no descriptionvery weakly similar to (62.8)AT2G32040| Symbols:  | integral membrane transporter family protein | chr2:13642193-13644669 FORWARD	transport.misc	34_99

CUST_31732_PI403524517	2	-0.046562195	-0.4920349	-0.03249359	0.16844368	0.03249407	0.032650948	35_9154	"Cluster: Putative receptor protein kinase PERK1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative receptor protein kinase PERK1 - Oryza sativa (japonic"	UniRef90_Q6Z107	CHR1V7|COORD:195980..198383| protein kinase family protein	AT1G01540.2	CHR02V5|COORD:20617325..20620526|protein BRASSINOSTEROID INSENSITIVE 1-associated receptor kinase 1 precursor, putative, expressed	LOC_Os02g34430.1	no descriptionweakly similar to ( 191)AT1G01540| Symbols:  | protein kinase family protein | chr1:195980-198383 FORWARDvery weakly similar to (87.8)NORK_PEANodulation receptor kinase precursor - Pisum sativum (Garden pea)not assigned not assigned	protein.postranslational modification.kinase.receptor like cytoplasmatic kinase VII	29_4_1_57

CUST_17673_PI404877155	2	0.048379898	-0.55262566	-0.0384655	0.11069584	0.001200676	-0.0011997223	HV_CEb0022M04f_x_at	0	0	0	0	0	0	NONE	signalling.G-proteins	30_5

CUST_68867_PI403524517	2	-0.0013856888	-0.7300167	-0.16427803	0.016710281	0.0013866425	0.07938862	35_19701	"Cluster: Prolyl oligopeptidase family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Prolyl oligopeptidase family protein, expressed - Ory"	UniRef90_Q10MJ1	CHR2V7|COORD:19449348..19453323| serine-type peptidase	AT2G47390.1	CHR03V5|COORD:10897165..10904821|protein secreted protein, putative, expressed	LOC_Os03g19410.1	no descriptionmoderately similar to ( 297)AT2G47390| Symbols:  | serine-type peptidase | chr2:19449348-19453323 REVERSEnot assigned not assigned DAP2 Peptidase_S9	not assigned.unknown	35_2

CUST_154620_PI403524517	2	0.030538559	0.3680477	-0.030537605	-0.30901146	-0.08369827	0.057224274	35_43202	"Cluster: Os05g0154600 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0154600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DKM6	CHR3V7|COORD:1609442..1612139| transcription factor, putative / zinc finger (C3HC4 type RING finger) family protein	AT3G05545.1	CHR08V5|COORD:26815729..26820669|protein VIP2 protein, putative, expressed	LOC_Os08g42640.1	 no descriptionvery weakly similar to (63.9)AT3G05545| Symbols:  | transcription factor, putative / zinc finger (C3HC4 type RING finger) family protein | chr3:1609442-1612139 FORWARD	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_34017_PI399408534	2	0.07347345	-0.2695055	-0.15199566	0.09776497	0.11081457	-0.07347393	35_5371	Rep: WRKY transcription factor 72 - Oryza sativa (indica cultivar-group)	UniRef90_Q6IEK9	"CHR5V7|COORD:4149931..4151022| WRKY75 (WRKY DNA-binding protein 75); transcription factor"	AT5G13080.1	CHR11V5|COORD:16849357..16853092|protein OsWRKY72 - Superfamily of rice TFs having WRKY and zinc finger domains, expressed	LOC_Os11g29870.1	" no descriptionweakly similar to ( 167)AT5G13080| Symbols: ATWRKY75, WRKY75 | WRKY75 (WRKY DNA-binding protein 75); transcription factor | chr5:4149931-4151022 REVERSEWRKY "	RNA.regulation of transcription.WRKY domain transcription factor family	27_3_32

CUST_133386_PI403524517	2	0.15423203	0.5193844	0.08613205	-0.12781048	-0.086131096	-0.1669178	35_37447	"Cluster: Lipid transfer protein-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: Lipid transfer protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6YZD4	CHR1V7|COORD:16816094..16817173| DNA binding / ligand-dependent nuclear receptor	AT1G44191.1	CHR08V5|COORD:26424237..26421313|protein lipid transfer protein, putative, expressed	LOC_Os08g42040.2	no descriptionnot assigned	not assigned.unknown	35_2

CUST_159574_PI403524517	2	-0.21996784	0.18456745	-0.017517567	0.24762487	0.017517567	-0.24131775	35_44537	"Cluster: RRM-containing RNA-binding protein-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: RRM-containing RNA-binding protein-like - Oryza sativa (japon"	UniRef90_Q6Z358	CHR1V7|COORD:2260560..2262793| zinc finger (CCCH-type) family protein / RNA recognition motif (RRM)-containing protein	AT1G07360.1	CHR06V5|COORD:3539239..3535683|protein pre-mRNA-splicing factor SLT11, putative, expressed	LOC_Os06g07350.1	no description	not assigned.unknown	35_2

CUST_1401_PI399408534	2	0.07494402	0.031802177	-0.0318017	-0.27753973	-0.30912828	0.08272743	35_7492	Rep: Wall-associated kinase 1 - Triticum aestivum (Wheat)	UniRef90_Q4U3Z9	"CHR1|COORD:29981780..29984230| wall-associated kinase, putative, similar to wall-associated kinase 4 GI:3355308 from (Arabidopsis thaliana); isoform contains"	AT1G79670.2	CHR04V5|COORD:30004905..30001205|protein OsWAK53a - OsWAK receptor-like protein kinase, expressed	LOC_Os04g51050.2	 no descriptionweakly similar to ( 108)AT1G79670| Symbols: WAKL22, RFO1 | RFO1 (RESISTANCE TO FUSARIUM OXYSPORUM 1) | chr1:29981780-29984230 REVERSEvery weakly similar to (60.8)CRI4_MAIZEPutative receptor protein kinase CRINKLY4 precursor - Zea mays (Maize)not assigned 	signalling.receptor kinases.wall associated kinase	30_2_25

CUST_82062_PI403524517	2	0.02861309	0.3796959	-0.023771286	-0.04390621	-0.13975525	0.02377224	35_23539	Rep: MAP kinase kinase - Zea mays (Maize)	UniRef90_Q94EV7	"CHR3V7|COORD:7445923..7446969| ATMKK5 (MITOGEN-ACTIVATED PROTEIN KINASE KINASE 5); kinase"	AT3G21220.1	CHR06V5|COORD:4615609..4617212|protein OsMKK5 - putative MAPKK based on amino acid sequence homology, expressed	LOC_Os06g09180.1	" no descriptionmoderately similar to ( 300)AT3G21220| Symbols: ATMAP2K_ALPHA, MAP2K_A, MKK5, ATMKK5 | ATMKK5 (MITOGEN-ACTIVATED PROTEIN KINASE KINASE 5); kinase | chr3:7445923-7446969 FORWARDweakly similar to ( 145)M2K1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase PTKc Pkinase_Tyr TyrKc SPS1 PTKc_Jak_rpt2 PTKc_EphR PTKc_EphR_A PTKc_Src_like PTKc_Syk_like PTKc_EphR_B PTKc_Trk PTKc_Srm_Brk PTKc_Ack_like PTKc_EGFR_like PTKc_Jak2_Jak3_rpt2 PTKc_InsR_like PTKc_Frk_like PTKc_Tyk2_rpt2 PTKc_Ror PTKc_ALK_LTK PTKc_DDR PTKc_Abl PTKc_Lck_Blk PTKc_TrkA PTKc_Csk_like PTKc_Tec_like PTKc_Hck PTKc_Lyn PTKc_EphR_A2 PTKc_Musk PTKc_TrkC PTKc_TrkB PTKc_FAK PTKc_Fes_like PTKc_Fes PTK_CCK4 PTKc_Tec_Rlk PTKc_Zap-70 PTKc_c-ros PTKc_DDR_like PTKc_Btk_Bmx PTKc_Csk PTKc_RET PTKc_FGFR4 PTKc_Fyn_Yrk PTKc_Jak1_rpt2 PTKc_Fer PTKc_Itk SerH PTKc_DDR1 PTKc_Chk PTKc_PDGFR PTKc_EGFR PTK_Ryk PTKc_DDR2 PTKc_Src PTKc_HER4 PTKc_FGFR2 PTKc_FGFR PTKc_Syk PTKc_FGFR3 PTKc_EphR_A10 PTK_Jak_rpt1 PTKc_Yes PTKc_Tie2 PTKc_IGF-1R PTKc_Aatyk PTKc_Aatyk2 PTKc_Ror2 PTKc_CSF-1R PTKc_Tie PTKc_Tie1 PTKc_InsR PTKc_Tyro3 PTKc_HER2 PTKc_Ror1 PTKc_PDGFR_beta PTK_HER3 PTKc_FGFR1 PTKc_Axl PTKc_Axl_like PTKc_Aatyk1_Aatyk3 PTK_Jak1_rpt1 Herpes_BLLF1 PTKc_VEGFR3 PTKc_Met_Ron PTKc_Kit PTKc_VEGFR PRK07003 PTKc_PDGFR_alpha PTKc_VEGFR2 DUF566 PTK_Tyk2_rpt1 "	protein.postranslational modification	29_4

CUST_115560_PI403524517	2	-0.30432224	0.89513683	0.03605175	0.172081	-0.3933668	-0.03605175	35_32776	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_139337_PI403524517	2	0.07669926	0.0025348663	-0.00253582	-0.13827801	0.02570057	-0.29377556	35_39080	"Cluster: 60S ribosomal protein L3; n=13; BEP clade|Rep: 60S ribosomal protein L3 - Oryza sativa (Rice)"	UniRef90_P35684	"CHR1V7|COORD:16269432..16271071| ARP1 (ARABIDOPSIS RIBOSOMAL PROTEIN 1); structural constituent of ribosome"	AT1G43170.2	CHR12V5|COORD:3428223..3430787|protein 60S ribosomal protein L3, putative, expressed	LOC_Os12g07010.1	 no descriptionmoderately similar to ( 269)AT1G43170| Symbols: EMB2207, RPL3A | ARP1 (ARABIDOPSIS RIBOSOMAL PROTEIN 1) | chr1:16269959-16271071 FORWARDmoderately similar to ( 288)RL3_ORYSAnot assigned rpl3p Ribosomal_L3 RplC 	protein.synthesis.misc ribososomal protein	29_2_2

CUST_81851_PI403524517	2	-0.41477394	-1.686038	0.20787048	0.65413475	0.8114624	-0.20787144	35_23478	Rep: Allyl alcohol dehydrogenase - Nicotiana tabacum (Common tobacco)	UniRef90_Q9SLN8	CHR5V7|COORD:5581834..5583852| NADP-dependent oxidoreductase, putative	AT5G16990.1	CHR01V5|COORD:39079460..39081807|protein NADP-dependent oxidoreductase P1, putative, expressed	LOC_Os01g66720.1	 no descriptionvery weakly similar to (94.0)AT5G16990| Symbols:  | NADP-dependent oxidoreductase, putative | chr5:5581834-5583852 REVERSEnot assigned COG2130 	misc.oxidases - copper, flavone etc.	26_7

CUST_54456_PI403524517	2	-0.08627224	-0.8046274	0.08627224	0.1849041	0.1933794	-0.22784615	35_15500	"Cluster: Os05g0291700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0291700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DJF9	CHR3V7|COORD:17239751..17242006| PTAC16 (PLASTID TRANSCRIPTIONALLY ACTIVE18)	AT3G46780.1	CHR05V5|COORD:12761715..12755754|protein expressed protein	LOC_Os05g22614.1	no descriptionmoderately similar to ( 363)AT3G46780| Symbols: PTAC16 | PTAC16 (PLASTID TRANSCRIPTIONALLY ACTIVE18) | chr3:17239751-17242006 FORWARDnot assigned NmrA	not assigned.unknown	35_2

CUST_102623_PI403524517	2	-0.0512228	-0.20385742	-0.058356285	0.2752781	0.25755882	0.051223755	35_29273	"Cluster: Hypothetical protein; n=1; Kineococcus radiotolerans SRS30216|Rep: Hypothetical protein - Kineococcus radiotolerans SRS30216"	UniRef90_Q411B4	"CHR5V7|COORD:114184..116236| similar to proline-rich family protein [Arabidopsis thaliana] (TAIR:AT3G09000.1); similar to Os01g0141900 [Oryza"	AT5G01280.1	CHR04V5|COORD:1006786..1002457|protein expressed protein	LOC_Os04g02680.1	no description	not assigned.unknown	35_2

CUST_144932_PI403524517	2	0.388978	-0.011595726	0.011595726	-0.24418163	-0.8168955	0.11199474	35_40590	Rep: OSIGBa0102D10.3 protein - Oryza sativa (Rice)	UniRef90_Q01IZ0	CHR3V7|COORD:3827022..3834152| kinesin motor protein-related	AT3G12020.1	CHR02V5|COORD:32734631..32725320|protein ATP binding protein, putative, expressed	LOC_Os02g53520.1	no descriptionvery weakly similar to (79.7)AT3G12020| Symbols:  | kinesin motor protein-related | chr3:3827022-3834152 FORWARD	cell.organisation	31_1

CUST_36378_PI403524517	2	-0.0010061264	0.6109433	0.0010061264	-0.10821962	0.0700326	-0.2381382	35_10492	"Cluster: Os06g0163500 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os06g0163500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DEB2	CHR5V7|COORD:6642120..6646420| subtilase family protein	AT5G19660.1	CHR06V5|COORD:3212519..3218043|protein membrane-bound transcription factor site 1 protease precursor, putative, expressed	LOC_Os06g06810.1	no descriptionmoderately similar to ( 394)AT5G19660| Symbols:  | subtilase family protein | chr5:6642120-6646420 REVERSEnot assigned	protein.degradation.subtilases	29_5_1

CUST_171359_PI403524517	2	-0.07064295	-0.5344839	0.070643425	-0.63257027	0.17586136	1.1709571	35_47748	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_3517_PI404877155	2	-0.014670372	-0.38280964	-0.014670372	0.054746628	0.014670372	0.05532074	Contig14019_at	Putative GDP-mannose pyrophosphorylase [Oryza sativa (japonica cultivar-group)]	AAN77308.1	ADP-glucose pyrophosphorylase family protein	At1g74910.1	protein Nucleotidyl transferase, putative	Os03g11050	"ADP-glucose pyrophosphorylase family protein, contains Pfam profile PF00483: Nucleotidyl transferase; low similarity to mannose-1-phosphate guanylyltransferase (Hypocrea jecorina) GI:3323397 or  ADP-glucose pyrophosphorylase family protein, contains Pfam"	major CHO metabolism.synthesis.starch.AGPase	2_1_2_01

CUST_60150_PI403524517	2	-0.34958172	0.04423237	-0.2860098	-0.0063524246	0.0063533783	0.2187233	35_17146	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_9273_PI403524517	2	-0.29349613	0.06689358	0.04513645	0.011741638	-0.20810509	-0.011741638	35_2608	"Cluster: Os09g0543100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os09g0543100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IZX5	"CHR4V7|COORD:16955778..16959879| ATPLDDELTA (Arabidopsis thaliana phospholipase D delta); phospholipase D"	AT4G35790.2	CHR09V5|COORD:21391293..21397468|protein phospholipase D delta, putative, expressed	LOC_Os09g37100.1	" no descriptionhighly similar to ( 924)AT4G35790| Symbols: PLDDELTA, ATPLDDELTA | ATPLDDELTA (Arabidopsis thaliana phospholipase D delta); phospholipase D | chr4:16955778-16959879 REVERSEhighly similar to ( 624)PLDA1_ORYSAnot assigned PLDc Cls "	lipid metabolism.lipid degradation.lysophospholipases.phospholipase D	11_9_3_1

CUST_46138_PI403524517	2	0.070446014	0.051589966	-0.1181736	-0.05295372	0.107191086	-0.051589966	35_13213	"Cluster: Hypothetical protein P0592B08.30; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0592B08.30 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5Z9Z5	"CHR4V7|COORD:10453464..10454370| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G52780.1); similar to hypothetical protein [Oryza sativa (japonica"	AT4G19100.1	CHR06V5|COORD:12425832..12425185|protein ABC-type Co2+ transport system, permease component, putative, expressed	LOC_Os06g21530.1	"no descriptionweakly similar to ( 124)AT4G19100| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G52780.1); similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:BAD61615.1) | chr4:10453464-10454370 FORWARDnot assigned not assigned not assigned not assigned not assigned PRK07764 PRK12323"	not assigned.unknown	35_2

CUST_76908_PI403524517	2	-0.020453453	0.020453453	0.16615105	-0.2014246	0.24753094	-0.32823372	35_22046	"Cluster: Lung seven transmembrane receptor family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Lung seven transmembrane receptor"	UniRef90_Q2R2X1	"CHR2V7|COORD:75596..77625| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G72480.1); similar to Os03g0334800 [Oryza sativa (japonica cultivar-group)"	AT2G01070.1	CHR11V5|COORD:19634934..19639326|protein TMEM87A protein, putative, expressed	LOC_Os11g34360.1	" no descriptionweakly similar to ( 193)AT2G01070| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G72480.1); similar to Os03g0334800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001050031.1); similar to Os11g0546100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001068063.1); similar to Lung seven transmembrane receptor family protein, expressed [Oryza sativa (japonica cultivar-group)] (GB:ABF95807.1); contains InterPro domain Lung seven transmembrane receptor; (InterPro:IPR009637) | chr2:75596-77625 FORWARDnot assigned "	not assigned.no ontology	35_1

CUST_132361_PI403524517	2	-0.062812805	0.04342556	-0.28997993	-0.043426514	0.061549187	0.049793243	35_37171	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_85866_PI403524517	2	0.0138731	1.1151247	-0.0138731	-0.36408424	0.0794878	-0.06342125	35_24591	"Cluster: Os08g0269800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os08g0269800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J6T5	CHR5V7|COORD:23467142..23468141| SKIP1 (SKP1 INTERACTING PARTNER 1)	AT5G57900.1	CHR08V5|COORD:10294388..10290429|protein ubiquitin-protein ligase, putative, expressed	LOC_Os08g16840.1	no descriptionmoderately similar to ( 203)AT5G57900| Symbols: SKIP1 | SKIP1 (SKP1 INTERACTING PARTNER 1) | chr5:23467142-23468141 REVERSEnot assigned not assigned	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_77627_PI403524517	2	0.104888916	-1.0208893	-0.15583897	0.03468609	0.1407013	-0.034687042	35_22252	"Cluster: Hypothetical protein B1274F11.41; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1274F11.41 - Oryza sativa (japonica cultivar-g"	UniRef90_Q651C3	CHR1V7|COORD:7005081..7007276| nucleic acid binding	AT1G20220.1	CHR09V5|COORD:21346171..21343051|protein ribonuclease P, putative, expressed	LOC_Os09g37006.2	no descriptionnot assigned not assigned not assigned not assigned Drf_FH1	not assigned.unknown	35_2

CUST_45627_PI403524517	2	0.0739398	-1.9101806	0.13817215	-0.07393932	-0.43200874	1.7386127	35_13077	"Cluster: Putative hydroxycinnamoyl transferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative hydroxycinnamoyl transferase - Oryza sativa (japonica"	UniRef90_Q5SMM6	CHR5V7|COORD:19853880..19855318| transferase family protein	AT5G48930.1	CHR06V5|COORD:4302106..4300561|protein anthranilate N-benzoyltransferase protein 1, putative, expressed	LOC_Os06g08640.1	no descriptionvery weakly similar to (78.6)AT5G48930| Symbols: HCT | transferase family protein | chr5:19853880-19855318 REVERSEvery weakly similar to (62.0)HCBT2_DIACAAnthranilate N-benzoyltransferase protein 2 - Dianthus caryophyllus (Carnation) (Clove pink)Transferase	secondary metabolism.phenylpropanoids.lignin biosynthesis.HCT	16_2_1_4

CUST_28811_PI403524517	2	0.099832535	-0.14370203	-0.15010452	2.5966167	-0.099832535	0.695035	35_8324	Rep: Cinnamyl alcohol dehydrogenase - Lolium perenne (Perennial ryegrass)	UniRef90_Q8S411	"CHR4V7|COORD:17852664..17854296| ELI3-1 (ELICITOR-ACTIVATED GENE 3); oxidoreductase/ zinc ion binding"	AT4G37980.1	CHR10V5|COORD:14979907..14974506|protein mannitol dehydrogenase, putative, expressed	LOC_Os10g29470.1	"no descriptionmoderately similar to ( 263)AT4G37980| Symbols: ELI3-1 | ELI3-1 (ELICITOR-ACTIVATED GENE 3); oxidoreductase/ zinc ion binding | chr4:17852664-17853908 FORWARDmoderately similar to ( 267)MTDH_MESCRProbable mannitol dehydrogenase - Mesembryanthemum crystallinum (Common ice plant)not assigned not assigned not assigned AdhP PRK09422 ADH_zinc_N Qor AdhC Tdh"	secondary metabolism.phenylpropanoids.lignin biosynthesis.CAD	16_2_1_10

CUST_22668_PI399408534	2	0.33411455	-0.4303198	-0.12656212	0.12656212	-0.39444542	0.16433573	35_32222	"Cluster: Arabidopsis Monopteros-like protein; n=4; Oryza sativa|Rep: Arabidopsis Monopteros-like protein - Oryza sativa (Rice)"	UniRef90_Q8S983	"CHR1V7|COORD:6887344..6891173| MP (MONOPTEROS); transcription factor"	AT1G19850.1	CHR04V5|COORD:33675333..33668944|protein auxin response factor family protein, expressed	LOC_Os04g56850.2	" no descriptionmoderately similar to ( 248)AT1G19850| Symbols: ARF5, IAA24, MP | MP (MONOPTEROS); transcription factor | chr1:6887344-6891173 FORWARDB3 "	RNA.regulation of transcription.ARF, Auxin Response Factor family	27_3_4

CUST_91810_PI403524517	2	-0.040926456	-0.08684254	0.18075514	0.26816082	0.040926456	-0.38204956	35_26250	"Cluster: Os09g0567500 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os09g0567500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IZI9	CHR4V7|COORD:16204327..16206665| acyl CoA reductase, putative	AT4G33790.1	CHR09V5|COORD:22660210..22664877|protein male sterility protein 2, putative, expressed	LOC_Os09g39410.2	 no descriptionweakly similar to ( 135)AT4G33790| Symbols:  | acyl CoA reductase, putative | chr4:16204327-16206665 REVERSEnot assigned NAD_binding_4 	lipid metabolism.lipid degradation.beta-oxidation.acyl CoA reductase	11_9_4_13

CUST_102029_PI403524517	2	-0.031589508	0.03739071	0.08298397	-0.15896654	0.031589508	-0.23265266	35_29109	"Cluster: Os05g0539400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0539400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DGD7	CHR1V7|COORD:27461141..27465829| glycosyl hydrolase family 35 protein	AT1G72990.1	CHR05V5|COORD:26718236..26711100|protein beta-galactosidase precursor, putative, expressed	LOC_Os05g46200.3	no descriptionmoderately similar to ( 287)AT1G72990| Symbols:  | beta-galactosidase | chr1:27461141-27465528 REVERSEvery weakly similar to (55.1)BGAL_DIACAPutative beta-galactosidase precursor - Dianthus caryophyllus (Carnation) (Clove pink)not assigned Glyco_hydro_35	misc.gluco-, galacto- and mannosidases	26_3

CUST_1428_PI404877155	2	0.08633137	-0.901474	-0.13626766	0.0690918	0.008731842	-0.008731842	Contig11546_at	putative enoyl-CoA-hydratase [Oryza sativa (japonica cultivar-group)] gb|AAP54951.1| putative enoyl-CoA-hydratase [Oryza sativa (japonica	NP_922664.1	enoyl-CoA hydratase/isomerase family protein	At4g31810.1	protein putative enoyl-CoA-hydratase	Os10g40540	gi|32490300|emb|CAE04883.1| OSJNBa0042I15.5	lipid metabolism.lipid degradation.beta-oxidation.enoyl CoA hydratase	11_9_4_03

CUST_24711_PI399408534	2	0.15660095	-0.2500124	-0.11704445	0.051605225	-0.05160427	0.092889786	35_6170	"Cluster: Putative SNF2 domain-containing protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative SNF2 domain-containing protein - Oryza sativa (japon"	UniRef90_Q6H7U1	CHR3V7|COORD:20103339..20114785| ATP binding / DNA binding / helicase	AT3G54280.1	CHR02V5|COORD:3313825..3318382|protein TATA-binding protein-associated factor 172, putative, expressed	LOC_Os02g06592.1	no descriptionhighly similar to ( 570)AT3G54280| Symbols:  | ATP binding / DNA binding / helicase | chr3:20103339-20114785 FORWARDweakly similar to ( 131)ISW2_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned HepA SNF2_N HELICc Helicase_C HELICc	RNA.regulation of transcription.Chromatin Remodeling Factors	27_3_44

CUST_122777_PI403524517	2	-0.70491076	0.36722612	0.122373104	-0.11865139	-0.5562711	0.11865139	35_34639	Vrs1 Homeobox transcription factor	0		0	0	0	no description	not assigned.unknown	35_2

CUST_19799_PI399408534	2	0.013637543	-0.013637543	0.117801666	0.10141945	-0.05718136	-0.026433945	35_4136	"Cluster: Similar to stem rust resistance protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Similar to stem rust resistance protein - Oryza sativa (japon"	UniRef90_Q53QA3	CHR4V7|COORD:11383895..11387147| S-locus protein kinase, putative	AT4G21370.1	CHR11V5|COORD:9673120..9666331|protein protein kinase domain containing protein	LOC_Os11g17380.1	 no descriptionvery weakly similar to (50.4)AT4G21370| Symbols:  | S-locus protein kinase, putative | chr4:11383895-11387147 REVERSEnot assigned Pkinase S_TKc S_TKc 	signalling.receptor kinases.S-locus glycoprotein like	30_2_24

CUST_33953_PI399408534	2	0.22178125	-0.3200326	-0.5578332	0.84855604	-0.22178078	1.019454	35_9733	"Cluster: Homeobox domain containing protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Homeobox domain containing protein, expressed - Oryza s"	UniRef90_Q10M28	CHR5V7|COORD:5880578..5882604| homeobox-leucine zipper transcription factor family protein	AT5G17810.1	CHR07V5|COORD:29071350..29073990|protein WUSCHEL-related homeobox 11, putative, expressed	LOC_Os07g48560.1	no descriptionvery weakly similar to (80.9)AT3G03660| Symbols:  | DNA binding / transcription factor | chr3:889522-892169 REVERSE	RNA.regulation of transcription.HB,Homeobox transcription factor family	27_3_22

CUST_134719_PI403524517	2	-0.688221	-0.3102455	-0.01781845	0.01781845	0.077856064	0.13936329	35_37797	"Cluster: Hypothetical protein OJ2056_H01.24; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ2056_H01.24 - Oryza sativa (japonica cultiv"	UniRef90_Q6ZGV4	CHR3V7|COORD:4017888..4018604| similar to Os02g0718000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001047937.1)	AT3G12650.1	CHR02V5|COORD:29794850..29795946|protein expressed protein	LOC_Os02g48680.1	no descriptionvery weakly similar to (81.3)AT3G12650| Symbols:  | similar to Os02g0718000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001047937.1) | chr3:4017888-4018604 REVERSE	not assigned.unknown	35_2

CUST_71135_PI403524517	2	0.05546856	-0.02713871	-0.033786774	-0.023532867	0.24026299	0.023533821	35_20378	"Cluster: Hypothetical protein OSJNBa0058I18.2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0058I18.2 - Oryza sativa (japonica cu"	UniRef90_Q69S52	CHR4V7|COORD:10275928..10278502| leucine-rich repeat family protein / extensin family protein	AT4G18670.1	CHR07V5|COORD:22105972..22108442|protein F-box domain containing protein, expressed	LOC_Os07g36920.1	no descriptionnot assigned not assigned not assigned PRK07764	not assigned.unknown	35_2

CUST_75721_PI403524517	2	0.10392475	-0.45121098	0.028778076	-0.14738846	-0.028778076	0.24703693	35_21706	"Cluster: Os01g0575500 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0575500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JLS4	CHR1V7|COORD:18143087..18152494| SCD1 (STOMATAL CYTOKINESIS-DEFECTIVE 1)	AT1G49040.1	CHR01V5|COORD:22507276..22489943|protein SCD1, putative, expressed	LOC_Os01g39380.3	no descriptionhighly similar to ( 693)AT1G49040| Symbols: SCD1 | SCD1 (STOMATAL CYTOKINESIS-DEFECTIVE 1) | chr1:18145675-18152494 REVERSEvery weakly similar to (65.1)COP1_PEAE3 ubiquitin-protein ligase COP1 - Pisum sativum (Garden pea)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned WD40 COG2319	not assigned.no ontology	35_1

CUST_180933_PI403524517	2	-0.27231216	0.4206524	0.38484383	0.14386463	-0.36012936	-0.14386368	35_50317	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_40967_PI403524517	2	-3.8337708E-4	-0.38114548	-0.20660973	0.24782944	3.824234E-4	0.01315403	35_11779	Rep: PREDICTED: hypothetical protein - Pan troglodytes	UniRef90_UPI0000E21B8F	0	0	CHR04V5|COORD:47959..52365|protein formin Homology 2 Domain containing protein, expressed	LOC_Os04g01070.1	no description	not assigned.unknown	35_2

CUST_179281_PI403524517	2	0.23167992	-0.6840172	-0.22948265	0.02270794	0.117136955	-0.02270794	35_49861	"Cluster: Os08g0484800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os08g0484800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J4W6	CHR5V7|COORD:26095925..26097277| similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:BAD10714.1)	AT5G65250.1	CHR08V5|COORD:23824209..23828119|protein expressed protein	LOC_Os08g37820.1	no descriptionweakly similar to ( 125)AT5G65250| Symbols:  | similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:BAD10714.1) | chr5:26095925-26097277 REVERSE	not assigned.unknown	35_2

CUST_33611_PI403524517	2	0.13727474	0.088186264	0.020838737	-0.16129398	-0.10444164	-0.020838737	35_9687	"Cluster: Hypothetical protein At2g26470; n=2; Arabidopsis thaliana|Rep: Hypothetical protein At2g26470 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_O48714	"CHR2V7|COORD:11266394..11269440| similar to Os06g0470800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001057618.1); similar to hypothetical protein"	AT2G26470.1	CHR06V5|COORD:15647700..15658327|protein expressed protein	LOC_Os06g27650.1	"no descriptionmoderately similar to ( 290)AT2G26470| Symbols:  | similar to Os06g0470800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001057618.1); similar to hypothetical protein GSU0040 [Geobacter sulfurreducens PCA] (GB:NP_951102.1); contains InterPro domain Protein of unknown function DUF159; (InterPro:IPR003738) | chr2:11266394-11269440 REVERSEnot assigned DUF159 COG2135 PRK09951"	not assigned.unknown	35_2

CUST_67505_PI403524517	2	0.38978195	-0.19483376	-0.027797699	0.05823326	-0.121705055	0.027797699	35_19279	"Cluster: Os09g0487600 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0487600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J0Q9	CHR3V7|COORD:21416364..21418065| glycoside hydrolase family 28 protein / polygalacturonase (pectinase) family protein	AT3G57790.1	CHR09V5|COORD:18802436..18800144|protein polygalacturonase, putative, expressed	LOC_Os09g31270.1	no descriptionmoderately similar to ( 364)AT3G57790| Symbols:  | glycoside hydrolase family 28 protein / polygalacturonase (pectinase) family protein | chr3:21416364-21418065 REVERSEPGU1 Glyco_hydro_28	cell wall.degradation.pectate lyases and polygalacturonases	10_6_3

CUST_68568_PI403524517	2	-0.058819294	-0.47957373	-0.2340188	0.05881977	0.06661081	0.21824169	35_19614	"Cluster: Putative PrMC3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative PrMC3 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6YTH5	"CHR3V7|COORD:18048171..18049145| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G48700.1); similar to Esterase/lipase/thioesterase [Medicago"	AT3G48690.1	CHR02V5|COORD:21581898..21583205|protein gibberellin receptor GID1L2, putative, expressed	LOC_Os02g35940.1	"no descriptionweakly similar to ( 142)AT3G48690| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G48700.1); similar to Esterase/lipase/thioesterase [Medicago truncatula] (GB:ABE83378.1); contains InterPro domain Esterase/lipase/thioesterase; (InterPro:IPR000379); contains InterPro domain Alpha/beta hydrolase fold-3; (InterPro:IPR013094) | chr3:18048171-18049145 REVERSEvery weakly similar to (77.4)GID1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Abhydrolase_3 Aes Tymo_45kd_70kd PRK12323 Esterase_lipase Herpes_BLLF1 Atrophin-1 Pneumo_att_G PnbA PRK07003 COesterase HPC2 DUF1509 Rubella_Capsid PRK08853"	not assigned.no ontology	35_1

CUST_15580_PI403524517	2	0.07415247	-0.8840618	0.47554255	-0.07415247	-0.108653545	0.95864534	35_4496	Rep: Cellulose synthase catalytic subunit 10 - Zea mays (Maize)	UniRef90_Q6UDF1	"CHR5V7|COORD:17731940..17736791| CESA4 (CELLULASE SYNTHASE 4); transferase, transferring glycosyl groups"	AT5G44030.1	CHR10V5|COORD:16932562..16937223|protein CESA7 - cellulose synthase, expressed	LOC_Os10g32980.1	" no descriptionhighly similar to ( 658)AT5G44030| Symbols: CESA4, IRX5, NWS2 | CESA4 (CELLULASE SYNTHASE 4); transferase, transferring glycosyl groups | chr5:17731940-17736791 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Cellulose_synt bcsA COG1215 Herpes_BLLF1 PRK07003 PRK12678 "	cell wall.cellulose synthesis.cellulose synthase	10_2_1

CUST_170519_PI403524517	2	-0.23783255	-0.035459995	0.04159069	0.22111368	0.035459995	-0.111503124	35_47498	Rep: ATP synthase subunit alpha - Oryza sativa (Rice)	UniRef90_P12084	CHRCV7|COORD:9938..11461| Encodes the ATPase alpha subunit, which is a subunit of ATP synthase and part of the CF1 portion which catalyzes the conversion of ADP	ATCG00120.1	CHR10V5|COORD:20149879..20148368|protein ATP synthase alpha chain, putative	LOC_Os10g38270.1	 no descriptionmoderately similar to ( 367)ATCG00120| Symbols: ATPA | Encodes the ATPase alpha subunit, which is a subunit of ATP synthase and part of the CF1 portion which catalyzes the conversion of ADP to ATP using the proton motive force. This complex is located in the thylakoid membrane of the chloroplast. | chrC:9938-11461 REVERSEmoderately similar to ( 411)ATPA_WHEATATP synthase subunit alpha - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned atpA PRK09281 AtpA F1_ATPase_alpha PRK07165 ATP-synt_ab FliI PRK09099 PRK04196 ATPase_flagellum-secretory_path_III PRK12597 PRK06936 fliI PRK09280 NtpB AtpD PRK06820 fliI fliI V_A-ATPase_B PRK08149 fliI F1-ATPase_beta PRK05922 fliI PRK06315 PRK07594 fliI fliI atpB ATP-synt_ab_N fliI V_A-ATPase_A NtpA PRK04192 fliI RecA-like_NTPases PRK02118 	PS.lightreaction.ATP synthase	1_1_4

CUST_101199_PI403524517	2	0.35920286	0.26340437	0.14115238	-0.54444313	-0.14115238	-0.47384977	35_28882	"Cluster: Hypothetical protein AT4g39450; n=1; Arabidopsis thaliana|Rep: Hypothetical protein AT4g39450 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9SVB3	"CHR4V7|COORD:18347587..18354695| similar to Os01g0182900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001042222.1); similar to unknown protein [Oryza"	AT4G39450.1	CHR01V5|COORD:4370952..4390885|protein expressed protein	LOC_Os01g08750.2	"no descriptionweakly similar to ( 178)AT4G39450| Symbols:  | similar to Os01g0182900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001042222.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD67785.1); contains domain gb def: Hypothetical protein AT4g39450 (PTHR13650:SF3); contains domain FAMILY NOT NAMED (PTHR13650) | chr4:18347587-18354695 FORWARDnot assigned"	not assigned.unknown	35_2

CUST_15279_PI403524517	2	0.07508755	-0.07508755	0.17741013	-0.4121256	-0.10288811	0.33058262	35_4408	"Cluster: Alanine aminotransferase 2, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Alanine aminotransferase 2, putative, expressed - Ory"	UniRef90_Q338N7	"CHR1V7|COORD:27237299..27240233| ALAAT2 (ALANINE AMINOTRANSFERASE 2); alanine transaminase"	AT1G72330.1	CHR10V5|COORD:12646013..12651092|protein alanine aminotransferase 2, putative, expressed	LOC_Os10g25140.1	"no descriptionhighly similar to ( 593)AT1G17290| Symbols: ALAAT1 | ALAAT1 (ALANINE AMINOTRANSFERAS); alanine transaminase | chr1:5922764-5926086 FORWARDhighly similar to ( 616)ALA2_HORVUAlanine aminotransferase 2 - Hordeum vulgare (Barley)not assigned not assigned not assigned not assigned not assigned COG0436 PRK09265 Aminotran_1_2 PRK08363 PRK06855 PRK05764 PRK07568 PRK07682 PRK06056 PRK06375 PRK05794 PRK07683 PRK07367 PRK07212 PRK08362 PRK08069 PRK06836 PRK06108 ARO8 PRK06507 PRK06107 PRK09276 PRK08443 PRK07550 PRK07337 PRK08361 PRK05942 PRK07681 PRK07778 PRK09148 MalY PRK09082 HisC PRK07309 PRK08960 PRK05957 PRK07777 PRK09147 PRK08636 PRK06220 PRK07310 PRK07865 PRK06207 PRK07543 PRK07324 PRK08175 avtA PRK06348 PRK07366 PRK01688 PRK09275"	amino acid metabolism.synthesis.central amino acid metabolism.alanine.alanine aminotransferase	13_1_1_3_1

CUST_14126_PI404877155	2	-0.12657166	0.15909576	-0.11734772	0.01184845	0.027088165	-0.011849403	Contig7949_s_at	farnesyl-diphosphate farnesyltransferase (EC 2.5.1.21) - maize dbj|BAA22558.1| squalene synthase [Zea mays]	T00489	farnesyl-diphosphate farnesyltransferase 1 / squalene synthase 1 (SQS1)	At4g34640.1	protein squalene synthase	Os03g59040	squalene synthase	lipid metabolism.'exotics' (steroids, squalene etc)	11_8

CUST_55097_PI403524517	2	-0.15313339	0.23621559	0.18474102	-0.043907166	-0.0015506744	0.0015516281	35_15683	"Cluster: Putative polyphosphoinositide binding protein Ssh1p; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative polyphosphoinositide binding protein Ssh"	UniRef90_Q6K407	CHR1V7|COORD:20877557..20879684| SEC14 cytosolic factor (SEC14) / phosphoglyceride transfer protein	AT1G55840.1	CHR09V5|COORD:4354226..4348564|protein SEC14 cytosolic factor, putative, expressed	LOC_Os09g08390.1	 no descriptionmoderately similar to ( 423)AT5G47730| Symbols:  | SEC14 cytosolic factor, putative / polyphosphoinositide-binding protein, putative | chr5:19351818-19353384 REVERSEnot assigned not assigned SEC14 SEC14 CRAL_TRIO CRAL_TRIO_N 	DNA.unspecified	28_99

CUST_104846_PI403524517	2	-0.072297096	0.6269493	0.26786137	0.032893658	-0.1811142	-0.032894135	35_29873	"Cluster: Putative zinc finger transcription factor; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative zinc finger transcription factor - Oryza sativa (j"	UniRef90_Q6L4N4		0	CHR05V5|COORD:5827602..5825356|protein zinc finger C-x8-C-x5-C-x3-H type family protein, expressed	LOC_Os05g10670.1	no description	not assigned.unknown	35_2

CUST_12171_PI404877155	2	0.03854084	-0.57930565	-0.09935284	0.049621582	0.13416004	-0.038539886	Contig5891_at	putative nucleic acid binding protein [Oryza sativa (japonica cultivar-group)] gb|AAP55041.1| putative nucleic acid binding protein [Oryza s	NP_922754.1	KH domain-containing protein	At4g26000.1	protein putative nucleic acid binding protein	Os10g41440	NONE	RNA.regulation of transcription.unclassified	27_3_99

CUST_102337_PI403524517	2	0.046741486	0.21534157	0.084127426	-0.2696209	-0.082164764	-0.046741486	35_29195	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_10211_PI403524517	2	0.0036373138	-0.15975761	0.0016746521	-0.02385521	0.013005257	-0.0016736984	35_2880	"Cluster: Zinc finger protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Zinc finger protein, putative, expressed - Oryza sativa (jap"	UniRef90_Q2R1L5	CHR5V7|COORD:25092771..25094298| zinc finger (C3HC4-type RING finger) family protein	AT5G62460.1	CHR11V5|COORD:22564622..22571501|protein zinc finger protein, putative, expressed	LOC_Os11g38800.2	no descriptionmoderately similar to ( 276)AT3G47550| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr3:17534826-17536263 FORWARDnot assigned RINGv SSM4 zf-C3HC4	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_2560_PI404877155	2	-0.3887024	-0.7790451	0.7096672	0.07015419	0.6478977	-0.07015324	Contig12964_at	CCAAT-binding transcription factor subunit A (CBF-A) (NF-Y protein chain B) (NF-YB) (CAAT-box DNA binding protein subunit	P25209	histone-like transcription factor (CBF/NF-Y) family protein	At2g38880.1	protein Histone-like transcription factor (CBF/NF-Y) and archaeal histone, putative	Os01g61810	NONE	RNA.regulation of transcription.CCAAT box binding factor family, HAP3	27_3_15

CUST_72652_PI403524517	2	-0.022110939	-0.39259052	-0.04686165	0.030805588	0.03992653	0.022109985	35_20825	"Cluster: Putative AtRer1A; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative AtRer1A - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69IX0	CHR4V7|COORD:18264274..18265525| ATRER1A (Arabidopsis thaliana endoplasmic reticulum retrieval protein 1A)	AT4G39220.1	CHR08V5|COORD:12993517..12987358|protein RER1C protein, putative, expressed	LOC_Os08g21760.1	no descriptionmoderately similar to ( 233)AT4G39220| Symbols: ATRER1A | ATRER1A (Arabidopsis thaliana endoplasmic reticulum retrieval protein 1A) | chr4:18264274-18265525 FORWARDnot assigned Rer1 RER1	not assigned.no ontology	35_1

CUST_51680_PI403524517	2	0.0	0.07421112	0.0	0.012022018	-0.06511307	-0.025753021	35_14726	Rep: 60S ribosomal protein L17-2 - Hordeum vulgare (Barley)	UniRef90_P35267	CHR1V7|COORD:9515217..9516712| 60S ribosomal protein L17 (RPL17A)	AT1G27400.1	CHR09V5|COORD:4392872..4389880|protein 60S ribosomal protein L17, putative, expressed	LOC_Os09g08430.1	no descriptionmoderately similar to ( 298)AT1G27400| Symbols:  | 60S ribosomal protein L17 (RPL17A) | chr1:9515217-9516712 FORWARDmoderately similar to ( 341)RL171_HORVU60S ribosomal protein L17-1 - Hordeum vulgare (Barley)not assigned rpl22p Ribosomal_L22 Ribosomal_L22 RplV rplV	protein.synthesis.misc ribososomal protein	29_2_2

CUST_13547_PI404877155	2	0.031303406	-0.004207611	-0.01518631	-0.00790596	0.004207611	0.041064262	Contig7277_at	sucrose-phosphate synthase [Saccharum officinarum]	BAA19242.1	sucrose-phosphate synthase, putative	At5g20280.1	protein sucrose-phosphate synthase	Os02g09170	NONE	major CHO metabolism.synthesis.sucrose.SPS	2_1_1_01

CUST_93269_PI403524517	2	0.36739826	0.6222391	0.24045086	-0.40687466	-0.32077694	-0.24045086	35_26669	"Cluster: Os05g0110700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0110700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DLB7	0	0	CHR05V5|COORD:550556..546763|protein expressed protein	LOC_Os05g02000.1	no description	not assigned.unknown	35_2

CUST_1131_PI404877155	2	-0.026927948	0.73085594	0.021949768	-0.12506485	-0.021949768	0.04971218	Contig11162_at	Phosphatidylinositol 3-kinase, root isoform (PI3-kinase) (PtdIns-3-kinase) (PI3K) (SPI3K-5) pir||T07761 phosphatidylinositol 3-kinase - soyb	P42347	phosphatidylinositol 3-kinase (PI3K)	At1g60490.1	protein phosphatidylinositol 3-kinase, root isoform (ec 2.7.1.137)(pi3-kinase) (ptdins-3-kinase) (	Os05g08810	"PHOSPHATIDYLINOSITOL 3-KINASE;phosphatidylinositol 3-kinase (PI3K), identical to SP:P42339 Phosphatidylinositol 3-kinase (EC 2.7.1.137) (PI3-kinase) (PtdIns-3- kinase) (PI3K) {Arabidopsis thaliana}"	signalling.lipids	30_9

CUST_2206_PI404877155	2	-0.50908756	0.07886124	0.8632784	-0.07886124	0.4894352	-0.5835924	Contig12553_at	probable ABC transporter [imported] - Arabidopsis thaliana gb|AAG50724.1| ABC transporter, putative [Arabidopsis thaliana]	C86441	ABC transporter family protein	At1g31770.1	protein ABC transporter protein, putative	Os11g07600	ABC transporter family protein, similar to breast cancer resistance protein GB:AAC97367 from (Homo sapiens)	transport.ABC transporters and multidrug resistance systems	34_16

CUST_3793_PI403524517	2	0.72685623	-1.5452962	-0.17777824	0.7774277	0.17777777	-0.27470207	35_1038	"Cluster: Protoporphyrin IX Mg-chelatase subunit precursor; n=2; Hordeum vulgare|Rep: Protoporphyrin IX Mg-chelatase subunit precursor - Hordeum vulgare (Barley)"	UniRef90_Q40001	CHR5V7|COORD:4387570..4392085| GUN5 (GENOMES UNCOUPLED 5)	AT5G13630.1	CHR03V5|COORD:11691002..11698420|protein Mg-chelatase subunit XANTHA-F, putative, expressed	LOC_Os03g20700.2	 no descriptionnearly identical (2274)AT5G13630| Symbols: CCH, CHLH, CCH1, GUN5 | GUN5 (GENOMES UNCOUPLED 5) | chr5:4387923-4392085 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12493 CobN-Mg_chel CobN cobN cobN Herpes_BLLF1 PRK07003 DUF566 KAR9 APC_basic AF-4 SerH Tymo_45kd_70kd PRK12678 DUF1509 	tetrapyrrole synthesis.magnesium chelatase	19_10

CUST_12926_PI404877155	2	-0.20914745	0.21163559	-0.10438347	0.014083862	0.4015007	-0.014083862	Contig6636_at	ethylene-responsive element binding factor 3 [Oryza sativa (japonica cultivar-group)] dbj|BAB89900.1| ethylene responsive element binding fa	NP_915797.1	ethylene-responsive element-binding factor 4 (ERF4)	At3g15210.1	protein AP2 domain, putative	Os05g41780	ethylene responsive element binding factor3	RNA.regulation of transcription.AP2/EREBP, APETALA2/Ethylene-responsive element binding protein family	27_3_03

CUST_137204_PI403524517	2	0.049198627	1.3950992	0.33338642	-0.082942486	-0.1509552	-0.049198627	35_38476	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_35747_PI403524517	2	-0.0047221184	-0.7221894	-0.44403505	0.03978014	0.0047221184	0.2500925	35_10307	"Cluster: Os04g0612100 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os04g0612100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JA80	"CHR1V7|COORD:29902798..29904160| similar to leucine-rich repeat family protein / extensin family protein [Arabidopsis thaliana] (TAIR:AT4G18670.1);"	AT1G79480.1	CHR06V5|COORD:27473452..27472218|protein glucan endo-1,3-beta-glucosidase precursor, putative	LOC_Os06g45450.1	" no descriptionweakly similar to ( 136)AT1G79480| Symbols:  | similar to leucine-rich repeat family protein / extensin family protein [Arabidopsis thaliana] (TAIR:AT4G18670.1); similar to putative membrane protein [Emiliania huxleyi virus 86] (GB:YP_294122.1); contains InterPro domain X8; (InterPro:IPR012946) | chr1:29902798-29904160 REVERSEvery weakly similar to (90.1)E13B_WHEATGlucan endo-1,3-beta-glucosidase precursor - Triticum aestivum (Wheat)X8 "	misc.beta 1,3 glucan hydrolases	26_4

CUST_1821_PI403524517	2	0.08503437	-0.57908154	-0.19933128	0.12576962	0.057003975	-0.057003975	35_483	"Cluster: Elongation factor 2; n=17; Magnoliophyta|Rep: Elongation factor 2 - Beta vulgaris (Sugar beet)"	UniRef90_O23755	"CHR1V7|COORD:20971910..20974742| LOS1 (Low expression of osmotically responsive genes 1); translation elongation factor/ translation factor, nucleic acid bindin"	AT1G56070.1	CHR02V5|COORD:18911065..18916199|protein elongation factor 2, putative, expressed	LOC_Os02g32030.1	" no descriptionnearly identical (1519)AT1G56070| Symbols: AT1G56075.1, LOS1 | LOS1 (Low expression of osmotically responsive genes 1); translation elongation factor/ translation factor, nucleic acid binding | chr1:20971910-20974742 REVERSEnearly identical (1503)EF2_BETVUElongation factor 2 - Beta vulgaris (Sugar beet)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned FusA PRK07560 EF2 aeEF2_snRNP_like_IV EF2_IV_snRNP Snu114p GTP_EFTU PRK12740 GTP_translation_factor PRK12739 eEF2_snRNP_like_C EFG_IV TypA_BipA PRK05433 LepA eEF2_snRNP_like_II LepA TypA EF-G PRK00007 eEF2_C_snRNP TetM_like EFG_C PRK10218 Elongation_Factor_C EF-G_bact RF3 PrfC eEF2_II_snRNP prfC PRK12317 SelB_euk EFG_mtEFG_C SelB TufB IF2_eIF5B SelB EF1_alpha TEF1 infB EF_Tu PRK04000 PRK12736 InfB CysN_ATPS tufA GCD11 PRK12735 PRK04004 eIF2_gamma EFG_like_IV PRK10512 PRK00049 infB mtEFG1_C "	protein.synthesis.elongation	29_2_4

CUST_51530_PI403524517	2	-0.12120628	-0.9385948	0.5693855	0.12120628	0.47452545	-0.5244055	35_14685	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_18715_PI403524517	2	-0.11467171	0.32127857	-0.07012272	0.07012367	-0.22164536	0.12769985	35_5412	"Cluster: Os04g0402300 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os04g0402300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JDI0	CHR3V7|COORD:361375..363139| OTU-like cysteine protease family protein	AT3G02070.1	CHR04V5|COORD:19745742..19750170|protein cysteine-type peptidase, putative, expressed	LOC_Os04g32970.1	no descriptionmoderately similar to ( 311)AT3G02070| Symbols:  | OTU-like cysteine protease family protein | chr3:361375-363139 FORWARDnot assigned OTU	protein.degradation.cysteine protease	29_5_3

CUST_7598_PI403524517	2	-0.13317776	-0.6907196	-0.087433815	0.18874359	0.15187836	0.087433815	35_2116	Rep: Putative enoyl-CoA-hydratase - Oryza sativa (Rice)	UniRef90_Q9AYM2	CHR2V7|COORD:13060854..13063392| catalytic	AT2G30650.1	CHR10V5|COORD:22404851..22400399|protein enoyl-CoA-hydratase, putative, expressed	LOC_Os10g42210.1	no descriptionweakly similar to ( 143)AT2G30650| Symbols:  | catalytic | chr2:13060854-13063392 REVERSEnot assigned PRK06028 PRK06493 PRK07828 PRK06952 PRK07759	amino acid metabolism.degradation.aspartate family.lysine	13_2_3_5

CUST_10896_PI399408534	2	-0.10288811	0.3033619	0.013746262	-0.013747215	0.14190292	-0.023718834	35_50085	"Cluster: Putative anthocyanidin synthase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative anthocyanidin synthase - Oryza sativa (japonica cultivar-gro"	UniRef90_Q9XIW9	CHR4V7|COORD:9226315..9227252| oxidoreductase, 2OG-Fe(II) oxygenase family protein	AT4G16330.1	CHR06V5|COORD:3144467..3146619|protein flavonol synthase/flavanone 3-hydroxylase, putative, expressed	LOC_Os06g06720.1	 no descriptionweakly similar to ( 130)AT4G16330| Symbols:  | oxidoreductase, 2OG-Fe(II) oxygenase family protein | chr4:9226315-9227252 REVERSEvery weakly similar to (73.6)FLS_PETHYFlavonol synthase/flavanone 3-hydroxylase - Petunia hybrida (Petunia)not assigned PcbC 2OG-FeII_Oxy 	hormone metabolism.ethylene.synthesis-degradation	17_5_1

CUST_12131_PI403524517	2	0.21225643	0.03433895	0.01458931	-0.014590263	-0.019002914	-0.048164368	35_3454	"Cluster: Putative CYP10L; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative CYP10L - Oryza sativa (japonica cultivar-group)"	UniRef90_Q9SNN7	CHR1V7|COORD:323082..324719| peptidyl-prolyl cis-trans isomerase cyclophilin-type family protein	AT1G01940.1	CHR06V5|COORD:1634099..1635030|protein peptidyl-prolyl cis-trans isomerase-like 3, putative, expressed	LOC_Os06g04000.1	no descriptionmoderately similar to ( 269)AT1G01940| Symbols:  | peptidyl-prolyl cis-trans isomerase cyclophilin-type family protein | chr1:323082-324719 FORWARDweakly similar to ( 104)CYPH_CATROPeptidyl-prolyl cis-trans isomerase - Catharanthus roseus (Rosy periwinkle) (Madagascar periwinkle)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Cyclophilin_PPIL3_like cyclophilin_RING cyclophilin cyclophilin_WD40 PpiB cyclophilin_SpCYP2_like Pro_isomerase cyclophilin_CeCYP16-like cyclophilin_ABH_like cyclophilin_RRM PRK10791 cyclophilin_EcCYP_like PRK10903 cyclophilin_TLP40_like PRK07764 APC_basic PRK07003 PRK10856	cell.cycle.peptidylprolyl isomerase	31_3_1

CUST_16090_PI404877155	2	0.009187698	-0.5348902	0.030737877	-0.06562424	0.093058586	-0.009186745	Contig9961_at	AP2-containing protein [Triticum aestivum]	AAL01124.1	DRE-binding protein (DREB2A)	At5g05410.1	protein DREB1	Os01g07120	AP2-containing protein/DREB2A (dbj|BAA33794.1)	RNA.regulation of transcription.AP2/EREBP, APETALA2/Ethylene-responsive element binding protein family	27_3_03

CUST_31055_PI403524517	2	0.083800316	0.26113987	0.051283836	-0.2722578	-0.085826874	-0.051283836	35_8962	"Cluster: Os09g0570300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os09g0570300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IZG6	CHR4V7|COORD:6945122..6947181| short-chain dehydrogenase/reductase (SDR) family protein	AT4G11410.1	CHR09V5|COORD:22762384..22766487|protein retinol dehydrogenase 14, putative, expressed	LOC_Os09g39670.1	no descriptionweakly similar to ( 193)AT4G11410| Symbols:  | short-chain dehydrogenase/reductase (SDR) family protein | chr4:6945122-6947181 REVERSEnot assigned PRK06196 PRK06197 PRK05854 PRK07453	misc.short chain dehydrogenase/reductase (SDR)	26_22

CUST_31870_PI399408534	2	0.35712004	0.18397808	-0.05226803	0.05226803	-0.5497613	-0.151083	35_19377	Rep: PISTILLATA-like MADS box protein - Triticum aestivum (Wheat)	UniRef90_Q76DP9	"CHR5V7|COORD:6829205..6831210| PI (PISTILLATA); DNA binding / transcription factor"	AT5G20240.1	CHR05V5|COORD:20676260..20679476|protein MADS-box transcription factor 4, putative, expressed	LOC_Os05g34940.2	"no descriptionmoderately similar to ( 217)AT5G20240| Symbols: PI | PI (PISTILLATA); DNA binding / transcription factor | chr5:6829205-6831210 FORWARDmoderately similar to ( 361)MADS4_ORYSAnot assigned not assigned not assigned MADS_MEF2_like MADS MADS K-box MADS_SRF_like SRF-TF ARG80 PRK12678"	RNA.regulation of transcription.MADS box transcription factor family	27_3_24

CUST_25786_PI403524517	2	0.06966686	-0.08980465	0.061990738	-0.1813116	0.22196674	-0.061990738	35_7476	"Cluster: Hypothetical protein OSJNBa0009L15.2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0009L15.2 - Oryza sativa (japonica cu"	UniRef90_Q6L483	"CHR4V7|COORD:9094436..9096159| similar to Os05g0358400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001055302.1); similar to hypothetical protein"	AT4G16060.1	CHR05V5|COORD:16933659..16937323|protein expressed protein	LOC_Os05g29020.1	"no descriptionweakly similar to ( 161)AT4G16060| Symbols:  | similar to Os05g0358400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001055302.1); similar to hypothetical protein MED92_03118 [Oceanospirillum sp. MED92] (GB:ZP_01165985.1) | chr4:9094436-9096159 FORWARD"	not assigned.unknown	35_2

CUST_52685_PI403524517	2	0.086997986	0.1623087	0.14741564	-0.09006739	-0.10766888	-0.08699846	35_15009	"Cluster: Vacuolar ATP synthase subunit B isoform 2; n=3; Magnoliophyta|Rep: Vacuolar ATP synthase subunit B isoform 2 - Hordeum vulgare (Barley)"	UniRef90_Q40079	CHR4|COORD:18010315..18015124| similar to vacuolar ATP synthase subunit B / V-ATPase B subunit / vacuolar proton pump B subunit / V-ATPase 57 kDa subunit [Arabi	AT4G38510.4	CHR06V5|COORD:21967779..21962111|protein vacuolar ATP synthase subunit B isoform 1, putative, expressed	LOC_Os06g37180.1	" no descriptionhighly similar to ( 914)AT4G38510| Symbols:  | (VACUOLAR ATP SYNTHASE SUBUNIT B2); hydrogen ion transporting ATP synthase, rotational mechanism | chr4:18011149-18014783 REVERSEhighly similar to ( 966)VATB1_HORVUVacuolar ATP synthase subunit B 1 - Hordeum vulgare (Barley)not assigned not assigned not assigned NtpB PRK04196 V_A-ATPase_B PRK02118 ATP-synt_ab FliI AtpA ATPase_flagellum-secretory_path_III PRK06936 PRK12597 AtpD PRK09099 PRK09281 fliI PRK09280 fliI fliI F1_ATPase_alpha F1-ATPase_beta fliI PRK08149 atpA PRK06315 PRK06820 fliI fliI PRK07594 atpB fliI fliI NtpA PRK04192 fliI PRK07165 PRK05922 V_A-ATPase_A RecA-like_NTPases ATP-synt_ab_C ATP-synt_ab_N "	PS.lightreaction.ATP synthase	1_1_4

CUST_59284_PI403524517	2	0.013957024	-0.041204453	0.6392212	-0.16361141	0.10554886	-0.01395607	35_16906	Rep: B0103C08-B0602B01.3 protein - Oryza sativa (Rice)	UniRef90_Q01HA0	CHR1V7|COORD:262950..266029| acyl-CoA thioesterase family protein	AT1G01710.1	CHR04V5|COORD:27765030..27771470|protein acyl-CoA thioesterase/ cyclic nucleotide binding protein, putative, expressed	LOC_Os04g47120.1	no descriptionweakly similar to ( 161)AT1G01710| Symbols:  | acyl-CoA thioesterase family protein | chr1:262950-266029 FORWARDnot assigned CAP_ED TesB cNMP_binding	lipid metabolism.lipid degradation.beta-oxidation.acyl-CoA thioesterase	11_9_4_5

CUST_153687_PI403524517	2	-0.024216652	-0.07391453	-0.054159164	0.024216652	0.06477833	0.14642334	35_42953	Rep: Hypothetical protein DKFZp459N037 - Pongo pygmaeus (Orangutan)	UniRef90_Q5RB50	CHR4V7|COORD:7758606..7760888| leucine-rich repeat family protein / extensin family protein	AT4G13340.1	CHR09V5|COORD:11335336..11331584|protein transposon protein, putative, CACTA, En/Spm sub-class	LOC_Os09g18490.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_14741_PI403524517	2	-0.10024738	-0.08786106	0.41767693	0.15511227	-0.18101025	0.08786106	35_4242	"Cluster: NBS-LRR disease resistance protein homologue; n=1; Hordeum vulgare|Rep: NBS-LRR disease resistance protein homologue - Hordeum vulgare (Barley)"	UniRef90_Q84KC8	CHR3V7|COORD:16057318..16060655| disease resistance protein (TIR-NBS-LRR class), putative	AT3G44400.1	CHR06V5|COORD:29923542..29916714|protein NBS-LRR disease resistance protein, putative, expressed	LOC_Os06g49380.6	 no descriptionvery weakly similar to (68.6)AT3G44400| Symbols:  | disease resistance protein (TIR-NBS-LRR class), putative | chr3:16057318-16060655 REVERSE	stress.biotic	20_1

CUST_146608_PI403524517	2	0.02281475	0.298357	-0.0027542114	-0.35426807	-0.17756939	0.0027542114	35_41038	Rep: H0305E08.1 protein - Oryza sativa (Rice)	UniRef90_Q01IL0	CHR3V7|COORD:4014462..4017682| RNA binding / nucleic acid binding	AT3G12640.1	CHR04V5|COORD:23396959..23404803|protein RNA recognition motif family protein, expressed	LOC_Os04g39629.1	no descriptionvery weakly similar to (61.2)AT3G12640| Symbols:  | RNA binding / nucleic acid binding | chr3:4014462-4017682 FORWARD	not assigned.no ontology	35_1

CUST_154603_PI403524517	2	0.3751526	0.0020594597	0.0796895	-0.0020589828	-0.21566057	-0.29997253	35_43198	"Cluster: Hypothetical protein P0461D06.4; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0461D06.4 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6H4M6	"CHR3V7|COORD:2633952..2636542| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G40070.1); similar to Os01g0819000 [Oryza sativa (japonica"	AT3G08670.1	CHR02V5|COORD:18820281..18818690|protein expressed protein	LOC_Os02g31867.1	no description	not assigned.unknown	35_2

CUST_101504_PI403524517	2	-0.08417511	0.6362128	0.08417559	-0.43677568	0.20387411	-0.16835117	35_28966	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_4823_PI403524517	2	0.018338203	0.6239109	0.010192871	-0.010192871	-0.060920715	-0.020151138	35_1331	"Cluster: Signal recognition particle protein, putative; n=1; Oryza sativa (japonica cultivar-group)|Rep: Signal recognition particle protein, putative - Oryza s"	UniRef90_Q53QG1	0	0	CHR11V5|COORD:2513385..2517849|protein signal recognition particle 54 kDa protein, chloroplast precursor, putative, expressed	LOC_Os11g05556.2	no description	not assigned.unknown	35_2

CUST_76129_PI403524517	2	-0.17999268	-0.0025196075	0.21257687	-0.00630188	0.0025196075	0.057600975	35_21825	"Cluster: 3-phosphoinositide-dependent protein kinase-1-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: 3-phosphoinositide-dependent protein kinase-1-like"	UniRef90_Q5Z824	CHR3V7|COORD:3304351..3306311| 3-phosphoinositide-dependent protein kinase-1, putative	AT3G10572.1	CHR06V5|COORD:29669437..29672510|protein 3-phosphoinositide-dependent protein kinase-1, putative, expressed	LOC_Os06g48970.2	 no descriptionvery weakly similar to (55.1)AT3G10572| Symbols:  | 3-phosphoinositide-dependent protein kinase-1, putative | chr3:3304351-3306311 FORWARD	protein.postranslational modification	29_4

CUST_10805_PI404877155	2	-0.029748917	0.4577961	0.093896866	-0.10123253	-0.008975029	0.008974075	Contig4559_s_at	basic helix-loop-helix (bHLH) family protein [Arabidopsis thaliana]	NP_680385.1	basic helix-loop-helix (bHLH) family protein	At5g43175.1	protein hypothetical protein	Os03g10770	putative Rab5-interacting protein - like	RNA.regulation of transcription.bHLH,Basic Helix-Loop-Helix family	27_3_06

CUST_71842_PI403524517	2	-0.026106358	-0.10464287	0.099013805	-0.32594442	0.56055546	0.026106358	35_20596	"Cluster: Class III peroxidase 39 precursor; n=1; Oryza sativa (japonica cultivar-group)|Rep: Class III peroxidase 39 precursor - Oryza sativa (japonica cultivar"	UniRef90_Q5U1Q4	CHR5V7|COORD:2077568..2078858| peroxidase, putative	AT5G06720.1	CHR03V5|COORD:7106242..7103982|protein peroxidase 53 precursor, putative, expressed	LOC_Os03g13200.1	 no descriptionweakly similar to ( 141)AT5G06720| Symbols:  | peroxidase, putative | chr5:2077568-2078858 REVERSEweakly similar to ( 130)PER2_CUCSAPeroxidase 2 - Cucumis sativus (Cucumber)secretory_peroxidase plant_peroxidase peroxidase 	misc.peroxidases	26_12

CUST_3816_PI403524517	2	-0.07640171	0.040040016	0.011569023	-0.011569023	0.23233128	-0.15703964	35_1043	"Cluster: Putative nucleoside diphosphate kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative nucleoside diphosphate kinase - Oryza sativa (japonic"	UniRef90_Q5TKF4	"CHR4V7|COORD:6732776..6734294| NDPK3 (NUCLEOSIDE DIPHOSPHATE KINASE 3); ATP binding / nucleoside diphosphate kinase"	AT4G11010.1	CHR05V5|COORD:29580259..29577182|protein nucleoside diphosphate kinase 4, chloroplast precursor, putative, expressed	LOC_Os05g51700.1	" no descriptionmoderately similar to ( 229)AT4G11010| Symbols: NDPK3 | NDPK3 (NUCLEOSIDE DIPHOSPHATE KINASE 3); ATP binding / nucleoside diphosphate kinase | chr4:6732776-6734294 REVERSEmoderately similar to ( 228)NDK4_SPIOLNucleoside diphosphate kinase 4, chloroplast precursor - Spinacia oleracea (Spinach)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned NDPk_I NDK NDK Ndk ndk NDPk NDPk7A Extensin_2 NDPk6 NDPk_TX PRK07764 Atrophin-1 PRK05648 Drf_FH1 TT_ORF1 PRK12323 DUF1421 NDPk7B NDPk5 FAP GRASP55_65 Herpes_BLLF1 tatB DUF605 PRK07003 PRK09111 Tymo_45kd_70kd "	nucleotide metabolism.phosphotransfer and pyrophosphatases.nucleoside diphosphate kinase	23_4_10

CUST_17996_PI399408534	2	-0.03539753	0.4206562	0.06352615	-0.1652708	-0.017128944	0.017128944	35_3749	Rep: CaM-binding transcription factor - Oryza sativa (Rice)	UniRef90_Q2WEL1	CHR3V7|COORD:5781965..5785991| calmodulin-binding protein	AT3G16940.1	CHR07V5|COORD:18216446..18203582|protein calmodulin-binding transcription activator 5, putative, expressed	LOC_Os07g30774.1	no descriptionmoderately similar to ( 323)AT3G16940| Symbols:  | calmodulin-binding protein | chr3:5781965-5785991 FORWARDnot assigned not assigned not assigned not assigned not assigned ANK Arp	RNA.regulation of transcription.AtSR Transcription Factor family	27_3_39

CUST_1041_PI404877155	2	0.10387993	0.73633575	0.17141867	-0.10387945	-0.24751091	-0.31840706	Contig11057_at	PAPA-1-like family protein / zinc finger (HIT type) family protein [Arabidopsis thaliana]	NP_973707.1	PAPA-1-like family protein / zinc finger (HIT type) family protein	At2g47350.1	protein PAPA-1-like conserved region, putative	Os12g37430	"2.1_cys4-zincfinger   T01334 RXR-beta;"	RNA.regulation of transcription.unclassified	27_3_99

CUST_139032_PI403524517	2	0.31515884	-0.23443413	0.048146248	-0.048145294	0.06326008	-0.13427925	35_38996	"Cluster: Putative mitochondrial energy transfer protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative mitochondrial energy transfer protein - Oryza"	UniRef90_Q69XJ8	CHR1V7|COORD:22496859..22500684| proline-rich family protein	AT1G61080.1	CHR06V5|COORD:23826299..23822464|protein protein brittle-1, chloroplast precursor, putative, expressed	LOC_Os06g40050.2	no description	not assigned.unknown	35_2

CUST_40148_PI403524517	2	0.15026665	0.0040388107	-0.0040388107	0.020794868	-0.35003853	-0.09291649	35_11545	"Cluster: Preprotein translocase subunit secA, chloroplast precursor; n=1; Spinacia oleracea|Rep: Preprotein translocase subunit secA, chloroplast precursor - Sp"	UniRef90_Q36795	CHR4V7|COORD:770926..776131| preprotein translocase secA subunit, putative	AT4G01800.1	CHR01V5|COORD:12230694..12217743|protein preprotein translocase secA subunit, chloroplast precursor, putative, expressed	LOC_Os01g21820.1	 no descriptionmoderately similar to ( 490)AT4G01800| Symbols:  | preprotein translocase secA subunit, putative | chr4:770926-776131 REVERSEmoderately similar to ( 495)SECA_SPIOLProtein translocase subunit secA, chloroplast precursor - Spinacia oleracea (Spinach)secA secA PRK12904 secA secA secA SecA PRK09200 secA secA secA secA PRK12326 SecA_DEAD 	protein.targeting.chloroplast	29_3_3

CUST_67967_PI403524517	2	0.047481537	-0.09451008	-0.12738514	-0.004057884	0.050704956	0.004057884	35_19418	"Cluster: Hypothetical protein P0410E02.4; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0410E02.4 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6ZAE1	"CHR1V7|COORD:5997925..5998269| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G72630.1); similar to Os11g0621500 [Oryza sativa (japonica"	AT1G17455.1	CHR08V5|COORD:16855631..16858524|protein EARLY flowering 4 protein, putative, expressed	LOC_Os08g27860.1	"no descriptionvery weakly similar to (75.1)AT1G17455| Symbols: ELF4-L4 | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G72630.1); similar to Os11g0621500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001068300.1); similar to hypothetical protein [Oryza sativa] (GB:AAD27669.1); contains InterPro domain Protein of unknown function DUF1313; (InterPro:IPR009741) | chr1:5997925-5998269 FORWARDnot assigned not assigned DUF1313"	not assigned.unknown	35_2

CUST_129676_PI403524517	2	0.19161129	0.25269032	-0.0074477196	0.0074472427	-0.27842855	-0.18640375	35_36425	"Cluster: PREDICTED: hypothetical protein; n=1; Rattus norvegicus|Rep: PREDICTED: hypothetical protein - Rattus norvegicus"	UniRef90_UPI0000DA22F0		0	CHR01V5|COORD:28112546..28113059|protein conserved hypothetical protein	LOC_Os01g48470.1	no description	not assigned.unknown	35_2

CUST_44212_PI403524517	2	0.028934479	-0.31240177	0.0075979233	-0.0075969696	0.1864605	-0.22141743	35_12685	"Cluster: Origin recognition complex3; n=2; Oryza sativa (japonica cultivar-group)|Rep: Origin recognition complex3 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q852Q8	"CHR5V7|COORD:5474413..5479881| ATORC3/ORC3 (Origin recognition complex protein 3); protein binding"	AT5G16690.1	CHR10V5|COORD:13275002..13269695|protein origin recognition complex subunit 3, putative	LOC_Os10g26280.1	" no descriptionmoderately similar to ( 327)AT5G16690| Symbols: ORC3, ATORC3 | ATORC3/ORC3 (Origin recognition complex protein 3); protein binding | chr5:5474413-5479881 FORWARDnot assigned ORC3_N "	not assigned.no ontology	35_1

CUST_18354_PI404877155	2	0.0065631866	-0.38398933	-0.006562233	0.011058807	-0.0075922012	0.02715969	HVSMEg0013I19r2_s_at	RNA-binding protein, putative [Arabidopsis thaliana] pir||F86452 protein F6N18.17 [imported] - Arabidopsis thaliana gb|AAF25974.1| F6N18.17	NP_174556.1	RNA-binding protein, putative	At1g32790.1	protein Similar to probable RNA-binding protein, 40942-42923 [imported] - Arabidopsis thaliana	Os06g35030	RNA-binding protein/0.2_HMGI_Y T01851	RNA.RNA binding	27_4

CUST_14609_PI403524517	2	0.15832138	0.054165363	-0.1685524	-0.054164886	-0.26038742	0.11037731	35_4205	"Cluster: Glycerol-3-phosphate acyltransferase; n=1; Elaeis guineensis|Rep: Glycerol-3-phosphate acyltransferase - Elaeis guineensis var. tenera (Oil palm)"	UniRef90_Q9M4V1	CHR1|COORD:11602064..11605040| glycerol-3-phosphate acyltransferase, chloroplast (ATS1), identical to SP:Q43307:PLSB_ARATH Glycerol-3-phosphate	AT1G32200.2	CHR10V5|COORD:22715003..22721050|protein glycerol-3-phosphate acyltransferase, chloroplast precursor, putative, expressed	LOC_Os10g42720.1	 no descriptionmoderately similar to ( 213)AT1G32200| Symbols: ACT1, ATS1 | ATS1 (ACYLTRANSFERASE 1) | chr1:11602203-11604981 REVERSEmoderately similar to ( 213)PLSB_SPIOLGlycerol-3-phosphate acyltransferase, chloroplast precursor - Spinacia oleracea (Spinach)	lipid metabolism.Phospholipid synthesis	11_3

CUST_58305_PI403524517	2	0.052574158	0.14188099	0.02457714	-0.024578094	-0.15221786	-0.21195889	35_16629	"Cluster: Heterogeneous nuclear ribonucleoprotein A2/B1-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Heterogeneous nuclear ribonucleoprotein A2/B1-like"	UniRef90_Q5ZDX8	"CHR3|COORD:5052738..5054949| RNA recognition motif (RRM)-containing protein, similar to UBP1 interacting protein 1a (Arabidopsis thaliana) GI:19574236; contains"	AT3G15010.2	CHR01V5|COORD:24699004..24695572|protein heterogeneous nuclear ribonucleoprotein A3 homolog 2, putative, expressed	LOC_Os01g42820.2	 no descriptionmoderately similar to ( 222)AT3G15010| Symbols:  | RNA recognition motif (RRM)-containing protein | chr3:5052851-5054065 FORWARDvery weakly similar to (65.5)GRPA_MAIZEGlycine-rich RNA-binding, abscisic acid-inducible protein - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Drf_FH1 COG0724 RRM RRM_1 Atrophin-1 Extensin_2 DUF1421 PRK07003 TT_ORF1 PRK12323 Herpes_BLLF1 Tymo_45kd_70kd PRK05648 PRK07764 PRK12678 	RNA.RNA binding	27_4

CUST_10702_PI403524517	2	0.03708744	-0.13553333	-0.11955166	0.21028996	0.03168297	-0.03168297	35_3022	"Cluster: Hypothetical protein OSJNBa0007M04.37; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0007M04.37 - Oryza sativa (japonica"	UniRef90_Q6Z552	"CHR4V7|COORD:17873703..17874373| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G65480.1); similar to unknown [Lycopersicon esculentum]"	AT4G38060.2	CHR08V5|COORD:19671297..19675962|protein expressed protein	LOC_Os08g31940.1	"no descriptionvery weakly similar to (65.5)AT4G38060| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G65480.1); similar to unknown [Lycopersicon esculentum] (GB:AAK84476.1) | chr4:17873996-17874373 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned"	not assigned.unknown	35_2

CUST_13961_PI404877155	2	-0.11421776	0.1421156	-0.23884296	0.11421776	0.26732254	-0.2531376	Contig7711_s_at	putative nitrate transporter [Oryza sativa (japonica cultivar-group)]	BAC99394.1	nitrate/chlorate transporter (NRT1.1) (CHL1)	At1g12110.1	protein nitrate transporter	Os08g05910	nitrate transporter	transport.nitrate	34_4

CUST_158633_PI403524517	2	0.6675682	0.4748788	-0.16733265	0.14559603	-0.8670645	-0.14559603	35_44283	Rep: H0215A08.3 protein - Oryza sativa (Rice)	UniRef90_Q01N39	"CHR1V7|COORD:15435017..15437115| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G43760.1); similar to putative AP endonuclease/reverse"	AT1G40390.1	CHR06V5|COORD:28376095..28381491|protein retrotransposon protein, putative, unclassified	LOC_Os06g46720.1	no descriptionExo_endo_phos	not assigned.unknown	35_2

CUST_86477_PI403524517	2	-0.0998497	0.34647846	0.070941925	-0.049218178	-0.08763504	0.04921913	35_24766	Rep: Tubulin folding cofactor E - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q8L405	"CHR1V7|COORD:26924933..26928035| PFI (PFIFFERLING); protein binding"	AT1G71440.1	0	0	" no descriptionweakly similar to ( 142)AT1G71440| Symbols: TFC E, PFI | PFI (PFIFFERLING); protein binding | chr1:26924933-26928035 REVERSE"	cell.organisation	31_1

CUST_35188_PI403524517	2	0.066511154	0.0019454956	-0.14325333	-0.0019454956	-0.012331009	0.112215996	35_10144	"Cluster: Hypothetical protein OSJNBb0091N21.50; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0091N21.50 - Oryza sativa (japonica"	UniRef90_Q8L4S9	"CHR3V7|COORD:22441221..22442720| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G45260.1); similar to expressed protein [Oryza sativa (japonica"	AT3G60680.1	CHR10V5|COORD:19132688..19134422|protein expressed protein	LOC_Os10g36400.1	" no descriptionweakly similar to ( 149)AT3G60680| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G45260.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABB47396.1); similar to Os10g0508100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001065020.1); contains InterPro domain Protein of unknown function DUF641, plant; (InterPro:IPR006943) | chr3:22441221-22442720 FORWARD"	not assigned.unknown	35_2

CUST_34058_PI399408534	2	-0.015166283	-0.17677784	0.12409115	0.015167236	0.11384106	-0.44101143	35_14402	Rep: SAR DNA binding protein - Oryza sativa (Rice)	UniRef90_O80401	CHR5V7|COORD:9541290..9543687| SAR DNA-binding protein, putative	AT5G27120.1	CHR03V5|COORD:13116327..13112402|protein nucleolar protein NOP5, putative, expressed	LOC_Os03g22740.1	 no descriptionmoderately similar to ( 350)AT5G27120| Symbols:  | SAR DNA-binding protein, putative | chr5:9541290-9543687 FORWARDnot assigned not assigned not assigned SIK1 NOSIC NOP5NT 	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_173932_PI403524517	2	0.070547104	-0.33345747	-0.070547104	-0.15183687	0.4021988	0.34773445	35_48430	"Cluster: Hypothetical protein P0011D01.8; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0011D01.8 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q5NBM2	CHR2V7|COORD:17130466..17132700| PQ-loop repeat family protein / transmembrane family protein	AT2G41050.1	CHR01V5|COORD:9137232..9130321|protein PQ loop repeat family protein, expressed	LOC_Os01g16170.5	no descriptionvery weakly similar to (80.1)AT2G41050| Symbols:  | PQ-loop repeat family protein / transmembrane family protein | chr2:17130466-17132700 REVERSEnot assigned PQ-loop	not assigned.no ontology	35_1

CUST_159303_PI403524517	2	-0.13389826	-0.052686214	0.052685738	-0.33598804	0.27078915	0.50695896	35_44464	Rep: B0616E02-H0507E05.2 protein - Oryza sativa (Rice)	UniRef90_Q01HX0	"CHR2V7|COORD:19273948..19275203| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G18180.1); similar to B0616E02-H0507E05.2 [Oryza sativa (indica"	AT2G46890.1	CHR04V5|COORD:344567..346003|protein membrane protein, putative, expressed	LOC_Os04g01510.2	" no descriptionmoderately similar to ( 252)AT2G46890| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G18180.1); similar to B0616E02-H0507E05.2 [Oryza sativa (indica cultivar-group)] (GB:CAH67826.1); contains InterPro domain Protein of unknown function DUF1295; (InterPro:IPR010721); contains InterPro domain 3-oxo-5-alpha-steroid 4-dehydrogenase, C-terminal; (InterPro:IPR001104) | chr2:19273948-19275203 REVERSEnot assigned DUF1295 COG3752 "	not assigned.unknown	35_2

CUST_140246_PI403524517	2	0.3157482	0.12020159	-0.12020111	-0.70355463	-1.1585541	0.2629738	35_39328	Rep: Translation initiation factor 3 - Oryza sativa (Rice)	UniRef90_Q70Z43	CHR4V7|COORD:6947829..6952048| EIF3A (eukaryotic translation initiation factor 3A)	AT4G11420.1	CHR01V5|COORD:1176174..1168611|protein eukaryotic translation initiation factor 3 subunit 10, putative, expressed	LOC_Os01g03070.2	 no descriptionweakly similar to ( 196)AT4G11420| Symbols: ATEIF3A-1, EIF3A-1, ATTIF3A1, TIF3A1, EIF3A | EIF3A (eukaryotic translation initiation factor 3A) | chr4:6947829-6952048 REVERSEmoderately similar to ( 271)IF3A_MAIZEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK03918 Smc SbcC MAP7 MAD 	protein.synthesis.initiation	29_2_3

CUST_134754_PI403524517	2	-1.0091019	-1.4224124	-1.6794534	1.9169593	1.4702048	1.0091019	35_37806	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_173961_PI403524517	2	0.005340576	-0.6524439	0.17939663	0.6215873	-0.005340576	-0.22603416	35_48437	"Cluster: AMP-binding enzyme family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: AMP-binding enzyme family protein, expressed - Oryza sat"	UniRef90_Q2QXT1	CHR5V7|COORD:9742619..9746798| LACS7 (LONG-CHAIN ACYL-COA SYNTHETASE 7)	AT5G27600.1	CHR12V5|COORD:2169072..2160546|protein AMP-binding protein, putative, expressed	LOC_Os12g04990.3	no descriptionvery weakly similar to (73.2)AT5G27600| Symbols: LACS7 | LACS7 (LONG-CHAIN ACYL-COA SYNTHETASE 7) | chr5:9742619-9746798 FORWARDnot assigned	lipid metabolism.FA synthesis and FA elongation.long chain fatty acid CoA ligase	11_1_9

CUST_72639_PI403524517	2	-0.20974636	0.052048683	-0.09118748	0.18412209	-0.05204773	0.07443142	35_20822	"Cluster: Nudix hydrolase 23, chloroplast precursor; n=2; Arabidopsis thaliana|Rep: Nudix hydrolase 23, chloroplast precursor - Arabidopsis thaliana (Mouse-ear"	UniRef90_P93740	"CHR2V7|COORD:17556747..17558144| ATNUDT23 (Arabidopsis thaliana Nudix hydrolase homolog 23); hydrolase"	AT2G42070.1	CHR09V5|COORD:21925576..21922408|protein nudix hydrolase 23, chloroplast precursor, putative, expressed	LOC_Os09g38040.1	"no descriptionmoderately similar to ( 285)AT2G42070| Symbols: ATNUDT23 | ATNUDT23 (Arabidopsis thaliana Nudix hydrolase homolog 23); hydrolase | chr2:17556747-17558144 REVERSEnot assigned not assigned not assigned not assigned Nudix_Hydrolase_4 COG1051 Nudix_Hydrolase_15 Nudix_Hydrolase_14 NPY1 Nudix_Hydrolase NUDIX Nudix_Hydrolase_17 Nudix_Hydrolase_22 MTH1 Nudix_Hydrolase_18 PRK07764 Nudix_Hydrolase_19 nudC Nudix_Hydrolase_21 Nudix_Hydrolase_25 PRK12323 MutT_pyrophosphohydrolase PRK05379"	not assigned.no ontology	35_1

CUST_114788_PI403524517	2	0.18191767	-0.034341335	0.07279587	-0.060364723	0.034341812	-0.051868916	35_32576	"Cluster: Hypothetical protein; n=1; Aspergillus terreus NIH2624|Rep: Hypothetical protein - Aspergillus terreus NIH2624"	UniRef90_Q0CGJ5	CHR1V7|COORD:16816094..16817173| DNA binding / ligand-dependent nuclear receptor	AT1G44191.1	CHR03V5|COORD:26030761..26027780|protein expressed protein	LOC_Os03g46110.1	no description	not assigned.unknown	35_2

CUST_38831_PI403524517	2	0.19532108	-0.30587006	0.09366894	-0.09366989	-0.4452448	0.25393486	35_11174	Rep: SMC2 protein - Oryza sativa (Rice)	UniRef90_Q8GU55	CHR5V7|COORD:25073534..25079662| SMC2 (STRUCTURAL MAINTENANCE OF CHROMOSOMES 2)	AT5G62410.1	CHR01V5|COORD:39701077..39692769|protein mitotic chromosome and X-chromosome-associated protein mix-1, putative, expressed	LOC_Os01g67740.1	 no descriptionhighly similar to ( 529)AT5G62410| Symbols: TTN3, ATCAP-E1, ATSMC4, SMC2 | SMC2 (STRUCTURAL MAINTENANCE OF CHROMOSOMES 2) | chr5:25073534-25079662 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned ABC_SMC2_euk Smc SMC_N ABC_SMC3_euk ABC_SMC_head SbcC ABC_SMC1_euk ABC_SMC_barmotin ABC_SMC4_euk ABC_Class2 PRK03918 RecN PRK02224 ABC_RecN recF PRK01156 PRK12323 PRK09169 ABC_SMC6_euk RecF PRK10869 Tymo_45kd_70kd PRK07003 TT_ORF1 	DNA.synthesis/chromatin structure	28_1

CUST_108409_PI403524517	2	-1.155426	-2.2530677	0.22219229	-0.0022001266	0.0021996498	0.4056759	35_30836	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_42553_PI403524517	2	0.15541744	0.10415745	0.052600384	-0.144207	-0.052600384	-0.60748625	35_12226	"Cluster: Putative SET-domain transcriptional regulator; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative SET-domain transcriptional regulator - Oryza s"	UniRef90_Q7XHM7	CHR4V7|COORD:10275928..10278502| leucine-rich repeat family protein / extensin family protein	AT4G18670.1	CHR07V5|COORD:14561567..14568531|protein histone-lysine N-methyltransferase, H3 lysine-9, H3 lysine-27, H4lysine-20 and cytosine specific SUVH2,	LOC_Os07g25450.1	no description	not assigned.unknown	35_2

CUST_49013_PI403524517	2	0.049230576	-0.30921173	-0.06098938	-0.0054130554	0.030426025	0.005414963	35_13992	Rep: Histone H2B.1 - Zea mays (Maize)	UniRef90_P30755	CHR5V7|COORD:7652133..7652570| histone H2B, putative	AT5G22880.1	CHR01V5|COORD:2845932..2841231|protein core histone H2A/H2B/H3/H4 family protein, expressed	LOC_Os01g05970.1	 no descriptionweakly similar to ( 172)AT5G22880| Symbols:  | histone H2B, putative | chr5:7652133-7652570 REVERSEweakly similar to ( 176)H2B2_WHEATHistone H2B.2 - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned H2B Histone Tymo_45kd_70kd TT_ORF1 PRK12323 Protamine_P1 	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_33791_PI403524517	2	0.0500803	0.59621143	-0.19422054	-0.18888283	-0.0500803	0.13016605	35_9739	"Cluster: Parathymosin-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Parathymosin-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ZFI5	CHR4V7|COORD:11807823..11809672| SWIB complex BAF60b domain-containing protein	AT4G22360.1	CHR08V5|COORD:24704847..24709253|protein SWIB/MDM2 domain containing protein, expressed	LOC_Os08g39310.1	no descriptionweakly similar to ( 181)AT4G22360| Symbols:  | SWIB complex BAF60b domain-containing protein | chr4:11807823-11809672 FORWARDnot assigned SWIB SWIB COG5531 PRK06319	not assigned.no ontology	35_1

CUST_71007_PI403524517	2	0.24205399	-0.5601473	-0.240901	-0.0256958	0.0256958	0.048586845	35_20342	"Cluster: Hypothetical protein OSJNBb0034B12.19; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0034B12.19 - Oryza sativa (japonica"	UniRef90_Q69MT8	CHR4V7|COORD:12951669..12952844| similar to hypothetical protein MtrDRAFT_AC126006g16v2 [Medicago truncatula] (GB:ABE94432.1)	AT4G25315.1	CHR09V5|COORD:20145098..20146086|protein expressed protein	LOC_Os09g34120.1	no descriptionvery weakly similar to (75.5)AT4G25315| Symbols:  | similar to hypothetical protein MtrDRAFT_AC126006g16v2 [Medicago truncatula] (GB:ABE94432.1) | chr4:12951669-12952844 REVERSEnot assigned not assigned	not assigned.unknown	35_2

CUST_168139_PI403524517	2	0.0041275024	0.090872765	-0.0041275024	-0.07183838	-0.56717587	0.1641388	35_46825	Rep: Myosin XI - Zea mays (Maize)	UniRef90_Q9XFK9	CHR5V7|COORD:17674468..17683880| MYA2 (ARABIDOPSIS MYOSIN)	AT5G43900.1	CHR02V5|COORD:35022700..35034598|protein myosin XI, putative, expressed	LOC_Os02g57190.1	 no descriptionmoderately similar to ( 305)AT5G43900| Symbols: ATMYA2, MYA2 | MYA2 (ARABIDOPSIS MYOSIN) | chr5:17674468-17683880 REVERSEnot assigned not assigned COG5022 	cell.organisation	31_1

CUST_1107_PI404877155	2	0.11943817	-0.34374905	-0.05873394	0.0074157715	0.07537937	-0.0074157715	Contig11138_at	P0454H12.18 [Oryza sativa (japonica cultivar-group)]	NP_915982.1	KH domain-containing protein	At3g08620.1	protein KH domain, putative	Os05g40290	0	RNA.regulation of transcription	27_3

CUST_14338_PI403524517	2	-0.52980757	-0.90030336	0.40167427	0.4315133	-0.40167427	0.4552951	35_4115	"Cluster: Hypothetical protein OJ1004_E02.13; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1004_E02.13 - Oryza sativa (japonica cultiv"	UniRef90_Q75KZ0	0	0	CHR05V5|COORD:23895303..23896554|protein expressed protein	LOC_Os05g40890.2	no description	not assigned.unknown	35_2

CUST_23369_PI403524517	2	0.030879498	-0.020130157	0.02012968	-0.099473	0.9225826	-0.5327492	35_6792	"Cluster: Hypothetical protein P0702G08.11; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0702G08.11 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6ZC85	CHR1V7|COORD:20844115..20848801| transcription factor-related	AT1G55750.1	CHR08V5|COORD:15079109..15070347|protein BSD domain containing protein, expressed	LOC_Os08g25060.1	no descriptionmoderately similar to ( 233)AT1G55750| Symbols:  | transcription factor-related | chr1:20844115-20848801 REVERSEweakly similar to ( 107)GSTH1_ORYSAnot assigned not assigned GST_C_Phi GST_C GST_C_family	misc.glutathione S transferases	26_9

CUST_590_PI403524517	2	-0.039693832	0.067020416	0.020587921	0.019290924	-0.07077026	-0.019290924	35_155	"Cluster: Glyceraldehyde-3-phosphate dehydrogenase, cytosolic 1; n=9; Poaceae|Rep: Glyceraldehyde-3-phosphate dehydrogenase, cytosolic 1 -"	UniRef90_P08735	"CHR1V7|COORD:4608462..4610491| GAPC-2; glyceraldehyde-3-phosphate dehydrogenase"	AT1G13440.1	CHR08V5|COORD:1518951..1522883|protein glyceraldehyde-3-phosphate dehydrogenase, cytosolic, putative, expressed	LOC_Os08g03290.4	 no descriptionvery weakly similar to (88.6)AT1G13440| Symbols: GAPC-2 | GAPC-2 | chr1:4608462-4610491 REVERSEvery weakly similar to (97.1)G3PX_HORVUGlyceraldehyde-3-phosphate dehydrogenase, cytosolic - Hordeum vulgare (Barley)not assigned Gp_dh_C GapA PRK07729 PRK07403 PRK08289 	glycolysis.glyceraldehyde 3-phosphate dehydrogenase	4_9

CUST_849_PI404877155	2	-0.0025920868	-0.15212536	-0.16539955	0.0025911331	0.05573368	0.04210472	Contig10796_at	RNA-binding protein 45 (RBP45), putative [Arabidopsis thaliana] gb|AAL67015.1| putative DNA binding protein ACBF [Arabidopsis thaliana]	NP_197436.1	RNA-binding protein 45 (RBP45), putative	At5g19350.1	protein DNA binding protein ACBF, putative	Os03g07800	RNA-binding protein 45 (RBP45), putative	RNA.regulation of transcription.unclassified	27_3_99

CUST_70501_PI403524517	2	0.029139519	-0.07942009	0.035160065	-0.029138565	-0.03853607	0.11274719	35_20195	"Cluster: Vacuolar protein sorting 13C protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Vacuolar protein sorting 13C protein-like - Oryza sativa (j"	UniRef90_Q6K796	CHR1V7|COORD:17736251..17761639| C2 domain-containing protein	AT1G48090.1	CHR02V5|COORD:15944630..15925427|protein expressed protein	LOC_Os02g27110.2	no descriptionweakly similar to ( 185)AT1G48090| Symbols:  | C2 domain-containing protein | chr1:17740060-17761639 REVERSE	not assigned.no ontology.C2 domain-containing protein	35_1_19

CUST_45203_PI403524517	2	0.26467562	0.025213718	-0.024303913	-0.43104172	-0.71212053	0.024303913	35_12958	"Cluster: Retinoblastoma-related protein 1, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Retinoblastoma-related protein 1, putative, exp"	UniRef90_Q2R374	CHR3V7|COORD:8063070..8064482| leucine-rich repeat family protein / extensin family protein	AT3G22800.1	CHR11V5|COORD:18931948..18938397|protein retinoblastoma-related protein 1, putative, expressed	LOC_Os11g32900.2	no description	not assigned.unknown	35_2

CUST_18362_PI404877155	2	0.0066890717	0.15592098	-0.06030464	-0.100019455	-0.0066900253	0.012636185	HVSMEg0013O09r2_at	0	0	glycine-rich RNA-binding protein, putative	At1g60650.1	protein Transposable element protein, putative	Os03g47800	"putative RNA-binding protein/PUB1  T01253; yeast protein encoded by PUB1 binds T-rich single stranded DNA"	RNA.RNA binding	27_4

CUST_20735_PI403524517	2	-0.17925358	1.0572395	0.06295967	0.18148518	-0.06295967	-0.08866215	35_6022	"Cluster: Hypothetical protein OJ1226_A12.9; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1226_A12.9 - Oryza sativa (japonica cultivar"	UniRef90_Q67W63	CHR1V7|COORD:9078127..9079563| proline-rich extensin-like family protein	AT1G26240.1	CHR06V5|COORD:26383997..26384662|protein expressed protein	LOC_Os06g43810.1	no description	not assigned.unknown	35_2

CUST_132690_PI403524517	2	0.028995514	-0.028995514	-0.03788805	-0.19925642	0.058517933	0.27578783	35_37262	Rep: Sucrose synthase 2 - Hordeum vulgare (Barley)	UniRef90_P31923	"CHR3V7|COORD:15190192..15193565| SUS4; UDP-glycosyltransferase/ sucrose synthase/ transferase, transferring glycosyl groups"	AT3G43190.1	CHR03V5|COORD:16286388..16280039|protein sucrose synthase 2, putative, expressed	LOC_Os03g28330.5	" no descriptionvery weakly similar to (56.2)AT3G43190| Symbols: SUS4 | SUS4; UDP-glycosyltransferase/ sucrose synthase/ transferase, transferring glycosyl groups | chr3:15190192-15193565 REVERSEvery weakly similar to (76.3)SUS2_HORVUSucrose synthase 2 - Hordeum vulgare (Barley)Sucrose_synth "	major CHO metabolism.degradation.sucrose.Susy	2_2_1_5

CUST_78506_PI403524517	2	0.07386017	-0.09722233	-0.05396557	0.020972252	-0.020972252	0.13001823	35_22507	"Cluster: Putative aspartyl aminopeptidase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative aspartyl aminopeptidase - Oryza sativa (japonica cultivar-g"	UniRef90_Q8SA06	CHR5V7|COORD:1357274..1360129| aspartyl aminopeptidase, putative	AT5G04710.1	CHR01V5|COORD:43016741..43022906|protein aspartyl aminopeptidase, putative, expressed	LOC_Os01g73680.1	 no descriptionmoderately similar to ( 250)AT5G04710| Symbols:  | aspartyl aminopeptidase, putative | chr5:1357274-1360129 REVERSEvery weakly similar to (60.5)APEA_BORBUProbable M18 family aminopeptidase 1 - Borrelia burgdorferi (Lyme disease spirochete)not assigned PRK02813 LAP4 Peptidase_M18 PRK02256 	protein.degradation.aspartate protease	29_5_4

CUST_117450_PI403524517	2	0.13521814	0.23039293	0.10901022	-0.34073687	-0.7414403	-0.10901022	35_33279	"Cluster: OSJNBa0040D17.15 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0040D17.15 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XX94	CHR1V7|COORD:2567649..2573139| vacuolar assembly protein, putative (VPS41)	AT1G08190.1	CHR04V5|COORD:6491586..6499026|protein vacuolar assembly protein VPS41, putative, expressed	LOC_Os04g11880.1	 no descriptionmoderately similar to ( 202)AT1G08190| Symbols:  | vacuolar assembly protein, putative (VPS41) | chr1:2567649-2573139 FORWARDnot assigned 	not assigned.no ontology	35_1

CUST_169668_PI403524517	2	-0.04564762	0.45970058	0.04564762	-0.19200611	0.08925438	-0.21107292	35_47257	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QYD3	"CHR3V7|COORD:4362156..4364039| similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABG21861.1); similar to Os12g0123900 [Oryza sativa"	AT3G13410.1	CHR11V5|COORD:1278092..1273455|protein expressed protein	LOC_Os11g03380.1	"no descriptionweakly similar to ( 109)AT3G13410| Symbols:  | similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABG21861.1); similar to Os12g0123900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001066036.1); similar to Os11g0127700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001065630.1) | chr3:4362156-4364039 REVERSE"	not assigned.unknown	35_2

CUST_2480_PI399408534	2	0.68738747	0.3331008	-0.07100105	0.07100105	-0.6324916	-0.26223803	35_6974	Rep: OSIGBa0096P03.1 protein - Oryza sativa (Rice)	UniRef90_Q01LE4	CHR1V7|COORD:25201845..25206789| calmodulin binding / transcription regulator	AT1G67310.1	CHR04V5|COORD:18918508..18926176|protein calmodulin-binding transcription activator 4, putative, expressed	LOC_Os04g31900.1	no descriptionweakly similar to ( 178)AT1G67310| Symbols:  | calmodulin binding / transcription regulator | chr1:25201845-25206789 REVERSEnot assigned not assigned	RNA.regulation of transcription.AtSR Transcription Factor family	27_3_39

CUST_43945_PI403524517	2	-0.28680515	-0.054083347	0.125319	0.054083347	-0.2224741	0.76873446	35_12612	"Cluster: Armadillo/beta-catenin repeat protein-related-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Armadillo/beta-catenin repeat protein-related-like"	UniRef90_Q5VR95	CHR1V7|COORD:25925664..25929037| armadillo/beta-catenin repeat protein-related / U-box domain-containing protein	AT1G68940.1	CHR06V5|COORD:9370952..9367200|protein ubiquitin-protein ligase, putative, expressed	LOC_Os06g16410.1	no descriptionweakly similar to ( 170)AT1G68940| Symbols:  | armadillo/beta-catenin repeat protein-related / U-box domain-containing protein | chr1:25925664-25929037 REVERSE	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_20319_PI403524517	2	0.03933716	-0.86801434	-0.07662201	0.10729313	0.1568842	-0.039336205	35_5888	"Cluster: OSIGBa0153E02-OSIGBa0093I20.13 protein; n=4; Oryza sativa|Rep: OSIGBa0153E02-OSIGBa0093I20.13 protein - Oryza sativa (Rice)"	UniRef90_Q01HR2	CHR2V7|COORD:15864030..15865871| LCD1 (LOWER CELL DENSITY 1)	AT2G37860.3	CHR04V5|COORD:26013773..26018424|protein expressed protein	LOC_Os04g44290.1	no descriptionmoderately similar to ( 421)AT2G37860| Symbols: LCD1 | LCD1 (LOWER CELL DENSITY 1) | chr2:15864030-15865871 FORWARDnot assigned not assigned not assigned not assigned not assigned	not assigned.unknown	35_2

CUST_6750_PI403524517	2	0.22315311	0.006896019	-0.012734413	0.063934326	-0.0117435455	-0.0068950653	35_1874	"Cluster: Hypothetical protein P0577B11.122; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0577B11.122 - Oryza sativa (japonica cultivar"	UniRef90_Q84SD6	CHR3V7|COORD:696600..698076| NADH-ubiquinone oxidoreductase-related	AT3G03070.1	CHR08V5|COORD:3607006..3609533|protein mitochondrial NADH ubiquinone oxidoreductase 13kD-like subunit, putative, expressed	LOC_Os08g06430.1	no descriptionweakly similar to ( 143)AT3G03070| Symbols:  | NADH-ubiquinone oxidoreductase-related | chr3:696600-698076 REVERSEnot assigned	mitochondrial electron transport / ATP synthesis.NADH-DH.localisation not clear	9_1_2

CUST_4349_PI399408534	2	0.38760757	0.20415258	0.0017399788	-0.22168064	-0.001739502	-0.024944305	35_27975	"Cluster: Benzothiadiazole-induced somatic embryogenesis receptor kinase 1; n=2; Oryza sativa|Rep: Benzothiadiazole-induced somatic embryogenesis receptor"	UniRef90_Q6S7F1	"CHR1V7|COORD:12459056..12462730| SERK2 (SOMATIC EMBRYOGENESIS RECEPTOR-LIKE KINASE 2); kinase"	AT1G34210.1	CHR08V5|COORD:4337827..4344158|protein BRASSINOSTEROID INSENSITIVE 1-associated receptor kinase 1 precursor, putative, expressed	LOC_Os08g07760.1	" no descriptionmoderately similar to ( 206)AT1G34210| Symbols: ATSERK2, SERK2 | SERK2 (SOMATIC EMBRYOGENESIS RECEPTOR-LIKE KINASE 2); kinase | chr1:12459056-12462730 FORWARDvery weakly similar to (77.8)RPK1_IPONIReceptor-like protein kinase precursor - Ipomoea nil (Japanese morning glory) (Pharbitis nil)not assigned not assigned LRRNT_2 "	signalling.receptor kinases.leucine rich repeat II	30_2_2

CUST_65692_PI403524517	2	0.1213007	-0.49974632	-0.06193447	-0.01594448	0.10673809	0.01594448	35_18763	"Cluster: Selenium-binding protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Selenium-binding protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8S2J3	CHR2V7|COORD:10895180..10897027| binding	AT2G25580.1	CHR01V5|COORD:31106241..31109575|protein pentatricopeptide repeat protein PPR1106-17, putative, expressed	LOC_Os01g53610.1	no descriptionmoderately similar to ( 286)AT2G25580| Symbols:  | binding | chr2:10895180-10897027 FORWARD	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_36058_PI403524517	2	-0.2641101	-0.7823272	0.013171673	-0.013171673	0.17173195	0.8835349	35_10397	"Cluster: Hypothetical protein OSJNBa0006A22.32; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0006A22.32 - Oryza sativa (japonica"	UniRef90_Q5Z7K9	"CHR4V7|COORD:14504427..14506005| similar to Os06g0573800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001057921.1); contains InterPro domain"	AT4G29560.1	CHR06V5|COORD:22253357..22254987|protein expressed protein	LOC_Os06g37570.1	"no descriptionweakly similar to ( 106)AT4G29560| Symbols:  | similar to Os06g0573800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001057921.1); contains InterPro domain Leucine-rich repeat 2; (InterPro:IPR013101) | chr4:14504427-14506005 REVERSE"	not assigned.unknown	35_2

CUST_22794_PI403524517	2	0.10279465	-0.3023672	0.017575264	-0.02607727	0.092601776	-0.017576218	35_6620	"Cluster: Os02g0651000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os02g0651000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DZ34	"CHR5V7|COORD:20811132..20812556| similar to Os02g0651000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001047590.1); similar to unknown protein [Oryza"	AT5G51170.1	CHR02V5|COORD:26240371..26237799|protein expressed protein	LOC_Os02g43480.1	" no descriptionmoderately similar to ( 262)AT5G51170| Symbols:  | similar to unnamed protein product [Homo sapiens] (GB:BAB14469.1); similar to hypothetical protein LOC79650 [Homo sapiens] (GB:NP_078874.2); similar to Os02g0651000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001047590.1); contains domain FAMILY NOT NAMED (PTHR13522); contains domain gb def: Arabidopsis thaliana genomic DNA, chromosome 5, P1 clone:MWD22 (Hypothetical pro (PTHR13522:SF1) | chr5:20811272-20812556 REVERSEnot assigned "	not assigned.unknown	35_2

CUST_168287_PI403524517	2	0.31072712	0.2272501	-0.021454811	-1.3199701	-0.44511843	0.021454811	35_46863	"Cluster: Hypothetical protein OSJNBa0075G19.21-2; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0075G19.21-2 - Oryza sativa (japon"	UniRef90_Q5VRH7		0	CHR06V5|COORD:194018..207583|protein SNF2 family N-terminal domain containing protein, expressed	LOC_Os06g01320.2	no description	not assigned.unknown	35_2

CUST_62502_PI403524517	2	0.03196144	-0.03806019	0.011850357	-0.5629201	0.09711838	-0.011851311	35_17823	Rep: Glycosyltransferase - Triticum aestivum (Wheat)	UniRef90_Q50HV4	CHR5V7|COORD:26839732..26841407| glycosyl transferase family 43 protein	AT5G67230.1	CHR04V5|COORD:32921113..32918005|protein glycosyltransferase, putative, expressed	LOC_Os04g55670.1	no descriptionvery weakly similar to (95.1)AT5G67230| Symbols:  | glycosyl transferase family 43 protein | chr5:26839732-26841407 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Atrophin-1 PRK12323 GlcAT-I PRK05648 PRK07764 PRK07003 Tymo_45kd_70kd Extensin_2 HPC2 GRASP55_65 DUF1421 Drf_FH1 Herpes_BLLF1 PRK10819 AF-4 TT_ORF1 Herpes_TAF50 APC_basic TonB FAP DUF1509 PRK08853 DUF605 DUF566 Pneumo_att_G PRK00708 Trypan_PARP Totivirus_coat KAR9 tatB DedD VirB10 PRK07994 SelP_N GRP PRK09169	misc.UDP glucosyl and glucoronyl transferases	26_2

CUST_3772_PI403524517	2	0.06543255	-0.1588726	-0.007927895	0.007927895	0.16509056	-0.03543663	35_1032	Rep: 20S proteasome beta 5 subunit - Triticum aestivum (Wheat)	UniRef90_Q5XUV6	"CHR1V7|COORD:4452639..4454661| PBE1 (20S proteasome beta subunit E1); peptidase"	AT1G13060.1	CHR06V5|COORD:2773058..2770072|protein proteasome subunit beta type 5 precursor, putative, expressed	LOC_Os06g06030.1	"no descriptionmoderately similar to ( 399)AT1G13060| Symbols: PBE1 | PBE1 (20S proteasome beta subunit E1); peptidase | chr1:4452639-4454661 FORWARDmoderately similar to ( 399)PSB5_SPIOLProteasome subunit beta type-5 precursor - Spinacia oleracea (Spinach)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned proteasome_beta_type_5 proteasome_beta proteasome_protease_HslV Proteasome proteasome_beta_archeal PRE1 Ntn_hydrolase proteasome_beta_type_6 proteasome_beta_type_7 proteasome_beta_type_1 proteasome_beta_type_4 PRK03996 proteasome_alpha_archeal proteasome_beta_type_3 proteasome_alpha proteasome_beta_type_2 proteasome_alpha_type_5 proteasome_alpha_type_7 TT_ORF1 Protamine_P1"	protein.degradation.ubiquitin.proteasom	29_5_11_20

CUST_2627_PI403524517	2	0.3730545	-1.1338539	-0.61262035	0.2928543	-0.124466896	0.124466896	35_717	"Cluster: UCW116, putative lipase; n=1; Hordeum vulgare subsp. vulgare|Rep: UCW116, putative lipase - Hordeum vulgare var. distichum (Two-rowed barley)"	UniRef90_A1C0L3	CHR5V7|COORD:18637647..18639491| GDSL-motif lipase/hydrolase family protein	AT5G45910.1	CHR06V5|COORD:2909907..2906281|protein alpha-L-fucosidase 2 precursor, putative, expressed	LOC_Os06g06290.3	no descriptionmoderately similar to ( 286)AT5G45910| Symbols:  | GDSL-motif lipase/hydrolase family protein | chr5:18637647-18639491 REVERSEweakly similar to ( 169)EST_HEVBREsterase precursor - Hevea brasiliensis (Para rubber tree)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned SGNH_plant_lipase_like fatty_acyltransferase_like PRK07764 Herpes_BLLF1 COG3240 PRK07003 Atrophin-1 Triacylglycerol_lipase_like PRK12323 Tymo_45kd_70kd APC_basic AF-4 HPC2 Pneumo_att_G KAR9 DUF1421 FAP Herpes_TAF50 DUF1509 SerH GRASP55_65 PRK05648 Syndecan Lipase_GDSL Totivirus_coat Transformer	misc.GDSL-motif lipase	26_28

CUST_5328_PI404877155	2	-0.03860855	-0.32513237	0.072740555	0.038607597	0.107769966	-0.09554291	Contig16905_at	putative Rab GTP-binding protein Rab11a [Oryza sativa (japonica cultivar-group)] dbj|BAC07118.1| putative Rab GTP-binding protein Rab11a [Or	NP_918009.1	Ras-related GTP-binding protein, putative	At5g47520.1	protein Ras family, putative	Os07g44040	Ras-related GTP-binding protein, putative, similar to GTP-binding protein RAB11J GI:1370160 from (Lotus japonicus)	signalling.G-proteins	30_5

CUST_10902_PI404877155	2	-0.0030517578	-0.071367264	0.05701828	0.008382797	-0.09052563	0.0030517578	Contig4618_at	putative glycoprotein [Oryza sativa (japonica cultivar-group)]	NP_909268.1	3-oxo-5-alpha-steroid 4-dehydrogenase family protein / steroid 5-alpha-reductase family protein	At3g55360.1	protein 3-oxo-5-alpha-steroid 4-dehydrogenase, putative	Os01g05670	putative glycoprotein	hormone metabolism.brassinosteroid.synthesis-degradation.BRs	17_3_1_01

CUST_70656_PI403524517	2	-0.13530827	-0.113051414	-0.0076646805	0.11503792	0.03340435	0.0076646805	35_20242	"Cluster: Hypothetical protein OJ1014_C08.6; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1014_C08.6 - Oryza sativa (japonica"	UniRef90_Q75KU2	CHR1|COORD:30097822..30102058| expressed protein, identical to unknown protein GB:AAD55481 (Arabidopsis thaliana)	AT1G80000.2	CHR05V5|COORD:26468874..26461396|protein expressed protein	LOC_Os05g45830.1	no description	not assigned.unknown	35_2

CUST_50926_PI403524517	2	-0.027492523	0.015211105	-0.015211105	0.034877777	0.055306435	-0.04203224	35_14525	"Cluster: Hypothetical protein P0700D12.111; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0700D12.111 - Oryza sativa (japonica cultivar"	UniRef90_Q7EZB9	CHR1V7|COORD:19123568..19125527| FMN binding	AT1G51560.1	CHR08V5|COORD:25553679..25550586|protein pyridoxamine 5-phosphate oxidase-related, putative, expressed	LOC_Os08g40570.1	no descriptionmoderately similar to ( 451)AT1G51560| Symbols:  | FMN binding | chr1:19123568-19125527 REVERSEnot assigned	not assigned.unknown	35_2

CUST_78700_PI403524517	2	0.11338282	0.3089075	0.035548687	-0.3988557	-0.035548687	-0.15150881	35_22567	"Cluster: Putative CBL-interacting protein kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative CBL-interacting protein kinase - Oryza sativa (japon"	UniRef90_Q6ERS0	"CHR4V7|COORD:15067406..15068731| CIPK6 (CBL-INTERACTING PROTEIN KINASE 6); kinase"	AT4G30960.1	CHR09V5|COORD:15026139..15027688|protein CBL-interacting serine/threonine-protein kinase 15, putative, expressed	LOC_Os09g25100.1	no descriptionnot assigned not assigned PRK12323 PRK07764 S_TKc S_TKc	not assigned.unknown	35_2

CUST_48409_PI403524517	2	0.08070469	-0.5703602	-0.25818348	0.31405926	-0.0067825317	0.006781578	35_13833	Rep: Probable aquaporin PIP2.6 - Oryza sativa (Rice)	UniRef90_Q7XLR1	"CHR2V7|COORD:7308729..7310262| PIP2;8/PIP3B (plasma membrane intrinsic protein 2;8); water channel"	AT2G16850.1	CHR04V5|COORD:8929872..8928051|protein aquaporin PIP2.6, putative, expressed	LOC_Os04g16450.2	" no descriptionmoderately similar to ( 421)AT2G16850| Symbols: PIP3B, PIP2;8 | PIP2;8/PIP3B (plasma membrane intrinsic protein 2;8); water channel | chr2:7308729-7310262 FORWARDmoderately similar to ( 464)PIP26_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned MIP MIP GlpF PRK05420 PRK07003 PRK12323 Atrophin-1 HPC2 Herpes_BLLF1 PRK07764 KAR9 DUF1509 APC_basic PRK08770 Tymo_45kd_70kd DUF566 TT_ORF1 Herpes_TAF50 DM6 Protamine_P1 GRASP55_65 DamX DUF1421 "	transport.Major Intrinsic Proteins.PIP	34_19_1

CUST_70041_PI403524517	2	-0.102537155	0.32085133	0.11499691	-0.007847786	0.007847786	-0.06208706	35_20048	"Cluster: 5-formyltetrahydrofolate cyclo-ligase family protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: 5-formyltetrahydrofolate"	UniRef90_Q2QX67	CHR1V7|COORD:28807927..28809597| 5-formyltetrahydrofolate cyclo-ligase family protein	AT1G76730.1	CHR12V5|COORD:3430911..3436223|protein 5-formyltetrahydrofolate cyclo-ligase, putative, expressed	LOC_Os12g07020.1	no descriptionmoderately similar to ( 331)AT1G76730| Symbols:  | 5-formyltetrahydrofolate cyclo-ligase family protein | chr1:28807927-28809597 REVERSEnot assigned 5-FTHF_cyc-lig COG0212	C1-metabolism.5-formyltetrahydrofolate cyclo-ligase	25_4

CUST_157693_PI403524517	2	0.049020767	0.05437851	0.031059265	-0.041567326	-0.031058788	-0.15012026	35_44026	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_118707_PI403524517	2	0.007458687	0.084584236	5.3596497E-4	-0.012155533	-0.104249954	-5.3596497E-4	35_33602	Rep: Hypothetical protein - Acinetobacter sp. LUH5605	UniRef90_Q56RY6		0	0	0	no description	not assigned.unknown	35_2

CUST_97390_PI403524517	2	0.2571745	0.6771679	-0.64494324	0.08457565	-0.58222103	-0.08457565	35_27814	0	0	0	0	CHR02V5|COORD:27984718..27983497|protein expressed protein	LOC_Os02g45930.1	no description	not assigned.unknown	35_2

CUST_12284_PI403524517	2	-0.0052871704	0.0052862167	-0.077801704	0.053333282	-0.09457874	0.007955551	35_3496	"Cluster: Hypothetical protein P0492G09.34; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0492G09.34 - Oryza sativa (japonica"	UniRef90_Q5JMQ1	CHR5V7|COORD:6192738..6195373| protein kinase family protein	AT5G18610.1	CHR01V5|COORD:41422754..41427216|protein protein kinase APK1B, chloroplast precursor, putative, expressed	LOC_Os01g71000.1	no descriptionhighly similar to ( 624)AT5G18610| Symbols:  | protein kinase family protein | chr5:6192738-6195373 FORWARDmoderately similar to ( 242)NORK_PEANodulation receptor kinase precursor - Pisum sativum (Garden pea)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pkinase_Tyr TyrKc S_TKc PTKc S_TKc Pkinase PTKc_Jak_rpt2 PTKc_Srm_Brk PTKc_EGFR_like PTKc_Ror PTKc_Src_like PTKc_Trk PTKc_Jak2_Jak3_rpt2 PTKc_Frk_like PTKc_Csk_like PTKc_Fes_like SPS1 PTKc_InsR_like PTKc_Ror1 PTKc_Ack_like PTKc_TrkA PTKc_Tec_like PTKc_Lck_Blk PTKc_TrkC PTKc_Tyk2_rpt2 PTKc_Fyn_Yrk PTKc_Met_Ron PTKc_Abl PTKc_Syk_like PTKc_FGFR PTKc_Itk PTKc_EphR PTKc_DDR1 PTKc_Musk PTKc_Yes PTKc_c-ros PTKc_TrkB PTKc_DDR PTKc_ALK_LTK PTKc_PDGFR PTKc_Fer PTKc_Lyn PTKc_Jak1_rpt2 PTKc_Src PTK_HER3 PTKc_Chk PTKc_Ror2 PTKc_Tie1 PTKc_RET PTKc_Tie PTKc_HER4 PTKc_Axl_like PTK_CCK4 PTKc_Tie2 PTKc_Fes PTKc_DDR2 PTKc_DDR_like PTKc_IGF-1R PTKc_EphR_A2 PTKc_Tec_Rlk PTKc_EGFR PTKc_Hck PTKc_Aatyk PTKc_Aatyk1_Aatyk3 PTKc_InsR PTKc_EphR_B PTKc_FAK PTKc_HER2 PTKc_Btk_Bmx PTKc_Csk PTKc_FGFR2 PTKc_FGFR3 PTKc_FGFR4 PTKc_FGFR1 PTK_Ryk PTKc_Axl PTKc_EphR_A PTKc_Zap-70 PTKc_Tyro3 PTKc_Syk PTK_Jak_rpt1 ABC_membrane PTKc_EphR_A10 PTKc_Aatyk2 PTK_Jak2_Jak3_rpt1 PTKc_VEGFR3 PTKc_VEGFR PTKc_CSF-1R MdlB PTKc_PDGFR_alpha	protein.postranslational modification.kinase.receptor like cytoplasmatic kinase VII	29_4_1_57

CUST_22434_PI403524517	2	0.006421089	0.9398012	-0.006421089	-0.024497986	-0.024497986	0.008041382	35_6516	"Cluster: Hypothetical protein OSJNBa0064E16.15; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0064E16.15 - Oryza sativa (japonica"	UniRef90_Q8H7W2	"CHR5|COORD:22510166..22513182| C2 domain-containing protein, low similarity to cold-regulated gene SRC2 (Glycine max) GI:2055230; contains Pfam profile PF00168:"	AT5G55530.2	CHR03V5|COORD:4876174..4873640|protein C2 domain containing protein, expressed	LOC_Os03g09840.2	no descriptionvery weakly similar to (99.4)AT5G55530| Symbols:  | C2 domain-containing protein | chr5:22511665-22512882 FORWARD	stress.abiotic.cold	20_2_2

CUST_94891_PI403524517	2	0.48644114	0.6017332	0.24024677	-0.90238	-0.24024677	-0.67964125	35_27120	"Cluster: DNA repair protein RadA; Peptidase M41, FtsH; n=2; Papilionoideae|Rep: DNA repair protein RadA; Peptidase M41, FtsH - Medicago truncatula (Barrel medic"	UniRef90_Q1SX89	"CHR2V7|COORD:11139017..11142204| FTSH4 (FtsH protease 4); ATP-dependent peptidase/ ATPase/ metallopeptidase"	AT2G26140.1	CHR01V5|COORD:22401230..22406708|protein OsFtsH4 - Oryza sativa FtsH protease, homologue of AtFtsH4, expressed	LOC_Os01g39250.1	" no descriptionmoderately similar to ( 250)AT2G26140| Symbols: FTSH4 | FTSH4 (FtsH protease 4); ATP-dependent peptidase/ ATPase/ metallopeptidase | chr2:11139017-11142204 REVERSEweakly similar to ( 184)FTSH_TOBACCell division protease ftsH homolog, chloroplast precursor - Nicotiana tabacum (Common tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned HflB hflB RPT1 PRK03992 AAA COG1223 SpoVK AAA AAA PRK04195 ClpX clpX "	protein.degradation.metalloprotease	29_5_7

CUST_75545_PI403524517	2	-0.05850315	0.55129814	0.05850315	-0.078588486	0.1594925	-0.135149	35_21654	Rep: OSIGBa0130P02.4 protein - Oryza sativa (Rice)	UniRef90_Q01JD5	CHR1V7|COORD:26430431..26432760| sterile alpha motif (SAM) domain-containing protein	AT1G70180.2	CHR04V5|COORD:23009840..23015877|protein SAM domain family protein, expressed	LOC_Os04g39090.1	no descriptionvery weakly similar to (83.6)AT1G70180| Symbols:  | sterile alpha motif (SAM) domain-containing protein | chr1:26430431-26432760 FORWARD	not assigned.no ontology	35_1

CUST_84568_PI403524517	2	-0.18940258	0.05459881	0.44961357	0.33911514	-0.13784027	-0.05459881	35_24232	"Cluster: Os02g0816100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os02g0816100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DWG5	CHR2V7|COORD:14105872..14107435| hydrolase	AT2G33255.1	CHR02V5|COORD:34960733..34957755|protein catalytic/ hydrolase/ phosphoglycolate phosphatase, putative, expressed	LOC_Os02g57100.1	no descriptionweakly similar to ( 185)AT2G33255| Symbols:  | hydrolase | chr2:14105872-14107435 FORWARDGph COG1011 PRK09449	not assigned.no ontology	35_1

CUST_177750_PI403524517	2	-0.0592947	-0.16014099	-0.0363369	0.037929535	0.0363369	0.082125664	35_49441	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_64026_PI403524517	2	-0.22495651	0.19985676	-0.12529469	0.04388714	-0.013298988	0.013298035	35_18285	"Cluster: Os09g0512800 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0512800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J0F6	"CHR5V7|COORD:19401781..19403034| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G71310.1); similar to Os03g0851500 [Oryza sativa (japonica"	AT5G47870.1	CHR09V5|COORD:19950223..19953474|protein snRK1-interacting protein 1, putative, expressed	LOC_Os09g33790.1	"no descriptionweakly similar to ( 164)AT5G47870| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G71310.1); similar to Os03g0851500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001051915.1); similar to Os09g0512800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001063645.1); similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:BAD34413.1) | chr5:19401781-19403034 REVERSE"	not assigned.unknown	35_2

CUST_23313_PI399408534	2	0.09133148	0.31929398	-0.054945946	-0.13890648	-0.32174683	0.054945946	35_29489	"Cluster: Os03g0289300 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os03g0289300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DST2	CHR5V7|COORD:23730370..23733283| phosphoinositide-specific phospholipase C family protein	AT5G58700.1	CHR03V5|COORD:10004299..10006917|protein phosphoinositide-specific phospholipase C, putative, expressed	LOC_Os03g18010.1	no descriptionweakly similar to ( 180)AT5G58700| Symbols:  | phosphoinositide phospholipase C | chr5:23730370-23732609 REVERSEnot assigned not assigned not assigned C2_2 C2 C2 C2	lipid metabolism.lipid degradation.lysophospholipases.phosphoinositide phospholipase C	11_9_3_5

CUST_34067_PI403524517	2	0.0037679672	0.04970932	-0.21498775	-0.17876911	-0.0037679672	0.028030396	35_9820	"Cluster: Os04g0662000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os04g0662000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J9C0	CHR3V7|COORD:9062724..9064373| BSD domain-containing protein	AT3G24820.1	CHR04V5|COORD:33563099..33565010|protein BSD domain containing protein, expressed	LOC_Os04g56654.1	no descriptionweakly similar to ( 103)AT3G24820| Symbols:  | BSD domain-containing protein | chr3:9062724-9064373 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned BSD PRK07003 BSD DUF566 PRK07764 PRK12323	not assigned.no ontology.BSD domain-containing protein	35_1_8

CUST_12981_PI403524517	2	0.21644688	-0.35453653	-0.176507	0.05564308	0.011793613	-0.011793613	35_3714	"Cluster: Os04g0595800 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os04g0595800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JAI9	CHR1V7|COORD:11528596..11530954| secretory carrier membrane protein (SCAMP) family protein	AT1G32050.1	CHR04V5|COORD:29894578..29890887|protein SC3 protein, putative, expressed	LOC_Os04g50890.1	no descriptionmoderately similar to ( 366)AT1G32050| Symbols:  | secretory carrier membrane protein (SCAMP) family protein | chr1:11528596-11530954 FORWARDnot assigned SCAMP TT_ORF1 PRK07764	transport.misc	34_99

CUST_13498_PI399408534	2	0.4389577	-0.872879	0.01925993	-0.019260406	0.24737215	-0.52129316	35_15608	Rep: TypeA response regulator 1 - Oryza sativa (japonica cultivar-group)	UniRef90_Q2HWG4	"CHR1V7|COORD:3442625..3443760| ARR4 (RESPONSE REGULATOR 4); transcription regulator/ two-component response regulator"	AT1G10470.1	CHR04V5|COORD:21840299..21836451|protein OsRR1 - Rice type-A response regulator, expressed	LOC_Os04g36070.1	"no descriptionvery weakly similar to (54.7)AT1G59940| Symbols: ARR3 | ARR3 (RESPONSE REGULATOR 3); transcription regulator/ two-component response regulator | chr1:22069559-22070560 REVERSE"	hormone metabolism.cytokinin.signal transduction	17_4_2

CUST_22373_PI399408534	2	0.09704399	0.44251823	-0.097044945	-0.68207264	-0.6512451	0.6879921	35_4038	"Cluster: OSJNBa0070C17.18 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0070C17.18 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XLD1	CHR3V7|COORD:7271418..7273903| rcd1-like cell differentiation protein, putative	AT3G20800.1	CHR07V5|COORD:22657868..22661984|protein cell differentiation protein rcd1, putative, expressed	LOC_Os07g37790.1	 no descriptionmoderately similar to ( 302)AT3G20800| Symbols:  | rcd1-like cell differentiation protein, putative | chr3:7271418-7273903 REVERSEnot assigned Rcd1 RCD1 	RNA.regulation of transcription.unclassified	27_3_99

CUST_111092_PI403524517	2	0.07886028	0.12337828	-0.07886076	-0.10999441	-0.10420847	1.5922718	35_31547	Rep: LigA - Anaeromyxobacter dehalogenans (strain 2CP-C)	UniRef90_Q2IMJ3	CHR5V7|COORD:15457074..15460237| protein kinase family protein	AT5G38560.1	CHR03V5|COORD:25037309..25035772|protein ligA, putative	LOC_Os03g44550.1	no descriptionnot assigned not assigned not assigned not assigned not assigned PRK12678	not assigned.unknown	35_2

CUST_178714_PI403524517	2	0.016204834	0.19505692	-0.028456688	-0.06995678	-0.01247406	0.012475014	35_49705	"Cluster: Hypothetical protein OSJNBa0026A15.13; n=2; Oryza sativa|Rep: Hypothetical protein OSJNBa0026A15.13 - Oryza sativa (Rice)"	UniRef90_Q94LC9	"CHR2V7|COORD:11351081..11352366| similar to Methyltransferase FkbM [Frankia sp. EAN1pec] (GB:ZP_00569541.1); similar to Os03g0566600 [Oryza"	AT2G26680.1	CHR03V5|COORD:20439573..20442118|protein SAM-dependent methyltransferase, putative, expressed	LOC_Os03g36910.1	"no descriptionweakly similar to ( 180)AT2G26680| Symbols:  | similar to Methyltransferase FkbM [Frankia sp. EAN1pec] (GB:ZP_00569541.1); similar to Os03g0566600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001050505.1); contains InterPro domain Methyltransferase FkbM; (InterPro:IPR006342) | chr2:11351081-11352366 REVERSE"	not assigned.no ontology	35_1

CUST_51343_PI403524517	2	-0.038654327	0.1497078	4.1675568E-4	-4.1675568E-4	-0.007118225	0.032200813	35_14634	"Cluster: Putative peptidyl-prolyl cis-trans isomerase NIMA-interacting 4; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative peptidyl-prolyl cis-trans"	UniRef90_Q6ESK5	CHR1V7|COORD:9171787..9172703| peptidyl-prolyl cis-trans isomerase PPIC-type family protein	AT1G26550.1	CHR09V5|COORD:14612265..14609698|protein peptidyl-prolyl cis-trans isomerase NIMA-interacting 4, putative, expressed	LOC_Os09g24540.1	no descriptionmoderately similar to ( 213)AT1G26550| Symbols:  | peptidyl-prolyl cis-trans isomerase PPIC-type family protein | chr1:9171787-9172703 FORWARDvery weakly similar to (52.0)PIN1_MALDOPeptidyl-prolyl cis-trans isomerase 1 - Malus domestica (Apple) (Malus sylvestris)not assigned not assigned Rotamase SurA prsA prsA prsA prsA PRK10770	cell.cycle.peptidylprolyl isomerase	31_3_1

CUST_12865_PI403524517	2	0.17342377	0.07184696	-0.07184696	-0.27886868	-0.6488991	0.18353462	35_3679	"Cluster: AFG1-like ATPase family protein, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: AFG1-like ATPase family protein, putative, expre"	UniRef90_Q10AH7	CHR2V7|COORD:10870137..10873675| AFG1-like ATPase family protein	AT2G25530.1	CHR03V5|COORD:35814424..35807631|protein ATPase, putative, expressed	LOC_Os03g63500.1	no descriptionhighly similar to ( 524)AT2G25530| Symbols:  | AFG1-like ATPase family protein | chr2:10870137-10873675 FORWARDnot assigned not assigned COG1485 AFG1_ATPase	not assigned.no ontology	35_1

CUST_154169_PI403524517	2	0.018123627	0.8994827	0.049549103	-0.38287354	-0.2815981	-0.018122673	35_43078	"Cluster: OSJNBa0021F22.8 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0021F22.8 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XP92		0	CHR08V5|COORD:18383764..18387732|protein transposon protein, putative, CACTA, En/Spm sub-class, expressed	LOC_Os08g30120.1	no description	not assigned.unknown	35_2

CUST_143380_PI403524517	2	-0.7813144	-1.1449742	0.73658466	0.7486038	0.72581005	-0.72581005	35_40173	"Cluster: Hypothetical protein P0501E09.29; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0501E09.29 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6YWA6	CHR5V7|COORD:2643847..2649789| PWWP domain-containing protein	AT5G08230.1	CHR09V5|COORD:861778..862088|protein expressed protein	LOC_Os09g02180.1	no description	not assigned.unknown	35_2

CUST_72578_PI403524517	2	-0.0342865	0.19328499	0.12670135	-0.023983002	-0.0038700104	0.0038690567	35_20800	"Cluster: Mitochondrial glycoprotein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Mitochondrial glycoprotein, expressed - Oryza sativa (japonica"	UniRef90_Q2RAS2	"CHR2V7|COORD:17353067..17353779| similar to Os11g0140100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001065708.1); similar to Mitochondrial"	AT2G41600.1	CHR11V5|COORD:1852977..1848547|protein mitochondrial glycoprotein, expressed	LOC_Os11g04440.1	" no descriptionvery weakly similar to (92.4)AT2G41600| Symbols:  | similar to mitochondrial glycoprotein family protein / MAM33 family protein [Arabidopsis thaliana] (TAIR:AT1G80720.1); similar to Os11g0140100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001065708.1); similar to Mitochondrial glycoprotein, expressed [Oryza sativa (japonica cultivar-group)] (GB:ABG22358.1); contains InterPro domain Mitochondrial glycoprotein; (InterPro:IPR003428) | chr2:17352675-17353779 REVERSEnot assigned MAM33 "	not assigned.no ontology	35_1

CUST_75920_PI403524517	2	-0.022729874	-0.015254974	0.14440536	-0.016439438	0.015254974	0.07474995	35_21762	"Cluster: IBR domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: IBR domain containing protein, expressed - Oryza sativa (jap"	UniRef90_Q10PH9	CHR4V7|COORD:16434551..16437041| IBR domain-containing protein	AT4G34370.1	CHR03V5|COORD:7053797..7058366|protein protein ariadne-1, putative, expressed	LOC_Os03g13100.2	no descriptionvery weakly similar to (85.5)AT4G34370| Symbols:  | IBR domain-containing protein | chr4:16434551-16437041 FORWARD	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_14157_PI403524517	2	-0.14445019	-0.49294806	-0.022185326	0.022185326	0.12511826	0.12350941	35_4062	"Cluster: Hypothetical protein OSJNBa0072I06.32; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0072I06.32 - Oryza sativa (japonica"	UniRef90_Q6YSF1	CHR2V7|COORD:1333461..1334435| similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAC84849.1)	AT2G04039.1	CHR02V5|COORD:9446490..9448845|protein OsWRKY39v2 - Superfamily of rice TFs having WRKY and zinc finger domains, expressed	LOC_Os02g16540.2	no descriptionweakly similar to ( 122)AT2G04039| Symbols:  | similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAC84849.1) | chr2:1333461-1334454 FORWARDnot assigned not assigned	not assigned.unknown	35_2

CUST_11264_PI399408534	2	0.47826195	0.28055382	0.64854527	-0.28055382	-0.4696436	-0.5656843	35_6625	"Cluster: Putative histidine kinase 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative histidine kinase 1 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q67WC2	CHR5V7|COORD:3386836..3390542| AHK5 (CYTOKININ INDEPENDENT 2)	AT5G10720.1	CHR06V5|COORD:26806864..26812603|protein AHK5, putative, expressed	LOC_Os06g44410.1	 no descriptionweakly similar to ( 116)AT5G10720| Symbols: CKI2, AHK5 | AHK5 (CYTOKININ INDEPENDENT 2) | chr5:3386836-3390542 FORWARDvery weakly similar to (53.1)ETR1_MALDOEthylene receptor - Malus domestica (Apple) (Malus sylvestris)not assigned PRK11091 HATPase_c BaeS PRK11107 HATPase_c HATPase_c VicK KdpD PRK10841 PRK11466 PRK10490 PRK10364 PRK11086 CitA NtrB COG4251 envZ COG4191 PRK11360 PRK09303 PRK11100 PRK10618 	hormone metabolism.cytokinin.signal transduction	17_4_2

CUST_59928_PI403524517	2	0.050315857	0.2576704	0.036125183	-0.069161415	-0.07100487	-0.036125183	35_17084	"Cluster: Hypothetical protein P0666E12.10; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0666E12.10 - Oryza sativa (japonica"	UniRef90_Q6YUH8	0	0	CHR02V5|COORD:28663175..28666508|protein expressed protein	LOC_Os02g46956.2	no description	not assigned.unknown	35_2

CUST_91299_PI403524517	2	0.02166462	-0.21794605	-0.0066900253	-0.09574604	0.006690979	0.1543169	35_26107	Rep: SMC2 protein - Oryza sativa (Rice)	UniRef90_Q8GU55	CHR5V7|COORD:25073534..25079662| SMC2 (STRUCTURAL MAINTENANCE OF CHROMOSOMES 2)	AT5G62410.1	CHR01V5|COORD:39701077..39692769|protein mitotic chromosome and X-chromosome-associated protein mix-1, putative, expressed	LOC_Os01g67740.1	 no descriptionmoderately similar to ( 246)AT5G62410| Symbols: TTN3, ATCAP-E1, ATSMC4, SMC2 | SMC2 (STRUCTURAL MAINTENANCE OF CHROMOSOMES 2) | chr5:25073534-25079662 FORWARDnot assigned not assigned not assigned not assigned ABC_SMC2_euk Smc SMC_N ABC_SMC_head ABC_SMC_barmotin ABC_SMC3_euk ABC_Class2 ABC_SMC4_euk ABC_SMC1_euk ABC_ATPase ABCC_MRP_Like 	DNA.synthesis/chromatin structure	28_1

CUST_34017_PI403524517	2	0.12540245	0.46013737	-0.005586624	-0.21769524	0.005586624	-0.20458221	35_9807	"Cluster: Hypothetical protein OSJNBb0067H15.17; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0067H15.17 - Oryza sativa (japonica"	UniRef90_Q6I5B4	"CHR4V7|COORD:6764641..6766217| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G23790.1); similar to unknown protein Cr17 [Brassica napus]"	AT4G11090.1	CHR05V5|COORD:7103185..7106467|protein expressed protein	LOC_Os05g12380.1	" no descriptionweakly similar to ( 177)AT4G11090| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G23790.1); similar to unknown protein Cr17 [Brassica napus] (GB:AAX51387.1); similar to Os06g0524400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001057758.1); contains InterPro domain Protein of unknown function DUF231, plant; (InterPro:IPR004253) | chr4:6764641-6766217 REVERSE"	not assigned.unknown	35_2

CUST_89011_PI403524517	2	-0.011832237	0.6349163	0.011831284	-0.37945938	-0.42380524	0.34726524	35_25465	"Cluster: Zinc finger CW-type coiled-coil domain protein 3-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Zinc finger CW-type coiled-coil domain protein"	UniRef90_Q69XV8	CHR3V7|COORD:23260156..23265785| zinc ion binding	AT3G62900.1	CHR06V5|COORD:24997107..24985841|protein MORC family CW-type zinc finger 3, putative, expressed	LOC_Os06g41710.1	no description	not assigned.unknown	35_2

CUST_40144_PI403524517	2	0.09237099	0.08967781	0.36013317	-0.12523842	-0.08967781	-0.15033817	35_11544	"Cluster: Hypothetical protein OSJNBa0016I09.9; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0016I09.9 - Oryza sativa (japonica cu"	UniRef90_Q8LRJ4	"CHR3V7|COORD:5018282..5020111| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G05480.1); similar to Peptide-N4-(N-acetyl-beta-glucosaminyl)aspara"	AT3G14920.1	CHR01V5|COORD:5827634..5825355|protein peptide-N4-asparagine amidase A, putative, expressed	LOC_Os01g10930.1	"no descriptionmoderately similar to ( 272)AT3G14920| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G05480.1); similar to Peptide-N4-(N-acetyl-beta-glucosaminyl)aspara (GB:P81898) | chr3:5018282-5020111 FORWARD"	not assigned.unknown	35_2

CUST_63090_PI403524517	2	0.107961655	-0.49848557	-0.016867638	-0.040693283	0.06345463	0.016867638	35_18002	"Cluster: Putative ubiquitin C-terminal hydrolase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ubiquitin C-terminal hydrolase - Oryza sativa (japon"	UniRef90_Q8H557	CHR5|COORD:7289706..7293597| ubiquitin-specific protease 8, putative (UBP8), similar to ubiquitin-specific protease 8 partial sequence GI:11993469 (Arabidopsis	AT5G22030.2	CHR07V5|COORD:3205422..3212359|protein ubiquitin-specific protease-like protein, putative, expressed	LOC_Os07g06610.1	 no descriptionweakly similar to ( 182)AT5G22030| Symbols:  | ubiquitin-specific protease 8, putative (UBP8) | chr5:7290158-7293597 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Peptidase_C19R UCH UBP12 Peptidase_C19D Peptidase_C19 Peptidase_C19E Peptidase_C19G UBP5 peptidase_C19C Peptidase_C19K Peptidase_C19L Peptidase_C19M Peptidase_C19O Peptidase_C19A COG5077 Peptidase_C19H Peptidase_C19B Peptidase_C19F 	protein.degradation.ubiquitin.ubiquitin protease	29_5_11_5

CUST_32365_PI403524517	2	0.05265236	0.30036688	-0.0041279793	-0.12532043	-0.20504332	0.004128456	35_9335	"Cluster: Putative RNA-dependent RNA polymerase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative RNA-dependent RNA polymerase - Oryza sativa (japonica"	UniRef90_Q8LHH9	"CHR3V7|COORD:18360178..18364190| RDR6 (RNA-DEPENDENT RNA POLYMERASE 6); nucleic acid binding"	AT3G49500.1	CHR01V5|COORD:19272378..19267235|protein RNA-dependent RNA polymerase homolog 1, putative, expressed	LOC_Os01g34350.1	" no descriptionmoderately similar to ( 380)AT3G49500| Symbols: SGS2, SDE1, RDR6 | RDR6 (RNA-DEPENDENT RNA POLYMERASE 6); nucleic acid binding | chr3:18360178-18364190 REVERSEnot assigned RdRP "	RNA.transcription	27_2

CUST_133922_PI403524517	2	-0.8154621	-0.7709198	0.6146488	0.13132668	0.23256588	-0.13132668	35_37587	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_171373_PI403524517	2	0.71217203	-0.034084797	0.034084797	-0.27456808	-0.20533037	0.29359055	35_47752	"Cluster: Glutamine synthetase isoform GSe2; n=2; Triticum aestivum|Rep: Glutamine synthetase isoform GSe2 - Triticum aestivum (Wheat)"	UniRef90_Q6RUI9	"CHR3V7|COORD:6097509..6099414| ATGSKB6 (Arabidopsis thaliana glutamine synthase clone KB6); glutamate-ammonia ligase"	AT3G17820.1	CHR03V5|COORD:6441842..6437025|protein glutamine synthetase root isozyme 5, putative, expressed	LOC_Os03g12290.1	"no descriptionvery weakly similar to (69.3)AT3G17820| Symbols: ATGSKB6 | ATGSKB6 (Arabidopsis thaliana glutamine synthase clone KB6); glutamate-ammonia ligase | chr3:6097509-6099414 FORWARDvery weakly similar to (71.6)GLN12_ORYSAnot assigned"	N-metabolism.ammonia metabolism.glutamine synthase	12_2_2

CUST_20453_PI403524517	2	0.18121815	-0.23747015	-0.046117783	0.017347336	-0.017347336	0.09457207	35_5934	"Cluster: Os01g0920300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0920300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JGJ5	"CHR3V7|COORD:10028400..10031299| similar to Os01g0920300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001045219.1); similar to putative 23S rRNA"	AT3G27180.1	CHR01V5|COORD:40502498..40508482|protein expressed protein	LOC_Os01g69120.1	"no descriptionweakly similar to ( 124)AT3G27180| Symbols:  | similar to Os01g0920300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001045219.1); similar to putative 23S rRNA (Uracil-5-)-methyltransferase [Candidatus Protochlamydia amoebophila UWE25] (GB:YP_008997.1); contains domain RNA M5U METHYLTRANSFERASE FAMILY (PTHR11061); contains domain no description (G3D.3.40.50.150); contains domain gb def: Emb|CAB12631.1 (PTHR11061:SF5); contains domain S-adenosyl-L-methionine-dependent methyltransferases (SSF53335) | chr3:10028400-10031299 REVERSE"	not assigned.unknown	35_2

CUST_181935_PI403524517	2	0.058527946	-0.21979046	0.043849945	-0.04384899	-0.09097862	0.30914974	35_50582	Rep: OSIGBa0101C23.2 protein - Oryza sativa (Rice)	UniRef90_Q01J25	CHR2V7|COORD:18454557..18456079| WRKY family transcription factor	AT2G44745.1	CHR04V5|COORD:27071896..27065188|protein OsWRKY36 - Superfamily of rice TFs having WRKY and zinc finger domains, expressed	LOC_Os04g46060.1	no description	not assigned.unknown	35_2

CUST_102002_PI403524517	2	-0.008784294	0.033491135	0.08443546	-0.04117298	-0.0063409805	0.0063409805	35_29101	"Cluster: Os04g0676000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os04g0676000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J921	CHR3V7|COORD:6632816..6636959| cell division protein-related	AT3G19180.1	CHR04V5|COORD:34294211..34286654|protein F-box domain containing protein, expressed	LOC_Os04g57920.1	no descriptionmoderately similar to ( 280)AT3G19180| Symbols:  | cell division protein-related | chr3:6632816-6636553 FORWARD	cell.division	31_2

CUST_35770_PI403524517	2	0.04355812	0.0564394	-0.019773483	-0.09588814	-0.01294899	0.01294899	35_10314	"Cluster: Putative leucine rich repeat protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative leucine rich repeat protein - Oryza sativa (japonica cu"	UniRef90_Q69VA2	"CHR2V7|COORD:14624026..14635379| AIR9 (Auxin-Induced in Root cultures 9); protein binding"	AT2G34680.1	CHR07V5|COORD:2537718..2544033|protein AIR9, putative, expressed	LOC_Os07g05470.2	"no descriptionmoderately similar to ( 279)AT2G34680| Symbols: AIR9 | AIR9 (Auxin-Induced in Root cultures 9); protein binding | chr2:14624026-14635379 REVERSE"	not assigned.no ontology	35_1

CUST_121989_PI403524517	2	-0.029500484	-0.098257065	-0.43051147	0.19066048	0.029500484	0.85395145	35_34439	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_25501_PI403524517	2	0.39365292	-0.036510468	-0.032376766	0.03237629	-0.26902437	1.1328077	35_7389	"Cluster: Os05g0295900 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0295900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DJE5	CHR1V7|COORD:10641225..10645822| binding	AT1G30240.1	CHR05V5|COORD:13038116..13028872|protein expressed protein	LOC_Os05g22990.1	no descriptionvery weakly similar to (59.3)AT1G30240| Symbols:  | binding | chr1:10641225-10645822 REVERSE	not assigned.no ontology	35_1

CUST_514_PI399408534	2	-0.29277706	0.103372574	0.19726086	0.078651905	-0.30850172	-0.07865143	35_28586	"Cluster: Anther ethylene-upregulated protein ER1, putative, expressed; n=3; Oryza sativa|Rep: Anther ethylene-upregulated protein ER1, putative, expressed -"	UniRef90_Q339A6	CHR2V7|COORD:9478679..9483552| ethylene-responsive calmodulin-binding protein, putative (SR1)	AT2G22300.1	CHR10V5|COORD:11604242..11611524|protein calmodulin-binding transcription activator 2, putative, expressed	LOC_Os10g22950.1	 no descriptionvery weakly similar to (70.1)AT2G22300| Symbols:  | ethylene-responsive calmodulin-binding protein, putative (SR1) | chr2:9478679-9483552 FORWARD	RNA.regulation of transcription.AtSR Transcription Factor family	27_3_39

CUST_77119_PI403524517	2	-0.025325298	0.82030153	0.008875847	0.08314228	-0.21500683	-0.008875847	35_22107	Rep: Os11g0207200 protein - Oryza sativa (japonica cultivar-group)	UniRef90_Q0ITY8	"CHR1V7|COORD:19991059..19994401| MAP3KA (Mitogen-activated protein kinase kinase kinase 3); kinase"	AT1G53570.1	CHR11V5|COORD:5455668..5460116|protein mitogen-activated kinase kinase kinase alpha, putative, expressed	LOC_Os11g10100.3	" no descriptionmoderately similar to ( 310)AT1G53570| Symbols: MAPKKK3, MAP3KA | MAP3KA (Mitogen-activated protein kinase kinase kinase 3); kinase | chr1:19991059-19994401 FORWARDweakly similar to ( 105)M2K1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase Pkinase_Tyr SPS1 TyrKc PTKc PTKc_Jak_rpt2 PTKc_Ack_like PTKc_InsR_like PTKc_FAK PTKc_Src_like PTKc_Lck_Blk PTKc_Frk_like PTKc_Syk_like PTKc_Jak1_rpt2 PTKc_Musk PTKc_Tyk2_rpt2 PTKc_FGFR PTKc_EGFR_like PTKc_Jak2_Jak3_rpt2 PTKc_FGFR2 PTKc_FGFR1 PTKc_Lyn PTKc_PDGFR PTKc_Tec_like PTKc_Hck PTKc_Src PTKc_FGFR4 PTKc_Yes PTKc_Tec_Rlk PTKc_FGFR3 PTKc_Srm_Brk PTKc_CSF-1R PTKc_DDR PTKc_VEGFR2 PTKc_VEGFR PTKc_Kit PTKc_VEGFR3 PTKc_EphR PTKc_Fyn_Yrk PTKc_Trk PTKc_TrkA PTKc_Fes_like PTKc_PDGFR_alpha PTKc_InsR PTKc_Btk_Bmx PTK_Ryk PTKc_Abl PTKc_Csk_like PTKc_PDGFR_beta PTKc_Csk PTKc_RET PTKc_Axl_like PTKc_Ror KIND PTKc_TrkC PTKc_TrkB PTKc_DDR2 PTKc_IGF-1R PTKc_Met_Ron PTKc_HER2 PTKc_EphR_B PTKc_Itk PTKc_Ror2 PTKc_Chk PTKc_DDR1 PTKc_Zap-70 PTKc_Tyro3 PTKc_Axl PTKc_EGFR PTKc_Fes PTKc_Syk PTKc_Tie2 PTKc_DDR_like PTKc_Aatyk PTKc_EphR_A2 PTKc_HER4 PTKc_Fer PTKc_Ror1 PTKc_Tie1 PTKc_c-ros PTKc_EphR_A PTKc_Tie PTKc_Aatyk1_Aatyk3 PTKc_Aatyk2 PTKc_ALK_LTK PTK_HER3 PTK_Tyk2_rpt1 PTK_CCK4 PTK_Jak_rpt1 PTKc_EphR_A10 "	protein.postranslational modification	29_4

CUST_28185_PI403524517	2	0.11931896	0.0070085526	-0.07285118	-0.029791832	-0.0070085526	0.033224106	35_8148	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_13786_PI403524517	2	0.15415192	0.04950714	0.00596714	-0.005968094	-0.09711456	-0.018177986	35_3954	"Cluster: Cornichon protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Cornichon protein, expressed - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QQ55	CHR3V7|COORD:3883471..3884577| cornichon family protein	AT3G12180.1	CHR12V5|COORD:19396282..19399935|protein ER-derived vesicles protein ERV14, putative, expressed	LOC_Os12g32180.1	no descriptionweakly similar to ( 151)AT3G12180| Symbols:  | cornichon family protein | chr3:3883471-3884577 FORWARDnot assigned Cornichon	not assigned.no ontology	35_1

CUST_109306_PI403524517	2	0.21569824	0.39663506	0.08732319	-0.08732319	-0.17979956	-0.2484355	35_31071	"Cluster: Putative SAG12 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative SAG12 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q93VV8	CHR2V7|COORD:14400510..14401856| cysteine proteinase, putative	AT2G34080.1	CHR01V5|COORD:13841744..13843096|protein bromelain precursor, putative, expressed	LOC_Os01g24600.1	 no descriptionvery weakly similar to (62.0)AT2G34080| Symbols:  | cysteine proteinase, putative | chr2:14400510-14401856 REVERSEvery weakly similar to (50.4)ACTN_ACTCHActinidain precursor - Actinidia chinensis (Kiwi) (Yangtao)not assigned Peptidase_C1A Peptidase_C1 Pept_C1 	protein.degradation.cysteine protease	29_5_3

CUST_24220_PI403524517	2	-1.4978456	1.6217432	0.23948145	1.2570667	-0.23948193	-0.9998703	35_7029	"Cluster: Hypothetical protein P0009H10.13; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0009H10.13 - Oryza sativa (japonica cultivar-g"	UniRef90_Q655G4	0	0	CHR06V5|COORD:28492189..28492849|protein expressed protein	LOC_Os06g46980.1	no description	not assigned.unknown	35_2

CUST_152076_PI403524517	2	0.14173126	0.04475403	-0.04475403	-0.06460619	-0.59349775	0.104174614	35_42512	"Cluster: Hypothetical protein OSJNBa0073L01.15; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0073L01.15 - Oryza sativa (japonica"	UniRef90_Q8S6N2	"CHR1V7|COORD:7773362..7780575| similar to F-box family protein [Arabidopsis thaliana] (TAIR:AT1G22000.1); similar to putative myosin [Oryza sativa (japonica"	AT1G22060.1	CHR10V5|COORD:10985691..10973612|protein expressed protein	LOC_Os10g21940.1	"no descriptionvery weakly similar to (71.2)AT1G22060| Symbols:  | similar to F-box family protein [Arabidopsis thaliana] (TAIR:AT1G22000.1); similar to putative myosin [Oryza sativa (japonica cultivar-group)] (GB:AAO72668.1); similar to Os10g0363700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001064442.1); contains InterPro domain Spectrin repeat; (InterPro:IPR002017) | chr1:7773362-7780575 REVERSEnot assigned"	not assigned.unknown	35_2

CUST_18245_PI403524517	2	0.049711227	-0.06792641	-0.041175842	-0.03661537	0.03661537	0.04246044	35_5274	Rep: OSIGBa0092E01.8 protein - Oryza sativa (Rice)	UniRef90_Q01IC7	CHR3V7|COORD:2399283..2400386| autophagocytosis-associated family protein	AT3G07525.1	CHR12V5|COORD:19412188..19418666|protein autophagy-related protein 10, putative, expressed	LOC_Os12g32210.1	no descriptionweakly similar to ( 168)AT3G07525| Symbols:  | autophagocytosis-associated family protein | chr3:2399283-2400386 REVERSEnot assigned not assigned Autophagy_C	not assigned.no ontology	35_1

CUST_2769_PI403524517	2	0.031734467	-0.41326904	0.0047664642	-0.0047655106	0.20784664	-0.017820358	35_756	Rep: OSIGBa0152K17.12 protein - Oryza sativa (Rice)	UniRef90_Q01J75	CHR1V7|COORD:16914843..16916022| ChaC-like family protein	AT1G44790.1	CHR04V5|COORD:22138926..22135874|protein cation transport protein chaC, putative, expressed	LOC_Os04g37580.1	no descriptionmoderately similar to ( 223)AT1G44790| Symbols:  | ChaC-like family protein | chr1:16914843-16916022 REVERSEnot assigned ChaC ChaC	not assigned.no ontology	35_1

CUST_163079_PI403524517	2	0.007744789	-0.66835785	0.011274338	-0.023817062	0.079172134	-0.0077438354	35_45483	"Cluster: AT hook motif family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: AT hook motif family protein, expressed - Oryza sativa (japon"	UniRef90_Q10NR0		0	CHR03V5|COORD:8575821..8560553|protein AT hook motif family protein, expressed	LOC_Os03g15580.1	no description	not assigned.unknown	35_2

CUST_8322_PI399408534	2	-0.15349388	0.2596531	0.027041435	0.017359257	-0.23584032	-0.01735878	35_42567	"Cluster: Putative DNA-binding protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative DNA-binding protein - Oryza sativa (japonica"	UniRef90_Q6L4L4	"CHR5V7|COORD:24312452..24317526| ATSIZ1/SIZ1; DNA binding"	AT5G60410.3	CHR05V5|COORD:1404955..1416491|protein sumoylation ligase E3, putative, expressed	LOC_Os05g03430.3	" no descriptionvery weakly similar to (96.7)AT5G60410| Symbols: ATSIZ1, SIZ1 | ATSIZ1/SIZ1; DNA binding | chr5:24312452-24318056 FORWARD"	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_87191_PI403524517	2	-0.14404345	0.43420124	0.1958313	0.14404392	-0.3563795	-0.15044641	35_24967	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_153818_PI403524517	2	0.16984463	0.12856913	-0.024941444	0.024940968	-0.18470478	-0.20279026	35_42987	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_6121_PI404877155	2	0.15228367	0.28088093	-0.05775833	-0.08181286	-0.2008133	0.05775833	Contig18440_at	0	XP_476089.1	transcription factor jumonji (jmj) family protein / zinc finger (C5HC2 type) family protein	At1g08620.1	protein jmjC domain, putative	Os05g10770	transcription factor jumonji (jmj) family protein / zinc finger (C5HC2 type) family protein, contains Pfam domains, PF02375: jmjN domain, PF02373: jmjC domain and PF02928: C5HC2 zinc finger	RNA.regulation of transcription.JUMONJI family	27_3_57

CUST_54528_PI403524517	2	0.12292671	-0.14104462	0.18331909	-0.029234886	0.029234886	-0.055459023	35_15520	"Cluster: 10-deacetylbaccatin III-10-O-acetyl transferase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: 10-deacetylbaccatin III-10-O-acetyl transferase-"	UniRef90_Q9FTH0	CHR3V7|COORD:23025308..23026783| transferase family protein	AT3G62160.1	CHR01V5|COORD:24723659..24721905|protein 10-deacetylbaccatin III 10-O-acetyltransferase, putative, expressed	LOC_Os01g42870.1	no descriptionmoderately similar to ( 251)AT3G62160| Symbols:  | transferase family protein | chr3:23025308-23026783 REVERSEvery weakly similar to (90.9)HCBT3_DIACAAnthranilate N-benzoyltransferase protein 3 - Dianthus caryophyllus (Carnation) (Clove pink)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Transferase AF-4	not assigned.no ontology	35_1

CUST_178231_PI403524517	2	-0.4169507	0.0050697327	0.052326202	-0.0050702095	-0.44090223	0.070528984	35_49568	"Cluster: 40S ribosomal protein S15; n=3; Oryza sativa|Rep: 40S ribosomal protein S15 - Oryza sativa (Rice)"	UniRef90_P31674	CHR5V7|COORD:2955699..2956555| 40S ribosomal protein S15 (RPS15D)	AT5G09510.1	CHR07V5|COORD:4460930..4458836|protein 40S ribosomal protein S15, putative, expressed	LOC_Os07g08660.1	no descriptionvery weakly similar to (95.5)AT5G09510| Symbols:  | 40S ribosomal protein S15 (RPS15D) | chr5:2955699-2956354 REVERSEvery weakly similar to (95.1)RS15_ORYSAnot assigned Ribosomal_S19 RpsS rps19p	protein.synthesis.misc ribososomal protein	29_2_2

CUST_35869_PI403524517	2	0.25289154	0.056509018	-0.23803139	-0.10277939	-0.05650997	0.14046478	35_10343	"Cluster: Os03g0313300 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os03g0313300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DSE6	0	0	CHR03V5|COORD:11183952..11178183|protein poly, putative, expressed	LOC_Os03g19920.1	no description	not assigned.unknown	35_2

CUST_28224_PI403524517	2	0.085801125	0.10042477	-0.013549805	-0.07338047	-0.049251556	0.013548851	35_8161	"Cluster: DEAD/DEAH box helicase family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: DEAD/DEAH box helicase family protein, expressed - O"	UniRef90_Q10MH8	CHR2V7|COORD:19436153..19438687| DEAD/DEAH box helicase, putative	AT2G47330.1	CHR03V5|COORD:10963043..10967232|protein pre-mRNA-processing ATP-dependent RNA helicase prp-5, putative, expressed	LOC_Os03g19530.1	 no descriptionmoderately similar to ( 378)AT2G47330| Symbols:  | DEAD/DEAH box helicase, putative | chr2:19436153-19438687 REVERSEweakly similar to ( 130)DB10_NICSYATP-dependent RNA helicase-like protein DB10 - Nicotiana sylvestris (Wood tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned SrmB PRK11776 PRK11192 PRK10590 HELICc PRK01297 PRK04537 PRK04837 PRK11634 HELICc Helicase_C MPH1 RecQ SSL2 PRK11057 UvrB 	DNA.synthesis/chromatin structure	28_1

CUST_53843_PI403524517	2	0.320786	0.7723007	-0.059597015	-0.009628773	0.009628773	-0.12938833	35_15320	"Cluster: Os08g0242700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os08g0242700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J709	CHR1V7|COORD:5773789..5775265| uridylyltransferase-related	AT1G16880.2	CHR08V5|COORD:8666544..8662557|protein expressed protein	LOC_Os08g14440.2	no descriptionweakly similar to ( 132)AT1G16880| Symbols:  | uridylyltransferase-related | chr1:5773789-5775265 FORWARD	not assigned.no ontology	35_1

CUST_80975_PI403524517	2	-1.4459996	-0.9457593	-0.18415165	0.1997962	0.5899997	0.18415117	35_23224	"Cluster: Os09g0272000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os09g0272000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J314	CHR5V7|COORD:19586206..19586884| heavy-metal-associated domain-containing protein	AT5G48290.1	CHR09V5|COORD:5395935..5394176|protein heavy metal-associated domain containing protein, expressed	LOC_Os09g09930.1	no descriptionvery weakly similar to (54.3)AT3G07600| Symbols:  | heavy-metal-associated domain-containing protein | chr3:2424306-2424960 REVERSEnot assigned not assigned not assigned not assigned Protamine_P1	not assigned.no ontology	35_1

CUST_150012_PI403524517	2	-0.10121393	0.57602787	0.10742235	0.034253597	-0.32371473	-0.034253597	35_41967	"Cluster: Pleiotropic drug resistance protein 4; n=2; Oryza sativa|Rep: Pleiotropic drug resistance protein 4 - Oryza sativa (Rice)"	UniRef90_Q8GU89	"CHR1V7|COORD:5331988..5338170| ATPDR12/PDR12 (PLEIOTROPIC DRUG RESISTANCE 12); ATPase, coupled to transmembrane movement of substances"	AT1G15520.1	CHR01V5|COORD:24441991..24433928|protein PDR5-like ABC transporter, putative, expressed	LOC_Os01g42410.1	" no descriptionmoderately similar to ( 295)AT1G15520| Symbols: PDR12, ATPDR12 | ATPDR12/PDR12 (PLEIOTROPIC DRUG RESISTANCE 12); ATPase, coupled to transmembrane movement of substances | chr1:5331988-5338170 REVERSEmoderately similar to ( 310)PDR4_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned ABC_PDR_domain2 ABCG_EPDR ABCG_White CcmA ABC_PDR_domain1 ABC_ATPase ABC_cobalt_CbiO_domain1 ABC_Metallic_Cations ZnuC ABC_Class3 ABC_DR_subfamily_A SunT ABC_tran CbiO ABC_PhnC_transporter ABC_Iron-Siderophores_B12_Hemin ABC_cobalt_CbiO_domain2 ABC_MJ0796_Lo1CDE_FtsE ABCC_MRP_Like SalX COG3638 FepC ABC_Org_Solvent_Resistant CydD ABCC_bacteriocin_exporters Ttg2A ABC_subfamily_A MdlB ABC_Mj1267_LivG_branched COG1123 ABC_NatA_sodium_exporter ABC_Carb_Monos_I ABCC_Protease_Secretion ABCC_Hemolysin ABC_HisP_GlnQ_permeases DppD ABCC_Glucan_exporter_like ABC_YhbG MglA NatA GlnQ ArpD ABC_drug_resistance_like ABC_BcrA_bacitracin_resist ABC_PstB_phosphate_transporter ABC_NikE_OppD_transporters ABC_putative_ATPase ABC_DrrA COG4586 phnK PRK09984 HisP CysA ABC_FtsE_transporter YhbG PRK10619 ABC_ModC_like PstB PRK10535 CydC PhnK PRK11264 ABC_MTABC3_MDL1_MDL2 LivG ABC_NatA_like ABC_Carb_Solutes_like ABC_NrtD_SsuB_transporters PRK10895 fecE "	transport.ABC transporters and multidrug resistance systems	34_16

CUST_126144_PI403524517	2	0.43619537	-0.12663746	-0.13197613	0.04095316	-0.040953636	0.41085434	35_35511	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_137927_PI403524517	2	-0.17630577	-0.0148739815	0.24593782	0.014874458	1.554452	-0.76096773	35_38682	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_72013_PI403524517	2	-0.080519676	0.3973484	0.08052015	-0.09564352	0.507833	-0.19258642	35_20643	"Cluster: Os12g0594300 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os12g0594300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IM68	CHR1V7|COORD:1316918..1320652| protein kinase family protein	AT1G04700.1	CHR12V5|COORD:24891645..24916694|protein protein kinase domain containing protein, expressed	LOC_Os12g40279.1	no descriptionweakly similar to ( 116)AT1G04700| Symbols:  | protein kinase family protein | chr1:1316918-1320652 FORWARDnot assigned	protein.postranslational modification	29_4

CUST_96107_PI403524517	2	0.24105883	-0.7561941	-0.24105835	-0.8297925	0.50220156	0.7565055	35_27456	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QMP5	"CHR3V7|COORD:18886643..18888322| similar to PRLI-interacting factor-related [Arabidopsis thaliana] (TAIR:AT1G63850.1); similar to PRLI-interacting factor"	AT3G50780.1	CHR12V5|COORD:25011653..25015051|protein protein binding protein, putative, expressed	LOC_Os12g40480.1	"no descriptionvery weakly similar to ( 100)AT3G50780| Symbols:  | similar to PRLI-interacting factor-related [Arabidopsis thaliana] (TAIR:AT1G63850.1); similar to PRLI-interacting factor G-like protein [Oryza sativa (japonica cultivar-group)] (GB:BAC83795.1); similar to Os03g0769400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001051395.1); similar to Os07g0123500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001058798.1); contains domain POZ domain (SSF54695) | chr3:18886643-18888322 REVERSE"	not assigned.no ontology	35_1

CUST_20615_PI399408534	2	-0.090259075	0.09025955	0.20738125	0.5381236	-0.34398603	-0.31852627	35_20304	"Cluster: Putative lectin receptor-type protein kinase; n=1; Hordeum vulgare subsp. vulgare|Rep: Putative lectin receptor-type protein kinase - Hordeum vulgare v"	UniRef90_Q6A1H8	"CHR2V7|COORD:15822012..15824039| RLK (RECEPTOR LECTIN KINASE); kinase"	AT2G37710.1	CHR07V5|COORD:23279409..23276784|protein lectin-like receptor kinase 7, putative, expressed	LOC_Os07g38800.1	"no descriptionmoderately similar to ( 239)AT2G37710| Symbols: RLK | RLK (RECEPTOR LECTIN KINASE); kinase | chr2:15822012-15824039 REVERSEweakly similar to ( 125)PSKR_DAUCAPhytosulfokine receptor precursor - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase Pkinase_Tyr PTKc TyrKc SPS1 PTKc_Frk_like PTKc_Src_like PTKc_Csk_like PTKc_Jak_rpt2 PTKc_EphR PTKc_InsR_like PTKc_Src PTKc_Tec_like PTKc_EGFR_like PTKc_EphR_A2 PTKc_InsR PTKc_Srm_Brk PTKc_Fyn_Yrk PTKc_Ack_like PTKc_Lck_Blk PTKc_EphR_A PTKc_FAK PTKc_Yes PTKc_EphR_B PTKc_Hck PTKc_Lyn PTKc_Trk PTKc_Ror PTKc_Met_Ron PTKc_TrkC PTKc_FGFR PTKc_Musk PTKc_Chk PTKc_Syk_like PTKc_TrkB PTKc_IGF-1R PTKc_FGFR4 PTKc_c-ros PTKc_Itk PTKc_Tie1 PTKc_FGFR3 PTKc_ALK_LTK PTKc_Tie PTKc_Fes_like PTKc_Tec_Rlk PTKc_Syk PTKc_Abl PTKc_Csk"	signalling.receptor kinases.DUF 26	30_2_17

CUST_8314_PI403524517	2	-0.008770943	0.03630829	0.2248373	-0.01915741	-0.047372818	0.008771896	35_2323	"Cluster: AMP-binding enzyme family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: AMP-binding enzyme family protein, expressed - Oryza sat"	UniRef90_Q10MK9	"CHR3V7|COORD:5773237..5775417| AAE7/ACN1 (ACYL-ACTIVATING ENZYME 7); AMP binding / acetate-CoA ligase"	AT3G16910.1	CHR03V5|COORD:10806324..10802886|protein AMP-binding protein, putative, expressed	LOC_Os03g19250.1	" no descriptionhighly similar to ( 529)AT3G16910| Symbols: AAE7, ACN1 | AAE7/ACN1 (ACYL-ACTIVATING ENZYME 7); AMP binding / acetate-CoA ligase | chr3:5773237-5775417 REVERSEweakly similar to ( 109)4CL1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned PRK08162 CaiC PRK06219 PRK07008 PRK08316 PRK07771 AMP-binding PRK06187 PRK08314 PRK03640 PRK07684 PRK06018 PRK07529 PRK06188 PRK06839 PRK07770 PRK06368 PRK08315 PRK06087 Acs PRK07656 PRK06145 PRK05605 PRK07786 PRK12583 PRK09088 PRK06178 PRK06710 PRK09089 PRK08276 PRK07787 PRK07470 PRK05620 PRK07059 caiC PRK05852 PRK04319 PRK05677 PRK07788 EntE PRK08974 PRK06155 PRK12492 PRK07514 PRK08633 PRK07867 PRK06164 entE PRK07798 PRK08751 FAA1 PRK03429 PRK09029 PRK12406 PRK00851 PRK06060 PRK07638 PRK08279 PRK05857 PRK07445 PRK07824 PRK02530 PRK03914 PRK03582 EntF PRK10524 PRK12316 PRK09274 PRK06814 PRK01291 PRK05851 PRK02167 PRK04813 PRK09192 PRK12467 PRK04664 PRK08308 PRK07768 acsA PRK05691 PRK03613 PRK06334 PRK10252 PRK02239 PRK05850 PRK12476 "	lipid metabolism.FA synthesis and FA elongation.acyl coa ligase	11_1_8

CUST_19712_PI404877155	2	-0.009572029	-0.06590557	-0.11186314	0.35764885	0.009572029	0.14683151	S0001100180A07F1_at	DnaJ homolog [Salix gilgiana]	BAA35121.1	DNAJ heat shock protein, putative (J3)	At3g44110.1	protein putative  DnaJ like protein	Os03g57340	NONE	stress.abiotic.heat	20_2_1

CUST_2591_PI399408534	2	0.48593092	0.05716753	-0.09203434	-0.05716753	-0.647141	0.1278305	35_11630	Rep: Auxin response factor 7b - Oryza sativa (Rice)	UniRef90_Q8S978	"CHR1V7|COORD:6628386..6632770| ARF19 (AUXIN RESPONSE FACTOR 11); transcription factor"	AT1G19220.1	CHR08V5|COORD:25744837..25737874|protein auxin response factor 19, putative, expressed	LOC_Os08g40900.2	" no descriptionmoderately similar to ( 296)AT1G19220| Symbols: IAA22, ARF11, ARF19 | ARF19 (AUXIN RESPONSE FACTOR 11); transcription factor | chr1:6628386-6632770 REVERSEAuxin_resp "	RNA.regulation of transcription.ARF, Auxin Response Factor family	27_3_4

CUST_92575_PI403524517	2	0.06495285	-0.20612621	-0.1211586	7.343292E-4	0.008365631	-7.362366E-4	35_26470	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_9449_PI399408534	2	0.22785425	0.07248354	-0.07248402	-0.1660366	-0.5175419	1.3804417	35_20723	"Cluster: Putative receptor protein kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative receptor protein kinase - Oryza sativa (japonica cultivar-g"	UniRef90_Q69SP5	CHR2V7|COORD:11215445..11220973| ER (ERECTA, QUANTITATIVE RESISTANCE TO PLECTOSPHAERELLA 1)	AT2G26330.1	CHR06V5|COORD:5250844..5243152|protein receptor-like protein kinase 5 precursor, putative, expressed	LOC_Os06g10230.2	 no descriptionweakly similar to ( 137)AT2G26330| Symbols: QRP1, ER | ER (ERECTA, QUANTITATIVE RESISTANCE TO PLECTOSPHAERELLA 1) | chr2:11215445-11220973 REVERSEvery weakly similar to (63.9)RPK1_IPONIReceptor-like protein kinase precursor - Ipomoea nil (Japanese morning glory) (Pharbitis nil)not assigned not assigned Protamine_P1 LRRNT_2 	signalling.receptor kinases.leucine rich repeat XI	30_2_11

CUST_14094_PI404877155	2	-0.30873966	-0.8725147	0.3518505	0.1975689	0.13045311	-0.13045216	Contig7912_at	putative long-chain acyl-CoA synthetase [Arabidopsis thaliana]	AAM61199.1	acyl-activating enzyme 13 (AAE13)	At3g16170.1	protein AMP-binding enzyme, putative	Os01g55590	putative long-chain acyl-CoA synthetase	lipid metabolism.FA synthesis and FA elongation.acyl coa ligase	11_1_08

CUST_12758_PI403524517	2	0.12549686	-0.2594452	0.050914764	-0.050914764	-0.05144787	0.088778496	35_3650	"Cluster: Putative UBA3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative UBA3 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5NBF4	"CHR5V7|COORD:6453377..6455752| ECR1 (E1 C-TERMINAL RELATED 1); small protein activating enzyme"	AT5G19180.1	CHR01V5|COORD:9382972..9387394|protein NEDD8-activating enzyme E1 catalytic subunit, putative, expressed	LOC_Os01g16540.1	"no descriptionhighly similar to ( 574)AT5G19180| Symbols: ECR1 | ECR1 (E1 C-TERMINAL RELATED 1); small protein activating enzyme | chr5:6453377-6455752 FORWARDvery weakly similar to (79.7)UBE12_WHEATUbiquitin-activating enzyme E1 2 - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Uba3_RUB E1-2_like Uba2_SUMO Ube1_repeat2 ThiF ThiF ThiF_MoeB_HesA_family E1_enzyme_family PRK05690 UBACT PRK05600 PRK07878 PRK12475 PRK08644 PRK07411 COG1179 E2_bind PRK07688 E1_ThiF_like PRK08762 YgdL_like Ube1_repeat1 Aos1_SUMO PRK08328 PRK05597 APPBP1_RUB E1-1_like Apg7"	protein.degradation.ubiquitin.E1	29_5_11_2

CUST_170593_PI403524517	2	0.07846022	-0.37749577	0.10341549	-0.07846022	-0.30619192	1.3335748	35_47517	"Cluster: BTB/POZ domain containing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: BTB/POZ domain containing protein - Oryza sativa (japonica cultivar"	UniRef90_Q7XEA7	"CHR2V7|COORD:16590291..16593061| ATBPM3; protein binding"	AT2G39760.1	CHR10V5|COORD:14939196..14940874|protein snRNP protein, putative	LOC_Os10g29380.1	"no descriptionvery weakly similar to (82.8)AT2G39760| Symbols: ATBPM3 | ATBPM3; protein binding | chr2:16590291-16591893 FORWARDMATH"	protein.degradation.ubiquitin.E3.BTB/POZ Cullin3.BTB/POZ	29_5_11_4_5_2

CUST_53727_PI403524517	2	-1.2665663	0.009216309	-0.009216309	0.9084158	-0.029187202	0.5141983	35_15288	"Cluster: Blue copper binding protein; n=1; Hordeum vulgare subsp. vulgare|Rep: Blue copper binding protein - Hordeum vulgare var. distichum (Two-rowed barley)"	UniRef90_Q70DK2	CHR3V7|COORD:10044975..10045577| plastocyanin-like domain-containing protein	AT3G27200.1	CHR09V5|COORD:22907376..22908328|protein blue copper protein precursor, putative, expressed	LOC_Os09g39940.1	"no descriptionvery weakly similar to (87.4)AT2G32300| Symbols: UCC1 | UCC1 (UCLACYANIN 1); copper ion binding | chr2:13729587-13730541 FORWARDvery weakly similar to (88.2)BCP_PEABlue copper protein precursor - Pisum sativum (Garden pea)not assigned not assigned Cu_bind_like PRK12323"	misc.plastocyanin-like	26_19

CUST_13401_PI399408534	2	-0.024673462	-0.7035551	0.23891544	-0.5392771	0.24488926	0.024673462	35_6587	"Cluster: Putative development regulation gene OsNAC4; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative development regulation gene OsNAC4 - Oryza sativ"	UniRef90_Q5JK15	"CHR5V7|COORD:4196646..4197580| ANAC083 (Arabidopsis NAC domain containing protein 83); transcription factor"	AT5G13180.1	CHR01V5|COORD:40899671..40900863|protein NAC domain-containing protein 68, putative, expressed	LOC_Os01g70110.1	"no descriptionvery weakly similar to (84.7)AT5G13180| Symbols: ANAC083 | ANAC083 (Arabidopsis NAC domain containing protein 83); transcription factor | chr5:4196646-4197580 FORWARDvery weakly similar to (69.3)NAC68_ORYSAnot assigned NAM PRK12323"	RNA.regulation of transcription.NAC domain transcription factor family	27_3_27

CUST_30772_PI403524517	2	0.308815	-0.04450941	0.058831215	-0.017468452	-0.2801366	0.017468452	35_8879	"Cluster: Cell division protease ftsH homolog 2, chloroplast precursor; n=1; Arabidopsis thaliana|Rep: Cell division protease ftsH homolog 2, chloroplast precurs"	UniRef90_Q9FH02	"CHR5V7|COORD:16919887..16922330| VAR1 (VARIEGATED 1); ATP-dependent peptidase/ ATPase/ metallopeptidase"	AT5G42270.1	CHR06V5|COORD:30876995..30869319|protein OsFtsH1 - Oryza sativa FtsH protease, homologue of AtFtsH1/5, expressed	LOC_Os06g51029.2	" no descriptionvery weakly similar to (79.0)AT5G42270| Symbols: FTSH5, VAR1 | VAR1 (VARIEGATED 1); ATP-dependent peptidase/ ATPase/ metallopeptidase | chr5:16919887-16922330 FORWARDweakly similar to ( 109)FTSH_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Tymo_45kd_70kd PRK07764 PRK12323 DUF1421 TT_ORF1 PRK07003 Extensin_2 AF-4 Atrophin-1 DUF1509 PRK12678 Protamine_P2 IER DUF1431 Protamine_P1 DM6 PRK09169 APC_basic PRK10819 infB PRK05648 "	protein.degradation.metalloprotease	29_5_7

CUST_4154_PI403524517	2	0.13991928	-0.4468994	-0.04259491	0.024421692	-0.022756577	0.022755623	35_1149	"Cluster: P0402A09.25 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: P0402A09.25 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7F2E5	CHR5V7|COORD:4526880..4528255| translocon-associated protein beta (TRAPB) family protein	AT5G14030.1	CHR01V5|COORD:144847..147375|protein translocon-associated protein beta containing protein, expressed	LOC_Os01g01307.1	no descriptionweakly similar to ( 185)AT5G14030| Symbols:  | translocon-associated protein beta (TRAPB) family protein | chr5:4526880-4528255 FORWARDnot assigned TRAP_beta	not assigned.no ontology	35_1

CUST_154743_PI403524517	2	0.16267633	-0.070436954	0.07043743	0.5798464	-0.28770018	-0.22486877	35_43233	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_48768_PI403524517	2	0.04285431	-0.023639679	0.007270813	-0.007270813	-0.043685913	0.007270813	35_13927	Rep: Histone H2A.2.1 - Triticum aestivum (Wheat)	UniRef90_P02276	CHR5V7|COORD:575435..576454| histone H2A, putative	AT5G02560.1	CHR03V5|COORD:9478877..9477951|protein histone H2A, putative, expressed	LOC_Os03g17100.1	 no descriptionweakly similar to ( 148)AT5G02560| Symbols:  | histone H2A, putative | chr5:575435-576454 FORWARDweakly similar to ( 167)H2A3_WHEATHistone H2A.2.2 - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned H2A H2A HTA1 Histone PRK12323 PRK07003 DUF1421 Tymo_45kd_70kd 	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_48849_PI403524517	2	0.09047508	-0.017404556	0.0076560974	0.0076560974	-0.06689072	-0.0076560974	35_13950	Rep: Histone H2A.2.1 - Triticum aestivum (Wheat)	UniRef90_P02276	CHR5V7|COORD:575435..576454| histone H2A, putative	AT5G02560.1	CHR03V5|COORD:9478877..9477951|protein histone H2A, putative, expressed	LOC_Os03g17100.1	 no descriptionweakly similar to ( 148)AT5G02560| Symbols:  | histone H2A, putative | chr5:575435-576454 FORWARDweakly similar to ( 167)H2A3_WHEATHistone H2A.2.2 - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned H2A H2A HTA1 Histone PRK12323 PRK07003 infB PRK12678 PRK07764 Coprinus_mating Tymo_45kd_70kd DUF566 	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_2844_PI403524517	2	-0.7431469	0.2324686	0.09706926	0.7705951	-0.5482373	-0.09706879	35_778	"Cluster: Putative amino acid transporter; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative amino acid transporter - Oryza sativa (japonica cultivar-gro"	UniRef90_Q5Z9R9	"CHR1V7|COORD:16767091..16769663| AAP5 (amino acid permease 5); amino acid permease"	AT1G44100.1	CHR06V5|COORD:21184226..21191192|protein amino acid transporter, putative, expressed	LOC_Os06g36180.1	"no descriptionmoderately similar to ( 207)AT1G44100| Symbols: AAP5 | AAP5 (amino acid permease 5); amino acid permease | chr1:16767091-16769663 REVERSEnot assigned not assigned not assigned Aa_trans"	transport.amino acids	34_3

CUST_11869_PI404877155	2	-0.03638172	-0.044145584	0.033753395	0.093984604	0.12904167	-0.03375244	Contig5567_s_at	0	BAD07969.1	aconitase family protein / aconitate hydratase family protein	At4g13430.1	protein homoaconitate hydratase family protein	Os02g03260	aconitase family protein / aconitate hydratase family protein, contains Pfam profile PF00330: Aconitase family (aconitate hydratase	TCA / org. transformation.other organic acid transformaitons.aconitase	8_2_03

CUST_3091_PI404877155	2	0.11689186	-0.10322094	-0.060019493	0.02771473	-0.027713776	0.035633087	Contig13515_at	Kin17 DNA-binding protein-related [Arabidopsis thaliana]	NP_680423.1	Kin17 DNA-binding protein-related	At1g55460.1	protein hypothetical protein	Os03g37330	Kin17 DNA-binding protein-related, contains similarity to zinc finger protein rts2 GB:U16133 GI:563244 from (Saccharomyces cerevisiae)	RNA.regulation of transcription.unclassified	27_3_99

CUST_71093_PI403524517	2	0.120119095	0.0016117096	-0.0056905746	0.079283714	-0.029704094	-0.0016126633	35_20368	"Cluster: Hypothetical protein P0409B11.37; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0409B11.37 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6Z4A0	CHR5V7|COORD:22359305..22363626| catalytic	AT5G55060.1	CHR07V5|COORD:19499139..19503465|protein expressed protein	LOC_Os07g32670.1	no descriptionmoderately similar to ( 339)AT5G55060| Symbols:  | catalytic | chr5:22359305-22363626 FORWARDnot assigned	not assigned.unknown	35_2

CUST_100025_PI403524517	2	0.34046173	-0.07982063	0.07982063	0.13487244	-0.121171	-0.08537483	35_28555	"Cluster: Putative 1,4-alpha-glucan branching enzyme; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative 1,4-alpha-glucan branching enzyme - Oryza sativa"	UniRef90_Q5VN31	"CHR3V7|COORD:7123609..7130370| BE1/EMB2729 (BRANCHING ENZYME 1, EMBRYO DEFECTIVE 2729); alpha-amylase"	AT3G20440.1	CHR06V5|COORD:15334688..15364532|protein 1,4-alpha-glucan branching enzyme, putative, expressed	LOC_Os06g26234.3	" no descriptionmoderately similar to ( 270)AT3G20440| Symbols: EMB2729, BE1 | BE1/EMB2729 (BRANCHING ENZYME 1, EMBRYO DEFECTIVE 2729); alpha-amylase | chr3:7123609-7130370 REVERSEweakly similar to ( 165)GLGB_ORYSAnot assigned not assigned GlgB PRK05402 PRK12313 Aamy Alpha-amylase AmyA PRK12568 PulA Glycogen_branching_enzyme_like_N_term "	major CHO metabolism.synthesis.starch.starch branching	2_1_2_3

CUST_4054_PI403524517	2	-0.08145714	-0.36728287	0.10994339	0.041436195	0.0571146	-0.04143524	35_1121	Rep: Cellulose synthase-9 - Zea mays (Maize)	UniRef90_Q9LLI1	"CHR5V7|COORD:1530402..1535091| CESA3 (CELLULASE SYNTHASE 3); cellulose synthase/ transferase, transferring glycosyl groups"	AT5G05170.1	CHR07V5|COORD:5857018..5851011|protein CESA8 - cellulose synthase, expressed	LOC_Os07g10770.1	" no descriptionnearly identical (1677)AT5G05170| Symbols: CESA3, IXR1, ATCESA3, ATH-B, CEV1 | CESA3 (CELLULASE SYNTHASE 3); cellulose synthase/ transferase, transferring glycosyl groups | chr5:1530402-1535091 REVERSECellulose_synt COG1215 bcsA "	cell wall.cellulose synthesis.cellulose synthase	10_2_1

CUST_82143_PI403524517	2	0.04328823	-0.074781895	0.15330935	-0.096512794	0.06491852	-0.04328823	35_23562	"Cluster: Glycosylation enzyme-like protein; n=1; Arabidopsis thaliana|Rep: Glycosylation enzyme-like protein - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9FLD7	CHR5V7|COORD:16021722..16023656| glycosyltransferase family 14 protein / core-2/I-branching enzyme family protein	AT5G39990.1	CHR06V5|COORD:23842215..23846177|protein acetylglucosaminyltransferase, putative, expressed	LOC_Os06g40060.1	no descriptionmoderately similar to ( 356)AT5G39990| Symbols:  | glycosyltransferase family 14 protein / core-2/I-branching enzyme family protein | chr5:16021722-16023656 FORWARDnot assigned Branch	misc.UDP glucosyl and glucoronyl transferases	26_2

CUST_12909_PI403524517	2	-0.14550781	-0.03044033	0.03044033	0.17875195	-0.071092606	0.111068726	35_3692	"Cluster: Putative Na+/K+/Cl-cotransport protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative Na+/K+/Cl-cotransport protein - Oryza sativa (japonic"	UniRef90_Q6Z0E2	CHR1|COORD:10762721..10769514| cation-chloride cotransporter, putative, similar to cation-chloride co-transporter GB:AAC49874 GI:2582381 from (Nicotiana	AT1G30450.2	CHR08V5|COORD:14062577..14053301|protein CCC1, putative, expressed	LOC_Os08g23440.1	" no descriptionmoderately similar to ( 357)AT1G30450| Symbols: ATCCC1, CCC1 | CCC1; cation:chloride symporter | chr1:10762887-10769043 FORWARDnot assigned not assigned "	transport.unspecified cations	34_14

CUST_68603_PI403524517	2	0.11484623	-1.1720343	-0.0915637	0.029417515	0.15296125	-0.029417038	35_19623	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_11635_PI403524517	2	0.01599598	0.35403538	-0.058376312	-0.0018520355	-0.14809036	0.0018529892	35_3306	"Cluster: Expressed protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q337G3	CHR4V7|COORD:14005054..14006768| similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABB47837.2)	AT4G28260.1	CHR10V5|COORD:18763069..18766101|protein expressed protein	LOC_Os10g35710.1	no descriptionmoderately similar to ( 352)AT4G28260| Symbols:  | similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABB47837.2) | chr4:14005054-14006768 FORWARD	not assigned.unknown	35_2

CUST_14166_PI403524517	2	0.2446084	0.17544174	-0.38771725	-0.1535201	0.15351963	-0.29547548	35_4064	"Cluster: Os07g0520800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0520800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D605	"CHR1V7|COORD:18869940..18870682| similar to unnamed protein product [Ostreococcus tauri] (GB:CAL57548.1); similar to Os07g0520800 [Oryza sativa (japonica"	AT1G50900.1	CHR07V5|COORD:20111815..20113507|protein expressed protein	LOC_Os07g33660.1	"no descriptionweakly similar to ( 178)AT1G50900| Symbols:  | similar to unnamed protein product [Ostreococcus tauri] (GB:CAL57548.1); similar to Os07g0520800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001059804.1); contains InterPro domain Ankyrin; (InterPro:IPR002110) | chr1:18869940-18870682 FORWARDnot assigned PRK12323"	not assigned.unknown	35_2

CUST_18778_PI399408534	2	-0.22809267	0.27598953	0.07792711	-0.25583792	0.12163496	-0.07792759	35_19800	Rep: Ethylene responsive protein - Oryza sativa (Rice)	UniRef90_Q8VXC3	"CHR3V7|COORD:4737623..4739007| RAP2.2; DNA binding / transcription factor"	AT3G14230.3	CHR03V5|COORD:4324818..4322842|protein transcription factor EREBP, putative, expressed	LOC_Os03g08460.1	 no descriptionvery weakly similar to (56.2)AT1G72360| Symbols:  | ethylene-responsive element-binding protein, putative | chr1:27245566-27246439 FORWARDvery weakly similar to (55.5)ERF1_ORYSAAP2 AP2 	RNA.regulation of transcription.AP2/EREBP, APETALA2/Ethylene-responsive element binding protein family	27_3_3

CUST_71014_PI403524517	2	-0.77224207	1.5749168	1.239891	-1.4319448	-0.5895753	0.58957577	35_20344	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q338P4	0	0	CHR10V5|COORD:12570741..12567955|protein expressed protein	LOC_Os10g25060.1	no description	not assigned.unknown	35_2

CUST_169749_PI403524517	2	0.08140659	0.094947815	0.013049126	-0.15097237	-0.10561943	-0.013048172	35_47282	"Cluster: Hypothetical protein P0663C08.15; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0663C08.15 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6L4R3	"CHR4V7|COORD:13227894..13230517| CK1 (casein kinase 1-like protein 1); casein kinase I/ kinase"	AT4G26100.1	CHR05V5|COORD:29492740..29487869|protein casein kinase I isoform delta-like, putative, expressed	LOC_Os05g51560.2	" no descriptionmoderately similar to ( 377)AT4G26100| Symbols: CKL1, CK1 | CK1 (casein kinase 1-like protein 1); casein kinase I/ kinase | chr4:13227894-13230517 REVERSEvery weakly similar to (52.0)CRK_DAUCACDPK-related protein kinase - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc Pkinase SPS1 S_TKc Pkinase_Tyr TyrKc "	protein.postranslational modification	29_4

CUST_11925_PI399408534	2	0.19487	-0.3154421	-0.52832603	0.24193954	-0.09401131	0.09401131	35_16155	"Cluster: BZIP transcription factor; n=1; Triticum aestivum|Rep: BZIP transcription factor - Triticum aestivum (Wheat)"	UniRef90_Q53UC7	"CHR3V7|COORD:23102820..23103260| ATBZIP53 (BASIC REGION/LEUCINE ZIPPER MOTIF 53); DNA binding / sequence-specific DNA binding / transcription factor"	AT3G62420.1	CHR05V5|COORD:1695733..1697184|protein ocs element-binding factor 1, putative, expressed	LOC_Os05g03860.1	"no descriptionvery weakly similar to (79.7)AT3G62420| Symbols: ATBZIP53 | ATBZIP53 (BASIC REGION/LEUCINE ZIPPER MOTIF 53); DNA binding / sequence-specific DNA binding / transcription factor | chr3:23102820-23103260 REVERSEvery weakly similar to (82.4)OCS1_MAIZEOcs element-binding factor 1 - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned BRLZ PRK12323 PRK12678 bZIP_1 PRK07003 bZIP_2 CoxE"	RNA.regulation of transcription.bZIP transcription factor family	27_3_35

CUST_44134_PI403524517	2	-0.5277686	-0.35422325	-0.09019756	0.09019756	0.12768126	0.2606926	35_12664	"Cluster: Os02g0598800 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os02g0598800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DZT9	CHR2V7|COORD:10670596..10672445| protein phosphatase 2C, putative / PP2C, putative	AT2G25070.1	CHR02V5|COORD:23379495..23385971|protein protein phosphatase 2C containing protein	LOC_Os02g38690.1	 no descriptionweakly similar to ( 119)AT2G25070| Symbols:  | protein phosphatase 2C, putative / PP2C, putative | chr2:10670596-10672445 REVERSEnot assigned not assigned not assigned not assigned PP2Cc PP2Cc PP2C PTC1 	protein.postranslational modification	29_4

CUST_485_PI404877155	2	-0.009423256	0.10055065	-0.1136322	-0.15421867	0.051311493	0.009423256	Contig10397_at	putative Magnaporthe grisea pathogenicity protein [Oryza sativa (japonica cultivar-group)] gb|AAP52418.1| putative Magnaporthe grisea pathog	NP_920131.1	abscisic acid-responsive HVA22 family protein	At5g42560.1	protein TB2/DP1, HVA22 family, putative	Os03g14610	NONE	hormone metabolism.abscisic acid.synthesis-degradation	17_1_1

CUST_10817_PI404877155	2	0.021549225	-0.41668224	-0.046840668	0.16062164	0.111278534	-0.021548271	Contig4563_at	putative dihydrolipoamide dehydrogenase precursor [Oryza sativa (japonica cultivar-group)] dbj|BAB39219.1| putative dihydrolipoamide dehydro	NP_908725.1	dihydrolipoamide dehydrogenase 1, mitochondrial / lipoamide dehydrogenase 1 (MTLPD1)	At1g48030.1	protein dihydrolipoamide dehydrogenase	Os01g22520	putative dihydrolipoamide dehydrogenase precursor	TCA / org. transformation.TCA.pyruvate DH.E3	8_1_01_03

CUST_7889_PI404877155	2	-0.063952446	-0.25932217	-0.5990381	0.7883625	0.2577114	0.063952446	Contig23272_at	satase isoform II [Zea mays]	AAN76865.1	serine O-acetyltransferase (SAT-52)	At5g56760.1	protein serine O-acetyltransferase, putative	Os03g10050	serine O-acetyltransferase (SAT-52), identical to GI:905391	amino acid metabolism.synthesis.serine-glycine-cysteine group.cysteine.SAT	13_1_5_3_02

CUST_46365_PI403524517	2	0.22464657	0.31573105	-0.007174492	0.007174492	-0.12345028	-0.24984026	35_13278	0	0	0	0	CHR02V5|COORD:18558369..18562688|protein expressed protein	LOC_Os02g31070.1	no description	not assigned.unknown	35_2

CUST_1244_PI404877155	2	0.007575989	-0.43737602	-0.0075769424	0.016004562	0.11169624	-0.040186882	Contig11318_at	putative GTP-binding protein [Oryza sativa (japonica cultivar-group)] dbj|BAB93265.1| putative GTP-binding protein Ran/TC4 [Oryza sativa (ja	NP_917635.1	Ras-related GTP-binding protein (RAN3)	At5g55190.1	protein Similar to 26S proteasome AAA-ATPase subunit RPT6a	Os06g39870	small Ras-related GTP-binding protein	signalling.G-proteins	30_5

CUST_44984_PI403524517	2	-0.047713757	-0.56690407	0.08127403	-0.01168108	0.14644337	0.01168108	35_12898	"Cluster: Pentatricopeptide (PPR) repeat-containing protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Pentatricopeptide (PPR) repeat-containing prot"	UniRef90_Q5Z851	CHR5V7|COORD:22819548..22821140| pentatricopeptide (PPR) repeat-containing protein	AT5G56310.1	CHR06V5|COORD:29440621..29443244|protein tetratricopeptide-like helical, putative, expressed	LOC_Os06g48660.1	no descriptionweakly similar to ( 137)AT5G56310| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr5:22819548-22821140 FORWARD	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_143169_PI403524517	2	-0.4068842	0.5699892	0.12502527	-0.12502575	0.30851412	-0.16472101	35_40118	"Cluster: Hypothetical protein OSJNBb0012J10.12; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0012J10.12 - Oryza sativa (japonica"	UniRef90_Q6H3Z1	CHR5V7|COORD:19135910..19137755| protein kinase, putative	AT5G47070.1	CHR02V5|COORD:26207138..26203100|protein protein kinase APK1B, chloroplast precursor, putative, expressed	LOC_Os02g43430.1	 no descriptionmoderately similar to ( 228)AT5G47070| Symbols:  | protein kinase, putative | chr5:19135910-19137755 REVERSEweakly similar to ( 130)PSKR_DAUCAPhytosulfokine receptor precursor - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TyrKc Pkinase_Tyr PTKc S_TKc Pkinase S_TKc PTKc_Jak_rpt2 PTKc_Csk_like PTKc_EphR PTKc_EGFR_like PTKc_Syk_like PTKc_Fes_like PTKc_HER4 PTKc_Ror PTKc_Axl_like PTKc_InsR_like PTKc_Src_like PTKc_Abl PTKc_EphR_B PTKc_Tyk2_rpt2 PTKc_Srm_Brk PTKc_RET PTKc_Ack_like PTK_HER3 PTKc_Trk PTKc_Frk_like PTKc_Fes PTKc_Tec_like PTKc_HER2 PTKc_FGFR PTKc_ALK_LTK PTKc_EphR_A2 PTKc_c-ros PTKc_Musk PTKc_EGFR PTKc_Csk SPS1 PTKc_Lck_Blk PTKc_Ror1 PTKc_Itk PTKc_Chk PTKc_FAK PTKc_EphR_A PTKc_Jak2_Jak3_rpt2 PTKc_Met_Ron PTKc_DDR PTKc_Fer PTKc_Tie1 PTKc_Zap-70 PTKc_Tie PTKc_TrkA PTKc_Jak1_rpt2 PTKc_Tie2 PTKc_Tyro3 PTKc_Btk_Bmx PTKc_Syk PTKc_TrkB PTKc_Tec_Rlk PTKc_EphR_A10 PTKc_IGF-1R PTKc_DDR_like PTKc_Src PTKc_PDGFR PTKc_Lyn PTKc_FGFR4 PTKc_Axl PTKc_Fyn_Yrk PTKc_Yes PTKc_FGFR1 PTKc_Aatyk PTKc_Aatyk1_Aatyk3 PTKc_TrkC PTK_CCK4 PTKc_InsR PTKc_FGFR3 PTK_Jak_rpt1 PTKc_DDR1 	protein.postranslational modification.kinase.receptor like cytoplasmatic kinase VII	29_4_1_57

CUST_148827_PI403524517	2	-0.0072598457	0.13089466	-0.03190708	0.007259369	2.213951	-0.3901682	35_41634	"Cluster: Methyltransferase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Methyltransferase-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z8K5	"CHR1V7|COORD:13670856..13672146| similar to PREDICTED: similar to CG17807-PA [Rattus norve (GB:XP_001055538.1); similar to Os02g0750500 [Oryza sativa (japonica"	AT1G36310.1	CHR02V5|COORD:31529049..31526241|protein expressed protein	LOC_Os02g51490.1	"no descriptionweakly similar to ( 123)AT1G36310| Symbols:  | similar to PREDICTED: similar to CG17807-PA [Rattus norve (GB:XP_001055538.1); similar to Os02g0750500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001048132.1); contains InterPro domain SAM (and some other nucleotide) binding motif; (InterPro:IPR000051); contains InterPro domain Methyltransferase type 11; (InterPro:IPR013216); contains InterPro domain Generic methyltransferase; (InterPro:IPR001601) | chr1:13670856-13672146 FORWARDnot assigned"	not assigned.unknown	35_2

CUST_12242_PI404877155	2	0.035837173	-0.5024252	-0.035837173	0.15951157	0.10057068	-0.20757484	Contig5988_at	putative ribonucleoprotein [Oryza sativa]	AAL82527.1	29 kDa ribonucleoprotein, chloroplast, putative / RNA-binding protein cp29, putative	At2g37220.1	protein putative ribonucleoprotein	Os03g25960	29 kDa ribonucleoprotein, chloroplast, putative / RNA-binding protein cp29, putative, similar to SP:Q43349 29 kDa ribonucleoprotein, chloroplast precursor (RNA-binding protein cp29) {Arabidopsis thaliana}	RNA.RNA binding	27_4

CUST_62301_PI403524517	2	0.057930946	-0.2664528	-0.09880352	0.17786789	-0.050504684	0.05050373	35_17764	Rep: P-type ATPase - Hordeum vulgare (Barley)	UniRef90_Q94IM7	CHR1V7|COORD:2370302..2373335| calcium-transporting ATPase 4, endoplasmic reticulum-type (ECA4)	AT1G07670.1	CHR03V5|COORD:9621144..9613932|protein calcium-transporting ATPase 2, endoplasmic reticulum-type, putative, expressed	LOC_Os03g17310.1	 no descriptionnearly identical (1014)AT1G07670| Symbols:  | calcium-transporting ATPase 4, endoplasmic reticulum-type (ECA4) | chr1:2370302-2373335 REVERSEmoderately similar to ( 206)ACA6_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned MgtA PRK10517 Cation_ATPase_C ZntA KdpB PRK01122 zntA PRK10671 Hydrolase SerB COG4087 	transport.calcium	34_21

CUST_52532_PI403524517	2	0.011108398	-0.07961655	0.0	0.0	0.0	0.01613617	35_14965	"Cluster: Putative 60S ribosomal protein L1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative 60S ribosomal protein L1 - Oryza sativa (japonica"	UniRef90_Q7Y1I5	CHR3V7|COORD:2953818..2955449| 60S ribosomal protein L4/L1 (RPL4A)	AT3G09630.1	CHR03V5|COORD:33084986..33082531|protein 60S ribosomal protein L4, putative, expressed	LOC_Os03g58204.1	no descriptionhighly similar to ( 549)AT3G09630| Symbols:  | structural constituent of ribosome | chr3:2953818-2955449 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned rpl4lp Ribosomal_L4 RplD PRK07003 PRK12323 PRK07764 Atrophin-1 Tymo_45kd_70kd APC_basic rplD Extensin_2 PRK05648 Herpes_BLLF1 HPC2 AF-4 Drf_FH1 DUF1421 DUF566 TT_ORF1 DUF1509 Herpes_TAF50 PRK12495 PRK12372 IER PRK08853 BASP1 KAR9 PRK08691	protein.synthesis.misc ribososomal protein	29_2_2

CUST_21962_PI399408534	2	0.359169	0.67501736	-0.7221632	-0.06376934	-0.6061392	0.06376934	35_921	"Cluster: Putative phi-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative phi-1 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z7W3	CHR4V7|COORD:5740375..5741319| phosphate-responsive protein, putative (EXO)	AT4G08950.1	CHR02V5|COORD:31845490..31846777|protein phi-1-like phosphate-induced protein, putative, expressed	LOC_Os02g52040.1	 no descriptionweakly similar to ( 147)AT4G08950| Symbols:  | phosphate-responsive protein, putative (EXO) | chr4:5740375-5741319 FORWARDPhi_1 	signalling.in sugar and nutrient physiology	30_1

CUST_68321_PI403524517	2	-0.01973629	0.15341377	0.019737244	-0.111888885	-0.06940365	0.05034256	35_19534	"Cluster: Hypothetical protein OSJNBa0015N08.27; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0015N08.27 - Oryza sativa (japonica"	UniRef90_Q851X4	"CHR1V7|COORD:27802180..27803183| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G49410.2); similar to Os08g0360000 [Oryza sativa (japonica"	AT1G73940.1	CHR03V5|COORD:35838326..35836166|protein expressed protein	LOC_Os03g63550.1	"no descriptionweakly similar to ( 115)AT1G73940| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G49410.2); similar to Os08g0360000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001061634.1); similar to Os03g0852500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001051924.1) | chr1:27802180-27803183 REVERSEnot assigned"	not assigned.unknown	35_2

CUST_109251_PI403524517	2	-0.09789944	-0.088627815	-0.17961502	0.14965057	0.25192833	0.08862686	35_31057	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_11507_PI403524517	2	0.011938095	0.1622467	0.030124664	-0.1495018	-0.1600771	-0.011938095	35_3264	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_87424_PI403524517	2	-0.078689575	-0.30594826	-0.025381088	0.113126755	0.31389523	0.025382042	35_25029	"Cluster: PREDICTED: similar to LOC397922 protein; n=2; Strongylocentrotus purpuratus|Rep: PREDICTED: similar to LOC397922 protein - Strongylocentrotus purpuratu"	UniRef90_UPI0000E4A721	CHR4V7|COORD:7758606..7760888| leucine-rich repeat family protein / extensin family protein	AT4G13340.1	CHR08V5|COORD:10918875..10929831|protein actin binding protein, putative, expressed	LOC_Os08g17820.2	no descriptionnot assigned not assigned not assigned Tymo_45kd_70kd	not assigned.unknown	35_2

CUST_8230_PI399408534	2	0.030675888	0.30030918	0.036557198	-0.6637726	-0.6042657	-0.030676365	35_4578	"Cluster: Os07g0608200 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0608200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D4R9	CHR1V7|COORD:20221248..20222373| CCAAT-binding transcription factor (CBF-B/NF-YA) family protein	AT1G54160.1	CHR07V5|COORD:24999525..24995030|protein nuclear transcription factor Y subunit A-3, putative, expressed	LOC_Os07g41720.2	no descriptionweakly similar to ( 129)AT1G54160| Symbols:  | CCAAT-binding transcription factor (CBF-B/NF-YA) family protein | chr1:20221248-20222373 REVERSEnot assigned CBF CBFB_NFYA HAP2	RNA.regulation of transcription.CCAAT box binding factor family, HAP2	27_3_14

CUST_50985_PI403524517	2	-2.303565	-0.3551798	1.763649	-0.10460949	1.7960968	0.10460949	35_14540	Rep: Dehydrin 9 - Hordeum vulgare (Barley)	UniRef90_Q9ZTR3	CHR3V7|COORD:18953015..18953702| dehydrin, putative	AT3G50980.1	CHR11V5|COORD:14828391..14827502|protein dehydrin Rab16C, putative, expressed	LOC_Os11g26760.1	no descriptionvery weakly similar to (86.3)DHR15_WHEATDehydrin Rab15 - Triticum aestivum (Wheat)Dehydrin	not assigned.unknown	35_2

CUST_12753_PI403524517	2	0.010700226	-0.05887127	-0.028301239	0.0032186508	-0.0032196045	0.038163185	35_3649	"Cluster: Histidinol dehydrogenase, chloroplast precursor; n=2; Oryza sativa|Rep: Histidinol dehydrogenase, chloroplast precursor - Oryza sativa (Rice)"	UniRef90_Q5NAY4	CHR5V7|COORD:25582826..25585330| ATHDH (HISTIDINOL DEHYDROGENASE)	AT5G63890.2	CHR01V5|COORD:7345375..7348947|protein histidinol dehydrogenase, chloroplast precursor, putative, expressed	LOC_Os01g13190.1	no descriptionhighly similar to ( 726)AT5G63890| Symbols: ATHDH | ATHDH (HISTIDINOL DEHYDROGENASE) | chr5:25582826-25585330 REVERSEhighly similar to ( 807)HISX_ORYSAnot assigned Histidinol_dh hisD HisD PRK12447	amino acid metabolism.synthesis.histidine	13_1_7

CUST_78369_PI403524517	2	5.8078766E-4	-0.30031872	-5.8078766E-4	0.12235069	-0.004500389	0.17968845	35_22467	"Cluster: Putative cell division control protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative cell division control protein - Oryza sativa (japonic"	UniRef90_Q84MV9	CHR1V7|COORD:20057007..20059939| protein serine/threonine phosphatase	AT1G53710.1	CHR03V5|COORD:16030022..16037087|protein hydrolase/ protein serine/threonine phosphatase, putative, expressed	LOC_Os03g27950.2	"no descriptionweakly similar to ( 149)AT1G53710| Symbols:  | similar to Metallophosphoesterase [Medicago truncatula] (GB:ABE82070.1); contains InterPro domain Metallophosphoesterase; (InterPro:IPR004843) | chr1:20057330-20059939 REVERSE"	misc.calcineurin-like phosphoesterase family protein	26_27

CUST_153916_PI403524517	2	0.042126656	-0.30979252	0.014595985	-0.014595985	0.04046154	-0.2006588	35_43015	"Cluster: Os05g0373700 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os05g0373700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DIP0	CHR3V7|COORD:3381853..3384232| zinc finger (C3HC4-type RING finger) family protein	AT3G10810.1	CHR01V5|COORD:41541160..41543918|protein nascent polypeptide-associated complex alpha subunit-like protein 3, putative, expressed	LOC_Os01g71230.1	no description	not assigned.unknown	35_2

CUST_37743_PI403524517	2	0.041980743	-0.05735588	-0.041981697	0.041980743	0.18125343	-0.06459236	35_10865	Rep: Chitinase - Beta vulgaris subsp. vulgaris	UniRef90_Q42421	CHR4V7|COORD:7758606..7760888| leucine-rich repeat family protein / extensin family protein	AT4G13340.1	CHR12V5|COORD:6108924..6103451|protein transposon protein, putative, CACTA, En/Spm sub-class	LOC_Os12g11330.1	no descriptionnot assigned not assigned not assigned not assigned not assigned PRK07764 Extensin_2	not assigned.unknown	35_2

CUST_1305_PI404877155	2	-0.1918211	0.5044193	-0.12935925	0.04105282	-0.04105282	0.075653076	Contig11415_at	0	Q06852	neurofilament protein-related	At3g05900.1	protein LIM domain, putative	Os06g13030	retinitis pigmentosa GTPase regulator-like protein	RNA.regulation of transcription.unclassified	27_3_99

CUST_43658_PI403524517	2	-0.13115215	-0.10680866	-0.00433445	0.18387508	0.048318863	0.00433445	35_12529	"Cluster: Putative pentatricopeptide (PPR) repeat-containing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative pentatricopeptide (PPR)"	UniRef90_Q6ZH91	CHR4V7|COORD:10275928..10278502| leucine-rich repeat family protein / extensin family protein	AT4G18670.1	CHR02V5|COORD:1154674..1157039|protein expressed protein	LOC_Os02g02950.1	no descriptionvery weakly similar to (66.2)AT1G02060| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr1:360918-363050 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07764 Atrophin-1 HPC2 Tymo_45kd_70kd PRK05648 Extensin_2 DUF1421 PRK07003 Herpes_BLLF1 DUF605 Drf_FH1 FAP IER GRASP55_65 Totivirus_coat KAR9 PRK08853 PRK00708 PRK09111 AF-4 WTX tatB PRK08770 PRK12495 Peptidase_S39 APC_basic Pneumo_att_G PRK09169 CTF_NFI	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_24090_PI403524517	2	0.34366035	-0.2623043	-0.0705204	0.07051945	-0.097260475	0.17923069	35_6997	Rep: UPI0000EB29B6 UniRef100 entry - Canis familiaris	UniRef90_UPI0000EB29B6	CHR1V7|COORD:22496859..22500684| proline-rich family protein	AT1G61080.1	CHR01V5|COORD:4178236..4175962|protein protein binding protein, putative, expressed	LOC_Os01g08470.1	no description	not assigned.unknown	35_2

CUST_116973_PI403524517	2	-0.23805952	0.81006145	0.15180063	-0.15180111	0.37768078	-0.28993607	35_33153	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_49220_PI403524517	2	0.2694273	-0.27720547	0.118041515	-0.11804199	0.19295883	-0.5350442	35_14044	"Cluster: OSJNBa0084K20.6 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0084K20.6 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7X7T4	"CHR5V7|COORD:4583508..4587371| HEMG2/MEE61 (maternal effect embryo arrest 61); oxidoreductase/ protoporphyrinogen oxidase"	AT5G14220.1	CHR04V5|COORD:24261662..24269768|protein protoporphyrinogen oxidase, mitochondrial, putative, expressed	LOC_Os04g41260.1	" no descriptionmoderately similar to ( 351)AT5G14220| Symbols: HEMG2, MEE61 | HEMG2/MEE61 (maternal effect embryo arrest 61); oxidoreductase/ protoporphyrinogen oxidase | chr5:4583508-4587371 REVERSEmoderately similar to ( 356)PPOM_TOBACProtoporphyrinogen oxidase, mitochondrial - Nicotiana tabacum (Common tobacco)not assigned HemY PRK11883 Amino_oxidase PRK12416 "	tetrapyrrole synthesis.protoporphyrin IX oxidase	19_9

CUST_6647_PI404877155	2	-2.896943	0.33111	0.4021082	0.6608181	-0.82414055	-0.33110905	Contig19699_at	DNA-binding protein RAV2-like [Oryza sativa (japonica cultivar-group)] dbj|BAB84620.1| DNA-binding protein RAV1-like [Oryza sativa (japonica	NP_917049.1	DNA-binding protein RAV2 (RAV2) / AP2 domain-containing protein RAP2.8	At1g68840.1	protein B3 DNA binding domain, putative	Os05g47650	NONE	RNA.regulation of transcription.AP2/EREBP, APETALA2/Ethylene-responsive element binding protein family	27_3_03

CUST_41982_PI403524517	2	0.22371864	-1.2408733	-0.26624632	0.40306044	-0.07325077	0.07325125	35_12068	"Cluster: Retrotransposon protein, putative, unclassified, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Retrotransposon protein, putative, unclass"	UniRef90_Q2QYQ5	CHR4V7|COORD:14333534..14335261| reverse transcriptase, putative / RNA-dependent DNA polymerase, putative	AT4G29090.1	CHR12V5|COORD:529565..523051|protein retrotransposon protein, putative, unclassified, expressed	LOC_Os12g01900.1	 no descriptionvery weakly similar to (50.1)AT4G29090| Symbols:  | reverse transcriptase, putative / RNA-dependent DNA polymerase, putative | chr4:14333534-14335261 FORWARD	DNA.unspecified	28_99

CUST_24425_PI403524517	2	-0.14822388	0.1712637	0.64346695	0.008612156	-0.008611679	-0.11576557	35_7090	"Cluster: Vacuolar sorting receptor 1, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Vacuolar sorting receptor 1, putative, expressed - O"	UniRef90_Q2QYK3	CHR3V7|COORD:19598977..19602668| ATELP1 (VACUOLAR SORTING RECEPTOR HOMOLOG)	AT3G52850.1	CHR12V5|COORD:787120..782540|protein vacuolar sorting receptor 1 precursor, putative, expressed	LOC_Os12g02390.1	 no descriptionmoderately similar to ( 322)AT3G52850| Symbols: VSR1, BP-80, ATELP, VSR-1, BP80, BP80B, ATELP1 | ATELP1 (VACUOLAR SORTING RECEPTOR HOMOLOG) | chr3:19598977-19602668 FORWARDmoderately similar to ( 303)VSR1_PEAVacuolar-sorting receptor 1 precursor - Pisum sativum (Garden pea)not assigned not assigned PA_VSR PA_C_RZF_like PA_subtilisin_1 PA PA PA_GO-like PA_1 PA_C5a_like 	protein.targeting.secretory pathway.vacuole	29_3_4_3

CUST_18273_PI403524517	2	-0.29466343	0.36262226	-0.41567326	0.034843445	0.25995922	-0.034843445	35_5284	"Cluster: MutT/nudix-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: MutT/nudix-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q656M7	"CHR1V7|COORD:27649541..27650232| ATNUDT21 (Arabidopsis thaliana Nudix hydrolase homolog 21); hydrolase"	AT1G73540.1	CHR06V5|COORD:8069045..8067592|protein nudix hydrolase 4, putative, expressed	LOC_Os06g14420.1	"no descriptionweakly similar to ( 137)AT1G73540| Symbols: ATNUDT21 | ATNUDT21 (Arabidopsis thaliana Nudix hydrolase homolog 21); hydrolase | chr1:27649541-27650232 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Nudix_Hydrolase_9 NUDIX Nudix_Hydrolase PRK07003 PRK12323 Ap6A_hydrolase"	not assigned.no ontology	35_1

CUST_41409_PI403524517	2	-0.0071020126	-0.5403652	0.015681267	0.0071029663	0.022198677	-0.066898346	35_11901	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_81474_PI403524517	2	0.097147465	-0.02372551	0.061580658	-0.093502045	0.02372551	-0.24748755	35_23372	"Cluster: Putative beta transducin; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative beta transducin - Oryza sativa (japonica cultivar-group)"	UniRef90_Q67WP2	CHR4V7|COORD:2511210..2517050| transducin family protein / WD-40 repeat family protein	AT4G04940.1	CHR06V5|COORD:26302932..26311361|protein WD repeat-containing protein 36, putative, expressed	LOC_Os06g43690.1	no descriptionmoderately similar to ( 469)AT4G04940| Symbols:  | transducin family protein / WD-40 repeat family protein | chr4:2511210-2517050 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned WD40 COG2319	not assigned.no ontology	35_1

CUST_20491_PI399408534	2	0.042354584	0.1355114	-0.042354584	0.044979095	-0.14277124	-0.29964828	35_12720	"Cluster: Putative auxin-independent growth promoter; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative auxin-independent growth"	UniRef90_Q67X84	"CHR1V7|COORD:7927519..7930340| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G64600.1); similar to putative auxin-independent growth promoter"	AT1G22460.1	CHR06V5|COORD:6145722..6150197|protein auxin-independent growth promoter-like protein, putative, expressed	LOC_Os06g11600.3	" no descriptionmoderately similar to ( 219)AT1G22460| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G64600.1); similar to putative auxin-independent growth promoter [Oryza sativa (japonica cultivar-group)] (GB:BAD37235.1); contains InterPro domain Protein of unknown function DUF246, plant; (InterPro:IPR004348) | chr1:7927519-7930340 REVERSEDUF246 "	hormone metabolism.auxin.induced-regulated-responsive-activated	17_2_3

CUST_52029_PI403524517	2	-0.003282547	0.003282547	0.015281677	-0.015104294	0.09357834	-0.06817818	35_14830	"Cluster: 40S ribosomal protein S12; n=1; Hordeum vulgare|Rep: 40S ribosomal protein S12 - Hordeum vulgare (Barley)"	UniRef90_Q9XHS0	CHR1|COORD:5471513..5472978| 40S ribosomal protein S12 (RPS12A), similar to 40S ribosomal protein S12 GI:4263712 from (Arabidopsis thaliana)	AT1G15930.1	CHR07V5|COORD:7233501..7231456|protein 40S ribosomal protein S12, putative, expressed	LOC_Os07g12650.3	no descriptionweakly similar to ( 182)AT2G32060| Symbols:  | 40S ribosomal protein S12 (RPS12C) | chr2:13646305-13647181 REVERSEmoderately similar to ( 245)RS12_HORVU40S ribosomal protein S12 - Hordeum vulgare (Barley)not assigned not assigned Ribosomal_L7Ae RPL8A rpl7ae	protein.synthesis.misc ribososomal protein	29_2_2

CUST_15345_PI403524517	2	-0.012964249	0.97381306	-0.03805065	-0.060848236	0.012964249	0.13795757	35_4427	"Cluster: Putative cysteine synthase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative cysteine synthase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5VND2	"CHR3V7|COORD:22083645..22086322| OASC (O-ACETYLSERINE (THIOL) LYASE ISOFORM C); cysteine synthase"	AT3G59760.3	CHR06V5|COORD:2578089..2580727|protein cysteine synthase, putative, expressed	LOC_Os06g05700.1	" no descriptionmoderately similar to ( 315)AT3G59760| Symbols: ATCS-C, OASC | OASC (O-ACETYLSERINE (THIOL) LYASE ISOFORM C); cysteine synthase | chr3:22083638-22086322 REVERSEmoderately similar to ( 326)CYSK_SPIOLCysteine synthase - Spinacia oleracea (Spinach)not assigned not assigned not assigned CysK PRK10717 cysM PALP IlvA ThrC PRK06815 PRK09224 PRK12483 PRK07334 PRK06382 PRK08198 PRK05638 "	amino acid metabolism.synthesis.serine-glycine-cysteine group.cysteine.OASTL	13_1_5_3_1

CUST_65083_PI403524517	2	0.15643597	-0.6289263	0.016350746	-0.025568008	0.081682205	-0.016350746	35_18582	"Cluster: OSJNBa0060D06.11 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0060D06.11 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XPN3	"CHR5V7|COORD:5546978..5548545| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G03010.2); similar to Os04g0652900 [Oryza sativa (japonica"	AT5G16870.1	CHR04V5|COORD:33042129..33039613|protein peptidyl-tRNA hydrolase 2, mitochondrial precursor, putative, expressed	LOC_Os04g55860.1	" no descriptionweakly similar to ( 194)AT3G03010| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G16870.1); similar to Os04g0652900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001054102.1); similar to hypothetical protein LOC549411 [Xenopus tropicalis] (GB:NP_001016657.1); contains InterPro domain Peptidyl-tRNA hydrolase, PTH2; (InterPro:IPR002833) | chr3:678989-680144 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PTH2 PTH2_family PRK04322 pth2 PTH2 PRK12323 Extensin_2 DUF1421 Tymo_45kd_70kd Drf_FH1 PRK07764 Atrophin-1 "	not assigned.unknown	35_2

CUST_53945_PI403524517	2	-0.066316605	0.34362411	-0.049800873	-9.384155E-4	9.393692E-4	0.043444633	35_15355	Rep: CUL1 - Oryza sativa (japonica cultivar-group)	UniRef90_Q5ZC88	"CHR4|COORD:1128619..1133696| similar to cullin family protein [Arabidopsis thaliana] (TAIR:At1g02980.1); similar to CUL1 [Oryza sativa (japonica cultivar-group)"	AT4G02570.3	CHR01V5|COORD:15466470..15457725|protein cullin-1, putative, expressed	LOC_Os01g27150.1	 no descriptionhighly similar to ( 705)AT4G02570| Symbols: CUL1, AXR6, ATCUL1 | ATCUL1 (CULLIN 1) | chr4:1129315-1133435 FORWARDnot assigned not assigned not assigned not assigned not assigned COG5647 Cullin CULLIN 	protein.degradation.ubiquitin.E3.SCF.cullin	29_5_11_4_3_3

CUST_76704_PI403524517	2	0.040560722	0.35105038	0.011509895	-0.18323517	-0.12297821	-0.011509895	35_21988	"Cluster: Hypothetical protein B1331F11.3-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1331F11.3-1 - Oryza sativa (japonica cultivar"	UniRef90_Q651B4	CHR2V7|COORD:15458913..15460629| ACT domain-containing protein	AT2G36840.1	CHR09V5|COORD:22797417..22792734|protein amino acid binding protein, putative, expressed	LOC_Os09g39740.3	no descriptionweakly similar to ( 189)AT2G36840| Symbols:  | ACT domain-containing protein | chr2:15458913-15460629 REVERSEACT_ACR-like_4 ACT_ACR-like_3 PRK12323	not assigned.no ontology	35_1

CUST_6671_PI403524517	2	0.011012077	0.6605129	0.19334507	-0.1158371	-0.05379963	-0.011011124	35_1853	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_35574_PI403524517	2	0.019153595	-0.6739073	-0.14557076	0.092336655	-0.019153595	0.026480675	35_10259	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_149930_PI403524517	2	0.048565865	-0.06304741	-0.04856634	0.0700202	0.10644436	-0.32076454	35_41944	"Cluster: Putative oxidoreductase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative oxidoreductase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q84T04	CHR3V7|COORD:10677503..10679499| oxidoreductase, 2OG-Fe(II) oxygenase family protein	AT3G28480.1	0	0	no description	not assigned.unknown	35_2

CUST_13133_PI404877155	2	-0.32102776	-0.34671783	0.055700302	0.33115482	0.2708664	-0.055701256	Contig6842_at	putative leucine-rich repeat transmembrane protein kinase [Oryza sativa (japonica cultivar-group)] dbj|BAD16477.1| putative leucine-rich rep	XP_464408.1	protein kinase family protein	At4g22130.1	protein strubbelig receptor family 8	Os06g42800	"similar to leucine-rich repeat transmembrane protein kinase, putative [Arabidopsis thaliana] (TAIR:At3g14350.2); similar to leucine-rich repeat transmembrane protein kinase, putative [Arabidopsis thaliana] (TAIR:At1g53730.1); similar to leucine-rich repea"	signalling.receptor kinases.misc	30_2_99

CUST_91387_PI403524517	2	-0.105065346	0.05339718	0.06271458	-0.053396225	-0.18587875	0.06029415	35_26131	0	0	0	0	CHR03V5|COORD:33232243..33229629|protein 40S ribosomal protein S15, putative, expressed	LOC_Os03g58430.1	no description	not assigned.unknown	35_2

CUST_181291_PI403524517	2	0.09049702	0.42192888	-0.09049702	0.13859034	-0.113761425	-0.3077178	35_50413	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_12887_PI403524517	2	0.0114860535	0.33726597	0.010231018	-0.12574577	-0.010231972	-0.015018463	35_3686	Rep: U1 snRNP - Zea mays (Maize)	UniRef90_Q6E0J0	"CHR3V7|COORD:18837457..18840473| U1-70K (SPLICEOSOMAL PROTEIN U1A); RNA binding"	AT3G50670.1	CHR10V5|COORD:997065..991733|protein U1 snRNP 70K protein, putative, expressed	LOC_Os10g02630.1	no description	not assigned.unknown	35_2

CUST_610_PI399407379	2	0.637722	-1.9146318	-0.4201975	0.6791544	0.30862713	-0.30862617	HvCHLH1									

CUST_12178_PI403524517	2	-0.4298067	-0.3186121	0.010726929	0.1729393	0.5772934	-0.010726929	35_3467	"Cluster: Os02g0509500 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0509500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E0Z7	"CHR3V7|COORD:9973745..9975462| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G40970.1); similar to Os02g0509500 [Oryza sativa (japonica"	AT3G27030.1	CHR02V5|COORD:18205622..18206122|protein conserved hypothetical protein	LOC_Os02g30600.1	"no descriptionweakly similar to ( 108)AT3G27030| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G40970.1); similar to Os02g0509500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001046927.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABA93771.1); similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE92575.1) | chr3:9973745-9975462 REVERSE"	not assigned.unknown	35_2

CUST_168651_PI403524517	2	0.028328896	0.033404827	-0.028329372	-0.07683468	-0.4832716	0.21739388	35_46968	Rep: OSJNBa0035I04.11 protein - Oryza sativa (Rice)	UniRef90_Q7XKX1		0	CHR04V5|COORD:20814342..20823358|protein DNA binding protein, putative, expressed	LOC_Os04g34720.1	no description	not assigned.unknown	35_2

CUST_8967_PI404877155	2	0.030757904	-0.11538029	-0.080822945	0.09005642	-0.030757904	0.06116581	Contig2772_s_at	dnaK-type molecular chaperone HSC70-9, chloroplast - spinach gb|AAB91471.1| heat shock 70 protein [Spinacia oleracea] gb|AAB96659.1| heat sh	T08899	heat shock protein 70 / HSP70 (HSC70-7)	At5g49910.1	protein chaperone protein DnaK	Os12g14070	heat shock protein 70	stress.abiotic.heat	20_2_1

CUST_12101_PI403524517	2	0.0014028549	0.10504818	-0.019903183	-0.0014028549	-0.040308952	0.030550003	35_3445	"Cluster: Putative DnaJ protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative DnaJ protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ATJ1	CHR4V7|COORD:4825647..4829605| DNAJ heat shock N-terminal domain-containing protein	AT4G07990.1	CHR03V5|COORD:29674844..29680464|protein heat shock protein binding protein, putative, expressed	LOC_Os03g51830.1	no descriptionmoderately similar to ( 203)AT4G07990| Symbols:  | DNAJ heat shock N-terminal domain-containing protein | chr4:4825647-4829605 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DnaJ DnaJ DnaJ PRK10767	stress.abiotic.heat	20_2_1

CUST_7188_PI403524517	2	-0.5517483	-0.85006714	0.86957264	0.90305185	0.25026083	-0.25026083	35_1994	"Cluster: Hypothetical protein OSJNBb0041J20.9; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0041J20.9 - Oryza sativa (japonica cu"	UniRef90_Q84R85	"CHR1V7|COORD:7613017..7615137| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G21670.1); similar to WD40 domain protein beta Propeller"	AT1G21680.1	CHR03V5|COORD:16404112..16406733|protein WD40-like Beta Propeller Repeat family protein, expressed	LOC_Os03g28980.1	" no descriptionvery weakly similar to (79.0)AT1G21680| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G21670.1); similar to WD40 domain protein beta Propeller [Solibacter usitatus Ellin6076] (GB:YP_828764.1); similar to Os03g0840200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001051846.1); similar to Os07g0638100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001060406.1); contains InterPro domain TolB, C-terminal; (InterPro:IPR011042); contains InterPro domain WD40-like Beta Propeller; (InterPro:IPR011659) | chr1:7613017-7615137 FORWARDnot assigned "	not assigned.no ontology	35_1

CUST_161659_PI403524517	2	0.03798771	-0.5185499	0.0049390793	-0.051158905	0.08073616	-0.004940033	35_45096	"Cluster: Hypothetical protein T8O5.90; n=2; Arabidopsis thaliana|Rep: Hypothetical protein T8O5.90 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_O49711	CHR4V7|COORD:11605168..11611220| pentatricopeptide (PPR) repeat-containing protein	AT4G21880.1	CHR02V5|COORD:1716927..1708915|protein expressed protein	LOC_Os02g03970.1	no descriptionvery weakly similar to (98.2)AT4G21880| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr4:11605168-11611220 FORWARD	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_1461_PI399408534	2	-0.46717834	-0.33048058	0.2721119	0.099422455	0.5397997	-0.099422455	35_16527	"Cluster: Os05g0561600 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0561600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DFZ4	CHR4V7|COORD:14014866..14016829| hydroxyproline-rich glycoprotein family protein	AT4G28300.1	CHR05V5|COORD:27860743..27864733|protein expressed protein	LOC_Os05g48760.1	no descriptionweakly similar to ( 132)AT4G28300| Symbols:  | hydroxyproline-rich glycoprotein family protein | chr4:14015420-14016829 FORWARDnot assigned not assigned not assigned not assigned DUF1421 PRK10263 GAL11	cell wall.cell wall proteins.HRGP	10_5_4

CUST_19115_PI404877155	2	-0.11867905	-0.054750443	0.054750443	0.28444386	-0.19549084	0.12683582	HZ49D19r_at	OSJNBb0022F23.11 [Oryza sativa (japonica cultivar-group)] ref|XP_472843.1| OSJNBb0022F23.11 [Oryza sativa (japonica cultivar-group)]	CAE02874.2	60S ribosomal protein L6 (RPL6C)	At1g74050.1	protein ribosomal protein L6e, putative	Os02g37860	NONE	stress.abiotic.heat	20_2_1

CUST_86546_PI403524517	2	-0.481081	-1.3575249	0.15616608	0.19204712	0.7139206	-0.15616608	35_24787	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_5871_PI403524517	2	-0.04961586	-0.06580162	0.003088951	0.39875364	-0.003089428	0.049867153	35_1622	"Cluster: Hypothetical protein P0003E08.7; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0003E08.7 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q5SN65	"CHR1V7|COORD:10438203..10440609| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G29830.1); similar to Os01g0664100 [Oryza sativa (japonica"	AT1G29820.1	CHR01V5|COORD:27450334..27456249|protein expressed protein	LOC_Os01g47460.1	"no descriptionweakly similar to ( 178)AT1G29820| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G29830.1); similar to Os01g0664100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001043790.1); similar to IMP dehydrogenase/GMP reductase [Medicago truncatula] (GB:ABE93751.1) | chr1:10438203-10440609 FORWARDweakly similar to ( 112)ZB14_MAIZE14 kDa zinc-binding protein - Zea mays (Maize)not assigned PKCI_related HIT PRK10687 CorA Hit"	not assigned.unknown	35_2

CUST_14026_PI404877155	2	-0.40642357	-0.5901747	0.3466549	-0.08678913	0.08678913	0.10428047	Contig7811_s_at	fructan 1-exohydrolase precursor [Hordeum vulgare]	CAE53426.1	beta-fructosidase (BFRUCT1) / beta-fructofuranosidase / cell wall invertase	At3g13790.1	protein Glycosyl hydrolases family 32	Os01g73580	"BETA-FRUCTOFURANOSIDASE;BETA-FRUCTOFURANOSIDASE 5;beta-fructosidase, putative / beta-fructofuranosidase, putative, similar to beta-fructofuranosidase GI:402740"	major CHO metabolism.degradation.sucrose.invertases.cell wall	2_2_1_03_02

CUST_39510_PI403524517	2	-6.5660477E-4	0.65022516	6.570816E-4	-0.20025063	0.13493013	-0.31630564	35_11363	"Cluster: Putative eukaryotic peptide chain release factor subunit 1-3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative eukaryotic peptide chain releas"	UniRef90_Q8RV12	"CHR5|COORD:19403353..19405788| similar to eukaryotic release factor 1 family protein / eRF1 family protein [Arabidopsis thaliana] (TAIR:At1g12920.1); similar to"	AT5G47880.2	CHR01V5|COORD:41569316..41570686|protein eukaryotic peptide chain release factor subunit 1-1, putative, expressed	LOC_Os01g71270.1	" no descriptionmoderately similar to ( 208)AT5G47880| Symbols: ERF1, ERF1-1 | ERF1-1 (EUKARYOTIC RELEASE FACTOR 1-1); translation release factor | chr5:19403781-19405091 REVERSEnot assigned eRF1 PRK04011 eRF1_3 eRF1_2 PelA "	protein.synthesis.release	29_2_5

CUST_123691_PI403524517	2	-0.041549683	0.07721424	-0.15747833	0.041549683	0.21570873	-0.22348833	35_34878	"Cluster: Hypothetical protein P0700F06.21; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0700F06.21 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6K681		0	CHR02V5|COORD:33718795..33716274|protein F-box domain containing protein, expressed	LOC_Os02g55050.1	no description	not assigned.unknown	35_2

CUST_113427_PI403524517	2	0.022167206	-0.022167206	-0.07617569	0.05792427	0.10952091	-0.12658882	35_32195	"Cluster: Putative Ste20-related protein kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Ste20-related protein kinase - Oryza sativa (japonica"	UniRef90_Q8GZX1	CHR4V7|COORD:12515233..12519346| protein kinase family protein	AT4G24100.1	CHR03V5|COORD:778372..787647|protein ATP binding protein, putative, expressed	LOC_Os03g02320.2	no descriptionvery weakly similar to (79.7)AT4G24100| Symbols:  | protein kinase family protein | chr4:12515233-12519346 FORWARDnot assigned	protein.postranslational modification	29_4

CUST_14996_PI403524517	2	-0.09527302	0.13175392	0.17740536	-0.32839108	0.042144775	-0.042144775	35_4324	"Cluster: CbbY protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: CbbY protein, putative, expressed - Oryza sativa (japonica cultivar"	UniRef90_Q2QLS0	CHR5V7|COORD:18287782..18290356| CbbY protein-related	AT5G45170.1	CHR12V5|COORD:26968139..26963920|protein expressed protein	LOC_Os12g43520.1	no descriptionmoderately similar to ( 350)AT5G45170| Symbols:  | CbbY protein-related | chr5:18287782-18290356 REVERSE	not assigned.no ontology	35_1

CUST_61213_PI403524517	2	-0.44488716	0.22979736	-0.04859352	0.048594475	-0.35428524	0.13557148	35_17466	"Cluster: OSJNBa0064D20.12 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0064D20.12 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7FA13	"CHR5V7|COORD:7929594..7931299| similar to Os04g0442100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001052880.1); similar to P0076O17.10 [Oryza"	AT5G23520.1	CHR04V5|COORD:21826730..21829709|protein expressed protein	LOC_Os04g36058.2	"no descriptionmoderately similar to ( 210)AT5G23520| Symbols:  | similar to Os04g0442100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001052880.1); similar to P0076O17.10 [Oryza sativa (japonica cultivar-group)] (GB:CAE02512.1); contains InterPro domain Smr protein/MutS2 C-terminal; (InterPro:IPR002625) | chr5:7929594-7931299 REVERSEDUF1771"	DNA.synthesis/chromatin structure	28_1

CUST_7003_PI403524517	2	-0.05504799	0.012773514	0.33266068	-0.012773514	0.12414837	-0.15803146	35_1940	"Cluster: Os12g0210800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os12g0210800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IPE5	CHR1|COORD:29908408..29911452| similar to 2-dehydro-3-deoxyphosphooctonate aldolase, putative / phospho-2-dehydro-3-deoxyoctonate aldolase, putative /	AT1G79500.4	CHR12V5|COORD:5800404..5806217|protein 2-dehydro-3-deoxyphosphooctonate aldolase, putative, expressed	LOC_Os12g10784.3	"no descriptionmoderately similar to ( 250)AT1G79500| Symbols: AtkdsA1 | AtkdsA1 (Arabidopsis thaliana KDO-8-phosphate synthase A1); 3-deoxy-8-phosphooctulonate synthase | chr1:29908497-29910882 FORWARDmoderately similar to ( 253)KDSA_PEA2-dehydro-3-deoxyphosphooctonate aldolase - Pisum sativum (Garden pea)PRK05198 KdsA PRK12457 DAHP_synth_1 PRK08673 AroA PRK12595"	minor CHO metabolism.others	3_5

CUST_66719_PI403524517	2	0.36950588	-0.18541527	-0.27575397	-0.051036835	0.13767815	0.05103779	35_19052	Rep: H0413E07.8 protein - Oryza sativa (Rice)	UniRef90_Q25A86	CHR1V7|COORD:19566708..19568929| hydrolase, alpha/beta fold family protein	AT1G52510.1	CHR04V5|COORD:32588460..32582003|protein catalytic/ hydrolase, putative, expressed	LOC_Os04g55180.2	no descriptionhighly similar to ( 542)AT1G52510| Symbols:  | hydrolase | chr1:19566708-19568591 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK03592 PRK00870 PRK03204 MhpC PldB Abhydrolase_1 PRK07764 Drf_FH1	not assigned.no ontology	35_1

CUST_69951_PI403524517	2	0.31968117	0.016520977	-0.31327486	0.06447792	-0.5487995	-0.016520977	35_20016	"Cluster: Os01g0143100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0143100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JQR9	CHR3V7|COORD:20651027..20653390| mitochondrial substrate carrier family protein	AT3G55640.1	CHR01V5|COORD:2350304..2346721|protein protein brittle-1, chloroplast precursor, putative, expressed	LOC_Os01g04990.1	 no descriptionmoderately similar to ( 201)AT3G55640| Symbols:  | mitochondrial substrate carrier family protein | chr3:20651027-20653390 FORWARDvery weakly similar to (60.8)BT1_MAIZEProtein brittle-1, chloroplast precursor - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Mito_carr PRK12323 PRK07764 	transport.metabolite transporters at the mitochondrial membrane	34_9

CUST_881_PI403524517	2	0.10862732	0.149724	0.014369965	-0.014369965	-0.035629272	-0.05827427	35_231	Rep: Hypothetical protein - Ustilago maydis (Smut fungus)	UniRef90_Q4P0G8	CHR5V7|COORD:6021612..6027033| transcription regulator NOT2/NOT3/NOT5 family protein	AT5G18230.1	CHR03V5|COORD:25288499..25299206|protein CCR4-NOT transcription complex subunit 3, putative, expressed	LOC_Os03g44900.2	no descriptionvery weakly similar to (77.4)AT5G18230| Symbols:  | transcription regulator NOT2/NOT3/NOT5 family protein | chr5:6021612-6027033 REVERSEvery weakly similar to (62.0)UGDH_SOYBNUDP-glucose 6-dehydrogenase - Glycine max (Soybean)not assigned not assigned Not3 NOT5	cell wall.precursor synthesis.UGD	10_1_4

CUST_82808_PI403524517	2	0.029941559	0.09977245	-0.08263683	-0.11960316	-0.029940605	0.12311077	35_23746	"Cluster: Putative CBF1 interacting corepressor CIR; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative CBF1 interacting corepressor CIR - Oryza sativa (j"	UniRef90_Q5Z9H4	CHR4V7|COORD:10493334..10495980| zinc knuckle (CCHC-type) family protein	AT4G19190.1	CHR06V5|COORD:29993453..29988932|protein nucleic acid binding protein, putative, expressed	LOC_Os06g49510.2	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned	not assigned.unknown	35_2

CUST_152695_PI403524517	2	0.10311079	0.4109521	-0.28413773	-0.10311127	-0.64478683	0.19414377	35_42681	"Cluster: Putative far-red impaired response protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative far-red impaired response"	UniRef90_Q6K4T2	CHR3V7|COORD:1920613..1922634| DNAJ heat shock N-terminal domain-containing protein	AT3G06340.1	CHR02V5|COORD:10692548..10696750|protein transposon protein, putative, unclassified, expressed	LOC_Os02g18370.1	no description	not assigned.unknown	35_2

CUST_31794_PI403524517	2	0.03800726	0.4376459	0.015606403	-0.1748662	-0.25508785	-0.015606403	35_9173	"Cluster: OSJNBa0006B20.3 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0006B20.3 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XV63	CHR1V7|COORD:1147720..1148351| thioesterase family protein	AT1G04290.1	CHR04V5|COORD:21511229..21508058|protein thioesterase superfamily member 2, putative, expressed	LOC_Os04g35590.1	no descriptionvery weakly similar to (57.8)AT1G04290| Symbols:  | thioesterase family protein | chr1:1147720-1148351 REVERSEnot assigned	not assigned.no ontology	35_1

CUST_108642_PI403524517	2	-0.4569621	-0.05321932	0.87071705	-0.008951664	0.008952141	0.07156086	35_30898	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_44153_PI403524517	2	0.09968758	-0.5079479	-0.49658203	0.061761856	0.24840546	-0.061761856	35_12670	"Cluster: Hypothetical protein OJ1520_C09.33; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1520_C09.33 - Oryza sativa (japonica cultiv"	UniRef90_Q6K997	0	0	CHR02V5|COORD:34579354..34578332|protein expressed protein	LOC_Os02g56490.1	no description	not assigned.unknown	35_2

CUST_93_PI399407379	2	-0.30870533	0.47146797	-0.014863968	0.27507782	-0.35559273	0.014863968	HvRR17									

CUST_101654_PI403524517	2	-0.34990215	0.15309525	0.102490425	0.16029358	-0.37796116	-0.102490425	35_29007	"Cluster: Expressed protein; n=4; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q75HA6	"CHR5V7|COORD:18246546..18248561| NPR3 (NPR1-LIKE PROTEIN 3); protein binding"	AT5G45110.1	CHR03V5|COORD:26221412..26213876|protein regulatory protein NPR1, putative, expressed	LOC_Os03g46440.3	"no descriptionweakly similar to ( 152)AT5G45110| Symbols: NPR3 | NPR3 (NPR1-LIKE PROTEIN 3); protein binding | chr5:18246546-18248561 FORWARDnot assigned ANK"	cell.organisation	31_1

CUST_119466_PI403524517	2	0.19201612	0.16661167	0.07943678	-0.34331274	-0.45152807	-0.07943678	35_33802	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_1666_PI403524517	2	0.46416044	-2.3065734	-0.34601545	1.0235372	0.34601545	-0.89728594	35_440	"Cluster: Plastocyanin, chloroplast precursor; n=1; Hordeum vulgare|Rep: Plastocyanin, chloroplast precursor - Hordeum vulgare (Barley)"	UniRef90_P08248	"CHR1V7|COORD:7042760..7043263| DRT112 (DNA-damage-repair/toleration protein 112); copper ion binding / electron carrier"	AT1G20340.1	CHR06V5|COORD:149246..148387|protein plastocyanin, chloroplast precursor, putative, expressed	LOC_Os06g01210.1	" no descriptionweakly similar to ( 143)AT1G20340| Symbols: DRT112 | DRT112 (DNA-damage-repair/toleration protein 112); copper ion binding / electron carrier | chr1:7042760-7043263 REVERSEweakly similar to ( 199)PLAS_HORVUPlastocyanin, chloroplast precursor - Hordeum vulgare (Barley)not assigned not assigned not assigned not assigned not assigned not assigned not assigned Copper-bind PRK02710 PetE COG4454 PRK12323 Protamine_P1 "	PS.lightreaction.other electron carrier (ox/red).plastocyanin	1_1_5_1

CUST_170987_PI403524517	2	-0.03171301	-0.43614626	0.03171301	0.08434057	0.5305681	-0.15929937	35_47628	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_36619_PI403524517	2	0.17426538	0.012367725	-0.012367725	-0.09359789	-0.23880434	0.04527664	35_10557	"Cluster: Similar to an Arabidopsis thialiana chromosome BAC genomic sequence; n=2; Oryza sativa|Rep: Similar to an Arabidopsis thialiana chromosome BAC genomic"	UniRef90_Q9LIW7	CHR4V7|COORD:13772825..13776524| protein transport protein-related	AT4G27595.1	CHR05V5|COORD:995638..992012|protein expressed protein	LOC_Os05g02820.1	no descriptionweakly similar to ( 142)AT4G27595| Symbols:  | protein transport protein-related | chr4:13772825-13776524 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF869 ERM Smc PRK12678	not assigned.no ontology	35_1

CUST_32271_PI403524517	2	0.047101974	0.18290806	-0.058553696	-0.0069055557	0.0069055557	-0.017009735	35_9306	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QW56	CHR4V7|COORD:18559920..18560342| similar to Os12g0206700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001066383.1)	AT4G40045.1	CHR12V5|COORD:5567824..5572417|protein expressed protein	LOC_Os12g10510.1	no description	not assigned.unknown	35_2

CUST_181805_PI403524517	2	0.3590021	0.7671318	0.027098656	-0.5265398	-0.26778698	-0.027099133	35_50546	0	0		0	CHR11V5|COORD:23047257..23035948|protein jacalin-like lectin domain containing protein, expressed	LOC_Os11g39530.1	no description	not assigned.unknown	35_2

CUST_68364_PI403524517	2	0.038020134	0.09167004	-0.079790115	-0.32998085	-0.0017747879	0.0017747879	35_19547	"Cluster: Kelch motif family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Kelch motif family protein, expressed - Oryza sativa (japonica"	UniRef90_Q338Q9	CHR3V7|COORD:23368515..23369573| kelch repeat-containing F-box family protein	AT3G63220.2	CHR10V5|COORD:12487472..12484337|protein kelch-like protein 14, putative, expressed	LOC_Os10g24900.1	no descriptionmoderately similar to ( 422)AT3G63220| Symbols:  | kelch repeat-containing F-box family protein | chr3:23368515-23369573 REVERSEnot assigned not assigned Kelch_1	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_118963_PI403524517	2	0.29169416	0.2091155	0.4274087	-0.2091155	-1.5079355	-0.6356883	35_33669	"Cluster: Putative polyprotein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative polyprotein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q851Y3		0	CHR11V5|COORD:20390725..20386808|protein retrotransposon protein, putative, unclassified	LOC_Os11g35630.1	no description	not assigned.unknown	35_2

CUST_4321_PI403524517	2	0.037586212	-0.42181778	-0.14451504	-0.014837265	0.016511917	0.014836311	35_1195	"Cluster: Os03g0598200 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os03g0598200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DQG5	"CHR1V7|COORD:25971084..25975052| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G28770.1); similar to unknown protein [Oryza sativa (japonica"	AT1G69070.1	CHR03V5|COORD:22247189..22240310|protein nop14-like family protein, expressed	LOC_Os03g40110.1	no description	not assigned.unknown	35_2

CUST_2819_PI399408534	2	-0.05715084	0.15282059	-0.019763947	0.0197649	-0.11334419	0.09198761	35_38273	Rep: OSIGBa0106P14.5 protein - Oryza sativa (Rice)	UniRef90_Q01I25	CHR5V7|COORD:2407402..2409067| protein kinase family protein	AT5G07620.1	CHR04V5|COORD:27244397..27241735|protein protein Kinase-like protein TMKL1 precursor, putative, expressed	LOC_Os04g46320.1	no descriptionvery weakly similar to (56.2)AT5G07620| Symbols:  | protein kinase family protein | chr5:2407402-2409067 REVERSE	signalling.receptor kinases.leucine rich repeat III	30_2_3

CUST_104290_PI403524517	2	0.41670418	-0.4041605	-0.24053192	-0.020733833	0.24704933	0.02073288	35_29722	"Cluster: Leaf senescence protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Leaf senescence protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5VQ36	"CHR5V7|COORD:5187690..5189351| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G15900.1); similar to hypothetical protein [Cleome spinosa]"	AT5G15890.1	CHR06V5|COORD:9208514..9206751|protein expressed protein	LOC_Os06g16170.1	" no descriptionvery weakly similar to (76.6)AT5G15890| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G15900.1); similar to hypothetical protein [Cleome spinosa] (GB:ABD96865.1); contains InterPro domain Protein of unknown function DUF231, plant; (InterPro:IPR004253) | chr5:5187690-5189351 REVERSE"	not assigned.unknown	35_2

CUST_160117_PI403524517	2	-0.13327312	0.42568302	-0.23152113	0.13327265	-0.18492937	0.4410715	35_44683	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_52433_PI403524517	2	-0.06385803	0.089523315	-0.0020608902	0.0027971268	-0.12613583	0.0020599365	35_14940	"Cluster: Putative cytochrome b5; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative cytochrome b5 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q94DH6	"CHR2V7|COORD:13884090..13885524| B5 #4 (cytochrome b5 family protein #4); heme binding / transition metal ion binding"	AT2G32720.1	CHR01V5|COORD:43185617..43187370|protein cytochrome b5, putative, expressed	LOC_Os01g73990.1	"no descriptionmoderately similar to ( 221)AT2G32720| Symbols: B5 #4 | B5 #4 (cytochrome b5 family protein #4); heme binding / transition metal ion binding | chr2:13884090-13885524 REVERSEmoderately similar to ( 244)CYB5_ORYSAnot assigned not assigned not assigned not assigned Cyt-b5 CYB5"	N-metabolism.nitrate metabolism.NR	12_1_1

CUST_28712_PI403524517	2	0.16178608	0.14745522	-0.0046186447	-0.024037361	-0.122387886	0.0046195984	35_8293	"Cluster: Nuclear pore protein 84/107 containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Nuclear pore protein 84/107 containing prot"	UniRef90_Q2R0I9	"CHR3V7|COORD:4678000..4685462| similar to Nuclear pore complex, rNup107 component (sc Nup84) (ISS) [Ostreococcus tauri] (GB:CAL50524.1); similar to Os11g0643700"	AT3G14120.2	CHR11V5|COORD:25026877..25036111|protein nuclear pore protein 84 / 107 containing protein, expressed	LOC_Os11g42420.2	" no descriptionmoderately similar to ( 236)AT3G14120| Symbols:  | similar to Nuclear pore complex, rNup107 component (sc Nup84) (ISS) [Ostreococcus tauri] (GB:CAL50524.1); similar to Os11g0643700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001068360.1); contains InterPro domain Nuclear pore protein 84/107; (InterPro:IPR007252) | chr3:4678000-4685462 FORWARDNup84_Nup100 "	not assigned.no ontology	35_1

CUST_135967_PI403524517	2	-0.08959675	0.22360754	0.020204067	-0.020204067	0.09239483	-0.8915286	35_38132	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_138963_PI403524517	2	-0.121417046	0.32256174	0.121417046	-0.34455252	0.2087326	-0.5333276	35_38978	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_16547_PI403524517	2	0.107180595	-0.2460537	-0.09050274	0.18087482	-0.025233269	0.025233269	35_4779	"Cluster: Tetratricopeptide repeat protein 2-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Tetratricopeptide repeat protein 2-like - Oryza sativa (japon"	UniRef90_Q5ZDK5	0	0	CHR01V5|COORD:24787885..24791892|protein electron transporter, putative, expressed	LOC_Os01g42960.1	no description	not assigned.unknown	35_2

CUST_151369_PI403524517	2	-0.33454037	0.5316887	-0.30146933	0.3014698	-1.1503983	2.3906941	35_42329	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_98389_PI403524517	2	0.026023865	0.20352173	-0.1620245	0.03704548	-0.026023865	-0.05148506	35_28092	Rep: Tonoplast ABC transporter IDI7 - Hordeum vulgare (Barley)	UniRef90_Q7GBY1	"CHR5V7|COORD:15642889..15646850| ATTAP2 (Arabidopsis thaliana transporter associated with antigen processing protein 2); ATPase, coupled to transmembrane moveme"	AT5G39040.1	CHR03V5|COORD:31088744..31094229|protein ATP-binding cassette sub-family B member 10, mitochondrial precursor, putative, expressed	LOC_Os03g54790.1	" no descriptionhighly similar to ( 847)AT5G39040| Symbols: ATTAP2 | ATTAP2 (Arabidopsis thaliana transporter associated with antigen processing protein 2); ATPase, coupled to transmembrane movement of substances | chr5:15642889-15646850 FORWARDmoderately similar to ( 315)MDR_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned MdlB SunT PRK11176 ABC_MTABC3_MDL1_MDL2 ABCC_MsbA PRK10789 ABCC_ATM1_transporter ATM1 ABCC_Glucan_exporter_like CydD CydC ABCC_TAP PRK10790 ABCC_Hemolysin ABCC_MRP_Like PRK11160 ABCC_bacteriocin_exporters ArpD PRK11174 ABCC_MRP_domain2 ABC_membrane ABC_PstB_phosphate_transporter ABC_cobalt_CbiO_domain1 ABC_Carb_Solutes_like ABC_NrtD_SsuB_transporters ABCC_Protease_Secretion CbiO ABC_tran ABCC_NFT1 AbcC GlnQ CcmA ABCC_cytochrome_bd PotA FepC ABC_NikE_OppD_transporters ABC_MJ0796_Lo1CDE_FtsE TauB SalX ABC_Org_Solvent_Resistant ABC_MetN_methionine_transporter ABC_Class3 ABCC_MRP_domain1 PstB MalK COG1123 DppF ABC_PotA_N OpuBA ABCC_SUR2 ABC_Metallic_Cations ABC_ModC_like ABC_HisP_GlnQ_permeases MglA ThiQ ABC_Iron-Siderophores_B12_Hemin ABC_TM1139_LivF_branched ZnuC Ttg2A ABC_OpuCA_Osmoprotection CysA DppD LivF ABC_DR_subfamily_A ABC_Mj1267_LivG_branched ABC_ModC_molybdenum_transporter ABC_cobalt_CbiO_domain2 LivG ABC_Pro_Gly_Bertaine FtsE ABC_ATPase ABC_YhbG ABC_drug_resistance_like COG3845 ABC_CysA_sulfate_importer TauB COG3638 potA ABC_PhnC_transporter ProV metN AppF ABC_subfamily_A YhbG ABC_MalK_N ABCG_EPDR PRK11264 NatA fbpC tauB COG4178 COG4172 ABC_ThiQ_thiamine_transporter PRK10070 thiQ COG4619 PvdE PRK10744 glnQ ABC_FtsE_transporter COG4559 ModC HisP sufC ABC_NatA_sodium_exporter ssuB PRK10851 dppF fecE ABC_BcrA_bacitracin_resist ArtP ABCC_SUR1_N Uup PRK09700 COG4181 PRK10419 TagH ABCG_White PhnK SapF ABCC_CFTR1 btuD PRK10619 modC artP araG ModF PRK10247 ABC_KpsT_Wzt ABC_DrrA COG4136 ABC_FeS_Assembly PRK10418 potG PRK10535 ABCC_CFTR2 COG4674 CeuD PRK11000 PRK10261 COG4586 PRK10762 ABC_NatA_like ABC_CcmA_heme_exporter ABC_putative_ATPase livG PRK10575 ugpC ABC_PDR_domain1 PRK10522 ABC_Carb_Monos_I ABCD_peroxisomal_ALDP PRK10908 PRK03695 PRK11831 ABC_Carb_Monos_II lolD PRK10895 CcmA livF COG4152 znuC PRK11819 PRK10253 PRK11147 PRK10982 phnK PRK10584 PRK10636 ABC_PDR_domain2 BtuD PhnL dppD PRK09984 ycf16 ABC_UvrA_II oppD COG2401 sufC PhnK SapD AAA UvrA ABCF_EF-3 AAA PRK10938 uvrA COG1245 ABC_UvrA ABC_RNaseL_inhibitor_domain2 ABC_RNaseL_inhibitor "	transport.ABC transporters and multidrug resistance systems	34_16

CUST_131043_PI403524517	2	-0.06265879	-0.10214329	0.06265879	0.23885822	-0.41136885	0.08475828	35_36805	Rep: Actin - Elaeis oleifera (Oil palm)	UniRef90_Q94ET5	CHR5V7|COORD:3052810..3054221| ACT7 (actin 7)	AT5G09810.1	CHR05V5|COORD:334679..332175|protein actin-97, putative, expressed	LOC_Os05g01600.2	 no descriptionweakly similar to ( 125)AT5G09810| Symbols: ACT2/7, ACT7 | ACT7 (actin 7) | chr5:3052810-3054221 FORWARDweakly similar to ( 124)ACT3_SOYBNActin-3 - Glycine max (Soybean)not assigned not assigned Actin ACTIN ACTIN COG5277 	cell.organisation	31_1

CUST_19818_PI399408534	2	0.05142784	0.23236847	0.04950905	-0.13943672	-0.12777328	-0.04950905	35_24759	"Cluster: Putative single-strand DNA binding protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative single-strand DNA binding"	UniRef90_Q6L4W0	"CHR4V7|COORD:6754816..6756226| MTSSB (MITOCHONDRIALLY TARGETED SINGLE-STRANDED DNA BINDING PROTEIN); single-stranded DNA binding"	AT4G11060.1	CHR05V5|COORD:25176541..25171607|protein single-stranded DNA-binding protein, putative, expressed	LOC_Os05g43440.1	"no descriptionmoderately similar to ( 247)AT4G11060| Symbols: MTSSB | MTSSB (MITOCHONDRIALLY TARGETED SINGLE-STRANDED DNA BINDING PROTEIN); single-stranded DNA binding | chr4:6754816-6756226 REVERSEnot assigned SSB SSB_OBF PRK09010 PRK05733 PRK08763 PRK06341 PRK06642 PRK06958"	RNA.regulation of transcription.unclassified	27_3_99

CUST_5170_PI399408534	2	-0.11614323	0.32943726	-0.019346714	0.019346237	-0.18668365	0.043123245	35_11554	Rep: OCL4 protein - Zea mays (Maize)	UniRef90_Q9LEE7	"CHR5V7|COORD:19048767..19052615| HB-7 (homeobox-7); DNA binding / transcription factor"	AT5G46880.1	CHR10V5|COORD:22586512..22580775|protein OCL4 protein, putative, expressed	LOC_Os10g42490.2	"no descriptionmoderately similar to ( 315)AT5G46880| Symbols: HB-7 | HB-7 (homeobox-7); DNA binding / transcription factor | chr5:19048767-19052615 FORWARD"	RNA.regulation of transcription.HB,Homeobox transcription factor family	27_3_22

CUST_79468_PI403524517	2	0.07762337	0.13899708	0.034882545	-0.10988426	-0.034882545	-0.11459923	35_22795	"Cluster: Diacylglycerol kinase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Diacylglycerol kinase-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K4P5	0	0	CHR02V5|COORD:33478149..33470359|protein diacylglycerol kinase, putative, expressed	LOC_Os02g54650.1	no description	not assigned.unknown	35_2

CUST_81157_PI403524517	2	0.030523777	0.43106842	0.07074785	-0.20969963	-0.030523777	-0.32511473	35_23280	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10CF1	CHR1V7|COORD:5880495..5884650| zinc ion binding	AT1G17210.1	CHR03V5|COORD:32537963..32530630|protein expressed protein	LOC_Os03g57160.1	no descriptionmoderately similar to ( 248)AT1G17210| Symbols:  | zinc ion binding | chr1:5880495-5884650 REVERSE	not assigned.no ontology	35_1

CUST_77297_PI403524517	2	0.5630226	-0.0836997	0.08369923	-0.10106373	2.8354187	-0.4669304	35_22155	"Cluster: Putative beta-1,3-glucanase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative beta-1,3-glucanase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6YXZ6	CHR5V7|COORD:23522782..23524419| glycosyl hydrolase family 17 protein	AT5G58090.1	CHR02V5|COORD:2096202..2101451|protein glucan endo-1,3-beta-glucosidase 6 precursor, putative, expressed	LOC_Os02g04670.1	no descriptionvery weakly similar to (99.0)AT5G58090| Symbols:  | glycosyl hydrolase family 17 protein | chr5:23522782-23524419 REVERSEnot assigned not assigned Glyco_hydro_17	not assigned.no ontology	35_1

CUST_72025_PI403524517	2	0.061425686	-0.057849884	0.057849407	-0.5203948	3.1768446	-0.73256063	35_20647	"Cluster: Putative ACT domain repeat protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative ACT domain repeat protein - Oryza sativa (japonica cultiv"	UniRef90_Q84TZ0	"CHR1V7|COORD:25961506..25963742| ACR4 (ACT REPEAT 4); amino acid binding"	AT1G69040.2	CHR03V5|COORD:22236313..22239269|protein ACR4, putative, expressed	LOC_Os03g40100.1	"no descriptionweakly similar to ( 163)AT1G69040| Symbols: ACR4 | ACR4 (ACT REPEAT 4); amino acid binding | chr1:25961506-25963742 FORWARDACT_ACR_1 PRK05092 ACT_UUR-ACR-like glnD ACT_ACR-UUR-like_2 GlnD"	not assigned.no ontology	35_1

CUST_27425_PI403524517	2	-0.6364479	0.05923748	0.8664732	-0.059236526	0.11808586	-0.40686893	35_7939	"Cluster: Protein serine/threonine kinase; n=1; Lophopyrum elongatum|Rep: Protein serine/threonine kinase - Lophopyrum elongatum (Tall wheatgrass) (Argopyrum"	UniRef90_Q9M7J5	CHR3|COORD:3016545..3018988| protein kinase, putative, similar to protein kinase (Lophopyrum elongatum) gi:13022177:gb:AAK11674	AT3G09830.2	CHR10V5|COORD:15594604..15591736|protein protein kinase APK1A, chloroplast precursor, putative, expressed	LOC_Os10g30600.2	 no descriptionvery weakly similar to (84.0)AT3G09830| Symbols:  | protein kinase, putative | chr3:3017204-3018701 FORWARDnot assigned 	protein.postranslational modification.kinase.receptor like cytoplasmatic kinase VII	29_4_1_57

CUST_149546_PI403524517	2	0.009190559	-0.39739037	-0.009190559	0.12879896	0.12033653	-0.17949963	35_41836	"Cluster: Powdery mildew resistance protein; n=1; Triticum aestivum|Rep: Powdery mildew resistance protein - Triticum aestivum (Wheat)"	UniRef90_Q072R4	CHR1V7|COORD:23710794..23715564| disease resistance protein (TIR-NBS-LRR class), putative	AT1G63870.1	CHR01V5|COORD:14585457..14580271|protein powdery mildew resistance protein PM3F, putative, expressed	LOC_Os01g25760.1	no description	not assigned.unknown	35_2

CUST_10403_PI404877155	2	-0.17000008	0.50646114	0.10909176	-0.021834373	-0.024701118	0.021834373	Contig4155_at	ARF GAP-like zinc finger-containing protein ZIGA3 [Arabidopsis thaliana]	AAM67219.1	ARF GAP-like zinc finger-containing protein ZIGA3 (ZIGA3)	At5g54310.1	protein Putative GTP-ase activating protein for Arf	Os07g37650	NONE	RNA.regulation of transcription.unclassified	27_3_99

CUST_84717_PI403524517	2	0.022430897	-0.039627552	-0.022431374	-0.3348465	0.19923496	0.42275286	35_24275	"Cluster: Putative endosomal protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative endosomal protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8H012	CHR2V7|COORD:452196..454818| endomembrane protein 70, putative	AT2G01970.1	CHR08V5|COORD:3624614..3629177|protein transmembrane 9 superfamily protein member 1 precursor, putative, expressed	LOC_Os08g06470.1	 no descriptionweakly similar to ( 195)AT2G01970| Symbols:  | endomembrane protein 70, putative | chr2:452196-454818 REVERSEnot assigned not assigned EMP70 	not assigned.no ontology	35_1

CUST_16534_PI403524517	2	0.024154663	0.14437866	-0.02415371	-0.12135887	-0.24009609	0.32483768	35_4776	"Cluster: Stress-responsive protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Stress-responsive protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XBH1	CHR3V7|COORD:5882324..5882902| stable protein 1-related	AT3G17210.1	CHR01V5|COORD:18586411..18594043|protein pop3 peptide, putative, expressed	LOC_Os01g33160.1	no descriptionweakly similar to ( 123)AT3G17210| Symbols:  | stable protein 1-related | chr3:5882324-5882902 FORWARDDabb	not assigned.no ontology	35_1

CUST_36413_PI403524517	2	-0.35063362	-0.19391346	0.09929848	-0.045853615	0.045853615	0.34542465	35_10503	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_43809_PI403524517	2	-8.678436E-4	-0.079744816	0.124260426	-0.092381954	8.678436E-4	0.56112385	35_12571	"Cluster: Hypothetical protein OJ1003_C09.32; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1003_C09.32 - Oryza sativa (japonica cultiv"	UniRef90_Q652N7	0	0	CHR09V5|COORD:22758450..22762056|protein zinc finger, C2H2 type family protein, expressed	LOC_Os09g39660.2	no description	not assigned.unknown	35_2

CUST_12629_PI403524517	2	-0.07023144	0.14803314	-0.029994965	0.056620598	-0.16687584	0.029994965	35_3610	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QQ98	CHR5V7|COORD:25694389..25695430| similar to Os12g0502100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001066826.1)	AT5G64180.1	CHR12V5|COORD:19101112..19097567|protein expressed protein	LOC_Os12g31790.1	no descriptionweakly similar to ( 139)AT5G64180| Symbols:  | similar to Os12g0502100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001066826.1) | chr5:25694389-25695430 FORWARD	not assigned.unknown	35_2

CUST_105852_PI403524517	2	0.031600952	-0.30397892	0.056114197	-0.031600952	-0.12547588	0.094278336	35_30139	"Cluster: Hypothetical protein OSJNBa0062A09.5; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0062A09.5 - Oryza sativa (japonica cu"	UniRef90_Q69TN5		0	CHR09V5|COORD:7333179..7334241|protein expressed protein	LOC_Os09g12780.1	no description	not assigned.unknown	35_2

CUST_113275_PI403524517	2	0.33150482	0.5342183	-0.09804726	-0.12342453	-0.3856306	0.09804726	35_32155	"Cluster: Hypothetical protein P0016H04.11; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0016H04.11 - Oryza sativa (japonica cultivar-g"	UniRef90_Q65XV7	CHR5V7|COORD:18416217..18418871| replication protein, putative	AT5G45400.1	CHR05V5|COORD:571398..576110|protein DNA binding protein, putative, expressed	LOC_Os05g02040.1	 no descriptionvery weakly similar to (72.8)AT5G45400| Symbols:  | replication protein, putative | chr5:18416217-18418871 FORWARDRPA1N Rep-A_N 	DNA.synthesis/chromatin structure	28_1

CUST_21209_PI403524517	2	-0.10976601	-0.8899517	0.24660873	0.07344818	0.13041782	-0.07344723	35_6153	"Cluster: Putative DNA-binding protein phosphatase 2C; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative DNA-binding protein phosphatase 2C - Oryza sativ"	UniRef90_Q5SMK6	CHR2V7|COORD:10910232..10912056| protein phosphatase 2C, putative / PP2C, putative	AT2G25620.1	CHR06V5|COORD:3951252..3946927|protein DNA-binding protein phosphatase 2C, putative, expressed	LOC_Os06g08140.1	 no descriptionweakly similar to ( 120)AT2G25620| Symbols:  | protein phosphatase 2C, putative / PP2C, putative | chr2:10910232-10912056 REVERSEnot assigned not assigned not assigned not assigned not assigned PP2Cc PP2Cc PP2C PTC1 	protein.postranslational modification	29_4

CUST_61884_PI403524517	2	-0.058192253	-0.31111717	0.0107011795	-0.0107011795	0.11874771	0.024622917	35_17656	"Cluster: Putative RuvB-like protein 1,49-kDa TATA box-binding protein- interacting protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative RuvB-like"	UniRef90_Q6ZLD7	"CHR5V7|COORD:7391029..7394074| ATTIP49A/RIN1 (RESISTANCE TO PSEUDOMONAS SYRINGAE PV MACULICOLA INTERACTOR 1); ATP binding / DNA helicase/"	AT5G22330.1	CHR07V5|COORD:4154366..4148987|protein ruvB-like 1, putative, expressed	LOC_Os07g08170.1	" no descriptionhighly similar to ( 666)AT5G22330| Symbols: ATTIP49A, RIN1 | ATTIP49A/RIN1 (RESISTANCE TO PSEUDOMONAS SYRINGAE PV MACULICOLA INTERACTOR 1); ATP binding / DNA helicase/ nucleoside-triphosphatase/ nucleotide binding | chr5:7391029-7394074 REVERSEnot assigned not assigned TIP49 TIP49 DnaX "	not assigned.no ontology	35_1

CUST_66885_PI403524517	2	-0.0629158	0.062916756	0.21219349	-0.45011044	-0.41142654	0.18236637	35_19099	"Cluster: Putative glutamate carboxypeptidase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative glutamate carboxypeptidase - Oryza sativa (japonica"	UniRef90_Q5JNK6	CHR5V7|COORD:6673988..6676769| peptidase M28 family protein	AT5G19740.1	CHR01V5|COORD:31254274..31249617|protein dipeptidase, putative, expressed	LOC_Os01g53800.1	no descriptionweakly similar to ( 154)AT5G19740| Symbols:  | peptidase M28 family protein | chr5:6673988-6676769 FORWARDnot assigned TFR_dimer	protein.degradation	29_5

CUST_106261_PI403524517	2	-0.3799491	0.060567856	0.2855711	-0.06056738	0.14799595	-0.18158531	35_30246	"Cluster: Putative ABC transporter; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative ABC transporter - Oryza sativa (japonica cultivar-group)"	UniRef90_Q851S1	CHR2V7|COORD:16744763..16747381| ATATH9 (ABC2 homolog 9)	AT2G40090.1	CHR11V5|COORD:19858647..19868353|protein ABC1 protein At2g40090 precursor, putative, expressed	LOC_Os11g34750.1	no descriptionmoderately similar to ( 251)AT2G40090| Symbols: ATATH9 | ATATH9 (ABC2 homolog 9) | chr2:16744763-16747381 REVERSEnot assigned AarF ubiB ABC1	not assigned.no ontology.ABC1 family protein	35_1_1

CUST_43151_PI403524517	2	-0.036447525	-0.30745792	0.055241585	-0.037344933	0.036447525	0.10696888	35_12392	"Cluster: Genomic DNA, chromosome 5, BAC clone:F17P19; n=1; Arabidopsis thaliana|Rep: Genomic DNA, chromosome 5, BAC clone:F17P19 - Arabidopsis thaliana (Mouse-e"	UniRef90_Q9LTJ9	CHR5V7|COORD:21224456..21224904| similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:BAD33182.1)	AT5G52220.1	CHR09V5|COORD:7333179..7334241|protein expressed protein	LOC_Os09g12780.1	no descriptionweakly similar to ( 112)AT5G52220| Symbols:  | similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:BAD33182.1) | chr5:21224456-21224904 REVERSEnot assigned Ctf8	not assigned.unknown	35_2

CUST_55543_PI403524517	2	-0.15355301	0.31595707	-0.021284103	-0.040819168	0.094789505	0.021284103	35_15811	"Cluster: Molybdenum cofactor sulfurase protein-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: Molybdenum cofactor sulfurase"	UniRef90_Q653D7	CHR5V7|COORD:18060313..18062502| molybdenum cofactor sulfurase family protein	AT5G44720.1	CHR09V5|COORD:22277811..22280568|protein mo-molybdopterin cofactor sulfurase, putative, expressed	LOC_Os09g38772.1	no descriptionmoderately similar to ( 339)AT5G44720| Symbols:  | molybdenum cofactor sulfurase family protein | chr5:18060313-18062502 FORWARDweakly similar to ( 107)MOCOS_ORYSAnot assigned COG3217 MOSC_N MOSC	not assigned.no ontology	35_1

CUST_12941_PI404877155	2	0.05658245	-0.9842806	-0.14907646	0.09536266	-0.045731544	0.0457325	Contig6654_at	putative 4-alpha-glucanotransferase [Oryza sativa (japonica cultivar-group)]	NP_910931.1	glycoside hydrolase family 77 protein	At2g40840.1	protein 4-alpha-glucanotransferase, putative	Os07g46790	glycosyl hydrolase family 77 (4-alpha-glucanotransferase)	major CHO metabolism.degradation.starch.D enzyme	2_2_2_04

CUST_9654_PI403524517	2	0.09321976	-0.18924809	0.0024166107	-0.0024175644	-0.018943787	0.070492744	35_2720	"Cluster: Os11g0142500 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os11g0142500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IUQ0	"CHR1V7|COORD:27845919..27849227| IMS1; 2-isopropylmalate synthase"	AT1G74040.1	CHR12V5|COORD:1887941..1893918|protein 2-isopropylmalate synthase B, putative, expressed	LOC_Os12g04440.1	" no descriptionhighly similar to ( 782)AT1G74040| Symbols: MAML-3, IMS1, IPMS2 | IMS1; 2-isopropylmalate synthase | chr1:27845919-27849227 FORWARDhighly similar to ( 652)LEU1_SOYBNProbable 2-isopropylmalate synthase - Glycine max (Soybean)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK00915 LeuA PRK09389 aksA HMGL-like PRK12344 PRK03739 LeuA_dimer PRK08195 PRK12323 DUF1421 PRK05692 Tymo_45kd_70kd PRK07764 DUF1509 Atrophin-1 Herpes_BLLF1 PRK07003 PRK10819 DUF566 "	amino acid metabolism.synthesis.branched chain group.leucine specific.2-isopropylmalate synthase	13_1_4_4_1

CUST_9851_PI403524517	2	0.014673233	0.56435585	0.031004906	-0.16097546	-0.12130737	-0.014673233	35_2776	"Cluster: Putative N7 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative N7 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z846	CHR4V7|COORD:2761103..2762397| F-box family protein (FBL20)	AT4G05460.1	CHR02V5|COORD:12604216..12600448|protein ubiquitin-protein ligase, putative, expressed	LOC_Os02g21240.1	no descriptionweakly similar to ( 135)AT4G05470| Symbols:  | F-box family protein (FBL21) | chr4:2763253-2767954 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned TT_ORF1	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_85100_PI403524517	2	-0.13294792	0.21318531	0.07431507	-0.25096512	-0.074316025	0.108068466	35_24380	Rep: Transposase-related protein w-gary2 - Triticum aestivum (Wheat)	UniRef90_Q3LAG0	CHR1V7|COORD:6385798..6387998| hAT dimerisation domain-containing protein / BED zinc finger domain-containing protein / transposase-related	AT1G18560.1	CHR04V5|COORD:31762095..31758173|protein transposon protein, putative, unclassified, expressed	LOC_Os04g53660.3	no descriptionvery weakly similar to (51.2)AT1G18560| Symbols:  | hAT dimerisation domain-containing protein / BED zinc finger domain-containing protein / transposase-related | chr1:6385798-6387998 FORWARDvery weakly similar to (70.9)TRAC9_MAIZEPutative AC9 transposase - Zea mays (Maize)not assigned hATC	DNA.synthesis/chromatin structure.retrotransposon/transposase.hat-like transposase	28_1_1_4

CUST_21682_PI403524517	2	-0.016509056	0.09102726	0.01651001	-0.17455006	-0.067554474	0.045532227	35_6292	"Cluster: Os07g0162300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0162300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D8G3	CHR2V7|COORD:10632364..10635378| RIO1 family protein	AT2G24990.1	CHR07V5|COORD:3322052..3328243|protein serine/threonine-protein kinase RIO1, putative, expressed	LOC_Os07g06820.2	no descriptionmoderately similar to ( 204)AT5G37350| Symbols:  | RIO1 family protein | chr5:14811067-14813058 FORWARDnot assigned not assigned not assigned RIO1_euk RIO1_like RIO1 RIO RIO1 RIO RIO3_euk RIO2_C COG0478	protein.postranslational modification	29_4

CUST_74472_PI403524517	2	0.17951775	-0.4849472	-0.038345337	-0.01194191	0.11899853	0.011942863	35_21355	"Cluster: Membrane protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Membrane protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6EQH5	"CHR2V7|COORD:10984252..10986755| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G36630.1); similar to unknown [Brassica napus] (GB:AAY63998.1);"	AT2G25737.1	CHR09V5|COORD:10762251..10767267|protein expressed protein	LOC_Os09g17600.3	"no descriptionmoderately similar to ( 361)AT2G25737| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G36630.1); similar to unknown [Brassica napus] (GB:AAY63998.1); contains InterPro domain Protein of unknown function DUF81; (InterPro:IPR002781) | chr2:10984252-10986755 FORWARDCOG0730 DUF81"	not assigned.unknown	35_2

CUST_35176_PI403524517	2	0.09867382	-0.16345024	0.06421375	-0.14024067	-0.04408264	0.044081688	35_10140	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_65063_PI403524517	2	-0.22423363	0.5594902	0.12625885	0.2670517	-0.15013313	-0.1262598	35_18576	"Cluster: Putative heat shock factor; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative heat shock factor - Oryza sativa (japonica cultivar-group)"	UniRef90_Q652B0	"CHR4V7|COORD:7043000..7044221| AT-HSFB2B (Arabidopsis thaliana heat shock transcription factor B2B); transcription factor"	AT4G11660.1	CHR09V5|COORD:20594662..20590749|protein heat shock factor protein 7, putative, expressed	LOC_Os09g35790.2	" no descriptionweakly similar to ( 189)AT4G11660| Symbols: HSFB2B, AT-HSFB2B | AT-HSFB2B (Arabidopsis thaliana heat shock transcription factor B2B); transcription factor | chr4:7043000-7044221 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned HSF_DNA-bind HSF HSF1 PRK07764 PRK07003 DUF390 PRK12323 APC_basic Tymo_45kd_70kd TT_ORF1 Atrophin-1 "	stress.abiotic.heat	20_2_1

CUST_41172_PI403524517	2	-0.2539506	-0.32143116	0.6531215	0.39460993	0.2539506	-0.42171288	35_11835	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QSF1	"CHR1V7|COORD:7610398..7612509| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G21680.1); similar to WD40 domain protein beta Propeller"	AT1G21670.1	CHR12V5|COORD:13885562..13882818|protein expressed protein	LOC_Os12g24330.1	"no descriptionvery weakly similar to (82.8)AT1G21670| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G21680.1); similar to WD40 domain protein beta Propeller [Solibacter usitatus Ellin6076] (GB:YP_828764.1); similar to Os03g0840200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001051846.1); similar to Os07g0638100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001060406.1); contains InterPro domain WD40-like Beta Propeller; (InterPro:IPR011659) | chr1:7610398-7612509 FORWARD"	not assigned.no ontology	35_1

CUST_31290_PI403524517	2	0.11126518	0.41089058	0.03596592	-0.16078854	-0.035966873	-0.057606697	35_9031	"Q04018 Saccharomyces cerevisiae YMR244w Hypothetical 37.4 kDa protein; n=1; Yarrowia lipolytica|Rep: Similar to sp|Q04018"	UniRef90_Q6CCD3	CHR3V7|COORD:6736388..6738336| late embryogenesis abundant protein-related / LEA protein-related	AT3G19430.1	CHR09V5|COORD:11335336..11331584|protein transposon protein, putative, CACTA, En/Spm sub-class	LOC_Os09g18490.1	no description	not assigned.unknown	35_2

CUST_31538_PI399408534	2	-0.11834431	0.06940365	0.1450634	-0.06940365	0.26167774	-0.23220491	35_21691	"Cluster: Zinc finger CCCH domain-containing protein ZFN-like 1; n=4; Oryza sativa|Rep: Zinc finger CCCH domain-containing protein ZFN-like 1 - Oryza sativa HUA1"	UniRef90_Q5NAW2	CHR5V7|COORD:6160517..6162731| nucleic acid binding	AT5G18550.1	CHR01V5|COORD:8661638..8656177|protein zinc finger CCCH type domain-containing protein ZFN-like 1, putative, expressed	LOC_Os01g15460.2	no descriptionmoderately similar to ( 262)AT5G18550| Symbols:  | nucleic acid binding | chr5:6160517-6162731 FORWARDmoderately similar to ( 484)ZFNL1_ORYSAnot assigned zf-CCCH	RNA.regulation of transcription.C3H zinc finger family	27_3_12

CUST_5390_PI404877155	2	-0.14325237	-0.32991314	0.5804167	-0.026117325	0.18611336	0.026117325	Contig1708_s_at	dehydrin 6 [Hordeum vulgare]	AAD02257.1	expressed protein	At4g01985.1	protein embryogenic-cell protein 40 (ecp40)	Os11g26570	D-11 Lea protein	stress.abiotic.unspecified	20_2_99

CUST_28849_PI399408534	2	0.15023899	0.42175198	0.44580173	-0.15023947	-0.8479147	-0.4496436	35_3356	"Cluster: Arginine/serine-rich splicing factor 1 variant 2; n=1; Zea mays|Rep: Arginine/serine-rich splicing factor 1 variant 2 - Zea mays (Maize)"	UniRef90_Q6IVD3	CHR2V7|COORD:19143840..19145563| arginine/serine-rich splicing factor, putative	AT2G46610.1	CHR04V5|COORD:1112103..1107695|protein arginine/serine-rich splicing factor RSP41, putative, expressed	LOC_Os04g02870.2	 no descriptionvery weakly similar to (59.3)AT2G46610| Symbols:  | arginine/serine-rich splicing factor, putative | chr2:19143840-19144929 REVERSE	RNA.processing.splicing	27_1_1

CUST_60048_PI403524517	2	0.0038957596	-0.35535908	-0.019613266	0.04854393	0.07611942	-0.0038957596	35_17116	"Cluster: Putative phenylalanyl-tRNA synthetase beta chain; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative phenylalanyl-tRNA synthetase beta chain - O"	UniRef90_Q6AT40	CHR1V7|COORD:27323609..27327570| tRNA synthetase beta subunit family protein	AT1G72550.1	CHR05V5|COORD:27717677..27724164|protein phenylalanyl-tRNA synthetase beta chain, putative, expressed	LOC_Os05g48510.2	no descriptionmoderately similar to ( 497)AT1G72550| Symbols:  | tRNA synthetase beta subunit family protein | chr1:27323661-27327570 REVERSEnot assigned pheT PheT pheT PheRS_beta_core B5 tRNA-synt_2d B3_4 PheS	protein.aa activation.phenylalanine-tRNA ligase	29_1_20

CUST_12680_PI403524517	2	0.019075394	-0.6730757	-0.04290104	0.026093483	-0.019075394	0.08560276	35_3624	"Cluster: Putative chromosome region maintenance protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative chromosome region maintenance protein - Oryza"	UniRef90_Q84M87	"CHR5V7|COORD:5594907..5602470| XPO1A (exportin 1A); protein transporter"	AT5G17020.1	CHR03V5|COORD:36161887..36146529|protein retrotransposon protein, putative, unclassified	LOC_Os03g64080.1	" no descriptionmoderately similar to ( 489)AT5G17020| Symbols: ATCRM1, ATXPO1, XPO1, XPO1A | XPO1A (exportin 1A); protein transporter | chr5:5594907-5602470 FORWARDnot assigned CRM1_C CRM1 "	protein.targeting.nucleus	29_3_1

CUST_10382_PI404877155	2	-0.06735706	-0.5727701	0.082595825	0.06735706	0.13501644	-0.09197712	Contig4121_at	Argininosuccinate synthase, chloroplast precursor (Citrulline--aspartate ligase)	Q9SZX3	arginosuccinate synthase family	At4g24830.1	protein argininosuccinate synthase	Os12g13320	NONE	amino acid metabolism.synthesis.glutamate family.arginine	13_1_2_3

CUST_91160_PI403524517	2	0.29774666	0.3427658	-0.21727228	0.21727276	-0.595037	-0.58576965	35_26066	"Cluster: Hypothetical protein P0705D01.7-1; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0705D01.7-1 - Oryza sativa (japonica cultivar"	UniRef90_Q5NBU0	CHR1V7|COORD:572187..574746| lipase class 3 family protein	AT1G02660.1	CHR01V5|COORD:8401049..8405176|protein triacylglycerol lipase, putative, expressed	LOC_Os01g15000.2	no descriptionmoderately similar to ( 262)AT1G02660| Symbols:  | lipase class 3 family protein | chr1:572187-574746 REVERSEnot assigned Lipase_3 Lipase_3 Lipase	lipid metabolism.lipid degradation.lipases.triacylglycerol lipase	11_9_2_1

CUST_14496_PI404877155	2	-0.15968323	0.44050503	0.03547287	-0.15572166	-0.035473824	0.037962914	Contig8334_s_at	two-component phosphorelay mediator HP1 [Oryza sativa (japonica cultivar-group)] dbj|BAD46253.1| putative histidine-containing phosphotransf	AAQ24029.1	two-component phosphorelay mediator 3 (HP3)	At3g21510.1	protein Hpt domain, putative	Os09g39400	two-component phosphorelay mediator HP1	hormone metabolism.cytokinin.signal transduction	17_4_2

CUST_156016_PI403524517	2	-0.04495287	-0.11393356	0.044953346	0.12936354	-1.0350823	1.8672457	35_43572	Rep: SEC1-family transport protein SLY1 - Oryza sativa (Rice)	UniRef90_Q851W1	"CHR2V7|COORD:7831434..7833486| ATSLY1; protein transporter"	AT2G17980.1	CHR03V5|COORD:23501962..23499613|protein SEC1-family transport protein SLY1, putative, expressed	LOC_Os03g42320.1	"no descriptionweakly similar to ( 157)AT2G17980| Symbols: ATSLY1 | ATSLY1; protein transporter | chr2:7831434-7833486 FORWARDweakly similar to ( 190)SLY1_ORYSAnot assigned Sec1 SEC1"	protein.targeting.secretory pathway.plasma membrane	29_3_4_4

CUST_15875_PI404877155	2	-0.15460014	0.18211079	0.107234	-0.041210175	-0.09760666	0.041210175	Contig9725_at	OJ1029_F04.25 [Oryza sativa (japonica cultivar-group)] dbj|BAB89160.1| OJ1029_F04.25 [Oryza sativa (japonica cultivar-group)]	NP_918121.1	early-responsive to dehydration protein-related / ERD protein-related	At4g04340.2	protein expressed protein	Os01g35050	gi|20146379|dbj|BAB89160.1| OJ1029_F04.25	stress.abiotic.drought/salt	20_2_3

CUST_10995_PI404877155	2	-0.20148754	0.10935974	-0.10935879	0.4443531	0.21483421	-0.1318016	Contig4729_at	0	0	0	0	0	0	putative plastidic ATP/ADP-transporter	transport.misc	34_99

CUST_83778_PI403524517	2	-0.58921814	0.71817255	0.13076448	-0.117096424	-1.0286245	0.117096424	35_24014	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_76712_PI403524517	2	-0.27045298	-0.37230682	-0.13602829	0.2658186	0.2430706	0.13602829	35_21990	Rep: Fasciclin-like protein FLA23 - Triticum aestivum (Wheat)	UniRef90_Q06I83	CHR5V7|COORD:22575601..22577618| FLA1 (FLA1)	AT5G55730.1	CHR09V5|COORD:18256643..18257801|protein fasciclin-like arabinogalactan protein 8 precursor, putative, expressed	LOC_Os09g30010.1	no descriptionweakly similar to ( 131)AT5G55730| Symbols: FLA1 | FLA1 (FLA1) | chr5:22575601-22577618 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Tymo_45kd_70kd Fasciclin PRK07003 PRK12323 Atrophin-1 FAS1 APC_basic Pneumo_att_G PRK12678 PRK07764	cell wall.cell wall proteins.AGPs	10_5_1

CUST_17077_PI403524517	2	0.12055206	-0.28692532	0.005227089	-0.0052261353	0.11875248	-0.05074978	35_4939	"Cluster: Hypothetical protein OJ1145_F01.2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1145_F01.2 - Oryza sativa (japonica cultivar"	UniRef90_Q6ZHS6	"CHR2V7|COORD:6649594..6651093| ATTIC21/CIA5/TIC21 (CHLOROPLAST IMPORT APPARATUS 5); protein homodimerization"	AT2G15290.1	CHR02V5|COORD:4859708..4862870|protein expressed protein	LOC_Os02g09470.1	" no descriptionmoderately similar to ( 288)AT2G15290| Symbols: ATTIC21, TIC21, CIA5, PIC1 | ATTIC21/CIA5/TIC21 (CHLOROPLAST IMPORT APPARATUS 5); protein homodimerization | chr2:6649594-6651093 REVERSE"	not assigned.unknown	35_2

CUST_133413_PI403524517	2	0.2238884	-0.19902468	0.013638496	0.22830486	-0.057096004	-0.013637543	35_37454	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_1239_PI404877155	2	-0.037934303	0.086979866	0.037934303	-0.06660271	-0.07218647	0.11062527	Contig11308_at	long-chain-fatty-acid--CoA ligase / long-chain acyl-CoA synthetase [Arabidopsis thaliana] pir||G96530 probable acyl CoA synthetase [imported	NP_175368.2	long-chain-fatty-acid--CoA ligase / long-chain acyl-CoA synthetase	At1g49430.1	protein probable acyl CoA synthetase [imported] - Arabidopsis thaliana	Os11g35400	ong-chain-fatty-acid--CoA ligase (acyl CoA synthetase)	lipid metabolism.FA synthesis and FA elongation.long chain fatty acid CoA ligase	11_1_09

CUST_53449_PI403524517	2	0.105884075	-0.12342405	0.17592764	-0.105884075	1.3285394	-0.21819162	35_15205	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_98815_PI403524517	2	0.040550232	0.22487736	-0.009181976	-0.060019493	-0.0206213	0.00918293	35_28206	Rep: PREDICTED: hypothetical protein - Macaca mulatta	UniRef90_UPI0000D9F26E	"CHR1V7|COORD:5430441..5435916| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G10440.1); similar to Globin-like [Medicago truncatula]"	AT1G15780.1	0	0	no description	not assigned.unknown	35_2

CUST_17239_PI403524517	2	-0.0025348663	0.2276783	0.0025348663	-0.10489082	-0.44946957	0.16473866	35_4982	"Cluster: Nucleoporin interacting component, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Nucleoporin interacting component, putative, e"	UniRef90_Q10LH9	CHR2V7|COORD:17357497..17362075| nucleoporin interacting component family protein	AT2G41620.1	CHR03V5|COORD:13088181..13079157|protein nucleoporin interacting component, putative, expressed	LOC_Os03g22690.1	no descriptionmoderately similar to ( 266)AT2G41620| Symbols:  | nucleoporin interacting component family protein | chr2:17357497-17362075 REVERSEnot assigned	protein.targeting.nucleus	29_3_1

CUST_40917_PI403524517	2	0.08562851	0.3214407	-0.08562946	-0.10474968	-0.1692276	0.0873642	35_11766	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_15105_PI403524517	2	-0.052794456	-0.7345991	0.166893	0.32172632	-0.052640438	0.05263996	35_4355	"Cluster: Hypothetical protein OSJNBb0042K08.5; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0042K08.5 - Oryza sativa (japonica cu"	UniRef90_Q8SAW8	CHR4V7|COORD:14012038..14012470| unknown protein	AT4G28290.1	CHR10V5|COORD:3926188..3925321|protein expressed protein	LOC_Os10g07440.1	no descriptionvery weakly similar to (52.0)AT4G28290| Symbols:  | unknown protein | chr4:14012038-14012470 REVERSEnot assigned not assigned not assigned not assigned Protamine_P1 TT_ORF1 PRK12323	not assigned.unknown	35_2

CUST_6788_PI403524517	2	-0.46307468	-1.6493864	1.7855883	0.46307468	0.8500128	-0.784606	35_1884	Rep: Caffeic acid O-methyltransferase - Lolium perenne (Perennial ryegrass)	UniRef90_Q9ZTU0	CHR5V7|COORD:21999301..22001393| ATOMT1 (O-METHYLTRANSFERASE 1)	AT5G54160.1	CHR08V5|COORD:3334615..3331407|protein quercetin 3-O-methyltransferase 1, putative, expressed	LOC_Os08g06100.1	 no descriptionmoderately similar to ( 362)AT5G54160| Symbols: OMT1, ATOMT1 | ATOMT1 (O-METHYLTRANSFERASE 1) | chr5:21999301-22001393 FORWARDmoderately similar to ( 437)OMT1_ORYSAnot assigned Methyltransf_2 Dimerisation 	secondary metabolism.phenylpropanoids.lignin biosynthesis.COMT	16_2_1_9

CUST_92911_PI403524517	2	0.08488083	0.17033577	-0.0836525	-0.12583923	0.0102825165	-0.01028347	35_26566	"Cluster: MYB20 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: MYB20 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5NKH8	0	0	CHR02V5|COORD:9848197..9852415|protein myb-like DNA-binding domain containing protein, expressed	LOC_Os02g17190.1	no description	not assigned.unknown	35_2

CUST_40496_PI403524517	2	-0.62958336	-0.95491314	0.5675411	0.2519083	0.29308224	-0.2519083	35_11645	"Cluster: PREG-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: PREG-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z2N6	"CHR2V7|COORD:18449362..18450379| CYCP4;1 (cyclin p4;1); cyclin-dependent protein kinase"	AT2G44740.1	CHR02V5|COORD:1331397..1333420|protein nuc-1 negative regulatory protein preg, putative, expressed	LOC_Os02g03294.1	"no descriptionweakly similar to ( 127)AT2G44740| Symbols: CYCP4;1 | CYCP4;1 (cyclin p4;1); cyclin-dependent protein kinase | chr2:18449362-18450379 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Cyclin PRK12323 PRK07003 Cyclin_N DUF1509"	cell.cycle	31_3

CUST_5964_PI403524517	2	0.0019950867	0.07367134	0.1074419	-0.08091831	-0.0019960403	-0.064211845	35_1649	"Cluster: Leaf senescence related protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Leaf senescence related protein-like - Oryza sativa (japonica cu"	UniRef90_Q69RQ8	"CHR2V7|COORD:6194566..6197219| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G64470.2); similar to Os07g0498900 [Oryza sativa (japonica"	AT2G14530.1	CHR07V5|COORD:18726294..18731874|protein expressed protein	LOC_Os07g31550.1	" no descriptionmoderately similar to ( 277)AT2G14530| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G64470.2); similar to Os07g0498900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001059712.1); similar to Os02g0117900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001045691.1); similar to Protein of unknown function DUF231, plant [Medicago truncatula] (GB:ABE84785.1); contains InterPro domain Protein of unknown function DUF231, plant; (InterPro:IPR004253) | chr2:6194566-6197219 FORWARD"	not assigned.unknown	35_2

CUST_144289_PI403524517	2	0.3095007	-0.13307095	0.22511005	-0.016622543	0.01662302	-0.3115282	35_40413	Rep: Heat shock 70 kDa protein - Ajellomyces capsulata (Histoplasma capsulatum)	UniRef90_Q00043	"CHR1V7|COORD:21120812..21122906| ERD2/HSP70T-1 (EARLY-RESPONSIVE TO DEHYDRATION 2); ATP binding"	AT1G56410.1	CHR05V5|COORD:22519395..22516171|protein heat shock cognate 70 kDa protein, putative, expressed	LOC_Os05g38530.1	" no descriptionmoderately similar to ( 291)AT1G56410| Symbols: HSP70T-1, ERD2 | ERD2/HSP70T-1 (EARLY-RESPONSIVE TO DEHYDRATION 2); ATP binding | chr1:21120812-21122906 FORWARDmoderately similar to ( 288)HSP7E_SPIOLChloroplast envelope membrane 70 kDa heat shock-related protein - Spinacia oleracea (Spinach)not assigned not assigned not assigned not assigned not assigned HSP70 dnaK DnaK dnaK hscA hscA "	stress.abiotic.heat	20_2_1

CUST_32950_PI403524517	2	-0.0129442215	0.37694073	0.13976097	-0.064655304	-0.0051259995	0.005125046	35_9500	"Cluster: P0402A09.9 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: P0402A09.9 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7F2F7	"CHR4V7|COORD:12808603..12811228| similar to P0402A09.9 [Oryza sativa (japonica cultivar-group)] (GB:BAB62626.1); similar to Os01g0101300 [Oryza sativa"	AT4G24880.1	CHR01V5|COORD:62466..60046|protein snurportin-1, putative, expressed	LOC_Os01g01130.1	" no descriptionweakly similar to ( 135)AT4G24880| Symbols:  | similar to P0402A09.9 [Oryza sativa (japonica cultivar-group)] (GB:BAB62626.1); similar to Os01g0101300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001041742.1); contains domain FAMILY NOT NAMED (PTHR13403); contains domain no description (G3D.2.90.10.10); contains domain SUBFAMILY NOT NAMED (PTHR13403:SF3); contains domain DNA ligase/mRNA capping enzyme, catalytic domain (SSF56091) | chr4:12808603-12811228 FORWARD"	protein.targeting.nucleus	29_3_1

CUST_78854_PI403524517	2	0.03808117	0.32339	0.12989235	-0.16854858	-0.18224716	-0.038080215	35_22613	"Cluster: Os02g0463700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0463700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E1C0	CHR2V7|COORD:8049464..8052090| cupin family protein	AT2G18540.1	CHR02V5|COORD:15562653..15560201|protein retrotransposon protein, putative, unclassified	LOC_Os02g26510.1	no descriptionnot assigned not assigned Caldesmon	not assigned.unknown	35_2

CUST_51781_PI403524517	2	0.034374237	-1.0842762	-0.19643593	0.057592392	0.057592392	-0.03437233	35_14759	"Cluster: 60S ribosomal protein L23; n=13; Spermatophyta|Rep: 60S ribosomal protein L23 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_P49690	CHR3|COORD:1167282..1168663| 60S ribosomal protein L23 (RPL23C), similar to ribosomal protein L17 GB:AAA34113.1 from (Nicotiana tabacum)	AT3G04400.1	CHR10V5|COORD:16899979..16897967|protein 60S ribosomal protein L23, putative, expressed	LOC_Os10g32920.1	"no descriptionmoderately similar to ( 280)AT3G04400| Symbols: EMB2171 | EMB2171 (EMBRYO DEFECTIVE 2171); structural constituent of ribosome | chr3:1167345-1168314 FORWARDmoderately similar to ( 280)RL23_TOBAC60S ribosomal protein L23 - Nicotiana tabacum (Common tobacco)not assigned rpl14p RplN Ribosomal_L14 rplN rpl14"	protein.synthesis.mito/plastid ribosomal protein.plastid	29_2_1_1

CUST_727_PI404877155	2	0.10459137	-0.006544113	0.006545067	-0.14262772	-0.01657486	0.06429291	Contig10695_at	alpha, alpha-trehalose-phosphate synthase, UDP-forming, putative / trehalose-6-phosphate synthase, putative / UDP-glucose-glucosephosphate g	NP_177979.1	alpha, alpha-trehalose-phosphate synthase, UDP-forming, putative / trehalose-6-phosphate synthase, putative /	At1g78580.1	protein Similar to trehalose-6-phosphate synthase [imported] - Arabidopsis thaliana	Os05g44210	"TPS1;TREHALOSE-6-PHOSPHATE SYNTHASE;alpha, alpha-trehalose-phosphate synthase, UDP-forming, putative / trehalose-6-phosphate synthase, putative / UDP-glucose-glucosephosphate glucosyltransferase, putative, similar to trehalose-6-phosphate synthase SL-TPS/"	minor CHO metabolism.trehalose.TPS	3_2_1

CUST_12403_PI399408534	2	0.23621511	0.029754639	-0.029754639	-0.07800484	-0.5563588	0.4353366	35_41942	"AAD14441.1; n=2; Arabidopsis thaliana|Rep: Gb|AAD14441.1 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9LVF7	"CHR3V7|COORD:7567736..7571996| similar to BRCT domain-containing protein [Arabidopsis thaliana] (TAIR:AT4G03130.1); similar to BRCT [Medicago"	AT3G21480.1	CHR05V5|COORD:2689941..2681413|protein expressed protein	LOC_Os05g05440.1	"no descriptionvery weakly similar to (66.2)AT3G21480| Symbols:  | similar to BRCT domain-containing protein [Arabidopsis thaliana] (TAIR:AT4G03130.1); similar to BRCT [Medicago truncatula] (GB:ABE87308.1); contains InterPro domain BRCT; (InterPro:IPR001357) | chr3:7567736-7571996 FORWARD"	RNA.regulation of transcription.unclassified	27_3_99

CUST_152566_PI403524517	2	0.050127506	0.15328217	-0.18080902	-0.05012703	0.07613897	-0.39729643	35_42641	"Cluster: Metal-dependent membrane protease-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Metal-dependent membrane protease-like - Oryza sativa (japonic"	UniRef90_Q654D3	CHR5V7|COORD:23551169..23556691| actin binding	AT5G58160.1	CHR06V5|COORD:17972898..17977690|protein abortive infection protein, putative, expressed	LOC_Os06g30910.1	no description	not assigned.unknown	35_2

CUST_4955_PI404877155	2	-8.029938E-4	0.8214855	8.029938E-4	-0.20475006	-1.4588785	0.8455348	Contig16350_at	MADS6 [Lolium perenne]	AAO45878.1	MADS-box protein (AGL9)	At1g24260.1	protein MADS box protein - rice	Os06g06750	developmental protein SEPALLATA1 / floral homeotic protein (AGL2) (SEP1), identical to developmental protein SEPALLATA1 / floral homeotic protein (AGL2 / SEP1) SP:P29382 from (Arabidopsis thaliana)	RNA.regulation of transcription.MADS box transcription factor family	27_3_24

CUST_17429_PI403524517	2	-0.14374542	0.60509205	0.1049633	0.061600685	-0.1514082	-0.061600685	35_5034	"Cluster: Putative urease accessory protein G; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative urease accessory protein G - Oryza sativa (japonica"	UniRef90_Q6AUF3	"CHR2V7|COORD:14537979..14539490| UREG (urease accessory protein G); metal ion binding / nucleotide binding"	AT2G34470.2	CHR05V5|COORD:28041939..28045111|protein urease accessory protein ureG, putative, expressed	LOC_Os05g49050.1	" no descriptionmoderately similar to ( 449)AT2G34470| Symbols: PSKF109, UREG | UREG (urease accessory protein G); metal ion binding / nucleotide binding | chr2:14537979-14539490 REVERSEnot assigned HypB cobW ArgK ArgK "	amino acid metabolism.degradation.glutamate family.arginine	13_2_2_3

CUST_15987_PI404877155	2	0.060090065	-0.08101463	-0.038764954	-0.031280518	0.046085358	0.031279564	Contig9840_at	mitochondrial substrate carrier family protein [Arabidopsis thaliana] dbj|BAA97309.1| mitochondrial carrier protein-like [Arabidopsis thalia	NP_201302.1	mitochondrial substrate carrier family protein	At5g64970.1	protein mitochondrial carrier protein, putative	Os03g09110	mitochondrial carrier protein family	transport.metabolite transporters at the mitochondrial membrane	34_9

CUST_52610_PI403524517	2	0.011917114	0.31220818	0.24866676	-0.011917114	-0.038931847	-0.08360577	35_14985	"Cluster: Putative PTEN-like phosphatase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative PTEN-like phosphatase - Oryza sativa (japonica cultivar-group"	UniRef90_Q5JNL3	CHR2V7|COORD:15004083..15005669| dual specificity protein phosphatase family protein	AT2G35680.1	CHR01V5|COORD:31195255..31198451|protein protein-tyrosine phosphatase mitochondrial 1, mitochondrial precursor, putative, expressed	LOC_Os01g53710.2	no descriptionweakly similar to ( 124)AT2G35680| Symbols:  | dual specificity protein phosphatase family protein | chr2:15004083-15005669 REVERSEnot assigned	not assigned.unknown	35_2

CUST_23562_PI399408534	2	0.05592823	0.62547207	0.08674717	-0.19851208	-0.060987473	-0.055929184	35_31767	"Cluster: Os03g0108400 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os03g0108400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DVX4	CHR5V7|COORD:7681383..7682723| SNF7 family protein	AT5G22950.1	CHR03V5|COORD:476098..478007|protein charged multivesicular body protein 3, putative, expressed	LOC_Os03g01810.1	no descriptionweakly similar to ( 106)AT5G22950| Symbols:  | SNF7 family protein | chr5:7681383-7682723 FORWARDnot assigned not assigned	RNA.regulation of transcription.SNF7	27_3_71

CUST_140271_PI403524517	2	-0.022266388	0.77873325	-0.013890266	-0.35024166	0.0506649	0.013890266	35_39336	"Cluster: OTU-like cysteine protease-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: OTU-like cysteine protease-like - Oryza sativa (japonica cultivar-gro"	UniRef90_Q655R7	CHR3V7|COORD:7871496..7873400| OTU-like cysteine protease family protein	AT3G22260.1	CHR06V5|COORD:27742195..27746121|protein cysteine-type peptidase, putative, expressed	LOC_Os06g45850.4	no descriptionweakly similar to ( 167)AT3G02070| Symbols:  | OTU-like cysteine protease family protein | chr3:361375-363139 FORWARDnot assigned OTU	protein.degradation.cysteine protease	29_5_3

CUST_170291_PI403524517	2	-0.07393837	0.27590942	-0.109880924	0.073937416	-0.12493944	0.106723785	35_47431	"Cluster: OSJNBb0089K06.2 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBb0089K06.2 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XP01	CHR5V7|COORD:21044142..21046138| protein phosphatase 2C, putative / PP2C, putative	AT5G51760.1	CHR04V5|COORD:4637648..4631448|protein protein phosphatase 2C containing protein, expressed	LOC_Os04g08560.1	 no descriptionvery weakly similar to (58.9)AT5G51760| Symbols:  | protein phosphatase 2C, putative / PP2C, putative | chr5:21044142-21046138 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PP2Cc Atrophin-1 PRK12323 PP2Cc PRK07764 PRK07003 PRK10263 Tymo_45kd_70kd 	protein.postranslational modification	29_4

CUST_1247_PI399408534	2	-0.4310441	0.2887249	0.18572664	-0.42453957	0.08240557	-0.08240557	35_24149	"Cluster: Myb-family transcription factor-like protein; n=2; Oryza sativa|Rep: Myb-family transcription factor-like protein - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6ZI39	CHR1V7|COORD:3141121..3144234| DNA binding	AT1G09710.1	CHR02V5|COORD:20761750..20757456|protein myb-like DNA-binding domain containing protein, expressed	LOC_Os02g34630.1	no descriptionvery weakly similar to (99.0)AT1G09710| Symbols:  | DNA binding | chr1:3141121-3144234 FORWARD	RNA.regulation of transcription.MYB domain transcription factor family	27_3_25

CUST_914_PI399408534	2	0.19486189	0.58961105	0.092867374	-1.1888127	-0.22408152	-0.0928669	35_38301	Rep: 163k15.5 - Zea mays (Maize)	UniRef90_Q8S457	"CHR4V7|COORD:10832858..10835399| FRS1 (FAR1-related sequence 1); zinc ion binding"	AT4G19990.1	CHR07V5|COORD:28036333..28042308|protein transposon protein, putative, unclassified, expressed	LOC_Os07g46900.1	"no descriptionvery weakly similar to (97.1)AT4G19990| Symbols: FRS1 | FRS1 (FAR1-related sequence 1); zinc ion binding | chr4:10832858-10835399 FORWARD"	signalling.light	30_11

CUST_24882_PI403524517	2	-0.41474342	-0.5217457	-0.015712738	0.3510399	0.20505428	0.015712738	35_7222	"Cluster: Lysine decarboxylase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Lysine decarboxylase-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8LR50	CHR5|COORD:3854917..3856977| expressed protein, contains Pfam profile PF03641: decarboxylase family protein	AT5G11950.2	CHR01V5|COORD:29766729..29764123|protein lysine decarboxylase-like protein, putative, expressed	LOC_Os01g51210.1	"no descriptionmoderately similar to ( 292)AT5G11950| Symbols:  | Identical to Lysine decarboxylase-like protein At5g11950 [Arabidopsis Thaliana] (GB:Q84MC2;GB:Q570P8;GB:Q9LYH8); similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G37210.1); similar to Conserved hypothetical protein 730 [Medicago truncatula] (GB:ABE86251.1); contains InterPro domain Conserved hypothetical protein 730; (InterPro:IPR005269) | chr5:3855073-3856816 FORWARDnot assigned Lysine_decarbox COG1611"	not assigned.unknown	35_2

CUST_5212_PI404877155	2	0.12079811	-0.09671593	-0.10423279	0.030638695	-0.030638695	0.061608315	Contig16747_at	putative permease [Oryza sativa (japonica cultivar-group)]	BAC80070.1	xanthine/uracil permease family protein	At2g27810.1	protein nucleobase-ascorbate transporter 11	Os07g30810	putative permease	transport.misc	34_99

CUST_81219_PI403524517	2	0.31559372	-0.15493488	0.08761501	0.4400444	-0.11702728	-0.08761501	35_23299	"Cluster: Putative chloroplast initiation factor 3; n=1; Arabidopsis thaliana|Rep: Putative chloroplast initiation factor 3 - Arabidopsis thaliana (Mouse-ear cre"	UniRef90_O82234	CHR2V7|COORD:10236533..10238470| translation initiation factor 3 (IF-3) family protein	AT2G24060.1	CHR02V5|COORD:33756764..33753097|protein translation initiation factor IF-3, chloroplast precursor, putative, expressed	LOC_Os02g55120.1	no descriptionvery weakly similar to (59.3)AT2G24060| Symbols:  | translation initiation factor 3 (IF-3) family protein | chr2:10236533-10238470 FORWARDnot assigned not assigned not assigned	protein.synthesis.initiation	29_2_3

CUST_137851_PI403524517	2	0.15095901	0.6823425	-0.013242722	-0.3084221	-0.36310577	0.013242722	35_38657	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_19604_PI404877155	2	-0.007857323	-0.19126225	0.09595013	-0.07802296	0.098629	0.007857323	rbasd27j06_at	NADP-specific isocitrate dehydrogenase [Oryza sativa (japonica cultivar-group)] gb|AAD37809.1| NADP-specific isocitrate dehydrogenase [Oryza	NP_917313.1	isocitrate dehydrogenase, putative / NADP+ isocitrate dehydrogenase, putative	At1g65930.1	protein isocitrate dehydrogenase, NADP-dependent	Os01g46610	NADP-specific isocitrate dehydrogenase	TCA / org. transformation.TCA.IDH	8_1_04

CUST_10116_PI399408534	2	0.36898756	-0.44381046	0.026804447	-0.02680397	1.2331161	-0.049969196	35_15789	"Cluster: Pre-mRNA splicing factor; n=4; Oryza sativa|Rep: Pre-mRNA splicing factor - Oryza sativa (Rice)"	UniRef90_Q9FR79	"CHR3V7|COORD:20572001..20574479| SCL30 (SC35-like splicing factor 30); RNA binding"	AT3G55460.1	CHR02V5|COORD:8558163..8553857|protein SR repressor protein, putative, expressed	LOC_Os02g15310.1	"no descriptionweakly similar to ( 155)AT3G55460| Symbols: SCL30 | SCL30 (SC35-like splicing factor 30); RNA binding | chr3:20572001-20574479 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG0724 RRM RRM_1"	RNA.processing.splicing	27_1_1

CUST_77855_PI403524517	2	-0.3415804	-1.0571308	-0.057047844	0.24370766	0.60704994	0.057047844	35_22321	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10NR6	"CHR1V7|COORD:7453681..7454976| ATEXT3 (EXTENSIN 3); structural constituent of cell wall"	AT1G21310.1	CHR03V5|COORD:8512124..8509963|protein expressed protein	LOC_Os03g15530.2	no description	not assigned.unknown	35_2

CUST_11156_PI399408534	2	-0.14627457	0.5012617	0.10595322	-0.10301399	-0.0022039413	0.0022039413	35_40279	Rep: Receptor-like kinase - Hordeum vulgare (Barley)	UniRef90_Q9SWU5	CHR1V7|COORD:25001154..25005624| protein kinase family protein / glycerophosphoryl diester phosphodiesterase family protein	AT1G66980.1	CHR01V5|COORD:920432..917794|protein TAK14, putative, expressed	LOC_Os01g02700.1	no descriptionweakly similar to ( 117)AT1G66980| Symbols:  | protein kinase family protein / glycerophosphoryl diester phosphodiesterase family protein | chr1:25001154-25005624 REVERSEnot assigned	signalling.receptor kinases.DUF 26	30_2_17

CUST_8472_PI403524517	2	0.069355965	-0.44271946	-0.22331333	0.108169556	0.065665245	-0.065665245	35_2366	"Cluster: Hypothetical protein P0635G10.2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0635G10.2 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q653E2	CHR4V7|COORD:251157..252284| similar to conserved hypothetical protein [Medicago truncatula] (GB:ABD28446.1)	AT4G00585.1	CHR09V5|COORD:22263897..22261731|protein expressed protein	LOC_Os09g38740.1	no descriptionweakly similar to ( 128)AT4G00585| Symbols:  | similar to conserved hypothetical protein [Medicago truncatula] (GB:ABD28446.1) | chr4:251157-252284 REVERSE	not assigned.unknown	35_2

CUST_21757_PI399408534	2	0.06935406	0.15942192	0.030516624	-0.15289593	-0.09946537	-0.030516624	35_4090	Rep: Putative GTPase activating protein - Oryza sativa (Rice)	UniRef90_Q94HX6	CHR5V7|COORD:16799267..16802679| RabGAP/TBC domain-containing protein	AT5G41940.1	CHR10V5|COORD:19695274..19698718|protein GTPase activator protein of Rab-like small GTPases-like protein, putative, expressed	LOC_Os10g37410.1	no descriptionhighly similar to ( 502)AT5G41940| Symbols:  | RabGAP/TBC domain-containing protein | chr5:16799267-16802679 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TBC COG5210 TBC	signalling.G-proteins	30_5

CUST_3753_PI403524517	2	0.4609704	0.78476	-0.22756481	-0.13238049	-0.009088516	0.009088516	35_1028	"Cluster: Hypothetical protein OSJNBb0050N02.11; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0050N02.11 - Oryza sativa (japonica"	UniRef90_Q8H080	CHR4V7|COORD:8302167..8303734| lesion inducing protein-related	AT4G14420.1	CHR03V5|COORD:2722235..2718565|protein nicotiana lesion-inducing like, putative, expressed	LOC_Os03g05520.1	no descriptionHR_lesion	not assigned.unknown	35_2

CUST_11089_PI404877155	2	0.10187721	-0.0077466965	4.0721893E-4	-0.0077466965	-4.0721893E-4	0.036766052	Contig4807_at	putative F1F0-ATPase inhibitor protein [Oryza sativa (japonica cultivar-group)] ref|XP_507334.1| PREDICTED P0562A06.11 gene product [Oryza s	XP_483762.1	F1F0-ATPase inhibitor protein, putative	At5g04750.1	protein expressed protein	Os08g44460	ATPase inhibitor protein	mitochondrial electron transport / ATP synthesis.F1-ATPase	9_9

CUST_21816_PI403524517	2	0.08619118	0.12005234	-0.0070323944	-0.060313225	-0.05252266	0.0070323944	35_6334	"Cluster: Os01g0535900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0535900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JM56	CHR5V7|COORD:5818780..5820813| methyltransferase	AT5G17660.1	CHR01V5|COORD:19793121..19795872|protein tRNA (guanine-N(1)-)-methyltransferase, putative, expressed	LOC_Os01g35170.1	no descriptionmoderately similar to ( 300)AT5G17660| Symbols:  | methyltransferase | chr5:5818780-5820813 REVERSEnot assigned trmB Methyltransf_4 COG0220	not assigned.unknown	35_2

CUST_26206_PI403524517	2	-0.07118702	0.14367104	0.00938797	-0.0027313232	0.0027303696	-0.03291607	35_7589	Rep: MAP kinase kinase - Oryza minuta	UniRef90_Q069I5	"CHR4V7|COORD:14593305..14595247| ATMKK2 (MAP KINASE KINASE 2); MAP kinase kinase/ kinase"	AT4G29810.1	CHR06V5|COORD:2501902..2497848|protein OsMKK1 - putative MAPKK based on amino acid sequence homology, expressed	LOC_Os06g05520.1	" no descriptionmoderately similar to ( 300)AT4G29810| Symbols: MKK2, MK1, ATMKK2 | ATMKK2 (MAP KINASE KINASE 2); MAP kinase kinase/ kinase | chr4:14593305-14595247 REVERSEmoderately similar to ( 273)M2K1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase Pkinase_Tyr TyrKc PTKc SPS1 PTKc_Jak_rpt2 PTKc_Jak2_Jak3_rpt2 PTKc_Tec_like PTKc_EGFR_like PTKc_Btk_Bmx PTKc_InsR_like PTKc_Tyk2_rpt2 PTKc_Syk_like PTKc_Src_like PTKc_Ack_like PTKc_Tec_Rlk PTKc_Csk_like PTKc_Itk PTKc_Fes_like PTKc_ALK_LTK PTKc_EphR PTKc_Lck_Blk PTKc_Chk PTKc_EGFR PTKc_Jak1_rpt2 PTKc_DDR PTKc_Zap-70 PTKc_Trk PTKc_HER2 PTKc_EphR_A PTKc_TrkB PTKc_FGFR PTKc_EphR_B PTKc_Frk_like PTKc_Hck PTKc_Srm_Brk PTKc_Csk PTKc_EphR_A2 PTKc_HER4 PTKc_TrkA PTKc_Abl PTKc_Lyn PTK_CCK4 PTKc_Fyn_Yrk PTKc_Src PTKc_c-ros PTKc_Tie2 PTKc_Tie1 PTKc_Fes PTKc_Musk PTKc_Syk PTKc_Ror "	protein.postranslational modification	29_4

CUST_58303_PI403524517	2	0.049398422	-0.12698936	-0.07354069	0.033405304	-0.030864716	0.030864716	35_16626	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10L35	"CHR5V7|COORD:3408423..3409760| similar to Os03g0360500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001050154.1); similar to expressed protein [Oryza"	AT5G10780.1	CHR03V5|COORD:13982817..13979319|protein endoplasmic reticulum protein, putative, expressed	LOC_Os03g24580.1	"no descriptionmoderately similar to ( 226)AT5G10780| Symbols:  | similar to Os03g0360500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001050154.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABF96076.1); contains InterPro domain Protein of unknown function DUF1077; (InterPro:IPR009445) | chr5:3408423-3409785 FORWARDnot assigned DUF1077"	not assigned.no ontology	35_1

CUST_60359_PI403524517	2	-0.36898327	0.07107258	-0.2589631	0.34909725	-0.028429985	0.028429985	35_17210	"Cluster: Hypothetical protein Oj1111_A10.6; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein Oj1111_A10.6 - Oryza sativa (japonica cultivar"	UniRef90_Q60F07	"CHR5V7|COORD:3877976..3879484| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G29780.1); similar to Os01g0582600 [Oryza sativa (japonica"	AT5G12010.1	CHR05V5|COORD:5167772..5166327|protein ischemia related factor NYW-1, putative, expressed	LOC_Os05g09280.1	"no descriptionweakly similar to ( 115)AT4G29780| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G12010.1); similar to Os01g0582600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001043414.1); similar to Os05g0593000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001056499.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD72250.1) | chr4:14579865-14581487 FORWARDnot assigned"	not assigned.unknown	35_2

CUST_2020_PI404877155	2	-0.01681614	0.01681614	-0.5257244	0.9106531	0.52957106	-0.6827831	Contig12263_at	phosphate transporter 2-1 [Triticum aestivum]	AAP49821.1	phosphate transporter family protein	At3g26570.2	protein Phosphate transporter family, putative	Os02g38020	phosphate transporter family protein, contains Pfam profile: PF01384 phosphate transporter family or  phosphate transporter family protein, contains Pfam profile: PF01384 phosphate transporter family	transport.phosphate	34_7

CUST_60477_PI403524517	2	-0.0629096	-0.00783205	0.1338501	0.0078315735	0.056244373	-0.010204792	35_17240	"Cluster: Os01g0616900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0616900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JL83	"CHR3V7|COORD:4020358..4024093| EMB2742 (EMBRYO DEFECTIVE 2742); CTP synthase"	AT3G12670.1	CHR01V5|COORD:24831704..24825639|protein CTP synthase, putative, expressed	LOC_Os01g43020.1	"no descriptionhighly similar to ( 848)AT3G12670| Symbols: EMB2742 | EMB2742 (EMBRYO DEFECTIVE 2742); CTP synthase | chr3:4020358-4024093 REVERSEnot assigned PRK05380 PyrG CTP_synth_N CTGs GATase1_CTP_Synthase GATase PRK06186 GATase1 GAT_1"	nucleotide metabolism.synthesis.pyrimidine.CTP synthetase	23_1_1_10

CUST_911_PI403524517	2	-0.120285034	0.269392	0.0541296	-0.054130554	0.12914467	-0.105799675	35_238	"Cluster: GDP-MANNOSE-3', 5'-EPIMERASE; n=4; Arabidopsis thaliana|Rep: GDP-MANNOSE-3', 5'-EPIMERASE - Arabidopsis thaliana"	UniRef90_UPI00005FB067	"CHR5V7|COORD:10862476..10864028| GME (GDP-D-MANNOSE 3',5'-EPIMERASE); GDP-mannose 3,5-epimerase/ NAD binding / catalytic"	AT5G28840.1	CHR11V5|COORD:21963358..21958477|protein GDP-mannose 3,5-epimerase 2, putative, expressed	LOC_Os11g37890.1	" no descriptionweakly similar to ( 167)AT5G28840| Symbols: GME | GME (GDP-D-MANNOSE 3',5'-EPIMERASE); GDP-mannose 3,5-epimerase/ NAD binding / catalytic | chr5:10862476-10864028 REVERSEweakly similar to ( 177)GME2_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07764 Tymo_45kd_70kd "	redox.ascorbate and glutathione.ascorbate.GME	21_2_1_1

CUST_85509_PI403524517	2	-0.0020799637	-0.3588438	0.00207901	-0.006178856	1.3345127	0.021348	35_24494	"Cluster: Os05g0279600 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0279600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DJH4	"CHR4V7|COORD:15040027..15042209| similar to hypothetical protein MtrDRAFT_AC152068g2v2 [Medicago truncatula] (GB:ABE88728.1); similar to Os05g0279600"	AT4G30900.1	CHR05V5|COORD:11650782..11660301|protein endonuclease/exonuclease/phosphatase family protein, putative, expressed	LOC_Os05g19974.2	"no descriptionmoderately similar to ( 250)AT4G30900| Symbols:  | similar to hypothetical protein MtrDRAFT_AC152068g2v2 [Medicago truncatula] (GB:ABE88728.1); similar to Os05g0279600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001055085.1); contains domain no description (G3D.3.60.10.10); contains domain DNase I-like (SSF56219) | chr4:15040027-15042209 FORWARD"	not assigned.unknown	35_2

CUST_23754_PI403524517	2	0.011267662	-0.50618744	-0.0069704056	0.011267662	-0.04546547	0.006969452	35_6902	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QXC9	0	0	CHR12V5|COORD:3109419..3099854|protein expressed protein	LOC_Os12g06464.1	no description	not assigned.unknown	35_2

CUST_54318_PI403524517	2	-0.002544403	-0.16281986	-1.6021729E-4	1.6117096E-4	0.05416298	0.06271839	35_15463	"Cluster: Os01g0600000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0600000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JLH6	CHR4V7|COORD:14486271..14487263| mitochondrial ATP synthase g subunit family protein	AT4G29480.1	CHR01V5|COORD:23884502..23881102|protein hydrogen-transporting ATP synthase, rotational mechanism, putative, expressed	LOC_Os01g41610.2	no descriptionweakly similar to ( 179)AT4G29480| Symbols:  | mitochondrial ATP synthase g subunit family protein | chr4:14486271-14487263 REVERSEATP-synt_G	mitochondrial electron transport / ATP synthesis.F1-ATPase	9_9

CUST_15418_PI399408534	2	0.0389719	-0.27371502	-0.07327843	0.0078048706	0.086055756	-0.0078048706	35_17792	"Cluster: T6H22.14 protein; n=2; Arabidopsis thaliana|Rep: T6H22.14 protein - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9SGT3	CHR1V7|COORD:20967458..20969846| GTP-binding protein-related	AT1G56050.1	CHR03V5|COORD:32327167..32323748|protein GTP binding protein, putative, expressed	LOC_Os03g56840.1	no descriptionhighly similar to ( 564)AT1G56050| Symbols:  | GTP-binding protein-related | chr1:20967458-20969846 FORWARDnot assigned not assigned not assigned PRK09601 YchF COG0012 Obg_like DUF933 TGS_YchF_C PRK09602 Ygr210 Obg obgE Obg obgE MMR_HSR1 DRG DRG obgE obgE Era_like FeoB Era Era	signalling.G-proteins	30_5

CUST_139163_PI403524517	2	-0.24843979	0.05518341	-0.015702724	0.015702724	-1.690321	3.914908	35_39032	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_63931_PI403524517	2	-0.3897133	-1.3049679	1.0389585	0.32373905	0.6484108	-0.32373905	35_18260	"Cluster: Os01g0607200 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0607200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JLD5	CHR2V7|COORD:102363..104461| amino acid permease family protein	AT2G01170.1	CHR01V5|COORD:24250566..24260299|protein amino-acid permease C584.13, putative, expressed	LOC_Os01g42234.1	no descriptionhighly similar to ( 640)AT2G01170| Symbols:  | amino acid permease family protein | chr2:102363-104461 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned PotE AA_permease AnsP LysP PutP PRK11021 PRK10249 PRK10238 TT_ORF1 SdaC PRK11049	transport.amino acids	34_3

CUST_113112_PI403524517	2	0.1113987	-0.044028282	0.12205696	-0.21005535	0.044028282	-0.06439209	35_32107	"Cluster: RNA recognition motif family protein, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: RNA recognition motif family protein, expressed - Ory"	UniRef90_Q2QZ01	CHR5V7|COORD:564330..565774| RNA and export factor-binding protein, putative	AT5G02530.1	CHR11V5|COORD:2948..6483|protein RNA and export factor-binding protein 2, putative, expressed	LOC_Os11g01020.3	 no descriptionvery weakly similar to (92.0)AT5G02530| Symbols:  | RNA and export factor-binding protein, putative | chr5:564330-565774 REVERSEnot assigned not assigned 	RNA.RNA binding	27_4

CUST_23182_PI399408534	2	-0.037550926	0.33163166	0.19404888	-0.2596283	-0.2786131	0.037549973	35_10439	"Cluster: Rac GTPase activating protein 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Rac GTPase activating protein 1 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q53LV1	CHR3V7|COORD:3617529..3619573| rac GTPase activating protein, putative	AT3G11490.1	CHR12V5|COORD:2712514..2707478|protein rac GTPase activating protein 1, putative, expressed	LOC_Os12g05900.1	 no descriptionmoderately similar to ( 340)AT3G11490| Symbols:  | rac GTPase activating protein, putative | chr3:3617529-3619573 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned RhoGAP RhoGAP RhoGAP RhoGAP_KIAA1688 RhoGAP-p50rhoGAP RhoGAP_fBEM3 RhoGAP_nadrin RhoGAP_ARAP RhoGAP_fRGD1 RhoGAP_FAM13A1a RhoGAP_ARHGAP22_24_25 RhoGAP_ARHGAP20 RhoGAP_myosin_IX RhoGAP_myosin_IXB RhoGAP-ARHGAP11A RhoGap_RalBP1 RhoGAP_ARHGAP18 RhoGAP_chimaerin RhoGAP_CdGAP RhoGAP_ARHGAP21 RhoGAP_SYD1 RhoGAP_p190 	signalling.G-proteins	30_5

CUST_54281_PI403524517	2	0.17728376	-0.007142067	-0.19560242	0.65047646	-0.19457912	0.007142544	35_15454	Rep: Small heat shock protein HSP17.8 - Triticum aestivum (Wheat)	UniRef90_Q94KM0	CHR5V7|COORD:3882410..3882877| 17.6 kDa  class II heat shock protein (HSP17.6-CII)	AT5G12020.1	CHR01V5|COORD:4446678..4445834|protein 17.5 kDa class II heat shock protein, putative, expressed	LOC_Os01g08860.1	no descriptionweakly similar to ( 138)AT5G12020| Symbols: HSP17.6II | 17.6 kDa  class II heat shock protein (HSP17.6-CII) | chr5:3882410-3882877 REVERSEmoderately similar to ( 205)HSP21_MAIZE17.5 kDa class II heat shock protein - Zea mays (Maize)not assigned not assigned HSP20 alpha-crystallin-Hsps IbpA PRK12323 PRK12678	stress.abiotic.heat	20_2_1

CUST_6419_PI403524517	2	-0.09044361	0.11836243	0.014690399	-0.054356575	-0.014691353	0.054676056	35_1780	Rep: GrpE protein homolog - Oryza sativa (Rice)	UniRef90_Q7XQP9	"CHR1|COORD:13702613..13704782| co-chaperone grpE family protein, similar to co-chaperone CGE1 precursor isoform b (Chlamydomonas reinhardtii) GI:15384279; conta"	AT1G36390.2	CHR04V5|COORD:21192157..21189561|protein protein grpE, putative, expressed	LOC_Os04g35180.1	no descriptionmoderately similar to ( 209)AT1G36390| Symbols:  | co-chaperone grpE family protein | chr1:13703023-13704736 REVERSEnot assigned GrpE GrpE GrpE PRK10325	protein.folding	29_6

CUST_150443_PI403524517	2	-0.017576694	-0.19661188	0.13237	0.017576694	-0.26177263	0.26019526	35_42086	Rep: Histone H2B.2 - Triticum aestivum (Wheat)	UniRef90_P05621	CHR5V7|COORD:7652133..7652570| histone H2B, putative	AT5G22880.1	CHR08V5|COORD:24128477..24129504|protein histone H2B.2, putative, expressed	LOC_Os08g38300.1	 no descriptionweakly similar to ( 123)AT5G22880| Symbols:  | histone H2B, putative | chr5:7652133-7652570 REVERSEweakly similar to ( 128)H2B1_WHEATHistone H2B.1 - Triticum aestivum (Wheat)not assigned not assigned not assigned H2B Histone 	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_80062_PI403524517	2	0.021813393	0.49260712	0.04001808	-0.15133762	-0.023530006	-0.021813393	35_22958	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2RB08	0	0	CHR11V5|COORD:1404321..1406202|protein expressed protein	LOC_Os11g03620.1	no description	not assigned.unknown	35_2

CUST_71250_PI403524517	2	-0.04335785	-0.29235935	-0.020356178	0.042604446	0.020356178	0.098279	35_20412	"Cluster: Hypothetical protein At1g49880/F10F5_3; n=4; Arabidopsis thaliana|Rep: Hypothetical protein At1g49880/F10F5_3 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q8GXX0	CHR1V7|COORD:18467749..18469582| Erv1/Alr family protein	AT1G49880.1	CHR03V5|COORD:5555549..5552398|protein augmenter of liver regeneration, putative, expressed	LOC_Os03g10850.1	no descriptionmoderately similar to ( 203)AT1G49880| Symbols:  | Erv1/Alr family protein | chr1:18467749-18469582 FORWARDnot assigned not assigned ERV1 Evr1_Alr PRK07764	not assigned.no ontology	35_1

CUST_16417_PI404877155	2	-0.017498016	-0.40790176	0.040898323	0.017497063	0.16002941	-0.112075806	HA11G09u_at	ubiquinol-cytochrome C reductase UQCRX/QCR9-like family protein [Arabidopsis thaliana] pir||T49026 ubiquinol-cytochrome-c reductase-like pro	NP_190841.1	ubiquinol-cytochrome C reductase UQCRX/QCR9-like family protein	At3g52730.1	protein ubiquinol-cytochrome-c reductase-like protein - Arabidopsis thaliana	Os05g33210	ubiquinol--cytochrome-c reductase-related protein	mitochondrial electron transport / ATP synthesis.cytochrome c reductase	9_5

CUST_31956_PI403524517	2	0.035365105	-0.06469536	-0.11612415	0.046277046	-0.030124664	0.030124664	35_9217	"Cluster: Hypothetical protein B1003C08.4; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1003C08.4 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q75G53	CHR5V7|COORD:8951506..8953326| rhomboid family protein	AT5G25752.1	CHR05V5|COORD:7401509..7397335|protein rhomboid family protein, expressed	LOC_Os05g13370.1	no descriptionmoderately similar to ( 259)AT5G25752| Symbols:  | rhomboid family protein | chr5:8951506-8953326 REVERSEnot assigned not assigned Rhomboid COG0705	not assigned.no ontology	35_1

CUST_157954_PI403524517	2	0.38779926	-0.28721237	-0.42666483	0.16716766	0.41401672	-0.16716719	35_44097	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_19429_PI399408534	2	0.1488266	0.06229973	-0.12706757	-0.029170036	-0.026132584	0.026132584	35_4169	"Cluster: Protein kinase, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Protein kinase, putative, expressed - Oryza sativa (japonica cult"	UniRef90_Q10NK4	CHR1V7|COORD:11250341..11253497| leucine-rich repeat transmembrane protein kinase, putative	AT1G31420.1	CHR03V5|COORD:8806698..8812641|protein BRASSINOSTEROID INSENSITIVE 1-associated receptor kinase 1 precursor, putative, expressed	LOC_Os03g16010.1	 no descriptionhighly similar to ( 727)AT1G31420| Symbols:  | leucine-rich repeat transmembrane protein kinase, putative | chr1:11250341-11253497 FORWARDmoderately similar to ( 330)PSKR_DAUCAPhytosulfokine receptor precursor - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase TyrKc Pkinase_Tyr PTKc PTKc_Jak_rpt2 SPS1 PTKc_EGFR_like PTKc_EphR PTKc_Fes_like PTKc_Jak2_Jak3_rpt2 PTKc_Src_like PTKc_EphR_A2 PTKc_Srm_Brk PTKc_Itk PTKc_EphR_A PTKc_EphR_B PTKc_Met_Ron PTKc_FAK PTKc_Csk_like PTKc_Syk_like PTKc_Frk_like PTKc_Tec_like PTKc_HER4 PTKc_Trk PTK_HER3 PTKc_Fer PTKc_Btk_Bmx PTKc_Src PTKc_Ack_like PTKc_Tyk2_rpt2 PTKc_Jak1_rpt2 PTKc_Hck PTKc_Fyn_Yrk PTK_CCK4 PTKc_Yes PTKc_Lyn PTKc_Lck_Blk PTKc_Tie1 PTKc_Ror PTKc_FGFR PTKc_Fes PTKc_EGFR PTKc_c-ros PTKc_Zap-70 PTKc_Axl_like PTKc_Abl PTKc_Tie2 PTKc_PDGFR PTKc_Tie PTKc_InsR_like PTKc_FGFR4 PTKc_HER2 PTKc_Csk PTKc_EphR_A10 PTKc_Tec_Rlk PTKc_ALK_LTK PTKc_FGFR2 PTKc_DDR PTKc_TrkC PTKc_RET PTKc_Syk PTKc_FGFR1 PTKc_TrkB PTKc_FGFR3 PTKc_TrkA PTKc_Chk PTKc_Musk PTKc_Tyro3 PTKc_Axl PTKc_DDR_like PTKc_DDR1 PTKc_Ror1 PTKc_Kit PTKc_CSF-1R PTKc_DDR2 PTKc_InsR PTKc_VEGFR PTKc_Aatyk COG4886 PTKc_IGF-1R PTKc_VEGFR3 PTKc_Ror2 PTK_Jak1_rpt1 PTK_Ryk PTK_Jak_rpt1 PTKc_PDGFR_alpha PTKc_VEGFR2 PTK_Tyk2_rpt1 PTK_Jak2_Jak3_rpt1 PTKc_Aatyk1_Aatyk3 KIND 	signalling.receptor kinases.leucine rich repeat XI	30_2_11

CUST_55171_PI403524517	2	-0.0609293	-0.21826553	0.1134882	0.014040947	-0.014040947	0.02158451	35_15704	"Cluster: Putative endomembrane protein emp70; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative endomembrane protein emp70 - Oryza sativa (japonica"	UniRef90_Q69R01	CHR5V7|COORD:13432184..13434151| endomembrane protein 70, putative	AT5G35160.1	CHR02V5|COORD:33953880..33950422|protein transmembrane 9 superfamily protein member 2 precursor, putative, expressed	LOC_Os02g55440.2	 no descriptionhighly similar to ( 617)AT5G35160| Symbols:  | endomembrane protein 70, putative | chr5:13432184-13434151 FORWARDnot assigned not assigned not assigned not assigned EMP70 COG0392 COG1266 	not assigned.unknown	35_2

CUST_17697_PI403524517	2	-0.07375431	0.26510715	0.038228035	-0.038228035	-0.07768822	0.07021332	35_5111	"Cluster: Os10g0563200 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os10g0563200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IVM9	CHR2V7|COORD:18518794..18522837| armadillo/beta-catenin repeat family protein / F-box family protein	AT2G44900.1	CHR10V5|COORD:21905568..21897937|protein ubiquitin-protein ligase, putative, expressed	LOC_Os10g41360.1	no descriptionhighly similar to ( 723)AT2G44900| Symbols:  | armadillo/beta-catenin repeat family protein / F-box family protein | chr2:18518794-18522837 REVERSEnot assigned not assigned not assigned not assigned not assigned ARM	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_15403_PI403524517	2	-0.19935894	-0.20125294	0.3425827	-0.06548691	0.095300674	0.06548691	35_4443	"Cluster: Putative PrMC3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative PrMC3 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q67J04	"CHR3V7|COORD:18048171..18049145| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G48700.1); similar to Esterase/lipase/thioesterase [Medicago"	AT3G48690.1	CHR09V5|COORD:17426502..17427686|protein gibberellin receptor GID1L2, putative, expressed	LOC_Os09g28660.1	"no descriptionmoderately similar to ( 223)AT3G48690| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G48700.1); similar to Esterase/lipase/thioesterase [Medicago truncatula] (GB:ABE83378.1); contains InterPro domain Esterase/lipase/thioesterase; (InterPro:IPR000379); contains InterPro domain Alpha/beta hydrolase fold-3; (InterPro:IPR013094) | chr3:18048171-18049145 REVERSEweakly similar to ( 118)GID1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Abhydrolase_3 Aes COesterase PnbA PRK12678 DUF1509 TT_ORF1 Esterase_lipase Adeno_PV Protamine_P1 PRK07003 PRK12323"	not assigned.no ontology	35_1

CUST_93715_PI403524517	2	0.18111324	0.08708477	0.29355	-0.08708525	-0.10678387	-0.09568024	35_26796	Rep: ENSANGP00000008445 - Anopheles gambiae str. PEST	UniRef90_Q7PUR9	0	0	CHR02V5|COORD:9446490..9448845|protein OsWRKY39v2 - Superfamily of rice TFs having WRKY and zinc finger domains, expressed	LOC_Os02g16540.2	no descriptionPRK12323	not assigned.unknown	35_2

CUST_165140_PI403524517	2	0.026804924	0.18675423	-0.026805878	-0.071391106	-0.27865028	0.04036808	35_46025	0	0		0	CHR07V5|COORD:28363392..28365137|protein retrotransposon protein, putative, unclassified	LOC_Os07g47440.1	no description	not assigned.unknown	35_2

CUST_9045_PI399408534	2	-0.2972741	0.34779024	-0.23129368	0.35086012	-0.8730583	0.23129368	35_30547	"Cluster: OSJNBa0088A01.21 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0088A01.21 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XUC7	CHR5V7|COORD:2084095..2086053| lectin protein kinase family protein	AT5G06740.1	CHR04V5|COORD:29289733..29288538|protein ATP binding protein, putative, expressed	LOC_Os04g49460.1	no descriptionweakly similar to ( 196)AT5G06740| Symbols:  | lectin protein kinase family protein | chr5:2084095-2086053 FORWARDvery weakly similar to (92.4)NORK_MEDTRNodulation receptor kinase precursor - Medicago truncatula (Barrel medic)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc PTKc Pkinase_Tyr S_TKc Pkinase TyrKc PTKc_Met_Ron PTKc_Src_like PTKc_Axl_like PTKc_Srm_Brk SPS1 PTKc_PDGFR PTKc_FGFR PTKc_CSF-1R PTKc_Jak_rpt2 PTKc_EGFR_like PTKc_Ror PTKc_InsR_like PTKc_Axl PTKc_VEGFR PTKc_VEGFR3 PTKc_HER2 PTKc_Abl PTKc_Tyro3 PTKc_Kit PTKc_Ack_like PTKc_VEGFR2 PTKc_FAK PTKc_Csk_like PTKc_Fes_like PTKc_Jak2_Jak3_rpt2 PTKc_Syk_like PTKc_FGFR1 PTKc_Frk_like PTKc_DDR PTKc_Fes PTKc_FGFR4 PTKc_Src PTKc_Lck_Blk PTK_HER3 PTKc_Chk PTKc_Yes PTKc_HER4 PTKc_Fyn_Yrk PTKc_Tie2 PTKc_EGFR PTKc_Trk PTKc_PDGFR_alpha PTKc_FGFR3 PTKc_Tec_like PTKc_Lyn PTKc_Hck PTKc_FGFR2 PTKc_RET PTKc_InsR PTKc_Tyk2_rpt2 PTKc_Itk PTKc_Jak1_rpt2 PTKc_Ror1 PTKc_IGF-1R PTKc_PDGFR_beta PTKc_EphR PTKc_Tie1 PTKc_Fer PTKc_DDR_like PTKc_Ror2	misc.myrosinases-lectin-jacalin	26_16

CUST_78957_PI403524517	2	0.105340004	0.3327465	0.06796837	-0.18195915	-0.1664896	-0.06796837	35_22648	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_8963_PI403524517	2	-0.16382217	-0.51410294	0.0401268	0.28852844	-0.040127754	0.2570343	35_2512	"Cluster: Uclacyanin 3-like protein-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Uclacyanin 3-like protein-like protein - Oryza sativa (japonic"	UniRef90_Q8L555	"CHR2V7|COORD:13729587..13730541| UCC1 (UCLACYANIN 1); copper ion binding"	AT2G32300.1	CHR07V5|COORD:289331..290324|protein uclacyanin-2 precursor, putative, expressed	LOC_Os07g01440.1	"no descriptionweakly similar to ( 103)AT2G32300| Symbols: UCC1 | UCC1 (UCLACYANIN 1); copper ion binding | chr2:13729587-13730541 FORWARDvery weakly similar to (84.7)BCP_PEABlue copper protein precursor - Pisum sativum (Garden pea)not assigned Cu_bind_like PRK07764 PRK12323"	misc.plastocyanin-like	26_19

CUST_102319_PI403524517	2	0.29834557	0.23016071	0.056889534	-0.29756546	-0.27532387	-0.05688858	35_29190	"Cluster: Putative FHA domain protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative FHA domain protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ATJ5	CHR2V7|COORD:18571231..18574707| structural constituent of nuclear pore	AT2G45000.1	CHR03V5|COORD:29692207..29695852|protein kinetoplast-associated protein, putative, expressed	LOC_Os03g51870.1	no descriptionnot assigned not assigned not assigned Atrophin-1 Tymo_45kd_70kd	not assigned.unknown	35_2

CUST_723_PI404877155	2	-0.33168697	0.0740757	-0.047179222	0.04717827	-0.26824474	0.062895775	Contig10694_at	OSJNBa0008M17.11 [Oryza sativa (japonica cultivar-group)]	CAD41795.2	PAZ domain-containing protein / piwi domain-containing protein	At1g31280.1	protein Piwi domain, putative	Os04g52540	"ZIP;ARGONAUTE7;ZIPPY;PAZ domain-containing protein / piwi domain-containing protein, similar to SP:Q9XGW1 PINHEAD protein (ZWILLE protein) {Arabidopsis thaliana}; contains Pfam profiles PF02171: Piwi domain, PF02170: PAZ domain"	RNA.regulation of transcription.Argonaute	27_3_36

CUST_9455_PI404877155	2	-0.041407585	0.043153763	-0.068216324	-0.02265358	0.02265358	0.029226303	Contig3189_at	putative ATP synthase [Oryza sativa (japonica cultivar-group)]	BAD07747.1	expressed protein	At2g21870.1	protein probable atp synthase 24 kda subunit, mitochondrial precursor(ec 3.6.3.14)	Os02g03860	synthase -related	mitochondrial electron transport / ATP synthesis.F1-ATPase	9_9

CUST_164464_PI403524517	2	0.12649965	0.2093463	0.038321972	-0.038321972	-0.54829836	-0.06261301	35_45843	"Cluster: Hypothetical protein OJ1562_H01.8; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1562_H01.8 - Oryza sativa (japonica cultivar"	UniRef90_Q6I5X7		0	CHR05V5|COORD:18808838..18817716|protein dynamin family protein, expressed	LOC_Os05g32390.2	no description	not assigned.unknown	35_2

CUST_2915_PI403524517	2	-0.27575684	0.10630226	0.077819824	-0.018482208	-0.35063362	0.0184803	35_796	"Cluster: BRI1-KD interacting protein 108; n=2; Oryza sativa (japonica cultivar-group)|Rep: BRI1-KD interacting protein 108 - Oryza sativa (japonica"	UniRef90_Q762A6	CHR3V7|COORD:1614647..1615210| 60S ribosomal protein L22-2 (RPL22B)	AT3G05560.2	CHR07V5|COORD:28499222..28500933|protein 60S ribosomal protein L22-2, putative, expressed	LOC_Os07g47710.1	no descriptionweakly similar to ( 165)AT3G05560| Symbols:  | structural constituent of ribosome | chr3:1614647-1615210 FORWARDnot assigned not assigned not assigned Ribosomal_L22e	protein.synthesis.misc ribososomal protein	29_2_2

CUST_7285_PI404877155	2	-0.28725052	0.2222414	0.059155464	0.24582195	-0.059155464	-0.101433754	Contig21246_at	auxin-induced protein - common ice plant (fragment) gb|AAC08401.1| auxin-induced protein [Mesembryanthemum crystallinum]	T12211	auxin-responsive family protein	At2g46690.1	protein Auxin responsive protein, putative	Os02g52990	NONE	hormone metabolism.auxin.induced-regulated-responsive-activated	17_2_3

CUST_3749_PI403524517	2	0.0072898865	0.33184624	-0.01991272	0.03948307	-0.08841324	-0.00729084	35_1027	Rep: OSIGBa0101K10.1 protein - Oryza sativa (Rice)	UniRef90_Q01MB3	CHR4V7|COORD:8302167..8303734| lesion inducing protein-related	AT4G14420.1	CHR04V5|COORD:5510355..5506866|protein nicotiana lesion-inducing like, putative, expressed	LOC_Os04g10240.1	no descriptionweakly similar to ( 121)AT4G14420| Symbols:  | lesion inducing protein-related | chr4:8302167-8303734 REVERSEHR_lesion	not assigned.no ontology	35_1

CUST_17061_PI403524517	2	0.010130882	-0.23425484	0.011131287	-0.16399288	-0.010130882	0.03569603	35_4933	"Cluster: Os01g0729500 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0729500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JJM9	CHR2V7|COORD:18439977..18443704| RNA recognition motif (RRM)-containing protein	AT2G44710.1	CHR01V5|COORD:30740422..30739675|protein expressed protein	LOC_Os01g52890.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_70038_PI403524517	2	-0.14430618	0.34557152	0.09660244	-0.0016098022	0.0016098022	-0.049170494	35_20047	"Cluster: 5-formyltetrahydrofolate cyclo-ligase family protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: 5-formyltetrahydrofolate"	UniRef90_Q2QX67	CHR1V7|COORD:28807927..28809597| 5-formyltetrahydrofolate cyclo-ligase family protein	AT1G76730.1	CHR12V5|COORD:3430911..3436223|protein 5-formyltetrahydrofolate cyclo-ligase, putative, expressed	LOC_Os12g07020.1	no descriptionweakly similar to ( 174)AT1G76730| Symbols:  | 5-formyltetrahydrofolate cyclo-ligase family protein | chr1:28807927-28809597 REVERSEnot assigned COG0212	C1-metabolism.5-formyltetrahydrofolate cyclo-ligase	25_4

CUST_5273_PI399408534	2	0.048487663	-0.21146584	0.08287239	-0.048487663	0.080062866	-0.16907692	35_44865	"Cluster: Myb-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Myb-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q84PV0	CHR5V7|COORD:18422895..18423824| myb family transcription factor	AT5G45420.1	CHR08V5|COORD:3432104..3435659|protein dnajc2 protein, putative, expressed	LOC_Os08g06240.1	no descriptionvery weakly similar to (69.3)AT5G45420| Symbols:  | myb family transcription factor | chr5:18422895-18423824 REVERSE	RNA.regulation of transcription.MYB domain transcription factor family	27_3_25

CUST_31097_PI403524517	2	0.08751011	0.5837083	-0.08751011	-0.40545702	0.27311945	-0.49789667	35_8975	"Cluster: Hypothetical protein P0669G04.14; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0669G04.14 - Oryza sativa (japonica cultivar-g"	UniRef90_Q650T8	"CHR2V7|COORD:11981880..11983566| ATFUC1 (alpha-L-fucosidase 1); alpha-L-fucosidase"	AT2G28100.1	CHR09V5|COORD:20350420..20348458|protein alpha-L-fucosidase 1 precursor, putative, expressed	LOC_Os09g34920.1	"no descriptionmoderately similar to ( 316)AT2G28100| Symbols: ATFUC1 | ATFUC1 (alpha-L-fucosidase 1); alpha-L-fucosidase | chr2:11981880-11983566 FORWARDmoderately similar to ( 322)FUCO1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG3669 Alpha_L_fucos Herpes_BLLF1 PRK07764 PRK07003 PRK12323 DUF566 TT_ORF1 PRK12678 PRK05648 APC_basic Tymo_45kd_70kd Metaviral_G MAP65_ASE1 Pneumo_att_G"	not assigned.no ontology	35_1

CUST_177507_PI403524517	2	-0.14440393	-0.32791996	0.14440346	0.5160494	0.5195074	-0.23102713	35_49376	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_22447_PI403524517	2	0.024370193	-2.0827389	-0.4453354	0.26664925	0.5845938	-0.02436924	35_6519	"Cluster: Putative CTP synthase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative CTP synthase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q65XK2	"CHR3V7|COORD:4020358..4024093| EMB2742 (EMBRYO DEFECTIVE 2742); CTP synthase"	AT3G12670.1	CHR05V5|COORD:28474037..28468038|protein CTP synthase, putative, expressed	LOC_Os05g49770.1	"no descriptionmoderately similar to ( 477)AT3G12670| Symbols: EMB2742 | EMB2742 (EMBRYO DEFECTIVE 2742); CTP synthase | chr3:4020358-4024093 REVERSEnot assigned PRK05380 PyrG GATase1_CTP_Synthase GATase PRK06186"	nucleotide metabolism.synthesis.pyrimidine.CTP synthetase	23_1_1_10

CUST_158780_PI403524517	2	0.027873516	-0.05044985	-0.027873516	0.22369194	0.20828724	-0.23785686	35_44321	"Cluster: Os04g0120000 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os04g0120000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JFA5	"CHR3V7|COORD:18615926..18618145| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G50120.1); similar to hypothetical protein [Oryza sativa (japonica"	AT3G50180.1	0	0	no description	not assigned.unknown	35_2

CUST_24041_PI403524517	2	0.034251213	0.5392332	-0.034251213	-0.043800354	-0.1214447	0.073786736	35_6985	"Cluster: Os01g0225100 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0225100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JPF7	CHR5V7|COORD:23737202..23740200| PRLI-interacting factor, putative	AT5G58720.1	CHR01V5|COORD:6886153..6893212|protein smr domain containing protein, expressed	LOC_Os01g12530.6	 no descriptionweakly similar to ( 133)AT5G58720| Symbols:  | PRLI-interacting factor, putative | chr5:23737202-23740200 REVERSESMR Smr 	DNA.synthesis/chromatin structure	28_1

CUST_2535_PI399408534	2	-0.9726734	0.3704486	0.41181374	-0.017628193	0.017628193	-0.68590355	35_6967	"Cluster: Putative phosphatidylinositol-specific phospholipase C; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative phosphatidylinositol-specific phospho"	UniRef90_Q75IL8	"CHR3|COORD:2582388..2585857| similar to phosphoinositide-specific phospholipase C family protein [Arabidopsis thaliana] (TAIR:At5g58700.1); similar to"	AT3G08510.2	CHR05V5|COORD:1513734..1519597|protein phospholipase C, putative, expressed	LOC_Os05g03610.1	"no descriptionmoderately similar to ( 394)AT3G08510| Symbols: ATPLC2 | ATPLC2 (PHOSPHOLIPASE C 2); phospholipase C | chr3:2582632-2585562 REVERSEnot assigned not assigned not assigned PLCYc C2_2 PI-PLC-Y PLCc C2 C2 C2"	signalling.phosphinositides.phosphoinositide phospholipase C	30_4_4

CUST_104353_PI403524517	2	-0.09296608	-0.06044817	-0.06935787	0.060448647	0.115249634	0.060448647	35_29741	"Cluster: Hypothetical protein P0705E11.8; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0705E11.8 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q7XXN1	"CHR3V7|COORD:6404276..6407828| ATRANGAP1 (RAN GTPASE-ACTIVATING PROTEIN 1); nucleic acid binding"	AT3G18610.1	CHR09V5|COORD:21496134..21514635|protein glutathione S-transferase, C-terminal domain containing protein, expressed	LOC_Os09g37240.2	no description	not assigned.unknown	35_2

CUST_108991_PI403524517	2	0.026702404	0.6031761	0.20807981	-0.24818134	-0.610127	-0.02670288	35_30988	"Cluster: Putative CTV.22; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative CTV.22 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7EZK6	"CHR1V7|COORD:5430441..5435916| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G10440.1); similar to Globin-like [Medicago truncatula]"	AT1G15780.1	CHR08V5|COORD:28172498..28162228|protein expressed protein	LOC_Os08g45080.1	"no descriptionvery weakly similar to (74.3)AT1G15780| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G10440.1); similar to Globin-like [Medicago truncatula] (GB:ABE79971.1); similar to Os08g0564800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001062533.1); similar to CTV.22 [Poncirus trifoliata] (GB:AAN62354.1); contains domain no description (G3D.1.10.246.20); contains domain Kix domain of CBP (creb binding protein) (SSF47040) | chr1:5430441-5435916 REVERSE"	not assigned.unknown	35_2

CUST_90644_PI403524517	2	0.21471024	-0.4553032	0.029333115	-0.029333591	0.23042297	-0.056856155	35_25924	"Cluster: Haloacid dehalogenase-like hydrolase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Haloacid dehalogenase-like hydrolase-like - Oryza sativa"	UniRef90_Q5JNL2	CHR2V7|COORD:11038237..11041380| haloacid dehalogenase-like hydrolase family protein	AT2G25870.1	CHR01V5|COORD:31205940..31213186|protein expressed protein	LOC_Os01g53720.1	no descriptionmoderately similar to ( 201)AT2G25870| Symbols:  | haloacid dehalogenase-like hydrolase family protein | chr2:11038237-11041380 FORWARDPRK00016 Hydrolase_3 COG0319 UPF0054 Cof	not assigned.no ontology	35_1

CUST_167621_PI403524517	2	0.22958231	0.46054554	0.08619118	-0.22183657	-0.46418762	-0.08619118	35_46690	"Cluster: UPI000069F8DC related cluster; n=1; Xenopus tropicalis|Rep: UPI000069F8DC UniRef100 entry - Xenopus tropicalis"	UniRef90_UPI000069F8DC	CHR1V7|COORD:11399903..11405702| actin binding	AT1G31810.1	CHR03V5|COORD:3406654..3411381|protein glutathione reductase, chloroplast precursor, putative, expressed	LOC_Os03g06740.1	no descriptionnot assigned PRK07764	not assigned.unknown	35_2

CUST_158600_PI403524517	2	0.15240097	-0.8398323	-0.045334816	0.045334816	-0.061748505	0.11487675	35_44273	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_125844_PI403524517	2	0.20389748	0.02412796	-0.07758713	-0.04020214	0.104335785	-0.024127007	35_35435	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_30953_PI403524517	2	0.12080479	-0.087682724	0.0064001083	-0.10291481	-0.0063991547	0.070417404	35_8934	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_11563_PI403524517	2	-0.008841515	0.3315096	0.008841515	-0.100292206	-0.05139351	0.06256199	35_3282	"Cluster: Putative tonneau 2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative tonneau 2 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q65XE2	CHR5V7|COORD:6175156..6178216| FASS (FASS 1)	AT5G18580.1	CHR05V5|COORD:2823684..2829677|protein phosphatase subunit gene g4-1, putative, expressed	LOC_Os05g05710.1	 no descriptionhighly similar to ( 785)AT5G18580| Symbols: TON2, EMB40, FS1, GDO, FASS | FASS (FASS 1) | chr5:6175156-6178216 FORWARDnot assigned 	cell.organisation	31_1

CUST_53393_PI403524517	2	-1.8811874	-0.83307934	2.0849762	0.14460564	0.29237652	-0.14460564	35_15191	"Cluster: Os09g0511600 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0511600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J0G3	CHR1V7|COORD:630569..633085| glycosyl hydrolase family 1 protein	AT1G02850.2	CHR09V5|COORD:19887643..19882169|protein cyanogenic beta-glucosidase precursor, putative, expressed	LOC_Os09g33680.1	no descriptionmoderately similar to ( 478)AT1G02850| Symbols:  | glycosyl hydrolase family 1 protein | chr1:630569-633085 FORWARDmoderately similar to ( 315)MYRA_SINALMyrosinase MA1 - Sinapis alba (White mustard) (Brassica hirta)not assigned Glyco_hydro_1 BglB celA PRK09852 arb	misc.gluco-, galacto- and mannosidases	26_3

CUST_57227_PI403524517	2	0.12576103	-0.50133705	-0.04330921	0.09462166	0.043310165	-0.04987526	35_16321	"Cluster: Hypothetical protein OJ1643_A10.30; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1643_A10.30 - Oryza sativa (japonica cultiv"	UniRef90_Q6H7I9	"CHR5V7|COORD:7783814..7784829| CLPP2 (Clp protease proteolytic subunit 2); endopeptidase Clp"	AT5G23140.1	CHR02V5|COORD:25425408..25427911|protein ATP-dependent Clp protease proteolytic subunit, putative, expressed	LOC_Os02g42290.2	" no descriptionmoderately similar to ( 251)AT5G23140| Symbols: NCLPP2, CLPP2 | CLPP2 (Clp protease proteolytic subunit 2); endopeptidase Clp | chr5:7783814-7784829 FORWARDweakly similar to ( 147)CLPP_CHLVUATP-dependent Clp protease proteolytic subunit - Chlorella vulgaris (Green alga)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned clpP CLP_protease ClpP PRK12553 PRK12551 clpP PRK12552 PRK12323 Tymo_45kd_70kd PRK07003 Herpes_BLLF1 Atrophin-1 PRK07764 APC_basic DUF566 MAP65_ASE1 HPC2 Extensin_2 AF-4 Herpes_UL32 DUF1421 KAR9 "	protein.degradation	29_5

CUST_8267_PI404877155	2	0.03715515	-0.2188797	-0.03529167	-0.03700733	0.10994339	0.035292625	Contig2439_at	Ran binding protein-1 [Lycopersicon esculentum]	AAK53813.1	Ran-binding protein 1, putative / RanBP1, putative	At5g58590.1	protein Ran binding protein 1 homolog	Os05g28290	Ran binding protein-1	signalling.G-proteins	30_5

CUST_7636_PI404877155	2	-1.2722526	-0.2792654	0.22891855	0.6540046	0.14963531	-0.14963579	Contig22343_at	OSJNBa0029H02.19 [Oryza sativa (japonica cultivar-group)] ref|XP_473063.1| OSJNBa0029H02.19 [Oryza sativa (japonica cultivar-group)]	CAE01635.2	potassium channel tetramerisation domain-containing protein	At2g24240.1	protein K+ channel tetramerisation domain, putative	Os04g42310	potassium channel tetramerisation domain-containing protein, contains Pfam profile PF02214: K+ channel tetramerisation domain	transport.potassium	34_15

CUST_132653_PI403524517	2	0.14743519	0.5280609	-0.14743519	-0.17222452	-0.20470715	0.32691574	35_37252	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_132236_PI403524517	2	0.3664565	0.56205845	-0.16437292	0.047479153	-0.7684541	-0.047479153	35_37137	"Cluster: Hypothetical protein P0015C02.3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0015C02.3 - Oryza sativa (japonica"	UniRef90_Q6ATX3	CHR1V7|COORD:23526561..23530116| leucine-rich repeat transmembrane protein kinase, putative	AT1G63430.1	CHR05V5|COORD:23034091..23029470|protein ATP binding protein, putative, expressed	LOC_Os05g39410.2	 no descriptionvery weakly similar to (80.9)AT1G63430| Symbols:  | leucine-rich repeat transmembrane protein kinase, putative | chr1:23526561-23530116 FORWARDvery weakly similar to (59.7)RPK1_IPONIReceptor-like protein kinase precursor - Ipomoea nil (Japanese morning glory) (Pharbitis nil)	stress.biotic	20_1

CUST_39193_PI403524517	2	0.18349743	0.060811043	-0.0043439865	-0.061722755	0.0043439865	-0.24736023	35_11272	"Cluster: Hypothetical protein P0677H08.1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0677H08.1 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q5N972	0	0	CHR01V5|COORD:37878826..37883351|protein expressed protein	LOC_Os01g64720.1	no description	not assigned.unknown	35_2

CUST_23673_PI403524517	2	0.03967762	-0.6506796	-0.13787842	0.035274506	0.08345032	-0.035274506	35_6879	"Cluster: Putative pumilio domain-containing protein PPD1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative pumilio domain-containing protein PPD1 - Ory"	UniRef90_Q5JMD6	"CHR2V7|COORD:12556560..12560262| APUM1 (ARABIDOPSIS PUMILIO 1); RNA binding"	AT2G29200.1	CHR01V5|COORD:43209812..43203402|protein BPM, putative, expressed	LOC_Os01g74030.1	"no descriptionmoderately similar to ( 318)AT2G29200| Symbols: APUM1 | APUM1 (ARABIDOPSIS PUMILIO 1); RNA binding | chr2:12556560-12560262 REVERSEnot assigned not assigned not assigned COG5099"	not assigned.no ontology.pumilio/Puf RNA-binding domain-containing protein	35_1_12

CUST_61569_PI403524517	2	0.05591774	-0.025959969	0.025960922	-0.14872456	-0.24485111	0.06536484	35_17573	"Cluster: Chloroplast lumen common protein family-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Chloroplast lumen common protein family-like pro"	UniRef90_Q7F0B4	CHR2V7|COORD:15864030..15865871| LCD1 (LOWER CELL DENSITY 1)	AT2G37860.3	CHR07V5|COORD:7788517..7793354|protein expressed protein	LOC_Os07g13590.1	no descriptionmoderately similar to ( 234)AT2G37860| Symbols: LCD1 | LCD1 (LOWER CELL DENSITY 1) | chr2:15864030-15865871 FORWARDnot assigned not assigned not assigned not assigned PRK07764 PRK12323	not assigned.unknown	35_2

CUST_134987_PI403524517	2	-0.14161634	0.018490314	0.21809721	-0.018490314	-0.1264925	0.09155512	35_37870	Rep: H0818H01.7 protein - Oryza sativa (Rice)	UniRef90_Q259P2	CHR4V7|COORD:11787572..11791067| carboxylic ester hydrolase	AT4G22300.1	CHR04V5|COORD:33931657..33929021|protein acyl-protein thioesterase 1, putative, expressed	LOC_Os04g57370.1	no descriptionweakly similar to ( 115)AT4G22300| Symbols: SOBER1 | carboxylic ester hydrolase | chr4:11787572-11791067 REVERSEnot assigned Abhydrolase_2	lipid metabolism.lipid degradation.lysophospholipases	11_9_3

CUST_14291_PI403524517	2	-0.032040596	-0.024253368	0.29117346	0.024253845	-0.09063673	0.0894146	35_4099	"Cluster: Hypothetical protein OJ1217_F02.8; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1217_F02.8 - Oryza sativa (japonica cultivar"	UniRef90_Q6ZH44	0	0	CHR02V5|COORD:966388..965931|protein hypothetical protein	LOC_Os02g02630.1	no description	not assigned.unknown	35_2

CUST_94888_PI403524517	2	0.23026276	-0.092702866	-0.11344719	0.011899948	-0.011898994	0.060248375	35_27119	"Cluster: GWT1 family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: GWT1 family protein, expressed - Oryza sativa (japonica cultivar-group"	UniRef90_Q10KM5	CHR4V7|COORD:9948866..9960416| zinc finger (C3HC4-type RING finger) family protein / pentatricopeptide (PPR) repeat-containing protein	AT4G17910.1	CHR03V5|COORD:14925407..14932243|protein GPI-anchored wall transfer protein 1, putative, expressed	LOC_Os03g26090.1	no descriptionweakly similar to ( 186)AT4G17910| Symbols:  | zinc finger (C3HC4-type RING finger) family protein / pentatricopeptide (PPR) repeat-containing protein | chr4:9948866-9960416 REVERSEnot assigned COG5062 GWT1	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_80577_PI403524517	2	0.30575323	-7.119179E-4	-0.22180414	-0.10338545	0.792274	7.123947E-4	35_23110	"Cluster: FHA domain, putative; n=2; Oryza sativa (japonica cultivar-group)|Rep: FHA domain, putative - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53P84	CHR1V7|COORD:12536475..12541708| forkhead-associated domain-containing protein / FHA domain-containing protein	AT1G34355.1	CHR11V5|COORD:3508683..3502725|protein FHA domain containing protein, expressed	LOC_Os11g07050.1	no descriptionvery weakly similar to (96.7)AT1G34355| Symbols:  | forkhead-associated domain-containing protein / FHA domain-containing protein | chr1:12536475-12541708 FORWARDnot assigned not assigned not assigned not assigned not assigned FHA FHA COG1716 FHA TT_ORF1 PRK07764	not assigned.no ontology	35_1

CUST_79874_PI403524517	2	0.094758034	0.27548122	-0.009233475	0.009233475	-0.042885303	-0.03408289	35_22906	"Cluster: Putative auxin-regulated protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative auxin-regulated protein - Oryza sativa (japonica cultivar-g"	UniRef90_Q6YYY6	"CHR2V7|COORD:12007092..12009304| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G59790.1); similar to Protein of unknown function DUF966 [Medicago"	AT2G28150.1	CHR08V5|COORD:27993793..27990452|protein expressed protein	LOC_Os08g44760.2	"no descriptionweakly similar to ( 127)AT2G28150| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G59790.1); similar to Protein of unknown function DUF966 [Medicago truncatula] (GB:ABE84105.1); contains InterPro domain Protein of unknown function DUF966; (InterPro:IPR010369) | chr2:12007092-12009304 FORWARDDUF966"	not assigned.unknown	35_2

CUST_55817_PI403524517	2	0.05092907	0.1448021	0.0280056	-0.028006554	-0.066184044	-0.080379486	35_15887	"Cluster: Transcription elongation factor 1 homolog; n=2; Oryza sativa|Rep: Transcription elongation factor 1 homolog - Oryza sativa (Rice)"	UniRef90_Q8LHP0	"CHR5V7|COORD:18687758..18688365| Identical to Transcription elongation factor 1 homolog [Arabidopsis Thaliana] (GB:Q8LEF3;GB:Q9FNL9); similar to hypothetical"	AT5G46030.1	CHR02V5|COORD:1819094..1816290|protein transcription elongation factor 1, putative, expressed	LOC_Os02g04160.1	" no descriptionweakly similar to ( 134)AT5G46030| Symbols:  | Identical to Transcription elongation factor 1 homolog [Arabidopsis Thaliana] (GB:Q8LEF3;GB:Q9FNL9); similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:BAD69422.1); similar to Os07g0631100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001060360.1); similar to Os02g0134300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001045811.1); contains InterPro domain Protein of unknown function DUF701, zinc-binding putative; (InterPro:IPR007808) | chr5:18687758-18688365 FORWARDweakly similar to ( 149)ELOF1_ORYSAnot assigned COG4888 Elf1 "	not assigned.unknown	35_2

CUST_12912_PI404877155	2	-0.1227169	2.0848331	0.22707748	-0.4569397	-1.2183867	0.1227169	Contig6622_at	putative gamma-lyase [Oryza sativa (japonica cultivar-group)] gb|AAP54634.1| putative gamma-lyase [Oryza sativa (japonica cultivar-group)] g	NP_922347.1	Cys/Met metabolism pyridoxal-phosphate-dependent enzyme family protein	At1g64660.1	protein putative gamma-lyase	Os10g37340	putative gamma-lyase	amino acid metabolism.degradation.aspartate family.methionine	13_2_3_4

CUST_3840_PI403524517	2	0.050733566	-0.2791481	-0.019065857	0.046388626	0.01363945	-0.01363945	35_1053	"Cluster: 40S ribosomal protein S29; n=4; BEP clade|Rep: 40S ribosomal protein S29 - Triticum aestivum (Wheat)"	UniRef90_Q5I7K3	CHR4|COORD:16233214..16234201| 40S ribosomal protein S29 (RPS29C)	AT4G33865.1	CHR11V5|COORD:24472318..24474072|protein 40S ribosomal protein S29, putative, expressed	LOC_Os11g41610.1	no descriptionweakly similar to ( 122)AT4G33865| Symbols:  | 40S ribosomal protein S29 (RPS29C) | chr4:16233400-16234119 REVERSEnot assigned rps14P Ribosomal_S14 RpsN	protein.synthesis.misc ribososomal protein	29_2_2

CUST_181812_PI403524517	2	0.19776535	-0.5061779	-0.20802689	-0.19776535	0.21417618	0.23353577	35_50548	Rep: 40S ribosomal protein S4-2 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_P49204	CHR5V7|COORD:23636825..23638122| 40S ribosomal protein S4 (RPS4D)	AT5G58420.1	CHR02V5|COORD:319129..316555|protein 40S ribosomal protein S4, putative, expressed	LOC_Os02g01560.1	no descriptionmoderately similar to ( 297)AT5G58420| Symbols:  | 40S ribosomal protein S4 (RPS4D) | chr5:23636825-23638122 FORWARDmoderately similar to ( 293)RS4_SOLTU40S ribosomal protein S4 - Solanum tuberosum (Potato)not assigned RPS4A PRK04313 Ribosomal_S4e	protein.synthesis.misc ribososomal protein	29_2_2

CUST_164683_PI403524517	2	0.14928865	0.28035975	-0.013776302	-0.15394926	0.013776302	-0.16686773	35_45900	"Cluster: Hypothetical protein P0627E10.29; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0627E10.29 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6Z3X4		0	CHR07V5|COORD:29661669..29664616|protein terminal acidic SANT 1, putative, expressed	LOC_Os07g49530.1	no description	not assigned.unknown	35_2

CUST_157523_PI403524517	2	0.4710498	1.019835	0.09102726	-0.25437307	-0.905519	-0.09102726	35_43984	"Cluster: Calmodulin-binding protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Calmodulin-binding protein-like - Oryza sativa (japonica cultivar-gro"	UniRef90_Q943R3	CHR5V7|COORD:23332220..23334909| calmodulin-binding protein	AT5G57580.1	CHR01V5|COORD:1899538..1902042|protein calmodulin binding protein, putative, expressed	LOC_Os01g04280.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_14827_PI399408534	2	0.024086952	0.2184906	-0.055300713	0.03194332	-0.024085999	-0.2820959	35_41882	"Cluster: Putative AP2 domain containing protein RAP2.8; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative AP2 domain containing protein RAP2.8 - Oryza s"	UniRef90_Q9AWS7	CHR3V7|COORD:9397742..9398743| AP2 domain-containing transcription factor, putative	AT3G25730.1	CHR01V5|COORD:2151128..2152796|protein DNA-binding protein RAV1, putative, expressed	LOC_Os01g04750.1	 no descriptionweakly similar to ( 110)AT1G25560| Symbols:  | AP2 domain-containing transcription factor, putative | chr1:8981878-8982963 REVERSEAP2 AP2 	RNA.regulation of transcription.AP2/EREBP, APETALA2/Ethylene-responsive element binding protein family	27_3_3

CUST_4396_PI403524517	2	-0.07773113	-1.0333252	0.009618759	0.0774498	0.26242638	-0.0096178055	35_1213	Rep: Cytochrome b5 reductase - Zea mays (Maize)	UniRef90_Q9ZPN0	CHR5V7|COORD:5864545..5866497| ATCBR (NADH:CYTOCHROME B5 REDUCTASE 1)	AT5G17770.1	CHR01V5|COORD:34982304..34978923|protein NADH-cytochrome b5 reductase, putative, expressed	LOC_Os01g59930.1	 no descriptionweakly similar to ( 114)AT5G17770| Symbols: CBR1, ATCBR | ATCBR (NADH:CYTOCHROME B5 REDUCTASE 1) | chr5:5864545-5866497 REVERSEvery weakly similar to (52.0)NIA1_ORYSAnot assigned 	N-metabolism.nitrate metabolism.NR	12_1_1

CUST_79998_PI403524517	2	-0.012524605	0.1303606	-0.24002552	-0.046874046	0.0125255585	0.020368576	35_22941	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10PY2	CHR1V7|COORD:11399903..11405702| actin binding	AT1G31810.1	CHR03V5|COORD:6143683..6143077|protein expressed protein	LOC_Os03g11780.1	no descriptionvery weakly similar to (52.8)AT3G52070| Symbols:  | similar to hypothetical protein MtrDRAFT_AC136506g13v1 [Medicago truncatula] (GB:ABE82322.1) | chr3:19323731-19324238 FORWARD	not assigned.unknown	35_2

CUST_728_PI399408534	2	-1.2552423	-0.23153877	0.32427597	0.33712006	0.23153973	-0.36486816	35_425	Rep: NAC domain-containing protein 48 - Oryza sativa (Rice)	UniRef90_Q7F2L3	"CHR1V7|COORD:268471..269514| ATAF1 (Arabidopsis NAC domain containing protein 2); transcription factor"	AT1G01720.1	CHR01V5|COORD:38728382..38725366|protein NAC domain-containing protein 48, putative, expressed	LOC_Os01g66120.1	" no descriptionmoderately similar to ( 344)AT1G01720| Symbols: ANAC002, ATAF1 | ATAF1 (Arabidopsis NAC domain containing protein 2); transcription factor | chr1:268471-269514 FORWARDmoderately similar to ( 480)NAC48_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned NAM PRK12323 "	RNA.regulation of transcription.NAC domain transcription factor family	27_3_27

CUST_23119_PI399408534	2	0.065405846	0.70775414	-0.09263992	-0.32997608	0.016447067	-0.016446114	35_3586	"Cluster: Os09g0508300 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0508300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J0H9	CHR3V7|COORD:9934238..9936455| zinc finger (DHHC type) family protein	AT3G26935.1	CHR09V5|COORD:19706208..19701630|protein palmitoyltransferase ZDHHC9, putative, expressed	LOC_Os09g33450.2	no descriptionweakly similar to ( 129)AT3G26935| Symbols:  | zinc finger (DHHC type) family protein | chr3:9934238-9936455 REVERSE	RNA.regulation of transcription.unclassified	27_3_99

CUST_22573_PI403524517	2	0.06229496	0.18582344	-0.062295914	-0.108267784	-0.09320259	0.0730114	35_6556	"Cluster: Hypothetical protein T2E12.9; n=1; Arabidopsis thaliana|Rep: Hypothetical protein T2E12.9 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9M9C6	"CHR1|COORD:25653662..25656682| similar to protein phosphatase 2C-related / PP2C-related [Arabidopsis thaliana] (TAIR:At1g09160.2); similar to protein"	AT1G68410.2	CHR01V5|COORD:18422032..18414447|protein protein phosphatase 2C ABI2, putative, expressed	LOC_Os01g32964.1	no descriptionmoderately similar to ( 207)AT1G68410| Symbols:  | protein phosphatase type 2C | chr1:25653925-25655918 REVERSEnot assigned PP2Cc PP2Cc PP2C	protein.postranslational modification	29_4

CUST_9746_PI404877155	2	-0.027997017	-0.33581638	-0.057224274	0.13983917	0.0630312	0.027997017	Contig3477_at	putative succinate dehydrogenase flavoprotein alpha subunit [Oryza sativa (japonica cultivar-group)]	BAC83515.1	succinate dehydrogenase (ubiquinone) flavoprotein subunit, mitochondrial / flavoprotein subunit of complex II	At5g66760.1	protein succinate dehydrogenase, flavoprotein subunit	Os07g04240	putative succinate dehydrogenase flavoprotein alpha subunit	TCA / org. transformation.TCA.succinate dehydrogenase	8_1_07

CUST_18462_PI404877155	2	0.059598446	0.051325798	0.050173283	-0.050173283	-0.12838316	-0.2901368	HVSMEi0006K11r2_at	putative NADP dependent malic enzyme [Oryza sativa (japonica cultivar-group)] dbj|BAB91939.1| putative NADP dependent malic enzyme [Oryza sa	NP_916054.1	malate oxidoreductase, putative	At5g25880.1	protein cytosolic NADP-malic enzyme, putative	Os01g54030	NONE	TCA / org. transformation.other organic acid transformations.malic	8_2_10

CUST_57713_PI403524517	2	0.08953619	-0.15210295	0.22171831	-0.08953619	0.958766	-0.33360052	35_16456	"Cluster: Alpha-L-arabinofuranosidase C-terminus family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Alpha-L-arabinofuranosidase"	UniRef90_Q2RAZ2	"CHR3V7|COORD:3361036..3364578| ASD1 (ALPHA-L-ARABINOFURANOSIDASE); hydrolase, acting on glycosyl bonds"	AT3G10740.1	CHR11V5|COORD:1483074..1491359|protein alpha-N-arabinofuranosidase 1 precursor, putative, expressed	LOC_Os11g03780.2	" no descriptionhighly similar to ( 772)AT3G10740| Symbols: ARAF, ASD1 | ASD1 (ALPHA-L-ARABINOFURANOSIDASE); hydrolase, acting on glycosyl bonds | chr3:3361036-3364578 REVERSEAbfA Alpha-L-AF_C "	not assigned.no ontology	35_1

CUST_15695_PI404877155	2	0.049262047	-0.014005661	-0.030747414	-0.004374504	0.0043735504	0.286273	Contig9522_at	putative amino acid permease [Oryza sativa (japonica cultivar-group)] ref|XP_463023.1| putative amino acid permease [Oryza sativa (japonica	AAR10855.1	amino acid permease family protein	At1g31830.1	protein putative amino acid permease	Os03g37990	"amino acid permease family protein, weak similarity to y+LAT1a (amino acid transporter) (Mus musculus) GI:3970791; contains Pfam profile PF00324: Amino acid permease or  amino acid permease family protein, weak similarity to y+LAT1a (amino acid transporte"	transport.amino acids	34_3

CUST_154946_PI403524517	2	0.008336544	-0.17058372	0.2772851	-0.008336067	-0.47203636	0.5089693	35_43287	"Cluster: Putative cytochrome P450 monooxygenase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative cytochrome P450 monooxygenase - Oryza sativa (japonic"	UniRef90_Q5ZA77		0	CHR06V5|COORD:10845021..10842921|protein cytochrome P450 76C2, putative, expressed	LOC_Os06g19070.1	no description	not assigned.unknown	35_2

CUST_95936_PI403524517	2	-0.040156364	0.27060604	0.03439045	0.11181831	-0.03439045	-0.037940025	35_27410	"Cluster: Hypothetical protein OSJNBb0017F17.11; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0017F17.11 - Oryza sativa (japonica"	UniRef90_Q851T1	"CHR1|COORD:20518304..20520116| expressed protein, similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:AAX95630.1); contains InterPro"	AT1G55000.3	CHR03V5|COORD:27995291..27997315|protein lysM domain containing protein, expressed	LOC_Os03g49250.1	no descriptionvery weakly similar to (71.6)AT1G55000| Symbols:  | peptidoglycan-binding LysM domain-containing protein | chr1:20518429-20519833 FORWARD	not assigned.no ontology	35_1

CUST_138043_PI403524517	2	0.15382004	0.2927518	0.05635023	-0.05635023	-0.16115093	-0.4790945	35_38714	"Cluster: Putative heat shock factor; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative heat shock factor - Oryza sativa (japonica cultivar-group)"	UniRef90_Q94J16	"CHR4V7|COORD:9869982..9871616| HSF1 (ARABIDOPSIS HEAT SHOCK FACTOR 1); DNA binding / transcription factor"	AT4G17750.1	CHR01V5|COORD:31697073..31699607|protein heat shock factor, putative, expressed	LOC_Os01g54550.1	" no descriptionvery weakly similar to ( 100)AT4G17750| Symbols: HSFA1A, ATHSF1, ATHSFA1A, HSF1 | HSF1 (ARABIDOPSIS HEAT SHOCK FACTOR 1); DNA binding / transcription factor | chr4:9869982-9871616 REVERSEnot assigned HSF_DNA-bind HSF HSF1 "	stress.abiotic.heat	20_2_1

CUST_13234_PI404877155	2	-0.09610748	0.22904015	-0.004757881	-0.10042095	0.022799492	0.004757881	Contig6935_at	rac-GTP binding protein -like [Oryza sativa (japonica cultivar-group)] dbj|BAB86462.1| rac-GTP binding protein -like [Oryza sativa (japonica	NP_915455.1	GTP-binding protein-related	At5g27540.1	protein expressed protein	Os03g59590	"GTP-binding protein-related, low similarity to Mig-2-like GTPase Mtl (Drosophila melanogaster) GI:7271872; contains Pfam profile PF00036: EF hand or  similar to GTP-binding protein-related [Arabidopsis thaliana] (TAIR:At3g63150.1); similar to GTP-binding"	signalling.G-proteins	30_5

CUST_10778_PI403524517	2	-0.24894142	-1.0171204	0.6982384	0.17416859	0.9581795	-0.17416859	35_3043	Rep: Expansin-like A1 precursor - Oryza sativa (Rice)	UniRef90_Q10S70	CHR4V7|COORD:17978669..17979659| ATEXLA2 (ARABIDOPSIS THALIANA EXPANSIN-LIKE A2)	AT4G38400.1	CHR03V5|COORD:1809675..1811849|protein expansin-like 3 precursor, putative, expressed	LOC_Os03g04020.1	 no descriptionmoderately similar to ( 244)AT3G45970| Symbols: EXPL1, ATEXPL1, ATHEXP BETA 2.1, ATEXLA1 | ATEXLA1 (ARABIDOPSIS THALIANA EXPANSIN-LIKE A1) | chr3:16907223-16908174 FORWARDmoderately similar to ( 342)EXLA1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07003 PRK12678 PRK07764 PRK12323 DPBB_1 Herpes_UL56 TT_ORF1 Pollen_allerg_1 Protamine_P1 Atrophin-1 	cell wall.modification	10_7

CUST_46909_PI403524517	2	0.5754218	0.7367668	0.004119873	-0.62669086	-0.00412035	-1.8471739	35_13431	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10Q32	0	0	CHR03V5|COORD:5796992..5799853|protein expressed protein	LOC_Os03g11310.1	no description	not assigned.unknown	35_2

CUST_40219_PI403524517	2	0.023337364	0.14802742	0.029842854	-0.033182144	-0.26165438	-0.023337364	35_11568	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_5573_PI403524517	2	0.047839165	-0.15704536	-0.03491211	-0.0018930435	0.046380043	0.0018930435	35_1540	"Cluster: Os12g0443700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os12g0443700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0INI9	CHR3|COORD:23012005..23015267| tRNA synthetase class II (G, H, P and S) family protein, similar to SP:P07814 Bifunctional aminoacyl-tRNA synthetase (Includes:	AT3G62120.2	CHR12V5|COORD:14902028..14894490|protein bifunctional aminoacyl-tRNA synthetase, putative, expressed	LOC_Os12g25710.3	 no descriptionhighly similar to ( 761)AT3G62120| Symbols:  | tRNA synthetase class II (G, H, P and S) family protein | chr3:23012202-23014824 REVERSEnot assigned not assigned PRK08661 ProRS_core_arch_euk ProS ProRS_anticodon_zinc ProRS_core Gly_His_Pro_Ser_Thr_tRS_core PRK09194 ThrS tRNA-synt_2b ProRS-C_1 thrS HGTP_anticodon PRK12325 class_II_aaRS-like_core PRK12444 PRK03772 ProRS_anticodon_short HGTP_anticodon PRK03991 ThrRS_anticodon ProRS_core_prok thrS thrS 	protein.aa activation	29_1

CUST_33342_PI399408534	2	-0.12725353	0.30294657	0.12725306	-0.13108301	0.15476799	-0.28454304	35_22086	"Cluster: Os12g0615100 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os12g0615100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0ILX5	CHR4V7|COORD:15123868..15126432| wall-associated kinase, putative	AT4G31100.1	CHR12V5|COORD:26053463..26057050|protein OsWAK128b - OsWAK receptor-like protein kinase, expressed	LOC_Os12g42060.1	 no descriptionmoderately similar to ( 293)AT4G31100| Symbols:  | wall-associated kinase, putative | chr4:15123868-15126432 FORWARDweakly similar to ( 186)CRI4_MAIZEPutative receptor protein kinase CRINKLY4 precursor - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TyrKc Pkinase_Tyr S_TKc PTKc S_TKc Pkinase PTKc_Jak_rpt2 SPS1 PTKc_Src_like PTKc_EGFR_like PTKc_Trk PTKc_Fes_like PTKc_InsR_like PTKc_Ror PTKc_Met_Ron PTKc_Syk_like PTKc_Csk_like PTKc_Srm_Brk PTKc_ALK_LTK PTKc_Frk_like PTKc_Axl_like PTKc_DDR PTKc_FAK PTKc_Tec_like PTKc_Abl PTKc_Ack_like PTKc_EphR PTK_CCK4 PTKc_c-ros PTKc_Btk_Bmx PTKc_Itk PTKc_Lck_Blk PTKc_RET PTKc_Jak2_Jak3_rpt2 PTKc_Chk PTKc_Zap-70 PTKc_Fer PTKc_TrkA PTKc_PDGFR PTKc_HER4 PTKc_Axl PTKc_Hck PTKc_Musk PTKc_Src PTKc_Tyk2_rpt2 PTKc_TrkB PTKc_FGFR PTKc_Fyn_Yrk PTKc_TrkC PTKc_Yes PTKc_EGFR PTKc_Fes PTKc_Syk PTKc_EphR_A2 PTKc_Tyro3 PTKc_Ror1 PTKc_DDR_like PTKc_IGF-1R PTKc_DDR1 PTKc_Lyn PTKc_Tec_Rlk PTKc_HER2 PTKc_DDR2 PTKc_EphR_B PTK_Ryk PTKc_Ror2 PTKc_InsR PTKc_Csk PTKc_Jak1_rpt2 PTKc_Tie2 PTKc_EphR_A PTKc_FGFR3 PTKc_Tie1 PTK_HER3 PTKc_Tie PTKc_FGFR1 PTKc_FGFR4 PTKc_FGFR2 PTK_Jak_rpt1 PTKc_EphR_A10 PTKc_Aatyk PTKc_CSF-1R PTK_Jak2_Jak3_rpt1 PTK_Tyk2_rpt1 PTK_Jak1_rpt1 PTKc_VEGFR PTKc_Kit PTKc_Aatyk1_Aatyk3 PTKc_VEGFR3 PTKc_VEGFR2 	signalling.receptor kinases.wall associated kinase	30_2_25

CUST_159443_PI403524517	2	0.2582941	-0.5395231	-0.25522614	0.34917545	0.25522614	-0.31194305	35_44502	"Rep: HvPIP2;1 protein - Hordeum vulgare (Barley)"	UniRef90_O48517	"CHR2V7|COORD:15620703..15621870| PIP2B (plasma membrane intrinsic protein 2;2); water channel"	AT2G37170.1	CHR02V5|COORD:25157005..25160748|protein aquaporin PIP2.2, putative, expressed	LOC_Os02g41860.4	" no descriptionweakly similar to ( 181)AT2G37170| Symbols: PIP2;2, PIP2B | PIP2B (plasma membrane intrinsic protein 2;2); water channel | chr2:15620703-15621870 REVERSEweakly similar to ( 188)PIP22_ORYSAnot assigned not assigned MIP MIP GlpF PRK05420 "	transport.Major Intrinsic Proteins.PIP	34_19_1

CUST_4686_PI404877155	2	0.16839123	-0.06747627	0.02214241	-0.104922295	-0.02214241	0.08782387	Contig15900_at	homoserine dehydrogenase-like protein [Arabidopsis thaliana]	AAM61538.1	homoserine dehydrogenase family protein	At5g21060.1	protein homoserine dehydrogenase, putative	Os11g03470	homoserine dehydrogenase family	amino acid metabolism.aspartate family.misc.homoserine.synthesis	13_1_3_6_1

CUST_70808_PI403524517	2	0.0063490868	-0.7308588	-0.3758583	0.020050526	0.07684612	-0.00634861	35_20288	"Cluster: DnaK protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: DnaK protein, expressed - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10PW8	CHR2|COORD:13658587..13660998| heat shock protein 70 family protein / HSP70 family protein, similar to SP:P22953 Heat shock cognate 70 kDa protein 1 (Hsc70.1)	AT2G32120.2	CHR03V5|COORD:6226432..6223105|protein heat shock 70 kDa protein 1, putative, expressed	LOC_Os03g11910.1	"no descriptionmoderately similar to ( 211)AT2G32120| Symbols: HSP70T-2 | HSP70T-2; ATP binding | chr2:13658797-13660488 REVERSEweakly similar to ( 112)HSP7C_PETHYHeat shock cognate 70 kDa protein - Petunia hybrida (Petunia)not assigned not assigned not assigned dnaK HSP70 dnaK DnaK hscA hscA"	stress.abiotic.heat	20_2_1

CUST_165152_PI403524517	2	0.22705507	0.39636087	0.025562286	-0.07612848	-0.2141757	-0.025562286	35_46028	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_83922_PI403524517	2	0.4132166	0.15832615	-0.19795322	-0.42299986	-0.15832615	1.9492316	35_24055	Rep: OSJNBa0091D06.23 protein - Oryza sativa (Rice)	UniRef90_Q7FB17	CHR4V7|COORD:18154600..18158455| kinesin motor family protein	AT4G38950.1	CHR04V5|COORD:26748998..26742550|protein kinesin heavy chain, putative, expressed	LOC_Os04g45580.1	no descriptionweakly similar to ( 155)AT4G38950| Symbols:  | kinesin motor family protein | chr4:18154600-18158455 REVERSEnot assigned not assigned not assigned KISc_CENP_E KISc	cell.organisation	31_1

CUST_40650_PI403524517	2	0.11832523	-0.020589828	-0.12131214	-0.06599808	0.111138344	0.020590782	35_11692	"Cluster: Hypothetical protein P0567H04.2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0567H04.2 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6Z418	"CHR4V7|COORD:13965306..13966703| Identical to Uncharacterized GPI-anchored protein At4g28100 precursor [Arabidopsis Thaliana] (GB:Q9SUC9;GB:Q8L9X7); similar to"	AT4G28100.1	CHR07V5|COORD:22256759..22254584|protein expressed protein	LOC_Os07g37156.1	"no descriptionweakly similar to ( 182)AT4G28100| Symbols:  | Identical to Uncharacterized GPI-anchored protein At4g28100 precursor [Arabidopsis Thaliana] (GB:Q9SUC9;GB:Q8L9X7); similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G18050.1); similar to hypothetical protein MtrDRAFT_AC139526g8v1 [Medicago truncatula] (GB:ABE80139.1); similar to Os07g0557700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001059970.1) | chr4:13965306-13966703 REVERSEnot assigned not assigned PRK12323 PRK07003"	not assigned.unknown	35_2

CUST_9825_PI399408534	2	-0.38874054	1.5588713	-0.027524948	0.027525902	0.35517883	-0.2419796	35_7153	"Cluster: Zinc finger AN1 domain-containing stress-associated protein 17; n=1; Oryza sativa|Rep: Zinc finger AN1 domain-containing stress-associated protein 17 -"	UniRef90_Q6H595	"CHR3V7|COORD:10521822..10522460| PMZ; zinc ion binding"	AT3G28210.1	CHR09V5|COORD:13154831..13153949|protein AN1-type zinc finger protein 2B, putative, expressed	LOC_Os09g21710.1	"no descriptionweakly similar to ( 140)AT3G28210| Symbols: PMZ | PMZ; zinc ion binding | chr3:10521822-10522460 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07003 PRK12678 PRK07764"	RNA.regulation of transcription.unclassified	27_3_99

CUST_38263_PI403524517	2	0.17395878	0.7954588	0.113432884	-0.2762165	-0.37664604	-0.11343241	35_11012	"Cluster: Hypothetical protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10BJ1	0	0	CHR03V5|COORD:34140761..34137770|protein expressed protein	LOC_Os03g60140.1	no description	not assigned.unknown	35_2

CUST_77303_PI403524517	2	0.009235382	0.33054447	-0.009236336	-0.2330904	-0.08809376	0.16139793	35_22156	"Cluster: Hypothetical protein; n=1; Dictyostelium discoideum AX4|Rep: Hypothetical protein - Dictyostelium discoideum AX4"	UniRef90_Q54IT1	CHR4V7|COORD:15707869..15713365| LUG (LEUNIG)	AT4G32551.1	CHR09V5|COORD:7913083..7924405|protein PFT1, putative, expressed	LOC_Os09g13610.1	no descriptionnot assigned not assigned not assigned PRK12323 GAL11	not assigned.unknown	35_2

CUST_37746_PI403524517	2	0.023664474	0.027226448	-0.023664474	0.16180134	-0.29534626	-0.04487133	35_10866	"Cluster: Myosin heavy chain-like protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Myosin heavy chain-like protein - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6K437	CHR2V7|COORD:14661690..14664522| myosin heavy chain-related	AT2G34730.1	CHR09V5|COORD:2564528..2560851|protein myosin heavy chain, putative, expressed	LOC_Os09g04810.2	no descriptionvery weakly similar to (90.5)AT2G34730| Symbols:  | myosin heavy chain-related | chr2:14661690-14664522 FORWARD	cell.organisation	31_1

CUST_86635_PI403524517	2	-0.011332512	0.29322577	0.011332512	-0.21507215	-0.66222525	0.024802685	35_24813	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q75KQ9	CHR2V7|COORD:6285338..6290848| MEE13 (maternal effect embryo arrest 13)	AT2G14680.1	CHR03V5|COORD:18073663..18098199|protein expressed protein	LOC_Os03g31730.1	no descriptionweakly similar to ( 191)AT2G14680| Symbols: MEE13 | MEE13 (maternal effect embryo arrest 13) | chr2:6285338-6290848 FORWARDnot assigned not assigned Smc HOOK	cell.organisation	31_1

CUST_18507_PI404877155	2	-0.10538578	0.34419537	0.016381264	-0.016381264	-0.1312151	0.048379898	HVSMEk0004D22r2_s_at	transcription factor-like protein [Oryza sativa (japonica cultivar-group)] dbj|BAC07004.1| putative bZIP family transcription factor [Oryza	NP_913739.1	bZIP transcription factor family protein	At2g40950.1	protein bZIP transcription factor, putative	Os07g44950	bZIP family transcription factor	RNA.regulation of transcription.bZIP transcription factor family	27_3_35

CUST_34419_PI399408534	2	0.1359334	0.0263834	0.07805681	-0.14130545	-0.24148655	-0.0263834	35_25946	"Cluster: TPR Domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: TPR Domain containing protein, expressed - Oryza sativa (jap"	UniRef90_Q337L2	"CHR4V7|COORD:14130052..14132605| NPGR2 (NO POLLEN GERMINATION RELATED 2); calmodulin binding"	AT4G28600.1	CHR10V5|COORD:17161415..17154993|protein NPGR2, putative, expressed	LOC_Os10g33290.2	"no descriptionmoderately similar to ( 209)AT4G28600| Symbols: NPGR2 | NPGR2 (NO POLLEN GERMINATION RELATED 2); calmodulin binding | chr4:14130052-14132605 FORWARDnot assigned"	signalling.calcium	30_3

CUST_6877_PI404877155	2	0.024751663	-0.1526432	-0.024751663	0.14860535	-0.035271645	0.08084011	Contig20263_at	putative adenosine kinase [Oryza sativa (japonica cultivar-group)] gb|AAP55118.1| putative adenosine kinase [Oryza sativa (japonica cultivar	NP_922831.1	pfkB-type carbohydrate kinase family protein	At4g27600.1	protein putative adenosine kinase	Os10g42240	pfkB-type carbohydrate kinase family protein, contains Pfam profile: PF00294 pfkB family carbohydrate kinase	minor CHO metabolism.others	3_5

CUST_18547_PI404877155	2	-0.0011796951	0.053230286	-0.10618782	0.07190895	0.0011806488	-0.04527569	HVSMEk0012O01r2_x_at	0	0	0	0	0	0	Raf protein kinase homolog CTR1	RNA.processing	27_1

CUST_12235_PI403524517	2	-0.31801605	-0.088710785	0.30945206	0.10931492	0.02832508	-0.028326035	35_3483	"Cluster: Membrane protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Membrane protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5JMS6	CHR1V7|COORD:26837259..26838644| SAG18 (Senescence associated gene 18)	AT1G71190.1	CHR01V5|COORD:42743438..42740186|protein membrane protein, putative, expressed	LOC_Os01g73120.1	 no descriptionmoderately similar to ( 357)AT1G71190| Symbols: TTN4, SAG18 | SAG18 (Senescence associated gene 18) | chr1:26837259-26838644 REVERSE	not assigned.unknown	35_2

CUST_69735_PI403524517	2	-0.0059394836	-0.21360397	0.033468246	0.0059404373	0.17215061	-0.09877014	35_19953	"Cluster: Putative dehydrogenase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative dehydrogenase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q93Y73	CHR1V7|COORD:5102679..5104628| semialdehyde dehydrogenase family protein	AT1G14810.1	CHR03V5|COORD:31399333..31402542|protein aspartate-semialdehyde dehydrogenase, putative, expressed	LOC_Os03g55280.1	no descriptionmoderately similar to ( 375)AT1G14810| Symbols:  | semialdehyde dehydrogenase family protein | chr1:5102679-5104628 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK06598 Asd PRK06728 PRK08040 PRK08664 PRK05671 Semialdhyde_dh argC Semialdhyde_dhC PRK06901 ArgC PRK07003 PRK12323 PRK12678 Pneumo_att_G Herpes_BLLF1 PRK07764	amino acid metabolism.synthesis.aspartate family.misc.homoserine.aspartate semialdehyde dehydrogenase	13_1_3_6_1_2

CUST_82604_PI403524517	2	0.065048695	-0.3758688	0.17457676	0.26276827	-0.3004532	-0.065048695	35_23693	"Cluster: Putative phosphoenolpyruvate carboxylase 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative phosphoenolpyruvate carboxylase 1 - Oryza sativa"	UniRef90_Q5QNA5	"CHR1V7|COORD:19887929..19891738| ATPPC1 (PHOSPHOENOLPYRUVATE CARBOXYLASE 1); phosphoenolpyruvate carboxylase"	AT1G53310.3	CHR01V5|COORD:5896363..5906397|protein phosphoenolpyruvate carboxylase 1, putative, expressed	LOC_Os01g11054.4	"no descriptionweakly similar to ( 170)AT1G53310| Symbols: ATPPC1 | ATPPC1 (PHOSPHOENOLPYRUVATE CARBOXYLASE 1); phosphoenolpyruvate carboxylase | chr1:19887929-19891738 REVERSEweakly similar to ( 171)CAPP1_FLAPRPhosphoenolpyruvate carboxylase - Flaveria pringleiPEPcase PRK00009 Ppc"	glycolysis.PEPCase	4_14

CUST_42370_PI403524517	2	0.26313496	0.17878056	-0.48649788	-0.17878008	0.19324112	-0.4274764	35_12176	Rep: OSIGBa0112M24.2 protein - Oryza sativa (Rice)	UniRef90_Q01I55	CHR1V7|COORD:30283116..30285139| nodulin family protein	AT1G80530.1	CHR04V5|COORD:24883006..24888577|protein nodulin-like protein, putative, expressed	LOC_Os04g42420.1	no descriptionmoderately similar to ( 302)AT1G80530| Symbols:  | nodulin family protein | chr1:30283116-30285139 REVERSENodulin-like	development.unspecified	33_99

CUST_7832_PI403524517	2	-0.050465584	0.050465584	0.22261715	0.09940815	-0.10445452	-0.12436867	35_2181	Rep: Betaine aldehyde dehydrogenase - Hordeum vulgare (Barley)	UniRef90_Q40024	"CHR1V7|COORD:28142836..28146234| ALDH10A8 (Aldehyde dehydrogenase 10A8); 3-chloroallyl aldehyde dehydrogenase"	AT1G74920.1	CHR04V5|COORD:22957244..22952325|protein betaine-aldehyde dehydrogenase, putative, expressed	LOC_Os04g39020.1	"no descriptionweakly similar to ( 177)AT1G74920| Symbols: ALDH10A8 | ALDH10A8 (Aldehyde dehydrogenase 10A8); 3-chloroallyl aldehyde dehydrogenase | chr1:28142836-28146234 REVERSEmoderately similar to ( 216)BADH_HORVUBetaine aldehyde dehydrogenase - Hordeum vulgare (Barley)not assigned not assigned not assigned not assigned not assigned not assigned not assigned Aldedh PutA gabD2 gabD1 PRK03137 PRK09847 gabD PRK10090 PRK11905 astD PRK11904"	secondary metabolism.N misc.betaine	16_4_2

CUST_11816_PI403524517	2	0.010854721	0.49006367	-0.053260803	-0.010854721	-0.095365524	0.016405106	35_3360	"Cluster: Hypothetical protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8H8T7	CHR5V7|COORD:6192738..6195373| protein kinase family protein	AT5G18610.1	CHR03V5|COORD:9734808..9730731|protein serine/threonine-protein kinase NAK, putative, expressed	LOC_Os03g17550.1	no descriptionmoderately similar to ( 291)AT5G18610| Symbols:  | protein kinase family protein | chr5:6192738-6195373 FORWARDweakly similar to ( 182)CRI4_MAIZEPutative receptor protein kinase CRINKLY4 precursor - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pkinase_Tyr PTKc S_TKc Pkinase TyrKc S_TKc PTKc_Src_like PTKc_Srm_Brk PTKc_Frk_like PTKc_Csk_like SPS1 PTKc_Ror PTKc_Itk PTKc_InsR_like PTKc_EphR PTKc_Fes_like PTKc_Jak_rpt2 PTKc_Lck_Blk PTKc_Tec_like PTKc_DDR PTKc_Abl PTKc_Trk PTKc_Fyn_Yrk PTKc_RET PTKc_c-ros PTKc_ALK_LTK PTKc_EGFR_like PTKc_Yes PTKc_Syk_like PTKc_EphR_A2 PTKc_Lyn PTKc_Fer PTKc_Src PTKc_Ack_like PTK_CCK4 PTKc_DDR_like PTKc_Musk PTKc_IGF-1R PTKc_Tec_Rlk PTKc_DDR1 PTKc_Csk PTKc_Hck PTKc_TrkA PTKc_Axl_like PTKc_Met_Ron PTKc_Fes PTKc_Ror1 PTKc_Chk PTKc_TrkC PTKc_EphR_B PTKc_Tie PTKc_TrkB PTKc_Jak1_rpt2 PTKc_Ror2 PTKc_Tie1 PTKc_EphR_A10 PTK_Jak_rpt1 PTKc_Aatyk PTKc_EphR_A PTKc_DDR2 PTKc_Axl PTKc_HER4 PTKc_FGFR PTKc_InsR PTKc_Jak2_Jak3_rpt2 PTK_HER3 PTKc_Btk_Bmx PTKc_Aatyk1_Aatyk3 PTKc_FAK PTKc_PDGFR PTKc_Tie2 PTKc_Syk PTKc_Tyk2_rpt2 PTKc_Zap-70 PTKc_FGFR4 PTKc_Tyro3 PTKc_EGFR PTKc_HER2 PTK_Ryk PTKc_FGFR1 PTK_Jak2_Jak3_rpt1	protein.postranslational modification.kinase.receptor like cytoplasmatic kinase VII	29_4_1_57

CUST_7912_PI399408534	2	0.014694214	0.5935488	0.032354355	-0.01469326	-0.17625904	-0.19736671	35_46960	"Cluster: Ethylene-insensitive-3-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Ethylene-insensitive-3-like protein - Oryza sativa"	UniRef90_Q8W3L9	"CHR3V7|COORD:7260708..7262594| EIN3 (ETHYLENE-INSENSITIVE3); transcription factor"	AT3G20770.1	CHR07V5|COORD:29116988..29114176|protein ETHYLENE-INSENSITIVE3-like 1 protein, putative, expressed	LOC_Os07g48630.2	"no descriptionweakly similar to ( 162)AT3G20770| Symbols: EIN3 | EIN3 (ETHYLENE-INSENSITIVE3); transcription factor | chr3:7260708-7262594 REVERSEnot assigned not assigned not assigned not assigned EIN3"	RNA.regulation of transcription.EIN3-like(EIL) transcription factor family	27_3_19

CUST_9145_PI403524517	2	-4.529953E-4	-0.43507195	0.08816147	-0.091020584	4.5204163E-4	0.7425041	35_2563	Rep: OSIGBa0113I13.6 protein - Oryza sativa (Rice)	UniRef90_Q01KE1	CHR4V7|COORD:14660759..14662280| similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE84586.1)	AT4G29960.1	CHR04V5|COORD:30463093..30466217|protein expressed protein	LOC_Os04g51780.1	no descriptionweakly similar to ( 150)AT4G29960| Symbols:  | similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE84586.1) | chr4:14660759-14662280 REVERSE	not assigned.unknown	35_2

CUST_84985_PI403524517	2	-0.10405159	0.22801971	-0.012078285	0.06762695	0.012077332	-0.089336395	35_24349	"Cluster: Hypothetical protein P0655A07.31; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0655A07.31 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5Z9G1	0	0	CHR06V5|COORD:30064315..30063112|protein expressed protein	LOC_Os06g49680.1	no descriptionnot assigned not assigned not assigned not assigned	not assigned.unknown	35_2

CUST_17815_PI403524517	2	-0.035990715	0.50592995	-0.14911461	0.010860443	-0.0066976547	0.006696701	35_5142	"Cluster: Os03g0792400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os03g0792400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DMV1	"CHR5V7|COORD:13501836..13504776| EGY1 (ETHYLENE-DEPENDENT GRAVITROPISM-DEFICIENT AND YELLOW-GREEN 1); sterol regulatory element-binding"	AT5G35220.1	CHR03V5|COORD:32890478..32895823|protein sterol-regulatory element binding protein site 2 protease containing protein, expressed	LOC_Os03g57840.1	"no descriptionmoderately similar to ( 473)AT5G35220| Symbols: EGY1 | EGY1 (ETHYLENE-DEPENDENT GRAVITROPISM-DEFICIENT AND YELLOW-GREEN 1); sterol regulatory element-binding protein site 2 protease | chr5:13501836-13504776 REVERSEnot assigned Peptidase_M50"	protein.degradation	29_5

CUST_64554_PI403524517	2	-0.017645836	0.0019483566	0.5054426	-0.10266113	0.4316473	-0.0019483566	35_18431	"Cluster: GHMP kinases putative ATP-binding protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: GHMP kinases putative ATP-binding protein, expre"	UniRef90_Q2R8T7	CHR5V7|COORD:4663032..4664180| GHMP kinase-related	AT5G14470.1	CHR11V5|COORD:6104975..6109196|protein ATP binding protein, putative, expressed	LOC_Os11g11060.2	no description	not assigned.unknown	35_2

CUST_4778_PI399408534	2	-0.022999763	-0.114827156	0.08763218	-0.14234829	0.09636116	0.023000717	35_25743	Rep: OSIGBa0101K10.4 protein - Oryza sativa (Rice)	UniRef90_Q01MB0	CHR1V7|COORD:2025617..2027093| 2-oxoglutarate-dependent dioxygenase, putative	AT1G06620.1	CHR04V5|COORD:5570334..5572708|protein 1-aminocyclopropane-1-carboxylate oxidase, putative, expressed	LOC_Os04g10350.1	 no descriptionmoderately similar to ( 229)AT1G06620| Symbols:  | 2-oxoglutarate-dependent dioxygenase, putative | chr1:2025617-2027093 FORWARDmoderately similar to ( 203)DV4H_CATRODeacetoxyvindoline 4-hydroxylase - Catharanthus roseus (Rosy periwinkle) (Madagascar periwinkle)not assigned PcbC 2OG-FeII_Oxy 	hormone metabolism.ethylene.synthesis-degradation	17_5_1

CUST_56661_PI403524517	2	0.051296234	0.56749916	-0.056693077	-0.035859108	0.03586006	-0.036863327	35_16139	"Cluster: Putative LRR-containing F-box protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative LRR-containing F-box protein - Oryza sativa (japonica"	UniRef90_Q60EH4	"CHR2V7|COORD:16679926..16682564| COI1 (CORONATINE INSENSITIVE 1); ubiquitin-protein ligase"	AT2G39940.1	CHR05V5|COORD:21977538..21980660|protein coronatine-insensitive protein 1, putative, expressed	LOC_Os05g37690.1	"no descriptionhighly similar to ( 650)AT2G39940| Symbols: COI1 | COI1 (CORONATINE INSENSITIVE 1); ubiquitin-protein ligase | chr2:16679926-16682564 REVERSEnot assigned not assigned not assigned not assigned PRK12323 PRK07003"	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_134110_PI403524517	2	0.5033817	0.8090248	-0.0014972687	0.0014967918	-0.56623507	-0.36156368	35_37636	"Cluster: Dual specificity protein phosphatase family protein; n=1; Musa balbisiana|Rep: Dual specificity protein phosphatase family protein - Musa balbisiana (B"	UniRef90_Q1EP41	CHR5V7|COORD:22933964..22935363| dual specificity protein phosphatase family protein	AT5G56610.1	CHR06V5|COORD:2684193..2687220|protein protein-tyrosine phosphatase mitochondrial 1, mitochondrial precursor, putative, expressed	LOC_Os06g05870.1	no descriptionvery weakly similar to (92.8)AT5G56610| Symbols:  | protein tyrosine/serine/threonine phosphatase | chr5:22933964-22935363 FORWARDnot assigned not assigned not assigned DSPc DSPc DSPc	not assigned.unknown	35_2

CUST_83468_PI403524517	2	0.021728516	-0.597764	-0.0057001114	0.0056991577	-0.072155	0.05108738	35_23931	Rep: E2F protein - Triticum sp	UniRef90_Q9ST55	0	0	0	0	no description	not assigned.unknown	35_2

CUST_37879_PI403524517	2	0.06038189	0.1221056	-0.060381413	-0.2982483	0.30839062	-0.42179012	35_10901	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_7643_PI404877155	2	0.044103622	-0.15249348	0.096343994	0.01441288	-0.20281887	-0.014413834	Contig22401_at	unknown protein [Oryza sativa (japonica cultivar-group)]	BAC83661.1	zinc finger (Ran-binding) family protein	At1g55040.1	protein Zn-finger in Ran binding protein and others, putative	Os07g22010	NONE	signalling.G-proteins	30_5

CUST_116600_PI403524517	2	0.05883217	-0.07486534	-0.062851906	-0.01129818	0.011299133	0.034700394	35_33052	"Cluster: GDP-MANNOSE-3', 5'-EPIMERASE; n=4; Arabidopsis thaliana|Rep: GDP-MANNOSE-3', 5'-EPIMERASE - Arabidopsis thaliana"	UniRef90_UPI00005FB067	"CHR5V7|COORD:10862476..10864028| GME (GDP-D-MANNOSE 3',5'-EPIMERASE); GDP-mannose 3,5-epimerase/ NAD binding / catalytic"	AT5G28840.1	CHR11V5|COORD:21963358..21958477|protein GDP-mannose 3,5-epimerase 2, putative, expressed	LOC_Os11g37890.1	" no descriptionvery weakly similar to (86.3)AT5G28840| Symbols: GME | GME (GDP-D-MANNOSE 3',5'-EPIMERASE); GDP-mannose 3,5-epimerase/ NAD binding / catalytic | chr5:10862476-10864028 REVERSEvery weakly similar to (89.4)GME2_ORYSAnot assigned "	redox.ascorbate and glutathione.ascorbate.GME	21_2_1_1

CUST_13784_PI399408534	2	0.21938181	0.61698914	0.009679794	-0.0096793175	-0.23390722	-0.14596415	35_4365	"Cluster: Small GTP-binding protein domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Small GTP-binding protein domain"	UniRef90_Q2R1U5	CHR5V7|COORD:23480359..23483707| GTP-binding family protein	AT5G57960.1	CHR11V5|COORD:22054191..22059727|protein GTP-binding protein hflX, putative, expressed	LOC_Os11g38020.1	no descriptionweakly similar to ( 116)AT5G57960| Symbols:  | GTP-binding family protein | chr5:23480359-23483707 REVERSEnot assigned HflX	signalling.G-proteins	30_5

CUST_105406_PI403524517	2	-0.0040340424	-0.019233704	0.102229595	0.004034519	0.18408966	-0.29645157	35_30021	Rep: Peroxidase - Triticum aestivum (Wheat)	UniRef90_Q43220	CHR5V7|COORD:1579143..1580820| peroxidase, putative	AT5G05340.1	CHR07V5|COORD:28658508..28660217|protein peroxidase 2 precursor, putative, expressed	LOC_Os07g47990.1	 no descriptionweakly similar to ( 127)AT5G05340| Symbols:  | peroxidase, putative | chr5:1579143-1580820 REVERSEweakly similar to ( 138)PER1_ARAHYCationic peroxidase 1 precursor - Arachis hypogaea (Peanut)secretory_peroxidase plant_peroxidase peroxidase 	misc.peroxidases	26_12

CUST_9486_PI399408534	2	-0.05564022	0.4568491	-0.034985065	0.27950954	0.034985065	-0.29209375	35_26012	Rep: Zinc finger protein - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q8LEE4	CHR5V7|COORD:6822210..6825773| zinc knuckle (CCHC-type) family protein	AT5G20220.1	CHR01V5|COORD:30066296..30063135|protein zinc finger protein, putative, expressed	LOC_Os01g51710.1	no descriptionweakly similar to ( 122)AT5G20220| Symbols:  | zinc knuckle (CCHC-type) family protein | chr5:6822210-6825773 FORWARD	RNA.regulation of transcription.C2H2 zinc finger family	27_3_11

CUST_154875_PI403524517	2	0.062072754	0.58230925	-0.035912514	-0.3511505	0.035912514	-0.05639839	35_43269	"Cluster: OmpA/MotB domain protein precursor; n=1; Rhodopseudomonas palustris BisA53|Rep: OmpA/MotB domain protein precursor - Rhodopseudomonas palustris (strain"	UniRef90_Q07UA8	CHR1V7|COORD:18321231..18323774| leucine-rich repeat family protein / extensin family protein	AT1G49490.1	0	0	no description	not assigned.unknown	35_2

CUST_33147_PI403524517	2	0.07670689	0.23761606	0.19875526	-0.1129632	-0.15100956	-0.07670736	35_9557	"Cluster: Replication protein A 70kDa; n=2; Oryza sativa (japonica cultivar-group)|Rep: Replication protein A 70kDa - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6YZ49	"CHR5V7|COORD:114184..116236| similar to proline-rich family protein [Arabidopsis thaliana] (TAIR:AT3G09000.1); similar to Os01g0141900 [Oryza"	AT5G01280.1	CHR02V5|COORD:32830612..32826963|protein replication protein A 70 kDa DNA-binding subunit, putative, expressed	LOC_Os02g53680.1	no descriptionRep-A_N RPA1N	not assigned.unknown	35_2

CUST_24216_PI403524517	2	0.010501862	-0.1762991	-0.076247215	-0.0013399124	0.0013389587	0.10635948	35_7028	"Cluster: Os01g0775600 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0775600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JIV3	CHR1V7|COORD:1833070..1834515| RanBPM-related	AT1G06060.1	CHR01V5|COORD:33146300..33141956|protein expressed protein	LOC_Os01g56820.1	no descriptionmoderately similar to ( 262)AT1G06060| Symbols:  | RanBPM-related | chr1:1833070-1834515 FORWARDnot assigned not assigned not assigned CTLH	not assigned.no ontology	35_1

CUST_5540_PI403524517	2	0.044816017	-0.23971367	-0.090976715	0.020114899	0.067085266	-0.020113945	35_1530	"Cluster: Putative TCP-1/cpn60 chaperonin family protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative TCP-1/cpn60 chaperonin family protein - Oryza"	UniRef90_Q75HJ3	CHR3V7|COORD:1024439..1027611| chaperonin, putative	AT3G03960.1	CHR03V5|COORD:33531686..33537008|protein T-complex protein 1 subunit theta, putative, expressed	LOC_Os03g59020.1	 no descriptionhighly similar to ( 848)AT3G03960| Symbols:  | chaperonin, putative | chr3:1024439-1027611 FORWARDmoderately similar to ( 204)TCPE2_AVESAT-complex protein 1 subunit epsilon - Avena sativa (Oat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TCP1_theta chaperonin_type_I_II Cpn60_TCP1 cpn60 GroL TCP1_delta TCP1_alpha TCP1_eta TCP1_epsilon TCP1_gamma TCP1_beta TCP1_zeta chaperonin_like GroEL groEL Fab1_TCP groEL 	protein.folding	29_6

CUST_121183_PI403524517	2	-0.2708249	0.6245475	-0.14638567	0.91452694	-0.84875727	0.14638615	35_34233	0	0		0	CHR04V5|COORD:22946451..22947228|protein ATFP4, putative, expressed	LOC_Os04g39010.1	no description	not assigned.unknown	35_2

CUST_125743_PI403524517	2	0.10740471	0.058862686	-0.12173462	-0.0686636	-0.046946526	0.046946526	35_35407	Rep: Hypothetical protein - Gibberella zeae (Fusarium graminearum)	UniRef90_Q4IHK5	CHR5V7|COORD:568607..570718| short-chain dehydrogenase/reductase (SDR) family protein	AT5G02540.1	CHR09V5|COORD:22762384..22766487|protein retinol dehydrogenase 14, putative, expressed	LOC_Os09g39670.1	no descriptionvery weakly similar to (63.9)AT5G02540| Symbols:  | short-chain dehydrogenase/reductase (SDR) family protein | chr5:568607-570718 FORWARDnot assigned not assigned not assigned not assigned PRK06197 PRK06196 PRK05854 PRK07453 FabG PRK12827 fabG PRK12829 DltE fabG PRK06182 PRK08263 COG4221 PRK06181	misc.short chain dehydrogenase/reductase (SDR)	26_22

CUST_54153_PI403524517	2	0.010951996	-0.06799221	-0.096609116	0.007490158	-0.007490158	0.07201767	35_15408	Rep: Putative nucleolin - Oryza sativa (indica cultivar-group)	UniRef90_Q68Q07	CHR1V7|COORD:18101854..18105090| nucleolin, putative	AT1G48920.1	CHR08V5|COORD:5420330..5415914|protein protein gar2, putative, expressed	LOC_Os08g09350.1	" no descriptionweakly similar to ( 190)AT3G18610| Symbols: ATRANGAP1 | ATRANGAP1 (RAN GTPASE-ACTIVATING PROTEIN 1); nucleic acid binding | chr3:6404276-6407828 REVERSEvery weakly similar to (71.2)ROC1_SPIOL28 kDa ribonucleoprotein, chloroplast - Spinacia oleracea (Spinach)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG0724 RRM RRM_1 CDC27 TFIIF_alpha BUD22 PRK08581 AF-4 DMP1 PRK07735 HPC2 infB BASP1 DUF612 Caldesmon PRK05648 PRK06958 Osteopontin OSTEO PRK07003 Drf_FH1 Treacle Ehrlichia_rpt DUF1421 MARCKS TolA Extensin_2 Atrophin-1 FAP Tymo_45kd_70kd Mpp10 GRP "	RNA.RNA binding	27_4

CUST_8274_PI403524517	2	-0.020573616	0.4983759	0.074189186	-0.31547546	-0.24518394	0.020573616	35_2309	"Cluster: Pollen signalling protein with adenylyl cyclase activity; n=1; Zea mays|Rep: Pollen signalling protein with adenylyl cyclase activity - Zea mays (Maize"	UniRef90_Q93Y95	CHR3V7|COORD:4857947..4861111| disease resistance protein (NBS-LRR class), putative	AT3G14470.1	CHR02V5|COORD:15186384..15190819|protein pollen signalling protein with adenylyl cyclase activity, putative, expressed	LOC_Os02g25900.2	 no descriptionvery weakly similar to (99.4)AT3G14470| Symbols:  | disease resistance protein (NBS-LRR class), putative | chr3:4857947-4861111 FORWARDnot assigned 	stress.biotic	20_1

CUST_182047_PI403524517	2	0.057886124	0.026288033	-0.03676796	-0.042490005	0.191226	-0.026287079	35_50613	"Cluster: Membrane protein-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: Membrane protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5ZDA3	CHR3V7|COORD:496186..498779| similar to hypothetical protein [Cleome spinosa] (GB:ABD96906.1)	AT3G02420.1	CHR01V5|COORD:24146137..24141670|protein expressed protein	LOC_Os01g42010.1	no descriptionmoderately similar to ( 202)AT3G02420| Symbols:  | similar to hypothetical protein [Cleome spinosa] (GB:ABD96906.1) | chr3:496186-498779 REVERSE	not assigned.unknown	35_2

CUST_71984_PI403524517	2	0.61195564	-0.42950153	0.006134033	0.15662193	-0.006134987	-0.024933815	35_20634	"Cluster: Chaperonin CPN60-1, mitochondrial precursor; n=7; Magnoliophyta|Rep: Chaperonin CPN60-1, mitochondrial precursor - Zea mays (Maize)"	UniRef90_P29185	"CHR3V7|COORD:8669020..8672285| HSP60 (Heat shock protein 60); ATP binding / protein binding / unfolded protein binding"	AT3G23990.1	CHR03V5|COORD:2385871..2380125|protein chaperonin CPN60-1, mitochondrial precursor, putative, expressed	LOC_Os03g04970.1	" no descriptionweakly similar to ( 133)AT3G23990| Symbols: HSP60 | HSP60 (Heat shock protein 60); ATP binding / protein binding / unfolded protein binding | chr3:8669020-8672285 FORWARDweakly similar to ( 137)CH62_MAIZEChaperonin CPN60-2, mitochondrial precursor - Zea mays (Maize)not assigned GroEL groEL groEL groEL groEL groEL chaperonin_type_I_II GroL groEL Cpn60_TCP1 "	protein.folding	29_6

CUST_117575_PI403524517	2	0.030825615	-0.25813007	0.109550476	-0.030824661	0.42471027	-0.047452927	35_33312	"Cluster: Putative ethanolamine kinase 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ethanolamine kinase 1 - Oryza sativa (japonica cultivar-group"	UniRef90_Q69QD7	"CHR2V7|COORD:11450677..11454036| EMB1187 (EMBRYO DEFECTIVE 1187); kinase/ phosphotransferase, alcohol group as acceptor"	AT2G26830.1	CHR09V5|COORD:16223957..16228507|protein choline/ethanolamine kinase, putative, expressed	LOC_Os09g26700.1	" no descriptionweakly similar to ( 168)AT2G26830| Symbols: EMB1187 | EMB1187 (EMBRYO DEFECTIVE 1187); kinase/ phosphotransferase, alcohol group as acceptor | chr2:11450677-11454036 FORWARDnot assigned not assigned Choline_kinase "	lipid metabolism.Phospholipid synthesis.choline kinase	11_3_2

CUST_2882_PI399408534	2	0.06577778	0.036499977	0.07456112	-0.21986914	-0.036499977	-0.14995384	35_36092	Rep: DP TF - Oryza sativa (japonica cultivar-group)	UniRef90_Q84VD5	CHR5V7|COORD:842841..845199| DPB	AT5G03415.1	CHR10V5|COORD:15488395..15483443|protein transcription factor Dp-1, putative, expressed	LOC_Os10g30420.1	 no descriptionweakly similar to ( 179)AT5G03415| Symbols: ATDPB, DPB | DPB | chr5:842841-845199 FORWARDnot assigned DP E2F_TDP 	RNA.regulation of transcription.E2F/DP transcription factor family	27_3_18

CUST_76785_PI403524517	2	0.048280716	0.16530609	-0.05841446	-0.07413387	0.0058918	-0.0058918	35_22011	"Cluster: Os02g0128100 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0128100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E4A7	"CHR4V7|COORD:9971166..9972239| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G46620.1); similar to Os02g0128100 [Oryza sativa (japonica"	AT4G17960.1	CHR07V5|COORD:24271675..24264784|protein formin-2, putative, expressed	LOC_Os07g40510.1	"no descriptionweakly similar to ( 107)AT4G17960| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G46620.1); similar to Os02g0128100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001045767.1) | chr4:9971166-9972239 FORWARDnot assigned not assigned not assigned"	not assigned.unknown	35_2

CUST_145755_PI403524517	2	-0.03573084	0.035731316	-0.17176628	0.2649932	-0.11159897	0.65581465	35_40806	"Cluster: Putative equilibrative nucleoside transporter ENT8 splice variant; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative equilibrative nucleoside"	UniRef90_Q69S29	"CHR4V7|COORD:2632884..2634822| FUR1 (FUDR RESISTANT 1); nucleoside transporter"	AT4G05120.1	CHR07V5|COORD:22232942..22229314|protein nucleoside transporter, putative, expressed	LOC_Os07g37100.1	" no descriptionweakly similar to ( 130)AT4G05120| Symbols: ENT3, FUR1, FLUOROURIDINE INSENSITIVE 1 | FUR1 (FUDR RESISTANT 1); nucleoside transporter | chr4:2632884-2634822 REVERSEnot assigned "	transport.unspecified cations	34_14

CUST_138065_PI403524517	2	0.04241562	0.044073105	0.018518448	-0.018518448	-0.08314991	-0.12092972	35_38722	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_12641_PI403524517	2	0.078014374	0.31924152	0.10689449	-0.07801533	-0.10133362	-0.10640049	35_3613	"Cluster: Os07g0164700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0164700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D8E7	0	0	CHR08V5|COORD:630355..637366|protein retrotransposon protein, putative, unclassified, expressed	LOC_Os08g02000.1	no description	not assigned.unknown	35_2

CUST_165924_PI403524517	2	0.1651578	-0.60211563	-0.015884876	0.015885353	-0.2895131	0.10024452	35_46228	"Cluster: Os03g0435200 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os03g0435200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DQY8		0	0	0	no description	not assigned.unknown	35_2

CUST_73701_PI403524517	2	0.14024067	-0.72312355	-0.0806694	0.02457428	-0.02457428	0.067266464	35_21137	"Cluster: Acyl-activating enzyme 18, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Acyl-activating enzyme 18, putative,"	UniRef90_Q10BT3	CHR1V7|COORD:20637037..20640325| ligase	AT1G55320.1	CHR03V5|COORD:33575781..33570857|protein acyl-activating enzyme 18, putative, expressed	LOC_Os03g59080.1	" no descriptionmoderately similar to ( 430)AT1G55320| Symbols:  | similar to acyl-activating enzyme 17 (AAE17) [Arabidopsis thaliana] (TAIR:AT5G23050.1); similar to acyl-activating enzyme 18, putative, expressed [Oryza sativa (japonica cultivar-group)] (GB:ABF99434.1); similar to Os03g0805500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001051629.1); similar to AMP-dependent synthetase and ligase [Medicago truncatula] (GB:ABE78689.1); contains InterPro domain AMP-dependent synthetase and ligase; (InterPro:IPR000873) | chr1:20637860-20640325 FORWARDnot assigned not assigned Acs PRK03584 CaiC PRK03429 AMP-binding PRK10524 PRK03914 acsA PRK06060 PRK02530 PRK03582 PRK02167 PRK03613 PRK01291 PRK07867 PRK06155 PRK04664 entE PRK02239 PRK09088 EntE PRK05857 "	lipid metabolism.FA synthesis and FA elongation.acyl coa ligase	11_1_8

CUST_153941_PI403524517	2	0.15793228	-0.044873714	0.05731678	0.044873238	-0.12847185	-0.10469866	35_43021	"Cluster: Armadillo repeat-containing protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Armadillo repeat-containing protein-like - Oryza sativa (jap"	UniRef90_Q8GSZ9	CHR1V7|COORD:28660808..28663425| armadillo/beta-catenin repeat family protein / U-box domain-containing protein	AT1G76390.1	CHR01V5|COORD:42053101..42049273|protein armadillo repeat-containing protein, putative, expressed	LOC_Os01g72000.1	no descriptionvery weakly similar to (69.3)AT1G76390| Symbols:  | binding / ubiquitin-protein ligase | chr1:28660808-28663425 FORWARD	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_1002_PI404877155	2	-0.007546425	-0.061279297	0.09352112	0.18410492	-0.17467833	0.0075473785	Contig11010_at	putative Splicing factor 3B subunit 3 [Oryza sativa (japonica cultivar-group)]	BAC79787.1	cleavage and polyadenylation specificity factor (CPSF) A subunit C-terminal domain-containing protein	At3g11960.1	protein expressed protein	Os07g10390	NONE	RNA.processing.splicing	27_1_1

CUST_26797_PI399408534	2	0.20725346	0.043632507	-0.07994747	-0.122862816	0.94336224	-0.04363203	35_27125	"Cluster: Os11g0206700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os11g0206700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0ITZ1	CHR1|COORD:11464994..11469145| extra-large guanine nucleotide binding protein, putative / G-protein, putative, similar to extra-large G-protein (XLG)	AT1G31930.2	CHR11V5|COORD:5379373..5373891|protein guanyl nucleotide binding protein, putative, expressed	LOC_Os11g10050.1	"no descriptionmoderately similar to ( 257)AT1G31930| Symbols: XLG3 | XLG3 (extra-large GTP-binding protein 3); signal transducer | chr1:11465812-11468941 FORWARD"	signalling.G-proteins	30_5

CUST_102183_PI403524517	2	-0.0785079	0.29124498	-0.018976212	0.08742714	-0.09427452	0.018976212	35_29155	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_20942_PI403524517	2	0.111927986	0.5854492	-0.09298611	0.018994331	-0.16316128	-0.018994331	35_6079	"Cluster: Amino acid permease-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Amino acid permease-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6H6H8	"CHR1V7|COORD:1801364..1803941| CAT9 (CATIONIC AMINO ACID TRANSPORTER 9); cationic amino acid transporter"	AT1G05940.1	CHR02V5|COORD:26481468..26485466|protein yfnA, putative, expressed	LOC_Os02g43860.1	"no descriptionmoderately similar to ( 236)AT1G05940| Symbols: CAT9 | CAT9 (CATIONIC AMINO ACID TRANSPORTER 9); cationic amino acid transporter | chr1:1801364-1803941 REVERSEnot assigned not assigned PotE"	transport.amino acids	34_3

CUST_12445_PI403524517	2	-0.0020103455	0.054566383	-0.08702946	0.07350254	-0.15810299	0.0020103455	35_3547	"Cluster: Putative solute carrier family 17 (Anion/sugar transporter), member 5; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative solute carrier family"	UniRef90_Q9SDI4	CHR2V7|COORD:12680762..12683080| inorganic phosphate transporter, putative	AT2G29650.1	CHR01V5|COORD:9910168..9914096|protein sialin, putative, expressed	LOC_Os01g17240.1	 no descriptionhighly similar to ( 745)AT2G29650| Symbols:  | inorganic phosphate transporter, putative | chr2:12680762-12682799 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned MFS_1 UhpC AraJ ProP NarK PRK11551 PRK12307 PRK03893 CynX PTR2 PRK10504 FucP PRK12323 	transport.phosphate	34_7

CUST_105537_PI403524517	2	-3.5708728	0.7051954	-0.116927624	0.49116135	-1.7755933	0.1169281	35_30055	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_13244_PI399408534	2	0.1414566	0.5758581	0.040328503	-0.24693823	-0.040328503	-0.31420612	35_21055	"Cluster: Putative SR-related CTD associated factor 6; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative SR-related CTD associated factor 6 - Oryza sativ"	UniRef90_Q653W3	CHR4|COORD:15161642..15164914| SWAP (Suppressor-of-White-APricot)/surp domain-containing protein, related to DAN26 (Homo sapiens)	AT4G31200.1	CHR06V5|COORD:28455564..28451973|protein pre-mRNA splicing factor, putative, expressed	LOC_Os06g46880.1	no descriptionmoderately similar to ( 243)AT4G31200| Symbols:  | SWAP (Suppressor-of-White-APricot)/surp domain-containing protein | chr4:15162329-15164574 REVERSEnot assigned not assigned	RNA.processing	27_1

CUST_11487_PI399408534	2	-2.3174286E-4	-0.19212627	0.07489586	2.3174286E-4	0.05274105	-0.042844772	35_18395	"Cluster: Os04g0442000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os04g0442000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JCZ4	"CHR1V7|COORD:21984079..21987858| ARF1 (AUXIN RESPONSE FACTOR 1); transcription factor"	AT1G59750.2	CHR04V5|COORD:21818835..21824642|protein auxin response factor 1, putative, expressed	LOC_Os04g36054.1	"no descriptionweakly similar to ( 200)AT1G59750| Symbols: ARF1 | ARF1 (AUXIN RESPONSE FACTOR 1); transcription factor | chr1:21984079-21987858 FORWARDvery weakly similar to (57.4)IAA25_ORYSAAUX_IAA"	hormone metabolism.auxin.induced-regulated-responsive-activated	17_2_3

CUST_23943_PI403524517	2	-0.2987604	-0.09747505	0.23159885	0.13684845	0.021688461	-0.021688461	35_6957	"Cluster: Hypothetical protein OJ1764_D01.5; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1764_D01.5 - Oryza sativa (japonica cultivar"	UniRef90_Q60ES7	"CHR3V7|COORD:3195446..3197116| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G41640.1); similar to glycosyltransferase [Medicago truncatula]"	AT3G10320.1	CHR05V5|COORD:18947702..18938548|protein glycosyltransferase, putative, expressed	LOC_Os05g32544.2	"no descriptionweakly similar to ( 196)AT3G10320| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G41640.1); similar to glycosyltransferase [Medicago truncatula] (GB:CAI30145.1); contains InterPro domain Protein of unknown function DUF563; (InterPro:IPR007657) | chr3:3195446-3197116 REVERSEnot assigned not assigned not assigned not assigned not assigned DUF563 PRK12678"	not assigned.unknown	35_2

CUST_179224_PI403524517	2	0.062267303	0.2977724	0.06675053	-0.099565506	-0.062267303	-0.11296177	35_49846	"Cluster: Os05g0180400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0180400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DKA1	CHR3V7|COORD:5431047..5433619| MFP1 (MAR BINDING FILAMENT-LIKE PROTEIN 1)	AT3G16000.1	CHR05V5|COORD:4813556..4809864|protein MAR binding filament-like protein 1, putative, expressed	LOC_Os05g08790.1	no descriptionvery weakly similar to (75.5)AT3G16000| Symbols: MFP1 | MFP1 (MAR BINDING FILAMENT-LIKE PROTEIN 1) | chr3:5431047-5433619 REVERSEweakly similar to ( 116)MFP1_TOBACMAR-binding filament-like protein 1-1 - Nicotiana tabacum (Common tobacco)not assigned not assigned not assigned not assigned not assigned not assigned SbcC Smc COG1340 PRK04778 EzrA PRK03918	not assigned.no ontology	35_1

CUST_27623_PI399408534	2	-0.73120165	-1.0774183	2.0770106	0.73120165	0.9766283	-0.7715106	35_22295	"Cluster: Putative flavonol synthase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative flavonol synthase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z306	CHR5V7|COORD:2804010..2805176| FLS (FLAVONOL SYNTHASE)	AT5G08640.1	CHR02V5|COORD:32306315..32304930|protein flavonol synthase/flavanone 3-hydroxylase, putative, expressed	LOC_Os02g52840.1	no descriptionweakly similar to ( 199)AT5G08640| Symbols: FLS | FLS (FLAVONOL SYNTHASE) | chr5:2804010-2805176 FORWARDmoderately similar to ( 231)FLS_PETHYFlavonol synthase/flavanone 3-hydroxylase - Petunia hybrida (Petunia)not assigned not assigned not assigned PcbC 2OG-FeII_Oxy PRK12323	hormone metabolism.ethylene.synthesis-degradation	17_5_1

CUST_3689_PI399408534	2	0.07015133	-0.063261986	0.04387188	-0.15988445	-0.04387188	0.10992718	35_24053	"Cluster: Putative somatic embryogenesis related protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative somatic embryogenesis related protein - Oryza"	UniRef90_Q75KW2	"CHR2V7|COORD:13040968..13042380| WRKY21 (WRKY DNA-binding protein 21); transcription factor"	AT2G30590.1	CHR03V5|COORD:30372601..30375952|protein WRKY transcription factor 21, putative, expressed	LOC_Os03g53050.2	"no descriptionweakly similar to ( 179)AT2G30590| Symbols: WRKY21 | WRKY21 (WRKY DNA-binding protein 21); transcription factor | chr2:13040968-13042380 FORWARDWRKY"	RNA.regulation of transcription.WRKY domain transcription factor family	27_3_32

CUST_19593_PI404877155	2	0.053177834	0.012883186	0.036782265	-0.14532852	-0.012882233	-0.029722214	rbasd21g03_s_at	putative DNA-directed RNA polymerase II 13.6K chain [Oryza sativa (japonica cultivar-group)]	BAC83620.1	DNA-directed RNA polymerase II 13.6 kDa subunit (RPB13.6)	At3g52090.1	protein RNA polymerase Rpb3/Rpb11 dimerisation domain, putative	Os07g07610	putative DNA-directed RNA polymerase II 13.6K chain	RNA.transcription	27_2

CUST_57988_PI403524517	2	0.10487175	1.4500427	-0.16189575	-0.9299431	0.24493885	-0.10487175	35_16531	"Cluster: Putative F-box protein Fbl2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative F-box protein Fbl2 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8RZQ3	CHR1V7|COORD:7497468..7499375| F-box family protein	AT1G21410.1	CHR01V5|COORD:38605879..38601904|protein F-box/LRR-repeat protein 2, putative, expressed	LOC_Os01g65920.2	no descriptionweakly similar to ( 179)AT1G21410| Symbols: SKP2A | F-box family protein | chr1:7497468-7499375 FORWARDnot assigned not assigned	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_80039_PI403524517	2	-0.03064537	0.23111153	0.030645847	0.1309967	-0.94929075	-0.31180573	35_22952	"Cluster: Armadillo/beta-catenin-like repeat family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Armadillo/beta-catenin-like repeat"	UniRef90_Q10P70	CHR4V7|COORD:16639765..16641759| armadillo/beta-catenin repeat family protein	AT4G34940.1	CHR03V5|COORD:7637558..7635237|protein armadillo/beta-catenin-like repeat family protein, expressed	LOC_Os03g14090.1	no descriptionweakly similar to ( 134)AT5G66200| Symbols:  | armadillo/beta-catenin repeat family protein | chr5:26470874-26472829 REVERSE	not assigned.no ontology.armadillo/beta-catenin repeat family protein	35_1_3

CUST_60237_PI403524517	2	-0.020598412	0.09214401	-0.05243969	0.05332184	-0.105335236	0.020598412	35_17170	0	0	CHR2V7|COORD:18439977..18443704| RNA recognition motif (RRM)-containing protein	AT2G44710.1	CHR10V5|COORD:4421729..4428271|protein RNA recognition motif family protein, expressed	LOC_Os10g08570.1	no descriptionweakly similar to ( 133)AT2G44710| Symbols:  | RNA recognition motif (RRM)-containing protein | chr2:18439977-18443704 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Tymo_45kd_70kd DUF1421 Atrophin-1 Extensin_2 Herpes_BLLF1 MDN1 Drf_FH1 Mpp10 RRM Caldesmon DUF566 CobT Amelogenin COG5099 ROM1 Cytadhesin_P30 RRM_1 HPC2 PRK02224 KAR9 COG5137 PRK10416 PRK03427 TFIIF_alpha PRK08581 DUF1210 Smc Totivirus_coat BSP_II PRK07003 PRK07764 COG5048 COG2268 SSP160 Merozoite_SPAM TT_ORF1 Daxx PRK12323 DNA_pol_phi SDA1 COG0724 YL1 AF-4 GRASP55_65 Herpes_UL32	RNA.RNA binding	27_4

CUST_49443_PI403524517	2	-0.009167671	-0.6547203	-0.1975193	0.07279873	0.017801285	0.009167671	35_14102	"Cluster: Fructose-bisphosphate aldolase cytoplasmic isozyme; n=8; Poaceae|Rep: Fructose-bisphosphate aldolase cytoplasmic isozyme - Oryza sativa (Rice)"	UniRef90_P17784	CHR2V7|COORD:15304008..15305466| fructose-bisphosphate aldolase, putative	AT2G36460.1	CHR05V5|COORD:19523585..19525771|protein fructose-bisphosphate aldolase cytoplasmic isozyme, putative, expressed	LOC_Os05g33380.1	 no descriptionmoderately similar to ( 283)AT2G36460| Symbols:  | fructose-bisphosphate aldolase, putative | chr2:15304008-15305466 REVERSEmoderately similar to ( 311)ALF_ORYSAnot assigned Glycolytic FBP_aldolase_I_a COG3588 FBP_aldolase_I Tymo_45kd_70kd 	glycolysis.aldolase	4_7

CUST_54988_PI403524517	2	0.7211323	-0.041980267	-0.39222002	0.35853624	0.041980267	-0.55103207	35_15652	"Cluster: Sucrose:sucrose 1-fructosytransferase; n=1; Triticum aestivum|Rep: Sucrose:sucrose 1-fructosytransferase - Triticum aestivum (Wheat)"	UniRef90_Q8W430	"CHR1V7|COORD:4153697..4157455| ATBETAFRUCT4/VAC-INV (VACUOLAR INVERTASE); beta-fructofuranosidase/ hydrolase, hydrolyzing O-glycosyl compounds"	AT1G12240.1	CHR02V5|COORD:343057..347196|protein beta-fructofuranosidase 1 precursor, putative, expressed	LOC_Os02g01590.2	 no descriptionvery weakly similar to (96.3)AT1G62660| Symbols:  | beta-fructosidase (BFRUCT3) / beta-fructofuranosidase / invertase, vacuolar | chr1:23203614-23207180 FORWARDweakly similar to ( 112)INVA_PHAAUAcid beta-fructofuranosidase precursor - Phaseolus aureus (Mung bean) (Vigna radiata)not assigned not assigned not assigned not assigned not assigned not assigned Glyco_hydro_32N Glyco_32 SacC 	major CHO metabolism.degradation.sucrose.invertases.vacuolar	2_2_1_3_3

CUST_13173_PI403524517	2	0.025109291	0.14145756	0.041107178	-0.1174736	-0.14416218	-0.025108337	35_3770	Rep: Hypothetical protein - Frankia sp. (strain CcI3)	UniRef90_Q2J7J5	CHR5V7|COORD:19852631..19853248| hydroxyproline-rich glycoprotein family protein	AT5G48920.1	CHR11V5|COORD:11856439..11856822|protein conserved hypothetical protein	LOC_Os11g20500.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_51319_PI403524517	2	0.15737915	0.29862309	0.036333084	-0.047774315	-0.03633213	-0.06332207	35_14628	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_75679_PI403524517	2	0.23273182	0.0037679672	-0.0037679672	-0.024155617	-0.120111465	0.059807777	35_21694	"Cluster: Os03g0778400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os03g0778400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DN29	"CHR3V7|COORD:4094424..4095044| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G56120.1); similar to hypothetical protein [Oryza sativa (japonica"	AT3G12870.1	CHR03V5|COORD:32246007..32247298|protein expressed protein	LOC_Os03g56700.1	"no descriptionweakly similar to ( 128)AT3G12870| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G56120.1); similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:AAK09219.1); similar to Os03g0778400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001051445.1) | chr3:4094424-4095044 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 Atrophin-1 Tymo_45kd_70kd PRK07003 PRK07764 TT_ORF1 HPC2 PRK05648 Protamine_P1 DUF566 PRK12678 AF-4 DUF1421 infB Herpes_BLLF1"	not assigned.unknown	35_2

CUST_91508_PI403524517	2	0.47356987	-0.059422493	-0.07537937	0.084739685	-0.032239914	0.032239914	35_26164	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_129781_PI403524517	2	-0.09087849	0.40574074	-7.2574615E-4	-0.061421394	7.2574615E-4	0.064930916	35_36452	Rep: Putative LN1 protein - Oryza sativa (Rice)	UniRef90_Q94GR4	CHR2V7|COORD:221315..223186| phytanoyl-CoA dioxygenase (PhyH) family protein	AT2G01490.1	CHR03V5|COORD:28504595..28501125|protein phytanoyl-CoA dioxygenase, putative, expressed	LOC_Os03g50040.1	no descriptionvery weakly similar to (98.6)AT2G01490| Symbols:  | phytanoyl-CoA dioxygenase (PhyH) family protein | chr2:221315-223186 FORWARDnot assigned	not assigned.no ontology	35_1

CUST_64993_PI403524517	2	0.049067497	-0.36467457	-0.021611214	0.070549965	-0.054080963	0.021611214	35_18558	"Cluster: Hypothetical protein P0012B02.13; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0012B02.13 - Oryza sativa (japonica cultivar-g"	UniRef90_Q69XQ0	"CHR1V7|COORD:18565970..18569683| similar to Os06g0618600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001058085.1); similar to E set domain-containing"	AT1G50120.1	CHR06V5|COORD:24830707..24839135|protein expressed protein	LOC_Os06g41440.2	" no descriptionmoderately similar to ( 271)AT1G50120| Symbols:  | similar to Os06g0618600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001058085.1); similar to E set domain-containing protein [Dictyostelium discoideum AX4] (GB:XP_642605.1); contains InterPro domain RNA polymerase subunit, RPB5/RPB6-like; (InterPro:IPR009026) | chr1:18565970-18569683 FORWARDnot assigned Rgp1 "	not assigned.unknown	35_2

CUST_59641_PI403524517	2	-0.11850548	-0.032920837	0.22882843	-0.041431427	0.047819138	0.03292179	35_17005	"Cluster: Putative inosine-uridine preferring nucleoside hydrolase; n=3; Oryza sativa (japonica cultivar-group)|Rep: Putative inosine-uridine preferring nucleosi"	UniRef90_Q84MH2	CHR1V7|COORD:1679285..1681526| inosine-uridine preferring nucleoside hydrolase family protein	AT1G05620.1	CHR03V5|COORD:17703463..17700274|protein pyrimidine-specific ribonucleoside hydrolase rihA, putative, expressed	LOC_Os03g31170.1	no descriptionmoderately similar to ( 470)AT1G05620| Symbols:  | inosine-uridine preferring nucleoside hydrolase family protein | chr1:1679285-1681526 FORWARDnot assigned not assigned not assigned nuc_hydro_CaPnhB URH1 nuc_hydro_IU_UC_XIUA nuc_hydro IU_nuc_hydro nuc_hydro_3 nuc_hydro_CeIAG PRK10768 rihA rihB nuc_hydro_CjNH nuc_hydro_1 nuc_hydro_TvIAG nuc_hydro_2	nucleotide metabolism.degradation	23_2

CUST_3713_PI403524517	2	-0.15941048	-0.27649498	0.120866776	0.1799221	0.06271458	-0.06271553	35_1012	Rep: Cellulose synthase-7 - Zea mays (Maize)	UniRef90_Q9LLI3	"CHR5V7|COORD:25898781..25903559| CESA6 (CELLULASE SYNTHASE 6); transferase, transferring glycosyl groups"	AT5G64740.1	CHR07V5|COORD:13745562..13739590|protein CESA3 - cellulose synthase, expressed	LOC_Os07g24190.1	" no descriptionnearly identical (1491)AT4G39350| Symbols: ATH-A, CESA2 | CESA2 (CELLULASE SYNTHASE 2); cellulose synthase/ transferase, transferring glycosyl groups | chr4:18297072-18301884 FORWARDnot assigned not assigned not assigned not assigned not assigned Cellulose_synt bcsA COG1215 PRK12323 PRK07003 "	cell wall.cellulose synthesis.cellulose synthase	10_2_1

CUST_43163_PI403524517	2	-0.22094679	0.6812887	0.10063982	-0.020929813	-0.086287975	0.02093029	35_12395	"Cluster: Putative glucosyltransferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative glucosyltransferase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q942C4	CHR3V7|COORD:5619361..5620839| UDP-glucoronosyl/UDP-glucosyl transferase family protein	AT3G16520.3	CHR01V5|COORD:30982137..30984027|protein anthocyanidin 5,3-O-glucosyltransferase, putative, expressed	LOC_Os01g53350.1	no descriptionweakly similar to ( 134)AT1G01390| Symbols:  | UDP-glucoronosyl/UDP-glucosyl transferase family protein | chr1:148319-149761 REVERSEvery weakly similar to (95.9)ZOX_PHAVUZeatin O-xylosyltransferase - Phaseolus vulgaris (Kidney bean) (French bean)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned UDPGT PRK12323 PRK07764 Atrophin-1 PRK07003 Drf_FH1 COG1819	misc.UDP glucosyl and glucoronyl transferases	26_2

CUST_108269_PI403524517	2	-0.023088455	1.1625156	0.72763824	-0.38822174	-0.3586235	0.023087502	35_30798	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_22390_PI399408534	2	-0.7759929	-0.13873625	0.16998005	0.69024324	-0.2608881	0.13873672	35_41	"Cluster: Putative serine-threonine protein kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative serine-threonine protein kinase - Oryza sativa (jap"	UniRef90_Q5Z7H5	CHR5V7|COORD:9050883..9053981| leucine-rich repeat family protein / protein kinase family protein	AT5G25930.1	CHR06V5|COORD:21254245..21258925|protein receptor-like protein kinase 5 precursor, putative, expressed	LOC_Os06g36270.5	no descriptionweakly similar to ( 197)AT5G25930| Symbols:  | leucine-rich repeat family protein / protein kinase family protein | chr5:9050883-9053981 FORWARDweakly similar to ( 129)KPRO_MAIZEPutative receptor protein kinase ZmPK1 precursor - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase Pkinase_Tyr TyrKc PTKc SPS1 PTKc_Srm_Brk PTKc_Frk_like PTKc_Jak_rpt2 PTKc_Jak2_Jak3_rpt2 PTKc_Src_like PTKc_EGFR_like PTKc_Fyn_Yrk PTKc_Lck_Blk PTKc_InsR_like PTKc_Csk_like PTKc_Tec_like PTKc_Tie2 PTKc_Ror PTKc_Yes PTKc_Src PTKc_DDR PTKc_Met_Ron PTKc_Tie1 PTKc_HER2 PTKc_Abl PTKc_Tec_Rlk PTKc_Ack_like PTKc_Syk_like PTKc_Tie PTKc_HER4 PTKc_EphR PTKc_Lyn PTKc_VEGFR PTKc_Tyk2_rpt2 PTKc_Btk_Bmx PTKc_Hck PTKc_IGF-1R PTKc_FGFR PTKc_Musk PTK_HER3 PTKc_Ror1 PTKc_Trk PTKc_RET PTKc_EphR_A2 PTKc_Chk PTKc_InsR PTKc_c-ros PTKc_Fes_like PTKc_EGFR PTKc_VEGFR2 PTKc_VEGFR3 PTKc_PDGFR PTKc_EphR_B PTKc_EphR_A PTKc_Itk PTKc_Jak1_rpt2 PTKc_FGFR2 PTK_Ryk PTKc_Syk PTKc_Fes PTKc_ALK_LTK PTKc_Csk PTKc_Kit PTK_CCK4 PTKc_FGFR3 PTKc_DDR1 PTKc_TrkC PTKc_TrkB PTKc_FGFR1 PTKc_TrkA PTKc_FGFR4 PTKc_Axl_like PTKc_CSF-1R	signalling.receptor kinases.DUF 26	30_2_17

CUST_49185_PI403524517	2	0.0023441315	-0.6845455	-0.15109444	0.0047283173	0.12322426	-0.0023422241	35_14036	"Cluster: PREDICTED: similar to histone 1, H2ai (predicted); n=1; Canis familiaris|Rep: PREDICTED: similar to histone 1, H2ai (predicted) - Canis familiaris"	UniRef90_UPI00005A5838	CHR5V7|COORD:3270479..3270889| histone H3	AT5G10400.1	CHR11V5|COORD:2622185..2621575|protein histone H3, putative, expressed	LOC_Os11g05730.1	no descriptionmoderately similar to ( 262)AT5G65360| Symbols:  | histone H3 | chr5:26137325-26137735 REVERSEmoderately similar to ( 261)H32_WHEATHistone H3.2 - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned H3 HHT1 Histone PRK07003 PRK07764 PRK12323 HPC2 APC_basic DUF566 AF-4	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_942_PI403524517	2	0.11907387	0.025753021	-0.03136158	0.050569534	-0.044763565	-0.025753021	35_246	Rep: Lycopene beta-cyclase - Zea mays (Maize)	UniRef90_Q84VG9	"CHR3V7|COORD:3164345..3165850| LYC (LYCOPENE CYCLASE); lycopene beta cyclase"	AT3G10230.1	CHR02V5|COORD:5030379..5028560|protein lycopene beta cyclase, chloroplast precursor, putative, expressed	LOC_Os02g09750.1	 no descriptionweakly similar to ( 194)AT3G10230| Symbols: LYC | LYC (LYCOPENE CYCLASE) | chr3:3164345-3165454 REVERSEweakly similar to ( 182)LCYB_CAPANLycopene beta cyclase, chloroplast/chromoplast precursor - Capsicum annuum (Bell pepper)Lycopene_cycl 	secondary metabolism.isoprenoids.carotenoids.lycopene beta cyclase	16_1_4_5

CUST_15175_PI404877155	2	0.062399864	0.6477146	-0.2870493	-0.06341362	-0.062399864	0.09818363	Contig9040_at	expressed protein [Arabidopsis thaliana] gb|AAF27018.1| unknown protein [Arabidopsis thaliana]	NP_187163.1	expressed protein	At3g05120.1	protein hypothetical protein	Os05g33730	NONE	hormone metabolism.gibberelin.signal transduction	17_6_2

CUST_40011_PI403524517	2	0.20918941	-0.090566635	-0.101130486	0.09056759	-0.3624196	0.09291649	35_11509	"Cluster: Os01g0622000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0622000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JL56	CHR4V7|COORD:507738..512362| glycosyltransferase family protein 1	AT4G01210.1	CHR01V5|COORD:25147430..25140462|protein transferase, transferring glycosyl groups, putative, expressed	LOC_Os01g43380.1	no descriptionmoderately similar to ( 221)AT4G01210| Symbols:  | glycosyltransferase family protein 1 | chr4:507738-512362 REVERSE	misc.UDP glucosyl and glucoronyl transferases	26_2

CUST_112720_PI403524517	2	-0.07806587	0.38893318	-0.13506365	0.069636345	0.054805756	-0.054805756	35_31995	"Cluster: Hypothetical protein OSJNBa0055E23.5; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0055E23.5 - Oryza sativa (japonica cu"	UniRef90_Q6I548	CHR1V7|COORD:16816094..16817173| DNA binding / ligand-dependent nuclear receptor	AT1G44191.1	CHR05V5|COORD:11410701..11414726|protein expressed protein	LOC_Os05g19620.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07764 Atrophin-1 TT_ORF1 PRK07003 PRK05648 HPC2 DUF1421 PRK12678	not assigned.unknown	35_2

CUST_157784_PI403524517	2	-0.026143074	-0.26467705	0.14348173	0.21559715	0.026143074	-0.06596804	35_44053	"Cluster: DNA-binding protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: DNA-binding protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ZFU2		0	CHR02V5|COORD:29568389..29565870|protein DNA binding protein, putative, expressed	LOC_Os02g48320.2	no description	not assigned.unknown	35_2

CUST_49913_PI403524517	2	0.01411438	-0.23440742	-0.12325668	0.016168594	-0.01411438	0.030464172	35_14249	"Cluster: Ribosomal protein L7; n=1; Triticum aestivum|Rep: Ribosomal protein L7 - Triticum aestivum (Wheat)"	UniRef90_Q5I7K6	CHR2V7|COORD:132942..134263| 60S ribosomal protein L7 (RPL7B)	AT2G01250.1	CHR04V5|COORD:30380850..30383841|protein 60S ribosomal protein L7-2, putative, expressed	LOC_Os04g51630.2	no descriptionmoderately similar to ( 367)AT2G01250| Symbols:  | 60S ribosomal protein L7 (RPL7B) | chr2:133037-134263 REVERSEnot assigned Ribosomal_L7 rpl30p Ribosomal_L30_N Ribosomal_L30_L7 Ribosomal_L30 RpmD	protein.synthesis.misc ribososomal protein	29_2_2

CUST_14580_PI403524517	2	-0.111494064	0.048639297	-0.02309227	0.023091316	-0.059483528	0.05342388	35_4195	"Cluster: Os08g0320300 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os08g0320300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J6H4	"CHR1V7|COORD:12152754..12154665| similar to kinase interacting family protein [Arabidopsis thaliana] (TAIR:AT3G22790.1); similar to hypothetical protein"	AT1G33500.1	CHR08V5|COORD:13810988..13817864|protein expressed protein	LOC_Os08g23140.1	"no descriptionweakly similar to ( 149)AT1G33500| Symbols:  | similar to kinase interacting family protein [Arabidopsis thaliana] (TAIR:AT3G22790.1); similar to hypothetical protein TTHERM_00463770 [Tetrahymena thermophila SB210] (GB:XP_001018874.1); similar to hypothetical protein MCAP_0861 [Mycoplasma capricolum subsp. capricolum ATCC 27343] (GB:YP_424803.1); similar to Os08g0320300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001061527.1) | chr1:12152754-12154665 FORWARD"	not assigned.unknown	35_2

CUST_79601_PI403524517	2	-0.007565975	-0.46778965	0.23127079	-0.1724472	1.1789784	0.007565975	35_22830	"Cluster: Hypothetical protein OSJNBa0026I22.14; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0026I22.14 - Oryza sativa (japonica"	UniRef90_Q6Z5S6	CHR4V7|COORD:10275928..10278502| leucine-rich repeat family protein / extensin family protein	AT4G18670.1	CHR07V5|COORD:14717663..14718388|protein hypothetical protein	LOC_Os07g25670.1	no descriptionnot assigned not assigned not assigned not assigned not assigned PRK12323 Atrophin-1 PRK07003	not assigned.unknown	35_2

CUST_65963_PI403524517	2	0.054671288	0.2972269	0.10083103	-0.054671288	-0.0877161	-0.059864044	35_18841	"Cluster: PfkB type carbohydrate kinase protein family-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: PfkB type carbohydrate kinase protein family-like -"	UniRef90_Q6Z1P3	CHR4V7|COORD:14167811..14170625| pfkB-type carbohydrate kinase family protein	AT4G28706.1	CHR08V5|COORD:28237729..28243122|protein protein kinase/ ribokinase, putative, expressed	LOC_Os08g45180.1	no descriptionmoderately similar to ( 425)AT4G28706| Symbols:  | pfkB-type carbohydrate kinase family protein | chr4:14167811-14170625 FORWARDnot assigned not assigned not assigned ribokinase_group_B RbsK ribokinase_group_A PfkB ribokinase KdgK adenosine_kinase bac_FRK PRK11142 Ketohexokinase YeiC_kinase_like RfaE_like Guanosine_kinase_like ribokinase_pfkB_like	minor CHO metabolism.others	3_5

CUST_59157_PI403524517	2	0.15005684	-0.772912	-0.13470268	-0.03857708	0.03857708	0.04284382	35_16870	"Cluster: Putative pyruvate kinase, cytosolic isozyme; n=2; Poaceae|Rep: Putative pyruvate kinase, cytosolic isozyme - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5NBQ0	CHR5V7|COORD:22837480..22839755| pyruvate kinase, putative	AT5G56350.1	CHR01V5|COORD:9696595..9690805|protein pyruvate kinase, cytosolic isozyme, putative, expressed	LOC_Os01g16960.1	 no descriptionhighly similar to ( 791)AT5G56350| Symbols:  | pyruvate kinase, putative | chr5:22837480-22839755 REVERSEhighly similar to ( 786)KPYC_TOBACPyruvate kinase, cytosolic isozyme - Nicotiana tabacum (Common tobacco)not assigned Pyruvate_Kinase PK PykF PRK05826 PRK06354 PRK09206 PRK06247 PRK06739 PRK08187 PK_C 	glycolysis.PK	4_13

CUST_142308_PI403524517	2	0.038448334	0.5495367	-0.012337685	-0.23556328	-0.06117916	0.012338638	35_39886	"Cluster: Putative signal tranduction protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative signal tranduction protein - Oryza sativa (japonica"	UniRef90_Q8LNU2	CHR1V7|COORD:5206212..5209843| hydroxyproline-rich glycoprotein family protein	AT1G15130.1	CHR02V5|COORD:25589280..25586057|protein vacuolar protein-sorting protein bro1, putative, expressed	LOC_Os02g42580.1	no descriptionvery weakly similar to (95.5)AT1G15130| Symbols:  | hydroxyproline-rich glycoprotein family protein | chr1:5206212-5209843 REVERSEBRO1	not assigned.no ontology.hydroxyproline rich proteins	35_1_41

CUST_78406_PI403524517	2	-0.45279884	-0.26678467	0.51342773	0.23262501	0.057670593	-0.057671547	35_22479	"Cluster: Pleiotropic drug resistance protein 12; n=3; Oryza sativa|Rep: Pleiotropic drug resistance protein 12 - Oryza sativa (Rice)"	UniRef90_Q5Z9S8	"CHR3V7|COORD:5539903..5546269| ATPDR1/PDR1 (PLEIOTROPIC DRUG RESISTANCE 1); ATPase, coupled to transmembrane movement of substances"	AT3G16340.1	CHR06V5|COORD:21119651..21112222|protein ATPase, coupled to transmembrane movement of substances, putative, expressed	LOC_Os06g36090.2	" no descriptionvery weakly similar to (68.9)AT3G16340| Symbols: ATPDR1, PDR1 | ATPDR1/PDR1 (PLEIOTROPIC DRUG RESISTANCE 1); ATPase, coupled to transmembrane movement of substances | chr3:5539903-5546269 FORWARDweakly similar to ( 107)PDR12_ORYSAnot assigned ABC2_membrane "	transport.ABC transporters and multidrug resistance systems	34_16

CUST_19883_PI399408534	2	0.062358856	0.3910675	-0.008863449	-0.11498642	-0.029099464	0.008862495	35_42121	"Cluster: PHD finger protein-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: PHD finger protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6H8E1	CHR5V7|COORD:3648476..3652257| transcription elongation factor-related	AT5G11430.1	CHR02V5|COORD:6083116..6092493|protein transcription factor S-II, central domain containing protein, expressed	LOC_Os02g11780.1	no descriptionweakly similar to ( 131)AT5G11430| Symbols:  | transcription elongation factor-related | chr5:3648476-3652257 FORWARDnot assigned SPOC	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_171612_PI403524517	2	0.19849062	0.87104225	-0.1984911	-0.5802388	-0.24229002	0.2099967	35_47819	"Cluster: Putative tuber-specific and sucrose-responsive element binding factor; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative tuber-specific and"	UniRef90_Q67WF6	"CHR5V7|COORD:26871335..26872252| AtMYB44/AtMYBr1 (myb domain protein 44, myb domain protein r1); DNA binding / transcription factor"	AT5G67300.1	CHR06V5|COORD:25899820..25898447|protein MYB transcription factor TaMYB1, putative, expressed	LOC_Os06g43090.1	no description	not assigned.unknown	35_2

CUST_48659_PI403524517	2	-0.0048480034	0.34437943	-0.057438374	-0.052262783	0.00484848	0.98777103	35_13896	"Cluster: Hypothetical protein P0005A05.16; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0005A05.16 - Oryza sativa (japonica cultivar-g"	UniRef90_Q657Y8	CHR4V7|COORD:18264274..18265525| ATRER1A (Arabidopsis thaliana endoplasmic reticulum retrieval protein 1A)	AT4G39220.1	CHR01V5|COORD:316538..319050|protein RER1A protein, putative, expressed	LOC_Os01g01640.1	no descriptionvery weakly similar to (71.2)AT4G39220| Symbols: ATRER1A | ATRER1A (Arabidopsis thaliana endoplasmic reticulum retrieval protein 1A) | chr4:18264274-18265525 FORWARDnot assigned Rer1 RER1	not assigned.no ontology	35_1

CUST_138763_PI403524517	2	-0.48987007	-0.111515045	0.17564392	-0.12067795	0.14346218	0.111515045	35_38923	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_55464_PI403524517	2	-0.003282547	0.062228203	-0.0352726	0.0	0.0	6.933212E-4	35_15786	"Cluster: Putative S-formylglutathione hydrolase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative S-formylglutathione hydrolase - Oryza sativa (japonic"	UniRef90_Q5JLP6	CHR2V7|COORD:17330734..17332508| esterase, putative	AT2G41530.1	CHR01V5|COORD:41578075..41599168|protein esterase D, putative, expressed	LOC_Os01g71300.1	 no descriptionmoderately similar to ( 407)AT2G41530| Symbols:  | esterase, putative | chr2:17330734-17332508 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned COG0627 Esterase PRK12323 PRK07764 Tymo_45kd_70kd DAP2 Atrophin-1 	not assigned.no ontology	35_1

CUST_15375_PI404877155	2	0.00919342	-0.005563736	-0.034482956	0.005563736	0.110075	-0.062282562	Contig9208_at	putative splicing factor-like protein [Oryza sativa (japonica cultivar-group)] gb|AAP53959.1| putative splicing factor-like protein [Oryza s	NP_921672.1	RNA recognition motif (RRM)-containing protein	At2g16940.1	protein splicing factor, CC1-like family	Os10g30370	putative splicing factor-like protein	RNA.processing	27_1

CUST_10940_PI404877155	2	-0.03497696	0.22949886	0.012604713	-0.15475178	0.0	0.0	Contig4660_s_at	DNA-directed RNA polymerase II, putative [Arabidopsis thaliana] gb|AAM61374.1| RNA polymerase II subunit (hsRPB10), putative [Arabidopsis th	NP_849640.1	DNA-directed RNA polymerase II, putative	At1g11475.1	protein dna-directed rna polymerase ii 8.2 kda polypeptide (ec 2.7.7.6)(rpb10) (rp10) (abc10)	Os11g08940	RNA polymerase II subunit Rpb10 -related	RNA.transcription	27_2

CUST_70754_PI403524517	2	0.07829332	0.65552473	-0.09710693	-0.43744612	-0.07829332	0.1319766	35_20271	"Cluster: Hypothetical protein OJ1489_G03.8; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1489_G03.8 - Oryza sativa (japonica cultivar"	UniRef90_Q75KG8	CHR4|COORD:1324136..1327520| expressed protein, contains similarity to hypothetical proteins	AT4G03000.2	CHR05V5|COORD:2365206..2360197|protein expressed protein	LOC_Os05g04950.2	no descriptionvery weakly similar to (81.3)AT4G03000| Symbols:  | protein binding / zinc ion binding | chr4:1324602-1327348 FORWARD	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_21512_PI399408534	2	0.24178505	-0.13504934	0.018394947	-0.018394947	-0.06725168	0.1562767	35_8480	"Cluster: Plant protein family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Plant protein family protein, expressed - Oryza sativa (japon"	UniRef90_Q2R4A9	"CHR1V7|COORD:1388100..1391073| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G22460.1); similar to Plant protein family protein, expressed"	AT1G04910.1	CHR11V5|COORD:16370327..16364627|protein growth regulator like protein, putative, expressed	LOC_Os11g29120.1	" no descriptionweakly similar to ( 163)AT1G04910| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G22460.1); similar to Plant protein family protein, expressed [Oryza sativa (japonica cultivar-group)] (GB:ABA97941.2); similar to Os11g0481200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001067896.1); similar to Plant protein family protein, expressed [Oryza sativa (japonica cultivar-group)] (GB:ABA93715.2); contains InterPro domain Protein of unknown function DUF246, plant; (InterPro:IPR004348) | chr1:1388100-1391073 REVERSEDUF246 "	hormone metabolism.auxin.induced-regulated-responsive-activated	17_2_3

CUST_86553_PI403524517	2	-0.050178528	0.24785614	0.050178528	-0.1280899	-0.15169239	0.11035061	35_24789	"Cluster: Putative glutamine cyclotransferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative glutamine cyclotransferase - Oryza sativa (japonica"	UniRef90_Q5VRH1	CHR4V7|COORD:13099938..13102479| glutamine cyclotransferase family protein	AT4G25720.1	CHR06V5|COORD:246799..243855|protein glutamine cyclotransferase precursor, putative, expressed	LOC_Os06g01410.1	no descriptionmoderately similar to ( 326)AT4G25720| Symbols:  | catalytic | chr4:13099938-13102479 REVERSECOG3823 Glu_cyclase_2	misc.misc2	26_1

CUST_66594_PI403524517	2	-0.11484146	0.26264668	0.06776714	-0.0030603409	-0.021481514	0.0030593872	35_19016	"Cluster: Putative CEO protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative CEO protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8W3G3	"CHR2V7|COORD:14923977..14926277| SRO1 (SIMILAR TO RCD ONE 1); NAD+ ADP-ribosyltransferase"	AT2G35510.1	CHR10V5|COORD:22710023..22705650|protein RCD1, putative, expressed	LOC_Os10g42710.1	 no descriptionvery weakly similar to (87.0)AT1G32230| Symbols: CEO, ATP8, CEO1, RCD1 | RCD1 (RADICAL-INDUCED CELL DEATH1) | chr1:11613407-11615874 FORWARD	not assigned.no ontology	35_1

CUST_4287_PI399408534	2	0.2790928	-0.2679367	-0.04053402	-0.14143085	0.3052988	0.04053402	35_45351	"Cluster: Os01g0133900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0133900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JQX3	CHR1V7|COORD:25650064..25652579| leucine-rich repeat transmembrane protein kinase, putative	AT1G68400.1	CHR01V5|COORD:1864738..1867192|protein receptor kinase, putative, expressed	LOC_Os01g04230.1	 no descriptionweakly similar to ( 150)AT1G68400| Symbols:  | leucine-rich repeat transmembrane protein kinase, putative | chr1:25650064-25652579 REVERSEvery weakly similar to (76.3)PSKR_DAUCAPhytosulfokine receptor precursor - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pkinase S_TKc S_TKc Pkinase_Tyr PTKc TyrKc SPS1 PTKc_Src_like PTKc_Frk_like PTKc_Csk_like PTKc_EphR PTKc_Abl PTKc_Srm_Brk PTKc_Itk PTKc_Lck_Blk PTKc_Yes PTKc_Fyn_Yrk TT_ORF1 PTKc_Jak_rpt2 PTKc_EphR_B PTKc_Src PTKc_Hck PTK_Jak_rpt1 PTKc_Chk PTKc_Tec_like 	signalling.receptor kinases.leucine rich repeat III	30_2_3

CUST_13105_PI403524517	2	0.07720184	0.009280205	-0.020794868	-0.009279251	-0.03603363	0.095544815	35_3753	"Cluster: Hypothetical protein OSJNBa0035J16.10; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0035J16.10 - Oryza sativa (japonica"	UniRef90_Q6ATY3	CHR5V7|COORD:9674637..9676121| similar to Os05g0401300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001055488.1)	AT5G27390.1	CHR05V5|COORD:19431159..19434279|protein tat pathway signal sequence family protein, expressed	LOC_Os05g33300.1	no descriptionmoderately similar to ( 246)AT5G27390| Symbols:  | similar to Os05g0401300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001055488.1) | chr5:9674637-9676121 REVERSEnot assigned	not assigned.unknown	35_2

CUST_77500_PI403524517	2	0.03827381	-0.42562294	-0.26024818	-0.038274765	0.13430691	0.66943073	35_22210	"Cluster: DnaJ domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: DnaJ domain containing protein, expressed - Oryza sativa (j"	UniRef90_Q10S35	"CHR5|COORD:7953532..7955625| similar to DNAJ heat shock protein, mitochondrially targeted (GFA2) [Arabidopsis thaliana] (TAIR:At5g48030.1); similar to PREDICTED"	AT5G23590.2	CHR03V5|COORD:2001078..1997787|protein heat shock protein binding protein, putative, expressed	LOC_Os03g04400.1	no descriptionvery weakly similar to (81.6)AT5G23590| Symbols:  | heat shock protein binding / nucleotide binding / unfolded protein binding | chr5:7953873-7954939 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DnaJ PRK12323 DnaJ DnaJ Tymo_45kd_70kd PRK07764 CbpA	stress.abiotic.heat	20_2_1

CUST_128_PI403524517	2	-0.09388924	-0.064720154	0.064720154	0.20087624	0.19431686	-0.09693527	35_32	Rep: PZE40 protein - Hordeum vulgare (Barley)	UniRef90_Q06804	CHR3V7|COORD:3381853..3384232| zinc finger (C3HC4-type RING finger) family protein	AT3G10810.1	CHR05V5|COORD:583802..584913|protein metallothionein-like protein type 2, putative, expressed	LOC_Os05g02070.3	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned Metallothio_2 PRK07764 PRK12323 PRK07003 PRK05648 FAP Atrophin-1 PRK12678 PRK12372 Protamine_P1	metal handling.binding, chelation and storage	15_2

CUST_139577_PI403524517	2	0.03587532	-0.035874844	0.28593206	-0.2497921	2.035543	-0.35727596	35_39144	"Cluster: Putative chalcone synthase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative chalcone synthase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8LIL0	"CHR5V7|COORD:4488764..4490037| CHS (CHALCONE SYNTHASE); naringenin-chalcone synthase"	AT5G13930.1	CHR07V5|COORD:10017031..10019038|protein chalcone synthase 8, putative, expressed	LOC_Os07g17010.1	" no descriptionweakly similar to ( 150)AT5G13930| Symbols: TT4, ATCHS, CHS | CHS (CHALCONE SYNTHASE); naringenin-chalcone synthase | chr5:4488764-4490037 FORWARDweakly similar to ( 160)THS1_VITVIStilbene synthase 1 - Vitis vinifera (Grape)not assigned Chal_sti_synt_N CHS_like BcsA cond_enzymes "	secondary metabolism.flavonoids.chalcones	16_8_2

CUST_26816_PI403524517	2	0.06348133	0.24815845	-0.110256195	-0.06348133	-0.48190498	0.2232008	35_7772	Rep: PREDICTED: hypothetical protein - Apis mellifera	UniRef90_UPI0000DB6CCB	CHR4V7|COORD:7758606..7760888| leucine-rich repeat family protein / extensin family protein	AT4G13340.1	CHR07V5|COORD:29268228..29266524|protein collagen-like protein 2, putative, expressed	LOC_Os07g48910.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07764 Drf_FH1 Trypan_PARP TonB GRP TT_ORF1 DUF1210 PRK06958 Extensin_2 PRK12323 PRK10819 PRK11633 Atrophin-1 FAP tatB DUF1421 Totivirus_coat PRK05648 DedD COG4371 SMN PRK09752 DUF1517 MCPVI	not assigned.unknown	35_2

CUST_149368_PI403524517	2	0.004720688	0.46561432	-0.004720688	-0.22585869	0.0054244995	-0.0689373	35_41784	"Cluster: Os01g0111900 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0111900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JRA5	"CHR2V7|COORD:16735456..16738238| similar to proline-rich family protein [Arabidopsis thaliana] (TAIR:AT3G09000.1); similar to Os01g0141900 [Oryza"	AT2G40070.1	CHR01V5|COORD:1332666..1334209|protein seven in absentia protein family protein	LOC_Os01g03300.1	no descriptionnot assigned not assigned not assigned	not assigned.unknown	35_2

CUST_132135_PI403524517	2	-0.44921875	0.10068512	0.277431	0.19770908	-0.10068464	-0.1100297	35_37112	"Cluster: Putative membrane protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative membrane protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8H802	CHR1V7|COORD:8263816..8266037| MATE efflux family protein	AT1G23300.1	CHR10V5|COORD:6342762..6347129|protein transparent testa 12 protein, putative, expressed	LOC_Os10g11860.1	no descriptionmoderately similar to ( 211)AT1G23300| Symbols:  | MATE efflux family protein | chr1:8263816-8266037 REVERSEnot assigned NorM MatE PRK01766 PRK00187	transport.misc	34_99

CUST_21369_PI403524517	2	0.23750114	-0.084498405	-0.12753963	0.25740433	0.084498405	-0.24240685	35_6201	"Cluster: Os01g0223000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0223000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JPH3	CHR5V7|COORD:18637647..18639491| GDSL-motif lipase/hydrolase family protein	AT5G45910.1	CHR01V5|COORD:6716750..6715151|protein esterase precursor, putative, expressed	LOC_Os01g12304.1	no descriptionvery weakly similar to (61.2)AT5G45910| Symbols:  | GDSL-motif lipase/hydrolase family protein | chr5:18637647-18639491 REVERSESGNH_plant_lipase_like	misc.GDSL-motif lipase	26_28

CUST_70120_PI403524517	2	0.081915855	-0.017149925	-0.018661499	0.017150879	-0.07853317	0.09001255	35_20071	"Cluster: Expressed protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10K57	"CHR3V7|COORD:18687418..18694926| similar to cupin family protein [Arabidopsis thaliana] (TAIR:AT2G18540.1); similar to Unknown protein [Oryza sativa (japonica"	AT3G50370.1	CHR03V5|COORD:15939931..15945354|protein expressed protein	LOC_Os03g27820.1	no description	not assigned.unknown	35_2

CUST_37853_PI403524517	2	0.048178673	-0.048178196	-0.13320494	0.12874699	-0.19418621	0.215209	35_10894	"Cluster: Putative kurz protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative kurz protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z742	CHR1V7|COORD:12099718..12104088| helicase domain-containing protein	AT1G33390.1	CHR02V5|COORD:30750806..30756899|protein ATP binding protein, putative, expressed	LOC_Os02g50370.1	no descriptionmoderately similar to ( 295)AT1G33390| Symbols:  | helicase domain-containing protein | chr1:12099718-12104088 REVERSEnot assigned not assigned not assigned not assigned DUF1605	DNA.synthesis/chromatin structure	28_1

CUST_17275_PI404877155	2	0.12668705	-0.32908106	0.03809023	0.009529591	-0.23774815	-0.009529591	HT11F05u_at	silencing group B protein [Zea mays]	AAK67148.1	0	0	protein acetyltransferase, GNAT family, putative	Os04g54330	NONE	amino acid metabolism.degradation.glutamate family.glutamine	13_2_2_1

CUST_102089_PI403524517	2	0.31777334	0.7885537	0.29000044	-0.29000092	-0.6829033	-0.48189783	35_29128	"Cluster: Os12g0554500 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os12g0554500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IMQ4	CHR4V7|COORD:9096820..9100608| lipase class 3 family protein	AT4G16070.1	CHR12V5|COORD:22501413..22496653|protein triacylglycerol lipase, putative, expressed	LOC_Os12g36770.2	no descriptionweakly similar to ( 177)AT4G16070| Symbols:  | lipase class 3 family protein | chr4:9096820-9100608 REVERSEnot assigned Lipase_3 Lipase_3 Lipase	lipid metabolism.lipid degradation.lipases.triacylglycerol lipase	11_9_2_1

CUST_107161_PI403524517	2	-0.7970686	-0.09657574	0.5941429	0.81523037	0.09657526	-0.5505743	35_30494	"Cluster: Os01g0699100 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0699100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JK37	"CHR2V7|COORD:13805898..13807016| MAPKKK17 (Mitogen-activated protein kinase kinase kinase 17); kinase"	AT2G32510.1	CHR01V5|COORD:29248345..29249932|protein mitogen-activated protein kinase kinase kinase 1, putative, expressed	LOC_Os01g50370.1	"no descriptionweakly similar to ( 129)AT2G32510| Symbols: MAPKKK17 | MAPKKK17 (Mitogen-activated protein kinase kinase kinase 17); kinase | chr2:13805898-13807016 REVERSEvery weakly similar to (70.5)KC47_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase TyrKc Pkinase_Tyr PTKc PTKc_Jak1_rpt2 PTKc_Jak_rpt2 PTKc_Tyk2_rpt2 PTKc_Jak2_Jak3_rpt2 SPS1 PTKc_Syk_like PTKc_Csk_like PTKc_Fes_like PTKc_HER2 PTKc_PDGFR PTKc_Tie2 PTKc_Csk PTKc_Src_like PTKc_Ack_like PTKc_FAK PTKc_EGFR_like PTKc_Itk PTKc_EGFR PTKc_ALK_LTK PTKc_Trk PTKc_Fer TT_ORF1 PRK12678 PTKc_Frk_like PTKc_Tie1 PTKc_Zap-70 PTKc_HER4 PTKc_Tie PTKc_Tec_like PTKc_Srm_Brk PTKc_FGFR PTKc_Fes"	protein.postranslational modification	29_4

CUST_5920_PI403524517	2	-0.0057640076	0.2786007	0.0057640076	-0.121432304	0.06005287	-0.04855156	35_1634	"Cluster: Senescence-associated protein-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: Senescence-associated protein-like - Oryza sativa (japonica cultiv"	UniRef90_Q5Z407	"CHR2V7|COORD:8732843..8734469| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G28770.1); similar to CD9/CD37/CD63 antigen [Medicago truncatula]"	AT2G20230.1	CHR06V5|COORD:31180666..31183728|protein expressed protein	LOC_Os06g51480.1	"no descriptionweakly similar to ( 157)AT2G20230| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G28770.1); similar to CD9/CD37/CD63 antigen [Medicago truncatula] (GB:ABE93060.1); similar to Os06g0731400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001058664.1); contains InterPro domain CD9/CD37/CD63 antigen; (InterPro:IPR000301) | chr2:8732843-8734469 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned TT_ORF1 PRK12323 PRK07764 PRK07003"	not assigned.unknown	35_2

CUST_163373_PI403524517	2	0.020497799	0.08446407	-0.020497322	0.11915207	-0.38237333	-0.4525795	35_45558	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_62139_PI403524517	2	-0.46723175	-0.9272766	0.6996136	-7.109642E-4	0.5532646	7.1144104E-4	35_17722	Rep: OSJNBb0015D13.3 protein - Oryza sativa (Rice)	UniRef90_Q5JQX6	CHR1V7|COORD:22794991..22796422| BAN (BANYULS)	AT1G61720.1	CHR04V5|COORD:31866464..31869265|protein leucoanthocyanidin reductase, putative, expressed	LOC_Os04g53850.1	no descriptionmoderately similar to ( 310)AT1G61720| Symbols: BAN | BAN (BANYULS) | chr1:22794991-22796422 REVERSEmoderately similar to ( 244)DFRA_MAIZEDihydroflavonol-4-reductase - Zea mays (Maize)not assigned not assigned not assigned WcaG Epimerase 3Beta_HSD GalE COG0702 NAD_binding_4 COG1086 fabG NmrA Polysacc_synt_2 adh_short	secondary metabolism.flavonoids.dihydroflavonols	16_8_3

CUST_116671_PI403524517	2	-0.12167168	0.22144032	0.106622696	0.07328701	-0.26060486	-0.07328701	35_33070	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_4759_PI403524517	2	-0.01280117	0.4361143	-0.12897491	-0.072434425	0.01280117	0.063884735	35_1312	"Cluster: Putative glutaryl-CoA dehydrogenase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative glutaryl-CoA dehydrogenase - Oryza sativa (japonica"	UniRef90_Q75IR2	"CHR3V7|COORD:19236630..19239985| ACX4 (ACYL-COA OXIDASE 4); oxidoreductase"	AT3G51840.1	CHR05V5|COORD:3713258..3708331|protein glutaryl-CoA dehydrogenase, mitochondrial precursor, putative, expressed	LOC_Os05g07090.1	" no descriptionhighly similar to ( 686)AT3G51840| Symbols: ATSCX, ATG6, ACX4 | ACX4 (ACYL-COA OXIDASE 4); oxidoreductase | chr3:19236630-19239985 REVERSEweakly similar to ( 162)IVD1_SOLTUIsovaleryl-CoA dehydrogenase 1, mitochondrial precursor - Solanum tuberosum (Potato)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned GCD CaiA SCAD/SBCAD ACAD IVD LCAD IBD VLCAD MCAD PRK03354 PRK12341 ACAD_fadE5 ACAD_fadE6_17_26 Acyl-CoA_dh_1 AidB AXO Acyl-CoA_dh_N fadE PRK13026 Acyl-CoA_dh_M ACAD_FadE2 DszC NcnH "	lipid metabolism.lipid degradation.beta-oxidation.acyl CoA DH	11_9_4_2

CUST_76574_PI403524517	2	0.11401749	0.5003185	-0.11401653	-0.1923666	-0.1331377	0.11905575	35_21954	"Cluster: Loricrin-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Loricrin-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K246	0	0	CHR02V5|COORD:8989569..8984540|protein expressed protein	LOC_Os02g15880.2	no description	not assigned.unknown	35_2

CUST_3358_PI404877155	2	0.06990242	0.20114803	-0.06990337	-0.23775864	-0.49758053	0.22232914	Contig13817_at	probable transcription factor - rice emb|CAA71844.1| RAPB protein [Oryza sativa (indica cultivar-group)]	T03968	CCAAT-binding transcription factor (CBF-B/NF-YA) family protein	At1g54160.1	protein probable transcription factor - rice	Os03g07880	CCAAT-binding transcription factor (CBF-B/NF-YA) family protein, contains Pfam profile: PF02045 CCAAT-binding transcription factor (CBF-B/NF-YA) subunit B	RNA.regulation of transcription.CCAAT box binding factor family, HAP2	27_3_14

CUST_152511_PI403524517	2	-0.03931904	1.2210693	0.20977974	-0.33359718	-0.18758965	0.03931904	35_42628	"Cluster: WW domain-containing protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: WW domain-containing protein-like - Oryza sativa (japonica cultivar"	UniRef90_Q5ZA54		0	CHR06V5|COORD:11084819..11093275|protein WW domain containing protein, expressed	LOC_Os06g19470.3	no description	not assigned.unknown	35_2

CUST_397_PI403524517	2	-1.8320627	-0.377203	0.51372814	0.377203	0.4688797	-1.160222	35_104	"Cluster: Leaf-specific thionin precursor [Contains: Leaf-specific thionin; Acidic protein]; n=3; Hordeum vulgare|Rep: Leaf-specific thionin precursor [Contains:"	UniRef90_P09617	CHR1V7|COORD:24609539..24610136| thionin, putative	AT1G66100.1	CHR06V5|COORD:18773644..18772307|protein thionin precursor, putative, expressed	LOC_Os06g32240.1	" no descriptionvery weakly similar to (67.8)AT1G66100| Symbols:  | thionin, putative | chr1:24609539-24610136 REVERSEmoderately similar to ( 246)THN7_HORVUThionin BTH7 precursor [Contains: Thionin BTH7; Acidic protein] - Hordeum vulgare (Barley)Thionin "	stress.biotic	20_1

CUST_85662_PI403524517	2	0.006875992	-0.14491367	0.22661209	-0.0068769455	0.14262676	-0.021121979	35_24535	"Cluster: Ent-kaurene synthase-like protein 1; n=1; Hordeum vulgare subsp. vulgare|Rep: Ent-kaurene synthase-like protein 1 - Hordeum vulgare var. distichum (Two"	UniRef90_Q673F9	"CHR1V7|COORD:29895461..29899329| GA2 (GA REQUIRING 2); ent-kaurene synthase"	AT1G79460.1	CHR04V5|COORD:30807542..30812176|protein ent-kaurene synthase B, chloroplast precursor, putative, expressed	LOC_Os04g52230.1	" no descriptionmoderately similar to ( 293)AT1G79460| Symbols: KS, ATKS, GA2 | GA2 (GA REQUIRING 2); ent-kaurene synthase | chr1:29895461-29899329 FORWARDmoderately similar to ( 272)KSB_CUCMAEnt-kaurene synthase B, chloroplast precursor - Cucurbita maxima (Pumpkin) (Winter squash)Terpene_cyclase_plant_C1 Terpene_synth_C Terpene_cyclase_C1 Terpene_synth Isoprenoid_Biosyn_C1 "	secondary metabolism.isoprenoids.terpenoids	16_1_5

CUST_38191_PI403524517	2	0.076016426	0.13332272	0.027525425	-0.027525902	-0.4471569	-0.3776126	35_10993	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_124746_PI403524517	2	0.005560875	0.6282654	-0.057849884	-0.24699306	-0.005560875	0.005754471	35_35155	"Cluster: Hydrolase-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hydrolase-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XI46		0	CHR07V5|COORD:25758924..25751651|protein hydrolase, putative, expressed	LOC_Os07g42994.1	no description	not assigned.unknown	35_2

CUST_11484_PI404877155	2	0.08226204	0.55010223	-0.095062256	-0.018239021	0.018239021	-0.061122894	Contig5166_at	P0529E05.15 [Oryza sativa (japonica cultivar-group)]	NP_915536.1	coronatine-insensitive 1 / COI1 (FBL2)	At2g39940.1	protein Leucine Rich Repeat, putative	Os05g37690	gi|18461202|dbj|BAB84399.1| P0529E05.15	hormone metabolism.jasmonate.induced-regulated-responsive-activated	17_7_3

CUST_105878_PI403524517	2	0.0324831	-0.24361706	0.02949047	-0.029491425	0.07497215	-0.14635181	35_30145	"Cluster: 60S ribosomal protein L30; n=1; Triticum aestivum|Rep: 60S ribosomal protein L30 - Triticum aestivum (Wheat)"	UniRef90_Q5I7K9	CHR3V7|COORD:6453443..6453876| 60S ribosomal protein L30 (RPL30C)	AT3G18740.1	CHR05V5|COORD:23994851..23996766|protein 60S ribosomal protein L30, putative, expressed	LOC_Os05g41110.1	no descriptionvery weakly similar to (57.8)AT3G18740| Symbols:  | 60S ribosomal protein L30 (RPL30C) | chr3:6453443-6453876 FORWARDvery weakly similar to (64.7)RL30_WHEAT60S ribosomal protein L30 - Triticum aestivum (Wheat)not assigned	protein.synthesis.misc ribososomal protein	29_2_2

CUST_83623_PI403524517	2	0.14874172	0.4318285	0.053077698	-0.08867264	-0.120075226	-0.053077698	35_23975	"Cluster: Putative aminoacyl-t-RNA synthetase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative aminoacyl-t-RNA synthetase - Oryza sativa (japonica cult"	UniRef90_Q5VRH2	CHR3V7|COORD:17774096..17781949| EDD1 (EMBRYO-DEFECTIVE-DEVELOPMENT 1)	AT3G48110.1	CHR06V5|COORD:232787..243624|protein glycyl-tRNA synthetase 2, chloroplast/mitochondrial precursor, putative, expressed	LOC_Os06g01400.1	 no descriptionweakly similar to ( 196)AT3G48110| Symbols: EDD, EDD1 | EDD1 (EMBRYO-DEFECTIVE-DEVELOPMENT 1) | chr3:17774096-17781949 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned GlyRS_alpha_core glyQ tRNA-synt_2e GlyQ PRK12323 Atrophin-1 PRK07764 Drf_FH1 PRK07003 Tymo_45kd_70kd 	protein.aa activation	29_1

CUST_178260_PI403524517	2	-0.028767586	0.5420008	0.043868065	-0.053593636	0.028767586	-0.0766325	35_49576	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_17979_PI403524517	2	-0.0073099136	-0.2180605	0.0073099136	-0.08349514	0.013743401	0.08064079	35_5193	"Cluster: DEAD/DEAH box helicase family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: DEAD/DEAH box helicase family protein, expressed - O"	UniRef90_Q10RI7	"CHR3V7|COORD:19698946..19701401| LOS4 (Low expression of osmotically responsive genes 1); ATP-dependent helicase"	AT3G53110.1	CHR03V5|COORD:3095077..3099878|protein ATP-dependent RNA helicase DBP5, putative, expressed	LOC_Os03g06220.1	"no descriptionhighly similar to ( 516)AT3G53110| Symbols: LOS4 | LOS4 (Low expression of osmotically responsive genes 1); ATP-dependent helicase | chr3:19698946-19701401 FORWARDmoderately similar to ( 214)IF4A3_NICPLEukaryotic initiation factor 4A-3 - Nicotiana plumbaginifolia (Leadwort-leaved tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned SrmB PRK11776 PRK11192 PRK11634 DEADc PRK04837 PRK04537 PRK10590 PRK01297 DEXDc DEAD HELICc DEXDc Helicase_C HELICc Lhr RecQ COG1204 SSL2 COG1202 COG1203 DEXHc COG1205 MPH1 PRK12323 PRK07003 HPC2 DUF566 TT_ORF1 Tymo_45kd_70kd Atrophin-1 DUF1509 APC_basic Extensin_2"	protein.synthesis.initiation	29_2_3

CUST_7425_PI404877155	2	0.02611208	0.14068365	-0.7080331	-0.02611208	-0.3487339	0.3028984	Contig21643_at	putative peptide transport protein [Oryza sativa (japonica cultivar-group)] gb|AAP54220.1| putative peptide transport protein [Oryza sativa	NP_921933.1	proton-dependent oligopeptide transport (POT) family protein	At5g46050.1	protein POT family, putative	Os03g04570	proton-dependent oligopeptide transport (POT) family protein, contains Pfam profile: PF00854 POT family	transport.peptides and oligopeptides	34_13

CUST_47138_PI403524517	2	0.03044653	-0.03044653	-0.11834335	-0.20688963	2.1585507	0.17645454	35_13497	"Cluster: Os06g0707000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0707000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D9N6	"CHR3V7|COORD:6228399..6229553| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G18180.1); similar to glycosyltransferase [Saccharum officinarum]"	AT3G18170.1	CHR06V5|COORD:29873426..29871387|protein HGA1, putative, expressed	LOC_Os06g49300.1	"no descriptionweakly similar to ( 128)AT3G18170| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G18180.1); similar to glycosyltransferase [Saccharum officinarum] (GB:CAI30073.1); contains InterPro domain Protein of unknown function DUF563; (InterPro:IPR007657) | chr3:6228399-6229553 FORWARDnot assigned PRK07003"	not assigned.unknown	35_2

CUST_65722_PI403524517	2	-0.3229308	-0.6896057	0.25530148	0.61406755	0.27070427	-0.25530148	35_18771	"Cluster: Metallo-beta-lactamase-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: Metallo-beta-lactamase-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K9T9	CHR4V7|COORD:16130885..16133681| metallo-beta-lactamase family protein	AT4G33540.1	CHR02V5|COORD:35657708..35654788|protein Zn-dependent hydrolases, including glyoxylases, putative, expressed	LOC_Os02g58260.1	no descriptionmoderately similar to ( 361)AT4G33540| Symbols:  | metallo-beta-lactamase family protein | chr4:16130885-16133681 FORWARDGloB Lactamase_B	not assigned.no ontology	35_1

CUST_111538_PI403524517	2	-0.1957283	-0.17871284	0.024228096	0.35578823	0.3832283	-0.024227142	35_31668	"Cluster: Lipase-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: Lipase-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5VP20		0	CHR01V5|COORD:26576234..26601032|protein carboxylic ester hydrolase/ hydrolase, acting on ester bonds, putative, expressed	LOC_Os01g46169.2	no description	not assigned.unknown	35_2

CUST_5157_PI403524517	2	0.011550903	0.3784237	0.0012750626	-0.0016870499	-0.018179893	-0.0012750626	35_1418	"Cluster: Vacuolar H+-exporting ATPase chain c.PPA1-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Vacuolar H+-exporting ATPase chain c.PPA1-like - Oryza"	UniRef90_Q9AX79	CHR4V7|COORD:15693405..15694964| vacuolar ATP synthase, putative / V-ATPase, putative	AT4G32530.1	CHR01V5|COORD:24453397..24456475|protein vacuolar ATP synthase 21 kDa proteolipid subunit, putative, expressed	LOC_Os01g42430.1	 no descriptionmoderately similar to ( 283)AT4G32530| Symbols:  | vacuolar ATP synthase, putative / V-ATPase, putative | chr4:15693405-15694964 REVERSEvery weakly similar to (80.9)VATL_AVESAVacuolar ATP synthase 16 kDa proteolipid subunit - Avena sativa (Oat)not assigned not assigned PRK06271 AtpE ATP-synt_C PRK06558 PRK08344 	transport.p- and v-ATPases.H+-transporting two-sector ATPase	34_1_1

CUST_79396_PI403524517	2	-0.05567074	0.6843176	0.21860552	-0.13493824	0.007945538	-0.007945061	35_22774	"Cluster: Putative Dephospho-CoA kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Dephospho-CoA kinase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q94DR2	CHR2|COORD:11755165..11757259| dephospho-CoA kinase family, similar to Dephospho-CoA kinase (EC 2.7.1.24) (Dephosphocoenzyme A kinase). (Swiss-Prot:Q92BF2)	AT2G27490.2	CHR01V5|COORD:14665916..14661787|protein dephospho-CoA kinase, putative, expressed	LOC_Os01g25880.1	"no descriptionweakly similar to ( 174)AT2G27490| Symbols: ATCOAE | ATCOAE; ATP binding / dephospho-CoA kinase | chr2:11755165-11756087 REVERSEnot assigned DPCK coaE CoaE CoaE coaE"	not assigned.no ontology	35_1

CUST_7389_PI403524517	2	0.46331406	0.15367413	-0.6276274	0.65952206	-0.2947073	-0.15367413	35_2054	"Cluster: Orthophosphate dikinase precursor; n=2; Oryza sativa (japonica cultivar-group)|Rep: Orthophosphate dikinase precursor - Oryza sativa"	UniRef90_O24612	"CHR4V7|COORD:8864826..8869127| PPDK (PYRUVATE ORTHOPHOSPHATE DIKINASE); kinase/ pyruvate, phosphate dikinase"	AT4G15530.3	CHR05V5|COORD:19654714..19635363|protein pyruvate, phosphate dikinase, chloroplast precursor, putative, expressed	LOC_Os05g33570.3	 no descriptionmoderately similar to ( 382)AT4G15530| Symbols: PPDK | PPDK (PYRUVATE ORTHOPHOSPHATE DIKINASE) | chr4:8864826-8870746 REVERSEmoderately similar to ( 412)PPDK_MAIZEPyruvate, phosphate dikinase, chloroplast precursor - Zea mays (Maize)PRK09279 PEP-utilizers_C PpsA PRK06464 PtsA PtsP PRK11061 PRK11177 	gluconeogenese/ glyoxylate cycle.pyruvate dikinase	6_5

CUST_60346_PI403524517	2	0.17987442	0.12423515	4.234314E-4	-4.2247772E-4	-0.0068531036	-0.029441833	35_17201	"Cluster: Putative Tic20; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Tic20 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K5Y0	"CHR4V7|COORD:1464528..1465819| TIC20-IV (TRANSLOCON AT THE INNER ENVELOPE MEMBRANE OF CHLOROPLASTS 20-IV); protein translocase"	AT4G03320.1	CHR02V5|COORD:24262282..24264151|protein tic20-like protein, putative, expressed	LOC_Os02g40080.1	"no descriptionweakly similar to ( 174)AT1G04940| Symbols: TIC20 | TIC20; protein translocase | chr1:1399587-1400615 FORWARDTic20"	protein.targeting.chloroplast	29_3_3

CUST_101685_PI403524517	2	0.11287403	-0.047512054	0.0086865425	0.012564182	-0.008687019	-0.3676834	35_29016	"Cluster: Hypothetical protein OSJNBa0029B02.18; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0029B02.18 - Oryza sativa (japonica"	UniRef90_Q6AT11	CHR5V7|COORD:8882731..8884328| serine/threonine protein phosphatase 2A (PP2A) regulatory subunit B', putative	AT5G25510.1	CHR05V5|COORD:4650404..4647142|protein transposon protein, putative, unclassified, expressed	LOC_Os05g08560.1	no descriptionB56	not assigned.unknown	35_2

CUST_12047_PI403524517	2	0.020088196	0.34890366	0.21551895	-0.056469917	-0.0751133	-0.02008915	35_3429	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_23889_PI399408534	2	-0.00898838	0.13692284	-0.08312893	0.009597778	0.008987427	-0.07383537	35_1329	Rep: Ras-related protein Rab7 - Pennisetum ciliare (Buffelgrass)	UniRef90_Q40787	"CHR3V7|COORD:6484272..6486011| AtRABG3f/AtRab7B (Arabidopsis Rab GTPase homolog G3f); GTP binding"	AT3G18820.1	CHR05V5|COORD:25537345..25540146|protein ras-related protein Rab7, putative, expressed	LOC_Os05g44050.1	" no descriptionmoderately similar to ( 203)AT3G18820| Symbols: AtRABG3f, AtRab7B | AtRABG3f/AtRab7B (Arabidopsis Rab GTPase homolog G3f); GTP binding | chr3:6484272-6486011 FORWARDweakly similar to ( 198)RAB7_GOSHIRas-related protein Rab7 - Gossypium hirsutum (Upland cotton) (Gossypium mexicanum)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Rab7 RAB Rab Ras Rab9 Rab6 Rab18 Rab4 Rab11_like Rab5_related Rab8_Rab10_Rab13_like Rab1_Ypt1 Rab21 RabA_like Rab32_Rab38 Rab23_lke Ras_like_GTPase Rab2 Rab26 COG1100 Rab35 Ras Rab33B_Rab33A Rab14 Rab27A Rab39 Rab36_Rab34 Rab19 Rab30 Rab3 Rab24 Rab12 RJL Rab15 RabL2 Rab28 Rho Ran Rab20 RAS Rap_like RHO Rap2 Rho4_like Rab40 H_N_K_Ras_like RheB M_R_Ras_like RSR1 RAN Rap1 Rho3 Spg1 RabL3 Ras2 RalA_RalB Wrch_1 Ras_dva RERG_RasL11_like Rho2 RabL4 Rop_like Rac1_like Miro Rit_Rin_Ric Tc10 Cdc42 RhoG Rhes_like RRP22 RhoA_like Rnd3_RhoE_Rho8 "	signalling.G-proteins	30_5

CUST_113472_PI403524517	2	0.3031559	0.2904358	0.04952717	-0.19239902	-0.55603313	-0.04952717	35_32209	"Cluster: Hypothetical protein OJ1280_A04.6; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1280_A04.6 - Oryza sativa (japonica cultivar"	UniRef90_Q60EQ7	CHR3V7|COORD:2966642..2968822| PWWP domain-containing protein	AT3G09670.1	CHR05V5|COORD:22681257..22686150|protein PWWP domain containing protein, expressed	LOC_Os05g38810.1	no descriptionweakly similar to ( 145)AT3G09670| Symbols:  | PWWP domain-containing protein | chr3:2966642-2968822 FORWARDPWWP PWWP	not assigned.no ontology	35_1

CUST_3099_PI404877155	2	0.25372934	-0.5927534	-0.25372887	0.73620176	-0.44710684	0.36409807	Contig13524_at	putative amino acid permease [Oryza sativa (japonica cultivar-group)]	BAC82952.1	amino acid permease 6 (AAP6)	At5g49630.1	protein Transmembrane amino acid transporter protein	Os07g04180	NONE	transport.amino acids	34_3

CUST_153295_PI403524517	2	0.34374857	0.41474533	0.3394723	-0.3520851	-0.56350565	-0.33947277	35_42844	"Cluster: Hypothetical protein OJ1359_D06.28; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1359_D06.28 - Oryza sativa (japonica cultiv"	UniRef90_Q6ETC9		0	CHR02V5|COORD:391819..395803|protein expressed protein	LOC_Os02g01710.4	no description	not assigned.unknown	35_2

CUST_80069_PI403524517	2	-0.1665678	0.08460617	0.02802658	-0.0027208328	0.0027217865	-0.07518959	35_22960	"Cluster: Putative Peroxisome assembly protein 10; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Peroxisome assembly protein 10 - Oryza sativa (japon"	UniRef90_Q6YTX9	"CHR2V7|COORD:11224845..11227493| PEX10 (peroxin 10); protein binding / zinc ion binding"	AT2G26350.1	CHR07V5|COORD:25037542..25042037|protein peroxisome assembly protein 10, putative, expressed	LOC_Os07g41800.2	"no descriptionmoderately similar to ( 317)AT2G26350| Symbols: PEX10 | PEX10 (peroxin 10); protein binding / zinc ion binding | chr2:11224845-11227493 REVERSEnot assigned Pex2_Pex12"	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_15927_PI403524517	2	0.114349365	-0.40246487	-0.016652107	0.016651154	0.07025719	-0.084391594	35_4598	"Cluster: Os02g0617900 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0617900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DZH9	CHR5V7|COORD:16057418..16058757| 60S ribosomal protein-related	AT5G40080.1	CHR02V5|COORD:24554307..24557377|protein conserved hypothetical protein	LOC_Os02g40490.1	no descriptionweakly similar to ( 128)AT5G39800| Symbols:  | 60S ribosomal protein-related | chr5:15952808-15954164 FORWARDnot assigned	protein.synthesis.misc ribososomal protein	29_2_2

CUST_40794_PI403524517	2	-0.13843727	-0.7536764	9.975433E-4	0.079068184	0.16095066	-9.965897E-4	35_11729	"Cluster: Putative glycoprotease; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative glycoprotease - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6L4N8	"CHR4|COORD:11937075..11938977| glycoprotease M22 family protein, similar to sialylglycoprotease (Haemophilus ducreyi) GI:6942294; contains Pfam profile PF00814:"	AT4G22720.2	CHR05V5|COORD:5776610..5771108|protein O-sialoglycoprotein endopeptidase, putative, expressed	LOC_Os05g10630.1	no descriptionvery weakly similar to (81.3)AT4G22720| Symbols:  | glycoprotease M22 family protein | chr4:11937478-11938728 FORWARDnot assigned PRK09605	protein.degradation	29_5

CUST_11628_PI403524517	2	-0.031824112	-0.31961918	-0.012185097	0.0635376	0.07047272	0.012185097	35_3304	"Cluster: Zinc finger, C3HC4 type family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Zinc finger, C3HC4 type family protein, expressed -"	UniRef90_Q339K7	CHR2|COORD:6373993..6378116| zinc finger (C3HC4-type RING finger) family protein, contains Pfam profile: PF00097 zinc finger, C3HC4 type (RING finger)	AT2G14835.2	CHR10V5|COORD:10051491..10056908|protein zinc finger protein-like 1, putative, expressed	LOC_Os10g20600.1	no descriptionmoderately similar to ( 339)AT2G14835| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr2:6374320-6377692 FORWARDnot assigned	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_157933_PI403524517	2	-0.24109077	-1.0210218	-0.37880516	0.46061993	1.2806063	0.24109077	35_44092	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_481_PI403524517	2	-0.034898758	0.6181078	0.034898758	0.036190033	-0.26818085	-0.07236004	35_126	"Cluster: Hypothetical protein P0435H01.17; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0435H01.17 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5JNF5	"CHR3|COORD:4982951..4985864| expressed protein, similar to expressed protein [Arabidopsis thaliana] (TAIR:At1g53450.2); similar to expressed protein"	AT3G14830.2	CHR01V5|COORD:30753777..30758934|protein expressed protein	LOC_Os01g52920.1	"no descriptionhighly similar to ( 502)AT3G14830| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G53450.2); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAS72350.1); similar to Os01g0729900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001044138.1) | chr3:4983393-4985673 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12678 PRK12323 PRK07003 Tymo_45kd_70kd Protamine_P2 TT_ORF1 APC_basic Atrophin-1 PRK07764 DUF566 Protamine_P1 Herpes_UL56 DUF1777"	not assigned.unknown	35_2

CUST_4241_PI399408534	2	-0.09901142	-0.060730934	0.060730457	0.07049036	-0.07150078	0.1444521	35_49714	"Cluster: Os09g0248900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os09g0248900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J382	CHR3V7|COORD:18625320..18627211| 2-oxoacid-dependent oxidase, putative	AT3G50210.1	CHR09V5|COORD:3729896..3725392|protein flavonol synthase-like protein, putative	LOC_Os09g07450.1	no descriptionvery weakly similar to (87.8)AT3G50210| Symbols:  | oxidoreductase | chr3:18625320-18627211 REVERSEnot assigned PcbC	hormone metabolism.ethylene.synthesis-degradation	17_5_1

CUST_12520_PI403524517	2	-0.008245468	0.3334236	0.008245468	-0.10939121	0.03199196	-0.04618454	35_3572	"Cluster: GCIP-interacting family protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: GCIP-interacting family protein-like - Oryza sativa (japonica cu"	UniRef90_Q5Z7Y7	CHR2V7|COORD:7311221..7313041| GCIP-interacting family protein	AT2G16860.1	CHR06V5|COORD:30086164..30088574|protein GCIP-interacting protein, putative, expressed	LOC_Os06g49740.1	no descriptionmoderately similar to ( 372)AT2G16860| Symbols:  | GCIP-interacting family protein | chr2:7311221-7313041 REVERSEnot assigned not assigned SYF2 PRK07003 IER PRK12323	not assigned.no ontology	35_1

CUST_5150_PI399408534	2	0.16175842	0.27202892	0.0726614	-0.0726614	-0.16722202	-0.21681738	35_21332	"Cluster: Putative polynucleotide phosphorylase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative polynucleotide phosphorylase - Oryza sativa (japonica"	UniRef90_Q69LE7	"CHR3V7|COORD:919549..924913| RIF10 (RESISTANT TO INHIBITION WITH FSM 10); 3'-5'-exoribonuclease/ RNA binding / nucleic acid binding"	AT3G03710.1	CHR07V5|COORD:3655054..3643991|protein polynucleotide phosphorylase, putative, expressed	LOC_Os07g07310.2	"no descriptionhighly similar to ( 846)AT3G03710| Symbols: RIF10 | RIF10 (RESISTANT TO INHIBITION WITH FSM 10); 3'-5'-exoribonuclease/ RNA binding / nucleic acid binding | chr3:919549-924913 FORWARDnot assigned not assigned not assigned PRK11824 Pnp RNase_PH PRK03983 Rph PNPase_KH PRK00087 S1 S1 rpsA RNase_PH_C VacB RpsA S1 PRK03987 rph rpsA SUI2 PRK08582 rpsA PRK08059 PRK05807 PNPase PRK07252 COG2123"	RNA.processing	27_1

CUST_138493_PI403524517	2	0.23708344	0.739264	0.001707077	-0.18349457	-0.001707077	-0.26302433	35_38848	"Cluster: Os06g0107000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0107000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DF93	"CHR4V7|COORD:13088434..13089961| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G25660.1); similar to Protein of unknown function DUF862,"	AT4G25680.1	CHR06V5|COORD:449941..452735|protein protease, putative, expressed	LOC_Os06g01780.1	" no descriptionmoderately similar to ( 232)AT4G25660| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G25680.1); similar to Protein of unknown function DUF862, eukaryotic [Medicago truncatula] (GB:ABE85315.1); similar to Os10g0533900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001065158.1); contains InterPro domain Protein of unknown function DUF862, eukaryotic; (InterPro:IPR008580) | chr4:13083686-13084998 FORWARDnot assigned DUF862 "	not assigned.unknown	35_2

CUST_17737_PI404877155	2	0.09130001	-0.09130049	0.24818707	0.13818645	-0.10790777	-0.12368488	HV08M06u_at	0	0	0	0	0	0	cation efflux family protein/metal tolerance protein, putative (MTPc1)	transport.metal	34_12

CUST_93034_PI403524517	2	0.09703159	0.9141607	0.010483742	-0.20866776	-0.35181093	-0.010482788	35_26601	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_149587_PI403524517	2	-0.07626915	0.28691292	0.17055893	-0.1367855	0.049272537	-0.049272537	35_41848	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_138014_PI403524517	2	-0.08820248	1.1266756	-0.17575455	0.08820248	-0.4759426	0.22593021	35_38706	"Cluster: Putative harpin inducing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative harpin inducing protein - Oryza sativa (japonica cultivar-g"	UniRef90_Q75LJ9	CHR1V7|COORD:23241239..23242177| invertase/pectin methylesterase inhibitor family protein	AT1G62760.1	CHR03V5|COORD:35079129..35080150|protein harpin-induced protein, putative, expressed	LOC_Os03g62010.1	no descriptionnot assigned not assigned not assigned Hin1 PRK12323	not assigned.unknown	35_2

CUST_76345_PI403524517	2	0.123108864	-0.22787666	-0.0126161575	-0.012003899	0.044081688	0.012002945	35_21888	"Cluster: Os07g0477500 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os07g0477500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D6I0	"CHR5|COORD:2727822..2732888| similar to expressed protein [Arabidopsis thaliana] (TAIR:At3g28770.1); similar to LOC495149 protein [Xenopus laevis] (GB:AAH84352."	AT5G08450.3	CHR07V5|COORD:17275926..17281926|protein expressed protein	LOC_Os07g29450.1	"no descriptionvery weakly similar to (90.1)AT5G08450| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G28770.1); similar to Os07g0477500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001059629.1); similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE80313.1); contains domain LCCL domain (SSF69848) | chr5:2727971-2732573 REVERSE"	not assigned.unknown	35_2

CUST_180329_PI403524517	2	0.03136921	-0.12133694	-0.03136921	0.042879105	-0.051502228	0.107806206	35_50151	0	0		0	CHR03V5|COORD:9286561..9291731|protein DHHC zinc finger domain containing protein, expressed	LOC_Os03g16790.1	no description	not assigned.unknown	35_2

CUST_106643_PI403524517	2	0.005153179	0.2953205	-0.0051527023	-0.053761005	0.05664587	-0.24946785	35_30349	Rep: RISBZ4 - Oryza sativa (Rice)	UniRef90_Q9AVD0		0	CHR02V5|COORD:4109767..4112881|protein regulatory protein opaque-2, putative, expressed	LOC_Os02g07840.2	no description	not assigned.unknown	35_2

CUST_136651_PI403524517	2	0.011791229	-0.18435097	0.06294441	-0.042409897	6.685257E-4	-6.685257E-4	35_38322	Rep: H0525G02.6 protein - Oryza sativa (Rice)	UniRef90_Q00RR4		0	CHR04V5|COORD:31034974..31030629|protein transposon protein, putative, unclassified, expressed	LOC_Os04g52560.1	no description	not assigned.unknown	35_2

CUST_18297_PI404877155	2	-0.020997047	-0.542305	0.020997047	0.15725422	0.068203926	-0.05130291	HVSMEg0003A16r2_s_at	0	BAD10618.1	malate dehydrogenase (NAD), chloroplast (MDH)	At3g47520.1	protein malate dehydrogenase, NAD-dependent, putative	Os01g61380	NONE	TCA / org. transformation.other organic acid transformaitons.cyt MDH	8_2_09

CUST_103590_PI403524517	2	0.08524895	0.5203657	-0.030071259	-0.18994045	-0.12879944	0.030071259	35_29537	"Cluster: Hypothetical protein OSJNBa0052F07.19; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0052F07.19 - Oryza sativa (japonica"	UniRef90_Q851Q4	CHR2V7|COORD:11112819..11113685| RTE1 (REVERSION-TO-ETHYLENE SENSITIVITY1)	AT2G26070.1	CHR03V5|COORD:33263940..33266222|protein expressed protein	LOC_Os03g58520.1	no descriptionvery weakly similar to (82.0)AT2G26070| Symbols: RTE1 | RTE1 (REVERSION-TO-ETHYLENE SENSITIVITY1) | chr2:11112819-11113685 REVERSEnot assigned DUF778	not assigned.unknown	35_2

CUST_38582_PI403524517	2	0.12889004	0.059974194	-0.05997467	0.17072487	-0.55001974	-0.20166874	35_11101	"Cluster: Hypothetical protein OSJNBa0055M07.14; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0055M07.14 - Oryza sativa (japonica"	UniRef90_Q6ERP1	0	0	0	0	no description	not assigned.unknown	35_2

CUST_170615_PI403524517	2	0.23107958	-0.18382931	-0.017516136	-0.053759575	0.07529783	0.017516613	35_47523	"Cluster: Basic proline-rich protein precursor [Contains: Proline-rich peptide SP-A (PRP-SP-A); Proline-rich peptide SP-B (PRP-SP-B); Parotid hormone (PH-Ab)]; n"	UniRef90_Q95JC9	CHR1V7|COORD:22496859..22500684| proline-rich family protein	AT1G61080.1	CHR07V5|COORD:24271675..24264784|protein formin-2, putative, expressed	LOC_Os07g40510.1	no descriptionnot assigned not assigned not assigned not assigned PRK07764 PRK07003 PRK12323	not assigned.unknown	35_2

CUST_9633_PI404877155	2	0.0011491776	-0.5239706	0.028565407	-0.16341686	-0.0011501312	0.012137413	Contig3376_at	Putative trehalose-6-phosphate synthase [Oryza sativa (japonica cultivar-group)] gb|AAN52740.1| Putative trehalose-6-phosphate synthase [Ory	NP_912486.1	glycosyl transferase family 20 protein / trehalose-phosphatase family protein	At1g68020.2	protein trehalose-phosphatase, putative	Os03g12360	Putative trehalose-6-phosphate synthase	minor CHO metabolism.trehalose.potential TPS/TPP	3_2_3

CUST_48863_PI403524517	2	0.038679123	-0.9650421	-0.19591713	0.010720253	0.033020973	-0.010720253	35_13953	Rep: Probable histone H2AXb - Oryza sativa (Rice)	UniRef90_Q2QPG9	CHR1V7|COORD:2847147..2847679| histone H2A, putative	AT1G08880.1	CHR12V5|COORD:20855670..20854734|protein histone H2A, putative, expressed	LOC_Os12g34510.1	 no descriptionweakly similar to ( 122)AT1G54690| Symbols:  | histone H2A, putative | chr1:20418274-20418873 REVERSEweakly similar to ( 125)H2AXA_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned H2A H2A HTA1 Histone PRK12323 PRK07003 PRK07764 	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_90073_PI403524517	2	-0.023543358	0.70254135	0.16469288	0.023543358	-0.3569064	-0.17524624	35_25768	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_93681_PI403524517	2	-0.3660574	0.1292839	0.43120956	0.11764908	-0.11765003	-0.27532864	35_26787	"Cluster: Permease I, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Permease I, putative, expressed - Oryza sativa (japonica cultivar-gro"	UniRef90_Q10BC0	CHR1V7|COORD:22117658..22120313| xanthine/uracil permease family protein	AT1G60030.1	CHR03V5|COORD:34540146..34536291|protein permease I, putative, expressed	LOC_Os03g60880.4	no descriptionmoderately similar to ( 258)AT1G60030| Symbols:  | xanthine/uracil permease family protein | chr1:22117658-22120313 REVERSEnot assigned not assigned not assigned not assigned not assigned UraA Xan_ur_permease PRK10720	transport.misc	34_99

CUST_16256_PI403524517	2	0.20682907	-0.1091423	-0.113573074	0.07369995	-0.029697418	0.029697418	35_4685	"Cluster: Syntaxin-like protein 2; n=1; Hordeum vulgare subsp. vulgare|Rep: Syntaxin-like protein 2 - Hordeum vulgare var. distichum (Two-rowed barley)"	UniRef90_Q69HW1	"CHR1V7|COORD:2709781..2710713| SYP111 (syntaxin 111); t-SNARE"	AT1G08560.1	CHR03V5|COORD:30143453..30144692|protein syntaxin-related protein KNOLLE, putative, expressed	LOC_Os03g52650.1	" no descriptionmoderately similar to ( 288)AT1G08560| Symbols: KN, ATSYP111, SYP111 | SYP111 (syntaxin 111); t-SNARE | chr1:2709781-2710713 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned SynN COG5074 SynN SNARE COG5325 t_SNARE t_SNARE PRK07003 PRK12678 Herpes_BLLF1 APC_basic PRK07764 DUF566 HPC2 SerH PRK08853 Tymo_45kd_70kd PRK12323 PRK12372 "	cell. vesicle transport	31_4

CUST_69376_PI403524517	2	0.08427429	-0.016524315	0.099342346	0.016525269	-0.70896816	-0.08415985	35_19850	Rep: TPR repeat - Medicago truncatula (Barrel medic)	UniRef90_Q1S6C9	CHR1V7|COORD:5257322..5264809| binding	AT1G15290.1	CHR04V5|COORD:32616099..32629411|protein ataxin-2 C-terminal region family protein, expressed	LOC_Os04g55230.1	no descriptionmoderately similar to ( 446)AT1G15290| Symbols:  | binding | chr1:5257322-5264809 REVERSEnot assigned	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_51180_PI403524517	2	0.09883976	-0.01800251	-0.0459013	0.01800251	0.119044304	-0.09327793	35_14589	"Cluster: Starch synthase 1, chloroplast precursor; n=5; Triticeae|Rep: Starch synthase 1, chloroplast precursor - Triticum aestivum (Wheat)"	UniRef90_Q43654	"CHR5V7|COORD:8266937..8270863| SSI (STARCH SYNTHASE I); transferase, transferring glycosyl groups"	AT5G24300.1	CHR06V5|COORD:3085809..3078060|protein soluble starch synthase 1, chloroplast precursor, putative, expressed	LOC_Os06g06560.1	" no descriptionhighly similar to ( 815)AT5G24300| Symbols: SSI, ATSS1 | SSI (STARCH SYNTHASE I); transferase, transferring glycosyl groups | chr5:8266937-8270863 FORWARDnearly identical (1150)SSY1_WHEATStarch synthase 1, chloroplast precursor - Triticum aestivum (Wheat)not assigned glgA GlgA Glyco_transf_5 RfaG Glycos_transf_1 "	major CHO metabolism.synthesis.starch.starch synthase	2_1_2_2

CUST_95673_PI403524517	2	0.0016851425	-0.14392567	0.28447723	-0.04759407	-0.0016851425	0.39655685	35_27342	"Cluster: OSJNBb0059K02.19 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: OSJNBb0059K02.19 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XMP2	0	0	CHR04V5|COORD:32973555..32977063|protein OsWAK55 - OsWAK receptor-like protein kinase	LOC_Os04g55760.1	no description	not assigned.unknown	35_2

CUST_89715_PI403524517	2	-0.012107849	0.20243645	-0.04716301	0.012107849	-0.04968357	0.01971531	35_25669	"Cluster: Os09g0394500 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0394500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J1Y6	CHR1V7|COORD:1438323..1441384| hexose transporter, putative	AT1G05030.1	CHR09V5|COORD:16962592..16964809|protein D-xylose-proton symporter, putative, expressed	LOC_Os09g27900.1	 no descriptionweakly similar to ( 117)AT1G05030| Symbols:  | hexose transporter, putative | chr1:1438323-1441384 REVERSEnot assigned not assigned Sugar_tr xylE 	transporter.sugars	34_2

CUST_349_PI404877155	2	0.07804489	0.18478203	-0.021850586	-0.09374714	-0.03688526	0.02185154	Contig10257_at	P0407B12.26 [Oryza sativa (japonica cultivar-group)]	NP_917736.1	expressed protein	At3g61670.1	protein expressed protein	Os01g43330	NONE	signalling.G-proteins	30_5

CUST_32219_PI399408534	2	0.043771744	-0.39891815	0.02142334	-0.021424294	0.10515404	-0.11013794	35_1014	"Cluster: Putative nucleolar protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative nucleolar protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8H2U5	CHR3V7|COORD:4091685..4093928| nucleolar protein Nop56, putative	AT3G12860.1	CHR07V5|COORD:27924479..27928960|protein nucleolar protein Nop56, putative, expressed	LOC_Os07g46720.2	 no descriptionmoderately similar to ( 482)AT3G12860| Symbols:  | nucleolar protein Nop56, putative | chr3:4091685-4093928 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned SIK1 Sm_D2 NOSIC NOP5NT Nop LSm3 Sm LSM LSM1 Sm_like 	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_67803_PI403524517	2	0.05776882	0.43605614	0.00481987	-0.05615616	-0.027414322	-0.0048189163	35_19369	Rep: OSJNBb0004A17.9 protein - Oryza sativa (Rice)	UniRef90_Q7XPI0	0	0	CHR04V5|COORD:34101088..34095024|protein poly polymerase catalytic domain containing protein, expressed	LOC_Os04g57640.2	no description	not assigned.unknown	35_2

CUST_10890_PI403524517	2	-0.6044569	-0.09014654	0.09014654	0.25128555	0.41746664	-0.114005566	35_3077	"Cluster: Hypothetical protein P0707D10.15; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0707D10.15 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5VRC2	CHR1V7|COORD:26771182..26771712| proline-rich family protein	AT1G70990.1	CHR01V5|COORD:26276214..26277048|protein expressed protein	LOC_Os01g45700.1	no description	not assigned.unknown	35_2

CUST_174_PI403524517	2	0.07257271	-0.3573408	-0.038718224	-0.025374413	0.025374413	0.03508663	35_46	"Cluster: Eukaryotic translation initiation factor 2 subunit beta; n=3; BEP clade|Rep: Eukaryotic translation initiation factor 2 subunit beta - Triticum aestivu"	UniRef90_O24473	CHR5V7|COORD:7094996..7096663| EIF2 BETA (EMBRYO DEFECTIVE 1401)	AT5G20920.1	CHR03V5|COORD:12294537..12299511|protein eukaryotic translation initiation factor 2 beta subunit, putative, expressed	LOC_Os03g21550.2	 no descriptionmoderately similar to ( 346)AT5G20920| Symbols: EMB1401, EIF2 BETA | EIF2 BETA (EMBRYO DEFECTIVE 1401) | chr5:7094996-7096663 REVERSEhighly similar to ( 506)IF2B_WHEATEukaryotic translation initiation factor 2 subunit beta - Triticum aestivum (Wheat)not assigned not assigned eIF-5_eIF-2B eIF2B_5 GCD7 PRK03988 PRK12336 	protein.synthesis.initiation	29_2_3

CUST_24533_PI399408534	2	-4.5347214E-4	0.5331774	4.5394897E-4	-0.21538067	-0.19173431	0.17663097	35_6190	Rep: Single myb histone 6 - Zea mays (Maize)	UniRef90_Q6WLH1	CHR1|COORD:18497837..18500831| DNA-binding protein, putative, contains similarity to DNA-binding protein PcMYB1 (Petroselinum crispum) gi:2224899:gb:AAB61699	AT1G49950.1	CHR12V5|COORD:25954381..25950892|protein single myb histone 6, putative, expressed	LOC_Os12g41920.3	" no descriptionweakly similar to ( 179)AT1G49950| Symbols: ATTRB1, TRB1 | ATTRB1/TRB1 (TELOMERE REPEAT BINDING FACTOR 1); DNA binding / transcription factor | chr1:18498107-18500381 REVERSEH15 "	RNA.regulation of transcription.MYB-related transcription factor family	27_3_26

CUST_10554_PI403524517	2	0.07754803	-0.19452763	-0.032030106	0.006503105	0.1347599	-0.0065021515	35_2977	"Cluster: Putative ribosomal protein L6; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative ribosomal protein L6 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6YTT6	CHR2V7|COORD:7996747..7997055| ribosomal protein L6 family protein	AT2G18400.1	CHR03V5|COORD:29413483..29416379|protein mitochondrial 60S ribosomal protein L6, putative, expressed	LOC_Os03g51510.3	no descriptionweakly similar to ( 153)AT2G18400| Symbols:  | ribosomal protein L6 family protein | chr2:7996747-7997055 REVERSEweakly similar to ( 127)RM06_MARPOMitochondrial 60S ribosomal protein L6 - Marchantia polymorpha (Liverwort)not assigned rplF rpl6 RplF Ribosomal_L6	protein.synthesis.mito/plastid ribosomal protein.mitochondrial	29_2_1_2

CUST_77659_PI403524517	2	0.113753796	-0.25913525	-0.007633209	0.29847717	0.007633686	-0.05309677	35_22263	0	0	0	0	CHR02V5|COORD:1151805..1154292|protein succinate dehydrogenase subunit 3, putative, expressed	LOC_Os02g02940.1	no description	not assigned.unknown	35_2

CUST_8643_PI399408534	2	0.17413473	0.3110938	-0.066631794	-0.059490204	0.059490204	-0.10573959	35_28272	"Cluster: GTPase activating protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: GTPase activating protein-like - Oryza sativa (japonica cultivar-group"	UniRef90_Q5SMT0	"CHR5V7|COORD:21355278..21357204| similar to Os02g0709800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001047892.1); similar to RabGAP/TBC"	AT5G52580.1	CHR02V5|COORD:29375217..29367149|protein TBC domain containing protein, expressed	LOC_Os02g48000.3	"no descriptionvery weakly similar to (93.6)AT5G52580| Symbols:  | similar to Os02g0709800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001047892.1); similar to RabGAP/TBC domain-containing protein [Dictyostelium discoideum AX4] (GB:XP_636536.1) | chr5:21355278-21357204 FORWARDnot assigned not assigned"	signalling.G-proteins	30_5

CUST_74001_PI403524517	2	0.11980152	0.29070663	-0.0063638687	-0.07973385	-0.4007845	0.0063638687	35_21223	"Cluster: Putative PMS2 postmeiotic segregation increased 2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative PMS2 postmeiotic segregation increased 2 -"	UniRef90_Q69L72	CHR4V7|COORD:1076306..1080510| DNA mismatch repair protein, putative	AT4G02460.1	CHR02V5|COORD:22918620..22911947|protein ATP binding protein, putative, expressed	LOC_Os02g37920.1	 no descriptionhighly similar to ( 503)AT4G02460| Symbols:  | DNA mismatch repair protein, putative | chr4:1076306-1080510 REVERSEnot assigned not assigned not assigned MutL mutL MutL_Trans_hPMS_2_like MutL_Trans DNA_mis_repair MutL_Trans_hPMS_1_like TopoII_MutL_Trans MutL_Trans_MLH3 MutL_Trans_MLH1 MutL_Trans_MutL 	DNA.repair	28_2

CUST_25968_PI403524517	2	-0.0012512207	0.5967598	-0.012915611	-0.046470642	0.029670715	0.0012521744	35_7524	"Cluster: Putative LSTK-1-like kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative LSTK-1-like kinase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q94CU5	CHR3V7|COORD:15917775..15922352| kinase	AT3G44200.1	CHR01V5|COORD:37750223..37743879|protein ATP binding protein, putative, expressed	LOC_Os01g64490.1	no descriptionweakly similar to ( 103)AT3G44200| Symbols:  | kinase | chr3:15917775-15922352 FORWARD	protein.postranslational modification	29_4

CUST_11605_PI403524517	2	-0.012372017	-0.42434692	-0.06182003	0.065600395	0.050723076	0.012372971	35_3297	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6F385	CHR3V7|COORD:1311453..1313019| Encodes a protein with little sequence identity with any other protein of known structure or function.  Part of this protein show	AT3G04780.1	CHR03V5|COORD:33035109..33038349|protein thioredoxin-like protein 1, putative, expressed	LOC_Os03g58130.1	no descriptionmoderately similar to ( 248)AT3G04780| Symbols:  | Encodes a protein with little sequence identity with any other protein of known structure or function.  Part of this protein shows a 42% sequence identity with the C-terminal domain of the 32-kD human thioredoxin-like protein. | chr3:1311453-1313019 REVERSEnot assigned not assigned not assigned DUF1000	not assigned.unknown	35_2

CUST_108520_PI403524517	2	-0.63170147	-0.6870022	0.7105074	0.11872959	0.20441437	-0.11872864	35_30865	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_49706_PI403524517	2	0.04749012	-0.95413685	-0.15477848	0.071362495	-0.027334213	0.027334213	35_14175	Rep: Actin-5C - Drosophila melanogaster (Fruit fly)	UniRef90_P10987	"CHR3V7|COORD:3858122..3859615| ACT11 (ACTIN-11); structural constituent of cytoskeleton"	AT3G12110.1	CHR03V5|COORD:29024020..29026443|protein actin-1, putative, expressed	LOC_Os03g50890.1	"no descriptionhighly similar to ( 721)AT3G12110| Symbols: ACT11 | ACT11 (ACTIN-11); structural constituent of cytoskeleton | chr3:3858122-3859615 FORWARDhighly similar to ( 728)ACT1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned Actin ACTIN ACTIN COG5277"	cell.organisation	31_1

CUST_117554_PI403524517	2	-0.10552502	0.050606728	-0.035351753	0.06908989	0.035352707	-0.0817337	35_33306	"Cluster: Homolog of Fundulus heteroclitus V-ATPase subunit A.; n=1; Takifugu rubripes|Rep: Homolog of Fundulus heteroclitus V-ATPase subunit A. - Takifugu rubri"	UniRef90_UPI000065CF3A	"CHR1V7|COORD:29665356..29669468| VHA-A; ATP binding / hydrogen ion transporting ATP synthase, rotational mechanism"	AT1G78900.1	CHR06V5|COORD:27291851..27285246|protein vacuolar ATP synthase catalytic subunit A, putative, expressed	LOC_Os06g45120.1	" no descriptionweakly similar to ( 110)AT1G78900| Symbols: VHA-A | VHA-A; ATP binding / hydrogen ion transporting ATP synthase, rotational mechanism | chr1:29665356-29669468 FORWARDweakly similar to ( 111)VATA_PHAAUVacuolar ATP synthase catalytic subunit A - Phaseolus aureus (Mung bean) (Vigna radiata)not assigned V_A-ATPase_A NtpA PRK04192 ATP-synt_ab "	transport.p- and v-ATPases.H+-transporting two-sector ATPase	34_1_1

CUST_133053_PI403524517	2	0.119628906	0.3608265	-0.36750126	-0.031949997	0.03195095	-0.035995483	35_37360	"Cluster: Arm repeat protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Arm repeat protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q84VE7	CHR5V7|COORD:320980..323004| armadillo/beta-catenin repeat family protein / U-box domain-containing protein	AT5G01830.1	CHR05V5|COORD:23380024..23382656|protein spotted leaf protein 11, putative, expressed	LOC_Os05g39930.1	no descriptionweakly similar to ( 125)AT5G01830| Symbols:  | armadillo/beta-catenin repeat family protein / U-box domain-containing protein | chr5:320980-323004 FORWARDvery weakly similar to (88.2)SPL11_ORYSAARM	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_132907_PI403524517	2	0.079631805	0.2648182	-0.1296339	-0.24051094	-0.07963085	0.084080696	35_37321	"Cluster: Early flowering 4, putative, expressed; n=2; Oryza sativa|Rep: Early flowering 4, putative, expressed - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2R122		0	CHR11V5|COORD:23729086..23732131|protein early flowering 4, putative, expressed	LOC_Os11g40610.5	no description	not assigned.unknown	35_2

CUST_133303_PI403524517	2	0.16631699	-0.032009125	-0.055028915	0.03201008	-0.064263344	0.05077839	35_37425	"Cluster: SnRK1-interacting protein 1, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: SnRK1-interacting protein 1, putative, expressed - O"	UniRef90_Q10AI2	"CHR5V7|COORD:19401781..19403034| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G71310.1); similar to Os03g0851500 [Oryza sativa (japonica"	AT5G47870.1	CHR03V5|COORD:35784901..35793232|protein snRK1-interacting protein 1, putative, expressed	LOC_Os03g63450.2	"no descriptionvery weakly similar to (88.6)AT5G47870| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G71310.1); similar to Os03g0851500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001051915.1); similar to Os09g0512800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001063645.1); similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:BAD34413.1) | chr5:19401781-19403034 REVERSE"	not assigned.unknown	35_2

CUST_88818_PI403524517	2	0.049952507	-0.51054716	0.05138302	-0.052565575	-0.049951553	0.110874176	35_25415	"Cluster: UPI000069F8DC related cluster; n=1; Xenopus tropicalis|Rep: UPI000069F8DC UniRef100 entry - Xenopus tropicalis"	UniRef90_UPI000069F8DC	CHR1V7|COORD:25812961..25813793| AGP19/ATAGP19 (ARABINOGALACTAN-PROTEIN 19)	AT1G68725.1	CHR07V5|COORD:17266971..17268414|protein electron transporter/ thiol-disulfide exchange intermediate, putative, expressed	LOC_Os07g29410.2	no descriptionnot assigned	not assigned.unknown	35_2

CUST_4670_PI404877155	2	0.0013523102	-0.21357727	-0.18628788	-0.0013518333	0.30432224	0.79463196	Contig15852_at	putative DNA-directed RNA polymerase I subunit, 5'-partial [Oryza sativa (japonica cultivar-group)] gb|AAP54430.1| putative DNA-directed RNA	NP_922143.1	DNA-directed RNA polymerase family protein	At1g29940.1	protein putative RNA polymerase	Os10g35290	NONE	RNA.transcription	27_2

CUST_9833_PI399408534	2	-0.25009537	-0.026781082	0.34562016	0.026781082	0.22755527	-0.14543343	35_1852	Rep: Myb4 transcription factor - Hordeum vulgare (Barley)	UniRef90_Q96463	"CHR3V7|COORD:8309499..8310631| AtMYB15/AtY19/MYB15 (myb domain protein 15); DNA binding / transcription factor"	AT3G23250.1	CHR04V5|COORD:25625822..25623948|protein myb-related protein Myb4, putative, expressed	LOC_Os04g43680.1	" no descriptionmoderately similar to ( 227)AT3G23250| Symbols: MYB15, AtY19, AtMYB15 | AtMYB15/AtY19/MYB15 (myb domain protein 15); DNA binding | chr3:8309749-8310631 FORWARDmoderately similar to ( 240)MYB4_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned REB1 Myb_DNA-binding PRK12678 SANT SANT PRK09169 PRK07003 DUF566 APC_basic DUF1777 AF-4 Transformer Umbravirus_LDM "	RNA.regulation of transcription.MYB domain transcription factor family	27_3_25

CUST_24061_PI403524517	2	-0.020078659	-0.38024044	0.18565845	-0.14179611	0.020079613	0.09624767	35_6990	"Cluster: Tubulin-tyrosine ligase family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Tubulin-tyrosine ligase family protein, expressed -"	UniRef90_Q10QY4	CHR1V7|COORD:29143384..29147859| protein binding / tubulin-tyrosine ligase	AT1G77550.1	CHR03V5|COORD:4129853..4136536|protein tubulin--tyrosine ligase-like protein 12, putative, expressed	LOC_Os03g08140.1	no descriptionmoderately similar to ( 216)AT1G77550| Symbols:  | protein binding / tubulin-tyrosine ligase | chr1:29143384-29147859 REVERSEnot assigned TTL	cell.organisation	31_1

CUST_112922_PI403524517	2	-0.018330574	0.22214699	-0.11182785	0.07689285	-0.41919994	0.01833105	35_32053	"Cluster: Hypothetical protein OSJNBa0085D07.19; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0085D07.19 - Oryza sativa (japonica"	UniRef90_Q5N769	CHR1V7|COORD:16816094..16817173| DNA binding / ligand-dependent nuclear receptor	AT1G44191.1	CHR01V5|COORD:34947082..34950780|protein expressed protein	LOC_Os01g59860.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07764 PRK12323 Atrophin-1 Extensin_2 DUF1421 Herpes_BLLF1 PRK05648 PRK11633 DUF1210 Tymo_45kd_70kd	not assigned.unknown	35_2

CUST_76973_PI403524517	2	0.42262745	-0.17342663	-0.06842899	0.003783226	-0.003783226	0.29754162	35_22063	"Cluster: Putative receptor-like protein kinase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative receptor-like protein kinase - Oryza sativa (japonica"	UniRef90_Q8RUT5	CHR3V7|COORD:20910382..20913369| leucine-rich repeat transmembrane protein kinase, putative	AT3G56370.1	CHR01V5|COORD:35412437..35408774|protein receptor-like protein kinase precursor, putative, expressed	LOC_Os01g60670.1	 no descriptionmoderately similar to ( 290)AT3G56370| Symbols:  | leucine-rich repeat transmembrane protein kinase, putative | chr3:20910382-20913369 REVERSEweakly similar to ( 122)RPK1_IPONIReceptor-like protein kinase precursor - Ipomoea nil (Japanese morning glory) (Pharbitis nil)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PTKc Pkinase_Tyr Pkinase S_TKc TyrKc S_TKc SPS1 PTKc_Jak_rpt2 PTK_HER3 PTKc_EphR PTKc_c-ros PTKc_EGFR_like PTKc_Src_like PTKc_Fes_like PTKc_Aatyk1_Aatyk3 PTKc_Aatyk PTKc_EphR_A2 PTK_Ryk PTKc_Ror PTKc_Frk_like PTKc_InsR_like PTKc_Srm_Brk PTKc_Met_Ron PTKc_Ack_like PTKc_Tec_like PTKc_TrkC PTKc_Trk PTKc_ALK_LTK PTKc_Syk_like PTKc_RET PTKc_Jak2_Jak3_rpt2 PTKc_DDR PTKc_EphR_A PTKc_TrkB PTKc_FGFR4 PTKc_Abl PTKc_Btk_Bmx PTKc_Tyk2_rpt2 PTKc_Chk PTKc_Ror1 PTKc_FGFR1 PTK_CCK4 PTKc_Itk PTKc_Tec_Rlk PTKc_FGFR PTKc_FGFR2 PTKc_FGFR3 PTKc_Lck_Blk PTKc_Csk_like PTKc_Hck PTKc_VEGFR PTKc_Fyn_Yrk PTKc_Ror2 PTKc_FAK PTKc_Yes PTKc_VEGFR3 PTKc_HER4 PTKc_Lyn PTKc_Jak1_rpt2 PTKc_Src PTKc_EphR_B PTKc_Musk PTKc_IGF-1R PTKc_Zap-70 PTKc_VEGFR2 PTKc_EphR_A10 	protein.postranslational modification.kinase.receptor like cytoplasmatic kinase VII	29_4_1_57

CUST_32003_PI399408534	2	-0.40505219	-0.19318485	0.12318134	0.05258274	0.21703053	-0.05258274	35_21666	Rep: GAI protein - Oryza sativa (Rice)	UniRef90_Q6S5L6	"CHR1V7|COORD:5149409..5151010| GAI (GA INSENSITIVE); transcription factor"	AT1G14920.1	CHR01V5|COORD:26372688..26371014|protein DELLA protein RGA, putative, expressed	LOC_Os01g45860.1	" no descriptionmoderately similar to ( 303)AT1G14920| Symbols: RGA2, GAI | GAI (GA INSENSITIVE); transcription factor | chr1:5149409-5151010 FORWARDmoderately similar to ( 303)SLR1_ORYSAnot assigned not assigned not assigned not assigned GRAS PRK07003 PRK12678 Herpes_BLLF1 "	RNA.regulation of transcription.GRAS transcription factor family	27_3_21

CUST_80102_PI403524517	2	0.49089813	-0.08576727	0.055284977	-0.23643112	-0.0020098686	0.0020103455	35_22974	"Cluster: Regulatory protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Regulatory protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8RUF2	CHR2V7|COORD:495690..499558| calcium-dependent protein kinase-related / CDPK-related	AT2G02060.1	CHR01V5|COORD:40538046..40540330|protein regulatory protein, putative, expressed	LOC_Os01g69190.1	"no descriptionvery weakly similar to (64.7)AT1G14590| Symbols:  | similar to calcium-dependent protein kinase-related / CDPK-related [Arabidopsis thaliana] (TAIR:AT2G02060.1); similar to Os02g0686300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001047769.1); similar to H0307D04.3 [Oryza sativa (indica cultivar-group)] (GB:CAH66858.1); contains domain (Trans)glycosidases (SSF51445); contains domain PENTATRICOPEPTIDE REPEAT-CONTAINING PROTEIN (PTHR10483) | chr1:4998952-5000612 REVERSE"	not assigned.unknown	35_2

CUST_36957_PI403524517	2	0.04878521	-0.24926376	-0.11153889	-0.046880722	0.046880722	0.053715706	35_10650	"Cluster: Os03g0598200 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os03g0598200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DQG5	"CHR1V7|COORD:25971084..25975052| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G28770.1); similar to unknown protein [Oryza sativa (japonica"	AT1G69070.1	CHR03V5|COORD:22247189..22240310|protein nop14-like family protein, expressed	LOC_Os03g40110.1	" no descriptionmoderately similar to ( 229)AT1G69070| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G28770.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAN08225.2); similar to Nop14-like family protein, expressed [Oryza sativa (japonica cultivar-group)] (GB:ABF97462.1); similar to Nop14-like protein [Medicago truncatula] (GB:ABE90856.1); contains InterPro domain Nop14-like protein; (InterPro:IPR007276) | chr1:25971084-25975052 REVERSEnot assigned Nop14 "	not assigned.unknown	35_2

CUST_7540_PI403524517	2	0.05963993	0.20983887	-0.06062126	-0.13920212	-0.037712097	0.037711143	35_2097	"Cluster: Os08g0305300 protein; n=4; Oryza sativa (japonica cultivar-group)|Rep: Os08g0305300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J6K0	"CHR5V7|COORD:6540605..6544264| similar to binding [Arabidopsis thaliana] (TAIR:AT1G28260.2); similar to putative cytokinin inducibl protein [Oryza sativa"	AT5G19400.1	CHR08V5|COORD:12727531..12719179|protein cig3, putative, expressed	LOC_Os08g21350.3	"no descriptionhighly similar to ( 613)AT5G19400| Symbols:  | similar to binding [Arabidopsis thaliana] (TAIR:AT1G28260.2); similar to putative cytokinin inducibl protein [Oryza sativa (japonica cultivar-group)] (GB:AAQ56453.1); similar to Os08g0305300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001061501.1); contains domain SMG-7 (SUPPRESSOR WITH MORPHOLOGICAL EFFECT ON GENITALIA PROTEIN 7) (PTHR15696); contains domain TPR-like (SSF48452) | chr5:6540605-6544264 FORWARDnot assigned"	not assigned.unknown	35_2

CUST_169014_PI403524517	2	-0.15015697	0.30953598	0.20722294	-0.02183628	-0.14651775	0.02183628	35_47069	"Cluster: Hypothetical protein OJ1384D03.5; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1384D03.5 - Oryza sativa (japonica cultivar-g"	UniRef90_Q8H7Q6	"CHR3V7|COORD:19360862..19364437| SEX4 (STARCH-EXCESS 4); oxidoreductase/ polysaccharide binding / protein tyrosine/serine/threonine phosphatase"	AT3G52180.1	CHR03V5|COORD:455084..449798|protein protein tyrosine phosphatase, putative, expressed	LOC_Os03g01750.5	" no descriptionvery weakly similar to (77.4)AT3G52180| Symbols: ATPTPKIS1, DSP4, SEX4 | SEX4 (STARCH-EXCESS 4); protein tyrosine/serine/threonine phosphatase | chr3:19361552-19364437 REVERSEAMPKbeta_GBD_like "	not assigned.no ontology	35_1

CUST_11259_PI403524517	2	0.005763054	-0.02954197	-0.0057640076	0.0094127655	0.08224678	-0.04560852	35_3191	"Cluster: Hypothetical protein P0686H11.3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0686H11.3 - Oryza sativa (japonica"	UniRef90_Q6Z8V4	CHR5V7|COORD:19357173..19359090| protein kinase, putative	AT5G47750.1	CHR09V5|COORD:4385627..4381992|protein protein kinase G11A, putative, expressed	LOC_Os09g08420.1	 no descriptionhighly similar to ( 734)AT5G47750| Symbols:  | protein kinase, putative | chr5:19357173-19359090 REVERSEhighly similar to ( 701)G11A_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase SPS1 Pkinase_Tyr TyrKc PTKc PTKc_Syk_like PTKc_Ack_like PTKc_Axl_like PTKc_Jak_rpt2 PTKc_Tec_like PTKc_Ror PTKc_Src_like PTKc_DDR PTKc_Srm_Brk PTKc_Csk_like PTKc_Fes_like PTKc_EGFR_like PTKc_InsR_like PTKc_Fer PTKc_Tec_Rlk PTKc_Syk PTKc_Jak2_Jak3_rpt2 PTKc_Frk_like PTKc_Axl PTKc_FAK PTKc_Zap-70 PTKc_Itk 	protein.postranslational modification	29_4

CUST_12578_PI404877155	2	-0.11423683	0.038924217	0.09791565	0.2619629	-0.03892517	-0.06219864	Contig632_s_at	seed maturation protein PM37 [Glycine max]	AAD51625.1	DNAJ heat shock protein, putative (J3)	At3g44110.1	protein putative  DnaJ like protein	Os03g57340	"DNAJ heat shock protein, putative (J3), identical to AtJ3 (Arabidopsis thaliana) GI:2641638, strong similarity to several plant DnaJ proteins from PGR; contains Pfam profiles PF00226 DnaJ domain, PF00684 DnaJ central domain (4 repeats), PF01556 DnaJ C ter"	stress.abiotic.heat	20_2_1

CUST_18702_PI403524517	2	0.07934952	-0.5064926	0.010976791	-0.06449127	0.042092323	-0.010976791	35_5408	"Cluster: Putative UBP1 interacting protein 1a; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative UBP1 interacting protein 1a - Oryza sativa (japonica cu"	UniRef90_Q9LJ04	"CHR3|COORD:21061127..21063216| UBP1 interacting protein 2a (UBA2a), identical to UBP1 interacting protein 2a (Arabidopsis thaliana) GI:19682816; contains InterP"	AT3G56860.2	CHR01V5|COORD:9063588..9060770|protein RNA binding protein, putative, expressed	LOC_Os01g16090.1	"no descriptionmoderately similar to ( 314)AT3G56860| Symbols: UBA2A | UBA2A; AU-specific RNA binding / RNA binding | chr3:21061687-21063123 REVERSEvery weakly similar to (58.9)GRP1_DAUCAGlycine-rich RNA-binding protein - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Drf_FH1 COG0724 RRM RRM_1"	RNA.RNA binding	27_4

CUST_75109_PI403524517	2	0.010044098	0.054309845	-0.06860733	-0.15337563	-0.010043144	0.078681946	35_21531	Rep: Putative zinc finger protein - Zea mays (Maize)	UniRef90_Q8LJR1	"CHR3V7|COORD:6274314..6280180| EMB2454 (EMBRYO DEFECTIVE 2454); protein binding / zinc ion binding"	AT3G18290.1	CHR05V5|COORD:27294266..27298959|protein CHY zinc finger family protein, expressed	LOC_Os05g47780.2	"no descriptionmoderately similar to ( 338)AT3G18290| Symbols: EMB2454 | EMB2454 (EMBRYO DEFECTIVE 2454); protein binding / zinc ion binding | chr3:6274314-6280180 FORWARDnot assigned"	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_163414_PI403524517	2	0.02636242	-0.19119835	-0.08081722	-0.004589081	0.037190437	0.004589081	35_45570	"Cluster: Hypothetical protein OSJNBb0062D12.107; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0062D12.107 - Oryza sativa (japonic"	UniRef90_Q8H3H8	"CHR4V7|COORD:11471138..11472281| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G11200.1); similar to unknown [Medicago sativa] (GB:AAZ32885.1);"	AT4G21570.1	CHR07V5|COORD:19163373..19159556|protein MAPK activating protein, putative, expressed	LOC_Os07g32230.1	no descriptionDUF300	not assigned.unknown	35_2

CUST_176309_PI403524517	2	0.1798501	-0.012077808	-0.19526672	0.012078285	-0.1675229	0.09308243	35_49064	Rep: H0801D08.4 protein - Oryza sativa (Rice)	UniRef90_Q259E5	"CHR1V7|COORD:19711782..19712796| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G15480.1); similar to fiber protein Fb34 [Gossypium barbadense]"	AT1G52910.1	CHR04V5|COORD:34420342..34425545|protein fiber protein Fb34, putative, expressed	LOC_Os04g58160.2	no description	not assigned.unknown	35_2

CUST_61854_PI403524517	2	0.065873146	0.4060068	0.1219635	-0.16975784	-0.12874317	-0.06587219	35_17647	"Cluster: Hypothetical protein OSJNBb0101N11.18; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0101N11.18 - Oryza sativa"	UniRef90_Q6AV43	"CHR1V7|COORD:20620993..20621520| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G19860.1); similar to Protein of unknown function DUF538 [Medicago"	AT1G55265.1	CHR03V5|COORD:27678227..27672927|protein expressed protein	LOC_Os03g48626.1	"no descriptionweakly similar to ( 112)AT1G55265| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G19860.1); similar to Protein of unknown function DUF538 [Medicago truncatula] (GB:ABE78678.1); contains InterPro domain Protein of unknown function DUF538; (InterPro:IPR007493) | chr1:20620993-20621520 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF538 PRK12678 PRK07003 PRK12323 DUF566 AF-4 BASP1 HPC2 TT_ORF1 Tymo_45kd_70kd PRK07764 Gag_spuma Atrophin-1 APC_basic Herpes_BLLF1 PRK05648 DUF1421 Pneumo_att_G FimV Protamine_P1 KAR9 Herpes_UL32"	not assigned.unknown	35_2

CUST_69992_PI403524517	2	0.025291443	-0.47696018	-0.025292397	0.06773567	0.060998917	-0.0593853	35_20029	"Cluster: Expressed protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10MF7	"CHR4V7|COORD:9165380..9167452| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G28720.1); similar to expressed protein [Oryza sativa (japonica"	AT4G16170.1	CHR03V5|COORD:11050727..11059946|protein expressed protein	LOC_Os03g19690.1	"no descriptionhighly similar to ( 555)AT4G16170| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G28720.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABF95572.1) | chr4:9165380-9167452 REVERSE"	not assigned.unknown	35_2

CUST_29576_PI399408534	2	-0.2551036	-0.20997095	0.12627983	0.36683035	-0.019056797	0.019056797	35_27038	"Cluster: Kelch repeat-containing protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Kelch repeat-containing protein-like - Oryza sativa (japonica cu"	UniRef90_Q6ZK44	"CHR1V7|COORD:19119370..19121049| similar to kelch repeat-containing protein [Arabidopsis thaliana] (TAIR:AT3G27220.1); similar to hypothetical protein"	AT1G51540.1	CHR08V5|COORD:1594371..1598561|protein kelch motif family protein, expressed	LOC_Os08g03420.3	" no descriptionweakly similar to ( 171)AT1G51540| Symbols:  | similar to kelch repeat-containing protein [Arabidopsis thaliana] (TAIR:AT3G27220.1); similar to hypothetical protein gll3375 [Gloeobacter violaceus PCC 7421] (GB:NP_926321.1); similar to Os08g0128000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001060908.1); similar to Os04g0487100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001053143.1); contains InterPro domain Kelch; (InterPro:IPR011498); contains InterPro domain Galactose oxidase, central; (InterPro:IPR011043); contains InterPro domain Kelch repeat; (InterPro:IPR006652) | chr1:19119370-19121049 FORWARDnot assigned "	RNA.regulation of transcription.MYB domain transcription factor family	27_3_25

CUST_94984_PI403524517	2	0.016213894	-0.16724873	0.062996864	-0.016213417	0.12644243	-0.15394449	35_27146	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_112747_PI403524517	2	0.3516655	0.14919472	-0.085926056	0.03525734	-0.035256386	-0.28863525	35_32003	Rep: Hypothetical protein - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q8LFH3	"CHR5V7|COORD:6123207..6126507| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G23340.2); similar to Protein of unknown function DUF239, plant"	AT5G18460.1	CHR08V5|COORD:28227952..28222515|protein carboxyl-terminal proteinase, putative, expressed	LOC_Os08g45170.1	" no descriptionvery weakly similar to (58.2)AT5G18460| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G23340.2); similar to Protein of unknown function DUF239, plant [Medicago truncatula] (GB:ABE82132.1); contains InterPro domain Protein of unknown function DUF239, plant; (InterPro:IPR004314) | chr5:6123207-6126507 FORWARD"	not assigned.unknown	35_2

CUST_44972_PI403524517	2	0.6704922	-0.17553425	0.17553473	0.5193696	-0.2254076	-0.2502241	35_12895	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_17908_PI403524517	2	-0.0359478	-0.014330864	0.11628437	0.014330864	-0.050702095	0.0522604	35_5168	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2R3B9	CHR5V7|COORD:4292812..4296575| NEF1 (NO EXINE FORMATION 1)	AT5G13390.1	CHR11V5|COORD:18664509..18671107|protein NEF1, putative, expressed	LOC_Os11g32470.1	no descriptionmoderately similar to ( 353)AT5G13390| Symbols: NEF1 | NEF1 (NO EXINE FORMATION 1) | chr5:4292812-4296575 FORWARD	not assigned.unknown	35_2

CUST_7101_PI403524517	2	0.02273655	-0.5963907	-0.31280136	0.008853912	-0.008853912	0.041588783	35_1969	Rep: H0718E12.4 protein - Oryza sativa (Rice)	UniRef90_Q01LB1	CHR5V7|COORD:22364863..22367635| 2-oxoacid dehydrogenase family protein	AT5G55070.1	CHR04V5|COORD:19190888..19195380|protein dihydrolipoyllysine-residue succinyltransferase component of 2-oxoglutarate dehydrogenase complex, mitochondrial	LOC_Os04g32330.1	no descriptionhighly similar to ( 529)AT5G55070| Symbols:  | 2-oxoacid dehydrogenase family protein | chr5:22364863-22367635 FORWARDnot assigned not assigned not assigned not assigned PRK05704 AceF PRK11856 2-oxoacid_dh PRK11855 aceF PRK11857 kgd PRK11892 Biotin_lipoyl AccB PRK09282	not assigned.no ontology	35_1

CUST_29430_PI403524517	2	0.18134022	-0.12594843	0.03715849	-0.015990257	-0.4905548	0.01598978	35_8502	"Cluster: Hypothetical protein OSJNBa0090O10.9; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0090O10.9 - Oryza sativa (japonica cu"	UniRef90_Q8GZX4	CHR5V7|COORD:22830994..22833388| carbonic anhydrase family protein	AT5G56330.1	CHR04V5|COORD:24705559..24701241|protein peroxidase 18 precursor, putative, expressed	LOC_Os04g42100.1	no descriptionPRK07764 PRK10905 TT_ORF1	not assigned.unknown	35_2

CUST_25802_PI403524517	2	-0.21334743	-0.23617554	0.32975006	0.030600548	0.072060585	-0.030599594	35_7480	"Cluster: B1065G12.8 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: B1065G12.8 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7F1X6	CHR4V7|COORD:13499268..13501151| VTC2 (VITAMIN C DEFECTIVE 2)	AT4G26850.1	CHR01V5|COORD:39571266..39574080|protein VTC2, putative, expressed	LOC_Os01g67520.1	no descriptionmoderately similar to ( 384)AT4G26850| Symbols: VTC2 | VTC2 (VITAMIN C DEFECTIVE 2) | chr4:13499268-13501151 REVERSEnot assigned	not assigned.unknown	35_2

CUST_20371_PI403524517	2	-0.1982212	0.5299511	-0.04265976	0.19213867	-0.30956268	0.04265976	35_5902	"Cluster: Putative Bowman-Birk serine protease inhibitor; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Bowman-Birk serine protease inhibitor - Oryza"	UniRef90_Q84LH6	0	0	CHR03V5|COORD:34507021..34505922|protein Bowman-Birk type trypsin inhibitor, putative, expressed	LOC_Os03g60840.1	no descriptionvery weakly similar to (90.5)IBB3_WHEATBowman-Birk type trypsin inhibitor - Triticum aestivum (Wheat)not assigned BowB BBI	not assigned.unknown	35_2

CUST_18243_PI403524517	2	-0.15719414	0.19648075	0.05289173	-0.046998978	-0.034143448	0.034142494	35_5271	"Cluster: Os05g0162200 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0162200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DKI0	"CHR5V7|COORD:4361582..4366321| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G37370.1); similar to Os03g0281300 [Oryza sativa (japonica cultivar-gr"	AT5G13560.1	CHR05V5|COORD:3641565..3630681|protein expressed protein	LOC_Os05g06980.1	"no descriptionmoderately similar to ( 428)AT5G13560| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G37370.1); similar to Os03g0281300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001049742.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAT07652.1) | chr5:4361582-4366321 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned SbcC Smc PRK03918 COG1340"	not assigned.no ontology	35_1

CUST_138606_PI403524517	2	-0.057257652	0.07338905	0.057257652	-0.11946106	0.18750572	-0.22316265	35_38877	"Cluster: Hypothetical protein OSJNBa0048A13.17; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0048A13.17 - Oryza sativa (japonica"	UniRef90_Q6H590	"CHR5V7|COORD:15580851..15586034| similar to At5g38880 [Medicago truncatula] (GB:ABE87802.1); similar to IMP dehydrogenase/GMP reductase [Medicago truncatula]"	AT5G38880.1	CHR09V5|COORD:13190511..13184202|protein IMP dehydrogenase/GMP reductase, putative, expressed	LOC_Os09g21780.2	"no descriptionmoderately similar to ( 258)AT5G38880| Symbols:  | similar to At5g38880 [Medicago truncatula] (GB:ABE87802.1); similar to IMP dehydrogenase/GMP reductase [Medicago truncatula] (GB:ABD33348.1) | chr5:15580851-15586034 REVERSE"	not assigned.unknown	35_2

CUST_106164_PI403524517	2	-0.4309454	-0.64382935	0.7223325	-0.004436493	0.62753963	0.0044369698	35_30219	"Cluster: Hypothetical protein OSJNBa0085J13.15; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0085J13.15 - Oryza sativa (japonica"	UniRef90_Q67WQ5	"CHR5V7|COORD:23422731..23423234| similar to transcription factor [Arabidopsis thaliana] (TAIR:AT4G30410.1); similar to hypothetical protein"	AT5G57780.1	CHR06V5|COORD:26756583..26755217|protein expressed protein	LOC_Os06g44320.1	"no descriptionvery weakly similar to (52.4)AT5G57780| Symbols:  | similar to transcription factor [Arabidopsis thaliana] (TAIR:AT4G30410.1); similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:BAD19120.1); similar to Os02g0178700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001046079.1); similar to Os06g0653200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001058239.1); contains InterPro domain Helix-loop-helix DNA-binding; (InterPro:IPR011598) | chr5:23422731-23423234 REVERSE"	not assigned.unknown	35_2

CUST_6861_PI399408534	2	0.030025005	0.8306737	0.439034	-0.030025005	-0.54546547	-0.1092062	35_43090	"Cluster: Glutamic acid-rich protein-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Glutamic acid-rich protein-like protein - Oryza sativa (japon"	UniRef90_Q6Z1B4	CHR2V7|COORD:16245763..16247394| HAP3A (Heme activator protein (yeast) homolog 3A)	AT2G38880.5	CHR08V5|COORD:5447430..5445676|protein F-box domain containing protein	LOC_Os08g09410.1	 no descriptionvery weakly similar to (73.6)AT2G38880| Symbols: HAP3, ATHAP3, HAP3A | HAP3A (Heme activator protein (yeast) homolog 3A) | chr2:16245763-16247221 FORWARDvery weakly similar to (77.0)NFYB_MAIZENuclear transcription factor Y subunit B - Zea mays (Maize)not assigned 	RNA.regulation of transcription.CCAAT box binding factor family, HAP3	27_3_15

CUST_125778_PI403524517	2	0.09198284	-0.8973665	-0.14589882	0.011108398	-0.011109352	0.1313858	35_35417	Rep: Histone H2B.4 - Triticum aestivum (Wheat)	UniRef90_Q43215	CHR5V7|COORD:7652133..7652570| histone H2B, putative	AT5G22880.1	CHR05V5|COORD:28528705..28529506|protein histone H2B.2, putative, expressed	LOC_Os05g49860.1	no descriptionvery weakly similar to (61.2)AT5G59910| Symbols:  | histone H2B | chr5:24144432-24144884 FORWARDvery weakly similar to (63.5)H2B4_WHEATHistone H2B.4 - Triticum aestivum (Wheat)not assigned H2B	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_124780_PI403524517	2	0.16406727	0.33850098	-0.0126543045	-0.026410103	-0.0018014908	0.0018014908	35_35164	"Cluster: OSJNBa0019G23.7 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0019G23.7 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XS60	"CHR5V7|COORD:7651310..7651606| similar to Os04g0165500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001052133.1); similar to hypothetical protein"	AT5G22875.1	CHR04V5|COORD:4437038..4433438|protein expressed protein	LOC_Os04g08330.1	"no descriptionvery weakly similar to (80.1)AT5G22875| Symbols:  | similar to Os04g0165500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001052133.1); similar to hypothetical protein [Ipomoea trifida] (GB:AAS79573.1) | chr5:7651310-7651606 FORWARD"	not assigned.unknown	35_2

CUST_161011_PI403524517	2	0.23684883	0.88235426	0.014108658	-0.014108658	-0.49613094	-0.43574953	35_44927	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_114828_PI403524517	2	-0.09542751	0.38609123	0.1053915	9.5176697E-4	-0.071201324	-9.5176697E-4	35_32586	"Cluster: Gamma interferon inducible lysosomal thiol reductase family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Gamma interferon induc"	UniRef90_Q10MT8	CHR1V7|COORD:2170068..2171860| gamma interferon responsive lysosomal thiol reductase family protein / GILT family protein	AT1G07080.1	CHR03V5|COORD:10338327..10333654|protein gamma-interferon-inducible lysosomal thiol reductase precursor, putative, expressed	LOC_Os03g18454.2	no description	not assigned.unknown	35_2

CUST_13205_PI403524517	2	0.094516754	-0.0074653625	-0.02818203	0.0074653625	-0.046076775	0.056093216	35_3779	"Cluster: Chaperone protein dnaJ-related-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Chaperone protein dnaJ-related-like - Oryza sativa (japonica"	UniRef90_Q6EPX0	CHR5V7|COORD:1853755..1855764| chaperone protein dnaJ-related	AT5G06130.2	CHR02V5|COORD:19711814..19709002|protein expressed protein	LOC_Os02g33149.1	no descriptionmoderately similar to ( 318)AT5G06130| Symbols:  | chaperone protein dnaJ-related | chr5:1853755-1855764 REVERSE	not assigned.unknown	35_2

CUST_151735_PI403524517	2	-0.15859699	0.5877447	0.2618184	-0.71859694	0.15859652	-0.5792866	35_42425	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_136452_PI403524517	2	-0.08439827	-0.5690956	-0.063033104	0.15433884	0.07326317	0.063033104	35_38261	"Cluster: Putative coatomer protein complex, subunit beta 2; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative coatomer protein complex, subunit beta 2 -"	UniRef90_Q6H8D5	CHR1V7|COORD:30090803..30096842| coatomer protein complex, subunit beta 2 (beta prime), putative	AT1G79990.1	CHR02V5|COORD:6138158..6131748|protein coatomer subunit beta, putative, expressed	LOC_Os02g11840.2	no description	not assigned.unknown	35_2

CUST_58513_PI403524517	2	-0.09739208	-0.034235	0.13335991	-0.16365433	0.21244907	0.034234047	35_16690	"Cluster: Hypothetical protein OJ1741_B01.18; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1741_B01.18 - Oryza sativa (japonica cultiv"	UniRef90_Q6L5H6	"CHR1V7|COORD:27394660..27396513| HAB1 (HOMOLOGY TO ABI1); protein phosphatase type 2C"	AT1G72770.1	CHR05V5|COORD:26624551..26621897|protein protein phosphatase 2C ABI2, putative, expressed	LOC_Os05g46040.1	no descriptionmoderately similar to ( 319)AT1G72770| Symbols: HAB1 | HAB1 (HOMOLOGY TO ABI1) | chr1:27394660-27396075 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PP2Cc PP2Cc PP2C PTC1 PRK07764 PRK12323 Tymo_45kd_70kd PRK07003 APC_basic Herpes_UL32 TT_ORF1 PRK12678 Rubella_Capsid DUF390 Atrophin-1	protein.postranslational modification	29_4

CUST_181005_PI403524517	2	0.016233444	0.42134094	-0.016234398	-0.15235806	-0.10557079	0.055015564	35_50335	"Cluster: Triacylglycerol lipase 1 precursor; n=2; Arabidopsis thaliana|Rep: Triacylglycerol lipase 1 precursor - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q71DJ5	"CHR2V7|COORD:6619748..6622286| ATLIP1 (ARABIDOPSIS THALIANA LIPASE 1); galactolipase/ hydrolase/ phospholipase/ triacylglycerol lipase"	AT2G15230.1	CHR09V5|COORD:409594..418218|protein gastric triacylglycerol lipase precursor, putative, expressed	LOC_Os09g01590.1	"no descriptionweakly similar to ( 186)AT2G15230| Symbols: ATLIP1 | ATLIP1 (ARABIDOPSIS THALIANA LIPASE 1); galactolipase/ hydrolase/ phospholipase/ triacylglycerol lipase | chr2:6619748-6622286 FORWARDnot assigned"	lipid metabolism.lipid degradation.lipases.triacylglycerol lipase	11_9_2_1

CUST_181606_PI403524517	2	0.119282246	0.34295416	0.15124083	-0.2909646	-0.12315273	-0.119282246	35_50493	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_6808_PI404877155	2	0.35346842	-0.8439212	0.1577239	0.2200861	-0.24508333	-0.15772343	Contig2008_s_at	17 kDa class I small heat shock protein [Hordeum vulgare subsp. vulgare]	CAA69172.1	18.1 kDa class I heat shock protein (HSP18.1-CI)	At5g59720.1	protein 16.9 kda class i heat shock protein. [rice	Os01g04370	class I small heat shock protein	stress.abiotic.heat	20_2_1

CUST_24340_PI403524517	2	0.043328285	0.18758106	-0.043328285	-0.12005329	-0.07870102	0.053759575	35_7063	"Cluster: Hypothetical protein OSJNBa0057G07.18; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0057G07.18 - Oryza sativa (japonica"	UniRef90_Q7Y1E9	0	0	CHR03V5|COORD:30243651..30246166|protein FATC domain containing protein	LOC_Os03g52830.1	no descriptionnot assigned not assigned FATC	not assigned.unknown	35_2

CUST_11093_PI404877155	2	0.0026769638	-1.1590443	-0.0026769638	0.41849232	0.5887537	-0.031992912	Contig4808_s_at	cold acclimation protein WCOR825 - wheat (fragment) gb|AAB18206.1| cold acclimation protein WCOR825 [Triticum aestivum]	T06808	dehydrin family protein	At1g54410.1	protein putative dehydrin (having alternative splicing products)	Os03g45280	receptor-like protein kinase PRK1/protein induced by water stress	signalling.receptor kinases.misc	30_2_99

CUST_13498_PI404877155	2	0.33071136	-1.3284011	-0.2643137	0.651639	0.26431465	-0.34271622	Contig7237_at	photosystem II protein W-like protein [Oryza sativa (japonica cultivar-group)]	NP_914970.1	photosystem II reaction centre W (PsbW) family protein	At4g28660.1	protein Photosystem II reaction centre W protein, PsbW, putative	Os01g71190	photosystem II protein W-like protein	PS.lightreaction.photosystem II.PSII polypeptide subunits	1_01_01_02

CUST_63246_PI403524517	2	-0.023313522	0.28826046	0.097797394	-0.12484741	-0.07354927	0.023313522	35_18051	"Cluster: Putative epoxide hydrolase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative epoxide hydrolase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8W3F4	CHR4V7|COORD:1035722..1037403| epoxide hydrolase, putative	AT4G02340.1	CHR10V5|COORD:18669200..18671431|protein epoxide hydrolase 2, putative, expressed	LOC_Os10g35520.1	 no descriptionweakly similar to ( 177)AT3G51000| Symbols:  | epoxide hydrolase, putative | chr3:18956239-18957480 REVERSEnot assigned not assigned not assigned MhpC PRK00870 PRK03592 Abhydrolase_1 PldB PRK05855 	misc.misc2	26_1

CUST_92157_PI403524517	2	-0.033275604	0.53653145	0.022223473	-0.012686729	0.012685776	-0.07538223	35_26353	"Cluster: Ribosomal protein S6 containing protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Ribosomal protein S6 containing protein, expressed"	UniRef90_Q2QNJ6	"CHR3V7|COORD:5853192..5854859| RFC3 (REGULATOR OF FATTY-ACID COMPOSITION 3); structural constituent of ribosome"	AT3G17170.1	CHR12V5|COORD:23065827..23063456|protein ribosomal protein S6 containing protein, expressed	LOC_Os12g37610.1	"no descriptionmoderately similar to ( 245)AT3G17170| Symbols: RFC3 | RFC3 (REGULATOR OF FATTY-ACID COMPOSITION 3); structural constituent of ribosome | chr3:5853192-5854859 REVERSErpsF RpsF Ribosomal_S6 rps6"	protein.synthesis.mito/plastid ribosomal protein.plastid	29_2_1_1

CUST_97781_PI403524517	2	-0.1155467	0.021279812	0.5146103	-0.021279335	0.29950523	-0.33043718	35_27920	"Cluster: Putative crp1 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative crp1 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5Z9G2	CHR5V7|COORD:16933088..16935466| pentatricopeptide (PPR) repeat-containing protein	AT5G42310.1	CHR06V5|COORD:30058825..30062001|protein crp1 protein-like, putative, expressed	LOC_Os06g49670.2	no descriptionvery weakly similar to (83.2)AT5G42310| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr5:16933088-16935466 FORWARD	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_7763_PI403524517	2	0.035079956	-0.13119316	0.015182495	-0.024934769	-0.015182495	0.015182495	35_2160	"Cluster: Aspartic acid-rich protein aspolin1-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Aspartic acid-rich protein aspolin1-like protein - O"	UniRef90_Q6H884	CHR2|COORD:4812767..4814399| expressed protein	AT2G11910.2	CHR09V5|COORD:22104388..22106620|protein zinc finger protein hangover, putative, expressed	LOC_Os09g38400.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK02363 RpoE BUD22 COG5137 TFIIF_alpha Mpp10 SelP_N PRK12678 CobT CobT DNA_pol_phi DUF566 RNA_pol_delta Plasmodium_HRP COG5099 AF-4 Fib_alpha Herpes_capsid PPP4R2 COG5406 MDN1 Nop14 PRK07003 COG4530 COG5593 Nucleoplasmin NosY COG5414 Fork_head_N ROM1 SDA1 Rtt106	not assigned.unknown	35_2

CUST_63557_PI403524517	2	0.11659336	-0.4657917	-0.013347626	0.013347626	0.087041855	-0.06416798	35_18146	"Cluster: Hypothetical protein P0686E09.31; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0686E09.31 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5ZDI8	CHR1V7|COORD:26924226..26924720| similar to Os01g0617800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001043585.1)	AT1G71430.1	CHR01V5|COORD:24898383..24895849|protein expressed protein	LOC_Os01g43060.1	no descriptionvery weakly similar to (95.9)AT1G71430| Symbols:  | similar to Os01g0617800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001043585.1) | chr1:26924226-26924720 FORWARD	not assigned.unknown	35_2

CUST_12540_PI403524517	2	-0.020047188	0.22691059	0.020047188	-0.14115238	0.16272259	-0.1461029	35_3578	"Cluster: Expansin EXPB11 protein precursor; n=1; Triticum aestivum|Rep: Expansin EXPB11 protein precursor - Triticum aestivum (Wheat)"	UniRef90_Q4W1F8	CHR1V7|COORD:24430929..24432062| ATEXPB2 (ARABIDOPSIS THALIANA EXPANSIN B2)	AT1G65680.1	CHR03V5|COORD:167680..169639|protein beta-expansin 1a precursor, putative, expressed	LOC_Os03g01270.1	 no descriptionweakly similar to ( 153)AT1G65680| Symbols: EXPB2, ATEXPB2, ATHEXP BETA 1.4 | ATEXPB2 (ARABIDOPSIS THALIANA EXPANSIN B2) | chr1:24430929-24432062 FORWARDmoderately similar to ( 279)EXPB7_ORYSADPBB_1 	cell wall.modification	10_7

CUST_132079_PI403524517	2	0.09608936	0.02408886	-0.024089813	-0.098293304	-0.028328896	0.250947	35_37094	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_19018_PI399408534	2	0.121266365	0.004117012	-0.004117489	-0.12323475	-0.18766403	0.10608673	35_23015	"Cluster: HUA enhancer 2; n=1; Oryza sativa (japonica cultivar-group)|Rep: HUA enhancer 2 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53PH9	"CHR2V7|COORD:2895132..2900906| HEN2 (HUA ENHANCER 2); ATP-dependent helicase"	AT2G06990.1	CHR11V5|COORD:3804489..3797366|protein helicase C6F12.16c, putative, expressed	LOC_Os11g07500.2	"no descriptionhighly similar to ( 592)AT2G06990| Symbols: HEN2 | HEN2 (HUA ENHANCER 2); ATP-dependent helicase | chr2:2895132-2900906 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned COG4581 COG1204 PRK01172 DEXDc DEAD PRK02362 COG1202 DEXDc PRK00254 Lhr DEXHc PRK09751 COG1205"	RNA.processing	27_1

CUST_12832_PI403524517	2	0.25869656	0.20490074	-0.05922222	-0.27167892	-0.37845325	0.05922222	35_3668	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_4135_PI403524517	2	0.048395157	0.0076818466	0.056381226	-0.045087814	-0.068172455	-0.007680893	35_1144	Rep: Glutaredoxin - Triticum aestivum (Wheat)	UniRef90_Q7XY25	CHR5V7|COORD:16165054..16166280| glutaredoxin, putative	AT5G40370.1	CHR04V5|COORD:25177844..25180732|protein OsGrx_C2.2 - glutaredoxin subgroup I, expressed	LOC_Os04g42930.1	 no descriptionweakly similar to ( 149)AT5G40370| Symbols:  | glutaredoxin, putative | chr5:16165054-16166280 REVERSEweakly similar to ( 175)GLRX_ORYSAnot assigned not assigned GRX_GRXh_1_2_like GRX_family GrxC Glutaredoxin GRX_GRXb_1_3_like PRK10638 GRX_hybridPRX5 NrdH GRX_PICOT_like grxA GRX_GRX_like GRX_DEP COG0278 	redox.glutaredoxins	21_4

CUST_73521_PI403524517	2	-5.8174133E-4	0.071471214	-0.15467167	0.066708565	-0.15575695	5.8174133E-4	35_21084	Rep: H1005F08.12 protein - Oryza sativa (Rice)	UniRef90_Q01MN2	"CHR3V7|COORD:21486926..21488440| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G42130.4); similar to Os04g0665800 [Oryza sativa (japonica"	AT3G58010.1	CHR04V5|COORD:33767327..33770868|protein expressed protein	LOC_Os04g57020.2	"no descriptionmoderately similar to ( 278)AT3G58010| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G42130.4); similar to Os04g0665800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001054180.1); similar to unknown [Vitis pseudoreticulata] (GB:ABC69760.1) | chr3:21486926-21488440 REVERSEnot assigned not assigned not assigned not assigned PRK12323 PRK08853 PRK07764"	not assigned.unknown	35_2

CUST_32167_PI399408534	2	0.1511488	-0.13716412	-0.044136047	0.025810242	-0.025810242	0.062099457	35_17163	"Cluster: DNA-binding protein-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: DNA-binding protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69XV5	CHR1|COORD:28713614..28717846| ARID/BRIGHT DNA-binding domain-containing protein, contains Pfam profile PF01388: ARID/BRIGHT DNA binding domain	AT1G76510.2	CHR06V5|COORD:25012594..25018847|protein ARID/BRIGHT DNA binding domain containing protein, expressed	LOC_Os06g41730.2	no descriptionweakly similar to ( 142)AT1G76510| Symbols:  | ARID/BRIGHT DNA-binding domain-containing protein | chr1:28713821-28717392 REVERSEnot assigned	RNA.regulation of transcription.AT-rich interaction domain containing transcription factor family	27_3_38

CUST_110357_PI403524517	2	0.014317036	0.07955408	0.028416157	-0.014317036	-0.26293755	-0.50764704	35_31349	Rep: Ef1a - Acanthamoeba culbertsoni	UniRef90_Q2TTF2	CHR5V7|COORD:24306452..24307901| elongation factor 1-alpha / EF-1-alpha	AT5G60390.1	CHR03V5|COORD:4089482..4092860|protein elongation factor 1-alpha, putative, expressed	LOC_Os03g08050.4	no descriptionmoderately similar to ( 336)AT5G60390| Symbols:  | calmodulin binding / translation elongation factor | chr5:24306452-24307803 FORWARDmoderately similar to ( 339)EF1A_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned EF1_alpha TEF1 PRK12317 GTP_EFTU CysN_ATPS CysN PRK05506 cysN GTP_translation_factor TufB EF_Tu PRK00049 PRK12736 tufA PRK12735 SelB SelB PRK04000 TetM_like FusA GCD11 SelB_euk eIF2_gamma LepA LepA PRK12740 PRK05433 EF2 EF-G EF-G_bact IF2_eIF5B PRK10512 GTPBP1 TypA_BipA PrfC RF3 Snu114p PRK10218 TypA PRK07560 PRK12739 prfC PRK00007 InfB GTPBP1_like infB	protein.synthesis.elongation	29_2_4

CUST_55784_PI403524517	2	-0.08434582	0.063993454	-0.13208103	-0.014637947	0.014637947	0.018647194	35_15878	Rep: Spermidine synthase 1 - Oryza sativa (Rice)	UniRef90_Q9SMB1	CHR1V7|COORD:8420267..8422713| SPDS1 (SPERMIDINE SYNTHASE 1)	AT1G23820.1	CHR07V5|COORD:12721217..12714762|protein spermidine synthase 1, putative, expressed	LOC_Os07g22600.1	no descriptionhighly similar to ( 511)AT1G23820| Symbols: SPDS1 | SPDS1 (SPERMIDINE SYNTHASE 1) | chr1:8420267-8422713 FORWARDhighly similar to ( 571)SPD1_ORYSAnot assigned not assigned not assigned not assigned Spermine_synth PRK00811 SpeE PRK03612 COG4262 speE PRK04457 speE Tymo_45kd_70kd	polyamine metabolism.synthesis.spermidine synthase	22_1_6

CUST_110477_PI403524517	2	-0.24392414	0.14646721	0.055341244	-0.17189455	-0.055341244	0.47806072	35_31379	"Cluster: Os07g0686800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0686800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D3H2	CHR1V7|COORD:9359813..9361653| protein kinase, putative	AT1G26970.1	CHR07V5|COORD:29177968..29179798|protein serine/threonine-protein kinase NAK, putative, expressed	LOC_Os07g48730.1	 no descriptionmoderately similar to ( 265)AT1G26970| Symbols:  | protein kinase, putative | chr1:9359813-9361653 FORWARDweakly similar to ( 154)NORK_MEDTRNodulation receptor kinase precursor - Medicago truncatula (Barrel medic)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc Pkinase Pkinase_Tyr TyrKc PTKc S_TKc PTKc_Jak_rpt2 SPS1 PTKc_Ack_like PTKc_DDR PTKc_Src_like PTKc_Csk_like PTKc_Chk PTKc_Ror PTKc_Syk_like PTKc_Fes_like PTKc_Tyk2_rpt2 PTKc_Abl PTKc_Frk_like PTKc_InsR_like PTKc_Srm_Brk PTKc_Trk PTKc_Tec_like PTKc_FGFR PTKc_EGFR_like PTKc_EphR PTKc_Axl_like PTKc_Fyn_Yrk PTKc_DDR1 PTKc_Lck_Blk PTKc_Jak2_Jak3_rpt2 PTKc_Hck PTKc_Itk PTKc_Jak1_rpt2 PTKc_Fes PTKc_Yes PTKc_Csk PTKc_IGF-1R PTKc_DDR2 PTKc_InsR PTKc_Fer PTKc_Musk PTKc_Tec_Rlk PTKc_Tyro3 PTKc_TrkB PTKc_TrkC PTKc_Src PTKc_TrkA PTKc_Lyn PTKc_Met_Ron PTKc_Axl PTKc_VEGFR PTKc_DDR_like PTKc_FGFR4 PTK_HER3 PTKc_PDGFR PTKc_VEGFR3 PTKc_Zap-70 PTKc_Btk_Bmx PRK07764 PTKc_FGFR1 PTKc_Ror1 PTKc_RET PTKc_FGFR3 PTKc_ALK_LTK PTKc_c-ros PTK_CCK4 PTKc_EphR_A Herpes_BLLF1 PTKc_EphR_B PTKc_EphR_A2 PTKc_HER2 PRK12323 TT_ORF1 PTKc_HER4 PTKc_FAK PTKc_EphR_A10 PRK07003 PTKc_Tie2 PTKc_VEGFR2 PTKc_CSF-1R PTKc_Tie1 PTKc_EGFR PTKc_FGFR2 PTKc_Syk PTK_Ryk PTKc_Kit PTKc_Tie PTKc_Aatyk PTK_Jak_rpt1 PTKc_PDGFR_beta PRK05648 PTKc_PDGFR_alpha PTKc_Ror2 PRK08853 PRK10856 PTKc_Aatyk1_Aatyk3 Atrophin-1 PRK12678 Tymo_45kd_70kd 	protein.postranslational modification.kinase.receptor like cytoplasmatic kinase VII	29_4_1_57

CUST_375_PI404877155	2	0.08850002	-0.0138731	-0.06965256	0.027039528	0.013872147	-0.06898117	Contig10269_at	CCR4-NOT transcription complex protein, putative [Arabidopsis thaliana]	NP_565735.1	CCR4-NOT transcription complex protein, putative	At2g32070.1	protein CCR4-associated factor, putative	Os02g55300	CCR4-associated factor transcription complex	RNA.regulation of transcription	27_3

CUST_111804_PI403524517	2	0.059526443	0.25080872	-0.029662132	-0.1595993	0.029661179	-0.24713135	35_31741	"Cluster: Os06g0598900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0598900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DB62	CHR3V7|COORD:5291083..5292803| transducin family protein / WD-40 repeat family protein	AT3G15610.1	CHR06V5|COORD:23620157..23612119|protein serine-threonine kinase receptor-associated protein, putative, expressed	LOC_Os06g39760.1	no descriptionweakly similar to ( 174)AT3G15610| Symbols:  | transducin family protein / WD-40 repeat family protein | chr3:5291083-5292803 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned WD40	development.unspecified	33_99

CUST_152613_PI403524517	2	-0.23694324	-0.28953934	-0.021580696	0.22604656	0.33343506	0.021581173	35_42654	"Cluster: Putative cyclophilin-40; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative cyclophilin-40 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69TG8	CHR2V7|COORD:6885226..6887825| SQN (SQUINT)	AT2G15790.1	CHR06V5|COORD:5938646..5932790|protein peptidyl-prolyl cis-trans isomerase CYP40, putative, expressed	LOC_Os06g11320.2	 no descriptionvery weakly similar to (70.5)AT2G15790| Symbols: CYP40, SQN | SQN (SQUINT) | chr2:6885226-6887825 REVERSEnot assigned not assigned 	cell.cycle	31_3

CUST_14231_PI403524517	2	-0.053896904	-0.11858177	0.04271412	-0.042713165	0.15730858	0.13140583	35_4082	"Cluster: Putative growth regulator; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative growth regulator - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ZFX8	CHR4V7|COORD:9377247..9381254| heat shock protein 70, putative / HSP70, putative	AT4G16660.1	CHR02V5|COORD:29446070..29451998|protein oxygen-regulated protein precursor, putative, expressed	LOC_Os02g48110.1	 no descriptionweakly similar to ( 134)AT4G16660| Symbols:  | heat shock protein 70, putative / HSP70, putative | chr4:9377247-9381254 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07003 Gag_spuma DUF566 Herpes_BLLF1 KAR9 Tymo_45kd_70kd PRK07764 HPC2 	stress.abiotic.heat	20_2_1

CUST_167597_PI403524517	2	-0.0039839745	0.120444775	0.085951805	0.0039839745	-0.82711315	-0.2781992	35_46683	Rep: Os02g0806400 protein - Oryza sativa (japonica cultivar-group)	UniRef90_Q0DWM6		0	CHR02V5|COORD:34402220..34407536|protein GATA zinc finger family protein, expressed	LOC_Os02g56250.1	no description	not assigned.unknown	35_2

CUST_170787_PI403524517	2	0.53967905	-0.12562656	0.1256609	-0.047829628	0.04782915	-0.858011	35_47573	"Cluster: Hypothetical protein P0040B10.10; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0040B10.10 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5TKC3	CHR2V7|COORD:13123624..13125136| pentatricopeptide (PPR) repeat-containing protein	AT2G30780.1	CHR05V5|COORD:19816681..19811318|protein pentatricopeptide repeat, putative, expressed	LOC_Os05g33760.1	no descriptionweakly similar to ( 127)AT2G30780| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr2:13123624-13125136 FORWARD	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_45233_PI403524517	2	0.1098814	-0.072356224	0.044456482	-0.044456482	-0.08874607	0.122698784	35_12967	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_66453_PI403524517	2	0.10063934	-0.8742199	-0.13684845	0.045746803	0.05215931	-0.045747757	35_18977	"Cluster: Putative pentatricopeptide (PPR) repeat-containing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative pentatricopeptide (PPR)"	UniRef90_Q6Z8Z5	CHR2V7|COORD:15644256..15646529| pentatricopeptide (PPR) repeat-containing protein	AT2G37230.1	CHR02V5|COORD:564487..561823|protein expressed protein	LOC_Os02g02020.1	no descriptionmoderately similar to ( 432)AT2G37230| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr2:15644256-15646529 REVERSEweakly similar to ( 133)RF1_ORYSAnot assigned	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_111387_PI403524517	2	0.16734695	-0.01768589	0.017499924	-0.017500877	0.18889046	-0.26629257	35_31629	"Cluster: Hypothetical protein P0538C01.14; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0538C01.14 - Oryza sativa (japonica cultivar-g"	UniRef90_Q9SNT6	CHR3V7|COORD:1658431..1659865| protein binding	AT3G05675.2	CHR06V5|COORD:1545217..1543045|protein expressed protein	LOC_Os06g03840.1	no descriptionvery weakly similar to (94.7)AT3G05675| Symbols:  | protein binding | chr3:1658431-1659865 REVERSE	not assigned.unknown	35_2

CUST_23849_PI403524517	2	-0.0031347275	-0.06662178	0.006122589	0.0031347275	-0.008140564	0.032964706	35_6932	"Cluster: Hypothetical protein OSJNBb0014K18.5; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0014K18.5 - Oryza sativa (japonica cu"	UniRef90_Q6I576	0	0	CHR05V5|COORD:19840016..19849298|protein SPL7, putative, expressed	LOC_Os05g33810.1	no description	not assigned.unknown	35_2

CUST_95658_PI403524517	2	0.32938337	0.32065535	0.22072268	-0.26120472	-0.31616783	-0.22072268	35_27338	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_74231_PI403524517	2	0.005502701	-0.40384102	0.14767838	-0.04367733	0.07510185	-0.0055036545	35_21288	"Cluster: VTC2, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: VTC2, putative, expressed - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QWM9	"CHR5V7|COORD:22386741..22388935| similar to VTC2 (VITAMIN C DEFECTIVE 2) [Arabidopsis thaliana] (TAIR:AT4G26850.1); similar to unknown [Xerophyta"	AT5G55120.1	CHR12V5|COORD:4536219..4531910|protein VTC2, putative, expressed	LOC_Os12g08810.1	"no descriptionmoderately similar to ( 214)AT5G55120| Symbols:  | similar to VTC2 (VITAMIN C DEFECTIVE 2) [Arabidopsis thaliana] (TAIR:AT4G26850.1); similar to unknown [Xerophyta humilis] (GB:AAT45011.1); similar to Os12g0190000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001066338.1); contains domain SUBFAMILY NOT NAMED (PTHR20884:SF3); contains domain FAMILY NOT NAMED (PTHR20884) | chr5:22386741-22388935 FORWARDnot assigned"	not assigned.unknown	35_2

CUST_19343_PI403524517	2	-0.20634651	-0.06594467	-0.00198555	0.00198555	0.08139324	0.07537174	35_5608	"Cluster: Membrane-anchored ubiquitin-fold protein 3 precursor; n=2; Oryza sativa|Rep: Membrane-anchored ubiquitin-fold protein 3 precursor - Oryza sativa (Rice)"	UniRef90_Q6Z8K4	CHR1V7|COORD:7771886..7772832| ubiquitin family protein	AT1G22050.1	CHR02V5|COORD:31532904..31529438|protein NTGP5, putative, expressed	LOC_Os02g51500.2	no descriptionweakly similar to ( 155)AT1G22050| Symbols: MUB6 | ubiquitin family protein | chr1:7771886-7772832 FORWARDmoderately similar to ( 216)MUB3_ORYSANTGP5	protein.degradation.ubiquitin	29_5_11

CUST_52188_PI403524517	2	-0.010734558	0.23163033	-0.037086487	-0.06627655	0.010732651	0.07915497	35_14870	Rep: Histone H1-like protein HON101 - Zea mays (Maize)	UniRef90_Q8LK07	CHR2V7|COORD:13052437..13053344| histone H1.2	AT2G30620.1	CHR04V5|COORD:9968766..9969779|protein histone H1, putative, expressed	LOC_Os04g18090.1	"no descriptionvery weakly similar to (72.4)AT2G18050| Symbols: HIS1-3 | HIS1-3 (HISTONE H1-3); DNA binding | chr2:7853336-7853752 FORWARDvery weakly similar to (73.9)H1_WHEATHistone H1 - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned H15 H15 PRK12323 Linker_histone Tymo_45kd_70kd Atrophin-1 APC_basic DUF1421 AF-4 TolA PRK09169 HPC2 PRK12678 DUF1509 Extensin_2 Herpes_UL56 PRK07003 tolA PRK07764 KAR9 DUF566 Transformer PRK07735 DUF1777 TolA PRK11855 PRK05035 Gag_spuma IER Herpes_BLLF1"	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_8380_PI403524517	2	-0.011483192	-0.10454559	-0.1169281	0.011482239	0.10257244	0.037137985	35_2340	"Cluster: Putative glyoxysomal fatty acid beta-oxidation multifunctional protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative glyoxysomal fatty aci"	UniRef90_Q6L4L7	"CHR3V7|COORD:2161932..2166015| MFP2 (MULTIFUNCTIONAL PROTEIN); enoyl-CoA hydratase"	AT3G06860.1	CHR01V5|COORD:13869753..13875774|protein glyoxysomal fatty acid beta-oxidation multifunctional protein MFP-a, putative, expressed	LOC_Os01g24680.1	" no descriptionhighly similar to ( 941)AT3G06860| Symbols: ATMPF2, MFP2 | MFP2 (MULTIFUNCTIONAL PROTEIN); enoyl-CoA hydratase | chr3:2161932-2166015 FORWARDhighly similar to ( 953)MFPA_CUCSAGlyoxysomal fatty acid beta-oxidation multifunctional protein MFP-a [Includes: Enoyl-CoA hydratase/3-2-trans-enoyl-CoA isomerase/3-hydroxybutyryl-CoA epimerase - Cucumis sativus (Cucumber)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned fadJ fadB FadB 3HCDH_N PRK05808 PRK08268 PRK07658 PRK07819 PRK09117 CaiD PRK06035 PRK09260 ECH PRK07660 PRK06688 PRK07530 PRK07657 PRK05809 PRK05979 PRK09076 PRK08293 PRK05862 PRK05980 PRK06130 PRK08138 PRK07628 PRK06190 PRK07509 PRK09674 PRK08252 PRK06494 PRK09245 PRK07510 PRK06144 PRK08258 PRK03580 PRK06495 PRK05864 PRK08259 PRK06143 PRK06127 PRK05869 PRK08260 PRK08150 PRK08269 PRK07511 PRK06210 PRK07799 PRK05870 PRK06951 PRK07938 PRK07629 PRK06142 PRK07817 3HCDH PRK08140 PRK05981 PRK08139 PRK07830 PRK07468 PRK08290 PRK05995 PRK06023 PRK09120 MenB PRK06213 PRK07396 PRK06563 PRK07828 PRK08788 PRK07327 PRK07659 PRK06129 PRK07854 PRK07827 PRK06952 PRK07110 PRK11423 PRK07531 PRK07112 PRK06072 PRK07759 PRK06493 PRK06028 PRK08272 PRK08184 PRK08321 PRK07260 PRK07066 "	lipid metabolism.lipid degradation.beta-oxidation.mutifunctional	11_9_4_9

CUST_93748_PI403524517	2	-0.9599824	-0.9683132	0.46357727	0.10296154	0.20689201	-0.10296106	35_26806	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_2636_PI404877155	2	-0.03017044	-0.48846817	-0.08478165	0.046865463	0.03017044	0.048989296	Contig13058_s_at	N2,N2-dimethylguanosine tRNA methyltransferase family protein [Arabidopsis thaliana]	NP_197085.2	N2,N2-dimethylguanosine tRNA methyltransferase family protein	At5g15810.1	protein putative N2,N2-dimethylguanosine tRNA methyltransferase	Os03g57280	dimethylguanine tRNA methyltransferase-related protein	RNA.regulation of transcription.unclassified	27_3_99

CUST_38132_PI403524517	2	-0.3401575	0.40931273	0.37297487	0.16770887	-0.16770935	-0.72485113	35_10971	"Cluster: Hypothetical protein P0654B04.18; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0654B04.18 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6Z662	"CHR5V7|COORD:22753298..22754334| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G20700.1); similar to GPI-anchored protein [Vigna radiata]"	AT5G56170.1	CHR02V5|COORD:29943694..29941326|protein GPI-anchored protein, putative, expressed	LOC_Os02g48980.1	"no descriptionweakly similar to ( 122)AT5G56170| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G20700.1); similar to GPI-anchored protein [Vigna radiata] (GB:BAA34247.1) | chr5:22753298-22754334 FORWARD"	not assigned.unknown	35_2

CUST_14094_PI403524517	2	0.0401659	0.42500782	0.0032167435	-0.07928944	-0.0032167435	-0.04886818	35_4045	"Cluster: G-patch domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: G-patch domain containing protein, expressed - Oryza sat"	UniRef90_Q2QM64	CHR2V7|COORD:17638909..17641167| D111/G-patch domain-containing protein	AT2G42330.1	CHR12V5|COORD:26093235..26090367|protein tuftelin-interacting protein 11, putative, expressed	LOC_Os12g42140.1	no descriptionmoderately similar to ( 308)AT2G42330| Symbols:  | D111/G-patch domain-containing protein | chr2:17638909-17641167 REVERSEnot assigned TFP11	not assigned.no ontology	35_1

CUST_9452_PI399408534	2	0.05506611	-0.20773888	-0.15104294	-0.05506611	0.06141472	0.15132332	35_18425	"Cluster: Dimethyladenosine transferase, putative, expressed; n=3; Oryza sativa|Rep: Dimethyladenosine transferase, putative, expressed - Oryza sativa"	UniRef90_Q10A12	CHR2V7|COORD:19464644..19465847| dimethyladenosine transferase, putative	AT2G47420.1	CHR10V5|COORD:5497011..5502545|protein dimethyladenosine transferase, putative, expressed	LOC_Os10g10434.1	 no descriptionmoderately similar to ( 424)AT2G47420| Symbols:  | dimethyladenosine transferase, putative | chr2:19464644-19465847 FORWARDnot assigned not assigned not assigned KsgA ksgA rADc RrnaAD HemK COG3963 PRK12323 	RNA.processing	27_1

CUST_84793_PI403524517	2	-0.3448429	0.9482374	0.021759033	-0.021759033	0.3409195	-0.049404144	35_24297	"Cluster: Chromosome undetermined SCAF7830, whole genome shotgun sequence; n=1; Tetraodon nigroviridis|Rep: Chromosome undetermined SCAF7830, whole genome shotgu"	UniRef90_Q4T8D1	0	0	CHR01V5|COORD:18304173..18302662|protein seed specific protein Bn15D17A, putative, expressed	LOC_Os01g32770.1	no description	not assigned.unknown	35_2

CUST_75844_PI403524517	2	-0.06867123	0.8678303	0.020003319	0.13462353	-0.020004272	-0.14253616	35_21741	"Cluster: Expressed protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10JI7	"CHR1V7|COORD:27890825..27894812| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G18620.1); similar to expressed protein [Oryza sativa (japonica"	AT1G74160.1	CHR07V5|COORD:24667629..24662473|protein expressed protein	LOC_Os07g41200.1	no descriptionvery weakly similar to (51.6)AT5G15580| Symbols: LNG1 | LNG1 (LONGIFOLIA1) | chr5:5068498-5071933 REVERSE	not assigned.unknown	35_2

CUST_178463_PI403524517	2	0.1223979	-0.08230257	-0.32404566	0.31824446	0.008993626	-0.008993626	35_49635	"Cluster: Expressed protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QNU1	"CHR5V7|COORD:6998948..7001598| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G64020.1); similar to Os11g0241900 [Oryza sativa (japonica"	AT5G20680.1	CHR11V5|COORD:7583825..7579878|protein expressed protein	LOC_Os11g13800.2	no description	not assigned.unknown	35_2

CUST_22347_PI403524517	2	0.13146877	0.35102463	-6.3610077E-4	-0.3259821	-0.17671394	6.3610077E-4	35_6492	"Cluster: ATP-dependent protease La (LON) domain-containing protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: ATP-dependent protease La (LON)"	UniRef90_Q5JKW4	CHR2V7|COORD:10987253..10990710| ATP-dependent protease La (LON) domain-containing protein	AT2G25740.1	CHR01V5|COORD:31414855..31405460|protein ATP-dependent peptidase, putative, expressed	LOC_Os01g54040.3	no descriptionvery weakly similar to (83.2)AT2G25740| Symbols:  | ATP-dependent protease La (LON) domain-containing protein | chr2:10987253-10990710 FORWARD	protein.degradation	29_5

CUST_22520_PI399408534	2	0.060546875	0.08067131	-0.058193207	-0.043372154	-0.14143085	0.043372154	35_30060	"Cluster: RNA recognition motif family protein, expressed; n=5; Oryza sativa (japonica cultivar-group)|Rep: RNA recognition motif family protein, expressed - Ory"	UniRef90_Q10S20	CHR2V7|COORD:14177866..14180302| splicing factor family protein	AT2G33440.1	CHR03V5|COORD:2091263..2082300|protein RNA recognition motif family protein, expressed	LOC_Os03g04520.2	no descriptionvery weakly similar to (52.4)AT2G33440| Symbols:  | splicing factor family protein | chr2:14177866-14180302 FORWARDnot assigned	RNA.processing.splicing	27_1_1

CUST_35043_PI403524517	2	0.023012161	-1.0229931	-0.28969574	-0.010111809	0.010111809	0.015985489	35_10102	"Cluster: 26S proteosome regulatory subunit-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: 26S proteosome regulatory subunit-like - Oryza sativa (japonic"	UniRef90_Q6Z8F7	CHR3V7|COORD:692195..695431| ATPase	AT3G03060.1	CHR02V5|COORD:28683631..28688289|protein ATPase family AAA domain-containing protein 3, putative, expressed	LOC_Os02g46990.1	no descriptionweakly similar to ( 124)AT3G03060| Symbols:  | ATPase | chr3:692195-695431 FORWARDnot assigned	protein.degradation.AAA type	29_5_9

CUST_117082_PI403524517	2	0.12670135	0.23476124	0.067090034	-0.28113365	-0.27555084	-0.06709099	35_33182	"Cluster: Hypothetical protein OJ1316_A04.102-1; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1316_A04.102-1 - Oryza sativa (japonica"	UniRef90_Q7XIQ6		0	CHR07V5|COORD:26982211..26976662|protein expressed protein	LOC_Os07g45194.1	no description	not assigned.unknown	35_2

CUST_103311_PI403524517	2	0.010497093	-0.49927807	-0.2133522	0.34395218	0.033848763	-0.0104961395	35_29460	0	0	CHR1V7|COORD:20030102..20032255| hydroxyproline-rich glycoprotein family protein	AT1G53645.1	0	0	no description	not assigned.unknown	35_2

CUST_1569_PI403524517	2	-0.41345692	0.19611931	-0.27517557	0.8951459	-0.19611931	0.3390031	35_414	Rep: Hypothetical protein precursor - Hordeum vulgare (Barley)	UniRef90_O24002	CHR2V7|COORD:6572236..6572913| plant basic secretory protein (BSP) family protein	AT2G15130.1	CHR10V5|COORD:18310791..18312331|protein secretory protein, putative, expressed	LOC_Os10g34930.1	no descriptionmoderately similar to ( 203)AT2G15130| Symbols:  | plant basic secretory protein (BSP) family protein | chr2:6572236-6572913 FORWARDnot assigned not assigned not assigned BSP PRK07764	stress.biotic	20_1

CUST_168812_PI403524517	2	0.020185947	0.0882144	-0.2926526	-0.011229992	0.007370472	-0.007369995	35_47013	"Cluster: Hsp20/alpha crystallin family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hsp20/alpha crystallin family protein, expressed - O"	UniRef90_Q109M7	CHR5V7|COORD:1427218..1428391| RTM2 (RESTRICTED TEV MOVEMENT 2)	AT5G04890.1	CHR10V5|COORD:15352142..15354222|protein small heat shock-like protein, putative, expressed	LOC_Os10g30162.1	no descriptionvery weakly similar to (74.7)AT5G04890| Symbols: RTM2 | RTM2 (RESTRICTED TEV MOVEMENT 2) | chr5:1427218-1428391 FORWARD	stress.abiotic.heat	20_2_1

CUST_60489_PI403524517	2	0.040908813	-0.3584442	-0.03878975	0.007745743	-0.007744789	0.047472954	35_17244	"Cluster: Putative transcription initiation factor; n=3; Oryza sativa (japonica cultivar-group)|Rep: Putative transcription initiation factor - Oryza sativa (jap"	UniRef90_Q8LMN8	"CHR4V7|COORD:7454967..7457462| ATRAP74/RAP74; transcription initiation factor"	AT4G12610.1	CHR10V5|COORD:5853917..5846058|protein transcription initiation factor IIF, alpha subunit, putative, expressed	LOC_Os10g10990.1	" no descriptionmoderately similar to ( 430)AT4G12610| Symbols: RAP74, ATRAP74 | ATRAP74/RAP74; transcription initiation factor | chr4:7454967-7457462 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TFIIF_alpha TFIIFa Mpp10 BUD22 "	RNA.transcription	27_2

CUST_61723_PI403524517	2	-0.01873207	0.3838129	0.13950539	-0.11846256	0.01873207	-0.08468819	35_17614	"Cluster: Putative chaperonin; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative chaperonin - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5TKQ5	"CHR3V7|COORD:8669020..8672285| HSP60 (Heat shock protein 60); ATP binding / protein binding / unfolded protein binding"	AT3G23990.1	CHR05V5|COORD:26757045..26752405|protein chaperonin CPN60-2, mitochondrial precursor, putative, expressed	LOC_Os05g46290.1	no description	not assigned.unknown	35_2

CUST_90119_PI403524517	2	0.019165993	0.16773319	-0.123428345	-0.019165993	-0.02683258	0.021091461	35_25779	"Cluster: Hypothetical protein OJ1012B02.6; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1012B02.6 - Oryza sativa (japonica cultivar-g"	UniRef90_Q84QB5	CHR3V7|COORD:2754846..2756228| potassium channel tetramerisation domain-containing protein	AT3G09030.1	CHR03V5|COORD:8698923..8697171|protein BTB/POZ, putative, expressed	LOC_Os03g15800.1	no descriptionweakly similar to ( 159)AT3G09030| Symbols:  | potassium channel tetramerisation domain-containing protein | chr3:2754846-2756228 FORWARDnot assigned	transport.potassium	34_15

CUST_4776_PI403524517	2	0.04405594	0.092347145	0.033252716	-0.04096794	-0.3259039	-0.033252716	35_1316	Rep: Putative polyprotein - Zea mays (Maize)	UniRef90_Q8SA93	0	0	CHR06V5|COORD:4557431..4562454|protein retrotransposon protein, putative, unclassified	LOC_Os06g09060.1	no descriptionChromo	not assigned.unknown	35_2

CUST_16658_PI404877155	2	0.07334423	0.39352703	-0.011462212	-0.20037365	-0.10816479	0.011462212	HD07P18r_x_at	OSJNBb0085F13.5 [Oryza sativa (japonica cultivar-group)] emb|CAE04612.2| OSJNBb0004G23.10 [Oryza sativa (japonica cultivar-group)]	CAE02758.1	5705177|arginase	At4g08900.1	protein arginase (ec 3.5.3.1). [mouse-ear cress	Os04g01590	arginase, identical to Swiss-Prot:P46637 arginase (EC 3.5.3.1) (Arabidopsis thaliana)	amino acid metabolism.degradation.glutamate family.arginine	13_2_2_3

CUST_53537_PI403524517	2	0.088124275	-1.1341124	-0.08812523	0.540267	0.40859032	-0.74654865	35_15229	"Cluster: Photosystem I reaction center subunit IV, chloroplast precursor; n=1; Hordeum vulgare|Rep: Photosystem I reaction center subunit IV, chloroplast"	UniRef90_P13194	CHR2V7|COORD:8743861..8744725| PSAE-2 (photosystem I subunit E-2)	AT2G20260.1	CHR07V5|COORD:14531610..14532692|protein photosystem I reaction center subunit IV A, chloroplast precursor, putative, expressed	LOC_Os07g25430.1	 no descriptionvery weakly similar to (97.8)AT4G28750| Symbols: PSAE-1 | PSAE-1 (PSA E1 KNOCKOUT) | chr4:14202957-14203894 REVERSEweakly similar to ( 166)PSAE_HORVUPhotosystem I reaction center subunit IV, chloroplast precursor - Hordeum vulgare (Barley)PSI_PsaE psaE PRK02749 	PS.lightreaction.photosystem I.PSI polypeptide subunits	1_1_2_2

CUST_17448_PI404877155	2	0.050359726	0.013451576	-0.10462952	-0.19759846	0.016431808	-0.01345253	HU14I20u_at	hypothetical protein [Oryza sativa (japonica cultivar-group)] gb|AAP55072.1| hypothetical protein [Oryza sativa (japonica cultivar-group)] g	NP_922785.1	transcription factor-related	At1g17040.1	protein expressed protein	Os10g41770	"transcription factor-related, contains Pfam profile: PF00017 Src homology domain 2; similar to transcription factor (Danio rerio) (GI:3687402)"	RNA.regulation of transcription.unclassified	27_3_99

CUST_20145_PI403524517	2	0.12372208	-0.7154708	-0.04349518	0.20013618	-0.007083893	0.007082939	35_5839	"Cluster: Putative sugar kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative sugar kinase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8S5U3	CHR1V7|COORD:2067632..2070048| pfkB-type carbohydrate kinase family protein	AT1G06730.1	CHR03V5|COORD:3458553..3461331|protein protein kinase, putative, expressed	LOC_Os03g06880.1	no descriptionmoderately similar to ( 332)AT1G06730| Symbols:  | pfkB-type carbohydrate kinase family protein | chr1:2067632-2070048 FORWARDnot assigned RbsK KdgK bac_FRK PfkB ribokinase ribokinase_pfkB_like ribokinase_group_A adenosine_kinase FruK FruK_PfkB_like PRK11142 PRK09434 YegV_kinase_like RfaE_like Guanosine_kinase_like fruK ribokinase_group_B ribokinase_group_C	minor CHO metabolism.others	3_5

CUST_178336_PI403524517	2	-0.16679287	-0.15346098	-0.118124485	0.11812496	0.9054942	0.41776657	35_49595	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_71155_PI403524517	2	-0.22924328	0.31444263	9.889603E-4	0.18553162	-9.899139E-4	-0.014190674	35_20383	"Cluster: Putative prolyl 4-hydroxylase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative prolyl 4-hydroxylase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K7Q8	CHR1V7|COORD:7021373..7022913| oxidoreductase, 2OG-Fe(II) oxygenase family protein	AT1G20270.1	CHR02V5|COORD:35539685..35542483|protein prolyl 4-hydroxylase alpha-2 subunit precursor, putative, expressed	LOC_Os02g58070.1	 no descriptionmoderately similar to ( 332)AT1G20270| Symbols:  | oxidoreductase, 2OG-Fe(II) oxygenase family protein | chr1:7021373-7022913 REVERSEnot assigned P4Hc 2OG-FeII_Oxy 	amino acid metabolism.degradation.glutamate family.proline	13_2_2_2

CUST_36807_PI403524517	2	0.08616257	-0.02861309	0.013907433	-0.0099954605	0.004213333	-0.004213333	35_10608	0	0	CHR3V7|COORD:8063070..8064482| leucine-rich repeat family protein / extensin family protein	AT3G22800.1	CHR04V5|COORD:47959..52365|protein formin Homology 2 Domain containing protein, expressed	LOC_Os04g01070.1	no description	not assigned.unknown	35_2

CUST_11992_PI403524517	2	-0.017196655	-0.21372414	-0.002231598	0.04519081	0.082769394	0.0022325516	35_3410	"Cluster: Putative ribosomal protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ribosomal protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XZF9	CHR5|COORD:6810966..6812148| ribosomal protein L36 family protein, contains Pfam profile: PF00444 ribosomal protein L36	AT5G20180.2	CHR03V5|COORD:33941324..33939933|protein ribosomal protein L36 containing protein, expressed	LOC_Os03g59720.1	no descriptionvery weakly similar to (54.3)AT5G20180| Symbols:  | ribosomal protein L36 family protein | chr5:6811314-6811912 FORWARDnot assigned not assigned RpmJ rpmJ Ribosomal_L36 rpl36	protein.synthesis.mito/plastid ribosomal protein.plastid	29_2_1_1

CUST_161875_PI403524517	2	-0.1353445	-0.01853466	-0.26214027	0.14939499	0.01853466	0.06370354	35_45155	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_33649_PI399408534	2	0.0031957626	0.037309647	-0.03146553	-0.0031957626	-0.12250137	0.14393044	35_16628	"Cluster: RabGAP/TBC domain-containing protein, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: RabGAP/TBC domain-containing protein, putat"	UniRef90_Q2R1Y1	CHR5V7|COORD:22265922..22268918| RAB GTPase activator	AT5G54780.1	CHR11V5|COORD:21770130..21766125|protein TBC domain containing protein, expressed	LOC_Os11g37690.1	no descriptionmoderately similar to ( 324)AT5G54780| Symbols:  | RAB GTPase activator | chr5:22265922-22268918 REVERSEnot assigned not assigned not assigned TBC COG5210 TBC	signalling.G-proteins	30_5

CUST_30481_PI403524517	2	-0.18683624	-0.040340424	0.043601036	0.040341377	-0.12031269	0.09457874	35_8800	"Cluster: Transmembrane domain, a coiled coil-4 domain, of eukaryotic origin (91.3 kD)-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Transmembra"	UniRef90_Q657I0	"CHR1V7|COORD:12909271..12913894| similar to Os05g0355100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001055287.1); similar to unknown protein [Oryza"	AT1G35220.1	CHR01V5|COORD:11208623..11218178|protein expressed protein	LOC_Os01g19760.1	"no descriptionweakly similar to ( 173)AT1G35220| Symbols:  | similar to Os05g0355100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001055287.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAV43895.1); similar to Os01g0303200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001042832.1); contains domain TNF receptor-like (SSF57586) | chr1:12909271-12913894 FORWARDnot assigned"	not assigned.unknown	35_2

CUST_152315_PI403524517	2	0.07603979	1.530468	0.12714148	-0.25817347	-2.7340307	-0.07603979	35_42574	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_5218_PI399408534	2	0.20714808	0.07596922	-0.07596922	-0.15580225	-0.33226347	0.107679844	35_23501	"Cluster: SAP domain containing protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: SAP domain containing protein, expressed - Oryza sativa (jap"	UniRef90_Q10KI0	CHR4V7|COORD:18414598..18416932| SAP domain-containing protein	AT4G39680.1	CHR03V5|COORD:15197832..15192959|protein DNA binding protein, putative, expressed	LOC_Os03g26630.2	no descriptionvery weakly similar to (71.2)AT4G39680| Symbols:  | SAP domain-containing protein | chr4:18414598-18416932 REVERSE	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_2300_PI403524517	2	-0.006304741	-0.19780254	0.20776367	0.006304741	0.3299675	-0.24551964	35_622	"Cluster: Beta-glucosidase; n=5; Oryza sativa (japonica cultivar-group)|Rep: Beta-glucosidase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q42975	CHR3V7|COORD:6191592..6194130| glycosyl hydrolase family 1 protein	AT3G18080.1	CHR03V5|COORD:28194521..28189464|protein non-cyanogenic beta-glucosidase precursor, putative, expressed	LOC_Os03g49600.5	 no descriptionmoderately similar to ( 212)AT3G18080| Symbols:  | glycosyl hydrolase family 1 protein | chr3:6191592-6194130 FORWARDweakly similar to ( 133)BGLC_MAIZEBeta-glucosidase, chloroplast precursor - Zea mays (Maize)not assigned not assigned Glyco_hydro_1 BglB celA arb PRK09852 PRK12323 PRK07764 DUF390 	misc.gluco-, galacto- and mannosidases	26_3

CUST_14000_PI403524517	2	-1.1321783	-0.68766594	1.1770735	0.3815775	0.5498781	-0.3815775	35_4011	"Cluster: AMP-binding enzyme family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: AMP-binding enzyme family protein, expressed - Oryza sat"	UniRef90_Q10S72	"CHR1V7|COORD:7103635..7105846| OPCL1 (OPC-8:0 COA LIGASE1); 4-coumarate-CoA ligase"	AT1G20510.1	CHR03V5|COORD:1800582..1804483|protein 4-coumarate--CoA ligase 1, putative, expressed	LOC_Os03g04000.1	"no descriptionhighly similar to ( 659)AT1G20510| Symbols: OPCL1 | OPCL1 (OPC-8:0 COA LIGASE1); 4-coumarate-CoA ligase | chr1:7103929-7105846 REVERSEmoderately similar to ( 343)4CL1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned CaiC AMP-binding PRK07770 PRK08314 PRK06187 PRK07656 Acs PRK08315 PRK05605 PRK08316 PRK03640 PRK12583 PRK07514 PRK06087 PRK09089 PRK07529 PRK05677 PRK07786 FAA1 PRK06188 PRK06710 PRK06178 PRK07059 PRK09088 PRK07684 PRK08276 PRK07771 PRK12492 PRK07788 PRK06839 PRK08974 PRK07470 PRK07787 PRK06145 EntE caiC PRK08751 PRK05852 PRK12406 PRK08162 PRK08633 PRK07867 PRK04319 PRK06219 PRK07798 PRK06155 PRK07008 PRK06164 PRK06060 PRK06018 EntF PRK07638 entE PRK09029 PRK06368 PRK05620 PRK00851 PRK09274 PRK06814 PRK05691 PRK07768 PRK09192 PRK07445 PRK05850 PRK08279 PRK10524 PRK05857 PRK02530 PRK03429 PRK07824 PRK04813 PRK03582 PRK12316 PRK03914 PRK08180 PRK08043 PRK06334 PRK12476 PRK04664 PRK07769 PRK12582 PRK03613 PRK02239 PRK01291 PRK07003 PRK12467 PRK10252 Atrophin-1 PRK08308 acsA PRK02167 PRK12323 Extensin_2 APC_basic Herpes_BLLF1 PRK03584 DUF1421 Tymo_45kd_70kd PRK05851 HPC2 PRK07764 AF-4 PRK05648 Pneumo_att_G KAR9 DUF566 PaaK Drf_FH1 GRASP55_65 PRK08853 TT_ORF1 Herpes_UL32 DUF1509 Herpes_TAF50 DUF605 Prog_receptor Metaviral_G Gag_spuma Totivirus_coat CTF_NFI PRK12495 PRK12678 DUF936 IER Keratin_B2 PRK12372 DamX Chon_Sulph_att infB PRK09169 DUF390 DAG1 PRK10819 Syndecan HpaP PRK08691"	secondary metabolism.phenylpropanoids.lignin biosynthesis.4CL	16_2_1_3

CUST_457_PI404877155	2	0.21273041	-0.032912254	-0.09092331	0.032913208	-0.11079788	0.54247	Contig1037_at	Cytochrome b6 gb|AAB29194.1| PetB [Zea mays]	P05642	0	0	protein Cytochrome b(N-terminal)/b6/petB, putative	Os01g57940	NONE	PS.lightreaction.cytochrome b6/f	1_01_03

CUST_73780_PI403524517	2	0.033410072	0.4888487	-0.11091709	-0.033410072	0.08922768	-0.18930054	35_21161	"Cluster: Putative (S)-2-hydroxy-acid oxidase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative (S)-2-hydroxy-acid oxidase - Oryza sativa (japonica"	UniRef90_Q8H3I4	CHR3V7|COORD:4685851..4687859| (S)-2-hydroxy-acid oxidase, peroxisomal, putative / glycolate oxidase, putative / short chain alpha-hydroxy acid oxidase,	AT3G14130.1	CHR07V5|COORD:25406651..25412176|protein hydroxyacid oxidase 1, putative, expressed	LOC_Os07g42440.3	 no descriptionmoderately similar to ( 265)AT3G14130| Symbols:  | (S)-2-hydroxy-acid oxidase, peroxisomal, putative / glycolate oxidase, putative / short chain alpha-hydroxy acid oxidase, putative | chr3:4685851-4687859 REVERSEmoderately similar to ( 209)GOX_SPIOLPeroxisomal - Spinacia oleracea (Spinach)not assigned FMN_dh alpha_hydroxyacid_oxid_FMN FCB2_FMN LOX_like_FMN idi LMO_FMN MDH_FMN lldD 	PS.photorespiration.glycolate oxydase	1_2_2

CUST_75800_PI403524517	2	0.30084372	-0.3584957	-0.14954233	-0.24999285	1.0545807	0.14954185	35_21729	Rep: Histone H2A - Botrytis cinerea (Noble rot fungus) (Botryotinia fuckeliana)	UniRef90_O74268	CHR1V7|COORD:18930616..18931111| histone H2A, putative	AT1G51060.1	CHR07V5|COORD:21588125..21589281|protein histone H2A.2, putative, expressed	LOC_Os07g36130.1	 no descriptionweakly similar to ( 148)AT1G51060| Symbols:  | histone H2A, putative | chr1:18930616-18931111 FORWARDweakly similar to ( 143)H2A_CHLREHistone H2A - Chlamydomonas reinhardtiinot assigned not assigned H2A HTA1 H2A Histone 	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_39400_PI403524517	2	0.23650074	-0.12471104	0.038362503	-0.038362503	0.16139603	-0.27333832	35_11332	Rep: H0211F06-OSIGBa0153M17.3 protein - Oryza sativa (Rice)	UniRef90_Q01HL5	"CHR5V7|COORD:6495595..6497989| similar to Os04g0244500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001052303.1); similar to OSJNBa0091C12.1 [Oryza"	AT5G19300.1	CHR04V5|COORD:9327497..9334651|protein conserved protein, putative, expressed	LOC_Os04g17064.1	"no descriptionvery weakly similar to (91.7)AT5G19300| Symbols:  | similar to Os04g0244500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001052303.1); similar to OSJNBa0091C12.1 [Oryza sativa (japonica cultivar-group)] (GB:CAD39923.2); similar to MGC82267 protein [Xenopus laevis] (GB:AAH70663.1); contains InterPro domain Protein of unknown function DUF171; (InterPro:IPR003750) | chr5:6495595-6497989 FORWARDnot assigned DUF171 COG2106"	not assigned.unknown	35_2

CUST_90364_PI403524517	2	0.108119965	0.090013504	-0.1178751	0.061756134	-0.061755657	-0.1770258	35_25845	Rep: At5g21010 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q1EBV6	"CHR5V7|COORD:7136064..7138376| ATBPM5 (BTB-POZ AND MATH DOMAIN 5); protein binding"	AT5G21010.1	CHR07V5|COORD:27543580..27548864|protein speckle-type POZ protein, putative, expressed	LOC_Os07g46160.1	"no descriptionweakly similar to ( 124)AT5G21010| Symbols: ATBPM5 | ATBPM5 (BTB-POZ AND MATH DOMAIN 5); protein binding | chr5:7136064-7138376 FORWARDMATH"	protein.degradation.ubiquitin.E3.BTB/POZ Cullin3.BTB/POZ	29_5_11_4_5_2

CUST_50237_PI403524517	2	0.11141968	-0.5109625	-0.0446167	-0.09150314	0.07845783	0.044615746	35_14334	Rep: Tubulin beta-2/beta-3 chain - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_P29512	"CHR5V7|COORD:25201727..25203652| TUB3 (Tubulin beta-3); structural molecule"	AT5G62700.1	CHR06V5|COORD:27879147..27876524|protein tubulin beta-3 chain, putative, expressed	LOC_Os06g46000.1	"no descriptionhighly similar to ( 825)AT5G62700| Symbols: TUB3 | TUB3 (Tubulin beta-3); structural molecule | chr5:25201727-25203652 FORWARDhighly similar to ( 842)TBB3_WHEATTubulin beta-3 chain - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned beta_tubulin COG5023 Tubulin_FtsZ alpha_tubulin gamma_tubulin epsilon_tubulin Tubulin delta_tubulin Tubulin_C FtsZ_type2 PRK12323 PRK07003 AroH_like Herpes_BLLF1"	cell.organisation	31_1

CUST_140169_PI403524517	2	-0.10956526	-0.018509388	0.12112665	0.018509388	0.08757448	-0.44815683	35_39306	"Cluster: PREDICTED: hypothetical protein; n=1; Rattus norvegicus|Rep: PREDICTED: hypothetical protein - Rattus norvegicus"	UniRef90_UPI0000DA2171	CHR2V7|COORD:8049464..8052090| cupin family protein	AT2G18540.1	CHR03V5|COORD:5095352..5098819|protein preproMP73, putative, expressed	LOC_Os03g10110.1	no description	not assigned.unknown	35_2

CUST_116679_PI403524517	2	0.2796793	0.03824997	-0.22288227	0.039427757	-0.28575325	-0.03824997	35_33074	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_51411_PI403524517	2	-0.057178497	-0.4637518	0.113954544	0.057177544	0.11721611	-0.061145782	35_14654	"Cluster: UDP-D-glucuronate decarboxylase; n=4; Poaceae|Rep: UDP-D-glucuronate decarboxylase - Hordeum vulgare (Barley)"	UniRef90_Q6B6M0	"CHR2V7|COORD:12343546..12345719| UXS6; catalytic"	AT2G28760.1	CHR03V5|COORD:9415551..9419707|protein UDP-glucuronic acid decarboxylase 1, putative, expressed	LOC_Os03g16980.3	no descriptionhighly similar to ( 602)AT2G28760| Symbols: UXS6 | UXS6 | chr2:12343546-12345719 REVERSEvery weakly similar to (97.4)GME2_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned WcaG Epimerase RfbB GalE PRK11908 PRK08125 PRK10084 COG1086 PRK10217 Gmd Polysacc_synt_2 RfbD PRK10675 NAD_binding_4 RmlD_sub_bind 3Beta_HSD PRK07201	cell wall.precursor synthesis.UXS	10_1_5

CUST_90343_PI403524517	2	-0.022257328	-0.040599823	0.08471489	0.022256851	0.26240444	-0.21658278	35_25840	"Cluster: Hypothetical protein OJ1230_H04.6; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1230_H04.6 - Oryza sativa (japonica cultivar"	UniRef90_Q69UY7	CHR4V7|COORD:1490911..1494552| leucine-rich repeat transmembrane protein kinase, putative	AT4G03390.1	CHR06V5|COORD:13002029..13002794|protein expressed protein	LOC_Os06g22390.1	no descriptionnot assigned not assigned not assigned not assigned not assigned PRK12323 PRK07764	not assigned.unknown	35_2

CUST_63585_PI403524517	2	0.059363365	0.39921665	-0.10196304	-0.07119942	0.046775818	-0.046774864	35_18153	Rep: OSJNBa0006A01.21 protein - Oryza sativa (Rice)	UniRef90_Q7X6P4	"CHR1V7|COORD:11568681..11570221| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G17800.2); similar to unknown protein [Oryza sativa (japonica"	AT1G32160.1	CHR04V5|COORD:29861314..29858539|protein expressed protein	LOC_Os04g50860.1	"no descriptionmoderately similar to ( 324)AT1G32160| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G17800.2); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAO38836.1); similar to Os03g0717900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001051084.1); similar to Os04g0595100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001053731.1); contains InterPro domain Protein of unknown function DUF760; (InterPro:IPR008479) | chr1:11568681-11570221 FORWARDDUF760"	not assigned.unknown	35_2

CUST_7084_PI403524517	2	0.09015322	0.85791206	-0.10243559	-0.09015322	-1.2070007	0.9439516	35_1964	"Cluster: Early nodulin 75-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Early nodulin 75-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8H5A3	CHR5V7|COORD:2960081..2961193| hydroxyproline-rich glycoprotein family protein	AT5G09530.1	CHR07V5|COORD:24471884..24470740|protein vegetative cell wall protein gp1 precursor, putative, expressed	LOC_Os07g40860.1	no descriptionvery weakly similar to (92.4)AT5G09530| Symbols:  | hydroxyproline-rich glycoprotein family protein | chr5:2960081-2961193 REVERSEvery weakly similar to (61.2)GP1_CHLREVegetative cell wall protein gp1 precursor - Chlamydomonas reinhardtiinot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Extensin_2 Atrophin-1 PRK05648 Amelogenin Drf_FH1 PRK07003 PRK07764 HPC2 PRK12323 PRK10263 DUF1421 Tymo_45kd_70kd PRK10819 TonB Chorion_1 rne GRASP55_65 Cornifin	not assigned.no ontology.hydroxyproline rich proteins	35_1_41

CUST_28833_PI403524517	2	-0.026380539	0.110759735	0.04100609	-0.031183243	0.01229763	-0.012298584	35_8330	"Cluster: Hypothetical protein T12C14_150; n=1; Arabidopsis thaliana|Rep: Hypothetical protein T12C14_150 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9LZP5	CHR3V7|COORD:8063070..8064482| leucine-rich repeat family protein / extensin family protein	AT3G22800.1	CHR11V5|COORD:346660..344962|protein expressed protein	LOC_Os11g01594.1	no descriptionvery weakly similar to (83.6)AT3G62450| Symbols:  | similar to hypothetical protein MtrDRAFT_AC140551g45v1 [Medicago truncatula] (GB:ABE91880.1) | chr3:23109120-23109606 FORWARD	not assigned.unknown	35_2

CUST_170899_PI403524517	2	0.1238718	0.5746312	-0.14214516	-0.050923347	0.050923824	-0.35792398	35_47603	"Cluster: Putative YZ1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative YZ1 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5VNT2	CHR3V7|COORD:17998544..18000577| CBS domain-containing protein	AT3G48530.1	CHR01V5|COORD:25695329..25697854|protein YZ1, putative, expressed	LOC_Os01g44250.1	no descriptionvery weakly similar to (71.6)AT3G48530| Symbols: KING1 | CBS domain-containing protein | chr3:17998544-18000577 FORWARDCBS_pair_14	not assigned.no ontology	35_1

CUST_8637_PI403524517	2	0.0061187744	0.09036827	-0.0061187744	-0.056423187	-0.006673813	0.0061187744	35_2419	"Cluster: OSJNBa0088H09.3 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0088H09.3 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XPV3	CHR4V7|COORD:7013950..7017840| NTRB (NADPH-dependent thioredoxin reductase B)	AT4G11610.1	CHR04V5|COORD:34696725..34701023|protein phosphoribosylanthranilate transferase, putative, expressed	LOC_Os04g58720.1	 no descriptionhighly similar to ( 994)AT4G11610| Symbols: ATNTRB, NTRB | NTRB (NADPH-dependent thioredoxin reductase B) | chr4:7013950-7017840 REVERSEnot assigned PRT_C C2 C2 C2 C2_2 	not assigned.no ontology.C2 domain-containing protein	35_1_19

CUST_1502_PI404877155	2	-0.008285522	-0.28827953	-0.05706978	0.008285522	0.10040474	0.051031113	Contig1168_at	putative DKFZP564O0463 protein [Oryza sativa (japonica cultivar-group)]	NP_913585.1	transducin family protein / WD-40 repeat family protein	At4g28450.1	protein Sof1-like domain, putative	Os01g13730	transducin family protein / WD-40 repeat family protein, SOF1 (involved in rRNA processing) protein-yeast	RNA.processing	27_1

CUST_131726_PI403524517	2	0.033290386	0.051730156	-0.18709183	-0.15781116	0.8459873	-0.033290386	35_36996	"Cluster: Os07g0633800 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os07g0633800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D4D3	CHR1V7|COORD:27520382..27521013| similar to conserved hypothetical protein [Medicago truncatula] (GB:ABD32847.1)	AT1G73177.1	0	0	no descriptionvery weakly similar to (70.1)AT1G73177| Symbols:  | similar to conserved hypothetical protein [Medicago truncatula] (GB:ABD32847.1) | chr1:27520382-27521013 REVERSE	not assigned.unknown	35_2

CUST_8646_PI399408534	2	0.21720505	-0.1452856	-0.18937111	0.014601707	0.27843857	-0.014600754	35_22972	"Cluster: Hypothetical protein P0001B06.11; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0001B06.11 - Oryza sativa (japonica cultivar-g"	UniRef90_Q9FED7	"CHR2V7|COORD:11150511..11152060| IQD6 (IQ-domain 6); calmodulin binding"	AT2G26180.1	CHR01V5|COORD:5052555..5049795|protein calmodulin binding protein, putative, expressed	LOC_Os01g09790.1	"no descriptionmoderately similar to ( 232)AT2G26180| Symbols: IQD6 | IQD6 (IQ-domain 6); calmodulin binding | chr2:11150511-11152060 REVERSEnot assigned not assigned not assigned not assigned PRK12323 PRK12678 PRK07764 PRK07003"	signalling.calcium	30_3

CUST_61495_PI403524517	2	0.019454956	-0.046772003	0.015926361	-0.02967453	0.1766491	-0.015926361	35_17552	"Cluster: Os05g0566500 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0566500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DFW6	CHR4|COORD:11216955..11219330| similar to eukaryotic translation initiation factor 3 subunit 7, putative / eIF-3 zeta, putative / eIF3d, putative [Arabidopsis	AT4G20980.3	CHR05V5|COORD:28120955..28118814|protein eukaryotic translation initiation factor 3 subunit 7, putative, expressed	LOC_Os05g49150.1	no descriptionmoderately similar to ( 491)AT4G20980| Symbols:  | translation initiation factor | chr4:11217008-11218783 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned eIF-3_zeta Herpes_BLLF1 PRK07003 Atrophin-1 HPC2 Tymo_45kd_70kd PRK07764 PRK12323 Extensin_2 APC_basic AF-4 Pneumo_att_G DUF566 Herpes_UL32 DUF1421 KAR9 DUF390 Prog_receptor PRK05648 DUF1509 Metaviral_G PRK08691 PRK12678 Nup153 Herpes_TAF50 PRK00708 MAP65_ASE1 Sporozoite_P67 DUF936 PRK10905 Syndecan FimV GRASP55_65 COG5099 PRK08770 Pol_Y_like PRK10263 PRK08853 PRK12372 Poxvirus_B22R CTF_NFI PRK10856 Treacle STOP TT_ORF1 DamX BASP1	protein.synthesis.initiation	29_2_3

CUST_6634_PI404877155	2	0.02732563	0.10320854	0.02589035	-0.18338203	-0.18009949	-0.02589035	Contig1968_s_at	jmjC domain containing protein [Oryza sativa (japonica cultivar-group)]	AAT81741.1	transcription factor jumonji (jmjC) domain-containing protein	At3g07610.1	protein Similar to DNA-binding protein PD3, chloroplast - garden pea	Os02g01940	NONE	RNA.regulation of transcription.JUMONJI family	27_3_57

CUST_53425_PI403524517	2	-0.5095496	-0.15401602	0.45323992	0.5724921	-0.19211149	0.15401602	35_15199	"Cluster: Monodehydroascorbate reductase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Monodehydroascorbate reductase - Oryza sativa (japonica cultivar-group"	UniRef90_Q6ZJ08	"CHR3V7|COORD:19612455..19615344| ATMDAR1 (MONODEHYDROASCORBATE REDUCTASE 1); monodehydroascorbate reductase (NADH)"	AT3G52880.1	CHR08V5|COORD:27766968..27770280|protein monodehydroascorbate reductase, putative, expressed	LOC_Os08g44340.1	"no descriptionhighly similar to ( 645)AT3G52880| Symbols: ATMDAR1 | ATMDAR1 (MONODEHYDROASCORBATE REDUCTASE 1); monodehydroascorbate reductase (NADH) | chr3:19612455-19615344 REVERSEhighly similar to ( 653)MDAR_PEAMonodehydroascorbate reductase - Pisum sativum (Garden pea)not assigned not assigned not assigned not assigned not assigned not assigned Pyr_redox_2 NirB HcaD PRK09754 Lpd Ndh PRK09564 PRK06416 PRK05976 TrxB PRK06116 Pyr_redox PRK04965 PRK07818 PRK06292 PRK07846 PRK06327 PRK07845 PRK06370 PRK05249 PRK06115 PRK06467 PRK07251 PRK11749 PRK12831 acoL"	redox.ascorbate and glutathione	21_2

CUST_10782_PI399408534	2	0.111727715	0.52049637	-0.1420269	-0.082707405	-0.055018425	0.055018425	35_21136	"Cluster: Basic helix-loop-helix, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Basic helix-loop-helix, putative, expressed - Oryza sativ"	UniRef90_Q10MW4	CHR5V7|COORD:125303..128959| basic helix-loop-helix (bHLH) family protein	AT5G01310.1	CHR03V5|COORD:10191422..10194800|protein appr-1-p processing enzyme family protein, expressed	LOC_Os03g18210.1	no descriptionmoderately similar to ( 268)AT5G01310| Symbols:  | basic helix-loop-helix (bHLH) family protein | chr5:125303-128959 FORWARDnot assigned not assigned aprataxin_related	RNA.regulation of transcription.bHLH,Basic Helix-Loop-Helix family	27_3_6

CUST_86293_PI403524517	2	0.38830233	0.59107876	-0.064937115	-0.3461051	0.064937115	-0.27889347	35_24713	Rep: H0613H07.3 protein - Oryza sativa (Rice)	UniRef90_Q01ML0	"CHR1V7|COORD:2884458..2886433| ATAMI1 (AMIDASE-LIKE PROTEIN 1); amidase"	AT1G08980.1	CHR04V5|COORD:1060492..1063546|protein ATAMI1, putative, expressed	LOC_Os04g02780.1	" no descriptionweakly similar to ( 144)AT1G08980| Symbols: AMI1, ATAMI1 | ATAMI1 (AMIDASE-LIKE PROTEIN 1); amidase | chr1:2884458-2886433 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK08310 GatA Amidase PRK07056 PRK09201 PRK08186 PRK07488 PRK06102 gatA PRK05962 PRK12470 PRK06170 PRK06169 PRK07235 PRK06061 PRK07486 PRK07487 PRK07042 PRK07869 PRK08137 PRK07139 PRK07764 PRK12323 PRK07003 Protamine_P1 TT_ORF1 PRK06565 PRK06828 PRK06707 PRK05648 DUF1777 Protamine_P2 Atrophin-1 PRK11910 Tymo_45kd_70kd HPC2 "	protein.targeting.chloroplast	29_3_3

CUST_76527_PI403524517	2	-0.18269539	-0.018915176	0.018915176	-0.3001833	0.15167809	0.0555048	35_21940	"Cluster: Protein kinase domain containing protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Protein kinase domain containing protein, express"	UniRef90_Q10SI6	"CHR3|COORD:22952747..22956263| similar to protein kinase family protein [Arabidopsis thaliana] (TAIR:At3g53930.1); similar to OSJNBa0070M12.8 [Oryza sativa (jap"	AT3G61960.2	CHR03V5|COORD:1190024..1196208|protein ATP binding protein, putative, expressed	LOC_Os03g02980.1	no descriptionvery weakly similar to (52.8)AT3G61960| Symbols:  | kinase | chr3:22952941-22955971 REVERSE	protein.postranslational modification	29_4

CUST_330_PI404877155	2	-0.018230438	0.016065598	0.063625336	-0.016066551	-0.03439617	0.08729839	Contig10222_at	OSJNBa0043A12.21 [Oryza sativa (japonica cultivar-group)]	CAE02816.1	phospholipase/carboxylest erase family protein	At4g22300.1	protein At4g22300	Os04g57370	0	lipid metabolism.'exotics' (steroids, squalene etc)	11_8

CUST_106944_PI403524517	2	0.1882267	-0.0034060478	-0.070084095	-0.034136772	0.35414028	0.0034065247	35_30436	"Cluster: UDP-N-acetylglucosamine pyrophosphorylase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: UDP-N-acetylglucosamine pyrophosphorylase-like - Oryza"	UniRef90_Q5Z8Y4	CHR5V7|COORD:21348456..21351799| UDP-N-acetylglucosamine pyrophosphorylase-related	AT5G52560.1	CHR06V5|COORD:29514311..29507826|protein UDP-sugar pyrophospharylase, putative, expressed	LOC_Os06g48760.2	no descriptionweakly similar to ( 146)AT5G52560| Symbols:  | UDP-N-acetylglucosamine pyrophosphorylase-related | chr5:21348456-21351799 FORWARDnot assigned	cell wall.precursor synthesis.NDP sugar pyrophosphorylase.multiple NDP-Sugars	10_1_1_20

CUST_12600_PI404877155	2	-0.012230873	0.45272636	0.001080513	-0.021280289	0.054992676	-0.0010814667	Contig6338_at	0	BAD10073.1	SPL1-Related2 protein (SPL1R2)	At1g20980.1	protein SBP domain, putative	Os08g40260	gi|25406455|pir||H96793 unknown protein F14G6.18 [imported]	RNA.regulation of transcription.SBP,Squamosa promoter binding protein family	27_3_28

CUST_49903_PI403524517	2	-0.02157116	0.27164745	0.06376648	-0.062311172	0.02157116	-0.04733181	35_14245	"Cluster: Amino acid selective channel protein; n=1; Hordeum vulgare|Rep: Amino acid selective channel protein - Hordeum vulgare (Barley)"	UniRef90_O82688	"CHR2V7|COORD:12421500..12422536| OEP16 (OUTER ENVELOPE PROTEIN 16); protein translocase"	AT2G28900.1	CHR05V5|COORD:578344..581363|protein amino acid selective channel protein, putative, expressed	LOC_Os05g02060.1	" no descriptionweakly similar to ( 140)AT2G28900| Symbols: ATOEP16-L, ATOEP16-1, OEP16 | OEP16 (OUTER ENVELOPE PROTEIN 16); protein translocase | chr2:12421500-12422536 REVERSEnot assigned Tim17 "	protein.targeting.mitochondria	29_3_2

CUST_406_PI404877155	2	-0.20264721	0.21159554	0.28182888	-0.47074318	0.052975655	-0.052975655	Contig10299_at	unnamed protein product [Oryza sativa (japonica cultivar-group)] dbj|BAA96178.1| putative GA 2-oxidase 5 [Oryza sativa (japonica cultivar-gr	NP_913269.1	gibberellin 2-oxidase / GA2-oxidase (GA2OX2)	At1g30040.1	protein oxidoreductase, 2OG-Fe(II) oxygenase family, putative	Os01g11150	gi|8096606|dbj|BAA96178.1| unnamed protein product	hormone metabolism.gibberelin.synthesis-degradation.GA2 oxidase	17_6_1_13

CUST_102518_PI403524517	2	0.1739273	0.29058075	0.049176216	-0.12145424	-0.049176216	-0.093027115	35_29244	"Cluster: Os05g0179000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0179000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DKA7	CHR4V7|COORD:15724016..15725743| zinc finger (C3HC4-type RING finger) family protein	AT4G32600.1	CHR05V5|COORD:4688614..4693391|protein protein binding protein, putative, expressed	LOC_Os05g08610.4	no descriptionweakly similar to ( 120)AT4G32600| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr4:15724016-15725743 FORWARD	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_133363_PI403524517	2	-0.5053625	-0.13188648	1.1507483	0.13188553	0.49565697	-0.20366287	35_37441	"Cluster: Protein kinase-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: Protein kinase-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z6V2	CHR1V7|COORD:6978101..6985306| family II extracellular lipase, putative	AT1G20130.1	CHR02V5|COORD:12893454..12895429|protein mitogen-activated protein kinase kinase kinase 2, putative, expressed	LOC_Os02g21700.1	no description	not assigned.unknown	35_2

CUST_26186_PI403524517	2	0.033374786	1.3266478	-0.03337574	-0.099803925	-0.2643795	0.09811211	35_7584	"Cluster: Alpha-L-arabinofuranosidase C-terminus family protein, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Alpha-L-arabinofuranosidase"	UniRef90_Q10M79	"CHR3V7|COORD:3361036..3364578| ASD1 (ALPHA-L-ARABINOFURANOSIDASE); hydrolase, acting on glycosyl bonds"	AT3G10740.1	CHR03V5|COORD:11537173..11528342|protein alpha-N-arabinofuranosidase 1 precursor, putative, expressed	LOC_Os03g20420.1	" no descriptionweakly similar to ( 169)AT3G10740| Symbols: ARAF, ASD1 | ASD1 (ALPHA-L-ARABINOFURANOSIDASE); hydrolase, acting on glycosyl bonds | chr3:3361036-3364578 REVERSEAlpha-L-AF_C "	not assigned.no ontology	35_1

CUST_148046_PI403524517	2	-0.5543642	-0.4311409	0.6323471	0.087462425	0.03264332	-0.032642365	35_41422	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_149960_PI403524517	2	-0.07243824	-0.55733395	-0.08327961	0.072439194	0.39226055	0.2900715	35_41953	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_30898_PI403524517	2	0.19181633	0.5117407	-0.07243347	-0.31589985	0.07243347	-0.1789341	35_8917	"Cluster: Hypothetical protein OJ1057_F01.22; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1057_F01.22 - Oryza sativa (japonica"	UniRef90_Q6K8H5	0	0	CHR02V5|COORD:15823380..15827304|protein expressed protein	LOC_Os02g26960.1	no description	not assigned.unknown	35_2

CUST_64764_PI403524517	2	0.066768646	-0.005870819	-0.15730858	0.005870819	0.16570187	-0.06172657	35_18492	"Cluster: Hypothetical protein P0459B04.1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0459B04.1 - Oryza sativa (japonica"	UniRef90_Q5JL24	"CHR2V7|COORD:16535172..16536352| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G07350.1); similar to unknown protein [Oryza sativa (japonica"	AT2G39650.1	CHR01V5|COORD:43343774..43345975|protein plant-specific domain TIGR01615 family protein, expressed	LOC_Os01g74250.1	" no descriptionmoderately similar to ( 233)AT2G39650| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G07350.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAP44687.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:AAT76408.1); similar to Os01g0973600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001045549.1); contains InterPro domain Protein of unknown function DUF506, plant; (InterPro:IPR006502) | chr2:16535172-16536352 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned DUF506 PRK07764 "	not assigned.unknown	35_2

CUST_50633_PI403524517	2	0.042934418	0.12965012	-0.04293251	-0.123313904	-0.20228195	0.08209419	35_14451	Rep: Enolase 2 - Zea mays (Maize)	UniRef90_P42895	"CHR2V7|COORD:15328160..15330865| LOS2 (Low expression of osmotically responsive genes 1); phosphopyruvate hydratase"	AT2G36530.1	CHR10V5|COORD:4410384..4405764|protein enolase, putative, expressed	LOC_Os10g08550.1	"no descriptionhighly similar to ( 782)AT2G36530| Symbols: LOS2 | LOS2 (Low expression of osmotically responsive genes 1); phosphopyruvate hydratase | chr2:15328160-15330865 REVERSEhighly similar to ( 857)ENO_ORYSAnot assigned enolase eno Eno Enolase_C Enolase_N PRK08350 enolase_like"	glycolysis.enolase	4_12

CUST_12057_PI404877155	2	-0.03828144	0.28151608	0.0039634705	-0.003964424	-0.007446289	0.012302399	Contig5771_at	MCB1 protein [Hordeum vulgare subsp. vulgare]	CAC24844.1	DNA-binding family protein	At1g70000.1	protein putative Myb-related protein	Os10g41260	MCB1 protein	RNA.regulation of transcription.MYB-related transcription factor family	27_3_26

CUST_107484_PI403524517	2	1.0877476	-2.5710897	-1.7902646	1.2112846	0.35477448	-0.35477448	35_30586	"Cluster: Putative MYB transcription factor; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative MYB transcription factor - Oryza sativa (japonica"	UniRef90_Q5Z5B9		0	CHR06V5|COORD:31028134..31024939|protein expressed protein	LOC_Os06g51260.2	no description	not assigned.unknown	35_2

CUST_112562_PI403524517	2	0.14619446	-0.23018074	-0.16373158	-0.08159971	0.22267437	0.08160019	35_31951	Rep: H0117D06-OSIGBa0088B06.9 protein - Oryza sativa (Rice)	UniRef90_Q01HI9	CHR5V7|COORD:22464072..22465097| membrane bound O-acyl transferase (MBOAT) family protein / wax synthase-related	AT5G55380.1	CHR04V5|COORD:11695812..11697082|protein wax synthase isoform 1, putative, expressed	LOC_Os04g20880.1	no descriptionweakly similar to ( 115)AT5G55380| Symbols:  | membrane bound O-acyl transferase (MBOAT) family protein / wax synthase-related | chr5:22464072-22465097 REVERSEnot assigned not assigned	secondary metabolism.wax	16_7

CUST_26081_PI403524517	2	-0.08881855	-1.560195	-0.49512672	0.19997215	0.38432217	0.088819504	35_7556	"Cluster: Putative proton-dependent oligopeptide transporter; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative proton-dependent oligopeptide transporter"	UniRef90_Q6AU97	CHR1V7|COORD:25750474..25753773| proton-dependent oligopeptide transport (POT) family protein	AT1G68570.1	CHR05V5|COORD:19967651..19962043|protein peptide transporter PTR2, putative, expressed	LOC_Os05g33960.1	no descriptionweakly similar to ( 127)AT1G68570| Symbols:  | proton-dependent oligopeptide transport (POT) family protein | chr1:25750474-25753773 FORWARDnot assigned	transport.peptides and oligopeptides	34_13

CUST_174805_PI403524517	2	-0.025716782	0.55114794	0.31365728	-0.12555933	0.025716782	-0.2503667	35_48661	0	0		0	CHR04V5|COORD:34024135..34020744|protein lysine-specific histone demethylase 1, putative, expressed	LOC_Os04g57550.1	no description	not assigned.unknown	35_2

CUST_162127_PI403524517	2	0.0012798309	0.03656006	-0.03649521	0.017629623	-0.0012779236	-0.024930954	35_45223	"Cluster: Os08g0128500 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os08g0128500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J889	CHR1V7|COORD:19478882..19479821| 60S ribosomal protein L37 (RPL37B)	AT1G52300.1	CHR02V5|COORD:34912247..34914279|protein 60S ribosomal protein L37, putative, expressed	LOC_Os02g56990.1	no descriptionweakly similar to ( 119)AT1G52300| Symbols:  | 60S ribosomal protein L37 (RPL37B) | chr1:19478882-19479821 REVERSEnot assigned Ribosomal_L37e RPL37A	protein.synthesis.misc ribososomal protein	29_2_2

CUST_83894_PI403524517	2	-0.15112448	0.3495059	-0.08923817	0.08923864	-0.098517895	0.33202553	35_24047	Rep: Potassium transporter - Phragmites australis (Common reed)	UniRef90_Q1T6Z3	CHR1V7|COORD:22191995..22195060| potassium transporter family protein	AT1G60160.1	CHR09V5|COORD:12666522..12661737|protein potassium transporter 12, putative, expressed	LOC_Os09g21000.1	no descriptionmoderately similar to ( 274)AT1G60160| Symbols:  | potassium transporter family protein | chr1:22191995-22195060 REVERSEmoderately similar to ( 207)HAK14_ORYSAK_trans Kup trkD	transport.potassium	34_15

CUST_29438_PI399408534	2	0.35260105	0.03653574	-0.036535263	-0.1137743	-0.33956146	0.66597223	35_39000	"Cluster: Putative Splicing factor 3B subunit 3; n=3; Oryza sativa (japonica cultivar-group)|Rep: Putative Splicing factor 3B subunit 3 - Oryza sativa (japonica"	UniRef90_Q7X971	CHR3V7|COORD:3786437..3793166| cleavage and polyadenylation specificity factor (CPSF) A subunit C-terminal domain-containing protein	AT3G11960.1	CHR07V5|COORD:5574914..5565871|protein nucleic acid binding protein, putative, expressed	LOC_Os07g10390.1	no descriptionvery weakly similar to (87.4)AT3G11960| Symbols:  | cleavage and polyadenylation specificity factor (CPSF) A subunit C-terminal domain-containing protein | chr3:3786437-3793166 FORWARD	RNA.processing.splicing	27_1_1

CUST_28013_PI399408534	2	0.04033804	0.023004532	-0.17618227	-0.014762878	0.014762402	-0.31264114	35_26605	"Cluster: Os12g0174100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os12g0174100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IPR1	"CHR1V7|COORD:13071464..13074653| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G01480.1); similar to Growth regulator protein, putative, expressed"	AT1G35510.1	CHR12V5|COORD:3752427..3757550|protein growth regulator protein, putative, expressed	LOC_Os12g07540.1	" no descriptionmoderately similar to ( 280)AT1G35510| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G01480.1); similar to Growth regulator protein, putative, expressed [Oryza sativa (japonica cultivar-group)] (GB:ABA96586.1); similar to Os12g0174100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001066285.1); contains InterPro domain Protein of unknown function DUF246, plant; (InterPro:IPR004348) | chr1:13071464-13074653 FORWARDDUF246 "	hormone metabolism.auxin.induced-regulated-responsive-activated	17_2_3

CUST_106495_PI403524517	2	0.2243495	0.25975657	0.20701075	-0.20701075	-0.6547537	-0.27830696	35_30308	"Cluster: Hypothetical protein P0504H10.20; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0504H10.20 - Oryza sativa (japonica cultivar-g"	UniRef90_Q9LGB7	"CHR1V7|COORD:4577226..4577810| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G25870.1); similar to Os01g0131300 [Oryza sativa (japonica"	AT1G13360.1	CHR01V5|COORD:1735670..1736622|protein expressed protein	LOC_Os01g04010.1	no description	not assigned.unknown	35_2

CUST_54909_PI403524517	2	0.07555103	-0.205163	-0.1594162	0.047738075	0.06493664	-0.047738075	35_15631	"Cluster: Putative Acyl-CoA independent ceramide synthase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Acyl-CoA independent ceramide synthase - Ory"	UniRef90_Q84LH5	"CHR4V7|COORD:11798495..11799561| ATCES1 (ATCES1); catalytic"	AT4G22330.1	CHR03V5|COORD:27968048..27964138|protein alkaline phytoceramidase, putative, expressed	LOC_Os03g49180.1	"no descriptionmoderately similar to ( 386)AT4G22330| Symbols: ATCES1 | ATCES1 (ATCES1); catalytic | chr4:11798495-11799561 FORWARDnot assigned aPHC"	lipid metabolism.'exotics' (steroids, squalene etc).sphingolipids	11_8_1

CUST_167191_PI403524517	2	-0.019599915	0.2728052	-0.03989029	0.12884712	-0.04152298	0.019599915	35_46570	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_29907_PI399408534	2	-0.50187635	-0.030973434	0.015994072	0.18854856	-0.015993595	2.6824121	35_48357	"Cluster: MYB23 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: MYB23 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5NKH6	"CHR4V7|COORD:15791044..15795648| PC-MYB1 (myb domain protein 3R1); DNA binding / transcription factor"	AT4G32730.2	CHR12V5|COORD:7617485..7609711|protein myb, putative, expressed	LOC_Os12g13570.1	" no descriptionvery weakly similar to (68.6)AT5G11510| Symbols: AtMYB3R4, MYB3R-4 | MYB3R-4 (C-MYB-LIKE TRANSCRIPTION FACTOR 3R-4, myb domain protein 3R-4); DNA binding / transcription factor | chr5:3680453-3683634 FORWARD"	RNA.regulation of transcription.MYB domain transcription factor family	27_3_25

CUST_16929_PI399408534	2	-0.13451385	0.8940973	0.62361145	-0.21043396	0.05747986	-0.05747986	35_24847	"Cluster: Putative IAA-amino acid hydrolase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative IAA-amino acid hydrolase - Oryza sativa (japonica cultivar"	UniRef90_Q5Z678	"CHR1V7|COORD:16837189..16840641| ILL6 (IAA-leucine resistant (ILR)-like gene 6); metallopeptidase"	AT1G44350.1	CHR06V5|COORD:28836130..28830591|protein IAA-amino acid hydrolase ILR1-like 6 precursor, putative, expressed	LOC_Os06g47620.1	"no descriptionvery weakly similar to (95.1)AT1G44350| Symbols: ILL6 | ILL6 (IAA-leucine resistant (ILR)-like gene 6); metallopeptidase | chr1:16837189-16840641 REVERSEAbgB"	hormone metabolism.auxin.synthesis-degradation	17_2_1

CUST_10966_PI404877155	2	-0.009451866	0.21333885	0.00945282	-0.15747929	-0.1316328	0.032089233	Contig4704_at	Ras-related protein Rab-2-B pir||T02248 GTP-binding protein rab2b - maize gb|AAA63902.1| GTP binding protein	P49104	Rab2-like GTP-binding protein (RAB2)	At4g17170.1	protein Ras family, putative	Os02g37420	Ras-related protein Rab-2-B	signalling.G-proteins	30_5

CUST_7491_PI403524517	2	-0.048415184	-0.7178383	-0.10189247	0.17526054	0.048415184	0.08819389	35_2085	"Cluster: Serine/threonine-protein phosphatase PP2A-5 catalytic subunit; n=22; Magnoliophyta|Rep: Serine/threonine-protein phosphatase PP2A-5 catalytic"	UniRef90_O04951	"CHR1V7|COORD:3428706..3430438| PP2A-2 (protein phosphatase 2a-2); protein phosphatase type 2A"	AT1G10430.1	CHR06V5|COORD:22306125..22312394|protein OsPP2Ac-1 - Phosphatase 2A isoform 1 belonging to family 1, expressed	LOC_Os06g37660.1	"no descriptionhighly similar to ( 600)AT1G10430| Symbols: PP2A-2 | PP2A-2 (protein phosphatase 2a-2); protein phosphatase type 2A | chr1:3428706-3430438 REVERSEhighly similar to ( 629)PP2A1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PP2Ac PP2Ac ApaH Metallophos"	protein.postranslational modification	29_4

CUST_5321_PI403524517	2	-1.9436741	-1.5428524	-0.06434536	0.6369839	0.6129284	0.06434631	35_1469	"Cluster: Os03g0291500 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os03g0291500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DSS5	CHR3V7|COORD:17449121..17452028| ASN1 (DARK INDUCIBLE 6)	AT3G47340.1	CHR03V5|COORD:10103435..10098924|protein asparagine synthetase, putative, expressed	LOC_Os03g18130.3	 no descriptionweakly similar to ( 154)AT3G47340| Symbols: DIN6, AT-ASN1, ASN1 | ASN1 (DARK INDUCIBLE 6) | chr3:17449430-17452028 REVERSEmoderately similar to ( 218)ASNS_MAIZEAsparagine synthetase [glutamine-hydrolyzing] - Zea mays (Maize)not assigned not assigned not assigned asnB AsnB 	amino acid metabolism.synthesis.aspartate family.asparagine	13_1_3_1

CUST_58044_PI403524517	2	-0.10192299	-0.24049568	0.09063721	-0.0052375793	0.005238533	0.04391384	35_16551	"Cluster: Putative tryptophan synthase alpha chain; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative tryptophan synthase alpha chain - Oryza sativa (jap"	UniRef90_Q6ZL61	CHR4V7|COORD:1147662..1149217| tryptophan synthase, alpha subunit, putative	AT4G02610.1	CHR07V5|COORD:4331942..4328694|protein indole-3-glycerol phosphate lyase, chloroplast precursor, putative, expressed	LOC_Os07g08430.1	 no descriptionmoderately similar to ( 337)AT4G02610| Symbols:  | tryptophan synthase, alpha subunit, putative | chr4:1147662-1149217 FORWARDmoderately similar to ( 293)TRPA_MAIZEIndole-3-glycerol phosphate lyase, chloroplast precursor - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned trp_synt_A Trp_syntA Tryptophan_synthase_alpha TrpA PRK12323 PRK07764 Tymo_45kd_70kd DUF1421 Extensin_2 Drf_FH1 TIM_phosphate_binding APC_basic Totivirus_coat Atrophin-1 PRK07003 MCPVI Herpes_UL56 Gag_spuma GRASP55_65 	amino acid metabolism.synthesis.aromatic aa.tryptophan	13_1_6_5

CUST_14902_PI403524517	2	-0.04304695	0.11950493	0.044508934	0.043047905	-0.054406166	-0.06834221	35_4295	"Cluster: Protein phosphatase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Protein phosphatase-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z648	"CHR2V7|COORD:1588535..1589835| IBR5 (INDOLE-3-BUTYRIC ACID RESPONSE 5); protein tyrosine/serine/threonine phosphatase"	AT2G04550.1	CHR02V5|COORD:29876197..29879372|protein dual specificity protein phosphatase 4, putative, expressed	LOC_Os02g48840.1	"no descriptionmoderately similar to ( 276)AT2G04550| Symbols: IBR5 | IBR5 (INDOLE-3-BUTYRIC ACID RESPONSE 5); protein tyrosine/serine/threonine phosphatase | chr2:1588535-1589600 FORWARDvery weakly similar to (58.9)PTP3_CHLEUDual specificity protein phosphatase - Chlamydomonas eugametosnot assigned not assigned not assigned not assigned DSPc DSPc DSPc CDC14"	protein.postranslational modification	29_4

CUST_118301_PI403524517	2	0.2608242	-0.0026569366	0.14012146	-0.030361176	-0.49765205	0.0026569366	35_33499	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_115980_PI403524517	2	0.053516388	-0.32989407	0.31947088	0.62362385	-0.053516388	-0.11120319	35_32889	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_33720_PI403524517	2	-0.112876415	-0.28341007	-0.069282055	0.16823149	0.547524	0.069282055	35_9717	0	0	0	0	CHR05V5|COORD:22364965..22366982|protein expressed protein	LOC_Os05g38280.1	no description	not assigned.unknown	35_2

CUST_95296_PI403524517	2	0.39423752	0.33137083	8.392334E-5	-8.34465E-5	-0.5679712	-0.5391784	35_27234	"Cluster: Os04g0204100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os04g0204100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JET8	"CHR2V7|COORD:18159356..18160792| GT/UGT74F2 (UDP-GLUCOSYLTRANSFERASE 74F2); UDP-glucosyltransferase/ UDP-glycosyltransferase/ transferase, transferring"	AT2G43820.1	CHR04V5|COORD:7013322..7011054|protein indole-3-acetate beta-glucosyltransferase, putative, expressed	LOC_Os04g12720.1	" no descriptionvery weakly similar to (74.3)AT2G43820| Symbols: GT, UGT74F2 | GT/UGT74F2 (UDP-GLUCOSYLTRANSFERASE 74F2); UDP-glucosyltransferase/ UDP-glycosyltransferase/ transferase, transferring glycosyl groups / transferase, transferring hexosyl groups | chr2:18159356-18160792 FORWARDvery weakly similar to (79.7)IAAG_MAIZEIndole-3-acetate beta-glucosyltransferase - Zea mays (Maize)not assigned "	misc.UDP glucosyl and glucoronyl transferases	26_2

CUST_84490_PI403524517	2	0.02153778	0.052015305	-0.20575523	-0.08745384	-0.012681007	0.012681961	35_24210	"Cluster: Os02g0307200 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0307200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E1T2	"CHR1V7|COORD:9693319..9696244| ATCSA-1; nucleotide binding"	AT1G27840.2	CHR02V5|COORD:12052019..12057368|protein expressed protein	LOC_Os02g20430.1	"no descriptionweakly similar to ( 140)AT1G27840| Symbols: ATCSA-1 | ATCSA-1; nucleotide binding | chr1:9693319-9696244 REVERSEnot assigned"	not assigned.no ontology	35_1

CUST_110948_PI403524517	2	-0.026175499	-0.33939505	0.026175499	0.10312748	0.16753197	-0.07279682	35_31504	"Cluster: Hypothetical protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53KK6	"CHR1V7|COORD:7620145..7623967| ATSWI3C (Arabidopsis thaliana switching protein 3C); DNA binding"	AT1G21700.1	CHR11V5|COORD:4216741..4225375|protein SWIRM domain containing protein, expressed	LOC_Os11g08080.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_85000_PI403524517	2	-0.3268113	-1.0762744	0.4136052	0.054951668	0.43270445	-0.054951668	35_24352	"Cluster: Os06g0160600 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os06g0160600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DEC9	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	CHR06V5|COORD:3076782..3073188|protein expressed protein	LOC_Os06g06550.1	no descriptionvery weakly similar to (52.8)AT3G02650| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr3:566278-569872 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF247 PRK12323 PRK07764 PRK07003 PRK12678 APC_basic	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_53642_PI403524517	2	0.13996601	0.73722744	-0.025668144	-0.028849602	-0.36755562	0.025668144	35_15256	"Cluster: Os11g0105900 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os11g0105900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IV85	"CHR5V7|COORD:14676363..14679638| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G05090.1); similar to hypothetical protein 31.t00031 [Brassica"	AT5G37080.1	CHR11V5|COORD:268028..270933|protein conserved hypothetical protein	LOC_Os11g01460.1	no descriptionnot assigned RPA1_DBD_A_like	not assigned.unknown	35_2

CUST_170830_PI403524517	2	-0.11332989	0.16823769	-0.016382217	0.016382217	0.15012455	-0.050333023	35_47585	Rep: Spermidine synthase 1 - Oryza sativa (Rice)	UniRef90_Q9SMB1	CHR1V7|COORD:26489160..26491015| SPDS2 (SPERMIDINE SYNTHASE 2)	AT1G70310.1	CHR07V5|COORD:12721217..12714762|protein spermidine synthase 1, putative, expressed	LOC_Os07g22600.1	no descriptionmoderately similar to ( 288)AT1G70310| Symbols: SPDS2 | SPDS2 (SPERMIDINE SYNTHASE 2) | chr1:26489160-26491015 REVERSEmoderately similar to ( 312)SPD1_ORYSAnot assigned not assigned Spermine_synth PRK00811 SpeE PRK03612 COG4262 speE PRK04457 speE	polyamine metabolism.synthesis.spermidine synthase	22_1_6

CUST_30785_PI403524517	2	-0.60646534	-0.01312542	0.6159773	0.013124466	0.34709454	-0.17729378	35_8883	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_54848_PI403524517	2	1.4097304	-0.79677916	-0.7378454	0.8498192	-0.15697479	0.15697479	35_15610	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_41719_PI403524517	2	0.119199276	0.46144533	0.11642313	-0.17238045	-0.22351694	-0.11642313	35_11988	"Cluster: Hypothetical protein OSJNBa0052F07.7; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0052F07.7 - Oryza sativa (japonica cu"	UniRef90_Q851R6	0	0	CHR03V5|COORD:33341198..33333038|protein FHA domain containing protein, expressed	LOC_Os03g58640.2	no description	not assigned.unknown	35_2

CUST_6929_PI403524517	2	0.107479095	-0.5251627	-0.016989708	0.016990662	-0.07448292	0.028313637	35_1921	"Cluster: Similarity to metallothionein-I gene transcription activator; n=1; Arabidopsis thaliana|Rep: Similarity to metallothionein-I gene transcription"	UniRef90_Q9FLM8	CHR5V7|COORD:16441278..16442149| DNA-directed RNA polymerases I, II, and III 7 kDa subunit, putative	AT5G41010.1	CHR01V5|COORD:19412679..19415137|protein DNA-directed RNA polymerases I, II, and III 7.3 kDa polypeptide, putative, expressed	LOC_Os01g34614.1	 no descriptionvery weakly similar to (99.8)AT5G41010| Symbols:  | DNA-directed RNA polymerases I, II, and III 7 kDa subunit, putative | chr5:16441278-16442149 FORWARDnot assigned RPOLCX DNA_RNApol_7kD RPC10 	RNA.transcription	27_2

CUST_59569_PI403524517	2	-0.19656754	0.32347202	0.090950966	-0.0869112	-0.078988075	0.07898712	35_16987	"Cluster: Putative 5-oxoprolinase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative 5-oxoprolinase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8LHD1	CHR5V7|COORD:15073865..15077755| hydantoinase/oxoprolinase family protein	AT5G37830.1	CHR01V5|COORD:42924850..42917729|protein 5-oxoprolinase, putative, expressed	LOC_Os01g73514.2	no descriptionnearly identical (1207)AT5G37830| Symbols:  | hydantoinase/oxoprolinase family protein | chr5:15073865-15077755 REVERSEnot assigned HyuB Hydantoinase_B HyuA Hydantoinase_A	not assigned.no ontology	35_1

CUST_134895_PI403524517	2	-0.057346344	-0.013189316	-0.08293533	0.04316902	0.013188362	0.03812313	35_37846	"Cluster: Hypothetical protein; n=1; Geobacter uraniumreducens Rf4|Rep: Hypothetical protein - Geobacter uraniumreducens Rf4"	UniRef90_Q2DK04	CHR3V7|COORD:6559180..6562050| leucine-rich repeat family protein / extensin family protein	AT3G19020.1	CHR07V5|COORD:24271675..24264784|protein formin-2, putative, expressed	LOC_Os07g40510.1	no description	not assigned.unknown	35_2

CUST_9076_PI403524517	2	-0.049124718	0.5344639	0.104343414	-0.047468185	-0.044418335	0.04441738	35_2543	"Cluster: Putative flavoprotein alpha-subunit, having alternative splicing products; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative flavoprotein"	UniRef90_Q75LJ3	"CHR1V7|COORD:18881706..18883607| ETFALPHA (ELECTRON TRANSFER FLAVOPROTEIN ALPHA); FAD binding / electron carrier"	AT1G50940.1	CHR03V5|COORD:35038972..35042534|protein electron transfer flavoprotein alpha-subunit, mitochondrial precursor, putative, expressed	LOC_Os03g61920.1	"no descriptionmoderately similar to ( 212)AT1G50940| Symbols: ETFALPHA | ETFALPHA (ELECTRON TRANSFER FLAVOPROTEIN ALPHA); FAD binding / electron carrier | chr1:18881706-18883607 REVERSEnot assigned ETF_alpha ETF FixB ETF"	mitochondrial electron transport / ATP synthesis.electron transfer flavoprotein	9_3

CUST_66849_PI403524517	2	-0.72187614	-0.26842022	1.0698261	0.45419312	0.12849617	-0.12849712	35_19086	"Cluster: Putative UVB-resistance protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative UVB-resistance protein - Oryza sativa (japonica cultivar-gro"	UniRef90_Q69SU2	CHR5V7|COORD:25572047..25575813| UVR8 (UVB-RESISTANCE 8)	AT5G63860.1	CHR02V5|COORD:20908008..20913252|protein HECT domain and RCC1-like domain-containing protein 2, putative, expressed	LOC_Os02g34860.1	no descriptionmoderately similar to ( 317)AT5G63860| Symbols: UVR8 | UVR8 (UVB-RESISTANCE 8) | chr5:25572047-25575813 REVERSEnot assigned not assigned not assigned not assigned ATS1	cell.division	31_2

CUST_20129_PI403524517	2	-0.36655712	0.05973816	0.23494816	0.05609989	-0.056100845	-0.13688946	35_5834	"Cluster: Putative FH protein NFH2; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative FH protein NFH2 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8S0F0	"CHR3V7|COORD:9252557..9256063| AFH1 (FORMIN HOMOLOGY 1); actin binding"	AT3G25500.1	CHR01V5|COORD:39344800..39340608|protein AFH1, putative, expressed	LOC_Os01g67240.1	" no descriptionweakly similar to ( 184)AT3G25500| Symbols: FH1, AHF1, AFH1 | AFH1 (FORMIN HOMOLOGY 1); actin binding | chr3:9252557-9256063 REVERSEnot assigned FH2 FH2 "	not assigned.no ontology.formin homology 2 domain-containing protein	35_1_20

CUST_40485_PI403524517	2	0.49265766	0.25072575	-0.008742332	-0.103458405	-0.26775312	0.008742332	35_11643	"Cluster: CLV1 receptor kinase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: CLV1 receptor kinase-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K3W2	"CHR4V7|COORD:14077900..14080971| HAESA (RECEPTOR-LIKE PROTEIN KINASE 5); ATP binding / kinase/ protein serine/threonine kinase"	AT4G28490.1	CHR09V5|COORD:9580076..9576649|protein receptor-like protein kinase 5 precursor, putative, expressed	LOC_Os09g15700.1	" no descriptionweakly similar to ( 143)AT4G28490| Symbols: RLK5, HAE, HAESA | HAESA (RECEPTOR-LIKE PROTEIN KINASE 5); ATP binding / kinase/ protein serine/threonine kinase | chr4:14077900-14080971 FORWARDvery weakly similar to (92.8)PSKR_DAUCAPhytosulfokine receptor precursor - Daucus carota (Carrot)not assigned not assigned not assigned not assigned COG4886 "	stress.biotic	20_1

CUST_76851_PI403524517	2	-0.20095158	-1.2837086	-0.00786972	0.82557106	0.75276566	0.007870674	35_22030	Rep: Aquaporin PIP2 - Triticum aestivum (Wheat)	UniRef90_Q8S4X4	"CHR4V7|COORD:16708677..16709963| PIP3 (PLASMA MEMBRANE INTRINSIC PROTEIN 3); water channel"	AT4G35100.1	CHR07V5|COORD:15367441..15368473|protein aquaporin PIP2.5, putative, expressed	LOC_Os07g26640.1	" no descriptionvery weakly similar to (94.4)AT4G35100| Symbols: PIP3A, PIP2;7, SIMIP, PIP3 | PIP3 (PLASMA MEMBRANE INTRINSIC PROTEIN 3); water channel | chr4:16708677-16709963 FORWARDvery weakly similar to (92.0)PIP25_ORYSAnot assigned MIP MIP "	transport.Major Intrinsic Proteins.PIP	34_19_1

CUST_18436_PI399408534	2	-0.008603096	0.41121674	0.09536171	-0.082632065	-0.064686775	0.008602142	35_3703	"Cluster: SSXT protein containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: SSXT protein containing protein,"	UniRef90_Q2R176	CHR4V7|COORD:357675..358928| GIF3 (GRF1-INTERACTING FACTOR 3)	AT4G00850.1	CHR11V5|COORD:23415910..23412278|protein GIF2, putative, expressed	LOC_Os11g40100.1	no descriptionweakly similar to ( 119)AT4G00850| Symbols: GIF3 | GIF3 (GRF1-INTERACTING FACTOR 3) | chr4:357675-358928 FORWARDnot assigned SSXT	RNA.regulation of transcription.General Transcription	27_3_50

CUST_565_PI403524517	2	0.46954298	0.63935137	-0.21029758	0.083440304	-0.8067875	-0.083440304	35_149	"Cluster: Photosystem I reaction center subunit psaK, chloroplast precursor; n=2; BEP clade|Rep: Photosystem I reaction center subunit psaK, chloroplast"	UniRef90_P36886	CHR1V7|COORD:10722307..10722995| PSAK (PHOTOSYSTEM I SUBUNIT K)	AT1G30380.1	CHR07V5|COORD:2544727..2545713|protein photosystem I reaction center subunit psaK, chloroplast precursor, putative, expressed	LOC_Os07g05480.1	 no descriptionweakly similar to ( 171)AT1G30380| Symbols: PSAK | PSAK (PHOTOSYSTEM I SUBUNIT K) | chr1:10722307-10722995 FORWARDmoderately similar to ( 252)PSAK_HORVUPhotosystem I reaction center subunit psaK, chloroplast precursor - Hordeum vulgare (Barley)not assigned PSI_PSAK 	PS.lightreaction.photosystem I.PSI polypeptide subunits	1_1_2_2

CUST_38282_PI403524517	2	0.4811206	0.700747	-0.07993889	-0.54716206	0.07993889	-0.1589632	35_11018	"Cluster: Mitochondrial substrate carrier protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Mitochondrial substrate carrier protein-like - Oryza sat"	UniRef90_Q6ESH9	CHR3V7|COORD:8063070..8064482| leucine-rich repeat family protein / extensin family protein	AT3G22800.1	CHR02V5|COORD:27004568..27009877|protein mitochondrial carrier protein, expressed	LOC_Os02g44570.2	no description	not assigned.unknown	35_2

CUST_57393_PI403524517	2	-0.051153183	-0.43241835	0.080677986	0.16267109	0.051153183	-0.1095171	35_16366	"Cluster: Hydrolase-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hydrolase-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69XR3	"CHR5|COORD:4451840..4454624| hydrolase, alpha/beta fold family protein, low similarity to hydrolase (Terrabacter sp. DBF63) GI:14196240; contains Pfam profile P"	AT5G13800.1	CHR06V5|COORD:14525888..14531031|protein hydrolase, alpha/beta fold family protein, expressed	LOC_Os06g24730.1	 no descriptionhighly similar to ( 538)AT5G13800| Symbols:  | hydrolase, alpha/beta fold family protein | chr5:4452066-4454144 REVERSEnot assigned not assigned MhpC Abhydrolase_1 PldB 	not assigned.no ontology	35_1

CUST_3601_PI404877155	2	0.13455486	0.07675457	0.03956127	-0.22992325	-0.27412224	-0.03956127	Contig14136_at	1-phosphatidylinositol-3-phosphate 5-kinase-like [Oryza sativa (japonica cultivar-group)] dbj|BAD08735.1| 1-phosphatidylinositol-3-phosphate	XP_482701.1	phosphatidylinositol-4- phosphate 5-kinase family protein	At4g33240.1	protein Phosphatidylinositol-4-phosphate 5-Kinase, putative	Os08g34950	"phosphatidylinositol-4-phosphate 5-kinase family protein, similar to SP:Q9Z1T6 FYVE finger-containing phosphoinositide kinase (EC 2.7.1.68) (1- phosphatidylinositol-4-phosphate kinase) (PIP5K) (PtdIns(4)P-5-kinase) {Mus musculus}; contains Pfam profiles P"	signalling.phosphinositides	30_4

CUST_13436_PI404877155	2	-0.13944054	-0.17661095	0.23076344	0.06989956	0.15065098	-0.069898605	Contig7156_at	P0019E03.5 [Oryza sativa (japonica cultivar-group)] dbj|BAC01247.1| membrane protein-like [Oryza sativa (japonica cultivar-group)]	NP_916937.1	auxin-responsive protein -related	At3g61750.1	protein expressed protein	Os01g48850	"3.1_Homeodomain   T01713 HOXA10;"	hormone metabolism.auxin.induced-regulated-responsive-activated	17_2_3

CUST_11985_PI403524517	2	-0.0053625107	-0.24752808	0.0053625107	0.043175697	0.09983921	-0.064837456	35_3409	"Cluster: Putative ribosomal protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ribosomal protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XZF9	CHR5|COORD:6810966..6812148| ribosomal protein L36 family protein, contains Pfam profile: PF00444 ribosomal protein L36	AT5G20180.2	CHR03V5|COORD:33941324..33939933|protein ribosomal protein L36 containing protein, expressed	LOC_Os03g59720.1	no descriptionvery weakly similar to (54.3)AT5G20180| Symbols:  | ribosomal protein L36 family protein | chr5:6811314-6811912 FORWARDnot assigned not assigned RpmJ rpmJ Ribosomal_L36 rpl36	protein.synthesis.mito/plastid ribosomal protein.plastid	29_2_1_1

CUST_26063_PI403524517	2	0.20707607	-0.5842991	-0.21445084	-0.0804224	0.0804224	0.25025368	35_7551	"Cluster: Kinesin-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Kinesin-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z9U4	0	0	CHR08V5|COORD:4702894..4705383|protein kinesin-like protein, putative, expressed	LOC_Os08g08230.1	no description	not assigned.unknown	35_2

CUST_23832_PI399408534	2	-0.11477184	0.32512093	-0.11953831	0.19983864	-0.39289474	0.1147728	35_1332	"Cluster: Os12g0158600 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os12g0158600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IPZ2	CHR2V7|COORD:15130503..15132219| abscisic acid-responsive HVA22 family protein	AT2G36020.1	CHR12V5|COORD:2927021..2933408|protein pathogenicity protein PATH531-like protein, putative, expressed	LOC_Os12g06180.1	no descriptionweakly similar to ( 148)AT2G36020| Symbols: HVA22J | abscisic acid-responsive HVA22 family protein | chr2:15130503-15132219 REVERSEnot assigned not assigned not assigned not assigned SRP_SPB TB2_DP1_HVA22 Ffh PRK10867 YOP1 PRK00771	hormone metabolism.abscisic acid.synthesis-degradation	17_1_1

CUST_25706_PI403524517	2	0.04172039	-0.17153549	0.06818676	-0.036938667	-0.04731083	0.03693962	35_7450	"Cluster: Hypothetical protein P0017G10.33; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0017G10.33 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5Z7N2	0	0	CHR06V5|COORD:31007001..31010738|protein expressed protein	LOC_Os06g51240.2	no description	not assigned.unknown	35_2

CUST_101361_PI403524517	2	0.03968239	0.14977932	0.07319641	-0.12316799	-0.039681435	-0.2263956	35_28927	"Cluster: Putative DNA-(Apurinic or apyrimidinic site) lyase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative DNA-(Apurinic or apyrimidinic site) lyase"	UniRef90_Q5VQJ9	CHR2V7|COORD:17292809..17295847| ARP (apurinic endonuclease-redox protein)	AT2G41460.1	CHR01V5|COORD:34246241..34251512|protein apurinic endonuclease-redox protein, putative, expressed	LOC_Os01g58680.1	no description	not assigned.unknown	35_2

CUST_29628_PI403524517	2	-0.0033340454	0.03556156	-0.081438065	0.003334999	-0.0070228577	0.08239174	35_8557	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_16640_PI403524517	2	0.24144173	-1.0037127	-0.07431698	0.038101196	-0.038101196	0.15291786	35_4805	"Cluster: Putative beta-glucuronidase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative beta-glucuronidase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69II6	CHR5V7|COORD:13253142..13255948| glycosyl hydrolase family 79 N-terminal domain-containing protein	AT5G34940.2	CHR02V5|COORD:34193672..34197836|protein heparanase-like protein 3 precursor, putative, expressed	LOC_Os02g55870.1	no descriptionhighly similar to ( 576)AT5G34940| Symbols:  | glycosyl hydrolase family 79 N-terminal domain-containing protein | chr5:13253796-13255948 REVERSEGlyco_hydro_79n	not assigned.no ontology	35_1

CUST_23472_PI399408534	2	0.30795574	-1.0699878	-0.56181765	0.46589518	0.25880814	-0.25880766	35_41548	"Cluster: Zinc finger protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Zinc finger protein - Oryza sativa (japonica cultivar-group)"	UniRef90_O82115	"CHR1V7|COORD:1828661..1829658| STO (SALT TOLERANCE); transcription factor/ zinc ion binding"	AT1G06040.1	CHR02V5|COORD:23753345..23754688|protein salt tolerance-like protein, putative, expressed	LOC_Os02g39360.1	"no descriptionweakly similar to ( 147)AT2G31380| Symbols: STH | STH (salt tolerance homologue); transcription factor/ zinc ion binding | chr2:13389227-13390379 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07003 PRK12323 BBOX PRK07764 DUF566 Pneumo_att_G BBOX"	RNA.regulation of transcription.C2C2(Zn) CO-like, Constans-like zinc finger family	27_3_7

CUST_166360_PI403524517	2	-0.052960873	0.05296135	-0.17933464	0.2790556	-0.27159643	0.6778369	35_46345	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_110668_PI403524517	2	-1.5305123	-0.24708605	1.0755711	0.19025326	0.5152607	-0.19025326	35_31430	"Cluster: Putative cytochrome P450; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative cytochrome P450 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q65WU0	"CHR2V7|COORD:11816450..11817937| CYP94C1 (cytochrome P450, family 94, subfamily C, polypeptide 1); oxygen binding"	AT2G27690.1	CHR05V5|COORD:21707635..21710085|protein cytochrome P450 94A2, putative, expressed	LOC_Os05g37250.1	" no descriptionweakly similar to ( 169)AT2G27690| Symbols: CYP94C1 | CYP94C1 (cytochrome P450, family 94, subfamily C, polypeptide 1); oxygen binding | chr2:11816450-11817937 FORWARDnot assigned not assigned p450 "	misc.cytochrome P450	26_10

CUST_16890_PI403524517	2	-0.046445847	0.09538174	0.08034611	0.008059502	-0.008059502	-0.07428169	35_4880	"Cluster: Protein phosphatase 2C containing protein, expressed; n=2; Oryza sativa|Rep: Protein phosphatase 2C containing protein, expressed - Oryza sativa (japon"	UniRef90_Q336W3	CHR2V7|COORD:14261276..14262860| protein phosphatase 2C, putative / PP2C, putative	AT2G33700.1	CHR10V5|COORD:20796518..20800410|protein Ca2+/calmodulin-dependent protein kinase phosphatase, putative, expressed	LOC_Os10g39540.1	 no descriptionmoderately similar to ( 453)AT2G33700| Symbols:  | protein phosphatase 2C, putative / PP2C, putative | chr2:14261276-14262860 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned PP2Cc PP2Cc PP2C PTC1 	protein.postranslational modification	29_4

CUST_14937_PI404877155	2	0.047279358	0.014126778	-0.1754713	-0.116820335	-0.014127731	0.13917351	Contig8750_s_at	putative zinc finger protein [Oryza sativa (japonica cultivar-group)] gb|AAP46233.1| putative GATA-type zinc finger protein [Oryza sativa (j	NP_909974.1	zinc finger (GATA type) family protein	At3g16870.1	protein putative GATA-type zinc finger protein	Os03g61570	NONE	RNA.regulation of transcription.C2C2(Zn) GATA transcription factor family	27_3_09

CUST_163858_PI403524517	2	0.005583763	8.049011E-4	-0.086167336	0.15709305	-0.030930042	-8.044243E-4	35_45684	"Cluster: Os04g0521200 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os04g0521200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JBN7	CHR5V7|COORD:19886916..19887434| unknown protein	AT5G49015.1	CHR04V5|COORD:25884676..25886859|protein expressed protein	LOC_Os04g44070.1	no description	not assigned.unknown	35_2

CUST_11191_PI399408534	2	-0.00972271	0.3247099	0.01640129	0.00972271	-0.10528469	-0.021341324	35_4454	"Cluster: Putative tDET1 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative tDET1 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q658D0	CHR4V7|COORD:6346539..6349142| DET1 (DE-ETIOLATED 1)	AT4G10180.1	CHR01V5|COORD:253680..245509|protein light-mediated development protein DET1, putative, expressed	LOC_Os01g01484.2	 no descriptionhighly similar to ( 678)AT4G10180| Symbols: FUS2, DET1 | DET1 (DE-ETIOLATED 1) | chr4:6346539-6349142 FORWARDnot assigned 	protein.degradation.ubiquitin.E3.DCX	29_5_11_4_6

CUST_105478_PI403524517	2	0.12882185	1.4869242	0.32679605	-0.17879868	-0.25682688	-0.12882185	35_30040	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_7075_PI399408534	2	0.13483095	-0.13483047	-0.5282068	0.49458075	0.35308313	-0.17684221	35_47435	"Cluster: Putative phosphatidylinositol-4-phosphate 5-kinase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative phosphatidylinositol-4-phosphate 5-kinase"	UniRef90_Q6KA01	"CHR3V7|COORD:3040431..3043681| PIP5K9 (PHOSPHATIDYL INOSITOL MONOPHOSPHATE 5 KINASE); 1-phosphatidylinositol-4-phosphate 5-kinase"	AT3G09920.1	CHR02V5|COORD:35307766..35301525|protein phosphatidylinositol-4-phosphate 5-kinase 9, putative, expressed	LOC_Os02g57660.1	"no descriptionvery weakly similar to (92.4)AT3G09920| Symbols: PIP5K9 | PIP5K9 (PHOSPHATIDYL INOSITOL MONOPHOSPHATE 5 KINASE); 1-phosphatidylinositol-4-phosphate 5-kinase | chr3:3040431-3043681 REVERSEvery weakly similar to (82.8)PI5K1_ORYSAnot assigned PIPKc PIP5K PIPKc"	signalling.phosphinositides.phosphatidylinositol-4-phosphate 5-kinase	30_4_1

CUST_138165_PI403524517	2	-0.5244727	-0.40256643	0.37184	0.2558322	0.22350073	-0.2235012	35_38753	"Cluster: IN2-1 protein, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: IN2-1 protein, putative, expressed - Oryza sativa (japonica cultiv"	UniRef90_Q10N45	CHR5V7|COORD:630955..632483| In2-1 protein, putative	AT5G02780.1	CHR03V5|COORD:9694100..9691275|protein IN2-1 protein, putative, expressed	LOC_Os03g17470.1	 no descriptionweakly similar to ( 144)AT3G55040| Symbols:  | In2-1 protein, putative | chr3:20409695-20411282 REVERSEweakly similar to ( 162)IN21_MAIZEProtein IN2-1 - Zea mays (Maize)not assigned GST_C_Lambda 	not assigned.no ontology	35_1

CUST_50800_PI403524517	2	-0.047982216	0.92370224	-0.28558064	0.04798317	-0.5203066	1.256156	35_14492	"Cluster: O-methyltransferase; n=2; Oryza sativa (japonica cultivar-group)|Rep: O-methyltransferase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53LW7	CHR4V7|COORD:16726953..16728536| O-methyltransferase family 2 protein	AT4G35150.1	CHR11V5|COORD:11573808..11569149|protein O-methyltransferase ZRP4, putative, expressed	LOC_Os11g20090.1	no descriptionweakly similar to ( 111)AT4G35160| Symbols:  | O-methyltransferase family 2 protein | chr4:16730994-16732813 REVERSEweakly similar to ( 183)ZRP4_MAIZEO-methyltransferase ZRP4 - Zea mays (Maize)not assigned Methyltransf_2	misc.O- methyl transferases	26_6

CUST_36038_PI403524517	2	-0.008546829	0.35393047	0.008547783	-0.15646458	0.022633553	-0.07208061	35_10392	"Cluster: Hypothetical protein OJ1509_C06.25; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1509_C06.25 - Oryza sativa (japonica cultiv"	UniRef90_Q6K4B9	0	0	CHR09V5|COORD:18089863..18084524|protein expressed protein	LOC_Os09g29750.1	no description	not assigned.unknown	35_2

CUST_46825_PI403524517	2	-0.18749237	-0.027187347	0.08768368	0.2644453	0.027186394	-0.3209157	35_13409	"Cluster: Hypothetical protein P0637D03.33; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0637D03.33 - Oryza sativa (japonica cultivar-g"	UniRef90_Q655V6	"CHR3V7|COORD:8960418..8963310| ATPERK1 (PROLINE EXTENSIN-LIKE RECEPTOR KINASE 1); ATP binding / protein kinase"	AT3G24550.1	CHR06V5|COORD:27621466..27625276|protein ATP binding protein, putative, expressed	LOC_Os06g45630.1	no description	not assigned.unknown	35_2

CUST_115287_PI403524517	2	0.06443882	-0.05745411	-0.06665325	-0.011569977	0.011569977	0.12522984	35_32702	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_162577_PI403524517	2	0.7776556	0.2870474	0.4900365	-0.7351897	-0.43496847	-0.2870469	35_45348	"Cluster: Glycoside hydrolase, family 13, N-terminal:Alpha amylase, catalytic region; n=1; Burkholderia vietnamiensis G4|Rep: Glycoside hydrolase, family 13, N-t"	UniRef90_Q4BRA4	CHR1V7|COORD:19349759..19351951| MBP2 (MYROSINASE-BINDING PROTEIN 2)	AT1G52030.2	0	0	no descriptionPRK12323	not assigned.unknown	35_2

CUST_19071_PI399408534	2	-0.32455254	-1.0596199	0.45614767	1.3613725	0.32455254	-2.6356497	35_15412	"Cluster: High molecular mass early light-inducible protein HV58, chloroplast precursor; n=1; Hordeum vulgare|Rep: High molecular mass early light-inducible prot"	UniRef90_P14895	"CHR3V7|COORD:8084635..8085452| ELIP1 (EARLY LIGHT-INDUCABLE PROTEIN); chlorophyll binding"	AT3G22840.1	CHR01V5|COORD:8058660..8059710|protein early light-induced protein, chloroplast precursor, putative, expressed	LOC_Os01g14410.1	" no descriptionweakly similar to ( 142)AT3G22840| Symbols: ELIP, ELIP1 | ELIP1 (EARLY LIGHT-INDUCABLE PROTEIN); chlorophyll binding | chr3:8084635-8085452 REVERSEweakly similar to ( 198)ELI5_HORVUHigh molecular mass early light-inducible protein HV58, chloroplast precursor - Hordeum vulgare (Barley)"	signalling.light	30_11

CUST_174301_PI403524517	2	-0.014427662	0.387105	0.14112282	0.014427662	-0.30813217	-0.3861208	35_48525	Rep: Mitogen-activated protein kinase - Triticum aestivum (Wheat)	UniRef90_Q1W2K7		0	0	0	no description	not assigned.unknown	35_2

CUST_33346_PI403524517	2	0.14523792	0.585969	0.06034231	-0.060341835	-0.066283226	-0.46656752	35_9616	"Cluster: OSJNBa0086O06.10 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0086O06.10 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XLZ9	CHR1V7|COORD:29630752..29632834| glycosyl transferase family 1 protein	AT1G78800.1	CHR04V5|COORD:29583969..29586948|protein alpha-1,3-mannosyltransferase ALG2, putative, expressed	LOC_Os04g49960.1	no descriptionmoderately similar to ( 328)AT1G78800| Symbols:  | glycosyl transferase family 1 protein | chr1:29630752-29632834 REVERSEnot assigned	misc.UDP glucosyl and glucoronyl transferases	26_2

CUST_86416_PI403524517	2	0.028463364	-0.0976944	-0.02846241	0.05099392	-0.10900688	0.14573002	35_24747	"Cluster: Putative Bplo; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Bplo - Oryza sativa (japonica cultivar-group)"	UniRef90_Q9LX04	"CHR4V7|COORD:7349938..7352865| SKU5 (skewed 5); copper ion binding"	AT4G12420.1	CHR06V5|COORD:300812..296160|protein monocopper oxidase precursor, putative, expressed	LOC_Os06g01490.1	"no descriptionweakly similar to ( 105)AT4G12420| Symbols: SKU5 | SKU5 (skewed 5); copper ion binding | chr4:7349938-7352865 REVERSEvery weakly similar to (65.9)ASO_BRANAnot assigned"	misc.oxidases - copper, flavone etc.	26_7

CUST_19099_PI404877155	2	0.08256006	0.2826748	-0.08256054	0.18058252	-0.5633235	-0.28254843	HZ37P10r_at	probable receptor-like serine/threonine kinase [imported] - Arabidopsis thaliana gb|AAG10620.1| Putative  receptor-like serine/threonine kin	H86420	leucine-rich repeat transmembrane protein kinase, putative	At1g07650.1	protein receptor-like serine/threonine kinase, putative, 5 partial	Os09g17630	gi|13877625|gb|AAK43890.1|AF370513_1 Unknown protein	signalling.receptor kinases.misc	30_2_99

CUST_163765_PI403524517	2	0.10132742	0.6109867	0.2754302	-0.10132742	-1.1123614	-0.4058218	35_45660	"Cluster: Os01g0605600 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0605600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JLE3	CHR1V7|COORD:18110731..18113776| zinc ion binding	AT1G48950.1	CHR01V5|COORD:24182576..24188688|protein expressed protein	LOC_Os01g42080.1	no descriptionvery weakly similar to (50.1)AT1G48950| Symbols:  | zinc ion binding | chr1:18110731-18113776 FORWARD	not assigned.unknown	35_2

CUST_12237_PI404877155	2	0.09698963	-1.2533379	-0.12320423	0.13957787	0.08674431	-0.08674431	Contig5977_at	putative GTP-binding protein DRG [Oryza sativa (japonica cultivar-group)]	BAC79856.1	GTP-binding protein, putative	At4g39520.1	protein GTP1/OBG family, putative	Os07g43470	NONE	signalling.G-proteins	30_5

CUST_29757_PI399408534	2	0.03968811	0.12520981	-0.018372536	-0.14797592	-0.19783306	0.01837349	35_21711	"Cluster: Zinc finger, C2H2 type family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Zinc finger, C2H2 type family protein, expressed - O"	UniRef90_Q10RP4	"CHR5V7|COORD:1169545..1174639| ELF6 (EARLY FLOWERING 6); transcription factor"	AT5G04240.1	CHR03V5|COORD:2817883..2820800|protein zinc finger, C2H2 type family protein, expressed	LOC_Os03g05690.1	"no descriptionweakly similar to ( 186)AT5G04240| Symbols: ELF6 | ELF6 (EARLY FLOWERING 6); transcription factor | chr5:1169545-1174639 FORWARDnot assigned not assigned not assigned not assigned"	RNA.regulation of transcription.JUMONJI family	27_3_57

CUST_78435_PI403524517	2	0.097415924	0.42337894	-0.17130613	0.06555605	-0.06555557	-0.08603382	35_22488	"Cluster: Os12g0199800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os12g0199800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IPH6	CHR2|COORD:18784299..18785448| cytochrome P450 family protein	AT2G45560.2	CHR12V5|COORD:5184945..5183479|protein cytochrome P450 76B1, putative	LOC_Os12g09790.1	" no descriptionweakly similar to ( 105)AT2G45560| Symbols: CYP76C1 | CYP76C1 (cytochrome P450, family 76, subfamily C, polypeptide 1); heme binding / iron ion binding / monooxygenase | chr2:18784314-18785428 REVERSEvery weakly similar to (79.3)F3PH_PETHYFlavonoid 3'-monooxygenase - Petunia hybrida (Petunia)not assigned p450 "	misc.cytochrome P450	26_10

CUST_11180_PI399408534	2	0.006873131	-0.4207096	-0.09506035	0.12006569	0.059775352	-0.0068740845	35_4456	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QXE3	"CHR2|COORD:11657437..11661221| similar to expressed protein [Arabidopsis thaliana] (TAIR:At1g64625.1); similar to transcription factor-like [Oryza sativa"	AT2G27230.2	CHR12V5|COORD:3023062..3028393|protein expressed protein	LOC_Os12g06330.2	no descriptionmoderately similar to ( 265)AT2G27230| Symbols:  | transcription factor-related | chr2:11657973-11660918 FORWARD	RNA.regulation of transcription.bHLH,Basic Helix-Loop-Helix family	27_3_6

CUST_67358_PI403524517	2	-0.05665493	-0.41165924	-0.0013160706	0.0013160706	0.019260406	0.0102825165	35_19232	"Cluster: Hypothetical protein P0431G05.7; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0431G05.7 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q5WMY1	CHR3V7|COORD:7348283..7350075| NFU4 (NFU domain protein 4)	AT3G20970.1	CHR05V5|COORD:3219317..3223219|protein HIRA-interacting protein 5, putative, expressed	LOC_Os05g06330.1	 no descriptionmoderately similar to ( 357)AT3G20970| Symbols: ATNFU2, NFU4 | NFU4 (NFU domain protein 4) | chr3:7348283-7349633 FORWARDvery weakly similar to (65.1)NIFU1_ORYSAnot assigned not assigned Nfu_N COG0694 NifU 	protein assembly and cofactor ligation	29_8

CUST_7449_PI403524517	2	-0.033402443	-0.15478134	-0.10006428	0.18186378	0.033402443	0.03623581	35_2070	"Cluster: Putative BRI1-KD interacting protein 118; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative BRI1-KD interacting protein 118 - Oryza sativa (jap"	UniRef90_Q69Q42	"CHR4V7|COORD:15609807..15611873| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G25480.1); similar to putative BRI1-KD interacting protein [Oryza"	AT4G32330.2	CHR06V5|COORD:24095121..24090285|protein WDL1, putative, expressed	LOC_Os06g40450.2	"no descriptionweakly similar to ( 191)AT4G32330| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G25480.1); similar to putative BRI1-KD interacting protein [Oryza sativa (japonica cultivar-group)] (GB:BAD15848.1); contains InterPro domain Targeting for Xklp2; (InterPro:IPR009675) | chr4:15609807-15611873 FORWARDnot assigned not assigned not assigned TPX2 AF-4"	not assigned.unknown	35_2

CUST_15540_PI404877155	2	0.08022785	-0.20808792	-0.12421036	0.048215866	-0.048214912	0.1371479	Contig9380_at	0	BAD10062.1	DNA-binding family protein / AT-hook protein 1 (AHP1)	At2g33620.1	protein expressed protein	Os08g40150	0	RNA.regulation of transcription.putative DNA-binding protein	27_3_67

CUST_30127_PI399408534	2	0.07794762	-0.032821655	-0.009237289	-0.08013058	0.009237289	0.18405342	35_18990	"Cluster: Putative far-red impaired response protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative far-red impaired response"	UniRef90_Q6K4T2	"CHR5V7|COORD:19797236..19799203| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G73060.1); similar to hypothetical protein SBB1_14t00013 [Solanum"	AT5G48790.1	CHR02V5|COORD:10692548..10696750|protein transposon protein, putative, unclassified, expressed	LOC_Os02g18370.1	"no descriptionvery weakly similar to (96.3)AT5G48790| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G73060.1); similar to hypothetical protein SBB1_14t00013 [Solanum bulbocastanum] (GB:AAP45177.2); similar to hypothetical protein SBB1_21t00009 [Solanum bulbocastanum] (GB:ABI34553.1) | chr5:19797236-19799203 REVERSE"	signalling.light	30_11

CUST_128849_PI403524517	2	0.02298069	-0.9912243	-0.40080547	0.11587906	0.14107037	-0.02298069	35_36212	Rep: B0403H10-OSIGBa0105A11.21 protein - Oryza sativa (Rice)	UniRef90_Q01HS7	CHR1V7|COORD:11313357..11314925| oxidoreductase, 2OG-Fe(II) oxygenase family protein	AT1G31600.2	CHR04V5|COORD:30196609..30194705|protein nucleic acid binding protein, putative	LOC_Os04g51360.1	 no descriptionvery weakly similar to (75.9)AT1G31600| Symbols:  | oxidoreductase, 2OG-Fe(II) oxygenase family protein | chr1:11313357-11315180 REVERSE	not assigned.no ontology	35_1

CUST_23776_PI403524517	2	0.013900757	0.019251823	-0.1632576	-0.13356304	-0.013900757	0.06147766	35_6907	"Cluster: Os07g0563700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0563700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D5G1	"CHR5V7|COORD:4410525..4415474| ABO1/ELO2 (ABA-OVERLY SENSITIVE 1); transcriptional elongation regulator"	AT5G13680.1	CHR07V5|COORD:22564063..22569905|protein IKI3 family protein, expressed	LOC_Os07g37640.1	" no descriptionmoderately similar to ( 299)AT5G13680| Symbols: ELO2, ABO1 | ABO1/ELO2 (ABA-OVERLY SENSITIVE 1); transcriptional elongation regulator | chr5:4410525-4415474 REVERSEnot assigned COG5290 "	not assigned.no ontology	35_1

CUST_4283_PI399408534	2	-0.22329617	0.23281527	0.15559578	-0.25233316	0.82125473	-0.15559578	35_37756	"Cluster: Putative far-red impaired response protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative far-red impaired response protein - Oryza sativa"	UniRef90_Q6YYM8	"CHR4V7|COORD:17906696..17909398| FRS5 (FAR1-RELATED SEQUENCE 5); zinc ion binding"	AT4G38180.1	CHR08V5|COORD:3853298..3856803|protein transposon protein, putative, unclassified, expressed	LOC_Os08g06930.2	"no descriptionweakly similar to ( 149)AT4G38180| Symbols: FRS5 | FRS5 (FAR1-RELATED SEQUENCE 5); zinc ion binding | chr4:17906696-17909398 REVERSE"	signalling.light	30_11

CUST_33977_PI403524517	2	-0.044796944	0.14891243	0.07624817	-0.1139164	0.021697044	-0.021697044	35_9795	"Cluster: Peptide-N(4)-(N-acetyl-beta-glucosaminyl)asparagine amidase; n=1; Arabidopsis thaliana|Rep:"	UniRef90_Q9FGY9	CHR5V7|COORD:20129297..20133351| transglutaminase-like family protein	AT5G49570.1	CHR07V5|COORD:18641326..18651889|protein transglutaminase-like superfamily protein, expressed	LOC_Os07g31460.2	no descriptionweakly similar to ( 199)AT5G49570| Symbols:  | transglutaminase-like family protein | chr5:20129297-20133351 REVERSE	not assigned.no ontology	35_1

CUST_168866_PI403524517	2	0.12787914	0.18710518	0.0034799576	-0.4201994	-0.003479004	-0.16667747	35_47029	"Cluster: Bzip-like transcription factor-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Bzip-like transcription factor-like protein - Oryza sativ"	UniRef90_Q7X997	"CHR1V7|COORD:29126647..29129831| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G21740.1); similar to hypothetical protein [Oryza sativa (japonica"	AT1G77500.1	CHR09V5|COORD:21365910..21369912|protein bZIP protein, putative, expressed	LOC_Os09g37040.1	"no descriptionweakly similar to ( 182)AT1G77500| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G21740.1); similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:AAV24778.1); contains InterPro domain Protein of unknown function DUF632; (InterPro:IPR006867); contains InterPro domain Protein of unknown function DUF630; (InterPro:IPR006868) | chr1:29126647-29129831 FORWARDDUF632"	not assigned.unknown	35_2

CUST_5137_PI404877155	2	-0.054392815	0.20168114	0.010501862	0.014584541	-0.20291328	-0.010500908	Contig16603_at	integral membrane protein, putative [Arabidopsis thaliana]	AAO30035.1	phosphate translocator-related	At1g06470.1	protein integral membrane protein, putative	Os01g54580	NONE	transport.metabolite transporters at the envelope membrane	34_8

CUST_8885_PI403524517	2	0.00832653	-1.2338905	-0.25499344	0.113256454	-0.008327484	0.1858902	35_2490	Rep: Proteinase inhibitor Rgpi9 - Triticum aestivum (Wheat)	UniRef90_Q7X9L4	"CHR2V7|COORD:540070..540406| LCR68/PDF2.3 (Low-molecular-weight cysteine-rich 68); protease inhibitor"	AT2G02130.1	CHR03V5|COORD:1692917..1693571|protein flower-specific gamma-thionin precursor, putative, expressed	LOC_Os03g03810.1	" no descriptionvery weakly similar to (72.8)AT2G02130| Symbols: PDF2.3, LCR68 | LCR68/PDF2.3 (Low-molecular-weight cysteine-rich 68); protease inhibitor | chr2:540070-540406 FORWARDvery weakly similar to (69.7)THGF_HELANFlower-specific gamma-thionin precursor - Helianthus annuus (Common sunflower)Gamma-thionin Knot1 Knot1 "	stress.biotic	20_1

CUST_19728_PI403524517	2	0.09865761	-1.2740941	-0.14184093	0.098278046	0.06993675	-0.06993675	35_5715	Rep: OSIGBa0106G07.13 protein - Oryza sativa (Rice)	UniRef90_Q01IY4	CHR3V7|COORD:20903288..20904322| 40S ribosomal protein S26 (RPS26C)	AT3G56340.1	CHR04V5|COORD:23624445..23628835|protein expressed protein	LOC_Os04g40050.1	"no descriptionweakly similar to ( 107)AT4G20325| Symbols:  | similar to Os04g0476400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001053079.1); similar to OSIGBa0106G07.13 [Oryza sativa (indica cultivar-group)] (GB:CAH67317.1); similar to Ribonuclease H2 subunit B (RNase H2 subunit B) (Ribonuclease HI subunit B) (GB:Q5HZP1); contains domain SUBFAMILY NOT NAMED (PTHR13383:SF3); contains domain FAMILY NOT NAMED (PTHR13383) | chr4:10980135-10980962 FORWARDweakly similar to ( 115)RS26_ORYSAnot assigned not assigned RNase_H2-Ydr279 Ribosomal_S26e RPS26B"	protein.synthesis.misc ribososomal protein	29_2_2

CUST_132048_PI403524517	2	-0.17355442	0.67936945	0.22248697	-0.4274721	0.1124177	-0.11241722	35_37086	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_30529_PI403524517	2	-0.03584194	0.3959236	0.38949394	-0.058176994	0.0028190613	-0.0028190613	35_8813	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_57252_PI403524517	2	-0.23400784	0.829216	0.035642624	-0.094861984	0.21267986	-0.035642624	35_16327	"Cluster: Putative acyl-CoA oxidase ACX3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative acyl-CoA oxidase ACX3 - Oryza sativa (japonica cultivar-group"	UniRef90_Q69XR7	"CHR1V7|COORD:1922422..1926001| ACX3 (ACYL-COA OXIDASE 3); acyl-CoA oxidase"	AT1G06290.1	CHR06V5|COORD:14511951..14503078|protein acyl-coenzyme A oxidase 2, putative, expressed	LOC_Os06g24704.1	" no descriptionhighly similar to ( 848)AT1G06290| Symbols: ATACX3, ACX3 | ACX3 (ACYL-COA OXIDASE 3); acyl-CoA oxidase | chr1:1922422-1926001 FORWARDmoderately similar to ( 342)ACOX2_CUCMAAcyl-coenzyme A oxidase, peroxisomal precursor - Cucurbita maxima (Pumpkin) (Winter squash)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned AXO ACAD CaiA SCAD/SBCAD ACOX GCD LCAD IVD VLCAD Acyl-CoA_dh_M MCAD AidB Acyl-CoA_dh_1 ACAD_FadE2 "	lipid metabolism.lipid degradation.beta-oxidation.acyl CoA DH	11_9_4_2

CUST_29219_PI399408534	2	0.15943432	0.00258255	-0.0025835037	-0.10351181	-0.07577324	0.16182041	35_5502	"Cluster: Os08g0244400 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os08g0244400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J701	"CHR2V7|COORD:8167870..8170561| similar to SET domain-containing protein [Arabidopsis thaliana] (TAIR:AT3G07670.1); similar to Os08g0244400 [Oryza"	AT2G18850.1	CHR08V5|COORD:8810357..8806492|protein SET domain containing protein	LOC_Os08g14660.1	"no descriptionmoderately similar to ( 204)AT2G18850| Symbols:  | similar to SET domain-containing protein [Arabidopsis thaliana] (TAIR:AT3G07670.1); similar to Os08g0244400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001061350.1); similar to hypothetical protein DDBDRAFT_0218318 [Dictyostelium discoideum AX4] (GB:XP_640721.1); contains InterPro domain Nuclear protein SET; (InterPro:IPR001214) | chr2:8167870-8170561 FORWARD"	RNA.regulation of transcription.SET-domain transcriptional regulator family	27_3_69

CUST_1076_PI404877155	2	-0.116202354	0.26964283	7.4481964E-4	-7.4481964E-4	-0.031525612	0.08444023	Contig11092_at	putative stress enhanced protein [Oryza sativa (japonica cultivar-group)] gb|AAP53595.1| putative stress enhanced protein [Oryza sativa (jap	NP_921308.1	stress enhanced protein 1 (SEP1)	At4g34190.1	protein hypothetical protein	Os10g25570	putative stress enhanced protein	stress	20

CUST_49616_PI403524517	2	-0.19347954	0.26641083	0.049797058	-0.24086666	0.03617096	-0.03617096	35_14150	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_19271_PI403524517	2	-0.045288086	0.25073242	0.01742649	-0.017427444	-0.03373432	0.1783657	35_5588	"Cluster: Putative myosin; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative myosin - Oryza sativa (japonica cultivar-group)"	UniRef90_Q9FVX8	"CHR1V7|COORD:23485858..23489732| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G41140.1); similar to putative myosin [Oryza sativa (japonica"	AT1G63300.1	CHR10V5|COORD:18946493..18951887|protein chorion family 2 protein, expressed	LOC_Os10g36060.1	"no descriptionweakly similar to ( 191)AT1G63300| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G41140.1); similar to putative myosin [Oryza sativa (japonica cultivar-group)] (GB:AAO72668.1); contains domain MYOSIN HEAVY CHAIN-RELATED (PTHR23160) | chr1:23485858-23489732 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Smc Myosin_tail_1 SbcC MAD PRK02224 COG1340 Caldesmon PRK03918 SCP-1 HOOK PRK01156 EzrA mukB DUF869 COG4942 Filament ERM HEC1 COG1579 COG4487 PRK11281 COG4372 Laminin_I PspA SPEC"	not assigned.unknown	35_2

CUST_26348_PI399408534	2	0.06980181	-0.069802284	0.20139742	-0.2232871	-1.1905417	0.37613297	35_29365	"Cluster: Hypothetical protein OSJNBa0069C14.13; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0069C14.13 - Oryza sativa (japonica"	UniRef90_Q5Z5B0	CHR2V7|COORD:13135022..13135707| gibberellin-regulated family protein	AT2G30810.1	CHR06V5|COORD:31081748..31083113|protein gibberellin-regulated protein 1 precursor, putative, expressed	LOC_Os06g51320.3	no descriptionvery weakly similar to (75.5)AT2G39540| Symbols:  | gibberellin-regulated family protein | chr2:16507944-16508319 FORWARDGASA PRK12323	hormone metabolism.gibberelin.induced-regulated-responsive-activated	17_6_3

CUST_25149_PI403524517	2	-0.02200985	-1.6182346	0.02200985	0.56919336	0.8629327	-0.5280976	35_7295	Rep: H0510A06.17 protein - Oryza sativa (Rice)	UniRef90_Q25AK5	"CHR3V7|COORD:17919467..17921456| BT2 (BTB and TAZ domain protein 2); protein binding / transcription regulator"	AT3G48360.1	CHR04V5|COORD:23896823..23899121|protein protein binding protein, putative, expressed	LOC_Os04g40630.4	"no descriptionweakly similar to ( 102)AT3G48360| Symbols: BT2 | BT2 (BTB and TAZ domain protein 2); protein binding / transcription regulator | chr3:17919467-17921456 REVERSEnot assigned ZnF_TAZ PRK07003 PRK12323"	protein.degradation.ubiquitin.E3.BTB/POZ Cullin3.BTB/POZ	29_5_11_4_5_2

CUST_31159_PI403524517	2	-0.1015811	-0.66771173	0.10158157	0.2037425	0.13622284	-0.5020876	35_8991	"Cluster: Putative thioredoxin; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative thioredoxin - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7Y0D4	"CHR4V7|COORD:17509830..17511224| HCF164 (High chlorophyll fluorescence 164); thiol-disulfide exchange intermediate"	AT4G37200.1	CHR03V5|COORD:31720359..31717212|protein thiol disulfide interchange protein txlA, putative, expressed	LOC_Os03g55820.1	"no descriptionweakly similar to ( 126)AT4G37200| Symbols: HCF164 | HCF164 (High chlorophyll fluorescence 164); thiol-disulfide exchange intermediate | chr4:17509830-17511224 REVERSETxlA"	protein assembly and cofactor ligation	29_8

CUST_1001_PI404877155	2	0.013314247	0.35109138	-0.057858467	-0.045722008	-0.013315201	0.112947464	Contig11009_at	OSJNBa0089N06.14 [Oryza sativa (japonica cultivar-group)]	CAE04253.3	SNF2 domain-containing protein / helicase domain-containing protein / RING finger domain-containing protein	At1g50410.1	protein SNF2 family N-terminal domain, putative	Os08g08220	DNA-binding protein, putative similar to helicase-like transcription factor	RNA.regulation of transcription.Chromatin Remodeling Factors	27_3_44

CUST_104406_PI403524517	2	-0.40206003	-0.50908947	-0.23598671	0.23598671	0.81476593	0.30985212	35_29756	"Cluster: Os06g0641100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0641100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DAP3	"CHR5V7|COORD:17048445..17050868| CYP71A16 (cytochrome P450, family 71, subfamily A, polypeptide 16); oxygen binding"	AT5G42590.1	CHR06V5|COORD:26081409..26086094|protein cytochrome P450 71D10, putative, expressed	LOC_Os06g43384.1	" no descriptionvery weakly similar to (55.1)AT3G26180| Symbols: CYP71B20 | CYP71B20 (cytochrome P450, family 71, subfamily B, polypeptide 20); oxygen binding | chr3:9579644-9581230 REVERSEvery weakly similar to (58.5)C71E1_SORBICytochrome P450 71E1 - Sorghum bicolor (Sorghum) (Sorghum vulgare)not assigned "	misc.cytochrome P450	26_10

CUST_6435_PI403524517	2	0.046482086	-0.80702686	-0.21546555	0.086172104	0.042840958	-0.042840958	35_1784	"Cluster: Hydroxyproline-rich glycoprotein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hydroxyproline-rich glycoprotein-like - Oryza sativa (japonica"	UniRef90_Q6ETQ7	CHR4V7|COORD:455874..458175| hydroxyproline-rich glycoprotein family protein	AT4G01050.1	CHR02V5|COORD:8873037..8876439|protein expressed protein	LOC_Os02g15750.1	no descriptionmoderately similar to ( 286)AT4G01050| Symbols:  | hydroxyproline-rich glycoprotein family protein | chr4:455874-458175 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK05648 PRK07003 PRK07764 PRK12678 Atrophin-1 Tymo_45kd_70kd PRK08770 PRK12278 MARCKS GRASP55_65 PRK12372 infB	not assigned.no ontology.hydroxyproline rich proteins	35_1_41

CUST_2556_PI404877155	2	0.108472824	-0.24566269	0.024805069	0.12517929	-0.059820175	-0.024805069	Contig12953_at	0	NP_567490.1	DNA-directed RNA polymerase II, putative	At4g16265.1	protein RNA Polymerase II subunit 14.5 kD, putative	Os12g37370	"DNA-directed RNA polymerase II, putative, similar to SP:P36958 DNA-directed RNA polymerase II 15.1 kDa polypeptide (EC 2.7.7.6) {Drosophila melanogaster}; contains Pfam profile PF02150: RNA polymerases M/15 Kd subunit"	RNA.transcription	27_2

CUST_82026_PI403524517	2	0.33819294	0.06507301	0.44812822	-0.06507349	-0.24801588	-0.40812492	35_23530	"Cluster: AAA ATPase; DEAD/DEAH box helicase, N-terminal; n=1; Medicago truncatula|Rep: AAA ATPase; DEAD/DEAH box helicase, N-terminal - Medicago truncatula (Bar"	UniRef90_Q1SF68	CHR4V7|COORD:14714197..14719341| tRNA-splicing endonuclease positive effector-related	AT4G30100.1	0	0	no descriptionmoderately similar to ( 354)AT4G30100| Symbols:  | tRNA-splicing endonuclease positive effector-related | chr4:14714197-14719341 FORWARDnot assigned	DNA.synthesis/chromatin structure	28_1

CUST_98617_PI403524517	2	-0.35681105	-0.025315285	0.11683464	0.025315285	-0.5921564	0.08765602	35_28152	"Cluster: Os07g0576000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os07g0576000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D576	CHR3V7|COORD:3780047..3782886| prenyltransferase	AT3G11945.1	CHR07V5|COORD:23300758..23308009|protein prenyltransferase/ zinc ion binding protein, putative, expressed	LOC_Os07g38850.1	no descriptionmoderately similar to ( 213)AT3G11945| Symbols:  | prenyltransferase | chr3:3780047-3782886 REVERSEubiA PRK07566 UbiA UbiA ubiA	not assigned.no ontology	35_1

CUST_8298_PI403524517	2	0.0061473846	0.19483852	-0.5478897	0.4084835	-0.0061473846	-0.13681316	35_2319	"Cluster: Hypoxia induced protein conserved region containing protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypoxia induced protein conser"	UniRef90_Q2RBG7	"CHR3V7|COORD:8960418..8963310| ATPERK1 (PROLINE EXTENSIN-LIKE RECEPTOR KINASE 1); ATP binding / protein kinase"	AT3G24550.1	CHR12V5|COORD:607215..605574|protein expressed protein	LOC_Os12g02040.1	no descriptionnot assigned PRK07764	not assigned.unknown	35_2

CUST_76205_PI403524517	2	-0.18784332	-0.24343014	0.0062503815	0.12503529	-0.0062503815	0.0978775	35_21845	Rep: OSJNBb0002J11.12 protein - Oryza sativa (Rice)	UniRef90_Q7F953	"CHR3V7|COORD:8823236..8829578| CHM (CHLOROPLAST MUTATOR); ATP binding / damaged DNA binding"	AT3G24320.1	CHR04V5|COORD:25120937..25104548|protein DNA mismatch repair protein, putative, expressed	LOC_Os04g42784.1	" no descriptionweakly similar to ( 151)AT3G24320| Symbols: MSH1, CHM1, ATMSH1, CHM | CHM (CHLOROPLAST MUTATOR); ATP binding / damaged DNA binding | chr3:8823236-8829578 REVERSEnot assigned "	DNA.repair	28_2

CUST_86520_PI403524517	2	0.061486244	0.14376068	-0.11329174	-0.061486244	-0.2588892	0.06358433	35_24779	"Cluster: Putative esterase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative esterase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8H5P5	"CHR5V7|COORD:7933369..7934376| similar to ATGID1C/GID1C (GA INSENSITIVE DWARF1C) [Arabidopsis thaliana] (TAIR:AT5G27320.1); similar to"	AT5G23530.1	CHR07V5|COORD:26790345..26789104|protein gibberellin receptor GID1L2, putative, expressed	LOC_Os07g44890.1	"no descriptionweakly similar to ( 115)AT5G23530| Symbols:  | similar to ATGID1C/GID1C (GA INSENSITIVE DWARF1C) [Arabidopsis thaliana] (TAIR:AT5G27320.1); similar to Esterase/lipase/thioesterase [Medicago truncatula] (GB:ABE80317.1); contains InterPro domain Esterase/lipase/thioesterase; (InterPro:IPR000379); contains InterPro domain Alpha/beta hydrolase fold-3; (InterPro:IPR013094) | chr5:7933369-7934376 REVERSEvery weakly similar to (90.5)GID1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned Abhydrolase_3 Aes PnbA"	not assigned.no ontology	35_1

CUST_61905_PI403524517	2	0.029762268	-0.029762268	-0.12045479	0.05394268	-0.17246437	0.05581665	35_17662	"Cluster: SEC15 (S. cerevisiae)-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: SEC15 (S. cerevisiae)-like protein - Oryza sativa (japonica"	UniRef90_Q8S213	CHR4V7|COORD:1038157..1040571| exocyst complex subunit Sec15-like family protein	AT4G02350.1	CHR01V5|COORD:14042080..14047386|protein exocyst complex subunit Sec15-like family protein, expressed	LOC_Os01g24950.2	no descriptionhighly similar to ( 658)AT4G02350| Symbols:  | exocyst complex subunit Sec15-like family protein | chr4:1038157-1040571 FORWARDnot assigned Sec15	cell. vesicle transport	31_4

CUST_99670_PI403524517	2	0.36663723	-0.34137535	0.35191917	0.10463524	-0.10463476	-0.980001	35_28452	Rep: T10O22.7 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q9LM37	CHR1V7|COORD:6224532..6227708| exonuclease, putative	AT1G18090.1	CHR01V5|COORD:33220227..33226631|protein exonuclease, putative, expressed	LOC_Os01g56940.1	 no descriptionvery weakly similar to (68.6)AT1G18090| Symbols:  | exonuclease, putative | chr1:6224532-6227708 FORWARDnot assigned XPG 	DNA.unspecified	28_99

CUST_125938_PI403524517	2	-0.41203594	0.8620434	0.09351158	-0.028417587	-0.3035345	0.028417587	35_35459	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_25962_PI403524517	2	0.1279974	0.14988804	0.009282112	-0.08972645	-0.16257477	-0.009282112	35_7523	"Cluster: Putative formamidopyrimidine-DNA glycosylase; n=3; Oryza sativa (japonica cultivar-group)|Rep: Putative formamidopyrimidine-DNA glycosylase - Oryza sat"	UniRef90_Q69RX3	CHR1V7|COORD:19563712..19566524| ATFPG-1/ATFPG-2/ATMMH-1/ATMMH-2/FPG-1/FPG-2 (FORMAMIDOPYRIMIDINE-DNA GLYCOSYLASE 1,	AT1G52500.2	CHR08V5|COORD:12705751..12714349|protein formamidopyrimidine-DNA glycosylase, putative, expressed	LOC_Os08g21330.4	no description	not assigned.unknown	35_2

CUST_14940_PI403524517	2	-0.09960842	0.25659657	-0.0051050186	-0.0017547607	0.0017547607	0.060548782	35_4306	"Cluster: Peptidyl-prolyl cis-trans isomerase-related-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Peptidyl-prolyl cis-trans isomerase-related-"	UniRef90_Q7EYT3	CHR3|COORD:2088123..2090501| peptidyl-prolyl cis-trans isomerase cyclophilin-type family protein, contains Pfam domain, PF00160: peptidyl-prolyl cis-trans isome	AT3G66654.2	CHR07V5|COORD:17258981..17253215|protein peptidyl-prolyl cis-trans isomerase CYP21-3, mitochondrial precursor, putative, expressed	LOC_Os07g29390.2	 no descriptionmoderately similar to ( 245)AT3G66654| Symbols:  | peptidyl-prolyl cis-trans isomerase cyclophilin-type family protein | chr3:2088700-2090303 FORWARDvery weakly similar to (65.9)CYPB_VICFAPeptidyl-prolyl cis-trans isomerase, chloroplast precursor - Vicia faba (Broad bean)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned cyclophilin cyclophilin_WD40 Pro_isomerase PpiB cyclophilin_RING Cyclophilin_PPIL3_like cyclophilin_ABH_like cyclophilin_SpCYP2_like cyclophilin_CeCYP16-like cyclophilin_RRM cyclophilin_EcCYP_like PRK10903 	cell.cycle.peptidylprolyl isomerase	31_3_1

CUST_31868_PI403524517	2	-0.041457176	1.0740242	0.7418194	-0.2543602	-0.71064377	0.041457653	35_9193	"Cluster: Hypothetical protein OSJNBa0094J08.9; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0094J08.9 - Oryza sativa (japonica cu"	UniRef90_Q84TW8	CHR3V7|COORD:2746019..2748331| proline-rich family protein	AT3G09000.1	CHR03V5|COORD:34264315..34259168|protein expressed protein	LOC_Os03g60350.1	no descriptionnot assigned not assigned PRK07003 PRK07764	not assigned.unknown	35_2

CUST_5081_PI403524517	2	0.11401653	-0.98329544	-0.04545498	0.1472702	0.04545498	-0.06421852	35_1398	"Cluster: Putative salt tolerance protein 5; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative salt tolerance protein 5 - Oryza sativa (japonica cultivar"	UniRef90_Q67X37	CHR5V7|COORD:21678814..21680609| nuclear movement family protein	AT5G53400.1	CHR06V5|COORD:6793151..6795998|protein nuclear migration protein nudC, putative, expressed	LOC_Os06g12530.1	no descriptionmoderately similar to ( 282)AT5G53400| Symbols:  | nuclear movement family protein | chr5:21678814-21680609 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned CS Drf_FH1 PRK07764 TT_ORF1 PRK12323 Extensin_2 DUF1421 PRK07003 PRK12678 Atrophin-1 Tymo_45kd_70kd FAP DUF1509 Protamine_P1 eIF-4B PRK05648 PRK06958 Gag_spuma DUF605 DUF1777 tatB	not assigned.no ontology	35_1

CUST_9185_PI403524517	2	0.12675571	-0.42412996	-0.21402693	0.28577232	-0.12675571	0.40107393	35_2581	"Cluster: MATH domain containing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: MATH domain containing protein - Oryza sativa (japonica cultivar-group"	UniRef90_Q7XDC5	CHR3V7|COORD:5950246..5952130| meprin and TRAF homology domain-containing protein / MATH domain-containing protein	AT3G17380.1	CHR10V5|COORD:17627535..17615891|protein MATH domain containing protein	LOC_Os10g33830.1	no descriptionvery weakly similar to (93.2)AT3G17380| Symbols:  | meprin and TRAF homology domain-containing protein / MATH domain-containing protein | chr3:5950246-5952130 FORWARDMATH MATH MATH	not assigned.no ontology	35_1

CUST_13553_PI399408534	2	-0.008776665	0.23400211	0.020196915	-0.17113113	-0.1643753	0.008777618	35_21020	"Cluster: Putative guanylate binding protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative guanylate binding protein - Oryza sativa (japonica cultiv"	UniRef90_Q6K2Y3	CHR5V7|COORD:18700695..18705624| GTP binding / GTPase	AT5G46070.1	CHR02V5|COORD:12034637..12023801|protein guanylate-binding protein, N-terminal domain containing protein, expressed	LOC_Os02g20410.1	no descriptionweakly similar to ( 200)AT5G46070| Symbols:  | GTP binding / GTPase | chr5:18700695-18705624 FORWARDnot assigned PRK02224 ERM HCR	signalling.G-proteins	30_5

CUST_65284_PI403524517	2	0.024745941	0.07150555	-0.024745941	-0.07629204	0.028902054	-0.06899834	35_18638	Rep: OSJNBb0015D13.11 protein - Oryza sativa (Rice)	UniRef90_Q5JQW8	CHR3V7|COORD:7225277..7228516| carbohydrate transporter/ sugar porter	AT3G20660.1	CHR02V5|COORD:5366226..5364379|protein insect intestinal mucin IIM22, putative, expressed	LOC_Os02g10240.1	no descriptionvery weakly similar to (78.6)AT3G20660| Symbols:  | carbohydrate transporter/ sugar porter | chr3:7225277-7228516 REVERSE	transport.unspecified cations	34_14

CUST_181551_PI403524517	2	0.31407833	0.015759945	-0.015759945	0.031466007	-0.08052969	-0.47772217	35_50480	"Cluster: Chromosome 13 SCAF14715, whole genome shotgun sequence; n=3; Euteleostomi|Rep: Chromosome 13 SCAF14715, whole genome shotgun sequence - Tetraodon nigro"	UniRef90_Q4S7F8	"CHR1V7|COORD:5776543..5778320| UBC36; ubiquitin-protein ligase"	AT1G16890.2	CHR01V5|COORD:27998496..27995241|protein ubiquitin-conjugating enzyme E2 N, putative, expressed	LOC_Os01g48280.1	no description	protein.degradation.ubiquitin.E2	29_5_11_3

CUST_87874_PI403524517	2	-0.076010704	0.06734133	0.10942364	-0.06734085	0.27549934	-0.16028643	35_25159	"Cluster: Transmembrane domain, a coiled coil-4 domain, of eukaryotic origin (91.3 kD)-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Transmembra"	UniRef90_Q657I0	"CHR1V7|COORD:12909271..12913894| similar to Os05g0355100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001055287.1); similar to unknown protein [Oryza"	AT1G35220.1	CHR01V5|COORD:11208623..11218178|protein expressed protein	LOC_Os01g19760.1	"no descriptionmoderately similar to ( 213)AT1G35220| Symbols:  | similar to Os05g0355100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001055287.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAV43895.1); similar to Os01g0303200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001042832.1); contains domain TNF receptor-like (SSF57586) | chr1:12909271-12913894 FORWARDnot assigned"	not assigned.unknown	35_2

CUST_28890_PI399408534	2	0.10853577	0.47529602	-0.0034122467	-0.006661415	-0.105573654	0.0034132004	35_7704	Rep: OSIGBa0122F23.8 protein - Oryza sativa (Rice)	UniRef90_Q01JC2	"CHR4V7|COORD:9372749..9375932| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G76270.1); similar to OSIGBa0122F23.8 [Oryza sativa (indica"	AT4G16650.1	CHR04V5|COORD:27393409..27389328|protein growth regulator like protein, putative, expressed	LOC_Os04g46570.1	" no descriptionmoderately similar to ( 424)AT4G16650| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G76270.1); similar to OSIGBa0122F23.8 [Oryza sativa (indica cultivar-group)] (GB:CAH67151.1); similar to putative auxin-independent growth promoter [Oryza sativa (japonica cultivar-group)] (GB:BAD10226.1); similar to OSJNBa0010H02.2 [Oryza sativa (japonica cultivar-group)] (GB:CAE01682.2); contains InterPro domain Protein of unknown function DUF246, plant; (InterPro:IPR004348) | chr4:9372749-9375932 FORWARDDUF246 "	hormone metabolism.auxin.induced-regulated-responsive-activated	17_2_3

CUST_66669_PI403524517	2	0.07984686	-0.058092117	0.05761528	0.09898138	-0.14998627	-0.057614803	35_19036	"Cluster: Putative trehalose-6-phosphate synthase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative trehalose-6-phosphate synthase - Oryza sativa (japon"	UniRef90_Q8H7S6	"CHR1V7|COORD:25501156..25503904| ATTPS6 (Arabidopsis thaliana trehalose phosphatase/synthase 6); trehalose-phosphatase"	AT1G68020.2	CHR03V5|COORD:6502602..6498166|protein trehalose-6-phosphate synthase, putative, expressed	LOC_Os03g12360.2	" no descriptionvery weakly similar to (55.8)AT1G68020| Symbols: TPS6, ATTPS6 | ATTPS6 (Arabidopsis thaliana trehalose phosphatase/synthase 6); trehalose-phosphatase | chr1:25501156-25503904 FORWARDnot assigned not assigned not assigned "	minor CHO metabolism.trehalose.potential TPS/TPP	3_2_3

CUST_39922_PI403524517	2	0.19325542	0.18269539	-0.093585014	-0.12873411	-0.28088427	0.09358597	35_11483	"Cluster: Kinesin motor protein, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Kinesin motor protein, putative, expressed - Oryza sativa"	UniRef90_Q2QM62	CHR1V7|COORD:27196564..27201780| kinesin motor protein-related	AT1G72250.1	CHR12V5|COORD:26102591..26097414|protein ATP binding protein, putative, expressed	LOC_Os12g42160.1	no descriptionvery weakly similar to (63.9)AT1G72250| Symbols:  | kinesin motor protein-related | chr1:27196564-27201780 FORWARD	cell.organisation	31_1

CUST_20351_PI403524517	2	-0.74021626	-0.02381134	0.25174618	0.02381134	0.22404289	-0.5847969	35_5896	Rep: Potassium transporter - Phragmites australis (Common reed)	UniRef90_Q1T759	"CHR2V7|COORD:16938523..16941594| KT2 (POTASSIUM TRANSPORTER 2); potassium ion transporter"	AT2G40540.1	CHR07V5|COORD:28745366..28739827|protein potassium transporter 9, putative, expressed	LOC_Os07g48130.4	 no descriptionmoderately similar to ( 360)AT2G40540| Symbols: ATKT2, SHY3, KUP2, ATKUP2, TRK2, KT2 | KT2 (POTASSIUM TRANSPORTER 2) | chr2:16938523-16941594 FORWARDmoderately similar to ( 473)HAK9_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned K_trans PRK07764 Herpes_BLLF1 Kup PRK12678 PRK07003 Metaviral_G DUF566 	transport.potassium	34_15

CUST_118602_PI403524517	2	0.16993475	0.5113292	0.13366938	-0.18587446	-0.5191364	-0.13366938	35_33576	"Cluster: Putative gag-pol polyprotein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative gag-pol polyprotein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q9FW76		0	CHR10V5|COORD:21319698..21315179|protein retrotransposon protein, putative, unclassified	LOC_Os10g40400.1	no description	not assigned.unknown	35_2

CUST_4270_PI404877155	2	0.118937016	1.3834524	-0.118937016	0.6955862	-0.46118927	-0.4585638	Contig1517_at	germin D [Hordeum vulgare]	AAG00428.1	germin-like protein, putative	At5g39120.1	protein germin protein type 1 - rice	Os08g08980	germin F	stress.abiotic.unspecified	20_2_99

CUST_68251_PI403524517	2	0.13478184	0.24560738	-0.03699398	-0.0320282	-0.14285946	0.0320282	35_19511	"Cluster: Os09g0497700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0497700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J0J2	CHR4V7|COORD:15205668..15208956| myosin heavy chain-related	AT4G31340.1	CHR09V5|COORD:19244505..19249914|protein expressed protein	LOC_Os09g32250.2	no descriptionmoderately similar to ( 232)AT4G31340| Symbols:  | myosin heavy chain-related | chr4:15205668-15208901 FORWARD	cell.organisation	31_1

CUST_27861_PI403524517	2	0.28601265	0.14360428	-0.05621147	-0.030672073	-0.34943104	0.03067112	35_8057	"Cluster: POZ domain protein family-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: POZ domain protein family-like - Oryza sativa (japonica cultivar-group"	UniRef90_Q6Z5C8	CHR1V7|COORD:20850783..20852173| BTB/POZ domain-containing protein	AT1G55760.1	CHR08V5|COORD:24331599..24335121|protein BTB/POZ domain containing protein, expressed	LOC_Os08g38700.1	no descriptionmoderately similar to ( 218)AT1G55760| Symbols:  | BTB/POZ domain-containing protein | chr1:20850783-20852173 REVERSEnot assigned not assigned not assigned not assigned not assigned BTB BTB	protein.degradation.ubiquitin.E3.BTB/POZ Cullin3.BTB/POZ	29_5_11_4_5_2

CUST_54939_PI403524517	2	-0.10493755	0.64236975	0.051524162	-0.55268383	-0.051524162	2.1049213	35_15638	Rep: Starch branching enzyme IIb - Triticum aestivum (Wheat)	UniRef90_Q24M29	CHR5V7|COORD:932493..937469| SBE2.2 (STARCH BRANCHING ENZYME 2.2)	AT5G03650.1	CHR02V5|COORD:19361259..19349880|protein 1,4-alpha-glucan branching enzyme IIB, chloroplast precursor, putative, expressed	LOC_Os02g32660.2	 no descriptionhighly similar to ( 529)AT5G03650| Symbols: SBE2.2 | SBE2.2 (STARCH BRANCHING ENZYME 2.2) | chr5:932493-937469 FORWARDhighly similar to ( 570)GLGB_MAIZE1,4-alpha-glucan-branching enzyme 2, chloroplast precursor - Zea mays (Maize)not assigned not assigned GlgB PRK12313 PRK05402 Glycogen_branching_enzyme_like_N_term PRK12568 PulA Aamy Isoamylase_N Alpha-amylase Glycogen_branching_enzyme_N_term AmyA malS 	major CHO metabolism.synthesis.starch.starch branching	2_1_2_3

CUST_3442_PI404877155	2	0.11768341	-0.19294548	-0.040846825	0.10212898	-0.08002281	0.04084587	Contig13908_at	B1065E10.34 [Oryza sativa (japonica cultivar-group)]	BAB90383.1	PHD finger family protein / SWIB complex BAF60b domain-containing protein / GYF domain-containing protein	At2g18090.1	protein Plus-3 domain, putative	Os01g66140	NONE	RNA.regulation of transcription.putative DNA-binding protein	27_3_67

CUST_97897_PI403524517	2	-0.031754494	0.59028053	0.031754494	-0.057748318	-0.5890012	0.06779766	35_27953	Rep: Hypothetical protein - Cryptosporidium parvum	UniRef90_Q5CQE7	0	0	CHR09V5|COORD:1174665..1167868|protein expressed protein	LOC_Os09g02660.1	no description	not assigned.unknown	35_2

CUST_50356_PI403524517	2	-0.22242212	0.5433512	0.34020233	0.0042409897	-0.35264635	-0.0042409897	35_14367	Rep: Hypothetical protein - Medicago truncatula (Barrel medic)	UniRef90_Q1SPY4	CHR3|COORD:17647479..17650613| calcineurin-like phosphoesterase family protein, contains Pfam profile: PF00149 calcineurin-like phosphoesterase	AT3G47810.3	CHR02V5|COORD:9463802..9458280|protein vacuolar protein sorting 29, putative, expressed	LOC_Os02g16550.1	"no descriptionmoderately similar to ( 347)AT3G47810| Symbols: MAG1 | MAG1 (MAIGO 1); protein serine/threonine phosphatase | chr3:17648241-17650002 REVERSEnot assigned COG0622 PRK09453"	misc.calcineurin-like phosphoesterase family protein	26_27

CUST_63863_PI403524517	2	-0.061371803	0.19561768	0.0067214966	-0.0067224503	-0.09597778	0.007285118	35_18236	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6F387	CHR3V7|COORD:23398913..23399857| glutamate binding	AT3G63310.1	CHR03V5|COORD:33044338..33041956|protein transmembrane BAX inhibitor motif-containing protein 4, putative, expressed	LOC_Os03g58150.1	no descriptionmoderately similar to ( 327)AT3G63310| Symbols:  | glutamate binding | chr3:23398913-23399857 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG0670 UPF0005 PRK10447 PRK12323 TT_ORF1 PRK07003	not assigned.no ontology	35_1

CUST_163059_PI403524517	2	0.020208359	0.36734867	-0.089286804	-0.020207405	-0.12335968	0.036372185	35_45477	Rep: H0805A05.1 protein - Oryza sativa (Rice)	UniRef90_Q01IG5	"CHR3V7|COORD:10134609..10137348| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G40640.1); similar to Steroid nuclear receptor, ligand-binding"	AT3G27390.1	CHR04V5|COORD:23937413..23942014|protein steroid nuclear receptor, ligand-binding, putative, expressed	LOC_Os04g40700.3	" no descriptionvery weakly similar to (72.0)AT3G27390| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G40640.1); similar to Steroid nuclear receptor, ligand-binding [Medicago truncatula] (GB:ABD28762.1) | chr3:10134609-10137348 REVERSE"	not assigned.unknown	35_2

CUST_3_PI402346722	2	0.27853394	0.07680464	-0.05404806	-0.46542597	0.05404806	-0.07329512	HvLeaB19.4									

CUST_77186_PI403524517	2	-8.8882446E-4	0.1303606	-0.32912016	8.8977814E-4	0.03188038	-0.19499826	35_22125	"Cluster: Hypothetical protein P0529H11.3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0529H11.3 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q5N7A7	CHR3V7|COORD:20017076..20018998| phosphatidic acid phosphatase-related / PAP2-related	AT3G54020.1	CHR01V5|COORD:36866996..36872045|protein expressed protein	LOC_Os01g63060.1	no descriptionweakly similar to ( 196)AT3G54020| Symbols:  | phosphatidic acid phosphatase-related / PAP2-related | chr3:20017076-20018998 FORWARDnot assigned	not assigned.unknown	35_2

CUST_73601_PI403524517	2	-0.019309998	-0.7658782	0.019310474	0.0903759	0.9016223	-0.11034918	35_21106	"Cluster: ABC transporter family protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: ABC transporter family protein, putative, express"	UniRef90_Q10RX7	CHR1V7|COORD:1064847..1070395| ATMRP5 (Arabidopsis thaliana multidrug resistance-associated protein 5)	AT1G04120.1	CHR03V5|COORD:2346960..2353626|protein multidrug resistance-associated protein 5, putative, expressed	LOC_Os03g04920.1	 no descriptionnearly identical (1058)AT1G04120| Symbols: MRP5, ATMRP5 | ATMRP5 (Arabidopsis thaliana multidrug resistance-associated protein 5) | chr1:1064847-1070395 REVERSEweakly similar to ( 153)MDR_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned ABCC_MRP_domain2 MdlB ABCC_NFT1 SunT ABCC_SUR2 CydD PRK10790 ABCC_Glucan_exporter_like ABCC_ATM1_transporter ABCC_MsbA ABCC_MRP_Like ATM1 ABC_MTABC3_MDL1_MDL2 ABCC_CFTR2 CydC PRK11176 ABCC_bacteriocin_exporters ABCC_Hemolysin PRK11174 PRK11160 ArpD CcmA ABCC_TAP ABC_tran ABCC_Protease_Secretion PRK10789 CbiO ABC_cobalt_CbiO_domain1 ABC_membrane ABC_PstB_phosphate_transporter ABC_NikE_OppD_transporters ABCC_cytochrome_bd AbcC FepC ABCC_MRP_domain1 ABC_Org_Solvent_Resistant ABC_PhnC_transporter COG1123 MalK ABC_ATPase ZnuC ABC_Metallic_Cations ABC_Iron-Siderophores_B12_Hemin COG4178 SalX ABC_Carb_Solutes_like ABC_DR_subfamily_A DppF COG3638 DppD ABC_Class3 ABC_MJ0796_Lo1CDE_FtsE MglA ABC_TM1139_LivF_branched Ttg2A ABC_drug_resistance_like LivF ABC_Mj1267_LivG_branched PotA YhbG COG4172 OpuBA GlnQ ABC_MetN_methionine_transporter CysA AppF ABC_ModC_like ABC_subfamily_A PstB ABC_YhbG ABC_HisP_GlnQ_permeases COG4619 PhnK TauB ABC_OpuCA_Osmoprotection ThiQ ABC_cobalt_CbiO_domain2 PvdE COG4559 PRK10522 NatA ABC_Pro_Gly_Bertaine ABC_KpsT_Wzt ABC_BcrA_bacitracin_resist metN btuD COG3845 ProV ABC_NrtD_SsuB_transporters ABC_ThiQ_thiamine_transporter ABC_CysA_sulfate_importer SapF fecE LivG FtsE ABC_NatA_sodium_exporter ABC_Carb_Monos_I znuC ABC_FtsE_transporter ABC_PotA_N ABC_DrrA ABC_putative_ATPase Uup ABCG_EPDR ABC_ModC_molybdenum_transporter dppF ABC_Carb_Monos_II PRK10070 ABC_MalK_N TagH ModC ABCC_SUR1_N ABCC_CFTR1 fbpC araG PRK10575 PRK10895 PRK10851 ssuB CeuD PRK10247 ABCD_peroxisomal_ALDP ABCG_White potA HisP sufC COG4181 thiQ ABC_FeS_Assembly ModF CcmA PRK10261 COG4674 COG1245 PRK11264 PRK10619 glnQ COG4136 ABC_NatA_like ABC_RNaseL_inhibitor_domain2 modC PRK10419 PRK11831 ABC_CcmA_heme_exporter PRK10762 phnK COG4152 PRK10982 ArtP artP TauB PRK10535 potG PRK10744 COG4586 PhnK PRK03695 AAA tauB livF PRK10584 PRK09700 PRK10253 ABCF_EF-3 PhnL lolD oppD ugpC PRK10418 PRK11000 livG AAA 	transport.ABC transporters and multidrug resistance systems	34_16

CUST_131913_PI403524517	2	0.25504875	0.33991146	0.2583127	-0.25504875	-0.5657797	-0.66667986	35_37052	"Cluster: Os06g0485100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0485100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DC47	CHR3V7|COORD:6311008..6313187| DNA binding / sequence-specific DNA binding / transcription factor	AT3G18380.1	CHR06V5|COORD:16542382..16537095|protein retrotransposon protein, putative, unclassified, expressed	LOC_Os06g29020.3	no description	not assigned.unknown	35_2

CUST_16532_PI403524517	2	0.06333637	0.2761526	0.04764843	-0.04764843	-0.18999481	-0.24731922	35_4775	"Cluster: Stress-responsive protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Stress-responsive protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XBH1	CHR3V7|COORD:5882324..5882902| stable protein 1-related	AT3G17210.1	CHR01V5|COORD:18586411..18594043|protein pop3 peptide, putative, expressed	LOC_Os01g33160.1	no descriptionvery weakly similar to (93.6)AT3G17210| Symbols:  | stable protein 1-related | chr3:5882324-5882902 FORWARDDabb	not assigned.no ontology	35_1

CUST_148588_PI403524517	2	0.02332735	0.31230164	0.014720917	-0.47669888	-0.55506325	-0.014721394	35_41568	"Cluster: Serine/arginine repetitive matrix protein 1; n=2; Gallus gallus|Rep: Serine/arginine repetitive matrix protein 1 - Gallus gallus (Chicken)"	UniRef90_Q5ZMJ9	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	CHR11V5|COORD:25814722..25811841|protein extensin-like protein, putative	LOC_Os11g43640.1	no description	not assigned.unknown	35_2

CUST_6353_PI403524517	2	-0.10622692	0.10622692	-0.58741665	0.9184375	0.3759508	-0.14931059	35_1760	"Cluster: Beta-D-glucan exohydrolase isoenzyme ExoI; n=3; Hordeum vulgare|Rep: Beta-D-glucan exohydrolase isoenzyme ExoI - Hordeum vulgare var. distichum (Two-ro"	UniRef90_Q9XEI3	CHR5|COORD:7107378..7111311| glycosyl hydrolase family 3 protein, beta-D-glucan exohydrolase, Nicotiana tabacum, EMBL:AB017502	AT5G20950.2	CHR03V5|COORD:30833458..30838449|protein periplasmic beta-glucosidase precursor, putative, expressed	LOC_Os03g53860.4	no descriptionmoderately similar to ( 351)AT5G20950| Symbols:  | glycosyl hydrolase family 3 protein | chr5:7107611-7110777 REVERSEvery weakly similar to (52.0)XYNB_PRUPEPutative beta-D-xylosidase - Prunus persica (Peach)not assigned not assigned not assigned Glyco_hydro_3_C BglX PRK12678	cell wall.degradation.cellulases and beta -1,4-glucanases	10_6_1

CUST_30628_PI403524517	2	0.39402294	-1.2900505	-1.0408411	0.9609127	0.22153854	-0.22153759	35_8839	"Cluster: Hypothetical protein OSJNBb0111K12.4; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0111K12.4 - Oryza sativa (japonica cu"	UniRef90_Q75IT7	CHR4V7|COORD:1072555..1073565| EID1 (EMPFINDLICHER IM DUNKELROTEN LICHT 1)	AT4G02440.1	CHR05V5|COORD:17416559..17418147|protein phytochrome A-associated F-box protein, putative, expressed	LOC_Os05g30190.1	no descriptionvery weakly similar to (88.6)AT4G02440| Symbols: EID1 | EID1 (EMPFINDLICHER IM DUNKELROTEN LICHT 1) | chr4:1072555-1073565 FORWARDProtamine_P1	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_85107_PI403524517	2	0.10381985	-0.51695156	0.020163536	-0.053365707	-0.020163536	0.088591576	35_24382	Rep: Kinesin heavy chain - Zea mays (Maize)	UniRef90_Q93XG3	CHR5V7|COORD:17005837..17009850| kinesin motor family protein	AT5G42490.1	CHR02V5|COORD:25973018..25966585|protein kinesin heavy chain, putative, expressed	LOC_Os02g43130.1	no descriptionvery weakly similar to (77.8)AT5G42490| Symbols:  | kinesin motor family protein | chr5:17005837-17009850 REVERSE	cell.organisation	31_1

CUST_100776_PI403524517	2	0.10045242	0.20722485	-0.0055599213	-0.011453629	0.0055589676	-0.16014862	35_28761	"Cluster: Os01g0579900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0579900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JLR2	CHR3V7|COORD:17547118..17548500| esterase/lipase/thioesterase family protein	AT3G47590.1	CHR01V5|COORD:22768850..22765880|protein esterase, putative, expressed	LOC_Os01g39790.1	no descriptionweakly similar to ( 154)AT3G47590| Symbols:  | esterase/lipase/thioesterase family protein | chr3:17547118-17548500 REVERSEnot assigned not assigned COG2945	not assigned.no ontology	35_1

CUST_59463_PI403524517	2	-0.0073156357	0.50597477	-0.05564785	-0.05774784	0.0073156357	0.03061676	35_16957	Rep: H0321H01.14 protein - Oryza sativa (Rice)	UniRef90_Q01L66	CHR2V7|COORD:15245982..15248943| protein kinase, putative	AT2G36350.1	CHR04V5|COORD:20075231..20071430|protein protein kinase KIPK, putative, expressed	LOC_Os04g33500.3	 no descriptionhighly similar to ( 595)AT2G36350| Symbols:  | protein kinase, putative | chr2:15245982-15248943 FORWARDhighly similar to ( 515)KPK1_PHAVUProtein kinase PVPK-1 - Phaseolus vulgaris (Kidney bean) (French bean)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase SPS1 TyrKc Pkinase_Tyr PTKc PTKc_Jak_rpt2 PTKc_Syk_like PTKc_Ror PTKc_DDR PTKc_Tec_like PTKc_Ack_like Atrophin-1 PTKc_Jak2_Jak3_rpt2 PTKc_Fes_like PTKc_Trk PTKc_Zap-70 PTKc_DDR2 PTKc_Csk_like PTKc_Itk PTKc_Axl_like PTKc_FAK PTKc_Btk_Bmx PTKc_Srm_Brk PTKc_FGFR PTKc_Tec_Rlk PTKc_DDR1 PTKc_Fer PTKc_DDR_like 	protein.postranslational modification	29_4

CUST_7356_PI403524517	2	0.042983055	-0.0429821	-0.18126678	0.23565578	-0.10221577	0.112436295	35_2043	"Cluster: Acyl-coenzyme A oxidase 2, peroxisomal, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Acyl-coenzyme A oxidase 2,"	UniRef90_Q2R1G8	"CHR5V7|COORD:26027047..26029708| ACX2 (ACYL-COA OXIDASE 2); acyl-CoA oxidase"	AT5G65110.1	CHR11V5|COORD:22856994..22852827|protein acyl-coenzyme A oxidase 1, putative, expressed	LOC_Os11g39220.2	" no descriptionmoderately similar to ( 322)AT5G65110| Symbols: ATACX2, ACX2 | ACX2 (ACYL-COA OXIDASE 2); acyl-CoA oxidase | chr5:26027286-26029708 REVERSEmoderately similar to ( 305)ACOX2_CUCMAAcyl-coenzyme A oxidase, peroxisomal precursor - Cucurbita maxima (Pumpkin) (Winter squash)not assigned not assigned AXO ACOX "	lipid metabolism.lipid degradation.beta-oxidation.acyl CoA DH	11_9_4_2

CUST_19132_PI404877155	2	-0.042554855	0.5653496	0.14669037	-0.1669054	-0.12944508	0.04255581	HZ59C04r_at	0	0	0	0	0	0	NONE	signalling.unspecified	30_99

CUST_97461_PI403524517	2	0.21523333	-0.2786293	-0.027544022	0.027544498	1.455554	-0.030489922	35_27833	"Cluster: Putative CMP-sialic acid transporter; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative CMP-sialic acid transporter - Oryza sativa (japonica cu"	UniRef90_Q6ZL17	0	0	CHR07V5|COORD:23190650..23185598|protein UDP-galactose translocator, putative, expressed	LOC_Os07g38610.1	no description	not assigned.unknown	35_2

CUST_3942_PI403524517	2	-0.20843363	-0.880702	0.20285606	-0.10399628	0.36509848	0.10399675	35_1093	"Cluster: WSI76 protein induced by water stress; n=1; Oryza sativa (japonica cultivar-group)|Rep: WSI76 protein induced by water stress - Oryza sativa (japonica"	UniRef90_Q40710	"CHR1V7|COORD:3019890..3021216| ATGOLS3 (ARABIDOPSIS THALIANA GALACTINOL SYNTHASE 3); transferase, transferring glycosyl groups / transferase, transferring"	AT1G09350.1	CHR07V5|COORD:29220150..29218590|protein galactinol synthase 3, putative, expressed	LOC_Os07g48830.1	" no descriptionmoderately similar to ( 482)AT1G09350| Symbols: ATGOLS3 | ATGOLS3 (ARABIDOPSIS THALIANA GALACTINOL SYNTHASE 3); transferase, transferring glycosyl groups / transferase, transferring hexosyl groups | chr1:3019890-3021216 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Glyco_transf_8 Herpes_BLLF1 RfaJ COG5597 APC_basic Tymo_45kd_70kd PRK07003 PRK12323 AF-4 DUF566 "	minor CHO metabolism.raffinose family.galactinol synthases.putative	3_1_1_2

CUST_4429_PI403524517	2	-0.08036041	-0.45923138	-0.0023899078	0.30454063	0.28714275	0.0023908615	35_1224	"Cluster: Os05g0399100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0399100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DID5	CHR3V7|COORD:8473840..8475662| dienelactone hydrolase family protein	AT3G23600.1	"CHR05V5|COORD:19326441..19330448|protein endo-1,3;1,4-beta-D-glucanase precursor, putative, expressed"	LOC_Os05g33100.1	" no descriptionmoderately similar to ( 304)AT3G23600| Symbols:  | hydrolase | chr3:8473840-8475662 FORWARDweakly similar to ( 176)E134_MAIZEEndo-1,3;1,4-beta-D-glucanase precursor - Zea mays (Maize)not assigned COG0412 DLH "	misc.misc2	26_1

CUST_83576_PI403524517	2	0.1400609	-1.4237347	-0.1400609	0.18765974	-0.32133436	0.18528986	35_23962	0	0	0	0	CHR07V5|COORD:24271675..24264784|protein formin-2, putative, expressed	LOC_Os07g40510.1	no description	not assigned.unknown	35_2

CUST_136435_PI403524517	2	0.028572083	0.021162033	-0.021162033	0.16188478	-0.53550243	-0.70448637	35_38257	"Cluster: Os05g0230900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0230900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DJT2	CHR1V7|COORD:25192226..25194210| lactoylglutathione lyase, putative / glyoxalase I, putative	AT1G67280.1	CHR05V5|COORD:7946068..7939351|protein lactoylglutathione lyase, putative, expressed	LOC_Os05g14194.2	 no descriptionweakly similar to ( 180)AT1G67280| Symbols:  | lactoylglutathione lyase, putative / glyoxalase I, putative | chr1:25192226-25193797 REVERSEweakly similar to ( 144)LGUL_ORYSAnot assigned PRK10291 Glyoxalase 	amino acid metabolism.degradation.aspartate family.threonine	13_2_3_2

CUST_41681_PI403524517	2	-0.09641647	-0.09506416	0.03131771	0.10004711	-0.031318665	0.054956436	35_11977	"Cluster: Putative plastidic glucose-6-phosphate dehydrogenase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative plastidic"	UniRef90_Q7XAV7	"CHR5V7|COORD:4158955..4161643| G6PD2 (GLUCOSE-6-PHOSPHATE DEHYDROGENASE 2); glucose-6-phosphate 1-dehydrogenase"	AT5G13110.1	CHR07V5|COORD:12548366..12542517|protein glucose-6-phosphate 1-dehydrogenase 2, chloroplast precursor, putative, expressed	LOC_Os07g22350.1	" no descriptionmoderately similar to ( 224)AT5G13110| Symbols: G6PD2 | G6PD2 (GLUCOSE-6-PHOSPHATE DEHYDROGENASE 2); glucose-6-phosphate 1-dehydrogenase | chr5:4158955-4161643 FORWARDmoderately similar to ( 231)G6PDC_SOLTUGlucose-6-phosphate 1-dehydrogenase, chloroplast precursor - Solanum tuberosum (Potato)not assigned G6PD_C PRK05722 PRK12853 Zwf PRK12854 "	OPP.oxidative PP.G6PD	7_1_1

CUST_21618_PI403524517	2	0.12449646	-0.3937664	-0.13571644	0.0744524	-0.049258232	0.049258232	35_6275	"Cluster: Thylakoid lumenal 21.5 kDa protein, chloroplast, putative, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Thylakoid lumenal 21.5 kDa prote"	UniRef90_Q2QNI4	CHR4V7|COORD:8860699..8862527| photosystem II reaction center PsbP family protein	AT4G15510.1	CHR12V5|COORD:23114779..23124129|protein thylakoid lumenal 21.5 kDa protein, chloroplast precursor, putative, expressed	LOC_Os12g37710.1	no descriptionmoderately similar to ( 288)AT4G15510| Symbols:  | calcium ion binding | chr4:8861349-8862527 FORWARDPsbP	PS.lightreaction.photosystem II.PSII polypeptide subunits	1_1_1_2

CUST_26285_PI403524517	2	-0.045672417	-0.17280483	0.038740158	0.05672264	-0.015365601	0.015364647	35_7619	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_1356_PI404877155	2	-0.014326096	0.22253609	0.052311897	-0.08600235	-0.11787701	0.014326096	Contig11468_s_at	putative H-box binding protein, KAP2, with alternative splicing isoforms [Oryza sativa (japonica cultivar-group)] ref|XP_470473.1| putative	AAS01977.1	Ku80 family protein	At1g48050.1	protein putative H-box binding protein, KAP2, with alternative splicing isoforms	Os03g63920	"ATKU80;KU80-LIKE PROTEIN;Ku80 family protein, identical to Ku80-like protein (Arabidopsis thaliana) GI:12006422; contains Pfam profiles: PF02197 Regulatory subunit of type II PKA R-subunit, PF02735: Ku70/Ku80 beta-barrel domain,  PF03731: Ku70/Ku80 N-term"	signalling.misc	30_8

CUST_180704_PI403524517	2	0.5408807	0.3704605	0.31800508	-0.31800556	-0.90673256	-0.40563488	35_50255	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_7410_PI403524517	2	0.013598442	-0.21805573	0.0037622452	-0.0037612915	-0.05438137	0.012147903	35_2060	"Cluster: Nucleolar RNA-binding Nop10p-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Nucleolar RNA-binding Nop10p-like protein - Oryza sativa"	UniRef90_Q6K950	"CHR2V7|COORD:8838978..8839804| EDA27/NOP10 (embryo sac development arrest 27); RNA binding"	AT2G20490.1	CHR02V5|COORD:24569475..24567521|protein h/ACA ribonucleoprotein complex subunit 3-like protein, putative, expressed	LOC_Os02g40514.2	" no descriptionweakly similar to ( 107)AT2G20490| Symbols: NOP10, EDA27 | EDA27/NOP10 (embryo sac development arrest 27); RNA binding | chr2:8838978-8839804 FORWARDnot assigned Nop10p COG2260 "	RNA.RNA binding	27_4

CUST_177341_PI403524517	2	0.1459322	0.45643902	0.16360188	-0.14593267	-0.65163183	-0.21187401	35_49332	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_132050_PI403524517	2	-0.030931473	-0.681653	0.03916931	0.030931473	0.09518337	-0.06260586	35_37087	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_12262_PI399408534	2	-0.0446558	0.53544235	0.008260727	0.019026756	-0.07634163	-0.008261681	35_49439	"Cluster: Putative receptor-like protein kinase 2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative receptor-like protein kinase 2 - Oryza sativa (japon"	UniRef90_Q69X93	CHR1V7|COORD:12417309..12421167| leucine-rich repeat transmembrane protein kinase, putative	AT1G34110.1	CHR06V5|COORD:23147854..23143702|protein receptor-like protein kinase precursor, putative, expressed	LOC_Os06g38990.1	 no descriptionweakly similar to ( 117)AT1G34110| Symbols:  | leucine-rich repeat transmembrane protein kinase, putative | chr1:12417309-12421167 REVERSE	signalling.receptor kinases.leucine rich repeat XI	30_2_11

CUST_9191_PI403524517	2	-0.036324024	-0.22177458	0.036324024	0.06688595	0.24931145	-0.19990396	35_2582	"Cluster: Os10g0478500 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os10g0478500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IWY8	CHR4V7|COORD:570242..571483| meprin and TRAF homology domain-containing protein / MATH domain-containing protein	AT4G01390.1	CHR10V5|COORD:17627535..17615891|protein MATH domain containing protein	LOC_Os10g33830.1	no description	not assigned.unknown	35_2

CUST_66733_PI403524517	2	-0.14863491	0.23554087	0.11222029	-0.08194399	0.081944466	-0.60539865	35_19056	"Cluster: Hypothetical protein OJ1354_D07.2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1354_D07.2 - Oryza sativa (japonica cultivar"	UniRef90_Q6AV18	CHR1V7|COORD:21205915..21208362| clathrin adaptor complexes medium subunit family protein	AT1G56590.1	CHR05V5|COORD:18431561..18427293|protein AP-3 complex subunit mu-2, putative, expressed	LOC_Os05g31780.1	no descriptionhighly similar to ( 581)AT1G56590| Symbols:  | clathrin adaptor complexes medium subunit family protein | chr1:21205915-21208362 REVERSEnot assigned not assigned not assigned Adap_comp_sub	protein.targeting.secretory pathway.unspecified	29_3_4_99

CUST_10284_PI399408534	2	-0.05144596	0.56362724	0.12094498	-0.17796707	0.051446915	-0.26794624	35_1809	Rep: U2AF large subunit - Triticum aestivum (Wheat)	UniRef90_Q2QKB3	CHR4|COORD:17293999..17297725| U2 snRNP auxiliary factor large subunit, putative, similar to U2 snRNP auxiliary factor, large subunit (Nicotiana plumbaginifolia	AT4G36690.2	CHR11V5|COORD:24652102..24647349|protein splicing factor U2AF 65 kDa subunit, putative, expressed	LOC_Os11g41820.2	" no descriptionmoderately similar to ( 381)AT4G36690| Symbols: ATU2AF65A | ATU2AF65A; RNA binding | chr4:17294595-17297613 REVERSEvery weakly similar to (64.3)ROC1_SPIOL28 kDa ribonucleoprotein, chloroplast - Spinacia oleracea (Spinach)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned RRM_1 COG0724 RRM "	RNA.processing.splicing	27_1_1

CUST_2850_PI399408534	2	0.23777199	-0.618104	-0.13296223	0.17401695	0.13296175	-0.22018766	35_2572	Rep: RCOP11 protein - Oryza sativa (Rice)	UniRef90_Q9FVN4	CHR3V7|COORD:22637310..22639870| FUS6 (FUSCA 6)	AT3G61140.1	CHR03V5|COORD:917559..913389|protein COP9 signalosome complex subunit 1, putative, expressed	LOC_Os03g02540.1	 no descriptionmoderately similar to ( 271)AT3G61140| Symbols: ATFUS6, CSN1, COP11, EMB78, FUS6 | FUS6 (FUSCA 6) | chr3:22637310-22639870 FORWARDvery weakly similar to (73.9)PSMD6_ORYSAnot assigned not assigned not assigned PCI RPN7 PINT 	signalling.light.COP9 signalosome	30_11_1

CUST_3032_PI404877155	2	-0.01498127	0.21050167	-0.1079731	0.0149822235	-0.14081478	0.09327507	Contig13460_s_at	0	AAS07224.1	phosphatidic acid phosphatase family protein / PAP2 family protein	At3g58490.1	protein putative phosphatase	Os03g59070	phosphatidic acid phosphatase (PAP2) family	lipid metabolism.'exotics' (steroids, squalene etc).sphingolipids	11_8_1

CUST_23560_PI403524517	2	0.041727066	-0.42584038	3.8528442E-4	0.09430313	-3.8433075E-4	-0.1320324	35_6848	"Cluster: XS domain containing protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: XS domain containing protein, expressed - Oryza sativa (japon"	UniRef90_Q10RH2	CHR3V7|COORD:7956256..7957612| XS domain-containing protein	AT3G22435.1	CHR03V5|COORD:3149214..3155548|protein XS domain containing protein, expressed	LOC_Os03g06340.1	no descriptionweakly similar to ( 193)AT3G22435| Symbols:  | XS domain-containing protein | chr3:7956256-7957612 FORWARDXS	not assigned.no ontology	35_1

CUST_15666_PI404877155	2	-0.029547691	0.044822693	-0.0033187866	0.0033187866	0.028168678	-0.077456474	Contig9490_s_at	small nuclear ribonucleoprotein, putative / snRNP, putative / Sm protein, putative [Arabidopsis thaliana]	NP_199698.1	small nuclear ribonucleoprotein, putative / snRNP, putative / Sm protein, putative	At5g48870.1	protein Sm-like protein	Os05g32310	small nuclear ribonucleoprotein, putative / snRNP, putative / Sm protein, putative, similar to U6 snRNA-associated Sm-like protein LSm5 (Homo sapiens) SWISS-PROT:Q9Y4Y9	RNA.processing	27_1

CUST_20810_PI403524517	2	-1.5132437	0.59108067	-1.167553	1.123744	0.69802284	-0.59108067	35_6043	"Cluster: H0315F07.12 protein; n=10; Oryza sativa|Rep: H0315F07.12 protein - Oryza sativa (Rice)"	UniRef90_Q259Z0	CHR4V7|COORD:6374801..6375073| wound-responsive family protein	AT4G10270.1	CHR04V5|COORD:32104684..32100580|protein retrotransposon protein, putative, unclassified	LOC_Os04g54280.1	no descriptionvery weakly similar to (78.6)AT4G10270| Symbols:  | wound-responsive family protein | chr4:6374801-6375073 FORWARD	not assigned.no ontology	35_1

CUST_66275_PI403524517	2	0.18720627	0.4682045	0.08517456	-0.18430758	-0.2394638	-0.08517408	35_18926	Rep: OSIGBa0152K17.9 protein - Oryza sativa (Rice)	UniRef90_Q01J78	0	0	CHR04V5|COORD:22121721..22127414|protein expressed protein	LOC_Os04g37540.1	no description	not assigned.unknown	35_2

CUST_30387_PI399408534	2	0.014469147	-0.25763416	-0.040356636	0.06458473	0.11903381	-0.014468193	35_616	"Cluster: RNA binding protein Rp120; n=2; Oryza sativa (japonica cultivar-group)|Rep: RNA binding protein Rp120 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7X6J0	CHR5V7|COORD:24839238..24843867| tudor domain-containing protein / nuclease family protein	AT5G61780.1	CHR02V5|COORD:19099665..19092986|protein 4SNc-Tudor domain protein, putative, expressed	LOC_Os02g32350.2	no descriptionmoderately similar to ( 214)AT5G61780| Symbols:  | tudor domain-containing protein / nuclease family protein | chr5:24839238-24843867 FORWARDnot assigned TUDOR TUDOR	RNA.regulation of transcription.Zn-finger(CCHC)	27_3_73

CUST_16478_PI403524517	2	0.24355984	0.113129616	-0.0110731125	-0.1211586	-0.19402027	0.0110731125	35_4755	"Cluster: Putative Carboxy-terminal kinesin 2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Carboxy-terminal kinesin 2 - Oryza sativa (japonica cult"	UniRef90_Q6H535	CHR1V7|COORD:23592897..23598802| kinesin motor protein-related	AT1G63640.1	CHR02V5|COORD:7280993..7278455|protein ATP binding protein, putative, expressed	LOC_Os02g13570.1	no descriptionmoderately similar to ( 404)AT1G63640| Symbols:  | kinesin motor protein-related | chr1:23592897-23598802 REVERSEweakly similar to ( 152)FLA10_CHLREKinesin-like protein FLA10 - Chlamydomonas reinhardtiinot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned KISc_C_terminal Kinesin KISc KISc KISc_KHC_KIF5 KISc_KIF4 KISc_KIP3_like KISc_KIF3 KISc_KIF1A_KIF1B KISc_CENP_E KISc_BimC_Eg5 KISc_KLP2_like KIP1 KISc_KIF9_like KISc_KIF2_like KISc_KID_like KISc_KIF23_like Motor_domain	cell.organisation	31_1

CUST_82114_PI403524517	2	0.13629913	-0.3652773	-0.05320835	0.10059452	-0.15228844	0.053209305	35_23555	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_85681_PI403524517	2	0.1351018	0.07599974	-0.07599974	-0.2174778	-0.3614812	0.22253752	35_24540	"Cluster: Hypothetical protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53M10	CHR5V7|COORD:26813106..26814452| transferase family protein	AT5G67150.1	CHR11V5|COORD:7742877..7741441|protein transferase, putative	LOC_Os11g13970.1	no descriptionvery weakly similar to (50.1)AT5G67160| Symbols:  | transferase family protein | chr5:26814926-26816230 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Transferase Pneumo_att_G PRK07764 HPC2 PRK12323 TT_ORF1 Herpes_BLLF1	secondary metabolism.phenylpropanoids	16_2

CUST_14682_PI404877155	2	0.0075740814	0.49811745	-0.06267071	-0.0075740814	0.019285202	-0.0080862045	Contig8500_s_at	CDC5 protein [Zea mays]	AAL59389.1	myb family transcription factor	At1g09770.1	protein Similar to CDC5 protein	Os04g28090	NONE	RNA.regulation of transcription.MYB domain transcription factor family	27_3_25

CUST_155004_PI403524517	2	0.021727085	-0.26614952	-0.051404953	0.33038807	0.14231205	-0.021727562	35_43302	"Cluster: Hypothetical protein At2g32230; n=1; Arabidopsis thaliana|Rep: Hypothetical protein At2g32230 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9SKX7	CHR2V7|COORD:13686685..13688833| pentatricopeptide (PPR) repeat-containing protein	AT2G32230.1	CHR02V5|COORD:9985904..9981496|protein expressed protein	LOC_Os02g17360.2	no descriptionvery weakly similar to (67.0)AT2G32230| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr2:13686685-13688833 REVERSE	transport.misc	34_99

CUST_53989_PI403524517	2	-0.62013054	-0.7976494	1.2384462	0.25682354	0.46051311	-0.2568226	35_15366	Rep: Aspartic proteinase - Triticum aestivum (Wheat)	UniRef90_Q401N6	CHR1V7|COORD:4017117..4019872| aspartyl protease family protein	AT1G11910.1	CHR05V5|COORD:2152889..2157131|protein retrotransposon protein, putative, SINE subclass, expressed	LOC_Os05g04630.6	no descriptionhighly similar to ( 629)AT1G11910| Symbols:  | aspartyl protease family protein | chr1:4017117-4019872 REVERSEhighly similar to ( 886)ASPRX_ORYSAnot assigned not assigned Asp SapB_1 SapB_2	protein.degradation.aspartate protease	29_5_4

CUST_85306_PI403524517	2	-0.111469746	-0.9518547	-0.04019165	0.42142868	0.04019165	0.123019695	35_24438	"Cluster: Os07g0152000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os07g0152000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D8K4	CHR5V7|COORD:15457074..15460237| protein kinase family protein	AT5G38560.1	CHR07V5|COORD:2749514..2755000|protein TCP family transcription factor containing protein, expressed	LOC_Os07g05720.1	no descriptionTymo_45kd_70kd	not assigned.unknown	35_2

CUST_4403_PI404877155	2	0.022630692	0.11682415	-0.017526627	-0.058088303	-0.13366795	0.017526627	Contig1537_at	TaWIN2 [Triticum aestivum]	BAB11740.1	14-3-3 protein GF14 omega (GRF2)	At1g78300.1	protein 14-3-3 protein	Os08g37490	14-3-3 protein GF14omega (grf2)/TaWIN2	signalling.14-3-3 proteins	30_7

CUST_14240_PI404877155	2	-0.1454668	0.40735912	0.052409172	-0.052409172	-0.14846134	0.117222786	Contig8078_at	putative mitogen-activated protein kinase wjumk1 [Oryza sativa (japonica cultivar-group)] dbj|BAD72351.1| mitogen-activated protein kinase E	CAD54742.1	mitogen-activated protein kinase, putative / MAPK, putative (MPK20)	At2g42880.1	protein mitogen-activated protein kinase homologue	Os06g26340	mitogen-activated protein kinase	signalling.MAP kinases	30_6

CUST_70285_PI403524517	2	0.1637516	-0.28276634	-0.06520462	0.04456711	-0.042816162	0.042816162	35_20126	"Cluster: Putative glycosyltransferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative glycosyltransferase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7F1F3	"CHR5V7|COORD:19365217..19367743| GAUT4 (Galacturonosyltransferase 4); polygalacturonate 4-alpha-galacturonosyltransferase/ transferase,"	AT5G47780.1	CHR08V5|COORD:14265080..14270229|protein transferase, transferring glycosyl groups, putative, expressed	LOC_Os08g23780.1	" no descriptionmoderately similar to ( 412)AT5G47780| Symbols: GAUT4 | GAUT4 (Galacturonosyltransferase 4); polygalacturonate 4-alpha-galacturonosyltransferase/ transferase, transferring glycosyl groups | chr5:19365217-19367743 FORWARDGlyco_transf_8 RfaJ "	misc.UDP glucosyl and glucoronyl transferases	26_2

CUST_96226_PI403524517	2	0.1282897	0.2095437	0.09349728	-0.13461733	-0.09349728	-0.18872976	35_27489	"Cluster: Oligomeric golgi complex 7-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Oligomeric golgi complex 7-like - Oryza sativa (japonica cultivar-gro"	UniRef90_Q655R9	CHR5V7|COORD:20904270..20908021| conserved oligomeric Golgi complex component-related / COG complex component-related	AT5G51430.1	CHR06V5|COORD:27732753..27727480|protein expressed protein	LOC_Os06g45830.1	no descriptionweakly similar to ( 147)AT5G51430| Symbols:  | conserved oligomeric Golgi complex component-related / COG complex component-related | chr5:20904270-20908021 REVERSEnot assigned	not assigned.no ontology	35_1

CUST_20403_PI399408534	2	0.025751114	0.07595539	-0.015805244	-0.16531754	-0.55739784	0.015805244	35_5876	"Cluster: EF hand family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: EF hand family protein, expressed - Oryza sativa (japonica cultivar"	UniRef90_Q10S92	CHR1V7|COORD:7209505..7214763| calcium-binding EF hand family protein	AT1G20760.1	CHR03V5|COORD:1706250..1698377|protein calcium ion binding protein, putative, expressed	LOC_Os03g03830.1	no descriptionmoderately similar to ( 406)AT1G20760| Symbols:  | calcium-binding EF hand family protein | chr1:7209505-7214763 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned EH EH Sporozoite_P67 EFh	signalling.calcium	30_3

CUST_5914_PI403524517	2	0.013625622	-0.24020147	-0.015860558	-0.013625145	0.109469414	0.08725357	35_1633	"Cluster: Senescence-associated protein-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: Senescence-associated protein-like - Oryza sativa (japonica cultiv"	UniRef90_Q5Z407	"CHR2V7|COORD:8732843..8734469| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G28770.1); similar to CD9/CD37/CD63 antigen [Medicago truncatula]"	AT2G20230.1	CHR06V5|COORD:31180666..31183728|protein expressed protein	LOC_Os06g51480.1	"no descriptionweakly similar to ( 134)AT4G28770| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G20230.1); similar to CD9/CD37/CD63 antigen [Medicago truncatula] (GB:ABE93060.1); contains InterPro domain CD9/CD37/CD63 antigen; (InterPro:IPR000301) | chr4:14212183-14213524 REVERSEnot assigned not assigned not assigned not assigned not assigned DUF566"	not assigned.unknown	35_2

CUST_79473_PI403524517	2	7.419586E-4	-7.419586E-4	0.030624866	-0.2857299	1.5893688	-0.07790136	35_22797	"Cluster: Hypothetical protein OSJNBa0041P03.6; n=3; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0041P03.6 - Oryza sativa (japonica"	UniRef90_Q8LNT1	CHR3V7|COORD:579634..581455| integral membrane family protein	AT3G02690.1	CHR10V5|COORD:18421795..18424392|protein permeases of the drug/metabolite transporter, putative, expressed	LOC_Os10g35140.1	no descriptionmoderately similar to ( 331)AT3G02690| Symbols:  | integral membrane family protein | chr3:579634-581455 FORWARDRhaT PRK11272 DUF6 TT_ORF1 PRK11453	not assigned.no ontology	35_1

CUST_39522_PI403524517	2	0.65970373	-0.24141884	0.12688255	0.03528309	-0.03528261	-0.1607089	35_11367	"Cluster: Hypothetical protein P0488B06.39; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0488B06.39 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6YZK1	"CHR1V7|COORD:5184048..5186851| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G73750.1); similar to Os01g0692600 [Oryza sativa (japonica"	AT1G15060.1	CHR01V5|COORD:28904947..28910543|protein expressed protein	LOC_Os01g49760.3	"no descriptionvery weakly similar to (97.8)AT1G15060| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G73750.1); similar to Os01g0692600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001043943.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD82496.1); contains InterPro domain Esterase/lipase/thioesterase; (InterPro:IPR000379) | chr1:5184048-5186851 REVERSEnot assigned not assigned DUF566 PRK07764"	not assigned.unknown	35_2

CUST_48815_PI403524517	2	-0.3536377	1.2815485	0.72670364	-0.6952534	0.086743355	-0.086743355	35_13941	"Cluster: Putative sulfolipid synthase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative sulfolipid synthase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q84QB1	"CHR5V7|COORD:86906..89884| SQD2 (SULFOQUINOVOSYLDIACYLGLYCEROL 2); UDP-sulfoquinovose:DAG sulfoquinovosyltransferase/"	AT5G01220.1	CHR03V5|COORD:8716173..8720250|protein glycosyl transferase, group 1 family protein, putative, expressed	LOC_Os03g15840.1	" no descriptionhighly similar to ( 587)AT5G01220| Symbols: SQD2 | SQD2 (SULFOQUINOVOSYLDIACYLGLYCEROL 2); UDP-sulfoquinovose:DAG sulfoquinovosyltransferase/ transferase, transferring glycosyl groups | chr5:86906-89884 REVERSEvery weakly similar to (55.5)SSG1_ORYSAGranule-bound starch synthase 1, chloroplast precursor - Oryza sativa (Rice)not assigned not assigned RfaG Glycos_transf_1 GlgA PRK10307 glgA "	lipid metabolism.glycolipid synthesis.sulfolipid synthase	11_10_4

CUST_40913_PI403524517	2	0.15176392	0.07700157	-0.04577589	0.045775414	-0.13553715	-0.062322617	35_11765	Rep: F10O3.8 protein - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q9SA60	CHR1V7|COORD:744026..746407| pentatricopeptide (PPR) repeat-containing protein	AT1G03100.1	CHR07V5|COORD:18539583..18536271|protein expressed protein	LOC_Os07g31310.1	no descriptionweakly similar to ( 111)AT1G03100| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr1:744026-746407 REVERSE	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_9522_PI404877155	2	-0.12865257	0.12865257	0.35784006	2.063755	-0.2530098	-0.2765379	Contig3284_x_at	small heat shock protein HSP17.8 [Triticum aestivum]	AAK51797.1	17.6 kDa  class II heat shock protein (HSP17.6-CII)	At5g12020.1	protein small heat shock protein HSP17.8	Os01g08860	small heat shock protein HSP17.8	stress.abiotic.heat	20_2_1

CUST_31411_PI403524517	2	-0.21358442	0.3521247	-0.0059547424	0.090283394	-0.07435942	0.0059542656	35_9067	0	0	0	0	CHR11V5|COORD:25814722..25811841|protein extensin-like protein, putative	LOC_Os11g43640.1	no description	not assigned.unknown	35_2

CUST_85478_PI403524517	2	0.023115158	-0.46461773	-0.017479897	0.023200989	0.004757881	-0.004757881	35_24486	"Cluster: Os11g0423800 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os11g0423800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IT31	CHR2V7|COORD:14313369..14315369| mitochondrial substrate carrier family protein (BAC1)	AT2G33820.1	CHR11V5|COORD:12853105..12861786|protein mitochondrial carnitine/acylcarnitine carrier-like protein, putative, expressed	LOC_Os11g23170.3	no descriptionweakly similar to ( 187)AT2G33820| Symbols:  | mitochondrial substrate carrier family protein (BAC1) | chr2:14313369-14315369 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Mito_carr	transport.metabolite transporters at the mitochondrial membrane	34_9

CUST_181235_PI403524517	2	0.117302895	0.681777	0.049967766	-0.17774677	-0.116573334	-0.04996872	35_50399	"Cluster: Hypothetical protein P0024G09.36; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0024G09.36 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5ZBL3	CHR1V7|COORD:6649553..6650375| similar to Os01g0144700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001042006.1)	AT1G19240.1	CHR01V5|COORD:2403257..2404869|protein expressed protein	LOC_Os01g05140.1	no description	not assigned.unknown	35_2

CUST_13529_PI404877155	2	0.02048111	-0.08969498	-0.005996704	0.005996704	0.02048111	-0.038009644	Contig726_x_at	60S ribosomal protein L41 (RPL41G) [Arabidopsis thaliana] ref|NP_187723.1| 60S ribosomal protein L41 (RPL41E) [Arabidopsis thaliana] ref|NP_	NP_191161.1	60S ribosomal protein L41 (RPL41D)	At3g08520.1	0	0	hypothetical wtf protein	transport.metabolite transporters at the mitochondrial membrane	34_9

CUST_100396_PI403524517	2	0.004787922	0.2053442	-0.1943078	0.5141926	-0.31604958	-0.0047883987	35_28659	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_92974_PI403524517	2	-0.27713013	-0.24189472	0.53296757	0.10711098	-0.008270264	0.00826931	35_26584	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_2624_PI403524517	2	0.3789215	-1.0669394	-0.5938778	0.34814262	-0.17093086	0.17093086	35_716	"Cluster: UCW116, putative lipase; n=1; Hordeum vulgare subsp. vulgare|Rep: UCW116, putative lipase - Hordeum vulgare var. distichum (Two-rowed barley)"	UniRef90_A1C0L3	CHR5V7|COORD:18637647..18639491| GDSL-motif lipase/hydrolase family protein	AT5G45910.1	CHR06V5|COORD:2909907..2906281|protein alpha-L-fucosidase 2 precursor, putative, expressed	LOC_Os06g06290.3	no descriptionvery weakly similar to (90.9)AT5G45910| Symbols:  | GDSL-motif lipase/hydrolase family protein | chr5:18637647-18639491 REVERSEvery weakly similar to (58.5)EST_HEVBREsterase precursor - Hevea brasiliensis (Para rubber tree)SGNH_plant_lipase_like	misc.GDSL-motif lipase	26_28

CUST_11122_PI404877155	2	-0.4417734	0.17705727	0.07351112	-0.07351208	0.53691006	-0.22761822	Contig4812_at	hypothetical protein [Oryza sativa (japonica cultivar-group)] gb|AAP53563.1| hypothetical protein [Oryza sativa (japonica cultivar-group)] g	NP_921276.1	expressed protein	At5g20900.1	protein expressed protein	Os10g25230	gi|15451625|gb|AAK98749.1|AC091734_6 Hypothetical protein	RNA.regulation of transcription.C2C2(Zn) GATA transcription factor family	27_3_09

CUST_25157_PI403524517	2	0.09889984	0.04595852	-0.045959473	-0.107824326	-0.10830116	0.23127174	35_7297	"Cluster: Os07g0638000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0638000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D4A4	"CHR3V7|COORD:5936114..5946211| POK1 (PHRAGMOPLAST ORIENTING KINESIN 1); microtubule motor"	AT3G17360.1	CHR07V5|COORD:26529197..26526126|protein kinesin POK1, putative, expressed	LOC_Os07g44400.1	"no descriptionmoderately similar to ( 226)AT3G17360| Symbols: POK1 | POK1 (PHRAGMOPLAST ORIENTING KINESIN 1); microtubule motor | chr3:5936114-5946211 FORWARDnot assigned not assigned not assigned not assigned not assigned SbcC Myosin_tail_1 Smc"	cell.organisation	31_1

CUST_76833_PI403524517	2	0.035877228	0.4375906	0.12033081	-0.21390343	-0.25329018	-0.035876274	35_22025	"Cluster: Putative membrane protein precursor; n=1; Emiliania huxleyi virus 86|Rep: Putative membrane protein precursor - Emiliania huxleyi virus 86"	UniRef90_Q4A2S9	CHR4V7|COORD:10275928..10278502| leucine-rich repeat family protein / extensin family protein	AT4G18670.1	CHR07V5|COORD:28959135..28955289|protein expressed protein	LOC_Os07g48420.3	no descriptionnot assigned	not assigned.unknown	35_2

CUST_12034_PI404877155	2	-0.03778076	0.025888443	0.09009266	-0.02588749	-0.1149416	0.04195404	Contig5763_s_at	putative C-8,7 sterol isomerase [Oryza sativa (japonica cultivar-group)]	NP_908347.1	C-8,7 sterol isomerase	At1g20050.1	protein hypothetical protein	Os01g01370	C-8,7 sterol isomerase (3-beta-hydroxysteroid-delta(8),delta(7)-isomerase)	lipid metabolism.'exotics' (steroids, squalene etc)	11_8

CUST_148545_PI403524517	2	-0.14210415	-0.020569801	0.040867805	-0.0752964	0.061044693	0.020568848	35_41556	"Cluster: Os01g0512200 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0512200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JMD7		0	CHR01V5|COORD:18378363..18381785|protein AP-3 complex subunit delta, putative, expressed	LOC_Os01g32880.1	no description	not assigned.unknown	35_2

CUST_3460_PI399408534	2	0.15428448	0.4757638	0.32990265	-0.154284	-0.2854414	-0.5747938	35_26264	Rep: OCL4 protein - Zea mays (Maize)	UniRef90_Q9LEE7	"CHR5V7|COORD:19048767..19052615| HB-7 (homeobox-7); DNA binding / transcription factor"	AT5G46880.1	CHR10V5|COORD:22586512..22580775|protein OCL4 protein, putative, expressed	LOC_Os10g42490.2	"no descriptionweakly similar to ( 109)AT5G46880| Symbols: HB-7 | HB-7 (homeobox-7); DNA binding / transcription factor | chr5:19048767-19052615 FORWARD"	RNA.regulation of transcription.HB,Homeobox transcription factor family	27_3_22

CUST_20071_PI399408534	2	-0.09383488	-0.0072431564	-0.33438778	0.0072422028	0.11662388	0.4432888	35_32328	Rep: Probable lipoxygenase 6 - Oryza sativa (Rice)	UniRef90_Q8H016	CHR1V7|COORD:23241239..23242177| invertase/pectin methylesterase inhibitor family protein	AT1G62760.1	CHR03V5|COORD:4166275..4172656|protein lipoxygenase 6, putative, expressed	LOC_Os03g08220.1	no descriptionvery weakly similar to (55.5)LOX6_ORYSAnot assigned not assigned PRK12323 PRK07764 PRK07003	hormone metabolism.jasmonate.synthesis-degradation.lipoxygenase	17_7_1_2

CUST_48007_PI403524517	2	0.010897636	-0.024580002	-0.12672997	0.091786385	0.057325363	-0.010897636	35_13730	"Cluster: Elongation factor 1-alpha; n=109; cellular organisms|Rep: Elongation factor 1-alpha - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_P13905	CHR5V7|COORD:24306452..24307803| calmodulin binding / translation elongation factor	AT5G60390.2	CHR03V5|COORD:4089482..4092860|protein elongation factor 1-alpha, putative, expressed	LOC_Os03g08050.4	no descriptionhighly similar to ( 629)AT5G60390| Symbols:  | calmodulin binding / translation elongation factor | chr5:24306452-24307803 FORWARDhighly similar to ( 635)EF1A2_HORVUElongation factor 1-alpha - Hordeum vulgare (Barley)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TEF1 PRK12317 EF1_alpha CysN GTP_EFTU CysN_ATPS PRK05506 TufB cysN tufA PRK00049 PRK12735 PRK12736 EF1_alpha_II SelB GTP_translation_factor EF_Tu PRK04000 GCD11 GTPBP1 SelB LepA TypA PRK05433 EFTU_II FusA SelB_euk selB_II PRK10218 GTP_EFTU_D2 TetM_like EF-G LepA eRF3_II_like Translation_Factor_II_like PRK10512 PRK12740 TypA_BipA eIF2_gamma Snu114p EF-G_bact EF2 eRF3_II RF3 PrfC InfB PRK07560 PRK12739 IF2_eIF5B PRK00007 prfC CysN_NodQ_II GTPBP_II	protein.synthesis.elongation	29_2_4

CUST_150509_PI403524517	2	-0.22732973	-0.20303011	-0.026583672	0.030898094	0.026583672	0.33129787	35_42103	"Cluster: Hypothetical protein P0006C01.17; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0006C01.17 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5ZEA2	CHR2V7|COORD:8034184..8035131| ATOFP7/OFP7 (Arabidopsis thaliana ovate family protein 7)	AT2G18500.1	CHR01V5|COORD:25309514..25308022|protein ovate protein, putative, expressed	LOC_Os01g43610.1	 no descriptionvery weakly similar to (55.5)AT2G18500| Symbols: ATOFP7, OFP7 | ATOFP7/OFP7 (Arabidopsis thaliana ovate family protein 7) | chr2:8034184-8035131 FORWARDDUF623 	not assigned.no ontology	35_1

CUST_28364_PI399408534	2	0.3226428	0.7207966	0.12100887	-0.12100935	-0.47977734	-0.19507217	35_7758	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10QQ8	CHR5V7|COORD:3448891..3454128| transducin family protein / WD-40 repeat family protein	AT5G10940.1	CHR03V5|COORD:4540343..4547764|protein expressed protein	LOC_Os03g08830.1	no descriptionmoderately similar to ( 438)AT5G10940| Symbols:  | transducin family protein / WD-40 repeat family protein | chr5:3448891-3454128 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned WD40 COG2319	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_21290_PI403524517	2	0.19563675	-0.08548641	-0.29763222	0.1764164	0.08548641	-0.13670158	35_6177	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10QF7	"CHR1V7|COORD:28194769..28197430| JAC1 (J-DOMAIN PROTEIN REQUIRED FOR CHLOROPLAST ACCUMULATION RESPONSE 1); heat shock protein binding"	AT1G75100.1	CHR03V5|COORD:5140627..5145886|protein expressed protein	LOC_Os03g10180.1	"no descriptionweakly similar to ( 174)AT1G75100| Symbols: JAC1 | JAC1 (J-DOMAIN PROTEIN REQUIRED FOR CHLOROPLAST ACCUMULATION RESPONSE 1); heat shock protein binding | chr1:28194769-28197430 REVERSEnot assigned"	not assigned.no ontology	35_1

CUST_4328_PI403524517	2	-0.035286903	0.14223957	0.027526855	-0.022712708	0.022712708	-0.036819458	35_1196	"Cluster: Putative SSR alpha subunit; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative SSR alpha subunit - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5Z9P6	CHR2V7|COORD:9075509..9077288| translocon-associated protein alpha (TRAP alpha) family protein	AT2G21160.1	CHR06V5|COORD:30370095..30373535|protein translocon-associated protein alpha subunit precursor, putative, expressed	LOC_Os06g50154.1	no descriptionmoderately similar to ( 242)AT2G21160| Symbols:  | translocon-associated protein alpha (TRAP alpha) family protein | chr2:9075509-9077391 FORWARDnot assigned TRAP_alpha	not assigned.no ontology	35_1

CUST_13745_PI403524517	2	-0.012187958	0.57696724	-0.054024696	0.012188911	-0.17168808	0.03333378	35_3943	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_19667_PI403524517	2	0.009069443	-0.26499176	-0.009068489	-0.02222538	0.013443947	0.011049271	35_5698	"Cluster: Ssu72-like protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Ssu72-like protein, expressed - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QX64	CHR1V7|COORD:27759401..27760819| Ssu72-like family protein	AT1G73820.1	CHR12V5|COORD:3453059..3449066|protein protein SSU72, putative, expressed	LOC_Os12g07050.1	no descriptionmoderately similar to ( 294)AT1G73820| Symbols:  | Ssu72-like family protein | chr1:27759401-27760819 REVERSEnot assigned Ssu72 SSU72	not assigned.no ontology	35_1

CUST_23786_PI399408534	2	0.08200073	-0.046032906	0.0073604584	0.010902405	-0.0073604584	-0.046481133	35_17487	"Cluster: ADP-ribosylation factor-like protein 5, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: ADP-ribosylation factor-like"	UniRef90_Q2R1Y6	"CHR3V7|COORD:8136371..8137520| ATARFC1 (ADP-ribosylation factor C1); GTP binding"	AT3G22950.1	CHR11V5|COORD:21714468..21717798|protein ADP-ribosylation factor-like protein 5A, putative, expressed	LOC_Os11g37640.1	"no descriptionmoderately similar to ( 320)AT3G22950| Symbols: ATARFC1 | ATARFC1 (ADP-ribosylation factor C1); GTP binding | chr3:8136371-8137520 REVERSEmoderately similar to ( 201)ARF2_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Arl5_Arl8 Arf Arf1_5_like Arl1 Arf_Arl ARF Arf6 Arl3 Arl2 Arl6 ARD1 Arfrp1 ARLTS1 Arl4_Arl7 Sar1 Arl10_like Arl9_Arfrp2_like Arl2l1_Arl13_like Ras_like_GTPase COG1100 SAR Rab RAB Ras Rab1_Ypt1 Rab4 Rab8_Rab10_Rab13_like Rab18 Rab5_related Rab3 Rab11_like Rab33B_Rab33A SR_beta Rab19 COG2229 RabA_like Rab6 Rab2 Rab35 Ran Rab26 Rab21 Rab36_Rab34 Rab14 Rab30 Rab32_Rab38 Rab39 Rab23_lke Miro Rho Rab27A"	signalling.G-proteins	30_5

CUST_59504_PI403524517	2	0.02119255	-0.011185646	0.007950783	-0.007950783	0.13405704	-0.10325241	35_16967	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q84T82	CHR2V7|COORD:15047814..15049055| similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:AAO66526.1)	AT2G35790.1	CHR03V5|COORD:35907425..35909446|protein expressed protein	LOC_Os03g63680.1	no descriptionweakly similar to ( 114)AT2G35790| Symbols:  | similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:AAO66526.1) | chr2:15047814-15049055 FORWARDnot assigned	not assigned.unknown	35_2

CUST_114529_PI403524517	2	0.23948383	-0.04276371	0.04276371	-0.050207138	-0.31310654	0.34558678	35_32502	"Cluster: Ubiquitin-activating enzyme E1 1; n=2; Triticum aestivum|Rep: Ubiquitin-activating enzyme E1 1 - Triticum aestivum (Wheat)"	UniRef90_P20973	"CHR2V7|COORD:12859709..12864446| ATUBA1 (Arabidopsis thaliana ubiquitin-activating enzyme 1); ubiquitin activating enzyme"	AT2G30110.1	CHR12V5|COORD:317602..312152|protein ubiquitin-activating enzyme E1 2, putative, expressed	LOC_Os12g01520.3	" no descriptionweakly similar to ( 159)AT2G30110| Symbols: MOS5, ATUBA1 | ATUBA1 (Arabidopsis thaliana ubiquitin-activating enzyme 1); ubiquitin activating enzyme | chr2:12859709-12864446 REVERSEmoderately similar to ( 212)UBE11_WHEATUbiquitin-activating enzyme E1 1 - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned Ube1_repeat1 Aos1_SUMO E1-1_like ThiF APPBP1_RUB ThiF_MoeB_HesA_family ThiF E1_enzyme_family PRK05600 PRK08328 PRK07688 PRK05690 "	protein.degradation.ubiquitin.E1	29_5_11_2

CUST_9771_PI403524517	2	0.1297741	-0.00830555	-0.084625244	-0.029008865	0.00830555	0.06465626	35_2753	"Cluster: Organic cation transporter-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Organic cation transporter-like protein - Oryza sativa (japon"	UniRef90_Q69MP4	CHR4V7|COORD:9706200..9708154| oxidoreductase family protein	AT4G17370.1	CHR08V5|COORD:2758811..2750622|protein oxidoreductase family, NAD-binding Rossmann fold containing protein, expressed	LOC_Os08g05280.1	no descriptionmoderately similar to ( 402)AT4G17370| Symbols:  | oxidoreductase family protein | chr4:9706200-9708154 FORWARDnot assigned MviM GFO_IDH_MocA_C	not assigned.no ontology	35_1

CUST_149818_PI403524517	2	0.18162727	0.095832825	0.06540966	-0.28706074	-0.34497643	-0.06540966	35_41913	"Cluster: Nodulin-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Nodulin-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8H613	CHR1V7|COORD:30283116..30285139| nodulin family protein	AT1G80530.1	CHR06V5|COORD:3936230..3933040|protein nodulin-like protein, putative, expressed	LOC_Os06g08110.1	no descriptionvery weakly similar to (93.6)AT1G80530| Symbols:  | nodulin family protein | chr1:30283116-30285139 REVERSEnot assigned Nodulin-like	development.unspecified	33_99

CUST_91830_PI403524517	2	-0.042229652	0.73931503	0.12449932	-0.14913177	0.0422287	-0.08149052	35_26255	"Cluster: Os01g0928300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0928300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JGD9	CHR1V7|COORD:941210..943319| prefoldin subunit family protein	AT1G03760.1	CHR01V5|COORD:41065926..41070609|protein prefoldin subunit family protein, expressed	LOC_Os01g70330.1	no descriptionweakly similar to ( 148)AT1G03760| Symbols:  | prefoldin subunit family protein | chr1:941210-943319 REVERSEnot assigned not assigned not assigned Prefoldin Prefoldin_alpha Prefoldin PRK03947 GIM5	not assigned.no ontology	35_1

CUST_91786_PI403524517	2	0.011461258	0.277874	-0.03447056	-0.05203533	-0.011462212	0.08888912	35_26243	"Cluster: Putative oligoribonuclease; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative oligoribonuclease - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K4V8	"CHR2|COORD:11516799..11518992| similar to OSJNBa0079M09.9 [Oryza sativa (japonica cultivar-group)] (GB:XP_471716.1); contains InterPro domain Exonuclease"	AT2G26970.2	CHR02V5|COORD:15649747..15644369|protein oligoribonuclease, mitochondrial precursor, putative, expressed	LOC_Os02g26660.2	no descriptionweakly similar to ( 182)AT2G26970| Symbols:  | exonuclease | chr2:11516986-11518981 REVERSEnot assigned PRK05359 Orn Exonuc_X-T EXOIII	DNA.unspecified	28_99

CUST_42469_PI403524517	2	-0.0023212433	0.0023212433	-0.036081314	-0.05708027	0.17105484	0.023820877	35_12204	"Cluster: Os02g0122200 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0122200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E4F0	CHR2V7|COORD:9139721..9143316| enhanced disease susceptibility protein, putative / salicylic acid induction deficient protein, putative	AT2G21340.1	CHR02V5|COORD:1173549..1166107|protein enhanced disease susceptibility 5, putative, expressed	LOC_Os02g02980.2	" no descriptionvery weakly similar to (87.4)AT4G39030| Symbols: SID1, EDS5 | EDS5 (ENHANCED DISEASE SUSCEPTIBILITY 5); antiporter/ transporter | chr4:18185734-18188892 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07764 PRK12323 DUF1421 Totivirus_coat PRK07003 "	stress.biotic	20_1

CUST_16528_PI403524517	2	0.30349064	0.36739826	0.039295197	-0.039295197	-0.5862098	-0.123842716	35_4774	"Cluster: Membrane-anchored ubiquitin-fold protein 3 precursor; n=2; Oryza sativa|Rep: Membrane-anchored ubiquitin-fold protein 3 precursor - Oryza sativa (Rice)"	UniRef90_Q6Z8K4	CHR1V7|COORD:7771886..7772832| ubiquitin family protein	AT1G22050.1	CHR02V5|COORD:31532904..31529438|protein NTGP5, putative, expressed	LOC_Os02g51500.3	no descriptionweakly similar to ( 152)AT1G22050| Symbols: MUB6 | ubiquitin family protein | chr1:7771886-7772832 FORWARDmoderately similar to ( 219)MUB3_ORYSANTGP5	protein.degradation.ubiquitin	29_5_11

CUST_69481_PI403524517	2	-0.09132099	0.04685974	-0.022632599	-0.05550766	0.022632599	0.10684872	35_19882	"Cluster: Putative Arp2/3 complex 41kD subunit; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Arp2/3 complex 41kD subunit - Oryza sativa (japonica cu"	UniRef90_Q6K699	"CHR2V7|COORD:13353390..13356864| ARPC1b (actin-related protein C1b); nucleotide binding"	AT2G31300.1	CHR02V5|COORD:35056660..35051067|protein actin-related protein 2/3 complex subunit 1B, putative, expressed	LOC_Os02g57220.1	" no descriptionhighly similar to ( 566)AT2G31300| Symbols: ARPC1, ARPC1b | ARPC1b (actin-related protein C1b); nucleotide binding | chr2:13353390-13356864 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned WD40 COG2319 "	cell.organisation	31_1

CUST_15893_PI403524517	2	-0.024170876	0.5123615	-0.123456955	-0.07703686	0.024170876	0.057640076	35_4588	"Cluster: Putative S(+)-beta-hydroxybutyryl CoA dehydrogenase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative S(+)-beta-hydroxybutyryl"	UniRef90_Q8S1G9	CHR3V7|COORD:5145061..5146620| 3-hydroxybutyryl-CoA dehydrogenase, putative	AT3G15290.1	CHR01V5|COORD:34057226..34059877|protein 3-hydroxybutyryl-CoA dehydrogenase, putative, expressed	LOC_Os01g58380.1	 no descriptionmoderately similar to ( 375)AT3G15290| Symbols:  | 3-hydroxybutyryl-CoA dehydrogenase, putative | chr3:5145061-5146620 FORWARDweakly similar to ( 126)MFPA_BRANAGlyoxysomal fatty acid beta-oxidation multifunctional protein MFP-a [Includes: Enoyl-CoA hydratase/3-2-trans-enoyl-CoA isomerase/3-hydroxybutyryl-CoA epimerase - Brassica napus (Rape)not assigned not assigned not assigned not assigned PRK07530 FadB PRK09117 PRK07660 PRK05808 PRK07819 PRK08268 PRK09260 3HCDH_N PRK06035 fadJ PRK06130 fadB PRK08269 PRK08293 PRK06129 3HCDH PRK07531 PRK07066 PRK05648 PRK12323 	lipid metabolism.lipid degradation.beta-oxidation.mutifunctional	11_9_4_9

CUST_77818_PI403524517	2	0.06688404	0.15199375	-0.08975887	-0.017679214	0.017680168	-0.089380264	35_22310	0	0	0	0	CHR02V5|COORD:4115853..4112945|protein conserved hypothetical protein	LOC_Os02g07850.1	no description	not assigned.unknown	35_2

CUST_23213_PI399408534	2	0.045516014	-0.13572502	-0.06678009	-0.013679504	0.013678551	0.015932083	35_5752	"Cluster: Putative 6b-interacting protein 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative 6b-interacting protein 1 - Oryza sativa (japonica cultivar"	UniRef90_Q688Y5	CHR3V7|COORD:21694905..21696748| transcription factor	AT3G58630.1	CHR05V5|COORD:27815785..27819230|protein 6b-interacting protein 1, putative, expressed	LOC_Os05g48690.2	no descriptionvery weakly similar to (67.4)AT5G05550| Symbols:  | transcription factor | chr5:1639530-1640551 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07003 PRK07764 APC_basic PRK05648 Atrophin-1 IER	RNA.regulation of transcription.Trihelix, Triple-Helix transcription factor family	27_3_30

CUST_121042_PI403524517	2	0.46578312	-0.2404828	-0.09448624	0.25641918	-0.08995628	0.08995628	35_34198	"Cluster: Putative iron-sulfur cofactor synthesis protein iscU; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative iron-sulfur cofactor"	UniRef90_Q8LR34	CHR4V7|COORD:11759456..11760893| ISU1 (Iron-sulfur cluster assembly complex protein)	AT4G22220.1	CHR01V5|COORD:27377334..27374213|protein nifU-like N-terminal domain-containing protein, mitochondrial precursor, putative, expressed	LOC_Os01g47340.1	 no descriptionvery weakly similar to (73.6)AT4G22220| Symbols: ATISU1, ISU1 | ISU1 (Iron-sulfur cluster assembly complex protein) | chr4:11759456-11760893 REVERSEnot assigned PRK11325 NifU_N 	not assigned.no ontology	35_1

CUST_150348_PI403524517	2	-0.07051182	0.02933979	0.06350899	0.17865372	-0.029340744	-0.103770256	35_42060	Rep: Chloroplast 50S ribosomal protein L33 - Triticum aestivum (Wheat)	UniRef90_Q95H56	CHRCV7|COORD:67488..67688| encodes a chloroplast ribosomal protein L33, a constituent of the large subunit of the ribosomal complex	ATCG00640.1	0	0	 no descriptionvery weakly similar to (85.5)ATCG00640| Symbols: RPL33 | encodes a chloroplast ribosomal protein L33, a constituent of the large subunit of the ribosomal complex | chrC:67488-67688 FORWARDweakly similar to ( 117)RK33_WHEATChloroplast 50S ribosomal protein L33 - Triticum aestivum (Wheat)rpl33 Ribosomal_L33 rpmG rpmG RpmG 	protein.synthesis.mito/plastid ribosomal protein.plastid	29_2_1_1

CUST_165502_PI403524517	2	0.1602354	0.4755001	0.1558919	-0.15589142	-0.5294156	-0.28802204	35_46119	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_11972_PI404877155	2	-0.2542801	0.6970968	0.11656475	0.03467369	-0.22501755	-0.03467369	Contig5688_at	putative zinc finger transcription factor [Oryza sativa (japonica cultivar-group)] dbj|BAB12694.1| CCCH-type zinc finger protein -like [Oryz	NP_914565.1	zinc finger (CCCH-type) family protein	At2g19810.1	protein Zinc finger C-x8-C-x5-C-x3-H type (and similar), putative	Os01g09620	NONE	RNA.regulation of transcription.C3H zinc finger family	27_3_12

CUST_94444_PI403524517	2	0.14796066	0.17684841	0.04037285	-0.04173374	-0.04037285	-0.053286552	35_26995	"Cluster: Hypothetical protein OSJNBb0057I13.42; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0057I13.42 - Oryza sativa (japonica"	UniRef90_Q6EPG6	0	0	CHR09V5|COORD:10750517..10751325|protein expressed protein	LOC_Os09g17580.1	no description	not assigned.unknown	35_2

CUST_16240_PI403524517	2	-0.5477848	0.16694641	0.44767857	-0.07522488	-0.061974525	0.061974525	35_4681	"Cluster: Hypothetical protein P0474F11.3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0474F11.3 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6K720	CHR3|COORD:3016545..3018988| protein kinase, putative, similar to protein kinase (Lophopyrum elongatum) gi:13022177:gb:AAK11674	AT3G09830.2	CHR02V5|COORD:35188442..35184524|protein protein kinase APK1A, chloroplast precursor, putative, expressed	LOC_Os02g57420.1	 no descriptionmoderately similar to ( 306)AT3G09830| Symbols:  | protein kinase, putative | chr3:3017204-3018701 FORWARDweakly similar to ( 158)NORK_MEDTRNodulation receptor kinase precursor - Medicago truncatula (Barrel medic)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pkinase S_TKc S_TKc Pkinase_Tyr PTKc TyrKc PTKc_Jak_rpt2 PTKc_Csk_like SPS1 PTKc_Chk PTKc_Src_like PTKc_Fes_like PTKc_Tec_like PTKc_Frk_like PTKc_Csk PTKc_Met_Ron PTKc_DDR PTKc_Tie2 PTKc_Lck_Blk PTKc_Btk_Bmx PTKc_Itk PTKc_Srm_Brk PTKc_Tie PTKc_Tie1 PTKc_EGFR_like PTKc_Src PTKc_Ack_like PTKc_Syk_like PTKc_Lyn PTKc_Yes PTKc_Fer PTKc_Fyn_Yrk PTKc_DDR1 PTKc_EphR_B PTKc_Ror PTKc_EphR PTKc_Tec_Rlk PTKc_FGFR PTKc_Musk PTKc_Tyk2_rpt2 PTKc_EphR_A PTKc_InsR_like PTKc_Hck PTKc_Abl PTKc_Syk PTKc_DDR_like PTKc_Fes PTK_HER3 PTKc_EphR_A2 PTKc_TrkB PTKc_Jak2_Jak3_rpt2 PTKc_RET PTKc_Zap-70 PTKc_TrkC PTKc_c-ros PTKc_Axl PTKc_Trk PTKc_DDR2 PTKc_ALK_LTK PTKc_TrkA PTKc_Ror1 PTKc_FGFR4 PTKc_FGFR3 PTKc_VEGFR PTKc_EGFR PTKc_Jak1_rpt2 PTKc_Ror2 PTKc_Tyro3 PTKc_VEGFR3 PTKc_Axl_like PTKc_FGFR1 PTKc_HER2 PTKc_FGFR2 PTKc_CSF-1R PTKc_PDGFR PTK_Ryk PTKc_HER4 PTKc_InsR PTKc_FAK PTKc_EphR_A10 PTKc_IGF-1R PTKc_VEGFR2 PTK_CCK4 PTKc_Kit PTKc_PDGFR_beta 	protein.postranslational modification.kinase.receptor like cytoplasmatic kinase VII	29_4_1_57

CUST_17654_PI403524517	2	0.16455269	-0.59759045	-0.20174217	0.14686489	-0.08264446	0.08264351	35_5100	Rep: H0103C06.8 protein - Oryza sativa (Rice)	UniRef90_Q259H1	"CHR1V7|COORD:12429978..12432963| STT3B (STAUROSPORIN AND TEMPERATURE SENSITIVE 3-LIKE B); oligosaccharyl transferase"	AT1G34130.1	CHR04V5|COORD:34277476..34272320|protein oligosaccharyl transferase STT3 subunit, putative, expressed	LOC_Os04g57890.1	"no descriptionweakly similar to ( 155)AT1G34130| Symbols: STT3B | STT3B (STAUROSPORIN AND TEMPERATURE SENSITIVE 3-LIKE B); oligosaccharyl transferase | chr1:12429978-12432963 FORWARDnot assigned"	stress.abiotic.drought/salt	20_2_3

CUST_15487_PI404877155	2	-0.42837715	0.029446602	-0.10641003	0.0035209656	-0.0035209656	0.009476662	Contig9343_at	OJ1117_G01.11 [Oryza sativa (japonica cultivar-group)] dbj|BAB93328.1| Nt-iaa4.1 deduced protein-like [Oryza sativa (japonica cultivar-group	NP_916891.1	auxin-responsive protein / indoleacetic acid-induced protein 8 (IAA8)	At2g22670.2	protein AUX/IAA family	Os05g48590	"IAA8;auxin-responsive protein / indoleacetic acid-induced protein 8 (IAA8), identical to SP:Q38826 Auxin-responsive protein IAA8 (Indoleacetic acid-induced protein 8) {Arabidopsis thaliana} or  auxin-responsive protein / indoleacetic acid-induced protein"	hormone metabolism.auxin.induced-regulated-responsive-activated	17_2_3

CUST_8581_PI403524517	2	-0.012701988	0.12286377	0.02030754	-0.08151817	-0.053002357	0.012701035	35_2405	"Cluster: Emsy N terminus domain-containing protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Emsy N terminus domain-containing"	UniRef90_Q6H5H5	CHR5V7|COORD:4129694..4132092| emsy N terminus domain-containing protein / ENT domain-containing protein	AT5G13020.1	CHR09V5|COORD:5842899..5835661|protein ENT domain containing protein, expressed	LOC_Os09g10710.3	no descriptionweakly similar to ( 102)AT3G12140| Symbols:  | emsy N terminus domain-containing protein / ENT domain-containing protein | chr3:3869127-3870970 REVERSE	not assigned.no ontology	35_1

CUST_136281_PI403524517	2	0.16475773	0.09207296	-0.11922407	0.092775345	-0.09207296	-0.13867426	35_38217	"Cluster: Os03g0715400 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os03g0715400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DP48	"CHR1V7|COORD:25484471..25487839| similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:AAL58202.1); similar to"	AT1G67960.1	CHR03V5|COORD:28908243..28913572|protein eukaryotic membrane protein family protein, expressed	LOC_Os03g50730.2	" no descriptionvery weakly similar to (60.1)AT1G67960| Symbols:  | similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:AAL58202.1); similar to Os03g0715400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001051076.1); contains InterPro domain Protein of unknown function DUF747, CMV receptor; (InterPro:IPR008010) | chr1:25484471-25487839 REVERSEnot assigned DUF747 "	not assigned.unknown	35_2

CUST_91449_PI403524517	2	0.110526085	0.3881073	0.0073184967	-0.020050049	-0.038246155	-0.0073184967	35_26149	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_95977_PI403524517	2	-0.079133034	-0.44444084	0.2858448	0.14789104	0.030128479	-0.030128479	35_27422	"Cluster: Hypothetical protein OSJNBa0018K15.16; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0018K15.16 - Oryza sativa (japonica"	UniRef90_Q75GM3	CHR3|COORD:20927151..20932185| expressed protein	AT3G56410.2	CHR05V5|COORD:23512018..23509832|protein expressed protein	LOC_Os05g40170.1	" no descriptionvery weakly similar to (55.8)AT3G56410| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G61670.1); similar to cell wall-anchored protein [Staphylococcus saprophyticus subsp. saprophyticus ATCC 15305] (GB:YP_300225.1); contains InterPro domain Zinc finger, LSD1-type; (InterPro:IPR005735) | chr3:20927299-20932113 REVERSE"	not assigned.unknown	35_2

CUST_25773_PI403524517	2	0.12007809	0.6096587	-0.10070038	-0.18628407	-0.443161	0.100700855	35_7472	"Cluster: WW domain-containing protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: WW domain-containing protein-like - Oryza sativa (japonica cultivar"	UniRef90_Q5ZA54	"CHR3V7|COORD:4258935..4261735| similar to PREDICTED: similar to Formin binding protein 4 [Gallus gallus] (GB:XP_424260.2); similar to Os06g0298400 [Oryza sativa"	AT3G13225.1	CHR06V5|COORD:11084819..11093275|protein WW domain containing protein, expressed	LOC_Os06g19470.2	"no descriptionvery weakly similar to (83.6)AT3G13225| Symbols:  | similar to PREDICTED: similar to Formin binding protein 4 [Gallus gallus] (GB:XP_424260.2); similar to Os06g0298400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001057442.1); contains InterPro domain WW/Rsp5/WWP; (InterPro:IPR001202) | chr3:4258935-4261735 REVERSE"	not assigned.no ontology	35_1

CUST_54645_PI403524517	2	0.034770012	-0.02497673	0.05447197	-0.03307724	0.02497673	-0.08600521	35_15552	"Cluster: Putative NAD-malate dehydrogenase; n=3; Oryza sativa (japonica cultivar-group)|Rep: Putative NAD-malate dehydrogenase - Oryza sativa (japonica cultivar"	UniRef90_Q6YWL3	"CHR3V7|COORD:17524642..17525853| MDH (malate dehydrogenase); malate dehydrogenase"	AT3G47520.1	CHR08V5|COORD:20924719..20921817|protein malate dehydrogenase, mitochondrial precursor, putative, expressed	LOC_Os08g33720.1	" no descriptionhighly similar to ( 542)AT3G47520| Symbols: MDH | MDH (malate dehydrogenase); malate dehydrogenase | chr3:17524642-17525853 FORWARDmoderately similar to ( 405)MDHM_FRAANMalate dehydrogenase, mitochondrial precursor - Fragaria ananassa (Strawberry)not assigned not assigned not assigned MDH_glycosomal_mitochondrial PRK05086 Mdh LDH_MDH LDH-like_MDH Ldh_1_N PRK06223 Ldh_1_C MDH LDH ldh PRK05442 MDH_cytoplasmic_cytosolic MDH_choloroplast "	gluconeogenesis.Malate DH	6_3

CUST_20641_PI403524517	2	0.03157425	-0.22622299	-0.07715225	-0.007893562	0.063923836	0.007892609	35_5991	"Cluster: RNA-binding protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: RNA-binding protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q651Z0	CHR5V7|COORD:22561895..22564027| RNA recognition motif (RRM)-containing protein	AT5G55670.1	CHR09V5|COORD:18244316..18239808|protein RNA recognition motif family protein, expressed	LOC_Os09g29980.2	no description	not assigned.unknown	35_2

CUST_37355_PI403524517	2	0.07747507	0.58563805	0.1908989	-0.38038588	-0.07747507	-0.26803732	35_10761	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_24243_PI403524517	2	0.025815964	-1.867526	-0.2426033	-0.002360344	0.009903908	0.0023593903	35_7035	"Cluster: Os12g0242900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os12g0242900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IP63	CHR1V7|COORD:25348236..25351950| DNA polymerase alpha subunit B family	AT1G67630.1	CHR12V5|COORD:7922333..7919039|protein DNA polymerase alpha subunit B, putative, expressed	LOC_Os12g13950.2	no descriptionvery weakly similar to (73.9)AT1G67630| Symbols:  | DNA polymerase alpha subunit B family | chr1:25348236-25351950 REVERSEnot assigned	DNA.synthesis/chromatin structure	28_1

CUST_70705_PI403524517	2	0.10790062	0.59604263	-0.07593632	-0.12769699	-0.18621159	0.07593727	35_20259	"Cluster: Os08g0556700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os08g0556700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J3S3	CHR5V7|COORD:1296827..1302300| inositol or phosphatidylinositol phosphatase/ phosphoric monoester hydrolase	AT5G04540.1	CHR08V5|COORD:27735474..27726153|protein phosphoprotein phosphatase, putative, expressed	LOC_Os08g44260.2	no descriptionvery weakly similar to (56.2)AT5G04540| Symbols:  | inositol or phosphatidylinositol phosphatase/ phosphoric monoester hydrolase | chr5:1296827-1302300 REVERSE	protein.postranslational modification	29_4

CUST_170698_PI403524517	2	0.02459526	0.44438362	-0.06361771	-0.02459526	0.09714222	-0.061487198	35_47544	Rep: SNAP-34 - Hordeum vulgare var. distichum (Two-rowed barley)	UniRef90_Q6X9T4	CHR1V7|COORD:9039777..9042860| protein kinase	AT1G26150.1	CHR05V5|COORD:47833..42394|protein phytosulfokine receptor precursor, putative, expressed	LOC_Os05g01040.4	no description	not assigned.unknown	35_2

CUST_32066_PI403524517	2	0.07070351	0.031154633	-0.1128788	0.04544449	-0.03586006	-0.031153679	35_9248	"Cluster: WD-40 repeat protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: WD-40 repeat protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6H5U9	CHR5V7|COORD:22010791..22014302| WD-40 repeat family protein	AT5G54200.1	CHR02V5|COORD:25613152..25619006|protein signal transducer, putative, expressed	LOC_Os02g42590.1	no descriptionweakly similar to ( 119)AT5G54200| Symbols:  | WD-40 repeat family protein | chr5:22010791-22014302 REVERSEnot assigned	not assigned.no ontology	35_1

CUST_8674_PI404877155	2	-0.030920029	0.5635176	0.025325775	-0.11437416	-0.0052289963	0.0052289963	Contig25736_at	expressed protein [Arabidopsis thaliana] pir||C86345 hypothetical protein F16F4.11 - Arabidopsis thaliana gb|AAF81362.1| Contains weak simil	NP_564136.1	expressed protein	At1g21200.1	protein expressed protein	Os12g06640	expressed protein	RNA.regulation of transcription.Trihelix, Triple-Helix transcription factor family	27_3_30

CUST_28935_PI403524517	2	-0.15695572	-0.007918358	0.08802891	0.16092491	-0.15844154	0.0079193115	35_8363	"Cluster: Cgi67 serine protease-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Cgi67 serine protease-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q67VK9	"CHR3V7|COORD:11976903..11979050| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G01690.1); similar to Esterase/lipase/thioesterase [Medicago"	AT3G30380.1	CHR06V5|COORD:25697744..25701600|protein esterase/lipase/thioesterase, putative, expressed	LOC_Os06g42730.1	"no descriptionmoderately similar to ( 365)AT5G14390| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G01690.1); similar to Esterase/lipase/thioesterase [Medicago truncatula] (GB:ABD32255.1); contains InterPro domain Esterase/lipase/thioesterase; (InterPro:IPR000379); contains InterPro domain Alpha/beta hydrolase fold-1; (InterPro:IPR000073) | chr5:4637554-4639578 REVERSEnot assigned not assigned not assigned DAP2 COG1073 Peptidase_S9"	not assigned.unknown	35_2

CUST_80192_PI403524517	2	0.09724045	0.26652336	-0.097239494	-0.1425066	-0.10455418	0.15055943	35_22996	"Cluster: Hypothetical protein OSJNBa0052F07.9; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0052F07.9 - Oryza sativa (japonica cu"	UniRef90_Q851R4	"CHR2V7|COORD:704976..706493| similar to Putative small multi-drug export [Medicago truncatula] (GB:ABE82708.1); similar to Os03g0800500 [Oryza sativa (japonica"	AT2G02590.1	CHR03V5|COORD:33330091..33327025|protein small multi-drug export protein, putative, expressed	LOC_Os03g58620.1	"no descriptionweakly similar to ( 155)AT2G02590| Symbols:  | similar to Putative small multi-drug export [Medicago truncatula] (GB:ABE82708.1); similar to Os03g0800500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001051585.1); contains InterPro domain Putative small multi-drug export; (InterPro:IPR009577) | chr2:704976-706493 FORWARDSm_multidrug_ex COG2426"	not assigned.unknown	35_2

CUST_31871_PI403524517	2	0.08547497	-0.8251972	-0.031129837	0.031129837	-0.11005211	0.2604227	35_9194	"Cluster: Hypothetical protein B1279D09.26; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1279D09.26 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6K1V6	0	0	CHR09V5|COORD:4461316..4463095|protein F-box domain containing protein, expressed	LOC_Os09g08550.1	no description	not assigned.unknown	35_2

CUST_6596_PI404877155	2	-0.19522285	-0.16971874	0.29251385	0.03325939	0.36168385	-0.03325939	Contig19622_at	histidine-containing phosphotransfer protein-like [Arabidopsis thaliana]	BAB01275.1	phosphotransfer family protein	At3g16360.1	protein hypothetical protein	Os05g09410	"HPT PHOSPHOTRANSMITTER 4;phosphotransfer family protein, similar to two-component phosphorelay mediators ATHP1 (GI:4156241),  ATHP3 (GI:4156245) (Arabidopsis thaliana), histidine-containing phosphotransfer protein (Catharanthus roseus) GI:13774348"	hormone metabolism.cytokinin.signal transduction	17_4_2

CUST_111246_PI403524517	2	0.16682148	0.37745094	0.61823845	-0.1848135	-0.21090317	-0.16682148	35_31589	"Cluster: P700 apoprotein A2 of photosystem I; n=39; Streptophytina|Rep: P700 apoprotein A2 of photosystem I - Chara vulgaris (Common stonewort)"	UniRef90_Q1ACL3	CHRCV7|COORD:37375..39579| Encodes the D1 subunit of photosystem I  and II reaction centers.	ATCG00340.1	CHR10V5|COORD:20146442..20147547|protein photosystem I P700 chlorophyll a apoprotein A2, putative, expressed	LOC_Os10g38248.1	no descriptionweakly similar to ( 104)ATCG00340| Symbols: PSAB | Encodes the D1 subunit of photosystem I  and II reaction centers. | chrC:37375-39579 REVERSEweakly similar to ( 105)PSAB_CALFEPhotosystem I P700 chlorophyll a apoprotein A2 - Calycanthus fertilis var. ferax (Calycanthus floridus var. glaucus)psaB PsaA_PsaB psaA	PS.lightreaction.photosystem I.PSI polypeptide subunits	1_1_2_2

CUST_46888_PI403524517	2	0.01412344	0.0740881	-0.01412344	-0.12970304	-0.10872316	1.2377343	35_13425	"Cluster: Hypothetical protein OJ1792_D02.31; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1792_D02.31 - Oryza sativa (japonica cultiv"	UniRef90_Q6K8S9	0	0	CHR02V5|COORD:24481565..24477121|protein expressed protein	LOC_Os02g40420.1	no description	not assigned.unknown	35_2

CUST_5761_PI403524517	2	0.1496172	-0.0797987	-0.1002388	0.102015495	-0.023866653	0.0238657	35_1592	"Cluster: Os01g0678600 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0678600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JKF5	CHR3V7|COORD:5116223..5117419| chloroplast 30S ribosomal protein S20, putative	AT3G15190.1	CHR01V5|COORD:28249078..28251216|protein ribosomal protein rpS20, putative, expressed	LOC_Os01g48690.1	 no descriptionweakly similar to ( 130)AT3G15190| Symbols:  | chloroplast 30S ribosomal protein S20, putative | chr3:5116223-5117419 FORWARDnot assigned not assigned not assigned not assigned not assigned rpsT RpsT Ribosomal_S20p rps20 	protein.synthesis.mito/plastid ribosomal protein.plastid	29_2_1_1

CUST_175075_PI403524517	2	-0.11479235	0.26485014	-0.1169405	0.11479235	0.46467876	-0.6729808	35_48734	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_64619_PI403524517	2	-0.14728928	-0.079395294	0.019869804	-3.6525726E-4	0.0138578415	3.6621094E-4	35_18447	"Cluster: Peroxisomal targeting signal 1 receptor long form; n=2; Oryza sativa (japonica cultivar-group)|Rep: Peroxisomal targeting signal 1 receptor long form -"	UniRef90_Q32Y71	"CHR5V7|COORD:22803881..22809198| PEX5 (PEROXIN 5); peroxisome targeting signal-1 binding"	AT5G56290.1	CHR08V5|COORD:24552403..24561690|protein peroxisomal targeting signal receptor, putative, expressed	LOC_Os08g39080.2	"no descriptionmoderately similar to ( 369)AT5G56290| Symbols: PEX5 | PEX5 (PEROXIN 5); peroxisome targeting signal-1 binding | chr5:22803881-22809198 FORWARDvery weakly similar to (56.6)SPY_HORVUProbable UDP-N-acetylglucosamine--peptide N-acetylglucosaminyltransferase SPINDLY - Hordeum vulgare (Barley)not assigned not assigned not assigned not assigned not assigned not assigned not assigned TPR TadD NrfG COG4235 PilF COG4783"	protein.targeting.peroxisomes	29_3_5

CUST_8487_PI403524517	2	0.037662506	0.6006651	-0.015100479	-0.23771286	-0.3456602	0.015099525	35_2371	"Cluster: Os07g0496300 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os07g0496300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D6A8	CHR1V7|COORD:25812961..25813793| AGP19/ATAGP19 (ARABINOGALACTAN-PROTEIN 19)	AT1G68725.1	CHR03V5|COORD:25914215..25915779|protein expressed protein	LOC_Os03g45930.1	no description	not assigned.unknown	35_2

CUST_94785_PI403524517	2	0.101986885	0.0052404404	-0.22509861	-0.0052404404	-0.26870823	0.0429945	35_27092	"Cluster: Hypothetical protein OJ1657_H11.5; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1657_H11.5 - Oryza sativa (japonica cultivar"	UniRef90_Q6L550	CHR1V7|COORD:852680..853873| leucine-rich repeat family protein	AT1G03440.1	CHR05V5|COORD:19745271..19747708|protein receptor-like protein kinase precursor, putative, expressed	LOC_Os05g33690.3	no descriptionvery weakly similar to (70.9)AT1G03440| Symbols:  | leucine-rich repeat family protein | chr1:852680-853873 FORWARD	not assigned.no ontology	35_1

CUST_51590_PI403524517	2	-0.034600258	-0.101353645	0.5548067	0.034600258	0.22647381	-0.39819813	35_14704	Rep: Beta-cyanoalanine synthase - Oryza sativa (indica cultivar-group)	UniRef90_Q5UJF9	"CHR3V7|COORD:22746860..22748767| ATCYSC1 (BETA-SUBSTITUTED ALA SYNTHASE 3;1); L-3-cyanoalanine synthase/ cysteine synthase"	AT3G61440.1	CHR04V5|COORD:4448989..4444554|protein cysteine synthase, chloroplast precursor, putative, expressed	LOC_Os04g08350.2	" no descriptionmoderately similar to ( 221)AT3G61440| Symbols: ARATH;BSAS3;1, ATCYSC1 | ATCYSC1 (BETA-SUBSTITUTED ALA SYNTHASE 3;1) | chr3:22747358-22748767 FORWARDweakly similar to ( 172)CYSK2_ORYSAnot assigned not assigned CysK PRK10717 cysM PALP "	amino acid metabolism.synthesis.serine-glycine-cysteine group.cysteine.OASTL	13_1_5_3_1

CUST_14355_PI403524517	2	0.16532946	-0.37373066	0.062322617	0.26501608	-0.06232214	-0.14475822	35_4120	"Cluster: Putative NUDIX hydrolase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative NUDIX hydrolase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ATR4	"CHR3V7|COORD:4004816..4006002| ATNUDT16 (Arabidopsis thaliana Nudix hydrolase homolog 16); hydrolase"	AT3G12600.1	CHR03V5|COORD:33860032..33855746|protein nudix hydrolase 13, mitochondrial precursor, putative, expressed	LOC_Os03g59580.1	no descriptionmoderately similar to ( 223)AT3G12600| Symbols: ATNUDT16 | ATNUDT16 (Arabidopsis thaliana Nudix hydrolase homolog 16) | chr3:4004683-4006002 FORWARDnot assigned Nudix_Hydrolase_9 NUDIX Ap6A_hydrolase Nudix_Hydrolase COG1051	not assigned.no ontology	35_1

CUST_21308_PI403524517	2	0.032964706	0.8145189	0.171381	-0.14514351	-0.11707115	-0.032964706	35_6181	"Cluster: Os06g0206000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0206000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DDR6	CHR5V7|COORD:3885163..3887773| carbon-nitrogen hydrolase family protein	AT5G12040.1	CHR06V5|COORD:5355980..5357953|protein expressed protein	LOC_Os06g10420.1	no descriptionweakly similar to ( 105)AT5G12040| Symbols:  | carbon-nitrogen hydrolase family protein | chr5:3885163-3887773 FORWARDnot assigned not assigned COG0388	misc.nitrilases, *nitrile lyases, berberine bridge enzymes, reticuline oxidases, troponine reductases	26_8

CUST_87326_PI403524517	2	0.1182785	0.39919567	0.09162569	-0.09370518	-0.09162569	-0.5234766	35_25003	"Cluster: Amino acid permease-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Amino acid permease-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6H6H8	"CHR1V7|COORD:1801364..1803941| CAT9 (CATIONIC AMINO ACID TRANSPORTER 9); cationic amino acid transporter"	AT1G05940.1	CHR02V5|COORD:26481468..26485466|protein yfnA, putative, expressed	LOC_Os02g43860.2	"no descriptionmoderately similar to ( 267)AT1G05940| Symbols: CAT9 | CAT9 (CATIONIC AMINO ACID TRANSPORTER 9); cationic amino acid transporter | chr1:1801364-1803941 REVERSEnot assigned not assigned PotE AA_permease AnsP LysP PRK11357 PRK10238"	transport.amino acids	34_3

CUST_1297_PI404877155	2	-0.12929916	-0.20732975	0.16344929	0.014904976	0.010751724	-0.010751724	Contig11403_at	0	NP_181418.2	guanylate-binding family protein	At2g38840.1	protein Guanylate-binding protein, N-terminal domain, putative	Os07g08400	"guanylate-binding family protein, similar to SP:Q01514 Interferon-induced guanylate-binding protein 1 (Guanine nucleotide-binding protein 1) (Interferon-gamma inducible protein MAG-1) {Mus musculus}; contains Pfam profile PF02263: Guanylate-binding protei"	signalling.G-proteins	30_5

CUST_96244_PI403524517	2	-0.010151863	-0.8062792	0.17865086	0.010151863	0.052672386	-0.1376009	35_27494	"Cluster: Deoxycytidylate deaminase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Deoxycytidylate deaminase-like - Oryza sativa (japonica cultivar-group"	UniRef90_Q5JN09	CHR3V7|COORD:18000783..18003000| cytidine/deoxycytidylate deaminase family protein	AT3G48540.1	CHR01V5|COORD:32565828..32559883|protein deoxycytidylate deaminase, putative, expressed	LOC_Os01g55974.2	no descriptionmoderately similar to ( 253)AT3G48540| Symbols:  | cytidine/deoxycytidylate deaminase family protein | chr3:18000783-18003000 REVERSEnot assigned not assigned deoxycytidylate_deaminase ComEB cytidine_deaminase-like dCMP_cyt_deam_1 RibD Riboflavin_deaminase-reductase CumB nucleoside_deaminase	nucleotide metabolism.degradation	23_2

CUST_50190_PI403524517	2	-1.4601192	-0.7103243	2.1950417	0.71032524	0.9015627	-0.9484644	35_14322	"Cluster: 23 kDa jasmonate-induced protein; n=1; Hordeum vulgare|Rep: 23 kDa jasmonate-induced protein - Hordeum vulgare (Barley)"	UniRef90_P32024	0	0	0	0	no descriptionweakly similar to ( 128)JI23_HORVU23 kDa jasmonate-induced protein - Hordeum vulgare (Barley)	not assigned.unknown	35_2

CUST_8626_PI399408534	2	0.16953754	-0.05149126	0.029980183	-0.029980183	0.033270836	-0.1946063	35_50126	Rep: Myb transcription factor JAMyb - Oryza sativa (Rice)	UniRef90_Q9ARI8	"CHR5V7|COORD:20154717..20156610| AtMYB78 (myb domain protein 78); DNA binding / transcription factor"	AT5G49620.1	CHR11V5|COORD:27166514..27163514|protein DNA binding protein, putative, expressed	LOC_Os11g45740.1	"no descriptionweakly similar to ( 115)AT5G49620| Symbols: AtMYB78 | AtMYB78 (myb domain protein 78); DNA binding / transcription factor | chr5:20154717-20156610 REVERSEvery weakly similar to (87.4)MYB38_MAIZEMyb-related protein Zm38 - Zea mays (Maize)not assigned Myb_DNA-binding SANT SANT REB1"	RNA.regulation of transcription.MYB domain transcription factor family	27_3_25

CUST_153703_PI403524517	2	0.0076818466	0.21209812	-0.15450287	0.07179642	-0.0076828003	-0.11618614	35_42958	"Cluster: OSJNBa0027H06.3 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0027H06.3 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7X8F5	"CHR3V7|COORD:6877762..6878818| similar to Os02g0831200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001048617.1); similar to unknown protein [Oryza"	AT3G19810.1	CHR04V5|COORD:489327..491551|protein uncharacterized ACR, COG1399 family protein, expressed	LOC_Os04g01780.1	no description	not assigned.unknown	35_2

CUST_24766_PI403524517	2	-0.017246246	-1.1509714	0.017246246	-0.16225529	0.21400547	0.8562231	35_7185	Rep: B0616E02-H0507E05.1 protein - Oryza sativa (Rice)	UniRef90_Q01HX1	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	CHR04V5|COORD:337148..338152|protein expressed protein	LOC_Os04g01500.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned PRK12678 PRK04537	not assigned.unknown	35_2

CUST_72069_PI403524517	2	-0.09725475	-0.26643085	-0.020314217	0.23775005	0.23312283	0.020314217	35_20659	"Cluster: Putative meiotic serine proteinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative meiotic serine proteinase - Oryza sativa (japonica cultiv"	UniRef90_Q94EF5	CHR4V7|COORD:11017667..11021116| subtilase family protein	AT4G20430.1	CHR01V5|COORD:32777717..32783424|protein peptidase/ subtilase, putative, expressed	LOC_Os01g56320.1	no descriptionvery weakly similar to (98.6)AT4G20430| Symbols:  | subtilase family protein | chr4:11017667-11021116 REVERSE	protein.degradation.subtilases	29_5_1

CUST_21586_PI403524517	2	-0.14503574	-0.09449959	-0.012207031	0.012206078	0.12433624	0.12631798	35_6267	"Cluster: Putative beta-1,3 glucanase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative beta-1,3 glucanase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q852K4	CHR2V7|COORD:8425246..8426888| glycosyl hydrolase family 17 protein	AT2G19440.1	CHR03V5|COORD:32909816..32912251|protein glucan endo-1,3-beta-glucosidase 5 precursor, putative, expressed	LOC_Os03g57880.2	 no descriptionweakly similar to ( 142)AT2G19440| Symbols:  | glycosyl hydrolase family 17 protein | chr2:8425246-8426888 REVERSEvery weakly similar to (68.9)E13B_WHEATGlucan endo-1,3-beta-glucosidase precursor - Triticum aestivum (Wheat)not assigned not assigned not assigned X8 	not assigned.no ontology	35_1

CUST_78233_PI403524517	2	-0.12299633	-1.0537586	-0.2711563	0.34985542	0.12299538	0.26061058	35_22426	"Cluster: Putative HASTY; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative HASTY - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5ZDB2	CHR3V7|COORD:1401485..1408101| HST (HASTY)	AT3G05040.1	CHR01V5|COORD:14792157..14804611|protein HST, putative, expressed	LOC_Os01g26160.1	no descriptionmoderately similar to ( 264)AT3G05040| Symbols: HST | HST (HASTY) | chr3:1401485-1408101 REVERSE	not assigned.no ontology	35_1

CUST_65246_PI403524517	2	-0.0034360886	0.3080511	-0.0010309219	0.0072193146	0.0010309219	-0.009815216	35_18628	"Cluster: Putative cytochrome b-561; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative cytochrome b-561 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6YW65	"CHR5V7|COORD:15483371..15484741| ACYB-1 (Arabidopsis cytochrome b561 -1); carbon-monoxide oxygenase"	AT5G38630.1	CHR08V5|COORD:17965926..17970070|protein cytochrome b561, putative, expressed	LOC_Os08g29520.1	"no descriptionmoderately similar to ( 213)AT5G38630| Symbols: ACYB-1 | ACYB-1 (Arabidopsis cytochrome b561 -1); carbon-monoxide oxygenase | chr5:15483371-15484741 FORWARDnot assigned Cytochrom_B561 B561"	redox.ascorbate and glutathione	21_2

CUST_84531_PI403524517	2	0.18479586	0.20771837	0.002146721	-0.002146721	-0.17903566	-0.19208384	35_24222	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10MZ2	"CHR1V7|COORD:2469525..2472515| similar to MGC83764 protein [Xenopus laevis] (GB:AAH76809.1); similar to Os03g0288800 [Oryza sativa (japonica cultivar-group)]"	AT1G07970.1	CHR03V5|COORD:9973968..9977964|protein expressed protein	LOC_Os03g17950.1	no description	not assigned.unknown	35_2

CUST_8162_PI404877155	2	-0.15933323	0.017089844	-0.15955734	0.04319668	-0.017090797	0.037812233	Contig24077_at	putative brassinosteroid insensitive 1 [Oryza sativa (japonica cultivar-group)]	BAC99489.1	leucine-rich repeat transmembrane protein kinase, putative	At2g24230.1	protein receptor-like protein kinase, putative	Os08g17410	leucine-rich repeat transmembrane protein kinase, putative	hormone metabolism.brassinosteroid.signal transduction.BRI	17_3_2_01

CUST_59669_PI403524517	2	0.008228302	-0.19833374	-0.08668709	-0.008227348	0.052534103	0.08736324	35_17012	"Cluster: Putative target of myb1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative target of myb1 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6YUH7	CHR5|COORD:5548969..5551466| VHS domain-containing protein / GAT domain-containing protein, weak similarity to hepatocyte growth factor-regulated tyrosine kinas	AT5G16880.2	CHR02V5|COORD:28667133..28671003|protein protein transporter, putative, expressed	LOC_Os02g46962.3	no descriptionhighly similar to ( 507)AT5G16880| Symbols:  | VHS domain-containing protein / GAT domain-containing protein | chr5:5549661-5551277 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned VHS VHS_Hrs_Vps27p VHS VHS VHS_Tom1 VHS_STAM VHS_ENTH_ANTH VHS_GGA	cell. vesicle transport	31_4

CUST_65352_PI403524517	2	0.07138252	0.16506004	-0.029356003	0.02935505	-0.03792	-0.043935776	35_18659	"Cluster: Os05g0452600 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0452600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DHP9	CHR5|COORD:6266094..6266909| ribosomal protein L33 family protein, ribosomal protein L33, Rickettsia prowazekii, PIR:E71650	AT5G18790.1	CHR05V5|COORD:22115128..22116356|protein 50S ribosomal protein L33, putative, expressed	LOC_Os05g37884.1	no descriptionvery weakly similar to (87.4)AT5G18790| Symbols:  | ribosomal protein L33 family protein | chr5:6266326-6266502 REVERSEnot assigned rpmG RpmG	protein.synthesis.misc ribososomal protein	29_2_2

CUST_551_PI403524517	2	-0.031539917	-0.18060684	-0.04677391	0.05949211	0.048086166	0.031541824	35_145	"Cluster: 60S ribosomal protein L41; n=10; Magnoliophyta|Rep: 60S ribosomal protein L41 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_P62120	CHR5V7|COORD:6387912..6389857| heavy-metal-associated domain-containing protein	AT5G19090.1	CHR05V5|COORD:27321335..27319970|protein UL36 very large tegument protein, putative, expressed	LOC_Os05g47810.1	no descriptionnot assigned Ribosomal_L41	not assigned.unknown	35_2

CUST_16097_PI403524517	2	0.019452095	0.18755722	-0.11285019	-0.059574127	-0.015133858	0.015132904	35_4644	"Cluster: Formin-binding protein-related-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Formin-binding protein-related-like - Oryza sativa (japonica"	UniRef90_Q69Y13	CHR1V7|COORD:18358665..18360077| formin-binding protein-related	AT1G49590.1	CHR06V5|COORD:5860127..5856236|protein nucleic acid binding protein, putative, expressed	LOC_Os06g11170.1	no descriptionweakly similar to ( 176)AT1G49590| Symbols:  | formin-binding protein-related | chr1:18358665-18360077 FORWARDnot assigned	not assigned.no ontology.formin homology 2 domain-containing protein	35_1_20

CUST_43798_PI403524517	2	0.29577684	0.6227236	-0.07944059	-0.05267811	-0.46812248	0.05267763	35_12568	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_102837_PI403524517	2	0.106191635	-0.3781042	0.015888214	-0.05369234	-0.015888691	0.55940485	35_29327	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QMX3		0	CHR12V5|COORD:24493118..24496424|protein expressed protein	LOC_Os12g39710.1	no description	not assigned.unknown	35_2

CUST_65542_PI403524517	2	-0.110821724	0.13057613	0.18938446	0.013267517	-0.013268471	-0.20270824	35_18716	"Cluster: Hypothetical protein P0426E02.8; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0426E02.8 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6YZN1	"CHR3V7|COORD:18606792..18608534| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G50130.1); similar to unknown protein [Arabidopsis thaliana]"	AT3G50150.1	CHR08V5|COORD:16189314..16187094|protein expressed protein	LOC_Os08g26840.1	" no descriptionvery weakly similar to (84.3)AT3G50150| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G50130.1); similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G50120.1); similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G50170.1); similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:BAD03197.1); similar to Os11g0543300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001068043.1); similar to Os04g0505400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001053253.1); contains InterPro domain Protein of unknown function DUF247, plant; (InterPro:IPR004158) | chr3:18606792-18608534 REVERSEDUF247 "	not assigned.unknown	35_2

CUST_172375_PI403524517	2	0.26903486	0.14031553	0.09929657	-0.09929705	-0.19001627	-0.18679237	35_48014	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_36067_PI403524517	2	-0.054758072	-0.06516552	0.031392097	0.030208588	6.67572E-4	-6.67572E-4	35_10399	"Cluster: H0525C06.10 protein; n=2; Oryza sativa|Rep: H0525C06.10 protein - Oryza sativa (Rice)"	UniRef90_Q01K74	0	0	CHR04V5|COORD:21717379..21709703|protein smg-4/UPF3 family protein, expressed	LOC_Os04g35920.2	no description	not assigned.unknown	35_2

CUST_23940_PI399408534	2	0.1598134	-0.20328903	0.012368679	-0.112695694	0.4006858	-0.012369156	35_21947	"Cluster: Putative SMA-9 class B; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative SMA-9 class B - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69KN1	CHR1V7|COORD:8969379..8974433| PFT1 (PHYTOCHROME AND FLOWERING TIME 1)	AT1G25540.1	CHR09V5|COORD:7913083..7924405|protein PFT1, putative, expressed	LOC_Os09g13610.3	no descriptionmoderately similar to ( 321)AT1G25540| Symbols: PFT1 | PFT1 (PHYTOCHROME AND FLOWERING TIME 1) | chr1:8969379-8973288 REVERSE	signalling.light	30_11

CUST_9785_PI403524517	2	-0.29716253	0.11765528	0.45745564	0.16567612	-0.14158392	-0.1176548	35_2757	"Cluster: Regulatory protein, putative, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Regulatory protein, putative, expressed - Oryza sativa (japon"	UniRef90_Q10AK2	"CHR1V7|COORD:4998952..5000612| similar to calcium-dependent protein kinase-related / CDPK-related [Arabidopsis thaliana] (TAIR:AT2G02060.1); similar to"	AT1G14590.1	CHR03V5|COORD:35692225..35696988|protein regulatory protein, putative, expressed	LOC_Os03g63270.1	"no descriptionmoderately similar to ( 307)AT1G14590| Symbols:  | similar to calcium-dependent protein kinase-related / CDPK-related [Arabidopsis thaliana] (TAIR:AT2G02060.1); similar to Os02g0686300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001047769.1); similar to H0307D04.3 [Oryza sativa (indica cultivar-group)] (GB:CAH66858.1); contains domain (Trans)glycosidases (SSF51445); contains domain PENTATRICOPEPTIDE REPEAT-CONTAINING PROTEIN (PTHR10483) | chr1:4998952-5000612 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned Herpes_BLLF1 AF-4"	not assigned.unknown	35_2

CUST_1005_PI399408534	2	-0.911458	0.41317558	-0.096282005	-0.023281574	0.023792744	0.023282051	35_16564	"Cluster: Os01g0135700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0135700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JQW4	"CHR5V7|COORD:15016305..15016790| TCH2 (TOUCH 2); calcium ion binding"	AT5G37770.1	CHR01V5|COORD:1928706..1927796|protein calmodulin-related protein 2, touch-induced, putative, expressed	LOC_Os01g04330.1	" no descriptionweakly similar to ( 148)AT5G37770| Symbols: CML24, TCH2 | TCH2 (TOUCH 2); calcium ion binding | chr5:15016305-15016790 REVERSEweakly similar to ( 110)CALM_CHLRECalmodulin - Chlamydomonas reinhardtiinot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned FRQ1 EFh PRK12678 TT_ORF1 Protamine_P1 DUF1777 PRK07764 PRK09169 "	signalling.calcium	30_3

CUST_4981_PI404877155	2	0.002117157	-0.35211563	-0.034643173	0.14024162	0.039580345	-0.0021181107	Contig16389_at	putative 1,4-alpha-glucan branching enzyme [Arabidopsis thaliana]	BAC43378.1	glycoside hydrolase family 13 protein	At3g20440.1	protein 1,4-alpha-glucan branching enzyme, putative	Os06g26240	NONE	major CHO metabolism.synthesis.starch.starch branching	2_1_2_03

CUST_163863_PI403524517	2	0.1003747	0.39336824	-0.1003747	-0.6233878	-0.1122098	0.1169014	35_45685	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_18129_PI403524517	2	0.1317339	0.23031902	-0.040042877	-0.01958847	0.019587517	-0.030427933	35_5236	"Cluster: Putative ribosomal protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ribosomal protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6AVT7	CHR1V7|COORD:26434279..26434905| ribosomal protein L12 family protein	AT1G70190.1	CHR03V5|COORD:30031995..30031131|protein 50S ribosomal protein L12-2, chloroplast precursor, putative, expressed	LOC_Os03g52400.1	no descriptionweakly similar to ( 114)AT1G70190| Symbols:  | ribosomal protein L12 family protein | chr1:26434279-26434905 FORWARDvery weakly similar to (73.9)RK12_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned rplL RplL rpl12 Ribosomal_L12 PRK12678	protein.synthesis.mito/plastid ribosomal protein.plastid	29_2_1_1

CUST_114497_PI403524517	2	0.13462067	0.0026474	-0.21122551	-0.32781458	0.13677311	-0.0026464462	35_32494	0	0		0	CHR02V5|COORD:27056086..27043019|protein YDA, putative, expressed	LOC_Os02g44642.1	no description	not assigned.unknown	35_2

CUST_13704_PI399408534	2	0.27768707	0.7168999	0.14644241	-0.14921093	-0.24455404	-0.14644241	35_24997	Rep: OSIGBa0106G07.14 protein - Oryza sativa (Rice)	UniRef90_Q01IY3	"CHR1V7|COORD:19569602..19571917| FRS6 (FAR1-related sequence 6); zinc ion binding"	AT1G52520.1	CHR04V5|COORD:23630230..23634837|protein transposon protein, putative, unclassified, expressed	LOC_Os04g40060.1	"no descriptionweakly similar to ( 103)AT1G52520| Symbols: FRS6 | FRS6 (FAR1-related sequence 6); zinc ion binding | chr1:19569602-19571917 FORWARD"	signalling.light	30_11

CUST_117898_PI403524517	2	0.014183998	-0.097797394	0.014457703	0.09918213	-0.014183044	-0.018288612	35_33395	0	0		0	CHR03V5|COORD:5824111..5819824|protein leucine-rich repeat resistance protein, putative, expressed	LOC_Os03g11340.1	no description	not assigned.unknown	35_2

CUST_75336_PI403524517	2	0.16053295	-0.41812515	-0.22999477	0.061047554	-0.0610466	0.076592445	35_21594	"Cluster: Putative alpha-galactosidase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative alpha-galactosidase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5QLK3	CHR3V7|COORD:9661377..9664382| glycosyl hydrolase family protein 27 / alpha-galactosidase family protein / melibiase family protein	AT3G26380.1	CHR01V5|COORD:18728545..18721088|protein alpha-galactosidase/ hydrolase, hydrolyzing O-glycosyl compounds, putative, expressed	LOC_Os01g33420.1	no descriptionweakly similar to ( 150)AT3G26380| Symbols:  | glycosyl hydrolase family protein 27 / alpha-galactosidase family protein / melibiase family protein | chr3:9661377-9664382 FORWARDnot assigned	minor CHO metabolism.galactose.alpha-galactosidases	3_8_2

CUST_5070_PI399408534	2	-0.03591919	-0.5278044	-0.13983727	0.11285019	0.057491302	0.03591919	35_19046	Rep: Rac-like GTP-binding protein 3 - Oryza sativa (Rice)	UniRef90_Q6Z808	"CHR3V7|COORD:17742546..17744226| ARAC8/ATROP10/ROP10 (rho-related protein from plants 10); GTP binding / GTPase"	AT3G48040.1	CHR02V5|COORD:31082315..31078584|protein rac-like GTP-binding protein 3, putative, expressed	LOC_Os02g50860.1	" no descriptionmoderately similar to ( 334)AT5G62880| Symbols: ARAC10, ATRAC10, AtROP11 | ARAC10/ATRAC10/AtROP11 (rho-related protein from plants 11); GTP binding | chr5:25254462-25256165 FORWARDmoderately similar to ( 378)RAC3_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Rop_like RHO Rho Rac1_like Rho4_like RhoG Cdc42 Wrch_1 RhoA_like Tc10 Ras Rho2 Rho3 Rab Rnd RAB Ras Rnd2_Rho7 Ras_like_GTPase Rnd3_RhoE_Rho8 Rnd1_Rho6 COG1100 Rab21 RAS Rab5_related Rab8_Rab10_Rab13_like Rab6 RhoBTB H_N_K_Ras_like Rab23_lke Rab18 Rab1_Ypt1 Ras2 RheB Rab7 M_R_Ras_like Rab9 Rap_like Rab11_like Rab26 Rab4 Rab2 Rab27A RalA_RalB Rab19 Rab39 Rab15 RERG_RasL11_like RSR1 Rab24 Rap2 Ran Rab3 Rit_Rin_Ric Rab30 Rap1 Rab14 Rab35 RabL4 RabL2 Miro1 Rab32_Rab38 Rab36_Rab34 RabA_like Rab33B_Rab33A Rab20 RJL Miro Rab12 Spg1 Rab40 Ras_dva ARHI_like Rhes_like RAN RGK Rab28 "	signalling.G-proteins	30_5

CUST_86249_PI403524517	2	0.07802105	0.4985876	0.16530418	-0.09269428	-0.10410118	-0.07802105	35_24702	Rep: Hypothetical protein - Polaromonas sp. (strain JS666 / ATCC BAA-500)	UniRef90_Q12DK8	CHR5V7|COORD:15457074..15460237| protein kinase family protein	AT5G38560.1	CHR04V5|COORD:4408286..4406320|protein serine/arginine repetitive matrix protein 1, putative, expressed	LOC_Os04g08280.1	no descriptionnot assigned PRK12323 PRK07764 PRK07003 HPC2	not assigned.unknown	35_2

CUST_49162_PI403524517	2	-0.013521194	-0.3728981	-0.06460571	0.013519287	0.0565567	0.058462143	35_14030	"Cluster: H3 histone, family 2 isoform 2; n=1; Mus musculus|Rep: H3 histone, family 2 isoform 2 - Mus musculus"	UniRef90_UPI00000E8E77	CHR5V7|COORD:3270479..3270889| histone H3	AT5G10400.1	CHR11V5|COORD:2622185..2621575|protein histone H3, putative, expressed	LOC_Os11g05730.1	no descriptionmoderately similar to ( 261)AT5G65360| Symbols:  | histone H3 | chr5:26137325-26137735 REVERSEmoderately similar to ( 260)H32_WHEATHistone H3.2 - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned H3 HHT1 Histone PRK12323	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_14330_PI403524517	2	0.13051224	-0.07762051	0.0037059784	-0.0037059784	0.028553009	-0.04576397	35_4112	"Cluster: Hypothetical protein OSJNBa0077J22.19; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0077J22.19 - Oryza sativa (japonica"	UniRef90_Q6ASQ4	"CHR5V7|COORD:18058848..18059549| similar to unnamed protein product [Ostreococcus tauri] (GB:CAL54919.1); similar to Os05g0148300 [Oryza sativa (japonica"	AT5G44710.1	CHR05V5|COORD:2741273..2742988|protein expressed protein	LOC_Os05g05560.1	" no descriptionvery weakly similar to (77.8)AT5G44710| Symbols:  | similar to unnamed protein product [Ostreococcus tauri] (GB:CAL54919.1); similar to Os05g0148300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001054647.1); contains InterPro domain Ribosomal protein S27, mitochondrial; (InterPro:IPR013219) | chr5:18058848-18059549 FORWARDnot assigned Mit_rib_S27 "	not assigned.unknown	35_2

CUST_93509_PI403524517	2	0.0958972	0.8664532	0.27177143	-0.43009567	-0.6705022	-0.0958972	35_26737	Rep: Resistance protein T10rga2-1A - Triticum aestivum (Wheat)	UniRef90_Q6WSR3	CHR1V7|COORD:21763832..21767430| disease resistance protein (CC-NBS-LRR class), putative	AT1G58602.1	CHR08V5|COORD:26845398..26835906|protein resistance protein, putative, expressed	LOC_Os08g42670.1	no descriptionvery weakly similar to (60.8)AT1G58602| Symbols:  | ATP binding / protein binding | chr1:21763832-21767430 FORWARDnot assigned	stress.biotic	20_1

CUST_12986_PI399408534	2	0.26193285	0.02494526	-0.12981701	-0.024945736	-0.14872599	0.14581966	35_23265	"Cluster: Hypothetical protein OSJNBa0079B05.9; n=2; Oryza sativa|Rep: Hypothetical protein OSJNBa0079B05.9 - Oryza sativa (Rice)"	UniRef90_Q8W5K7	CHR1V7|COORD:13222152..13225598| leucine-rich repeat transmembrane protein kinase, putative	AT1G35710.1	CHR10V5|COORD:1211176..1207807|protein receptor-like protein kinase precursor, putative	LOC_Os10g02970.1	 no descriptionmoderately similar to ( 227)AT1G35710| Symbols:  | leucine-rich repeat transmembrane protein kinase, putative | chr1:13222152-13225598 FORWARDweakly similar to ( 155)PSKR_DAUCAPhytosulfokine receptor precursor - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase_Tyr Pkinase TyrKc PTKc SPS1 PTKc_Srm_Brk PTKc_Jak_rpt2 PTKc_Csk_like PTKc_Tec_like PTKc_Src_like PTKc_Syk_like PTKc_Fes_like PTKc_Trk PTKc_InsR_like PTKc_Frk_like PTKc_Tec_Rlk PTKc_Itk PTKc_Ack_like PTKc_DDR PTKc_EphR PTKc_Btk_Bmx PTKc_Fer PTK_CCK4 PTKc_TrkB PTKc_Fes PTKc_Chk PTKc_Src PTKc_TrkA PTKc_Abl PTKc_FGFR1 PTKc_PDGFR PTKc_FGFR PTKc_Lck_Blk PTKc_DDR2 PTKc_Axl_like PTKc_FGFR4 PTKc_TrkC PTKc_c-ros PTKc_Fyn_Yrk PTKc_DDR_like PTKc_Ror PTKc_IGF-1R PTKc_Yes PTK_HER3 PTKc_EGFR_like PTKc_ALK_LTK PTKc_InsR PTKc_DDR1 PTKc_Lyn PTKc_Tie2 PTKc_Csk PTKc_EphR_A2 PTKc_EphR_A PTKc_Tyk2_rpt2 PTKc_Axl PTKc_Hck PTKc_FGFR3 PTKc_Tie1 PTKc_RET PTKc_FAK PTKc_EphR_B PTKc_Tyro3 PTKc_FGFR2 PTKc_Jak2_Jak3_rpt2 PTKc_Zap-70 PTKc_Tie PTKc_Syk PTKc_VEGFR3 PTKc_VEGFR PTKc_Kit PTKc_Met_Ron PTKc_Jak1_rpt2 PTK_Ryk PTKc_VEGFR2 PTKc_Ror1 PTKc_Musk PTK_Jak1_rpt1 PTKc_Aatyk PTKc_CSF-1R PTKc_HER4 PTKc_HER2 	signalling.receptor kinases.leucine rich repeat XI	30_2_11

CUST_17343_PI403524517	2	0.0210886	0.9790478	0.1412425	-0.021089077	-0.0663867	-0.030035973	35_5010	"Cluster: Putative cinnamoyl-CoA reductase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative cinnamoyl-CoA reductase - Oryza sativa (japonica cultivar-g"	UniRef90_Q69U05	CHR2V7|COORD:14231698..14233441| cinnamoyl-CoA reductase family	AT2G33590.1	CHR09V5|COORD:19013398..19010574|protein dihydroflavonol-4-reductase, putative, expressed	LOC_Os09g31502.1	no descriptionmoderately similar to ( 276)AT2G33590| Symbols:  | cinnamoyl-CoA reductase family | chr2:14231698-14233441 FORWARDweakly similar to ( 162)DFRA_VITVIDihydroflavonol-4-reductase - Vitis vinifera (Grape)not assigned not assigned not assigned not assigned not assigned not assigned WcaG Epimerase 3Beta_HSD GalE NAD_binding_4 Polysacc_synt_2 KR COG1086 adh_short COG0702 COG3320 RfbB NmrA Gmd	secondary metabolism.flavonoids.dihydroflavonols	16_8_3

CUST_103369_PI403524517	2	-0.0018968582	-0.3396101	-0.12786007	0.0018968582	0.1388092	0.050631523	35_29478	"Cluster: Os07g0673900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0673900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D3P8	CHR1V7|COORD:11399903..11405702| actin binding	AT1G31810.1	CHR07V5|COORD:28482403..28483508|protein hypoxia induced protein conserved region containing protein, expressed	LOC_Os07g47670.2	no descriptionnot assigned	not assigned.unknown	35_2

CUST_9735_PI404877155	2	0.11383915	0.11713982	-0.017428398	-0.34242916	-0.2856865	0.017428398	Contig3471_at	Unknown protein [Oryza sativa (japonica cultivar-group)]	AAO16998.1	splicing factor RSZ33 (RSZ33)	At2g37340.1	protein Transposable element protein, putative	Os01g06290	0	RNA.processing.splicing	27_1_1

CUST_153671_PI403524517	2	0.3530345	-0.12994099	0.05816269	-0.058163166	-0.35058594	0.15601015	35_42949	Rep: Os03g0748800 protein - Oryza sativa (japonica cultivar-group)	UniRef90_Q0DNK2	CHR5V7|COORD:1428797..1434517| ATP binding / helicase/ nucleic acid binding	AT5G04895.1	CHR03V5|COORD:30772998..30766008|protein helicase associated domain family protein, expressed	LOC_Os03g53760.1	no descriptionmoderately similar to ( 251)AT5G04895| Symbols:  | ATP binding / helicase/ nucleic acid binding | chr5:1428797-1434517 FORWARDnot assigned not assigned not assigned not assigned not assigned HrpA	DNA.synthesis/chromatin structure	28_1

CUST_114576_PI403524517	2	0.12414169	0.11155701	-0.11155748	-0.39992905	-0.60914946	0.12782955	35_32519	"Cluster: Putative hUPF2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative hUPF2 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6H470	CHR2V7|COORD:16399366..16406666| RNA binding	AT2G39260.1	CHR02V5|COORD:25278192..25267175|protein regulator of nonsense transcripts 2, putative, expressed	LOC_Os02g42040.1	no descriptionweakly similar to ( 193)AT2G39260| Symbols:  | RNA binding | chr2:16399366-16406666 REVERSEnot assigned	protein.synthesis.misc	29_2_99

CUST_58621_PI403524517	2	0.0054483414	0.21079254	0.015610695	-0.0054483414	-0.033633232	-0.053930283	35_16723	"Cluster: Hydroxyacylglutathione hydrolase, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hydroxyacylglutathione hydrolase, putative, exp"	UniRef90_Q10LW8	"CHR3V7|COORD:3397761..3399527| GLX2-2 (GLYOXALASE 2-2); hydroxyacylglutathione hydrolase"	AT3G10850.1	CHR03V5|COORD:12245287..12242291|protein hydroxyacylglutathione hydrolase, putative, expressed	LOC_Os03g21460.1	" no descriptionmoderately similar to ( 389)AT3G10850| Symbols: GLY2, GLX2-2 | GLX2-2 (GLYOXALASE 2-2); hydroxyacylglutathione hydrolase | chr3:3397761-3399527 REVERSEnot assigned not assigned PRK10241 GloB Lactamase_B "	Biodegradation of Xenobiotics.hydroxyacylglutathione hydrolase	24_1

CUST_19520_PI403524517	2	0.008746147	0.28456974	0.043156624	-0.0087451935	-0.03995323	-0.026085854	35_5654	"Cluster: Os01g0592900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0592900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JLK8	CHR1V7|COORD:30078473..30084430| helicase-related	AT1G79950.1	CHR01V5|COORD:23513824..23501673|protein regulator of telomere elongation helicase 1, putative, expressed	LOC_Os01g40980.1	no descriptionweakly similar to ( 141)AT1G79950| Symbols:  | helicase-related | chr1:30078473-30084430 FORWARDnot assigned not assigned DinG	DNA.synthesis/chromatin structure	28_1

CUST_73816_PI403524517	2	0.12428856	-0.060400963	-0.031954765	0.019922256	-0.019921303	0.07862282	35_21170	"Cluster: Os01g0607400 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os01g0607400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JLD3	CHR4V7|COORD:15707869..15713365| LUG (LEUNIG)	AT4G32551.1	CHR01V5|COORD:24276743..24265217|protein transcriptional corepressor LEUNIG, putative, expressed	LOC_Os01g42260.1	 no descriptionhighly similar to ( 549)AT4G32551| Symbols: RON2, LUG | LUG (LEUNIG) | chr4:15707869-15713365 FORWARDvery weakly similar to (78.6)PF20_CHLREFlagellar WD repeat-containing protein Pf20 - Chlamydomonas reinhardtiinot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned WD40 COG2319 WD40 	development.unspecified	33_99

CUST_26594_PI403524517	2	0.024233818	0.018539429	0.10424805	-0.04095936	-0.14806175	-0.018540382	35_7706	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10MM9	"CHR2V7|COORD:8438663..8439013| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G11970.1); similar to hypothetical protein MtrDRAFT_AC152551g19v1"	AT2G19460.1	CHR03V5|COORD:10641421..10642836|protein expressed protein	LOC_Os03g19040.1	"no descriptionvery weakly similar to (69.7)AT2G19460| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G11970.1); similar to hypothetical protein MtrDRAFT_AC152551g19v1 [Medicago truncatula] (GB:ABE86249.1) | chr2:8438663-8439013 FORWARD"	not assigned.unknown	35_2

CUST_50773_PI403524517	2	0.23235607	-0.7808151	-0.34994316	0.50159454	0.17105103	-0.17105103	35_14486	"Cluster: Protochlorophyllide reductase B, chloroplast precursor; n=1; Hordeum vulgare|Rep: Protochlorophyllide reductase B, chloroplast precursor -"	UniRef90_Q42850	"CHR5V7|COORD:22008409..22009999| PORA (Protochlorophyllide reductase A); oxidoreductase/ protochlorophyllide reductase"	AT5G54190.1	CHR10V5|COORD:18570687..18574415|protein protochlorophyllide reductase B, chloroplast precursor, putative, expressed	LOC_Os10g35370.1	" no descriptionhighly similar to ( 578)AT5G54190| Symbols: PORA | PORA (Protochlorophyllide reductase A); oxidoreductase/ protochlorophyllide reductase | chr5:22008409-22009464 REVERSEhighly similar to ( 724)PORB_HORVUProtochlorophyllide reductase B, chloroplast precursor - Hordeum vulgare (Barley)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07453 PRK06197 PRK06196 PRK05854 FabG fabG APC_basic fabG PRK12826 adh_short COG4221 PRK12829 PRK06179 Herpes_BLLF1 DltE DUF566 PRK06949 PRK12939 PRK07003 PRK08589 PRK07764 Tymo_45kd_70kd fabG PRK06124 AF-4 PRK12323 PRK09072 PRK08324 PRK07523 PRK12384 PRK12828 PRK07326 PRK06841 PRK12429 PRK12745 Pneumo_att_G PRK12678 DltE PRK07041 PRK08213 PRK06484 PRK07074 PRK07201 PRK05866 fabG PRK07825 PRK07063 TT_ORF1 PRK08220 PRK09134 PRK07454 Atrophin-1 KAR9 PRK07576 PRK07109 PRK06181 PRK05872 PRK08219 PRK08721 PRK05855 PRK06500 PRK07677 PRK07024 HPC2 PRK07067 PRK07478 CTF_NFI PRK07062 PRK07774 DUF1509 PRK12937 PRK07097 PRK08177 "	tetrapyrrole synthesis.protochlorophyllide reductase	19_14

CUST_42935_PI403524517	2	-0.12607288	0.14809704	-0.04804802	0.15585709	0.04804802	-0.15908623	35_12327	"Cluster: Putative oxidoreductase, FAD-binding; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative oxidoreductase, FAD-binding - Oryza sativa (japonica cu"	UniRef90_Q8LI32	CHR3V7|COORD:2942619..2944052| amine oxidase family protein	AT3G09580.1	CHR07V5|COORD:25965985..25964374|protein oxidoreductase, putative, expressed	LOC_Os07g43370.1	no descriptionvery weakly similar to (97.1)AT3G09580| Symbols:  | amine oxidase family protein | chr3:2942619-2944052 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned Amino_oxidase COG1233 PRK11883 HemY COG3349 PRK07233 PRK07208 Tymo_45kd_70kd COG1231 PRK07003	secondary metabolism.isoprenoids.carotenoids	16_1_4

CUST_16376_PI403524517	2	-0.40350628	-0.17881584	0.5091505	-0.055182457	0.055182457	0.05855465	35_4723	"Cluster: Putative PPF-1 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative PPF-1 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5ZEK1	"CHR2V7|COORD:12363746..12366235| ALB3 (ALBINO 3); protein translocase"	AT2G28800.1	CHR01V5|COORD:2766942..2771411|protein inner membrane protein ALBINO3, chloroplast precursor, putative, expressed	LOC_Os01g05800.2	" no descriptionmoderately similar to ( 468)AT2G28800| Symbols: ABL3, ALB3 | ALB3 (ALBINO 3); protein translocase | chr2:12364496-12366235 REVERSEmoderately similar to ( 458)PPF1_PEAInner membrane protein PPF-1, chloroplast precursor - Pisum sativum (Garden pea)not assigned 60KD_IMP PRK01318 YidC PRK00145 PRK01315 PRK01622 PRK02944 PRK01001 PRK03449 PRK02654 PRK02201 PRK02463 PRK00247 "	not assigned.no ontology	35_1

CUST_149179_PI403524517	2	0.012439728	-0.012439728	0.032548904	0.023962975	-0.026977539	-0.06280708	35_41731	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10L10	CHR5V7|COORD:1290013..1291064| oxidoreductase/ transition metal ion binding	AT5G04520.1	CHR03V5|COORD:14126503..14129148|protein si xx-184l24.3 protein, putative, expressed	LOC_Os03g24830.1	no description	not assigned.unknown	35_2

CUST_17210_PI399408534	2	0.63530636	0.07088518	-0.16233683	-0.07088518	0.25148773	-0.3461027	35_22640	"Cluster: Putative nucleoid DNA-binding protein cnd41, chloroplast; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative nucleoid DNA-binding protein cnd41,"	UniRef90_Q69P39	CHR1V7|COORD:30002152..30003844| aspartyl protease family protein	AT1G79720.1	CHR09V5|COORD:15343636..15346104|protein aspartic proteinase nepenthesin-2 precursor, putative, expressed	LOC_Os09g25570.1	no descriptionweakly similar to ( 115)AT1G79720| Symbols:  | aspartyl protease family protein | chr1:30002152-30003844 REVERSEnot assigned not assigned not assigned not assigned PRK07003	RNA.regulation of transcription.unclassified	27_3_99

CUST_113768_PI403524517	2	-0.0055890083	0.34189987	0.0055890083	-0.36378288	-0.5141349	0.04144907	35_32289	"Cluster: Os03g0669800 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os03g0669800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DPQ8	CHR1V7|COORD:22786490..22790447| binding / zinc ion binding	AT1G61690.1	CHR03V5|COORD:26382594..26387978|protein zinc ion binding protein, putative, expressed	LOC_Os03g46710.1	no descriptionvery weakly similar to (58.5)AT1G61690| Symbols:  | binding / zinc ion binding | chr1:22786490-22790447 REVERSE	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_12710_PI403524517	2	-0.71013165	0.5577698	-0.35591698	0.515584	-0.0839901	0.0839901	35_3635	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_108054_PI403524517	2	0.009783268	0.05275345	-0.009783745	-0.22556782	-0.11256218	0.11421108	35_30743	Rep: Hypothetical protein - Dictyostelium discoideum AX4	UniRef90_Q551H4	CHR4V7|COORD:17433840..17437006| similar to peptidyl-prolyl cis-trans isomerase cyclophilin-type family protein [Arabidopsis thaliana]	AT4G36980.1	CHR10V5|COORD:21986320..21994138|protein ICE-like protease p20 domain containing protein, expressed	LOC_Os10g41534.3	no descriptionnot assigned not assigned	not assigned.unknown	35_2

CUST_30796_PI403524517	2	0.07161951	0.41278267	-0.055115223	-0.10558033	0.055115223	-0.07694721	35_8886	"Cluster: Hypothetical protein P0674H09.17; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0674H09.17 - Oryza sativa (japonica cultivar-g"	UniRef90_Q8LJ29	"CHR5V7|COORD:19608011..19609713| similar to Os01g0897100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001045085.1); similar to hypothetical protein"	AT5G48340.1	CHR01V5|COORD:39313528..39317337|protein expressed protein	LOC_Os01g67170.1	"no descriptionmoderately similar to ( 344)AT5G48340| Symbols:  | similar to Os01g0897100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001045085.1); similar to hypothetical protein DDBDRAFT_0218214 [Dictyostelium discoideum AX4] (GB:XP_641450.1); contains domain no description (G3D.1.10.418.10) | chr5:19608011-19609713 FORWARD"	not assigned.unknown	35_2

CUST_16193_PI403524517	2	-0.07783604	-0.271636	0.07783699	0.11368179	-0.08675957	0.42895985	35_4670	Rep: UDP-D-glucose epimerase 2 - Hordeum vulgare (Barley)	UniRef90_Q58IJ5	"CHR4V7|COORD:6716079..6718468| UGE5 (UDP-D-glucose/UDP-D-galactose 4-epimerase 5); UDP-glucose 4-epimerase/ protein dimerization"	AT4G10960.1	CHR09V5|COORD:9441552..9436666|protein UDP-glucose 4-epimerase GEPI48, putative, expressed	LOC_Os09g15420.1	"no descriptionmoderately similar to ( 318)AT4G10960| Symbols: UGE5 | UGE5 (UDP-D-glucose/UDP-D-galactose 4-epimerase 5); UDP-glucose 4-epimerase/ protein dimerization | chr4:6716079-6718468 REVERSEmoderately similar to ( 284)GALE1_PEAUDP-glucose 4-epimerase - Pisum sativum (Garden pea)not assigned GalE PRK10675 WcaG Epimerase RfbB"	cell wall.precursor synthesis.UGE	10_1_2

CUST_35777_PI403524517	2	0.007917404	-0.7006898	-0.007918358	0.112918854	0.32327366	-0.13874912	35_10316	"Cluster: Os09g0375000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0375000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J267	CHR1V7|COORD:27843126..27845562| enolase, putative	AT1G74030.1	CHR09V5|COORD:12543906..12539618|protein enolase, putative, expressed	LOC_Os09g20820.1	 no descriptionmoderately similar to ( 336)AT1G74030| Symbols:  | enolase, putative | chr1:27843126-27845562 REVERSEmoderately similar to ( 257)ENO_RICCOEnolase - Ricinus communis (Castor bean)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned enolase eno Eno Enolase_N Enolase_C PRK08350 PRK12323 PRK07003 Atrophin-1 PRK07764 DUF1421 PRK05648 Extensin_2 PRK12678 DUF1509 DUF566 Gag_spuma Tymo_45kd_70kd Herpes_BLLF1 HPC2 PRK08691 GRASP55_65 IER KAR9 	glycolysis.enolase	4_12

CUST_58031_PI403524517	2	0.14809895	-0.35149193	-0.31036472	-0.03743267	0.03743267	0.03743267	35_16546	"Cluster: Putative PrMC3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative PrMC3 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q67J02	"CHR1V7|COORD:17420063..17421736| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G48700.1); similar to CXE carboxylesterase [Malus pumila]"	AT1G47480.1	CHR09V5|COORD:17448591..17446932|protein gibberellin receptor GID1L2, putative, expressed	LOC_Os09g28690.1	"no descriptionmoderately similar to ( 252)AT1G47480| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G48700.1); similar to CXE carboxylesterase [Malus pumila] (GB:ABB89003.1); contains InterPro domain Esterase/lipase/thioesterase; (InterPro:IPR000379); contains InterPro domain Alpha/beta hydrolase fold-3; (InterPro:IPR013094) | chr1:17420063-17421736 FORWARDweakly similar to ( 135)GID1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Abhydrolase_3 Aes COesterase Esterase_lipase PRK12323 PnbA APC_basic PRK07003 Tymo_45kd_70kd Herpes_BLLF1 PRK07764 TT_ORF1 PRK12678 AF-4 Atrophin-1 DUF566"	not assigned.no ontology	35_1

CUST_9285_PI404877155	2	-0.2296896	0.6970577	-0.007086754	0.007086754	-0.4465418	0.13463593	Contig306_s_at	GPRP [Oryza sativa (indica cultivar-group)]	AAQ24632.1	proline-rich family protein	At5g45350.1	protein expressed protein	Os05g02780	"0.2_HMGI_Y T01851; glycine-rich protein"	RNA.regulation of transcription	27_3

CUST_66283_PI403524517	2	-0.18665314	-0.24628162	0.045830727	-0.0019159317	0.0019168854	0.052070618	35_18928	"Cluster: Beta-fructofuranosidase, putative, expressed; n=2; Oryza sativa|Rep: Beta-fructofuranosidase, putative, expressed - Oryza sativa (japonica cultivar-gro"	UniRef90_Q10MC0	0	0	CHR03V5|COORD:11266729..11262173|protein beta-fructofuranosidase, putative, expressed	LOC_Os03g20020.1	no description	not assigned.unknown	35_2

CUST_21321_PI399408534	2	0.13862705	-0.13988638	-0.06828022	0.06828022	0.23241425	-0.10393047	35_25138	"Cluster: Transcription factor-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Transcription factor-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z253	CHR4V7|COORD:14293963..14296608| tesmin/TSO1-like CXC domain-containing protein	AT4G29000.1	CHR08V5|COORD:17088397..17081287|protein tesmin/TSO1-like CXC domain containing protein, expressed	LOC_Os08g28214.3	no descriptionweakly similar to ( 160)AT4G29000| Symbols:  | tesmin/TSO1-like CXC domain-containing protein | chr4:14293963-14296608 FORWARDnot assigned CXC	RNA.regulation of transcription.CPP(Zn),CPP1-related transcription factor family	27_3_17

CUST_83883_PI403524517	2	-0.049477577	0.06341839	0.010552406	-0.054587364	0.010969162	-0.010551453	35_24044	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_60180_PI403524517	2	0.29588127	0.05356407	-0.25126362	-0.05356407	-0.16774273	0.17912579	35_17153	"Cluster: Os09g0534200 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os09g0534200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J028	CHR1V7|COORD:28450601..28452082| ER lumen protein retaining receptor family protein	AT1G75760.1	CHR08V5|COORD:27364363..27368546|protein ER lumen protein retaining receptor C28H8.4, putative, expressed	LOC_Os08g43470.1	no descriptionmoderately similar to ( 462)AT1G75760| Symbols:  | ER lumen protein retaining receptor family protein | chr1:28450601-28452082 REVERSEweakly similar to ( 113)ERD2_PETHYER lumen protein retaining receptor - Petunia hybrida (Petunia)not assigned ER_lumen_recept ERD2	protein.targeting.secretory pathway.ER	29_3_4_1

CUST_5750_PI404877155	2	-0.3312683	0.26282692	-0.12921429	0.23071194	0.12921333	-0.17502499	Contig17766_at	OSJNBa0073L04.7 [Oryza sativa (japonica cultivar-group)] ref|XP_472400.1| OSJNBa0073L04.7 [Oryza sativa (japonica cultivar-group)]	CAD40656.2	ferredoxin, putative	At2g27510.1	protein ferredoxin [2Fe-2S], putative	Os04g33630	"ferredoxin, putative, similar to non-photosynthetic ferredoxin from Citrus sinensis (GI:1360725), Ferredoxin, root R-B2 from Raphanus sativus (SP:P14937); contains Pfam profile PF00111 2Fe-2S iron-sulfur cluster binding domain"	OPP.electron transfer	7_3

CUST_5324_PI404877155	2	0.044133186	1.1814594	-0.044133186	-0.13574314	-0.0894022	0.09619713	Contig16904_at	putative ribulokinase [Oryza sativa (japonica cultivar-group)]	BAD27990.1	ribitol kinase, putative	At4g30310.2	protein FGGY-family pentulose kinase	Os02g08130	putative protein D-ribulokinase	minor CHO metabolism.sugar alcohols	3_3

CUST_19744_PI404877155	2	-0.25558662	0.085749626	0.3592949	0.01630783	-0.302598	-0.01630783	X68656_s_at	lipid transfer protein 7a2b - barley emb|CAA65680.1| lipid transfer protein 7a2b [Hordeum vulgare subsp. vulgare]	T05950	lipid transfer protein 3 (LTP3)	At5g59320.1	protein Protease inhibitor/seed storage/LTP family, putative	Os12g02340	lipid transfer protein 7a2b - barley emb	lipid metabolism.lipid transfer proteins etc	11_6

CUST_20836_PI399408534	2	0.35484123	-0.51496315	-0.14169979	-0.19894123	0.23159504	0.14170074	35_5817	"Cluster: Helix-loop-helix DNA-binding domain containing protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Helix-loop-helix DNA-binding domain"	UniRef90_Q10FD6	"CHR2V7|COORD:9691938..9693401| NAI1; DNA binding / transcription factor"	AT2G22770.1	CHR03V5|COORD:26458705..26454358|protein DNA binding protein, putative, expressed	LOC_Os03g46860.1	"no descriptionvery weakly similar to (64.3)AT2G22770| Symbols: NAI1 | NAI1; DNA binding / transcription factor | chr2:9691938-9693401 FORWARDnot assigned PRK12323"	RNA.regulation of transcription.bHLH,Basic Helix-Loop-Helix family	27_3_6

CUST_52948_PI403524517	2	-0.23378086	-0.05037117	0.118058205	0.012407303	-0.0013065338	0.0013055801	35_15076	"Cluster: Protein translation factor SUI1 homolog; n=7; Poaceae|Rep: Protein translation factor SUI1 homolog - Zea mays (Maize)"	UniRef90_P56330	CHR1V7|COORD:20272377..20273057| eukaryotic translation initiation factor SUI1, putative	AT1G54290.1	CHR05V5|COORD:24454579..24456729|protein protein translation factor SUI1, putative, expressed	LOC_Os05g41900.2	 no descriptionmoderately similar to ( 205)AT1G54290| Symbols:  | eukaryotic translation initiation factor SUI1, putative | chr1:20272377-20273057 REVERSEmoderately similar to ( 213)SUI1_ORYSAnot assigned SUI1_eIF1 SUI1 SUI1 	protein.synthesis.initiation	29_2_3

CUST_11360_PI403524517	2	-0.35333157	0.5548525	0.47806168	0.03694725	-0.108561516	-0.036946297	35_3218	"Cluster: Putative dihydrolipoylacyltransferase subunit of the branched-chain alpha-keto acid dehydrogenase complex; n=1; Oryza sativa (japonica"	UniRef90_Q655Q2	CHR3|COORD:2157989..2160619| branched chain alpha-keto acid dehydrogenase E2 subunit (din3), identical to branched chain alpha-keto acid dehydrogenase E2 subuni	AT3G06850.2	CHR01V5|COORD:11791515..11786609|protein dihydrolipoyllysine-residue acetyltransferase component of pyruvatedehydrogenase complex, putative, expressed	LOC_Os01g21160.1	" no descriptionmoderately similar to ( 493)AT3G06850| Symbols: LTA1, DIN3, BCE2 | DIN3/LTA1 (DARK INDUCIBLE 3); alpha-ketoacid dehydrogenase | chr3:2158218-2160471 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK11855 PRK11856 AceF 2-oxoacid_dh aceF PRK11857 PRK05704 kgd Biotin_lipoyl PRK07764 AccB PRK12323 Drf_FH1 Extensin_2 PRK07003 E3_binding IER PRK11892 Atrophin-1 PRK09282 "	TCA / org. transformation.TCA.pyruvate DH.E2	8_1_1_2

CUST_79100_PI403524517	2	-0.009077072	0.32887936	0.009077072	-0.07079697	-0.011875153	0.13417816	35_22690	"Cluster: Pentatricopeptide (PPR) repeat-containing protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Pentatricopeptide (PPR) repeat-containing prot"	UniRef90_Q6YPG3	CHR2V7|COORD:11854412..11856362| nucleic acid binding / nucleotide binding	AT2G27790.1	CHR02V5|COORD:274428..277257|protein nucleic acid binding protein, putative, expressed	LOC_Os02g01480.1	no descriptionweakly similar to ( 111)AT2G27790| Symbols:  | nucleic acid binding / nucleotide binding | chr2:11854412-11856362 REVERSE	not assigned.unknown	35_2

CUST_14562_PI404877155	2	0.45805502	-1.7009482	-0.7055154	1.308043	0.7853303	-0.45805502	Contig837_x_at	chlorophyll a/b-binding protein WCAB precursor [Triticum aestivum]	AAB18209.1	chlorophyll A-B binding protein / LHCII type I (LHB1B2)	At2g34420.1	protein Chlorophyll A-B binding protein, putative	Os01g41710	Chlorophyll A-B binding protein 3C, chloroplast precursor (LHCII type I CAB-3C) (LHCP) pir	PS.lightreaction.photosystem II.LHC-II	1_01_01_01

CUST_107150_PI403524517	2	-0.505003	0.32277727	0.33269215	-0.09172821	-0.19096804	0.09172869	35_30491	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_67597_PI403524517	2	0.08254528	-1.0291395	-0.042300224	0.05212593	0.02706623	-0.02706623	35_19310	"Cluster: Putative GTP-binding protein typA; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative GTP-binding protein typA - Oryza sativa (japonica cultivar"	UniRef90_Q6KA61	CHR5V7|COORD:4397824..4402367| elongation factor family protein	AT5G13650.2	CHR02V5|COORD:10739449..10747500|protein GTP-binding protein TypA/BipA, putative, expressed	LOC_Os02g18450.1	no descriptionmoderately similar to ( 261)AT5G13650| Symbols:  | elongation factor family protein | chr5:4397824-4402367 FORWARDnot assigned TypA PRK10218 BipA_TypA_C	protein.synthesis.elongation	29_2_4

CUST_136509_PI403524517	2	-0.060252666	0.42253208	0.0056214333	0.068713665	-0.15952873	-0.0056214333	35_38282	"Cluster: Os02g0771800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os02g0771800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DX63	"CHR2V7|COORD:13998821..14001159| similar to Os02g0771800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001048261.1); similar to unknown protein [Oryza"	AT2G32970.1	CHR02V5|COORD:32574848..32569441|protein expressed protein	LOC_Os02g53210.6	"no descriptionweakly similar to ( 139)AT2G32970| Symbols:  | similar to Os02g0771800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001048261.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD16855.1) | chr2:13998821-14001159 REVERSE"	not assigned.unknown	35_2

CUST_45802_PI403524517	2	0.11230183	0.094156265	-0.09415531	-0.16820431	-0.2906065	0.1264019	35_13125	"Cluster: Zinc finger CW-type coiled-coil domain protein 3-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Zinc finger CW-type coiled-coil domain protein"	UniRef90_Q69XV8	0	0	CHR06V5|COORD:24997107..24985841|protein MORC family CW-type zinc finger 3, putative, expressed	LOC_Os06g41710.1	no description	not assigned.unknown	35_2

CUST_24890_PI403524517	2	-0.014535904	0.11515045	0.01132679	0.06403065	-0.043105125	-0.0113277435	35_7224	Rep: Hypothetical protein - Triticum aestivum (Wheat)	UniRef90_Q2L3U7	"CHR5V7|COORD:22767886..22769589| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G26450.1); similar to hypothetical protein [Triticum aestivum]"	AT5G56210.1	CHR09V5|COORD:18472902..18468701|protein expressed protein	LOC_Os09g30350.1	"no descriptionvery weakly similar to (64.3)AT5G56210| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G26450.1); similar to hypothetical protein [Triticum aestivum] (GB:CAJ19339.1) | chr5:22767886-22769589 REVERSEnot assigned not assigned Smc"	not assigned.unknown	35_2

CUST_87402_PI403524517	2	0.1535101	-0.7038126	0.15973186	0.096209526	-0.12878227	-0.096209526	35_25024	Rep: Uncharacterized protein ycf68 - Zea mays (Maize)	UniRef90_P03938	0	0	CHR05V5|COORD:23556994..23558527|protein hypothetical protein	LOC_Os05g40250.1	no descriptionvery weakly similar to (75.1)YCF68_ORYSAUncharacterized protein ycf68 - Oryza sativa (Rice)	not assigned.unknown	35_2

CUST_43792_PI403524517	2	-0.013065338	0.12996387	0.013065338	-0.03872204	-0.29517365	0.020424843	35_12566	0	0	0	0	CHR03V5|COORD:31413834..31411046|protein catalytic/ protein phosphatase type 2C, putative, expressed	LOC_Os03g55320.1	no description	not assigned.unknown	35_2

CUST_70674_PI403524517	2	0.0937767	-1.7200975	-0.009198666	0.009198666	0.2593422	-0.14800596	35_20247	"Cluster: Sterol desaturase family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Sterol desaturase family protein, expressed - Oryza sativ"	UniRef90_Q10SX1	"CHR4V7|COORD:7254191..7255998| SMO1-1 (STEROL-4ALPHA-METHYL OXIDASE 1-1); catalytic"	AT4G12110.1	CHR03V5|COORD:480200..478264|protein C-4 methylsterol oxidase, putative, expressed	LOC_Os03g01820.1	" no descriptionmoderately similar to ( 250)AT4G12110| Symbols: ATSMO1, ATSMO1-1, SMO1-1 | SMO1-1 (STEROL-4ALPHA-METHYL OXIDASE 1-1); catalytic | chr4:7254191-7255998 FORWARDnot assigned not assigned not assigned not assigned not assigned FA_hydroxylase ERG3 PRK07003 PRK12323 PRK07764 "	lipid metabolism.'exotics' (steroids, squalene etc).methylsterol monooxygenase	11_8_2

CUST_83268_PI403524517	2	0.012136459	-0.27951908	-0.012137413	-0.08045006	0.030485153	0.086880684	35_23876	"Cluster: Hypothetical protein OSJNBa0058I18.2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0058I18.2 - Oryza sativa (japonica cu"	UniRef90_Q69S52	0	0	CHR07V5|COORD:22100223..22103458|protein F-box domain containing protein, expressed	LOC_Os07g36910.2	no description	not assigned.unknown	35_2

CUST_21694_PI399408534	2	-0.079857826	-0.034254074	0.03425312	0.17086315	0.28237534	-0.03606987	35_15310	Rep: BTF3b-like transcription factor - Musa acuminata (Banana)	UniRef90_Q6DQ93	CHR1V7|COORD:27544167..27545025| nascent polypeptide-associated complex (NAC) domain-containing protein	AT1G73230.1	CHR03V5|COORD:35761045..35763291|protein transcription factor BTF3, putative, expressed	LOC_Os03g63400.1	no descriptionmoderately similar to ( 202)AT1G73230| Symbols:  | nascent polypeptide-associated complex (NAC) domain-containing protein | chr1:27544167-27545025 REVERSEnot assigned NAC	RNA.regulation of transcription.General Transcription	27_3_50

CUST_33824_PI403524517	2	-0.06693554	-0.18640995	0.038930893	-8.621216E-4	8.621216E-4	0.12760592	35_9751	"Cluster: Tryptophanyl-tRNA synthetase, putative, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Tryptophanyl-tRNA synthetase, putative, expressed -"	UniRef90_Q2QP62	CHR3V7|COORD:1243158..1245964| tRNA synthetase class I (W and Y) family protein	AT3G04600.2	CHR12V5|COORD:21596254..21591994|protein tryptophanyl-tRNA synthetase, putative, expressed	LOC_Os12g35570.3	no descriptionmoderately similar to ( 248)AT3G04600| Symbols:  | tRNA synthetase class I (W and Y) family protein | chr3:1243158-1245964 FORWARDnot assigned PRK12285 TrpRS_core TrpS Tyr_Trp_RS_core	protein.aa activation	29_1

CUST_86385_PI403524517	2	0.06510067	-0.05637932	-0.12616825	0.08710909	0.0543828	-0.054383278	35_24740	"Cluster: Os05g0316000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0316000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DJ87	CHR5V7|COORD:370808..372772| zinc finger (C3HC4-type RING finger) family protein	AT5G01960.1	CHR05V5|COORD:14515716..14509834|protein zinc finger, C3HC4 type family protein, expressed	LOC_Os05g25180.1	no descriptionweakly similar to ( 102)AT5G01960| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr5:370808-372772 FORWARDnot assigned	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_70629_PI403524517	2	0.20878792	0.17709589	-0.3162408	-0.10739231	-0.04027605	0.04027605	35_20236	"Cluster: Armadillo repeat containing protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Armadillo repeat containing protein-like - Oryza sativa (jap"	UniRef90_Q6Z2G6	CHR4V7|COORD:17245403..17247224| U-box domain-containing protein	AT4G36550.1	CHR02V5|COORD:29135763..29129182|protein ubiquitin-protein ligase, putative, expressed	LOC_Os02g47670.2	no descriptionweakly similar to ( 112)AT4G36550| Symbols:  | U-box domain-containing protein | chr4:17245403-17247224 REVERSE	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_112640_PI403524517	2	-0.03660965	-0.06695557	0.027950287	-0.023181915	0.0602417	0.023183823	35_31972	"Cluster: 40S ribosomal protein S16; n=2; Oryza sativa|Rep: 40S ribosomal protein S16 - Oryza sativa (Rice)"	UniRef90_P46294	CHR2V7|COORD:3788525..3788965| 40S ribosomal protein S16 (RPS16A)	AT2G09990.1	CHR11V5|COORD:1285260..1284393|protein 40S ribosomal protein S16, putative, expressed	LOC_Os11g03400.1	no descriptionvery weakly similar to (85.5)AT2G09990| Symbols:  | 40S ribosomal protein S16 (RPS16A) | chr2:3788525-3788965 FORWARDweakly similar to ( 116)RS16_ORYSAnot assigned not assigned rps9p RpsI Ribosomal_S9	protein.synthesis.misc ribososomal protein	29_2_2

CUST_152005_PI403524517	2	0.04203224	0.23908329	-0.18924475	-0.04203224	0.050714493	-0.06531143	35_42493	"Cluster: Hypothetical protein P0519D04.39; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0519D04.39 - Oryza sativa (japonica cultivar-g"	UniRef90_Q8S9V7	"CHR1V7|COORD:25618103..25618998| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G25370.1); similar to conserved hypothetical protein [Medicago"	AT1G68340.1	CHR05V5|COORD:27321335..27319970|protein UL36 very large tegument protein, putative, expressed	LOC_Os05g47810.1	no descriptionnot assigned not assigned not assigned	not assigned.unknown	35_2

CUST_169053_PI403524517	2	0.2348504	0.05205822	-0.052057743	-0.18616104	-0.7226634	0.2189846	35_47079	Rep: Putative ankyrin - Oryza sativa (Rice)	UniRef90_Q9AUM1	CHR3V7|COORD:1278235..1280948| ankyrin repeat family protein	AT3G04710.1	CHR03V5|COORD:26937495..26944721|protein ankyrin-1, putative, expressed	LOC_Os03g47650.1	no descriptionvery weakly similar to (58.2)AT3G04710| Symbols:  | binding | chr3:1278235-1280948 FORWARDnot assigned ANK	cell.organisation	31_1

CUST_68365_PI403524517	2	0.24079943	-0.8244524	0.100806236	0.08588934	-0.08588934	-0.15053701	35_19548	"Cluster: Hypothetical protein OJ1057_B02.13; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1057_B02.13 - Oryza sativa (japonica cultiv"	UniRef90_Q6AUW4	"CHR3V7|COORD:7230153..7231169| similar to Os05g0500400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001055963.1); contains domain NAD(P)-binding"	AT3G20680.1	CHR05V5|COORD:24541414..24540121|protein expressed protein	LOC_Os05g42100.1	"no descriptionweakly similar to ( 110)AT3G20680| Symbols:  | similar to Os05g0500400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001055963.1); contains domain NAD(P)-binding Rossmann-fold domains (SSF51735) | chr3:7230153-7231169 REVERSEDUF1995"	not assigned.unknown	35_2

CUST_36036_PI403524517	2	-0.10169029	-0.9277439	-0.24619961	0.33046627	0.10169029	0.65892315	35_10391	"Cluster: Hypothetical protein P0617C02.121; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0617C02.121 - Oryza sativa (japonica cultivar"	UniRef90_Q8L4N7	0	0	CHR07V5|COORD:333128..331459|protein expressed protein	LOC_Os07g01530.1	no description	not assigned.unknown	35_2

CUST_178460_PI403524517	2	0.060466766	0.31771326	0.3467703	-0.2830286	-0.15812111	-0.060467243	35_49634	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q75HA3	"CHR1V7|COORD:11194289..11195936| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G19645.2); similar to unknown protein [Oryza sativa (japonica"	AT1G31300.1	CHR03V5|COORD:26198429..26194914|protein transmembrane protein 56, putative, expressed	LOC_Os03g46410.1	" no descriptionvery weakly similar to (54.7)AT1G31300| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G19645.2); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD53332.1); similar to Os05g0511000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001056013.1); similar to Os03g0666700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001050848.1); contains InterPro domain TRAM, LAG1 and CLN8 homology; (InterPro:IPR006634); contains InterPro domain Protein of unknown function DUF887, TLC-like; (InterPro:IPR010283) | chr1:11194289-11195936 FORWARD"	not assigned.unknown	35_2

CUST_144718_PI403524517	2	0.014110565	0.11171007	-0.35760403	0.17938852	-0.6728797	-0.014110565	35_40529	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_116691_PI403524517	2	-0.06773853	-0.29717827	0.0025663376	0.16011906	0.066467285	-0.0025672913	35_33077	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_98135_PI403524517	2	0.064842224	-0.0074090958	-0.4853344	0.0074090958	-0.07592392	0.27396297	35_28021	Rep: Ferritin - Triticum aestivum (Wheat)	UniRef90_Q5G1L6	"CHR3V7|COORD:20825329..20826963| ATFER3 (FERRITIN 3); ferric iron binding"	AT3G56090.1	CHR12V5|COORD:322923..319214|protein ferritin-1, chloroplast precursor, putative, expressed	LOC_Os12g01530.2	" no descriptionvery weakly similar to (88.6)AT5G01600| Symbols: ATFER1 | ATFER1 (ferretin 1); ferric iron binding | chr5:228146-229591 REVERSEvery weakly similar to (96.3)FRI2_MAIZEFerritin-2, chloroplast precursor - Zea mays (Maize)not assigned Euk_Ferritin Ferritin Ferritin "	metal handling.binding, chelation and storage	15_2

CUST_13633_PI403524517	2	-0.13623142	0.08931255	0.05719471	-0.05719471	-0.27136707	0.07413769	35_3912	"Cluster: Hypothetical protein F11F8_14; n=2; Arabidopsis thaliana|Rep: Hypothetical protein F11F8_14 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9SF47	CHR3|COORD:2934622..2939461| lipin family protein, contains Pfam profile: PF04571 lipin, N-terminal conserved region	AT3G09560.1	CHR05V5|COORD:22630755..22623364|protein lipin, N-terminal conserved region family protein, expressed	LOC_Os05g38710.1	no descriptionhighly similar to ( 554)AT3G09560| Symbols:  | lipin family protein | chr3:2934958-2938678 REVERSEnot assigned SMP2 LNS2	not assigned.unknown	35_2

CUST_4695_PI403524517	2	-0.08536911	0.029449463	-0.014970779	-0.012756348	0.012757301	0.03148079	35_1296	"Cluster: Putative ferredoxin; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ferredoxin - Oryza sativa (japonica cultivar-group)"	UniRef90_Q75LK5	"CHR2V7|COORD:11765359..11765826| ATFD3 (FERREDOXIN 3); electron carrier"	AT2G27510.1	CHR03V5|COORD:35061374..35063290|protein ferredoxin-3, chloroplast precursor, putative, expressed	LOC_Os03g61960.1	" no descriptionweakly similar to ( 134)AT2G27510| Symbols: ATFD3 | ATFD3 (FERREDOXIN 3); electron carrier | chr2:11765359-11765826 REVERSEweakly similar to ( 158)FER3_MAIZEFerredoxin-3, chloroplast precursor - Zea mays (Maize)petF fer2 Fer2 Fdx PRK07609 PRK05713 antC "	PS.lightreaction.other electron carrier (ox/red).ferredoxin	1_1_5_2

CUST_4359_PI399408534	2	0.2577238	0.26976871	0.12091923	-0.18881321	-0.19089603	-0.12091923	35_49704	"Cluster: Putative leucine-rich receptor-like protein kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative leucine-rich receptor-like protein kinase"	UniRef90_Q9ARQ7	"CHR1V7|COORD:9996900..10000157| HSL1 (HAESA-LIKE 1); ATP binding / kinase/ protein serine/threonine kinase"	AT1G28440.1	CHR01V5|COORD:7735876..7739716|protein receptor-like protein kinase 5 precursor, putative, expressed	LOC_Os01g13800.1	"no descriptionweakly similar to ( 144)AT1G28440| Symbols: HSL1 | HSL1 (HAESA-LIKE 1); ATP binding / kinase/ protein serine/threonine kinase | chr1:9996900-10000157 FORWARD"	signalling.receptor kinases.leucine rich repeat XI	30_2_11

CUST_96397_PI403524517	2	0.3554268	-1.230422	-0.015305519	0.015304565	-0.1832118	0.069581985	35_27533	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_131657_PI403524517	2	0.06033802	-0.09022617	-0.0035886765	-0.17543316	0.0035886765	0.07687473	35_36976	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_19088_PI403524517	2	0.12928104	1.7759695	-0.06685829	-0.2049427	-0.28318214	0.06685734	35_5531	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_137847_PI403524517	2	0.13570642	0.36857748	0.19061756	-0.29660654	-0.49733496	-0.13570642	35_38656	Rep: Putative polyprotein - Oryza sativa (japonica cultivar-group)	UniRef90_Q60EN4		0	CHR02V5|COORD:24789250..24792587|protein transposon protein, putative, CACTA, En/Spm sub-class	LOC_Os02g40920.1	no description	not assigned.unknown	35_2

CUST_135196_PI403524517	2	0.09019184	-0.36640072	0.102003574	0.026895523	-0.026895523	-0.06458473	35_37927	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_7137_PI404877155	2	0.03434944	0.4119501	-0.03434944	-0.120121	-0.16620159	0.06839752	Contig20853_at	putative protein [Oryza sativa (japonica cultivar-group)]	AAR19266.1	transport protein-related	At4g30510.1	protein expressed protein	Os02g54910	"transport protein-related, weak similarity to Gsa12p (Pichia pastoris) GI:18307769; contains 1 WD-40 repeat (PF00400); similar to several hypothetical proteins or  similar to WD-40 repeat protein family [Arabidopsis thaliana] (TAIR:At3g56440.1); similar t"	transport.misc	34_99

CUST_153394_PI403524517	2	0.092300415	0.032162666	-0.019981384	-0.5069494	0.019981384	-0.5922141	35_42871	"Cluster: Os08g0499100 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os08g0499100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J4Q5	CHR5V7|COORD:22772097..22775018| nucleoside-triphosphatase/ nucleotide binding / transmembrane receptor	AT5G56220.1	CHR08V5|COORD:24500565..24504351|protein expressed protein	LOC_Os08g38970.1	no descriptionweakly similar to ( 127)AT5G56220| Symbols:  | nucleoside-triphosphatase/ nucleotide binding / transmembrane receptor | chr5:22772097-22775018 FORWARD	not assigned.unknown	35_2

CUST_9706_PI404877155	2	0.09453392	-0.20235825	-0.034845352	0.034843445	0.22903824	-0.080207825	Contig3457_at	fibrillarin 1 (FBR1) (FIB1) (SKIP7) [Arabidopsis thaliana] gb|AAG10103.1| fibrillarin 1 [Arabidopsis thaliana]	NP_568772.3	fibrillarin 1 (FBR1) (FIB1) (SKIP7)	At5g52470.1	protein fibrillarin - Arabidopsis thaliana	Os05g08360	probable fibrillarin	RNA.RNA binding	27_4

CUST_65849_PI403524517	2	-0.089710236	0.017900467	0.11887646	-0.017900467	-0.16211128	0.03671074	35_18809	"Cluster: Os04g0298600 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os04g0298600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JEC0	"CHR3V7|COORD:10658678..10663641| similar to conserved hypothetical protein [Medicago truncatula] (GB:ABD28468.1); similar to Os04g0298600 [Oryza sativa"	AT3G28430.1	CHR04V5|COORD:13177443..13191375|protein expressed protein	LOC_Os04g23210.1	"no descriptionmoderately similar to ( 413)AT3G28430| Symbols:  | similar to conserved hypothetical protein [Medicago truncatula] (GB:ABD28468.1); similar to Os04g0298600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001052403.1); contains domain ARM repeat (SSF48371); contains domain SUBFAMILY NOT NAMED (PTHR21481:SF2); contains domain FAMILY NOT NAMED (PTHR21481) | chr3:10658678-10663641 REVERSEnot assigned"	not assigned.unknown	35_2

CUST_50664_PI403524517	2	-0.03183365	0.049972534	-0.139225	0.057113647	-0.1284771	0.03183174	35_14458	Rep: Histone H1 - Triticum aestivum (Wheat)	UniRef90_O65795	CHR2V7|COORD:13052437..13053344| histone H1.2	AT2G30620.1	CHR03V5|COORD:33243431..33244916|protein histone H1, putative, expressed	LOC_Os03g58470.1	no descriptionvery weakly similar to (77.0)AT2G30620| Symbols:  | histone H1.2 | chr2:13052437-13053344 FORWARDweakly similar to ( 128)H1_WHEATHistone H1 - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned H15 Tymo_45kd_70kd Atrophin-1 Extensin_2 Linker_histone H15 PRK12323 tolA PRK07764 PRK07735 HC2 TolA PRK07003 TolA DUF1421 APC_basic PRK12678 MFS_1 HPC2 Glutenin_hmw DUF1509 AF-4 IER PRK10577 PRK12373 PRK09169 BASP1 PRK10819 PRK12372 CDC27 PRK05035 Drf_FH1 PRK00708 Cytadhesin_P30 MARCKS STOP Hc1 AraJ PotE Rubella_Capsid PRK05648 PRK12472 TonB KAR9 Gag_spuma DUF1431 rne FucP COG5373 RhaT DUF81 cobS COG3174 SUL1 NnrS DM6 PutP Na_H_Exchanger UbiA DUF566 Voltage_gated_ClC Transformer DUF1777 PcoD EriC NESP55 Peptidase_S39 PRK03427 COG0730 Coprinus_mating motB MCPVI Umbravirus_LDM Herpes_LP LivH PRK10905 COG3127 COG3619 PRK11855 ThiP NarK PRK12666 PRK08770 COG1287 DUF612 PRK04950 PRK09138 PRK10263	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_22876_PI403524517	2	0.04250431	-0.37205315	-0.042505264	-0.06651592	0.16630363	0.080905914	35_6645	"Cluster: Putative tetratricopeptide repeat (TPR)-containing protein; n=2; BEP clade|Rep: Putative tetratricopeptide repeat (TPR)-containing protein - Oryza sati"	UniRef90_Q6L4Y6	CHR5V7|COORD:3202379..3204368| binding	AT5G10200.1	CHR05V5|COORD:20579841..20585421|protein expressed protein	LOC_Os05g34820.1	no descriptionhighly similar to ( 578)AT5G10200| Symbols:  | binding | chr5:3202379-3204368 FORWARDnot assigned not assigned not assigned not assigned	not assigned.unknown	35_2

CUST_74885_PI403524517	2	0.025274277	-0.2841549	-0.07143688	0.068694115	0.07527161	-0.025274277	35_21470	"Cluster: Putative RNA helicase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative RNA helicase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q84Z30	CHR5V7|COORD:22315894..22318945| DEAD/DEAH box helicase, putative	AT5G54910.1	CHR07V5|COORD:19930300..19924400|protein ATP-dependent RNA helicase dbp4, putative, expressed	LOC_Os07g33340.1	 no descriptionweakly similar to ( 155)AT5G54910| Symbols:  | DEAD/DEAH box helicase, putative | chr5:22315894-22318945 REVERSEnot assigned 	DNA.synthesis/chromatin structure	28_1

CUST_131854_PI403524517	2	-0.0442276	0.79615545	0.7434044	-0.4795046	-0.36249304	0.044228077	35_37035	"Cluster: Os02g0603000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0603000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DZR2	"CHR3V7|COORD:9196803..9198186| AGC2-1 (OXIDATIVE SIGNAL-INDUCIBLE1); kinase"	AT3G25250.1	CHR02V5|COORD:23604774..23603431|protein protein kinase, putative, expressed	LOC_Os02g39090.1	" no descriptionvery weakly similar to (53.1)AT3G25250| Symbols: AGC2, OXI1, AGC2-1 | AGC2-1 (OXIDATIVE SIGNAL-INDUCIBLE1); kinase | chr3:9196803-9198186 FORWARD"	protein.postranslational modification	29_4

CUST_154562_PI403524517	2	0.13709688	-0.127532	-0.01674223	0.016741753	-0.11325884	0.10456848	35_43187	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_90062_PI403524517	2	0.07014561	0.061764717	-0.24185467	-0.06176567	-0.14586353	0.071186066	35_25765	"Cluster: Putative cationic amino acid transporter; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative cationic amino acid transporter - Oryza sativa (jap"	UniRef90_Q84ST3	"CHR5V7|COORD:14607560..14611367| CAT3 (CATIONIC AMINO ACID TRANSPORTER 3); cationic amino acid transporter"	AT5G36940.1	CHR03V5|COORD:25464184..25458436|protein high-affinity cationic amino acid transporter 1, putative, expressed	LOC_Os03g45170.1	"no descriptionvery weakly similar to (73.2)AT5G36940| Symbols: CAT3 | CAT3 (CATIONIC AMINO ACID TRANSPORTER 3); cationic amino acid transporter | chr5:14607560-14611367 FORWARD"	transport.amino acids	34_3

CUST_156424_PI403524517	2	0.16040659	-0.010392666	-0.5306001	0.010393143	-0.013363361	0.21113491	35_43690	"Cluster: CP12, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: CP12, putative, expressed - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10MJ5	CHR2V7|COORD:19453959..19454333| CP12-1 (CP12 domain-containing protein 1)	AT2G47400.1	CHR03V5|COORD:10889395..10890371|protein CP12-2, putative, expressed	LOC_Os03g19380.1	 no descriptionweakly similar to ( 120)AT2G47400| Symbols: CP12, CP12-1 | CP12-1 (CP12 domain-containing protein 1) | chr2:19453959-19454333 FORWARDCP12 	not assigned.no ontology	35_1

CUST_119237_PI403524517	2	0.18764162	0.40920162	-0.047486305	-0.023251534	0.023251534	-0.22353649	35_33744	Rep: 117M18_26 - Brassica campestris (Field mustard)	UniRef90_Q4ABZ4	CHR5V7|COORD:3290122..3297249| kinesin motor protein-related	AT5G10470.1	0	0	no description	not assigned.unknown	35_2

CUST_9485_PI403524517	2	0.012543678	-0.35264206	-0.0019397736	-0.17907524	0.0019388199	0.024964333	35_2667	"Cluster: Os09g0359800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os09g0359800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J2C6	CHR4V7|COORD:14491745..14493758| protein arginine N-methyltransferase, putative	AT4G29510.1	CHR09V5|COORD:11705371..11701887|protein protein arginine N-methyltransferase 1, putative, expressed	LOC_Os09g19560.1	 no descriptionhighly similar to ( 586)AT4G29510| Symbols:  | protein arginine N-methyltransferase, putative | chr4:14491745-14493758 FORWARDnot assigned not assigned not assigned COG4076 COG4123 PrmA COG2520 prmA PrmA 	misc.O- methyl transferases	26_6

CUST_99235_PI403524517	2	0.0950079	-0.05954933	-0.015939713	0.015940666	0.228652	-0.09694672	35_28325	Rep: Putative CDPK-related protein kinase - Zea mays (Maize)	UniRef90_Q5GAP1	CHR1V7|COORD:18355279..18358052| calcium-dependent protein kinase, putative / CDPK, putative	AT1G49580.1	CHR07V5|COORD:25620132..25615470|protein CDPK-related protein kinase, putative, expressed	LOC_Os07g42770.1	 no descriptionmoderately similar to ( 367)AT3G19100| Symbols:  | calcium-dependent protein kinase, putative / CDPK, putative | chr3:6605687-6608986 FORWARDmoderately similar to ( 365)CRK_DAUCACDPK-related protein kinase - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase SPS1 TyrKc Pkinase_Tyr PTKc PTKc_Tec_like PTKc_Itk PTKc_Src_like PTKc_Srm_Brk PTKc_Tec_Rlk PTKc_Frk_like PTKc_Jak_rpt2 PTKc_Btk_Bmx PTKc_PDGFR PTKc_Csk_like PTKc_Ack_like PTKc_Trk PTKc_Lyn PTKc_Fes_like PTKc_c-ros PTKc_EphR PTKc_FGFR2 PTKc_EGFR_like PTKc_Jak1_rpt2 PTKc_FAK PTKc_FGFR PTKc_Abl PTKc_Lck_Blk PTKc_Jak2_Jak3_rpt2 PTKc_Src PTKc_Yes PTKc_Fes PTKc_Syk_like PTKc_FGFR3 PTKc_EphR_A PTKc_Fer PTKc_EphR_B PTKc_FGFR1 PTKc_Tyk2_rpt2 PTKc_Csk PTKc_TrkC PTKc_EphR_A2 PTKc_TrkB PTKc_Hck PTK_HER3 PTKc_TrkA PTKc_FGFR4 PTKc_HER2 PTKc_Fyn_Yrk PTK_CCK4 PTKc_ALK_LTK PTKc_InsR_like PTKc_Ror PTKc_EGFR PTKc_Chk PTKc_Kit PTKc_RET PTKc_Tie PTKc_Tie1 PTKc_DDR PTKc_VEGFR2 PTKc_HER4 	protein.postranslational modification	29_4

CUST_21357_PI403524517	2	-0.17433262	0.5875683	0.0704236	0.5246086	-0.39915133	-0.0704236	35_6198	"Cluster: Ser/Thr protein phosphatase family protein, putative; n=2; Oryza sativa (japonica cultivar-group)|Rep: Ser/Thr protein phosphatase family protein, puta"	UniRef90_Q53Q74	"CHR3V7|COORD:19585214..19587916| ATPAP22/PAP22 (purple acid phosphatase 22); acid phosphatase/ protein serine/threonine phosphatase"	AT3G52820.1	CHR11V5|COORD:2422484..2419507|protein expressed protein	LOC_Os11g05400.1	" no descriptionmoderately similar to ( 229)AT3G52820| Symbols: ATPAP22, PAP22 | ATPAP22/PAP22 (purple acid phosphatase 22); acid phosphatase/ protein serine/threonine phosphatase | chr3:19585214-19587916 REVERSEweakly similar to ( 147)PPAF_SOYBNPurple acid phosphatase precursor - Glycine max (Soybean)not assigned "	misc.acid and other phosphatases	26_13

CUST_106921_PI403524517	2	-0.34037971	-1.3729463	0.76212454	-0.044836044	0.38242579	0.044836044	35_30430	"Cluster: Hypothetical protein P0010B10.3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0010B10.3 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q5ZCF4		0	CHR01V5|COORD:33276079..33274842|protein expressed protein	LOC_Os01g57050.1	no description	not assigned.unknown	35_2

CUST_108046_PI403524517	2	-1.4192085	-0.068306446	0.69804	0.068306446	0.67171144	-0.9390774	35_30741	"Cluster: Os05g0545400 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0545400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DG97	"CHR2V7|COORD:13805898..13807016| MAPKKK17 (Mitogen-activated protein kinase kinase kinase 17); kinase"	AT2G32510.1	CHR05V5|COORD:26994094..26992676|protein mitogen-activated protein kinase kinase kinase 1, putative, expressed	LOC_Os05g46760.1	"no descriptionweakly similar to ( 125)AT2G32510| Symbols: MAPKKK17 | MAPKKK17 (Mitogen-activated protein kinase kinase kinase 17); kinase | chr2:13805898-13807016 REVERSEvery weakly similar to (54.7)M2K1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase SPS1 KIND PTKc_Ack_like PTKc Pkinase_Tyr TyrKc"	protein.postranslational modification	29_4

CUST_15593_PI403524517	2	0.04201889	-0.2160368	0.048369408	-0.055778503	-0.037755966	0.03775692	35_4500	"Cluster: Hypothetical protein P0470D12.124; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0470D12.124 - Oryza sativa (japonica cultivar"	UniRef90_Q7XI75	CHR3V7|COORD:2185475..2189302| protein arginine N-methyltransferase family protein	AT3G06930.2	CHR07V5|COORD:28400623..28407966|protein histone-arginine methyltransferase CARM1, putative, expressed	LOC_Os07g47500.4	no descriptionmoderately similar to ( 288)AT3G06930| Symbols:  | protein arginine N-methyltransferase family protein | chr3:2185475-2189302 REVERSEnot assigned not assigned	misc.O- methyl transferases	26_6

CUST_17827_PI403524517	2	-0.04303074	0.34579945	0.011089325	-0.011089325	-0.013641357	0.055948257	35_5146	"Cluster: Putative SH3(Src homology) domain-containing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative SH3(Src homology) domain-containing pro"	UniRef90_Q8LIJ9	CHR4V7|COORD:10027680..10029674| SH3 domain-containing protein 3 (SH3P3)	AT4G18060.1	CHR07V5|COORD:19313784..19308273|protein clathrin binding protein, putative, expressed	LOC_Os07g32460.1	no descriptionmoderately similar to ( 390)AT4G18060| Symbols:  | SH3 domain-containing protein 3 (SH3P3) | chr4:10027680-10029674 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned SH3 SH3 PRK12323 SH3_2	not assigned.no ontology	35_1

CUST_1215_PI399408534	2	-0.019943237	-0.08530617	0.13536835	0.016748428	0.20420456	-0.016748428	35_49868	Rep: 14-3-3-like protein A - Hordeum vulgare (Barley)	UniRef90_P29305	"CHR1V7|COORD:29466776..29467945| GRF2 (GENERAL REGULATORY FACTOR 2); protein phosphorylated amino acid binding"	AT1G78300.1	CHR03V5|COORD:28612940..28617143|protein 14-3-3-like protein S94, putative, expressed	LOC_Os03g50290.3	" no descriptionweakly similar to ( 196)AT1G78300| Symbols: GF14 OMEGA, GRF2 | GRF2 (GENERAL REGULATORY FACTOR 2); protein phosphorylated amino acid binding | chr1:29466776-29467945 FORWARDmoderately similar to ( 215)1433_MESCR14-3-3-like protein - Mesembryanthemum crystallinum (Common ice plant)not assigned 14_3_3 14-3-3 BMH1 "	signalling.14-3-3 proteins	30_7

CUST_8303_PI404877155	2	-0.19466972	-0.7277775	-0.23167801	0.3980837	0.6876478	0.19466972	Contig24583_at	trehalose-6-phosphate phosphatase [Oryza sativa (japonica cultivar-group)] dbj|BAD12596.1| trehalose-6-phosphate phosphatase [Oryza sativa (	XP_467162.1	trehalose-6-phosphate phosphatase (TPPA)	At5g51460.2	protein trehalose-phosphatase, putative	Os02g44230	trehalose-6-phosphate phosphatase (TPPA), identical to trehalose-6-phosphate phosphatase (AtTPPA) (Arabidopsis thaliana) GI:2944178 or  trehalose-6-phosphate phosphatase (TPPA), identical to trehalose-6-phosphate phosphatase (AtTPPA) (Arabidopsis thaliana	minor CHO metabolism.trehalose.TPP	3_2_2

CUST_51957_PI403524517	2	-0.033507347	0.27820587	-0.066516876	-0.14572144	0.06415844	0.0335083	35_14810	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_7153_PI404877155	2	0.15223789	0.28241634	-0.059803963	-0.034967422	-0.059803963	0.034968376	Contig2089_at	proline-rich family protein [Arabidopsis thaliana]	NP_567250.1	proline-rich family protein	At4g03120.1	protein At4g03120	Os02g16640	putative C-type U1 snRNP/U1 small nuclear ribonucleoprotein C	RNA.processing	27_1

CUST_2661_PI404877155	2	0.037988663	0.2879877	-0.0910368	-0.093667984	-0.03798771	0.04291916	Contig13085_at	P0516D04.2 [Oryza sativa (japonica cultivar-group)]	NP_918551.1	lipase family protein	At1g73920.2	protein expressed protein	Os01g33790	lipase family protein, similar to triacylglycerol lipase, gastric precursor (EC 3.1.1.3) {Canis familiaris} (SP:P80035)	lipid metabolism.lipid degradation.lipases	11_9_2

CUST_77893_PI403524517	2	0.016017914	0.33153582	0.059651375	-0.09072924	-0.0702281	-0.016017914	35_22333	"Cluster: Hypothetical protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53K30	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	CHR03V5|COORD:29237025..29233431|protein expressed protein	LOC_Os03g51180.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323	not assigned.unknown	35_2

CUST_151345_PI403524517	2	-0.039332867	0.272614	0.013864994	-0.013864994	-0.4668393	0.11239672	35_42323	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_18229_PI399408534	2	0.39190483	0.15628815	-0.020911217	-0.4275627	-0.25761223	0.02091217	35_19872	"Cluster: TRAF-type zinc finger, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: TRAF-type zinc finger, putative, expressed - Oryza sativa"	UniRef90_Q10L76	CHR1V7|COORD:3224865..3226862| TRAF-type zinc finger-related	AT1G09920.1	CHR03V5|COORD:13726992..13722386|protein TRAF type zinc finger domain containing 1, putative, expressed	LOC_Os03g24184.1	no descriptionweakly similar to ( 195)AT1G09920| Symbols:  | TRAF-type zinc finger-related | chr1:3224865-3226862 REVERSEnot assigned	RNA.regulation of transcription.unclassified	27_3_99

CUST_2436_PI403524517	2	0.0071792603	0.20363617	-0.030948639	-0.0032100677	0.0032100677	-0.030948639	35_662	"Cluster: Putative DEAD/DEAH box helicase; n=1; Narcissus pseudonarcissus|Rep: Putative DEAD/DEAH box helicase - Narcissus pseudonarcissus (Daffodil)"	UniRef90_Q8VWS9	"CHR3V7|COORD:4592593..4594135| EIF4A1 (eukaryotic translation initiation factor 4A-1); ATP-dependent helicase"	AT3G13920.2	CHR06V5|COORD:29506320..29502687|protein eukaryotic initiation factor 4A, putative, expressed	LOC_Os06g48750.2	 no descriptionvery weakly similar to (65.1)AT3G13920| Symbols: RH4, TIF4A1, EIF4A1 | EIF4A1 (eukaryotic translation initiation factor 4A-1) | chr3:4592642-4594101 REVERSEvery weakly similar to (99.8)IF4A_WHEATEukaryotic initiation factor 4A - Triticum aestivum (Wheat)	protein.synthesis.initiation	29_2_3

CUST_2843_PI399408534	2	-0.03315544	0.033156395	-0.04753208	-0.2533474	0.03608322	0.048750877	35_2574	"Cluster: MYB transcription factor-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: MYB transcription factor-like protein - Oryza sativa (japonica"	UniRef90_Q5N9B3	CHR5V7|COORD:1110758..1114113| DNA topoisomerase II family protein	AT5G04110.1	CHR01V5|COORD:37050010..37044823|protein ELM2, putative, expressed	LOC_Os01g63354.1	no descriptionvery weakly similar to (67.8)AT5G04110| Symbols:  | DNA topoisomerase II family protein | chr5:1110758-1114113 REVERSE	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_73591_PI403524517	2	-0.08540392	0.3251996	0.08540344	0.11466503	-0.2739253	-0.48960686	35_21103	"Cluster: Putative cytochrome P450; n=3; Oryza sativa (japonica cultivar-group)|Rep: Putative cytochrome P450 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q84S04	"CHR1V7|COORD:24116946..24118466| CYP89A2 (CYTOCHROME P450 89A2); oxygen binding"	AT1G64900.1	CHR08V5|COORD:3000897..3002851|protein cytochrome P450 89A2, putative, expressed	LOC_Os08g05620.1	" no descriptionmoderately similar to ( 285)AT1G64900| Symbols: CYP89, CYP89A2 | CYP89A2 (CYTOCHROME P450 89A2); oxygen binding | chr1:24116946-24118466 FORWARDmoderately similar to ( 202)C77A1_SOLMECytochrome P450 77A1 - Solanum melongena (Eggplant) (Aubergine)not assigned not assigned not assigned not assigned not assigned not assigned p450 CypX PRK12678 "	misc.cytochrome P450	26_10

CUST_31991_PI399408534	2	-0.0031995773	-0.2563572	0.003200531	-0.06695557	0.058488846	0.02357006	35_21669	"Cluster: Homeobox transcription factor Hox7-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Homeobox transcription factor Hox7-like protein - Ory"	UniRef90_Q7X5W7	CHR4V7|COORD:7498006..7503640| DNA binding / sequence-specific DNA binding / transcription factor	AT4G12750.1	0	0	no descriptionvery weakly similar to (76.6)AT4G12750| Symbols:  | DNA binding / sequence-specific DNA binding / transcription factor | chr4:7498006-7503640 REVERSE	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_74634_PI403524517	2	0.029561043	-0.86348724	-0.088326454	0.056466103	-0.029561043	0.06230545	35_21401	Rep: Hexokinase-2 - Oryza sativa (Rice)	UniRef90_Q2KNB9	"CHR2V7|COORD:8577900..8580844| ATHXK2 (HEXOKINASE 2); ATP binding / hexokinase"	AT2G19860.1	CHR05V5|COORD:26339274..26335359|protein hexokinase-2, putative, expressed	LOC_Os05g45590.1	 no descriptionweakly similar to ( 183)AT2G19860| Symbols: HXK2, ATHXK2 | ATHXK2 (HEXOKINASE 2) | chr2:8579031-8580844 FORWARDmoderately similar to ( 227)HXK2_ORYSAnot assigned Hexokinase_2 COG5026 	major CHO metabolism.degradation.sucrose.hexokinase	2_2_1_4

CUST_3554_PI403524517	2	0.006342888	-0.6850424	0.034605026	0.021800995	-0.0063438416	-0.02889061	35_968	"Cluster: Ozone-responsive stress-related protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Ozone-responsive stress-related protein-like - Oryza sat"	UniRef90_Q9LWT2	CHR1V7|COORD:74105..74443| ozone-responsive stress-related protein, putative	AT1G01170.2	CHR06V5|COORD:833916..831538|protein ATOZI1, putative, expressed	LOC_Os06g02420.1	 no descriptionweakly similar to ( 120)AT1G01170| Symbols:  | ozone-responsive stress-related protein, putative | chr1:74105-74443 REVERSEDUF1138 	stress.abiotic.unspecified	20_2_99

CUST_178007_PI403524517	2	0.115647316	0.21139812	-0.124025345	-0.037139893	0.022044182	-0.022044182	35_49510	"Cluster: Putative UDP-Gal:betaGlcNAc beta 1,3-galactosyltransferase-I; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative UDP-Gal:betaGlcNAc beta"	UniRef90_Q5ZDR9	CHR3V7|COORD:1972919..1975278| galactosyltransferase family protein	AT3G06440.1	CHR01V5|COORD:12655238..12649824|protein beta 1, 3 galactosyltransferase, putative, expressed	LOC_Os01g22550.1	no descriptionweakly similar to ( 119)AT3G06440| Symbols:  | galactosyltransferase family protein | chr3:1973189-1975278 REVERSEnot assigned	protein.glycosylation	29_7

CUST_80866_PI403524517	2	0.09553528	-0.040267944	-0.068805695	-0.079696655	0.040267944	0.071492195	35_23192	"Cluster: Protein phosphatase 2A B'kappa subunit; n=3; Oryza sativa|Rep: Protein phosphatase 2A B'kappa subunit - Oryza sativa (Rice)"	UniRef90_Q8L6I7	CHR5V7|COORD:8882731..8884328| serine/threonine protein phosphatase 2A (PP2A) regulatory subunit B', putative	AT5G25510.1	CHR05V5|COORD:27519142..27522228|protein transposon protein, putative, unclassified, expressed	LOC_Os05g48150.1	 no descriptionvery weakly similar to (79.3)AT5G25510| Symbols:  | serine/threonine protein phosphatase 2A (PP2A) regulatory subunit B', putative | chr5:8882731-8884328 REVERSEnot assigned B56 	protein.postranslational modification	29_4

CUST_1586_PI404877155	2	-0.16466904	-0.049253464	0.24220276	-0.003417015	0.028762817	0.0034160614	Contig11784_at	putative proteophosphoglycan [Oryza sativa (japonica cultivar-group)] gb|AAP54582.1| putative proteophosphoglycan [Oryza sativa (japonica	NP_922295.1	zinc finger (CCCH-type) family protein	At3g51120.1	protein Plus-3 domain, putative	Os03g02160	NONE	RNA.regulation of transcription.C3H zinc finger family	27_3_12

CUST_76855_PI403524517	2	-0.10975933	0.3068905	0.29173565	-0.1487503	0.10975933	-0.23085785	35_22031	Rep: OSIGBa0131J24.1 protein - Oryza sativa (Rice)	UniRef90_Q01MU2	CHR4V7|COORD:14192694..14193974| flavin-containing monooxygenase family protein / FMO family protein	AT4G28720.1	CHR04V5|COORD:1803208..1801085|protein disulfide oxidoreductase/ monooxygenase/ oxidoreductase, putative, expressed	LOC_Os04g03980.1	no descriptionvery weakly similar to (81.3)AT4G28720| Symbols:  | flavin-containing monooxygenase family protein / FMO family protein | chr4:14192694-14193974 FORWARDnot assigned	misc.oxidases - copper, flavone etc.	26_7

CUST_150335_PI403524517	2	-0.067032814	0.11908436	5.41687E-4	-5.4073334E-4	0.16395378	-0.21693993	35_42057	"Cluster: Os01g0604300 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os01g0604300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JLF4		0	CHR01V5|COORD:24128122..24128834|protein hypothetical protein	LOC_Os01g41970.1	no description	not assigned.unknown	35_2

CUST_3687_PI404877155	2	0.071603775	-0.33927345	0.011507034	-0.028564453	-0.011507988	0.022681236	Contig1424_at	methionine synthase protein [Sorghum bicolor]	AAL73979.1	5- methyltetrahydropteroyltriglutamate--homocysteine methyltransferase / vitamin-B12-independent methionine	At5g17920.1	protein 5-methyltetrahydropteroyltriglutamate--homocysteine S-methyltransferase	Os12g42890	8 methionine synthase protein	amino acid metabolism.synthesis.aspartate family.methionine	13_1_3_4

CUST_18307_PI403524517	2	-0.0057353973	0.1727705	-0.19943428	-0.12786007	0.0057353973	0.02405262	35_5293	"Cluster: At1g47570; n=1; Oryza sativa (japonica cultivar-group)|Rep: At1g47570 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53PH3	CHR1V7|COORD:17481359..17485669| zinc finger (C3HC4-type RING finger) family protein	AT1G47570.1	CHR11V5|COORD:3745176..3751103|protein zinc finger, C3HC4 type family protein, expressed	LOC_Os11g07450.2	no descriptionmoderately similar to ( 394)AT1G47570| Symbols:  | protein binding / zinc ion binding | chr1:17481418-17485669 FORWARDnot assigned not assigned not assigned RING RING zf-C3HC4	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_149743_PI403524517	2	-0.0021624565	0.34362745	0.0021624565	-0.25694418	0.9032793	-0.78462887	35_41892	"Cluster: OSJNBa0040D17.2 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0040D17.2 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7X917	CHR4V7|COORD:13750674..13751825| plastocyanin-like domain-containing protein	AT4G27520.1	CHR04V5|COORD:6244070..6242591|protein F-box domain containing protein, expressed	LOC_Os04g11450.1	no descriptionnot assigned Tymo_45kd_70kd	not assigned.unknown	35_2

CUST_92467_PI403524517	2	-0.0098724365	-0.08455086	-0.0039014816	0.049160004	0.003900528	0.05125618	35_26440	"Cluster: RNA recognition motif (RRM)-containing protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: RNA recognition motif (RRM)-containing protein-li"	UniRef90_Q6YWP9	"CHR1V7|COORD:22808660..22809983| similar to protein kinase-related [Arabidopsis thaliana] (TAIR:AT1G63600.1); similar to receptor-like protein"	AT1G61750.1	CHR02V5|COORD:30439027..30442556|protein RNA recognition motif family protein, expressed	LOC_Os02g49820.1	no description	not assigned.unknown	35_2

CUST_13550_PI403524517	2	-0.024636269	-0.46293545	0.092152596	0.034287453	-0.17340994	0.024636269	35_3885	"Cluster: Os01g0764900 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0764900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JJ18	CHR4V7|COORD:17643678..17645723| formamidase, putative / formamide amidohydrolase, putative	AT4G37550.1	CHR01V5|COORD:32556509..32553005|protein acetamidase, putative, expressed	LOC_Os01g55950.1	no descriptionhighly similar to ( 538)AT4G37550| Symbols:  | formamidase | chr4:17643678-17645243 FORWARDFmdA_AmdA COG2421	misc.misc2	26_1

CUST_84671_PI403524517	2	0.008929253	0.46635818	-0.040046692	-0.008930206	-0.44785213	0.023111343	35_24262	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_16757_PI403524517	2	-0.033099174	-0.4234743	0.11001301	0.18647194	-0.016488075	0.016488075	35_4839	"Cluster: LMBR1 integral membrane protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: LMBR1 integral membrane protein-like - Oryza sativa (japonica cu"	UniRef90_Q6Z7V1	CHR5V7|COORD:26107040..26111563| LMBR1 integral membrane family protein	AT5G65290.1	CHR02V5|COORD:31917924..31925110|protein LMBR1-like conserved region family protein, expressed	LOC_Os02g52160.1	no descriptionweakly similar to ( 161)AT5G65290| Symbols:  | LMBR1 integral membrane family protein | chr5:26107040-26110843 FORWARDnot assigned	not assigned.no ontology	35_1

CUST_1160_PI404877155	2	-0.28539085	0.0057401657	0.19984531	-0.0057401657	0.23424149	-0.24921608	Contig11225_at	Unknown protein [Oryza sativa (japonica cultivar-group)] gb|AAO13484.1| Unknown protein [Oryza sativa (japonica cultivar-group)]	AAN65440.1	expressed protein	At1g19180.1	protein hypothetical protein	Os03g08330	NONE	RNA.regulation of transcription.C2C2(Zn) GATA transcription factor family	27_3_09

CUST_53384_PI403524517	2	-0.028842926	0.12067318	-0.017520905	-0.007709503	0.029838562	0.007709503	35_15188	"Cluster: Mitochondrial phosphate transporter; n=1; Oryza sativa (japonica cultivar-group)|Rep: Mitochondrial phosphate transporter - Oryza sativa (japonica cult"	UniRef90_O80414	CHR5V7|COORD:4531061..4532967| mitochondrial phosphate transporter	AT5G14040.1	CHR02V5|COORD:32317463..32313498|protein phosphate carrier protein, mitochondrial precursor, putative, expressed	LOC_Os02g52860.1	 no descriptionhighly similar to ( 550)AT5G14040| Symbols:  | mitochondrial phosphate transporter | chr5:4531061-4532967 REVERSEvery weakly similar to (70.9)BT1_MAIZEProtein brittle-1, chloroplast precursor - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Mito_carr PRK07764 PRK12323 PRK07003 Atrophin-1 Extensin_2 PRK12678 DUF1421 Protamine_P1 TT_ORF1 HPC2 Tymo_45kd_70kd 	transport.metabolite transporters at the mitochondrial membrane	34_9

CUST_96741_PI403524517	2	-0.34254885	0.36859512	0.7162156	-0.20353365	0.20353413	-0.34798145	35_27632	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_179119_PI403524517	2	0.05603981	-0.2704382	-0.06826973	-0.025373459	0.0299654	0.025373459	35_49819	"Cluster: OsTATC protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OsTATC protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q9AVE6	CHR2V7|COORD:83786..85088| APG2 (ALBINO AND PALE GREEN 2)	AT2G01110.1	CHR01V5|COORD:17673251..17668048|protein expressed protein	LOC_Os01g31680.2	 no descriptionvery weakly similar to (70.9)AT2G01110| Symbols: UNE3, PGA2, TATC, APG2 | APG2 (ALBINO AND PALE GREEN 2) | chr2:83786-85088 REVERSETatC TatC 	not assigned.no ontology	35_1

CUST_101063_PI403524517	2	0.10261965	0.20428562	0.24024343	-0.10261965	-0.27593184	-0.20538712	35_28844	"Cluster: Putative kinesin-related protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative kinesin-related protein - Oryza sativa (japonica cultivar-g"	UniRef90_Q8H7Q9	"CHR1V7|COORD:7773362..7780575| similar to F-box family protein [Arabidopsis thaliana] (TAIR:AT1G22000.1); similar to putative myosin [Oryza sativa (japonica"	AT1G22060.1	CHR03V5|COORD:418686..425933|protein expressed protein	LOC_Os03g01710.1	no description	not assigned.unknown	35_2

CUST_15462_PI399408534	2	-0.41201496	0.09863329	-0.08561897	0.085618496	-0.39300203	1.671114	35_3822	"Cluster: Os03g0194300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os03g0194300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DUC4	CHR2V7|COORD:1704295..1705605| auxin-responsive protein-related	AT2G04850.1	CHR03V5|COORD:4882866..4881099|protein dopamine beta-monooxygenase, putative, expressed	LOC_Os03g09850.1	no descriptionweakly similar to ( 144)AT2G04850| Symbols:  | auxin-responsive protein-related | chr2:1704295-1705605 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned TT_ORF1 PRK12678	hormone metabolism.auxin.induced-regulated-responsive-activated	17_2_3

CUST_14380_PI403524517	2	-0.0038547516	0.18546486	0.0038547516	-0.015892029	-0.061365128	0.01760292	35_4129	"Cluster: Os10g0181200 protein; n=5; Oryza sativa (japonica cultivar-group)|Rep: Os10g0181200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IYQ0	CHR4V7|COORD:16599981..16605999| binding	AT4G34830.1	CHR10V5|COORD:5351623..5343540|protein expressed protein	LOC_Os10g10170.2	no descriptionhighly similar to ( 713)AT4G34830| Symbols:  | binding | chr4:16599981-16605999 REVERSEweakly similar to ( 122)RF1_ORYSA	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_131364_PI403524517	2	0.06566429	0.1439724	0.040061474	-0.10058594	-0.04006195	-0.17686462	35_36894	"Cluster: Os12g0595000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os12g0595000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IM66	CHR5V7|COORD:13911171..13914051| EXS family protein / ERD1/XPR1/SYG1 family protein	AT5G35730.1	CHR12V5|COORD:24947521..24942252|protein EXS, C-terminal, putative, expressed	LOC_Os12g40340.1	no descriptionweakly similar to ( 159)AT5G35730| Symbols:  | EXS family protein / ERD1/XPR1/SYG1 family protein | chr5:13911171-13914051 FORWARDnot assigned	not assigned.no ontology	35_1

CUST_62283_PI403524517	2	-0.06541538	-0.14160252	0.04466343	-0.0035943985	0.027400017	0.0035943985	35_17758	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QW42	CHR1V7|COORD:9246844..9248040| similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABA96148.1)	AT1G26750.1	CHR12V5|COORD:5691855..5695260|protein expressed protein	LOC_Os12g10650.1	no descriptionweakly similar to ( 182)AT1G26750| Symbols:  | similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABA96148.1) | chr1:9246844-9248040 FORWARD	not assigned.unknown	35_2

CUST_54014_PI403524517	2	-0.36716366	-0.41414833	0.18645668	0.17129993	0.36786556	-0.17129993	35_15372	"Cluster: Glutamyl-tRNA reductase 3, chloroplast precursor; n=1; Hordeum vulgare|Rep: Glutamyl-tRNA reductase 3, chloroplast precursor - Hordeum vulgare (Barley)"	UniRef90_O65796	"CHR1V7|COORD:21627693..21629716| HEMA1; glutamyl-tRNA reductase"	AT1G58290.1	CHR10V5|COORD:18832897..18829486|protein glutamyl-tRNA reductase, chloroplast precursor, putative, expressed	LOC_Os10g35840.1	" no descriptionhighly similar to ( 625)AT1G58290| Symbols: HEMA1 | HEMA1; glutamyl-tRNA reductase | chr1:21627693-21629716 REVERSEhighly similar to ( 938)HEM13_HORVUGlutamyl-tRNA reductase 3, chloroplast precursor - Hordeum vulgare (Barley)hemA HemA GlutR_N Shikimate_DH GlutR_dimer hemA AroE aroE F420_oxidored "	tetrapyrrole synthesis.glu-tRNA reductase	19_2

CUST_139913_PI403524517	2	0.13187027	-0.04037571	-0.07367325	0.04386711	0.040374756	-0.21238518	35_39237	"Cluster: Starch synthase 1, chloroplast precursor; n=5; Triticeae|Rep: Starch synthase 1, chloroplast precursor - Triticum aestivum (Wheat)"	UniRef90_Q43654	"CHR5V7|COORD:8266937..8270863| SSI (STARCH SYNTHASE I); transferase, transferring glycosyl groups"	AT5G24300.1	CHR06V5|COORD:3085809..3078060|protein soluble starch synthase 1, chloroplast precursor, putative, expressed	LOC_Os06g06560.1	" no descriptionmoderately similar to ( 265)AT5G24300| Symbols: SSI, ATSS1 | SSI (STARCH SYNTHASE I); transferase, transferring glycosyl groups | chr5:8266937-8270863 FORWARDmoderately similar to ( 327)SSY1_WHEATStarch synthase 1, chloroplast precursor - Triticum aestivum (Wheat)Glyco_transf_5 glgA GlgA "	major CHO metabolism.synthesis.starch.starch synthase	2_1_2_2

CUST_49006_PI403524517	2	0.024822235	-0.4286995	-0.064115524	0.0960598	0.11588287	-0.024820328	35_13990	Rep: Histone H2B.4 - Triticum aestivum (Wheat)	UniRef90_Q43215	CHR2V7|COORD:15743910..15744326| histone H2B, putative	AT2G37470.1	CHR01V5|COORD:2845932..2841231|protein core histone H2A/H2B/H3/H4 family protein, expressed	LOC_Os01g05970.1	 no descriptionweakly similar to ( 182)AT5G22880| Symbols:  | histone H2B, putative | chr5:7652133-7652570 REVERSEweakly similar to ( 186)H2B4_WHEATHistone H2B.4 - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned H2B Histone Tymo_45kd_70kd Protamine_P1 TT_ORF1 PRK07764 	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_95110_PI403524517	2	0.420537	0.7993784	0.02876997	-0.028770447	-0.10874939	-0.10462189	35_27180	"Cluster: FHA domain containing protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: FHA domain containing protein, expressed - Oryza sativa (jap"	UniRef90_Q10SC2	CHR2V7|COORD:18744128..18748764| forkhead-associated domain-containing protein / FHA domain-containing protein	AT2G45460.1	CHR03V5|COORD:1537496..1531652|protein FHA domain containing protein, expressed	LOC_Os03g03560.1	no descriptionvery weakly similar to (88.6)AT2G45460| Symbols:  | forkhead-associated domain-containing protein / FHA domain-containing protein | chr2:18744128-18748764 REVERSEPRK12323	not assigned.no ontology	35_1

CUST_5075_PI403524517	2	-0.41788387	-0.17705345	0.42451382	0.17705345	0.6848726	-0.21997738	35_1396	"Cluster: Putative zinc-binding protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative zinc-binding protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z8A4	CHR1V7|COORD:11827568..11829424| zinc-binding family protein	AT1G32700.1	CHR02V5|COORD:28430833..28429188|protein expressed protein	LOC_Os02g46610.1	no descriptionmoderately similar to ( 246)AT1G32700| Symbols:  | zinc-binding family protein | chr1:11827966-11829424 FORWARDnot assigned not assigned not assigned not assigned PLATZ PRK12678 PRK12323 PRK07003	not assigned.no ontology	35_1

CUST_4604_PI404877155	2	-0.08746147	0.050608635	-0.14004326	0.18373299	-0.013373375	0.013373375	Contig15714_at	Ser/Thr protein kinase-like protein [Oryza sativa (japonica cultivar-group)] dbj|BAC06279.1| receptor protein kinase PERK1-like protein [Ory	NP_918833.1	serine/threonine protein kinase (RFK3)	At2g48010.1	protein Protein kinase domain, putative	Os01g28730	"RECEPTOR-LIKE KINASE IN IN FLOWERS 3;RKF3;serine/threonine protein kinase (RFK3), identical to receptor-like serine/threonine kinase (Arabidopsis thaliana) gi:2465927:gb:AAC50045"	signalling.receptor kinases.RKF3 like	30_2_23

CUST_109975_PI403524517	2	-0.04763317	0.027648926	-0.0046453476	0.0046453476	0.050912857	-0.05016327	35_31249	"Cluster: 40S ribosomal protein S29; n=4; BEP clade|Rep: 40S ribosomal protein S29 - Triticum aestivum (Wheat)"	UniRef90_Q5I7K3	CHR3V7|COORD:15811162..15812119| 40S ribosomal protein S29 (RPS29B)	AT3G44010.1	CHR11V5|COORD:24472318..24474072|protein 40S ribosomal protein S29, putative, expressed	LOC_Os11g41610.1	no descriptionweakly similar to ( 122)AT4G33865| Symbols:  | 40S ribosomal protein S29 (RPS29C) | chr4:16233400-16234119 REVERSEnot assigned rps14P Ribosomal_S14 RpsN	protein.synthesis.misc ribososomal protein	29_2_2

CUST_23003_PI403524517	2	-0.030314445	0.0861845	-0.033623695	0.030314445	-0.048531532	0.05465603	35_6684	Rep: 4-alpha-L-fucosyltransferase - Oryza sativa (Rice)	UniRef90_Q2WBL8	"CHR1V7|COORD:27104007..27105759| FUT13 (fucosyltransferase 13); fucosyltransferase/ transferase, transferring glycosyl groups"	AT1G71990.1	CHR12V5|COORD:3582427..3586385|protein alpha-(1,4)-fucosyltransferase, putative, expressed	LOC_Os12g07290.1	" no descriptionmoderately similar to ( 472)AT1G71990| Symbols: ATFUT13, FUCTC, FT4-M, FUT13 | FUT13 (fucosyltransferase 13); fucosyltransferase/ transferase, transferring glycosyl groups | chr1:27104007-27105759 FORWARDnot assigned Glyco_transf_10 TT_ORF1 "	cell wall.hemicellulose synthesis	10_3

CUST_152936_PI403524517	2	0.04881096	0.19794178	-0.055293083	0.050042152	-0.29961538	-0.048811436	35_42745	"Cluster: Putative tetrafunctional protein of glyoxysomal fatty acid beta- oxidation; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative tetrafunctional p"	UniRef90_Q94CN1	"CHR3V7|COORD:2161932..2166015| MFP2 (MULTIFUNCTIONAL PROTEIN); enoyl-CoA hydratase"	AT3G06860.1	CHR01V5|COORD:13869753..13875774|protein glyoxysomal fatty acid beta-oxidation multifunctional protein MFP-a, putative, expressed	LOC_Os01g24680.2	" no descriptionweakly similar to ( 162)AT3G06860| Symbols: ATMPF2, MFP2 | MFP2 (MULTIFUNCTIONAL PROTEIN); enoyl-CoA hydratase | chr3:2161932-2166015 FORWARDweakly similar to ( 167)MFPA_BRANAGlyoxysomal fatty acid beta-oxidation multifunctional protein MFP-a [Includes: Enoyl-CoA hydratase/3-2-trans-enoyl-CoA isomerase/3-hydroxybutyryl-CoA epimerase - Brassica napus (Rape)not assigned PRK07658 CaiD PRK06688 PRK09076 PRK06144 ECH fadJ PRK06495 PRK05864 PRK05809 PRK06143 PRK06127 PRK07657 PRK07510 PRK05870 PRK03580 PRK08138 PRK08252 PRK07509 PRK08258 PRK05980 PRK07511 PRK07799 PRK06190 PRK05995 PRK06213 PRK07830 "	lipid metabolism.lipid degradation.beta-oxidation.mutifunctional	11_9_4_9

CUST_63651_PI403524517	2	0.21488667	-0.11313534	-0.20077705	0.02516985	-0.025169373	0.04290676	35_18172	"Cluster: AMP-binding enzyme family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: AMP-binding enzyme family protein, expressed - Oryza sat"	UniRef90_Q2R2L5	CHR1V7|COORD:18294856..18299309| LACS2 (LONG-CHAIN ACYL-COA SYNTHETASE 2)	AT1G49430.1	CHR11V5|COORD:20242430..20247171|protein acyl CoA synthetase, putative, expressed	LOC_Os11g35400.2	no descriptionmoderately similar to ( 371)AT1G49430| Symbols: LACS2 | LACS2 (LONG-CHAIN ACYL-COA SYNTHETASE 2) | chr1:18294856-18299309 FORWARDvery weakly similar to (73.9)4CL1_ORYSAnot assigned not assigned not assigned not assigned FAA1 AMP-binding CaiC PRK08974 PRK06188 PRK08316 PRK05677 PRK06145 PRK12492 PRK03640 PRK08180 PRK07059 PRK05605 PRK08162 PRK07787 PRK06710 PRK07786 PRK09088 PRK08751 PRK06839 PRK07770 PRK06219 PRK06178 PRK09029 PRK07684 PRK06087 PRK07514 PRK09089 PRK07656 PRK07771 PRK12583 PRK07470 PRK08315 PRK08633 PRK06187 PRK05852 PRK06155 PRK07529 PRK06368 caiC Acs PRK12582 EntF PRK07445 PRK06814 PRK08314 PRK05857 PRK07008 PRK06018 PRK06334 PRK08043 PRK12406 PRK06164 PRK05620	lipid metabolism.FA synthesis and FA elongation.long chain fatty acid CoA ligase	11_1_9

CUST_34209_PI403524517	2	0.09679222	0.015212059	-0.25892925	-0.015213013	0.030097008	-0.10413933	35_9862	0	0	CHR4V7|COORD:8646193..8650082| protease inhibitor/seed storage/lipid transfer protein (LTP) family protein	AT4G15160.1	0	0	no description	not assigned.unknown	35_2

CUST_169355_PI403524517	2	-0.1346755	0.088279724	-0.04514265	-0.015300274	0.028110981	0.015300751	35_47171	"Cluster: Putative tetrafunctional protein of glyoxysomal fatty acid beta- oxidation; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative tetrafunctional p"	UniRef90_Q94CN1	"CHR3V7|COORD:2161932..2166015| MFP2 (MULTIFUNCTIONAL PROTEIN); enoyl-CoA hydratase"	AT3G06860.1	CHR01V5|COORD:13869753..13875774|protein glyoxysomal fatty acid beta-oxidation multifunctional protein MFP-a, putative, expressed	LOC_Os01g24680.1	" no descriptionmoderately similar to ( 226)AT3G06860| Symbols: ATMPF2, MFP2 | MFP2 (MULTIFUNCTIONAL PROTEIN); enoyl-CoA hydratase | chr3:2161932-2166015 FORWARDmoderately similar to ( 234)MFPA_BRANAGlyoxysomal fatty acid beta-oxidation multifunctional protein MFP-a [Includes: Enoyl-CoA hydratase/3-2-trans-enoyl-CoA isomerase/3-hydroxybutyryl-CoA epimerase - Brassica napus (Rape)not assigned fadJ fadB PRK08268 "	lipid metabolism.lipid degradation.beta-oxidation.mutifunctional	11_9_4_9

CUST_59814_PI403524517	2	0.06042385	-0.4952631	-0.16880417	0.04563427	-0.0064878464	0.0064868927	35_17053	"Cluster: 2-oxoglutarate/malate translocator, chloroplast, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: 2-oxoglutarate/malate translocat"	UniRef90_Q2QPW3	"CHR5V7|COORD:4059930..4061922| DIT1 (DICARBOXYLATE TRANSPORTER 1); oxoglutarate:malate antiporter"	AT5G12860.1	CHR12V5|COORD:19976814..19980331|protein 2-oxoglutarate/malate translocator, chloroplast precursor, putative, expressed	LOC_Os12g33080.1	" no descriptionhighly similar to ( 649)AT5G12860| Symbols: DIT1 | DIT1 (DICARBOXYLATE TRANSPORTER 1); oxoglutarate:malate antiporter | chr5:4059930-4061922 REVERSEhighly similar to ( 658)SOT1_SPIOL2-oxoglutarate/malate translocator, chloroplast precursor - Spinacia oleracea (Spinach)not assigned Na_sulph_symp CitT ArsB_NhaD_permease SLC13_permease ArsB P_permease DctQ DctM ArsB_permease RhaT YbiR_permease MFS_1 CitMHS "	transport.metabolite transporters at the mitochondrial membrane	34_9

CUST_91496_PI403524517	2	0.089221	-0.035726547	-0.17972612	0.03572607	-0.43223858	0.040589333	35_26161	"Cluster: Os01g0836400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0836400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JHY3	CHR2V7|COORD:16431121..16436849| SAC3/GANP family protein	AT2G39340.1	CHR01V5|COORD:36171524..36181828|protein SAC3/GANP family protein, expressed	LOC_Os01g61930.2	no descriptionweakly similar to ( 126)AT2G39340| Symbols:  | SAC3/GANP family protein | chr2:16431121-16436849 FORWARDnot assigned	not assigned.no ontology	35_1

CUST_35655_PI403524517	2	-0.6618991	0.5352273	0.40313148	0.31217813	-0.6056361	-0.3121786	35_10282	Rep: Low temperature induced protein - Hordeum vulgare (Barley)	UniRef90_Q9ZTA6	0	0	0	0	no descriptionvery weakly similar to (84.3)CR14_HORVUCold-regulated protein BLT14 - Hordeum vulgare (Barley)	not assigned.unknown	35_2

CUST_36477_PI403524517	2	-0.011026382	-1.058095	0.02289486	0.06299114	0.011026382	-0.026690483	35_10519	"Cluster: Deoxycytidylate deaminase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Deoxycytidylate deaminase-like - Oryza sativa (japonica cultivar-group"	UniRef90_Q5JN09	CHR3V7|COORD:18000783..18003000| cytidine/deoxycytidylate deaminase family protein	AT3G48540.1	CHR01V5|COORD:32565828..32559883|protein deoxycytidylate deaminase, putative, expressed	LOC_Os01g55974.2	no descriptionvery weakly similar to (60.5)AT3G48540| Symbols:  | cytidine/deoxycytidylate deaminase family protein | chr3:18000783-18003000 REVERSE	nucleotide metabolism.degradation	23_2

CUST_105728_PI403524517	2	-0.44095325	-0.28043842	0.0278759	0.021849632	0.813375	-0.021849632	35_30107	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_58023_PI403524517	2	0.02467823	-0.14180088	-0.015480995	0.015480995	0.044459343	-0.088988304	35_16544	"Cluster: Os01g0763300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0763300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JJ30	"CHR5V7|COORD:2580589..2580984| similar to Os01g0763300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001044334.1); similar to unknown protein [Oryza"	AT5G08060.1	CHR01V5|COORD:32454901..32450095|protein expressed protein	LOC_Os01g55770.1	"no descriptionweakly similar to ( 110)AT5G08060| Symbols:  | similar to Os01g0763300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001044334.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD87355.1) | chr5:2580589-2580984 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07003 PRK12323 Herpes_BLLF1 Tymo_45kd_70kd PRK07764"	not assigned.no ontology	35_1

CUST_64288_PI403524517	2	-0.033755302	0.23813629	0.008381844	-0.00838089	0.07006359	-0.07740879	35_18353	"Cluster: Hypothetical protein OSJNBa0038P10.26; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0038P10.26 - Oryza sativa (japonica"	UniRef90_Q6Z1S0	"CHR1V7|COORD:5763492..5763977| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G78890.1); similar to At1g16840/F17F16.27-related [Medicago"	AT1G16840.2	CHR08V5|COORD:7905456..7910143|protein expressed protein	LOC_Os08g13320.1	"no descriptionvery weakly similar to (70.1)AT1G16840| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G78890.1); similar to At1g16840/F17F16.27-related [Medicago truncatula] (GB:ABE84583.1) | chr1:5763104-5763977 REVERSEnot assigned"	not assigned.unknown	35_2

CUST_153737_PI403524517	2	-0.6102433	-0.076871395	-0.21598244	0.21373129	0.48157167	0.07687092	35_42966	"Cluster: Putative aminoacyl-t-RNA synthetase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative aminoacyl-t-RNA synthetase - Oryza sativa (japonica cult"	UniRef90_Q5VRH2	CHR3V7|COORD:17774096..17781949| EDD1 (EMBRYO-DEFECTIVE-DEVELOPMENT 1)	AT3G48110.1	CHR06V5|COORD:232787..243624|protein glycyl-tRNA synthetase 2, chloroplast/mitochondrial precursor, putative, expressed	LOC_Os06g01400.1	 no descriptionweakly similar to ( 114)AT3G48110| Symbols: EDD, EDD1 | EDD1 (EMBRYO-DEFECTIVE-DEVELOPMENT 1) | chr3:17774096-17781949 FORWARDGlyS glyS 	protein.aa activation.glycine-tRNA ligase	29_1_14

CUST_12730_PI399408534	2	-0.22274876	-0.5367527	0.21973133	-0.06835747	0.17747879	0.06835747	35_1731	"Cluster: Putative homeodomain leucine zipper protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative homeodomain leucine zipper protein - Oryza sativ"	UniRef90_Q6YWR4	"CHR3V7|COORD:182655..184041| ATHB-1 (Homeobox-leucine zipper protein HAT5); transcription factor"	AT3G01470.1	CHR02V5|COORD:30375434..30377792|protein homeodomain leucine zipper protein CPHB-5, putative, expressed	LOC_Os02g49700.1	" no descriptionweakly similar to ( 167)AT3G01470| Symbols: ATHB1, HD-ZIP-1, HAT5, ATHB-1 | ATHB-1 (Homeobox-leucine zipper protein HAT5); transcription factor | chr3:182655-184041 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Homeobox HOX homeodomain PRK12678 Tymo_45kd_70kd PRK07764 PRK12323 PRK07003 HALZ APC_basic DUF1509 COG5576 Atrophin-1 infB PRK09169 Herpes_UL56 DUF566 "	RNA.regulation of transcription.HB,Homeobox transcription factor family	27_3_22

CUST_25818_PI403524517	2	0.014113426	0.332366	0.11298084	-0.17014694	-0.123220444	-0.014113426	35_7484	0	0	0	0	CHR06V5|COORD:31088545..31082206|protein expressed protein	LOC_Os06g51330.2	no description	not assigned.unknown	35_2

CUST_85648_PI403524517	2	0.09860802	0.031634808	0.038105965	-0.031635284	-0.15217447	-0.14144373	35_24531	Rep: H0402C08.4 protein - Oryza sativa (Rice)	UniRef90_Q259J4	CHR3V7|COORD:6984061..6987951| protein arginine N-methyltransferase family protein	AT3G20020.1	CHR04V5|COORD:34362020..34366822|protein protein arginine N-methyltransferase 6, putative, expressed	LOC_Os04g58060.2	no descriptionmoderately similar to ( 299)AT3G20020| Symbols:  | protein arginine N-methyltransferase family protein | chr3:6984061-6987951 REVERSEnot assigned not assigned	misc.O- methyl transferases	26_6

CUST_99668_PI403524517	2	-0.11109352	0.11109352	0.6548457	-0.35892248	0.45446205	-0.14310312	35_28451	"Cluster: Putative NBS-LRR resistance protein; n=1; Aegilops tauschii|Rep: Putative NBS-LRR resistance protein - Aegilops tauschii (Tausch's goatgrass) (Aegilops"	UniRef90_Q8LKP5	CHR3V7|COORD:2226250..2229030| RPM1 (RESISTANCE TO P. SYRINGAE PV MACULICOLA 1)	AT3G07040.1	CHR11V5|COORD:19959841..19963404|protein stripe rust resistance protein Yr10, putative, expressed	LOC_Os11g34920.1	 no descriptionvery weakly similar to (86.7)AT3G07040| Symbols: RPS3, RPM1 | RPM1 (RESISTANCE TO P. SYRINGAE PV MACULICOLA 1) | chr3:2226250-2229030 REVERSEnot assigned NB-ARC 	stress.biotic	20_1

CUST_98633_PI403524517	2	0.010304928	-0.30003452	-0.060326576	0.2740388	-0.010304451	1.162869	35_28156	"Cluster: Putative H(+)-transporting ATP synthase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative H(+)-transporting ATP synthase - Oryza sativa (japon"	UniRef90_Q6Z8K7	CHR4V7|COORD:6100796..6101500| ATP synthase delta chain, chloroplast, putative / H(+)-transporting two-sector ATPase, delta (OSCP) subunit, putative	AT4G09650.1	CHR02V5|COORD:31521051..31522672|protein ATP synthase delta chain, chloroplast precursor, putative, expressed	LOC_Os02g51470.3	 no descriptionweakly similar to ( 152)AT4G09650| Symbols:  | ATP synthase delta chain, chloroplast, putative / H(+)-transporting two-sector ATPase, delta (OSCP) subunit, putative | chr4:6100796-6101500 FORWARDmoderately similar to ( 220)ATPD_SORBIATP synthase delta chain, chloroplast precursor - Sorghum bicolor (Sorghum) (Sorghum vulgare)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned OSCP PRK05758 AtpH atpD Tymo_45kd_70kd APC_basic PRK09169 DUF566 PRK07003 HPC2 	PS.lightreaction.ATP synthase	1_1_4

CUST_581_PI403524517	2	-0.005460739	-0.76581573	0.005460739	0.19183445	0.1040926	-0.6638956	35_153	"Cluster: LHCI-680, photosystem I antenna protein; n=2; Pooideae|Rep: LHCI-680, photosystem I antenna protein - Hordeum vulgare (Barley)"	UniRef90_Q43485	"CHR3V7|COORD:22756711..22758007| LHCA2 (Photosystem I light harvesting complex gene 2); chlorophyll binding"	AT3G61470.1	CHR07V5|COORD:23355989..23357999|protein chlorophyll a-b binding protein, chloroplast precursor, putative, expressed	LOC_Os07g38960.1	" no descriptionmoderately similar to ( 418)AT3G61470| Symbols: LHCA2 | LHCA2 (Photosystem I light harvesting complex gene 2); chlorophyll binding | chr3:22756711-22758007 FORWARDmoderately similar to ( 419)CB12_PETHYChlorophyll a-b binding protein, chloroplast precursor - Petunia hybrida (Petunia)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Chloroa_b-bind PRK07764 DUF566 PRK07003 PRK12323 Herpes_BLLF1 Atrophin-1 APC_basic Tymo_45kd_70kd Pneumo_att_G MARCKS "	PS.lightreaction.photosystem II.LHC-II	1_1_1_1

CUST_34427_PI399408534	2	0.12782669	-0.051734447	-0.3263402	0.051734924	-0.10279608	0.44419956	35_3144	"Cluster: Growth-regulating factor 11; n=1; Oryza sativa (japonica cultivar-group)|Rep: Growth-regulating factor 11 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6AWX8	CHR3V7|COORD:4608533..4610167| AtGRF5 (GROWTH-REGULATING FACTOR 5)	AT3G13960.1	CHR07V5|COORD:16620853..16623597|protein growth-regulating factor, putative, expressed	LOC_Os07g28430.1	no descriptionvery weakly similar to (80.9)AT3G13960| Symbols: AtGRF5 | AtGRF5 (GROWTH-REGULATING FACTOR 5) | chr3:4608533-4610167 FORWARDWRC QLQ	RNA.regulation of transcription.General Transcription	27_3_50

CUST_146623_PI403524517	2	0.069200516	-0.37361908	0.028459549	-0.028459549	-0.114209175	0.036325455	35_41042	"Cluster: Putative sentrin-specific protease; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative sentrin-specific protease - Oryza sativa (japonica cultiv"	UniRef90_Q75K43	"CHR4V7|COORD:9012784..9015812| ESD4 (EARLY IN SHORT DAYS 4); cysteine-type peptidase"	AT4G15880.1	CHR03V5|COORD:16843657..16847617|protein sentrin-specific protease 2, putative, expressed	LOC_Os03g29630.1	"no descriptionvery weakly similar to (77.4)AT4G15880| Symbols: ESD4 | ESD4 (EARLY IN SHORT DAYS 4); cysteine-type peptidase | chr4:9012784-9015812 FORWARDnot assigned"	protein.degradation.cysteine protease	29_5_3

CUST_69477_PI403524517	2	0.44569063	-0.47841978	-0.0027213097	0.23748064	-0.05983591	0.0027213097	35_19881	"Cluster: Putative heat-shock protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative heat-shock protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q655N4	CHR1V7|COORD:3921056..3924347| heat shock protein, putative	AT1G11660.1	CHR06V5|COORD:28285536..28292448|protein heat shock protein Hsp88, putative, expressed	LOC_Os06g46600.2	no descriptionmoderately similar to ( 470)AT1G11660| Symbols:  | ATP binding | chr1:3921056-3924347 FORWARDweakly similar to ( 116)BIP_SPIOLLuminal-binding protein precursor - Spinacia oleracea (Spinach)not assigned not assigned not assigned not assigned not assigned HSP70 DnaK dnaK hscA dnaK	stress.abiotic.heat	20_2_1

CUST_58049_PI403524517	2	-0.1390152	-0.15551472	-0.00813961	0.008138657	0.021335602	0.032201767	35_16553	"Cluster: Putative fumarylacetoacetate hydrolase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative fumarylacetoacetate hydrolase - Oryza sativa (japonic"	UniRef90_Q6H7M1	CHR1V7|COORD:4072902..4075854| fumarylacetoacetase, putative	AT1G12050.1	CHR02V5|COORD:5418652..5414913|protein fumarylacetoacetase, putative, expressed	LOC_Os02g10310.1	 no descriptionhighly similar to ( 652)AT1G12050| Symbols:  | fumarylacetoacetase, putative | chr1:4072902-4075854 FORWARDnot assigned DUF1969 FAA_hydrolase MhpD 	amino acid metabolism.degradation.aromatic aa.tyrosine	13_2_6_2

CUST_87427_PI403524517	2	-0.0011453629	0.120464325	0.0011453629	-0.0124435425	-0.11262512	0.05140114	35_25030	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_35538_PI403524517	2	-0.03380251	0.033802032	0.03739786	-0.23037863	2.174343	-0.17026567	35_10247	"Cluster: Os05g0388400 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0388400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DII1	"CHR3V7|COORD:7380440..7383880| NADK1 (NAD kinase 1); NAD+ kinase/ NADH kinase/ calmodulin binding"	AT3G21070.1	CHR05V5|COORD:18696550..18703677|protein NAD kinase 3, putative, expressed	LOC_Os05g32210.1	" no descriptionvery weakly similar to (99.0)AT3G21070| Symbols: ATNADK-1, NADK1 | NADK1 (NAD kinase 1); NAD+ kinase/ NADH kinase/ calmodulin binding | chr3:7380440-7383880 REVERSEmoderately similar to ( 223)NADK3_ORYSA"	not assigned.no ontology	35_1

CUST_171819_PI403524517	2	0.039621353	0.306139	-0.039620876	-0.1646576	0.42711067	-0.15401745	35_47870	"Cluster: Putative urease accessory protein D; n=2; Arabidopsis thaliana|Rep: Putative urease accessory protein D - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q7Y0S0	"CHR2V7|COORD:14770466..14772124| URED (urease accessory protein D); nickel ion binding"	AT2G35035.1	CHR02V5|COORD:3995073..3992040|protein nickel ion binding protein, putative, expressed	LOC_Os02g07670.1	"no descriptionmoderately similar to ( 303)AT2G35035| Symbols: URED | URED (urease accessory protein D); nickel ion binding | chr2:14770466-14772124 REVERSEUreH UreD"	amino acid metabolism.degradation.glutamate family.arginine	13_2_2_3

CUST_35498_PI403524517	2	0.12158871	0.013879776	-0.3232956	-0.15145493	-0.013879776	0.08009052	35_10237	0	0	0	0	CHR09V5|COORD:19710356..19712446|protein double-stranded RNA binding motif family protein, expressed	LOC_Os09g33460.2	no description	not assigned.unknown	35_2

CUST_117927_PI403524517	2	0.13032484	-0.117518425	0.3371396	0.117518425	-0.5436497	-0.53881884	35_33403	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_32407_PI403524517	2	-0.09829903	-0.0596056	0.005261421	-0.0052604675	0.00932312	0.0987072	35_9345	"Cluster: Putative glycogenin 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative glycogenin 1 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K1S5	CHR5V7|COORD:6131309..6133789| glycogenin glucosyltransferase (glycogenin)-related	AT5G18480.1	CHR02V5|COORD:24893654..24899193|protein glycosyl transferase family 8 protein, expressed	LOC_Os02g41520.1	no descriptionvery weakly similar to (77.0)AT5G18480| Symbols: PGSIP6 | glycogenin glucosyltransferase (glycogenin)-related | chr5:6131309-6133789 REVERSE	not assigned.no ontology	35_1

CUST_18333_PI399408534	2	-0.5092726	1.5189772	0.16807842	-0.72032976	-0.16807795	0.78053284	35_1541	"Cluster: Os08g0190200 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os08g0190200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J7I6	CHR4V7|COORD:13554989..13557769| RNA-binding protein 45 (RBP45), putative	AT4G27000.1	CHR08V5|COORD:5266827..5261666|protein expressed protein	LOC_Os08g09100.1	"no descriptionweakly similar to ( 141)AT1G11650| Symbols: ATRBP45B | ATRBP45B; RNA binding | chr1:3914895-3917301 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned RRM RRM_1 COG0724"	RNA.regulation of transcription.unclassified	27_3_99

CUST_23746_PI403524517	2	0.34213066	-0.87650204	-0.19956303	0.36479187	-0.055734634	0.055735588	35_6900	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_137518_PI403524517	2	-0.08557987	-0.0018806458	0.2730465	0.0018815994	0.12664223	-0.009735107	35_38565	Rep: Cellulose synthase-9 - Zea mays (Maize)	UniRef90_Q9LLI1	"CHR5V7|COORD:1530402..1535091| CESA3 (CELLULASE SYNTHASE 3); cellulose synthase/ transferase, transferring glycosyl groups"	AT5G05170.1	CHR07V5|COORD:5857018..5851011|protein CESA8 - cellulose synthase, expressed	LOC_Os07g10770.1	" no descriptionmoderately similar to ( 255)AT5G05170| Symbols: CESA3, IXR1, ATCESA3, ATH-B, CEV1 | CESA3 (CELLULASE SYNTHASE 3); cellulose synthase/ transferase, transferring glycosyl groups | chr5:1530402-1535091 REVERSECellulose_synt "	cell wall.cellulose synthesis.cellulose synthase	10_2_1

CUST_148464_PI403524517	2	0.31851244	0.5645633	-0.00778389	-0.16128826	-0.55333376	0.0077843666	35_41533	"Cluster: Putative plasma membrane Na+/H+ antiporter; n=1; Triticum aestivum|Rep: Putative plasma membrane Na+/H+ antiporter - Triticum aestivum (Wheat)"	UniRef90_Q4L224	"CHR2V7|COORD:457069..463144| SOS1 (SALT OVERLY SENSITIVE 1); sodium:hydrogen antiporter"	AT2G01980.1	CHR12V5|COORD:27474874..27460759|protein sodium/hydrogen exchanger 7, putative, expressed	LOC_Os12g44360.4	" no descriptionweakly similar to ( 114)AT2G01980| Symbols: ATSOS1, SOS1 | SOS1 (SALT OVERLY SENSITIVE 1); sodium:hydrogen antiporter | chr2:457069-463144 FORWARD"	transport.unspecified cations	34_14

CUST_9435_PI399408534	2	0.2272749	0.29782152	-0.007730007	-0.7873955	-1.3339496	0.007730007	35_9391	"Cluster: Putative transcription factor X1; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative transcription factor X1 - Oryza sativa (japonica cultivar-g"	UniRef90_Q9SBW2	CHR3|COORD:18041854..18045014| XH/XS domain-containing protein / XS zinc finger domain-containing protein, contains Pfam domains PF03469: XH domain, PF03468: XS	AT3G48670.2	CHR01V5|COORD:25689936..25694009|protein transcription factor X1, putative, expressed	LOC_Os01g44230.2	no descriptionweakly similar to ( 151)AT3G48670| Symbols:  | XH/XS domain-containing protein / XS zinc finger domain-containing protein | chr3:18042225-18044600 FORWARDXS	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_81789_PI403524517	2	0.16566849	0.024640083	-0.024640083	-0.18156433	0.05317974	-0.14099216	35_23460	"Cluster: Hypothetical protein P0544B02.31; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0544B02.31 - Oryza sativa (japonica"	UniRef90_Q6ETK3	CHR4V7|COORD:15406691..15408595| protein phosphatase 2C, putative / PP2C, putative	AT4G31860.1	CHR02V5|COORD:4449774..4454801|protein protein phosphatase 2C isoform gamma, putative, expressed	LOC_Os02g08364.1	 no descriptionmoderately similar to ( 378)AT4G31860| Symbols:  | protein phosphatase 2C, putative / PP2C, putative | chr4:15406691-15408595 REVERSEnot assigned not assigned not assigned not assigned not assigned PP2Cc PP2Cc PP2C PTC1 	protein.postranslational modification	29_4

CUST_47683_PI403524517	2	-0.013466835	-0.57214737	-0.10051155	0.013466835	0.106824875	0.046689987	35_13644	"Cluster: Os01g0835900 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0835900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JHY5	CHR5V7|COORD:24068875..24069186| histone H4	AT5G59690.1	CHR10V5|COORD:20690219..20689571|protein histone H4, putative, expressed	LOC_Os10g39410.1	no descriptionweakly similar to ( 162)AT5G59970| Symbols:  | histone H4 | chr5:24163578-24163889 REVERSEweakly similar to ( 162)H4_PEAHistone H4 - Pisum sativum (Garden pea)not assigned not assigned H4 H4 HHT1 Histone	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_11529_PI404877155	2	0.061460495	0.15052986	-0.0036849976	0.0036830902	-0.03299904	-0.036952972	Contig5226_at	salt tolerance protein 4 [Beta vulgaris]	CAC85245.1	RNA-binding protein, putative	At1g51510.1	protein salt tolerance protein 4	Os05g04850	"3.3_Fork head   T02485 FOXD2;"	RNA.RNA binding	27_4

CUST_150110_PI403524517	2	0.18178749	0.39418602	0.08847427	-0.08847332	-0.19882965	-0.17670536	35_41993	"Cluster: OSJNBb0045P24.2 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBb0045P24.2 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7X8A8	CHR1V7|COORD:11881790..11885823| protein binding / zinc ion binding	AT1G32810.2	CHR04V5|COORD:8106153..8097276|protein PHD-finger family protein, expressed	LOC_Os04g14510.2	no descriptionvery weakly similar to (84.0)AT1G32810| Symbols:  | protein binding / zinc ion binding | chr1:11881790-11885823 FORWARD	not assigned.unknown	35_2

CUST_81235_PI403524517	2	0.17745495	0.13506603	0.01919651	-0.26719093	-0.019196033	-0.08155823	35_23303	Rep: FIMBRIATA-like protein - Triticum aestivum (Wheat)	UniRef90_Q2L3U4	CHR3V7|COORD:5983205..5984326| F-box family protein	AT3G17480.1	CHR09V5|COORD:18363586..18367258|protein F-box protein interaction domain containing protein, expressed	LOC_Os09g30180.4	no descriptionvery weakly similar to (65.9)AT3G17480| Symbols:  | F-box family protein | chr3:5983205-5984326 FORWARD	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_80994_PI403524517	2	-0.63943386	-0.030007362	0.2990036	0.030006409	0.44486332	-0.32416725	35_23231	"Cluster: Os01g0699500 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0699500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JK35	"CHR5V7|COORD:22374078..22375424| MAPKKK15 (Mitogen-activated protein kinase kinase kinase 15); kinase"	AT5G55090.1	CHR01V5|COORD:29267774..29265818|protein mitogen-activated protein kinase kinase kinase 1, putative, expressed	LOC_Os01g50410.1	"no descriptionweakly similar to ( 172)AT5G55090| Symbols: MAPKKK15 | MAPKKK15 (Mitogen-activated protein kinase kinase kinase 15); kinase | chr5:22374078-22375424 REVERSEvery weakly similar to (74.7)M2K1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase Pkinase_Tyr TyrKc PTKc SPS1 PTKc_Jak_rpt2 PTKc_EGFR_like PTKc_Tyk2_rpt2 PTKc_Csk PTKc_Ack_like PTKc_Csk_like PTKc_Jak1_rpt2 PTKc_Chk PTKc_Jak2_Jak3_rpt2 PTKc_Syk_like PTKc_HER4 PTKc_HER2 PTKc_InsR_like PTKc_Fes_like PTKc_Src_like PTKc_Axl_like KIND PTKc_Srm_Brk PTKc_EGFR PTKc_Itk PTK_HER3 PTKc_Tie2 PTKc_Tec_like PTKc_Frk_like PTKc_TrkB PTKc_DDR PTKc_Trk PTKc_Zap-70 PTKc_Abl PTKc_Btk_Bmx PTK_Ryk PTKc_Tec_Rlk PTKc_Ror PTKc_FGFR PTKc_RET PTKc_FAK PTKc_DDR1 PTKc_Tie1 PTKc_InsR PTKc_Tyro3 PTKc_Tie PTKc_PDGFR PTKc_TrkC PTKc_Musk PTKc_EphR PTKc_FGFR3 PTKc_FGFR4 PTKc_TrkA PTKc_PDGFR_beta PTKc_FGFR1 PTKc_Aatyk PTKc_Ror1 PTKc_IGF-1R PTKc_Met_Ron PTKc_Fes PTKc_EphR_B PTKc_VEGFR PTKc_VEGFR2 PTKc_c-ros PTKc_Syk PTKc_EphR_A PTKc_Fer PTKc_Yes PTKc_FGFR2 PTK_CCK4 PTKc_Axl PTKc_Fyn_Yrk PTKc_Lyn PTK_Jak_rpt1 PTKc_VEGFR3 PTKc_Src PTKc_Aatyk1_Aatyk3 PTKc_Hck PTKc_CSF-1R PTKc_ALK_LTK PTKc_Lck_Blk PTKc_DDR2 PTKc_EphR_A2 PTKc_PDGFR_alpha PTKc_Aatyk2 PTKc_EphR_A10 PRK12678"	protein.postranslational modification	29_4

CUST_98444_PI403524517	2	0.02484703	0.26729298	0.08079243	-0.091508865	-0.1987257	-0.02484703	35_28106	0	0		0	CHR03V5|COORD:12793413..12798201|protein pre-mRNA-splicing factor SF2, putative, expressed	LOC_Os03g22380.1	no description	not assigned.unknown	35_2

CUST_61453_PI403524517	2	0.017122269	0.1781826	-0.12673092	-0.017122269	-0.098796844	0.041463852	35_17542	"Cluster: Serine O-acetyltransferase family protein, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Serine O-acetyltransferase family protein, expre"	UniRef90_Q10S58	"CHR2V7|COORD:7675320..7677308| AtSerat3;1 (SERINE ACETYLTRANSFERASE-106); acetyltransferase/ serine O-acetyltransferase"	AT2G17640.1	CHR03V5|COORD:1876420..1871935|protein serine acetyltransferase 2, putative, expressed	LOC_Os03g04140.1	" no descriptionmoderately similar to ( 383)AT2G17640| Symbols: SAT-106, AtSerat3;1 | AtSerat3;1 (SERINE ACETYLTRANSFERASE-106); acetyltransferase/ serine O-acetyltransferase | chr2:7675320-7677308 REVERSEnot assigned cysE CysE SATase_N PRK10191 WbbJ PRK05289 PaaY LbetaH LpxA DapD PRK10502 "	amino acid metabolism.synthesis.serine-glycine-cysteine group.cysteine.SAT	13_1_5_3_2

CUST_3803_PI403524517	2	0.008125305	-0.19769192	-0.109357834	0.023160934	0.013323784	-0.008125305	35_1040	Rep: Proteasome subunit alpha type 3 - Oryza sativa (Rice)	UniRef90_Q9LSU0	"CHR2V7|COORD:11535593..11537936| PAG1 (20S proteasome alpha subunit G1); peptidase"	AT2G27020.1	CHR05V5|COORD:24043469..24039230|protein proteasome subunit alpha type 3, putative, expressed	LOC_Os05g41180.1	"no descriptionmoderately similar to ( 411)AT2G27020| Symbols: PAG1 | PAG1 (20S proteasome alpha subunit G1); peptidase | chr2:11535593-11537936 REVERSEmoderately similar to ( 437)PSA3_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned proteasome_alpha_type_3 proteasome_alpha PRE1 PRK03996 Proteasome proteasome_alpha_archeal proteasome_protease_HslV proteasome_alpha_type_1 proteasome_alpha_type_5 proteasome_alpha_type_2 proteasome_alpha_type_6 proteasome_alpha_type_4 proteasome_alpha_type_7 Ntn_hydrolase proteasome_beta_archeal proteasome_beta proteasome_beta_type_7 proteasome_beta_type_6 proteasome_beta_type_1"	protein.degradation.ubiquitin.proteasom	29_5_11_20

CUST_118832_PI403524517	2	-0.0127391815	0.019978046	-0.41560745	0.012739658	-0.1931057	0.06657648	35_33636	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_57849_PI403524517	2	-0.39963722	0.38815117	0.14831448	0.110507965	-0.1857872	-0.11050701	35_16493	Rep: Serine/threonine-protein kinase SAPK2 - Oryza sativa (Rice)	UniRef90_Q84TC6	CHR1V7|COORD:29462350..29463802| serine/threonine protein kinase, putative	AT1G78290.2	CHR07V5|COORD:25716112..25720520|protein serine/threonine-protein kinase SAPK2, putative, expressed	LOC_Os07g42940.1	 no descriptionmoderately similar to ( 497)AT1G78290| Symbols:  | serine/threonine protein kinase, putative | chr1:29462350-29463802 REVERSEhighly similar to ( 601)SAPK2_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase SPS1 Pkinase_Tyr TyrKc PTKc PTKc_Jak_rpt2 PTKc_Tyk2_rpt2 PTKc_Jak1_rpt2 PTKc_Ack_like PTKc_Btk_Bmx PTKc_Jak2_Jak3_rpt2 PTKc_Tec_like PTKc_Csk_like PTKc_Itk PTKc_Syk_like PTKc_DDR PTKc_Tec_Rlk PTKc_InsR_like PTKc_EphR PTKc_Srm_Brk PTKc_Src_like PTKc_EGFR_like PTKc_Fes_like PTKc_EphR_A2 PTKc_EphR_A PTKc_EphR_B PTKc_Lck_Blk PTKc_Trk PTKc_Zap-70 PTKc_FGFR PTKc_Lyn PTKc_Csk PTKc_Ror PTKc_c-ros PTKc_FAK PTKc_Fes PTKc_Chk PTKc_VEGFR PTKc_VEGFR2 PTKc_Met_Ron PTK_Ryk PTK_CCK4 PTKc_Abl PTKc_Axl_like PTKc_PDGFR PTKc_Syk PTKc_VEGFR3 PTKc_Musk PTKc_Frk_like PTKc_TrkC PTKc_RET PTKc_TrkB PTKc_TrkA PTKc_Tie1 PTKc_Aatyk1_Aatyk3 PTKc_Tie PTKc_Fer PTKc_DDR2 PTKc_Aatyk PTKc_Axl PTKc_Hck PTKc_DDR_like PTKc_EGFR PTKc_HER4 PTKc_FGFR3 PTK_Jak_rpt1 PTKc_FGFR2 PTKc_EphR_A10 PTKc_FGFR4 PTKc_PDGFR_beta PTKc_FGFR1 PTKc_ALK_LTK PTK_HER3 	protein.postranslational modification	29_4

CUST_166783_PI403524517	2	-0.15785551	0.09607792	-0.011475086	0.20183468	0.011474609	-0.19729662	35_46462	"Cluster: Putative early-responsive to dehydration stress protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative early-responsive to dehydration stre"	UniRef90_Q6Z692	CHR1V7|COORD:29438066..29440708| dehydration-responsive protein-related	AT1G78240.1	CHR02V5|COORD:31762913..31757146|protein ATP binding protein, putative, expressed	LOC_Os02g51860.1	no descriptionvery weakly similar to (60.1)AT1G78240| Symbols:  | dehydration-responsive protein-related | chr1:29438066-29440708 REVERSE	stress.abiotic.drought/salt	20_2_3

CUST_163572_PI403524517	2	-0.008403778	0.0204525	0.008402824	-0.101706505	0.07383156	-0.12633228	35_45611	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10QK0	CHR3V7|COORD:7959861..7961893| hydroxyproline-rich glycoprotein family protein	AT3G22440.1	CHR03V5|COORD:4845856..4841301|protein ABI3-interacting protein 2, putative, expressed	LOC_Os03g09310.2	no descriptionvery weakly similar to (61.6)AT3G22440| Symbols:  | hydroxyproline-rich glycoprotein family protein | chr3:7959861-7961893 FORWARDFrigida	cell wall.cell wall proteins.HRGP	10_5_4

CUST_1433_PI403524517	2	-0.08302498	-0.17909813	0.003378868	-0.003378868	0.026742935	0.12342262	35_379	Rep: Legumain-like protease precursor - Zea mays (Maize)	UniRef90_Q9SBX3	"CHR4V7|COORD:15900560..15903164| GAMMA-VPE (Vacuolar processing enzyme gamma); cysteine-type endopeptidase"	AT4G32940.1	CHR01V5|COORD:21557240..21561775|protein vacuolar processing enzyme precursor, putative, expressed	LOC_Os01g37910.1	" no descriptionhighly similar to ( 692)AT4G32940| Symbols: GAMMAVPE, GAMMA-VPE | GAMMA-VPE (Vacuolar processing enzyme gamma); cysteine-type endopeptidase | chr4:15900560-15903164 REVERSEhighly similar to ( 706)VPE_CITSIVacuolar-processing enzyme precursor - Citrus sinensis (Sweet orange)not assigned not assigned Peptidase_C13 GPI8 "	protein.targeting.secretory pathway.vacuole	29_3_4_3

CUST_80433_PI403524517	2	0.25318623	-0.16879845	-0.06306267	-0.011881828	0.011882782	0.041193962	35_23068	"Cluster: Os05g0519500 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os05g0519500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DGP5	CHR1|COORD:5306056..5309509| transducin family protein / WD-40 repeat family protein, Strong similarity to gb X95263 Periodic tryptophan protein 2 gene (PWP2) f	AT1G15440.2	CHR05V5|COORD:25710432..25705547|protein periodic tryptophan protein 2, putative, expressed	LOC_Os05g44320.3	no descriptionhighly similar to ( 598)AT1G15440| Symbols:  | transducin family protein / WD-40 repeat family protein | chr1:5306154-5309455 REVERSEvery weakly similar to (95.9)PF20_CHLREFlagellar WD repeat-containing protein Pf20 - Chlamydomonas reinhardtiinot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned WD40 COG2319 WD40 WD40	not assigned.no ontology	35_1

CUST_43906_PI403524517	2	0.12212372	-0.43673992	-0.10331535	0.09892559	-0.03997326	0.039974213	35_12602	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_78330_PI403524517	2	0.018797874	-0.16782856	-0.01193428	0.011935234	0.019118309	-0.046640396	35_22456	"Cluster: Mevalonate kinase, putative, expressed; n=2; Oryza sativa|Rep: Mevalonate kinase, putative, expressed - Oryza sativa (japonica cultivar-group)"	UniRef90_Q339V1	CHR5|COORD:9690745..9693227| mevalonate kinase (MK), identical to mevalonate kinase (Arabidopsis thaliana) SWISS-PROT:P46086	AT5G27450.2	CHR10V5|COORD:8924866..8929974|protein mevalonate kinase, putative, expressed	LOC_Os10g18220.1	" no descriptionmoderately similar to ( 238)AT5G27450| Symbols: MVK, MK | MK/MVK; mevalonate kinase | chr5:9691054-9692978 FORWARDnot assigned ERG12 PRK03926 "	secondary metabolism.isoprenoids.mevalonate pathway.mevalonate kinase	16_1_2_4

CUST_12714_PI404877155	2	-0.06686497	0.40320206	0.00335598	0.15888023	-0.19045448	-0.0033550262	Contig6454_at	zinc finger protein (LSD1) [Arabidopsis thaliana] pir||T10580 zinc-finger protein Lsd1 - Arabidopsis thaliana gb|AAC49660.1| zinc-finger pro	NP_849549.1	zinc finger protein (LSD1)	At4g20380.2	protein putative zinc finger protein	Os03g43840	0	RNA.regulation of transcription.unclassified	27_3_99

CUST_162791_PI403524517	2	-0.30626345	0.0553689	-0.2897625	0.32067585	-0.01794529	0.017945766	35_45406	0	0		0	CHR05V5|COORD:26523938..26521718|protein conserved hypothetical protein	LOC_Os05g45910.1	no description	not assigned.unknown	35_2

CUST_126128_PI403524517	2	-0.32659245	-0.32138824	0.18169975	0.44067097	0.20969105	-0.1817007	35_35507	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_2742_PI403524517	2	0.055994034	-0.66516495	-0.055994034	0.079149246	0.2711048	-0.50249004	35_749	Rep: Os02g0818000 protein - Oryza sativa (japonica cultivar-group)	UniRef90_Q0DWE9	CHR4V7|COORD:17391013..17393215| LEJ2 (LOSS OF THE TIMING OF ET AND JA BIOSYNTHESIS 2)	AT4G36910.1	CHR02V5|COORD:35086471..35088446|protein CBS domain containing protein, expressed	LOC_Os02g57280.1	no descriptionvery weakly similar to (50.4)AT4G36910| Symbols: LEJ2 | LEJ2 (LOSS OF THE TIMING OF ET AND JA BIOSYNTHESIS 2) | chr4:17391013-17393215 REVERSEnot assigned CBS CBS_pair CBS_pair_BON_assoc CBS_pair_ACT_assoc2 CBS_pair_SpoIVFB_EriC_assoc CBS_pair_9 CBS_pair_15 CBS_pair_21 CBS_pair_HPP_assoc CBS_pair_2 CBS_pair_16 CBS_pair_20 CBS_pair_23 CBS_pair_DHH_polyA_Pol_assoc CBS_pair_22 CBS_pair_CAP-ED_DUF294_PBI_assoc2 COG3448 COG0517 CBS_pair_3 CBS_pair_MET2_assoc CBS_pair_DRTGG_assoc CBS_pair_10 CBS_pair_18 COG2524 CBS_pair_PAS_GGDEF_DUF1_assoc CBS_pair_ACT_assoc CBS_pair_IMPDH CBS_pair_8 MgtE COG4109 PRK05567 CBS_pair_CAP-ED_DUF294_assoc_arch CBS_pair_KpsF_GutQ_assoc CBS_pair_11 CBS_pair_25 CBS_pair_Mg_transporter CBS_pair_ParBc_assoc CBS_pair_GGDEF_assoc2 IMPDH CBS CBS_pair_ABC_OpuCA_assoc2 CBS_pair_EriC_assoc_bac_arch COG2905 CBS_pair_IMPDH_2 CBS_pair_19 CBS_pair_NTP_transferase_assoc CBS_pair_24 CBS_pair_PALP_assoc2 CBS_pair_7 CBS_pair_17 CBS_pair_M50_like CBS_pair_13 CBS_pair_CAP-ED_DUF294_PBI_assoc CBS_pair_29 CBS_pair_SpoIVFB_EriC_assoc2 CBS_pair_26 COG3620	not assigned.no ontology	35_1

CUST_40471_PI403524517	2	0.10747194	0.26992178	-0.4649701	-0.34711313	0.18724346	-0.10747194	35_11639	"Cluster: Os01g0706400 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os01g0706400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JJZ8	"CHR4|COORD:14473763..14477941| similar to expressed protein [Arabidopsis thaliana] (TAIR:At2g19710.1); similar to MAPK activating protein-like [Oryza sativa"	AT4G29440.2	CHR01V5|COORD:29633295..29639465|protein expressed protein	LOC_Os01g51010.2	no description	not assigned.unknown	35_2

CUST_3662_PI404877155	2	-0.004210472	0.17273235	0.07250881	0.001871109	-0.001871109	-0.08796883	Contig14217_at	0	NP_566791.2	expressed protein	At3g26370.1	protein expressed protein	Os06g47290	gi|21618319|gb|AAM67369.1| unknown	hormone metabolism.auxin.induced-regulated-responsive-activated	17_2_3

CUST_99126_PI403524517	2	0.23140335	0.15579748	-0.25780582	-0.077773094	-0.53499556	0.07777262	35_28296	Rep: Os10g0485300 protein - Oryza sativa (japonica cultivar-group)	UniRef90_Q0IWV6	CHR4V7|COORD:16155563..16159097| EX1 (EXECUTER1)	AT4G33630.1	CHR10V5|COORD:18013400..18022397|protein expressed protein	LOC_Os10g34400.2	no descriptionweakly similar to ( 162)AT4G33630| Symbols: EX1 | EX1 (EXECUTER1) | chr4:16155563-16159097 FORWARD	not assigned.unknown	35_2

CUST_22639_PI399408534	2	0.08993435	0.46439362	-0.13925266	-0.05098629	-0.17239952	0.05098629	35_12677	"Cluster: Os05g0525600 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0525600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DGL3	CHR1V7|COORD:19224856..19229259| leucine-rich repeat protein kinase, putative	AT1G51805.1	CHR05V5|COORD:26070126..26074441|protein light repressible receptor protein kinase, putative, expressed	LOC_Os05g44990.1	 no descriptionweakly similar to ( 128)AT2G04300| Symbols:  | leucine-rich repeat protein kinase, putative | chr2:1493006-1496911 FORWARDweakly similar to ( 103)NORK_PEANodulation receptor kinase precursor - Pisum sativum (Garden pea)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pkinase_Tyr TyrKc PTKc PTKc_Csk_like PTKc_Fes_like S_TKc PTKc_Src_like PTKc_Trk PTKc_c-ros S_TKc PTKc_Srm_Brk Pkinase PTKc_Frk_like PTKc_InsR_like PTKc_Itk PTKc_Musk PTKc_TrkA PTKc_Syk_like PTKc_Abl PTKc_Fer PTKc_TrkB PTKc_Jak_rpt2 PTKc_Ror PTKc_EphR PTKc_TrkC PTKc_EGFR_like PTKc_ALK_LTK PTKc_Chk PTKc_Tec_like PTKc_RET PTKc_Tie2 PTKc_Lyn PTKc_Fes PTKc_Src PTKc_Tie1 PTKc_Jak2_Jak3_rpt2 PTKc_Aatyk PTKc_Met_Ron PTKc_Ror1 PTKc_Csk PTK_CCK4 PTKc_Btk_Bmx PTKc_EphR_A10 PTKc_Aatyk1_Aatyk3 PTKc_IGF-1R PTKc_InsR 	signalling.receptor kinases.misc	30_2_99

CUST_20188_PI399408534	2	0.8715315	0.1351223	0.6198549	-0.22741318	-0.13512182	-0.3417182	35_32318	"Cluster: FYVE finger-containing phosphoinositide kinase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: FYVE finger-containing phosphoinositide kinase-li"	UniRef90_Q8H3L8	CHR1V7|COORD:26786501..26792374| phosphatidylinositol-4-phosphate 5-kinase family protein	AT1G71010.1	CHR09V5|COORD:14117238..14109010|protein 1-phosphatidylinositol-4-phosphate 5-kinase/ zinc ion binding protein, putative, expressed	LOC_Os09g23740.1	no descriptionvery weakly similar to (59.7)AT1G71010| Symbols:  | phosphatidylinositol-4-phosphate 5-kinase family protein | chr1:26786501-26792374 FORWARDnot assigned	signalling.phosphinositides.phosphatidylinositol-4-phosphate 5-kinase	30_4_1

CUST_18863_PI403524517	2	-0.11149311	0.5890255	0.0042448044	-0.051099777	0.0033407211	-0.0033407211	35_5463	"Cluster: Hypothetical protein P0003D09.5; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0003D09.5 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q8S2H7	"CHR5V7|COORD:18127915..18128880| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G19950.1); similar to conserved hypothetical protein [Medicago"	AT5G44860.1	CHR01V5|COORD:34218575..34216946|protein expressed protein	LOC_Os01g58620.1	"no descriptionmoderately similar to ( 224)AT4G19950| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G44860.1); similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE90086.1); contains domain gb def: Hypothetical protein AT4g16850 (PTHR22597:SF10); contains domain FAMILY NOT NAMED (PTHR22597) | chr4:10809987-10810952 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Herpes_BLLF1 Tymo_45kd_70kd Atrophin-1 PRK07003 Extensin_2 HPC2 AF-4 PRK12323 GRASP55_65 APC_basic DUF566 KAR9 DUF1421 PRK07764 Pneumo_att_G Herpes_TAF50 PRK12678 PRK05648 CTF_NFI DUF605 Herpes_UL32 COG5099 SKN1 TT_ORF1 COG5025 ROM1 Prog_receptor PRK08853 IER Drf_FH1 DAG1 RhaT DUF1752 Poxvirus_B22R PAP1 FAP DUF1509 ETS_PEA3_N Metaviral_G COG5137 MAP65_ASE1 Ten_N S-antigen DUF936 COG5048 PRK11901 Nup153 PRK09169 Peptidase_S39 DamX Totivirus_coat PRK10856 tatB Acyl_transf_3 Herpes_DNAp_acc"	not assigned.unknown	35_2

CUST_39916_PI403524517	2	-0.115017414	-0.7483587	0.115017414	0.20948172	0.201756	-0.2760334	35_11481	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_129951_PI403524517	2	0.016043663	0.5520172	-0.016044617	-0.12923527	-0.15510464	0.081866264	35_36496	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_41146_PI403524517	2	-0.17222023	-0.15224552	0.098547935	0.04291153	-0.042912483	0.21306229	35_11829	"Cluster: Putative response regulator 9; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative response regulator 9 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K8X6	0	0	CHR02V5|COORD:33858973..33853956|protein two-component response regulator ARR18, putative, expressed	LOC_Os02g55320.1	no description	not assigned.unknown	35_2

CUST_7389_PI399408534	2	0.17808056	-0.14023018	0.0052747726	-0.10202789	0.13058662	-0.0052757263	35_25668	"Cluster: Os06g0225100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0225100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DDG5	CHR3V7|COORD:6736388..6738336| late embryogenesis abundant protein-related / LEA protein-related	AT3G19430.1	CHR06V5|COORD:6479981..6478284|protein mTERF family protein, expressed	LOC_Os06g12100.1	no descriptionvery weakly similar to (54.7)AT5G07900| Symbols:  | mitochondrial transcription termination factor family protein / mTERF family protein | chr5:2520189-2521406 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Extensin_2 Atrophin-1 Drf_FH1 PRK12323 HPC2 DUF1421 PRK07764 Tymo_45kd_70kd Herpes_BLLF1 PRK05648 DUF605 PRK07003 GRASP55_65 TT_ORF1 PRK10819 Gag_spuma KAR9 FAP CTF_NFI DUF566 PRK08853 Pneumo_att_G	RNA.regulation of transcription.unclassified	27_3_99

CUST_18994_PI399408534	2	-0.07085228	0.07085323	-0.43582153	0.14428806	-0.50629616	0.23911572	35_6380	"Cluster: Putative X1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative X1 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6KAC4	CHR1V7|COORD:5465945..5468717| XH/XS domain-containing protein / XS zinc finger domain-containing protein	AT1G15910.1	CHR02V5|COORD:11151748..11156505|protein transcription factor X1, putative, expressed	LOC_Os02g19130.1	no descriptionmoderately similar to ( 365)AT1G15910| Symbols:  | XH/XS domain-containing protein / XS zinc finger domain-containing protein | chr1:5465945-5468717 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned XH Smc Myosin_tail_1 COG1340 SbcC PRK03918 COG5022 MAD ERM XS TPR_MLP1_2	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_11484_PI403524517	2	-0.11509895	0.42368698	0.15529728	0.028097153	-0.17748547	-0.028097153	35_3258	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_26226_PI399408534	2	0.0765152	0.19159317	0.13367844	-0.18155003	-0.0765152	-0.09530449	35_29379	"Cluster: Putative transcription factor GAMyb; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative transcription factor GAMyb - Oryza sativa (japonica cult"	UniRef90_Q655P0	"CHR2V7|COORD:13789496..13791440| AtM1/AtMYB101/MYB101 (myb domain protein 101); DNA binding / transcription factor"	AT2G32460.1	CHR06V5|COORD:28271935..28269171|protein expressed protein	LOC_Os06g46560.1	 no descriptionweakly similar to ( 176)AT2G32460| Symbols: MYB101, AtM1, AtMYB101 | AtM1/AtMYB101/MYB101 (myb domain protein 101) | chr2:13789496-13791436 REVERSEweakly similar to ( 172)GAM1_ORYSAnot assigned Myb_DNA-binding REB1 SANT SANT 	RNA.regulation of transcription.MYB domain transcription factor family	27_3_25

CUST_183073_PI403524517	2	-0.15202856	-0.20979214	-0.00870657	0.4537797	0.00870657	0.052811623	35_50885	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_86944_PI403524517	2	0.1187582	0.21457672	-0.04512787	-0.012722492	0.012722969	-0.04621029	35_24900	"Cluster: Putative SV2 related protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative SV2 related protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q653R2	CHR3V7|COORD:4176873..4178875| transporter-related	AT3G13050.1	CHR09V5|COORD:22238918..22243007|protein major Facilitator Superfamily protein, expressed	LOC_Os09g38690.3	no descriptionmoderately similar to ( 245)AT3G13050| Symbols:  | transporter-related | chr3:4176873-4178875 FORWARDnot assigned not assigned not assigned not assigned Sugar_tr MFS_1	transport.misc	34_99

CUST_91145_PI403524517	2	0.2184906	0.07177639	-0.08369446	-0.050497055	-0.04642868	0.04642868	35_26063	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53LJ8	0	0	CHR11V5|COORD:5323128..5320124|protein expressed protein	LOC_Os11g09940.1	no description	not assigned.unknown	35_2

CUST_69583_PI403524517	2	0.017146587	-0.2048111	0.24725819	-0.017146587	0.38558578	-0.40042973	35_19910	"Cluster: 5'-nucleotidase, cytosolic II-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: 5'-nucleotidase, cytosolic II-like - Oryza sativa (japonica"	UniRef90_Q5NBD6	CHR5V7|COORD:19866871..19870608| 5' nucleotidase family protein	AT5G48960.1	CHR01V5|COORD:8272276..8280768|protein 5-nucleotidase, putative, expressed	LOC_Os01g14810.3	no descriptionhighly similar to ( 588)AT5G48960| Symbols:  | 5' nucleotidase family protein | chr5:19866871-19870608 FORWARDnot assigned not assigned 5_nucleotid	not assigned.no ontology	35_1

CUST_104432_PI403524517	2	0.077029705	-0.35382366	0.13883781	-6.3180923E-4	6.3180923E-4	-0.07850361	35_29762	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10BD4	"CHR5V7|COORD:441882..442100| similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:BAD81742.1); similar to Os03g0822400 [Oryza sativa"	AT5G02220.1	CHR03V5|COORD:34472116..34472762|protein expressed protein	LOC_Os03g60760.1	no description	not assigned.unknown	35_2

CUST_104078_PI403524517	2	0.20276165	-0.23253202	0.745801	0.083060265	-0.083060265	-0.18316507	35_29666	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_152404_PI403524517	2	-0.076984406	0.0054101944	0.004193306	-0.004193306	-0.22059917	0.15384388	35_42599	Rep: F7H2.19 protein - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q9LMP9	CHR1V7|COORD:5455050..5456735| calcium ion binding	AT1G15860.1	CHR08V5|COORD:21222541..21227896|protein DCN1-like protein 4, putative, expressed	LOC_Os08g34070.1	no descriptionweakly similar to ( 176)AT1G15860| Symbols:  | calcium ion binding | chr1:5455050-5456735 FORWARDnot assigned	not assigned.unknown	35_2

CUST_151654_PI403524517	2	0.20956326	0.08865261	-0.010863304	-0.1315136	0.010863304	-0.24153042	35_42404	Rep: F-box-like protein - Hordeum vulgare (Barley)	UniRef90_A0MMC7	CHR5V7|COORD:2406069..2407331| F-box family protein	AT5G07610.1	CHR05V5|COORD:4601064..4599580|protein F-box domain containing protein, expressed	LOC_Os05g08460.1	no description	not assigned.unknown	35_2

CUST_22549_PI403524517	2	0.15250778	0.8200064	0.074248314	-0.16923809	-0.08142948	-0.074248314	35_6550	"Cluster: Hypothetical protein OSJNBa0004B23.1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0004B23.1 - Oryza sativa (japonica cu"	UniRef90_Q60E22	"CHR4V7|COORD:10581048..10581920| similar to Os05g0241400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001055002.1); contains domain Profilin"	AT4G19400.1	CHR05V5|COORD:8597787..8595802|protein expressed protein	LOC_Os05g15180.2	"no descriptionweakly similar to ( 177)AT4G19400| Symbols:  | similar to Os05g0241400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001055002.1); contains domain Profilin (actin-binding protein) (SSF55770); contains domain no description (G3D.3.30.450.30) | chr4:10581048-10581920 REVERSE"	not assigned.unknown	35_2

CUST_2864_PI399408534	2	-0.11563873	0.11111355	0.07839584	-0.07839584	-0.49645805	1.4136143	35_30794	"Cluster: Putative fiber protein Fb1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative fiber protein Fb1 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6YZJ1	CHR3V7|COORD:3186441..3187830| calcium-binding EF hand family protein	AT3G10300.2	CHR08V5|COORD:27801533..27798872|protein grancalcin, putative, expressed	LOC_Os08g44390.3	no descriptionvery weakly similar to (79.7)AT3G10300| Symbols:  | calcium ion binding | chr3:3186441-3188080 FORWARDnot assigned not assigned not assigned not assigned PRK07003	signalling.calcium	30_3

CUST_117453_PI403524517	2	0.32818127	-0.16866732	-0.07203674	0.4111495	0.022955894	-0.022956371	35_33280	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_73116_PI403524517	2	-1.3909712	0.13229609	-0.13229609	1.4624591	-1.3280325	0.3415327	35_20965	"Cluster: Putative class IV chitinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative class IV chitinase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K8R2	"CHR3V7|COORD:20156913..20158012| ATEP3 (Arabidopsis thaliana chitinase class IV); chitinase"	AT3G54420.1	CHR02V5|COORD:23738240..23737109|protein endochitinase PR4 precursor, putative, expressed	LOC_Os02g39330.1	" no descriptionmoderately similar to ( 333)AT3G54420| Symbols: ATCHITIV, CHIV, ATEP3 | ATEP3 (Arabidopsis thaliana chitinase class IV); chitinase | chr3:20156913-20158012 FORWARDmoderately similar to ( 322)CHIB_MAIZEEndochitinase B precursor - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned chitinase_glyco_hydro_19 Glyco_hydro_19 PRK07003 Herpes_BLLF1 PRK07764 TT_ORF1 PRK12323 ChtBD1 DUF566 HPC2 AF-4 ChtBD1 Chitin_bind_1 PRK05648 Protamine_P1 "	stress.biotic	20_1

CUST_86016_PI403524517	2	0.029957771	0.3758402	0.021173477	-0.14681149	-0.1692648	-0.021172523	35_24636	"Cluster: NB-ARC domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: NB-ARC domain containing protein, expressed - Oryza sativ"	UniRef90_Q2QNI0	0	0	CHR12V5|COORD:23138411..23133534|protein resistance protein LR10, putative, expressed	LOC_Os12g37740.1	no description	not assigned.unknown	35_2

CUST_7566_PI404877155	2	-1.2245445	-0.06049919	0.2935028	0.060498714	-0.19152641	0.98792076	Contig22073_at	phospholipase C [Vigna radiata]	AAQ95730.1	phosphoinositide-specific phospholipase C, putative	At3g55940.1	protein expressed protein	Os05g03610	phosphoinositide-specific phospholipase C	lipid metabolism.lipid degradation.lysophospholipases	11_9_3

CUST_11084_PI403524517	2	0.007123947	-0.057984352	-0.0041246414	-0.12948227	0.004125595	0.07766533	35_3132	"Cluster: Os01g0805700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0805700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JIF1	CHR2|COORD:11411144..11415385| plectin-related, contains weak similarity to Swiss-Prot:Q9JI55 plectin 1 (PLTN, PCN, 300-kDa intermediate filament-associated	AT2G26770.2	CHR01V5|COORD:34486987..34480178|protein expressed protein	LOC_Os01g59130.2	no descriptionhighly similar to ( 520)AT2G26770| Symbols:  | plectin-related | chr2:11411335-11414821 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned PRK03918 Smc SbcC TolA PRK02224 COG1340 Myosin_tail_1	not assigned.no ontology	35_1

CUST_132744_PI403524517	2	0.0031585693	0.2713089	-0.0031576157	-0.035511017	-0.04803276	0.31449127	35_37278	"Cluster: Kinesin motor protein 1-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Kinesin motor protein 1-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6YZ52	CHR4V7|COORD:18193456..18200142| kinesin-related protein (MKRP2)	AT4G39050.1	CHR02V5|COORD:32734631..32725320|protein ATP binding protein, putative, expressed	LOC_Os02g53520.1	no descriptionvery weakly similar to (94.4)AT4G39050| Symbols:  | kinesin-related protein (MKRP2) | chr4:18193456-18200142 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned KISc_CENP_E Kinesin KISc KISc KISc_KIF1A_KIF1B KISc_C_terminal KISc_BimC_Eg5 KISc_KIF3 KISc_KIF23_like KISc_KIF4 KIP1 KISc_KLP2_like KISc_KHC_KIF5 KISc_KIP3_like KISc_KID_like Motor_domain KISc_KIF2_like KISc_KIF9_like	cell.organisation	31_1

CUST_9377_PI404877155	2	0.110583305	-0.0029649734	-0.00744915	-0.00744915	0.014970779	0.0029649734	Contig3142_at	polyadenylate-binding protein - wheat gb|AAB38974.1| poly(A)-binding protein [Triticum aestivum]	T06979	0	0	0	0	NONE	RNA.processing	27_1

CUST_7758_PI403524517	2	-0.045986176	-0.2141037	-0.017630577	0.03581047	0.017629623	0.042241096	35_2159	Rep: Ferredoxin precursor - Triticum aestivum (Wheat)	UniRef90_Q8S3J5	"CHR2V7|COORD:11765359..11765826| ATFD3 (FERREDOXIN 3); electron carrier"	AT2G27510.1	CHR05V5|COORD:21624035..21622487|protein ferredoxin-6, chloroplast precursor, putative, expressed	LOC_Os05g37140.2	" no descriptionweakly similar to ( 156)AT2G27510| Symbols: ATFD3 | ATFD3 (FERREDOXIN 3); electron carrier | chr2:11765359-11765826 REVERSEmoderately similar to ( 220)FER6_MAIZEFerredoxin-6, chloroplast precursor - Zea mays (Maize)petF fer2 Fdx Fer2 PRK07609 PRK10684 antC PRK05713 "	PS.lightreaction.other electron carrier (ox/red).ferredoxin	1_1_5_2

CUST_17379_PI399408534	2	0.1636982	-0.3940525	-0.3232603	0.087405205	-0.08740425	0.26121712	35_2007	"Cluster: Phosphatidylinositol-4-phosphate 5-kinase 1 precursor (EC 2.7.1.68) (1-phosphatidylinositol-4-phosphate kinase) (PIP5K) (PtdIns(4)P-5- kinase); n=3; Or"	UniRef90_Q6EX42	CHR1V7|COORD:22416117..22420003| phosphatidylinositol-4-phosphate 5-kinase family protein	AT1G60890.1	CHR03V5|COORD:28129401..28135317|protein phosphatidylinositol-4-phosphate 5-kinase 1 precursor, putative, expressed	LOC_Os03g49510.1	no descriptionvery weakly similar to (96.7)AT1G60890| Symbols:  | phosphatidylinositol-4-phosphate 5-kinase family protein | chr1:22416117-22420003 REVERSEweakly similar to ( 113)PI5K1_ORYSAnot assigned PIPKc PIP5K PIPKc	signalling.phosphinositides.phosphatidylinositol-4-phosphate 5-kinase	30_4_1

CUST_18341_PI399408534	2	-0.01977539	-0.22487068	0.23443079	0.019774914	-0.08942127	0.7572913	35_47017	"Cluster: Putative RUSH-1alpha; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative RUSH-1alpha - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8GSA1	CHR5V7|COORD:1512174..1514919| SNF2 domain-containing protein / helicase domain-containing protein / RING finger domain-containing protein	AT5G05130.1	CHR07V5|COORD:26732964..26736839|protein SWI/SNF-related matrix-associated actin-dependent regulator of chromatin subfamily A member 3-like 1,	LOC_Os07g44800.1	no descriptionweakly similar to ( 109)AT5G05130| Symbols:  | SNF2 domain-containing protein / helicase domain-containing protein / RING finger domain-containing protein | chr5:1512174-1514919 FORWARDvery weakly similar to (61.6)ISW2_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned HepA HELICc Helicase_C HELICc	RNA.regulation of transcription.Chromatin Remodeling Factors	27_3_44

CUST_178039_PI403524517	2	0.29501915	-0.2508936	-0.41604614	-0.026637077	0.026637077	0.12056923	35_49518	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_139455_PI403524517	2	0.15670681	0.30080605	-0.041592598	-0.14997673	-0.424551	0.041591644	35_39112	"Cluster: SPLAYED splice variant; n=5; Arabidopsis thaliana|Rep: SPLAYED splice variant - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q5BN47	CHR2V7|COORD:12063848..12080027| SYD (SPLAYED)	AT2G28290.1	CHR06V5|COORD:8042565..8048980|protein SYD, putative, expressed	LOC_Os06g14406.1	 no descriptionvery weakly similar to (67.4)AT2G28290| Symbols: CHR3, SYD | SYD (SPLAYED) | chr2:12063848-12080027 FORWARD	DNA.synthesis/chromatin structure	28_1

CUST_134703_PI403524517	2	0.045495987	0.44083214	0.13326645	-0.24996948	-0.04549694	-0.3123293	35_37793	Rep: Soluble inorganic pyrophosphatase - Oryza sativa (Rice)	UniRef90_O22537	CHR3V7|COORD:19892469..19894286| inorganic pyrophosphatase, putative (soluble) / pyrophosphate phospho-hydrolase, putative / PPase, putative	AT3G53620.1	CHR02V5|COORD:29080846..29075952|protein soluble inorganic pyrophosphatase, putative, expressed	LOC_Os02g47600.2	 no descriptionweakly similar to ( 103)AT3G53620| Symbols: ATPPA4 | inorganic pyrophosphatase, putative (soluble) / pyrophosphate phospho-hydrolase, putative / PPase, putative | chr3:19892469-19894286 FORWARDweakly similar to ( 142)IPYR_ORYSAnot assigned pyrophosphatase Ppa Pyrophosphatase PRK01250 PRK02230 PRK00642 	nucleotide metabolism.phosphotransfer and pyrophosphatases.misc	23_4_99

CUST_130217_PI403524517	2	-0.045870304	-0.20695066	0.045870304	0.09676695	-0.58146286	0.110812664	35_36570	"Cluster: Probable histone H2A.2; n=4; Oryza sativa|Rep: Probable histone H2A.2 - Oryza sativa (Rice)"	UniRef90_Q6ZL42	CHR1V7|COORD:20418274..20418873| histone H2A, putative	AT1G54690.1	CHR08V5|COORD:20440358..20441151|protein histone H2A.4, putative, expressed	LOC_Os08g33100.1	 no descriptionvery weakly similar to (87.4)AT1G54690| Symbols:  | histone H2A, putative | chr1:20418274-20418873 REVERSEvery weakly similar to (87.8)H2AXA_ORYSAnot assigned not assigned H2A H2A HTA1 Histone PRK12323 PRK07764 	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_112343_PI403524517	2	3.5858154E-4	-3.5762787E-4	0.06172371	-0.2383213	0.10381222	-0.19439888	35_31896	"Cluster: Putative membrane protein; n=1; Emiliania huxleyi virus 86|Rep: Putative membrane protein - Emiliania huxleyi virus 86"	UniRef90_Q4A2B5	CHR1V7|COORD:16816094..16817173| DNA binding / ligand-dependent nuclear receptor	AT1G44191.1	CHR04V5|COORD:24705559..24701241|protein peroxidase 18 precursor, putative, expressed	LOC_Os04g42100.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 Atrophin-1 PRK07003 HPC2 PRK07764 DUF1421 Tymo_45kd_70kd Extensin_2 APC_basic GRASP55_65 PRK05648 PRK12678	not assigned.unknown	35_2

CUST_148657_PI403524517	2	-0.08048439	0.34614182	0.15929317	-0.08487892	0.08048439	-0.157691	35_41589	Cluster: 1-(5-phosphoribosyl)-5-[(5- phosphoribosylamino)methylideneamino] imidazole-4-carboxamide isomerase, chloroplast	UniRef90_O82782	"CHR2V7|COORD:15200957..15202588| APG10 (ALBINO AND PALE GREEN 10); 1-(5-phosphoribosyl)-5-[(5-"	AT2G36230.1	CHR05V5|COORD:19407534..19414457|protein 1-(5-phosphoribosyl)-5-[(5- phosphoribosylamino)methylideneamino]imidazole-4-	LOC_Os05g33260.1	" no descriptionweakly similar to ( 172)AT2G36230| Symbols: HISN3, APG10 | APG10 (ALBINO AND PALE GREEN 10); 1-(5-phosphoribosyl)-5-[(5-phosphoribosylamino)methylideneamino]imidazole-4-carboxamide isomerase | chr2:15200957-15202588 REVERSEnot assigned HisA_HisF "	amino acid metabolism.synthesis.histidine.N'-5'-phosphoribosyl-formimino-5-aminoimidazole-4-carboxamide ribonucleotide isomerase	13_1_7_4

CUST_6101_PI403524517	2	0.020967484	0.57215214	-0.31300545	0.15454102	-0.41029835	-0.020967484	35_1685	"Cluster: Os09g0499000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0499000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J0U2	"CHR5V7|COORD:8558360..8559175| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G31510.1); similar to putative KID-containing protein [Brassica"	AT5G24890.1	CHR09V5|COORD:19304610..19302482|protein MTD1, putative, expressed	LOC_Os09g32330.1	"no descriptionvery weakly similar to (67.0)AT2G24550| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G31510.1); similar to putative KID-containing protein [Brassica napus] (GB:AAO53442.1) | chr2:10435250-10436130 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07003 Tymo_45kd_70kd"	not assigned.unknown	35_2

CUST_67200_PI403524517	2	-0.15208197	-0.23155403	0.87856007	0.15208197	0.75159407	-1.1727734	35_19190	"Cluster: Putative cytochrome c oxidoreductase; n=2; Arabidopsis thaliana|Rep: Putative cytochrome c oxidoreductase - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q84WN3	CHR4V7|COORD:9030756..9033357| nodulin MtN3 family protein	AT4G15920.1	CHR03V5|COORD:12708081..12710295|protein cytochrome c oxidoreductase, putative, expressed	LOC_Os03g22200.1	no descriptionweakly similar to ( 187)AT4G15920| Symbols:  | nodulin MtN3 family protein | chr4:9030756-9033357 REVERSEnot assigned MtN3_slv	development.unspecified	33_99

CUST_25726_PI399408534	2	0.21512699	-0.28413868	0.034493446	-0.03449297	-0.10713339	0.039634228	35_43686	"Cluster: Os01g0670100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0670100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JKJ3	"CHR4V7|COORD:11394469..11397485| B120; protein kinase/ sugar binding"	AT4G21390.1	CHR01V5|COORD:27803654..27800931|protein S-locus-like receptor protein kinase, putative, expressed	LOC_Os01g48000.1	"no descriptionvery weakly similar to (93.6)AT4G21390| Symbols: B120 | B120; protein kinase/ sugar binding | chr4:11394469-11397485 REVERSEweakly similar to ( 107)KPRO_MAIZEPutative receptor protein kinase ZmPK1 precursor - Zea mays (Maize)not assigned B_lectin B_lectin B_lectin TT_ORF1 Protamine_P1"	signalling.receptor kinases.S-locus glycoprotein like	30_2_24

CUST_32455_PI403524517	2	0.014772415	-0.014772415	-0.02599907	0.19425201	-0.15468597	0.10328102	35_9357	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_161497_PI403524517	2	0.12048149	0.5214901	0.029894829	-0.25224018	-0.029894829	-0.23925018	35_45053	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_36537_PI403524517	2	0.11137962	0.3179474	0.09626913	-0.14383125	-0.410913	-0.09626913	35_10536	"Cluster: Hypothetical protein dl4075c; n=1; Arabidopsis thaliana|Rep: Hypothetical protein dl4075c - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_O23456	CHR4V7|COORD:9096820..9100608| lipase class 3 family protein	AT4G16070.1	CHR01V5|COORD:11600816..11605016|protein triacylglycerol lipase, putative, expressed	LOC_Os01g20840.1	no descriptionweakly similar to ( 127)AT4G16070| Symbols:  | lipase class 3 family protein | chr4:9096820-9100608 REVERSEnot assigned Lipase_3	lipid metabolism.lipid degradation.lipases.triacylglycerol lipase	11_9_2_1

CUST_171082_PI403524517	2	-0.13978243	0.5415826	0.4025488	0.13978195	-0.24711323	-0.37402344	35_47655	"Cluster: Putative stripe rust resistance protein Yr10; n=2; Sorghum bicolor|Rep: Putative stripe rust resistance protein Yr10 - Sorghum bicolor (Sorghum) (Sorgh"	UniRef90_Q8LJX9	CHR1V7|COORD:26910115..26912469| disease resistance family protein / LRR family protein	AT1G71390.1	CHR01V5|COORD:13966225..13962366|protein NB-ARC domain containing protein	LOC_Os01g24820.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_19389_PI403524517	2	0.0036115646	-0.04580784	-0.055820465	0.0980711	-0.0036115646	0.036481857	35_5621	"Cluster: ATPase, AAA family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: ATPase, AAA family protein, expressed - Oryza sativa (japonica"	UniRef90_Q2R8Q8	"CHR3V7|COORD:21004848..21009510| CIP111 (CAM INTERACTING PROTEIN 111); ATPase/ calmodulin binding"	AT3G56690.1	CHR11V5|COORD:6284373..6290628|protein CIP111, putative, expressed	LOC_Os11g11340.1	"no descriptionweakly similar to ( 193)AT3G56690| Symbols: CIP111 | CIP111 (CAM INTERACTING PROTEIN 111); ATPase/ calmodulin binding | chr3:21004848-21009510 REVERSEweakly similar to ( 112)CDC48_CAPANCell division cycle protein 48 homolog - Capsicum annuum (Bell pepper)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK03992 SpoVK RPT1 AAA HflB hflB COG1223"	protein.degradation.ubiquitin.proteasom	29_5_11_20

CUST_24641_PI403524517	2	0.20922089	-0.08862877	0.0247221	-0.013109207	-0.18220806	0.013110161	35_7150	Rep: H0323C08.7 protein - Oryza sativa (Rice)	UniRef90_Q25A41	"CHR4V7|COORD:2675336..2679480| ATK5 (Arabidopsis thaliana kinesin 5); microtubule motor"	AT4G05190.1	CHR04V5|COORD:31820009..31814822|protein kinesin-1, putative, expressed	LOC_Os04g53760.2	"no descriptionweakly similar to ( 137)AT4G05190| Symbols: ATK5 | ATK5 (Arabidopsis thaliana kinesin 5); microtubule motor | chr4:2675336-2679480 FORWARDnot assigned not assigned not assigned not assigned Smc Myosin_tail_1 SbcC"	cell.organisation	31_1

CUST_114206_PI403524517	2	0.5127516	-0.30628252	-0.07844925	0.14500093	-0.23851633	0.07844877	35_32411	"Cluster: Putative KIF3 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative KIF3 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q9AWM8	"CHR3V7|COORD:15202417..15207009| TES (TETRASPORE); microtubule motor"	AT3G43210.1	CHR01V5|COORD:18477740..18484690|protein kinesin heavy chain, putative, expressed	LOC_Os01g33040.1	"no descriptionmoderately similar to ( 211)AT3G43210| Symbols: TES | TES (TETRASPORE); microtubule motor | chr3:15202417-15207009 FORWARDvery weakly similar to (87.8)K125_TOBAC125 kDa kinesin-related protein - Nicotiana tabacum (Common tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned KISc_CENP_E Kinesin KISc KISc KISc_KIP3_like KISc_KHC_KIF5 KISc_KIF3 KISc_BimC_Eg5 KISc_C_terminal KISc_KIF9_like KISc_KIF1A_KIF1B KISc_KIF4 KIP1 KISc_KIF2_like KISc_KLP2_like KISc_KID_like KISc_KIF23_like Motor_domain"	cell.organisation	31_1

CUST_22028_PI399408534	2	0.5446043	0.7292414	-0.65692425	-0.1918211	-0.8136773	0.1918211	35_8425	"Cluster: Putative NPH3 family protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative NPH3 family protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q75H87	CHR2V7|COORD:6365946..6368382| phototropic-responsive NPH3 family protein	AT2G14820.1	CHR03V5|COORD:22951079..22944779|protein transposon protein, putative, Mutator sub-class, expressed	LOC_Os03g41350.2	no descriptionmoderately similar to ( 494)AT2G14820| Symbols:  | phototropic-responsive NPH3 family protein | chr2:6365946-6368382 FORWARDmoderately similar to ( 306)NPH3_ORYSANPH3	signalling.light	30_11

CUST_17067_PI404877155	2	-0.14866543	-1.0192184	0.45497894	0.11338425	0.07980347	-0.07980442	HS09M17u_s_at	glutamate-ammonia ligase (EC 6.3.1.2), cytosolic - barley (fragment)	S30569	glutamine synthetase, putative	At5g37600.1	protein Glutamine synthetase, catalytic domain	Os02g50240	Mr 93 K protein	N-metabolism.ammonia metabolism.glutamine synthase	12_2_02

CUST_32703_PI403524517	2	-0.44885015	0.056073666	-0.056074142	0.31528664	0.49617195	-0.27242565	35_9428	Rep: Endoglucanase 7 precursor - Oryza sativa (Rice)	UniRef90_Q6Z5P2	CHR2V7|COORD:14010438..14012921| glycosyl hydrolase family 9 protein	AT2G32990.1	CHR02V5|COORD:30833330..30836723|protein endoglucanase 1 precursor, putative, expressed	LOC_Os02g50490.1	no descriptionmoderately similar to ( 458)AT2G32990| Symbols:  | glycosyl hydrolase family 9 protein | chr2:14010438-14012921 FORWARDhighly similar to ( 607)GUN7_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned Glyco_hydro_9 Herpes_BLLF1 PRK12678 PRK07003 PRK12323 PRK07764 APC_basic	cell wall.degradation.cellulases and beta -1,4-glucanases	10_6_1

CUST_75409_PI403524517	2	0.032422066	0.23139763	-0.023460388	-0.11799812	-0.025245667	0.023459435	35_21615	"Cluster: Cullin 1B-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: Cullin 1B-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5JMQ6	"CHR4|COORD:1128619..1133696| similar to cullin family protein [Arabidopsis thaliana] (TAIR:At1g02980.1); similar to CUL1 [Oryza sativa (japonica cultivar-group)"	AT4G02570.3	CHR01V5|COORD:41379197..41383498|protein cullin-1, putative, expressed	LOC_Os01g70920.2	 no descriptionweakly similar to ( 145)AT4G02570| Symbols: CUL1, AXR6, ATCUL1 | ATCUL1 (CULLIN 1) | chr4:1129315-1133435 FORWARDnot assigned COG5647 	protein.degradation.ubiquitin.E3.SCF.cullin	29_5_11_4_3_3

CUST_88159_PI403524517	2	0.37419987	-1.1223245	0.24684668	-0.2803011	0.815434	-0.24684668	35_25240	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_11746_PI404877155	2	-0.09430027	-0.40141392	-0.027070045	0.052324295	0.027070045	0.07396793	Contig5428_s_at	OSJNBa0043L09.15 [Oryza sativa (japonica cultivar-group)] ref|XP_474019.1| OSJNBa0043L09.15 [Oryza sativa (japonica cultivar-group)]	CAE02996.2	diacylglycerol kinase, putative	At2g20900.2	protein Diacylglycerol kinase catalytic domain (presumed), putative	Os04g54200	gi|32487983|emb|CAE03000.1| OSJNBa0043L09.19	lipid metabolism.Phospholipid synthesis	11_3

CUST_79029_PI403524517	2	0.155406	-0.74014187	-0.09944534	-0.030716896	0.105457306	0.030716896	35_22669	Rep: Hypothetical protein 170F8.6 - Sorghum bicolor (Sorghum) (Sorghum vulgare)	UniRef90_Q8LKU4	"CHR4V7|COORD:13262482..13266291| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G28770.1); similar to 36I5.7 [Oryza sativa (japonica"	AT4G26190.1	CHR07V5|COORD:504590..509582|protein NLI interacting factor-like phosphatase family protein, expressed	LOC_Os07g01850.1	"no descriptionvery weakly similar to (59.3)AT4G26190| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G28770.1); similar to 36I5.7 [Oryza sativa (japonica cultivar-group)] (GB:AAM22488.1); contains InterPro domain NLI interacting factor; (InterPro:IPR004274) | chr4:13262482-13266291 REVERSE"	not assigned.unknown	35_2

CUST_2969_PI404877155	2	-0.2570982	0.24258804	-0.9730482	0.61514044	1.5629454	-0.24258804	Contig13399_at	zinc finger (C2H2 type) family protein (ZFP2) [Arabidopsis thaliana]	NP_200560.1	zinc finger (C2H2 type) family protein (ZFP2)	At5g57520.1	protein Zinc finger, C2H2 type, putative	Os09g38610	0	RNA.regulation of transcription.C2H2 zinc finger family	27_3_11

CUST_75366_PI403524517	2	0.092004776	-0.21803951	-0.04736328	-0.103090286	0.047364235	0.2012186	35_21603	Rep: F21O3.8 protein - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q9SRS9	"CHR3V7|COORD:2358329..2360307| ATCHIP/CHIP (CARBOXYL TERMINUS OF HSC70-INTERACTING PROTEIN); ubiquitin-protein ligase"	AT3G07370.1	CHR08V5|COORD:709242..713824|protein STIP1 homology and U box-containing protein 1, expressed	LOC_Os08g02140.1	" no descriptionmoderately similar to ( 323)AT3G07370| Symbols: ATCHIP, CHIP | ATCHIP/CHIP (CARBOXYL TERMINUS OF HSC70-INTERACTING PROTEIN); ubiquitin-protein ligase | chr3:2358329-2360307 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned U-box Ubox TPR "	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_125188_PI403524517	2	-0.1533103	0.4352045	-0.15214682	0.124311924	-0.1243124	0.28932142	35_35267	"Cluster: Carbonic anhydrase, chloroplast precursor; n=1; Hordeum vulgare|Rep: Carbonic anhydrase, chloroplast precursor - Hordeum vulgare (Barley)"	UniRef90_P40880	"CHR5V7|COORD:4758260..4762385| CA2 (BETA CARBONIC ANHYDRASE 2); carbonate dehydratase/ zinc ion binding"	AT5G14740.1	CHR01V5|COORD:26019565..26031938|protein carbonic anhydrase, chloroplast precursor, putative, expressed	LOC_Os01g45274.4	 no descriptionvery weakly similar to (76.3)AT5G14740| Symbols: CA18, BETA CA2, CA2 | CA2 (BETA CARBONIC ANHYDRASE 2) | chr5:4758260-4762318 FORWARDvery weakly similar to (98.6)CAHC_HORVUCarbonic anhydrase, chloroplast precursor - Hordeum vulgare (Barley)not assigned Pro_CA beta_CA_cladeB 	TCA / org. transformation.carbonic anhydrases	8_3

CUST_11339_PI404877155	2	0.22795439	-0.40944004	0.11452484	-0.11452484	-0.33455992	1.727026	Contig5005_at	mother of FT and TF1 protein (MFT) [Arabidopsis thaliana] sp|Q9XFK7|MFT_ARATH MOTHER of FT and TF1 protein	NP_173250.1	mother of FT and TF1 protein (MFT)	At1g18100.1	protein mother of ft and tf1 protein	Os06g30370	terminal Flower 1 (TFL1) -related	RNA.regulation of transcription	27_3

CUST_14516_PI404877155	2	-0.08507633	0.18766975	0.0060987473	-0.076807976	-0.0060977936	0.063384056	Contig8345_at	OSJNBa0088H09.3 [Oryza sativa (japonica cultivar-group)] ref|XP_474407.1| OSJNBa0088H09.3 [Oryza sativa (japonica cultivar-group)]	CAE03445.1	C2 domain-containing protein	At4g11610.1	protein C2 domain, putative	Os04g58720	putative phosphoribosylanthranilate transferase	amino acid metabolism.synthesis.aromatic aa.tryptophan	13_1_6_5

CUST_152997_PI403524517	2	0.010070801	0.4716158	0.11819649	-0.023073196	-0.111629486	-0.010070801	35_42760	0	0	CHR5V7|COORD:370808..372772| zinc finger (C3HC4-type RING finger) family protein	AT5G01960.1	0	0	no description	not assigned.unknown	35_2

CUST_2989_PI399408534	2	0.04033661	-0.26987743	-0.4715414	0.046209335	0.20166492	-0.04033661	35_2568	"Cluster: Os05g0595300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0595300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DFE5	CHR4|COORD:13890670..13893079| expressed protein	AT4G27900.2	CHR05V5|COORD:29573277..29577048|protein CCT motif family protein, expressed	LOC_Os05g51690.1	"no descriptionvery weakly similar to (92.0)AT4G27900| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G53420.1); similar to CCT [Medicago truncatula] (GB:ABE82748.1); contains InterPro domain CCT; (InterPro:IPR010402) | chr4:13890864-13892783 FORWARDvery weakly similar to (54.3)PRR37_ORYSACCT"	RNA.regulation of transcription.C2C2(Zn) CO-like, Constans-like zinc finger family	27_3_7

CUST_2397_PI403524517	2	-0.07104111	0.31968403	0.021154404	-0.06920242	0.04940319	-0.021155357	35_653	"Cluster: Putative F-box protein Fbl2; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative F-box protein Fbl2 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69X07	"CHR2V7|COORD:10855096..10857353| EBF1 (EIN3-BINDING F BOX PROTEIN 1); ubiquitin-protein ligase"	AT2G25490.1	CHR06V5|COORD:24032676..24035844|protein EIN3-binding F-box protein 1, putative, expressed	LOC_Os06g40360.1	" no descriptionmoderately similar to ( 476)AT2G25490| Symbols: FBL6, EBF1 | EBF1 (EIN3-BINDING F BOX PROTEIN 1); ubiquitin-protein ligase | chr2:10855096-10857353 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Gag_spuma LRR_RI PRK12323 "	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_56893_PI403524517	2	0.009902954	-0.40547562	-0.09704685	0.025841713	-0.009902954	0.17051125	35_16214	"Cluster: Initiation factor 2 subunit family protein, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Initiation factor 2 subunit family protein, exp"	UniRef90_Q338M7	CHR3|COORD:2324623..2327630| similar to eukaryotic translation initiation factor 2B family protein / eIF-2B family protein [Arabidopsis thaliana] (TAIR:At2g4407	AT3G07300.2	CHR10V5|COORD:12765366..12759150|protein translation initiation factor eIF-2B beta subunit, putative, expressed	LOC_Os10g25320.2	no descriptionhighly similar to ( 533)AT3G07300| Symbols:  | GTP binding / translation initiation factor | chr3:2324973-2327386 REVERSEnot assigned not assigned not assigned not assigned GCD2 IF-2B PRK08535 COG0182 mtnA PRK08335 PRK06844 PRK06372 PRK06239 PRK05772 PRK06371 PRK06036 PRK08334	protein.synthesis.initiation	29_2_3

CUST_137652_PI403524517	2	0.0128650665	-1.0681419	-0.19078064	0.06569481	0.04591751	-0.012863159	35_38603	"Cluster: 60S ribosomal protein L23; n=13; Spermatophyta|Rep: 60S ribosomal protein L23 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_P49690	CHR2V7|COORD:14150794..14151720| 60S ribosomal protein L23 (RPL23B)	AT2G33370.1	CHR10V5|COORD:16899979..16897967|protein 60S ribosomal protein L23, putative, expressed	LOC_Os10g32920.1	"no descriptionmoderately similar to ( 228)AT3G04400| Symbols: EMB2171 | EMB2171 (EMBRYO DEFECTIVE 2171); structural constituent of ribosome | chr3:1167345-1168314 FORWARDmoderately similar to ( 225)RL23_TOBAC60S ribosomal protein L23 - Nicotiana tabacum (Common tobacco)not assigned rpl14p RplN Ribosomal_L14 rplN rpl14"	protein.synthesis.mito/plastid ribosomal protein.plastid	29_2_1_1

CUST_36455_PI403524517	2	0.13389301	0.18551111	-0.18748379	-0.13389349	-0.33884192	0.27789164	35_10513	"Cluster: Hypothetical protein OJ1118_A06.15; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1118_A06.15 - Oryza sativa (japonica cultiv"	UniRef90_Q6ZKL8	CHR3V7|COORD:593608..595464| protein phosphatase type 2C	AT3G02750.3	CHR08V5|COORD:24571961..24567299|protein catalytic/ protein phosphatase type 2C, putative, expressed	LOC_Os08g39100.1	no descriptionweakly similar to ( 167)AT3G02750| Symbols:  | protein phosphatase type 2C | chr3:593608-595464 REVERSEnot assigned PP2Cc	protein.postranslational modification	29_4

CUST_127043_PI403524517	2	0.050462246	0.772316	-0.2348895	-0.05046177	-0.66579247	0.3293748	35_35743	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_8039_PI404877155	2	0.20369148	0.03632164	0.0010795593	-0.030220032	-0.24965048	-0.0010795593	Contig23705_at	peptide transporter [Oryza sativa (japonica cultivar-group)] dbj|BAB62327.1| peptide transporter [Oryza sativa (japonica cultivar-group)]	BAB62326.1	peptide transporter (PTR2-B) / oligopeptide transporter 1-1, putative (OPT1-1)	At2g02040.1	protein POT family, putative	Os03g13240	"NTR1;PTR2-B;HISTIDINE TRANSPORT PROTEIN;NITRATE TRANSPORTER 1;peptide transporter (PTR2-B) / oligopeptide transporter 1-1, putative (OPT1-1), identical to peptide transporter PTR2-B SP:P46032 from (Arabidopsis thaliana); contains Pfam profile: PF00854 POT"	transport.peptides and oligopeptides	34_13

CUST_19672_PI404877155	2	-0.046030045	0.53556633	0.046030045	-0.21869278	-0.1603384	0.1074543	S0001000057E13F1_at	0	0	0	0	0	0	NONE	RNA.regulation of transcription.AP2/EREBP, APETALA2/Ethylene-responsive element binding protein family	27_3_03

CUST_4704_PI403524517	2	-0.030766487	0.006819725	-0.036732674	0.11180878	0.058799744	-0.0068206787	35_1298	"Cluster: Genomic DNA, chromosome 5, P1 clone:MFC19; n=5; Magnoliophyta|Rep: Genomic DNA, chromosome 5, P1 clone:MFC19 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9FHI1	CHR5V7|COORD:18479511..18482067| mob1/phocein family protein	AT5G45550.1	CHR03V5|COORD:21063427..21066997|protein mps one binder kinase activator-like 1A, putative, expressed	LOC_Os03g38020.1	no descriptionmoderately similar to ( 420)AT5G45550| Symbols:  | mob1/phocein family protein | chr5:18479511-18482067 FORWARDnot assigned not assigned not assigned Mob1_phocein	not assigned.no ontology	35_1

CUST_96965_PI403524517	2	-0.41081905	0.08691883	0.063169956	-0.029328823	0.029328823	-0.56951284	35_27693	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QQX3	CHR3V7|COORD:6701393..6704077| sodium:dicarboxylate symporter	AT3G19340.1	CHR12V5|COORD:17606379..17612545|protein expressed protein	LOC_Os12g29550.1	no descriptionweakly similar to ( 143)AT3G19340| Symbols:  | sodium:dicarboxylate symporter | chr3:6701393-6704077 REVERSEnot assigned not assigned	not assigned.unknown	35_2

CUST_9363_PI403524517	2	-0.013158798	0.032634735	0.00829792	-0.06551361	-0.0010414124	0.0010404587	35_2632	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2RAL5	"CHR1V7|COORD:793576..795159| similar to At1g03250/F15K9_13 [Medicago truncatula] (GB:ABE77455.1); contains domain R3H domain (SSF82708)"	AT1G03250.1	CHR12V5|COORD:2170629..2173958|protein expressed protein	LOC_Os12g05000.1	"no descriptionmoderately similar to ( 265)AT1G03250| Symbols:  | similar to At1g03250/F15K9_13 [Medicago truncatula] (GB:ABE77455.1); contains domain R3H domain (SSF82708) | chr1:793576-795159 REVERSE"	not assigned.unknown	35_2

CUST_75549_PI403524517	2	0.0049319267	0.5353894	-0.0049319267	-0.13160086	0.63969946	-0.5426297	35_21657	0	0	0	0	CHR11V5|COORD:20121983..20124404|protein conserved hypothetical protein	LOC_Os11g35160.1	no description	not assigned.unknown	35_2

CUST_23177_PI403524517	2	-0.03245926	-0.71365356	0.032460213	0.13687515	-0.056557655	0.07309532	35_6736	"Cluster: Erg28 like protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Erg28 like protein, expressed - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QLQ4	CHR1V7|COORD:3273974..3275633| ERG28 (ARABIDOPSIS HOMOLOG OF YEAST ERGOSTEROL28)	AT1G10030.1	CHR12V5|COORD:27101104..27098644|protein erg28 like protein, expressed	LOC_Os12g43670.1	no descriptionmoderately similar to ( 201)AT1G10030| Symbols: ERG28 | ERG28 (ARABIDOPSIS HOMOLOG OF YEAST ERGOSTEROL28) | chr1:3273974-3275633 FORWARDnot assigned Erg28	not assigned.no ontology	35_1

CUST_6255_PI403524517	2	-0.18222618	0.7903924	0.26337337	0.18222666	-0.22271395	-0.28980827	35_1733	"Cluster: Monoglyceride lipase isoform 2-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Monoglyceride lipase isoform 2-like - Oryza sativa (japonica cult"	UniRef90_Q4VWY7	CHR5V7|COORD:3745070..3746817| hydrolase, alpha/beta fold family protein	AT5G11650.1	CHR01V5|COORD:5391216..5386541|protein monoglyceride lipase, putative, expressed	LOC_Os01g10250.2	 no descriptionmoderately similar to ( 250)AT5G11650| Symbols:  | hydrolase, alpha/beta fold family protein | chr5:3745070-3746817 FORWARDnot assigned PldB 	not assigned.no ontology	35_1

CUST_6610_PI403524517	2	-0.020487785	-0.2907753	0.012166977	0.07938671	-0.012003899	0.012003899	35_1834	Rep: Heat shock protein 70 - Cucumis sativus (Cucumber)	UniRef90_Q39641	"CHR4V7|COORD:12590104..12593447| CPHSC70-1 (chloroplast heat shock protein 70-1); ATP binding / unfolded protein binding"	AT4G24280.1	CHR05V5|COORD:13543696..13549087|protein stromal 70 kDa heat shock-related protein, chloroplast precursor, putative, expressed	LOC_Os05g23740.1	" no descriptionnearly identical (1004)AT5G49910| Symbols: HSC70-7, cpHSC70-2 | cpHSC70-2 (HEAT SHOCK PROTEIN 70-7); ATP binding / unfolded protein binding | chr5:20320696-20323521 FORWARDnearly identical (1004)HSP7S_PEAStromal 70 kDa heat shock-related protein, chloroplast precursor - Pisum sativum (Garden pea)not assigned not assigned not assigned not assigned not assigned not assigned not assigned dnaK dnaK HSP70 DnaK hscA hscA MreB MreB_Mbl PRK11678 EutJ "	stress.abiotic.heat	20_2_1

CUST_18153_PI403524517	2	0.15298462	-0.5045414	-0.028382301	0.020140648	-0.020141602	0.07911205	35_5242	"Cluster: Putative phosphatidylglycerolphosphate synthase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative phosphatidylglycerolphosphate synthase - Ory"	UniRef90_Q8H8U0	"CHR2V7|COORD:16414352..16415918| PGPS1 (PHOSPHATIDYLGLYCEROLPHOSPHATE+SYNTHASE+1); CDP-alcohol phosphatidyltransferase"	AT2G39290.1	CHR03V5|COORD:9716616..9712198|protein CDP-diacylglycerol--glycerol-3-phosphate 3-phosphatidyltransferase, putative, expressed	LOC_Os03g17520.1	" no descriptionmoderately similar to ( 251)AT2G39290| Symbols: PGPS1, PGP1, PGS1 | PGPS1 (PHOSPHATIDYLGLYCEROLPHOSPHATE+SYNTHASE+1); CDP-alcohol phosphatidyltransferase | chr2:16414352-16415918 FORWARDnot assigned not assigned not assigned not assigned PRK10832 PgsA CDP-OH_P_transf IER "	lipid metabolism.Phospholipid synthesis	11_3

CUST_179662_PI403524517	2	0.1428833	0.8113241	-0.0011444092	-0.37317753	-0.41236973	0.0011444092	35_49963	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_158508_PI403524517	2	0.08534336	0.36811352	0.03865242	-0.03865242	-0.4301057	-0.07338619	35_44249	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10QQ9	CHR3V7|COORD:7482324..7488682| dentin sialophosphoprotein-related	AT3G21290.1	CHR03V5|COORD:4529981..4538266|protein expressed protein	LOC_Os03g08820.1	no descriptionvery weakly similar to (89.0)AT3G21290| Symbols:  | dentin sialophosphoprotein-related | chr3:7482324-7488682 FORWARD	not assigned.no ontology	35_1

CUST_984_PI404877155	2	0.104321	-0.44905567	-0.104321	0.28199244	0.13873339	-0.13591433	Contig10995_at	zinc-finger protein C60910 [imported] - rice dbj|BAA33200.1| zinc finger protein [Oryza sativa (japonica cultivar-group)]	JE0114	zinc finger (B-box type) family protein	At2g47890.1	protein zinc-finger protein C60910 [imported] - rice	Os03g22770	"zinc-finger protein/2.2_diverse cys4-zincfinger   T02816 CONSTANS;"	RNA.regulation of transcription.C2C2(Zn) CO-like, Constans-like zinc finger family	27_3_07

CUST_32161_PI403524517	2	0.0040154457	-0.020029545	-0.0040154457	0.14395094	0.20487595	-0.28923416	35_9275	"Cluster: Hypothetical protein OJ1345_B12.5; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1345_B12.5 - Oryza sativa (japonica cultivar"	UniRef90_Q6L5A8	CHR4V7|COORD:13798019..13802982| importin beta-2 subunit family protein	AT4G27640.1	0	0	no descriptionvery weakly similar to (53.5)AT4G27640| Symbols:  | importin beta-2 subunit family protein | chr4:13798019-13802982 REVERSE	protein.targeting.nucleus	29_3_1

CUST_80726_PI403524517	2	-0.24579906	0.9676037	-0.039078712	0.33537292	-0.078362465	0.039078712	35_23154	"Cluster: Pherophorin-dz1 protein precursor; n=1; Volvox carteri f. nagariensis|Rep: Pherophorin-dz1 protein precursor - Volvox carteri f. nagariensis"	UniRef90_Q8L685	CHR4V7|COORD:7758606..7760888| leucine-rich repeat family protein / extensin family protein	AT4G13340.1	CHR04V5|COORD:3086490..3084276|protein transposon protein, putative, CACTA, En/Spm sub-class	LOC_Os04g05980.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Drf_FH1 Extensin_2 TT_ORF1 PRK07764 PRK06958 PRK12323 PRK10819 Totivirus_coat GP38 DUF1421 FAP PRK05648 DUF1210	not assigned.unknown	35_2

CUST_7658_PI404877155	2	0.088033676	-0.25110626	-0.08803463	0.6105938	0.3972187	-0.4638481	Contig2247_s_at	glutathione-S-transferase [Hordeum vulgare]	AAF23357.1	glutathione S-transferase, putative	At1g78380.1	protein glutathione s-transferase	Os03g57200	Photosystem I reaction center subunit VI, chloroplast	PS.lightreaction.photosystem I.PSI polypeptide subunits	1_01_02_02

CUST_31634_PI403524517	2	0.0101418495	-0.14243078	-0.010141373	0.011464119	0.580533	-0.16844416	35_9129	"Cluster: Expressed protein; n=6; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10GA5	0	0	CHR03V5|COORD:24389801..24380928|protein expressed protein	LOC_Os03g43684.1	no description	not assigned.unknown	35_2

CUST_17956_PI403524517	2	0.0049180984	0.27114964	-0.031475067	-0.028799057	-0.004917145	0.07946205	35_5186	"Cluster: Putative lin-10 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative lin-10 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5Z7T5	"CHR3V7|COORD:19005198..19008159| Identical to UPF0183 protein At3g51130 [Arabidopsis Thaliana] (GB:Q9SD33;GB:Q94C31); similar to ENSANGP00000005609"	AT3G51130.1	CHR06V5|COORD:30278004..30273481|protein UPF0183 protein, putative, expressed	LOC_Os06g49990.3	"no descriptionhighly similar to ( 680)AT3G51130| Symbols:  | Identical to UPF0183 protein At3g51130 [Arabidopsis Thaliana] (GB:Q9SD33;GB:Q94C31); similar to ENSANGP00000005609 [Anopheles gambiae str. PEST] (GB:XP_310381.2); similar to Os06g0714000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001058570.1); contains InterPro domain Protein of unknown function UPF0183; (InterPro:IPR005373) | chr3:19005198-19008159 FORWARDnot assigned UPF0183"	not assigned.unknown	35_2

CUST_9239_PI399408534	2	-0.06279373	0.060531616	-0.028222084	0.028222084	-0.036580086	0.0666008	35_22926	"Cluster: Putative DNA repair and recombination protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative DNA repair and recombination protein - Oryza s"	UniRef90_Q7F2E4	"CHR2V7|COORD:8136236..8140584| CHR8 (chromatin remodeling 8); ATP binding / DNA binding / helicase"	AT2G18760.1	CHR01V5|COORD:148211..153278|protein retrotransposon protein, putative, Ty1-copia subclass, expressed	LOC_Os01g01312.1	"no descriptionweakly similar to ( 180)AT2G18760| Symbols: CHR8 | CHR8 (chromatin remodeling 8); ATP binding / DNA binding / helicase | chr2:8136236-8140584 FORWARD"	RNA.regulation of transcription.Chromatin Remodeling Factors	27_3_44

CUST_160121_PI403524517	2	0.15817738	0.12007809	-0.44184446	0.07430887	-0.15236521	-0.07430887	35_44684	Rep: Copper chaperone - Plantago major (Common plantain)	UniRef90_Q5ZF67	"CHR1V7|COORD:24690108..24690990| ATX1; metal ion binding"	AT1G66240.1	CHR08V5|COORD:6152721..6155089|protein copper chaperone, putative, expressed	LOC_Os08g10480.1	"no descriptionvery weakly similar to (59.3)AT1G66240| Symbols: ATX1 | ATX1; metal ion binding | chr1:24690108-24690990 REVERSE"	metal handling.binding, chelation and storage	15_2

CUST_17604_PI404877155	2	-1.0280547	0.72534657	-0.51681185	0.8604822	0.25926685	-0.25926685	HV_CEb0009B15r2_at	BP-5 protein [Oryza sativa]	CAD32238.1	phytochrome-interacting factor 4 (PIF4) / basic helix-loop-helix protein 9 (bHLH9) / short under red-light 2 (	At2g43010.1	protein BP-5 protein	Os12g41650	"SRL2;PHYTOCHROME INTERACTING FACTOR 4;phytochrome-interacting factor 4 (PIF4) / basic helix-loop-helix protein 9 (bHLH9) / short under red-light 2 (SRL2), identical to SP:Q8W2F3 Phytochrome-interacting factor 4 (Basic helix-loop-helix protein 9) (bHLH9) ("	RNA.regulation of transcription.bHLH,Basic Helix-Loop-Helix family	27_3_06

CUST_21605_PI399408534	2	0.1825695	-0.34363937	-0.15803528	0.15803528	0.30597878	-0.19571781	35_17502	Rep: OSJNBa0014K14.4 protein - Oryza sativa (Rice)	UniRef90_Q7XQX1	CHR4V7|COORD:15501140..15503327| calcium-binding EF hand family protein	AT4G32060.1	CHR04V5|COORD:24891940..24896093|protein calcium binding atopy-related autoantigen 1, putative, expressed	LOC_Os04g42430.2	no descriptionmoderately similar to ( 259)AT4G32060| Symbols:  | calcium-binding EF hand family protein | chr4:15501140-15503308 FORWARDnot assigned not assigned not assigned EFh	signalling.calcium	30_3

CUST_15655_PI403524517	2	-0.045476913	0.045476913	0.07093239	-0.1527586	-0.06023121	0.12356186	35_4517	"Cluster: Putative ubiquitin-conjugating enzyme binding protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ubiquitin-conjugating enzyme binding p"	UniRef90_Q75LV6	CHR4V7|COORD:16434551..16437041| IBR domain-containing protein	AT4G34370.1	CHR03V5|COORD:23766859..23770876|protein ubiquitin-protein ligase/ zinc ion binding protein, putative, expressed	LOC_Os03g42760.1	no descriptionmoderately similar to ( 421)AT2G16090| Symbols:  | zinc finger protein-related | chr2:6994449-6996904 REVERSEnot assigned not assigned not assigned not assigned IBR IBR PRK12323	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_154367_PI403524517	2	-0.0098176	0.110435486	0.06551361	0.009818077	-0.29325724	-0.3230281	35_43137	"Cluster: Leucine-rich repeat family protein /protein kinase family protein- like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Leucine-rich repeat family pr"	UniRef90_Q6EQG8		0	CHR09V5|COORD:10784209..10792868|protein receptor-like protein kinase 2, putative, expressed	LOC_Os09g17630.1	no description	not assigned.unknown	35_2

CUST_17668_PI404877155	2	-0.013692856	-0.4774084	0.09585285	-0.026640892	0.26229095	0.0136938095	HV_CEb0021P13r2_at	similar to transcription factor MYB124 [Oryza sativa (japonica cultivar-group)] dbj|BAC07080.1| myb-related protein-like [Oryza sativa (japo	NP_917934.1	myb family transcription factor (MYB124)	At1g14350.1	protein hypothetical protein	Os07g43420	NONE	RNA.regulation of transcription.MYB-related transcription factor family	27_3_26

CUST_28530_PI399408534	2	-1.8725595	1.5612316	0.71564007	0.08963585	-0.089634895	-0.16134357	35_3386	Rep: Protein HVA22 - Hordeum vulgare (Barley)	UniRef90_Q07764	CHR5V7|COORD:20650668..20651728| ATHVA22E (Arabidopsis thaliana HVA22 homologue E)	AT5G50720.1	CHR08V5|COORD:22863702..22865062|protein protein HVA22, putative, expressed	LOC_Os08g36440.1	no descriptionweakly similar to ( 163)AT5G50720| Symbols: ATHVA22E | ATHVA22E (Arabidopsis thaliana HVA22 homologue E) | chr5:20650668-20651728 REVERSEmoderately similar to ( 274)HVA22_HORVUProtein HVA22 - Hordeum vulgare (Barley)not assigned not assigned TB2_DP1_HVA22 YOP1	hormone metabolism.abscisic acid.induced-regulated-responsive-activated	17_1_3

CUST_58681_PI403524517	2	-0.04370308	-0.5470238	0.12554169	0.008050919	0.19996929	-0.008049965	35_16742	"Cluster: Putative Transcription initiation factor IIE, beta subunit; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Transcription initiation"	UniRef90_Q8RU47	CHR4V7|COORD:10982694..10984050| transcription initiation factor-related	AT4G20330.1	CHR10V5|COORD:13025948..13021567|protein transcription initiation factor IIE beta subunit, putative, expressed	LOC_Os10g25770.2	no descriptionmoderately similar to ( 281)AT4G20330| Symbols:  | transcription initiation factor-related | chr4:10982694-10984050 REVERSEnot assigned TFA2	RNA.transcription	27_2

CUST_93654_PI403524517	2	-0.04726696	-0.33912373	0.04726696	0.2988119	0.12198877	-0.48454237	35_26779	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_48044_PI403524517	2	-0.06658554	0.32796764	-0.023453712	0.023452759	0.062002182	-0.10297489	35_13739	Rep: OSIGBa0092E01.9 protein - Oryza sativa (Rice)	UniRef90_Q01IC6	"CHR2V7|COORD:18231380..18232993| COS1 (COI1 SUPPRESSOR1); 6,7-dimethyl-8-ribityllumazine synthase"	AT2G44050.1	CHR04V5|COORD:24662633..24659047|protein 6,7-dimethyl-8-ribityllumazine synthase, chloroplast precursor, putative, expressed	LOC_Os04g42000.1	" no descriptionmoderately similar to ( 209)AT2G44050| Symbols: COS1 | COS1 (COI1 SUPPRESSOR1); 6,7-dimethyl-8-ribityllumazine synthase | chr2:18231380-18232993 FORWARDweakly similar to ( 186)RISB_SPIOL6,7-dimethyl-8-ribityllumazine synthase, chloroplast precursor - Spinacia oleracea (Spinach)not assigned ribH RibH DMRL_synthase PRK12419 "	Co-factor and vitamine metabolism	18

CUST_17338_PI404877155	2	0.035884857	0.6287575	-0.09702301	-0.048182487	0.045591354	-0.035883904	HU05A05u_s_at	P0529E05.15 [Oryza sativa (japonica cultivar-group)]	NP_915536.1	coronatine-insensitive 1 / COI1 (FBL2)	At2g39940.1	protein Leucine Rich Repeat, putative	Os05g37690	gi|18461202|dbj|BAB84399.1| P0529E05.15	hormone metabolism.jasmonate.induced-regulated-responsive-activated	17_7_3

CUST_177055_PI403524517	2	-0.12640095	-0.25266838	0.12640142	0.27981663	-0.285007	3.0348601	35_49259	"Cluster: Os09g0562600 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os09g0562600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IZL6		0	CHR09V5|COORD:22348258..22351014|protein OsWAK92 - OsWAK receptor-like protein kinase, expressed	LOC_Os09g38910.1	no description	not assigned.unknown	35_2

CUST_71966_PI403524517	2	-0.66187096	0.7708483	-0.123018265	0.31465912	-0.59270096	0.12301922	35_20630	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10NW5	CHR4V7|COORD:6731016..6732460| ankyrin repeat family protein	AT4G11000.1	CHR03V5|COORD:8221571..8220584|protein expressed protein	LOC_Os03g15080.1	no description	not assigned.unknown	35_2

CUST_228_PI404877155	2	-0.021136284	0.20263386	-0.020401001	-0.044473648	0.020400047	0.0554657	Contig10108_s_at	Putative heat shock factor 3 [Oryza sativa (japonica cultivar-group)] gb|AAQ23062.1| heat shock factor RHSF8 [Oryza sativa (japonica cultiva	NP_912487.1	heat shock factor protein 3 (HSF3) / heat shock transcription factor 3 (HSTF3)	At5g16820.1	protein HSF-type DNA-binding domain, putative	Os03g12370	Putative heat shock factor 3	RNA.regulation of transcription.HSF,Heat-shock transcription factor family	27_3_23

CUST_69685_PI403524517	2	-0.03205633	0.03205633	-0.22930098	0.20387554	-0.4546256	0.09200907	35_19938	"Cluster: OSJNBb0039L24.10 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: OSJNBb0039L24.10 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XMK8	CHR4|COORD:274257..278677| DEAD/DEAH box helicase, putative, similar to ATP-dependent RNA helicases	AT4G00660.1	CHR02V5|COORD:25761340..25768594|protein ATP-dependent RNA helicase dhh1, putative, expressed	LOC_Os02g42860.1	 no descriptionhighly similar to ( 543)AT4G00660| Symbols:  | DEAD/DEAH box helicase, putative | chr4:274638-277438 FORWARDmoderately similar to ( 205)IF4A3_NICPLEukaryotic initiation factor 4A-3 - Nicotiana plumbaginifolia (Leadwort-leaved tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned SrmB PRK11776 PRK11192 PRK10590 PRK01297 PRK11634 DEADc HELICc PRK04837 PRK04537 Helicase_C HELICc DEAD DEXDc RecQ DEXDc Lhr PRK11057 SSL2 COG1204 MPH1 Mfd COG1203 	protein.synthesis.initiation	29_2_3

CUST_22917_PI403524517	2	0.239707	0.47178078	-0.06917	-0.057761192	-0.20094967	0.057762146	35_6656	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_169594_PI403524517	2	0.38976765	0.09281731	0.1629076	-0.18706417	-0.29238224	-0.09281826	35_47236	"Cluster: Kinesin motor protein, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Kinesin motor protein, putative, expressed - Oryza sativa"	UniRef90_Q2QM62	CHR1V7|COORD:27196564..27201780| kinesin motor protein-related	AT1G72250.1	CHR12V5|COORD:26102591..26097414|protein ATP binding protein, putative, expressed	LOC_Os12g42160.1	no descriptionmoderately similar to ( 317)AT1G72250| Symbols:  | kinesin motor protein-related | chr1:27196564-27201780 FORWARDweakly similar to ( 121)FLA10_CHLREKinesin-like protein FLA10 - Chlamydomonas reinhardtiinot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned KISc_C_terminal Kinesin KISc KISc KISc_KHC_KIF5 KISc_KIF4 KISc_KIF3 KISc_KIP3_like KISc_KIF1A_KIF1B KISc_BimC_Eg5 KISc_CENP_E KIP1 KISc_KLP2_like KISc_KIF2_like KISc_KIF9_like Motor_domain KISc_KIF23_like KISc_KID_like	cell.organisation	31_1

CUST_67984_PI403524517	2	-0.14266491	0.2260704	-0.026888847	-0.07437515	0.030592918	0.026887894	35_19422	"Cluster: GHMP kinase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: GHMP kinase-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5Z8W3	"CHR4V7|COORD:9120887..9127668| ARA1 (ARABINOSE SENSITIVE 1); ATP binding / galactokinase"	AT4G16130.1	CHR06V5|COORD:29625218..29633691|protein ARA1, putative, expressed	LOC_Os06g48940.1	" no descriptionmoderately similar to ( 468)AT4G16130| Symbols: ISA1, ATISA1, ARA1 | ARA1 (ARABINOSE SENSITIVE 1); ATP binding / galactokinase | chr4:9120887-9127668 FORWARDnot assigned PRK05101 GalK PRK03817 PRK05322 PRK00555 GHMP_kinases_N ERG12 "	minor CHO metabolism.galactose.galactokinases	3_8_1

CUST_21005_PI403524517	2	0.46885967	-0.23944569	0.22901821	-0.13675213	0.13675213	-0.2392149	35_6096	"Cluster: Putative nuclear RNA binding protein A; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative nuclear RNA binding protein A - Oryza sativa (japonic"	UniRef90_Q8W0D1	CHR1V7|COORD:18414845..18416447| leucine-rich repeat family protein	AT1G49750.1	CHR01V5|COORD:30425641..30422267|protein plasminogen activator inhibitor 1 RNA-binding protein, putative, expressed	LOC_Os01g52390.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_64006_PI403524517	2	-0.024479866	0.11604023	-0.0026721954	-0.066960335	0.005678177	0.0026721954	35_18280	"Cluster: Putative CTV.22; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative CTV.22 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7EZK6	CHR1|COORD:5438252..5440082| expressed protein	AT1G15790.2	CHR08V5|COORD:28172498..28162228|protein expressed protein	LOC_Os08g45080.1	"no descriptionweakly similar to ( 154)AT1G15790| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G15780.1); similar to Os08g0564800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001062533.1); similar to CTV.22 [Poncirus trifoliata] (GB:AAN62354.1); contains domain no description (G3D.1.10.246.20); contains domain Kix domain of CBP (creb binding protein) (SSF47040) | chr1:5438472-5439815 REVERSE"	not assigned.unknown	35_2

CUST_89255_PI403524517	2	0.111278534	-0.14276123	-0.027751923	0.027751923	-0.037070274	0.09222412	35_25533	"Cluster: Os02g0265700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os02g0265700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E274	0	0	CHR02V5|COORD:9486435..9494273|protein expressed protein	LOC_Os02g16600.2	no description	not assigned.unknown	35_2

CUST_18337_PI403524517	2	-0.020302773	0.81618595	0.020303726	-0.17668343	-0.104681015	0.10384846	35_5302	"Cluster: Os01g0835600 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0835600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JHY8	0	0	CHR01V5|COORD:36147709..36144316|protein AT hook motif family protein, expressed	LOC_Os01g61890.1	no description	not assigned.unknown	35_2

CUST_14216_PI403524517	2	0.06689358	-0.7889228	-0.06689358	0.3616147	0.36254215	-0.13576317	35_4076	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2R123	CHR4V7|COORD:16372610..16373515| SEP1 (STRESS ENHANCED PROTEIN 1)	AT4G34190.1	CHR11V5|COORD:23726489..23725078|protein expressed protein	LOC_Os11g40600.1	no descriptionvery weakly similar to (58.2)AT4G34190| Symbols: SEP1 | SEP1 (STRESS ENHANCED PROTEIN 1) | chr4:16372610-16373515 REVERSE	stress	20

CUST_130681_PI403524517	2	-0.04171276	-0.5640807	0.004149437	-0.00414896	0.4587984	0.11795759	35_36698	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53JL1		0	CHR11V5|COORD:8080286..8078330|protein expressed protein	LOC_Os11g14390.1	no description	not assigned.unknown	35_2

CUST_2785_PI403524517	2	-0.21712685	-0.14714527	0.24960136	0.14714527	0.16814804	-0.15682888	35_760	Rep: CAA303716.1 protein - Oryza sativa (Rice)	UniRef90_Q9ST81	CHR1V7|COORD:26968021..26970219| peroxidase 12 (PER12) (P12) (PRXR6)	AT1G71695.1	CHR04V5|COORD:34974704..34973119|protein peroxidase 12 precursor, putative, expressed	LOC_Os04g59160.1	no descriptionmoderately similar to ( 209)AT1G71695| Symbols:  | peroxidase 12 (PER12) (P12) (PRXR6) | chr1:26968021-26970219 FORWARDweakly similar to ( 199)PER2_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned secretory_peroxidase plant_peroxidase peroxidase ascorbate_peroxidase Herpes_BLLF1 PRK12323 PRK07003 SerH Syndecan	misc.peroxidases	26_12

CUST_140509_PI403524517	2	-0.033915997	0.6001272	0.020263195	0.08546066	-0.08787012	-0.020263195	35_39398	"Cluster: Os05g0293200 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0293200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DJF4	"CHR5V7|COORD:19489887..19490996| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G34070.1); similar to retrotransposon protein, putative,"	AT5G48050.1	CHR05V5|COORD:12841388..12836559|protein retrotransposon protein, putative, unclassified	LOC_Os05g22770.1	" no descriptionvery weakly similar to (85.1)AT5G48050| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G34070.1); similar to retrotransposon protein, putative, unclassified [Oryza sativa (japonica cultivar-group)] (GB:ABA94365.1); contains InterPro domain Cyclin-like; (InterPro:IPR011028) | chr5:19489887-19490996 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TT_ORF1 PRK12323 PRK07003 Extensin_2 PRK12678 APC_basic Herpes_BLLF1 HPC2 "	not assigned.no ontology	35_1

CUST_28199_PI403524517	2	-0.048612595	0.048612595	-0.22529984	-0.351676	0.057775497	0.10794544	35_8154	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2RB06	0	0	CHR11V5|COORD:1414619..1409922|protein expressed protein	LOC_Os11g03640.1	no description	not assigned.unknown	35_2

CUST_94418_PI403524517	2	0.007618904	0.78562593	-0.007618904	-0.5129328	-0.69188404	1.022635	35_26989	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_141204_PI403524517	2	-0.118701935	0.22275639	0.07608509	-0.07608414	-0.1451788	0.20357895	35_39581	"Cluster: GHMP kinase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: GHMP kinase-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5Z8W3	"CHR4V7|COORD:9120887..9127668| ARA1 (ARABINOSE SENSITIVE 1); ATP binding / galactokinase"	AT4G16130.1	CHR06V5|COORD:29625218..29633691|protein ARA1, putative, expressed	LOC_Os06g48940.1	" no descriptionweakly similar to ( 105)AT4G16130| Symbols: ISA1, ATISA1, ARA1 | ARA1 (ARABINOSE SENSITIVE 1); ATP binding / galactokinase | chr4:9120887-9127668 FORWARD"	minor CHO metabolism.galactose.galactokinases	3_8_1

CUST_15867_PI404877155	2	-0.65786743	-0.5407729	0.73274183	1.0040917	0.1345563	-0.1345563	Contig972_x_at	Nonspecific lipid-transfer protein 4.1 precursor (LTP 4.1) (CW21) (CW-21) pir||S45371 nonspecific lipid transfer protein Cw-21 precursor - b	Q43767	lipid transfer protein 4 (LTP4)	At5g59310.1	protein Protease inhibitor/seed storage/LTP family, putative	Os11g24070	NONE	lipid metabolism.lipid transfer proteins etc	11_6

CUST_74881_PI403524517	2	0.19206238	0.926713	-0.09406757	0.09406757	-0.23803377	-0.7528453	35_21469	"Cluster: Hypothetical protein P0005C02.106; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0005C02.106 - Oryza sativa (japonica cultivar"	UniRef90_Q7EZU0	CHR4V7|COORD:7758606..7760888| leucine-rich repeat family protein / extensin family protein	AT4G13340.1	CHR08V5|COORD:13840282..13840959|protein expressed protein	LOC_Os08g23170.1	no description	not assigned.unknown	35_2

CUST_18122_PI404877155	2	-0.0690403	0.26042366	6.1798096E-4	-0.03129196	-6.1798096E-4	0.053567886	HVSMEc0008G05r2_s_at	sucrose-phosphate synthase [Saccharum officinarum]	BAA19242.1	sucrose-phosphate synthase, putative	At5g20280.1	protein sucrose-phosphate synthase	Os02g09170	sucrose-phosphate synthase	major CHO metabolism.synthesis.sucrose.SPS	2_1_1_01

CUST_3802_PI399408534	2	0.09581661	0.12764645	0.04890442	-0.09384823	-0.05717945	-0.04890442	35_9581	"Cluster: Os01g0698100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0698100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JK41	CHR5V7|COORD:22378627..22381890| SWAP (Suppressor-of-White-APricot)/surp domain-containing protein	AT5G55100.2	CHR01V5|COORD:29212256..29217789|protein surp module family protein, expressed	LOC_Os01g50320.2	no descriptionvery weakly similar to (82.4)AT5G55100| Symbols:  | SWAP (Suppressor-of-White-APricot)/surp domain-containing protein | chr5:22378627-22381890 REVERSESWAP Surp	RNA.processing	27_1

CUST_22754_PI399408534	2	-2.256519	0.88083124	-1.7624583	-0.88083076	1.4440508	1.2782788	35_20255	"Cluster: Putative regulator of gene silencing; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative regulator of gene silencing - Oryza sativa (japonica cu"	UniRef90_Q8RYK0	CHR1V7|COORD:28771803..28772336| calcium-binding EF hand family protein	AT1G76650.1	CHR01V5|COORD:42401831..42400833|protein calmodulin-like protein 41, putative, expressed	LOC_Os01g72530.1	no descriptionweakly similar to ( 122)AT1G76650| Symbols:  | calcium-binding EF hand family protein | chr1:28771803-28772336 REVERSEvery weakly similar to (82.4)CALM_CHLRECalmodulin - Chlamydomonas reinhardtiinot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned FRQ1 EFh PRK07764 PRK12323 Atrophin-1 PRK07003	signalling.calcium	30_3

CUST_82147_PI403524517	2	-0.023424149	0.3227253	0.023424149	-0.100429535	0.05882454	-0.07467556	35_23563	"Cluster: AIG1 family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: AIG1 family protein, expressed - Oryza sativa (japonica cultivar-group"	UniRef90_Q2QWF0	"CHR5|COORD:6853418..6856979| similar to chloroplast outer membrane protein, putative [Arabidopsis thaliana] (TAIR:At3g16620.1); similar to chloroplast Toc125"	AT5G20300.3	CHR12V5|COORD:5029791..5033554|protein chloroplast outer envelope protein 86, putative, expressed	LOC_Os12g09570.2	no descriptionweakly similar to ( 161)AT5G20300| Symbols:  | GTP binding | chr5:6853546-6855543 REVERSE	protein.targeting.chloroplast	29_3_3

CUST_27166_PI403524517	2	-0.032474518	0.049536705	0.032474518	-0.042641163	-0.04327488	0.1481657	35_7866	"Cluster: Putative ubiquitin-specific protease 15; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative ubiquitin-specific protease 15 - Oryza sativa (japon"	UniRef90_Q67WC7	0	0	CHR06V5|COORD:26791029..26784111|protein ubiquitin carboxyl-terminal hydrolase family protein, expressed	LOC_Os06g44380.1	no description	not assigned.unknown	35_2

CUST_12932_PI404877155	2	0.027729034	-0.60359097	-0.023609161	0.04608631	0.023609161	-0.045078278	Contig6642_at	3-oxoacyl-[acyl-carrier-protein] synthase I, chloroplast precursor (Beta-ketoacyl-ACP synthase I) (KAS I) pir||A39356 3-oxoacyl-[acyl-carrie	P23902	3-oxoacyl-(acyl-carrier- protein) synthase I	At5g46290.1	protein Beta-ketoacyl synthase, N-terminal domain, putative	Os06g09630	beta-ketoacyl-ACP synthetase I	lipid metabolism.FA synthesis and FA elongation.ketoacyl ACP synthase	11_1_03

CUST_154571_PI403524517	2	0.020550728	-0.06735134	-0.25171947	0.14019108	-0.020550728	0.0918169	35_43190	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_98012_PI403524517	2	-0.04122162	0.19441986	-0.26527405	0.041222572	0.24585056	-0.19923973	35_27986	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_27968_PI403524517	2	0.31041098	0.1304574	-0.07982159	-0.21352053	-0.019192219	0.019192219	35_8085	"Cluster: Hypothetical protein B1370C05.8; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1370C05.8 - Oryza sativa (japonica"	UniRef90_Q6YU98	CHR3V7|COORD:18965004..18968679| FG-GAP repeat-containing protein	AT3G51050.1	CHR02V5|COORD:34262..41100|protein FG-GAP repeat family protein, expressed	LOC_Os02g01070.1	no descriptionmoderately similar to ( 306)AT3G51050| Symbols:  | FG-GAP repeat-containing protein | chr3:18965004-18968679 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Herpes_BLLF1 PRK07003 DUF566 PRK12678 Atrophin-1 Tymo_45kd_70kd HPC2 AF-4 PRK12323 Pneumo_att_G PRK09169 PRK07764 KAR9 APC_basic FAP Herpes_UL32 Gag_spuma	not assigned.no ontology	35_1

CUST_30350_PI403524517	2	0.1052866	-0.898201	-0.49512243	-0.018369198	0.018369198	0.37806654	35_8761	Rep: H0306F03.10 protein - Oryza sativa (Rice)	UniRef90_Q25A65	CHR1V7|COORD:30290250..30291596| pentatricopeptide (PPR) repeat-containing protein	AT1G80550.1	CHR04V5|COORD:32539787..32543383|protein rf1 protein, mitochondrial precursor, putative, expressed	LOC_Os04g55090.2	no descriptionvery weakly similar to (64.3)AT1G80550| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr1:30290250-30291596 REVERSE	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_27458_PI403524517	2	0.1163044	-0.10986996	-0.1561985	-0.099879265	0.122467995	0.099879265	35_7947	"Cluster: Hypothetical protein OSJNBb0108E17.22; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0108E17.22 - Oryza sativa (japonica"	UniRef90_Q6L4V8	"CHR1V7|COORD:30144090..30144878| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G15810.1); similar to Os01g0771000 [Oryza sativa (japonica"	AT1G80120.1	CHR05V5|COORD:25182999..25184009|protein expressed protein	LOC_Os05g43460.1	no descriptionnot assigned not assigned DUF567	not assigned.unknown	35_2

CUST_52793_PI403524517	2	0.066679	-0.5197277	-0.116464615	0.050498962	0.035007477	-0.035007477	35_15038	Rep: Ribosomal protein L35A - Zea mays (Maize)	UniRef90_A0EVF3	CHR1V7|COORD:27932076..27933127| 60S ribosomal protein L35a (RPL35aC)	AT1G74270.1	CHR02V5|COORD:33353475..33355613|protein 60S ribosomal protein L33-B, putative, expressed	LOC_Os02g54470.2	no descriptionweakly similar to ( 198)AT1G74270| Symbols:  | 60S ribosomal protein L35a (RPL35aC) | chr1:27932076-27933127 REVERSEnot assigned not assigned Ribosomal_L35Ae COG2451 PRK04337	protein.synthesis.misc ribososomal protein	29_2_2

CUST_112908_PI403524517	2	-0.05115509	0.032366753	-0.01834011	0.08873749	-0.051073074	0.01834011	35_32047	"Cluster: Xyloglucan endotransglucosylase/hydrolase protein 28precursor, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Xyloglucan"	UniRef90_Q10PC7	"CHR1V7|COORD:5066801..5068461| XTR2 (XYLOGLUCAN ENDOTRANSGLYCOSYLASE RELATED 2); hydrolase, acting on glycosyl bonds"	AT1G14720.1	CHR03V5|COORD:7321985..7318496|protein xyloglucan endotransglucosylase/hydrolase protein 27 precursor, putative, expressed	LOC_Os03g13570.1	" no descriptionvery weakly similar to (59.7)AT1G14720| Symbols: EXGT-A2, XTR2 | XTR2 (XYLOGLUCAN ENDOTRANSGLYCOSYLASE RELATED 2); hydrolase, acting on glycosyl bonds | chr1:5066801-5068461 REVERSE"	cell wall.modification	10_7

CUST_93205_PI403524517	2	0.1752739	-0.05747509	0.005678177	-0.005678177	0.08680534	-0.19444275	35_26652	"Cluster: Putative pumilio domain-containing protein PPD1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative pumilio domain-containing protein PPD1 - Ory"	UniRef90_Q5JMD6	"CHR2V7|COORD:12556560..12560262| APUM1 (ARABIDOPSIS PUMILIO 1); RNA binding"	AT2G29200.1	CHR01V5|COORD:43209812..43203402|protein BPM, putative, expressed	LOC_Os01g74030.1	"no descriptionvery weakly similar to (81.3)AT2G29200| Symbols: APUM1 | APUM1 (ARABIDOPSIS PUMILIO 1); RNA binding | chr2:12556560-12560262 REVERSENABP"	not assigned.no ontology.pumilio/Puf RNA-binding domain-containing protein	35_1_12

CUST_54406_PI403524517	2	0.05723858	0.09651184	-0.035535812	-0.03804493	-0.048210144	0.035535812	35_15487	"Cluster: Casein kinase II subunit alpha; n=23; Magnoliophyta|Rep: Casein kinase II subunit alpha - Zea mays (Maize)"	UniRef90_P28523	"CHR3V7|COORD:18545470..18547726| CKA2 (casein kinase II alpha chain 2); kinase"	AT3G50000.1	CHR07V5|COORD:803486..797777|protein casein kinase II subunit alpha-2, putative, expressed	LOC_Os07g02350.1	"no descriptionhighly similar to ( 608)AT3G50000| Symbols: CKA2 | CKA2 (casein kinase II alpha chain 2); kinase | chr3:18545470-18547726 FORWARDhighly similar to ( 623)CSK2A_MAIZECasein kinase II subunit alpha - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pkinase S_TKc S_TKc SPS1 PTKc TyrKc Pkinase_Tyr PTKc_Jak_rpt2 PTKc_FAK PTKc_Jak1_rpt2 PTKc_Tyk2_rpt2 PTKc_Lyn PTKc_PDGFR PTKc_InsR_like PTKc_Met_Ron PTKc_Jak2_Jak3_rpt2 PTKc_Src_like PTKc_Frk_like PTKc_Lck_Blk PTKc_Srm_Brk PTKc_Syk_like PTKc_Abl PTKc_Ack_like"	protein.postranslational modification	29_4

CUST_138465_PI403524517	2	-0.07788563	-0.37225485	0.07788563	0.17909002	0.13248873	-0.095217705	35_38839	0	0	CHR2V7|COORD:18439977..18443704| RNA recognition motif (RRM)-containing protein	AT2G44710.1	CHR06V5|COORD:9796426..9800779|protein transposon protein, putative, CACTA, En/Spm sub-class	LOC_Os06g16900.1	no description	not assigned.unknown	35_2

CUST_179969_PI403524517	2	0.011453152	-0.32249165	0.073847294	-0.011452675	0.08190107	-0.4405918	35_50051	"Cluster: Hypothetical protein OSJNBb0005F01.21; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0005F01.21 - Oryza sativa (japonica"	UniRef90_Q8H858		0	CHR10V5|COORD:6320164..6317266|protein expressed protein	LOC_Os10g11820.1	no description	not assigned.unknown	35_2

CUST_85764_PI403524517	2	-0.045309067	0.27267933	0.0054035187	-0.0054044724	-0.06815052	0.16586399	35_24562	"Cluster: Protein kinase domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Protein kinase domain containing"	UniRef90_Q10EQ9	"CHR5V7|COORD:26713191..26716385| MAPKKK5 (Mitogen-activated protein kinase kinase kinase 5); kinase"	AT5G66850.1	CHR03V5|COORD:31558488..31551348|protein MAPKKK5, putative, expressed	LOC_Os03g55560.2	"no descriptionweakly similar to ( 177)AT5G66850| Symbols: MAPKKK5 | MAPKKK5 (Mitogen-activated protein kinase kinase kinase 5); kinase | chr5:26713191-26716385 REVERSEvery weakly similar to (79.3)MPK5_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase Pkinase_Tyr PTKc SPS1 TyrKc PTKc_Ack_like PTKc_FGFR PTKc_Jak_rpt2 PTKc_Tyk2_rpt2 PTKc_Srm_Brk PTKc_EGFR_like PTKc_Syk_like PTKc_Chk PTKc_Trk B56 PTKc_FGFR2 PTKc_Src_like PTKc_InsR_like PTKc_CSF-1R PTKc_VEGFR2 PTKc_PDGFR PTKc_Csk_like PTKc_VEGFR3 PTKc_VEGFR PTKc_Btk_Bmx PTKc_Fes_like PTKc_Itk PTKc_FGFR3 PTKc_FAK PTKc_PDGFR_alpha PTKc_Frk_like PTKc_Tec_Rlk PTKc_TrkB PTKc_Kit PTKc_FGFR1 PTKc_PDGFR_beta PTKc_Tec_like PTKc_Fyn_Yrk PTKc_FGFR4 PTKc_TrkC PTKc_Jak1_rpt2 PTKc_Yes PTK_Ryk PTKc_Src PTKc_Hck PTKc_Met_Ron PTKc_Jak2_Jak3_rpt2 PTKc_Fer PTKc_Lyn KIND PTK_HER3 PTKc_EphR PTKc_EGFR PTKc_Lck_Blk PTKc_Syk PTKc_Ror PTKc_DDR PTKc_RET PTKc_TrkA PTKc_Tie1 PTKc_Tie2 PTKc_DDR2 PTKc_Csk PTKc_HER4 PTKc_ALK_LTK PTKc_Tie PTKc_Musk PTKc_EphR_B PTKc_Tyro3 PTKc_Fes PTKc_HER2 PTKc_IGF-1R PTKc_Ror2 PTKc_DDR_like PTKc_Axl PTKc_InsR PTKc_Abl PTKc_Ror1 PTKc_Axl_like"	protein.postranslational modification	29_4

CUST_112392_PI403524517	2	-0.0589571	0.30215263	0.19331884	-0.22700596	0.0589571	-0.14710617	35_31908	"Cluster: Putative non-cell-autonomous protein pathway2; plasmodesmal receptor; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative non-cell-autonomous"	UniRef90_Q69JW7	CHR1V7|COORD:11399903..11405702| actin binding	AT1G31810.1	CHR02V5|COORD:22096619..22099255|protein aldose 1-epimerase precursor, putative, expressed	LOC_Os02g36600.1	no description	not assigned.unknown	35_2

CUST_6908_PI399408534	2	0.009935379	0.5370054	0.05986595	-0.10435486	-0.018087387	-0.009934425	35_16308	"Cluster: Putative PHD-finger protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative PHD-finger protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q84J54	CHR3V7|COORD:8676127..8678193| PHD finger family protein	AT3G24010.1	CHR03V5|COORD:2388972..2392542|protein inhibitor of growth protein 5, putative, expressed	LOC_Os03g04980.1	no descriptionweakly similar to ( 131)AT3G24010| Symbols:  | PHD finger family protein | chr3:8676127-8678193 REVERSEnot assigned TNG2	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_54310_PI403524517	2	-0.077269554	-1.9181566	-1.0245838	0.7312584	0.3445902	0.0772686	35_15461	Rep: Defensin precursor - Triticum aestivum (Wheat)	UniRef90_Q8L698	"CHR2V7|COORD:528396..528884| LCR69/PDF2.2 (Low-molecular-weight cysteine-rich 69); protease inhibitor"	AT2G02100.1	CHR02V5|COORD:25184615..25185352|protein low-molecular-weight cysteine-rich protein LCR69 precursor, putative, expressed	LOC_Os02g41904.1	" no descriptionvery weakly similar to (65.1)AT2G02100| Symbols: LCR69, PDF2.2 | LCR69/PDF2.2 (Low-molecular-weight cysteine-rich 69); protease inhibitor | chr2:528396-528884 FORWARDvery weakly similar to (64.7)THGF_HELANFlower-specific gamma-thionin precursor - Helianthus annuus (Common sunflower)Gamma-thionin Knot1 "	stress.biotic	20_1

CUST_119680_PI403524517	2	0.1406498	-0.0030927658	-0.0872612	0.0030918121	-0.06540966	0.07282829	35_33856	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_170651_PI403524517	2	0.35711527	0.35363245	-0.09325409	-0.05090761	-0.513772	0.05090761	35_47532	"Cluster: Similarity to kinesin heavy chain; n=2; Arabidopsis thaliana|Rep: Similarity to kinesin heavy chain - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9FKP4	CHR5V7|COORD:3290122..3297249| kinesin motor protein-related	AT5G10470.1	CHR02V5|COORD:7285696..7281235|protein kinesin motor domain containing protein, expressed	LOC_Os02g13580.1	no descriptionmoderately similar to ( 268)AT5G10470| Symbols:  | kinesin motor protein-related | chr5:3290122-3297249 REVERSEvery weakly similar to (60.8)K125_TOBAC125 kDa kinesin-related protein - Nicotiana tabacum (Common tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned KISc_C_terminal KISc KISc KISc_KHC_KIF5 Kinesin KISc_KIF3 KISc_BimC_Eg5 KISc_KIF23_like KISc_KIF4 KISc_KLP2_like KISc_KIF1A_KIF1B KISc_CENP_E KISc_KIP3_like KISc_KID_like KISc_KIF9_like KIP1 KISc_KIF2_like Motor_domain	cell.organisation	31_1

CUST_80407_PI403524517	2	0.15197659	-0.8649006	-0.11246967	0.043346405	-0.043346405	0.18199158	35_23060	Rep: OSIGBa0137D06.4 protein - Oryza sativa (Rice)	UniRef90_Q01IN7	CHR1V7|COORD:22496859..22500684| proline-rich family protein	AT1G61080.1	CHR02V5|COORD:26981015..26976336|protein expressed protein	LOC_Os02g44540.3	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07764 PRK05648 PRK07003 PRK12323 Drf_FH1 FAP Tymo_45kd_70kd Atrophin-1 Extensin_2 PRK06132 tatB PRK10819 DUF1421 PRK09111 PRK08770 PRK11855 DedD COG5373 PRK08853 PRK10856 GRASP55_65 DUF605 FimV PRK00708	not assigned.unknown	35_2

CUST_25255_PI403524517	2	0.20531082	0.5727062	0.108976364	-0.12829638	-0.1834116	-0.10897589	35_7322	"Cluster: Putative dsRNA-binding protein ODB1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative dsRNA-binding protein ODB1 - Oryza sativa (japonica cult"	UniRef90_Q5N8Z0	"CHR3V7|COORD:23236724..23238138| DRB4 (double-stranded RNA-binding domain (DsRBD)-containing protein 4); double-stranded RNA binding"	AT3G62800.2	CHR01V5|COORD:32918894..32913722|protein double-stranded RNA binding motif family protein, expressed	LOC_Os01g56520.1	"no descriptionvery weakly similar to (75.1)AT3G62800| Symbols: DRB4 | DRB4 (double-stranded RNA-binding domain (DsRBD)-containing protein 4); double-stranded RNA binding | chr3:23236724-23238138 REVERSEnot assigned DSRM Rnc dsrm rnc DSRM"	RNA.RNA binding	27_4

CUST_169002_PI403524517	2	0.35015774	0.3023157	0.028021812	-0.044275284	-0.45911217	-0.028022766	35_47066	"Cluster: Skin secretory protein xP2 precursor; n=1; Xenopus laevis|Rep: Skin secretory protein xP2 precursor - Xenopus laevis (African clawed frog)"	UniRef90_P17437	CHR2V7|COORD:12307457..12308800| disease resistance-responsive family protein / fibroin-related	AT2G28670.1	CHR01V5|COORD:40425877..40424503|protein fibroin heavy chain precursor, putative, expressed	LOC_Os01g69020.1	no descriptionnot assigned not assigned not assigned PRK05648 PRK07003 PRK12323 PRK07764 PRK11855 MARCKS motB PRK00708 PRK12678 BASP1 PRK12372 TrbL PRK06132 PRK08691 PRK12373	not assigned.unknown	35_2

CUST_33040_PI403524517	2	0.15091038	-0.2487669	0.00459671	-0.00459671	-0.10155201	0.024092674	35_9527	"Cluster: Nef attachable protein; n=1; Aster yellows phytoplasma|Rep: Nef attachable protein - Aster yellows phytoplasma"	UniRef90_Q847P1	0	0	0	0	no description	not assigned.unknown	35_2

CUST_26110_PI399408534	2	0.094714165	-0.03898716	0.038988113	-0.040050507	0.12620068	-0.120223045	35_43640	"Cluster: Putative storekeeper protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative storekeeper protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q67UF2	CHR4V7|COORD:171650..172744| transcription regulator	AT4G00390.1	CHR09V5|COORD:16940832..16942437|protein expressed protein	LOC_Os09g27850.1	no descriptionvery weakly similar to (60.5)AT3G04930| Symbols:  | transcription regulator | chr3:1363035-1364405 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07003 DUF573 Atrophin-1 PRK07764 Tymo_45kd_70kd PRK05648 APC_basic DUF566 PRK10819 DUF1421 HPC2 GRASP55_65 Herpes_BLLF1	RNA.regulation of transcription.GeBP like	27_3_49

CUST_170312_PI403524517	2	0.13726425	-0.07157326	0.2668171	-0.07621956	0.07157326	-0.17701244	35_47438	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_25743_PI403524517	2	0.31423283	-1.1165895	-0.28400993	0.26412058	-0.14178944	0.14178944	35_7463	"Cluster: Os03g0133300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os03g0133300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DVF0	"CHR1V7|COORD:15893953..15896790| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G55760.2); similar to Hypothetical protein [Oryza sativa (japonica"	AT1G42430.1	CHR03V5|COORD:1852392..1857552|protein expressed protein	LOC_Os03g04100.1	"no descriptionweakly similar to ( 130)AT1G42430| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G55760.2); similar to Hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:AAN05510.1); similar to Os03g0133300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001048874.1) | chr1:15893953-15896790 FORWARD"	not assigned.unknown	35_2

CUST_63021_PI403524517	2	0.0029315948	0.5313597	0.064079285	-0.02425003	-0.0029306412	-0.04899788	35_17978	"Cluster: Hypothetical protein OJ1254_E07.2-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1254_E07.2-1 - Oryza sativa (japonica cult"	UniRef90_Q652K9	"CHR3V7|COORD:18991511..18993154| similar to Os06g0713900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001058569.1); similar to unknown protein [Oryza"	AT3G51100.1	CHR09V5|COORD:20787044..20789982|protein expressed protein	LOC_Os09g36100.1	"no descriptionweakly similar to ( 142)AT3G51100| Symbols:  | similar to Os06g0713900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001058569.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD54105.1) | chr3:18991901-18993154 REVERSE"	not assigned.unknown	35_2

CUST_30808_PI399408534	2	0.22536945	-0.7262821	-0.05420637	0.0024428368	0.09628773	-0.0024428368	35_22152	"Cluster: Putative transcription factor X1; n=1; Triticum monococcum|Rep: Putative transcription factor X1 - Triticum monococcum (Einkorn wheat) (Small spelt)"	UniRef90_Q8W563	CHR1V7|COORD:4727435..4730226| XH/XS domain-containing protein / XS zinc finger domain-containing protein	AT1G13790.1	CHR01V5|COORD:25689936..25694009|protein transcription factor X1, putative, expressed	LOC_Os01g44230.1	no descriptionvery weakly similar to (70.5)AT1G13790| Symbols:  | XH/XS domain-containing protein / XS zinc finger domain-containing protein | chr1:4727435-4730226 FORWARDXH	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_104904_PI403524517	2	-0.36449718	0.47854424	0.014780998	-0.014781952	-0.37299538	0.041602135	35_29889	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_26271_PI399408534	2	-0.18307686	0.08028221	-0.1732502	-0.080281734	0.0909996	0.5248451	35_21898	"Cluster: Probable indole-3-acetic acid-amido synthetase GH3.5; n=2; Oryza sativa|Rep: Probable indole-3-acetic acid-amido synthetase GH3.5 - Oryza sativa (Rice)"	UniRef90_Q6I581	CHR2V7|COORD:19041415..19043442| JAR1 (JASMONATE RESISTANT 1)	AT2G46370.2	CHR05V5|COORD:29116926..29122445|protein indole-3-acetic acid-amido synthetase GH3.5, putative, expressed	LOC_Os05g50890.2	 no descriptionmoderately similar to ( 255)AT2G46370| Symbols: JAR, FIN219, JAR1 | JAR1 (JASMONATE RESISTANT 1) | chr2:19041652-19043442 FORWARDmoderately similar to ( 360)GH35_ORYSAGH3 	hormone metabolism.auxin.induced-regulated-responsive-activated	17_2_3

CUST_9828_PI404877155	2	-0.031514168	0.0152282715	-0.021087646	-0.0152282715	0.024076462	0.020885468	Contig3561_at	P0518F01.5 [Oryza sativa (japonica cultivar-group)] dbj|BAB63762.1| P0025A05.24 [Oryza sativa (japonica cultivar-group)] dbj|BAB91705.1| P05	NP_917518.1	mitochondrial ATP synthase g subunit family protein	At4g29480.1	protein Mitochondrial ATP synthase g subunit	Os01g41610	unknown protein	mitochondrial electron transport / ATP synthesis.F1-ATPase	9_9

CUST_166261_PI403524517	2	-0.06090212	-0.4261484	0.06090212	-0.20994616	0.33497953	1.9398704	35_46317	0	0	"CHR3V7|COORD:22290842..22291608| UCC3 (UCLACYANIN 3); copper ion binding"	AT3G60280.1	0	0	no description	not assigned.unknown	35_2

CUST_53_PI399945755	2	0.0064229965	0.052101135	-0.0419178	-0.00642395	-0.035188675	0.0093688965	HF21f18									

CUST_7359_PI403524517	2	0.01849556	-0.17486286	0.019226074	-0.026109695	0.045968056	-0.01849556	35_2046	"Cluster: Putative cysteine conjugate beta-lyase; n=2; BEP clade|Rep: Putative cysteine conjugate beta-lyase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q67UZ0	CHR1V7|COORD:29193937..29195795| aminotransferase class I and II family protein	AT1G77670.1	CHR09V5|COORD:17023570..17027550|protein asparate aminotransferase, putative, expressed	LOC_Os09g28050.3	no descriptionmoderately similar to ( 249)AT1G77670| Symbols:  | aminotransferase class I and II family protein | chr1:29193937-29195795 REVERSEnot assigned not assigned PRK07777 PRK08912 PRK09082 COG0436 PRK12414 PRK09276 PRK09148 PRK08175 Aminotran_1_2 PRK07212 PRK05942 PRK08361 PRK07778 PRK06108 PRK07683 PRK08960 PRK08362 PRK07366 PRK05764 PRK07682 PRK07309 PRK07681 PRK07367 PRK08068 PRK06220 PRK06348 PRK06107 PRK06056 PRK08636 ARO8 PRK07568 PRK07337 PRK07310 PRK07543 PRK06507 PRK07865 PRK05794 PRK07324 PRK06290 PRK07550 HisC PRK08443 PRK08069 PRK08363 PRK06225 PRK05957 PRK06836	secondary metabolism.phenylpropanoids	16_2

CUST_94048_PI403524517	2	-0.029759407	0.23360729	0.013337135	-0.07013607	-0.013337135	0.13149929	35_26887	Rep: Expressed protein - Oryza sativa (japonica cultivar-group)	UniRef90_Q7XDC6	"CHR2V7|COORD:15562453..15563859| similar to hypothetical protein [Oryza sativa] (GB:AAG13576.1); similar to Os10g0478400 [Oryza sativa (japonica"	AT2G37035.1	CHR10V5|COORD:17611142..17609586|protein expressed protein	LOC_Os10g33820.1	"no descriptionvery weakly similar to (50.4)AT2G37035| Symbols:  | similar to hypothetical protein [Oryza sativa] (GB:AAG13576.1); similar to Os10g0478400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001064862.1) | chr2:15562453-15563859 REVERSE"	not assigned.unknown	35_2

CUST_87775_PI403524517	2	-1.534338	0.0708189	0.3907652	0.78475904	-0.0708189	-0.26812506	35_25125	"Cluster: Putative verticillium wilt disease resistance protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative verticillium wilt disease resistance p"	UniRef90_Q5VR20	CHR5V7|COORD:9522537..9525410| disease resistance family protein	AT5G27060.1	CHR01V5|COORD:3219105..3223059|protein disease resistance protein, putative, expressed	LOC_Os01g06790.1	no descriptionweakly similar to ( 139)AT5G27060| Symbols:  | disease resistance family protein | chr5:9522537-9525410 REVERSEweakly similar to ( 108)RPK1_IPONIReceptor-like protein kinase precursor - Ipomoea nil (Japanese morning glory) (Pharbitis nil)not assigned not assigned not assigned not assigned not assigned not assigned COG4886	stress.biotic	20_1

CUST_13573_PI404877155	2	-0.02679348	-0.35957813	0.026792526	0.07716656	-0.083102226	0.14651108	Contig7320_at	putative transmembrane protein [Oryza sativa (japonica cultivar-group)]	BAC79896.1	emp24/gp25L/p24 family protein	At1g26690.1	protein emp24/gp25L/p24 family	Os07g43890	0.3_pocket domain  T01318	transport.misc	34_99

CUST_6297_PI404877155	2	-0.040925026	-0.5553379	-0.013881683	0.056910515	0.013882637	0.021242142	Contig18878_at	putative phosphoglycerate mutase [Oryza sativa (japonica cultivar-group)] dbj|BAD15653.1| putative phosphoglycerate mutase [Oryza sativa (ja	XP_467829.1	phosphoglycerate/bisphospho glycerate mutase family protein	At1g22170.1	protein phosphoglycerate mutase 1 family, putative	Os02g51590	gi|21618275|gb|AAM67325.1| unknown	glycolysis.phosphoglycerate mutase	4_11

CUST_11567_PI404877155	2	-0.01881504	-0.003965378	0.003964424	0.011253357	0.0597229	-0.042102814	Contig5246_s_at	cytochrome c oxidase subunit 6b [Oryza sativa (japonica cultivar-group)] dbj|BAB12339.1| cytochrome c oxidase subunit 6b [Oryza sativa (japo	BAB12275.1	cytochrome c oxidase subunit 6b, putative (COX6b)	At1g22450.1	protein cytochrome c oxidase subunit 6b-1	Os03g27290	cytochrome c oxidase subunit 6b	mitochondrial electron transport / ATP synthesis.cytochrome c oxidase	9_7

CUST_11273_PI403524517	2	-0.018177032	0.2823763	-0.033699036	0.031190872	-0.05534649	0.018177032	35_3195	Rep: Tonoplast ABC transporter IDI7 - Hordeum vulgare (Barley)	UniRef90_Q7GBY1	"CHR5V7|COORD:15642889..15646850| ATTAP2 (Arabidopsis thaliana transporter associated with antigen processing protein 2); ATPase, coupled to transmembrane moveme"	AT5G39040.1	CHR03V5|COORD:31088744..31094229|protein ATP-binding cassette sub-family B member 10, mitochondrial precursor, putative, expressed	LOC_Os03g54790.1	" no descriptionmoderately similar to ( 210)AT5G39040| Symbols: ATTAP2 | ATTAP2 (Arabidopsis thaliana transporter associated with antigen processing protein 2); ATPase, coupled to transmembrane movement of substances | chr5:15642889-15646850 FORWARDweakly similar to ( 158)MDR_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned ABC_MTABC3_MDL1_MDL2 ABCC_MsbA ABCC_ATM1_transporter MdlB SunT ABCC_Hemolysin PRK11176 ABCC_Glucan_exporter_like ATM1 CydD ABCC_TAP PRK10789 PRK11174 ABCC_MRP_Like ArpD CydC PRK10790 ABCC_bacteriocin_exporters ABCC_MRP_domain2 PRK11160 ABC_MetN_methionine_transporter GlnQ ABCC_MRP_domain1 AbcC ABC_NikE_OppD_transporters ABCC_Protease_Secretion ABC_PstB_phosphate_transporter CcmA COG1123 ABC_Class3 ABC_tran DppD CbiO ABCC_NFT1 metN ABC_ATPase ABCC_cytochrome_bd AppF DppF ABC_HisP_GlnQ_permeases ABC_Org_Solvent_Resistant SalX ABCC_SUR2 ABC_DR_subfamily_A PstB ABC_Carb_Solutes_like ABC_cobalt_CbiO_domain1 PotA ABC_MJ0796_Lo1CDE_FtsE COG4172 FepC ZnuC ABC_PotA_N ABC_TM1139_LivF_branched ABC_Pro_Gly_Bertaine ABC_Iron-Siderophores_B12_Hemin OpuBA MglA ABC_ModC_like ABC_Metallic_Cations Ttg2A ABC_NrtD_SsuB_transporters PRK11264 TauB ABC_Carb_Monos_I MalK ABC_Mj1267_LivG_branched HisP artP NatA LivF ABC_ModC_molybdenum_transporter CysA ABC_PhnC_transporter ABCG_EPDR ABC_OpuCA_Osmoprotection ABC_drug_resistance_like ProV ArtP ssuB COG3638 ThiQ dppF glnQ ABCC_SUR1_N LivG PRK10070 ABC_cobalt_CbiO_domain2 PRK10619 potA COG4178 ABC_BcrA_bacitracin_resist ABC_subfamily_A ABCC_CFTR1 ABC_CysA_sulfate_importer ABC_YhbG COG3845 ABCD_peroxisomal_ALDP ABC_MalK_N PRK10418 ABC_NatA_sodium_exporter fbpC ABC_FeS_Assembly ABC_Carb_Monos_II PRK10851 araG sufC ModC YhbG PRK10419 ABCG_White COG4559 COG4586 PRK10744 COG4674 SapF FtsE ABC_DrrA modC PRK10261 PRK10535 Uup ABC_putative_ATPase phnK PhnK tauB dppD fecE COG4181 btuD ABC_ThiQ_thiamine_transporter PRK11000 PRK09700 TauB UvrA ModF PRK09984 ABCF_EF-3 oppD PRK03695 potG thiQ PhnK ABCC_CFTR2 ABC_NatA_like PRK11819 PRK10762 ABC_FtsE_transporter livG uvrA PRK10895 AAA PRK10247 COG4619 TagH ABC_KpsT_Wzt lolD znuC SapD ABC_UvrA_II livF ugpC ycf16 ABC_PDR_domain1 PRK10575 BtuD PRK11147 ABC_RNaseL_inhibitor PRK10982 ABC_UvrA PRK10908 COG1245 CeuD COG4136 PRK10938 ABC_CcmA_heme_exporter "	transport.ABC transporters and multidrug resistance systems	34_16

CUST_79428_PI403524517	2	-0.10913277	0.23676682	0.07533455	-0.25406647	0.044675827	-0.04467678	35_22783	"Cluster: Hypothetical protein OSJNBb0006B22.5; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0006B22.5 - Oryza sativa (japonica cu"	UniRef90_Q5W6F7	CHR2V7|COORD:10749997..10752202| protein kinase family protein	AT2G25220.1	CHR05V5|COORD:14762435..14765963|protein phytosulfokine receptor precursor, putative, expressed	LOC_Os05g25540.1	no descriptionmoderately similar to ( 409)AT2G25220| Symbols:  | protein kinase family protein | chr2:10749997-10752202 REVERSEweakly similar to ( 192)CRI4_MAIZEPutative receptor protein kinase CRINKLY4 precursor - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pkinase_Tyr PTKc TyrKc S_TKc Pkinase S_TKc PTKc_Csk_like SPS1 PTKc_Tec_like PTKc_Jak_rpt2 PTKc_Srm_Brk PTKc_Frk_like PTKc_EphR PTKc_c-ros PTKc_Chk PTKc_Src_like PTKc_DDR PTKc_Fes_like PTKc_Trk PTKc_ALK_LTK PTKc_InsR_like PTKc_FGFR PTKc_Itk PTKc_Ror PTKc_Tec_Rlk PTKc_Musk PTK_CCK4 PTKc_Csk PTKc_Syk_like PTKc_EGFR_like PTKc_Jak2_Jak3_rpt2 PTKc_Btk_Bmx PTKc_Abl PTKc_DDR1 PTKc_FGFR1 PTKc_FGFR3 PTKc_DDR_like PTKc_FGFR4 PTKc_Fes PTKc_Ack_like PTKc_FGFR2 PTKc_EphR_A2 PTK_HER3 PTKc_Met_Ron PTKc_TrkC PTKc_DDR2 PTKc_Jak1_rpt2 PTKc_Lck_Blk PTKc_EphR_A PTKc_Tie1 PTKc_Tie2 PTKc_Tie PTKc_PDGFR PTKc_Ror1 PTKc_Fyn_Yrk PTKc_EphR_B PTK_Ryk PTKc_Tyk2_rpt2 PTKc_IGF-1R PTKc_Fer PTKc_Tyro3 PTKc_Axl_like PTKc_RET PTKc_Src PTKc_TrkA PTKc_Lyn PTKc_TrkB PTKc_InsR PTKc_Yes PTKc_Syk PTKc_Hck PTKc_FAK PTKc_Axl PTKc_HER2 PTKc_EphR_A10 PTKc_HER4 PTKc_EGFR PTKc_Ror2 PTKc_Zap-70 PTKc_Aatyk PTK_Jak_rpt1 PTKc_Aatyk2 PTKc_VEGFR2 PTKc_VEGFR3 PTKc_Aatyk1_Aatyk3 PTKc_VEGFR PTKc_CSF-1R PTK_Jak2_Jak3_rpt1 PTKc_Kit PTKc_PDGFR_alpha PTK_Tyk2_rpt1 PTKc_PDGFR_beta PTK_Jak1_rpt1	protein.postranslational modification.kinase.receptor like cytoplasmatic kinase VII	29_4_1_57

CUST_178205_PI403524517	2	0.087703705	-0.053251266	0.05263424	-0.05263424	-0.1073885	0.05352688	35_49561	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_7355_PI399408534	2	-1.4273143	1.0139618	0.14224148	0.20035934	-0.14224052	-0.74541855	35_5049	Rep: H0607F01.6 protein - Oryza sativa (Rice)	UniRef90_Q01LL0	"CHR1V7|COORD:5522633..5524977| WAKL1 (WALL ASSOCIATED KINASE-LIKE 1); kinase"	AT1G16120.1	CHR04V5|COORD:17722411..17718706|protein OsWAK45 - OsWAK receptor-like protein kinase, expressed	LOC_Os04g30010.1	"no descriptionweakly similar to ( 110)AT1G16120| Symbols: WAKL1 | WAKL1 (WALL ASSOCIATED KINASE-LIKE 1); kinase | chr1:5522633-5524977 FORWARDvery weakly similar to (81.3)NORK_MEDTRNodulation receptor kinase precursor - Medicago truncatula (Barrel medic)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase Pkinase_Tyr PTKc TyrKc SPS1 PTKc_Csk_like PTKc_Fyn_Yrk PTKc_Src_like PTKc_Chk PTKc_Csk PTKc_Src PTKc_CSF-1R PTKc_Lyn PTKc_EGFR_like PTKc_Yes PTKc_Hck PTKc_Frk_like PTKc_PDGFR PTKc_RET PTKc_Lck_Blk PTKc_Tyk2_rpt2 PTKc_Tec_like PTKc_Btk_Bmx PTKc_FGFR PTKc_Kit PTKc_EphR PTKc_Srm_Brk PTKc_Syk PTKc_EphR_A2 PTKc_EphR_A PTKc_VEGFR PTKc_TrkA PTKc_Ror PTKc_FAK PTKc_VEGFR3 PTKc_FGFR3 PTKc_Syk_like"	signalling.receptor kinases.misc	30_2_99

CUST_9497_PI404877155	2	-0.22829914	0.48787498	-0.06074238	0.100141525	-0.11889553	0.06074238	Contig3259_at	nonspecific lipid transfer protein [Bromus inermis]	AAL23748.1	nonspecific lipid transfer protein 1 (LTP1)	At2g38540.1	protein nonspecific lipid-transfer protein 5 precursor (ltp 5).	Os12g02290	 basic protein 1A, WBP1A=lipid transfer protein homolog	lipid metabolism.lipid transfer proteins etc	11_6

CUST_104730_PI403524517	2	0.20508671	-0.25168324	-0.011790276	-0.016488075	0.011791229	0.05410576	35_29841	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_7309_PI399408534	2	0.5451546	0.54119873	0.25291157	-0.25291157	-0.36008358	-0.29731464	35_45226	"Cluster: Probable indole-3-acetic acid-amido synthetase GH3.4; n=2; Oryza sativa|Rep: Probable indole-3-acetic acid-amido synthetase GH3.4 - Oryza sativa (Rice)"	UniRef90_Q60EJ6	"CHR4V7|COORD:13653710..13655898| GH3.5/WES1; indole-3-acetic acid amido synthetase"	AT4G27260.1	CHR05V5|COORD:24562722..24560309|protein indole-3-acetic acid-amido synthetase GH3.4, putative, expressed	LOC_Os05g42150.1	" no descriptionmoderately similar to ( 226)AT4G27260| Symbols: GH3.5, WES1 | GH3.5/WES1; indole-3-acetic acid amido synthetase | chr4:13653710-13655898 FORWARDmoderately similar to ( 280)GH34_ORYSAnot assigned GH3 "	hormone metabolism.auxin.induced-regulated-responsive-activated	17_2_3

CUST_80931_PI403524517	2	0.31984615	-0.40073586	0.14374542	-0.14374638	0.37475395	-0.16637516	35_23211	"Cluster: Hypothetical protein OJ1057_B02.14; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1057_B02.14 - Oryza sativa (japonica cultiv"	UniRef90_Q6AUW3	CHR5V7|COORD:22221176..22222212| heat shock protein-related	AT5G54660.1	CHR05V5|COORD:24544014..24545955|protein expressed protein	LOC_Os05g42120.1	no descriptionweakly similar to ( 160)AT5G54660| Symbols:  | heat shock protein-related | chr5:22221176-22222212 FORWARDnot assigned not assigned not assigned	stress.abiotic.heat	20_2_1

CUST_43727_PI403524517	2	0.19335747	-0.3853693	-0.12578773	0.10106993	0.08840275	-0.08840227	35_12548	"Cluster: ABC transporter family protein, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: ABC transporter family protein, putative, express"	UniRef90_Q10AA7	CHR2V7|COORD:11963509..11966859| ABC transporter family protein	AT2G28070.1	CHR03V5|COORD:36217491..36212330|protein ATPase, coupled to transmembrane movement of substances, putative, expressed	LOC_Os03g64200.2	no descriptionmoderately similar to ( 348)AT2G28070| Symbols:  | ABC transporter family protein | chr2:11963509-11966859 FORWARDvery weakly similar to (78.6)PDR13_ORYSAnot assigned not assigned not assigned not assigned ABCG_EPDR ABCG_White ABC_PDR_domain2 CcmA ABC_PDR_domain1 ABC_tran ZnuC ABC_Metallic_Cations ABC_cobalt_CbiO_domain1 ABC_Iron-Siderophores_B12_Hemin ABC_ATPase ABC_Carb_Solutes_like TauB ABC_Class3 MalK ABC_NatA_sodium_exporter ABC_DR_subfamily_A CbiO FepC ABC_NrtD_SsuB_transporters NatA ABC_Org_Solvent_Resistant ABC_ModC_like PotA ABC_Mj1267_LivG_branched ABC_DrrA ABC_subfamily_A ABC_MJ0796_Lo1CDE_FtsE ABC_PotA_N ABCC_MRP_Like PRK11000 ABC_ModC_molybdenum_transporter LivG ABC_PhnC_transporter SunT CysA Ttg2A OpuBA PRK09984 ABC_PstB_phosphate_transporter COG4178 ABC_putative_ATPase ArpD ABC_YhbG COG3638 SalX ABC_drug_resistance_like ABC_Pro_Gly_Bertaine ABC_BcrA_bacitracin_resist potA ABC_Carb_Monos_I ModC FtsE ABC_OpuCA_Osmoprotection ABC_MalK_N ThiQ modC ABC_FtsE_transporter COG4586 MdlB ModF DppF COG3845 artP CydD YhbG ArtP MglA GlnQ ABC_CcmA_heme_exporter ABC_HisP_GlnQ_permeases ABC_TM1139_LivF_branched PRK10070 ABCC_Protease_Secretion ABCD_peroxisomal_ALDP ABCC_ATM1_transporter	transport.ABC transporters and multidrug resistance systems	34_16

CUST_6429_PI404877155	2	-0.49211025	0.26904106	0.17436981	-0.5037718	0.100255966	-0.10025501	Contig19278_at	zinc-finger protein C60910-like [Oryza sativa (japonica cultivar-group)]	BAD01231.1	zinc finger (B-box type) family protein	At1g28050.1	protein CONSTANS-like B-box zinc finger protein, putative	Os08g42440	NONE	RNA.regulation of transcription.C2C2(Zn) CO-like, Constans-like zinc finger family	27_3_07

CUST_8552_PI403524517	2	0.14025211	0.22413158	-0.115095615	-0.16799879	-0.68781567	0.11509609	35_2391	"Cluster: Os01g0148000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0148000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JQP7	"CHR5V7|COORD:474277..482550| CER3 (ECERIFERUM 3); protein binding / ubiquitin-protein ligase/ zinc ion binding"	AT5G02310.1	CHR01V5|COORD:2596652..2609664|protein zinc finger in N-recognin family protein, putative, expressed	LOC_Os01g05500.2	"no descriptionmoderately similar to ( 201)AT5G02310| Symbols: CER3 | CER3 (ECERIFERUM 3); protein binding / ubiquitin-protein ligase/ zinc ion binding | chr5:474277-482550 FORWARDnot assigned"	secondary metabolism.wax	16_7

CUST_56848_PI403524517	2	-0.031428337	0.055351257	-0.09448624	0.031427383	-0.036396027	0.072963715	35_16200	Rep: Obtusifoliol 14alpha-demethylase - Avena strigosa (black oat)	UniRef90_A1BQV2	"CHR1V7|COORD:3938925..3940585| CYP51G1 (CYTOCHROME P450 51); oxygen binding"	AT1G11680.1	CHR11V5|COORD:18546807..18551376|protein cytochrome P450 51, putative, expressed	LOC_Os11g32240.1	" no descriptionhighly similar to ( 753)AT1G11680| Symbols: EMB1738, CYP51A2, CYP51, CYP51G1 | CYP51G1 (CYTOCHROME P450 51); oxygen binding | chr1:3938925-3940585 FORWARDhighly similar to ( 904)CP51_WHEATCytochrome P450 51 - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned p450 CypX Tymo_45kd_70kd PRK07764 Atrophin-1 DUF566 PRK07003 KAR9 Extensin_2 Herpes_BLLF1 PRK12323 APC_basic PRK12678 HPC2 DUF1421 DUF1645 "	misc.cytochrome P450	26_10

CUST_153241_PI403524517	2	-0.13024807	-0.31401348	0.13024807	0.41682386	0.5808039	-0.29132223	35_42828	"Cluster: Hypothetical protein P0633E08.7; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0633E08.7 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q69X98		0	CHR06V5|COORD:23118061..23121454|protein expressed protein	LOC_Os06g38960.2	no description	not assigned.unknown	35_2

CUST_53000_PI403524517	2	-0.20170593	0.0883255	-0.023544312	0.025301933	-0.2083683	0.023544312	35_15089	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10SJ2	0	0	CHR03V5|COORD:1115474..1119407|protein expressed protein	LOC_Os03g02890.1	no description	not assigned.unknown	35_2

CUST_25509_PI403524517	2	-0.003370285	0.3774948	0.003370285	-0.13685513	-0.11811638	0.03553009	35_7391	"Cluster: OSIGBa0136O08-OSIGBa0153H12.4 protein; n=3; Oryza sativa|Rep: OSIGBa0136O08-OSIGBa0153H12.4 protein - Oryza sativa (Rice)"	UniRef90_Q01HC0	"CHR1V7|COORD:6680815..6683281| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G75060.1); similar to unknown [Vitis pseudoreticulata]"	AT1G19330.1	CHR02V5|COORD:35349447..35351256|protein conserved hypothetical protein	LOC_Os02g57740.1	no description	not assigned.unknown	35_2

CUST_160753_PI403524517	2	-0.080005646	-0.28874493	0.09026718	0.07000828	0.15106964	-0.07000828	35_44854	"Cluster: Putative membrane protein precursor; n=1; Emiliania huxleyi virus 86|Rep: Putative membrane protein precursor - Emiliania huxleyi virus 86"	UniRef90_Q4A2U1	CHR3V7|COORD:8063070..8064482| leucine-rich repeat family protein / extensin family protein	AT3G22800.1	CHR11V5|COORD:9349083..9347096|protein transposon protein, putative, CACTA, En/Spm sub-class	LOC_Os11g16890.1	no description	not assigned.unknown	35_2

CUST_180089_PI403524517	2	-0.027124405	0.455163	-0.038617134	0.007906914	0.14525795	-0.00790596	35_50082	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_16404_PI404877155	2	-0.0039920807	0.13478374	-0.10175419	0.004623413	-0.00675869	0.0039930344	HA11C13u_at	Putative transcription factor [Oryza sativa (japonica cultivar-group)]	AAN61483.1	nascent polypeptide-associated complex (NAC) domain-containing protein	At1g73230.1	protein putative transcription factor	Os10g34180	NONE	RNA.regulation of transcription.putative DNA-binding protein	27_3_67

CUST_155737_PI403524517	2	0.05665016	0.33932018	0.16212082	-0.05665016	-0.088124275	-0.15296078	35_43500	"Cluster: Putative 1-deoxy-D-xylulose 5-phosphate reductoisomerase precursor; n=1; Hordeum vulgare|Rep: Putative 1-deoxy-D-xylulose 5-phosphate reductoisomerase"	UniRef90_Q70EZ8	CHR5V7|COORD:25231584..25234518| DXR (1-DEOXY-D-XYLULOSE 5-PHOSPHATE REDUCTOISOMERASE)	AT5G62790.1	CHR01V5|COORD:377518..371530|protein 1-deoxy-D-xylulose 5-phosphate reductoisomerase, chloroplast precursor, putative, expressed	LOC_Os01g01710.1	 no descriptionmoderately similar to ( 360)AT5G62790| Symbols: PDE129, DXR | DXR (1-DEOXY-D-XYLULOSE 5-PHOSPHATE REDUCTOISOMERASE) | chr5:25231584-25234518 REVERSEmoderately similar to ( 367)DXR_ORYSAPRK05447 Dxr PRK12464 DXP_redisom_C DXP_reductoisom 	secondary metabolism.isoprenoids.non-mevalonate pathway.DXR	16_1_1_2

CUST_103007_PI403524517	2	0.073919296	0.13577127	-0.19392729	-0.07391977	-0.64348793	0.16293097	35_29373	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_138387_PI403524517	2	0.059443474	0.07890415	-0.12061882	0.13740301	-0.08623028	-0.059442997	35_38817	0	0		0	CHR05V5|COORD:5132844..5130097|protein transposon protein, putative, CACTA, En/Spm sub-class	LOC_Os05g09220.1	no description	not assigned.unknown	35_2

CUST_15113_PI403524517	2	0.12982082	-0.13511848	-0.046212196	-0.005125046	0.007229805	0.005125046	35_4358	"Cluster: Putative pre-mRNA splicing factor; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative pre-mRNA splicing factor - Oryza sativa (japonica cultivar"	UniRef90_Q84MU4	CHR1V7|COORD:3491561..3493666| transducin family protein / WD-40 repeat family protein	AT1G10580.1	CHR03V5|COORD:16044632..16048205|protein pre-mRNA-splicing factor PRP17, putative, expressed	LOC_Os03g27970.2	no descriptionhighly similar to ( 798)AT1G10580| Symbols:  | transducin family protein / WD-40 repeat family protein | chr1:3491561-3493666 REVERSEvery weakly similar to (73.9)GBB1_TOBACGuanine nucleotide-binding protein subunit beta-1 - Nicotiana tabacum (Common tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned WD40 COG2319 Atrophin-1 Herpes_BLLF1 Extensin_2 Tymo_45kd_70kd DUF1421 HPC2 Drf_FH1 GRASP55_65 WD40 WD40	not assigned.no ontology	35_1

CUST_32298_PI403524517	2	0.15283966	-0.26147938	-0.17822266	0.013913155	0.15130615	-0.013913155	35_9313	"Cluster: Lipase, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Lipase, putative, expressed - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QN32	"CHR3V7|COORD:6780768..6782639| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G49840.1); similar to Protein of unknown function DUF620 [Medicago"	AT3G19540.1	CHR12V5|COORD:24056428..24053640|protein expressed protein	LOC_Os12g39160.1	"no descriptionvery weakly similar to (93.6)AT3G19540| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G49840.1); similar to Protein of unknown function DUF620 [Medicago truncatula] (GB:ABD33276.1); contains InterPro domain Protein of unknown function DUF620; (InterPro:IPR006873) | chr3:6780768-6782639 FORWARDDUF620"	not assigned.unknown	35_2

CUST_32711_PI403524517	2	0.13648891	0.22303104	-0.0040006638	-0.028025627	-0.1832552	0.0040006638	35_9430	"Cluster: Leucine carboxyl methyl transferase; n=1; Brachypodium sylvaticum|Rep: Leucine carboxyl methyl transferase - Brachypodium sylvaticum (False brome)"	UniRef90_A1YKF0	"CHR1|COORD:389824..392816| leucine carboxyl methyltransferase family protein, contains Pfam PF04072: Leucine carboxyl methyltransferase domain; similar to"	AT1G02100.1	CHR06V5|COORD:2104395..2099055|protein leucine carboxyl methyltransferase 1, putative, expressed	LOC_Os06g04820.1	no descriptionweakly similar to ( 143)AT1G02100| Symbols:  | leucine carboxyl methyltransferase family protein | chr1:389876-392448 FORWARDnot assigned LCM	not assigned.no ontology	35_1

CUST_58706_PI403524517	2	0.11070824	-0.019491196	0.063043594	-0.05976677	-0.048887253	0.019491196	35_16748	"Cluster: Palmitoyl protein thioesterase containing protein, expressed; n=3; Oryza sativa|Rep: Palmitoyl protein thioesterase containing protein, expressed - Ory"	UniRef90_Q336S3	CHR3|COORD:22315148..22317899| palmitoyl protein thioesterase family protein, palmitoyl-protein thioesterase precursor, Mus musculus, EMBL:AF071025	AT3G60340.2	CHR10V5|COORD:21886717..21892626|protein palmitoyl-protein thioesterase 1 precursor, putative, expressed	LOC_Os10g41340.1	no descriptionmoderately similar to ( 400)AT3G60340| Symbols:  | palmitoyl protein thioesterase family protein | chr3:22315370-22317364 FORWARDnot assigned Palm_thioest LipA Lipase_2	protein.postranslational modification	29_4

CUST_171149_PI403524517	2	0.20457458	-0.0119018555	-0.12627316	0.0017108917	-0.0017118454	0.06548405	35_47672	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_136141_PI403524517	2	0.06609535	-0.47726345	0.06077671	-0.034751892	-0.06889057	0.034751892	35_38178	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_14062_PI399408534	2	0.02276802	0.07347202	-0.049002647	-0.038434982	-0.022768974	0.091555595	35_2158	"Cluster: Hypothetical protein OSJNBa0088I06.5; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0088I06.5 - Oryza sativa (japonica cu"	UniRef90_Q6F322	"CHR5|COORD:1454168..1456991| SET domain-containing protein (SUVH1), contains Pfam profiles PF00856: SET domain, PF05033: Pre-SET motif, PF02182: YDG/SRA domain;"	AT5G04940.2	CHR05V5|COORD:24038459..24032373|protein histone-lysine N-methyltransferase, H3 lysine-9 specific SUVH1, putative, expressed	LOC_Os05g41172.2	no descriptionhighly similar to ( 554)AT5G04940| Symbols: SUVH1 | SUVH1 (SU(VAR)3-9 HOMOLOG 1) | chr5:1454617-1456629 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned SRA YDG_SRA SET Pre-SET SET PreSET COG2940	RNA.regulation of transcription.SET-domain transcriptional regulator family	27_3_69

CUST_47907_PI403524517	2	0.0067358017	-0.034109116	-0.0940752	0.049017906	0.030258179	-0.0067358017	35_13702	"Cluster: Elongation factor-1 alpha; n=3; Magnoliophyta|Rep: Elongation factor-1 alpha - Triticum aestivum (Wheat)"	UniRef90_Q7X9K3	CHR5V7|COORD:24306452..24307901| elongation factor 1-alpha / EF-1-alpha	AT5G60390.1	CHR03V5|COORD:4096033..4098979|protein elongation factor 1-alpha, putative, expressed	LOC_Os03g08060.2	no descriptionmoderately similar to ( 213)AT5G60390| Symbols:  | calmodulin binding / translation elongation factor | chr5:24306452-24307803 FORWARDmoderately similar to ( 236)EF1A2_HORVUElongation factor 1-alpha - Hordeum vulgare (Barley)not assigned not assigned EF1_alpha_III PRK12317 TEF1 GTP_EFTU_D3 Translation_factor_III eRF3c_III HBS1_C	protein.synthesis.elongation	29_2_4

CUST_84657_PI403524517	2	-0.00987339	0.29939938	0.06768322	-0.13058567	-0.2074213	0.00987339	35_24259	"Cluster: Zinc finger, C3HC4 type family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Zinc finger, C3HC4 type family protein, expressed -"	UniRef90_Q2R1H8	CHR2V7|COORD:9401106..9403848| protein binding / zinc ion binding	AT2G22120.1	CHR11V5|COORD:22789730..22793239|protein zinc finger, C3HC4 type family protein, expressed	LOC_Os11g39130.3	no descriptionvery weakly similar to (72.0)AT2G22120| Symbols:  | protein binding / zinc ion binding | chr2:9401106-9403848 FORWARD	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_180829_PI403524517	2	0.23268557	-0.4594941	0.31882954	0.15095758	-0.15095711	-0.3961239	35_50288	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_2121_PI404877155	2	0.07283592	0.16648102	-0.06266785	-0.06324005	0.007101059	-0.007101059	Contig12438_at	putative NADH dehydrogenase [Arabidopsis thaliana]	BAC42708.1	pyridine nucleotide-disulphide oxidoreductase family protein	At5g08740.1	protein NADH dehydrogenase-like protein	Os06g11140	putative NADH dehydrogenase	mitochondrial electron transport / ATP synthesis.NADH-DH.type II.mitochondrial	9_2_3

CUST_50491_PI403524517	2	0.006242752	0.039222717	-0.055452347	-0.0062408447	0.035209656	-0.019546509	35_14415	"Cluster: 60S ribosomal protein L37a-2; n=7; Spermatophyta|Rep: 60S ribosomal protein L37a-2 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q8RXU5	CHR3V7|COORD:3423898..3424571| 60S ribosomal protein L37a (RPL37aB)	AT3G10950.1	CHR05V5|COORD:27616473..27618590|protein 60S ribosomal protein L37a, putative, expressed	LOC_Os05g48320.1	no descriptionweakly similar to ( 180)AT3G10950| Symbols:  | 60S ribosomal protein L37a (RPL37aB) | chr3:3423898-3424571 FORWARDweakly similar to ( 189)RL37A_ORYSAnot assigned Ribosomal_L37ae RPL43A rpl37ae	protein.synthesis.misc ribososomal protein	29_2_2

CUST_171099_PI403524517	2	0.2735672	-0.02930975	0.0917325	0.02930975	-0.28696108	-0.23975801	35_47660	"Cluster: Os01g0232800 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0232800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JPA7	"CHR3V7|COORD:21180392..21183082| similar to GCN5-related N-acetyltransferase (GNAT) family protein [Arabidopsis thaliana] (TAIR:AT2G41450.1); similar to"	AT3G57200.1	CHR01V5|COORD:7354422..7348977|protein KOB1, putative, expressed	LOC_Os01g13200.1	"no descriptionvery weakly similar to (56.6)AT3G57200| Symbols:  | similar to GCN5-related N-acetyltransferase (GNAT) family protein [Arabidopsis thaliana] (TAIR:AT2G41450.1); similar to KOB1 (KOBITO) [Arabidopsis thaliana] (TAIR:AT3G08550.1); similar to SDL-1 protein [Nicotiana plumba (GB:CAD21166.1); similar to SDL-1 protein [Medicago truncatula] (GB:ABD33320.1) | chr3:21180392-21183082 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07764 PRK07003 DUF1777 Protamine_P1 Atrophin-1 TT_ORF1"	not assigned.no ontology	35_1

CUST_178439_PI403524517	2	-0.02401495	0.15858746	0.09804869	0.024015427	-0.30264187	-0.21566439	35_49627	"Cluster: Hypothetical protein OSJNBb0022E02.3; n=2; Oryza sativa|Rep: Hypothetical protein OSJNBb0022E02.3 - Oryza sativa (Rice)"	UniRef90_Q94GS4		0	CHR03V5|COORD:28419725..28422846|protein integral membrane protein DUF6 containing protein, expressed	LOC_Os03g49940.1	no description	not assigned.unknown	35_2

CUST_73599_PI403524517	2	-0.005217552	-0.5342207	0.005217552	0.029402733	-0.041215897	0.031887054	35_21105	"Cluster: Os01g0131800 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0131800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JQY7	CHR3V7|COORD:1492310..1493458| signal peptidase subunit family protein	AT3G05230.1	CHR01V5|COORD:1751134..1754530|protein signal peptidase complex subunit 3, putative, expressed	LOC_Os01g04030.1	no descriptionweakly similar to ( 164)AT3G05230| Symbols:  | signal peptidase | chr3:1492310-1493366 FORWARDweakly similar to ( 199)SPCS3_ORYSAnot assigned SPC22	protein.targeting.secretory pathway.unspecified	29_3_4_99

CUST_105598_PI403524517	2	0.23704243	-0.3607483	0.025596619	-0.06805134	-0.025596619	0.08004475	35_30071	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_161633_PI403524517	2	0.12330532	0.08393288	0.077812195	-0.27884388	-0.1795888	-0.077812195	35_45089	"Cluster: Hypothetical protein OSJNBa0021H05.29; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0021H05.29 - Oryza sativa (japonica"	UniRef90_Q5VMR4	CHR1V7|COORD:5028072..5030515| SWAP (Suppressor-of-White-APricot)/surp domain-containing protein / ubiquitin family protein	AT1G14650.1	0	0	no description	not assigned.unknown	35_2

CUST_68400_PI403524517	2	-0.002421379	0.2290144	-0.43620396	0.002421379	-0.30767822	0.02221775	35_19557	"Cluster: Os11g0536800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os11g0536800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0ISC5	CHR5V7|COORD:2326926..2330012| amidase family protein	AT5G07360.1	CHR11V5|COORD:19074983..19070908|protein amidase, putative, expressed	LOC_Os11g33090.1	no descriptionhighly similar to ( 657)AT5G07360| Symbols:  | amidase family protein | chr5:2326926-2330012 REVERSEnot assigned not assigned Amidase GatA gatA PRK09201 PRK07486 PRK08137 PRK06170 PRK06169 PRK07487 PRK07488 PRK12470 PRK06102 PRK07235 PRK06828 PRK07042 PRK07056 PRK06061 PRK08186 PRK06707 PRK08310 PRK06565 PRK05962 PRK11910 PRK07139 PRK07869 PRK06529	misc.nitrilases, *nitrile lyases, berberine bridge enzymes, reticuline oxidases, troponine reductases	26_8

CUST_17918_PI404877155	2	0.0	0.08104324	-0.015930176	0.0022506714	0.0	-0.02864933	HVSMEa0011H12r2_x_at	0	0	0	0	0	0	gi|7248401|dbj|BAA92724.1| ESTs C99033(E4350),C99032(E4350),D46006(S10372), D47177(S12347),C28582(C61678),C27203(C51329) correspond to a region of the predicted gene	PS.calvin cyle.rubisco interacting	1_03_13

CUST_113195_PI403524517	2	0.20036173	0.79360294	0.22310495	-0.20873117	-0.20036173	-0.66990805	35_32129	"Cluster: Os12g0294100 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os12g0294100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0INT5	CHR2V7|COORD:19578172..19580016| transducin family protein / WD-40 repeat family protein	AT2G47790.1	CHR12V5|COORD:11417316..11426516|protein nucleotide binding protein, putative, expressed	LOC_Os12g19590.3	no description	not assigned.unknown	35_2

CUST_12134_PI404877155	2	0.035736084	-0.062202454	-0.15490532	0.0776186	0.059376717	-0.035737038	Contig5872_at	Toc34-2 protein [Zea mays]	CAB77551.1	translocate of chloroplast 34 (TOC34) / GTP-binding protein (OEP34)	At5g05000.2	protein Toc34-1 protein	Os03g13730	Toc34-1 protein	signalling.G-proteins	30_5

CUST_14553_PI399408534	2	0.009311676	-0.16256905	-0.021967888	-0.009311676	0.054754257	0.06747627	35_16070	Rep: Auxin-responsive protein IAA3 - Oryza sativa (Rice)	UniRef90_Q5NB25	"CHR4V7|COORD:14323671..14325219| PAP2 (PHYTOCHROME-ASSOCIATED PROTEIN 2); transcription factor"	AT4G29080.1	CHR01V5|COORD:7246563..7251431|protein OsIAA3 - Auxin-responsive Aux/IAA gene family member, expressed	LOC_Os01g13030.2	" no descriptionweakly similar to ( 189)AT4G29080| Symbols: IAA27, PAP2 | PAP2 (PHYTOCHROME-ASSOCIATED PROTEIN 2); transcription factor | chr4:14323671-14325219 REVERSEmoderately similar to ( 352)IAA3_ORYSAnot assigned AUX_IAA "	hormone metabolism.auxin.induced-regulated-responsive-activated	17_2_3

CUST_53552_PI403524517	2	-0.5103569	1.4681349	-0.31915474	0.35330772	0.3191538	-0.53140354	35_15232	"Cluster: Putative trehalose-phosphatase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative trehalose-phosphatase - Oryza sativa (japonica"	UniRef90_Q6ZAL2	CHR1V7|COORD:13364412..13366177| trehalose-6-phosphate phosphatase, putative	AT1G35910.1	CHR09V5|COORD:12250890..12253083|protein expressed protein	LOC_Os09g20390.1	 no descriptionmoderately similar to ( 393)AT5G65140| Symbols:  | trehalose-6-phosphate phosphatase, putative | chr5:26037104-26039303 REVERSEnot assigned not assigned not assigned Trehalose_PPase OtsB PRK10187 PRK12678 PRK12323 	minor CHO metabolism.trehalose.TPP	3_2_2

CUST_6363_PI404877155	2	0.10285759	0.05855751	-0.13732624	-0.20100307	-0.058556557	0.09945297	Contig19027_at	P0703B11.26 [Oryza sativa (japonica cultivar-group)] dbj|BAB86487.1| putative receptor-like protein kinase [Oryza sativa (japonica cultivar-	NP_915252.1	leucine-rich repeat transmembrane protein kinase, putative	At3g56370.1	protein Leucine Rich Repeat, putative	Os01g60670	TFIIH-KIN28  T02194/ 21776 Leucine-rich receptor-like protein kinase (PPC:1.12.3)	signalling.receptor kinases.leucine rich repeat VII	30_2_7

CUST_50341_PI403524517	2	0.0503788	-1.4326372	-0.060676575	0.08971405	0.04394436	-0.043943405	35_14364	"Cluster: Putative NADPH-thioredoxin reductase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative NADPH-thioredoxin reductase - Oryza sativa (japonica"	UniRef90_Q6ZFU6	CHR2V7|COORD:7571439..7573301| NTRA (NADPH-dependent thioredoxin reductase 2)	AT2G17420.1	CHR02V5|COORD:29545079..29548380|protein thioredoxin reductase 2, putative, expressed	LOC_Os02g48290.1	 no descriptionmoderately similar to ( 442)AT2G17420| Symbols: ATNTRA, NTR2, NTRA | NTRA (NADPH-dependent thioredoxin reductase 2) | chr2:7571439-7573301 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TrxB PRK10262 Pyr_redox_2 AhpF PRK11749 Lpd PRK12831 PRK07003 PRK12323 HcaD Herpes_BLLF1 PRK06416 PRK07764 Atrophin-1 HPC2 TT_ORF1 PRK06292 APC_basic GltD Extensin_2 PRK08691 PRK12771 Pyr_redox PRK06370 Pneumo_att_G GRASP55_65 gltD PRK05648 Herpes_UL32 Tymo_45kd_70kd PRK09853 DUF605 Drf_FH1 TrkA PRK06327 KAR9 DUF1421 DUF566 Hamartin PRK10819 PRK06116 IER Metaviral_G Protamine_P1 PRK00708 PRK10856 PRK08853 PRK07251 AF-4 Herpes_TAF50 PRK12814 PRK12778 Nup153 Peptidase_S39 Gag_spuma PRK08770 CTF_NFI 	redox.thioredoxin	21_1

CUST_13393_PI404877155	2	0.04783821	-0.22597694	-0.040096283	0.012744904	-0.01274395	0.13649559	Contig7119_at	"maize EST AI621709, similar to an Arabidopsis thialiana chromosome BAC genomic sequence (AC006193); unknown protein [Oryza sativa]"	BAA90502.1	expressed protein	At5g16730.1	protein retrotransposon protein, putative, unclassified	Os02g24270	4.6_TATA binding proteins_TMF   T00835 TATA element modulatory factor	RNA.regulation of transcription	27_3

CUST_45758_PI403524517	2	0.2933011	0.6125841	0.012537956	-0.50475645	-0.09324217	-0.012537956	35_13112	0	0	CHR1V7|COORD:11399903..11405702| actin binding	AT1G31810.1	CHR04V5|COORD:28698736..28702305|protein hypothetical protein	LOC_Os04g48500.1	no description	not assigned.unknown	35_2

CUST_87256_PI403524517	2	-0.2415371	0.21989727	0.033691406	-0.033691883	-0.3756895	0.5529165	35_24984	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_67412_PI403524517	2	0.023479462	0.9828768	0.15450764	-0.12436867	-0.023479462	-0.06542778	35_19247	"Cluster: Os05g0316000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0316000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DJ87	CHR5V7|COORD:370808..372772| zinc finger (C3HC4-type RING finger) family protein	AT5G01960.1	CHR05V5|COORD:14515716..14509834|protein zinc finger, C3HC4 type family protein, expressed	LOC_Os05g25180.1	no descriptionmoderately similar to ( 499)AT5G01960| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr5:370808-372772 FORWARDnot assigned not assigned not assigned not assigned RING HRD1 RING zf-C3HC4 PEX10	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_7499_PI404877155	2	0.024551392	1.6212463E-4	-0.059186935	0.024551392	-1.6212463E-4	-0.0055770874	Contig21831_at	putative SNF2 domain/helicase domain-containing protein [Oryza sativa (japonica cultivar-group)]	BAC84084.1	SNF2 domain-containing protein / helicase domain-containing protein	At2g16390.1	protein Helicase conserved C-terminal domain, putative	Os06g14440	NONE	RNA.regulation of transcription.Chromatin Remodeling Factors	27_3_44

CUST_15632_PI404877155	2	-0.98050594	-0.16755676	0.8678436	0.19342041	0.15770721	-0.15770721	Contig9463_at	putative C2 domain-containing protein [Oryza sativa (japonica cultivar-group)]	BAD09616.1	C2 domain-containing protein	At5g23950.1	protein C2 domain, putative	Os08g44850	NONE	stress.abiotic.cold	20_2_2

CUST_173634_PI403524517	2	-0.011044979	-0.267478	0.011045456	-0.057999134	1.1304846	0.3329997	35_48348	"Cluster: ATP synthase subunit beta, mitochondrial precursor; n=8; Magnoliophyta|Rep: ATP synthase subunit beta, mitochondrial precursor - Zea mays (Maize)"	UniRef90_P19023	CHR5V7|COORD:2821993..2824684| ATP synthase beta chain, mitochondrial, putative	AT5G08680.1	CHR05V5|COORD:27430064..27426443|protein ATP synthase beta chain, mitochondrial precursor, putative, expressed	LOC_Os05g47980.1	 no descriptionweakly similar to ( 125)AT5G08690| Symbols:  | ATP synthase beta chain 2, mitochondrial | chr5:2825740-2828353 FORWARDweakly similar to ( 132)ATPBM_MAIZEATP synthase subunit beta, mitochondrial precursor - Zea mays (Maize)not assigned PRK09280 F1-ATPase_beta AtpD atpB PRK12597 ATP-synt_ab FliI ATPase_flagellum-secretory_path_III PRK08149 	PS.lightreaction.ATP synthase	1_1_4

CUST_66691_PI403524517	2	0.06998539	-0.020395756	0.0930748	-0.026535988	0.020395279	-0.19623089	35_19042	Rep: Hypothetical protein - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q0WSU0	0	0	0	0	"no descriptionweakly similar to ( 137)AT4G21192| Symbols:  | similar to PREDICTED: similar to UPF0287 protein DC13 [Tribolium castaneum] (GB:XP_968870.1); contains domain UPF0287 FAMILY (PTHR22977); contains domain DC13/UPF0287 FAMILY (PTHR22977:SF1) | chr4:11294573-11295202 FORWARDnot assigned UPF0287"	not assigned.no ontology	35_1

CUST_12823_PI403524517	2	-0.21301794	0.4686489	0.24135828	-0.10267496	0.08793926	-0.087938786	35_3666	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_68147_PI403524517	2	0.20895481	-0.41641903	-0.07357025	0.018836021	0.024201393	-0.018836021	35_19478	"Cluster: Hypothetical protein B1144B06.21; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1144B06.21 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6Z0R0	"CHR1V7|COORD:6609487..6610546| similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD36638.1); similar to Os08g0455800 [Oryza sativa"	AT1G19130.1	CHR06V5|COORD:5003825..5001238|protein protein of unknown function containing protein, expressed	LOC_Os06g09820.1	"no descriptionvery weakly similar to (99.8)AT1G19130| Symbols:  | similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD36638.1); similar to Os08g0455800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001061963.1); contains InterPro domain Protein of unknown function DUF985; (InterPro:IPR009327) | chr1:6609487-6610546 REVERSECupin_5 COG3542"	not assigned.unknown	35_2

CUST_18972_PI403524517	2	-0.23022175	0.1616826	-0.1616826	0.18574333	0.17492628	-0.27108526	35_5496	"Cluster: Os11g0105800 protein; n=4; Oryza sativa (japonica cultivar-group)|Rep: Os11g0105800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IV86	CHR5V7|COORD:23687739..23689796| phosphatidate cytidylyltransferase family protein	AT5G58560.1	CHR11V5|COORD:263495..261586|protein phytol kinase 2, chloroplast precursor, putative, expressed	LOC_Os11g01450.1	no descriptionmoderately similar to ( 269)AT5G58560| Symbols:  | phosphatidate cytidylyltransferase family protein | chr5:23687739-23689796 FORWARDmoderately similar to ( 288)PHYK2_ORYSAnot assigned SEC59 CTP_transf_1	lipid metabolism.Phospholipid synthesis.phosphatidate cytidylyltransferase	11_3_3

CUST_149094_PI403524517	2	-0.06725931	-0.0011219978	0.0011224747	0.21539497	0.28786278	-0.20302105	35_41706	0	0	CHR1V7|COORD:27398510..27400195| hydroxyproline-rich glycoprotein family protein	AT1G72790.1	CHR01V5|COORD:28697380..28694824|protein arginine/serine-rich coiled coil protein 1, putative, expressed	LOC_Os01g49340.1	no description	not assigned.unknown	35_2

CUST_73410_PI403524517	2	-0.08575535	-0.76570225	-0.12697506	0.09083319	0.36772537	0.08575487	35_21048	"Cluster: Putative pentatricopeptide (PPR) repeat-containing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative pentatricopeptide (PPR)"	UniRef90_Q6ZH91	CHR1V7|COORD:360918..363050| pentatricopeptide (PPR) repeat-containing protein	AT1G02060.1	CHR02V5|COORD:1154674..1157039|protein expressed protein	LOC_Os02g02950.1	no descriptionweakly similar to ( 172)AT1G02060| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr1:360918-363050 REVERSEvery weakly similar to (55.1)RF1_ORYSA	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_161174_PI403524517	2	0.01773262	0.15587711	-0.017733574	-0.16654968	0.0964241	-0.122335434	35_44967	"Cluster: Hypothetical protein P0685E10.9; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0685E10.9 - Oryza sativa (japonica"	UniRef90_Q65XS0		0	CHR05V5|COORD:4224781..4221569|protein uvrB/uvrC motif family protein, expressed	LOC_Os05g07860.1	no description	not assigned.unknown	35_2

CUST_26085_PI403524517	2	0.017418861	-0.5212717	-0.17095852	0.032227516	-0.017418861	0.116503716	35_7557	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_15222_PI404877155	2	0.15595913	-2.2899761	-0.14102173	0.5491419	0.060762405	-0.06076336	Contig91_at	0	0	0	0	0	0	NONE	stress.abiotic.heat	20_2_1

CUST_112667_PI403524517	2	0.5397153	-0.20785475	0.033851147	-0.03117323	0.03117323	-0.24614477	35_31981	0	0		0	CHR05V5|COORD:29153414..29156840|protein pentatricopeptide repeat protein PPR986-12, putative, expressed	LOC_Os05g50950.1	no description	not assigned.unknown	35_2

CUST_14782_PI403524517	2	0.018554688	0.19253731	-0.007634163	0.007633209	-0.104037285	-0.090206146	35_4257	Rep: Probable protein ABIL4 - Oryza sativa (Rice)	UniRef90_Q6I588	CHR2V7|COORD:18989186..18991147| ABI1L1 (ABI-1-LIKE 1)	AT2G46225.1	CHR05V5|COORD:29054191..29057110|protein protein ABIL1, putative, expressed	LOC_Os05g50800.2	no descriptionmoderately similar to ( 248)AT2G46225| Symbols: ABI1L1 | ABI1L1 (ABI-1-LIKE 1) | chr2:18989186-18991147 FORWARDmoderately similar to ( 411)ABIL4_ORYSAnot assigned	not assigned.unknown	35_2

CUST_131139_PI403524517	2	0.07100868	0.121898174	-0.0051994324	0.0051994324	-0.27335548	-0.033444405	35_36831	"Cluster: Hypothetical protein; n=1; Dictyostelium discoideum AX4|Rep: Hypothetical protein - Dictyostelium discoideum AX4"	UniRef90_Q54WX7	CHR5V7|COORD:21887259..21888454| plastocyanin-like domain-containing protein	AT5G53870.1	CHR04V5|COORD:24370257..24370964|protein skin secretory protein xP2 precursor, putative, expressed	LOC_Os04g41480.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Plasmodium_HRP SelP_N PcoB	not assigned.unknown	35_2

CUST_73283_PI403524517	2	0.072408676	0.27113438	-0.022205353	-0.060482025	0.022205353	-0.18220901	35_21009	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QM08	CHR3|COORD:20275683..20279726| expressed protein	AT3G54750.1	CHR12V5|COORD:26496675..26502438|protein expressed protein	LOC_Os12g42700.1	"no descriptionvery weakly similar to (69.7)AT3G54750| Symbols:  | similar to unnamed protein product [Ostreococcus tauri] (GB:CAL52683.1); similar to Os12g0621700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001067304.1); contains domain FAMILY NOT NAMED (PTHR12972); contains domain SUBFAMILY NOT NAMED (PTHR12972:SF3) | chr3:20275811-20279394 REVERSE"	not assigned.unknown	35_2

CUST_60497_PI403524517	2	-0.27264786	-1.1871176	0.27264786	0.67025375	0.64572906	-0.30334473	35_17247	"Cluster: Hypothetical protein P0045F02.128; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0045F02.128 - Oryza sativa (japonica cultivar"	UniRef90_Q8GVT9	"CHR5V7|COORD:19663543..19663851| DIR1 (DEFECTIVE IN INDUCED RESISTANCE 1); lipid binding"	AT5G48485.1	CHR07V5|COORD:11088827..11089572|protein PVR3-like protein, putative, expressed	LOC_Os07g18750.1	"no descriptionvery weakly similar to (66.6)AT5G48485| Symbols: DIR1 | DIR1 (DEFECTIVE IN INDUCED RESISTANCE 1); lipid binding | chr5:19663543-19663851 REVERSEnot assigned nsLTP_like AAI_LTSS AAI TT_ORF1 Tryp_alpha_amyl"	misc.protease inhibitor/seed storage/lipid transfer protein (LTP) family protein	26_21

CUST_167280_PI403524517	2	0.03312111	0.094599724	-0.033120632	-0.33807993	-0.52266073	0.073462486	35_46594	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_104155_PI403524517	2	0.098210335	0.7258997	-0.09821081	-0.12433481	0.22085142	-0.110173225	35_29685	"Cluster: Hypothetical protein OSJNAa0034B05.11; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNAa0034B05.11 - Oryza sativa (japonica"	UniRef90_Q7G6D8	CHR1V7|COORD:6978101..6985306| family II extracellular lipase, putative	AT1G20130.1	CHR10V5|COORD:3449049..3448547|protein expressed protein	LOC_Os10g06690.1	no descriptionnot assigned not assigned not assigned not assigned not assigned PRK07764 PRK12323 FAP	not assigned.unknown	35_2

CUST_167372_PI403524517	2	-0.004175186	0.004175186	-0.122440815	0.7611537	0.65622663	-0.12889099	35_46617	Rep: B0812A04.7 protein - Oryza sativa (Rice)	UniRef90_Q25A91	"CHR2V7|COORD:334774..336424| VIT1 (VACUOLAR IRON TRANSPORTER 1); iron ion transporter"	AT2G01770.1	CHR09V5|COORD:13830867..13832653|protein protein CCC1, putative, expressed	LOC_Os09g23300.1	"no descriptionweakly similar to ( 175)AT2G01770| Symbols: VIT1 | VIT1 (VACUOLAR IRON TRANSPORTER 1); iron ion transporter | chr2:334774-336424 REVERSEnot assigned not assigned CCC1 Nodulin-21_like_3 DUF125 CCC1_like Nodulin-21_like_2 Nodulin-21_like_1 TT_ORF1 PRK12323 Ferritin_CCC1_C COG1814"	not assigned.no ontology	35_1

CUST_84487_PI403524517	2	0.04000187	0.49442768	-0.19947338	-0.019751549	-0.09327221	0.019751549	35_24209	"Cluster: Putative Mannosyl-oligosaccharide 1,2-alpha-mannosidase IB; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Mannosyl-oligosaccharide 1,2-alph"	UniRef90_Q6Z7S1	CHR1V7|COORD:9558739..9562078| glycoside hydrolase family 47 protein	AT1G27520.1	CHR02V5|COORD:30998105..31002834|protein ER degradation-enhancing alpha-mannosidase-like 1, putative, expressed	LOC_Os02g50780.1	no descriptionmoderately similar to ( 473)AT1G27520| Symbols:  | glycoside hydrolase family 47 protein | chr1:9558739-9562078 FORWARDnot assigned not assigned not assigned not assigned Glyco_hydro_47	misc.gluco-, galacto- and mannosidases	26_3

CUST_28369_PI399408534	2	0.0378685	0.4033556	0.120399475	-0.21509647	-0.050091743	-0.0378685	35_20034	Rep: H0101F08.8 protein - Oryza sativa (Rice)	UniRef90_Q259I5	CHR5V7|COORD:2755471..2757742| myb family transcription factor	AT5G08520.1	CHR04V5|COORD:34340495..34336077|protein DNA binding protein, putative, expressed	LOC_Os04g58020.1	no descriptionmoderately similar to ( 205)AT5G08520| Symbols:  | myb family transcription factor | chr5:2755471-2757742 REVERSEnot assigned SANT SANT	RNA.regulation of transcription.MYB-related transcription factor family	27_3_26

CUST_10695_PI403524517	2	-0.3021555	-0.6425333	0.52417946	0.24330711	0.13161659	-0.13161659	35_3020	"Cluster: MRP-like ABC transporter; n=2; Oryza sativa (japonica cultivar-group)|Rep: MRP-like ABC transporter - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8GU65	CHR3V7|COORD:23201404..23206703| ATMRP10 (Arabidopsis thaliana multidrug resistance-associated protein 10)	AT3G62700.1	CHR04V5|COORD:7292133..7281411|protein multidrug resistance-associated protein 4, putative, expressed	LOC_Os04g13210.1	no descriptionhighly similar to ( 592)AT3G62700| Symbols: ATMRP10 | ATMRP10 (Arabidopsis thaliana multidrug resistance-associated protein 10) | chr3:23201404-23206703 REVERSEweakly similar to ( 144)MDR_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned ABCC_MRP_domain2 ABCC_NFT1 ABCC_SUR2 MdlB SunT ABCC_Glucan_exporter_like CydD ABCC_CFTR2 ABCC_MRP_Like ABCC_ATM1_transporter ABC_MTABC3_MDL1_MDL2 ABCC_MsbA CydC ABCC_bacteriocin_exporters PRK10790 ATM1 PRK11174 ABCC_Hemolysin PRK11160 PRK11176 ABCC_Protease_Secretion ABC_tran CcmA ArpD ABCC_TAP AbcC ABC_PstB_phosphate_transporter PRK10789 ABC_cobalt_CbiO_domain1 ABCC_cytochrome_bd ABC_NikE_OppD_transporters ABCC_MRP_domain1 CbiO ABC_Metallic_Cations ABC_MetN_methionine_transporter FepC ABC_PhnC_transporter COG1123 MglA COG4178 COG3638 ABC_Iron-Siderophores_B12_Hemin ABC_Org_Solvent_Resistant Ttg2A ABC_DR_subfamily_A ABC_Class3 ZnuC ABC_Mj1267_LivG_branched DppD ABC_TM1139_LivF_branched PstB OpuBA ABC_MJ0796_Lo1CDE_FtsE ABC_ATPase SalX DppF GlnQ MalK LivF ABC_OpuCA_Osmoprotection ABC_subfamily_A ABC_cobalt_CbiO_domain2 TauB ABC_NrtD_SsuB_transporters PotA ABC_Carb_Solutes_like PRK10522 COG3845 YhbG metN PhnK ABC_HisP_GlnQ_permeases CysA PvdE COG4172 NatA ABC_YhbG btuD LivG ABC_NatA_sodium_exporter ABC_drug_resistance_like ABC_putative_ATPase ABC_Carb_Monos_I ABC_ModC_like FtsE ABC_KpsT_Wzt ABC_Pro_Gly_Bertaine COG4619 ABC_BcrA_bacitracin_resist ABC_FtsE_transporter ABCC_CFTR1 ABC_DrrA TagH COG4559 ABCG_EPDR fecE ProV ABC_PotA_N AppF ABC_CysA_sulfate_importer COG4181 PRK10070 ABCD_peroxisomal_ALDP PRK10744 ThiQ COG4674 ABC_Carb_Monos_II ModC PRK10419 PRK09700 SapF ugpC Uup PRK10247 HisP ABC_MalK_N PRK10535 PRK10851 araG sufC TauB ModF PRK10895 CcmA potA PRK11264 CeuD oppD phnK PRK11000 PRK10575 ABC_ThiQ_thiamine_transporter PRK10253 ABCC_SUR1_N PRK10619 ssuB ABC_ModC_molybdenum_transporter glnQ ABC_FeS_Assembly ABC_NatA_like COG4152 PhnL znuC potG dppF PRK11819 PRK10584 modC PhnK ABCG_White artP thiQ ArtP PRK03695 COG4586 COG4136 fbpC PRK10762 PRK10261 PRK10982 tauB ABCF_EF-3 livF ABC_CcmA_heme_exporter livG PRK10908 PRK10636 SapD lolD ABC_PDR_domain1 PRK10418 sufC ABC_PDR_domain2	transport.ABC transporters and multidrug resistance systems	34_16

CUST_161787_PI403524517	2	0.056204796	-0.19524574	-0.1959858	0.028321266	0.027805328	-0.027806282	35_45130	"Cluster: Sodium/calcium exchanger membrane region; n=1; Medicago truncatula|Rep: Sodium/calcium exchanger membrane region - Medicago truncatula (Barrel medic)"	UniRef90_Q2HTM6	"CHR1V7|COORD:2879701..2881880| CAX11 (cation exchanger 11); cation:cation antiporter"	AT1G08960.1	CHR03V5|COORD:4175584..4173400|protein cation cation antiporter, putative, expressed	LOC_Os03g08230.1	" no descriptionweakly similar to ( 184)AT1G08960| Symbols: ATCAX11, CAX11 | CAX11 (cation exchanger 11); cation:cation antiporter | chr1:2879701-2881880 FORWARDnot assigned "	transport.calcium	34_21

CUST_1100_PI404877155	2	-0.011466026	0.62026787	0.011466026	-0.1957159	-0.2476654	0.040340424	Contig11117_at	DNA methyltransferase DMT106 [Zea mays]	AAM93211.1	methyltransferase family protein	At3g17310.2	protein DNA methyltransferase DMT106	Os05g04330	1 DNA methyltransferase DMT106	RNA.regulation of transcription.DNA methyltransferases	27_3_46

CUST_105735_PI403524517	2	0.052546978	0.033126354	0.07141352	-0.33284187	-0.41971684	-0.03312683	35_30108	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_17189_PI399408534	2	0.043070793	0.061161995	0.063729286	-0.10674858	-0.043070793	-0.12387943	35_22644	Rep: OSIGBa0092E09.5 protein - Oryza sativa (Rice)	UniRef90_Q01LJ3	CHR5V7|COORD:4568698..4570446| SWIB complex BAF60b domain-containing protein	AT5G14170.1	CHR04V5|COORD:18548072..18550666|protein SWI/SNF-related matrix-associated actin-dependent regulator of chromatin subfamily D member 3, putative,	LOC_Os04g31320.1	no descriptionmoderately similar to ( 258)AT5G14170| Symbols:  | SWIB complex BAF60b domain-containing protein | chr5:4568698-4570446 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Tymo_45kd_70kd PRK12323 Atrophin-1 APC_basic	RNA.regulation of transcription.Chromatin Remodeling Factors	27_3_44

CUST_169690_PI403524517	2	0.007247925	0.86724234	-0.0072484016	0.13081932	-0.18545008	-0.13735342	35_47265	"Cluster: Os09g0515400 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0515400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J0D4	"CHR2V7|COORD:13086346..13088172| similar to Os01g0894700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001045071.1); similar to P0696G06.13 [Oryza"	AT2G30695.1	CHR09V5|COORD:20073334..20076326|protein expressed protein	LOC_Os09g34000.1	"no descriptionweakly similar to ( 115)AT2G30695| Symbols:  | similar to Os01g0894700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001045071.1); similar to P0696G06.13 [Oryza sativa (japonica cultivar-group)] (GB:BAC06256.1); similar to Os09g0515400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001063667.1) | chr2:13086346-13088172 REVERSE"	not assigned.unknown	35_2

CUST_54381_PI403524517	2	-0.19615698	0.16020966	-0.0928998	0.5383024	0.05324316	-0.053243637	35_15481	"Cluster: Os07g0673900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0673900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D3P8	CHR5V7|COORD:9830400..9831563| hypoxia-responsive family protein	AT5G27760.1	CHR07V5|COORD:28482403..28483508|protein hypoxia induced protein conserved region containing protein, expressed	LOC_Os07g47670.2	no descriptionweakly similar to ( 123)AT5G27760| Symbols:  | hypoxia-responsive family protein | chr5:9830400-9831563 FORWARD	not assigned.no ontology	35_1

CUST_52033_PI403524517	2	-9.965897E-4	0.0024671555	0.004886627	-0.19538212	9.95636E-4	-0.08397484	35_14831	Rep: Glutathione transferase - Triticum aestivum (Wheat)	UniRef90_Q8RW02	"CHR1V7|COORD:5872201..5872951| ATGSTU25 (Arabidopsis thaliana Glutathione S-transferase (class tau) 25); glutathione transferase"	AT1G17180.1	CHR03V5|COORD:32559224..32558117|protein glutathione S-transferase parA, putative, expressed	LOC_Os03g57200.1	"no descriptionmoderately similar to ( 244)AT1G17180| Symbols: ATGSTU25 | ATGSTU25 (Arabidopsis thaliana Glutathione S-transferase (class tau) 25); glutathione transferase | chr1:5872201-5872951 FORWARDmoderately similar to ( 309)GSTU1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned GST_C_Tau GST_N_Tau Gst GST_N_family sspA GST_N GST_N_Zeta GST_C_family PRK10542 GST_C_Beta GST_N_GTT1_like GST_C GST_N_GTT2_like GST_N_Omega DUF566"	misc.glutathione S transferases	26_9

CUST_16798_PI403524517	2	-0.035923004	-0.57534504	0.42321873	0.51761246	0.035923004	-0.1737833	35_4850	"Cluster: Putative GDSL-like lipase/acylhydrolase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative GDSL-like lipase/acylhydrolase - Oryza sativa (japon"	UniRef90_Q75LC6	CHR3V7|COORD:17960481..17962067| GDSL-motif lipase/hydrolase family protein	AT3G48460.1	CHR03V5|COORD:35445757..35442476|protein esterase precursor, putative, expressed	LOC_Os03g62740.1	no descriptionmoderately similar to ( 338)AT3G48460| Symbols:  | GDSL-motif lipase/hydrolase family protein | chr3:17960481-17962067 FORWARDweakly similar to ( 141)EST_HEVBREsterase precursor - Hevea brasiliensis (Para rubber tree)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned SGNH_plant_lipase_like fatty_acyltransferase_like COG3240 Herpes_BLLF1 Atrophin-1 Triacylglycerol_lipase_like PRK07764 PRK12323 Tymo_45kd_70kd HPC2 AF-4 PRK07003 APC_basic TT_ORF1 DUF1509 PRK05648 DUF566 Extensin_2 Pneumo_att_G Metaviral_G FimV DUF1777 PRK08853	misc.GDSL-motif lipase	26_28

CUST_6033_PI403524517	2	0.06565857	-0.031326294	-0.014362335	-3.8051605E-4	0.037047386	3.7956238E-4	35_1667	"Cluster: Os02g0123300 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os02g0123300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E4E1	CHR3V7|COORD:20844769..20847799| EIF3C (EUKARYOTIC TRANSLATION INITIATION FACTOR 3)	AT3G56150.1	CHR07V5|COORD:1272854..1277037|protein eukaryotic translation initiation factor 3 subunit 8, putative, expressed	LOC_Os07g03230.2	 no descriptionhighly similar to ( 753)AT3G56150| Symbols: ATEIF3C-1, EIF3C-1, ATTIF3C1, TIF3C1, EIF3C | EIF3C (EUKARYOTIC TRANSLATION INITIATION FACTOR 3) | chr3:20844769-20847799 REVERSEhighly similar to ( 760)IF38_MEDTRnot assigned not assigned not assigned eIF-3c_N PCI PINT eIF-3c_C 	protein.synthesis.initiation	29_2_3

CUST_29127_PI403524517	2	-0.41279316	-0.0015258789	0.0015258789	0.13628769	-0.12835503	0.07912159	35_8414	"Cluster: Hypothetical protein OSJNBb0108E17.8; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0108E17.8 - Oryza sativa (japonica cu"	UniRef90_Q6L4X2	"CHR1V7|COORD:2074029..2076349| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G30630.1); similar to conserved hypothetical protein [Medicago"	AT1G06750.1	CHR05V5|COORD:25105009..25109928|protein expressed protein	LOC_Os05g43300.2	"no descriptionmoderately similar to ( 309)AT1G06750| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G30630.1); similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE83048.1); contains domain no description (G3D.3.40.50.300); contains domain P-loop containing nucleoside triphosphate hydrolases (SSF52540) | chr1:2074029-2076349 FORWARD"	not assigned.unknown	35_2

CUST_33569_PI399408534	2	-0.057632446	0.09867859	-0.19536304	-0.04965782	0.04965782	0.35826492	35_24231	Rep: Globosa - Triticum aestivum (Wheat)	UniRef90_Q6QPJ1	"CHR5V7|COORD:6829205..6831210| PI (PISTILLATA); DNA binding / transcription factor"	AT5G20240.1	CHR01V5|COORD:38650923..38647634|protein MADS-box transcription factor 2, putative, expressed	LOC_Os01g66030.1	"no descriptionweakly similar to ( 194)AT5G20240| Symbols: PI | PI (PISTILLATA); DNA binding / transcription factor | chr5:6829205-6831210 FORWARDmoderately similar to ( 353)MADS2_ORYSAnot assigned not assigned not assigned MADS_MEF2_like MADS MADS K-box MADS_SRF_like SRF-TF ARG80"	RNA.regulation of transcription.MADS box transcription factor family	27_3_24

CUST_7711_PI399408534	2	-0.99699163	-0.21513176	0.10906553	0.61138964	0.1562128	-0.10906553	35_25629	"Cluster: C2H2-type zinc finger protein ZFP36; n=2; Oryza sativa (japonica cultivar-group)|Rep: C2H2-type zinc finger protein ZFP36 - Oryza sativa (japonica cult"	UniRef90_Q75KE5	"CHR5V7|COORD:1216322..1217038| C2H2; nucleic acid binding / transcription factor/ zinc ion binding"	AT5G04340.1	CHR03V5|COORD:18391988..18390891|protein zinc-finger protein 1, putative, expressed	LOC_Os03g32230.1	"no descriptionvery weakly similar to (97.4)AT5G43170| Symbols: AZF3 | AZF3 (ARABIDOPSIS ZINC-FINGER PROTEIN 3); nucleic acid binding / transcription factor/ zinc ion binding | chr5:17348278-17348859 REVERSEvery weakly similar to (94.7)ZFP1_WHEATZinc finger protein 1 - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07003 PRK12323 APC_basic PRK12678"	RNA.regulation of transcription.C2H2 zinc finger family	27_3_11

CUST_148318_PI403524517	2	0.20019722	0.52308846	-0.006580353	0.0065813065	-0.11700058	-0.010428429	35_41494	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_5356_PI403524517	2	-0.03321457	0.2858801	0.0048189163	-0.10380459	-0.0048189163	0.046816826	35_1478	"Cluster: Ubiquitin-conjugating enzyme 1 like protein; n=4; Magnoliophyta|Rep: Ubiquitin-conjugating enzyme 1 like protein - Arachis hypogaea (Peanut)"	UniRef90_Q06H20	"CHR1V7|COORD:5776543..5778320| UBC36; ubiquitin-protein ligase"	AT1G16890.2	CHR01V5|COORD:27998496..27995241|protein ubiquitin-conjugating enzyme E2 N, putative, expressed	LOC_Os01g48280.1	"no descriptionmoderately similar to ( 308)AT1G16890| Symbols: UBC36 | UBC36; ubiquitin-protein ligase | chr1:5776543-5778320 REVERSEweakly similar to ( 124)UBC2_WHEATUbiquitin-conjugating enzyme E2-17 kDa - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG5078 UQ_con UBCc UBCc"	protein.degradation.ubiquitin.E2	29_5_11_3

CUST_41245_PI403524517	2	-0.057583332	0.4140525	0.0662837	-0.09723377	0.05758381	-0.26068306	35_11857	"Cluster: MATH domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: MATH domain containing protein, expressed - Oryza sativa (j"	UniRef90_Q2QMP1	CHR1V7|COORD:1148817..1153894| similar to meprin and TRAF homology domain-containing protein / MATH domain-containing protein [Arabidopsis thaliana]	AT1G04300.1	CHR12V5|COORD:25036052..25044093|protein MATH domain containing protein, expressed	LOC_Os12g40520.1	no descriptionmoderately similar to ( 339)AT5G43560| Symbols:  | meprin and TRAF homology domain-containing protein / MATH domain-containing protein | chr5:17518270-17522753 FORWARD	not assigned.no ontology	35_1

CUST_57110_PI403524517	2	-0.7044468	0.017797947	0.29590416	1.399229	-0.5389805	-0.017798424	35_16280	"Cluster: Germin-like protein 5a; n=1; Hordeum vulgare subsp. vulgare|Rep: Germin-like protein 5a - Hordeum vulgare var. distichum (Two-rowed barley)"	UniRef90_Q0GR06	"CHR1V7|COORD:3093898..3094641| GLP5 (GERMIN-LIKE PROTEIN 5); manganese ion binding / metal ion binding / nutrient reservoir"	AT1G09560.1	CHR01V5|COORD:10166094..10164664|protein rhicadhesin receptor precursor, putative, expressed	LOC_Os01g18170.1	"no descriptionmoderately similar to ( 258)AT1G02335| Symbols: GL22 | GL22 (GERMIN-LIKE PROTEIN SUBFAMILY 2 MEMBER 2 PRECURSOR.); manganese ion binding / metal ion binding / nutrient reservoir | chr1:463979-464876 REVERSEmoderately similar to ( 258)NEC1_NICPLNectarin-1 precursor - Nicotiana plumbaginifolia (Leadwort-leaved tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Cupin_1 Cupin_2 COG1917 DUF566 Tymo_45kd_70kd Herpes_BLLF1 PRK07003 PRK12323"	stress.abiotic.unspecified	20_2_99

CUST_86501_PI403524517	2	-0.033366203	0.46631622	0.2034216	-0.07369614	-0.12687492	0.03336525	35_24774	"Cluster: OSJNBa0086O06.7 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0086O06.7 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XM02	CHR3V7|COORD:6040863..6042018| binding	AT3G17670.1	CHR04V5|COORD:29568743..29570537|protein expressed protein	LOC_Os04g49940.1	"no descriptionweakly similar to ( 119)AT3G17668| Symbols:  | similar to OSJNBa0086O06.7 [Oryza sativa (ISS) [Ostreococcus tauri] (GB:CAL54830.1); similar to Os04g0589200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001053697.1); contains domain Cysteine-rich domain of the chaperone protein DnaJ. (SSF57938); contains domain no description (G3D.2.10.230.10) | chr3:6039646-6040330 FORWARD"	not assigned.no ontology	35_1

CUST_154956_PI403524517	2	0.19763088	-0.051334858	0.026879787	-0.026879787	-0.45909548	0.05773449	35_43290	"Cluster: Hypothetical protein At5g19850/T29J13_270; n=2; Arabidopsis thaliana|Rep: Hypothetical protein At5g19850/T29J13_270 - Arabidopsis thaliana (Mouse-ear"	UniRef90_Q8GYC0	CHR5V7|COORD:6709978..6711664| hydrolase, alpha/beta fold family protein	AT5G19850.1	CHR07V5|COORD:23291668..23295110|protein catalytic/ hydrolase, putative, expressed	LOC_Os07g38830.2	 no descriptionvery weakly similar to (84.7)AT5G19850| Symbols:  | hydrolase, alpha/beta fold family protein | chr5:6709978-6711664 REVERSE	not assigned.no ontology	35_1

CUST_180074_PI403524517	2	-0.10801792	-0.23360729	5.8174133E-5	-5.722046E-5	0.002544403	0.03745365	35_50078	"Cluster: Tropinone reductase, putative, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Tropinone reductase, putative, expressed - Oryza sativa (jap"	UniRef90_Q10NH7	CHR2V7|COORD:12593575..12594761| tropinone reductase, putative / tropine dehydrogenase, putative	AT2G29290.1	CHR03V5|COORD:8920372..8917401|protein tropinone reductase, putative, expressed	LOC_Os03g16210.1	 no descriptionweakly similar to ( 172)AT5G06060| Symbols:  | tropinone reductase, putative / tropine dehydrogenase, putative | chr5:1824067-1825834 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK09242 fabG FabG PRK08213 fabG fabG PRK12826 PRK12829 PRK12939 PRK12429 PRK06124 adh_short PRK08265 fabG PRK06172 PRK06484 fabG fabG fabG PRK06841 PRK07814 PRK07060 DltE COG4221 PRK08324 PRK07856 PRK06138 PRK07063 PRK07523 PRK07478 PRK07326 PRK06198 PRK06935 benD PRK07035 PRK06346 PRK12827 PRK12745 PRK06181 PRK06523 PRK06949 PRK08226 PRK07890 PRK08589 PRK08220 fabG PRK07201 fabG PRK07097 PRK06200 fabG PRK05872 PRK07062 PRK07576 DltE PRK12828 PRK08628 PRK06114 PRK06500 PRK07825 PRK07677 PRK12937 PRK12935 KR PRK08936 PRK12747 fabG PRK07479 PRK09134 PRK07041 PRK08264 PRK09186 PRK12748 PRK12824 fabG PRK09072 PRK06122 PRK06171 PRK06179 PRK05867 PRK07069 PRK07831 PRK07067 fabG PRK06398 PRK07109 PRK06057 fabG PRK05866 PRK12746 PRK08085 fabG PRK07633 PRK07454 PRK07806 PRK09135 PRK07074 PRK08278 PRK06194 PRK12481 PRK07102 PRK12743 PRK06113 PRK06123 PRK08063 PRK08267 PRK09291 PRK06125 PRK08277 PRK08945 	misc.nitrilases, *nitrile lyases, berberine bridge enzymes, reticuline oxidases, troponine reductases	26_8

CUST_61779_PI403524517	2	0.026324272	-0.24810123	-0.051568985	0.043587685	-0.026324272	0.06960869	35_17628	Rep: Fasciclin-like protein FLA10 - Triticum aestivum (Wheat)	UniRef90_Q06I96	CHR2|COORD:1676996..1678452| fasciclin-like arabinogalactan-protein (FLA7), identical to gi_13377782_gb_AAK20860	AT2G04780.2	CHR09V5|COORD:18612149..18610293|protein fasciclin-like arabinogalactan protein 7 precursor, putative, expressed	LOC_Os09g30486.1	no descriptionweakly similar to ( 192)AT2G04780| Symbols: FLA7 | FLA7 (FLA7) | chr2:1677485-1678249 FORWARDnot assigned Fasciclin FAS1 COG2335 Tymo_45kd_70kd	cell wall.cell wall proteins.AGPs	10_5_1

CUST_5942_PI403524517	2	-0.026211739	0.15950203	0.026211739	-0.114831924	-0.08047199	0.038721085	35_1640	"Cluster: Putative aspartic proteinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative aspartic proteinase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q9LGZ3	CHR1V7|COORD:4017117..4019872| aspartyl protease family protein	AT1G11910.1	CHR01V5|COORD:10492466..10488817|protein retrotransposon protein, putative, SINE subclass, expressed	LOC_Os01g18630.1	no descriptionhighly similar to ( 618)AT1G11910| Symbols:  | aspartyl protease family protein | chr1:4017117-4019872 REVERSEhighly similar to ( 790)ASPRX_ORYSAnot assigned not assigned Asp SapB_1 SapB_2	protein.degradation.aspartate protease	29_5_4

CUST_177852_PI403524517	2	-0.0076293945	0.182271	0.050481796	-0.19664192	0.007628441	-0.1173954	35_49468	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_97162_PI403524517	2	-0.063051224	-0.27023792	0.10690975	-0.15754318	0.06305027	0.112267494	35_27751	0	0	0	0	CHR03V5|COORD:27601413..27608908|protein centromere protein, putative, expressed	LOC_Os03g48490.1	no description	not assigned.unknown	35_2

CUST_59778_PI403524517	2	-0.060735703	-0.2162323	0.17231369	-0.037784576	0.04566002	0.037783623	35_17044	"Cluster: Putative indole-3-glycerol phosphate synthase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative indole-3-glycerol phosphate synthase - Oryza s"	UniRef90_Q8H3R5	CHR2V7|COORD:1531205..1533575| indole-3-glycerol phosphate synthase (IGPS)	AT2G04400.1	CHR08V5|COORD:13821609..13825571|protein indole-3-glycerol phosphate synthase, chloroplast precursor, putative, expressed	LOC_Os08g23150.1	no descriptionmoderately similar to ( 403)AT2G04400| Symbols:  | indole-3-glycerol phosphate synthase (IGPS) | chr2:1531205-1533575 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned trpC TrpC IGPS IGPS PRK09427 PRK07764 PRK12323 PRK07003	amino acid metabolism.synthesis.aromatic aa.tryptophan.indole-3-glycerol phosphate synthase	13_1_6_5_4

CUST_14689_PI403524517	2	0.1533041	-0.79131985	-0.062333107	0.062333107	0.07240248	-0.10466385	35_4228	"Cluster: Os02g0150900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os02g0150900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E3W9	CHR4|COORD:15243743..15245767| expressed protein	AT4G31410.2	CHR02V5|COORD:2807633..2804120|protein expressed protein	LOC_Os02g05710.1	"no descriptionmoderately similar to ( 255)AT4G31410| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G24740.2); similar to Os02g0150900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001045905.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD38050.1); contains InterPro domain Protein of unknown function DUF1644; (InterPro:IPR012866) | chr4:15244265-15245480 FORWARDDUF1644"	not assigned.unknown	35_2

CUST_51457_PI403524517	2	0.14819527	0.8170471	-0.0017089844	-0.05307579	-0.06099224	0.0017080307	35_14666	"Cluster: Hypothetical protein P0005A05.36; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0005A05.36 - Oryza sativa (japonica cultivar-g"	UniRef90_Q657X6	"CHR1V7|COORD:9554932..9558280| similar to EX1 (EXECUTER1) [Arabidopsis thaliana] (TAIR:AT4G33630.2); similar to unknown protein [Oryza sativa (japonica"	AT1G27510.1	CHR01V5|COORD:417299..413043|protein expressed protein	LOC_Os01g01790.1	"no descriptionweakly similar to ( 166)AT1G27510| Symbols:  | similar to EX1 (EXECUTER1) [Arabidopsis thaliana] (TAIR:AT4G33630.2); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD44852.1) | chr1:9554932-9558280 REVERSE"	not assigned.unknown	35_2

CUST_113278_PI403524517	2	-0.017044067	0.82780457	0.017044067	0.2702446	-0.082904816	-0.22693253	35_32156	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_5641_PI403524517	2	0.11188507	0.09184456	-0.009427071	-0.06029892	-0.07597828	0.009428024	35_1560	"Cluster: Putative DNA-directed RNA polymerase II subunit; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative DNA-directed RNA"	UniRef90_Q6F2V1	CHR5V7|COORD:21121905..21123022| DNA-directed RNA polymerase II, putative	AT5G51940.1	CHR03V5|COORD:21595861..21591920|protein DNA-directed RNA polymerases I, II, and III 14.4 kDa polypeptide, putative, expressed	LOC_Os03g38960.1	 no descriptionweakly similar to ( 176)AT2G04630| Symbols:  | DNA-directed RNA polymerase II, putative | chr2:1619165-1620243 REVERSEnot assigned RNA_pol_Rpb6 rpoK RpoZ rpoK rpoK 	RNA.transcription	27_2

CUST_16910_PI404877155	2	0.8219328	-0.6126237	-0.36984062	0.5924854	0.18951416	-0.18951416	HM14O03r_at	0	0	0	0	0	0	Photosystem I reaction center subunit V, chloroplast	PS.lightreaction.photosystem I.PSI polypeptide subunits	1_01_02_02

CUST_79689_PI403524517	2	0.0076084137	0.34720993	0.0790205	-0.15173817	-0.19753551	-0.0076093674	35_22855	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_22688_PI399408534	2	0.14091063	0.18563366	0.1447835	-0.19755936	-0.2285533	-0.14091015	35_12669	"Cluster: Transducin-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Transducin-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K884	CHR1V7|COORD:1075991..1080320| transducin family protein / WD-40 repeat family protein	AT1G04140.2	CHR02V5|COORD:10986649..10972700|protein nucleotide binding protein, putative, expressed	LOC_Os02g18820.2	no descriptionweakly similar to ( 147)AT1G04140| Symbols:  | transducin family protein / WD-40 repeat family protein | chr1:1075991-1080320 REVERSE	RNA.regulation of transcription.unclassified	27_3_99

CUST_5086_PI403524517	2	-0.050328255	0.4422903	0.15349007	-0.013685226	-0.06463909	0.01368618	35_1399	"Cluster: Putative syntaxin of plants 52; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative syntaxin of plants 52 - Oryza sativa (japonica cultivar-group"	UniRef90_Q6Z1L9	CHR1V7|COORD:29951957..29953197| SYP52 (SYNTAXIN OF PLANTS 52)	AT1G79590.2	CHR08V5|COORD:10753251..10757323|protein SNARE domain containing protein, expressed	LOC_Os08g17600.1	 no descriptionmoderately similar to ( 269)AT1G79590| Symbols: ATSYP52, SYP52 | SYP52 (SYNTAXIN OF PLANTS 52) | chr1:29951957-29953197 FORWARDnot assigned not assigned SNARE t_SNARE t_SNARE 	cell. vesicle transport	31_4

CUST_30690_PI403524517	2	0.33685017	0.44505692	-0.25499535	-0.041042328	-0.20760441	0.041042328	35_8857	"Cluster: Natural resistance-associated macrophage protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Natural resistance-associated"	UniRef90_Q10EG4	"CHR5V7|COORD:788588..793065| EIN2 (ETHYLENE INSENSITIVE 2); transporter"	AT5G03280.1	CHR03V5|COORD:28065794..28073391|protein ethylene insensitive 2, putative, expressed	LOC_Os03g49400.1	" no descriptionweakly similar to ( 139)AT5G03280| Symbols: EIN2, PIR2, CKR1, ERA3, ORE3, ORE2 | EIN2 (ETHYLENE INSENSITIVE 2); transporter | chr5:788588-793065 FORWARD"	transport.metal	34_12

CUST_84296_PI403524517	2	-0.042675972	-0.059672356	0.19457912	0.033604622	-0.033604622	0.036797523	35_24155	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_18227_PI399408534	2	0.014713287	0.22882175	-0.23092842	-0.014712334	0.14923668	-0.05030918	35_19874	"Cluster: Extra-large G-protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Extra-large G-protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q654D6	"CHR3V7|COORD:22830027..22832845| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G46380.1); similar to unknown [Striga asiatica] (GB:ABE66402.1);"	AT3G61670.1	CHR06V5|COORD:19400019..19405763|protein expressed protein	LOC_Os06g33320.1	"no descriptionmoderately similar to ( 248)AT3G61670| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G46380.1); similar to unknown [Striga asiatica] (GB:ABE66402.1); similar to Os02g0258300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001046475.1); similar to Os06g0524300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001057757.1) | chr3:22830027-22832845 FORWARD"	signalling.G-proteins	30_5

CUST_955_PI404877155	2	-0.019130707	0.1249733	-0.018723488	-0.15726471	0.105176926	0.018724442	Contig10961_at	bZIP family transcription factor [Arabidopsis thaliana]	NP_176108.3	bZIP family transcription factor	At1g58110.1	protein bZIP family transcription factor, putative	Os11g11100	NONE	RNA.regulation of transcription.bZIP transcription factor family	27_3_35

CUST_88335_PI403524517	2	-0.1682415	-0.036857605	0.036857605	0.28134155	0.3277998	-0.09093571	35_25288	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_157069_PI403524517	2	0.06251669	-0.06251669	-0.2700324	-0.3882966	0.7491684	0.12476969	35_43865	Rep: H0501D11.3 protein - Oryza sativa (Rice)	UniRef90_Q01IK1		0	CHR04V5|COORD:26892084..26899395|protein sphingosine kinase, putative, expressed	LOC_Os04g45800.1	no description	not assigned.unknown	35_2

CUST_35097_PI403524517	2	0.25890255	0.52842903	-0.06956768	-0.21437359	-0.71881247	0.0695672	35_10120	"Cluster: Os07g0596300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0596300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D4Y8	CHR1V7|COORD:11399903..11405702| actin binding	AT1G31810.1	CHR07V5|COORD:24271675..24264784|protein formin-2, putative, expressed	LOC_Os07g40510.1	no descriptionvery weakly similar to (70.9)AT1G31810| Symbols:  | actin binding | chr1:11399903-11405702 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Drf_FH1 Extensin_2 PRK07764 DUF1421 PRK12323 Atrophin-1 PRK05648 Collagen FAP Totivirus_coat PRK07003 Tymo_45kd_70kd GP38 DUF605 Cytadhesin_P30 TonB MFMR tatB GRASP55_65 PRK06958 Gag_spuma DUF1210 PRK10819 PRK09111 DedD SMN COG5651 GRP IER COG4371 SSDP COG5373 VirB10 Prog_receptor ARS2 Herpes_LMP2 COG3921 PRK12373 Herpes_UL32 DUF1517 DUF1750 PRP8 CITED HPC2 MCPVI Trypan_PARP PRK11855 Chon_Sulph_att PRK00708 Herpes_BLLF1 motB Sporozoite_P67 PRP	not assigned.no ontology.formin homology 2 domain-containing protein	35_1_20

CUST_21261_PI403524517	2	-0.019787788	0.49812508	0.08772755	-0.11071873	-0.13664627	0.019787788	35_6167	"Cluster: Os05g0510300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0510300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DGV1	CHR1V7|COORD:22786490..22790447| binding / zinc ion binding	AT1G61690.1	CHR03V5|COORD:26382594..26387978|protein zinc ion binding protein, putative, expressed	LOC_Os03g46710.1	no descriptionvery weakly similar to (67.0)AT1G61690| Symbols:  | binding / zinc ion binding | chr1:22786490-22790447 REVERSE	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_18496_PI404877155	2	-0.7200699	1.5427189	0.37104654	0.07052851	-0.2795105	-0.07052851	HVSMEi0018O11r2_at	0	0	0	0	0	0	Late embryogenesis abundant protein B19.1B pir	development.late embryogenesis abundant	33_2

CUST_155693_PI403524517	2	-0.028279781	0.09664297	-0.25122356	0.028279781	-0.22993708	0.20677328	35_43489	"Cluster: OSJNBa0036B21.18 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0036B21.18 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XV01		0	CHR04V5|COORD:22674694..22679575|protein aldose 1-epimerase precursor, putative, expressed	LOC_Os04g38530.1	no description	not assigned.unknown	35_2

CUST_86037_PI403524517	2	0.16493034	0.28195953	-0.057750702	-0.034201622	-0.07878494	0.034202576	35_24643	Rep: Hypothetical protein - Gibberella zeae (Fusarium graminearum)	UniRef90_Q4IJ23	0	0	0	0	no descriptionZUO1	not assigned.unknown	35_2

CUST_27660_PI403524517	2	0.02738285	0.19903994	-0.02738285	-0.5391154	0.24693155	-0.32896233	35_8000	"Cluster: Hypothetical protein B1123E10.108; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1123E10.108 - Oryza sativa (japonica cultivar"	UniRef90_Q7EY22	0	0	CHR07V5|COORD:13514085..13511435|protein F-box domain containing protein, expressed	LOC_Os07g23900.1	no description	not assigned.unknown	35_2

CUST_20198_PI403524517	2	0.02103901	-0.22171783	-0.116859436	0.09409809	-0.019497871	0.019498825	35_5854	"Cluster: Rhodanese-like family protein, putative; n=1; Oryza sativa (japonica cultivar-group)|Rep: Rhodanese-like family protein, putative - Oryza sativa (japon"	UniRef90_Q10MY4	CHR3V7|COORD:2712280..2713123| rhodanese-like domain-containing protein	AT3G08920.1	CHR03V5|COORD:10007156..10008167|protein rhodanese-like family protein, putative, expressed	LOC_Os03g18020.1	no descriptionmoderately similar to ( 202)AT3G08920| Symbols:  | rhodanese-like domain-containing protein | chr3:2712280-2713123 FORWARDRHOD RHOD	misc.rhodanese	26_23

CUST_63102_PI403524517	2	0.103406906	-0.16031456	0.25045013	-0.10340595	0.11898613	-0.1529007	35_18005	"Cluster: Transposon protein, putative, unclassified, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Transposon protein, putative, unclassified, exp"	UniRef90_Q10H87	CHR5V7|COORD:2593243..2594587| L-asparaginase / L-asparagine amidohydrolase	AT5G08100.1	CHR03V5|COORD:22213781..22209835|protein transposon protein, putative, unclassified, expressed	LOC_Os03g40070.1	no descriptionmoderately similar to ( 327)AT5G08100| Symbols:  | L-asparaginase / L-asparagine amidohydrolase | chr5:2593243-2594587 REVERSEmoderately similar to ( 332)ASPG_LUPLUL-asparaginase precursor - Lupinus luteus (European yellow lupin)not assigned not assigned not assigned not assigned not assigned not assigned not assigned Asparaginase_2 Asparaginase_2 COG1446 ASRGL1_like PRK10226 Asparaginase_2_like Ntn_Asparaginase_2_like Glycosylasparaginase Taspase1_like PRK12678 PRK07764 PRK07003 PRK12323 Pneumo_att_G APC_basic DUF390 Herpes_BLLF1	amino acid metabolism.degradation.aspartate family.asparagine.L-asparaginase	13_2_3_1_1

CUST_21694_PI403524517	2	0.066743374	-0.17364645	-0.086829185	-0.0667429	0.26770544	0.26770544	35_6296	"Cluster: Multidrug resistance associated protein 1; n=1; Zea mays|Rep: Multidrug resistance associated protein 1 - Zea mays (Maize)"	UniRef90_Q6Y3I1	CHR3V7|COORD:7457674..7462497| ATMRP6 (Arabidopsis thaliana multidrug resistance-associated protein 6)	AT3G21250.1	CHR06V5|COORD:21537701..21543238|protein ABC transporter family protein, expressed	LOC_Os06g36650.1	no descriptionmoderately similar to ( 414)AT3G21250| Symbols: ATMRP6 | ATMRP6 (Arabidopsis thaliana multidrug resistance-associated protein 6) | chr3:7457674-7462497 REVERSEweakly similar to ( 134)MDR_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned ABCC_MRP_domain2 ABCC_NFT1 ABCC_SUR2 MdlB SunT ABCC_Glucan_exporter_like ABC_MTABC3_MDL1_MDL2 CydD ABCC_MRP_Like ABCC_ATM1_transporter ABCC_MsbA ABCC_CFTR2 CydC PRK10790 ABCC_bacteriocin_exporters ATM1 PRK11174 PRK11176 ABCC_Hemolysin ABCC_TAP PRK11160 ArpD ABC_tran ABC_PstB_phosphate_transporter ABCC_Protease_Secretion CcmA AbcC COG1123 CbiO FepC ABC_NikE_OppD_transporters PRK10789 ABCC_cytochrome_bd ABC_cobalt_CbiO_domain1 ABC_Org_Solvent_Resistant ABCC_MRP_domain1 PstB ZnuC ABC_PhnC_transporter ABC_MetN_methionine_transporter MalK COG4178 DppD DppF ABC_Mj1267_LivG_branched ABC_DR_subfamily_A ABC_TM1139_LivF_branched ABC_Class3 Ttg2A ABC_ATPase ABC_Iron-Siderophores_B12_Hemin COG3638 ABC_Metallic_Cations ABC_Carb_Solutes_like SalX ABC_subfamily_A LivF TauB GlnQ MglA OpuBA NatA ABC_YhbG YhbG ABC_MJ0796_Lo1CDE_FtsE ABC_drug_resistance_like PotA COG4619 metN ABC_OpuCA_Osmoprotection ABC_NrtD_SsuB_transporters ThiQ ABC_cobalt_CbiO_domain2 fecE LivG ABC_HisP_GlnQ_permeases COG4172 FtsE COG3845 ABC_ModC_like ABC_NatA_sodium_exporter AppF PhnK CysA btuD SapF ABC_DrrA ABC_BcrA_bacitracin_resist ABCG_EPDR COG4559 ABC_FtsE_transporter PRK10247 ABC_MalK_N ABC_Carb_Monos_I CcmA PRK10575 PRK10522 ABC_Pro_Gly_Bertaine ABC_ThiQ_thiamine_transporter Uup CeuD ABC_CysA_sulfate_importer ssuB ProV ABCD_peroxisomal_ALDP ABC_putative_ATPase PRK10895 ABC_PotA_N ABCC_SUR1_N PRK10261 ABCC_CFTR1 PRK10419 dppF ABC_KpsT_Wzt PvdE araG thiQ PRK10744 ABC_ModC_molybdenum_transporter PRK10070 ABC_CcmA_heme_exporter ArtP COG4586 PRK10619 HisP fbpC PRK10535 ABCG_White oppD ABC_Carb_Monos_II COG4674 PRK10851 PRK10253 COG4181 artP ABC_NatA_like ModF TagH ugpC potG PRK11264 PRK10762 potA livG znuC sufC ModC PhnK COG4152 PRK09700 TauB phnK PRK03695 PRK11819 COG4136 PRK10908 livF glnQ ABC_RNaseL_inhibitor_domain2 PRK11831	transport.ABC transporters and multidrug resistance systems	34_16

CUST_4976_PI399408534	2	-0.009266853	0.2495842	0.0092659	-0.009266853	0.07986641	-0.10686779	35_33310	"Cluster: Os01g0528100 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0528100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JM82	"CHR3V7|COORD:18336000..18339843| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G24450.1); similar to Os01g0528100 [Oryza sativa (japonica"	AT3G49410.1	CHR01V5|COORD:19306288..19316390|protein expressed protein	LOC_Os01g34430.1	"no descriptionweakly similar to ( 122)AT3G49410| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G24450.1); similar to Os01g0528100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001043232.1); similar to transcription factor-like protein [Oryza sativa (japonica cultivar-group)] (GB:BAD73508.1); contains domain FAMILY NOT NAMED (PTHR13230); contains domain SUBFAMILY NOT NAMED (PTHR13230:SF1) | chr3:18336000-18339843 FORWARDnot assigned"	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_10748_PI403524517	2	-0.0086221695	0.22851276	-0.019738197	0.008623123	-0.26830387	0.058630943	35_3033	"Cluster: Protein kinase domain containing protein, expressed; n=4; Oryza sativa (japonica cultivar-group)|Rep: Protein kinase domain containing protein, express"	UniRef90_Q10NJ0	CHR2V7|COORD:15860186..15863125| protein kinase family protein	AT2G37840.2	CHR03V5|COORD:8881032..8875256|protein ATP binding protein, putative, expressed	LOC_Os03g16130.2	no descriptionweakly similar to ( 197)AT2G37840| Symbols:  | protein kinase family protein | chr2:15860186-15863125 FORWARD	protein.postranslational modification	29_4

CUST_68725_PI403524517	2	-0.030108452	-1.3259764	0.34343433	0.030108929	0.2046833	-0.9482517	35_19662	Rep: OSJNBb0012E24.7 protein - Oryza sativa (japonica cultivar-group)	UniRef90_Q7XSN8	"CHR4V7|COORD:7021764..7023246| ATSR (ARABIDOPSIS THALIANA SIGNAL-RESPONSIVE); serine racemase"	AT4G11640.1	CHR04V5|COORD:27607501..27604719|protein serine racemase, putative, expressed	LOC_Os04g46930.2	" no descriptionmoderately similar to ( 421)AT4G11640| Symbols: ATSR | ATSR (ARABIDOPSIS THALIANA SIGNAL-RESPONSIVE); serine racemase | chr4:7021764-7023246 FORWARDweakly similar to ( 130)THD1_CICARThreonine dehydratase biosynthetic, chloroplast precursor - Cicer arietinum (Chickpea) (Garbanzo)not assigned not assigned not assigned IlvA PRK07048 PRK08198 PRK08638 PRK06382 PRK07476 PRK07334 PRK08526 PRK09224 PRK08246 PRK06815 PRK06608 PRK08639 PRK12483 PALP PRK06110 PRK08813 ThrC CysK PRK08206 PRK08197 PRK06450 PRK06352 PRK05638 PRK06177 PRK06381 PRK10717 PRK07409 PRK06260 PRK07591 PRK08329 PRK06721 PRK07702 cysM PRK07871 "	amino acid metabolism.synthesis.branched chain group.isoleucine specific	13_1_4_5

CUST_6388_PI403524517	2	-0.42052078	-0.11913586	0.5373106	0.11913586	1.0442324	-0.42052078	35_1769	"Cluster: ZIM motif family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: ZIM motif family protein, expressed - Oryza sativa (japonica cult"	UniRef90_Q7XEZ6	"CHR3V7|COORD:15378658..15380762| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G20900.1); similar to ZIM motif family protein, expressed [Oryza"	AT3G43440.1	CHR10V5|COORD:12700622..12699604|protein ZIM motif family protein, expressed	LOC_Os10g25230.1	no descriptiontify	not assigned.unknown	35_2

CUST_561_PI399407379	2	-1.4489965	1.1632128	-0.11973286	0.11973286	0.14234638	-0.5371475	HvDREB3									

CUST_106601_PI403524517	2	-0.1424675	0.08693123	0.004582405	0.16953373	-0.14065933	-0.004582405	35_30339	"Cluster: Putative alpha,alpha-trehalose-phosphate synthase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative alpha,alpha-trehalose-phosphate synthase -"	UniRef90_Q6KAF3	"CHR1V7|COORD:1955412..1958152| ATTPS7 (Arabidopsis thaliana trehalose-phosphatase/synthase 7); transferase, transferring glycosyl groups / trehalose-phosphatase"	AT1G06410.1	CHR02V5|COORD:33563394..33568251|protein trehalose-6-phosphate synthase, putative, expressed	LOC_Os02g54820.3	" no descriptionvery weakly similar to (81.3)AT1G06410| Symbols: TPS7, ATTPSA, ATTPS7 | ATTPS7 (Arabidopsis thaliana trehalose-phosphatase/synthase 7); transferase, transferring glycosyl groups / trehalose-phosphatase | chr1:1955412-1958152 FORWARDnot assigned Glyco_transf_20 OtsA PRK10117 "	minor CHO metabolism.trehalose.potential TPS/TPP	3_2_3

CUST_73362_PI403524517	2	-0.0071849823	-0.09377766	0.020074844	0.05098152	-0.041996002	0.0071849823	35_21033	Rep: unknown protein - Arabidopsis thaliana	UniRef90_UPI0000162388	CHR3V7|COORD:14096340..14104435| transducin family protein / WD-40 repeat family protein	AT3G33530.1	CHR02V5|COORD:1955268..1965696|protein nucleotide binding protein, putative, expressed	LOC_Os02g04440.2	no descriptionmoderately similar to ( 221)AT3G33530| Symbols:  | transducin family protein / WD-40 repeat family protein | chr3:14096340-14104435 FORWARDnot assigned	not assigned.unknown	35_2

CUST_170452_PI403524517	2	0.078282356	-0.012459278	-0.21724176	0.012459278	-0.14749861	0.39974833	35_47478	"Cluster: Na+/H+ antiporter; n=1; Populus tomentosa|Rep: Na+/H+ antiporter - Populus tomentosa"	UniRef90_Q0IJY4	CHR1V7|COORD:29957982..29961963| sodium proton exchanger, putative (NHX6)	AT1G79610.1	CHR09V5|COORD:6382644..6372275|protein sodium/hydrogen exchanger family protein, expressed	LOC_Os09g11450.2	 no descriptionweakly similar to ( 156)AT1G79610| Symbols:  | sodium proton exchanger, putative (NHX6) | chr1:29957982-29961963 REVERSEnot assigned 	transport.unspecified cations	34_14

CUST_32175_PI403524517	2	0.0030531883	0.13221884	-0.0030527115	-0.23014736	0.013513565	-0.4263549	35_9280	"Cluster: Hypothetical protein OSJNBa0041P03.16; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0041P03.16 - Oryza sativa (japonica"	UniRef90_Q8LNT6	CHR5V7|COORD:54279..55726| e-cadherin binding protein-related	AT5G01160.1	CHR10V5|COORD:18464931..18468956|protein expressed protein	LOC_Os10g35190.1	no descriptionmoderately similar to ( 220)AT5G01160| Symbols:  | e-cadherin binding protein-related | chr5:54279-55726 FORWARDnot assigned	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_2171_PI399408534	2	0.041656494	-0.046505928	0.048897743	-0.041656494	0.12913227	-0.38539124	35_23662	Rep: H0107B07.5 protein - Oryza sativa (Rice)	UniRef90_Q01M49	CHR1V7|COORD:22370624..22372313| pentatricopeptide (PPR) repeat-containing protein	AT1G60770.1	CHR04V5|COORD:14697404..14693814|protein tetratricopeptide-like helical, putative, expressed	LOC_Os04g25410.1	no descriptionmoderately similar to ( 209)AT1G60770| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr1:22370624-22372313 REVERSEnot assigned PRK07764	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_21798_PI399408534	2	0.30226564	0.29938364	-0.082072735	-0.15386438	-0.3930502	0.082072735	35_38845	Rep: B0222C05.5 protein - Oryza sativa (Rice)	UniRef90_Q01LH4	CHR1V7|COORD:18407183..18409216| protein kinase family protein	AT1G49730.2	CHR04V5|COORD:35051877..35057717|protein protein kinase domain containing protein, expressed	LOC_Os04g59320.1	no descriptionweakly similar to ( 133)AT3G19300| Symbols:  | protein kinase family protein | chr3:6690248-6693216 REVERSE	signalling.receptor kinases.misc	30_2_99

CUST_19747_PI404877155	2	-0.13360691	-0.9357157	0.14496517	0.11654186	-0.116541386	0.121266365	X70876_at	myb-related protein 2 - barley emb|CAA50221.1| MybHv5 [Hordeum vulgare subsp. vulgare]	S35729	myb family transcription factor (MYB4)	At4g38620.1	protein myb-related protein 2 - barley	Os05g35500	NONE	RNA.regulation of transcription.MYB domain transcription factor family	27_3_25

CUST_7923_PI403524517	2	0.014763832	-0.2726841	-0.06586075	0.09428024	0.012140274	-0.01213932	35_2206	Rep: H0207B04.8 protein - Oryza sativa (Rice)	UniRef90_Q01MV8	"CHR5V7|COORD:4977650..4978661| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G01130.1); similar to conserved hypothetical protein [Medicago"	AT5G15320.1	CHR04V5|COORD:997275..995137|protein expressed protein	LOC_Os04g02670.1	"no descriptionvery weakly similar to (51.6)AT3G01130| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G15320.1); similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE79949.1) | chr3:44721-45529 REVERSE"	not assigned.unknown	35_2

CUST_3145_PI403524517	2	-0.06278801	0.1900568	-0.0020008087	0.0020008087	-0.03594303	0.07248402	35_854	"Cluster: BRI1-KD interacting protein 103; n=2; Oryza sativa (japonica cultivar-group)|Rep: BRI1-KD interacting protein 103 - Oryza sativa (japonica"	UniRef90_Q762B4	CHR4V7|COORD:13743620..13745906| PPI1 (PROTON PUMP INTERACTOR 1)	AT4G27500.1	CHR09V5|COORD:10833935..10843000|protein proton pump interactor, putative, expressed	LOC_Os09g17730.2	no descriptionmoderately similar to ( 323)AT4G27500| Symbols: PPI1 | PPI1 (PROTON PUMP INTERACTOR 1) | chr4:13743620-13745906 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG1340 Smc SbcC PRK02224 Myosin_tail_1 TolA PRK03918 tolA TolA DUF1168 infB COG2433 MAP65_ASE1 Caldesmon Nop53 PRK07735 CALCOCO1 CDC27 PRK05035	not assigned.unknown	35_2

CUST_18165_PI403524517	2	-0.22706032	-0.7246895	0.08887768	-0.011276245	0.18623638	0.011276245	35_5245	"Cluster: Granule-bound starch synthase 1b, chloroplast precursor; n=2; Triticeae|Rep: Granule-bound starch synthase 1b, chloroplast precursor - Hordeum vulgare"	UniRef90_Q8LL05	CHR1V7|COORD:11920562..11923486| starch synthase, putative	AT1G32900.1	CHR07V5|COORD:12922631..12914583|protein granule-bound starch synthase 1b, chloroplast precursor, putative, expressed	LOC_Os07g22930.4	 no descriptionmoderately similar to ( 425)AT1G32900| Symbols:  | starch synthase, putative | chr1:11920562-11923486 REVERSEhighly similar to ( 631)SSG1B_HORVUGranule-bound starch synthase 1b, chloroplast precursor - Hordeum vulgare (Barley)glgA GlgA Glycos_transf_1 RfaG Glyco_transf_5 	major CHO metabolism.synthesis.starch.starch synthase	2_1_2_2

CUST_3524_PI403524517	2	-0.4726305	0.10793495	-0.0046873093	0.41684437	-0.28582287	0.0046863556	35_960	"Cluster: NADP malic enzyme; n=1; Oryza sativa (japonica cultivar-group)|Rep: NADP malic enzyme - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6T5D1	"CHR5V7|COORD:9024552..9028263| ATNADP-ME3 (NADP-MALIC ENZYME 3); malate dehydrogenase (oxaloacetate-decarboxylating) (NADP+)/ malic enzyme/"	AT5G25880.1	CHR05V5|COORD:5276770..5272906|protein NADP-dependent malic enzyme, chloroplast precursor, putative, expressed	LOC_Os05g09440.1	" no descriptionhighly similar to ( 874)AT5G25880| Symbols: ATNADP-ME3 | ATNADP-ME3 (NADP-MALIC ENZYME 3); malate dehydrogenase (oxaloacetate-decarboxylating) (NADP+)/ malic enzyme/ oxidoreductase, acting on NADH or NADPH, NAD or NADP as acceptor | chr5:9024552-9028263 FORWARDhighly similar to ( 924)MAOC_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Malic_M SfcA malic PRK12862 PRK07232 PRK12861 DUF566 "	TCA / org. transformation.other organic acid transformaitons.malic	8_2_10

CUST_17905_PI404877155	2	0.25987625	-0.2819538	-0.11273575	0.08045387	0.0057001114	-0.0057001114	HVSMEa0009E14r2_at	SET domain-containing protein [Arabidopsis thaliana] gb|AAF13085.1| putative ribulose-1,5-bisphosphate carboxylase/oxygenase small	NP_187424.1	SET domain-containing protein	At3g07670.1	protein SET domain, putative	Os02g49330	"SET domain-containing protein, similar to ribulose-1,5-bisphosphate carboxylase/oxygenase small subunit N-methyltransferase I (Spinacia oleracea) GI:3403236; contains Pfam profile PF00856: SET domain"	RNA.regulation of transcription.SET-domain transcriptional regulator family	27_3_69

CUST_160264_PI403524517	2	0.09465408	-0.31082153	0.004091263	-0.004091263	0.014066696	-0.21927834	35_44723	Rep: Cathepsin B - Hordeum vulgare (Barley)	UniRef90_Q711Q3	CHR4V7|COORD:694857..696937| cathepsin B-like cysteine protease, putative	AT4G01610.1	CHR05V5|COORD:14083307..14089202|protein cathepsin B-like cysteine proteinase 3 precursor, putative, expressed	LOC_Os05g24550.6	no description	not assigned.unknown	35_2

CUST_8399_PI403524517	2	-0.23693943	-0.3031044	0.115278244	0.5067234	0.67871666	-0.11527729	35_2348	"Cluster: 2-alkenal reductase; n=1; Hordeum vulgare subsp. vulgare|Rep: 2-alkenal reductase - Hordeum vulgare var. distichum (Two-rowed barley)"	UniRef90_Q2KM86	CHR3V7|COORD:698537..700285| NADP-dependent oxidoreductase, putative	AT3G03080.1	CHR12V5|COORD:6931472..6935961|protein NADP-dependent oxidoreductase P1, putative, expressed	LOC_Os12g12590.1	 no descriptionmoderately similar to ( 238)AT3G03080| Symbols:  | NADP-dependent oxidoreductase, putative | chr3:698537-700285 REVERSEnot assigned not assigned not assigned not assigned COG2130 Qor 	misc.oxidases - copper, flavone etc.	26_7

CUST_3416_PI399408534	2	0.22999668	0.0689373	-0.06893635	-0.1789484	-0.43331432	0.16245651	35_28443	Rep: HvEMF2a protein - Hordeum vulgare (Barley)	UniRef90_Q4W8R4	"CHR5V7|COORD:20841379..20846570| EMF2 (EMBRYONIC FLOWER 2); transcription factor"	AT5G51230.1	CHR09V5|COORD:7937161..7924572|protein polycomb protein EMBRYONIC FLOWER 2, putative, expressed	LOC_Os09g13630.1	" no descriptionweakly similar to ( 144)AT5G51230| Symbols: VEF2, CYR1, EMF2 | EMF2 (EMBRYONIC FLOWER 2); transcription factor | chr5:20841379-20846570 FORWARD"	RNA.regulation of transcription.Polycomb Group (PcG)	27_3_65

CUST_36451_PI403524517	2	-0.20379543	-0.1436348	0.007139206	-0.007139206	0.16883087	0.19305897	35_10512	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_5080_PI403524517	2	0.10757923	-0.045827866	-0.0021295547	-0.008561134	0.0021295547	0.075323105	35_1397	"Cluster: Os08g0162000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os08g0162000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J7U7	CHR2V7|COORD:452196..454818| endomembrane protein 70, putative	AT2G01970.1	CHR03V5|COORD:7202805..7207233|protein transmembrane 9 superfamily protein member 1 precursor, putative, expressed	LOC_Os03g13380.1	 no descriptionweakly similar to ( 167)AT2G01970| Symbols:  | endomembrane protein 70, putative | chr2:452196-454818 REVERSEnot assigned not assigned EMP70 	not assigned.no ontology	35_1

CUST_149972_PI403524517	2	0.14115524	0.55008936	-0.04027605	-0.08762598	-0.80358124	0.04027605	35_41956	"Cluster: RNA recognition motif (RRM)-containing protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: RNA recognition motif (RRM)-containing protein-li"	UniRef90_Q69VQ4	CHR4V7|COORD:7462694..7467627| RNA recognition motif (RRM)-containing protein	AT4G12640.1	CHR09V5|COORD:7299555..7292011|protein RNA binding protein, putative, expressed	LOC_Os09g12730.2	no descriptionvery weakly similar to ( 100)AT4G12640| Symbols:  | RNA recognition motif (RRM)-containing protein | chr4:7462694-7467627 FORWARDnot assigned not assigned not assigned not assigned not assigned RRM RRM_1 COG0724	RNA.RNA binding	27_4

CUST_165563_PI403524517	2	-0.020784378	-0.2463808	-0.019337654	0.2887125	0.247509	0.0193367	35_46135	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_34219_PI403524517	2	0.01497364	-0.01497364	-0.08949661	-0.09442806	0.23867798	0.028902054	35_9864	"Cluster: Os12g0174300 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os12g0174300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IPQ9	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	CHR11V5|COORD:3844562..3844020|protein conserved hypothetical protein	LOC_Os11g07590.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12678 PRK12323 PRK07764 PRK07003 Tymo_45kd_70kd	not assigned.unknown	35_2

CUST_21815_PI399408534	2	-0.5862808	0.23940992	0.17445707	-0.039726734	0.039726257	-0.6426554	35_38840	"Cluster: PHD-finger, putative; n=1; Oryza sativa (japonica cultivar-group)|Rep: PHD-finger, putative - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53MN0	CHR5V7|COORD:5467537..5472959| PHD finger family protein	AT5G16680.1	CHR11V5|COORD:10635123..10626230|protein PHD-finger family protein, expressed	LOC_Os11g18770.2	no descriptionweakly similar to ( 101)AT5G16680| Symbols:  | PHD finger family protein | chr5:5467537-5472959 REVERSE	RNA.regulation of transcription.unclassified	27_3_99

CUST_177663_PI403524517	2	0.12052536	-0.07386494	0.040465355	-0.35560322	0.014421463	-0.014421463	35_49418	"Cluster: Os07g0659100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0659100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D3Y6	CHR5V7|COORD:3982763..3983900| ankyrin repeat family protein	AT5G12320.1	CHR07V5|COORD:27776281..27773109|protein tankyrase 2, putative, expressed	LOC_Os07g46500.2	no descriptionweakly similar to ( 101)AT5G12320| Symbols:  | ankyrin repeat family protein | chr5:3982763-3983900 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned ANK Arp Ank	cell.organisation	31_1

CUST_865_PI403524517	2	0.5961828	-1.4423172	-1.3356636	0.14643002	2.86906	-0.14643002	35_226	Rep: B1 hordein - Hordeum vulgare (Barley)	UniRef90_Q40021	CHR5V7|COORD:6979316..6981769| receptor	AT5G20635.1	CHR09V5|COORD:16410150..16414861|protein keratin-associated protein 5-4, putative, expressed	LOC_Os09g26999.1	no descriptionweakly similar to ( 136)HOR1_HORVUB1-hordein precursor - Hordeum vulgare (Barley)not assigned not assigned not assigned not assigned not assigned not assigned not assigned AAI_SS GAL11 Keratin_B2 Glutenin_hmw	not assigned.unknown	35_2

CUST_99652_PI403524517	2	0.25200462	0.011753082	-0.011753082	0.033246517	-0.7137675	-0.603868	35_28447	"Cluster: Putative CRP1 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative CRP1 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q84NV9	CHR1V7|COORD:1698573..1702714| UDP-glucoronosyl/UDP-glucosyl transferase family protein	AT1G05670.1	CHR07V5|COORD:19666688..19671514|protein rf1 protein, mitochondrial precursor, putative, expressed	LOC_Os07g32900.1	no descriptionmoderately similar to ( 277)AT1G05670| Symbols:  | UDP-glucoronosyl/UDP-glucosyl transferase family protein | chr1:1698573-1702714 REVERSEweakly similar to ( 140)RF1_ORYSAnot assigned PPR	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_70449_PI403524517	2	0.07863426	0.16473866	-0.0039577484	0.003958702	-0.007519722	-0.05718708	35_20179	"Cluster: Hypothetical protein OSJNBa0051D19.20; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0051D19.20 - Oryza sativa (japonica"	UniRef90_Q9FWV1	CHR5V7|COORD:2762456..2763321| D111/G-patch domain-containing protein	AT5G08535.1	CHR10V5|COORD:18337570..18339724|protein nucleic acid binding protein, putative, expressed	LOC_Os10g35000.1	no descriptionvery weakly similar to (89.4)AT5G08535| Symbols:  | D111/G-patch domain-containing protein | chr5:2762456-2763321 FORWARDnot assigned not assigned not assigned not assigned not assigned G_patch G-patch	not assigned.no ontology	35_1

CUST_2358_PI403524517	2	-0.93439484	0.7068577	-1.0483074	1.8645496	-0.3844366	0.3844366	35_642	"Cluster: Os06g0141600 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os06g0141600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DEP8	CHR5V7|COORD:9054255..9055154| early nodulin-related	AT5G25940.1	CHR06V5|COORD:2175927..2174883|protein expressed protein	LOC_Os06g04940.1	no descriptionvery weakly similar to (58.5)AT5G25940| Symbols:  | early nodulin-related | chr5:9054255-9055154 REVERSEvery weakly similar to (75.5)NO93_SOYBNEarly nodulin 93 - Glycine max (Soybean)ENOD93	development.unspecified	33_99

CUST_101244_PI403524517	2	0.25580025	0.056630135	0.020895958	-0.020896912	-0.17249966	-0.07607269	35_28896	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_18513_PI403524517	2	-0.041793823	0.15112495	0.034478188	-0.002409935	-0.1581707	0.0024108887	35_5352	"Cluster: Os10g0446200 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os10g0446200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IXD6	CHR2V7|COORD:18948637..18952073| transmembrane protein-related	AT2G46060.2	CHR10V5|COORD:15791840..15801528|protein expressed protein	LOC_Os10g30910.1	no descriptionweakly similar to ( 193)AT2G46060| Symbols:  | transmembrane protein-related | chr2:18948637-18952073 REVERSE	not assigned.no ontology	35_1

CUST_53223_PI403524517	2	0.06061554	0.06463146	-0.09323597	0.029935837	-0.029935837	-0.05317402	35_15148	"Cluster: Hypothetical protein OJ1288_G09.18; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1288_G09.18 - Oryza sativa (japonica cultiv"	UniRef90_Q6ZGP6	CHR5V7|COORD:25688167..25689544| similar to Os02g0753200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001048144.1)	AT5G64160.1	CHR02V5|COORD:31667275..31669420|protein expressed protein	LOC_Os02g51700.1	no descriptionweakly similar to ( 166)AT5G64160| Symbols:  | similar to Os02g0753200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001048144.1) | chr5:25688167-25689544 FORWARD	not assigned.unknown	35_2

CUST_68548_PI403524517	2	-0.017560005	0.49575138	0.030236244	-0.14594936	0.017560959	-0.02060318	35_19607	Rep: Probable NADH kinase - Oryza sativa (Rice)	UniRef90_Q6EQG2	"CHR1V7|COORD:29569236..29571021| ATNADK-3/NADK3 (NAD(H) kinase 3); NAD+ kinase/ NADH kinase"	AT1G78590.1	CHR09V5|COORD:10811497..10809134|protein NADH kinase, putative, expressed	LOC_Os09g17680.1	" no descriptionmoderately similar to ( 334)AT1G78590| Symbols: NADK3, ATNADK-3 | ATNADK-3/NADK3 (NAD(H) kinase 3); NAD+ kinase/ NADH kinase | chr1:29569236-29571021 FORWARDhighly similar to ( 506)NADHK_ORYSAnot assigned not assigned nadF NAD_kinase ppnK ppnK ppnK ppnK ppnK ppnK ppnK ppnK ppnK ppnK "	not assigned.no ontology	35_1

CUST_34806_PI403524517	2	0.022799492	0.61803436	-0.3595853	0.1560669	-0.8108578	-0.022798538	35_10035	Rep: Os07g0245100 protein - Oryza sativa (japonica cultivar-group)	UniRef90_Q0D7H8	CHR5V7|COORD:10044213..10045488| hydrolase/ zinc ion binding	AT5G28050.2	CHR03V5|COORD:34983588..34980888|protein cytidine/deoxycytidylate deaminase family protein, putative, expressed	LOC_Os03g61810.1	no descriptionweakly similar to ( 191)AT5G28050| Symbols:  | hydrolase/ zinc ion binding | chr5:10044213-10045488 REVERSEnot assigned nucleoside_deaminase CumB dCMP_cyt_deam_1 PRK10860	nucleotide metabolism.degradation	23_2

CUST_169710_PI403524517	2	0.47756672	0.22650242	-0.1406126	-0.4452858	-0.41726875	0.14061356	35_47271	Rep: Protein terminal ear1 homolog - Oryza sativa (Rice)	UniRef90_Q27K34	"CHR3V7|COORD:9547635..9550423| TEL1 (TERMINAL EAR1-LIKE 1); RNA binding"	AT3G26120.1	CHR01V5|COORD:39850487..39854076|protein TERMINAL EAR1, putative, expressed	LOC_Os01g68000.1	"no descriptionweakly similar to ( 149)AT3G26120| Symbols: TEL1 | TEL1 (TERMINAL EAR1-LIKE 1); RNA binding | chr3:9547635-9550423 FORWARDmoderately similar to ( 211)PLA2_ORYSAnot assigned not assigned not assigned RRM_2"	RNA.RNA binding	27_4

CUST_46399_PI403524517	2	-0.06851864	0.10067272	0.02014637	0.17061234	-0.020147324	-0.065265656	35_13287	"Cluster: Chloroplast thylakoidal processing peptidase-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Chloroplast thylakoidal processing peptidas"	UniRef90_Q67UZ3	CHR1V7|COORD:11399903..11405702| actin binding	AT1G31810.1	CHR09V5|COORD:17004693..17002029|protein peptidase/ serine-type peptidase, putative, expressed	LOC_Os09g28000.2	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned PRK12678 PRK07764 PRK12323 PRK07003	not assigned.unknown	35_2

CUST_77147_PI403524517	2	0.02414608	-0.42908573	0.35436153	0.2407713	-0.024145126	-0.08231068	35_22115	"Cluster: Amino acid permease family protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Amino acid permease family protein, putative,"	UniRef90_Q2QN40	CHR3V7|COORD:6790994..6792513| amino acid permease family protein	AT3G19553.1	CHR12V5|COORD:24004084..24006048|protein cationic amino acid transporter, putative, expressed	LOC_Os12g39080.1	no descriptionmoderately similar to ( 203)AT3G19553| Symbols:  | amino acid permease family protein | chr3:6790994-6792513 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PotE PRK12323 Herpes_BLLF1 AnsP TT_ORF1 Atrophin-1 PRK07764	transport.amino acids	34_3

CUST_25673_PI403524517	2	0.034456253	0.21516228	-0.15373707	0.13327408	-0.13254833	-0.034457207	35_7442	"Cluster: LIM domain-containing protein, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: LIM domain-containing protein, putative, expressed"	UniRef90_Q2QMP4	CHR4V7|COORD:17358571..17361188| LIM domain-containing protein	AT4G36860.2	CHR12V5|COORD:25017521..25023161|protein zinc ion binding protein, putative, expressed	LOC_Os12g40490.1	no descriptionmoderately similar to ( 266)AT4G36860| Symbols:  | LIM domain-containing protein | chr4:17358571-17361188 REVERSEnot assigned	not assigned.no ontology	35_1

CUST_34797_PI403524517	2	-0.09025192	-0.35818768	0.47036362	0.15766239	0.047436714	-0.047436714	35_10032	"Cluster: Soluble starch synthase 2-2, chloroplast precursor; n=2; Oryza sativa|Rep: Soluble starch synthase 2-2, chloroplast precursor - Oryza sativa (Rice)"	UniRef90_Q6Z2T8	CHR3V7|COORD:62463..65685| glycogen synthase, putative	AT3G01180.1	CHR02V5|COORD:31232327..31227021|protein soluble starch synthase 2-2, chloroplast precursor, putative, expressed	LOC_Os02g51070.1	 no descriptionweakly similar to ( 102)AT3G01180| Symbols: ATSS2 | glycogen synthase, putative | chr3:62463-65685 REVERSEweakly similar to ( 128)SSY22_ORYSAglgA 	major CHO metabolism.synthesis.starch.starch synthase	2_1_2_2

CUST_59923_PI403524517	2	-0.025438309	0.13335133	0.023674965	-0.09045124	-0.023674011	0.1104269	35_17083	"Cluster: Hypothetical protein OJ1027_G06.28; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1027_G06.28 - Oryza sativa (japonica cultiv"	UniRef90_Q6ZLP6	CHR1V7|COORD:5880495..5884650| zinc ion binding	AT1G17210.1	CHR07V5|COORD:2638790..2632631|protein expressed protein	LOC_Os07g05610.2	no descriptionmoderately similar to ( 360)AT1G17210| Symbols:  | zinc ion binding | chr1:5880495-5884650 REVERSE	not assigned.no ontology	35_1

CUST_180547_PI403524517	2	0.2911992	0.6058254	0.03461933	-0.24035692	-0.122050285	-0.03461933	35_50212	"Cluster: Putative queuine tRNA-ribosyltransferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative queuine tRNA-ribosyltransferase - Oryza sativa (jap"	UniRef90_Q6K4A3		0	CHR09V5|COORD:17873475..17879194|protein queuine tRNA-ribosyltransferase, putative, expressed	LOC_Os09g29420.1	no descriptionnot assigned TGT Tgt	not assigned.unknown	35_2

CUST_6200_PI403524517	2	-0.037872314	0.2339735	-0.13996887	0.09622669	0.0049066544	-0.004907608	35_1717	"Cluster: Hypothetical protein P0665A11.8; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0665A11.8 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q94EF4	CHR3V7|COORD:19128856..19131543| protein kinase family protein	AT3G51550.1	CHR01V5|COORD:32788726..32791914|protein protein kinase, putative, expressed	LOC_Os01g56330.1	no descriptionhighly similar to ( 520)AT3G51550| Symbols:  | protein kinase family protein | chr3:19128856-19131543 REVERSEmoderately similar to ( 216)NORK_MEDTRNodulation receptor kinase precursor - Medicago truncatula (Barrel medic)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PTKc Pkinase_Tyr TyrKc S_TKc S_TKc Pkinase PTKc_Jak_rpt2 PTKc_Csk_like PTK_CCK4 PTKc_Trk PTKc_Itk PTKc_Ror PTKc_TrkA PTKc_Tec_like PTKc_TrkC PTKc_TrkB PTKc_Srm_Brk PTKc_Frk_like PTKc_DDR PTKc_Chk SPS1 PTKc_Fes_like PTKc_EphR PTKc_Csk PTKc_Btk_Bmx PTKc_Ack_like PTKc_Syk_like PTKc_Musk PTKc_FGFR PTKc_c-ros PTKc_FGFR3 PTKc_Src_like PTKc_Tec_Rlk PTKc_Met_Ron PTKc_Jak2_Jak3_rpt2 PTKc_Tie1 PTKc_FGFR1 PTKc_Tie2 PTKc_EGFR_like PTKc_FGFR2 PTKc_Tyk2_rpt2 PTKc_ALK_LTK PTKc_FGFR4 PTK_HER3 PTKc_Tie PTKc_Ror1 PTKc_Abl PTKc_EphR_A2 PTK_Ryk PTKc_DDR_like PTKc_FAK PTKc_Axl_like PTKc_InsR_like PTKc_Fer PTKc_Fes PTKc_Src PTKc_Lyn PTKc_Jak1_rpt2 PTKc_EphR_B PTKc_Syk PTKc_Ror2 PTKc_DDR1 PTKc_RET PTKc_Fyn_Yrk PTKc_EphR_A PTKc_Lck_Blk PTKc_Zap-70 PTKc_PDGFR PTKc_Yes PTKc_IGF-1R PTKc_Tyro3 PTKc_DDR2 PTKc_Axl PTKc_EphR_A10 PTKc_HER4 PTK_Jak2_Jak3_rpt1 PTKc_InsR PTKc_Hck PTK_Jak_rpt1 PTKc_EGFR PTKc_VEGFR3 PTKc_VEGFR PTKc_VEGFR2 PTKc_CSF-1R PTKc_HER2 PTKc_Aatyk PTKc_Aatyk1_Aatyk3 PTKc_Kit PTKc_PDGFR_alpha PTK_Tyk2_rpt1 PTKc_Aatyk2	protein.postranslational modification.kinase.receptor like cytoplasmatic kinase VII	29_4_1_57

CUST_19421_PI404877155	2	-0.053993225	0.29354668	0.004497528	-0.0044965744	-0.023983955	0.12128067	rbags16j18_at	calcium-dependent protein kinase-related kinase [Zea mays]	BAA22410.1	calcium-dependent protein kinase, putative / CDPK, putative	At3g49370.1	protein Similar to calcium-dependent protein kinase-related kinase	Os06g50030	calcium-dependent protein kinase, putative / CDPK, putative, similar to calcium/calmodulin-dependent protein kinase CaMK1 (Nicotiana tabacum) gi:16904222:gb:AAL30818	signalling.calcium	30_3

CUST_65006_PI403524517	2	-0.008472443	0.008471489	0.055178642	-0.11107445	0.04730892	-0.013505936	35_18561	Rep: Expressed protein-like protein - Glycine max (Soybean)	UniRef90_Q00M79	"CHR5V7|COORD:17223538..17226750| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G45233.2); similar to expressed protein-like protein [Glycine max]"	AT5G42920.2	CHR02V5|COORD:32289451..32292822|protein expressed protein	LOC_Os02g52820.1	"no descriptionmoderately similar to ( 392)AT5G42920| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G45233.2); similar to expressed protein-like protein [Glycine max] (GB:ABC47865.1); similar to cold-induced protein [Ammopiptanthus mongolicus] (GB:ABH01186.1); similar to expressed protein-like protein [Glycine max] (GB:ABC47853.1); contains domain FMS INTERACTING PROTEIN (PTHR13375) | chr5:17223538-17226750 REVERSE"	not assigned.unknown	35_2

CUST_156008_PI403524517	2	-0.007340908	0.3189597	0.016935349	-0.08640051	0.007340908	-0.26055622	35_43570	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_57875_PI403524517	2	-0.04780674	-0.40669727	0.112021446	0.039497375	0.2032423	-0.039497375	35_16499	"Cluster: Os05g0103800 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0103800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DLG1	"CHR2V7|COORD:18143521..18143724| similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABA99375.1); similar to Os12g0611700 [Oryza sativa"	AT2G43780.1	CHR12V5|COORD:25841948..25839963|protein conserved hypothetical protein	LOC_Os12g41760.1	"no descriptionvery weakly similar to (67.8)AT2G43780| Symbols:  | similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABA99375.1); similar to Os12g0611700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001067254.1) | chr2:18143521-18143724 REVERSE"	not assigned.unknown	35_2

CUST_129961_PI403524517	2	0.03444481	-0.4303875	-0.07291889	0.12361145	0.014650345	-0.014649391	35_36502	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_48285_PI403524517	2	0.395432	-0.15733814	0.18143272	-0.42387676	-0.56061125	0.15733814	35_13802	"Cluster: Os08g0519800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os08g0519800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J4D8	"CHR3V7|COORD:7059104..7062666| APUM5 (ARABIDOPSIS PUMILIO 5); RNA binding"	AT3G20250.1	CHR08V5|COORD:25696200..25711751|protein pumilio domain-containing protein PPD1, putative, expressed	LOC_Os08g40830.3	"no descriptionhighly similar to ( 516)AT3G20250| Symbols: APUM5 | APUM5 (ARABIDOPSIS PUMILIO 5); RNA binding | chr3:7059104-7062666 REVERSEnot assigned not assigned not assigned not assigned COG5099"	not assigned.no ontology.pumilio/Puf RNA-binding domain-containing protein	35_1_12

CUST_17324_PI403524517	2	-0.22023582	0.27904892	0.02647686	-0.12671661	-0.026475906	0.05143833	35_5005	Rep: Ankyrin - Medicago truncatula (Barrel medic)	UniRef90_Q1T150	CHR5V7|COORD:4351396..4354372| Stone et al. (Plant Cell, 2007, PubMed ID 17194765) suggested that this locus is misannotated, with a full open reading frame	AT5G13540.2	CHR05V5|COORD:18979195..18972424|protein RING E3 ligase protein, putative, expressed	LOC_Os05g32570.1	 no descriptionmoderately similar to ( 224)AT5G13540| Symbols:  | Stone et al. (Plant Cell, 2007, PubMed ID 17194765) suggested that this locus is misannotated, with a full open reading frame ORF likely encompassing both the At5g13530 and At5g13540 loci.  The misannotation will be corrected with the next Arabidopsis genome release (TAIR8).  At5g13530 and At5g13540 together encode KEEP ON GOING (KEG), a RING E3 ligase involved in abscisic acid signaling.  KEG is essential for Arabidopsis growth and development.  Please see AT5G13530 for annotation details. | chr5:4351396-4354372 FORWARD	not assigned.no ontology	35_1

CUST_39785_PI403524517	2	-0.022746086	0.21037483	-0.01804161	-0.06340885	0.01804161	0.1702261	35_11442	"Cluster: Os07g0688300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0688300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D3F8	"CHR1|COORD:2994416..2998605| similar to importin alpha-1 subunit, putative (IMPA1) [Arabidopsis thaliana] (TAIR:At3g06720.2); similar to importin alpha-1 subuni"	AT1G09270.3	CHR07V5|COORD:29250277..29245691|protein importin alpha-1b subunit, putative, expressed	LOC_Os07g48880.3	no descriptionmoderately similar to ( 240)AT1G09270| Symbols:  | protein transporter | chr1:2995164-2997835 FORWARDmoderately similar to ( 245)IMA1A_ORYSAnot assigned SRP1 ARM	protein.targeting.nucleus	29_3_1

CUST_10070_PI403524517	2	-0.033412933	0.4136963	0.019309044	-0.08752918	-0.01930809	0.0352211	35_2844	"Cluster: Os04g0629000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os04g0629000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J9V9	"CHR3V7|COORD:7701315..7703225| PEX22 (PEROXIN 22); protein binding"	AT3G21865.1	CHR04V5|COORD:31780303..31783681|protein expressed protein	LOC_Os04g53690.1	"no descriptionmoderately similar to ( 252)AT3G21865| Symbols: PEX22 | PEX22 (PEROXIN 22); protein binding | chr3:7701315-7703225 REVERSE"	not assigned.unknown	35_2

CUST_58986_PI403524517	2	0.21560526	-0.4912734	0.056604385	-0.056604385	-0.20643902	0.44534445	35_16827	"Cluster: Putative multifunctional amino acid-tRNA ligase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative multifunctional amino acid-tRNA ligase - Ory"	UniRef90_Q9LIZ8	CHR5V7|COORD:9305676..9308250| glutamate-tRNA ligase, putative / glutamyl-tRNA synthetase, putatuve / GluRS, putative	AT5G26710.1	CHR01V5|COORD:9374982..9370494|protein glutamyl-tRNA synthetase, cytoplasmic, putative, expressed	LOC_Os01g16520.1	 no descriptionhighly similar to ( 557)AT5G26710| Symbols:  | glutamate-tRNA ligase, putative / glutamyl-tRNA synthetase, putatuve / GluRS, putative | chr5:9305676-9308250 FORWARDweakly similar to ( 126)SYQ_LUPLUGlutaminyl-tRNA synthetase - Lupinus luteus (European yellow lupin)not assigned not assigned Gln_GluRS_non_core PRK05347 GlxRS_core tRNA-synt_1c GlnS gltX tRNA-synt_1c_C 	tetrapyrrole synthesis.glu-tRNA synthetase	19_1

CUST_47849_PI403524517	2	0.003993988	-0.18380547	-0.003993988	0.014041901	-0.02626419	0.014041901	35_13687	"Cluster: Os01g0835900 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0835900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JHY5	CHR5V7|COORD:24068875..24069186| histone H4	AT5G59690.1	CHR10V5|COORD:20690219..20689571|protein histone H4, putative, expressed	LOC_Os10g39410.1	no descriptionweakly similar to ( 157)AT5G59970| Symbols:  | histone H4 | chr5:24163578-24163889 REVERSEweakly similar to ( 157)H4_PEAHistone H4 - Pisum sativum (Garden pea)not assigned not assigned H4 H4 HHT1 Histone	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_940_PI404877155	2	0.0495739	-0.0034151077	0.0034151077	-0.019434929	-0.04425621	0.09930515	Contig10950_at	cadmium/zinc-transporting ATPase, putative (HMA1) [Arabidopsis thaliana]	NP_195444.1	cadmium/zinc-transporting ATPase, putative (HMA1)	At4g37270.1	protein potential cadmium/zinc-transporting atpase hma1 (ec 3.6.3.3)(ec 3.6.3.5)	Os06g47550	NONE	transport.metal	34_12

CUST_8338_PI404877155	2	-0.54134655	0.59387875	-0.063150406	0.036266327	0.113755226	-0.036266327	Contig2470_s_at	OSJNBa0085I10.10 [Oryza sativa (japonica cultivar-group)]	CAE03565.2	ethylene-responsive element-binding factor 4 (ERF4)	At3g15210.1	protein AP2 domain, putative	Os04g52090	unknown protein	RNA.regulation of transcription.AP2/EREBP, APETALA2/Ethylene-responsive element binding protein family	27_3_03

CUST_102609_PI403524517	2	-0.026619911	0.43013763	0.086322784	-0.13306236	-0.094768524	0.026618958	35_29270	"AAF08574.1; n=1; Arabidopsis thaliana|Rep: Gb|AAF08574.1 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9LRP7	"CHR3V7|COORD:5274082..5275007| APG8H (autophagy 8H); microtubule binding"	AT3G15580.1	CHR11V5|COORD:3165..162|protein autophagy-related protein 8 precursor, putative, expressed	LOC_Os11g01010.1	" no descriptionweakly similar to ( 111)AT3G15580| Symbols: ATG8I, APG8H | APG8H (autophagy 8H); microtubule binding | chr3:5274082-5275007 REVERSEnot assigned GABARAP MAP1_LC3 "	protein.degradation.autophagy	29_5_2

CUST_15342_PI403524517	2	0.110429764	-0.008886337	0.08731747	0.0037736893	-0.0037736893	-0.012501717	35_4426	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q84MG7	CHR5V7|COORD:15742088..15742846| F-box family protein	AT5G39250.1	CHR03V5|COORD:17566246..17568562|protein F-box domain containing protein, expressed	LOC_Os03g30920.1	no descriptionmoderately similar to ( 244)AT5G39250| Symbols:  | F-box family protein | chr5:15742088-15742846 FORWARD	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_167422_PI403524517	2	0.004799843	0.30284023	-0.016981602	-0.0048003197	-0.54924107	0.065033436	35_46630	"Cluster: OSJNBa0013K16.5 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0013K16.5 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XP62	CHR1V7|COORD:7242922..7244725| similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE83236.1)	AT1G20830.1	CHR04V5|COORD:29325612..29322339|protein expressed protein	LOC_Os04g49540.1	no descriptionvery weakly similar to (99.4)AT1G20830| Symbols:  | similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE83236.1) | chr1:7242922-7244725 FORWARD	not assigned.unknown	35_2

CUST_75096_PI403524517	2	0.04171276	0.5310936	0.13998032	-0.22884941	-0.38578606	-0.04171276	35_21527	"Cluster: Os04g0612700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os04g0612700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JA75	CHR4V7|COORD:17849666..17852139| mannitol dehydrogenase, putative	AT4G37970.1	CHR04V5|COORD:30850475..30856531|protein mannitol dehydrogenase, putative, expressed	LOC_Os04g52280.1	 no descriptionmoderately similar to ( 377)AT4G37970| Symbols:  | mannitol dehydrogenase, putative | chr4:17849666-17852139 FORWARDmoderately similar to ( 404)MTDH_MESCRProbable mannitol dehydrogenase - Mesembryanthemum crystallinum (Common ice plant)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned AdhP PRK09422 AdhC Tdh Qor ADH_N tdh ADH_zinc_N PRK10083 PRK10309 PRK12678 PRK09880 PRK07003 PRK12323 Herpes_BLLF1 APC_basic 	secondary metabolism.phenylpropanoids.lignin biosynthesis.CAD	16_2_1_10

CUST_61425_PI403524517	2	0.06629658	1.0279999	-0.106972694	-0.005493164	-0.22060013	0.005493164	35_17535	"Cluster: Hypothetical protein OSJNBa0088M05.9; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0088M05.9 - Oryza sativa (japonica cu"	UniRef90_Q6L4D1	CHR2V7|COORD:16217942..16221188| binding	AT2G38780.1	CHR05V5|COORD:18352170..18356555|protein expressed protein	LOC_Os05g31680.1	no descriptionmoderately similar to ( 266)AT2G38780| Symbols:  | binding | chr2:16217942-16221188 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07764 Atrophin-1 PRK07003 PRK12323 PRK05648	not assigned.unknown	35_2

CUST_11990_PI404877155	2	0.29597187	-0.5249162	0.051579952	0.1693387	-0.051579952	-0.18826771	Contig5714_s_at	P0672D08.28 [Oryza sativa (japonica cultivar-group)] dbj|BAB92141.1| contains ESTs AU032851(S13343),AU089731(S13343)~unknown protein [Oryza	NP_908341.1	protein kinase family protein	At5g38560.1	protein hypothetical protein	Os01g01300	gi|15128455|dbj|BAB62639.1| contains ESTs AU032851(S13343),AU089731(S13343)~unknown protein	amino acid metabolism.synthesis.aromatic aa.chorismate	13_1_6_1

CUST_166099_PI403524517	2	0.15608406	-0.0059099197	-0.07059145	0.0059103966	0.019818783	-0.16987371	35_46274	"Cluster: Signal peptidase I family protein, expressed; n=4; Oryza sativa (japonica cultivar-group)|Rep: Signal peptidase I family protein, expressed - Oryza sat"	UniRef90_Q10EP0	"CHR3V7|COORD:8960418..8963310| ATPERK1 (PROLINE EXTENSIN-LIKE RECEPTOR KINASE 1); ATP binding / protein kinase"	AT3G24550.1	CHR03V5|COORD:31623992..31620984|protein peptidase/ serine-type peptidase, putative, expressed	LOC_Os03g55640.5	no descriptionAtrophin-1	not assigned.unknown	35_2

CUST_110838_PI403524517	2	0.46575403	0.2791276	-0.12467384	0.12467384	-0.31669044	-0.602221	35_31476	"Cluster: Hypothetical protein; n=1; Stappia aggregata IAM 12614|Rep: Hypothetical protein - Stappia aggregata IAM 12614"	UniRef90_A0NND4	CHR5V7|COORD:21887259..21888454| plastocyanin-like domain-containing protein	AT5G53870.1	CHR03V5|COORD:20523944..20527257|protein ATP binding protein, putative, expressed	LOC_Os03g37120.1	no description	not assigned.unknown	35_2

CUST_74122_PI403524517	2	-0.49002266	0.14726734	0.40671253	-0.100572586	-0.06531811	0.06531906	35_21257	"Cluster: Hypothetical protein P0481E12.9; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0481E12.9 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q94J41	CHR5V7|COORD:23818362..23820251| protein kinase family protein	AT5G58950.1	CHR01V5|COORD:31606382..31601945|protein protein kinase, putative, expressed	LOC_Os01g54350.1	no descriptionmoderately similar to ( 377)AT5G58950| Symbols:  | protein kinase family protein | chr5:23818362-23820251 REVERSEvery weakly similar to (96.7)CRI4_MAIZEPutative receptor protein kinase CRINKLY4 precursor - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TyrKc Pkinase_Tyr S_TKc S_TKc PTKc Pkinase PTKc_Srm_Brk PTKc_Csk_like PTKc_Src_like PTKc_Fes_like PTKc_Jak_rpt2 PTKc_EphR PTKc_Chk PTKc_Frk_like PTKc_Lck_Blk PTKc_Abl PTKc_Fes PTKc_Syk_like PTK_Ryk PTKc_FGFR PTKc_DDR PTKc_Ack_like PTKc_Csk PTKc_EphR_A PTKc_EGFR_like PTK_CCK4 PTKc_InsR_like PTKc_FAK PTKc_EphR_B PTKc_FGFR4 PTKc_PDGFR PTKc_FGFR1 PTKc_Tec_like PTKc_Met_Ron PTKc_Fer PTKc_EphR_A2 SPS1 PTKc_FGFR3 PTKc_Tyk2_rpt2 PTKc_FGFR2 PTKc_Btk_Bmx PTKc_Fyn_Yrk PTKc_Lyn PTKc_Yes PTKc_ALK_LTK PTKc_Hck PTKc_Src PTKc_Musk PTKc_RET PTKc_c-ros PTKc_Ror PTKc_Jak2_Jak3_rpt2 PTKc_EphR_A10 PTKc_DDR2 PTKc_Tie1 PTKc_Itk PTKc_Zap-70 PTKc_Trk PTKc_Tec_Rlk PTKc_Tie PTKc_Axl_like PTKc_Tie2 PTKc_DDR1 PTKc_EGFR PTKc_DDR_like PTKc_Syk PTKc_Jak1_rpt2 PTKc_InsR PTKc_TrkC PTKc_HER4 PTKc_IGF-1R PTKc_Ror1 PTK_HER3 PTKc_Tyro3 PTKc_HER2 PTKc_Axl PTKc_TrkB PTKc_TrkA PTKc_PDGFR_beta PTKc_Kit PTKc_CSF-1R PTKc_Ror2 PTKc_VEGFR3 PTKc_VEGFR PTKc_Aatyk PTKc_PDGFR_alpha PTKc_VEGFR2 PTKc_Aatyk1_Aatyk3 PTK_Jak_rpt1 PTKc_Aatyk2 PTK_Jak2_Jak3_rpt1 PTK_Tyk2_rpt1 PTK_Jak1_rpt1 KIND	protein.postranslational modification	29_4

CUST_111420_PI403524517	2	0.39788055	-0.647213	-0.14801979	0.13078594	0.36175728	-0.1307869	35_31637	Rep: OSIGBa0126B18.9 protein - Oryza sativa (Rice)	UniRef90_Q01K09	"CHR2V7|COORD:14826288..14828409| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G45030.2); similar to Os08g0407200 [Oryza sativa (japonica"	AT2G35155.1	CHR04V5|COORD:30984459..30995675|protein expressed protein	LOC_Os04g52479.1	" no descriptionweakly similar to ( 168)AT2G35155| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G45030.2); similar to Os08g0407200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001061775.1); similar to OSIGBa0126B18.9 [Oryza sativa (indica cultivar-group)] (GB:CAH66916.1); similar to OSJNBa0008M17.6 [Oryza sativa (japonica cultivar-group)] (GB:CAD41791.2); contains InterPro domain Peptidase, trypsin-like serine and cysteine; (InterPro:IPR009003) | chr2:14826288-14828409 REVERSE"	not assigned.unknown	35_2

CUST_4581_PI403524517	2	-0.03513336	0.36460304	-0.059708595	0.0785265	-0.016964912	0.016964912	35_1265	"Cluster: Elongation factor TS family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Elongation factor TS family protein, expressed - Oryza"	UniRef90_Q2QP54	"CHR4V7|COORD:14317750..14321321| EMB2726 (EMBRYO DEFECTIVE 2726); translation elongation factor"	AT4G29060.1	CHR12V5|COORD:21627198..21633444|protein elongation factor TS family protein, expressed	LOC_Os12g35630.1	"no descriptionmoderately similar to ( 239)AT4G29060| Symbols: EMB2726 | EMB2726 (EMBRYO DEFECTIVE 2726); translation elongation factor | chr4:14317750-14321321 FORWARDnot assigned tsf tsf Tsf tsf EF_TS"	protein.synthesis.elongation	29_2_4

CUST_75029_PI403524517	2	0.0539608	0.16237545	0.052602768	-0.26369667	-0.08747864	-0.052602768	35_21508	"Cluster: Hypothetical protein At1g27595; n=1; Arabidopsis thaliana|Rep: Hypothetical protein At1g27595 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q0WQK1	"CHR1V7|COORD:9596462..9602904| similar to ESP4 (ENHANCED SILENCING PHENOTYPE 4), binding [Arabidopsis thaliana] (TAIR:AT5G01400.1); similar to Os07g0693900 [Ory"	AT1G27595.1	CHR01V5|COORD:29025462..29010718|protein expressed protein	LOC_Os01g49940.1	" no descriptionmoderately similar to ( 373)AT1G27595| Symbols:  | similar to ESP4 (ENHANCED SILENCING PHENOTYPE 4), binding [Arabidopsis thaliana] (TAIR:AT5G01400.1); similar to Os07g0693900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001060734.1); similar to symplekin [Xenopus tropicalis] (GB:NP_989259.1); contains domain ARM repeat (SSF48371); contains domain gb def: T22C5.3 (PTHR15245:SF6); contains domain FAMILY NOT NAMED (PTHR15245) | chr1:9596462-9602904 FORWARDnot assigned "	not assigned.no ontology	35_1

CUST_27074_PI403524517	2	0.08818245	0.074757576	0.006866455	-0.2907753	-0.23568344	-0.006866455	35_7841	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QN09	"CHR5V7|COORD:5465702..5467009| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G02900.1); similar to hypothetical protein [Plantago major]"	AT5G16660.1	CHR12V5|COORD:24181873..24184323|protein expressed protein	LOC_Os12g39370.2	"no descriptionvery weakly similar to (75.1)AT5G16660| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G02900.1); similar to hypothetical protein [Plantago major] (GB:CAH59416.1) | chr5:5465702-5467009 REVERSE"	not assigned.unknown	35_2

CUST_156949_PI403524517	2	0.005926132	-0.23801899	-0.005926132	0.2411251	0.13593483	-0.066093445	35_43833	0	0	CHR3V7|COORD:7304163..7304567| proline-rich family protein	AT3G20850.1	CHR03V5|COORD:25914215..25915779|protein expressed protein	LOC_Os03g45930.1	no description	not assigned.unknown	35_2

CUST_56790_PI403524517	2	0.002609253	-0.62551594	0.053071022	-0.002609253	0.324255	-0.22064018	35_16174	"Cluster: Biostress-resistance-related protein; n=1; Triticum aestivum|Rep: Biostress-resistance-related protein - Triticum aestivum (Wheat)"	UniRef90_Q84VJ1	"CHR5|COORD:6776277..6779616| similar to phospholipase/carboxylesterase family protein [Arabidopsis thaliana] (TAIR:At1g52700.1); similar to"	AT5G20060.3	CHR01V5|COORD:3847047..3842983|protein acyl-protein thioesterase 2, putative, expressed	LOC_Os01g07960.3	no descriptionmoderately similar to ( 287)AT5G20060| Symbols:  | carboxylic ester hydrolase | chr5:6776802-6779449 FORWARDnot assigned Abhydrolase_2 COG0400	lipid metabolism.lipid degradation.lysophospholipases.carboxylesterase	11_9_3_2

CUST_1196_PI404877155	2	-0.96716213	-1.0403328	0.9119549	1.0749569	0.2754917	-0.27549076	Contig11252_at	BURP domain-containing protein [Bruguiera gymnorrhiza]	BAB60849.1	dehydration-responsive protein (RD22)	At5g25610.1	protein dehydration-responsive protein rd22 precursor.	Os06g19800	dehydration-responsive protein (RD22), identical to SP:Q08298 Dehydration-responsive protein RD22 precursor {Arabidopsis thaliana}	stress.abiotic.drought/salt	20_2_3

CUST_13962_PI399408534	2	-0.42013836	0.580101	0.019461632	0.15647316	-0.27426147	-0.019462585	35_4348	"Cluster: EF hand family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: EF hand family protein, expressed - Oryza sativa (japonica cultivar"	UniRef90_Q2RAR8	CHR5V7|COORD:1145580..1147520| calcium-binding EF hand family protein	AT5G04170.1	CHR11V5|COORD:1871288..1867964|protein grancalcin, putative, expressed	LOC_Os11g04480.1	no descriptionmoderately similar to ( 299)AT3G10300| Symbols:  | calcium ion binding | chr3:3186441-3188080 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF1421 PRK12323 PRK12678 PRK07003 Atrophin-1 PRK07764 APC_basic FRQ1 HPC2 infB PRK05648 HpaP Herpes_LMP2 PRK09169 Tymo_45kd_70kd GRASP55_65	signalling.calcium	30_3

CUST_160002_PI403524517	2	0.039609432	-0.3419299	-0.039609432	0.09683466	-0.14780998	1.031404	35_44654	"Cluster: Putative phosphoglucomutase, chloroplast; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative phosphoglucomutase, chloroplast - Oryza sativa (jap"	UniRef90_Q7XHZ2	CHR5V7|COORD:5778170..5781865| phosphoglucosamine mutase family protein	AT5G17530.1	CHR07V5|COORD:15337219..15349470|protein phosphoglucomutase/phosphomannomutase family protein, putative, expressed	LOC_Os07g26610.2	no descriptionweakly similar to ( 102)AT5G17530| Symbols:  | phosphoglucosamine mutase family protein | chr5:5778170-5781865 FORWARDnot assigned	glycolysis.PGM	4_2

CUST_136534_PI403524517	2	0.022081375	0.6882286	-0.022081852	0.046628952	-0.9600043	-0.08175945	35_38291	"Cluster: Nodulation receptor kinase-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Nodulation receptor kinase-like protein - Oryza sativa (japon"	UniRef90_Q6K270	"CHR2V7|COORD:4626227..4628530| CRCK3 (calmodulin-binding receptor-like cytoplasmic kinase 3); kinase"	AT2G11520.1	CHR09V5|COORD:1802961..1809819|protein nodulation receptor kinase precursor, putative, expressed	LOC_Os09g03620.1	"no descriptionweakly similar to ( 198)AT2G11520| Symbols: CRCK3 | CRCK3 (calmodulin-binding receptor-like cytoplasmic kinase 3); kinase | chr2:4626227-4628530 FORWARDweakly similar to ( 134)NORK_PEANodulation receptor kinase precursor - Pisum sativum (Garden pea)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pkinase_Tyr PTKc TyrKc S_TKc S_TKc Pkinase PTKc_Csk_like PTKc_Src_like PTKc_Jak_rpt2 PTKc_Chk PTKc_Frk_like PTKc_Srm_Brk SPS1 PTKc_CSF-1R PTKc_Csk PTKc_Tie1 PTKc_Lck_Blk PTKc_Abl PTKc_Met_Ron PTKc_Tie2 PTKc_Ack_like PTKc_PDGFR PTKc_FGFR PTKc_Btk_Bmx PTKc_Tie PTKc_Tec_like PTKc_Fes_like PTKc_Kit PTKc_Syk_like PTKc_Fyn_Yrk PTKc_EGFR_like PTKc_Syk PTKc_InsR_like PTKc_Ror PTKc_Lyn PTKc_Itk PTKc_EphR_A2 PTKc_EphR PTKc_RET PTKc_Jak2_Jak3_rpt2 PTKc_Yes PTKc_FGFR1 PTKc_Tyk2_rpt2 PTKc_Hck PTKc_Src PTKc_EphR_A PTKc_Zap-70 PTKc_FGFR4 PTKc_FGFR3 PTKc_Tec_Rlk PTKc_Trk PTKc_VEGFR3 PTKc_Axl_like PTKc_VEGFR PTKc_Fer PTKc_Fes PTKc_TrkC PTKc_VEGFR2 PTKc_EphR_B PTKc_ALK_LTK PTKc_Ror1 PTK_HER3 PTKc_InsR PTKc_Jak1_rpt2 PTKc_FGFR2 PTK_CCK4 PTKc_TrkA PTKc_FAK PTKc_Musk PTKc_PDGFR_beta PTKc_PDGFR_alpha PTKc_TrkB PTK_Ryk PTKc_EphR_A10 PTKc_IGF-1R PTKc_DDR PTKc_c-ros PTKc_HER4"	protein.postranslational modification.kinase.receptor like cytoplasmatic kinase VII	29_4_1_57

CUST_25186_PI403524517	2	0.18128347	0.3130479	-0.16623926	0.064674854	-0.7402134	-0.064674854	35_7305	"Cluster: Putative TOM1 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative TOM1 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69WH7	CHR4V7|COORD:15799381..15803837| protein transporter	AT4G32760.1	CHR06V5|COORD:13161902..13170018|protein VHS and GAT domain protein, putative, expressed	LOC_Os06g22650.1	no descriptionmoderately similar to ( 226)AT4G32760| Symbols:  | protein transporter | chr4:15799381-15803837 FORWARDnot assigned not assigned not assigned not assigned VHS VHS VHS_Hrs_Vps27p VHS VHS_STAM VHS_Tom1 VHS_ENTH_ANTH VHS_GGA	cell. vesicle transport	31_4

CUST_16108_PI404877155	2	-0.13651085	0.54549694	0.02906704	-0.10102272	-0.029067993	0.048173904	Contig9984_at	OSJNBb0053G03.5 [Oryza sativa (japonica cultivar-group)]	NP_916271.1	BSD domain-containing protein	At5g65910.1	protein BSD domain, putative	Os01g56100	NONE	RNA.regulation of transcription.Polycomb Group (PcG)	27_3_65

CUST_6674_PI403524517	2	-0.043141365	0.6297598	0.14521122	-0.15679264	-0.13450336	0.043141365	35_1854	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_11815_PI404877155	2	0.21950245	0.42844772	0.09829044	-0.1711998	-0.09976387	-0.09828949	Contig5530_s_at	AMP-dependent synthetase and ligase family protein [Arabidopsis thaliana] gb|AAL57649.1| AT3g16910/K14A17_3 [Arabidopsis thaliana]	NP_188316.1	AMP-dependent synthetase and ligase family protein	At3g16910.1	protein adenosine monophosphate binding protein 7 AMPBP7	Os03g19240	AMP-binding protein	lipid metabolism.FA synthesis and FA elongation.acyl coa ligase	11_1_08

CUST_13094_PI399408534	2	0.18502235	-0.17272949	-0.13868904	-0.054180145	0.108818054	0.0541811	35_13470	"Cluster: Os05g0324100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0324100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DJ62	CHR3V7|COORD:20901229..20902912| N2,N2-dimethylguanosine tRNA methyltransferase family protein	AT3G56330.1	CHR05V5|COORD:14978387..14976623|protein RNA binding protein, putative, expressed	LOC_Os05g25870.2	 no descriptionweakly similar to ( 106)AT3G56330| Symbols:  | N2,N2-dimethylguanosine tRNA methyltransferase family protein | chr3:20901229-20902912 FORWARDnot assigned TRM1 PRK04338 TRM 	RNA.regulation of transcription.unclassified	27_3_99

CUST_10840_PI403524517	2	0.09005737	-0.054642677	0.029284477	-0.029284477	0.176507	-0.044036865	35_3060	"Cluster: CTR1-like kinase kinase kinase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: CTR1-like kinase kinase kinase-like - Oryza sativa (japonica cult"	UniRef90_Q6ER39	CHR3|COORD:21697718..21704818| protein kinase family protein, contains eukaryotic protein kinase domain, INTERPRO:IPR000719	AT3G58640.2	CHR02V5|COORD:8004980..8017327|protein ATP binding protein, putative, expressed	LOC_Os02g14530.1	no descriptionhighly similar to ( 540)AT3G58640| Symbols:  | protein kinase family protein | chr3:21698130-21703652 REVERSEweakly similar to ( 110)CRI4_MAIZEPutative receptor protein kinase CRINKLY4 precursor - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc Pkinase_Tyr S_TKc TyrKc PTKc Pkinase PTKc_Csk_like PTKc_Src_like PTKc_EphR PTKc_Tec_like PTKc_Frk_like PTKc_Abl PTKc_InsR_like PTKc_EGFR_like PTKc_Ack_like PTKc_Chk PTKc_Tec_Rlk PTKc_FAK PTKc_Jak_rpt2 PTKc_Itk PTKc_ALK_LTK PTKc_Srm_Brk PTKc_Fes_like PTKc_Lck_Blk PTKc_Btk_Bmx PTKc_DDR PTKc_Syk_like PTKc_EphR_A2 PTK_CCK4 PTKc_c-ros PTKc_Fyn_Yrk PTKc_FGFR PTKc_Csk PTKc_Musk PTKc_Ror PTKc_Src PTKc_EphR_A PTKc_Yes SPS1 PTKc_Trk PTKc_DDR2 PTKc_RET PTKc_EphR_B PTKc_DDR_like PTKc_Met_Ron PTKc_PDGFR PTKc_DDR1 PTKc_IGF-1R PTKc_HER4 PTKc_Axl PTKc_Axl_like PTKc_FGFR2 PTKc_Lyn PTKc_Fes PTKc_TrkA PTKc_Jak2_Jak3_rpt2 PTK_Ryk PTKc_Hck PTKc_Aatyk PTKc_FGFR4 PTKc_FGFR1 PTKc_FGFR3 PTKc_Tie2 PTKc_HER2 PTKc_Tie1 PTKc_Tie PTKc_TrkC PTKc_EGFR PTKc_InsR PTKc_Fer PTKc_Tyro3 PTKc_TrkB PTKc_Zap-70 PTKc_Jak1_rpt2 PTK_HER3 PTKc_Ror2 PTKc_Aatyk2 PTKc_Syk PTKc_Ror1 PTKc_VEGFR3 PTKc_VEGFR2 PTKc_Tyk2_rpt2 PTKc_Aatyk1_Aatyk3 PTKc_EphR_A10 PTKc_VEGFR PTK_Jak_rpt1 PTKc_PDGFR_alpha PTKc_Kit PTKc_PDGFR_beta PTKc_CSF-1R PTK_Jak2_Jak3_rpt1 PTK_Tyk2_rpt1 PTK_Jak1_rpt1	protein.postranslational modification	29_4

CUST_30156_PI403524517	2	0.017415047	-0.517642	-0.14321518	-0.017415047	0.050497055	0.10493374	35_8703	0	0	0	0	CHR10V5|COORD:4335216..4336940|protein retrotransposon protein, putative, unclassified	LOC_Os10g08410.1	no description	not assigned.unknown	35_2

CUST_13354_PI403524517	2	0.007983208	-0.49365044	-0.08868122	-0.007983208	0.017195702	0.16046524	35_3829	"Cluster: Phenylalanyl-tRNA synthetase class IIc family protein, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Phenylalanyl-tRNA syntheta"	UniRef90_Q2QPD4	CHR3V7|COORD:21540965..21543363| phenylalanyl-tRNA synthetase class IIc family protein	AT3G58140.1	CHR12V5|COORD:21187343..21192780|protein ATP binding protein, putative, expressed	LOC_Os12g34860.1	no descriptionhighly similar to ( 635)AT3G58140| Symbols:  | phenylalanyl-tRNA synthetase class IIc family protein | chr3:21540965-21543363 REVERSEnot assigned not assigned PheRS_alpha_core PheS pheS tRNA-synt_2d pheS FDX-ACB PheT pheT class_II_aaRS-like_core	protein.aa activation	29_1

CUST_101974_PI403524517	2	0.09010887	-0.048932076	0.04893303	0.12044811	-0.20649433	-0.07943249	35_29092	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_13098_PI404877155	2	0.044653893	-0.25069332	-0.12739563	0.072532654	0.22783852	-0.044653893	Contig6818_at	0	BAD09897.1	omega-6 fatty acid desaturase, chloroplast (FAD6) (FADC)	At4g30950.1	protein Fatty acid desaturase, putative	Os08g34220	omega-6 fatty acid desaturase, chloroplast (FAD6) (FADC), identical to GI:493068	lipid metabolism.FA desaturation.omega 6 desaturase	11_2_04

CUST_120624_PI403524517	2	0.033802032	-0.0020742416	0.034285545	-0.08907223	-0.11418152	0.002073288	35_34094	"Cluster: Hypothetical protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XXQ6		0	0	0	no description	not assigned.unknown	35_2

CUST_9619_PI403524517	2	0.23583126	0.40476036	-0.18493652	0.018891335	-0.01889038	-0.27255344	35_2711	"Cluster: Hypothetical protein OSJNBb0028C01.26; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0028C01.26 - Oryza sativa (japonica"	UniRef90_Q8LNJ4	CHR3V7|COORD:19665256..19666779| ATPP2-A15 (Phloem protein 2-A15)	AT3G53000.1	CHR10V5|COORD:19922485..19924923|protein ATPP2-A13, putative, expressed	LOC_Os10g37830.2	no descriptionvery weakly similar to (71.6)AT3G61060| Symbols: ATPP2-A13 | ATPP2-A13 | chr3:22614141-22615311 FORWARD	cell.organisation	31_1

CUST_16561_PI399408534	2	0.26021194	0.734766	-0.017037868	0.017037868	-0.7989197	-0.3722434	35_11112	"Cluster: Phosphatidylinositol 3,5-kinase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Phosphatidylinositol 3,5-kinase-like - Oryza sativa (japonica cu"	UniRef90_Q6ZJN4	CHR1V7|COORD:26786501..26792374| phosphatidylinositol-4-phosphate 5-kinase family protein	AT1G71010.1	CHR08V5|COORD:244242..252447|protein phosphatidylinositol-4-phosphate 5-Kinase family protein, expressed	LOC_Os08g01390.2	no descriptionmoderately similar to ( 211)AT1G71010| Symbols:  | phosphatidylinositol-4-phosphate 5-kinase family protein | chr1:26786501-26792374 FORWARDnot assigned	signalling.phosphinositides.phosphatidylinositol-4-phosphate 5-kinase	30_4_1

CUST_6405_PI403524517	2	-0.045256615	-0.58000565	-0.008312225	0.14428425	0.17264938	0.008311272	35_1776	"Cluster: 3'(2'),5'-bisphosphate nucleotidase (EC 3.1.3.7) (3'(2'),5- bisphosphonucleoside 3'(2')-phosphohydrolase); n=2; Oryza sativa|Rep:"	UniRef90_Q40639	"CHR5V7|COORD:25627066..25629028| SAL1 (FIERY1); 3'(2'),5'-bisphosphate nucleotidase/ inositol or phosphatidylinositol phosphatase"	AT5G63980.1	CHR12V5|COORD:4218460..4215552|protein expressed protein	LOC_Os12g08280.1	" no descriptionmoderately similar to ( 446)AT5G63980| Symbols: ATSAL1, HOS2, FRY1, SAL1 | SAL1 (FIERY1); 3'(2'),5'-bisphosphate nucleotidase/ inositol or phosphatidylinositol phosphatase | chr5:25627066-25629028 FORWARDhighly similar to ( 561)DPNP_ORYSA3'(2'),5'-bisphosphate nucleotidase - Oryza sativa (Rice)not assigned not assigned PAP_phosphatase Inositol_P CysQ CysQ IMPase_like SuhB IMPase Bacterial_IMPase_like_1 PRK10931 Bacterial_IMPase_like_2 PRK12676 Arch_FBPase_1 PRK10757 "	nucleotide metabolism.degradation	23_2

CUST_40542_PI403524517	2	0.07978916	0.34708834	-0.07978916	-0.21092653	-0.24721098	0.80585	35_11659	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_181823_PI403524517	2	-0.093504906	0.58579063	0.033899307	-0.033898354	-0.3164034	0.19178104	35_50552	Rep: Hypothetical protein - Mus musculus (Mouse)	UniRef90_Q99JN9	CHR4V7|COORD:10499288..10500401| proline-rich family protein	AT4G19200.1	CHR01V5|COORD:2996378..2997995|protein glycine-rich cell wall structural protein precursor, putative, expressed	LOC_Os01g06310.1	no description	not assigned.unknown	35_2

CUST_2402_PI403524517	2	-0.012248039	0.29136658	0.012248039	-0.0897274	0.0473547	-0.13019943	35_654	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_3569_PI403524517	2	0.0	0.3557415	0.027463913	-0.05599785	0.0	-0.07920456	35_972	Rep: RUB1-conjugating enzyme - Triticum aestivum (Wheat)	UniRef90_Q7XYE8	CHR2V7|COORD:8080419..8081647| RUB1-conjugating enzyme, putative	AT2G18600.1	CHR08V5|COORD:17383258..17380166|protein NEDD8-conjugating enzyme Ubc12-like, putative, expressed	LOC_Os08g28680.1	 no descriptionmoderately similar to ( 272)AT2G18600| Symbols:  | RUB1-conjugating enzyme, putative | chr2:8080419-8081647 REVERSEvery weakly similar to (89.4)UBC2_MEDSAUbiquitin-conjugating enzyme E2-17 kDa - Medicago sativa (Alfalfa)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned UQ_con COG5078 UBCc UBCc 	protein.degradation.ubiquitin.E2	29_5_11_3

CUST_21812_PI399408534	2	0.3757124	0.1265769	-0.37377262	-0.14308739	0.29465914	-0.1265769	35_36667	Rep: OSJNBb0004A17.6 protein - Oryza sativa (Rice)	UniRef90_Q7XPI3	"CHR5V7|COORD:14647381..14651336| ARF8 (AUXIN RESPONSE FACTOR 8); transcription factor"	AT5G37020.1	CHR04V5|COORD:34066807..34059350|protein auxin response factor 8, putative, expressed	LOC_Os04g57610.3	no descriptionvery weakly similar to (83.2)AT5G37020| Symbols: ARF8 | ARF8 (AUXIN RESPONSE FACTOR 8) | chr5:14647381-14651146 FORWARD	RNA.regulation of transcription.ARF, Auxin Response Factor family	27_3_4

CUST_136659_PI403524517	2	-0.16743374	-1.2528853	-0.0130729675	0.119021416	0.0130729675	2.0058823	35_38324	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_89425_PI403524517	2	0.008065224	0.5544987	-0.008066177	-0.030081749	-0.2510643	0.20707893	35_25581	"Cluster: TGF beta receptor associated protein-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: TGF beta receptor associated protein-like protein -"	UniRef90_Q8W338	CHR4|COORD:17271834..17276622| expressed protein	AT4G36630.2	CHR03V5|COORD:28924453..28913115|protein retrotransposon protein, putative, SINE subclass, expressed	LOC_Os03g50740.3	"no descriptionmoderately similar to ( 271)AT4G36630| Symbols: EMB2754 | EMB2754 (EMBRYO DEFECTIVE 2754); small GTPase regulator | chr4:17272094-17276528 REVERSEnot assigned not assigned CLH"	not assigned.unknown	35_2

CUST_59909_PI403524517	2	0.05619526	0.24192047	0.023311615	-0.10381317	-0.076527596	-0.023311615	35_17080	"Cluster: Hypothetical protein P0505H05.25; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0505H05.25 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6H611	"CHR3V7|COORD:17659706..17660814| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G62575.1); similar to Os09g0382500 [Oryza sativa (japonica"	AT3G47833.1	CHR09V5|COORD:12979465..12976782|protein expressed protein	LOC_Os09g21470.1	"no descriptionvery weakly similar to (81.3)AT3G47833| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G62575.1); similar to Os09g0382500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001063065.1) | chr3:17659706-17660814 FORWARDnot assigned"	not assigned.unknown	35_2

CUST_65255_PI403524517	2	-0.35748434	0.4205613	-0.1206336	0.1206336	1.1423812	-0.33694077	35_18631	"Cluster: Putative cytochrome P450; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative cytochrome P450 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q9FW92	"CHR1V7|COORD:24127452..24128987| CYP89A6 (cytochrome P450, family 87, subfamily A, polypeptide 6); oxygen binding"	AT1G64940.1	CHR10V5|COORD:19529099..19531006|protein transposon protein, putative, unclassified, expressed	LOC_Os10g37110.1	" no descriptionmoderately similar to ( 375)AT1G64940| Symbols: CYP89A6 | CYP89A6 (cytochrome P450, family 87, subfamily A, polypeptide 6); oxygen binding | chr1:24127452-24128987 FORWARDmoderately similar to ( 266)C77A3_SOYBNCytochrome P450 77A3 - Glycine max (Soybean)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned p450 CypX PRK12678 PRK12323 PRK07764 "	misc.cytochrome P450	26_10

CUST_16603_PI399408534	2	-0.06623459	0.46492958	0.1131258	-0.0011777878	-0.04149151	0.0011768341	35_2074	"Cluster: BRI1-KD interacting protein 109; n=2; Oryza sativa (japonica cultivar-group)|Rep: BRI1-KD interacting protein 109 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q762A5	CHR2V7|COORD:2588737..2590282| SNF7 family protein	AT2G06530.1	CHR11V5|COORD:28230234..28227845|protein charged multivesicular body protein 2a, putative, expressed	LOC_Os11g47710.1	no descriptionmoderately similar to ( 299)AT2G06530| Symbols:  | SNF7 family protein | chr2:2588737-2590282 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned Snf7 VPS24	RNA.regulation of transcription.SNF7	27_3_71

CUST_624_PI403524517	2	-0.038716793	0.20762444	0.16601467	0.025279045	-0.025279045	-0.15612602	35_163	Rep: Fructokinase-1 - Zea mays (Maize)	UniRef90_Q6XZ79	CHR2V7|COORD:13390712..13393193| pfkB-type carbohydrate kinase family protein	AT2G31390.1	CHR01V5|COORD:39214572..39211610|protein fructokinase-1, putative, expressed	LOC_Os01g66940.1	no descriptionweakly similar to ( 131)AT2G31390| Symbols:  | pfkB-type carbohydrate kinase family protein | chr2:13390712-13393193 REVERSEweakly similar to ( 152)SCRK1_MAIZEFructokinase-1 - Zea mays (Maize)not assigned bac_FRK KdgK PRK09434 PfkB RbsK ribokinase Protamine_P1 TT_ORF1 Protamine_P2	major CHO metabolism.degradation.sucrose.fructokinase	2_2_1_1

CUST_46545_PI403524517	2	-0.16781425	-0.06527996	-0.13331509	0.27384377	0.35735512	0.06527901	35_13332	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_168352_PI403524517	2	0.20055056	0.2926736	0.020979881	-0.16332865	-0.5417323	-0.020979881	35_46881	"Cluster: BRCA1 C Terminus (BRCT) domain, putative; n=1; Oryza sativa (japonica cultivar-group)|Rep: BRCA1 C Terminus (BRCT) domain, putative - Oryza sativa (jap"	UniRef90_Q53NJ1	"CHR1V7|COORD:29061634..29067604| MEI1 (MEIOSIS DEFECTIVE 1); transcription coactivator"	AT1G77320.1	CHR11V5|COORD:4610058..4618167|protein MEI1 protein, putative, expressed	LOC_Os11g08660.1	"no descriptionweakly similar to ( 164)AT1G77320| Symbols: MEI1 | MEI1 (MEIOSIS DEFECTIVE 1); transcription coactivator | chr1:29061634-29067604 FORWARDnot assigned not assigned BRCT BRCT BRCT Lig"	not assigned.no ontology	35_1

CUST_13801_PI403524517	2	-0.023406982	-0.0077323914	0.0077323914	0.10016823	-0.1703291	0.01382637	35_3958	"Cluster: OJ991113_30.7 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OJ991113_30.7 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XUF9	CHR1V7|COORD:9446910..9448715| leucine-rich repeat transmembrane protein kinase, putative	AT1G27190.1	CHR04V5|COORD:24128927..24131777|protein systemin receptor SR160 precursor, putative, expressed	LOC_Os04g41030.1	 no descriptionmoderately similar to ( 295)AT1G27190| Symbols:  | leucine-rich repeat transmembrane protein kinase, putative | chr1:9446910-9448715 REVERSEweakly similar to ( 149)PSKR_DAUCAPhytosulfokine receptor precursor - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pkinase_Tyr TyrKc PTKc Pkinase S_TKc S_TKc PTKc_Csk_like PTKc_Src_like PTKc_Srm_Brk PTKc_Abl PTKc_Frk_like PTKc_EphR SPS1 PTKc_Chk PTKc_Csk PTKc_Lck_Blk PTKc_EGFR_like PTKc_EphR_A2 PTKc_Ror PTKc_Yes PTKc_c-ros PTKc_Syk_like PTKc_Jak_rpt2 PTKc_RET PTKc_Src PTKc_Musk PTKc_EphR_A PTKc_Fyn_Yrk PTKc_Itk PTKc_EphR_B PTKc_Fes_like PTK_Ryk PTKc_Ack_like PTKc_DDR PTKc_Ror1 PTKc_Tec_like PTKc_Tie1 PTKc_Tie2 PTKc_Lyn PTKc_DDR_like PTKc_Tie PTKc_Axl_like PTKc_Ror2 PTKc_FGFR 	protein.postranslational modification.kinase.receptor like cytoplasmatic kinase VII	29_4_1_57

CUST_9252_PI403524517	2	-0.012681961	-1.0583706	0.00650692	0.038672447	0.081954956	-0.0065078735	35_2601	"Cluster: Os07g0645000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0645000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D458	"CHR3V7|COORD:1823178..1824116| Identical to Putative GPI-anchored protein At3g06035 precursor [Arabidopsis Thaliana] (GB:Q84MC0;GB:Q8H7F7;GB:Q8L9J0); similar to"	AT3G06035.1	CHR07V5|COORD:26882382..26880385|protein GPI-anchored protein At5g19240 precursor, putative, expressed	LOC_Os07g45060.1	"no descriptionweakly similar to ( 192)AT3G06035| Symbols:  | Identical to Putative GPI-anchored protein At3g06035 precursor [Arabidopsis Thaliana] (GB:Q84MC0;GB:Q8H7F7;GB:Q8L9J0); similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G19250.1); similar to Os07g0645000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001060451.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAC07018.1); contains domain PR-1-like (SSF55797) | chr3:1823178-1824116 REVERSEnot assigned not assigned"	not assigned.unknown	35_2

CUST_18739_PI403524517	2	-0.7139416	-0.008905888	0.6307354	-0.08838081	0.195467	0.008905411	35_5423	Rep: H0306F12.7 protein - Oryza sativa (Rice)	UniRef90_Q259Q6	CHR3V7|COORD:18170016..18172279| AMP-dependent synthetase and ligase family protein	AT3G48990.1	CHR04V5|COORD:34691595..34689376|protein peroxisomal-coenzyme A synthetase, putative, expressed	LOC_Os04g58710.1	no descriptionmoderately similar to ( 261)AT3G48990| Symbols:  | AMP-dependent synthetase and ligase family protein | chr3:18170016-18172279 REVERSEvery weakly similar to ( 100)4CL2_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned CaiC PRK08315 PRK08316 PRK05852 PRK12583 PRK07656 PRK03640 PRK06839 PRK08162 PRK06188 Acs PRK06187 PRK07514 PRK06145 PRK05605 PRK07529 PRK07788 PRK08276 PRK07770 PRK06087 PRK12492 PRK08974 PRK09088 PRK07470 PRK05677 PRK07059 PRK08314 PRK07787 PRK07786 caiC PRK09089 PRK07771 PRK04319 AMP-binding PRK07684 PRK06155 PRK06178 PRK08751 PRK07798 PRK06219 PRK06710 EntE entE PRK07008 PRK07638 PRK12406 PRK07867 PRK06018 PRK00851 PRK03429 PRK07824 FAA1 PRK06060 PRK02530 PRK03582 PRK02167 PRK03914 PRK06164 PRK07445 PRK10524 PRK01291 PRK08308 PRK07768 PRK02239 PRK06368 PRK06814 acsA PRK03613 PRK04664 PRK05620 PRK08633 PRK09029 PRK09192 PRK05857 PRK12323 PRK04813 PRK05691 PRK08279 Atrophin-1 PRK06334 PRK05851 Drf_FH1 EntF PRK07764 Tymo_45kd_70kd Extensin_2 PRK08043 PRK12316 PRK12678 PRK03584 PRK12467 PRK05648 Rubella_Capsid PRK07003 APC_basic DUF1421	lipid metabolism.FA synthesis and FA elongation.acyl coa ligase	11_1_8

CUST_33322_PI399408534	2	0.11613083	-0.5580039	-0.19695473	0.033533096	0.036920547	-0.033533096	35_18847	"Cluster: Os03g0174100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os03g0174100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DUQ0	CHR5V7|COORD:6518980..6521297| RNA-binding protein 45 (RBP45), putative	AT5G19350.1	CHR03V5|COORD:3949327..3953643|protein RNA-binding post-transcriptional regulator csx1, putative, expressed	LOC_Os03g07800.1	 no descriptionmoderately similar to ( 237)AT5G19350| Symbols:  | RNA-binding protein 45 (RBP45), putative | chr5:6518980-6521297 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned RRM RRM_1 COG0724 	RNA.regulation of transcription.unclassified	27_3_99

CUST_12406_PI403524517	2	0.034380913	0.48849297	-0.09378624	-0.017647743	0.017648697	-0.08131027	35_3535	"Cluster: Os05g0215600 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0215600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DJX6	"CHR2V7|COORD:18986728..18987630| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G16320.1); similar to hypothetical protein Npun02005080 [Nostoc"	AT2G46220.1	CHR01V5|COORD:6649879..6652185|protein expressed protein	LOC_Os01g12200.1	"no descriptionmoderately similar to ( 237)AT2G46220| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G16320.1); similar to hypothetical protein Npun02005080 [Nostoc punctiforme PCC 73102] (GB:ZP_00108317.1); similar to Os05g0215600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001054933.1); similar to Os04g0613300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001053853.1); contains domain NTF2-like (SSF54427) | chr2:18986728-18987630 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07764 PRK12323"	not assigned.unknown	35_2

CUST_178085_PI403524517	2	-0.17406654	0.2512684	0.049004555	0.015417099	-0.028812408	-0.015417099	35_49530	"Cluster: Putative z-protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative z-protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ZEY6	CHR1V7|COORD:730148..731379| glutamate binding	AT1G03070.1	CHR07V5|COORD:4090387..4087520|protein transmembrane BAX inhibitor motif-containing protein 4, putative, expressed	LOC_Os07g08070.1	no descriptionweakly similar to ( 118)AT1G03070| Symbols:  | glutamate binding | chr1:730148-731379 FORWARDnot assigned COG0670 UPF0005	not assigned.no ontology	35_1

CUST_130224_PI403524517	2	0.040597916	0.25759125	-0.040596962	-0.23789692	0.06014824	-0.27649784	35_36573	Rep: Histone H1-like protein HON101 - Zea mays (Maize)	UniRef90_Q8LK07	CHR2V7|COORD:13052437..13053344| histone H1.2	AT2G30620.1	CHR04V5|COORD:9968766..9969779|protein histone H1, putative, expressed	LOC_Os04g18090.1	"no descriptionvery weakly similar to (69.3)AT2G18050| Symbols: HIS1-3 | HIS1-3 (HISTONE H1-3); DNA binding | chr2:7853336-7853752 FORWARDvery weakly similar to (71.2)H1_MAIZEHistone H1 - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned H15 H15 Linker_histone PRK12323 Tymo_45kd_70kd TolA PRK09169 PRK07003 AF-4 DUF1509 PRK07764 DUF566 APC_basic tolA Atrophin-1 PRK12678 HPC2 DUF1421 DUF1777 KAR9 Herpes_UL56"	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_926_PI399408534	2	0.001704216	0.13650799	-0.19100857	0.10587597	-0.2978115	-0.001704216	35_2604	"Cluster: Putative microtubule-associated protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative microtubule-associated protein - Oryza sativa (japon"	UniRef90_Q84Z87	"CHR4|COORD:14657054..14660579| microtubule-associated protein, identical to microtubule-associated protein GI:5032258 from (Arabidopsis thaliana); similar to TB"	AT4G29950.2	CHR08V5|COORD:25579971..25584798|protein microtubule-associated protein, putative, expressed	LOC_Os08g40620.2	no descriptionmoderately similar to ( 238)AT5G57210| Symbols:  | microtubule-associated protein-related | chr5:23198314-23200931 REVERSEnot assigned not assigned not assigned not assigned TBC COG5210	signalling.G-proteins	30_5

CUST_85379_PI403524517	2	-0.07747078	-0.012418747	0.054709435	-0.05061245	0.012419701	0.16538239	35_24456	"Cluster: Putative NBS-LRR disease resistance protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative NBS-LRR disease resistance protein - Oryza sativ"	UniRef90_Q5NBI5	CHR3V7|COORD:2226250..2229030| RPM1 (RESISTANCE TO P. SYRINGAE PV MACULICOLA 1)	AT3G07040.1	CHR01V5|COORD:9289973..9296566|protein NBS-LRR type disease resistance protein, putative, expressed	LOC_Os01g16370.2	no description	not assigned.unknown	35_2

CUST_18255_PI403524517	2	0.2529955	0.010710716	-0.047418594	-0.10458088	-0.01071167	0.27239227	35_5276	"Cluster: Hypothetical protein OSJNBb0088F07.12; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0088F07.12 - Oryza sativa (japonica"	UniRef90_Q6I5K7	CHR1V7|COORD:195980..198383| protein kinase family protein	AT1G01540.2	CHR05V5|COORD:21262184..21259031|protein BRASSINOSTEROID INSENSITIVE 1-associated receptor kinase 1 precursor, putative, expressed	LOC_Os05g36050.1	no descriptionmoderately similar to ( 467)AT1G01540| Symbols:  | protein kinase family protein | chr1:195980-198383 FORWARDmoderately similar to ( 228)PSKR_DAUCAPhytosulfokine receptor precursor - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TyrKc S_TKc Pkinase_Tyr Pkinase S_TKc PTKc PTKc_Srm_Brk PTKc_Csk_like SPS1 PTKc_Jak_rpt2 PTKc_Src_like PTKc_EGFR_like PTKc_Itk PTKc_Syk_like PTKc_EphR_A2 PTKc_EphR PTKc_Frk_like PTKc_Trk PTKc_Lck_Blk PTKc_Ror PTKc_ALK_LTK PTKc_Tec_like PTKc_Chk PTKc_InsR_like PTK_CCK4 PTKc_DDR PTKc_Zap-70 PTKc_c-ros PTKc_Src PTKc_EphR_B PTKc_Jak2_Jak3_rpt2 PTKc_Csk PTKc_TrkA PTKc_Ack_like PTKc_EphR_A PTKc_Tec_Rlk PTK_HER3 PTKc_Fes_like PTKc_Abl PTKc_TrkB PTKc_Lyn PTKc_FGFR PTKc_Fyn_Yrk PTKc_TrkC PTKc_Hck PTKc_PDGFR PTKc_Tyk2_rpt2 PTKc_FAK PTKc_Syk PTKc_Btk_Bmx PTKc_RET PTKc_DDR_like PTKc_Yes PTKc_Musk PTKc_EphR_A10 PTKc_FGFR2 PTKc_HER4 PTKc_Met_Ron PTKc_Ror1 PTKc_DDR1 PTKc_Jak1_rpt2 PTKc_HER2 PTKc_DDR2 PTKc_EGFR PTKc_Tie2 PTKc_Tie1 PTKc_Fes PTKc_Axl_like PTKc_Tie PTKc_FGFR1 PTK_Ryk PTKc_Ror2 PTKc_FGFR4 PTKc_FGFR3 PTKc_Fer PTKc_IGF-1R PTK_Jak_rpt1 PTKc_Axl PTKc_InsR PTKc_Aatyk1_Aatyk3 PTKc_Aatyk PTKc_Aatyk2 PTKc_Kit PTK_Tyk2_rpt1 PTKc_VEGFR PTKc_CSF-1R PTKc_VEGFR3 PTKc_PDGFR_beta PTKc_PDGFR_alpha PTKc_VEGFR2 PTKc_Tyro3 PTK_Jak2_Jak3_rpt1 PTK_Jak1_rpt1 PRK12678	protein.postranslational modification.kinase.receptor like cytoplasmatic kinase VII	29_4_1_57

CUST_43346_PI403524517	2	-0.042147636	0.23148537	-0.04531765	-0.06046009	0.042147636	0.2515049	35_12446	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_69727_PI403524517	2	-0.06596184	0.3647852	0.25134945	-0.016734123	-0.08166981	0.016734123	35_19950	"Cluster: Hypothetical protein P0485D09.12; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0485D09.12 - Oryza sativa (japonica cultivar-g"	UniRef90_Q9LWL3	CHR3V7|COORD:5480503..5481214| thioesterase family protein	AT3G16175.1	CHR01V5|COORD:7170420..7172615|protein thioesterase family protein, expressed	LOC_Os01g12910.1	no descriptionvery weakly similar to (69.7)AT3G16175| Symbols:  | thioesterase family protein | chr3:5480503-5481214 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned PaaI_thioesterase PaaI hot_dog 4HBT	not assigned.no ontology	35_1

CUST_110156_PI403524517	2	7.638931E-4	0.20817184	0.035424232	-0.01627922	-0.018815994	-7.638931E-4	35_31296	"Cluster: Os01g0109700 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os01g0109700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JRB9	"CHR5V7|COORD:4859411..4865572| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G01320.1); similar to paired amphipathic helix repeat-containing prote"	AT5G15020.1	CHR01V5|COORD:519250..510696|protein paired amphipathic helix repeat family protein, expressed	LOC_Os01g01960.1	"no descriptionvery weakly similar to (90.1)AT5G15020| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G01320.1); similar to paired amphipathic helix repeat-containing protein [Arabidopsis thaliana] (TAIR:AT1G70060.1); similar to ATSIN3/SIN3 (Arabidopsis thaliana sin3 homolog) [Arabidopsis thaliana] (TAIR:AT1G24190.1); similar to transcriptional repressor protein-related [Musa balbisiana] (GB:ABF70137.1); similar to paired amphipathic helix repeat-containing protein / transcription regulator-related [Musa acuminata] (GB:ABF70056.1); similar to Paired amphipathic helix [Medicago truncatula] (GB:ABE86951.1); contains InterPro domain Histone deacetylase interacting; (InterPro:IPR013194); contains InterPro domain Paired amphipathic helix; (InterPro:IPR003822) | chr5:4859411-4865572 REVERSE"	not assigned.no ontology.paired amphipathic helix repeat-containing protein	35_1_24

CUST_4668_PI404877155	2	0.019254684	-0.02007389	-0.01925373	-0.024564743	0.0700264	0.1841259	Contig15846_at	putative S-locus protein 4 [Oryza sativa (japonica cultivar-group)]	BAD03324.1	zinc finger (C2H2-type) family protein	At2g36480.1	protein hypothetical protein	Os09g39270	0	RNA.regulation of transcription.unclassified	27_3_99

CUST_16682_PI399408534	2	0.40433025	-0.16940212	0.16940308	-0.8951721	-0.4171009	0.5116396	35_6422	Rep: SBP transcription factor - Gossypium hirsutum (Upland cotton)	UniRef90_Q5U8L4	CHR1|COORD:19810089..19810968| squamosa promoter-binding protein-like 4 (SPL4), nearly identical to squamosa promoter binding protein-like 4 (Arabidopsis	AT1G53160.1	CHR07V5|COORD:19101600..19097981|protein SBP domain containing protein, expressed	LOC_Os07g32170.1	"no descriptionweakly similar to ( 137)AT1G53160| Symbols: SPL4 | SPL4 (SQUAMOSA PROMOTER BINDING PROTEIN-LIKE 4); DNA binding / transcription factor | chr1:19810146-19810748 FORWARDweakly similar to ( 131)SBP1_ANTMASquamosa promoter-binding protein 1 - Antirrhinum majus (Garden snapdragon)SBP ETS_PEA3_N"	RNA.regulation of transcription.SBP,Squamosa promoter binding protein family	27_3_28

CUST_53910_PI403524517	2	0.20115662	-0.016500473	-0.01871109	0.016501427	-0.02170086	0.07201576	35_15339	"Cluster: Putative hexose transporter; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative hexose transporter - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6H536	"CHR4V7|COORD:16796437..16799076| TMT2 (TONOPLAST MONOSACCHARIDE TRANSPORTER2); carbohydrate transporter/ nucleoside transporter/ sugar porter"	AT4G35300.1	CHR02V5|COORD:7273033..7278272|protein sugar transporter type 2a, putative, expressed	LOC_Os02g13560.4	"no descriptionnearly identical (1017)AT4G35300| Symbols: TMT2 | TMT2 (TONOPLAST MONOSACCHARIDE TRANSPORTER2); carbohydrate transporter/ sugar porter | chr4:16796437-16799076 REVERSEweakly similar to ( 104)STA_RICCOSugar carrier protein A - Ricinus communis (Castor bean)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Sugar_tr xylE MFS_1 ProP PRK03893 PRK11551 AraJ emrD PRK10642 PRK11043"	transporter.sugars	34_2

CUST_106287_PI403524517	2	0.014359474	-0.2508793	-0.0143585205	-0.09200287	0.07322407	0.06984043	35_30253	Rep: Hypothetical protein - Polaromonas sp. (strain JS666 / ATCC BAA-500)	UniRef90_Q12DK8	CHR1V7|COORD:25812961..25813793| AGP19/ATAGP19 (ARABINOGALACTAN-PROTEIN 19)	AT1G68725.1	CHR02V5|COORD:21370416..21367767|protein expressed protein	LOC_Os02g35540.1	no descriptionnot assigned not assigned PRK07764 PRK12323	not assigned.unknown	35_2

CUST_102335_PI403524517	2	0.16540146	-0.011766434	-0.17224693	-0.021518707	0.31389046	0.011766434	35_29194	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10QF7	"CHR1V7|COORD:28194769..28197430| JAC1 (J-DOMAIN PROTEIN REQUIRED FOR CHLOROPLAST ACCUMULATION RESPONSE 1); heat shock protein binding"	AT1G75100.1	CHR03V5|COORD:5140627..5145886|protein expressed protein	LOC_Os03g10180.2	"no descriptionvery weakly similar to (68.6)AT1G75100| Symbols: JAC1 | JAC1 (J-DOMAIN PROTEIN REQUIRED FOR CHLOROPLAST ACCUMULATION RESPONSE 1); heat shock protein binding | chr1:28194769-28197430 REVERSEnot assigned"	not assigned.no ontology	35_1

CUST_70866_PI403524517	2	-0.11356068	0.0363698	-0.0363698	0.67545414	-0.39949942	0.32989025	35_20306	"Cluster: Putative lectin receptor-type protein kinase; n=1; Hordeum vulgare subsp. vulgare|Rep: Putative lectin receptor-type protein kinase - Hordeum vulgare v"	UniRef90_Q6A1H8	CHR4V7|COORD:1064363..1066372| lectin protein kinase, putative	AT4G02420.1	CHR07V5|COORD:23279409..23276784|protein lectin-like receptor kinase 7, putative, expressed	LOC_Os07g38800.1	 no descriptionweakly similar to ( 110)AT4G02420| Symbols:  | lectin protein kinase, putative | chr4:1064363-1066372 REVERSEvery weakly similar to (57.4)NORK_PEANodulation receptor kinase precursor - Pisum sativum (Garden pea)not assigned 	misc.myrosinases-lectin-jacalin	26_16

CUST_169385_PI403524517	2	0.069254875	0.006260872	-0.006260872	-0.18879128	0.013954163	-0.18159676	35_47178	"Cluster: Os02g0123300 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os02g0123300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E4E1	CHR3V7|COORD:20844769..20847799| EIF3C (EUKARYOTIC TRANSLATION INITIATION FACTOR 3)	AT3G56150.1	CHR07V5|COORD:1272854..1277037|protein eukaryotic translation initiation factor 3 subunit 8, putative, expressed	LOC_Os07g03230.2	 no descriptionmoderately similar to ( 313)AT3G56150| Symbols: ATEIF3C-1, EIF3C-1, ATTIF3C1, TIF3C1, EIF3C | EIF3C (EUKARYOTIC TRANSLATION INITIATION FACTOR 3) | chr3:20844769-20847799 REVERSEmoderately similar to ( 309)IF38_MEDTRnot assigned eIF-3c_N 	protein.synthesis.initiation	29_2_3

CUST_175919_PI403524517	2	0.15602827	-0.037285328	-0.091676235	0.037285328	-0.48907232	0.044596195	35_48961	"Cluster: Ubiquitin/60s ribosomal protein L40 fusion; n=14; Eukaryota|Rep: Ubiquitin/60s ribosomal protein L40 fusion - Ostreococcus tauri"	UniRef90_Q00Y36	"CHR5V7|COORD:771975..772895| UBQ3 (POLYUBIQUITIN 3); protein binding"	AT5G03240.2	CHR06V5|COORD:28400733..28403579|protein polyubiquitin containing 7 ubiquitin monomers, putative, expressed	LOC_Os06g46770.3	"no descriptionmoderately similar to ( 290)AT5G03240| Symbols: UBQ3 | UBQ3 (POLYUBIQUITIN 3); protein binding | chr5:771975-772895 REVERSEweakly similar to ( 150)UBIQ_WHEATUbiquitin - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Ubiquitin ubiquitin UBQ Nedd8 UBL AN1_N RAD23_N Scythe_N UBQ parkin_N Fubi GDX_N SF3a120_C NIRF_N ISG15_repeat2 UBI4 hPLIC_N"	protein.degradation.ubiquitin.ubiquitin	29_5_11_1

CUST_110113_PI403524517	2	0.077552795	0.07326794	-0.13786602	0.13444519	-0.07519531	-0.07326746	35_31283	Rep: UPI0000DC00EF UniRef100 entry - Rattus norvegicus	UniRef90_UPI0000DC00EF	CHR1V7|COORD:9039777..9042860| protein kinase	AT1G26150.1	CHR07V5|COORD:120554..126329|protein potassium transporter 16, putative, expressed	LOC_Os07g01214.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TT_ORF1 DUF1777 Protamine_P1 Protamine_P2 Adeno_VII PRK12323	not assigned.unknown	35_2

CUST_61152_PI403524517	2	0.032726288	0.06509018	-0.085998535	-0.032726288	-0.074305534	0.036222458	35_17445	"Cluster: Putative RING3 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative RING3 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XIR9	"CHR5V7|COORD:25391639..25393598| similar to GTE8 (GLOBAL TRANSCRIPTION FACTOR GROUP E8), DNA binding [Arabidopsis thaliana] (TAIR:AT3G27260.1); similar to"	AT5G63320.1	CHR07V5|COORD:19280044..19288079|protein DNA binding protein, putative, expressed	LOC_Os07g32420.2	no description	not assigned.unknown	35_2

CUST_11560_PI404877155	2	-0.13635921	-0.032684326	0.034968376	0.05847931	0.032684326	-0.089826584	Contig5245_at	cytochrome c oxidase subunit 6b [Oryza sativa (japonica cultivar-group)] dbj|BAB12339.1| cytochrome c oxidase subunit 6b [Oryza sativa (japo	BAB12275.1	cytochrome c oxidase subunit 6b, putative (COX6b)	At1g22450.1	protein cytochrome c oxidase subunit 6b-1	Os03g27290	cytochrome c oxidase subunit 6b	mitochondrial electron transport / ATP synthesis.cytochrome c oxidase	9_7

CUST_151901_PI403524517	2	0.014842033	-0.28184986	-0.082567215	0.054164886	0.17510033	-0.014842033	35_42467	"Cluster: Os05g0427300 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0427300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DI02	CHR4V7|COORD:6309602..6310805| RNA recognition motif (RRM)-containing protein	AT4G10110.1	CHR05V5|COORD:20868191..20864287|protein RNA recognition motif-containing protein, putative, expressed	LOC_Os05g35274.3	no description	not assigned.unknown	35_2

CUST_10811_PI404877155	2	-0.017017365	0.14104176	0.014844894	-0.014843941	0.035583496	-0.035600662	Contig4562_at	putative ubiquinone oxidoreductase subunit [Oryza sativa (japonica cultivar-group)] gb|AAP55177.1| putative ubiquinone oxidoreductase subuni	NP_922891.1	NADH:ubiquinone oxidoreductase family protein	At3g03100.1	protein putative ubiquinone oxidoreductase subunit	Os10g42840	putative ubiquinone oxidoreductase subunit	mitochondrial electron transport / ATP synthesis.NADH-DH.localisation not clear	9_1_2

CUST_28454_PI399408534	2	-0.0407629	0.18384552	0.040763855	-0.046108246	0.08130932	-0.14253807	35_22202	Rep: OSIGBa0135C09.4 protein - Oryza sativa (Rice)	UniRef90_A0B9X8	CHR4V7|COORD:7970295..7974051| RabGAP/TBC domain-containing protein	AT4G13730.1	CHR04V5|COORD:18265357..18269283|protein TBC1 domain family member 13, putative, expressed	LOC_Os04g30880.1	no descriptionmoderately similar to ( 456)AT4G13730| Symbols:  | RabGAP/TBC domain-containing protein | chr4:7970295-7973897 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TBC COG5210 TBC	signalling.G-proteins	30_5

CUST_15422_PI403524517	2	-0.0018219948	-0.46363688	0.09115839	0.10670376	0.0018219948	-0.45212078	35_4448	Rep: Probable esterase PIR7A - Oryza sativa (Rice)	UniRef90_Q40708	"CHR2V7|COORD:10049405..10050721| ACL (ACETONE-CYANOHYDRIN LYASE); hydrolase"	AT2G23600.1	CHR01V5|COORD:41336091..41334170|protein esterase PIR7A, putative, expressed	LOC_Os01g70860.1	"no descriptionweakly similar to ( 116)AT2G23600| Symbols: ACL | ACL (ACETONE-CYANOHYDRIN LYASE); hydrolase | chr2:10049405-10050721 REVERSEweakly similar to ( 197)PIR7A_ORYSAnot assigned not assigned PldB MhpC"	misc.nitrilases, *nitrile lyases, berberine bridge enzymes, reticuline oxidases, troponine reductases	26_8

CUST_88311_PI403524517	2	-0.2267685	-0.25321102	0.2267685	0.27311897	0.42658806	-0.55281734	35_25282	"Cluster: Putative N7 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative N7 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z1A9	CHR4V7|COORD:2761103..2762397| F-box family protein (FBL20)	AT4G05460.1	CHR08V5|COORD:5471534..5468651|protein ubiquitin-protein ligase, putative, expressed	LOC_Os08g09450.1	no descriptionvery weakly similar to (67.4)AT4G05460| Symbols:  | F-box family protein (FBL20) | chr4:2761103-2762397 REVERSE	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_17698_PI399408534	2	-0.23506927	0.11018467	0.0733757	-0.043292046	0.043292046	-0.26379395	35_41774	"Cluster: Aldo/keto reductase; n=1; Kineococcus radiotolerans SRS30216|Rep: Aldo/keto reductase - Kineococcus radiotolerans SRS30216"	UniRef90_Q40ZX5	"CHR3V7|COORD:17257684..17259347| AtRABA2c/AtRab11A (Arabidopsis Rab GTPase homolog A2c); GTP binding"	AT3G46830.1	CHR03V5|COORD:34535451..34532063|protein ras-related protein Rab11A, putative, expressed	LOC_Os03g60870.1	" no descriptionvery weakly similar to (51.2)AT3G46830| Symbols: AtRab11A, AtRABA2c | AtRABA2c/AtRab11A (Arabidopsis Rab GTPase homolog A2c); GTP binding | chr3:17257684-17259347 REVERSEvery weakly similar to (53.1)RB11C_LOTJARas-related protein Rab11C - Lotus japonicusAtrophin-1 "	signalling.G-proteins	30_5

CUST_75663_PI403524517	2	0.05532837	-0.17514801	-0.061141014	-0.015163422	0.015163422	0.088012695	35_21689	"Cluster: Hypothetical protein OSJNBa0009H03.27; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0009H03.27 - Oryza sativa (japonica"	UniRef90_Q6EPR5	"CHR4V7|COORD:11793141..11794608| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G55210.1); similar to conserved hypothetical protein [Medicago"	AT4G22320.1	CHR09V5|COORD:6242180..6244977|protein expressed protein	LOC_Os09g11240.1	"no descriptionvery weakly similar to (50.8)AT4G22320| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G55210.1); similar to conserved hypothetical protein [Medicago truncatula] (GB:ABD28485.1) | chr4:11793141-11794608 REVERSE"	not assigned.unknown	35_2

CUST_13512_PI404877155	2	0.09084511	-0.10275459	-0.056144714	0.016943932	-0.016943932	0.060313225	Contig7243_at	SUSIBA2 [Hordeum vulgare]	AAQ63880.1	WRKY family transcription factor	At4g26640.2	protein WRKY DNA -binding domain, putative	Os07g39480	NONE	RNA.regulation of transcription.WRKY domain transcription factor family	27_3_32

CUST_16802_PI403524517	2	-0.025185585	-0.057522774	0.021913528	0.15003204	-0.021913528	0.14554405	35_4851	Rep: OSIGBa0102I15.5 protein - Oryza sativa (Rice)	UniRef90_Q01IW5	"CHR2V7|COORD:13178030..13178912| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G06515.2); similar to unknown protein [Oryza sativa (japonica"	AT2G30942.1	CHR04V5|COORD:25727791..25725511|protein expressed protein	LOC_Os04g43824.1	"no descriptionvery weakly similar to (78.6)AT1G06515| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G30942.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAC79952.1) | chr1:1990950-1991967 REVERSE"	not assigned.unknown	35_2

CUST_13351_PI399408534	2	-0.01855278	-0.55780697	0.013020515	0.048475266	0.15812588	-0.013020515	35_15628	"Cluster: Ocs-element binding factor 1; n=1; Triticum aestivum|Rep: Ocs-element binding factor 1 - Triticum aestivum (Wheat)"	UniRef90_Q7X9J2	"CHR3V7|COORD:23102820..23103260| ATBZIP53 (BASIC REGION/LEUCINE ZIPPER MOTIF 53); DNA binding / sequence-specific DNA binding / transcription factor"	AT3G62420.1	CHR12V5|COORD:22933824..22935119|protein ocs element-binding factor 1, putative, expressed	LOC_Os12g37410.1	"no descriptionvery weakly similar to (63.5)AT3G62420| Symbols: ATBZIP53 | ATBZIP53 (BASIC REGION/LEUCINE ZIPPER MOTIF 53); DNA binding / sequence-specific DNA binding / transcription factor | chr3:23102820-23103260 REVERSEweakly similar to ( 124)OCS1_MAIZEOcs element-binding factor 1 - Zea mays (Maize)"	RNA.regulation of transcription.bZIP transcription factor family	27_3_35

CUST_33850_PI399408534	2	0.11228371	-0.081685066	-0.0023269653	-0.1416378	0.15324688	0.002327919	35_24200	"Cluster: ZLL/PNH homologous protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: ZLL/PNH homologous protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69VD5	CHR5V7|COORD:17629166..17633789| ZLL (ZWILLE)	AT5G43810.1	CHR06V5|COORD:23539785..23546202|protein PINHEAD protein, putative, expressed	LOC_Os06g39640.1	 no descriptionhighly similar to ( 674)AT5G43810| Symbols: PNH, ZLL | ZLL (ZWILLE) | chr5:17629166-17633789 FORWARDnot assigned not assigned Piwi_ago-like Piwi Piwi-like Piwi_piwi-like_Euk 	RNA.regulation of transcription.Argonaute	27_3_36

CUST_23652_PI399408534	2	0.011409283	0.11165905	-0.08938265	-0.0114097595	0.053501606	-0.09618473	35_3533	"Cluster: Mitogen-activated protein kinase 11; n=3; Oryza sativa|Rep: Mitogen-activated protein kinase 11 - Oryza sativa (Rice)"	UniRef90_Q5VN19	"CHR2V7|COORD:17847649..17851024| ATMPK20 (Arabidopsis thaliana MAP kinase 20); MAP kinase"	AT2G42880.1	CHR06V5|COORD:15422650..15413830|protein OsMPK20-3 - putative MAPK based on amino acid sequence homology, expressed	LOC_Os06g26340.3	"no descriptionmoderately similar to ( 335)AT2G42880| Symbols: ATMPK20 | ATMPK20 (Arabidopsis thaliana MAP kinase 20); MAP kinase | chr2:17847649-17851024 REVERSEmoderately similar to ( 350)MPK11_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase TyrKc Pkinase_Tyr SPS1 PTKc PTKc_Jak_rpt2 PTKc_EphR PTKc_EphR_A PTKc_Jak2_Jak3_rpt2 PTKc_Csk_like PTKc_EphR_B PTKc_Itk PTKc_Trk PTKc_Met_Ron PTKc_Src_like PTKc_EphR_A2 PTKc_FAK PTKc_PDGFR PTKc_Ack_like PTKc_Tec_Rlk PTKc_Syk_like PTKc_Srm_Brk PTKc_DDR PTKc_Tec_like PTKc_FGFR PTKc_Tyro3 PTKc_Fes_like PTKc_Syk PTKc_Frk_like PTKc_Jak1_rpt2 PTKc_PDGFR_alpha PTKc_Csk PTKc_Tyk2_rpt2 PTKc_Fer PTKc_Axl_like PTKc_Chk PTKc_Abl PTKc_EGFR_like PTKc_HER4 PTKc_Kit PTKc_DDR_like PTKc_EGFR PTKc_Lck_Blk PTKc_Axl PTKc_InsR_like PTKc_DDR2 PTKc_VEGFR2 PTKc_CSF-1R PTKc_VEGFR PTKc_VEGFR3 PTKc_Ror PTKc_Hck PTKc_Fes PTKc_Btk_Bmx PTKc_PDGFR_beta PTKc_FGFR4"	signalling.MAP kinases	30_6

CUST_92375_PI403524517	2	0.27885532	0.08430672	-0.07111359	-0.012351513	-0.074009895	0.012351513	35_26413	"Cluster: Os01g0109700 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os01g0109700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JRB9	0	0	CHR01V5|COORD:519250..510696|protein paired amphipathic helix repeat family protein, expressed	LOC_Os01g01960.1	no description	not assigned.unknown	35_2

CUST_59022_PI403524517	2	-0.041387558	1.490139	0.29564476	-0.23622417	-0.15022469	0.04138851	35_16836	"Cluster: Hypothetical protein P0455A11.10; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0455A11.10 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6Z9U8	"CHR5V7|COORD:22173830..22175083| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G25170.1); similar to expressed protein [Oryza sativa (japonica"	AT5G54540.1	CHR08V5|COORD:4666057..4669046|protein expressed protein	LOC_Os08g08190.1	"no descriptionvery weakly similar to (79.0)AT5G54540| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G25170.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABF94497.1); similar to Os08g0179900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001061135.1) | chr5:22173830-22175083 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07764 PRK12323"	not assigned.unknown	35_2

CUST_53806_PI403524517	2	0.16851902	0.1605711	0.013917923	-0.035528183	-0.01763153	-0.013917923	35_15311	Rep: Glutaredoxin-C8 precursor - Oryza sativa (Rice)	UniRef90_Q0DAE4	0	0	CHR12V5|COORD:9463652..9465727|protein expressed protein	LOC_Os12g16524.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_173534_PI403524517	2	-0.021881104	0.68626976	0.02188158	0.21032095	-0.21416998	-0.03538704	35_48320	"Cluster: Sucrose-6F-phosphate phosphohydrolase SPP3; n=6; Triticeae|Rep: Sucrose-6F-phosphate phosphohydrolase SPP3 - Triticum aestivum (Wheat)"	UniRef90_Q9ARG8	CHR2V7|COORD:15061031..15062855| sucrose-phosphatase 1 (SPP1)	AT2G35840.1	CHR01V5|COORD:15900221..15895662|protein sucrose phosphate synthase, putative, expressed	LOC_Os01g27880.2	no descriptionS6PP_C	not assigned.unknown	35_2

CUST_74787_PI403524517	2	-0.20600462	0.90956306	-0.015672684	-0.2549715	0.015672684	0.034618378	35_21444	"Cluster: Hypothetical protein P0426G01.14; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0426G01.14 - Oryza sativa (japonica cultivar-g"	UniRef90_Q60DV8	"CHR1V7|COORD:12244779..12246014| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G29240.2); similar to Protein of unknown function DUF179 [Medicago"	AT1G33780.1	CHR05V5|COORD:20512487..20515635|protein expressed protein	LOC_Os05g34720.1	"no descriptionmoderately similar to ( 206)AT1G33780| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G29240.2); similar to Protein of unknown function DUF179 [Medicago truncatula] (GB:ABE94310.1); contains InterPro domain Protein of unknown function DUF179; (InterPro:IPR003774) | chr1:12244779-12246014 REVERSEDUF179 PRK00228 COG1678"	not assigned.no ontology	35_1

CUST_34776_PI399408534	2	-0.037353516	-0.2800312	0.037353516	-0.05271721	0.12224865	0.40800667	35_25904	"Cluster: Putative far-red impaired response protein; n=2; Oryza sativa|Rep: Putative far-red impaired response protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8H344	"CHR4V7|COORD:17904607..17906433| FRS9 (FAR1-related sequence 9); zinc ion binding"	AT4G38170.1	CHR07V5|COORD:18601712..18598084|protein transposon protein, putative, unclassified, expressed	LOC_Os07g31400.1	"no descriptionvery weakly similar to (85.9)AT4G38170| Symbols: FRS9 | FRS9 (FAR1-related sequence 9); zinc ion binding | chr4:17904607-17906433 FORWARD"	signalling.light	30_11

CUST_8038_PI399408534	2	0.062402725	-0.020277023	-0.09151459	-0.032467842	0.10946083	0.020277977	35_11452	"Cluster: Putative cytosine methyltransferase; n=1; Hordeum vulgare|Rep: Putative cytosine methyltransferase - Hordeum vulgare (Barley)"	UniRef90_Q4LB14	CHR5V7|COORD:4715432..4718581| DRM2 (DOMAINS REARRANGED METHYLTRANSFERASE 2)	AT5G14620.1	CHR03V5|COORD:610979..614805|protein DNA cytosine methyltransferase Zmet3, putative, expressed	LOC_Os03g02010.4	 no descriptionweakly similar to ( 158)AT5G14620| Symbols: DMT7, DRM2 | DRM2 (DOMAINS REARRANGED METHYLTRANSFERASE 2) | chr5:4715432-4718581 REVERSE	RNA.regulation of transcription.DNA methyltransferases	27_3_46

CUST_72458_PI403524517	2	0.08766651	0.31124115	-0.013326645	-0.10569954	-0.13715553	0.013325691	35_20766	Rep: SOL1 protein - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q84K73	"CHR1V7|COORD:26970658..26974026| SOL1 (suppressor of LLP1 1); carboxypeptidase A"	AT1G71696.2	0	0	"no descriptionvery weakly similar to (83.2)AT1G71696| Symbols: SOL1 | SOL1 (suppressor of LLP1 1); carboxypeptidase A | chr1:26970658-26974026 FORWARDnot assigned"	protein.degradation	29_5

CUST_102484_PI403524517	2	-0.046222687	0.019918442	0.016623497	0.21756697	-0.5756154	-0.01662302	35_29234	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_143899_PI403524517	2	0.16870928	0.48268557	0.16537476	-0.16537476	-0.50235176	-0.7778802	35_40312	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_154871_PI403524517	2	-0.7905998	0.18527746	0.34805965	0.36937237	-0.18527794	-0.2867031	35_43268	"Cluster: Putative WRKY transcription factor 6; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative WRKY transcription factor 6 - Oryza sativa (japonica"	UniRef90_Q5NAL3	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	CHR01V5|COORD:8081174..8083846|protein OsWRKY1v2 - Superfamily of rice TFs having WRKY and zinc finger domains, expressed	LOC_Os01g14440.1	no description	not assigned.unknown	35_2

CUST_40549_PI403524517	2	-0.0644865	0.21388721	0.08940697	0.021816254	-0.052526474	-0.021816254	35_11661	Rep: OSIGBa0145M07.6 protein - Oryza sativa (Rice)	UniRef90_Q01J51	CHR5V7|COORD:6131309..6133789| glycogenin glucosyltransferase (glycogenin)-related	AT5G18480.1	CHR02V5|COORD:24893654..24899193|protein glycosyl transferase family 8 protein, expressed	LOC_Os02g41520.1	no descriptionweakly similar to ( 117)AT5G18480| Symbols: PGSIP6 | glycogenin glucosyltransferase (glycogenin)-related | chr5:6131309-6133789 REVERSE	not assigned.no ontology	35_1

CUST_28955_PI403524517	2	-0.44950104	0.38104057	0.21192741	0.14113808	-0.3193512	-0.14113712	35_8368	Rep: Hypothetical protein - Deinococcus radiodurans	UniRef90_Q9RX57	CHR3V7|COORD:6736388..6738336| late embryogenesis abundant protein-related / LEA protein-related	AT3G19430.1	0	0	no description	not assigned.unknown	35_2

CUST_8142_PI399408534	2	-1.97645	-0.81936836	0.72492313	0.28902435	0.40982723	-0.2890253	35_4581	"Cluster: HVA22-like protein e, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: HVA22-like protein e, putative, expressed - Oryza sativa (j"	UniRef90_Q2R3W9	CHR5V7|COORD:20650668..20651728| ATHVA22E (Arabidopsis thaliana HVA22 homologue E)	AT5G50720.1	CHR11V5|COORD:17226301..17227623|protein HVA22-like protein e, putative, expressed	LOC_Os11g30500.1	no descriptionweakly similar to ( 150)AT5G50720| Symbols: ATHVA22E | ATHVA22E (Arabidopsis thaliana HVA22 homologue E) | chr5:20650668-20651728 REVERSEweakly similar to ( 155)HVA22_HORVUProtein HVA22 - Hordeum vulgare (Barley)not assigned not assigned TB2_DP1_HVA22 YOP1	hormone metabolism.abscisic acid.induced-regulated-responsive-activated	17_1_3

CUST_16451_PI404877155	2	-0.015221596	-0.64415836	-0.046331406	0.015220642	0.090810776	0.094163895	HA12H17u_s_at	Probable U6 snRNA-associated Sm-like protein LSm4 dbj|BAB07978.1| putative glycine rich protein [Oryza sativa (japonica	Q9LGE6	small nuclear ribonucleoprotein, putative / snRNP, putative / Sm protein, putative	At5g27720.1	protein probable u6 snrna-associated sm-like protein lsm4	Os01g15310	"0.2_HMGI_Y T01851; putative glycine rich protein"	RNA.processing	27_1

CUST_117183_PI403524517	2	0.107795715	-1.0323706	-0.09767723	0.24137592	-0.014839172	0.014840126	35_33208	"Cluster: Thioredoxin M-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: Thioredoxin M-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5JMR9	"CHR1V7|COORD:28816767..28817842| ATY1 (Arabidopsis thioredoxin y1); thiol-disulfide exchange intermediate"	AT1G76760.1	CHR01V5|COORD:42777971..42781157|protein thioredoxin-like protein slr0233, putative, expressed	LOC_Os01g73234.1	"no descriptionvery weakly similar to (94.7)AT1G76760| Symbols: ATY1 | ATY1 (Arabidopsis thioredoxin y1); thiol-disulfide exchange intermediate | chr1:28816767-28817842 REVERSEnot assigned TRX_family Thioredoxin"	redox.thioredoxin	21_1

CUST_106624_PI403524517	2	0.32890892	-0.016787052	-0.42933464	0.80379057	9.2840195E-4	-9.2840195E-4	35_30345	"Cluster: Hypothetical protein OSJNBa0029B02.7; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0029B02.7 - Oryza sativa (japonica cu"	UniRef90_Q6AT22		0	CHR05V5|COORD:4572060..4571216|protein expressed protein	LOC_Os05g08420.2	no description	not assigned.unknown	35_2

CUST_5058_PI404877155	2	0.023629665	-0.023629665	0.2700386	0.54720306	-0.438128	-0.14761639	Contig16475_at	sucrose-phosphate synthase [Triticum aestivum]	AAQ14552.1	sucrose-phosphate synthase, putative	At4g10120.1	protein glycosyl transferase, group 1 family protein, putative	Os11g12810	"sucrose-phosphate synthase, putative, similar to sucrose-phosphate synthase, Zea mays, PIR2:JQ1329; contains non-consensus (GC) donor splice site at intron 4 or  similar to sucrose-phosphate synthase, putative [Arabidopsis thaliana] (TAIR:At1g04920.1); si"	major CHO metabolism.synthesis.sucrose.SPS	2_1_1_01

CUST_8651_PI404877155	2	-0.030052662	0.26957893	-0.064908504	0.13327074	-0.28830624	0.030053139	Contig2562_s_at	asparagine synthetase 2 [Hordeum vulgare]	AAO39048.1	asparagine synthetase 1 (glutamine-hydrolyzing) / glutamine-dependent asparagine synthetase 1 (ASN1)	At3g47340.1	protein asparagine synthase (glutamine-hydrolyzing), putative	Os06g15420	asparagine synthetase 2	amino acid metabolism.aspartate family.asparagine.synthesis	13_1_3_1

CUST_19783_PI403524517	2	-0.018662453	0.50825596	0.023213387	-0.092391014	0.018662453	-0.108260155	35_5737	"Cluster: Hypothetical protein B1329D01.2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1329D01.2 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q5JJM6	"CHR2V7|COORD:16317059..16319553| similar to unnamed protein product [Ostreococcus tauri] (GB:CAL54696.1); similar to Os01g0367100 [Oryza sativa (japonica"	AT2G39080.1	CHR01V5|COORD:15324973..15320067|protein expressed protein	LOC_Os01g26920.2	"no descriptionmoderately similar to ( 249)AT2G39080| Symbols:  | similar to unnamed protein product [Ostreococcus tauri] (GB:CAL54696.1); similar to Os01g0367100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001043040.1); contains domain NAD(P)-binding Rossmann-fold domains (SSF51735); contains domain no description (G3D.3.40.50.720) | chr2:16317059-16319553 REVERSE"	not assigned.unknown	35_2

CUST_107966_PI403524517	2	0.11561966	-0.072096825	-0.061924934	0.061924934	0.08402634	-0.1581254	35_30720	"Cluster: Cytidine and deoxycytidylate deaminase zinc-binding region family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Cytidine and deo"	UniRef90_Q10M63	"CHR1V7|COORD:17794626..17795735| EMB2191 (EMBRYO DEFECTIVE 2191); hydrolase/ zinc ion binding"	AT1G48175.1	CHR03V5|COORD:11632832..11635444|protein tRNA-specific adenosine deaminase, putative, expressed	LOC_Os03g20570.1	"no descriptionweakly similar to ( 139)AT1G48175| Symbols: EMB2191 | EMB2191 (EMBRYO DEFECTIVE 2191); hydrolase/ zinc ion binding | chr1:17794626-17795735 FORWARDnot assigned nucleoside_deaminase CumB dCMP_cyt_deam_1 PRK10860 RibD deoxycytidylate_deaminase"	not assigned.no ontology	35_1

CUST_130913_PI403524517	2	0.42088127	-0.013011932	0.013011932	-0.39550257	0.06622028	-0.42371416	35_36769	Rep: UPI0000DC2237 UniRef100 entry - Rattus norvegicus	UniRef90_UPI0000DC2237		0	0	0	no description	not assigned.unknown	35_2

CUST_95068_PI403524517	2	0.48445988	0.70398426	-0.043581486	0.043581486	-0.34833336	-0.15278149	35_27167	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10N52	0	0	CHR03V5|COORD:9664916..9659941|protein expressed protein	LOC_Os03g17410.1	no description	not assigned.unknown	35_2

CUST_57928_PI403524517	2	0.101548195	-1.4847965	-0.101548195	0.28769016	0.14918327	-0.22055149	35_16515	Rep: Fatty acyl coA reductase - Triticum aestivum (Wheat)	UniRef90_Q8L4V2	CHR3V7|COORD:16135066..16138756| oxidoreductase, acting on the CH-CH group of donors	AT3G44540.1	CHR09V5|COORD:22660210..22664877|protein male sterility protein 2, putative, expressed	LOC_Os09g39410.2	 no descriptionweakly similar to ( 160)AT3G44540| Symbols:  | oxidoreductase, acting on the CH-CH group of donors | chr3:16135066-16138631 FORWARDnot assigned Sterile NAD_binding_4 	lipid metabolism.lipid degradation.beta-oxidation.acyl CoA reductase	11_9_4_13

CUST_1678_PI403524517	2	0.020219803	0.11886406	-0.020220757	-0.033106804	-0.05816269	0.07240677	35_443	"Cluster: S-adenosylmethionine synthetase 2; n=74; Spermatophyta|Rep: S-adenosylmethionine synthetase 2 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_P17562	"CHR4V7|COORD:796298..797479| MAT2/SAM-2 (S-adenosylmethionine synthetase 2); methionine adenosyltransferase"	AT4G01850.1	CHR01V5|COORD:10656913..10654241|protein S-adenosylmethionine synthetase 1, putative, expressed	LOC_Os01g18860.2	 no descriptionhighly similar to ( 706)AT4G01850| Symbols: SAM-2, MAT2 | MAT2/SAM-2 (S-adenosylmethionine synthetase 2) | chr4:796298-797479 REVERSEhighly similar to ( 735)METK_ORYSAnot assigned PRK05250 MetK PRK12459 S-AdoMet_synt_C S-AdoMet_synt_M S-AdoMet_synt_N 	amino acid metabolism.synthesis.aspartate family.methionine	13_1_3_4

CUST_12883_PI404877155	2	0.15071201	-0.50556993	-0.23529148	0.18613195	-0.0027785301	0.0027780533	Contig6606_at	putative flavoprotein alpha-subunit, having alternative splicing products [Oryza sativa (japonica cultivar-group)] gb|AAR88584.1| putative f	XP_470330.1	electron transfer flavoprotein alpha subunit family protein	At1g50940.1	protein putative flavoprotein alpha-subunit, having alternative splicing products	Os03g61920	"DNA-directed RNA polymerase family protein, similar to SP:O35134 DNA-directed RNA polymerase I largest subunit (EC 2.7.7.6) (RNA polymerase I 194 kDa subunit) (RPA194) {Mus musculus}; contains InterPro accession IPR000722: RNA polymerase, alpha subunit"	mitochondrial electron transport / ATP synthesis.electron transfer flavoprotein	9_3

CUST_10445_PI403524517	2	-0.12213707	-0.14782715	0.08395672	0.52202654	0.3400154	-0.08395672	35_2947	"Cluster: Metallo-beta-lactamase-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: Metallo-beta-lactamase-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K9T9	CHR4V7|COORD:16130885..16133681| metallo-beta-lactamase family protein	AT4G33540.1	CHR02V5|COORD:35657708..35654788|protein Zn-dependent hydrolases, including glyoxylases, putative, expressed	LOC_Os02g58260.1	no descriptionmoderately similar to ( 364)AT4G33540| Symbols:  | metallo-beta-lactamase family protein | chr4:16130885-16133681 FORWARDGloB Lactamase_B	not assigned.no ontology	35_1

CUST_50130_PI403524517	2	0.20920563	-0.2578106	-0.043097496	0.05288887	0.043096542	-0.049263954	35_14307	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_29437_PI403524517	2	0.019384384	0.55539227	0.003481865	-0.05763626	-0.003481865	-0.016072273	35_8504	"Cluster: Hypothetical protein OSJNAb0022I16.4; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNAb0022I16.4 - Oryza sativa (japonica cu"	UniRef90_Q7G6C7	0	0	CHR10V5|COORD:5443046..5447176|protein hypothetical protein	LOC_Os10g10334.1	no description	not assigned.unknown	35_2

CUST_11204_PI404877155	2	-0.08675575	0.11047745	0.038000107	-0.0822258	-0.037999153	0.11750984	Contig4865_s_at	putative GTP-binding protein [Oryza sativa] dbj|BAD24987.1| putative GTP-binding protein YPTM2 [Oryza sativa (japonica cultivar-group)]	CAC39050.1	Ras-related protein (ARA-5) / small GTP-binding protein, putative	At1g02130.1	protein GTP-binding protein, putative	Os01g08450	RAB1C	signalling.G-proteins	30_5

CUST_75399_PI403524517	2	0.6315613	0.20603704	0.06372118	-0.06372118	-0.44874668	-0.2702489	35_21611	"Cluster: Chloroplast Mg-chelatase subunit XANTHA-G precursor; n=2; Hordeum vulgare|Rep: Chloroplast Mg-chelatase subunit XANTHA-G precursor - Hordeum vulgare (B"	UniRef90_Q45KX6	"CHR1V7|COORD:2696541..2700822| CHLD/PDE166 (PIGMENT DEFECTIVE 166); ATP binding / magnesium chelatase/ nucleoside-triphosphatase/ nucleotide binding"	AT1G08520.1	CHR03V5|COORD:33894227..33900896|protein magnesium-chelatase subunit chlD, chloroplast precursor, putative, expressed	LOC_Os03g59640.1	" no descriptionmoderately similar to ( 409)AT1G08520| Symbols: PDE166, CHLD | CHLD/PDE166 (PIGMENT DEFECTIVE 166); ATP binding / magnesium chelatase/ nucleoside-triphosphatase/ nucleotide binding | chr1:2696541-2700822 FORWARDmoderately similar to ( 430)CHLD_TOBACMagnesium-chelatase subunit chlD, chloroplast precursor - Nicotiana tabacum (Common tobacco)ChlI chlI COG0606 COG0714 Mg_chelatase LonB "	tetrapyrrole synthesis.magnesium chelatase	19_10

CUST_176080_PI403524517	2	0.11587381	-0.1795106	0.2510109	0.3331499	-0.31596708	-0.11587381	35_49006	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_211_PI399407379	2	0.1269741	-0.16813183	0.08366871	-0.06348324	0.011411667	-0.011412621	HvABI1a									

CUST_31775_PI403524517	2	-0.0892005	0.42773533	-0.12264204	0.13513565	-0.21370983	0.08920097	35_9168	"Cluster: Disease resistance protein RPM1 homolog; n=1; Sorghum bicolor|Rep: Disease resistance protein RPM1 homolog - Sorghum bicolor (Sorghum) (Sorghum vulgare"	UniRef90_Q9XEQ9	0	0	CHR12V5|COORD:23157174..23162441|protein RGH1A, putative, expressed	LOC_Os12g37770.1	no description	not assigned.unknown	35_2

CUST_9611_PI403524517	2	0.2611475	0.3551016	-0.17970657	-0.07161713	-0.05215454	0.052153587	35_2709	"Cluster: Os05g0373700 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os05g0373700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DIP0	CHR3V7|COORD:3942351..3943602| nascent polypeptide associated complex alpha chain protein, putative / alpha-NAC, putative	AT3G12390.1	CHR01V5|COORD:41541160..41543918|protein nascent polypeptide-associated complex alpha subunit-like protein 3, putative, expressed	LOC_Os01g71230.2	 no descriptionweakly similar to ( 194)AT3G12390| Symbols:  | nascent polypeptide associated complex alpha chain protein, putative / alpha-NAC, putative | chr3:3942351-3943602 FORWARDnot assigned EGD2 NAC nac 	protein.synthesis.elongation	29_2_4

CUST_159891_PI403524517	2	-0.55682087	-0.028416634	0.02841711	0.11542606	0.053472042	-0.37213278	35_44621	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_32590_PI399408534	2	-0.090797424	1.6432219	1.2747812	-0.08557129	0.08557129	-0.515645	35_46082	"Cluster: Os08g0508500 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os08g0508500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J4K5	CHR3V7|COORD:7275820..7278150| transcription factor jumonji (jmjC) domain-containing protein	AT3G20810.1	CHR08V5|COORD:25069848..25061740|protein retrotransposon protein, putative, unclassified, expressed	LOC_Os08g39810.1	no descriptionvery weakly similar to (63.5)AT3G20810| Symbols:  | transcription factor | chr3:7275820-7278188 FORWARDnot assigned not assigned PRK07764 PRK12323	RNA.regulation of transcription.JUMONJI family	27_3_57

CUST_13533_PI403524517	2	0.041981697	-0.6648712	-0.041819572	0.039304733	0.02303791	-0.02303791	35_3881	Rep: F17A17.25 protein - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q9SFC3	CHR3V7|COORD:2523373..2524054| similar to unnamed protein product [Ostreococcus tauri] (GB:CAL51812.1)	AT3G07910.1	0	0	no descriptionvery weakly similar to (67.4)AT3G07910| Symbols:  | similar to unnamed protein product [Ostreococcus tauri] (GB:CAL51812.1) | chr3:2523373-2524054 REVERSEnot assigned	not assigned.unknown	35_2

CUST_100433_PI403524517	2	0.11970472	2.3937225E-4	-2.3937225E-4	-0.153481	-0.4807768	0.85401344	35_28669	"Cluster: Os05g0557700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0557700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DG18	"CHR2V7|COORD:14284861..14288558| PHO2/UBC24 (PHOSPHATE 2); ubiquitin-protein ligase"	AT2G33770.1	CHR05V5|COORD:27664680..27656735|protein ubiquitin conjugating enzyme, putative, expressed	LOC_Os05g48390.1	" no descriptionweakly similar to ( 165)AT2G33770| Symbols: UBC24, PHO2 | PHO2/UBC24 (PHOSPHATE 2); ubiquitin-protein ligase | chr2:14284861-14288558 REVERSE"	protein.degradation.ubiquitin.E2	29_5_11_3

CUST_69899_PI403524517	2	0.010210991	-0.010211945	0.021641731	-0.0881052	0.086483	-0.027186394	35_20000	"Cluster: Putative FtsJ homolog 1 isoform b; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative FtsJ homolog 1 isoform b - Oryza sativa (japonica cultivar"	UniRef90_Q5Z8V5	CHR5V7|COORD:92788..95379| FtsJ-like methyltransferase family protein	AT5G01230.1	CHR06V5|COORD:29781069..29783933|protein ribosomal RNA methyltransferase 1, putative, expressed	LOC_Os06g49140.1	no descriptionhighly similar to ( 549)AT5G01230| Symbols:  | FtsJ-like methyltransferase family protein | chr5:92788-95379 REVERSEnot assigned not assigned not assigned not assigned not assigned FtsJ FtsJ rrmJ	not assigned.no ontology	35_1

CUST_50449_PI403524517	2	0.0051288605	-0.03199768	-0.08673096	0.013717651	-0.005126953	0.09065056	35_14405	"Cluster: 40S ribosomal protein S14-2; n=11; Magnoliophyta|Rep: 40S ribosomal protein S14-2 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9CAX6	CHR3V7|COORD:19514302..19515679| 40S ribosomal protein S14 (RPS14C)	AT3G52580.1	CHR04V5|COORD:20248390..20244972|protein 40S ribosomal protein S14, putative, expressed	LOC_Os04g33750.1	no descriptionmoderately similar to ( 223)AT3G52580| Symbols:  | 40S ribosomal protein S14 (RPS14C) | chr3:19514302-19515679 FORWARDmoderately similar to ( 236)RS142_MAIZE40S ribosomal protein S14 - Zea mays (Maize)not assigned not assigned not assigned rps11p RpsK Ribosomal_S11 PRK05309 rps11	protein.synthesis.mito/plastid ribosomal protein.plastid	29_2_1_1

CUST_160037_PI403524517	2	-0.05012417	-0.3373804	0.03140068	0.10727215	0.13290787	-0.03140068	35_44663	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10GL8	CHR2V7|COORD:6488921..6489398| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G34265.2)	AT2G15000.4	CHR03V5|COORD:23594348..23587562|protein expressed protein	LOC_Os03g42480.1	no description	not assigned.unknown	35_2

CUST_77674_PI403524517	2	0.060689926	0.02407074	-0.024069786	-0.040000916	-0.096526146	0.16114712	35_22267	"Cluster: Peroxisomal biogenesis factor 3-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Peroxisomal biogenesis factor 3-like - Oryza sativa (japonica cu"	UniRef90_Q69M23	CHR1V7|COORD:17987619..17989634| peroxin-3 family protein	AT1G48635.1	CHR09V5|COORD:8584969..8588948|protein lysine and histidine specific transporter, putative, expressed	LOC_Os09g14510.3	no descriptionvery weakly similar to (72.8)AT1G48635| Symbols:  | peroxin-3 family protein | chr1:17987619-17989634 FORWARD	not assigned.no ontology	35_1

CUST_177158_PI403524517	2	-0.42971325	-1.2863436	0.4139166	0.2734394	0.30671978	-0.2734394	35_49285	"Cluster: Os01g0600500 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0600500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JLH2	CHR1V7|COORD:6090756..6091968| phosphoric monoester hydrolase	AT1G17710.1	CHR01V5|COORD:23913007..23910829|protein phosphoethanolamine/phosphocholine phosphatase, putative, expressed	LOC_Os01g41660.1	" no descriptionvery weakly similar to (95.9)AT1G17710| Symbols:  | similar to phosphoric monoester hydrolase [Arabidopsis thaliana] (TAIR:AT1G73010.1); similar to putative phosphatase [Solanum lycopersicum] (GB:CAD30864.1); contains InterPro domain HAD-superfamily subfamily IB hydrolase, hypothetical 1; (InterPro:IPR006384) | chr1:6090756-6091748 REVERSEnot assigned Put_Phosphatase "	misc.acid and other phosphatases	26_13

CUST_8574_PI404877155	2	-0.23208714	-0.4420414	-0.05762863	0.16865921	0.15885067	0.057627678	Contig25314_at	transcription factor [Zea mays]	CAB92300.1	basic helix-loop-helix (bHLH) family protein	At1g63650.1	protein Helix-loop-helix DNA-binding domain, putative	Os04g47080	bHLH transcription factor/Anthocyanin regulatory Lc protein	RNA.regulation of transcription.bHLH,Basic Helix-Loop-Helix family	27_3_06

CUST_43759_PI403524517	2	-0.27925205	-0.35033894	0.035593033	0.026416779	0.023301125	-0.023301125	35_12558	Rep: Endoglucanase 24 precursor - Oryza sativa (Rice)	UniRef90_Q69SG5	CHR1V7|COORD:6918314..6920259| glycosyl hydrolase family 9 protein	AT1G19940.1	CHR09V5|COORD:20980195..20975967|protein endoglucanase 1 precursor, putative, expressed	LOC_Os09g36350.1	no descriptionweakly similar to ( 145)AT1G19940| Symbols:  | glycosyl hydrolase family 9 protein | chr1:6918314-6920259 REVERSEweakly similar to ( 197)GUN24_ORYSAGlyco_hydro_9	cell wall.degradation.cellulases and beta -1,4-glucanases	10_6_1

CUST_95163_PI403524517	2	-0.17640305	-0.70567036	0.1809082	0.23398924	0.17640257	-0.5386448	35_27194	"Cluster: Hypothetical protein OSJNBb0021A09.23; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0021A09.23 - Oryza sativa (japonica"	UniRef90_Q5JND2	"CHR1V7|COORD:26511004..26511925| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G17310.1); similar to Os01g0738000 [Oryza sativa (japonica"	AT1G70350.1	CHR01V5|COORD:31112951..31114872|protein expressed protein	LOC_Os01g53620.1	"no descriptionvery weakly similar to (57.4)AT1G70350| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G17310.1); similar to Os01g0738000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001044185.1); similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE89009.1) | chr1:26511004-26511925 REVERSE"	not assigned.unknown	35_2

CUST_3732_PI403524517	2	-0.03290081	0.11285877	-0.018384933	0.018384933	0.10029793	-0.0891037	35_1022	"Cluster: Putative ATP synthase delta' chain, mitochondrial; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ATP synthase delta' chain,"	UniRef90_Q8GTK7	CHR5V7|COORD:19107611..19109261| ATP synthase delta' chain, mitochondrial	AT5G47030.1	CHR07V5|COORD:18533386..18530845|protein ATP synthase delta chain, mitochondrial precursor, putative, expressed	LOC_Os07g31300.1	 no descriptionmoderately similar to ( 260)AT5G47030| Symbols:  | ATP synthase delta' chain, mitochondrial | chr5:19107611-19109261 FORWARDmoderately similar to ( 268)ATP4_IPOBAATP synthase subunit delta', mitochondrial precursor - Ipomoea batatas (Sweet potato) (Batate)not assigned AtpC atpC ATP-synt_DE_N atpE 	mitochondrial electron transport / ATP synthesis.F1-ATPase	9_9

CUST_116835_PI403524517	2	-0.55729914	0.09135723	-0.37255812	-0.09135723	0.20468855	0.16154146	35_33118	"Cluster: Os07g0447000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0447000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D6R9	"CHR5V7|COORD:18439391..18441991| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G45530.1); similar to unknown protein [Arabidopsis thaliana]"	AT5G45470.1	CHR07V5|COORD:15300358..15296184|protein conserved hypothetical protein	LOC_Os07g26560.1	"no descriptionvery weakly similar to (57.4)AT5G45470| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G45530.1); similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G45480.1); similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G45460.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD87859.1); similar to Os01g0953100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001045426.1); contains InterPro domain Protein of unknown function DUF594; (InterPro:IPR007658) | chr5:18439391-18441991 REVERSEDUF594"	not assigned.unknown	35_2

CUST_17902_PI399408534	2	0.7407398	-0.07583237	0.12545347	-0.38355494	0.057614803	-0.057614803	35_31979	"Cluster: AP2 domain containing protein, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: AP2 domain containing protein, expressed - Oryza sativa (jap"	UniRef90_Q10EE7	"CHR4V7|COORD:17739776..17742183| ANT (AINTEGUMENTA); DNA binding / transcription factor"	AT4G37750.1	CHR03V5|COORD:31860874..31866063|protein ANT-like protein, putative, expressed	LOC_Os03g56050.1	" no descriptionvery weakly similar to (59.3)AT4G37750| Symbols: DRG, CKC, CKC1, ANT | ANT (AINTEGUMENTA); DNA binding / transcription factor | chr4:17739776-17742183 FORWARD"	RNA.regulation of transcription.AP2/EREBP, APETALA2/Ethylene-responsive element binding protein family	27_3_3

CUST_58922_PI403524517	2	-0.014033318	0.27594423	-0.050177574	-0.0062093735	0.0062093735	0.35632658	35_16809	"Cluster: Beta adaptin-like; n=3; Oryza sativa (japonica cultivar-group)|Rep: Beta adaptin-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5ZEA1	CHR5V7|COORD:3671965..3676145| adaptin family protein	AT5G11490.1	CHR01V5|COORD:25321580..25329703|protein adaptin N terminal region family protein, expressed	LOC_Os01g43630.2	no descriptionhighly similar to ( 538)AT5G11490| Symbols:  | adaptin family protein | chr5:3671965-3676145 FORWARDnot assigned not assigned not assigned Adaptin_N COG5096	cell. vesicle transport	31_4

CUST_105291_PI403524517	2	0.07394791	-0.008108139	0.06262398	-0.13327122	-0.048765182	0.008108139	35_29989	Rep: T6J4.9 protein - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q9FX64	"CHR1V7|COORD:4568005..4569407| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G28770.1); similar to Tat binding protein 1 containing protein,"	AT1G13330.1	CHR03V5|COORD:28585449..28581727|protein homologous pairing protein meu13, putative, expressed	LOC_Os03g50220.1	" no descriptionweakly similar to ( 159)AT1G13330| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G28770.1); similar to Tat binding protein 1 containing protein, expressed [Oryza sativa (japonica cultivar-group)] (GB:ABF98498.1); contains InterPro domain Tat binding protein 1-interacting; (InterPro:IPR010776) | chr1:4568005-4569407 FORWARDnot assigned TBPIP "	cell.organisation	31_1

CUST_79838_PI403524517	2	0.081830025	0.29915237	-0.09360504	-0.0053157806	-0.03903961	0.0053167343	35_22895	"Cluster: ReMembR-H2 protein JR702, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: ReMembR-H2 protein JR702, putative, expressed - Oryza s"	UniRef90_Q10R93	CHR1V7|COORD:27101912..27103543| protease-associated zinc finger (C3HC4-type RING finger) family protein	AT1G71980.1	CHR03V5|COORD:3626088..3630691|protein RING finger protein 13, putative, expressed	LOC_Os03g07130.5	no descriptionweakly similar to ( 151)AT1G71980| Symbols:  | protease-associated zinc finger (C3HC4-type RING finger) family protein | chr1:27101912-27103543 FORWARDvery weakly similar to (58.2)EL5_ORYSAnot assigned not assigned not assigned COG5540 RING RING zf-C3HC4	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_12117_PI404877155	2	-0.16239929	-0.04224491	0.32238007	0.042243958	0.2606678	-0.13006496	Contig5841_at	transcription factor myb4 - barley (fragment) emb|CAA68235.1| myb4 transcription factor [Hordeum vulgare subsp. vulgare]	T05954	myb family transcription factor (MYB15)	At3g23250.1	protein myb protein homolog - rice	Os04g43680	myb4 transcription factor	RNA.regulation of transcription.MYB domain transcription factor family	27_3_25

CUST_159011_PI403524517	2	-0.30459166	-0.336699	0.7804599	0.30459213	0.30699968	-0.60024405	35_44385	0	0	CHR3V7|COORD:4658428..4660761| subtilase family protein	AT3G14067.1	CHR02V5|COORD:32975405..32977751|protein xylem serine proteinase 1 precursor, putative, expressed	LOC_Os02g53850.1	no description	not assigned.unknown	35_2

CUST_11488_PI403524517	2	0.0	0.4354868	0.009278297	-0.23079586	0.0	-0.18336868	35_3259	"Cluster: Hypothetical protein OSJNBa0094H06.24; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0094H06.24 - Oryza sativa (japonica"	UniRef90_Q8LJL5	"CHR1V7|COORD:26813649..26815307| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G38050.1); similar to hypothetical protein DDBDRAFT_0192009"	AT1G71080.1	CHR01V5|COORD:18035637..18040318|protein expressed protein	LOC_Os01g32300.2	"no descriptionmoderately similar to ( 211)AT1G71080| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G38050.1); similar to hypothetical protein DDBDRAFT_0192009 [Dictyostelium discoideum AX4] (GB:XP_629009.1); similar to Os01g0507500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001043153.1); contains domain FAMILY NOT NAMED (PTHR15970); contains domain gb def: Hypothetical protein F23N20.7 (At1g71080/F23N20_7) (PTHR15970:SF2) | chr1:26813649-26815307 REVERSEnot assigned"	not assigned.unknown	35_2

CUST_171559_PI403524517	2	-0.02496481	-0.0038256645	0.3081951	-0.038836002	0.0038256645	0.186903	35_47804	"Cluster: Putative oligopeptide transporter protein; n=4; Poaceae|Rep: Putative oligopeptide transporter protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q75LM0	"CHR4V7|COORD:9247606..9249863| ATOPT3 (OLIGOPEPTIDE TRANSPORTER); oligopeptide transporter"	AT4G16370.1	CHR03V5|COORD:30914182..30910006|protein oligopeptide transporter 3, putative, expressed	LOC_Os03g54000.2	" no descriptionmoderately similar to ( 262)AT4G16370| Symbols: OPT3, ATOPT3 | ATOPT3 (OLIGOPEPTIDE TRANSPORTER); oligopeptide transporter | chr4:9247606-9249863 REVERSEnot assigned not assigned not assigned OPT DUF566 TT_ORF1 "	transport.peptides and oligopeptides	34_13

CUST_111589_PI403524517	2	0.11850262	-0.073872566	-0.035574913	0.021767616	-0.021767616	0.045722008	35_31683	"Cluster: Hypothetical protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XXQ8	"CHR1V7|COORD:3849418..3850509| similar to glycine-rich protein [Arabidopsis thaliana] (TAIR:AT3G29075.1); similar to Os06g0232000 [Oryza sativa (japonica"	AT1G11440.1	CHR06V5|COORD:6818862..6815403|protein pro-resilin precursor, putative, expressed	LOC_Os06g12580.2	" no descriptionvery weakly similar to (76.6)AT1G11440| Symbols:  | similar to glycine-rich protein [Arabidopsis thaliana] (TAIR:AT3G29075.1); similar to Os06g0232000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001057224.1); similar to Stress protein DDR48 , related [Medicago truncatula] (GB:ABE86766.1) | chr1:3849418-3850509 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TT_ORF1 Atrophin-1 Tymo_45kd_70kd DUF1777 PRK07764 "	not assigned.unknown	35_2

CUST_43126_PI403524517	2	0.3755169	0.33544207	-0.017903805	0.017903805	-0.1789999	-0.09335661	35_12385	"Cluster: Rubisco subunit binding-protein beta subunit-like; n=3; Oryza sativa (japonica cultivar-group)|Rep: Rubisco subunit binding-protein beta subunit-like -"	UniRef90_Q5QM96	CHR1V7|COORD:29821050..29823704| ECT8 (evolutionarily conserved C-terminal region 8)	AT1G79270.1	CHR01V5|COORD:28310536..28317231|protein YT521-B-like family protein, expressed	LOC_Os01g48790.3	no descriptionvery weakly similar to (77.0)AT1G79270| Symbols: ECT8 | ECT8 (evolutionarily conserved C-terminal region 8) | chr1:29821050-29823704 FORWARDnot assigned	not assigned.unknown	35_2

CUST_94576_PI403524517	2	0.38032818	0.62363815	0.2179861	-0.21798563	-0.3169384	-0.6518502	35_27036	"Cluster: Hypothetical protein OSJNBb0022E02.2; n=2; Oryza sativa|Rep: Hypothetical protein OSJNBb0022E02.2 - Oryza sativa (Rice)"	UniRef90_Q94GS8	CHR1V7|COORD:25869515..25872463| membrane protein, putative	AT1G68820.1	CHR03V5|COORD:28405585..28397987|protein protein binding protein, putative, expressed	LOC_Os03g49900.1	no description	not assigned.unknown	35_2

CUST_69140_PI403524517	2	0.05075741	-0.87628746	-0.049772263	0.17185402	-0.025958061	0.025959015	35_19781	"Cluster: Hypothetical protein OJ1004_A11.24; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1004_A11.24 - Oryza sativa (japonica cultiv"	UniRef90_Q6Z308	"CHR5V7|COORD:17223538..17226750| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G45233.2); similar to expressed protein-like protein [Glycine max]"	AT5G42920.2	CHR02V5|COORD:32289451..32292822|protein expressed protein	LOC_Os02g52820.1	"no descriptionmoderately similar to ( 275)AT5G42920| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G45233.2); similar to expressed protein-like protein [Glycine max] (GB:ABC47865.1); similar to cold-induced protein [Ammopiptanthus mongolicus] (GB:ABH01186.1); similar to expressed protein-like protein [Glycine max] (GB:ABC47853.1); contains domain FMS INTERACTING PROTEIN (PTHR13375) | chr5:17223538-17226750 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned"	not assigned.unknown	35_2

CUST_8454_PI403524517	2	0.20650673	0.41237545	-0.16470432	-0.12288666	0.06616497	-0.06616497	35_2362	"Cluster: OSIGBa0106G07.12 protein; n=3; Oryza sativa|Rep: OSIGBa0106G07.12 protein - Oryza sativa (Rice)"	UniRef90_Q01IY5	CHR2V7|COORD:17698678..17702604| copper amine oxidase, putative	AT2G42490.1	CHR04V5|COORD:23617066..23610611|protein copper methylamine oxidase precursor, putative, expressed	LOC_Os04g40040.1	 no descriptionnearly identical (1034)AT2G42490| Symbols:  | copper amine oxidase, putative | chr2:17698678-17702604 REVERSEmoderately similar to ( 231)AMO_PEAAmine oxidase [copper-containing] precursor - Pisum sativum (Garden pea)not assigned tynA TynA Cu_amine_oxid Cu_amine_oxidN3 	misc.oxidases - copper, flavone etc.	26_7

CUST_52513_PI403524517	2	-0.19634962	-0.25452423	0.43536806	-0.10428524	0.10428572	0.5210147	35_14961	Rep: Putative 60S ribosomal protein L27 - Oryza sativa (japonica cultivar-group)	UniRef90_Q6K4T1	CHR4V7|COORD:8571892..8572299| 60S ribosomal protein L27 (RPL27C)	AT4G15000.1	CHR02V5|COORD:10701514..10700752|protein 60S ribosomal protein L27, putative, expressed	LOC_Os02g18380.1	no descriptionweakly similar to ( 191)AT4G15000| Symbols:  | 60S ribosomal protein L27 (RPL27C) | chr4:8571892-8572383 FORWARDweakly similar to ( 191)RL27_PEA60S ribosomal protein L27 - Pisum sativum (Garden pea)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Ribosomal_L27e RPL14A APC_basic Tymo_45kd_70kd PRK12323 PRK07764 PRK07003	protein.synthesis.misc ribososomal protein	29_2_2

CUST_29402_PI403524517	2	0.018912315	0.77067566	-0.013660908	-0.2516694	-0.70887566	0.013661385	35_8495	"Cluster: Hypothetical protein OSJNBa0027N13.128; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0027N13.128 - Oryza sativa"	UniRef90_Q7EY96	"CHR1V7|COORD:278759..282490| similar to Protein of unknown function DUF1446 [Rhodospirillum rubrum ATCC 11170] (GB:YP_426562.1); similar to Os07g0457300 [Oryza"	AT1G01770.1	CHR07V5|COORD:15911178..15916205|protein propionyl-CoA carboxylase, putative, expressed	LOC_Os07g27350.1	"no descriptionweakly similar to ( 188)AT1G01770| Symbols:  | similar to Protein of unknown function DUF1446 [Rhodospirillum rubrum ATCC 11170] (GB:YP_426562.1); similar to Os07g0457300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001059563.1); contains InterPro domain Protein of unknown function DUF1446; (InterPro:IPR010839) | chr1:278759-282490 FORWARDDUF1446"	not assigned.unknown	35_2

CUST_62033_PI403524517	2	0.05994606	0.21841049	-0.05994606	-0.15906906	-0.22718716	0.08835316	35_17694	"Cluster: Os01g0148000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0148000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JQP7	"CHR5V7|COORD:474277..482550| CER3 (ECERIFERUM 3); protein binding / ubiquitin-protein ligase/ zinc ion binding"	AT5G02310.1	CHR01V5|COORD:2596652..2609664|protein zinc finger in N-recognin family protein, putative, expressed	LOC_Os01g05500.2	"no descriptionmoderately similar to ( 286)AT5G02310| Symbols: CER3 | CER3 (ECERIFERUM 3); protein binding / ubiquitin-protein ligase/ zinc ion binding | chr5:474277-482550 FORWARDnot assigned not assigned"	secondary metabolism.wax	16_7

CUST_12127_PI403524517	2	-0.11336613	-0.5824671	0.14897346	0.47018242	0.11336708	-0.22944641	35_3451	"Cluster: 50S ribosomal protein L12-1, chloroplast precursor; n=2; Secale cereale|Rep: 50S ribosomal protein L12-1, chloroplast precursor - Secale cereale (Rye)"	UniRef90_Q06030	"CHR3V7|COORD:10326142..10326705| RPL12-C (RIBOSOMAL PROTEIN L12-C); structural constituent of ribosome"	AT3G27850.1	CHR01V5|COORD:27368639..27369517|protein 50S ribosomal protein L12-1, chloroplast precursor, putative, expressed	LOC_Os01g47330.1	" no descriptionweakly similar to ( 129)AT3G27850| Symbols: RPL12-C | RPL12-C (RIBOSOMAL PROTEIN L12-C); structural constituent of ribosome | chr3:10326142-10326705 FORWARDweakly similar to ( 185)RK121_SECCE50S ribosomal protein L12-1, chloroplast precursor - Secale cereale (Rye)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned rpl12 rplL RplL Ribosomal_L12 Atrophin-1 Extensin_2 Drf_FH1 Tymo_45kd_70kd PRK07764 PRK12323 TT_ORF1 PRK09111 PRK10819 APC_basic "	protein.synthesis.mito/plastid ribosomal protein.plastid	29_2_1_1

CUST_11802_PI404877155	2	0.067287445	0.18264866	-0.013764381	-0.18684387	-0.18105602	0.013765335	Contig5527_at	AMP-dependent synthetase and ligase family protein [Arabidopsis thaliana] gb|AAL57649.1| AT3g16910/K14A17_3 [Arabidopsis thaliana]	NP_188316.1	AMP-dependent synthetase and ligase family protein	At3g16910.1	protein adenosine monophosphate binding protein 7 AMPBP7	Os03g19240	AMP-binding protein	lipid metabolism.FA synthesis and FA elongation.acyl coa ligase	11_1_08

CUST_57929_PI403524517	2	0.0805912	-1.4401007	-0.0805912	0.29397678	0.19968987	-0.0991478	35_16516	Rep: Fatty acyl coA reductase - Triticum aestivum (Wheat)	UniRef90_Q8L4V2	CHR3V7|COORD:16135066..16138756| oxidoreductase, acting on the CH-CH group of donors	AT3G44540.1	CHR08V5|COORD:27783470..27789774|protein male sterility protein 2, putative, expressed	LOC_Os08g44360.1	 no descriptionvery weakly similar to (92.0)AT3G44540| Symbols:  | oxidoreductase, acting on the CH-CH group of donors | chr3:16135066-16138631 FORWARDnot assigned Sterile 	lipid metabolism.lipid degradation.beta-oxidation.acyl CoA reductase	11_9_4_13

CUST_148496_PI403524517	2	-0.11956978	-0.2800331	-0.20191193	0.22309494	0.15603828	0.11956978	35_41542	"Cluster: Putative 37kDa chloroplast inner envelope membrane polypeptide; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative 37kDa chloroplast inner"	UniRef90_Q6ZLD3	"CHR3V7|COORD:23426791..23427977| APG1 (ALBINO OR PALE GREEN MUTANT 1); methyltransferase"	AT3G63410.1	CHR12V5|COORD:26069937..26067452|protein inner envelope membrane protein, chloroplast precursor, putative, expressed	LOC_Os12g42090.2	" no descriptionweakly similar to ( 160)AT3G63410| Symbols: VTE3, APG1 | APG1 (ALBINO OR PALE GREEN MUTANT 1); methyltransferase | chr3:23426791-23427977 REVERSEweakly similar to ( 165)IN37_SPIOL37 kDa inner envelope membrane protein, chloroplast precursor - Spinacia oleracea (Spinach)not assigned not assigned not assigned Ubiquitin ubiquitin UBQ UBL Nedd8 "	protein.degradation.ubiquitin.ubiquitin	29_5_11_1

CUST_6468_PI399408534	2	0.14505768	-0.40512085	-0.03413582	-0.061725616	0.03413582	0.07630253	35_14177	Rep: Calmodulin-2 - Glycine max (Soybean)	UniRef90_P62163	"CHR3V7|COORD:15675606..15677342| CAM7 (CALMODULIN 7); calcium ion binding"	AT3G43810.1	CHR07V5|COORD:29198699..29196039|protein calmodulin, putative, expressed	LOC_Os07g48780.1	"no descriptionmoderately similar to ( 296)AT3G43810| Symbols: CAM7 | CAM7 (CALMODULIN 7); calcium ion binding | chr3:15675606-15677342 REVERSEmoderately similar to ( 296)CALM_HORVUCalmodulin - Hordeum vulgare (Barley)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned FRQ1 EFh"	signalling.calcium	30_3

CUST_19439_PI399408534	2	-0.0028419495	-0.22717285	-0.074502945	0.03978157	0.2083149	0.0028419495	35_11022	"Cluster: Putative auxin-independent growth promoter; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative auxin-independent growth"	UniRef90_Q67X84	"CHR1V7|COORD:7927519..7930340| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G64600.1); similar to putative auxin-independent growth promoter"	AT1G22460.1	CHR06V5|COORD:6145722..6150197|protein auxin-independent growth promoter-like protein, putative, expressed	LOC_Os06g11600.3	" no descriptionmoderately similar to ( 207)AT1G22460| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G64600.1); similar to putative auxin-independent growth promoter [Oryza sativa (japonica cultivar-group)] (GB:BAD37235.1); contains InterPro domain Protein of unknown function DUF246, plant; (InterPro:IPR004348) | chr1:7927519-7930340 REVERSEDUF246 "	hormone metabolism.auxin.induced-regulated-responsive-activated	17_2_3

CUST_92600_PI403524517	2	0.034086704	0.22654724	-0.034086227	-0.081582546	0.046383858	-0.11500454	35_26476	"Cluster: Putative selenoprotein O; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative selenoprotein O - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5ZA96	"CHR5V7|COORD:4133219..4136464| similar to Os06g0320700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001057514.1); similar to hypothetical protein"	AT5G13030.1	CHR06V5|COORD:12461589..12455760|protein selenoprotein O, putative, expressed	LOC_Os06g21600.1	"no descriptionvery weakly similar to (85.1)AT5G13030| Symbols:  | similar to Os06g0320700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001057514.1); similar to hypothetical protein ebA6654 [Azoarcus sp. EbN1] (GB:YP_160826.1); contains InterPro domain Protein of unknown function UPF0061; (InterPro:IPR003846) | chr5:4133219-4136464 FORWARDnot assigned PRK12323"	not assigned.unknown	35_2

CUST_156092_PI403524517	2	-0.025592327	0.16384935	-0.033915997	0.061158657	0.025592327	-0.14131784	35_43591	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_17425_PI403524517	2	0.0019369125	0.2672453	-0.006764412	-0.01708126	-0.0019369125	0.119259834	35_5033	"Cluster: Hypothetical protein OSJNBa0042B15.5; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0042B15.5 - Oryza sativa (japonica cu"	UniRef90_Q650Y9	CHR1V7|COORD:4572499..4576544| protein kinase family protein	AT1G13350.1	CHR09V5|COORD:22399588..22403882|protein expressed protein	LOC_Os09g39020.1	no description	not assigned.unknown	35_2

CUST_53141_PI403524517	2	0.14850807	-0.13815689	0.018488884	-0.0018568039	-0.036042213	0.0018568039	35_15128	"Cluster: Hypothetical protein OSJNBa0027L23.4; n=3; Oryza sativa|Rep: Hypothetical protein OSJNBa0027L23.4 - Oryza sativa (Rice)"	UniRef90_Q8W3H8	CHR3V7|COORD:6323209..6323767| NADH-ubiquinone oxidoreductase-related	AT3G18410.1	CHR10V5|COORD:22609264..22611262|protein expressed protein	LOC_Os10g42540.1	no descriptionweakly similar to ( 145)AT3G18410| Symbols:  | NADH-ubiquinone oxidoreductase-related | chr3:6323209-6323767 FORWARDnot assigned not assigned not assigned not assigned	mitochondrial electron transport / ATP synthesis.NADH-DH.localisation not clear	9_1_2

CUST_15954_PI399408534	2	0.10820675	0.4059477	-0.06697273	-0.05637455	-0.13700771	0.056373596	35_23144	"Cluster: OSJNBa0088K19.9 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0088K19.9 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XQB5	CHR3V7|COORD:5039938..5044818| PHD finger transcription factor, putative	AT3G14980.1	CHR04V5|COORD:21378606..21371847|protein PHD-finger family protein, expressed	LOC_Os04g35430.1	 no descriptionmoderately similar to ( 218)AT3G14980| Symbols:  | PHD finger transcription factor, putative | chr3:5039938-5044818 REVERSE	RNA.regulation of transcription.PHD finger transcription factor	27_3_63

CUST_550_PI399407379	2	-0.10264301	-1.0904579	-0.4826603	0.18434525	0.33058834	0.10264397	HvRR2									

CUST_79527_PI403524517	2	0.043063164	0.1796751	-0.043063164	-0.43290997	-0.17795467	0.112906456	35_22811	"Cluster: ACT domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: ACT domain containing protein, expressed - Oryza sativa (jap"	UniRef90_Q10P43	CHR1V7|COORD:4226671..4228915| ACR8 (ACT Domain Repeat 8)	AT1G12420.1	CHR03V5|COORD:7794107..7796806|protein ACR8, putative, expressed	LOC_Os03g14370.2	no descriptionvery weakly similar to (94.7)AT1G12420| Symbols: ACR8 | ACR8 (ACT Domain Repeat 8) | chr1:4226671-4228915 REVERSEACT_ACR_1 Rubella_Capsid ACT_UUR-ACR-like	not assigned.no ontology	35_1

CUST_11779_PI404877155	2	0.049672127	0.24906254	-0.03458023	-0.20278263	-0.09572792	0.03458023	Contig5482_at	dsRNA-binding protein ODB1 [Oryza sativa (japonica cultivar-group)]	BAB00641.1	0	0	protein hypothetical protein	Os12g01920	dsRNA-binding protein ODB1	RNA.RNA binding	27_4

CUST_152220_PI403524517	2	0.009300232	0.064590454	-0.05990982	-0.06033039	-0.009299278	0.049152374	35_42549	Rep: Shugoshin-1 - Zea mays (Maize)	UniRef90_Q4QSC8		0	CHR02V5|COORD:34028569..34024960|protein shugoshin-1, putative, expressed	LOC_Os02g55570.1	no descriptionvery weakly similar to (61.2)SGO1_MAIZEShugoshin-1 - Zea mays (Maize)	not assigned.unknown	35_2

CUST_133633_PI403524517	2	0.10952377	0.30509472	0.0019760132	-0.17052078	-0.0019769669	-0.17052078	35_37512	"Cluster: Hypothetical protein P0001A07.7; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0001A07.7 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q5WN02	CHR3V7|COORD:3919598..3921333| tetrahydrofolate dehydrogenase/cyclohydrolase, putative	AT3G12290.1	CHR05V5|COORD:2903788..2906107|protein C-1-tetrahydrofolate synthase, cytoplasmic, putative, expressed	LOC_Os05g05830.2	 no descriptionweakly similar to ( 191)AT3G12290| Symbols:  | tetrahydrofolate dehydrogenase/cyclohydrolase, putative | chr3:3919598-3921333 FORWARDnot assigned not assigned not assigned FolD THF_DHG_CYH PRK10792 THF_DHG_CYH_C 	C1-metabolism	25

CUST_181305_PI403524517	2	0.10226536	0.35219717	0.43171692	-0.10226536	-0.9791918	-0.56922865	35_50416	"Cluster: Os10g0166500 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os10g0166500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IYT1		0	CHR10V5|COORD:4358597..4361358|protein hypothetical protein	LOC_Os10g08460.1	no description	not assigned.unknown	35_2

CUST_18957_PI403524517	2	-0.060162544	0.10952091	-0.10226154	0.117201805	8.9645386E-4	-8.9645386E-4	35_5492	Rep: OSJNBb0004A17.10 protein - Oryza sativa (Rice)	UniRef90_Q7XPH9	CHR5V7|COORD:15457074..15460237| protein kinase family protein	AT5G38560.1	CHR04V5|COORD:34105685..34102288|protein expressed protein	LOC_Os04g57650.1	no description	not assigned.unknown	35_2

CUST_29345_PI399408534	2	0.11227226	-0.112935066	-0.052942276	0.05273533	-0.052734375	0.06398773	35_17287	Rep: Ca2+ binding protein cbp1 - Triticum aestivum (Wheat)	UniRef90_Q0IKM2	CHR1V7|COORD:24366045..24369674| calcium-binding EF hand family protein	AT1G65540.1	CHR02V5|COORD:23869012..23860526|protein calcium-binding mitochondrial protein Anon-60Da, putative, expressed	LOC_Os02g39550.3	no descriptionvery weakly similar to (81.3)AT1G65540| Symbols:  | calcium-binding EF hand family protein | chr1:24366045-24369674 REVERSE	signalling.calcium	30_3

CUST_49768_PI403524517	2	-0.24875736	0.11021519	0.06954765	-0.03316021	0.03316021	-0.034848213	35_14211	Rep: Plasma membrane ATPase - Oryza sativa (Rice)	UniRef90_Q7XPY2	"CHR4V7|COORD:14770826..14775926| AHA2 (Arabidopsis H(+)-ATPase 2); ATPase"	AT4G30190.1	CHR04V5|COORD:33238676..33245863|protein plasma membrane ATPase, putative, expressed	LOC_Os04g56160.1	" no descriptionnearly identical (1467)AT4G30190| Symbols: PMA2, AHA2 | AHA2 (Arabidopsis H(+)-ATPase 2); ATPase | chr4:14770826-14775926 REVERSEnearly identical (1698)PMA1_WHEATPlasma membrane ATPase - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned MgtA PRK10517 ZntA E1-E2_ATPase KdpB zntA PRK01122 PRK10671 Cation_ATPase_N Hydrolase COG4087 "	transport.p- and v-ATPases	34_1

CUST_98113_PI403524517	2	0.006685257	0.08048344	-0.10348606	-0.06373024	-0.0046186447	0.0046186447	35_28015	Rep: Alpha-tubulin - Camellia sinensis (Tea)	UniRef90_Q646H4	CHR1V7|COORD:18521405..18523397| TUA2 (tubulin alpha-2 chain)	AT1G50010.1	CHR03V5|COORD:29476672..29479679|protein tubulin alpha-3 chain, putative, expressed	LOC_Os03g51600.3	no descriptionvery weakly similar to (68.6)AT4G14960| Symbols: TUA6 | TUA6 (tubulin alpha-6 chiain) | chr4:8548765-8550315 REVERSEvery weakly similar to (70.1)TBA_WHEATTubulin alpha chain - Triticum aestivum (Wheat)not assigned alpha_tubulin COG5023	cell.organisation	31_1

CUST_179293_PI403524517	2	-0.069153786	-0.17462826	0.069153786	0.23468494	0.4779787	-0.11906242	35_49864	"Cluster: Putative meiotic serine proteinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative meiotic serine proteinase - Oryza sativa (japonica cultiv"	UniRef90_Q94EF5	CHR4V7|COORD:11017667..11021116| subtilase family protein	AT4G20430.1	CHR01V5|COORD:32777717..32783424|protein peptidase/ subtilase, putative, expressed	LOC_Os01g56320.1	no descriptionmoderately similar to ( 317)AT4G20430| Symbols:  | subtilase family protein | chr4:11017667-11021116 REVERSEPeptidase_S8	protein.degradation.subtilases	29_5_1

CUST_147907_PI403524517	2	0.059729576	-0.371377	-0.014154434	-0.13779259	0.014154434	0.25108242	35_41384	"Cluster: OSJNBa0072K14.9 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0072K14.9 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XVM5	CHR3V7|COORD:9916575..9919748| hydroxyproline-rich glycoprotein family protein	AT3G26910.1	CHR04V5|COORD:19224022..19231337|protein expressed protein	LOC_Os04g32370.1	no description	not assigned.unknown	35_2

CUST_13142_PI404877155	2	0.018507004	-0.19350052	-0.0028772354	0.049891472	0.0028762817	-0.019784927	Contig6850_at	2-isopropylmalate synthase A (Alpha-isopropylmalate synthase A) (Alpha-IPM synthetase A)	O04973	2-isopropylmalate synthase 1 (IMS1)	At1g74040.1	protein 2-isopropylmalate synthase	Os11g04670	2-isopropylmalate synthase B	amino acid metabolism.synthesis.branched chain group.leucine specific	13_1_4_4

CUST_93003_PI403524517	2	-0.0315547	0.007945061	-0.007945061	-0.13867712	1.3007803	0.12711906	35_26592	"Cluster: Os09g0498600 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0498600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J0N9	"CHR5V7|COORD:25760668..25764606| HEN4 (HUA ENHANCER 4); nucleic acid binding"	AT5G64390.1	CHR09V5|COORD:19279445..19285663|protein nucleic acid binding protein, putative, expressed	LOC_Os09g32300.3	"no descriptionweakly similar to ( 112)AT5G64390| Symbols: HEN4 | HEN4 (HUA ENHANCER 4); nucleic acid binding | chr5:25760668-25764606 FORWARDnot assigned PCBP_like_KH KH_1 KH-I"	not assigned.no ontology	35_1

CUST_8493_PI403524517	2	0.15281963	0.061091423	-0.16718769	-0.06109047	-0.092969894	0.12116051	35_2373	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_1664_PI403524517	2	0.005560875	-0.005560875	0.032421112	0.024652481	-0.008775711	-0.009357452	35_439	"Cluster: Putative synaptic glycoprotein SC2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative synaptic glycoprotein SC2 - Oryza sativa (japonica"	UniRef90_Q5ZED1	"CHR3V7|COORD:20532163..20533833| ATTSC13/CER10/ECR/TSC13 (ENOYL-COA REDUCTASE); 3-oxo-5-alpha-steroid 4-dehydrogenase/ fatty acid"	AT3G55360.1	CHR01V5|COORD:2708230..2704300|protein synaptic glycoprotein SC2, putative, expressed	LOC_Os01g05670.1	" no descriptionhighly similar to ( 525)AT3G55360| Symbols: ECR, CER10, ATTSC13, TSC13 | ATTSC13/CER10/ECR/TSC13 (ENOYL-COA REDUCTASE); 3-oxo-5-alpha-steroid 4-dehydrogenase/ fatty acid elongase/ trans-2-enoyl-CoA reductase (NADPH) | chr3:20532163-20533833 REVERSEnot assigned not assigned not assigned Steroid_dh "	lipid metabolism.'exotics' (steroids, squalene etc).trans-2-enoyl-CoA reductase (NADPH)	11_8_7

CUST_5191_PI404877155	2	0.15505409	0.21491909	-0.16191101	-0.026630402	-0.049900055	0.026630402	Contig1672_at	alanine aminotransferase [Oryza sativa (indica cultivar-group)]	AAO84040.1	glutamate:glyoxylate aminotransferase 2 (GGT2)	At1g70580.1	protein expressed protein	Os07g01760	alanine aminotransferase	amino acid metabolism.degradation.branched chain group.isoleucine	13_2_4_5

CUST_99323_PI403524517	2	0.09586573	0.32561398	-0.0958662	-0.7242775	-0.57218266	1.1334763	35_28350	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_116342_PI403524517	2	0.10628033	-0.031248093	-0.14917564	0.031248093	-0.04432392	0.065776825	35_32985	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_2722_PI404877155	2	0.124479294	-0.5170107	-0.10022259	0.115216255	0.10022259	-0.20993233	Contig1314_s_at	Ferredoxin, chloroplast precursor pir||FEWT ferredoxin [2Fe-2S] precursor - wheat emb|CAA52980.1| ferredoxin [Triticum aestivum]	P00228	ferredoxin, chloroplast (PETF)	At1g60950.1	protein ferredoxin i, chloroplast precursor (anti-disease protein 1)	Os08g01380	Ferredoxin, chloroplast	PS.lightreaction.other electron carrier (ox/red).ferredoxin	1_01_05_02

CUST_52362_PI403524517	2	0.12220669	-0.14896774	0.28906107	-0.038856506	-0.1934824	0.038856506	35_14922	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_98614_PI403524517	2	-0.16442394	0.108675	-0.14937449	1.3121119	-0.07170582	0.071706295	35_28151	"Cluster: Hypersensitive-induced reaction protein 4; n=2; BEP clade|Rep: Hypersensitive-induced reaction protein 4 - Hordeum vulgare var. distichum (Two-rowed ba"	UniRef90_Q8H1V6	CHR5V7|COORD:20966737..20968460| band 7 family protein	AT5G51570.1	CHR06V5|COORD:1912028..1908664|protein hypersensitive-induced reaction protein 4, putative, expressed	LOC_Os06g04460.1	no descriptionmoderately similar to ( 214)AT5G51570| Symbols:  | band 7 family protein | chr5:20966737-20968460 FORWARDnot assigned Band_7_4 Band_7 Band_7_stomatin_like HflC Band_7 Band_7_HflK	not assigned.no ontology	35_1

CUST_5999_PI403524517	2	0.15585232	-0.44721413	-0.2119422	0.23931694	0.18728447	-0.15585184	35_1658	"Cluster: Succinate dehydrogenase subunit 3; n=1; Triticum aestivum|Rep: Succinate dehydrogenase subunit 3 - Triticum aestivum (Wheat)"	UniRef90_Q7XYC5	0	0	CHR07V5|COORD:20125344..20127139|protein succinate dehydrogenase subunit 3, putative, expressed	LOC_Os07g33680.1	no descriptionSQR_TypeC_SdhC	not assigned.unknown	35_2

CUST_157969_PI403524517	2	0.27475882	-0.15491676	0.10012531	-0.09213352	0.022078991	-0.022079468	35_44101	Rep: Fasciclin-like protein FLA16 - Triticum aestivum (Wheat)	UniRef90_Q06I90	CHR5V7|COORD:752897..753637| FLA11 (fasciclin-like arabinogalactan-protein 11)	AT5G03170.1	CHR05V5|COORD:3694910..3693781|protein fasciclin-like arabinogalactan protein 7 precursor, putative, expressed	LOC_Os05g07060.1	no descriptionweakly similar to ( 148)AT5G03170| Symbols: FLA11 | FLA11 (fasciclin-like arabinogalactan-protein 11) | chr5:752897-753637 REVERSEnot assigned not assigned not assigned not assigned Fasciclin FAS1 COG2335	cell wall.cell wall proteins.AGPs	10_5_1

CUST_1810_PI404877155	2	0.035279274	-0.5055733	0.005264282	0.016861916	-0.005264282	-0.14334393	Contig12035_at	mitochondrial substrate carrier family protein [Arabidopsis thaliana]	NP_194348.1	mitochondrial substrate carrier family protein	At4g26180.1	protein Mitochondrial carrier protein, putative	Os02g13300	NONE	transport.metabolite transporters at the mitochondrial membrane	34_9

CUST_92200_PI403524517	2	0.014284134	-0.16972065	0.23704338	-0.060001373	0.17100143	-0.014285088	35_26365	"Cluster: Uncharacterized plant-specific domain TIGR01627 family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Uncharacterized plant-speci"	UniRef90_Q2R441	"CHR1V7|COORD:25217781..25218656| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G27930.1); similar to hypothetical protein MA4_111B14.64 [Musa"	AT1G67330.1	CHR11V5|COORD:16781300..16782677|protein plant-specific domain TIGR01627 family protein, expressed	LOC_Os11g29780.1	" no descriptionvery weakly similar to (86.3)AT1G67330| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G27930.1); similar to hypothetical protein MA4_111B14.64 [Musa acuminata] (GB:ABF72010.1); contains InterPro domain Protein of unknown function DUF579, plant; (InterPro:IPR006514) | chr1:25217781-25218656 FORWARDDUF579 "	not assigned.unknown	35_2

CUST_30107_PI399408534	2	-0.018654823	0.36818886	0.23226166	-0.11048126	0.018655777	-0.07413864	35_18995	"Cluster: DHHC zinc finger domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: DHHC zinc finger domain containing protein, exp"	UniRef90_Q2QQX2	CHR3V7|COORD:19086697..19088945| zinc finger (DHHC type) family protein	AT3G51390.1	CHR12V5|COORD:17613370..17617950|protein metal ion binding protein, putative, expressed	LOC_Os12g29560.1	no descriptionmoderately similar to ( 308)AT3G51390| Symbols:  | zinc finger (DHHC type) family protein | chr3:19086697-19088945 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned COG5273 zf-DHHC	RNA.regulation of transcription.unclassified	27_3_99

CUST_11187_PI403524517	2	0.24794722	-0.1502285	-0.05782938	0.057829857	0.42055035	-0.43708658	35_3170	"Cluster: Putative PrMC3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative PrMC3 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q67J10	"CHR1V7|COORD:18379365..18380312| similar to cell death associated protein-related [Arabidopsis thaliana] (TAIR:AT1G49650.1); similar to CXE carboxylesterase"	AT1G49640.1	CHR09V5|COORD:17413086..17414590|protein gibberellin receptor GID1L2, putative, expressed	LOC_Os09g28620.1	"no descriptionweakly similar to ( 128)AT1G49640| Symbols:  | similar to cell death associated protein-related [Arabidopsis thaliana] (TAIR:AT1G49650.1); similar to CXE carboxylesterase [Malus pumila] (GB:ABB89010.1); contains InterPro domain Esterase/lipase/thioesterase; (InterPro:IPR000379); contains InterPro domain Alpha/beta hydrolase fold-3; (InterPro:IPR013094) | chr1:18379365-18380312 REVERSEvery weakly similar to (75.1)GID1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Abhydrolase_3 Aes COesterase Esterase_lipase PnbA Herpes_BLLF1 PRK10162 HPC2 PRK12678 DAP2"	not assigned.no ontology	35_1

CUST_5947_PI403524517	2	0.0014123917	-0.25799465	-0.008049965	-0.0014123917	0.028076172	0.021402359	35_1641	Rep: BLE1 protein - Oryza sativa (Rice)	UniRef90_Q8S937	CHR1V7|COORD:28598245..28598874| similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE89059.1)	AT1G76200.1	CHR05V5|COORD:1240019..1237248|protein expressed protein	LOC_Os05g03150.1	no descriptionvery weakly similar to (66.6)AT1G76200| Symbols:  | similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE89059.1) | chr1:28598245-28598874 FORWARD	not assigned.unknown	35_2

CUST_498_PI399408534	2	-0.026350021	-0.18930149	0.026349068	0.075193405	-0.044320107	0.13956165	35_459	"Cluster: ARF GAP-like zinc finger-containing protein ZIGA2, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: ARF GAP-like zinc finger-conta"	UniRef90_Q10N88	"CHR3|COORD:19914291..19916494| similar to arabidopsis pde1 suppressor 1 protein (ASP1) [Arabidopsis thaliana] (TAIR:At2g37550.1); similar to CG4237-PA [Drosophi"	AT3G53710.2	CHR03V5|COORD:9437984..9433882|protein DNA binding protein, putative, expressed	LOC_Os03g17020.2	"no descriptionmoderately similar to ( 398)AT3G53710| Symbols: AGD6 | AGD6; DNA binding | chr3:19914708-19916397 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned ArfGap COG5347 ArfGap PRK07003 PRK07764 PRK12323 APC_basic PRK12678 TT_ORF1 Atrophin-1 DUF1509"	signalling.G-proteins	30_5

CUST_128193_PI403524517	2	-0.22241306	0.18385601	0.01684761	0.099443436	-0.23726845	-0.01684761	35_36039	0	0		0	CHR06V5|COORD:25697744..25701600|protein esterase/lipase/thioesterase, putative, expressed	LOC_Os06g42730.1	no description	not assigned.unknown	35_2

CUST_164690_PI403524517	2	0.16368914	0.22502804	0.27803993	-0.16368961	-0.29271984	-0.72480106	35_45902	Rep: Hypothetical protein - Gibberella zeae (Fusarium graminearum)	UniRef90_Q4IQN1		0	0	0	no description	not assigned.unknown	35_2

CUST_80615_PI403524517	2	-0.005359173	0.1882081	0.026917458	-0.32757807	0.005359173	-0.4493127	35_23120	"Cluster: Putative Spo76 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Spo76 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5VMT5	CHR1V7|COORD:29157784..29167856| binding	AT1G77600.1	CHR01V5|COORD:38008557..37993557|protein HEAT repeat family protein, expressed	LOC_Os01g64900.1	no descriptionvery weakly similar to (56.6)AT1G77600| Symbols:  | binding | chr1:29157784-29167856 REVERSE	not assigned.unknown	35_2

CUST_57587_PI403524517	2	-0.21505356	-0.0081214905	0.36754417	0.08038902	-0.17007351	0.008122444	35_16417	Rep: RNA-binding protein - Triticum aestivum (Wheat)	UniRef90_Q9AXN2	"CHR3V7|COORD:9673190..9674292| ATRZ-1A; RNA binding / nucleotide binding"	AT3G26420.1	CHR03V5|COORD:35076279..35073046|protein glycine-rich RNA-binding protein 8, putative, expressed	LOC_Os03g61990.5	"no descriptionweakly similar to ( 148)AT3G26420| Symbols: ATRZ-1A | ATRZ-1A; RNA binding / nucleotide binding | chr3:9673190-9674292 FORWARDweakly similar to ( 111)GRP1_DAUCAGlycine-rich RNA-binding protein - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG0724 RRM RRM_1 Extensin_2 PRK12678 Plasmodium_HRP Tymo_45kd_70kd"	RNA.RNA binding	27_4

CUST_1620_PI399408534	2	0.032949448	-0.032948494	0.11483097	-0.05738449	-0.6428838	0.123784065	35_37857	"Cluster: Putative transcriptional regulator; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative transcriptional regulator - Oryza sativa (japonica cultiv"	UniRef90_Q60EX7	CHR3V7|COORD:1802441..1807290| homeotic gene regulator, putative	AT3G06010.1	CHR05V5|COORD:2537189..2526610|protein ATP binding protein, putative, expressed	LOC_Os05g05230.1	 no descriptionmoderately similar to ( 216)AT5G19310| Symbols:  | homeotic gene regulator, putative | chr5:6498908-6503434 FORWARDnot assigned 	RNA.regulation of transcription.Chromatin Remodeling Factors	27_3_44

CUST_181019_PI403524517	2	-0.070068836	0.18237782	0.013449192	-0.013449192	-0.11555958	0.49956512	35_50340	"Cluster: Cytidine/deoxycytidylate deaminase-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Cytidine/deoxycytidylate deaminase-like protein - Ory"	UniRef90_Q6ERC2	CHR5V7|COORD:8448883..8451049| hydrolase/ zinc ion binding	AT5G24670.1	CHR09V5|COORD:2221909..2211165|protein hydrolase/ zinc ion binding protein, putative, expressed	LOC_Os09g04210.3	no descriptionweakly similar to ( 124)AT5G24670| Symbols:  | hydrolase/ zinc ion binding | chr5:8448883-8451049 FORWARDnot assigned	nucleotide metabolism.deoxynucleotide metabolism.cytosine deaminase	23_5_3

CUST_4731_PI399408534	2	-0.27849388	0.7309694	-0.13160133	0.057383537	0.04091549	-0.040914536	35_15976	"Cluster: EF-hand Ca2+-binding protein CCD1; n=1; Triticum aestivum|Rep: EF-hand Ca2+-binding protein CCD1 - Triticum aestivum (Wheat)"	UniRef90_Q9LLM1	"CHR5V7|COORD:22138684..22139067| PBP1 (PINOID-BINDING PROTEIN 1); calcium ion binding"	AT5G54490.1	CHR06V5|COORD:28482811..28483626|protein EF-hand Ca2+-binding protein CCD1, putative, expressed	LOC_Os06g46950.1	 no descriptionweakly similar to ( 102)AT2G46600| Symbols:  | calcium-binding protein, putative | chr2:19143141-19143548 FORWARDnot assigned not assigned not assigned PRK12323 FAP PRK07764 	signalling.calcium	30_3

CUST_110038_PI403524517	2	-0.06554508	0.77954674	0.06554508	-0.0996151	-0.07286739	0.079995155	35_31265	"Cluster: Hypothetical protein OSJNBa0059E14.16; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0059E14.16 - Oryza sativa (japonica"	UniRef90_Q84M53	CHR1V7|COORD:23241239..23242177| invertase/pectin methylesterase inhibitor family protein	AT1G62760.1	CHR05V5|COORD:25916504..25914753|protein spidroin 1, putative	LOC_Os05g44720.1	no description	not assigned.unknown	35_2

CUST_16961_PI403524517	2	0.19355488	0.02017212	-0.02017212	-0.07004738	-0.029970169	0.153368	35_4901	"Cluster: Chloroplast RelA homologue 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Chloroplast RelA homologue 1 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q9AYT5	"CHR4V7|COORD:985451..991178| RSH1 (RELA-SPOT HOMOLOG); catalytic"	AT4G02260.1	CHR03V5|COORD:12674079..12685290|protein relA-SpoT like protein RSH1, putative, expressed	LOC_Os03g22160.1	" no descriptionweakly similar to ( 111)AT4G02260| Symbols: AT-RSH1, RSH1 | RSH1 (RELA-SPOT HOMOLOG); catalytic | chr4:985451-991178 FORWARD"	not assigned.no ontology	35_1

CUST_163568_PI403524517	2	0.20111275	0.024635315	-0.008649826	-0.14102459	0.00865078	-0.11785221	35_45610	"Cluster: Hypothetical protein OSJNBa0065C11.1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0065C11.1 - Oryza sativa (japonica cu"	UniRef90_Q5W6X5	CHR3V7|COORD:2624700..2626885| metal transporter family protein	AT3G08650.1	CHR05V5|COORD:14528126..14519682|protein metal ion transporter, putative, expressed	LOC_Os05g25194.2	no descriptionmoderately similar to ( 210)AT3G08650| Symbols:  | metal transporter family protein | chr3:2624700-2627314 REVERSEnot assigned COG0428 PRK04201 Zip	transport.metal	34_12

CUST_27640_PI399408534	2	0.12533951	0.07460594	-0.051044464	-0.00356102	0.0035619736	-0.028529167	35_14698	"Cluster: Putative tRNA modification GTPase trmE; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative tRNA modification GTPase trmE - Oryza sativa (japonic"	UniRef90_Q6Z9X4	CHR1V7|COORD:29338429..29341191| tRNA modification GTPase, putative	AT1G78010.1	CHR08V5|COORD:19323595..19327600|protein tRNA modification GTPase trmE, putative, expressed	LOC_Os08g31460.1	 no descriptionvery weakly similar to (55.8)AT1G78010| Symbols:  | tRNA modification GTPase, putative | chr1:29338429-29341191 FORWARD	signalling.G-proteins	30_5

CUST_17_PI404877155	2	-0.04327917	0.3831377	0.04327917	-0.22084856	-0.2535038	0.09397411	AF085166_x_at	receptor-like kinase [Hordeum vulgare]	AAD44031.1	protein kinase, putative	At1g66910.1	protein TAK14	Os01g02800	serine/threonine protein kinase family protein, contains Pfam PF00069: Protein kinase domain	signalling.receptor kinases.wheat LRK10 like	30_2_20

CUST_18744_PI404877155	2	0.29118156	-0.803566	-0.5921831	0.123241425	-0.11233902	0.11233997	HVSMEn0002B08r2_at	putative fatty acid elongase 3-ketoacyl-CoA synthase [Oryza sativa (japonica cultivar-group)] gb|AAP54239.1| putative fatty acid elongase 3-	NP_921952.1	beta-ketoacyl-CoA synthase family protein	At2g28630.1	protein putative fatty acid elongase	Os10g33370	beta-ketoacyl-CoA synthase family protein, similar to GB:AAC99312 from (Arabidopsis thaliana) (Plant J. (1999) In press)	lipid metabolism.FA synthesis and FA elongation.beta ketoacyl CoA synthase	11_1_10

CUST_10153_PI399408534	2	0.094947815	-0.5892134	-0.410532	0.2559185	-0.09494877	0.20123196	35_37514	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53PX0	CHR5V7|COORD:7571638..7577665| PHD finger family protein	AT5G22760.1	CHR11V5|COORD:2252027..2243564|protein PHD-finger family protein, expressed	LOC_Os11g05130.2	no descriptionvery weakly similar to (62.8)AT5G22760| Symbols:  | PHD finger family protein | chr5:7571638-7577665 FORWARD	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_1973_PI403524517	2	0.14453888	-0.7671013	-0.54971695	0.048736572	0.16967583	-0.048736572	35_524	"Cluster: Putaive subtilisin-like proteinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putaive subtilisin-like proteinase - Oryza sativa (japonica cultiv"	UniRef90_Q75I27	"CHR5V7|COORD:26889418..26891691| ARA12; subtilase"	AT5G67360.1	CHR03V5|COORD:22657565..22660748|protein subtilisin-like protease precursor, putative, expressed	LOC_Os03g40830.1	"no descriptionhighly similar to ( 599)AT5G67360| Symbols: ARA12 | ARA12; subtilase | chr5:26889418-26891691 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PA_subtilisin_like PA AprE Peptidase_S8 APC_basic PRK07003 PRK12678 PRK07764 Tymo_45kd_70kd PA Herpes_BLLF1 IER"	protein.degradation.subtilases	29_5_1

CUST_83630_PI403524517	2	0.27768135	0.02543068	-0.07798672	-0.008171082	-0.052355766	0.008170128	35_23977	"Cluster: Hypothetical protein P0702D12.28; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0702D12.28 - Oryza sativa (japonica cultivar-g"	UniRef90_Q9FYN7	CHR3V7|COORD:23049491..23051366| protein phosphatase 2C, putative / PP2C, putative	AT3G62260.1	CHR01V5|COORD:10804859..10802289|protein protein phosphatase 2C isoform beta, putative, expressed	LOC_Os01g19130.1	 no descriptionmoderately similar to ( 226)AT3G62260| Symbols:  | protein phosphatase 2C, putative / PP2C, putative | chr3:23049491-23051366 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned PP2Cc PP2Cc PP2C PTC1 	protein.postranslational modification	29_4

CUST_91348_PI403524517	2	0.0022039413	0.21285725	-0.026290894	-0.11620903	-0.0022039413	0.040550232	35_26120	"Cluster: Putative U4/U6.U5 tri-snRNP-associated 65 kDa protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative U4/U6.U5 tri-snRNP-associated 65 kDa p"	UniRef90_Q69MX3	CHR4V7|COORD:11804085..11806951| ubiquitin carboxyl-terminal hydrolase family protein	AT4G22350.1	CHR09V5|COORD:14398473..14393486|protein USP39 protein, putative, expressed	LOC_Os09g24250.1	no descriptionweakly similar to ( 175)AT4G22285| Symbols:  | ubiquitin thiolesterase/ zinc ion binding | chr4:11779075-11781910 REVERSEnot assigned not assigned not assigned not assigned Peptidase_C19M Peptidase_C19 Peptidase_C19R UBP12 UCH	protein.degradation.ubiquitin.ubiquitin	29_5_11_1

CUST_166111_PI403524517	2	0.19251156	0.028391838	-0.14227486	-0.028391838	0.219594	-0.03884411	35_46277	"Cluster: Homeodomain-leucine zipper transcription factor TaHDZipI-1; n=1; Triticum aestivum|Rep: Homeodomain-leucine zipper transcription factor"	UniRef90_Q27W78	"CHR5V7|COORD:26119683..26121443| ATHB5 (ARABIDOPSIS THALIANA HOMEOBOX PROTEIN 5); transcription factor"	AT5G65310.1	CHR09V5|COORD:17902178..17903900|protein homeobox-leucine zipper protein ATHB-6, putative, expressed	LOC_Os09g29460.1	no description	not assigned.unknown	35_2

CUST_5092_PI399408534	2	0.18096638	0.6254387	-0.053152084	-0.30382824	-0.20955467	0.053152084	35_6887	"Cluster: OSJNBa0028I23.5 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0028I23.5 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XMH7	"CHR4V7|COORD:11389230..11393101| ARK3 (Arabidopsis Receptor Kinase 3); kinase"	AT4G21380.1	CHR04V5|COORD:20591822..20594248|protein serine/threonine-protein kinase receptor precursor, putative	LOC_Os04g34300.1	"no descriptionweakly similar to ( 120)AT4G21380| Symbols: ARK3 | ARK3 (Arabidopsis Receptor Kinase 3); kinase | chr4:11389230-11393101 REVERSEweakly similar to ( 139)SLSG6_BRAOLS-locus-specific glycoprotein S6 precursor - Brassica oleracea (Wild cabbage)B_lectin B_lectin B_lectin"	signalling.receptor kinases.S-locus glycoprotein like	30_2_24

CUST_27089_PI403524517	2	0.31794548	-0.28719902	-0.057751656	0.13920403	-0.08771801	0.057751656	35_7845	"Cluster: Cytidine/deoxycytidylate deaminase-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Cytidine/deoxycytidylate deaminase-like protein - Ory"	UniRef90_Q6ERC2	CHR5V7|COORD:8448883..8451049| hydrolase/ zinc ion binding	AT5G24670.1	CHR09V5|COORD:2221909..2211165|protein hydrolase/ zinc ion binding protein, putative, expressed	LOC_Os09g04210.3	no descriptionweakly similar to ( 152)AT5G24670| Symbols:  | hydrolase/ zinc ion binding | chr5:8448883-8451049 FORWARDnot assigned CumB nucleoside_deaminase PRK10860	nucleotide metabolism.deoxynucleotide metabolism.cytosine deaminase	23_5_3

CUST_62245_PI403524517	2	0.009959221	0.9026022	0.057761192	-0.19601345	-0.058802605	-0.009959221	35_17749	Rep: H0818H01.12 protein - Oryza sativa (Rice)	UniRef90_Q259P4	CHR3V7|COORD:6747606..6748910| reticulon family protein (RTNLB11)	AT3G19460.1	CHR04V5|COORD:33947430..33950421|protein reticulon, putative, expressed	LOC_Os04g57420.1	no descriptionnot assigned Reticulon	not assigned.unknown	35_2

CUST_88298_PI403524517	2	0.30341625	0.27633286	-0.014524937	0.0145254135	-0.021063805	-0.10268307	35_25279	Rep: F20D21.35 protein - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q9SLI0	CHR1V7|COORD:24435305..24436561| harpin-induced protein-related / HIN1-related / harpin-responsive protein-related	AT1G65690.1	CHR04V5|COORD:34379690..34378580|protein NHL25, putative, expressed	LOC_Os04g58090.1	no descriptionweakly similar to ( 128)AT1G65690| Symbols:  | harpin-induced protein-related / HIN1-related / harpin-responsive protein-related | chr1:24435305-24436561 REVERSEnot assigned Hin1 PRK12323	not assigned.no ontology	35_1

CUST_71859_PI403524517	2	0.18870735	-0.326746	-0.10285473	0.2366867	0.10285568	-0.11562157	35_20600	"Cluster: Chemocyanin, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Chemocyanin, putative, expressed - Oryza sativa (japonica cultivar-g"	UniRef90_Q10NT8	"CHR2V7|COORD:826629..827719| ARPN (PLANTACYANIN); copper ion binding"	AT2G02850.1	CHR03V5|COORD:8375622..8376498|protein chemocyanin precursor, putative, expressed	LOC_Os03g15340.1	"no descriptionweakly similar to ( 110)AT2G02850| Symbols: ARPN | ARPN (PLANTACYANIN); copper ion binding | chr2:826629-827719 REVERSEweakly similar to ( 119)BABL_LILLOChemocyanin precursor - Lilium longiflorum (Trumpet lily)Cu_bind_like"	misc.plastocyanin-like	26_19

CUST_166232_PI403524517	2	0.06851864	-0.06851816	0.1929512	0.20509195	-0.10048342	-0.3155632	35_46309	"Cluster: Hypothetical protein B1070A12.11; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1070A12.11 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5ZAK9	"CHR2V7|COORD:6856879..6858963| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G34420.1); similar to At2g15730 [Medicago truncatula]"	AT2G15730.1	CHR01V5|COORD:33571552..33575256|protein expressed protein	LOC_Os01g57550.2	"no descriptionvery weakly similar to (68.6)AT4G34420| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G15730.1); similar to At2g15730 [Medicago truncatula] (GB:ABE83382.1); contains domain P-loop containing nucleoside triphosphate hydrolases (SSF52540) | chr4:16456601-16460530 FORWARD"	not assigned.unknown	35_2

CUST_60576_PI403524517	2	-0.14175224	0.72329426	0.1273861	-0.14364624	0.020216942	-0.020217896	35_17270	Rep: POT family protein, expressed - Oryza sativa (japonica cultivar-group)	UniRef90_Q336M5	"CHR2V7|COORD:487541..489706| ATPTR2-B (NITRATE TRANSPORTER 1); transporter"	AT2G02040.1	CHR10V5|COORD:22785007..22788063|protein peptide transporter PTR2, putative, expressed	LOC_Os10g42870.1	" no descriptionmoderately similar to ( 485)AT2G02040| Symbols: PTR2-B, NTR1, ATPTR2-B | ATPTR2-B (NITRATE TRANSPORTER 1); transporter | chr2:487541-489706 FORWARDnot assigned not assigned PTR2 PTR2 tppB MFS_1 "	transport.peptides and oligopeptides	34_13

CUST_161075_PI403524517	2	-0.03282547	0.3217678	0.14767694	0.03282547	-0.25301456	-0.057859898	35_44943	"Cluster: BNR repeat domain protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: BNR repeat domain protein-like - Oryza sativa (japonica cultivar-group"	UniRef90_Q8S160	CHR5V7|COORD:3718914..3721126| UVB-resistance protein-related / regulator of chromosome condensation (RCC1) family protein	AT5G11580.1	CHR01V5|COORD:30578317..30581803|protein BNR repeat domain protein, putative, expressed	LOC_Os01g52630.1	no description	not assigned.unknown	35_2

CUST_170952_PI403524517	2	0.044065475	0.116791725	-0.038290024	-0.03998947	0.025854588	-0.025855064	35_47617	"Cluster: Putative UDP-glucose:glycoprotein glucosyltransferase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative UDP-glucose:glycoprotein glucosyltrans"	UniRef90_Q6ESI8	CHR1V7|COORD:26845326..26855392| UDP-glucose:glycoprotein glucosyltransferase/ transferase, transferring glycosyl groups / transferase,	AT1G71220.1	CHR02V5|COORD:26937222..26945553|protein UDP-glucose glycoprotein glucosyltransferase 1 precursor, putative, expressed	LOC_Os02g44510.3	 no descriptionweakly similar to ( 101)AT1G71220| Symbols:  | UDP-glucose:glycoprotein glucosyltransferase/ transferase, transferring glycosyl groups / transferase, transferring hexosyl groups | chr1:26845326-26855392 FORWARDnot assigned 	protein.glycosylation	29_7

CUST_54719_PI403524517	2	0.45096922	-0.082519054	0.043617725	-0.04361725	-0.23936605	0.07424545	35_15574	"Cluster: Fructose-6-phosphate-2-kinase/fructose-2, 6-bisphosphatase; n=3; Oryza sativa|Rep: Fructose-6-phosphate-2-kinase/fructose-2,"	UniRef90_Q8W170	"CHR1V7|COORD:2178362..2183979| F2KP (FRUCTOSE-2,6-BISPHOSPHATASE); fructose-2,6-bisphosphate 2-phosphatase"	AT1G07110.1	CHR05V5|COORD:3741132..3749474|protein fructose-6-phosphate-2-kinase/fructose-2, 6-bisphosphatase, putative, expressed	LOC_Os05g07130.2	" no descriptionmoderately similar to ( 445)AT1G07110| Symbols: ATF2KP, FKFBP, F2KP | F2KP (FRUCTOSE-2,6-BISPHOSPHATASE); fructose-2,6-bisphosphate 2-phosphatase | chr1:2178362-2183979 REVERSEnot assigned 6PF2K "	glycolysis.Fruc2,6BisPase	4_6

CUST_73975_PI403524517	2	0.025571823	0.09699249	-0.02911663	-0.21298647	-0.02557087	0.041576385	35_21215	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_8753_PI404877155	2	0.012448311	0.8659458	-0.17162132	-0.012447357	-0.37398148	0.24440002	Contig26195_at	unnamed protein product [Lotus corniculatus var. japonicus]	BAC41324.1	calmodulin-binding protein-related	At2g38800.1	protein expressed protein	Os05g31690	calmodulin-binding protein-related, contains similarity to potato calmodulin-binding protein PCBP GI:17933110 from (Solanum tuberosum)	signalling.calcium	30_3

CUST_150071_PI403524517	2	0.0134420395	0.122962	-0.0134420395	-0.028053284	-0.040083885	0.10572815	35_41982	"Cluster: Hypothetical protein OSJNBa0050H14.18; n=3; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0050H14.18 - Oryza sativa (japonica"	UniRef90_Q8GRU4	"CHR2V7|COORD:11195221..11197657| CID7; ATP binding / damaged DNA binding"	AT2G26280.1	CHR03V5|COORD:4182429..4189420|protein ataxin-2 C-terminal region family protein, expressed	LOC_Os03g08270.6	"no descriptionvery weakly similar to (68.9)AT2G26280| Symbols: CID7 | CID7; ATP binding / damaged DNA binding | chr2:11195221-11197657 REVERSE"	DNA.synthesis/chromatin structure	28_1

CUST_71758_PI403524517	2	0.030732155	0.04324341	-0.08513832	-0.03648472	-0.022097588	0.022097588	35_20568	"Cluster: Putative exo-1,3-beta-glucanase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative exo-1,3-beta-glucanase - Oryza sativa (japonica"	UniRef90_Q94ED2	CHR5|COORD:7107378..7111311| glycosyl hydrolase family 3 protein, beta-D-glucan exohydrolase, Nicotiana tabacum, EMBL:AB017502	AT5G20950.2	CHR01V5|COORD:32912991..32907558|protein periplasmic beta-glucosidase precursor, putative, expressed	LOC_Os01g56510.5	no descriptionmoderately similar to ( 468)AT5G20950| Symbols:  | glycosyl hydrolase family 3 protein | chr5:7107611-7110777 REVERSEGlyco_hydro_3 BglX Glyco_hydro_3_C	cell wall.degradation.cellulases and beta -1,4-glucanases	10_6_1

CUST_65637_PI403524517	2	0.12574482	-0.10701752	-0.05848503	0.058485985	0.11872482	-0.09439087	35_18748	Rep: Phytoene synthase - Oryza sativa (Rice)	UniRef90_Q6KBZ6	"CHR5|COORD:5659551..5662467| similar to phytoene synthase [Capsicum annuum] (GB:CAA48155.1); contains InterPro domain Squalene/phytoene synthase"	AT5G17230.2	CHR06V5|COORD:31054928..31050973|protein phytoene synthase, chloroplast precursor, putative, expressed	LOC_Os06g51290.3	 no descriptionmoderately similar to ( 225)AT5G17230| Symbols: PSY | PSY (PHYTOENE SYNTHASE) | chr5:5659841-5662089 REVERSEmoderately similar to ( 251)PSY_MAIZEPhytoene synthase, chloroplast precursor - Zea mays (Maize)not assigned SQS_PSY Trans_IPPS_HH ERG9 Isoprenoid_Biosyn_C1 Trans_IPPS 	secondary metabolism.isoprenoids.carotenoids.phytoene synthase	16_1_4_1

CUST_87358_PI403524517	2	0.29940462	-0.517858	-0.31131124	-0.13829899	2.3108888	0.13829899	35_25011	Rep: OSIGBa0106G07.6 protein - Oryza sativa (Rice)	UniRef90_Q01IX8	"CHR3V7|COORD:5243703..5245044| ATNAC2 (Arabidopsis thaliana NAC domain containing protein 2); transcription factor"	AT3G15510.1	CHR04V5|COORD:23570322..23571170|protein hypothetical protein	LOC_Os04g39960.1	no description	not assigned.unknown	35_2

CUST_79186_PI403524517	2	0.05864811	-0.07767391	-0.05864811	-0.16680813	0.08918095	0.0994606	35_22713	"Cluster: Putative pyrophosphate-dependent phosphofructo-1-kinase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative pyrophosphate-dependent phosphofruct"	UniRef90_Q5VMJ5	CHR4V7|COORD:13301103..13304039| phosphofructokinase family protein	AT4G26270.1	CHR06V5|COORD:2682782..2677979|protein 6-phosphofructokinase, putative, expressed	LOC_Os06g05860.1	no descriptionhighly similar to ( 513)AT4G26270| Symbols:  | phosphofructokinase family protein | chr4:13301103-13304039 REVERSEvery weakly similar to (76.6)PFPB_RICCOPyrophosphate--fructose 6-phosphate 1-phosphotransferase subunit beta - Ricinus communis (Castor bean)not assigned PRK06830 PfkA PRK03202 PFK PFK Bacterial_PFK PRK06555 PRK07085 Pyrophosphate_PFK Eukaryotic_PFK	glycolysis.PPFK	4_4

CUST_37086_PI403524517	2	0.07190704	0.23324108	0.03131199	-0.1998663	-0.031312943	-0.22812366	35_10684	"Cluster: Os06g0632700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os06g0632700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DAT1	0	0	CHR06V5|COORD:25644230..25640391|protein transposon protein, putative, Mutator sub-class, expressed	LOC_Os06g42640.3	no description	not assigned.unknown	35_2

CUST_80089_PI403524517	2	-0.06814575	0.46131897	0.06814575	-0.3092885	-0.0868721	0.10450745	35_22970	0	0	CHR4V7|COORD:1295751..1298354| elongation factor Tu, putative / EF-Tu, putative	AT4G02930.1	0	0	no description	not assigned.unknown	35_2

CUST_52457_PI403524517	2	0.16357422	0.4404297	0.10068512	-0.18432236	-0.2441616	-0.100684166	35_14947	"Cluster: RNA binding protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: RNA binding protein, putative, expressed - Oryza sativa (jap"	UniRef90_Q2QSR7	CHR1V7|COORD:3015475..3018037| catalytic/ coenzyme binding	AT1G09340.1	CHR12V5|COORD:13100965..13103633|protein RNA binding protein, putative, expressed	LOC_Os12g23180.1	no descriptionhighly similar to ( 593)AT1G09340| Symbols:  | catalytic/ coenzyme binding | chr1:3015475-3018037 FORWARDnot assigned not assigned not assigned not assigned WcaG Epimerase COG0702 RmlD_sub_bind	not assigned.unknown	35_2

CUST_26956_PI403524517	2	1.2874603E-4	0.14640808	0.11691761	-0.10412121	-1.2779236E-4	-0.22344875	35_7807	"Cluster: Os01g0640800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0640800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JKY3	CHR1V7|COORD:22215888..22218011| radical SAM domain-containing protein	AT1G60230.1	CHR01V5|COORD:26082619..26079125|protein expressed protein	LOC_Os01g45370.1	no descriptionmoderately similar to ( 285)AT1G60230| Symbols:  | radical SAM domain-containing protein | chr1:22215888-22218011 REVERSECOG0820 PRK11194	not assigned.no ontology	35_1

CUST_55805_PI403524517	2	-0.039966583	-0.32941437	-0.0348835	0.05681324	0.15576077	0.0348835	35_15884	"Cluster: Fasciclin-like protein FLA3; n=1; Triticum aestivum|Rep: Fasciclin-like protein FLA3 - Triticum aestivum (Wheat)"	UniRef90_Q06IA3	CHR5V7|COORD:22575601..22577618| FLA1 (FLA1)	AT5G55730.1	CHR08V5|COORD:13855377..13852197|protein fasciclin-like arabinogalactan protein 8 precursor, putative, expressed	LOC_Os08g23180.1	no descriptionmoderately similar to ( 271)AT4G12730| Symbols: FLA2 | FLA2 (FLA2) | chr4:7491595-7492806 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Tymo_45kd_70kd Herpes_BLLF1 PRK07003 Fasciclin Atrophin-1 AF-4 Pneumo_att_G HPC2 PRK12678 FAS1 APC_basic PRK07764 PRK12323 DUF1509 KAR9 TT_ORF1 Extensin_2 Herpes_gI PRK09169 MAP65_ASE1	cell wall.cell wall proteins.AGPs	10_5_1

CUST_97240_PI403524517	2	-0.113892555	1.5192022	0.87096214	-0.50893784	-0.4211979	0.1138916	35_27771	"Cluster: Hypothetical protein P0623F08.34; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0623F08.34 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6ZBH4	"CHR5V7|COORD:21114428..21116140| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G22980.1); similar to Os03g0765800 [Oryza sativa (japonica"	AT5G51920.1	CHR08V5|COORD:27176809..27173413|protein expressed protein	LOC_Os08g43180.1	"no descriptionweakly similar to ( 159)AT5G51920| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G22980.1); similar to Os03g0765800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001051377.1); similar to Os08g0545000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001062411.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABF99048.1); contains domain MOLYBDOPTERIN COFACTOR SULFURASE (MOSC) (PTHR14237); contains domain PLP-dependent transferases (SSF53383); contains domain no description (G3D.3.40.640.10) | chr5:21114428-21116140 REVERSEnot assigned not assigned"	not assigned.unknown	35_2

CUST_15611_PI403524517	2	0.022691727	-0.33290482	-0.09790325	0.061593056	0.058918953	-0.022691727	35_4504	"Cluster: Hypothetical protein; n=1; Arabidopsis thaliana|Rep: Hypothetical protein - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q0WRF0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_28526_PI403524517	2	0.08819866	0.024497509	-0.10279083	-0.024497986	-0.06096363	1.1235385	35_8243	"Cluster: Hypothetical protein OSJNBa0010E04.22; n=3; Oryza sativa|Rep: Hypothetical protein OSJNBa0010E04.22 - Oryza sativa (Rice)"	UniRef90_Q8SAX9	0	0	CHR03V5|COORD:34717810..34718690|protein expressed protein	LOC_Os03g61240.1	no description	not assigned.unknown	35_2

CUST_32038_PI399408534	2	0.057602882	0.057400703	-0.16628361	-0.10104656	-0.057400703	0.0783205	35_3213	"Cluster: GL2-type homeobox genes; n=2; Oryza sativa (japonica cultivar-group)|Rep: GL2-type homeobox genes - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6EPF0	"CHR3V7|COORD:22641744..22645850| HDG1 (HOMEODOMAIN GLABROUS1); DNA binding / transcription factor"	AT3G61150.1	CHR02V5|COORD:27489045..27481996|protein homeobox protein FWA, putative, expressed	LOC_Os02g45250.1	"no descriptionvery weakly similar to (68.6)AT3G61150| Symbols: HDG1 | HDG1 (HOMEODOMAIN GLABROUS1); DNA binding / transcription factor | chr3:22641744-22645850 FORWARD"	RNA.regulation of transcription.HB,Homeobox transcription factor family	27_3_22

CUST_72322_PI403524517	2	-0.03467846	0.3906479	0.034677505	-0.08861351	-0.05127144	0.07018852	35_20727	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10N48	"CHR3V7|COORD:19843644..19845002| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G02720.1); similar to Os03g0282800 [Oryza sativa (japonica"	AT3G53490.1	CHR03V5|COORD:9682476..9679425|protein expressed protein	LOC_Os03g17440.1	"no descriptionweakly similar to ( 197)AT3G53490| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G02720.1); similar to Os03g0282800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001049748.1); similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:AAN64501.1); contains domain Pili subunits (SSF54523) | chr3:19843644-19845002 FORWARD"	not assigned.unknown	35_2

CUST_104422_PI403524517	2	0.10660696	0.3288436	-0.10660744	-0.21210146	-0.19345093	1.639142	35_29760	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_2781_PI403524517	2	0.00810051	-0.4950304	-0.030597687	0.093585014	0.2368555	-0.00810051	35_759	Rep: CAA303712.1 protein - Oryza sativa (Rice)	UniRef90_Q9ST85	CHR1V7|COORD:26968021..26970219| peroxidase 12 (PER12) (P12) (PRXR6)	AT1G71695.1	CHR04V5|COORD:35027663..35026032|protein peroxidase 12 precursor, putative, expressed	LOC_Os04g59260.1	no descriptionmoderately similar to ( 229)AT1G71695| Symbols:  | peroxidase 12 (PER12) (P12) (PRXR6) | chr1:26968021-26970219 FORWARDmoderately similar to ( 208)PER2_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned secretory_peroxidase plant_peroxidase peroxidase ascorbate_peroxidase PRK07003 PRK12678 PRK12323 PRK07764 Tymo_45kd_70kd HPC2	misc.peroxidases	26_12

CUST_72955_PI403524517	2	-0.078458786	-1.232852	-0.25965118	0.07845974	0.67625046	0.25013447	35_20916	"Cluster: Hypothetical protein OSJNBa0005K07.5; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0005K07.5 - Oryza sativa (japonica cu"	UniRef90_Q94GY2	CHR3V7|COORD:8063070..8064482| leucine-rich repeat family protein / extensin family protein	AT3G22800.1	CHR10V5|COORD:19240154..19239001|protein expressed protein	LOC_Os10g36580.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07764 PRK12323 Drf_FH1 PRK06975 PRK05648 PRK06958 Extensin_2 FAP Atrophin-1	not assigned.unknown	35_2

CUST_23832_PI403524517	2	0.020794868	0.46635723	-0.020795822	-0.1705656	-0.024280548	0.033412933	35_6927	"Cluster: S-layer protein (SLH domain) precursor; n=1; Clostridium thermocellum ATCC 27405|Rep: S-layer protein (SLH domain) precursor - Clostridium thermocellum"	UniRef90_Q4CF26	CHR1V7|COORD:6978101..6985306| family II extracellular lipase, putative	AT1G20130.1	CHR05V5|COORD:8276270..8271898|protein transposon protein, putative, CACTA, En/Spm sub-class	LOC_Os05g14560.1	no description	not assigned.unknown	35_2

CUST_181444_PI403524517	2	0.16283655	0.11632919	0.045309067	-0.2075963	-0.045309067	-0.07009745	35_50451	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_136889_PI403524517	2	0.20868683	0.40766716	-0.10752201	-0.08585644	0.05932522	-0.05932522	35_38388	"Cluster: Putative ribonucleotide reductase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ribonucleotide reductase - Oryza sativa (japonica cultivar"	UniRef90_Q5VRF5	"CHR2V7|COORD:9300609..9304660| R1/RIBONUCLEOTIDE REDUCTASE, REDUCTASE PROTEIN R1; ribonucleoside-diphosphate reductase"	AT2G21790.1	CHR02V5|COORD:34322368..34327357|protein ribonucleoside-diphosphate reductase large subunit, putative, expressed	LOC_Os02g56100.1	" no descriptionvery weakly similar to (63.2)AT2G21790| Symbols: R1, RIBONUCLEOTIDE REDUCTASE, REDUCTASE PROTEIN R1, RNR1 | R1/RIBONUCLEOTIDE REDUCTASE, REDUCTASE PROTEIN R1; ribonucleoside-diphosphate reductase | chr2:9300609-9304660 FORWARDnot assigned Ribonuc_red_lgC PRK07207 "	nucleotide metabolism.deoxynucleotide metabolism	23_5

CUST_11489_PI403524517	2	-0.029117584	0.056708336	0.008798599	0.0057048798	-0.09253597	-0.0057048798	35_3260	"Cluster: Hypothetical protein OSJNBa0094H06.24; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0094H06.24 - Oryza sativa (japonica"	UniRef90_Q8LJL5	"CHR1V7|COORD:26813649..26815307| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G38050.1); similar to hypothetical protein DDBDRAFT_0192009"	AT1G71080.1	CHR01V5|COORD:18035637..18040318|protein expressed protein	LOC_Os01g32300.2	"no descriptionweakly similar to ( 189)AT1G71080| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G38050.1); similar to hypothetical protein DDBDRAFT_0192009 [Dictyostelium discoideum AX4] (GB:XP_629009.1); similar to Os01g0507500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001043153.1); contains domain FAMILY NOT NAMED (PTHR15970); contains domain gb def: Hypothetical protein F23N20.7 (At1g71080/F23N20_7) (PTHR15970:SF2) | chr1:26813649-26815307 REVERSEnot assigned"	not assigned.unknown	35_2

CUST_37397_PI403524517	2	0.031601906	0.13510895	-0.06456089	-0.075909615	-0.010296822	0.010295868	35_10773	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q84T85	"CHR5V7|COORD:2765982..2770283| ILP1 (INCREASED LEVEL OF POLYPLOIDY1-1D); translation repressor"	AT5G08550.1	CHR03V5|COORD:35907337..35903798|protein expressed protein	LOC_Os03g63670.2	"no descriptionvery weakly similar to (89.7)AT5G08550| Symbols: ILP1 | ILP1 (INCREASED LEVEL OF POLYPLOIDY1-1D); translation repressor | chr5:2765982-2770283 REVERSEGCFC"	not assigned.unknown	35_2

CUST_20472_PI403524517	2	0.086750984	-0.14668465	-0.06109619	0.03828621	-0.038287163	0.099933624	35_5940	"Cluster: Putative Potassium-efflux system protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Potassium-efflux system protein - Oryza sativa (jap"	UniRef90_Q5Z8T1	"CHR5V7|COORD:3803636..3808070| KEA6 (K+ efflux antiporter 6); potassium:hydrogen antiporter"	AT5G11800.1	CHR06V5|COORD:21492258..21500374|protein inner membrane protein ybaL, putative, expressed	LOC_Os06g36590.2	" no descriptionmoderately similar to ( 461)AT5G11800| Symbols: ATKEA6, KEA6 | KEA6 (K+ efflux antiporter 6); potassium:hydrogen antiporter | chr5:3803636-3808070 REVERSEnot assigned Na_H_Exchanger KefB RosB PRK10669 PRK03562 PRK03659 "	transport.potassium	34_15

CUST_16215_PI403524517	2	0.103466034	-0.5577078	-0.042808533	0.023581505	0.049551964	-0.023580551	35_4675	"Cluster: Membrane protein PTM1-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Membrane protein PTM1-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69P89	"CHR1V7|COORD:27289966..27292001| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G01070.1); similar to Os11g0546100 [Oryza sativa (japonica"	AT1G72480.1	CHR09V5|COORD:16303878..16299743|protein TMEM87A protein, putative, expressed	LOC_Os09g26830.1	" no descriptionhighly similar to ( 612)AT1G72480| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G01070.1); similar to Os11g0546100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001068063.1); similar to Os09g0439700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001063277.1); similar to Lung seven transmembrane receptor family protein, expressed [Oryza sativa (japonica cultivar-group)] (GB:ABF95807.1); contains InterPro domain Lung seven transmembrane receptor; (InterPro:IPR009637) | chr1:27289966-27292001 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Lung_7-TM_R PRK07764 Gag_spuma Atrophin-1 PRK12323 TT_ORF1 "	not assigned.unknown	35_2

CUST_363_PI404877155	2	0.2484312	0.3717332	-0.36347485	-0.56116295	0.013899803	-0.013899803	Contig10262_at	globulin-like protein [Arabidopsis thaliana]	AAM65577.1	cupin family protein	At1g07750.1	protein legumin-like protein, putative	Os09g38240	cupin family protein, similar to legumin (11S-globulin) from Ginkgo biloba (GI:949869), 11S globulin from Avena sativa (GI:472867)	development.storage proteins	33_1

CUST_207_PI403524517	2	-0.02970314	0.06253815	-0.024763107	-0.02252388	0.022525787	0.027917862	35_54	"Cluster: 40S ribosomal protein S15; n=3; Oryza sativa|Rep: 40S ribosomal protein S15 - Oryza sativa (Rice)"	UniRef90_P31674	CHR5V7|COORD:2955699..2956555| 40S ribosomal protein S15 (RPS15D)	AT5G09510.1	CHR03V5|COORD:33232243..33229629|protein 40S ribosomal protein S15, putative, expressed	LOC_Os03g58430.1	no descriptionmoderately similar to ( 252)AT5G09510| Symbols:  | 40S ribosomal protein S15 (RPS15D) | chr5:2955699-2956354 REVERSEmoderately similar to ( 264)RS15_ORYSAnot assigned not assigned rps19p Ribosomal_S19 RpsS rpsS rps19	protein.synthesis.misc ribososomal protein	29_2_2

CUST_11008_PI404877155	2	0.021168709	-0.104789734	0.003083229	0.011370659	-0.0030822754	-0.031401634	Contig4743_at	KNOX family class 2 homeodomain protein [Oryza sativa (japonica cultivar-group)]	BAB55659.1	homeobox protein knotted-1 like 3 (KNAT3)	At5g25220.1	protein KNOX2 domain, putative	Os06g43860	long-chain fatty-acid-CoA ligase	RNA.regulation of transcription.HB,Homeobox transcription factor family	27_3_22

CUST_166636_PI403524517	2	-0.013458252	-0.10404205	-0.005027294	0.005027771	0.18860292	0.12941313	35_46421	Rep: T5I8.8 protein - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q9SA78	CHR1V7|COORD:10858528..10860155| coatomer protein epsilon subunit family protein / COPE family protein	AT1G30630.1	CHR04V5|COORD:30849804..30844804|protein coatomer subunit epsilon, putative, expressed	LOC_Os04g52270.1	no descriptionmoderately similar to ( 231)AT1G30630| Symbols:  | coatomer protein epsilon subunit family protein / COPE family protein | chr1:10858528-10860155 REVERSEnot assigned Coatomer_E	cell. vesicle transport	31_4

CUST_37621_PI403524517	2	0.019649506	0.19422197	-0.012252808	-0.06386852	-0.32682705	0.012253284	35_10834	"Cluster: OSJNBa0084K20.11 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0084K20.11 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7X6Q8	"CHR3|COORD:21943689..21946131| similar to serine/threonine protein kinase, putative [Arabidopsis thaliana] (TAIR:At2g43230.1); similar to salt-inducible"	AT3G59350.3	CHR04V5|COORD:24293319..24296672|protein expressed protein	LOC_Os04g41310.1	no description	not assigned.unknown	35_2

CUST_33658_PI399408534	2	0.07122898	0.52415276	-0.07122946	-0.17178154	-0.35026264	0.12173939	35_16627	"Cluster: GTPase activating protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: GTPase activating protein-like - Oryza sativa (japonica cultivar-group"	UniRef90_Q69UB8	CHR5V7|COORD:22265922..22268918| RAB GTPase activator	AT5G54780.1	CHR07V5|COORD:20408857..20416895|protein TBC domain containing protein, expressed	LOC_Os07g34130.1	no descriptionhighly similar to ( 563)AT5G54780| Symbols:  | RAB GTPase activator | chr5:22265922-22268918 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TBC COG5210 TBC	signalling.G-proteins	30_5

CUST_13719_PI403524517	2	-0.003107071	-0.91901493	-0.15000725	0.14845467	0.09196377	0.0031080246	35_3936	"Cluster: Hypothetical protein OSJNBa0029B02.6; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0029B02.6 - Oryza sativa (japonica cu"	UniRef90_Q6AT23	CHR1V7|COORD:25789290..25790285| similar to hypothetical protein MtrDRAFT_AC152406g4v1 [Medicago truncatula] (GB:ABE92599.1)	AT1G68680.1	CHR05V5|COORD:4567167..4569693|protein expressed protein	LOC_Os05g08414.1	no descriptionvery weakly similar to (78.6)AT1G68680| Symbols:  | similar to hypothetical protein MtrDRAFT_AC152406g4v1 [Medicago truncatula] (GB:ABE92599.1) | chr1:25789290-25790285 FORWARD	not assigned.unknown	35_2

CUST_160028_PI403524517	2	0.0045137405	0.34111404	-0.062932014	-0.0045137405	0.037311554	-0.088163376	35_44660	"Cluster: Acid phosphatase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Acid phosphatase-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q67WK8	CHR1V7|COORD:26197596..26199129| acid phosphatase, putative	AT1G69640.1	CHR06V5|COORD:6590800..6588804|protein protein SUR2, putative, expressed	LOC_Os06g12250.1	no description	not assigned.unknown	35_2

CUST_84001_PI403524517	2	-0.1772213	0.7680497	0.06264162	0.0084991455	-0.008498669	-0.19909286	35_24076	"Cluster: Hypothetical protein OJ1117_G01.17; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1117_G01.17 - Oryza sativa (japonica cultiv"	UniRef90_Q8LQP4	CHR1V7|COORD:18938010..18938645| similar to Os01g0676200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001043849.1)	AT1G51100.1	CHR01V5|COORD:28128261..28129345|protein expressed protein	LOC_Os01g48500.1	no descriptionweakly similar to ( 125)AT1G51100| Symbols:  | similar to Os01g0676200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001043849.1) | chr1:18938010-18938645 FORWARDnot assigned not assigned not assigned PRK12323 PRK07764 PRK07003	not assigned.unknown	35_2

CUST_100994_PI403524517	2	-0.030396938	0.012821674	0.043342113	-0.0128211975	0.25077438	-0.14568663	35_28823	Rep: Single-subunit RNA polymerase G - Triticum aestivum (Wheat)	UniRef90_Q9MQV1	CHR5V7|COORD:5115796..5121612| DNA-directed RNA polymerase (RPOT2)	AT5G15700.1	CHR09V5|COORD:3466826..3455030|protein DNA-directed RNA polymerase 1B, mitochondrial precursor, putative, expressed	LOC_Os09g07120.2	 no descriptionmoderately similar to ( 288)AT5G15700| Symbols:  | DNA-directed RNA polymerase (RPOT2) | chr5:5115796-5121612 REVERSEmoderately similar to ( 310)RPOT2_NICSYDNA-directed RNA polymerase 2, chloroplast/mitochondrial precursor - Nicotiana sylvestris (Wood tobacco)not assigned RNA_pol RPO41 	RNA.transcription	27_2

CUST_66971_PI403524517	2	0.1515789	0.101275444	-0.09823036	-0.0155591965	-0.079354286	0.0155591965	35_19126	"Cluster: Putative zinc finger protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative zinc finger protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q84UQ3	CHR1V7|COORD:11673305..11675142| zinc finger (CCCH-type) family protein	AT1G32360.1	CHR08V5|COORD:3505663..3502407|protein zinc finger C-x8-C-x5-C-x3-H type family protein, expressed	LOC_Os08g06330.1	no descriptionmoderately similar to ( 354)AT1G32360| Symbols:  | zinc finger (CCCH-type) family protein | chr1:11673305-11675142 FORWARDnot assigned zf-CCCH	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_137369_PI403524517	2	0.3148265	-0.08286476	-0.08328438	0.011973381	3.194809E-4	-3.194809E-4	35_38524	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_156429_PI403524517	2	0.055244446	-0.15837765	-0.17453766	0.021829605	0.4853964	-0.021829605	35_43691	"Cluster: Harpin-induced protein 1 containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Harpin-induced protein 1 containing protein, e"	UniRef90_Q336V2		0	CHR10V5|COORD:21078300..21077182|protein harpin-induced protein, putative, expressed	LOC_Os10g39970.1	no description	not assigned.unknown	35_2

CUST_14676_PI403524517	2	-0.07136536	0.55386734	0.08062935	-0.12625504	-0.0017490387	0.0017490387	35_4224	"Cluster: Outer envelope protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Outer envelope protein, putative, expressed - Oryza sativ"	UniRef90_Q2QVL8	"CHR2V7|COORD:18207629..18209720| OEP37; ion channel"	AT2G43950.1	CHR12V5|COORD:6810024..6814077|protein outer envelope protein, putative, expressed	LOC_Os12g12370.1	no descriptionmoderately similar to ( 303)AT2G43950| Symbols: OEP37 | OEP37 | chr2:18207906-18209720 REVERSE	not assigned.unknown	35_2

CUST_26513_PI403524517	2	0.04813528	0.32605124	-0.04718876	-0.1157856	0.04718876	-0.22674608	35_7680	"Cluster: Putative ubiquitin-specific protease 3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ubiquitin-specific protease 3 - Oryza sativa (japonic"	UniRef90_Q6YXC1	"CHR4V7|COORD:18511852..18514133| ATUBP3 (UBIQUITIN-SPECIFIC PROTEASE 3); ubiquitin-specific protease"	AT4G39910.1	CHR02V5|COORD:21985477..21980838|protein ubiquitin carboxyl-terminal hydrolase 4, putative, expressed	LOC_Os02g36400.1	" no descriptionmoderately similar to ( 222)AT4G39910| Symbols: UBP3, ATUBP3 | ATUBP3 (UBIQUITIN-SPECIFIC PROTEASE 3); ubiquitin-specific protease | chr4:18511852-18514133 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Peptidase_C19G UCH Peptidase_C19D Peptidase_C19A Peptidase_C19O UBP12 Peptidase_C19E peptidase_C19C UBP5 Peptidase_C19B Peptidase_C19M Peptidase_C19L Peptidase_C19H UBP14 Peptidase_C19K Peptidase_C19F "	protein.degradation.ubiquitin.ubiquitin protease	29_5_11_5

CUST_81032_PI403524517	2	0.082416534	0.80650043	0.0019760132	-0.1983738	-0.14919472	-0.0019769669	35_23242	"Cluster: Hypothetical protein; n=1; Hordeum vulgare subsp. vulgare|Rep: Hypothetical protein - Hordeum vulgare var. distichum (Two-rowed barley)"	UniRef90_Q8S3W9	CHR3V7|COORD:17724352..17727036| zinc finger (C3HC4-type RING finger) family protein	AT3G47990.1	CHR05V5|COORD:2582185..2576356|protein protein binding protein, putative, expressed	LOC_Os05g05280.1	no descriptionmoderately similar to ( 262)AT3G47990| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr3:17724352-17727036 REVERSEvery weakly similar to (58.2)EL5_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned RING COG5540 PRK07419 zf-C3HC4 Atrophin-1 RING COG3173	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_131599_PI403524517	2	0.05227375	0.12404251	0.01619339	-0.038038254	-0.016194344	-0.14327526	35_36958	"Cluster: Ubiquitinating enzyme, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Ubiquitinating enzyme, putative, expressed - Oryza sativa"	UniRef90_Q10MI2	"CHR3V7|COORD:5797302..5799473| UBC32 (ubiquitin-conjugating enzyme 31); ubiquitin-protein ligase"	AT3G17000.1	CHR03V5|COORD:10941734..10944630|protein ubiquitinating enzyme, putative, expressed	LOC_Os03g19500.1	"no descriptionmoderately similar to ( 290)AT3G17000| Symbols: UBC32 | UBC32 (ubiquitin-conjugating enzyme 31); ubiquitin-protein ligase | chr3:5797302-5799473 FORWARDvery weakly similar to (63.2)UBC2_WHEATUbiquitin-conjugating enzyme E2-17 kDa - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned UBCc COG5078 UQ_con UBCc"	protein.degradation.ubiquitin.E2	29_5_11_3

CUST_5160_PI399408534	2	0.120043755	-0.40280342	-0.027213097	0.027213097	-0.06145382	0.12294674	35_11557	"Cluster: Putative polyribonucleotide nucleotidyltransferase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative polyribonucleotide nucleotidyltransferase"	UniRef90_Q6KAI0	CHR5V7|COORD:4697615..4703016| polyribonucleotide nucleotidyltransferase, putative	AT5G14580.1	CHR02V5|COORD:24528960..24525423|protein 3-5-exoribonuclease/ RNA binding protein, putative, expressed	LOC_Os02g40460.1	 no descriptionvery weakly similar to (59.7)AT5G14580| Symbols:  | polyribonucleotide nucleotidyltransferase, putative | chr5:4697615-4703016 REVERSE	RNA.processing	27_1

CUST_99143_PI403524517	2	-0.07217026	0.06882954	-0.09594154	0.16738129	-0.06882954	0.1764574	35_28300	0	0		0	CHR01V5|COORD:3332877..3329754|protein protein phosphatase 2C homolog 7, putative, expressed	LOC_Os01g07090.1	no description	not assigned.unknown	35_2

CUST_114357_PI403524517	2	0.14728546	0.056880474	-0.027430058	-0.24820995	-0.3715458	0.027430534	35_32454	Rep: Protease Do-like 7 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q8RY22	"CHR3V7|COORD:799727..808326| DEGP7 (DEGP PROTEASE 7); serine-type peptidase/ trypsin"	AT3G03380.1	CHR02V5|COORD:29489837..29477591|protein expressed protein	LOC_Os02g48180.1	"no descriptionweakly similar to ( 141)AT3G03380| Symbols: DEGP7 | DEGP7 (DEGP PROTEASE 7); serine-type peptidase/ trypsin | chr3:799727-808326 FORWARDnot assigned"	protein.degradation.serine protease	29_5_5

CUST_5958_PI403524517	2	0.12166023	-0.61886597	-0.080513	0.09628868	0.06698036	-0.066981316	35_1648	Rep: Monothiol glutaredoxin-S11 - Oryza sativa (Rice)	UniRef90_Q0IWL9	CHR4V7|COORD:2517880..2519922| thioredoxin family protein	AT4G04950.1	CHR10V5|COORD:18767214..18770999|protein OsGrx_S17 - glutaredoxin subgroup II, expressed	LOC_Os10g35720.1	no descriptionhighly similar to ( 640)AT4G04950| Symbols:  | thioredoxin family protein | chr4:2517880-2519922 REVERSEvery weakly similar to (59.7)TRXH_ORYSAnot assigned not assigned not assigned not assigned not assigned GRX_PICOT_like COG0278 TRX_PICOT PRK10824 GRX_family TRX_family Glutaredoxin ybbN Thioredoxin COG3118 GRX_GRXh_1_2_like PRK10996 GRX_GRX_like	redox.thioredoxin	21_1

CUST_1444_PI403524517	2	-0.33140945	-0.511219	0.42493916	0.24397945	0.010478973	-0.01047802	35_381	Rep: Proline-rich protein - Triticum aestivum (Wheat)	UniRef90_Q01979	CHR1V7|COORD:6978101..6985306| family II extracellular lipase, putative	AT1G20130.1	CHR05V5|COORD:7727609..7725710|protein early nodulin 75 protein, putative, expressed	LOC_Os05g13940.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK10819 PRK12323 TonB Trypan_PARP Extensin_2 PRK05648 Drf_FH1 DUF1421 Atrophin-1 PRK07764 PRK11633 DUF1210 HPC2 CDC27 Cytadhesin_P30 PRK10263 GRASP55_65 PRK07003 AF-4 DUF605 COG3921 Harpin FtsN MCPVI RR_TM4-6 PRK03427 Chon_Sulph_att DedD PRK09752 NESP55 APC_basic PRK08691 PRK00708 DUF1032 Neisseria_TspB Tymo_45kd_70kd ZipA VirB10	not assigned.unknown	35_2

CUST_5658_PI399408534	2	0.06668663	-0.08239269	0.0058660507	-0.4764433	0.0912981	-0.005865097	35_2466	Rep: Protein At3g23325 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q9LW64	CHR4V7|COORD:8253785..8255401| pre-mRNA splicing factor 10 kDa subunit, putative	AT4G14342.1	CHR08V5|COORD:21503485..21499211|protein splicing factor 3B subunit 5, putative, expressed	LOC_Os08g34480.1	 no descriptionweakly similar to ( 174)AT4G14342| Symbols:  | pre-mRNA splicing factor 10 kDa subunit, putative | chr4:8253785-8255401 REVERSEnot assigned SF3b10 	RNA.processing.splicing	27_1_1

CUST_151573_PI403524517	2	-0.104289055	0.32718945	-0.1257472	-0.26733494	0.104289055	1.1249366	35_42380	"Cluster: Myb-like DNA-binding domain, SHAQKYF class family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Myb-like DNA-binding domain,"	UniRef90_Q10LZ1		0	CHR03V5|COORD:12105075..12110143|protein PHR1, putative, expressed	LOC_Os03g21240.1	no description	not assigned.unknown	35_2

CUST_14526_PI404877155	2	0.0989151	0.34166336	-0.0989151	-0.52818966	-0.23377037	0.12975311	Contig8357_at	unknown protein [Oryza sativa (japonica cultivar-group)] gb|AAQ20900.1| AP2 domain-containing protein AP210 [Oryza sativa (japonica cultivar	NP_909135.1	AP2 domain-containing protein RAP2.2 (RAP2.2)	At3g14230.2	protein AP2 domain, putative	Os01g04020	AP2 domain-containing protein AP210	RNA.regulation of transcription.AP2/EREBP, APETALA2/Ethylene-responsive element binding protein family	27_3_03

CUST_30957_PI399408534	2	0.08555889	-0.018714905	-0.05064392	-0.014445305	0.014445305	0.025251389	35_16710	"Cluster: Os05g0455600 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0455600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DHN5	CHR5|COORD:400896..402873| prenylated rab acceptor (PRA1) family protein, contains Pfam PF03208: PRA1 family protein	AT5G02040.2	CHR05V5|COORD:22300952..22304621|protein PRA1 family protein, expressed	LOC_Os05g38160.1	no descriptionmoderately similar to ( 272)AT5G02040| Symbols:  | prenylated rab acceptor (PRA1) family protein | chr5:401160-402468 FORWARDnot assigned not assigned PRA1	signalling.G-proteins	30_5

CUST_64514_PI403524517	2	-0.13814926	0.026089668	0.20015717	-0.043581963	0.01288414	-0.012883186	35_18419	Rep: VIP1 protein - Avena fatua (Wild oats)	UniRef90_Q9M4C6	CHR5V7|COORD:15457074..15460237| protein kinase family protein	AT5G38560.1	CHR05V5|COORD:27115080..27116310|protein VIP1 protein, putative, expressed	LOC_Os05g47470.2	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 HPC2 TT_ORF1 Tymo_45kd_70kd Extensin_2 Atrophin-1 PRK07003 DUF1421 AF-4 KAR9 PRK07764 DUF1509 APC_basic Pneumo_att_G PRK12678 DUF566 infB IER PRK05648 tolA PRK02224 Herpes_BLLF1 DUF1777 ERM Drf_FH1 TonB Smc Metaviral_G DAG1 Myosin_tail_1 Gag_spuma Rab5-bind PspA Rubella_Capsid	not assigned.unknown	35_2

CUST_6989_PI403524517	2	-0.059123993	-0.049643517	0.17644978	-0.011444092	0.097846985	0.011444092	35_1936	"Cluster: Os07g0181000 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os07g0181000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D867	CHR3V7|COORD:8139376..8141778| pyruvate kinase, putative	AT3G22960.1	CHR07V5|COORD:4265180..4269818|protein pyruvate kinase isozyme A, chloroplast precursor, putative, expressed	LOC_Os07g08340.1	 no descriptionhighly similar to ( 815)AT3G22960| Symbols:  | pyruvate kinase, putative | chr3:8139376-8141778 FORWARDhighly similar to ( 831)KPYA_RICCOPyruvate kinase isozyme A, chloroplast precursor - Ricinus communis (Castor bean)not assigned not assigned not assigned PykF PRK05826 Pyruvate_Kinase PRK06247 PRK06354 PRK09206 PK PRK06739 PRK08187 PK_C 	lipid metabolism.FA synthesis and FA elongation.pyruvate kinase	11_1_30

CUST_79856_PI403524517	2	-0.006403923	0.5070038	0.006403923	-0.08213234	-0.010183334	0.056474686	35_22900	Rep: B0616E02-H0507E05.4 protein - Oryza sativa (Rice)	UniRef90_Q01HW8	CHR4V7|COORD:12939078..12940733| adenylate kinase family protein	AT4G25280.1	CHR04V5|COORD:357987..353429|protein adenylate kinase, putative, expressed	LOC_Os04g01530.2	no descriptionweakly similar to ( 125)AT4G25280| Symbols:  | adenylate kinase family protein | chr4:12939078-12940733 REVERSEnot assigned not assigned ADK adk ADK Adk adk	nucleotide metabolism.phosphotransfer and pyrophosphatases.uridylate kinase	23_4_3

CUST_810_PI399408534	2	0.1293459	-1.0506873	-0.12971401	0.06693363	0.08211136	-0.06693363	35_26363	Rep: OSIGBa0157K09-H0214G12.23 protein - Oryza sativa (Rice)	UniRef90_Q01HD4	"CHR1V7|COORD:1036609..1040044| ATBARD1/BARD1 (BREAST CANCER ASSOCIATED RING 1); transcription coactivator"	AT1G04020.1	CHR04V5|COORD:25396729..25392578|protein ATBRCA1, putative, expressed	LOC_Os04g43300.1	" no descriptionvery weakly similar to (94.0)AT1G04020| Symbols: ATBARD1, BARD1 | ATBARD1/BARD1 (BREAST CANCER ASSOCIATED RING 1); transcription coactivator | chr1:1036609-1040044 FORWARD"	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_12649_PI403524517	2	0.031068802	-0.36192417	-0.09942913	0.015913963	-0.015913963	0.029204369	35_3616	"Cluster: Putative GTP binding protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative GTP binding protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5W796	CHR1V7|COORD:27357823..27360205| GTP binding	AT1G72660.3	CHR05V5|COORD:16885079..16891203|protein developmentally-regulated GTP-binding protein 2, putative, expressed	LOC_Os05g28940.1	no descriptionmoderately similar to ( 418)AT1G72660| Symbols:  | GTP binding | chr1:27357823-27360205 FORWARDnot assigned not assigned DRG DRG TGS_DRG_C TGS Obg_like	transport.ammonium	34_5

CUST_3183_PI403524517	2	-0.30888844	-0.93985033	0.2823267	0.5171323	0.19640923	-0.19640875	35_866	Rep: Cytochrome P450 - Triticum aestivum (Wheat)	UniRef90_Q9FVM9	CHR2V7|COORD:13000938..13002760| ATC4H (CINNAMATE-4-HYDROXYLASE)	AT2G30490.1	CHR05V5|COORD:14826462..14821903|protein trans-cinnamate 4-monooxygenase, putative, expressed	LOC_Os05g25640.1	 no descriptionhighly similar to ( 711)AT2G30490| Symbols: ATC4H, C4H, CYP73A5 | ATC4H (CINNAMATE-4-HYDROXYLASE) | chr2:13000938-13002760 REVERSEhighly similar to ( 720)TCMO_SOYBNTrans-cinnamate 4-monooxygenase - Glycine max (Soybean)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned p450 CypX PRK07764 Herpes_BLLF1 Glutenin_hmw Atrophin-1 DUF566 APC_basic Tymo_45kd_70kd Gag_spuma SerH PRK07003 PRK12323 	misc.cytochrome P450	26_10

CUST_86466_PI403524517	2	0.039673805	-0.21408224	0.089429855	-0.19277906	0.010689735	-0.010689735	35_24762	"Cluster: Kelch repeat-containing F-box-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Kelch repeat-containing F-box-like protein - Oryza sativa"	UniRef90_Q69S84	CHR1V7|COORD:7768359..7769786| kelch repeat-containing F-box family protein	AT1G22040.1	CHR02V5|COORD:22054931..22057498|protein kelch motif family protein, expressed	LOC_Os02g36520.1	no descriptionmoderately similar to ( 214)AT1G22040| Symbols:  | kelch repeat-containing F-box family protein | chr1:7768359-7769786 FORWARD	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_74253_PI403524517	2	0.04617977	-0.40412903	-0.21756649	0.049398422	-0.046178818	0.058847427	35_21294	"Cluster: Phosphoprotein phosphatase; n=7; Magnoliophyta|Rep: Phosphoprotein phosphatase - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9LHE7	"CHR3V7|COORD:6962014..6964767| ATFYPP3 (SERINE/THREONINE PROTEIN PHOSPHATASE); protein serine/threonine phosphatase"	AT3G19980.1	CHR01V5|COORD:28882782..28887542|protein serine/threonine-protein phosphatase 6, putative, expressed	LOC_Os01g49690.1	" no descriptionhighly similar to ( 592)AT3G19980| Symbols: EMB2736, STPP, ATFYPP3 | ATFYPP3 (SERINE/THREONINE PROTEIN PHOSPHATASE); protein serine/threonine phosphatase | chr3:6962014-6964767 FORWARDmoderately similar to ( 383)PP2A3_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned PP2Ac PP2Ac ApaH Metallophos "	protein.postranslational modification	29_4

CUST_2086_PI403524517	2	-0.11414957	-0.42077923	0.436738	0.8329959	0.11414957	-0.14533901	35_553	"Cluster: Putative acid phosphatase; n=1; Hordeum vulgare|Rep: Putative acid phosphatase - Hordeum vulgare (Barley)"	UniRef90_Q9M4D6	CHR4V7|COORD:14422316..14423415| acid phosphatase class B family protein	AT4G29260.1	CHR05V5|COORD:5534245..5532939|protein stem 28 kDa glycoprotein precursor, putative, expressed	LOC_Os05g10210.1	no descriptionmoderately similar to ( 217)AT4G29260| Symbols:  | acid phosphatase class B family protein | chr4:14422316-14423415 REVERSEmoderately similar to ( 207)VSPA_SOYBNStem 28 kDa glycoprotein precursor - Glycine max (Soybean)not assigned Acid_phosphat_B COG2503 Herpes_gp2	misc.acid and other phosphatases	26_13

CUST_46159_PI403524517	2	-0.7308254	0.69543743	0.0758028	-0.07580376	0.34565735	-0.2326107	35_13218	"Cluster: Oxysterol-binding protein-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: Oxysterol-binding protein-like - Oryza sativa (japonica cultivar-group"	UniRef90_Q84Z91	"CHR5|COORD:23210395..23212702| similar to oxysterol-binding family protein [Arabidopsis thaliana] (TAIR:At4g25850.1); similar to oxysterol-binding"	AT5G57240.2	CHR08V5|COORD:25561965..25566796|protein oxysterol-binding protein OBPa, putative, expressed	LOC_Os08g40590.1	no descriptionweakly similar to ( 102)AT4G25850| Symbols:  | oxysterol-binding family protein | chr4:13143868-13146663 FORWARDnot assigned Oxysterol_BP	cell. vesicle transport	31_4

CUST_60307_PI403524517	2	0.091023445	0.4636593	-0.080718994	-0.09035587	-0.19806194	0.08071995	35_17190	"Cluster: Hypothetical protein P0541H01.18-1; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0541H01.18-1 - Oryza sativa (japonica cultiv"	UniRef90_Q9LWT7	CHR2V7|COORD:18571231..18574707| structural constituent of nuclear pore	AT2G45000.1	CHR06V5|COORD:799813..795317|protein expressed protein	LOC_Os06g02370.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned MFS_1 PRK12323 TT_ORF1 PRK07764 PRK07003 RfbX SerH Tymo_45kd_70kd DUF1509 Protamine_P1 CitT	not assigned.unknown	35_2

CUST_101610_PI403524517	2	-0.39769554	0.39488983	0.11394358	-0.37768364	2.8753967	-0.1139431	35_28995	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_8726_PI403524517	2	-0.015530586	-0.4770441	-0.18767834	0.015530586	0.10348225	0.0795145	35_2446	"Cluster: Putative rubisco subunit binding-protein beta subunit; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative rubisco subunit binding-protein beta s"	UniRef90_Q6Z0T2	CHR3V7|COORD:4180632..4183639| ECT5	AT3G13060.2	CHR08V5|COORD:27697473..27692190|protein YT521-B-like family protein, expressed	LOC_Os08g44200.1	no descriptionhighly similar to ( 501)AT3G13060| Symbols: ECT5 | ECT5 | chr3:4180632-4183304 FORWARDnot assigned not assigned not assigned YTH	not assigned.unknown	35_2

CUST_54726_PI403524517	2	0.16685295	-0.7003155	-0.03224373	0.07558918	0.032242775	-0.063591	35_15576	"Cluster: Fructose-6-phosphate-2-kinase/fructose-2, 6-bisphosphatase; n=3; Oryza sativa|Rep: Fructose-6-phosphate-2-kinase/fructose-2,"	UniRef90_Q8W170	"CHR1V7|COORD:2178362..2183979| F2KP (FRUCTOSE-2,6-BISPHOSPHATASE); fructose-2,6-bisphosphate 2-phosphatase"	AT1G07110.1	CHR05V5|COORD:3741132..3749474|protein fructose-6-phosphate-2-kinase/fructose-2, 6-bisphosphatase, putative, expressed	LOC_Os05g07130.2	" no descriptionweakly similar to ( 129)AT1G07110| Symbols: ATF2KP, FKFBP, F2KP | F2KP (FRUCTOSE-2,6-BISPHOSPHATASE); fructose-2,6-bisphosphate 2-phosphatase | chr1:2178362-2183979 REVERSEnot assigned "	glycolysis.Fruc2,6BisPase	4_6

CUST_60105_PI403524517	2	-0.00985527	-0.09837246	0.08909702	0.04191208	-0.1757021	0.00985527	35_17135	"Cluster: Putative leucine-rich repeat transmembrane protein kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative leucine-rich repeat transmembrane"	UniRef90_Q6YUU3	CHR4V7|COORD:11723745..11727343| kinase	AT4G22130.1	CHR02V5|COORD:5019762..5028025|protein receptor protein kinase TMK1 precursor, putative, expressed	LOC_Os02g09740.1	no descriptionhighly similar to ( 754)AT4G22130| Symbols:  | kinase | chr4:11723745-11727343 FORWARDmoderately similar to ( 215)RPK1_IPONIReceptor-like protein kinase precursor - Ipomoea nil (Japanese morning glory) (Pharbitis nil)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pkinase S_TKc S_TKc Pkinase_Tyr PTKc TyrKc PTKc_Jak_rpt2 PTKc_Src_like SPS1 PTKc_Csk_like PTKc_Tec_like PTKc_Itk PTKc_Ror PTKc_Tec_Rlk PTKc_Frk_like PTKc_Syk_like PTKc_EGFR_like PTKc_Lck_Blk PTKc_EphR PTKc_Yes PTKc_Axl_like PTKc_Srm_Brk PTKc_Fes_like PTKc_Btk_Bmx PTKc_Fyn_Yrk PTKc_Chk PTKc_FGFR PTKc_Ack_like PTKc_Trk PTKc_Src PTKc_Lyn PTKc_Abl PTKc_Jak2_Jak3_rpt2 PTKc_ALK_LTK PTK_HER3 PTKc_Csk PTKc_PDGFR PTKc_Ror1 PTKc_Met_Ron PTKc_EphR_A2 PTKc_Tyk2_rpt2 PTKc_c-ros PTKc_RET PTKc_Axl PTKc_FAK PTKc_InsR_like PTKc_EphR_B PTKc_Fer PTKc_Hck PTK_CCK4 PTKc_Tyro3 PTKc_Fes PTKc_DDR PTK_Ryk PTKc_EphR_A PTKc_FGFR2 COG4886 PTKc_EGFR PTKc_Musk PTKc_FGFR3 PTKc_HER4 PTKc_DDR_like PTKc_Syk PTKc_HER2 PTKc_Tie PTKc_Tie1 PTKc_Aatyk PTKc_DDR1 PTKc_FGFR1 PTKc_TrkB PTKc_DDR2 PTKc_FGFR4 PTK_Jak2_Jak3_rpt1 PTKc_Ror2 PTKc_TrkA PTKc_Zap-70 PTKc_TrkC PTKc_InsR PTK_Jak_rpt1 PTKc_Tie2 PTKc_Jak1_rpt2 PTKc_Aatyk1_Aatyk3 PTK_Jak1_rpt1 PTKc_IGF-1R PTKc_Aatyk2 PTK_Tyk2_rpt1 PTKc_EphR_A10 PTKc_VEGFR2 PTKc_VEGFR PTKc_VEGFR3 PTKc_PDGFR_alpha PTKc_Kit PTKc_CSF-1R	protein.postranslational modification.kinase.receptor like cytoplasmatic kinase VII	29_4_1_57

CUST_60909_PI403524517	2	-0.18283844	-0.23469543	0.10984039	0.023937225	0.03728199	-0.023937225	35_17371	"Cluster: Putative glyoxalase II; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative glyoxalase II - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5QLQ5	"CHR1V7|COORD:19995210..19996918| ETHE1/GLX2-3 (GLYOXALASE 2-3); hydroxyacylglutathione hydrolase"	AT1G53580.1	CHR01V5|COORD:27605408..27601524|protein hydroxyacylglutathione hydrolase 3, mitochondrial precursor, putative, expressed	LOC_Os01g47690.1	" no descriptionmoderately similar to ( 388)AT1G53580| Symbols: GLX2-3, ETHE1 | ETHE1/GLX2-3 (GLYOXALASE 2-3); hydroxyacylglutathione hydrolase | chr1:19995210-19996918 REVERSEnot assigned not assigned GloB PRK10241 Lactamase_B "	Biodegradation of Xenobiotics.hydroxyacylglutathione hydrolase	24_1

CUST_19104_PI404877155	2	0.07778454	-0.59882355	0.011381149	0.19442272	-0.011381149	-0.051709175	HZ40F21r_at	ribulosebiphosphate carboxylase [Elymus glaucescens]	CAA89998.1	0	0	0	0	ribulose-1,5-bisphosphate carboxylase/oxygenase large subunit	PS.calvin cyle.rubisco large subunit	1_03_01

CUST_28_PI399407379	2	0.25405312	-0.8924608	-0.16365528	0.07630539	0.4012642	-0.07630539	HvPRR1									

CUST_76364_PI403524517	2	-0.30974483	0.048113346	-0.08621025	-0.04811287	0.08625555	0.34237003	35_21893	"Cluster: Os05g0531500 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0531500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DGH5	CHR1|COORD:19768074..19771016| expressed protein, contains Pfam profile: PF04765 protein of unknown function (DUF616)	AT1G53040.2	CHR05V5|COORD:26296553..26301106|protein EMB2756, putative, expressed	LOC_Os05g45490.1	 no descriptionmoderately similar to ( 321)AT1G53040| Symbols:  | hydrolase, acting on carbon-nitrogen (but not peptide) bonds, in linear amides | chr1:19768235-19770538 REVERSEDUF616 	not assigned.unknown	35_2

CUST_5338_PI404877155	2	0.042366028	-0.7761669	-0.3444395	0.64997864	-0.042366028	0.36175442	Contig16924_at	Putative auxin-responsive protein IAA2 [Oryza sativa] dbj|BAD19421.1| proliferating cell nuclear antigen [Oryza sativa (japonica cultivar-gr	AAK98708.1	auxin-responsive protein / indoleacetic acid-induced protein 4 (IAA4) / auxin-induced protein (AUX2-11)	At5g43700.1	protein AUX/IAA family	Os02g56120	auxin-responsive protein / indoleacetic acid-induced protein 4 (IAA4) / auxin-induced protein (AUX2-11), identical to SP:P33077 Auxin-responsive protein IAA4 (Indoleacetic acid-induced protein 4) (Auxin-induced protein AUX2-11) {Arabidopsis thaliana}	RNA.regulation of transcription.ARF, Auxin Response Factor family	27_3_04

CUST_55201_PI403524517	2	-0.09161568	0.32285118	0.06280708	0.02381897	-0.040703773	-0.023819923	35_15714	"Cluster: Putative HGA1; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative HGA1 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z0Z4	"CHR3V7|COORD:6228399..6229553| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G18180.1); similar to glycosyltransferase [Saccharum officinarum]"	AT3G18170.1	CHR02V5|COORD:1872660..1874912|protein glycosyltransferase, putative, expressed	LOC_Os02g04250.3	"no descriptionweakly similar to ( 142)AT3G18170| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G18180.1); similar to glycosyltransferase [Saccharum officinarum] (GB:CAI30073.1); contains InterPro domain Protein of unknown function DUF563; (InterPro:IPR007657) | chr3:6228399-6229553 FORWARDnot assigned PRK12323"	not assigned.unknown	35_2

CUST_32014_PI399408534	2	-0.014410019	0.18157673	0.11272907	-0.0055789948	-0.2664175	0.0055799484	35_11889	"Cluster: Remorin protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Remorin protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z309	CHR1V7|COORD:17133143..17135988| remorin family protein	AT1G45207.2	CHR02V5|COORD:32286221..32280720|protein remorin, C-terminal region family protein, expressed	LOC_Os02g52810.2	no descriptionvery weakly similar to (53.9)AT1G45207| Symbols:  | remorin family protein | chr1:17133143-17135988 REVERSE	RNA.regulation of transcription.unclassified	27_3_99

CUST_31726_PI399408534	2	0.091444016	-0.4394741	-0.13981152	-0.010189056	0.010189056	0.10641098	35_19383	Rep: Pre-mRNA processing factor - Triticum aestivum (Wheat)	UniRef90_Q2QKC4	CHR2V7|COORD:16970666..16972674| pre-mRNA splicing factor PRP38 family protein	AT2G40650.1	CHR09V5|COORD:450698..443788|protein pre-mRNA processing factor, putative, expressed	LOC_Os09g01630.1	no descriptionmoderately similar to ( 330)AT2G40650| Symbols:  | pre-mRNA splicing factor PRP38 family protein | chr2:16970666-16972674 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRP38 DUF1777 PRK12678 rne PRK12323 DUF566	RNA.processing.splicing	27_1_1

CUST_10906_PI403524517	2	0.15800762	-0.04783392	0.04783392	-0.5011277	-0.6205988	0.6958957	35_3081	"Cluster: Hypothetical protein P0518C01.6; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0518C01.6 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q94DI1	0	0	CHR01V5|COORD:43165817..43166397|protein expressed protein	LOC_Os01g73940.1	no description	not assigned.unknown	35_2

CUST_111566_PI403524517	2	0.025111198	-0.29536295	-0.12503529	0.105092525	-0.025111198	0.039539337	35_31676	"Cluster: Putative anthocyanidin synthase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative anthocyanidin synthase - Oryza sativa (japonica cultivar-gro"	UniRef90_Q9XIW9	CHR1V7|COORD:11399903..11405702| actin binding	AT1G31810.1	CHR06V5|COORD:3144467..3146619|protein flavonol synthase/flavanone 3-hydroxylase, putative, expressed	LOC_Os06g06720.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_608_PI404877155	2	0.090423584	-0.8753538	-0.10488415	-0.04400921	0.0970459	0.044008255	Contig10538_at	hypothetical protein [Oryza sativa (japonica cultivar-group)] gb|AAP52552.1| hypothetical protein [Oryza sativa (japonica cultivar-group)] g	NP_920265.1	nitroreductase family protein	At1g02020.1	protein hypothetical protein	Os10g11340	NONE	N-metabolism.misc	12_4

CUST_171673_PI403524517	2	0.25955296	-1.3153076	-0.25955296	0.4820614	0.43063927	-0.30991745	35_47834	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_123300_PI403524517	2	-0.0050706863	0.47873116	0.18594742	-0.11892128	0.00507164	-0.06331444	35_34775	"Cluster: Os01g0590200 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0590200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JLL6		0	CHR01V5|COORD:23352964..23349890|protein expressed protein	LOC_Os01g40750.1	no description	not assigned.unknown	35_2

CUST_97953_PI403524517	2	0.08072567	-0.051843643	0.41037178	0.051843166	-0.08343077	-0.28524685	35_27967	"Cluster: Os02g0786000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0786000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DWZ2	CHR5|COORD:10320209..10326895| expressed protein	AT5G28350.2	CHR02V5|COORD:33366546..33374358|protein WD40-like, putative, expressed	LOC_Os02g54500.1	"no descriptionvery weakly similar to (72.8)AT5G28350| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G61480.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD19204.1); similar to Os02g0786000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001048332.1); similar to WD40-like [Medicago truncatula] (GB:ABD28704.1); contains InterPro domain Protein of unknown function DUF1339; (InterPro:IPR009771) | chr5:10320305-10326785 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK12678 PRK07764 PRK07003"	not assigned.unknown	35_2

CUST_98460_PI403524517	2	-0.05717182	0.7731552	-0.04468441	0.1523571	-0.024870872	0.024869919	35_28110	0	0	"CHR1V7|COORD:3503766..3505191| similar to mov34 family protein [Arabidopsis thaliana] (TAIR:AT1G48790.1); similar to Os01g0661500 [Oryza sativa (japonica"	AT1G10600.1	CHR01V5|COORD:27335651..27338961|protein STAM-binding protein, putative, expressed	LOC_Os01g47262.1	"no descriptionweakly similar to ( 139)AT1G10600| Symbols:  | similar to mov34 family protein [Arabidopsis thaliana] (TAIR:AT1G48790.1); similar to Os01g0661500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001043779.1); similar to ALM beta-like [Oryza sativa (japonica cultivar-group)] (GB:BAD72364.1); contains InterPro domain Mov34/MPN/PAD-1; (InterPro:IPR000555); contains InterPro domain Mov34-1; (InterPro:IPR003639) | chr1:3503766-3505191 FORWARDnot assigned Mov34 JAB_MPN"	not assigned.no ontology	35_1

CUST_22954_PI403524517	2	-1.0495892	0.22625923	0.46868515	0.47826242	-1.2644267	-0.22625971	35_6665	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_97435_PI403524517	2	-0.039486885	-0.28871155	0.1976471	-0.11452484	0.10551262	0.03948593	35_27826	"Cluster: Putative ankyrin repeat protein E4_8; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ankyrin repeat protein E4_8 - Oryza sativa (japonica cu"	UniRef90_Q5VQM1	CHR3V7|COORD:1278235..1280948| ankyrin repeat family protein	AT3G04710.1	CHR01V5|COORD:3677462..3673105|protein ankyrin-like protein, putative	LOC_Os01g07640.1	no descriptionweakly similar to ( 155)AT3G04710| Symbols:  | binding | chr3:1278235-1280948 FORWARDvery weakly similar to (69.3)STIP_SOYBNHeat shock protein STI - Glycine max (Soybean)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TPR NrfG	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_16882_PI404877155	2	0.065824986	0.57063484	-0.065824986	-0.31007147	-0.3964486	0.20708275	HM10P17r_at	amino acid permease 2 (AAP2) [Arabidopsis thaliana] pir||S52421 amino acid transport protein AAP2 - Arabidopsis thaliana	NP_196484.1	amino acid carrier, putative / amino acid permease, putative	At1g77380.1	protein Transmembrane amino acid transporter protein	Os12g08130	protein phosphatase 2C (PP2C) -related	transport.amino acids	34_3

CUST_121682_PI403524517	2	-0.14377403	-2.1512713	1.1038313	1.5307703	-0.41868877	0.14377403	35_34361	Rep: Bromelain precursor - Ananas comosus (Pineapple)	UniRef90_O23791	CHR2V7|COORD:11733389..11734597| cysteine proteinase, putative	AT2G27420.1	CHR09V5|COORD:22353173..22351167|protein thiol protease SEN102 precursor, putative, expressed	LOC_Os09g38920.1	 no descriptionvery weakly similar to (92.0)AT2G27420| Symbols:  | cysteine proteinase, putative | chr2:11733389-11734597 REVERSEvery weakly similar to (87.0)ORYA_ORYSAnot assigned not assigned not assigned Peptidase_C1A Peptidase_C1 Pept_C1 Peptidase_C1A_CathepsinB Peptidase_C1A_CathepsinC Peptidase_C1 Peptidase_C1A_CathepsinX COG4870 	protein.degradation.cysteine protease	29_5_3

CUST_19286_PI404877155	2	-0.071455	-0.05547905	0.008275986	0.13280487	-0.008275986	0.037917137	rbaal22l07_s_at	Vacuolar ATP synthase subunit B isoform 2 (V-ATPase B subunit 2) (Vacuolar proton pump B subunit 2) gb|AAA81331.1| vacuolar ATPase B subunit	Q40079	vacuolar ATP synthase subunit B, putative / V-ATPase B subunit, putative / vacuolar proton pump B subunit, put	At4g38510.1	protein V-type ATPase, B subunit	Os06g37180	vacuolar ATPase B subunit	transport.p- and v-ATPases	34_1

CUST_14012_PI403524517	2	-0.05038452	0.0706377	0.050385475	-0.053337097	0.122447014	-0.06758976	35_4015	"Cluster: Ribosomal protein L4/L1 family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Ribosomal protein L4/L1 family protein, expressed -"	UniRef90_Q2R1Z9	CHR2V7|COORD:8666465..8668308| ribosomal protein L4 family protein	AT2G20060.1	CHR11V5|COORD:21638610..21642556|protein 50S ribosomal protein L4, putative, expressed	LOC_Os11g37510.1	 no descriptionmoderately similar to ( 385)AT2G20060| Symbols:  | ribosomal protein L4 family protein | chr2:8666465-8668308 FORWARDvery weakly similar to (97.4)RK4_TOBAC50S ribosomal protein L4, chloroplast precursor - Nicotiana tabacum (Common tobacco)not assigned rplD RplD Ribosomal_L4 rpl4 rpl4lp 	protein.synthesis.mito/plastid ribosomal protein.plastid	29_2_1_1

CUST_108876_PI403524517	2	0.27349663	-0.57950306	-0.16474628	-0.054005623	0.23267555	0.054005623	35_30958	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_15702_PI404877155	2	0.8296647	0.43188095	0.0013275146	-0.0013275146	-0.5086646	-0.5245662	Contig9534_at	putative gibberellin 20-dioxygenase [Oryza sativa (japonica cultivar-group)]	BAC84568.1	gibberellin 20-oxidase	At4g25420.1	protein oxidoreductase, 2OG-Fe(II) oxygenase family, putative	Os07g07420	putative gibberellin 20-dioxygenase	hormone metabolism.gibberelin.synthesis-degradation.GA20 oxidase	17_6_1_11

CUST_3368_PI403524517	2	-0.07845402	0.43805218	-0.1355505	0.07845402	-0.1658001	0.1287899	35_918	"Cluster: Non-specific lipid transfer protein 6; n=1; Hordeum vulgare subsp. vulgare|Rep: Non-specific lipid transfer protein 6 - Hordeum vulgare var. distichum"	UniRef90_Q5UNP2	"CHR2V7|COORD:6525970..6526970| LTP; lipid binding"	AT2G15050.2	CHR12V5|COORD:722133..723250|protein nonspecific lipid-transfer protein 5 precursor, putative, expressed	LOC_Os12g02290.1	"no descriptionvery weakly similar to (71.2)AT2G15050| Symbols: LTP | LTP; lipid binding | chr2:6525970-6526970 FORWARDweakly similar to ( 125)NLTP4_ORYSAnsLTP1 Tryp_alpha_amyl AAI_LTSS"	lipid metabolism.lipid transfer proteins etc	11_6

CUST_133225_PI403524517	2	-0.053199768	-0.012337685	0.024692535	-0.057777405	0.012338638	0.11449146	35_37403	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_105645_PI403524517	2	0.5498371	-0.50671244	0.01004076	1.6568899	-0.010040283	-0.23173332	35_30084	Rep: SCARECROW - Zea mays (Maize)	UniRef90_Q9FUZ7	"CHR3V7|COORD:20081528..20083603| SCR (SCARECROW); transcription factor"	AT3G54220.1	CHR12V5|COORD:1042533..1046118|protein DELLA protein GAI1, putative, expressed	LOC_Os12g02870.1	no descriptionPRK07764	not assigned.unknown	35_2

CUST_67808_PI403524517	2	-7.5912476E-4	-0.047920227	-0.097979546	7.581711E-4	0.1460495	0.10712242	35_19371	"Cluster: Hypothetical protein OJ1126_D01.3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1126_D01.3 - Oryza sativa (japonica cultivar"	UniRef90_Q6I647	CHR3V7|COORD:20017076..20018998| phosphatidic acid phosphatase-related / PAP2-related	AT3G54020.1	CHR05V5|COORD:22136431..22131383|protein expressed protein	LOC_Os05g37910.1	no descriptionmoderately similar to ( 377)AT3G54020| Symbols:  | phosphatidic acid phosphatase-related / PAP2-related | chr3:20017076-20018998 FORWARDnot assigned	not assigned.unknown	35_2

CUST_169518_PI403524517	2	0.09725094	0.30927944	0.028891563	-0.39007092	-0.64378357	-0.028891563	35_47214	"Cluster: Putative condensin subunit 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative condensin subunit 1 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XAM6	CHR3V7|COORD:21126057..21132030| binding	AT3G57060.1	CHR07V5|COORD:27797803..27789412|protein condensin complex subunit 1, putative, expressed	LOC_Os07g46540.1	no description	not assigned.unknown	35_2

CUST_59675_PI403524517	2	0.008151054	-0.06620312	-0.008151054	0.009843826	0.017932892	-0.0894022	35_17014	Rep: Uroporphyrinogen decarboxylase - Hordeum vulgare (Barley)	UniRef90_Q42855	"CHR2V7|COORD:16920039..16922066| HEME2; uroporphyrinogen decarboxylase"	AT2G40490.1	CHR03V5|COORD:12507923..12511531|protein uroporphyrinogen decarboxylase, putative, expressed	LOC_Os03g21900.1	"no descriptionhighly similar to ( 576)AT2G40490| Symbols: HEME2 | HEME2; uroporphyrinogen decarboxylase | chr2:16920039-16922066 FORWARDhighly similar to ( 665)DCUP_HORVUUroporphyrinogen decarboxylase - Hordeum vulgare (Barley)not assigned hemE URO-D URO-D HemE URO-D_like URO-D_CIMS_like Mta_CmuA_like PRK06252"	tetrapyrrole synthesis.uroporphyrinogen decarboxylase	19_7

CUST_16956_PI403524517	2	0.15905666	-0.07163429	-0.031659126	7.390976E-4	0.025333405	-7.390976E-4	35_4899	"Cluster: Homolog of Homo sapiens RNA binding motif protein 18; n=1; Takifugu rubripes|Rep: Homolog of Homo sapiens RNA binding motif protein 18 - Takifugu rubri"	UniRef90_UPI000065FD2B	CHR5V7|COORD:21341185..21341671| nucleotide binding	AT5G52545.1	CHR10V5|COORD:20466199..20461335|protein ATP binding protein, putative, expressed	LOC_Os10g39010.5	no descriptionvery weakly similar to (71.2)AT5G52545| Symbols:  | nucleotide binding | chr5:21341185-21341671 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned RRM RRM_1 COG0724	RNA.RNA binding	27_4

CUST_6802_PI404877155	2	0.17652702	0.7203226	-0.18478775	-0.13451672	0.0044460297	-0.0044460297	Contig20074_at	RNA recognition motif (RRM)-containing protein [Arabidopsis thaliana]	NP_565132.2	RNA recognition motif (RRM)-containing protein	At1g76460.1	protein RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain), putative	Os06g41790	NONE	RNA.RNA binding	27_4

CUST_158968_PI403524517	2	-0.027823448	-0.056336403	-0.03058052	0.24576283	0.13946724	0.027822495	35_44373	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_180133_PI403524517	2	-0.0067386627	0.0067386627	0.12204075	-0.024373055	0.118665695	-0.028338432	35_50095	"Cluster: Os02g0818800 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0818800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DWE5		0	0	0	no description	not assigned.unknown	35_2

CUST_76622_PI403524517	2	-0.16454601	0.029951096	0.1008482	0.70874214	-0.02995205	-0.40163088	35_21966	"Cluster: Os09g0278000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os09g0278000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J2Z8	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	CHR09V5|COORD:5788801..5789358|protein seed maturation protein LEA 4, putative	LOC_Os09g10620.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07764 TT_ORF1 Extensin_2 PRK12678 PRK05648 Drf_FH1 Herpes_UL56 Tymo_45kd_70kd Trypan_PARP	not assigned.unknown	35_2

CUST_13174_PI404877155	2	0.11923218	0.38100433	-0.051244736	-0.35620785	0.051243782	-0.34875774	Contig689_s_at	Sucrose synthase 1 (Sucrose-UDP glucosyltransferase 1) pir||S29242 sucrose synthase (EC 2.4.1.13) Ss1 - barley emb|CAA46701.1| sucrose synth	P31922	sucrose synthase, putative / sucrose-UDP glucosyltransferase, putative	At3g43190.1	protein sucrose synthase (EC 2.4.1.13) 1 - rice	Os06g09450	sucrose synthase type I	major CHO metabolism.degradation.sucrose.Susy	2_2_1_05

CUST_141462_PI403524517	2	0.23770237	-0.050726414	0.012247562	0.2667656	-0.15129995	-0.012247562	35_39649	"Cluster: Thylakoid lumenal 19.6 kDa protein, chloroplast precursor; n=1; Arabidopsis thaliana|Rep: Thylakoid lumenal 19.6 kDa protein, chloroplast precursor - A"	UniRef90_Q9LVV5	CHR5V7|COORD:21496846..21498244| thylakoid lumen 15.0 kDa protein	AT5G52970.1	CHR07V5|COORD:20934397..20939958|protein permeases of the major facilitator superfamily, putative, expressed	LOC_Os07g34950.2	no descriptionweakly similar to ( 103)AT5G52970| Symbols:  | thylakoid lumen 15.0 kDa protein | chr5:21496846-21498244 FORWARD	not assigned.no ontology	35_1

CUST_13108_PI404877155	2	-0.058320045	0.093738556	0.015358925	0.14037895	-0.06945419	-0.015359879	Contig6824_at	0	0	0	0	0	0	gi|21739200|emb|CAD41903.1| OSJNBa0033G05.4	transport.p- and v-ATPases	34_1

CUST_69669_PI403524517	2	0.1008873	0.5838032	0.056985855	-0.06729984	-0.2145958	-0.0569849	35_19934	"Cluster: Putative GAMYB-binding protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative GAMYB-binding protein - Oryza sativa (japonica cultivar-group"	UniRef90_Q6K8D9	"CHR1|COORD:29004502..29007019| similar to RNA recognition motif (RRM)-containing protein [Arabidopsis thaliana] (TAIR:At2g16940.1); similar to WD-40 repeat"	AT1G77180.2	CHR02V5|COORD:31991827..31989349|protein pre-mRNA-splicing factor prp45, putative, expressed	LOC_Os02g52250.1	no descriptionmoderately similar to ( 376)AT1G77180| Symbols:  | chromatin protein family | chr1:29004685-29006526 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned SKIP_SNW PRK12678 MAP65_ASE1 PRK07003 PRK12323 HPC2 TT_ORF1 APC_basic Pneumo_att_G	DNA.synthesis/chromatin structure	28_1

CUST_1508_PI404877155	2	-0.42251205	-0.29660034	0.6382837	0.06658554	0.35762787	-0.06658554	Contig11680_at	zinc finger homeobox family protein / ZF-HD homeobox family protein [Arabidopsis thaliana]	NP_974373.1	zinc finger homeobox family protein / ZF-HD homeobox family protein	At3g28917.1	protein ZF-HD protein dimerisation region, putative	Os11g03420	NONE	RNA.regulation of transcription.zf-HD	27_3_80

CUST_18872_PI399408534	2	0.021810532	0.09113026	-0.01744175	-0.11856651	0.01744175	-0.08388233	35_17610	Rep: SUSIBA2 - Hordeum vulgare (Barley)	UniRef90_Q6VWJ6	"CHR4V7|COORD:13437304..13440699| WRKY20 (WRKY DNA-binding protein 20); transcription factor"	AT4G26640.2	CHR07V5|COORD:23657931..23652382|protein OsWRKY78 - Superfamily of rice TFs having WRKY and zinc finger domains, expressed	LOC_Os07g39480.1	" no descriptionmoderately similar to ( 378)AT4G26640| Symbols: ATWRKY20, WRKY20 | WRKY20 (WRKY DNA-binding protein 20); transcription factor | chr4:13437304-13440699 REVERSEWRKY "	RNA.regulation of transcription.WRKY domain transcription factor family	27_3_32

CUST_92964_PI403524517	2	0.27155828	0.091958046	-0.25326157	-0.004356861	-0.23413134	0.004356861	35_26581	"Cluster: Hypothetical protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XXR7	"CHR1V7|COORD:3269941..3271734| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G29310.1); similar to IMP dehydrogenase/GMP reductase [Medicago"	AT1G10020.1	CHR07V5|COORD:1770859..1768941|protein expressed protein	LOC_Os07g04150.1	"no descriptionvery weakly similar to (80.1)AT1G10020| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G29310.1); similar to IMP dehydrogenase/GMP reductase [Medicago truncatula] (GB:ABE93135.1); contains InterPro domain Protein of unknown function DUF1005; (InterPro:IPR010410) | chr1:3269941-3271734 REVERSE"	not assigned.unknown	35_2

CUST_150321_PI403524517	2	0.12869072	1.0773325	0.04212475	-0.282259	-0.2522254	-0.042123795	35_42053	Rep: F-box/LRR-repeat MAX2 homolog - Oryza sativa (Rice)	UniRef90_Q5VMP0	"CHR2V7|COORD:17763247..17765328| MAX2 (MORE AXILLARY BRANCHES 2); ubiquitin-protein ligase"	AT2G42620.1	CHR06V5|COORD:2779716..2784268|protein F-box/LRR-repeat MAX2, putative, expressed	LOC_Os06g06050.1	" no descriptionweakly similar to ( 177)AT2G42620| Symbols: ORE9, MAX2 | MAX2 (MORE AXILLARY BRANCHES 2); ubiquitin-protein ligase | chr2:17763247-17765328 FORWARDmoderately similar to ( 332)MAX2_ORYSAnot assigned not assigned "	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_46606_PI403524517	2	-0.04495144	0.8391428	0.5914383	-0.25919914	-0.29042816	0.04495144	35_13347	Rep: WRKY transcription factor - Oryza sativa (japonica cultivar-group)	UniRef90_Q688X5	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	CHR05V5|COORD:28071421..28074717|protein OsWRKY49 - Superfamily of rice TFs having WRKY and zinc finger domains, expressed	LOC_Os05g49100.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned TT_ORF1 PRK12678	not assigned.unknown	35_2

CUST_2429_PI403524517	2	0.021289825	0.17086029	0.0015258789	-0.08576965	-0.042568207	-0.0015239716	35_661	"Cluster: Translation initiation factor 4A; n=1; Phaseolus vulgaris|Rep: Translation initiation factor 4A - Phaseolus vulgaris (Kidney bean) (French bean)"	UniRef90_Q7X9E7	"CHR3V7|COORD:4592593..4594135| EIF4A1 (eukaryotic translation initiation factor 4A-1); ATP-dependent helicase"	AT3G13920.2	CHR06V5|COORD:29506320..29502687|protein eukaryotic initiation factor 4A, putative, expressed	LOC_Os06g48750.2	no descriptionvery weakly similar to (73.2)IF4A_WHEATEukaryotic initiation factor 4A - Triticum aestivum (Wheat)	protein.synthesis.initiation	29_2_3

CUST_53967_PI403524517	2	-0.26755238	0.106123924	0.24849224	-0.2643938	0.012597084	-0.012598038	35_15360	"Cluster: OSJNBa0006B20.1 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0006B20.1 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XRB6	CHR5V7|COORD:25572047..25575813| UVR8 (UVB-RESISTANCE 8)	AT5G63860.1	CHR04V5|COORD:21495027..21500911|protein HECT domain and RCC1-like domain-containing protein 2, putative, expressed	LOC_Os04g35570.1	no descriptionvery weakly similar to (92.8)AT5G63860| Symbols: UVR8 | UVR8 (UVB-RESISTANCE 8) | chr5:25572047-25575813 REVERSE	stress.abiotic.light	20_2_5

CUST_62965_PI403524517	2	-0.27543545	-0.00269413	0.00269413	0.0854826	-0.29710293	0.17118835	35_17963	"Cluster: LysM receptor-like kinase; n=1; Hordeum vulgare subsp. vulgare|Rep: LysM receptor-like kinase - Hordeum vulgare var. distichum (Two-rowed barley)"	UniRef90_Q4LD47	CHR3V7|COORD:7615550..7618537| protein kinase family protein	AT3G21630.1	CHR08V5|COORD:26776238..26780786|protein lysM receptor-like kinase, putative, expressed	LOC_Os08g42580.1	no descriptionmoderately similar to ( 436)AT3G21630| Symbols:  | protein kinase family protein | chr3:7615550-7618537 REVERSEweakly similar to ( 196)CRI4_MAIZEPutative receptor protein kinase CRINKLY4 precursor - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pkinase_Tyr Pkinase S_TKc S_TKc TyrKc PTKc PTKc_Csk_like PTKc_Chk SPS1 PTKc_Src_like PTKc_Csk PTKc_Abl PTKc_Btk_Bmx PTKc_Jak_rpt2 PTKc_Trk PTKc_Tec_like PTKc_Fes_like PTKc_Ror PTKc_Srm_Brk PTKc_EphR PTKc_Frk_like PTKc_Tec_Rlk PTKc_Fyn_Yrk PTKc_Lck_Blk PTKc_InsR_like PTKc_Src PTKc_Itk PTKc_EGFR_like PTKc_Yes PTKc_DDR PTKc_Musk PTKc_Fes PTKc_Syk_like PTK_CCK4 PTKc_TrkA PTKc_ALK_LTK PTKc_Tie2 PTKc_FGFR PTKc_Ror1 PTKc_Hck PTKc_Lyn PTKc_Fer PTKc_TrkB PTKc_Met_Ron PTKc_Tie1 PTKc_TrkC PTKc_Ack_like PTKc_EphR_B PTKc_Tie PTKc_InsR PTKc_Jak2_Jak3_rpt2 PTKc_DDR_like PTKc_c-ros PTKc_DDR2 PTKc_DDR1 PTKc_IGF-1R PTKc_Tyk2_rpt2 PTKc_EphR_A2 PTKc_EphR_A PTKc_FAK PTKc_PDGFR PTKc_Jak1_rpt2 PTKc_Syk PTKc_Axl_like PTKc_FGFR1 PTK_Ryk PTKc_FGFR2 PTKc_RET PTKc_Tyro3 PTKc_Zap-70 PTKc_FGFR3 PTK_HER3 PTKc_FGFR4 PTKc_Axl PTKc_EGFR PTKc_HER4 PTKc_Ror2 PTKc_HER2 PTK_Jak2_Jak3_rpt1 PTKc_Aatyk1_Aatyk3 PTKc_EphR_A10 PTKc_Aatyk PTKc_VEGFR PTKc_Aatyk2 PTKc_VEGFR2 PTKc_VEGFR3 PTK_Jak_rpt1	protein.postranslational modification.kinase.receptor like cytoplasmatic kinase VII	29_4_1_57

CUST_29904_PI399408534	2	-0.2739854	0.39624596	-0.06405163	0.06405115	-0.091508865	0.09043503	35_50657	"Cluster: Os09g0309700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os09g0309700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J2R6	CHR1V7|COORD:25729473..25730447| AP2 domain-containing transcription factor, putative	AT1G68550.1	CHR09V5|COORD:8202350..8198884|protein AP2 domain containing protein, expressed	LOC_Os09g13940.4	 no descriptionvery weakly similar to (60.1)AT1G22190| Symbols:  | AP2 domain-containing transcription factor, putative | chr1:7836234-7837019 FORWARDvery weakly similar to (57.0)ERF5_TOBACEthylene-responsive transcription factor 5 - Nicotiana tabacum (Common tobacco)AP2 AP2 AP2 	RNA.regulation of transcription.AP2/EREBP, APETALA2/Ethylene-responsive element binding protein family	27_3_3

CUST_27593_PI399408534	2	-0.44710255	0.7942872	0.5226617	-0.2677436	-0.36800146	0.2677436	35_26650	"Cluster: Hypothetical protein OJ1288_C01.16; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1288_C01.16 - Oryza sativa (japonica cultiv"	UniRef90_Q654X2	CHR5V7|COORD:24323555..24324746| MADS-box protein (AGL62)	AT5G60440.1	CHR12V5|COORD:12301400..12300816|protein DNA binding protein, putative, expressed	LOC_Os12g21850.1	no descriptionvery weakly similar to (79.0)AT5G60440| Symbols:  | MADS-box protein (AGL62) | chr5:24323555-24324746 FORWARDvery weakly similar to (73.2)MAD55_ORYSAnot assigned not assigned not assigned not assigned not assigned MADS_MEF2_like MADS MADS MADS_SRF_like SRF-TF	RNA.regulation of transcription.MADS box transcription factor family	27_3_24

CUST_99933_PI403524517	2	-0.04719782	-0.17503214	-0.07205391	0.04719782	1.9456077	0.092727184	35_28528	"Cluster: OSJNBb0065L13.3 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBb0065L13.3 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XQ16	CHR4V7|COORD:7871247..7876873| lipase class 3 family protein	AT4G13550.1	CHR04V5|COORD:25241151..25249480|protein triacylglycerol lipase, putative, expressed	LOC_Os04g43030.1	no descriptionvery weakly similar to (52.8)AT4G13550| Symbols:  | lipase class 3 family protein | chr4:7871247-7876873 REVERSE	lipid metabolism.lipid degradation.lipases.triacylglycerol lipase	11_9_2_1

CUST_93349_PI403524517	2	-0.1132679	-0.8896265	0.28404093	0.09972286	-0.09972286	0.23475027	35_26690	"Cluster: Serine carboxypeptidase family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Serine carboxypeptidase family protein, expressed -"	UniRef90_Q2R5M2	"CHR3V7|COORD:3249775..3252325| SCPL7; serine carboxypeptidase"	AT3G10450.2	CHR11V5|COORD:13479390..13471399|protein serine carboxypeptidase 1 precursor, putative, expressed	LOC_Os11g24510.2	"no descriptionweakly similar to ( 151)AT3G10450| Symbols: SCPL7 | SCPL7; serine carboxypeptidase | chr3:3249775-3252325 FORWARDweakly similar to ( 132)CBP1_ORYSAnot assigned Peptidase_S10"	protein.degradation.serine protease	29_5_5

CUST_6625_PI404877155	2	0.07994461	0.3355999	-0.006187439	-0.20203972	-0.097008705	0.0061883926	Contig1966_at	jmjC domain containing protein [Oryza sativa (japonica cultivar-group)]	AAT81741.1	transcription factor jumonji (jmjC) domain-containing protein	At3g07610.1	protein Similar to DNA-binding protein PD3, chloroplast - garden pea	Os02g01940	Ribonuclease HI	RNA.regulation of transcription.JUMONJI family	27_3_57

CUST_145731_PI403524517	2	0.03810501	0.1736002	0.1338234	-0.03810501	-0.05279064	-0.111278534	35_40799	"Cluster: Peroxisomal targeting signal 1 receptor short form; n=2; Oryza sativa (japonica cultivar-group)|Rep: Peroxisomal targeting signal 1 receptor short form"	UniRef90_Q32Y70	"CHR5V7|COORD:22803881..22809198| PEX5 (PEROXIN 5); peroxisome targeting signal-1 binding"	AT5G56290.1	CHR08V5|COORD:24552403..24561690|protein peroxisomal targeting signal receptor, putative, expressed	LOC_Os08g39080.2	"no descriptionweakly similar to ( 131)AT5G56290| Symbols: PEX5 | PEX5 (PEROXIN 5); peroxisome targeting signal-1 binding | chr5:22803881-22809198 FORWARDnot assigned"	protein.targeting.peroxisomes	29_3_5

CUST_134472_PI403524517	2	0.20289993	0.10050678	-0.24895	0.01760006	-0.15861702	-0.01760006	35_37730	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_19054_PI403524517	2	-0.014346123	1.069025	-0.02543068	0.014346123	-0.15080357	0.07606983	35_5522	"Cluster: Arabinoxylan arabinofuranohydrolase isoenzyme AXAH-I; n=1; Hordeum vulgare|Rep: Arabinoxylan arabinofuranohydrolase isoenzyme AXAH-I - Hordeum vulgare"	UniRef90_Q9ATV8	"CHR3V7|COORD:3361036..3364578| ASD1 (ALPHA-L-ARABINOFURANOSIDASE); hydrolase, acting on glycosyl bonds"	AT3G10740.1	CHR11V5|COORD:1452590..1459065|protein alpha-N-arabinofuranosidase A precursor, putative, expressed	LOC_Os11g03730.3	" no descriptionhighly similar to ( 815)AT3G10740| Symbols: ARAF, ASD1 | ASD1 (ALPHA-L-ARABINOFURANOSIDASE); hydrolase, acting on glycosyl bonds | chr3:3361036-3364578 REVERSEAbfA Alpha-L-AF_C "	not assigned.no ontology	35_1

CUST_106426_PI403524517	2	-0.097919464	0.31234646	4.1246414E-4	-0.19165039	-4.1246414E-4	0.8868027	35_30290	"Cluster: OSJNBa0088A01.24 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0088A01.24 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XND9	CHR5V7|COORD:16945314..16947595| binding / ubiquitin-protein ligase	AT5G42340.1	CHR04V5|COORD:29303288..29308363|protein U-box domain containing protein, expressed	LOC_Os04g49500.1	no descriptionvery weakly similar to (52.8)AT5G42340| Symbols:  | binding / ubiquitin-protein ligase | chr5:16945314-16947595 REVERSEUbox	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_8953_PI404877155	2	-3.0509758	-0.53457165	1.7946053	1.069973	0.5345707	-1.6177502	Contig2768_s_at	germin-like protein 1 - barley emb|CAA75907.1| Germin-like protein 1 [Hordeum vulgare subsp. vulgare]	T05721	germin-like protein (GER1)	At1g72610.1	protein Cupin, putative	Os08g35760	germin-like protein (GER3), identical to germin-like protein subfamily 3 member 3 (SP:P94072)	stress.abiotic.unspecified	20_2_99

CUST_40896_PI403524517	2	0.36343288	-0.028880596	0.028881073	-0.19429779	-0.06804323	0.054695606	35_11760	"Cluster: Importin-beta2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Importin-beta2 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q9ZWR4	CHR5V7|COORD:21731242..21733935| importin beta-2, putative	AT5G53480.1	CHR12V5|COORD:23369158..23375239|protein importin beta-1 subunit, putative, expressed	LOC_Os12g38110.1	 no descriptionmoderately similar to ( 322)AT5G53480| Symbols:  | importin beta-2, putative | chr5:21731242-21733935 FORWARDnot assigned not assigned not assigned KAP95 	protein.targeting.nucleus	29_3_1

CUST_83740_PI403524517	2	0.22087479	0.2757802	0.07147741	-0.15910292	-0.07147741	-0.5367861	35_24004	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53N84	CHR4V7|COORD:6406547..6407132| glycine-rich protein	AT4G10330.1	CHR11V5|COORD:7651028..7654826|protein expressed protein	LOC_Os11g13880.1	no descriptionnot assigned not assigned	not assigned.unknown	35_2

CUST_72227_PI403524517	2	0.16937542	0.13371563	-0.13924408	-0.037706375	0.018507957	-0.018507957	35_20702	0	0	CHR3V7|COORD:8063070..8064482| leucine-rich repeat family protein / extensin family protein	AT3G22800.1	0	0	no description	not assigned.unknown	35_2

CUST_14288_PI403524517	2	0.0061206818	-0.19359684	-0.047605515	-0.0061206818	0.032037735	0.043366432	35_4098	"Cluster: THUMP domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: THUMP domain containing protein, expressed - Oryza sativa"	UniRef90_Q2R2E7	CHR5V7|COORD:4021975..4023951| THUMP domain-containing protein	AT5G12410.1	CHR11V5|COORD:20686989..20696655|protein THUMP domain containing protein, expressed	LOC_Os11g36060.1	no descriptionmoderately similar to ( 340)AT5G12410| Symbols:  | THUMP domain-containing protein | chr5:4021975-4023951 REVERSEnot assigned THUMP	not assigned.no ontology	35_1

CUST_70477_PI403524517	2	0.11968613	-0.32578754	-0.15697765	0.032025337	-0.032025337	0.08872032	35_20189	"Cluster: Ubiquitin-specific protease 26; n=3; Arabidopsis thaliana|Rep: Ubiquitin-specific protease 26 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9FPS1	"CHR3V7|COORD:18391927..18397647| UBP26 (ubiquitin-specific protease 26); ubiquitin-specific protease"	AT3G49600.1	CHR03V5|COORD:4820018..4823472|protein UBP26, putative, expressed	LOC_Os03g09270.1	"no descriptionweakly similar to ( 147)AT3G49600| Symbols: UBP26 | UBP26 (ubiquitin-specific protease 26); ubiquitin-specific protease | chr3:18391927-18397647 REVERSE"	protein.degradation.ubiquitin.ubiquitin protease	29_5_11_5

CUST_27977_PI403524517	2	-0.021213531	0.38657618	-0.381392	-0.018715382	1.5562129	0.018715382	35_8088	"Cluster: Putative cytochrome P450; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative cytochrome P450 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ZIG2	"CHR5V7|COORD:23215920..23217499| CYP71B10 (cytochrome P450, family 71, subfamily B, polypeptide 10); oxygen binding"	AT5G57260.1	CHR02V5|COORD:4824243..4825852|protein cytochrome P450 71D8, putative, expressed	LOC_Os02g09390.1	" no descriptionweakly similar to ( 112)AT5G57260| Symbols: CYP71B10 | CYP71B10 (cytochrome P450, family 71, subfamily B, polypeptide 10); oxygen binding | chr5:23215920-23217499 REVERSEweakly similar to ( 121)C71DA_SOYBNCytochrome P450 71D10 - Glycine max (Soybean)not assigned not assigned not assigned not assigned not assigned p450 CypX "	misc.cytochrome P450	26_10

CUST_6208_PI403524517	2	-0.0668087	-0.41365242	0.024038315	0.16160583	0.032266617	-0.024039268	35_1720	"Cluster: OSIGBa0097P08.2 protein; n=2; Oryza sativa|Rep: OSIGBa0097P08.2 protein - Oryza sativa (Rice)"	UniRef90_Q01JK3	CHR5V7|COORD:4908689..4910673| aldose 1-epimerase family protein	AT5G15140.1	CHR04V5|COORD:22683509..22686683|protein aldose 1-epimerase, putative, expressed	LOC_Os04g38540.1	no descriptionmoderately similar to ( 346)AT5G15140| Symbols:  | aldose 1-epimerase family protein | chr5:4908689-4910673 FORWARDnot assigned galM Aldose_epim GalM	minor CHO metabolism.others	3_5

CUST_24801_PI403524517	2	-0.0021476746	-0.21534061	-0.011600494	0.030369759	0.051486015	0.0021486282	35_7195	"Cluster: Thioredoxin M-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: Thioredoxin M-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5JMR9	"CHR1V7|COORD:28816767..28817842| ATY1 (Arabidopsis thioredoxin y1); thiol-disulfide exchange intermediate"	AT1G76760.1	CHR01V5|COORD:42777971..42781157|protein thioredoxin-like protein slr0233, putative, expressed	LOC_Os01g73234.1	" no descriptionweakly similar to ( 160)AT1G76760| Symbols: ATY1 | ATY1 (Arabidopsis thioredoxin y1); thiol-disulfide exchange intermediate | chr1:28816767-28817842 REVERSEvery weakly similar to (87.4)TRXM_CHLREThioredoxin M-type, chloroplast precursor - Chlamydomonas reinhardtiinot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Thioredoxin TRX_family PRK10996 PDI_a_family COG3118 PDI_a_ERdj5_C trxA PDI_a_ERp38 TrxA ybbN TRX_PICOT TxlA PDI_a_TMX3 PDI_a_PDIR PDI_a_P5 PDI_a_ERp46 TMX2 PDI_a_PDI_a'_C PDI_a_MPD1_like TRX_NTR TlpA_like_family PDI_a_ERp44 DsbDgamma TRX_NDPK PDI_a_TMX "	redox.thioredoxin	21_1

CUST_58_PI403524517	2	-0.14165783	0.35606194	0.06455994	-0.0018672943	0.0018663406	-0.10470295	35_15	Rep: Cystatin Hv-CPI2 - Hordeum vulgare (Barley)	UniRef90_Q1ENF6	CHR3|COORD:3959870..3961918| cysteine protease inhibitor, putative / cystatin, putative, similar to PRLI-interacting factor M (Arabidopsis thaliana)	AT3G12490.1	CHR01V5|COORD:34360006..34361788|protein cystatin-1 precursor, putative, expressed	LOC_Os01g58890.2	 no descriptionweakly similar to ( 119)AT3G12490| Symbols:  | cysteine protease inhibitor, putative / cystatin, putative | chr3:3960530-3961784 REVERSEweakly similar to ( 141)CYT1_MAIZECystatin-1 precursor - Zea mays (Maize)CY CY Cystatin 	protein.degradation.cysteine protease	29_5_3

CUST_60298_PI403524517	2	-0.3962989	1.604516	0.07520294	-0.07520294	0.7910409	-0.20360088	35_17188	"Cluster: Hypothetical protein P0703B01.16; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0703B01.16 - Oryza sativa (japonica cultivar-g"	UniRef90_Q69S83	0	0	CHR02V5|COORD:22059723..22059069|protein expressed protein	LOC_Os02g36530.1	no description	not assigned.unknown	35_2

CUST_62540_PI403524517	2	0.10630131	-0.9202738	-0.47779942	0.13266087	0.09929371	-0.099292755	35_17833	"Cluster: Putative polygalacturonase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative polygalacturonase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5VS63	CHR3V7|COORD:22769414..22771112| glycoside hydrolase family 28 protein / polygalacturonase (pectinase) family protein	AT3G61490.2	CHR03V5|COORD:1408928..1412597|protein glycoside hydrolase, family 28, putative, expressed	LOC_Os03g03350.1	no descriptionhighly similar to ( 576)AT3G61490| Symbols:  | glycoside hydrolase family 28 protein / polygalacturonase (pectinase) family protein | chr3:22769414-22771112 FORWARDvery weakly similar to (97.4)PGLR1_MAIZEExopolygalacturonase precursor - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PGU1 Glyco_hydro_28 PRK07003 Herpes_BLLF1 SerH PRK12678 DUF566 Atrophin-1 PRK12323 PRK07764 DUF1777 Pneumo_att_G TT_ORF1	cell wall.degradation.pectate lyases and polygalacturonases	10_6_3

CUST_38786_PI403524517	2	-1.2239795	0.59279394	0.031882286	0.107507706	-0.30128098	-0.031882286	35_11163	"Cluster: Clathrin assembly protein AP180 short form-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Clathrin assembly protein AP180 short form-like - Ory"	UniRef90_Q69SJ3	CHR5V7|COORD:13479693..13482811| epsin N-terminal homology (ENTH) domain-containing protein	AT5G35200.1	CHR02V5|COORD:34248773..34255405|protein ANTH domain containing protein, expressed	LOC_Os02g55970.2	no descriptionvery weakly similar to (97.4)AT5G35200| Symbols:  | epsin N-terminal homology (ENTH) domain-containing protein | chr5:13479693-13482811 REVERSEnot assigned	not assigned.no ontology.epsin N-terminal homology (ENTH) domain-containing protein	35_1_21

CUST_167211_PI403524517	2	0.18180323	-0.6506977	-0.28826666	-0.1818037	0.48081207	0.43539333	35_46576	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10EU0	"CHR5V7|COORD:26905109..26905738| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G57340.1); similar to hypothetical protein MtrDRAFT_AC137703g30v2"	AT5G67390.1	CHR03V5|COORD:31457825..31456300|protein expressed protein	LOC_Os03g55400.1	"no descriptionvery weakly similar to (63.5)AT5G67390| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G57340.1); similar to hypothetical protein MtrDRAFT_AC137703g30v2 [Medicago truncatula] (GB:ABE82530.1) | chr5:26905109-26905738 REVERSEnot assigned"	not assigned.unknown	35_2

CUST_66981_PI403524517	2	-0.028466702	-0.23401308	0.028467178	0.44526768	1.2517748	-0.21492577	35_19129	Rep: Harpin binding protein 1 - Triticum aestivum (Wheat)	UniRef90_Q5QJA6	CHR3V7|COORD:8376643..8378232| plastid-lipid associated protein PAP / fibrillin family protein	AT3G23400.1	CHR11V5|COORD:22159147..22161019|protein harpin binding protein 1, putative, expressed	LOC_Os11g38260.1	no descriptionmoderately similar to ( 251)AT3G23400| Symbols:  | plastid-lipid associated protein PAP / fibrillin family protein | chr3:8376643-8378232 REVERSEnot assigned PAP_fibrillin PRK12678 PRK07003	cell.organisation	31_1

CUST_6980_PI403524517	2	-0.031020164	0.3509922	0.03101921	-0.053934097	0.089167595	-0.14442348	35_1933	"Cluster: Serine/threonine-protein phosphatase PP1; n=4; Poaceae|Rep: Serine/threonine-protein phosphatase PP1 - Zea mays (Maize)"	UniRef90_P22198	"CHR2V7|COORD:16634508..16635867| TOPP4 (Type one serine/threonine protein phosphatase 4); protein phosphatase type 1"	AT2G39840.1	CHR02V5|COORD:35205557..35201744|protein serine/threonine-protein phosphatase PP1, putative, expressed	LOC_Os02g57450.2	"no descriptionhighly similar to ( 514)AT2G39840| Symbols: TOPP4 | TOPP4 (Type one serine/threonine protein phosphatase 4); protein phosphatase type 1 | chr2:16634508-16635867 FORWARDhighly similar to ( 571)PP1_MAIZESerine/threonine-protein phosphatase PP1 - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PP2Ac PP2Ac Metallophos ApaH"	protein.postranslational modification	29_4

CUST_16740_PI403524517	2	0.22743797	0.12917423	-0.14941788	-0.049693108	-0.082704544	0.04969406	35_4831	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q75GV4	CHR4V7|COORD:10275928..10278502| leucine-rich repeat family protein / extensin family protein	AT4G18670.1	CHR03V5|COORD:29404186..29401666|protein expressed protein	LOC_Os03g51470.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned TT_ORF1 PRK12323 PRK07764	not assigned.unknown	35_2

CUST_32612_PI399408534	2	0.079669	0.39892483	-0.079669	-0.3977375	-0.21654034	0.18221092	35_2781	"Cluster: Hypothetical protein P0504H10.27; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0504H10.27 - Oryza sativa (japonica cultivar-g"	UniRef90_Q9LGB6	"CHR3V7|COORD:4737623..4739007| RAP2.2; DNA binding / transcription factor"	AT3G14230.3	CHR01V5|COORD:1743218..1745348|protein pathogenesis-related genes transcriptional activator PTI6, putative, expressed	LOC_Os01g04020.2	"no descriptionvery weakly similar to (59.3)AT3G14230| Symbols: RAP2.2 | RAP2.2; DNA binding / transcription factor | chr3:4737623-4739007 REVERSEvery weakly similar to (51.6)ERF1_ORYSAAP2 AP2 AP2"	RNA.regulation of transcription.AP2/EREBP, APETALA2/Ethylene-responsive element binding protein family	27_3_3

CUST_12962_PI403524517	2	-0.020245552	0.5104332	0.020246506	-0.11215401	-0.0856123	0.022548676	35_3709	Rep: H0404F02.5 protein - Oryza sativa (Rice)	UniRef90_Q01KJ2	CHR5V7|COORD:5792950..5794582| tatD-related deoxyribonuclease family protein	AT5G17570.1	CHR04V5|COORD:28900570..28895847|protein deoxyribonuclease ycfH, putative, expressed	LOC_Os04g48820.2	no descriptionmoderately similar to ( 360)AT5G17570| Symbols:  | tatD-related deoxyribonuclease family protein | chr5:5792950-5794582 FORWARDnot assigned TatD_DNAse TatD_DNase TatD PRK11449 PRK10812 PRK10425 COG1099	not assigned.no ontology	35_1

CUST_17986_PI404877155	2	0.02400589	-0.4155674	-0.24287224	0.038326263	-0.02400589	0.06569576	HVSMEb0005H04r2_at	0	0	0	0	0	0	NONE	RNA.regulation of transcription.AP2/EREBP, APETALA2/Ethylene-responsive element binding protein family	27_3_03

CUST_16435_PI403524517	2	-0.009031296	0.5194559	0.111577034	-0.10554218	-0.11908245	0.009031296	35_4744	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_136864_PI403524517	2	0.14600658	-0.124827385	0.16334534	-0.19764519	-0.45880318	0.124827385	35_38381	"Cluster: Hypothetical protein OSJNBb0111K12.17; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0111K12.17 - Oryza sativa (japonica"	UniRef90_Q75IS4	"CHR3V7|COORD:22051462..22053357| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G37440.2); similar to Os05g0366300 [Oryza sativa (japonica"	AT3G59670.1	CHR05V5|COORD:17500275..17507223|protein expressed protein	LOC_Os05g30340.2	" no descriptionvery weakly similar to (93.6)AT3G59670| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G37440.2); similar to Os05g0366300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001055330.1); similar to Os05g0365200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001055324.1); similar to Os01g0316900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001042881.1); contains domain GHMP Kinase, C-terminal domain (SSF55060) | chr3:22051462-22053357 FORWARD"	not assigned.unknown	35_2

CUST_10262_PI404877155	2	0.010402679	-0.55666924	-0.03305912	0.09840202	0.07698345	-0.010403633	Contig4009_at	putative enoyl-ACP reductase [Oryza sativa (japonica cultivar-group)] dbj|BAD03622.1| putative enoyl-ACP reductase [Oryza sativa (japonica c	BAD03449.1	enoyl-(acyl-carrier protein) reductase (NADH), chloroplast, putative / NADH-dependent enoyl-ACP reductase, putat	At2g05990.1	protein oxidoreductase, short chain dehydrogenase/reductase family, putative	Os09g10600	probable enoyl-[acyl-carrier-protein] reductase (NADH2) (EC 1.3.1.9) - rice emb	lipid metabolism.FA synthesis and FA elongation.enoyl ACP reductase	11_1_06

CUST_35776_PI403524517	2	0.004040718	0.015117645	-0.22983932	-0.1868391	-8.239746E-4	8.239746E-4	35_10315	"Cluster: OSJNBa0010D21.6 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0010D21.6 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XTV9	CHR2V7|COORD:17581921..17584475| zinc finger (ubiquitin-hydrolase) domain-containing protein	AT2G42160.1	CHR04V5|COORD:32780712..32775229|protein BRCA1-associated protein, putative, expressed	LOC_Os04g55480.2	no descriptionmoderately similar to ( 258)AT2G42160| Symbols:  | zinc finger (ubiquitin-hydrolase) domain-containing protein | chr2:17581921-17584475 REVERSEnot assigned zf-UBP ZnF_UBP	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_158426_PI403524517	2	-0.013897896	-0.043507576	-0.068784714	0.20170689	0.29842472	0.013897896	35_44227	Rep: Hypothetical protein - Coccidioides immitis RS	UniRef90_Q1DV84	CHR1V7|COORD:16816094..16817173| DNA binding / ligand-dependent nuclear receptor	AT1G44191.1	CHR09V5|COORD:11335336..11331584|protein transposon protein, putative, CACTA, En/Spm sub-class	LOC_Os09g18490.1	no description	not assigned.unknown	35_2

CUST_62527_PI403524517	2	-0.49042702	-0.55596066	0.7423096	0.49042702	0.7369833	-0.63543606	35_17830	"Cluster: Putative annexin; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative annexin - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6L4C5	"CHR2V7|COORD:16208164..16209568| ANNAT3 (ANNEXIN 3, ANNEXIN ARABIDOPSIS 3); calcium ion binding / calcium-dependent phospholipid binding"	AT2G38760.1	CHR05V5|COORD:18419551..18421973|protein annexin-like protein RJ4, putative, expressed	LOC_Os05g31760.1	" no descriptionmoderately similar to ( 249)AT2G38760| Symbols: ANNAT3 | ANNAT3 (ANNEXIN 3, ANNEXIN ARABIDOPSIS 3); calcium ion binding / calcium-dependent phospholipid binding | chr2:16208164-16209568 FORWARDmoderately similar to ( 223)ANX4_FRAANAnnexin-like protein RJ4 - Fragaria ananassa (Strawberry)not assigned not assigned not assigned not assigned not assigned not assigned Annexin ANX PRK12678 infB PRK07003 PRK12323 Rubella_Capsid PRK07764 "	cell.organisation	31_1

CUST_134682_PI403524517	2	-0.42066002	-0.06818819	-0.18941641	0.06818771	0.8796091	0.265913	35_37787	Rep: Ribosomal protein L18 - Triticum aestivum (Wheat)	UniRef90_Q5I7L0	"CHR3V7|COORD:1621517..1622781| RPL18 (RIBOSOMAL PROTEIN L18); structural constituent of ribosome"	AT3G05590.1	CHR05V5|COORD:3208318..3210939|protein 60S ribosomal protein L18, putative, expressed	LOC_Os05g06310.1	"no descriptionweakly similar to ( 124)AT3G05590| Symbols: RPL18 | RPL18 (RIBOSOMAL PROTEIN L18); structural constituent of ribosome | chr3:1621517-1622781 FORWARDweakly similar to ( 114)RL18_CICAR60S ribosomal protein L18 - Cicer arietinum (Chickpea) (Garbanzo)not assigned not assigned Ribosomal_L18e ATP-sulfurylase ATPS"	protein.synthesis.misc ribososomal protein	29_2_2

CUST_102657_PI403524517	2	0.16775656	-0.28189898	0.05677986	0.018210411	-0.056483746	-0.018210411	35_29282	"Cluster: Hypothetical protein B1142B04.28; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1142B04.28 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6Z5C4	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	CHR08V5|COORD:24359580..24360044|protein expressed protein	LOC_Os08g38730.1	no descriptionPRK07764	not assigned.unknown	35_2

CUST_18968_PI403524517	2	-0.11185932	-0.42057896	0.111860275	0.21605873	0.16557121	-0.6694641	35_5495	"Cluster: Putative thioesterase family protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative thioesterase family protein - Oryza sativa (japonica cu"	UniRef90_Q6AV57	CHR1V7|COORD:17858692..17859245| thioesterase family protein	AT1G48320.1	CHR03V5|COORD:27596684..27593724|protein acyl-CoA thioesterase/ catalytic/ hydrolase, acting on ester bonds, putative, expressed	LOC_Os03g48480.1	no descriptionweakly similar to ( 177)AT1G48320| Symbols:  | thioesterase family protein | chr1:17858692-17859245 REVERSEnot assigned not assigned not assigned not assigned PaaI_thioesterase PaaI PRK10254 PRK10293 4HBT	not assigned.no ontology	35_1

CUST_21182_PI403524517	2	0.08142853	0.006464958	0.1405344	-0.59782505	-0.47863054	-0.006465435	35_6145	"Cluster: Nodule inception protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Nodule inception protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5NB82	CHR1V7|COORD:11399903..11405702| actin binding	AT1G31810.1	CHR01V5|COORD:7568038..7573616|protein NIN-like protein 1, putative, expressed	LOC_Os01g13540.1	no descriptionnot assigned not assigned not assigned not assigned not assigned PRK09169 KAR9 PRK07764	not assigned.unknown	35_2

CUST_68047_PI403524517	2	-0.13613033	-0.044929504	0.04492855	0.07381916	0.1715498	-0.06325054	35_19444	"Cluster: Putative oxysterol binding protein; n=5; Oryza sativa (japonica cultivar-group)|Rep: Putative oxysterol binding protein - Oryza sativa (japonica cultiv"	UniRef90_Q8LN57	CHR4V7|COORD:5169724..5173357| oxysterol-binding family protein	AT4G08180.1	CHR03V5|COORD:28279127..28288353|protein oxysterol-binding protein 1, putative, expressed	LOC_Os03g49770.1	no descriptionhighly similar to ( 643)AT4G08180| Symbols:  | oxysterol-binding family protein | chr4:5169724-5173357 FORWARDnot assigned not assigned not assigned Oxysterol_BP	cell. vesicle transport	31_4

CUST_36548_PI403524517	2	-0.020101547	0.7739239	0.0201025	-0.2294817	0.036805153	-0.36696434	35_10538	"Cluster: Hypothetical protein OJ1339_F05.121-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1339_F05.121-1 - Oryza sativa (japonica"	UniRef90_Q7XIG6	"CHR4V7|COORD:5433757..5436323| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G77890.1); similar to unknown protein [Oryza sativa (japonica"	AT4G08540.1	CHR07V5|COORD:25935166..25938684|protein expressed protein	LOC_Os07g43322.2	"no descriptionweakly similar to ( 152)AT4G08540| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G77890.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAC79707.1); similar to Os07g0626300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001060335.1); contains domain DNA-DIRECTED RNA POLYMERASE II (PTHR21297) | chr4:5433757-5436323 FORWARD"	not assigned.unknown	35_2

CUST_86108_PI403524517	2	-0.2864709	-0.50719357	-0.16577482	0.6123047	0.16577435	0.5454316	35_24660	Rep: OSIGBa0092E09.7 protein - Oryza sativa (Rice)	UniRef90_Q01LJ1	"CHR5V7|COORD:19420684..19421247| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G13880.1); similar to OSIGBa0092E09.7 [Oryza sativa (indica"	AT5G47920.1	CHR04V5|COORD:18571461..18570301|protein expressed protein	LOC_Os04g31350.1	"no descriptionvery weakly similar to (79.7)AT5G47920| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G13880.1); similar to OSIGBa0092E09.7 [Oryza sativa (indica cultivar-group)] (GB:CAH66380.1); similar to hypothetical protein MtrDRAFT_AC157890g24v1 [Medicago truncatula] (GB:ABD33175.1); similar to Os04g0382400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001052608.1) | chr5:19420684-19421247 REVERSE"	not assigned.unknown	35_2

CUST_144219_PI403524517	2	0.20079899	-0.49819517	-0.0025110245	0.39196873	0.0025105476	-0.14505482	35_40395	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_99436_PI403524517	2	0.087769985	-0.087769985	0.1441946	-0.12508821	0.17286158	-0.36572123	35_28385	"Cluster: Os01g0777800 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0777800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JIT9	CHR1V7|COORD:9395010..9396660| regulator of chromosome condensation (RCC1) family protein	AT1G27060.1	CHR01V5|COORD:33259640..33256049|protein guanine nucleotide exchange factor-related protein, putative, expressed	LOC_Os01g56990.1	no descriptionmoderately similar to ( 206)AT1G27060| Symbols:  | regulator of chromosome condensation (RCC1) family protein | chr1:9395010-9396660 FORWARDnot assigned not assigned not assigned not assigned ATS1	cell.division	31_2

CUST_88899_PI403524517	2	0.031226158	0.6220474	-0.031225681	-0.36486626	0.21567154	-0.41530275	35_25436	Rep: Hypothetical protein 5K14.5 - Triticum monococcum (Einkorn wheat) (Small spelt)	UniRef90_Q5NKQ9	"CHR3V7|COORD:937113..939814| ATBPM4 (BTB-POZ AND MATH DOMAIN 4); protein binding"	AT3G03740.1	CHR10V5|COORD:14939196..14940874|protein snRNP protein, putative	LOC_Os10g29380.1	"no descriptionvery weakly similar to (50.8)AT3G03740| Symbols: ATBPM4 | ATBPM4 (BTB-POZ AND MATH DOMAIN 4); protein binding | chr3:937113-939814 REVERSEMATH"	not assigned.no ontology.speckle-type POZ protein-related	35_1_16

CUST_167706_PI403524517	2	0.071359634	0.34159088	0.009331703	-0.08209324	-0.041438103	-0.009332657	35_46713	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_58233_PI403524517	2	-0.09931946	-0.3733225	0.046684265	0.13255787	0.065442085	-0.046684265	35_16603	"Cluster: Putative glucose-6-phosphate isomerase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative glucose-6-phosphate isomerase - Oryza sativa (japonic"	UniRef90_Q6YXI1	CHR4V7|COORD:12708982..12712620| PGI1 (CHLOROPLASTIC PHOSPHOGLUCOSE ISOMERASE)	AT4G24620.1	CHR09V5|COORD:17652620..17647470|protein glucose-6-phosphate isomerase, putative, expressed	LOC_Os09g29070.1	 no descriptionhighly similar to ( 805)AT4G24620| Symbols: PGI, PGI1 | PGI1 (CHLOROPLASTIC PHOSPHOGLUCOSE ISOMERASE) | chr4:12709107-12712620 REVERSEweakly similar to ( 110)G6PIA_ORYSAnot assigned pgi Pgi PGI PRK00973 PRK03868 PRK09533 	glycolysis.G6PIsomerase	4_3

CUST_18145_PI403524517	2	-0.18081093	0.19854164	-0.25850773	0.039114952	-0.039115906	0.047272682	35_5240	"Cluster: Hypothetical protein OJ1081_B12.109; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1081_B12.109 - Oryza sativa (japonica cult"	UniRef90_Q84QR4	"CHR4V7|COORD:15130249..15131853| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G04440.1); similar to Os03g0146500 [Oryza sativa (japonica"	AT4G31115.1	CHR08V5|COORD:25821925..25820054|protein expressed protein	LOC_Os08g41040.1	"no descriptionweakly similar to ( 188)AT4G31115| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G04440.1); similar to Os03g0146500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001048959.1); similar to unnamed protein product [Ostreococcus tauri] (GB:CAL55108.1); similar to Os08g0521800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001062277.1) | chr4:15130249-15131853 FORWARDnot assigned DUF1997"	not assigned.unknown	35_2

CUST_49301_PI403524517	2	0.3436947	0.14904594	0.017307281	-0.041718483	-0.3777132	-0.017307281	35_14065	Rep: Orf122 - Chlorobium tepidum	UniRef90_Q9F713	0	0	0	0	no description	not assigned.unknown	35_2

CUST_50845_PI403524517	2	-0.015827179	-0.96384335	0.015826225	0.14521408	0.22466469	-0.03464985	35_14504	Rep: OSJNBa0038P21.4 protein - Oryza sativa (Rice)	UniRef90_Q7XKS7	CHR5V7|COORD:6851697..6853014| 40S ribosomal protein S8 (RPS8A)	AT5G20290.1	CHR04V5|COORD:16460994..16458311|protein 40S ribosomal protein S8, putative, expressed	LOC_Os04g28180.1	no descriptionmoderately similar to ( 303)AT5G59240| Symbols:  | 40S ribosomal protein S8 (RPS8B) | chr5:23919852-23920896 REVERSEmoderately similar to ( 316)RS8_ORYSAnot assigned Ribosomal_S8e RPS8A PRK04049	protein.synthesis.misc ribososomal protein	29_2_2

CUST_61796_PI403524517	2	-0.17321968	0.03172493	-0.052947998	0.038285255	-0.023094177	0.023094177	35_17632	"Cluster: Hypothetical protein OJ1121_A05.12; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1121_A05.12 - Oryza sativa (japonica cultiv"	UniRef90_Q6YTV3	"CHR3V7|COORD:7913188..7918886| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G63180.1); similar to Os07g0571100 [Oryza sativa (japonica cultivar-gr"	AT3G22380.1	CHR07V5|COORD:23054053..23047743|protein expressed protein	LOC_Os07g38360.4	"no descriptionvery weakly similar to (53.5)AT3G22380| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G63180.1); similar to Os07g0571100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001060049.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAC84664.1) | chr3:7913188-7918886 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned GAL11 Glutenin_hmw BAF1_ABF1 tolA xseA TolA TolA PRK10263 FliK CpxP SKG6 PRK07003 PRK12323 Atrophin-1 Keratin_B2 LSR DUF1421 Gag_spuma PRK10920 TAF61 ARG80 Vicilin_N XseA Metallothio Cytadhesin_P30 PRK07764 PRK10927"	not assigned.unknown	35_2

CUST_139427_PI403524517	2	-0.18816137	0.6843085	0.5038471	-0.12615013	0.12615013	-0.15579891	35_39104	Rep: WRKY transcription factor - Hordeum vulgare (Barley)	UniRef90_Q6QHF4		0	CHR02V5|COORD:4542759..4544980|protein OsWRKY71 - Superfamily of rice TFs having WRKY and zinc finger domains, expressed	LOC_Os02g08440.3	no description	not assigned.unknown	35_2

CUST_57450_PI403524517	2	0.028194427	-0.2942152	-0.06969547	-0.028194427	0.03699684	0.10482788	35_16380	"Cluster: Os05g0556700 protein; n=4; Oryza sativa (japonica cultivar-group)|Rep: Os05g0556700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DG27	CHR5V7|COORD:7087022..7089908| chaperonin, putative	AT5G20890.1	CHR03V5|COORD:23439785..23445035|protein T-complex protein 1 subunit beta, putative, expressed	LOC_Os03g42220.3	 no descriptionhighly similar to ( 510)AT5G20890| Symbols:  | chaperonin, putative | chr5:7087022-7089908 REVERSEweakly similar to ( 149)TCPE2_AVESAT-complex protein 1 subunit epsilon - Avena sativa (Oat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TCP1_beta chaperonin_type_I_II cpn60 GroL Cpn60_TCP1 TCP1_eta TCP1_alpha TCP1_epsilon TCP1_delta TCP1_gamma TCP1_theta TCP1_zeta chaperonin_like Fab1_TCP groEL GroEL groEL groEL groEL 	protein.folding	29_6

CUST_32806_PI399408534	2	-0.13305283	0.25362015	0.08636284	-0.078531265	-0.07284927	0.07285023	35_2759	Rep: SET1 - Oryza sativa (Rice)	UniRef90_Q9AT64	"CHR5|COORD:1454168..1456991| SET domain-containing protein (SUVH1), contains Pfam profiles PF00856: SET domain, PF05033: Pre-SET motif, PF02182: YDG/SRA domain;"	AT5G04940.2	CHR11V5|COORD:22657149..22662933|protein histone-lysine N-methyltransferase, H3 lysine-9 specific SUVH1, putative, expressed	LOC_Os11g38900.1	no descriptionhighly similar to ( 548)AT5G04940| Symbols: SUVH1 | SUVH1 (SU(VAR)3-9 HOMOLOG 1) | chr5:1454617-1456629 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned SRA YDG_SRA SET Pre-SET SET PreSET COG2940	RNA.regulation of transcription.SET-domain transcriptional regulator family	27_3_69

CUST_6998_PI403524517	2	-0.07131386	-0.018204689	0.37654018	0.018204689	0.20119667	-0.049853325	35_1939	"Cluster: Os12g0210800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os12g0210800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IPE5	CHR1|COORD:29908408..29911452| similar to 2-dehydro-3-deoxyphosphooctonate aldolase, putative / phospho-2-dehydro-3-deoxyoctonate aldolase, putative /	AT1G79500.4	CHR12V5|COORD:5800404..5806217|protein 2-dehydro-3-deoxyphosphooctonate aldolase, putative, expressed	LOC_Os12g10784.3	"no descriptionmoderately similar to ( 256)AT1G79500| Symbols: AtkdsA1 | AtkdsA1 (Arabidopsis thaliana KDO-8-phosphate synthase A1); 3-deoxy-8-phosphooctulonate synthase | chr1:29908497-29910882 FORWARDmoderately similar to ( 258)KDSA_PEA2-dehydro-3-deoxyphosphooctonate aldolase - Pisum sativum (Garden pea)PRK05198 KdsA PRK12457 DAHP_synth_1 PRK08673 AroA PRK12595"	minor CHO metabolism.others	3_5

CUST_15113_PI404877155	2	0.0030069351	0.3755827	0.043416977	-0.024802208	-0.0030069351	-0.024037361	Contig8984_at	putative AP2 domain containing protein [Oryza sativa (japonica cultivar-group)]	AAO60030.1	proline-rich family protein	At1g61080.1	protein putative AP2 domain transcription factor	Os03g60120	AP2 domain-containing protein AP29/1.1_bZIP   T00782 TAF(II) 135	RNA.regulation of transcription.AP2/EREBP, APETALA2/Ethylene-responsive element binding protein family	27_3_03

CUST_21933_PI403524517	2	0.006661415	-0.6231327	-0.016522408	-0.006662369	0.007188797	0.16218567	35_6371	"Cluster: Adenylyl-sulfate kinase, chloroplast, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Adenylyl-sulfate kinase, chloroplast, putat"	UniRef90_Q2R0R8	CHR3V7|COORD:1002982..1004278| adenylylsulfate kinase, putative	AT3G03900.1	CHR11V5|COORD:24487670..24492109|protein adenylyl-sulfate kinase 1, chloroplast precursor, putative, expressed	LOC_Os11g41650.1	 no descriptionmoderately similar to ( 295)AT3G03900| Symbols:  | adenylylsulfate kinase, putative | chr3:1002982-1004278 REVERSEmoderately similar to ( 285)KAPS_CATROAdenylyl-sulfate kinase, chloroplast precursor - Catharanthus roseus (Rosy periwinkle) (Madagascar periwinkle)not assigned not assigned CysC PRK05506 APSK APS_kinase PRK03846 PRK00889 PRK05537 PRK05541 	S-assimilation.AKN	14_15

CUST_3358_PI403524517	2	0.11942768	-0.026304722	-0.13931036	0.3760476	-0.3953166	0.026305199	35_916	"Cluster: Non-specific lipid transfer protein 6; n=1; Hordeum vulgare subsp. vulgare|Rep: Non-specific lipid transfer protein 6 - Hordeum vulgare var. distichum"	UniRef90_Q5UNP2	"CHR5V7|COORD:23946277..23946718| LTP3 (LIPID TRANSFER PROTEIN 3); lipid binding"	AT5G59320.1	CHR12V5|COORD:722133..723250|protein nonspecific lipid-transfer protein 5 precursor, putative, expressed	LOC_Os12g02290.1	"no descriptionvery weakly similar to (65.9)AT5G59320| Symbols: LTP3 | LTP3 (LIPID TRANSFER PROTEIN 3); lipid binding | chr5:23946277-23946718 FORWARDweakly similar to ( 122)NLTP4_ORYSAnsLTP1 Tryp_alpha_amyl AAI_LTSS"	lipid metabolism.lipid transfer proteins etc	11_6

CUST_11125_PI404877155	2	-0.37980747	-0.096803665	0.22072887	0.09680462	0.6340542	-0.4048252	Contig4813_at	hypothetical protein [Oryza sativa (japonica cultivar-group)] gb|AAP53563.1| hypothetical protein [Oryza sativa (japonica cultivar-group)] g	NP_921276.1	expressed protein	At5g20900.1	protein expressed protein	Os10g25230	gi|15451625|gb|AAK98749.1|AC091734_6 Hypothetical protein	RNA.regulation of transcription.C2C2(Zn) GATA transcription factor family	27_3_09

CUST_178209_PI403524517	2	-0.0420475	0.08003235	0.151577	-0.24215603	-0.15498829	0.042046547	35_49562	"Cluster: Os05g0457400 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0457400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DHM0	CHR2V7|COORD:15179232..15180125| ubiquitin extension protein 2 (UBQ2) / 60S ribosomal protein L40 (RPL40A)	AT2G36170.1	CHR09V5|COORD:16972710..16974635|protein UBiQuitin family member, putative, expressed	LOC_Os09g27930.1	" no descriptionvery weakly similar to (54.3)AT3G52590| Symbols: EMB2167, ERD16, UBQ1 | UBQ1 (EARLY-RESPONSIVE TO DEHYDRATION 16, UBIQUITIN EXTENSION PROTEIN 1); protein binding | chr3:19516646-19517659 FORWARDvery weakly similar to (54.7)RL40_BRARA60S ribosomal protein L40 - Brassica rapa (Turnip)not assigned Ribosomal_L40e "	protein.synthesis.misc ribososomal protein	29_2_2

CUST_72172_PI403524517	2	-0.15438747	-0.024651527	0.057888985	0.024650574	-0.055045128	0.19851017	35_20687	"Cluster: Putative 3(2),5-bisphosphate nucleotidase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative 3(2),5-bisphosphate nucleotidase - Oryza sativa"	UniRef90_Q6Z413	CHR4V7|COORD:2609242..2611625| inositol monophosphatase family protein	AT4G05090.1	CHR07V5|COORD:22306982..22302166|protein PAP-specific phosphatase, mitochondrial precursor, putative, expressed	LOC_Os07g37220.1	 no descriptionmoderately similar to ( 205)AT4G05090| Symbols:  | inositol monophosphatase family protein | chr4:2609242-2611625 FORWARDvery weakly similar to (52.8)DPNP_ORYSA3'(2'),5'-bisphosphate nucleotidase - Oryza sativa (Rice)not assigned not assigned PAP_phosphatase SuhB Inositol_P PRK12676 CysQ CysQ IMPase_like 	nucleotide metabolism.degradation	23_2

CUST_63637_PI403524517	2	-0.1727562	1.694602	0.3022232	-0.48660374	-0.17630672	0.1727562	35_18168	"Cluster: Putative histone H1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative histone H1 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q9SNN5	"CHR2V7|COORD:7853177..7853752| HIS1-3 (HISTONE H1-3); DNA binding"	AT2G18050.1	CHR06V5|COORD:1642801..1641215|protein histone H1, putative, expressed	LOC_Os06g04020.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 H15 PRK07003 Atrophin-1 PRK07764 Extensin_2 Tymo_45kd_70kd H15 Drf_FH1 DUF1421 PRK09169 TT_ORF1 PRK05648 APC_basic PRK12678 DUF1777 Chon_Sulph_att Protamine_P1 HPC2 PRK10819 Linker_histone GRASP55_65 STOP PRK08853 Gag_spuma DUF605 PRK07735 Totivirus_coat Cytadhesin_P30	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_150858_PI403524517	2	0.37302017	0.11751127	-0.005293846	-0.0074720383	-0.093225956	0.0052933693	35_42196	"Cluster: Hypothetical protein P0020D05.14; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0020D05.14 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6YTI7	CHR2V7|COORD:7349951..7354134| RNA recognition motif (RRM)-containing protein	AT2G16940.1	CHR02V5|COORD:21537741..21543072|protein expressed protein	LOC_Os02g35860.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_15017_PI403524517	2	0.038928032	0.109703064	-0.040514946	-0.045288086	-0.03567791	0.03567791	35_4330	"Cluster: Os02g0122400 protein; n=3; Oryza sativa|Rep: Os02g0122400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E4E8	CHR5V7|COORD:17002523..17005560| ARC6 (ACCUMULATION AND REPLICATION OF CHLOROPLASTS 6)	AT5G42480.1	CHR02V5|COORD:1182726..1178839|protein division protein, putative, expressed	LOC_Os02g03000.2	no descriptionmoderately similar to ( 406)AT5G42480| Symbols: ARC6 | ARC6 (ACCUMULATION AND REPLICATION OF CHLOROPLASTS 6) | chr5:17002523-17005560 FORWARD	stress.abiotic.heat	20_2_1

CUST_34925_PI403524517	2	0.29415798	-0.006401539	0.15328026	-0.26596737	0.006401539	-0.016780376	35_10067	"Cluster: GABA-A receptor epsilon-like subunit; n=2; Rattus norvegicus|Rep: GABA-A receptor epsilon-like subunit - Rattus norvegicus (Rat)"	UniRef90_Q9JLE9	CHR1V7|COORD:9039777..9042860| protein kinase	AT1G26150.1	CHR02V5|COORD:1829317..1826715|protein UL36 tegument protein, putative, expressed	LOC_Os02g04180.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07003 PRK05648 PRK07764 PRK12323 DUF1421	not assigned.unknown	35_2

CUST_46940_PI403524517	2	0.60854244	-0.003873825	0.32326984	-0.1457715	-0.17486238	0.003873825	35_13440	"Cluster: Hypothetical protein AT4g17840; n=1; Arabidopsis thaliana|Rep: Hypothetical protein AT4g17840 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_O49683	"CHR4V7|COORD:9918235..9920203| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G35260.1); similar to hypothetical protein 23.t00040 [Brassica"	AT4G17840.1	CHR01V5|COORD:42602391..42607415|protein serine/arginine repetitive matrix protein 1, putative, expressed	LOC_Os01g72890.2	"no descriptionvery weakly similar to (92.0)AT4G17840| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G35260.1); similar to hypothetical protein 23.t00040 [Brassica oleracea] (GB:ABD65626.1); similar to hypothetical protein 40.t00061 [Brassica oleracea] (GB:ABD65174.1) | chr4:9918235-9920203 REVERSEnot assigned not assigned not assigned PRK12323 PRK07003 Atrophin-1"	not assigned.unknown	35_2

CUST_64656_PI403524517	2	-0.04565811	-0.26037502	-0.11795044	0.04565811	0.20637226	0.09817982	35_18458	Rep: Tryptophan decarboxylase - Hordeum vulgare (Barley)	UniRef90_Q75PZ8	CHR2V7|COORD:8786885..8789571| tyrosine decarboxylase, putative	AT2G20340.1	CHR08V5|COORD:2249663..2251576|protein aromatic-L-amino-acid decarboxylase, putative, expressed	LOC_Os08g04540.1	 no descriptionweakly similar to ( 112)AT2G20340| Symbols:  | tyrosine decarboxylase, putative | chr2:8786885-8789571 FORWARDweakly similar to ( 128)DDC_CATROAromatic-L-amino-acid decarboxylase - Catharanthus roseus (Rosy periwinkle) (Madagascar periwinkle)not assigned not assigned not assigned not assigned Pyridoxal_deC GadB 	secondary metabolism.N misc.alkaloid-like	16_4_1

CUST_120131_PI403524517	2	0.24438667	3.7956238E-4	-3.8051605E-4	-0.104008675	-0.031227112	0.023238182	35_33970	0	0		0	CHR05V5|COORD:11306426..11299806|protein peroxisome assembly factor 1, putative, expressed	LOC_Os05g19480.1	no description	not assigned.unknown	35_2

CUST_112767_PI403524517	2	0.503253	0.04760313	-0.04760313	-0.09209776	0.10382891	-0.28395557	35_32008	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_97727_PI403524517	2	0.387578	0.29489708	0.19067001	-0.19066954	-0.69100666	-0.2992077	35_27903	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_72932_PI403524517	2	-0.027747154	0.07700443	0.08742237	-0.048184395	0.027747154	-0.1445818	35_20909	"Cluster: Chitinase III-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Chitinase III-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69RN2	CHR1V7|COORD:8202351..8203161| C2 domain-containing protein	AT1G23140.1	CHR07V5|COORD:18838553..18840843|protein ZAC, putative, expressed	LOC_Os07g31720.1	no descriptionweakly similar to ( 142)AT1G23140| Symbols:  | C2 domain-containing protein | chr1:8202351-8203161 REVERSEvery weakly similar to (52.8)ERG1_ORYSAnot assigned not assigned not assigned not assigned not assigned C2 C2 C2 C2_1 COG5038	not assigned.no ontology.C2 domain-containing protein	35_1_19

CUST_33259_PI403524517	2	-1.1790247	-0.33520412	1.7640448	1.3552661	0.17138338	-0.17138338	35_9588	"Cluster: Cell Division Protein AAA ATPase family; n=7; Triticeae|Rep: Cell Division Protein AAA ATPase family - Triticum aestivum (Wheat)"	UniRef90_Q5BHR6	CHR3V7|COORD:10686893..10688485| AAA-type ATPase family protein	AT3G28510.1	CHR12V5|COORD:13876533..13878863|protein cell Division Protein AAA ATPase family, putative, expressed	LOC_Os12g24320.1	no descriptionvery weakly similar to (79.7)AT3G28540| Symbols:  | ATP binding / ATPase | chr3:10695681-10697246 FORWARDnot assigned tolA	protein.degradation.AAA type	29_5_9

CUST_60050_PI403524517	2	0.1414814	-0.074056625	0.0062322617	-0.0062322617	0.15462303	-0.07053089	35_17117	"Cluster: Putative phenylalanyl-tRNA synthetase beta chain; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative phenylalanyl-tRNA synthetase beta chain - O"	UniRef90_Q6AT40	CHR1|COORD:27323413..27327677| tRNA synthetase beta subunit family protein, contains Pfam profiles: PF03484 phenylalanine-tRNA synthetase, B5 domain, PF03483 B3	AT1G72550.2	CHR05V5|COORD:27717677..27724164|protein phenylalanyl-tRNA synthetase beta chain, putative, expressed	LOC_Os05g48510.1	no descriptionhighly similar to ( 522)AT1G72550| Symbols:  | tRNA synthetase beta subunit family protein | chr1:27323661-27327570 REVERSEnot assigned pheT PheT B3_4 pheT	protein.aa activation.phenylalanine-tRNA ligase	29_1_20

CUST_16469_PI403524517	2	0.024134636	-0.07924557	-0.024134636	0.027000427	-0.27961636	0.03969288	35_4753	"Cluster: Putative zinc finger protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative zinc finger protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6L4V6	CHR5V7|COORD:17853342..17856341| protein binding / zinc ion binding	AT5G44280.1	CHR05V5|COORD:24389930..24399888|protein ribosomal protein L11 methyltransferase containing protein, expressed	LOC_Os05g41800.1	no descriptionmoderately similar to ( 271)AT5G44280| Symbols:  | protein binding / zinc ion binding | chr5:17853342-17856341 REVERSEnot assigned not assigned not assigned not assigned RING RING zf-C3HC4	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_138300_PI403524517	2	0.031902313	-0.34415627	0.38576794	-0.03190136	0.46405697	-0.1956935	35_38791	Rep: H0714H04.6 protein - Oryza sativa (Rice)	UniRef90_Q01JU6		0	CHR04V5|COORD:31305557..31308804|protein DNA binding protein, putative, expressed	LOC_Os04g52920.2	no description	not assigned.unknown	35_2

CUST_31138_PI403524517	2	-0.0458169	-5.6552887E-4	5.6505203E-4	0.051221848	-0.017520905	0.11699581	35_8985	"Cluster: Putative methionine aminopeptidase I; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative methionine aminopeptidase I - Oryza sativa (japonica"	UniRef90_Q6Z4B5	"CHR1V7|COORD:4544996..4547152| MAP1C (METHIONINE AMINOPEPTIDASE 1B); metalloexopeptidase"	AT1G13270.1	CHR07V5|COORD:19426206..19430540|protein methionine aminopeptidase 1B, chloroplast precursor, putative, expressed	LOC_Os07g32590.1	" no descriptionvery weakly similar to (99.8)AT1G13270| Symbols: MAP1B, MAP1C | MAP1C (METHIONINE AMINOPEPTIDASE 1B); metalloexopeptidase | chr1:4544996-4547152 FORWARDnot assigned PRK05716 MetAP1 Map PRK12896 "	protein.degradation.metalloprotease	29_5_7

CUST_220_PI404877155	2	-0.48352242	-0.84685993	0.4439745	0.02980709	0.31027508	-0.029808044	Contig10102_at	0	BAD09664.1	basic helix-loop-helix (bHLH) family protein	At1g69010.1	protein Helix-loop-helix DNA-binding domain, putative	Os08g38210	helix-loop-helix DNA-binding protein	RNA.regulation of transcription.bHLH,Basic Helix-Loop-Helix family	27_3_06

CUST_10839_PI404877155	2	0.030100822	0.44420052	-0.030101776	-0.09076214	-0.15568638	0.08697128	Contig4579_s_at	unnamed protein product [Oryza sativa (japonica cultivar-group)] dbj|BAA88176.1| putative zwille protein [Oryza sativa (japonica cultivar-gr	NP_912975.1	PAZ domain-containing protein / piwi domain-containing protein	At2g27040.1	protein Piwi domain, putative	Os04g06770	0	RNA.regulation of transcription.Argonaute	27_3_36

CUST_131685_PI403524517	2	-0.15405083	0.539979	0.27221107	0.027076721	-0.15582275	-0.027076244	35_36984	"Cluster: Os01g0624000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0624000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JL46	CHR5V7|COORD:23828675..23831621| ceramidase family protein	AT5G58980.1	CHR01V5|COORD:25250862..25240350|protein ceramidase, putative, expressed	LOC_Os01g43520.2	no descriptionmoderately similar to ( 236)AT5G58980| Symbols:  | ceramidase family protein | chr5:23828675-23831621 REVERSEnot assigned Ceramidase_alk	lipid metabolism.'exotics' (steroids, squalene etc).sphingolipids	11_8_1

CUST_12475_PI403524517	2	0.10999203	-0.39272022	-0.10999203	0.32708454	0.34843063	-0.12639141	35_3559	"Cluster: Putative PrMC3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative PrMC3 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q67J09	"CHR1V7|COORD:17420063..17421736| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G48700.1); similar to CXE carboxylesterase [Malus pumila]"	AT1G47480.1	CHR09V5|COORD:17416340..17417476|protein gibberellin receptor GID1L2, putative, expressed	LOC_Os09g28630.1	"no descriptionvery weakly similar to (75.1)AT1G47480| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G48700.1); similar to CXE carboxylesterase [Malus pumila] (GB:ABB89003.1); contains InterPro domain Esterase/lipase/thioesterase; (InterPro:IPR000379); contains InterPro domain Alpha/beta hydrolase fold-3; (InterPro:IPR013094) | chr1:17420063-17421736 FORWARDnot assigned not assigned not assigned"	not assigned.no ontology	35_1

CUST_136275_PI403524517	2	0.060055733	1.0963421	0.16268587	-0.06489849	-0.21697187	-0.06005621	35_38215	Rep: Hypothetical protein - Brachypodium sylvaticum (False brome)	UniRef90_A1YKG3		0	CHR06V5|COORD:2262977..2260652|protein expressed protein	LOC_Os06g05120.1	no description	not assigned.unknown	35_2

CUST_31708_PI403524517	2	-0.10764408	-0.10615349	-0.0069856644	0.04524231	0.006986618	0.037382126	35_9148	"Cluster: Putative dual-specificity tyrosine-(Y)-phosphorylation regulated kinase TbPK4; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative dual-specifici"	UniRef90_Q5QLC6	CHR2V7|COORD:16762215..16764336| protein kinase family protein	AT2G40120.1	CHR01V5|COORD:35980035..35985246|protein ATP binding protein, putative, expressed	LOC_Os01g61620.1	no descriptionmoderately similar to ( 229)AT2G40120| Symbols:  | protein kinase family protein | chr2:16762215-16764336 REVERSEvery weakly similar to (79.3)MPK10_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase SPS1	protein.postranslational modification	29_4

CUST_152536_PI403524517	2	0.43023252	-0.07807493	0.07807493	-0.08419466	-0.48612165	0.14620209	35_42634	"Cluster: Putative HASTY; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative HASTY - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5ZDB2	CHR3V7|COORD:1401485..1408101| HST (HASTY)	AT3G05040.1	CHR01V5|COORD:14792157..14804611|protein HST, putative, expressed	LOC_Os01g26160.2	no descriptionmoderately similar to ( 220)AT3G05040| Symbols: HST | HST (HASTY) | chr3:1401485-1408101 REVERSE	not assigned.no ontology	35_1

CUST_36115_PI403524517	2	0.0988121	-0.018917084	0.16650772	-0.09308529	0.005607605	-0.005607605	35_10413	"Cluster: Putative ubiquinone biosynthesis protein AarF; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ubiquinone biosynthesis protein AarF - Oryza s"	UniRef90_Q6Z415	0	0	CHR07V5|COORD:22271922..22266055|protein protein kinase-like, putative, expressed	LOC_Os07g37180.2	no description	not assigned.unknown	35_2

CUST_29488_PI403524517	2	0.26823807	-0.08039045	0.002292633	-0.00229311	-0.2089591	0.27654886	35_8517	"Cluster: Glycosyl transferase family 8 protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Glycosyl transferase family 8 protein, expressed - O"	UniRef90_Q2RB54	"CHR2V7|COORD:16168934..16172601| GAUT7/LGT7 (Galacturonosyltransferase 7); polygalacturonate 4-alpha-galacturonosyltransferase/ transferase,"	AT2G38650.1	CHR11V5|COORD:1140412..1135059|protein transferase, transferring glycosyl groups, putative, expressed	LOC_Os11g03160.1	" no descriptionmoderately similar to ( 217)AT2G38650| Symbols: GAUT7, LGT7 | GAUT7/LGT7 (Galacturonosyltransferase 7); polygalacturonate 4-alpha-galacturonosyltransferase/ transferase, transferring glycosyl groups | chr2:16168934-16172601 REVERSE"	misc.UDP glucosyl and glucoronyl transferases	26_2

CUST_19071_PI404877155	2	0.02387619	0.20051289	-0.042586327	-0.023875237	-0.03976822	0.027889252	HY09E16u_at	putative enoyl-CoA-hydratase [Oryza sativa (japonica cultivar-group)] gb|AAP55115.1| putative enoyl-CoA-hydratase [Oryza sativa (japonica	NP_922828.1	3-hydroxyisobutyryl- coenzyme A hydrolase, putative / CoA-thioester hydrolase, putative	At2g30650.1	protein putative enoyl-CoA-hydratase	Os10g42210	21 putative enoyl-CoA-hydratase	lipid metabolism.lipid degradation.beta-oxidation	11_9_4_05

CUST_105003_PI403524517	2	-0.0041093826	0.14081955	0.057237625	-0.07209587	-0.08629894	0.0041103363	35_29914	0	0		0	CHR02V5|COORD:26359955..26364724|protein GTP-binding protein YPTM2, putative, expressed	LOC_Os02g43690.3	no description	not assigned.unknown	35_2

CUST_8835_PI403524517	2	-0.124144554	-0.25729656	0.33903408	0.112047195	0.13839436	-0.112047195	35_2477	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_2136_PI404877155	2	-0.08626747	-0.38602924	-0.005886078	0.005886078	0.1321888	0.013137817	Contig12455_at	splicing factor, putative [Arabidopsis thaliana] dbj|BAB09858.1| nuclear protein-like [Arabidopsis thaliana]	NP_201232.1	splicing factor, putative	At5g64270.1	protein Similar to nuclear protein	Os02g05310	splicing factor, putative, similar to splicing factor 3B subunit 1 (Spliceosome associated protein 155) (SAP 155) (SF3b155) (Pre-mRNA splicing factor SF3b 155 kDa subunit) (146 kDa nuclear protein) SP:O57683 from (Xenopus laevis)	RNA.processing.splicing	27_1_1

CUST_60572_PI403524517	2	-0.034726143	0.33820724	0.015072823	-0.19050598	-0.015073776	0.17043877	35_17268	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10M20	CHR5V7|COORD:6036228..6037297| protein binding / zinc ion binding	AT5G18260.1	CHR03V5|COORD:11886218..11881654|protein expressed protein	LOC_Os03g20980.1	no descriptionvery weakly similar to (90.9)AT5G18260| Symbols:  | protein binding / zinc ion binding | chr5:6036228-6037297 REVERSEnot assigned not assigned not assigned Drf_FH1	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_89976_PI403524517	2	0.040509224	-0.8586731	-0.08212948	-0.040509224	0.11141205	0.11829853	35_25737	"Cluster: Pentatricopeptide (PPR) repeat-containing protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Pentatricopeptide (PPR) repeat-containing prot"	UniRef90_Q5JK99	CHR2V7|COORD:5678575..5680668| pentatricopeptide (PPR) repeat-containing protein	AT2G13600.1	CHR01V5|COORD:20607702..20609411|protein selenium-binding protein-like, putative	LOC_Os01g36540.1	no descriptionvery weakly similar to (65.5)AT2G13600| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr2:5678575-5680668 FORWARD	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_52779_PI403524517	2	-0.015224457	-0.14362907	0.01522541	-0.08496761	0.075769424	0.075401306	35_15034	"Cluster: GDSL-like Lipase/Acylhydrolase family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: GDSL-like Lipase/Acylhydrolase family protei"	UniRef90_Q337K6	CHR5V7|COORD:25272138..25273583| GDSL-motif lipase/hydrolase family protein	AT5G62930.1	CHR10V5|COORD:17437474..17442640|protein isoamyl acetate-hydrolyzing esterase, putative, expressed	LOC_Os10g33690.1	no descriptionmoderately similar to ( 340)AT5G62930| Symbols:  | GDSL-motif lipase/hydrolase family protein | chr5:25272138-25273583 FORWARDnot assigned not assigned Isoamyl_acetate_hydrolase_like Lipase_GDSL SGNH_hydrolase SGNH_hydrolase_like_2 TesA sialate_O-acetylesterase_like2 Rhamnogalacturan_acetylesterase_like SGNH_hydrolase_peri1 SGNH_hydrolase_like_4 NnaC_like SGNH_hydrolase_like_7 SGNH_hydrolase_like_1 SGNH_hydrolase_like_3	misc.GDSL-motif lipase	26_28

CUST_17105_PI403524517	2	-0.019820213	0.17037773	-0.20229053	0.019820213	-0.103710175	0.038350105	35_4946	"Cluster: Acid phosphatase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Acid phosphatase-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q67WK8	CHR1V7|COORD:26197596..26199129| acid phosphatase, putative	AT1G69640.1	CHR06V5|COORD:6590800..6588804|protein protein SUR2, putative, expressed	LOC_Os06g12250.1	 no descriptionmoderately similar to ( 394)AT1G69640| Symbols:  | acid phosphatase, putative | chr1:26197596-26199129 REVERSEvery weakly similar to (50.4)SC5D_TOBACDelta(7)-sterol-C5(6)-desaturase - Nicotiana tabacum (Common tobacco)not assigned not assigned not assigned ERG3 FA_hydroxylase 	lipid metabolism.'exotics' (steroids, squalene etc).sphingolipids	11_8_1

CUST_166279_PI403524517	2	-0.10755825	0.12635231	-0.24731112	0.10755873	0.20903873	-0.16881895	35_46322	"Cluster: Hypothetical protein P0519E06.2; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0519E06.2 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6H6I4	"CHR2V7|COORD:18505747..18507898| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G45380.1); similar to putative protein [Oryza sativa]"	AT2G44850.1	CHR02V5|COORD:26436517..26438808|protein expressed protein	LOC_Os02g43810.1	no descriptionTT_ORF1	not assigned.unknown	35_2

CUST_19052_PI404877155	2	0.0827198	-0.20835495	-0.07721996	-0.010643959	0.011433601	0.010643959	HY08I14u_s_at	HUA enhancer 2 [Arabidopsis thaliana]	AAL11446.1	HUA enhancer 2 (HEN2) / DExH-box RNA helicase, putative	At2g06990.1	protein HUA enhancer 2	Os11g07500	RNA helicase (HUA enhancer 2/HEN2)	RNA.processing	27_1

CUST_25215_PI399408534	2	0.0393548	0.15700245	-0.039354324	-0.13426113	-0.534667	0.1547823	35_34338	"Cluster: SNF2 domain-containing protein, putative, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: SNF2 domain-containing protein, putative, express"	UniRef90_Q337N7	"CHR1V7|COORD:2724565..2733434| ATRX/CHR20; ATP binding / DNA binding / helicase"	AT1G08600.1	CHR10V5|COORD:16458227..16471725|protein ATP binding protein, putative, expressed	LOC_Os10g31970.1	" no descriptionvery weakly similar to (64.3)AT1G08600| Symbols: ATRX, CHR20 | ATRX/CHR20; ATP binding / DNA binding / helicase | chr1:2724565-2733434 FORWARDnot assigned not assigned not assigned "	RNA.regulation of transcription.Chromatin Remodeling Factors	27_3_44

CUST_123202_PI403524517	2	-0.1623373	0.030966759	-0.030966759	0.041899204	-0.07858753	0.10639715	35_34746	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_49102_PI403524517	2	0.006664276	-0.4704094	-0.07294083	-0.006664276	0.052570343	0.044288635	35_14015	Rep: Histone H2B.3 - Zea mays (Maize)	UniRef90_Q43261	CHR5V7|COORD:24144432..24144884| histone H2B	AT5G59910.1	CHR01V5|COORD:2845932..2841231|protein core histone H2A/H2B/H3/H4 family protein, expressed	LOC_Os01g05970.1	 no descriptionweakly similar to ( 166)AT5G22880| Symbols:  | histone H2B, putative | chr5:7652133-7652570 REVERSEweakly similar to ( 171)H2B1_WHEATHistone H2B.1 - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned H2B Histone Tymo_45kd_70kd Extensin_2 PRK12323 PRK07764 Atrophin-1 TT_ORF1 DUF566 DUF1421 APC_basic PRK07003 AF-4 HPC2 IER Transformer 	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_120462_PI403524517	2	0.27116585	-0.21940279	-0.42098427	0.08164549	-0.081645966	0.17478418	35_34053	Rep: Cold acclimation protein WCOR410c - Triticum aestivum (Wheat)	UniRef90_P93608	CHR1V7|COORD:7084712..7085654| COR47 (cold regulated 47)	AT1G20440.1	CHR02V5|COORD:27161029..27159565|protein dehydrin COR410, putative, expressed	LOC_Os02g44870.1	no descriptionvery weakly similar to (63.5)CO410_WHEATDehydrin COR410 - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned Dehydrin TT_ORF1	not assigned.unknown	35_2

CUST_47825_PI403524517	2	0.120349884	-0.40921593	-0.18301868	0.006462097	-0.006462097	0.06887531	35_13681	"Cluster: Putative 60S ribosomal protein L30; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative 60S ribosomal protein L30 - Oryza sativa (japonica cultiv"	UniRef90_Q6F331	CHR1V7|COORD:29309010..29310182| 60S ribosomal protein L30 (RPL30B)	AT1G77940.1	CHR05V5|COORD:23994851..23996766|protein 60S ribosomal protein L30, putative, expressed	LOC_Os05g41110.1	no descriptionweakly similar to ( 178)AT1G77940| Symbols:  | 60S ribosomal protein L30 (RPL30B) | chr1:29309010-29310182 REVERSEmoderately similar to ( 208)RL30_WHEAT60S ribosomal protein L30 - Triticum aestivum (Wheat)not assigned RPL30 Ribosomal_L7Ae PRK01018	protein.synthesis.misc ribososomal protein	29_2_2

CUST_139526_PI403524517	2	0.38548708	0.2720256	0.048959255	-0.6535568	-1.251461	-0.048959255	35_39131	Rep: OSJNBa0091D06.23 protein - Oryza sativa (Rice)	UniRef90_Q7FB17	CHR2V7|COORD:9121477..9125373| kinesin motor family protein	AT2G21300.1	CHR04V5|COORD:26748998..26742550|protein kinesin heavy chain, putative, expressed	LOC_Os04g45580.1	no descriptionmoderately similar to ( 315)AT2G21300| Symbols:  | microtubule motor | chr2:9121477-9125373 REVERSEweakly similar to ( 145)FLA10_CHLREKinesin-like protein FLA10 - Chlamydomonas reinhardtiinot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned KISc_CENP_E Kinesin KISc KISc KISc_KHC_KIF5 KISc_KIP3_like KISc_C_terminal KISc_KIF3 KISc_KIF4 KISc_KIF1A_KIF1B KIP1 KISc_BimC_Eg5 KISc_KLP2_like KISc_KIF2_like KISc_KID_like KISc_KIF9_like KISc_KIF23_like Motor_domain	cell.organisation	31_1

CUST_138924_PI403524517	2	0.024020195	0.34204483	-0.024019241	-0.121398926	-0.13660908	0.100447655	35_38968	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_23444_PI399408534	2	0.02654457	0.15694141	-0.026543617	-0.1922512	0.21400166	-0.27376842	35_27295	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q60DJ1	"CHR3V7|COORD:7831668..7833519| IQD5 (IQ-domain 5); calmodulin binding"	AT3G22190.1	CHR03V5|COORD:25078460..25070355|protein calmodulin binding protein, putative, expressed	LOC_Os03g44610.1	"no descriptionweakly similar to ( 103)AT3G22190| Symbols: IQD5 | IQD5 (IQ-domain 5); calmodulin binding | chr3:7831668-7833519 REVERSE"	signalling.calcium	30_3

CUST_51835_PI403524517	2	-2.0413017	1.5445261	0.61853504	-0.07513142	0.07513189	-1.24227	35_14772	Rep: Catalase isozyme 2 - Hordeum vulgare (Barley)	UniRef90_P55308	"CHR4V7|COORD:16700942..16703220| CAT2 (CATALASE 2); catalase"	AT4G35090.1	CHR02V5|COORD:827644..824850|protein catalase isozyme A, putative, expressed	LOC_Os02g02400.1	"no descriptionhighly similar to ( 756)AT4G35090| Symbols: CAT2 | CAT2 (CATALASE 2); catalase | chr4:16701110-16703220 REVERSEnearly identical (1007)CATA2_HORVUCatalase isozyme 2 - Hordeum vulgare (Barley)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned catalase Catalase KatE katE Herpes_BLLF1 AF-4 PRK07003 HPC2 DUF566 SerH APC_basic PRK12323 Atrophin-1 Pneumo_att_G PRK07764 Metaviral_G Tymo_45kd_70kd Herpes_UL32 Pol_Y_like Syndecan KAR9 DUF936 Mucin SSP160 Herpes_TAF50 PRK11901 DamX Treacle PRK12495 DUF1509 CTF_NFI GAT1 Herpes_gI COG5099 ROM1 PRK12372 PRK12678 PRK10856 Glycoprotein_G GRASP55_65 PRK10905"	redox.dismutases and catalases	21_6

CUST_2029_PI403524517	2	-0.035660744	-0.58628845	-0.2191019	0.07604408	0.03565979	0.056886673	35_538	"Cluster: Pyrophosphate-energized vacuolar membrane proton pump (EC 3.6.1.1) (Pyrophosphate-energized inorganic pyrophosphatase) (H(+)-PPase); n=6; BEP"	UniRef90_Q06572	"CHR1V7|COORD:5399110..5402180| AVP1 (vacuolar-type H+-pumping pyrophosphatase 1); ATPase"	AT1G15690.1	CHR06V5|COORD:3918502..3923410|protein pyrophosphate-energized vacuolar membrane proton pump, putative, expressed	LOC_Os06g08080.1	 no descriptionweakly similar to ( 179)AT1G15690| Symbols: ATAVP3, AVP-3, AVP1 | AVP1 (vacuolar-type H+-pumping pyrophosphatase 1) | chr1:5399110-5402180 FORWARDweakly similar to ( 195)AVP_HORVUPyrophosphate-energized vacuolar membrane proton pump - Hordeum vulgare (Barley)H_PPase hppA OVP1 	transport.amino acids	34_3

CUST_83149_PI403524517	2	-0.06987953	-0.07787514	-0.0012903214	0.17415237	0.031523705	0.0012893677	35_23840	"Cluster: Putative Septum-promoting GTP-binding protein 1; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative Septum-promoting GTP-binding protein 1 - Ory"	UniRef90_Q84LH2	0	0	CHR07V5|COORD:20247680..20251408|protein septum-promoting GTP-binding protein 1, putative, expressed	LOC_Os07g33850.1	no description	not assigned.unknown	35_2

CUST_11029_PI403524517	2	0.03957367	-0.5555496	-0.08428669	0.105745316	-0.008026123	0.008027077	35_3117	"Cluster: Putative oligouridylate binding protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative oligouridylate binding protein - Oryza sativa (japon"	UniRef90_Q8H393	CHR3V7|COORD:4673034..4675957| oligouridylate-binding protein, putative	AT3G14100.1	CHR07V5|COORD:25356146..25361071|protein nucleolysin TIAR, putative, expressed	LOC_Os07g42380.1	" no descriptionmoderately similar to ( 479)AT1G17370| Symbols: UBP1B | UBP1B (OLIGOURIDYLATE BINDING PROTEIN 1B); mRNA 3'-UTR binding | chr1:5951835-5954818 REVERSEvery weakly similar to (81.6)ROC1_NICPL30 kDa ribonucleoprotein, chloroplast precursor - Nicotiana plumbaginifolia (Leadwort-leaved tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG0724 RRM_1 RRM "	RNA.RNA binding	27_4

CUST_17284_PI404877155	2	-0.8771	-0.48371506	0.7143917	0.18019676	0.9334154	-0.18019676	HT11N18r_s_at	viviparous-14 protein - maize gb|AAB62181.1| viviparous-14 [Zea mays]	T04351	9-cis-epoxycarotenoid dioxygenase, putative / neoxanthin cleavage enzyme, putative / carotenoid cleavage dioxy	At1g78390.1	protein viviparous-14 protein - maize	Os03g44380	NONE	hormone metabolism.abscisic acid.synthesis-degradation.synthesis.9-cis-epoxycarotenoid dioxygenase	17_1_1_1_10

CUST_4531_PI403524517	2	-0.010307312	0.44043922	-0.20495129	0.025806427	-0.040266037	0.010307312	35_1249	"Cluster: Arabinoxylan arabinofuranohydrolase isoenzyme AXAH-II; n=1; Hordeum vulgare|Rep: Arabinoxylan arabinofuranohydrolase isoenzyme AXAH-II - Hordeum vulgar"	UniRef90_Q9ATV7	"CHR3V7|COORD:3361036..3364578| ASD1 (ALPHA-L-ARABINOFURANOSIDASE); hydrolase, acting on glycosyl bonds"	AT3G10740.1	CHR11V5|COORD:1452590..1459065|protein alpha-N-arabinofuranosidase A precursor, putative, expressed	LOC_Os11g03730.3	" no descriptionhighly similar to ( 844)AT3G10740| Symbols: ARAF, ASD1 | ASD1 (ALPHA-L-ARABINOFURANOSIDASE); hydrolase, acting on glycosyl bonds | chr3:3361036-3364578 REVERSEAlpha-L-AF_C AbfA "	not assigned.no ontology	35_1

CUST_48932_PI403524517	2	-0.009780884	0.40787506	0.009778976	-0.16891861	-0.15060043	0.05672455	35_13971	"Cluster: PREDICTED: similar to ADP-ribosylation factor 5; n=3; Eutheria|Rep: PREDICTED: similar to ADP-ribosylation factor 5 - Macaca mulatta"	UniRef90_UPI0000D9A923	"CHR5V7|COORD:4729322..4730498| ATARFA1B (ADP-ribosylation factor A1B); GTP binding / phospholipase activator/ protein binding"	AT5G14670.1	CHR07V5|COORD:6821005..6823997|protein ADP-ribosylation factor 1, putative, expressed	LOC_Os07g12200.1	"no descriptionvery weakly similar to (62.8)AT5G14670| Symbols: ATARFA1B | ATARFA1B (ADP-ribosylation factor A1B); GTP binding / phospholipase activator/ protein binding | chr5:4729322-4730498 FORWARDvery weakly similar to (62.8)ARF_VIGUNADP-ribosylation factor - Vigna unguiculata (Cowpea)not assigned not assigned Arf1_5_like ARF Arf6 Arf_Arl Arf ARD1"	protein.targeting.secretory pathway.unspecified	29_3_4_99

CUST_157702_PI403524517	2	0.071969986	0.076646805	0.9925184	-0.4027915	-0.07196951	-0.59537697	35_44028	"Cluster: Amino acid permease family protein, putative, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Amino acid permease family protein, putative,"	UniRef90_Q2QLZ1	"CHR1V7|COORD:21467850..21471806| CAT2 (CATIONIC AMINO ACID TRANSPORTER 2); amino acid transporter"	AT1G58030.1	CHR12V5|COORD:26592498..26587454|protein high-affinity cationic amino acid transporter 1, putative, expressed	LOC_Os12g42850.3	"no descriptionweakly similar to ( 179)AT1G58030| Symbols: CAT2 | CAT2 (CATIONIC AMINO ACID TRANSPORTER 2); amino acid transporter | chr1:21467850-21471806 REVERSEnot assigned not assigned not assigned PotE PRK11357 AA_permease AnsP PRK12323 LysP PRK10836"	transport.amino acids	34_3

CUST_101195_PI403524517	2	-0.65678024	0.26270962	0.3971424	0.40957642	-0.48109198	-0.2627101	35_28881	"Cluster: Serine/threonine protein kinase; n=1; Triticum aestivum|Rep: Serine/threonine protein kinase - Triticum aestivum (Wheat)"	UniRef90_Q5BQ31	CHR1V7|COORD:17803220..17805467| serine/threonine protein kinase, putative	AT1G48210.1	CHR11V5|COORD:6534542..6537158|protein serine/threonine protein kinase, putative, expressed	LOC_Os11g11780.1	 no descriptionvery weakly similar to (55.5)AT1G48210| Symbols:  | serine/threonine protein kinase, putative | chr1:17803220-17805467 FORWARDnot assigned Pkinase_Tyr 	protein.postranslational modification.kinase.receptor like cytoplasmatic kinase VIII	29_4_1_58

CUST_15981_PI404877155	2	0.022480965	-0.122345924	-0.076322556	0.012161255	-0.012160301	0.059667587	Contig9818_at	KOW domain-containing transcription factor family protein [Arabidopsis thaliana]	NP_192575.2	KOW domain-containing transcription factor family protein	At4g08350.1	protein KOW motif, putative	Os06g10620	KOW domain-containing transcription factor family protein, chromatin structural protein homolog Supt5hp - Mus musculus,PID:g2754752	RNA.regulation of transcription.unclassified	27_3_99

CUST_14589_PI404877155	2	-0.36639595	0.08034325	0.10246849	0.037989616	-0.14920807	-0.037989616	Contig8402_at	putative phospholipase D beta 1 [Oryza sativa (japonica cultivar-group)]	BAC79202.1	phospholipase D delta / PLD delta (PLDDELTA)	At4g35790.2	protein C2 domain, putative	Os09g37100	"phospholipase D delta / PLD delta (PLDDELTA), identical to phospholipase D delta SP: Q9C5Y0 from (Arabidopsis thaliana); supporting cDNA gi:11761141:dbj:AB031047.1: or  phospholipase D delta / PLD delta (PLDDELTA), identical to phospholipase D delta SP: Q"	lipid metabolism.lipid degradation.lysophospholipases	11_9_3

CUST_88095_PI403524517	2	0.17247581	-0.19066715	0.44252872	-0.21135473	-0.17247629	0.8760185	35_25221	"Cluster: Nitrate-induced NOI protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Nitrate-induced NOI protein, expressed - Oryza sativa (japonic"	UniRef90_Q2R8K0	0	0	CHR11V5|COORD:6611496..6601895|protein resistance protein, putative, expressed	LOC_Os11g11920.1	no description	not assigned.unknown	35_2

CUST_79178_PI403524517	2	-0.39765787	-0.97082186	0.23342896	0.09300423	-0.06897688	0.068977356	35_22710	"Cluster: P0460E08.27 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: P0460E08.27 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q94DS1	CHR3V7|COORD:5476496..5480134| acyl-activating enzyme 13 (AAE13)	AT3G16170.1	CHR01V5|COORD:32353153..32359535|protein long-chain-fatty-acid-CoA ligase-like protein, putative, expressed	LOC_Os01g55590.1	no descriptionweakly similar to ( 192)AT3G16170| Symbols:  | acyl-activating enzyme 13 (AAE13) | chr3:5476496-5480134 FORWARDnot assigned not assigned not assigned not assigned not assigned AMP-binding CaiC FAA1 Acs PRK08316 PRK07656 PRK08314 PRK06187 PRK06178 EntF PRK07684 PRK07770 PRK07514 PRK09089 caiC PRK07786 PRK04319 PRK05691 PRK06710 PRK08315 PRK07787 PRK07798 PRK12316 PRK05605 PRK12583 PRK04813 PRK06839 PRK06087 PRK12467 PRK08279 PRK09274 PRK06188 PRK12476 PRK05850 PRK03584 PRK08043	lipid metabolism.FA synthesis and FA elongation.acyl coa ligase	11_1_8

CUST_6719_PI403524517	2	-0.0018358231	-0.310462	-0.02408123	0.12060356	0.13202095	0.0018348694	35_1866	Rep: Os06g0326400 protein - Oryza sativa (japonica cultivar-group)	UniRef90_Q0DCI1	CHR1V7|COORD:28727794..28731823| pyrophosphate--fructose-6-phosphate 1-phosphotransferase alpha subunit, putative / pyrophosphate-dependent	AT1G76550.1	CHR02V5|COORD:29604374..29598580|protein pyrophosphate--fructose 6-phosphate 1-phosphotransferase alpha subunit, putative, expressed	LOC_Os02g48360.1	 no descriptionvery weakly similar to (56.2)AT1G76550| Symbols:  | pyrophosphate--fructose-6-phosphate 1-phosphotransferase alpha subunit, putative / pyrophosphate-dependent 6-phosphofructose-1-kinase, putative | chr1:28727794-28731823 REVERSEvery weakly similar to (55.8)PFPA_RICCOPyrophosphate--fructose 6-phosphate 1-phosphotransferase subunit alpha - Ricinus communis (Castor bean)	glycolysis.pyrophosphate-fructose-6-P phosphotransferase	4_5

CUST_5366_PI404877155	2	0.3017578	0.017243385	-0.017243385	-0.19361591	-0.87353325	0.6245794	Contig17010_at	putative argonaute protein [Oryza sativa (japonica cultivar-group)] gb|AAO37538.1| putative argonaute protein [Oryza sativa (japonica cultiv	NP_909924.1	argonaute protein (AGO1)	At1g48410.2	protein putative argonaute protein	Os03g58600	putative argonaute protein	RNA.regulation of transcription.Argonaute	27_3_36

CUST_9464_PI404877155	2	-0.02377224	-0.37443447	3.490448E-4	0.12094307	0.108389854	-3.490448E-4	Contig3193_s_at	putative ubiquinol-cytochrome c reductase [Oryza sativa (japonica cultivar-group)]	AAP21435.1	ubiquinol-cytochrome C reductase complex 14 kDa protein, putative	At5g25450.1	protein ubiquinol-cytochrome c reductase complex 14 kda protein (ec 1.10.2.2)(cr14)	Os07g10500	putative ubiquinol-cytochrome c reductase	mitochondrial electron transport / ATP synthesis.cytochrome c reductase	9_5

CUST_9168_PI404877155	2	-0.08373833	0.5243311	0.21220398	-0.03797722	0.037976265	-0.12659359	Contig2960_at	ChaC-like family protein [Arabidopsis thaliana] gb|AAP21219.1| At4g31290 [Arabidopsis thaliana]	NP_567871.1	ChaC-like family protein	At4g31290.1	protein ChaC-like protein	Os02g26700	cation transport protein ChaC	transport.unspecified cations	34_14

CUST_71210_PI403524517	2	0.20993996	0.13117313	-0.112428665	-0.07755566	-0.21162796	0.07755566	35_20402	"Cluster: Putative cell survival CED-4-interacting protein MAC-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative cell survival CED-4-interacting prote"	UniRef90_Q5VRN1	"CHR3V7|COORD:231794..235064| CDC48C (EMBRYO DEFECTIVE 1354); ATPase"	AT3G01610.1	CHR06V5|COORD:549917..554930|protein cell division control protein 48 homolog C, putative, expressed	LOC_Os06g01980.1	" no descriptionmoderately similar to ( 264)AT3G01610| Symbols: EMB1354, CDC48C | CDC48C (EMBRYO DEFECTIVE 1354); ATPase | chr3:231794-235064 FORWARDmoderately similar to ( 209)CDC48_SOYBNCell division cycle protein 48 homolog - Glycine max (Soybean)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned AAA PRK03992 RPT1 SpoVK HflB hflB COG1223 AAA COG0714 AAA MGS1 clpX RuvB PRK04195 ruvB ClpX AAA_2 rfc TIP49 "	protein.degradation.ubiquitin.proteasom	29_5_11_20

CUST_19230_PI403524517	2	0.013624191	0.6668453	0.0019073486	-0.20555115	-0.15491104	-0.0019073486	35_5577	"Cluster: Os03g0855500 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os03g0855500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DLN2	CHR4V7|COORD:10275928..10278502| leucine-rich repeat family protein / extensin family protein	AT4G18670.1	CHR03V5|COORD:36012162..36013568|protein F-box domain containing protein, expressed	LOC_Os03g63850.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07764 PRK07003 Atrophin-1 Drf_FH1 PRK05648 DUF1421 Extensin_2 PRK08853 Totivirus_coat Tymo_45kd_70kd FAP	not assigned.unknown	35_2

CUST_4661_PI399408534	2	-0.03846264	-0.022677422	0.055966377	-0.14031506	0.022677422	0.032801628	35_15982	"Cluster: Os09g0267600 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0267600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J328	CHR4V7|COORD:14381025..14382348| SNF7 family protein	AT4G29160.1	CHR09V5|COORD:5102023..5105853|protein charged multivesicular body protein 4b, putative, expressed	LOC_Os09g09480.3	no descriptionmoderately similar to ( 230)AT4G29160| Symbols:  | SNF7 family protein | chr4:14381025-14382348 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned Snf7 PspA_IM30	RNA.regulation of transcription.SNF7	27_3_71

CUST_32974_PI403524517	2	-0.09320164	-0.67199993	0.063075066	-0.02161789	0.12696171	0.02161789	35_9508	"Cluster: Putative wax synthase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative wax synthase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K3V2	CHR5V7|COORD:22464072..22465097| membrane bound O-acyl transferase (MBOAT) family protein / wax synthase-related	AT5G55380.1	CHR02V5|COORD:15038851..15040452|protein acyltransferase, putative, expressed	LOC_Os02g25700.1	no descriptionvery weakly similar to (94.7)AT5G55380| Symbols:  | membrane bound O-acyl transferase (MBOAT) family protein / wax synthase-related | chr5:22464072-22465097 REVERSE	secondary metabolism.wax	16_7

CUST_105738_PI403524517	2	0.0372262	-0.77338696	-0.046437263	0.096922874	0.23793697	-0.037226677	35_30109	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_70969_PI403524517	2	-0.07298088	0.18275738	-0.070305824	-0.026547432	0.026547432	0.032200813	35_20333	"Cluster: Hypothetical protein OSJNBa0016O19.37; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0016O19.37 - Oryza sativa (japonica"	UniRef90_Q69SP7	"CHR5V7|COORD:7249449..7250356| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G43850.1); similar to MTD1 [Medicago truncatula] (GB:AAF86687.1);"	AT5G21940.1	CHR06V5|COORD:5236898..5239270|protein hypothetical protein	LOC_Os06g10220.1	no description	not assigned.unknown	35_2

CUST_6546_PI399408534	2	0.43111515	-0.022780895	-0.007258892	-0.12642336	0.007259369	1.7313437	35_39889	"Cluster: Os10g0467900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os10g0467900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IX39	CHR4V7|COORD:5636690..5640493| leucine-rich repeat family protein / protein kinase family protein	AT4G08850.1	CHR10V5|COORD:16943228..16937748|protein leucine-rich repeat receptor protein kinase EXS precursor, putative, expressed	LOC_Os10g32990.1	no descriptionweakly similar to ( 142)AT4G08850| Symbols:  | leucine-rich repeat family protein / protein kinase family protein | chr4:5637464-5640493 REVERSEweakly similar to ( 107)PSKR_DAUCAPhytosulfokine receptor precursor - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc Pkinase Pkinase_Tyr TyrKc S_TKc PTKc SPS1 PTKc_Trk PTKc_Jak_rpt2 PTKc_Csk_like PTKc_Fes_like PTKc_EphR PTKc_Srm_Brk PTKc_Tec_like PTKc_Btk_Bmx PTKc_FAK PTKc_Src_like PTKc_Ack_like PTKc_Jak2_Jak3_rpt2 PTKc_TrkB PTKc_Fes PTKc_Frk_like PTKc_Itk PTKc_Chk PTKc_TrkC PTK_CCK4 PTKc_Musk PTKc_Tyk2_rpt2 PTKc_TrkA PTKc_Tec_Rlk	signalling.receptor kinases.DUF 26	30_2_17

CUST_107429_PI403524517	2	0.052039623	-0.14708328	0.19608021	-0.5585365	-0.0520401	0.23486948	35_30572	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_69318_PI403524517	2	0.1291151	-0.03405571	-0.04971409	0.030024529	-0.030023575	0.14559746	35_19833	"Cluster: Hypothetical protein B1370C05.34-1; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1370C05.34-1 - Oryza sativa (japonica cultiv"	UniRef90_Q6YU77	CHR5V7|COORD:18482788..18487979| pleckstrin homology (PH) domain-containing protein / lipid-binding START domain-containing protein	AT5G45560.1	CHR06V5|COORD:912780..920283|protein START domain-containing protein, putative, expressed	LOC_Os06g02590.1	no descriptionhighly similar to ( 515)AT5G45560| Symbols:  | pleckstrin homology (PH) domain-containing protein / lipid-binding START domain-containing protein | chr5:18482788-18487979 FORWARDDUF1336 START	not assigned.no ontology	35_1

CUST_4250_PI403524517	2	-0.6949806	-2.5920548	0.69497967	1.1197643	0.91594315	-0.98531055	35_1175	Rep: Sucrose:fructan 6-fructosyltransferase - Hordeum vulgare (Barley)	UniRef90_Q96466	CHR1V7|COORD:23203614..23207180| beta-fructosidase (BFRUCT3) / beta-fructofuranosidase / invertase, vacuolar	AT1G62660.1	CHR02V5|COORD:343057..347196|protein beta-fructofuranosidase 1 precursor, putative, expressed	LOC_Os02g01590.1	 no descriptionmoderately similar to ( 339)AT1G62660| Symbols:  | beta-fructosidase (BFRUCT3) / beta-fructofuranosidase / invertase, vacuolar | chr1:23203614-23207180 FORWARDmoderately similar to ( 403)INV1_MAIZEBeta-fructofuranosidase 1 precursor - Zea mays (Maize)not assigned not assigned Glyco_32 Glyco_hydro_32N SacC Herpes_BLLF1 	major CHO metabolism.degradation.sucrose.invertases.vacuolar	2_2_1_3_3

CUST_179079_PI403524517	2	0.07799435	-0.45823383	-0.24488163	0.13013554	0.22661972	-0.0779953	35_49808	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_15269_PI403524517	2	0.015146732	-0.29440212	-0.19012451	0.108501434	0.16889572	-0.0151462555	35_4404	"Cluster: Hypothetical protein P0011D01.8; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0011D01.8 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q5NBM2	CHR2V7|COORD:17130466..17132700| PQ-loop repeat family protein / transmembrane family protein	AT2G41050.1	CHR01V5|COORD:9137232..9130321|protein PQ loop repeat family protein, expressed	LOC_Os01g16170.5	no descriptionweakly similar to ( 144)AT2G41050| Symbols:  | PQ-loop repeat family protein / transmembrane family protein | chr2:17130466-17132700 REVERSEnot assigned PQ-loop	not assigned.no ontology	35_1

CUST_18835_PI403524517	2	0.06169319	-0.21905994	-0.069610596	0.036567688	0.038219452	-0.036566734	35_5452	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10NR2	CHR1|COORD:3838016..3840207| similar to unnamed protein product [Tetraodon nigroviridis] (GB:CAG03976.1)	AT1G11400.3	CHR03V5|COORD:8547498..8551116|protein PYM protein, putative, expressed	LOC_Os03g15560.2	no descriptionweakly similar to ( 107)AT1G11400| Symbols: PYM | PYM (PARTNER OF Y14-MAGO) | chr1:3838777-3839978 FORWARDnot assigned not assigned not assigned Mago-bind	not assigned.unknown	35_2

CUST_150536_PI403524517	2	-0.10045147	-0.36108065	0.12206268	0.186059	0.10045242	-0.25366879	35_42110	"Cluster: Protochlorophyllide reductase homolog; n=3; Oryza sativa|Rep: Protochlorophyllide reductase homolog - Oryza sativa (Rice)"	UniRef90_Q9ZSV0	"CHR4V7|COORD:13844157..13846569| FEY (FOREVER YOUNG); oxidoreductase"	AT4G27760.1	CHR02V5|COORD:870724..876584|protein WW domain-containing oxidoreductase, putative, expressed	LOC_Os02g02470.1	" no descriptionmoderately similar to ( 248)AT4G27760| Symbols: FEY3, FEY | FEY (FOREVER YOUNG); oxidoreductase | chr4:13844157-13846569 FORWARDvery weakly similar to (74.7)POR_PEAProtochlorophyllide reductase, chloroplast precursor - Pisum sativum (Garden pea)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK06196 PRK06197 PRK05854 DltE FabG PRK09072 adh_short PRK07453 fabG DltE PRK12826 fabG COG4221 fabG PRK06181 PRK06179 PRK12939 PRK12429 PRK09242 PRK07109 PRK08219 PRK12829 PRK07097 PRK08264 fabG PRK06841 PRK06914 PRK08213 PRK12746 PRK07201 PRK08017 PRK07825 PRK07067 PRK05866 PRK06182 PRK07063 PRK08220 PRK06949 PRK05872 PRK07523 PRK12748 PRK12824 fabG PRK10538 PRK12827 PRK07478 PRK07454 PRK07060 PRK06138 PRK06935 PRK07832 PRK12936 PRK06124 fabG PRK12828 PRK07326 KR fabG PRK06500 PRK08226 PRK07062 PRK12745 PRK06346 PRK09135 PRK07023 fabG PRK05650 PRK09291 PRK06125 benD PRK07775 PRK12747 PRK07806 PRK08277 PRK07856 PRK07024 PRK06482 PRK08265 PRK08324 PRK08085 fabG PRK06924 PRK06198 PRK12935 PRK12937 PRK06139 PRK06200 PRK07069 PRK07479 PRK12428 PRK09134 PRK06523 PRK12481 PRK06180 PRK06484 PRK07890 fabG PRK06483 PRK08589 PRK06398 PRK06114 "	misc.short chain dehydrogenase/reductase (SDR)	26_22

CUST_106199_PI403524517	2	0.17469215	0.62190723	0.042207718	-0.114227295	-0.27660275	-0.04220867	35_30227	"Cluster: Hypothetical protein OSJNBa0070N04.16; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0070N04.16 - Oryza sativa (japonica"	UniRef90_Q8H8N1	"CHR3V7|COORD:18911088..18912190| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G68310.1); similar to Os03g0775500 [Oryza sativa (japonica"	AT3G50845.1	CHR03V5|COORD:32092831..32096372|protein expressed protein	LOC_Os03g56410.2	no description	not assigned.unknown	35_2

CUST_100215_PI403524517	2	0.18145514	-0.42911577	-0.004445076	0.002568245	1.2720423	-0.002567768	35_28610	Rep: Hypothetical protein - Oryza sativa (Rice)	UniRef90_Q94HK9	"CHR3V7|COORD:17883997..17886205| WNK3 (Arabidopsis WNK kinase 3); kinase"	AT3G48260.1	CHR05V5|COORD:449442..454325|protein ZIK1 protein, putative, expressed	LOC_Os05g01780.2	"no descriptionmoderately similar to ( 343)AT3G48260| Symbols: WNK3 | WNK3 (Arabidopsis WNK kinase 3); kinase | chr3:17883997-17886205 REVERSEvery weakly similar to (82.8)M2K1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase Pkinase_Tyr TyrKc PTKc SPS1 PTKc_Jak2_Jak3_rpt2 PTKc_Jak1_rpt2 PTKc_Jak_rpt2 PTKc_Tyk2_rpt2 PTKc_EGFR_like PTKc_Ack_like PTKc_Frk_like PTKc_FAK PTKc_Src_like PTKc_Tec_like PTKc_Srm_Brk PTKc_FGFR2 PTKc_Abl PTKc_Btk_Bmx PTKc_EphR_A2 PTKc_Trk PTKc_EphR PTKc_Csk_like PTKc_Lyn PTKc_c-ros PTKc_Syk_like PTKc_InsR_like PTKc_FGFR PTKc_FGFR3 PTKc_EphR_A PTKc_EGFR PTKc_Ror PTK_HER3 PTKc_Fyn_Yrk PTKc_FGFR4 PTKc_HER2 PTKc_FGFR1 PTKc_RET PTKc_Src PTKc_Hck PTK_CCK4 PTKc_Fer PTKc_Fes_like PTKc_EphR_B PTKc_TrkC PTKc_Tec_Rlk PTKc_DDR PTKc_Lck_Blk PTKc_TrkA PTKc_Itk PTKc_Chk PTKc_DDR2 PTKc_Yes PTKc_Aatyk1_Aatyk3"	protein.postranslational modification	29_4

CUST_12003_PI404877155	2	0.0323658	0.58279324	-0.0323658	-0.05425644	-0.091973305	0.12605381	Contig5728_at	pyruvate dehydrogenase kinase 1 [Oryza sativa subsp. indica] dbj|BAC16404.1| pyruvate dehydrogenase kinase 1 [Oryza sativa (japonica	AAK01947.1	pyruvate dehydrogenase (lipoamide) kinase (PDHK)	At3g06483.1	protein ATPase, histidine kinase-, DNA gyrase B-, and HSP90-like domain protein, putative	Os07g44330	pyruvate dehydrogenase kinase 1	signalling.in sugar and nutrient physiology	30_1

CUST_57422_PI403524517	2	-0.0015058517	0.10883522	0.0015058517	-0.057897568	0.06608868	-0.12349224	35_16373	"Cluster: Glycine-rich RNA-binding protein-like; n=2; Arabidopsis thaliana|Rep: Glycine-rich RNA-binding protein-like - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q8LEE2	CHR5V7|COORD:6744031..6746135| RNA recognition motif (RRM)-containing protein	AT5G19960.1	CHR02V5|COORD:6062276..6066769|protein RNA-binding protein 25, putative, expressed	LOC_Os02g11750.1	 no descriptionvery weakly similar to ( 100)AT5G19960| Symbols:  | RNA recognition motif (RRM)-containing protein | chr5:6744031-6746135 FORWARDvery weakly similar to (58.2)ROC1_SPIOL28 kDa ribonucleoprotein, chloroplast - Spinacia oleracea (Spinach)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned RRM RRM_1 COG0724 	RNA.RNA binding	27_4

CUST_10502_PI403524517	2	-0.100875854	0.015508652	-0.015507698	-0.111831665	0.021490097	0.03851986	35_2963	"Cluster: Hypothetical protein P0009G03.21; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0009G03.21 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5ZEJ4	"CHR5V7|COORD:24159578..24162366| similar to Os01g0151600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001042041.1); similar to similar to Dictyostelium"	AT5G59960.1	CHR01V5|COORD:2788043..2792667|protein expressed protein	LOC_Os01g05830.1	"no descriptionweakly similar to ( 160)AT5G59960| Symbols:  | similar to Os01g0151600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001042041.1); similar to similar to Dictyostelium discoideum (Slime mold). MkpA protein (GB:AAL92603.1) | chr5:24159578-24162366 REVERSE"	not assigned.unknown	35_2

CUST_51544_PI403524517	2	-0.14626884	0.38221073	0.0302248	-0.030223846	0.040984154	-0.049674988	35_14689	"Cluster: Hypothetical protein P0450E05.3-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0450E05.3-1 - Oryza sativa (japonica cultivar"	UniRef90_Q69IN9	"CHR5V7|COORD:3759464..3760635| similar to hypothetical protein TTHERM_00502170 [Tetrahymena thermophila SB210] (GB:XP_001022271.1); similar to Os09g0512900 [Ory"	AT5G11680.1	CHR09V5|COORD:19955242..19957623|protein arabinogalactan protein, putative, expressed	LOC_Os09g33800.1	"no descriptionmoderately similar to ( 297)AT5G11680| Symbols:  | similar to hypothetical protein TTHERM_00502170 [Tetrahymena thermophila SB210] (GB:XP_001022271.1); similar to Os09g0512900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001063646.1) | chr5:3759464-3760635 FORWARDnot assigned"	not assigned.unknown	35_2

CUST_101628_PI403524517	2	-0.0046777725	0.12591696	0.0046777725	0.09574556	-0.05623436	-0.16126919	35_29000	"Cluster: Putative membrane protein; n=1; Emiliania huxleyi virus 86|Rep: Putative membrane protein - Emiliania huxleyi virus 86"	UniRef90_Q4A2B5	CHR3V7|COORD:6736388..6738336| late embryogenesis abundant protein-related / LEA protein-related	AT3G19430.1	CHR04V5|COORD:1606343..1602851|protein transposon protein, putative, CACTA, En/Spm sub-class	LOC_Os04g03670.1	no description	not assigned.unknown	35_2

CUST_77261_PI403524517	2	-0.07579231	-0.19309807	0.07579231	-0.0904274	0.59599876	0.17928886	35_22145	"Cluster: P0432B10.2 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: P0432B10.2 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7F2I6	0	0	CHR01V5|COORD:34840966..34847732|protein expressed protein	LOC_Os01g59670.1	no description	not assigned.unknown	35_2

CUST_76982_PI403524517	2	0.11112881	0.051384926	-0.22706413	-0.06579018	0.009545326	-0.009545326	35_22066	"Cluster: Os01g0505400 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0505400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JMH0	CHR5V7|COORD:5724922..5726722| pyruvate decarboxylase family protein	AT5G17380.1	CHR01V5|COORD:17887602..17891794|protein 2-hydroxyphytanoyl-CoA lyase, putative, expressed	LOC_Os01g32080.1	no descriptionmoderately similar to ( 466)AT5G17380| Symbols:  | pyruvate decarboxylase family protein | chr5:5724922-5726722 REVERSEvery weakly similar to (99.0)ILV1_BRANAnot assigned not assigned not assigned not assigned not assigned not assigned PRK09259 IlvB PRK05858 PRK06276 PRK08322 TPP_BZL_OCoD_HPCL PRK08266 PRK07418 PRK08978 PRK08155 PRK07524 TPP_enzyme_M PRK06048 ilvB PRK07789 PRK06456 PRK08527 PRK08611 PRK08617 PRK11269 PRK07525 COG3960 PRK07282 PRK06154 PRK06112 PRK08199 COG3962 PRK07710 PRK06965 PRK09107 PRK06466 PRK06725 PRK08273 PRK08327 COG3961 PRK07979 PRK07064 PRK08979 PRK06457 TPP_enzymes PRK06882 TPP_enzyme_C TPP_ALS TPP_Xsc_like TPP_AHAS PRK07092 PRK09124 TPP_POX PRK06546 PRK07586	amino acid metabolism.synthesis.branched chain group.common	13_1_4_1

CUST_340_PI399408534	2	0.03404808	-0.06906319	-0.016190529	0.047763824	-0.06268692	0.016191483	35_17026	Rep: Prenylated Rab acceptor protein 1 - Oryza sativa (indica cultivar-group)	UniRef90_Q5S1T9	CHR2V7|COORD:16871812..16872453| prenylated rab acceptor (PRA1) family protein	AT2G40380.1	CHR05V5|COORD:23201427..23202551|protein prenylated Rab receptor 2, putative, expressed	LOC_Os05g39670.1	no descriptionweakly similar to ( 196)AT2G40380| Symbols:  | prenylated rab acceptor (PRA1) family protein | chr2:16871812-16872453 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRA1 PRK12323 PRK07003 Herpes_BLLF1 YIP3 Atrophin-1 HPC2 TT_ORF1 PRK12678 DUF936 DUF566 PRK07764 Tymo_45kd_70kd GRASP55_65 AF-4 DUF1421 APC_basic Pol_Y_like DUF1509 Protamine_P1	signalling.G-proteins	30_5

CUST_127052_PI403524517	2	-0.08665705	0.59286976	0.08665657	-0.9152112	0.38074112	-0.30637264	35_35746	"Cluster: UDP-glucoronosyl/UDP-glucosyl transferase family protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: UDP-glucoronosyl/UDP-glucosyl"	UniRef90_Q6K7Q1		0	CHR02V5|COORD:35572288..35566509|protein transferase, transferring glycosyl groups, putative, expressed	LOC_Os02g58139.2	no description	not assigned.unknown	35_2

CUST_20816_PI403524517	2	0.13237381	0.17328072	-0.04627323	-0.07724762	-0.053647995	0.046272278	35_6044	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_77680_PI403524517	2	0.11409378	-0.10993767	0.12391186	-0.34124756	-0.2731142	0.109938145	35_22268	"Cluster: Hypothetical protein OSJNBa0007M04.2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0007M04.2 - Oryza sativa (japonica cu"	UniRef90_Q6Z576	"CHR1V7|COORD:5675918..5678679| SR45 (arginine/serine-rich 45); RNA binding"	AT1G16610.1	CHR08V5|COORD:19550294..19552417|protein expressed protein	LOC_Os08g31760.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Tymo_45kd_70kd PRK12323 DUF1777 Extensin_2 PRK09169	not assigned.unknown	35_2

CUST_88405_PI403524517	2	0.17920208	0.75533247	0.09002733	-0.09002733	-0.32336903	-0.22041273	35_25306	"Cluster: Os01g0316900 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0316900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JN83	"CHR3V7|COORD:22051462..22053357| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G37440.2); similar to Os05g0366300 [Oryza sativa (japonica"	AT3G59670.1	CHR01V5|COORD:11956610..11964440|protein expressed protein	LOC_Os01g21450.1	" no descriptionvery weakly similar to (55.5)AT3G59670| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G37440.2); similar to Os05g0366300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001055330.1); similar to Os05g0365200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001055324.1); similar to Os01g0316900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001042881.1); contains domain GHMP Kinase, C-terminal domain (SSF55060) | chr3:22051462-22053357 FORWARD"	not assigned.unknown	35_2

CUST_113715_PI403524517	2	0.22404766	0.19059372	-0.04771614	-0.18750572	-0.4576645	0.04771614	35_32274	Rep: unknown protein - Arabidopsis thaliana	UniRef90_UPI0000163312	"CHR1V7|COORD:29824069..29837702| similar to CIP1 (COP1-INTERACTIVE PROTEIN 1) [Arabidopsis thaliana] (TAIR:AT5G41790.1); similar to Os02g0741500 [Oryza sativa"	AT1G79280.1	CHR02V5|COORD:31017324..31003292|protein expressed protein	LOC_Os02g50790.1	" no descriptionweakly similar to ( 120)AT1G79280| Symbols:  | similar to CIP1 (COP1-INTERACTIVE PROTEIN 1) [Arabidopsis thaliana] (TAIR:AT5G41790.1); similar to Os02g0741500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001048082.1); similar to PREDICTED: similar to translocated promoter re (GB:XP_422300.2); contains InterPro domain Prefoldin; (InterPro:IPR009053); contains InterPro domain Tetratricopeptide, MLP1/MLP2-like; (InterPro:IPR012929) | chr1:29824069-29837702 REVERSEnot assigned "	not assigned.no ontology	35_1

CUST_97095_PI403524517	2	-0.07705879	0.066402435	-0.01301384	0.013014793	-0.0638237	0.037771225	35_27728	"Cluster: Remorin protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Remorin protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z309	0	0	CHR02V5|COORD:32286221..32280720|protein remorin, C-terminal region family protein, expressed	LOC_Os02g52810.2	no description	not assigned.unknown	35_2

CUST_12332_PI403524517	2	-0.16949844	0.49121475	-0.11052132	-0.05032921	0.09703922	0.050330162	35_3514	"Cluster: Hypothetical protein OSJNBa0030I14.15; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0030I14.15 - Oryza sativa (japonica"	UniRef90_Q5TKF1	"CHR5V7|COORD:3733816..3735016| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G19990.1); similar to unknown protein [Oryza sativa (japonica"	AT5G11600.1	CHR05V5|COORD:29611376..29609473|protein expressed protein	LOC_Os05g51754.1	"no descriptionweakly similar to ( 115)AT5G11600| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G19990.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAV59389.1) | chr5:3733816-3735016 REVERSEnot assigned not assigned not assigned"	not assigned.unknown	35_2

CUST_46011_PI403524517	2	0.38179493	-0.7534704	-0.12745571	0.12745571	0.20169735	-0.19637966	35_13178	"Cluster: Os03g0736600 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os03g0736600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DNS9	0	0	CHR03V5|COORD:30147820..30149838|protein ATP synthase F1, delta subunit family protein, expressed	LOC_Os03g52660.1	no description	not assigned.unknown	35_2

CUST_113639_PI403524517	2	0.22916937	-0.2886424	-0.26459408	-0.22916937	1.0596409	2.2253246	35_32254	"Cluster: Putative stripe rust resistance protein Yr10; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative stripe rust resistance protein Yr10 - Oryza sat"	UniRef90_Q943S7	"CHR1V7|COORD:5675918..5678679| SR45 (arginine/serine-rich 45); RNA binding"	AT1G16610.1	CHR01V5|COORD:13127422..13124413|protein stripe rust resistance protein Yr10, putative, expressed	LOC_Os01g23380.1	no description	not assigned.unknown	35_2

CUST_95644_PI403524517	2	0.0037417412	0.44609404	-0.0037417412	-0.23633623	0.32331705	-0.15668201	35_27333	"Cluster: Hypothetical protein OSJNBb0006B22.5; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0006B22.5 - Oryza sativa (japonica cu"	UniRef90_Q5W6F7	CHR1V7|COORD:30316871..30319130| protein kinase family protein	AT1G80640.1	CHR02V5|COORD:4607650..4604016|protein phytosulfokine receptor precursor, putative, expressed	LOC_Os02g08530.1	no descriptionvery weakly similar to (61.6)AT5G11020| Symbols:  | kinase | chr5:3486440-3488984 REVERSE	protein.postranslational modification.kinase.receptor like cytoplasmatic kinase X	29_4_1_60

CUST_61699_PI403524517	2	-0.3921585	-1.3447752	0.24706411	0.13568592	-0.1356864	0.7932148	35_17605	"Cluster: Glutathione S-transferase, C-terminal domain containing protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Glutathione S-transferase,"	UniRef90_Q10S49	"CHR2V7|COORD:13148567..13149469| ATGSTF10 (EARLY DEHYDRATION-INDUCED 13); glutathione transferase"	AT2G30870.1	CHR03V5|COORD:1932563..1931383|protein glutathione S-transferase 6, putative, expressed	LOC_Os03g04250.1	" no descriptionweakly similar to ( 158)AT2G30870| Symbols: ERD13, ATGSTF4, ATGSTF10 | ATGSTF10 (EARLY DEHYDRATION-INDUCED 13); glutathione transferase | chr2:13148567-13149469 FORWARDweakly similar to ( 135)GSTF1_TOBACGlutathione S-transferase PARB - Nicotiana tabacum (Common tobacco)not assigned not assigned GST_C_Phi Gst GST_N_Phi GST_C_GTT2_like GST_C_family GST_C_Ure2p_like GST_C GST_C_2 GST_C_Theta GST_C_EFB1gamma GST_C_1 GST_N GST_N_family PRK10542 "	misc.glutathione S transferases	26_9

CUST_80106_PI403524517	2	-0.018844604	-0.014263153	0.19364262	-0.16781807	0.014264107	0.022697449	35_22975	"Cluster: Putative protease IV; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative protease IV - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z329	"CHR1V7|COORD:27828126..27832468| SPPA (signal peptide peptidase); protease IV/ serine-type endopeptidase"	AT1G73990.1	CHR02V5|COORD:30300300..30291295|protein protease 4, putative, expressed	LOC_Os02g49570.1	"no descriptionhighly similar to ( 526)AT1G73990| Symbols: SPPA | SPPA (signal peptide peptidase); protease IV/ serine-type endopeptidase | chr1:27828126-27832468 FORWARDPRK10949 SppA Peptidase_S49 PRK11778"	protein.degradation	29_5

CUST_12302_PI404877155	2	0.11707401	-0.7714424	-0.06949425	-0.0014152527	0.0014152527	0.06681538	Contig6035_s_at	COP9 signalosome complex subunit 4 / CSN complex subunit 4 (CSN4) (COP8) (FUS4) [Arabidopsis thaliana] dbj|BAB09199.1| COP8 (constitutive ph	NP_199111.1	COP9 signalosome complex subunit 4 / CSN complex subunit 4 (CSN4) (COP8) (FUS4)	At5g42970.1	protein COP8 (constitutive photomorphogenic) homolog	Os03g10120	Cop8	signalling.light	30_11

CUST_91780_PI403524517	2	0.06805515	0.48408604	-0.001619339	-0.1599412	0.0016198158	-0.29014826	35_26240	"Cluster: Phospholipid-transporting ATPase 1, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Phospholipid-transporting ATPase 1, putative,"	UniRef90_Q10M22	"CHR5V7|COORD:1445510..1449569| ALA1 (AMINOPHOSPHOLIPID ATPASE1); ATPase, coupled to transmembrane movement of ions, phosphorylative mechanism"	AT5G04930.1	CHR03V5|COORD:11877061..11871980|protein phospholipid-transporting ATPase 1, putative, expressed	LOC_Os03g20970.2	" no descriptionweakly similar to ( 112)AT5G04930| Symbols: ALA1 | ALA1 (AMINOPHOSPHOLIPID ATPASE1); ATPase, coupled to transmembrane movement of ions, phosphorylative mechanism | chr5:1445510-1449569 FORWARDnot assigned "	not assigned.no ontology	35_1

CUST_13543_PI403524517	2	0.20568371	-0.3423853	0.025255203	-0.025255203	-0.059583664	0.029310226	35_3883	"Cluster: Hypothetical protein OSJNBb0092G21.15; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0092G21.15 - Oryza sativa (japonica"	UniRef90_Q75HV0	"CHR3V7|COORD:23334118..23334868| CYCP1;1 (cyclin p1;1); cyclin-dependent protein kinase"	AT3G63120.1	CHR05V5|COORD:19283718..19280489|protein PREG-like protein, putative, expressed	LOC_Os05g33040.3	"no descriptionweakly similar to ( 162)AT3G63120| Symbols: CYCP1;1 | CYCP1;1 (cyclin p1;1); cyclin-dependent protein kinase | chr3:23334118-23334868 REVERSEnot assigned Cyclin Cyclin_N"	cell.cycle	31_3

CUST_27529_PI403524517	2	-0.0072956085	-0.3341689	0.2492423	0.0072951317	0.17231321	-0.16375732	35_7966	"Cluster: Hypothetical protein OJ1590_E05.17; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1590_E05.17 - Oryza sativa (japonica cultiv"	UniRef90_Q6YYL0	"CHR1V7|COORD:28013384..28015705| similar to Os08g0171000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001061095.1); similar to unnamed protein product"	AT1G74530.3	CHR08V5|COORD:4165904..4169212|protein expressed protein	LOC_Os08g07430.1	"no descriptionvery weakly similar to (69.7)AT1G74530| Symbols:  | similar to Os08g0171000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001061095.1); similar to unnamed protein product [Ostreococcus tauri] (GB:CAL54773.1) | chr1:28013384-28015705 REVERSE"	not assigned.unknown	35_2

CUST_68739_PI403524517	2	-0.47977638	0.6352329	0.20354462	-0.058184624	0.058185577	-0.31419086	35_19665	"Cluster: OSJNBa0081C01.25 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0081C01.25 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7X7F0	CHR1V7|COORD:293396..294888| short-chain dehydrogenase/reductase (SDR) family protein	AT1G01800.1	CHR04V5|COORD:26373319..26371532|protein carbonyl reductase 1, putative, expressed	LOC_Os04g44950.1	no descriptionweakly similar to ( 122)AT1G01800| Symbols:  | short-chain dehydrogenase/reductase (SDR) family protein | chr1:293595-294888 FORWARDnot assigned not assigned not assigned not assigned COG4221 fabG fabG fabG PRK06182 PRK06179 PRK08263 PRK06914 DltE fabG PRK05650 PRK06180 PRK12939 FabG PRK07774 PRK12826 PRK12429 adh_short PRK07201 PRK12827 PRK08264 PRK08721 PRK12745 fabG PRK06841	misc.short chain dehydrogenase/reductase (SDR)	26_22

CUST_24419_PI399408534	2	-0.08413839	0.2517128	0.08413887	-0.2136054	-0.7879896	0.093930244	35_25017	"Cluster: Jacalin-like lectin domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Jacalin-like lectin domain containing protei"	UniRef90_Q2R1D6	CHR5V7|COORD:20240086..20244493| leucine-rich repeat transmembrane protein kinase, putative	AT5G49770.1	CHR04V5|COORD:17729387..17726046|protein resistance protein, putative	LOC_Os04g30030.1	no descriptionvery weakly similar to (60.1)AT5G49760| Symbols:  | leucine-rich repeat family protein / protein kinase family protein | chr5:20233905-20238278 FORWARDvery weakly similar to (50.4)CRI4_MAIZEPutative receptor protein kinase CRINKLY4 precursor - Zea mays (Maize)not assigned not assigned not assigned S_TKc S_TKc Pkinase TyrKc PTKc_Jak_rpt2 Pkinase_Tyr PTKc	signalling.receptor kinases.proline extensin like	30_2_22

CUST_37959_PI403524517	2	-0.023702621	0.023702621	0.07045746	-0.10800457	-0.29606628	0.061632156	35_10924	"AAF16763.1; n=2; Arabidopsis thaliana|Rep: Gb|AAF16763.1 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9FFH1	CHR5V7|COORD:17800399..17807099| homeobox transcription factor, putative	AT5G44180.1	CHR05V5|COORD:27903100..27892393|protein DDT domain containing protein, expressed	LOC_Os05g48820.1	no description	not assigned.unknown	35_2

CUST_9635_PI403524517	2	-0.097761154	-0.27823544	0.009391785	0.07620144	0.24793339	-0.009391785	35_2715	"Cluster: Ice recrystallisation inhibition protein; n=1; Lolium perenne|Rep: Ice recrystallisation inhibition protein - Lolium perenne (Perennial ryegrass)"	UniRef90_Q9M3W4	0	0	0	0	no description	not assigned.unknown	35_2

CUST_33788_PI399408534	2	-0.40682507	0.36844206	0.97651005	0.026481152	-0.1482873	-0.026481152	35_12256	Rep: Auxin Efflux Carrier - Medicago truncatula (Barrel medic)	UniRef90_Q1RYA5	CHR1V7|COORD:7290601..7292496| auxin efflux carrier family protein	AT1G20925.1	CHR09V5|COORD:18982481..18977136|protein auxin hydrogen symporter, putative, expressed	LOC_Os09g31478.1	no descriptionweakly similar to ( 168)AT1G20925| Symbols:  | auxin efflux carrier family protein | chr1:7290601-7292496 FORWARDnot assigned Mem_trans COG0679	transport.misc	34_99

CUST_69412_PI403524517	2	0.024370193	-0.28522682	-0.024370193	0.3788967	0.5182457	-0.10034275	35_19861	"Cluster: Hypothetical protein OSJNBa0001A11.22; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0001A11.22 - Oryza sativa (japonica"	UniRef90_Q6K781	CHR4V7|COORD:15515775..15516414| transferase, transferring glycosyl groups	AT4G32110.1	CHR02V5|COORD:18329028..18329942|protein LGC1, putative, expressed	LOC_Os02g30780.1	 no descriptionvery weakly similar to (68.6)AT4G32110| Symbols:  | transferase, transferring glycosyl groups | chr4:15515775-15516414 REVERSEnot assigned not assigned PRK07764 	not assigned.unknown	35_2

CUST_26132_PI399408534	2	0.014426231	-0.15518951	-0.014426231	-0.029211044	0.053173065	0.01941967	35_5640	"Cluster: Os01g0235700 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os01g0235700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JP90	CHR1V7|COORD:109595..111367| basic helix-loop-helix (bHLH) family protein	AT1G01260.1	CHR01V5|COORD:7495193..7491859|protein helix-loop-helix DNA-binding domain containing protein, expressed	LOC_Os01g13460.1	no descriptionweakly similar to ( 185)AT1G01260| Symbols:  | basic helix-loop-helix (bHLH) family protein | chr1:109595-111367 FORWARDvery weakly similar to (67.8)ARRS_MAIZEAnthocyanin regulatory R-S protein - Zea mays (Maize)HLH HLH HLH	RNA.regulation of transcription.bHLH,Basic Helix-Loop-Helix family	27_3_6

CUST_47492_PI403524517	2	0.06855869	-0.13824177	-0.31686497	0.11140537	-0.06855774	0.118873596	35_13593	Rep: Protein kinase G11A - Oryza sativa (Rice)	UniRef90_P47997	CHR5V7|COORD:19357173..19359090| protein kinase, putative	AT5G47750.1	CHR06V5|COORD:10693168..10689488|protein protein kinase G11A, putative, expressed	LOC_Os06g18830.1	 no descriptionmoderately similar to ( 265)AT5G47750| Symbols:  | protein kinase, putative | chr5:19357173-19359090 REVERSEmoderately similar to ( 298)G11A_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase SPS1 	protein.postranslational modification	29_4

CUST_12538_PI399408534	2	-0.47775555	0.1778326	0.18216276	0.09247351	-0.43465424	-0.09247351	35_49404	Rep: H0315A08.7 protein - Oryza sativa (Rice)	UniRef90_Q01I65	"CHR1V7|COORD:19991059..19994401| MAP3KA (Mitogen-activated protein kinase kinase kinase 3); kinase"	AT1G53570.2	CHR04V5|COORD:21571264..21565179|protein mitogen-activated kinase kinase kinase alpha, putative, expressed	LOC_Os04g35700.2	" no descriptionvery weakly similar to (86.3)AT1G53570| Symbols: MAPKKK3, MAP3KA | MAP3KA (Mitogen-activated protein kinase kinase kinase 3); kinase | chr1:19991059-19994401 FORWARDnot assigned "	signalling.MAP kinases	30_6

CUST_12507_PI403524517	2	-0.04964161	-0.11854267	0.011094093	0.005268097	0.078614235	-0.005268097	35_3569	"Cluster: Putative golgi SNAP receptor complex member 1; Golgi SNARE 28 kDa; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative golgi SNAP receptor comple"	UniRef90_Q6EQ07	"CHR1V7|COORD:5458712..5460083| GOS11 (GOLGI SNARE 11); SNARE binding"	AT1G15880.1	CHR09V5|COORD:14925305..14920681|protein golgi SNARE 12 protein, putative, expressed	LOC_Os09g24980.1	" no descriptionmoderately similar to ( 300)AT1G15880| Symbols: ATGOS11, GOS11 | GOS11 (GOLGI SNARE 11); SNARE binding | chr1:5458712-5460083 REVERSEnot assigned not assigned V-SNARE "	cell. vesicle transport	31_4

CUST_99050_PI403524517	2	0.1763382	0.21642399	0.15409756	-0.15409756	-0.7167945	-0.7784786	35_28276	"Cluster: Putative phosducin-like 3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative phosducin-like 3 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q9LGR1	"CHR5V7|COORD:4596226..4597571| similar to Os01g0184800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001042236.1); similar to phosducin-like 3 [Homo"	AT5G14240.1	CHR01V5|COORD:4494429..4491400|protein phosducin-like protein 3, putative, expressed	LOC_Os01g08960.1	"no descriptionvery weakly similar to (51.6)AT5G14240| Symbols:  | similar to Os01g0184800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001042236.1); similar to phosducin-like 3 [Homo sapiens] (GB:NP_076970.1); contains InterPro domain Thioredoxin-like fold; (InterPro:IPR012336); contains InterPro domain Phosducin; (InterPro:IPR001200); contains InterPro domain Thioredoxin fold; (InterPro:IPR012335) | chr5:4596226-4597571 REVERSEPhd_like_VIAF"	not assigned.unknown	35_2

CUST_51910_PI403524517	2	-0.035643578	-0.01839161	0.056900978	0.018390656	-0.01839161	0.048137665	35_14791	Rep: Protein zx - Hordeum vulgare (Barley)	UniRef90_Q40066	CHR1V7|COORD:17560711..17562501| serpin, putative / serine protease inhibitor, putative	AT1G47710.1	CHR03V5|COORD:23009191..23022923|protein protein Z, putative, expressed	LOC_Os03g41438.1	 no descriptionmoderately similar to ( 342)AT1G47710| Symbols:  | serpin, putative / serine protease inhibitor, putative | chr1:17560711-17562501 FORWARDmoderately similar to ( 470)PRTZ_HORVUProtein Z - Hordeum vulgare (Barley)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned plant_SERPIN SERPIN Serpin SERPIN PAI-2 bacterial_SERPIN ovalbumin_like COG4826 ov-serpin neuroserpin alpha-1-antitrypsin_like PAI-1_nexin-1 antithrombin-III_like maspin_like HCII PZI alpha2AP C1_inh PEDF hsp47 angiotensinogen TT_ORF1 PRK12323 Tymo_45kd_70kd DUF566 	protein.degradation.serine protease	29_5_5

CUST_5797_PI399408534	2	0.09804535	0.02371788	-0.023718834	-0.11288643	-0.12474823	0.035495758	35_18594	"Cluster: PHD-finger family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: PHD-finger family protein, expressed - Oryza sativa (japonica"	UniRef90_Q2QPI8	CHR3V7|COORD:2557759..2561540| protein binding / zinc ion binding	AT3G08020.1	CHR12V5|COORD:20779912..20772629|protein PHD-finger family protein, expressed	LOC_Os12g34330.1	no descriptionvery weakly similar to (99.4)AT3G08020| Symbols:  | protein binding / zinc ion binding | chr3:2557759-2561540 REVERSEnot assigned	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_74386_PI403524517	2	0.26772928	0.0028104782	-0.50428057	-0.0028100014	-0.012665272	0.1490264	35_21331	"Cluster: Cell Division Protein AAA ATPase family, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Cell Division Protein AAA ATPase"	UniRef90_Q2QSF2	CHR3V7|COORD:10686893..10688485| AAA-type ATPase family protein	AT3G28510.1	CHR12V5|COORD:13876533..13878863|protein cell Division Protein AAA ATPase family, putative, expressed	LOC_Os12g24320.1	no description	not assigned.unknown	35_2

CUST_61656_PI403524517	2	-0.12136173	-0.77596855	0.15162468	0.10402584	0.1616106	-0.10402584	35_17594	"Cluster: Putative coclaurine N-methyltransferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative coclaurine N-methyltransferase - Oryza sativa (japon"	UniRef90_Q5Z7K6	CHR4V7|COORD:15972500..15974534| coclaurine N-methyltransferase, putative	AT4G33110.1	CHR06V5|COORD:22265803..22270152|protein cyclopropane-fatty-acyl-phospholipid synthase, putative, expressed	LOC_Os06g37610.1	 no descriptionmoderately similar to ( 499)AT4G33110| Symbols:  | coclaurine N-methyltransferase, putative | chr4:15972500-15974534 REVERSEvery weakly similar to (57.4)PEAM3_ARATHPutative phosphoethanolamine N-methyltransferase 3 - Arabidopsis thaliana (Mouse-ear cress)not assigned Cfa PRK11705 CMAS Methyltransf_11 UbiE PRK08317 Methyltransf_12 PRK05134 UbiG MTS 	lipid metabolism.Phospholipid synthesis.(S)-coclaurine-N-methyltransferase	11_3_10

CUST_120924_PI403524517	2	0.24266529	0.6524544	0.04418087	-0.04418087	-0.1711855	-0.099238396	35_34169	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_57653_PI403524517	2	0.1799345	-0.0833807	-0.25977135	0.02414608	-0.02414608	0.12218189	35_16435	"Cluster: Yippee-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Yippee-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7F263	CHR3V7|COORD:22262418..22263684| chloroplast chaperonin 10, putative	AT3G60210.1	CHR07V5|COORD:23671363..23674718|protein protein yippee-like OJ1003C07.11, putative, expressed	LOC_Os07g39510.1	 no descriptionweakly similar to ( 139)AT3G60210| Symbols:  | chloroplast chaperonin 10, putative | chr3:22262418-22263684 REVERSEweakly similar to ( 164)YIPL_ORYSAnot assigned not assigned Yippee cpn10 Cpn10 groES GroS 	protein.folding	29_6

CUST_129946_PI403524517	2	-0.008120537	-0.15517998	0.0081214905	-0.17780972	0.120967865	0.033870697	35_36495	"Cluster: UDP-glucoronosyl/UDP-glucosyl transferase family protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: UDP-glucoronosyl/UDP-glucosyl"	UniRef90_Q6K7Q1	CHR5V7|COORD:15528131..15529921| pentatricopeptide (PPR) repeat-containing protein	AT5G38730.1	CHR02V5|COORD:35572288..35566509|protein transferase, transferring glycosyl groups, putative, expressed	LOC_Os02g58139.2	no description	not assigned.unknown	35_2

CUST_14185_PI403524517	2	0.043673992	-0.42069817	-0.017271042	0.046034336	0.017271042	-0.11726475	35_4069	"Cluster: Putative WD repeat protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative WD repeat protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K5C8	CHR5V7|COORD:2771105..2773828| transducin family protein / WD-40 repeat family protein	AT5G08560.1	CHR02V5|COORD:11199422..11205878|protein WD-repeat protein 26, putative, expressed	LOC_Os02g19210.1	no descriptionhighly similar to ( 689)AT5G08560| Symbols:  | transducin family protein / WD-40 repeat family protein | chr5:2771105-2773828 REVERSEvery weakly similar to (70.1)PF20_CHLREFlagellar WD repeat-containing protein Pf20 - Chlamydomonas reinhardtiinot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned WD40 COG2319 WD40 WD40	development.unspecified	33_99

CUST_169483_PI403524517	2	0.151752	-0.15175247	0.2032752	0.42999935	-0.4929657	-0.18345833	35_47205	"Cluster: Os01g0835900 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0835900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JHY5	CHR5V7|COORD:24068875..24069186| histone H4	AT5G59690.1	CHR10V5|COORD:20690219..20689571|protein histone H4, putative, expressed	LOC_Os10g39410.1	no descriptionweakly similar to ( 162)AT5G59970| Symbols:  | histone H4 | chr5:24163578-24163889 REVERSEweakly similar to ( 162)H4_PEAHistone H4 - Pisum sativum (Garden pea)not assigned not assigned H4 H4 HHT1 Histone	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_15897_PI404877155	2	-0.09242153	-0.1824007	0.09536457	0.09242153	0.19745159	-0.19133091	Contig9739_at	RNA recognition motif (RRM)-containing protein-like [Oryza sativa (japonica cultivar-group)] dbj|BAC57733.1| RNA recognition motif (RRM)-con	NP_910645.1	RNA recognition motif (RRM)-containing protein	At5g54580.1	protein RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain), putative	Os07g36490	RNA recognition motif (RRM)-containing protein	RNA.regulation of transcription	27_3

CUST_82987_PI403524517	2	0.08482838	0.56154346	-0.044564247	-0.25346375	-0.03243637	0.03243637	35_23797	"Cluster: Putative ribosomal RNA apurinic site specific lyase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ribosomal RNA apurinic site specific lya"	UniRef90_Q8GVM3	0	0	CHR07V5|COORD:10979228..10977428|protein ribosomal RNA apurinic site specific lyase, putative, expressed	LOC_Os07g18560.1	no descriptionFBD	not assigned.unknown	35_2

CUST_13594_PI404877155	2	-0.004617691	0.1444807	-0.0876379	-0.08664036	0.060235977	0.004617691	Contig7348_at	OJ991113_30.8 [Oryza sativa (japonica cultivar-group)] ref|XP_472957.1| OJ991113_30.8 [Oryza sativa (japonica cultivar-group)]	CAD41325.2	DNA-directed RNA polymerase, putative	At3g22320.1	protein RNA polymerase Rpb5, N-terminal domain, putative	Os04g41040	gi|32479817|emb|CAE02057.1| OJ991113_30.9	RNA.transcription	27_2

CUST_85005_PI403524517	2	-0.15302753	0.8226795	0.027495384	-0.09318733	-0.027495384	0.15547657	35_24354	Rep: Resistance protein T10rga2-1A - Triticum aestivum (Wheat)	UniRef90_Q6WSR3	CHR3V7|COORD:2226250..2229030| RPM1 (RESISTANCE TO P. SYRINGAE PV MACULICOLA 1)	AT3G07040.1	CHR12V5|COORD:22836477..22833919|protein retrotransposon protein, putative, unclassified	LOC_Os12g37270.1	 no descriptionvery weakly similar to (57.0)AT3G07040| Symbols: RPS3, RPM1 | RPM1 (RESISTANCE TO P. SYRINGAE PV MACULICOLA 1) | chr3:2226250-2229030 REVERSE	stress.biotic	20_1

CUST_14449_PI403524517	2	0.036453247	0.07944679	-0.1228323	-0.03816986	-0.013501167	0.013501167	35_4152	"Cluster: Hypothetical protein OSJNBb0036F07.9; n=3; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0036F07.9 - Oryza sativa (japonica cu"	UniRef90_Q84MN4	0	0	CHR03V5|COORD:30504143..30499228|protein protein kinase domain containing protein, expressed	LOC_Os03g53250.1	no description	not assigned.unknown	35_2

CUST_4013_PI403524517	2	-0.58766747	0.40199947	0.45230675	0.03092289	-0.030923843	-0.29500103	35_1111	"Cluster: Hypothetical protein P0496C02.128; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0496C02.128 - Oryza sativa (japonica"	UniRef90_Q7EZY8	CHR2|COORD:17276365..17277620| dehydration-induced protein (ERD15), identical to dehydration-induced protein ERD15 GI:710626 from (Arabidopsis thaliana)	AT2G41430.2	CHR07V5|COORD:27889622..27887725|protein early response to dehydration 15-like protein, putative, expressed	LOC_Os07g46670.3	 no descriptionvery weakly similar to (71.6)AT2G41430| Symbols: LSR1, CID1, ERD15 | ERD15 (EARLY RESPONSIVE TO DEHYDRATION 15) | chr2:17276814-17277392 FORWARD	not assigned.unknown	35_2

CUST_21027_PI403524517	2	0.014839172	0.16723347	0.01183033	-0.025007248	-0.08619213	-0.01183033	35_6103	"Cluster: RNA recognition motif. (A.k.a. RRM, RBD, or RNP domain), putative; n=1; Medicago truncatula|Rep: RNA recognition motif. (A.k.a. RRM, RBD, or RNP domain"	UniRef90_Q1S0C5	CHR1V7|COORD:28532166..28534149| nucleic acid binding	AT1G76010.1	CHR01V5|COORD:3319576..3325058|protein loricrin, putative, expressed	LOC_Os01g07070.4	no description	not assigned.unknown	35_2

CUST_65269_PI403524517	2	-0.061222553	0.061222553	-0.4354906	0.26794004	-0.20737553	0.7782512	35_18635	"Cluster: Putative Hydroquinone glucosyltransferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Hydroquinone glucosyltransferase - Oryza sativa"	UniRef90_Q6ESV8	CHR4V7|COORD:461858..463300| UDP-glucoronosyl/UDP-glucosyl transferase family protein	AT4G01070.1	CHR02V5|COORD:8093844..8092151|protein hydroquinone glucosyltransferase, putative, expressed	LOC_Os02g14680.1	no descriptionmoderately similar to ( 226)AT4G01070| Symbols:  | UDP-glucoronosyl/UDP-glucosyl transferase family protein | chr4:461858-463300 REVERSEweakly similar to ( 141)CZOG_SORBIPutative cis-zeatin O-glucosyltransferase - Sorghum bicolor (Sorghum) (Sorghum vulgare)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned UDPGT PRK12323 PRK07003 Atrophin-1 PRK07764 APC_basic COG1819 Extensin_2 PRK05648 Tymo_45kd_70kd DUF1509 HPC2 DUF1421 Herpes_BLLF1 Drf_FH1 PRK12372 PRK08770 Syndecan BASP1 STOP PRK09169	misc.UDP glucosyl and glucoronyl transferases	26_2

CUST_131910_PI403524517	2	0.14318466	0.36537313	0.047862053	-0.04786253	-0.2644391	-0.13653994	35_37050	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_161115_PI403524517	2	0.12747431	-0.79512596	0.08622837	0.31990004	-0.35824823	-0.08622837	35_44953	"Cluster: 70 kDa peptidyl-prolyl isomerase; n=1; Triticum aestivum|Rep: 70 kDa peptidyl-prolyl isomerase - Triticum aestivum (Wheat)"	UniRef90_Q43207	CHR5V7|COORD:19707972..19710882| peptidyl-prolyl cis-trans isomerase, putative / FK506-binding protein, putative	AT5G48570.1	CHR08V5|COORD:26005624..26011565|protein peptidyl-prolyl isomerase, putative, expressed	LOC_Os08g41390.2	 no descriptionweakly similar to ( 106)AT5G48570| Symbols:  | peptidyl-prolyl cis-trans isomerase, putative / FK506-binding protein, putative | chr5:19707972-19710882 REVERSEweakly similar to ( 115)FKB70_WHEAT70 kDa peptidyl-prolyl isomerase - Triticum aestivum (Wheat)FKBP_C 	cell.cycle.peptidylprolyl isomerase	31_3_1

CUST_84571_PI403524517	2	-0.08038998	0.14099884	0.020534515	-0.020534515	0.13597107	-0.16493034	35_24233	"Cluster: Hypothetical protein OJ1126_B11.8; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1126_B11.8 - Oryza sativa (japonica"	UniRef90_Q65XH1	CHR1V7|COORD:25477881..25480995| Golgi transport complex protein-related	AT1G67930.1	CHR05V5|COORD:18242835..18238049|protein expressed protein	LOC_Os05g31490.1	no descriptionmoderately similar to ( 264)AT1G67930| Symbols:  | Golgi transport complex protein-related | chr1:25477881-25480995 REVERSEnot assigned	cell. vesicle transport	31_4

CUST_14036_PI399408534	2	-0.6555915	-0.5861378	0.68801546	0.39680243	0.35631323	-0.35631323	35_44514	Rep: Lipoxygenase 2 - Hordeum vulgare var. distichum (Two-rowed barley)	UniRef90_Q42847	CHR3V7|COORD:7927018..7931174| lipoxygenase, putative	AT3G22400.1	CHR03V5|COORD:30266016..30269529|protein lipoxygenase 2, putative, expressed	LOC_Os03g52860.1	 no descriptionweakly similar to ( 130)AT3G22400| Symbols: LOX5 | lipoxygenase, putative | chr3:7927018-7931174 FORWARDweakly similar to ( 165)LOX1_HORVULipoxygenase 1 - Hordeum vulgare (Barley)Lipoxygenase 	hormone metabolism.jasmonate.synthesis-degradation.lipoxygenase	17_7_1_2

CUST_59908_PI403524517	2	-0.019554138	0.52053833	0.0014352798	0.054413795	-0.03404045	-0.0014362335	35_17079	Rep: B0806H07.1 protein - Oryza sativa (Rice)	UniRef90_Q01J03	CHR5V7|COORD:22491503..22495045| glycerophosphoryl diester phosphodiesterase family protein	AT5G55480.1	CHR02V5|COORD:22681426..22686411|protein glycerophosphoryl diester phosphodiesterase family protein, putative, expressed	LOC_Os02g37590.1	no descriptionhighly similar to ( 695)AT5G55480| Symbols:  | glycerophosphoryl diester phosphodiesterase family protein | chr5:22491503-22495045 FORWARDnot assigned GDPD UgpQ glpQ	lipid metabolism.lipid degradation.lysophospholipases.glycerophosphodiester phosphodiesterase	11_9_3_3

CUST_59019_PI403524517	2	0.19667816	-0.70205307	-0.22184944	0.082654	0.031027794	-0.03102684	35_16835	"Cluster: Hypothetical protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QN85	CHR5V7|COORD:2577359..2578074| TOM5 (MITOCHONDRIAL IMPORT RECEPTOR SUBUNIT TOM5 HOMOLOG)	AT5G08040.1	CHR12V5|COORD:23703775..23705868|protein conserved hypothetical protein	LOC_Os12g38650.1	no descriptionvery weakly similar to (65.5)AT5G08040| Symbols: TOM5 | TOM5 (MITOCHONDRIAL IMPORT RECEPTOR SUBUNIT TOM5 HOMOLOG) | chr5:2577359-2578074 REVERSE	not assigned.unknown	35_2

CUST_22140_PI403524517	2	-0.00461483	0.06718826	0.07823849	-0.19867706	0.00461483	-0.16498089	35_6433	Rep: OSIGBa0130K07.5 protein - Oryza sativa (Rice)	UniRef90_Q01LK2	CHR1V7|COORD:21557286..21561721| EMB1674 (EMBRYO DEFECTIVE 1674)	AT1G58210.1	CHR04V5|COORD:16365794..16371967|protein expressed protein	LOC_Os04g28040.1	no descriptionvery weakly similar to (70.1)AT1G58210| Symbols: EMB1674 | EMB1674 (EMBRYO DEFECTIVE 1674) | chr1:21557286-21561721 FORWARDSANTA	protein.postranslational modification	29_4

CUST_116475_PI403524517	2	-0.09424162	-0.2743101	-0.05827856	0.11402702	0.05827856	0.07042074	35_33020	"Cluster: Zinc finger AN1 and C2H2 domain-containing stress-associated protein 16; n=2; Oryza sativa|Rep: Zinc finger AN1 and C2H2 domain-containing"	UniRef90_Q0D5B9	CHR2V7|COORD:17465098..17466492| zinc finger (C2H2 type, AN1-like) family protein	AT2G41835.1	CHR07V5|COORD:22929069..22931587|protein AN1-type zinc finger protein 2B, putative, expressed	LOC_Os07g38240.1	no descriptionvery weakly similar to (96.7)AT4G11690| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr4:7056248-7057948 FORWARDvery weakly similar to (55.1)RF1_ORYSA	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_92681_PI403524517	2	-0.0123233795	0.27881813	-0.055363655	-0.026725769	0.012324333	0.070064545	35_26499	"Cluster: Putative adaptor-related protein complex AP-3, beta 2 subunit; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative adaptor-related protein"	UniRef90_Q5JM89	"CHR3|COORD:20577226..20582227| adaptin family protein, similar to AP-3 complex beta3A subunit, Homo sapiens, SP:O00203; contains Pfam profile: PF01602 Adaptin N"	AT3G55480.2	CHR01V5|COORD:43297188..43303751|protein AP3-complex beta-3A adaptin subunit, putative, expressed	LOC_Os01g74180.2	no descriptionmoderately similar to ( 223)AT3G55480| Symbols:  | adaptin family protein | chr3:20577350-20581607 REVERSEnot assigned	cell.organisation	31_1

CUST_105044_PI403524517	2	0.13891888	-0.6820717	0.21278095	-0.14020729	0.46314144	-0.13891888	35_29925	"Cluster: Putative homeodomain protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative homeodomain protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q60EM7	CHR1V7|COORD:27724851..27727826| pentatricopeptide (PPR) repeat-containing protein	AT1G73710.1	CHR05V5|COORD:22270811..22275382|protein homeodomain protein JUBEL2, putative, expressed	LOC_Os05g38120.1	no description	not assigned.unknown	35_2

CUST_95298_PI403524517	2	-0.0029201508	-0.13975334	-0.039658546	0.07159138	0.4478445	0.0029201508	35_27235	"Cluster: Hypothetical protein NCU07438.1; n=1; Neurospora crassa|Rep: Hypothetical protein NCU07438.1 - Neurospora crassa"	UniRef90_Q7SF15	CHR4V7|COORD:10275928..10278502| leucine-rich repeat family protein / extensin family protein	AT4G18670.1	CHR07V5|COORD:24271675..24264784|protein formin-2, putative, expressed	LOC_Os07g40510.1	no descriptionnot assigned not assigned not assigned PRK12323	not assigned.unknown	35_2

CUST_42313_PI403524517	2	0.17086267	0.270586	0.20419836	-0.17086267	-0.55512285	-0.1982255	35_12161	"Cluster: Putative Avr9/Cf-9 rapidly elicited protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Avr9/Cf-9 rapidly elicited protein - Oryza sativ"	UniRef90_Q69SQ5	CHR2V7|COORD:2287511..2289267| protein kinase, putative	AT2G05940.1	CHR06V5|COORD:5198452..5195740|protein protein kinase APK1A, chloroplast precursor, putative, expressed	LOC_Os06g10160.1	 no descriptionvery weakly similar to (65.5)AT2G05940| Symbols:  | protein kinase, putative | chr2:2287511-2289267 REVERSEnot assigned not assigned 	protein.postranslational modification.kinase.receptor like cytoplasmatic kinase VII	29_4_1_57

CUST_13967_PI403524517	2	0.058182716	-0.16675758	-0.00963974	-0.060970306	0.009640694	0.028352737	35_4003	Rep: H0311C03.11 protein - Oryza sativa (Rice)	UniRef90_Q01I83	"CHR5V7|COORD:3495333..3500611| similar to Os04g0502200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001053234.1); similar to H0311C03.11 [Oryza sativa"	AT5G11040.1	CHR04V5|COORD:24848539..24856244|protein expressed protein	LOC_Os04g42370.1	"no descriptionhighly similar to ( 686)AT5G11040| Symbols:  | similar to Os04g0502200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001053234.1); similar to H0311C03.11 [Oryza sativa (indica cultivar-group)] (GB:CAH67557.1); similar to OSJNBa0029H02.30 [Oryza sativa (japonica cultivar-group)] (GB:CAE01639.1); contains domain TPR-like (SSF48452); contains domain FAMILY NOT NAMED (PTHR21512); contains domain gb def: Hypothetical protein T5K6_30 (PTHR21512:SF5) | chr5:3495333-3500611 FORWARDnot assigned"	not assigned.no ontology	35_1

CUST_105112_PI403524517	2	0.029356956	-0.039412975	-0.029356956	0.22754192	0.15336895	-0.22109222	35_29942	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_2080_PI404877155	2	0.14939117	-0.36246204	-0.0095796585	-8.1062317E-4	8.1062317E-4	0.061182022	Contig12326_at	OSJNBa0018M05.20 [Oryza sativa (japonica cultivar-group)] ref|XP_474333.1| OSJNBa0018M05.20 [Oryza sativa (japonica cultivar-group)]	CAE03245.2	oligosaccharyl transferase STT3 subunit, putative	At1g34130.1	protein Oligosaccharyl transferase STT3 subunit	Os04g57890	gi|32488069|emb|CAE03243.1| OSJNBa0018M05.18	stress.abiotic.drought/salt	20_2_3

CUST_137239_PI403524517	2	0.26613808	0.4433899	0.16569662	-0.43481493	-0.1723671	-0.1656971	35_38486	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_44227_PI403524517	2	0.2425375	-0.015940666	0.01594162	-0.0810833	-0.07977104	0.15188026	35_12689	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_180179_PI403524517	2	0.05035591	-0.037241936	-0.07295036	-0.0015029907	0.001502037	0.09836674	35_50109	0	0	CHR1V7|COORD:4608462..4610491| GAPC-2	AT1G13440.2	CHR08V5|COORD:1518951..1522883|protein glyceraldehyde-3-phosphate dehydrogenase, cytosolic, putative, expressed	LOC_Os08g03290.3	no description	not assigned.unknown	35_2

CUST_120211_PI403524517	2	0.12839794	0.5498009	-0.15911388	-0.1403656	0.040255547	-0.0402565	35_33990	"Cluster: Cysteine desulfurase 1, mitochondrial precursor; n=1; Arabidopsis thaliana|Rep: Cysteine desulfurase 1, mitochondrial precursor - Arabidopsis"	UniRef90_O49543	"CHR5V7|COORD:26313575..26314936| ATNIFS1/NIFS1 (ARABIOPSIS THALIANA NITROGEN FIXATION S HOMOLOG 1); cysteine desulfurase/ transaminase"	AT5G65720.1	CHR09V5|COORD:10327825..10332389|protein cysteine desulfurase, mitochondrial precursor, putative, expressed	LOC_Os09g16910.3	 no descriptionvery weakly similar to (52.0)AT5G65720| Symbols: ATNIFS1, NIFS1 | ATNIFS1/NIFS1 (ARABIOPSIS THALIANA NITROGEN FIXATION S HOMOLOG 1) | chr5:26313959-26314936 FORWARD	amino acid metabolism.synthesis.serine-glycine-cysteine group.cysteine	13_1_5_3

CUST_158867_PI403524517	2	0.0987587	0.73460007	-0.09095764	-0.14266777	-0.53423214	0.09095669	35_44348	Rep: Putative polyprotein - Zea mays (Maize)	UniRef90_Q8SA93		0	CHR07V5|COORD:10196114..10189134|protein retrotransposon protein, putative, unclassified	LOC_Os07g17270.1	no description	not assigned.unknown	35_2

CUST_176415_PI403524517	2	-0.50033474	0.97414494	0.39647198	-0.50205517	0.0074396133	-0.0074386597	35_49091	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_39492_PI403524517	2	0.37987995	0.38216448	0.04805708	-0.3022232	-0.04805708	-0.4005351	35_11357	"Cluster: Os07g0122900 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os07g0122900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D8W5	"CHR3V7|COORD:8960418..8963310| ATPERK1 (PROLINE EXTENSIN-LIKE RECEPTOR KINASE 1); ATP binding / protein kinase"	AT3G24550.1	CHR07V5|COORD:1178529..1181270|protein F-box domain containing protein, expressed	LOC_Os07g03100.3	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07764 Atrophin-1	not assigned.unknown	35_2

CUST_5068_PI403524517	2	-0.7209196	-0.68203163	0.8809681	0.17479801	0.30541706	-0.17479801	35_1394	"Cluster: Putative zinc-binding protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative zinc-binding protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69TZ2	CHR1V7|COORD:7337908..7339077| zinc-binding family protein	AT1G21000.1	CHR06V5|COORD:25157303..25163630|protein expressed protein	LOC_Os06g41930.4	no descriptionvery weakly similar to (90.1)AT1G21000| Symbols:  | zinc-binding family protein | chr1:7337908-7339077 FORWARDPLATZ	not assigned.no ontology	35_1

CUST_132258_PI403524517	2	-0.021371841	0.022276878	0.021372795	0.022276878	-0.18116379	-0.059858322	35_37144	"Cluster: 49 kDa subunit of NADH-plastoquinone oxidoreductase; n=1; Chara vulgaris|Rep: 49 kDa subunit of NADH-plastoquinone oxidoreductase - Chara vulgaris (Com"	UniRef90_Q1ACE3	CHRCV7|COORD:122011..123192| Encodes the 49KDa plastid NAD(P)H dehydrogenase subunit H protein.  Its transcription is regulated by an ndhF-specific plastid	ATCG01110.1	0	0	 no descriptionvery weakly similar to (51.2)ATCG01110| Symbols: NDHH | Encodes the 49KDa plastid NAD(P)H dehydrogenase subunit H protein.  Its transcription is regulated by an ndhF-specific plastid sigma factor, SIG4. | chrC:122011-123192 REVERSEvery weakly similar to (53.1)NDHH_WHEATNAD(P)H-quinone oxidoreductase chain H, chloroplast - Triticum aestivum (Wheat)ndhH PRK07415 	PS.lightreaction.cyclic electron flow-chlororespiration	1_1_40

CUST_58784_PI403524517	2	0.14794445	-0.9219036	-0.45252037	0.10508156	-0.105080605	0.11083126	35_16774	"Cluster: Putative adenine phosphoribosyltransferase form 2; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative adenine phosphoribosyltransferase form 2 -"	UniRef90_Q6K5Y7	"CHR5V7|COORD:3550775..3551987| APT5 (ADENINE PHOSPHORIBOSYLTRANSFERASE 5); adenine phosphoribosyltransferase"	AT5G11160.1	CHR02V5|COORD:24217436..24222897|protein adenine phosphoribosyltransferase 2, putative, expressed	LOC_Os02g40010.3	"no descriptionweakly similar to ( 181)AT5G11160| Symbols: APT5 | APT5 (ADENINE PHOSPHORIBOSYLTRANSFERASE 5); adenine phosphoribosyltransferase | chr5:3550775-3551987 FORWARDweakly similar to ( 186)APT1_WHEATAdenine phosphoribosyltransferase 1 - Triticum aestivum (Wheat)not assigned PRK02304 Apt Pribosyltran PRK12560 PRK09213"	nucleotide metabolism.salvage.phosphoribosyltransferases.aprt	23_3_1_1

CUST_24620_PI403524517	2	0.096624374	-0.20404911	-0.05147934	0.019851685	0.1487732	-0.019851685	35_7144	"Cluster: 3-oxoacyl-[acyl-carrier-protein] synthase, mitochondrial precursor; n=1; Arabidopsis thaliana|Rep: 3-oxoacyl-[acyl-carrier-protein] synthase, mitochond"	UniRef90_Q8L3X9	CHR2V7|COORD:1581518..1584632| 3-oxoacyl-(acyl-carrier-protein) synthase II, putative	AT2G04540.1	CHR02V5|COORD:5424926..5422121|protein 3-oxoacyl-synthase, mitochondrial precursor, putative, expressed	LOC_Os02g10320.1	 no descriptionmoderately similar to ( 498)AT2G04540| Symbols:  | 3-oxoacyl-(acyl-carrier-protein) synthase II, putative | chr2:1581518-1584632 REVERSEmoderately similar to ( 238)KASC1_HORVU3-oxoacyl-[acyl-carrier-protein] synthase I, chloroplast precursor - Hordeum vulgare (Barley)not assigned not assigned PRK07314 KAS_I_II PRK06333 FabB PRK08722 PRK08768 PRK08439 PRK07910 PRK07967 PRK09185 PRK09116 PKS PRK06501 elong_cond_enzymes PRK05952 decarbox_cond_enzymes COG3321 PRK07103 Ketoacyl-synt_C CLF cond_enzymes ketoacyl-synt PRK06147 PRK09051 PRK06519 	lipid metabolism.FA synthesis and FA elongation.ketoacyl ACP synthase	11_1_3

CUST_152305_PI403524517	2	-0.21995354	0.05183506	-0.27427197	0.04241085	-0.04241085	0.11319733	35_42571	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_28641_PI403524517	2	-0.005502701	0.17992258	-0.023154736	0.086312294	0.005502224	-0.0075559616	35_8275	"Cluster: Hypothetical protein OSJNBa0063H21.119; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0063H21.119 - Oryza sativa (japonic"	UniRef90_Q6YVN9	CHR2|COORD:4809865..4811457| expressed protein, contains InterPro domain Adenylate cyclase (InterPro:IPR008172)	AT2G11890.2	CHR08V5|COORD:12241924..12243023|protein adenylate cyclase, putative, expressed	LOC_Os08g20400.1	no descriptionvery weakly similar to (54.7)AT2G11890| Symbols:  | adenylate cyclase | chr2:4810081-4810713 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07764 Tymo_45kd_70kd PRK05648 PRK07003 GRASP55_65 Atrophin-1 DUF591 DUF1421 Totivirus_coat Extensin_2 PRK12372 IER CyaB COG3025 Gag_spuma Drf_FH1	not assigned.unknown	35_2

CUST_69265_PI403524517	2	-0.07242584	0.07242584	-0.44724178	0.33713436	-0.18372345	0.112072945	35_19818	"Cluster: Protein phosphatase 2C containing protein, expressed; n=5; Oryza sativa|Rep: Protein phosphatase 2C containing protein, expressed - Oryza sativa (japon"	UniRef90_Q10QL2	CHR4V7|COORD:16112838..16116246| protein phosphatase 2C-related / PP2C-related	AT4G33500.1	CHR03V5|COORD:4794581..4799534|protein expressed protein	LOC_Os03g09220.5	no descriptionmoderately similar to ( 243)AT4G33500| Symbols:  | protein phosphatase 2C-related / PP2C-related | chr4:16112838-16116246 REVERSEnot assigned not assigned PP2Cc PTC1 PP2Cc PP2C_SIG PP2C SpoIIE	not assigned.unknown	35_2

CUST_16263_PI403524517	2	-0.04949522	0.42441273	0.12609053	-0.4688325	-0.18452787	0.04949522	35_4687	"Cluster: Putative CTV.22; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative CTV.22 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7EZK6	"CHR1V7|COORD:5430441..5435916| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G10440.1); similar to Globin-like [Medicago truncatula]"	AT1G15780.1	CHR08V5|COORD:28172498..28162228|protein expressed protein	LOC_Os08g45080.1	"no descriptionweakly similar to ( 172)AT1G15780| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G10440.1); similar to Globin-like [Medicago truncatula] (GB:ABE79971.1); similar to Os08g0564800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001062533.1); similar to CTV.22 [Poncirus trifoliata] (GB:AAN62354.1); contains domain no description (G3D.1.10.246.20); contains domain Kix domain of CBP (creb binding protein) (SSF47040) | chr1:5430441-5435916 REVERSEnot assigned not assigned not assigned GAL11"	not assigned.unknown	35_2

CUST_10144_PI399408534	2	-0.116666794	-0.35183525	0.0062503815	-0.006251335	0.09639931	0.049562454	35_7119	"Cluster: Putative bZIP protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative bZIP protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6EUG3	CHR1V7|COORD:19968814..19970479| DNA binding	AT1G53490.1	CHR02V5|COORD:7470926..7466238|protein DNA binding protein, putative, expressed	LOC_Os02g13810.1	no descriptionweakly similar to ( 160)AT1G53490| Symbols:  | DNA binding | chr1:19968814-19970479 FORWARD	RNA.regulation of transcription.unclassified	27_3_99

CUST_5012_PI403524517	2	-0.55326366	-0.017133713	0.046722412	0.22038078	0.01713276	-0.24748611	35_1380	"Cluster: Vacuolar cation/proton exchanger 1a (Ca(2+)/H(+) exchanger 1a); n=2; Oryza sativa|Rep: Vacuolar cation/proton exchanger 1a (Ca(2+)/H(+)"	UniRef90_Q769E5	"CHR3V7|COORD:19250435..19253496| CAX3 (cation exchanger 3); cation:cation antiporter"	AT3G51860.1	CHR01V5|COORD:21403577..21398217|protein vacuolar cation/proton exchanger 1a, putative, expressed	LOC_Os01g37690.1	" no descriptionvery weakly similar to (61.2)AT3G51860| Symbols: ATHCX1, CAX1-LIKE, CAX3, ATCAX3 | CAX3 (cation exchanger 3); cation:cation antiporter | chr3:19250435-19253496 FORWARDvery weakly similar to (96.3)CAX1A_ORYSAnot assigned "	transport.calcium	34_21

CUST_161623_PI403524517	2	-0.10139084	-0.022914886	0.022914886	0.046615124	0.1877737	-0.30456543	35_45087	"Cluster: Putative alanine aminotransferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative alanine aminotransferase - Oryza sativa (japonica"	UniRef90_Q69PH8		0	CHR09V5|COORD:15929509..15935556|protein alanine aminotransferase 2, putative, expressed	LOC_Os09g26380.1	no description	not assigned.unknown	35_2

CUST_114006_PI403524517	2	-0.04403925	-0.042890072	-0.051800728	0.113399506	0.1434393	0.042889595	35_32355	"Cluster: Hypothetical protein; n=1; Kineococcus radiotolerans SRS30216|Rep: Hypothetical protein - Kineococcus radiotolerans SRS30216"	UniRef90_Q40YY0	"CHR1V7|COORD:761321..766053| FZL (FZO-LIKE); GTP binding / GTPase/ thiamin-phosphate diphosphorylase"	AT1G03160.1	CHR05V5|COORD:18808838..18817716|protein dynamin family protein, expressed	LOC_Os05g32390.1	no descriptionnot assigned PRK12323 PRK07003 TT_ORF1	not assigned.unknown	35_2

CUST_82256_PI403524517	2	0.17523956	0.71883297	0.03575754	-0.2590866	-0.03575754	-0.37239313	35_23591	"Cluster: Os05g0515700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0515700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DGR8	"CHR1V7|COORD:10029699..10031465| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G42400.1); similar to putative vascular plant one zinc finger"	AT1G28520.1	CHR05V5|COORD:25492433..25496554|protein expressed protein	LOC_Os05g43950.1	" no descriptionweakly similar to ( 103)AT1G28520| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G42400.1); similar to putative vascular plant one zinc finger protein [Oryza sativa (japonica cultivar-group)] (GB:BAD87186.1); contains InterPro domain Colicin E3, catalytic; (InterPro:IPR009105) | chr1:10029699-10031465 FORWARDnot assigned not assigned "	not assigned.unknown	35_2

CUST_179086_PI403524517	2	0.08159256	0.2291584	-0.08159256	-0.1868639	-0.19854832	0.14801884	35_49809	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_73171_PI403524517	2	0.50593567	0.8986168	-0.01817131	-0.17321205	0.01817131	-0.10472298	35_20981	Rep: Gibberellin receptor GID1 - Oryza sativa (Rice)	UniRef90_Q6L545	CHR5V7|COORD:9629257..9630749| ATGID1C/GID1C (GA INSENSITIVE DWARF1C)	AT5G27320.1	CHR05V5|COORD:19785268..19788132|protein gibberellin receptor GID1L2, putative, expressed	LOC_Os05g33730.1	 no descriptionweakly similar to ( 117)AT5G27320| Symbols: ATGID1C, GID1C | ATGID1C/GID1C (GA INSENSITIVE DWARF1C) | chr5:9629257-9630749 FORWARDweakly similar to ( 154)GID1_ORYSAnot assigned 	not assigned.no ontology	35_1

CUST_20162_PI403524517	2	0.098231316	-0.08935642	-0.3583784	0.19055271	0.08935642	-0.32461643	35_5844	"Cluster: Putative leaf protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative leaf protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8W0A6	CHR5V7|COORD:8947429..8949427| pentatricopeptide (PPR) repeat-containing protein	AT5G25630.1	CHR01V5|COORD:7088834..7092149|protein leaf protein, putative, expressed	LOC_Os01g12810.4	no descriptionweakly similar to ( 167)AT5G25630| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr5:8947429-8949427 FORWARDvery weakly similar to (75.9)RF1_ORYSA	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_43159_PI403524517	2	0.2591052	-0.675724	0.05665922	-0.3493147	-0.056658745	1.331469	35_12394	"Cluster: Hypothetical protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QYU4	"CHR1V7|COORD:2167137..2168396| similar to hypothetical protein LOC_Os12g01540 [Oryza sativa (japonica cultivar-group)] (GB:ABA95616.1); similar to"	AT1G07060.1	CHR12V5|COORD:323731..327238|protein conserved hypothetical protein	LOC_Os12g01540.1	"no descriptionweakly similar to ( 109)AT1G07060| Symbols:  | similar to hypothetical protein LOC_Os12g01540 [Oryza sativa (japonica cultivar-group)] (GB:ABA95616.1); similar to Os12g0106100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001065937.1) | chr1:2167137-2168396 REVERSE"	not assigned.unknown	35_2

CUST_61949_PI403524517	2	0.052604675	0.32004452	-0.045630455	-0.47772503	-0.08668232	0.04563141	35_17673	"Cluster: U1 snRNP-interacting 70 kDa protein; n=1; Triticum aestivum|Rep: U1 snRNP-interacting 70 kDa protein - Triticum aestivum (Wheat)"	UniRef90_Q2QKB6	"CHR3V7|COORD:18837457..18840473| U1-70K (SPLICEOSOMAL PROTEIN U1A); RNA binding"	AT3G50670.1	CHR10V5|COORD:997065..991733|protein U1 snRNP 70K protein, putative, expressed	LOC_Os10g02630.1	" no descriptionmoderately similar to ( 359)AT3G50670| Symbols: U1SNRNP, U1-70K | U1-70K (SPLICEOSOMAL PROTEIN U1A); RNA binding | chr3:18839213-18840473 REVERSEvery weakly similar to (52.0)GRPA_MAIZEGlycine-rich RNA-binding, abscisic acid-inducible protein - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF1777 PRK12678 COG0724 RRM_1 RRM Transformer Caldesmon rne "	RNA.RNA binding	27_4

CUST_46265_PI403524517	2	-0.0670023	-0.28757477	0.37836552	0.3412571	0.06700277	-0.27283382	35_13252	"Cluster: Hypothetical protein P0029D06.25; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0029D06.25 - Oryza sativa (japonica cultivar-g"	UniRef90_Q9LHY9	0	0	CHR06V5|COORD:695035..697257|protein B3 DNA binding domain containing protein, expressed	LOC_Os06g02230.1	no descriptionB3	not assigned.unknown	35_2

CUST_13093_PI403524517	2	0.14383888	-0.30177307	-0.07940388	-0.030529022	0.030529976	0.07094765	35_3750	"Cluster: Os03g0296300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os03g0296300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DSP6	"CHR3V7|COORD:3116230..3117383| MEE67 (maternal effect embryo arrest 67); protein translocase"	AT3G10110.1	CHR03V5|COORD:10351635..10347920|protein mitochondrial import inner membrane translocase subunit tim22, putative, expressed	LOC_Os03g18500.2	"no descriptionweakly similar to ( 182)AT3G10110| Symbols: MEE67 | MEE67 (maternal effect embryo arrest 67); protein translocase | chr3:3116230-3117383 FORWARDnot assigned not assigned not assigned Tim17 TIM22"	protein.targeting.mitochondria	29_3_2

CUST_34302_PI399408534	2	0.3035612	0.06101036	-0.16324615	-0.17276573	-0.005297661	0.005296707	35_23774	Rep: Auxin efflux carrier component 1 - Oryza sativa (Rice)	UniRef90_Q5SMQ9	"CHR1V7|COORD:27663433..27666537| PIN1 (PIN-FORMED 1); transporter"	AT1G73590.1	CHR02V5|COORD:31156193..31153034|protein auxin efflux carrier component 1, putative, expressed	LOC_Os02g50960.2	no descriptionmoderately similar to ( 317)AT1G23080| Symbols: PIN7 | PIN7 (PIN-FORMED 7) | chr1:8180757-8183395 REVERSEhighly similar to ( 579)PIN1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Mem_trans COG0679 PRK07003 APC_basic PRK12323 PRK12678 PRK07764 AF-4 Herpes_BLLF1 DUF1509 Atrophin-1 MAP65_ASE1 Tymo_45kd_70kd DUF390	hormone metabolism.auxin.signal transduction	17_2_2

CUST_98294_PI403524517	2	0.32488823	0.08085394	-0.08085394	-0.3264413	-1.0731711	0.5078511	35_28064	Rep: RGH2B - Hordeum vulgare (Barley)	UniRef90_Q8L4X2	CHR3V7|COORD:18947108..18949666| disease resistance protein (CC-NBS-LRR class), putative	AT3G50950.2	CHR05V5|COORD:23502194..23497769|protein RGH2A, putative, expressed	LOC_Os05g40150.1	 no descriptionweakly similar to ( 141)AT3G50950| Symbols:  | disease resistance protein (CC-NBS-LRR class), putative | chr3:18947108-18949666 FORWARDnot assigned NB-ARC 	stress.biotic	20_1

CUST_35942_PI403524517	2	0.058309555	0.17151451	0.04300213	-0.043001175	-0.05025673	-0.08633804	35_10364	"Cluster: Os03g0116900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os03g0116900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DVR0	"CHR2|COORD:18841223..18843448| similar to armadillo/beta-catenin repeat family protein [Arabidopsis thaliana] (TAIR:At1g01830.1); similar to"	AT2G45720.2	CHR03V5|COORD:934112..936096|protein armadillo/beta-catenin-like repeat family protein, expressed	LOC_Os03g02580.1	no descriptionmoderately similar to ( 229)AT2G45720| Symbols:  | binding | chr2:18841542-18843203 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07003 PRK12323 PRK07764 ARM PRK12678 TT_ORF1 FAP DUF1431	not assigned.no ontology.armadillo/beta-catenin repeat family protein	35_1_3

CUST_30461_PI403524517	2	-1.2878337	-0.2909007	0.431242	0.31527185	0.29090023	-0.61881876	35_8794	Rep: Fatty acyl coA reductase - Triticum aestivum (Wheat)	UniRef90_Q8L4V2	CHR5V7|COORD:7470544..7473919| acyl CoA reductase, putative / male-sterility protein, putative	AT5G22500.1	CHR09V5|COORD:22660210..22664877|protein male sterility protein 2, putative, expressed	LOC_Os09g39410.2	 no descriptionweakly similar to ( 108)AT4G33790| Symbols:  | acyl CoA reductase, putative | chr4:16204327-16206665 REVERSEnot assigned Sterile 	lipid metabolism.lipid degradation.beta-oxidation.acyl CoA reductase	11_9_4_13

CUST_41386_PI403524517	2	-0.083465576	-0.035867214	0.036382675	0.035866737	-0.28515244	0.36117077	35_11895	"Cluster: Putative Potential phospholipid-transporting ATPase 8; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative Potential phospholipid-transporting AT"	UniRef90_Q67VX1	CHR1V7|COORD:25797161..25801638| haloacid dehalogenase-like hydrolase family protein	AT1G68710.1	CHR06V5|COORD:16798778..16792636|protein phospholipid-transporting ATPase 12, putative, expressed	LOC_Os06g29380.1	no descriptionmoderately similar to ( 267)AT1G68710| Symbols:  | haloacid dehalogenase-like hydrolase family protein | chr1:25797161-25801638 REVERSEvery weakly similar to (63.5)ACA5_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned MgtA PRK10517	not assigned.no ontology	35_1

CUST_7948_PI403524517	2	0.13275766	-0.20642042	0.029774189	-0.008275509	0.008275509	-0.03702545	35_2213	"Cluster: Putative plastidic cysteine synthase 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative plastidic cysteine synthase 1 - Oryza sativa (japonic"	UniRef90_Q5JNB0	"CHR2V7|COORD:18136681..18139399| OASB (CYSTEINE SYNTHASE 1); cysteine synthase"	AT2G43750.1	CHR01V5|COORD:43565354..43558783|protein cysteine synthase, mitochondrial precursor, putative, expressed	LOC_Os01g74650.3	" no descriptionhighly similar to ( 502)AT2G43750| Symbols: ACS1, CPACS1, ATCS-B, OASB | OASB (CYSTEINE SYNTHASE 1); cysteine synthase | chr2:18136681-18139399 REVERSEhighly similar to ( 518)CYSKP_SOLTUCysteine synthase, chloroplast/chromoplast precursor - Solanum tuberosum (Potato)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned CysK PRK10717 cysM PALP IlvA PRK12483 PRK09224 ThrC PRK08638 PRK08198 PRK08639 PRK08526 PRK06382 PRK08246 PRK07334 PRK05638 PRK06815 PRK07476 PRK07764 PRK06381 PRK06608 PRK06260 DUF1421 PRK07702 PRK06177 PRK06450 PRK12323 PRK08813 PRK06352 PRK07409 PRK06721 "	amino acid metabolism.synthesis.serine-glycine-cysteine group.cysteine.OASTL	13_1_5_3_1

CUST_94097_PI403524517	2	-0.05988598	-0.41284752	-0.25013542	0.0598855	0.17685986	0.17306423	35_26903	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2R4S7	0	0	CHR11V5|COORD:15299664..15303665|protein Leucine Rich Repeat family protein	LOC_Os11g27450.1	no description	not assigned.unknown	35_2

CUST_139416_PI403524517	2	0.28567648	0.31411743	0.026884079	-0.026884079	-0.3149948	-0.11336422	35_39100	Rep: H0714H04.5 protein - Oryza sativa (Rice)	UniRef90_Q01JU7	"CHR2V7|COORD:14610346..14619466| ATMRP2 (MULTIDRUG RESISTANCE-ASSOCIATED PROTEIN 2); ATPase, coupled to transmembrane movement of substances"	AT2G34660.1	CHR04V5|COORD:31295251..31283883|protein multidrug resistance-associated protein 2, putative, expressed	LOC_Os04g52900.2	" no descriptionmoderately similar to ( 327)AT2G34660| Symbols: MRP2, EST4, ATMRP2 | ATMRP2 (MULTIDRUG RESISTANCE-ASSOCIATED PROTEIN 2); ATPase, coupled to transmembrane movement of substances | chr2:14610346-14619466 FORWARDvery weakly similar to (93.2)MDR_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned ABCC_MRP_domain1 ABCC_SUR1_N ABCC_CFTR1 SunT MdlB CydD CydC ABCC_Glucan_exporter_like ABCC_bacteriocin_exporters ABCC_MsbA ABCC_MRP_Like ABCC_ATM1_transporter ZnuC ArpD ABC_MTABC3_MDL1_MDL2 ABC_Metallic_Cations ABCC_MRP_domain2 ABCC_Hemolysin PRK10789 FepC ABC_cobalt_CbiO_domain1 ABC_tran ATM1 PRK11176 PRK11174 ABC_NrtD_SsuB_transporters PRK11160 ABC_Carb_Solutes_like MalK TauB CcmA CbiO CysA PotA LivF ABC_TM1139_LivF_branched ABC_Org_Solvent_Resistant PRK10790 ABCC_TAP ABCC_Protease_Secretion ABC_CysA_sulfate_importer ABC_MalK_N ABC_MJ0796_Lo1CDE_FtsE ABC_Iron-Siderophores_B12_Hemin SalX ABC_PstB_phosphate_transporter Ttg2A ABC_Class3 COG4619 COG1123 ABCG_White ABC_ATPase ABC_cobalt_CbiO_domain2 ABC_DR_subfamily_A ABC_ModC_molybdenum_transporter Uup OpuBA ABC_NikE_OppD_transporters COG3638 ABC_HisP_GlnQ_permeases ABC_PhnC_transporter ABC_MetN_methionine_transporter PRK10851 ABC_OpuCA_Osmoprotection ModC GlnQ ABCC_cytochrome_bd ModF MglA modC TauB ABC_subfamily_A ABC_ModC_like btuD ABC_PotA_N fbpC tauB potA AbcC ABC_FtsE_transporter PstB DppF COG4559 ABC_Mj1267_LivG_branched ABCC_NFT1 ABC_KpsT_Wzt YhbG ABC_YhbG ABC_Pro_Gly_Bertaine COG4178 COG3845 COG1245 FtsE CeuD ThiQ ProV TagH LivG NatA ABCG_EPDR metN ABC_drug_resistance_like potG PhnK CcmA ABC_BcrA_bacitracin_resist glnQ ArtP PRK11264 PvdE PRK11831 artP ssuB ABC_Carb_Monos_I PRK10522 PRK11000 ugpC ABCC_CFTR2 COG4136 COG4181 ABCF_EF-3 ABC_putative_ATPase ABC_ThiQ_thiamine_transporter PRK10247 ABC_DrrA AppF ABC_CcmA_heme_exporter thiQ livF ABCC_SUR2 ABCD_peroxisomal_ALDP DppD PRK10535 ABC_Carb_Monos_II PRK10744 ABC_RNaseL_inhibitor_domain2 PRK10575 PRK09984 araG PRK10619 PRK10895 PRK10419 fecE lolD COG4172 ABC_NatA_sodium_exporter znuC HisP COG4674 PRK10938 PhnK ABC_NatA_like ABC_PDR_domain1 PRK11819 COG4152 "	transport.ABC transporters and multidrug resistance systems	34_16

CUST_8225_PI399408534	2	-0.028902054	-0.15324974	0.007229805	0.07378006	0.05119896	-0.0072307587	35_34978	Rep: Hypothetical protein - Medicago truncatula (Barrel medic)	UniRef90_Q1T5X1	CHR4V7|COORD:16771406..16773274| vestitone reductase-related	AT4G35250.1	CHR08V5|COORD:27567438..27562341|protein expressed protein	LOC_Os08g44000.1	no descriptionweakly similar to ( 161)AT4G35250| Symbols:  | vestitone reductase-related | chr4:16771406-16773274 REVERSEvery weakly similar to (72.8)KNAP3_MALDOHomeobox protein knotted-1-like 3 - Malus domestica (Apple) (Malus sylvestris)not assigned	RNA.regulation of transcription.HB,Homeobox transcription factor family	27_3_22

CUST_52801_PI403524517	2	-0.05121708	-0.45309925	-0.02637291	0.09955025	0.07470322	0.026371956	35_15040	"Cluster: Phosphoglucomutase, cytoplasmic; n=2; Pooideae|Rep: Phosphoglucomutase, cytoplasmic - Bromus inermis (Smooth brome grass)"	UniRef90_Q9SNX2	CHR1V7|COORD:26672682..26676388| phosphoglucomutase, cytoplasmic, putative / glucose phosphomutase, putative	AT1G70730.1	CHR03V5|COORD:28762744..28769335|protein phosphoglucomutase, cytoplasmic 2, putative, expressed	LOC_Os03g50480.1	 no descriptionhighly similar to ( 984)AT1G70730| Symbols:  | phosphoglucomutase, cytoplasmic, putative / glucose phosphomutase, putative | chr1:26672682-26676388 REVERSEnearly identical (1062)PGMC2_MAIZEPhosphoglucomutase, cytoplasmic 2 - Zea mays (Maize)not assigned not assigned Pgm PRK07564 {ManB} PGM_PMM_I PGM_PMM_II PGM_PMM_III 	glycolysis.PGM	4_2

CUST_119706_PI403524517	2	0.094368935	0.4198389	-0.4283657	0.052947998	-0.22536278	-0.05294895	35_33862	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_107867_PI403524517	2	-0.11851025	0.3156767	0.0972662	0.17650461	-0.0972662	-0.1478014	35_30693	Rep: Cold acclimation induced protein 2-1 - Triticum aestivum (Wheat)	UniRef90_Q4KXE0	CHR3V7|COORD:7186760..7187459| plastocyanin-like domain-containing protein	AT3G20570.1	CHR02V5|COORD:3353562..3354820|protein early nodulin 20 precursor, putative, expressed	LOC_Os02g06670.1	no descriptionvery weakly similar to (50.4)AT3G20570| Symbols:  | plastocyanin-like domain-containing protein | chr3:7186760-7187459 REVERSECu_bind_like	misc.plastocyanin-like	26_19

CUST_1419_PI404877155	2	-0.11179638	-0.4703188	-0.015859604	0.015859604	0.11826038	0.17189884	Contig11535_at	putative RNA binding protein [Oryza sativa]	AAL31692.1	KH domain-containing protein	At3g04610.1	protein putative RNA binding protein	Os03g42900	"FLK;FLOWERING LOCUS KH DOMAIN;KH domain-containing protein, similar putative nucleic acid binding protein GB:CAB39665 (Arabidopsis thaliana); Pfam HMM hit: KH domain family of RNA binding proteins"	RNA.RNA binding	27_4

CUST_80937_PI403524517	2	0.1287489	-0.19866562	0.03199768	-0.031998634	-0.05975151	0.082095146	35_23213	"Cluster: Kinesin heavy chain, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Kinesin heavy chain, putative, expressed - Oryza sativa (jap"	UniRef90_Q7XCW8	CHR4V7|COORD:18193456..18200142| kinesin-related protein (MKRP2)	AT4G39050.1	CHR10V5|COORD:19438390..19427099|protein ATP binding protein, putative, expressed	LOC_Os10g36880.1	no descriptionweakly similar to ( 181)AT4G39050| Symbols:  | kinesin-related protein (MKRP2) | chr4:18193456-18200142 FORWARDnot assigned not assigned not assigned not assigned	cell.organisation	31_1

CUST_15640_PI404877155	2	-0.056732178	0.58412933	0.02499199	-0.096990585	0.0021743774	-0.002175331	Contig9473_at	phosphoglycerate mutase-like protein [Oryza sativa (japonica cultivar-group)] dbj|BAD09201.1| phosphoglycerate mutase-like protein [Oryza sa	XP_482937.1	phosphoglycerate/bisphosp hoglycerate mutase family protein	At3g50520.1	protein phosphoglycerate mutase family, putative	Os08g37140	"phosphoglycerate/bisphosphoglycerate mutase family protein, similar to SP:P00950 Phosphoglycerate mutase 1 (EC 5.4.2.1) {Saccharomyces cerevisiae}; contains Pfam profile PF00300: phosphoglycerate mutase family"	glycolysis.phosphoglycerate mutase	4_11

CUST_120937_PI403524517	2	-0.035357475	0.045797348	-0.031647682	0.031647682	-0.07439518	0.123600006	35_34172	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_164815_PI403524517	2	0.22097015	-0.030043602	0.030044079	0.030593872	-0.058872223	-0.2613821	35_45934	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_11426_PI403524517	2	0.10756588	-0.0069236755	0.063043594	-0.02010727	0.0069236755	-0.0069236755	35_3243	Rep: OSIGBa0145C02.3 protein - Oryza sativa (Rice)	UniRef90_Q01LX7	CHR2V7|COORD:8200098..8201213| hydroxyproline-rich glycoprotein family protein	AT2G18910.1	CHR02V5|COORD:15480056..15476478|protein actin associated protein, putative, expressed	LOC_Os02g26370.1	no descriptionvery weakly similar to (92.8)AT2G18910| Symbols:  | hydroxyproline-rich glycoprotein family protein | chr2:8200098-8201213 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Extensin_2 DUF605 PRK12323 TT_ORF1	not assigned.no ontology.hydroxyproline rich proteins	35_1_41

CUST_25125_PI403524517	2	-0.17890263	-0.03179264	0.16135883	0.059568405	-0.05185318	0.03179264	35_7289	"Cluster: Glucosamine-fructose-6-phosphate aminotransferase, isomerizing family protein, expressed; n=4; Oryza sativa (japonica cultivar-group)|Rep:"	UniRef90_Q2RAY0	CHR3V7|COORD:8697845..8700978| transaminase	AT3G24090.1	CHR12V5|COORD:1504655..1499415|protein glucosamine--fructose-6-phosphate aminotransferase, putative, expressed	LOC_Os12g03720.2	no descriptionmoderately similar to ( 424)AT3G24090| Symbols:  | transaminase | chr3:8697845-8700978 REVERSEnot assigned GlmS PRK00331 AgaS SIS	not assigned.no ontology	35_1

CUST_14004_PI403524517	2	0.48240566	0.52537966	0.0034661293	-0.105593204	-0.40671635	-0.0034656525	35_4013	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_173217_PI403524517	2	-0.13886595	0.27616072	-0.072154045	0.25152636	-0.010764599	0.010764122	35_48234	"Cluster: Hypothetical protein P0678F11.22-2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0678F11.22-2 - Oryza sativa (japonica"	UniRef90_Q5JLM3	CHR3V7|COORD:2291349..2292229| zinc finger (C3HC4-type RING finger) family protein	AT3G07200.1	CHR01V5|COORD:40442758..40447963|protein ubiquitin-protein ligase/ zinc ion binding protein, putative, expressed	LOC_Os01g69040.1	no description	not assigned.unknown	35_2

CUST_101667_PI403524517	2	0.0680356	0.070261955	0.23541212	-0.0680356	-0.07439232	-0.16385698	35_29011	"Cluster: Putative peroxisomal N1-acetyl-spermine/spermidine oxidase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative peroxisomal N1-acetyl-spermine/sp"	UniRef90_Q6YYZ1	CHR3V7|COORD:4479200..4481516| amine oxidase family protein / SWIRM domain-containing protein	AT3G13682.1	CHR08V5|COORD:2382936..2379062|protein flowering locus D, putative, expressed	LOC_Os08g04780.1	no descriptionmoderately similar to ( 281)AT3G13682| Symbols:  | amine oxidase family protein / SWIRM domain-containing protein | chr3:4479200-4481516 REVERSEnot assigned not assigned Amino_oxidase COG1231	misc.oxidases - copper, flavone etc.	26_7

CUST_76498_PI403524517	2	-0.069462776	0.15178013	0.22366714	-0.10248089	-0.034671783	0.034672737	35_21932	"Cluster: Retrotransposon protein, putative, unclassified, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Retrotransposon protein, putative,"	UniRef90_Q10NF9	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	CHR03V5|COORD:9014390..9007824|protein serine/arginine repetitive matrix protein 1, putative, expressed	LOC_Os03g16369.2	no descriptionnot assigned not assigned not assigned	not assigned.unknown	35_2

CUST_59513_PI403524517	2	0.13368607	0.4866171	-0.061008453	-0.022881508	0.0126543045	-0.012655258	35_16970	"Cluster: Membrane protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Membrane protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69K99	CHR4V7|COORD:17810177..17811343| protein binding / zinc ion binding	AT4G37880.1	CHR06V5|COORD:23101040..23097860|protein protein UNQ2508/PRO5996, putative, expressed	LOC_Os06g38940.2	no descriptionmoderately similar to ( 403)AT4G37880| Symbols:  | protein binding / zinc ion binding | chr4:17810177-17811343 FORWARDnot assigned not assigned not assigned COG5109 CTLH	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_67298_PI403524517	2	0.07094288	-0.47498703	-1.1283741	0.51519775	-0.07094383	0.07798672	35_19217	Rep: At2g29210/F16P2.41 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q8L7W3	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	CHR12V5|COORD:24838217..24838786|protein expressed protein	LOC_Os12g40180.1	no description	not assigned.unknown	35_2

CUST_13263_PI404877155	2	-0.51929283	-0.3772998	0.2843747	0.48382998	-0.11418295	0.11418295	Contig6958_at	putative serine/threonine kinase receptor precursor [Oryza sativa (japonica cultivar-group)]	BAC83192.1	receptor-like protein kinase 4, putative (RLK4)	At4g23180.1	protein Protein kinase domain, putative	Os07g35260	protein kinase family protein, contains Pfam domain PF00069: Protein kinase domain	signalling.receptor kinases.misc	30_2_99

CUST_38413_PI403524517	2	0.31343365	-0.007121563	0.1949501	-0.0864315	-0.11652517	0.00712204	35_11055	Rep: KRP120-2 - Daucus carota (Carrot)	UniRef90_Q94G20	CHR3V7|COORD:8063070..8064482| leucine-rich repeat family protein / extensin family protein	AT3G22800.1	CHR05V5|COORD:918451..925034|protein kinesin-related protein, putative, expressed	LOC_Os05g02670.3	no descriptionvery weakly similar to (92.8)AT3G45850| Symbols:  | kinesin motor protein-related | chr3:16866799-16871935 REVERSEvery weakly similar to (87.0)K125_TOBAC125 kDa kinesin-related protein - Nicotiana tabacum (Common tobacco)not assigned not assigned not assigned not assigned KISc_BimC_Eg5 KISc PRK12323 KISc_KIF3 Drf_FH1	cell.organisation	31_1

CUST_19572_PI403524517	2	0.09810734	-0.123565674	-0.008703232	0.008703232	-0.012120247	0.10543823	35_5669	"Cluster: Hypothetical protein OJ1666_A04.14; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1666_A04.14 - Oryza sativa (japonica cultiv"	UniRef90_Q6ZJC9	"CHR3V7|COORD:10832470..10834257| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G28790.1); similar to PREDICTED: hypothetical protein [Rattus norve"	AT3G28830.1	CHR08V5|COORD:23428997..23433558|protein PWWP domain containing protein, expressed	LOC_Os08g37280.2	no description	not assigned.unknown	35_2

CUST_12186_PI404877155	2	-0.07878113	0.25498104	0.06558895	-0.16749191	-0.037614822	0.037614822	Contig5911_s_at	ES43 protein - barley emb|CAA54682.1| ES43 [Hordeum vulgare]	S44281	PHD finger family protein / bromo-adjacent homology (BAH) domain-containing protein	At4g39100.1	protein BAH domain, putative	Os07g08880	ES43 protein	RNA.regulation of transcription.PHD finger transcription factor	27_3_63

CUST_33643_PI399408534	2	-0.04573965	0.09076309	0.21432686	-0.014914036	0.014914036	-0.059628487	35_10090	"Cluster: Similar to axi 1 protein from Nicotiana tabacum; n=1; Arabidopsis thaliana|Rep: Similar to axi 1 protein from Nicotiana tabacum - Arabidopsis thaliana"	UniRef90_Q9ZVF7	"CHR2V7|COORD:216979..220340| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G14970.1); similar to Hypothetical plant protein [Medicago truncatula]"	AT2G01480.1	CHR05V5|COORD:22497152..22503258|protein growth regulator protein, putative	LOC_Os05g38490.1	" no descriptionmoderately similar to ( 492)AT2G01480| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G14970.1); similar to Hypothetical plant protein [Medicago truncatula] (GB:ABE89193.1); contains InterPro domain Protein of unknown function DUF246, plant; (InterPro:IPR004348) | chr2:216979-220340 FORWARDDUF246 "	hormone metabolism.auxin.induced-regulated-responsive-activated	17_2_3

CUST_59198_PI403524517	2	0.009303093	0.14134121	-0.074064255	-0.082211494	-0.009302139	0.20619678	35_16883	"Cluster: Expressed protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2R820	"CHR2|COORD:18245436..18248392| expressed protein, similar to expressed protein [Arabidopsis thaliana] (TAIR:At3g59910.1); similar to expressed protein [Oryza"	AT2G44090.2	CHR11V5|COORD:7927071..7931245|protein expressed protein	LOC_Os11g14180.1	"no descriptionhighly similar to ( 687)AT2G44090| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G59910.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:AAX96769.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABA92347.2); similar to hypothetical protein [Nicotiana tabacum] (GB:CAI84657.1); contains InterPro domain Ankyrin; (InterPro:IPR002110) | chr2:18245758-18247904 REVERSEANK"	not assigned.unknown	35_2

CUST_136589_PI403524517	2	0.014592648	0.24535275	0.29924536	-0.014592648	-0.45973253	-0.14401245	35_38307	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_85898_PI403524517	2	0.051600456	-0.21827412	-0.23465633	-0.051600456	0.37108517	0.2950716	35_24600	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_121645_PI403524517	2	0.1731987	-0.3942213	-0.162817	0.1352005	0.03765583	-0.03765583	35_34352	"Cluster: CrcB-like protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: CrcB-like protein, expressed - Oryza sativa (japonica cultivar-group)"	UniRef90_Q108X7	CHR2V7|COORD:17405161..17406988| camphor resistance CrcB family protein	AT2G41705.1	CHR10V5|COORD:22143029..22139022|protein crcB-like protein, expressed	LOC_Os10g41749.4	no description	not assigned.unknown	35_2

CUST_137318_PI403524517	2	0.008749962	0.03768158	0.0065956116	-0.012869835	-0.0065956116	-0.037403107	35_38509	"Cluster: C2 domain-containing protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: C2 domain-containing protein-like - Oryza sativa (japonica cultivar"	UniRef90_Q69MT7	CHR3V7|COORD:22045403..22049461| C2 domain-containing protein / GRAM domain-containing protein	AT3G59660.1	CHR09V5|COORD:20153779..20146379|protein GRAM domain containing protein, expressed	LOC_Os09g34130.1	no descriptionmoderately similar to ( 234)AT3G59660| Symbols:  | C2 domain-containing protein / GRAM domain-containing protein | chr3:22045403-22049461 REVERSEnot assigned	not assigned.no ontology.C2 domain-containing protein	35_1_19

CUST_34546_PI403524517	2	0.15063095	0.24183178	0.03020811	-0.04635811	-0.030207634	-0.22293806	35_9962	"Cluster: Hypothetical protein P0501G01.28; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0501G01.28 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5ZE62	0	0	CHR01V5|COORD:25235507..25236542|protein expressed protein	LOC_Os01g43510.1	no description	not assigned.unknown	35_2

CUST_14303_PI404877155	2	0.15947437	-0.57633686	-0.12379646	0.036323547	-0.023777962	0.023777962	Contig8134_at	0	BAD06281.1	dihydrolipoamide S-acetyltransferase, putative	At3g13930.1	protein pyruvate dehydrogenase complex dihydrolipoamide acetyltransferase, putative	Os07g22720	gi|33354212|dbj|BAC81178.1| unknown protein	TCA / org. transformation.TCA.pyruvate DH.E2	8_1_01_02

CUST_195_PI404877155	2	-0.08679867	-0.17299843	0.021227837	0.04758072	0.048067093	-0.021227837	Contig10054_s_at	putative aldose reductase [Oryza sativa (japonica cultivar-group)] dbj|BAB64275.1| putative aldose reductase [Oryza sativa (japonica cultiva	NP_915487.1	aldo/keto reductase family protein	At2g37790.1	protein oxidoreductase, aldo/keto reductase family	Os01g62870	putative aldose reductase	minor CHO metabolism.others	3_5

CUST_178295_PI403524517	2	0.009785652	0.041749	0.18053627	-0.09802437	-0.009785652	-0.09802437	35_49585	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_20782_PI403524517	2	0.116238594	-0.033006668	-0.021409035	-0.02722454	0.021409035	0.046339035	35_6036	"Cluster: Hypothetical protein At2g02150; n=3; Arabidopsis thaliana|Rep: Hypothetical protein At2g02150 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q56XX3	CHR2V7|COORD:547388..552228| pentatricopeptide (PPR) repeat-containing protein	AT2G02150.1	0	0	no descriptionmoderately similar to ( 345)AT2G02150| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr2:547388-552228 REVERSE	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_75455_PI403524517	2	-0.0063619614	0.017770767	0.030807495	-0.22931385	-0.03114891	0.0063619614	35_21627	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_169804_PI403524517	2	0.20001698	0.48704052	0.08297825	-0.08297825	-0.10776329	-0.13707542	35_47299	"Cluster: Putative histidine-tRNA ligase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative histidine-tRNA ligase - Oryza sativa (japonica cultivar-group"	UniRef90_Q6Z695	CHR5V7|COORD:839965..841443| ATP binding / aminoacyl-tRNA ligase	AT5G03406.1	CHR02V5|COORD:31748587..31743085|protein histidyl-tRNA synthetase, putative, expressed	LOC_Os02g51830.1	no descriptionmoderately similar to ( 242)AT5G03406| Symbols:  | ATP binding / aminoacyl-tRNA ligase | chr5:839965-841443 FORWARDvery weakly similar to (58.5)SYH_ORYSAnot assigned not assigned HisS hisS HisRS-like_core tRNA-synt_2b HisZ hisZ PRK12420 hisZ class_II_aaRS-like_core	protein.aa activation.histidine-tRNA ligase	29_1_21

CUST_7642_PI403524517	2	-0.048761368	-0.13757896	-0.004067421	0.079063416	0.20862865	0.004067421	35_2128	"Cluster: Os05g0566600 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0566600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DFW5	"CHR5V7|COORD:25681773..25682565| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G69510.2); similar to Os01g0249300 [Oryza sativa (japonica"	AT5G64130.1	CHR05V5|COORD:28125371..28122194|protein negatively light-regulated protein, putative, expressed	LOC_Os05g49160.2	"no descriptionweakly similar to ( 108)AT5G64130| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G69510.2); similar to Os01g0249300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001042590.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD72346.1); similar to Os01g0664500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001043793.1); contains InterPro domain Lg106-like; (InterPro:IPR012482) | chr5:25681773-25682565 REVERSELg106 PRK12678"	not assigned.unknown	35_2

CUST_90206_PI403524517	2	-0.0094566345	0.5880127	0.0094566345	-0.08038139	-0.12981606	0.024096489	35_25803	"Cluster: Galactosyltransferase family protein, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Galactosyltransferase family protein, putat"	UniRef90_Q10BV5	CHR5V7|COORD:25154362..25156990| galactosyltransferase family protein	AT5G62620.1	CHR03V5|COORD:33467653..33464258|protein galactosyltransferase/ transferase, transferring hexosyl groups, putative, expressed	LOC_Os03g58900.1	no descriptionmoderately similar to ( 300)AT5G62620| Symbols:  | galactosyltransferase family protein | chr5:25154362-25156990 FORWARDnot assigned not assigned Gal-bind_lectin Galactosyl_T GLECT GLECT	cell wall.hemicellulose synthesis	10_3

CUST_117606_PI403524517	2	-0.030088425	-0.040515423	0.0055298805	0.24508715	-0.0055294037	0.20998812	35_33320	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_66957_PI403524517	2	0.16697216	0.34447098	-0.1031065	-0.12541008	-0.16579723	0.1031065	35_19123	Rep: Tousled-like protein kinase - Triticum aestivum (Wheat)	UniRef90_Q5I6Y0	"CHR5V7|COORD:7098215..7102972| TSL (TOUSLED); kinase"	AT5G20930.1	CHR03V5|COORD:30850319..30840532|protein tousled-like kinase 2, putative, expressed	LOC_Os03g53880.1	"no descriptionhighly similar to ( 741)AT5G20930| Symbols: TSL | TSL (TOUSLED); kinase | chr5:7098215-7102972 FORWARDvery weakly similar to (99.0)CRK_DAUCACDPK-related protein kinase - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase SPS1 Pkinase_Tyr TyrKc PTKc PTKc_Jak_rpt2 PTKc_Syk_like PTKc_Srm_Brk PTKc_Syk PTKc_Csk_like PTKc_Tec_like PTKc_Zap-70 PTKc_Jak1_rpt2 PTKc_EphR_A2 PTKc_FAK PTK_CCK4 PTKc_Src_like PTKc_Ack_like PTKc_Lyn PTKc_Fes PTKc_EphR_A PTKc_Fes_like PTKc_Abl PTKc_Tyk2_rpt2 PTKc_EphR PTKc_Jak2_Jak3_rpt2 PTKc_Lck_Blk PTKc_FGFR PTKc_InsR_like PTKc_Btk_Bmx PTKc_Itk PTKc_EphR_B PTKc_ALK_LTK PTKc_Fer PTKc_Frk_like PTKc_EGFR_like PTKc_Chk PTKc_Tec_Rlk PTKc_DDR PTKc_Musk PTKc_Trk PTKc_Hck PTKc_TrkB PTKc_RET PTKc_TrkA PTKc_Csk PTKc_Met_Ron PTKc_IGF-1R PTKc_Src PTKc_HER4 PTKc_Yes PTKc_c-ros PTKc_TrkC PTKc_Ror PTKc_FGFR4 Smc PTKc_Fyn_Yrk PTKc_InsR PTKc_FGFR2 PTKc_FGFR3 PTKc_FGFR1 PTKc_CSF-1R PTKc_VEGFR PTKc_VEGFR3 PTKc_Axl_like PTK_Jak_rpt1"	protein.postranslational modification	29_4

CUST_52608_PI403524517	2	-0.28975582	0.14654541	-0.14654541	0.18690205	0.18376446	-0.23814583	35_14984	"Cluster: Putative PTEN-like phosphatase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative PTEN-like phosphatase - Oryza sativa (japonica cultivar-group"	UniRef90_Q5JNL3	CHR2V7|COORD:15004083..15005669| dual specificity protein phosphatase family protein	AT2G35680.1	CHR01V5|COORD:31195255..31198451|protein protein-tyrosine phosphatase mitochondrial 1, mitochondrial precursor, putative, expressed	LOC_Os01g53710.1	no descriptionmoderately similar to ( 294)AT2G35680| Symbols:  | dual specificity protein phosphatase family protein | chr2:15004083-15005669 REVERSEnot assigned not assigned not assigned not assigned DSPc PRK12361 DSPc DSPc CDC14	not assigned.unknown	35_2

CUST_52592_PI403524517	2	0.426579	-0.30319834	0.21445799	-0.21445799	-0.3203802	0.39323616	35_14980	Rep: Salt-stress root protein RS1 - Oryza sativa (Rice)	UniRef90_P83649	CHR4V7|COORD:10941603..10943237| DREPP plasma membrane polypeptide family protein	AT4G20260.3	CHR01V5|COORD:7362913..7360445|protein DREPP4 protein, putative, expressed	LOC_Os01g13210.2	no descriptionvery weakly similar to (53.9)AT4G20260| Symbols:  | DREPP plasma membrane polypeptide family protein | chr4:10941603-10943237 FORWARDvery weakly similar to (90.1)SRS1_ORYSADREPP	stress.abiotic.drought/salt	20_2_3

CUST_30591_PI403524517	2	0.093019485	-0.5150852	-0.34319115	-0.040942192	0.040942192	0.089087486	35_8830	Rep: OSIGBa0125M19.5 protein - Oryza sativa (Rice)	UniRef90_Q00RI1	CHR3V7|COORD:18411465..18415412| FAD binding / oxidoreductase	AT3G49640.1	CHR04V5|COORD:26346438..26352602|protein tRNA-dihydrouridine synthase 2-like, putative, expressed	LOC_Os04g44890.2	no descriptionmoderately similar to ( 429)AT3G49640| Symbols:  | FAD binding / oxidoreductase | chr3:18411465-18415412 REVERSEnot assigned not assigned not assigned DUS_like_FMN Dus COG0042 PRK10415 PRK10550 arch_FMN PRK11815	N-metabolism.misc	12_4

CUST_24840_PI403524517	2	0.03144169	-0.093850136	-0.03144169	-0.17287922	0.33662796	0.13082218	35_7206	"Cluster: Os02g0178600 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0178600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E3E6	CHR3V7|COORD:22563693..22564112| protein binding / zinc ion binding	AT3G60966.1	CHR02V5|COORD:4342164..4341772|protein RING-H2 finger protein ATL2L, putative	LOC_Os02g08200.1	no descriptionvery weakly similar to (61.6)AT3G60966| Symbols:  | protein binding / zinc ion binding | chr3:22563693-22564112 FORWARDvery weakly similar to (58.2)EL5_ORYSAnot assigned TT_ORF1 RING COG5540	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_149261_PI403524517	2	0.013063431	0.18748856	-0.23256588	0.11556816	-0.013063431	-0.07159901	35_41753	"Cluster: Heavy metal-associated domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Heavy metal-associated domain"	UniRef90_Q10RN8	CHR5V7|COORD:832399..834300| heavy-metal-associated domain-containing protein	AT5G03380.1	CHR03V5|COORD:2847353..2845426|protein metal ion binding protein, putative, expressed	LOC_Os03g05750.1	no descriptionvery weakly similar to (68.9)AT5G03380| Symbols:  | metal ion binding | chr5:832399-834127 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12678 PRK12323 PRK07764 PRK07003 Herpes_UL56 PRK09169 HMA Tymo_45kd_70kd	transport.metal	34_12

CUST_69070_PI403524517	2	0.05356407	-0.034777164	-0.25275278	0.00233984	-0.0023403168	0.0958848	35_19762	"Cluster: Putative exo-poly-alpha-D-galacturonosidase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative exo-poly-alpha-D-galacturonosidase - Oryza sativ"	UniRef90_Q6ZD71	CHR4V7|COORD:16092023..16094735| glycoside hydrolase family 28 protein / polygalacturonase (pectinase) family protein	AT4G33440.1	CHR08V5|COORD:350768..354447|protein polygalacturonase, putative, expressed	LOC_Os08g01600.1	no descriptionhighly similar to ( 533)AT4G33440| Symbols:  | glycoside hydrolase family 28 protein / polygalacturonase (pectinase) family protein | chr4:16092023-16094735 FORWARDvery weakly similar to (82.0)PGLR_MALDOPolygalacturonase precursor - Malus domestica (Apple) (Malus sylvestris)PGU1 Glyco_hydro_28	cell wall.degradation.pectate lyases and polygalacturonases	10_6_3

CUST_161062_PI403524517	2	0.01829338	0.10922384	0.10588026	-0.01829338	-0.3196249	-0.24621391	35_44939	"Cluster: Putative vacuolar sorting receptor protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative vacuolar sorting receptor protein - Oryza sativa"	UniRef90_Q655Y8	CHR1V7|COORD:10997256..11000524| vacuolar sorting receptor, putative	AT1G30900.1	CHR06V5|COORD:27432423..27440151|protein vacuolar sorting receptor 7 precursor, putative, expressed	LOC_Os06g45380.2	 no descriptionvery weakly similar to (78.6)AT1G30900| Symbols:  | vacuolar sorting receptor, putative | chr1:10997256-11000524 FORWARDvery weakly similar to (73.2)VSR1_PEAVacuolar-sorting receptor 1 precursor - Pisum sativum (Garden pea)	protein.targeting.secretory pathway.vacuole	29_3_4_3

CUST_58091_PI403524517	2	-7.724762E-5	0.31574917	-0.0011978149	7.724762E-5	0.051244736	-0.07862949	35_16566	"Cluster: Esterase/lipase/thioesterase family protein, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Esterase/lipase/thioesterase family"	UniRef90_Q33AQ0	CHR4V7|COORD:7284639..7287342| esterase/lipase/thioesterase family protein	AT4G12230.1	CHR10V5|COORD:4549322..4554795|protein maspardin, putative, expressed	LOC_Os10g08840.1	no descriptionmoderately similar to ( 385)AT4G12230| Symbols:  | esterase/lipase/thioesterase family protein | chr4:7284639-7287342 FORWARDnot assigned Abhydrolase_1 MhpC	not assigned.no ontology	35_1

CUST_8_PI399408534	2	0.019881248	0.50967216	-0.24710941	0.009750366	-0.009749413	-0.20405197	35_19249	"Cluster: Hypothetical protein OSJNBa0069I13.9; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0069I13.9 - Oryza sativa (japonica cu"	UniRef90_Q6AT90	CHR1|COORD:3076604..3079541| phytochrome interacting factor 3 (PIF3), identical to phytochrome interacting factor 3 (PIF3) GI:3929585 from (Arabidopsis thaliana	AT1G09530.2	CHR01V5|COORD:10271186..10267770|protein basic helix-loop-helix dimerisation region bHLH, putative, expressed	LOC_Os01g18290.2	" no descriptionweakly similar to ( 119)AT1G09530| Symbols: PIF3, POC1, PAP3 | PIF3 (PHYTOCHROME INTERACTING FACTOR 3); DNA binding / transcription factor/ transcription regulator | chr1:3077218-3079369 FORWARDvery weakly similar to (56.6)ARLC_MAIZEAnthocyanin regulatory Lc protein - Zea mays (Maize)not assigned not assigned not assigned not assigned HLH HLH HLH "	RNA.regulation of transcription.bHLH,Basic Helix-Loop-Helix family	27_3_6

CUST_106202_PI403524517	2	0.22347546	0.19650364	-0.025060177	-0.1230917	0.025060654	-0.3287506	35_30228	"Cluster: Pentatricopeptide (PPR) repeat-containing protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Pentatricopeptide (PPR) repeat-containing prot"	UniRef90_Q67X36	CHR5V7|COORD:1999182..2001050| pentatricopeptide (PPR) repeat-containing protein	AT5G06540.1	CHR08V5|COORD:1743506..1746109|protein pentatricopeptide repeat protein PPR1106-17, putative, expressed	LOC_Os08g03676.1	no descriptionvery weakly similar to (84.0)AT2G35030| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr2:14768159-14770042 REVERSEvery weakly similar to (57.8)RF1_ORYSA	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_113071_PI403524517	2	0.41757488	0.21433067	-0.0447073	-0.2618742	0.044708252	-0.07319069	35_32094	"Cluster: Thaumatin family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Thaumatin family protein, expressed - Oryza sativa (japonica cult"	UniRef90_Q10P77	CHR4V7|COORD:18066442..18067978| thaumatin, putative	AT4G38660.1	CHR10V5|COORD:2780826..2778647|protein thaumatin-like protein 1 precursor, putative, expressed	LOC_Os10g05600.1	 no descriptionvery weakly similar to (73.9)AT4G38660| Symbols:  | thaumatin, putative | chr4:18066442-18067786 REVERSEvery weakly similar to (60.1)TLP1_PRUPEThaumatin-like protein 1 precursor - Prunus persica (Peach)THN 	stress.biotic	20_1

CUST_47855_PI403524517	2	-0.023851395	-0.5362339	-0.01905632	0.06661415	0.257349	0.01905632	35_13688	"Cluster: Os01g0835900 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0835900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JHY5	CHR5V7|COORD:24068875..24069186| histone H4	AT5G59690.1	CHR10V5|COORD:20690219..20689571|protein histone H4, putative, expressed	LOC_Os10g39410.1	no descriptionweakly similar to ( 162)AT5G59970| Symbols:  | histone H4 | chr5:24163578-24163889 REVERSEweakly similar to ( 162)H4_PEAHistone H4 - Pisum sativum (Garden pea)not assigned H4 H4 HHT1 Histone	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_174317_PI403524517	2	0.033083916	0.084424496	-0.5829344	0.10256863	-0.033084393	-0.37915373	35_48530	0	0		0	CHR02V5|COORD:25402499..25398544|protein replication factor A, putative, expressed	LOC_Os02g42230.1	no description	not assigned.unknown	35_2

CUST_65907_PI403524517	2	0.14015579	0.23651028	-0.07001972	0.015843868	-0.18759632	-0.015843868	35_18826	"Cluster: Poly [ADP-ribose] polymerase 3 (EC 2.4.2.30) (PARP-3) (ADPRT 3) (NAD(+) ADP-ribosyltransferase 3); n=1; Oryza sativa|Rep: Poly [ADP-ribose] polymerase"	UniRef90_Q0E0Q3	CHR5V7|COORD:7447048..7450746| NAD+ ADP-ribosyltransferase	AT5G22470.1	CHR02V5|COORD:19509067..19503944|protein poly synthetase 1, putative, expressed	LOC_Os02g32860.1	no descriptionmoderately similar to ( 253)AT5G22470| Symbols:  | NAD+ ADP-ribosyltransferase | chr5:7447048-7450746 FORWARDmoderately similar to ( 296)PARP3_ORYSAnot assigned not assigned not assigned not assigned not assigned parp_like PARP	protein.postranslational modification	29_4

CUST_18070_PI404877155	2	-0.0016517639	0.0016517639	0.070158005	-0.030461311	0.0019083023	-0.043531418	HVSMEb0014E01r2_s_at	hypothetical protein [Oryza sativa (japonica cultivar-group)]	AAO20065.1	CAX-interacting protein 1 (CAXIP1)	At3g54900.1	protein expressed protein	Os03g63420	thioredoxin-like protein	transport.calcium	34_21

CUST_8029_PI403524517	2	0.06875229	0.057336807	-0.057336807	-0.096027374	-0.1080389	0.07297516	35_2238	"Cluster: Putative sulfolipid synthase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative sulfolipid synthase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69LA5	"CHR5V7|COORD:86906..89884| SQD2 (SULFOQUINOVOSYLDIACYLGLYCEROL 2); UDP-sulfoquinovose:DAG sulfoquinovosyltransferase/"	AT5G01220.1	CHR07V5|COORD:15814..19702|protein glycosyl transferase, group 1 family protein, putative, expressed	LOC_Os07g01030.1	" no descriptionhighly similar to ( 680)AT5G01220| Symbols: SQD2 | SQD2 (SULFOQUINOVOSYLDIACYLGLYCEROL 2); UDP-sulfoquinovose:DAG sulfoquinovosyltransferase/ transferase, transferring glycosyl groups | chr5:86906-89884 REVERSEvery weakly similar to (51.6)SSG1_ORYSAGranule-bound starch synthase 1, chloroplast precursor - Oryza sativa (Rice)not assigned not assigned not assigned not assigned not assigned not assigned RfaG Glycos_transf_1 GlgA glgA PRK10307 PRK09922 APC_basic PRK07003 PRK12323 "	lipid metabolism.glycolipid synthesis.sulfolipid synthase	11_10_4

CUST_30328_PI403524517	2	-0.018399239	0.27470112	-0.022250175	0.011137962	-0.011137009	0.11471367	35_8755	"Cluster: Os01g0549500 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0549500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JM18	CHR3V7|COORD:17839691..17843373| phox (PX) domain-containing protein	AT3G48195.1	CHR01V5|COORD:20865792..20861935|protein PX domain containing protein, expressed	LOC_Os01g36870.1	no descriptionweakly similar to ( 114)AT3G48195| Symbols:  | phox (PX) domain-containing protein | chr3:17839691-17843373 REVERSEnot assigned	not assigned.no ontology	35_1

CUST_137791_PI403524517	2	0.094769955	-0.62314606	-0.0023889542	-0.09194136	0.09309578	0.002389431	35_38641	Rep: Hypothetical protein - Sorghum bicolor (Sorghum) (Sorghum vulgare)	UniRef90_Q8W0S6	CHR3V7|COORD:2232766..2236919| EMB1974 (EMBRYO DEFECTIVE 1974)	AT3G07060.1	CHR08V5|COORD:1998883..1993833|protein expressed protein	LOC_Os08g04120.1	no descriptionweakly similar to ( 137)AT3G07060| Symbols: EMB1974 | EMB1974 (EMBRYO DEFECTIVE 1974) | chr3:2232766-2236919 FORWARD	development.unspecified	33_99

CUST_6766_PI403524517	2	-0.1701088	0.14983416	0.62233734	0.07578564	-0.07578564	-0.086461544	35_1879	"Cluster: Hypothetical protein P0453G03.31; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0453G03.31 - Oryza sativa (japonica cultivar-g"	UniRef90_Q7XI89	"CHR1V7|COORD:17080055..17084770| similar to conserved hypothetical protein [Serratia proteamaculans 568] (GB:ZP_01534628.1); similar to Os07g0581300 [Oryza"	AT1G45150.1	CHR07V5|COORD:23525558..23533785|protein expressed protein	LOC_Os07g39300.2	"no descriptionhighly similar to ( 865)AT1G45150| Symbols:  | similar to conserved hypothetical protein [Serratia proteamaculans 568] (GB:ZP_01534628.1); similar to Os07g0581300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001060105.1) | chr1:17080055-17084770 REVERSE"	not assigned.unknown	35_2

CUST_23114_PI403524517	2	0.013793945	0.122704506	-0.03507805	-0.07550049	-0.013793945	0.027639389	35_6720	"Cluster: Putative cullin 3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative cullin 3 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6YWY5	"CHR1V7|COORD:9296050..9298361| ATCUL3/ATCUL3A/CUL3/CUL3A (Cullin 3A); protein binding / ubiquitin-protein ligase"	AT1G26830.1	CHR02V5|COORD:31306975..31303885|protein cullin-4B, putative, expressed	LOC_Os02g51180.1	" no descriptionmoderately similar to ( 300)AT1G26830| Symbols: CUL3A, ATCUL3A, ATCUL3, CUL3 | ATCUL3/ATCUL3A/CUL3/CUL3A (Cullin 3A); protein binding / ubiquitin-protein ligase | chr1:9296050-9298361 FORWARDnot assigned not assigned not assigned not assigned COG5647 Cullin "	protein.degradation.ubiquitin.E3.BTB/POZ Cullin3.Cullin3	29_5_11_4_5_1

CUST_47782_PI403524517	2	-0.008348465	-0.23152733	-0.0593338	0.008350372	0.118938446	0.10538864	35_13669	"Cluster: Os01g0835900 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0835900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JHY5	CHR5V7|COORD:24068875..24069186| histone H4	AT5G59690.1	CHR10V5|COORD:20690219..20689571|protein histone H4, putative, expressed	LOC_Os10g39410.1	no descriptionweakly similar to ( 162)AT5G59970| Symbols:  | histone H4 | chr5:24163578-24163889 REVERSEweakly similar to ( 162)H4_PEAHistone H4 - Pisum sativum (Garden pea)not assigned H4 H4 HHT1 Histone	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_76561_PI403524517	2	-0.040330887	0.0036125183	0.13817406	-0.003613472	-0.0086250305	0.15353394	35_21951	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_11145_PI404877155	2	-0.099850655	-0.42981052	0.050383568	-0.05038452	0.072216034	0.068222046	Contig4830_at	aldehyde dehydrogenase [Arabidopsis thaliana]	CAC84903.1	aldehyde dehydrogenase (ALDH3)	At4g34240.1	protein aldehyde dehydrogenase, putative	Os11g08300	aldehyde dehydrogenase, putative (ALDH)	fermentation.aldehyde dehydrogenase	5_10

CUST_116385_PI403524517	2	0.12216663	0.078772545	-0.07877159	-0.113824844	-0.09050655	0.12399483	35_32997	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_1779_PI403524517	2	-0.083670616	-0.23438835	0.34420204	0.043987274	0.2959032	-0.043987274	35_471	Rep: Fasciclin-like protein FLA25 - Triticum aestivum (Wheat)	UniRef90_Q06I81	CHR2V7|COORD:15066938..15068889| beta-Ig-H3 domain-containing protein / fasciclin domain-containing protein	AT2G35860.1	CHR07V5|COORD:3256537..3260418|protein fasciclin domain, putative, expressed	LOC_Os07g06680.1	no descriptionhighly similar to ( 511)AT2G35860| Symbols: FLA16 | beta-Ig-H3 domain-containing protein / fasciclin domain-containing protein | chr2:15066938-15068889 FORWARDnot assigned not assigned not assigned not assigned Fasciclin COG2335 PRK07764 FAS1 PRK12323 PRK12678 PRK07003	not assigned.no ontology	35_1

CUST_25355_PI399408534	2	0.0022630692	-0.35413742	-0.11176872	-0.0022630692	0.060386658	0.0033330917	35_22360	"Cluster: Hypothetical protein P0489A01.21; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0489A01.21 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5VRY2	CHR5|COORD:3483773..3486268| pre-mRNA cleavage complex-related, low similarity to SP:Q92989 Pre-mRNA cleavage complex II protein Clp1 {Homo sapiens}	AT5G11010.3	CHR01V5|COORD:4441472..4445170|protein expressed protein	LOC_Os01g08850.1	no descriptionweakly similar to ( 134)AT5G11010| Symbols:  | pre-mRNA cleavage complex-related | chr5:3484177-3486068 FORWARDnot assigned NUC156	RNA.processing	27_1

CUST_87048_PI403524517	2	-0.6499958	0.4332056	0.020777702	0.013791084	-0.013790131	-0.15901661	35_24928	Rep: H0306B06.2 protein - Oryza sativa (Rice)	UniRef90_Q01IF3	CHR3V7|COORD:22066197..22068133| short-chain dehydrogenase/reductase (SDR) family protein	AT3G59710.1	CHR02V5|COORD:23828856..23823321|protein carbonyl reductase 3, putative, expressed	LOC_Os02g39490.1	no descriptionvery weakly similar to (83.2)AT3G59710| Symbols:  | short-chain dehydrogenase/reductase (SDR) family protein | chr3:22066197-22068133 REVERSE	misc.short chain dehydrogenase/reductase (SDR)	26_22

CUST_27499_PI403524517	2	0.046432495	-0.21046638	-0.09991455	-9.469986E-4	9.4795227E-4	0.010677338	35_7957	"Cluster: Os09g0570500 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0570500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IZG4	CHR5V7|COORD:1260010..1263696| protein binding / zinc ion binding	AT5G04460.1	CHR09V5|COORD:22774478..22777111|protein protein neuralized, putative, expressed	LOC_Os09g39690.1	no descriptionvery weakly similar to (89.7)AT5G04460| Symbols:  | protein binding / zinc ion binding | chr5:1260010-1263696 FORWARDnot assigned	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_111366_PI403524517	2	-0.38369703	-0.0018849373	0.30293846	0.22970343	-0.030620098	0.0018849373	35_31623	"Cluster: POT family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: POT family protein, expressed - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2R726	CHR1V7|COORD:12127692..12130307| proton-dependent oligopeptide transport (POT) family protein	AT1G33440.1	CHR11V5|COORD:10111245..10121890|protein peptide transporter PTR2, putative, expressed	LOC_Os11g18044.1	no descriptionvery weakly similar to (89.4)AT1G33440| Symbols:  | proton-dependent oligopeptide transport (POT) family protein | chr1:12127692-12130307 REVERSEnot assigned	transport.peptides and oligopeptides	34_13

CUST_54786_PI403524517	2	-0.23305798	-0.68594265	-0.10916901	0.4969864	0.32957268	0.10916996	35_15591	"Cluster: Retrotransposon protein, putative, Ty1-copia subclass, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Retrotransposon protein, putative,"	UniRef90_Q10T25	CHR1V7|COORD:23140297..23140746| protease inhibitor/seed storage/lipid transfer protein (LTP) family protein	AT1G62510.1	CHR03V5|COORD:198324..199410|protein NT16 polypeptide, putative, expressed	LOC_Os03g01320.1	no descriptionweakly similar to ( 149)AT1G62510| Symbols:  | protease inhibitor/seed storage/lipid transfer protein (LTP) family protein | chr1:23140297-23140746 REVERSEweakly similar to ( 126)14KD_DAUCA14 kDa proline-rich protein DC2.15 precursor - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned HPS_like Drf_FH1 PRK07764 Extensin_2 TT_ORF1 DUF1421 Tryp_alpha_amyl GRP DUF1210 PRK12323 TonB DUF605 PRK06958 PRK05648 tatB Atrophin-1 Trypan_PARP FAP Totivirus_coat PRK10819 Tymo_45kd_70kd Herpes_UL51 MCPVI Harpin GP38 DedD GRASP55_65 PRK07003 Gag_spuma DUF1517 Amelogenin SMN PRK11633 COG4371 COG1512 PRP8 PRK03427 Protamine_P1 PRK09111 eIF-4B Herpes_glycop_D CTNNB1_binding WTX DUF729 Dehydrin VirB10 Cytadhesin_P30 PRK08853 Chorion_1 PRK07772 COG5373 WT1 PRK12373 MFMR PRK10263 Bindin	misc.protease inhibitor/seed storage/lipid transfer protein (LTP) family protein	26_21

CUST_175194_PI403524517	2	-0.23980379	-0.07772064	0.07772112	0.40368843	0.19886684	-0.23036385	35_48765	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_134512_PI403524517	2	3.6081104	0.020858765	-0.14437437	0.22526598	-0.14411688	-0.020858288	35_37741	"Cluster: Pectin-glucuronyltransferase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Pectin-glucuronyltransferase-like - Oryza sativa"	UniRef90_Q657X7	CHR4V7|COORD:9412207..9414075| exostosin family protein	AT4G16745.1	CHR01V5|COORD:409394..412632|protein limonene cyclase like protein, putative, expressed	LOC_Os01g01780.1	no descriptionmoderately similar to ( 219)AT4G16745| Symbols:  | exostosin family protein | chr4:9412207-9414075 FORWARDnot assigned not assigned Exostosin	misc.UDP glucosyl and glucoronyl transferases	26_2

CUST_86162_PI403524517	2	-0.20295715	0.37541294	0.09403038	-0.2202406	-0.09355831	0.093559265	35_24677	"Cluster: Os07g0649600 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0649600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D428	0	0	CHR07V5|COORD:26982211..26976662|protein expressed protein	LOC_Os07g45194.1	no description	not assigned.unknown	35_2

CUST_127245_PI403524517	2	-0.058966637	0.08060837	0.10654354	-0.121562004	0.058965683	-0.06840515	35_35795	"Cluster: Phosphoglycerate kinase, cytosolic; n=11; Poaceae|Rep: Phosphoglycerate kinase, cytosolic - Triticum aestivum (Wheat)"	UniRef90_P12783	CHR1V7|COORD:29929240..29931188| PGK (PHOSPHOGLYCERATE KINASE)	AT1G79550.1	CHR06V5|COORD:27678757..27675320|protein phosphoglycerate kinase, cytosolic, putative, expressed	LOC_Os06g45710.1	 no descriptionmoderately similar to ( 256)AT1G79550| Symbols: PGK | PGK (PHOSPHOGLYCERATE KINASE) | chr1:29929240-29931188 REVERSEmoderately similar to ( 267)PGKY_WHEATPhosphoglycerate kinase, cytosolic - Triticum aestivum (Wheat)not assigned pgk Phosphoglycerate_kinase PGK Pgk 	PS.calvin cyle.phosphoglycerate kinase	1_3_3

CUST_8205_PI403524517	2	-0.017427444	0.11504316	-0.1533041	-0.07873058	0.048346043	0.017427444	35_2290	"Cluster: ABC transporter, putative; n=2; Oryza sativa (japonica cultivar-group)|Rep: ABC transporter, putative - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53QH6	CHR3V7|COORD:21874496..21879678| ATMRP14 (Arabidopsis thaliana multidrug resistance-associated protein 14)	AT3G59140.1	CHR11V5|COORD:2610012..2601649|protein multidrug resistance-associated protein 14, putative, expressed	LOC_Os11g05700.1	no descriptionhighly similar to ( 706)AT3G59140| Symbols: ATMRP14 | ATMRP14 (Arabidopsis thaliana multidrug resistance-associated protein 14) | chr3:21874496-21879678 REVERSEweakly similar to ( 145)MDR_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned ABCC_MRP_domain2 MdlB ABCC_NFT1 SunT ABCC_SUR2 PRK10790 CydD ABCC_Glucan_exporter_like ABCC_CFTR2 ABCC_ATM1_transporter CydC ABCC_MsbA ABCC_MRP_Like ABC_MTABC3_MDL1_MDL2 PRK11176 ABCC_bacteriocin_exporters ABCC_Hemolysin PRK11174 ATM1 PRK11160 PRK10789 ArpD ABCC_Protease_Secretion ABC_tran CcmA FepC ABC_cobalt_CbiO_domain1 ABCC_TAP ABC_PstB_phosphate_transporter ABCC_MRP_domain1 ABCC_cytochrome_bd CbiO AbcC ABC_NikE_OppD_transporters ZnuC ABC_PhnC_transporter ABC_Org_Solvent_Resistant COG1123 ABC_membrane ABC_ATPase ABC_Metallic_Cations COG3638 MalK COG4178 Ttg2A SalX ABC_Carb_Solutes_like ABC_Iron-Siderophores_B12_Hemin ABC_MetN_methionine_transporter ABC_MJ0796_Lo1CDE_FtsE ABC_DR_subfamily_A OpuBA ABC_Class3 DppF PstB MglA ABC_TM1139_LivF_branched ABC_cobalt_CbiO_domain2 ABC_subfamily_A YhbG PotA ABC_Mj1267_LivG_branched ABC_drug_resistance_like DppD ABC_OpuCA_Osmoprotection LivF ABC_YhbG ABC_HisP_GlnQ_permeases GlnQ PvdE COG4559 NatA ABC_BcrA_bacitracin_resist ABCC_SUR1_N COG4172 fecE ABC_ModC_like COG4619 ABC_NatA_sodium_exporter ABCG_EPDR CysA TauB LivG ABC_KpsT_Wzt ModC COG3845 FtsE btuD ABC_NrtD_SsuB_transporters ABC_putative_ATPase PhnK AppF ABC_CysA_sulfate_importer metN ABC_DrrA Uup ABC_Carb_Monos_I CeuD PRK10522 ABC_ModC_molybdenum_transporter SapF znuC PRK10070 COG4674 ThiQ TagH PRK10535 PRK10575 ModF PRK10419 PRK10851 ABC_MalK_N PRK10744 ABC_PotA_N COG4181 livF araG ABC_Pro_Gly_Bertaine ABC_ThiQ_thiamine_transporter modC PRK10247 ABC_Carb_Monos_II PRK10253 CcmA ABCC_CFTR1 PRK10895 ABC_FtsE_transporter COG4152 ProV HisP ABCD_peroxisomal_ALDP ABCG_White PRK11264 PRK10619 sufC potA oppD dppF fbpC COG4586 PRK10261 ArtP ssuB PRK03695 TauB ugpC PRK09700 thiQ ABCF_EF-3 ABC_RNaseL_inhibitor_domain2 phnK livG potG PRK10982 ABC_CcmA_heme_exporter artP COG4136 PhnK glnQ PRK11831	transport.ABC transporters and multidrug resistance systems	34_16

CUST_65845_PI403524517	2	0.030278206	-0.07881451	-0.087537766	0.012748718	0.067481995	-0.012747765	35_18808	"Cluster: Putative spastin protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative spastin protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5Z9Q8	CHR4V7|COORD:13821269..13823089| MSP1 protein, putative / intramitochondrial sorting protein, putative	AT4G27680.1	CHR06V5|COORD:30331388..30335427|protein ATPase family AAA domain-containing protein 1, putative, expressed	LOC_Os06g50050.2	 no descriptionhighly similar to ( 533)AT4G27680| Symbols:  | MSP1 protein, putative / intramitochondrial sorting protein, putative | chr4:13821269-13823089 FORWARDweakly similar to ( 164)CDC48_SOYBNCell division cycle protein 48 homolog - Glycine max (Soybean)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned SpoVK RPT1 PRK03992 AAA HflB COG1223 hflB AAA AAA COG0714 PRK12678 MGS1 PRK04195 PRK07003 DnaA Lon DUF566 APC_basic 	protein.degradation.ubiquitin.proteasom	29_5_11_20

CUST_35366_PI403524517	2	0.0082407	0.8126073	0.09475851	-0.0082407	-0.047602654	-0.30061865	35_10195	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_162620_PI403524517	2	-7.29084E-4	0.31480026	7.286072E-4	-0.6401577	-0.693295	1.8600273	35_45360	"Cluster: Os07g0607300 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os07g0607300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D4S5		0	CHR07V5|COORD:24954506..24958951|protein DNA binding protein, putative, expressed	LOC_Os07g41640.3	no description	not assigned.unknown	35_2

CUST_87536_PI403524517	2	0.16290665	0.21582031	0.016402245	-0.6251459	-0.5860882	-0.016403198	35_25059	"Cluster: Putative ribosomal RNA apurinic site specific lyase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ribosomal RNA apurinic site specific lya"	UniRef90_Q8L590	"CHR1V7|COORD:5675918..5678679| SR45 (arginine/serine-rich 45); RNA binding"	AT1G16610.2	CHR01V5|COORD:23678694..23680783|protein ribosomal RNA apurinic site specific lyase, putative	LOC_Os01g41260.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_45446_PI403524517	2	0.015814304	0.29873896	-0.015813828	-0.09878254	-0.59191704	0.3039837	35_13026	"Cluster: Hypothetical protein OJ1057_G07.1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1057_G07.1 - Oryza sativa (japonica cultivar"	UniRef90_Q75KI1	CHR5V7|COORD:23494642..23496722| CPL4 (C-TERMINAL DOMAIN PHOSPHATASE-LIKE 4)	AT5G58000.1	CHR05V5|COORD:18845063..18850166|protein CPL3, putative, expressed	LOC_Os05g32430.2	no descriptionvery weakly similar to (81.3)AT5G58003| Symbols: CPL4 | phosphoprotein phosphatase | chr5:23497292-23499150 FORWARDnot assigned	not assigned.no ontology	35_1

CUST_84006_PI403524517	2	0.032903194	0.34948015	0.38218546	-0.032903194	-0.35427856	-0.1261034	35_24077	Rep: P1B-type ATPase 4 - Arabidopsis halleri	UniRef90_Q2I7E8	"CHR4V7|COORD:14720259..14724583| HMA2 (Heavy metal ATPase 2); cadmium-transporting ATPase"	AT4G30110.1	CHR07V5|COORD:7407857..7404049|protein cadmium/zinc-transporting ATPase 2, putative	LOC_Os07g12900.1	"no descriptionmoderately similar to ( 313)AT4G30110| Symbols: HMA2 | HMA2 (Heavy metal ATPase 2); cadmium-transporting ATPase | chr4:14720259-14724583 REVERSEvery weakly similar to (64.3)PMA1_WHEATPlasma membrane ATPase - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned ZntA E1-E2_ATPase zntA PRK10671 MgtA KdpB PRK01122"	transport.metal	34_12

CUST_58737_PI403524517	2	0.12292671	-0.7605028	0.02009964	0.010365486	-0.01036644	-0.015911102	35_16756	"Cluster: Hypothetical protein OSJNBa0003O19.6; n=2; Oryza sativa|Rep: Hypothetical protein OSJNBa0003O19.6 - Oryza sativa (Rice)"	UniRef90_Q9AYL8	"CHR2|COORD:16191447..16194213| similar to DUF51 family protein [Dictyostelium discoideum] (GB:EAL65703.1); contains InterPro domain Protein of unknown function"	AT2G38710.2	CHR10V5|COORD:22424448..22426944|protein expressed protein	LOC_Os10g42250.2	no descriptionmoderately similar to ( 321)AT2G38710| Symbols:  | AMMECR1 family | chr2:16191595-16193842 REVERSEnot assigned AMMECR1 AMMECR1 PRK03881 PRK00801	not assigned.no ontology	35_1

CUST_96693_PI403524517	2	0.003230095	0.24706268	0.28525925	-0.0052280426	-0.0032310486	-0.32111168	35_27618	Rep: Photosystem I iron-sulfur center - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_P62090	CHRCV7|COORD:117318..117563| Encodes the PsaC subunit of photosystem I.	ATCG01060.1	0	0	no descriptionweakly similar to ( 166)ATCG01060| Symbols: PSAC | Encodes the PsaC subunit of photosystem I. | chrC:117318-117563 REVERSEweakly similar to ( 173)PSAC_WHEATPhotosystem I iron-sulfur center - Triticum aestivum (Wheat)psaC PRK02651 COG1146 PRK07118 NapF NuoI PRK05113 PRK08348 PRK05888	PS.lightreaction.photosystem I.PSI polypeptide subunits	1_1_2_2

CUST_12084_PI403524517	2	-0.06580067	-0.47652817	0.016305923	-0.010871887	0.1707344	0.010872841	35_3439	Rep: Nonclathrin coat protein zeta2-COP - Zea mays (Maize)	UniRef90_Q9MAZ0	CHR3V7|COORD:3006736..3007921| clathrin adaptor complex small chain family protein	AT3G09800.1	CHR02V5|COORD:12609058..12613255|protein coatomer subunit zeta-1, putative, expressed	LOC_Os02g21250.1	no descriptionmoderately similar to ( 218)AT3G09800| Symbols:  | clathrin adaptor complex small chain family protein | chr3:3007158-3007921 REVERSEnot assigned RET3 Clat_adaptor_s	protein.targeting.secretory pathway.unspecified	29_3_4_99

CUST_167197_PI403524517	2	0.4857235	-0.011559486	0.13836288	-0.16068745	0.01155901	-0.045674324	35_46571	"Cluster: Type II secretion system protein E; n=1; Kineococcus radiotolerans SRS30216|Rep: Type II secretion system protein E - Kineococcus radiotolerans"	UniRef90_Q40UC7	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	CHR05V5|COORD:6730113..6731413|protein expressed protein	LOC_Os05g11840.1	no description	not assigned.unknown	35_2

CUST_11916_PI403524517	2	0.07941055	-0.078061104	-0.1490717	0.037449837	0.042042732	-0.03745079	35_3390	Rep: Homocysteine S-methyltransferase 1 - Zea mays (Maize)	UniRef90_Q9FUN0	"CHR3V7|COORD:9482201..9483921| ATHMT-1/HMT-1; homocysteine S-methyltransferase"	AT3G25900.1	CHR03V5|COORD:6333974..6336920|protein homocysteine S-methyltransferase 1, putative, expressed	LOC_Os03g12110.1	" no descriptionmoderately similar to ( 409)AT3G25900| Symbols: HMT-1, ATHMT-1 | ATHMT-1/HMT-1; homocysteine S-methyltransferase | chr3:9482201-9483921 FORWARDhighly similar to ( 528)HMT1_MAIZEHomocysteine S-methyltransferase 1 - Zea mays (Maize)not assigned not assigned not assigned mmuM MHT1 S-methyl_trans MetH PRK08645 metH PRK07534 "	amino acid metabolism.synthesis.aspartate family.methionine	13_1_3_4

CUST_156615_PI403524517	2	-0.018400192	0.26920605	0.051319122	-0.14703178	0.018400192	-0.08199501	35_43741	"Cluster: Haloacid dehalogenase-like hydrolase family protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Haloacid dehalogenase-like"	UniRef90_Q2R483	CHR5V7|COORD:21878843..21882043| haloacid dehalogenase-like hydrolase family protein	AT5G53850.3	CHR11V5|COORD:16541441..16534164|protein hydrolase, putative, expressed	LOC_Os11g29370.1	no descriptionweakly similar to ( 105)AT5G53850| Symbols:  | haloacid dehalogenase-like hydrolase family protein | chr5:21878843-21882043 REVERSEnot assigned COG4229	minor CHO metabolism.others	3_5

CUST_167378_PI403524517	2	0.7766857	-1.0196133	-0.551538	0.76371956	0.31018162	-0.31018114	35_46619	"Cluster: Calcineurin-like phosphoesterase family-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Calcineurin-like phosphoesterase family-like - Oryza sat"	UniRef90_Q6ZJ14	CHR4V7|COORD:12752706..12753641| calcineurin-like phosphoesterase family protein	AT4G24730.2	CHR07V5|COORD:29223583..29226811|protein Ser/Thr protein phosphatase family protein, expressed	LOC_Os07g48840.3	no descriptionmoderately similar to ( 213)AT4G24730| Symbols:  | calcineurin-like phosphoesterase family protein | chr4:12752706-12753641 REVERSEnot assigned	protein.postranslational modification	29_4

CUST_15512_PI403524517	2	-0.36592102	-0.40788364	0.35351086	0.037625313	0.24381542	-0.037625313	35_4479	"Cluster: Hypothetical protein P0021H10.8-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0021H10.8-1 - Oryza sativa (japonica cultivar"	UniRef90_Q69Y38	CHR5V7|COORD:7826860..7828537| DNAJ heat shock N-terminal domain-containing protein	AT5G23240.1	CHR06V5|COORD:15917852..15914520|protein 3Fe-4S ferredoxin, putative, expressed	LOC_Os06g28050.3	no descriptionweakly similar to ( 138)AT5G23240| Symbols:  | DNAJ heat shock N-terminal domain-containing protein | chr5:7826860-7828537 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DnaJ DnaJ DnaJ PRK10767 Fer djlA CbpA	stress.abiotic.heat	20_2_1

CUST_10583_PI403524517	2	-0.011015892	-1.8717108	-0.16651058	0.15514374	0.19794941	0.011016846	35_2985	"Cluster: RNA recognition motif family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: RNA recognition motif family protein, expressed - Ory"	UniRef90_Q2QQ97	"CHR5V7|COORD:24578096..24579378| GR-RBP3 (glycine-rich RNA-binding protein 3); RNA binding"	AT5G61030.1	CHR12V5|COORD:19101360..19105213|protein glycine-rich RNA-binding protein 7, putative, expressed	LOC_Os12g31800.1	" no descriptionweakly similar to ( 139)AT5G61030| Symbols: GR-RBP3 | GR-RBP3 (glycine-rich RNA-binding protein 3); RNA binding | chr5:24578096-24579378 FORWARDvery weakly similar to (95.9)ROC2_NICSY29 kDa ribonucleoprotein B, chloroplast precursor - Nicotiana sylvestris (Wood tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned RRM RRM_1 COG0724 Drf_FH1 GRP PRK07764 Extensin_2 Atrophin-1 PRK12323 COG4371 PRK05648 DUF1421 TonB PRK06958 FAP Totivirus_coat tatB GP38 eIF-4B Chorion_1 DUF1210 GRASP55_65 Plasmodium_HRP DUF1517 "	RNA.RNA binding	27_4

CUST_141992_PI403524517	2	-0.18279362	0.33569765	0.17466259	0.279027	-0.17466307	-0.32765198	35_39794	"Cluster: Pantothenate kinase 1-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Pantothenate kinase 1-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69TF4	"CHR4V7|COORD:15537730..15543721| ATPANK2 (PANTOTHENATE KINASE 2); pantothenate kinase"	AT4G32180.1	CHR06V5|COORD:5419909..5426255|protein pantothenate kinase family protein, expressed	LOC_Os06g10520.1	"no descriptionvery weakly similar to (67.0)AT4G32180| Symbols: ATPANK2 | ATPANK2 (PANTOTHENATE KINASE 2); pantothenate kinase | chr4:15538346-15543721 REVERSEnot assigned Fumble PanK"	Co-factor and vitamine metabolism.pantothenate.pantothenate kinase	18_4_1

CUST_15495_PI404877155	2	0.025927544	0.17485428	-0.10876465	-0.025927544	-0.06598377	0.031946182	Contig9347_at	mitogen activated protein kinase 6 [Zea mays]	AAQ94319.1	mitogen-activated protein kinase, putative / MAPK, putative (MPK16)	At5g19010.1	protein hypothetical protein	Os05g05160	NONE	signalling.MAP kinases	30_6

CUST_24668_PI403524517	2	-0.1377058	-0.4980793	0.13770485	0.46605873	0.40395927	-0.19612217	35_7157	"Cluster: Aquaporin NIP5.1, putative, expressed; n=4; Oryza sativa (japonica cultivar-group)|Rep: Aquaporin NIP5.1, putative, expressed - Oryza sativa (japonica"	UniRef90_Q109F1	"CHR4V7|COORD:6431526..6434506| NIP5;1/NLM6/NLM8 (NOD26-like intrinsic protein 5;1); boron transporter/ water channel"	AT4G10380.1	CHR10V5|COORD:19455495..19448392|protein aquaporin NIP5.1, putative, expressed	LOC_Os10g36924.1	" no descriptionmoderately similar to ( 340)AT4G10380| Symbols: NIP5;1, NLM6, NLM8 | NIP5;1/NLM6/NLM8 (NOD26-like intrinsic protein 5;1); boron transporter/ water channel | chr4:6431526-6434506 REVERSEweakly similar to ( 191)NO26_SOYBNNodulin-26 - Glycine max (Soybean)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned MIP MIP GlpF PRK05420 PRK12678 DUF566 DUF936 "	transport.Major Intrinsic Proteins.TIP	34_19_2

CUST_88352_PI403524517	2	0.021277428	0.38063812	0.025473595	-0.21915627	-0.16784573	-0.021277428	35_25292	"Cluster: Hypothetical protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q84T63	0	0	CHR03V5|COORD:35925802..35924684|protein RNA binding protein, putative, expressed	LOC_Os03g63740.1	no description	not assigned.unknown	35_2

CUST_107634_PI403524517	2	-0.4786148	-1.4161873	0.41325855	-0.11964989	0.7176609	0.11964893	35_30628	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_38872_PI403524517	2	0.08292866	0.65544605	-0.060469627	0.04339981	-0.07746315	-0.043400764	35_11185	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_180151_PI403524517	2	0.08811855	-0.08170605	-0.002940178	0.018120766	0.0029411316	-0.013252258	35_50102	Rep: 60S ribosomal protein L39 - Oryza sativa (Rice)	UniRef90_P51426	CHR4V7|COORD:15469937..15470372| 60S ribosomal protein L39 (RPL39C)	AT4G31985.1	CHR02V5|COORD:33922469..33923245|protein 60S ribosomal protein L39, putative, expressed	LOC_Os02g55390.1	no descriptionvery weakly similar to ( 100)AT4G31985| Symbols:  | 60S ribosomal protein L39 (RPL39C) | chr4:15469937-15470372 FORWARDweakly similar to ( 109)RL39_ORYSAnot assigned RPL39 Ribosomal_L39 rpl39e	protein.synthesis.misc ribososomal protein	29_2_2

CUST_10499_PI404877155	2	-0.0046606064	0.43189335	-0.09962082	-0.1428442	0.00466156	0.11256981	Contig4218_at	0	BAD09660.1	phosphatidylinositol 3- and 4-kinase family protein	At2g03890.1	protein Phosphatidylinositol 3- and 4-kinase, putative	Os09g29890	KLF13 protein	signalling.phosphinositides	30_4

CUST_30890_PI403524517	2	0.05192089	0.046992302	0.0075654984	-0.23191547	-0.0075654984	-0.20105076	35_8915	"Cluster: Hypothetical protein OSJNBb0092G21.7; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0092G21.7 - Oryza sativa (japonica cu"	UniRef90_Q75HV8	"CHR3V7|COORD:1861977..1863761| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G19060.1); similar to Os05g0396900 [Oryza sativa (japonica"	AT3G06150.1	CHR05V5|COORD:19230654..19228129|protein expressed protein	LOC_Os05g32960.1	"no descriptionmoderately similar to ( 389)AT3G06150| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G19060.1); similar to Os05g0396900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001055465.1); contains domain no description (G3D.2.60.40.10); contains domain E set domains (SSF81296) | chr3:1861977-1863761 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07003 Herpes_BLLF1 DUF566 PRK12678 PRK07764 APC_basic"	not assigned.unknown	35_2

CUST_233_PI399407379	2	-0.101421356	-0.11124325	-0.051050186	0.051049232	0.100520134	0.3218956	HvIPT7									

CUST_3080_PI404877155	2	0.10049915	-0.059165	-0.02935028	0.020137787	0.07908821	-0.020136833	Contig13505_at	putative WD-40 repeat protein family [Oryza sativa (japonica cultivar-group)]	BAC84349.1	WD-40 repeat family protein	At5g67320.1	protein hypothetical protein	Os07g22220	WD-40 repeat family protein, strong similarity to unknown protein (ref:NP_005638.1)	RNA.regulation of transcription	27_3

CUST_72530_PI403524517	2	0.15346336	-0.554059	-0.101789474	0.04772091	0.13333988	-0.047721863	35_20788	"Cluster: Hypothetical protein OSJNBa0072H09.7; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0072H09.7 - Oryza sativa (japonica cu"	UniRef90_Q6YWS5	"CHR5V7|COORD:15525647..15527702| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G56660.1); similar to conserved hypothetical protein [Medicago"	AT5G38720.1	CHR02V5|COORD:30319915..30323597|protein expressed protein	LOC_Os02g49620.1	"no descriptionweakly similar to ( 175)AT5G38720| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G56660.1); similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE79302.1); contains domain RIBOSOMAL RNA PROCESSING PROTEIN 7-RELATED (PTHR13191) | chr5:15525647-15527702 REVERSEnot assigned not assigned not assigned"	not assigned.unknown	35_2

CUST_77347_PI403524517	2	0.062354088	-0.8540292	0.16889763	-0.062354088	1.0304713	-0.6257353	35_22167	Rep: Laccase - Liriodendron tulipifera	UniRef90_O24042	"CHR5V7|COORD:24185298..24187449| LAC17 (laccase 17); copper ion binding / oxidoreductase"	AT5G60020.1	CHR05V5|COORD:22450351..22452916|protein L-ascorbate oxidase precursor, putative, expressed	LOC_Os05g38420.1	"no descriptionvery weakly similar to (99.0)AT5G60020| Symbols: LAC17 | LAC17 (laccase 17); copper ion binding / oxidoreductase | chr5:24185298-24187449 FORWARDnot assigned Cu-oxidase_2"	secondary metabolism.simple phenols	16_10

CUST_17751_PI404877155	2	0.17113781	0.2953415	-0.14248466	-0.012008667	-0.046194077	0.012009621	HV10P15u_at	plasma membrane H+-ATPase [Oryza sativa (japonica cultivar-group)]	CAD29314.1	ATPase, plasma membrane-type, putative / proton pump, putative	At3g60330.1	protein plasma-membrane proton-efflux P-type ATPase	Os03g01120	"ATPase, plasma membrane-type, putative / proton pump, putative, similar to P-type H(+)-transporting ATPase from Nicotiana plumbaginifolia (SP:Q08435, SP:Q08436), Lycopersicon esculentum (GI:5901757, SP:P22180), Solanum tuberosum (GI:435003); contains Inte"	transport.p- and v-ATPases	34_1

CUST_94274_PI403524517	2	0.06887531	0.24697495	0.055264473	-0.17630577	-0.05526352	-0.14967918	35_26951	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10QC4	"CHR2V7|COORD:7997850..7999670| similar to Os03g0201700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001049299.1); similar to Unknown (protein for"	AT2G18410.1	CHR03V5|COORD:5303750..5307442|protein expressed protein	LOC_Os03g10460.1	no descriptionvery weakly similar to (95.9)AT2G18410| Symbols:  | similar to Os03g0201700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001049299.1) | chr2:7997850-7999285 FORWARD	not assigned.unknown	35_2

CUST_78876_PI403524517	2	-0.16866684	0.09043217	0.010712624	-0.07141876	-0.01071167	0.0985651	35_22620	"Cluster: PLRR-4 polymorphic leucine-rich repeat protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: PLRR-4 polymorphic leucine-rich repeat protein-li"	UniRef90_Q5N855	"CHR3|COORD:21946256..21951227| nucleotide-sugar transporter family protein, low similarity to SP:P78382 CMP-sialic acid transporter {Homo sapiens}; contains Pfa"	AT3G59360.2	CHR01V5|COORD:39411930..39417878|protein nucleotide-sugar transporter/ sugar porter, putative, expressed	LOC_Os01g67330.2	no descriptionweakly similar to ( 103)AT2G43240| Symbols:  | nucleotide-sugar transporter | chr2:17978357-17982377 REVERSEnot assigned	transporter.sugars	34_2

CUST_16689_PI403524517	2	0.04956913	0.5966282	-0.049568653	-0.3163433	-0.20180178	0.054118156	35_4818	"Cluster: PAPA-1-like conserved region family protein, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: PAPA-1-like conserved region family protein, e"	UniRef90_Q2QNL8	CHR1V7|COORD:11399903..11405702| actin binding	AT1G31810.1	CHR12V5|COORD:22942656..22939381|protein PAPA-1-like conserved region family protein, expressed	LOC_Os12g37430.3	no description	not assigned.unknown	35_2

CUST_159995_PI403524517	2	0.050670624	3.10421E-4	-3.10421E-4	-0.20193624	0.27000666	-0.10572529	35_44652	"Cluster: Hypothetical protein; n=1; Burkholderia pseudomallei 1710b|Rep: Hypothetical protein - Burkholderia pseudomallei (strain 1710b)"	UniRef90_Q3JS13		0	CHR07V5|COORD:14064009..14063353|protein ligA, putative	LOC_Os07g24730.1	no description	not assigned.unknown	35_2

CUST_50914_PI403524517	2	0.017467499	0.17319107	0.0674324	-0.04044342	-0.017465591	-0.08202553	35_14522	"Cluster: Translationally-controlled tumor protein homolog; n=2; Triticeae|Rep: Translationally-controlled tumor protein homolog - Hordeum vulgare (Barley)"	UniRef90_Q9M5G3	CHR3V7|COORD:5669715..5670735| TCTP (TRANSLATIONALLY CONTROLLED TUMOR PROTEIN)	AT3G16640.1	CHR11V5|COORD:26006355..26004130|protein translationally-controlled tumor protein, putative, expressed	LOC_Os11g43900.1	no descriptionmoderately similar to ( 241)AT3G16640| Symbols: TCTP | TCTP (TRANSLATIONALLY CONTROLLED TUMOR PROTEIN) | chr3:5669715-5670735 REVERSEmoderately similar to ( 313)TCTP_HORVUTranslationally-controlled tumor protein homolog - Hordeum vulgare (Barley)not assigned TCTP	not assigned.no ontology	35_1

CUST_63275_PI403524517	2	0.00965786	-0.20044613	-0.0096588135	-0.069675446	0.031152725	0.07941818	35_18065	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q84T74	"CHR3V7|COORD:649993..650556| Identical to UPF0131 protein At3g02910 [Arabidopsis Thaliana] (GB:Q9M8T3); similar to unknown protein [Arabidopsis thaliana]"	AT3G02910.1	CHR03V5|COORD:35912483..35913584|protein expressed protein	LOC_Os03g63700.1	" no descriptionweakly similar to ( 152)AT3G02910| Symbols:  | Identical to UPF0131 protein At3g02910 [Arabidopsis Thaliana] (GB:Q9M8T3); similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G46720.1); similar to Os03g0854000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001051934.1); similar to Uncharacterised protein family containing protein, expressed [Oryza sativa (japonica cultivar-group)] (GB:ABG22357.1); similar to Os11g0139900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001065707.1); contains InterPro domain Protein of unknown function UPF0131; (InterPro:IPR005347) | chr3:649993-650556 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned AIG2 PRK12323 PRK07003 PRK09169 Gag_spuma PRK07764 PRK12678 COG2105 "	not assigned.unknown	35_2

CUST_37698_PI403524517	2	-0.021259308	0.050091743	-0.1515503	-0.038036346	0.021259308	0.054898262	35_10854	0	0	0	0	CHR03V5|COORD:34717810..34718690|protein expressed protein	LOC_Os03g61240.1	no description	not assigned.unknown	35_2

CUST_45359_PI403524517	2	0.20974207	-0.024145603	0.0056524277	-0.0056524277	-0.31677723	0.5534482	35_13001	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_3565_PI403524517	2	0.11688614	0.35004044	0.010872841	-0.06997967	-0.10513115	-0.010873795	35_971	"Cluster: Putative RUB1 conjugating enzyme; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative RUB1 conjugating enzyme - Oryza sativa (japonica cultivar-g"	UniRef90_Q6ZD28	CHR2V7|COORD:8080419..8081647| RUB1-conjugating enzyme, putative	AT2G18600.1	CHR08V5|COORD:17383258..17380166|protein NEDD8-conjugating enzyme Ubc12-like, putative, expressed	LOC_Os08g28680.1	 no descriptionmoderately similar to ( 289)AT2G18600| Symbols:  | RUB1-conjugating enzyme, putative | chr2:8080419-8081647 REVERSEvery weakly similar to (89.4)UBC2_MEDSAUbiquitin-conjugating enzyme E2-17 kDa - Medicago sativa (Alfalfa)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned UQ_con COG5078 UBCc UBCc 	protein.degradation.ubiquitin.E2	29_5_11_3

CUST_54433_PI403524517	2	0.12685108	-0.09566116	-0.08478069	0.110422134	0.013151169	-0.013151169	35_15495	"Cluster: Putative stress-induced protein sti1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative stress-induced protein sti1 - Oryza sativa (japonica"	UniRef90_Q6H660	CHR1V7|COORD:23234691..23237045| stress-inducible protein, putative	AT1G62740.1	CHR02V5|COORD:25889630..25894062|protein heat shock protein STI, putative, expressed	LOC_Os02g43020.1	 no descriptionhighly similar to ( 695)AT1G62740| Symbols:  | stress-inducible protein, putative | chr1:23234691-23237045 FORWARDhighly similar to ( 592)STIP_SOYBNHeat shock protein STI - Glycine max (Soybean)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TPR NrfG PRK12323 Tymo_45kd_70kd PRK07003 APC_basic DUF566 TadD TT_ORF1 Herpes_UL56 PRK12678 HPC2 PRK07764 COG4976 Atrophin-1 IER MAP65_ASE1 Gag_spuma KAR9 COG4235 	stress	20

CUST_53422_PI403524517	2	-0.019854546	-0.29701042	-0.065758705	0.07054615	0.019853592	0.030665398	35_15198	"Cluster: Cytosolic monodehydroascorbate reductase; n=3; Oryza sativa|Rep: Cytosolic monodehydroascorbate reductase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q9XFZ3	"CHR3V7|COORD:19612455..19615344| ATMDAR1 (MONODEHYDROASCORBATE REDUCTASE 1); monodehydroascorbate reductase (NADH)"	AT3G52880.1	CHR09V5|COORD:22644422..22648010|protein monodehydroascorbate reductase, putative, expressed	LOC_Os09g39380.1	"no descriptionhighly similar to ( 647)AT3G52880| Symbols: ATMDAR1 | ATMDAR1 (MONODEHYDROASCORBATE REDUCTASE 1); monodehydroascorbate reductase (NADH) | chr3:19612455-19615344 REVERSEhighly similar to ( 645)MDAR_PEAMonodehydroascorbate reductase - Pisum sativum (Garden pea)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pyr_redox_2 HcaD NirB PRK09754 Lpd PRK09564 PRK06416 Ndh PRK06116 PRK05976 TrxB PRK07818 Pyr_redox PRK04965 PRK06292 PRK06327 PRK05249 PRK06370 PRK07846 PRK11749 PRK06467 PRK07845 PRK06115 PRK12831 PRK07251 PRK10262 acoL gltD GltD PRK08010 PRK12770 AhpF"	redox.ascorbate and glutathione	21_2

CUST_108752_PI403524517	2	0.05090618	0.06005478	-0.055877686	-0.44269133	0.1938448	-0.05090618	35_30925	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_48210_PI403524517	2	-0.023992538	-1.1441088	-0.17394829	0.05558014	0.023991585	0.13377571	35_13783	"Cluster: Os01g0835900 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0835900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JHY5	CHR5V7|COORD:24068875..24069186| histone H4	AT5G59690.1	CHR10V5|COORD:20690219..20689571|protein histone H4, putative, expressed	LOC_Os10g39410.1	no descriptionweakly similar to ( 162)AT5G59970| Symbols:  | histone H4 | chr5:24163578-24163889 REVERSEweakly similar to ( 162)H4_PEAHistone H4 - Pisum sativum (Garden pea)not assigned not assigned H4 H4 HHT1 Histone	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_28301_PI403524517	2	0.059129715	0.4054327	0.05461979	-0.10449028	-0.054618835	-0.055318832	35_8181	"Cluster: Hypothetical protein P0604E01.3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0604E01.3 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6YYY1	"CHR3V7|COORD:16804840..16808365| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G45760.1); similar to S-M checkpoint control protein CID1 and"	AT3G45750.1	CHR08V5|COORD:27881215..27887412|protein expressed protein	LOC_Os08g44560.1	"no descriptionweakly similar to ( 111)AT3G45750| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G45760.1); similar to S-M checkpoint control protein CID1 and related nucleotidyltransferases (ISS) [Ostreococcus tauri] (GB:CAL55446.1); similar to Os09g0570600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001063988.1); similar to Os08g0559900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001062505.1); contains InterPro domain PAP/25A core; (InterPro:IPR001201) | chr3:16804840-16808365 REVERSEnot assigned TRF4"	not assigned.unknown	35_2

CUST_119247_PI403524517	2	-0.2055521	0.14505053	0.25020933	-0.08180094	-0.3387189	0.08180094	35_33746	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_13973_PI403524517	2	-0.32183743	-1.5403957	-0.0036039352	0.44928455	0.32453728	0.0036039352	35_4005	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53PY3	"CHR5V7|COORD:7502712..7503140| Identical to Protein At5g22580 [Arabidopsis Thaliana] (GB:Q9FK81); similar to stable protein 1-related [Arabidopsis thaliana]"	AT5G22580.1	CHR11V5|COORD:2340541..2339475|protein pop3 peptide, putative, expressed	LOC_Os11g05290.1	"no descriptionweakly similar to ( 101)AT5G22580| Symbols:  | Identical to Protein At5g22580 [Arabidopsis Thaliana] (GB:Q9FK81); similar to stable protein 1-related [Arabidopsis thaliana] (TAIR:AT3G17210.1); similar to hypothetical protein [Cucumis melo] (GB:BAD93607.1); contains InterPro domain Stress responsive alpha-beta barrel; (InterPro:IPR013097); contains InterPro domain Dimeric alpha-beta barrel; (InterPro:IPR011008) | chr5:7502712-7503140 FORWARDDabb"	not assigned.unknown	35_2

CUST_95359_PI403524517	2	0.087254524	-0.6960535	-0.10057831	-0.022470474	0.13342762	0.022471428	35_27251	"Cluster: Surfeit 1, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Surfeit 1, putative, expressed - Oryza sativa (japonica cultivar-group"	UniRef90_Q10QD6	CHR3V7|COORD:6133587..6136059| SURF1 (SURFEIT 1)	AT3G17910.1	CHR03V5|COORD:5265959..5262568|protein SURF1, putative, expressed	LOC_Os03g10360.1	no descriptionmoderately similar to ( 236)AT3G17910| Symbols: SURF1 | SURF1 (SURFEIT 1) | chr3:6133587-6136059 FORWARDnot assigned COG3346 SURF1	mitochondrial electron transport / ATP synthesis.cytochrome c oxidase	9_7

CUST_17217_PI404877155	2	-0.02940178	-0.22996712	-0.030838966	0.029400826	0.1257534	0.06686401	HT08E21u_s_at	putative snRNP protein [Oryza sativa]	AAK38497.1	DEAD box RNA helicase, putative	At2g33730.1	protein transposon protein, putative, CACTA, En/Spm sub-class	Os03g50090	putative snRNP protein	RNA.processing.RNA helicase	27_1_2

CUST_54905_PI403524517	2	-0.0034561157	-0.45794964	-0.07239056	0.003455162	0.057422638	0.03331089	35_15627	"Cluster: Iron sulfur subunit of succinate dehydrogenase precursor; n=3; Poaceae|Rep: Iron sulfur subunit of succinate dehydrogenase precursor - Zea mays (Maize)"	UniRef90_Q9XGC8	CHR5V7|COORD:16298690..16300524| SDH2-2 (succinate dehydrogenase 2-2)	AT5G40650.1	CHR08V5|COORD:1088345..1084809|protein succinate dehydrogenase iron-sulfur protein,mitochondrial precursor, putative, expressed	LOC_Os08g02640.4	no descriptionmoderately similar to ( 411)AT5G40650| Symbols: SDH2-2 | SDH2-2 (succinate dehydrogenase 2-2) | chr5:16298690-16300524 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned sdhB FrdB PRK12575 PRK12577 PRK12576 PRK12385 PRK06259 PRK12386 sdhB PRK07570 APC_basic PRK07003 PRK12323 HPC2 Herpes_BLLF1 Tymo_45kd_70kd Atrophin-1 PRK07764 MAP65_ASE1 Pneumo_att_G	TCA / org. transformation.TCA.succinate dehydrogenase	8_1_7

CUST_5888_PI404877155	2	-1.0078044	-1.173655	1.1861348	0.66000223	0.7633872	-0.66000223	Contig18026_at	AMP-binding protein, putative [Arabidopsis thaliana] pir||C86348 probable amp-binding protein [imported] - Arabidopsis thaliana	NP_173573.1	AMP-binding protein, putative	At1g21540.1	protein AMP-binding enzyme, putative	Os09g38350	"AMP-binding protein, putative, strong similarity to AMP-binding protein GI:1903034 from (Brassica napus); contains Pfam AMP-binding domain PF00501; identical to cDNA adenosine monophosphate binding protein 9 AMPBP9 (AMPBP9) GI:20799726"	lipid metabolism.FA synthesis and FA elongation.acyl coa ligase	11_1_08

CUST_25791_PI399408534	2	0.42515755	0.08011627	-0.19919395	-0.08011627	-0.15041828	0.2965393	35_10361	Rep: Floral homeotic protein - Triticum aestivum (Wheat)	UniRef90_Q5Y386	"CHR4V7|COORD:17400995..17403137| AP2 (APETALA 2); transcription factor"	AT4G36920.1	CHR03V5|COORD:34297664..34301257|protein floral homeotic protein, putative, expressed	LOC_Os03g60430.1	" no descriptionmoderately similar to ( 290)AT4G36920| Symbols: FLO2, FL1, AP2 | AP2 (APETALA 2); transcription factor | chr4:17400995-17403137 FORWARDweakly similar to ( 162)BBM2_BRANAProtein BABY BOOM 2 - Brassica napus (Rape)not assigned not assigned AP2 AP2 AP2 PRK07003 PRK12323 "	RNA.regulation of transcription.AP2/EREBP, APETALA2/Ethylene-responsive element binding protein family	27_3_3

CUST_179503_PI403524517	2	0.023303032	-0.048028946	0.04127264	-0.023303509	0.27450705	-0.28961325	35_49924	Rep: OSIGBa0099L20.5 protein - Oryza sativa (Rice)	UniRef90_Q01K31	"CHR3V7|COORD:2507901..2508662| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G25340.1); similar to At3g07860 [Medicago truncatula]"	AT3G07860.1	CHR04V5|COORD:33637664..33639994|protein conserved hypothetical protein	LOC_Os04g56770.1	"no descriptionweakly similar to ( 142)AT3G07860| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G25340.1); similar to At3g07860 [Medicago truncatula] (GB:ABE78159.1); contains domain no description (G3D.3.10.20.90); contains domain Ubiquitin-like (SSF54236) | chr3:2507901-2508662 FORWARD"	not assigned.unknown	35_2

CUST_82067_PI403524517	2	-0.024493217	0.15128708	0.16723919	-0.24392319	0.024492264	-0.3359661	35_23541	"Cluster: Putative 3-deoxy-manno-octulosonate cytidylyltransferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative 3-deoxy-manno-octulosonate cytidyly"	UniRef90_Q688Y2	CHR1V7|COORD:19748998..19750801| cytidylyltransferase family	AT1G53000.1	CHR05V5|COORD:27856074..27852857|protein 3-deoxy-manno-octulosonate cytidylyltransferase, putative, expressed	LOC_Os05g48750.1	no descriptionweakly similar to ( 135)AT1G53000| Symbols:  | cytidylyltransferase family | chr1:19748998-19750801 REVERSEnot assigned PRK05450 KdsB CTP_transf_3 NeuA SpsF	not assigned.no ontology	35_1

CUST_15752_PI399408534	2	0.3753481	-0.22403145	-0.108068466	0.030878067	-0.028471947	0.028470993	35_17759	"Cluster: Putative 2-oxoglutarate-dependent oxygenase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative 2-oxoglutarate-dependent oxygenase - Oryza sativ"	UniRef90_Q656N1	CHR1V7|COORD:2032365..2033774| 2-oxoglutarate-dependent dioxygenase, putative	AT1G06640.1	CHR06V5|COORD:8040832..8037377|protein 1-aminocyclopropane-1-carboxylate oxidase, putative, expressed	LOC_Os06g14400.1	 no descriptionmoderately similar to ( 233)AT1G03400| Symbols:  | 2-oxoglutarate-dependent dioxygenase, putative | chr1:842894-844157 REVERSEweakly similar to ( 187)DV4H_CATRODeacetoxyvindoline 4-hydroxylase - Catharanthus roseus (Rosy periwinkle) (Madagascar periwinkle)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PcbC 2OG-FeII_Oxy PRK12323 Atrophin-1 PRK12678 Tymo_45kd_70kd PRK07003 DUF1421 PRK07764 AF-4 TT_ORF1 Extensin_2 HPC2 DUF1509 Herpes_BLLF1 GRASP55_65 PRK05648 APC_basic Pneumo_att_G Drf_FH1 Herpes_glycop_D PRK08853 DUF566 DUF605 KAR9 Herpes_UL32 FimV PRK12495 PRK06132 Coprinus_mating Gag_spuma 	hormone metabolism.ethylene.synthesis-degradation	17_5_1

CUST_32145_PI403524517	2	0.38048935	0.46694946	-0.15816116	-0.14378834	-0.11518192	0.11518097	35_9270	"Cluster: Hypothetical protein OJ1458_B07.110; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1458_B07.110 - Oryza sativa (japonica cult"	UniRef90_Q7XIP5	"CHR3V7|COORD:4937417..4939317| CYP72A15 (cytochrome P450, family 72, subfamily A, polypeptide 15); oxygen binding"	AT3G14690.1	CHR07V5|COORD:26843026..26848635|protein cytochrome P450 family protein, expressed	LOC_Os07g45000.1	no descriptionnot assigned not assigned p450	not assigned.unknown	35_2

CUST_77337_PI403524517	2	0.07692909	-0.27267456	0.05934143	-0.12820148	-0.051919937	0.051919937	35_22165	"Cluster: Transcriptional factor B3-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Transcriptional factor B3-like - Oryza sativa (japonica cultivar-group"	UniRef90_Q69V36	CHR3V7|COORD:6637561..6639041| DNA binding	AT3G19184.1	CHR06V5|COORD:4761005..4763619|protein DNA binding protein, putative, expressed	LOC_Os06g09420.1	no descriptionvery weakly similar to (93.2)AT3G19184| Symbols:  | DNA binding | chr3:6637561-6639041 FORWARDB3	not assigned.no ontology	35_1

CUST_18975_PI403524517	2	0.043489456	-0.14414597	-0.02254486	0.02254486	0.09696007	-0.053792953	35_5497	"Cluster: Putative purine nucleotide binding protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative purine nucleotide binding protein - Oryza sativa"	UniRef90_Q69ST5	"CHR5V7|COORD:7406590..7408512| EMB1705 (EMBRYO DEFECTIVE 1705); ATP binding"	AT5G22370.1	CHR02V5|COORD:20960818..20957070|protein ATP binding domain 1 family, member B, putative, expressed	LOC_Os02g34950.1	"no descriptionmoderately similar to ( 479)AT5G22370| Symbols: EMB1705 | EMB1705 (EMBRYO DEFECTIVE 1705); ATP binding | chr5:7406590-7408512 FORWARDnot assigned not assigned not assigned ATP_bind_1 COG1100"	not assigned.no ontology	35_1

CUST_3894_PI403524517	2	0.08705616	-0.2713375	-0.04005432	0.08303833	0.019248009	-0.019248009	35_1078	"Cluster: Mitochondrial ATP synthase 6 KD subunit; n=3; Oryza sativa (japonica cultivar-group)|Rep: Mitochondrial ATP synthase 6 KD subunit - Oryza sativa (japon"	UniRef90_Q9AYP0	CHR5|COORD:24032700..24033726| expressed protein	AT5G59613.1	CHR03V5|COORD:22693876..22697983|protein expressed protein	LOC_Os03g40920.1	"no descriptionvery weakly similar to (61.2)AT5G59613| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G46430.1); similar to mitochondrial ATP synthase 6 KD subunit [Oryza sativa (japonica cultivar-group)] (GB:BAB21526.1) | chr5:24033388-24033726 REVERSE"	not assigned.unknown	35_2

CUST_163744_PI403524517	2	0.0462265	0.0130672455	-0.0130672455	-0.016195297	0.030895233	-0.07814407	35_45655	"Cluster: 60S ribosomal protein L5-1; n=4; Oryza sativa|Rep: 60S ribosomal protein L5-1 - Oryza sativa (Rice)"	UniRef90_P49625	"CHR3V7|COORD:9270810..9272564| ATL5 (A. THALIANA RIBOSOMAL PROTEIN L5); structural constituent of ribosome"	AT3G25520.1	CHR01V5|COORD:39300493..39303386|protein 60S ribosomal protein L5-1, putative, expressed	LOC_Os01g67134.1	no descriptionvery weakly similar to (92.0)AT5G39740| Symbols:  | 60S ribosomal protein L5 (RPL5B) | chr5:15920593-15922413 FORWARDvery weakly similar to (93.6)RL51_ORYSAnot assigned	protein.synthesis.misc ribososomal protein	29_2_2

CUST_25288_PI403524517	2	0.11424732	-0.0039863586	0.0039863586	-0.0077733994	-0.030643463	0.16652107	35_7330	"Cluster: Putative RING-H2 finger protein RHG1a; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative RING-H2 finger protein RHG1a - Oryza sativa (japonica"	UniRef90_Q67UX1	CHR5|COORD:8544788..8547116| zinc finger (C3HC4-type RING finger) family protein, similar to Pfam domain, PF00097: Zinc finger, C3HC4 type (RING finger)	AT5G24870.2	CHR02V5|COORD:2791242..2795469|protein protein binding protein, putative, expressed	LOC_Os02g05692.1	no descriptionweakly similar to ( 169)AT5G24870| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr5:8545011-8546926 REVERSEnot assigned not assigned COG5540 RING	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_10594_PI403524517	2	0.22716284	-1.1627779	-0.07007122	0.3131895	0.07007074	-0.20051575	35_2990	"Cluster: Putative thylakoid lumenal 16.5 kDa protein, chloroplast; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative thylakoid lumenal 16.5 kDa protein,"	UniRef90_Q5Z8V3	CHR4V7|COORD:1112335..1114005| chloroplast thylakoid lumen protein	AT4G02530.1	CHR06V5|COORD:29788100..29789678|protein thylakoid lumenal 16.5 kDa protein, chloroplast precursor, putative, expressed	LOC_Os06g49160.1	no descriptionvery weakly similar to (96.3)AT4G02530| Symbols:  | chloroplast thylakoid lumen protein | chr4:1112335-1114005 REVERSEnot assigned not assigned not assigned PRK12323 PRK12678	not assigned.no ontology	35_1

CUST_22528_PI403524517	2	0.0124025345	-0.0124025345	0.058312416	0.20781422	-0.2075181	-0.07766533	35_6544	"Cluster: Red chlorophyll catabolite reductase; n=1; Festuca pratensis|Rep: Red chlorophyll catabolite reductase - Festuca pratensis"	UniRef90_Q1ELF2	CHR4V7|COORD:17442621..17443756| ACD2 (ACCELERATED CELL DEATH 2)	AT4G37000.1	CHR10V5|COORD:12556910..12554947|protein red chlorophyll catabolite reductase, putative, expressed	LOC_Os10g25030.1	 no descriptionweakly similar to ( 197)AT4G37000| Symbols: ATRCCR, ACD2 | ACD2 (ACCELERATED CELL DEATH 2) | chr4:17442621-17443756 FORWARDmoderately similar to ( 378)RCCR_HORVURed chlorophyll catabolite reductase - Hordeum vulgare (Barley)not assigned not assigned RCC_reductase PRK12323 	stress.biotic	20_1

CUST_69407_PI403524517	2	-0.0072774887	0.27402115	-0.13703442	-0.08356285	0.15437317	0.007276535	35_19859	Rep: Putative salt-inducible protein kinase - Zea mays (Maize)	UniRef90_Q5XZE6	"CHR1|COORD:3195826..3200293| similar to shaggy-related protein kinase kappa, putative / ASK-kappa, putative [Arabidopsis thaliana] (TAIR:At1g57870.1); similar t"	AT1G09840.4	CHR03V5|COORD:35330995..35324715|protein shaggy-related protein kinase kappa, putative, expressed	LOC_Os03g62500.1	no descriptionmoderately similar to ( 302)AT1G09840| Symbols:  | shaggy-related protein kinase kappa / ASK-kappa (ASK10) | chr1:3196116-3199526 REVERSEmoderately similar to ( 265)MSK1_TOBACShaggy-related protein kinase NtK-1 - Nicotiana tabacum (Common tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc Pkinase S_TKc SPS1	protein.postranslational modification	29_4

CUST_20194_PI403524517	2	0.061638832	-0.20969963	-0.037608147	-0.009924889	0.009924889	0.08099842	35_5853	"Cluster: Putative Rubisco subunit binding-protein beta subunit; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Rubisco subunit binding-protein beta s"	UniRef90_Q7F1V1	CHR3|COORD:4180582..4183982| expressed protein, contains Pfam profile PF04146: YT521-B-like family	AT3G13060.1	CHR08V5|COORD:7556846..7552756|protein YT521-B-like family protein, expressed	LOC_Os08g12760.2	no descriptionmoderately similar to ( 304)AT3G13060| Symbols: ECT5 | ECT5 | chr3:4180632-4183304 FORWARDnot assigned not assigned YTH	not assigned.unknown	35_2

CUST_65981_PI403524517	2	0.004070282	0.66512394	0.0070619583	-0.0040712357	-0.1281681	-0.048649788	35_18846	"Cluster: Hypothetical protein; n=3; Arabidopsis thaliana|Rep: Hypothetical protein - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q8LA75	CHR4|COORD:6260320..6263178| expressed protein	AT4G10000.2	CHR08V5|COORD:27805368..27808318|protein glutathione S-transferase, N-terminal domain containing protein, expressed	LOC_Os08g44400.1	"no descriptionmoderately similar to ( 377)AT4G10000| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G03880.1); similar to hypothetical protein ABO_1568 [Alcanivorax borkumensis SK2] (GB:YP_693288.1); contains InterPro domain Thioredoxin-like fold; (InterPro:IPR012336); contains InterPro domain Thioredoxin fold; (InterPro:IPR012335) | chr4:6260704-6263050 REVERSEGST_N_2GST_N GST_N_family Gst"	not assigned.unknown	35_2

CUST_39037_PI403524517	2	0.11319542	-0.8332653	-0.113194466	0.3146038	0.45010948	-0.18112183	35_11229	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_116121_PI403524517	2	-1.0220814	0.15648079	-1.058279	-0.010187149	0.069747925	0.010186195	35_32926	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_21481_PI399408534	2	0.48928928	-0.53931713	0.20822191	-0.19042253	0.19042301	-0.27511883	35_38886	"Cluster: Putative WD-40 repeat protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative WD-40 repeat protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q651E0	CHR5V7|COORD:23573338..23575220| MSI1 (MULTICOPY SUPRESSOR OF IRA1)	AT5G58230.1	CHR09V5|COORD:21275966..21280139|protein WD-40 repeat protein MSI1, putative, expressed	LOC_Os09g36900.1	 no descriptionweakly similar to ( 108)AT5G58230| Symbols: MEE70, MSI1 | MSI1 (MULTICOPY SUPRESSOR OF IRA1) | chr5:23573338-23575220 FORWARDnot assigned not assigned not assigned not assigned not assigned 	development.unspecified	33_99

CUST_161639_PI403524517	2	0.13980484	0.23063755	-0.004299164	-0.33763742	0.004298687	-0.045722008	35_45091	"Cluster: Hypothetical protein P0450E05.22; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0450E05.22 - Oryza sativa (japonica cultivar-g"	UniRef90_Q69IM4	"CHR2V7|COORD:19276747..19279056| similar to PREDICTED: similar to CG7927-PA [Tribolium castaneum] (GB:XP_973489.1); similar to Os09g0514900 [Oryza sativa"	AT2G46900.1	CHR09V5|COORD:20053294..20057236|protein expressed protein	LOC_Os09g33970.1	no description	not assigned.unknown	35_2

CUST_37537_PI403524517	2	0.040433407	0.283576	-0.040433407	-0.046378136	-0.20672178	0.75640345	35_10811	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_116872_PI403524517	2	0.08856487	-0.64864826	0.013801575	-0.013801575	0.66940975	-0.041031837	35_33128	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_5958_PI404877155	2	0.28835964	-1.0703411	-0.38879013	0.34957695	0.26593685	-0.2659378	Contig1815_at	chlorophyll a/b-binding protein type III precursor - tomato prf||1609235A chlorophyll a/b binding protein	S04125	chlorophyll A-B binding protein / LHCI type III (LHCA3.1)	At1g61520.1	protein chlorophyll a/b binding protein.	Os02g10390	light-harvesting chlorophyll a/b binding protein	PS.lightreaction.photosystem I.LHC-I	1_01_02_01

CUST_137748_PI403524517	2	-0.22793388	-0.06685543	-0.057841778	0.33320332	0.0578413	0.22477674	35_38628	Rep: OSIGBa0131J24.5 protein - Oryza sativa (Rice)	UniRef90_Q01MT8	CHR3V7|COORD:2245695..2250083| protein transport protein Sec24, putative	AT3G07100.1	CHR04V5|COORD:1845051..1852374|protein protein transport protein Sec24-like, putative, expressed	LOC_Os04g04020.1	 no descriptionvery weakly similar to (73.2)AT3G07100| Symbols:  | protein transport protein Sec24, putative | chr3:2245695-2250083 REVERSEnot assigned 	protein.targeting.secretory pathway.golgi	29_3_4_2

CUST_40870_PI403524517	2	0.13804722	-0.15061092	0.010201454	-0.11732578	-0.0102005005	0.044527054	35_11754	"Cluster: Putative Bplo; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Bplo - Oryza sativa (japonica cultivar-group)"	UniRef90_Q9LX04	"CHR4V7|COORD:7349938..7352865| SKU5 (skewed 5); copper ion binding"	AT4G12420.1	CHR06V5|COORD:300812..296160|protein monocopper oxidase precursor, putative, expressed	LOC_Os06g01490.1	"no descriptionmoderately similar to ( 322)AT4G12420| Symbols: SKU5 | SKU5 (skewed 5); copper ion binding | chr4:7349938-7352865 REVERSEweakly similar to ( 179)NTP3_TOBACnot assigned Cu-oxidase"	not assigned.no ontology	35_1

CUST_114232_PI403524517	2	-0.041703224	-0.5979233	-0.04274273	0.10549736	0.12594128	0.041703224	35_32418	0	0		0	CHR02V5|COORD:21184800..21185279|protein conserved hypothetical protein	LOC_Os02g35260.1	no description	not assigned.unknown	35_2

CUST_6350_PI403524517	2	0.2459445	0.24935961	0.029652596	-0.13183212	-0.029652596	-0.18638039	35_1759	"Cluster: Beta-D-glucan exohydrolase isoenzyme ExoI; n=3; Hordeum vulgare|Rep: Beta-D-glucan exohydrolase isoenzyme ExoI - Hordeum vulgare var. distichum (Two-ro"	UniRef90_Q9XEI3	CHR5|COORD:7107378..7111311| glycosyl hydrolase family 3 protein, beta-D-glucan exohydrolase, Nicotiana tabacum, EMBL:AB017502	AT5G20950.2	CHR03V5|COORD:30833458..30838449|protein periplasmic beta-glucosidase precursor, putative, expressed	LOC_Os03g53860.4	no descriptionmoderately similar to ( 327)AT5G20950| Symbols:  | glycosyl hydrolase family 3 protein | chr5:7107611-7110777 REVERSEBglX Glyco_hydro_3	cell wall.degradation.cellulases and beta -1,4-glucanases	10_6_1

CUST_141065_PI403524517	2	0.16406393	-0.9383302	-0.24519253	0.97615576	-0.07308817	0.07308769	35_39547	"Cluster: Putative inorganic pyrophosphatase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative inorganic pyrophosphatase - Oryza sativa (japonica cultiv"	UniRef90_Q75L10	CHR3V7|COORD:19892469..19894286| inorganic pyrophosphatase, putative (soluble) / pyrophosphate phospho-hydrolase, putative / PPase, putative	AT3G53620.1	CHR05V5|COORD:721008..717697|protein soluble inorganic pyrophosphatase, putative, expressed	LOC_Os05g02310.1	 no descriptionweakly similar to ( 199)AT3G53620| Symbols: ATPPA4 | inorganic pyrophosphatase, putative (soluble) / pyrophosphate phospho-hydrolase, putative / PPase, putative | chr3:19892469-19894286 FORWARDweakly similar to ( 187)IPYR_ORYSAnot assigned pyrophosphatase Ppa PRK02230 Pyrophosphatase PRK01250 PRK00642 	nucleotide metabolism.phosphotransfer and pyrophosphatases.misc	23_4_99

CUST_177537_PI403524517	2	0.014636993	0.27766132	0.040480614	-0.08422184	-0.01463604	-0.019482613	35_49384	"Cluster: Os03g0266200 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os03g0266200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DT68	CHR2V7|COORD:12653712..12656771| enolase, putative	AT2G29560.1	CHR03V5|COORD:8784155..8779514|protein enolase, putative, expressed	LOC_Os03g15950.1	no description	not assigned.unknown	35_2

CUST_95310_PI403524517	2	0.12600231	-0.40839386	-0.2109394	0.016919136	-0.016730309	0.016729355	35_27238	"Cluster: Hypothetical protein P0412C04.14-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0412C04.14-1 - Oryza sativa (japonica cultiv"	UniRef90_Q654G8	0	0	CHR06V5|COORD:7487067..7495669|protein expressed protein	LOC_Os06g13570.1	no description	not assigned.unknown	35_2

CUST_14602_PI399408534	2	-0.09383392	0.09809685	-0.04276371	-0.14443207	0.04276371	0.0490942	35_49383	"Cluster: Transposon protein, putative, CACTA, En/Spm sub-class, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Transposon protein, putative,"	UniRef90_Q337X8	"CHR5V7|COORD:19253046..19257823| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G17410.1); similar to hypothetical protein 31.t00039 [Brassica"	AT5G47430.1	CHR10V5|COORD:15031169..15039671|protein expressed protein	LOC_Os10g29560.1	"no descriptionweakly similar to ( 186)AT5G47430| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G17410.1); similar to hypothetical protein 31.t00039 [Brassica oleracea] (GB:ABD65123.1); similar to hypothetical protein 24.t00020 [Brassica oleracea] (GB:ABD64942.1); contains domain RING/U-box (SSF57850); contains domain Retrovirus zinc finger-like domains (SSF57756); contains domain RETINOBLASTOMA-BINDING PROTEIN 6 (PTHR15439); contains domain no description (G3D.4.10.60.10); contains domain no description (G3D.3.30.40.10) | chr5:19253046-19257374 REVERSEnot assigned not assigned"	not assigned.unknown	35_2

CUST_16265_PI403524517	2	0.13738823	0.51445246	0.03944969	-0.29143095	-0.11797142	-0.03945017	35_4688	"Cluster: Putative CTV.22; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative CTV.22 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7EZK6	"CHR1V7|COORD:5430441..5435916| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G10440.1); similar to Globin-like [Medicago truncatula]"	AT1G15780.1	CHR08V5|COORD:28172498..28162228|protein expressed protein	LOC_Os08g45080.1	"no descriptionweakly similar to ( 147)AT1G15780| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G10440.1); similar to Globin-like [Medicago truncatula] (GB:ABE79971.1); similar to Os08g0564800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001062533.1); similar to CTV.22 [Poncirus trifoliata] (GB:AAN62354.1); contains domain no description (G3D.1.10.246.20); contains domain Kix domain of CBP (creb binding protein) (SSF47040) | chr1:5430441-5435916 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned GAL11"	not assigned.unknown	35_2

CUST_56773_PI403524517	2	0.004181862	0.112672806	-0.004180908	-0.018172264	0.052310944	-0.08162403	35_16170	"Cluster: Tropinone reductase, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Tropinone reductase, putative, expressed - Oryza sativa (jap"	UniRef90_Q10NH1	CHR5V7|COORD:1824067..1825834| tropinone reductase, putative / tropine dehydrogenase, putative	AT5G06060.1	CHR03V5|COORD:8931296..8929009|protein tropinone reductase, putative, expressed	LOC_Os03g16230.2	 no descriptionmoderately similar to ( 305)AT5G06060| Symbols:  | tropinone reductase, putative / tropine dehydrogenase, putative | chr5:1824067-1825834 REVERSEvery weakly similar to (84.3)FABG3_BRANA3-oxoacyl-[acyl-carrier-protein] reductase 3, chloroplast precursor - Brassica napus (Rape)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK09242 fabG fabG fabG FabG PRK12826 PRK12829 PRK06124 PRK12827 PRK12429 fabG PRK06484 PRK08213 fabG PRK12939 PRK06935 PRK08265 PRK07814 PRK07523 PRK06172 PRK07856 PRK06841 PRK06138 PRK12824 fabG fabG PRK12745 PRK07479 PRK08589 PRK07478 PRK07069 PRK08936 PRK07063 PRK06500 PRK07097 PRK08226 PRK08324 PRK06398 fabG PRK07035 PRK07576 PRK07060 PRK09135 fabG PRK08085 PRK06113 PRK12937 PRK08277 PRK06949 PRK12935 PRK06346 PRK12743 PRK06200 benD fabG PRK12936 fabG PRK08220 PRK08063 PRK12828 DltE PRK06057 COG4221 adh_short PRK07774 PRK07074 PRK06171 PRK07326 PRK08643 PRK07062 PRK06198 PRK06114 PRK08993 PRK06523 PRK05867 PRK06122 fabG PRK12746 fabG PRK08628 PRK07067 PRK12481 PRK07890 PRK06128 PRK07831 PRK05875 fabG PRK07633 PRK07041 PRK12747 PRK07677 PRK08267 PRK06701 PRK07577 PRK12748 PRK12938 fabG PRK06123 PRK07370 PRK06181 PRK08339 PRK09134 PRK09072 PRK08945 FabI PRK08416 PRK07454 PRK06125 PRK05717 DltE PRK08340 PRK12742 PRK06947 PRK12744 PRK07201 PRK07825 PRK07791 fabG PRK07985 PRK08278 PRK12384 PRK09186 PRK05650 PRK05876 PRK05872 PRK08264 PRK06179 PRK12428 PRK08263 PRK08594 fabG PRK06194 PRK07533 PRK09730 PRK05855 PRK06182 PRK08690 PRK07109 PRK06180 PRK08219 PRK08251 PRK05866 PRK07102 PRK06483 PRK07832 KR PRK07024 PRK06482 PRK06139 PRK06940 PRK08703 PRK05693 PRK07806 PRK08159 PRK06079 PRK07023 PRK06997 PRK06914 PRK06196 PRK09291 PRK07984 PRK12859 PRK10538 PRK08415 PRK08303 PRK06505 PRK06101 PRK07578 PRK05854 PRK08177 PRK09009 WcaG PRK06924 PRK08017 PRK07775 PRK06300 	misc.nitrilases, *nitrile lyases, berberine bridge enzymes, reticuline oxidases, troponine reductases	26_8

CUST_137661_PI403524517	2	0.07699299	0.5665121	0.012221336	-0.084796906	-0.020083427	-0.012221336	35_38606	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_8073_PI399408534	2	0.50736094	-0.24516392	0.028759003	-0.028759003	-0.27774382	0.121760845	35_44767	Rep: Auxin-responsive protein IAA16 - Oryza sativa (Rice)	UniRef90_P0C127	"CHR1V7|COORD:19309339..19310799| IAA18 (indoleacetic acid-induced protein 18); transcription factor"	AT1G51950.1	CHR05V5|COORD:5308932..5310841|protein OsIAA16 - Auxin-responsive Aux/IAA gene family member, expressed	LOC_Os05g09480.1	"no descriptionvery weakly similar to (88.6)AT1G51950| Symbols: IAA18 | IAA18 (indoleacetic acid-induced protein 18); transcription factor | chr1:19309339-19310799 FORWARDweakly similar to ( 112)IAA16_ORYSAAUX_IAA"	hormone metabolism.auxin.induced-regulated-responsive-activated	17_2_3

CUST_29130_PI403524517	2	0.10071373	0.6050482	-0.100712776	-0.18631458	-0.4510708	0.13290787	35_8415	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_14891_PI404877155	2	0.027396202	-0.22980118	-0.03323555	0.22173214	-0.027397156	0.033465385	Contig8728_at	P-type ATPase [Hordeum vulgare]	CAC40033.1	calcium-transporting ATPase 4, endoplasmic reticulum-type (ECA4)	At1g07670.1	protein putative calcium ATPase	Os03g17310	P-type ATPase	signalling.calcium	30_3

CUST_20361_PI403524517	2	0.09333515	-0.90313387	0.07514334	-0.07514334	0.35192633	-0.23379135	35_5900	Rep: OSJNBb0003B01.9 protein - Oryza sativa (Rice)	UniRef90_Q7XPH4	"CHR2V7|COORD:9362070..9364038| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G56180.1); similar to Os04g0639300 [Oryza sativa (japonica"	AT2G21960.1	CHR04V5|COORD:32266490..32263959|protein expressed protein	LOC_Os04g54640.2	"no descriptionmoderately similar to ( 295)AT2G21960| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G56180.1); similar to Os04g0639300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001054033.1); similar to OSJNBb0003B01.9 [Oryza sativa (japonica cultivar-group)] (GB:CAE03618.3); similar to unnamed protein product [Ostreococcus tauri] (GB:CAL58559.1) | chr2:9362070-9364038 FORWARDnot assigned"	not assigned.unknown	35_2

CUST_2400_PI399408534	2	-0.012137413	0.7436085	0.1577301	0.012137413	-0.17361069	-0.014908791	35_19141	"Cluster: Leucine Rich Repeat family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Leucine Rich Repeat family protein, expressed - Oryza s"	UniRef90_Q10Q27	CHR5V7|COORD:2521938..2523770| leucine-rich repeat family protein	AT5G07910.1	CHR03V5|COORD:5833021..5836581|protein LAP4 protein, putative, expressed	LOC_Os03g11360.1	no descriptionmoderately similar to ( 295)AT5G07910| Symbols:  | leucine-rich repeat family protein | chr5:2521938-2523770 REVERSEvery weakly similar to (57.4)RPK1_IPONIReceptor-like protein kinase precursor - Ipomoea nil (Japanese morning glory) (Pharbitis nil)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG4886	signalling.receptor kinases.leucine rich repeat XI	30_2_11

CUST_161055_PI403524517	2	-0.10152435	-0.09549141	0.12920189	-0.023324966	0.11822319	0.02332592	35_44938	"Cluster: Pentatricopeptide (PPR)repeat-containing protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Pentatricopeptide (PPR)repeat-containing protei"	UniRef90_Q8H2U4	CHR1V7|COORD:338538..339905| pentatricopeptide (PPR) repeat-containing protein	AT1G01970.1	CHR07V5|COORD:27932148..27927616|protein expressed protein	LOC_Os07g46730.2	no descriptionvery weakly similar to (52.8)AT1G01970| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr1:338538-339905 FORWARD	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_10875_PI399408534	2	0.0625515	0.47293568	-0.0015859604	-0.24725437	-0.24886227	0.0015859604	35_8849	"Cluster: Hypothetical protein OJ1003_C09.32; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1003_C09.32 - Oryza sativa (japonica cultiv"	UniRef90_Q652N7	CHR4V7|COORD:13063810..13066869| zinc finger (C2H2 type) family protein	AT4G25610.1	CHR09V5|COORD:22758450..22762056|protein zinc finger, C2H2 type family protein, expressed	LOC_Os09g39660.2	no descriptionweakly similar to ( 108)AT4G25610| Symbols:  | zinc finger (C2H2 type) family protein | chr4:13063810-13066869 FORWARD	RNA.regulation of transcription.C2H2 zinc finger family	27_3_11

CUST_7127_PI404877155	2	0.22105217	-0.47108555	-0.2496109	0.018248558	-0.018247604	0.08493805	Contig20819_at	OSJNBa0077B15.1 [Oryza sativa (japonica cultivar-group)]	NP_911182.1	leucine-rich repeat family protein	At4g20940.1	protein AT5g10020/T31P16_9	Os03g20450	putative phytosulfokine receptor	signalling.receptor kinases.misc	30_2_99

CUST_64256_PI403524517	2	0.28539467	0.8291621	0.18112946	-0.26920414	-0.26770496	-0.18112946	35_18345	Rep: Kexin - Pneumocystis carinii	UniRef90_O94096	CHR3V7|COORD:8063070..8064482| leucine-rich repeat family protein / extensin family protein	AT3G22800.1	CHR02V5|COORD:23892961..23888792|protein outer envelope protein, putative, expressed	LOC_Os02g39600.1	no description	not assigned.unknown	35_2

CUST_16504_PI403524517	2	-0.023872375	-0.43068695	0.108216286	0.61820793	-1.2685156	0.023872375	35_4765	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_22326_PI403524517	2	0.010093212	-0.17370081	0.061323643	0.10406065	-0.1528287	-0.010093212	35_6487	"Cluster: Hypothetical protein OSJNBa0070E11.19; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0070E11.19 - Oryza sativa (japonica"	UniRef90_Q650V4	0	0	CHR09V5|COORD:22578007..22575880|protein expressed protein	LOC_Os09g39280.1	no descriptionDUF1618	not assigned.unknown	35_2

CUST_105571_PI403524517	2	-0.012869835	-0.15145016	0.017051697	-0.008404732	0.008405685	0.03429699	35_30064	"Cluster: Os01g0613300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0613300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JLA3	"CHR1V7|COORD:10134106..10135166| similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD61226.1); similar to Os01g0613300 [Oryza sativa"	AT1G29040.1	CHR01V5|COORD:24668062..24670433|protein type IIA topoisomerase, B subunit, putative, expressed	LOC_Os01g42770.1	"no descriptionweakly similar to ( 192)AT1G29040| Symbols:  | similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD61226.1); similar to Os01g0613300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001043561.1) | chr1:10134106-10135050 FORWARDLin0512_fam"	not assigned.unknown	35_2

CUST_4547_PI404877155	2	-0.0086660385	-0.23396683	-0.0146102905	0.08775139	0.17050266	0.0086660385	Contig15563_at	putative dehydrogenase precursor [Oryza sativa (japonica cultivar-group)]	AAK63930.1	semialdehyde dehydrogenase family protein	At1g14810.1	protein putative dehydrogenase precursor	Os03g55280	"semialdehyde dehydrogenase family protein, similar to SP:O31219 Aspartate-semialdehyde dehydrogenase (EC 1.2.1.11) (ASA dehydrogenase) (ASADH) {Legionella pneumophila}; contains Pfam profiles PF02774: Semialdehyde dehydrogenase dimerisation domain, PF0111"	amino acid metabolism.synthesis.aspartate family.misc.homoserine.aspartate semialdehyde dehydrogenase	13_1_3_6_1_2

CUST_51946_PI403524517	2	-1.0338049	0.51465034	-0.07423782	0.07423878	0.096414566	-1.0642052	35_14807	Rep: Hypothetical protein Ose705 - Oryza sativa (Rice)	UniRef90_Q9ZTP0	"CHR1V7|COORD:5448721..5450172| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G01985.1); similar to PE-PGRS FAMILY PROTEIN [Mycobacterium"	AT1G15830.1	CHR11V5|COORD:21512320..21510612|protein expressed protein	LOC_Os11g37270.1	no description	not assigned.unknown	35_2

CUST_58764_PI403524517	2	0.049435616	0.27236176	0.038031578	-0.11262894	-0.105228424	-0.038030624	35_16764	"Cluster: S-ribonuclease-binding protein SBP1-like protein; n=3; commelinids|Rep: S-ribonuclease-binding protein SBP1-like protein - Oryza sativa (japonica"	UniRef90_Q84VC6	"CHR1V7|COORD:17201811..17203120| SBP1 (S-RIBONUCLEASE BINDING PROTEIN 1); protein binding / zinc ion binding"	AT1G45976.1	CHR03V5|COORD:8652651..8655635|protein CONSTANS interacting protein 4, putative, expressed	LOC_Os03g15730.1	"no descriptionmoderately similar to ( 245)AT1G45976| Symbols: SBP1 | SBP1 (S-RIBONUCLEASE BINDING PROTEIN 1); protein binding / zinc ion binding | chr1:17201811-17203120 FORWARDnot assigned not assigned not assigned not assigned not assigned PRK07764 PRK12323 PRK07003"	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_9970_PI403524517	2	-0.005472183	-0.62213993	-0.036622047	0.052598953	0.005472183	0.16166592	35_2812	"Cluster: Hypothetical protein OSJNBa0084C09.17; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0084C09.17 - Oryza sativa (japonica"	UniRef90_Q94I55	CHR1V7|COORD:22818055..22819095| OST3/OST6 family protein	AT1G61790.1	CHR03V5|COORD:20324666..20318138|protein oligosaccharide transporter, putative, expressed	LOC_Os03g36730.1	no descriptionmoderately similar to ( 379)AT1G61790| Symbols:  | OST3/OST6 family protein | chr1:22818055-22819095 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned OST3_OST6 Herpes_BLLF1 Atrophin-1 Extensin_2 PRK12323 Tymo_45kd_70kd PRK07003 HPC2 DUF566 DUF1421 APC_basic PRK05648 PRK07764 AF-4 Drf_FH1 GRASP55_65 PRK12678 Metaviral_G Pneumo_att_G KAR9 PRK08853 CTF_NFI DUF1509 PAP1 Cobl ARG80 Coprinus_mating DUF605 Herpes_TAF50 MAP65_ASE1 COG5099 TT_ORF1 PRK08770 DamX BASP1 Herpes_gG DUF936 PRK10819 PRK10263 Herpes_UL32	transport.amino acids	34_3

CUST_10295_PI404877155	2	0.080348015	-1.0569344	1.495532	-0.08034849	1.1989717	-0.09386158	Contig4025_x_at	putative phosphoadenylyl-sulfate reductase [Oryza sativa (japonica cultivar-group)]	BAC83952.1	5'-adenylylsulfate reductase 2, chloroplast (APR2) (APSR) / adenosine 5'-phosphosulfate 5'-adenylylsulfate (AP	At1g62180.1	protein 5'-adenylylsulfate reductase, thioredoxin-independent	Os07g32570	putative phosphoadenylyl-sulfate reductase	S-assimilation.APR	14_02

CUST_16424_PI399408534	2	-0.50756645	0.21473694	-0.03499794	0.03499794	-0.08518791	0.056404114	35_8626	"Cluster: Putative serine/threonine kinase; n=1; Hordeum vulgare|Rep: Putative serine/threonine kinase - Hordeum vulgare (Barley)"	UniRef90_Q9SNY5	CHR1V7|COORD:5697839..5699485| protein kinase family protein	AT1G16670.1	CHR02V5|COORD:3504419..3508754|protein serine/threonine-protein kinase receptor precursor, putative, expressed	LOC_Os02g06930.4	no descriptionweakly similar to ( 132)AT1G16670| Symbols:  | protein kinase family protein | chr1:5697839-5699485 FORWARDnot assigned	signalling.receptor kinases.DUF 26	30_2_17

CUST_9402_PI403524517	2	0.14925766	0.015110016	-0.015109062	-0.12086487	-0.067085266	0.101673126	35_2642	"Cluster: Putative phytase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative phytase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ZCX8	"CHR3V7|COORD:2255769..2257987| ATPAP15/PAP15 (purple acid phosphatase 15); acid phosphatase/ protein serine/threonine phosphatase"	AT3G07130.1	CHR08V5|COORD:10893604..10903316|protein purple acid phosphatase, putative, expressed	LOC_Os08g17784.2	" no descriptionhighly similar to ( 635)AT3G07130| Symbols: ATPAP15, PAP15 | ATPAP15/PAP15 (purple acid phosphatase 15); acid phosphatase/ protein serine/threonine phosphatase | chr3:2255769-2257987 REVERSEmoderately similar to ( 241)PPAF_SOYBNPurple acid phosphatase precursor - Glycine max (Soybean)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Metallophos PRK07764 Herpes_BLLF1 PRK07003 PRK12323 HPC2 Atrophin-1 "	misc.acid and other phosphatases	26_13

CUST_15482_PI403524517	2	0.115133286	0.09061909	-0.07322407	-0.13501835	-0.073456764	0.07322407	35_4467	"Cluster: Ubiquitin ligase SINAT5, putative, expressed; n=3; Magnoliophyta|Rep: Ubiquitin ligase SINAT5, putative, expressed - Oryza sativa (japonica"	UniRef90_Q10L91	CHR3V7|COORD:22882949..22884518| seven in absentia (SINA) family protein	AT3G61790.1	CHR03V5|COORD:13616323..13612561|protein ubiquitin ligase SINAT4, putative, expressed	LOC_Os03g24040.1	no descriptionmoderately similar to ( 463)AT3G61790| Symbols:  | seven in absentia (SINA) family protein | chr3:22882949-22884518 REVERSEweakly similar to ( 152)SINAL_DROMEProbable E3 ubiquitin-protein ligase sina-like CG13030 - Drosophila melanogaster (Fruit fly)not assigned not assigned Sina Sina	development.unspecified	33_99

CUST_69076_PI403524517	2	-0.2545991	0.14280224	0.25176668	0.34323215	-0.14280224	-0.34963083	35_19763	"Cluster: Hypothetical protein OSJNBb0053G03.25; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0053G03.25 - Oryza sativa (japonica"	UniRef90_Q8LIX1	"CHR5V7|COORD:20533608..20535659| ATEXO70F1 (exocyst subunit EXO70 family protein F1); protein binding"	AT5G50380.1	CHR01V5|COORD:32699717..32698830|protein hypothetical protein	LOC_Os01g56210.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_2188_PI403524517	2	-0.011831284	0.06919098	0.031023026	-0.026103973	-0.06477547	0.011831284	35_591	Rep: Elongation factor 1-beta - Triticum aestivum (Wheat)	UniRef90_P29546	CHR5V7|COORD:6581856..6583139| elongation factor 1B alpha-subunit 2 (eEF1Balpha2)	AT5G19510.1	CHR07V5|COORD:27940062..27942618|protein elongation factor 1-beta, putative, expressed	LOC_Os07g46750.1	no descriptionmoderately similar to ( 217)AT5G19510| Symbols:  | elongation factor 1B alpha-subunit 2 (eEF1Balpha2) | chr5:6581856-6583139 REVERSEmoderately similar to ( 266)EF1B_WHEATElongation factor 1-beta - Triticum aestivum (Wheat)not assigned EF1_GNE EF1B EFB1	protein.synthesis.elongation	29_2_4

CUST_59213_PI403524517	2	0.12687302	-0.9708128	-0.23636627	0.05631447	-0.03345585	0.033456802	35_16887	Rep: Glutathione S-transferase GST 41 - Zea mays (Maize)	UniRef90_Q9FQ98	"CHR3V7|COORD:2848413..2849232| ATGSTU8 (Arabidopsis thaliana Glutathione S-transferase (class tau) 8); glutathione transferase"	AT3G09270.1	CHR05V5|COORD:20110632..20109210|protein glutathione S-transferase GSTU6, putative, expressed	LOC_Os05g34150.1	"no descriptionweakly similar to ( 169)AT3G09270| Symbols: ATGSTU8 | ATGSTU8 (Arabidopsis thaliana Glutathione S-transferase (class tau) 8); glutathione transferase | chr3:2848413-2849232 REVERSEweakly similar to ( 182)GSTX3_TOBACProbable glutathione S-transferase - Nicotiana tabacum (Common tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned GST_C_Tau GST_N_Tau Gst GST_N_family sspA GST_N_Zeta PRK07764 APC_basic PRK12678 Tymo_45kd_70kd PRK07003 GST_N_4 GST_N GST_N_SspA Herpes_BLLF1 PRK12323 GST_N_Phi GST_N_3 DUF566 Atrophin-1 GST_C_family Gag_spuma"	misc.glutathione S transferases	26_9

CUST_131275_PI403524517	2	0.24709702	-0.14276028	-0.27103615	0.05424881	-0.05424881	0.4599576	35_36870	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_3630_PI403524517	2	0.02667141	-0.15819645	0.067687035	-0.026670456	0.2189579	-0.11285782	35_990	"Cluster: Protein phosphatase PP2A regulatory subunit A; n=3; Papilionoideae|Rep: Protein phosphatase PP2A regulatory subunit A - Pisum sativum (Garden pea)"	UniRef90_P36875	CHR3|COORD:9423825..9427281| similar to serine/threonine protein phosphatase 2A (PP2A) regulatory subunit A (RCN1) [Arabidopsis thaliana]	AT3G25800.2	CHR09V5|COORD:3763491..3756934|protein serine/threonine-protein phosphatase 2A 65 kDa regulatory subunit Abeta isoform, putative, expressed	LOC_Os09g07510.3	" no descriptionvery weakly similar to (52.4)AT3G25800| Symbols: PR 65, PR65, PDF1 | PDF1 (65 KDA REGULATORY SUBUNIT OF PROTEIN PHOSPHATASE 2A); protein phosphatase type 2A regulator | chr3:9424273-9427020 REVERSEvery weakly similar to (54.3)2AAA_PEAProtein phosphatase PP2A regulatory subunit A - Pisum sativum (Garden pea)"	protein.postranslational modification	29_4

CUST_17395_PI404877155	2	-0.06857586	0.06936073	-0.004737854	0.10962677	0.004737854	-0.066103935	HU10B14u_x_at	0	0	0	0	0	0	Vacuolar ATP synthase subunit B isoform 1	transport.p- and v-ATPases	34_1

CUST_28093_PI399408534	2	0.04891777	-0.04891777	0.115633965	-0.13779545	-0.22647095	0.07419968	35_22239	"Cluster: HEAT repeat family protein, expressed; n=4; Oryza sativa (japonica cultivar-group)|Rep: HEAT repeat family protein, expressed - Oryza sativa (japonica"	UniRef90_Q2RAU4	CHR2V7|COORD:11417203..11430676| binding	AT2G26780.1	CHR12V5|COORD:1681837..1674882|protein proteasome-associated protein ECM29, putative, expressed	LOC_Os12g04030.1	no descriptionweakly similar to ( 152)AT2G26780| Symbols:  | binding | chr2:11417203-11430676 FORWARDnot assigned	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_44207_PI403524517	2	0.030474663	0.2564397	-0.32709312	-0.61656904	1.119492	-0.030474663	35_12684	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_44917_PI403524517	2	0.1206007	0.0043931007	-0.36557484	-0.0043935776	0.13976908	-0.03202772	35_12880	"Cluster: RING finger 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: RING finger 1 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q9LRB6	CHR5V7|COORD:16103284..16104414| zinc finger (C3HC4-type RING finger) family protein	AT5G40250.1	CHR09V5|COORD:12636742..12638372|protein RING-H2 finger protein ATL5I, putative, expressed	LOC_Os09g20980.1	no descriptionweakly similar to ( 122)AT5G40250| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr5:16103284-16104414 FORWARDvery weakly similar to (66.6)EL5_ORYSAnot assigned not assigned not assigned RING COG5540 RING zf-C3HC4 COG5219	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_10743_PI403524517	2	0.2098999	-0.5680151	-0.022901535	0.11027241	0.022902489	-0.1599369	35_3032	"Cluster: Guanylate kinase, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Guanylate kinase, putative, expressed - Oryza sativa (japonica"	UniRef90_Q2QPW1	"CHR2V7|COORD:17482166..17484154| GK-1 (GUANYLATE KINASE 1); guanylate kinase"	AT2G41880.1	CHR12V5|COORD:20004313..20000190|protein guanylate kinase, putative, expressed	LOC_Os12g33100.1	" no descriptionmoderately similar to ( 405)AT2G41880| Symbols: AGK1, GK-1 | GK-1 (GUANYLATE KINASE 1); guanylate kinase | chr2:17482166-17484154 FORWARDnot assigned not assigned not assigned gmk Gmk GuKc GMPK Guanylate_kin PRK10078 COG3709 "	nucleotide metabolism.phosphotransfer and pyrophosphatases.guanylate kinase	23_4_2

CUST_109932_PI403524517	2	0.13760948	0.101737976	-0.0022296906	-0.042891502	0.0022296906	-0.007314682	35_31238	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_55156_PI403524517	2	0.019879341	-0.14213467	-0.07842159	0.064240456	0.08160114	-0.019879341	35_15700	"Cluster: Eukaryotic translation initiation factor 2 alpha; n=2; Oryza sativa|Rep: Eukaryotic translation initiation factor 2 alpha - Oryza sativa (indica cultiv"	UniRef90_Q2WEA7	CHR2V7|COORD:16836108..16837967| eukaryotic translation initiation factor 2 subunit 1, putative / eIF-2A, putative / eIF-2-alpha, putative	AT2G40290.1	CHR03V5|COORD:10351831..10355073|protein eukaryotic translation initiation factor 2 alpha subunit, putative, expressed	LOC_Os03g18510.1	no descriptionmoderately similar to ( 453)AT2G40290| Symbols:  | RNA binding | chr2:16836950-16837967 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned SUI2 EIF_2_alpha PRK03987 Herpes_BLLF1 PRK12323 PRK00087 PRK07003 DUF566 S1 S1 PRK11824 HPC2 Pneumo_att_G Atrophin-1 rpsA RpsA APC_basic S1 PRK07764 rpsA	protein.synthesis.initiation	29_2_3

CUST_24038_PI403524517	2	-0.18972349	-0.073311806	0.02842474	0.108285904	-0.02842474	0.10637331	35_6984	"Cluster: Os02g0168000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0168000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E3L5	"CHR1V7|COORD:7666848..7667570| UREF (UREASE ACCESSORY PROTEIN F); nickel ion binding"	AT1G21840.1	CHR02V5|COORD:3674670..3677975|protein urease accessory protein F, putative, expressed	LOC_Os02g07150.3	"no descriptionmoderately similar to ( 313)AT1G21840| Symbols: UREF | UREF (UREASE ACCESSORY PROTEIN F); nickel ion binding | chr1:7666848-7667570 FORWARDUreF"	N-metabolism.misc	12_4

CUST_49654_PI403524517	2	-0.11849785	0.2196436	0.05450344	-0.07421875	0.080412865	-0.05450344	35_14160	"Cluster: Putative TPR repeat containing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative TPR repeat containing protein - Oryza sativa (japonic"	UniRef90_Q6Z2M2	CHR3V7|COORD:1326295..1329138| binding	AT3G04830.1	CHR02V5|COORD:1412107..1416005|protein tetratricopeptide repeat protein KIAA0103, putative, expressed	LOC_Os02g03470.1	no descriptionmoderately similar to ( 352)AT3G04830| Symbols:  | binding | chr3:1326295-1329138 FORWARDnot assigned not assigned TPR	not assigned.unknown	35_2

CUST_32879_PI403524517	2	-0.098685265	-0.055262566	-0.10857105	0.22001457	0.05526352	0.205863	35_9476	"Cluster: Putative 3-isopropylmalate dehydratase large subunit; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative 3-isopropylmalate dehydratase large sub"	UniRef90_Q6Z702	CHR1V7|COORD:11399903..11405702| actin binding	AT1G31810.1	CHR02V5|COORD:1309845..1304820|protein 3-isopropylmalate dehydratase large subunit 2, putative, expressed	LOC_Os02g03260.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_175205_PI403524517	2	-0.10014963	0.1629858	-0.17197323	0.100149155	-0.17025661	1.6698804	35_48769	Rep: H0201G08.6 protein - Oryza sativa (Rice)	UniRef90_Q25AD7		0	CHR04V5|COORD:560725..559383|protein legume lectins beta domain containing protein, expressed	LOC_Os04g01910.1	no description	not assigned.unknown	35_2

CUST_21158_PI403524517	2	0.040587425	0.6653986	-0.04058647	-0.073384285	-0.11309242	0.047865868	35_6139	"Cluster: Os09g0246700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0246700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J390	0	0	CHR09V5|COORD:3504050..3499534|protein expressed protein	LOC_Os09g07160.1	no description	not assigned.unknown	35_2

CUST_71641_PI403524517	2	0.04248333	-0.43144035	-0.020399094	-0.0729084	0.046995163	0.020399094	35_20538	"Cluster: Short integuments 2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Short integuments 2 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53KJ1	CHR2V7|COORD:17381196..17383255| GTP-binding family protein	AT2G41670.1	CHR11V5|COORD:14383436..14390308|protein GTPase family protein, putative, expressed	LOC_Os11g26030.1	no descriptionmoderately similar to ( 445)AT2G41670| Symbols:  | GTP-binding family protein | chr2:17381196-17383255 FORWARDnot assigned not assigned not assigned not assigned rbgA YlqF COG1161 MJ1464 YlqF_related_GTPase YqeH Nucleostemin_like HSR1_MMR1 MMR_HSR1 NGP_1 engA COG1160	not assigned.no ontology	35_1

CUST_25999_PI403524517	2	-0.25429726	-0.53477573	0.0013799667	0.3238411	0.24341011	-0.0013799667	35_7532	"Cluster: Hypothetical protein OSJNBa0027N19.15; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0027N19.15 - Oryza sativa (japonica"	UniRef90_Q6F2S7	"CHR2V7|COORD:16914300..16914881| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G01790.1); similar to Os01g0166500 [Oryza sativa (japonica"	AT2G40475.1	CHR05V5|COORD:3837276..3836031|protein expressed protein	LOC_Os05g07280.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07003 PRK07764 APC_basic PRK12678	not assigned.unknown	35_2

CUST_21284_PI403524517	2	0.09025097	-0.28201294	-0.023711205	0.023711205	0.06871414	-0.07917595	35_6173	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_178644_PI403524517	2	0.14788532	-0.17607689	0.0021839142	0.07728386	-0.11325264	-0.0021829605	35_49685	"Cluster: Putative RNA helicase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative RNA helicase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q84Z30	CHR5V7|COORD:22315894..22318945| DEAD/DEAH box helicase, putative	AT5G54910.1	CHR07V5|COORD:19930300..19924400|protein ATP-dependent RNA helicase dbp4, putative, expressed	LOC_Os07g33340.1	 no descriptionmoderately similar to ( 286)AT5G54910| Symbols:  | DEAD/DEAH box helicase, putative | chr5:22315894-22318945 REVERSEvery weakly similar to ( 100)DB10_NICSYATP-dependent RNA helicase-like protein DB10 - Nicotiana sylvestris (Wood tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned SrmB PRK11776 PRK11192 PRK01297 PRK10590 PRK11634 HELICc DEADc PRK04537 PRK04837 Helicase_C HELICc DEAD SSL2 DEXDc Lhr MPH1 	DNA.synthesis/chromatin structure	28_1

CUST_29385_PI403524517	2	-0.08395481	0.4541502	0.22218132	-0.31072903	0.073297024	-0.07329655	35_8491	"Cluster: Hypothetical protein OSJNBa0018H09.1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0018H09.1 - Oryza sativa (japonica cu"	UniRef90_Q6ATE2	"CHR4V7|COORD:7607397..7609653| similar to hypothetical protein S250_18C08.34 [Sorghum bicolor] (GB:AAS82599.1); similar to Os05g0274300 [Oryza sativa (japonica"	AT4G13030.1	CHR05V5|COORD:11179693..11185627|protein ATP binding protein, putative, expressed	LOC_Os05g19280.1	"no descriptionvery weakly similar to (75.9)AT4G13030| Symbols:  | similar to hypothetical protein S250_18C08.34 [Sorghum bicolor] (GB:AAS82599.1); similar to Os05g0274300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001055071.1); contains domain ATP_GTP_A2 (PS50101); contains domain no description (G3D.3.40.50.300); contains domain P-loop containing nucleoside triphosphate hydrolases (SSF52540) | chr4:7607397-7609653 FORWARD"	not assigned.unknown	35_2

CUST_8279_PI404877155	2	-0.31262732	-0.7253289	0.026606083	0.6037512	0.4396391	-0.026606083	Contig24499_at	Dof-like protein 34 [Oryza sativa]	AAQ11413.1	0	0	protein Dof domain, zinc finger, putative	Os02g47810	NONE	RNA.regulation of transcription.C2C2(Zn) DOF zinc finger family	27_3_08

CUST_45423_PI403524517	2	0.12562943	-0.199399	-0.0058813095	-6.0272217E-4	6.0367584E-4	0.113910675	35_13020	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_78148_PI403524517	2	0.008281231	0.03961563	-0.008281708	-0.35342312	-0.34223223	0.041193962	35_22401	"Cluster: Alternative oxidase; n=1; Triticum aestivum|Rep: Alternative oxidase - Triticum aestivum (Wheat)"	UniRef90_Q8S913	"CHR3V7|COORD:7904163..7905391| AOX1B (alternative oxidase 1B); alternative oxidase"	AT3G22360.1	CHR02V5|COORD:28808209..28806522|protein transposon protein, putative, unclassified, expressed	LOC_Os02g47200.1	" no descriptionweakly similar to ( 158)AT3G22360| Symbols: AOX1B | AOX1B (alternative oxidase 1B); alternative oxidase | chr3:7904163-7905391 FORWARDweakly similar to ( 164)AOX1_TOBACAlternative oxidase 1, mitochondrial precursor - Nicotiana tabacum (Common tobacco)not assigned not assigned not assigned not assigned not assigned AOX PRK07003 PRK12323 PRK12678 "	mitochondrial electron transport / ATP synthesis.alternative oxidase	9_4

CUST_170386_PI403524517	2	0.102437496	-0.030910492	-0.0027694702	0.0027694702	-0.7784767	0.029772758	35_47458	"Cluster: Putative MSP1(Mitochondrial sorting of proteins) protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative MSP1(Mitochondrial sorting of prote"	UniRef90_Q7X989		0	CHR07V5|COORD:28421949..28433622|protein ATP binding protein, putative, expressed	LOC_Os07g47530.2	no description	not assigned.unknown	35_2

CUST_161019_PI403524517	2	0.20166016	-0.44470787	-0.021744251	-0.1679964	0.021744251	0.114161015	35_44929	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_19693_PI403524517	2	-0.40091896	0.20578194	0.033283234	0.11694622	-0.10161877	-0.033284187	35_5706	"Cluster: P0028E10.14 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: P0028E10.14 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q9AS78	CHR1V7|COORD:731794..737332| kinase interacting family protein	AT1G03080.1	CHR01V5|COORD:3474726..3470562|protein CENP-E like kinetochore protein, putative, expressed	LOC_Os01g07360.4	no descriptionnot assigned not assigned not assigned not assigned not assigned Smc Myosin_tail_1 PRK12704 PRK03918 MAD DUF869 AIP3 SbcC PRK02224	not assigned.unknown	35_2

CUST_104301_PI403524517	2	0.06080246	0.08573151	0.0049962997	-0.26170444	-0.004995346	-0.17404652	35_29726	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_5062_PI399408534	2	0.01978302	-0.079060555	0.14840794	-0.019782066	-0.12425041	0.06689072	35_13747	Rep: Knotted 7 - Hordeum vulgare (Barley)	UniRef90_Q717U4	"CHR5V7|COORD:8736211..8738118| KNAT3 (KNOTTED1-LIKE HOMEOBOX GENE 3); transcription factor"	AT5G25220.1	CHR02V5|COORD:4625419..4628862|protein homeobox protein knotted-1-like 3, putative, expressed	LOC_Os02g08544.1	no descriptionmoderately similar to ( 395)AT5G25220| Symbols: KNAT3 | KNAT3 (KNOTTED1-LIKE HOMEOBOX GENE 3) | chr5:8736211-8738090 FORWARDmoderately similar to ( 390)KNAP3_MALDOHomeobox protein knotted-1-like 3 - Malus domestica (Apple) (Malus sylvestris)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned KNOX2 KNOX1 PRK12323 homeodomain HOX TT_ORF1 PRK07764 Gag_spuma	RNA.regulation of transcription.HB,Homeobox transcription factor family	27_3_22

CUST_10102_PI399408534	2	0.114712715	-0.036943436	0.0064353943	-0.051779747	-0.0064353943	0.11371231	35_17968	"Cluster: Os04g0428900 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os04g0428900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JD68	CHR4V7|COORD:8133044..8134862| COP9 (CONSTITUTIVE PHOTOMORPHOGENIC 9)	AT4G14110.1	CHR04V5|COORD:21043374..21039829|protein COP9 signalosome complex subunit 8, putative, expressed	LOC_Os04g34930.1	 no descriptionmoderately similar to ( 238)AT4G14110| Symbols: CSN8, FUS7, EMB143, COP9 | COP9 (CONSTITUTIVE PHOTOMORPHOGENIC 9) | chr4:8133044-8134862 REVERSEnot assigned 	signalling.light.COP9 signalosome	30_11_1

CUST_107943_PI403524517	2	-0.19316578	0.2996292	0.27251625	-0.086318016	0.08631706	-0.13087273	35_30714	"Cluster: Putative nucellin-like aspartic protease; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative nucellin-like aspartic protease - Oryza sativa (jap"	UniRef90_Q6YWQ0	CHR1V7|COORD:18154306..18156854| aspartyl protease family protein	AT1G49050.1	CHR02V5|COORD:30435596..30432013|protein aspartic proteinase Asp1 precursor, putative, expressed	LOC_Os02g49800.1	no descriptionvery weakly similar to (76.6)AT1G49050| Symbols:  | aspartyl protease family protein | chr1:18154829-18156854 FORWARDvery weakly similar to (50.1)ASP1_ORYSAnot assigned not assigned not assigned	protein.degradation.aspartate protease	29_5_4

CUST_57453_PI403524517	2	-0.0021877289	0.18085289	0.012742996	-0.03684044	-0.069000244	0.0021877289	35_16381	Rep: EDR1 - Triticum aestivum (Wheat)	UniRef90_Q5XPL8	"CHR1V7|COORD:2774092..2779080| EDR1 (ENHANCED DISEASE RESISTANCE 1); kinase/ protein threonine/tyrosine kinase"	AT1G08720.1	CHR10V5|COORD:15021600..15012490|protein EDR1, putative, expressed	LOC_Os10g29540.1	"no descriptionhighly similar to ( 714)AT1G08720| Symbols: EDR1 | EDR1 (ENHANCED DISEASE RESISTANCE 1); kinase/ protein threonine/tyrosine kinase | chr1:2774092-2779080 FORWARDweakly similar to ( 110)PSKR_DAUCAPhytosulfokine receptor precursor - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pkinase_Tyr S_TKc TyrKc S_TKc PTKc Pkinase PTKc_Csk_like PTKc_Src_like PTKc_Abl PTKc_InsR_like PTKc_Jak_rpt2 PTKc_Ack_like PTKc_EphR PTKc_Frk_like PTKc_Fes_like PTKc_Srm_Brk PTKc_Csk PTKc_Tec_like PTKc_FGFR PTKc_FAK PTKc_Btk_Bmx PTKc_Fyn_Yrk PTKc_Ror PTKc_Chk PTKc_Syk_like PTKc_EphR_B PTKc_Yes PTKc_Trk PTKc_Src PTKc_Tec_Rlk PTKc_DDR PTKc_Lck_Blk PTKc_EphR_A PTKc_Fer PTKc_IGF-1R PTKc_EGFR_like PTKc_Itk PTKc_Tie1 PTKc_Met_Ron PTKc_Tie2 PTKc_Fes PTKc_PDGFR SPS1 PTKc_InsR PTKc_EphR_A2 PTKc_FGFR1 PTKc_TrkA PTKc_Musk PTKc_Hck PTKc_Ror1 PTK_CCK4 PTKc_Lyn PTKc_Jak2_Jak3_rpt2 PTKc_DDR2 PTKc_FGFR3 PTKc_Axl_like PTKc_FGFR2 PTKc_FGFR4 PTKc_Ror2 PTKc_DDR_like PTKc_ALK_LTK PTKc_TrkB PTKc_TrkC PTKc_c-ros PTKc_Tie PTKc_Jak1_rpt2 PTKc_Tyro3 PTKc_EphR_A10 PTKc_HER4 PTKc_DDR1 PTKc_RET PTKc_VEGFR PTKc_Tyk2_rpt2 PTK_Ryk PTKc_Syk PTKc_Zap-70 PTKc_Axl PTKc_EGFR PTKc_HER2 PTKc_VEGFR3 PTK_HER3 PTKc_VEGFR2 PTKc_Kit PTKc_Aatyk PTKc_PDGFR_alpha PTKc_PDGFR_beta PTKc_CSF-1R PTKc_Aatyk1_Aatyk3 PTK_Jak_rpt1 PTKc_Aatyk2 PTK_Jak2_Jak3_rpt1 PTK_Jak1_rpt1"	protein.postranslational modification	29_4

CUST_19525_PI403524517	2	0.08734608	0.2195692	0.012411118	-0.01654911	-0.03856945	-0.012411118	35_5656	"Cluster: Hypothetical protein P0434E03.26; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0434E03.26 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6ZA05	"CHR5V7|COORD:6595750..6597726| similar to Os08g0387500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001061714.1); similar to unknown [Striga"	AT5G19540.1	CHR08V5|COORD:18179300..18175984|protein expressed protein	LOC_Os08g29780.1	"no descriptionmoderately similar to ( 298)AT5G19540| Symbols:  | similar to Os08g0387500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001061714.1); similar to unknown [Striga asiatica] (GB:ABE66393.1) | chr5:6595750-6597726 FORWARD"	not assigned.unknown	35_2

CUST_45718_PI403524517	2	0.057180405	0.58105135	0.060509205	-0.057180405	-0.22899675	-0.13844824	35_13101	"Cluster: Putative disease resistance protein I2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative disease resistance protein I2 - Oryza sativa (japonic"	UniRef90_Q6K3C7	CHR3V7|COORD:4851997..4856271| disease resistance protein (NBS-LRR class), putative	AT3G14460.1	CHR02V5|COORD:10503047..10508539|protein NB-ARC domain containing protein, expressed	LOC_Os02g18080.1	no description	not assigned.unknown	35_2

CUST_139656_PI403524517	2	-0.29755116	0.39701033	0.08566427	-0.07920313	0.03458786	-0.03458786	35_39167	Rep: OSIGBa0093K19.7 protein - Oryza sativa (Rice)	UniRef90_Q01KA1	CHR1V7|COORD:18639652..18641778| monosaccharide transporter (STP9)	AT1G50310.1	CHR04V5|COORD:22525111..22529016|protein sugar transport protein 5, putative, expressed	LOC_Os04g38220.1	 no descriptionweakly similar to ( 101)AT3G19940| Symbols:  | sugar transporter, putative | chr3:6938217-6939981 FORWARDvery weakly similar to ( 100)STC_RICCOSugar carrier protein C - Ricinus communis (Castor bean)not assigned not assigned Sugar_tr xylE 	transporter.sugars	34_2

CUST_73551_PI403524517	2	-0.23222542	-0.11227226	0.19437695	0.11227226	0.29996014	-0.15848732	35_21092	"Cluster: C2 domain-containing protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: C2 domain-containing protein-like - Oryza sativa (japonica cultivar"	UniRef90_Q6Z6R6	"CHR3V7|COORD:4904455..4907513| similar to C2 domain-containing protein [Arabidopsis thaliana] (TAIR:AT1G53590.1); similar to Os02g0313700 [Oryza"	AT3G14590.1	CHR02V5|COORD:12405414..12398104|protein C2 domain containing protein, expressed	LOC_Os02g20970.1	no description	not assigned.unknown	35_2

CUST_99944_PI403524517	2	0.35979986	0.24263477	0.22689533	-0.22689486	-0.25751305	-0.4788437	35_28530	"Cluster: Hypothetical protein P0011D01.8; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0011D01.8 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q5NBM2	CHR4V7|COORD:17353418..17355824| PQ-loop repeat family protein / transmembrane family protein	AT4G36850.1	CHR01V5|COORD:9137232..9130321|protein PQ loop repeat family protein, expressed	LOC_Os01g16170.4	no descriptionweakly similar to ( 120)AT4G36850| Symbols:  | PQ-loop repeat family protein / transmembrane family protein | chr4:17353418-17355824 REVERSEnot assigned PQ-loop CTNS	not assigned.no ontology	35_1

CUST_38648_PI403524517	2	-1.7795429	0.6886358	-0.49435043	1.181879	-1.0114088	0.49435043	35_11120	Rep: B0403H10-OSIGBa0105A11.17 protein - Oryza sativa (Rice)	UniRef90_Q01HT1	CHR2V7|COORD:16025462..16026578| DNA-binding protein-related	AT2G38250.1	CHR04V5|COORD:30176697..30174103|protein transcription factor GT-3b, putative, expressed	LOC_Os04g51320.1	no descriptionnot assigned not assigned not assigned not assigned not assigned PRK07764 PRK07003 PRK12323 PRK12678 PRK05648 PRK12373 PRK11855 APC_basic	not assigned.unknown	35_2

CUST_12768_PI403524517	2	0.28939342	0.5073662	-1.4765863	-0.08519077	-1.3053565	0.08519173	35_3652	"Cluster: Glycerophosphoryl diester phosphodisterase; n=3; Oryza sativa (japonica cultivar-group)|Rep: Glycerophosphoryl diester phosphodisterase - Oryza sativa"	UniRef90_Q2V8D7	CHR5V7|COORD:16459086..16461063| glycerophosphoryl diester phosphodiesterase family protein	AT5G41080.1	CHR02V5|COORD:18531172..18535043|protein glycerophosphodiester phosphodiesterase, putative, expressed	LOC_Os02g31030.1	no descriptionmoderately similar to ( 407)AT5G41080| Symbols:  | glycerophosphoryl diester phosphodiesterase family protein | chr5:16459217-16461063 FORWARDnot assigned not assigned not assigned GDPD UgpQ	lipid metabolism.lipid degradation.lysophospholipases.glycerophosphodiester phosphodiesterase	11_9_3_3

CUST_61760_PI403524517	2	0.106165886	0.06319475	-0.061517715	-0.012236595	0.012236118	-0.29205465	35_17623	"Cluster: Hypothetical protein OJ1590_E05.35-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1590_E05.35-1 - Oryza sativa (japonica"	UniRef90_Q6YYJ6	0	0	CHR01V5|COORD:32508640..32504738|protein hemimethylated DNA binding domain containing protein	LOC_Os01g55880.1	no description	not assigned.unknown	35_2

CUST_132479_PI403524517	2	-0.30618	0.3256197	0.3334694	0.164155	-0.164155	-0.23141193	35_37205	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_10034_PI403524517	2	-0.017165184	0.36138153	-0.038859367	-0.038859367	0.07195473	0.017165184	35_2835	"Cluster: Putative glutathione S-transferase OsGSTT1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative glutathione S-transferase OsGSTT1 - Oryza sativa"	UniRef90_Q945X2	"CHR5V7|COORD:16509778..16511112| ATGSTT1 (Arabidopsis thaliana Glutathione S-transferase (class theta) 1); glutathione transferase"	AT5G41210.1	CHR11V5|COORD:21804360..21808769|protein glutathione S-transferase theta-1, putative, expressed	LOC_Os11g37730.1	" no descriptionmoderately similar to ( 309)AT5G41210| Symbols: GST10, ATGSTT1 | ATGSTT1 (Arabidopsis thaliana Glutathione S-transferase (class theta) 1); glutathione transferase | chr5:16509778-16511112 REVERSEvery weakly similar to (84.7)GSTF1_TOBACGlutathione S-transferase PARB - Nicotiana tabacum (Common tobacco)not assigned not assigned GST_C_Theta GST_N_Theta Gst GST_N_Phi GST_N_family GST_N_Delta_Epsilon GST_N_4 GST_N_GTT1_like GST_N_Ure2p_like GST_N GST_N_Zeta GST_N_Beta GST_N_2 GST_N_GTT2_like "	misc.glutathione S transferases	26_9

CUST_13824_PI403524517	2	0.047364235	0.023470879	0.009807587	-0.009807587	-0.035119057	-0.01331234	35_3963	Rep: H0403D02.13 protein - Oryza sativa (Rice)	UniRef90_Q259S1	CHR2V7|COORD:1122119..1123008| coenzyme Q biosynthesis Coq4 family protein / ubiquinone biosynthesis Coq4 family protein	AT2G03690.1	CHR04V5|COORD:34194379..34196582|protein ubiquinone biosynthesis protein COQ4, putative, expressed	LOC_Os04g57790.1	no descriptionmoderately similar to ( 359)AT2G03690| Symbols:  | coenzyme Q biosynthesis Coq4 family protein / ubiquinone biosynthesis Coq4 family protein | chr2:1122119-1123008 REVERSEnot assigned Coq4 COQ4	mitochondrial electron transport / ATP synthesis.unspecified	9_99

CUST_13553_PI404877155	2	0.023366928	-0.46943855	-0.023366928	0.049860954	-0.0827713	0.05499935	Contig7280_at	0	AAQ91040.1	DNAJ heat shock family protein	At3g62600.1	protein DnaJ domain, putative	Os05g06440	HIRA interacting protein 4	stress.abiotic.heat	20_2_1

CUST_9249_PI404877155	2	0.018224716	-0.33713531	-0.067092896	0.11742878	-0.018224716	0.046588898	Contig3036_at	RNA binding protein Rp120 [Oryza sativa (japonica cultivar-group)] gb|AAP85378.1| RNA binding protein Rp120 [Oryza sativa (japonica cultivar	AAP85377.1	tudor domain-containing protein / nuclease family protein	At5g07350.1	protein Staphylococcal nuclease homologue, putative	Os02g32350	RNA binding protein Rp120	RNA.regulation of transcription.Zn-finger(CCHC)	27_3_73

CUST_27760_PI403524517	2	-0.022918701	0.044032097	0.022918701	-0.13666153	0.12519073	-0.09897137	35_8027	"Cluster: Hypothetical protein P0450E05.22; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0450E05.22 - Oryza sativa (japonica cultivar-g"	UniRef90_Q69IM4	"CHR2V7|COORD:19276747..19279056| similar to PREDICTED: similar to CG7927-PA [Tribolium castaneum] (GB:XP_973489.1); similar to Os09g0514900 [Oryza sativa"	AT2G46900.1	CHR09V5|COORD:20053294..20057236|protein expressed protein	LOC_Os09g33970.1	" no descriptionmoderately similar to ( 259)AT2G46900| Symbols:  | similar to PREDICTED: similar to CG7927-PA [Tribolium castaneum] (GB:XP_973489.1); similar to Os09g0514900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001063663.1); contains InterPro domain Protein of unknown function DUF654; (InterPro:IPR006994); contains InterPro domain DNA polymerase beta, N-terminal-like; (InterPro:IPR010996) | chr2:19276747-19279056 FORWARDnot assigned DUF654 "	not assigned.unknown	35_2

CUST_97351_PI403524517	2	0.1275754	0.25118923	0.14208174	-0.12757492	-0.41991997	-0.28183746	35_27804	"Cluster: Hypothetical protein P0423B08.6; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0423B08.6 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q94CW7	"CHR3V7|COORD:19521491..19523525| similar to conserved hypothetical protein [Medicago truncatula] (GB:ABD32680.1); contains domain CoA-dependent"	AT3G52610.1	CHR01V5|COORD:37637161..37634942|protein transposon protein, putative, Mutator sub-class, expressed	LOC_Os01g64256.1	"no descriptionvery weakly similar to (52.0)AT3G52610| Symbols:  | similar to conserved hypothetical protein [Medicago truncatula] (GB:ABD32680.1); contains domain CoA-dependent acyltransferases (SSF52777) | chr3:19521491-19523525 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07764 PRK07003 PRK08770 Tymo_45kd_70kd IER Atrophin-1 DUF1509 PRK05648 Totivirus_coat APC_basic Rubella_Capsid MAP65_ASE1 PRK00708"	not assigned.unknown	35_2

CUST_100202_PI403524517	2	-0.093061924	0.0930624	0.116472244	-0.31629848	0.12139845	-0.56107664	35_28606	"Cluster: Hypothetical protein At1g33700; n=2; Arabidopsis thaliana|Rep: Hypothetical protein At1g33700 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q84W58	"CHR3V7|COORD:8735018..8741154| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G49900.1); similar to unknown protein [Arabidopsis thaliana]"	AT3G24180.1	CHR10V5|COORD:17263427..17255156|protein expressed protein	LOC_Os10g33420.1	" no descriptionvery weakly similar to (52.4)AT1G33700| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G49900.1); similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G10060.1); similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G24180.2); similar to unknown protein [Oryza sativa] (GB:AAL31035.1); similar to Os11g0242100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001067588.1); similar to At5g49900 [Oryza sativa (japonica cultivar-group)] (GB:AAX95400.1); contains InterPro domain Six-hairpin glycosidase; (InterPro:IPR008928); contains InterPro domain Glycoside transferase, six-hairpin, subgroup; (InterPro:IPR012343); contains InterPro domain Protein of unknown function DUF608; (InterPro:IPR006775) | chr1:12208833-12213551 REVERSE"	not assigned.unknown	35_2

CUST_162773_PI403524517	2	0.11785126	0.094475746	-0.12955189	-0.094475746	-0.125	0.24208927	35_45401	"Cluster: OSJNBa0035O13.10 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0035O13.10 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XSL8	CHR1V7|COORD:16816094..16817173| DNA binding / ligand-dependent nuclear receptor	AT1G44191.1	CHR04V5|COORD:7236704..7234302|protein ribosomal RNA apurinic site specific lyase, putative, expressed	LOC_Os04g13150.1	no descriptionvery weakly similar to (54.3)AT1G13570| Symbols:  | F-box family protein | chr1:4642525-4643927 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07003 PRK07764	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_51281_PI403524517	2	-0.06259155	-0.06843376	0.06259155	0.6464033	1.0929704	-0.28642654	35_14619	"Cluster: Aspartate aminotransferase, cytoplasmic; n=4; Magnoliophyta|Rep: Aspartate aminotransferase, cytoplasmic - Oryza sativa (Rice)"	UniRef90_P37833	CHR5V7|COORD:3685258..3687722| ASP3 (ASPARTATE AMINOTRANSFERASE 3)	AT5G11520.1	CHR01V5|COORD:32330538..32325499|protein aspartate aminotransferase, cytoplasmic, putative, expressed	LOC_Os01g55540.1	 no descriptionhighly similar to ( 693)AT5G11520| Symbols: YLS4, ASP3 | ASP3 (ASPARTATE AMINOTRANSFERASE 3) | chr5:3685258-3687722 REVERSEhighly similar to ( 779)AATC_ORYSAnot assigned not assigned PRK09257 TyrB Aminotran_1_2 PRK08637 COG0436 HisC 	amino acid metabolism.synthesis.central amino acid metabolism.aspartate	13_1_1_2

CUST_51814_PI403524517	2	0.05900097	-0.81298065	-0.07340336	0.004295349	0.006878853	-0.004295349	35_14767	Rep: Ribosomal protein L36 - Triticum aestivum (Wheat)	UniRef90_Q5I7L5	CHR3V7|COORD:19924899..19925791| structural constituent of ribosome	AT3G53740.3	CHR05V5|COORD:22513233..22515300|protein 60S ribosomal protein L36-2, putative, expressed	LOC_Os05g38520.2	no descriptionweakly similar to ( 168)AT3G53740| Symbols:  | 60S ribosomal protein L36 (RPL36B) | chr3:19924899-19925791 REVERSEweakly similar to ( 137)RL36_DAUCA60S ribosomal protein L36 - Daucus carota (Carrot)not assigned Ribosomal_L36e RPL36A	protein.synthesis.misc ribososomal protein	29_2_2

CUST_1262_PI399408534	2	0.0053682327	0.6182327	0.30325413	-0.005367756	-0.042577267	-0.2343769	35_47687	"Cluster: Putative receptor kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative receptor kinase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q75IZ0	CHR3V7|COORD:20764882..20767326| protein kinase family protein	AT3G55950.1	CHR05V5|COORD:1525459..1528189|protein protein kinase, putative, expressed	LOC_Os05g03620.1	no descriptionvery weakly similar to (55.5)AT3G55950| Symbols:  | protein kinase family protein | chr3:20764882-20767326 REVERSEnot assigned PRK12323	signalling.receptor kinases.crinkly like	30_2_26

CUST_17553_PI404877155	2	-0.023765564	0.46354008	0.14136314	-0.19365597	0.023765564	-0.030789375	HV_CEb0003E19r2_at	auxin response factor 2 [Oryza sativa (japonica cultivar-group)]	NP_914881.1	transcriptional factor B3 family protein / auxin-responsive factor, putative (ARF1)	At5g62000.1	protein auxin response factor 2	Os01g70270	0.5_AP2/B3 T02637	RNA.regulation of transcription.ARF, Auxin Response Factor family	27_3_04

CUST_12032_PI403524517	2	0.10898113	0.22144699	-0.040302277	-0.034090042	0.00792408	-0.007925034	35_3425	"Cluster: OSIGBa0160I14.7 protein; n=4; Oryza sativa|Rep: OSIGBa0160I14.7 protein - Oryza sativa (Rice)"	UniRef90_Q01JR6	CHR1V7|COORD:7649313..7651602| F-box family protein	AT1G21760.1	CHR04V5|COORD:21193549..21198818|protein F-box only protein 9, putative, expressed	LOC_Os04g35190.1	no descriptionmoderately similar to ( 417)AT1G21760| Symbols:  | F-box family protein | chr1:7649313-7651602 FORWARDnot assigned F-box	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_99246_PI403524517	2	0.35041666	-0.12554455	-0.01855135	-0.12900448	0.01855135	0.28307438	35_28330	Rep: OSIGBa0152K17.14 protein - Oryza sativa (Rice)	UniRef90_Q01J73	CHR5V7|COORD:4531061..4532967| mitochondrial phosphate transporter	AT5G14040.1	CHR04V5|COORD:22143166..22148131|protein phosphate carrier protein, mitochondrial precursor, putative, expressed	LOC_Os04g37600.1	no descriptionmoderately similar to ( 220)AT5G14040| Symbols:  | mitochondrial phosphate transporter | chr5:4531061-4532967 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Mito_carr	transport.metabolite transporters at the mitochondrial membrane	34_9

CUST_167634_PI403524517	2	0.0017328262	0.36736202	0.22655582	-0.2898903	-0.0017318726	-0.26605654	35_46694	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_8186_PI403524517	2	0.2978754	-1.615715	-0.4879074	0.02199459	-0.021995544	0.08529568	35_2285	"Cluster: Hypothetical protein OSJNBa0019F11.18-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0019F11.18-1 - Oryza sativa (japon"	UniRef90_Q8H663	"CHR4V7|COORD:14017464..14018072| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G52270.1); similar to unknown protein [Oryza sativa (japonica"	AT4G28310.1	CHR06V5|COORD:875368..874373|protein expressed protein	LOC_Os06g02530.1	"no descriptionvery weakly similar to (94.0)AT4G28310| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G52270.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAC22207.1) | chr4:14017464-14018072 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07003 PRK07764 PRK12678 DUF1421 DUF566 PRK05035 APC_basic AF-4 Tymo_45kd_70kd Atrophin-1 PRK10819 PRK09169 TT_ORF1"	not assigned.unknown	35_2

CUST_937_PI403524517	2	-0.2583456	-0.43240166	0.5567417	0.34199238	0.13224697	-0.13224697	35_245	Rep: Proline-rich protein - Triticum aestivum (Wheat)	UniRef90_Q01979	CHR3V7|COORD:6559180..6562050| leucine-rich repeat family protein / extensin family protein	AT3G19020.1	CHR05V5|COORD:7727609..7725710|protein early nodulin 75 protein, putative, expressed	LOC_Os05g13940.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Extensin_2 Atrophin-1 PRK12323 PRK10819 PRK05648 HPC2 Trypan_PARP TonB DUF1421 CDC27 Drf_FH1 PRK07003 PRK11633 AF-4 PRK07764 PRK10263 COG5048 DUF1210 Harpin TolA Cytadhesin_P30 Tymo_45kd_70kd GRASP55_65 DUF605 FtsN COG5651 tolA BASP1 DedD DesA Chon_Sulph_att RR_TM4-6 NESP55 PRK03427 COG3921 PRK08691 MCPVI COG5099 EriC DUF1032 APC_basic PRK07735 ZipA MBOAT PRK09752 PRK08853 ArnT PRK00708 DREPP TolA Calreticulin Amelogenin Neisseria_TspB COG3827 IER STOP	not assigned.unknown	35_2

CUST_107005_PI403524517	2	-0.022488594	-0.3152914	0.022488594	0.07906151	0.22880459	-0.028108597	35_30452	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53PX0		0	CHR11V5|COORD:2252027..2243564|protein PHD-finger family protein, expressed	LOC_Os11g05130.2	no description	not assigned.unknown	35_2

CUST_4582_PI404877155	2	0.120262146	0.10466099	-0.22837543	-0.047638893	-0.10079384	0.047639847	Contig15661_at	GTP-binding protein YPTM1 pir||A38202 GTP-binding protein - maize emb|CAA44918.1| yptm1 [Zea mays]	P16976	Ras-related GTP-binding protein, putative	At4g17530.1	protein GTP-binding protein RAB1 - garden petunia	Os05g01490	"Ras-related GTP-binding protein, putative, very strong similarity to RAB1C (Lotus corniculatus var. japonicus) GI:1370166; contains Pfam profile PF00071: Ras family"	signalling.G-proteins	30_5

CUST_158795_PI403524517	2	0.22041988	-0.1021018	2.3651123E-4	-2.3651123E-4	-0.43749094	0.040830135	35_44326	Rep: Gag-Pol - Oryza sativa (japonica cultivar-group)	UniRef90_Q9AYG6		0	CHR01V5|COORD:8506180..8511940|protein retrotransposon protein, putative, Ty3-gypsy subclass	LOC_Os01g15180.1	no description	not assigned.unknown	35_2

CUST_179575_PI403524517	2	0.10900402	0.016971588	0.09477234	-0.016971588	-0.07619667	-0.06994057	35_49942	Rep: H0702G05.5 protein - Oryza sativa (Rice)	UniRef90_Q25AI8	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	CHR11V5|COORD:3520063..3519331|protein conserved hypothetical protein	LOC_Os11g07070.1	no descriptionnot assigned cwf21	not assigned.unknown	35_2

CUST_10046_PI403524517	2	-0.01938057	-0.31696224	-0.021827698	0.1740284	0.019381523	0.1022768	35_2838	Rep: B32E protein - Hordeum vulgare (Barley)	UniRef90_Q43486	CHR1V7|COORD:7485795..7488021| VHS domain-containing protein / GAT domain-containing protein	AT1G21380.1	CHR11V5|COORD:5002099..4989236|protein VHS and GAT domain protein, putative, expressed	LOC_Os11g09329.1	no descriptionweakly similar to ( 109)AT1G21380| Symbols:  | VHS domain-containing protein / GAT domain-containing protein | chr1:7485795-7488021 REVERSEnot assigned	cell. vesicle transport	31_4

CUST_15801_PI404877155	2	0.11310482	-0.65198326	0.19262123	-0.11310387	0.2165327	-0.41142082	Contig9631_at	"benzothiadiazole-induced homeodomain protein 1; BTH-induced homeodomain protein 1 [Oryza sativa (indica cultivar-group)]"	AAS18416.1	homeodomain-containing protein	At4g34610.1	protein expressed protein	Os12g43950	NONE	RNA.regulation of transcription.HB,Homeobox transcription factor family	27_3_22

CUST_17032_PI404877155	2	-0.121481895	-0.06320381	0.06320381	0.10490036	-0.1274519	0.11084652	HS08H14u_at	putative vacuolar proton-ATPase subunit 1 [Oryza sativa (japonica cultivar-group)]	NP_915358.1	vacuolar proton ATPase, putative	At2g28520.1	protein vacuolar proton-ATPase subunit, putative	Os01g61780	NONE	transport.p- and v-ATPases	34_1

CUST_29339_PI403524517	2	0.072125435	-0.045684814	0.04568386	-0.18491364	0.11053467	-0.27060986	35_8478	"Cluster: Os01g0858700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0858700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JHK3	"CHR2V7|COORD:11784845..11786854| similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE93200.1); contains domain no description"	AT2G27590.1	CHR01V5|COORD:37449921..37453698|protein expressed protein	LOC_Os01g63950.1	"no descriptionweakly similar to ( 188)AT2G27590| Symbols:  | similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE93200.1); contains domain no description (G3D.3.40.50.150); contains domain S-adenosyl-L-methionine-dependent methyltransferases (SSF53335) | chr2:11784845-11786854 REVERSE"	not assigned.unknown	35_2

CUST_60258_PI403524517	2	0.053279877	0.0025281906	0.03330517	-0.12870598	-0.056092262	-0.0025291443	35_17177	"Cluster: Hypothetical protein OSJNBa0018I03.11; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0018I03.11 - Oryza sativa (japonica"	UniRef90_Q6K2V1	0	0	CHR09V5|COORD:1545465..1548533|protein expressed protein	LOC_Os09g03210.1	no description	not assigned.unknown	35_2

CUST_3452_PI399408534	2	-0.7033467	0.38237	-0.03803587	0.087108135	-0.46041584	0.03803587	35_26265	"Cluster: Receptor serine/threonine kinase PR5K-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Receptor serine/threonine kinase PR5K-like - Oryza sativa"	UniRef90_Q5N7S6	CHR5V7|COORD:15637296..15639716| protein kinase family protein	AT5G39030.1	CHR01V5|COORD:28839944..28844416|protein protein kinase domain containing protein, expressed	LOC_Os01g49580.1	no descriptionmoderately similar to ( 236)AT5G39030| Symbols:  | protein kinase family protein | chr5:15637296-15639716 FORWARDweakly similar to ( 107)KPRO_MAIZEPutative receptor protein kinase ZmPK1 precursor - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pkinase TyrKc S_TKc S_TKc PTKc Pkinase_Tyr SPS1 PTKc_EphR PTKc_Src_like PTKc_Jak_rpt2 PTKc_EGFR_like PTKc_Tec_like PTKc_Lck_Blk PTKc_Csk_like PTKc_Srm_Brk PTKc_Met_Ron PTKc_VEGFR PTKc_Ack_like PTKc_InsR_like PTKc_VEGFR3 PTKc_PDGFR PTKc_Abl PTKc_Tec_Rlk PTKc_Syk_like PTKc_Btk_Bmx PTKc_Itk PTKc_Fyn_Yrk PTKc_Yes PTKc_Src PTKc_FGFR PTKc_EphR_A PTKc_Lyn PTKc_Jak2_Jak3_rpt2 PTKc_CSF-1R PTKc_EphR_A2 PTKc_Hck PTKc_EphR_B PTKc_VEGFR2 PTKc_Chk PTKc_Tie2 PTK_HER3 PTKc_Kit PTKc_HER4 PTKc_Frk_like PTKc_EGFR PTKc_HER2 PTKc_Fes_like PTKc_FGFR2 PTKc_Axl PTKc_PDGFR_alpha PTKc_RET PTKc_Axl_like PTKc_FGFR3 PTKc_FAK PTKc_Tie1	signalling.receptor kinases.DUF 26	30_2_17

CUST_91597_PI403524517	2	-0.100577354	0.2605505	0.100577354	-0.5630946	-1.5273094	0.46568203	35_26189	"Cluster: Kelch-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Kelch-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q84S70	0	0	CHR07V5|COORD:21318698..21313848|protein kelch motif family protein, expressed	LOC_Os07g35610.1	no description	not assigned.unknown	35_2

CUST_9935_PI403524517	2	0.037182808	-0.21944332	0.024284363	-0.033904076	0.097434044	-0.02428341	35_2799	"Cluster: Hypothetical protein OSJNBa0017J22.7; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0017J22.7 - Oryza sativa (japonica cu"	UniRef90_Q5W723	"CHR1V7|COORD:3013005..3014905| Identical to FAM18-like protein At1g09330 [Arabidopsis Thaliana] (GB:Q8LEK2;GB:Q9ZPZ2); similar to Os01g0331900 [Oryza"	AT1G09330.1	CHR05V5|COORD:3467185..3470310|protein clathrin-coated vesicle protein, putative, expressed	LOC_Os05g06700.2	" no descriptionmoderately similar to ( 276)AT1G09330| Symbols:  | Identical to FAM18-like protein At1g09330 [Arabidopsis Thaliana] (GB:Q8LEK2;GB:Q9ZPZ2); similar to Os01g0331900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001042930.1); similar to Os05g0159100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001054714.1); similar to FAM18-like protein CG5021 (GB:Q8IQC1); contains InterPro domain Protein of unknown function DUF846, eukaryotic; (InterPro:IPR008564) | chr1:3013005-3014905 REVERSEnot assigned DUF846 "	not assigned.unknown	35_2

CUST_8992_PI403524517	2	0.36867046	-0.379776	-0.23814487	0.10427666	-0.066477776	0.0664773	35_2520	"Cluster: Putative CDP-diacylglycerol synthetase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative CDP-diacylglycerol synthetase - Oryza sativa (japonic"	UniRef90_Q5JLS4	"CHR1V7|COORD:23109939..23112588| ATCDS1 (CDP-diacylglycerol synthase 1); phosphatidate cytidylyltransferase"	AT1G62430.1	CHR01V5|COORD:32204455..32197780|protein phosphatidate cytidylyltransferase, putative, expressed	LOC_Os01g55360.3	"no descriptionhighly similar to ( 655)AT1G62430| Symbols: ATCDS1 | ATCDS1 (CDP-diacylglycerol synthase 1); phosphatidate cytidylyltransferase | chr1:23109939-23112588 REVERSEhighly similar to ( 670)CDS1_SOLTUPhosphatidate cytidylyltransferase - Solanum tuberosum (Potato)not assigned not assigned CTP_transf_1 CdsA COG4589 cdsA"	lipid metabolism.Phospholipid synthesis.phosphatidate cytidylyltransferase	11_3_3

CUST_167686_PI403524517	2	0.056160927	0.7910938	0.07823324	-0.3339963	-0.40928078	-0.056160927	35_46708	Rep: H0413E07.5 protein - Oryza sativa (Rice)	UniRef90_Q25A77	CHR2V7|COORD:5121963..5125568| ubiquitin-associated (UBA)/TS-N domain-containing protein	AT2G12550.1	CHR04V5|COORD:32569646..32575099|protein UBA/TS-N domain containing protein, expressed	LOC_Os04g55150.2	no descriptionvery weakly similar to (79.7)AT2G12550| Symbols:  | ubiquitin-associated (UBA)/TS-N domain-containing protein | chr2:5121963-5125568 FORWARDTT_ORF1	protein.degradation.ubiquitin	29_5_11

CUST_120342_PI403524517	2	-0.11776924	0.09039974	0.033026695	-0.033026695	0.10326004	-0.09152317	35_34023	"Cluster: Putative actin-depolymerizing factor; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative actin-depolymerizing factor - Oryza sativa (japonica"	UniRef90_Q9AY76	CHR5V7|COORD:21275383..21276455| actin-depolymerizing factor, putative	AT5G52360.1	CHR03V5|COORD:32302775..32299508|protein actin-depolymerizing factor 6, putative, expressed	LOC_Os03g56790.1	 no descriptionvery weakly similar to (69.3)AT5G52360| Symbols:  | actin-depolymerizing factor, putative | chr5:21275383-21276455 REVERSEvery weakly similar to (66.6)ADF2_PETHYActin-depolymerizing factor 2 - Petunia hybrida (Petunia)not assigned ADF ADF Cofilin_ADF 	cell.organisation	31_1

CUST_16352_PI399408534	2	0.06761837	0.2634244	0.29294205	-0.266387	-0.46444035	-0.06761789	35_13313	"Cluster: Putative serine/threonine-specific protein kinase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative serine/threonine-specific protein kinase -"	UniRef90_Q6YVV6	"CHR4V7|COORD:12138182..12140791| CRK10 (CYSTEINE-RICH RLK10); kinase"	AT4G23180.1	CHR07V5|COORD:21165527..21168989|protein serine/threonine kinase-like protein, putative, expressed	LOC_Os07g35390.1	" no descriptionweakly similar to ( 147)AT4G23180| Symbols: RLK4, CRK10 | CRK10 (CYSTEINE-RICH RLK10); kinase | chr4:12138182-12140791 FORWARDvery weakly similar to (91.3)NORK_MEDTRNodulation receptor kinase precursor - Medicago truncatula (Barrel medic)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TyrKc PTKc Pkinase_Tyr S_TKc Pkinase S_TKc PTKc_Ror PTKc_Jak_rpt2 PTKc_Trk PTKc_Abl PTKc_Csk_like PTKc_EGFR_like PTKc_Fes_like PTKc_Fer PTKc_Src_like PTKc_c-ros PTKc_Musk PTKc_Srm_Brk PTKc_Itk PTKc_TrkB PTKc_ALK_LTK PTKc_Axl_like PTKc_Ror1 PTKc_Jak2_Jak3_rpt2 PTKc_TrkA PTKc_Syk_like "	signalling.receptor kinases.DUF 26	30_2_17

CUST_59343_PI403524517	2	-0.28268147	1.896081	-0.24417019	0.66821194	-0.51407623	0.24417019	35_16921	"Cluster: Putative nematode-resistance protein; n=1; Hordeum vulgare|Rep: Putative nematode-resistance protein - Hordeum vulgare (Barley)"	UniRef90_Q9FUH4	"CHR3V7|COORD:20728509..20729795| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G40000.1); similar to putative Hs1pro-1-like receptor [Glycine max]"	AT3G55840.1	CHR01V5|COORD:37271442..37269445|protein nematode-resistance protein, putative, expressed	LOC_Os01g63690.1	" no descriptionmoderately similar to ( 301)AT3G55840| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G40000.1); similar to putative Hs1pro-1-like receptor [Glycine max] (GB:AAG44839.1); contains InterPro domain Hs1pro-1, C-terminal; (InterPro:IPR009743); contains InterPro domain Hs1pro-1, N-terminal; (InterPro:IPR009869) | chr3:20728509-20729795 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Hs1pro-1_C Hs1pro-1_N PRK07764 PRK07003 PRK12323 Tymo_45kd_70kd PRK12678 Atrophin-1 DUF566 APC_basic "	not assigned.unknown	35_2

CUST_4652_PI403524517	2	0.010214806	-0.44236565	-0.1973362	0.057217598	0.032891273	-0.010214806	35_1284	"Cluster: Elongation factor G, chloroplast precursor; n=1; Glycine max|Rep: Elongation factor G, chloroplast precursor - Glycine max (Soybean)"	UniRef90_P34811	"CHR1V7|COORD:23237287..23239986| ATSCO1/ATSCO1/CPEF-G (SNOWY COTYLEDON1); translation elongation factor/ translation factor, nucleic acid binding"	AT1G62750.1	CHR04V5|COORD:26701564..26698799|protein elongation factor G, chloroplast precursor, putative, expressed	LOC_Os04g45490.1	" no descriptionnearly identical (1234)AT1G62750| Symbols: ATSCO1, ATSCO1/CPEF-G | ATSCO1/ATSCO1/CPEF-G (SNOWY COTYLEDON1); translation elongation factor/ translation factor, nucleic acid binding | chr1:23237287-23239986 REVERSEnearly identical (1237)EFGC_SOYBNElongation factor G, chloroplast precursor - Glycine max (Soybean)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK00007 PRK12739 FusA PRK12740 EF-G EF-G_bact PRK07560 PrfC prfC TetM_like GTP_EFTU EFG_mtEFG1_IV RF3 GTP_translation_factor EFG_IV EF2 TypA_BipA TypA EFG_mtEFG_II LepA EFG_mtEFG_C EFG_C LepA PRK10218 PRK05433 Snu114p EFG_like_IV Elongation_Factor_C mtEFG2_II_like mtEFG1_II_like EF1_alpha infB IF2_eIF5B InfB mtEFG1_C TEF1 PRK12317 PRK12736 TufB CysN_ATPS Tet_like_IV eEF2_snRNP_like_C PRK00049 EF_Tu PRK12735 BipA_TypA_II tufA Translation_Factor_II_like GTP_EFTU_D2 infB SelB SelB PRK04004 CysN SelB_euk PRK05506 "	protein.synthesis.elongation	29_2_4

CUST_1624_PI403524517	2	-0.097735405	1.3242912	-0.17055511	0.61717224	0.097735405	-0.2811985	35_429	Rep: H0215F08.10 protein - Oryza sativa (Rice)	UniRef90_Q01KC0	CHR1|COORD:4001294..4003441| aminomethyltransferase, putative, similar to aminomethyltransferase, mitochondrial precursor SP:O49849 from (Flaveria	AT1G11860.2	CHR04V5|COORD:31481844..31484554|protein aminomethyltransferase, mitochondrial precursor, putative, expressed	LOC_Os04g53230.1	 no descriptionhighly similar to ( 624)AT1G11860| Symbols:  | aminomethyltransferase, putative | chr1:4001800-4003244 FORWARDhighly similar to ( 644)GCST_SOLTUAminomethyltransferase, mitochondrial precursor - Solanum tuberosum (Potato)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned gcvT GcvT GCV_T dmdA GCV_T_C PRK12323 PRK07003 Tymo_45kd_70kd HPC2 PRK07764 Herpes_BLLF1 Atrophin-1 APC_basic Pneumo_att_G IER RPH3A_effector AF-4 DUF1421 PRK05648 Herpes_UL56 Extensin_2 PRK12678 KAR9 	amino acid metabolism.degradation.serine-glycine-cysteine group.glycine	13_2_5_2

CUST_39433_PI403524517	2	-0.2680006	-0.052718163	0.052718163	0.5587983	-0.26203346	0.10093975	35_11343	Rep: Expansin - Festuca pratensis	UniRef90_Q9FY31	CHR1V7|COORD:6998753..6999701| ATEXPA11 (ARABIDOPSIS THALIANA EXPANSIN A11)	AT1G20190.1	CHR03V5|COORD:2977966..2979110|protein alpha-expansin 17 precursor, putative, expressed	LOC_Os03g06000.1	 no descriptionmoderately similar to ( 263)AT1G20190| Symbols: EXP11, ATEXP11, ATHEXP ALPHA 1.14, ATEXPA11 | ATEXPA11 (ARABIDOPSIS THALIANA EXPANSIN A11) | chr1:6998753-6999701 REVERSEmoderately similar to ( 305)EXP12_ORYSAnot assigned DPBB_1 PRK12323 Pollen_allerg_1 PRK07003 	cell wall.modification	10_7

CUST_22769_PI403524517	2	-0.098997116	-0.6114445	-0.021377563	0.08019161	0.021377563	0.26973152	35_6612	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_12795_PI403524517	2	-0.013372421	0.0450058	-0.013372421	0.012083054	0.068982124	-0.0120821	35_3659	Rep: H0613H07.6 protein - Oryza sativa (Rice)	UniRef90_Q01MK7	CHR2V7|COORD:7849428..7850619| PIN1AT (parvulin 1At)	AT2G18040.1	CHR04V5|COORD:33657050..33654393|protein peptidyl-prolyl cis-trans isomerase 1, putative, expressed	LOC_Os04g56800.1	no descriptionweakly similar to ( 167)AT2G18040| Symbols: PIN1AT | PIN1AT (parvulin 1At) | chr2:7849428-7850619 FORWARDweakly similar to ( 172)PIN1_MALDOPeptidyl-prolyl cis-trans isomerase 1 - Malus domestica (Apple) (Malus sylvestris)not assigned not assigned not assigned not assigned not assigned not assigned Rotamase prsA SurA prsA prsA PRK07764 PRK10770	cell.cycle	31_3

CUST_12267_PI399408534	2	0.15734291	-0.03584671	0.035847664	-0.20668411	-0.4649887	0.21268749	35_7081	"Cluster: Essential protein for meiotic synapsis; n=2; Oryza sativa (japonica cultivar-group)|Rep: Essential protein for meiotic synapsis - Oryza sativa (japonic"	UniRef90_Q76CY8	"CHR1V7|COORD:25243010..25247376| ASY1 (ASYNAPTIC 1); DNA binding"	AT1G67370.1	CHR09V5|COORD:19620213..19628287|protein retrotransposon protein, putative, SINE subclass, expressed	LOC_Os09g32930.2	"no descriptionvery weakly similar to (50.4)AT1G67370| Symbols: ASY1 | ASY1 (ASYNAPTIC 1); DNA binding | chr1:25243010-25247376 REVERSE"	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_166700_PI403524517	2	-0.91715884	-0.4188137	-0.05812168	0.058122158	0.85576487	1.8138137	35_46438	"Cluster: Putative SenC; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative SenC - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6H4G4	CHR4V7|COORD:18435580..18437089| electron transport SCO1/SenC family protein	AT4G39740.1	CHR09V5|COORD:12293954..12288710|protein SCO1 protein homolog, mitochondrial precursor, putative, expressed	LOC_Os09g20430.2	no descriptionvery weakly similar to (74.3)AT4G39740| Symbols:  | electron transport SCO1/SenC family protein | chr4:18435580-18437089 REVERSEnot assigned	mitochondrial electron transport / ATP synthesis.cytochrome c oxidase	9_7

CUST_89743_PI403524517	2	0.33851004	0.27952242	-0.032051086	-0.23204565	-0.017700195	0.017700195	35_25676	"Cluster: Protein phosphatase 2C containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Protein phosphatase 2C containing protein, expre"	UniRef90_Q339D2	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	CHR10V5|COORD:11303105..11298273|protein protein phosphatase 2C, putative, expressed	LOC_Os10g22460.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_3420_PI403524517	2	0.05442238	0.55576324	0.049043655	-0.13158798	-0.049043655	-0.08908653	35_934	"Cluster: Diacylglycerol kinase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Diacylglycerol kinase-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K4P5	CHR2V7|COORD:8126058..8128771| diacylglycerol kinase, putative	AT2G18730.1	CHR02V5|COORD:33478149..33470359|protein diacylglycerol kinase, putative, expressed	LOC_Os02g54650.1	 no descriptionweakly similar to ( 123)AT2G18730| Symbols:  | diacylglycerol kinase, putative | chr2:8126058-8128771 FORWARDvery weakly similar to (86.3)FTRC_MAIZEFerredoxin-thioredoxin reductase catalytic chain, chloroplast precursor - Zea mays (Maize)not assigned not assigned not assigned FeThRed_B DAGK_cat DAGKc FtrB LCB5 	redox.thioredoxin	21_1

CUST_38133_PI403524517	2	0.059526443	-0.066707134	0.01225853	2.153201	-0.0122590065	-0.514987	35_10972	"Cluster: Hypothetical protein OJ1369_G08.15; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1369_G08.15 - Oryza sativa (japonica cultiv"	UniRef90_Q6K825	0	0	CHR02V5|COORD:33132036..33136348|protein expressed protein	LOC_Os02g54100.1	no description	not assigned.unknown	35_2

CUST_27922_PI399408534	2	0.31311893	0.21065712	-0.03820896	-0.19579363	-0.17590809	0.03820896	35_26620	"Cluster: OSJNBb0038F03.10 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBb0038F03.10 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XN01	CHR4V7|COORD:9784342..9786987| zinc finger (GATA type) family protein	AT4G17570.1	CHR04V5|COORD:27045424..27041122|protein GATA transcription factor 29, putative, expressed	LOC_Os04g46020.2	no descriptionweakly similar to ( 110)AT4G17570| Symbols:  | zinc finger (GATA type) family protein | chr4:9784342-9786987 REVERSEnot assigned ZnF_GATA GATA ZnF_GATA	RNA.regulation of transcription.C2C2(Zn) GATA transcription factor family	27_3_9

CUST_3106_PI403524517	2	0.0056295395	0.57314205	-0.005628586	-0.10547638	-0.12183952	0.010450363	35_844	Rep: Catalase isozyme 1 - Hordeum vulgare (Barley)	UniRef90_P55307	"CHR4V7|COORD:16700942..16703220| CAT2 (CATALASE 2); catalase"	AT4G35090.1	CHR06V5|COORD:30943198..30947367|protein catalase isozyme B, putative, expressed	LOC_Os06g51150.1	"no descriptionhighly similar to ( 891)AT4G35090| Symbols: CAT2 | CAT2 (CATALASE 2); catalase | chr4:16701110-16703220 REVERSEnearly identical (1045)CATA1_HORVUCatalase isozyme 1 - Hordeum vulgare (Barley)not assigned catalase Catalase KatE katE"	redox.dismutases and catalases	21_6

CUST_111769_PI403524517	2	0.00866127	-0.00866127	0.12989044	0.23017502	-0.035694122	-0.03141594	35_31731	"Cluster: Hypothetical protein OSJNBa0052O12.5; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0052O12.5 - Oryza sativa (japonica"	UniRef90_Q5JK43	"CHR3V7|COORD:18128604..18132838| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G23700.1); similar to expressed protein [Oryza sativa (japonica"	AT3G48860.2	CHR01V5|COORD:41057356..41050234|protein expressed protein	LOC_Os01g70320.1	no descriptionnot assigned not assigned not assigned not assigned not assigned PRK07764 PRK12323 PRK07003	not assigned.unknown	35_2

CUST_48905_PI403524517	2	-0.019767761	-0.12114143	-0.029296875	0.034519196	0.030418396	0.019767761	35_13964	Rep: Histone H2A - Zea mays (Maize)	UniRef90_P40280	CHR5V7|COORD:575435..576454| histone H2A, putative	AT5G02560.1	CHR03V5|COORD:9478877..9477951|protein histone H2A, putative, expressed	LOC_Os03g17100.1	 no descriptionweakly similar to ( 153)AT5G02560| Symbols:  | histone H2A, putative | chr5:575435-576454 FORWARDweakly similar to ( 162)H2A3_WHEATHistone H2A.2.2 - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned H2A H2A HTA1 Histone PRK12678 	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_60846_PI403524517	2	-0.010621071	-0.3912592	-0.13817883	0.09493065	0.010620117	0.09231186	35_17354	Rep: H0306F03.6 protein - Oryza sativa (Rice)	UniRef90_Q25A68	CHR3V7|COORD:9340877..9343281| glutamyl-tRNA(Gln) amidotransferase, putative	AT3G25660.1	CHR04V5|COORD:32520796..32517489|protein glutamyl-tRNA, putative, expressed	LOC_Os04g55050.1	 no descriptionhighly similar to ( 629)AT3G25660| Symbols:  | glutamyl-tRNA(Gln) amidotransferase, putative | chr3:9340877-9343281 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned gatA GatA Amidase PRK07235 PRK09201 PRK07488 PRK07139 PRK06169 PRK07486 PRK08137 PRK07056 PRK08186 PRK07042 PRK06061 PRK07487 PRK06170 PRK12470 PRK06828 PRK06102 PRK08310 PRK05962 PRK06707 PRK07869 PRK06529 PRK11910 PRK06565 PRK07003 PRK12323 PRK07764 Atrophin-1 PRK05648 DUF1421 HPC2 	tetrapyrrole synthesis.glu-tRNA synthetase	19_1

CUST_170735_PI403524517	2	0.22153854	0.1946783	-0.055824757	-0.004044533	0.004044056	-0.060135365	35_47557	"Cluster: Os07g0259400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0259400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D7D9	CHR3V7|COORD:473888..476599| pentatricopeptide (PPR) repeat-containing protein	AT3G02330.1	CHR07V5|COORD:9020589..9023862|protein tetratricopeptide-like helical, putative, expressed	LOC_Os07g15570.1	no description	not assigned.unknown	35_2

CUST_178614_PI403524517	2	-0.009337425	0.095378876	0.009337425	-0.072704315	0.0641613	-0.0622797	35_49676	"Cluster: Os12g0111700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os12g0111700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IQM6	CHR3V7|COORD:20877099..20878819| similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABA96219.1)	AT3G56250.1	CHR12V5|COORD:609165..611432|protein expressed protein	LOC_Os12g02050.1	no description	not assigned.unknown	35_2

CUST_20654_PI399408534	2	-0.059372902	-0.0067133904	0.0067133904	0.08438921	0.04135132	-0.23408794	35_37186	"Cluster: RabGAP/TBC domain-containing protein, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: RabGAP/TBC domain-containing protein, putat"	UniRef90_Q2R4C2	CHR1V7|COORD:1359086..1361843| RabGAP/TBC domain-containing protein	AT1G04830.1	CHR11V5|COORD:16273175..16278556|protein TBC domain containing protein, expressed	LOC_Os11g28990.1	no descriptionweakly similar to ( 151)AT1G04830| Symbols:  | RabGAP/TBC domain-containing protein | chr1:1359086-1361843 REVERSEnot assigned not assigned TBC	signalling.G-proteins	30_5

CUST_151169_PI403524517	2	-0.20365477	-0.01677847	0.016778946	0.3105936	0.09893131	-0.34233856	35_42277	Rep: H0410G08.10 protein - Oryza sativa (Rice)	UniRef90_Q25AA4		0	CHR04V5|COORD:32123359..32120002|protein N-terminal acetyltransferase complex ARD1 subunit homolog A, putative, expressed	LOC_Os04g54330.3	no description	not assigned.unknown	35_2

CUST_101277_PI403524517	2	-0.005692959	0.408206	0.047911167	-0.17562342	-0.18717766	0.005692959	35_28906	Rep: Polyprotein - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_O49140	CHR1V7|COORD:11399903..11405702| actin binding	AT1G31810.1	CHR06V5|COORD:29363557..29356514|protein expressed protein	LOC_Os06g48530.1	no description	not assigned.unknown	35_2

CUST_22213_PI403524517	2	0.66588116	-0.11402798	-0.117863655	-0.465065	0.11402798	0.61996174	35_6454	"Cluster: Hypothetical protein P0552F09.132; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0552F09.132 - Oryza sativa (japonica cultivar"	UniRef90_Q7X770	0	0	CHR07V5|COORD:25534224..25537605|protein expressed protein	LOC_Os07g42650.2	no description	not assigned.unknown	35_2

CUST_168014_PI403524517	2	-0.029735565	0.34999847	0.029736519	-0.20635986	0.036539078	-0.2398758	35_46792	Rep: H0801D08.18 protein - Oryza sativa (Rice)	UniRef90_Q259E4	CHR3V7|COORD:17371223..17372864| protein binding / zinc ion binding	AT3G47160.1	CHR10V5|COORD:18749054..18751998|protein RNA-binding protein, putative, expressed	LOC_Os10g35670.1	no descriptionweakly similar to ( 131)AT3G47160| Symbols:  | protein binding / zinc ion binding | chr3:17371223-17372864 REVERSEnot assigned	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_168888_PI403524517	2	0.53342915	0.04261017	0.14009476	-0.04260969	-0.098637104	-0.11548376	35_47035	"Cluster: Putative HASTY; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative HASTY - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5ZDB2	CHR3V7|COORD:1401485..1408101| HST (HASTY)	AT3G05040.1	CHR01V5|COORD:14792157..14804611|protein HST, putative, expressed	LOC_Os01g26160.2	no descriptionweakly similar to ( 120)AT3G05040| Symbols: HST | HST (HASTY) | chr3:1401485-1408101 REVERSE	not assigned.no ontology	35_1

CUST_2183_PI403524517	2	-0.003156662	-0.42012787	-0.14102554	0.09121895	0.036626816	0.003156662	35_589	"Cluster: Guanine nucleotide-binding protein subunit beta-like protein; n=2; Oryza sativa|Rep: Guanine nucleotide-binding protein subunit beta-like protein -"	UniRef90_P49027	"CHR1V7|COORD:6222318..6223894| ATARCA (Arabidopsis thaliana Homolog of the Tobacco ArcA); nucleotide binding"	AT1G18080.1	CHR01V5|COORD:28657648..28660240|protein guanine nucleotide-binding protein beta subunit-like protein, putative, expressed	LOC_Os01g49290.1	"no descriptionmoderately similar to ( 473)AT1G18080| Symbols: ATARCA | ATARCA (Arabidopsis thaliana Homolog of the Tobacco ArcA); nucleotide binding | chr1:6222318-6223894 FORWARDhighly similar to ( 570)GBLP_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned WD40 COG2319 PRK12323 Herpes_BLLF1 PRK07003 APC_basic Atrophin-1 HPC2 PRK05648 PRK07764 Tymo_45kd_70kd KAR9 DUF566 PRK08770 GRASP55_65 DUF1421 Herpes_TAF50 AF-4 PRK12372 Pneumo_att_G PRK08691 PRK08853 Herpes_UL32 PRK10856 BASP1 WD40 Treacle MARCKS CTF_NFI Sporozoite_P67 DUF605 WD40"	not assigned.no ontology	35_1

CUST_178417_PI403524517	2	-0.6019125	-0.3825879	0.3970666	0.2066679	0.20492363	-0.20492315	35_49618	Rep: Glycine-rich protein GRP22-like - Oryza sativa (japonica cultivar-group)	UniRef90_Q6H3Y0	"CHR5V7|COORD:24578096..24579378| GR-RBP3 (glycine-rich RNA-binding protein 3); RNA binding"	AT5G61030.1	CHR02V5|COORD:26265810..26266788|protein glycine-rich cell wall structural protein 2 precursor, putative, expressed	LOC_Os02g43540.1	no description	not assigned.unknown	35_2

CUST_62066_PI403524517	2	0.011265755	-0.1826272	-0.011266232	0.071492195	-0.044243336	0.09298992	35_17702	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10P63	0	0	CHR03V5|COORD:7661891..7660578|protein expressed protein	LOC_Os03g14150.1	no description	not assigned.unknown	35_2

CUST_14374_PI403524517	2	-0.32347393	-0.030874252	0.37887096	0.31816673	-0.124279976	0.030873299	35_4128	"Cluster: NADPH-dependent HC-toxin reductase; n=1; Hordeum vulgare|Rep: NADPH-dependent HC-toxin reductase - Hordeum vulgare (Barley)"	UniRef90_P93188	CHR4V7|COORD:13642809..13644431| dihydroflavonol 4-reductase family / dihydrokaempferol 4-reductase family	AT4G27250.1	CHR06V5|COORD:26651373..26649130|protein leucoanthocyanidin reductase, putative, expressed	LOC_Os06g44170.1	no descriptionweakly similar to ( 177)AT4G27250| Symbols:  | dihydroflavonol 4-reductase family / dihydrokaempferol 4-reductase family | chr4:13642809-13644431 REVERSEweakly similar to ( 154)DFRA_MAIZEDihydroflavonol-4-reductase - Zea mays (Maize)not assigned not assigned not assigned WcaG Epimerase NAD_binding_4 3Beta_HSD COG0702	secondary metabolism.flavonoids.dihydroflavonols	16_8_3

CUST_4012_PI404877155	2	-0.101602554	-0.08552265	0.01548481	-0.015485764	0.034589767	0.061707497	Contig14705_at	extra-large guanine nucleotide binding protein / G-protein (XLG) [Arabidopsis thaliana] pir||T51593 GTP-binding regulatory protein extra-lar	NP_565553.1	extra-large guanine nucleotide binding protein / G-protein (XLG)	At2g23460.1	protein extra-large G-protein	Os12g40190	"ATXLG1;EXTRA-LARGE G-PROTEIN 1;extra-large guanine nucleotide binding protein / G-protein (XLG), identical to extra-large G-protein (XLG) (Arabidopsis thaliana) GI:3201680"	signalling.G-proteins	30_5

CUST_14056_PI404877155	2	0.43740702	-0.097216606	0.053816795	0.7919812	-0.053816795	-0.56881523	Contig7863_at	chlorophyll A-B binding protein, putative (LHCA5) [Arabidopsis thaliana]	NP_175137.1	chlorophyll A-B binding protein, putative (LHCA5)	At1g45474.1	protein Chlorophyll A-B binding protein, putative	Os02g52650	NONE	PS.lightreaction.photosystem I.LHC-I	1_01_02_01

CUST_72143_PI403524517	2	0.09190369	0.119112015	-0.09190416	-0.36041594	0.10255766	-0.62452126	35_20680	"Cluster: Cell division protein ftsZ, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Cell division protein ftsZ, putative, expressed - Ory"	UniRef90_Q10G26	"CHR2V7|COORD:15204740..15207011| FTSZ2-1 (FtsZ homolog 2-1); structural molecule"	AT2G36250.2	CHR03V5|COORD:24950776..24955165|protein cell division protein ftsZ, putative, expressed	LOC_Os03g44420.1	" no descriptionweakly similar to ( 180)AT2G36250| Symbols: ATFTSZ2-1, FTSZ2-1 | FTSZ2-1 (FtsZ homolog 2-1); structural molecule | chr2:15204740-15207011 REVERSEPRK09330 FtsZ_type1 FtsZ PRK13018 FtsZ Tubulin Tubulin_FtsZ FtsZ_type2 "	cell.division	31_2

CUST_19877_PI403524517	2	0.0144786835	-0.44479465	-0.07560921	0.088923454	-0.010112762	0.010112762	35_5766	"Cluster: Putative heat shock protein dnaJ; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative heat shock protein dnaJ - Oryza sativa (japonica cultivar-g"	UniRef90_Q6K850	"CHR1|COORD:30109723..30113924| DNAJ heat shock protein, putative, similar to SP:Q05646 Chaperone protein dnaJ {Erysipelothrix rhusiopathiae}; contains Pfam prof"	AT1G80030.2	CHR02V5|COORD:34301860..34294755|protein chaperone protein dnaJ, putative, expressed	LOC_Os02g56040.1	 no descriptionmoderately similar to ( 475)AT1G80030| Symbols:  | DNAJ heat shock protein, putative | chr1:30110291-30113766 REVERSEweakly similar to ( 118)DNJH_CUCSADnaJ protein homolog - Cucumis sativus (Cucumber)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DnaJ PRK10767 DnaJ_C PRK10266 DnaJ DnaJ_CXXCXGXG DnaJ CbpA SEC63 djlA 	stress.abiotic.heat	20_2_1

CUST_68451_PI403524517	2	0.04781246	-0.21888542	-0.04781246	0.0839262	0.11358833	-0.1187067	35_19579	"Cluster: Putative Mal d 1-associated protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Mal d 1-associated protein - Oryza sativa (japonica"	UniRef90_Q5ZD06	CHR2V7|COORD:15077282..15078619| similar to Mal d 1-associated protein [Malus x domestica] (GB:AAP86780.1)	AT2G35900.1	CHR01V5|COORD:32870152..32872057|protein mal d 1-associated protein, putative, expressed	LOC_Os01g56470.1	no descriptionweakly similar to ( 126)AT2G35900| Symbols:  | similar to Mal d 1-associated protein [Malus x domestica] (GB:AAP86780.1) | chr2:15077282-15078619 REVERSE	not assigned.unknown	35_2

CUST_139887_PI403524517	2	0.24207306	0.70830154	0.07357693	-0.07357645	-0.37060547	-0.24655771	35_39229	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_107912_PI403524517	2	0.16950893	-0.32181168	-0.19449997	0.18588066	-0.0015239716	0.0015239716	35_30706	0	0		0	CHR10V5|COORD:19571265..19569421|protein protein kinase domain containing protein, expressed	LOC_Os10g37190.1	no description	not assigned.unknown	35_2

CUST_12387_PI404877155	2	0.0063438416	-0.29956055	-0.18524075	0.0034074783	0.07954121	-0.0034074783	Contig6138_at	putative permease 1 [Oryza sativa (japonica cultivar-group)] dbj|BAD03537.1| putative permease 1 [Oryza sativa (japonica cultivar-group)]	BAD03486.1	xanthine/uracil permease family protein	At2g34190.1	protein xanthine/uracil permease family protein, putative	Os09g15170	xanthine/uracil permease family protein, contains Pfam profile: PF00860 permease family	transport.misc	34_99

CUST_13081_PI403524517	2	0.07617283	0.24089718	-0.04282856	-0.018058777	-0.17889214	0.018058777	35_3743	Rep: Putative sphingosine kinase - Oryza sativa (Rice)	UniRef90_Q94HY9	"CHR5|COORD:7904711..7909588| similar to diacylglycerol kinase family protein [Arabidopsis thaliana] (TAIR:At4g21540.1); similar to putative sphingosine"	AT5G23450.3	CHR08V5|COORD:3011012..3015688|protein sphingosine kinase, putative, expressed	LOC_Os08g05650.1	"no descriptionmoderately similar to ( 214)AT5G23450| Symbols: ATLCBK1 | ATLCBK1 (A. THALIANA LONG-CHAIN BASE (LCB) KINASE 1); diacylglycerol kinase | chr5:7905181-7908963 REVERSEnot assigned not assigned not assigned LCB5 DAGK_cat PRK11914 DAGKc"	lipid metabolism.'exotics' (steroids, squalene etc).sphingolipids	11_8_1

CUST_58228_PI403524517	2	-0.021613121	0.2578287	0.021613121	0.17496777	-0.3089304	-0.08656597	35_16601	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_98191_PI403524517	2	0.10144186	1.110982	-0.20985317	-0.009013176	-0.18653679	0.009012699	35_28037	Rep: Resistance protein - Hordeum vulgare (Barley)	UniRef90_O81196	CHR3V7|COORD:4857947..4861111| disease resistance protein (NBS-LRR class), putative	AT3G14470.1	CHR11V5|COORD:26448788..26446344|protein disease resistance RPP13-like protein 1, putative, expressed	LOC_Os11g44580.1	 no descriptionvery weakly similar to (84.3)AT3G14470| Symbols:  | disease resistance protein (NBS-LRR class), putative | chr3:4857947-4861111 FORWARDnot assigned NB-ARC 	stress.biotic	20_1

CUST_63952_PI403524517	2	-0.42156982	-0.2925701	0.2421236	1.5068054E-4	0.07265282	-1.5068054E-4	35_18265	"Cluster: Hypothetical protein OSJNBa0001A14.6; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0001A14.6 - Oryza sativa (japonica cu"	UniRef90_Q6AT41	CHR4V7|COORD:14264336..14265686| similar to nuclear transport factor 2 (NTF2) family protein / RNA recognition motif (RRM)-containing protein [Arabidopsis	AT4G28910.1	CHR05V5|COORD:27710172..27715110|protein expressed protein	LOC_Os05g48500.3	"no descriptionweakly similar to ( 156)AT4G28910| Symbols:  | similar to nuclear transport factor 2 (NTF2) family protein / RNA recognition motif (RRM)-containing protein [Arabidopsis thaliana] (TAIR:AT3G07250.1); similar to hypothetical protein [Nicotiana tabacum] (GB:CAI84658.1); contains InterPro domain Protein of unknown function DUF1675; (InterPro:IPR012463) | chr4:14264336-14265686 REVERSEnot assigned not assigned not assigned DUF1675 PRK07764"	not assigned.unknown	35_2

CUST_40762_PI403524517	2	0.59258175	0.025112152	-0.025111198	-0.14449883	-0.42576027	0.34352493	35_11721	"Cluster: Hypothetical protein P0445D12.10; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0445D12.10 - Oryza sativa (japonica cultivar-g"	UniRef90_Q9ART8	CHR5V7|COORD:15090994..15092081| seven in absentia (SINA) family protein	AT5G37870.1	CHR01V5|COORD:1250830..1252437|protein ubiquitin-protein ligase/ zinc ion binding protein, putative, expressed	LOC_Os01g03190.1	no descriptionvery weakly similar to (82.4)AT5G37870| Symbols:  | seven in absentia (SINA) family protein | chr5:15090994-15092081 REVERSEvery weakly similar to (67.0)SINAL_DROMEProbable E3 ubiquitin-protein ligase sina-like CG13030 - Drosophila melanogaster (Fruit fly)not assigned not assigned not assigned not assigned not assigned not assigned PRK07003 PRK12678 PRK12323 Sina APC_basic	development.unspecified	33_99

CUST_2721_PI403524517	2	0.14147377	0.1160059	-0.00417614	-0.06940079	0.00417614	-0.15568829	35_744	"Cluster: Hypothetical protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53RJ7	CHR1V7|COORD:27790525..27791369| similar to Os03g0710600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001051049.1)	AT1G73885.1	CHR03V5|COORD:28602236..28600283|protein expressed protein	LOC_Os03g50270.1	no descriptionweakly similar to ( 102)AT1G73885| Symbols:  | similar to Os03g0710600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001051049.1) | chr1:27790525-27791369 FORWARDnot assigned	not assigned.unknown	35_2

CUST_17565_PI403524517	2	0.020091057	0.3939495	-0.020091057	-0.09787369	-0.4140072	0.19071198	35_5074	Rep: Putative hexose carrier protein - Oryza sativa (Rice)	UniRef90_Q9AUT4	CHR5V7|COORD:24756584..24758401| hexose transporter, putative	AT5G61520.1	CHR10V5|COORD:21794588..21798136|protein hexose carrier protein HEX6, putative, expressed	LOC_Os10g41190.2	 no descriptionmoderately similar to ( 407)AT5G61520| Symbols:  | hexose transporter, putative | chr5:24756584-24758401 REVERSEmoderately similar to ( 487)HEX6_RICCOHexose carrier protein HEX6 - Ricinus communis (Castor bean)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Sugar_tr xylE MFS_1 AraJ ProP PRK10642 PRK12307 PRK03893 	transporter.sugars	34_2

CUST_69183_PI403524517	2	-0.03477955	-0.21637249	0.00688076	-0.006881714	0.012207031	0.079052925	35_19793	"Cluster: Putative replication protein A2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative replication protein A2 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6H7J5	"CHR2V7|COORD:10405731..10407496| ATRPA2/ROR1/RPA2 (REPLICON PROTEIN A); protein binding"	AT2G24490.1	CHR02V5|COORD:25402499..25398544|protein replication factor A, putative, expressed	LOC_Os02g42230.1	" no descriptionweakly similar to ( 178)AT2G24490| Symbols: RPA2, ATRPA2, ROR1 | ATRPA2/ROR1/RPA2 (REPLICON PROTEIN A); protein binding | chr2:10405731-10407496 REVERSEnot assigned RFA2 RPA2_DBD_D RPA_C "	DNA.repair	28_2

CUST_17604_PI403524517	2	0.25767183	-0.024958134	0.024958134	-0.08380556	-0.4336548	0.0684948	35_5086	"Cluster: Putative coatomer protein complex, subunit beta 2; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative coatomer protein complex, subunit beta 2 -"	UniRef90_Q6H8D5	CHR1V7|COORD:19502951..19509066| coatomer protein complex, subunit beta 2 (beta prime), putative	AT1G52360.1	CHR02V5|COORD:6129217..6119039|protein coatomer subunit beta, putative, expressed	LOC_Os02g11830.2	 no descriptionhighly similar to ( 583)AT1G52360| Symbols:  | coatomer protein complex, subunit beta 2 (beta prime), putative | chr1:19502951-19509066 FORWARDvery weakly similar to (96.7)PF20_CHLREFlagellar WD repeat-containing protein Pf20 - Chlamydomonas reinhardtiinot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned WD40 COG2319 WD40 WD40 	cell. vesicle transport	31_4

CUST_118489_PI403524517	2	-0.007762909	-0.6965637	0.007762909	0.0269804	-0.1779337	0.10628128	35_33546	Rep: Hypothetical protein orf116 - Nicotiana tabacum (Common tobacco)	UniRef90_Q5M9Z0		0	0	0	no description	not assigned.unknown	35_2

CUST_10948_PI399408534	2	-0.22823524	-0.4362316	0.083397865	0.11821747	0.15178394	-0.08339691	35_21113	"Cluster: Os09g0501600 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0501600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J0S0	"CHR1|COORD:25918670..25921540| similar to basic helix-loop-helix (bHLH) family protein [Arabidopsis thaliana] (TAIR:At1g26260.1); similar to basic"	AT1G68920.3	CHR09V5|COORD:19407978..19405779|protein BHLH transcription factor, putative, expressed	LOC_Os09g32510.5	no descriptionweakly similar to ( 173)AT1G68920| Symbols:  | basic helix-loop-helix (bHLH) family protein | chr1:25919283-25921338 FORWARDHLH HLH	RNA.regulation of transcription.bHLH,Basic Helix-Loop-Helix family	27_3_6

CUST_17306_PI399408534	2	-0.28508282	0.1006155	-0.0887022	-0.17196465	0.31960964	0.0887022	35_22633	Rep: Isoform 2 of Q40702 - Oryza sativa (Rice)	UniRef90_Q40702-2	"CHR5|COORD:24981986..24985746| similar to MADS-box protein (AGL20) [Arabidopsis thaliana] (TAIR:At2g45660.1); similar to transcription factor"	AT5G62165.3	CHR01V5|COORD:38650923..38647634|protein MADS-box transcription factor 2, putative, expressed	LOC_Os01g66030.2	"no descriptionvery weakly similar to (59.7)AT2G14210| Symbols: ANR1 | ANR1; DNA binding / transcription factor | chr2:6025923-6030667 FORWARDvery weakly similar to (60.8)MAD30_ORYSAnot assigned not assigned MADS_MEF2_like MADS MADS MADS_SRF_like SRF-TF"	RNA.regulation of transcription.MADS box transcription factor family	27_3_24

CUST_25972_PI403524517	2	0.022940636	0.14933872	0.18702793	-0.12227821	-0.08847809	-0.022939682	35_7525	"Cluster: Os10g0119300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os10g0119300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IZ88	0	0	CHR10V5|COORD:1218215..1225920|protein DNA binding protein, putative, expressed	LOC_Os10g02980.1	no description	not assigned.unknown	35_2

CUST_79429_PI403524517	2	-0.002948761	0.4346838	0.013045311	-0.16503239	-0.11382389	0.002948761	35_22785	Rep: Probable autophagy protein 5 - Oryza sativa (Rice)	UniRef90_Q6ZGL4	"CHR5V7|COORD:5687162..5689823| APG5/ATG5 (AUTOPHAGY 5); transporter"	AT5G17290.1	CHR02V5|COORD:934291..930252|protein autophagy protein 5, putative, expressed	LOC_Os02g02570.1	" no descriptionvery weakly similar to (85.9)AT5G17290| Symbols: ATG5, APG5 | APG5/ATG5 (AUTOPHAGY 5); transporter | chr5:5687162-5689823 REVERSEweakly similar to ( 171)ATG5_ORYSA"	protein.degradation.autophagy	29_5_2

CUST_63251_PI403524517	2	0.013772011	-0.15176105	0.18818188	-0.031539917	0.1659298	-0.013772011	35_18054	"Cluster: Methyltransferase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Methyltransferase-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q67W64	CHR2V7|COORD:17128577..17130142| methyltransferase-related	AT2G41040.1	CHR06V5|COORD:26378230..26374959|protein S-adenosylmethionine-dependent methyltransferase, putative, expressed	LOC_Os06g43800.1	no descriptionmoderately similar to ( 380)AT2G41040| Symbols:  | methyltransferase-related | chr2:17128577-17130142 FORWARDvery weakly similar to (62.0)SMT2_ORYSAnot assigned not assigned Methyltransf_11 ubiE UbiE PRK08317 Methyltransf_12 Ubie_methyltran UbiG arsM SmtA	not assigned.no ontology	35_1

CUST_159708_PI403524517	2	4.734993E-4	0.9417772	0.20040178	-0.25755692	-4.7397614E-4	-0.06712246	35_44572	"Cluster: Unknow protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Unknow protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q75HY6	CHR2V7|COORD:6934472..6939617| phox (PX) domain-containing protein	AT2G15900.1	CHR05V5|COORD:28955277..28963037|protein PX domain containing protein, expressed	LOC_Os05g50660.1	no descriptionvery weakly similar to (81.3)AT2G15900| Symbols:  | phox (PX) domain-containing protein | chr2:6934472-6939617 FORWARD	not assigned.no ontology	35_1

CUST_74817_PI403524517	2	-0.11496544	0.69366264	-0.1833067	0.25550938	-0.10604191	0.10604286	35_21452	"Cluster: Os01g0845100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0845100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JHS9	"CHR3V7|COORD:8260066..8261661| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G51670.1); similar to P0650D04.6 [Oryza sativa (japonica"	AT3G23160.1	CHR01V5|COORD:36625466..36622963|protein avr9/Cf-9 rapidly elicited protein 137, putative, expressed	LOC_Os01g62670.1	no description	not assigned.unknown	35_2

CUST_180022_PI403524517	2	-0.03809166	0.35541296	0.03809166	-0.41919327	0.043545723	-0.28131676	35_50064	"Cluster: F-box domain, putative; n=1; Oryza sativa (japonica cultivar-group)|Rep: F-box domain, putative - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53LE4	CHR3V7|COORD:10641389..10643308| F-box family protein	AT3G28410.1	CHR11V5|COORD:5140810..5136909|protein F-box domain containing protein	LOC_Os11g09620.1	no descriptionvery weakly similar to (57.0)AT5G02700| Symbols:  | F-box family protein | chr5:609379-611677 REVERSE	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_181068_PI403524517	2	8.945465E-4	-0.26246548	-0.028642654	0.0046014786	0.053459167	-8.945465E-4	35_50355	"Cluster: Ribosomal protein L13a; n=4; Magnoliophyta|Rep: Ribosomal protein L13a - Triticum aestivum (Wheat)"	UniRef90_Q5I7L1	CHR4V7|COORD:7655129..7656538| 60S ribosomal protein L13A (RPL13aC)	AT4G13170.1	CHR03V5|COORD:31142265..31144356|protein 60S ribosomal protein L13a, putative, expressed	LOC_Os03g54890.1	no descriptionweakly similar to ( 149)AT4G13170| Symbols:  | 60S ribosomal protein L13A (RPL13aC) | chr4:7655129-7656538 REVERSEweakly similar to ( 147)RL13A_LUPLU60S ribosomal protein L13a - Lupinus luteus (European yellow lupin)not assigned	protein.synthesis.misc ribososomal protein	29_2_2

CUST_57857_PI403524517	2	0.124035835	-0.6649618	-0.014922142	0.006747246	0.034330368	-0.006746292	35_16495	Rep: OSIGBa0092E01.2 protein - Oryza sativa (Rice)	UniRef90_Q01ID3	"CHR3V7|COORD:22105574..22107151| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G43795.1); similar to conserved hypothetical protein [Medicago"	AT3G59800.1	CHR04V5|COORD:24624616..24622208|protein CBF1 interacting corepressor, putative, expressed	LOC_Os04g41920.2	no descriptionnot assigned not assigned not assigned not assigned	not assigned.unknown	35_2

CUST_16439_PI403524517	2	0.09417057	0.6906557	0.030838966	-0.11574459	-0.09563351	-0.030838966	35_4745	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_19045_PI404877155	2	-0.08275795	-0.48412514	0.0012149811	0.0891037	-0.0012149811	0.07659531	HY08G17u_s_at	putative transaldolase [Oryza sativa (japonica cultivar-group)] dbj|BAB89667.1| putative transaldolase [Oryza sativa (japonica cultivar-grou	NP_914868.1	transaldolase, putative	At5g13420.1	protein transaldolase, putative	Os01g70170	transaldolase	OPP.non-reductive PP.transaldolase	7_2_02

CUST_400_PI399408534	2	0.43559504	-0.13625813	-0.032194138	0.032194138	-0.20839357	0.59784317	35_4857	"Cluster: CAF protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: CAF protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69KJ0	"CHR1V7|COORD:23519..31079| DCL1 (DICER-LIKE1); ATP-dependent helicase/ ribonuclease III"	AT1G01040.1	CHR06V5|COORD:14769313..14772945|protein endoribonuclease Dicer, putative, expressed	LOC_Os06g25250.1	" no descriptionweakly similar to ( 184)AT1G01040| Symbols: CAF, SUS1, SIN1, ASU1, EMB76, EMB60, DCL1 | DCL1 (DICER-LIKE1); ATP-dependent helicase/ ribonuclease III | chr1:23519-31079 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned rnc Rnc RIBOc RIBOc Ribonuclease_3 PRK12372 PRK12371 PRK07003 PRK12323 PRK07764 "	RNA.processing.ribonucleases	27_1_19

CUST_59495_PI403524517	2	-0.006201744	-0.35625458	-0.029198647	0.23992062	0.018509865	0.006201744	35_16965	"Cluster: Hypothetical protein OSJNBb0036B04.23; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0036B04.23 - Oryza sativa (japonica"	UniRef90_Q5SMK9	"CHR5V7|COORD:23502811..23503875| similar to unnamed protein product [Ostreococcus tauri] (GB:CAL54721.1); similar to Os06g0183900 [Oryza sativa (japonica"	AT5G58020.1	CHR06V5|COORD:4189564..4188067|protein protein x 0001, putative, expressed	LOC_Os06g08490.1	"no descriptionmoderately similar to ( 279)AT5G58020| Symbols:  | similar to unnamed protein product [Ostreococcus tauri] (GB:CAL54721.1); similar to Os06g0183900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001056989.1); contains InterPro domain Protein of unknown function DUF602; (InterPro:IPR006735) | chr5:23502811-23503875 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF602 PRK12323 PRK07003 APC_basic DUF1509 PRK07764 PRK12678 Tymo_45kd_70kd Atrophin-1 HPC2 KAR9 DUF566 PRK00708 Herpes_BLLF1 PRK05648 DUF1421 AF-4 PRK08853 FAP TT_ORF1 Extensin_2 Pneumo_att_G PRK09111"	not assigned.unknown	35_2

CUST_92898_PI403524517	2	0.15230942	1.8784132	0.6188884	-0.22266626	-0.15913439	-0.15230942	35_26563	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_18214_PI403524517	2	0.004817009	0.3640709	0.059907913	-0.09320068	-0.0048179626	-0.08732891	35_5261	"Cluster: Os05g0432500 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0432500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DHX7	"CHR1V7|COORD:12534563..12535905| similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE84251.1); contains domain FAMILY NOT NAMED"	AT1G34350.1	CHR05V5|COORD:21122679..21124516|protein transmembrane protein 18, putative, expressed	LOC_Os05g35720.1	"no descriptionweakly similar to ( 169)AT1G34350| Symbols:  | similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE84251.1); contains domain FAMILY NOT NAMED (PTHR22593); contains domain SUBFAMILY NOT NAMED (PTHR22593:SF2) | chr1:12534563-12535905 FORWARD"	not assigned.unknown	35_2

CUST_30952_PI403524517	2	0.09474659	0.26844215	-0.07231617	-0.11069584	-0.1449318	0.07231617	35_8933	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_17757_PI404877155	2	0.05624008	-0.12606144	-0.0016450882	-0.006570816	0.020531654	0.0016460419	HV11M18u_at	unnamed protein product [Oryza sativa (japonica cultivar-group)]	NP_913504.1	auxin-responsive AUX/IAA family protein	At4g14550.1	protein AUX/IAA family	Os06g22870	gi|7340910|dbj|BAA92982.1| unnamed protein product	RNA.regulation of transcription.Aux/IAA family	27_3_40

CUST_284_PI404877155	2	-0.40185547	0.020565987	-0.020565987	0.2961254	0.2012558	-0.075660706	Contig10166_at	inositol polyphosphate 6-/3-/5-kinase 2b (IPK2b) [Arabidopsis thaliana]	NP_200984.1	inositol polyphosphate 6-/3-/5-kinase 2b (IPK2b)	At5g61760.1	protein Inositol polyphosphate kinase	Os02g32370	inositol hexaphosphate kinase	minor CHO metabolism.myo-inositol.InsP-Kinases	3_4_02

CUST_23937_PI403524517	2	0.30172157	-0.01862812	0.23321915	-0.022686005	0.01862812	-0.04228401	35_6955	"Cluster: Putative ACT domain repeat protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative ACT domain repeat protein - Oryza sativa (japonica cultiv"	UniRef90_Q84TZ0	"CHR2|COORD:1137608..1140182| similar to ACT domain containing protein (ACR4) [Arabidopsis thaliana] (TAIR:At1g69040.2); similar to putative ACT domain"	AT2G03730.2	CHR03V5|COORD:22236313..22239269|protein ACR4, putative, expressed	LOC_Os03g40100.1	no descriptionweakly similar to ( 140)AT2G03730| Symbols: ACR5 | ACR5 (ACT Domain Repeat 5) | chr2:1137817-1139806 REVERSEACT_ACR_4 ACT_ACR-UUR-like_2 ACT_UUR-ACR-like	not assigned.no ontology	35_1

CUST_83347_PI403524517	2	0.015048027	-0.023223877	-0.09504032	-0.015048981	0.117097855	0.032349586	35_23898	"Cluster: Cytochrome P450 family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Cytochrome P450 family protein, expressed - Oryza sativa"	UniRef90_Q10S01	"CHR2V7|COORD:9882033..9883583| CYP96A1 (cytochrome P450, family 96, subfamily A, polypeptide 1); oxygen binding"	AT2G23180.1	CHR03V5|COORD:2190918..2193052|protein cytochrome P450 86A1, putative, expressed	LOC_Os03g04660.1	" no descriptionweakly similar to ( 122)AT4G39490| Symbols: CYP96A10 | CYP96A10 (cytochrome P450, family 96, subfamily A, polypeptide 10); heme binding / iron ion binding / monooxygenase | chr4:18365223-18366782 FORWARDnot assigned not assigned not assigned not assigned not assigned Herpes_BLLF1 "	misc.cytochrome P450	26_10

CUST_49439_PI403524517	2	-0.42015266	-1.7506189	0.344141	0.14590263	0.31931114	-0.14590263	35_14101	"Cluster: Putative caffeoyl-CoA O-methyltransferase 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative caffeoyl-CoA O-methyltransferase 1 - Oryza"	UniRef90_Q9XGP7	CHR4V7|COORD:16310849..16311978| caffeoyl-CoA 3-O-methyltransferase, putative	AT4G34050.1	CHR08V5|COORD:24455228..24453660|protein caffeoyl-CoA O-methyltransferase 1, putative, expressed	LOC_Os08g38900.1	 no descriptionmoderately similar to ( 260)AT4G34050| Symbols:  | caffeoyl-CoA 3-O-methyltransferase, putative | chr4:16310849-16311978 FORWARDmoderately similar to ( 265)CAMT2_MAIZECaffeoyl-CoA O-methyltransferase 2 - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned Methyltransf_3 COG4122 Tymo_45kd_70kd PRK07003 Herpes_BLLF1 PRK12323 	secondary metabolism.phenylpropanoids.lignin biosynthesis.CCoAOMT	16_2_1_6

CUST_12486_PI399408534	2	0.17350626	0.36986876	-0.07001257	-0.36719084	-0.38447523	0.07001257	35_45059	"Cluster: Putative transcription factor; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative transcription factor - Oryza sativa (japonica cultivar-group)"	UniRef90_Q65XP4	CHR1V7|COORD:4727435..4730226| XH/XS domain-containing protein / XS zinc finger domain-containing protein	AT1G13790.1	CHR05V5|COORD:3040871..3045616|protein transcription factor X1, putative, expressed	LOC_Os05g06130.1	no descriptionvery weakly similar to (61.2)AT1G13790| Symbols:  | XH/XS domain-containing protein / XS zinc finger domain-containing protein | chr1:4727435-4730226 FORWARD	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_78558_PI403524517	2	0.18243265	0.0144405365	0.07276487	-0.2850747	-0.2914076	-0.014441013	35_22524	"Cluster: ATPase, histidine kinase, DNA gyrase B-, and HSP90-like domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: ATPase,"	UniRef90_Q33AG5	CHR4V7|COORD:17165516..17169280| ATP-binding region, ATPase-like domain-containing protein	AT4G36280.1	CHR10V5|COORD:5376520..5361092|protein MORC family CW-type zinc finger 3, putative, expressed	LOC_Os10g10190.1	 no descriptionmoderately similar to ( 375)AT4G36280| Symbols:  | ATP-binding region, ATPase-like domain-containing protein | chr4:17165516-17169280 REVERSEnot assigned 	not assigned.no ontology	35_1

CUST_44653_PI403524517	2	0.14150286	0.4558196	-0.060319424	-0.16740322	-0.43551254	0.060319424	35_12808	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_11848_PI404877155	2	-0.0049619675	0.31084156	0.08470154	-0.060221672	-0.036642075	0.004962921	Contig5551_at	probable choline-phosphate cytidylyltransferase (EC 2.7.7.15) (clone CCT2) - rape dbj|BAA09642.1| CTP:phosphocholine cytidylyltransferase [B	T07980	cholinephosphate cytidylyltransferase, putative / phosphorylcholine transferase, putative / CTP:phosphocholine	At2g32260.1	protein choline-phosphate cytidylyltransferase (EC 2.7.7.15) - garden pea	Os02g07720	phosphocholine cytidylyltransferase	lipid metabolism.Phospholipid synthesis	11_3

CUST_8511_PI403524517	2	0.11037254	0.046196938	-0.12913132	-0.057427406	-0.030891418	0.030892372	35_2377	"Cluster: Hypothetical protein OJ1118_G04.22; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1118_G04.22 - Oryza sativa (japonica cultiv"	UniRef90_Q6ZGT6	"CHR2V7|COORD:13966762..13969066| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G61910.3); similar to expressed protein [Oryza sativa (japonica"	AT2G32910.1	CHR02V5|COORD:31284797..31293210|protein expressed protein	LOC_Os02g51140.1	" no descriptionweakly similar to ( 132)AT2G32910| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G61910.3); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABA94008.2); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABG22502.1); similar to Os06g0227200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001057206.1); contains InterPro domain Nucleic acid-binding, OB-fold; (InterPro:IPR008994) | chr2:13966762-13969066 FORWARDvery weakly similar to (59.7)B2_DAUCAB2 protein - Daucus carota (Carrot)"	not assigned.unknown	35_2

CUST_179724_PI403524517	2	-0.7357607	-0.68021965	0.53367615	0.08335495	0.22127342	-0.08335495	35_49980	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_66308_PI403524517	2	-0.06847572	0.24243355	0.009741783	-0.0097408295	-0.015449524	0.01407814	35_18935	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QYT4	CHR1V7|COORD:11399903..11405702| actin binding	AT1G31810.1	CHR12V5|COORD:378382..373598|protein expressed protein	LOC_Os12g01620.1	no description	not assigned.unknown	35_2

CUST_53554_PI403524517	2	0.085134506	-0.12124634	0.019770622	-0.019769669	-0.07732582	0.022348404	35_15233	Rep: DnaJ-like protein - Oryza sativa (Rice)	UniRef90_Q949C1	CHR3V7|COORD:15880102..15882046| ATJ3 (Arabidopsis thaliana DnaJ homologue 3)	AT3G44110.1	CHR02V5|COORD:26513457..26517565|protein dnaJ protein homolog 2, putative, expressed	LOC_Os02g43930.3	 no descriptionhighly similar to ( 511)AT3G44110| Symbols: ATJ, ATJ3 | ATJ3 (Arabidopsis thaliana DnaJ homologue 3) | chr3:15880166-15882046 REVERSEhighly similar to ( 520)DNJH_CUCSADnaJ protein homolog - Cucumis sativus (Cucumber)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DnaJ PRK10767 DnaJ_CXXCXGXG DnaJ DnaJ CbpA PRK10266 DnaJ_C SEC63 djlA ZUO1 	stress.abiotic.heat	20_2_1

CUST_10004_PI404877155	2	0.09546852	-0.59734535	-0.20253754	0.005170822	0.013279915	-0.005171776	Contig3723_at	glyceraldehyde 3-phosphate dehydrogenase, cytosolic, putative / NAD-dependent glyceraldehyde-3-phosphate dehydrogenase,	NP_178071.1	glyceraldehyde 3-phosphate dehydrogenase, cytosolic, putative / NAD-dependent glyceraldehyde-3-phosphate dehyd	At1g79530.1	protein glyceraldehyde-3-phosphate dehydrogenase, type I, putative	Os02g07490	glyceraldehyde-3-phosphate dehydrogenase -related	glycolysis.glyceraldehyde 3-phosphate dehydrogenase	4_09

CUST_7646_PI404877155	2	0.3264556	-0.015007973	0.015007496	-0.4305625	-0.33862495	0.051725864	Contig22402_at	HAK4 [Hordeum vulgare]	AAF36496.1	potassium transporter (KUP3)	At3g02050.1	protein potassium uptake protein	Os01g70940	"ATKT4;ATKUP3;KUP3P;potassium transporter (KUP3), nearly identical to potassium transporter KUP3p (Arabidopsis thaliana) gi:6742169:gb:AAF19432; similar to tiny root hair 1 protein (Arabidopsis thaliana) gi:11181958:emb:CAC16137; KUP/HAK/KT Transporter fam"	transport.potassium	34_15

CUST_86696_PI403524517	2	0.06694126	0.5451155	-0.08202553	-0.28905582	-0.06694126	0.13893032	35_24829	"Cluster: Putative pre-mRNA processing factor; n=1; Triticum aestivum|Rep: Putative pre-mRNA processing factor - Triticum aestivum (Wheat)"	UniRef90_Q2QKC0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_52062_PI403524517	2	0.21904564	-1.040123	-0.16406727	0.16406631	0.21312714	-0.228508	35_14838	"Cluster: Magnesium-protoporphyrin IX monomethyl ester [oxidative] cyclase, chloroplast precursor; n=2; Triticeae|Rep: Magnesium-protoporphyrin IX monomethyl"	UniRef90_Q5EFU4	CHR3V7|COORD:21087573..21089248| AT103 (DICARBOXYLATE DIIRON 1)	AT3G56940.1	CHR01V5|COORD:9871104..9873729|protein magnesium-protoporphyrin IX monomethyl ester cyclase,chloroplast precursor, putative, expressed	LOC_Os01g17170.1	 no descriptionhighly similar to ( 643)AT3G56940| Symbols: CRD1, CHL27, ACSF, AT103 | AT103 (DICARBOXYLATE DIIRON 1) | chr3:21087573-21089248 FORWARDhighly similar to ( 766)CRD1_HORVUMagnesium-protoporphyrin IX monomethyl ester [oxidative] cyclase, chloroplast precursor - Hordeum vulgare (Barley)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned ACSF Rubrerythrin Ferritin_like Herpes_BLLF1 DUF566 APC_basic PRK07003 Tymo_45kd_70kd Atrophin-1 AF-4 	tetrapyrrole synthesis.magnesium-protoporphyrin IX monomethyl ester (oxidative) cyclase	19_12

CUST_160667_PI403524517	2	0.0539217	0.10438156	-0.053921223	-0.09702873	-0.7076564	0.5165701	35_44833	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_38364_PI403524517	2	0.25602674	-0.03154564	-0.022502422	0.1395855	0.022502422	-0.14768219	35_11041	"Cluster: Os05g0294600 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0294600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DJF1	"CHR5V7|COORD:20476464..20478730| EMB1006 (EMBRYO DEFECTIVE 1006); binding"	AT5G50280.1	CHR05V5|COORD:12914774..12911981|protein expressed protein	LOC_Os05g22870.1	"no descriptionweakly similar to ( 150)AT5G50280| Symbols: EMB1006 | EMB1006 (EMBRYO DEFECTIVE 1006); binding | chr5:20476464-20478730 FORWARD"	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_8396_PI404877155	2	0.11864185	-0.6937618	-0.12599373	0.029139519	0.08629322	-0.029140472	Contig24845_at	OSJNBa0072K14.7 [Oryza sativa (japonica cultivar-group)] ref|XP_472314.1| OSJNBa0072K14.7 [Oryza sativa (japonica cultivar-group)]	CAD40550.1	DNA-directed RNA polymerase III RPC4 family protein	At5g09380.1	protein RNA polymerase III RPC4, putative	Os04g32350	"DNA-directed RNA polymerase III RPC4 family protein, low similarity to SP:P25441 DNA-directed RNA polymerase III 47 kDa polypeptide (EC 2.7.7.6) (C53) (RNA polymerase C subunit 4) {Saccharomyces cerevisiae}; contains Pfam profile PF05132: RNA polymerase I"	RNA.transcription	27_2

CUST_17158_PI399408534	2	-0.7486887	-0.828444	0.4849987	0.37386036	0.9128823	-0.37385988	35_32422	"Cluster: Putative wall-associated serine/threonine kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative wall-associated serine/threonine kinase - O"	UniRef90_Q6K4D6	CHR1V7|COORD:6159119..6161608| wall-associated kinase, putative	AT1G17910.1	CHR09V5|COORD:17978417..17975510|protein OsWAK83 - OsWAK pseudogene, expressed	LOC_Os09g29560.1	 no descriptionvery weakly similar to (55.5)AT1G17910| Symbols:  | wall-associated kinase, putative | chr1:6159119-6161608 FORWARD	signalling.receptor kinases.wall associated kinase	30_2_25

CUST_54437_PI403524517	2	0.050644875	-1.1004152	-0.064323425	-0.008399963	0.02101612	0.00839901	35_15496	"Cluster: Putative 28 kDa heat-and acid-stable phosphoprotein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative 28 kDa heat-and acid-stable phosphoprote"	UniRef90_Q5JMX3	"CHR5V7|COORD:18680302..18681856| similar to cupin family protein [Arabidopsis thaliana] (TAIR:AT2G18540.1); similar to Os01g0752800 [Oryza"	AT5G46020.1	CHR01V5|COORD:31915983..31911961|protein heat- and acid-stable phosphoprotein, putative, expressed	LOC_Os01g54920.1	"no descriptionweakly similar to ( 156)AT5G46020| Symbols:  | similar to cupin family protein [Arabidopsis thaliana] (TAIR:AT2G18540.1); similar to Os01g0752800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001044269.1); similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:AAT01307.1); contains domain SUBFAMILY NOT NAMED (PTHR22055:SF4); contains domain FAMILY NOT NAMED (PTHR22055) | chr5:18680302-18681856 REVERSEnot assigned not assigned not assigned not assigned not assigned Nop53 Caldesmon TolA"	not assigned.unknown	35_2

CUST_15215_PI404877155	2	0.049829483	-0.44058514	-0.049829483	0.23141766	-0.12202358	0.17327785	Contig9093_at	putative auxin-induced protein [Oryza sativa (japonica cultivar-group)]	BAC75413.1	auxin-responsive protein / auxin-induced protein (AIR12)	At3g07390.1	protein expressed protein	Os08g41290	"3.1_Homeodomain   T00128 HOXA4;"	hormone metabolism.auxin.induced-regulated-responsive-activated	17_2_3

CUST_10401_PI404877155	2	-0.21455765	0.03389454	0.050998688	-0.015010834	0.0039453506	-0.003944397	Contig4153_at	hexokinase [Zea mays]	AAM80479.1	hexokinase 1 (HXK1)	At4g29130.1	protein hexokinase I	Os05g44760	hexokinase	major CHO metabolism.degradation.sucrose.hexokinase	2_2_1_04

CUST_65576_PI403524517	2	-2.1685748	-1.2197447	0.94690704	0.3724966	0.40538406	-0.37249756	35_18725	"Cluster: Putative anthranilate N-benzoyltransferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative anthranilate N-benzoyltransferase - Oryza sativa"	UniRef90_Q7XXN5	CHR5V7|COORD:19853880..19855318| transferase family protein	AT5G48930.1	CHR09V5|COORD:21450099..21452167|protein anthranilate N-benzoyltransferase protein 1, putative, expressed	LOC_Os09g37180.1	no descriptionweakly similar to ( 127)AT5G48930| Symbols: HCT | transferase family protein | chr5:19853880-19855318 REVERSEweakly similar to ( 109)HCBT1_DIACAAnthranilate N-benzoyltransferase protein 1 - Dianthus caryophyllus (Carnation) (Clove pink)Transferase	secondary metabolism.phenylpropanoids.lignin biosynthesis.HCT	16_2_1_4

CUST_13520_PI404877155	2	-0.16765594	1.5443001	-0.066841125	0.29545975	-0.34367085	0.06684208	Contig7254_s_at	0	BAD10757.1	DNAJ heat shock protein, putative	At2g17880.1	protein DnaJ domain, putative	Os06g50230	NONE	stress.abiotic.heat	20_2_1

CUST_20861_PI399408534	2	0.009473801	-0.37204838	-0.06248188	0.044485092	4.014969E-4	-4.0245056E-4	35_1452	"Cluster: Putative sterol delta-7 reductase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative sterol delta-7 reductase - Oryza sativa (japonica cultivar"	UniRef90_Q6K4V9	"CHR1V7|COORD:18685843..18689223| DWF5 (DWARF 5); sterol delta7 reductase"	AT1G50430.1	CHR02V5|COORD:15641511..15635392|protein 7-dehydrocholesterol reductase, putative, expressed	LOC_Os02g26650.2	 no descriptionhighly similar to ( 692)AT1G50430| Symbols: PA, LE, ST7R, 7RED, DWF5 | DWF5 (DWARF 5) | chr1:18685843-18689223 REVERSEnot assigned not assigned ERG4_ERG24 STE14 	hormone metabolism.brassinosteroid.synthesis-degradation.sterols.DWF5	17_3_1_2_7

CUST_161915_PI403524517	2	-0.2891841	-1.0496259	0.66518974	0.17618322	1.1251578	-0.17618322	35_45166	"Cluster: Putative cell death associated protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative cell death associated protein - Oryza sativa (japonic"	UniRef90_Q8H3K4	"CHR5V7|COORD:2008076..2011014| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G16080.1); similar to CXE carboxylesterase [Actinidia deliciosa]"	AT5G06570.1	CHR07V5|COORD:3359859..3358301|protein gibberellin receptor GID1L2, putative, expressed	LOC_Os07g06880.1	"no descriptionweakly similar to ( 107)AT5G06570| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G16080.1); similar to CXE carboxylesterase [Actinidia deliciosa] (GB:ABB89016.1); contains InterPro domain Esterase/lipase/thioesterase; (InterPro:IPR000379); contains InterPro domain Alpha/beta hydrolase fold-3; (InterPro:IPR013094) | chr5:2008076-2011014 REVERSEvery weakly similar to (65.9)GID1_ORYSAnot assigned Abhydrolase_3 Aes"	not assigned.no ontology	35_1

CUST_150567_PI403524517	2	-0.0018825531	0.027999401	-0.022960663	0.22373104	-0.4748106	0.0018830299	35_42118	"Cluster: Putative glutathione S-transferase OsGSTU13; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative glutathione S-transferase OsGSTU13 - Oryza sativ"	UniRef90_Q945W5	"CHR1V7|COORD:3395740..3396808| ATGSTU18 (GLUTATHIONE S-TRANSFERASE 29); glutathione transferase"	AT1G10360.1	CHR10V5|COORD:20293826..20292769|protein glutathione S-transferase GSTU6, putative, expressed	LOC_Os10g38710.1	" no descriptionvery weakly similar to (78.2)AT1G10360| Symbols: GST29, ATGSTU18 | ATGSTU18 (GLUTATHIONE S-TRANSFERASE 29); glutathione transferase | chr1:3395740-3396808 REVERSEweakly similar to ( 111)GSTU6_ORYSAnot assigned not assigned GST_C_Tau GST_N_Tau "	misc.glutathione S transferases	26_9

CUST_30745_PI403524517	2	-0.93826437	-0.12154102	0.035255432	0.2704711	-0.035254955	2.3677344	35_8873	Rep: OSIGBa0134P10.2 protein - Oryza sativa (Rice)	UniRef90_Q01IT4	CHR3V7|COORD:19549782..19552094| carbonic anhydrase family protein	AT3G52720.1	CHR04V5|COORD:20200327..20202618|protein carbonic anhydrase precursor, putative, expressed	LOC_Os04g33660.2	no descriptionmoderately similar to ( 239)AT3G52720| Symbols:  | carbonic anhydrase family protein | chr3:19550595-19552094 REVERSEvery weakly similar to (58.5)CAH2_CHLRECarbonic anhydrase 2 precursor - Chlamydomonas reinhardtiinot assigned alpha_CA_prokaryotic_like alpha_CA Cah Carb_anhydrase alpha_CA_VI_IX_XII_XIV alpha_CA_I_II_III_XIII alpha_CA_IV_XV_like alpha_CARP_X_XI_like alpha_CARP_receptor_like alpha_CA_VI alpha_CA_V alpha_CA_VII alpha_CA_XII_XIV alpha_CA_IX alpha_CARP_VIII	TCA / org. transformation.carbonic anhydrases	8_3

CUST_16308_PI404877155	2	0.017412186	-0.0028915405	-0.13956928	0.11676407	-0.029191017	0.0028924942	EBro08_SQ008_C01_at	similar to membrane transporter [Oryza sativa (japonica cultivar-group)]	BAC22246.1	glycerol-3-phosphate transporter, putative / glycerol 3-phosphate permease, putative	At2g13100.1	protein major facilitator superfamily protein	Os06g08170	"glycerol-3-phosphate transporter, putative / glycerol 3-phosphate permease, putative, similar to glycerol-3-phosphate transporter (glycerol 3-phosphate permease) (Homo sapiens) GI:7543982; contains Pfam profile PF00083: major facilitator superfamily prote"	transporter.membrane system unknown	34_98

CUST_9066_PI404877155	2	-0.663929	-0.6489935	0.12639618	0.14751911	0.49024868	-0.12639618	Contig2856_x_at	cold acclimation protein homolog - barley emb|CAA58875.1| paf93 [Hordeum vulgare subsp. vulgare]	T05958	dehydrin (ERD14)	At1g76180.1	protein probable lipase - maize	Os02g44870	pheromone receptor, putative (AR401)	glycolysis.phosphoglycerate mutase	4_11

CUST_59839_PI403524517	2	-0.0056200027	0.052721024	-0.10234642	-0.101789474	0.04118824	0.0056200027	35_17060	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_6858_PI399408534	2	0.014296532	-0.99139214	-0.10281658	0.01798439	0.014296532	-0.014297485	35_1974	Rep: Proliferating cell nuclear antigen - Zea mays (Maize)	UniRef90_Q43266	"CHR2V7|COORD:12657216..12658675| PCNA2 (PROLIFERATING CELL NUCLEAR 2); DNA binding / DNA polymerase processivity factor"	AT2G29570.1	CHR02V5|COORD:34345538..34347767|protein proliferating cell nuclear antigen, putative, expressed	LOC_Os02g56130.1	"no descriptionmoderately similar to ( 466)AT2G29570| Symbols: PCNA2 | PCNA2 (PROLIFERATING CELL NUCLEAR 2); DNA binding / DNA polymerase processivity factor | chr2:12657216-12658675 REVERSEhighly similar to ( 503)PCNA_ORYSAnot assigned not assigned not assigned not assigned not assigned PCNA PCNA_N PCNA_C PRK01115 DnaN Tymo_45kd_70kd PRK12323 PRK07003 HPC2 Herpes_BLLF1 DUF566 Atrophin-1"	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_25393_PI403524517	2	0.3424921	0.7674389	-0.3539095	-0.32306576	-0.6790848	0.3230667	35_7360	"Cluster: Hypothetical protein P0456E05.23; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0456E05.23 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5N869	"CHR4V7|COORD:7480893..7481750| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G04220.1); similar to Protein of unknown function DUF868, plant"	AT4G12690.1	CHR01V5|COORD:39941187..39939447|protein expressed protein	LOC_Os01g68140.1	" no descriptionvery weakly similar to (85.9)AT4G12690| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G04220.1); similar to Protein of unknown function DUF868, plant [Medicago truncatula] (GB:ABE92686.1); contains InterPro domain Protein of unknown function DUF868, plant; (InterPro:IPR008586) | chr4:7480893-7481750 FORWARDDUF868 "	not assigned.unknown	35_2

CUST_45211_PI403524517	2	-0.1570363	0.22787333	0.1721201	-0.13179684	0.13179684	-0.15849495	35_12960	"Cluster: SOUL heme-binding protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: SOUL heme-binding protein-like - Oryza sativa (japonica cultivar-group"	UniRef90_Q6EPY8	CHR3V7|COORD:3131127..3133163| SOUL heme-binding family protein	AT3G10130.1	CHR02V5|COORD:19626566..19629199|protein SOUL heme-binding protein, putative, expressed	LOC_Os02g33020.1	no descriptionweakly similar to ( 183)AT3G10130| Symbols:  | SOUL heme-binding family protein | chr3:3131127-3133163 REVERSESOUL	not assigned.no ontology	35_1

CUST_3547_PI403524517	2	0.016144753	-0.39136505	-0.07432175	0.011036873	-0.011036873	0.05618477	35_966	Rep: Proteasome subunit alpha type 1 - Oryza sativa (Rice)	UniRef90_P52428	"CHR5V7|COORD:17176498..17178203| PAF1 (proteasome alpha subunit F1); peptidase"	AT5G42790.1	CHR02V5|COORD:1784550..1788087|protein proteasome subunit alpha type 1, putative, expressed	LOC_Os02g04100.1	"no descriptionmoderately similar to ( 361)AT5G42790| Symbols: PAF1 | PAF1 (proteasome alpha subunit F1); peptidase | chr5:17176498-17178203 REVERSEmoderately similar to ( 447)PSA1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned proteasome_alpha_type_1 proteasome_alpha PRE1 PRK03996 proteasome_alpha_type_5 Proteasome proteasome_alpha_archeal proteasome_alpha_type_2 proteasome_alpha_type_3 proteasome_protease_HslV proteasome_alpha_type_4 proteasome_alpha_type_7 proteasome_alpha_type_6 Ntn_hydrolase proteasome_beta proteasome_beta_archeal Atrophin-1 Herpes_BLLF1 TT_ORF1 PRK07003 PRK07764 DUF566 Tymo_45kd_70kd HPC2 PRK12323 proteasome_beta_type_1 PRK12495"	protein.degradation.ubiquitin.proteasom	29_5_11_20

CUST_136837_PI403524517	2	-0.13788319	0.014014244	0.46760988	0.1541071	-0.014014244	-0.6297631	35_38374	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_4689_PI404877155	2	0.15446663	0.6707382	-0.006497383	0.0064964294	-0.28524256	-0.13020039	Contig15906_at	OSJNBa0072K14.18 [Oryza sativa (japonica cultivar-group)] ref|XP_472325.1| OSJNBa0072K14.18 [Oryza sativa (japonica cultivar-group)]	CAD40545.1	transport inhibitor response protein, putative	At3g26810.1	protein F-box domain, putative	Os11g31620	"transport inhibitor response protein, putative, E3 ubiquitin ligase SCF complex F-box subunit; similar to transport inhibitor response 1 GI:2352492 from (Arabidopsis thaliana)"	hormone metabolism.auxin.signal transduction	17_2_2

CUST_33963_PI403524517	2	-0.0038251877	-0.14767504	0.11624718	0.0038251877	-0.044698715	0.47127533	35_9789	"Cluster: Os01g0688200 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0688200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JK96	CHR1V7|COORD:29098535..29100336| hydrolase, alpha/beta fold family protein	AT1G77420.1	CHR01V5|COORD:28714006..28710868|protein monoglyceride lipase, putative, expressed	LOC_Os01g49380.1	 no descriptionweakly similar to ( 152)AT1G77420| Symbols:  | hydrolase, alpha/beta fold family protein | chr1:29098535-29100336 FORWARDnot assigned not assigned PldB PRK07764 	not assigned.no ontology	35_1

CUST_37307_PI403524517	2	-0.0010194778	0.047489643	-0.023228168	0.0010194778	-0.005481243	1.5004144	35_10749	"Cluster: Similar to Methylase involved in ubiquinone/menaquinone biosynthesis precursor; n=2; Nocardioides sp. JS614|Rep: Similar to Methylase involved in ubiqu"	UniRef90_Q3GYQ5	"CHR1V7|COORD:5675918..5678679| SR45 (arginine/serine-rich 45); RNA binding"	AT1G16610.1	CHR02V5|COORD:2774718..2772141|protein expressed protein	LOC_Os02g05670.1	no descriptionnot assigned not assigned not assigned not assigned PRK12323 PRK07003 PRK07764	not assigned.unknown	35_2

CUST_1043_PI403524517	2	0.05647278	-0.055013657	0.029974937	-0.089998245	-0.029974937	0.08054066	35_276	"Cluster: Signal recognition particle 9 kDa protein; n=1; Zea mays|Rep: Signal recognition particle 9 kDa protein - Zea mays (Maize)"	UniRef90_O04438	CHR3V7|COORD:18207929..18209283| signal recognition particle 9 kDa protein, putative / SRP9, putative	AT3G49100.1	CHR06V5|COORD:8197053..8193484|protein signal recognition particle 9 kDa protein, putative, expressed	LOC_Os06g14550.1	 no descriptionweakly similar to ( 162)AT3G49100| Symbols:  | signal recognition particle 9 kDa protein, putative / SRP9, putative | chr3:18207929-18209283 FORWARDweakly similar to ( 169)SRP09_MAIZESignal recognition particle 9 kDa protein - Zea mays (Maize)not assigned SRP9 	protein.targeting.secretory pathway.ER	29_3_4_1

CUST_136316_PI403524517	2	-0.36723995	0.673131	0.15253639	-0.042268753	0.042269707	-0.17706203	35_38226	"Cluster: Os12g0118900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os12g0118900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IQI6	"CHR5V7|COORD:8567677..8570263| CYP714A1 (cytochrome P450, family 714, subfamily A, polypeptide 1); oxygen binding"	AT5G24910.1	CHR12V5|COORD:909825..911365|protein cytochrome P450 72A1, putative, expressed	LOC_Os12g02630.1	" no descriptionweakly similar to ( 115)AT5G24910| Symbols: CYP714A1 | CYP714A1 (cytochrome P450, family 714, subfamily A, polypeptide 1); oxygen binding | chr5:8567677-8570263 REVERSEvery weakly similar to (97.8)C72A1_CATROCytochrome P450 72A1 - Catharanthus roseus (Rosy periwinkle) (Madagascar periwinkle)not assigned not assigned not assigned not assigned not assigned p450 CypX "	misc.cytochrome P450	26_10

CUST_6996_PI404877155	2	-0.005648613	0.42556763	-0.034169197	0.005648613	-0.020236015	0.09172821	Contig20499_at	putative tubby-like protein [Oryza sativa (japonica cultivar-group)]	NP_916882.1	F-box family protein / tubby family protein (TULP7)	At1g53320.1	protein hypothetical protein	Os01g48370	putative tubby-like protein	RNA.regulation of transcription.TUB transcription factor family	27_3_33

CUST_15438_PI399408534	2	0.8992233	-1.7307982	-0.09789801	0.71289444	0.09789801	-0.3281865	35_9124	Rep: WRKY transcription factor 76 - Oryza sativa (Rice)	UniRef90_Q20DP5	"CHR1V7|COORD:30388726..30390248| WRKY40 (WRKY DNA-binding protein 40); transcription factor"	AT1G80840.1	CHR09V5|COORD:14976712..14974931|protein OsWRKY76 - Superfamily of rice TFs having WRKY and zinc finger domains, expressed	LOC_Os09g25060.1	" no descriptionweakly similar to ( 163)AT1G80840| Symbols: ATWRKY40, WRKY40 | WRKY40 (WRKY DNA-binding protein 40); transcription factor | chr1:30388726-30390248 FORWARDnot assigned not assigned WRKY "	RNA.regulation of transcription.WRKY domain transcription factor family	27_3_32

CUST_13455_PI403524517	2	0.0069875717	-0.4532299	-0.09991646	0.013350487	0.15078163	-0.0069885254	35_3858	"Cluster: Putative mitochondrial processing peptidase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative mitochondrial processing peptidase - Oryza sativ"	UniRef90_Q5JJV3	CHR1V7|COORD:19327361..19330440| mitochondrial processing peptidase alpha subunit, putative	AT1G51980.1	CHR01V5|COORD:42941636..42945234|protein mitochondrial-processing peptidase alpha subunit, mitochondrial precursor, putative, expressed	LOC_Os01g73550.1	 no descriptionmoderately similar to ( 430)AT1G51980| Symbols:  | mitochondrial processing peptidase alpha subunit, putative | chr1:19327598-19330440 REVERSEmoderately similar to ( 449)MPPA_SOLTUMitochondrial-processing peptidase subunit alpha, mitochondrial precursor - Solanum tuberosum (Potato)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PqqL Peptidase_M16 Peptidase_M16_C PRK12323 PRK07764 PRK07003 PRK10819 	protein.targeting.mitochondria	29_3_2

CUST_19388_PI404877155	2	-0.08411598	0.016898155	-0.016897678	0.04833889	-0.30574942	0.18130922	rbags15a06_at	glycine-rich RNA-binding protein grp1a -related [Arabidopsis thaliana]	NP_173576.2	zinc finger (CCCH-type) family protein	At1g21570.1	protein similar to Plasmodium lophurae. Histidine-rich glycoprotein precursor	Os06g43120	NONE	RNA.regulation of transcription.unclassified	27_3_99

CUST_182_PI399408534	2	-0.21556091	0.6641846	-0.015507698	0.015508652	-0.21296978	0.058288574	35_19210	Rep: P-type ATPase - Hordeum vulgare (Barley)	UniRef90_Q94IM9	CHR3V7|COORD:21222633..21227353| calcium-transporting ATPase, plasma membrane-type, putative / Ca2+-ATPase, putative (ACA11)	AT3G57330.1	CHR11V5|COORD:1858334..1864303|protein calcium-transporting ATPase 4, plasma membrane-type, putative, expressed	LOC_Os11g04460.1	 no descriptionhighly similar to ( 740)AT3G57330| Symbols:  | calcium-transporting ATPase, plasma membrane-type, putative / Ca2+-ATPase, putative (ACA11) | chr3:21222633-21227353 REVERSEhighly similar to ( 900)ACA5_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned MgtA PRK10517 ZntA KdpB PRK01122 Cation_ATPase_C zntA PRK10671 Hydrolase 	signalling.calcium	30_3

CUST_41261_PI403524517	2	-0.017859459	1.7052755	-0.8578067	0.025767326	-1.6767559	0.017859936	35_11862	"Cluster: Hypothetical protein P0516G10.15; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0516G10.15 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6Z7S9	"CHR1V7|COORD:6568133..6568393| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G48180.1); similar to conserved hypothetical protein [Medicago"	AT1G19020.1	CHR02V5|COORD:30968915..30968358|protein expressed protein	LOC_Os02g50710.1	no descriptionDM6	not assigned.unknown	35_2

CUST_102675_PI403524517	2	0.26818895	-0.022753716	0.022753716	-0.5447607	-0.6824112	2.0183702	35_29286	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_85810_PI403524517	2	0.30920315	-0.050053596	0.050053596	-0.09349823	-0.17308235	0.12803793	35_24574	"Cluster: Putative isoleucine-tRNA ligase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative isoleucine-tRNA ligase - Oryza sativa (japonica cultivar-gro"	UniRef90_Q67WM2	CHR4V7|COORD:6397522..6404505| isoleucyl-tRNA synthetase, putative / isoleucine--tRNA ligase, putative	AT4G10320.1	CHR06V5|COORD:26331890..26344253|protein ATP binding protein, putative, expressed	LOC_Os06g43760.1	 no descriptionweakly similar to ( 186)AT4G10320| Symbols:  | isoleucyl-tRNA synthetase, putative / isoleucine--tRNA ligase, putative | chr4:6397522-6404505 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned ileS IleS tRNA-synt_1 IleRS_core Ile_Leu_Val_MetRS_core ileS ValS ValRS_core LeuS leuS class_I_aaRS_core LeuRS_core PRK07764 MetG tRNA-synt_1g 	protein.aa activation	29_1

CUST_1178_PI404877155	2	-0.27781487	-1.431313	1.1051893	-1.2642412	0.6757107	0.27781487	Contig11240_at	putative amino acid or GABA permease [Oryza sativa (japonica cultivar-group)]	NP_917594.1	amino acid permease family protein	At2g01170.1	protein AC006200 putative amino acid or GABA permease	Os01g42240	amino-acid permease like protein	transport.amino acids	34_3

CUST_30153_PI399408534	2	0.23482037	-1.5478659	-0.40242386	0.0816021	0.30268478	-0.0816021	35_8140	"Cluster: Os06g0701900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0701900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D9S2	CHR4V7|COORD:15193999..15194568| auxin-responsive protein, putative / small auxin up RNA (SAUR_C)	AT4G31320.1	CHR06V5|COORD:29576976..29577380|protein OsSAUR27 - Auxin-responsive SAUR gene family member	LOC_Os06g48850.1	no descriptionvery weakly similar to (59.7)AT3G43120| Symbols:  | auxin-responsive protein-related | chr3:15105632-15106300 FORWARDnot assigned not assigned not assigned Auxin_inducible	hormone metabolism.auxin.induced-regulated-responsive-activated	17_2_3

CUST_111699_PI403524517	2	0.12643337	-0.5807414	6.9999695E-4	-6.9999695E-4	0.19491816	-0.25627708	35_31714	"Cluster: Anthranilate N-hydroxycinnamoyl/benzoyltransferase-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Anthranilate"	UniRef90_Q6ZLP2	CHR1V7|COORD:11271725..11273059| transferase family protein	AT1G31490.1	CHR07V5|COORD:8057234..8058666|protein agmatine coumaroyltransferase, putative	LOC_Os07g14120.1	no descriptionvery weakly similar to (60.8)AT1G31490| Symbols:  | transferase family protein | chr1:11271725-11273059 REVERSE	secondary metabolism.phenylpropanoids	16_2

CUST_75593_PI403524517	2	-0.2055459	-0.58441305	-0.03384161	0.13131762	0.03384161	1.4626503	35_21671	"Cluster: Putative amino acid permease 6; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative amino acid permease 6 - Oryza sativa (japonica cultivar-group"	UniRef90_Q8L4X7	"CHR1V7|COORD:21680288..21683978| AAP1 (AMINO ACID PERMEASE 1); amino acid permease"	AT1G58360.1	CHR01V5|COORD:38447609..38444204|protein AAP8, putative, expressed	LOC_Os01g65660.2	" no descriptionweakly similar to ( 108)AT1G58360| Symbols: NAT2, AAP1 | AAP1 (AMINO ACID PERMEASE 1); amino acid permease | chr1:21680288-21683978 FORWARDnot assigned Aa_trans "	transport.amino acids	34_3

CUST_56713_PI403524517	2	0.009759903	-0.15402412	-0.009760857	-0.013273239	0.028891563	0.048419952	35_16152	"Cluster: Calcium-dependent protein kinase CPK1 adapter protein 2-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Calcium-dependent protein kinase"	UniRef90_Q5Z9P7	CHR5V7|COORD:26486276..26487602| kinectin-related	AT5G66250.2	CHR06V5|COORD:30366352..30369713|protein calcium-dependent protein kinase CPK1 adapter protein 2, putative, expressed	LOC_Os06g50146.1	no descriptionvery weakly similar to (92.0)AT5G66250| Symbols:  | kinectin-related | chr5:26486276-26487602 FORWARD	not assigned.unknown	35_2

CUST_169246_PI403524517	2	5.7792664E-4	-0.49526596	0.31222486	0.011006832	-0.101689816	-5.7792664E-4	35_47138	"Cluster: Gamma response I protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Gamma response I protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69WX8	CHR3V7|COORD:19337311..19339223| ATGR1 (GAMMA RESPONSE 1)	AT3G52115.1	CHR06V5|COORD:24515545..24518259|protein expressed protein	LOC_Os06g41050.1	no descriptionvery weakly similar to (86.3)AT3G52115| Symbols: ATGR1 | ATGR1 (GAMMA RESPONSE 1) | chr3:19337311-19339223 FORWARD	not assigned.unknown	35_2

CUST_61549_PI403524517	2	-0.74897194	0.6444683	-0.20616055	0.13769722	0.18627739	-0.13769627	35_17568	Rep: Monothiol glutaredoxin-S9 - Oryza sativa (Rice)	UniRef90_P0C291	CHR1V7|COORD:10013620..10014033| glutaredoxin family protein	AT1G28480.1	CHR05V5|COORD:27984566..27985510|protein OsGrx_S2 - glutaredoxin subgroup III, expressed	LOC_Os05g48930.1	no descriptionvery weakly similar to (84.0)AT1G28480| Symbols:  | glutaredoxin family protein | chr1:10013620-10014033 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned GRX_GRXh_1_2_like PRK07764 PRK12323 PRK12678 PRK07003 GRX_GRX_like PRK04537 COG3941 PRK05648 PRK12372 GRX_family IER	redox.glutaredoxins	21_4

CUST_14085_PI403524517	2	-0.55900574	0.019994736	-0.019994736	0.2899723	0.06645393	-0.13088322	35_4041	"Cluster: Putative inositol-(1,4,5) trisphosphate 3-kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative inositol-(1,4,5) trisphosphate 3-kinase - O"	UniRef90_Q6H545	"CHR5V7|COORD:24831142..24832044| ATIPK2BETA (Arabidopsis thaliana inositol hexakisphosphate 2beta); inositol or phosphatidylinositol kinase"	AT5G61760.1	CHR02V5|COORD:19116035..19119972|protein inositol hexaphosphate kinase, putative, expressed	LOC_Os02g32370.1	" no descriptionmoderately similar to ( 272)AT5G61760| Symbols: IPK2B, ATIPK2BETA | ATIPK2BETA (Arabidopsis thaliana inositol hexakisphosphate 2beta); inositol or phosphatidylinositol kinase | chr5:24831142-24832044 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned IPK Herpes_BLLF1 PRK07003 PRK12323 Atrophin-1 PRK07764 AF-4 DUF1421 PRK12678 APC_basic PRK05648 HPC2 Tymo_45kd_70kd CTF_NFI DUF605 GRASP55_65 Pneumo_att_G Extensin_2 infB TT_ORF1 KAR9 DUF566 DUF1509 PRK09169 FAP PRK08770 Herpes_UL32 PRK10856 DUF936 PRK10672 "	minor CHO metabolism.myo-inositol.InsP-Kinases	3_4_2

CUST_3470_PI403524517	2	0.054740906	-0.18137741	0.03681469	-0.002817154	-0.73236847	0.0028181076	35_947	Rep: AtSUG1 protein - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q9C5U3	"CHR5V7|COORD:6756917..6759552| RPT6A (regulatory particle triple-A 6A); ATPase"	AT5G20000.1	CHR02V5|COORD:5923654..5918931|protein 26S protease regulatory subunit 8, putative, expressed	LOC_Os02g11050.1	"no descriptionvery weakly similar to (95.1)AT5G20000| Symbols: RPT6A | RPT6A (regulatory particle triple-A 6A); ATPase | chr5:6756917-6759552 FORWARDnot assigned not assigned RPT1 PRK03992"	protein.degradation.ubiquitin.proteasom	29_5_11_20

CUST_13605_PI399408534	2	0.059143066	0.2043376	0.048232555	-0.04823208	-0.22204828	-0.08975792	35_11242	"Cluster: Helicase associated domain family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Helicase associated domain family protein, expre"	UniRef90_Q2R6C2	CHR1V7|COORD:9715602..9720333| RNA helicase, putative	AT1G27900.1	CHR11V5|COORD:11886409..11902562|protein pre-mRNA-splicing factor ATP-dependent RNA helicase F56D2.6, putative, expressed	LOC_Os11g20554.1	 no descriptionmoderately similar to ( 295)AT1G27900| Symbols:  | RNA helicase, putative | chr1:9715602-9720333 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned HrpA PRK11131 PRK11664 DEXHc DEXDc DEXDc 	RNA.processing.RNA helicase	27_1_2

CUST_181120_PI403524517	2	0.24613762	-0.10458803	0.041546345	0.08777189	-0.041546345	-0.15310144	35_50369	"Cluster: Hypothetical protein P0576F08.31; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0576F08.31 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6Z6Y3	"CHR5V7|COORD:5821084..5822602| similar to Os02g0129900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001045780.1); similar to unnamed protein product"	AT5G17670.1	CHR02V5|COORD:1560693..1563343|protein esterase/lipase/thioesterase family active site protein, putative, expressed	LOC_Os02g03720.1	"no descriptionvery weakly similar to (90.1)AT5G17670| Symbols:  | similar to Os02g0129900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001045780.1); similar to unnamed protein product [Ostreococcus tauri] (GB:CAL56717.1); contains InterPro domain PGAP1-like; (InterPro:IPR012908) | chr5:5821084-5822602 FORWARD"	not assigned.unknown	35_2

CUST_154077_PI403524517	2	0.17990398	-0.66148853	-0.043126583	-0.073367596	0.04312706	0.13332844	35_43055	"Cluster: Os02g0693400 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0693400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DYH3	CHR4V7|COORD:9939927..9942711| ubiquitin-specific protease 20, putative (UBP20)	AT4G17895.1	CHR02V5|COORD:28466956..28472140|protein ubiquitin-specific protease 21, putative, expressed	LOC_Os02g46650.1	no descriptionnot assigned Peptidase_C19E	not assigned.unknown	35_2

CUST_81369_PI403524517	2	-0.0028848648	0.051178932	0.0028848648	-0.058587074	-0.2227974	0.013940811	35_23340	"Cluster: Putative aminopeptidase C; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative aminopeptidase C - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69TI3	CHR5V7|COORD:14265432..14270502| serine-type peptidase	AT5G36210.1	CHR06V5|COORD:5875422..5868896|protein acyl-peptide hydrolase-like, putative, expressed	LOC_Os06g11190.1	no descriptionmoderately similar to ( 249)AT5G36210| Symbols:  | serine-type peptidase | chr5:14265432-14270502 REVERSEnot assigned DAP2 Peptidase_S9	protein.degradation	29_5

CUST_130127_PI403524517	2	-0.0027256012	-0.51048946	0.0027256012	0.21647692	-0.49814796	0.01903534	35_36546	Rep: Protein H2A.6 - Triticum aestivum (Wheat)	UniRef90_Q43214	CHR5V7|COORD:24132831..24133370| histone H2A, putative	AT5G59870.1	CHR05V5|COORD:22574849..22573640|protein histone H2A, putative, expressed	LOC_Os05g38640.1	 no descriptionvery weakly similar to (94.7)AT5G59870| Symbols:  | histone H2A, putative | chr5:24132831-24133370 REVERSEvery weakly similar to (97.4)H2A6_WHEATProtein H2A.6 - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned H2A H2A HTA1 TT_ORF1 PRK12323 Histone 	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_17319_PI399408534	2	-0.10520172	0.83998775	0.21658516	-0.5855408	-0.06178379	0.061784744	35_5999	"Cluster: CCT motif family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: CCT motif family protein, expressed - Oryza sativa (japonica cult"	UniRef90_Q2RAB7	"CHR5V7|COORD:24215441..24217728| APRR3 (PSEUDO-RESPONSE REGULATOR 3); transcription regulator"	AT5G60100.1	CHR11V5|COORD:2784900..2789633|protein CCT motif family protein, expressed	LOC_Os11g05930.4	" no descriptionvery weakly similar to (85.9)AT5G60100| Symbols: PRR3, APRR3 | APRR3 (PSEUDO-RESPONSE REGULATOR 3); transcription regulator | chr5:24215441-24217728 REVERSEvery weakly similar to (85.9)PRR95_ORYSACCT "	RNA.regulation of transcription.Psudo ARR transcription factor family	27_3_66

CUST_4685_PI403524517	2	-0.49148083	0.9047699	0.088074684	0.2714548	-0.12114239	-0.088074684	35_1294	"Cluster: Putative CBL-interacting protein kinase 23; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative CBL-interacting protein kinase 23 - Oryza sativa"	UniRef90_Q6ZLP5	"CHR1|COORD:10654869..10658993| similar to CBL-interacting protein kinase 9 (CIPK9) [Arabidopsis thaliana] (TAIR:At1g01140.3); similar to CBL-interacting"	AT1G30270.2	CHR07V5|COORD:2646166..2641852|protein CIPK-like protein 1, putative, expressed	LOC_Os07g05620.2	" no descriptionhighly similar to ( 701)AT1G30270| Symbols: SnRK3.23, ATCIPK23, CIPK23, LKS1 | CIPK23 (CBL-INTERACTING PROTEIN KINASE 23); kinase | chr1:10655254-10658508 FORWARDhighly similar to ( 587)CIPK1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase SPS1 Pkinase_Tyr TyrKc PTKc PTKc_Csk_like PTKc_Srm_Brk PTKc_Fer PTKc_Jak_rpt2 PTKc_Fes_like PTKc_Chk NAF PTKc_Ack_like PTKc_Src_like PTKc_Fes PTKc_Tec_like PTKc_Tec_Rlk PTKc_Syk_like PTKc_Abl PTKc_FAK PTKc_InsR_like PTKc_Jak1_rpt2 PTKc_Csk PTKc_EphR PTKc_Frk_like PTKc_FGFR PTKc_EGFR_like PTKc_Btk_Bmx PTKc_Jak2_Jak3_rpt2 PTKc_Tyk2_rpt2 PTKc_Lyn PTKc_Itk PTKc_FGFR4 PTKc_EphR_B PTKc_EphR_A PTKc_Syk PTKc_FGFR2 PTKc_FGFR1 PTKc_Lck_Blk PTKc_FGFR3 PTKc_Tyro3 PTKc_PDGFR PTKc_Hck PTKc_Ror PTKc_RET PTKc_Axl_like PTKc_EphR_A2 PTK_CCK4 PTKc_Tie1 PTKc_Fyn_Yrk PTKc_Yes PTKc_Src PTKc_EGFR PTKc_Met_Ron PTKc_Tie PTKc_Trk PTKc_Zap-70 PTKc_Tie2 PTKc_Aatyk PTKc_ALK_LTK PTKc_c-ros PTKc_HER2 PTKc_InsR PTKc_HER4 PTK_HER3 PTK_Ryk PTKc_Musk PTKc_TrkC PTKc_TrkB PTKc_IGF-1R PTKc_DDR2 PTKc_DDR PRK12678 PTKc_Ror1 PTKc_Axl PTKc_DDR_like PTKc_EphR_A10 PTKc_Ror2 PTKc_VEGFR PTK_Jak_rpt1 PTKc_TrkA "	protein.postranslational modification	29_4

CUST_15910_PI403524517	2	0.077852726	0.7347665	0.1161108	-0.077852726	-0.658916	-0.2713189	35_4594	"Cluster: Cytochrome P450-like protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Cytochrome P450-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8S7S6	"CHR2V7|COORD:18760159..18762018| CYP704A2 (cytochrome P450, family 704, subfamily A, polypeptide 2); oxygen binding"	AT2G45510.1	CHR10V5|COORD:20086807..20082285|protein cytochrome P450 94A2, putative, expressed	LOC_Os10g38110.2	" no descriptionmoderately similar to ( 207)AT2G45510| Symbols: CYP704A2 | CYP704A2 (cytochrome P450, family 704, subfamily A, polypeptide 2); oxygen binding | chr2:18760159-18762018 FORWARDvery weakly similar to (63.5)C82A1_PEACytochrome P450 82A1 - Pisum sativum (Garden pea)not assigned not assigned not assigned not assigned not assigned p450 CypX "	misc.cytochrome P450	26_10

CUST_172854_PI403524517	2	0.027517319	0.0045642853	-0.017185211	-0.08642578	-0.0045642853	0.07174349	35_48140	"Cluster: Pentatricopeptide (PPR) repeat-containing protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Pentatricopeptide (PPR) repeat-containing prot"	UniRef90_Q6YZW3	CHR3V7|COORD:14733300..14734621| pentatricopeptide (PPR) repeat-containing protein	AT3G42630.1	CHR08V5|COORD:25725498..25724317|protein pentatricopeptide repeat protein, putative, expressed	LOC_Os08g40870.1	no descriptionvery weakly similar to (71.2)AT3G42630| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr3:14733300-14734621 FORWARD	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_152255_PI403524517	2	0.3616352	-0.053747177	0.053747177	-0.20231438	0.47147846	-0.3455901	35_42558	0	0		0	CHR01V5|COORD:36040511..36036347|protein IQD1, putative, expressed	LOC_Os01g61720.8	no description	not assigned.unknown	35_2

CUST_4761_PI404877155	2	0.21977425	0.07109165	-0.22765446	-0.072280884	-0.07109165	0.25821114	Contig16015_at	putative NPH3 family protein [Oryza sativa (japonica cultivar-group)] ref|XP_506921.1| PREDICTED OSJNBa0034J04.14 gene product [Oryza sativa	AAR00589.1	phototropic-responsive NPH3 family protein	At4g37590.1	protein transposon protein, putative, mutator sub-class	Os12g39380	NONE	signalling.light	30_11

CUST_35566_PI403524517	2	0.17489433	-0.030033112	-0.0055828094	-0.055770874	0.37927532	0.0055828094	35_10257	"Cluster: Zinc knuckle family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Zinc knuckle family protein, expressed - Oryza sativa (japonic"	UniRef90_Q2QZT6	0	0	CHR11V5|COORD:26660734..26663541|protein expressed protein	LOC_Os11g44890.1	no description	not assigned.unknown	35_2

CUST_14665_PI399408534	2	-0.20832539	-0.069406986	0.35177135	0.069406986	-0.09874964	0.29433107	35_12939	"Cluster: Putative homeobox; n=3; Oryza sativa (japonica cultivar-group)|Rep: Putative homeobox - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69T58	CHR1V7|COORD:27582554..27585481| homeobox-leucine zipper family protein / lipid-binding START domain-containing protein	AT1G73360.1	CHR06V5|COORD:5501412..5498343|protein DNA binding protein, putative, expressed	LOC_Os06g10600.1	no descriptionweakly similar to ( 103)AT1G73360| Symbols:  | homeobox-leucine zipper family protein / lipid-binding START domain-containing protein | chr1:27582554-27585481 REVERSE	RNA.regulation of transcription.HB,Homeobox transcription factor family	27_3_22

CUST_108700_PI403524517	2	-0.31369925	-0.14051962	0.19119644	0.28587532	0.10737038	-0.10737038	35_30912	"Cluster: Putative calcium/calmodulin dependent protein kinase; n=1; Zea mays|Rep: Putative calcium/calmodulin dependent protein kinase - Zea mays (Maize)"	UniRef90_Q208N4		0	CHR05V5|COORD:23991882..23987977|protein calcium and calcium/calmodulin-dependent serine/threonine-proteinkinase, putative, expressed	LOC_Os05g41090.1	no description	not assigned.unknown	35_2

CUST_58748_PI403524517	2	-0.015847206	-0.26837635	-0.057626724	0.14738846	0.015847206	0.07116318	35_16758	Rep: OSIGBa0118P15.9 protein - Oryza sativa (Rice)	UniRef90_Q01KK2	0	0	CHR04V5|COORD:30276469..30277205|protein expressed protein	LOC_Os04g51480.1	no description	not assigned.unknown	35_2

CUST_13443_PI403524517	2	0.1894598	-0.0022630692	-0.12123394	-0.012625694	0.10670185	0.0022630692	35_3854	"Cluster: Hypothetical protein OSJNBa0042I09.11; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0042I09.11 - Oryza sativa (japonica"	UniRef90_Q851N3	"CHR4V7|COORD:6077119..6078896| similar to unnamed protein product [Ostreococcus tauri] (GB:CAL57113.1); similar to Os03g0838900 [Oryza sativa (japonica"	AT4G09620.1	CHR03V5|COORD:35194145..35191810|protein expressed protein	LOC_Os03g62240.1	"no descriptionweakly similar to ( 181)AT4G09620| Symbols:  | similar to unnamed protein product [Ostreococcus tauri] (GB:CAL57113.1); similar to Os03g0838900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001051838.1); contains InterPro domain Mitochodrial transcription termination factor-related; (InterPro:IPR003690) | chr4:6077119-6078896 REVERSE"	not assigned.unknown	35_2

CUST_7369_PI404877155	2	-1.6063786	1.2418652	0.65239096	0.13153696	-1.0114188	-0.13153648	Contig21521_at	B1003B09.4 [Oryza sativa (japonica cultivar-group)]	BAB91950.1	glycosyl hydrolase family protein 27 / alpha-galactosidase family protein / melibiase family protein	At3g26380.1	protein Similar to contains similarity to alpha galactosidase gene_id:F20C19.10	Os01g33420	glycosyl hydrolase family protein 27 / alpha-galactosidase family protein / melibiase family protein, similar to alpha-galactosidase GI:10944326 from (Phanerochaete chrysosporium)	minor CHO metabolism.galactose.alpha-galactosidases	3_8_2

CUST_12153_PI403524517	2	0.027783394	0.4322405	0.091490746	-0.099962234	-0.079419136	-0.027783394	35_3460	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XFT9	CHR1V7|COORD:9039777..9042860| protein kinase	AT1G26150.1	CHR10V5|COORD:8648945..8653679|protein expressed protein	LOC_Os10g17740.1	"no descriptionvery weakly similar to (60.5)AT3G29330| Symbols:  | similar to Hypothetical protein [Oryza sativa] (GB:AAK92570.1); similar to Os10g0324600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001064350.1) | chr3:11258939-11260290 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Atrophin-1 PRK07764 Extensin_2 PRK12323 Tymo_45kd_70kd Drf_FH1 Protamine_P1 tatB TT_ORF1 Pneumo_att_G FAP KAR9 PRP8 PRK12678 PRK10819 DAG1 PRK07003 PRK00708"	not assigned.unknown	35_2

CUST_138685_PI403524517	2	-0.019266129	0.020618439	0.062106133	-0.12606716	0.0094509125	-0.0094509125	35_38898	"Cluster: Putative mono-or diacylglycerol acyltransferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative mono-or diacylglycerol acyltransferase - Ory"	UniRef90_Q6ZFU0	CHR3V7|COORD:19121718..19123497| diacylglycerol acyltransferase family	AT3G51520.1	CHR02V5|COORD:29595977..29593105|protein diacylglycerol O-acyltransferase 1, putative, expressed	LOC_Os02g48350.1	no descriptionmoderately similar to ( 301)AT3G51520| Symbols:  | diacylglycerol acyltransferase family | chr3:19121718-19123497 FORWARDnot assigned not assigned DAGAT	not assigned.no ontology	35_1

CUST_27976_PI403524517	2	0.038679123	-0.41550398	-0.32244635	0.17803335	-0.038679123	0.46545362	35_8087	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_14522_PI403524517	2	0.09610844	0.11734104	0.024382591	-0.024383068	-0.07814884	-0.11507177	35_4176	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_7694_PI403524517	2	-0.12945747	-0.6169901	0.129457	0.24441338	0.59242535	-0.69309044	35_2142	"Cluster: Os04g0269600 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os04g0269600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JEI5	CHR4V7|COORD:7304954..7306968| copper amine oxidase, putative	AT4G12290.1	CHR04V5|COORD:11211735..11219324|protein amine oxidase precursor, putative, expressed	LOC_Os04g20164.1	 no descriptionmoderately similar to ( 383)AT4G12290| Symbols:  | copper amine oxidase, putative | chr4:7304954-7306968 FORWARDmoderately similar to ( 244)AMO_PEAAmine oxidase [copper-containing] precursor - Pisum sativum (Garden pea)not assigned Cu_amine_oxid tynA TynA 	misc.oxidases - copper, flavone etc.	26_7

CUST_178108_PI403524517	2	0.21039772	-0.81452656	-0.17093372	0.028125763	-0.028126717	0.051252365	35_49536	"Cluster: At1g18480/F15H18_1; n=1; Oryza sativa (japonica cultivar-group)|Rep: At1g18480/F15H18_1 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53KP2	CHR1V7|COORD:6361632..6362807| calcineurin-like phosphoesterase family protein	AT1G18480.1	CHR11V5|COORD:8820633..8822141|protein expressed protein	LOC_Os11g15570.1	no descriptionvery weakly similar to (60.8)AT1G18480| Symbols:  | calcineurin-like phosphoesterase family protein | chr1:6361632-6362807 FORWARD	misc.calcineurin-like phosphoesterase family protein	26_27

CUST_23269_PI403524517	2	-0.026652336	-0.2579422	-0.14804459	0.08372402	0.053617477	0.02665329	35_6763	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53L24	"CHR2V7|COORD:13493524..13494468| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G05730.1); similar to hypothetical protein LOC406709 [Danio rerio]"	AT2G31725.1	CHR11V5|COORD:8440405..8437542|protein expressed protein	LOC_Os11g14990.1	" no descriptionmoderately similar to ( 206)AT2G31725| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G05730.1); similar to hypothetical protein LOC406709 [Danio rerio] (GB:NP_998565.1); similar to Os11g0256200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001067634.1); contains InterPro domain Protein of unknown function DUF842, eukaryotic; (InterPro:IPR008560) | chr2:13493524-13494468 REVERSEnot assigned DUF842 "	not assigned.unknown	35_2

CUST_35307_PI403524517	2	-0.010508537	0.21513748	0.010509491	-0.20239544	-0.3852749	0.0388031	35_10179	Rep: BY-2 kinesin-like protein 10 - Nicotiana tabacum (Common tobacco)	UniRef90_Q9AVP4	CHR3V7|COORD:5447509..5451202| kinesin motor family protein	AT3G16060.1	CHR01V5|COORD:25285359..25289698|protein BY-2 kinesin-like protein 10, putative, expressed	LOC_Os01g43580.1	no descriptionvery weakly similar to (53.5)AT3G16060| Symbols:  | kinesin motor family protein | chr3:5447509-5451202 FORWARD	cell.organisation	31_1

CUST_58511_PI403524517	2	0.41855335	-0.4563942	-0.0074329376	0.22473621	-0.09759569	0.0074329376	35_16689	"Cluster: Lipid transfer protein-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: Lipid transfer protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6YZD4	CHR1V7|COORD:9740727..9741978| lipid transfer protein-related	AT1G27950.1	CHR08V5|COORD:26424237..26421313|protein lipid transfer protein, putative, expressed	LOC_Os08g42040.2	no descriptionweakly similar to ( 112)AT1G27950| Symbols:  | lipid transfer protein-related | chr1:9740727-9741978 FORWARDnot assigned not assigned not assigned AAI_LTSS TT_ORF1 PRK07764 Protamine_P1	misc.protease inhibitor/seed storage/lipid transfer protein (LTP) family protein	26_21

CUST_145817_PI403524517	2	-0.033366203	0.49882507	0.04284191	-0.089131355	-0.08232975	0.03336525	35_40824	"Cluster: Ribokinase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Ribokinase-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5SN59	CHR1V7|COORD:5867671..5869208| pfkB-type carbohydrate kinase family protein	AT1G17160.1	CHR01V5|COORD:27512481..27518103|protein ribokinase, putative, expressed	LOC_Os01g47550.1	no descriptionweakly similar to ( 101)AT1G17160| Symbols:  | pfkB-type carbohydrate kinase family protein | chr1:5867671-5869168 FORWARDnot assigned not assigned ribokinase RbsK PfkB PRK11142 ribokinase_group_B KdgK ribokinase_group_A RfaE_like adenosine_kinase bac_FRK YeiC_kinase_like	minor CHO metabolism.others	3_5

CUST_9613_PI399408534	2	0.015580177	-0.36565018	-0.040855408	0.012465477	-0.012465477	0.041810036	35_16225	"Cluster: Os05g0154800 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0154800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DKM4	"CHR2V7|COORD:19524299..19525756| U1A (SPLICEOSOMAL PROTEIN U1A); RNA binding"	AT2G47580.1	CHR05V5|COORD:3181060..3192134|protein ATP binding protein, putative, expressed	LOC_Os05g06280.1	"no descriptionmoderately similar to ( 337)AT2G47580| Symbols: U1A | U1A (SPLICEOSOMAL PROTEIN U1A); RNA binding | chr2:19524299-19525756 FORWARDnot assigned not assigned not assigned COG0724 RRM RRM_1"	RNA.processing.splicing	27_1_1

CUST_25419_PI399408534	2	0.17291355	-0.31268597	0.0046052933	-0.18585873	0.23607922	-0.0046052933	35_32131	Rep: Dof zinc finger protein - Hordeum vulgare (Barley)	UniRef90_Q8L5E5	"CHR1V7|COORD:19177934..19178518| ADOF1 (Arabidopsis dof zinc finger protein 1); DNA binding / transcription factor"	AT1G51700.1	CHR03V5|COORD:21554307..21555422|protein dof domain, zinc finger family protein, expressed	LOC_Os03g38870.1	"no descriptionweakly similar to ( 109)AT3G21270| Symbols: ADOF2 | ADOF2 (Arabidopsis dof zinc finger protein 2); DNA binding / transcription factor | chr3:7474940-7475554 FORWARDvery weakly similar to ( 100)PBF_MAIZEDof zinc finger protein PBF - Zea mays (Maize)zf-Dof"	RNA.regulation of transcription.C2C2(Zn) DOF zinc finger family	27_3_8

CUST_120030_PI403524517	2	0.124258995	-0.12553406	0.009203911	-0.0092048645	-0.36495972	0.075452805	35_33943	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_16273_PI403524517	2	0.17581749	-0.20246696	-0.02815628	0.02815628	-0.12566948	0.055422783	35_4690	"Cluster: Putative PLRR-4 polymorphic leucine-rich repeat protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative PLRR-4 polymorphic leucine-rich repe"	UniRef90_Q6K8S7	"CHR3|COORD:21946256..21951227| nucleotide-sugar transporter family protein, low similarity to SP:P78382 CMP-sialic acid transporter {Homo sapiens}; contains Pfa"	AT3G59360.2	CHR02V5|COORD:23671476..23676796|protein nucleotide-sugar transporter/ sugar porter, putative, expressed	LOC_Os02g39200.1	" no descriptionhighly similar to ( 576)AT3G59360| Symbols: UTR6, ATUTR6 | ATUTR6/UTR6 (UDP-GALACTOSE TRANSPORTER 6); nucleotide-sugar transporter | chr3:21946803-21950619 REVERSEnot assigned Nuc_sug_transp RhaT UAA "	transporter.sugars	34_2

CUST_29406_PI403524517	2	0.079203606	0.37961578	0.07483959	-0.113422394	-0.2837553	-0.074840546	35_8496	Rep: Beta-1,3-glucanase 2a - Hordeum vulgare (Barley)	UniRef90_Q5DM81	"CHR3V7|COORD:21192895..21194024| BG3 (BETA-1,3-GLUCANASE 3); hydrolase, hydrolyzing O-glycosyl compounds"	AT3G57240.1	CHR01V5|COORD:41697564..41698743|protein glucan endo-1,3-beta-glucosidase, acidic isoform precursor, putative	LOC_Os01g71400.1	" no descriptionvery weakly similar to (91.3)AT3G57240| Symbols: BG3 | BG3 (BETA-1,3-GLUCANASE 3); hydrolase, hydrolyzing O-glycosyl compounds | chr3:21192895-21194024 REVERSEweakly similar to ( 129)E13B_MAIZEGlucan endo-1,3-beta-glucosidase, acidic isoform precursor - Zea mays (Maize)not assigned Glyco_hydro_17 "	misc.beta 1,3 glucan hydrolases	26_4

CUST_108482_PI403524517	2	0.28240967	0.49022388	0.0982008	-0.33522034	-0.39930248	-0.0982008	35_30856	Rep: Lipase 1 - Avena sativa (Oat)	UniRef90_Q672R1	CHR1V7|COORD:11295616..11297265| carboxylic ester hydrolase/ lipase	AT1G31550.2	CHR01V5|COORD:6285167..6289103|protein esterase precursor, putative, expressed	LOC_Os01g11660.1	no descriptionweakly similar to ( 147)AT1G31550| Symbols:  | carboxylic ester hydrolase/ lipase | chr1:11295616-11297265 REVERSEvery weakly similar to (97.1)EST_HEVBREsterase precursor - Hevea brasiliensis (Para rubber tree)SGNH_plant_lipase_like fatty_acyltransferase_like COG3240 Triacylglycerol_lipase_like	misc.GDSL-motif lipase	26_28

CUST_2841_PI404877155	2	0.1092062	0.039920807	-0.010775566	-0.103663445	-0.0437212	0.010775566	Contig1325_s_at	putative 5-3 exoribonuclease [Oryza sativa (japonica cultivar-group)] dbj|BAB86550.1| putative 5-3 exoribonuclease [Oryza sativa (japonica c	NP_915700.1	5'-3' exoribonuclease (XRN3)	At1g75660.1	protein Transposable element protein, putative	Os01g65220	0	RNA.processing.ribonucleases	27_1_19

CUST_12664_PI404877155	2	0.18413448	0.34786606	-0.07848263	0.03595543	-0.03595543	-0.03595543	Contig6403_at	putative PHD-finger domain containing protein [Oryza sativa (japonica cultivar-group)]	AAO60037.1	PHD finger family protein	At3g11200.1	protein PHD-finger, putative	Os05g07040	0	RNA.regulation of transcription.Alfin-like	27_3_02

CUST_85635_PI403524517	2	0.20641232	-0.6766434	-0.03163147	0.03163147	0.3403349	-0.36799335	35_24528	"Cluster: Putative seven transmembrane protein Mlo7; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative seven transmembrane protein Mlo7 - Oryza sativa (j"	UniRef90_Q6H7L8	"CHR4V7|COORD:12575018..12577527| MLO13 (MILDEW RESISTANCE LOCUS O 13); calmodulin binding"	AT4G24250.1	CHR02V5|COORD:5442079..5447379|protein MLO-like protein 2, putative, expressed	LOC_Os02g10350.1	" no descriptionweakly similar to ( 132)AT4G24250| Symbols: ATMLO13, MLO13 | MLO13 (MILDEW RESISTANCE LOCUS O 13); calmodulin binding | chr4:12575018-12577527 REVERSEweakly similar to ( 109)MLOH1_ORYSAMlo "	stress.biotic	20_1

CUST_35161_PI403524517	2	0.017832756	-0.7495003	-0.2808094	-0.01783371	0.41300964	0.1298809	35_10137	"Cluster: Hypothetical protein B1793G04.34; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1793G04.34 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5JJH8	"CHR1V7|COORD:5675918..5678679| SR45 (arginine/serine-rich 45); RNA binding"	AT1G16610.2	CHR01V5|COORD:40614027..40612219|protein expressed protein	LOC_Os01g69290.1	no description	not assigned.unknown	35_2

CUST_37123_PI403524517	2	0.32962084	0.40301037	0.0471282	-0.0471282	-0.33149958	-0.08592129	35_10697	Rep: H0313F03.17 protein - Oryza sativa (Rice)	UniRef90_Q25AP9	"CHR1V7|COORD:29746766..29747956| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G56020.1); similar to Os02g0165500 [Oryza sativa (japonica"	AT1G79060.1	CHR04V5|COORD:31216897..31215878|protein conserved hypothetical protein	LOC_Os04g52800.1	no description	not assigned.unknown	35_2

CUST_157_PI403524517	2	0.21852589	0.38189697	-0.029551506	-0.2319603	-0.22586536	0.029551506	35_42	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_65472_PI403524517	2	0.3396492	-0.38237906	-0.16247988	0.1455307	0.1365242	-0.13652325	35_18693	"Cluster: Os01g0898800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0898800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JGW8	CHR2|COORD:13443634..13444610| expressed protein	AT2G31560.2	CHR11V5|COORD:10046195..10047644|protein expressed protein	LOC_Os11g17930.1	"no descriptionweakly similar to ( 140)AT2G31560| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G05870.2); similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:BAB86085.1); similar to Os11g0282300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001067693.1); similar to Os12g0230600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001066444.1); contains InterPro domain Protein of unknown function DUF1685; (InterPro:IPR012881) | chr2:13443688-13444389 FORWARDDUF1685"	not assigned.unknown	35_2

CUST_69077_PI403524517	2	-0.043586254	0.04358673	0.27709675	0.48179913	-0.077866554	-0.04389429	35_19764	"Cluster: Hypothetical protein OSJNBb0053G03.25; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0053G03.25 - Oryza sativa (japonica"	UniRef90_Q8LIX1	"CHR5V7|COORD:20533608..20535659| ATEXO70F1 (exocyst subunit EXO70 family protein F1); protein binding"	AT5G50380.1	CHR01V5|COORD:32699717..32698830|protein hypothetical protein	LOC_Os01g56210.1	"no descriptionvery weakly similar to (53.5)AT1G07725| Symbols: ATEXO70H6 | ATEXO70H6 (exocyst subunit EXO70 family protein H6); protein binding | chr1:2395246-2397093 REVERSEnot assigned Exo70"	cell. vesicle transport	31_4

CUST_93754_PI403524517	2	0.17125797	0.6339445	0.025837898	-0.049993515	-0.025837898	-0.04444599	35_26808	"Cluster: Putative clathrin coat assembly protein AP17; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative clathrin coat assembly protein AP17 - Oryza sat"	UniRef90_Q6ZKE1	CHR2V7|COORD:8534384..8535477| clathrin adaptor complex small chain family protein	AT2G19790.1	CHR08V5|COORD:18625636..18627559|protein AP-4 complex subunit sigma-1, putative, expressed	LOC_Os08g30480.1	no descriptionweakly similar to ( 135)AT2G19790| Symbols:  | clathrin adaptor complex small chain family protein | chr2:8534384-8535477 FORWARDvery weakly similar to (70.1)AP2S1_MAIZEAP-2 complex subunit sigma-1 - Zea mays (Maize)not assigned not assigned not assigned APS2 Clat_adaptor_s	cell. vesicle transport	31_4

CUST_182481_PI403524517	2	0.0016679764	-0.16645622	-0.30688095	0.10040283	0.07633209	-0.0016679764	35_50727	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_65498_PI403524517	2	0.18241215	-0.36342525	-0.030602455	-0.010623932	0.010624886	0.24282074	35_18704	"Cluster: AT5g19150/T24G5_50; n=1; Oryza sativa (japonica cultivar-group)|Rep: AT5g19150/T24G5_50 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53Q78	CHR5|COORD:6423307..6428456| carbohydrate kinase family, contains Pfam profile PF01256: Carbohydrate kinase	AT5G19150.2	CHR11V5|COORD:9798124..9793807|protein YKL151C, putative, expressed	LOC_Os11g17610.1	no descriptionmoderately similar to ( 417)AT5G19150| Symbols:  | carbohydrate kinase family | chr5:6426282-6428404 REVERSEnot assigned YXKO-related COG0063 Carb_kinase PRK10565	minor CHO metabolism.others	3_5

CUST_104618_PI403524517	2	-0.005467415	-0.4321537	-0.14233875	0.09844494	0.005466461	0.10280037	35_29812	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_88641_PI403524517	2	0.276433	-0.1177845	-0.050710678	0.050710678	-0.6968708	0.21333027	35_25370	"Cluster: Heat shock 70 kDa protein, mitochondrial, putative, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Heat shock 70 kDa protein,"	UniRef90_Q10SR3	"CHR5V7|COORD:2975722..2978509| mtHSC70-2 (HEAT SHOCK PROTEIN 70); ATP binding / unfolded protein binding"	AT5G09590.1	CHR03V5|COORD:749609..744997|protein heat shock 70 kDa protein, mitochondrial precursor, putative, expressed	LOC_Os03g02260.1	no descriptionnot assigned dnaK	not assigned.unknown	35_2

CUST_37205_PI403524517	2	-0.17864037	-0.118294716	0.21825886	0.15702343	-0.042287827	0.04228878	35_10722	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10LU7	"CHR5V7|COORD:1541854..1543876| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G61670.1); similar to Os02g0464500 [Oryza sativa (japonica"	AT5G05190.1	CHR03V5|COORD:12333699..12337372|protein expressed protein	LOC_Os03g21640.2	"no descriptionvery weakly similar to (59.7)AT5G05190| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G61670.1); similar to Os02g0464500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001046806.1); similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:BAD19834.1); similar to Os03g0334200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001050029.1) | chr5:1541854-1543876 FORWARD"	not assigned.unknown	35_2

CUST_103687_PI403524517	2	-0.33372068	-0.18209362	0.1657567	-0.11048651	0.11048651	1.0447927	35_29561	"Cluster: Mitochondrial import inner membrane translocase subunit Tim9; n=2; Oryza sativa|Rep: Mitochondrial import inner membrane translocase subunit Tim9 - Ory"	UniRef90_Q9XGX7	CHR1V7|COORD:22496859..22500684| proline-rich family protein	AT1G61080.1	CHR05V5|COORD:577817..576847|protein mitochondrial import inner membrane translocase subunit Tim9, putative, expressed	LOC_Os05g02050.1	no descriptionvery weakly similar to (55.1)TIM9_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 zf-Tim10_DDP PRK07764 PRK07003 Drf_FH1	protein.targeting.mitochondria	29_3_2

CUST_126225_PI403524517	2	0.0056943893	-0.0056943893	0.03743553	-0.05243206	-0.16001225	0.16746235	35_35533	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_169308_PI403524517	2	-0.055166245	0.028668404	0.17191601	-0.028668404	-0.14245415	0.10865116	35_47157	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_33428_PI403524517	2	0.007142067	-0.0071430206	0.019527435	-0.23890877	-0.45673084	0.01971054	35_9640	"Cluster: Os12g0136200 protein; n=5; Oryza sativa (japonica cultivar-group)|Rep: Os12g0136200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IQ94	"CHR5V7|COORD:971106..971626| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G08710.1); similar to PREDICTED: hypothetical protein [Rattus norve"	AT5G03710.1	CHR12V5|COORD:1754561..1758696|protein heterogeneous nuclear ribonucleoprotein R, putative, expressed	LOC_Os12g04180.4	no description	not assigned.unknown	35_2

CUST_16892_PI404877155	2	-0.025494576	-0.049459457	0.22665691	0.025493622	0.261096	-0.0379858	HM11C20r_at	P0695H10.7 [Oryza sativa (japonica cultivar-group)]	NP_916318.1	0	0	protein Double-stranded RNA binding motif, putative	Os01g56520	"3.1_Homeodomain   T01995 Clox;"	RNA.RNA binding	27_4

CUST_148841_PI403524517	2	0.04771328	0.8469801	0.5014038	-0.42025185	-0.4207754	-0.047714233	35_41637	0	0		0	CHR07V5|COORD:7105271..7108446|protein expressed protein	LOC_Os07g12470.1	no description	not assigned.unknown	35_2

CUST_2090_PI399408534	2	-0.79689217	1.4699335	-0.0013742447	0.0051670074	0.0013751984	-0.32324886	35_23674	"Cluster: Putative regulator of gene silencing; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative regulator of gene silencing - Oryza sativa (japonica cu"	UniRef90_Q8RYK0	CHR1V7|COORD:28770218..28770697| calmodulin-related protein, putative	AT1G76640.1	CHR01V5|COORD:42401831..42400833|protein calmodulin-like protein 41, putative, expressed	LOC_Os01g72530.1	 no descriptionweakly similar to ( 124)AT1G76640| Symbols:  | calmodulin-related protein, putative | chr1:28770218-28770697 REVERSEvery weakly similar to (81.6)CALM_CHLRECalmodulin - Chlamydomonas reinhardtiinot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned FRQ1 EFh PRK07764 PRK12323 	signalling.calcium	30_3

CUST_12181_PI403524517	2	-0.020851135	0.04441929	-0.108935356	0.020851135	0.06302643	-0.04223728	35_3468	"Cluster: Putative GAMYB-binding protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative GAMYB-binding protein - Oryza sativa (japonica cultivar-group"	UniRef90_Q5SND4	CHR5V7|COORD:22759880..22762135| WD-40 repeat family protein	AT5G56190.2	CHR06V5|COORD:3631664..3638660|protein expressed protein	LOC_Os06g07540.2	no descriptionhighly similar to ( 543)AT5G56190| Symbols:  | WD-40 repeat family protein | chr5:22759880-22762135 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned WD40 COG2319 TT_ORF1 Protamine_P1	not assigned.no ontology	35_1

CUST_181758_PI403524517	2	0.13307667	0.1960907	0.16032076	-0.28393698	-0.30812073	-0.13307667	35_50534	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_19721_PI403524517	2	0.35826683	0.22408867	0.21134853	-0.25663996	-0.21134901	-0.26840925	35_5714	"Cluster: Aspartate kinase-homoserine dehydrogenase precursor; n=2; Oryza sativa|Rep: Aspartate kinase-homoserine dehydrogenase precursor - Oryza sativa (Rice)"	UniRef90_P93402	"CHR1V7|COORD:11158725..11163036| AK-HSDH I (ASPARTATE KINASE-HOMOSERINE DEHYDROGENASE I); aspartate kinase/ homoserine dehydrogenase"	AT1G31230.1	CHR09V5|COORD:7008516..6994049|protein bifunctional aspartokinase/homoserine dehydrogenase 2, chloroplast precursor, putative, expressed	LOC_Os09g12290.1	 no descriptionvery weakly similar to (81.6)AT4G19710| Symbols: AK-HSDH II, AK-HSDH | AK-HSDH/AK-HSDH II | chr4:10725239-10729546 FORWARDweakly similar to ( 138)AKH2_MAIZEBifunctional aspartokinase/homoserine dehydrogenase 2, chloroplast precursor - Zea mays (Maize)AAK_AK-HSDH-like AAK_AK-HSDH AAK_AK 	amino acid metabolism.synthesis.aspartate family.misc.homoserine.aspartate kinase	13_1_3_6_1_1

CUST_98581_PI403524517	2	0.50337505	0.79822874	0.045458794	-0.045458317	-0.41888905	-0.2636652	35_28143	"Cluster: Apospory-associated protein C-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Apospory-associated protein C-like - Oryza sativa (japonica cultiv"	UniRef90_Q6K2P3	CHR5V7|COORD:26571047..26572801| aldose 1-epimerase family protein	AT5G66530.1	CHR09V5|COORD:9658126..9654423|protein apospory-associated protein C, putative, expressed	LOC_Os09g15820.1	no descriptionweakly similar to ( 181)AT5G66530| Symbols:  | aldose 1-epimerase family protein | chr5:26571047-26572801 REVERSEnot assigned Aldose_epim COG0676 GalM	minor CHO metabolism.others	3_5

CUST_53372_PI403524517	2	0.10656166	1.9314408	1.5211105E-4	-0.19596004	-0.90682125	-1.5258789E-4	35_15185	"Cluster: Very-long-chain fatty acid condensing enzyme, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Very-long-chain fatty acid"	UniRef90_Q10PV5	"CHR1V7|COORD:25716544..25718396| CUT1 (CUTICULAR 1); acyltransferase"	AT1G68530.1	CHR03V5|COORD:6283966..6281905|protein 3-ketoacyl-CoA synthase, putative, expressed	LOC_Os03g12030.1	" no descriptionhighly similar to ( 781)AT1G68530| Symbols: CER6, G2, POP1, CUT1 | CUT1 (CUTICULAR 1); acyltransferase | chr1:25717263-25718396 REVERSEvery weakly similar to (64.7)CHSE_IPONIChalcone synthase E - Ipomoea nil (Japanese morning glory) (Pharbitis nil)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned FAE1_CUT1_RppA CHS_like BcsA FabH init_cond_enzymes KAS_III Herpes_BLLF1 PRK12879 PRK07003 PRK09352 DUF566 PRK12323 ACP_syn_III_C HPC2 AF-4 Atrophin-1 APC_basic KAR9 PRK07764 DUF936 Pneumo_att_G Herpes_TAF50 PRK09258 PRK12495 ROM1 Chal_sti_synt_C SerH GRASP55_65 Herpes_gp2 "	secondary metabolism.flavonoids.chalcones	16_8_2

CUST_55747_PI403524517	2	-0.03738594	-0.13677025	0.037386894	0.045090675	0.048023224	-0.06219864	35_15866	"Cluster: Os02g0768600 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os02g0768600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DX85	CHR5V7|COORD:2991332..2993118| inorganic pyrophosphatase family protein	AT5G09650.1	CHR02V5|COORD:32369001..32372677|protein inorganic pyrophosphatase, putative, expressed	LOC_Os02g52940.2	 no descriptionmoderately similar to ( 410)AT5G09650| Symbols: ATPPA6 | inorganic pyrophosphatase family protein | chr5:2991332-2993118 REVERSEmoderately similar to ( 306)IPYR1_CHLRESoluble inorganic pyrophosphatase 1, chloroplast precursor - Chlamydomonas reinhardtiinot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned pyrophosphatase Pyrophosphatase Ppa PRK00642 PRK02230 PRK01250 PRK12323 PRK07003 PRK07764 DUF1421 	nucleotide metabolism.phosphotransfer and pyrophosphatases.misc	23_4_99

CUST_28844_PI403524517	2	-0.059700966	0.046728134	0.019436836	0.14532852	-0.08129692	-0.019436836	35_8332	"Cluster: Os09g0365900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os09g0365900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J296	CHR4V7|COORD:18479097..18481178| L-ascorbate oxidase, putative	AT4G39830.1	CHR09V5|COORD:12034267..12028987|protein L-ascorbate oxidase precursor, putative, expressed	LOC_Os09g20090.1	 no descriptionweakly similar to ( 187)AT4G39830| Symbols:  | L-ascorbate oxidase, putative | chr4:18479097-18481178 FORWARDweakly similar to ( 159)ASO_CUCSAL-ascorbate oxidase precursor - Cucumis sativus (Cucumber)not assigned Cu-oxidase_3 SufI PRK10965 	secondary metabolism.simple phenols	16_10

CUST_3863_PI403524517	2	-1.1182003	-1.5216331	0.55381966	0.5741539	0.6045933	-0.5538206	35_1070	Rep: Expansin EXPA11 - Triticum aestivum (Wheat)	UniRef90_Q5EC73	CHR1V7|COORD:26145697..26146714| ATEXPA1 (ARABIDOPSIS THALIANA EXPANSIN A1)	AT1G69530.2	CHR05V5|COORD:23414366..23412400|protein alpha-expansin 1 precursor, putative, expressed	LOC_Os05g39990.1	 no descriptionmoderately similar to ( 350)AT1G69530| Symbols: EXP1, AT-EXP1, ATEXP1, ATHEXP ALPHA 1.2, ATEXPA1 | ATEXPA1 (ARABIDOPSIS THALIANA EXPANSIN A1) | chr1:26145697-26146714 FORWARDmoderately similar to ( 436)EXPA4_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pollen_allerg_1 DPBB_1 PRK07003 PRK12323 PRK07764 Atrophin-1 Protamine_P1 Herpes_BLLF1 TT_ORF1 	cell wall.modification	10_7

CUST_156847_PI403524517	2	0.204319	-0.60920143	-0.19989014	0.37041283	0.19989109	-0.59454155	35_43804	"Cluster: Os02g0581100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os02g0581100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E032	CHR1V7|COORD:19055840..19056160| photosystem II 5 kD protein	AT1G51400.1	CHR02V5|COORD:22384580..22386485|protein expressed protein	LOC_Os02g37060.1	no descriptionvery weakly similar to (51.2)AT1G51400| Symbols:  | photosystem II 5 kD protein | chr1:19055840-19056160 REVERSE	PS.lightreaction.photosystem II.PSII polypeptide subunits	1_1_1_2

CUST_42634_PI403524517	2	0.26133823	0.09789467	0.017291069	-0.102716446	-0.6734977	-0.017290592	35_12248	"Cluster: OSJNBa0072D21.14 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0072D21.14 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XVC4	"CHR2V7|COORD:1870017..1873275| ATVPS11 (Arabidopsis thaliana vacuolar protein sorting 11); transporter"	AT2G05170.1	CHR04V5|COORD:18583326..18588758|protein vacuolar protein sorting 11, putative, expressed	LOC_Os04g31390.1	"no descriptionmoderately similar to ( 368)AT2G05170| Symbols: ATVPS11 | ATVPS11 (Arabidopsis thaliana vacuolar protein sorting 11); transporter | chr2:1870017-1873275 FORWARDnot assigned"	protein.targeting.secretory pathway.vacuole	29_3_4_3

CUST_9322_PI404877155	2	-0.14322281	0.19542027	0.14287376	-0.14191723	0.14191723	-0.19604015	Contig3111_at	cold acclimation protein WCOR413-like protein beta form [Triticum aestivum]	AAL23724.1	stress-responsive protein, putative	At3g50830.1	protein cold acclimation protein WCOR413-like protein	Os03g55850	cold acclimation protein WCOR413-like protein beta form	stress.abiotic.cold	20_2_2

CUST_52124_PI403524517	2	-0.0018596649	-0.25637817	0.0018577576	0.0018577576	0.007659912	-0.0031108856	35_14854	"Cluster: Putative actin depolymerizing factor; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative actin depolymerizing factor - Oryza sativa (japonica"	UniRef90_Q84TB3	"CHR5V7|COORD:24137608..24138854| ADF3 (ACTIN DEPOLYMERIZING FACTOR 3); actin binding"	AT5G59880.1	CHR03V5|COORD:34370595..34373802|protein actin-depolymerizing factor 3, putative, expressed	LOC_Os03g60590.2	"no descriptionweakly similar to ( 177)AT5G59880| Symbols: ADF3 | ADF3 (ACTIN DEPOLYMERIZING FACTOR 3); actin binding | chr5:24137608-24138854 FORWARDweakly similar to ( 183)ADF3_MAIZEActin-depolymerizing factor 3 - Zea mays (Maize)not assigned not assigned ADF ADF Cofilin_ADF"	cell.organisation	31_1

CUST_56331_PI403524517	2	0.04801941	0.44029522	0.09253502	-0.12284565	-0.04801941	-0.05721855	35_16037	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q337U5	"CHR4V7|COORD:17007287..17008070| similar to Protein of unknown function DUF343 [Medicago truncatula] (GB:ABE93448.1); contains InterPro domain Protein of"	AT4G35905.1	CHR10V5|COORD:15408198..15411156|protein expressed protein	LOC_Os10g30300.2	"no descriptionvery weakly similar to (80.9)AT4G35905| Symbols:  | similar to Protein of unknown function DUF343 [Medicago truncatula] (GB:ABE93448.1); contains InterPro domain Protein of unknown function DUF343; (InterPro:IPR005651) | chr4:17007287-17008070 REVERSECOG2835"	not assigned.unknown	35_2

CUST_72699_PI403524517	2	0.018044472	-0.5717335	-0.04397106	0.057326317	0.07836914	-0.018044472	35_20837	"Cluster: Hypothetical protein B1003C08.3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1003C08.3 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q75G54	"CHR1|COORD:5668406..5670701| similar to Per1-like protein-related [Arabidopsis thaliana] (TAIR:At5g62130.1); similar to unknown protein [Oryza"	AT1G16560.4	CHR05V5|COORD:7382666..7377797|protein CAB2, putative, expressed	LOC_Os05g13330.2	no descriptionweakly similar to ( 176)AT1G16560| Symbols:  | Per1-like family protein | chr1:5669227-5670336 FORWARDnot assigned Per1 PER1	stress.abiotic	20_2

CUST_9348_PI404877155	2	0.44995213	-0.29370785	0.14053917	-0.14053917	-0.35735703	0.3829422	Contig3120_at	unnamed protein product [Oryza sativa (japonica cultivar-group)] dbj|BAA96588.1| plasma membrane polypeptide -like [Oryza sativa (japonica c	NP_913528.1	DREPP plasma membrane polypeptide family protein	At4g20260.1	protein Similar to salt-stress root protein rs1	Os01g13210	Salt-stress root protein RS1	stress.abiotic.unspecified	20_2_99

CUST_152442_PI403524517	2	0.18364859	0.071725845	-0.14342499	-0.07172632	-0.23968124	0.50873184	35_42608	"Cluster: Hypothetical protein OJ1753_E03.102; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1753_E03.102 - Oryza sativa (japonica cult"	UniRef90_Q7XAM0	"CHR3V7|COORD:22432456..22434142| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G55860.1); similar to Os07g0484500 [Oryza sativa (japonica"	AT3G60660.1	CHR07V5|COORD:17765848..17769820|protein expressed protein	LOC_Os07g30110.1	"no descriptionvery weakly similar to (77.8)AT3G60660| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G55860.1); similar to Os07g0484500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001059650.1); similar to PREDICTED: similar to Y106G6H.15 [Macaca mulatta] (GB:XP_001093574.1); contains InterPro domain Protein of unknown function DUF1395; (InterPro:IPR009829) | chr3:22432456-22434142 FORWARDnot assigned"	not assigned.unknown	35_2

CUST_21073_PI403524517	2	0.22994804	-0.0042696	-0.009774208	-0.092502594	0.0042696	0.021348	35_6116	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_1954_PI399408534	2	0.0	0.0	0.09473467	-0.019740105	-0.103319645	0.0937438	35_9606	"Cluster: Os03g0603800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os03g0603800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DQE4	CHR2V7|COORD:12756914..12758107| presenilin family protein	AT2G29900.1	CHR03V5|COORD:22583403..22586244|protein presenilin, putative, expressed	LOC_Os03g40700.1	no descriptionvery weakly similar to (60.1)AT2G29900| Symbols:  | presenilin family protein | chr2:12756914-12758107 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Presenilin PRK07764 PSN PRK12323 Tymo_45kd_70kd DUF566 PRK07003 Atrophin-1 Extensin_2 AF-4 HPC2 Herpes_BLLF1 TT_ORF1 DUF1421 PRK12678 APC_basic DUF1509 KAR9 DUF605 PRK05648 GRASP55_65 Pneumo_att_G BASP1 DUF1645 IER Drf_FH1 PRK08853 Gag_spuma Protamine_P2 DedD Totivirus_coat PRK09169 tatB Herpes_gI PRK09111 Herpes_UL32	signalling.misc	30_8

CUST_39992_PI403524517	2	-0.30948257	0.78456783	-0.14654016	0.14653969	-0.22495651	0.8190727	35_11502	Cluster: Putative galactoside 2-alpha-L-fucosyltransferase (Os02g0763900 protein) (Putative galactoside 2-alpha-L-fucosyltransferase / xyloglucan	UniRef90_Q6Z6F4	"CHR2V7|COORD:970398..972350| FT1 (FUCOSYLTRANSFERASE 1); fucosyltransferase/ transferase, transferring glycosyl groups"	AT2G03220.1	CHR02V5|COORD:32173486..32181562|protein galactoside 2-alpha-L-fucosyltransferase, putative, expressed	LOC_Os02g52610.2	" no descriptionweakly similar to ( 195)AT2G03220| Symbols: MUR2, ATFUT1, ATFT1, FT1 | FT1 (FUCOSYLTRANSFERASE 1); fucosyltransferase/ transferase, transferring glycosyl groups | chr2:970398-972350 REVERSEmoderately similar to ( 203)FUT1_PEAGalactoside 2-alpha-L-fucosyltransferase - Pisum sativum (Garden pea)XG_FTase "	cell wall.hemicellulose synthesis	10_3

CUST_10028_PI404877155	2	0.014456749	0.16645908	-0.014456749	-0.09618759	-0.099404335	0.09203911	Contig3734_at	EST AU065533(C2174) corresponds to a region of the predicted gene.~Similar to Homo sapiens splicing factor Prp8 mRNA, complete cds.(AF092565	NP_910543.1	splicing factor, putative	At1g80070.1	protein Mov34/MPN/PAD-1 family, putative	Os05g07050	Putative splicing factor Prp8	RNA.processing.splicing	27_1_1

CUST_24273_PI403524517	2	0.1916275	0.43502903	-0.44158936	-0.0026855469	-0.23901463	0.0026865005	35_7045	"Cluster: Putative monosaccharide transporter 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative monosaccharide transporter 1 - Oryza sativa (japonica"	UniRef90_Q69S90	CHR1V7|COORD:12660609..12663531| monosaccharide transporter, putative	AT1G34580.1	CHR02V5|COORD:22036152..22032735|protein expressed protein	LOC_Os02g36490.2	 no descriptionvery weakly similar to (99.0)AT1G34580| Symbols:  | monosaccharide transporter, putative | chr1:12660609-12663531 FORWARDvery weakly similar to (87.8)HEX6_RICCOHexose carrier protein HEX6 - Ricinus communis (Castor bean)not assigned Sugar_tr 	transporter.sugars	34_2

CUST_24347_PI399408534	2	-0.035310745	-0.51811886	0.03531027	0.52187157	-0.40924454	1.8601465	35_17422	"Cluster: BZIP transcription factor-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: BZIP transcription factor-like - Oryza sativa (japonica cultivar-group"	UniRef90_Q69XV0	"CHR1V7|COORD:16138502..16139899| ATBZIP60 (BASIC REGION/LEUCINE ZIPPER MOTIF 60); DNA binding / transcription factor"	AT1G42990.1	CHR06V5|COORD:25040775..25043114|protein bZIP transcription factor protein, putative, expressed	LOC_Os06g41770.1	"no descriptionvery weakly similar to (92.4)AT1G42990| Symbols: ATBZIP60 | ATBZIP60 (BASIC REGION/LEUCINE ZIPPER MOTIF 60); DNA binding / transcription factor | chr1:16138502-16139899 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF1421 Tymo_45kd_70kd Extensin_2 BRLZ Drf_FH1 PRK07764 Atrophin-1 bZIP_1"	RNA.regulation of transcription.bZIP transcription factor family	27_3_35

CUST_90799_PI403524517	2	0.20124722	0.5328746	0.111367226	-0.14128876	-0.111367226	-0.2047	35_25970	"Cluster: BWF1-like protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: BWF1-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5ZDE5	CHR5V7|COORD:6146934..6149732| WD-40 repeat family protein	AT5G18525.1	CHR01V5|COORD:12577242..12567139|protein beige/BEACH domain containing protein, expressed	LOC_Os01g22390.3	no descriptionmoderately similar to ( 232)AT5G18525| Symbols:  | WD-40 repeat family protein | chr5:6146934-6149732 REVERSEnot assigned WD40 COG2319	not assigned.no ontology	35_1

CUST_88116_PI403524517	2	-0.07355595	1.4459782	0.25431538	-0.41735172	0.07355595	-0.16307163	35_25226	"Cluster: Putative heat shock transcription factor 8; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative heat shock transcription factor 8 - Oryza sativa"	UniRef90_Q942D6	"CHR3V7|COORD:8941462..8942538| AT-HSFC1 (Arabidopsis thaliana heat shock transcription factor C1); DNA binding / transcription factor"	AT3G24520.1	CHR01V5|COORD:30909333..30910591|protein heat shock factor protein HSF30, putative, expressed	LOC_Os01g53220.1	" no descriptionweakly similar to ( 126)AT3G24520| Symbols: HSFC1, AT-HSFC1 | AT-HSFC1 (Arabidopsis thaliana heat shock transcription factor C1); DNA binding / transcription factor | chr3:8941462-8942538 FORWARDnot assigned HSF_DNA-bind HSF HSF1 "	stress.abiotic.heat	20_2_1

CUST_17016_PI403524517	2	0.08594227	-0.091781616	-0.07376003	0.03249359	0.06502819	-0.03249359	35_4917	"Cluster: Os01g0321300 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0321300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JN74	CHR4V7|COORD:770926..776131| preprotein translocase secA subunit, putative	AT4G01800.1	CHR01V5|COORD:12230694..12217743|protein preprotein translocase secA subunit, chloroplast precursor, putative, expressed	LOC_Os01g21820.1	 no descriptionmoderately similar to ( 290)AT4G01800| Symbols:  | preprotein translocase secA subunit, putative | chr4:770926-776131 REVERSEmoderately similar to ( 282)SECA_SPIOLProtein translocase subunit secA, chloroplast precursor - Spinacia oleracea (Spinach)secA SecA_SW secA PRK12904 SecA secA secA secA secA secA PRK09200 secA 	protein.targeting.chloroplast	29_3_3

CUST_114860_PI403524517	2	0.16246033	0.08236885	-0.06861973	-0.055044174	-0.4703474	0.05504322	35_32594	"Cluster: Os09g0131600 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0131600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J3C6		0	CHR09V5|COORD:2424674..2429409|protein retrotransposon protein, putative, unclassified	LOC_Os09g04550.1	no description	not assigned.unknown	35_2

CUST_50631_PI403524517	2	-0.41874123	1.1554575	0.14809799	-0.6578288	0.041277885	-0.041277885	35_14450	Rep: Enolase 1 - Zea mays (Maize)	UniRef90_P26301	"CHR2V7|COORD:15328160..15330865| LOS2 (Low expression of osmotically responsive genes 1); phosphopyruvate hydratase"	AT2G36530.1	CHR06V5|COORD:1935381..1930302|protein enolase 1, putative, expressed	LOC_Os06g04510.1	"no descriptionhighly similar to ( 767)AT2G36530| Symbols: LOS2 | LOS2 (Low expression of osmotically responsive genes 1); phosphopyruvate hydratase | chr2:15328160-15330865 REVERSEhighly similar to ( 826)ENO1_MAIZEEnolase 1 - Zea mays (Maize)not assigned enolase eno Eno Enolase_C Enolase_N PRK08350 enolase_like"	glycolysis.enolase	4_12

CUST_15264_PI404877155	2	-0.4971428	0.18830109	0.018284798	0.10524464	-0.018285751	-0.09746742	Contig9122_at	0	0	0	0	0	0	NONE	RNA.regulation of transcription	27_3

CUST_97837_PI403524517	2	-0.13968754	0.21621227	0.19737244	-0.062701225	-0.046871185	0.04687023	35_27934	"Cluster: Putative ATP-dependent DNA helicase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ATP-dependent DNA helicase - Oryza sativa (japonica cult"	UniRef90_Q6ZHK2	CHR4V7|COORD:12890704..12898319| UvrD/REP helicase family protein	AT4G25120.1	CHR07V5|COORD:18349942..18336508|protein ATP binding protein, putative, expressed	LOC_Os07g30980.1	no descriptionweakly similar to ( 162)AT4G25120| Symbols:  | UvrD/REP helicase family protein | chr4:12890704-12898319 FORWARD	DNA.synthesis/chromatin structure	28_1

CUST_70565_PI403524517	2	0.13027525	-0.7884531	-0.13027525	0.34579182	0.20819187	-0.31875944	35_20212	"Cluster: Hypothetical protein P0451C06.23; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0451C06.23 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5QNL6	0	0	CHR01V5|COORD:5765011..5766263|protein rho termination factor, N-terminal domain containing protein, expressed	LOC_Os01g10810.1	no description	not assigned.unknown	35_2

CUST_5543_PI404877155	2	0.002796173	0.10207176	-0.03140545	0.0036411285	-0.0027952194	-0.110658646	Contig17371_at	OSJNBa0081L15.14 [Oryza sativa (japonica cultivar-group)] emb|CAE02005.2| OJ000223_09.4 [Oryza sativa (japonica cultivar-group)]	CAE03152.2	radical SAM domain-containing protein / GCN5-related N-acetyltransferase (GNAT) family protein	At5g50320.1	protein histone acetyltransferase, ELP3 family	Os04g40840	unknown protein	RNA.regulation of transcription.Histone acetyltransferases	27_3_54

CUST_47729_PI403524517	2	0.052638054	-0.45859718	0.07290268	-0.0526371	-0.19798088	0.18986225	35_13656	Rep: UBC protein - Homo sapiens (Human)	UniRef90_Q96H31	"CHR4V7|COORD:2718557..2719951| UBQ10 (POLYUBIQUITIN 10); protein binding"	AT4G05320.4	CHR06V5|COORD:28400733..28403579|protein polyubiquitin containing 7 ubiquitin monomers, putative, expressed	LOC_Os06g46770.2	no descriptionhighly similar to ( 797)AT4G05320| Symbols: UBQ10 | UBQ10 (POLYUBIQUITIN 10) | chr4:2718557-2719951 FORWARDweakly similar to ( 150)UBIQ_WHEATUbiquitin - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Ubiquitin ubiquitin UBQ Nedd8 UBL AN1_N RAD23_N Glutenin_hmw Scythe_N UBQ parkin_N Fubi GDX_N SF3a120_C NIRF_N ISG15_repeat2 UBI4 DUF566 hPLIC_N	protein.degradation.ubiquitin.ubiquitin	29_5_11_1

CUST_76473_PI403524517	2	0.042755127	0.11933899	-0.024447441	-0.06548214	0.024448395	-0.03582096	35_21924	"Cluster: Hypothetical protein P0668H12.23; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0668H12.23 - Oryza sativa (japonica cultivar-g"	UniRef90_Q75M14	CHR1V7|COORD:29821050..29823704| ECT8 (evolutionarily conserved C-terminal region 8)	AT1G79270.1	CHR05V5|COORD:289174..282173|protein YT521-B-like family protein, expressed	LOC_Os05g01520.1	no descriptionmoderately similar to ( 260)AT1G79270| Symbols: ECT8 | ECT8 (evolutionarily conserved C-terminal region 8) | chr1:29821050-29823704 FORWARDnot assigned not assigned YTH	not assigned.unknown	35_2

CUST_77429_PI403524517	2	-0.0254488	0.27028704	0.3573923	-0.4177351	-0.44710827	0.025449276	35_22189	"Cluster: DENN domain containing protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: DENN domain containing protein, expressed - Oryza sativa (j"	UniRef90_Q10RU8	CHR2V7|COORD:8774187..8779217| DENN (AEX-3) domain-containing protein	AT2G20320.1	CHR03V5|COORD:2505071..2495834|protein expressed protein	LOC_Os03g05200.2	no descriptionweakly similar to ( 120)AT2G20320| Symbols:  | DENN (AEX-3) domain-containing protein | chr2:8774187-8779217 FORWARD	not assigned.no ontology	35_1

CUST_72230_PI403524517	2	0.30865002	-0.40699482	-0.07813358	-0.046866417	0.10251713	0.04686737	35_20703	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_103452_PI403524517	2	0.11874676	-0.1885643	-0.09359455	-0.0084095	0.109332085	0.008408546	35_29501	"Cluster: Os09g0135800 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0135800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J3B0	CHR2V7|COORD:2215222..2216964| armadillo/beta-catenin repeat family protein	AT2G05810.1	CHR09V5|COORD:2706348..2702211|protein armadillo/beta-catenin-like repeat family protein, expressed	LOC_Os09g05030.2	no descriptionweakly similar to ( 161)AT2G05810| Symbols:  | armadillo/beta-catenin repeat family protein | chr2:2215222-2216964 REVERSEnot assigned not assigned ARM	not assigned.no ontology.armadillo/beta-catenin repeat family protein	35_1_3

CUST_5229_PI404877155	2	-0.030995369	-0.291018	-0.009439945	0.10042238	0.009440422	0.07126522	Contig16774_at	cleavage and polyadenylation specificity factor [Arabidopsis thaliana] sp|Q9LKF9|CPSB_ARATH Cleavage and polyadenylation specificity factor,	NP_197776.1	cleavage and polyadenylation specificity factor	At5g23880.1	protein cleavage and polyadenylation specificity factor, 100 kda subunit (cpsf100 kda subunit)	Os09g39590	cleavage and polyadenylation specificity factor, identical to cleavage and polyadenylation specificity factor (Arabidopsis thaliana) SWISS-PROT:Q9LKF9	RNA.processing	27_1

CUST_69967_PI403524517	2	0.035262585	0.64160156	0.1528287	-0.35445786	-0.035262585	-0.3336563	35_20020	"Cluster: Hypothetical protein P0021G06.102; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0021G06.102 - Oryza sativa (japonica cultivar"	UniRef90_Q7XHS9	CHR1|COORD:21865049..21869855| expressed protein (CW7)	AT1G59520.1	CHR07V5|COORD:8277272..8263075|protein retrotransposon protein, putative, unclassified, expressed	LOC_Os07g14514.3	no descriptionvery weakly similar to (71.2)AT1G59520| Symbols: CW7 | CW7 | chr1:21865254-21869681 FORWARDnot assigned	not assigned.unknown	35_2

CUST_64180_PI403524517	2	-0.084472656	0.6349268	-0.023431778	0.064064026	0.0019111633	-0.0019111633	35_18325	"Cluster: GCN5-related N-acetyltransferase, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: GCN5-related N-acetyltransferase, putative, exp"	UniRef90_Q10R02	CHR2V7|COORD:2350228..2351895| GCN5-related N-acetyltransferase (GNAT) family protein	AT2G06025.1	CHR03V5|COORD:4060695..4064153|protein N-acetyltransferase, putative, expressed	LOC_Os03g07990.1	no descriptionweakly similar to ( 130)AT2G06025| Symbols:  | GCN5-related N-acetyltransferase (GNAT) family protein | chr2:2350228-2351895 FORWARDnot assigned Acetyltransf_1 RimI	misc.GCN5-related N-acetyltransferase	26_24

CUST_158944_PI403524517	2	0.034376144	0.46543312	0.13384151	-0.1495018	-0.034375668	-0.059016228	35_44367	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_177626_PI403524517	2	-0.42354012	0.06973076	0.25118446	0.11426735	-0.21241188	-0.06973076	35_49408	"Cluster: P0660F12.31 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: P0660F12.31 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q94CP9		0	CHR01V5|COORD:41911216..41912167|protein NAM-like protein, putative, expressed	LOC_Os01g71790.1	no description	not assigned.unknown	35_2

CUST_142953_PI403524517	2	0.09984398	-0.09174156	0.05860138	-0.2546935	0.011942863	-0.01194191	35_40061	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_67077_PI403524517	2	0.038913727	0.012872696	0.054870605	-0.012872696	-0.050471306	-0.14408398	35_19158	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_28238_PI403524517	2	0.20293236	-0.23484993	0.01564598	0.064679146	-0.01941967	-0.015645027	35_8165	Rep: Ubiquitin-like protein 5 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q9FGZ9	CHR3V7|COORD:16549976..16550197| ubiquitin family protein	AT3G45180.1	CHR12V5|COORD:2117023..2119613|protein ubiquitin-like protein 5, putative, expressed	LOC_Os12g04924.1	no descriptionweakly similar to ( 145)AT3G45180| Symbols:  | ubiquitin family protein | chr3:16549976-16550197 REVERSEnot assigned Ubl5 UBL	protein.degradation.ubiquitin.ubiquitin	29_5_11_1

CUST_31513_PI399408534	2	-1.9968061	0.16128635	0.8515682	0.11843681	-0.19134521	-0.11843586	35_7607	"Cluster: Putative myb-like transcription factor; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative myb-like transcription factor - Oryza sativa (japonic"	UniRef90_Q6F2M6	CHR2V7|COORD:15952356..15953853| myb family transcription factor	AT2G38090.1	CHR05V5|COORD:21572195..21570997|protein DNA binding protein, putative, expressed	LOC_Os05g37060.1	no descriptionweakly similar to ( 140)AT5G04760| Symbols:  | myb family transcription factor | chr5:1373753-1374530 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07003 TT_ORF1 PRK07764 SANT Tymo_45kd_70kd Atrophin-1 SANT PRK12678 Extensin_2	RNA.regulation of transcription.MYB-related transcription factor family	27_3_26

CUST_111679_PI403524517	2	-0.013848305	0.17063665	0.055401325	-0.0072717667	0.0072717667	-0.11764526	35_31709	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_12973_PI403524517	2	0.060120583	0.5355377	-0.06011963	-0.12731743	-0.124046326	0.13286018	35_3712	"Cluster: Ubiquitin-conjugating enzyme-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Ubiquitin-conjugating enzyme-like - Oryza sativa (japonica cultivar"	UniRef90_Q5NAX2	"CHR2V7|COORD:14284861..14288558| PHO2/UBC24 (PHOSPHATE 2); ubiquitin-protein ligase"	AT2G33770.1	CHR01V5|COORD:7406442..7401696|protein baculoviral IAP repeat-containing protein 6, putative, expressed	LOC_Os01g13280.1	" no descriptionmoderately similar to ( 242)AT2G33770| Symbols: UBC24, PHO2 | PHO2/UBC24 (PHOSPHATE 2); ubiquitin-protein ligase | chr2:14284861-14288558 REVERSEvery weakly similar to (54.7)UBC2_WHEATUbiquitin-conjugating enzyme E2-17 kDa - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned UBCc UQ_con UBCc COG5078 "	protein.degradation.ubiquitin.E2	29_5_11_3

CUST_52692_PI403524517	2	-0.14131355	0.8094387	0.09706688	-0.098674774	0.006673813	-0.006673813	35_15010	"Cluster: Sucrose-6F-phosphate phosphohydrolase SPP3; n=6; Triticeae|Rep: Sucrose-6F-phosphate phosphohydrolase SPP3 - Triticum aestivum (Wheat)"	UniRef90_Q9ARG8	CHR2|COORD:15060713..15063084| sucrose-phosphatase 1 (SPP1), identical to sucrose-phosphatase (SPP1) (Arabidopsis thaliana) GI:11127757	AT2G35840.2	CHR01V5|COORD:15900221..15895662|protein sucrose phosphate synthase, putative, expressed	LOC_Os01g27880.1	no descriptionmoderately similar to ( 497)AT2G35840| Symbols:  | sucrose-phosphatase 1 (SPP1) | chr2:15061031-15062855 FORWARDS6PP S6PP_C Hydrolase_3 Cof	major CHO metabolism.synthesis.sucrose.SPP	2_1_1_2

CUST_101826_PI403524517	2	0.0814662	0.6219554	-0.37853193	-0.078356266	0.078356266	-0.49210262	35_29052	"Cluster: Putative transfactor; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative transfactor - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5Z811	CHR3V7|COORD:4172422..4174463| myb family transcription factor	AT3G13040.1	CHR06V5|COORD:29722459..29726124|protein transfactor-like protein, putative, expressed	LOC_Os06g49040.1	no description	not assigned.unknown	35_2

CUST_14472_PI403524517	2	0.024831772	0.25560856	0.07367039	-0.039384842	-0.024831772	-0.15836143	35_4158	"Cluster: STAM binding protein(Associated molecule with the SH3 domain of STAM)- like; n=1; Oryza sativa (japonica cultivar-group)|Rep: STAM binding protein(Asso"	UniRef90_Q942M1	"CHR4V7|COORD:9138066..9141437| similar to mov34 family protein [Arabidopsis thaliana] (TAIR:AT1G48790.1); similar to Os01g0499300 [Oryza sativa (japonica"	AT4G16144.1	CHR01V5|COORD:13278813..13287776|protein mov34/MPN/PAD-1 family protein, expressed	LOC_Os01g23640.2	"no descriptionweakly similar to ( 194)AT4G16144| Symbols:  | similar to mov34 family protein [Arabidopsis thaliana] (TAIR:AT1G48790.1); similar to Os01g0499300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001043127.1); similar to ALM beta-like [Oryza sativa (japonica cultivar-group)] (GB:BAD72364.1); similar to Os01g0338200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001042943.1); contains InterPro domain Mov34/MPN/PAD-1; (InterPro:IPR000555) | chr4:9138066-9141437 REVERSEnot assigned"	not assigned.unknown	35_2

CUST_2613_PI403524517	2	0.07118797	0.19388962	0.011633873	-0.04114151	-0.02270794	-0.011633873	35_714	"Cluster: UCW116, putative lipase; n=1; Hordeum vulgare subsp. vulgare|Rep: UCW116, putative lipase - Hordeum vulgare var. distichum (Two-rowed barley)"	UniRef90_A1C0L3	CHR5V7|COORD:18637647..18639491| GDSL-motif lipase/hydrolase family protein	AT5G45910.1	CHR06V5|COORD:2909907..2906281|protein alpha-L-fucosidase 2 precursor, putative, expressed	LOC_Os06g06290.3	no descriptionmoderately similar to ( 286)AT5G45910| Symbols:  | GDSL-motif lipase/hydrolase family protein | chr5:18637647-18639491 REVERSEweakly similar to ( 177)EST_HEVBREsterase precursor - Hevea brasiliensis (Para rubber tree)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned SGNH_plant_lipase_like fatty_acyltransferase_like COG3240 Herpes_BLLF1 Triacylglycerol_lipase_like PRK12323 PRK07003 PRK07764 KAR9 Metaviral_G Pneumo_att_G SerH APC_basic AF-4	misc.GDSL-motif lipase	26_28

CUST_178291_PI403524517	2	-0.042840958	0.16953087	-0.26338673	0.042840958	-0.6198578	0.5233507	35_49584	Rep: Metallothionein - Triticum aestivum (Wheat)	UniRef90_Q7X9M0	CHR3V7|COORD:2889743..2890194| MT2A (METALLOTHIONEIN 2A)	AT3G09390.1	CHR01V5|COORD:43373803..43374809|protein metallothionein-like protein type 2, putative, expressed	LOC_Os01g74300.1	no descriptionnot assigned Metallothio_2	not assigned.unknown	35_2

CUST_84884_PI403524517	2	0.012178421	0.4112711	-0.23945045	-0.012178421	-0.726202	0.16464424	35_24321	"Cluster: Os01g0706400 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os01g0706400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JJZ8	"CHR2V7|COORD:8513421..8516899| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G29440.1); similar to MAPK activating protein-like [Oryza sativa"	AT2G19710.1	CHR01V5|COORD:29633295..29639465|protein expressed protein	LOC_Os01g51010.1	" no descriptionmoderately similar to ( 247)AT2G19710| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G29440.1); similar to MAPK activating protein-like [Oryza sativa (japonica cultivar-group)] (GB:BAD82253.1); similar to Os01g0706400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001044016.1); contains InterPro domain Protein of unknown function DUF292, eukaryotic; (InterPro:IPR005061) | chr2:8513421-8516899 FORWARDnot assigned DUF292 "	not assigned.unknown	35_2

CUST_25442_PI399408534	2	0.14212513	-0.02286625	-0.0070343018	0.0070343018	0.11902809	-0.06504917	35_20176	"Cluster: DEAD/DEAH box helicase, putative; n=1; Oryza sativa (japonica cultivar-group)|Rep: DEAD/DEAH box helicase, putative - Oryza sativa (japonica cultivar-g"	UniRef90_Q53RK8	CHR2V7|COORD:14272755..14274956| DEAD box RNA helicase, putative	AT2G33730.1	CHR03V5|COORD:28520493..28516169|protein ATP-dependent RNA helicase DDX23, putative, expressed	LOC_Os03g50090.4	 no descriptionhighly similar to ( 692)AT2G33730| Symbols:  | DEAD box RNA helicase, putative | chr2:14272755-14274956 REVERSEweakly similar to ( 181)DB10_NICSYATP-dependent RNA helicase-like protein DB10 - Nicotiana sylvestris (Wood tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned SrmB DEADc PRK11776 PRK10590 PRK01297 PRK11634 PRK11192 DEAD PRK04837 PRK04537 DEXDc DEXDc DUF1777 PRK12678 Lhr PRK07764 PRK12323 Drf_FH1 PRK07003 Herpes_BLLF1 COG1204 DEXHc Atrophin-1 APC_basic Protamine_P1 COG1205 DUF1509 Herpes_UL32 DUF1421 Gag_spuma IER Cytadhesin_P30 Transformer rne AF-4 Caldesmon infB Totivirus_coat SPT2 Tymo_45kd_70kd 	RNA.processing.RNA helicase	27_1_2

CUST_1349_PI399408534	2	0.14207697	0.5783982	0.11836004	-0.11836052	-0.44618893	-0.53474045	35_16535	"Cluster: Transcription factor PERIANTHIA; n=2; Arabidopsis thaliana|Rep: Transcription factor PERIANTHIA - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9ZPJ6	"CHR1V7|COORD:25773402..25775966| PAN (PERIANTHIA); DNA binding / transcription factor"	AT1G68640.1	CHR01V5|COORD:9925657..9932759|protein transcription factor HBP-1b, putative, expressed	LOC_Os01g17260.1	 no descriptionweakly similar to ( 169)AT3G12250| Symbols: BZIP45, TGA6 | TGA6 (TGA1a-related gene 6) | chr3:3906643-3908590 FORWARDmoderately similar to ( 209)HBP1B_WHEATTranscription factor HBP-1b(c38) - Triticum aestivum (Wheat)BRLZ bZIP_1 	RNA.regulation of transcription.bZIP transcription factor family	27_3_35

CUST_110457_PI403524517	2	-0.04733658	-0.058536053	0.15068579	-0.023795605	0.44173336	0.023795128	35_31374	"Cluster: Hypothetical protein; n=1; Chaetomium globosum CBS 148.51|Rep: Hypothetical protein - Chaetomium globosum CBS 148.51"	UniRef90_Q2HHA7	CHR2V7|COORD:14753419..14755611| eIF4-gamma/eIF5/eIF2-epsilon domain-containing protein	AT2G34970.1	CHR07V5|COORD:28059682..28061571|protein altronate dehydratase, putative, expressed	LOC_Os07g46950.3	no descriptionnot assigned W2 eIF5C	protein.synthesis.initiation	29_2_3

CUST_121795_PI403524517	2	0.52974606	-0.042301655	0.042301178	-0.68636703	-0.10295868	0.5586338	35_34389	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_61039_PI403524517	2	0.11401653	0.31759834	-0.13751411	-0.5509958	0.050221443	-0.05022049	35_17408	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q75ID3	CHR2|COORD:8975292..8977711| expressed protein, weak similarity to formiminotransferase cyclodeaminase (GI:3980064) (Gallus gallus)	AT2G20830.1	CHR03V5|COORD:21347524..21349523|protein glutamate formiminotransferase, putative, expressed	LOC_Os03g38540.1	no descriptionmoderately similar to ( 239)AT2G20830| Symbols:  | folic acid binding / transferase | chr2:8975451-8976879 REVERSEFTCD_N COG3643	not assigned.no ontology	35_1

CUST_130823_PI403524517	2	0.49643326	-0.05150366	-0.0267663	0.12609816	-0.31864166	0.0267663	35_36741	"Cluster: Similar to receptor protein kinase-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Similar to receptor protein kinase-like protein - Ory"	UniRef90_Q53M68	CHR5V7|COORD:4578505..4581376| leucine-rich repeat transmembrane protein kinase, putative	AT5G14210.1	CHR11V5|COORD:11752795..11758188|protein ATP binding protein, putative, expressed	LOC_Os11g20360.2	 no descriptionmoderately similar to ( 246)AT5G14210| Symbols:  | leucine-rich repeat transmembrane protein kinase, putative | chr5:4578505-4581376 REVERSEweakly similar to ( 107)RPK1_IPONIReceptor-like protein kinase precursor - Ipomoea nil (Japanese morning glory) (Pharbitis nil)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG4886 	stress.biotic	20_1

CUST_64645_PI403524517	2	0.055436134	-0.16871357	-0.05313301	0.043988228	-0.04398918	0.079595566	35_18456	"Cluster: Putative ubitquitin C-terminal hydrolase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ubitquitin C-terminal hydrolase - Oryza sativa (jap"	UniRef90_Q6ETK2	CHR1V7|COORD:24418835..24421129| ubiquitin carboxyl-terminal hydrolase family 1 protein	AT1G65650.1	CHR02V5|COORD:4457745..4454840|protein ubiquitin carboxyl-terminal hydrolase isozyme L5, putative, expressed	LOC_Os02g08370.1	no descriptionmoderately similar to ( 379)AT1G65650| Symbols:  | ubiquitin carboxyl-terminal hydrolase family 1 protein | chr1:24418835-24421129 REVERSEnot assigned not assigned Peptidase_C12	protein.degradation.ubiquitin	29_5_11

CUST_51003_PI403524517	2	0.008698463	-0.32116604	0.5955429	-0.21973228	0.14206123	-0.008699417	35_14544	Rep: Dehydrin - Hordeum vulgare (Barley)	UniRef90_Q9SPA6	"CHR4V7|COORD:866387..868126| similar to glycine-rich protein [Arabidopsis thaliana] (TAIR:AT5G46730.1); similar to fibroin 1a [Deinopis spinosa]"	AT4G01985.1	CHR11V5|COORD:14724553..14723058|protein embryogenic cell protein 40, putative, expressed	LOC_Os11g26570.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Dehydrin Atrophin-1 Extensin_2 PRK07003 PRK12323 PRK07764 Drf_FH1 Herpes_BLLF1 PRK05648 Hia AidA RhsA Cytadhesin_P30 COG2931 FhaB SSDP COG5651 GP38 GRASP55_65 Herpes_UL32 DUF1421 Amelogenin PRK08770 PRK10819 DUF1509 Totivirus_coat FimV	not assigned.unknown	35_2

CUST_9696_PI403524517	2	-0.03268528	-0.011235237	0.048137665	0.011235237	0.12335396	-0.030909538	35_2733	"Cluster: Acyl carrier protein, mitochondrial, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Acyl carrier protein, mitochondrial, putativ"	UniRef90_Q10LF1	CHR1V7|COORD:24252751..24254029| acyl carrier family protein / ACP family protein	AT1G65290.1	CHR03V5|COORD:13239471..13237065|protein acyl carrier protein, mitochondrial precursor, putative, expressed	LOC_Os03g22950.1	 no descriptionweakly similar to ( 128)AT1G65290| Symbols:  | acyl carrier family protein / ACP family protein | chr1:24252751-24254029 REVERSEvery weakly similar to (60.8)ACP2_BRANAAcyl carrier protein, chloroplast precursor - Brassica napus (Rape)not assigned acpP AcpP acpP PP-binding PRK12449 	lipid metabolism.FA synthesis and FA elongation.ACP protein	11_1_12

CUST_38185_PI403524517	2	0.03322935	0.002266407	-0.12851667	0.001616478	-0.6039429	-0.001616478	35_10991	"Cluster: Myosin heavy chain-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Myosin heavy chain-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8LHQ6	"CHR2V7|COORD:11306643..11309154| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G42880.1); similar to unknown protein [Arabidopsis thaliana]"	AT2G26570.1	CHR07V5|COORD:25561731..25566146|protein paramyosin, putative, expressed	LOC_Os07g42700.4	" no descriptionvery weakly similar to (89.4)AT2G26570| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G42880.1); similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G33390.1); similar to IMP dehydrogenase/GMP reductase [Medicago truncatula] (GB:ABE88908.1); contains InterPro domain Protein of unknown function DUF827, plant; (InterPro:IPR008545) | chr2:11306643-11309154 FORWARD"	not assigned.unknown	35_2

CUST_7509_PI403524517	2	0.0015039444	-0.03597927	0.07349682	-0.0015039444	-0.0029726028	0.079566956	35_2090	Rep: Sec31p - Oryza sativa (Rice)	UniRef90_Q94LY4	"CHR3|COORD:23441619..23448319| WD-40 repeat family protein, hypothetical protein contains similarity to ec31p (Oryza sativa) gi:13928450:dbj:BAB47154; contains"	AT3G63460.2	CHR07V5|COORD:27654262..27664184|protein EMB2221, putative, expressed	LOC_Os07g46370.1	no descriptionmoderately similar to ( 215)AT3G63460| Symbols: EMB2221 | EMB2221 (EMBRYO DEFECTIVE 2221) | chr3:23441984-23448216 REVERSEvery weakly similar to (68.9)EXTN_TOBACExtensin precursor - Nicotiana tabacum (Common tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF1421 Atrophin-1 Herpes_BLLF1 HPC2 Herpes_TAF50 GRASP55_65 PRK07764 PRK05648 Extensin_2	not assigned.no ontology.proline rich family	35_1_42

CUST_93868_PI403524517	2	9.899139E-4	0.1015892	-9.899139E-4	-0.10480785	-0.23847485	0.10769272	35_26838	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_78394_PI403524517	2	-0.019057274	-0.1384449	0.094182014	-0.03089428	0.043459892	0.019057274	35_22475	"Cluster: Hypothetical protein OSJNBb0038F20.18; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0038F20.18 - Oryza sativa (japonica"	UniRef90_Q6YVX2	"CHR4V7|COORD:6300450..6302556| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G13530.1); similar to unknown protein [Oryza sativa (japonica"	AT4G10080.1	CHR02V5|COORD:21168014..21164661|protein expressed protein	LOC_Os02g35220.1	"no descriptionvery weakly similar to (60.5)AT4G10080| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G13530.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD82228.1); similar to Os02g0558500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001047145.1) | chr4:6300450-6302556 REVERSE"	not assigned.unknown	35_2

CUST_19971_PI403524517	2	-0.07993746	-0.2659917	0.08075142	0.010324478	-0.010324478	0.2188034	35_5789	"Cluster: Hypothetical protein OSJNBa0066I08.2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0066I08.2 - Oryza sativa (japonica cu"	UniRef90_Q8H8J9	"CHR3V7|COORD:5226496..5227673| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G52910.1); similar to fiber protein Fb34 [Gossypium barbadense]"	AT3G15480.1	CHR10V5|COORD:18540283..18543483|protein fiber protein Fb34, putative, expressed	LOC_Os10g35294.1	"no descriptionweakly similar to ( 135)AT3G15480| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G52910.1); similar to fiber protein Fb34 [Gossypium barbadense] (GB:AAR07596.1); contains InterPro domain Protein of unknown function DUF1218; (InterPro:IPR009606) | chr3:5226496-5227673 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF1218 PRK12323 PRK12678 PRK07003 PRK07764 Atrophin-1 TT_ORF1 PRK09169"	not assigned.unknown	35_2

CUST_60643_PI403524517	2	-1.3891764	0.19113445	0.70394135	-0.19113445	1.1481304	-0.33012724	35_17297	"Cluster: Os09g0532200 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os09g0532200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J042	CHR4V7|COORD:578308..578991| harpin-induced family protein / HIN1 family protein / harpin-responsive family protein	AT4G01410.1	CHR09V5|COORD:20881086..20880430|protein harpin-induced 1, putative	LOC_Os09g36210.1	no descriptionvery weakly similar to (91.7)AT4G01410| Symbols:  | harpin-induced family protein / HIN1 family protein / harpin-responsive family protein | chr4:578308-578991 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Hin1 PRK12678 infB DUF1509 TT_ORF1	not assigned.no ontology	35_1

CUST_3287_PI404877155	2	-0.18917465	0.38358116	0.03190422	0.023727417	-0.12097168	-0.02372837	Contig13746_at	putative receptor protein kinase PERK1 [Oryza sativa (japonica cultivar-group)] dbj|BAB78668.1| putative brassinosteroid insensitive 1-assoc	NP_913464.1	protein kinase family protein	At3g24550.1	protein Protein kinase domain, putative	Os01g12720	putative receptor protein kinase PERK1	signalling.receptor kinases.misc	30_2_99

CUST_138730_PI403524517	2	0.034667492	-0.034667492	-0.09518385	0.15085363	-0.5073695	0.35583067	35_38911	"Cluster: Hypothetical protein OSJNBa0056G17.14; n=2; Oryza sativa|Rep: Hypothetical protein OSJNBa0056G17.14 - Oryza sativa (Rice)"	UniRef90_Q9FRP8	CHR1V7|COORD:11540224..11544021| early-responsive to dehydration protein-related / ERD protein-related	AT1G32090.1	CHR10V5|COORD:22763729..22758413|protein RXW8, putative, expressed	LOC_Os10g42820.2	no descriptionmoderately similar to ( 286)AT1G32090| Symbols:  | early-responsive to dehydration protein-related / ERD protein-related | chr1:11540224-11544021 REVERSEnot assigned DUF221 COG5594	stress.abiotic.drought/salt	20_2_3

CUST_114348_PI403524517	2	0.118825436	0.36096	0.21373224	-0.31243706	-0.34915352	-0.118825436	35_32452	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_8827_PI399408534	2	0.48731136	0.26900673	-0.06468582	-0.11308098	-0.3415079	0.06468582	35_42517	"Cluster: OSJNBa0005N02.3 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0005N02.3 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XSA2	CHR1V7|COORD:17889953..17895560| AGO1 (ARGONAUTE 1)	AT1G48410.1	CHR04V5|COORD:28222521..28207417|protein PINHEAD protein, putative, expressed	LOC_Os04g47870.2	no descriptionmoderately similar to ( 310)AT1G48410| Symbols: AGO1 | AGO1 (ARGONAUTE 1) | chr1:17889953-17895560 REVERSEnot assigned DUF1785	RNA.regulation of transcription.Argonaute	27_3_36

CUST_18453_PI403524517	2	-0.099490166	0.1729784	0.011288643	-0.076542854	0.048267365	-0.011288643	35_5334	"Cluster: Os10g0497900 protein; n=4; Oryza sativa (japonica cultivar-group)|Rep: Os10g0497900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IWN8	CHR2V7|COORD:8952461..8954122| lanthionine synthetase C-like family protein	AT2G20770.1	CHR10V5|COORD:18657099..18659376|protein lanC-like protein 2, putative, expressed	LOC_Os10g35480.2	no descriptionmoderately similar to ( 451)AT1G52920| Symbols:  | catalytic | chr1:19713028-19714716 REVERSEnot assigned not assigned not assigned LANC_like LcnDR2	not assigned.no ontology	35_1

CUST_8515_PI404877155	2	0.1661725	0.4425454	-0.24719238	0.36859703	-0.16617298	-0.31960678	Contig2515_at	0	BAD07805.1	glycerate dehydrogenase / NADH-dependent hydroxypyruvate reductase	At1g68010.1	protein D-isomer specific 2-hydroxyacid dehydrogenase, NAD binding domain, putative	Os02g01150	hydroxypyruvate reductase	amino acid metabolism.degradation.serine-glycine-cysteine group.serine	13_2_5_1

CUST_22144_PI399408534	2	-0.14326286	0.18065739	-0.10520744	0.09765053	-0.097649574	0.122745514	35_24678	"Cluster: Hypothetical protein OJ1007_H05.1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1007_H05.1 - Oryza sativa (japonica cultivar"	UniRef90_Q6L5C9	"CHR3V7|COORD:22830027..22832845| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G46380.1); similar to unknown [Striga asiatica] (GB:ABE66402.1);"	AT3G61670.1	CHR05V5|COORD:29130284..29136962|protein expressed protein	LOC_Os05g50910.1	"no descriptionmoderately similar to ( 204)AT2G46380| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G61670.1); similar to unknown [Striga asiatica] (GB:ABE66402.1); similar to Os02g0258300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001046475.1); similar to Os06g0524300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001057757.1); contains domain Zinc beta-ribbon (SSF57783) | chr2:19046450-19049244 FORWARD"	signalling.G-proteins	30_5

CUST_7065_PI403524517	2	0.06061268	0.5238123	0.08880234	-0.09678173	-0.267704	-0.060613632	35_1960	"Cluster: Expressed protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QYM8	"CHR5V7|COORD:23613595..23613931| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G18150.1); similar to expressed protein [Oryza sativa (japonica"	AT5G58375.1	CHR12V5|COORD:655057..657437|protein expressed protein	LOC_Os12g02150.1	"no descriptionvery weakly similar to (76.3)AT5G58375| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G18150.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABA96267.1); contains domain UNCHARACTERIZED METHYLTRANSFERASE (PTHR12133:SF1); contains domain UNCHARACTERIZED METHYLTRANSFERASE (PTHR12133) | chr5:23613595-23613931 FORWARDTT_ORF1"	not assigned.unknown	35_2

CUST_100495_PI403524517	2	0.33399773	0.043297768	0.46538067	-0.043297768	-0.7213638	-0.16147566	35_28684	"Cluster: Putative glycosyl hydrolase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative glycosyl hydrolase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q654G0	"CHR5V7|COORD:4837487..4841795| ATGMII/GMII (GOLGI ALPHA-MANNOSIDASE II); alpha-mannosidase"	AT5G14950.1	CHR06V5|COORD:7570103..7562738|protein alpha-mannosidase 2, putative, expressed	LOC_Os06g13650.3	" no descriptionmoderately similar to ( 258)AT5G14950| Symbols: GMII, ATGMII | ATGMII/GMII (GOLGI ALPHA-MANNOSIDASE II); alpha-mannosidase | chr5:4837487-4841795 REVERSEnot assigned not assigned Glyco_hydro_38C "	not assigned.no ontology	35_1

CUST_10783_PI403524517	2	0.060424805	-0.15564823	-0.060424805	0.06559086	-0.06393528	0.091812134	35_3045	Rep: Roothairless 1 - Zea mays (Maize)	UniRef90_Q5YLM3	"CHR1V7|COORD:17459611..17466336| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G47560.1); similar to roothairless 1 [Zea mays] (GB:AAQ81632.1);"	AT1G47550.1	CHR03V5|COORD:23762643..23751455|protein roothairless 1, putative, expressed	LOC_Os03g42750.1	" no descriptionhighly similar to ( 998)AT1G47550| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G47560.1); similar to roothairless 1 [Zea mays] (GB:AAQ81632.1); similar to roothairless 1, putative, expressed [Oryza sativa (japonica cultivar-group)] (GB:ABF97708.1); similar to roothairless 1, putative, expressed [Oryza sativa (japonica cultivar-group)] (GB:ABF97707.1) | chr1:17459611-17466336 FORWARDnot assigned not assigned Vps52 "	not assigned.unknown	35_2

CUST_132410_PI403524517	2	-0.25747776	0.36679745	0.15188313	-0.42496204	0.032294273	-0.032294273	35_37184	"Cluster: Os07g0646100 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os07g0646100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D449	CHR2V7|COORD:8659554..8661274| protein phosphatase 2C, putative / PP2C, putative	AT2G20050.1	CHR02V5|COORD:10419060..10428058|protein cyclic nucleotide-binding domain containing protein, expressed	LOC_Os02g17970.2	 no descriptionvery weakly similar to (73.9)AT2G20050| Symbols:  | protein phosphatase 2C, putative / PP2C, putative | chr2:8659554-8661274 REVERSE	protein.postranslational modification	29_4

CUST_177275_PI403524517	2	0.06352997	-0.2651229	-0.113204956	0.5885415	0.6119895	-0.06352997	35_49315	"Cluster: Putative aminoacyl-t-RNA synthetase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative aminoacyl-t-RNA synthetase - Oryza sativa (japonica cult"	UniRef90_Q5VRH2	CHR3V7|COORD:17774096..17781949| EDD1 (EMBRYO-DEFECTIVE-DEVELOPMENT 1)	AT3G48110.1	CHR06V5|COORD:232787..243624|protein glycyl-tRNA synthetase 2, chloroplast/mitochondrial precursor, putative, expressed	LOC_Os06g01400.1	 no descriptionweakly similar to ( 103)AT3G48110| Symbols: EDD, EDD1 | EDD1 (EMBRYO-DEFECTIVE-DEVELOPMENT 1) | chr3:17774096-17781949 FORWARDGlyS glyS 	protein.aa activation.glycine-tRNA ligase	29_1_14

CUST_89082_PI403524517	2	0.20240974	0.6824641	-0.25640965	-0.25640965	-0.20241022	0.4379773	35_25484	"Cluster: Os01g0605300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0605300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JLE6	"CHR3V7|COORD:8934576..8936214| UBC37 (ubiquitin-conjugating enzyme 34); ubiquitin-protein ligase"	AT3G24515.1	CHR01V5|COORD:24170122..24173729|protein ubiquitin-conjugating enzyme family protein, expressed	LOC_Os01g42040.1	"no descriptionmoderately similar to ( 242)AT3G24515| Symbols: UBC37 | UBC37 (ubiquitin-conjugating enzyme 34); ubiquitin-protein ligase | chr3:8934576-8936214 REVERSEvery weakly similar to (99.8)UBC2_WHEATUbiquitin-conjugating enzyme E2-17 kDa - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned UQ_con COG5078 UBCc UBCc"	protein.degradation.ubiquitin.E2	29_5_11_3

CUST_28225_PI399408534	2	-0.054945946	-0.17967606	-0.099513054	0.0549469	0.2356062	0.105270386	35_22226	"Cluster: Transcription factor-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Transcription factor-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6EPG4	"CHR2|COORD:11657437..11661221| similar to expressed protein [Arabidopsis thaliana] (TAIR:At1g64625.1); similar to transcription factor-like [Oryza sativa"	AT2G27230.2	CHR02V5|COORD:27410657..27416090|protein expressed protein	LOC_Os02g45170.1	no descriptionweakly similar to ( 131)AT2G27230| Symbols:  | transcription factor-related | chr2:11657973-11660918 FORWARD	RNA.regulation of transcription.bHLH,Basic Helix-Loop-Helix family	27_3_6

CUST_141900_PI403524517	2	0.18818188	0.09214592	0.04864025	-0.21256208	-0.49793434	-0.048639774	35_39769	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_35001_PI403524517	2	-1.8398886	-0.9153018	1.6205473	0.44559622	0.5814619	-0.4455967	35_10088	Rep: Tritin - Triticum aestivum (Wheat)	UniRef90_Q07810	"CHR2V7|COORD:16735456..16738238| similar to proline-rich family protein [Arabidopsis thaliana] (TAIR:AT3G09000.1); similar to Os01g0141900 [Oryza"	AT2G40070.1	CHR01V5|COORD:3187132..3185559|protein protein synthesis inhibitor I, putative, expressed	LOC_Os01g06740.1	no descriptionmoderately similar to ( 208)RIP1_HORVUProtein synthesis inhibitor I - Hordeum vulgare (Barley)not assigned RIP	not assigned.unknown	35_2

CUST_75470_PI403524517	2	-0.10356808	0.098332405	-0.08525753	-0.08215618	0.08215523	0.14569855	35_21631	Rep: CTR1-like protein kinase - Rosa hybrid cultivar	UniRef90_Q93XL9	CHR5|COORD:974507..979848| serine/threonine protein kinase (CTR1), identical to serine/threonine-protein kinase CTR1 (Arabidopsis thaliana) SWISS-PROT:Q05609	AT5G03730.1	CHR02V5|COORD:19326261..19318351|protein protein kinase domain containing protein, expressed	LOC_Os02g32610.3	" no descriptionvery weakly similar to (75.5)AT5G03730| Symbols: SIS1, CTR1 | CTR1 (CONSTITUTIVE TRIPLE RESPONSE 1); kinase/ protein threonine/tyrosine kinase | chr5:974957-979659 REVERSEnot assigned "	protein.postranslational modification	29_4

CUST_113558_PI403524517	2	0.30749655	-0.2867627	0.01506567	-0.01506567	-0.45411968	0.6846585	35_32233	"Cluster: Putative villin 2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative villin 2 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q67U26	"CHR4V7|COORD:14754534..14759517| VLN4 (ARABIDOPSIS THALIANA VILLIN 4); actin binding"	AT4G30160.1	CHR06V5|COORD:27143860..27134558|protein villin-4, putative, expressed	LOC_Os06g44890.1	" no descriptionmoderately similar to ( 275)AT4G30160| Symbols: ATVLN4, VLN4 | VLN4 (ARABIDOPSIS THALIANA VILLIN 4); actin binding | chr4:14754534-14759517 FORWARDnot assigned not assigned GEL Gelsolin "	cell.organisation	31_1

CUST_66231_PI403524517	2	0.051935196	0.3816414	0.053707123	-0.11948395	-0.092998505	-0.051934242	35_18915	"Cluster: Translation initiation factor IF-2; n=1; Frankia sp. CcI3|Rep: Translation initiation factor IF-2 - Frankia sp. (strain CcI3)"	UniRef90_Q2J728	CHR1V7|COORD:26559818..26562657| protein kinase, putative	AT1G70460.1	0	0	no description	not assigned.unknown	35_2

CUST_9388_PI403524517	2	0.042736053	-0.11437321	-0.029961586	0.029961586	0.037412643	-0.077916145	35_2638	"Cluster: Putative beta-hydroxyacyl-ACP dehydratase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative beta-hydroxyacyl-ACP dehydratase - Oryza sativa"	UniRef90_Q6I5L0	CHR2V7|COORD:9457122..9458507| beta-hydroxyacyl-ACP dehydratase, putative	AT2G22230.1	CHR08V5|COORD:7608465..7604353|protein 3-hydroxyacyl-[acyl-carrier protein] dehydratase/ catalytic, putative, expressed	LOC_Os08g12840.1	 no descriptionmoderately similar to ( 285)AT2G22230| Symbols:  | beta-hydroxyacyl-ACP dehydratase, putative | chr2:9457122-9458507 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned fabZ FabZ FabA FabA_FabZ FabA FabA hot_dog 	lipid metabolism.FA synthesis and FA elongation.beta hydroxyacyl ACP dehydratase	11_1_5

CUST_34653_PI399408534	2	0.13133335	0.62431145	-0.009123802	-0.17541027	-0.24798965	0.009123802	35_21566	"Cluster: F-box domain containing protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: F-box domain containing protein, expressed - Oryza sativa"	UniRef90_Q2R3K5	"CHR3V7|COORD:9869579..9871701| AFB2 (AUXIN SIGNALING F-BOX 2); auxin binding / ubiquitin-protein ligase"	AT3G26810.1	CHR11V5|COORD:17988191..17982586|protein transport inhibitor response 1 protein, putative, expressed	LOC_Os11g31620.1	"no descriptionmoderately similar to ( 269)AT3G26810| Symbols: AFB2 | AFB2 (AUXIN SIGNALING F-BOX 2); auxin binding / ubiquitin-protein ligase | chr3:9869579-9871701 FORWARDnot assigned not assigned"	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_11375_PI403524517	2	0.13315582	0.73440933	-0.13969803	-0.026239395	-0.13003254	0.026240349	35_3222	"Cluster: Hypothetical protein OSJNBa0034K10.5; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0034K10.5 - Oryza sativa (japonica cu"	UniRef90_Q5WMM0	CHR1V7|COORD:7828423..7829734| SEC14 cytosolic factor family protein / phosphoglyceride transfer family protein	AT1G22180.2	CHR05V5|COORD:10654949..10651654|protein transporter-like protein, putative, expressed	LOC_Os05g18470.1	no descriptionvery weakly similar to (58.9)AT1G22180| Symbols:  | SEC14 cytosolic factor family protein / phosphoglyceride transfer family protein | chr1:7828423-7829734 REVERSE	transport.misc	34_99

CUST_136759_PI403524517	2	-0.06565285	0.06694794	0.031538963	-0.031538963	-0.16875458	0.09046745	35_38351	Rep: OSJNBb0060E08.12 protein - Oryza sativa (Rice)	UniRef90_Q7XM87	CHR5V7|COORD:18868075..18871070| disease resistance protein (TIR-NBS class), putative	AT5G46490.2	CHR06V5|COORD:29903445..29896282|protein retrotransposon protein, putative, unclassified, expressed	LOC_Os06g49350.1	no description	not assigned.unknown	35_2

CUST_75630_PI403524517	2	0.057135582	0.621439	0.055568695	-0.09896755	-0.46684456	-0.055568695	35_21680	"Cluster: PWWP domain, putative; n=2; Oryza sativa (japonica cultivar-group)|Rep: PWWP domain, putative - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53QK3	"CHR1V7|COORD:21242474..21244042| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G28770.1); similar to KED [Nicotiana tabacum] (GB:BAA95789.1)"	AT1G56660.1	CHR11V5|COORD:11393816..11389141|protein PWWP domain containing protein, expressed	LOC_Os11g19810.2	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned CDC27 TFIIF_alpha AF-4 PRK07735 Caldesmon TolA BASP1 TolA MDN1 tolA MARCKS	not assigned.unknown	35_2

CUST_27405_PI399408534	2	0.1121788	-0.0134859085	-8.544922E-4	8.5544586E-4	-0.24744034	0.22080135	35_26679	"Cluster: Hypothetical protein P0041E11.9; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0041E11.9 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q5ZEL8	CHR5V7|COORD:1691114..1695465| transcription factor	AT5G05660.1	CHR01V5|COORD:3087689..3082208|protein protein shuttle craft, putative, expressed	LOC_Os01g06550.1	no descriptionhighly similar to ( 524)AT5G05660| Symbols:  | transcription factor | chr5:1691114-1695465 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned Keratin_B2	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_44631_PI403524517	2	0.026875973	0.44940996	-0.026875973	-0.20182753	0.041479588	-0.3285985	35_12800	"Cluster: Lingual lipase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Lingual lipase-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69K08	"CHR2V7|COORD:6619748..6622286| ATLIP1 (ARABIDOPSIS THALIANA LIPASE 1); galactolipase/ hydrolase/ phospholipase/ triacylglycerol lipase"	AT2G15230.1	CHR09V5|COORD:409594..418218|protein gastric triacylglycerol lipase precursor, putative, expressed	LOC_Os09g01590.1	"no descriptionweakly similar to ( 183)AT2G15230| Symbols: ATLIP1 | ATLIP1 (ARABIDOPSIS THALIANA LIPASE 1); galactolipase/ hydrolase/ phospholipase/ triacylglycerol lipase | chr2:6619748-6622286 FORWARDnot assigned Abhydro_lipase"	lipid metabolism.lipid degradation.lipases.triacylglycerol lipase	11_9_2_1

CUST_167817_PI403524517	2	-0.03617239	-0.23796654	-0.15369749	0.10905886	0.03617239	0.054502964	35_46743	"Cluster: Beta-fructofuranosidase, insoluble isoenzyme 4 precursor; n=3; Oryza sativa|Rep: Beta-fructofuranosidase, insoluble isoenzyme 4 precursor - Oryza sativ"	UniRef90_Q5JJV0	"CHR1V7|COORD:20570284..20572832| ATFRUCT5 (BETA-FRUCTOFURANOSIDASE 5); hydrolase, hydrolyzing O-glycosyl compounds / levanase"	AT1G55120.1	CHR01V5|COORD:42953169..42957287|protein beta-fructofuranosidase, insoluble isoenzyme 4 precursor, putative, expressed	LOC_Os01g73580.1	" no descriptionvery weakly similar to (76.6)AT1G55120| Symbols: ATCWINV3, ATFRUCT5 | ATFRUCT5 (BETA-FRUCTOFURANOSIDASE 5); hydrolase, hydrolyzing O-glycosyl compounds / levanase | chr1:20570284-20572832 FORWARDweakly similar to ( 128)INV4_ORYSAnot assigned "	major CHO metabolism.degradation.sucrose.invertases.cell wall	2_2_1_3_2

CUST_66287_PI403524517	2	-0.036159515	-0.18763065	-0.006972313	0.046896935	0.19415283	0.006972313	35_18929	"Cluster: Os02g0498700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os02g0498700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E125	"CHR3V7|COORD:9154755..9156649| QUA1 (QUASIMODO1); polygalacturonate 4-alpha-galacturonosyltransferase/ transferase, transferring glycosyl groups / transferase,"	AT3G25140.1	CHR02V5|COORD:17556934..17553347|protein transferase, transferring glycosyl groups, putative, expressed	LOC_Os02g29530.1	" no descriptionhighly similar to ( 654)AT3G25140| Symbols: GAUT8, QUA1 | QUA1 (QUASIMODO1); polygalacturonate 4-alpha-galacturonosyltransferase/ transferase, transferring glycosyl groups / transferase, transferring hexosyl groups | chr3:9154755-9156649 FORWARDnot assigned Glyco_transf_8 RfaJ DUF566 "	misc.UDP glucosyl and glucoronyl transferases	26_2

CUST_60224_PI403524517	2	0.036787033	-0.24651003	0.01197958	0.30502653	-0.011980057	-0.14079762	35_17166	"Cluster: Ribosomal protein, chloroplast-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Ribosomal protein, chloroplast-like - Oryza sativa (japonica"	UniRef90_Q5NBK8	CHR3V7|COORD:21080537..21081236| PSRP5 (PLASTID-SPECIFIC 50S RIBOSOMAL PROTEIN 5)	AT3G56910.1	CHR01V5|COORD:9856128..9857542|protein 50S ribosomal protein L40, chloroplast precursor, putative, expressed	LOC_Os01g17150.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned Extensin_2 Drf_FH1	not assigned.unknown	35_2

CUST_12690_PI404877155	2	0.12693787	0.5232668	-0.023736954	0.0038824081	-0.051748276	-0.0038824081	Contig6416_s_at	hypothetical protein AT4g02790 [imported] - Arabidopsis thaliana gb|AAD15335.1| hypothetical protein [Arabidopsis thaliana]	E85035	GTP-binding family protein	At4g02790.1	protein expressed protein	Os05g35540	"3.1_Homeodomain   T00128 HOXA4;"	signalling.G-proteins	30_5

CUST_178560_PI403524517	2	0.41449785	0.060057163	-0.060057163	-0.30973053	-1.2221246	0.2534752	35_49661	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_8045_PI403524517	2	0.021570206	-1.3980007	-0.19797993	0.010372162	0.038440704	-0.010372162	35_2243	"Cluster: Putative ribonucleotide reductase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ribonucleotide reductase - Oryza sativa (japonica cultivar"	UniRef90_Q5VRF5	"CHR2V7|COORD:9300609..9304660| R1/RIBONUCLEOTIDE REDUCTASE, REDUCTASE PROTEIN R1; ribonucleoside-diphosphate reductase"	AT2G21790.1	CHR06V5|COORD:3453769..3448681|protein ribonucleoside-diphosphate reductase large subunit, putative, expressed	LOC_Os06g07210.1	" no descriptionnearly identical (1237)AT2G21790| Symbols: R1, RIBONUCLEOTIDE REDUCTASE, REDUCTASE PROTEIN R1, RNR1 | R1/RIBONUCLEOTIDE REDUCTASE, REDUCTASE PROTEIN R1; ribonucleoside-diphosphate reductase | chr2:9300609-9304660 FORWARDnot assigned Ribonuc_red_lgC RNR_1 PRK07207 NrdA PRK12365 PRK06539 PRK08447 PRK09102 PRK09209 PRK12364 PRK07088 RNR_1_like PRK08665 PRK09103 PRK06406 PRK07187 PRK07632 PRK08188 PRK07306 PRK06556 PRK08332 PRK06948 PRK08115 Ribonuc_red_lgN PRK07562 RNR_PFL "	nucleotide metabolism.deoxynucleotide metabolism.ribonucleoside-diphosphate reductase	23_5_4

CUST_96973_PI403524517	2	0.09358883	-0.17199516	-0.07249117	0.14315271	0.04468441	-0.044684887	35_27695	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_25803_PI399408534	2	-0.009155273	-0.040361404	0.009155273	0.047828674	-0.066082954	0.09484768	35_22313	"Cluster: Putative WD domain containing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative WD domain containing protein - Oryza sativa (japonica"	UniRef90_Q8H919	CHR2V7|COORD:8779969..8782599| transducin family protein / WD-40 repeat family protein	AT2G20330.1	CHR10V5|COORD:16795385..16790839|protein nucleotide binding protein, putative, expressed	LOC_Os10g32710.3	no descriptionmoderately similar to ( 361)AT2G20330| Symbols:  | transducin family protein / WD-40 repeat family protein | chr2:8779969-8782599 REVERSEnot assigned	development.unspecified	33_99

CUST_22890_PI399408534	2	0.033024788	0.3074379	-0.033024788	-0.4118595	-0.82192326	0.100333214	35_10460	"Cluster: Hypothetical protein P0481F05.12; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0481F05.12 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6ZDS2	CHR1V7|COORD:7881703..7883633| MBD8 (methyl-CpG-binding domain 8)	AT1G22310.2	CHR08V5|COORD:23882180..23887812|protein zinc finger, C2H2 type family protein, expressed	LOC_Os08g37920.1	no descriptionvery weakly similar to (75.5)AT1G22310| Symbols: MBD8 | MBD8 (methyl-CpG-binding domain 8) | chr1:7881703-7883633 REVERSE	RNA.regulation of transcription.Methyl binding domain proteins	27_3_59

CUST_76197_PI403524517	2	-0.05346489	0.16016579	0.11413002	-0.036598206	-0.06466675	0.036597252	35_21842	"Cluster: MAP kinase activating protein-like; n=3; Oryza sativa (japonica cultivar-group)|Rep: MAP kinase activating protein-like - Oryza sativa (japonica cultiv"	UniRef90_Q5Z7P9	"CHR4V7|COORD:17967383..17969792| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G77220.1); similar to MAP kinase activating protein-like [Oryza"	AT4G38360.2	CHR06V5|COORD:30912488..30906002|protein transmembrane protein 34, putative, expressed	LOC_Os06g51100.2	"no descriptionweakly similar to ( 160)AT4G38360| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G77220.1); similar to MAP kinase activating protein-like [Oryza sativa (japonica cultivar-group)] (GB:BAD61807.1); similar to Protein of unknown function [Medicago truncatula] (GB:ABE78441.1); contains InterPro domain Protein of unknown function DUF300; (InterPro:IPR005178) | chr4:17967383-17969792 FORWARD"	not assigned.unknown	35_2

CUST_43977_PI403524517	2	0.3718357	0.2817402	0.0036611557	-0.4293337	-0.003660202	-0.05482769	35_12621	"Cluster: Os03g0821200 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os03g0821200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DM99	0	0	CHR03V5|COORD:34394469..34395893|protein expressed protein	LOC_Os03g60630.1	no description	not assigned.unknown	35_2

CUST_70750_PI403524517	2	0.09069538	0.48069	-0.0037965775	-0.07654095	-0.029891014	0.0037965775	35_20270	"Cluster: Hypothetical protein P0702F03.10; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0702F03.10 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5NAY1	"CHR4V7|COORD:8287140..8288618| similar to Os01g0233400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001042511.1); similar to conserved hypothetical"	AT4G14385.1	CHR12V5|COORD:11860190..11863231|protein expressed protein	LOC_Os12g20310.1	"no descriptionweakly similar to ( 126)AT4G14385| Symbols:  | similar to Os01g0233400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001042511.1); similar to conserved hypothetical protein [Aedes aegypti] (GB:EAT35664.1); similar to Os12g0298600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001066614.1); contains domain gb def: Hypothetical protein At4g14385 (Hypothetical protein At4g14385/FCAALL.166) (PTHR13476:SF1); contains domain FAMILY NOT NAMED (PTHR13476) | chr4:8287192-8288618 REVERSEnot assigned NuA4"	not assigned.unknown	35_2

CUST_99805_PI403524517	2	0.020542145	0.032434464	0.13507366	-0.020543098	-0.04910183	-0.115343094	35_28492	"Cluster: Os02g0533000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os02g0533000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E0P6	"CHR5V7|COORD:1048337..1051868| Identical to Protein At5g03900 precursor [Arabidopsis Thaliana] (GB:Q8GW20;GB:Q8L632;GB:Q8LG15;GB:Q9FFM9;GB:Q9LZB9);"	AT5G03900.2	CHR02V5|COORD:19622802..19617168|protein expressed protein	LOC_Os02g33010.1	"no descriptionweakly similar to ( 117)AT5G03900| Symbols:  | Identical to Protein At5g03900 precursor [Arabidopsis Thaliana] (GB:Q8GW20;GB:Q8L632;GB:Q8LG15;GB:Q9FFM9;GB:Q9LZB9); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD28426.1); similar to Os02g0533000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001047028.1); contains InterPro domain HesB/YadR/YfhF; (InterPro:IPR000361) | chr5:1048337-1051868 FORWARD"	not assigned.unknown	35_2

CUST_99728_PI403524517	2	0.1575222	0.10425091	-0.04330635	-0.068683624	0.043307304	-0.09004784	35_28468	"Cluster: HEAT repeat family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: HEAT repeat family protein, expressed - Oryza sativa (japonica"	UniRef90_Q10N57	CHR3V7|COORD:2671154..2674916| binding	AT3G08800.1	CHR03V5|COORD:9630738..9625801|protein expressed protein	LOC_Os03g17340.1	no descriptionvery weakly similar to (68.2)AT3G08800| Symbols:  | binding | chr3:2671154-2674916 FORWARD	not assigned.unknown	35_2

CUST_52199_PI403524517	2	0.29524803	-0.27141953	-0.03975296	-0.0047979355	0.26242924	0.0047979355	35_14874	"Cluster: BTH-induced ERF transcriptional factor 1; n=5; Oryza sativa|Rep: BTH-induced ERF transcriptional factor 1 - Oryza sativa (indica cultivar-group)"	UniRef90_Q5MFV3	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	CHR09V5|COORD:15958400..15961893|protein ethylene response factor, putative, expressed	LOC_Os09g26420.3	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07764 DUF1777	not assigned.unknown	35_2

CUST_18919_PI403524517	2	0.10174942	-0.13978481	-0.10204506	0.015608788	-0.015609741	0.07756519	35_5481	"Cluster: Tetratricopeptide repeat (TPR)-containing protein-like protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Tetratricopeptide repeat"	UniRef90_Q84NS6	CHR5V7|COORD:5679997..5685599| tetratricopeptide repeat (TPR)-containing protein	AT5G17270.1	CHR07V5|COORD:15785663..15767198|protein TPR Domain containing protein, expressed	LOC_Os07g27180.1	no descriptionweakly similar to ( 138)AT5G17270| Symbols:  | tetratricopeptide repeat (TPR)-containing protein | chr5:5679997-5685599 FORWARDnot assigned	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_88685_PI403524517	2	0.052205086	-0.5071459	-0.11361885	0.012599945	-0.009508133	0.009507179	35_25381	"Cluster: Hypothetical protein OSJNBa0079H23.4; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0079H23.4 - Oryza sativa (japonica cu"	UniRef90_Q6AUD8	"CHR3V7|COORD:6274314..6280180| EMB2454 (EMBRYO DEFECTIVE 2454); protein binding / zinc ion binding"	AT3G18290.1	CHR05V5|COORD:27294266..27298959|protein CHY zinc finger family protein, expressed	LOC_Os05g47780.2	"no descriptionhighly similar to ( 553)AT3G18290| Symbols: EMB2454 | EMB2454 (EMBRYO DEFECTIVE 2454); protein binding / zinc ion binding | chr3:6274314-6280180 FORWARDnot assigned zf-CHY"	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_505_PI403524517	2	-0.044273376	-0.2412548	0.044272423	0.086530685	-0.051106453	0.07110405	35_132	"Cluster: Os05g0458400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0458400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DHL4	"CHR1V7|COORD:2305686..2309377| FTSH10 (FtsH protease 10); ATPase"	AT1G07510.1	CHR05V5|COORD:22435132..22441002|protein OsFtsH8 - Oryza sativa FtsH protease, homologue of AtFtsH3/10, expressed	LOC_Os05g38400.1	"no descriptionnearly identical (1038)AT1G07510| Symbols: FTSH10 | FTSH10 (FtsH protease 10); ATPase | chr1:2305686-2309377 FORWARDmoderately similar to ( 414)FTSH_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned HflB hflB RPT1 PRK03992 Peptidase_M41 SpoVK AAA COG1223 FtsH_ext AAA COG0714 PRK04195 Lon PRK12323 AAA AAA_2 MGS1 clpX ClpX TIP49"	protein.degradation.metalloprotease	29_5_7

CUST_162709_PI403524517	2	-0.12618685	-0.35169125	0.15285158	0.010646343	0.055994987	-0.010646343	35_45384	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_36653_PI403524517	2	0.22459602	-0.44913292	-0.092414856	-0.009945869	0.11104679	0.009945869	35_10566	"Cluster: P0648C09.9 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: P0648C09.9 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8RYZ1	CHR3V7|COORD:8063070..8064482| leucine-rich repeat family protein / extensin family protein	AT3G22800.1	CHR01V5|COORD:38275718..38278879|protein patellin-5, putative, expressed	LOC_Os01g65380.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12678 tolA MARCKS Atrophin-1 Tymo_45kd_70kd PRK12323 TolA TolA PRK07735 PRK05035 Extensin_2 DREPP BASP1 AF-4 PRK07003 infB DUF1777 Caldesmon Gag_spuma PRK07764 PRK05648 TT_ORF1 PRK09169 SerH PRK12372 DUF1421 PRK10416 PRK12688 Neuromodulin APC_basic COG4625 KAR9 motB RR_TM4-6 aceF DUF1509 Transformer DUF612 PRK02224 FimV TonB MAP65_ASE1 CDC27 Hia DUF566 rne Drf_FH1 COG3941 HPC2 PRK08691 COG2268 TrbL	not assigned.unknown	35_2

CUST_70409_PI403524517	2	0.123392105	-0.816412	-0.07193375	0.07193375	-0.074347496	0.12988377	35_20168	"Cluster: Putative phragmoplast-associated kinesin; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative phragmoplast-associated kinesin - Oryza sativa (jap"	UniRef90_Q6K990	0	0	CHR02V5|COORD:34626439..34630769|protein kinesin-like protein KIF3A, putative, expressed	LOC_Os02g56540.1	no description	not assigned.unknown	35_2

CUST_1839_PI404877155	2	0.11163807	-1.039567	-0.20170689	0.4053831	0.042821884	-0.042821884	Contig1206_s_at	heat shock protein 80 [Triticum aestivum]	AAD11549.1	heat shock protein, putative	At5g56010.1	protein heat shock protein 82	Os08g39140	heat shock protein 80	stress.abiotic.heat	20_2_1

CUST_11176_PI404877155	2	-0.02566719	0.55679417	0.02566719	-0.09440422	-0.06799793	0.07877445	Contig4852_at	unnamed protein product [Arabidopsis thaliana]	BAB08570.1	C2 domain-containing protein	At5g55530.1	protein C2 domain, putative	Os07g39620	gi|24414018|dbj|BAC22268.1| unknown protein	stress.abiotic.cold	20_2_2

CUST_170689_PI403524517	2	0.026325226	-0.026325226	-0.053743362	0.06843948	0.14584732	-0.030302048	35_47542	"Cluster: 40S ribosomal protein S14-2; n=11; Magnoliophyta|Rep: 40S ribosomal protein S14-2 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9CAX6	CHR3V7|COORD:19514302..19515679| 40S ribosomal protein S14 (RPS14C)	AT3G52580.1	CHR04V5|COORD:20248390..20244972|protein 40S ribosomal protein S14, putative, expressed	LOC_Os04g33750.1	no descriptionweakly similar to ( 155)AT3G52580| Symbols:  | 40S ribosomal protein S14 (RPS14C) | chr3:19514302-19515679 FORWARDweakly similar to ( 160)RS142_MAIZE40S ribosomal protein S14 - Zea mays (Maize)not assigned rps11p Ribosomal_S11 RpsK TT_ORF1 PRK05309	protein.synthesis.misc ribososomal protein	29_2_2

CUST_15372_PI404877155	2	-0.004562378	0.26781845	-0.005221367	-0.018546104	0.14147949	0.004562378	Contig9203_s_at	0	BAD10560.1	calmodulin-binding protein-related	At4g00820.1	protein IQ calmodulin-binding motif, putative	Os08g02250	gi|18411451|ref|NP_567191.1| expressed protein	signalling.calcium	30_3

CUST_125905_PI403524517	2	0.037558556	-0.09315777	0.06822014	-0.037557602	0.049289703	-0.10390282	35_35451	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_166855_PI403524517	2	-0.14238453	0.089696884	-0.032454014	0.3256278	0.032453537	-0.20864773	35_46482	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_17068_PI403524517	2	0.32603168	-0.73158646	-0.15872669	0.01133728	-0.011336327	0.04971981	35_4936	"Cluster: 2-oxoglutarate carrier-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: 2-oxoglutarate carrier-like protein - Oryza sativa (japonica"	UniRef90_Q6YXI3	CHR2V7|COORD:9570611..9571552| mitochondrial substrate carrier family protein	AT2G22500.1	CHR09V5|COORD:17642559..17641594|protein mitochondrial 2-oxoglutarate/malate carrier protein, putative	LOC_Os09g29050.1	 no descriptionmoderately similar to ( 342)AT2G22500| Symbols:  | mitochondrial substrate carrier family protein | chr2:9570611-9571552 REVERSEvery weakly similar to (51.2)BT1_MAIZEProtein brittle-1, chloroplast precursor - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Mito_carr PRK12678 PRK07764 PRK12323 infB Tymo_45kd_70kd PRK07003 Atrophin-1 Keratin_B2 TT_ORF1 	transport.metabolite transporters at the mitochondrial membrane	34_9

CUST_63788_PI403524517	2	-0.07735729	0.16835117	0.025979042	0.01521492	-0.1122694	-0.015215874	35_18216	"Cluster: Putative phosphoribosyl-ATP pyrophosphohydrolase At-IE; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative phosphoribosyl-ATP pyrophosphohydrola"	UniRef90_Q5NBQ1	CHR1V7|COORD:11434230..11436510| AT-IE (Arabidopsis thaliana bifunctional HisI-HisE protein)	AT1G31860.1	CHR01V5|COORD:9686296..9681609|protein histidine biosynthesis bifunctional protein hisIE, chloroplast precursor, putative, expressed	LOC_Os01g16940.1	 no descriptionmoderately similar to ( 340)AT1G31860| Symbols: HISN2, AT-IE | AT-IE (Arabidopsis thaliana bifunctional HisI-HisE protein) | chr1:11434230-11436510 REVERSEnot assigned PRK02759 HisI hisI PRA-CH hisE HisI PRA-PH 	amino acid metabolism.synthesis.histidine	13_1_7

CUST_52040_PI403524517	2	0.047136307	-0.57185364	-0.18644047	0.3810091	0.44539738	-0.04713726	35_14832	Rep: Glutathione transferase - Triticum aestivum (Wheat)	UniRef90_Q8RW02	"CHR1V7|COORD:29491552..29492712| ATGSTU19 (GLUTATHIONE TRANSFERASE 8); glutathione transferase"	AT1G78380.1	CHR03V5|COORD:32559224..32558117|protein glutathione S-transferase parA, putative, expressed	LOC_Os03g57200.1	" no descriptionmoderately similar to ( 220)AT1G78380| Symbols: GST8, ATGSTU19 | ATGSTU19 (GLUTATHIONE TRANSFERASE 8); glutathione transferase | chr1:29491552-29492712 REVERSEmoderately similar to ( 289)GSTU1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned GST_C_Tau Gst GST_N_Tau sspA GST_N_family GST_N GST_C_family GST_N_Zeta PRK10542 DUF566 PRK07003 GST_C GST_C_SspA GST_C_Beta GST_N_GTT2_like GST_N_GTT1_like Herpes_TAF50 Herpes_BLLF1 GST_N_4 DUF1509 PRK07764 Protamine_P1 PRK12678 HPC2 "	misc.glutathione S transferases	26_9

CUST_25964_PI399408534	2	-0.61043835	-1.7449551	0.13037586	0.32862568	0.18364143	-0.13037586	35_20118	"Cluster: Hypothetical protein OJ1362_G11.11; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1362_G11.11 - Oryza sativa (japonica cultiv"	UniRef90_Q5TKP7	CHR3V7|COORD:7507726..7508847| basic helix-loop-helix (bHLH) family protein	AT3G21330.1	CHR05V5|COORD:26796628..26798083|protein helix-loop-helix DNA-binding domain containing protein, expressed	LOC_Os05g46370.1	no descriptionweakly similar to ( 122)AT3G21330| Symbols:  | basic helix-loop-helix (bHLH) family protein | chr3:7507726-7508847 FORWARDvery weakly similar to (80.1)LAX_ORYSAPRK12323 PRK12678 PRK07003 HLH HLH	RNA.regulation of transcription.bHLH,Basic Helix-Loop-Helix family	27_3_6

CUST_17228_PI399408534	2	0.06989765	0.011457443	-0.02695942	-0.011457443	-0.024929047	0.30319595	35_20464	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10N85	CHR2V7|COORD:15752111..15756693| PHD finger family protein	AT2G37520.1	CHR03V5|COORD:9459157..9468083|protein expressed protein	LOC_Os03g17050.1	no descriptionvery weakly similar to (90.9)AT2G37520| Symbols:  | PHD finger family protein | chr2:15752111-15756693 REVERSE	RNA.regulation of transcription.PHD finger transcription factor	27_3_63

CUST_9077_PI404877155	2	0.35029602	-0.51072884	-0.20193768	0.40819073	0.20193768	-0.71429825	Contig2859_at	OJ991214_12.3 [Oryza sativa (japonica cultivar-group)] ref|XP_472416.1| OJ991214_12.3 [Oryza sativa (japonica cultivar-group)]	CAE01514.1	expressed protein	At1g08380.1	protein expressed protein	Os04g33830	gi|32479727|emb|CAE01514.1| OJ991214_12.3	PS.lightreaction.photosystem I.PSI polypeptide subunits	1_01_02_02

CUST_45393_PI403524517	2	0.09527588	-0.1801033	-0.024233818	0.024233818	-0.116503716	0.06034088	35_13010	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_8106_PI399408534	2	0.018116951	0.31494808	0.034959793	-0.06882095	-0.018115997	-0.098932266	35_44761	"Cluster: Putative CCR4-NOT transcription complex subunit 7; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative CCR4-NOT transcription complex subunit 7 -"	UniRef90_Q6EQ06	CHR2V7|COORD:13647906..13648733| CCR4-NOT transcription complex protein, putative	AT2G32070.1	CHR09V5|COORD:14928155..14931396|protein CCR4-NOT transcription complex subunit 7, putative, expressed	LOC_Os09g24990.2	 no descriptionvery weakly similar to (57.4)AT2G32070| Symbols:  | CCR4-NOT transcription complex protein, putative | chr2:13647906-13648733 REVERSEnot assigned CAF1 	RNA.processing.ribonucleases	27_1_19

CUST_8517_PI403524517	2	-0.0063066483	-0.21299934	0.057920456	0.006307602	-0.09026241	0.024471283	35_2379	"Cluster: Os01g0549700 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os01g0549700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JM17	CHR5V7|COORD:3567390..3570687| DEAD/DEAH box helicase, putative	AT5G11200.1	CHR01V5|COORD:20897800..20903068|protein spliceosome RNA helicase BAT1, putative, expressed	LOC_Os01g36920.1	 no descriptionhighly similar to ( 737)AT5G11200| Symbols:  | DEAD/DEAH box helicase, putative | chr5:3567390-3570687 FORWARDmoderately similar to ( 241)IF4A_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned SrmB PRK11776 DEADc PRK11192 PRK11634 PRK01297 PRK10590 PRK04837 PRK04537 DEXDc DEAD HELICc DEXDc Helicase_C HELICc Lhr COG1205 SSL2 RecQ COG1204 DEXHc COG1203 RecG PRK11057 MPH1 COG1202 	DNA.synthesis/chromatin structure	28_1

CUST_13418_PI404877155	2	0.14771748	-0.40956974	-0.19371796	0.16755009	0.14540768	-0.14540672	Contig7147_at	OSJNBa0014K14.5 [Oryza sativa (japonica cultivar-group)] ref|XP_473074.1| OSJNBa0014K14.5 [Oryza sativa (japonica cultivar-group)]	CAE02933.2	calcium-binding EF hand family protein	At4g32060.1	protein EF hand, putative	Os04g42430	gi|32488224|emb|CAE02932.1| OSJNBa0014K14.4	signalling.calcium	30_3

CUST_66207_PI403524517	2	0.04004383	0.10081482	-0.08978653	-0.020673752	-0.14211941	0.020673752	35_18908	"Cluster: Hypothetical protein OSJNBa0008J01.25-1; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0008J01.25-1 - Oryza sativa (japon"	UniRef90_Q7XHW3	"CHR3V7|COORD:8467645..8473476| similar to structural constituent of ribosome [Arabidopsis thaliana] (TAIR:AT2G48110.1); similar to Os07g0681500 [Oryza sativa"	AT3G23590.1	CHR07V5|COORD:28891404..28899269|protein expressed protein	LOC_Os07g48350.1	"no descriptionweakly similar to ( 105)AT3G23590| Symbols:  | similar to structural constituent of ribosome [Arabidopsis thaliana] (TAIR:AT2G48110.1); similar to Os07g0681500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001060654.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAC80015.1) | chr3:8467645-8473476 FORWARD"	not assigned.unknown	35_2

CUST_170980_PI403524517	2	-0.5211134	0.48919773	0.30786228	0.3135357	-0.47046328	-0.30786228	35_47625	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_16841_PI404877155	2	-0.00855732	0.60935354	-0.08272457	-0.036792755	0.04735422	0.00855732	HM03K13u_at	putative 3-beta hydroxysteroid dehydrogenase/isomerase [Oryza sativa (japonica cultivar-group)] ref|XP_470921.1| putative 3-beta hydroxyster	AAP50920.1	3-beta hydroxysteroid dehydrogenase/isomerase family protein	At2g26260.1	protein putative 3-beta hydroxysteroid dehydrogenase/isomerase	Os03g29170	NONE	lipid metabolism.'exotics' (steroids, squalene etc)	11_8

CUST_18193_PI404877155	2	-0.16911507	0.15529537	0.11810589	-0.052807808	0.052807808	-0.05659771	HVSMEf0010N18r2_s_at	cold acclimation protein WCOR413-like protein beta form [Triticum aestivum]	AAL23724.1	stress-responsive protein, putative	At3g50830.1	protein cold acclimation protein WCOR413-like protein	Os03g55850	cold acclimation protein WCOR413-like protein beta form	stress.abiotic.cold	20_2_2

CUST_1737_PI399408534	2	-0.0018339157	0.17969418	-0.017825127	0.0021514893	-0.015469551	0.0018348694	35_3096	Rep: ATP-dependent RNA helicase - Hordeum vulgare (Barley)	UniRef90_Q6L724	"CHR5V7|COORD:9285543..9288874| EMB1138 (EMBRYO DEFECTIVE 1138); ATP binding / ATP-dependent helicase"	AT5G26742.2	CHR03V5|COORD:34705184..34711277|protein nucleolar RNA helicase 2, putative, expressed	LOC_Os03g61220.1	"no descriptionhighly similar to ( 733)AT5G26742| Symbols: EMB1138 | EMB1138 (EMBRYO DEFECTIVE 1138); ATP binding / ATP-dependent helicase | chr5:9285543-9288874 REVERSEmoderately similar to ( 308)RH7_SPIOLDEAD-box ATP-dependent RNA helicase 7 - Spinacia oleracea (Spinach)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned SrmB PRK11776 PRK11634 PRK10590 PRK11192 PRK04837 PRK01297 PRK04537 DEADc DEAD HELICc DEXDc DEXDc GUCT Helicase_C HELICc SSL2 Lhr RecQ MPH1 COG1205 PRK11057 COG1204 UvrB COG1202 RecG PRK05298 Mfd DEXHc"	RNA.processing.RNA helicase	27_1_2

CUST_92343_PI403524517	2	0.037734985	0.03287697	-0.032876015	-0.2267046	-0.3374815	0.03663063	35_26405	"Cluster: Putative BTB/POZ domain-containing protein; n=2; Oryza sativa|Rep: Putative BTB/POZ domain-containing protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K229	"CHR3V7|COORD:22806679..22809044| ATPOB1 (Arabidopsis thaliana POZ/BTB containing-protein 1); protein binding"	AT3G61600.2	CHR02V5|COORD:9082727..9088011|protein GAMYB-binding protein, putative, expressed	LOC_Os02g16000.2	"no descriptionweakly similar to ( 101)AT3G61600| Symbols: ATPOB1 | ATPOB1 (Arabidopsis thaliana POZ/BTB containing-protein 1); protein binding | chr3:22806679-22809044 FORWARD"	not assigned.no ontology.BTB/POZ domain-containing protein	35_1_9

CUST_61406_PI403524517	2	0.09851074	0.22385883	-0.25226402	0.15118599	-0.11150932	-0.09851074	35_17528	"Cluster: Hypothetical protein OJ1791_B03.17-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1791_B03.17-1 - Oryza sativa (japonica cu"	UniRef90_Q6K5H8	"CHR1V7|COORD:25377958..25379473| similar to At1g67700/F12A21_30 [Medicago truncatula] (GB:ABE84614.1); contains domain OLIGOPEPTIDASE"	AT1G67700.2	CHR02V5|COORD:23462202..23460100|protein expressed protein	LOC_Os02g38820.1	"no descriptionmoderately similar to ( 211)AT1G67700| Symbols:  | similar to At1g67700/F12A21_30 [Medicago truncatula] (GB:ABE84614.1); contains domain OLIGOPEPTIDASE (PTHR11804:SF2); contains domain PROTEASE M3 THIMET OLIGOPEPTIDASE-RELATED (PTHR11804) | chr1:25377958-25379473 FORWARDnot assigned not assigned"	protein.degradation	29_5

CUST_33264_PI403524517	2	-0.33643007	0.09990215	0.20061302	0.05798149	-0.057980537	-0.13727188	35_9589	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_20662_PI399408534	2	-0.22941399	-0.04236412	0.06498051	0.042365074	-0.19609451	0.1655531	35_31880	"Cluster: Putative DNA binding protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative DNA binding protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q9AUV7	"CHR1V7|COORD:26059781..26061572| WRKY57 (WRKY DNA-binding protein 57); transcription factor"	AT1G69310.1	CHR03V5|COORD:31265875..31262139|protein OsWRKY3 - Superfamily of rice TFs having WRKY and zinc finger domains, expressed	LOC_Os03g55080.1	" no descriptionweakly similar to ( 126)AT1G69310| Symbols: ATWRKY57, WRKY57 | WRKY57 (WRKY DNA-binding protein 57); transcription factor | chr1:26059781-26061572 REVERSEnot assigned not assigned WRKY TT_ORF1 "	RNA.regulation of transcription.WRKY domain transcription factor family	27_3_32

CUST_70590_PI403524517	2	-0.04641342	0.21623516	0.10673809	-0.08643532	0.04641342	-0.09378052	35_20219	"Cluster: DNA-directed RNA polymerase II 14.5 kDa polypeptide, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: DNA-directed RNA polymerase"	UniRef90_Q2QNM4	CHR3V7|COORD:5794532..5795705| DNA-directed RNA polymerase II, putative	AT3G16980.1	CHR12V5|COORD:22913089..22914562|protein DNA-directed RNA polymerase II 14.5 kDa polypeptide, putative, expressed	LOC_Os12g37370.1	 no descriptionmoderately similar to ( 202)AT3G16980| Symbols:  | DNA-directed RNA polymerase II, putative | chr3:5794532-5795705 FORWARDnot assigned not assigned not assigned RPB9 RNA_POL_M_15KD RPOL9 PRK12323 ZnF_C2C2 	RNA.transcription	27_2

CUST_23847_PI399408534	2	-0.44748497	0.3116684	-0.028421402	0.028421402	-0.055912018	0.07250404	35_39209	"Cluster: Putative EF-hand Ca2+-binding protein CCD1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative EF-hand Ca2+-binding protein CCD1 - Oryza sativa"	UniRef90_Q6Z727	CHR2V7|COORD:19143141..19143548| calcium-binding protein, putative	AT2G46600.1	CHR02V5|COORD:1187897..1187234|protein EF-hand Ca2+-binding protein CCD1, putative, expressed	LOC_Os02g03020.1	 no descriptionvery weakly similar to (95.9)AT2G46600| Symbols:  | calcium-binding protein, putative | chr2:19143141-19143548 FORWARDnot assigned 	signalling.calcium	30_3

CUST_16571_PI404877155	2	-5.302429E-4	0.336905	8.678436E-5	0.06302118	-0.20048189	-8.6307526E-5	HB23F22r_at	putative transcriptional regulator [Oryza sativa (japonica cultivar-group)] gb|AAR07087.1| putative transcriptional regulator [Oryza sativa	AAP03400.1	transcription regulator NOT2/NOT3/NOT5 family protein	At5g59710.1	protein putative transcriptional regulator	Os03g52600	putative transcriptional regulator	RNA.regulation of transcription.unclassified	27_3_99

CUST_59573_PI403524517	2	0.19094944	-0.09702873	-0.10905647	-0.008858681	0.025240898	0.008858681	35_16988	"Cluster: Hypothetical protein OSJNBb0027B08.11; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0027B08.11 - Oryza sativa (japonica"	UniRef90_Q850Z4	"CHR3V7|COORD:5723442..5727545| APUM24 (ARABIDOPSIS PUMILIO 24); RNA binding"	AT3G16810.1	CHR03V5|COORD:34850961..34845557|protein expressed protein	LOC_Os03g61560.1	"no descriptionmoderately similar to ( 235)AT3G16810| Symbols: APUM24 | APUM24 (ARABIDOPSIS PUMILIO 24); RNA binding | chr3:5723442-5727545 REVERSEnot assigned"	not assigned.no ontology.pumilio/Puf RNA-binding domain-containing protein	35_1_12

CUST_77763_PI403524517	2	1.2302399E-4	0.7002268	-0.3683195	0.0011248589	-1.2302399E-4	-0.28174877	35_22292	"Cluster: P0460E08.35 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: P0460E08.35 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q94DR5	"CHR5V7|COORD:1090345..1093002| SDP1 (SUGAR-DEPENDENT1); triacylglycerol lipase"	AT5G04040.1	CHR01V5|COORD:32389677..32384248|protein patatin-like phospholipase family protein, expressed	LOC_Os01g55650.1	"no descriptionhighly similar to ( 556)AT5G04040| Symbols: SDP1 | SDP1 (SUGAR-DEPENDENT1); triacylglycerol lipase | chr5:1090345-1093002 FORWARDnot assigned"	development.storage proteins	33_1

CUST_130801_PI403524517	2	-0.05167246	0.0998683	0.12465191	-0.12396479	0.051672935	-0.21601486	35_36733	"Cluster: Syntaxin-like protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Syntaxin-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q84VB5	"CHR5V7|COORD:2588533..2591107| SYP132 (syntaxin 132); t-SNARE"	AT5G08080.1	CHR07V5|COORD:3448653..3444643|protein syntaxin 132, putative, expressed	LOC_Os07g07000.1	" no descriptionweakly similar to ( 175)AT5G08080| Symbols: ATSYP132, SYP132 | SYP132 (syntaxin 132); t-SNARE | chr5:2588533-2590489 FORWARDnot assigned SynN SynN Syntaxin "	cell. vesicle transport	31_4

CUST_20414_PI403524517	2	0.14395142	0.6896534	0.033548355	-0.24748802	-0.0335474	-0.11703682	35_5921	Rep: EBNA-3B - Epstein-Barr virus (strain GD1) (HHV-4) (Human herpesvirus 4)	UniRef90_Q1HVG4	CHR1V7|COORD:6978101..6985306| family II extracellular lipase, putative	AT1G20130.1	CHR06V5|COORD:11208826..11214344|protein expressed protein	LOC_Os06g19650.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 Atrophin-1 PRK07764 PRK05648 Tymo_45kd_70kd DUF1421 Extensin_2	not assigned.unknown	35_2

CUST_53570_PI403524517	2	0.06700897	-0.16319656	-0.0637207	0.0039520264	0.024806976	-0.003950119	35_15237	Rep: Structural protein - Hordeum vulgare (Barley)	UniRef90_Q43493	CHR4V7|COORD:14305038..14305514| glycine-rich protein	AT4G29020.1	CHR01V5|COORD:8303357..8302349|protein MFS18 protein precursor, putative, expressed	LOC_Os01g14850.1	no descriptionnot assigned not assigned not assigned Drf_FH1 PRK12323	not assigned.unknown	35_2

CUST_105443_PI403524517	2	0.009501457	0.15554237	-0.009500504	-0.16540623	0.029917717	-0.09919262	35_30030	"Cluster: Putative SUMO protease; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative SUMO protease - Oryza sativa (japonica cultivar-group)"	UniRef90_Q9FP66	"CHR4V7|COORD:9012784..9015812| ESD4 (EARLY IN SHORT DAYS 4); cysteine-type peptidase"	AT4G15880.1	CHR01V5|COORD:14315765..14311104|protein SUMO protease, putative, expressed	LOC_Os01g25370.1	"no descriptionweakly similar to ( 177)AT4G15880| Symbols: ESD4 | ESD4 (EARLY IN SHORT DAYS 4); cysteine-type peptidase | chr4:9012784-9015812 FORWARDnot assigned not assigned Peptidase_C48 ULP1"	protein.degradation.cysteine protease	29_5_3

CUST_5728_PI404877155	2	-0.08078766	-0.16728401	-0.061016083	0.23930931	0.061016083	0.25872135	Contig17701_at	OSJNBa0005N02.3 [Oryza sativa (japonica cultivar-group)] ref|XP_473529.1| OSJNBa0005N02.3 [Oryza sativa (japonica cultivar-group)]	CAE02070.2	argonaute protein (AGO1)	At1g48410.1	protein Piwi domain, putative	Os04g47870	"ARGONAUTE 1;ARGONAUTE1;argonaute protein (AGO1), identical to SP:O04379 Argonaute protein (AGO1) {Arabidopsis thaliana}; contains Pfam profiles PF02171: Piwi domain, PF02170: PAZ domain or  argonaute protein (AGO1), identical to SP:O04379 Argonaute protei"	RNA.regulation of transcription.Argonaute	27_3_36

CUST_170857_PI403524517	2	-0.21184397	0.31449127	0.10298014	0.1022315	-0.102231026	-0.23125935	35_47592	Rep: Beta-glucosidase - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q9FIU7	CHR5V7|COORD:22184862..22187461| glycosyl hydrolase family 1 protein	AT5G54570.1	CHR03V5|COORD:5862419..5855359|protein non-cyanogenic beta-glucosidase precursor, putative, expressed	LOC_Os03g11420.1	 no descriptionmoderately similar to ( 234)AT5G54570| Symbols:  | glycosyl hydrolase family 1 protein | chr5:22184862-22187461 REVERSEweakly similar to ( 122)BGLC_MAIZEBeta-glucosidase, chloroplast precursor - Zea mays (Maize)not assigned Glyco_hydro_1 BglB celA arb 	misc.gluco-, galacto- and mannosidases	26_3

CUST_58961_PI403524517	2	-0.0868001	0.88298464	0.0868001	0.12185907	-0.089413166	-0.1937952	35_16821	Rep: T10O22.24 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q9LM23	CHR1V7|COORD:6283627..6293765| ketose-bisphosphate aldolase class-II family protein	AT1G18270.1	CHR06V5|COORD:8300781..8315924|protein ketose-bisphosphate aldolases family protein, expressed	LOC_Os06g14740.1	no descriptionnearly identical (1115)AT1G18270| Symbols:  | ketose-bisphosphate aldolase class-II family protein | chr1:6283627-6293765 REVERSEnot assigned not assigned TBP_aldolase_IIB Fba PRK12857 gatY gatY F_bP_aldolase PRK08185 PRK06806 PRK07315 PRK05835 PRK07709 PRK09196 kbaY PRK06801 PRK08610 COG3395 PRK07084 FTBP_aldolase_II gatY PRK09197 FBP_aldolase_IIA MmsB	not assigned.no ontology	35_1

CUST_66726_PI403524517	2	0.11166239	-0.32364845	0.02847004	-0.050813675	0.05205059	-0.02847004	35_19054	Rep: Protein At1g18090 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q3EDA0	CHR1V7|COORD:6224532..6227708| exonuclease, putative	AT1G18090.1	CHR01V5|COORD:33220227..33226631|protein exonuclease, putative, expressed	LOC_Os01g56940.1	 no descriptionmoderately similar to ( 457)AT1G18090| Symbols:  | exonuclease, putative | chr1:6224532-6227708 FORWARDvery weakly similar to (92.8)FEN1A_ORYSAnot assigned not assigned not assigned not assigned XPG Exo PRK03980 XPGN XPG_I XPG_N XPGI 53EXOc DUF566 	DNA.repair	28_2

CUST_11088_PI403524517	2	-0.029669762	-0.5328512	0.02396965	0.031663895	-0.023970604	0.08101463	35_3133	"Cluster: Os09g0261300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os09g0261300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J343	"CHR5V7|COORD:19360347..19362205| ATPK5 (Arabidopsis thaliana serine/threonine protein kinase 5); phosphoglycolate phosphatase"	AT5G47760.1	CHR09V5|COORD:4542655..4533955|protein 4-nitrophenylphosphatase, putative, expressed	LOC_Os09g08660.1	"no descriptionmoderately similar to ( 236)AT5G47760| Symbols: ATPK5 | ATPK5 (Arabidopsis thaliana serine/threonine protein kinase 5); phosphoglycolate phosphatase | chr5:19360347-19362205 REVERSEnot assigned not assigned NagD PRK10444"	PS.photorespiration.phosphoglycolate phosphatase	1_2_1

CUST_81310_PI403524517	2	-0.03596306	0.30320644	-0.013999939	0.004445076	-0.004445076	0.15941525	35_23322	Rep: H0818E04.11 protein - Oryza sativa (Rice)	UniRef90_Q01JH2	CHR1V7|COORD:17375444..17377745| protein phosphatase 2C-related / PP2C-related	AT1G47380.1	CHR04V5|COORD:22174758..22170230|protein catalytic/ protein phosphatase type 2C, putative, expressed	LOC_Os04g37660.1	no descriptionvery weakly similar to (51.6)AT1G47380| Symbols:  | protein phosphatase 2C-related / PP2C-related | chr1:17375444-17377745 REVERSE	protein.postranslational modification	29_4

CUST_89904_PI403524517	2	0.014739037	0.35465908	-0.014738083	-0.39821625	-0.5035496	0.2988186	35_25719	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_23933_PI399408534	2	0.7536402	1.128952	1.0000868	-1.0207162	-0.7536392	-1.1939602	35_27247	"Cluster: MADS-box transcription factor TaAGL42; n=1; Triticum aestivum|Rep: MADS-box transcription factor TaAGL42 - Triticum aestivum (Wheat)"	UniRef90_Q1G167	"CHR4V7|COORD:12023957..12027432| AGL19 (AGAMOUS-LIKE 19); transcription factor"	AT4G22950.1	CHR01V5|COORD:40671221..40691433|protein MADS-box transcription factor 8, putative, expressed	LOC_Os01g69850.1	" no descriptionvery weakly similar to (90.1)AT4G22950| Symbols: GL19, AGL19 | AGL19 (AGAMOUS-LIKE 19); transcription factor | chr4:12023957-12027432 REVERSEvery weakly similar to (94.0)MAD50_ORYSAnot assigned not assigned MADS_MEF2_like MADS MADS MADS_SRF_like SRF-TF ARG80 "	RNA.regulation of transcription.MADS box transcription factor family	27_3_24

CUST_14104_PI404877155	2	-0.08934593	0.048887253	0.03691864	-0.032217026	-0.029420853	0.029421806	Contig7935_s_at	DNAJ heat shock N-terminal domain-containing protein [Arabidopsis thaliana]	NP_567329.1	DNAJ heat shock N-terminal domain-containing protein	At4g07990.1	protein putative DnaJ protein	Os03g51830	"DNAJ heat shock N-terminal domain-containing protein, similar to SP:Q9QYI5 DnaJ homolog subfamily B member 10 Mus musculus ; contains Pfam profile PF00226 DnaJ domain"	stress.abiotic.heat	20_2_1

CUST_167544_PI403524517	2	0.17054081	-0.4344206	0.05660057	-0.056601524	0.115885735	-0.05786228	35_46667	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_16496_PI403524517	2	-0.045000553	0.045000076	0.76549053	2.180993	-0.97618675	-0.60452557	35_4763	"Cluster: Cell death associated protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Cell death associated protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6J657	CHR5|COORD:2007601..2011042| expressed protein, similar to PrMC3 (Pinus radiata) GI:5487873	AT5G06570.2	CHR05V5|COORD:19954697..19956503|protein hsr203J, putative, expressed	LOC_Os05g33940.1	"no descriptionweakly similar to ( 137)AT5G06570| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G16080.1); similar to CXE carboxylesterase [Actinidia deliciosa] (GB:ABB89016.1); contains InterPro domain Esterase/lipase/thioesterase; (InterPro:IPR000379); contains InterPro domain Alpha/beta hydrolase fold-3; (InterPro:IPR013094) | chr5:2008076-2011014 REVERSEvery weakly similar to (97.1)GID1_ORYSAnot assigned not assigned Abhydrolase_3 Aes"	not assigned.no ontology	35_1

CUST_57279_PI403524517	2	0.1512022	-0.17623234	0.0055036545	-0.0055036545	0.08886051	-0.022057533	35_16336	"Cluster: Hypothetical protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XXP7	"CHR1V7|COORD:25155224..25159695| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G68790.1); similar to nuclear matrix constituent protein-related"	AT1G67230.1	CHR02V5|COORD:29382690..29376507|protein nuclear matrix constituent protein 1, putative, expressed	LOC_Os02g48010.1	"no descriptionmoderately similar to ( 233)AT1G67230| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G68790.1); similar to nuclear matrix constituent protein-related [Arabidopsis thaliana] (TAIR:AT1G13220.2); similar to nuclear matrix constituent protein 1 (NMCP1) [Daucus carota] (GB:BAA20407.1); contains InterPro domain Spectrin repeat; (InterPro:IPR002017); contains InterPro domain tRNA-binding arm; (InterPro:IPR010978) | chr1:25155224-25159695 REVERSEvery weakly similar to (62.8)IF3A_MAIZEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Smc SbcC Myosin_tail_1 PRK03918 MAD PRK02224 PRK01156 COG1340 HOOK SCP-1 Caldesmon PRK04778 EzrA Filament PRK12704 mukB TPR_MLP1_2 HEC1 CALCOCO1 EzrA DUF827 ERM COG5022 COG4717 COG4487 SART-1 MukB COG1293 COG1579 MDN1 COG4942 COG4372 SPEC Tropomyosin DUF869 Spc7 PRK11637 PRK00106 PRK11281 Tektin APG6 DUF1167 Utp14"	not assigned.unknown	35_2

CUST_11240_PI404877155	2	-0.0064020157	0.0064029694	0.06739712	-0.05951023	0.121956825	-0.09883499	Contig4913_at	AT5g64840/MXK3_6 [Arabidopsis thaliana] gb|AAN18079.1| At5g64840/MXK3_6 [Arabidopsis thaliana]	AAL08291.1	ABC transporter family protein	At5g64840.1	protein Similar to ABC transporter, ATP-binding protein	Os11g39020	ABC transporter family protein	transport.ABC transporters and multidrug resistance systems	34_16

CUST_92098_PI403524517	2	0.15109968	0.4703641	-0.15109968	0.4211645	-0.57798624	-0.18023825	35_26337	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_27852_PI403524517	2	0.07495594	0.43675566	-0.018202305	0.018202305	-0.3312106	-0.18735456	35_8054	"Cluster: Hypothetical protein OJ1211_G06.10; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1211_G06.10 - Oryza sativa (japonica cultiv"	UniRef90_Q6ZIU3	0	0	CHR09V5|COORD:20082963..20082430|protein expressed protein	LOC_Os09g34020.1	no description	not assigned.unknown	35_2

CUST_44515_PI403524517	2	0.13108349	0.04607916	-0.09893417	0.2744031	-0.057366848	-0.04607916	35_12770	Cluster: Hypothetical protein OSJNBb0016P23.2 (Os03g0579000 protein) (Membrane- associated zinc metalloprotease family protein, expressed) (Putative sterol-regu	UniRef90_Q84NY6	CHR1V7|COORD:1482680..1484005| membrane-associated zinc metalloprotease, putative	AT1G05140.1	CHR03V5|COORD:21180566..21178626|protein expressed protein	LOC_Os03g38230.1	 no descriptionweakly similar to ( 135)AT1G05140| Symbols:  | membrane-associated zinc metalloprotease, putative | chr1:1482680-1484005 FORWARDCOG0750 Peptidase_M50 PRK10779 	protein.degradation.metalloprotease	29_5_7

CUST_74723_PI403524517	2	0.08083153	-0.005832672	-0.079185486	0.07090759	-0.052064896	0.0058317184	35_21426	"Cluster: Hypothetical protein P0677H08.1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0677H08.1 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q5N972	0	0	CHR01V5|COORD:37878826..37883351|protein expressed protein	LOC_Os01g64720.2	no description	not assigned.unknown	35_2

CUST_136216_PI403524517	2	0.37735605	0.24285984	0.03947115	-0.1786027	-0.5798464	-0.03947115	35_38200	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_165818_PI403524517	2	-0.056893826	0.26165438	-0.034399986	0.034399986	0.14970493	-0.3051257	35_46201	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QQX3	CHR3V7|COORD:6701393..6704077| sodium:dicarboxylate symporter	AT3G19340.1	CHR12V5|COORD:17606379..17612545|protein expressed protein	LOC_Os12g29550.1	no descriptionweakly similar to ( 161)AT3G19340| Symbols:  | sodium:dicarboxylate symporter | chr3:6701393-6704077 REVERSE	not assigned.unknown	35_2

CUST_71197_PI403524517	2	0.055231094	0.32175827	-0.042705536	-0.15320301	0.042705536	-0.11017132	35_20397	"Cluster: Hypothetical protein OSJNBa0077J22.4; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0077J22.4 - Oryza sativa (japonica cu"	UniRef90_Q6ASR8	CHR5V7|COORD:9789902..9792238| serine-type peptidase/ trypsin	AT5G27660.1	CHR05V5|COORD:2608259..2603989|protein expressed protein	LOC_Os05g05330.1	no descriptionDegQ	not assigned.unknown	35_2

CUST_2227_PI404877155	2	-0.08401203	0.34090042	-0.033686638	0.03368759	-0.09130287	0.08536911	Contig12575_at	lipase class 3 family protein [Arabidopsis thaliana]	NP_197365.1	lipase class 3 family protein	At5g18640.1	protein triacylglycerol lipase	Os11g43510	"lipase class 3 family protein, low similarity to Triacylglycerol Acylhydrolase (E.C.3.1.1.3) (Rhizomucor miehei) GI:230348; contains Pfam profile PF01764: Lipase"	lipid metabolism.lipid degradation.lipases	11_9_2

CUST_20848_PI403524517	2	-1.357377	-1.0852218	1.2963567	1.5152202	1.0852222	-1.7168121	35_6054	"Cluster: MATE efflux family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: MATE efflux family protein, expressed - Oryza sativa (japonica"	UniRef90_Q10HY8	CHR3V7|COORD:7638757..7641868| MATE efflux family protein	AT3G21690.1	CHR03V5|COORD:20701948..20680018|protein transparent testa 12 protein, putative, expressed	LOC_Os03g37411.1	no descriptionmoderately similar to ( 337)AT3G21690| Symbols:  | MATE efflux family protein | chr3:7638757-7641868 FORWARDnot assigned MatE NorM PRK01766 PRK00187	transport.misc	34_99

CUST_66578_PI403524517	2	-0.0038452148	0.0250206	0.12521267	-0.025156975	0.0038442612	-0.08337784	35_19012	"Cluster: Stress-responsive protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Stress-responsive protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XBH1	CHR3V7|COORD:5882324..5882902| stable protein 1-related	AT3G17210.1	CHR01V5|COORD:18586411..18594043|protein pop3 peptide, putative, expressed	LOC_Os01g33160.1	no descriptionweakly similar to ( 141)AT3G17210| Symbols:  | stable protein 1-related | chr3:5882324-5882902 FORWARDDabb	not assigned.no ontology	35_1

CUST_128435_PI403524517	2	-0.040833473	0.06363964	-0.027744293	0.071290016	0.02774334	-0.11780834	35_36103	"Cluster: Putative disease resistance protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative disease resistance protein - Oryza sativa (japonica"	UniRef90_Q6YTK4	CHR4V7|COORD:2033425..2035944| disease resistance family protein	AT4G04220.1	CHR08V5|COORD:10138356..10136050|protein receptor-like protein kinase precursor, putative, expressed	LOC_Os08g16580.1	no description	not assigned.unknown	35_2

CUST_12128_PI404877155	2	-0.014660835	0.53920174	-0.031485558	0.10496521	0.014661789	-0.077757835	Contig5852_at	putative gamma hydroxybutyrate dehydrogenase [Oryza sativa (japonica cultivar-group)]	NP_918497.1	6-phosphogluconate dehydrogenase NAD-binding domain-containing protein	At1g17650.1	protein expressed protein	Os01g39270	putative gamma hydroxybutyrate dehydrogenase	OPP.oxidative PP.6-phosphogluconate dehydrogenase	7_1_03

CUST_58461_PI403524517	2	-0.039211273	0.10263729	0.08448219	0.005993843	-0.010784149	-0.005993843	35_16674	Rep: Putative transmembrane protein Tmp21 - Oryza sativa (japonica cultivar-group)	UniRef90_Q69TX8	CHR1V7|COORD:3104659..3106094| emp24/gp25L/p24 family protein	AT1G09580.1	CHR06V5|COORD:5618106..5620750|protein transmembrane emp24 domain-containing protein 10 precursor, putative, expressed	LOC_Os06g10760.1	no descriptionmoderately similar to ( 252)AT1G09580| Symbols:  | emp24/gp25L/p24 family protein | chr1:3104659-3106094 FORWARDnot assigned not assigned not assigned not assigned not assigned EMP24_GP25L PRK12323	transport.misc	34_99

CUST_28426_PI403524517	2	0.060507774	0.12607384	-0.050970078	-0.11113262	0.02586937	-0.025868416	35_8216	"Cluster: Hypothetical protein OJ1149_C12.11; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1149_C12.11 - Oryza sativa (japonica cultiv"	UniRef90_Q6K974	"CHR4V7|COORD:5797778..5800250| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G14680.1); similar to unnamed protein product [Tetraodon"	AT4G09060.1	CHR02V5|COORD:35747760..35745528|protein expressed protein	LOC_Os02g58470.1	"no descriptionvery weakly similar to (75.1)AT4G09060| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G14680.1); similar to unnamed protein product [Tetraodon nigroviridis] (GB:CAF96234.1); similar to Os02g0831400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001048619.1); contains InterPro domain Prefoldin; (InterPro:IPR009053) | chr4:5797778-5800250 REVERSEnot assigned not assigned Smc PRK12678"	not assigned.unknown	35_2

CUST_32878_PI399408534	2	-0.15583038	0.1280756	0.34548187	-0.15239811	0.09885979	-0.09886074	35_4922	"Cluster: Os01g0235700 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os01g0235700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JP90	CHR2V7|COORD:19098259..19099959| basic helix-loop-helix (bHLH) family protein	AT2G46510.1	CHR01V5|COORD:7495193..7491859|protein helix-loop-helix DNA-binding domain containing protein, expressed	LOC_Os01g13460.1	no descriptionweakly similar to ( 199)AT2G46510| Symbols:  | basic helix-loop-helix (bHLH) family protein | chr2:19098259-19099959 REVERSEvery weakly similar to (67.0)ARRS_MAIZEAnthocyanin regulatory R-S protein - Zea mays (Maize)HLH HLH HLH	RNA.regulation of transcription.bHLH,Basic Helix-Loop-Helix family	27_3_6

CUST_1720_PI404877155	2	0.077653885	-0.36604977	-0.25335217	-0.015405655	0.015406609	0.068258286	Contig11950_at	putative stearoyl-acyl-carrier protein desaturase [Oryza sativa (japonica cultivar-group)] ref|XP_468738.1| putative stearoyl-acyl-carrier p	AAP20854.1	acyl-(acyl-carrier-protein) desaturase, putative / stearoyl-ACP desaturase, putative	At3g02620.1	protein putative stearoyl-acyl-carrier protein desaturase	Os03g30950	"acyl-(acyl-carrier-protein) desaturase, putative / stearoyl-ACP desaturase, putative, similar to Acyl-(acyl-carrier protein) desaturase from Spinacia oleracea SP:P28645, Olea europaea SP:Q43593; contains Pfam profile PF03405 Fatty acid desaturase"	lipid metabolism.FA synthesis and FA elongation.ACP desaturase	11_1_15

CUST_95927_PI403524517	2	-0.26677513	0.7722702	0.20053291	-0.11463642	-0.14471054	0.11463642	35_27408	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_14774_PI404877155	2	0.08767128	-0.118186	-0.100281715	0.0032291412	-0.0032291412	0.08719826	Contig8590_at	putative tubby-like protein [Oryza sativa (japonica cultivar-group)] dbj|BAD08037.1| putative tubby-like protein [Oryza sativa (japonica	XP_467371.1	tubby-like protein 2 (TULP2)	At2g18280.1	protein F-box domain, putative	Os02g47640	tubby-like protein	RNA.regulation of transcription.TUB transcription factor family	27_3_31

CUST_17754_PI399408534	2	0.033800125	-0.0138607025	0.08549976	-0.1656456	-0.26789665	0.013861656	35_12807	"Cluster: HEAT repeat family protein, expressed; n=4; Oryza sativa (japonica cultivar-group)|Rep: HEAT repeat family protein, expressed - Oryza sativa (japonica"	UniRef90_Q2RAU4	CHR2V7|COORD:11417203..11430676| binding	AT2G26780.1	CHR12V5|COORD:1681837..1674882|protein proteasome-associated protein ECM29, putative, expressed	LOC_Os12g04030.1	no descriptionmoderately similar to ( 263)AT2G26780| Symbols:  | binding | chr2:11417203-11430676 FORWARDnot assigned	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_139284_PI403524517	2	0.0385828	0.40492153	-0.03858185	-0.11157417	-0.60004616	0.1586914	35_39065	Rep: H0112G12.4 protein - Oryza sativa (Rice)	UniRef90_Q01JL6	"CHR3V7|COORD:4411941..4419327| MAPKKK7 (MAP3K EPSILON PROTEIN KINASE); kinase"	AT3G13530.1	CHR04V5|COORD:33500162..33488354|protein MAPKKK7, putative, expressed	LOC_Os04g56530.1	" no descriptionweakly similar to ( 186)AT3G13530| Symbols: MAP3KE1, MAPKKK7 | MAPKKK7 (MAP3K EPSILON PROTEIN KINASE); kinase | chr3:4411941-4419327 REVERSEvery weakly similar to (64.3)KPRO_MAIZEPutative receptor protein kinase ZmPK1 precursor - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase TyrKc Pkinase_Tyr PTKc SPS1 PTKc_Jak_rpt2 PTKc_Trk PTKc_Fes_like PTKc_InsR_like PTKc_Csk_like PTK_CCK4 PTKc_Tyk2_rpt2 PTKc_Jak1_rpt2 PTKc_Tec_like PTKc_FGFR2 PTKc_FGFR PTKc_Fer PTKc_Abl PTKc_Fes PTKc_Chk PTKc_Jak2_Jak3_rpt2 PTKc_c-ros PTKc_FGFR4 PTKc_FGFR1 PTKc_RET PTKc_Ror PTKc_Itk "	protein.postranslational modification	29_4

CUST_2536_PI403524517	2	0.020389557	0.28844738	-0.020389557	-0.15627098	-0.059970856	0.08522129	35_693	"Cluster: Os03g0143800 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os03g0143800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DV83	"CHR5V7|COORD:6097458..6104785| KLK (KLUNKER); transcriptional activator"	AT5G18410.1	CHR03V5|COORD:2412033..2428326|protein protein PIR, putative, expressed	LOC_Os03g05020.1	 no descriptionmoderately similar to ( 487)AT5G18410| Symbols: PIR, SRA1, KLK, PIR121, PIRP | KLK (KLUNKER) | chr5:6098595-6104785 REVERSEnot assigned FragX_IP 	not assigned.no ontology	35_1

CUST_861_PI403524517	2	0.08920574	0.5244255	-0.33433104	-0.089205265	-0.69532204	0.12606049	35_225	Rep: OSIGBa0131F24.1 protein - Oryza sativa (Rice)	UniRef90_Q01MG8	CHR1V7|COORD:5878486..5879864| integral membrane family protein	AT1G17200.1	CHR04V5|COORD:12002197..12004847|protein salicylic acid-induced fragment 1 protein, putative, expressed	LOC_Os04g21320.1	no descriptionvery weakly similar to (87.4)AT1G17200| Symbols:  | integral membrane family protein | chr1:5878486-5879864 FORWARDDUF588	not assigned.no ontology	35_1

CUST_105516_PI403524517	2	0.1501813	0.07670832	-0.07670832	-0.17024565	-0.10640764	0.09741449	35_30050	"Cluster: Hypothetical protein P0563F09.7; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0563F09.7 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6YW96	CHR1V7|COORD:11399903..11405702| actin binding	AT1G31810.1	CHR09V5|COORD:1254785..1256020|protein PE-PGRS family protein, putative, expressed	LOC_Os09g02770.2	no description	not assigned.unknown	35_2

CUST_106129_PI403524517	2	-0.04989338	-0.66925097	0.048606396	0.13440418	0.35076427	-0.048606396	35_30210	"Cluster: Hypothetical protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53P99	CHR3V7|COORD:2677128..2679185| pentatricopeptide (PPR) repeat-containing protein	AT3G08820.1	CHR11V5|COORD:13486200..13488220|protein pentatricopeptide repeat protein PPR986-12, putative, expressed	LOC_Os11g24530.1	no descriptionvery weakly similar to (67.4)AT3G08820| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr3:2677128-2679185 REVERSE	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_152142_PI403524517	2	0.28818893	0.3198247	0.21279097	-0.21279049	-0.8859081	-0.5505204	35_42529	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_16981_PI403524517	2	0.090991974	-1.3517408	-0.07365036	0.14472246	-0.17688322	0.07365084	35_4907	"Cluster: Protein-tyrosine phosphatase containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Protein-tyrosine phosphatase"	UniRef90_Q2QX07	"CHR1|COORD:27030373..27032754| similar to protein tyrosine phosphatase; PTP [Phaseolus vulgaris] (GB:AAT35563.1); contains InterPro domain Protein"	AT1G71860.3	CHR12V5|COORD:3796496..3791111|protein receptor-type tyrosine-protein phosphatase S precursor, putative, expressed	LOC_Os12g07590.2	 no descriptionmoderately similar to ( 270)AT1G71860| Symbols: ATPTP1, PTP1 | PTP1 (PROTEIN TYROSINE PHOSPHATASE 1) | chr1:27030528-27032337 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned PTPc PTPc Y_phosphatase PTP2 PTPc_motif 	protein.postranslational modification	29_4

CUST_47569_PI403524517	2	0.11276007	-0.42248583	-0.30067873	0.049302578	-0.049302578	0.072915554	35_13614	"Cluster: Os07g0417800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0417800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D6Z1	0	0	CHR07V5|COORD:13281970..13274520|protein hypothetical protein	LOC_Os07g23494.1	no descriptionnot assigned Glyco_transf_34	not assigned.unknown	35_2

CUST_158922_PI403524517	2	-0.015798569	-0.12147188	0.015798569	0.23984385	-0.264503	0.09550476	35_44362	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_83601_PI403524517	2	-0.006714821	-0.10970497	-0.07113457	0.079164505	0.019720078	0.0067157745	35_23970	"Cluster: Hypothetical protein P0486H12.3; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0486H12.3 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q69XL0	CHR5V7|COORD:3595558..3597077| OCP3 (OVEREXPRESSOR OF CATIONIC PEROXIDASE 3)	AT5G11270.1	CHR06V5|COORD:23731558..23733539|protein OCP3, putative, expressed	LOC_Os06g39906.1	no descriptionweakly similar to ( 172)AT5G11270| Symbols: OCP3 | OCP3 (OVEREXPRESSOR OF CATIONIC PEROXIDASE 3) | chr5:3595558-3597077 REVERSE	not assigned.unknown	35_2

CUST_70358_PI403524517	2	-0.057448387	0.020035744	-0.011316299	-0.015871048	0.011317253	0.036177635	35_20151	"Cluster: Ribosomal protein L29 protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Ribosomal protein L29 protein-like - Oryza sativa (japonica cultiv"	UniRef90_Q658I1	CHR1V7|COORD:2422546..2423389| ribosomal protein L29 family protein	AT1G07830.1	CHR06V5|COORD:1511827..1515435|protein 39S ribosomal protein L47, mitochondrial precursor, putative, expressed	LOC_Os06g03790.1	no descriptionweakly similar to ( 191)AT1G07830| Symbols:  | ribosomal protein L29 family protein | chr1:2422546-2423389 FORWARDnot assigned MRP-L47	protein.synthesis.misc ribososomal protein	29_2_2

CUST_77847_PI403524517	2	0.0022420883	0.44468784	-0.024189949	-0.010165215	0.0068883896	-0.0022420883	35_22319	"Cluster: Hypothetical protein OJ1005_B11.16; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1005_B11.16 - Oryza sativa (japonica cultiv"	UniRef90_Q6L529	0	0	CHR05V5|COORD:25309315..25307526|protein IQ calmodulin-binding motif family protein, expressed	LOC_Os05g43670.1	no description	not assigned.unknown	35_2

CUST_25920_PI399408534	2	0.11697483	-0.53221226	-0.43130398	0.33813572	-0.116975784	0.19340992	35_20129	"Cluster: Probable indole-3-acetic acid-amido synthetase GH3.8; n=2; Oryza sativa|Rep: Probable indole-3-acetic acid-amido synthetase GH3.8 - Oryza sativa (Rice)"	UniRef90_Q7XIN9	"CHR4V7|COORD:17579716..17581762| YDK1 (AUXIN UPREGULATED1, YADOKARI 1); indole-3-acetic acid amido synthetase"	AT4G37390.1	CHR07V5|COORD:24150384..24147954|protein indole-3-acetic acid-amido synthetase GH3.8, putative, expressed	LOC_Os07g40290.1	" no descriptionmoderately similar to ( 478)AT4G37390| Symbols: GH3.2, BRU6, GH3-2, AUR3, YDK1 | YDK1 (AUXIN UPREGULATED1, YADOKARI 1); indole-3-acetic acid amido synthetase | chr4:17579716-17581762 FORWARDhighly similar to ( 587)GH38_ORYSAnot assigned not assigned not assigned not assigned GH3 PRK07003 PRK12323 PRK07764 "	hormone metabolism.auxin.induced-regulated-responsive-activated	17_2_3

CUST_24813_PI403524517	2	0.09941101	-0.1536951	-0.091355324	-0.03139496	0.031395912	0.12670994	35_7198	Rep: Putative tRNA synthase - Oryza sativa (Rice)	UniRef90_Q94HL3	CHR5V7|COORD:4660242..4662546| pseudouridylate synthase TruB family protein	AT5G14460.1	CHR05V5|COORD:431252..426774|protein pseudouridylate synthase/ transporter, putative, expressed	LOC_Os05g01750.1	 no descriptionmoderately similar to ( 422)AT5G14460| Symbols:  | pseudouridylate synthase TruB family protein | chr5:4660242-4662546 REVERSEvery weakly similar to (61.6)RAA2_CHLRETrans-splicing factor Raa2, chloroplast precursor - Chlamydomonas reinhardtiinot assigned not assigned PseudoU_synth_EcTruB truB PseudoU_synth_TruB_like truB truB TruB truB truB truB truB truB truB truB truB truB TruB_N PseudoU_synth_hDyskerin PseudoU_synth_TruB_4 PRK04270 truB truB PseudoU_synth_hTruB2_like 	protein.aa activation.pseudouridylate synthase	29_1_30

CUST_21461_PI403524517	2	-0.088376045	0.15744591	-0.0473814	0.0473814	-0.17136097	0.5768814	35_6230	"Cluster: Os06g0714200 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os06g0714200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D9I7	CHR2V7|COORD:19190038..19193500| calcium-dependent protein kinase, putative / CDPK, putative	AT2G46700.1	CHR06V5|COORD:30300725..30307151|protein CDPK-related protein kinase, putative, expressed	LOC_Os06g50030.1	 no descriptionweakly similar to ( 199)AT2G46700| Symbols:  | calcium-dependent protein kinase, putative / CDPK, putative | chr2:19190038-19193500 REVERSEweakly similar to ( 167)CRK_DAUCACDPK-related protein kinase - Daucus carota (Carrot)	protein.postranslational modification	29_4

CUST_85334_PI403524517	2	-0.39733028	-0.53308487	0.3544712	0.22730827	0.025328636	-0.02532959	35_24445	"Cluster: Putative phosphoglycerate mutase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative phosphoglycerate mutase - Oryza sativa (japonica"	UniRef90_Q6Z8J0	CHR1V7|COORD:7826592..7828044| phosphoglycerate/bisphosphoglycerate mutase family protein	AT1G22170.1	CHR02V5|COORD:31591755..31594771|protein 2,3-bisphosphoglycerate-dependent phosphoglycerate mutase, putative, expressed	LOC_Os02g51590.1	no descriptionweakly similar to ( 158)AT1G22170| Symbols:  | phosphoglycerate/bisphosphoglycerate mutase family protein | chr1:7826592-7828044 FORWARDnot assigned PRK01112 GpmA PRK01295	glycolysis.phosphoglycerate mutase	4_11

CUST_97103_PI403524517	2	0.06020832	-0.06269741	-0.060207844	0.06986523	-0.24494934	0.48503304	35_27731	"Cluster: Retrotransposon protein, putative, unclassified, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Retrotransposon protein, putative, unclass"	UniRef90_Q2QSH9	0	0	CHR12V5|COORD:13668467..13663619|protein retrotransposon protein, putative, unclassified, expressed	LOC_Os12g24050.1	no description	not assigned.unknown	35_2

CUST_53201_PI403524517	2	0.12709236	-1.6693115	-0.12709236	0.14296246	0.19199133	-0.22672176	35_15143	Rep: Os06g0548000 protein - Oryza sativa (japonica cultivar-group)	UniRef90_Q0DBN4	CHR2V7|COORD:13186089..13188763| ASP1 (ASPARTATE AMINOTRANSFERASE 1)	AT2G30970.1	CHR06V5|COORD:20730774..20726095|protein aspartate aminotransferase, mitochondrial precursor, putative, expressed	LOC_Os06g35540.1	 no descriptionhighly similar to ( 707)AT2G30970| Symbols: ASP1 | ASP1 (ASPARTATE AMINOTRANSFERASE 1) | chr2:13186089-13188763 FORWARDmoderately similar to ( 413)AATC_DAUCAAspartate aminotransferase, cytoplasmic - Daucus carota (Carrot)not assigned not assigned TyrB PRK09257 Aminotran_1_2 	amino acid metabolism.synthesis.central amino acid metabolism.aspartate.aspartate aminotransferase	13_1_1_2_1

CUST_89406_PI403524517	2	0.34716606	0.14517212	-0.14517164	-0.55106354	-0.1464343	1.3752089	35_25575	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_61968_PI403524517	2	0.037060738	0.047023773	-0.010466576	-0.03239727	0.010466576	-0.09590721	35_17677	"Cluster: Putative cop-coated vesicle membrane protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative cop-coated vesicle membrane protein - Oryza sat"	UniRef90_Q84MP2	CHR3V7|COORD:8087380..8088557| emp24/gp25L/p24 protein-related	AT3G22845.1	CHR03V5|COORD:30549961..30546792|protein suppressor/enhancer of lin-12 protein 9 precursor, putative, expressed	LOC_Os03g53310.1	no descriptionmoderately similar to ( 298)AT3G22845| Symbols:  | emp24/gp25L/p24 protein-related | chr3:8087380-8088557 FORWARDnot assigned not assigned not assigned not assigned not assigned EMP24_GP25L	not assigned.no ontology	35_1

CUST_55069_PI403524517	2	-1.6514568	-0.08251953	0.08251858	0.4041996	1.1079292	-1.0859089	35_15675	"Cluster: Os06g0683700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0683700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DA18	CHR4V7|COORD:6374801..6375073| wound-responsive family protein	AT4G10270.1	CHR02V5|COORD:3279685..3279951|protein wound induced protein, putative, expressed	LOC_Os02g06560.1	no descriptionvery weakly similar to (51.6)AT4G10270| Symbols:  | wound-responsive family protein | chr4:6374801-6375073 FORWARD	stress.abiotic.touch/wounding	20_2_4

CUST_13560_PI403524517	2	-0.057958126	0.16288662	0.057958126	-0.25230837	-0.44238663	0.8714013	35_3887	"Cluster: Tryptophan decarboxylase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Tryptophan decarboxylase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6BD07	CHR2V7|COORD:8786885..8789571| tyrosine decarboxylase, putative	AT2G20340.1	CHR01V5|COORD:32829805..32827863|protein tyrosine/DOPA decarboxylase 2, putative, expressed	LOC_Os01g56380.1	 no descriptionweakly similar to ( 108)AT2G20340| Symbols:  | tyrosine decarboxylase, putative | chr2:8786885-8789571 FORWARDweakly similar to ( 122)TYDC2_PETCRTyrosine decarboxylase 2 - Petroselinum crispum (Parsley) (Petroselinum hortense)not assigned Pyridoxal_deC 	secondary metabolism.N misc.alkaloid-like	16_4_1

CUST_160433_PI403524517	2	0.018557549	0.087965965	-0.08208752	-0.018557549	0.054512024	-0.018770218	35_44770	Rep: H0425E08.5 protein - Oryza sativa (Rice)	UniRef90_Q01IA3	CHR3V7|COORD:21961552..21970128| protein kinase family protein	AT3G59410.1	CHR04V5|COORD:24412136..24416746|protein serine/threonine-protein kinase GCN2, putative	LOC_Os04g41530.1	no descriptionweakly similar to ( 136)AT3G59410| Symbols:  | protein kinase family protein | chr3:21961552-21970128 FORWARDnot assigned not assigned HisRS_anticodon	protein.postranslational modification	29_4

CUST_56929_PI403524517	2	-0.42900658	0.11007023	-0.11007023	0.32449818	-0.12882614	0.16273499	35_16224	Rep: H0702G05.9 protein - Oryza sativa (Rice)	UniRef90_Q25AI4	CHR4V7|COORD:14048505..14050124| protein phosphatase 2C, putative / PP2C, putative	AT4G28400.1	CHR04V5|COORD:30660485..30656140|protein protein phosphatase 2C homolog 1, putative, expressed	LOC_Os04g52000.1	 no descriptionweakly similar to ( 197)AT4G28400| Symbols:  | protein phosphatase 2C, putative / PP2C, putative | chr4:14048505-14050124 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned PP2Cc PP2Cc PP2C PTC1 	protein.postranslational modification	29_4

CUST_14921_PI404877155	2	0.10111046	-0.495409	-0.1459055	0.24557495	-0.08553028	0.08552933	Contig8749_at	putative glycerophosphoryl diester phosphodiesterase 2 precursor [Oryza sativa (japonica cultivar-group)] ref|XP_507284.1| PREDICTED OJ1506_	XP_483218.1	glycerophosphoryl diester phosphodiesterase family protein	At5g55480.1	protein Glycerophosphoryl diester phosphodiesterase family, putative	Os08g39350	NONE	lipid metabolism.lipid degradation.lysophospholipases	11_9_3

CUST_99296_PI403524517	2	0.11553764	-0.027434349	0.0129823685	-0.11922264	0.027522087	-0.012983322	35_28343	"Cluster: Putative aconitate hydratase, cytoplasmic; n=1; Oryza sativa|Rep: Putative aconitate hydratase, cytoplasmic - Oryza sativa (Rice)"	UniRef90_Q6YZX6	CHR2V7|COORD:2141588..2146347| aconitate hydratase, cytoplasmic, putative / citrate hydro-lyase/aconitase, putative	AT2G05710.1	CHR08V5|COORD:5328607..5321187|protein aconitate hydratase, cytoplasmic, putative, expressed	LOC_Os08g09200.1	 no descriptionweakly similar to ( 184)AT2G05710| Symbols:  | aconitate hydratase, cytoplasmic, putative / citrate hydro-lyase/aconitase, putative | chr2:2141588-2146347 FORWARDmoderately similar to ( 205)ACOC_ORYSAnot assigned PRK09277 acnA AcnA 	TCA / org. transformation.TCA.aconitase	8_1_3

CUST_151672_PI403524517	2	5.092621E-4	0.40675163	0.12789917	-0.27712822	-0.09470558	-5.1021576E-4	35_42409	Rep: B0812A04.7 protein - Oryza sativa (Rice)	UniRef90_Q25A91	"CHR2V7|COORD:334774..336424| VIT1 (VACUOLAR IRON TRANSPORTER 1); iron ion transporter"	AT2G01770.1	CHR04V5|COORD:22918189..22915154|protein protein CCC1, putative, expressed	LOC_Os04g38940.2	"no descriptionvery weakly similar to (74.3)AT2G01770| Symbols: VIT1 | VIT1 (VACUOLAR IRON TRANSPORTER 1); iron ion transporter | chr2:334774-336424 REVERSEnot assigned CCC1 CCC1_like DUF125 Nodulin-21_like_2"	not assigned.no ontology	35_1

CUST_52356_PI403524517	2	-0.35358238	-0.9042835	-0.0089383125	0.3134899	0.0089383125	0.72302437	35_14920	Rep: Caffeic acid O-methyltransferase - Triticum aestivum (Wheat)	UniRef90_Q84N28	CHR5V7|COORD:21999301..22001393| ATOMT1 (O-METHYLTRANSFERASE 1)	AT5G54160.1	CHR08V5|COORD:3334615..3331407|protein quercetin 3-O-methyltransferase 1, putative, expressed	LOC_Os08g06100.1	 no descriptionmoderately similar to ( 257)AT5G54160| Symbols: OMT1, ATOMT1 | ATOMT1 (O-METHYLTRANSFERASE 1) | chr5:21999301-22001393 FORWARDmoderately similar to ( 334)OMT1_ORYSAnot assigned not assigned not assigned Methyltransf_2 Dimerisation 	secondary metabolism.phenylpropanoids.lignin biosynthesis.COMT	16_2_1_9

CUST_166887_PI403524517	2	-0.041760445	0.24914932	0.041760445	0.19648027	-0.7973628	-0.990427	35_46490	"Cluster: Outer mitochondrial membrane protein porin; n=1; Triticum aestivum|Rep: Outer mitochondrial membrane protein porin - Triticum aestivum (Wheat)"	UniRef90_P46274	CHR3V7|COORD:85761..87619| porin, putative	AT3G01280.1	CHR09V5|COORD:11804588..11814324|protein isochorismate synthase 1, chloroplast precursor, putative, expressed	LOC_Os09g19734.3	 no descriptionweakly similar to ( 125)AT3G01280| Symbols:  | porin, putative | chr3:85761-87619 FORWARDweakly similar to ( 198)VDAC1_WHEATOuter mitochondrial membrane protein porin - Triticum aestivum (Wheat)not assigned Porin_3 	transporter.sugars	34_2

CUST_798_PI404877155	2	-0.010763168	0.6322136	0.010764122	-0.12539768	0.01876545	-0.055277824	Contig10758_at	calmodulin-binding family protein [Arabidopsis thaliana]	NP_188858.1	calmodulin-binding family protein	At3g22190.1	protein gene_id:MKA23.10	Os12g42430	NONE	signalling.calcium	30_3

CUST_52644_PI403524517	2	-0.13404179	-0.069909096	0.11282492	0.06990862	-0.5098491	1.4339314	35_14998	"Cluster: Os03g0388900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os03g0388900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DRF7	0	0	CHR03V5|COORD:15511221..15509375|protein LOL3, putative, expressed	LOC_Os03g27120.1	no description	not assigned.unknown	35_2

CUST_17436_PI403524517	2	0.20636177	-0.34308147	-0.12010288	0.120103836	-0.20013905	0.22124672	35_5035	"Cluster: Protein phosphatase 2c, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Protein phosphatase 2c, putative, expressed - Oryza sativ"	UniRef90_Q2RBJ6	CHR1V7|COORD:29967824..29969813| protein phosphatase type 2C	AT1G79630.3	CHR11V5|COORD:421278..424473|protein catalytic/ protein phosphatase type 2C, putative, expressed	LOC_Os11g01790.1	no descriptionmoderately similar to ( 213)AT1G79630| Symbols:  | protein phosphatase type 2C | chr1:29967824-29969813 REVERSEnot assigned not assigned not assigned not assigned PP2Cc PP2Cc PP2C PTC1	protein.postranslational modification	29_4

CUST_27228_PI403524517	2	-0.112457275	-0.12632942	-0.033849716	0.2108326	0.033848763	0.11144066	35_7885	"Cluster: Os01g0234700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0234700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JP98	"CHR4V7|COORD:12436141..12436704| similar to proline-rich family protein [Arabidopsis thaliana] (TAIR:AT1G64450.1); similar to Harpin-induced 1"	AT4G23930.1	CHR01V5|COORD:7434671..7436316|protein harpin-induced protein, putative, expressed	LOC_Os01g13340.1	"no descriptionvery weakly similar to (51.6)AT4G23930| Symbols:  | similar to proline-rich family protein [Arabidopsis thaliana] (TAIR:AT1G64450.1); similar to Harpin-induced 1 [Medicago truncatula] (GB:ABE94038.1); contains InterPro domain Harpin-induced 1; (InterPro:IPR010847) | chr4:12436141-12436704 REVERSE"	not assigned.no ontology	35_1

CUST_111756_PI403524517	2	0.05366516	0.27282333	-0.0032835007	-0.0303545	0.003282547	-0.1642456	35_31728	"Cluster: Os01g0169900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0169900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JQC8	CHR3V7|COORD:219891..221714| proline-rich family protein	AT3G01560.1	CHR05V5|COORD:4142800..4139078|protein proline-rich protein, putative, expressed	LOC_Os05g07730.1	no description	not assigned.unknown	35_2

CUST_13901_PI399408534	2	0.09367037	0.7843604	0.110088825	-0.23617458	-0.09367037	-0.19827747	35_8708	"Cluster: Os12g0294100 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os12g0294100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0INT5	CHR2V7|COORD:19578172..19580016| transducin family protein / WD-40 repeat family protein	AT2G47790.1	CHR12V5|COORD:11417316..11426516|protein nucleotide binding protein, putative, expressed	LOC_Os12g19590.2	no descriptionmoderately similar to ( 229)AT2G47790| Symbols:  | transducin family protein / WD-40 repeat family protein | chr2:19578172-19580016 REVERSEvery weakly similar to (51.6)GBB_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned WD40 COG2319	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_169060_PI403524517	2	0.11616516	0.31470013	0.05371952	-0.22545242	-0.05371952	-0.31220722	35_47081	"Cluster: Putative RNA-binding protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative RNA-binding protein - Oryza sativa (japonica"	UniRef90_Q7Y008	CHR5V7|COORD:1192462..1195414| glycine-rich RNA-binding protein	AT5G04280.1	CHR03V5|COORD:27087900..27083338|protein heterogeneous nuclear ribonucleoprotein A2 homolog 2, putative, expressed	LOC_Os03g47800.1	no descriptionweakly similar to ( 138)AT5G04280| Symbols:  | glycine-rich RNA-binding protein | chr5:1192462-1195414 FORWARDvery weakly similar to (90.1)GRP2_SINALGlycine-rich RNA-binding protein GRP2A - Sinapis alba (White mustard) (Brassica hirta)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned RRM COG0724 RRM_1	RNA.RNA binding	27_4

CUST_86916_PI403524517	2	0.46983242	1.0377488	0.12545156	-0.68063307	-0.5683098	-0.12545109	35_24892	Rep: Hypothetical protein - Phaeosphaeria nodorum SN15	UniRef90_Q0V6Z9	0	0	0	0	no description	not assigned.unknown	35_2

CUST_98065_PI403524517	2	-0.24178219	0.11162472	0.029314518	-0.029314041	-0.35254002	0.29662704	35_28003	Rep: Tubulin alpha-2 chain - Zea mays (Maize)	UniRef90_P14641	CHR1V7|COORD:24053777..24055959| TUA1 (ALPHA-1 TUBULIN)	AT1G64740.1	CHR11V5|COORD:7955967..7958851|protein tubulin alpha-3 chain, putative, expressed	LOC_Os11g14220.3	no descriptionvery weakly similar to (51.2)AT5G19780| Symbols: TUA5 | TUA5 (tubulin alpha-5) | chr5:6687214-6688928 FORWARDvery weakly similar to (51.2)TBA_WHEATTubulin alpha chain - Triticum aestivum (Wheat)alpha_tubulin COG5023	cell.organisation	31_1

CUST_83372_PI403524517	2	0.05908394	-1.6882892	-0.3766203	0.185709	0.05617714	-0.056178093	35_23905	Rep: Chloroplast sigma factor - Triticum aestivum (Wheat)	UniRef90_Q9ZP70	"CHR1V7|COORD:24102160..24104409| SIGA (SIGMA FACTOR A); DNA binding / DNA-directed RNA polymerase/ transcription factor"	AT1G64860.1	CHR08V5|COORD:3726097..3730177|protein RNA polymerase sigma factor rpoD, putative, expressed	LOC_Os08g06630.4	" no descriptionweakly similar to ( 122)AT1G64860| Symbols: SIG1, SIG2, SIGB, RPOD1, SIGA | SIGA (SIGMA FACTOR A); DNA binding / DNA-directed RNA polymerase/ transcription factor | chr1:24102160-24104409 FORWARDRpoD PRK05901 PRK05658 PRK09210 PRK07921 PRK07598 PRK07406 PRK06596 Sigma70_r4 "	RNA.transcription	27_2

CUST_8184_PI403524517	2	0.28622246	-1.7934446	-0.35706997	0.06285572	-0.011956215	0.011955261	35_2284	"Cluster: Hypothetical protein OSJNBa0019F11.18-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0019F11.18-1 - Oryza sativa (japon"	UniRef90_Q8H663	"CHR4V7|COORD:14017464..14018072| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G52270.1); similar to unknown protein [Oryza sativa (japonica"	AT4G28310.1	CHR06V5|COORD:875368..874373|protein expressed protein	LOC_Os06g02530.1	"no descriptionvery weakly similar to (93.2)AT4G28310| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G52270.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAC22207.1) | chr4:14017464-14018072 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07003 infB PRK12323 PRK12678 PRK07764 Atrophin-1 tolA APC_basic PRK07735 PRK05035 TT_ORF1 TolA"	not assigned.unknown	35_2

CUST_31626_PI403524517	2	0.05578661	0.3159647	-0.014857769	0.014858246	-0.018177032	-0.2377739	35_9127	"Cluster: Ubiquitin-activating enzyme E1-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: Ubiquitin-activating enzyme E1-like - Oryza sativa (japonica cult"	UniRef90_Q5ZDX5	CHR5V7|COORD:18632531..18635663| APG7 (AUTOPHAGY 7)	AT5G45900.1	CHR01V5|COORD:24713535..24707484|protein autophagy-related protein 7, putative, expressed	LOC_Os01g42850.2	 no descriptionmoderately similar to ( 202)AT5G45900| Symbols: ATAPG7, ATG7, APG7 | APG7 (AUTOPHAGY 7) | chr5:18632531-18635663 FORWARDnot assigned Apg7 ThiF ThiF_MoeB_HesA_family E1_enzyme_family ThiF 	protein.degradation.autophagy	29_5_2

CUST_135432_PI403524517	2	0.44825745	0.5428667	0.058380127	-0.14047909	-0.2974267	-0.058380127	35_37989	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_148671_PI403524517	2	0.02722311	0.24627495	-0.027223587	-0.661839	0.66536	-0.07480526	35_41594	"Cluster: Putative cobalt transport ATP-binding protein cbiO; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative cobalt transport ATP-binding protein cbiO"	UniRef90_Q5ZD09	CHR4V7|COORD:16098328..16100116| ATNAP13 (EMBRYO DEFECTIVE 2751)	AT4G33460.1	CHR01V5|COORD:32843876..32840542|protein cobalt import ATP-binding protein cbiO 2, putative, expressed	LOC_Os01g56400.1	 no descriptionweakly similar to ( 195)AT4G33460| Symbols: EMB2751, ATNAP13 | ATNAP13 (EMBRYO DEFECTIVE 2751) | chr4:16098328-16100116 REVERSEvery weakly similar to (67.0)CYSA_MESVIProbable sulfate/thiosulfate import ATP-binding protein cysA - Mesostigma viridenot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned ABC_cobalt_CbiO_domain1 CbiO ABC_Carb_Solutes_like ABC_NrtD_SsuB_transporters TauB PotA ABC_PotA_N FepC ZnuC ABC_Metallic_Cations CysA CcmA ABC_Iron-Siderophores_B12_Hemin MalK ABC_cobalt_CbiO_domain2 TauB tauB potA AbcC ABC_CysA_sulfate_importer ABC_MJ0796_Lo1CDE_FtsE ABC_tran potG DppF ABC_Org_Solvent_Resistant COG1123 ABC_MalK_N ABC_MetN_methionine_transporter SalX GlnQ fbpC Uup ThiQ ABC_subfamily_A ProV ABC_ModC_molybdenum_transporter ABC_ModC_like ABC_PhnC_transporter ABC_HisP_GlnQ_permeases FtsE ABC_Class3 ABC_MTABC3_MDL1_MDL2 CydD ABC_NikE_OppD_transporters ABC_Pro_Gly_Bertaine ABC_drug_resistance_like ABC_PstB_phosphate_transporter ABCC_MRP_domain1 COG3638 ABCC_MRP_Like PRK10851 COG4559 SunT ABC_Mj1267_LivG_branched MglA ModF OpuBA ABC_ATPase ABC_OpuCA_Osmoprotection ABC_TM1139_LivF_branched ABC_DR_subfamily_A ABC_ThiQ_thiamine_transporter fecE ABC_FtsE_transporter PRK10908 Ttg2A COG4181 ssuB ABCC_ATM1_transporter ugpC PstB metN CeuD AppF COG3845 ABC_BcrA_bacitracin_resist LivG NatA CydC LivF ABC_KpsT_Wzt ABCC_MsbA ABC_putative_ATPase araG MdlB ABC_DrrA ABC_Carb_Monos_I PRK11819 PhnK PRK11000 PRK10253 PRK11160 ABC_YhbG btuD ABCC_bacteriocin_exporters ABCC_Protease_Secretion YhbG thiQ artP COG4152 ABC_NatA_like ABCC_TAP COG4172 ArtP SapF ABC_NatA_sodium_exporter PRK10419 DppD PRK03695 CcmA PRK10070 ABC_CcmA_heme_exporter COG4586 ModC PRK11174 ABCC_Glucan_exporter_like PRK11147 TagH COG4619 znuC ABCF_EF-3 PRK10247 lolD PvdE dppF COG1245 PhnL PRK10575 HisP glnQ PRK09700 ABCG_White COG2401 ABC_PDR_domain1 PRK11264 PRK11831 PRK10790 PRK10535 PRK10619 	transport.ABC transporters and multidrug resistance systems	34_16

CUST_137666_PI403524517	2	0.4499483	-0.087628365	0.08730364	-0.046925545	-0.11058283	0.04692602	35_38607	"Cluster: Hypothetical protein; n=1; Kineococcus radiotolerans SRS30216|Rep: Hypothetical protein - Kineococcus radiotolerans SRS30216"	UniRef90_Q40WI2	CHR1V7|COORD:6978101..6985306| family II extracellular lipase, putative	AT1G20130.1	CHR07V5|COORD:18819615..18828645|protein transposon protein, putative, CACTA, En/Spm sub-class	LOC_Os07g31700.1	no description	not assigned.unknown	35_2

CUST_104064_PI403524517	2	0.11789513	-0.49831963	-0.052649498	-0.011514664	0.011514664	0.07554817	35_29661	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_25331_PI403524517	2	0.22627163	-0.35386658	-0.04316044	0.0054597855	-0.0054597855	0.118183136	35_7343	"Cluster: Hypothetical protein P0700F06.21; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0700F06.21 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6K681	0	0	CHR02V5|COORD:33718795..33716274|protein F-box domain containing protein, expressed	LOC_Os02g55050.1	no description	not assigned.unknown	35_2

CUST_65989_PI403524517	2	0.041589737	-0.38157082	-0.17962646	0.07042503	-0.04159069	0.07199955	35_18849	"Cluster: Methyltransferase-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: Methyltransferase-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q67V78	CHR5V7|COORD:8533900..8534655| methyltransferase	AT5G24840.1	CHR06V5|COORD:7117830..7119404|protein tRNA (guanine-N(1)-)-methyltransferase, putative, expressed	LOC_Os06g12990.1	no descriptionmoderately similar to ( 343)AT5G24840| Symbols:  | methyltransferase | chr5:8533900-8534655 REVERSEnot assigned not assigned Methyltransf_4 COG0220 trmB	not assigned.unknown	35_2

CUST_25971_PI399408534	2	0.58480597	-0.062298298	-0.009404182	-0.06849766	0.316391	0.009404182	35_20117	"Cluster: BHLH transcription factor-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: BHLH transcription factor-like - Oryza sativa (japonica cultivar-group"	UniRef90_Q8S0N2	CHR3V7|COORD:7507726..7508847| basic helix-loop-helix (bHLH) family protein	AT3G21330.1	CHR01V5|COORD:29712493..29709555|protein helix-loop-helix DNA-binding domain containing protein, expressed	LOC_Os01g51140.2	no descriptionweakly similar to ( 119)AT3G21330| Symbols:  | basic helix-loop-helix (bHLH) family protein | chr3:7507726-7508847 FORWARDvery weakly similar to (60.5)LAX_ORYSAHLH HLH	RNA.regulation of transcription.bHLH,Basic Helix-Loop-Helix family	27_3_6

CUST_16395_PI403524517	2	0.044873238	-0.36691475	-0.1629591	0.06469822	0.07131863	-0.044873238	35_4731	"Cluster: Hypothetical protein OSJNBa0059E14.19; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0059E14.19 - Oryza sativa (japonica"	UniRef90_Q84M57	"CHR5V7|COORD:10135830..10136699| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G04860.1); similar to Os07g0572300 [Oryza sativa (japonica"	AT5G28150.1	CHR03V5|COORD:33650407..33652553|protein expressed protein	LOC_Os03g59200.1	" no descriptionmoderately similar to ( 337)AT5G28150| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G04860.1); similar to Os07g0572300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001060057.1); similar to Os03g0806700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001051637.1); similar to Protein of unknown function DUF868, plant [Medicago truncatula] (GB:ABE92686.1); contains InterPro domain Protein of unknown function DUF868, plant; (InterPro:IPR008586) | chr5:10135830-10136699 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF868 PRK07003 DUF566 TT_ORF1 APC_basic PRK12323 Herpes_BLLF1 "	not assigned.unknown	35_2

CUST_24467_PI403524517	2	0.103043556	0.31694603	0.00477314	-0.016299248	-0.06658745	-0.00477314	35_7102	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2R2Q1	CHR5V7|COORD:8014516..8016274| agenet domain-containing protein	AT5G23770.1	CHR11V5|COORD:20036917..20031764|protein expressed protein	LOC_Os11g35050.2	no descriptionvery weakly similar to (60.1)AT5G23770| Symbols:  | agenet domain-containing protein | chr5:8014516-8016274 REVERSEDUF724	not assigned.no ontology.agenet domain-containing protein	35_1_2

CUST_126108_PI403524517	2	0.27180672	0.047867775	-0.25477028	0.051267624	-0.2873068	-0.047867775	35_35502	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_171483_PI403524517	2	0.39492178	0.6699457	-0.2200551	0.01658535	-0.01658535	-0.1184454	35_47784	"Cluster: Pentatricopeptide, putative; n=3; Oryza sativa (japonica cultivar-group)|Rep: Pentatricopeptide, putative - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QYQ4	CHR3V7|COORD:5097160..5099229| pentatricopeptide (PPR) repeat-containing protein	AT3G15130.1	CHR12V5|COORD:530180..534127|protein pentatricopeptide repeat protein PPR1106-17, putative	LOC_Os12g01910.1	no descriptionvery weakly similar to (95.1)AT3G15130| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr3:5097160-5099229 REVERSE	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_122088_PI403524517	2	-0.5776758	0.05976391	0.39943314	0.36086702	-0.20791245	-0.05976343	35_34464	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_18138_PI399408534	2	0.10829067	0.39356613	-0.04308319	-0.06692982	0.043084145	-0.14061832	35_3738	"Cluster: Putative potassium channel regulatory factor; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative potassium channel regulatory factor - Oryza sat"	UniRef90_Q6YTU8	CHR1V7|COORD:754471..756223| splicing factor Prp18 family protein	AT1G03140.1	CHR07V5|COORD:23089227..23085870|protein prp18 domain containing protein, expressed	LOC_Os07g38420.1	no descriptionmoderately similar to ( 420)AT1G03140| Symbols:  | splicing factor Prp18 family protein | chr1:754471-756223 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned Prp18 SFM PRP4 DUF566 PRK12323	RNA.processing.splicing	27_1_1

CUST_22079_PI403524517	2	0.07716274	0.024731636	-0.0822773	-0.04416275	-0.024731636	0.040195465	35_6415	Rep: Putative ania-6a type cyclin - Oryza sativa (japonica cultivar-group)	UniRef90_Q9AS36	"CHR2V7|COORD:11250511..11252582| RCY1 (ARGININE-RICH CYCLIN 1); cyclin-dependent protein kinase regulator"	AT2G26430.1	CHR01V5|COORD:15951432..15945087|protein cyclin-L2, putative, expressed	LOC_Os01g27940.1	 no descriptionmoderately similar to ( 437)AT2G26430| Symbols: ATRCY1, RCY1 | RCY1 (ARGININE-RICH CYCLIN 1) | chr2:11250511-11252333 REVERSEvery weakly similar to (72.8)CCNC_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned CCL1 CYCLIN DUF1777 CYCLIN Cyclin_N SUA7 	cell.cycle	31_3

CUST_25678_PI399408534	2	-0.034635544	-0.18035889	0.01241684	-0.006866455	0.006866455	0.011097908	35_22327	"Cluster: ABA responsive element binding factor 2; n=1; Hordeum vulgare subsp. vulgare|Rep: ABA responsive element binding factor 2 - Hordeum vulgare var. distic"	UniRef90_A1XXJ0	"CHR3V7|COORD:6687962..6689790| ABF4 (ABRE BINDING FACTOR 4); DNA binding / transcription factor/ transcriptional activator"	AT3G19290.1	CHR06V5|COORD:5676081..5681118|protein bZIP transcription factor family protein, expressed	LOC_Os06g10880.2	"no descriptionweakly similar to ( 132)AT1G49720| Symbols: ABF1 | ABF1 (ABSCISIC ACID RESPONSIVE ELEMENT-BINDING FACTOR 1); DNA binding / transcription factor/ transcriptional activator | chr1:18404494-18406022 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07003 PRK07764 PRK12678"	hormone metabolism.abscisic acid.signal transduction	17_1_2

CUST_20221_PI403524517	2	-0.0011997223	0.1372776	-0.06722069	0.07586193	0.0011997223	-0.034731865	35_5862	"Cluster: OSJNBa0088A01.4 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0088A01.4 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XUE1	CHR1V7|COORD:24480706..24484391| tRNA-splicing endonuclease positive effector-related	AT1G65810.1	CHR04V5|COORD:29197750..29193644|protein expressed protein	LOC_Os04g49270.1	no descriptionvery weakly similar to (60.1)AT1G65810| Symbols:  | tRNA-splicing endonuclease positive effector-related | chr1:24480706-24484391 REVERSE	DNA.synthesis/chromatin structure	28_1

CUST_8968_PI403524517	2	-0.20709515	0.095653534	-0.020857811	-0.080851555	0.06311798	0.020857811	35_2514	Rep: Chromatin-remodeling factor CHD3 - Oryza sativa (Rice)	UniRef90_Q6YNJ6	CHR2V7|COORD:10721490..10730842| PKL/SSL2 (PICKLE, SUPPRESSOR OF SLR2)	AT2G25170.1	CHR06V5|COORD:4182563..4166231|protein CHD3-type chromatin remodeling factor PICKLE, putative, expressed	LOC_Os06g08480.1	 no descriptionmoderately similar to ( 345)AT2G25170| Symbols: CHR6, GYM, CHD3, SSL2, PKL | PKL/SSL2 (PICKLE, SUPPRESSOR OF SLR2) | chr2:10721490-10730842 FORWARDnot assigned not assigned DUF1086 DUF1087 	DNA.unspecified	28_99

CUST_6084_PI403524517	2	-1.2222366	0.4045391	-0.0014839172	0.43722057	0.0014848709	-0.099886894	35_1680	Rep: B0811B10.6 protein - Oryza sativa (Rice)	UniRef90_Q259W9	"CHR1|COORD:180059..182293| similar to heavy-metal-associated domain-containing protein [Arabidopsis thaliana] (TAIR:At5g23760.1); similar to"	AT1G01490.2	CHR04V5|COORD:33861540..33862863|protein metal ion binding protein, putative, expressed	LOC_Os04g57200.1	no descriptionvery weakly similar to (66.2)AT1G01490| Symbols:  | metal ion binding | chr1:180401-182066 REVERSEnot assigned not assigned TT_ORF1	DNA.repair	28_2

CUST_15134_PI399408534	2	0.08398104	-0.10034895	0.061708927	1.3591189	-0.061708927	-0.085858345	35_10714	"Cluster: Putative RUSH-1alpha; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative RUSH-1alpha - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8GSA1	CHR5V7|COORD:1512174..1514919| SNF2 domain-containing protein / helicase domain-containing protein / RING finger domain-containing protein	AT5G05130.1	CHR07V5|COORD:26732964..26736839|protein SWI/SNF-related matrix-associated actin-dependent regulator of chromatin subfamily A member 3-like 1,	LOC_Os07g44800.1	no descriptionmoderately similar to ( 328)AT5G05130| Symbols:  | SNF2 domain-containing protein / helicase domain-containing protein / RING finger domain-containing protein | chr5:1512174-1514919 FORWARDvery weakly similar to (67.0)ISW2_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned SNF2_N HepA RING RING PEX10	RNA.regulation of transcription.Chromatin Remodeling Factors	27_3_44

CUST_10085_PI403524517	2	-0.046791077	0.08654022	-0.23321772	0.06600666	0.046791553	-0.12824106	35_2849	"Cluster: Hypothetical protein OJ1214_E03.4; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1214_E03.4 - Oryza sativa (japonica cultivar"	UniRef90_Q6I615	"CHR4V7|COORD:7787903..7791145| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G63290.1); similar to hypothetical protein MXAN_7307 [Myxococcus"	AT4G13400.1	CHR05V5|COORD:27559844..27564573|protein expressed protein	LOC_Os05g48230.1	"no descriptionmoderately similar to ( 419)AT4G13400| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G63290.1); similar to hypothetical protein MXAN_7307 [Myxococcus xanthus DK 1622] (GB:YP_635420.1); similar to Os05g0556000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001056277.1); contains domain no description (G3D.3.50.60.10); contains domain Clavaminate synthase-like (SSF51197) | chr4:7787903-7791145 REVERSEnot assigned PcbC"	not assigned.unknown	35_2

CUST_46520_PI403524517	2	0.15013742	-0.03894949	0.34325123	0.016550064	-0.12996912	-0.01655054	35_13324	"Cluster: CHY zinc finger family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: CHY zinc finger family protein, expressed - Oryza sativa"	UniRef90_Q10LI1	CHR5V7|COORD:6218262..6220376| zinc finger (C3HC4-type RING finger) family protein	AT5G18650.1	CHR03V5|COORD:13077118..13074632|protein RING finger and CHY zinc finger domain-containing protein 1, putative, expressed	LOC_Os03g22680.2	no descriptionmoderately similar to ( 278)AT5G18650| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr5:6218262-6220376 FORWARDnot assigned not assigned not assigned zf-CHY	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_65797_PI403524517	2	-0.3406391	-1.6091499	-0.1904087	0.9913559	0.19040966	0.3973341	35_18793	Rep: Os04g0619800 protein - Oryza sativa (japonica cultivar-group)	UniRef90_Q0JA21	"CHR3V7|COORD:8960418..8963310| ATPERK1 (PROLINE EXTENSIN-LIKE RECEPTOR KINASE 1); ATP binding / protein kinase"	AT3G24550.1	CHR04V5|COORD:31273689..31275106|protein expressed protein	LOC_Os04g52880.1	no descriptionnot assigned not assigned not assigned not assigned TT_ORF1 Tymo_45kd_70kd PRK12323 PRK12678	not assigned.unknown	35_2

CUST_72798_PI403524517	2	0.13485622	0.6236677	-0.0514822	-0.18344975	0.0514822	-0.16120052	35_20868	Rep: OSIGBa0137D06.5 protein - Oryza sativa (Rice)	UniRef90_Q01IN6	"CHR4|COORD:7004329..7006075| haloacid dehalogenase-like hydrolase family protein, similar to genetic modifier (Zea mays) GI:10444400; contains InterPro accessio"	AT4G11570.2	CHR04V5|COORD:27648990..27651276|protein genetic modifier, putative, expressed	LOC_Os04g47020.3	no description	not assigned.unknown	35_2

CUST_12241_PI404877155	2	0.0	-0.03453827	-0.078528404	0.0	0.0574131	0.071092606	Contig5980_s_at	silencing group B protein [Zea mays]	AAK67148.1	GCN5-related N-acetyltransferase, putative	At5g13780.1	protein acetyltransferase, GNAT family, putative	Os04g54330	0.3_pocket domain  T01318	amino acid metabolism.degradation.glutamate family.glutamine	13_2_2_1

CUST_109177_PI403524517	2	0.1217556	-0.36348867	0.011106968	-0.27274513	0.028812408	-0.011106968	35_31036	"Cluster: Hypothetical protein; n=1; Cryptococcus neoformans var. neoformans B-3501A|Rep: Hypothetical protein - Cryptococcus neoformans var. neoformans B-3501A"	UniRef90_Q55VQ6		0	0	0	no descriptionnot assigned UcrQ	not assigned.unknown	35_2

CUST_15309_PI399408534	2	0.03407383	-0.07700348	0.009569168	-0.15417957	-0.009568214	0.048549652	35_3835	"Cluster: Os01g0607400 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os01g0607400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JLD3	CHR4V7|COORD:15707869..15713365| LUG (LEUNIG)	AT4G32551.1	CHR01V5|COORD:24276743..24265217|protein transcriptional corepressor LEUNIG, putative, expressed	LOC_Os01g42260.2	 no descriptionmoderately similar to ( 221)AT4G32551| Symbols: RON2, LUG | LUG (LEUNIG) | chr4:15707869-15713365 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned WD40 COG2319 	RNA.regulation of transcription.LUG	27_3_58

CUST_26379_PI403524517	2	-0.021643162	0.6040735	0.02000618	0.052371025	-0.12335205	-0.02000618	35_7644	"Cluster: Complex 1 protein containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Complex 1 protein containing protein, expressed - Ory"	UniRef90_Q10S37	"CHR1V7|COORD:28548261..28548734| EMB1793 (EMBRYO DEFECTIVE 1793); catalytic"	AT1G76060.1	CHR03V5|COORD:1993906..1994713|protein EMB1793, putative, expressed	LOC_Os03g04380.1	"no descriptionvery weakly similar to (78.6)AT1G76060| Symbols: EMB1793 | EMB1793 (EMBRYO DEFECTIVE 1793); catalytic | chr1:28548261-28548734 REVERSEComplex1_LYR"	not assigned.no ontology	35_1

CUST_19057_PI403524517	2	-0.0124082565	0.8489065	0.012407303	-0.08078003	-0.09253025	0.32409668	35_5523	"Cluster: Hypothetical protein OJ1756_H07.42; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1756_H07.42 - Oryza sativa (japonica cultiv"	UniRef90_Q6K8A0	0	0	CHR02V5|COORD:10922184..10923458|protein hypothetical protein	LOC_Os02g18720.1	no description	not assigned.unknown	35_2

CUST_1262_PI403524517	2	0.18826866	0.067025185	0.06706619	-0.067025185	-0.18836784	-0.14572334	35_334	Rep: Zinc-finger protein - Oryza sativa (indica cultivar-group)	UniRef90_Q84K08	CHR1V7|COORD:25519075..25520430| zinc finger (C3HC4-type RING finger) family protein	AT1G68070.1	CHR06V5|COORD:1382619..1385323|protein protein binding protein, putative, expressed	LOC_Os06g03580.2	no descriptionvery weakly similar to (67.8)AT1G68070| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr1:25519075-25520430 REVERSEnot assigned not assigned RING COG5540 RING zf-C3HC4	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_78800_PI403524517	2	0.2825861	-0.07292509	-0.44305134	0.13440752	-0.18282127	0.07292509	35_22593	"Cluster: Hypothetical protein B1331F11.18; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1331F11.18 - Oryza sativa (japonica cultivar-g"	UniRef90_Q651A2	CHR3V7|COORD:21150078..21151448| protein kinase family protein	AT3G57120.1	CHR09V5|COORD:22854016..22851842|protein protein kinase, putative, expressed	LOC_Os09g39860.1	no descriptionvery weakly similar to (90.5)AT3G57120| Symbols:  | protein kinase family protein | chr3:21150078-21151448 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07764 PRK12323 Atrophin-1 Totivirus_coat PRK07003 PRK05648 Drf_FH1 DUF1431 HpaP DM6	protein.postranslational modification	29_4

CUST_53600_PI403524517	2	0.068650246	0.18736076	0.0027065277	-0.013503075	-0.0027065277	-0.083771706	35_15245	"Cluster: Beta-D-glucan exohydrolase, isoenzyme ExoII; n=3; Triticeae|Rep: Beta-D-glucan exohydrolase, isoenzyme ExoII - Hordeum vulgare (Barley)"	UniRef90_Q42835	CHR5|COORD:7107378..7111311| glycosyl hydrolase family 3 protein, beta-D-glucan exohydrolase, Nicotiana tabacum, EMBL:AB017502	AT5G20950.2	CHR03V5|COORD:30802114..30807741|protein periplasmic beta-glucosidase precursor, putative, expressed	LOC_Os03g53800.5	no descriptionhighly similar to ( 890)AT5G20950| Symbols:  | glycosyl hydrolase family 3 protein | chr5:7107611-7110777 REVERSEvery weakly similar to (62.8)XYNB_PRUPEPutative beta-D-xylosidase - Prunus persica (Peach)not assigned BglX Glyco_hydro_3 Glyco_hydro_3_C PRK05337	cell wall.degradation.cellulases and beta -1,4-glucanases	10_6_1

CUST_44449_PI403524517	2	-0.11533213	0.20972681	-0.15075016	-0.3549738	0.11533165	0.255939	35_12753	"Cluster: Serine/arginine repetitive matrix protein 1; n=18; Eutheria|Rep: Serine/arginine repetitive matrix protein 1 - Homo sapiens (Human)"	UniRef90_Q8IYB3	CHR2V7|COORD:18439977..18443704| RNA recognition motif (RRM)-containing protein	AT2G44710.1	CHR01V5|COORD:14315765..14311104|protein SUMO protease, putative, expressed	LOC_Os01g25370.2	no descriptionnot assigned not assigned	not assigned.unknown	35_2

CUST_158369_PI403524517	2	0.3505082	0.76340246	0.22768307	-0.48809052	-0.22768307	-0.63011694	35_44211	"Cluster: Putative ribonuclease PH; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative ribonuclease PH - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69UI6	CHR4V7|COORD:13739967..13741653| 3' exoribonuclease family domain 1-containing protein	AT4G27490.1	CHR08V5|COORD:934132..929664|protein exosome complex exonuclease 1, putative, expressed	LOC_Os08g02360.1	no descriptionweakly similar to ( 114)AT4G27490| Symbols:  | 3' exoribonuclease family domain 1-containing protein | chr4:13739967-13741653 FORWARDnot assigned	protein.aa activation	29_1

CUST_64721_PI403524517	2	0.016890526	0.28976154	-0.26406288	-0.026658058	0.10143185	-0.016889572	35_18478	"Cluster: Serine/threonine phosphatase type 2c, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Serine/threonine phosphatase type 2c, putat"	UniRef90_Q10MX1	CHR2V7|COORD:12821514..12822981| protein phosphatase 2C, putative / PP2C, putative	AT2G30020.1	CHR03V5|COORD:10142507..10144524|protein protein phosphatase 2C isoform epsilon, putative, expressed	LOC_Os03g18150.1	 no descriptionmoderately similar to ( 288)AT2G30020| Symbols:  | protein phosphatase 2C, putative / PP2C, putative | chr2:12821514-12822981 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned PP2Cc PP2Cc PP2C PTC1 	protein.postranslational modification	29_4

CUST_23649_PI403524517	2	0.051955223	0.36270332	-0.051956177	-0.40526772	0.58740425	-0.34293365	35_6873	"Cluster: Hypothetical protein P0495H05.40-2; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0495H05.40-2 - Oryza sativa (japonica cultiv"	UniRef90_Q6ZE09	CHR2|COORD:13149014..13152921| pleckstrin homology (PH) domain-containing protein, contains Pfam profile PF00169: PH domain	AT2G30880.2	CHR07V5|COORD:2005947..2011446|protein PH domain containing protein, expressed	LOC_Os07g04550.1	no descriptionmoderately similar to ( 230)AT2G30880| Symbols:  | pleckstrin homology (PH) domain-containing protein | chr2:13150452-13152795 REVERSEPH PH	not assigned.no ontology	35_1

CUST_1272_PI403524517	2	0.27245092	-0.08072758	0.0807271	-0.25589228	0.5587964	-0.3031006	35_336	0	0	CHR1V7|COORD:9078127..9079563| proline-rich extensin-like family protein	AT1G26240.1	0	0	no description	not assigned.unknown	35_2

CUST_17989_PI403524517	2	0.0801487	0.011888504	-0.07012558	-0.011888504	-0.029676437	0.09019756	35_5196	"Cluster: OSIGBa0101P20.6 protein; n=3; Oryza sativa|Rep: OSIGBa0101P20.6 protein - Oryza sativa (Rice)"	UniRef90_Q01I76	CHR5V7|COORD:4703536..4706630| isocitrate dehydrogenase, putative / NADP+ isocitrate dehydrogenase, putative	AT5G14590.1	CHR04V5|COORD:25170242..25176450|protein isocitrate dehydrogenase, chloroplast precursor, putative, expressed	LOC_Os04g42920.1	 no descriptionhighly similar to ( 685)AT5G14590| Symbols:  | isocitrate dehydrogenase, putative / NADP+ isocitrate dehydrogenase, putative | chr5:4703536-4706630 REVERSEhighly similar to ( 650)IDHP_MEDSAIsocitrate dehydrogenase [NADP], chloroplast precursor - Medicago sativa (Alfalfa)not assigned not assigned PRK08299 Icd Iso_dh LeuB PRK09222 PRK00772 	TCA / org. transformation.TCA.IDH	8_1_4

CUST_58798_PI403524517	2	-0.021348	-0.210845	-0.0395298	0.109931946	0.06294823	0.021348	35_16778	Rep: Light induced protein like protein - Oryza sativa (japonica cultivar-group)	UniRef90_Q7XIT4	"CHR4V7|COORD:11791455..11792650| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G14695.1); similar to Os08g0344300 [Oryza sativa (japonica"	AT4G22310.1	CHR07V5|COORD:15423519..15419990|protein brain protein 44, putative, expressed	LOC_Os07g26700.1	"no descriptionweakly similar to ( 191)AT4G22310| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G14695.1); similar to Os08g0344300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001061597.1); similar to Os07g0449100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001059546.1); similar to Protein of unknown function UPF0041 [Medicago truncatula] (GB:ABD28486.1); contains InterPro domain Protein of unknown function UPF0041; (InterPro:IPR005336) | chr4:11791455-11792650 FORWARDnot assigned not assigned UPF0041"	not assigned.unknown	35_2

CUST_130925_PI403524517	2	0.118909836	0.0012054443	0.20414734	-0.13836575	-0.0012054443	-0.12105322	35_36772	"Cluster: Os01g0532900 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0532900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JM63	"CHR1V7|COORD:1978761..1989045| ATGSL07 (GLUCAN SYNTHASE-LIKE 7); 1,3-beta-glucan synthase/ transferase, transferring glycosyl groups"	AT1G06490.1	CHR01V5|COORD:19587686..19585188|protein ATGSL07, putative, expressed	LOC_Os01g34880.1	" no descriptionweakly similar to ( 186)AT1G06490| Symbols: GSL07, ATGSL7, ATGSL07 | ATGSL07 (GLUCAN SYNTHASE-LIKE 7); 1,3-beta-glucan synthase/ transferase, transferring glycosyl groups | chr1:1978761-1989045 FORWARDnot assigned Glucan_synthase "	minor CHO metabolism.callose	3_6

CUST_57975_PI403524517	2	0.1111145	-0.049339294	0.0074281693	0.017176628	-0.007429123	-0.02958107	35_16528	"Cluster: P0497A05.16 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: P0497A05.16 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8L416	"CHR1V7|COORD:25419763..25420647| similar to Os01g0908400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001045143.1); contains domain PH domain-like"	AT1G67785.1	CHR01V5|COORD:39877681..39876013|protein expressed protein	LOC_Os01g68030.1	"no descriptionvery weakly similar to (94.4)AT1G67785| Symbols:  | similar to Os01g0908400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001045143.1); contains domain PH domain-like (SSF50729) | chr1:25419763-25420647 REVERSE"	not assigned.unknown	35_2

CUST_15363_PI404877155	2	-0.5594959	-0.72439957	0.42910862	-0.020651817	0.23074436	0.020652771	Contig9197_at	OSJNBb0079B02.2 [Oryza sativa (japonica cultivar-group)] ref|XP_474060.1| OSJNBb0079B02.2 [Oryza sativa (japonica cultivar-group)] dbj|BAD83	CAE02970.2	shikimate kinase, putative	At2g21940.1	protein shikimate kinase, putative	Os02g51410	shikimate kinase, putative	amino acid metabolism.synthesis.aromatic aa.chorismate	13_1_6_1

CUST_84254_PI403524517	2	-0.008290291	-0.21049404	0.008290291	0.0903368	0.14457798	-0.029380798	35_24144	"Cluster: OSJNBa0074L08.16 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0074L08.16 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7X8F2	"CHR3V7|COORD:5207711..5208296| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G80745.1); similar to Os04g0530000 [Oryza sativa (japonica"	AT3G15420.1	CHR04V5|COORD:26296325..26292267|protein expressed protein	LOC_Os04g44770.1	"no descriptionvery weakly similar to (68.9)AT3G15420| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G80745.1); similar to Os04g0530000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001053385.1) | chr3:5207711-5208296 REVERSE"	not assigned.unknown	35_2

CUST_118406_PI403524517	2	-0.06725407	0.015100479	-0.015100479	0.13851261	0.1165247	-0.19977665	35_33525	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10J01	"CHR5V7|COORD:26894893..26896691| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G11840.1); similar to Protein of unknown function DUF1230 [Medicago"	AT5G67370.1	CHR03V5|COORD:18532489..18530351|protein expressed protein	LOC_Os03g32490.1	no descriptionvery weakly similar to (87.0)ATCG00340| Symbols: PSAB | Encodes the D1 subunit of photosystem I  and II reaction centers. | chrC:37375-39579 REVERSEvery weakly similar to (87.4)PSAB_WHEATPhotosystem I P700 chlorophyll a apoprotein A2 - Triticum aestivum (Wheat)psaB PsaA_PsaB psaA	PS.lightreaction.photosystem I.PSI polypeptide subunits	1_1_2_2

CUST_1806_PI403524517	2	-0.6709776	-0.93164444	0.18284416	0.32457924	0.12578201	-0.12578201	35_478	"Cluster: Alpha-1,4-glucan-protein synthase [UDP-forming]; n=6; Poaceae|Rep: Alpha-1,4-glucan-protein synthase [UDP-forming] - Zea"	UniRef90_P80607	CHR3V7|COORD:415470..417311| RGP1 (REVERSIBLY GLYCOSYLATED POLYPEPTIDE 1)	AT3G02230.1	CHR03V5|COORD:22338542..22335930|protein alpha-1,4-glucan-protein synthase, putative, expressed	LOC_Os03g40270.1	 no descriptionhighly similar to ( 655)AT3G02230| Symbols: ATRGP1, ATRGP, RGP1 | RGP1 (REVERSIBLY GLYCOSYLATED POLYPEPTIDE 1) | chr3:415470-417311 FORWARDhighly similar to ( 660)UPTG_MAIZEAlpha-1,4-glucan-protein synthase [UDP-forming] - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned RGP Herpes_BLLF1 PRK07003 APC_basic KAR9 Pneumo_att_G Pol_Y_like AF-4 Tymo_45kd_70kd SerH HPC2 DUF566 	cell wall.cell wall proteins.RGP	10_5_5

CUST_177320_PI403524517	2	0.06467533	-0.053841114	0.07464266	-0.014564991	-0.6626196	0.014564514	35_49327	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_39887_PI403524517	2	0.13507223	0.098291874	-0.098291874	-0.7647214	-0.29457378	0.1690731	35_11473	Rep: Translation initiation factor 3 - Oryza sativa (Rice)	UniRef90_Q70Z43	CHR4V7|COORD:10275928..10278502| leucine-rich repeat family protein / extensin family protein	AT4G18670.1	CHR01V5|COORD:1176174..1168611|protein eukaryotic translation initiation factor 3 subunit 10, putative, expressed	LOC_Os01g03070.2	no description	not assigned.unknown	35_2

CUST_21484_PI399408534	2	0.08460426	0.010128021	0.18995857	-0.23410797	-0.010128021	-0.15953827	35_46480	"Cluster: Transcription repressor MYB4; n=1; Arabidopsis thaliana|Rep: Transcription repressor MYB4 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9SZP1	"CHR4V7|COORD:18053860..18054870| MYB4 (myb domain protein 4); transcription factor"	AT4G38620.1	CHR09V5|COORD:21190257..21188900|protein myb-related protein Hv1, putative, expressed	LOC_Os09g36730.1	" no descriptionweakly similar to ( 189)AT4G38620| Symbols: ATMYB4, MYB4 | MYB4 (myb domain protein 4); transcription factor | chr4:18053860-18054870 FORWARDweakly similar to ( 183)MYB1_HORVUMyb-related protein Hv1 - Hordeum vulgare (Barley)not assigned not assigned not assigned not assigned REB1 Myb_DNA-binding SANT SANT "	RNA.regulation of transcription.MYB domain transcription factor family	27_3_25

CUST_19786_PI403524517	2	0.2113676	-0.1932602	0.02128315	-0.02128315	0.17361546	-0.100836754	35_5738	"Cluster: Putative Avr9 elicitor response protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative Avr9 elicitor response protein - Oryza sativa (japon"	UniRef90_Q6H7Y7	CHR1V7|COORD:1491459..1493930| galactosyltransferase family protein	AT1G05170.1	CHR02V5|COORD:3453297..3457586|protein beta-1,3-galactosyltransferase sqv-2, putative, expressed	LOC_Os02g06840.2	no descriptionmoderately similar to ( 271)AT1G05170| Symbols:  | galactosyltransferase family protein | chr1:1491459-1493930 REVERSEnot assigned not assigned Galactosyl_T	protein.glycosylation	29_7

CUST_2485_PI403524517	2	0.0053720474	-0.2687912	-0.12454605	0.07915878	-0.005373001	0.005777359	35_675	"Cluster: Protein disulfide isomerase; n=2; Poaceae|Rep: Protein disulfide isomerase - Zea mays (Maize)"	UniRef90_Q5EUD5	"CHR1V7|COORD:1413868..1416119| ATPDIL2-2 (PDI-LIKE 2-2); thiol-disulfide exchange intermediate"	AT1G04980.1	CHR09V5|COORD:16929986..16934969|protein OsPDIL2-3 - Oryza sativa protein disulfide isomerase, expressed	LOC_Os09g27830.1	"no descriptionhighly similar to ( 620)AT1G04980| Symbols: ATPDIL2-2 | ATPDIL2-2 (PDI-LIKE 2-2); thiol-disulfide exchange intermediate | chr1:1413868-1416119 REVERSEweakly similar to ( 138)PDIA6_MEDSAProbable protein disulfide-isomerase A6 precursor - Medicago sativa (Alfalfa)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned P5_C PDI_a_P5 PDI_a_family Thioredoxin PDI_a_MPD1_like PDI_a_ERp38 PDI_a_ERdj5_C PDI_a_ERp46 PDI_a_PDI_a'_C PDI_a_PDIR PDI_a_TMX3 TRX_family PDI_a_ERdj5_N COG3118 PDI_a_QSOX PDI_a_ERp44 trxA PRK10996 PDI_a_TMX ybbN PDI_a_ERp44_like TrxA TRX_superfamily PDI_a_APS_reductase dipZ"	redox.thioredoxin	21_1

CUST_136765_PI403524517	2	0.13745451	0.5040426	0.27100945	-0.13745451	-0.27654743	-0.43688202	35_38353	"Cluster: Hypothetical protein OSJNBb0099P06.3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0099P06.3 - Oryza sativa (japonica cu"	UniRef90_Q75IS0	"CHR5V7|COORD:4361582..4366321| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G37370.1); similar to Os03g0281300 [Oryza sativa (japonica cultivar-gr"	AT5G13560.1	CHR01V5|COORD:2976115..2967929|protein expressed protein	LOC_Os01g06270.1	no description	not assigned.unknown	35_2

CUST_40261_PI403524517	2	0.11844349	-0.0054855347	0.114253044	-0.1708498	0.005484581	-0.11874199	35_11581	"Cluster: Os06g0233800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0233800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DDC5	"CHR1V7|COORD:22142947..22145250| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G53900.2); similar to Os02g0742700 [Oryza sativa (japonica"	AT1G60060.1	CHR06V5|COORD:6955082..6952700|protein expressed protein	LOC_Os06g12740.1	"no descriptionweakly similar to ( 196)AT1G60060| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G53900.2); similar to Os02g0742700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001048090.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD37771.1); similar to Os06g0233800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001057234.1); contains domain gb def: At3g15240 (PTHR13902:SF3); contains domain SERINE/THREONINE-PROTEIN KINASE WNK (WITH NO LYSINE)-RELATED (PTHR13902) | chr1:22142947-22145250 FORWARD"	not assigned.unknown	35_2

CUST_73948_PI403524517	2	0.033353806	0.11351204	-0.03335476	-0.17184067	-0.15718651	0.3498659	35_21207	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_55641_PI403524517	2	0.01101923	-1.4556708	1.1906681	-0.046142578	1.0896616	-0.011019707	35_15837	"Cluster: Adenosine 5'-phosphosulfate reductase 2; n=3; Zea mays|Rep: Adenosine 5'-phosphosulfate reductase 2 - Zea mays (Maize)"	UniRef90_Q5EUC8	CHR4V7|COORD:2325067..2326716| APR1 (PAPS REDUCTASE HOMOLOG 19)	AT4G04610.1	CHR07V5|COORD:19411558..19408263|protein OsAPRL1 - Oryza sativa adenosine 5'-phosphosulfate reductase-like, expressed	LOC_Os07g32570.1	 no descriptionhighly similar to ( 618)AT4G04610| Symbols: APR, PRH19, ATAPR1, APR1 | APR1 (PAPS REDUCTASE HOMOLOG 19) | chr4:2325067-2326716 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK02090 CysH PAPS_reduct PDI_a_APS_reductase PAPS_reductase PDI_a_family PRK08557 PDI_a_ERdj5_C PDI_a_PDI_a'_C PDI_a_ERp38 PDI_a_TMX3 PDI_a_P5 Thioredoxin PDI_a_MPD1_like PDI_a_ERp46 PRK12323 COG3118 TRX_family 	S-assimilation.APR	14_2

CUST_90734_PI403524517	2	0.44737816	0.54004765	0.021627903	-0.0667181	-0.02162838	-0.3425727	35_25953	Rep: OSJNBb0002J11.18 protein - Oryza sativa (Rice)	UniRef90_Q7F947	CHR2V7|COORD:8718943..8725894| CLIP-associating protein (CLASP) -related	AT2G20190.1	CHR04V5|COORD:25141998..25130649|protein HEAT repeat family protein, expressed	LOC_Os04g42840.1	no descriptionmoderately similar to ( 201)AT2G20190| Symbols:  | CLIP-associating protein (CLASP) -related | chr2:8718943-8725894 REVERSEnot assigned	not assigned.no ontology	35_1

CUST_104179_PI403524517	2	0.19387245	-0.08015251	-0.031707764	-0.11103153	0.03170681	0.085427284	35_29691	"Cluster: Putative MADP-1 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative MADP-1 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69MN8	CHR3V7|COORD:3232641..3233426| RNA recognition motif (RRM)-containing protein	AT3G10400.1	CHR09V5|COORD:21743113..21742122|protein RNA binding protein, putative, expressed	LOC_Os09g37720.1	no descriptionvery weakly similar to (87.4)AT3G10400| Symbols:  | RNA recognition motif (RRM)-containing protein | chr3:3232641-3233426 FORWARD	not assigned.no ontology	35_1

CUST_48512_PI403524517	2	-1.0286307	-1.8728237	0.071118355	0.5721841	0.1920991	-0.071118355	35_13858	"Cluster: Class III peroxidase 135 precursor; n=2; Oryza sativa (japonica cultivar-group)|Rep: Class III peroxidase 135 precursor - Oryza sativa (japonica cultiv"	UniRef90_Q5U1F8	CHR5V7|COORD:1579143..1580820| peroxidase, putative	AT5G05340.1	CHR11V5|COORD:582138..584659|protein peroxidase 52 precursor, putative, expressed	LOC_Os11g02130.1	 no descriptionmoderately similar to ( 402)AT5G05340| Symbols:  | peroxidase, putative | chr5:1579143-1580820 REVERSEmoderately similar to ( 393)PERP7_BRARAPeroxidase P7 - Brassica rapa (Turnip)not assigned not assigned not assigned not assigned not assigned not assigned not assigned secretory_peroxidase plant_peroxidase peroxidase ascorbate_peroxidase Herpes_BLLF1 PRK07003 APC_basic PRK12323 	misc.peroxidases	26_12

CUST_44298_PI403524517	2	-0.17654753	0.48376608	0.17654753	-0.9471798	0.36830235	-0.289567	35_12708	"Cluster: Putative leucine zipper-containing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative leucine zipper-containing protein - Oryza sativa"	UniRef90_Q6ZI99	"CHR5V7|COORD:20533608..20535659| ATEXO70F1 (exocyst subunit EXO70 family protein F1); protein binding"	AT5G50380.1	CHR08V5|COORD:26280898..26283169|protein protein binding protein, putative, expressed	LOC_Os08g41820.1	"no descriptionweakly similar to ( 178)AT5G50380| Symbols: ATEXO70F1 | ATEXO70F1 (exocyst subunit EXO70 family protein F1); protein binding | chr5:20533608-20535659 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Exo70 PRK12678 PRK12323 APC_basic PRK07003 PRK09169"	not assigned.no ontology	35_1

CUST_117292_PI403524517	2	0.30088425	0.26886272	-0.08059597	0.07602787	-0.08371353	-0.07602787	35_33240	"Cluster: Rieske [2Fe-2S] domain, putative; n=1; Oryza sativa (japonica cultivar-group)|Rep: Rieske [2Fe-2S] domain, putative - Oryza sativa (japonica cultivar-g"	UniRef90_Q53N80	CHR1V7|COORD:26939746..26940993| Rieske (2Fe-2S) domain-containing protein	AT1G71500.1	CHR11V5|COORD:7638445..7634897|protein rieske domain containing protein, expressed	LOC_Os11g13850.3	no descriptionvery weakly similar to (92.8)AT1G71500| Symbols:  | Rieske (2Fe-2S) domain-containing protein | chr1:26939746-26940993 FORWARD	misc. other Ferredoxins and Rieske domain	26_30

CUST_113047_PI403524517	2	0.15376186	-0.46453953	-0.0838356	0.18484116	-0.07161236	0.071611404	35_32087	"Cluster: 26S proteosome regulatory subunit-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: 26S proteosome regulatory subunit-like - Oryza sativa (japonic"	UniRef90_Q6Z8F7	CHR1V7|COORD:16816094..16817173| DNA binding / ligand-dependent nuclear receptor	AT1G44191.1	CHR02V5|COORD:28683631..28688289|protein ATPase family AAA domain-containing protein 3, putative, expressed	LOC_Os02g46990.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07764 tatB Extensin_2 DUF1421 Atrophin-1 Drf_FH1 Totivirus_coat FAP Tymo_45kd_70kd PRK05648	not assigned.unknown	35_2

CUST_18217_PI404877155	2	0.17876816	0.0016946793	-0.0136528015	0.0063495636	-0.0062274933	-0.0016937256	HVSMEf0014I15r2_s_at	NADH-ubiquinone oxidoreductase B8 subunit, putative [Arabidopsis thaliana] dbj|BAB11336.1| NADH dehydrogenase 10.5K chain-like protein [Arab	NP_199600.1	NADH-ubiquinone oxidoreductase B8 subunit, putative	At5g47890.1	protein NADH dehydrogenase 10.5K chain, putative	Os04g24520	dehydrogenase 10.5K chain-related protein	mitochondrial electron transport / ATP synthesis.NADH-DH.localisation not clear	9_1_2

CUST_66419_PI403524517	2	-0.0032892227	0.58309174	-0.4511938	0.0032892227	-0.45832253	0.11487675	35_18966	"Cluster: Electron transfer flavoprotein-ubiquinone oxidoreductase,mitochondrial, putative, expressed; n=4; Oryza sativa|Rep: Electron transfer"	UniRef90_Q337B7	"CHR2V7|COORD:18028381..18032118| ETFQO (ELECTRON-TRANSFER FLAVOPROTEIN:UBIQUINONE OXIDOREDUCTASE); catalytic/ electron acceptor"	AT2G43400.1	CHR10V5|COORD:19578771..19584228|protein electron transfer flavoprotein-ubiquinone oxidoreductase,mitochondrial precursor, putative,	LOC_Os10g37210.1	"no descriptionhighly similar to ( 552)AT2G43400| Symbols: ETFQO | ETFQO (ELECTRON-TRANSFER FLAVOPROTEIN:UBIQUINONE OXIDOREDUCTASE); catalytic/ electron acceptor | chr2:18028381-18032118 FORWARDnot assigned FixC PRK10015 PRK10157 THI4 UbiH PRK04176 HI0933_like Lpd"	mitochondrial electron transport / ATP synthesis.electron transfer flavoprotein	9_3

CUST_11998_PI403524517	2	0.024435043	0.1638546	-0.0861969	-0.02443409	0.19095135	-0.27136707	35_3412	"Cluster: Putative SEC23; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative SEC23 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ZDG9	CHR2V7|COORD:9257426..9260909| transport protein, putative	AT2G21630.1	CHR08V5|COORD:23257835..23270212|protein protein transport protein Sec23B, putative, expressed	LOC_Os08g36994.2	 no descriptionhighly similar to ( 636)AT2G21630| Symbols:  | transport protein, putative | chr2:9257426-9260909 FORWARDnot assigned not assigned not assigned SEC23 Sec23-like Sec23_trunk trunk_domain COG5028 Sec23_BS zf-Sec23_Sec24 Sec24-like 	protein.targeting.secretory pathway.golgi	29_3_4_2

CUST_47978_PI403524517	2	0.024428368	-1.0093517	-0.1333828	0.15779114	-0.007707596	0.0077085495	35_13721	Rep: Ubiquitin - Glycine max (Soybean)	UniRef90_Q9S7H2	"CHR5V7|COORD:6973317..6974465| UBQ4 (ubiquitin 4); protein binding"	AT5G20620.1	CHR06V5|COORD:28400733..28403579|protein polyubiquitin containing 7 ubiquitin monomers, putative, expressed	LOC_Os06g46770.3	"no descriptionmoderately similar to ( 434)AT5G03240| Symbols: UBQ3 | UBQ3 (POLYUBIQUITIN 3); protein binding | chr5:771975-772895 REVERSEweakly similar to ( 150)UBIQ_WHEATUbiquitin - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Ubiquitin ubiquitin UBQ Nedd8 UBL Ribosomal_S27 AN1_N RAD23_N Scythe_N RPS31 UBQ parkin_N Fubi SF3a120_C GDX_N PRK00432 NIRF_N ISG15_repeat2 UBI4 hPLIC_N"	protein.degradation.ubiquitin.ubiquitin	29_5_11_1

CUST_148682_PI403524517	2	0.3813305	0.45429516	0.21017456	-0.45503902	-0.21017408	-0.5934925	35_41596	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_67991_PI403524517	2	-0.012584686	0.49430227	-0.28743267	0.027180672	-0.93041277	0.012584686	35_19424	Rep: Endoglucanase 22 precursor - Oryza sativa (Rice)	UniRef90_Q6H3Z9	CHR2V7|COORD:14010438..14012921| glycosyl hydrolase family 9 protein	AT2G32990.1	CHR09V5|COORD:13639846..13630677|protein endoglucanase 1 precursor, putative, expressed	LOC_Os09g23084.1	no descriptionmoderately similar to ( 236)AT2G32990| Symbols:  | glycosyl hydrolase family 9 protein | chr2:14010438-14012921 FORWARDmoderately similar to ( 291)GUN22_ORYSAGlyco_hydro_9 PRK12323	cell wall.degradation.cellulases and beta -1,4-glucanases	10_6_1

CUST_89593_PI403524517	2	0.08618069	-0.5475111	-0.04079342	0.06565571	0.04079342	-0.07441044	35_25633	"Cluster: Hypothetical protein OJ1163_G08.28; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1163_G08.28 - Oryza sativa (japonica cultiv"	UniRef90_Q6ZK49	CHR1V7|COORD:2748717..2751212| heat shock protein binding	AT1G08640.1	CHR08V5|COORD:1578644..1574532|protein expressed protein	LOC_Os08g03380.1	no descriptionvery weakly similar to (66.2)AT1G08640| Symbols:  | heat shock protein binding | chr1:2748717-2751212 REVERSE	not assigned.unknown	35_2

CUST_31416_PI399408534	2	-0.16122532	0.17386055	0.046403885	-0.046403885	0.12766552	-0.18742275	35_1081	Rep: Nt-rab6 protein - Nicotiana tabacum (Common tobacco)	UniRef90_Q40525	"CHR2V7|COORD:18418854..18420959| RAB6; GTP binding"	AT2G44610.1	CHR07V5|COORD:18581157..18577145|protein ras-related protein Rab-6A, putative, expressed	LOC_Os07g31370.1	" no descriptionmoderately similar to ( 351)AT2G44610| Symbols: AtRABH1b, AtRab6A, RAB6 | RAB6; GTP binding | chr2:18418854-18420959 REVERSEweakly similar to ( 150)RHN1_NICPLRas-related protein RHN1 - Nicotiana plumbaginifolia (Leadwort-leaved tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Rab6 RAB Rab Ras Rab5_related Rab21 Rab4 Rab11_like Rab8_Rab10_Rab13_like Rab1_Ypt1 Rab18 Rab19 Ras Rab2 Rab26 Rab7 Rab39 Rab3 Ras_like_GTPase Rab23_lke Rab32_Rab38 Rab30 COG1100 RabA_like RAS Rab14 Rab35 Rab27A Rab28 Rab36_Rab34 Rho Rab24 Rab33B_Rab33A Rab15 Rab9 RJL Ras2 Rap_like RabL4 RHO Rab12 Rab40 M_R_Ras_like RheB RalA_RalB Rap2 Ran RERG_RasL11_like H_N_K_Ras_like RabL2 Rab20 Rap1 RSR1 Rho4_like Rit_Rin_Ric Spg1 Wrch_1 RGK RhoA_like Rho2 Ras_dva ARHI_like Rop_like Rac1_like Rhes_like Rho3 RAN Tc10 Miro RhoG Cdc42 Arf_Arl Rnd1_Rho6 Rnd Arf Miro1 Rnd3_RhoE_Rho8 Rnd2_Rho7 RRP22 Arl10_like RhoBTB Arl2 Arl4_Arl7 Arl5_Arl8 ARD1 COG1160 ARLTS1 Sar1 "	signalling.G-proteins	30_5

CUST_95669_PI403524517	2	0.36003113	0.20972013	-0.018054962	0.018054485	-0.3689499	-0.23505735	35_27341	"Cluster: Putative ethylene-inducible CTR1-like protein kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ethylene-inducible"	UniRef90_Q67W58	0	0	CHR06V5|COORD:26398279..26404234|protein protein kinase domain containing protein, expressed	LOC_Os06g43840.1	no description	not assigned.unknown	35_2

CUST_32938_PI403524517	2	0.20040846	-0.4461379	-0.16489697	0.017482758	-0.017482758	0.27276278	35_9496	Rep: Os03g0569800 protein - Oryza sativa (japonica cultivar-group)	UniRef90_Q0DQQ9	CHR1V7|COORD:3218135..3219931| pentatricopeptide (PPR) repeat-containing protein	AT1G09900.1	CHR03V5|COORD:20604883..20607924|protein ATP binding protein, putative, expressed	LOC_Os03g37260.1	no descriptionweakly similar to ( 149)AT1G09900| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr1:3218135-3219931 FORWARDvery weakly similar to (84.0)RF1_ORYSAPPR	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_95993_PI403524517	2	0.05214119	0.6364126	-0.041567802	-0.2079525	-0.1976366	0.041567802	35_27426	"Cluster: Os05g0564000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0564000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DFY0	0	0	CHR05V5|COORD:27993221..27988684|protein expressed protein	LOC_Os05g48940.1	no description	not assigned.unknown	35_2

CUST_167461_PI403524517	2	0.017245293	0.09071493	-0.16491318	-0.21848726	0.42366266	-0.017245293	35_46640	Rep: Probable potassium transporter 9 - Oryza sativa (Rice)	UniRef90_Q7XIV8	"CHR1V7|COORD:26481656..26484896| KUP6 (K+ uptake permease 6); potassium ion transporter"	AT1G70300.1	CHR07V5|COORD:28745366..28739827|protein potassium transporter 9, putative, expressed	LOC_Os07g48130.3	"no descriptionvery weakly similar to (82.0)AT1G70300| Symbols: KUP6 | KUP6 (K+ uptake permease 6); potassium ion transporter | chr1:26481656-26484896 REVERSEvery weakly similar to (88.6)HAK9_ORYSAK_trans"	transport.potassium	34_15

CUST_179027_PI403524517	2	-0.005599022	0.04829693	-0.15533733	0.005598545	0.30420494	-0.33324718	35_49794	"Cluster: Hypothetical protein OJ1131_E09.16; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1131_E09.16 - Oryza sativa (japonica cultiv"	UniRef90_Q75K54		0	CHR05V5|COORD:26291350..26292603|protein hypothetical protein	LOC_Os05g45470.1	no description	not assigned.unknown	35_2

CUST_3649_PI403524517	2	0.0016784668	0.17213345	-0.0016784668	-0.0659771	-0.096998215	0.06904888	35_995	Rep: Sucrose-phosphate synthase 9 - Triticum aestivum (Wheat)	UniRef90_Q6EY62	"CHR5V7|COORD:6844996..6849999| ATSPS1F (sucrose phosphate synthase 1F); sucrose-phosphate synthase/ transferase, transferring glycosyl groups"	AT5G20280.1	CHR02V5|COORD:4708490..4716877|protein sucrose-phosphate synthase 1, putative, expressed	LOC_Os02g09170.2	" no descriptionhighly similar to ( 867)AT5G20280| Symbols: ATSPS1F | ATSPS1F (sucrose phosphate synthase 1F); sucrose-phosphate synthase/ transferase, transferring glycosyl groups | chr5:6844996-6849999 REVERSEnearly identical (1009)SPS_BETVUSucrose-phosphate synthase - Beta vulgaris (Sugar beet)not assigned RfaG Glycos_transf_1 S6PP Sucrose_synth "	major CHO metabolism.synthesis.sucrose.SPS	2_1_1_1

CUST_114046_PI403524517	2	0.052895546	0.41634655	-0.052895546	-0.38395977	-0.42931175	0.45812893	35_32365	"Cluster: Hypothetical protein OJ1734_E04.2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1734_E04.2 - Oryza sativa (japonica cultivar"	UniRef90_Q6ZJ98		0	CHR08V5|COORD:6219930..6224960|protein methyl-CpG binding domain containing protein, expressed	LOC_Os08g10580.1	no description	not assigned.unknown	35_2

CUST_59520_PI403524517	2	0.05180359	0.55214596	0.04722023	-0.27138042	-0.04722023	-0.24021816	35_16971	"Cluster: Membrane protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Membrane protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69K99	CHR4V7|COORD:17810177..17811343| protein binding / zinc ion binding	AT4G37880.1	CHR06V5|COORD:23101040..23097860|protein protein UNQ2508/PRO5996, putative, expressed	LOC_Os06g38940.2	no descriptionmoderately similar to ( 400)AT4G37880| Symbols:  | protein binding / zinc ion binding | chr4:17810177-17811343 FORWARDnot assigned not assigned not assigned COG5109 CTLH	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_120562_PI403524517	2	-1.1423979	-0.06543255	0.48303604	0.7035904	-0.23141384	0.0654335	35_34078	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_16718_PI403524517	2	-0.026162148	-0.08038044	0.006219864	-0.006219864	0.0153512955	0.10536289	35_4825	Rep: Aspartate kinase - Oryza sativa (Rice)	UniRef90_Q9MAX0	CHR5V7|COORD:4249519..4252657| AK-LYS1 (ASPARTATE KINASE 1)	AT5G13280.1	CHR01V5|COORD:41039809..41035489|protein lysine-sensitive aspartokinase 3, putative, expressed	LOC_Os01g70300.1	 no descriptionmoderately similar to ( 377)AT5G13280| Symbols: AK, AK1, AK-LYS1 | AK-LYS1 (ASPARTATE KINASE 1) | chr5:4249519-4252657 FORWARDweakly similar to ( 112)AKH2_MAIZEBifunctional aspartokinase/homoserine dehydrogenase 2, chloroplast precursor - Zea mays (Maize)not assigned AAK_AK-LysC-like LysC PRK06291 PRK09084 thrA PRK09034 PRK08961 ACT_AK1-AT_1 AAK_AK-HSDH-like AAK_AK-HSDH PRK06635 AAK_AK AAK_AKiii-LysC-EC PRK09181 ACT_AK1-AT_2 PRK08210 ACT_AKiii-LysC-EC-like_1 PRK07431 PRK05925 AAK_AK-DapG-like AAK_AKiii-YclM-BS AAK_AKi-DapG-BS AAK AAK_AK-Hom3 AAK_AKii-LysC-BS PRK08373 AAK_AK-DapDC metL ACT_AK-like_2 ACT_AK-like_1 PRK08841 ACT_AKiii-LysC-EC_1 AA_kinase ACT_AK-like ACT_AKiii-YclM-BS_2 ACT_AKiii-DAPDC_1 ACT_AKiii-LysC-EC_2 AAK_AK-Ectoine ACT_AK-Arch_2 ACT_AK-Hom3_2 AAK_UMPK-like AAK_UMPK-PyrH-Ec ACT_AKi-HSDH-ThrA-like_1 PyrH 	amino acid metabolism.synthesis.aspartate family.misc.homoserine.aspartate kinase	13_1_3_6_1_1

CUST_76757_PI403524517	2	-0.07923317	-0.101435184	0.07923269	0.13658285	-0.118478775	0.15702963	35_22004	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_149575_PI403524517	2	-0.013827324	0.01382637	0.07629013	-0.14374924	-0.1164093	0.05661869	35_41844	0	0	"CHR5V7|COORD:18370863..18373923| BMY2; beta-amylase"	AT5G45300.1	0	0	no description	not assigned.unknown	35_2

CUST_168917_PI403524517	2	0.30508757	0.4528818	0.19378948	-0.22506762	-0.55965996	-0.19378948	35_47043	0	0	CHR1V7|COORD:25812961..25813793| AGP19/ATAGP19 (ARABINOGALACTAN-PROTEIN 19)	AT1G68725.1	CHR03V5|COORD:3862749..3862120|protein sulfated surface glycoprotein 185 precursor, putative	LOC_Os03g07640.1	no description	not assigned.unknown	35_2

CUST_89678_PI403524517	2	0.1642294	0.0281353	-0.028136253	-0.16728592	-0.12540531	0.32426262	35_25656	"Cluster: Hypothetical protein AT4g39700; n=1; Arabidopsis thaliana|Rep: Hypothetical protein AT4g39700 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_O65657	CHR4V7|COORD:18424259..18424900| heavy-metal-associated domain-containing protein / copper chaperone (CCH)-related	AT4G39700.1	CHR03V5|COORD:15202779..15204368|protein metal ion binding protein, putative, expressed	LOC_Os03g26650.2	no descriptionweakly similar to ( 175)AT4G39700| Symbols:  | heavy-metal-associated domain-containing protein / copper chaperone (CCH)-related | chr4:18424259-18424900 FORWARDnot assigned not assigned HMA HMA	metal handling.binding, chelation and storage	15_2

CUST_19081_PI399408534	2	-0.5067291	-1.2252927	0.5896306	-0.093812466	0.093812466	0.33168745	35_15411	"Cluster: High molecular mass early light-inducible protein HV58, chloroplast precursor; n=1; Hordeum vulgare|Rep: High molecular mass early light-inducible prot"	UniRef90_P14895	"CHR3V7|COORD:8084635..8085452| ELIP1 (EARLY LIGHT-INDUCABLE PROTEIN); chlorophyll binding"	AT3G22840.1	CHR01V5|COORD:8058660..8059710|protein early light-induced protein, chloroplast precursor, putative, expressed	LOC_Os01g14410.1	" no descriptionweakly similar to ( 146)AT3G22840| Symbols: ELIP, ELIP1 | ELIP1 (EARLY LIGHT-INDUCABLE PROTEIN); chlorophyll binding | chr3:8084635-8085452 REVERSEmoderately similar to ( 202)ELI5_HORVUHigh molecular mass early light-inducible protein HV58, chloroplast precursor - Hordeum vulgare (Barley)not assigned "	signalling.light	30_11

CUST_71944_PI403524517	2	0.697731	0.0066165924	-0.0066165924	-0.24411345	-0.56249046	0.394969	35_20624	"Cluster: Phosphoglycerate/bisphosphoglycerate mutase:RNase H; n=2; Nocardioides sp. JS614|Rep: Phosphoglycerate/bisphosphoglycerate mutase:RNase H -"	UniRef90_Q3GT62	"CHR1V7|COORD:5675918..5678679| SR45 (arginine/serine-rich 45); RNA binding"	AT1G16610.1	CHR03V5|COORD:9014390..9007824|protein serine/arginine repetitive matrix protein 1, putative, expressed	LOC_Os03g16369.2	no descriptionnot assigned not assigned PRK12678	not assigned.unknown	35_2

CUST_96040_PI403524517	2	-0.026447296	0.10577631	0.026447296	-0.23992348	-0.29043818	0.3068514	35_27437	Rep: Os09g0127800 protein - Oryza sativa (japonica cultivar-group)	UniRef90_Q0J3D9	CHR1V7|COORD:22923479..22927393| coatomer protein complex, subunit alpha, putative	AT1G62020.1	CHR09V5|COORD:2131704..2125232|protein coatomer subunit alpha, putative, expressed	LOC_Os09g04110.2	 no descriptionhighly similar to ( 562)AT1G62020| Symbols:  | coatomer protein complex, subunit alpha, putative | chr1:22923479-22927393 FORWARDvery weakly similar to (64.3)PF20_CHLREFlagellar WD repeat-containing protein Pf20 - Chlamydomonas reinhardtiinot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned WD40 Coatomer_WDAD COG2319 WD40 WD40 	cell. vesicle transport	31_4

CUST_52932_PI403524517	2	0.22941113	0.061855316	-0.5502119	-0.47315693	0.005464554	-0.005464554	35_15072	"Cluster: OSJNBb0070J16.1 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: OSJNBb0070J16.1 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XSK2	"CHR1V7|COORD:22839117..22842109| BGLU46; hydrolase, hydrolyzing O-glycosyl compounds"	AT1G61820.1	CHR04V5|COORD:25439132..25447635|protein beta-mannosidase 4, putative, expressed	LOC_Os04g43390.1	" no descriptionhighly similar to ( 521)AT1G61820| Symbols: BGLU46 | BGLU46; hydrolase, hydrolyzing O-glycosyl compounds | chr1:22840372-22842109 FORWARDmoderately similar to ( 384)BGLC_MAIZEBeta-glucosidase, chloroplast precursor - Zea mays (Maize)not assigned Glyco_hydro_1 BglB celA PRK09852 arb "	misc.gluco-, galacto- and mannosidases	26_3

CUST_169765_PI403524517	2	0.12400055	-0.08899689	-0.0057849884	-0.051597595	0.0057849884	0.19960117	35_47286	"Cluster: Kinesin motor protein, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Kinesin motor protein, putative, expressed - Oryza sativa"	UniRef90_Q2QM62	CHR1V7|COORD:27196564..27201780| kinesin motor protein-related	AT1G72250.1	CHR12V5|COORD:26102591..26097414|protein ATP binding protein, putative, expressed	LOC_Os12g42160.1	no description	not assigned.unknown	35_2

CUST_161322_PI403524517	2	0.3198433	0.36182165	0.05708027	-0.1884079	-0.061829567	-0.05708027	35_45006	0	0	CHR4V7|COORD:18555834..18556821| histone H3.2	AT4G40030.2	CHR11V5|COORD:2622185..2621575|protein histone H3, putative, expressed	LOC_Os11g05730.1	no description	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_64733_PI403524517	2	-0.08770132	0.31788683	-0.25057888	0.08770132	-0.26354218	0.28073835	35_18483	Rep: H0209H04.1 protein - Oryza sativa (Rice)	UniRef90_Q01L37	CHR1V7|COORD:10459646..10462765| glycyl-tRNA synthetase / glycine--tRNA ligase	AT1G29880.1	CHR04V5|COORD:19489642..19494789|protein glycyl-tRNA synthetase 1, mitochondrial precursor, putative, expressed	LOC_Os04g32650.1	no descriptionhighly similar to ( 604)AT1G29880| Symbols:  | glycyl-tRNA synthetase / glycine--tRNA ligase | chr1:10459646-10462765 REVERSEnot assigned GRS1 GlyRS_anticodon PRK04173 GlyRS-like_core HGTP_anticodon HGTP_anticodon PRK08661 PRK12325 ThrS PRK03991	protein.aa activation.glycine-tRNA ligase	29_1_14

CUST_30545_PI403524517	2	0.057977676	0.5348625	0.06501675	-0.11797333	-0.09315586	-0.057976723	35_8818	"Cluster: Os09g0111800 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0111800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J3H6	CHR1V7|COORD:1816252..1816990| nucleotide binding	AT1G05970.2	CHR09V5|COORD:994642..992250|protein RNA-binding region RNP-1, putative, expressed	LOC_Os09g02400.4	no descriptionweakly similar to ( 156)AT1G05970| Symbols:  | nucleotide binding | chr1:1816252-1816990 REVERSE	not assigned.unknown	35_2

CUST_40279_PI403524517	2	0.037976265	1.0937862	-0.03797674	0.38661957	-0.54294014	-0.5408845	35_11587	"Cluster: Hypothetical protein OJ1714_H10.123; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1714_H10.123 - Oryza sativa (japonica cult"	UniRef90_Q8H554	0	0	CHR07V5|COORD:3240236..3242994|protein expressed protein	LOC_Os07g06644.3	no description	not assigned.unknown	35_2

CUST_177440_PI403524517	2	-0.5316448	0.14219666	0.12020874	0.42024136	-0.12020826	-0.32638216	35_49358	"Cluster: Os08g0474800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os08g0474800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J520	"CHR3V7|COORD:18048171..18049145| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G48700.1); similar to Esterase/lipase/thioesterase [Medicago"	AT3G48690.1	CHR08V5|COORD:23271502..23270207|protein gibberellin receptor GID1L2, putative, expressed	LOC_Os08g37010.1	no description	not assigned.unknown	35_2

CUST_9429_PI403524517	2	-0.16866302	-0.11084461	-0.07510662	0.33783436	0.07510662	0.14354324	35_2650	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_928_PI403524517	2	0.39626694	-1.8207769	-0.3962679	0.80207443	0.4805193	-0.45482445	35_242	"Cluster: Glyceraldehyde-3-phosphate dehydrogenase A, chloroplast precursor; n=6; Poaceae|Rep: Glyceraldehyde-3-phosphate dehydrogenase A, chloroplast"	UniRef90_P09315	"CHR1V7|COORD:4392632..4394281| GAPA-2; glyceraldehyde-3-phosphate dehydrogenase"	AT1G12900.1	CHR04V5|COORD:22718006..22720000|protein glyceraldehyde-3-phosphate dehydrogenase A, chloroplast precursor, putative, expressed	LOC_Os04g38600.3	 no descriptionmoderately similar to ( 229)AT1G12900| Symbols: GAPA-2 | GAPA-2 | chr1:4392632-4393745 REVERSEmoderately similar to ( 229)G3PA_MAIZEGlyceraldehyde-3-phosphate dehydrogenase A, chloroplast precursor - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned PRK07403 GapA PRK07729 Gp_dh_C PRK08955 PRK08289 TT_ORF1 	PS.calvin cyle.GAP	1_3_4

CUST_12688_PI399408534	2	-0.021488667	-0.073459625	-0.050020695	0.0877018	0.021489143	0.18744898	35_41910	Rep: Aldehyde oxidase-2 - Zea mays (Maize)	UniRef90_O23888	CHR5V7|COORD:7116785..7122340| AAO1 (ALDEHYDE OXIDASE 1)	AT5G20960.1	CHR03V5|COORD:32816253..32808297|protein aldehyde oxidase 1, putative, expressed	LOC_Os03g57680.1	no descriptionweakly similar to ( 193)AT3G43600| Symbols: AAO2 | AAO2 (ALDEHYDE OXIDASE 2) | chr3:15523766-15528363 REVERSEmoderately similar to ( 241)ALDO3_ORYSAnot assigned not assigned XdhA CoxS Fer2_2 PRK11433 PRK09908 PRK12323 PRK07003 PRK07764	hormone metabolism.abscisic acid.synthesis-degradation	17_1_1

CUST_19027_PI404877155	2	-0.032761574	0.20124054	0.053346634	7.238388E-4	-0.06223488	-7.2288513E-4	HY06N23u_x_at	P0428D12.9 [Oryza sativa (japonica cultivar-group)]	NP_911315.1	FAD linked oxidase family protein	At5g06580.1	0	0	"glycolate oxidase subunit D-like; D-lactate dehydrogenase-like"	PS.photorespiration.glycolate oxydase	1_02_02

CUST_9294_PI404877155	2	-0.11126995	0.13678646	0.26093197	-0.18671131	-0.006495476	0.006495476	Contig3081_at	OSJNBa0006B20.1 [Oryza sativa (japonica cultivar-group)] ref|XP_472578.1| OSJNBa0006B20.1 [Oryza sativa (japonica cultivar-group)]	CAE02741.1	UVB-resistance protein (UVR8)	At5g63860.1	protein Regulator of chromosome condensation (RCC1), putative	Os04g35570	gi|32487442|emb|CAE02741.1| OSJNBa0006B20.1	stress.abiotic.light	20_2_5

CUST_1119_PI404877155	2	0.056041718	0.07429218	-0.07825279	-0.032940865	0.03294182	-0.049783707	Contig11142_at	hydroxyproline-rich glycoprotein family protein [Arabidopsis thaliana]	NP_563814.1	hydroxyproline-rich glycoprotein family protein	At1g08370.1	protein Dcp1-like decapping family, putative	Os11g05650	"hydroxyproline-rich glycoprotein family protein, contains proline-rich extensin domains, INTERPRO:IPR002965; contains some similarity to transcription factor (Danio rerio) gi:15617376, emb:CAC69871; similar to yeast dcp1"	RNA.regulation of transcription.putative DNA-binding protein	27_3_67

CUST_25657_PI399408534	2	0.26243305	0.30787563	-0.10145092	-0.16673374	-0.50555897	0.10145092	35_24509	"Cluster: Putative Sec63 domain containing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Sec63 domain containing protein - Oryza sativa (jap"	UniRef90_Q84MP1	"CHR1V7|COORD:7302580..7309903| EMB1507 (EMBRYO DEFECTIVE 1507); ATP-dependent helicase"	AT1G20960.1	CHR02V5|COORD:410661..418523|protein U5 small nuclear ribonucleoprotein 200 kDa helicase, putative, expressed	LOC_Os02g01740.1	"no descriptionhighly similar to ( 651)AT1G20960| Symbols: EMB1507 | EMB1507 (EMBRYO DEFECTIVE 1507); ATP-dependent helicase | chr1:7302580-7309903 REVERSEnot assigned not assigned Sec63 SEC63 COG1204"	DNA.synthesis/chromatin structure	28_1

CUST_43376_PI403524517	2	0.25523376	0.8360901	-9.803772E-4	-0.10335255	9.794235E-4	-0.025811195	35_12455	"Cluster: Os01g0704700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0704700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JK07	0	0	CHR01V5|COORD:29543746..29548654|protein chloride channel protein CLC-e, putative, expressed	LOC_Os01g50860.1	no description	not assigned.unknown	35_2

CUST_22944_PI399408534	2	-0.5972185	1.3356524	0.78361034	-0.7347126	-0.029133797	0.029133797	35_20233	"Cluster: Zinc finger protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Zinc finger protein - Oryza sativa (japonica cultivar-group)"	UniRef90_O82118	CHR5V7|COORD:19578945..19580339| zinc finger (B-box type) family protein	AT5G48250.1	CHR02V5|COORD:30088393..30093805|protein zinc finger protein CONSTANS-LIKE 11, putative, expressed	LOC_Os02g49230.4	no descriptionmoderately similar to ( 271)AT5G48250| Symbols:  | zinc finger (B-box type) family protein | chr5:19578945-19580339 REVERSECCT	RNA.regulation of transcription.C2C2(Zn) CO-like, Constans-like zinc finger family	27_3_7

CUST_10627_PI399408534	2	-0.056168556	0.056168556	0.09176254	-0.16503716	0.07336521	-0.17549706	35_15732	"Cluster: Ethylene-responsive element binding protein 1; n=5; Triticum aestivum|Rep: Ethylene-responsive element binding protein 1 - Triticum"	UniRef90_Q2TN80	"CHR3V7|COORD:4737623..4739007| RAP2.2; DNA binding / transcription factor"	AT3G14230.3	CHR06V5|COORD:4730331..4732912|protein ethylene-responsive element binding protein 1, putative, expressed	LOC_Os06g09390.2	no descriptionweakly similar to ( 164)AT1G53910| Symbols: RAP2.12 | RAP2.12 | chr1:20138910-20140249 FORWARDmoderately similar to ( 333)ERF1_ORYSAAP2 AP2 AP2	RNA.regulation of transcription.AP2/EREBP, APETALA2/Ethylene-responsive element binding protein family	27_3_3

CUST_14926_PI403524517	2	0.00344944	0.59743404	-0.5489044	0.20387459	-0.00344944	-0.17328358	35_4301	"Cluster: Hypothetical protein OSJNBa0090O10.10; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0090O10.10 - Oryza sativa (japonica"	UniRef90_Q8GZX3	CHR5V7|COORD:23551169..23556691| actin binding	AT5G58160.1	CHR03V5|COORD:771994..772674|protein expressed protein	LOC_Os03g02300.1	no description	not assigned.unknown	35_2

CUST_73105_PI403524517	2	-0.012721539	0.5364585	-0.82403326	0.57291317	0.012721539	-0.50581884	35_20962	Rep: HSP20 protein - Triticum aestivum (Wheat)	UniRef90_Q2L3S1	CHR4V7|COORD:13819054..13819901| HSP21 (HEAT SHOCK PROTEIN 21)	AT4G27670.1	CHR05V5|COORD:13121855..13114782|protein retrotransposon protein, putative, unclassified, expressed	LOC_Os05g23140.1	 no descriptionvery weakly similar to (97.1)AT4G27670| Symbols: HSP21 | HSP21 (HEAT SHOCK PROTEIN 21) | chr4:13819054-13819901 REVERSEweakly similar to ( 105)HS21C_PEASmall heat shock protein, chloroplast precursor - Pisum sativum (Garden pea)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned IbpA HSP20 alpha-crystallin-Hsps PRK12323 PRK07764 PRK07003 TT_ORF1 PRK05648 PRK12678 Atrophin-1 PRK00708 Extensin_2 APC_basic Drf_FH1 	stress.abiotic.heat	20_2_1

CUST_49721_PI403524517	2	-0.01392746	-0.20800686	-0.08987713	0.021860123	0.013928413	0.055788994	35_14200	"Cluster: Coatomer protein complex, beta prime subunit-like; n=4; Magnoliophyta|Rep: Coatomer protein complex, beta prime subunit-like - Oryza sativa (japonica c"	UniRef90_Q5VQ77	"CHR3|COORD:5411678..5418451| coatomer protein complex, subunit beta 2 (beta prime), putative, contains 7 WD-40 repeats (PF00400) (1 weak); identical to coatomer"	AT3G15980.3	CHR06V5|COORD:2328667..2319806|protein coatomer subunit beta, putative, expressed	LOC_Os06g05180.3	 no descriptionvery weakly similar to (93.2)AT3G15980| Symbols:  | coatomer protein complex, subunit beta 2 (beta prime), putative | chr3:5412021-5418319 REVERSE	cell. vesicle transport	31_4

CUST_54709_PI403524517	2	0.07699585	-0.11877155	-0.038701057	0.053059578	0.031995773	-0.031995773	35_15572	Rep: Hypothetical protein - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_A0ME55	"CHR1V7|COORD:1408020..1410672| similar to bZIP family transcription factor [Arabidopsis thaliana] (TAIR:AT1G27000.1); similar to unknown [Striga asiatica]"	AT1G04960.1	CHR09V5|COORD:18575971..18580276|protein expressed protein	LOC_Os09g30478.1	"no descriptionmoderately similar to ( 258)AT1G04960| Symbols:  | similar to bZIP family transcription factor [Arabidopsis thaliana] (TAIR:AT1G27000.1); similar to unknown [Striga asiatica] (GB:ABD98037.1); similar to Os05g0182700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001054821.1); contains InterPro domain Protein of unknown function DUF1664; (InterPro:IPR012458) | chr1:1408020-1410423 REVERSEDUF1664"	not assigned.unknown	35_2

CUST_13660_PI403524517	2	0.06477547	0.46853256	-7.3337555E-4	-0.0754118	-0.034202576	7.324219E-4	35_3921	"Cluster: Hypothetical protein OSJNBa0014C03.12; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0014C03.12 - Oryza sativa (japonica"	UniRef90_Q6AU71	"CHR4V7|COORD:8204707..8207268| similar to CBS domain-containing protein-related [Arabidopsis thaliana] (TAIR:AT4G14230.1); similar to Os05g0395300 [Oryza"	AT4G14240.1	CHR05V5|COORD:19149703..19157284|protein hemolysin, putative, expressed	LOC_Os05g32850.1	"no descriptionhighly similar to ( 515)AT4G14240| Symbols:  | similar to CBS domain-containing protein-related [Arabidopsis thaliana] (TAIR:AT4G14230.1); similar to Os05g0395300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001055462.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAT07635.1); contains InterPro domain Protein of unknown function DUF21; (InterPro:IPR002550); contains InterPro domain CBS; (InterPro:IPR000644) | chr4:8204707-8207268 REVERSEnot assigned TlyC DUF21 CorB CBS_pair_CorC_HlyC_assoc CorC CBS PRK11573"	not assigned.no ontology	35_1

CUST_101005_PI403524517	2	-0.20119	-0.69833565	0.36956596	0.101293564	0.022521973	-0.022521019	35_28827	"Cluster: Pentatricopeptide, putative; n=1; Oryza sativa (japonica cultivar-group)|Rep: Pentatricopeptide, putative - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QZT2	CHR1V7|COORD:2966265..2971459| pentatricopeptide (PPR) repeat-containing protein	AT1G09190.1	CHR11V5|COORD:26693122..26691575|protein pentatricopeptide repeat protein PPR868-14, putative	LOC_Os11g44930.1	no descriptionmoderately similar to ( 220)AT1G09190| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr1:2966265-2971459 REVERSEvery weakly similar to (64.3)RF1_ORYSA	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_65857_PI403524517	2	0.15762901	-0.19545364	-0.057434082	0.07992458	0.0022563934	-0.002257347	35_18811	"Cluster: Putative Cnot10 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Cnot10 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K272	CHR5V7|COORD:13679307..13682965| binding	AT5G35430.1	CHR09V5|COORD:1779097..1785142|protein expressed protein	LOC_Os09g03600.1	no descriptionweakly similar to ( 180)AT5G35430| Symbols:  | binding | chr5:13679307-13682965 FORWARDnot assigned	not assigned.unknown	35_2

CUST_33246_PI399408534	2	-0.11826134	-0.0685091	0.13541508	0.068510056	0.13861942	-0.10761261	35_16678	"Cluster: Putative JD1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative JD1 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5Z801	CHR2V7|COORD:18824154..18825456| calcineurin B subunit-related	AT2G45670.2	CHR06V5|COORD:30121821..30127016|protein JD1, putative, expressed	LOC_Os06g49790.1	no descriptionmoderately similar to ( 208)AT2G45670| Symbols:  | calcineurin B subunit-related | chr2:18824154-18825456 REVERSEnot assigned not assigned PlsC PlsC Acyltransferase	signalling.calcium	30_3

CUST_18436_PI403524517	2	0.012288094	0.674263	-0.5416651	0.19124794	-0.1455679	-0.01228714	35_5329	Rep: Hypothetical protein C780ERIPDK - Oryza sativa (Rice)	UniRef90_Q949C9	CHR5|COORD:20814243..20817440| expressed protein	AT5G51180.2	CHR02V5|COORD:26475369..26470787|protein serine esterase family protein, putative, expressed	LOC_Os02g43850.1	" no descriptionmoderately similar to ( 415)AT5G51180| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G25770.1); similar to Os03g0726800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001051137.1); similar to putative protein [Oryza sativa] (GB:CAC39063.1); similar to Os08g0143700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001060979.1); contains InterPro domain Esterase/lipase/thioesterase; (InterPro:IPR000379); contains InterPro domain Protein of unknown function DUF676, hydrolase-like; (InterPro:IPR007751) | chr5:20814586-20817155 FORWARDnot assigned DUF676 "	not assigned.unknown	35_2

CUST_12851_PI399408534	2	0.05880165	-0.05880165	0.17764282	-0.2989626	-0.23015022	0.36117744	35_25469	"Cluster: MADS-box transcription factor TaAGL38; n=3; Triticum aestivum|Rep: MADS-box transcription factor TaAGL38 - Triticum aestivum (Wheat)"	UniRef90_Q1G171	"CHR4V7|COORD:12023957..12027432| AGL19 (AGAMOUS-LIKE 19); transcription factor"	AT4G22950.1	CHR03V5|COORD:1250128..1248228|protein MADS-box transcription factor 50, putative, expressed	LOC_Os03g03070.1	no descriptionvery weakly similar to (76.3)MAD50_ORYSA	RNA.regulation of transcription.MADS box transcription factor family	27_3_24

CUST_540_PI399408534	2	0.043506622	-0.22337532	0.056245804	-0.043506622	0.07302189	-0.06366634	35_4832	"Cluster: Arginine/serine-rich-splicing factor RSP31; n=1; Arabidopsis thaliana|Rep: Arginine/serine-rich-splicing factor RSP31 - Arabidopsis thaliana (Mouse-ear"	UniRef90_P92964	"CHR3V7|COORD:22911286..22913134| ATRSP31 (ARGININE/SERINE-RICH SPLICING FACTOR 31); RNA binding"	AT3G61860.1	CHR02V5|COORD:1197056..1193367|protein arginine/serine-rich splicing factor RSP41, putative, expressed	LOC_Os02g03040.2	" no descriptionmoderately similar to ( 250)AT3G61860| Symbols: RSP31, ATRSP31 | ATRSP31 (ARGININE/SERINE-RICH SPLICING FACTOR 31); RNA binding | chr3:22911286-22913134 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned RRM_1 RRM COG0724 "	RNA.processing.splicing	27_1_1

CUST_82946_PI403524517	2	-0.053253174	0.4622116	0.13594437	-0.11495018	0.053253174	-0.0700655	35_23786	Rep: At5g66005 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q6ID68	"CHR5V7|COORD:26415090..26416349| similar to Unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAM22714.1); similar to Os03g0130700 [Oryza sativa"	AT5G66005.3	0	0	"no descriptionmoderately similar to ( 216)AT5G66005| Symbols:  | similar to Unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAM22714.1); similar to Os03g0130700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001048856.1); contains InterPro domain Protein of unknown function DUF265; (InterPro:IPR004948); contains InterPro domain AAA ATPase; (InterPro:IPR003593) | chr5:26415090-26416349 REVERSECOG1618 DUF265"	not assigned.unknown	35_2

CUST_60597_PI403524517	2	-0.022291183	-0.12987423	-0.011793137	0.01179409	0.080470085	0.07362747	35_17279	"Cluster: F-box family protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: F-box family protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K3E9	CHR2V7|COORD:590392..591594| ATPP2-B1 (Phloem protein 2-B1)	AT2G02230.1	CHR02V5|COORD:34827998..34830208|protein phloem-specific lectin, putative, expressed	LOC_Os02g56840.1	no descriptionweakly similar to ( 165)AT2G02230| Symbols: ATPP2-B1 | ATPP2-B1 (Phloem protein 2-B1) | chr2:590392-591594 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Atrophin-1 PRK12323 DUF1421 IER PRK07764 PRK07003	cell.organisation	31_1

CUST_68051_PI403524517	2	-1.5230913	-2.1274996	1.0182371	0.007986069	0.99836636	-0.007986069	35_19445	"Cluster: Hypothetical protein P0446B05.26-1; n=4; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0446B05.26-1 - Oryza sativa (japonica cultiv"	UniRef90_Q5N9N2	"CHR3V7|COORD:3584187..3585655| AHG3/ATPP2CA (ARABIDOPSIS THALIANA PROTEIN PHOSPHATASE 2CA); protein binding / protein phosphatase type 2C"	AT3G11410.1	CHR05V5|COORD:22369446..22367491|protein protein phosphatase 2C, putative, expressed	LOC_Os05g38290.1	" no descriptionweakly similar to ( 135)AT3G11410| Symbols: ATPP2CA, AHG3 | AHG3/ATPP2CA (ARABIDOPSIS THALIANA PROTEIN PHOSPHATASE 2CA); protein binding / protein phosphatase type 2C | chr3:3584187-3585655 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned PP2Cc PP2Cc PP2C PTC1 PRK12323 "	protein.postranslational modification	29_4

CUST_166216_PI403524517	2	0.006854534	-0.01157999	0.26120424	-0.0068540573	0.32533646	-0.5305519	35_46305	"Cluster: UDP-glucoronosyl and UDP-glucosyl transferase family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: UDP-glucoronosyl and UDP-gluc"	UniRef90_Q7XE18	CHR2V7|COORD:11967851..11970304| glycosyltransferase family protein	AT2G28080.1	CHR10V5|COORD:15566669..15564356|protein cytokinin-O-glucosyltransferase 2, putative, expressed	LOC_Os10g30560.1	no descriptionvery weakly similar to (91.7)AT2G28080| Symbols:  | glycosyltransferase family protein | chr2:11967851-11970304 REVERSEvery weakly similar to (54.7)UFO3_MAIZE	misc.UDP glucosyl and glucoronyl transferases	26_2

CUST_45442_PI403524517	2	-0.009056091	0.009056091	0.14559269	-0.050668716	0.13004017	-0.025907516	35_13025	Rep: Salt-inducible protein kinase - Zea mays (Maize)	UniRef90_Q5XTZ4	CHR1V7|COORD:29937749..29942433| protein kinase family protein	AT1G79570.1	CHR07V5|COORD:14721415..14729883|protein protein kinase domain containing protein, expressed	LOC_Os07g25680.1	no descriptionmoderately similar to ( 213)AT1G79570| Symbols:  | protein kinase family protein | chr1:29937749-29942433 REVERSEvery weakly similar to (52.0)CRI4_MAIZEPutative receptor protein kinase CRINKLY4 precursor - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pkinase_Tyr TyrKc PTKc S_TKc PTKc_Tec_like Pkinase S_TKc PTKc_Btk_Bmx PTKc_Src_like PTKc_EGFR_like PTKc_EphR PTKc_Tec_Rlk PTKc_Csk_like PTKc_Frk_like PTKc_Jak_rpt2 PTKc_Trk PTKc_Srm_Brk PTKc_Ror PTKc_Csk PTKc_Fyn_Yrk PTKc_Itk PTKc_InsR_like PTKc_Abl PTKc_Yes PTKc_Lck_Blk PTKc_Ack_like PTKc_Src PTKc_EphR_B PTKc_Jak1_rpt2 PTKc_Syk_like PTKc_TrkC PTKc_TrkA PTKc_EphR_A PTKc_ALK_LTK PTKc_Fes_like PTK_HER3 PTKc_Met_Ron PTKc_TrkB PTKc_Chk PTKc_Jak2_Jak3_rpt2 PTKc_c-ros PTKc_HER4 SPS1 PTKc_Lyn PTKc_FAK PTK_CCK4 PTKc_DDR	protein.postranslational modification	29_4

CUST_182222_PI403524517	2	-0.35702038	0.38481998	0.5791178	0.027662277	-0.13069534	-0.02766323	35_50659	"Cluster: Hypothetical protein B1130G10.20; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1130G10.20 - Oryza sativa (japonica cultivar-g"	UniRef90_Q75II2	CHR4V7|COORD:10370808..10371896| cyclic phosphodiesterase	AT4G18930.1	CHR05V5|COORD:25582945..25584184|protein cyclic phosphodiesterase, putative, expressed	LOC_Os05g44170.1	no description	not assigned.unknown	35_2

CUST_47706_PI403524517	2	-3.0899048E-4	-0.40700436	3.1089783E-4	-0.01845932	0.13911629	0.04189682	35_13650	"Cluster: Os01g0835900 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0835900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JHY5	CHR5V7|COORD:24068875..24069186| histone H4	AT5G59690.1	CHR10V5|COORD:20690219..20689571|protein histone H4, putative, expressed	LOC_Os10g39410.1	no descriptionweakly similar to ( 162)AT5G59970| Symbols:  | histone H4 | chr5:24163578-24163889 REVERSEweakly similar to ( 162)H4_PEAHistone H4 - Pisum sativum (Garden pea)not assigned not assigned H4 H4 HHT1 Histone	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_2796_PI399408534	2	-0.019433975	0.06254387	0.11743832	0.0032806396	-0.0032806396	-0.06709957	35_38277	Rep: Histone acetyltransferase GCN5 - Oryza sativa (Rice)	UniRef90_Q338B9	CHR3V7|COORD:20224571..20228353| GCN5 (Histon acetyltransferase HAT1)	AT3G54610.1	CHR10V5|COORD:14226137..14219712|protein general control of amino acid synthesis protein 5-like 2, putative, expressed	LOC_Os10g28040.1	 no descriptionmoderately similar to ( 342)AT3G54610| Symbols: HAT1, HAG1, HAC3, HAG01, BGT, GCN5 | GCN5 (Histon acetyltransferase HAT1) | chr3:20224571-20228353 FORWARDnot assigned COG5076 Acetyltransf_1 	RNA.regulation of transcription.Histone acetyltransferases	27_3_54

CUST_6726_PI404877155	2	0.1864872	0.08978176	-0.4057169	-0.08978176	-0.4449196	0.10888958	Contig19934_at	thylakoid lumenal 20 kDa protein [Arabidopsis thaliana] pir||T49066 hypothetical protein T5P19.300 - Arabidopsis thaliana emb|CAB88068.1| pu	NP_191224.1	thylakoid lumenal 20 kDa protein	At3g56650.1	protein expressed protein	Os01g59090	"thylakoid lumenal 20 kDa protein, SP:Q9LXX5; PMID:11719511;  F22K20.16 - Arabidopsis thaliana, EMBL:AC002291;"	PS.lightreaction.photosystem II.PSII polypeptide subunits	1_01_01_02

CUST_62828_PI403524517	2	0.21879101	-0.4656725	-0.02199459	0.031582832	-0.0069589615	0.0069589615	35_17913	"Cluster: Hypothetical protein B1064G04.19; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1064G04.19 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5JKR0	"CHR3V7|COORD:7121486..7123080| similar to Os01g0559200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001043341.1); similar to Mediator of U snRNA"	AT3G20430.1	CHR01V5|COORD:21508278..21511225|protein expressed protein	LOC_Os01g37842.1	"no descriptionweakly similar to ( 166)AT3G20430| Symbols:  | similar to Os01g0559200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001043341.1); similar to Mediator of U snRNA nuclear export PHAX (ISS) [Ostreococcus tauri] (GB:CAL53287.1); contains domain FAMILY NOT NAMED (PTHR13135) | chr3:7121486-7123080 FORWARDnot assigned"	not assigned.unknown	35_2

CUST_2441_PI403524517	2	-0.02500534	-0.39563084	-0.10237312	0.13943195	0.039764404	0.02500534	35_664	Rep: Eukaryotic initiation factor 4A-2 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_P41377	"CHR3V7|COORD:4592642..4594135| EIF4A1 (eukaryotic translation initiation factor 4A-1); ATP-dependent helicase"	AT3G13920.1	CHR06V5|COORD:29506320..29502687|protein eukaryotic initiation factor 4A, putative, expressed	LOC_Os06g48750.2	 no descriptionhighly similar to ( 758)AT3G13920| Symbols: RH4, TIF4A1, EIF4A1 | EIF4A1 (eukaryotic translation initiation factor 4A-1) | chr3:4592642-4594101 REVERSEhighly similar to ( 806)IF4A_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned SrmB PRK11776 DEADc PRK11634 PRK11192 PRK10590 PRK01297 PRK04837 PRK04537 DEAD DEXDc HELICc DEXDc Lhr HELICc Helicase_C RecQ COG1205 COG1202 COG1204 PRK11057 RecG SSL2 DEXHc MPH1 	protein.synthesis.initiation	29_2_3

CUST_629_PI403524517	2	0.042614937	-0.62981606	-0.13878441	-0.008446693	0.00844574	0.054681778	35_165	"Cluster: Malate dehydrogenase; n=3; Oryza sativa|Rep: Malate dehydrogenase - Oryza sativa (Rice)"	UniRef90_Q7FSL4	CHR1V7|COORD:19858634..19860470| malate dehydrogenase (NAD), mitochondrial	AT1G53240.1	CHR05V5|COORD:28538313..28534323|protein malate dehydrogenase, mitochondrial precursor, putative, expressed	LOC_Os05g49880.1	 no descriptionmoderately similar to ( 457)AT1G53240| Symbols:  | malate dehydrogenase (NAD), mitochondrial | chr1:19858634-19860470 REVERSEmoderately similar to ( 449)MDHM_FRAANMalate dehydrogenase, mitochondrial precursor - Fragaria ananassa (Strawberry)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned MDH_glycosomal_mitochondrial PRK05086 Mdh LDH_MDH Ldh_1_N LDH-like_MDH PRK06223 Ldh_1_C MDH LDH ldh MDH_cytoplasmic_cytosolic PRK05442 MDH_choloroplast PRK12323 DUF566 PRK07764 PRK07003 	gluconeogenesis.Malate DH	6_3

CUST_14410_PI404877155	2	-0.038829803	-0.49419022	0.014706612	0.08641529	0.144763	-0.014707565	Contig8249_at	DnaJ protein-like~contains EST AU181927(C61864) [Oryza sativa (japonica cultivar-group)] dbj|BAC22216.1| DnaJ protein-like~contains EST AU18	NP_910334.1	DNAJ heat shock protein, mitochondrially targeted (GFA2)	At5g48030.1	protein Similar to DnaJ protein	Os06g02620	"DNAJ heat shock protein, mitochondrially targeted (GFA2), 99.8% identical to mitochondrially targeted DnaJ protein GFA2 (Arabidopsis thaliana) GI:21429604; contains Pfam profiles PF00226: DnaJ domain, PF01556: DnaJ C terminal region, PF00684: DnaJ central"	stress.abiotic.heat	20_2_1

CUST_70201_PI403524517	2	0.089141846	0.16967392	-0.007536888	-0.14622974	-0.07097244	0.007536888	35_20096	"Cluster: Os03g0655300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os03g0655300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DPX1	"CHR3V7|COORD:951892..953497| Identical to Protein At3g03773 [Arabidopsis Thaliana] (GB:Q6ID70;GB:Q6DSR5); similar to glycine-rich protein [Arabidopsis thaliana]"	AT3G03773.1	CHR03V5|COORD:25510945..25514973|protein prostaglandin E synthase 3, putative, expressed	LOC_Os03g45270.1	"no descriptionweakly similar to ( 163)AT3G03773| Symbols:  | Identical to Protein At3g03773 [Arabidopsis Thaliana] (GB:Q6ID70;GB:Q6DSR5); similar to glycine-rich protein [Arabidopsis thaliana] (TAIR:AT4G02450.1); similar to putative ripening regulated protein [Oryza sativa (japonica cultivar-group)] (GB:AAT78841.1); contains InterPro domain HSP20-like chaperone; (InterPro:IPR008978); contains InterPro domain CS; (InterPro:IPR007052) | chr3:951892-953497 FORWARDnot assigned p23 CS"	not assigned.unknown	35_2

CUST_79164_PI403524517	2	0.21551275	0.49319696	0.009375095	-0.27810764	-0.009375572	-0.035675526	35_22706	"Cluster: Putative NBS-LRR type disease resistance protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative NBS-LRR type disease resistance protein - O"	UniRef90_Q8LQ12	CHR4V7|COORD:13620983..13623940| disease resistance protein (NBS-LRR class), putative	AT4G27190.1	CHR01V5|COORD:42496260..42499052|protein disease resistance protein RPS2, putative	LOC_Os01g72680.1	 no descriptionvery weakly similar to (67.4)AT5G05400| Symbols:  | disease resistance protein (CC-NBS-LRR class), putative | chr5:1597746-1600370 REVERSEnot assigned 	stress.biotic	20_1

CUST_22810_PI403524517	2	0.09648895	-0.12039375	-0.091181755	0.05308914	0.03267765	-0.032676697	35_6626	"Cluster: Putative dipeptidyl peptidase IV; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative dipeptidyl peptidase IV - Oryza sativa (japonica cultivar-g"	UniRef90_Q6K880	CHR5V7|COORD:8234868..8237813| prolyl oligopeptidase family protein	AT5G24260.1	CHR02V5|COORD:11004647..10999886|protein dipeptidyl peptidase 8, putative, expressed	LOC_Os02g18850.1	no descriptionhighly similar to ( 509)AT5G24260| Symbols:  | prolyl oligopeptidase family protein | chr5:8234868-8237813 REVERSEnot assigned not assigned not assigned DAP2 Peptidase_S9 DPPIV_N COG1505	protein.degradation	29_5

CUST_3717_PI399408534	2	-1.8330364	0.13883495	0.12035179	0.37137032	-1.2603741	-0.12035179	35_9592	"Cluster: Putative bacterial blight resistance protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative bacterial blight resistance protein - Oryza sat"	UniRef90_Q5VQ44	CHR3V7|COORD:17538596..17541733| leucine-rich repeat transmembrane protein kinase, putative	AT3G47570.1	CHR06V5|COORD:9149342..9145960|protein receptor-like protein kinase precursor, putative	LOC_Os06g16070.1	 no descriptionweakly similar to ( 107)AT3G47570| Symbols:  | leucine-rich repeat transmembrane protein kinase, putative | chr3:17538596-17541733 FORWARDvery weakly similar to (79.7)RPK1_IPONIReceptor-like protein kinase precursor - Ipomoea nil (Japanese morning glory) (Pharbitis nil)not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pkinase_Tyr TyrKc PTKc S_TKc PTKc_Src_like S_TKc PTKc_Tec_Rlk PTKc_Tec_like Pkinase PTKc_Itk PTKc_Jak_rpt2 PTKc_Btk_Bmx PTKc_EGFR_like PTKc_PDGFR PTKc_CSF-1R 	signalling.receptor kinases.leucine rich repeat XI	30_2_11

CUST_156884_PI403524517	2	0.10289955	-0.10289955	0.2858696	0.1953144	-1.0609016	-0.6774101	35_43815	0	0	CHR5V7|COORD:19852631..19853248| hydroxyproline-rich glycoprotein family protein	AT5G48920.1	0	0	no description	not assigned.unknown	35_2

CUST_21442_PI403524517	2	0.30765533	0.29774523	0.09143782	-0.09640837	-0.16658545	-0.09143782	35_6224	"Cluster: Os05g0555300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0555300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DG36	CHR4V7|COORD:15721423..15722782| ferredoxin-related	AT4G32590.1	CHR05V5|COORD:27524278..27522646|protein electron carrier/ electron transporter/ iron ion binding protein, putative, expressed	LOC_Os05g48160.3	no descriptionmoderately similar to ( 217)AT4G32590| Symbols:  | electron carrier | chr4:15721423-15722787 FORWARDnot assigned not assigned Fdx Tymo_45kd_70kd PRK07764	PS.lightreaction.other electron carrier (ox/red).ferredoxin	1_1_5_2

CUST_84905_PI403524517	2	0.17965126	0.21067524	-0.21676445	-0.08538914	-0.1310215	0.08538818	35_24327	"Cluster: Os07g0459200 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0459200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D6N5	CHR5V7|COORD:8604361..8608666| ABC1 family protein	AT5G24970.1	CHR07V5|COORD:16020936..16011389|protein ubiquinone biosynthesis protein ubiB, putative, expressed	LOC_Os07g27480.1	no descriptionweakly similar to ( 143)AT5G24970| Symbols:  | ABC1 family protein | chr5:8604361-8608666 REVERSE	not assigned.no ontology.ABC1 family protein	35_1_1

CUST_31018_PI399408534	2	0.059641838	0.24343204	-0.12539291	-0.12161064	0.052850723	-0.05284977	35_9847	"Cluster: Os05g0567400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0567400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DFV9	CHR4V7|COORD:13102915..13106727| FtsJ-like methyltransferase family protein	AT4G25730.1	CHR05V5|COORD:28161759..28166307|protein adoMet-dependent rRNA methyltransferase spb1, putative, expressed	LOC_Os05g49230.1	no descriptionvery weakly similar to (80.5)AT4G25730| Symbols:  | FtsJ-like methyltransferase family protein | chr4:13102915-13106727 REVERSEnot assigned not assigned not assigned not assigned Spb1_C	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_64392_PI403524517	2	-0.8155794	-0.59605026	0.29731083	0.5308981	0.18170261	-0.18170261	35_18384	"Cluster: Putative xyloglucan endo-transglycosylase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative xyloglucan endo-transglycosylase - Oryza sativa"	UniRef90_Q8GVR3	"CHR3V7|COORD:16458265..16459663| XTR8 (xyloglucan:xyloglucosyl transferase 8); hydrolase, acting on glycosyl bonds"	AT3G44990.1	CHR07V5|COORD:17489005..17491332|protein xyloglucan endotransglucosylase/hydrolase protein 32 precursor, putative, expressed	LOC_Os07g29750.1	" no descriptionweakly similar to ( 130)AT3G44990| Symbols: ATXTR8, XTR8 | XTR8 (xyloglucan:xyloglucosyl transferase 8); hydrolase, acting on glycosyl bonds | chr3:16458265-16459663 REVERSEvery weakly similar to (70.5)XTH_WHEATProbable xyloglucan endotransglucosylase/hydrolase precursor - Triticum aestivum (Wheat)not assigned GH16_XET XET_C "	cell wall.modification	10_7

CUST_27951_PI399408534	2	-1.0193548	-0.35649014	0.72130394	-0.008826256	0.008826256	0.047582626	35_9985	"Cluster: Calmodulin binding heat shock protein; n=2; Gossypium hirsutum|Rep: Calmodulin binding heat shock protein - Gossypium hirsutum (Upland cotton)"	UniRef90_Q1RN82	CHR3V7|COORD:18192483..18194598| lipase class 3 family protein / calmodulin-binding heat-shock protein, putative	AT3G49050.1	CHR07V5|COORD:17512388..17519157|protein calmodulin binding protein, putative, expressed	LOC_Os07g29794.1	 no descriptionweakly similar to ( 188)AT3G49050| Symbols:  | lipase class 3 family protein / calmodulin-binding heat-shock protein, putative | chr3:18192483-18194598 FORWARDnot assigned 	signalling.calcium	30_3

CUST_4304_PI403524517	2	-0.015742302	-0.08629131	0.020450592	-0.006011963	0.006788254	0.006011963	35_1190	"Cluster: Superoxide dismutase [Mn], mitochondrial precursor; n=4; Oryza sativa|Rep: Superoxide dismutase [Mn], mitochondrial precursor - Oryza sativa (Rice)"	UniRef90_Q43008	"CHR3V7|COORD:3418020..3419586| MSD1 (MANGANESE SUPEROXIDE DISMUTASE 1); manganese superoxide dismutase"	AT3G10920.1	CHR05V5|COORD:14968645..14973430|protein superoxide dismutase, mitochondrial precursor, putative, expressed	LOC_Os05g25850.1	" no descriptionmoderately similar to ( 344)AT3G10920| Symbols: MEE33, MSD1 | MSD1 (MANGANESE SUPEROXIDE DISMUTASE 1); manganese superoxide dismutase | chr3:3418020-3419586 FORWARDmoderately similar to ( 384)SODM_ORYSAnot assigned SodA PRK10925 Sod_Fe_C PRK10543 Sod_Fe_N "	redox.dismutases and catalases	21_6

CUST_14176_PI403524517	2	0.13438988	-0.024558067	4.9209595E-4	0.016877174	-0.05479622	-4.930496E-4	35_4066	"Cluster: Hypothetical protein OSJNBb0048A17.21; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0048A17.21 - Oryza sativa (japonica"	UniRef90_Q94H99	CHR4V7|COORD:16410887..16412126| SWIB complex BAF60b domain-containing protein	AT4G34290.1	CHR03V5|COORD:31410718..31408868|protein SWIb domain-containing protein, putative, expressed	LOC_Os03g55310.1	no descriptionweakly similar to ( 114)AT4G34290| Symbols:  | SWIB complex BAF60b domain-containing protein | chr4:16410887-16412126 FORWARDnot assigned not assigned SWIB SWIB COG5531 PRK06319 PRK12323	not assigned.no ontology	35_1

CUST_110238_PI403524517	2	0.11416721	0.4840727	-0.1653986	-0.1758709	-0.010536194	0.010536194	35_31318	Rep: 60S ribosomal protein L27-A - Aspergillus terreus NIH2624	UniRef90_Q0CTH7	CHR4V7|COORD:8571892..8572299| 60S ribosomal protein L27 (RPL27C)	AT4G15000.1	CHR10V5|COORD:21959699..21958726|protein 60S ribosomal protein L27, putative, expressed	LOC_Os10g41470.1	no descriptionweakly similar to ( 134)AT4G15000| Symbols:  | 60S ribosomal protein L27 (RPL27C) | chr4:8571892-8572383 FORWARDweakly similar to ( 136)RL27_PEA60S ribosomal protein L27 - Pisum sativum (Garden pea)not assigned Ribosomal_L27e RPL14A	protein.synthesis.misc ribososomal protein	29_2_2

CUST_21470_PI403524517	2	-0.070884705	0.04936695	0.002462387	-0.117946625	0.028425217	-0.0024633408	35_6232	"Cluster: Kinetochore protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Kinetochore protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K9G7	CHR5V7|COORD:13718626..13720719| kinetochore protein-related	AT5G35520.1	CHR02V5|COORD:24661382..24664923|protein mis12 protein, expressed	LOC_Os02g40680.1	no descriptionweakly similar to ( 114)AT5G35520| Symbols:  | kinetochore protein-related | chr5:13718626-13720719 FORWARDMis12	not assigned.no ontology	35_1

CUST_1263_PI404877155	2	0.038808823	-0.009252548	-0.05164528	0.009251595	0.04145813	-0.038459778	Contig11369_at	putative receptor protein kinase [Oryza sativa (japonica cultivar-group)]	AAO72646.1	protein kinase family protein	At3g24550.1	protein Protein kinase domain, putative	Os05g12680	putative receptor protein kinase	signalling.receptor kinases.misc	30_2_99

CUST_17966_PI404877155	2	0.009637833	0.42198753	0.08701134	-0.07197285	-0.009638786	-0.03899765	HVSMEa0018C24r2_s_at	putative leucine-rich repeat transmembrane protein kinase 1 [Oryza sativa (japonica cultivar-group)] dbj|BAC75564.1| putative leucine-rich r	NP_910457.1	leucine-rich repeat transmembrane protein kinase, putative	At4g18640.1	protein expressed protein	Os12g01510	leucine-rich repeat transmembrane protein kinase, putative	signalling.receptor kinases.leucine rich repeat VI	30_2_6

CUST_7656_PI403524517	2	0.07581234	-0.2977848	0.025687218	-0.025686264	0.12566185	-0.032089233	35_2131	"Cluster: Hypothetical protein P0538C01.24; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0538C01.24 - Oryza sativa (japonica cultivar-g"	UniRef90_Q658H0	"CHR2V7|COORD:18762283..18763342| similar to Os06g0129800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001056684.1); similar to hypothetical protein"	AT2G45520.1	CHR06V5|COORD:1579343..1580869|protein expressed protein	LOC_Os06g03920.1	"no descriptionvery weakly similar to (65.1)AT2G45520| Symbols:  | similar to Os06g0129800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001056684.1); similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:BAD68389.1) | chr2:18762283-18763342 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK12678 Atrophin-1 infB PRK07764"	not assigned.unknown	35_2

CUST_17524_PI403524517	2	0.024404526	0.47188854	-0.024404526	-0.110076904	-0.11150265	0.06017971	35_5062	"Cluster: Putative endonuclease; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative endonuclease - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8S7W2	CHR3V7|COORD:17509322..17511716| HNH endonuclease domain-containing protein	AT3G47490.1	CHR03V5|COORD:3725197..3723538|protein endonuclease/ nucleic acid binding protein, putative, expressed	LOC_Os03g07370.1	no descriptionmoderately similar to ( 236)AT3G47490| Symbols:  | HNH endonuclease domain-containing protein | chr3:17509322-17511716 FORWARD	DNA.synthesis/chromatin structure	28_1

CUST_33937_PI403524517	2	0.039523125	0.2644682	0.022101402	-0.1517086	-0.022101402	-0.22447968	35_9783	"Cluster: Peptidase M14, carboxypeptidase A; Carboxypeptidase regulatory region; n=1; Medicago truncatula|Rep: Peptidase M14, carboxypeptidase A; Carboxypeptidas"	UniRef90_Q1S2R2	"CHR1V7|COORD:26970658..26974026| SOL1 (suppressor of LLP1 1); carboxypeptidase A"	AT1G71696.2	CHR06V5|COORD:2364541..2357309|protein carboxypeptidase D precursor, putative, expressed	LOC_Os06g05240.1	"no descriptionmoderately similar to ( 328)AT1G71696| Symbols: SOL1 | SOL1 (suppressor of LLP1 1); carboxypeptidase A | chr1:26970658-26974026 FORWARDnot assigned not assigned Peptidase_M14 Zn_pept PRK10602"	protein.degradation	29_5

CUST_13949_PI404877155	2	-0.07608223	-0.5541868	0.018709183	-0.013782501	0.013782501	0.018336296	Contig7708_at	ATP-citrate synthase (ATP-citrate (pro-S-)-lyase/citrate cleavage enzyme), putative [Arabidopsis thaliana]	NP_172414.1	ATP-citrate synthase (ATP-citrate (pro-S-)-lyase/citrate cleavage enzyme), putative	At1g09430.1	protein expressed protein	Os11g47330	basic protein 1A, WBP1A=lipid transfer protein homolog	lipid metabolism.lipid transfer proteins etc	11_6

CUST_2100_PI403524517	2	-0.07938194	-0.09516144	-0.0066337585	0.02143097	0.063905716	0.006631851	35_556	"Cluster: 40S ribosomal protein S5, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: 40S ribosomal protein S5, putative, expressed - Oryza s"	UniRef90_Q2R4A1	"CHR2|COORD:15654756..15656282| similar to 40S ribosomal protein S5 (RPS5B) [Arabidopsis thaliana] (TAIR:At3g11940.1); similar to 40S ribosomal protein S5"	AT2G37270.2	CHR01V5|COORD:23940..25453|protein 40S ribosomal protein S5, putative, expressed	LOC_Os01g01060.1	"no descriptionmoderately similar to ( 261)AT2G37270| Symbols: ATRPS5B | ATRPS5B (RIBOSOMAL PROTEIN 5B); structural constituent of ribosome | chr2:15654962-15656121 REVERSEmoderately similar to ( 260)RS5_CICAR40S ribosomal protein S5 - Cicer arietinum (Chickpea) (Garbanzo)not assigned PRK04027 RpsG Ribosomal_S7 PRK05302 rps7"	protein.synthesis.misc ribososomal protein	29_2_2

CUST_4575_PI404877155	2	0.23535967	0.4990921	-0.19309568	0.012421608	-0.114742756	-0.012421608	Contig15639_at	putative monosaccharide transporter [Oryza sativa (japonica cultivar-group)] gb|AAP55016.1| putative monosaccharide transporter [Oryza sativ	NP_922729.1	sugar transport protein (STP4)	At3g19930.1	protein putative hexose carrier protein	Os10g41190	"sugar transporter, putative, similar to sugar transport protein (Arabidopsis thaliana) GI:16524; contains Pfam profile PF00083: major facilitator superfamily protein"	transporter.sugars	34_2

CUST_107331_PI403524517	2	-1.3859954	-1.2118006	-0.09421635	0.22400093	0.94556236	0.09421635	35_30543	"Cluster: Hypothetical protein OJ1126_B10.13; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1126_B10.13 - Oryza sativa (japonica cultiv"	UniRef90_Q6L5E9		0	CHR05V5|COORD:28704897..28703639|protein expressed protein	LOC_Os05g50230.1	no description	not assigned.unknown	35_2

CUST_113704_PI403524517	2	0.113158226	0.009239197	-0.009239197	-0.093969345	-0.57072496	0.0113453865	35_32272	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_4942_PI399408534	2	0.24428558	0.2839718	0.012814999	-0.37688208	-0.012815475	-0.25045013	35_23540	Rep: GRAB2 protein - Triticum sp	UniRef90_Q9ZRZ2	"CHR5V7|COORD:24718554..24719779| ANAC100/ATNAC5 (Arabidopsis NAC domain containing protein 100); transcription factor"	AT5G61430.1	CHR07V5|COORD:29040604..29038740|protein NAC domain-containing protein 21/22, putative, expressed	LOC_Os07g48550.1	" no descriptionmoderately similar to ( 246)AT5G61430| Symbols: ANAC100, ATNAC5 | ANAC100/ATNAC5 (Arabidopsis NAC domain containing protein 100); transcription factor | chr5:24718554-24719779 REVERSEmoderately similar to ( 205)NAC77_ORYSANAM "	RNA.regulation of transcription.NAC domain transcription factor family	27_3_27

CUST_36632_PI403524517	2	-0.1126461	-0.5291457	0.18048096	-0.014233589	0.19293404	0.014233589	35_10560	"Cluster: HAT family dimerisation domain containing protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: HAT family dimerisation domain"	UniRef90_Q10BC8	"CHR3|COORD:7839562..7842788| similar to expressed protein [Arabidopsis thaliana] (TAIR:At4g15020.1); similar to transposase-like protein [Musa acuminata]"	AT3G22220.2	CHR03V5|COORD:34480491..34484282|protein transposon protein, putative, unclassified, expressed	LOC_Os03g60800.1	no descriptionmoderately similar to ( 215)AT3G22220| Symbols:  | DNA binding / protein dimerization | chr3:7839815-7842365 REVERSEDUF659	not assigned.no ontology	35_1

CUST_34119_PI399408534	2	-0.019698143	-0.028144836	-0.068003654	0.06701565	0.22116852	0.019699097	35_12215	"Cluster: Probable indole-3-acetic acid-amido synthetase GH3.5; n=2; Oryza sativa|Rep: Probable indole-3-acetic acid-amido synthetase GH3.5 - Oryza sativa (Rice)"	UniRef90_Q6I581	CHR2V7|COORD:19041415..19043442| JAR1 (JASMONATE RESISTANT 1)	AT2G46370.2	CHR05V5|COORD:29116926..29122445|protein indole-3-acetic acid-amido synthetase GH3.5, putative, expressed	LOC_Os05g50890.2	 no descriptionweakly similar to ( 117)AT2G46370| Symbols: JAR, FIN219, JAR1 | JAR1 (JASMONATE RESISTANT 1) | chr2:19041652-19043442 FORWARDweakly similar to ( 156)GH35_ORYSAGH3 	hormone metabolism.auxin.induced-regulated-responsive-activated	17_2_3

CUST_32679_PI399408534	2	0.1849966	-2.121593	-0.9488411	1.1059189	1.1800175	-0.18499565	35_569	"Cluster: 1-aminocyclopropane-1-carboxylate oxidase; n=1; Sorghum bicolor|Rep: 1-aminocyclopropane-1-carboxylate oxidase - Sorghum bicolor (Sorghum) (Sorghum vul"	UniRef90_O81607	CHR1V7|COORD:1431418..1432694| EFE (ethylene forming enzyme)	AT1G05010.1	CHR02V5|COORD:32552766..32556826|protein 1-aminocyclopropane-1-carboxylate oxidase 1, putative, expressed	LOC_Os02g53180.3	 no descriptionweakly similar to ( 159)AT1G12010| Symbols:  | 1-aminocyclopropane-1-carboxylate oxidase, putative / ACC oxidase, putative | chr1:4056272-4057668 FORWARDweakly similar to ( 167)ACCO_ACTCH1-aminocyclopropane-1-carboxylate oxidase - Actinidia chinensis (Kiwi) (Yangtao)not assigned PcbC 2OG-FeII_Oxy 	hormone metabolism.ethylene.synthesis-degradation	17_5_1

CUST_18837_PI399408534	2	0.2403884	0.2617054	-0.63049126	0.15883112	-0.15883064	-0.29183245	35_25214	"Cluster: Os01g0725800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0725800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JJP9	"CHR1V7|COORD:19787416..19790358| SPA4 (SPA1-RELATED 4); signal transducer"	AT1G53090.2	CHR01V5|COORD:30584599..30590785|protein ubiquitin-protein ligase COP1, putative, expressed	LOC_Os01g52640.3	"no descriptionmoderately similar to ( 273)AT1G53090| Symbols: SPA4 | SPA4 (SPA1-RELATED 4); signal transducer | chr1:19787416-19790358 FORWARDweakly similar to ( 127)COP1_PEAE3 ubiquitin-protein ligase COP1 - Pisum sativum (Garden pea)"	signalling.light	30_11

CUST_167449_PI403524517	2	-0.07009697	0.55821323	0.121370316	-0.04420948	0.007753372	-0.007753372	35_46637	"Cluster: Os01g0722800 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0722800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JJR1	CHR3V7|COORD:601024..601891| dimethylmenaquinone methyltransferase family protein	AT3G02770.1	CHR01V5|COORD:30462610..30464589|protein regulator of ribonuclease activity A, putative, expressed	LOC_Os01g52460.1	no descriptionvery weakly similar to (56.6)AT3G02770| Symbols:  | dimethylmenaquinone methyltransferase family protein | chr3:601024-601891 REVERSE	C1-metabolism	25

CUST_106245_PI403524517	2	0.123957634	-0.5627918	-0.020678043	0.017414093	0.42177582	-0.017413616	35_30242	"Cluster: TRANSPARENT TESTA 12 protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: TRANSPARENT TESTA 12 protein, putative, expressed -"	UniRef90_Q2QM65	"CHR3V7|COORD:21830101..21832265| TT12 (TRANSPARENT TESTA 12); antiporter/ transporter"	AT3G59030.1	CHR12V5|COORD:26086767..26089319|protein transparent testa 12 protein, putative, expressed	LOC_Os12g42130.1	"no descriptionweakly similar to ( 153)AT3G59030| Symbols: TT12 | TT12 (TRANSPARENT TESTA 12); antiporter/ transporter | chr3:21830101-21832265 FORWARDnot assigned MatE NorM PRK01766"	transport.misc	34_99

CUST_5441_PI403524517	2	0.14189053	-0.49267006	0.07598305	-0.07598305	1.0428367	-0.36541176	35_1501	Rep: Aminopropyl transferase - Oryza sativa (japonica cultivar-group)	UniRef90_Q7XAP2	CHR5V7|COORD:21552655..21554879| SPDS3 (SPERMIDINE SYNTHASE 3)	AT5G53120.3	CHR06V5|COORD:19613275..19618692|protein spermidine synthase 1, putative, expressed	LOC_Os06g33710.4	 no descriptionweakly similar to ( 187)AT5G53120| Symbols: SPMS, SPDS3 | SPDS3 (SPERMIDINE SYNTHASE 3) | chr5:21552655-21554879 FORWARDweakly similar to ( 130)SPD2_PEASpermidine synthase 2 - Pisum sativum (Garden pea)not assigned Spermine_synth PRK00811 SpeE PRK03612 	polyamine metabolism.synthesis.spermidine synthase	22_1_6

CUST_448_PI399407379	2	0.056181908	0.15427208	-0.12666416	0.055274963	-0.05527401	-0.15246773	HvMADS3									

CUST_149065_PI403524517	2	-0.04072094	0.3027258	-0.14328575	0.040720463	0.058275223	-0.19692993	35_41699	"Cluster: Hypothetical protein P0655A07.31; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0655A07.31 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5Z9G1	CHR1V7|COORD:9039777..9042860| protein kinase	AT1G26150.1	CHR06V5|COORD:30064315..30063112|protein expressed protein	LOC_Os06g49680.1	no descriptionnot assigned not assigned PRK07764	not assigned.unknown	35_2

CUST_2627_PI404877155	2	-0.0023040771	-0.058986664	-0.12600136	0.20453358	0.17132759	0.0023050308	Contig13052_at	gibberellin-regulated protein 2 (GASA2) / gibberellin-responsive protein 2 [Arabidopsis thaliana]	NP_192699.1	gibberellin-regulated protein 2 (GASA2) / gibberellin-responsive protein 2	At4g09610.1	protein gibberellin-regulated protein, putative	Os06g51320	gibberellin-regulated protein GASA2 precursor	hormone metabolism.gibberelin.induced-regulated-responsive-activated	17_6_3

CUST_136444_PI403524517	2	0.18436909	-0.09435701	0.031320572	0.0050406456	-0.04048109	-0.0050411224	35_38259	"Cluster: Phenazine biosynthesis PhzC/PhzF protein; n=1; Medicago truncatula|Rep: Phenazine biosynthesis PhzC/PhzF protein - Medicago truncatula (Barrel medic)"	UniRef90_Q1S7I9	CHR1V7|COORD:782948..784240| phenazine biosynthesis PhzC/PhzF family protein	AT1G03210.1	CHR01V5|COORD:9114227..9111379|protein phenazine biosynthesis protein, putative, expressed	LOC_Os01g16146.1	no description	not assigned.unknown	35_2

CUST_41906_PI403524517	2	0.33890057	0.04087925	-0.04087925	-0.12394428	-0.17765522	0.14756775	35_12042	"Cluster: Hypothetical protein B1168F12.14; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1168F12.14 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6H4F7	CHR4V7|COORD:15647556..15652109| peptidyl-prolyl cis-trans isomerase cyclophilin-type family protein	AT4G32420.1	CHR09V5|COORD:12318666..12320208|protein VQ motif family protein, expressed	LOC_Os09g20460.1	no descriptionnot assigned DUF1509	not assigned.unknown	35_2

CUST_40589_PI403524517	2	0.083667755	-0.083761215	0.13365555	-0.07857418	0.07857323	-0.23169422	35_11673	"Cluster: Os02g0777700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0777700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DX33	"CHR4V7|COORD:16002771..16014795| XI-I (Myosin-like protein XI-I); motor/ protein binding"	AT4G33200.1	CHR02V5|COORD:32901337..32907894|protein XI-I, putative, expressed	LOC_Os02g53740.1	" no descriptionweakly similar to ( 138)AT4G33200| Symbols: ATXI-I, XI-I | XI-I (Myosin-like protein XI-I); motor/ protein binding | chr4:16002771-16014795 REVERSEnot assigned not assigned "	cell.organisation	31_1

CUST_23208_PI399408534	2	-0.19355202	0.08640194	0.057088852	-0.057089806	0.065258026	-0.08954334	35_39275	"Cluster: Hypothetical protein OSJNBa0087C10.10; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0087C10.10 - Oryza sativa (japonica"	UniRef90_Q84T08	"CHR1V7|COORD:21913129..21914695| ZCW32 (BIGPETAL, BIGPETALUB); DNA binding / transcription factor"	AT1G59640.1	CHR03V5|COORD:33443970..33439814|protein protein SPATULA, putative, expressed	LOC_Os03g58830.1	" no descriptionvery weakly similar to (99.0)AT1G59640| Symbols: BPE, BPEUB, BPEP, ZCW32 | ZCW32 (BIGPETAL, BIGPETALUB); DNA binding / transcription factor | chr1:21913300-21914695 REVERSEnot assigned not assigned not assigned PRK12323 PRK12678 PRK07764 Totivirus_coat TT_ORF1 "	RNA.regulation of transcription.bHLH,Basic Helix-Loop-Helix family	27_3_6

CUST_111899_PI403524517	2	0.25545406	0.2721777	0.056239128	-0.23646355	-0.056239128	-0.1889534	35_31768	"Cluster: Hypothetical protein OSJNBa0006G10.11; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0006G10.11 - Oryza sativa (japonica"	UniRef90_Q69KV3	"CHR2V7|COORD:6645049..6646334| similar to PREDICTED: similar to PRKR interacting protein 1 (IL11 inducible) [Canis familiaris] (GB:XP_850116.1); similar to"	AT2G15270.1	CHR09V5|COORD:489930..492982|protein PRKR interacting protein 1, putative, expressed	LOC_Os09g01690.1	no description	not assigned.unknown	35_2

CUST_7780_PI399408534	2	-0.06439686	0.047100067	0.0044908524	-0.0044908524	-0.056845665	0.052247047	35_25618	"Cluster: Myb-like DNA-binding domain containing protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Myb-like DNA-binding domain containing prot"	UniRef90_Q10AV1	CHR4V7|COORD:18236822..18239738| DNA binding / transcription factor	AT4G39160.1	CHR03V5|COORD:35276037..35274340|protein DNA binding protein, putative, expressed	LOC_Os03g62379.1	no descriptionvery weakly similar to (63.9)AT4G39160| Symbols:  | DNA binding / transcription factor | chr4:18236822-18239738 FORWARD	RNA.regulation of transcription.General Transcription	27_3_50

CUST_17589_PI403524517	2	-0.47982788	-0.04957962	0.06446552	0.04957962	-0.37124634	0.058475494	35_5081	"Cluster: Putative phosphatidylserine receptor long form; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative phosphatidylserine receptor long form - Oryza"	UniRef90_Q75LR4	CHR1V7|COORD:29457716..29462011| transcription factor jumonji (jmjC) domain-containing protein	AT1G78280.1	CHR03V5|COORD:15592989..15600352|protein transferase, transferring glycosyl groups, putative, expressed	LOC_Os03g27250.1	no descriptionmoderately similar to ( 310)AT1G78280| Symbols:  | transcription factor jumonji (jmjC) domain-containing protein | chr1:29457716-29462011 FORWARD	not assigned.no ontology.transcription factor jumonji (jmjC) domain-containing protein	35_1_17

CUST_65376_PI403524517	2	0.052830696	-0.24246407	-0.015699387	-0.0013132095	0.0013132095	0.02070713	35_18665	"Cluster: Hypothetical protein OJ1656_E11.131; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1656_E11.131 - Oryza sativa (japonica cult"	UniRef90_Q8H572	"CHR3V7|COORD:23386907..23388373| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G55350.1); similar to unknown protein [Oryza sativa (japonica"	AT3G63270.1	CHR07V5|COORD:3953194..3951281|protein expressed protein	LOC_Os07g07880.1	"no descriptionmoderately similar to ( 463)AT3G63270| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G55350.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAC24862.1); similar to Os07g0175100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001059011.1); contains InterPro domain Homeodomain-like; (InterPro:IPR009057) | chr3:23386907-23388373 REVERSEnot assigned"	not assigned.unknown	35_2

CUST_147660_PI403524517	2	0.21738148	0.63231325	-0.051576138	-0.35151577	0.051576614	-0.14308786	35_41317	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_80729_PI403524517	2	-0.40893126	0.28925753	0.0883379	-0.088338375	0.5174222	-0.4583826	35_23155	"Cluster: Putative amino acid transporter; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative amino acid transporter - Oryza sativa (japonica cultivar-gro"	UniRef90_Q84TX7	"CHR3V7|COORD:3758529..3760109| ANT1 (AROMATIC AND NEUTRAL TRANSPORTER 1); amino acid permease/ amino acid transporter"	AT3G11900.1	CHR03V5|COORD:34210250..34212001|protein ANT1, putative, expressed	LOC_Os03g60260.1	"no descriptionweakly similar to ( 162)AT3G11900| Symbols: ANT1 | ANT1 (AROMATIC AND NEUTRAL TRANSPORTER 1); amino acid permease/ amino acid transporter | chr3:3758529-3760109 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Aa_trans SdaC PRK12323 PRK07764 PRK07003"	transport.amino acids	34_3

CUST_16799_PI404877155	2	-0.19329643	0.42334366	-0.38245964	0.039815903	-0.039815903	0.09710121	HI12N03r_x_at	0	0	0	0	0	0	0.3_pocket domain  T01318	amino acid metabolism.synthesis.glutamate family.proline	13_1_2_2

CUST_4971_PI404877155	2	-0.19580078	-0.12229347	0.1830473	0.007003784	-0.0070028305	0.014360428	Contig16368_at	plastidic alpha 1,4-glucan phosphorylase 3 [Triticum aestivum]	AAQ73181.1	glucan phosphorylase, putative	At3g29320.1	protein putative phosphorylase	Os03g55090	plastidic alpha 1,4-glucan phosphorylase 3	TCA / org. transformation.TCA.succinyl-CoA ligase	8_1_06

CUST_15273_PI403524517	2	-0.23053932	0.053715706	-0.0087041855	0.008705139	-0.27090073	0.040883064	35_4405	Rep: Cation/H+ exchanger - Hordeum vulgare (Barley)	UniRef90_Q4R1A9	"CHR3V7|COORD:4315425..4318004| CAX2 (CATION EXCHANGER 2); calcium:hydrogen antiporter"	AT3G13320.1	CHR04V5|COORD:33095564..33100282|protein vacuolar cation/proton exchanger 3, putative, expressed	LOC_Os04g55940.2	" no descriptionhighly similar to ( 532)AT3G13320| Symbols: ATCAX2, CAX2 | CAX2 (CATION EXCHANGER 2); calcium:hydrogen antiporter | chr3:4315425-4318004 FORWARDhighly similar to ( 682)CAX3_ORYSAnot assigned ChaA Na_Ca_ex ECM27 PRK10734 PRK10599 MntH "	transport.calcium	34_21

CUST_72927_PI403524517	2	-0.002752304	0.14935112	-0.10883999	-0.123129845	0.0042057037	0.002752304	35_20908	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10QR1	CHR5V7|COORD:25089846..25091143| similar to defective chloroplasts and leaves protein-related / DCL protein-related [Arabidopsis thaliana]	AT5G62440.1	CHR03V5|COORD:4524423..4527302|protein expressed protein	LOC_Os03g08810.1	"no descriptionweakly similar to ( 159)AT5G62440| Symbols:  | similar to defective chloroplasts and leaves protein-related / DCL protein-related [Arabidopsis thaliana] (TAIR:AT1G45230.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABF94367.1); similar to Os03g0187000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001049206.1) | chr5:25089846-25091143 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07764 TT_ORF1 PRK05648 PRK12323 Extensin_2 Drf_FH1 Protamine_P1 DUF1421 Atrophin-1 DUF1777"	not assigned.unknown	35_2

CUST_96122_PI403524517	2	0.16081142	0.17878628	0.01086235	-0.18304062	-0.21451664	-0.010863304	35_27461	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_21982_PI399408534	2	-0.029438496	-0.44273758	0.022813797	0.21754742	0.03689432	-0.02281332	35_48603	"Cluster: Putative extra sporogenous cells; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative extra sporogenous cells - Oryza sativa (japonica cultivar-g"	UniRef90_Q7F8Q9	"CHR5V7|COORD:2285089..2288667| EMS1 (EXCESS MICROSPOROCYTES1); kinase"	AT5G07280.1	CHR01V5|COORD:40343450..40350704|protein leucine-rich repeat receptor protein kinase EXS precursor, putative, expressed	LOC_Os01g68870.2	" no descriptionvery weakly similar to (62.0)AT5G07280| Symbols: EXS, EMS1 | EMS1 (EXCESS MICROSPOROCYTES1); kinase | chr5:2285089-2288667 FORWARDnot assigned "	signalling.receptor kinases.leucine rich repeat III	30_2_3

CUST_8366_PI404877155	2	0.106630325	0.1317339	-0.023928642	-0.03841114	-0.12627792	0.023928642	Contig24776_at	unnamed protein product [Arabidopsis thaliana]	BAB11569.1	expressed protein	At5g65470.1	protein At4g24530	Os09g24570	"expressed protein, contains Pfam PF03138: Plant protein family. The function of this family of plant proteins is unknown;"	hormone metabolism.auxin.induced-regulated-responsive-activated	17_2_3

CUST_19739_PI399408534	2	-0.0059366226	0.44486046	-0.016580582	-0.14778137	0.10972023	0.005935669	35_4140	"Cluster: Putative ABA-responsive element-binding protein 3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ABA-responsive element-binding protein 3 -"	UniRef90_Q6AVM5	"CHR3V7|COORD:21057533..21058873| AREB3 (ABA-RESPONSIVE ELEMENT BINDING PROTEIN 3); DNA binding / transcription factor/ transcriptional activator"	AT3G56850.1	CHR05V5|COORD:23979465..23982836|protein bZIP transcription factor, putative, expressed	LOC_Os05g41070.1	" no descriptionweakly similar to ( 176)AT3G56850| Symbols: DPBF3, AREB3 | AREB3 (ABA-RESPONSIVE ELEMENT BINDING PROTEIN 3); DNA binding / transcription factor/ transcriptional activator | chr3:21057533-21058873 REVERSEnot assigned BRLZ bZIP_1 bZIP_2 "	hormone metabolism.abscisic acid.signal transduction	17_1_2

CUST_84357_PI403524517	2	0.087038994	-0.73863983	-0.10173416	0.009518623	-0.009519577	0.10921478	35_24171	Rep: Putative cell cycle protein kinase - Oryza sativa (Rice)	UniRef90_Q9AY52	CHR4V7|COORD:9551535..9555785| kinase	AT4G16970.1	CHR10V5|COORD:21918060..21923689|protein protein kinase domain containing protein, expressed	LOC_Os10g41390.1	no descriptionmoderately similar to ( 285)AT4G16970| Symbols:  | kinase | chr4:9551535-9555785 REVERSEvery weakly similar to (63.5)CDC2A_ANTMACell division control protein 2 homolog A - Antirrhinum majus (Garden snapdragon)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc Pkinase S_TKc SPS1	protein.postranslational modification	29_4

CUST_80599_PI403524517	2	0.078790665	0.35602283	-0.122758865	-0.24844837	-0.06417465	0.064175606	35_23115	"Cluster: Ribosomal RNA apurinic site specific lyase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Ribosomal RNA apurinic site specific lyase-like - Ory"	UniRef90_Q8LQV5	0	0	CHR01V5|COORD:23703446..23705442|protein ribosomal RNA apurinic site specific lyase, putative, expressed	LOC_Os01g41310.1	no description	not assigned.unknown	35_2

CUST_151180_PI403524517	2	-0.21696663	-0.25368595	0.21696663	-0.42928505	0.34714603	0.5884366	35_42281	Rep: Os10g0476100 protein - Oryza sativa (japonica cultivar-group)	UniRef90_Q0IX06	CHR2V7|COORD:8833358..8836578| kinase	AT2G20470.1	CHR10V5|COORD:17403206..17406409|protein serine/threonine-protein kinase 38-like, putative, expressed	LOC_Os10g33640.1	no descriptionmoderately similar to ( 358)AT2G20470| Symbols:  | kinase | chr2:8833358-8836578 REVERSEweakly similar to ( 103)KPK1_PHAVUProtein kinase PVPK-1 - Phaseolus vulgaris (Kidney bean) (French bean)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase SPS1 Pkinase_Tyr TyrKc PTKc PTKc_Jak2_Jak3_rpt2 PTKc_Jak_rpt2 PTKc_Tyk2_rpt2 PTKc_Fes_like PTKc_Jak1_rpt2 PTKc_Syk_like PTKc_Fer PTKc_Lyn PTKc_Lck_Blk PTKc_Src_like PTKc_Csk_like PTKc_FAK PTKc_Tec_Rlk PTKc_Abl PTKc_Tec_like PTKc_Fes PTKc_Frk_like PTKc_Zap-70 PTKc_Csk PTKc_EphR PTKc_Btk_Bmx PTKc_c-ros PTKc_Syk PTKc_Trk PTKc_Fyn_Yrk PTKc_Hck PTK_CCK4 PTKc_Yes PTKc_EphR_A PTKc_Src PTKc_Ror PTKc_Tie2 PTKc_Ack_like PTKc_DDR_like PTKc_InsR_like PTKc_Srm_Brk PTKc_Tie1 PTKc_EphR_B PTKc_PDGFR	protein.postranslational modification	29_4

CUST_106108_PI403524517	2	0.07774639	0.18815613	0.021357536	-0.10871792	-0.03579712	-0.021357536	35_30205	0	0		0	CHR06V5|COORD:27150479..27153089|protein OsGrx_C4 - glutaredoxin subgroup I, expressed	LOC_Os06g44910.1	no description	not assigned.unknown	35_2

CUST_29461_PI399408534	2	-0.037495613	-0.6260147	-0.11120987	0.041166306	0.09009457	0.037496567	35_31524	Rep: H0723C07.6 protein - Oryza sativa (Rice)	UniRef90_Q259M6	CHR2V7|COORD:357663..360680| leucine-rich repeat protein kinase, putative	AT2G01820.1	CHR04V5|COORD:34824722..34820847|protein receptor protein kinase TMK1 precursor, putative, expressed	LOC_Os04g58910.1	 no descriptionvery weakly similar to (59.7)AT2G01820| Symbols:  | leucine-rich repeat protein kinase, putative | chr2:357663-360680 REVERSE	signalling.receptor kinases.leucine rich repeat IX	30_2_9

CUST_41216_PI403524517	2	-1.5683312	0.13930416	0.62382317	-0.13930511	0.7877941	-0.51667595	35_11846	"Cluster: Os08g0415600 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os08g0415600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J5P5	0	0	CHR08V5|COORD:19742424..19744856|protein spotted leaf protein 11, putative, expressed	LOC_Os08g32060.1	no description	not assigned.unknown	35_2

CUST_99115_PI403524517	2	0.09234142	-0.031520844	0.15107441	-0.27378368	-0.036888123	0.031520844	35_28293	"Cluster: Calcium-binding EF hand-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Calcium-binding EF hand-like protein - Oryza sativa (japonica"	UniRef90_Q69V45	CHR4V7|COORD:13371385..13372351| calcium ion binding	AT4G26470.1	CHR06V5|COORD:24274959..24272305|protein calcium ion binding protein, putative, expressed	LOC_Os06g40720.1	"no descriptionweakly similar to ( 166)AT4G26470| Symbols:  | similar to calcium-binding EF hand family protein [Arabidopsis thaliana] (TAIR:AT3G24110.1); similar to Os06g0609600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001058046.1); similar to Os02g0198200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001046205.1); similar to calcium-dependent protein kinase CDPK1 [Lycopersicon esculentum] (GB:AAK52801.1); contains InterPro domain EF-Hand type; (InterPro:IPR011992); contains InterPro domain Calcium-binding EF-hand; (InterPro:IPR002048) | chr4:13371385-13372205 FORWARDnot assigned EFh FRQ1"	protein.postranslational modification	29_4

CUST_16403_PI403524517	2	0.19316769	0.6303425	-0.9588251	0.22285748	-0.8748522	-0.19316769	35_4736	"Cluster: Os12g0428000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os12g0428000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0INM9	"CHR5V7|COORD:26465054..26465808| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G17850.1); similar to Rhodanese-like domain [Medicago truncatula]"	AT5G66170.1	CHR12V5|COORD:13654437..13656115|protein senescence-associated protein DIN1, putative, expressed	LOC_Os12g24020.2	"no descriptionvery weakly similar to (86.7)AT5G66170| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G17850.1); similar to Rhodanese-like domain [Medicago truncatula] (GB:ABE88183.1); contains InterPro domain Rhodanese-like; (InterPro:IPR001763) | chr5:26465054-26465812 FORWARDvery weakly similar to (75.5)DIN1_RAPSASenescence-associated protein DIN1 - Raphanus sativus (Radish)not assigned RHOD RHOD Rhodanese RHOD_1 PspE"	development.unspecified	33_99

CUST_15060_PI403524517	2	0.028671265	0.24531078	-0.028671265	-0.086792946	-0.10089302	0.110219	35_4340	"Cluster: Poly [ADP-ribose] polymerase 1 (EC 2.4.2.30) (PARP-1) (ADPRT 1) (NAD(+) ADP-ribosyltransferase 1); n=1; Zea mays|Rep: Poly [ADP-ribose] polymerase 1 (E"	UniRef90_Q9ZSV1	CHR2V7|COORD:13361123..13366655| poly (ADP-ribose) polymerase, putative / NAD(+) ADP-ribosyltransferase, putative / poly(ADP-ribose) synthetase, putative	AT2G31320.1	CHR07V5|COORD:13024746..13035467|protein poly synthetase 1, putative, expressed	LOC_Os07g23110.1	 no descriptionhighly similar to ( 811)AT2G31320| Symbols:  | poly (ADP-ribose) polymerase, putative / NAD(+) ADP-ribosyltransferase, putative / poly(ADP-ribose) synthetase, putative | chr2:13361123-13366655 REVERSEhighly similar to ( 960)PARP1_MAIZEPoly [ADP-ribose] polymerase 1 - Zea mays (Maize)not assigned parp_like PARP WGR PARP_reg ADP_ribosyl 	protein.postranslational modification	29_4

CUST_15002_PI403524517	2	0.120022774	-0.6130562	-0.11526537	0.17077255	-0.044221878	0.044220924	35_4326	"Cluster: Os02g0469200 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os02g0469200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E198	"CHR5V7|COORD:23525054..23532089| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G28720.1); similar to unknown protein [Oryza sativa (japonica"	AT5G58100.1	CHR02V5|COORD:15837028..15850353|protein expressed protein	LOC_Os02g26984.1	"no descriptionweakly similar to ( 133)AT5G58100| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G28720.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD19375.1); similar to Os02g0469200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001046826.1) | chr5:23525054-23532089 FORWARD"	not assigned.unknown	35_2

CUST_11580_PI404877155	2	0.08879852	0.172472	0.011835098	-0.10816002	-0.09638786	-0.011836052	Contig5251_at	unnamed protein product [Oryza sativa (japonica cultivar-group)]	NP_913504.1	auxin-responsive AUX/IAA family protein	At4g29080.1	protein AUX/IAA family	Os06g22870	AUX/IAA family/phytochrome-associated protein PAP2	RNA.regulation of transcription.Aux/IAA family	27_3_40

CUST_111374_PI403524517	2	0.03993416	0.14477158	0.033920288	-0.033920288	-0.14043617	-0.056697845	35_31625	Rep: Proline-rich protein - Triticum aestivum (Wheat)	UniRef90_Q01979	CHR1V7|COORD:6978101..6985306| family II extracellular lipase, putative	AT1G20130.1	CHR05V5|COORD:7727609..7725710|protein early nodulin 75 protein, putative, expressed	LOC_Os05g13940.1	no descriptionnot assigned Trypan_PARP PRK10819 PRK09752 TonB PRK07764 PRK11633 PRK12323	not assigned.unknown	35_2

CUST_28481_PI403524517	2	0.15538025	0.20851707	0.08932209	-0.21791458	-0.45303822	-0.08932114	35_8230	Rep: Cellulose synthase-1 - Zea mays (Maize)	UniRef90_Q9LLI9	"CHR4V7|COORD:15641015..15646394| CESA1 (CELLULASE SYNTHASE 1); transferase, transferring glycosyl groups"	AT4G32410.1	CHR05V5|COORD:4549480..4543196|protein CESA1 - cellulose synthase, expressed	LOC_Os05g08370.1	" no descriptionweakly similar to ( 125)AT4G32410| Symbols: CESA1, RSW1 | CESA1 (CELLULASE SYNTHASE 1); transferase, transferring glycosyl groups | chr4:15641015-15646394 REVERSE"	cell wall.cellulose synthesis.cellulose synthase	10_2_1

CUST_4529_PI404877155	2	0.054538727	-0.39630318	-0.28304386	0.049304962	-0.028759003	0.028759956	Contig15518_s_at	putative beta-ketoacyl-CoA synthase [Oryza sativa (japonica cultivar-group)] gb|AAP53764.1| putative beta-ketoacyl-CoA synthase [Oryza sativ	NP_921477.1	beta-ketoacyl-CoA synthase, putative	At2g26640.1	protein Chalcone and stilbene synthases, C-terminal domain, putative	Os10g28060	NONE	lipid metabolism.FA synthesis and FA elongation.beta ketoacyl CoA synthase	11_1_10

CUST_75327_PI403524517	2	0.016923904	0.43048096	0.0145664215	-0.20275402	-0.16596317	-0.014567375	35_21592	"Cluster: Os07g0479100 protein; n=4; Oryza sativa (japonica cultivar-group)|Rep: Os07g0479100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D6H7	CHR2V7|COORD:7711224..7712394| zinc finger (C3HC4-type RING finger) family protein	AT2G17730.1	CHR07V5|COORD:17398129..17401407|protein RING-H2 finger protein ATL2B, putative, expressed	LOC_Os07g29600.1	no descriptionweakly similar to ( 172)AT2G17730| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr2:7711224-7712394 FORWARDvery weakly similar to (62.8)EL5_ORYSAnot assigned not assigned not assigned not assigned not assigned RING COG5540 PRK12678	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_40935_PI403524517	2	0.11701536	0.4558735	0.03561306	-0.58246565	-0.03561306	-0.45094538	35_11770	"Cluster: ATP-dependent protease La (LON) domain-containing protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: ATP-dependent protease La (LON)"	UniRef90_Q5JKW4	CHR2V7|COORD:10987253..10990710| ATP-dependent protease La (LON) domain-containing protein	AT2G25740.1	CHR01V5|COORD:31414855..31405460|protein ATP-dependent peptidase, putative, expressed	LOC_Os01g54040.3	no descriptionweakly similar to ( 182)AT2G25740| Symbols:  | ATP-dependent protease La (LON) domain-containing protein | chr2:10987253-10990710 FORWARDnot assigned COG2802 LON Lon	protein.degradation	29_5

CUST_13887_PI403524517	2	-0.3724823	0.3977747	0.3025322	0.05687523	-0.19378853	-0.056874275	35_3981	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_4893_PI403524517	2	-0.022047997	-0.54595613	0.011944294	0.06444216	-0.009908676	0.009908199	35_1350	"Cluster: Putative 26S proteasome regulatory subunit S2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative 26S proteasome regulatory subunit S2 - Oryza s"	UniRef90_Q6Z2Z3	"CHR2V7|COORD:8866292..8871780| AtRPN1a/RPN1A (26S proteasome regulatory subunit S2 1A); binding"	AT2G20580.1	CHR02V5|COORD:2563635..2571262|protein 26S proteasome regulatory subunit rpn1, putative, expressed	LOC_Os02g05340.1	" no descriptionhighly similar to ( 511)AT2G20580| Symbols: RPN1A, AtRPN1a | AtRPN1a/RPN1A (26S proteasome regulatory subunit S2 1A); binding | chr2:8866292-8871780 FORWARDnot assigned not assigned RPN1 RPN2 "	protein.degradation.ubiquitin.proteasom	29_5_11_20

CUST_11300_PI399408534	2	-0.15586424	0.70440006	0.0912385	0.016002178	-0.016002178	-0.3658166	35_11301	"Cluster: Histone deacetylase family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Histone deacetylase family protein, expressed - Oryza s"	UniRef90_Q2QWU2	"CHR4V7|COORD:16102777..16105442| HDA14 (histone deacetylase 14); histone deacetylase"	AT4G33470.1	CHR12V5|COORD:4192936..4197866|protein histone deacetylase 10, putative, expressed	LOC_Os12g08220.1	"no descriptionmoderately similar to ( 280)AT4G33470| Symbols: HDA14 | HDA14 (histone deacetylase 14); histone deacetylase | chr4:16102777-16105442 REVERSEnot assigned not assigned not assigned AcuC Hist_deacetyl"	RNA.regulation of transcription.HDA	27_3_55

CUST_7998_PI403524517	2	-0.03608513	-0.0730381	0.05303669	0.03608513	0.059185028	-0.08493519	35_2227	"Cluster: Putative 3-isopropylmalate dehydratase large subunit; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative 3-isopropylmalate dehydratase large sub"	UniRef90_Q6Z702	CHR4V7|COORD:7804190..7807785| aconitase family protein / aconitate hydratase family protein	AT4G13430.1	CHR02V5|COORD:1309845..1304820|protein 3-isopropylmalate dehydratase large subunit 2, putative, expressed	LOC_Os02g03260.1	no descriptionhighly similar to ( 803)AT4G13430| Symbols:  | aconitase family protein / aconitate hydratase family protein | chr4:7804190-7807785 REVERSEvery weakly similar to (80.5)ACOC_ORYSAnot assigned not assigned not assigned IPMI LeuC PRK00402 PRK12466 PRK05478 PRK07229 Aconitase Aconitase AcnA_Bact AcnA Homoaconitase AcnA_Mitochondrial AcnB AcnB PRK09238 PRK09277 acnA AcnA_IRP PRK11413	TCA / org. transformation.TCA.aconitase	8_1_3

CUST_4136_PI399408534	2	0.5067558	0.1303215	-0.18250132	-0.04717064	-0.022099018	0.022099495	35_27995	"Cluster: Putative response regulator 9; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative response regulator 9 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5SML5	"CHR2V7|COORD:10731569..10734040| ARR12 (ARABIDOPSIS RESPONSE REGULATOR 12); transcription factor/ two-component response regulator"	AT2G25180.1	CHR06V5|COORD:4136249..4141664|protein two-component response regulator ARR1, putative, expressed	LOC_Os06g08440.1	"no descriptionmoderately similar to ( 276)AT2G25180| Symbols: ARR12 | ARR12 (ARABIDOPSIS RESPONSE REGULATOR 12); transcription factor/ two-component response regulator | chr2:10731569-10734040 REVERSEvery weakly similar to (86.7)PRR95_ORYSAnot assigned REC REC AtoC Response_reg OmpR COG3437 CheY COG4753 PleD PRK11361 CitB pleD PRK10365 CitB PRK10841 TtrR ompR PRK11107 PRK11083 PRK11517 PRK10955 PRK10610 PRK10923 COG3947"	RNA.regulation of transcription.G2-like transcription factor family, GARP	27_3_20

CUST_137277_PI403524517	2	-0.030179977	0.54763603	-0.24516487	-0.1417265	0.16209412	0.030179977	35_38497	Rep: H0801D08.18 protein - Oryza sativa (Rice)	UniRef90_Q259E4	CHR3V7|COORD:17371223..17372864| protein binding / zinc ion binding	AT3G47160.1	CHR10V5|COORD:18749054..18751998|protein RNA-binding protein, putative, expressed	LOC_Os10g35670.1	no descriptionvery weakly similar to (89.4)AT3G47160| Symbols:  | protein binding / zinc ion binding | chr3:17371223-17372864 REVERSE	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_130635_PI403524517	2	0.09540844	0.61776733	-0.39444542	0.13079548	-0.13339806	-0.09540939	35_36685	"Cluster: Putative ring-H2 zinc finger protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ring-H2 zinc finger protein - Oryza sativa (japonica cu"	UniRef90_Q84MU8	CHR1V7|COORD:22496859..22500684| proline-rich family protein	AT1G61080.1	CHR03V5|COORD:16114718..16115886|protein ring-H2 zinc finger protein, putative, expressed	LOC_Os03g28080.1	no description	not assigned.unknown	35_2

CUST_80582_PI403524517	2	0.012199402	0.3540764	0.009399414	-0.10355091	-0.00939846	-0.040693283	35_23111	"Cluster: Phosphoethanolamine N-methyltransferase; n=2; Oryza sativa|Rep: Phosphoethanolamine N-methyltransferase - Oryza sativa (Rice)"	UniRef90_Q6QA26	"CHR3V7|COORD:6154584..6157337| NMT1 (N-METHYLTRANSFERASE 1); phosphoethanolamine N-methyltransferase"	AT3G18000.1	CHR01V5|COORD:29066834..29071609|protein phosphoethanolamine N-methyltransferase, putative, expressed	LOC_Os01g50030.1	" no descriptionvery weakly similar to (78.6)AT3G18000| Symbols: XIPOTL1, PEAMT, NMT1 | NMT1 (N-METHYLTRANSFERASE 1); phosphoethanolamine N-methyltransferase | chr3:6154584-6157337 FORWARDvery weakly similar to (78.6)PEAMT_SPIOLPhosphoethanolamine N-methyltransferase - Spinacia oleracea (Spinach)"	lipid metabolism.Phospholipid synthesis	11_3

CUST_23902_PI403524517	2	0.13507843	0.370636	-0.07091236	-0.11935806	-0.023324013	0.023324013	35_6946	"Cluster: Hypothetical protein P0701E03.39; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0701E03.39 - Oryza sativa (japonica cultivar-g"	UniRef90_Q69YD2	"CHR2V7|COORD:6841276..6843418| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G44250.1); similar to Protein of unknown function DUF829,"	AT2G15695.1	CHR06V5|COORD:5787999..5783168|protein expressed protein	LOC_Os06g11040.1	" no descriptionvery weakly similar to (97.4)AT2G15695| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G44250.1); similar to Protein of unknown function DUF829, eukaryotic [Medicago truncatula] (GB:ABE83368.1); contains InterPro domain Protein of unknown function DUF829, eukaryotic; (InterPro:IPR008547) | chr2:6841276-6843418 REVERSE"	not assigned.unknown	35_2

CUST_136236_PI403524517	2	-0.09796429	0.3035822	0.031142235	-0.031142235	-0.18080997	0.1307354	35_38205	"Cluster: Hypothetical protein P0022F10.18; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0022F10.18 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5JNA1		0	CHR01V5|COORD:30513231..30516759|protein B3 DNA binding domain containing protein, expressed	LOC_Os01g52540.1	no description	not assigned.unknown	35_2

CUST_112046_PI403524517	2	-0.06647587	-0.26229477	0.21109486	0.066474915	0.30818653	-0.13150692	35_31809	"Cluster: UDP-D-glucuronate decarboxylase; n=4; Poaceae|Rep: UDP-D-glucuronate decarboxylase - Hordeum vulgare (Barley)"	UniRef90_Q6B6M0	"CHR2V7|COORD:12343546..12345719| UXS6; catalytic"	AT2G28760.1	CHR03V5|COORD:9415551..9419707|protein UDP-glucuronic acid decarboxylase 1, putative, expressed	LOC_Os03g16980.3	no descriptionmoderately similar to ( 216)AT2G28760| Symbols: UXS6 | UXS6 | chr2:12343546-12345719 REVERSEnot assigned not assigned not assigned not assigned not assigned WcaG RfbB GalE COG1086 Epimerase PRK08125 Polysacc_synt_2 PRK10084 PRK11908	cell wall.precursor synthesis.UXS	10_1_5

CUST_78079_PI403524517	2	0.06150818	0.31637478	-0.11262512	-0.004439354	0.004439354	-0.037187576	35_22384	"Cluster: OSJNBa0013K16.4 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0013K16.4 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XP63	"CHR5V7|COORD:26402639..26404423| similar to hypothetical protein DDBDRAFT_0189734 [Dictyostelium discoideum AX4] (GB:XP_647509.1); similar to"	AT5G65960.1	CHR04V5|COORD:29319646..29323478|protein expressed protein	LOC_Os04g49530.1	"no descriptionvery weakly similar to (54.7)AT5G65960| Symbols:  | similar to hypothetical protein DDBDRAFT_0189734 [Dictyostelium discoideum AX4] (GB:XP_647509.1); similar to Os04g0584800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001053672.1); contains domain RAS-RELATED GTPASE (PTHR11708); contains domain no description (G3D.3.40.50.300); contains domain P-loop containing nucleoside triphosphate hydrolases (SSF52540) | chr5:26402639-26404423 FORWARDnot assigned"	not assigned.unknown	35_2

CUST_114636_PI403524517	2	0.30059385	-0.1560812	0.1560812	-0.25299406	-0.37724972	0.52492046	35_32536	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_17438_PI404877155	2	0.026334763	0.25559616	0.09320927	-0.18573189	-0.31630707	-0.026335716	HU14A08u_at	putative ABC transporter [Oryza sativa (japonica cultivar-group)] dbj|BAB89502.1| putative ABC transporter [Oryza sativa (japonica cultivar-	NP_916719.1	ABC transporter family protein	At1g59870.1	protein ABC transporter, putative	Os01g52560	"ABC transporter family protein, similar to PDR5-like ABC transporter GI:1514643 from (Spirodela polyrhiza); contains Pfam profile: PF00005 ABC transporter"	transport.ABC transporters and multidrug resistance systems	34_16

CUST_134171_PI403524517	2	0.23981857	-0.16481781	0.010128021	-0.010128021	-0.014102936	0.24031544	35_37652	Rep: Polyubiquitin 4 UBQ4 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q0WRN6	"CHR5V7|COORD:771975..772895| UBQ3 (POLYUBIQUITIN 3); protein binding"	AT5G03240.2	CHR06V5|COORD:28400733..28403579|protein polyubiquitin containing 7 ubiquitin monomers, putative, expressed	LOC_Os06g46770.3	"no descriptionmoderately similar to ( 278)AT5G03240| Symbols: UBQ3 | UBQ3 (POLYUBIQUITIN 3); protein binding | chr5:771975-772895 REVERSEweakly similar to ( 150)UBIQ_WHEATUbiquitin - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned Ubiquitin ubiquitin UBQ Nedd8 UBL AN1_N RAD23_N Scythe_N UBQ parkin_N Fubi GDX_N SF3a120_C NIRF_N ISG15_repeat2 UBI4 hPLIC_N"	protein.degradation.ubiquitin.ubiquitin	29_5_11_1

CUST_57491_PI403524517	2	0.32602215	-0.009241104	-0.27043533	0.009241104	-0.038920403	0.04413414	35_16393	"Cluster: Protein kinase AFC1, putative, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Protein kinase AFC1, putative, expressed - Oryza sativa (jap"	UniRef90_Q2QRH9	"CHR4V7|COORD:12754739..12757663| AFC2 (ARABIDOPSIS FUS3-COMPLEMENTING GENE 1); kinase"	AT4G24740.1	CHR12V5|COORD:16196784..16193413|protein serine/threonine-protein kinase AFC2, putative, expressed	LOC_Os12g27520.2	" no descriptionweakly similar to ( 178)AT4G24740| Symbols: AME1, AFC2 | AFC2 (ARABIDOPSIS FUS3-COMPLEMENTING GENE 1); kinase | chr4:12754739-12757663 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase "	protein.postranslational modification	29_4

CUST_17688_PI403524517	2	0.18123627	-0.1704731	-0.060757637	-0.0052814484	0.16840649	0.0052814484	35_5108	"Cluster: Hypothetical protein P0544B02.31; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0544B02.31 - Oryza sativa (japonica"	UniRef90_Q6ETK3	CHR4V7|COORD:15406691..15408595| protein phosphatase 2C, putative / PP2C, putative	AT4G31860.1	CHR02V5|COORD:4449774..4454801|protein protein phosphatase 2C isoform gamma, putative, expressed	LOC_Os02g08364.1	 no descriptionweakly similar to ( 153)AT4G31860| Symbols:  | protein phosphatase 2C, putative / PP2C, putative | chr4:15406691-15408595 REVERSEnot assigned not assigned not assigned PP2Cc PP2Cc PP2C PTC1 	protein.postranslational modification	29_4

CUST_164450_PI403524517	2	-0.30264378	-0.2463131	0.15845776	0.07410908	0.34371758	-0.074109554	35_45840	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_136006_PI403524517	2	0.123542786	0.071578026	0.016756058	-0.073905945	-0.016756058	-0.10406399	35_38141	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_154145_PI403524517	2	0.3592229	0.19857025	-0.13609171	-0.34614468	0.13609219	-0.49142265	35_43072	Rep: Wpk4 protein kinase - Triticum aestivum (Wheat)	UniRef90_Q41592	"CHR5V7|COORD:18602169..18603620| CIPK19 (CIPK19); kinase"	AT5G45810.1	CHR01V5|COORD:32275428..32270376|protein CBL-interacting serine/threonine-protein kinase 11, putative, expressed	LOC_Os01g55450.1	" no descriptionweakly similar to ( 164)AT5G45810| Symbols: SnRK3.5, CIPK19 | CIPK19 (CIPK19); kinase | chr5:18602169-18603620 FORWARDweakly similar to ( 112)CIPK1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase Pkinase_Tyr TyrKc SPS1 PTKc PTKc_Fes_like PTKc_Srm_Brk DM6 PTKc_Fes PTKc_Ack_like PTKc_Fer "	protein.postranslational modification	29_4

CUST_30812_PI403524517	2	-0.029120445	0.328372	0.03017807	-0.038873672	0.0010738373	-0.0010728836	35_8892	"Cluster: Skp1 family, dimerisation domain containing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Skp1 family, dimerisation domain containing prote"	UniRef90_Q7XE44	"CHR5V7|COORD:16871723..16872744| ASK2 (ARABIDOPSIS SKP1-LIKE 2); ubiquitin-protein ligase"	AT5G42190.1	CHR10V5|COORD:15366285..15367061|protein skp1 family, dimerisation domain containing protein	LOC_Os10g30200.1	" no descriptionweakly similar to ( 156)AT5G42190| Symbols: SKP1B, ASK2 | ASK2 (ARABIDOPSIS SKP1-LIKE 2); ubiquitin-protein ligase | chr5:16871723-16872744 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned SKP1 Skp1 Skp1 PRK07764 Skp1_POZ PRK12323 Tymo_45kd_70kd Totivirus_coat "	protein.degradation.ubiquitin.E3.SCF.SKP	29_5_11_4_3_1

CUST_96002_PI403524517	2	-0.1502285	0.14556599	0.03170252	-0.03170252	-0.1809187	0.03221655	35_27428	Rep: SMC1 protein - Oryza sativa (Rice)	UniRef90_Q8GU56	"CHR3V7|COORD:20246796..20254679| TTN8 (TITAN8); ATP binding"	AT3G54670.1	CHR12V5|COORD:27496040..27491338|protein TTN8, putative, expressed	LOC_Os12g44390.1	" no descriptionweakly similar to ( 197)AT3G54670| Symbols: SMC1, ATSMC1, TTN8 | TTN8 (TITAN8); ATP binding | chr3:20251406-20254679 FORWARDnot assigned not assigned SMC_hinge Smc "	cell.division	31_2

CUST_447_PI403524517	2	0.22890377	-0.47200203	-0.10485172	0.027295113	-0.027295113	0.061950684	35_116	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_90901_PI403524517	2	0.027405739	0.3662796	-0.027405739	-0.21533298	-0.3624363	0.13546658	35_25999	"Cluster: Hypothetical protein OSJNBa0069I13.10; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0069I13.10 - Oryza sativa (japonica"	UniRef90_Q6AT89	0	0	CHR05V5|COORD:2231057..2229259|protein F-box domain containing protein, expressed	LOC_Os05g04750.1	no description	not assigned.unknown	35_2

CUST_79092_PI403524517	2	-0.10248566	0.23683167	-0.023727417	0.09572029	-0.01605606	0.016055107	35_22687	"Cluster: Protein kinase domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Protein kinase domain containing"	UniRef90_Q10EQ9	0	0	CHR03V5|COORD:31558488..31551348|protein MAPKKK5, putative, expressed	LOC_Os03g55560.2	no description	not assigned.unknown	35_2

CUST_174429_PI403524517	2	-0.15729904	0.57266617	0.45794678	-0.029479027	-0.10832739	0.02947855	35_48560	"Cluster: Cellulosomal scaffoldin anchoring protein, putative; n=1; Trypanosoma cruzi|Rep: Cellulosomal scaffoldin anchoring protein, putative - Trypanosoma cruz"	UniRef90_Q4CQ84	CHR1V7|COORD:9039777..9042860| protein kinase	AT1G26150.1	CHR03V5|COORD:20523944..20527257|protein ATP binding protein, putative, expressed	LOC_Os03g37120.1	no description	not assigned.unknown	35_2

CUST_20682_PI403524517	2	0.06953812	-0.5505667	-0.08728075	0.27135468	-0.011595249	0.011595726	35_6006	"Cluster: OSIGBa0097P08.2 protein; n=2; Oryza sativa|Rep: OSIGBa0097P08.2 protein - Oryza sativa (Rice)"	UniRef90_Q01JK3	CHR3V7|COORD:17645956..17647983| aldose 1-epimerase family protein	AT3G47800.1	CHR04V5|COORD:22674694..22679575|protein aldose 1-epimerase precursor, putative, expressed	LOC_Os04g38530.1	no descriptionweakly similar to ( 102)AT3G47800| Symbols:  | aldose 1-epimerase family protein | chr3:17645956-17647983 FORWARDnot assigned galM Aldose_epim GalM	minor CHO metabolism.others	3_5

CUST_78692_PI403524517	2	0.013558388	0.11365795	-0.013557434	-0.0670166	-0.22908974	0.110798836	35_22564	"Cluster: Os05g0376300 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0376300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DIM8	0	0	CHR05V5|COORD:18087920..18080176|protein N-acetyltransferase ESCO1, putative, expressed	LOC_Os05g31230.2	no description	not assigned.unknown	35_2

CUST_168348_PI403524517	2	0.107154846	-0.010582924	0.010583878	-0.3071947	-0.16573715	0.03855133	35_46880	"Cluster: Hypothetical protein P0490F09.8; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0490F09.8 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q69XI0	"CHR4V7|COORD:9638602..9641659| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G14290.1); similar to unknown protein [Arabidopsis thaliana]"	AT4G17150.1	CHR06V5|COORD:24281504..24276342|protein expressed protein	LOC_Os06g40730.1	"no descriptionmoderately similar to ( 273)AT4G17150| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G14290.1); similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G23540.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABF96061.1); similar to Os06g0609700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001058047.1); contains InterPro domain Esterase/lipase/thioesterase; (InterPro:IPR000379) | chr4:9638602-9641659 FORWARDnot assigned not assigned"	not assigned.unknown	35_2

CUST_86368_PI403524517	2	0.009043694	-0.009043694	0.01826191	-0.01970768	0.14248371	-0.02862072	35_24734	"Cluster: Putative tRNA-guanine transglycosylase; n=2; Oryza sativa|Rep: Putative tRNA-guanine transglycosylase - Oryza sativa (Rice)"	UniRef90_Q948C4	0	0	CHR10V5|COORD:2542990..2548421|protein queuine tRNA-ribosyltransferase domain containing 1, putative, expressed	LOC_Os10g05220.2	no descriptionnot assigned not assigned tgt Tgt TGT PRK01008	not assigned.unknown	35_2

CUST_85733_PI403524517	2	0.04650259	-0.10275221	0.40669346	0.101400375	-0.04650259	-0.049808025	35_24554	Rep: LigA - Anaeromyxobacter sp. Fw109-5	UniRef90_A1I177	CHR1V7|COORD:11399903..11405702| actin binding	AT1G31810.1	CHR01V5|COORD:42602391..42607415|protein serine/arginine repetitive matrix protein 1, putative, expressed	LOC_Os01g72890.2	no descriptionnot assigned not assigned	not assigned.unknown	35_2

CUST_156673_PI403524517	2	0.3491373	0.17498398	0.203928	-0.17498302	-0.33112717	-0.18174553	35_43756	Rep: OSIGBa0147O06.8 protein - Oryza sativa (Rice)	UniRef90_Q01LT7	"CHR2V7|COORD:18159356..18160792| GT/UGT74F2 (UDP-GLUCOSYLTRANSFERASE 74F2); UDP-glucosyltransferase/ UDP-glycosyltransferase/ transferase, transferring"	AT2G43820.1	CHR04V5|COORD:7139646..7136658|protein indole-3-acetate beta-glucosyltransferase, putative, expressed	LOC_Os04g12970.1	" no descriptionvery weakly similar to (84.0)AT2G43820| Symbols: GT, UGT74F2 | GT/UGT74F2 (UDP-GLUCOSYLTRANSFERASE 74F2); UDP-glucosyltransferase/ UDP-glycosyltransferase/ transferase, transferring glycosyl groups / transferase, transferring hexosyl groups | chr2:18159356-18160792 FORWARDvery weakly similar to (95.9)IAAG_MAIZEIndole-3-acetate beta-glucosyltransferase - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07764 PRK12323 PRK12678 PRK07003 PRK09169 Adeno_PV Herpes_UL56 HpaP "	misc.UDP glucosyl and glucoronyl transferases	26_2

CUST_8644_PI404877155	2	-0.3579111	0.52879906	-0.042565823	1.1810913	0.042565823	-0.05243969	Contig25612_at	truncated alcohol dehydrogenase [Hordeum vulgare subsp. spontaneum]	AAO24249.1	alcohol dehydrogenase (ADH)	At1g77120.1	protein alcohol dehydrogenase 2	Os11g10510	alcohol dehydrogenase	fermentation.ADH	5_03

CUST_3671_PI404877155	2	-0.037504196	1.0293732	0.03750515	-0.04699993	-0.039892197	0.113204956	Contig14221_at	Unknown protein [Oryza sativa (japonica cultivar-group)]	AAN59778.1	C2 domain-containing protein	At5g55530.1	protein C2 domain, putative	Os03g09840	gi|24414275|gb|AAN59778.1| Unknown protein	stress.abiotic.cold	20_2_2

CUST_5317_PI403524517	2	-1.9263115	-1.5084496	-0.05065155	0.5709343	0.5625124	0.05065155	35_1468	"Cluster: Asparagine synthetase, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Asparagine synthetase, putative, expressed - Oryza sativa"	UniRef90_Q10MX3	"CHR5V7|COORD:25986450..25989504| ASN2 (ASPARAGINE SYNTHETASE 2); asparagine synthase (glutamine-hydrolyzing)"	AT5G65010.1	CHR03V5|COORD:10103435..10098924|protein asparagine synthetase, putative, expressed	LOC_Os03g18130.1	"no descriptionhighly similar to ( 775)AT5G65010| Symbols: ASN2 | ASN2 (ASPARAGINE SYNTHETASE 2); asparagine synthase (glutamine-hydrolyzing) | chr5:25986450-25989504 FORWARDhighly similar to ( 820)ASNS_MAIZEAsparagine synthetase [glutamine-hydrolyzing] - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned asnB AsnB Asn_Synthase_B_C AsnB Asn_synthase Gn_AT_II GATase_2 Herpes_BLLF1 PRK00331 PurF GlmS Wali7 GPATase_N Gn_AT_II_novel GFAT PRK07003 PRK09123 Tymo_45kd_70kd DUF566"	amino acid metabolism.synthesis.aspartate family.asparagine	13_1_3_1

CUST_135438_PI403524517	2	0.26140833	-0.13800097	0.041585445	-0.22706747	0.11850262	-0.041585445	35_37990	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_6281_PI403524517	2	-0.06410217	0.14851093	-0.014668465	0.014669418	0.04949093	-0.08191204	35_1740	Rep: Vacuolar H+-ATPase subunit C - Gossypium hirsutum (Upland cotton)	UniRef90_Q0PGG3	CHR1V7|COORD:4375582..4378218| DET3 (DE-ETIOLATED 3)	AT1G12840.1	CHR05V5|COORD:29468418..29464179|protein vacuolar ATP synthase subunit C, putative, expressed	LOC_Os05g51530.2	 no descriptionmoderately similar to ( 244)AT1G12840| Symbols: ATVHA-C, DET3 | DET3 (DE-ETIOLATED 3) | chr1:4375582-4378218 FORWARDweakly similar to ( 149)VATC_HORVUVacuolar proton pump subunit C - Hordeum vulgare (Barley)not assigned V-ATPase_C COG5127 	transport.p- and v-ATPases	34_1

CUST_180854_PI403524517	2	0.23786592	-0.287735	0.030225754	0.08122492	-0.03022623	-0.12345028	35_50295	"Cluster: Putative nucleoside-triphosphatase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative nucleoside-triphosphatase - Oryza sativa (japonica"	UniRef90_Q6Z4P2	CHR5V7|COORD:6050801..6054025| ATAPY2 (APYRASE 2)	AT5G18280.1	CHR03V5|COORD:12006112..12000616|protein nucleoside-triphosphatase, putative, expressed	LOC_Os03g21120.1	no descriptionmoderately similar to ( 281)AT5G18280| Symbols: ATAPY2 | ATAPY2 (APYRASE 2) | chr5:6050801-6054025 REVERSEmoderately similar to ( 244)NTPA_PEANucleoside-triphosphatase - Pisum sativum (Garden pea)not assigned not assigned GDA1_CD39 COG5371	nucleotide metabolism.degradation	23_2

CUST_16102_PI404877155	2	-0.06871319	-0.501256	0.06871271	0.92191505	0.7112427	-0.087574005	Contig9971_at	OSJNBa0089K21.6 [Oryza sativa (japonica cultivar-group)] ref|XP_472826.1| OSJNBa0089K21.6 [Oryza sativa (japonica cultivar-group)]	CAE03052.2	amino acid transporter family protein	At5g23810.1	protein Transmembrane amino acid transporter protein	Os04g39480	"amino acid transporter family protein, similar to amino acid carrier (Ricinus communis) GI:3293031; contains Pfam profile PF01490: Transmembrane amino acid transporter protein or  similar to amino acid carrier, putative / amino acid permease, putative [Ar"	transport.amino acids	34_3

CUST_132854_PI403524517	2	0.047388077	-0.33102655	-0.08783722	-0.047388554	0.7245436	0.42947626	35_37307	Rep: OSIGBa0142C11.5 protein - Oryza sativa (Rice)	UniRef90_Q01L54		0	CHR04V5|COORD:20008218..20008821|protein expressed protein	LOC_Os04g33350.1	no description	not assigned.unknown	35_2

CUST_118257_PI403524517	2	-1.1902652	-0.07629728	0.07629728	0.65108633	0.2073679	-0.2658286	35_33488	"Cluster: Xylanase inhibitor protein 1 precursor; n=2; Triticum aestivum|Rep: Xylanase inhibitor protein 1 precursor - Triticum aestivum (Wheat)"	UniRef90_Q8L5C6		0	CHR08V5|COORD:25646518..25645613|protein xylanase inhibitor protein 1 precursor, putative	LOC_Os08g40740.1	no descriptionvery weakly similar to (65.5)XIP1_WHEATXylanase inhibitor protein 1 precursor - Triticum aestivum (Wheat)	stress.biotic	20_1

CUST_141936_PI403524517	2	0.639596	-0.052047253	0.058024406	0.05204773	-0.15674114	-0.38026667	35_39779	Rep: Adenosine-5'-phosphosulfate kinase - Zea mays (Maize)	UniRef90_Q9SE92		0	CHR07V5|COORD:23158659..23162859|protein adenylyl-sulfate kinase, chloroplast precursor, putative, expressed	LOC_Os07g38560.1	no description	not assigned.unknown	35_2

CUST_95073_PI403524517	2	-0.021762371	0.03326416	-0.2897401	0.021762848	-1.1952095	0.9107709	35_27170	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_11116_PI404877155	2	-0.22069931	0.25203896	-0.046765327	0.055984497	-0.17543316	0.04676628	Contig4811_s_at	OSJNBa0088I22.11 [Oryza sativa (japonica cultivar-group)] ref|XP_473556.1| OSJNBa0088I22.11 [Oryza sativa (japonica cultivar-group)]	CAD41579.3	dehydration-responsive family protein	At4g00750.1	protein Putative methyltransferase	Os02g45310	gi|21741472|emb|CAD41576.1| OSJNBa0088I22.8	stress.abiotic.drought/salt	20_2_3

CUST_148068_PI403524517	2	-0.024601936	0.33347607	0.15708065	0.024602413	-0.35335636	-0.30068398	35_41428	"Cluster: Major facilitator superfamily protein, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Major facilitator superfamily protein, expressed - O"	UniRef90_Q10GA1	CHR3V7|COORD:4176873..4178875| transporter-related	AT3G13050.1	CHR03V5|COORD:24403334..24408139|protein synaptic vesicle 2-related protein, putative, expressed	LOC_Os03g43720.6	no descriptionmoderately similar to ( 208)AT3G13050| Symbols:  | transporter-related | chr3:4176873-4178875 FORWARDnot assigned not assigned not assigned not assigned Sugar_tr MFS_1 xylE	transport.misc	34_99

CUST_72616_PI403524517	2	0.17124176	-0.13834667	-0.05175209	-0.013232231	0.09672356	0.013232231	35_20813	"Cluster: Hypothetical protein P0450A04.130; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0450A04.130 - Oryza sativa (japonica cultivar"	UniRef90_Q7F0M0	"CHR3V7|COORD:1424161..1425673| similar to hypothetical protein WH5701_03239 [Synechococcus sp. WH 5701] (GB:ZP_01084496.1); similar to Os07g0667400 [Oryza"	AT3G05100.1	CHR07V5|COORD:28191119..28188104|protein expressed protein	LOC_Os07g47150.2	"no descriptionmoderately similar to ( 332)AT3G05100| Symbols:  | similar to hypothetical protein WH5701_03239 [Synechococcus sp. WH 5701] (GB:ZP_01084496.1); similar to Os07g0667400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001060575.1); contains InterPro domain Methyltransferase type 12; (InterPro:IPR013217); contains InterPro domain SAM (and some other nucleotide) binding motif; (InterPro:IPR000051) | chr3:1424161-1425673 FORWARD"	not assigned.unknown	35_2

CUST_103320_PI403524517	2	0.39902592	0.5825529	0.069571495	-0.13399506	-0.2796445	-0.06957102	35_29462	"Cluster: Hypothetical protein P0571B09.138; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0571B09.138 - Oryza sativa (japonica cultivar"	UniRef90_Q69PK4		0	CHR08V5|COORD:2606136..2604863|protein hypothetical protein	LOC_Os08g05080.1	no description	not assigned.unknown	35_2

CUST_8458_PI404877155	2	-0.01939392	-0.41463518	0.38066483	-0.22580338	0.01939392	0.20553398	Contig2501_at	0	AAS07281.1	auxin-responsive protein / indoleacetic acid-induced protein 16 (IAA16)	At3g04730.1	protein aux/IAA protein	Os12g40890	auxin-induced protein, IAA17/AXR3-1/0.3_pocket domain  T01318	RNA.regulation of transcription.Aux/IAA family	27_3_40

CUST_8403_PI399408534	2	-0.2617569	0.27586842	-0.05021	0.41494274	-0.44393253	0.05021	35_2382	Rep: AT4g34150/F28A23_90 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q945K9	CHR4V7|COORD:16355039..16356959| C2 domain-containing protein	AT4G34150.1	CHR06V5|COORD:25966414..25962878|protein calcium-binding protein, putative, expressed	LOC_Os06g43190.1	no descriptionweakly similar to ( 162)AT4G34150| Symbols:  | C2 domain-containing protein | chr4:16355039-16356959 FORWARDvery weakly similar to (56.6)ERG1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF1421 Extensin_2 Atrophin-1 C2 C2 C2 PRK05648 PRK08853 PRK12323 PRK10263 PRK07764 Drf_FH1 Amelogenin C2_2 MFMR PRK07003 GRASP55_65 PRK10819 DUF605 C2_1 Cytadhesin_P30	signalling.calcium	30_3

CUST_25314_PI403524517	2	0.4998765	-0.19951153	-2.5510788E-4	-0.11841345	2.5463104E-4	0.31176186	35_7338	"Cluster: Putative external rotenone-insensitive NADPH dehydrogenase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative external"	UniRef90_Q655G1	CHR4V7|COORD:11436507..11438969| pyridine nucleotide-disulphide oxidoreductase family protein	AT4G21490.1	CHR06V5|COORD:28507824..28503140|protein expressed protein	LOC_Os06g47000.3	"no descriptionvery weakly similar to (85.1)AT4G05020| Symbols: NDB2 | NDB2 (NAD(P)H DEHYDROGENASE B2); disulfide oxidoreductase | chr4:2572750-2576220 FORWARDnot assigned"	mitochondrial electron transport / ATP synthesis.NADH-DH.type II.external	9_2_2

CUST_1626_PI399408534	2	0.079419136	-0.22380066	-0.011279106	-0.050151825	0.026742935	0.0112781525	35_7459	"Cluster: Os08g0177800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os08g0177800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J7M6	CHR1V7|COORD:8520823..8524679| RNase H domain-containing protein	AT1G24090.1	CHR08V5|COORD:4563589..4560471|protein retrotransposon protein, putative, Ty3-gypsy subclass	LOC_Os08g08050.1	no descriptionmoderately similar to ( 204)AT3G01410| Symbols:  | RNase H domain-containing protein | chr3:153657-155446 REVERSEPRK07238 RnhA rnhA	RNA.processing.ribonucleases	27_1_19

CUST_158925_PI403524517	2	0.122011185	0.32671547	-0.12201166	-0.47044802	1.1344285	-0.24170828	35_44363	"Cluster: PHO85-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: PHO85-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z1H1	CHR5V7|COORD:16459086..16461063| glycerophosphoryl diester phosphodiesterase family protein	AT5G41080.1	CHR08V5|COORD:26618527..26621721|protein glycerophosphodiester phosphodiesterase, putative, expressed	LOC_Os08g42390.1	no descriptionvery weakly similar to (68.2)AT5G41080| Symbols:  | glycerophosphoryl diester phosphodiesterase family protein | chr5:16459217-16461063 FORWARDnot assigned GDPD PRK07764 UgpQ PRK12323	lipid metabolism.lipid degradation.lysophospholipases.glycerophosphodiester phosphodiesterase	11_9_3_3

CUST_4375_PI404877155	2	-0.33034706	0.49708843	0.15186214	-9.784698E-4	9.775162E-4	-0.45809364	Contig15337_at	putative serine/threonine-specific protein kinase(gi|7488195|) [Oryza sativa (japonica cultivar-group)]	BAC84489.1	receptor-like protein kinase 4, putative (RLK4)	At4g23180.1	protein Protein kinase domain, putative	Os07g35370	protein kinase family protein, contains Pfam domain PF00069: Protein kinase domain	signalling.receptor kinases.misc	30_2_99

CUST_9038_PI404877155	2	-0.015846252	-0.13166142	0.043783188	0.015847206	0.0858593	-0.11196709	Contig2822_s_at	unknown protein [Oryza sativa (japonica cultivar-group)] gb|AAP55147.1| unknown protein [Oryza sativa (japonica cultivar-group)] gb|AAL67582	NP_922860.1	NADH-ubiquinone oxidoreductase-related	At3g18410.1	protein expressed protein	Os10g42540	"3.1_Homeodomain   T01727 HOXB4;"	mitochondrial electron transport / ATP synthesis.NADH-DH.localisation not clear	9_1_2

CUST_48572_PI403524517	2	-0.022693634	-0.574172	-0.0143146515	0.08055401	0.15581417	0.014315605	35_13873	"Cluster: PREDICTED: similar to ubiquitin A-52 residue ribosomal protein fusion product 1; n=1; Canis familiaris|Rep: PREDICTED: similar to ubiquitin A-52 residu"	UniRef90_UPI00005A3BDE	CHR3|COORD:19516614..19517910| ubiquitin extension protein 1 (UBQ1) / 60S ribosomal protein L40 (RPL40B), identical to GI:166929, GI:166930	AT3G52590.1	CHR09V5|COORD:22692186..22694404|protein ubiquitin fusion protein, putative, expressed	LOC_Os09g39500.1	" no descriptionmoderately similar to ( 253)AT3G52590| Symbols: EMB2167, ERD16, UBQ1 | UBQ1 (EARLY-RESPONSIVE TO DEHYDRATION 16, UBIQUITIN EXTENSION PROTEIN 1); protein binding | chr3:19516646-19517659 FORWARDweakly similar to ( 150)UBIQ_WHEATUbiquitin - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Ubiquitin ubiquitin UBQ Nedd8 Ribosomal_L40e UBL AN1_N RAD23_N Scythe_N UBQ parkin_N Fubi GDX_N RPL40A SF3a120_C NIRF_N ISG15_repeat2 UBI4 hPLIC_N "	protein.degradation.ubiquitin.ubiquitin	29_5_11_1

CUST_180036_PI403524517	2	0.14668179	0.69875765	0.09793806	-0.39813042	-0.1100049	-0.09793806	35_50068	"Cluster: Hypothetical protein OJ1212_B02.4; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1212_B02.4 - Oryza sativa (japonica cultivar"	UniRef90_Q60EP5		0	CHR05V5|COORD:20665685..20669702|protein expressed protein	LOC_Os05g34920.1	no description	not assigned.unknown	35_2

CUST_23454_PI399408534	2	-0.055887222	-1.3121758	-0.31043243	0.24388409	0.19747543	0.055887222	35_7905	"Cluster: Putative receptor-like protein kinase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative receptor-like protein kinase - Oryza sativa (japonica"	UniRef90_Q8LQ10	CHR5V7|COORD:341658..344647| leucine-rich repeat transmembrane protein kinase, putative	AT5G01890.1	CHR01V5|COORD:42511088..42514543|protein ATP binding protein, putative, expressed	LOC_Os01g72700.1	 no descriptionvery weakly similar to (77.4)AT5G01890| Symbols:  | leucine-rich repeat transmembrane protein kinase, putative | chr5:341658-344647 REVERSE	signalling.receptor kinases.leucine rich repeat VII	30_2_7

CUST_78813_PI403524517	2	0.005867958	0.56229115	-0.005867958	-0.20446396	0.033400536	-0.22701931	35_22599	"Cluster: Os01g0661600 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0661600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JKN4	"CHR1V7|COORD:26543503..26544321| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G23710.1); similar to Protein of unknown function DUF1645 [Medicago"	AT1G70420.1	CHR01V5|COORD:27341875..27340679|protein expressed protein	LOC_Os01g47270.1	"no descriptionvery weakly similar to (66.6)AT1G23710| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G70420.1); similar to Os01g0639600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001043675.1); similar to Protein of unknown function DUF1645 [Medicago truncatula] (GB:ABE93113.1); contains InterPro domain Protein of unknown function DUF1645; (InterPro:IPR012442) | chr1:8385352-8386239 FORWARDnot assigned not assigned DUF1645 PRK07764 PRK12678 PRK12323"	not assigned.unknown	35_2

CUST_99063_PI403524517	2	0.4431796	0.095784664	-0.23807049	-0.09578514	-0.49842072	0.22901869	35_28279	Rep: Hypothetical protein OSJNBb0006J12.7 - Oryza sativa (japonica cultivar-group)	UniRef90_Q6AUL4	"CHR5V7|COORD:7960759..7967647| (MALE GAMETOGENESIS IMPAIRED ANTHERS); cation-transporting ATPase"	AT5G23630.1	CHR05V5|COORD:19541562..19526329|protein cation-transporting ATPase, putative, expressed	LOC_Os05g33390.1	"no descriptionmoderately similar to ( 358)AT5G23630| Symbols:  | (MALE GAMETOGENESIS IMPAIRED ANTHERS); cation-transporting ATPase | chr5:7960759-7967647 REVERSEnot assigned not assigned not assigned MgtA E1-E2_ATPase ZntA PRK01122 KdpB"	transport.unspecified cations	34_14

CUST_95125_PI403524517	2	-0.06379938	0.13847351	-0.023638725	0.010290623	-0.010290146	0.26419926	35_27184	0	0	0	0	CHR08V5|COORD:22946523..22944698|protein expressed protein	LOC_Os08g36570.1	no description	not assigned.unknown	35_2

CUST_124051_PI403524517	2	-0.079660416	0.106575966	-0.12603855	-0.19120026	0.079660416	0.08381367	35_34972	"Cluster: Ulp1 protease family, C-terminal catalytic domain containing protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Ulp1 protease family,"	UniRef90_Q2QME9		0	CHR12V5|COORD:25598831..25604881|protein ulp1 protease family, C-terminal catalytic domain containing protein, expressed	LOC_Os12g41380.1	no description	not assigned.unknown	35_2

CUST_63147_PI403524517	2	0.07932949	-0.3003769	-0.15786266	7.7819824E-4	0.0053453445	-7.7819824E-4	35_18018	"Cluster: Hypothetical protein OJ1339_B08.2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1339_B08.2 - Oryza sativa (japonica cultivar"	UniRef90_Q6ZLG2	CHR4V7|COORD:13923997..13924653| YGGT family protein	AT4G27990.1	CHR07V5|COORD:4512085..4507452|protein YGGT family protein, expressed	LOC_Os07g08770.1	no descriptionvery weakly similar to ( 100)AT4G27990| Symbols:  | YGGT family protein | chr4:13923997-13924653 REVERSEnot assigned YGGT COG0762	not assigned.no ontology	35_1

CUST_2227_PI403524517	2	-3.5540538	-1.0905037	2.4366207	1.4705458	1.0905037	-2.5854797	35_602	"Cluster: Putative cytochrome P450 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative cytochrome P450 protein - Oryza sativa (japonica cultivar-g"	UniRef90_Q84JR8	"CHR1V7|COORD:4459210..4460805| CYP71B2 (CYTOCHROME P450 71B2); oxygen binding"	AT1G13080.1	CHR03V5|COORD:35716842..35720269|protein cytochrome P450 71E1, putative, expressed	LOC_Os03g63310.1	"no descriptionmoderately similar to ( 401)AT1G13080| Symbols: CYP71B2 | CYP71B2 (CYTOCHROME P450 71B2); oxygen binding | chr1:4459491-4460805 FORWARDhighly similar to ( 513)C71E1_SORBICytochrome P450 71E1 - Sorghum bicolor (Sorghum) (Sorghum vulgare)not assigned not assigned not assigned not assigned not assigned not assigned p450 CypX PRK12323 DUF1421"	misc.cytochrome P450	26_10

CUST_27456_PI399408534	2	0.145751	-0.045965195	0.04596424	-0.17193413	-0.097756386	0.05172062	35_2923	Rep: Pre-mRNA processing factor - Triticum aestivum (Wheat)	UniRef90_Q2QKC2	CHR2V7|COORD:10456916..10457939| splicing factor, putative	AT2G24590.1	CHR06V5|COORD:4427667..4431336|protein splicing factor, arginine/serine-rich 7, putative, expressed	LOC_Os06g08840.7	 no descriptionweakly similar to ( 115)AT2G24590| Symbols:  | splicing factor, putative | chr2:10456916-10457939 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned RRM RRM_1 COG0724 DUF1777 	RNA.processing.splicing	27_1_1

CUST_20553_PI403524517	2	0.14074612	-0.0169878	0.0169878	-0.062015533	-0.018953323	0.02374363	35_5963	"Cluster: Hypothetical protein OJ1092_A07.123; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1092_A07.123 - Oryza sativa (japonica cult"	UniRef90_Q84SL6	"CHR1V7|COORD:3338383..3341496| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G49830.1); similar to Os07g0568000 [Oryza sativa (japonica cultivar-gr"	AT1G10180.1	CHR07V5|COORD:22820481..22815484|protein expressed protein	LOC_Os07g38060.1	"no descriptionmoderately similar to ( 203)AT1G10180| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G49830.1); similar to Os07g0568000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001060025.1); similar to AT5g49830/K21G20_4 [Medicago truncatula] (GB:ABE86338.1); contains domain SUBFAMILY NOT NAMED (PTHR21426:SF2); contains domain FAMILY NOT NAMED (PTHR21426) | chr1:3338383-3341496 REVERSEnot assigned"	not assigned.unknown	35_2

CUST_139829_PI403524517	2	0.34004164	0.41133356	0.022181988	-0.02218151	-0.15329266	-0.2672801	35_39214	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_75849_PI403524517	2	0.11170244	-0.021456718	0.13422346	-0.018105507	-0.31536484	0.018105507	35_21743	"Cluster: Leucine zipper protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Leucine zipper protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6H4Z9	CHR1V7|COORD:11399903..11405702| actin binding	AT1G31810.1	CHR02V5|COORD:4115853..4112945|protein conserved hypothetical protein	LOC_Os02g07850.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 Tymo_45kd_70kd PRK07764 PRK07003 HpaP Atrophin-1 IER Extensin_2 PRK12678 DUF1421	not assigned.unknown	35_2

CUST_97397_PI403524517	2	0.5162325	0.8726373	0.14036083	-0.42647457	-0.14036131	-0.38800144	35_27817	"Cluster: Os11g0678000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os11g0678000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IR49	CHR3V7|COORD:2062839..2067144| protein kinase family protein	AT3G06620.1	CHR12V5|COORD:23027641..23034880|protein ATP binding protein, putative, expressed	LOC_Os12g37570.1	no descriptionweakly similar to ( 124)AT3G06620| Symbols:  | protein kinase family protein | chr3:2062839-2067144 REVERSEvery weakly similar to (57.0)CRI4_MAIZEPutative receptor protein kinase CRINKLY4 precursor - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TyrKc Pkinase_Tyr S_TKc S_TKc PTKc Pkinase PTKc_Jak_rpt2 PTKc_InsR_like PTKc_Tec_like PTKc_Tec_Rlk PTKc_EphR PTKc_Btk_Bmx PTKc_Itk PTKc_Src_like PTKc_EGFR_like PTKc_Frk_like PTKc_Fes_like PTKc_Srm_Brk PTKc_Csk_like PTKc_Jak2_Jak3_rpt2 PTK_HER3 PTKc_DDR PTKc_Csk PTKc_IGF-1R PTKc_EphR_B PTKc_FGFR PTKc_Abl PTKc_FGFR3 PTKc_InsR PTKc_EphR_A PTKc_Ror PTKc_FGFR1 PTKc_Met_Ron PTKc_FGFR4 PTKc_RET PTKc_DDR2 PTKc_Ack_like PTK_CCK4 PTKc_FGFR2 PTKc_EphR_A2 PTKc_c-ros PTKc_Tie2 PTKc_Fyn_Yrk PTKc_Jak1_rpt2 PTKc_Tie1 PTKc_Lck_Blk PTKc_Lyn PTKc_DDR_like PTKc_Tie PTKc_Src PTKc_Yes	protein.postranslational modification	29_4

CUST_30890_PI399408534	2	0.09084511	-1.2034159	-0.3875122	0.07134056	-0.018951416	0.01895237	35_26500	"Cluster: Putative phytosulfokine receptor kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative phytosulfokine receptor kinase - Oryza sativa (japon"	UniRef90_Q75GM0	CHR5V7|COORD:23590047..23592097| leucine-rich repeat transmembrane protein kinase, putative	AT5G58300.1	CHR05V5|COORD:23527800..23522217|protein ATP binding protein, putative, expressed	LOC_Os05g40200.1	 no descriptionvery weakly similar to ( 100)AT5G58300| Symbols:  | leucine-rich repeat transmembrane protein kinase, putative | chr5:23590047-23592097 FORWARDnot assigned 	signalling.receptor kinases.leucine rich repeat III	30_2_3

CUST_54315_PI403524517	2	0.063093185	-0.001241684	-0.12939739	-0.036658287	0.0012426376	0.0721035	35_15462	Rep: Proteasome subunit alpha type 6 - Oryza sativa (Rice)	UniRef90_Q9LSU3	"CHR2V7|COORD:2234223..2236050| PAA2 (20S proteasome alpha subunit A2); peptidase"	AT2G05840.1	CHR03V5|COORD:4192122..4189610|protein proteasome subunit alpha type 6, putative, expressed	LOC_Os03g08280.2	"no descriptionmoderately similar to ( 426)AT2G05840| Symbols: PAA2 | PAA2 (20S proteasome alpha subunit A2); peptidase | chr2:2234223-2235970 FORWARDmoderately similar to ( 466)PSA6_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned proteasome_alpha_type_6 proteasome_alpha PRK03996 PRE1 proteasome_alpha_archeal proteasome_alpha_type_2 proteasome_alpha_type_3 proteasome_alpha_type_4 proteasome_alpha_type_7 proteasome_protease_HslV Proteasome proteasome_alpha_type_1 proteasome_alpha_type_5 Ntn_hydrolase proteasome_beta_archeal proteasome_beta PRK07003"	protein.degradation.ubiquitin.proteasom	29_5_11_20

CUST_162120_PI403524517	2	0.24129534	0.32267475	-0.100626945	-0.14832544	-0.16757393	0.100626945	35_45221	Rep: OSJNBb0015D13.11 protein - Oryza sativa (Rice)	UniRef90_Q5JQW8		0	0	0	no description	not assigned.unknown	35_2

CUST_121024_PI403524517	2	-0.04578066	0.04578066	0.49922132	-0.10282755	-0.36120796	0.8704648	35_34194	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_23286_PI403524517	2	-0.093299866	0.015402794	-0.01540184	0.11737633	0.29377842	-0.04489994	35_6767	"Cluster: Hypothetical protein OSJNBb0018H10.21; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0018H10.21 - Oryza sativa (japonica"	UniRef90_Q6YVY6	"CHR3V7|COORD:11384895..11386136| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G13740.1); similar to Os07g0602900 [Oryza sativa (japonica"	AT3G29575.3	CHR07V5|COORD:24634609..24630624|protein RNA-binding protein, putative, expressed	LOC_Os07g41160.1	"no descriptionvery weakly similar to (68.6)AT3G29575| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G13740.1); similar to Os07g0602900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001060209.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABF94628.1); similar to Os03g0419100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001050378.1); contains InterPro domain Protein of unknown function DUF1675; (InterPro:IPR012463) | chr3:11384895-11386136 REVERSEDUF1675 PRK12323"	not assigned.unknown	35_2

CUST_14359_PI399408534	2	0.06759739	-0.042015076	0.17178059	0.026732445	-0.026732445	-0.10326338	35_22747	"Cluster: Histone deacetylase HDAC1; n=2; Oryza sativa (japonica cultivar-group)|Rep: Histone deacetylase HDAC1 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7Y0Y8	"CHR4V7|COORD:17896487..17899051| HD1 (HISTONE DEACETYLASE 19, HISTONE DEACETYLASE19); histone deacetylase"	AT4G38130.1	CHR06V5|COORD:22799224..22793326|protein histone deacetylase, putative, expressed	LOC_Os06g38470.3	 no descriptionmoderately similar to ( 442)AT4G38130| Symbols: HDA19, ATHD1, HDA1, RPD3A | HD1 (HISTONE DEACETYLASE 19, HISTONE DEACETYLASE19) | chr4:17896657-17899051 REVERSEmoderately similar to ( 457)HDAC_MAIZEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Hist_deacetyl AcuC Herpes_BLLF1 Tymo_45kd_70kd PRK07003 AF-4 PRK12323 DUF566 Pneumo_att_G PRK07764 HPC2 Metaviral_G SerH MAP65_ASE1 	RNA.regulation of transcription.HDA	27_3_55

CUST_14193_PI403524517	2	0.021334648	0.42264748	0.04705715	-0.09761238	-0.13452148	-0.021333694	35_4071	"Cluster: Hypothetical protein OJ1063_D06.16; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1063_D06.16 - Oryza sativa (japonica cultiv"	UniRef90_Q6KAA3	CHR5|COORD:22867811..22869955| F-box family protein, contains F-box domain Pfam:PF00646	AT5G56420.2	CHR02V5|COORD:35426971..35425163|protein F-box domain containing protein, expressed	LOC_Os02g57860.1	no descriptionvery weakly similar to (51.2)AT5G56420| Symbols:  | F-box family protein | chr5:22868089-22869560 REVERSE	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_89642_PI403524517	2	0.17646313	-0.26822948	0.024183273	-0.17372704	0.011350632	-0.011350632	35_25645	"Cluster: Os06g0256000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os06g0256000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DD47	"CHR5V7|COORD:14964637..14969776| EMB2656 (EMBRYO DEFECTIVE 2656); binding"	AT5G37630.1	0	0	"no descriptionweakly similar to ( 192)AT5G37630| Symbols: EMB2656 | EMB2656 (EMBRYO DEFECTIVE 2656); binding | chr5:14964637-14969776 FORWARD"	DNA.synthesis/chromatin structure	28_1

CUST_10001_PI404877155	2	-0.10521603	-1.0221901	0.056059837	0.08758259	0.1357727	-0.056059837	Contig3720_s_at	putative glyceraldehyde-3-phosphate dehydrogenase [Arabidopsis thaliana]	AAO22684.1	glyceraldehyde 3-phosphate dehydrogenase, cytosolic, putative / NAD-dependent glyceraldehyde-3-phosphate dehydro	At1g16300.1	protein glyceraldehyde-3-phosphate dehydrogenase, type I, putative	Os06g45590	NONE	glycolysis.glyceraldehyde 3-phosphate dehydrogenase	4_09

CUST_24547_PI399408534	2	0.16513968	0.7101908	-0.16513968	-0.1976614	0.9158435	-0.24360561	35_13048	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10Q34	CHR5V7|COORD:15776391..15777914| calmodulin-binding protein-related	AT5G39380.1	CHR03V5|COORD:5786983..5791825|protein expressed protein	LOC_Os03g11290.1	no descriptionvery weakly similar to (83.2)AT5G39380| Symbols:  | calmodulin-binding protein-related | chr5:15776391-15777914 REVERSECaM_binding	signalling.calcium	30_3

CUST_177113_PI403524517	2	-0.0332613	-0.2258215	0.10806465	0.0332613	0.116509914	-0.47334623	35_49273	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_13060_PI404877155	2	0.13724422	0.27074432	0.048671722	-0.15284538	-0.106170654	-0.04867077	Contig6781_at	putative transcription initiation factor [Oryza sativa (japonica cultivar-group)]	AAP12985.1	transcription initiation factor IID (TFIID) 31 kDa subunit (TAFII-31) family protein	At1g54140.1	protein putative transcription initiation factor	Os03g29470	NONE	RNA.processing	27_1

CUST_505_PI404877155	2	0.0035715103	-0.34180355	-0.0035715103	0.11005688	0.43293095	-0.071647644	Contig10404_at	zinc finger protein family-like [Oryza sativa (japonica cultivar-group)]	BAC84316.2	expressed protein	At3g47160.1	protein Zinc finger, C3HC4 type (RING finger), putative	Os07g46700	NONE	RNA.regulation of transcription.unclassified	27_3_99

CUST_106172_PI403524517	2	0.046432495	0.25548744	-0.052322388	-0.046434402	-0.1384449	0.06663704	35_30221	Rep: Lipid transfer protein - Hordeum vulgare (Barley)	UniRef90_Q9SES6	CHR5V7|COORD:337231..337675| lipid transfer protein, putative	AT5G01870.1	CHR01V5|COORD:35457766..35456709|protein nonspecific lipid-transfer protein precursor, putative, expressed	LOC_Os01g60740.2	 no descriptionvery weakly similar to (91.7)AT5G01870| Symbols:  | lipid transfer protein, putative | chr5:337231-337675 FORWARDvery weakly similar to (99.8)NLTP2_ORYSAnsLTP1 Tryp_alpha_amyl AAI_LTSS 	lipid metabolism.lipid transfer proteins etc	11_6

CUST_15110_PI399408534	2	0.10037041	-0.33338642	0.072301865	0.042258263	-0.042259216	-0.15776873	35_47151	Rep: OSIGBa0158F05.11 protein - Oryza sativa (Rice)	UniRef90_Q01KF9	"CHR2V7|COORD:523480..526883| CHR19/ETL1 (chromatin remodeling 19); ATP binding / DNA binding / helicase"	AT2G02090.1	CHR04V5|COORD:28160569..28167750|protein ATP binding protein, putative, expressed	LOC_Os04g47830.1	" no descriptionmoderately similar to ( 294)AT2G02090| Symbols: ETL1, CHR19 | CHR19/ETL1 (chromatin remodeling 19); ATP binding / DNA binding / helicase | chr2:523480-526883 FORWARDweakly similar to ( 103)ISW2_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned SNF2_N HepA DEXDc "	RNA.regulation of transcription.Chromatin Remodeling Factors	27_3_44

CUST_9277_PI404877155	2	-0.42686272	0.6695695	-0.5590105	1.0804052	-0.10319042	0.1031909	Contig3051_s_at	universal stress protein USP1-like protein [Oryza sativa (japonica cultivar-group)]	BAC16006.1	universal stress protein (USP) family protein	At2g47710.1	protein universal stress protein family	Os07g47620	putative universal stress protein USP1	stress.abiotic.unspecified	20_2_99

CUST_79989_PI403524517	2	-0.061263084	0.08865833	0.061263084	-0.12782097	-0.16413116	0.13678646	35_22939	"Cluster: Cyclin, N-terminal domain, putative; n=3; Oryza sativa (japonica cultivar-group)|Rep: Cyclin, N-terminal domain, putative - Oryza sativa (japonica"	UniRef90_Q53NC8	CHR4V7|COORD:10673629..10676542| cyclin family protein	AT4G19600.1	CHR11V5|COORD:2726047..2732548|protein cyclin-dependent protein kinase, putative, expressed	LOC_Os11g05850.1	no descriptionweakly similar to ( 165)AT4G19600| Symbols:  | cyclin family protein | chr4:10673629-10676542 FORWARDnot assigned not assigned	cell.cycle	31_3

CUST_81052_PI403524517	2	0.43367624	0.13279581	-0.0313344	-0.20378256	-0.45463562	0.031333923	35_23249	"Cluster: Putative dynamin like protein 2a; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative dynamin like protein 2a - Oryza sativa (japonica cultivar-g"	UniRef90_Q5JJJ5	"CHR4V7|COORD:16161076..16166590| ADL2 (ARABIDOPSIS DYNAMIN-LIKE 2); GTP binding / GTPase"	AT4G33650.1	CHR01V5|COORD:40517770..40509565|protein dynamin-related protein 3A, putative, expressed	LOC_Os01g69130.1	"no descriptionweakly similar to ( 131)AT4G33650| Symbols: ADL2 | ADL2 (ARABIDOPSIS DYNAMIN-LIKE 2); GTP binding / GTPase | chr4:16161076-16166590 FORWARDnot assigned not assigned not assigned not assigned DYNc Dynamin_N PRK12323"	misc.dynamin	26_17

CUST_33097_PI403524517	2	0.10932064	-0.09552288	-0.060936928	-0.17864323	0.060936928	0.13666248	35_9543	"Cluster: Os09g0446200 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0446200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J1E3	CHR5V7|COORD:2056742..2059370| SPC98 (SPINDLE POLE BODY COMPONENT 98)	AT5G06680.1	CHR09V5|COORD:16632329..16635458|protein gamma-tubulin complex component 3, putative, expressed	LOC_Os09g27370.2	 no descriptionweakly similar to ( 155)AT5G06680| Symbols: ATSPC98, SPC98 | SPC98 (SPINDLE POLE BODY COMPONENT 98) | chr5:2056742-2059370 FORWARDnot assigned 	cell.organisation	31_1

CUST_9667_PI399408534	2	-0.0423975	0.2727461	0.049918175	-0.3082428	0.0423975	-0.066926956	35_16210	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10A91	CHR5V7|COORD:17396963..17402615| COP1-interacting protein-related	AT5G43310.1	CHR03V5|COORD:36286751..36297543|protein expressed protein	LOC_Os03g64320.1	no descriptionmoderately similar to ( 205)AT5G43310| Symbols:  | COP1-interacting protein-related | chr5:17396963-17402615 REVERSEnot assigned not assigned not assigned not assigned infB	signalling.light.COP9 signalosome	30_11_1

CUST_54893_PI403524517	2	0.014469147	0.52791405	0.027721405	-0.10186005	-0.082201004	-0.014469147	35_15624	"Cluster: Symbiosis-related like protein; n=3; Arabidopsis thaliana|Rep: Symbiosis-related like protein - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q8LEM4	CHR4V7|COORD:11655925..11656821| APG8A (autophagy 8A)	AT4G21980.1	CHR08V5|COORD:5358005..5360136|protein autophagy-related protein 8 precursor, putative, expressed	LOC_Os08g09240.2	 no descriptionmoderately similar to ( 214)AT4G21980| Symbols: ATG8A, APG8A | APG8A (autophagy 8A) | chr4:11655880-11656821 FORWARDnot assigned GABARAP MAP1_LC3 	protein.degradation.autophagy	29_5_2

CUST_16039_PI403524517	2	-0.071398735	-0.80665684	0.018277168	0.066827774	0.10973644	-0.018277168	35_4628	Rep: OSIGBa0127D24.9 protein - Oryza sativa (Rice)	UniRef90_Q01N54	CHR2V7|COORD:18843593..18846197| eukaryotic initiation factor 3 gamma subunit family protein	AT2G45730.1	CHR04V5|COORD:712800..706319|protein tRNA (guanine-N(1)-)-methyltransferase, putative, expressed	LOC_Os04g02150.2	no descriptionmoderately similar to ( 209)AT2G45730| Symbols:  | eukaryotic initiation factor 3 gamma subunit family protein | chr2:18843593-18846197 REVERSEnot assigned	protein.synthesis.initiation	29_2_3

CUST_151919_PI403524517	2	-0.34294462	0.5673771	-0.0060367584	-0.44980812	0.085292816	0.0060367584	35_42472	Rep: H0525G02.7 protein - Oryza sativa (Rice)	UniRef90_Q00RR3	"CHR1V7|COORD:20978122..20979880| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G16520.1); similar to putative protein [Avicennia marina]"	AT1G56080.1	CHR04V5|COORD:31038868..31035777|protein expressed protein	LOC_Os04g52570.1	"no descriptionvery weakly similar to (79.3)AT1G56080| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G16520.1); similar to putative protein [Avicennia marina] (GB:AAV33647.1); contains domain PAH2 domain (SSF47762) | chr1:20978122-20979880 REVERSEnot assigned not assigned not assigned not assigned not assigned PRK12323"	not assigned.unknown	35_2

CUST_441_PI399408534	2	0.079647064	0.46805382	0.0115709305	-0.11757946	-0.011569977	-0.11584377	35_2670	"Cluster: Splicing factor 4-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Splicing factor 4-like protein - Oryza sativa (japonica cultivar-group"	UniRef90_Q6ENK8	CHR3V7|COORD:19340221..19342716| SWAP (Suppressor-of-White-APricot)/surp domain-containing protein / D111/G-patch domain-containing protein	AT3G52120.1	CHR09V5|COORD:6015388..6019396|protein gamma response I protein, putative, expressed	LOC_Os09g10930.3	no descriptionmoderately similar to ( 320)AT3G52120| Symbols:  | SWAP (Suppressor-of-White-APricot)/surp domain-containing protein / D111/G-patch domain-containing protein | chr3:19340221-19342716 FORWARDnot assigned not assigned not assigned not assigned G_patch G-patch SWAP Surp	RNA.processing	27_1

CUST_19324_PI403524517	2	0.021924019	0.033750534	-0.021924019	-0.15626717	0.14466953	-0.208704	35_5601	"Cluster: Putative oxidoreductase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative oxidoreductase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8H8N3	CHR1V7|COORD:28224510..28227258| flavodoxin family protein / radical SAM domain-containing protein	AT1G75200.1	CHR03V5|COORD:32086139..32089699|protein radical S-adenosyl methionine and flavodoxin domains 1 isoform 1, putative, expressed	LOC_Os03g56390.1	no descriptionmoderately similar to ( 469)AT1G75200| Symbols:  | flavodoxin family protein / radical SAM domain-containing protein | chr1:28224510-28227258 REVERSEnot assigned COG0731 Radical_SAM Tymo_45kd_70kd	not assigned.no ontology	35_1

CUST_11059_PI404877155	2	-0.0012483597	0.92950106	-0.09595537	0.010707378	-0.3136816	0.0012483597	Contig4785_at	putative malate synthase [Oryza sativa (indica cultivar-group)]	CAD79703.1	malate synthase, putative	At5g03860.1	protein malate synthase A	Os04g40990	malate synthase, putative, strong similarity to glyoxysomal malate synthase from Brassica napus (SP:P13244)	gluconeogenese/ glyoxylate cycle.malate synthase	6_02

CUST_10236_PI403524517	2	0.14319897	0.101901054	-0.13530922	0.0326643	-0.05404663	-0.032665253	35_2886	Rep: MGDG synthase type A - Glycine max (Soybean)	UniRef90_Q9FZL4	"CHR4V7|COORD:15374228..15376967| MGD1 (MONOGALACTOSYLDIACYLGLYCEROL SYNTHASE 1, MONOGALACTOSYLDIACYLGLYCEROL SYNTHASE A);"	AT4G31780.2	CHR09V5|COORD:15354618..15348079|protein MGDG synthase type A, putative, expressed	LOC_Os09g25580.1	" no descriptionhighly similar to ( 696)AT4G31780| Symbols: MGDA, MGD1 | MGD1 (MONOGALACTOSYLDIACYLGLYCEROL SYNTHASE 1, MONOGALACTOSYLDIACYLGLYCEROL SYNTHASE A); 1,2-diacylglycerol 3-beta-galactosyltransferase/ transferase, transferring glycosyl groups | chr4:15374228-15376879 FORWARDMGDG_synth MurG murG Glyco_tran_28_C "	lipid metabolism.glycolipid synthesis.MGDG synthase	11_10_1

CUST_14035_PI403524517	2	-0.042678833	0.3771267	0.019563675	-0.019562721	-0.15372562	0.07815933	35_4023	"Cluster: OSIGBa0099L20.4 protein; n=4; Eukaryota|Rep: OSIGBa0099L20.4 protein - Oryza sativa (Rice)"	UniRef90_Q01K32	CHR2|COORD:12810932..12812054| expressed protein, contains Pfam domain PF03660: Uncharacterised protein family (UPF0123)	AT2G30000.1	CHR05V5|COORD:17548104..17545795|protein PHD finger-like domain-containing protein 5A, putative, expressed	LOC_Os05g30410.1	"no descriptionmoderately similar to ( 244)AT2G30000| Symbols:  | Identical to Hypothetical protein At1g07170/At2g30000 [Arabidopsis Thaliana] (GB:O80873); similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G07170.2); similar to Os04g0663300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001054163.1); similar to PREDICTED: similar to conserved hypothetical protein [Strongylocentrotus purpuratus] (GB:XP_799069.1); contains InterPro domain PHF5-like; (InterPro:IPR005345) | chr2:12811119-12811451 REVERSEnot assigned PHF5"	not assigned.unknown	35_2

CUST_100356_PI403524517	2	0.23771906	-0.6185479	-0.1539402	0.1539402	0.23003054	-0.17556429	35_28648	"Cluster: Putative phosphate translocator; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative phosphate translocator - Oryza sativa (japonica cultivar-gro"	UniRef90_Q60EU8	"CHR5V7|COORD:18714833..18717439| APE2 (ACCLIMATION OF PHOTOSYNTHESIS TO ENVIRONMENT); triose-phosphate transporter"	AT5G46110.3	CHR05V5|COORD:8579757..8589127|protein triose phosphate/phosphate translocator, chloroplast precursor, putative, expressed	LOC_Os05g15160.1	 no descriptionmoderately similar to ( 290)AT5G46110| Symbols: TPT, APE2 | APE2 (ACCLIMATION OF PHOTOSYNTHESIS TO ENVIRONMENT) | chr5:18714833-18717450 FORWARDmoderately similar to ( 309)TPT_MAIZETriose phosphate/phosphate translocator, chloroplast precursor - Zea mays (Maize)not assigned not assigned not assigned RhaT 	transport.metabolite transporters at the envelope membrane	34_8

CUST_32492_PI399408534	2	-0.047864437	0.047864914	-0.11133909	0.096823215	-0.070827484	0.44263172	35_587	"Cluster: Guanine nucleotide-binding protein subunit beta-like protein; n=2; Oryza sativa|Rep: Guanine nucleotide-binding protein subunit beta-like protein -"	UniRef90_P49027	CHR1V7|COORD:17985645..17986936| guanine nucleotide-binding family protein / activated protein kinase C receptor, putative / RACK, putative	AT1G48630.1	CHR01V5|COORD:28657648..28660240|protein guanine nucleotide-binding protein beta subunit-like protein, putative, expressed	LOC_Os01g49290.1	 no descriptionweakly similar to ( 112)AT1G48630| Symbols:  | guanine nucleotide-binding family protein / activated protein kinase C receptor, putative / RACK, putative | chr1:17985645-17986936 REVERSEweakly similar to ( 148)GBLP_ORYSAnot assigned WD40 	RNA.regulation of transcription.unclassified	27_3_99

CUST_54257_PI403524517	2	0.042463303	-0.53980446	-0.033782005	0.1033926	0.030008316	-0.030008316	35_15444	Rep: OSIGBa0126B18.7 protein - Oryza sativa (Rice)	UniRef90_Q01K11	"CHR3V7|COORD:7835293..7838870| POP2 (POLLEN-PISTIL INCOMPATIBILITY 2); 4-aminobutyrate transaminase"	AT3G22200.1	CHR04V5|COORD:30957583..30963386|protein aminotransferase y4uB, putative, expressed	LOC_Os04g52450.1	" no descriptionhighly similar to ( 761)AT3G22200| Symbols: GABA-T, POP2 | POP2 (POLLEN-PISTIL INCOMPATIBILITY 2); 4-aminobutyrate transaminase | chr3:7835293-7838870 FORWARDvery weakly similar to (86.7)GSA_CHLREGlutamate-1-semialdehyde 2,1-aminomutase, chloroplast precursor - Chlamydomonas reinhardtiinot assigned not assigned not assigned not assigned not assigned PRK06105 BioA PRK07480 PRK07482 PRK07036 PRK07481 PRK06541 PRK05965 PRK09221 PRK12403 GabT PRK07483 Aminotran_3 PRK07678 ArgD PRK06916 PRK06062 PRK06917 PRK08555 PRK08117 PRK05769 PRK07030 argD PRK07323 PRK03711 PRK02627 argD PRK08593 PRK06943 PRK11522 PRK08466 argD PRK12381 PRK08742 rocD PRK06918 PRK08360 HemL PRK06173 argD PRK09044 PRK06931 rocD PRK05964 PRK06938 argD PRK05630 PRK07986 PRK04260 PRK08088 PRK06148 PRK06058 PRK07495 PRK09264 PRK07894 PRK05639 PRK06149 argD PRK06082 PRK00062 argD PRK09792 PRK06777 PRK08297 PRK12389 PRK06209 PRK00615 PRK06942 PRK07046 "	tetrapyrrole synthesis.GSA	19_3

CUST_31228_PI399408534	2	0.12682343	-0.29081345	-0.04995823	0.07647133	-0.0636549	0.04995823	35_5461	Rep: Phosphatidylinositol 4-kinase - Oryza sativa (Rice)	UniRef90_Q8L5D9	CHR1|COORD:18256023..18268130| phosphatidylinositol 3- and 4-kinase family protein, contains similarity to phosphatidylinositol 4-kinase 230 GI:2326227 from (Ho	AT1G49340.1	CHR03V5|COORD:28647108..28639490|protein phosphatidylinositol 4-kinase PI4K, putative, expressed	LOC_Os03g50320.1	" no descriptionhighly similar to ( 573)AT1G49340| Symbols: ATPI4K ALPHA | ATPI4K ALPHA (Arabidopsis thaliana phosphatidylinositol 4-kinase alpha); inositol or phosphatidylinositol kinase | chr1:18256023-18267635 FORWARDweakly similar to ( 112)PI3K2_SOYBNPhosphatidylinositol 3-kinase, nodule isoform - Glycine max (Soybean)not assigned not assigned not assigned not assigned not assigned not assigned PI4Kc PI3Kc_family PI3Kc PI3Kc PI3Kc_I TEL1 PI3Kc_III PI3_PI4_kinase PI3Kc_II PI3Kc_related "	signalling.phosphinositides.phosphatidylinositol 4-kinase	30_4_2

CUST_70625_PI403524517	2	0.21992016	0.8224926	0.073970795	-0.073970795	-0.15359688	-0.09999275	35_20235	"Cluster: Hypothetical protein OJ1384D03.4; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1384D03.4 - Oryza sativa (japonica cultivar-g"	UniRef90_Q8H7Q7	"CHR2V7|COORD:7691296..7692091| similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABF93547.1); similar to Unknown protein [Oryza"	AT2G17695.1	CHR03V5|COORD:443523..446391|protein expressed protein	LOC_Os03g01730.4	"no descriptionweakly similar to ( 198)AT2G17695| Symbols:  | similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABF93547.1); similar to Unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAN62778.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABF93551.1) | chr2:7691296-7692091 REVERSEnot assigned DUF1990 COG4762 PRK07003 PRK12323"	not assigned.unknown	35_2

CUST_4022_PI403524517	2	0.02221489	1.0436144	-0.02738285	-0.030564308	-0.022215843	0.027028084	35_1113	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10AS6	"CHR2V7|COORD:632712..634612| similar to expressed protein (with alternative splicing) [Oryza sativa (japonica cultivar-group)] (GB:AAS07352.1); contains"	AT2G02410.1	CHR03V5|COORD:35375659..35380563|protein RNA-binding protein containing a PIN domain, putative, expressed	LOC_Os03g62610.1	"no descriptionweakly similar to ( 117)AT2G02410| Symbols:  | similar to expressed protein (with alternative splicing) [Oryza sativa (japonica cultivar-group)] (GB:AAS07352.1); contains InterPro domain Protein of unknown function DUF901; (InterPro:IPR010298) | chr2:632712-634612 FORWARDDUF901 COG3688"	not assigned.unknown	35_2

CUST_148330_PI403524517	2	-0.10834646	0.423985	0.54938173	0.10834694	-0.71590567	-1.5205407	35_41497	"Cluster: Putative homeodomain protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative homeodomain protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8S5U8	"CHR2V7|COORD:7108572..7110282| BLH7 (BELL1-LIKE HOMEODOMAIN 7); DNA binding / transcription factor"	AT2G16400.1	CHR03V5|COORD:3496325..3492402|protein DNA binding protein, putative, expressed	LOC_Os03g06930.1	no description	not assigned.unknown	35_2

CUST_66936_PI403524517	2	0.0031557083	0.005385399	-0.119273186	-0.0031557083	-0.20512772	0.12855911	35_19116	"Cluster: Metal-dependent membrane protease-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Metal-dependent membrane protease-like - Oryza sativa (japonic"	UniRef90_Q654D3	CHR5V7|COORD:24448298..24450425| CAAX amino terminal protease family protein	AT5G60750.1	CHR06V5|COORD:17972898..17977690|protein abortive infection protein, putative, expressed	LOC_Os06g30910.1	no descriptionweakly similar to ( 130)AT5G60750| Symbols:  | CAAX amino terminal protease family protein | chr5:24448298-24450425 FORWARDAbi COG1266	protein.degradation	29_5

CUST_46811_PI403524517	2	0.61006355	4.1866302E-4	-4.1770935E-4	-0.048116684	-0.5431347	0.121076584	35_13404	Rep: F15H18.21 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q9LPP9	CHR1V7|COORD:6283627..6293765| ketose-bisphosphate aldolase class-II family protein	AT1G18270.1	CHR06V5|COORD:8300781..8315924|protein ketose-bisphosphate aldolases family protein, expressed	LOC_Os06g14740.1	no descriptionvery weakly similar to (67.8)AT1G18270| Symbols:  | ketose-bisphosphate aldolase class-II family protein | chr1:6283627-6293765 REVERSEnot assigned MmsB NAD_binding_2	not assigned.no ontology	35_1

CUST_124372_PI403524517	2	0.1444149	0.43348312	0.21738815	-0.80815506	-0.76545143	-0.1444149	35_35059	"Cluster: Putative transcription factor IIA small subunit; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative transcription factor IIA small subunit - Ory"	UniRef90_Q5JLE4	CHR4V7|COORD:12633470..12634563| transcription initiation factor IIA gamma chain / TFIIA-gamma (TFIIA-S)	AT4G24440.1	CHR01V5|COORD:43145879..43147974|protein transcription initiation factor IIA gamma chain, putative, expressed	LOC_Os01g73890.1	no description	not assigned.unknown	35_2

CUST_1440_PI403524517	2	0.033312798	0.40458775	0.0014619827	-0.15549946	-0.31241035	-0.0014629364	35_380	"Cluster: Zinc finger protein ZFP-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: Zinc finger protein ZFP-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5JL96	CHR5V7|COORD:8899489..8901394| zinc finger (C3HC4-type RING finger) family protein	AT5G25560.1	CHR01V5|COORD:30297614..30291911|protein RING finger and CHY zinc finger domain-containing protein 1, putative, expressed	LOC_Os01g52110.5	no descriptionmoderately similar to ( 406)AT5G25560| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr5:8899489-8901456 FORWARDnot assigned zf-CHY RING RING zf-C3HC4	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_132625_PI403524517	2	-0.04077673	-0.16061449	-0.1123662	0.04077673	0.20846128	0.114405155	35_37244	"Cluster: Hypothetical protein OJ1123F12.17; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1123F12.17 - Oryza sativa (japonica cultivar"	UniRef90_Q8S5T3	CHR3V7|COORD:20992946..20995315| exocyst complex subunit Sec15-like family protein	AT3G56640.1	CHR03V5|COORD:3414135..3418655|protein exocyst complex subunit Sec15-like family protein, expressed	LOC_Os03g06760.2	no descriptionweakly similar to ( 105)AT3G56640| Symbols:  | exocyst complex subunit Sec15-like family protein | chr3:20992946-20995315 FORWARDnot assigned	not assigned.no ontology	35_1

CUST_29605_PI403524517	2	-0.04558611	0.10854626	0.14372206	-0.17629528	0.045585632	-0.15807772	35_8550	"Cluster: Putative mitochondrial folate transporter; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative mitochondrial folate transporter - Oryza sativa"	UniRef90_Q5QMT6	CHR1V7|COORD:8903713..8905805| mitochondrial substrate carrier family protein	AT1G25380.1	CHR01V5|COORD:18438194..18428397|protein mitochondrial carrier YEL006W, putative, expressed	LOC_Os01g32980.1	no descriptionweakly similar to ( 101)AT1G25380| Symbols:  | mitochondrial substrate carrier family protein | chr1:8903713-8905805 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Mito_carr	transport.metabolite transporters at the mitochondrial membrane	34_9

CUST_19084_PI403524517	2	0.10282612	0.16606617	-0.08567619	-0.027899742	-0.15787601	0.027899742	35_5530	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_7337_PI403524517	2	0.32987785	-0.50920963	-0.049556732	-0.042835236	0.058444023	0.042834282	35_2039	"Cluster: Putative peroxisomal Ca-dependent solute carrier; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative peroxisomal Ca-dependent solute carrier - O"	UniRef90_Q6I583	CHR4V7|COORD:477411..479590| mitochondrial substrate carrier family protein	AT4G01100.1	CHR05V5|COORD:29078396..29073055|protein Grave disease carrier protein, putative, expressed	LOC_Os05g50840.1	 no descriptionhighly similar to ( 571)AT4G01100| Symbols:  | mitochondrial substrate carrier family protein | chr4:477411-479590 FORWARDweakly similar to ( 171)BT1_MAIZEProtein brittle-1, chloroplast precursor - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Mito_carr 	transport.metabolite transporters at the mitochondrial membrane	34_9

CUST_13750_PI404877155	2	0.0210495	0.36327744	-0.02204132	-0.032440186	0.0011520386	-0.0011510849	Contig7496_at	nucleic acid binding protein [Oryza sativa (japonica cultivar-group)] dbj|BAD82135.1| nucleic acid binding protein [Oryza sativa (japonica	NP_915084.1	PHD finger family protein	At5g26210.1	protein PHD-finger, putative	Os01g66420	nucleic acid binding protein/3.3_Fork head   T02292 FOXG1a	RNA.regulation of transcription.Alfin-like	27_3_02

CUST_14311_PI399408534	2	-0.38989687	1.0076246	-0.1606636	0.569767	-0.05284977	0.052849293	35_16099	Rep: Auxin-responsive protein IAA14 - Oryza sativa (Rice)	UniRef90_Q7Y1H8	"CHR4V7|COORD:14323671..14325219| PAP2 (PHYTOCHROME-ASSOCIATED PROTEIN 2); transcription factor"	AT4G29080.1	CHR03V5|COORD:33186252..33184945|protein OsIAA14 - Auxin-responsive Aux/IAA gene family member, expressed	LOC_Os03g58350.1	" no descriptionweakly similar to ( 109)AT4G29080| Symbols: IAA27, PAP2 | PAP2 (PHYTOCHROME-ASSOCIATED PROTEIN 2); transcription factor | chr4:14323671-14325219 REVERSEweakly similar to ( 164)IAA14_ORYSAnot assigned not assigned not assigned not assigned AUX_IAA TT_ORF1 PRK07003 PRK12323 "	hormone metabolism.auxin.induced-regulated-responsive-activated	17_2_3

CUST_260_PI404877155	2	-0.4937153	-0.3437128	0.055122375	0.36326027	0.0812397	-0.05512142	Contig10142_at	OSJNBa0060B20.12 [Oryza sativa (japonica cultivar-group)]	CAD39778.1	dehydration-responsive protein, putative	At1g31850.1	protein Putative methyltransferase	Os04g14150	gi|21741752|emb|CAD39778.1| OSJNBa0060B20.12	stress.abiotic.drought/salt	20_2_3

CUST_27465_PI403524517	2	-0.018259048	0.40661812	0.018259048	-0.17203903	-0.17203903	0.06226349	35_7949	Rep: RNA ligase isoform 1 - Triticum aestivum (Wheat)	UniRef90_Q0WZC2	"CHR1V7|COORD:2446709..2454383| ATRNL/RNL (ARABIDOPSIS THALIANA RNA LIGASE); 2',3'-cyclic-nucleotide 3'-phosphodiesterase/ RNA ligase (ATP)/ polynucleotide"	AT1G07910.1	CHR07V5|COORD:4948073..4961698|protein expressed protein	LOC_Os07g09400.1	" no descriptionweakly similar to ( 155)AT1G07910| Symbols: ATRNL, RNL | ATRNL/RNL (ARABIDOPSIS THALIANA RNA LIGASE); 2',3'-cyclic-nucleotide 3'-phosphodiesterase/ RNA ligase (ATP)/ polynucleotide kinase | chr1:2446709-2454383 FORWARD"	protein.synthesis.elongation	29_2_4

CUST_48461_PI403524517	2	0.09168148	-1.1484756	0.006978035	-0.098376274	0.022820473	-0.0069789886	35_13846	Rep: Polyubiquitin - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q9M0W3	"CHR4V7|COORD:2718557..2719951| UBQ10 (POLYUBIQUITIN 10); protein binding"	AT4G05320.4	CHR06V5|COORD:28400733..28403579|protein polyubiquitin containing 7 ubiquitin monomers, putative, expressed	LOC_Os06g46770.3	no descriptionmoderately similar to ( 432)AT4G05320| Symbols: UBQ10 | UBQ10 (POLYUBIQUITIN 10) | chr4:2718557-2719951 FORWARDweakly similar to ( 150)UBIQ_WHEATUbiquitin - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Ubiquitin ubiquitin UBQ Nedd8 Ribosomal_L40e UBL AN1_N RAD23_N Scythe_N UBQ parkin_N Fubi GDX_N RPL40A NIRF_N SF3a120_C ISG15_repeat2 DUF566 Tymo_45kd_70kd UBI4 hPLIC_N	protein.degradation.ubiquitin.ubiquitin	29_5_11_1

CUST_176336_PI403524517	2	-0.20061302	-0.23450279	-0.17067909	0.17067814	0.31508446	0.17991161	35_49071	"Cluster: Os07g0124700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0124700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D8V3		0	CHR07V5|COORD:1297897..1302598|protein protein AINTEGUMENTA, putative, expressed	LOC_Os07g03250.1	no description	not assigned.unknown	35_2

CUST_1422_PI404877155	2	-0.031326294	0.15423965	-0.0051164627	-0.05164051	0.005115509	0.069254875	Contig11538_at	putative step II splicing factor SLU7 [Oryza sativa (japonica cultivar-group)]	BAD08862.1	zinc knuckle (CCHC-type) family protein	At1g65660.1	protein Transposable element protein, putative	Os08g03390	zinc knuckle (CCHC-type) family protein, contains Pfam domain, PF00098: Zinc knuckle	RNA.processing	27_1

CUST_14407_PI403524517	2	-0.044448853	0.49368954	0.16641521	-0.107530594	0.004942894	-0.0049438477	35_4139	"Cluster: Hypothetical protein OJ1057_D08.29; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1057_D08.29 - Oryza sativa (japonica"	UniRef90_Q6KAB9	"CHR3V7|COORD:22885698..22887821| similar to hypothetical protein DDBDRAFT_0189958 [Dictyostelium discoideum AX4] (GB:XP_646872.1); similar to"	AT3G61800.1	CHR02V5|COORD:11180080..11183155|protein expressed protein	LOC_Os02g19170.3	"no descriptionmoderately similar to ( 270)AT3G61800| Symbols:  | similar to hypothetical protein DDBDRAFT_0189958 [Dictyostelium discoideum AX4] (GB:XP_646872.1); similar to Os02g0293800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001046601.1); contains InterPro domain ENTH/VHS; (InterPro:IPR008942) | chr3:22885698-22887821 REVERSEnot assigned"	not assigned.unknown	35_2

CUST_47882_PI403524517	2	0.05063629	-0.6220732	-0.1144886	0.016485214	-0.016483307	0.031604767	35_13695	"Cluster: Os01g0835900 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0835900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JHY5	CHR5V7|COORD:24068875..24069186| histone H4	AT5G59690.1	CHR10V5|COORD:20690219..20689571|protein histone H4, putative, expressed	LOC_Os10g39410.1	no descriptionweakly similar to ( 162)AT5G59970| Symbols:  | histone H4 | chr5:24163578-24163889 REVERSEweakly similar to ( 162)H4_PEAHistone H4 - Pisum sativum (Garden pea)not assigned not assigned H4 H4 HHT1 Histone	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_16351_PI403524517	2	-0.001004219	0.1961832	-0.26372528	-0.036325455	0.001004219	0.22020721	35_4711	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_57178_PI403524517	2	-0.48233604	0.43741894	0.19987965	0.13322544	-0.1332264	-0.3482771	35_16298	"Cluster: Putative branched-chain alpha-keto acid decarboxylase E1 beta subunit; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative branched-chain"	UniRef90_Q69LD2	"CHR1V7|COORD:20727148..20729171| BCDH BETA1 (BRANCHED-CHAIN ALPHA-KETO ACID DECARBOXYLASE E1 BETA SUBUNIT); 3-methyl-2-oxobutanoate dehydrogenase"	AT1G55510.1	CHR07V5|COORD:3720951..3716941|protein 3-methyl-2-oxobutanoate dehydrogenase, putative, expressed	LOC_Os07g07470.1	" no descriptionmoderately similar to ( 432)AT1G55510| Symbols: BCDH BETA1 | BCDH BETA1 (BRANCHED-CHAIN ALPHA-KETO ACID DECARBOXYLASE E1 BETA SUBUNIT); 3-methyl-2-oxobutanoate dehydrogenase (2-methylpropanoyl-transferring) | chr1:20727148-20729171 FORWARDweakly similar to ( 143)ODPB_PEAPyruvate dehydrogenase E1 component subunit beta, mitochondrial precursor - Pisum sativum (Garden pea)not assigned not assigned not assigned AcoB PRK09212 PRK11892 odpB Transket_pyr COG3958 Dxs PRK05444 Transketolase_C PRK12571 "	amino acid metabolism.degradation.branched-chain group.shared	13_2_4_1

CUST_25073_PI403524517	2	0.05610943	0.31524754	-0.05610943	-0.065849304	-0.27810383	0.16770935	35_7276	"Cluster: Leucine Rich Repeat family protein, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Leucine Rich Repeat family protein, expressed - Oryza s"	UniRef90_Q10PT8	CHR1V7|COORD:17949208..17954073| leucine-rich repeat family protein	AT1G48540.1	CHR03V5|COORD:6367776..6359396|protein protein binding protein, putative, expressed	LOC_Os03g12160.1	no descriptionweakly similar to ( 143)AT1G48540| Symbols:  | leucine-rich repeat family protein | chr1:17949208-17954073 FORWARD	not assigned.no ontology	35_1

CUST_397_PI404877155	2	-0.101005554	0.031669617	0.06458092	-0.039735794	0.12515259	-0.031669617	Contig10284_at	putative alpha-galactosidase [Oryza sativa (japonica cultivar-group)]	BAC79549.1	alpha-galactosidase, putative / melibiase, putative / alpha-D-galactoside galactohydrolase, putative	At3g56310.1	protein Melibiase, putative	Os07g48160	alpha-galactosidase, putative / melibiase, putative / alpha-D-galactoside galactohydrolase, putative, similar to alpha-galactosidase SP:Q42656 from (Coffea arabica) or  alpha-galactosidase, putative / melibiase, putative / alpha-D-galactoside galactohydro	minor CHO metabolism.galactose.alpha-galactosidases	3_8_2

CUST_55880_PI403524517	2	0.05802059	-0.52899075	-0.16678047	0.50435734	-0.05802059	0.091703415	35_15903	"Cluster: Hydroxyanthranilate hydroxycinnamoyltransferase 1; n=3; Avena sativa|Rep: Hydroxyanthranilate hydroxycinnamoyltransferase 1 - Avena sativa (Oat)"	UniRef90_Q7XXP3	CHR5V7|COORD:19853880..19855318| transferase family protein	AT5G48930.1	CHR02V5|COORD:24074835..24078895|protein anthranilate N-benzoyltransferase protein 1, putative, expressed	LOC_Os02g39850.1	no descriptionmoderately similar to ( 278)AT5G48930| Symbols: HCT | transferase family protein | chr5:19853880-19855318 REVERSEweakly similar to ( 166)HCBT3_DIACAAnthranilate N-benzoyltransferase protein 3 - Dianthus caryophyllus (Carnation) (Clove pink)not assigned not assigned Transferase PRK12323 PRK07764	secondary metabolism.phenylpropanoids.lignin biosynthesis.HCT	16_2_1_4

CUST_87625_PI403524517	2	0.005836487	0.20013428	0.13662481	-0.281785	-0.3036418	-0.0058369637	35_25085	"Cluster: Chromosome structural maintenance protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Chromosome structural maintenance protein-like - Oryza"	UniRef90_Q6YUW7	CHR3V7|COORD:17594758..17597563| MAG2	AT3G47700.1	CHR02V5|COORD:31432144..31426723|protein RINT-1 / TIP-1 family protein, expressed	LOC_Os02g51330.1	no descriptionmoderately similar to ( 313)AT3G47700| Symbols: MAG2 | MAG2 | chr3:17594758-17597563 REVERSEnot assigned RINT1_TIP1	not assigned.no ontology	35_1

CUST_17329_PI399408534	2	0.1445713	0.2350235	0.009684563	-0.11788273	-0.39150763	-0.009685516	35_5997	Rep: Transcriptional adapter ADA2 - Oryza sativa (Rice)	UniRef90_Q75LL6	"CHR4V7|COORD:9262828..9265798| ADA2B (PROPORZ1); DNA binding / transcription factor"	AT4G16420.1	CHR03V5|COORD:30893415..30885994|protein transcriptional adaptor, putative, expressed	LOC_Os03g53960.1	" no descriptionmoderately similar to ( 259)AT4G16420| Symbols: PRZ1, ADA2B | ADA2B (PROPORZ1); DNA binding / transcription factor | chr4:9262828-9265798 REVERSEnot assigned not assigned COG5114 ZZ_ADA2 RSC8 ZZ ZnF_ZZ SANT SANT ZZ_PCMF_like ZZ ZZ_dah ZZ_NBR1_like "	RNA.regulation of transcription.Histone acetyltransferases	27_3_54

CUST_2497_PI404877155	2	0.31044197	0.04870987	0.032567978	-0.08972645	-0.19095516	-0.032567024	Contig12884_at	P0454H12.21 [Oryza sativa (japonica cultivar-group)]	NP_915985.1	leucine-rich repeat transmembrane protein kinase, putative	At1g06840.1	protein Protein kinase domain, putative	Os05g40270	leucine-rich repeat transmembrane protein kinase, putative, similar to receptor protein kinase GB:BAA11869  GI:1389566 from (Arabidopsis thaliana)	signalling.receptor kinases.leucine rich repeat VIII-1	30_2_8_1

CUST_174352_PI403524517	2	0.032008648	7.5626373E-4	-0.21255112	0.5147643	-7.5674057E-4	-0.2644868	35_48541	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_19793_PI403524517	2	0.17576408	-0.06602287	0.06602383	-0.09229374	-0.18466377	0.11722469	35_5741	"Cluster: Hypothetical protein OSJNBa0011N12.31; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0011N12.31 - Oryza sativa (japonica"	UniRef90_Q6K503	CHR5V7|COORD:23551169..23556691| actin binding	AT5G58160.1	CHR02V5|COORD:8455935..8453871|protein F-box domain containing protein, expressed	LOC_Os02g15160.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Drf_FH1 Atrophin-1 Tymo_45kd_70kd PRK12323 PRK05648 Extensin_2 Gag_spuma DUF1421 PRK06958	not assigned.unknown	35_2

CUST_112912_PI403524517	2	0.12266064	0.024157524	-0.10063076	0.097727776	-0.049012184	-0.024157524	35_32048	"Cluster: UCW98, putative galactosyltransferease; n=1; Hordeum vulgare subsp. vulgare|Rep: UCW98, putative galactosyltransferease - Hordeum vulgare var. distichu"	UniRef90_A1C0L4	CHR5V7|COORD:22830994..22833388| carbonic anhydrase family protein	AT5G56330.1	CHR11V5|COORD:25652904..25654516|protein hypothetical protein	LOC_Os11g43340.1	no description	not assigned.unknown	35_2

CUST_14724_PI404877155	2	0.032614708	-0.44863796	-0.0018167496	0.053671837	-0.014494896	0.0018167496	Contig8560_at	human RAN binding protein 16-like [Arabidopsis thaliana]	BAA98201.1	Ran-binding protein, putative	At5g06120.1	protein putative RAN binding protein	Os03g42050	gi|6721510|dbj|BAA89552.1| unnamed protein product	RNA.RNA binding	27_4

CUST_9622_PI399408534	2	-0.025143623	0.6014881	0.060505867	0.025143623	-0.15657997	-0.025701523	35_16223	"Cluster: Os09g0475500 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0475500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J0Z1	"CHR5V7|COORD:5134791..5136959| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G02250.1); similar to hypothetical protein [Cleome spinosa]"	AT5G15740.1	CHR09V5|COORD:18220155..18216456|protein auxin-independent growth promoter, putative, expressed	LOC_Os09g29940.1	" no descriptionmoderately similar to ( 436)AT5G15740| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G02250.1); similar to hypothetical protein [Cleome spinosa] (GB:ABD96934.1); similar to Os06g0284200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001057398.1); similar to hypothetical protein [Cleome spinosa] (GB:ABD96844.1); contains InterPro domain Protein of unknown function DUF246, plant; (InterPro:IPR004348) | chr5:5134791-5136959 REVERSEDUF246 "	hormone metabolism.auxin.induced-regulated-responsive-activated	17_2_3

CUST_14595_PI403524517	2	0.078697205	0.80053616	0.062267303	-0.14340687	-0.2665453	-0.06226635	35_4200	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_25642_PI403524517	2	0.20146847	-0.58337975	-0.09602833	0.19244385	0.09602833	-0.21278763	35_7432	"Cluster: Putative membrane protein precursor; n=1; Emiliania huxleyi virus 86|Rep: Putative membrane protein precursor - Emiliania huxleyi virus 86"	UniRef90_Q4A2S9	CHR5V7|COORD:22830994..22833388| carbonic anhydrase family protein	AT5G56330.1	CHR05V5|COORD:7727609..7725710|protein early nodulin 75 protein, putative, expressed	LOC_Os05g13940.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07764 TT_ORF1 Drf_FH1 PRK10819	not assigned.unknown	35_2

CUST_18699_PI404877155	2	0.020236969	0.30717278	-0.020236969	-0.028129578	-0.16949844	0.09277153	HVSMEm0015A09r2_x_at	major facilitator superfamily antiporter [Oryza sativa (japonica cultivar-group)] dbj|BAD81084.1| major facilitator superfamily antiporter [	AAN33181.1	sugar transporter family protein	At5g13740.1	protein major facilitator superfamily protein	Os01g17200	major facilitator superfamily antiporter	transport.ABC transporters and multidrug resistance systems	34_16

CUST_30947_PI403524517	2	-0.074830055	0.12230873	0.08776379	-0.07907677	0.06331062	-0.06331062	35_8932	"Cluster: Sel-1, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Sel-1, putative, expressed - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10NT7	CHR1V7|COORD:6279040..6282001| suppressor of lin-12-like protein-related / sel-1 protein-related	AT1G18260.1	CHR03V5|COORD:8377870..8384920|protein sel-1 homolog precursor, putative, expressed	LOC_Os03g15350.1	no descriptionmoderately similar to ( 426)AT1G18260| Symbols:  | suppressor of lin-12-like protein-related / sel-1 protein-related | chr1:6279040-6282001 REVERSEnot assigned COG0790	not assigned.no ontology	35_1

CUST_11938_PI403524517	2	0.16648102	-0.003241539	0.0032405853	-0.07548571	-0.47492456	0.14672852	35_3396	"Cluster: Exocyst complex component Sec8-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: Exocyst complex component Sec8-like - Oryza sativa (japonica cult"	UniRef90_Q69PQ1	CHR3V7|COORD:3219927..3228361| SEC8 (secretion 8)	AT3G10380.1	CHR08V5|COORD:13632686..13607637|protein sec8 exocyst complex component specific domain containing protein, expressed	LOC_Os08g22864.3	no descriptionmoderately similar to ( 355)AT3G10380| Symbols: SEC8 | SEC8 (secretion 8) | chr3:3219927-3228361 REVERSEnot assigned not assigned Sec8_exocyst	cell. vesicle transport	31_4

CUST_65762_PI403524517	2	0.14066315	0.2028122	0.118554115	-0.31435108	-0.39484596	-0.11855316	35_18784	"Cluster: Integral membrane protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Integral membrane protein-like - Oryza sativa (japonica cultivar-group"	UniRef90_Q6K478	CHR5V7|COORD:404905..405771| integral membrane protein, putative	AT5G02060.1	CHR09V5|COORD:3744713..3748469|protein expressed protein	LOC_Os09g07480.1	 no descriptionweakly similar to ( 148)AT5G02060| Symbols:  | integral membrane protein, putative | chr5:404905-405771 FORWARDDUF588 	not assigned.unknown	35_2

CUST_33805_PI399408534	2	-0.021596909	0.2199049	-0.30531168	0.021596432	-0.21925831	0.064516544	35_10079	"Cluster: Putative non-phototropic hypocotyl 3 (NPH3)/phototropic response protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative non-phototropic hyp"	UniRef90_Q7EZR6	CHR1V7|COORD:10759457..10762181| phototropic-responsive NPH3 family protein	AT1G30440.1	CHR08V5|COORD:1723651..1717285|protein transposon protein, putative, Mutator sub-class, expressed	LOC_Os08g03650.1	no descriptionweakly similar to ( 150)AT1G30440| Symbols:  | phototropic-responsive NPH3 family protein | chr1:10759457-10762181 FORWARDvery weakly similar to (73.9)NPH3_ORYSA	signalling.light	30_11

CUST_9276_PI399408534	2	1.0077724	-1.9426117	-0.9525614	1.2444115	0.49137592	-0.49137592	35_16265	"Cluster: Zinc finger protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Zinc finger protein - Oryza sativa (japonica cultivar-group)"	UniRef90_O82115	"CHR1V7|COORD:1828661..1829658| STO (SALT TOLERANCE); transcription factor/ zinc ion binding"	AT1G06040.1	CHR02V5|COORD:23753345..23754688|protein salt tolerance-like protein, putative, expressed	LOC_Os02g39360.1	"no descriptionweakly similar to ( 176)AT1G06040| Symbols: STO | STO (SALT TOLERANCE); transcription factor/ zinc ion binding | chr1:1828661-1829658 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07003 Herpes_BLLF1 Pneumo_att_G HPC2 APC_basic Atrophin-1 BBOX PRK07764 AF-4 PRK12678 DUF566 KAR9 Metaviral_G Herpes_TAF50 BBOX"	RNA.regulation of transcription.C2C2(Zn) CO-like, Constans-like zinc finger family	27_3_7

CUST_2488_PI404877155	2	0.10157299	0.104029655	-0.0076990128	-0.056817055	-0.039094925	0.0076990128	Contig1287_at	putative small nuclear ribonucleoprotein polypeptide D3 [Oryza sativa (japonica cultivar-group)] dbj|BAD08200.1| putative small nuclear ribo	BAD07817.1	small nuclear ribonucleoprotein, putative / snRNP, putative / Sm protein, putative	At1g20580.1	protein Sm protein, putative	Os02g01250	gi|18394883|ref|NP_564119.1| expressed protein	RNA.processing	27_1

CUST_36048_PI403524517	2	-0.4439659	-0.2957697	0.58467245	0.30817604	0.20427942	-0.20427942	35_10394	"Cluster: Hypothetical protein OSJNBb0022E02.3; n=2; Oryza sativa|Rep: Hypothetical protein OSJNBb0022E02.3 - Oryza sativa (Rice)"	UniRef90_Q94GS4	"CHR1V7|COORD:5675918..5678679| SR45 (arginine/serine-rich 45); RNA binding"	AT1G16610.2	CHR03V5|COORD:28419725..28422846|protein integral membrane protein DUF6 containing protein, expressed	LOC_Os03g49940.1	no description	not assigned.unknown	35_2

CUST_157743_PI403524517	2	0.09441757	0.43363523	0.0057091713	-0.19808483	-0.0057091713	-0.059978485	35_44043	"Cluster: Acyl-CoA binding protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Acyl-CoA binding protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K9X9	CHR5V7|COORD:1246868..1249456| kelch repeat-containing protein	AT5G04420.2	CHR02V5|COORD:35326051..35319744|protein acyl-CoA binding protein, putative, expressed	LOC_Os02g57690.2	no descriptionweakly similar to ( 120)AT5G04420| Symbols:  | kelch repeat-containing protein | chr5:1246868-1249456 REVERSEnot assigned not assigned	lipid metabolism.FA synthesis and FA elongation.acyl-CoA binding protein	11_1_13

CUST_83820_PI403524517	2	0.046281338	0.5376382	0.30638647	-0.09306717	-0.046281815	-0.1413374	35_24026	"Cluster: Os12g0209000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os12g0209000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IPF5	"CHR1|COORD:12074090..12076081| sporulation protein-related, isoform contains non-consensus AT-donor acceptor site at intron 6; similar to Stage III"	AT1G33290.2	CHR12V5|COORD:5688883..5683582|protein expressed protein	LOC_Os12g10640.1	no descriptionweakly similar to ( 178)AT1G33290| Symbols:  | sporulation protein-related | chr1:12074105-12075969 FORWARDSpoIIIAA	not assigned.no ontology	35_1

CUST_164073_PI403524517	2	0.027891159	0.11390257	-0.027891636	-0.06560278	0.33765173	-0.04149437	35_45740	"Cluster: OSJNBa0043A12.13 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0043A12.13 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XR72	CHR5V7|COORD:5122794..5124140| F-box family protein	AT5G15710.1	CHR04V5|COORD:33891278..33893146|protein F-box domain containing protein, expressed	LOC_Os04g57290.1	no descriptionmoderately similar to ( 274)AT5G15710| Symbols:  | F-box family protein | chr5:5122794-5124140 FORWARD	development.unspecified	33_99

CUST_54278_PI403524517	2	0.60296583	-0.67763233	-0.70502234	0.4319682	-0.4319687	1.2241411	35_15453	Rep: Small heat shock protein HSP17.8 - Triticum aestivum (Wheat)	UniRef90_Q94KM0	CHR5V7|COORD:3882410..3882877| 17.6 kDa  class II heat shock protein (HSP17.6-CII)	AT5G12020.1	CHR01V5|COORD:4446678..4445834|protein 17.5 kDa class II heat shock protein, putative, expressed	LOC_Os01g08860.1	no descriptionweakly similar to ( 139)AT5G12020| Symbols: HSP17.6II | 17.6 kDa  class II heat shock protein (HSP17.6-CII) | chr5:3882410-3882877 REVERSEmoderately similar to ( 207)HSP21_MAIZE17.5 kDa class II heat shock protein - Zea mays (Maize)not assigned not assigned HSP20 alpha-crystallin-Hsps IbpA PRK12323	stress.abiotic.heat	20_2_1

CUST_28074_PI403524517	2	0.017026424	0.19222021	0.028120995	-0.3348241	-0.017026424	-0.6656666	35_8116	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_15032_PI399408534	2	0.03528166	0.29392433	-0.03528118	-0.07838249	0.07030821	-0.4850154	35_47162	"Cluster: SET domain-containing protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: SET domain-containing protein-like - Oryza sativa (japonica cultiv"	UniRef90_Q8L4K4	CHR3V7|COORD:20969639..20972116| SET domain-containing protein	AT3G56570.1	CHR01V5|COORD:38486631..38484168|protein SET domain containing protein, expressed	LOC_Os01g65730.1	 no descriptionweakly similar to ( 188)AT3G56570| Symbols:  | SET domain-containing protein | chr3:20969639-20972116 FORWARDvery weakly similar to (57.8)RBCMT_PEARibulose-1,5 bisphosphate carboxylase/oxygenase large subunit N-methyltransferase, chloroplast precursor - Pisum sativum (Garden pea)not assigned 	RNA.regulation of transcription.NAC domain transcription factor family	27_3_27

CUST_20211_PI403524517	2	0.12148476	0.010445595	-0.016269684	-0.010445595	0.105210304	-0.015729904	35_5858	"Cluster: Hypothetical protein At2g36330; n=1; Arabidopsis thaliana|Rep: Hypothetical protein At2g36330 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q84WP5	CHR5V7|COORD:25241054..25242124| integral membrane protein, putative	AT5G62820.1	CHR02V5|COORD:1829317..1826715|protein UL36 tegument protein, putative, expressed	LOC_Os02g04180.1	" no descriptionweakly similar to ( 129)AT2G36330| Symbols:  | similar to integral membrane protein, putative [Arabidopsis thaliana] (TAIR:AT5G62820.1); similar to Os01g0640700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001043680.1); similar to Os01g0661000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001043777.1); similar to MtN24 [Medicago truncatula] (GB:CAA75572.1); contains InterPro domain Protein of unknown function DUF588; (InterPro:IPR006702) | chr2:15240699-15242377 FORWARDnot assigned DUF588 PRK12323 "	not assigned.no ontology	35_1

CUST_44576_PI403524517	2	0.5606575	0.33279276	0.015435219	-0.13306904	-0.069097996	-0.015434742	35_12786	"Cluster: Putative U2-associated SR140 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative U2-associated SR140 protein - Oryza sativa (japonica cu"	UniRef90_Q6ETK6	CHR5V7|COORD:8634222..8639987| RNA recognition motif (RRM)-containing protein	AT5G25060.1	CHR02V5|COORD:4440181..4448753|protein RNA binding protein, putative, expressed	LOC_Os02g08360.1	no descriptionhighly similar to ( 585)AT5G25060| Symbols:  | RNA recognition motif (RRM)-containing protein | chr5:8634222-8639987 REVERSEnot assigned not assigned RRM RRM_1 SWAP COG0724 RPR Surp	RNA.RNA binding	27_4

CUST_119957_PI403524517	2	-0.15811634	0.22811604	0.09309006	-0.03720379	-0.06156349	0.03720379	35_33925	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_51625_PI403524517	2	0.12122154	0.11652756	0.021861076	-0.021861553	-0.032991886	-0.38489532	35_14713	"Cluster: Serine hydroxymethyltransferase 1, mitochondrial precursor; n=3; Magnoliophyta|Rep: Serine hydroxymethyltransferase 1, mitochondrial precursor -"	UniRef90_P49357	"CHR4V7|COORD:17831885..17834736| SHM1 (SERINE HYDROXYMETHYLTRANSFERASE 1); glycine hydroxymethyltransferase"	AT4G37930.1	CHR03V5|COORD:30250111..30254806|protein serine hydroxymethyltransferase, mitochondrial precursor, putative, expressed	LOC_Os03g52840.1	" no descriptionweakly similar to ( 175)AT4G37930| Symbols: STM, SHMT1, SHM1 | SHM1 (SERINE HYDROXYMETHYLTRANSFERASE 1); glycine hydroxymethyltransferase | chr4:17831885-17834736 REVERSEweakly similar to ( 175)GLYM_FLAPRSerine hydroxymethyltransferase 1, mitochondrial precursor - Flaveria pringleinot assigned SHMT GlyA glyA "	PS.photorespiration.serine hydroxymethyltransferase	1_2_5

CUST_111962_PI403524517	2	0.011609077	0.1227541	0.005569458	-0.31872368	-0.005569458	-0.39195442	35_31786	Rep: Protein At4g14960 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q3EA24	CHR4V7|COORD:8548765..8550315| TUA6 (tubulin alpha-6 chiain)	AT4G14960.2	CHR11V5|COORD:7955967..7958851|protein tubulin alpha-3 chain, putative, expressed	LOC_Os11g14220.1	no descriptionweakly similar to ( 158)AT4G14960| Symbols: TUA6 | TUA6 (tubulin alpha-6 chiain) | chr4:8548765-8550315 REVERSEweakly similar to ( 158)TBA3_HORVUTubulin alpha-3 chain - Hordeum vulgare (Barley)not assigned not assigned not assigned alpha_tubulin COG5023 Tubulin Tubulin_FtsZ beta_tubulin gamma_tubulin epsilon_tubulin delta_tubulin	cell.organisation	31_1

CUST_2416_PI403524517	2	0.09548378	-0.29743958	-0.086099625	0.13936424	-0.03447151	0.03447342	35_657	Rep: 60S ribosomal protein L144 - Brassica rapa subsp. pekinensis (Chinese cabbage)	UniRef90_Q94ER6	CHR4|COORD:8242544..8243880| 60S ribosomal protein L36a/L44 (RPL36aB)	AT4G14320.1	CHR07V5|COORD:20308348..20310417|protein 60S ribosomal protein L44, putative, expressed	LOC_Os07g33997.1	no descriptionweakly similar to ( 162)AT4G14320| Symbols:  | 60S ribosomal protein L36a/L44 (RPL36aB) | chr4:8242680-8243801 REVERSEweakly similar to ( 156)RL44_GOSHI60S ribosomal protein L44 - Gossypium hirsutum (Upland cotton) (Gossypium mexicanum)not assigned Ribosomal_L44 RPL42A rpl44e	protein.synthesis.misc ribososomal protein	29_2_2

CUST_40664_PI403524517	2	0.028282166	-0.5185466	0.07979345	-0.028282166	0.06705141	-0.5699606	35_11695	"Cluster: Probable rhamnose biosynthetic enzyme 1; n=2; Arabidopsis thaliana|Rep: Probable rhamnose biosynthetic enzyme 1 - Arabidopsis thaliana (Mouse-ear cress"	UniRef90_Q9SYM5	"CHR3V7|COORD:4964798..4966882| RHM3 (RHAMNOSE BIOSYNTHESIS 3); catalytic"	AT3G14790.1	CHR03V5|COORD:9424485..9427754|protein RHM1, putative, expressed	LOC_Os03g17000.1	"no descriptionmoderately similar to ( 390)AT3G14790| Symbols: RHM3 | RHM3 (RHAMNOSE BIOSYNTHESIS 3); catalytic | chr3:4964798-4966882 FORWARDvery weakly similar to (80.1)ARAE2_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned RfbB PRK10084 PRK10217 Epimerase WcaG GalE COG1086 Polysacc_synt_2 NAD_binding_4 PRK10675 3Beta_HSD Gmd COG3320 RfbD Extensin_2 RmlD_sub_bind PRK08125 Drf_FH1"	cell wall.precursor synthesis.RHM	10_1_10

CUST_76837_PI403524517	2	1.1631103	-0.49780273	-0.013916969	0.013916969	0.73512316	-0.89719915	35_22026	"Cluster: Hypothetical protein P0669G04.14; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0669G04.14 - Oryza sativa (japonica cultivar-g"	UniRef90_Q650T8	CHR1V7|COORD:22496859..22500684| proline-rich family protein	AT1G61080.1	CHR09V5|COORD:20350420..20348458|protein alpha-L-fucosidase 1 precursor, putative, expressed	LOC_Os09g34920.1	"no descriptionvery weakly similar to (52.8)AT2G28100| Symbols: ATFUC1 | ATFUC1 (alpha-L-fucosidase 1); alpha-L-fucosidase | chr2:11981880-11983566 FORWARDvery weakly similar to (60.8)FUCO1_ORYSAnot assigned not assigned PRK12323 PRK07764 PRK07003 IER PRK05648"	not assigned.no ontology	35_1

CUST_95338_PI403524517	2	0.1485548	-0.16769981	-0.1424551	0.012160301	-0.0121593475	0.08162117	35_27245	"Cluster: Hypothetical protein OJ1743_B12.38; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1743_B12.38 - Oryza sativa (japonica cultiv"	UniRef90_Q6ZGY0	CHR2|COORD:19285056..19288283| protein phosphatase 2C family protein / PP2C family protein, similar to protein phosphatase-2c (GI:3608412) (Mesembryanthemum	AT2G46920.2	CHR02V5|COORD:28340113..28345064|protein protein phosphatase 2C containing protein, expressed	LOC_Os02g46490.1	"no descriptionvery weakly similar to (57.4)AT2G46920| Symbols: POL | POL (POLTERGEIST); protein phosphatase type 2C | chr2:19285175-19287990 REVERSE"	misc.acid and other phosphatases	26_13

CUST_112304_PI403524517	2	0.021367073	0.5286083	-0.02136612	0.11656952	-0.50776863	-0.069376945	35_31886	Rep: Predicted protein - Neurospora crassa	UniRef90_Q7S659	CHR4V7|COORD:9129058..9129552| proline-rich family protein	AT4G16140.1	0	0	no description	not assigned.unknown	35_2

CUST_15174_PI399408534	2	-0.2474289	0.8871188	0.47258043	-0.17479467	0.030675888	-0.030675888	35_35190	Rep: Ras-related protein RIC2 - Oryza sativa (Rice)	UniRef90_P40393	"CHR5V7|COORD:18576545..18577866| AtRABA1c (Arabidopsis Rab GTPase homolog A1c); GTP binding"	AT5G45750.1	CHR06V5|COORD:20900719..20895031|protein ras-related protein RIC2, putative, expressed	LOC_Os06g35814.1	"no descriptionweakly similar to ( 106)AT5G45750| Symbols: AtRABA1c | AtRABA1c (Arabidopsis Rab GTPase homolog A1c); GTP binding | chr5:18576545-18577866 FORWARDweakly similar to ( 134)RIC2_ORYSAnot assigned Rab11_like RAB Ras"	signalling.G-proteins	30_5

CUST_41833_PI403524517	2	-0.18303251	0.16311455	1.0292974	0.1175251	-0.65863085	-0.1175251	35_12022	"Cluster: Os01g0154900 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0154900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JQK2	CHR5|COORD:2007601..2011042| expressed protein, similar to PrMC3 (Pinus radiata) GI:5487873	AT5G06570.2	CHR01V5|COORD:2952306..2951316|protein gibberellin receptor GID1L2, putative	LOC_Os01g06210.1	"no descriptionweakly similar to ( 129)AT5G06570| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G16080.1); similar to CXE carboxylesterase [Actinidia deliciosa] (GB:ABB89016.1); contains InterPro domain Esterase/lipase/thioesterase; (InterPro:IPR000379); contains InterPro domain Alpha/beta hydrolase fold-3; (InterPro:IPR013094) | chr5:2008076-2011014 REVERSEvery weakly similar to (62.4)GID1_ORYSAnot assigned not assigned not assigned Abhydrolase_3 Aes PnbA COesterase PRK12323 Gag_spuma Esterase_lipase"	not assigned.no ontology	35_1

CUST_14709_PI403524517	2	0.13664532	-0.08015251	3.9482117E-4	0.018057823	-3.9482117E-4	-0.03654194	35_4234	"Cluster: Maf family protein, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Maf family protein, putative, expressed - Oryza sativa (japon"	UniRef90_Q2R2S2	CHR5V7|COORD:26576978..26578388| Maf family protein	AT5G66550.1	CHR11V5|COORD:19874863..19871478|protein maf-like protein CV_0124, putative, expressed	LOC_Os11g34770.1	no descriptionmoderately similar to ( 213)AT5G66550| Symbols:  | Maf family protein | chr5:26576978-26578388 REVERSEnot assigned Maf Maf Maf PRK00078 PRK02676 PRK00648 PRK03098 PRK01946 Maf_Ham1 PRK03797 PRK04056 PRK00884 PRK04719 PRK03442 PRK03411 PRK00148 PRK01441 PRK01839 PRK02141 PRK00234 PRK00238 PRK03415 PRK02478 PRK04694 PRK04425 PRK01526	not assigned.no ontology	35_1

CUST_70182_PI403524517	2	-0.055469513	0.5939541	-0.33024693	0.05546856	-0.36090946	0.17034817	35_20089	"Cluster: Hypothetical protein OSJNBa0093B11.10; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0093B11.10 - Oryza sativa (japonica"	UniRef90_Q9AV52	"CHR5V7|COORD:24403473..24403964| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G45210.1); similar to Protein of unknown function DUF584 [Medicago"	AT5G60680.1	CHR10V5|COORD:17800743..17800160|protein expressed protein	LOC_Os10g33990.1	"no descriptionvery weakly similar to (90.5)AT5G03230| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G60680.1); similar to Protein of unknown function DUF584 [Medicago truncatula] (GB:ABD32800.1); contains InterPro domain Protein of unknown function DUF584; (InterPro:IPR007608) | chr5:769635-770135 FORWARDnot assigned not assigned not assigned DUF584 PRK12678 PRK07003"	not assigned.unknown	35_2

CUST_194_PI399407379	2	-1.0857224	0.043166637	1.5180964	-0.043166637	0.97247934	-0.30233622	HvABI1d									

CUST_37762_PI403524517	2	0.30651808	-0.1585393	-0.22353125	-0.31858873	0.9846535	0.1585393	35_10870	"Cluster: Myosin heavy chain-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: Myosin heavy chain-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5ZB07	0	0	CHR01V5|COORD:23014891..23010748|protein XIK, putative, expressed	LOC_Os01g40200.1	no descriptionPRK07764	not assigned.unknown	35_2

CUST_63480_PI403524517	2	0.004576683	-0.0045757294	-0.09416771	0.05277443	-0.011258125	0.040947914	35_18124	Rep: Glutathione reductase - Vitis vinifera (Grape)	UniRef90_O22511	"CHR3V7|COORD:20241334..20244078| GR (GLUTATHIONE REDUCTASE); glutathione-disulfide reductase"	AT3G54660.1	CHR03V5|COORD:3406654..3411381|protein glutathione reductase, chloroplast precursor, putative, expressed	LOC_Os03g06740.1	" no descriptionhighly similar to ( 714)AT3G54660| Symbols: EMB2360, ATGR2 | GR (GLUTATHIONE REDUCTASE); glutathione-disulfide reductase | chr3:20241334-20244078 REVERSEhighly similar to ( 723)GSHRP_TOBACGlutathione reductase, chloroplast precursor - Nicotiana tabacum (Common tobacco)not assigned not assigned not assigned not assigned not assigned PRK06116 Lpd PRK06416 PRK06292 PRK06370 PRK05976 PRK07846 PRK06327 Pyr_redox_2 PRK05249 PRK06467 acoL PRK07845 PRK07818 PRK07251 PRK08010 PRK06115 Pyr_redox_dim PRK09564 Pyr_redox TrxB HcaD Ndh NirB PRK04965 AhpF PRK11749 GltD PRK09754 "	redox.ascorbate and glutathione.glutathione	21_2_2

CUST_169528_PI403524517	2	0.13110733	-0.16404295	-0.13110733	0.16541338	-0.22278643	0.24477243	35_47217	"Cluster: Histones H3 and H4; n=1; Ostreococcus tauri|Rep: Histones H3 and H4 - Ostreococcus tauri"	UniRef90_Q018N5	CHR5V7|COORD:3270479..3270889| histone H3	AT5G10400.1	CHR11V5|COORD:2622185..2621575|protein histone H3, putative, expressed	LOC_Os11g05730.1	no descriptionweakly similar to ( 193)AT5G65360| Symbols:  | histone H3 | chr5:26137325-26137735 REVERSEweakly similar to ( 194)H32_WHEATHistone H3.2 - Triticum aestivum (Wheat)not assigned not assigned H3 HHT1 Histone PRK12323	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_1905_PI404877155	2	0.002711296	0.39896107	0.012979507	-0.08226395	-0.039738655	-0.0027103424	Contig12135_at	putative prephenate dehydratase [Oryza sativa (japonica cultivar-group)]	BAC84062.1	prephenate dehydratase family protein	At3g07630.1	protein P-protein, putative	Os03g17730	putative prephenate dehydratase	amino acid metabolism.synthesis.aromatic aa.phenylalanine	13_1_6_3

CUST_85261_PI403524517	2	0.14070415	-0.8742809	0.051600456	-0.051600456	0.12413502	-0.31181717	35_24426	"Cluster: DNA polymerase alpha subunit IV (Primase)-like protein; n=1; Arabidopsis thaliana|Rep: DNA polymerase alpha subunit IV (Primase)-like protein - Arabido"	UniRef90_Q9FJ26	CHR5V7|COORD:16778299..16781011| DNA primase small subunit family	AT5G41880.1	0	0	no descriptionweakly similar to ( 175)AT5G41880| Symbols:  | DNA primase small subunit family | chr5:16778299-16781011 FORWARDnot assigned AE_Prim_S PRI1	DNA.synthesis/chromatin structure	28_1

CUST_235_PI404877155	2	0.027766228	-0.20591259	-0.09721947	0.08395386	0.008597374	-0.008597374	Contig10113_at	OSJNBa0079A21.20 [Oryza sativa (japonica cultivar-group)] ref|XP_473409.1| OSJNBa0079A21.20 [Oryza sativa (japonica cultivar-group)]	CAD41476.2	expressed protein	At5g47310.1	protein expressed protein	Os06g36490	expressed protein	hormone metabolism.ethylene.signal transduction	17_5_2

CUST_65656_PI403524517	2	0.1803875	0.1576376	-0.06652737	-0.060189247	-5.0354004E-4	5.044937E-4	35_18752	"Cluster: Os07g0600700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0600700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D4W1	CHR5V7|COORD:2563685..2565283| glycosyl hydrolase family protein 17	AT5G08000.1	CHR07V5|COORD:24503471..24507268|protein glucan endo-1,3-beta-glucosidase 3 precursor, putative, expressed	LOC_Os07g40940.1	 no descriptionweakly similar to ( 108)AT1G18650| Symbols:  | glycosyl hydrolase family protein 17 | chr1:6419028-6420405 REVERSEvery weakly similar to (66.6)E13B_WHEATGlucan endo-1,3-beta-glucosidase precursor - Triticum aestivum (Wheat)not assigned X8 Tymo_45kd_70kd PRK07764 	misc.beta 1,3 glucan hydrolases	26_4

CUST_71594_PI403524517	2	0.042448997	-0.6355057	-0.057994843	0.019061089	-0.019061089	0.071499825	35_20521	"Cluster: DNA polymerase alpha catalytic subunit; n=2; Oryza sativa|Rep: DNA polymerase alpha catalytic subunit - Oryza sativa (Rice)"	UniRef90_O48653	CHR5V7|COORD:26794220..26802330| DNA-directed DNA polymerase alpha catalytic subunit, putative	AT5G67100.1	CHR01V5|COORD:37961025..37952644|protein DNA polymerase alpha catalytic subunit, putative, expressed	LOC_Os01g64820.1	 no descriptionmoderately similar to ( 338)AT5G67100| Symbols:  | DNA-directed DNA polymerase alpha catalytic subunit, putative | chr5:26794220-26802330 FORWARDhighly similar to ( 622)DPOLA_ORYSAnot assigned zf-DNA_Pol DNA_pol_B PolB 	DNA.synthesis/chromatin structure	28_1

CUST_57029_PI403524517	2	-0.08615589	0.14692497	-0.010712624	0.010713577	-0.10509586	0.040724754	35_16258	"Cluster: Putative coat protein complex II (COPII) component; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative coat protein complex II"	UniRef90_Q851A2	"CHR3|COORD:127355..128973| similar to transducin family protein / WD-40 repeat family protein [Arabidopsis thaliana] (TAIR:At2g30050.1); similar to putative Sec"	AT3G01340.2	CHR03V5|COORD:34878192..34880299|protein SEC13-related protein, putative, expressed	LOC_Os03g61630.2	no descriptionmoderately similar to ( 393)AT3G01340| Symbols:  | nucleotide binding | chr3:127564-128472 REVERSEvery weakly similar to (52.0)PF20_CHLREFlagellar WD repeat-containing protein Pf20 - Chlamydomonas reinhardtiinot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned WD40 COG2319	protein.targeting.secretory pathway.plasma membrane	29_3_4_4

CUST_4158_PI399408534	2	0.08184528	0.30978394	-0.06685066	-0.08350468	-0.09560013	0.06685066	35_5191	"Cluster: Putative transcription factor; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative transcription factor - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5VRS8	CHR5V7|COORD:16643791..16647887| zinc ion binding	AT5G41580.1	CHR06V5|COORD:3260365..3249463|protein zinc ion binding protein, putative, expressed	LOC_Os06g06870.1	no descriptionweakly similar to ( 114)AT5G41580| Symbols:  | zinc ion binding | chr5:16643791-16647887 REVERSEvery weakly similar to (52.0)GP1_CHLREVegetative cell wall protein gp1 precursor - Chlamydomonas reinhardtiinot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned zf-MIZ Amelogenin	RNA.regulation of transcription.General Transcription	27_3_50

CUST_178428_PI403524517	2	0.25583315	0.3410058	0.20404816	-0.20404816	-0.43731117	-0.26596928	35_49622	"Cluster: Os09g0301700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0301700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J2T3		0	CHR07V5|COORD:24198440..24200433|protein transposon protein, putative, CACTA, En/Spm sub-class	LOC_Os07g40360.1	no description	not assigned.unknown	35_2

CUST_140741_PI403524517	2	-0.7441306	0.71289206	0.10203791	-0.10203791	0.2304039	-0.26264668	35_39459	"Cluster: Oxysterol-binding protein-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: Oxysterol-binding protein-like - Oryza sativa (japonica cultivar-group"	UniRef90_Q84Z91	CHR4V7|COORD:13143868..13146663| oxysterol-binding family protein	AT4G25850.1	CHR08V5|COORD:25561965..25566796|protein oxysterol-binding protein OBPa, putative, expressed	LOC_Os08g40590.1	no descriptionvery weakly similar to (74.3)AT4G25850| Symbols:  | oxysterol-binding family protein | chr4:13143868-13146663 FORWARDnot assigned not assigned	cell. vesicle transport	31_4

CUST_17846_PI403524517	2	0.13564682	0.13621426	-0.054543495	-0.110147476	-0.19731903	0.05454445	35_5152	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q84ST1	0	0	CHR03V5|COORD:25471481..25466337|protein expressed protein	LOC_Os03g45180.2	no description	not assigned.unknown	35_2

CUST_15010_PI403524517	2	-0.5350609	0.09536934	-0.09536934	0.47604847	-0.18461418	0.14645576	35_4328	"Cluster: Os02g0125700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0125700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E4C7	0	0	CHR06V5|COORD:12359021..12358337|protein hypothetical protein	LOC_Os06g21400.1	no description	not assigned.unknown	35_2

CUST_25742_PI399408534	2	0.19371128	0.020672798	0.017368317	-0.11221218	-0.017367363	-0.122665405	35_20142	"Cluster: Hypothetical protein P0454H12.18; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0454H12.18 - Oryza sativa (japonica cultivar-g"	UniRef90_Q94DV6	"CHR3V7|COORD:20072737..20074858| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G38630.1); similar to Os01g0817800 [Oryza sativa (japonica"	AT3G54190.1	CHR01V5|COORD:35139057..35135032|protein expressed protein	LOC_Os01g60200.1	"no descriptionmoderately similar to ( 466)AT3G54190| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G38630.1); similar to Os01g0817800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001044626.1); similar to Os05g0482600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001055867.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAW56876.1); contains InterPro domain WD40-like; (InterPro:IPR011046) | chr3:20072737-20074858 REVERSE"	not assigned.unknown	35_2

CUST_68358_PI403524517	2	0.33582687	0.1307354	-0.48678493	0.36780167	-0.78414726	-0.13073444	35_19546	"Cluster: Putative organic cation transporter; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative organic cation transporter - Oryza sativa (japonica cult"	UniRef90_Q6ZF47	CHR1V7|COORD:29859033..29860616| transporter-related	AT1G79360.1	CHR07V5|COORD:22425967..22427944|protein organic cation transporter 3, putative, expressed	LOC_Os07g37454.1	no descriptionweakly similar to ( 167)AT1G79360| Symbols:  | transporter-related | chr1:29859033-29860616 REVERSEnot assigned not assigned MFS_1 PRK12323 Sugar_tr AraJ	transport.unspecified cations	34_14

CUST_54301_PI403524517	2	-0.08356857	-1.9428358	-1.0335493	0.75081635	0.3411522	0.08356857	35_15459	Rep: Defensin precursor - Triticum aestivum (Wheat)	UniRef90_Q8L698	"CHR2V7|COORD:528396..528884| LCR69/PDF2.2 (Low-molecular-weight cysteine-rich 69); protease inhibitor"	AT2G02100.1	CHR02V5|COORD:25184615..25185352|protein low-molecular-weight cysteine-rich protein LCR69 precursor, putative, expressed	LOC_Os02g41904.1	" no descriptionvery weakly similar to (60.1)AT2G02100| Symbols: LCR69, PDF2.2 | LCR69/PDF2.2 (Low-molecular-weight cysteine-rich 69); protease inhibitor | chr2:528396-528884 FORWARDvery weakly similar to (60.8)THGF_HELANFlower-specific gamma-thionin precursor - Helianthus annuus (Common sunflower)Gamma-thionin Knot1 "	stress.biotic	20_1

CUST_114310_PI403524517	2	0.84971523	0.13104582	-0.0595479	0.0595479	-0.09707451	-0.14385605	35_32441	Rep: H0525E10.11 protein - Oryza sativa (Rice)	UniRef90_Q01JZ7	"CHR1V7|COORD:7413039..7419400| similar to SEC5A (EXOCYST COMPLEX COMPONENT SEC5) [Arabidopsis thaliana] (TAIR:AT1G76850.1); similar to H0525E10.11 [Oryza sativa"	AT1G21170.1	CHR04V5|COORD:20675085..20685081|protein expressed protein	LOC_Os04g34450.1	"no descriptionvery weakly similar to (70.9)AT1G21170| Symbols:  | similar to SEC5A (EXOCYST COMPLEX COMPONENT SEC5) [Arabidopsis thaliana] (TAIR:AT1G76850.1); similar to H0525E10.11 [Oryza sativa (indica cultivar-group)] (GB:CAH66927.1); similar to Os04g0421900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001052787.1); similar to OSJNBa0028I23.20 [Oryza sativa (japonica cultivar-group)] (GB:CAE04638.3); contains domain SUBFAMILY NOT NAMED (PTHR13043:SF3); contains domain FAMILY NOT NAMED (PTHR13043) | chr1:7413039-7419400 FORWARDnot assigned"	not assigned.unknown	35_2

CUST_104918_PI403524517	2	-0.06651831	0.0640111	-0.06158209	-0.07672739	0.06158209	0.32027197	35_29892	"Cluster: Putative heat shock protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative heat shock protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q94H83	CHR5V7|COORD:21572161..21574428| heat shock protein binding / unfolded protein binding	AT5G53150.1	CHR03V5|COORD:16275886..16272407|protein dnaJ domain containing protein, expressed	LOC_Os03g28310.1	no descriptionvery weakly similar to (76.6)AT5G53150| Symbols:  | heat shock protein binding / unfolded protein binding | chr5:21572161-21574428 FORWARD	stress.abiotic.heat	20_2_1

CUST_168992_PI403524517	2	0.4263649	-0.124485016	-0.094750404	-0.15333843	0.09475136	0.4139185	35_47064	"Cluster: OSJNBb0103I08.20 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: OSJNBb0103I08.20 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7X636	"CHR3V7|COORD:3313974..3317167| CAT7 (CATIONIC AMINO ACID TRANSPORTER 7); cationic amino acid transporter"	AT3G10600.1	CHR04V5|COORD:26999754..26995004|protein CAT7, putative, expressed	LOC_Os04g45950.1	"no descriptionmoderately similar to ( 219)AT3G10600| Symbols: CAT7 | CAT7 (CATIONIC AMINO ACID TRANSPORTER 7); cationic amino acid transporter | chr3:3313974-3317167 FORWARDnot assigned not assigned not assigned not assigned not assigned PotE AA_permease AnsP PRK10644 PRK11357 LysP"	transport.amino acids	34_3

CUST_169352_PI403524517	2	0.10908747	0.13323689	-0.1359458	-0.1452713	-0.109087944	0.12409258	35_47170	"Cluster: Putative ATP-dependent RNA helicase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ATP-dependent RNA helicase - Oryza sativa (japonica cult"	UniRef90_Q8LIE5	"CHR1V7|COORD:5675918..5678679| SR45 (arginine/serine-rich 45); RNA binding"	AT1G16610.2	CHR07V5|COORD:27053648..27057948|protein ATP-dependent RNA helicase DDX52, putative, expressed	LOC_Os07g45360.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned	not assigned.unknown	35_2

CUST_61278_PI403524517	2	0.05596161	0.08532524	-0.013827324	-0.1132946	0.013827324	-0.036367416	35_17486	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q75GR5	CHR3V7|COORD:2617931..2620320| KH domain-containing protein	AT3G08620.1	CHR03V5|COORD:34125328..34129766|protein nucleic acid binding protein, putative, expressed	LOC_Os03g60110.1	no descriptionmoderately similar to ( 362)AT3G08620| Symbols:  | KH domain-containing protein | chr3:2617931-2620320 FORWARDnot assigned not assigned SF1_like-KH MSL5	not assigned.no ontology	35_1

CUST_3413_PI403524517	2	0.20471382	0.5793648	0.0921545	-0.18649864	-0.2825241	-0.09215355	35_933	"Cluster: Putative aminoacyl-t-RNA synthetase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative aminoacyl-t-RNA synthetase - Oryza sativa (japonica cult"	UniRef90_Q5VRH2	CHR3V7|COORD:17774096..17781949| EDD1 (EMBRYO-DEFECTIVE-DEVELOPMENT 1)	AT3G48110.1	CHR06V5|COORD:232787..243624|protein glycyl-tRNA synthetase 2, chloroplast/mitochondrial precursor, putative, expressed	LOC_Os06g01400.1	 no descriptionvery weakly similar to (99.0)AT3G48110| Symbols: EDD, EDD1 | EDD1 (EMBRYO-DEFECTIVE-DEVELOPMENT 1) | chr3:17774096-17781949 FORWARDGlyRS_alpha_core glyQ tRNA-synt_2e GlyQ 	protein.aa activation	29_1

CUST_3599_PI403524517	2	-0.026545525	0.21303368	-0.058969498	0.02654457	-0.049010277	0.04759121	35_980	"Cluster: Putative plastid ribosomal protein L19; n=2; Oryza sativa|Rep: Putative plastid ribosomal protein L19 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6H8H3	CHR5V7|COORD:19181659..19183291| ribosomal protein L19 family protein	AT5G47190.1	CHR02V5|COORD:26314566..26311625|protein 50S ribosomal protein L19, putative, expressed	LOC_Os02g43600.1	 no descriptionweakly similar to ( 164)AT4G17560| Symbols:  | ribosomal protein L19 family protein | chr4:9780356-9781765 FORWARDweakly similar to ( 161)RK19_SPIOL50S ribosomal protein L19, chloroplast precursor - Spinacia oleracea (Spinach)not assigned rplS rpl19 RplS Ribosomal_L19 	protein.synthesis.mito/plastid ribosomal protein.plastid	29_2_1_1

CUST_87027_PI403524517	2	0.19429874	-0.36632824	-0.04515648	0.045155525	-0.05719471	0.048887253	35_24922	Rep: CsAtPR5 - Aegilops tauschii (Tausch's goatgrass) (Aegilops squarrosa)	UniRef90_Q8LK50	0	0	CHR10V5|COORD:18121413..18124858|protein csAtPR5, putative, expressed	LOC_Os10g34614.3	no description	not assigned.unknown	35_2

CUST_18467_PI404877155	2	0.21969175	6.608963E-4	-0.050053596	-6.6137314E-4	-0.6474366	0.0038256645	HVSMEi0006K11r2_s_at	cytosolic NADP malic enzyme [Oryza sativa (indica cultivar-group)]	AAR15892.1	malate oxidoreductase, putative	At2g19900.1	protein cytosolic NADP-malic enzyme, putative	Os01g54030	oxidoreductase	TCA / org. transformation.other organic acid transformations.malic	8_2_10

CUST_54685_PI403524517	2	-0.09425259	0.09499025	0.09425306	-0.56517744	-0.6414652	1.0031996	35_15566	"Cluster: OSJNBa0091D06.13 protein; n=1; Oryza sativa|Rep: OSJNBa0091D06.13 protein - Oryza sativa (Rice)"	UniRef90_Q7XQQ9	"CHR1V7|COORD:23227735..23230522| BETA-VPE (vacuolar processing enzyme beta); cysteine-type endopeptidase"	AT1G62710.1	CHR04V5|COORD:26689596..26684783|protein vacuolar processing enzyme, beta-isozyme precursor, putative, expressed	LOC_Os04g45470.1	" no descriptionweakly similar to ( 199)AT1G62710| Symbols: BETAVPE, BETA-VPE | BETA-VPE (vacuolar processing enzyme beta); cysteine-type endopeptidase | chr1:23227735-23230522 REVERSEweakly similar to ( 198)VPEA_ARATHVacuolar-processing enzyme alpha-isozyme precursor - Arabidopsis thaliana (Mouse-ear cress)not assigned not assigned Peptidase_C13 GPI8 "	protein.targeting.secretory pathway.vacuole	29_3_4_3

CUST_12182_PI404877155	2	0.08850193	-0.18245792	-0.10266781	0.03155613	-0.024558067	0.024558067	Contig5909_at	Transcription factor HBP-1b(c38) pir||S15347 transcription factor HBP-1b - wheat emb|CAA40102.1| HBP-1b [Triticum aestivum]	P23923	bZIP transcription factor HBP-1b homolog	At5g06950.1	protein expressed protein	Os01g59350	Transcription factor HBP-1b(c38)	RNA.regulation of transcription.bZIP transcription factor family	27_3_35

CUST_53065_PI403524517	2	-0.015142441	0.24392891	-0.033676147	0.015142441	-0.10163689	0.016050339	35_15107	"Cluster: Probable NAD kinase 2, chloroplast precursor; n=2; Oryza sativa|Rep: Probable NAD kinase 2, chloroplast precursor - Oryza sativa (Rice)"	UniRef90_Q53NI2	"CHR1V7|COORD:7588715..7592658| NADK2 (NAD kinase 2); NAD+ kinase/ calmodulin binding"	AT1G21640.1	CHR11V5|COORD:4621013..4627154|protein NAD kinase 2, chloroplast precursor, putative, expressed	LOC_Os11g08670.1	" no descriptionmoderately similar to ( 358)AT1G21640| Symbols: ATNADK-2, NADK2 | NADK2 (NAD kinase 2); NAD+ kinase/ calmodulin binding | chr1:7588715-7592658 FORWARDmoderately similar to ( 372)NADK2_ORYSAnot assigned nadF NAD_kinase ppnK ppnK ppnK ppnK ppnK ppnK ppnK ppnK ppnK ppnK ppnK ppnK ppnK ppnK ppnK "	not assigned.no ontology	35_1

CUST_101897_PI403524517	2	0.045902252	0.88056374	0.11049271	-0.055879593	-0.10655975	-0.045903206	35_29073	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_137148_PI403524517	2	0.078353405	-0.7339411	-0.34739256	0.21044254	-0.07835388	0.109568596	35_38460	"Cluster: Glutamine synthetase, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Glutamine synthetase, putative, expressed - Oryza sativa (j"	UniRef90_Q337P3	CHR3V7|COORD:19718046..19722166| glutamate-ammonia ligase	AT3G53180.1	CHR10V5|COORD:16357436..16364225|protein protein fluG, putative, expressed	LOC_Os10g31820.1	no descriptionweakly similar to ( 171)AT3G53180| Symbols:  | glutamate-ammonia ligase | chr3:19718046-19722166 FORWARDGlnA Gln-synt_C glnA	N-metabolism.ammonia metabolism.glutamine synthase	12_2_2

CUST_2929_PI404877155	2	-0.6721945	0.28773928	0.12690067	0.1158247	-0.30389738	-0.1158247	Contig13355_at	B1112D09.4 [Oryza sativa (japonica cultivar-group)] dbj|BAB90265.1| basic helix-loop-helix (bHLH) family protein-like [Oryza sativa (japonic	NP_918505.1	basic helix-loop-helix (bHLH) family protein	At5g56960.1	protein Helix-loop-helix DNA-binding domain, putative	Os01g39330	NONE	RNA.regulation of transcription.bHLH,Basic Helix-Loop-Helix family	27_3_06

CUST_13246_PI403524517	2	-0.070280075	-0.89937973	-0.041891098	0.18116474	0.11165714	0.041891098	35_3790	"Cluster: Putative glutamate carboxypeptidase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative glutamate carboxypeptidase - Oryza sativa (japonica"	UniRef90_Q5JKV3	CHR5V7|COORD:6673988..6676769| peptidase M28 family protein	AT5G19740.1	CHR01V5|COORD:31264223..31260082|protein transferrin receptor-like dimerisation domain containing protein, expressed	LOC_Os01g53810.1	no descriptionmoderately similar to ( 479)AT5G19740| Symbols:  | peptidase M28 family protein | chr5:6673988-6676769 FORWARDnot assigned not assigned Peptidase_M28 TFR_dimer Iap	protein.degradation	29_5

CUST_93104_PI403524517	2	-0.011171341	-0.063848495	-0.08511925	0.17477417	0.12145805	0.011171341	35_26619	"Cluster: Hydroxyproline-rich glycoprotein DZ-HRGP precursor; n=1; Volvox carteri f. nagariensis|Rep: Hydroxyproline-rich glycoprotein DZ-HRGP precursor - Volvox"	UniRef90_Q9SBM1	CHR1V7|COORD:6978101..6985306| family II extracellular lipase, putative	AT1G20130.1	CHR07V5|COORD:24271675..24264784|protein formin-2, putative, expressed	LOC_Os07g40510.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF1421 PRK12323 PRK07764 PRK07003 Atrophin-1	not assigned.unknown	35_2

CUST_3984_PI403524517	2	-0.056293488	0.012454987	0.01495266	-0.012454033	-0.12427521	0.0684433	35_1103	"Cluster: Hypothetical protein P0623A10.9-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0623A10.9-1 - Oryza sativa (japonica cultivar"	UniRef90_Q653H4	CHR1V7|COORD:27653429..27654117| protease inhibitor/seed storage/lipid transfer protein (LTP) family protein	AT1G73560.1	CHR06V5|COORD:28616449..28619323|protein lipid binding protein, putative, expressed	LOC_Os06g47200.1	no descriptionvery weakly similar to (68.6)AT1G62790| Symbols:  | protease inhibitor/seed storage/lipid transfer protein (LTP) family protein | chr1:23256034-23257146 FORWARDnot assigned AAI_LTSS	misc.protease inhibitor/seed storage/lipid transfer protein (LTP) family protein	26_21

CUST_16066_PI404877155	2	-0.8053751	-0.23302269	1.1112185	0.31219196	0.13487625	-0.1348753	Contig9934_at	OSJNBa0006B20.1 [Oryza sativa (japonica cultivar-group)] ref|XP_472578.1| OSJNBa0006B20.1 [Oryza sativa (japonica cultivar-group)]	CAE02741.1	UVB-resistance protein (UVR8)	At5g63860.1	protein Regulator of chromosome condensation (RCC1), putative	Os02g34860	gi|32487442|emb|CAE02741.1| OSJNBa0006B20.1	stress.abiotic.light	20_2_5

CUST_111074_PI403524517	2	0.036980152	0.36242914	0.17877531	-0.056738853	-0.1910181	-0.036980152	35_31543	"Cluster: Os05g0515700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0515700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DGR8	"CHR1V7|COORD:10029699..10031465| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G42400.1); similar to putative vascular plant one zinc finger"	AT1G28520.1	CHR05V5|COORD:25492433..25496554|protein expressed protein	LOC_Os05g43950.1	" no descriptionvery weakly similar to (66.2)AT1G28520| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G42400.1); similar to putative vascular plant one zinc finger protein [Oryza sativa (japonica cultivar-group)] (GB:BAD87186.1); contains InterPro domain Colicin E3, catalytic; (InterPro:IPR009105) | chr1:10029699-10031465 FORWARDnot assigned not assigned Tymo_45kd_70kd "	not assigned.unknown	35_2

CUST_71460_PI403524517	2	-0.33921242	0.57737446	0.29768753	0.077653885	-0.26842308	-0.077653885	35_20475	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_69335_PI403524517	2	0.06341648	-0.54776764	0.046746254	-0.079857826	0.054506302	-0.046746254	35_19837	"Cluster: Putative RNA-binding protein cp33; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative RNA-binding protein cp33 - Oryza sativa (japonica cultivar"	UniRef90_Q6ZFE5	CHR4V7|COORD:5795072..5797312| RNA recognition motif (RRM)-containing protein	AT4G09040.1	CHR08V5|COORD:23743392..23738352|protein ribonucleoprotein, chloroplast precursor, putative, expressed	LOC_Os08g37700.3	 no descriptionweakly similar to ( 175)AT4G09040| Symbols:  | RNA recognition motif (RRM)-containing protein | chr4:5795072-5797190 REVERSEweakly similar to ( 108)ROC5_NICSY33 kDa ribonucleoprotein, chloroplast precursor - Nicotiana sylvestris (Wood tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned RRM COG0724 RRM_1 	RNA.RNA binding	27_4

CUST_5884_PI403524517	2	-0.020505905	0.012609482	-0.03517151	-0.012611389	0.020479202	0.018878937	35_1625	"Cluster: Putative high mobility group-like nuclear protein 2; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative high mobility group-like nuclear protein"	UniRef90_Q6YWS6	CHR5V7|COORD:2631844..2633375| ribosomal protein L7Ae/L30e/S12e/Gadd45 family protein	AT5G08180.1	CHR06V5|COORD:9282141..9284248|protein h/ACA ribonucleoprotein complex subunit 2, putative, expressed	LOC_Os06g16290.1	no descriptionmoderately similar to ( 216)AT5G08180| Symbols:  | ribosomal protein L7Ae/L30e/S12e/Gadd45 family protein | chr5:2631844-2633375 REVERSEnot assigned not assigned RPL8A Ribosomal_L7Ae rpl7ae	protein.synthesis.misc ribososomal protein	29_2_2

CUST_84990_PI403524517	2	0.0037698746	0.38935184	0.0891161	-0.0037698746	-0.02482891	-0.06054783	35_24350	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_90613_PI403524517	2	3.1661987E-4	0.11909008	-3.156662E-4	-0.16695023	0.030376434	-0.066845894	35_25917	"Cluster: TRNA 2'phosphotransferase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: TRNA 2'phosphotransferase-like - Oryza sativa (japonica"	UniRef90_Q5VNV8	"CHR2V7|COORD:18693414..18694948| EMB1067 (EMBRYO DEFECTIVE 1067); tRNA 2'-phosphotransferase"	AT2G45330.1	CHR06V5|COORD:1825370..1821767|protein tRNA 2phosphotransferase, putative, expressed	LOC_Os06g04300.1	 no descriptionvery weakly similar to (65.1)AT5G23600| Symbols:  | tRNA 2'phosphotransferase, putative | chr5:7955997-7956635 FORWARDnot assigned PTS_2-RNA 	development.unspecified	33_99

CUST_167038_PI403524517	2	0.50149775	-0.051276684	0.5052686	-0.27113485	-0.43759298	0.051276684	35_46529	"Cluster: Putative phosphatidylserine receptor long form; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative phosphatidylserine receptor long form - Oryza"	UniRef90_Q75LR4	CHR1V7|COORD:29457716..29462011| transcription factor jumonji (jmjC) domain-containing protein	AT1G78280.1	CHR03V5|COORD:15592989..15600352|protein transferase, transferring glycosyl groups, putative, expressed	LOC_Os03g27250.1	no descriptionweakly similar to ( 168)AT1G78280| Symbols:  | transcription factor jumonji (jmjC) domain-containing protein | chr1:29457716-29462011 FORWARDnot assigned not assigned JmjC	not assigned.no ontology.transcription factor jumonji (jmjC) domain-containing protein	35_1_17

CUST_69342_PI403524517	2	-0.015834808	0.7122412	0.015835762	0.19456673	-0.10354614	-0.04030609	35_19839	"Cluster: Os09g0488700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0488700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J0Q1	"CHR4V7|COORD:7231935..7234266| similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:BAD12897.1); similar to Os02g0717600 [Oryza sativa"	AT4G12070.1	CHR09V5|COORD:18848771..18852373|protein expressed protein	LOC_Os09g31360.1	"no descriptionmoderately similar to ( 312)AT4G12070| Symbols:  | similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:BAD12897.1); similar to Os02g0717600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001047934.1) | chr4:7231935-7234266 FORWARD"	not assigned.unknown	35_2

CUST_69601_PI403524517	2	0.10731125	0.31706238	-0.09311962	-0.1413393	0.036875725	-0.036875725	35_19915	"Cluster: Os02g0126900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os02g0126900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E4B8	CHR2|COORD:18620495..18622792| phosphatidate cytidylyltransferase family protein, contains Pfam profile: PF01148 phosphatidate cytidylyltransferase	AT2G45150.3	CHR02V5|COORD:1409346..1406098|protein phosphatidate cytidylyltransferase, putative, expressed	LOC_Os02g03460.1	no descriptionmoderately similar to ( 316)AT2G45150| Symbols:  | phosphatidate cytidylyltransferase family protein | chr2:18620477-18621863 FORWARDnot assigned CTP_transf_1 CdsA COG4589 cdsA	lipid metabolism.Phospholipid synthesis.phosphatidate cytidylyltransferase	11_3_3

CUST_155510_PI403524517	2	-0.057353973	0.0716362	0.12240791	-0.1281414	0.05735302	-0.15888214	35_43440	Rep: H0409D10.6 protein - Oryza sativa (Rice)	UniRef90_Q01KH3	CHR1V7|COORD:16816094..16817173| DNA binding / ligand-dependent nuclear receptor	AT1G44191.1	CHR04V5|COORD:28056732..28054429|protein RWP-RK domain containing protein, expressed	LOC_Os04g47640.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07764 PRK12323 TT_ORF1 PRK07003	not assigned.unknown	35_2

CUST_6094_PI403524517	2	-0.8466606	1.1049776	-0.053812027	0.25369072	-0.6236563	0.053811073	35_1683	Rep: B0811B10.6 protein - Oryza sativa (Rice)	UniRef90_Q259W9	"CHR1|COORD:180059..182293| similar to heavy-metal-associated domain-containing protein [Arabidopsis thaliana] (TAIR:At5g23760.1); similar to"	AT1G01490.2	CHR04V5|COORD:33861540..33862863|protein metal ion binding protein, putative, expressed	LOC_Os04g57200.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12678 PRK12323 Gag_spuma Keratin_B2	not assigned.unknown	35_2

CUST_137427_PI403524517	2	0.015872955	-0.13586426	-0.015872955	0.035692215	0.03191185	-0.0772953	35_38541	Rep: Ubiquitin extension protein - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q0WV69	"CHR2V7|COORD:19351771..19352244| UBQ6 (ubiquitin 6); protein binding"	AT2G47110.1	CHR01V5|COORD:12628890..12627996|protein 40S ribosomal protein S27a, putative, expressed	LOC_Os01g22490.1	"no descriptionweakly similar to ( 134)AT2G47110| Symbols: UBQ6 | UBQ6 (ubiquitin 6); protein binding | chr2:19351771-19352244 FORWARDweakly similar to ( 125)RS27A_HORVU40S ribosomal protein S27a - Hordeum vulgare (Barley)not assigned not assigned not assigned not assigned not assigned Ribosomal_S27 RPS31 Ubiquitin PRK00432 ubiquitin UBQ UBL Herpes_BLLF1"	protein.degradation.ubiquitin.ubiquitin	29_5_11_1

CUST_18920_PI399408534	2	-0.14513445	0.1260128	-0.07130146	0.116291046	0.030308723	-0.030308247	35_48745	Rep: Putative Zn-finger protein - Triticum aestivum (Wheat)	UniRef90_Q70JP6	"CHR4V7|COORD:17906696..17909398| FRS5 (FAR1-RELATED SEQUENCE 5); zinc ion binding"	AT4G38180.1	CHR11V5|COORD:9692055..9697114|protein retrotransposon protein, putative, unclassified	LOC_Os11g17430.1	"no descriptionvery weakly similar to (85.1)AT4G38180| Symbols: FRS5 | FRS5 (FAR1-RELATED SEQUENCE 5); zinc ion binding | chr4:17906696-17909398 REVERSE"	signalling.light	30_11

CUST_11577_PI403524517	2	-0.021010399	0.15549946	0.03833294	-0.08207035	-0.042384148	0.021010399	35_3286	"Cluster: Myosin heavy chain class VIII A1 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Myosin heavy chain class VIII A1 protein - Oryza sativa (jap"	UniRef90_Q6UAL5	CHR5V7|COORD:22056832..22061941| ATM2 (ARABIDOPSIS THALIANA MYOSIN 4)	AT5G54280.1	CHR07V5|COORD:22496030..22487132|protein myosin-5C, putative, expressed	LOC_Os07g37560.3	"no descriptionmoderately similar to ( 234)AT3G19960| Symbols: ATM1 | ATATM (myosin 1); motor | chr3:6949793-6956742 FORWARDnot assigned not assigned COG5022"	cell.organisation	31_1

CUST_7564_PI399408534	2	0.19487572	0.28004646	0.08807087	-0.15691376	-0.08807182	-0.26602173	35_25647	"Cluster: Calcium-binding EF hand family protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Calcium-binding EF hand family"	UniRef90_Q10NP2	CHR2V7|COORD:13785691..13788099| calcium-binding EF hand family protein	AT2G32450.1	CHR03V5|COORD:8658231..8661389|protein calcium ion binding protein, putative, expressed	LOC_Os03g15740.1	no descriptionmoderately similar to ( 384)AT2G32450| Symbols:  | calcium-binding EF hand family protein | chr2:13785691-13788099 FORWARDvery weakly similar to (57.4)SPY_PETHYProbable UDP-N-acetylglucosamine--peptide N-acetylglucosaminyltransferase SPINDLY - Petunia hybrida (Petunia)not assigned not assigned not assigned not assigned not assigned not assigned TPR PilF TadD COG4235 NrfG COG4700	signalling.calcium	30_3

CUST_935_PI403524517	2	-0.14847755	-0.08002663	0.08618927	0.10377121	0.063114166	-0.06311226	35_244	Rep: PZE40 protein - Hordeum vulgare (Barley)	UniRef90_Q06804	CHR3V7|COORD:2889743..2890194| MT2A (METALLOTHIONEIN 2A)	AT3G09390.1	CHR05V5|COORD:583802..584913|protein metallothionein-like protein type 2, putative, expressed	LOC_Os05g02070.4	no descriptionnot assigned Metallothio_2 PRK07003 PRK07764 PRK12323	not assigned.unknown	35_2

CUST_60073_PI403524517	2	0.050915718	0.057926178	-0.03315735	0.015847206	-0.060263634	-0.015847206	35_17123	"Cluster: Hypothetical protein OJ1651_G11.5; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1651_G11.5 - Oryza sativa (japonica cultivar"	UniRef90_Q6L5E0	"CHR1V7|COORD:10268747..10273599| similar to kinase-related [Arabidopsis thaliana] (TAIR:AT1G29370.1); similar to Ubiquitin-associated"	AT1G29350.1	CHR05V5|COORD:28856869..28865112|protein expressed protein	LOC_Os05g50480.1	"no descriptionmoderately similar to ( 222)AT1G29350| Symbols:  | similar to kinase-related [Arabidopsis thaliana] (TAIR:AT1G29370.1); similar to Ubiquitin-associated [Medicago truncatula] (GB:ABE79826.1); contains InterPro domain Apoptosis inhibitory 5; (InterPro:IPR008383); contains InterPro domain Protein of unknown function DUF1296; (InterPro:IPR009719) | chr1:10268747-10273599 REVERSEnot assigned not assigned DUF1296"	not assigned.unknown	35_2

CUST_41302_PI403524517	2	0.2782936	1.0803795	-0.07056713	-0.17444229	-0.25473118	0.07056713	35_11872	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_72617_PI403524517	2	0.16690254	-0.0899086	-0.34073257	0.0715847	-0.0715847	0.21090794	35_20814	Rep: OSIGBa0148A10.9 protein - Oryza sativa (Rice)	UniRef90_Q01K89	"CHR5V7|COORD:22319337..22322802| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G26990.1); similar to ar (GB:CAH70517.1); similar to Os04g0625900"	AT5G54920.1	CHR04V5|COORD:31605024..31609863|protein expressed protein	LOC_Os04g53450.1	no description	not assigned.unknown	35_2

CUST_70710_PI403524517	2	0.06445885	-0.05215645	-0.06225109	0.013204575	-0.013205528	0.035767555	35_20260	"Cluster: Os01g0883200 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0883200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JH51	"CHR1|COORD:7573940..7578945| wound-responsive family protein, similar to wound-responsive protein 14.05 (GI:16506638) (Castanea sativa); ESTs gb T42839 and"	AT1G21610.2	CHR01V5|COORD:38656028..38659444|protein expressed protein	LOC_Os01g66050.1	no descriptionweakly similar to ( 103)AT1G21610| Symbols:  | wound-responsive family protein | chr1:7574093-7578632 FORWARD	stress.abiotic.touch/wounding	20_2_4

CUST_60324_PI403524517	2	-0.3203225	2.3419046	-0.03873539	0.22528982	-1.5911274	0.03873539	35_17195	"Cluster: Saccharopin dehydrogenase-like protein; n=1; Hordeum vulgare subsp. vulgare|Rep: Saccharopin dehydrogenase-like protein - Hordeum vulgare var."	UniRef90_Q8GTD2	CHR4|COORD:15985201..15991541| lysine-ketoglutarate reductase/saccharopine dehydrogenase bifunctional enzyme, identical to lysine-ketoglutarate reductase/saccha	AT4G33150.2	CHR02V5|COORD:33260713..33247232|protein alpha-aminoadipic semialdehyde synthase, putative, expressed	LOC_Os02g54254.1	 no descriptionhighly similar to ( 590)AT4G33150| Symbols: LKR/SDH, LKR, SDH | LKR (SACCHAROPINE DEHYDROGENASE) | chr4:15985482-15991072 REVERSEnot assigned Saccharop_dh LYS9 Saccharop_dh_N 	amino acid metabolism.degradation.aspartate family.lysine	13_2_3_5

CUST_30439_PI403524517	2	0.14441729	-0.013446808	0.013446808	-0.05750084	-0.3465042	0.4708166	35_8787	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_22963_PI403524517	2	0.07188034	-0.37281132	-0.2908764	0.051919937	0.016287804	-0.016287804	35_6668	"Cluster: Putative chlorophyll a/b-binding protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative chlorophyll a/b-binding protein - Oryza sativa (jap"	UniRef90_Q69TB3	CHR1V7|COORD:28734026..28735648| chlorophyll A-B binding family protein	AT1G76570.1	CHR09V5|COORD:7184218..7187146|protein chlorophyll a-b binding protein, chloroplast precursor, putative, expressed	LOC_Os09g12540.1	 no descriptionmoderately similar to ( 351)AT1G76570| Symbols:  | chlorophyll A-B binding family protein | chr1:28734026-28735648 FORWARDweakly similar to ( 199)CB25_NICPLChlorophyll a-b binding protein E, chloroplast precursor - Nicotiana plumbaginifolia (Leadwort-leaved tobacco)Chloroa_b-bind 	PS.lightreaction.photosystem II.LHC-II	1_1_1_1

CUST_679_PI404877155	2	0.076293945	0.07998371	-0.1563015	-0.006968498	-0.13174343	0.0069675446	Contig10635_at	OSJNBa0006A01.21 [Oryza sativa (japonica cultivar-group)]	CAD41566.2	secretory carrier membrane protein (SCAMP) family protein	At1g32050.1	protein SCAMP family, putative	Os02g47010	NONE	transport.misc	34_99

CUST_78374_PI403524517	2	-0.09910393	-0.094753265	0.02567482	-0.02567482	0.09090996	0.06878853	35_22470	Rep: Hypothetical protein - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q8GXH4	"CHR2V7|COORD:9839273..9841496| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G49310.1); similar to Protein of unknown function DUF791 [Medicago"	AT2G23093.1	CHR08V5|COORD:739168..732945|protein expressed protein	LOC_Os08g02190.1	"no descriptionweakly similar to ( 176)AT2G23093| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G49310.1); similar to Protein of unknown function DUF791 [Medicago truncatula] (GB:ABE85757.1); contains InterPro domain Protein of unknown function DUF791; (InterPro:IPR008509) | chr2:9839273-9841496 FORWARDnot assigned"	not assigned.unknown	35_2

CUST_148955_PI403524517	2	0.22163677	1.4753036	-0.16923523	-0.029741287	-0.18517971	0.029740334	35_41671	"Cluster: Hypothetical protein P0408G07.8; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0408G07.8 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q8S0R7	CHR1V7|COORD:21366414..21367502| similar to AMP-dependent synthetase and ligase [Medicago truncatula] (GB:ABE91856.1)	AT1G57680.1	CHR01V5|COORD:38777350..38774537|protein expressed protein	LOC_Os01g66190.2	no descriptionweakly similar to ( 119)AT1G57680| Symbols:  | similar to AMP-dependent synthetase and ligase [Medicago truncatula] (GB:ABE91856.1) | chr1:21366414-21367502 REVERSE	not assigned.unknown	35_2

CUST_17261_PI404877155	2	-0.121790886	-0.06513119	0.3845415	0.12133217	0.052549362	-0.052549362	HT11A18u_at	U2 snRNP auxiliary factor, small subunit [Oryza sativa]	CAA77133.1	U2 snRNP auxiliary factor small subunit, putative	At5g42820.2	protein U2 snRNP auxiliary factor, small subunit	Os05g48960	NONE	RNA.processing	27_1

CUST_32650_PI403524517	2	0.21262074	-0.22315979	0.15040207	-0.064554214	0.06455326	-0.112854004	35_9413	"Cluster: Hypothetical protein OJ1079_F11.33-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1079_F11.33-1 - Oryza sativa (japonica cu"	UniRef90_Q6ZH51	"CHR1V7|COORD:25543073..25544077| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G77770.2); similar to Pm27 [Prunus mume] (GB:BAE48661.1); contains"	AT1G68140.2	CHR02V5|COORD:32489362..32493246|protein expressed protein	LOC_Os02g53110.1	"no descriptionweakly similar to ( 119)AT1G68140| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G77770.2); similar to Pm27 [Prunus mume] (GB:BAE48661.1); contains InterPro domain Protein of unknown function DUF1644; (InterPro:IPR012866) | chr1:25543073-25544077 REVERSEDUF1644"	not assigned.unknown	35_2

CUST_77504_PI403524517	2	0.03324032	0.6303654	0.05960369	-0.16330338	-0.071219444	-0.03324032	35_22211	"Cluster: Os05g0279300 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0279300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DJH6	CHR3V7|COORD:2192875..2194260| tRNA pseudouridine synthase family protein	AT3G06950.1	CHR05V5|COORD:11635894..11627093|protein tRNA pseudouridine synthase A, putative, expressed	LOC_Os05g19954.1	no descriptionmoderately similar to ( 368)AT3G06950| Symbols:  | tRNA pseudouridine synthase family protein | chr3:2192875-2194260 FORWARDnot assigned not assigned not assigned PseudoU_synth_EcTruA truA TruA PRK12434 PseudoU_synth_TruA_like PseudoU_synth_TruA_Archea PseudoU_synth_ScPus3 PseudoU_synth_PUS1_PUS2 PseudoU_synth_1	protein.aa activation.pseudouridylate synthase	29_1_30

CUST_69617_PI403524517	2	0.22422981	-0.081355095	-0.052192688	0.098142624	-0.018751144	0.018752098	35_19920	"Cluster: Somatic embryogenesis receptor-like kinase 2 precursor; n=3; Zea mays|Rep: Somatic embryogenesis receptor-like kinase 2 precursor - Zea mays (Maize)"	UniRef90_Q94IJ4	"CHR1V7|COORD:27022237..27025504| SERK1 (SOMATIC EMBRYOGENESIS RECEPTOR-LIKE KINASE 1); kinase"	AT1G71830.1	CHR04V5|COORD:22653439..22648195|protein BRASSINOSTEROID INSENSITIVE 1-associated receptor kinase 1 precursor, putative, expressed	LOC_Os04g38480.1	" no descriptionhighly similar to ( 726)AT1G71830| Symbols: ATSERK1, SERK1 | SERK1 (SOMATIC EMBRYOGENESIS RECEPTOR-LIKE KINASE 1); kinase | chr1:27022237-27025504 FORWARDmoderately similar to ( 235)PSKR_DAUCAPhytosulfokine receptor precursor - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc PTKc Pkinase_Tyr TyrKc S_TKc Pkinase PTKc_Jak_rpt2 PTKc_InsR_like PTKc_EphR SPS1 PTKc_EGFR_like PTKc_Srm_Brk PTKc_Csk_like PTKc_Met_Ron PTKc_Trk PTKc_Fes_like PTKc_Ack_like PTKc_FGFR PTK_CCK4 PTKc_Syk_like PTKc_Src_like PTKc_Musk PTKc_EphR_B PTKc_EphR_A2 PTKc_Ror PTKc_Abl PTKc_Aatyk PTKc_Tec_like PTKc_Jak2_Jak3_rpt2 PTKc_ALK_LTK PTKc_Fer PTKc_Frk_like PTKc_Axl_like PTKc_Aatyk1_Aatyk3 PTKc_InsR PTKc_Lck_Blk PTKc_EphR_A PTKc_c-ros PTKc_Fes PTKc_Itk PTKc_RET PTKc_Chk PTKc_HER2 PTKc_FGFR3 PTKc_Csk PTKc_FGFR2 PTKc_EGFR PTKc_Lyn PTKc_Tyk2_rpt2 PTKc_TrkA PTK_HER3 PTKc_HER4 PTKc_FGFR4 PTKc_Btk_Bmx PTKc_DDR PTKc_Axl PTKc_FGFR1 PTKc_Tie2 PTKc_IGF-1R PTKc_Ror1 PTKc_Aatyk2 PTKc_Tec_Rlk PTKc_Jak1_rpt2 PTKc_TrkB PTKc_Fyn_Yrk PTKc_Yes PTKc_Src PTK_Ryk PTKc_TrkC PTKc_Tyro3 PTKc_Hck PTKc_PDGFR PTKc_FAK PTKc_DDR2 PTKc_DDR_like PTKc_VEGFR PTKc_DDR1 PTKc_EphR_A10 PTKc_Tie1 PTKc_Zap-70 PTKc_Tie PTK_Jak2_Jak3_rpt1 PTKc_VEGFR3 PTKc_Ror2 PTK_Jak_rpt1 PTKc_CSF-1R PTKc_Syk PTKc_VEGFR2 PTKc_Kit "	protein.postranslational modification.kinase.receptor like cytoplasmatic kinase VII	29_4_1_57

CUST_10393_PI404877155	2	-0.096185684	-0.014950752	0.2439394	-0.28910255	0.04953289	0.014949799	Contig4148_s_at	legumin-like protein [Zea mays]	AAO63266.1	cupin family protein	At2g28680.1	protein legumin-like protein	Os05g02520	legumin-like protein	development.storage proteins	33_1

CUST_170010_PI403524517	2	0.093533516	-0.3299837	-0.067902565	-0.057546616	0.05754757	0.12578869	35_47353	"Cluster: Protease-1 (PRT1) protein, putative; n=3; Pneumocystis carinii|Rep: Protease-1 (PRT1) protein, putative - Pneumocystis carinii"	UniRef90_Q6AHT0	CHR5V7|COORD:22830994..22833388| carbonic anhydrase family protein	AT5G56330.1	CHR09V5|COORD:11335336..11331584|protein transposon protein, putative, CACTA, En/Spm sub-class	LOC_Os09g18490.1	no description	not assigned.unknown	35_2

CUST_100863_PI403524517	2	0.044469833	0.015563011	0.0316391	-0.13740063	-0.0155620575	-0.13367462	35_28785	Rep: OSJNBa0009P12.20 protein - Oryza sativa (Rice)	UniRef90_Q5VSV6	"CHR4V7|COORD:9891438..9892688| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G71940.1); similar to hypothetical protein 23.t00026 [Brassica"	AT4G17790.1	CHR04V5|COORD:29758746..29756150|protein gtk16 protein, putative, expressed	LOC_Os04g50216.1	"no descriptionweakly similar to ( 107)AT4G17790| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G71940.1); similar to hypothetical protein 23.t00026 [Brassica oleracea] (GB:ABD65614.1); contains domain UNCHARACTERIZED (PTHR12677) | chr4:9891438-9892688 FORWARDnot assigned"	not assigned.unknown	35_2

CUST_55134_PI403524517	2	0.107587814	-0.08160782	-0.03312874	-0.010250092	0.010251999	0.1769619	35_15692	"Cluster: Macrophage migration inhibitory factor family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Macrophage migration inhibitory"	UniRef90_Q2RBL5	CHR5V7|COORD:242731..244030| macrophage migration inhibitory factor family protein / MIF family protein	AT5G01650.1	CHR12V5|COORD:410252..412211|protein macrophage migration inhibitory factor, putative, expressed	LOC_Os12g01680.1	no descriptionvery weakly similar to (63.9)AT5G01650| Symbols:  | macrophage migration inhibitory factor family protein / MIF family protein | chr5:242731-244030 REVERSE	not assigned.no ontology	35_1

CUST_118428_PI403524517	2	0.07968712	0.2617998	-0.058921814	-0.04390526	-0.015821457	0.015821457	35_33531	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_83288_PI403524517	2	0.08535814	0.66011477	0.049706936	-0.049706936	-0.33558416	-0.2852111	35_23883	"Cluster: Hypothetical protein OJ1015F07.15; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1015F07.15 - Oryza sativa (japonica cultivar"	UniRef90_Q8S5V2	CHR5V7|COORD:21014817..21015981| hydroxyproline-rich glycoprotein family protein	AT5G51680.1	CHR01V5|COORD:30620790..30623421|protein DNA-directed RNA polymerase II largest subunit, putative, expressed	LOC_Os01g52690.1	no descriptionvery weakly similar to (73.9)AT5G51680| Symbols:  | hydroxyproline-rich glycoprotein family protein | chr5:21014817-21015981 FORWARD	cell wall.cell wall proteins.HRGP	10_5_4

CUST_49235_PI403524517	2	0.06255913	-0.1801815	-0.055828094	-0.008327484	0.11571121	0.008325577	35_14048	"Cluster: PREDICTED: similar to histone 1, H2ai (predicted); n=1; Canis familiaris|Rep: PREDICTED: similar to histone 1, H2ai (predicted) - Canis familiaris"	UniRef90_UPI00005A5824	CHR5V7|COORD:3270479..3270889| histone H3	AT5G10400.1	CHR11V5|COORD:2622185..2621575|protein histone H3, putative, expressed	LOC_Os11g05730.1	no descriptionmoderately similar to ( 262)AT5G65360| Symbols:  | histone H3 | chr5:26137325-26137735 REVERSEmoderately similar to ( 261)H32_WHEATHistone H3.2 - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned H3 HHT1 Histone PRK12323 PRK07003 HPC2 PRK07764 Tymo_45kd_70kd AF-4 DUF566	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_27702_PI403524517	2	-0.15247726	0.053375244	0.106850624	0.09843445	-0.11491203	-0.053375244	35_8011	"Cluster: Os12g0507300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os12g0507300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IN52	"CHR5V7|COORD:22798042..22800363| WRKY2 (WRKY DNA-binding protein 2); transcription factor"	AT5G56270.1	CHR12V5|COORD:19445198..19450073|protein SPF1-like DNA-binding protein, putative, expressed	LOC_Os12g32250.1	no description	not assigned.unknown	35_2

CUST_15219_PI399408534	2	0.11610508	-0.2344408	-0.21326065	0.0067481995	0.010189056	-0.0067481995	35_16001	Rep: CopI - Oryza sativa (Rice)	UniRef90_Q947M8	CHR2V7|COORD:13985077..13990359| COP1 (CONSTITUTIVE PHOTOMORPHOGENIC 1)	AT2G32950.1	CHR02V5|COORD:32527714..32522170|protein ubiquitin ligase protein COP1, putative, expressed	LOC_Os02g53140.1	 no descriptionhighly similar to ( 683)AT2G32950| Symbols: ATCOP1, DET340, FUS1, EMB168, COP1 | COP1 (CONSTITUTIVE PHOTOMORPHOGENIC 1) | chr2:13985077-13990359 FORWARDhighly similar to ( 656)COP1_PEAE3 ubiquitin-protein ligase COP1 - Pisum sativum (Garden pea)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned WD40 COG2319 	signalling.light	30_11

CUST_257_PI399407379	2	-0.0011711121	0.09432411	0.0011720657	-0.047198296	-0.13720798	0.07996559	HvHK4									

CUST_9500_PI404877155	2	0.009529114	0.027849197	0.06997299	-0.009531021	-0.037403107	-0.06558609	Contig326_x_at	dnaK-type molecular chaperone hsp70 - rice (fragment)	S53126	heat shock cognate 70 kDa protein 1 (HSC70-1) (HSP70-1)	At5g02500.1	protein dnaK-type molecular chaperone hsp70 - rice (fragment)	Os11g47760	non-cell-autonomous heat shock cognate protein 70	stress.abiotic.heat	20_2_1

CUST_111290_PI403524517	2	0.17077446	0.3563037	0.31682014	-0.17077446	-0.33822966	-0.3465953	35_31601	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_163157_PI403524517	2	0.018654346	0.21152735	0.16671515	-0.018654346	-0.38406563	-0.2078166	35_45502	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_17133_PI403524517	2	0.16880703	-0.5641031	-0.009692192	-0.058353424	0.060088158	0.009691238	35_4954	"Cluster: Signal peptidase I family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Signal peptidase I family protein, expressed - Oryza sat"	UniRef90_Q2R135	CHR1V7|COORD:19981917..19983446| signal peptidase I family protein	AT1G53530.1	CHR11V5|COORD:23668297..23665106|protein mitochondrial inner membrane protease subunit 1, putative, expressed	LOC_Os11g40500.3	no descriptionvery weakly similar to (88.6)AT1G53530| Symbols:  | signal peptidase I family protein | chr1:19982156-19983446 FORWARDnot assigned not assigned	protein.targeting.secretory pathway.unspecified	29_3_4_99

CUST_43355_PI403524517	2	0.024196625	0.121198654	-0.10704899	0.0056843758	-0.0056843758	-0.17456055	35_12448	"Cluster: Putative F-box protein Fbl2; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative F-box protein Fbl2 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69X07	0	0	CHR06V5|COORD:24032676..24035844|protein EIN3-binding F-box protein 1, putative, expressed	LOC_Os06g40360.2	no description	not assigned.unknown	35_2

CUST_152631_PI403524517	2	0.015245438	-0.08882809	-0.07044983	-0.015245438	0.10313892	0.037182808	35_42661	"Cluster: Hypothetical protein P0529H11.3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0529H11.3 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q5N7A7	CHR3V7|COORD:20017076..20018998| phosphatidic acid phosphatase-related / PAP2-related	AT3G54020.1	CHR05V5|COORD:22136431..22131383|protein expressed protein	LOC_Os05g37910.1	no descriptionmoderately similar to ( 212)AT3G54020| Symbols:  | phosphatidic acid phosphatase-related / PAP2-related | chr3:20017076-20018998 FORWARDnot assigned	not assigned.unknown	35_2

CUST_168552_PI403524517	2	0.21704865	0.033169746	-0.0656271	-0.075922966	-0.033168793	0.10842514	35_46941	"Cluster: Hypothetical protein OJ1003_A09.25; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1003_A09.25 - Oryza sativa (japonica cultiv"	UniRef90_Q6YZV5	"CHR4V7|COORD:15202360..15203157| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G10580.1); similar to Os09g0494600 [Oryza sativa (japonica"	AT4G31330.1	CHR08V5|COORD:25776547..25777831|protein expressed protein	LOC_Os08g40940.1	"no descriptionweakly similar to ( 188)AT4G31330| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G10580.1); similar to Os09g0494600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001063551.1); similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:BAC55679.1); similar to Os08g0521000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001062272.1); contains InterPro domain Protein of unknown function DUF599; (InterPro:IPR006747) | chr4:15202360-15203157 FORWARDDUF599"	not assigned.unknown	35_2

CUST_15236_PI403524517	2	0.09226799	0.2543459	0.009266853	-0.05186081	-0.12933826	-0.009267807	35_4391	"Cluster: Hypothetical protein P0547F09.8-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0547F09.8-1 - Oryza sativa (japonica"	UniRef90_Q653Y3	CHR1V7|COORD:1509351..1510248| similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD45491.1)	AT1G05205.1	CHR06V5|COORD:28370714..28367889|protein expressed protein	LOC_Os06g46700.1	no descriptionvery weakly similar to (88.2)AT1G05205| Symbols:  | similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD45491.1) | chr1:1509351-1510248 REVERSE	not assigned.unknown	35_2

CUST_12826_PI399408534	2	-0.023509026	-0.05035019	0.071100235	0.054302216	0.023509026	-0.18644333	35_37421	"Cluster: GTP-binding protein, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: GTP-binding protein, putative, expressed - Oryza sativa (jap"	UniRef90_Q33B74	CHR5V7|COORD:3093273..3094933| ATP binding / GTP binding / transcription factor binding	AT5G09910.1	CHR10V5|COORD:2167342..2162756|protein RAB, member of RAS oncogene family-like 3, putative, expressed	LOC_Os10g04580.2	no descriptionvery weakly similar to (79.3)AT5G64813| Symbols:  | GTP-binding protein-related | chr5:25928062-25929851 FORWARDRabL3	signalling.G-proteins	30_5

CUST_139908_PI403524517	2	-0.25505257	0.2023983	0.46956348	-0.2023983	0.6729264	-0.41122007	35_39235	"Cluster: Hypothetical protein OJ1343_D04.101; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1343_D04.101 - Oryza sativa (japonica cult"	UniRef90_Q8LIE2	"CHR1V7|COORD:5675918..5678679| SR45 (arginine/serine-rich 45); RNA binding"	AT1G16610.1	CHR07V5|COORD:27968616..27967996|protein expressed protein	LOC_Os07g46800.1	no description	not assigned.unknown	35_2

CUST_427_PI404877155	2	0.15980244	0.5912571	-0.0036392212	-0.2706833	-0.2225008	0.0036382675	Contig10342_at	allergen V5/Tpx-1-related family protein [Arabidopsis thaliana] dbj|BAB10935.1| unnamed protein product [Arabidopsis thaliana]	NP_201460.1	allergen V5/Tpx-1-related family protein	At5g66590.1	protein putative pistil-specific protein	Os03g52300	"pistil-specific; similar to PR-1 proteins, Swiss-Prot Accession Number P11670"	stress.abiotic.unspecified	20_2_99

CUST_48666_PI403524517	2	-0.07215977	0.5045147	-0.13614845	0.030229568	0.10541153	-0.030228615	35_13898	0	0	CHR3V7|COORD:8063070..8064482| leucine-rich repeat family protein / extensin family protein	AT3G22800.1	0	0	no description	not assigned.unknown	35_2

CUST_27860_PI403524517	2	0.12017536	-0.4474697	-0.24002075	0.02137947	0.13757324	-0.021380424	35_8056	Rep: Cellulose synthase-like A2 - Oryza sativa (japonica cultivar-group)	UniRef90_Q7PC67	"CHR5V7|COORD:985909..990086| ATCSLA09 (RESISTANT TO AGROBACTERIUM TRANSFORMATION 4); transferase, transferring glycosyl groups"	AT5G03760.1	"CHR10V5|COORD:13569451..13564752|protein CSLA2 - cellulose synthase-like family A; mannan synthase, expressed"	LOC_Os10g26630.1	" no descriptionmoderately similar to ( 393)AT5G03760| Symbols: CSLA09, ATCSLA9, CSLA9, RAT4, ATCSLA09 | ATCSLA09 (RESISTANT TO AGROBACTERIUM TRANSFORMATION 4); transferase, transferring glycosyl groups | chr5:985909-990086 REVERSECOG1215 PRK11204 "	cell wall.cellulose synthesis	10_2

CUST_21439_PI403524517	2	-2.5177002E-4	0.0828228	-0.04222107	-0.048988342	2.5177002E-4	0.06491566	35_6223	"Cluster: Os03g0669600 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os03g0669600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DPQ9	"CHR1V7|COORD:28595391..28596051| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G20460.1); similar to Os03g0227500 [Oryza sativa (japonica"	AT1G76185.1	CHR03V5|COORD:26369606..26371420|protein expressed protein	LOC_Os03g46681.1	"no descriptionvery weakly similar to (52.4)AT1G76185| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G20460.1); similar to Os03g0227500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001049446.1); similar to Os03g0669600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001050865.1) | chr1:28595391-28596051 FORWARD"	not assigned.unknown	35_2

CUST_59244_PI403524517	2	-0.04018402	-0.12014675	0.10299015	0.04018402	0.08122349	-0.08627987	35_16894	"Cluster: Putative ribose-5-phosphate isomerase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative ribose-5-phosphate isomerase - Oryza sativa (japonica"	UniRef90_Q6ZEZ2	CHR3V7|COORD:1313371..1314201| ribose 5-phosphate isomerase-related	AT3G04790.1	CHR07V5|COORD:4068434..4066302|protein ribose-5-phosphate isomerase, putative, expressed	LOC_Os07g08030.1	no descriptionmoderately similar to ( 345)AT3G04790| Symbols:  | ribose 5-phosphate isomerase-related | chr3:1313371-1314201 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned RPI_A RpiA PRK00702 Rib_5-P_isom_A PRK12323 Tymo_45kd_70kd PRK12678 Atrophin-1 TT_ORF1 DUF1421 PRK07764 PRK07003 IER Extensin_2 HPC2	OPP.non-reductive PP.ribose 5-phosphate isomerase	7_2_4

CUST_82880_PI403524517	2	-0.07959938	0.26443577	0.066978455	-0.11757469	0.06804752	-0.0669775	35_23766	"Cluster: RWD domain containing protein, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: RWD domain containing protein, expressed - Oryza sativa (jap"	UniRef90_Q2R2G6	CHR3V7|COORD:22296346..22298357| RWD domain-containing protein	AT3G60300.1	CHR11V5|COORD:20554887..20549607|protein ubiquitin-protein ligase/ zinc ion binding protein, putative, expressed	LOC_Os11g35870.1	no descriptionmoderately similar to ( 230)AT3G60300| Symbols:  | RWD domain-containing protein | chr3:22296346-22298357 FORWARDnot assigned RWD RWD	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_149739_PI403524517	2	0.22707987	0.34025478	0.013143539	-0.41270018	-0.4358368	-0.013143063	35_41891	0	0	CHR4V7|COORD:11844518..11846488| Encodes a Protease inhibitor/seed storage/LTP family protein	AT4G22485.1	0	0	no description	not assigned.unknown	35_2

CUST_59724_PI403524517	2	0.11146641	-0.14776516	-0.1627407	0.05420971	-0.00942421	0.009425163	35_17028	"Cluster: Putative aminopeptidase MAP1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative aminopeptidase MAP1 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z6H2	"CHR4V7|COORD:17455169..17457079| MAP1D (METHIONINE AMINOPEPTIDASE 1D); metalloexopeptidase"	AT4G37040.1	CHR02V5|COORD:32079700..32075413|protein methionine aminopeptidase 1B, chloroplast precursor, putative, expressed	LOC_Os02g52420.2	"no descriptionweakly similar to ( 187)AT4G37040| Symbols: MAP1D | MAP1D (METHIONINE AMINOPEPTIDASE 1D); metalloexopeptidase | chr4:17455169-17457079 FORWARDnot assigned not assigned MetAP1 PRK05716 PRK12896 Map PRK12318 Peptidase_M24 PRK07281 PRK12897 PRK08671 APP_MetAP MetAP2 PepP APP-like"	protein.degradation.metalloprotease	29_5_7

CUST_169280_PI403524517	2	0.22270298	2.861023E-4	0.15372086	-2.861023E-4	-0.4444294	-0.3405981	35_47147	Rep: Hypothetical protein OSJNBb0072E24.8 - Oryza sativa (Rice)	UniRef90_Q9AUJ8	"CHR5V7|COORD:2158432..2166005| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G20010.2); similar to unknown protein [Oryza sativa (japonica cultivar"	AT5G06970.1	CHR03V5|COORD:27187610..27200141|protein expressed protein	LOC_Os03g47930.1	"no descriptionmoderately similar to ( 261)AT5G06970| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G20010.2); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAP68377.1); similar to Protein of unknown function DUF810 [Medicago truncatula] (GB:ABE85501.1); similar to unknown protein [Oryza sativa] (GB:AAK14418.1); contains InterPro domain Protein of unknown function DUF810; (InterPro:IPR008528) | chr5:2158432-2166005 REVERSEDUF810"	not assigned.unknown	35_2

CUST_1975_PI399408534	2	-0.29461956	-0.14899063	0.025968552	0.11186218	0.0409441	-0.025969505	35_7427	"Cluster: Hypothetical protein P0483D07.7; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0483D07.7 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6F2Z7	CHR5V7|COORD:9004401..9005505| zinc finger (GATA type) family protein	AT5G25830.1	CHR05V5|COORD:25749263..25751416|protein GATA transcription factor 13, putative, expressed	LOC_Os05g44400.1	no descriptionweakly similar to ( 104)AT5G25830| Symbols:  | zinc finger (GATA type) family protein | chr5:9004401-9005505 REVERSEPRK07764 PRK07003 PRK12323	RNA.regulation of transcription.C2C2(Zn) GATA transcription factor family	27_3_9

CUST_112705_PI403524517	2	0.13350296	0.01809311	0.06437969	-0.23774052	-0.018092155	-0.20045948	35_31990	"Cluster: Os08g0499100 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os08g0499100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J4Q5	CHR5V7|COORD:22772097..22775018| nucleoside-triphosphatase/ nucleotide binding / transmembrane receptor	AT5G56220.1	CHR08V5|COORD:24500565..24504351|protein expressed protein	LOC_Os08g38970.1	no descriptionweakly similar to ( 197)AT5G56220| Symbols:  | nucleoside-triphosphatase/ nucleotide binding / transmembrane receptor | chr5:22772097-22775018 FORWARD	not assigned.unknown	35_2

CUST_3266_PI399408534	2	-0.357234	0.38455486	0.1482935	-0.14829445	0.24784279	-0.44263077	35_28467	"Cluster: Putative response regulator 9; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative response regulator 9 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6H805	"CHR2V7|COORD:10731569..10734040| ARR12 (ARABIDOPSIS RESPONSE REGULATOR 12); transcription factor/ two-component response regulator"	AT2G25180.1	CHR02V5|COORD:4578360..4573803|protein two-component response regulator ARR12, putative, expressed	LOC_Os02g08500.1	"no descriptionweakly similar to ( 117)AT2G25180| Symbols: ARR12 | ARR12 (ARABIDOPSIS RESPONSE REGULATOR 12); transcription factor/ two-component response regulator | chr2:10731569-10734040 REVERSE"	RNA.regulation of transcription.G2-like transcription factor family, GARP	27_3_20

CUST_114891_PI403524517	2	-0.58437204	0.8645592	0.24985504	-0.13666296	-0.23921442	0.13666344	35_32601	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_103843_PI403524517	2	-0.043842316	-0.04506874	0.52046394	0.27132416	-0.02425766	0.024256706	35_29604	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_21975_PI399408534	2	0.7217102	1.0938902	-0.18704653	0.187047	-0.45440865	-0.44410753	35_920	"Cluster: Putative phi-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative phi-1 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z7W3	CHR1V7|COORD:12852067..12852996| PHI-1 (PHOSPHATE-INDUCED 1)	AT1G35140.1	CHR02V5|COORD:31845490..31846777|protein phi-1-like phosphate-induced protein, putative, expressed	LOC_Os02g52040.1	no descriptionweakly similar to ( 175)AT1G35140| Symbols: PHI-1 | PHI-1 (PHOSPHATE-INDUCED 1) | chr1:12852067-12852996 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Phi_1 PRK12323 APC_basic PRK07003 PRK07764 HPC2 DUF1509 Atrophin-1 DUF566	signalling.in sugar and nutrient physiology	30_1

CUST_77768_PI403524517	2	0.039431572	-0.4732952	-0.116913795	0.09305954	0.047009468	-0.039432526	35_22293	"Cluster: Os04g0498800 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os04g0498800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JC08	"CHR2V7|COORD:1117592..1120358| CDC48B; ATPase"	AT2G03670.1	CHR04V5|COORD:24712990..24716977|protein cell division control protein 48 homolog B, putative, expressed	LOC_Os04g42110.1	"no descriptionmoderately similar to ( 236)AT2G03670| Symbols: CDC48B | CDC48B; ATPase | chr2:1117592-1120358 FORWARDweakly similar to ( 136)CDC48_SOYBNCell division cycle protein 48 homolog - Glycine max (Soybean)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK03992 SpoVK RPT1 AAA HflB hflB COG1223"	protein.degradation.ubiquitin.proteasom	29_5_11_20

CUST_1257_PI399408534	2	0.14301968	1.2922287E-4	0.013020992	-0.035761356	-0.32567978	-1.296997E-4	35_26320	"Cluster: SNF2-related; Chromo; DEAD/DEAH box helicase, N-terminal; DNA-directed RNA polymerase, subunit beta-prime; n=1; Medicago truncatula|Rep: SNF2-related;"	UniRef90_Q1SJG5	"CHR2V7|COORD:5551683..5562625| CHR5 (chromatin remodeling 5); ATP binding / DNA binding / chromatin binding / helicase"	AT2G13370.1	CHR07V5|COORD:27831876..27824101|protein chromodomain-helicase-DNA-binding protein, putative, expressed	LOC_Os07g46590.1	"no descriptionmoderately similar to ( 218)AT2G13370| Symbols: CHR5 | CHR5 (chromatin remodeling 5); ATP binding / DNA binding / chromatin binding / helicase | chr2:5551683-5562625 REVERSEvery weakly similar to (94.0)ISW2_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned SNF2_N HepA DEXHc DEXDc"	RNA.regulation of transcription.Chromatin Remodeling Factors	27_3_44

CUST_166125_PI403524517	2	-0.6063137	-0.4375515	0.6529527	0.48835278	-0.15624428	0.15624475	35_46282	"Cluster: Pleiotropic drug resistance protein 4; n=2; Oryza sativa|Rep: Pleiotropic drug resistance protein 4 - Oryza sativa (Rice)"	UniRef90_Q8GU89	"CHR1V7|COORD:5331988..5338170| ATPDR12/PDR12 (PLEIOTROPIC DRUG RESISTANCE 12); ATPase, coupled to transmembrane movement of substances"	AT1G15520.1	CHR01V5|COORD:24441991..24433928|protein PDR5-like ABC transporter, putative, expressed	LOC_Os01g42410.1	" no descriptionweakly similar to ( 126)AT1G15520| Symbols: PDR12, ATPDR12 | ATPDR12/PDR12 (PLEIOTROPIC DRUG RESISTANCE 12); ATPase, coupled to transmembrane movement of substances | chr1:5331988-5338170 REVERSEmoderately similar to ( 231)PDR4_ORYSAnot assigned PDR_assoc "	transport.ABC transporters and multidrug resistance systems	34_16

CUST_18491_PI403524517	2	0.03536892	0.15104294	-0.035367966	-0.14747143	0.039805412	-0.12024021	35_5345	"Cluster: Os01g0748000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0748000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JJC7	CHR1V7|COORD:19802939..19806109| dynamin family protein	AT1G53140.1	CHR01V5|COORD:31639762..31635092|protein ATP binding protein, putative, expressed	LOC_Os01g54420.1	no descriptionhighly similar to ( 729)AT1G53140| Symbols:  | dynamin family protein | chr1:19802939-19806109 FORWARDnot assigned not assigned not assigned Dynamin_N DYNc	misc.dynamin	26_17

CUST_9904_PI399408534	2	-0.19454384	0.030981064	0.054341316	-0.03098011	0.035245895	-0.18638134	35_17992	"Cluster: Putative ABA-responsive protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ABA-responsive protein - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6YUX5	CHR1V7|COORD:28011770..28012817| ATHVA22A (Arabidopsis thaliana HVA22 homologue A)	AT1G74520.1	CHR02V5|COORD:31401276..31403716|protein HVA22-like protein a, putative, expressed	LOC_Os02g51290.1	no descriptionmoderately similar to ( 220)AT1G74520| Symbols: ATHVA22A | ATHVA22A (Arabidopsis thaliana HVA22 homologue A) | chr1:28011770-28012817 REVERSEweakly similar to ( 109)HVA22_HORVUProtein HVA22 - Hordeum vulgare (Barley)not assigned not assigned TB2_DP1_HVA22 YOP1	hormone metabolism.abscisic acid.induced-regulated-responsive-activated	17_1_3

CUST_24207_PI403524517	2	-0.23104763	-0.40180588	-0.0068950653	0.23459435	0.042678833	0.0068950653	35_7026	"Cluster: Lipase-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Lipase-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ZLH2	"CHR1V7|COORD:18455911..18457825| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G19540.1); similar to Protein of unknown function DUF620 [Medicago"	AT1G49840.1	CHR07V5|COORD:24088031..24085625|protein expressed protein	LOC_Os07g40150.1	"no descriptionmoderately similar to ( 237)AT1G49840| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G19540.1); similar to Protein of unknown function DUF620 [Medicago truncatula] (GB:ABD33276.1); contains InterPro domain Protein of unknown function DUF620; (InterPro:IPR006873) | chr1:18455911-18457825 FORWARDnot assigned not assigned DUF620 PRK12323 TT_ORF1"	not assigned.unknown	35_2

CUST_31033_PI403524517	2	0.19408178	-0.1954565	-0.1287198	0.10582018	0.013726234	-0.013726711	35_8957	"Cluster: P0497A05.3 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: P0497A05.3 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8LIW8	CHR5V7|COORD:25366269..25370125| tetratricopeptide repeat (TPR)-containing protein	AT5G63200.1	CHR01V5|COORD:39800687..39794145|protein TPR Domain containing protein, expressed	LOC_Os01g67920.2	no descriptionvery weakly similar to (58.2)AT5G63200| Symbols:  | tetratricopeptide repeat (TPR)-containing protein | chr5:25366269-25370125 FORWARD	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_15279_PI404877155	2	-0.4143343	5.350113E-4	0.3595667	0.38413525	-0.505682	-5.350113E-4	Contig9141_at	putative glycerophosphoryl diester phosphodiesterase [Oryza sativa (japonica cultivar-group)] dbj|BAB92381.1| putative glycerophosphoryl die	NP_916241.1	glycerophosphoryl diester phosphodiesterase family protein	At5g08030.1	protein putative phosphodiesterase family	Os03g40670	"glycerophosphoryl diester phosphodiesterase family protein, low similarity to glycerophosphodiester phosphodiesterase (Borrelia hermsii) GI:1399038; contains Pfam profile PF03009: Glycerophosphoryl diester phosphodiesterase family"	lipid metabolism.lipid degradation.lysophospholipases	11_9_3

CUST_19448_PI403524517	2	-0.038149834	0.3148451	0.025156021	-0.32153225	-8.735657E-4	8.735657E-4	35_5635	"Cluster: Resistance protein, putative; n=1; Oryza sativa (japonica cultivar-group)|Rep: Resistance protein, putative - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QZG2	CHR3V7|COORD:2226250..2229030| RPM1 (RESISTANCE TO P. SYRINGAE PV MACULICOLA 1)	AT3G07040.1	CHR11V5|COORD:27400653..27402236|protein conserved hypothetical protein	LOC_Os11g46100.1	no description	not assigned.unknown	35_2

CUST_16615_PI404877155	2	0.32650423	-0.56007767	0.0021748543	0.4898529	-0.044172764	-0.002175331	HC108B04_SK_at	PHD finger family protein [Arabidopsis thaliana]	NP_197668.2	PHD finger family protein	At5g22760.1	protein expressed protein	Os11g05130	NONE	RNA.regulation of transcription.putative DNA-binding protein	27_3_67

CUST_119703_PI403524517	2	0.061107635	-1.0120068	-0.3657837	0.16192913	0.25030708	-0.06110668	35_33861	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_6696_PI403524517	2	-0.01416111	-0.24450588	-0.088033676	0.105101585	0.041848183	0.01416111	35_1859	"Cluster: Putative rubisco subunit binding-protein alpha subunit; n=4; Oryza sativa (japonica cultivar-group)|Rep: Putative rubisco subunit binding-protein alpha"	UniRef90_Q7X9A7	"CHR2V7|COORD:11933680..11936261| CPN60A (chloroplast / 60 kDa chaperonin alpha subunit); ATP binding / protein binding / unfolded protein binding"	AT2G28000.1	CHR03V5|COORD:36223879..36220016|protein ruBisCO large subunit-binding protein subunit alpha, chloroplast precursor, putative, expressed	LOC_Os03g64210.1	" no descriptionhighly similar to ( 827)AT2G28000| Symbols: CH-CPN60A, SLP, CPN60A | CPN60A (chloroplast / 60 kDa chaperonin alpha subunit); ATP binding / protein binding / unfolded protein binding | chr2:11933680-11936261 FORWARDhighly similar to ( 863)RUBA_PEARuBisCO large subunit-binding protein subunit alpha, chloroplast precursor - Pisum sativum (Garden pea)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned GroEL groEL groEL groEL groEL groEL groEL GroL Cpn60_TCP1 chaperonin_type_I_II chaperonin_like cpn60 TCP1_theta TCP1_alpha TCP1_delta TCP1_eta TCP1_beta TCP1_gamma TCP1_epsilon TCP1_zeta Drf_FH1 PRK12323 Atrophin-1 PRK07764 "	protein.folding	29_6

CUST_4901_PI403524517	2	0.08821869	-0.06090164	0.045315742	-0.016703606	-0.034932137	0.01670456	35_1353	"Cluster: Os05g0297900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0297900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DJD8	CHR1V7|COORD:19594281..19596155| signal peptidase, putative	AT1G52600.1	CHR06V5|COORD:9261241..9255962|protein microsomal signal peptidase 21 kDa subunit, putative, expressed	LOC_Os06g16260.1	 no descriptionmoderately similar to ( 317)AT1G52600| Symbols:  | signal peptidase, putative | chr1:19594281-19596155 FORWARDnot assigned Peptidase_S24 	protein.targeting.secretory pathway.unspecified	29_3_4_99

CUST_152819_PI403524517	2	0.15779972	0.10424471	-0.14007044	-0.1377263	-0.10424423	1.2936397	35_42714	0	0	CHR5V7|COORD:2474817..2479023| formin homology 2 domain-containing protein / FH2 domain-containing protein	AT5G07770.1	0	0	no description	not assigned.unknown	35_2

CUST_17097_PI404877155	2	0.015300751	-0.7645798	-0.35833168	0.3040638	-0.015299797	0.07229042	HS17L12u_x_at	alcohol dehydrogenase [Hordeum vulgare subsp. vulgare]	AAK49116.1	alcohol dehydrogenase (ADH)	At1g77120.1	protein alcohol dehydrogenase I	Os11g10480	alcohol dehydrogenase	fermentation.ADH	5_03

CUST_134641_PI403524517	2	-0.12830067	0.11551094	0.015170097	-0.072218895	0.02077961	-0.015170097	35_37775	"Cluster: Putative TNP-like transposable element; n=2; Sorghum bicolor|Rep: Putative TNP-like transposable element - Sorghum bicolor (Sorghum) (Sorghum vulgare)"	UniRef90_Q8LK03		0	CHR10V5|COORD:9946497..9941426|protein transposon protein, putative, CACTA, En/Spm sub-class	LOC_Os10g20430.1	no description	not assigned.unknown	35_2

CUST_6258_PI403524517	2	-0.23794794	0.3050537	0.083521366	0.15373707	-0.20624304	-0.083521366	35_1734	"Cluster: Monoglyceride lipase isoform 2-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Monoglyceride lipase isoform 2-like - Oryza sativa (japonica cult"	UniRef90_Q4VWY7	CHR5V7|COORD:3745070..3746817| hydrolase, alpha/beta fold family protein	AT5G11650.1	CHR01V5|COORD:5391216..5386541|protein monoglyceride lipase, putative, expressed	LOC_Os01g10250.1	 no descriptionmoderately similar to ( 412)AT5G11650| Symbols:  | hydrolase, alpha/beta fold family protein | chr5:3745070-3746817 FORWARDnot assigned not assigned not assigned not assigned not assigned PldB MhpC Abhydrolase_1 COG1647 PRK10749 COG1073 	not assigned.no ontology	35_1

CUST_8210_PI404877155	2	0.113759995	-0.53662777	-0.20932388	0.17955875	-0.02470684	0.02470684	Contig24175_at	transporter-related [Arabidopsis thaliana]	NP_181341.2	15929805|transporter-related	At2g38060.1	protein Major Facilitator Superfamily, putative	Os05g37820	transporter - related	transport.phosphate	34_7

CUST_39837_PI403524517	2	-0.05777836	-0.5781603	-0.21836376	0.20650482	0.33959484	0.057777405	35_11461	"Cluster: Os12g0574700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os12g0574700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IME4	CHR3V7|COORD:20610998..20613052| lectin protein kinase, putative	AT3G55550.1	CHR12V5|COORD:23686084..23683489|protein lectin-like receptor kinase 7, putative, expressed	LOC_Os12g38610.1	 no descriptionmoderately similar to ( 210)AT3G55550| Symbols:  | lectin protein kinase, putative | chr3:20610998-20613052 REVERSEweakly similar to ( 112)NORK_PEANodulation receptor kinase precursor - Pisum sativum (Garden pea)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 S_TKc Pkinase S_TKc PRK07764 PRK07003 Atrophin-1 Extensin_2 Drf_FH1 PRK05648 Pkinase_Tyr PTKc TyrKc DUF1421 PTKc_Csk_like FAP HPC2 PRK08770 PRK10263 TT_ORF1 PRK08853 PTKc_Lck_Blk PTKc_EphR SPS1 PTKc_Chk PTKc_Hck PTKc_Src_like PTKc_Jak_rpt2 PTKc_Csk PTKc_Fyn_Yrk PRK10819 PTKc_Yes DUF1509 GRASP55_65 PTKc_Srm_Brk Totivirus_coat PTKc_Src Tymo_45kd_70kd PTKc_InsR_like PTKc_EphR_B DedD PTKc_EphR_A PTKc_Frk_like PTKc_Lyn Herpes_BLLF1 PTKc_EphR_A2 APC_basic PTKc_Tyk2_rpt2 PRK00708 PTKc_FGFR Pneumo_att_G tatB PTKc_Btk_Bmx Gag_spuma DUF605 PRK11633 COG5373 TonB PRK12372 PTKc_Zap-70 PTKc_Ack_like AF-4 PTKc_RET 	misc.myrosinases-lectin-jacalin	26_16

CUST_17426_PI404877155	2	-0.54249763	0.31507778	0.29078388	0.15662003	-0.20145702	-0.15662003	HU11F22u_s_at	0	NP_196133.3	transcription elongation factor-related	At5g05140.1	protein expressed protein	Os05g34210	"1.1_bZIP   T00782 TAF(II) 135;"	RNA.regulation of transcription.unclassified	27_3_99

CUST_69242_PI403524517	2	0.13129902	-0.19712448	0.0044984818	0.042886734	-0.0044984818	-0.015536308	35_19810	"Cluster: Putative WD repeat domain 5 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative WD repeat domain 5 protein - Oryza sativa (japonica cult"	UniRef90_Q6YTU7	CHR4V7|COORD:1207759..1209066| transducin family protein / WD-40 repeat family protein	AT4G02730.1	CHR07V5|COORD:23090196..23092766|protein expressed protein	LOC_Os07g38430.1	no descriptionmoderately similar to ( 407)AT4G02730| Symbols:  | transducin family protein / WD-40 repeat family protein | chr4:1207759-1209066 FORWARDvery weakly similar to ( 100)GBLP_CHLREGuanine nucleotide-binding protein subunit beta-like protein - Chlamydomonas reinhardtiinot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned WD40 COG2319 PRK07003 PRK12323 Herpes_BLLF1 WD40 WD40 PRK07764 PRK05648 Pneumo_att_G PRK00708 Atrophin-1 AF-4 HPC2	not assigned.no ontology	35_1

CUST_28050_PI399408534	2	0.20286083	0.3346529	-0.20286083	-0.3122282	-0.3578577	0.40023518	35_16820	Rep: P-type ATPase - Hordeum vulgare (Barley)	UniRef90_Q94IM5	CHR5|COORD:23126698..23134770| calcium-transporting ATPase 8, plasma membrane-type / Ca(2+)-ATPase isoform 8 (ACA8), identical to calcium-transporting ATPase 8,	AT5G57110.2	CHR04V5|COORD:30365210..30353014|protein calcium-transporting ATPase 9, plasma membrane-type, putative, expressed	LOC_Os04g51610.1	" no descriptionhighly similar to ( 921)AT5G57110| Symbols: AT-ACA8 | ACA8 (AUTOINHIBITED CA2+ -ATPASE, ISOFORM 8); calmodulin binding | chr5:23126955-23134083 REVERSEhighly similar to ( 591)ACA1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned MgtA PRK10517 ZntA KdpB PRK01122 zntA Cation_ATPase_C PRK10671 E1-E2_ATPase Hydrolase "	signalling.calcium	30_3

CUST_23633_PI399408534	2	-0.7544737	-0.65536785	0.59218884	0.068837166	0.3096199	-0.068837166	35_3539	"Cluster: Cytochrome P450 74A1, chloroplast precursor; n=2; Oryza sativa|Rep: Cytochrome P450 74A1, chloroplast precursor - Oryza sativa (Rice)"	UniRef90_Q7Y0C8	"CHR5V7|COORD:17115031..17116587| AOS (ALLENE OXIDE SYNTHASE); hydro-lyase/ oxygen binding"	AT5G42650.1	CHR03V5|COORD:31705926..31703932|protein cytochrome P450 74A1, chloroplast precursor, putative, expressed	LOC_Os03g55800.1	" no descriptionmoderately similar to ( 378)AT5G42650| Symbols: CYP74A, AOS | AOS (ALLENE OXIDE SYNTHASE); hydro-lyase/ oxygen binding | chr5:17115031-17116587 REVERSEmoderately similar to ( 487)C74A1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned p450 CypX PRK12678 PRK07764 PRK12323 PRK07003 APC_basic "	hormone metabolism.jasmonate.synthesis-degradation.allene oxidase synthase	17_7_1_3

CUST_15152_PI404877155	2	0.040657997	0.35380554	-0.02537918	-0.046500206	-0.09760189	0.025378227	Contig9019_at	receptor like protein [Oryza sativa (japonica cultivar-group)]	BAC98658.1	PHD finger family protein / bromo-adjacent homology (BAH) domain-containing protein	At4g22140.1	protein BAH domain, putative	Os09g21770	receptor like protein	RNA.regulation of transcription.PHD finger transcription factor	27_3_63

CUST_116866_PI403524517	2	0.08424187	-0.20766735	-0.017632484	0.011245728	-0.011246681	0.07583141	35_33126	"Cluster: Os05g0127400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0127400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DL26	CHR3V7|COORD:2710408..2711817| DNAJ heat shock protein, putative	AT3G08910.1	CHR05V5|COORD:1531459..1535277|protein dnaJ homolog subfamily B member 13, putative, expressed	LOC_Os05g03630.1	 no descriptionvery weakly similar to (54.7)AT3G08910| Symbols:  | DNAJ heat shock protein, putative | chr3:2710408-2711817 REVERSE	stress.abiotic.heat	20_2_1

CUST_38168_PI403524517	2	0.1644907	0.5310774	0.2242589	-0.16449118	-0.18342018	-0.2074461	35_10982	"Cluster: GRV2; heat shock protein binding / unfolded protein binding; n=1; Arabidopsis thaliana|Rep: GRV2; heat shock protein binding / unfolded protein binding"	UniRef90_UPI000034EDA4	"CHR2V7|COORD:11469405..11480919| GRV2 (KATAMARI2); binding / heat shock protein binding"	AT2G26890.1	CHR10V5|COORD:22546265..22531651|protein GRV2, putative, expressed	LOC_Os10g42439.1	" no descriptionmoderately similar to ( 414)AT2G26890| Symbols: KAM2, GRV2 | GRV2 (KATAMARI2); binding / heat shock protein binding | chr2:11469405-11480919 REVERSEnot assigned "	stress.abiotic.heat	20_2_1

CUST_142889_PI403524517	2	-0.026810646	0.5746317	0.07310772	-0.01381588	0.013815403	-0.53847694	35_40043	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_16263_PI404877155	2	-0.013968468	-0.38165188	0.07671547	0.054101944	0.0125722885	-0.012571335	EBro02_SQ003_O18_at	0	0	0	0	0	0	transaldolase	OPP.non-reductive PP.transaldolase	7_2_02

CUST_7610_PI404877155	2	-0.0033750534	-0.16013241	-0.0088272095	0.21701431	0.003376007	0.13559723	Contig22204_at	protein F22O13.10 [imported] - Arabidopsis thaliana gb|AAF99757.1| F22O13.10 [Arabidopsis thaliana]	G86218	transcription factor jumonji (jmj) family protein / zinc finger (C5HC2 type) family protein	At1g08620.1	protein similar to Human XE169 protein	Os05g23670	NONE	RNA.regulation of transcription.JUMONJI family	27_3_57

CUST_11557_PI403524517	2	-0.017550468	-0.47712612	-0.03874302	0.05934143	0.07255745	0.017549515	35_3281	"Cluster: Elongation factor G, mitochondrial precursor; n=2; Oryza sativa|Rep: Elongation factor G, mitochondrial precursor - Oryza sativa (Rice)"	UniRef90_Q9FE64	CHR2V7|COORD:18579486..18583831| mitochondrial elongation factor, putative	AT2G45030.1	CHR03V5|COORD:20357633..20372157|protein elongation factor G, mitochondrial precursor, putative, expressed	LOC_Os03g36780.1	 no descriptionnearly identical (1196)AT2G45030| Symbols:  | mitochondrial elongation factor, putative | chr2:18579486-18583831 FORWARDnearly identical (1318)EFGM_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12739 PRK00007 PRK12740 FusA EF-G EF-G_bact TetM_like PrfC prfC PRK07560 EFG_mtEFG1_IV GTP_EFTU RF3 GTP_translation_factor mtEFG1_II_like EFG_IV TypA_BipA mtEFG1_C LepA TypA PRK05433 LepA EF2 PRK10218 EFG_mtEFG_C EFG_mtEFG_II Snu114p EFG_C Elongation_Factor_C EFG_like_IV IF2_eIF5B InfB EF1_alpha PRK12317 infB TEF1 mtEFG2_II_like CysN_ATPS infB PRK12736 EF_Tu TufB PRK12735 GTP_EFTU_D2 PRK00049 tufA CysN SelB BipA_TypA_C cysN PRK04004 PRK05506 SelB SelB_euk Translation_Factor_II_like 	protein.synthesis.elongation	29_2_4

CUST_84078_PI403524517	2	-0.1166687	-0.0786705	-0.11685562	0.30604076	0.0786705	0.23182106	35_24095	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_23024_PI403524517	2	0.25732183	0.49286222	0.24647665	-0.40181065	-0.48006916	-0.24647713	35_6691	Rep: OSIGBa0132G14.2 protein - Oryza sativa (Rice)	UniRef90_Q01MX1	0	0	CHR04V5|COORD:5782062..5791158|protein protein binding protein, putative, expressed	LOC_Os04g10680.4	no description	not assigned.unknown	35_2

CUST_13102_PI404877155	2	0.010005951	-0.04478836	-0.010004997	0.06879616	0.070464134	-0.013931274	Contig6822_s_at	BRI1-KD interacting protein 127 [Oryza sativa (japonica cultivar-group)]	BAD11355.1	DNA-binding protein, putative	At1g49950.3	protein DNA-binding protein PcMYB1, putative	Os12g41920	putative telomere repeat binding factor	RNA.regulation of transcription.MYB-related transcription factor family	27_3_26

CUST_3849_PI403524517	2	-0.13354206	-0.17168713	0.36292315	0.38854694	-0.27943277	0.13354254	35_1067	Rep: USP family protein - Triticum aestivum (Wheat)	UniRef90_Q2TN84	CHR3V7|COORD:5802734..5804069| universal stress protein (USP) family protein	AT3G17020.1	CHR05V5|COORD:3325290..3323115|protein USP family protein, putative, expressed	LOC_Os05g06500.1	no descriptionweakly similar to ( 150)AT3G17020| Symbols:  | universal stress protein (USP) family protein | chr3:5802734-5804069 REVERSEUSP_Like Usp UspA STK_N	stress.abiotic.cold	20_2_2

CUST_53289_PI403524517	2	0.042634964	-0.7202215	-0.036140442	0.036140442	-0.039413452	0.043372154	35_15165	"Cluster: Mitochondrial 2-oxoglutarate/malate translocator; n=1; Saccharum officinarum|Rep: Mitochondrial 2-oxoglutarate/malate translocator - Saccharum"	UniRef90_Q66PW8	CHR5V7|COORD:6679593..6681847| dicarboxylate/tricarboxylate carrier (DTC)	AT5G19760.1	CHR05V5|COORD:6675727..6679825|protein mitochondrial 2-oxoglutarate/malate carrier protein, putative, expressed	LOC_Os05g11780.1	 no descriptionmoderately similar to ( 484)AT5G19760| Symbols:  | dicarboxylate/tricarboxylate carrier (DTC) | chr5:6679593-6681847 REVERSEvery weakly similar to (68.9)BT1_MAIZEProtein brittle-1, chloroplast precursor - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Mito_carr 	transport.metabolite transporters at the mitochondrial membrane	34_9

CUST_146869_PI403524517	2	-0.052823544	0.2449894	0.052823067	0.16647768	-0.074857235	-0.13025665	35_41109	"Cluster: Hypothetical protein P0419C03.10-1; n=3; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0419C03.10-1 - Oryza sativa (japonica cultiv"	UniRef90_Q6K741	"CHR1V7|COORD:5091015..5093868| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G24290.2); similar to Membrane attack complex"	AT1G14780.1	CHR02V5|COORD:16253680..16258619|protein MAC/Perforin domain containing protein, expressed	LOC_Os02g27480.5	"no descriptionweakly similar to ( 167)AT1G14780| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G24290.2); similar to Membrane attack complex component/perforin/complement C9 [Medicago truncatula] (GB:ABE92593.1); similar to Os06g0251100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001057295.1); similar to Os02g0736300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001048052.1); contains InterPro domain Membrane attack complex component/perforin/complement C9; (InterPro:IPR001862) | chr1:5091015-5093868 FORWARDMACPF MACPF"	not assigned.unknown	35_2

CUST_178201_PI403524517	2	0.005578041	0.51264095	0.07311916	-0.005578041	-0.024193764	-0.057725906	35_49560	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_137601_PI403524517	2	-0.11899042	-0.11476898	-0.085875034	0.20848179	0.10788393	0.085875034	35_38589	"Cluster: HEAT repeat, putative; n=4; Oryza sativa (japonica cultivar-group)|Rep: HEAT repeat, putative - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53K35		0	CHR03V5|COORD:29211091..29222848|protein GCN1-like protein 1, putative, expressed	LOC_Os03g51140.1	no description	not assigned.unknown	35_2

CUST_84111_PI403524517	2	-0.0051555634	0.17839098	0.0051555634	-0.13729525	0.27271128	-0.30667877	35_24104	"Cluster: Putative leucine zipper-containing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative leucine zipper-containing protein - Oryza sativa"	UniRef90_Q69P90	"CHR1V7|COORD:27287421..27289322| ATEXO70D1 (exocyst subunit EXO70 family protein D1); protein binding"	AT1G72470.1	CHR09V5|COORD:16293641..16296228|protein protein binding protein, putative, expressed	LOC_Os09g26820.1	"no descriptionmoderately similar to ( 333)AT1G72470| Symbols: ATEXO70D1 | ATEXO70D1 (exocyst subunit EXO70 family protein D1); protein binding | chr1:27287421-27289322 FORWARDnot assigned Exo70"	not assigned.no ontology	35_1

CUST_52390_PI403524517	2	0.7535329	-0.1863637	0.30939913	0.08659935	-0.09977579	-0.08659935	35_14929	"Cluster: Unknow protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Unknow protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6AUI1	CHR3V7|COORD:17724352..17727036| zinc finger (C3HC4-type RING finger) family protein	AT3G47990.1	CHR05V5|COORD:2582185..2576356|protein protein binding protein, putative, expressed	LOC_Os05g05280.1	no descriptionvery weakly similar to (76.3)AT3G47990| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr3:17724352-17727036 REVERSEvery weakly similar to (74.3)RL9_ORYSAnot assigned	protein.synthesis.misc ribososomal protein	29_2_2

CUST_5789_PI404877155	2	-0.38393402	0.2751789	0.037298203	-0.02176094	0.021762848	-0.19521904	Contig1784_at	pathogenesis-related protein-like protein [Oryza sativa (japonica cultivar-group)]	AAO72541.1	zinc finger (AN1-like) family protein	At3g12630.1	protein AN1-like Zinc finger, putative	Os08g39450	pathogenesis-related protein/1.1_bZIP   T00782 TAF(II) 135,	RNA.regulation of transcription.unclassified	27_3_99

CUST_136120_PI403524517	2	0.22439909	-0.90469027	0.053124905	0.11383867	-0.053124428	-0.11791754	35_38172	"Cluster: ATPase, AAA family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: ATPase, AAA family protein, expressed - Oryza sativa (japonica"	UniRef90_Q10NN1	CHR1V7|COORD:1325384..1331085| AAA-type ATPase family protein	AT1G04730.1	CHR03V5|COORD:8707083..8699414|protein ATP binding protein, putative, expressed	LOC_Os03g15810.1	no descriptionmoderately similar to ( 299)AT1G04730| Symbols:  | AAA-type ATPase family protein | chr1:1325384-1331085 REVERSEnot assigned not assigned not assigned not assigned PRK04195 AAA HolB rfc SpoVK	protein.degradation.AAA type	29_5_9

CUST_10570_PI403524517	2	0.025596619	-0.1299963	-0.117878914	0.019286156	0.099645615	-0.019285202	35_2981	"Cluster: Photosystem II reaction center PSB28 protein, chloroplast precursor; n=2; Oryza sativa|Rep: Photosystem II reaction center PSB28 protein,"	UniRef90_Q0JG75	CHR4V7|COORD:14150014..14150939| photosystem II reaction centre W (PsbW) family protein	AT4G28660.1	CHR01V5|COORD:41513869..41515688|protein photosystem II reaction center W protein, putative, expressed	LOC_Os01g71190.1	no descriptionweakly similar to ( 184)AT4G28660| Symbols: PSB28 | photosystem II reaction centre W (PsbW) family protein | chr4:14150014-14150939 FORWARDpsbW Psb28	PS.lightreaction.photosystem II.PSII polypeptide subunits	1_1_1_2

CUST_108002_PI403524517	2	0.082136154	-0.35824203	-0.011665344	0.011665344	0.144063	-0.02514267	35_30729	"Cluster: Mitochondrial glycoprotein family protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Mitochondrial glycoprotein family protein-like - Oryza"	UniRef90_Q94ED9	CHR4V7|COORD:15726435..15727870| transcription factor	AT4G32605.1	CHR01V5|COORD:32868465..32865749|protein mitochondrial glycoprotein, expressed	LOC_Os01g56460.1	no descriptionvery weakly similar to (62.4)AT4G32605| Symbols:  | transcription factor | chr4:15726435-15727870 REVERSE	not assigned.no ontology	35_1

CUST_26842_PI403524517	2	0.017059326	-0.01554203	0.06744003	-0.16352177	0.015542984	-0.25464916	35_7779	"Cluster: Hypothetical protein OSJNBb0012G21.2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0012G21.2 - Oryza sativa (japonica cu"	UniRef90_Q688J5	CHR3V7|COORD:3518671..3521098| arginine-tRNA-protein transferase, putative / arginyltransferase, putative / arginyl-tRNA-protein transferase, putative	AT3G11240.1	CHR05V5|COORD:21828143..21820047|protein arginyl-tRNA--protein transferase 1, putative, expressed	LOC_Os05g37434.1	 no descriptionmoderately similar to ( 216)AT3G11240| Symbols:  | arginine-tRNA-protein transferase, putative / arginyltransferase, putative / arginyl-tRNA-protein transferase, putative | chr3:3518671-3521098 REVERSEnot assigned ATE_N PRK01305 COG2935 	protein.aa activation.arginine-tRNA ligase	29_1_19

CUST_86032_PI403524517	2	0.03353405	0.6122093	-0.033533096	0.058151245	-0.12181187	-0.042923927	35_24641	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_119186_PI403524517	2	0.06552887	0.7394247	0.1567049	-0.06552887	-0.107886314	-0.18076992	35_33730	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_89314_PI403524517	2	-0.09700489	-0.17395115	0.029314041	0.059415817	0.29401302	-0.029314041	35_25549	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_430_PI403524517	2	0.06434727	0.18129826	0.005721092	-0.120186806	-0.0057201385	-0.116129875	35_112	Rep: Ubiquitin-like protein 5 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q9FGZ9	CHR5V7|COORD:16930839..16931060| ubiquitin family protein	AT5G42300.1	CHR02V5|COORD:25143076..25141076|protein expressed protein	LOC_Os02g41820.1	no descriptionweakly similar to ( 146)AT5G42300| Symbols: UBL5 | ubiquitin family protein | chr5:16930839-16931060 REVERSEnot assigned Ubl5 UBL	protein.degradation.ubiquitin.ubiquitin	29_5_11_1

CUST_31004_PI399408534	2	-4.968643E-4	-0.036877632	0.00995636	-0.015938759	0.076714516	4.97818E-4	35_9849	"Cluster: Os06g0680500 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0680500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DA37	"CHR1|COORD:1504959..1509151| similar to glutamate receptor family protein (GLR3.6) [Arabidopsis thaliana] (TAIR:At3g51480.1); similar to glutamate receptor fami"	AT1G05200.2	CHR06V5|COORD:28344312..28350246|protein glutamate receptor 3.4 precursor, putative, expressed	LOC_Os06g46670.2	 no descriptionvery weakly similar to (50.4)AT1G05200| Symbols: GLR3.4, GLUR3, ATGLR3.4 | ATGLR3.4 (Arabidopsis thaliana glutamate receptor 3.4) | chr1:1505641-1509001 FORWARD	signalling.in sugar and nutrient physiology	30_1

CUST_87853_PI403524517	2	-0.18574715	0.70308685	0.3717122	-0.30272198	0.18574762	-0.3916068	35_25154	0	0	0	0	CHR10V5|COORD:19034400..19044200|protein mov34/MPN/PAD-1 family protein	LOC_Os10g36229.1	no description	not assigned.unknown	35_2

CUST_58602_PI403524517	2	0.054183006	-0.06760597	0.0052347183	-0.0052337646	-0.0087890625	0.07473183	35_16718	Rep: Hypothetical protein - Triticum monococcum (Einkorn wheat) (Small spelt)	UniRef90_Q6PX45	"CHR2V7|COORD:18575120..18576690| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G51400.1); similar to unknown [Hordeum vulgare subsp. vulgare]"	AT2G45010.1	CHR03V5|COORD:113571..116021|protein domain of unknown function DUF614 containing protein, expressed	LOC_Os03g01210.1	"no descriptionmoderately similar to ( 352)AT2G45010| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G51400.1); similar to unknown [Hordeum vulgare subsp. vulgare] (GB:AAS58477.1); contains InterPro domain Protein of unknown function Cys-rich; (InterPro:IPR006461) | chr2:18575857-18576690 FORWARDPLAC8"	not assigned.no ontology	35_1

CUST_11812_PI404877155	2	0.3179779	-0.17907763	0.1790781	0.3827715	-0.4379635	-0.6868086	Contig5529_at	putative AMP-binding protein [Oryza sativa (japonica cultivar-group)] dbj|BAB93295.1| putative adenosine monophosphate binding protein 1 AMP	NP_908844.1	AMP-dependent synthetase and ligase family protein	At1g20560.1	protein AMP-binding enzyme, putative	Os01g24030	"AMP-dependent synthetase and ligase family protein, similar to AMP-binding protein GI:1903034 from (Brassica napus); contains Pfam AMP-binding domain PF00501; identical to adenosine monophosphate binding protein 1 AMPBP1 (AMPBP1) GI:20799710"	lipid metabolism.FA synthesis and FA elongation.acyl coa ligase	11_1_08

CUST_23609_PI403524517	2	0.8143306	-0.7534461	-0.19348145	0.31216812	0.039936543	-0.039936066	35_6863	Rep: Protein kinase - Medicago truncatula (Barrel medic)	UniRef90_Q1RY80	"CHR5V7|COORD:359151..360864| STN8 (state transition 8); kinase"	AT5G01920.1	CHR05V5|COORD:23515818..23518185|protein serine/threonine-protein kinase SNT7, chloroplast precursor, putative, expressed	LOC_Os05g40180.1	" no descriptionmoderately similar to ( 363)AT5G01920| Symbols: STN8 | STN8 (state transition 8); kinase | chr5:359151-360864 FORWARDweakly similar to ( 167)STT7_CHLRESerine/threonine-protein kinase stt7, chloroplast precursor - Chlamydomonas reinhardtiinot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc PRK07003 S_TKc Pkinase Atrophin-1 PRK12323 PRK07764 SPS1 PRK12678 Tymo_45kd_70kd APC_basic Extensin_2 DUF1421 PRK05648 Herpes_BLLF1 "	protein.postranslational modification	29_4

CUST_52401_PI403524517	2	0.08650589	0.07875824	0.015707016	-0.017496109	-0.06858635	-0.015707016	35_14932	Rep: 60S ribosomal protein L9 - Oryza sativa (Rice)	UniRef90_P49210	CHR1V7|COORD:12023340..12024482| 60S ribosomal protein L9 (RPL90A/C)	AT1G33140.1	CHR09V5|COORD:18753232..18750895|protein 60S ribosomal protein L9, putative, expressed	LOC_Os09g31180.1	no descriptionmoderately similar to ( 300)AT1G33140| Symbols:  | 60S ribosomal protein L9 (RPL90A/C) | chr1:12023340-12024482 FORWARDmoderately similar to ( 334)RL9_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned rpl6p RplF Ribosomal_L6 rplF PRK07003 Tymo_45kd_70kd PRK12323 APC_basic Herpes_BLLF1 DUF566	protein.synthesis.misc ribososomal protein	29_2_2

CUST_4542_PI403524517	2	0.07066345	0.30667305	0.03540802	-0.14814568	-0.24692631	-0.035408974	35_1254	"Cluster: Putative poly(A) binding protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative poly(A) binding protein - Oryza sativa (japonica cultivar-g"	UniRef90_Q6Z7V3	CHR5V7|COORD:26097727..26100210| polyadenylate-binding protein family protein / PABP family protein	AT5G65260.1	CHR02V5|COORD:31914733..31910238|protein polyadenylate-binding protein 2, putative, expressed	LOC_Os02g52140.2	no descriptionnot assigned	not assigned.unknown	35_2

CUST_14766_PI399408534	2	0.15319777	-0.24046469	0.13679838	0.079683304	-0.07968378	-0.6717124	35_28000	"Cluster: Putative homeobox leucine-zipper protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Putative homeobox leucine-zipper protein - Oryza sativa (jap"	UniRef90_Q5QMZ9	"CHR1V7|COORD:19413582..19417630| ATHB-15 (INCURVATA 4); DNA binding / transcription factor"	AT1G52150.1	CHR01V5|COORD:5427416..5423320|protein class III HD-Zip protein 8, putative, expressed	LOC_Os01g10320.1	 no descriptionmoderately similar to ( 244)AT1G52150| Symbols: ATHB15, CNA, ICU4, ATHB-15 | ATHB-15 (INCURVATA 4) | chr1:19413787-19417630 REVERSE	RNA.regulation of transcription.HB,Homeobox transcription factor family	27_3_22

CUST_68309_PI403524517	2	0.17008114	-0.4128971	-0.0017709732	0.0129060745	0.0017709732	-0.075434685	35_19529	"Cluster: Os02g0226300 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0226300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E2M9	CHR4V7|COORD:13260272..13261896| mitochondrial substrate carrier family protein	AT4G26180.1	CHR02V5|COORD:7083246..7087376|protein Grave disease carrier protein, putative, expressed	LOC_Os02g13300.1	 no descriptionmoderately similar to ( 382)AT4G26180| Symbols:  | mitochondrial substrate carrier family protein | chr4:13260272-13261896 REVERSEweakly similar to ( 121)BT1_MAIZEProtein brittle-1, chloroplast precursor - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Mito_carr TT_ORF1 	transport.metabolite transporters at the mitochondrial membrane	34_9

CUST_4807_PI403524517	2	-0.18117714	-0.54672194	0.18117714	0.3903885	0.32303572	-0.7357855	35_1324	"Cluster: Hypothetical protein P0535G04.32-2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0535G04.32-2 - Oryza sativa (japonica cultiv"	UniRef90_Q5VSB5	0	0	CHR06V5|COORD:2262977..2260652|protein expressed protein	LOC_Os06g05120.2	no description	not assigned.unknown	35_2

CUST_71602_PI403524517	2	0.08946228	0.27697468	-0.08261204	-0.12807846	-0.20599937	0.08261204	35_20525	"Cluster: Putative ATP-binding cassette, sub-family B, member 10; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ATP-binding cassette, sub-family B, m"	UniRef90_Q69RG8	"CHR4V7|COORD:13009855..13013922| ATNAP8 (Arabidopsis thaliana non-intrinsic ABC protein 8); ATPase, coupled to transmembrane movement of substances"	AT4G25450.1	CHR07V5|COORD:16373365..16385752|protein ATNAP8, putative, expressed	LOC_Os07g28090.1	no descriptionmoderately similar to ( 454)AT4G25450| Symbols: ATNAP8 | ATNAP8 (Arabidopsis thaliana non-intrinsic ABC protein 8) | chr4:13009855-13013239 REVERSEmoderately similar to ( 251)MDR_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned ABC_MTABC3_MDL1_MDL2 ABCC_MsbA MdlB ABCC_ATM1_transporter SunT ABCC_Glucan_exporter_like PRK11176 ATM1 ABCC_TAP ABCC_Hemolysin CydD ABCC_MRP_Like CydC ABCC_bacteriocin_exporters PRK11160 ABCC_MRP_domain2 PRK10789 PRK11174 ArpD PRK10790 ABC_cobalt_CbiO_domain1 AbcC ABC_tran ABCC_Protease_Secretion ABC_NikE_OppD_transporters ABC_Carb_Solutes_like ABCC_cytochrome_bd ABCC_MRP_domain1 CcmA SalX ABC_MetN_methionine_transporter PotA ABCC_NFT1 MglA ABC_Org_Solvent_Resistant COG1123 CbiO MalK ABC_PstB_phosphate_transporter FepC ABC_MJ0796_Lo1CDE_FtsE ABCC_SUR2 GlnQ ABC_Class3 DppF ABC_Pro_Gly_Bertaine TauB ABC_NrtD_SsuB_transporters ABC_ATPase ThiQ Ttg2A OpuBA ProV AppF ABC_Iron-Siderophores_B12_Hemin ABC_DR_subfamily_A ABC_HisP_GlnQ_permeases COG3845 ABC_OpuCA_Osmoprotection ABC_ModC_like ABC_PotA_N DppD ABC_cobalt_CbiO_domain2 CysA metN ABC_Metallic_Cations COG4172 ZnuC ABC_PhnC_transporter ABC_MalK_N PstB ABC_subfamily_A potA fbpC ABC_drug_resistance_like FtsE ABC_FtsE_transporter ABC_Mj1267_LivG_branched ABC_TM1139_LivF_branched ABC_Carb_Monos_I COG3638 ABC_ThiQ_thiamine_transporter LivG ABC_NatA_sodium_exporter HisP thiQ dppF ABC_CysA_sulfate_importer PRK10419 NatA ABCC_CFTR1 potG ABC_ModC_molybdenum_transporter PRK10535 ABCC_SUR1_N PhnK btuD fecE ABC_YhbG COG4619 ABC_BcrA_bacitracin_resist COG4178 LivF COG4559 TauB ABC_DrrA ABCG_EPDR PRK10070 PRK11264 ABCG_White glnQ araG ModC sufC ugpC PRK10744 PRK10851 ModF PRK10522 PRK10619 PRK10247 YhbG CeuD ABC_FeS_Assembly Uup PvdE COG4181 ssuB PRK11000 ABC_Carb_Monos_II ABCC_CFTR2 ABC_KpsT_Wzt CcmA PRK09700 PRK10418 ABC_putative_ATPase tauB COG4136 lolD TagH ABC_NatA_like SapF PRK10762 artP COG4586 COG4152 PRK10261 PRK10908 ArtP PRK10253 modC PRK10575 ABC_CcmA_heme_exporter PRK11831 ycf16 PhnL ABC_RNaseL_inhibitor_domain1 PRK11147 PRK03695 PRK10982 phnK PRK10895 ABCD_peroxisomal_ALDP COG1245 PRK10584 znuC COG4674 BtuD oppD livG ABC_RNaseL_inhibitor_domain2 ABC_PDR_domain1 dppD PhnK livF COG2401 PRK09984 ABC_UvrA_II UvrA AAA PRK11819 sufC AAA ABCF_EF-3 ABC_PDR_domain2 PRK10938 ABC_UvrA ABC_Rad50	transport.ABC transporters and multidrug resistance systems	34_16

CUST_173278_PI403524517	2	0.51991415	0.18508816	-0.018334389	0.018334389	-0.26054335	-0.3673706	35_48249	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_3507_PI403524517	2	0.17220688	-0.5572815	-0.012662888	0.012661934	0.067074776	-1.1510534	35_956	"Cluster: Ribosomal L29e protein; n=3; Magnoliophyta|Rep: Ribosomal L29e protein - Medicago truncatula (Barrel medic)"	UniRef90_Q1T0D3	CHR3V7|COORD:2114408..2114883| 60S ribosomal protein L29 (RPL29B)	AT3G06680.1	CHR05V5|COORD:16781916..16780454|protein 60S ribosomal protein L29, putative, expressed	LOC_Os05g28750.1	no descriptionvery weakly similar to ( 100)AT3G06680| Symbols:  | 60S ribosomal protein L29 (RPL29B) | chr3:2114408-2114883 REVERSEnot assigned Ribosomal_L29e	protein.synthesis.misc ribososomal protein	29_2_2

CUST_106375_PI403524517	2	0.43216515	-0.26720142	-0.064603806	-0.047936916	1.444479	0.047937393	35_30275	"Cluster: Putative membrane protein precursor; n=1; Emiliania huxleyi virus 86|Rep: Putative membrane protein precursor - Emiliania huxleyi virus 86"	UniRef90_Q4A2Z7	CHR2V7|COORD:11727562..11727966| proline-rich family protein	AT2G27390.1	CHR01V5|COORD:23612086..23614184|protein protein binding protein, putative, expressed	LOC_Os01g41120.1	no description	not assigned.unknown	35_2

CUST_78542_PI403524517	2	0.09112167	-0.5808716	0.008068562	-0.2002883	-0.008068562	0.18821812	35_22519	"Cluster: Os07g0104600 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0104600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D965	"CHR1V7|COORD:1529826..1531270| RCI3 (RARE COLD INDUCIBLE GENE 3); peroxidase"	AT1G05260.1	CHR07V5|COORD:262824..263949|protein peroxidase 1 precursor, putative	LOC_Os07g01420.1	" no descriptionmoderately similar to ( 222)AT1G05260| Symbols: RCI3A, RCI3 | RCI3 (RARE COLD INDUCIBLE GENE 3); peroxidase | chr1:1529826-1531270 FORWARDmoderately similar to ( 207)PER1_ORYSAnot assigned secretory_peroxidase plant_peroxidase peroxidase ascorbate_peroxidase "	misc.peroxidases	26_12

CUST_104348_PI403524517	2	0.38057375	0.3385768	0.1599431	-0.5848141	-0.24511385	-0.15994358	35_29739	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_5360_PI403524517	2	-0.021784782	0.36558437	0.058656693	-0.5158987	-0.39786816	0.021785736	35_1479	"Cluster: Mannitol transporter, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Mannitol transporter, putative, expressed - Oryza sativa"	UniRef90_Q10QG5	CHR4V7|COORD:17287684..17289487| mannitol transporter, putative	AT4G36670.1	CHR03V5|COORD:5077357..5079808|protein polyol transporter protein 4, putative, expressed	LOC_Os03g10090.1	 no descriptionvery weakly similar to (62.8)AT2G16120| Symbols:  | mannitol transporter, putative | chr2:7003809-7005523 REVERSEnot assigned 	transporter.sugars	34_2

CUST_78738_PI403524517	2	0.12231541	-0.23152637	-0.14029026	0.03355217	-0.033551216	0.13509655	35_22577	"Cluster: Putative vesicle-associated membrane protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative vesicle-associated membrane protein - Oryza sat"	UniRef90_Q8LN94	CHR2V7|COORD:18618104..18620046| vesicle-associated membrane protein, putative / VAMP, putative	AT2G45140.1	CHR10V5|COORD:19089132..19085952|protein VAP27-1, putative, expressed	LOC_Os10g36350.1	 no descriptionweakly similar to ( 199)AT3G60600| Symbols: VAP, (AT)VAP, VAP27, VAP27-1 | VAP27-1 (VAMP/SYNAPTOBREVIN-ASSOCIATED PROTEIN 27-1) | chr3:22411512-22412644 FORWARDnot assigned Motile_Sperm SCS2 	not assigned.no ontology	35_1

CUST_91410_PI403524517	2	-0.03530264	1.3070183	-0.04169941	0.03530264	-0.24030638	0.31676197	35_26137	"Cluster: Hypothetical protein P0490D09.14; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0490D09.14 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5ZBZ1	"CHR5V7|COORD:13982786..13985342| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G23480.1); similar to unknown protein [Arabidopsis thaliana]"	AT5G35794.1	CHR01V5|COORD:33020608..33023334|protein expressed protein	LOC_Os01g56660.1	no description	not assigned.unknown	35_2

CUST_5468_PI403524517	2	-0.051753998	0.008184433	0.007824898	-0.007823944	0.10172081	-0.06921387	35_1507	"Cluster: Putative aspartate-tRNA ligase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative aspartate-tRNA ligase - Oryza sativa (japonica cultivar-group"	UniRef90_Q6ZHC3	CHR4|COORD:15155916..15159568| aspartyl-tRNA synthetase, putative / aspartate--tRNA ligase, putative, similar to Aspartyl-tRNA synthetase (Aspartate--tRNA ligas	AT4G31180.2	CHR02V5|COORD:28107735..28113117|protein aspartyl-tRNA synthetase, putative, expressed	LOC_Os02g46130.1	 no descriptionhighly similar to ( 662)AT4G31180| Symbols:  | aspartyl-tRNA synthetase, putative / aspartate--tRNA ligase, putative | chr4:15156702-15159368 FORWARDvery weakly similar to (80.9)SYK_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned AsxRS_core aspC AsnS tRNA-synt_2 asnC Asp_Lys_Asn_RS_core PRK06462 AspRS_core AspRS_cyto_N LysU lysS AspS LysRS_core aspS PRK12445 PRK12820 lysS PRK12323 Asp_Lys_Asn_RS_N Tymo_45kd_70kd COG2269 DUF566 class_II_aaRS-like_core EcAspRS_like_N PRK07003 PRK07764 HPC2 PRK09350 	protein.aa activation	29_1

CUST_9401_PI399408534	2	-0.034991264	0.18634033	0.21576118	-0.04177475	0.03237152	-0.03237152	35_16252	Rep: GTP-binding protein YPTM2 - Zea mays (Maize)	UniRef90_Q05737	"CHR1V7|COORD:400350..401788| ATRAB1B (Arabidopsis thaliana responsive to abscisic acid 1B); GTP binding"	AT1G02130.1	CHR01V5|COORD:4161174..4157347|protein GTP-binding protein YPTM2, putative, expressed	LOC_Os01g08450.1	" no descriptionmoderately similar to ( 368)AT1G02130| Symbols: AtRab1B, Ara-5, AtRABD2a, ARA5, ATRAB1B | ATRAB1B (Arabidopsis thaliana responsive to abscisic acid 1B); GTP binding | chr1:400350-401788 REVERSEmoderately similar to ( 377)YPTM2_MAIZEGTP-binding protein YPTM2 - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Rab1_Ypt1 Rab8_Rab10_Rab13_like RAB Ras Rab Rab11_like RabA_like Rab35 Rab18 Rab19 Rab2 Rab4 Rab5_related Rab3 Rab26 Rab30 Rab6 Rab14 Rab15 Rab7 Rab39 Rab21 Rab27A Rab12 Ras_like_GTPase Rab33B_Rab33A Ras Rab32_Rab38 Rab40 RAS COG1100 RJL Rab9 Rab23_lke Rap_like Rho Rab28 M_R_Ras_like Rab36_Rab34 RalA_RalB H_N_K_Ras_like Rab24 RheB Rap2 Rap1 Ran RHO RabL4 RSR1 RabL2 Ras2 Rit_Rin_Ric RERG_RasL11_like Rho4_like RGK ARHI_like RhoA_like Wrch_1 Rho2 Rab20 Spg1 Rac1_like RAN Rho3 Tc10 Miro Rop_like Ras_dva RhoG Arf_Arl RabL3 Rnd3_RhoE_Rho8 Rnd Arl10_like Arf Cdc42 Rnd2_Rho7 Rhes_like Arfrp1 Miro1 Sar1 Arl4_Arl7 Rnd1_Rho6 Arf6 ARF Arl5_Arl8 Arf1_5_like Arl3 ARD1 RhoBTB Arl2 ARLTS1 Arl1 RRP22 Miro2 COG2229 "	signalling.G-proteins	30_5

CUST_10511_PI404877155	2	0.013338089	-0.2906208	-0.21020985	5.00679E-4	0.03345394	-4.9972534E-4	Contig4226_at	CHP-rich zinc finger protein-like [Oryza sativa (japonica cultivar-group)]	BAC80026.1	universal stress protein (USP) family protein	At1g11360.1	protein universal stress protein family, putative	Os07g36600	0	RNA.regulation of transcription.unclassified	27_3_99

CUST_161439_PI403524517	2	-0.0016536713	0.18578053	0.0016536713	-0.020517826	0.040612698	-0.026506424	35_45039	"Cluster: Hypothetical protein OSJNBb0055I24.121; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0055I24.121 - Oryza sativa (japonic"	UniRef90_Q69RN5		0	CHR07V5|COORD:18812063..18810615|protein F-box domain containing protein, expressed	LOC_Os07g31680.1	no description	not assigned.unknown	35_2

CUST_31785_PI399408534	2	-0.0062274933	0.20258331	-0.030724525	-0.0758276	0.006228447	0.050167084	35_33630	"Cluster: Putative DEAH-box RNA helicase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative DEAH-box RNA helicase - Oryza sativa (japonica cultivar-group"	UniRef90_Q7XIR8	"CHR5V7|COORD:4122750..4128663| EMB3011 (EMBRYO DEFECTIVE 3011); RNA helicase"	AT5G13010.1	CHR07V5|COORD:19297400..19289189|protein pre-mRNA-splicing factor ATP-dependent RNA helicase PRP16, putative, expressed	LOC_Os07g32430.1	"no descriptionvery weakly similar to (70.1)AT5G13010| Symbols: EMB3011 | EMB3011 (EMBRYO DEFECTIVE 3011); RNA helicase | chr5:4122750-4128663 FORWARDnot assigned"	RNA.processing.RNA helicase	27_1_2

CUST_73261_PI403524517	2	0.094278336	0.07328129	0.010099411	-0.13147163	-0.010099411	-0.053117752	35_21004	"Cluster: Aminotransferase, classes I and II family protein, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Aminotransferase, classes I and II"	UniRef90_Q10P02	"CHR4|COORD:17218370..17221480| similar to serine C-palmitoyltransferase (LCB2) [Arabidopsis thaliana] (TAIR:At5g23670.1); similar to serine"	AT4G36480.2	CHR03V5|COORD:8031600..8026022|protein serine palmitoyltransferase 1, putative, expressed	LOC_Os03g14800.5	" no descriptionmoderately similar to ( 223)AT4G36480| Symbols: LCB1, ATLCB1 | ATLCB1 (ARABIDOPSIS THALIANA SPHINGOLIPID LONGCHAIN BASE 1); serine C-palmitoyltransferase | chr4:17218601-17221127 FORWARDnot assigned BioF PRK06939 "	lipid metabolism.'exotics' (steroids, squalene etc).sphingolipids	11_8_1

CUST_113868_PI403524517	2	0.2124567	0.44052792	0.10123253	-0.20769215	-0.36226177	-0.101231575	35_32315	"Cluster: Putative kinesin heavy chain; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative kinesin heavy chain - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5JKW1	CHR1V7|COORD:23592897..23598802| kinesin motor protein-related	AT1G63640.1	CHR05V5|COORD:25842870..25835279|protein kinesin motor domain containing protein, expressed	LOC_Os05g44560.1	no description	not assigned.unknown	35_2

CUST_16075_PI404877155	2	0.071531296	-0.21687317	0.00935936	-0.009360313	-0.04464817	0.027561188	Contig9943_at	putative secretory carrier membrane protein [Oryza sativa (japonica cultivar-group)] ref|XP_506412.1| PREDICTED OJ1112_E08.118 gene product	NP_911223.1	secretory carrier membrane protein (SCAMP) family protein (SC3)	At1g61250.1	protein SCAMP family, putative	Os07g37740	putative secretory carrier membrane protein	transport.misc	34_99

CUST_71168_PI403524517	2	-0.005660057	0.31762886	-0.14181423	0.0056591034	-0.09265709	0.04481411	35_20387	"Cluster: Cyclin-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Cyclin-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5N857	CHR1V7|COORD:1808477..1815059| binding	AT1G05960.1	CHR01V5|COORD:39385823..39379111|protein expressed protein	LOC_Os01g67290.1	no descriptionmoderately similar to ( 278)AT1G05960| Symbols:  | binding | chr1:1808477-1815059 REVERSEnot assigned	not assigned.unknown	35_2

CUST_116068_PI403524517	2	-0.38100052	-0.16234207	0.38353157	0.04129982	0.14349174	-0.04129982	35_32913	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_25199_PI399408534	2	0.01341486	-0.30459404	-0.01341486	0.038207054	-0.19857216	0.06675577	35_44116	"Cluster: Helicase conserved C-terminal domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Helicase conserved C-terminal"	UniRef90_Q10D00	CHR4V7|COORD:8496346..8499824| ATSUV3 (embryo sac development arrest 15)	AT4G14790.1	CHR03V5|COORD:30639638..30630093|protein ATP-dependent RNA helicase SUV3, mitochondrial precursor, putative, expressed	LOC_Os03g53500.1	 no descriptionweakly similar to ( 129)AT4G14790| Symbols: EDA15, ATSUV3 | ATSUV3 (embryo sac development arrest 15) | chr4:8496346-8499824 REVERSEnot assigned 	RNA.processing	27_1

CUST_3660_PI403524517	2	-0.013045311	0.5481739	0.21192169	-0.05937767	-0.02103424	0.013044357	35_997	"Cluster: Putative CRS1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative CRS1 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6YYA3	CHR5V7|COORD:5279887..5282901| ATCRS1/CRS1 (ARABIDOPSIS ORTHOLOG OF MAIZE CHLOROPLAST SPLICING FACTOR CRS1)	AT5G16180.1	CHR08V5|COORD:16453578..16449783|protein CRS1, putative, expressed	LOC_Os08g27150.1	 no descriptionweakly similar to ( 121)AT5G16180| Symbols: CRS1, ATCRS1 | ATCRS1/CRS1 (ARABIDOPSIS ORTHOLOG OF MAIZE CHLOROPLAST SPLICING FACTOR CRS1) | chr5:5279887-5282901 FORWARDnot assigned 	not assigned.unknown	35_2

CUST_2453_PI403524517	2	0.6331835	-0.026648521	-0.05522251	0.016945839	-0.016945839	0.2410841	35_667	Rep: Shaggy-related protein kinase gamma - Oryza sativa (Rice)	UniRef90_Q7GC12	"CHR5V7|COORD:9399585..9401842| ATSK11 (Arabidopsis thaliana SHAGGY-related kinase 11); protein kinase"	AT5G26751.1	CHR01V5|COORD:8326506..8330854|protein glycogen synthase kinase-3 homolog MsK-3, putative, expressed	LOC_Os01g14860.3	"no descriptionhighly similar to ( 740)AT5G26751| Symbols: ATSK11 | ATSK11 (Arabidopsis thaliana SHAGGY-related kinase 11); protein kinase | chr5:9399585-9401842 REVERSEhighly similar to ( 742)MSK3_MEDSAGlycogen synthase kinase-3 homolog MsK-3 - Medicago sativa (Alfalfa)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase SPS1 TyrKc Pkinase_Tyr PTKc PTKc_Jak_rpt2 PTKc_Jak2_Jak3_rpt2 PTKc_Tyk2_rpt2 PTKc_FAK PTKc_Syk_like PTKc_FGFR PTKc_Jak1_rpt2 PTKc_Src_like PTKc_EGFR_like PTKc_Ack_like PTKc_Fes_like PTKc_PDGFR PTKc_Ror PTKc_InsR_like PTKc_Met_Ron PTK_CCK4 PTKc_VEGFR2 PTKc_Srm_Brk PTKc_VEGFR3 PTKc_Csk_like PTKc_EphR PTKc_VEGFR PTKc_EphR_A PTKc_Musk PTKc_Abl PTKc_Frk_like PTKc_Trk PTKc_Tyro3 PTKc_c-ros PTKc_HER4 PTKc_RET PTKc_HER2 PTKc_FGFR2 PTKc_EGFR PTKc_EphR_B PTKc_Tec_like PTKc_PDGFR_alpha PTKc_CSF-1R PTKc_Fer PTKc_Itk PTKc_Axl_like PTKc_Kit PTKc_Chk PTKc_PDGFR_beta PTKc_Lck_Blk PTKc_EphR_A2 PTKc_DDR PTK_HER3"	protein.postranslational modification	29_4

CUST_85675_PI403524517	2	-0.039769173	-0.088654995	0.2935462	0.039769173	-0.27820158	0.29054213	35_24538	"Cluster: Hypothetical protein OJ1477_F01.128; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1477_F01.128 - Oryza sativa (japonica cult"	UniRef90_Q8H5B5	CHR2V7|COORD:17234145..17235353| glutaredoxin family protein	AT2G41330.1	CHR07V5|COORD:27813526..27812414|protein electron transporter, putative, expressed	LOC_Os07g46570.1	no descriptionnot assigned GRX_GRX_like PRK12323	not assigned.unknown	35_2

CUST_2161_PI404877155	2	-0.004354477	0.4270382	-0.11776161	-0.021370888	0.028787613	0.004354477	Contig12474_at	hypothetical protein [Oryza sativa (japonica cultivar-group)] gb|AAP55043.1| hypothetical protein [Oryza sativa (japonica cultivar-group)] g	NP_922756.1	expressed protein	At2g44730.1	protein expressed protein	Os10g41460	0.2_HMGI_Y T01851	RNA.regulation of transcription.Trihelix, Triple-Helix transcription factor family	27_3_30

CUST_4180_PI404877155	2	-0.017745018	-0.27190018	0.27406883	0.11061096	0.017745018	-0.10400486	Contig15019_at	P0406G08.29 [Oryza sativa (japonica cultivar-group)]	NP_915461.1	zinc finger (DHHC type) family protein	At3g09320.1	protein AT3g09320/F3L24_19	Os05g38360	NONE	RNA.regulation of transcription.unclassified	27_3_99

CUST_4184_PI403524517	2	-0.046909332	-0.2031374	-0.20606518	0.17818546	0.055294037	0.046909332	35_1156	"Cluster: Os05g0151400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0151400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DKN6	CHR4V7|COORD:1104766..1109360| TOC159 (translocon outer membrane complex 159)	AT4G02510.1	CHR05V5|COORD:2956069..2951704|protein TOC159, putative, expressed	LOC_Os05g05950.1	 no descriptionhighly similar to ( 509)AT4G02510| Symbols: TOC86, PPI2, TOC160, ATTOC159, TOC159 | TOC159 (translocon outer membrane complex 159) | chr4:1104766-1109360 FORWARD	protein.targeting.chloroplast	29_3_3

CUST_56496_PI403524517	2	-0.043439865	0.04343891	-0.25330544	0.1306076	0.072790146	-0.2979679	35_16080	Rep: P450 - Lolium rigidum (Annual ryegrass)	UniRef90_Q6F4F2	"CHR4V7|COORD:17567118..17568852| CYP81D2 (cytochrome P450, family 81, subfamily D, polypeptide 2); oxygen binding"	AT4G37360.1	CHR03V5|COORD:31379697..31385068|protein cytochrome P450 81E1, putative, expressed	LOC_Os03g55240.1	" no descriptionmoderately similar to ( 271)AT4G37360| Symbols: CYP81D2 | CYP81D2 (cytochrome P450, family 81, subfamily D, polypeptide 2); oxygen binding | chr4:17567118-17568852 REVERSEweakly similar to ( 191)C93A1_SOYBNCytochrome P450 93A1 - Glycine max (Soybean)not assigned not assigned not assigned not assigned not assigned not assigned not assigned p450 CypX PRK07764 PRK12323 PRK07003 IER "	misc.cytochrome P450	26_10

CUST_137084_PI403524517	2	0.060195923	-0.12912989	0.20538378	-0.5335717	-0.060195923	0.45417833	35_38443	Rep: C-hordein - Hordeum vulgare (Barley)	UniRef90_Q41210	CHR3V7|COORD:6559180..6562050| leucine-rich repeat family protein / extensin family protein	AT3G19020.1	CHR08V5|COORD:17954722..17959162|protein repressor protein, putative, expressed	LOC_Os08g29500.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK10263 DUF1421 Atrophin-1 Amelogenin Cytadhesin_P30 Keratin_B2 Glutenin_hmw COG3889 Herpes_BLLF1 Metallothionein GAL11 PRK08853 TFIIA PRK03427 PRK10819 ZipA Metaviral_G COG5028 COG5048 PRK10927 Syndecan PRK05648 Cornifin Amelin ETS_PEA3_N Mucin DAG1 FtsN TonB Glycoprotein_G Herpes_U47 DUF1720 Gag_spuma Metallothio Plasmodium_HRP SKG6	not assigned.unknown	35_2

CUST_93330_PI403524517	2	0.15655565	0.15262842	-0.48854208	0.38385153	-0.15262842	-0.3333578	35_26685	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_12124_PI403524517	2	-0.05685997	0.3331318	0.0696249	0.0084524155	-0.05685997	-0.008453369	35_3450	"Cluster: Major facilitator superfamily antiporter; n=1; Oryza sativa (japonica cultivar-group)|Rep: Major facilitator superfamily antiporter - Oryza sativa (jap"	UniRef90_Q8H6D6	"CHR3V7|COORD:15666430..15669835| ZIFL2 (ZINC INDUCED FACILITATOR-LIKE 2); carbohydrate transporter/ sugar porter"	AT3G43790.1	CHR01V5|COORD:9899516..9886326|protein carbohydrate transporter/ sugar porter/ transporter, putative, expressed	LOC_Os01g17214.1	"no descriptionmoderately similar to ( 495)AT3G43790| Symbols: ZIFL2 | ZIFL2 (ZINC INDUCED FACILITATOR-LIKE 2); carbohydrate transporter/ sugar porter | chr3:15666430-15669835 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned MFS_1 AraJ ProP Sugar_tr PRK09874 PRK12307 PRK11102 FucP MelB"	transporter.sugars	34_2

CUST_731_PI403524517	2	-0.071121216	-0.22829723	0.0031442642	0.0918684	0.027049065	-0.0031442642	35_192	"Cluster: GDP-mannose 3,5-epimerase; n=6; Magnoliophyta|Rep: GDP-mannose 3,5-epimerase - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q93VR3	"CHR5V7|COORD:10862476..10864028| GME (GDP-D-MANNOSE 3',5'-EPIMERASE); GDP-mannose 3,5-epimerase/ NAD binding / catalytic"	AT5G28840.1	CHR11V5|COORD:21963358..21958477|protein GDP-mannose 3,5-epimerase 2, putative, expressed	LOC_Os11g37890.1	" no descriptionhighly similar to ( 681)AT5G28840| Symbols: GME | GME (GDP-D-MANNOSE 3',5'-EPIMERASE); GDP-mannose 3,5-epimerase/ NAD binding / catalytic | chr5:10862476-10864028 REVERSEhighly similar to ( 734)GME2_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned WcaG Epimerase GalE RfbB Gmd rfaD 3Beta_HSD PRK10675 "	redox.ascorbate and glutathione.ascorbate.GME	21_2_1_1

CUST_111534_PI403524517	2	0.5424137	-0.111233234	0.030440807	-0.03044033	1.8012271	-0.08852005	35_31667	Rep: Extensin - Volvox carteri	UniRef90_Q41645	CHR1V7|COORD:16816094..16817173| DNA binding / ligand-dependent nuclear receptor	AT1G44191.1	CHR01V5|COORD:23612086..23614184|protein protein binding protein, putative, expressed	LOC_Os01g41120.1	no descriptionnot assigned not assigned not assigned	not assigned.unknown	35_2

CUST_507_PI404877155	2	0.0055236816	-0.39601135	-0.005522728	0.009217262	0.0848999	-0.12938595	Contig10418_at	SAR DNA binding protein [Oryza sativa]	BAA31260.1	SAR DNA-binding protein, putative	At3g05060.1	protein SAR DNA binding protein	Os03g22730	NONE	RNA.regulation of transcription.putative DNA-binding protein	27_3_67

CUST_5257_PI404877155	2	0.09542465	-0.3052435	-0.028725624	0.013559341	-0.013560295	0.03883648	Contig16802_at	DNAJ heat shock protein, mitochondrially targeted (GFA2) [Arabidopsis thaliana] dbj|BAC43188.1| putative DnaJ protein [Arabidopsis thaliana]	NP_568690.1	DNAJ heat shock protein, mitochondrially targeted (GFA2)	At5g48030.1	protein DnaJ protein, putative	Os12g07060	"DNAJ heat shock protein, mitochondrially targeted (GFA2), 99.8% identical to mitochondrially targeted DnaJ protein GFA2 (Arabidopsis thaliana) GI:21429604; contains Pfam profiles PF00226: DnaJ domain, PF01556: DnaJ C terminal region, PF00684: DnaJ central"	stress.abiotic.heat	20_2_1

CUST_22127_PI403524517	2	-0.01112175	-0.27050304	-0.036374092	0.04821968	0.08517933	0.01112175	35_6430	"Cluster: Os05g0470700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0470700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DHF0	0	0	CHR05V5|COORD:23018485..23020967|protein zinc finger, C3HC4 type family protein, expressed	LOC_Os05g39380.1	no description	not assigned.unknown	35_2

CUST_33279_PI403524517	2	0.51434517	-0.048363686	0.07653046	-0.08973122	0.048363686	-0.13806391	35_9594	"Cluster: Hypothetical protein P0700F06.21; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0700F06.21 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6K681	CHR1|COORD:30420729..30423183| F-box protein-related, contains weak hit to Pfam PF00646: F-box domain	AT1G80960.3	CHR02V5|COORD:33718795..33716274|protein F-box domain containing protein, expressed	LOC_Os02g55050.1	no descriptionvery weakly similar to (50.1)AT1G80960| Symbols:  | F-box protein-related | chr1:30420957-30423112 FORWARD	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_178339_PI403524517	2	0.102381706	-0.25463772	0.12422562	-0.10238266	0.15165424	-0.106370926	35_49596	"Cluster: Putative adenosine deaminase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative adenosine deaminase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8H3U7	CHR4V7|COORD:2465053..2467101| adenosine/AMP deaminase family protein	AT4G04880.1	CHR07V5|COORD:27863332..27866538|protein deaminase, putative, expressed	LOC_Os07g46630.1	no descriptionweakly similar to ( 154)AT4G04880| Symbols:  | adenosine/AMP deaminase family protein | chr4:2465053-2467101 REVERSEnot assigned ADA_AMPD ADA PRK09358	nucleotide metabolism.degradation	23_2

CUST_15103_PI403524517	2	-0.013718605	0.492486	-0.13943577	-0.0064401627	0.0064401627	0.19543457	35_4353	"Cluster: Os03g0792400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os03g0792400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DMV1	"CHR5V7|COORD:13501836..13504776| EGY1 (ETHYLENE-DEPENDENT GRAVITROPISM-DEFICIENT AND YELLOW-GREEN 1); sterol regulatory element-binding"	AT5G35220.1	CHR03V5|COORD:32890478..32895823|protein sterol-regulatory element binding protein site 2 protease containing protein, expressed	LOC_Os03g57840.2	"no descriptionvery weakly similar to (91.7)AT5G35220| Symbols: EGY1 | EGY1 (ETHYLENE-DEPENDENT GRAVITROPISM-DEFICIENT AND YELLOW-GREEN 1); sterol regulatory element-binding protein site 2 protease | chr5:13501836-13504776 REVERSE"	protein.degradation	29_5

CUST_19616_PI403524517	2	0.049964905	-0.14851761	-0.007326126	0.007326126	0.2160492	-0.048347473	35_5683	"Cluster: H0523F07.11 protein; n=2; Oryza sativa|Rep: H0523F07.11 protein - Oryza sativa (Rice)"	UniRef90_Q01JQ2	CHR5V7|COORD:3144255..3145644| short-chain dehydrogenase/reductase (SDR) family protein	AT5G10050.1	CHR04V5|COORD:22621456..22618801|protein oxidoreductase, putative, expressed	LOC_Os04g38420.1	no descriptionmoderately similar to ( 296)AT5G10050| Symbols:  | short-chain dehydrogenase/reductase (SDR) family protein | chr5:3144255-3145644 FORWARDvery weakly similar to (82.4)TS2_MAIZESex determination protein tasselseed-2 - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK06179 COG4221 PRK06182 DltE FabG fabG fabG fabG PRK06180 PRK05693 PRK08220 PRK07109 PRK08263 PRK07825 PRK12826 PRK06181 PRK12939 PRK06914 PRK08264 PRK09072 PRK12829 PRK07326 PRK08324 PRK09291 PRK05872 PRK07454 PRK07024 fabG PRK12828 PRK05650 PRK07890 PRK07067 PRK07479 PRK06484 PRK05855 PRK08213 PRK12827 PRK12937 PRK06841 PRK06138 PRK07775 PRK07478 PRK07201 PRK06346 adh_short fabG PRK06482 PRK08017 PRK07063 PRK06122 PRK12429 PRK06949 PRK06198 PRK12745 PRK06500 DltE fabG PRK12824 fabG PRK08267 benD PRK07577 PRK07523 PRK07856 PRK05866 PRK07831 PRK07074 PRK10538 PRK07677 PRK07060 PRK12743 PRK07832 PRK06398 PRK06139 PRK08219 fabG PRK08721 PRK05993 PRK06935 PRK06200 PRK06171 PRK08277 PRK07774 PRK08265 fabG PRK06523 PRK08278 PRK08226 PRK07062 PRK06194 fabG PRK12935 PRK08936 PRK06172 PRK07097 PRK07069 PRK08251 PRK05876 fabG fabG PRK08945 fabG PRK07576 PRK06125 PRK06113 PRK06128 PRK07035 PRK08628 PRK09242 PRK06124 PRK08643 PRK07633 PRK12748 PRK08993 PRK06057 PRK12936 fabG PRK09135 PRK08589 PRK06114 PRK07041 PRK08085 PRK06123 PRK12481 PRK07814 PRK06101 PRK05867 PRK07791 PRK07102 PRK08063 PRK09134 PRK07985 PRK12938 PRK05875 PRK06947 PRK12742 PRK12746 fabG PRK09186 PRK05717 PRK08177 fabG PRK08703 PRK07023 PRK06701 PRK06197 WcaG KR PRK06953 PRK06924 PRK12744 PRK06196 PRK12428 PRK12747 PRK05854 PRK08339 PRK12384 FabI PRK07453 PRK12859 PRK07533 PRK07578	misc.short chain dehydrogenase/reductase (SDR)	26_22

CUST_123169_PI403524517	2	0.027126312	-0.31027126	-0.21087646	0.027126312	-0.024404526	0.02440548	35_34738	Rep: Hypothetical protein - Gibberella zeae (Fusarium graminearum)	UniRef90_Q4IDG4		0	0	0	no description	not assigned.unknown	35_2

CUST_1303_PI403524517	2	0.057879448	0.24682617	-0.17935848	0.026729584	-0.02672863	-0.08821297	35_344	"Cluster: Putative L-ascorbate peroxidase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative L-ascorbate peroxidase - Oryza sativa (japonica cultivar-gro"	UniRef90_Q7F1J9	"CHR4V7|COORD:15602783..15605240| APX6 (ASCORBATE PEROXIDASE 6); L-ascorbate peroxidase"	AT4G32320.1	CHR08V5|COORD:25842125..25838921|protein L-ascorbate peroxidase 4, putative, expressed	LOC_Os08g41090.1	" no descriptionweakly similar to ( 146)AT4G32320| Symbols: APX6 | APX6 (ASCORBATE PEROXIDASE 6); L-ascorbate peroxidase | chr4:15602783-15605240 FORWARDvery weakly similar to (95.9)PGKH_WHEATPhosphoglycerate kinase, chloroplast precursor - Triticum aestivum (Wheat)not assigned ascorbate_peroxidase plant_peroxidase pgk Pgk Phosphoglycerate_kinase PGK peroxidase secretory_peroxidase "	redox.ascorbate and glutathione.ascorbate	21_2_1

CUST_104118_PI403524517	2	0.45526886	0.048596382	0.16314507	-0.5281143	-0.2206335	-0.04859686	35_29676	"Cluster: Os02g0769200 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0769200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DX82	CHR1V7|COORD:7680678..7682515| peptidoglycan-binding LysM domain-containing protein	AT1G21880.2	CHR02V5|COORD:32423529..32420453|protein erwinia induced protein 1, putative, expressed	LOC_Os02g53000.2	no descriptionvery weakly similar to (50.8)AT1G21880| Symbols: LYM1 | peptidoglycan-binding LysM domain-containing protein | chr1:7680678-7682515 FORWARDnot assigned TT_ORF1	not assigned.no ontology	35_1

CUST_22884_PI403524517	2	0.15943336	0.05615616	0.016807556	-0.13720703	-0.22031307	-0.016806602	35_6647	"Cluster: Putative long chain acyl-CoA synthetase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative long chain acyl-CoA synthetase - Oryza sativa (japon"	UniRef90_Q5W6W7	CHR2|COORD:1515847..1519304| long-chain-fatty-acid--CoA ligase family protein / long-chain acyl-CoA synthetase family protein (LACS8), similar to LACS 4 (SP:O35	AT2G04350.2	CHR05V5|COORD:14610167..14623241|protein acyl-CoA synthetase long-chain family member 3, putative, expressed	LOC_Os05g25310.2	no descriptionmoderately similar to ( 456)AT2G04350| Symbols:  | long-chain-fatty-acid--CoA ligase family protein / long-chain acyl-CoA synthetase family protein (LACS8) | chr2:1516083-1519175 FORWARDvery weakly similar to (62.4)4CL1_PETCR4-coumarate--CoA ligase 1 - Petroselinum crispum (Parsley) (Petroselinum hortense)not assigned not assigned not assigned not assigned not assigned not assigned FAA1 AMP-binding CaiC PRK08314 Acs PRK09089 PRK08633 PRK08315 PRK08279 PRK07656 PRK12583 PRK07798 PRK08316 PRK03640 PRK05677 PRK06087 PRK05605 EntF PRK06178 PRK06155 caiC PRK07770 PRK04319 PRK12492 PRK06814 PRK07514 PRK09274 PRK07788 PRK06188 PRK08180 PRK07529 PRK03582 PRK06710 PRK08974 PRK06368 PRK06187 PRK07771 PRK08751 PRK05691 PRK06219 PRK08043 PRK12316 PRK07768 PRK09192 PRK05620 PRK05852 PRK06018 PRK07787 PRK03429 PRK06839 PRK02530 PRK05850 PRK07786 PRK06334	lipid metabolism.FA synthesis and FA elongation.long chain fatty acid CoA ligase	11_1_9

CUST_15834_PI404877155	2	0.055353165	-0.32725048	0.031614304	0.10679436	-0.050610542	-0.03161335	Contig9692_at	"ATT4F9_7(AL049523|pid:g4539439) Arabidopsis thaliana DNA chromosome 4, BAC cloneT4F9; RNA-binding protein [Oryza sativa (japonica cultivar-g"	NP_913263.1	RNA-binding protein, putative	At1g32790.1	protein RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain), putative	Os01g11120	"CID11;RNA-binding protein, putative, similar to RNA-binding protein GB:CAB40027 GI:4539439 from (Arabidopsis thaliana).Member of a family of PAB2 binding domain proteins. or  similar to RNA-binding protein, putative [Arabidopsis thaliana] (TAIR:At4g10610."	RNA.RNA binding	27_4

CUST_53681_PI403524517	2	-0.041088104	-0.29133224	0.12966347	0.1234169	0.004044533	-0.004043579	35_15277	"Cluster: Putative acyl-CoA oxidase; n=1; Hordeum vulgare|Rep: Putative acyl-CoA oxidase - Hordeum vulgare (Barley)"	UniRef90_O23977	"CHR2V7|COORD:15007041..15009971| ACX5 (ACYL-COA OXIDASE 5); acyl-CoA oxidase"	AT2G35690.1	CHR06V5|COORD:226793..231808|protein acyl-coenzyme A oxidase 1.2, peroxisomal, putative, expressed	LOC_Os06g01390.1	 no descriptionmoderately similar to ( 264)AT4G16760| Symbols: ATACX1, ACX1 | ACX1 (ACYL-COA OXIDASE 1) | chr4:9424918-9428710 REVERSEvery weakly similar to (53.5)ACOX2_CUCMAAcyl-coenzyme A oxidase, peroxisomal precursor - Cucurbita maxima (Pumpkin) (Winter squash)not assigned not assigned ACOX AXO 	lipid metabolism.lipid degradation.beta-oxidation.acyl CoA DH	11_9_4_2

CUST_7012_PI404877155	2	-0.04928112	0.54940987	0.08315754	0.02851677	-0.46382236	-0.028517723	Contig20529_s_at	unnamed protein product [Oryza sativa (japonica cultivar-group)] dbj|BAA96636.1| unnamed protein product [Oryza sativa (japonica cultivar-gr	NP_908512.1	squamosa promoter-binding protein-like 1 (SPL1)	At2g47070.1	protein SBP domain, putative	Os01g18850	NONE	RNA.regulation of transcription.SBP,Squamosa promoter binding protein family	27_3_28

CUST_10529_PI403524517	2	0.06278515	0.35404587	-0.31794167	0.43863392	-0.0627861	-0.11718559	35_2971	Rep: Cold acclimation protein COR413-TM1 - Triticum aestivum (Wheat)	UniRef90_Q84XU9	CHR1V7|COORD:10286395..10287864| COR314-TM2 (cold regulated 314 thylakoid membrane 2)	AT1G29390.1	CHR05V5|COORD:28132773..28130538|protein cold acclimation WCOR413-like protein gamma form, putative, expressed	LOC_Os05g49170.1	no descriptionweakly similar to ( 157)AT1G29390| Symbols: COR314-TM2 | COR314-TM2 (cold regulated 314 thylakoid membrane 2) | chr1:10286395-10287864 REVERSEWCOR413	stress.abiotic.cold	20_2_2

CUST_81011_PI403524517	2	-0.17637396	0.14847088	-0.18076181	0.6914482	0.0047912598	-0.004790306	35_23236	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_43418_PI403524517	2	0.082800865	0.6150837	-0.11828518	-0.010654449	-0.07259178	0.010655403	35_12467	"Cluster: Folate/biopterin transporter family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Folate/biopterin transporter family protein, e"	UniRef90_Q10C46	CHR2V7|COORD:13642193..13644669| integral membrane transporter family protein	AT2G32040.1	CHR03V5|COORD:33009808..33004311|protein biopterin transport-related protein BT1, putative, expressed	LOC_Os03g58080.1	no descriptionweakly similar to ( 122)AT2G32040| Symbols:  | integral membrane transporter family protein | chr2:13642193-13644669 FORWARDBT1	transport.misc	34_99

CUST_13074_PI403524517	2	0.11905956	-0.113856316	0.03707695	-0.07544899	-0.03707695	0.051431656	35_3741	"Cluster: Putative SWIb domain-containing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative SWIb domain-containing protein - Oryza sativa (japon"	UniRef90_Q6Z6Y2	CHR3V7|COORD:865348..866676| SWIB complex BAF60b domain-containing protein	AT3G03590.1	CHR02V5|COORD:1565446..1563403|protein SWIb domain-containing protein, putative, expressed	LOC_Os02g03730.1	no descriptionweakly similar to ( 102)AT1G31760| Symbols:  | SWIB complex BAF60b domain-containing protein | chr1:11372583-11373395 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned SWIB SWIB COG5531 PRK06319	not assigned.no ontology	35_1

CUST_91664_PI403524517	2	-0.40021086	-0.11237812	0.016545296	0.40914726	0.3469224	-0.016545773	35_26207	"Cluster: Hypothetical protein P0530H10.4; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0530H10.4 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6L4M9	CHR4V7|COORD:9948866..9960416| zinc finger (C3HC4-type RING finger) family protein / pentatricopeptide (PPR) repeat-containing protein	AT4G17910.1	CHR05V5|COORD:17094716..17096099|protein RING-H2 finger protein ATL5F, putative, expressed	LOC_Os05g29710.1	no description	not assigned.unknown	35_2

CUST_175330_PI403524517	2	0.20295095	-0.06128311	-0.06068182	-0.11485815	0.06068182	0.27766657	35_48800	"Cluster: Ice recrystallisation inhibition protein; n=1; Lolium perenne|Rep: Ice recrystallisation inhibition protein - Lolium perenne (Perennial ryegrass)"	UniRef90_Q9M3W4	"CHR4V7|COORD:16961119..16967896| NRPB1 (RNA POLYMERASE II LARGE SUBUNIT); DNA binding / DNA-directed RNA polymerase"	AT4G35800.1	CHR08V5|COORD:3223078..3217882|protein DNA-directed RNA polymerase II largest subunit, putative, expressed	LOC_Os08g05940.1	no description	not assigned.unknown	35_2

CUST_55288_PI403524517	2	-0.06898403	0.45060062	-0.025479317	0.17858887	-0.092063904	0.025479317	35_15739	"Cluster: Os03g0733800 protein; n=4; Oryza sativa (japonica cultivar-group)|Rep: Os03g0733800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DNU9	CHR2V7|COORD:16272533..16274870| AERO2 (ARABIDOPSIS ENDOPLASMIC RETICULUM OXIDOREDUCTINS 2)	AT2G38960.2	CHR03V5|COORD:30016716..30012896|protein endoplasmic oxidoreductin-1 precursor, putative, expressed	LOC_Os03g52340.1	no descriptionvery weakly similar to (66.6)AT2G38960| Symbols: AERO2 | AERO2 (ARABIDOPSIS ENDOPLASMIC RETICULUM OXIDOREDUCTINS 2) | chr2:16272533-16274961 FORWARDnot assigned ERO1 ERO1	not assigned.no ontology	35_1

CUST_95341_PI403524517	2	0.39926243	0.19728708	0.07988405	-0.17783451	-0.07988405	-0.11957598	35_27246	Rep: Hypothetical protein - Coccidioides immitis RS	UniRef90_Q1E0Q2	0	0	CHR09V5|COORD:3186738..3184500|protein transposon protein, putative, CACTA, En/Spm sub-class	LOC_Os09g06700.1	no description	not assigned.unknown	35_2

CUST_59709_PI403524517	2	0.014090538	-1.1111107	-0.14387512	0.008826256	-0.006937027	0.006937027	35_17023	Rep: Minichromosome maintenance protein - Zea mays (Maize)	UniRef90_Q5I285	CHR5V7|COORD:18023658..18027769| minichromosome maintenance family protein / MCM family protein	AT5G44635.1	CHR05V5|COORD:8292208..8298700|protein DNA replication licensing factor MCM6, putative, expressed	LOC_Os05g14590.1	no descriptionhighly similar to ( 881)AT5G44635| Symbols:  | minichromosome maintenance family protein / MCM family protein | chr5:18023658-18027769 REVERSEmoderately similar to ( 272)MCM3_MAIZEnot assigned not assigned not assigned not assigned not assigned not assigned MCM MCM MCM2 COG0714 ChlI COG0606	DNA.synthesis/chromatin structure	28_1

CUST_68591_PI403524517	2	0.51859665	0.3801589	0.055124283	-0.055124283	-0.13068628	-0.52180576	35_19620	Rep: OSJNBb0060E08.16 protein - Oryza sativa (Rice)	UniRef90_Q7XM83	0	0	CHR04V5|COORD:31687999..31680657|protein homeobox protein GLABRA2, putative, expressed	LOC_Os04g53540.1	no descriptionPRK12678	not assigned.unknown	35_2

CUST_53085_PI403524517	2	-0.045443535	0.3925581	0.13270569	-0.14485264	-0.22799969	0.045443535	35_15112	Rep: protein binding - Arabidopsis thaliana	UniRef90_UPI00005DC1C7	CHR1V7|COORD:16978370..16985258| protein binding	AT1G44910.1	CHR01V5|COORD:19512593..19504584|protein protein binding protein, putative, expressed	LOC_Os01g34780.2	no descriptionhighly similar to ( 656)AT1G44910| Symbols:  | protein binding | chr1:16978370-16985258 FORWARDmoderately similar to ( 251)PSA7_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned proteasome_alpha_type_7 proteasome_alpha PRP40 PRK03996 proteasome_alpha_archeal Proteasome PRE1 proteasome_protease_HslV proteasome_alpha_type_4 proteasome_alpha_type_2 proteasome_alpha_type_1 proteasome_alpha_type_5 proteasome_alpha_type_3 proteasome_alpha_type_6 Ntn_hydrolase PRK03918 SbcC Atrophin-1 Caldesmon DUF1421 Smc COG1340 proteasome_beta TFIIF_alpha DUF1777 Glutenin_hmw Nop14 PRK02224 FF Mpp10 FF SCP-1 proteasome_beta_archeal PRK05648 CDC27 rRNA_processing PRK12678 SART-1 Utp14 DUF947 COG0610 MAP7 Cytadhesin_P30 DUF1742 PBP1 SURF6 Tymo_45kd_70kd infB WW GRASP55_65 MFAP1_C Extensin_2 BLVR	protein.degradation.ubiquitin.proteasom	29_5_11_20

CUST_148607_PI403524517	2	0.22008991	0.64272594	-0.03746128	-0.11219168	0.037460804	-0.34334278	35_41575	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_12376_PI403524517	2	-0.5711365	-0.8292818	0.80984116	0.5711374	-0.57807636	1.0438194	35_3525	Rep: OSIGBa0092M08.2 protein - Oryza sativa (Rice)	UniRef90_Q01I50	CHR3V7|COORD:19998738..19999181| protease inhibitor/seed storage/lipid transfer protein (LTP) family protein	AT3G53980.2	CHR04V5|COORD:20356070..20357097|protein lipid binding protein, putative, expressed	LOC_Os04g33920.1	no descriptionweakly similar to ( 135)AT5G05960| Symbols:  | protease inhibitor/seed storage/lipid transfer protein (LTP) family protein | chr5:1790257-1790695 FORWARDAAI_LTSS Tryp_alpha_amyl	misc.protease inhibitor/seed storage/lipid transfer protein (LTP) family protein	26_21

CUST_68833_PI403524517	2	0.09412193	-0.2820053	-0.0151968	0.015197754	0.15333462	-0.04633522	35_19693	"Cluster: ProFAR isomerase associated, putative; n=2; Oryza sativa (japonica cultivar-group)|Rep: ProFAR isomerase associated, putative - Oryza sativa (japonica"	UniRef90_Q53LS7	"CHR2V7|COORD:18054809..18058295| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G03320.1); similar to ProFAR isomerase associated, putative [Oryza"	AT2G43470.1	CHR11V5|COORD:9063340..9057112|protein proFAR isomerase associated family protein, expressed	LOC_Os11g16420.2	" no descriptionvery weakly similar to (82.8)AT2G43470| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G03320.1); similar to ProFAR isomerase associated, putative [Oryza sativa (japonica cultivar-group)] (GB:AAX96077.1); contains InterPro domain Homeodomain-like; (InterPro:IPR009057); contains InterPro domain ProFAR isomerase-like; (InterPro:IPR010759) | chr2:18054809-18058295 REVERSECOG4043 "	not assigned.unknown	35_2

CUST_57108_PI403524517	2	-0.044838905	0.1563139	-0.003493309	-0.05475998	0.033251762	0.003493309	35_16279	"Cluster: Putative ribosomal protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ribosomal protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8LNG5	CHR1V7|COORD:2215319..2216667| 30S ribosomal protein S18 family	AT1G07210.1	CHR10V5|COORD:18754688..18758059|protein ribosomal protein S18 containing protein, expressed	LOC_Os10g35690.1	no descriptionweakly similar to ( 136)AT1G07210| Symbols:  | 30S ribosomal protein S18 family | chr1:2215319-2216667 FORWARDvery weakly similar to (50.8)RR18_MESVIChloroplast 30S ribosomal protein S18 - Mesostigma viridenot assigned rpsR RpsR Ribosomal_S18 rps18	protein.synthesis.mito/plastid ribosomal protein.plastid	29_2_1_1

CUST_64278_PI403524517	2	0.048755646	0.13729286	0.014570236	-0.06724167	-0.02486515	-0.01457119	35_18351	"Cluster: Os01g0966500 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0966500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JFR1	CHR3V7|COORD:3628807..3630330| vacuolar protein sorting 55 family protein / VPS55 family protein	AT3G11530.2	CHR01V5|COORD:42948667..42951599|protein vacuolar protein sorting 55 containing protein, expressed	LOC_Os01g73570.2	no descriptionweakly similar to ( 106)AT3G11530| Symbols:  | vacuolar protein sorting 55 family protein / VPS55 family protein | chr3:3628807-3630330 REVERSEnot assigned Vps55	protein.targeting.secretory pathway.vacuole	29_3_4_3

CUST_87832_PI403524517	2	-2.3295617	0.25161648	-0.07848501	0.07848549	0.15794277	-0.83869267	35_25147	"Cluster: PREDICTED: hypothetical protein XP_856177; n=1; Canis familiaris|Rep: PREDICTED: hypothetical protein XP_856177 - Canis familiaris"	UniRef90_UPI00005A4121	0	0	CHR05V5|COORD:14542340..14544368|protein conserved hypothetical protein	LOC_Os05g25220.1	no descriptionPRK12323	not assigned.unknown	35_2

CUST_38662_PI403524517	2	0.041083336	0.016895771	-0.016895771	-0.09037733	0.10053301	-0.28842735	35_11124	"Cluster: Transcription initiation factor TFIID component TAF4 family protein, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Transcription initiati"	UniRef90_Q10IZ0	CHR5V7|COORD:17332836..17338372| transcription initiation factor	AT5G43130.1	CHR03V5|COORD:18602509..18593422|protein transcription initiation factor, putative, expressed	LOC_Os03g32590.2	no descriptionweakly similar to ( 112)AT5G43130| Symbols:  | transcription initiation factor | chr5:17332836-17338372 REVERSEnot assigned	RNA.transcription	27_2

CUST_104499_PI403524517	2	0.058023453	-0.5121708	-0.2069149	-0.006752014	0.06500912	0.006752968	35_29779	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_64222_PI403524517	2	-0.091846466	0.16257286	0.007944107	-0.18653965	0.0	0.0	35_18337	"Cluster: Putative aurora-related kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative aurora-related kinase - Oryza sativa (japonica cultivar-group"	UniRef90_Q7Y0C4	"CHR2V7|COORD:18754732..18756118| ATAUR3 (ATAURORA3); ATP binding / histone serine kinase(H3-S10 specific) / protein kinase"	AT2G45490.1	CHR03V5|COORD:31613534..31617661|protein serine/threonine-protein kinase 12, putative, expressed	LOC_Os03g55620.3	"no descriptionmoderately similar to ( 372)AT2G45490| Symbols: ATAUR3 | ATAUR3 (ATAURORA3); ATP binding / histone serine kinase(H3-S10 specific) / protein kinase | chr2:18754732-18756118 REVERSEweakly similar to ( 167)CIPK1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase SPS1 Pkinase_Tyr PTKc TyrKc PTKc_Csk_like PTKc_Jak_rpt2 PTKc_Srm_Brk PTKc_Ack_like PTKc_FAK PTKc_Fes_like PTKc_Syk_like PTKc_EphR PTKc_Jak1_rpt2 PTKc_Fes PTKc_Tyk2_rpt2 PTKc_Trk PTKc_FGFR PTKc_Tec_like PTKc_EphR_B PTKc_Src_like PTKc_EGFR_like PTKc_Lyn PTKc_Chk PTKc_EphR_A PTKc_Tec_Rlk PTKc_Abl PTKc_Jak2_Jak3_rpt2 PTKc_TrkC PTKc_InsR_like PTKc_FGFR2 PTKc_Csk PTKc_Syk PTKc_EphR_A2 PTKc_Tie2 PTKc_TrkB PTKc_Btk_Bmx PTKc_Itk PTKc_Musk PTKc_Fer PTKc_RET PTKc_FGFR1 PTKc_Ror PTKc_Frk_like PTKc_TrkA PTKc_FGFR4 PTK_CCK4 PTKc_Lck_Blk PTKc_c-ros PTKc_FGFR3 PTKc_Aatyk PTKc_ALK_LTK PTKc_Zap-70 PTKc_Tie1 PTKc_Tie PTKc_Met_Ron PTKc_Axl_like PTKc_Axl PTKc_Aatyk1_Aatyk3 PTKc_Hck PTK_Ryk PTKc_Ror2 PTKc_Tyro3 PTKc_PDGFR PTKc_DDR PTKc_HER4 PTKc_Ror1 PTKc_EGFR PTK_HER3 PTKc_Src PTKc_InsR PTKc_Fyn_Yrk PTKc_DDR_like PTKc_EphR_A10 PTKc_Yes PTK_Jak_rpt1 PTKc_DDR2 PTKc_IGF-1R PTKc_HER2 PTKc_DDR1 PTKc_VEGFR"	protein.postranslational modification	29_4

CUST_90940_PI403524517	2	0.062582016	0.42851782	0.07566023	-0.062582016	-0.2928257	-0.06945562	35_26008	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_79697_PI403524517	2	0.01570034	-0.10982323	-0.01570034	0.06939983	-0.057929993	0.075242996	35_22857	"Cluster: Putative pale cress protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative pale cress protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q60ER3	CHR2V7|COORD:19686940..19688421| PAC (PALE CRESS)	AT2G48120.1	CHR05V5|COORD:19047181..19052799|protein PAC, putative, expressed	LOC_Os05g32680.1	no descriptionmoderately similar to ( 305)AT2G48120| Symbols: PAC | PAC (PALE CRESS) | chr2:19686940-19688421 FORWARD	not assigned.no ontology	35_1

CUST_16387_PI399408534	2	-0.061466217	0.41087914	0.05370426	-0.024748802	-0.07322025	0.024749756	35_4276	"Cluster: Putative 1-aminocyclopropane-1-carboxylate synthase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative 1-aminocyclopropane-1-carboxylate syntha"	UniRef90_Q9SNN8	"CHR1V7|COORD:23321936..23323894| ACS10 (ACC SYNTHASE 10); 1-aminocyclopropane-1-carboxylate synthase"	AT1G62960.1	CHR06V5|COORD:1628718..1632630|protein aminotransferase ACS12, putative, expressed	LOC_Os06g03990.1	"no descriptionmoderately similar to ( 456)AT1G62960| Symbols: ACS10 | ACS10 (ACC SYNTHASE 10); 1-aminocyclopropane-1-carboxylate synthase | chr1:23321936-23323894 REVERSEmoderately similar to ( 358)1A1C_MALDO1-aminocyclopropane-1-carboxylate synthase - Malus domestica (Apple) (Malus sylvestris)not assigned not assigned not assigned not assigned not assigned not assigned Aminotran_1_2 COG0436 PRK08069 PRK05794 PRK06056 PRK07682 ARO8 PRK07568 PRK07683 PRK06836 PRK06375 PRK06575 PRK07212 PRK08443 PRK07309 PRK08363 PRK07310 PRK08960 PRK06108 PRK06507 PRK07367 PRK05764 PRK08068 PRK09276 PRK08362 PRK06107 PRK06220 HisC PRK07337 PRK07543 PRK07778 PRK05957 MalY PRK08361 PRK07777 PRK09265 PRK07550 PRK08912 PRK08636 PRK08175 PRK06348 PRK09148 PRK07681 PRK06290 PRK06855 PRK09082 PRK05942 PRK07366 PRK06358 PRK07865 PRK03262 PRK03566 PRK03158 PRK12414 PRK01688 PRK00950 PRK07324 PRK06207 PRK04635 PRK09147 PRK02731 PRK07590 avtA PRK01533 PRK03321 PRK03317 PRK05166 PRK04781 PRK08637 PRK06225"	hormone metabolism.ethylene.synthesis-degradation	17_5_1

CUST_70892_PI403524517	2	0.20751762	0.27546215	-0.11092472	-0.06816101	0.0031881332	-0.0031871796	35_20312	Rep: Putative selenium binding protein - Oryza sativa (Rice)	UniRef90_Q9AVA6	CHR4V7|COORD:8098116..8100160| selenium-binding protein, putative	AT4G14030.1	CHR01V5|COORD:40274911..40278383|protein selenium-binding protein, putative, expressed	LOC_Os01g68770.1	 no descriptionvery weakly similar to (95.5)AT4G14030| Symbols:  | selenium-binding protein, putative | chr4:8098116-8100160 REVERSEnot assigned SBP56 Tymo_45kd_70kd 	metal handling	15

CUST_11572_PI403524517	2	-0.05292511	0.0784359	-0.02733326	-0.040035248	0.02733326	0.068712234	35_3284	"Cluster: Putative Ste20-related protein kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Ste20-related protein kinase - Oryza sativa (japonica"	UniRef90_Q9FWD9	CHR4V7|COORD:12515233..12519346| protein kinase family protein	AT4G24100.1	CHR10V5|COORD:19731226..19740886|protein protein kinase domain containing protein, expressed	LOC_Os10g37480.1	no descriptionhighly similar to ( 573)AT4G24100| Symbols:  | protein kinase family protein | chr4:12515233-12519346 FORWARDweakly similar to ( 104)M2K1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase SPS1 Pkinase_Tyr PTKc TyrKc KIND PTKc_Tec_Rlk PTKc_Tec_like PTKc_Jak_rpt2 PTKc_Src_like PTKc_Frk_like PTKc_Tyk2_rpt2 PTKc_Btk_Bmx PTKc_Csk_like PTKc_PDGFR PTKc_Ack_like PTKc_EGFR_like PTKc_FAK PTKc_Yes PTKc_Lck_Blk PTKc_Met_Ron PTKc_RET PTKc_Fyn_Yrk PTK_HER3 PTKc_Src PTKc_c-ros PTKc_Hck PTKc_EphR PTKc_Jak1_rpt2 PTKc_VEGFR PTKc_Itk PTKc_Jak2_Jak3_rpt2 PTKc_Lyn PTKc_Srm_Brk PTKc_Chk PTK_Ryk PTKc_VEGFR2 PTKc_FGFR PTKc_Csk PTKc_InsR_like PTKc_FGFR2 PTKc_ALK_LTK PTK_Tyk2_rpt1 PTKc_FGFR4 PTKc_FGFR1 PTKc_Aatyk PTKc_Syk_like PTKc_VEGFR3 PTKc_Abl PTKc_FGFR3 PTKc_CSF-1R PTKc_Kit PTK_CCK4 PTKc_PDGFR_alpha PTKc_EphR_A PTKc_Fes_like PTKc_EphR_B PTKc_IGF-1R PTKc_InsR PTKc_Tie1 PTKc_Fes PTKc_DDR PTKc_Ror PTKc_Trk PTKc_EphR_A2 PTKc_Tie PTKc_Axl PTKc_Tie2 PTKc_HER4 PTK_Jak_rpt1 PTKc_EGFR PTKc_Zap-70 PTKc_Axl_like PTKc_PDGFR_beta PTKc_Aatyk1_Aatyk3 PTKc_TrkC PTKc_Ror1 PTKc_Fer PTKc_EphR_A10 PTKc_Tyro3 PTKc_Syk PTKc_HER2 PTKc_DDR_like	protein.postranslational modification	29_4

CUST_39701_PI403524517	2	0.07845545	0.2616005	0.14288712	-0.078455925	-0.24889088	-0.71816206	35_11416	"Cluster: Os01g0242600 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0242600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JP57	CHR1V7|COORD:20000224..20003795| C2 domain-containing protein	AT1G53590.1	CHR01V5|COORD:7864614..7858803|protein C2 domain containing protein, expressed	LOC_Os01g14050.1	no descriptionmoderately similar to ( 232)AT1G53590| Symbols:  | C2 domain-containing protein | chr1:20000224-20003795 FORWARDCOG5038	not assigned.no ontology.C2 domain-containing protein	35_1_19

CUST_136172_PI403524517	2	-0.10524082	0.26003933	0.027173042	-0.027172089	-0.18058395	0.053357124	35_38186	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QVI5		0	CHR12V5|COORD:6985966..6983873|protein expressed protein	LOC_Os12g12690.1	no description	not assigned.unknown	35_2

CUST_79054_PI403524517	2	-0.025616646	-0.16675377	-0.06983471	0.11197567	0.29931355	0.0256176	35_22676	Rep: OSJNba0093F12.25 protein - Oryza sativa (Rice)	UniRef90_Q7FAG0	0	0	CHR04V5|COORD:30022506..30027769|protein scramblase family protein, expressed	LOC_Os04g51080.1	no description	not assigned.unknown	35_2

CUST_27149_PI403524517	2	0.24909401	0.12937021	0.034986496	-0.2793026	-0.2514162	-0.034986973	35_7861	"Cluster: Putative lipid transfer protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative lipid transfer protein - Oryza sativa (japonica cultivar-gro"	UniRef90_Q9FWP0	CHR4V7|COORD:7401368..7401853| protease inhibitor/seed storage/lipid transfer protein (LTP) family protein	AT4G12470.1	CHR10V5|COORD:21333534..21332752|protein cortical cell-delineating protein precursor, putative, expressed	LOC_Os10g40440.1	no descriptionvery weakly similar to (99.0)AT4G12470| Symbols:  | protease inhibitor/seed storage/lipid transfer protein (LTP) family protein | chr4:7401368-7401853 REVERSEweakly similar to ( 116)CCDP_MAIZECortical cell-delineating protein precursor - Zea mays (Maize)HPS_like Tryp_alpha_amyl	misc.protease inhibitor/seed storage/lipid transfer protein (LTP) family protein	26_21

CUST_177656_PI403524517	2	0.30241585	-0.32814598	-0.012360096	-0.1349554	0.19179344	0.012360573	35_49416	"Cluster: Putative pentatricopeptide (PPR) repeat-containing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative pentatricopeptide (PPR)"	UniRef90_Q6YUT6	CHR4V7|COORD:11246386..11247774| binding	AT4G21065.2	CHR01V5|COORD:30107126..30109995|protein selenium-binding protein-like, putative	LOC_Os01g51790.1	no descriptionweakly similar to ( 176)AT5G40405| Symbols:  | binding | chr5:16186543-16188381 FORWARD	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_14523_PI404877155	2	0.22420883	-0.02964878	-0.009833336	0.10888195	0.009833336	-0.03153038	Contig8347_at	putative RNA splicing protein [Oryza sativa]	AAK14424.1	magnesium transporter CorA-like family protein	At5g22830.1	protein putative RNA splicing protein	Os03g48000	NONE	transport.unspecified cations	34_14

CUST_77367_PI403524517	2	0.41124392	0.110305786	-0.0469985	-0.04376459	-0.7171426	0.04376459	35_22173	"Cluster: Hypothetical protein OSJNBb0092E21.2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0092E21.2 - Oryza sativa (japonica cu"	UniRef90_Q6L4Z2	0	0	CHR05V5|COORD:20537735..20545179|protein expressed protein	LOC_Os05g34760.2	no description	not assigned.unknown	35_2

CUST_33904_PI403524517	2	0.4289999	0.20570374	0.063139915	-0.7338495	-0.78709555	-0.06314039	35_9773	"Cluster: Hypothetical protein P0031D02.13; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0031D02.13 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5JN80	"CHR2V7|COORD:16124688..16126119| similar to DTA4 (DOWNSTREAM TARGET OF AGL15-4) [Arabidopsis thaliana] (TAIR:AT1G79760.1); similar to hypothetical protein"	AT2G38500.1	CHR01V5|COORD:35483290..35485628|protein expressed protein	LOC_Os01g60800.1	"no descriptionvery weakly similar to (72.4)AT2G38500| Symbols:  | similar to DTA4 (DOWNSTREAM TARGET OF AGL15-4) [Arabidopsis thaliana] (TAIR:AT1G79760.1); similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:BAD87077.1); contains domain no description (G3D.3.50.60.10); contains domain Clavaminate synthase-like (SSF51197) | chr2:16124688-16126119 REVERSE"	not assigned.unknown	35_2

CUST_178933_PI403524517	2	0.124438286	0.10276413	-0.16776371	-0.10276413	-0.4543152	0.32586384	35_49769	"Cluster: Protein kinase family protein, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Protein kinase family protein, putative, expressed"	UniRef90_Q10C64	CHR3V7|COORD:1014419..1018251| protein kinase family protein	AT3G03940.1	CHR03V5|COORD:32938457..32945832|protein ATP binding protein, putative, expressed	LOC_Os03g57940.4	no descriptionweakly similar to ( 139)AT3G03940| Symbols:  | protein kinase family protein | chr3:1014419-1018251 REVERSE	protein.postranslational modification	29_4

CUST_83758_PI403524517	2	0.057709694	0.56088734	-0.079811096	-0.04521084	0.045211792	-0.08390331	35_24009	"Cluster: Hypothetical protein B1329D01.2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1329D01.2 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q5JJM6	"CHR2V7|COORD:16317059..16319553| similar to unnamed protein product [Ostreococcus tauri] (GB:CAL54696.1); similar to Os01g0367100 [Oryza sativa (japonica"	AT2G39080.1	CHR01V5|COORD:15324973..15320067|protein expressed protein	LOC_Os01g26920.1	"no descriptionweakly similar to ( 149)AT2G39080| Symbols:  | similar to unnamed protein product [Ostreococcus tauri] (GB:CAL54696.1); similar to Os01g0367100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001043040.1); contains domain NAD(P)-binding Rossmann-fold domains (SSF51735); contains domain no description (G3D.3.40.50.720) | chr2:16317059-16319553 REVERSEnot assigned not assigned not assigned not assigned not assigned DUF1421 Drf_FH1"	not assigned.unknown	35_2

CUST_500_PI403524517	2	-0.12676096	1.3540998	-0.18606806	0.703465	0.12676096	-0.6821399	35_130	"Cluster: Ribulose bisphosphate carboxylase small chain, chloroplast precursor; n=5; Triticeae|Rep: Ribulose bisphosphate carboxylase small chain,"	UniRef90_Q40004	CHR1V7|COORD:25052128..25052912| ribulose bisphosphate carboxylase small chain 1A / RuBisCO small subunit 1A (RBCS-1A) (ATS1A)	AT1G67090.1	CHR12V5|COORD:11317603..11319883|protein ribulose bisphosphate carboxylase small chain C, chloroplast precursor, putative, expressed	LOC_Os12g19470.2	 no descriptionweakly similar to ( 200)AT1G67090| Symbols: RBCS1A | ribulose bisphosphate carboxylase small chain 1A / RuBisCO small subunit 1A (RBCS-1A) (ATS1A) | chr1:25052253-25052912 REVERSEmoderately similar to ( 259)RBS1_WHEATRibulose bisphosphate carboxylase small chain PWS4.3, chloroplast precursor - Triticum aestivum (Wheat)RuBisCO_small RuBisCO_small rbcS RbcS RuBisCO_small_like 	PS.calvin cyle.rubisco small subunit	1_3_2

CUST_141887_PI403524517	2	-0.61426115	1.0803819	0.681365	0.31942177	-0.44996834	-0.31942177	35_39766	"Cluster: Phosphatidic acid phosphatase beta-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Phosphatidic acid phosphatase beta-like - Oryza sativa (japon"	UniRef90_Q5N7Q9	"CHR1V7|COORD:5188075..5189471| ATPAP2 (PHOSPHATIDIC ACID PHOSPHATASE 2); phosphatidate phosphatase"	AT1G15080.1	CHR01V5|COORD:28931910..28935061|protein lipid phosphate phosphatase 3, chloroplast precursor, putative, expressed	LOC_Os01g49820.2	" no descriptionweakly similar to ( 124)AT1G15080| Symbols: ATLPP2, LPP2, ATPAP2 | ATPAP2 (PHOSPHATIDIC ACID PHOSPHATASE 2); phosphatidate phosphatase | chr1:5188075-5189471 FORWARDnot assigned PAP2_containing_1_like "	misc.acid and other phosphatases	26_13

CUST_14891_PI403524517	2	0.027216911	-0.023368835	0.023368835	0.08078575	-0.14604378	-0.04024601	35_4292	"Cluster: Putative HGA1; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative HGA1 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z0Z4	"CHR3V7|COORD:6228399..6229553| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G18180.1); similar to glycosyltransferase [Saccharum officinarum]"	AT3G18170.1	CHR02V5|COORD:1872660..1874912|protein glycosyltransferase, putative, expressed	LOC_Os02g04250.1	"no descriptionweakly similar to ( 146)AT3G18170| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G18180.1); similar to glycosyltransferase [Saccharum officinarum] (GB:CAI30073.1); contains InterPro domain Protein of unknown function DUF563; (InterPro:IPR007657) | chr3:6228399-6229553 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF563 Tymo_45kd_70kd Herpes_BLLF1 PRK12678 DUF566 Herpes_UL32 PRK12323 PRK07003 APC_basic"	not assigned.unknown	35_2

CUST_11131_PI403524517	2	0.011276245	-0.5348482	-0.011276245	0.055606842	-0.09240341	0.081796646	35_3154	"Cluster: Os01g0217900 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0217900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JPK6	CHR5V7|COORD:1310672..1318092| DME (DEMETER)	AT5G04560.1	CHR01V5|COORD:6441121..6452877|protein hhH-GPD superfamily base excision DNA repair protein, expressed	LOC_Os01g11900.1	 no descriptionhighly similar to ( 676)AT5G04560| Symbols: DME1, DME | DME (DEMETER) | chr5:1309787-1318092 FORWARDnot assigned Nth ENDO3c HhH-GPD COG2231 ENDO3c AlkA 	DNA.repair	28_2

CUST_129877_PI403524517	2	0.0711565	-0.2514639	-0.076784134	0.012234688	-0.0122356415	0.101389885	35_36477	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_113000_PI403524517	2	0.06833315	-0.086642265	-0.10022068	0.005136013	0.3540411	-0.005136013	35_32074	"Cluster: Hypothetical protein P0504E02.22; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0504E02.22 - Oryza sativa (japonica cultivar-g"	UniRef90_Q8S1U3	CHR2V7|COORD:19624289..19624699| AGP26/ATAGP26 (ARABINOGALACTAN PROTEINS 26)	AT2G47930.1	CHR01V5|COORD:41506282..41507216|protein expressed protein	LOC_Os01g71170.1	no descriptionnot assigned not assigned not assigned PRK12323 PRK07003	not assigned.unknown	35_2

CUST_10187_PI399408534	2	0.2506504	-0.028905869	0.04955721	-0.061243057	-0.11988115	0.028905392	35_27733	"Cluster: Putative S-receptor kinase KIK1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative S-receptor kinase KIK1 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q7EZ32	CHR1V7|COORD:22708531..22711491| S-locus protein kinase, putative	AT1G61550.1	CHR07V5|COORD:21881678..21875197|protein serine/threonine-protein kinase receptor precursor, putative, expressed	LOC_Os07g36590.1	 no descriptionvery weakly similar to (57.0)AT1G61550| Symbols:  | S-locus protein kinase, putative | chr1:22708531-22711491 REVERSEnot assigned not assigned not assigned B_lectin B_lectin PRK12323 TT_ORF1 B_lectin PRK07764 PRK07003 	signalling.receptor kinases.S-locus glycoprotein like	30_2_24

CUST_11868_PI399408534	2	0.57020473	-0.32494164	0.035796165	-0.16209698	-0.035796165	0.23194695	35_20641	"Cluster: Putative iron/ascorbate-dependent oxidoreductase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative iron/ascorbate-dependent oxidoreductase - O"	UniRef90_Q8S208	"CHR1V7|COORD:5820251..5821734| SRG1 (SENESCENCE-RELATED GENE 1); oxidoreductase, acting on paired donors, with incorporation or reduction of molecular oxygen,"	AT1G17020.1	CHR01V5|COORD:14060110..14063197|protein naringenin,2-oxoglutarate 3-dioxygenase, putative, expressed	LOC_Os01g24980.1	 no descriptionmoderately similar to ( 286)AT4G25310| Symbols:  | oxidoreductase, 2OG-Fe(II) oxygenase family protein | chr4:12949763-12951148 FORWARDweakly similar to ( 184)FL3H_DIACANaringenin,2-oxoglutarate 3-dioxygenase - Dianthus caryophyllus (Carnation) (Clove pink)not assigned PcbC 2OG-FeII_Oxy 	hormone metabolism.ethylene.synthesis-degradation	17_5_1

CUST_11165_PI404877155	2	-0.024136543	0.43164253	0.05331421	-0.1538992	-0.011025429	0.011026382	Contig4839_at	small nuclear ribonucleoprotein D2, putative / snRNP core protein D2, putative / Sm protein D2, putative [Arabidopsis	NP_850477.1	small nuclear ribonucleoprotein D2, putative / snRNP core protein D2, putative / Sm protein D2, putative	At3g62840.1	protein small nuclear ribonucleoprotein-like protein	Os05g24970	small nuclear ribonucleo protein D2 -related	RNA.processing	27_1

CUST_139866_PI403524517	2	0.08686352	-0.3511243	0.12514591	-0.07548571	-0.35470486	0.07548618	35_39223	"Cluster: Os01g0217900 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0217900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JPK6		0	CHR01V5|COORD:6441121..6452877|protein hhH-GPD superfamily base excision DNA repair protein, expressed	LOC_Os01g11900.1	no description	not assigned.unknown	35_2

CUST_7305_PI403524517	2	0.10027027	-0.18873978	9.994507E-4	-9.994507E-4	-0.05300808	0.050293922	35_2029	"Cluster: Prolyl 4-hydroxylase, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Prolyl 4-hydroxylase, putative, expressed - Oryza sativa"	UniRef90_Q338D2	CHR3V7|COORD:10677503..10679499| oxidoreductase, 2OG-Fe(II) oxygenase family protein	AT3G28480.1	CHR10V5|COORD:14100948..14096795|protein prolyl 4-hydroxylase, putative, expressed	LOC_Os10g27340.2	 no descriptionmoderately similar to ( 410)AT3G28480| Symbols:  | oxidoreductase, 2OG-Fe(II) oxygenase family protein | chr3:10677503-10679499 REVERSEnot assigned P4Hc 	amino acid metabolism.degradation.glutamate family.proline	13_2_2_2

CUST_118433_PI403524517	2	0.0063209534	0.13111877	-0.005788803	-0.23121071	0.0057878494	-0.023913383	35_33532	"Cluster: PHP domain C-terminal region family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: PHP domain C-terminal region family protein, e"	UniRef90_Q10QM0		0	CHR03V5|COORD:4768482..4765135|protein protein trpH, putative, expressed	LOC_Os03g09180.1	no description	not assigned.unknown	35_2

CUST_103993_PI403524517	2	-0.20932198	-1.4623165	0.20932007	0.28779602	0.28779602	-0.350729	35_29643	Rep: Hypothetical protein p23k-1 - Hordeum vulgare (Barley)	UniRef90_Q0KKC6		0	0	0	no descriptionvery weakly similar to (78.2)JI23_HORVU23 kDa jasmonate-induced protein - Hordeum vulgare (Barley)	not assigned.unknown	35_2

CUST_103561_PI403524517	2	-0.07177782	-0.10887718	0.040157318	0.1495409	0.37991428	-0.040157795	35_29530	"Cluster: Peptidase C14, caspase catalytic subunit p20 precursor; n=1; Rhodopseudomonas palustris BisA53|Rep: Peptidase C14, caspase catalytic subunit p20 precur"	UniRef90_Q07PB7	"CHR3V7|COORD:7795290..7796294| CWLP (CELL WALL-PLASMA MEMBRANE LINKER PROTEIN); lipid binding"	AT3G22120.1	CHR04V5|COORD:24705559..24701241|protein peroxidase 18 precursor, putative, expressed	LOC_Os04g42100.1	no descriptionnot assigned not assigned not assigned not assigned PRK07003 PRK12323 Atrophin-1	not assigned.unknown	35_2

CUST_107575_PI403524517	2	0.85628843	0.5141344	0.2684431	-0.2684431	-0.28113222	-0.26969242	35_30612	"Cluster: ESTs C26093; n=1; Oryza sativa (japonica cultivar-group)|Rep: ESTs C26093 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7F7Z2	CHR3V7|COORD:9370835..9372333| basic helix-loop-helix (bHLH) family protein	AT3G25710.1	CHR01V5|COORD:3125794..3127524|protein DNA binding protein, putative, expressed	LOC_Os01g06640.2	no description	not assigned.unknown	35_2

CUST_92845_PI403524517	2	0.11701679	0.33727598	0.04983282	-0.16860437	-0.049832344	-0.743773	35_26546	"Cluster: BNR repeat domain protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: BNR repeat domain protein-like - Oryza sativa (japonica cultivar-group"	UniRef90_Q8S160	CHR5V7|COORD:3718914..3721126| UVB-resistance protein-related / regulator of chromosome condensation (RCC1) family protein	AT5G11580.1	CHR01V5|COORD:30578317..30581803|protein BNR repeat domain protein, putative, expressed	LOC_Os01g52630.1	no descriptionweakly similar to ( 126)AT5G11580| Symbols:  | UVB-resistance protein-related / regulator of chromosome condensation (RCC1) family protein | chr5:3718914-3721126 FORWARD	cell.division	31_2

CUST_26388_PI403524517	2	0.038087845	0.21493912	-0.10106087	-0.038087845	-0.095648766	0.16892624	35_7646	"Cluster: Hypothetical protein OJ1234_B11.17; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1234_B11.17 - Oryza sativa (japonica cultiv"	UniRef90_Q6K9N7	"CHR1V7|COORD:1028414..1028872| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G44060.1); similar to Os02g0621600 [Oryza sativa (japonica"	AT1G04000.1	CHR02V5|COORD:24733424..24731109|protein expressed protein	LOC_Os02g40820.2	"no descriptionvery weakly similar to (59.3)AT1G04000| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G44060.1); similar to Os02g0621600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001047462.1); similar to hypothetical protein LOC_Os10g33360 [Oryza sativa (japonica cultivar-group)] (GB:AAP54238.2); similar to hypothetical protein [Oryza sativa] (GB:AAG16859.1); contains InterPro domain Ankyrin; (InterPro:IPR002110) | chr1:1028414-1028872 REVERSETymo_45kd_70kd PRK07003 APC_basic"	not assigned.unknown	35_2

CUST_24168_PI403524517	2	0.028379917	0.5070839	0.16596508	-0.065932274	-0.028379917	-0.2248106	35_7016	"Cluster: Adaptor complexes medium subunit family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Adaptor complexes medium subunit"	UniRef90_Q2QPI4	CHR2V7|COORD:8957243..8959694| similar to Adaptor complexes medium subunit family protein, expressed [Oryza sativa (japonica cultivar-group)]	AT2G20790.1	CHR12V5|COORD:20799423..20804479|protein adaptor complexes medium subunit family protein, expressed	LOC_Os12g34370.2	" no descriptionmoderately similar to ( 410)AT2G20790| Symbols:  | similar to Adaptor complexes medium subunit family protein, expressed [Oryza sativa (japonica cultivar-group)] (GB:ABA99308.2); contains InterPro domain Clathrin adaptor complex, medium chain; (InterPro:IPR001392); contains InterPro domain Mu2 adaptin subunit (AP50) of AP2; (InterPro:IPR008968) | chr2:8957243-8959694 REVERSEnot assigned not assigned "	not assigned.no ontology	35_1

CUST_1649_PI399408534	2	0.0860734	-1.1281319	0.14880419	-0.0860734	0.9463129	-0.31058598	35_12136	"Cluster: OSJNBa0084K01.8 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0084K01.8 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XM23	CHR1V7|COORD:6872785..6873246| auxin-responsive family protein	AT1G19840.1	CHR04V5|COORD:33571315..33570364|protein OsSAUR22 - Auxin-responsive SAUR gene family member, expressed	LOC_Os04g56680.1	no descriptionvery weakly similar to (73.6)AT1G75590| Symbols:  | auxin-responsive family protein | chr1:28386911-28387375 REVERSEnot assigned Auxin_inducible PRK12323 PRK07764	hormone metabolism.auxin.induced-regulated-responsive-activated	17_2_3

CUST_8560_PI403524517	2	-0.37294388	0.8743582	0.048723698	0.60581017	-0.04872322	-0.120648384	35_2395	"Cluster: Alanine-glyoxylate aminotransferase 2, mitochondrial, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Alanine-glyoxylate aminotra"	UniRef90_Q10LR4	CHR3V7|COORD:2696760..2699093| alanine--glyoxylate aminotransferase, putative / beta-alanine-pyruvate aminotransferase, putative / AGT, putative	AT3G08860.1	CHR05V5|COORD:23276845..23272136|protein alanine--glyoxylate aminotransferase 2 homolog 2, mitochondrial precursor, putative, expressed	LOC_Os05g39770.1	 no descriptionhighly similar to ( 713)AT3G08860| Symbols:  | alanine--glyoxylate aminotransferase, putative / beta-alanine-pyruvate aminotransferase, putative / AGT, putative | chr3:2696760-2699093 REVERSEvery weakly similar to ( 100)GSA_ORYSAnot assigned not assigned not assigned not assigned not assigned GabT PRK06148 PRK06149 ArgD BioA PRK08117 Aminotran_3 PRK05769 PRK06062 PRK07481 argD PRK08555 PRK07678 PRK07323 PRK08593 PRK03711 PRK07036 PRK02627 argD PRK07483 PRK06058 PRK08088 argD PRK08360 PRK07495 PRK06918 PRK04260 PRK06938 PRK07480 PRK07482 PRK06931 PRK05639 argD argD PRK12381 PRK06541 PRK06105 PRK06917 PRK09221 PRK05965 argD argD PRK11522 rocD PRK06082 HemL PRK09264 PRK09792 rocD PRK06916 PRK06777 PRK12403 PRK07030 PRK00062 PRK09044 PRK08742 PRK05964 PRK12389 PRK06943 PRK08466 PRK08297 PRK07986 PRK06173 PRK05630 PRK06942 PRK00615 PRK07894 PRK06209 PRK07046 	amino acid metabolism.synthesis.central amino acid metabolism.alanine.alanine-glyoxylate aminotransferase	13_1_1_3_11

CUST_9914_PI403524517	2	-0.19102764	-0.02750969	0.44026756	0.19496441	0.027508736	-0.10910797	35_2794	"Cluster: Transporter, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Transporter, putative, expressed - Oryza sativa (japonica cultivar-g"	UniRef90_Q2RAV7	"CHR5V7|COORD:4438321..4441292| ZIFL1 (ZINC INDUCED FACILITATOR-LIKE 1); tetracycline:hydrogen antiporter/ transporter"	AT5G13750.1	CHR11V5|COORD:1667363..1656864|protein carbohydrate transporter/ sugar porter/ transporter, putative, expressed	LOC_Os11g04104.1	"no descriptionhighly similar to ( 513)AT5G13750| Symbols: ZIFL1 | ZIFL1 (ZINC INDUCED FACILITATOR-LIKE 1); tetracycline:hydrogen antiporter/ transporter | chr5:4438321-4440832 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned MFS_1 AraJ ProP Sugar_tr PRK09874 FucP PRK10473 emrD MelB PRK12307 PRK11102"	transporter.sugars	34_2

CUST_86676_PI403524517	2	-0.020133495	1.5527453	0.17018175	-0.38983727	-0.5108042	0.020133495	35_24824	"Cluster: Myosin heavy chain-like protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Myosin heavy chain-like protein - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6K437	0	0	CHR09V5|COORD:2564528..2560851|protein myosin heavy chain, putative, expressed	LOC_Os09g04810.2	no description	not assigned.unknown	35_2

CUST_93414_PI403524517	2	0.08786869	0.23907566	0.04725933	-0.16590309	-0.31813812	-0.04725933	35_26708	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_101583_PI403524517	2	0.047443867	0.4611745	-0.047443867	-0.23035192	-0.81395435	0.6216526	35_28987	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_136260_PI403524517	2	0.33296967	-0.06476402	0.064763546	0.07404804	-0.2187891	-0.06811619	35_38211	"Cluster: Insulinase containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Insulinase containing protein, expressed - Oryza sativa (jap"	UniRef90_Q10LS9	CHR1V7|COORD:2115154..2120634| metalloendopeptidase	AT1G06900.1	CHR03V5|COORD:12437275..12447866|protein nardilysin precursor, putative, expressed	LOC_Os03g21810.1	no descriptionmoderately similar to ( 311)AT1G06900| Symbols:  | metalloendopeptidase | chr1:2115154-2120634 REVERSEnot assigned Ptr Peptidase_M16_C	protein.degradation	29_5

CUST_102347_PI403524517	2	0.07477236	0.35631466	0.086299896	-0.074772835	-0.59141684	-0.12898064	35_29197	"Cluster: Putative lipin 2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative lipin 2 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6L4Z4		0	CHR05V5|COORD:22630755..22623364|protein lipin, N-terminal conserved region family protein, expressed	LOC_Os05g38710.3	no description	not assigned.unknown	35_2

CUST_43341_PI403524517	2	-0.045914173	-0.5412178	-0.034541607	0.034541607	0.20756054	0.096740246	35_12445	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_9730_PI399408534	2	0.008104324	0.07915306	-0.08076191	-0.008104324	0.02422905	-0.20841026	35_45165	"Cluster: Hypothetical protein P0702G08.11; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0702G08.11 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6ZC85	CHR1V7|COORD:20844115..20848801| transcription factor-related	AT1G55750.1	CHR08V5|COORD:15079109..15070347|protein BSD domain containing protein, expressed	LOC_Os08g25060.1	no descriptionweakly similar to ( 149)AT1G55750| Symbols:  | transcription factor-related | chr1:20844115-20848801 REVERSEnot assigned	RNA.regulation of transcription.unclassified	27_3_99

CUST_9082_PI403524517	2	0.13681698	-0.19709015	-0.12015438	0.06437683	-0.06437683	0.19188976	35_2546	Rep: Auxin transporter-like protein 1 - Oryza sativa (Rice)	UniRef90_Q5N892	"CHR2V7|COORD:15980571..15983870| AUX1 (AUXIN RESISTANT 1); amino acid permease/ transporter"	AT2G38120.1	CHR01V5|COORD:37325187..37331634|protein auxin transporter-like protein 1, putative, expressed	LOC_Os01g63770.1	" no descriptionhighly similar to ( 796)AT2G38120| Symbols: WAV5, PIR1, MAP1, AUX1 | AUX1 (AUXIN RESISTANT 1); amino acid permease/ transporter | chr2:15980571-15983870 FORWARDhighly similar to ( 856)LAX1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Aa_trans Herpes_BLLF1 SdaC Atrophin-1 HPC2 PRK07003 Tymo_45kd_70kd PRK12323 AF-4 DUF566 Herpes_TAF50 PRK05648 Pneumo_att_G APC_basic GRASP55_65 PRK09169 KAR9 PRK07764 RfaL "	transport.amino acids	34_3

CUST_1726_PI404877155	2	-0.074938774	-0.43443537	0.017806053	-0.01780653	0.03475952	0.09108591	Contig11961_at	P0443D08.1 [Oryza sativa (japonica cultivar-group)]	BAB64123.1	18.1 kDa class I heat shock protein (HSP18.1-CI)	At5g59720.1	protein Hsp20/alpha crystallin family, putative	Os01g04350	NONE	stress.abiotic.heat	20_2_1

CUST_72244_PI403524517	2	0.03704357	-0.32505703	-0.034176826	-0.0034971237	0.06998634	0.0034971237	35_20706	"Cluster: DNA repair protein recA, chloroplast, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: DNA repair protein recA, chloroplast, putat"	UniRef90_Q10G85	CHR1V7|COORD:29741977..29745033| DNA repair protein recA	AT1G79050.1	CHR03V5|COORD:24545620..24550666|protein protein recA, putative, expressed	LOC_Os03g43850.1	no descriptionhighly similar to ( 577)AT1G79050| Symbols:  | DNA repair protein recA | chr1:29742257-29745033 REVERSEvery weakly similar to (51.6)DMC1_LILLOMeiotic recombination protein DMC1 homolog - Lilium longiflorum (Trumpet lily)not assigned not assigned not assigned recA recA RecA recA RecA recA_like Rad51_DMC1_radA radA RecA-like_NTPases radB radB Rad51 AAA RAD55 PRK11823	DNA.repair	28_2

CUST_19148_PI403524517	2	0.18183231	0.63281536	0.031682014	-0.09527397	-0.031682014	-0.10220337	35_5550	"Cluster: Hypothetical protein OSJNBa0085D07.29; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0085D07.29 - Oryza sativa (japonica"	UniRef90_Q5N762	CHR1V7|COORD:2771723..2773253| F-box family protein	AT1G08710.1	CHR01V5|COORD:34973174..34970057|protein F-box domain containing protein, expressed	LOC_Os01g59910.1	no descriptionweakly similar to ( 117)AT1G08710| Symbols:  | F-box family protein | chr1:2771723-2773014 FORWARDnot assigned not assigned Atrophin-1	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_11025_PI403524517	2	0.0064840317	-0.2628727	0.10566616	-0.10278797	-0.0064840317	0.036868095	35_3116	"Cluster: Putative RAD23 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative RAD23 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ETL3	"CHR1V7|COORD:29977299..29980025| RAD23; damaged DNA binding"	AT1G79650.2	CHR02V5|COORD:4407943..4412802|protein DNA repair protein RAD23-1, putative, expressed	LOC_Os02g08300.2	"no descriptionmoderately similar to ( 404)AT1G79650| Symbols: RAD23 | RAD23; damaged DNA binding | chr1:29977299-29980025 REVERSEmoderately similar to ( 292)RAD23_ORYSAnot assigned not assigned XPC-binding RAD23_N UBQ UBL ubiquitin Scythe_N"	DNA.repair	28_2

CUST_42897_PI403524517	2	0.18879223	-0.051083565	-1.9931793E-4	-0.05535221	1.9931793E-4	0.078531265	35_12318	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_158637_PI403524517	2	0.021084785	-0.01467371	0.15100622	0.014673233	-0.14804506	-0.30178738	35_44284	"Cluster: Zinc finger DHHC domain containing protein 2-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Zinc finger DHHC domain containing protein 2-like -"	UniRef90_Q5N9N4	CHR3V7|COORD:2862148..2864119| zinc finger (DHHC type) family protein	AT3G09320.1	CHR01V5|COORD:36588593..36584284|protein palmitoyltransferase PFA4, putative, expressed	LOC_Os01g62620.2	no description	not assigned.unknown	35_2

CUST_73112_PI403524517	2	-0.11376381	0.0017709732	0.00742054	0.032468796	-0.0017709732	-0.030168533	35_20963	"Cluster: Putative splicing regulatory protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative splicing regulatory protein - Oryza sativa (japonica"	UniRef90_Q8W319	CHR4V7|COORD:9862673..9864511| RNA recognition motif (RRM)-containing protein	AT4G17720.1	CHR03V5|COORD:28822425..28818239|protein RNA recognition motif containing protein, putative, expressed	LOC_Os03g50560.1	no descriptionmoderately similar to ( 276)AT4G17720| Symbols:  | RNA recognition motif (RRM)-containing protein | chr4:9862673-9864511 REVERSE	RNA.RNA binding	27_4

CUST_12315_PI404877155	2	0.08297825	-0.36923313	-0.15540028	0.09398842	0.019286156	-0.019286156	Contig6055_at	putative splicing factor [Oryza sativa (japonica cultivar-group)]	AAO38832.1	splicing factor-related	At5g06160.1	protein putative splicing factor	Os03g50850	conserved hypothetical protein	RNA.processing.splicing	27_1_1

CUST_39089_PI403524517	2	0.021294594	-0.03377819	-0.067420006	-0.021294594	0.044585228	0.29478645	35_11245	"Cluster: Putative tRNA His guanylyltransferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative tRNA His guanylyltransferase - Oryza sativa (japonica"	UniRef90_Q6L5J0	"CHR2V7|COORD:13448214..13452914| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G32330.1); similar to Os05g0535500 [Oryza sativa (japonica"	AT2G31580.1	CHR05V5|COORD:26508504..26513219|protein tRNAHis guanylyltransferase family protein, expressed	LOC_Os05g45890.2	"no descriptionweakly similar to ( 155)AT2G32330| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G31580.1); similar to Os05g0535500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001056156.1); similar to interphase cytoplasmic foci protein 45 [Gallus gallus] (GB:NP_001025787.1) | chr2:13736614-13738505 FORWARDnot assigned Thg1 COG4021"	not assigned.unknown	35_2

CUST_29481_PI403524517	2	0.07801056	0.75706196	-0.33786678	0.021713257	-0.29041386	-0.021713257	35_8516	"Cluster: Membrane protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Membrane protein, putative, expressed - Oryza sativa (japonica"	UniRef90_Q10SN4	CHR5V7|COORD:2274438..2275936| rhomboid family protein	AT5G07250.1	CHR03V5|COORD:910583..913121|protein membrane protein, putative, expressed	LOC_Os03g02530.1	no descriptionweakly similar to ( 165)AT5G07250| Symbols:  | rhomboid family protein | chr5:2274438-2275936 REVERSEnot assigned not assigned not assigned not assigned not assigned Rhomboid COG0705 Pol_Y_like	not assigned.no ontology	35_1

CUST_36222_PI403524517	2	0.16125679	-0.012749672	-0.012931824	-0.033411026	0.029294014	0.012748718	35_10444	"Cluster: Putative PGPS/D12; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative PGPS/D12 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z6F9	"CHR5V7|COORD:13724314..13725048| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G14870.1); similar to Os02g0579800 [Oryza sativa (japonica"	AT5G35525.1	CHR02V5|COORD:32149344..32150606|protein ORFX protein, putative, expressed	LOC_Os02g52550.1	"no descriptionweakly similar to ( 154)AT5G35525| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G14870.1); similar to Os02g0579800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001047231.1); similar to Uncharacterized Cys-rich domain [Medicago truncatula] (GB:ABE80519.1); similar to Os02g0580000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001047232.1); contains InterPro domain Protein of unknown function Cys-rich; (InterPro:IPR006461) | chr5:13724314-13725048 FORWARDPLAC8"	not assigned.no ontology	35_1

CUST_72089_PI403524517	2	0.019833565	-0.019832611	0.09166336	-0.07595444	-0.1357708	0.031176567	35_20664	0	0	CHR3V7|COORD:8063070..8064482| leucine-rich repeat family protein / extensin family protein	AT3G22800.1	0	0	no description	not assigned.unknown	35_2

CUST_17373_PI404877155	2	0.05624008	-0.35226917	-0.102044106	0.09166241	0.25303173	-0.05624008	HU08P15u_x_at	ferredoxin-NADP+ reductase enzyme [Oryza sativa (japonica cultivar-group)]	BAA02248.1	ferredoxin--NADP(+) reductase, putative / adrenodoxin reductase, putative	At1g30510.2	protein ferredoxin-NADP+ reductase	Os03g57120	ferredoxin-NADP+ reductase	OPP.electron transfer	7_3

CUST_161390_PI403524517	2	0.031757355	-1.2382793	-0.09302521	0.126297	0.15812492	-0.0317564	35_45026	Rep: OSJNBb0002J11.22 protein - Oryza sativa (Rice)	UniRef90_Q7F943	CHR5V7|COORD:25298965..25300193| WD-40 repeat family protein	AT5G63010.1	CHR04V5|COORD:25155544..25157735|protein expressed protein	LOC_Os04g42880.1	no descriptionvery weakly similar to ( 100)AT5G63010| Symbols:  | WD-40 repeat family protein | chr5:25298965-25300193 FORWARDnot assigned	not assigned.no ontology	35_1

CUST_135272_PI403524517	2	0.0958271	-0.06528473	0.10168457	0.065285206	-0.09233284	-0.12599993	35_37946	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_82567_PI403524517	2	0.019753456	-0.36112118	0.0024404526	0.1113472	-0.27162266	-0.0024404526	35_23682	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q84T85	CHR1V7|COORD:11399903..11405702| actin binding	AT1G31810.1	CHR03V5|COORD:35907337..35903798|protein expressed protein	LOC_Os03g63670.2	no descriptionnot assigned not assigned PRK12323	not assigned.unknown	35_2

CUST_25791_PI403524517	2	-0.0069174767	-0.65561867	-0.046278477	0.35973215	0.0069174767	0.73570204	35_7477	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q75GQ2	CHR1V7|COORD:22496859..22500684| proline-rich family protein	AT1G61080.1	CHR03V5|COORD:25864295..25862480|protein expressed protein	LOC_Os03g45870.1	no descriptionnot assigned not assigned not assigned not assigned Atrophin-1 PRK12323	not assigned.unknown	35_2

CUST_31302_PI403524517	2	0.51051044	-1.5425196	0.7140026	-0.5105114	0.84965706	-1.1274824	35_9035	"Cluster: Glycosyl hydrolases family 16 protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Glycosyl hydrolases family 16 protein, expressed - O"	UniRef90_Q10SM5	"CHR3V7|COORD:16458265..16459663| XTR8 (xyloglucan:xyloglucosyl transferase 8); hydrolase, acting on glycosyl bonds"	AT3G44990.1	CHR03V5|COORD:942525..943667|protein xyloglucan endotransglucosylase/hydrolase protein 5 precursor, putative, expressed	LOC_Os03g02610.1	" no descriptionvery weakly similar to (92.0)AT3G44990| Symbols: ATXTR8, XTR8 | XTR8 (xyloglucan:xyloglucosyl transferase 8); hydrolase, acting on glycosyl bonds | chr3:16458265-16459663 REVERSEvery weakly similar to (73.9)XTH8_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned GH16_XET Glyco_hydro_16 Glyco_hydrolase_16 GH16_lichenase GH16_GPI_glucanosyltransferase SKN1 PRK07003 Herpes_BLLF1 PRK12323 PRK12678 TT_ORF1 Atrophin-1 DUF566 PRK09169 PRK08853 GH16_laminarinase "	cell wall.modification	10_7

CUST_18536_PI404877155	2	-0.030828476	-0.029522896	0.012248039	0.014115334	-0.012248039	0.026809692	HVSMEk0009L02r2_s_at	hexokinase [Zea mays]	AAM80479.1	hexokinase 1 (HXK1)	At4g29130.1	protein hexokinase I	Os05g44760	hexokinase	major CHO metabolism.degradation.sucrose.hexokinase	2_2_1_04

CUST_78805_PI403524517	2	0.18788719	0.1811018	-0.014119148	0.014119148	-0.041272163	-0.08069897	35_22596	"Cluster: Putative allyl alcohol dehydrogenase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative allyl alcohol dehydrogenase - Oryza sativa (japonica cu"	UniRef90_Q8S0M7	CHR3V7|COORD:698537..700285| NADP-dependent oxidoreductase, putative	AT3G03080.1	CHR01V5|COORD:39079460..39081807|protein NADP-dependent oxidoreductase P1, putative, expressed	LOC_Os01g66720.1	 no descriptionmoderately similar to ( 252)AT3G03080| Symbols:  | NADP-dependent oxidoreductase, putative | chr3:698537-700285 REVERSEnot assigned not assigned not assigned COG2130 Qor ADH_zinc_N AdhP Tdh 	misc.oxidases - copper, flavone etc.	26_7

CUST_134068_PI403524517	2	-0.062576294	0.40899754	0.10301447	-0.12355852	0.010299206	-0.010299683	35_37626	"Cluster: Hypothetical protein OJ1127_B08.4; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1127_B08.4 - Oryza sativa (japonica cultivar"	UniRef90_Q75L42	"CHR3V7|COORD:5989315..5991221| CIPK1 (CBL-INTERACTING PROTEIN KINASE 1); kinase"	AT3G17510.2	CHR05V5|COORD:2095321..2091611|protein CBL-interacting serine/threonine-protein kinase 1, putative, expressed	LOC_Os05g04550.1	" no descriptionweakly similar to ( 169)AT3G17510| Symbols: SnRK3.16, CIPK1 | CIPK1 (CBL-INTERACTING PROTEIN KINASE 1); kinase | chr3:5989315-5992633 REVERSEweakly similar to ( 134)CIPK1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase SPS1 PTKc Pkinase_Tyr "	protein.postranslational modification	29_4

CUST_16609_PI403524517	2	0.118953705	-1.0296402	-0.15098286	0.06709862	-0.06709957	0.08215141	35_4797	Rep: Os11g0120600 protein - Oryza sativa (japonica cultivar-group)	UniRef90_Q0IV11	CHR5V7|COORD:23575575..23576539| bis(5'-adenosyl)-triphosphatase, putative	AT5G58240.1	CHR12V5|COORD:963545..965927|protein bis, putative, expressed	LOC_Os12g02730.1	 no descriptionmoderately similar to ( 214)AT5G58240| Symbols:  | bis(5'-adenosyl)-triphosphatase, putative | chr5:23575575-23576539 REVERSEnot assigned not assigned FHIT HIT HIT_like Hit HINT_subgroup PKCI_related 	misc.misc2	26_1

CUST_95239_PI403524517	2	0.24813604	-0.041704178	0.041704178	-0.803205	0.30799246	-1.020565	35_27217	"Cluster: Putative RING finger 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative RING finger 1 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z8P9	CHR4V7|COORD:14867074..14868492| zinc finger (C3HC4-type RING finger) family protein	AT4G30400.1	CHR08V5|COORD:21567414..21569653|protein RING-H2 finger protein ATL2C, putative, expressed	LOC_Os08g34550.1	no descriptionvery weakly similar to (96.7)AT4G30400| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr4:14867074-14868492 FORWARDnot assigned not assigned	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_14340_PI404877155	2	-0.20398617	0.022587776	0.2239132	0.0077648163	-0.0077648163	-0.073532104	Contig8162_at	putative 1,4-benzoquinone reductase [Oryza sativa (japonica cultivar-group)] dbj|BAB92583.1| putative quinone-oxidoreductase QR2 [Oryza sati	NP_916411.1	quinone reductase, putative	At5g54500.1	protein flavodoxin, putative	Os01g57570	putative 1,4-benzoquinone reductase	lipid metabolism.'exotics' (steroids, squalene etc)	11_8

CUST_66730_PI403524517	2	-0.39916325	-0.10241985	0.10241985	0.28574944	-0.43021774	0.10850811	35_19055	"Cluster: BNR repeat domain protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: BNR repeat domain protein-like - Oryza sativa (japonica cultivar-group"	UniRef90_Q8S160	CHR5V7|COORD:3718914..3721126| UVB-resistance protein-related / regulator of chromosome condensation (RCC1) family protein	AT5G11580.1	CHR01V5|COORD:30578317..30581803|protein BNR repeat domain protein, putative, expressed	LOC_Os01g52630.1	no descriptionmoderately similar to ( 310)AT5G11580| Symbols:  | UVB-resistance protein-related / regulator of chromosome condensation (RCC1) family protein | chr5:3718914-3721126 FORWARDnot assigned not assigned ATS1	cell.division	31_2

CUST_148199_PI403524517	2	0.020333767	0.376297	-0.020333767	0.07542515	-0.05521345	-0.23604679	35_41463	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_101022_PI403524517	2	-0.04792738	0.28891754	0.14647245	-0.55890226	-0.5771446	0.04792738	35_28833	"Cluster: Putative DNA-directed RNA polymerase II largest subunit; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative DNA-directed RNA polymerase II large"	UniRef90_Q5JJW0	"CHR2V7|COORD:16722167..16730484| NRPD1b (nuclear RNA polymerase D 1b); DNA binding / DNA-directed RNA polymerase"	AT2G40030.1	CHR01V5|COORD:42883710..42876691|protein DNA-directed RNA polymerase alpha subunit, putative	LOC_Os01g73430.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_17930_PI404877155	2	-0.07623005	-0.48261642	0.11222458	-0.008933067	0.035045624	0.008934021	HVSMEa0011L19r2_at	putative transketolase [Oryza sativa (japonica cultivar-group)] gb|AAO33154.1| putative transketolase [Oryza sativa (japonica cultivar-group	BAB19388.1	transketolase, putative	At2g45290.1	protein transketolase	Os06g04270	putative transketolase	PS.calvin cyle.transketolase	1_03_08

CUST_26279_PI399408534	2	0.3555956	-0.48831844	-0.1534872	0.08547306	-0.08547306	0.2805748	35_19599	"Cluster: Putative auxin response factor 7a; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative auxin response factor 7a - Oryza sativa (japonica cultivar"	UniRef90_Q6Z2W3	"CHR5V7|COORD:7016706..7021506| NPH4 (NON-PHOTOTROPHIC HYPOCOTYL); transcription factor"	AT5G20730.2	CHR02V5|COORD:2214641..2207419|protein auxin response factor 2, putative, expressed	LOC_Os02g04810.1	" no descriptionmoderately similar to ( 211)AT5G20730| Symbols: MSG1, IAA21, ARF7, TIR5, BIP, IAA23, IAA25, NPH4 | NPH4 (NON-PHOTOTROPHIC HYPOCOTYL); transcription factor | chr5:7016706-7021506 REVERSEvery weakly similar to (58.9)IAA9_ORYSAAUX_IAA "	hormone metabolism.auxin.induced-regulated-responsive-activated	17_2_3

CUST_159627_PI403524517	2	-0.76271343	-0.8912883	0.5747061	0.41616535	0.15667629	-0.15667725	35_44552	Rep: Cytochrome P450 - Triticum aestivum (Wheat)	UniRef90_Q9FVM9	CHR2V7|COORD:13000938..13002760| ATC4H (CINNAMATE-4-HYDROXYLASE)	AT2G30490.1	CHR05V5|COORD:14826462..14821903|protein trans-cinnamate 4-monooxygenase, putative, expressed	LOC_Os05g25640.1	 no descriptionweakly similar to ( 161)AT2G30490| Symbols: ATC4H, C4H, CYP73A5 | ATC4H (CINNAMATE-4-HYDROXYLASE) | chr2:13000938-13002760 REVERSEweakly similar to ( 163)TCMO_SOYBNTrans-cinnamate 4-monooxygenase - Glycine max (Soybean)not assigned p450 	misc.misc2	26_1

CUST_8054_PI399408534	2	0.20460653	-0.027005672	0.008011341	0.034800053	-0.6650586	-0.008011818	35_46947	"Cluster: FYVE finger-containing phosphoinositide kinase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: FYVE finger-containing phosphoinositide kinase-li"	UniRef90_Q8H3L8	CHR1V7|COORD:26786501..26792374| phosphatidylinositol-4-phosphate 5-kinase family protein	AT1G71010.1	CHR08V5|COORD:20540715..20533284|protein 1-phosphatidylinositol-4-phosphate 5-kinase/ zinc ion binding protein, putative, expressed	LOC_Os08g33200.1	no descriptionvery weakly similar to (75.5)AT1G71010| Symbols:  | phosphatidylinositol-4-phosphate 5-kinase family protein | chr1:26786501-26792374 FORWARDnot assigned	signalling.phosphinositides.phosphatidylinositol-4-phosphate 5-kinase	30_4_1

CUST_3811_PI403524517	2	-0.018112183	0.033224106	-0.07371426	0.018111229	0.08958435	-0.055735588	35_1042	"Cluster: Putative nucleoside diphosphate kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative nucleoside diphosphate kinase - Oryza sativa (japonic"	UniRef90_Q5TKF4	"CHR4V7|COORD:6732776..6734294| NDPK3 (NUCLEOSIDE DIPHOSPHATE KINASE 3); ATP binding / nucleoside diphosphate kinase"	AT4G11010.1	CHR05V5|COORD:29580259..29577182|protein nucleoside diphosphate kinase 4, chloroplast precursor, putative, expressed	LOC_Os05g51700.1	" no descriptionmoderately similar to ( 300)AT4G11010| Symbols: NDPK3 | NDPK3 (NUCLEOSIDE DIPHOSPHATE KINASE 3); ATP binding / nucleoside diphosphate kinase | chr4:6732776-6734294 REVERSEmoderately similar to ( 295)NDK4_SPIOLNucleoside diphosphate kinase 4, chloroplast precursor - Spinacia oleracea (Spinach)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned NDPk_I NDK NDK Ndk ndk NDPk NDPk6 NDPk7A NDPk_TX NDPk5 NDPk7B Extensin_2 PRK07764 PRK05648 Atrophin-1 Drf_FH1 PRK12323 DUF1421 TT_ORF1 Tymo_45kd_70kd FAP GRASP55_65 DUF605 tatB PRK07003 Herpes_BLLF1 PRK10819 PRK10263 TonB "	nucleotide metabolism.phosphotransfer and pyrophosphatases.nucleoside diphosphate kinase	23_4_10

CUST_141870_PI403524517	2	0.044657707	0.4051776	0.007527828	-0.092010975	-0.007527828	-0.14224815	35_39761	"Cluster: Hypothetical protein OSJNBb0022E02.2; n=2; Oryza sativa|Rep: Hypothetical protein OSJNBb0022E02.2 - Oryza sativa (Rice)"	UniRef90_Q94GS8	CHR1V7|COORD:6356965..6360050| zinc finger (C3HC4-type RING finger) family protein	AT1G18470.2	CHR03V5|COORD:28405585..28397987|protein protein binding protein, putative, expressed	LOC_Os03g49900.1	no descriptionvery weakly similar to (68.6)AT1G18470| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr1:6356965-6360050 REVERSE	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_208_PI404877155	2	-0.008987427	-0.034965515	0.00898838	0.16470337	0.16254997	-0.047802925	Contig10079_at	diaminopimelate epimerase family protein [Arabidopsis thaliana] pir||T45898 diaminopimelate epimerase-like protein - Arabidopsis thaliana	NP_190926.1	diaminopimelate epimerase family protein	At3g53580.1	protein diaminopimelate epimerase	Os12g37960	diaminopimelate epimerase - like protein	amino acid metabolism.synthesis.aspartate family.lysine	13_1_3_5

CUST_59627_PI403524517	2	0.014925003	0.50674534	-0.014925003	-0.1003418	-0.14724159	0.063539505	35_17001	Rep: DNA-binding protein - Avena sativa (Oat)	UniRef90_Q38778	CHR1V7|COORD:5138660..5139348| high-mobility-group protein / HMG-I/Y protein	AT1G14900.1	CHR08V5|COORD:20525091..20521839|protein linker histone H1 and H5 family protein, expressed	LOC_Os08g33190.1	no descriptionvery weakly similar to (84.0)AT1G14900| Symbols: HMGA | high-mobility-group protein / HMG-I/Y protein | chr1:5138660-5139348 REVERSEvery weakly similar to ( 100)HMGYA_SOYBNHMG-Y-related protein A - Glycine max (Soybean)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned H15 PRK07764 Linker_histone Tymo_45kd_70kd PRK12323 H15 PRK07003 Atrophin-1 PRK12678 Totivirus_coat	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_62037_PI403524517	2	0.05799675	0.19294357	-0.057995796	-0.13114929	-0.15200138	0.10914612	35_17695	"Cluster: Os01g0148000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0148000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JQP7	"CHR5V7|COORD:474277..482550| CER3 (ECERIFERUM 3); protein binding / ubiquitin-protein ligase/ zinc ion binding"	AT5G02310.1	CHR01V5|COORD:2596652..2609664|protein zinc finger in N-recognin family protein, putative, expressed	LOC_Os01g05500.2	"no descriptionweakly similar to ( 126)AT5G02310| Symbols: CER3 | CER3 (ECERIFERUM 3); protein binding / ubiquitin-protein ligase/ zinc ion binding | chr5:474277-482550 FORWARDnot assigned not assigned"	secondary metabolism.wax	16_7

CUST_19195_PI403524517	2	-0.2518177	-0.11727905	-0.0781641	0.25400734	0.078165054	0.18709469	35_5566	Rep: Monothiol glutaredoxin-S5 - Oryza sativa (Rice)	UniRef90_Q5QLR2	CHR1V7|COORD:10013620..10014033| glutaredoxin family protein	AT1G28480.1	CHR01V5|COORD:27653878..27652898|protein OsGrx_I1 - glutaredoxin subgroup III, expressed	LOC_Os01g47760.1	no descriptionweakly similar to ( 111)AT1G28480| Symbols:  | glutaredoxin family protein | chr1:10013620-10014033 REVERSEvery weakly similar to (56.2)GLRX_RICCOGlutaredoxin - Ricinus communis (Castor bean)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned GRX_GRXh_1_2_like PRK07764 TT_ORF1 PRK12323 GRX_family	redox.glutaredoxins	21_4

CUST_23535_PI403524517	2	0.019733429	0.9871206	0.052441597	-0.1538639	-0.019733429	-0.06462574	35_6841	Rep: SKIP5-like protein - Solanum lycopersicum (Tomato) (Lycopersicon esculentum)	UniRef90_Q940D2	CHR3V7|COORD:20181861..20184303| SKIP5 (SKP1-INTERACTING PARTNER 5)	AT3G54480.1	0	0	 no descriptionmoderately similar to ( 239)AT3G54480| Symbols: SKP5, SKIP5 | SKIP5 (SKP1-INTERACTING PARTNER 5) | chr3:20183496-20184303 REVERSE	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_97413_PI403524517	2	-0.02885151	0.101631165	-0.01086998	0.1394577	-0.052218437	0.01086998	35_27821	"Cluster: Hypothetical protein OSJNBa0070E11.7; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0070E11.7 - Oryza sativa (japonica cu"	UniRef90_Q650W4	CHR1V7|COORD:11399903..11405702| actin binding	AT1G31810.1	CHR09V5|COORD:22516720..22513025|protein expressed protein	LOC_Os09g39200.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Tymo_45kd_70kd Atrophin-1 PRK12323 Extensin_2 DUF1421 KAR9	not assigned.unknown	35_2

CUST_34659_PI403524517	2	-0.036086082	0.016328812	0.04846382	0.14358425	-0.16122818	-0.016328812	35_9994	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_54506_PI403524517	2	-0.113674164	0.20735264	0.021287918	-0.021287918	0.037594795	-0.07297325	35_15514	"Cluster: Putative eukaryotic translation initiation factor 6; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative eukaryotic translation initiation factor"	UniRef90_Q8GVF5	"CHR3V7|COORD:20645560..20647291| EMB1624 (EMBRYO DEFECTIVE 1624); translation initiation factor"	AT3G55620.1	CHR07V5|COORD:26626744..26629563|protein eukaryotic translation initiation factor 6, putative, expressed	LOC_Os07g44620.2	"no descriptionmoderately similar to ( 343)AT3G55620| Symbols: EMB1624 | EMB1624 (EMBRYO DEFECTIVE 1624); translation initiation factor | chr3:20645560-20647291 FORWARDmoderately similar to ( 328)IF6_BETVUEukaryotic translation initiation factor 6 - Beta vulgaris (Sugar beet)not assigned eIF6 IF6 eIF-6 TIF6 PRK04046"	protein.synthesis.initiation	29_2_3

CUST_134497_PI403524517	2	0.035194397	-0.2936058	0.011399269	-0.011399269	-0.049541473	0.3152609	35_37737	"Cluster: Putative auxin-independent growth promoter; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative auxin-independent growth promoter - Oryza sativa"	UniRef90_Q6Z3F6	"CHR1V7|COORD:28618448..28621431| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G38390.1); similar to unknown protein [Arabidopsis thaliana]"	AT1G76270.1	CHR09V5|COORD:21666226..21673416|protein expressed protein	LOC_Os09g37590.1	no description	not assigned.unknown	35_2

CUST_65767_PI403524517	2	-0.0952301	0.24551105	0.040554047	-0.23671913	-0.040555	0.06094742	35_18785	"Cluster: Os01g0272800 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0272800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JNQ3	0	0	CHR01V5|COORD:9432689..9428490|protein expressed protein	LOC_Os01g16620.1	no description	not assigned.unknown	35_2

CUST_28364_PI403524517	2	-0.13416862	-0.24621868	0.015509605	-0.015509605	0.09801388	0.06621933	35_8197	"Cluster: Multicopper oxidase family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Multicopper oxidase family protein, expressed - Oryza s"	UniRef90_Q10MR9	"CHR2V7|COORD:16865270..16867671| LAC5 (laccase 5); copper ion binding / oxidoreductase"	AT2G40370.1	CHR03V5|COORD:10422283..10425052|protein multicopper oxidase family protein, expressed	LOC_Os03g18640.1	"no descriptionmoderately similar to ( 396)AT2G40370| Symbols: LAC5 | LAC5 (laccase 5); copper ion binding / oxidoreductase | chr2:16865270-16867671 REVERSEweakly similar to ( 114)ASO_TOBACL-ascorbate oxidase precursor - Nicotiana tabacum (Common tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned Cu-oxidase_2 Cu-oxidase Herpes_BLLF1 Atrophin-1 PRK07764 SufI TT_ORF1 APC_basic PRK12323"	secondary metabolism.simple phenols	16_10

CUST_26116_PI403524517	2	-0.086027145	0.33186913	0.068717	-0.11021042	-0.06871796	0.068717	35_7564	Rep: OSIGBa0147J19.13 protein - Oryza sativa (Rice)	UniRef90_Q01KL2	0	0	CHR04V5|COORD:33210010..33217155|protein expressed protein	LOC_Os04g56140.2	no description	not assigned.unknown	35_2

CUST_30704_PI403524517	2	0.0075416565	0.09691429	0.072631836	-0.014217377	-0.00754261	-0.12070656	35_8861	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10Q73	"CHR1V7|COORD:9640381..9641739| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G30240.1); similar to t-snare [Medicago truncatula]"	AT1G27700.1	CHR03V5|COORD:5591854..5588942|protein expressed protein	LOC_Os03g10920.1	"no descriptionvery weakly similar to (65.1)AT1G27700| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G30240.1); similar to t-snare [Medicago truncatula] (GB:ABD33270.1); contains InterPro domain t-snare; (InterPro:IPR010989) | chr1:9640381-9641739 REVERSE"	not assigned.unknown	35_2

CUST_13806_PI404877155	2	0.016697884	-0.1734457	0.044133186	-0.016697884	-0.024941444	0.021056175	Contig7557_s_at	putative phosphoglucomutase precursor, chloroplast [Oryza sativa (japonica cultivar-group)]	BAC79968.1	phosphoglucosamine mutase family protein	At5g17530.1	protein Phosphoglucomutase/phosphomannomutase, C-terminal domain, putative	Os07g26610	NONE	glycolysis.PGM	4_02

CUST_139141_PI403524517	2	0.43858242	0.055724144	0.15495682	-0.44012594	-0.29836178	-0.055724144	35_39027	Rep: UPI0000DC061C UniRef100 entry - Rattus norvegicus	UniRef90_UPI0000DC061C	CHR4V7|COORD:8663499..8665759| formin homology 2 domain-containing protein / FH2 domain-containing protein	AT4G15200.1	CHR03V5|COORD:33439405..33434923|protein aminoacyl-tRNA synthetase, putative, expressed	LOC_Os03g58820.1	no description	not assigned.unknown	35_2

CUST_12698_PI404877155	2	-0.152071	0.46007442	-0.054771423	0.05308628	0.061727524	-0.053087234	Contig6430_at	OSJNBb0006L01.5 [Oryza sativa (japonica cultivar-group)] ref|XP_474686.1| OSJNBb0006L01.5 [Oryza sativa (japonica cultivar-group)]	CAE04393.2	electron transfer flavoprotein beta subunit family protein	At5g43430.1	protein electron transfer flavoprotein, beta subunit	Os04g10400	NONE	mitochondrial electron transport / ATP synthesis.electron transfer flavoprotein	9_3

CUST_106038_PI403524517	2	0.20178032	0.2590189	-0.16369343	-0.060415268	0.015776634	-0.015776634	35_30187	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_5538_PI404877155	2	-0.27475643	-0.46736145	0.4243288	0.18457603	0.14488792	-0.14488792	Contig1737_at	probable lipoxygenase (EC 1.13.11.12) - barley gb|AAB60715.1| lipoxygenase [Hordeum vulgare]	T05943	lipoxygenase (LOX1)	At1g55020.1	protein putative lipoxygenase	Os03g49380	lipoxygenase, putative, similar to lipoxygenase gi:8649004 (Prunus dulcis), gi:1495802 and gi:1495804 from (Solanum tuberosum)	hormone metabolism.jasmonate.synthesis-degradation.lipoxygenase	17_7_1_2

CUST_31295_PI403524517	2	0.0075740814	-0.19587708	-0.0075740814	0.115320206	0.10058594	-0.046084404	35_9033	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_8750_PI404877155	2	0.11852646	0.11829376	-0.21154404	0.060964584	-0.060964584	-0.091259	Contig26174_at	unknown protein [Oryza sativa (japonica cultivar-group)] gb|AAP06825.1| unknown protein [Oryza sativa (japonica cultivar-group)]	NP_912333.1	longevity-assurance (LAG1) family protein	At3g19260.1	protein Longevity-assurance protein (LAG1), putative	Os03g15750	"LOH2;LONGEVITY ASSURANCE GENE1 HOMOLOG 2;longevity-assurance (LAG1) family protein, similar to Alternaria stem canker resistance protein (ASC1) (Lycopersicon esculentum) GI:7688742; contains Pfam profile PF03798: Longevity-assurance protein (LAG1)"	lipid metabolism.'exotics' (steroids, squalene etc).sphingolipids	11_8_1

CUST_78282_PI403524517	2	0.3411851	0.5045619	0.07693958	-0.17115116	-0.07694006	-0.61282873	35_22442	"Cluster: P0432B10.4 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: P0432B10.4 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7F2I4	CHR5V7|COORD:18732865..18734052| F-box family protein	AT5G46170.1	CHR01V5|COORD:34858617..34860620|protein F-box domain containing protein, expressed	LOC_Os01g59690.1	no descriptionvery weakly similar to (53.1)AT5G46170| Symbols:  | F-box family protein | chr5:18732865-18734052 REVERSE	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_84804_PI403524517	2	0.28489876	0.9037895	-0.35689926	0.22097301	-0.22097206	-0.36236382	35_24299	"Cluster: Hypothetical protein P0004D12.15; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0004D12.15 - Oryza sativa (japonica cultivar-g"	UniRef90_Q8LQF7	"CHR3V7|COORD:2347680..2348576| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G25240.1); similar to Os01g0915000 [Oryza sativa (japonica"	AT3G07350.1	CHR01V5|COORD:40194309..40193187|protein plant-specific domain TIGR01615 family protein, expressed	LOC_Os01g68650.1	" no descriptionvery weakly similar to (57.4)AT3G07350| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G25240.1); similar to Os01g0915000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001045184.1); similar to uncharacterized plant-specific domain TIGR01615 family protein, expressed [Oryza sativa (japonica cultivar-group)] (GB:ABA93251.2); contains InterPro domain Protein of unknown function DUF506, plant; (InterPro:IPR006502) | chr3:2347680-2348576 FORWARDDUF506 "	not assigned.unknown	35_2

CUST_13311_PI404877155	2	-0.082613945	0.06219864	-0.07318401	0.33712578	-0.062199593	0.16462612	Contig6992_at	Arginine decarboxylase (ARGDC) (ADC) dbj|BAA84799.1| ESTs C99670(E21043),C99671(E21043), AU078262(R10938),AU078261(R10938),D15282(C0402)	Q9SNN0	arginine decarboxylase 1 (SPE1) (ARGDC)	At2g16500.1	protein arginine decarboxylase	Os06g04070	arginine decarboxylase 2 (SPE2), identical to SP:O23141 Arginine decarboxylase 2 (EC 4.1.1.19) (ARGDC 2) (ADC 2) (ADC-N) {Arabidopsis thaliana} or  arginine decarboxylase 2 (SPE2), identical to SP:O23141 Arginine decarboxylase 2 (EC 4.1.1.19) (ARGDC 2) (A	amino acid metabolism.degradation.glutamate family.arginine	13_2_2_3

CUST_15017_PI404877155	2	-6.3705444E-4	-0.16898537	-0.11812401	6.380081E-4	0.05626297	0.085128784	Contig8883_at	OSJNBa0016O02.9 [Oryza sativa (japonica cultivar-group)] ref|XP_472804.1| OSJNBa0016O02.9 [Oryza sativa (japonica cultivar-group)]	CAE05999.3	indole-3-glycerol phosphate synthase, putative	At5g48220.1	protein indole-3-glycerol phosphate synthase	Os04g39270	indole-3-glycerol phosphate synthase, putative, similar to SP:P49572	amino acid metabolism.synthesis.aromatic aa.tryptophan	13_1_6_5

CUST_122888_PI403524517	2	0.21770954	-0.2629304	-0.044088364	0.028293133	-0.02829361	0.15889215	35_34667	"Cluster: Putative Reg receptor; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Reg receptor - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5Z8V4	"CHR3V7|COORD:20726080..20728112| EPC1 (ECTOPICALLY PARTING CELLS); transferase, transferring glycosyl groups"	AT3G55830.1	CHR06V5|COORD:29785290..29787682|protein exostosin-3, putative, expressed	LOC_Os06g49150.1	" no descriptionweakly similar to ( 105)AT3G55830| Symbols: EPC1 | EPC1 (ECTOPICALLY PARTING CELLS); transferase, transferring glycosyl groups | chr3:20726080-20728112 FORWARDnot assigned EXTL2 "	misc.UDP glucosyl and glucoronyl transferases	26_2

CUST_37687_PI403524517	2	-0.14577866	0.027586937	-0.027586937	0.23293877	-0.07242584	0.098418236	35_10851	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_22013_PI403524517	2	0.15884972	0.44398403	-0.045223713	0.045223713	-0.31439018	-0.7252908	35_6396	Rep: Cytochrome P450 - Triticum aestivum (Wheat)	UniRef90_Q2V064	"CHR3V7|COORD:4937417..4939317| CYP72A15 (cytochrome P450, family 72, subfamily A, polypeptide 15); oxygen binding"	AT3G14690.1	CHR01V5|COORD:25393019..25395136|protein cytochrome P450 72A1, putative, expressed	LOC_Os01g43750.1	" no descriptionmoderately similar to ( 268)AT3G14690| Symbols: CYP72A15 | CYP72A15 (cytochrome P450, family 72, subfamily A, polypeptide 15); oxygen binding | chr3:4937417-4939317 FORWARDmoderately similar to ( 252)C72A1_CATROCytochrome P450 72A1 - Catharanthus roseus (Rosy periwinkle) (Madagascar periwinkle)not assigned not assigned not assigned not assigned p450 CypX "	misc.cytochrome P450	26_10

CUST_176976_PI403524517	2	-0.08463001	0.48444414	0.043236256	-0.043236256	-0.09456062	0.5311527	35_49239	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_19316_PI399408534	2	0.09227371	-0.056473732	0.12868023	-0.054699898	-0.24013996	0.054699898	35_36754	"Cluster: Leo1, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Leo1, expressed - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QN51	CHR5V7|COORD:24621072..24624754| VIP4 (VERNALIZATION INDEPENDENCE 4)	AT5G61150.1	CHR07V5|COORD:532642..524410|protein VIP4, putative, expressed	LOC_Os07g01880.1	no descriptionvery weakly similar to (75.1)AT5G61150| Symbols: VIP4 | VIP4 (VERNALIZATION INDEPENDENCE 4) | chr5:24621072-24624754 REVERSE	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_12619_PI404877155	2	0.003648758	-0.014925003	-0.06883621	-0.0036468506	0.003648758	0.023195267	Contig6347_s_at	ESTs AU082316(E3368),D41461(S3973) correspond to a region of the predicted gene.~hypothetical protein [Oryza sativa (japonica cultivar-group	NP_910204.1	calmodulin-binding family protein	At5g62390.1	protein IQ calmodulin-binding motif, putative	Os06g01500	KED - like protein	signalling.calcium	30_3

CUST_85806_PI403524517	2	0.22639418	0.097522736	0.21463156	-0.097522736	-0.2342186	-0.18919897	35_24573	"Cluster: Os02g0173100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os02g0173100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E3I8	"CHR4V7|COORD:8629919..8632990| CYP97B3 (cytochrome P450, family 97, subfamily B, polypeptide 3); oxygen binding"	AT4G15110.1	CHR02V5|COORD:3995977..4006874|protein cytochrome P450 97B2, putative, expressed	LOC_Os02g07680.1	" no descriptionmoderately similar to ( 244)AT4G15110| Symbols: CYP97B3 | CYP97B3 (cytochrome P450, family 97, subfamily B, polypeptide 3); oxygen binding | chr4:8629919-8632990 REVERSEmoderately similar to ( 278)C97B1_PEACytochrome P450 97B1 - Pisum sativum (Garden pea)not assigned not assigned p450 "	misc.misc2	26_1

CUST_47294_PI403524517	2	-0.08767986	0.013344765	0.01196003	0.13489532	-0.06747627	-0.01196003	35_13539	"Cluster: Putative nuclear matrix constituent protein 1; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative nuclear matrix constituent protein 1 - Oryza s"	UniRef90_Q8LIX8	CHR5V7|COORD:26328813..26332770| nuclear matrix constituent protein-related	AT5G65770.1	CHR01V5|COORD:32659625..32654546|protein expressed protein	LOC_Os01g56140.1	no descriptionvery weakly similar to (73.2)AT5G65770| Symbols:  | nuclear matrix constituent protein-related | chr5:26328813-26332770 FORWARD	protein.degradation	29_5

CUST_7913_PI404877155	2	0.33238888	-0.53059864	-0.027770042	0.025404453	0.4783597	-0.025403976	Contig23325_at	OSJNBa0072F16.7 [Oryza sativa (japonica cultivar-group)] ref|XP_472750.1| OSJNBa0072F16.7 [Oryza sativa (japonica cultivar-group)]	CAD40982.2	amino acid transporter family protein	At3g28960.1	protein Transmembrane amino acid transporter protein	Os04g38680	NONE	transport.amino acids	34_3

CUST_71038_PI403524517	2	0.046684265	-0.5089941	-0.22332764	-5.6934357E-4	5.683899E-4	0.13912392	35_20350	"Cluster: DNA binding / DNA topoisomerase/ DNA topoisomerase type I/ nucleic acid binding; n=1; Arabidopsis thaliana|Rep: DNA binding / DNA topoisomerase/ DNA to"	UniRef90_UPI000034F143	CHR4V7|COORD:15165286..15172540| DNA topoisomerase family protein	AT4G31210.1	CHR06V5|COORD:9855981..9839889|protein DNA topoisomerase I family protein, expressed	LOC_Os06g16980.2	no descriptionmoderately similar to ( 358)AT4G31210| Symbols:  | DNA topoisomerase family protein | chr4:15165286-15172540 FORWARDnot assigned PRK09138 PRK06599 PRK07561 PRK09137 COG1754 PRK08780 PRK08413 PRK06319 TopA PRK05823 PRK09001 PRK07941 PRK08938 PRK07141 TOP1Ac PRK05582 Topoisom_bac	DNA.synthesis/chromatin structure	28_1

CUST_152340_PI403524517	2	0.07588768	0.2681656	7.6293945E-4	-7.634163E-4	-0.14525604	-0.37404728	35_42581	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_43627_PI403524517	2	0.052046776	0.89745903	0.21895266	-0.46060467	-0.2810197	-0.052046776	35_12520	"Cluster: Hypothetical protein P0483D07.16; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0483D07.16 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6F302	0	0	CHR05V5|COORD:25830056..25832629|protein ubiquitin-protein ligase/ zinc ion binding protein, putative	LOC_Os05g44550.1	no description	not assigned.unknown	35_2

CUST_58194_PI403524517	2	0.03000927	-0.020449638	-0.086361885	0.0015363693	-0.0015363693	0.034648895	35_16593	"Cluster: Hypothetical protein OJ1323_A06.23; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1323_A06.23 - Oryza sativa (japonica cultiv"	UniRef90_Q6ZFV9	CHR4V7|COORD:7071949..7075250| SAY1	AT4G11740.1	CHR08V5|COORD:27237988..27232262|protein SAY1, putative, expressed	LOC_Os08g43300.1	no descriptionmoderately similar to ( 395)AT4G11740| Symbols: SAY1 | SAY1 | chr4:7071949-7075250 FORWARDnot assigned not assigned not assigned not assigned UBX UBX UBX Faf1_UBX	protein.degradation	29_5

CUST_21615_PI399408534	2	0.17244148	-0.29857063	-0.17675686	0.15675163	0.2560997	-0.15675259	35_17501	Rep: OSJNBa0014K14.4 protein - Oryza sativa (Rice)	UniRef90_Q7XQX1	CHR4V7|COORD:15501140..15503327| calcium-binding EF hand family protein	AT4G32060.1	CHR04V5|COORD:24891940..24896093|protein calcium binding atopy-related autoantigen 1, putative, expressed	LOC_Os04g42430.2	no descriptionmoderately similar to ( 449)AT4G32060| Symbols:  | calcium-binding EF hand family protein | chr4:15501140-15503308 FORWARDnot assigned not assigned	signalling.calcium	30_3

CUST_69352_PI403524517	2	-0.04554844	-0.16779327	-0.102311134	0.045549393	0.13003635	0.077171326	35_19843	"Cluster: RNaseP-associated protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: RNaseP-associated protein-like - Oryza sativa (japonica cultivar-group"	UniRef90_Q7XIX6	CHR4V7|COORD:769868..770728| ribosomal protein L7Ae/L30e/S12e/Gadd45 family protein / ribonuclease P-related	AT4G01790.1	CHR07V5|COORD:26431006..26433562|protein ribonuclease P, putative, expressed	LOC_Os07g44230.1	no descriptionweakly similar to ( 132)AT4G01790| Symbols:  | ribosomal protein L7Ae/L30e/S12e/Gadd45 family protein / ribonuclease P-related | chr4:769868-770728 FORWARDnot assigned	protein.synthesis.misc ribososomal protein	29_2_2

CUST_28113_PI403524517	2	0.16204548	-0.45908642	-0.033343315	0.033343315	-0.14322996	2.7946167	35_8126	"Cluster: Putative beta-glucuronidase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative beta-glucuronidase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ZJE2	CHR5|COORD:24649210..24652031| glycosyl hydrolase family 79 N-terminal domain-containing protein, similar to beta-glucuronidase GI:8918740 from (Scutellaria	AT5G61250.1	CHR07V5|COORD:24417746..24415688|protein heparanase-like protein 3 precursor, putative, expressed	LOC_Os07g40740.1	no descriptionmoderately similar to ( 316)AT5G61250| Symbols:  | glycosyl hydrolase family 79 N-terminal domain-containing protein | chr5:24649520-24651823 REVERSEnot assigned not assigned not assigned Glyco_hydro_79n	not assigned.no ontology	35_1

CUST_103889_PI403524517	2	-0.03296089	0.19767952	0.04096508	-0.29118586	-0.17011595	0.03296089	35_29617	"Cluster: Putative formamidopyrimidine-DNA glycosylase 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative formamidopyrimidine-DNA glycosylase 1 - Oryza"	UniRef90_Q67WP0		0	CHR06V5|COORD:26231888..26228860|protein formamidopyrimidine-DNA glycosylase, putative, expressed	LOC_Os06g43610.1	no description	not assigned.unknown	35_2

CUST_49074_PI403524517	2	0.09239483	-0.28802586	-0.051650047	-0.005367279	0.09265804	0.005367279	35_14008	"Cluster: Putative 60S ribosomal protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative 60S ribosomal protein - Oryza sativa (japonica cultivar-group"	UniRef90_Q7F225	CHR5V7|COORD:19788541..19789912| 60S ribosomal protein L13A (RPL13aD)	AT5G48760.1	CHR07V5|COORD:524094..521662|protein 60S ribosomal protein L13a-2, putative, expressed	LOC_Os07g01870.1	no descriptionmoderately similar to ( 307)AT5G48760| Symbols:  | 60S ribosomal protein L13A (RPL13aD) | chr5:19788541-19789912 REVERSEmoderately similar to ( 297)RL13A_LUPLU60S ribosomal protein L13a - Lupinus luteus (European yellow lupin)not assigned not assigned Ribosomal_L13 Ribosomal_L13 rpl13p RplM rplM	protein.synthesis.misc ribososomal protein	29_2_2

CUST_6043_PI399408534	2	-0.4826932	-0.1831255	0.18312454	0.6627369	-0.24801445	0.19891739	35_4602	Rep: P-type ATPase - Hordeum vulgare (Barley)	UniRef90_Q94IN0	"CHR2V7|COORD:17339334..17344257| ACA4 (AUTO-INHIBITED CA(2+)-ATPASE, ISOFORM 4); calcium-transporting ATPase/ calmodulin binding"	AT2G41560.1	CHR05V5|COORD:24263999..24271337|protein calcium-transporting ATPase 4, plasma membrane-type, putative, expressed	LOC_Os05g41580.1	" no descriptionhighly similar to ( 729)AT2G41560| Symbols: ACA4 | ACA4 (AUTO-INHIBITED CA(2+)-ATPASE, ISOFORM 4); calcium-transporting ATPase/ calmodulin binding | chr2:17339334-17344257 REVERSEhighly similar to ( 920)ACA6_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned MgtA PRK10517 ZntA KdpB PRK01122 zntA Cation_ATPase_C PRK10671 Hydrolase "	signalling.calcium	30_3

CUST_132012_PI403524517	2	0.09972	0.5266409	-0.3463812	-0.07945347	-0.105900764	0.07945347	35_37077	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_30243_PI403524517	2	-0.026075363	0.025172234	0.015892029	-0.08307552	-0.015892029	0.020523071	35_8729	"Cluster: Myosin-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Myosin-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q851M5	"CHR2V7|COORD:14304183..14306293| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G46980.2); similar to Os03g0837800 [Oryza sativa (japonica"	AT2G33793.1	CHR03V5|COORD:35150284..35147432|protein expressed protein	LOC_Os03g62160.1	"no descriptionweakly similar to ( 176)AT2G33793| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G46980.2); similar to Os03g0837800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001051833.1); similar to myosin-like protein [Oryza sativa (japonica cultivar-group)] (GB:BAC57340.1); contains InterPro domain t-snare; (InterPro:IPR010989) | chr2:14304183-14306293 FORWARD"	not assigned.unknown	35_2

CUST_22038_PI403524517	2	0.21202278	-0.20191383	-0.030303001	0.004248619	-0.0042476654	0.13098717	35_6403	"Cluster: GPI inositol-deacylase PGAP1-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: GPI inositol-deacylase PGAP1-like protein - Oryza sativa (j"	UniRef90_Q67TV0	"CHR3V7|COORD:10097461..10103324| similar to hypothetical protein [Neurospora crassa OR74A] (GB:XP_962691.1); similar to Os09g0266400 [Oryza sativa (japonica"	AT3G27325.1	CHR09V5|COORD:5005931..5019013|protein expressed protein	LOC_Os09g09360.1	"no descriptionweakly similar to ( 156)AT3G27325| Symbols:  | similar to hypothetical protein [Neurospora crassa OR74A] (GB:XP_962691.1); similar to Os09g0266400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001062719.1); similar to hypothetical protein DDBDRAFT_0218240 [Dictyostelium discoideum AX4] (GB:XP_641187.1); contains InterPro domain PGAP1-like; (InterPro:IPR012908) | chr3:10097461-10103324 FORWARDnot assigned"	not assigned.unknown	35_2

CUST_5490_PI403524517	2	-0.03099823	0.09313202	-0.079366684	-0.00895977	0.008960724	0.036063194	35_1513	Rep: Beta1 proteasome-7D - Aegilops tauschii (Tausch's goatgrass) (Aegilops squarrosa)	UniRef90_Q4TZW1	"CHR4V7|COORD:15188933..15190941| PBA1 (20S proteasome beta subunit A 1); peptidase"	AT4G31300.1	CHR06V5|COORD:2093675..2090206|protein proteasome subunit beta type 6 precursor, putative, expressed	LOC_Os06g04800.1	"no descriptionmoderately similar to ( 347)AT4G31300| Symbols: PBA1 | PBA1 (20S proteasome beta subunit A 1); peptidase | chr4:15188933-15190941 FORWARDmoderately similar to ( 341)PSB6_TOBACProteasome subunit beta type-6 precursor - Nicotiana tabacum (Common tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned proteasome_beta_type_6 proteasome_beta proteasome_protease_HslV Proteasome PRE1 proteasome_beta_archeal proteasome_beta_type_7 Ntn_hydrolase proteasome_beta_type_5 proteasome_beta_type_2 proteasome_beta_type_1 proteasome_beta_type_4 proteasome_alpha_type_4 proteasome_alpha proteasome_beta_type_3 proteasome_alpha_archeal PRK03996 proteasome_alpha_type_5 proteasome_alpha_type_7 TT_ORF1 PRK12323 Protamine_P1 proteasome_alpha_type_3"	protein.degradation.ubiquitin.proteasom	29_5_11_20

CUST_10205_PI404877155	2	-0.033442497	-0.1078887	1.0033617	0.033442974	1.3554373	-0.11096907	Contig3912_at	ethylene-responsive element binding protein [Triticum aestivum]	AAP32467.1	0	0	protein AP2 domain, putative	Os06g09390	NONE	RNA.regulation of transcription.AP2/EREBP, APETALA2/Ethylene-responsive element binding protein family	27_3_03

CUST_67893_PI403524517	2	-0.015711784	0.4368353	-0.047531128	0.04472351	0.015711784	-0.028615952	35_19399	"Cluster: OSIGBa0132E09-OSIGBa0108L24.4 protein; n=2; Oryza sativa|Rep: OSIGBa0132E09-OSIGBa0108L24.4 protein - Oryza sativa (Rice)"	UniRef90_Q01HZ5	CHR1V7|COORD:27498005..27500505| ribulose bisphosphate carboxylase/oxygenase activase, putative / RuBisCO activase, putative	AT1G73110.1	CHR04V5|COORD:33360581..33356080|protein ribulose bisphosphate carboxylase/oxygenase activase, chloroplast precursor, putative, expressed	LOC_Os04g56320.1	 no descriptionhighly similar to ( 583)AT1G73110| Symbols:  | ribulose bisphosphate carboxylase/oxygenase activase, putative / RuBisCO activase, putative | chr1:27498005-27500505 REVERSEmoderately similar to ( 319)RCA_PHAAURibulose bisphosphate carboxylase/oxygenase activase, chloroplast precursor - Phaseolus aureus (Mung bean) (Vigna radiata)not assigned not assigned AAA 	PS.calvin cyle.rubisco interacting	1_3_13

CUST_841_PI404877155	2	0.01474762	0.26654816	-0.014748573	-0.03135872	-0.09542179	0.039051056	Contig10793_at	P0431G06.3 [Oryza sativa (japonica cultivar-group)] dbj|BAB64692.1| P0431G06.3 [Oryza sativa (japonica cultivar-group)]	NP_914655.1	SNF2 domain-containing protein / helicase domain-containing protein / F-box family protein	At3g54460.1	protein RING finger-like protein - Arabidopsis thaliana	Os01g72310	"SNF2 domain-containing protein / helicase domain-containing protein / F-box family protein, similar to SP:P36607 DNA repair protein rad8 {Schizosaccharomyces pombe}; contains Pfam profiles PF00271: Helicase conserved C-terminal domain, PF00176: SNF2 famil"	RNA.regulation of transcription.Chromatin Remodeling Factors	27_3_44

CUST_13190_PI403524517	2	0.057338715	0.19509983	0.07155037	-0.05733967	-0.10820675	-0.16446304	35_3774	"Cluster: Putative ABC family transporter; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ABC family transporter - Oryza sativa (japonica cultivar-gro"	UniRef90_Q69XA0	"CHR3V7|COORD:17617412..17621874| ATATH3 (ABC2 homolog 3); ATPase, coupled to transmembrane movement of substances"	AT3G47750.1	CHR06V5|COORD:23112101..23104228|protein ATATH6, putative, expressed	LOC_Os06g38950.1	" no descriptionvery weakly similar to (97.4)AT3G47750| Symbols: ATATH3 | ATATH3 (ABC2 homolog 3); ATPase, coupled to transmembrane movement of substances | chr3:17617412-17621874 FORWARDnot assigned ABC_subfamily_A ABC_DR_subfamily_A CcmA ABC_YhbG ABC_Mj1267_LivG_branched COG4152 ABC_DrrA LivG ABC_KpsT_Wzt ABC_cobalt_CbiO_domain1 FepC ABC_ATPase ZnuC ABC_Iron-Siderophores_B12_Hemin SunT PRK11819 YhbG ArpD ABCC_Protease_Secretion ABC_Metallic_Cations "	transport.ABC transporters and multidrug resistance systems	34_16

CUST_68646_PI403524517	2	-0.27737904	-0.43910456	0.6916127	0.01803875	0.16739178	-0.01803875	35_19638	"Cluster: Hypothetical protein P0439B06.31; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0439B06.31 - Oryza sativa (japonica cultivar-g"	UniRef90_Q9ASI5	CHR5V7|COORD:19994068..19994556| hydroxyproline-rich glycoprotein family protein	AT5G49280.1	CHR01V5|COORD:628895..629715|protein extensin-like protein, putative, expressed	LOC_Os01g02160.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Drf_FH1 PRK07764 Extensin_2 PRK12678 PRK12323 HPC2	not assigned.unknown	35_2

CUST_63998_PI403524517	2	-0.029314041	0.035393715	0.08385086	-0.022434235	0.012594223	-0.012594223	35_18278	"Cluster: Putative alpha-galactosidase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative alpha-galactosidase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XIV4	CHR3V7|COORD:20893865..20896724| alpha-galactosidase, putative / melibiase, putative / alpha-D-galactoside galactohydrolase, putative	AT3G56310.1	CHR07V5|COORD:28762730..28767566|protein alpha-galactosidase precursor, putative, expressed	LOC_Os07g48160.1	 no descriptionvery weakly similar to (98.2)AT3G56310| Symbols:  | alpha-galactosidase, putative / melibiase, putative / alpha-D-galactoside galactohydrolase, putative | chr3:20893865-20896724 FORWARDvery weakly similar to (78.2)AGAL_ORYSAnot assigned 	minor CHO metabolism.galactose.alpha-galactosidases	3_8_2

CUST_164202_PI403524517	2	-0.56289625	-0.023061752	0.12605333	0.023061752	-0.38354683	0.40595245	35_45777	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_85450_PI403524517	2	-0.2885666	0.6927929	-0.032426834	0.10771465	-0.6185646	0.032426834	35_24478	"Cluster: Protein kinase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Protein kinase-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ESH7	CHR2V7|COORD:18901593..18905285| protein kinase family protein / U-box domain-containing protein	AT2G45910.1	CHR06V5|COORD:3180763..3174776|protein protein kinase, putative, expressed	LOC_Os06g06760.3	no descriptionweakly similar to ( 113)AT2G45910| Symbols:  | protein kinase family protein / U-box domain-containing protein | chr2:18901593-18905285 FORWARDvery weakly similar to (64.3)SPL11_ORYSAUbox U-box	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_43035_PI403524517	2	-0.023928165	0.040874958	-0.108239174	-0.22945452	0.48473692	0.023928165	35_12358	Rep: OSIGBa0159F11.10 protein - Oryza sativa (Rice)	UniRef90_Q01IQ4	CHR4V7|COORD:6952794..6954237| hydroxyproline-rich glycoprotein family protein	AT4G11430.1	CHR04V5|COORD:24560485..24556569|protein myb-like DNA-binding domain containing protein, expressed	LOC_Os04g41830.1	no description	not assigned.unknown	35_2

CUST_99978_PI403524517	2	0.015434265	-0.4656353	-0.0072422028	0.007241249	0.057056427	-0.10364723	35_28542	Rep: H0209H04.7 protein - Oryza sativa (Rice)	UniRef90_Q01L31	"CHR3V7|COORD:22622685..22623607| ARS27A (ARABIDOPSIS RIBOSOMAL PROTEIN S27); structural constituent of ribosome"	AT3G61110.1	CHR02V5|COORD:16439802..16441525|protein 40S ribosomal protein S27, putative, expressed	LOC_Os02g27769.1	"no descriptionweakly similar to ( 152)AT3G61110| Symbols: ARS27A | ARS27A (ARABIDOPSIS RIBOSOMAL PROTEIN S27); structural constituent of ribosome | chr3:22622685-22623607 FORWARDweakly similar to ( 159)RS27_HORVU40S ribosomal protein S27 - Hordeum vulgare (Barley)not assigned Ribosomal_S27e RPS27A rps27e"	protein.synthesis.misc ribososomal protein	29_2_2

CUST_16259_PI403524517	2	0.0016088486	-0.13423443	-0.0016088486	0.13634396	-0.027186394	0.07228756	35_4686	"Cluster: Water-stress protein-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Water-stress protein-like protein - Oryza sativa (japonica cultivar"	UniRef90_Q7EY44	CHR2V7|COORD:18439977..18443704| RNA recognition motif (RRM)-containing protein	AT2G44710.1	CHR07V5|COORD:15716642..15721424|protein RNA recognition motif family protein, expressed	LOC_Os07g27110.1	no descriptionmoderately similar to ( 210)AT2G44710| Symbols:  | RNA recognition motif (RRM)-containing protein | chr2:18439977-18443704 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG0724 RRM RRM_1 PRK07764	RNA.RNA binding	27_4

CUST_57096_PI403524517	2	0.0030097961	0.04423237	-0.059638977	0.019823074	-0.020489693	-0.0030088425	35_16276	Rep: Putative RH2 protein - Zea mays (Maize)	UniRef90_Q2MJJ9	CHR3V7|COORD:6863796..6866248| eukaryotic translation initiation factor 4A, putative / eIF-4A, putative / DEAD box RNA helicase, putative	AT3G19760.1	CHR03V5|COORD:20451542..20447012|protein eukaryotic initiation factor 4A-3, putative, expressed	LOC_Os03g36930.1	 no descriptionhighly similar to ( 677)AT3G19760| Symbols:  | eukaryotic translation initiation factor 4A, putative / eIF-4A, putative / DEAD box RNA helicase, putative | chr3:6863796-6866248 FORWARDhighly similar to ( 687)IF4A3_NICPLEukaryotic initiation factor 4A-3 - Nicotiana plumbaginifolia (Leadwort-leaved tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned SrmB PRK11776 PRK11634 DEADc PRK10590 PRK11192 PRK01297 PRK04837 PRK04537 DEAD DEXDc HELICc DEXDc Helicase_C HELICc RecQ Lhr COG1205 PRK11057 SSL2 COG1202 MPH1 COG1204 DEXHc RecG PRK05298 	protein.synthesis.initiation	29_2_3

CUST_14170_PI399408534	2	0.021826744	-0.7329016	-0.18853474	0.038101196	-0.021826744	0.05508995	35_20585	Rep: Small GTP-binding protein RAB5B - Oryza sativa (Rice)	UniRef90_Q9FPK1	"CHR3V7|COORD:20329575..20331760| ARA6; GTP binding"	AT3G54840.1	CHR03V5|COORD:2839343..2836239|protein ras-related protein RHN1, putative, expressed	LOC_Os03g05740.1	 no descriptionmoderately similar to ( 298)AT3G54840| Symbols: AtRABF1, Ara-6, AtRab5C, ARA6 | ARA6 | chr3:20329575-20331715 FORWARDmoderately similar to ( 209)RHN1_NICPLRas-related protein RHN1 - Nicotiana plumbaginifolia (Leadwort-leaved tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Rab5_related Ras RAB Rab Rab11_like Rab21 Rab6 Rab18 Rab8_Rab10_Rab13_like Rab4 Rab1_Ypt1 Rab30 Rab2 Rab19 Rab14 Rab7 Ras Rab39 Rab24 Ras_like_GTPase Rab26 Rab33B_Rab33A Rab32_Rab38 RabA_like Rab15 RAS Rab23_lke COG1100 Rab3 Rab35 Rab28 Rho Rab27A RJL Rab9 Rap_like Rab40 Ran RHO Rho4_like M_R_Ras_like Rab12 Rab36_Rab34 RabL2 RheB RalA_RalB Rap1 RabL4 RhoA_like H_N_K_Ras_like RSR1 Rap2 Ras2 ARHI_like Wrch_1 Spg1 RERG_RasL11_like Rho2 Rit_Rin_Ric Rab20 Rop_like Rac1_like Rho3 Ras_dva RGK RAN RhoG Tc10 Miro Rhes_like Cdc42 Arf_Arl Rnd3_RhoE_Rho8 Rnd RRP22 Miro1 Rnd1_Rho6 Arf Rnd2_Rho7 Arl10_like Miro2 RabL3 RhoBTB 	signalling.G-proteins	30_5

CUST_30689_PI399408534	2	0.21957493	0.0332222	-0.16936111	-0.042215347	-0.0332222	0.13379002	35_24355	"Cluster: Putative phytosulfokine receptor; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative phytosulfokine receptor - Oryza sativa (japonica cultivar-g"	UniRef90_Q7EYF8	CHR4V7|COORD:11202739..11206049| leucine-rich repeat family protein	AT4G20940.1	CHR07V5|COORD:2317309..2311700|protein protein binding protein, putative, expressed	LOC_Os07g05190.1	no descriptionweakly similar to ( 169)AT4G20940| Symbols:  | leucine-rich repeat family protein | chr4:11202739-11206049 FORWARDvery weakly similar to (54.3)PSKR_DAUCAPhytosulfokine receptor precursor - Daucus carota (Carrot)not assigned	signalling.receptor kinases.leucine rich repeat III	30_2_3

CUST_20067_PI403524517	2	0.60658646	0.082681656	0.29275227	-0.15018177	-0.08268118	-0.15732288	35_5814	"Cluster: Putative glucan endo-1,3-beta-D-glucosidase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative glucan endo-1,3-beta-D-glucosidase - Oryza sativ"	UniRef90_Q69SH6	CHR2V7|COORD:2199447..2201290| glycosyl hydrolase family 17 protein	AT2G05790.1	CHR09V5|COORD:20939249..20937982|protein glucan endo-1,3-beta-glucosidase, acidic isoform precursor, putative, expressed	LOC_Os09g36280.1	 no descriptionvery weakly similar to (68.6)AT2G05790| Symbols:  | glycosyl hydrolase family 17 protein | chr2:2199447-2201290 FORWARDvery weakly similar to (75.5)E13B_PHAVUGlucan endo-1,3-beta-glucosidase, basic isoform precursor - Phaseolus vulgaris (Kidney bean) (French bean)not assigned not assigned not assigned Glyco_hydro_17 	misc.beta 1,3 glucan hydrolases	26_4

CUST_99496_PI403524517	2	0.06495762	0.12196922	-0.46234846	0.17214775	-0.12807083	-0.064958096	35_28400	"Cluster: NADP-dependent malic enzyme, chloroplast precursor; n=2; Oryza sativa|Rep: NADP-dependent malic enzyme, chloroplast precursor - Oryza sativa (Rice)"	UniRef90_P43279	"CHR2V7|COORD:8599188..8602485| ATNADP-ME1 (NADP-MALIC ENZYME 1); malate dehydrogenase (oxaloacetate-decarboxylating) (NADP+)/ malic enzyme/"	AT2G19900.1	CHR01V5|COORD:4741378..4735707|protein NADP-dependent malic enzyme, chloroplast precursor, putative, expressed	LOC_Os01g09320.1	" no descriptionweakly similar to ( 182)AT2G19900| Symbols: ATNADP-ME1 | ATNADP-ME1 (NADP-MALIC ENZYME 1); malate dehydrogenase (oxaloacetate-decarboxylating) (NADP+)/ malic enzyme/ oxidoreductase, acting on NADH or NADPH, NAD or NADP as acceptor | chr2:8599188-8602485 REVERSEmoderately similar to ( 203)MAOC_ORYSAnot assigned malic SfcA Malic_M "	TCA / org. transformation.other organic acid transformaitons.malic	8_2_10

CUST_76917_PI403524517	2	0.065718174	-0.054110527	0.12260342	-0.104558945	-0.2028122	0.05411005	35_22049	"Cluster: Streptomyces cyclase/dehydrase family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Streptomyces cyclase/dehydrase family protei"	UniRef90_Q10AX3	"CHR5V7|COORD:2841537..2845336| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G01650.2); similar to Streptomyces cyclase/dehydrase [Medicago"	AT5G08720.1	CHR03V5|COORD:35151821..35157203|protein cyclase/dehydrase family protein, expressed	LOC_Os03g62170.1	"no descriptionmoderately similar to ( 384)AT5G08720| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G01650.2); similar to Streptomyces cyclase/dehydrase [Medicago truncatula] (GB:ABE86175.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAO41142.1); similar to Os03g0837900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001051834.1); contains InterPro domain Streptomyces cyclase/dehydrase; (InterPro:IPR005031) | chr5:2841537-2845336 REVERSE"	not assigned.unknown	35_2

CUST_129823_PI403524517	2	-0.022590637	0.4889493	-0.20063591	0.13730955	0.006483555	-0.006483078	35_36462	"Cluster: Putative stripe rust resistance protein Yr10; n=1; Sorghum bicolor|Rep: Putative stripe rust resistance protein Yr10 - Sorghum bicolor (Sorghum) (Sorgh"	UniRef90_Q8LJY8		0	CHR02V5|COORD:10780756..10776282|protein stripe rust resistance protein Yr10, putative	LOC_Os02g18510.1	no description	not assigned.unknown	35_2

CUST_7774_PI403524517	2	0.08046341	0.834425	0.087023735	-0.1869402	-0.12847137	-0.08046341	35_2165	"Cluster: Putative membrane protein; n=1; Emiliania huxleyi virus 86|Rep: Putative membrane protein - Emiliania huxleyi virus 86"	UniRef90_Q4A2B5	CHR1V7|COORD:9039777..9042860| protein kinase	AT1G26150.1	CHR04V5|COORD:24705559..24701241|protein peroxidase 18 precursor, putative, expressed	LOC_Os04g42100.1	no descriptionnot assigned not assigned	not assigned.unknown	35_2

CUST_20898_PI403524517	2	-0.016692162	0.1722498	0.016692162	-0.04216385	-0.09216118	0.026953697	35_6067	"Cluster: Hypothetical protein OJ1112_G08.12; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1112_G08.12 - Oryza sativa (japonica cultiv"	UniRef90_Q7Y025	CHR1V7|COORD:25968718..25970936| heat shock protein binding	AT1G69060.1	CHR03V5|COORD:30977948..30982975|protein expressed protein	LOC_Os03g54150.2	no descriptionweakly similar to ( 146)AT1G69060| Symbols:  | heat shock protein binding | chr1:25968718-25970936 FORWARD	not assigned.unknown	35_2

CUST_32041_PI403524517	2	-0.17384148	0.39486313	-0.109015465	0.36910248	-0.14987278	0.10901642	35_9241	"Cluster: Hypothetical protein OSJNBa0004L11.12; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0004L11.12 - Oryza sativa (japonica"	UniRef90_Q75I98	"CHR4|COORD:5403754..5407298| similar to mitogen-activated protein kinase, putative [Arabidopsis thaliana] (TAIR:At4g08480.1); similar to MAP3K beta 1 protein"	AT4G08500.2	CHR03V5|COORD:28224883..28218695|protein mitogen-activated protein kinase, putative, expressed	LOC_Os03g49640.2	" no descriptionmoderately similar to ( 202)AT4G08500| Symbols: ATMEKK1, MAPKKK8, MEKK1 | MEKK1 (MYTOGEN ACTIVATED PROTEIN KINASE KINASE); kinase | chr4:5404269-5407059 REVERSEweakly similar to ( 111)M2K1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase Pkinase_Tyr TyrKc PTKc SPS1 PTKc_FAK PTKc_Src_like PTKc_Srm_Brk PTKc_InsR_like PTKc_Lck_Blk PTKc_Frk_like PTKc_EGFR_like PTKc_Jak_rpt2 PTKc_FGFR PTKc_Yes PTKc_Lyn PTKc_Syk_like PTKc_Csk_like PTKc_Ack_like PTKc_FGFR2 PTKc_Axl_like PTKc_Src PTKc_FGFR4 PTKc_Hck PTKc_Tec_like PTKc_FGFR1 PTKc_Fyn_Yrk PTKc_EGFR PTKc_FGFR3 PTKc_EphR PTKc_Fes_like PTKc_PDGFR PTKc_Abl PTKc_HER4 PTKc_Syk PTKc_Csk PTKc_Tyro3 PTKc_RET PTKc_Met_Ron PTKc_Jak1_rpt2 PTK_Ryk PTKc_Tyk2_rpt2 PTKc_CSF-1R PTKc_Axl PTKc_PDGFR_beta PTKc_DDR PTKc_HER2 PTKc_VEGFR3 PTKc_VEGFR2 PTKc_PDGFR_alpha PTKc_VEGFR PTKc_Musk PTKc_Tie2 PTKc_Jak2_Jak3_rpt2 PTKc_c-ros PTKc_Tie PTKc_Zap-70 PTK_HER3 PTKc_Kit PTKc_Itk PTKc_Fes PTKc_Tie1 PTKc_Tec_Rlk PTKc_Chk PTKc_Fer PTKc_Trk PTKc_TrkA PTKc_DDR2 PTKc_EphR_A PTKc_TrkC PTK_CCK4 PTKc_EphR_B PTKc_EphR_A2 PTKc_InsR PTKc_Btk_Bmx PTKc_ALK_LTK PTKc_DDR1 PTKc_TrkB PTKc_Ror PTK_Jak_rpt1 PTKc_IGF-1R PTKc_DDR_like PTKc_EphR_A10 PTKc_Aatyk KIND PTK_Jak1_rpt1 PTKc_Ror1 PTKc_Ror2 PTK_Tyk2_rpt1 PTKc_Aatyk1_Aatyk3 PTK_Jak2_Jak3_rpt1 "	protein.postranslational modification	29_4

CUST_32655_PI403524517	2	0.07452965	-0.06563854	-0.33789158	0.11784172	-0.18961525	0.06563759	35_9414	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_30234_PI399408534	2	0.012374878	-0.59696674	-0.17049694	0.12526512	-0.012375832	0.24819565	35_625	Rep: Auxin-responsive protein IAA15 - Oryza sativa (Rice)	UniRef90_Q6AT10	"CHR1V7|COORD:1136381..1138339| AXR3 (AUXIN RESISTANT 3); transcription factor"	AT1G04250.1	CHR05V5|COORD:4662563..4659479|protein OsIAA15 - Auxin-responsive Aux/IAA gene family member, expressed	LOC_Os05g08570.2	" no descriptionweakly similar to ( 155)AT1G04250| Symbols: IAA17, AXR3 | AXR3 (AUXIN RESISTANT 3); transcription factor | chr1:1136381-1138339 FORWARDmoderately similar to ( 251)IAA15_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned AUX_IAA PRK12323 PRK07764 Atrophin-1 Tymo_45kd_70kd DUF1421 PRK05648 Extensin_2 Drf_FH1 PRK07003 "	hormone metabolism.auxin.induced-regulated-responsive-activated	17_2_3

CUST_9344_PI403524517	2	-0.046765327	0.26942635	-0.0050935745	0.0050935745	-0.012283325	0.03254032	35_2625	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q75GI7	"CHR2V7|COORD:9704460..9706664| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G37820.1); similar to hypothetical protein B14911_03489 [Bacillus sp."	AT2G22795.1	CHR03V5|COORD:29507217..29510275|protein expressed protein	LOC_Os03g51640.1	no descriptionnot assigned DMP1 MDN1	not assigned.unknown	35_2

CUST_67521_PI403524517	2	0.28366184	-0.013773918	-0.10596466	0.013773918	-0.15395164	0.038170815	35_19285	"Cluster: Hypothetical protein OSJNBb0027B08.11; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0027B08.11 - Oryza sativa (japonica"	UniRef90_Q850Z4	"CHR3V7|COORD:5723442..5727545| APUM24 (ARABIDOPSIS PUMILIO 24); RNA binding"	AT3G16810.1	CHR03V5|COORD:34850961..34845557|protein expressed protein	LOC_Os03g61560.1	"no descriptionmoderately similar to ( 266)AT3G16810| Symbols: APUM24 | APUM24 (ARABIDOPSIS PUMILIO 24); RNA binding | chr3:5723442-5727545 REVERSEnot assigned"	not assigned.no ontology.pumilio/Puf RNA-binding domain-containing protein	35_1_12

CUST_63355_PI403524517	2	0.017914295	-0.026958466	0.07686758	-0.017914295	-0.08117485	0.09052038	35_18090	"Cluster: Homolog of Homo sapiens Splice Isoform 3 of SH3 and multiple ankyrin repeat domains protein 1; n=1; Takifugu rubripes|Rep: Homolog of Homo sapiens Spli"	UniRef90_UPI000065FDB8	"CHR4|COORD:154721..156376| similar to expressed protein [Arabidopsis thaliana] (TAIR:At2g45980.1); similar to OSJNBa0019G23.5 [Oryza sativa (japonica cultivar-g"	AT4G00355.4	CHR12V5|COORD:25143520..25140593|protein transposon protein, putative, CACTA, En/Spm sub-class	LOC_Os12g40660.1	no descriptionTymo_45kd_70kd	not assigned.unknown	35_2

CUST_6875_PI404877155	2	0.107328415	0.028979301	-0.12943459	0.002371788	-0.08336449	-0.0023708344	Contig20253_at	amino acid transporter-like protein 1 [Arabidopsis thaliana]	BAA82706.1	amino acid transporter family protein	At1g47670.1	protein Transmembrane amino acid transporter protein	Os12g30040	"amino acid transporter family protein, similar to lysine and histidine specific transporter GI:2576361 from (Arabidopsis thaliana); contains Pfam profile PF01490: Transmembrane amino acid transporter protein"	transport.amino acids	34_3

CUST_22974_PI403524517	2	0.25653648	0.35272884	-0.008724213	-0.01121521	-0.06485176	0.008724213	35_6674	"Cluster: Transposon protein, putative, CACTA, En/Spm sub-class; n=1; Oryza sativa (japonica cultivar-group)|Rep: Transposon protein, putative, CACTA, En/Spm sub"	UniRef90_Q2QPA1	"CHR3V7|COORD:3535772..3537301| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G11310.1); similar to PIF-like orf1 [Daucus carota]"	AT3G11290.1	CHR12V5|COORD:21365883..21366863|protein PIF-like orf1, putative	LOC_Os12g35190.1	"no descriptionvery weakly similar to (50.4)AT5G05800| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G11290.1); similar to PIF-like orf1 [Daucus carota] (GB:ABB83643.1); contains InterPro domain Homeodomain-like; (InterPro:IPR009057) | chr5:1743235-1744752 REVERSE"	not assigned.unknown	35_2

CUST_76029_PI403524517	2	0.13045835	-0.038614273	0.22049856	-0.4987092	0.038614273	-0.98101187	35_21795	"Cluster: Putative subtilisin-like serine proteinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative subtilisin-like serine proteinase - Oryza sativa"	UniRef90_Q6EPJ5	CHR4V7|COORD:6499790..6502862| subtilase family protein	AT4G10520.1	CHR02V5|COORD:9829110..9826265|protein xylem serine proteinase 1 precursor, putative, expressed	LOC_Os02g17150.1	no descriptionmoderately similar to ( 224)AT4G10520| Symbols:  | subtilase family protein | chr4:6499790-6502862 FORWARDPA_subtilisin_like Peptidase_S8 AprE	protein.degradation.subtilases	29_5_1

CUST_114002_PI403524517	2	-0.11964369	-0.14757347	-0.013424873	0.062143803	0.0134243965	0.31372738	35_32354	Rep: H0818E11.8 protein - Oryza sativa (Rice)	UniRef90_Q25AE4		0	CHR04V5|COORD:31150426..31144982|protein PEX6, putative, expressed	LOC_Os04g52690.3	no description	not assigned.unknown	35_2

CUST_96084_PI403524517	2	-0.07220173	0.39185333	0.07220125	-0.39861822	0.35513592	-0.86438775	35_27450	"Cluster: Hypothetical protein OJ1111_A10.13; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1111_A10.13 - Oryza sativa (japonica cultiv"	UniRef90_Q60F00	CHR1V7|COORD:18268738..18270702| pfkB-type carbohydrate kinase family protein	AT1G49350.1	CHR05V5|COORD:5240161..5232274|protein carbohydrate kinase, PfkB, putative, expressed	LOC_Os05g09370.2	no descriptionvery weakly similar to (87.8)AT1G49350| Symbols:  | pfkB-type carbohydrate kinase family protein | chr1:18268738-18270702 FORWARDnot assigned YeiC_kinase_like RbsK PRK09954 ribokinase PfkB PRK09850	minor CHO metabolism.others	3_5

CUST_57283_PI403524517	2	0.10806179	-0.13860989	-0.029270172	0.089800835	0.01924324	-0.01924324	35_16337	"Cluster: Hypothetical protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XXP7	0	0	CHR02V5|COORD:29382690..29376507|protein nuclear matrix constituent protein 1, putative, expressed	LOC_Os02g48010.1	no description	not assigned.unknown	35_2

CUST_7798_PI404877155	2	0.23011112	-0.042934418	-1.3036857	-0.11961174	0.042933464	0.39733982	Contig22985_at	OSJNBa0018M05.10 [Oryza sativa (japonica cultivar-group)]	CAE03235.2	phototropic-responsive NPH3 family protein	At1g50280.1	protein NPH3 family, putative	Os04g57800	phototropic-responsive NPH3 family protein, contains NPH3 family domain, Pfam:PF03000	signalling.light	30_11

CUST_51670_PI403524517	2	-0.09028244	0.014295578	-0.014295578	-0.031612396	0.050922394	0.019891739	35_14724	Rep: OSIGBa0092M08.8 protein - Oryza sativa (Rice)	UniRef90_Q01I44	CHR5V7|COORD:7355691..7356874| harpin-induced family protein / HIN1 family protein / harpin-responsive family protein	AT5G22200.1	CHR04V5|COORD:20393145..20391996|protein VAMP protein SEC22, putative, expressed	LOC_Os04g33990.1	no descriptionweakly similar to ( 179)AT5G22200| Symbols:  | harpin-induced family protein / HIN1 family protein / harpin-responsive family protein | chr5:7355691-7356874 FORWARDvery weakly similar to (68.6)RL18A_ORYSAnot assigned not assigned not assigned not assigned Hin1 PRK07764 PRK07003 TT_ORF1	not assigned.no ontology	35_1

CUST_13626_PI403524517	2	0.07870674	-0.03783226	-0.009905815	0.009904861	0.04129696	-0.018683434	35_3910	"Cluster: Signal recognition particle 68kD protein-like; n=1; Arabidopsis thaliana|Rep: Signal recognition particle 68kD protein-like - Arabidopsis thaliana (Mou"	UniRef90_Q9FH46	CHR5V7|COORD:24906146..24910305| signal recognition particle-related / SRP-related	AT5G61970.1	CHR08V5|COORD:13984908..13972972|protein signal recognition particle 68 kDa protein, putative, expressed	LOC_Os08g23360.1	no descriptionhighly similar to ( 724)AT5G61970| Symbols:  | signal recognition particle-related / SRP-related | chr5:24906146-24910305 FORWARDnot assigned	protein.targeting.secretory pathway.unspecified	29_3_4_99

CUST_120882_PI403524517	2	-0.035038948	0.11089134	0.08314037	0.0026082993	-0.0026082993	-0.038537025	35_34158	"Cluster: Putative zinc transporter; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative zinc transporter - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8H329	CHR2V7|COORD:1610503..1612899| cation efflux family protein	AT2G04620.1	CHR08V5|COORD:20089143..20086227|protein cation transporter/ efflux permease, putative, expressed	LOC_Os08g32650.1	no descriptionvery weakly similar to (72.4)AT2G04620| Symbols:  | cation efflux family protein | chr2:1610503-1612899 REVERSEnot assigned not assigned not assigned CzcD	transport.metal	34_12

CUST_157414_PI403524517	2	0.008716583	-0.79436207	-0.008716583	0.2791109	0.15422153	-0.68263054	35_43956	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_100701_PI403524517	2	0.34548712	0.42328072	-0.2849307	0.2616315	-0.261631	-0.8605795	35_28742	"Cluster: Putative myosin heavy chain; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative myosin heavy chain - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7Y1D5	CHR5V7|COORD:17674468..17683880| MYA2 (ARABIDOPSIS MYOSIN)	AT5G43900.1	CHR03V5|COORD:36275639..36258864|protein myosin head family protein, expressed	LOC_Os03g64290.1	 no descriptionmoderately similar to ( 378)AT5G43900| Symbols: ATMYA2, MYA2 | MYA2 (ARABIDOPSIS MYOSIN) | chr5:17674468-17683880 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned MYSc_type_XI MYSc MYSc COG5022 Myosin_head MYSc_type_II MYSc_type_V MYSc_type_I MYSc_type_VII MYSc_type_VI MYSc_type_VIII MYSc_type_XV MYSc_type_III MYSc_type_IX MYSc_type_XVIII Motor_domain 	cell.organisation	31_1

CUST_163870_PI403524517	2	-0.015626907	-0.20382214	0.09060764	0.015626907	0.22318172	-0.058807373	35_45687	"Cluster: Hypothetical protein OJ1214_E03.16; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1214_E03.16 - Oryza sativa (japonica cultiv"	UniRef90_Q6I603	"CHR4V7|COORD:11529968..11532856| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G52780.1); similar to Os01g0678000 [Oryza sativa (japonica"	AT4G21700.1	CHR05V5|COORD:27648140..27646212|protein expressed protein	LOC_Os05g48370.1	"no descriptionvery weakly similar to (52.8)AT4G21700| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G52780.1); similar to Os01g0678000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001043855.1); similar to Os01g0678100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001043856.1); similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:BAD67815.1) | chr4:11529968-11532856 FORWARD"	not assigned.unknown	35_2

CUST_15485_PI399408534	2	0.024159431	0.16235161	0.05523777	-0.1775446	-0.072200775	-0.024158478	35_1644	"Cluster: Ras-related protein Rab-2-B; n=9; Magnoliophyta|Rep: Ras-related protein Rab-2-B - Zea mays (Maize)"	UniRef90_P49104	"CHR4V7|COORD:9644919..9646231| AT-RAB2 (Arabidopsis Rab GTPase homolog B1c); GTP binding"	AT4G17170.1	CHR02V5|COORD:22593518..22596358|protein ras-related protein Rab-2-A, putative, expressed	LOC_Os02g37420.1	" no descriptionmoderately similar to ( 367)AT4G17170| Symbols: AtRABB1c, AtRab2A, AT-RAB2 | AT-RAB2 (Arabidopsis Rab GTPase homolog B1c); GTP binding | chr4:9644919-9646231 REVERSEmoderately similar to ( 380)RAB2B_MAIZERas-related protein Rab-2-B - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Rab2 RAB Rab14 Rab Ras Rab11_like Rab4 Rab8_Rab10_Rab13_like Rab1_Ypt1 Rab39 Rab5_related Rab18 Rab19 Rab6 Rab26 Rab30 Rab7 RabA_like Rab35 Rab32_Rab38 Rab15 Rab3 Rab21 Ras_like_GTPase Rab33B_Rab33A Rab27A Ras RJL Rab12 RAS Rab23_lke Rab9 Ras2 Rab40 M_R_Ras_like COG1100 Rap_like RalA_RalB Rab24 Rab36_Rab34 H_N_K_Ras_like RheB Rap2 Rho Rab28 RERG_RasL11_like Ran Rap1 RSR1 RHO RabL4 Rit_Rin_Ric RabL2 ARHI_like Rho4_like RGK Rac1_like RhoA_like Wrch_1 RAN Rop_like Rab20 Rho3 Spg1 Miro Tc10 Rho2 Arf_Arl Rhes_like RhoG Ras_dva Cdc42 Rnd Arfrp1 Rnd3_RhoE_Rho8 Rnd2_Rho7 Miro1 Arf RabL3 Arl5_Arl8 Rnd1_Rho6 Arl2 ARLTS1 ARD1 "	signalling.G-proteins	30_5

CUST_12213_PI403524517	2	0.041158676	-0.5410042	-0.05893421	0.023213387	-0.023213387	0.045173645	35_3477	"Cluster: Putative apoptosis antagonizing transcription factor; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative apoptosis antagonizing transcription fa"	UniRef90_Q8L4B1	CHR5V7|COORD:24674513..24677329| rRNA processing protein-related	AT5G61330.1	CHR01V5|COORD:19180422..19184226|protein protein AATF, putative, expressed	LOC_Os01g34200.1	no descriptionmoderately similar to ( 333)AT5G61330| Symbols:  | rRNA processing protein-related | chr5:24674513-24677329 REVERSEnot assigned TRAUB	not assigned.no ontology	35_1

CUST_7729_PI403524517	2	0.028577805	0.6648159	0.13914394	-0.17335987	-0.22463512	-0.028577805	35_2151	"Cluster: Os09g0544900 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0544900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IZW8	CHR1V7|COORD:28580130..28582531| maoC-like dehydratase domain-containing protein	AT1G76150.1	CHR09V5|COORD:21542468..21537399|protein peroxisomal multifunctional enzyme type 2, putative, expressed	LOC_Os09g37280.2	no descriptionmoderately similar to ( 382)AT1G76150| Symbols:  | maoC-like dehydratase domain-containing protein | chr1:28580130-28582531 REVERSEnot assigned HDE_HSD R_hydratase_like MaoC_dehydratas MaoC FAS_MaoC Protamine_P1 R_hydratase TT_ORF1 SAV4209_like	lipid metabolism.'exotics' (steroids, squalene etc)	11_8

CUST_30269_PI399408534	2	0.1699357	-0.2954173	-0.03861046	0.23067999	-0.52874184	0.03860998	35_26574	"Cluster: N2, N2-dimethylguanosine tRNA methyltransferases-like protein; n=1; Arabidopsis thaliana|Rep: N2, N2-dimethylguanosine tRNA methyltransferases-like"	UniRef90_Q9LYL0	CHR3V7|COORD:20901229..20902912| N2,N2-dimethylguanosine tRNA methyltransferase family protein	AT3G56330.1	CHR05V5|COORD:14978387..14976623|protein RNA binding protein, putative, expressed	LOC_Os05g25870.1	 no descriptionvery weakly similar to (84.7)AT3G56330| Symbols:  | N2,N2-dimethylguanosine tRNA methyltransferase family protein | chr3:20901229-20902912 FORWARD	RNA.regulation of transcription.unclassified	27_3_99

CUST_19662_PI399408534	2	0.10402012	-0.20918465	0.15863991	0.019879341	-0.019878387	-0.03617668	35_14995	"Cluster: Putative 1-aminocyclopropane-1-carboxylate synthase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative 1-aminocyclopropane-1-carboxylate syntha"	UniRef90_Q9SNN8	"CHR5V7|COORD:21016241..21018183| ACS12 (1-Amino-cyclopropane-1-carboxylate synthase 12); 1-aminocyclopropane-1-carboxylate synthase"	AT5G51690.1	CHR06V5|COORD:1628718..1632630|protein aminotransferase ACS12, putative, expressed	LOC_Os06g03990.1	"no descriptionvery weakly similar to (80.1)AT5G51690| Symbols: ACS12 | ACS12 (1-Amino-cyclopropane-1-carboxylate synthase 12); 1-aminocyclopropane-1-carboxylate synthase | chr5:21016241-21018183 REVERSEvery weakly similar to (62.4)1A11_ORYSAnot assigned"	hormone metabolism.ethylene.synthesis-degradation	17_5_1

CUST_94928_PI403524517	2	0.12377024	0.02660513	0.10110617	-0.02660513	-0.0886035	-0.18013573	35_27131	"Cluster: Putative fimbrin 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative fimbrin 1 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6YXZ9	CHR5V7|COORD:13890063..13893662| fimbrin-like protein, putative	AT5G35700.1	CHR02V5|COORD:29827376..29832174|protein fimbrin 1, putative, expressed	LOC_Os02g48740.1	 no descriptionweakly similar to ( 134)AT5G35700| Symbols: FIM2 | fimbrin-like protein, putative | chr5:13890063-13893662 REVERSEnot assigned not assigned 	cell.organisation	31_1

CUST_1599_PI399408534	2	-0.032730103	0.4114728	0.032729626	-0.45190525	-0.33129454	0.21563005	35_5280	Rep: Receptor-like kinase ARK1AS - Hordeum vulgare (Barley)	UniRef90_Q9XHQ1	CHR1V7|COORD:24965297..24967604| protein kinase, putative	AT1G66910.1	CHR01V5|COORD:983562..981103|protein receptor-like kinase ARK1AS, putative, expressed	LOC_Os01g02800.1	 no descriptionmoderately similar to ( 302)AT1G66910| Symbols:  | protein kinase, putative | chr1:24965297-24967604 REVERSEweakly similar to ( 191)KPRO_MAIZEPutative receptor protein kinase ZmPK1 precursor - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TyrKc Pkinase_Tyr Pkinase S_TKc PTKc S_TKc PTKc_EphR PTKc_Src_like PTKc_Abl PTKc_Jak_rpt2 PTKc_Srm_Brk PTKc_Tec_like PTKc_Itk SPS1 PTKc_Csk_like PTKc_Syk_like PTKc_EphR_A2 PTKc_Ror PTKc_InsR_like PTKc_EGFR_like PTKc_EphR_A PTKc_EphR_B PTKc_Btk_Bmx PTKc_Frk_like PTKc_FGFR PTKc_Jak2_Jak3_rpt2 PTKc_Fes_like PTKc_Axl_like PTKc_Trk PTKc_Tec_Rlk PTKc_EphR_A10 PTKc_RET PTKc_ALK_LTK PTKc_Lck_Blk PTKc_Src PTKc_c-ros PTKc_Fyn_Yrk PTKc_Ror1 PTK_HER3 PTKc_Tie1 PTKc_DDR PTKc_Tie2 PTKc_DDR_like PTKc_DDR2 PTKc_Met_Ron PTKc_Yes PTKc_Ack_like PTKc_FAK PTKc_Chk PTKc_Lyn PTKc_Axl PTKc_Tyk2_rpt2 PTKc_DDR1 PTKc_Aatyk PTKc_Tie PTKc_Fer PTKc_PDGFR PTKc_Musk PTKc_FGFR4 PTKc_FGFR2 PTKc_Zap-70 PTKc_Hck PTKc_Csk PTKc_Jak1_rpt2 PTKc_Fes PTKc_FGFR3 PTKc_FGFR1 PTKc_Syk PTKc_Ror2 PTKc_TrkA PTKc_HER4 PTKc_TrkB PTKc_Tyro3 PTKc_Aatyk1_Aatyk3 PTKc_HER2 PTKc_EGFR PTKc_TrkC PTK_Jak_rpt1 PTKc_InsR PTKc_IGF-1R PTK_CCK4 PTK_Ryk PTKc_VEGFR3 PTKc_Aatyk2 PTKc_Kit PTKc_VEGFR PTK_Jak2_Jak3_rpt1 PTKc_CSF-1R PTKc_VEGFR2 	signalling.receptor kinases.DUF 26	30_2_17

CUST_3772_PI404877155	2	0.057795048	0.56032705	0.09414387	-0.2206502	-0.1742773	-0.057795048	Contig14353_at	Single myb histone 6 [Zea mays subsp. mays]	AAQ62069.1	DNA-binding protein, putative	At1g49950.3	protein DNA-binding protein PcMYB1, putative	Os12g41920	NONE	RNA.regulation of transcription.MYB-related transcription factor family	27_3_26

CUST_26980_PI399408534	2	-0.035824776	-0.40013313	-0.09568596	0.035823822	0.04264164	0.05605507	35_2984	"Cluster: Os05g0123200 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0123200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DL48	"CHR3V7|COORD:19405419..19407174| IQD3 (IQ-domain 3); calmodulin binding"	AT3G52290.1	CHR05V5|COORD:1269444..1273561|protein IQD1, putative, expressed	LOC_Os05g03190.1	"no descriptionmoderately similar to ( 320)AT5G03040| Symbols: IQD2 | IQD2 (IQ-domain 2); calmodulin binding | chr5:710378-712405 REVERSE"	signalling.calcium	30_3

CUST_3937_PI399408534	2	0.23874712	-0.085083485	-0.03754568	-0.29570818	0.03754568	0.5685458	35_14250	Rep: Hap5-like protein - Triticum aestivum (Wheat)	UniRef90_Q2L3T9	"CHR3V7|COORD:18019878..18020923| HAP5A (Heme activator protein (yeast) homolog 5A); DNA binding / transcription factor"	AT3G48590.1	CHR08V5|COORD:24384755..24385728|protein nuclear transcription factor Y subunit C-2, putative, expressed	LOC_Os08g38780.1	"no descriptionweakly similar to ( 175)AT1G08970| Symbols: HAP5C | HAP5C (HEME ACTIVATED PROTEIN 5C); DNA binding / transcription factor | chr1:2883147-2883842 FORWARDweakly similar to ( 134)POLX_TOBACRetrovirus-related Pol polyprotein from transposon TNT 1-94 [Includes: Protease - Nicotiana tabacum (Common tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned HAP5 CBFD_NFYB_HMF rve Tymo_45kd_70kd PRK12323 BUR6 DUF566 PRK07003 Pneumo_att_G Histone PRK12678 APC_basic IER Atrophin-1"	RNA.regulation of transcription.CCAAT box binding factor family, HAP5	27_3_16

CUST_78000_PI403524517	2	0.15103626	0.36265373	0.059499264	-0.13943386	-0.26456404	-0.05949974	35_22361	"Cluster: BTB/POZ domain containing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: BTB/POZ domain containing protein - Oryza sativa (japonica cultivar"	UniRef90_Q7XEA7	"CHR2V7|COORD:16590291..16591893| ATBPM3; protein binding"	AT2G39760.2	CHR10V5|COORD:14939196..14940874|protein snRNP protein, putative	LOC_Os10g29380.1	"no descriptionvery weakly similar to (50.1)AT2G39760| Symbols: ATBPM3 | ATBPM3; protein binding | chr2:16590291-16591893 FORWARDMATH"	protein.degradation.ubiquitin.E3.BTB/POZ Cullin3.BTB/POZ	29_5_11_4_5_2

CUST_132517_PI403524517	2	-0.028009415	-0.4937172	0.25178623	0.028008461	0.17913914	-0.18269539	35_37217	"Cluster: Unknow protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Unknow protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5W7C8	"CHR3V7|COORD:16980268..16982002| ATNUDT9 (Arabidopsis thaliana Nudix hydrolase homolog 9); hydrolase"	AT3G46200.1	CHR05V5|COORD:900062..904115|protein nudix type motif 22, putative, expressed	LOC_Os05g02640.1	"no descriptionmoderately similar to ( 230)AT3G46200| Symbols: ATNUDT9 | ATNUDT9 (Arabidopsis thaliana Nudix hydrolase homolog 9); hydrolase | chr3:16980268-16982002 FORWARD"	not assigned.no ontology	35_1

CUST_135646_PI403524517	2	0.12947416	0.1650896	0.104682446	-0.104682446	-0.41678762	-0.5331502	35_38045	"Cluster: ABC transporter family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: ABC transporter family protein, expressed - Oryza sativa (j"	UniRef90_Q2RAE2	CHR3V7|COORD:21874496..21879678| ATMRP14 (Arabidopsis thaliana multidrug resistance-associated protein 14)	AT3G59140.1	CHR11V5|COORD:2610012..2601649|protein multidrug resistance-associated protein 14, putative, expressed	LOC_Os11g05700.1	no descriptionmoderately similar to ( 276)AT3G59140| Symbols: ATMRP14 | ATMRP14 (Arabidopsis thaliana multidrug resistance-associated protein 14) | chr3:21874496-21879678 REVERSEnot assigned MdlB SunT ABCC_NFT1 ABCC_MRP_domain2 PRK10790 CydC	transport.ABC transporters and multidrug resistance systems	34_16

CUST_43326_PI403524517	2	-0.6563659	-2.1514707	-0.08081341	0.080813885	0.4425087	0.11964655	35_12441	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_11612_PI404877155	2	-0.18307209	0.33106422	-0.010902405	0.010902405	-0.1629734	0.08542442	Contig5293_at	putative Rer1A protein (AtRer1A) [Oryza sativa (japonica cultivar-group)]	NP_908372.1	RER1A protein	At4g39220.1	protein rer1a protein (atrer1a)	Os06g49460	"Dof2  T02690  DNA-binding with One Finger 2; contribute to multiple protein protein interactions; maize, Zea mays"	RNA.regulation of transcription	27_3

CUST_172660_PI403524517	2	0.2988391	-0.22961378	-0.083379745	0.07507038	0.194139	-0.07507038	35_48091	Rep: Putative membrane protein - Artemisia annua (Sweet wormwood)	UniRef90_Q0MWR7	CHR5V7|COORD:2274438..2275936| rhomboid family protein	AT5G07250.1	CHR04V5|COORD:28424245..28426060|protein membrane protein, putative, expressed	LOC_Os04g48130.1	no descriptionvery weakly similar to (63.9)AT5G07250| Symbols:  | rhomboid family protein | chr5:2274438-2275936 REVERSE	not assigned.no ontology	35_1

CUST_95323_PI403524517	2	0.11645889	-0.46441078	-0.048135757	-0.039491653	0.039491653	0.123316765	35_27241	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10LN6	0	0	CHR03V5|COORD:12705088..12697790|protein expressed protein	LOC_Os03g22190.1	no description	not assigned.unknown	35_2

CUST_42792_PI403524517	2	0.026293755	0.1549139	0.028180122	-0.026294708	-0.12903023	-0.039359093	35_12291	"Cluster: Putative PrMC3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative PrMC3 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q67IZ5	"CHR1V7|COORD:17420063..17421736| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G48700.1); similar to CXE carboxylesterase [Malus pumila]"	AT1G47480.1	CHR09V5|COORD:17465912..17468425|protein gibberellin receptor GID1L2, putative, expressed	LOC_Os09g28740.1	"no descriptionvery weakly similar to (95.1)AT1G47480| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G48700.1); similar to CXE carboxylesterase [Malus pumila] (GB:ABB89003.1); contains InterPro domain Esterase/lipase/thioesterase; (InterPro:IPR000379); contains InterPro domain Alpha/beta hydrolase fold-3; (InterPro:IPR013094) | chr1:17420063-17421736 FORWARDnot assigned Abhydrolase_3 Aes PRK07764 PRK12323"	not assigned.no ontology	35_1

CUST_58111_PI403524517	2	0.06991482	-1.1939754	-0.029111862	0.17995834	-0.5217676	0.029111862	35_16572	"Cluster: Putative phosphoserine aminotransferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative phosphoserine aminotransferase - Oryza sativa (japon"	UniRef90_Q8LMR0	"CHR4V7|COORD:16904210..16905502| PSAT (phosphoserine aminotransferase); phosphoserine transaminase"	AT4G35630.1	CHR03V5|COORD:3089835..3091654|protein phosphoserine aminotransferase, chloroplast precursor, putative, expressed	LOC_Os03g06200.1	" no descriptionhighly similar to ( 530)AT4G35630| Symbols: PSAT | PSAT (phosphoserine aminotransferase); phosphoserine transaminase | chr4:16904210-16905502 FORWARDhighly similar to ( 516)SERC_SPIOLPhosphoserine aminotransferase, chloroplast precursor - Spinacia oleracea (Spinach)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK05355 SerC PRK12462 Aminotran_5 Herpes_BLLF1 PRK07003 PRK12323 Atrophin-1 Tymo_45kd_70kd APC_basic AF-4 HPC2 PRK03080 PRK07764 COG0075 Pneumo_att_G Extensin_2 KAR9 DUF566 DUF1509 DUF390 Herpes_UL32 PRK12678 DUF1421 Metaviral_G PRK11901 PRK05648 PRK09169 GRASP55_65 FimV TT_ORF1 PRK08853 Syndecan ETS_PEA3_N Prog_receptor PRK08770 Herpes_gI CDC27 Coprinus_mating DUF936 PRK12372 PRK10263 BASP1 "	amino acid metabolism.synthesis.serine-glycine-cysteine group.serine.phosphoserine aminotransferase	13_1_5_1_2

CUST_68744_PI403524517	2	-0.045092583	-0.3151722	0.045093536	0.08241367	0.17735863	-0.10677147	35_19666	Rep: Exonuclease RRP41 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q9SP08	"CHR3V7|COORD:22812357..22813885| RRP41 (Ribosomal RNA Processing 41); 3'-5'-exoribonuclease/ RNA binding"	AT3G61620.1	CHR09V5|COORD:3958855..3964192|protein exosome complex exonuclease RRP41, putative, expressed	LOC_Os09g07820.2	"no descriptionmoderately similar to ( 355)AT3G61620| Symbols: RRP41 | RRP41 (Ribosomal RNA Processing 41); 3'-5'-exoribonuclease/ RNA binding | chr3:22812357-22813885 REVERSEnot assigned not assigned not assigned not assigned PRK03983 Rph RNase_PH rph PRK11824 Pnp PRK04282 COG2123"	DNA.unspecified	28_99

CUST_65900_PI403524517	2	0.28192568	0.08070183	-0.12620354	0.36875916	-0.08070135	-0.16923523	35_18823	Rep: Hypothetical protein - Musa acuminata (Banana)	UniRef90_Q1EP06	"CHR4V7|COORD:7856983..7857870| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G05310.1); similar to Os03g0595300 [Oryza sativa (japonica"	AT4G13500.1	CHR03V5|COORD:22106239..22104950|protein expressed protein	LOC_Os03g39830.1	"no descriptionvery weakly similar to (85.5)AT4G13500| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G05310.1); similar to Os03g0595300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001050596.1); similar to hypothetical protein MA4_112I10.24 [Musa acuminata] (GB:ABF70151.1) | chr4:7856983-7857870 REVERSE"	not assigned.unknown	35_2

CUST_104705_PI403524517	2	0.09849882	-0.051419258	0.16754103	-0.0971961	0.051419258	-0.09292793	35_29834	0	0		0	CHR03V5|COORD:28101104..28108355|protein pentatricopeptide repeat protein PPR868-14, putative, expressed	LOC_Os03g49464.5	no description	not assigned.unknown	35_2

CUST_102252_PI403524517	2	0.04826832	0.2885952	-0.04826832	-0.12701511	-0.2812538	0.14460087	35_29173	"Cluster: Hypothetical protein OJ1567_G09.117; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1567_G09.117 - Oryza sativa (japonica cult"	UniRef90_Q7XIU5	"CHR1V7|COORD:27890825..27894812| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G18620.1); similar to expressed protein [Oryza sativa (japonica"	AT1G74160.1	CHR07V5|COORD:514124..520251|protein expressed protein	LOC_Os07g01860.1	"no descriptionvery weakly similar to (92.4)AT1G74160| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G18620.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABF96645.1); similar to Os07g0109400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001058723.1); similar to Os07g0603300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001060212.1) | chr1:27890825-27894812 FORWARD"	not assigned.unknown	35_2

CUST_55921_PI403524517	2	0.22663689	-0.024232864	-0.06272888	0.007036209	-0.007037163	0.16380978	35_15916	Rep: OSIGBa0096P03.4 protein - Oryza sativa (Rice)	UniRef90_Q01LE1	CHR2V7|COORD:1899815..1901935| DNAJ heat shock N-terminal domain-containing protein	AT2G05230.1	CHR04V5|COORD:18942783..18945663|protein heat shock protein binding protein, putative, expressed	LOC_Os04g31940.1	no descriptionmoderately similar to ( 448)AT5G53150| Symbols:  | heat shock protein binding / unfolded protein binding | chr5:21572161-21574428 FORWARDvery weakly similar to (58.5)DNJH_CUCSADnaJ protein homolog - Cucumis sativus (Cucumber)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DnaJ DnaJ DnaJ CbpA PRK10767 PRK10266 ZUO1	stress.abiotic.heat	20_2_1

CUST_170974_PI403524517	2	0.21562767	-0.17550421	-0.0040049553	0.004005432	-0.38274097	0.048845768	35_47623	"Cluster: Acyl-CoA binding family protein, putative, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Acyl-CoA binding family protein, putative, expre"	UniRef90_Q10B01	"CHR3V7|COORD:1561886..1567053| ACBP4 (ACYL-COA BINDING PROTEIN 4, ACYL-COA-BINDING DOMAIN 4); acyl-CoA binding"	AT3G05420.1	CHR03V5|COORD:35051467..35044077|protein acyl-CoA binding protein, putative, expressed	LOC_Os03g61930.3	" no descriptionweakly similar to ( 126)AT3G05420| Symbols: ACBP4 | ACBP4 (ACYL-COA BINDING PROTEIN 4, ACYL-COA-BINDING DOMAIN 4); acyl-CoA binding | chr3:1561886-1567053 FORWARDnot assigned not assigned ACBP ACBP "	lipid metabolism.FA synthesis and FA elongation.acyl-CoA binding protein	11_1_13

CUST_177470_PI403524517	2	-0.024810791	-0.7906704	0.024810314	0.24290085	0.17341566	-0.063370705	35_49365	"Cluster: Hypothetical protein OSJNBa0064I23.21; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0064I23.21 - Oryza sativa (japonica"	UniRef90_Q69KN4	CHR3V7|COORD:516054..516191| DVL12/RTFL19 (ROTUNDIFOLIA LIKE 19)	AT3G02493.1	CHR09V5|COORD:7888217..7887366|protein hypothetical protein	LOC_Os09g13590.1	no description	not assigned.unknown	35_2

CUST_22386_PI403524517	2	0.11580753	-0.03113556	-0.08556461	0.031134605	0.16077995	-0.103507996	35_6503	"Cluster: Putative DCL protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative DCL protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6YXA0	CHR3V7|COORD:17192123..17193331| similar to defective chloroplasts and leaves protein-related / DCL protein-related [Arabidopsis thaliana]	AT3G46630.1	CHR09V5|COORD:1011534..1005780|protein DCL protein, chloroplast precursor, putative, expressed	LOC_Os09g02440.1	"no descriptionweakly similar to ( 144)AT3G46630| Symbols:  | similar to defective chloroplasts and leaves protein-related / DCL protein-related [Arabidopsis thaliana] (TAIR:AT1G45230.1); similar to putative defective chloroplasts and leaves (DCL) protein [Oryza sativa (japonica cultivar-group)] (GB:AAQ56405.1) | chr3:17192123-17193331 REVERSE"	development.unspecified	33_99

CUST_32849_PI403524517	2	0.04852009	0.3304882	-0.08092308	0.079714775	-0.048521042	-0.11550331	35_9468	"Cluster: Putative Avr9/Cf-9 rapidly elicited protein 231; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Avr9/Cf-9 rapidly elicited protein 231 - Ory"	UniRef90_Q6Z5N7	"CHR1V7|COORD:26404590..26405762| GATL9/LGT8 (Galacturonosyltransferase-like 9); polygalacturonate 4-alpha-galacturonosyltransferase/ transferase,"	AT1G70090.1	CHR02V5|COORD:30895431..30893665|protein transferase, transferring glycosyl groups, putative, expressed	LOC_Os02g50600.1	" no descriptionmoderately similar to ( 208)AT1G70090| Symbols: GATL9, LGT8 | GATL9/LGT8 (Galacturonosyltransferase-like 9); polygalacturonate 4-alpha-galacturonosyltransferase/ transferase, transferring glycosyl groups / transferase, transferring hexosyl groups | chr1:26404590-26405762 FORWARDGlyco_transf_8 "	misc.UDP glucosyl and glucoronyl transferases	26_2

CUST_58909_PI403524517	2	0.0159235	-0.3137884	-0.21055412	0.08633137	-0.013625145	0.013626099	35_16806	"Cluster: Os09g0320400 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0320400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J2P6	CHR2V7|COORD:14444144..14446486| xanthine/uracil permease family protein	AT2G34190.1	CHR09V5|COORD:9205557..9210731|protein permease, putative, expressed	LOC_Os09g15170.1	no descriptionmoderately similar to ( 439)AT2G34190| Symbols:  | xanthine/uracil permease family protein | chr2:14444144-14446486 FORWARDnot assigned Xan_ur_permease UraA PRK10720	transport.misc	34_99

CUST_72057_PI403524517	2	0.11668587	0.21268272	-0.01777935	-0.08071518	0.011048317	-0.011048317	35_20656	"Cluster: NOT2/NOT3/NOT5 family protein, expressed; n=4; Oryza sativa (japonica cultivar-group)|Rep: NOT2/NOT3/NOT5 family protein, expressed - Oryza sativa (jap"	UniRef90_Q10D98	CHR1V7|COORD:2382087..2385279| transcription regulator	AT1G07705.1	CHR03V5|COORD:30124497..30107543|protein CCR4-NOT transcription complex subunit 2, putative, expressed	LOC_Os03g52594.3	" no descriptionweakly similar to ( 152)AT1G07705| Symbols:  | similar to VIP2 (VIRE2 INTERACTING PROTEIN2), transcription regulator [Arabidopsis thaliana] (TAIR:AT5G59710.1); similar to NOT2/NOT3/NOT5 [Medicago truncatula] (GB:ABE93791.1); similar to NOT2/NOT3/NOT5 family protein, expressed [Oryza sativa (japonica cultivar-group)] (GB:ABF98742.1); similar to VIP2 [Nicotiana benthamiana] (GB:AAY15746.1); contains InterPro domain NOT2/NOT3/NOT5; (InterPro:IPR007282) | chr1:2382087-2385853 FORWARDnot assigned not assigned NOT2_3_5 CDC36 NOT5 "	not assigned.no ontology	35_1

CUST_128214_PI403524517	2	0.32315445	-0.0436697	-0.11859989	0.0436697	-0.08766174	0.1454792	35_36044	"Cluster: Hypothetical protein OJ1792_D02.27; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1792_D02.27 - Oryza sativa (japonica cultiv"	UniRef90_Q6K8T2	"CHR4V7|COORD:14208646..14211817| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G20240.1); similar to conserved hypothetical protein [Medicago"	AT4G28760.1	CHR02V5|COORD:24471508..24465674|protein expressed protein	LOC_Os02g40410.3	"no descriptionvery weakly similar to (61.2)AT4G28760| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G20240.1); similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE89949.1); contains domain PHOSPHATIDYLINOSITOL N-ACETYLGLUCOSAMINYLTRANSFERASE SUBUNIT P (DOWN SYNDROME CRITICAL REGION PROTEIN 5)-RELATED (PTHR21726); contains domain gb def: Hypothetical protein At4g28760 (PTHR21726:SF7) | chr4:14208646-14211817 FORWARD"	not assigned.unknown	35_2

CUST_157812_PI403524517	2	0.8581314	-0.07828283	0.07828283	-0.48455477	1.2502966	-0.4765029	35_44060	Rep: OSIGBa0131J24.5 protein - Oryza sativa (Rice)	UniRef90_Q01MT8	CHR3V7|COORD:2245695..2250083| protein transport protein Sec24, putative	AT3G07100.1	CHR04V5|COORD:1845051..1852374|protein protein transport protein Sec24-like, putative, expressed	LOC_Os04g04020.1	 no descriptionvery weakly similar to (66.2)AT3G07100| Symbols:  | protein transport protein Sec24, putative | chr3:2245695-2250083 REVERSE	protein.targeting.secretory pathway.golgi	29_3_4_2

CUST_74462_PI403524517	2	0.013313293	-0.013313293	-0.21708107	0.10719776	-0.12769699	0.03978157	35_21353	"Cluster: Harpin-induced protein 1 containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Harpin-induced protein 1 containing protein, e"	UniRef90_Q2RAC3	CHR3V7|COORD:6736388..6738336| late embryogenesis abundant protein-related / LEA protein-related	AT3G19430.1	CHR11V5|COORD:2745674..2742209|protein harpin-induced protein, putative, expressed	LOC_Os11g05870.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Hin1 TT_ORF1 PRK07764 DUF1421 PRK10819 PRK12323 Atrophin-1 Herpes_BLLF1 Tymo_45kd_70kd Drf_FH1 Extensin_2 DUF605 PRK07003 APC_basic PRK05648 KAR9 HPC2 tatB PRK08853 Protamine_P1	not assigned.unknown	35_2

CUST_134060_PI403524517	2	-0.03399372	0.14759159	0.03399372	-0.20836926	-0.2679758	0.0936985	35_37624	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_54247_PI403524517	2	0.047442436	0.003537178	-0.003537178	-0.043377876	-0.022350311	0.0944252	35_15440	"Cluster: 26S protease regulatory subunit 6A homolog; n=16; Magnoliophyta|Rep: 26S protease regulatory subunit 6A homolog - Arabidopsis thaliana"	UniRef90_O04019	"CHR3V7|COORD:1603546..1605999| RPT5A (regulatory particle triple-A 5A); ATPase/ calmodulin binding"	AT3G05530.1	CHR06V5|COORD:3688673..3693343|protein 26S protease regulatory subunit 6A, putative, expressed	LOC_Os06g07630.1	" no descriptionhighly similar to ( 770)AT3G05530| Symbols: ATS6A.2, RPT5A | RPT5A (regulatory particle triple-A 5A); ATPase/ calmodulin binding | chr3:1603546-1605999 FORWARDhighly similar to ( 773)PRS6A_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned RPT1 PRK03992 SpoVK HflB AAA hflB COG1223 AAA AAA COG0714 MGS1 ruvB AAA_5 RuvB "	protein.degradation.ubiquitin.proteasom	29_5_11_20

CUST_27911_PI403524517	2	-1.0472288	0.033038616	1.4515309	-0.033038616	0.82966566	-0.42048454	35_8070	"Cluster: Protein phosphatase 2C-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Protein phosphatase 2C-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5SN75	"CHR3V7|COORD:3584187..3585655| AHG3/ATPP2CA (ARABIDOPSIS THALIANA PROTEIN PHOSPHATASE 2CA); protein binding / protein phosphatase type 2C"	AT3G11410.1	CHR01V5|COORD:26979792..26985160|protein protein phosphatase 2C ABI1, putative, expressed	LOC_Os01g46760.1	" no descriptionweakly similar to ( 185)AT3G11410| Symbols: ATPP2CA, AHG3 | AHG3/ATPP2CA (ARABIDOPSIS THALIANA PROTEIN PHOSPHATASE 2CA); protein binding / protein phosphatase type 2C | chr3:3584187-3585655 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned PP2Cc PP2Cc PP2C PTC1 "	protein.postranslational modification	29_4

CUST_94903_PI403524517	2	0.49902678	-0.42403507	0.16499662	-0.58322525	-0.16499662	0.91690683	35_27124	"Cluster: Putative beta-glucosidase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative beta-glucosidase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q60DX8	CHR1V7|COORD:630569..633085| glycosyl hydrolase family 1 protein	AT1G02850.3	CHR05V5|COORD:17513995..17519529|protein non-cyanogenic beta-glucosidase precursor, putative, expressed	LOC_Os05g30350.1	 no descriptionweakly similar to ( 103)AT1G02850| Symbols:  | glycosyl hydrolase family 1 protein | chr1:630569-633085 FORWARDvery weakly similar to (67.4)BGLC_MAIZEBeta-glucosidase, chloroplast precursor - Zea mays (Maize)not assigned Glyco_hydro_1 BglB celA 	misc.gluco-, galacto- and mannosidases	26_3

CUST_4356_PI403524517	2	0.008010864	0.07835388	-0.008010864	-0.15496445	0.10107899	-0.41753483	35_1203	Rep: Probable DNA repair protein RAD23 - Oryza sativa (Rice)	UniRef90_Q40742	CHR5V7|COORD:15421950..15424730| DNA repair protein RAD23, putative	AT5G38470.1	CHR09V5|COORD:14361992..14365948|protein DNA repair protein RAD23, putative, expressed	LOC_Os09g24200.2	 no descriptionweakly similar to ( 189)AT5G38470| Symbols:  | DNA repair protein RAD23, putative | chr5:15421950-15424481 FORWARDmoderately similar to ( 224)RAD23_ORYSAnot assigned not assigned not assigned RAD23_N UBQ UBL ubiquitin Nedd8 Scythe_N Ubiquitin 	DNA.repair	28_2

CUST_33749_PI403524517	2	0.3962984	-1.062314	0.052549362	-0.052550316	0.25455475	-0.1641655	35_9726	Rep: Replication protein A1 - Oryza sativa (Rice)	UniRef90_O24183	CHR5V7|COORD:24566908..24569867| replication protein, putative	AT5G61000.1	CHR03V5|COORD:5958709..5962209|protein replication protein A 70 kDa DNA-binding subunit, putative, expressed	LOC_Os03g11540.1	 no descriptionmoderately similar to ( 282)AT5G61000| Symbols:  | replication protein, putative | chr5:24566908-24569867 REVERSEnot assigned not assigned not assigned not assigned Rep-A_N RPA1_DBD_A RPA1N 	DNA.synthesis/chromatin structure	28_1

CUST_92612_PI403524517	2	0.071024895	0.9037533	0.07731533	-0.2868309	-0.1790924	-0.071024895	35_26479	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_8659_PI404877155	2	0.19736004	0.31281948	-0.0604887	-0.089743614	-0.06885052	0.0604887	Contig25645_at	putative transcription repressor maize TRM protein [Zea mays]	AAD33066.1	zinc finger (C2H2 type) family protein	At4g06634.1	protein transcription repressor maize TRM protein, putative	Os02g34680	"zinc finger (C2H2 type) family protein, contains Pfam PF00096: Zinc finger, C2H2 type or  similar to zinc finger (C2H2 type) family protein / transcription factor jumonji (jmj) family protein [Arabidopsis thaliana] (TAIR:At5g04240.1); similar to unknown p"	RNA.regulation of transcription.C2H2 zinc finger family	27_3_11

CUST_101986_PI403524517	2	0.32670498	-0.0028538704	0.12078142	-0.15223694	0.0028543472	-0.28221226	35_29095	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ATP9	CHR4V7|COORD:17336365..17338309| transporter-related	AT4G36790.1	CHR07V5|COORD:5878384..5882658|protein carbohydrate transporter/ sugar porter/ transporter, putative, expressed	LOC_Os07g10820.1	no descriptionmoderately similar to ( 214)AT4G36790| Symbols:  | transporter-related | chr4:17336365-17338309 FORWARDnot assigned not assigned MFS_1	not assigned.no ontology	35_1

CUST_55245_PI403524517	2	-0.0549345	-0.0036802292	0.0936327	-0.03888893	0.0036802292	0.04261589	35_15725	Rep: Alpha-galactosidase - Hordeum vulgare (Barley)	UniRef90_O04944	"CHR5V7|COORD:2691117..2693442| ATAGAL2 (ARABIDOPSIS THALIANA ALPHA-GALACTOSIDASE 2); alpha-galactosidase"	AT5G08370.1	CHR10V5|COORD:18403684..18411717|protein alpha-galactosidase precursor, putative, expressed	LOC_Os10g35110.3	"no descriptionweakly similar to ( 199)AT5G08370| Symbols: ATAGAL2 | ATAGAL2 (ARABIDOPSIS THALIANA ALPHA-GALACTOSIDASE 2); alpha-galactosidase | chr5:2691117-2693442 REVERSEmoderately similar to ( 269)AGAL_ORYSAnot assigned"	minor CHO metabolism.galactose.alpha-galactosidases	3_8_2

CUST_22037_PI399408534	2	-0.08271217	1.0498772	0.02278614	-0.022785664	0.6951432	-0.24360514	35_8421	"Cluster: Putative CR4; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative CR4 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XIM8	CHR5V7|COORD:7301470..7303212| protein kinase family protein	AT5G22050.1	CHR07V5|COORD:3190620..3188410|protein receptor protein kinase CRINKLY4 precursor, putative, expressed	LOC_Os07g06570.1	no descriptionweakly similar to ( 160)AT5G22050| Symbols:  | protein kinase family protein | chr5:7301470-7303212 FORWARDweakly similar to ( 102)CRI4_MAIZEPutative receptor protein kinase CRINKLY4 precursor - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned TyrKc Pkinase_Tyr PTKc S_TKc Pkinase S_TKc PTKc_Ack_like PTKc_Trk PTKc_Csk_like PTKc_Srm_Brk	signalling.receptor kinases.wall associated kinase	30_2_25

CUST_7981_PI404877155	2	0.30096626	-0.058623314	-0.20500326	0.050669193	-0.050668716	0.10946798	Contig235_at	Glyceraldehyde 3-phosphate dehydrogenase, cytosolic pir||A24159 glyceraldehyde-3-phosphate dehydrogenase (phosphorylating)  (EC 1.2.1.12), c	P08477	glyceraldehyde-3-phosphate dehydrogenase, cytosolic (GAPC) / NAD-dependent glyceraldehyde-3-phosphate dehydrogen	At3g04120.1	protein glyceraldehyde-3-phosphate dehydrogenase, type I	Os04g40950	"GLYCERALDEHYDE-3-PHOSPHATE DEHYDROGENASE C SUBUNIT;glyceraldehyde-3-phosphate dehydrogenase, cytosolic (GAPC) / NAD-dependent glyceraldehyde-3-phosphate dehydrogenase, identical to SP:P25858 Glyceraldehyde 3-phosphate dehydrogenase, cytosolic (EC 1.2.1.12"	glycolysis.glyceraldehyde 3-phosphate dehydrogenase	4_09

CUST_115469_PI403524517	2	0.010251999	0.041632652	-0.08633518	0.044937134	-0.2522154	-0.010252953	35_32753	"Cluster: Red chlorophyll catabolite reductase; n=1; Hordeum vulgare|Rep: Red chlorophyll catabolite reductase - Hordeum vulgare (Barley)"	UniRef90_Q9MTQ6	CHR4V7|COORD:17442621..17443756| ACD2 (ACCELERATED CELL DEATH 2)	AT4G37000.1	CHR10V5|COORD:12556910..12554947|protein red chlorophyll catabolite reductase, putative, expressed	LOC_Os10g25030.1	 no descriptionvery weakly similar to (70.9)AT4G37000| Symbols: ATRCCR, ACD2 | ACD2 (ACCELERATED CELL DEATH 2) | chr4:17442621-17443756 FORWARDweakly similar to ( 160)RCCR_HORVURed chlorophyll catabolite reductase - Hordeum vulgare (Barley)RCC_reductase 	stress.biotic	20_1

CUST_25240_PI403524517	2	0.09554672	-0.061362267	-0.15084362	-0.044538498	0.04453945	0.08885002	35_7318	"Cluster: Hypothetical protein OJ2056_H01.23; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ2056_H01.23 - Oryza sativa (japonica cultiv"	UniRef90_Q6ZGV3	CHR5V7|COORD:4148219..4149065| MSF1-like family protein	AT5G13070.1	CHR02V5|COORD:29794710..29793596|protein px19-like protein, putative, expressed	LOC_Os02g48670.1	no descriptionweakly similar to ( 176)AT5G13070| Symbols:  | MSF1-like family protein | chr5:4148219-4149065 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRELI PRK07003 PRK12323 PRK07764 HPC2 Herpes_BLLF1 DUF566 APC_basic Atrophin-1 DUF1421 PRK12678 PRK05648 Tymo_45kd_70kd DUF1509 Coprinus_mating PRK08770 GRASP55_65	not assigned.no ontology	35_1

CUST_59542_PI403524517	2	-0.024666786	0.36359215	-0.02488327	-0.008916855	0.008916855	0.09797287	35_16977	Rep: H0624F09.6 protein - Oryza sativa (Rice)	UniRef90_Q258Z2	CHR1|COORD:4983555..4987345| UBX domain-containing protein, contains Pfam profiles PF00789: UBX domain, PF02809: Ubiquitin interaction motif	AT1G14570.1	CHR04V5|COORD:33996757..34003352|protein UBX domain-containing protein 7, putative, expressed	LOC_Os04g57520.1	no descriptionmoderately similar to ( 349)AT1G14570| Symbols:  | UBX domain-containing protein | chr1:4983765-4987187 FORWARDnot assigned not assigned UAS UAS UBX PRK12678	protein.degradation	29_5

CUST_109967_PI403524517	2	-0.0047655106	-0.347744	0.004764557	0.11588955	0.1131258	-0.013958931	35_31247	Rep: Protein At1g59830 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q3ECM1	"CHR1V7|COORD:22024594..22025958| PP2A-1 (protein phosphatase 2A-2); protein serine/threonine phosphatase"	AT1G59830.2	CHR06V5|COORD:22306125..22312394|protein OsPP2Ac-1 - Phosphatase 2A isoform 1 belonging to family 1, expressed	LOC_Os06g37660.1	"no descriptionmoderately similar to ( 304)AT1G59830| Symbols: PP2A-1 | PP2A-1 (protein phosphatase 2A-2); protein serine/threonine phosphatase | chr1:22024373-22025958 REVERSEmoderately similar to ( 319)PP2A1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned PP2Ac PP2Ac Metallophos"	protein.postranslational modification	29_4

CUST_89162_PI403524517	2	0.13302708	-0.15629101	-0.053115845	-0.0069942474	0.10175896	0.006995201	35_25506	"Cluster: Os05g0534000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0534000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DGG3	"CHR3V7|COORD:18267071..18268960| EMB1796 (EMBRYO DEFECTIVE 1796); binding"	AT3G49240.1	CHR05V5|COORD:26423364..26421156|protein EMB1796, putative, expressed	LOC_Os05g45760.1	"no descriptionvery weakly similar to (69.3)AT3G49240| Symbols: EMB1796 | EMB1796 (EMBRYO DEFECTIVE 1796); binding | chr3:18267071-18268960 FORWARD"	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_138792_PI403524517	2	-9.970665E-4	0.42791653	9.965897E-4	-0.20667171	-0.13609028	1.3486929	35_38931	"Cluster: N-acetylglucosaminyltransferase-like protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: N-acetylglucosaminyltransferase-like protein - Oryza"	UniRef90_Q6YYY9	CHR1V7|COORD:877949..879554| glycosyltransferase family 14 protein / core-2/I-branching enzyme family protein	AT1G03520.1	CHR08V5|COORD:2383385..2386698|protein xylosyltransferase 2, putative, expressed	LOC_Os08g04790.1	no descriptionvery weakly similar to (60.1)AT1G03520| Symbols:  | glycosyltransferase family 14 protein / core-2/I-branching enzyme family protein | chr1:877949-879287 REVERSE	misc.UDP glucosyl and glucoronyl transferases	26_2

CUST_140884_PI403524517	2	0.2623825	0.3480549	-0.012287617	-0.07071018	0.012288094	-0.020315647	35_39497	"Cluster: Putative calmodulin-binding protein phosphatase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative calmodulin-binding protein phosphatase - Ory"	UniRef90_Q67J17	CHR1V7|COORD:17375444..17377745| protein phosphatase 2C-related / PP2C-related	AT1G47380.1	CHR09V5|COORD:17370402..17365406|protein protein phosphatase 2C ABI1, putative, expressed	LOC_Os09g28560.1	no descriptionmoderately similar to ( 291)AT1G47380| Symbols:  | protein phosphatase 2C-related / PP2C-related | chr1:17375444-17377745 REVERSEnot assigned not assigned not assigned PP2Cc PP2Cc PP2C PTC1	protein.postranslational modification	29_4

CUST_39235_PI403524517	2	0.226192	-0.13811731	0.039926052	0.10531235	-0.040128708	-0.039926052	35_11284	"Cluster: Putative arm repeat-containing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative arm repeat-containing protein - Oryza sativa (japonic"	UniRef90_Q6ZC56	CHR3V7|COORD:20292808..20295341| armadillo/beta-catenin repeat family protein / U-box domain-containing protein	AT3G54790.1	CHR08V5|COORD:545227..550574|protein ubiquitin-protein ligase, putative, expressed	LOC_Os08g01900.1	no descriptionvery weakly similar to (54.7)AT3G54790| Symbols:  | binding / ubiquitin-protein ligase | chr3:20292808-20295233 REVERSE	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_130512_PI403524517	2	0.42088795	-3.671646E-4	3.681183E-4	0.073373795	-0.16561127	-0.13263893	35_36650	"Cluster: Precursor of CP29, core chlorophyll a/b binding (CAB) protein of photosystem II; n=1; Hordeum vulgare|Rep: Precursor of CP29, core chlorophyll a/b bind"	UniRef90_Q40039	"CHR4V7|COORD:6408196..6409492| LHCB5 (LIGHT HARVESTING COMPLEX OF PHOTOSYSTEM II 5); chlorophyll binding"	AT4G10340.1	CHR11V5|COORD:7655143..7657742|protein chlorophyll a-b binding protein M9, chloroplast precursor, putative, expressed	LOC_Os11g13890.6	" no descriptionweakly similar to ( 154)AT4G10340| Symbols: LHCB5 | LHCB5 (LIGHT HARVESTING COMPLEX OF PHOTOSYSTEM II 5); chlorophyll binding | chr4:6408196-6409492 FORWARDweakly similar to ( 109)CB21_SINALChlorophyll a-b binding protein 1, chloroplast precursor - Sinapis alba (White mustard) (Brassica hirta)Chloroa_b-bind "	PS.lightreaction.photosystem II.LHC-II	1_1_1_1

CUST_173458_PI403524517	2	-0.38504505	0.05997181	-0.05997181	0.24480772	-0.5572343	2.3123922	35_48298	"Cluster: Hypothetical protein P0514H03.13; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0514H03.13 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5ZBW3	"CHR1V7|COORD:655749..658125| LPA1 (LOW PSII ACCUMULATION1); binding"	AT1G02910.1	CHR01V5|COORD:14495645..14489154|protein TPR Domain containing protein, expressed	LOC_Os01g25600.1	"no descriptionweakly similar to ( 187)AT1G02910| Symbols: LPA1 | LPA1 (LOW PSII ACCUMULATION1); binding | chr1:655749-658125 REVERSE"	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_125301_PI403524517	2	0.27505064	0.6198559	0.016746044	-0.016745567	-0.10303068	-0.07141113	35_35295	"Cluster: Putative leukotriene A-4 hydrolase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative leukotriene A-4 hydrolase - Oryza sativa (japonica cultiv"	UniRef90_Q84TA3	CHR5V7|COORD:4342120..4344574| peptidase M1 family protein	AT5G13520.1	CHR03V5|COORD:34317091..34321295|protein leukotriene A-4 hydrolase, putative, expressed	LOC_Os03g60460.1	no descriptionvery weakly similar to (89.0)AT5G13520| Symbols:  | peptidase M1 family protein | chr5:4342120-4344574 REVERSEnot assigned Leuk-A4-hydro_C	protein.degradation	29_5

CUST_87754_PI403524517	2	0.031006813	0.3733549	-0.031006813	-0.061491966	-0.06957817	0.086961746	35_25120	"Cluster: Os01g0806000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0806000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JIE8	CHR3V7|COORD:21026610..21028862| ubiquitin-associated (UBA)/TS-N domain-containing protein	AT3G56740.1	CHR01V5|COORD:34506646..34502774|protein UBA/TS-N domain, putative, expressed	LOC_Os01g59160.1	no descriptionweakly similar to ( 160)AT3G56740| Symbols:  | ubiquitin-associated (UBA)/TS-N domain-containing protein | chr3:21026610-21028862 FORWARDnot assigned UBA	protein.degradation.ubiquitin	29_5_11

CUST_20270_PI403524517	2	-0.15827751	0.029865265	0.027011871	-0.027010918	-0.030870438	0.07565498	35_5875	"CAB39630.1; n=2; Arabidopsis thaliana|Rep: Emb|CAB39630.1 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9LRN1	"CHR3|COORD:8734641..8741732| similar to expressed protein [Arabidopsis thaliana] (TAIR:At5g49900.1); similar to expressed protein [Arabidopsis thaliana]"	AT3G24180.2	CHR10V5|COORD:17263427..17255156|protein expressed protein	LOC_Os10g33420.1	"no descriptionhighly similar to ( 663)AT3G24180| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G49900.1); similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G33700.2); similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G10060.1); similar to unknown protein [Oryza sativa] (GB:AAL31035.1); similar to unknown protein [Oryza sativa] (GB:AAG16864.1); similar to At5g49900 [Oryza sativa (japonica cultivar-group)] (GB:AAX95400.1); contains InterPro domain Protein of unknown function DUF608; (InterPro:IPR006775) | chr3:8735018-8741154 REVERSEnot assigned DUF608 COG4354 GDB1 GDE_C"	not assigned.unknown	35_2

CUST_64312_PI403524517	2	-0.009346962	0.31593513	0.009346485	-0.0812459	0.112900734	-0.43362474	35_18359	Rep: H0818H01.1 protein - Oryza sativa (Rice)	UniRef90_Q259Q0	"CHR5V7|COORD:20389142..20390398| similar to PBng143 [Vigna radiata] (GB:BAB82450.1); contains InterPro domain Thioredoxin-like fold; (InterPro:IPR012336);"	AT5G50100.1	CHR04V5|COORD:33900474..33904540|protein PBng143, putative, expressed	LOC_Os04g57310.1	"no descriptionmoderately similar to ( 208)AT5G50100| Symbols:  | similar to PBng143 [Vigna radiata] (GB:BAB82450.1); contains InterPro domain Thioredoxin-like fold; (InterPro:IPR012336); contains InterPro domain Putative thiol-disulphide oxidoreductase DCC; (InterPro:IPR007263) | chr5:20389142-20390398 FORWARDDUF393 COG3011"	not assigned.unknown	35_2

CUST_552_PI404877155	2	0.08209801	-0.05466366	-0.13282108	-0.015830994	0.16629314	0.015831947	Contig10471_at	P0703B11.5 [Oryza sativa (japonica cultivar-group)] dbj|BAB85286.1| P0703B11.5 [Oryza sativa (japonica cultivar-group)]	NP_915232.1	WRKY family transcription factor	At2g40740.1	protein Similar to DNA-binding protein 4 [imported] - common tobacco (fragment)	Os12g02420	NONE	RNA.regulation of transcription.WRKY domain transcription factor family	27_3_32

CUST_11213_PI403524517	2	0.038711548	-0.5659008	-0.2160883	0.015340805	-0.008360863	0.008359909	35_3179	"Cluster: Chloroplast inner envelope protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Chloroplast inner envelope protein, putative,"	UniRef90_Q7XD45	CHR1V7|COORD:2130302..2135562| ATTIC110/TIC110 (TRANSLOCON AT THE INNER ENVELOPE MEMBRANE OF CHLOROPLASTS 110)	AT1G06950.1	CHR10V5|COORD:18349394..18340372|protein ATTIC110/TIC110, putative, expressed	LOC_Os10g35010.1	 no descriptionmoderately similar to ( 378)AT1G06950| Symbols: ATTIC110, TIC110 | ATTIC110/TIC110 (TRANSLOCON AT THE INNER ENVELOPE MEMBRANE OF CHLOROPLASTS 110) | chr1:2130302-2135562 REVERSE	protein.targeting.chloroplast	29_3_3

CUST_138350_PI403524517	2	-0.045333862	0.13010502	-0.042119026	0.042118073	0.26328182	-0.21465349	35_38806	"Cluster: Os05g0212200 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0212200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DJZ0	CHR4V7|COORD:12400389..12403200| leucine-rich repeat family protein	AT4G23840.1	CHR05V5|COORD:6919086..6916174|protein Leucine Rich Repeat family protein, expressed	LOC_Os05g12140.2	no descriptionweakly similar to ( 128)AT4G23840| Symbols:  | leucine-rich repeat family protein | chr4:12400389-12403200 FORWARD	not assigned.no ontology	35_1

CUST_81173_PI403524517	2	0.09454727	0.3108139	-0.055109978	0.015060425	-0.015060425	-0.027007103	35_23285	"Cluster: Putative heat shock protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Putative heat shock protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7Y151	CHR5V7|COORD:20141049..20144039| DNAJ heat shock N-terminal domain-containing protein	AT5G49580.1	CHR03V5|COORD:34936664..34930793|protein heat shock protein binding protein, putative, expressed	LOC_Os03g61730.1	no descriptionmoderately similar to ( 277)AT5G49580| Symbols:  | DNAJ heat shock N-terminal domain-containing protein | chr5:20141049-20144039 REVERSEnot assigned	stress.abiotic.heat	20_2_1

CUST_121257_PI403524517	2	-0.06477356	0.58217716	0.26379442	0.0339365	-0.15327454	-0.033936977	35_34252	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_74059_PI403524517	2	0.09654331	0.19194031	-0.0135650635	-0.063601494	-0.08532143	0.01356411	35_21239	Rep: H0402C08.6 protein - Oryza sativa (Rice)	UniRef90_Q259J2	"CHR5V7|COORD:25013659..25019356| ERL1 (ERECTA-LIKE 1); kinase"	AT5G62230.1	CHR04V5|COORD:34376411..34378413|protein polygalacturonase inhibitor 3 precursor, putative, expressed	LOC_Os04g58080.1	no description	not assigned.unknown	35_2

CUST_137465_PI403524517	2	0.40167427	-0.5397444	-0.15410328	0.15410233	-0.260993	0.2573204	35_38552	Rep: Hypothetical protein orf171 - Nicotiana tabacum (Common tobacco)	UniRef90_Q5M9Z7	CHRMV7|COORD:161693..169674| NADH dehydrogenase subunit 4	ATMG00580.1	0	0	no descriptionweakly similar to ( 183)ATMG00580| Symbols: NAD4 | NADH dehydrogenase subunit 4 | chrM:161693-169674 FORWARDweakly similar to ( 194)NU4M_WHEATNADH-ubiquinone oxidoreductase chain 4 - Triticum aestivum (Wheat)not assigned PRK05846 NuoM PRK06473 Oxidored_q1 ndhD PRK12561 PRK02546 PRK07363 HyfB PRK12667 PRK06521 PRK06458 PRK08375 PRK08676 PRK08668 PRK08667 NuoL PRK05777 PRK07234 NuoN PRK07691 PRK12645 PRK12650 PRK08376 PRK12662 PRK12646 PRK12663 PRK12647 PRK12644 PRK08377 PRK06525 PRK12665 PRK06589 PRK12668 PRK12648 PRK07390	PS.lightreaction.NADH DH	1_1_6

CUST_133027_PI403524517	2	0.06039524	-0.036916733	0.014523506	-0.070614815	0.12020588	-0.014523506	35_37353	"Cluster: Transcription factor-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Transcription factor-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69T55	CHR4V7|COORD:5286348..5292069| KOW domain-containing transcription factor family protein	AT4G08350.1	CHR06V5|COORD:5527577..5522782|protein transcription elongation factor SPT5 homolog 1, putative, expressed	LOC_Os06g10620.1	no descriptionweakly similar to ( 158)AT4G08350| Symbols:  | KOW domain-containing transcription factor family protein | chr4:5286348-5292069 FORWARDweakly similar to ( 171)EF1A_WHEATElongation factor 1-alpha - Triticum aestivum (Wheat)not assigned not assigned not assigned EF1_alpha_III PRK12317 TEF1 GTP_EFTU_D3 Translation_factor_III eRF3c_III HBS1_C	protein.synthesis.elongation	29_2_4

CUST_7123_PI403524517	2	-0.00895977	-0.8257799	-0.3403721	0.141428	0.09785938	0.00895977	35_1977	"Cluster: Putative pectinesterase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative pectinesterase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q655P5	CHR3V7|COORD:4772221..4775102| ATPME3 (Arabidopsis thaliana pectin methylesterase 3)	AT3G14310.1	CHR01V5|COORD:11723858..11733185|protein pectinesterase-2 precursor, putative, expressed	LOC_Os01g21034.1	no descriptionmoderately similar to ( 391)AT3G14310| Symbols: ATPME3 | ATPME3 (Arabidopsis thaliana pectin methylesterase 3) | chr3:4772221-4775102 REVERSEmoderately similar to ( 409)PME2_CITSIPectinesterase-2 precursor - Citrus sinensis (Sweet orange)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pectinesterase PemB PRK07003 Herpes_BLLF1 PRK10531 Atrophin-1 Pneumo_att_G PRK12323 HPC2 DUF566 Tymo_45kd_70kd PRK07764 Herpes_UL32 Herpes_TAF50	cell wall.pectin*esterases.PME	10_8_1

CUST_70214_PI403524517	2	-0.13169003	-0.1483841	0.11028671	0.14855957	-0.013372421	0.013373375	35_20102	"Cluster: Putative Potential phospholipid-transporting ATPase 8; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative Potential phospholipid-transporting AT"	UniRef90_Q67VX1	CHR3V7|COORD:9310179..9314590| haloacid dehalogenase-like hydrolase family protein	AT3G25610.1	CHR06V5|COORD:16798778..16792636|protein phospholipid-transporting ATPase 12, putative, expressed	LOC_Os06g29380.1	no descriptionmoderately similar to ( 358)AT3G25610| Symbols:  | haloacid dehalogenase-like hydrolase family protein | chr3:9310179-9314590 REVERSEnot assigned not assigned MgtA	not assigned.no ontology	35_1

CUST_2885_PI399408534	2	-0.0020303726	0.27054882	0.0020303726	-0.014521599	0.025818825	-0.07109547	35_365	"Cluster: Helix-loop-helix DNA-binding domain containing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Helix-loop-helix DNA-binding domain containing"	UniRef90_Q10Q90	CHR5V7|COORD:17351489..17352462| basic helix-loop-helix (bHLH) family protein	AT5G43175.1	CHR03V5|COORD:5476333..5474966|protein DNA binding protein, putative	LOC_Os03g10770.1	no descriptionvery weakly similar to (98.6)AT5G43175| Symbols:  | basic helix-loop-helix (bHLH) family protein | chr5:17351489-17352462 FORWARDvery weakly similar to (61.2)LAX_ORYSAnot assigned Rab5ip HLH HLH	RNA.regulation of transcription.bHLH,Basic Helix-Loop-Helix family	27_3_6

CUST_12917_PI399408534	2	-0.05298519	0.5695057	0.05298519	-0.19722271	-0.17159557	0.4961815	35_21098	"Cluster: Protein kinase family protein, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Protein kinase family protein, putative, expressed"	UniRef90_Q2QYV0	CHR2V7|COORD:16829214..16831405| protein kinase family protein	AT2G40270.1	CHR12V5|COORD:309246..305276|protein ATP binding protein, putative, expressed	LOC_Os12g01510.3	"no descriptionvery weakly similar to (83.6)AT4G18640| Symbols: MRH1 | MRH1 (morphogenesis of root hair 1); ATP binding / protein serine/threonine kinase | chr4:10260492-10263588 FORWARD"	protein.postranslational modification.kinase.receptor like cytoplasmatic kinase I	29_4_1_51

CUST_178480_PI403524517	2	-0.0881896	0.4129181	-0.061099052	0.061099052	-0.18841219	0.19373846	35_49639	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_105350_PI403524517	2	-0.526701	0.11063862	0.053930283	-0.053930283	0.21126938	-0.42887783	35_30006	Rep: H0313F03.20 protein - Oryza sativa (Rice)	UniRef90_Q25AR6	CHR1V7|COORD:28009726..28011081| kelch repeat-containing F-box family protein	AT1G74510.2	CHR04V5|COORD:31239893..31243021|protein kelch motif family protein, expressed	LOC_Os04g52830.1	no descriptionmoderately similar to ( 201)AT1G74510| Symbols:  | kelch repeat-containing F-box family protein | chr1:28009726-28011081 FORWARDnot assigned	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_5671_PI404877155	2	-0.05467415	-0.124435425	-0.13100147	0.2562561	0.054673195	0.14855766	Contig17609_at	putative dioxygenase [Oryza sativa (japonica cultivar-group)] gb|AAL34117.1| putative hydroxylase subunit [Oryza sativa (japonica cultivar-g	AAK63935.1	oxidoreductase, 2OG-Fe(II) oxygenase family protein	At4g33910.1	protein putative hydroxylase subunit	Os03g55380	oxidoreductase, 2OG-Fe(II) oxygenase family	amino acid metabolism.degradation.glutamate family.proline	13_2_2_2

CUST_64969_PI403524517	2	-0.013011932	0.21579647	0.013011932	0.09510803	-0.09700012	-0.026898384	35_18550	"Cluster: Hypothetical protein OJ1567_G09.117; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1567_G09.117 - Oryza sativa (japonica cult"	UniRef90_Q7XIU5	"CHR1V7|COORD:27890825..27894812| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G18620.1); similar to expressed protein [Oryza sativa (japonica"	AT1G74160.1	CHR07V5|COORD:514124..520251|protein expressed protein	LOC_Os07g01860.1	"no descriptionweakly similar to ( 181)AT1G74160| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G18620.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABF96645.1); similar to Os07g0109400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001058723.1); similar to Os07g0603300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001060212.1) | chr1:27890825-27894812 FORWARD"	not assigned.unknown	35_2

CUST_22097_PI403524517	2	0.23629856	0.046652794	0.17298746	-0.046652794	-0.27998304	-0.29259157	35_6421	"Cluster: Putative ubiquitin C-terminal hydrolase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ubiquitin C-terminal hydrolase - Oryza sativa (japon"	UniRef90_Q8H557	CHR5|COORD:7289706..7293597| ubiquitin-specific protease 8, putative (UBP8), similar to ubiquitin-specific protease 8 partial sequence GI:11993469 (Arabidopsis	AT5G22030.2	CHR07V5|COORD:3205422..3212359|protein ubiquitin-specific protease-like protein, putative, expressed	LOC_Os07g06610.1	 no descriptionmoderately similar to ( 432)AT5G22030| Symbols:  | ubiquitin-specific protease 8, putative (UBP8) | chr5:7290158-7293597 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned UBP12 UCH UBP5 Peptidase_C19D Peptidase_C19E Peptidase_C19R Peptidase_C19K Peptidase_C19M Peptidase_C19H Peptidase_C19 Peptidase_C19A Peptidase_C19G Peptidase_C19B Peptidase_C19O peptidase_C19C Peptidase_C19L 	protein.degradation.ubiquitin.ubiquitin protease	29_5_11_5

CUST_28035_PI403524517	2	-0.009623051	-0.05176878	-0.029626846	0.15230227	0.0096235275	0.019214153	35_8104	Rep: H0510A06.12 protein - Oryza sativa (Rice)	UniRef90_Q25AJ3	CHR3V7|COORD:19295398..19296435| long-chain-alcohol O-fatty-acyltransferase family protein / wax synthase family protein	AT3G51970.1	CHR04V5|COORD:23883374..23882048|protein wax synthase isoform 1, putative, expressed	LOC_Os04g40590.1	no descriptionvery weakly similar to (79.0)AT3G51970| Symbols:  | long-chain-alcohol O-fatty-acyltransferase family protein / wax synthase family protein | chr3:19295398-19296435 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07003 PRK07764 PRK12678 TT_ORF1 Drf_FH1	secondary metabolism.wax	16_7

CUST_3727_PI399408534	2	0.057743073	-0.1765337	0.06821728	-0.14705849	0.086027145	-0.05774212	35_28406	"Cluster: Homeobox transcription factor Hox7-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Homeobox transcription factor Hox7-like protein - Ory"	UniRef90_Q7X5W7	CHR4V7|COORD:7498006..7503640| DNA binding / sequence-specific DNA binding / transcription factor	AT4G12750.1	CHR05V5|COORD:27903100..27892393|protein DDT domain containing protein, expressed	LOC_Os05g48820.1	no descriptionmoderately similar to ( 201)AT4G12750| Symbols:  | DNA binding / sequence-specific DNA binding / transcription factor | chr4:7498006-7503640 REVERSE	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_39389_PI403524517	2	0.18732929	-0.29160976	0.0392375	0.13188553	-0.16231203	-0.0392375	35_11330	"Cluster: Hypothetical protein OSJNBa0009L15.3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0009L15.3 - Oryza sativa (japonica cu"	UniRef90_Q6L482	CHR5|COORD:9958102..9961170| protein phosphatase 2C, putative / PP2C, putative, protein phosphatase-2C, Mesembryanthemum crystallinum, EMBL:AF075581	AT5G27930.2	CHR05V5|COORD:16940950..16936183|protein catalytic/ protein phosphatase type 2C, putative, expressed	LOC_Os05g29030.2	 no descriptionvery weakly similar to (64.7)AT5G27930| Symbols:  | protein phosphatase 2C, putative / PP2C, putative | chr5:9958203-9960223 REVERSE	protein.postranslational modification	29_4

CUST_109845_PI403524517	2	0.15849018	0.31527805	-0.15848923	-0.20355892	-0.25901222	0.24834251	35_31214	"Cluster: Armadillo/beta-catenin-like repeat family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Armadillo/beta-catenin-like repeat"	UniRef90_Q2R3K8	CHR5V7|COORD:20722277..20723944| armadillo/beta-catenin repeat family protein	AT5G50900.1	CHR11V5|COORD:17962926..17961499|protein armadillo/beta-catenin-like repeat family protein, expressed	LOC_Os11g31590.1	no descriptionvery weakly similar to (95.1)AT5G50900| Symbols:  | armadillo/beta-catenin repeat family protein | chr5:20722277-20723944 REVERSE	not assigned.no ontology.armadillo/beta-catenin repeat family protein	35_1_3

CUST_13652_PI404877155	2	-0.025800705	-0.707407	0.025800705	0.33421707	0.38742256	-0.0479784	Contig7384_at	zinc finger transcription factor ZFP30 [Oryza sativa (japonica cultivar-group)]	AAO46040.1	zinc finger (Ran-binding) family protein	At3g15680.1	protein Zn-finger in Ran binding protein and others, putative	Os02g10920	NONE	RNA.RNA binding	27_4

CUST_5134_PI399408534	2	0.064593315	-0.5141001	-0.19559956	0.025102615	0.0035381317	-0.0035390854	35_21336	"Cluster: Hypothetical protein OJ1300_E01.8-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1300_E01.8-1 - Oryza sativa (japonica cult"	UniRef90_Q6ZJM9	CHR1V7|COORD:29025338..29027832| PHD finger family protein	AT1G77250.1	CHR08V5|COORD:270631..266507|protein PHD-finger family protein, expressed	LOC_Os08g01420.1	no descriptionweakly similar to ( 142)AT1G77250| Symbols:  | PHD finger family protein | chr1:29025338-29027832 REVERSEnot assigned not assigned not assigned PHD PHD	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_180146_PI403524517	2	0.20101023	-0.24049616	0.19844007	-0.06438732	0.0643878	-0.4531474	35_50100	"Cluster: Os06g0224900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0224900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DDG7	CHR1V7|COORD:16816094..16817173| DNA binding / ligand-dependent nuclear receptor	AT1G44191.1	CHR06V5|COORD:6472691..6471167|protein mTERF family protein, expressed	LOC_Os06g12080.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07003 DUF1421 PRK12323 Atrophin-1 HPC2 Extensin_2 DUF566 Tymo_45kd_70kd Herpes_BLLF1 PRK07764 GRASP55_65 APC_basic PRK05648 DUF1509 Herpes_UL56 Herpes_UL32 FAP KAR9 DUF605 Pneumo_att_G	not assigned.unknown	35_2

CUST_136467_PI403524517	2	0.16516304	0.18851233	-0.07524204	-0.01197958	-0.23677921	0.011979103	35_38267	"Cluster: Hypothetical protein P0435H01.17; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0435H01.17 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5JNF5	"CHR3V7|COORD:4983393..4985673| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G53450.2); similar to unknown protein [Oryza sativa (japonica"	AT3G14830.1	CHR01V5|COORD:30753777..30758934|protein expressed protein	LOC_Os01g52920.1	"no descriptionweakly similar to ( 200)AT3G14830| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G53450.2); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAS72350.1); similar to Os01g0729900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001044138.1) | chr3:4983393-4985673 FORWARD"	not assigned.unknown	35_2

CUST_132528_PI403524517	2	0.0792017	0.041492462	-0.041493416	-0.12580872	0.41046906	-0.06923294	35_37219	"Cluster: ABC1 family protein kinase-like protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: ABC1 family protein kinase-like protein - Oryza sativa (japon"	UniRef90_Q8H2L4	CHR5V7|COORD:1544207..1547083| ABC1 family protein	AT5G05200.1	CHR07V5|COORD:7156322..7151118|protein ubiquinone biosynthesis protein ubiB, putative, expressed	LOC_Os07g12530.1	no descriptionweakly similar to ( 137)AT5G05200| Symbols:  | ABC1 family protein | chr5:1544207-1547083 REVERSEnot assigned AarF ABC1 ubiB	not assigned.unknown	35_2

CUST_52081_PI403524517	2	-0.8363409	0.040356636	0.7646103	0.10267544	-0.040355682	-0.14049149	35_14844	"Cluster: Abscisic acid-and stress-inducible protein; n=2; Oryza sativa|Rep: Abscisic acid-and stress-inducible protein - Oryza sativa (Rice)"	UniRef90_O49149	0	0	CHR11V5|COORD:3275328..3274338|protein abscisic stress ripening protein 2, putative, expressed	LOC_Os11g06720.1	no descriptionnot assigned ABA_WDS	not assigned.unknown	35_2

CUST_170600_PI403524517	2	0.06837177	-0.549036	0.0069522858	-0.0069527626	0.16237736	-0.14735317	35_47519	"Cluster: Pentatricopeptide (PPR) repeat-containing protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Pentatricopeptide (PPR) repeat-containing prot"	UniRef90_Q6EPN7	CHR3V7|COORD:21266708..21269380| pentatricopeptide (PPR) repeat-containing protein	AT3G57430.1	CHR03V5|COORD:1997434..1994759|protein vegetative storage protein, putative, expressed	LOC_Os03g04390.1	no descriptionvery weakly similar to (66.2)AT3G57430| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr3:21266708-21269380 REVERSE	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_13243_PI403524517	2	-0.040991783	0.6038399	0.15974522	-0.022016525	0.0077724457	-0.0077733994	35_3789	"Cluster: Os01g0753200 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0753200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JJ92	CHR3V7|COORD:2839086..2840300| DNA binding / nuclease	AT3G09250.1	CHR01V5|COORD:31936559..31934925|protein metal-dependent hydrolase, putative, expressed	LOC_Os01g54960.1	no descriptionmoderately similar to ( 212)AT3G09250| Symbols:  | DNA binding / nuclease | chr3:2839086-2840300 FORWARDCOG4319	not assigned.unknown	35_2

CUST_124847_PI403524517	2	0.054193497	-0.24447346	-0.021339417	-0.0084962845	0.060240746	0.0084962845	35_35180	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_1786_PI403524517	2	0.002506256	-0.038908005	0.026573181	0.09587097	-0.021165848	-0.002506256	35_473	"Cluster: Heat shock cognate 70 kDa protein 2; n=34; Magnoliophyta|Rep: Heat shock cognate 70 kDa protein 2 - Solanum lycopersicum (Tomato) (Lycopersicon esculen"	UniRef90_P27322	"CHR5V7|COORD:554053..556332| HSC70-1 (heat shock cognate 70 kDa protein 1); ATP binding"	AT5G02500.1	CHR11V5|COORD:28246245..28250547|protein heat shock cognate 70 kDa protein 2, putative, expressed	LOC_Os11g47760.1	" no descriptionnearly identical (1123)AT5G02500| Symbols: HSP70-1, AT-HSC70-1, HSC70, HSC70-1 | HSC70-1 (heat shock cognate 70 kDa protein 1); ATP binding | chr5:554053-556332 REVERSEnearly identical (1107)HSP7C_PETHYHeat shock cognate 70 kDa protein - Petunia hybrida (Petunia)not assigned not assigned not assigned not assigned not assigned not assigned HSP70 dnaK DnaK dnaK hscA hscA PRK11678 MreB_Mbl "	stress.abiotic.heat	20_2_1

CUST_14611_PI399408534	2	0.03963566	0.014917374	-0.10256386	-0.008187294	0.008188248	-0.031931877	35_18242	"Cluster: ADP-ribosylation factor-like protein; n=4; Magnoliophyta|Rep: ADP-ribosylation factor-like protein - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q8W4C8	"CHR5V7|COORD:14987027..14988328| ATARLA1A (ADP-ribosylation factor-like A1A); GTP binding"	AT5G37680.1	CHR02V5|COORD:30530507..30527553|protein ADP-ribosylation factor-like protein 8A, putative, expressed	LOC_Os02g49980.1	"no descriptionmoderately similar to ( 344)AT5G37680| Symbols: ATARLA1A | ATARLA1A (ADP-ribosylation factor-like A1A); GTP binding | chr5:14987027-14988328 REVERSEweakly similar to ( 112)ARF1_DAUCAADP-ribosylation factor 1 - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Arl10_like Arf_Arl Arf Arl1 Sar1 Arl3 Arl2 Arl6 Arf6 ARF Arl5_Arl8 Arfrp1 Ras_like_GTPase Arf1_5_like Arl9_Arfrp2_like Arl2l1_Arl13_like ARLTS1 Arl4_Arl7 ARD1 Rab SAR COG1100 RAB Ras Rab18 Rab32_Rab38 Rab5_related Rab1_Ypt1 Rab8_Rab10_Rab13_like SR_beta Rab19 Rab21 Spg1 Rab6 Ras Ran Rab36_Rab34 Rab4 Rab3 Rab30 COG2229 Era_like Rab33B_Rab33A Rab35 Rab9 Rab23_lke Rho Rab28 Rab11_like RabA_like Rab7 Rab26 HflX MMR_HSR1 Rab39 Miro RabL2"	signalling.G-proteins	30_5

CUST_149840_PI403524517	2	0.14912271	-0.2355218	0.24526644	0.31248236	-0.14912319	-0.3174529	35_41919	0	0	CHR2V7|COORD:17833404..17834503| PDF1 (PROTODERMAL FACTOR 1)	AT2G42840.1	CHR11V5|COORD:25814722..25811841|protein extensin-like protein, putative	LOC_Os11g43640.1	no description	not assigned.unknown	35_2

CUST_8877_PI403524517	2	-0.08265495	0.10275364	0.065947056	-0.065947056	-0.36626863	0.21118069	35_2488	"Cluster: Hypothetical protein OJ1127_B08.4; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1127_B08.4 - Oryza sativa (japonica cultivar"	UniRef90_Q75L42	"CHR3V7|COORD:5989315..5992633| CIPK1 (CBL-INTERACTING PROTEIN KINASE 1); kinase"	AT3G17510.1	CHR05V5|COORD:2095321..2091611|protein CBL-interacting serine/threonine-protein kinase 1, putative, expressed	LOC_Os05g04550.1	" no descriptionvery weakly similar to (95.1)AT3G17510| Symbols: SnRK3.16, CIPK1 | CIPK1 (CBL-INTERACTING PROTEIN KINASE 1); kinase | chr3:5989315-5992633 REVERSEvery weakly similar to (62.0)CIPK1_ORYSA"	protein.postranslational modification	29_4

CUST_170808_PI403524517	2	0.41927338	-0.043035507	0.23157883	-0.21402264	-0.33009624	0.043035507	35_47580	"Cluster: Cell wall surface anchor family protein; n=2; Streptococcus pneumoniae|Rep: Cell wall surface anchor family protein - Streptococcus pneumoniae"	UniRef90_Q97P71	CHR2V7|COORD:18571231..18574707| structural constituent of nuclear pore	AT2G45000.1	CHR07V5|COORD:24471884..24470740|protein vegetative cell wall protein gp1 precursor, putative, expressed	LOC_Os07g40860.2	no descriptionnot assigned Tymo_45kd_70kd PRK10416	not assigned.unknown	35_2

CUST_93303_PI403524517	2	-0.05170536	0.05170536	0.17761564	-0.18033266	-0.13513994	1.1053205	35_26677	"Cluster: Hypothetical protein B1130G10.5; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1130G10.5 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q75IJ7	0	0	CHR05V5|COORD:25506325..25507085|protein hypothetical protein	LOC_Os05g43980.1	no description	not assigned.unknown	35_2

CUST_4370_PI403524517	2	-1.3280678	-0.05212879	0.052128315	0.5615845	0.21497774	-0.9937563	35_1207	Rep: 60 kDa jasmonate-induced protein - Hordeum vulgare (Barley)	UniRef90_Q00531	0	0	CHR11V5|COORD:3190193..3191111|protein jasmonate-induced protein, putative	LOC_Os11g06610.1	no descriptionhighly similar to ( 953)JI60_HORVU60 kDa jasmonate-induced protein - Hordeum vulgare (Barley)RIP	not assigned.unknown	35_2

CUST_9391_PI403524517	2	0.16373634	0.18971443	-8.325577E-4	-0.016253471	8.3351135E-4	-0.003487587	35_2639	"Cluster: Hypothetical protein P0644B06.25; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0644B06.25 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5VS72	CHR4V7|COORD:9336837..9340714| protein arginine N-methyltransferase-related	AT4G16570.1	CHR06V5|COORD:374706..381683|protein protein arginine N-methyltransferase 7, putative, expressed	LOC_Os06g01640.1	no descriptionmoderately similar to ( 309)AT4G16570| Symbols:  | protein arginine N-methyltransferase-related | chr4:9336837-9340714 FORWARDnot assigned not assigned FabZ fabZ	misc.O- methyl transferases	26_6

CUST_47085_PI403524517	2	-0.8714781	-0.25980043	-0.5218301	0.41286564	0.26588154	0.2598009	35_13483	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_66411_PI403524517	2	-0.14605331	-0.76057243	0.07699013	0.06228447	0.26591492	-0.062285423	35_18964	"Cluster: Protease inhibitor/seed storage/LTP family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Protease inhibitor/seed storage/LTP"	UniRef90_Q10R96	CHR2V7|COORD:18314544..18315362| lipid transfer protein-related	AT2G44300.1	CHR03V5|COORD:3605503..3607721|protein lipid transfer protein, putative, expressed	LOC_Os03g07100.1	no descriptionweakly similar to ( 140)AT2G44300| Symbols:  | lipid transfer protein-related | chr2:18314544-18315362 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned AAI_LTSS PRK12323 Tryp_alpha_amyl PRK07764 PRK07003 nsLTP1 AAI DUF1421	misc.protease inhibitor/seed storage/lipid transfer protein (LTP) family protein	26_21

CUST_5595_PI404877155	2	-0.17764568	-0.07122517	-0.01692009	0.067871094	0.016919136	0.0941143	Contig1748_s_at	aspartate aminotransferase [Oryza sativa (japonica cultivar-group)] sp|P37833|AATC_ORYSA Aspartate aminotransferase, cytoplasmic (Transamina	NP_916216.1	aspartate aminotransferase, chloroplast / transaminase A (ASP3) (YLS4)	At5g11520.1	protein aspartate aminotransferase, cytoplasmic (ec 2.6.1.1) (transaminase a). [rice	Os01g55540	Aspartate aminotransferase, cytoplasmic (Transaminase A) pir	amino acid metabolism.central amino acid metabolism.aspartate.synthesis	13_1_1_2

CUST_27321_PI403524517	2	-0.21405411	-0.3054371	0.12192726	0.0642395	0.117349625	-0.0642395	35_7911	"Cluster: Putative ornithine decarboxylase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ornithine decarboxylase - Oryza sativa (japonica cultivar-g"	UniRef90_Q7XJ04	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	CHR09V5|COORD:21410016..21408790|protein ornithine decarboxylase, putative, expressed	LOC_Os09g37120.1	no descriptionweakly similar to ( 136)DCOR_CAPANOrnithine decarboxylase - Capsicum annuum (Bell pepper)not assigned not assigned not assigned Orn_Arg_deC_N LysA PRK08961	not assigned.unknown	35_2

CUST_54593_PI403524517	2	-0.08347511	-1.1286602	-0.049962997	0.049962997	0.053445816	0.13132763	35_15538	Rep: T-complex protein 1 subunit epsilon - Avena sativa (Oat)	UniRef90_P40412	CHR1V7|COORD:8685492..8688089| T-complex protein 1 epsilon subunit, putative / TCP-1-epsilon, putative / chaperonin, putative	AT1G24510.1	CHR06V5|COORD:21601690..21597232|protein T-complex protein 1 subunit epsilon, putative, expressed	LOC_Os06g36700.1	 no descriptionhighly similar to ( 900)AT1G24510| Symbols:  | T-complex protein 1 epsilon subunit, putative / TCP-1-epsilon, putative / chaperonin, putative | chr1:8685492-8687648 REVERSEhighly similar to ( 998)TCPE2_AVESAT-complex protein 1 subunit epsilon - Avena sativa (Oat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TCP1_epsilon chaperonin_type_I_II cpn60 Cpn60_TCP1 GroL TCP1_delta TCP1_gamma TCP1_eta TCP1_beta TCP1_alpha TCP1_theta TCP1_zeta chaperonin_like GroEL groEL Fab1_TCP groEL groEL groEL groEL groEL 	protein.folding	29_6

CUST_55850_PI403524517	2	-0.00983429	0.13159752	0.00983429	-0.083397865	-0.098911285	0.10251427	35_15896	"Cluster: UV-damaged DNA binding protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: UV-damaged DNA binding protein - Oryza sativa (japonica cultivar-group"	UniRef90_Q9FS08	CHR4V7|COORD:11258927..11265320| DDB1B (DAMAGED DNA BINDING PROTEIN 1 B)	AT4G21100.1	CHR05V5|COORD:29428583..29436780|protein DNA damage binding protein 1a, putative, expressed	LOC_Os05g51480.2	no descriptionvery weakly similar to (64.7)AT4G21100| Symbols: DDB1B | DDB1B (DAMAGED DNA BINDING PROTEIN 1 B) | chr4:11258927-11265320 REVERSEnot assigned	stress.abiotic.light	20_2_5

CUST_62309_PI403524517	2	0.011367798	-0.37733936	0.016822815	0.0042009354	-0.0042009354	-0.04331684	35_17769	"Cluster: Os11g0143500 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os11g0143500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IUP6	CHR3V7|COORD:17695485..17698411| ATGLDH (L-GALACTONO-1,4-LACTONE DEHYDOROGENASE)	AT3G47930.1	CHR12V5|COORD:1925697..1921206|protein L-Galactono-1,4-lactone dehydrogenase, putative	LOC_Os12g04520.1	 no descriptionweakly similar to ( 128)AT3G47930| Symbols: ATGLDH | ATGLDH (L-GALACTONO-1,4-LACTONE DEHYDOROGENASE) | chr3:17695485-17698411 FORWARDnot assigned 	redox.ascorbate and glutathione.ascorbate.L-Galactono-1,4-lactone dehydrogenase	21_2_1_5

CUST_13537_PI403524517	2	0.04824543	-0.6164398	-0.13517761	0.10804844	-0.009381294	0.009381294	35_3882	"Cluster: Pentatricopeptide (PPR) repeat-containing protein-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Pentatricopeptide (PPR)"	UniRef90_Q7XAM2	CHR1V7|COORD:9151803..9154394| pentatricopeptide (PPR) repeat-containing protein	AT1G26460.1	CHR07V5|COORD:24449923..24453879|protein expressed protein	LOC_Os07g40800.1	no descriptionhighly similar to ( 616)AT1G26460| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr1:9151803-9154394 FORWARDvery weakly similar to (65.1)RF1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 Herpes_BLLF1 PRK07003 PRK07764 Atrophin-1 FAP TT_ORF1 Tymo_45kd_70kd PRK05648 DUF1421 Pneumo_att_G AF-4 PRK10819 HPC2 Protamine_P1 GRASP55_65 Extensin_2 APC_basic DUF566 Herpes_UL56 PRK11901 PRK09111 PRK12678 KAR9 tatB Drf_FH1	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_169608_PI403524517	2	-0.00212574	-0.32680988	-0.1309166	0.19159222	0.36282635	0.0021266937	35_47240	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_19867_PI399408534	2	0.1314497	-0.14971542	-0.09902573	-0.05975151	0.059750557	0.10088158	35_6304	"Cluster: Hypothetical protein OSJNBb0013C14.20; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0013C14.20 - Oryza sativa (japonica"	UniRef90_Q60DC9	CHR4V7|COORD:13125233..13127774| calmodulin-binding protein	AT4G25800.1	CHR03V5|COORD:18351938..18356498|protein calmodulin binding protein, putative, expressed	LOC_Os03g32160.1	no descriptionvery weakly similar to (92.4)AT4G25800| Symbols:  | calmodulin-binding protein | chr4:13125233-13127774 FORWARDCalmodulin_bind	signalling.calcium	30_3

CUST_48145_PI403524517	2	0.07210922	-0.048446655	0.0018081665	-0.031166077	0.10375595	-0.0018062592	35_13766	"Cluster: PREDICTED: similar to germinal histone H4 gene; n=2; Canis familiaris|Rep: PREDICTED: similar to germinal histone H4 gene - Canis familiaris"	UniRef90_UPI00005A5820	CHR5V7|COORD:24068875..24069186| histone H4	AT5G59690.1	CHR10V5|COORD:20690219..20689571|protein histone H4, putative, expressed	LOC_Os10g39410.1	no descriptionweakly similar to ( 149)AT5G59970| Symbols:  | histone H4 | chr5:24163578-24163889 REVERSEweakly similar to ( 149)H4_PEAHistone H4 - Pisum sativum (Garden pea)not assigned H4 H4 HHT1 Histone	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_3128_PI399408534	2	-0.18293953	-0.12621975	-0.17773533	0.14426899	0.15208626	0.12621975	35_346	Rep: Transcription factor RAU1 - Oryza sativa (Rice)	UniRef90_Q8S490	CHR2V7|COORD:17618506..17620241| basic helix-loop-helix (bHLH) family protein	AT2G42280.1	CHR08V5|COORD:24956680..24959677|protein DNA binding protein, putative, expressed	LOC_Os08g39630.1	no descriptionweakly similar to ( 150)AT2G42280| Symbols:  | basic helix-loop-helix (bHLH) family protein | chr2:17618969-17620241 REVERSEnot assigned HLH HLH HLH	RNA.regulation of transcription.bHLH,Basic Helix-Loop-Helix family	27_3_6

CUST_14908_PI404877155	2	0.053326607	-0.47708893	-0.15926075	0.07683849	0.10398388	-0.053326607	Contig8737_at	Ubiquinol-cytochrome C reductase complex 7.8 kDa protein (Mitochondrial hinge protein) (CR7) pir||S48690 ubiquinol-cytochrome-c reductase (E	P48504	ubiquinol-cytochrome C reductase complex 7.8 kDa protein, putative / mitochondrial hinge protein, putative	At1g15120.1	protein ubiquinol-cytochrome-c reductase (EC 1.10.2.2) 11K protein - potato	Os02g33730	Ubiquinol-cytochrome C reductase complex 7.8 kDa protein (Mitochondrial hinge protein) (CR7) pir	mitochondrial electron transport / ATP synthesis.cytochrome c reductase	9_5

CUST_5192_PI403524517	2	0.074453354	-0.04832554	0.11421299	-0.027438164	0.0035734177	-0.0035743713	35_1428	"Cluster: ATP-citrate synthase, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: ATP-citrate synthase, putative, expressed - Oryza sativa (j"	UniRef90_Q2QNG7	CHR1V7|COORD:3042137..3044980| ACLA-3 (ATP-citrate lyase A-3)	AT1G09430.1	CHR12V5|COORD:23241555..23245604|protein ATP-citrate synthase, putative, expressed	LOC_Os12g37870.1	no descriptionhighly similar to ( 754)AT1G09430| Symbols: ACLA-3 | ACLA-3 (ATP-citrate lyase A-3) | chr1:3042137-3044980 FORWARDnot assigned not assigned SucC sucC ATP-grasp_2	TCA / org. transformation.other organic acid transformaitons.atp-citrate lyase	8_2_11

CUST_9833_PI404877155	2	-0.15080452	0.3069725	0.2831602	-0.05552864	-0.0012702942	0.0012702942	Contig3562_at	phosphatidylinositol-phosphatidylcholine transfer protein SEC14 homolog Ssh1 - soybean	T05949	SEC14 cytosolic factor (SEC14) / phosphoglyceride transfer protein	At1g55840.1	protein phosphatidylinositol-phosphatidylcholine transfer protein SEC14 homolog Ssh1 - soybean	Os09g08390	polyphosphoinositide binding protein Ssh1p	signalling.phosphinositides	30_4

CUST_17845_PI399408534	2	0.1784935	-0.6440182	-0.019281387	0.042158127	0.019282341	-0.06459427	35_9060	"Cluster: Os02g0611300 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0611300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DZL9	CHR4V7|COORD:15024552..15027433| SET domain-containing protein	AT4G30860.1	CHR02V5|COORD:24047199..24044257|protein histone methyltransferase Mes-4, putative	LOC_Os02g39800.1	no descriptionmoderately similar to ( 241)AT4G30860| Symbols:  | SET domain-containing protein | chr4:15024552-15027433 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned SET SET AWS	RNA.regulation of transcription.SET-domain transcriptional regulator family	27_3_69

CUST_8924_PI399408534	2	-0.052827835	0.0797739	0.059838295	-0.15051174	-0.12593174	0.052827835	35_2334	Rep: Leafbladeless1 - Zea mays (Maize)	UniRef90_A1Y2B7	CHR5V7|COORD:7943624..7945877| SGS3 (SUPPRESSOR OF GENE SILENCING 3)	AT5G23570.1	CHR12V5|COORD:5039877..5034184|protein expressed protein	LOC_Os12g09580.1	no descriptionmoderately similar to ( 496)AT5G23570| Symbols: SGS3 | SGS3 (SUPPRESSOR OF GENE SILENCING 3) | chr5:7943624-7945877 FORWARDnot assigned XS PRK03918 Smc	RNA.regulation of transcription.unclassified	27_3_99

CUST_142389_PI403524517	2	0.15161133	-0.18140793	0.0318861	-0.0318861	-0.07940292	0.038110733	35_39911	"Cluster: ABR017Cp, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: ABR017Cp, putative, expressed - Oryza sativa (japonica"	UniRef90_Q10SL2	CHR5V7|COORD:21106690..21108001| oxidoreductase, acting on paired donors, with incorporation or reduction of molecular oxygen, 2-oxoglutarate as one donor, and	AT5G51880.1	CHR03V5|COORD:1005106..1003077|protein oxidoreductase, putative, expressed	LOC_Os03g02730.1	 no descriptionvery weakly similar to (54.3)AT5G51880| Symbols:  | oxidoreductase, acting on paired donors, with incorporation or reduction of molecular oxygen, 2-oxoglutarate as one donor, and incorporation of one atom each of oxygen into both donors | chr5:21106690-21108001 FORWARD	not assigned.unknown	35_2

CUST_131770_PI403524517	2	0.21936226	-0.61501455	-0.08918762	0.19339752	-0.01902008	0.01902008	35_37010	"Cluster: Os03g0240400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os03g0240400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DTL7	"CHR3V7|COORD:6284529..6287150| similar to Os03g0240400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001049507.1); similar to expressed protein [Oryza"	AT3G18310.1	CHR03V5|COORD:7409707..7412707|protein expressed protein	LOC_Os03g13720.1	"no descriptionvery weakly similar to (51.6)AT3G18310| Symbols:  | similar to Os03g0240400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001049507.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABF94885.1) | chr3:6284529-6287150 REVERSE"	not assigned.unknown	35_2

CUST_105221_PI403524517	2	0.1461134	0.103383064	-0.0639267	-0.02974987	-0.06509018	0.029748917	35_29972	"Cluster: Fibroin heavy chain-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Fibroin heavy chain-like protein - Oryza sativa (japonica cultivar-g"	UniRef90_Q6Z4M4	CHR3V7|COORD:8063070..8064482| leucine-rich repeat family protein / extensin family protein	AT3G22800.1	CHR07V5|COORD:29098167..29094835|protein EMB1011, putative, expressed	LOC_Os07g48602.1	no descriptionnot assigned not assigned not assigned PRK12323	not assigned.unknown	35_2

CUST_136681_PI403524517	2	0.04988098	-0.10783386	0.013940811	-0.013940811	0.16088581	-0.05958748	35_38332	Rep: H0725E11.5 protein - Oryza sativa (Rice)	UniRef90_Q01M41	"CHR5V7|COORD:4707521..4709025| similar to OSJNBb0033P05.9 [Oryza sativa (japonica cultivar-group)] (GB:CAE05670.3); similar to PREDICTED: similar to"	AT5G14600.1	CHR04V5|COORD:14650611..14654487|protein tRNA methyltransferase catalytic subunit TRM61, putative, expressed	LOC_Os04g25360.1	"no descriptionmoderately similar to ( 233)AT5G14600| Symbols:  | similar to OSJNBb0033P05.9 [Oryza sativa (japonica cultivar-group)] (GB:CAE05670.3); similar to PREDICTED: similar to MGC53312 protein [Gallus gallus] (GB:XP_421386.2); similar to OSJNBb0026L04.5 [Oryza sativa (japonica cultivar-group)] (GB:CAE01500.2); contains InterPro domain SAM (and some other nucleotide) binding motif; (InterPro:IPR000051) | chr5:4707521-4709025 FORWARDnot assigned GCD14 GCD14 Pcm COG4122 PRK08317 PCMT CobL"	not assigned.unknown	35_2

CUST_5334_PI399408534	2	0.16474247	0.7170372	0.0142765045	-0.50564003	-0.54281664	-0.014276028	35_293	"Cluster: Helix-loop-helix DNA-binding domain containing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Helix-loop-helix DNA-binding domain containing"	UniRef90_Q10Q90	CHR4V7|COORD:16239571..16241057| basic helix-loop-helix (bHLH) family protein	AT4G33880.1	CHR03V5|COORD:5476333..5474966|protein DNA binding protein, putative	LOC_Os03g10770.1	no descriptionvery weakly similar to (97.1)AT4G33880| Symbols:  | basic helix-loop-helix (bHLH) family protein | chr4:16239571-16241057 REVERSEvery weakly similar to (60.1)LAX_ORYSAHLH HLH	RNA.regulation of transcription.bHLH,Basic Helix-Loop-Helix family	27_3_6

CUST_66540_PI403524517	2	0.10484028	1.1073818	0.636466	-0.40997887	-0.5393305	-0.10484123	35_19001	Rep: OSIGBa0145M07.1 protein - Oryza sativa (Rice)	UniRef90_Q01J56	"CHR3V7|COORD:1217403..1219577| THA2 (THREONINE ALDOLASE 2); threonine aldolase"	AT3G04520.1	CHR04V5|COORD:25611609..25607574|protein L-allo-threonine aldolase, putative, expressed	LOC_Os04g43650.2	"no descriptionmoderately similar to ( 221)AT3G04520| Symbols: THA2 | THA2 (THREONINE ALDOLASE 2); threonine aldolase | chr3:1217403-1219577 REVERSEnot assigned GLY1 Beta_elim_lyase PRK10534"	amino acid metabolism.degradation.serine-glycine-cysteine group.glycine	13_2_5_2

CUST_99287_PI403524517	2	-0.024831772	-0.083132744	0.37513256	0.024831772	0.22462463	-0.06021881	35_28341	"Cluster: Os01g0703600 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os01g0703600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JK13	CHR1V7|COORD:22372954..22375550| clathrin adaptor complexes medium subunit family protein	AT1G60780.1	CHR01V5|COORD:29493266..29497258|protein AP-1 complex subunit mu-1, putative, expressed	LOC_Os01g50770.2	no descriptionmoderately similar to ( 231)AT1G60780| Symbols:  | clathrin adaptor complexes medium subunit family protein | chr1:22372954-22375550 REVERSEnot assigned not assigned not assigned not assigned Adap_comp_sub	protein.targeting.secretory pathway.unspecified	29_3_4_99

CUST_89936_PI403524517	2	-0.018481255	-0.0743494	-0.0017662048	0.09245777	0.0017652512	0.044665337	35_25727	"Cluster: Putative pyruvate kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative pyruvate kinase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8S7N6	CHR1V7|COORD:11712185..11714943| pyruvate kinase, putative	AT1G32440.1	CHR10V5|COORD:22311234..22317103|protein pyruvate kinase isozyme G, chloroplast precursor, putative, expressed	LOC_Os10g42100.1	 no descriptionvery weakly similar to (76.3)AT1G32440| Symbols:  | pyruvate kinase, putative | chr1:11712185-11714943 FORWARDvery weakly similar to (82.0)KPYG_RICCOPyruvate kinase isozyme G, chloroplast - Ricinus communis (Castor bean)	lipid metabolism.FA synthesis and FA elongation.pyruvate kinase	11_1_30

CUST_35290_PI403524517	2	0.024223328	0.26078224	0.02142334	-0.18548775	-0.021424294	-0.04738903	35_10174	"Cluster: Putative avr9 elicitor response protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative avr9 elicitor response protein - Oryza sativa (japon"	UniRef90_Q69UI5	CHR1V7|COORD:11931960..11934379| galactosyltransferase family protein	AT1G32930.1	CHR08V5|COORD:938062..934492|protein transferase, transferring glycosyl groups, putative, expressed	LOC_Os08g02370.1	no descriptionweakly similar to ( 181)AT1G32930| Symbols:  | galactosyltransferase family protein | chr1:11931960-11934379 REVERSEnot assigned not assigned Galactosyl_T	protein.glycosylation	29_7

CUST_138886_PI403524517	2	0.26630306	-0.48986626	0.055807114	0.13799095	-0.10643625	-0.055807114	35_38959	"Cluster: Putative helicase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative helicase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z5P0	"CHR1V7|COORD:26393679..26397811| PDE317 (PIGMENT DEFECTIVE 317); ATP-dependent helicase"	AT1G70070.1	CHR02V5|COORD:30866902..30877002|protein PDE317, putative, expressed	LOC_Os02g50560.2	"no descriptionweakly similar to ( 151)AT1G70070| Symbols: PDE317 | PDE317 (PIGMENT DEFECTIVE 317); ATP-dependent helicase | chr1:26393679-26397811 REVERSEnot assigned"	DNA.synthesis/chromatin structure	28_1

CUST_116093_PI403524517	2	-1.4384422	1.0065584	1.3595324	-0.5741463	0.2978449	-0.2978449	35_32919	"Cluster: Hypothetical protein OJ1626B05.2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1626B05.2 - Oryza sativa (japonica cultivar-g"	UniRef90_Q8H855	"CHR2V7|COORD:17520215..17521107| similar to Os03g0226700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001049441.1); similar to Methyltransferase type"	AT2G41950.1	CHR03V5|COORD:6635783..6633739|protein expressed protein	LOC_Os03g12560.1	"no descriptionvery weakly similar to (50.1)AT2G41950| Symbols:  | similar to Os03g0226700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001049441.1); similar to Methyltransferase type 11 [Syntrophobacter fumaroxidans MPOB] (GB:YP_847674.1); contains domain Hypothetical protein MTH1020 (SSF75569) | chr2:17520215-17521107 FORWARD"	not assigned.unknown	35_2

CUST_169017_PI403524517	2	0.19869137	-0.14496231	-0.039321423	0.026529789	-0.026529312	0.57339764	35_47070	Rep: Hypothetical protein - Delftia acidovorans SPH-1	UniRef90_A0VF81	CHR1V7|COORD:16816094..16817173| DNA binding / ligand-dependent nuclear receptor	AT1G44191.1	CHR01V5|COORD:4178236..4175962|protein protein binding protein, putative, expressed	LOC_Os01g08470.1	"no descriptionvery weakly similar to (51.6)AT2G37960| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G54060.2); similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE83850.1); contains domain Cullin repeat (SSF74788) | chr2:15894040-15896258 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Atrophin-1 Extensin_2 Tymo_45kd_70kd PRK12323 APC_basic PRK07003 PRK07764 Herpes_BLLF1"	not assigned.unknown	35_2

CUST_30465_PI399408534	2	0.3163252	0.43537235	0.004322529	-0.21582365	-0.2786665	-0.004322052	35_8112	"Cluster: Hypothetical protein P0643A10.26; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0643A10.26 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6Z2J8	"CHR1V7|COORD:8244470..8251730| similar to Os02g0732700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001048029.1); similar to Mediator complex subunit"	AT1G23230.1	CHR02V5|COORD:30547711..30536300|protein expressed protein	LOC_Os02g49992.2	"no descriptionhighly similar to ( 506)AT1G23230| Symbols:  | similar to Os02g0732700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001048029.1); similar to Mediator complex subunit 23 CG3695-PA [Drosophila melanogaster] (GB:NP_611735.1); contains domain SUBFAMILY NOT NAMED (PTHR12691:SF1); contains domain FAMILY NOT NAMED (PTHR12691) | chr1:8244470-8251730 FORWARDnot assigned"	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_27858_PI399408534	2	0.03878832	0.25572348	0.16591501	-0.20674849	-0.09713507	-0.03878832	35_9992	"Cluster: Putative SET domain-containing protein SET104; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative SET domain-containing protein SET104 - Oryza s"	UniRef90_Q6K4E6	CHR2V7|COORD:14830641..14833025| SUVH5 (SU(VAR)3-9 HOMOLOG 5)	AT2G35160.1	CHR09V5|COORD:11868806..11873416|protein YDG/SRA domain containing protein, expressed	LOC_Os09g19830.1	no descriptionweakly similar to ( 197)AT2G35160| Symbols: SUVH5 | SUVH5 (SU(VAR)3-9 HOMOLOG 5) | chr2:14830641-14833025 FORWARDnot assigned SRA YDG_SRA PreSET	RNA.regulation of transcription.SET-domain transcriptional regulator family	27_3_69

CUST_17412_PI403524517	2	-0.35055637	1.5686417	0.7627001	-0.9701824	-0.3413887	0.34138966	35_5029	"Cluster: Hypothetical protein P0519D04.18; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0519D04.18 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5N7L8	0	0	CHR01V5|COORD:28672690..28677882|protein expressed protein	LOC_Os01g49310.2	no description	not assigned.unknown	35_2

CUST_40181_PI403524517	2	0.65539026	0.2399497	-0.23995018	-0.38856363	-0.32832336	2.8160539	35_11556	"Cluster: Hypothetical protein P0020E09.24; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0020E09.24 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5JNB2	CHR4V7|COORD:13750674..13751825| plastocyanin-like domain-containing protein	AT4G27520.1	CHR01V5|COORD:43543913..43544731|protein hypothetical protein	LOC_Os01g74620.1	no description	not assigned.unknown	35_2

CUST_25321_PI403524517	2	0.18157434	0.067379	-0.019992352	0.019992828	-0.23316097	-0.30222034	35_7341	Rep: Golgin-84 - Oryza sativa (Rice)	UniRef90_Q5JLY8	"CHR2V7|COORD:8623422..8628300| Identical to Golgin-84 [Arabidopsis Thaliana] (GB:Q8S8N9;GB:Q6NMI2); similar to unknown protein [Arabidopsis thaliana]"	AT2G19950.1	CHR01V5|COORD:31459579..31447554|protein expressed protein	LOC_Os01g54119.1	"no descriptionvery weakly similar to (77.8)AT2G19950| Symbols:  | Identical to Golgin-84 [Arabidopsis Thaliana] (GB:Q8S8N9;GB:Q6NMI2); similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G18190.1); similar to Gol (GB:Q6GNT7); similar to Os01g0744400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001044225.1); contains domain SUBFAMILY NOT NAMED (PTHR13815:SF1); contains domain FAMILY NOT NAMED (PTHR13815) | chr2:8623422-8628300 REVERSEmoderately similar to ( 306)GOGA5_ORYSA"	not assigned.unknown	35_2

CUST_32754_PI399408534	2	0.3584795	0.5866022	0.37607193	-0.5486555	-0.35847855	-0.38274288	35_8067	"Cluster: Phosphoenolpyruvate carboxylase kinase; n=4; Oryza sativa (japonica cultivar-group)|Rep: Phosphoenolpyruvate carboxylase kinase - Oryza sativa (japonic"	UniRef90_Q2ABR6	"CHR1V7|COORD:2752209..2753235| PPCK1 (PHOSPHOENOLPYRUVATE CARBOXYLASE KINASE); kinase"	AT1G08650.1	CHR02V5|COORD:24929110..24930599|protein calcium-dependent protein kinase 2, putative, expressed	LOC_Os02g41580.1	"no descriptionvery weakly similar to (55.5)AT4G04740| Symbols: CPK23 | CPK23 (calcium-dependent protein kinase 23); calcium- and calmodulin-dependent protein kinase/ kinase | chr4:2405404-2408491 REVERSEvery weakly similar to (52.4)CDPK_DAUCACalcium-dependent protein kinase - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase Pkinase_Tyr SPS1 PTKc"	signalling.calcium	30_3

CUST_28679_PI399408534	2	0.068169594	0.016384125	-0.016383171	-0.036545753	-0.044805527	0.14822197	35_7726	"Cluster: NPH3 family protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: NPH3 family protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6AST7	CHR1V7|COORD:10759457..10762181| phototropic-responsive NPH3 family protein	AT1G30440.1	CHR03V5|COORD:24660927..24655262|protein transposon protein, putative, Mutator sub-class, expressed	LOC_Os03g43990.2	no descriptionweakly similar to ( 167)AT1G30440| Symbols:  | phototropic-responsive NPH3 family protein | chr1:10759457-10762181 FORWARDvery weakly similar to (73.9)NPH3_ORYSANPH3	signalling.light	30_11

CUST_68067_PI403524517	2	0.043481827	-0.04348135	0.53872633	0.22907972	-0.20090008	-0.70143414	35_19451	"Cluster: Putative proline-rich protein APG; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative proline-rich protein APG - Oryza sativa (japonica cultivar"	UniRef90_Q6Z7T3	CHR1V7|COORD:27991811..27993426| GDSL-motif lipase/hydrolase family protein	AT1G74460.1	CHR02V5|COORD:30961730..30959713|protein anther-specific proline-rich protein APG precursor, putative, expressed	LOC_Os02g50690.1	no descriptionvery weakly similar to (54.3)AT3G16370| Symbols:  | GDSL-motif lipase/hydrolase family protein | chr3:5556934-5558357 FORWARDSGNH_plant_lipase_like	misc.GDSL-motif lipase	26_28

CUST_12735_PI404877155	2	0.037024498	-0.048482895	0.006662369	-0.006662369	0.07887745	-0.04281044	Contig6482_at	putative ubiquinol--cytochrome-c reductase [Arabidopsis thaliana]	AAM63085.1	ubiquinol-cytochrome C reductase complex 7.8 kDa protein, putative / mitochondrial hinge protein, putative	At1g15120.1	protein ubiquinol--cytochrome-c reductase, putative	Os11g06340	putative ubiquinol--cytochrome-c reductase	mitochondrial electron transport / ATP synthesis.cytochrome c reductase	9_5

CUST_169554_PI403524517	2	0.09552145	0.70657825	0.33534622	-0.4593768	-0.24094391	-0.09552193	35_47225	"Cluster: Os05g0561600 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0561600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DFZ4	CHR4V7|COORD:14014866..14016829| hydroxyproline-rich glycoprotein family protein	AT4G28300.1	CHR01V5|COORD:27960379..27957871|protein expressed protein	LOC_Os01g48220.1	no descriptionvery weakly similar to (71.2)AT4G28300| Symbols:  | hydroxyproline-rich glycoprotein family protein | chr4:14015420-14016829 FORWARD	cell wall.cell wall proteins.HRGP	10_5_4

CUST_109434_PI403524517	2	-0.036275864	0.2748785	-0.008574486	0.008574486	0.16144848	-0.38408184	35_31103	Rep: Aquaporin PIP1.1 - Oryza sativa (Rice)	UniRef90_Q6EU94	"CHR4V7|COORD:12220802..12222165| PIP1;5/PIP1D (plasma membrane intrinsic protein 1;5); water channel"	AT4G23400.1	CHR02V5|COORD:27038450..27041579|protein aquaporin PIP1.1, putative, expressed	LOC_Os02g44630.2	" no descriptionmoderately similar to ( 231)AT4G23400| Symbols: PIP1D, PIP1;5 | PIP1;5/PIP1D (plasma membrane intrinsic protein 1;5); water channel | chr4:12220802-12222165 FORWARDmoderately similar to ( 238)PIP11_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned MIP MIP GlpF PRK05420 TT_ORF1 PRK12323 Herpes_BLLF1 PRK07764 Tymo_45kd_70kd Protamine_P1 "	transport.Major Intrinsic Proteins.PIP	34_19_1

CUST_170997_PI403524517	2	0.008533478	-0.44770718	-0.15561199	0.044306755	0.099407196	-0.008533478	35_47630	Rep: Leucine-rich repeat - Medicago truncatula (Barrel medic)	UniRef90_Q1S176	CHR2V7|COORD:8529913..8531121| leucine-rich repeat family protein / extensin family protein	AT2G19780.1	CHR05V5|COORD:5426120..5427430|protein BRASSINOSTEROID INSENSITIVE 1 precursor, putative, expressed	LOC_Os05g09640.1	no descriptionmoderately similar to ( 234)AT2G19780| Symbols:  | leucine-rich repeat family protein / extensin family protein | chr2:8529913-8531121 REVERSEvery weakly similar to (88.6)PSKR_DAUCAPhytosulfokine receptor precursor - Daucus carota (Carrot)not assigned not assigned not assigned not assigned	stress.biotic	20_1

CUST_146668_PI403524517	2	-0.1242609	0.18404102	-0.18870258	-0.18042707	0.124260426	0.39543533	35_41054	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10RW7	"CHR2V7|COORD:8734859..8737167| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G28760.2); similar to conserved hypothetical protein [Medicago"	AT2G20240.1	CHR03V5|COORD:2394731..2398919|protein expressed protein	LOC_Os03g04990.1	"no descriptionvery weakly similar to (74.7)AT2G20240| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G28760.2); similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE89949.1); contains domain PHOSPHATIDYLINOSITOL N-ACETYLGLUCOSAMINYLTRANSFERASE SUBUNIT P (DOWN SYNDROME CRITICAL REGION PROTEIN 5)-RELATED (PTHR21726); contains domain gb def: Hypothetical protein At4g28760 (PTHR21726:SF7) | chr2:8734859-8737167 REVERSE"	not assigned.unknown	35_2

CUST_32301_PI403524517	2	0.12505102	0.047674656	-0.2401061	-0.017563343	0.017562866	-0.14456797	35_9314	"Cluster: Hypothetical protein OJ1126_B10.2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1126_B10.2 - Oryza sativa (japonica cultivar"	UniRef90_Q6L5G0	CHR1V7|COORD:19672884..19673989| 2-oxoglutarate-dependent dioxygenase, putative	AT1G52820.1	CHR05V5|COORD:28625318..28622112|protein oxidoreductase, putative, expressed	LOC_Os05g50090.1	 no descriptionvery weakly similar to (74.7)AT1G52820| Symbols:  | 2-oxoglutarate-dependent dioxygenase, putative | chr1:19672884-19673989 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TT_ORF1 	not assigned.no ontology	35_1

CUST_16880_PI403524517	2	0.16155148	-0.0126924515	-1.1537094	0.012693405	-0.6768465	0.21246815	35_4875	"Cluster: Hypothetical protein P0592G05.6; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0592G05.6 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q8RYH1	"CHR1V7|COORD:9481775..9482563| similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE92577.1); contains InterPro domain"	AT1G27290.1	CHR01V5|COORD:40698798..40700467|protein expressed protein	LOC_Os01g69870.2	no descriptionnot assigned PRK12678 PRK12323	not assigned.unknown	35_2

CUST_105160_PI403524517	2	0.23654795	-0.4913087	0.0043349266	-0.12925673	0.3275857	-0.0043354034	35_29955	"Cluster: Hypothetical protein P0489D11.3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0489D11.3 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q69MN6	CHR3V7|COORD:16480152..16480553| 50S ribosomal protein-related	AT3G45020.1	CHR09V5|COORD:21746754..21744886|protein expressed protein	LOC_Os09g37740.1	no description	not assigned.unknown	35_2

CUST_16135_PI403524517	2	-0.052477837	0.4881525	-0.08963871	0.063978195	-0.13395405	0.052477837	35_4653	"Cluster: Putative copine I; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative copine I - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69V56	CHR1V7|COORD:25424692..25426900| copine-related	AT1G67800.3	CHR06V5|COORD:24233707..24228311|protein copine-1, putative, expressed	LOC_Os06g40650.2	no descriptionweakly similar to ( 188)AT5G14420| Symbols:  | copine-related | chr5:4648358-4650566 REVERSEnot assigned not assigned not assigned vWA_copine_like	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_94728_PI403524517	2	-0.019804955	0.28685093	-0.21626186	0.13407946	-0.4276781	0.019805431	35_27076	Rep: RH09582p - Drosophila melanogaster (Fruit fly)	UniRef90_Q8SXG2	0	0	0	0	no description	not assigned.unknown	35_2

CUST_6704_PI404877155	2	-0.0073132515	-0.065214634	0.07031059	0.0073127747	-0.022154808	0.07782841	Contig19879_at	OCL3 protein [Zea mays]	CAB96423.1	anthocyaninless2 (ANL2)	At4g00730.1	protein OCL3 protein	Os09g35760	anthocyaninless2 (ANL2), nearly identical to Anthocyaninless2 (Arabidopsis thaliana) GI:5702094	RNA.regulation of transcription.HB,Homeobox transcription factor family	27_3_22

CUST_20442_PI399408534	2	-0.08668423	0.049613953	0.020851135	-0.080758095	0.02324009	-0.020851135	35_22503	"Cluster: OSE2-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSE2-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q84P61	"CHR1V7|COORD:1018236..1019048| GBF4 (G-box binding factor 4); transcription factor"	AT1G03970.1	CHR05V5|COORD:21349271..21352539|protein G-box-binding factor 4, putative, expressed	LOC_Os05g36160.1	no descriptionvery weakly similar to (75.1)AT5G44080| Symbols:  | bZIP transcription factor family protein | chr5:17756014-17756961 REVERSEnot assigned BRLZ bZIP_1 bZIP_2 PRK00409	RNA.regulation of transcription.bZIP transcription factor family	27_3_35

CUST_97906_PI403524517	2	-0.03160715	1.3967934	0.3634944	-0.3967266	-0.063333035	0.031607628	35_27955	"Cluster: Myosin-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Myosin-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q851M5	0	0	CHR09V5|COORD:19512264..19508826|protein expressed protein	LOC_Os09g32710.1	no description	not assigned.unknown	35_2

CUST_46186_PI403524517	2	-0.09599972	0.63848114	-0.32118988	0.21032906	0.09599972	-0.4363289	35_13228	"Cluster: Hypothetical protein OSJNBb0047B19.16; n=2; Oryza sativa|Rep: Hypothetical protein OSJNBb0047B19.16 - Oryza sativa (Rice)"	UniRef90_Q8S5E8	"CHR3V7|COORD:18845253..18845729| similar to p-166-4_1 [Pinus resinosa] (GB:AAY17046.1); similar to Os10g0213700 [Oryza sativa (japonica cultivar-group)]"	AT3G50685.1	CHR10V5|COORD:7782550..7783277|protein expressed protein	LOC_Os10g15300.1	"no descriptionvery weakly similar to (94.0)AT3G50685| Symbols:  | similar to p-166-4_1 [Pinus resinosa] (GB:AAY17046.1); similar to Os10g0213700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001064326.1) | chr3:18845253-18845729 REVERSE"	not assigned.unknown	35_2

CUST_64021_PI403524517	2	0.56133556	-0.5227766	0.41569328	-0.08560467	-0.030950546	0.030950546	35_18284	"Cluster: Putative subtilisin-like serine protease; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative subtilisin-like serine protease - Oryza sativa (jap"	UniRef90_Q6ZL89	CHR1V7|COORD:310332..313011| subtilase family protein	AT1G01900.1	CHR07V5|COORD:23396515..23398961|protein subtilisin-like protease precursor, putative, expressed	LOC_Os07g39020.1	"no descriptionmoderately similar to ( 256)AT5G67360| Symbols: ARA12 | ARA12; subtilase | chr5:26889418-26891691 REVERSEnot assigned not assigned PA_subtilisin_like Peptidase_S8 AprE PRK12678"	protein.degradation.subtilases	29_5_1

CUST_67583_PI403524517	2	-0.16563702	0.09927368	-0.0023593903	-0.013506889	0.2783203	0.0023584366	35_19306	"Cluster: Hypothetical protein OSJNBb0016H12.26; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0016H12.26 - Oryza sativa (japonica"	UniRef90_Q84R36	CHR5V7|COORD:23740853..23742550| pfkB-type carbohydrate kinase family protein	AT5G58730.1	CHR03V5|COORD:30197940..30194732|protein carbohydrate kinase, PfkB, putative, expressed	LOC_Os03g52760.1	no descriptionweakly similar to ( 200)AT5G58730| Symbols:  | pfkB-type carbohydrate kinase family protein | chr5:23740853-23742550 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned RbsK PfkB PRK12678 ribokinase_group_A ribokinase_pfkB_like adenosine_kinase RfaE_like KdgK ribokinase bac_FRK Guanosine_kinase_like PRK07003 PRK07764 FruK FruK_PfkB_like infB ribokinase_group_D Fructoselysine_kinase_like YegV_kinase_like MAK32 TT_ORF1 DUF1509 DUF1777 rne PRK12323 APC_basic Atrophin-1	minor CHO metabolism.others	3_5

CUST_20892_PI403524517	2	-0.025215149	0.015863419	-0.015864372	0.09274578	0.24267769	-0.07415104	35_6065	"Cluster: Os05g0490500 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0490500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DH58	"CHR2V7|COORD:13899217..13901372| similar to At2g32760/F24L7.10 [Medicago truncatula] (GB:ABE83602.1); contains domain FAMILY NOT NAMED"	AT2G32760.1	CHR05V5|COORD:24026939..24024183|protein expressed protein	LOC_Os05g41160.1	"no descriptionweakly similar to ( 132)AT2G32760| Symbols:  | similar to At2g32760/F24L7.10 [Medicago truncatula] (GB:ABE83602.1); contains domain FAMILY NOT NAMED (PTHR15157); contains domain SUBFAMILY NOT NAMED (PTHR15157:SF2) | chr2:13899719-13901372 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07003 PRK12678 PRK07764 Totivirus_coat"	not assigned.unknown	35_2

CUST_14851_PI404877155	2	0.071222305	-0.009028435	-0.022387505	0.009027481	-0.020305634	0.01626873	Contig8692_at	OSJNBa0067K08.12 [Oryza sativa (japonica cultivar-group)] ref|XP_473035.1| OSJNBa0067K08.12 [Oryza sativa (japonica cultivar-group)]	CAD41252.2	calcium-binding EF hand family protein	At1g65540.1	protein EF hand, putative	Os02g39550	NONE	signalling.calcium	30_3

CUST_8516_PI403524517	2	-0.003566742	-0.4850998	0.003566742	0.04890728	0.07622528	-0.0056533813	35_2378	"Cluster: Os01g0549700 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os01g0549700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JM17	CHR5V7|COORD:3567390..3570687| DEAD/DEAH box helicase, putative	AT5G11200.1	CHR01V5|COORD:20897800..20903068|protein spliceosome RNA helicase BAT1, putative, expressed	LOC_Os01g36920.1	 no descriptionweakly similar to ( 176)AT5G11170| Symbols:  | DEAD/DEAH box helicase, putative (RH15) | chr5:3553335-3556647 FORWARDvery weakly similar to (69.3)IF4A_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DEADc SrmB CRS2 PRK11776 PRK11192 PRK11634 PRK01297 DEAD PRK05426 PRK10590 PRK04837 Pth PTH DEXDc 	protein.synthesis.initiation	29_2_3

CUST_27623_PI403524517	2	0.043747902	0.14411831	0.006608963	-0.04783249	-0.21364975	-0.0066099167	35_7990	"Cluster: Hypothetical protein OSJNBa0011L09.6; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0011L09.6 - Oryza sativa (japonica"	UniRef90_Q8L401	CHR5V7|COORD:4746468..4747779| similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE79809.1)	AT5G14710.1	CHR10V5|COORD:12934316..12938064|protein expressed protein	LOC_Os10g25600.1	no descriptionweakly similar to ( 153)AT5G14710| Symbols:  | similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE79809.1) | chr5:4746468-4747779 FORWARDnot assigned	not assigned.unknown	35_2

CUST_80393_PI403524517	2	0.13956547	-0.294075	-0.02159214	0.00491333	-0.00491333	0.1070137	35_23057	"Cluster: Hypothetical protein OSJNBa0091B22.9; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0091B22.9 - Oryza sativa (japonica cu"	UniRef90_Q6AUV3	"CHR5|COORD:26978157..26980864| similar to proline-rich family protein [Arabidopsis thaliana] (TAIR:At3g49840.1); similar to unknown protein [Oryza"	AT5G67610.2	CHR03V5|COORD:17971006..17975622|protein rhodopsin-like receptor, putative, expressed	LOC_Os03g31570.1	"no descriptionvery weakly similar to (76.3)AT5G67610| Symbols:  | similar to proline-rich family protein [Arabidopsis thaliana] (TAIR:AT3G49840.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABF97955.1); similar to Os03g0654500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001050797.1); similar to Os03g0430000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001050422.1) | chr5:26978450-26980840 REVERSE"	not assigned.unknown	35_2

CUST_170064_PI403524517	2	0.27638054	0.37251616	0.028315067	-0.028315067	-0.27338934	-0.037359238	35_47370	"Cluster: Hypothetical protein OSJNBa0050H14.10; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0050H14.10 - Oryza sativa (japonica"	UniRef90_Q8H020	CHR4V7|COORD:10275928..10278502| leucine-rich repeat family protein / extensin family protein	AT4G18670.1	CHR03V5|COORD:4140472..4144127|protein expressed protein	LOC_Os03g08160.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 HPC2 DUF1421 PRK07764 Herpes_BLLF1 AF-4 PRK07003 Tymo_45kd_70kd Atrophin-1	not assigned.unknown	35_2

CUST_81209_PI403524517	2	-0.027047157	0.30504894	-0.07627201	0.041386604	-7.9631805E-4	7.9631805E-4	35_23297	Rep: F5D14.2 protein - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q9LQN3	"CHR1V7|COORD:11640740..11641764| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G35480.1); similar to Os02g0127900 [Oryza sativa (japonica"	AT1G32260.1	CHR02V5|COORD:1447124..1449635|protein expressed protein	LOC_Os02g03560.1	"no descriptionweakly similar to ( 157)AT1G32260| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G35480.1); similar to Os02g0127900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001045765.1) | chr1:11640740-11641764 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned"	not assigned.unknown	35_2

CUST_77492_PI403524517	2	0.029370308	-0.9655609	-0.18266582	0.79033375	0.37194347	-0.029370308	35_22208	"Cluster: Hypothetical protein P0417G12.12; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0417G12.12 - Oryza sativa (japonica cultivar-g"	UniRef90_Q69WY3	"CHR5V7|COORD:4097791..4101521| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G12950.1); similar to Os06g0612900 [Oryza sativa (japonica"	AT5G12960.1	CHR06V5|COORD:24499974..24494063|protein expressed protein	LOC_Os06g41020.1	"no descriptionvery weakly similar to ( 100)AT5G12960| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G12950.1); similar to Os06g0612900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001058067.1); similar to Os02g0195500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001046185.1); similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:BAD35522.1); contains InterPro domain Protein of unknown function DUF1680; (InterPro:IPR012878) | chr5:4097791-4101521 FORWARD"	not assigned.unknown	35_2

CUST_103734_PI403524517	2	0.10526085	0.23792934	-0.022015572	0.022016525	-0.03963375	-0.091833115	35_29573	"Cluster: Hypothetical protein P0483G10.26; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0483G10.26 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5JMS5	"CHR1V7|COORD:1400968..1402650| similar to Os01g0962500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001045479.1); similar to PREDICTED: similar to"	AT1G04945.1	CHR01V5|COORD:42751712..42748520|protein expressed protein	LOC_Os01g73150.1	" no descriptionvery weakly similar to (50.8)AT1G04945| Symbols:  | similar to Os01g0962500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001045479.1); similar to PREDICTED: similar to CG1463-PA [Tribolium castaneum] (GB:XP_969070.1); contains InterPro domain Zinc finger, HIT-type; (InterPro:IPR007529) | chr1:1400968-1402650 FORWARD"	not assigned.no ontology	35_1

CUST_5357_PI404877155	2	-0.31479168	0.771472	-0.44876194	0.31479168	-0.960309	0.51384354	Contig16998_at	calcium-dependent protein kinase 2 [Nicotiana tabacum]	CAC82998.1	calcium-dependent protein kinase isoform AK1 (AK1)	At5g04870.1	protein putative calcium-dependent protein kinase	Os03g57450	gi|10435609|dbj|BAB14622.1| unnamed protein product	signalling.calcium	30_3

CUST_51085_PI403524517	2	0.1446886	0.637908	-0.04911709	-0.14813614	-0.019259453	0.019260406	35_14565	"Cluster: Pyrimidine 5'-nucleotidase-related; n=2; Oryza sativa (japonica cultivar-group)|Rep: Pyrimidine 5'-nucleotidase-related - Oryza sativa (japonica"	UniRef90_Q60DI6	CHR2V7|COORD:16181536..16182951| pyrimidine 5'-nucleotidase family protein / uridine monophosphate hydrolase-1 (UMPH-1) family protein	AT2G38680.1	CHR03V5|COORD:25096714..25100594|protein cytosolic 5-nucleotidase III, putative, expressed	LOC_Os03g44660.1	no descriptionmoderately similar to ( 276)AT2G38680| Symbols:  | pyrimidine 5'-nucleotidase family protein / uridine monophosphate hydrolase-1 (UMPH-1) family protein | chr2:16181536-16182951 REVERSEnot assigned UMPH-1 PRK12323	not assigned.no ontology	35_1

CUST_90911_PI403524517	2	0.22351074	0.14402199	0.033966064	-0.033966064	-0.0675025	-0.116891384	35_26001	"Cluster: Hypothetical protein OSJNBa0019N10.17; n=1; Oryza sativa|Rep: Hypothetical protein OSJNBa0019N10.17 - Oryza sativa (Rice)"	UniRef90_Q8S6K9	"CHR5V7|COORD:26690152..26693676| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G61150.6); similar to Hypothetical protein [Oryza sativa (japonica"	AT5G66810.1	CHR10V5|COORD:11996060..12005449|protein expressed protein	LOC_Os10g24070.2	" no descriptionvery weakly similar to (68.6)AT5G66810| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G61150.6); similar to Hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:AAM74330.2); similar to Os10g0382300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001064488.1); contains InterPro domain CTLH, C-terminal to LisH motif; (InterPro:IPR006595) | chr5:26690152-26693676 FORWARD"	not assigned.unknown	35_2

CUST_38141_PI403524517	2	0.5246215	0.701643	0.06758404	-0.06758404	-0.17284203	-0.5050478	35_10976	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_158689_PI403524517	2	-0.039250374	0.039251328	-0.09228039	0.050541878	-0.09649086	0.26086235	35_44297	"Cluster: Putative acetyltransferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative acetyltransferase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q75GC2	CHR3V7|COORD:7998922..7999449| GCN5-related N-acetyltransferase (GNAT) family protein	AT3G22560.1	CHR03V5|COORD:26074107..26074971|protein acetyltransferase, GNAT family protein, expressed	LOC_Os03g46200.1	no descriptionvery weakly similar to (82.4)AT3G22560| Symbols:  | GCN5-related N-acetyltransferase (GNAT) family protein | chr3:7998922-7999449 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned RimL PRK12323 PRK07003 Tymo_45kd_70kd PRK07764	misc.GCN5-related N-acetyltransferase	26_24

CUST_30695_PI403524517	2	0.07047558	0.7777653	0.17395878	-0.12893867	-0.08497429	-0.07047653	35_8858	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_74169_PI403524517	2	-0.010450363	1.0762653	0.010450363	-0.4755106	-0.6571312	0.31801033	35_21272	Rep: Expressed protein - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_O82193	CHR2V7|COORD:8588660..8592200| ceramide glucosyltransferase, putative	AT2G19880.1	CHR01V5|COORD:39769722..39764816|protein ceramide glucosyltransferase, putative, expressed	LOC_Os01g67870.1	 no descriptionvery weakly similar to (89.4)AT2G19880| Symbols:  | ceramide glucosyltransferase, putative | chr2:8588660-8592200 FORWARDnot assigned 	lipid metabolism.'exotics' (steroids, squalene etc).sphingolipids.ceramide glucosyltransferase	11_8_1_3

CUST_75668_PI403524517	2	-0.014035225	-0.055919647	0.21598244	-0.18598175	0.3139534	0.014035225	35_21690	Rep: Expansin EXPA9 - Triticum aestivum (Wheat)	UniRef90_Q6QFA4	CHR2V7|COORD:15795155..15796890| ATEXPA3 (ARABIDOPSIS THALIANA EXPANSIN A3)	AT2G37640.1	CHR03V5|COORD:34450213..34447198|protein alpha-expansin 6 precursor, putative, expressed	LOC_Os03g60720.1	 no descriptionmoderately similar to ( 228)AT2G37640| Symbols: ATEXP3, ATHEXP ALPHA 1.9, ATEXPA3 | ATEXPA3 (ARABIDOPSIS THALIANA EXPANSIN A3) | chr2:15795155-15796890 REVERSEmoderately similar to ( 254)EXPA7_ORYSAnot assigned not assigned DPBB_1 TT_ORF1 	cell wall.modification	10_7

CUST_148996_PI403524517	2	-2.6809292	0.7039647	0.018497944	0.9166622	-0.018497467	-0.27038813	35_41681	"Cluster: Glutamate decarboxylase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Glutamate decarboxylase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q84U04	CHR2V7|COORD:469504..471996| glutamate decarboxylase, putative	AT2G02000.1	CHR03V5|COORD:7160193..7163149|protein glutamate decarboxylase, putative, expressed	LOC_Os03g13300.1	no description	not assigned.unknown	35_2

CUST_105998_PI403524517	2	0.096307755	0.34240532	0.19574642	-0.19951725	-0.39896774	-0.0963068	35_30177	0	0		0	CHR09V5|COORD:18280422..18287451|protein expressed protein	LOC_Os09g30070.1	no description	not assigned.unknown	35_2

CUST_63569_PI403524517	2	-0.02959156	0.02959156	-0.123476505	-0.21099329	0.6132159	0.24277496	35_18149	Rep: Fasciclin-like protein FLA22 - Triticum aestivum (Wheat)	UniRef90_Q06I84	CHR3V7|COORD:17147597..17148859| SOS5 (SALT OVERLY SENSITIVE 5)	AT3G46550.1	CHR05V5|COORD:22504078..22505833|protein fasciclin-like arabinogalactan protein 8 precursor, putative	LOC_Os05g38500.1	no descriptionmoderately similar to ( 257)AT3G46550| Symbols: SOS5 | SOS5 (SALT OVERLY SENSITIVE 5) | chr3:17147597-17148859 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07003 APC_basic Atrophin-1 PRK07764 Herpes_BLLF1 Tymo_45kd_70kd PRK12678 Extensin_2 Fasciclin DUF1421 DUF566 PRK05648 CTF_NFI HPC2 IER Herpes_TAF50 DUF390 KAR9 Herpes_UL56 TLV_coat AF-4	cell wall.cell wall proteins.AGPs	10_5_1

CUST_70533_PI403524517	2	0.08897972	0.0151433945	-0.024051666	-0.018512726	-0.0151433945	0.26864147	35_20203	"Cluster: Os05g0137700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0137700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DKX1	CHR1V7|COORD:17858692..17859245| thioesterase family protein	AT1G48320.1	CHR05V5|COORD:2175921..2174462|protein expressed protein	LOC_Os05g04660.1	no descriptionweakly similar to ( 159)AT1G48320| Symbols:  | thioesterase family protein | chr1:17858692-17859245 REVERSEnot assigned PaaI_thioesterase PaaI PRK10293 PRK10254 4HBT hot_dog	not assigned.no ontology	35_1

CUST_68353_PI403524517	2	0.04730797	-0.008192062	0.0015792847	0.030618668	-0.03840828	-0.0015802383	35_19545	"Cluster: Putative long chain acyl-CoA synthetase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative long chain acyl-CoA synthetase - Oryza sativa (japon"	UniRef90_Q5W6W7	CHR2|COORD:1515847..1519304| long-chain-fatty-acid--CoA ligase family protein / long-chain acyl-CoA synthetase family protein (LACS8), similar to LACS 4 (SP:O35	AT2G04350.2	CHR05V5|COORD:14610167..14623241|protein acyl-CoA synthetase long-chain family member 3, putative, expressed	LOC_Os05g25310.2	no descriptionmoderately similar to ( 423)AT2G04350| Symbols:  | long-chain-fatty-acid--CoA ligase family protein / long-chain acyl-CoA synthetase family protein (LACS8) | chr2:1516083-1519175 FORWARDvery weakly similar to (59.3)4CL2_SOYBN4-coumarate--CoA ligase 2 - Glycine max (Soybean)not assigned not assigned not assigned not assigned FAA1 AMP-binding CaiC PRK03640 PRK06839 PRK05677 PRK08315 PRK08162 PRK12492 PRK08633 PRK08180 PRK06145 PRK12583 PRK09089 PRK07529 PRK05605 PRK07514 PRK07770 PRK04813 PRK07059 PRK06368 PRK06219 PRK08316 PRK06710 PRK06087 PRK09088 PRK08974 PRK12582 Acs PRK07656 PRK06155 PRK06178 PRK12467 PRK07771 PRK12316 PRK08751 EntF PRK08314 PRK07786 PRK07787 PRK07684 caiC PRK07798 PRK05691 PRK05852 PRK06187 PRK07445 PRK09274	lipid metabolism.FA synthesis and FA elongation.long chain fatty acid CoA ligase	11_1_9

CUST_60367_PI403524517	2	0.55473423	-0.07752609	-0.422575	1.0470676	-0.1041584	0.07752609	35_17212	Rep: H0404F02.11 protein - Oryza sativa (Rice)	UniRef90_Q01KI6	"CHR4V7|COORD:13094151..13095875| BETA-OHASE 1 (BETA-HYDROXYLASE 1); beta-carotene hydroxylase"	AT4G25700.1	CHR04V5|COORD:28938119..28940187|protein beta-carotene hydroxylase, putative, expressed	LOC_Os04g48880.1	 no descriptionmoderately similar to ( 339)AT4G25700| Symbols: B1, CHY1, BETA-OHASE 1 | BETA-OHASE 1 (BETA-HYDROXYLASE 1) | chr4:13094974-13095875 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned FA_hydroxylase PRK07764 PRK12323 TT_ORF1 Protamine_P1 PRK07003 ERG3 	secondary metabolism.isoprenoids.carotenoids	16_1_4

CUST_74192_PI403524517	2	0.11051035	0.7984433	-0.537292	0.28686047	-0.770875	-0.11051035	35_21277	"Cluster: Putative arm repeat protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative arm repeat protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8LRC7	CHR5V7|COORD:320980..323004| armadillo/beta-catenin repeat family protein / U-box domain-containing protein	AT5G01830.1	CHR01V5|COORD:35514852..35512360|protein spotted leaf protein 11, putative, expressed	LOC_Os01g60860.1	no descriptionmoderately similar to ( 291)AT5G01830| Symbols:  | armadillo/beta-catenin repeat family protein / U-box domain-containing protein | chr5:320980-323004 FORWARDweakly similar to ( 158)SPL11_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned Ubox U-box PRK12678 PRK12323 ARM APC_basic PRK07764 PRK07003 Tymo_45kd_70kd	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_13010_PI403524517	2	0.14636278	0.2807188	-0.0545969	-0.09897518	-0.1353817	0.0545969	35_3722	"Cluster: Os09g0504900 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0504900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J0M9	"CHR1V7|COORD:18870751..18873507| similar to Os09g0504900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001063598.1); similar to predicted protein [Aedes"	AT1G50910.1	CHR09V5|COORD:19512264..19508826|protein expressed protein	LOC_Os09g32710.1	"no descriptionweakly similar to ( 179)AT1G50910| Symbols:  | similar to Os09g0504900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001063598.1); similar to predicted protein [Aedes aegypti] (GB:EAT38921.1) | chr1:18870751-18873507 REVERSE"	not assigned.unknown	35_2

CUST_16158_PI399408534	2	-0.4433279	-0.019861221	0.103272915	-0.18294954	0.20618153	0.019861221	35_46652	"Cluster: Putative receptor-like protein kinase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative receptor-like protein kinase - Oryza sativa (japonica"	UniRef90_Q69X95	CHR1V7|COORD:4924272..4926789| leucine-rich repeat transmembrane protein kinase, putative	AT1G14390.1	CHR06V5|COORD:23130655..23135331|protein ATP binding protein, putative, expressed	LOC_Os06g38970.1	 no descriptionvery weakly similar to (65.9)AT1G14390| Symbols:  | leucine-rich repeat transmembrane protein kinase, putative | chr1:4924272-4926789 FORWARDnot assigned not assigned not assigned 	signalling.receptor kinases.leucine rich repeat VI	30_2_6

CUST_179252_PI403524517	2	0.047828197	0.08823967	0.4046173	-0.18183422	-0.047828674	-0.13279581	35_49854	"Cluster: Hypothetical protein P0701D05.8; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0701D05.8 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q5VQI5	"CHR2V7|COORD:16874463..16876039| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G64190.1); similar to conserved hypothetical protein [Medicago"	AT2G40390.1	CHR01V5|COORD:3357462..3355334|protein expressed protein	LOC_Os01g07130.1	"no descriptionweakly similar to ( 144)AT2G40390| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G64190.1); similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE84883.1); contains InterPro domain Concanavalin A-like lectin/glucanase; (InterPro:IPR008985) | chr2:16874463-16876039 FORWARD"	not assigned.unknown	35_2

CUST_14683_PI403524517	2	-0.001405716	0.46066093	-0.19371033	0.060233116	-0.03057766	0.001405716	35_4226	"Cluster: Os06g0711800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0711800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D9K6	CHR5V7|COORD:25054730..25055338| invertase/pectin methylesterase inhibitor family protein / DC 1.2 homolog (FL5-2I22)	AT5G62350.1	CHR06V5|COORD:30105835..30104873|protein ripening-related protein, putative, expressed	LOC_Os06g49760.1	no descriptionweakly similar to ( 103)AT1G62770| Symbols:  | invertase/pectin methylesterase inhibitor family protein | chr1:23249750-23250501 REVERSEweakly similar to ( 102)21KD_DAUCA21 kDa protein precursor - Daucus carota (Carrot)not assigned not assigned PMEI PRK12323 PRK12678 PRK07764	misc.invertase/pectin methylesterase inhibitor family protein	26_18

CUST_6328_PI403524517	2	0.026119232	-0.33511353	-0.04439354	0.04332924	0.013195038	-0.0131931305	35_1752	"Cluster: Hypothetical protein P0005E02.120; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0005E02.120 - Oryza sativa (japonica"	UniRef90_Q7XIF7	"CHR4V7|COORD:10888539..10889510| similar to unknown protein [Phytophthora infestans] (GB:AAY43427.1); similar to Os07g0498300 [Oryza sativa (japonica"	AT4G20150.1	CHR07V5|COORD:18682787..18686196|protein expressed protein	LOC_Os07g31490.1	"no descriptionweakly similar to ( 131)AT4G20150| Symbols:  | similar to unknown protein [Phytophthora infestans] (GB:AAY43427.1); similar to Os07g0498300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001059709.1) | chr4:10888539-10889510 REVERSE"	not assigned.unknown	35_2

CUST_8796_PI403524517	2	0.033014297	0.30930996	-0.033013344	-0.06590843	-0.10180569	0.10958195	35_2465	"Cluster: Putative ubiquitin-specific protease 23; n=3; Oryza sativa (japonica cultivar-group)|Rep: Putative ubiquitin-specific protease 23 - Oryza sativa (japon"	UniRef90_Q5SMN6	"CHR5V7|COORD:23487444..23491223| UBP23 (UBIQUITIN-SPECIFIC PROTEASE 23); ubiquitin-specific protease"	AT5G57990.1	CHR06V5|COORD:4217604..4212120|protein ubiquitin-specific protease 23, putative, expressed	LOC_Os06g08530.3	"no descriptionweakly similar to ( 174)AT5G57990| Symbols: UBP23 | UBP23 (UBIQUITIN-SPECIFIC PROTEASE 23); ubiquitin-specific protease | chr5:23487444-23491223 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Peptidase_C19E UCH Peptidase_C19 Peptidase_C19D Peptidase_C19R Peptidase_C19K peptidase_C19C Peptidase_C19G Peptidase_C19L UBP12 Peptidase_C19A COG5077 Peptidase_C19B UBP5 Peptidase_C19H Peptidase_C19O Peptidase_C19F Peptidase_C19M Peptidase_C19N"	protein.degradation.ubiquitin.ubiquitin protease	29_5_11_5

CUST_181454_PI403524517	2	0.22230434	-1.1971197	-0.208642	0.044377327	-0.044377327	0.1398511	35_50453	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_83678_PI403524517	2	-0.06518602	-0.37264347	-0.29206896	0.0651865	0.12736034	0.11701393	35_23989	"Cluster: Lustrin A-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Lustrin A-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8RZF8	"CHR1V7|COORD:10136362..10139068| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G34070.1); similar to unknown [Pisum sativum] (GB:ABA29158.1);"	AT1G29050.1	CHR01V5|COORD:26700949..26695246|protein expressed protein	LOC_Os01g46350.1	" no descriptionweakly similar to ( 145)AT1G29050| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G34070.1); similar to unknown [Pisum sativum] (GB:ABA29158.1); contains InterPro domain Protein of unknown function DUF231, plant; (InterPro:IPR004253) | chr1:10136362-10139068 REVERSEDUF231 "	not assigned.unknown	35_2

CUST_11193_PI403524517	2	0.22166061	-0.77301025	-0.15002346	-0.0044784546	0.044644356	0.0044784546	35_3172	"Cluster: Putative placental protein 6; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative placental protein 6 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7EYZ3	CHR3V7|COORD:2531988..2534283| rhomboid protein-related	AT3G07950.1	CHR07V5|COORD:27549137..27553521|protein transmembrane protein 115, putative, expressed	LOC_Os07g46170.1	no descriptionmoderately similar to ( 288)AT3G07950| Symbols:  | rhomboid protein-related | chr3:2531988-2534283 FORWARDnot assigned DUF1751 COG0705	not assigned.no ontology	35_1

CUST_21533_PI403524517	2	0.020342827	0.01580429	-0.01580429	-0.18341923	-0.2763281	0.058963776	35_6249	Rep: H0818E11.2 protein - Oryza sativa (Rice)	UniRef90_Q25AF0	0	0	CHR04V5|COORD:31110670..31112273|protein expressed protein	LOC_Os04g52650.1	no description	not assigned.unknown	35_2

CUST_23290_PI399408534	2	0.030477524	0.15124416	-0.023972511	-0.14118195	0.023972511	-0.0324049	35_33963	"Cluster: Os01g0672700 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os01g0672700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JKI4	CHR5V7|COORD:21843959..21847084| nucleotidyltransferase family protein	AT5G53770.1	CHR01V5|COORD:27951468..27957210|protein PAP associated domain-containing protein 5, putative, expressed	LOC_Os01g48210.1	no descriptionweakly similar to ( 107)AT5G53770| Symbols:  | nucleotidyltransferase family protein | chr5:21843959-21847084 FORWARDnot assigned	RNA.processing	27_1

CUST_16748_PI404877155	2	-0.0022506714	0.0062704086	-0.084394455	-0.04153633	0.010417938	0.0022506714	HF23D07r_s_at	glycine-rich RNA-binding protein-like [Arabidopsis thaliana]	AAM62695.1	RNA recognition motif (RRM)-containing protein	At5g19960.1	protein glycine-rich RNA-binding protein, putative	Os02g11750	glycine-rich RNA-binding protein/NF-X1  T01688	RNA.RNA binding	27_4

CUST_12359_PI399408534	2	0.00916481	0.0072541237	-0.007253647	0.020930767	-0.007502079	-0.10129404	35_1771	"Cluster: U2 snRNP auxiliary factor, small subunit; n=2; Oryza sativa|Rep: U2 snRNP auxiliary factor, small subunit - Oryza sativa (Rice)"	UniRef90_Q9ZQW9	CHR5|COORD:17187440..17188932| U2 snRNP auxiliary factor small subunit, putative, strong similarity to U2 snRNP auxiliary factor, small subunit (Oryza sativa) G	AT5G42820.1	CHR05V5|COORD:27996940..27999691|protein splicing factor U2af 38 kDa subunit, putative, expressed	LOC_Os05g48960.3	no descriptionmoderately similar to ( 347)AT1G27650| Symbols: ATU2AF35A | ATU2AF35A | chr1:9615289-9616029 FORWARDnot assigned not assigned not assigned not assigned not assigned	RNA.processing.splicing	27_1_1

CUST_13662_PI399408534	2	-0.030990124	0.4580593	0.12221241	-0.025259972	0.025259972	-0.4361372	35_36955	"Cluster: Putative zinc finger (C3HC4-type RING finger) protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative zinc finger (C3HC4-type RING finger) p"	UniRef90_Q69PX0	"CHR4V7|COORD:12924456..12928681| RIN2 (RPM1 INTERACTING PROTEIN 2); protein binding / zinc ion binding"	AT4G25230.1	CHR07V5|COORD:17753652..17742307|protein protein binding protein, putative, expressed	LOC_Os07g30100.2	"no descriptionweakly similar to ( 137)AT4G25230| Symbols: RIN2 | RIN2 (RPM1 INTERACTING PROTEIN 2); protein binding / zinc ion binding | chr4:12924456-12928681 FORWARDnot assigned"	RNA.regulation of transcription.Alfin-like	27_3_2

CUST_13527_PI399408534	2	-0.761456	-0.1024189	-0.57779646	0.1024189	0.31289482	1.1539421	35_21025	"Cluster: Os02g0132500 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0132500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E476	"CHR4V7|COORD:16522454..16522933| GBF6 (G-box binding factor 6); DNA binding / transcription factor"	AT4G34590.1	CHR02V5|COORD:1697219..1695454|protein ocs element-binding factor 1, putative, expressed	LOC_Os02g03960.1	" no descriptionvery weakly similar to (52.4)AT4G34590| Symbols: ATBZIP11, ATB2, BZIP11, GBF6 | GBF6 (G-box binding factor 6); DNA binding / transcription factor | chr4:16522454-16522933 FORWARD"	RNA.regulation of transcription.bZIP transcription factor family	27_3_35

CUST_61107_PI403524517	2	0.09514427	-0.025056839	0.022206306	0.034677505	-0.022205353	-0.07583332	35_17433	"Cluster: Putative CLP protease regulatory subunit CLPX; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative CLP protease regulatory subunit CLPX - Oryza s"	UniRef90_Q5N8G6	"CHR5V7|COORD:21661286..21664729| CLPX (Clp protease regulatory subunit X); ATPase"	AT5G53350.1	CHR01V5|COORD:38853257..38847481|protein ATP-dependent Clp protease ATP-binding subunit clpX, putative, expressed	LOC_Os01g66330.1	"no descriptionweakly similar to ( 121)AT5G53350| Symbols: CLPX | CLPX (Clp protease regulatory subunit X); ATPase | chr5:21661286-21664729 FORWARDnot assigned clpX ClpX hslU"	protein.degradation.serine protease	29_5_5

CUST_85239_PI403524517	2	-0.9536238	-1.555315	0.048722744	0.59936094	0.56803226	-0.04872322	35_24420	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10LU6	CHR5V7|COORD:1550274..1550822| unknown protein	AT5G05220.1	CHR03V5|COORD:12338555..12338091|protein expressed protein	LOC_Os03g21650.1	no descriptionvery weakly similar to (58.5)AT5G05220| Symbols:  | unknown protein | chr5:1550274-1550822 FORWARDnot assigned PRK12323	not assigned.unknown	35_2

CUST_72402_PI403524517	2	0.045463562	-0.5213394	-0.0031776428	0.0048828125	0.0031776428	-0.039237976	35_20752	"Cluster: Putative GAG-POL; n=1; Aegilops tauschii|Rep: Putative GAG-POL - Aegilops tauschii (Tausch's goatgrass) (Aegilops squarrosa)"	UniRef90_Q7XZE3	CHR2|COORD:16576508..16577595| complex 1 family protein / LVR family protein, contains Pfam PF05347: Complex 1 protein (LYR family)	AT2G39725.2	CHR03V5|COORD:22729061..22723096|protein retrotransposon protein, putative, unclassified	LOC_Os03g40970.1	no descriptionvery weakly similar to (99.4)AT2G39725| Symbols:  | complex 1 family protein / LVR family protein | chr2:16577148-16577420 FORWARDnot assigned rve Complex1_LYR	not assigned.no ontology	35_1

CUST_9860_PI404877155	2	-0.15387058	-0.5063057	0.020524025	-0.020524979	0.031306267	0.037683487	Contig3584_at	putative transcription factor [Oryza sativa (japonica cultivar-group)]	AAO20058.1	nascent polypeptide-associated complex (NAC) domain-containing protein	At1g73230.1	protein putative transcription factor	Os03g63400	NONE	RNA.regulation of transcription.NAC domain transcription factor family	27_3_27

CUST_2936_PI403524517	2	0.006474495	-0.16769314	-0.09848595	0.07244873	0.031778336	-0.0064735413	35_801	"Cluster: Heterogeneous nuclear ribonucleoprotein, putative, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Heterogeneous nuclear"	UniRef90_Q2RAY1	CHR5V7|COORD:26416838..26417979| RNA binding	AT5G66010.1	CHR11V5|COORD:1550980..1553325|protein RNA binding protein, putative, expressed	LOC_Os11g03890.1	no descriptionweakly similar to ( 114)AT5G66010| Symbols:  | RNA binding | chr5:26416838-26417979 FORWARDnot assigned not assigned not assigned	not assigned.no ontology	35_1

CUST_11797_PI403524517	2	0.082393646	-0.956584	0.10627031	-0.06407261	-4.749298E-4	4.749298E-4	35_3354	"Cluster: Desiccation-related protein PCC13-62, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Desiccation-related protein PCC13-62, putat"	UniRef90_Q10LK1	"CHR3V7|COORD:23218979..23220412| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G47980.1); similar to Os03g0345300 [Oryza sativa (japonica"	AT3G62730.1	CHR03V5|COORD:12852389..12850463|protein desiccation-related protein PCC13-62 precursor, putative, expressed	LOC_Os03g22470.1	"no descriptionmoderately similar to ( 329)AT3G62730| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G47980.1); similar to Os03g0345300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001050089.1); similar to H0502B11.4 [Oryza sativa (indica cultivar-group)] (GB:CAH66524.1) | chr3:23218979-23220412 REVERSE"	not assigned.unknown	35_2

CUST_105906_PI403524517	2	-0.08721256	0.38627625	-0.0072689056	-0.12762642	0.010910988	0.0072698593	35_30153	Rep: H0512B01.6 protein - Oryza sativa (Rice)	UniRef90_Q25AF8	"CHR3V7|COORD:3211281..3215149| APUM4 (ARABIDOPSIS PUMILIO 4); RNA binding"	AT3G10360.1	CHR04V5|COORD:6889469..6882671|protein pumilio-family RNA binding repeat containing protein, expressed	LOC_Os04g12480.1	"no descriptionweakly similar to ( 103)AT3G10360| Symbols: APUM4 | APUM4 (ARABIDOPSIS PUMILIO 4); RNA binding | chr3:3211281-3215149 REVERSEnot assigned"	not assigned.no ontology.pumilio/Puf RNA-binding domain-containing protein	35_1_12

CUST_83685_PI403524517	2	-0.019842148	0.018083572	-0.018083572	-0.12670135	0.045985222	0.034879684	35_23991	"Cluster: Os07g0134400 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os07g0134400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D8R8	CHR4V7|COORD:11316988..11319077| bacterial transferase hexapeptide repeat-containing protein	AT4G21220.1	CHR07V5|COORD:1834039..1831231|protein UDP-3-O- glucosamine N-acyltransferase, putative, expressed	LOC_Os07g04200.1	no descriptionweakly similar to ( 193)AT4G21220| Symbols:  | bacterial transferase hexapeptide repeat-containing protein | chr4:11316988-11319077 REVERSElpxD LpxD LbetaH PRK05289 LpxA	not assigned.no ontology	35_1

CUST_16481_PI399408534	2	-0.84146786	-0.4242339	0.63212967	2.2640934	0.03928423	-0.03928423	35_4266	"Cluster: Hypothetical protein P0519E12.112; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0519E12.112 - Oryza sativa (japonica cultivar"	UniRef90_Q8LHN5	CHR5V7|COORD:15900498..15901112| calcium-binding EF hand family protein	AT5G39670.1	CHR07V5|COORD:26206842..26207776|protein EF hand family protein, expressed	LOC_Os07g43800.1	no descriptionvery weakly similar to (61.2)AT5G39670| Symbols:  | calcium-binding EF hand family protein | chr5:15900498-15901112 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12678 DUF566 TT_ORF1 DUF1509 PRK07003	signalling.calcium	30_3

CUST_102959_PI403524517	2	-0.3754673	0.28567123	-0.026963234	0.026964188	-0.20439339	0.10500431	35_29360	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_7197_PI404877155	2	-0.06573534	2.453123	-0.47254753	0.18831015	-0.0020823479	0.0020823479	Contig21005_at	putative Cys2/His2 zinc-finger protein [Oryza sativa (japonica cultivar-group)]	AAO65858.1	zinc finger (C2H2 type) family protein (ZAT7)	At3g46090.1	protein putative Cys2/His2 zinc-finger protein	Os03g60570	"zinc finger (C2H2 type) family protein (ZAT7), identical to zinc finger protein ZAT7 (Arabidopsis thaliana) gi:1418341:emb:CAA67234; contains Pfam domain, PF00096: Zinc finger, C2H2 type"	RNA.regulation of transcription.C2H2 zinc finger family	27_3_11

CUST_43671_PI403524517	2	0.26619625	0.60780144	0.08409977	-0.08409977	-0.2246666	-0.16295624	35_12532	Rep: MLA1-2 - Hordeum vulgare var. distichum (Two-rowed barley)	UniRef90_Q84YI2	0	0	CHR02V5|COORD:10780756..10776282|protein stripe rust resistance protein Yr10, putative	LOC_Os02g18510.1	no description	not assigned.unknown	35_2

CUST_48307_PI403524517	2	0.06319809	0.056764603	-0.06344414	-0.056764603	-0.34393215	0.2559185	35_13807	"Cluster: Ubiquitin/60s ribosomal protein L40 fusion; n=14; Eukaryota|Rep: Ubiquitin/60s ribosomal protein L40 fusion - Ostreococcus tauri"	UniRef90_Q00Y36	"CHR5V7|COORD:6973317..6974465| UBQ4 (ubiquitin 4); protein binding"	AT5G20620.1	CHR06V5|COORD:28400733..28403579|protein polyubiquitin containing 7 ubiquitin monomers, putative, expressed	LOC_Os06g46770.3	"no descriptionmoderately similar to ( 296)AT5G03240| Symbols: UBQ3 | UBQ3 (POLYUBIQUITIN 3); protein binding | chr5:771975-772895 REVERSEweakly similar to ( 150)UBIQ_WHEATUbiquitin - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned Ubiquitin ubiquitin UBQ Nedd8 UBL AN1_N RAD23_N Scythe_N UBQ parkin_N Fubi GDX_N SF3a120_C NIRF_N ISG15_repeat2 UBI4 hPLIC_N"	protein.degradation.ubiquitin.ubiquitin	29_5_11_1

CUST_6267_PI403524517	2	0.27258396	-0.6423063	0.03197956	0.061365604	-0.031979084	-0.22971487	35_1736	"Cluster: At1g05520/T25N20_16; n=2; Oryza sativa (japonica cultivar-group)|Rep: At1g05520/T25N20_16 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53NR8	CHR3V7|COORD:8513673..8517736| transport protein, putative	AT3G23660.1	CHR11V5|COORD:13514550..13522201|protein protein transport protein Sec23A, putative, expressed	LOC_Os11g24560.1	 no descriptionmoderately similar to ( 244)AT1G05520| Symbols:  | transport protein, putative | chr1:1631125-1635702 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned SEC23 Sec23-like Sec23_trunk trunk_domain zf-Sec23_Sec24 COG5028 PRK07003 Atrophin-1 Tymo_45kd_70kd DUF566 PRK12323 KAR9 	protein.targeting.secretory pathway.golgi	29_3_4_2

CUST_165248_PI403524517	2	0.18660688	-0.09851694	0.106025696	-0.10614729	0.09851694	-0.2818141	35_46052	"Cluster: Hypothetical protein OSJNBa0065C11.1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0065C11.1 - Oryza sativa (japonica cu"	UniRef90_Q5W6X5	CHR3V7|COORD:2624700..2626885| metal transporter family protein	AT3G08650.1	CHR05V5|COORD:14528126..14519682|protein metal ion transporter, putative, expressed	LOC_Os05g25194.2	no description	not assigned.unknown	35_2

CUST_105561_PI403524517	2	0.05724001	0.14055204	0.06482363	-0.05724001	-0.091837406	-0.60167074	35_30062	"Cluster: Putative ubiquitin conjugating enzyme 11; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ubiquitin conjugating enzyme 11 - Oryza sativa (jap"	UniRef90_Q6Z668	"CHR3V7|COORD:2641493..2642495| UBC11 (ubiquitin-conjugating enzyme 11); ubiquitin-protein ligase"	AT3G08690.1	CHR02V5|COORD:29914469..29913385|protein ubiquitin-conjugating enzyme E2-17 kDa 11, putative, expressed	LOC_Os02g48910.1	"no descriptionweakly similar to ( 138)AT3G08690| Symbols: UBC11 | UBC11 (ubiquitin-conjugating enzyme 11); ubiquitin-protein ligase | chr3:2641493-2642495 FORWARDvery weakly similar to (90.5)UBC2_WHEATUbiquitin-conjugating enzyme E2-17 kDa - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG5078 UBCc UQ_con UBCc PRK12323"	protein.degradation.ubiquitin.E2	29_5_11_3

CUST_7437_PI403524517	2	0.14315367	-0.3065338	-0.17584133	0.17181826	0.03822899	-0.03822899	35_2067	"Cluster: Mitochondrial import receptor subunit TOM40, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Mitochondrial import receptor"	UniRef90_Q10M45	"CHR3V7|COORD:6967691..6970253| TOM40 (translocase of the outer mitochondrial membrane 40); voltage-gated ion-selective channel"	AT3G20000.1	CHR03V5|COORD:11721422..11726789|protein mitochondrial import receptor subunit TOM40 homolog 1, putative, expressed	LOC_Os03g20750.1	"no descriptionmoderately similar to ( 429)AT3G20000| Symbols: TOM40 | TOM40 (translocase of the outer mitochondrial membrane 40); voltage-gated ion-selective channel | chr3:6967691-6970253 FORWARDnot assigned not assigned Porin_3"	protein.targeting.mitochondria	29_3_2

CUST_20950_PI399408534	2	-0.0141325	0.41474724	0.02913475	-0.17401028	0.0141325	-0.13702202	35_19768	"Cluster: Hypothetical protein P0724B10.5; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0724B10.5 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6YVK1	"CHR1V7|COORD:11326455..11329748| ATROPGEF14/ROPGEF14 (KINASE PARTNER PROTEIN-LIKE); Rho guanyl-nucleotide exchange factor"	AT1G31650.1	CHR02V5|COORD:28953256..28947034|protein pollen-specific kinase partner protein, putative, expressed	LOC_Os02g47420.3	" no descriptionmoderately similar to ( 474)AT1G31650| Symbols: ATROPGEF14, ROPGEF14 | ATROPGEF14/ROPGEF14 (KINASE PARTNER PROTEIN-LIKE); Rho guanyl-nucleotide exchange factor | chr1:11326455-11329748 REVERSEPRONE "	signalling.G-proteins	30_5

CUST_7034_PI403524517	2	0.020694733	0.20913124	0.030823708	-0.07473564	-0.020693779	-0.050700188	35_1951	"Cluster: Putative root border cell-specific protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative root border cell-specific protein - Oryza sativa"	UniRef90_Q6ZL16	CHR3V7|COORD:999674..1002003| FMN binding	AT3G03890.1	CHR07V5|COORD:23198087..23192509|protein root border cell-specific protein, putative, expressed	LOC_Os07g38620.1	no descriptionmoderately similar to ( 349)AT3G03890| Symbols:  | FMN binding | chr3:999844-1002003 REVERSEHugZ	not assigned.unknown	35_2

CUST_134955_PI403524517	2	-0.12778187	-0.19395924	0.7067356	0.37009764	-0.11251259	0.112513065	35_37862	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_155284_PI403524517	2	0.042201996	-0.16340828	-0.069036484	0.036302567	0.5495424	-0.036302567	35_43377	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_20321_PI403524517	2	0.08672333	0.68446255	-0.2125578	-0.0702734	-0.10641956	0.070272446	35_5889	"Cluster: Hypothetical protein OJ1007_H05.10; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1007_H05.10 - Oryza sativa (japonica cultiv"	UniRef90_Q6L5C0	"CHR4V7|COORD:13785654..13787338| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G27620.2); similar to unknown protein [Oryza sativa (japonica"	AT4G27610.2	CHR05V5|COORD:29191526..29187966|protein expressed protein	LOC_Os05g51000.3	"no descriptionmoderately similar to ( 259)AT4G27610| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G27620.2); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD29314.1) | chr4:13785654-13787338 REVERSE"	not assigned.unknown	35_2

CUST_70382_PI403524517	2	-0.04030323	0.11414623	0.0309515	-0.030952454	-0.23375416	0.07176781	35_20160	"Cluster: Hypothetical protein P0678F11.22-2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0678F11.22-2 - Oryza sativa (japonica"	UniRef90_Q5JLM3	CHR5|COORD:19748399..19750251| zinc finger (C3HC4-type RING finger) family protein, contains Pfam profile: PF00097 zinc finger, C3HC4 type (RING finger)	AT5G48655.3	CHR09V5|COORD:19506572..19502940|protein ubiquitin-protein ligase/ zinc ion binding protein, putative, expressed	LOC_Os09g32690.2	no descriptionvery weakly similar to (71.6)AT5G48655| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr5:19748801-19749712 REVERSEnot assigned not assigned not assigned not assigned not assigned PEX10 RING RING	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_16113_PI403524517	2	0.094301224	-0.77710533	-0.03980732	-0.077794075	0.039806366	0.05346203	35_4648	"Cluster: Putative meiotic serine proteinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative meiotic serine proteinase - Oryza sativa (japonica cultiv"	UniRef90_Q5Z852	CHR4V7|COORD:14678257..14681768| subtilase family protein	AT4G30020.1	CHR06V5|COORD:29433358..29440101|protein SLP3, putative, expressed	LOC_Os06g48650.3	no descriptionhighly similar to ( 572)AT4G30020| Symbols:  | subtilase family protein | chr4:14678257-14681768 FORWARDnot assigned Peptidase_S8 PA_subtilisin_like DUF1034 AprE	protein.degradation.subtilases	29_5_1

CUST_33609_PI399408534	2	1.718039	0.47641325	-0.02441454	0.018369675	-0.018370152	-0.35848522	35_7595	"Cluster: Os01g0202500 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0202500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JPT7	CHR1V7|COORD:29572263..29573555| zinc finger (B-box type) family protein	AT1G78600.1	CHR01V5|COORD:5636571..5638295|protein B-box zinc finger family protein, expressed	LOC_Os01g10580.1	no descriptionweakly similar to ( 121)AT1G78600| Symbols:  | zinc finger (B-box type) family protein | chr1:29572263-29573555 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TT_ORF1 BBOX BBOX PRK07003	RNA.regulation of transcription.C2C2(Zn) CO-like, Constans-like zinc finger family	27_3_7

CUST_171012_PI403524517	2	0.04878044	0.40782833	-0.050795555	-0.04878044	0.090724945	-0.054148674	35_47636	"Cluster: Glycyl-tRNA synthetase 1, mitochondrial precursor; n=3; Arabidopsis thaliana|Rep: Glycyl-tRNA synthetase 1, mitochondrial precursor - Arabidopsis thali"	UniRef90_O23627	CHR1V7|COORD:10459646..10462765| glycyl-tRNA synthetase / glycine--tRNA ligase	AT1G29880.1	CHR08V5|COORD:26767493..26771791|protein glycyl-tRNA synthetase 1, mitochondrial precursor, putative, expressed	LOC_Os08g42560.1	no descriptionvery weakly similar to (58.2)AT1G29880| Symbols:  | glycyl-tRNA synthetase / glycine--tRNA ligase | chr1:10459646-10462765 REVERSEnot assigned	protein.aa activation.glycine-tRNA ligase	29_1_14

CUST_4159_PI403524517	2	0.096666336	-0.23580551	-0.015763283	-0.011231422	0.025482178	0.011232376	35_1150	"Cluster: P0402A09.25 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: P0402A09.25 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7F2E5	CHR5V7|COORD:4526880..4528255| translocon-associated protein beta (TRAPB) family protein	AT5G14030.1	CHR01V5|COORD:144847..147375|protein translocon-associated protein beta containing protein, expressed	LOC_Os01g01307.1	no descriptionweakly similar to ( 119)AT5G14030| Symbols:  | translocon-associated protein beta (TRAPB) family protein | chr5:4526880-4528255 FORWARDnot assigned TRAP_beta	not assigned.no ontology	35_1

CUST_30291_PI399408534	2	-0.12518597	0.044002533	-0.044002533	0.06532478	-0.124762535	0.11365795	35_18976	"Cluster: MAP3K-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: MAP3K-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69U53	CHR1V7|COORD:18411396..18413136| phospholipase C	AT1G49740.1	CHR08V5|COORD:194084..189472|protein MAP3K-like protein kinase, putative, expressed	LOC_Os08g01310.1	no descriptionmoderately similar to ( 394)AT4G36945| Symbols:  | phospholipase C | chr4:17420124-17422043 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07764 TT_ORF1 Drf_FH1 Extensin_2 Atrophin-1 PRK07003 PRK05648 Tymo_45kd_70kd COG5373 DUF605 Pneumo_att_G DUF1421 PRK00708 HPC2 PRK08770 Protamine_P1 PRK08853 PRK11633 GRASP55_65 BASP1 PRK06975 APC_basic	not assigned.unknown	35_2

CUST_83504_PI403524517	2	0.3084898	0.004889488	-0.1027441	-0.004889488	0.18179321	-0.123957634	35_23941	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XDP3	"CHR5V7|COORD:1209930..1212377| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G10440.1); similar to hypothetical protein [Oryza sativa (japonica"	AT5G04320.1	CHR10V5|COORD:16437453..16439611|protein shugoshin-1, putative, expressed	LOC_Os10g31930.1	" no descriptionvery weakly similar to (69.7)AT5G04320| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G10440.1); similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:BAD36062.1); contains InterPro domain Shugoshin, C-terminal; (InterPro:IPR011515) | chr5:1209614-1212377 FORWARDvery weakly similar to (82.4)SGO1_MAIZEShugoshin-1 - Zea mays (Maize)"	not assigned.unknown	35_2

CUST_77825_PI403524517	2	0.066752434	-0.20100307	-0.09727764	-0.0027561188	0.021250725	0.0027561188	35_22312	"Cluster: Beta 1,3-glycosyltransferase-like protein I; n=2; Oryza sativa|Rep: Beta 1,3-glycosyltransferase-like protein I - Oryza sativa (Rice)"	UniRef90_Q8L6H3	CHR5V7|COORD:21658271..21660421| galactosyltransferase family protein	AT5G53340.1	CHR08V5|COORD:18110740..18116684|protein beta-1,3-galactosyltransferase sqv-2, putative, expressed	LOC_Os08g29710.1	 no descriptionmoderately similar to ( 441)AT5G53340| Symbols:  | transferase, transferring hexosyl groups | chr5:21658271-21660421 REVERSEnot assigned not assigned Galactosyl_T 	protein.glycosylation	29_7

CUST_15843_PI403524517	2	-0.08785534	-0.24739742	0.067474365	0.012420654	-0.012419701	0.16802979	35_4573	"Cluster: Hypothetical protein P0684A08.40; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0684A08.40 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6ESP2	CHR4V7|COORD:10275928..10278502| leucine-rich repeat family protein / extensin family protein	AT4G18670.1	CHR02V5|COORD:27256101..27257719|protein expressed protein	LOC_Os02g45000.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07003 Herpes_BLLF1 Tymo_45kd_70kd Atrophin-1 HPC2 PRK07764	not assigned.unknown	35_2

CUST_23365_PI403524517	2	0.044700623	-0.52427006	-0.11945152	0.050584793	0.068642616	-0.044700623	35_6791	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_116640_PI403524517	2	0.020496368	0.24953747	-0.13039303	0.17007351	-0.30330658	-0.020497322	35_33062	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_157508_PI403524517	2	0.323246	-0.658607	-0.049559593	0.7466898	0.049559593	-0.5643635	35_43980	"Cluster: Os06g0612900 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os06g0612900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DAZ2	"CHR5V7|COORD:4097791..4101521| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G12950.1); similar to Os06g0612900 [Oryza sativa (japonica"	AT5G12960.1	CHR06V5|COORD:24499974..24494063|protein expressed protein	LOC_Os06g41020.1	"no descriptionmoderately similar to ( 248)AT5G12960| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G12950.1); similar to Os06g0612900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001058067.1); similar to Os02g0195500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001046185.1); similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:BAD35522.1); contains InterPro domain Protein of unknown function DUF1680; (InterPro:IPR012878) | chr5:4097791-4101521 FORWARDDUF1680 COG3533"	not assigned.unknown	35_2

CUST_42872_PI403524517	2	-0.17251968	-0.17453861	0.12937546	0.0346756	-0.0284338	0.028434753	35_12311	"Cluster: Leaf senescence related protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Leaf senescence related protein-like - Oryza sativa (japonica cu"	UniRef90_Q5NA51	"CHR1V7|COORD:18084701..18086318| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G06080.2); similar to Os01g0880400 [Oryza sativa (japonica"	AT1G48880.1	CHR01V5|COORD:38543984..38539701|protein expressed protein	LOC_Os01g65800.1	" no descriptionvery weakly similar to (63.9)AT1G48880| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G06080.2); similar to Os01g0880400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001044993.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABA91480.2); similar to Os05g0426300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001055601.1); contains InterPro domain Protein of unknown function DUF231, plant; (InterPro:IPR004253) | chr1:18084701-18086318 FORWARDDUF231 "	not assigned.unknown	35_2

CUST_32672_PI399408534	2	-0.05659485	0.41951847	-0.042040825	-0.07507515	0.17895699	0.042040825	35_38470	"Cluster: Os09g0510700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0510700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J0G6	CHR5V7|COORD:4255926..4262021| SFC (SCARFACE, VASCULAR NETWORK DEFECTIVE 3)	AT5G13300.1	CHR09V5|COORD:19830851..19823250|protein VAN3, putative, expressed	LOC_Os09g33600.1	 no descriptionweakly similar to ( 103)AT5G13300| Symbols: VAN3, SFC | SFC (SCARFACE, VASCULAR NETWORK DEFECTIVE 3) | chr5:4255926-4262021 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned ANK Arp 	signalling.G-proteins	30_5

CUST_4668_PI399408534	2	0.032485962	0.21690369	-0.032485962	-0.06711531	0.12303448	-0.20526218	35_37712	"Cluster: N-acetylglucosaminyl transferase component; n=1; Medicago truncatula|Rep: N-acetylglucosaminyl transferase component - Medicago truncatula (Barrel medi"	UniRef90_Q2HRH2	CHR3V7|COORD:21170599..21173238| N-acetylglucosaminyl transferase component family protein / Gpi1 family protein	AT3G57170.1	CHR05V5|COORD:12608441..12597700|protein N-acetylglucosaminyl transferase component, putative, expressed	LOC_Os05g22370.3	no descriptionweakly similar to ( 138)AT3G57170| Symbols:  | N-acetylglucosaminyl transferase component family protein / Gpi1 family protein | chr3:21170599-21173238 REVERSEnot assigned Gpi1	RNA.regulation of transcription.unclassified	27_3_99

CUST_68054_PI403524517	2	0.05112934	0.0056705475	0.04521656	-0.11057091	-0.0056705475	-0.091119766	35_19448	Rep: 10A19I.10 protein - Oryza sativa (Rice)	UniRef90_Q9XHV6	CHR2V7|COORD:7955604..7957178| anaphase-promoting complex, subunit 10 family / APC10 family	AT2G18290.1	CHR05V5|COORD:28771533..28774546|protein anaphase-promoting complex subunit 10, putative, expressed	LOC_Os05g50360.1	 no descriptionmoderately similar to ( 302)AT2G18290| Symbols:  | anaphase-promoting complex, subunit 10 family / APC10 family | chr2:7955604-7957178 REVERSEnot assigned not assigned not assigned not assigned APC10 DOC1 PRK07764 TT_ORF1 	cell.division	31_2

CUST_124800_PI403524517	2	0.07764435	0.5648737	0.02837658	-0.064492226	-0.028377533	-0.034662247	35_35169	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_148343_PI403524517	2	0.24966335	-0.07259941	0.1497817	0.07259941	-0.16510963	-0.0870471	35_41501	0	0		0	CHR02V5|COORD:7028304..7026617|protein expressed protein	LOC_Os02g13190.1	no description	not assigned.unknown	35_2

CUST_152852_PI403524517	2	0.082154274	0.0361681	-0.048742294	0.13228893	-0.08558655	-0.036169052	35_42722	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_178622_PI403524517	2	0.3429308	0.5734987	-0.008984566	-0.073699	-0.104216576	0.008984566	35_49679	Rep: Respiratory burst oxidase protein B - Oryza sativa (indica cultivar-group)	UniRef90_Q6J2K5	CHR5V7|COORD:19414811..19418994| RBOHD (RESPIRATORY BURST OXIDASE PROTEIN D)	AT5G47910.1	CHR01V5|COORD:14610418..14603777|protein respiratory burst oxidase 2, putative, expressed	LOC_Os01g25820.1	"no descriptionmoderately similar to ( 248)AT1G09090| Symbols: ATRBOHB | ATRBOHB (RESPIRATORY BURST OXIDASE HOMOLOG B); FAD binding / calcium ion binding / iron ion binding / oxidoreductase | chr1:2932745-2935592 FORWARDnot assigned Ferric_reduct"	stress.biotic.respiratory burst	20_1_1

CUST_78429_PI403524517	2	0.08753586	-0.39094257	0.016884804	-0.016884804	0.26151752	-0.084145546	35_22487	"Cluster: Hypothetical protein OJ1582_D10.20; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1582_D10.20 - Oryza sativa (japonica cultiv"	UniRef90_Q6ZL47	CHR4V7|COORD:15259779..15260853| ribosomal protein L28 family protein	AT4G31460.1	CHR07V5|COORD:21577638..21572741|protein 60S ribosomal protein L24, mitochondrial precursor, putative, expressed	LOC_Os07g36090.3	no descriptionmoderately similar to ( 212)AT4G31460| Symbols:  | ribosomal protein L28 family protein | chr4:15259779-15260853 REVERSEnot assigned not assigned RpmB rpmB Ribosomal_L28	protein.synthesis.mito/plastid ribosomal protein.mitochondrial	29_2_1_2

CUST_38550_PI403524517	2	0.12304592	0.2068243	-0.123045444	-0.2900138	-0.45778942	0.17154884	35_11093	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10KN0	CHR5V7|COORD:3974375..3978067| similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABF96236.1)	AT5G12290.1	CHR03V5|COORD:14894309..14903036|protein expressed protein	LOC_Os03g26030.1	no descriptionvery weakly similar to (82.0)AT5G12290| Symbols:  | similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABF96236.1) | chr5:3974375-3978067 REVERSE	not assigned.no ontology	35_1

CUST_67025_PI403524517	2	-0.27778816	-0.3144207	0.9475317	0.27778816	0.41072655	-0.4005251	35_19143	Rep: F4H5.11 protein - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q9M9Y7	CHR1V7|COORD:2089537..2091442| lipase class 3 family protein	AT1G06800.1	CHR01V5|COORD:26627042..26629913|protein lipase-like protein, putative, expressed	LOC_Os01g46250.1	no descriptionweakly similar to ( 137)AT1G06800| Symbols:  | lipase class 3 family protein | chr1:2090108-2091442 REVERSEnot assigned	lipid metabolism.lipid degradation.lipases.triacylglycerol lipase	11_9_2_1

CUST_181046_PI403524517	2	0.4370656	0.0021252632	-0.16577959	0.116396904	-0.00212574	-0.052851677	35_50347	"Cluster: Hypothetical protein OSJNBa0011N12.31; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0011N12.31 - Oryza sativa (japonica"	UniRef90_Q6K503	CHR1V7|COORD:11399903..11405702| actin binding	AT1G31810.1	CHR02V5|COORD:8455935..8453871|protein F-box domain containing protein, expressed	LOC_Os02g15160.1	no descriptionnot assigned PRK12323	not assigned.unknown	35_2

CUST_10123_PI399408534	2	-0.120838165	1.100749	0.34774303	-0.29537487	-0.06766224	0.06766224	35_15788	"Cluster: Pre-mRNA splicing factor; n=4; Oryza sativa|Rep: Pre-mRNA splicing factor - Oryza sativa (Rice)"	UniRef90_Q9FR79	"CHR3V7|COORD:20572001..20574479| SCL30 (SC35-like splicing factor 30); RNA binding"	AT3G55460.1	CHR12V5|COORD:23559945..23556100|protein SR repressor protein, putative, expressed	LOC_Os12g38430.1	"no descriptionweakly similar to ( 149)AT3G55460| Symbols: SCL30 | SCL30 (SC35-like splicing factor 30); RNA binding | chr3:20572001-20574479 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG0724 RRM RRM_1 DUF1777"	RNA.processing.splicing	27_1_1

CUST_139346_PI403524517	2	0.1425457	0.2802968	-0.028634548	0.028635025	-0.10556126	-0.350955	35_39082	"Cluster: PREDICTED: hypothetical protein LOC69765; n=2; Mus musculus|Rep: PREDICTED: hypothetical protein LOC69765 - Mus musculus"	UniRef90_UPI0000D667AF	CHR5V7|COORD:7786176..7792083| HUA2 (ENHANCER OF AG-4 2)	AT5G23150.1	CHR01V5|COORD:401204..400494|protein conserved hypothetical protein	LOC_Os01g01760.1	no description	not assigned.unknown	35_2

CUST_10037_PI403524517	2	0.013826847	-0.55424833	0.027871609	0.019069672	-0.15152407	-0.013827324	35_2836	"Cluster: Putative thioredoxin peroxidase 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative thioredoxin peroxidase 1 - Oryza sativa (japonica cultivar"	UniRef90_Q69TY4	CHR3V7|COORD:19650677..19651381| peroxiredoxin type 2, putative	AT3G52960.1	CHR06V5|COORD:25213054..25214328|protein peroxiredoxin-5, mitochondrial precursor, putative, expressed	LOC_Os06g42000.1	 no descriptionmoderately similar to ( 264)AT3G52960| Symbols:  | peroxiredoxin type 2, putative | chr3:19650677-19651381 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRX5_like AHP1 Redoxin PRX_family AhpC-TSA PRX_AhpE_like PRK12323 PRK07764 PRK07003 Bcp Extensin_2 AhpC PRX_BCP PRK12678 Atrophin-1 DUF1421 PRX_Typ2cys APC_basic PRK05648 Drf_FH1 Tymo_45kd_70kd DUF566 Gag_spuma HPC2 DUF1509 infB GRASP55_65 tatB PRK00708 FAP HpaP TonB PRK10819 DAG1 IER TT_ORF1 MCPVI 	redox.peroxiredoxin	21_5

CUST_70131_PI403524517	2	0.25057793	0.4973774	0.040418148	-0.3683672	-0.040418625	-0.31510496	35_20074	"Cluster: Putative glucose-6-phosphate dehydrogenase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative glucose-6-phosphate dehydrogenase - Oryza sativa"	UniRef90_Q6K5H5	"CHR5V7|COORD:16328512..16331784| G6PD6 (GLUCOSE-6-PHOSPHATE DEHYDROGENASE 6); glucose-6-phosphate 1-dehydrogenase"	AT5G40760.1	CHR02V5|COORD:23474346..23480943|protein glucose-6-phosphate 1-dehydrogenase, cytoplasmic isoform, putative, expressed	LOC_Os02g38840.2	" no descriptionmoderately similar to ( 228)AT5G40760| Symbols: G6PD6 | G6PD6 (GLUCOSE-6-PHOSPHATE DEHYDROGENASE 6); glucose-6-phosphate 1-dehydrogenase | chr5:16328512-16331784 FORWARDmoderately similar to ( 234)G6PD_SOLTUGlucose-6-phosphate 1-dehydrogenase, cytoplasmic isoform - Solanum tuberosum (Potato)not assigned G6PD_N PRK05722 Zwf PRK12853 PRK12854 "	OPP.oxidative PP.G6PD	7_1_1

CUST_131281_PI403524517	2	1.1685228	1.9905529	0.8931222	-1.1130242	-1.3071051	-0.8931222	35_36873	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_144833_PI403524517	2	0.28188848	0.40874386	0.2183423	-0.2183423	-0.46961546	-0.30804205	35_40562	"Cluster: Hypothetical protein OSJNBb0027B08.4; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0027B08.4 - Oryza sativa (japonica cu"	UniRef90_Q851A1	"CHR3V7|COORD:1704683..1707552| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G26910.1); similar to unknown protein [Arabidopsis thaliana]"	AT3G05750.1	CHR03V5|COORD:34871284..34876328|protein expressed protein	LOC_Os03g61620.2	"no descriptionvery weakly similar to (59.3)AT3G05750| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G26910.1); similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G58650.1); similar to serine-threonine rich antigen [Staphylococcus aureus] (GB:AAL58470.1); similar to Os03g0831700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001051796.1); similar to Os03g0302900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001049873.1); contains InterPro domain Homeodomain-like; (InterPro:IPR009057) | chr3:1705306-1707552 FORWARD"	not assigned.unknown	35_2

CUST_1486_PI403524517	2	0.3595872	-1.5358391	-0.3783865	2.8596234	1.8097882	-0.35958672	35_392	"Cluster: Chlorophyll a-b binding protein 3C, chloroplast precursor; n=24; Eukaryota|Rep: Chlorophyll a-b binding protein 3C, chloroplast precursor - Solanum"	UniRef90_P07369	"CHR2V7|COORD:14529795..14530592| LHB1B2 (Photosystem II light harvesting complex gene 1.5); chlorophyll binding"	AT2G34420.1	CHR01V5|COORD:30357845..30358901|protein chlorophyll a-b binding protein 2, chloroplast precursor, putative, expressed	LOC_Os01g52240.1	" no descriptionmoderately similar to ( 449)AT2G34420| Symbols: LHCB1.5, LHB1B2 | LHB1B2 (Photosystem II light harvesting complex gene 1.5); chlorophyll binding | chr2:14529795-14530592 REVERSEmoderately similar to ( 489)CB21_WHEATChlorophyll a-b binding protein, chloroplast precursor - Triticum aestivum (Wheat)Chloroa_b-bind "	PS.lightreaction.photosystem II.LHC-II	1_1_1_1

CUST_17894_PI403524517	2	0.024148941	-0.15364075	-0.052080154	-0.023388863	0.023387909	0.10347843	35_5165	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10MZ2	"CHR1V7|COORD:2469525..2472515| similar to MGC83764 protein [Xenopus laevis] (GB:AAH76809.1); similar to Os03g0288800 [Oryza sativa (japonica cultivar-group)]"	AT1G07970.1	CHR03V5|COORD:9973968..9977964|protein expressed protein	LOC_Os03g17950.1	"no descriptionmoderately similar to ( 335)AT1G07970| Symbols:  | similar to MGC83764 protein [Xenopus laevis] (GB:AAH76809.1); similar to Os03g0288800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001049788.1); contains domain FAMILY NOT NAMED (PTHR21780); contains domain gb def: T6D22.6 (PTHR21780:SF1) | chr1:2469525-2472515 REVERSEnot assigned"	not assigned.unknown	35_2

CUST_62775_PI403524517	2	-0.0012521744	0.2349987	-0.0031166077	0.001253128	-0.0033454895	0.041885376	35_17899	"Cluster: CW-type Zinc Finger family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: CW-type Zinc Finger family protein, expressed - Oryza s"	UniRef90_Q10LI9	"CHR1V7|COORD:681724..686884| similar to zinc ion binding [Arabidopsis thaliana] (TAIR:AT3G62900.1); similar to Os05g0371100 [Oryza sativa (japonica cultivar-gro"	AT1G02990.2	CHR07V5|COORD:28323069..28333385|protein CW-type Zinc Finger family protein, expressed	LOC_Os07g47360.3	"no descriptionweakly similar to ( 197)AT1G02990| Symbols:  | similar to zinc ion binding [Arabidopsis thaliana] (TAIR:AT3G62900.1); similar to Os05g0371100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001055354.1); similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:AAV31237.1); similar to Os03g0347300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001050098.1) | chr1:681724-686884 REVERSE"	not assigned.unknown	35_2

CUST_54466_PI403524517	2	-0.036068916	-0.024787903	0.024788857	0.1382389	0.16250134	-0.06895065	35_15504	"Cluster: Unknow protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Unknow protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ASS0	0	0	CHR05V5|COORD:2608259..2603989|protein expressed protein	LOC_Os05g05330.1	no description	not assigned.unknown	35_2

CUST_25020_PI399408534	2	0.59889746	-0.1769185	0.1769185	-0.30912828	-0.3253169	0.52403975	35_8315	"Cluster: Myb-related transcription factor LBM2-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Myb-related transcription factor LBM2-like - Oryza sativa"	UniRef90_Q8S0Z6	"CHR5V7|COORD:23352130..23353614| MYB36 (myb domain protein 36); DNA binding / transcription factor"	AT5G57620.1	CHR01V5|COORD:28576768..28578364|protein myb-like DNA-binding domain containing protein, expressed	LOC_Os01g49160.1	" no descriptionmoderately similar to ( 202)AT5G65790| Symbols: AtMYB68, MYB68 | MYB68 (myb domain protein 68); DNA binding / transcription factor | chr5:26340261-26341611 FORWARDweakly similar to ( 159)MYB4_ORYSAnot assigned not assigned not assigned not assigned REB1 Myb_DNA-binding SANT SANT APC_basic "	RNA.regulation of transcription.MYB domain transcription factor family	27_3_25

CUST_12390_PI403524517	2	-0.037444115	0.18733788	0.05355358	-0.2228136	-0.27445316	0.03744507	35_3529	"Cluster: Putative CER1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative CER1 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K3D8	CHR1V7|COORD:418818..422154| CER1 (ECERIFERUM 1)	AT1G02205.2	CHR02V5|COORD:34888004..34883686|protein CER1, putative, expressed	LOC_Os02g56920.1	no descriptionmoderately similar to ( 360)AT1G02205| Symbols: CER1 | CER1 (ECERIFERUM 1) | chr1:418818-422154 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07003 PRK12323 PRK07764 PRK12678 APC_basic Atrophin-1 DUF390 PRK09169 infB	secondary metabolism.wax	16_7

CUST_151795_PI403524517	2	0.15297699	0.2482996	0.03097248	-0.030972958	-0.37921858	-0.10070467	35_42440	0	0	"CHR2V7|COORD:11241729..11243829| IQD4 (IQ-domain 4); calmodulin binding"	AT2G26410.1	CHR07V5|COORD:18969556..18964281|protein transposon protein, putative, CACTA, En/Spm sub-class	LOC_Os07g31900.1	no description	not assigned.unknown	35_2

CUST_67154_PI403524517	2	0.031814575	0.37999916	0.016628265	-0.060713768	-0.016627312	-0.041384697	35_19178	"Cluster: DNAJ protein, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: DNAJ protein, putative, expressed - Oryza sativa (japonica cultivar"	UniRef90_Q10DG4	CHR5V7|COORD:708477..709511| DNAJ heat shock N-terminal domain-containing protein	AT5G03030.1	CHR03V5|COORD:32147826..32149794|protein mitochondrial import inner membrane translocase subunit TIM14, putative, expressed	LOC_Os03g56540.1	no descriptionweakly similar to ( 157)AT5G03030| Symbols:  | DNAJ heat shock N-terminal domain-containing protein | chr5:708477-709511 REVERSEnot assigned	stress.abiotic.heat	20_2_1

CUST_135911_PI403524517	2	0.05547905	0.09117985	-0.2298336	-0.022553444	-0.10837126	0.022553444	35_38118	"Cluster: Unknow protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Unknow protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q60EC0		0	CHR05V5|COORD:20801257..20797136|protein NAC domain-containing protein 78, putative, expressed	LOC_Os05g35170.3	no description	not assigned.unknown	35_2

CUST_47456_PI403524517	2	0.48174238	0.019171715	-0.019171238	-0.27466297	-0.42045784	0.11449003	35_13584	"Cluster: Zinc finger protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Zinc finger protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5JNB3	CHR5V7|COORD:23626889..23634569| binding / heme binding / protein binding / zinc ion binding	AT5G58410.1	CHR01V5|COORD:43542101..43529322|protein zinc finger, C3HC4 type family protein, expressed	LOC_Os01g74610.1	no descriptionvery weakly similar to (96.7)AT5G58410| Symbols:  | binding / heme binding / protein binding / zinc ion binding | chr5:23626889-23634569 FORWARD	not assigned.unknown	35_2

CUST_49411_PI403524517	2	0.011893272	-0.9636984	-0.10559273	0.15523338	-0.005680084	0.0056791306	35_14093	"Cluster: Endoplasmin homolog precursor; n=5; BEP clade|Rep: Endoplasmin homolog precursor - Hordeum vulgare (Barley)"	UniRef90_P36183	CHR1V7|COORD:22496859..22500684| proline-rich family protein	AT1G61080.1	CHR06V5|COORD:30449499..30443413|protein endoplasmin homolog precursor, putative, expressed	LOC_Os06g50300.2	no descriptionnot assigned HSP90 Metallothio_2	not assigned.unknown	35_2

CUST_89071_PI403524517	2	0.47458982	0.12296867	-0.002737999	0.002737999	-0.09993553	-0.5837412	35_25481	"Cluster: Os06g0497400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0497400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DC13	"CHR3V7|COORD:6180937..6182599| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G28100.1); similar to hypothetical protein MtrDRAFT_AC139526g8v1"	AT3G18050.1	CHR06V5|COORD:17433122..17437215|protein conserved hypothetical protein	LOC_Os06g30210.1	no descriptionnot assigned not assigned not assigned not assigned not assigned PRK07764 Tymo_45kd_70kd	not assigned.unknown	35_2

CUST_168806_PI403524517	2	0.22005463	0.064053535	-0.064053535	-0.16236496	-0.2774124	0.11674023	35_47011	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_19125_PI403524517	2	-0.032613754	-0.07898331	0.032613754	0.040278435	0.03528881	-0.17085361	35_5544	"Cluster: Glycerol-3-phosphate dehydrogenase-like protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Glycerol-3-phosphate dehydrogenase-like protein - Ory"	UniRef90_Q8S2G5	"CHR2V7|COORD:17333879..17335732| GPDHC1; glycerol-3-phosphate dehydrogenase (NAD+)"	AT2G41540.3	CHR01V5|COORD:34282977..34278941|protein glycerol-3-phosphate dehydrogenase, putative, expressed	LOC_Os01g58740.2	"no descriptionhighly similar to ( 687)AT2G41540| Symbols: GPDHC1 | GPDHC1; glycerol-3-phosphate dehydrogenase (NAD+) | chr2:17333879-17335732 FORWARDnot assigned not assigned GpsA NAD_Gly3P_dh_C gpsA PRK12439 NAD_Gly3P_dh_N"	lipid metabolism.glyceral metabolism.Glycerol-3-phosphate dehydrogenase (NAD+)	11_5_2

CUST_55737_PI403524517	2	0.0019769669	-0.09877968	0.06757164	0.0	-0.031591415	0.0	35_15864	"Cluster: Putative p23 co-chaperone; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative p23 co-chaperone - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6YYB0	CHR4V7|COORD:1073987..1075765| glycine-rich protein	AT4G02450.1	CHR08V5|COORD:16409856..16405483|protein co-chaperone protein SBA1, putative, expressed	LOC_Os08g27070.1	no descriptionweakly similar to ( 127)AT4G02450| Symbols:  | glycine-rich protein | chr4:1073987-1075765 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned p23 Drf_FH1 CS Plasmodium_HRP Fork_head_N	not assigned.no ontology.glycine rich proteins	35_1_40

CUST_65467_PI403524517	2	-0.24651718	0.29610538	0.09096336	0.07193565	-0.2079525	-0.07193565	35_18692	Rep: Spotted leaf protein 11 - Oryza sativa (Rice)	UniRef90_Q64HA9	CHR3V7|COORD:17135091..17137524| armadillo/beta-catenin repeat family protein / U-box domain-containing family protein	AT3G46510.1	CHR12V5|COORD:23439842..23434652|protein spotted leaf protein 11, putative, expressed	LOC_Os12g38210.1	no descriptionmoderately similar to ( 307)AT3G46510| Symbols:  | armadillo/beta-catenin repeat family protein / U-box domain-containing family protein | chr3:17135091-17137524 REVERSEmoderately similar to ( 451)SPL11_ORYSAnot assigned not assigned ARM	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_45555_PI403524517	2	-0.4037075	-0.18847084	0.22428703	0.5005131	-0.2275734	0.18846989	35_13059	"Cluster: TA11 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: TA11 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q70KS9	"CHR1V7|COORD:2349186..2351434| PLL5 (POL-like 5); protein phosphatase type 2C"	AT1G07630.1	CHR03V5|COORD:34417304..34413629|protein catalytic/ protein phosphatase type 2C, putative, expressed	LOC_Os03g60650.1	"no descriptionweakly similar to ( 160)AT1G07630| Symbols: PLL5 | PLL5 (POL-like 5); protein phosphatase type 2C | chr1:2349186-2351434 FORWARDnot assigned PP2Cc"	protein.postranslational modification	29_4

CUST_111479_PI403524517	2	-0.17515469	0.20885658	0.019272804	-0.18041897	-0.01927185	0.1317215	35_31652	"Cluster: Putative pectin-glucuronyltransferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative pectin-glucuronyltransferase - Oryza sativa (japonica"	UniRef90_Q6H4N0	"CHR1V7|COORD:9529252..9531200| GUT2; catalytic"	AT1G27440.1	CHR02V5|COORD:18970500..18966946|protein secondary cell wall-related glycosyltransferase family 47, putative, expressed	LOC_Os02g32110.1	"no descriptionmoderately similar to ( 206)AT1G27440| Symbols: GUT2 | GUT2; catalytic | chr1:9529252-9531200 REVERSEnot assigned"	misc.UDP glucosyl and glucoronyl transferases	26_2

CUST_58451_PI403524517	2	0.21050644	-0.0205307	-0.2702446	0.020529747	-0.1191864	0.124391556	35_16671	"Cluster: Putative rubredoxin; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative rubredoxin - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z0E5	CHR1V7|COORD:20360751..20361338| rubredoxin family protein	AT1G54500.1	CHR08V5|COORD:14026018..14024707|protein rubredoxin, putative, expressed	LOC_Os08g23410.1	no descriptionweakly similar to ( 196)AT1G54500| Symbols:  | rubredoxin family protein | chr1:20360751-20361338 REVERSEnot assigned not assigned not assigned rubredoxin Rubredoxin COG1773 PRK05452	protein assembly and cofactor ligation	29_8

CUST_38730_PI403524517	2	0.032232285	-0.06254673	0.042222977	-0.07827377	0.16559601	-0.03223133	35_11145	"Cluster: Putative RNA polymerase A(I) large subunit; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative RNA polymerase A(I) large subunit - Oryza sativa"	UniRef90_Q69X40	"CHR3V7|COORD:10797953..10804474| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G76780.1); contains InterPro domain Protein of unknown function"	AT3G28770.1	CHR06V5|COORD:24424495..24426029|protein DNA-directed RNA polymerase I largest subunit, putative, expressed	LOC_Os06g40950.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_10656_PI403524517	2	-0.11524105	0.15638924	0.035176277	-0.035175323	-0.088103294	0.055420876	35_3010	"Cluster: Hypothetical protein OJ1174_H11.8; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1174_H11.8 - Oryza sativa (japonica cultivar"	UniRef90_Q6AVA5	0	0	CHR05V5|COORD:19685640..19691882|protein expressed protein	LOC_Os05g33610.2	no description	not assigned.unknown	35_2

CUST_4809_PI404877155	2	-0.26526546	-0.30303192	0.09183216	0.24313927	-0.09183121	0.20941257	Contig16128_at	cleavage and polyadenylation specificity factor [Arabidopsis thaliana] sp|Q9LKF9|CPSB_ARATH Cleavage and polyadenylation specificity factor,	NP_197776.1	cleavage and polyadenylation specificity factor	At5g23880.1	protein cleavage and polyadenylation specificity factor, 100 kda subunit (cpsf100 kda subunit)	Os09g39590	cleavage and polyadenylation specificity factor, identical to cleavage and polyadenylation specificity factor (Arabidopsis thaliana) SWISS-PROT:Q9LKF9	RNA.processing	27_1

CUST_67015_PI403524517	2	0.111697674	-0.18800926	0.04298067	-0.038798332	-0.92315197	0.038798332	35_19138	"Cluster: Putative RALF; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative RALF - Oryza sativa (japonica cultivar-group)"	UniRef90_Q9SDJ5	CHR1V7|COORD:653976..654338| RALFL1 (RALF-LIKE 1)	AT1G02900.1	CHR01V5|COORD:8574733..8574001|protein rapid alkalinization factor 1 precursor, putative, expressed	LOC_Os01g15320.1	no descriptionvery weakly similar to (82.0)AT4G15800| Symbols: RALFL33 | RALFL33 (RALF-LIKE 33) | chr4:8984923-8985273 FORWARDRALF PRK12323	not assigned.no ontology	35_1

CUST_149866_PI403524517	2	-0.50854397	0.30641365	-0.02090311	-0.15426397	0.17132854	0.020903587	35_41926	Rep: Tubulin folding cofactor E - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q8L405	"CHR1V7|COORD:26924933..26928035| PFI (PFIFFERLING); protein binding"	AT1G71440.1	0	0	" no descriptionvery weakly similar to (96.3)AT1G71440| Symbols: TFC E, PFI | PFI (PFIFFERLING); protein binding | chr1:26924933-26928035 REVERSE"	cell.organisation	31_1

CUST_141499_PI403524517	2	0.020711899	0.29281425	0.062339783	-0.07653141	-0.19240665	-0.020711899	35_39658	"Cluster: Protein kinase domain containing protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Protein kinase domain containing protein, express"	UniRef90_Q2QLI7	CHR3V7|COORD:9454230..9458683| protein kinase family protein	AT3G25840.1	CHR12V5|COORD:27452843..27446516|protein serine/threonine-protein kinase PRP4, putative, expressed	LOC_Os12g44330.2	no descriptionvery weakly similar to (55.5)AT3G25840| Symbols:  | protein kinase family protein | chr3:9454230-9457559 REVERSE	protein.postranslational modification	29_4

CUST_986_PI399408534	2	0.3332963	0.052022934	0.04696846	-0.08446312	-0.5406418	-0.046968937	35_49882	"Cluster: No apical meristem protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: No apical meristem protein, expressed - Oryza sativa (japonica"	UniRef90_Q10PU3	"CHR1V7|COORD:8997051..8999587| ANAC008 (Arabidopsis NAC domain containing protein 8); transcription factor"	AT1G25580.1	CHR03V5|COORD:6344710..6337210|protein no apical meristem protein, expressed	LOC_Os03g12120.2	"no descriptionvery weakly similar to (86.3)AT1G25580| Symbols: ANAC008 | ANAC008 (Arabidopsis NAC domain containing protein 8); transcription factor | chr1:8997051-8999587 REVERSE"	development.unspecified	33_99

CUST_937_PI404877155	2	0.0018396378	0.18135071	-0.08390808	0.25618744	-0.0018396378	-0.029265404	Contig10949_at	0	DAA01400.1	oligopeptide transporter OPT family protein	At1g65730.1	protein transposon protein, putative, unclassified	Os02g42220	"PDE321;YELLOW STRIPE LIKE 5;PIGMENT DEFECTIVE 321;oligopeptide transporter OPT family protein, similar to iron-phytosiderophore transporter protein yellow stripe 1 (Zea mays) GI:10770865; contains Pfam profile PF03169: OPT oligopeptide transporter protein"	transport.peptides and oligopeptides	34_13

CUST_26723_PI403524517	2	0.0062036514	-0.10431194	0.017811775	-0.0062036514	0.27676392	-0.030939102	35_7742	"Cluster: Paxneb protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Paxneb protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q67WD2	CHR3V7|COORD:3513836..3515996| ELO1 (ELONGATA 1)	AT3G11220.1	CHR06V5|COORD:26009416..26005185|protein elongator component, putative, expressed	LOC_Os06g43280.1	no descriptionmoderately similar to ( 216)AT3G11220| Symbols: ELO1 | ELO1 (ELONGATA 1) | chr3:3513836-3515996 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PAXNEB TT_ORF1 PRK07764 tatB PRK12323 Protamine_P1 PRK12678 FAP PRK07003 Drf_FH1	not assigned.no ontology	35_1

CUST_18651_PI404877155	2	-0.23760986	-0.009422302	0.16423321	0.07042599	-0.07970333	0.009423256	HVSMEm0001B08r2_at	P0436D06.2 [Oryza sativa (japonica cultivar-group)]	BAB33266.1	MATE efflux protein-related	At2g04066.1	protein MATE efflux family protein, putative	Os01g31980	NONE	transport.misc	34_99

CUST_90261_PI403524517	2	0.025097847	0.11526823	-0.11469889	-0.025097847	-0.35059786	0.37670183	35_25819	Rep: Single-subunit RNA polymerase C - Triticum aestivum (Wheat)	UniRef90_Q41524	"CHR2V7|COORD:10256438..10261610| PDE319/SCA3 (PIGMENT DEFECTIVE 319, SCABRA 3); DNA binding / DNA-directed RNA polymerase"	AT2G24120.1	CHR06V5|COORD:26679143..26689052|protein DNA-directed RNA polymerase 3, chloroplast precursor, putative, expressed	LOC_Os06g44230.1	" no descriptionmoderately similar to ( 293)AT2G24120| Symbols: PDE319, SCA3 | PDE319/SCA3 (PIGMENT DEFECTIVE 319, SCABRA 3); DNA binding / DNA-directed RNA polymerase | chr2:10256438-10261610 REVERSEmoderately similar to ( 282)RPO3B_TOBACDNA-directed RNA polymerase 3B, chloroplast precursor - Nicotiana tabacum (Common tobacco)not assigned RPO41 RNA_pol "	RNA.transcription	27_2

CUST_17044_PI404877155	2	0.053871155	1.0969391	0.0036172867	-0.15065765	-0.061701775	-0.003616333	HS08K24u_at	OJ1081_B12.5 [Oryza sativa (japonica cultivar-group)]	BAC55625.1	zinc finger (Ran-binding) family protein	At1g67325.1	protein Zn-finger in Ran binding protein and others, putative	Os08g41010	NONE	signalling.G-proteins	30_5

CUST_112287_PI403524517	2	0.13445187	0.02717495	0.029396057	-0.02717495	-0.15329933	-0.048083305	35_31882	"Cluster: Sulfated surface glycoprotein 185 precursor; n=1; Volvox carteri|Rep: Sulfated surface glycoprotein 185 precursor - Volvox carteri"	UniRef90_P21997	CHR3V7|COORD:8063070..8064482| leucine-rich repeat family protein / extensin family protein	AT3G22800.1	CHR02V5|COORD:4175209..4165204|protein ATP binding protein, putative, expressed	LOC_Os02g07960.3	no descriptionnot assigned not assigned not assigned not assigned	not assigned.unknown	35_2

CUST_91793_PI403524517	2	0.123698235	0.123698235	-0.03408432	-0.037685394	0.03408432	-0.04939747	35_26245	"Cluster: Leucine-rich repeat family protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Leucine-rich repeat family protein-like - Oryza sativa (japon"	UniRef90_Q5JJV2	CHR5V7|COORD:7388178..7390429| leucine-rich repeat family protein	AT5G22320.1	CHR01V5|COORD:42948565..42945326|protein Leucine Rich Repeat family protein, expressed	LOC_Os01g73560.1	no description	not assigned.unknown	35_2

CUST_2271_PI403524517	2	0.00819397	-2.1029563	1.2514896	-0.00819397	1.2815037	-0.15095997	35_613	"Cluster: Type 1 non specific lipid transfer protein precursor; n=3; Triticum aestivum|Rep: Type 1 non specific lipid transfer protein precursor - Triticum"	UniRef90_Q2PCB9	0	0	CHR12V5|COORD:726800..727700|protein nonspecific lipid-transfer protein 4 precursor, putative, expressed	LOC_Os12g02300.1	no descriptionnsLTP1	not assigned.unknown	35_2

CUST_7333_PI399408534	2	-1.0912704	0.51858234	0.40406322	0.034817696	-0.14622879	-0.03481865	35_9403	"Cluster: Putative S-receptor kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative S-receptor kinase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69XP2	"CHR5V7|COORD:24515693..24518720| RLK1 (RECEPTOR-LIKE PROTEIN KINASE 1); carbohydrate binding / kinase"	AT5G60900.1	CHR06V5|COORD:24887619..24890114|protein D-mannose binding lectin family protein	LOC_Os06g41510.1	"no descriptionweakly similar to ( 166)AT5G60900| Symbols: RLK1 | RLK1 (RECEPTOR-LIKE PROTEIN KINASE 1); carbohydrate binding / kinase | chr5:24515693-24518720 REVERSEweakly similar to ( 125)KPRO_MAIZEPutative receptor protein kinase ZmPK1 precursor - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pkinase S_TKc S_TKc Pkinase_Tyr TyrKc SPS1 PTKc PTKc_Jak_rpt2 PTKc_InsR_like PTKc_Ack_like PTKc_FGFR PTKc_RET PTKc_Syk_like PTKc_Jak2_Jak3_rpt2 PTKc_Tyk2_rpt2 PTKc_Itk PTKc_FGFR3 PTKc_FGFR2 PTKc_Jak1_rpt2 PTKc_CSF-1R"	signalling.receptor kinases.DUF 26	30_2_17

CUST_17549_PI403524517	2	0.0072159767	0.414896	-0.0072164536	0.03931141	-0.08817482	-0.060564995	35_5070	"Cluster: Os12g0609500 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os12g0609500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IM03	CHR4V7|COORD:11129054..11130552| short-chain dehydrogenase/reductase (SDR) family protein	AT4G20760.1	CHR12V5|COORD:25707500..25704398|protein cell-cell signaling protein csgA-like, putative, expressed	LOC_Os12g41590.1	 no descriptionmoderately similar to ( 340)AT4G20760| Symbols:  | short-chain dehydrogenase/reductase (SDR) family protein | chr4:11129054-11130552 FORWARDvery weakly similar to (50.4)FABG3_BRANA3-oxoacyl-[acyl-carrier-protein] reductase 3, chloroplast precursor - Brassica napus (Rape)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK09009 PRK06953 FabG fabG PRK08264 PRK08177 PRK12826 fabG fabG PRK12829 DltE PRK12827 PRK12429 PRK08220 PRK08324 PRK08263 PRK06180 PRK07326 PRK08219 PRK07067 PRK07825 PRK12939 PRK06181 adh_short fabG PRK07478 PRK06841 PRK06182 PRK06484 COG4221 PRK12828 PRK06171 PRK06914 PRK06179 PRK07109 PRK08265 PRK06123 PRK06482 PRK05872 PRK09072 PRK06172 PRK06500 PRK06196 PRK07069 PRK12745 PRK07832 PRK08267 PRK07454 PRK07201 PRK06198 PRK06124 PRK07060 PRK07856 PRK12937 PRK09242 PRK07479 fabG PRK07097 PRK06138 fabG PRK05866 PRK06949 PRK07023 PRK07063 PRK07074 PRK06947 PRK06057 PRK08589 PRK06346 PRK12824 PRK08063 PRK05875 PRK07024 PRK06924 fabG PRK05855 DltE PRK05650 PRK07062 fabG PRK08643 KR PRK06125 PRK09135 PRK06114 fabG PRK09134 PRK06197 PRK05717 PRK07035 fabG PRK07577 PRK08213 PRK06200 PRK07774 PRK07806 PRK08017 PRK08226 PRK08277 PRK06398 PRK08278 PRK06194 PRK07890 PRK08628 fabG PRK08251 PRK09730 PRK07523 	misc.short chain dehydrogenase/reductase (SDR)	26_22

CUST_150026_PI403524517	2	-0.42598248	0.07261467	0.0437994	0.06931591	-0.1777134	-0.043798447	35_41970	"Cluster: Nucellin-like aspartic protease-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: Nucellin-like aspartic protease-like - Oryza sativa (japonica cu"	UniRef90_Q6K6I0	CHR1V7|COORD:1762842..1766149| aspartyl protease family protein	AT1G05840.1	CHR02V5|COORD:16114569..16109027|protein pepsin A, putative, expressed	LOC_Os02g27360.2	no descriptionweakly similar to ( 183)AT1G05840| Symbols:  | aspartyl protease family protein | chr1:1762842-1766149 REVERSEvery weakly similar to (61.2)ASP1_ORYSAnot assigned	protein.degradation.aspartate protease	29_5_4

CUST_160611_PI403524517	2	0.08472538	0.26218462	-0.21352196	0.3020382	-0.08472538	-0.2308507	35_44818	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_129353_PI403524517	2	-0.08571911	0.8797312	0.57877254	0.08571863	-1.3509297	-0.7696991	35_36342	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_18481_PI403524517	2	0.052900314	0.032173157	-0.03217411	-0.11711979	-0.2862587	0.06352711	35_5343	Rep: Translation initiation factor 3 - Oryza sativa (Rice)	UniRef90_Q70Z43	CHR4V7|COORD:6947829..6952048| EIF3A (eukaryotic translation initiation factor 3A)	AT4G11420.1	CHR01V5|COORD:1176174..1168611|protein eukaryotic translation initiation factor 3 subunit 10, putative, expressed	LOC_Os01g03070.2	 no descriptionmoderately similar to ( 379)AT4G11420| Symbols: ATEIF3A-1, EIF3A-1, ATTIF3A1, TIF3A1, EIF3A | EIF3A (eukaryotic translation initiation factor 3A) | chr4:6947829-6952048 REVERSEmoderately similar to ( 439)IF3A_MAIZEnot assigned 	protein.synthesis.initiation	29_2_3

CUST_17882_PI399408534	2	0.4711895	-0.021235466	0.04263735	0.02123499	-0.12355709	-0.13288164	35_41750	Rep: metal ion binding - Arabidopsis thaliana	UniRef90_UPI000034F516	CHR1V7|COORD:26097353..26100399| zinc finger (DHHC type) family protein	AT1G69420.2	CHR03V5|COORD:5694127..5689301|protein metal ion binding protein, putative, expressed	LOC_Os03g11110.1	no descriptionvery weakly similar to (92.4)AT1G69420| Symbols:  | zinc finger (DHHC type) family protein | chr1:26097353-26100399 FORWARD	RNA.regulation of transcription.unclassified	27_3_99

CUST_42071_PI403524517	2	-0.14619923	-0.7291775	0.008706093	0.35996056	0.12640572	-0.008706093	35_12096	"Cluster: Adenylosuccinate synthetase, chloroplast, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Adenylosuccinate synthetase,"	UniRef90_Q10EJ8	CHR3V7|COORD:21345496..21347580| adenylosuccinate synthetase (ADSS)	AT3G57610.1	CHR03V5|COORD:27984660..27988144|protein adenylosuccinate synthetase, chloroplast precursor, putative, expressed	LOC_Os03g49220.2	 no descriptionweakly similar to ( 162)AT3G57610| Symbols: ATPURA | adenylosuccinate synthetase (ADSS) | chr3:21345496-21347580 REVERSEweakly similar to ( 177)PURA_MAIZEAdenylosuccinate synthetase, chloroplast precursor - Zea mays (Maize)not assigned Adenylsucc_synt AdSS PurA PRK01117 	nucleotide metabolism.synthesis.purine.adenylosuccinate synthase	23_1_2_20

CUST_123526_PI403524517	2	-0.16087818	0.2955351	0.10803318	0.01198101	-0.314847	-0.01198101	35_34833	Rep: Chloroplast 30S ribosomal protein S19 - Oryza sativa (Rice)	UniRef90_P12153	CHRCV7|COORD:84005..84283| Encodes a 6.8-kDa protein of the small ribosomal subunit.	ATCG00820.1	0	0	no descriptionvery weakly similar to (67.4)ATCG00820| Symbols: RPS19 | Encodes a 6.8-kDa protein of the small ribosomal subunit. | chrC:84005-84283 REVERSEvery weakly similar to (90.9)RR19_WHEATChloroplast 30S ribosomal protein S19 - Triticum aestivum (Wheat)rps19 Ribosomal_S19 rpsS RpsS	protein.synthesis.mito/plastid ribosomal protein.plastid	29_2_1_1

CUST_9105_PI404877155	2	-0.21193123	-0.9277134	0.36144543	0.21193123	0.28354263	-0.38236618	Contig2899_s_at	jasmonate induced protein - barley emb|CAA58110.1| jasmonate induced protein [Hordeum vulgare subsp. vulgare]	S58215	0	0	protein hypothetical protein	Os04g24460	NONE	hormone metabolism.jasmonate	17_7

CUST_105706_PI403524517	2	-0.04074478	0.0894928	0.04074478	-0.061816216	0.14606857	-0.061333656	35_30100	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_15557_PI399408534	2	0.18027687	-0.42443657	-0.031011105	0.031011105	0.7839484	-0.47151852	35_29736	"Cluster: OSJNBa0036B21.5 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0036B21.5 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XV12	CHR5V7|COORD:26024061..26025734| ethylene insensitive 3 family protein	AT5G65100.1	CHR04V5|COORD:22614946..22616283|protein ETHYLENE-INSENSITIVE3-like 4 protein, putative, expressed	LOC_Os04g38400.1	no descriptionvery weakly similar to (72.4)AT5G65100| Symbols:  | ethylene insensitive 3 family protein | chr5:26024061-26025734 REVERSEEIN3	RNA.regulation of transcription.EIN3-like(EIL) transcription factor family	27_3_19

CUST_85361_PI403524517	2	0.13656044	-0.030780792	-0.011169434	0.011170387	-0.1528883	0.03491497	35_24452	"Cluster: Hypothetical protein P0544H11.15; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0544H11.15 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6Z6E3	CHR5V7|COORD:26207102..26207722| binding	AT5G65520.1	CHR02V5|COORD:5813493..5812094|protein TPR Domain containing protein, expressed	LOC_Os02g10940.1	no descriptionvery weakly similar to (73.2)AT5G65520| Symbols:  | binding | chr5:26207102-26207722 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned BTAD PRK12323 PRK07764 PRK12678 Totivirus_coat TadD	not assigned.unknown	35_2

CUST_32597_PI399408534	2	0.11446428	-0.0075888634	0.536067	0.0075888634	-0.09715319	-0.13977337	35_38487	"Cluster: Putative methyl-binding domain protein MBD115; n=1; Zea mays|Rep: Putative methyl-binding domain protein MBD115 - Zea mays (Maize)"	UniRef90_Q5I204	"CHR1V7|COORD:5275890..5277469| MBD10 (methyl-CpG-binding domain 10); DNA binding"	AT1G15340.1	CHR12V5|COORD:26396477..26391717|protein brain acid soluble protein 1, putative, expressed	LOC_Os12g42550.2	"no descriptionvery weakly similar to (89.7)AT3G15790| Symbols: MBD11 | MBD11 (methyl-CpG-binding domain 11); DNA binding | chr3:5343216-5344393 FORWARD"	RNA.regulation of transcription.Methyl binding domain proteins	27_3_59

CUST_102082_PI403524517	2	0.03925562	0.2487855	-0.03925562	-0.21068478	-0.05273485	0.32289553	35_29124	Rep: Probable potassium transporter 15 - Oryza sativa (Rice)	UniRef90_Q7XPL3	"CHR5V7|COORD:2916378..2920605| KUP7 (K+ uptake permease 7); potassium ion transporter"	AT5G09400.1	CHR04V5|COORD:30738543..30733422|protein potassium transporter 15, putative, expressed	LOC_Os04g52120.1	"no descriptionweakly similar to ( 191)AT5G09400| Symbols: KUP7 | KUP7 (K+ uptake permease 7); potassium ion transporter | chr5:2916378-2920605 FORWARDmoderately similar to ( 257)HAK15_ORYSAK_trans Kup trkD"	transport.potassium	34_15

CUST_15551_PI399408534	2	-0.31978607	1.0935087	-0.10842228	0.4554615	-0.6177287	0.10842228	35_29737	"Cluster: MADS-box transcription factor TaAGL33; n=1; Triticum aestivum|Rep: MADS-box transcription factor TaAGL33 - Triticum aestivum (Wheat)"	UniRef90_Q1G159	"CHR1V7|COORD:9100317..9103497| CAL (CAULIFLOWER); DNA binding / transcription factor"	AT1G26310.1	CHR01V5|COORD:40671221..40691433|protein MADS-box transcription factor 8, putative, expressed	LOC_Os01g69850.1	no descriptionMADS_MEF2_like	RNA.regulation of transcription.MADS box transcription factor family	27_3_24

CUST_13058_PI403524517	2	-0.30519676	0.16358471	0.13098145	0.037961006	-0.037961006	-0.19369316	35_3736	"Cluster: Hypothetical protein P0550B04.19-2; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0550B04.19-2 - Oryza sativa (japonica cultiv"	UniRef90_Q5Z8K6	CHR4|COORD:15243743..15245767| expressed protein	AT4G31410.2	CHR06V5|COORD:28961561..28964942|protein expressed protein	LOC_Os06g47860.2	"no descriptionmoderately similar to ( 233)AT4G31410| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G24740.2); similar to Os02g0150900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001045905.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD38050.1); contains InterPro domain Protein of unknown function DUF1644; (InterPro:IPR012866) | chr4:15244265-15245480 FORWARDDUF1644"	not assigned.unknown	35_2

CUST_168521_PI403524517	2	0.26042652	0.043587685	0.1601038	-0.18633938	-0.043587685	-0.16638756	35_46933	Rep: Importin alpha-1b subunit - Oryza sativa (Rice)	UniRef90_Q9SLX0	CHR4V7|COORD:9134736..9137147| importin alpha-2, putative (IMPA-2)	AT4G16143.1	CHR05V5|COORD:3234060..3229098|protein importin alpha-1b subunit, putative, expressed	LOC_Os05g06350.1	 no descriptionmoderately similar to ( 329)AT4G16143| Symbols:  | importin alpha-2, putative (IMPA-2) | chr4:9134736-9137147 REVERSEmoderately similar to ( 367)IMA1B_ORYSAnot assigned not assigned not assigned not assigned SRP1 ARM Arm ARM 	protein.targeting.nucleus	29_3_1

CUST_19783_PI399408534	2	-1.8644333E-4	-0.14263582	0.10065651	0.30907297	1.8596649E-4	-0.31783962	35_42137	"Cluster: Putative ABI3-interacting protein 2, AIP2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ABI3-interacting protein 2, AIP2 - Oryza sativa"	UniRef90_Q69PH7	CHR5V7|COORD:7092665..7094312| zinc finger (C3HC4-type RING finger) family protein	AT5G20910.1	CHR09V5|COORD:15946916..15943514|protein protein binding protein, putative, expressed	LOC_Os09g26400.1	no descriptionvery weakly similar to (89.0)AT5G20910| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr5:7092665-7094312 REVERSE	hormone metabolism.abscisic acid.signal transduction	17_1_2

CUST_5930_PI404877155	2	0.062395096	0.10849953	-0.030114174	-0.048527718	-0.052754402	0.03011322	Contig18099_at	putative CLC-f chloride channel protein [Oryza sativa (japonica cultivar-group)] dbj|BAD08801.1| putative CLC-f chloride channel protein [Or	XP_483174.1	voltage-gated chloride channel family protein	At1g55620.1	protein Voltage gated chloride channel, putative	Os08g38980	"ATCLC-F;CHLORIDE CHANNEL F;voltage-gated chloride channel family protein, contains Pfam profiles PF00654: Voltage gated chloride channel, PF00571: CBS domain or  voltage-gated chloride channel family protein, contains Pfam profiles PF00654: Voltage gated"	transport.unspecified anions	34_18

CUST_18957_PI404877155	2	0.010929108	0.23150826	-0.054101944	-0.049779892	0.016572952	-0.010929108	HX14H18r_at	protein kinase family [Arabidopsis thaliana] gb|AAL86300.1| unknown protein [Arabidopsis thaliana]	NP_191892.2	protein kinase family protein	At3g63330.1	protein Protein phosphatase 2C, putative	Os11g37540	"protein kinase family protein, contains protein kinase domain, Pfam:PF00069 or  similar to Snf1-related protein kinase, putative [Arabidopsis thaliana] (TAIR:At5g39440.1); similar to protein kinase [Cryptosporidium hominis] (GB:EAL35993.1); contains Inter"	signalling.MAP kinases	30_6

CUST_27904_PI399408534	2	-0.027218342	-0.3039317	0.043335438	0.027218342	0.073875904	-0.7336211	35_32046	"Cluster: Putative RNA helicase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative RNA helicase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5ZBH5	CHR5V7|COORD:2790342..2794060| DEAD box RNA helicase (RH26)	AT5G08610.1	CHR01V5|COORD:24925029..24928717|protein ATP-dependent RNA helicase has1, putative, expressed	LOC_Os01g43120.1	no descriptionvery weakly similar to (70.1)AT5G08610| Symbols:  | DEAD box RNA helicase (RH26) | chr5:2790342-2794060 FORWARDnot assigned	RNA.processing.RNA helicase	27_1_2

CUST_13568_PI404877155	2	0.026053429	-0.21393204	-0.026054382	0.16310215	0.19457436	-0.072377205	Contig7300_at	OSJNBb0006N15.11 [Oryza sativa (japonica cultivar-group)] ref|XP_472196.1| OSJNBb0006N15.11 [Oryza sativa (japonica cultivar-group)]	CAE04594.2	3-oxoacyl-(acyl-carrier protein) reductase, chloroplast / 3-ketoacyl-acyl carrier protein reductase	At1g24360.1	protein 3-oxoacyl-(acyl-carrier-protein) reductase, putative	Os04g30760	gi|32489088|emb|CAE04597.1| OSJNBb0006N15.14	lipid metabolism.FA synthesis and FA elongation.ACP oxoacyl reductase	11_1_04

CUST_61368_PI403524517	2	0.021800995	0.0037527084	-0.003753662	0.05550003	-0.045555115	-0.045555115	35_17513	Rep: Fasciclin-like protein FLA4 - Triticum aestivum (Wheat)	UniRef90_Q06IA2	CHR5V7|COORD:22575601..22577618| FLA1 (FLA1)	AT5G55730.1	CHR08V5|COORD:24119910..24121092|protein fasciclin-like arabinogalactan protein 10 precursor, putative, expressed	LOC_Os08g38270.1	no descriptionweakly similar to ( 156)AT5G55730| Symbols: FLA1 | FLA1 (FLA1) | chr5:22575601-22577618 REVERSEnot assigned not assigned not assigned not assigned Fasciclin Tymo_45kd_70kd FAS1 APC_basic Herpes_UL56 PRK12678 PRK07003 PRK12323	cell wall.cell wall proteins.AGPs	10_5_1

CUST_81325_PI403524517	2	0.09899521	0.2831068	-0.116565704	-0.1370182	-0.09899521	0.23027992	35_23326	Rep: OSIGBa0118P15.6 protein - Oryza sativa (Rice)	UniRef90_Q01KK5	"CHR4V7|COORD:14754534..14759517| VLN4 (ARABIDOPSIS THALIANA VILLIN 4); actin binding"	AT4G30160.1	CHR04V5|COORD:30253922..30244786|protein villin-4, putative, expressed	LOC_Os04g51440.2	" no descriptionweakly similar to ( 172)AT4G30160| Symbols: ATVLN4, VLN4 | VLN4 (ARABIDOPSIS THALIANA VILLIN 4); actin binding | chr4:14754534-14759517 FORWARDnot assigned not assigned not assigned VHP VHP "	cell.organisation	31_1

CUST_19820_PI403524517	2	0.20374012	0.111935616	-0.05191517	0.0036697388	-0.03401947	-0.003669262	35_5749	Rep: Putative serine/threonine kinase - Triticum monococcum (Einkorn wheat) (Small spelt)	UniRef90_Q8SAE1	"CHR1V7|COORD:26023961..26029782| SIK1 (ERINE/THREONINE KINASE 1); kinase"	AT1G69220.1	CHR03V5|COORD:31078999..31087923|protein serine/threonine kinase, putative, expressed	LOC_Os03g54780.1	"no descriptionhighly similar to ( 727)AT1G69220| Symbols: SIK1 | SIK1 (ERINE/THREONINE KINASE 1); kinase | chr1:26023961-26029782 REVERSEweakly similar to ( 150)M2K1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase Pkinase_Tyr SPS1 TyrKc PTKc PTKc_Jak_rpt2 KIND PTKc_Jak2_Jak3_rpt2 PTKc_Fes_like PTK_CCK4 PTKc_Tec_like PTKc_FAK PTKc_EGFR_like PTKc_Src_like PTKc_Tyk2_rpt2 PTKc_Syk_like PTKc_Srm_Brk PTKc_Ror PTKc_Itk PTKc_InsR_like PTKc_Jak1_rpt2 PTKc_FGFR PTKc_Tec_Rlk PTKc_Syk PTKc_Btk_Bmx PTKc_RET PTKc_Abl PTKc_EphR PTKc_ALK_LTK PTKc_Musk PTKc_Frk_like PTKc_Trk PTKc_Csk_like PTKc_Fer PTKc_Zap-70 PTKc_Ror1 PRK12323 PTKc_Ack_like PTKc_DDR PTKc_Fes PTK_HER3 PTKc_c-ros PTKc_TrkB PTKc_Lck_Blk PTKc_EphR_B PTKc_FGFR2 PTKc_Src PTKc_TrkA PTKc_InsR PTKc_PDGFR PTKc_FGFR4 PTKc_EphR_A2 PTKc_Chk PTKc_Csk PTKc_EphR_A PTKc_Fyn_Yrk PTKc_Tie2 PTKc_Lyn PTKc_HER4 PTKc_Ror2 PTKc_Tie PTKc_FGFR1 PTKc_Tie1 PTKc_FGFR3 PRK07003 PTKc_Yes PTKc_DDR1 PTKc_TrkC PTKc_Met_Ron PTKc_IGF-1R PTKc_EGFR Atrophin-1 Extensin_2 TT_ORF1 PTKc_DDR_like PTKc_HER2 PTKc_Hck PTKc_Axl_like PRK05648 Herpes_BLLF1 PRK07764 Drf_FH1 HPC2 PRK10263 PTKc_Axl PTKc_Aatyk PTKc_DDR2 PTKc_Tyro3 PTKc_EphR_A10 PTKc_PDGFR_beta DUF1421 PTKc_Aatyk1_Aatyk3 Tymo_45kd_70kd PTK_Ryk PRK12678 PTKc_VEGFR PTKc_CSF-1R AF-4 APC_basic PTKc_VEGFR3 GRASP55_65 PTKc_PDGFR_alpha FAP PTKc_Kit MAP65_ASE1 PTKc_VEGFR2 PTKc_Aatyk2 CTF_NFI Protamine_P1 PTK_Jak_rpt1 Pneumo_att_G DUF1777 DAG1 DUF605 Herpes_TAF50 Totivirus_coat PRK08853 DedD PRK08770 Mucin"	protein.postranslational modification	29_4

CUST_11916_PI399408534	2	0.17132473	-0.0302248	-0.1271429	0.06284332	0.030223846	-0.104496	35_47293	"Cluster: Hypothetical protein OSJNBa0017K09.13; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0017K09.13 - Oryza sativa (japonica"	UniRef90_Q60EI5	CHR4V7|COORD:1485048..1490227| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G03530.1)	AT4G03380.1	CHR05V5|COORD:24659272..24655369|protein NAF1 domain containing protein, expressed	LOC_Os05g42300.1	"no descriptionweakly similar to ( 197)AT1G03530| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G66540.1); similar to unnamed protein product [Kluyveromyces lactis] (GB:XP_456157.1); similar to Os05g0502800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001055976.1); contains InterPro domain NAF1; (InterPro:IPR008696) | chr1:880639-883338 REVERSEnot assigned NAF1"	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_64987_PI403524517	2	0.086936474	-0.12332487	-0.039079666	0.17913294	0.039079666	-0.0731678	35_18556	"Cluster: Putative dual specificity kinase 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative dual specificity kinase 1 - Oryza sativa (japonica cultiv"	UniRef90_Q5NB70	"CHR4V7|COORD:14251357..14254054| CKL3 (Casein Kinase I-like 3); casein kinase I/ kinase"	AT4G28880.1	CHR01V5|COORD:7262030..7270039|protein casein kinase I isoform delta-like, putative, expressed	LOC_Os01g13060.2	"no descriptionhighly similar to ( 520)AT4G28880| Symbols: CKL3 | CKL3 (Casein Kinase I-like 3); casein kinase I/ kinase | chr4:14251357-14254054 FORWARDvery weakly similar to (72.0)CDPK_DAUCACalcium-dependent protein kinase - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc Pkinase SPS1 S_TKc Pkinase_Tyr TyrKc PTKc PTKc_Srm_Brk PTKc_Src_like PTKc_Jak_rpt2 PTKc_Frk_like PTKc_Syk PTKc_Tyk2_rpt2 PTKc_Fyn_Yrk PTKc_Yes PTKc_Syk_like PTKc_Hck PTKc_Lck_Blk PTKc_Fes_like PTKc_Src PTKc_Jak2_Jak3_rpt2 PTKc_Ack_like PTKc_Jak1_rpt2"	protein.postranslational modification	29_4

CUST_16734_PI404877155	2	0.1618948	-0.14245272	-0.32786083	-0.012578964	0.012578964	0.029148579	HF22L15r_at	putative DNA methyltransferase [Oryza sativa (japonica cultivar-group)]	NP_917641.1	C-5 cytosine-specific DNA methylase family protein	At5g25480.1	protein expressed protein	Os01g42630	NONE	RNA.regulation of transcription.DNA methyltransferases	27_3_46

CUST_4290_PI403524517	2	-0.20527554	-2.0030785	-0.1534977	0.8015785	0.44313908	0.15349674	35_1187	Rep: Prolin rich protein - Zea mays (Maize)	UniRef90_Q41848	CHR4V7|COORD:8646193..8650082| protease inhibitor/seed storage/lipid transfer protein (LTP) family protein	AT4G15160.1	CHR06V5|COORD:3455812..3454734|protein 36.4 kDa proline-rich protein, putative, expressed	LOC_Os06g07220.1	no descriptionweakly similar to ( 133)AT3G22142| Symbols:  | Encodes a Protease inhibitor/seed storage/LTP family protein | chr3:7803611-7808053 REVERSEvery weakly similar to (92.0)14KD_DAUCA14 kDa proline-rich protein DC2.15 precursor - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned HPS_like Extensin_2 Drf_FH1 DUF1421 Atrophin-1 DUF605 DUF1210 PRK12323 PRK05648 PRK07003 Tryp_alpha_amyl MFMR PRK07764 TT_ORF1 SMN GRASP55_65 Amelogenin Gag_spuma Tymo_45kd_70kd MCPVI HPC2 Cytadhesin_P30 PRK10263 FAP tatB PRK10819 CTNNB1_binding PRK03427 GP38 FimV DAG1 GRP DedD TonB Totivirus_coat	misc.protease inhibitor/seed storage/lipid transfer protein (LTP) family protein	26_21

CUST_21310_PI399408534	2	0.14451885	-0.03592968	0.01793766	-0.01793766	0.0395422	-0.019551277	35_19718	"Cluster: Single-strand DNA binding protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Single-strand DNA binding protein-like - Oryza sativa (japonic"	UniRef90_Q5VP75	CHR3V7|COORD:6396946..6398074| single-strand-binding family protein	AT3G18580.1	CHR01V5|COORD:26170353..26168399|protein single-stranded DNA-binding protein, putative, expressed	LOC_Os01g45530.1	no descriptionmoderately similar to ( 214)AT3G18580| Symbols:  | single-strand-binding family protein | chr3:6396946-6398074 REVERSEnot assigned not assigned SSB SSB_OBF PRK06642 PRK09010 PRK06341 PRK05733 PRK08763 Ssb	RNA.regulation of transcription.unclassified	27_3_99

CUST_66479_PI403524517	2	-0.016626358	0.5514984	0.039920807	-0.35129738	0.016626358	-0.2397337	35_18984	Rep: AT3g13340/MDC11_13 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q94AB4	CHR5V7|COORD:22759880..22762135| WD-40 repeat family protein	AT5G56190.2	CHR02V5|COORD:29935779..29928500|protein WD-repeat protein-like, putative, expressed	LOC_Os02g48964.1	no descriptionmoderately similar to ( 232)AT5G56190| Symbols:  | WD-40 repeat family protein | chr5:22759880-22762135 FORWARD	not assigned.no ontology	35_1

CUST_10235_PI399408534	2	-0.11413002	0.16320515	-0.083182335	0.080815315	0.045692444	-0.045693398	35_23378	"Cluster: Os07g0182200 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0182200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D859	"CHR4|COORD:1137508..1140490| similar to basic helix-loop-helix (bHLH) family protein [Arabidopsis thaliana] (TAIR:At1g03040.1); similar to bHLH"	AT4G02590.2	CHR03V5|COORD:33172040..33176535|protein BHLH transcription factor, putative, expressed	LOC_Os03g58330.1	"no descriptionweakly similar to ( 191)AT4G02590| Symbols: UNE12 | UNE12 (unfertilized embryo sac 12); DNA binding | chr4:1137968-1140306 REVERSEHLH HLH"	RNA.regulation of transcription.bHLH,Basic Helix-Loop-Helix family	27_3_6

CUST_76415_PI403524517	2	0.14848804	-0.33842468	-0.2442255	0.017430305	-0.01743126	0.118676186	35_21908	"Cluster: Putative multidrug resistance-associated protein 7; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative multidrug resistance-associated protein 7"	UniRef90_Q5SMN1	CHR2V7|COORD:3515959..3522488| ATMRP11 (Arabidopsis thaliana multidrug resistance-associated protein 11)	AT2G07680.1	CHR06V5|COORD:4249729..4263340|protein multidrug resistance-associated protein 11, putative, expressed	LOC_Os06g08560.1	no descriptionmoderately similar to ( 359)AT2G07680| Symbols: ATMRP11 | ATMRP11 (Arabidopsis thaliana multidrug resistance-associated protein 11) | chr2:3515959-3522488 FORWARDweakly similar to ( 104)MDR_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned ABCC_MRP_domain2 MdlB ABCC_NFT1 SunT ABCC_SUR2 ABCC_Glucan_exporter_like ABCC_MsbA CydD ABCC_MRP_Like ABCC_ATM1_transporter ABC_MTABC3_MDL1_MDL2 PRK11176 CydC ABCC_Hemolysin PRK11174 ABCC_bacteriocin_exporters PRK11160 ATM1 ABCC_CFTR2 PRK10790 CcmA ABCC_TAP ABCC_MRP_domain1 ABCC_Protease_Secretion ABCC_cytochrome_bd ABC_tran FepC ABC_TM1139_LivF_branched ABC_NikE_OppD_transporters ABC_cobalt_CbiO_domain1 PRK10789 AbcC COG1123 ABC_PstB_phosphate_transporter ABC_BcrA_bacitracin_resist ArpD CbiO ABC_Carb_Solutes_like ABC_Mj1267_LivG_branched LivF NatA ABC_MetN_methionine_transporter MalK FtsE DppF ABC_PhnC_transporter COG3638 ABC_DR_subfamily_A ABC_Iron-Siderophores_B12_Hemin ABC_ATPase ABC_Org_Solvent_Resistant DppD OpuBA ABC_subfamily_A ZnuC ABC_OpuCA_Osmoprotection ABC_drug_resistance_like GlnQ SalX ABC_MJ0796_Lo1CDE_FtsE MglA ABC_Metallic_Cations LivG AppF COG4172 COG4178 ABC_Class3 PhnK PotA ABC_FtsE_transporter ABCD_peroxisomal_ALDP PstB ABC_NatA_sodium_exporter Ttg2A COG3845 YhbG ABC_PotA_N dppF ABC_DrrA glnQ metN ABC_MalK_N fecE CysA ABCG_EPDR ABC_NrtD_SsuB_transporters ABC_HisP_GlnQ_permeases PRK10522 SapF TauB PvdE ABC_YhbG ProV ABCC_SUR1_N potG ABC_Pro_Gly_Bertaine CeuD COG4674 ABC_CysA_sulfate_importer ABC_KpsT_Wzt ABCG_White TagH ABCC_CFTR1 ModF COG4619 ThiQ PRK10261 PRK10419 COG4559 COG4152 PRK10744 ABC_Carb_Monos_I PRK10070 ABC_putative_ATPase ABC_ModC_like ABC_cobalt_CbiO_domain2 livF fbpC COG4586 ABC_ThiQ_thiamine_transporter ABC_FeS_Assembly araG ABC_Carb_Monos_II btuD PRK10895 PRK10851 ABC_NatA_like Uup	transport.ABC transporters and multidrug resistance systems	34_16

CUST_2114_PI399408534	2	-0.0012845993	-0.2805462	-0.0836668	0.023752213	0.1052084	0.0012845993	35_13893	Rep: MADS-box transcription factor TaAGL36 - Triticum aestivum (Wheat)	UniRef90_Q1G173	"CHR2V7|COORD:9587497..9590683| SVP (SHORT VEGETATIVE PHASE); transcription factor"	AT2G22540.1	CHR06V5|COORD:5962310..5951600|protein MADS-box transcription factor 22, putative, expressed	LOC_Os06g11330.1	" no descriptionweakly similar to ( 162)AT2G22540| Symbols: AGL22, SVP | SVP (SHORT VEGETATIVE PHASE); transcription factor | chr2:9587497-9590683 FORWARDmoderately similar to ( 277)MAD55_ORYSAnot assigned not assigned MADS_MEF2_like MADS MADS MADS_SRF_like SRF-TF K-box ARG80 "	RNA.regulation of transcription.MADS box transcription factor family	27_3_24

CUST_1461_PI404877155	2	0.008638382	0.5020838	-0.01283741	-0.040662766	-0.008639336	0.015832901	Contig11601_at	putative PHD-finger protein [Oryza sativa (japonica cultivar-group)] dbj|BAC78580.1| hypothetical protein [Oryza sativa (japonica cultivar-g	AAO72583.1	PHD finger family protein	At3g24010.1	protein PHD-finger, putative	Os03g04980	PHD finger family protein, contains Pfam profile: PF00628 PHD-finger	RNA.regulation of transcription.Alfin-like	27_3_02

CUST_27388_PI403524517	2	-0.08465481	0.51092815	-0.019323349	-0.09964752	0.019322395	0.0647707	35_7928	"Cluster: OSJNBa0070C17.22 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0070C17.22 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XLC7	0	0	CHR08V5|COORD:6225725..6227791|protein expressed protein	LOC_Os08g10590.1	no description	not assigned.unknown	35_2

CUST_6036_PI404877155	2	-0.1565113	-0.48910427	0.03103733	-0.0010890961	0.0010890961	0.0071554184	Contig18314_at	0	AAK68737.1	small nuclear ribonucleoprotein D2, putative / snRNP core protein D2, putative / Sm protein D2, putative	At3g62840.1	protein small nuclear ribonucleoprotein-like protein	Os05g24970	NONE	RNA.processing	27_1

CUST_10124_PI404877155	2	-0.011673927	-1.1817188	0.04365635	0.011673927	0.20446682	-0.07238865	Contig3819_at	SAR DNA binding protein [Oryza sativa]	BAA31260.1	SAR DNA-binding protein, putative	At3g05060.1	protein SAR DNA binding protein	Os03g22730	"cyclin-T T02723;cyclin T able to phosphorylate the large subunit of RNA polymerase II"	RNA.regulation of transcription.putative DNA-binding protein	27_3_67

CUST_15206_PI403524517	2	0.043717384	0.31592464	-0.0278368	-0.15661812	0.0278368	-0.04507065	35_4384	"Cluster: Os12g0446700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os12g0446700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0INI1	"CHR5V7|COORD:26743223..26744775| similar to Os12g0446700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001066715.1); similar to hypothetical protein"	AT5G66930.2	CHR12V5|COORD:15127244..15124868|protein expressed protein	LOC_Os12g26044.1	"no descriptionmoderately similar to ( 259)AT5G66930| Symbols:  | similar to Os12g0446700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001066715.1); similar to hypothetical protein DDBDRAFT_0187874 [Dictyostelium discoideum AX4] (GB:XP_636793.1); contains InterPro domain Protein of unknown function DUF1649; (InterPro:IPR012445) | chr5:26743223-26744775 FORWARDnot assigned DUF1649"	not assigned.unknown	35_2

CUST_3304_PI404877155	2	-0.42615604	0.1492014	-0.12559128	0.13431168	-0.36073208	0.12559032	Contig13755_at	OSJNBa0081C01.17 [Oryza sativa (japonica cultivar-group)] ref|XP_473281.1| OSJNBa0081C01.17 [Oryza sativa (japonica cultivar-group)]	CAD41145.2	lectin protein kinase, putative	At3g53810.1	protein Protein kinase domain, putative	Os04g44910	putative receptor-like protein kinase	signalling.receptor kinases.misc	30_2_99

CUST_16615_PI403524517	2	0.16776466	-0.39363956	-0.05600071	-0.030127525	0.030127525	0.15824509	35_4798	"Cluster: Os09g0261500 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0261500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J341	"CHR3V7|COORD:2445281..2450378| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G13990.1); similar to hydroxyproline-rich glycoprotein family protein-"	AT3G07660.1	CHR09V5|COORD:4555816..4567811|protein expressed protein	LOC_Os09g08680.1	"no descriptionweakly similar to ( 162)AT3G07660| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G13990.1); similar to hydroxyproline-rich glycoprotein family protein-like [Oryza sativa (japonica cultivar-group)] (GB:BAD29556.1); contains InterPro domain Apoptosis inhibitory 5; (InterPro:IPR008383); contains InterPro domain Protein of unknown function DUF1296; (InterPro:IPR009719) | chr3:2445281-2450378 REVERSE"	not assigned.unknown	35_2

CUST_66607_PI403524517	2	0.017206192	-0.21269798	-0.10573006	0.09564781	0.23610687	-0.017207146	35_19020	Rep: H0723C07.6 protein - Oryza sativa (Rice)	UniRef90_Q259M6	CHR3V7|COORD:8558339..8561270| leucine-rich repeat family protein / protein kinase family protein	AT3G23750.1	CHR04V5|COORD:34824722..34820847|protein receptor protein kinase TMK1 precursor, putative, expressed	LOC_Os04g58910.1	no descriptionmoderately similar to ( 310)AT3G23750| Symbols:  | leucine-rich repeat family protein / protein kinase family protein | chr3:8558339-8561270 FORWARDweakly similar to ( 124)CRI4_MAIZEPutative receptor protein kinase CRINKLY4 precursor - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TyrKc PTKc Pkinase_Tyr S_TKc Pkinase S_TKc PTKc_Src_like PTKc_Jak_rpt2 PTKc_Fyn_Yrk PTKc_Csk_like PTKc_VEGFR PTKc_Src PTKc_Yes PTKc_Frk_like PTKc_Tec_like PTKc_VEGFR3 PTKc_Fes_like PTKc_FGFR PTKc_InsR_like PTKc_Met_Ron PTKc_Tie2 PTKc_Srm_Brk PTKc_Ack_like PTKc_Lck_Blk PTKc_Trk PTKc_Chk PTKc_Itk PTKc_VEGFR2 PTKc_Ror PTKc_EphR SPS1 PTKc_Jak2_Jak3_rpt2 PTKc_Lyn PTK_CCK4 PTKc_Jak1_rpt2 PTKc_Tyk2_rpt2 PTKc_Syk_like PTKc_DDR1 PTKc_Axl_like PTKc_DDR PTKc_Ror1 PTKc_Hck PTKc_Tie1 PTKc_Musk PTKc_Csk PTKc_TrkA PTKc_FGFR4 PTKc_Fer PTKc_Abl PTKc_RET PTKc_DDR_like PTKc_FGFR3 PTKc_Tec_Rlk PTKc_DDR2 PTKc_TrkC PTKc_Fes PTKc_Tyro3 PTKc_Axl PTKc_IGF-1R PTKc_TrkB PTKc_Tie PTKc_EphR_A PTKc_FGFR1 PTKc_Btk_Bmx PTKc_EphR_A2 PTK_HER3 PTKc_InsR PTKc_FGFR2 PTKc_ALK_LTK PTKc_PDGFR PTKc_CSF-1R PTKc_EGFR_like PTKc_EphR_B PTKc_Zap-70 PTKc_Ror2 PTKc_c-ros PTKc_PDGFR_beta PTKc_PDGFR_alpha PTKc_Kit PTKc_Syk PTK_Ryk PTKc_Aatyk PTKc_EphR_A10	protein.postranslational modification.kinase.receptor like cytoplasmatic kinase VII	29_4_1_57

CUST_52708_PI403524517	2	-0.59684944	-2.4527397	-1.2417879	1.1049023	0.8908911	0.59684944	35_15014	Rep: H0115B09.6 protein - Oryza sativa (Rice)	UniRef90_Q01IP6	"CHR4V7|COORD:17151032..17153384| ALDH3F1 (ALDEHYDE DEHYDROGENASE 3F1); 3-chloroallyl aldehyde dehydrogenase/ aldehyde dehydrogenase (NAD)"	AT4G36250.1	CHR04V5|COORD:26829817..26824879|protein aldehyde dehydrogenase 3B1, putative, expressed	LOC_Os04g45720.1	" no descriptionmoderately similar to ( 401)AT4G36250| Symbols: ALDH3F1 | ALDH3F1 (ALDEHYDE DEHYDROGENASE 3F1); 3-chloroallyl aldehyde dehydrogenase/ aldehyde dehydrogenase (NAD) | chr4:17151032-17153384 FORWARDweakly similar to ( 101)BADH_SPIOLBetaine aldehyde dehydrogenase, chloroplast precursor - Spinacia oleracea (Spinach)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PutA Aldedh gabD2 PRK10090 gabD PRK03137 gabD1 PRK09847 COG4230 PRK11905 PRK11904 putA astD PRK12323 PRK07764 PRK11563 PRK07003 PRK11903 PRK12678 "	fermentation.aldehyde dehydrogenase	5_10

CUST_6519_PI404877155	2	0.18682528	1.3137989	-0.48523855	0.17603064	-0.17603016	-0.33699036	Contig19472_at	CBF3-like protein BCBF3 [Hordeum vulgare subsp. vulgare]	AAK01089.1	DRE-binding protein, putative / CRT/DRE-binding factor, putative	At5g51990.1	protein CRT/DRE-binding factor	Os09g35020	NONE	RNA.regulation of transcription.AP2/EREBP, APETALA2/Ethylene-responsive element binding protein family	27_3_03

CUST_20875_PI403524517	2	0.005244255	0.054493427	-0.005244255	0.022626877	-0.59235954	-0.20953703	35_6061	"Cluster: Beta adaptin-like; n=3; Oryza sativa (japonica cultivar-group)|Rep: Beta adaptin-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5ZEA1	CHR5V7|COORD:3671965..3676145| adaptin family protein	AT5G11490.1	CHR01V5|COORD:25321580..25329703|protein adaptin N terminal region family protein, expressed	LOC_Os01g43630.3	no descriptionmoderately similar to ( 228)AT5G11490| Symbols:  | adaptin family protein | chr5:3671965-3676145 FORWARDnot assigned not assigned Adaptin_N COG5096	cell. vesicle transport	31_4

CUST_5186_PI404877155	2	0.028467178	0.24737167	0.097662926	-0.1329279	-0.18335724	-0.028467178	Contig16717_at	OSJNBa0084K11.19 [Oryza sativa (japonica cultivar-group)] ref|XP_473497.1| OSJNBa0084K11.19 [Oryza sativa (japonica cultivar-group)]	CAE01851.2	zinc finger (DHHC type) family protein	At3g51390.1	protein DHHC zinc finger domain, putative	Os12g29560	NONE	mitochondrial electron transport / ATP synthesis.NADH-DH.localisation not clear	9_1_2

CUST_7062_PI404877155	2	0.025618553	-0.025618553	-0.092232704	-0.1755104	0.12161064	0.38319874	Contig20706_at	Na+/H+ antiporter [Hordeum brevisubulatum]	AAO25547.1	sodium proton exchanger, putative (NHX2)	At3g05030.1	protein sodium/hydrogen exchanger 3	Os11g42790	"sodium proton exchanger / Na+/H+ antiporter (NHX1), identical to Na+/H+ exchanger (Arabidopsis thaliana) gi:6650177:gb:AAF21755 and sodium proton exchanger Nhx1 (Arabidopsis thaliana) gi:4324597:gb:AAD16946; Member of The Monovalent Cation:Proton Antiport"	transport.unspecified cations	34_14

CUST_17841_PI404877155	2	0.4223075	-1.482482	-0.42230797	0.64503574	0.54387665	-0.46155548	HV14N20u_x_at	chlorophyll a/b-binding protein type Ib, 21K chain precursor - barley (fragment)	PQ0764	chlorophyll A-B binding protein / LHCI type I (CAB)	At3g54890.2	protein Chlorophyll A-B binding protein, putative	Os06g21590	chlorophyll a/b binding protein	PS.lightreaction.photosystem I.LHC-I	1_01_02_01

CUST_51240_PI403524517	2	-0.0143995285	0.007381439	-0.0073804855	-0.022565842	0.050907135	0.02116108	35_14608	"Cluster: Ubiquitin-conjugating enzyme E2-17 kDa 1; n=8; Magnoliophyta|Rep: Ubiquitin-conjugating enzyme E2-17 kDa 1 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_P25865	"CHR2V7|COORD:774270..775148| ATUBC2 (UBIQUITING-CONJUGATING ENZYME 2); ubiquitin-protein ligase"	AT2G02760.1	CHR07V5|COORD:3592193..3584407|protein ubiquitin-conjugating enzyme E2-17 kDa, putative, expressed	LOC_Os07g07240.1	" no descriptionweakly similar to ( 147)AT2G02760| Symbols: UBC2, ATUBC2 | ATUBC2 (UBIQUITING-CONJUGATING ENZYME 2); ubiquitin-protein ligase | chr2:774270-775148 FORWARDweakly similar to ( 149)UBC2_WHEATUbiquitin-conjugating enzyme E2-17 kDa - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG5078 UBCc UQ_con UBCc "	protein.degradation.ubiquitin.E2	29_5_11_3

CUST_13910_PI403524517	2	0.08086872	0.082764626	-0.106339455	-0.03774166	0.03774166	-0.08550072	35_3988	"Cluster: Os07g0520600 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os07g0520600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D606	CHR5V7|COORD:22297981..22298589| similar to Os07g0520600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001059803.1)	AT5G54850.1	CHR07V5|COORD:20105113..20108087|protein expressed protein	LOC_Os07g33650.3	no descriptionvery weakly similar to (82.8)AT5G54850| Symbols:  | similar to Os07g0520600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001059803.1) | chr5:22297981-22298589 REVERSE	not assigned.unknown	35_2

CUST_26370_PI399408534	2	0.08253288	-0.3655157	-0.0056324005	0.005633354	0.17877865	-0.17619896	35_43612	"Cluster: Hypothetical protein OSJNBa0030I14.7; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0030I14.7 - Oryza sativa (japonica cu"	UniRef90_Q5TKF9	CHR1V7|COORD:24438126..24439533| small nuclear ribonucleoprotein, putative / snRNP, putative / Sm protein, putative	AT1G65700.1	CHR05V5|COORD:29539790..29541836|protein LSM Sm-like protein family member, putative, expressed	LOC_Os05g51650.2	 no descriptionvery weakly similar to (57.0)AT1G65700| Symbols:  | small nuclear ribonucleoprotein, putative / snRNP, putative / Sm protein, putative | chr1:24438126-24439533 REVERSEnot assigned LSm8 	RNA.processing	27_1

CUST_23325_PI403524517	2	-0.004348755	0.21153927	0.004348755	-0.12600327	-0.013241768	0.099386215	35_6778	"Cluster: Glycosyl transferase family 8 protein-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: Glycosyl transferase family 8 protein-like - Oryza sativa"	UniRef90_Q652K2	"CHR3V7|COORD:22633374..22636489| GAUT1/LGT1 (Galacturonosyltransferase 1); polygalacturonate 4-alpha-galacturonosyltransferase/ transferase,"	AT3G61130.1	CHR06V5|COORD:30135549..30140162|protein transferase, transferring glycosyl groups, putative, expressed	LOC_Os06g49810.1	" no descriptionmoderately similar to ( 496)AT3G61130| Symbols: GAUT1, LGT1 | GAUT1/LGT1 (Galacturonosyltransferase 1); polygalacturonate 4-alpha-galacturonosyltransferase/ transferase, transferring glycosyl groups | chr3:22633374-22636489 FORWARDGlyco_transf_8 RfaJ "	misc.UDP glucosyl and glucoronyl transferases	26_2

CUST_20234_PI399408534	2	-7.715225E-4	0.18447685	7.715225E-4	-0.01288414	0.085580826	-0.07841396	35_18059	"Cluster: CCAAT-binding transcription factor subunit B family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: CCAAT-binding transcription fa"	UniRef90_Q10EQ4	CHR3V7|COORD:7326501..7328375| CCAAT-binding transcription factor (CBF-B/NF-YA) family protein	AT3G20910.1	CHR03V5|COORD:27839534..27843657|protein nuclear transcription factor Y subunit A-1, putative, expressed	LOC_Os03g48970.3	no descriptionweakly similar to ( 105)AT3G20910| Symbols:  | CCAAT-binding transcription factor (CBF-B/NF-YA) family protein | chr3:7326501-7328375 FORWARDnot assigned CBFB_NFYA CBF	RNA.regulation of transcription.CCAAT box binding factor family, HAP2	27_3_14

CUST_18986_PI399408534	2	-0.14801884	-0.105978966	0.26032495	0.10597944	0.4067731	-0.37168026	35_6382	Rep: Dof zinc finger protein - Hordeum vulgare (Barley)	UniRef90_Q8RW51	CHR1V7|COORD:24010951..24012123| Dof-type zinc finger domain-containing protein	AT1G64620.1	CHR02V5|COORD:27432818..27429434|protein expressed protein	LOC_Os02g45200.1	no descriptionweakly similar to ( 115)AT4G24060| Symbols:  | Dof-type zinc finger domain-containing protein | chr4:12503980-12505427 FORWARDweakly similar to ( 105)PBF_MAIZEDof zinc finger protein PBF - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned zf-Dof PRK07003 Extensin_2 PRK12323 Pol_Y_like BAF1_ABF1 DUF1421 Atrophin-1	RNA.regulation of transcription.C2C2(Zn) DOF zinc finger family	27_3_8

CUST_182301_PI403524517	2	-0.011112213	0.22540665	-0.47165585	0.011112213	-0.53865814	0.18933105	35_50680	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_25893_PI403524517	2	-0.48683453	-0.20086098	-0.10958481	0.13983822	0.10958481	0.16548347	35_7506	"Cluster: Putative glycoprotease; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative glycoprotease - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6L4N8	"CHR4|COORD:11937075..11938977| glycoprotease M22 family protein, similar to sialylglycoprotease (Haemophilus ducreyi) GI:6942294; contains Pfam profile PF00814:"	AT4G22720.2	CHR05V5|COORD:5776610..5771108|protein O-sialoglycoprotein endopeptidase, putative, expressed	LOC_Os05g10630.1	no descriptionmoderately similar to ( 270)AT4G22720| Symbols:  | glycoprotease M22 family protein | chr4:11937478-11938728 FORWARDnot assigned not assigned PRK09605 QRI7 PRK09604 Peptidase_M22 COG1214	protein.degradation	29_5

CUST_5237_PI404877155	2	-0.4834242	-1.2360907	1.3714275	0.4834242	0.6442795	-0.72023773	Contig1678_s_at	23 KD JASMONATE-INDUCED PROTEIN pir||S22514 jasmonate-induced protein 1 - barley	P32024	0	0	protein expressed protein	Os04g24320	jasmonate-induced protein 1 - barley	hormone metabolism.jasmonate.induced-regulated-responsive-activated	17_7_3

CUST_126349_PI403524517	2	0.14542103	-0.026512146	-0.026512146	0.016144753	0.03491974	-0.016144753	35_35565	"Cluster: Prefoldin subunit; n=1; Oryza sativa (japonica cultivar-group)|Rep: Prefoldin subunit - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QQS1	CHR3V7|COORD:7969087..7969533| prefoldin-related KE2 family protein	AT3G22480.2	CHR12V5|COORD:17973595..17976524|protein prefoldin subunit 2, putative, expressed	LOC_Os12g30060.1	no descriptionvery weakly similar to (66.2)AT3G22480| Symbols:  | prefoldin-related KE2 family protein | chr3:7969087-7969533 FORWARD	not assigned.no ontology	35_1

CUST_12494_PI403524517	2	0.09481335	-0.0029850006	0.0029859543	0.029892921	-0.021528244	-0.0072011948	35_3564	"Cluster: Putative geranylgeranylated protein NTGP1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative geranylgeranylated protein NTGP1 - Oryza sativa"	UniRef90_Q5N9F2	CHR5V7|COORD:23515503..23517354| YKT61 (similar to yeast SNARE YKT6 1)	AT5G58060.1	CHR01V5|COORD:37841637..37845446|protein VAMP-like protein YKT62, putative, expressed	LOC_Os01g64650.2	 no descriptionmoderately similar to ( 307)AT5G58060| Symbols: YKT61, ATYKT61, ATGP1 | YKT61 (similar to yeast SNARE YKT6 1) | chr5:23515503-23517354 FORWARDnot assigned not assigned not assigned not assigned SNC1 Synaptobrevin 	cell. vesicle transport	31_4

CUST_179943_PI403524517	2	0.18403721	0.63221645	-0.023629189	-0.18545723	-0.38870907	0.023629665	35_50044	"Cluster: Hypothetical protein P0556B08.17; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0556B08.17 - Oryza sativa (japonica cultivar-g"	UniRef90_Q69V58	"CHR4V7|COORD:13402761..13404214| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G56020.1); similar to Os06g0300300 [Oryza sativa (japonica"	AT4G26550.1	CHR06V5|COORD:24222755..24225797|protein protein SFT2, putative, expressed	LOC_Os06g40630.1	"no descriptionweakly similar to ( 155)AT4G26550| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G56020.1); similar to Os06g0300300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001057449.1); similar to Phosphatidylinositol-4-phosphate 5-Kinase family protein [Tetrahymena thermophila SB210] (GB:XP_001021172.1); similar to Os06g0608600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001058041.1); contains InterPro domain SFT2-like; (InterPro:IPR011691) | chr4:13402761-13404214 REVERSEnot assigned SFT2"	not assigned.unknown	35_2

CUST_18729_PI399408534	2	0.03303337	-0.21791267	0.030883789	-0.034996033	0.07482624	-0.030882835	35_15450	Rep: Ras-related protein RAB1BV - Beta vulgaris (Sugar beet)	UniRef90_Q39433	"CHR3V7|COORD:16928893..16930725| ARA3; GTP binding"	AT3G46060.1	CHR05V5|COORD:22569339..22566108|protein ras-related protein ARA-3, putative, expressed	LOC_Os05g38630.2	 no descriptionmoderately similar to ( 281)AT3G46060| Symbols: Ara-3, AtRABE1c, AtRab8A, ARA3 | ARA3 | chr3:16928893-16930725 FORWARDmoderately similar to ( 284)RB1BV_BETVURas-related protein RAB1BV - Beta vulgaris (Sugar beet)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Rab8_Rab10_Rab13_like Rab1_Ypt1 RAB Ras Rab Rab35 Rab11_like Rab3 Rab18 Rab26 Rab2 Rab4 RabA_like Rab15 Rab19 Rab5_related Rab27A Rab30 Rab14 Rab6 Rab39 Rab21 Rab7 Rab33B_Rab33A Ras_like_GTPase Rab40 Rab12 Ras RAS Rab32_Rab38 RJL COG1100 Rap_like Rab9 Rho Rab23_lke RalA_RalB H_N_K_Ras_like Rab36_Rab34 M_R_Ras_like Rab24 Rap1 RHO Rab28 RSR1 Rap2 Ras2 RheB RabL4 Ran RERG_RasL11_like Rit_Rin_Ric Rho4_like ARHI_like RabL2 RhoA_like Spg1 Wrch_1 RAN Rac1_like RGK Rho2 Rop_like Tc10 Rab20 Miro RhoG Ras_dva Rho3 Arf_Arl Cdc42 RabL3 Rhes_like Miro1 Rnd2_Rho7 ARF Arl10_like Rnd3_RhoE_Rho8 Rnd RhoBTB Arl5_Arl8 Arf ARLTS1 Arfrp1 Arf1_5_like Arl1 Sar1 Rnd1_Rho6 Arf6 ARD1 Arl4_Arl7 Arl2 	signalling.G-proteins	30_5

CUST_542_PI403524517	2	-0.02938652	-0.004875183	0.03510475	0.06054306	-0.04389	0.0048770905	35_143	Rep: Heat shock protein 70 kDa - Zea mays (Maize)	UniRef90_Q41816	"CHR3V7|COORD:3991494..3993696| HSP70 (heat shock protein 70); ATP binding"	AT3G12580.1	CHR11V5|COORD:28246245..28250547|protein heat shock cognate 70 kDa protein 2, putative, expressed	LOC_Os11g47760.4	"no descriptionweakly similar to ( 171)AT3G12580| Symbols: HSP70 | HSP70 (heat shock protein 70); ATP binding | chr3:3991494-3993696 REVERSEweakly similar to ( 169)HSP7E_SPIOLChloroplast envelope membrane 70 kDa heat shock-related protein - Spinacia oleracea (Spinach)not assigned not assigned HSP70 dnaK DnaK"	stress.abiotic.heat	20_2_1

CUST_81890_PI403524517	2	0.117383	-0.022519112	0.022519112	0.053507805	-0.22705841	-0.05895996	35_23489	"Cluster: Os06g0303700 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os06g0303700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DCP7	"CHR1V7|COORD:21242474..21244042| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G28770.1); similar to KED [Nicotiana tabacum] (GB:BAA95789.1)"	AT1G56660.1	CHR06V5|COORD:11452024..11460167|protein myb-like DNA-binding domain containing protein, expressed	LOC_Os06g19980.1	no description	not assigned.unknown	35_2

CUST_52468_PI403524517	2	0.18558598	0.45102406	0.11754799	-0.14820862	-0.27368736	-0.117547035	35_14949	"Cluster: RNA binding protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: RNA binding protein, putative, expressed - Oryza sativa (jap"	UniRef90_Q2QSR7	CHR1V7|COORD:3015475..3018037| catalytic/ coenzyme binding	AT1G09340.1	CHR12V5|COORD:13100965..13103633|protein RNA binding protein, putative, expressed	LOC_Os12g23180.1	no descriptionmoderately similar to ( 236)AT1G09340| Symbols:  | catalytic/ coenzyme binding | chr1:3015475-3018037 FORWARD	not assigned.unknown	35_2

CUST_104567_PI403524517	2	0.019206524	-0.17276812	-0.019206047	0.090164185	0.055556297	-0.3580141	35_29799	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_27691_PI403524517	2	0.19080019	0.2518034	-0.23222828	-0.19079971	0.9031701	-0.5643873	35_8008	"Cluster: Putative copper chaperone COX17-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative copper chaperone COX17-1 - Oryza sativa (japonica"	UniRef90_Q6K670	CHR1V7|COORD:19763892..19764110| cytochrome c oxidase copper chaperone family protein	AT1G53030.1	CHR02V5|COORD:33771760..33770108|protein cytochrome c oxidase copper chaperone, putative, expressed	LOC_Os02g55134.1	no descriptionweakly similar to ( 105)AT1G53030| Symbols:  | cytochrome c oxidase copper chaperone family protein | chr1:19763892-19764110 REVERSEnot assigned COX17	metal handling.binding, chelation and storage	15_2

CUST_1213_PI404877155	2	-0.0075950623	0.10729313	-0.06520653	0.0075950623	-0.052057266	0.1329956	Contig11274_at	0	NP_974347.1	ATP-NAD kinase family protein	At3g21070.2	protein Similar to NADK1	Os05g32210	0	signalling.unspecified	30_99

CUST_49677_PI403524517	2	-0.02370739	0.23061848	0.047231674	-0.20238304	0.02370739	-0.30138206	35_14167	Rep: Actin-75 - Solanum tuberosum (Potato)	UniRef90_P30169	CHR5V7|COORD:3052810..3054221| ACT7 (actin 7)	AT5G09810.1	CHR11V5|COORD:3074762..3078111|protein actin-7, putative, expressed	LOC_Os11g06390.6	 no descriptionmoderately similar to ( 271)AT5G09810| Symbols: ACT2/7, ACT7 | ACT7 (actin 7) | chr5:3052810-3054221 FORWARDmoderately similar to ( 271)ACT1_TOBACActin - Nicotiana tabacum (Common tobacco)not assigned not assigned not assigned not assigned not assigned not assigned Actin ACTIN ACTIN COG5277 	cell.organisation	31_1

CUST_110301_PI403524517	2	0.039221764	-0.14554644	-0.15171432	0.17870474	0.4864869	-0.039221764	35_31335	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_29717_PI399408534	2	0.12781143	0.2632389	-0.22533512	-0.11895275	-0.2362566	0.1189518	35_21715	"Cluster: Hypothetical protein OJ1127_E01.105; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1127_E01.105 - Oryza sativa (japonica cult"	UniRef90_Q84ZT1	CHR5V7|COORD:22532827..22534634| mitochondrial transcription termination factor family protein / mTERF family protein	AT5G55580.1	CHR07V5|COORD:23617995..23621484|protein mTERF family protein, expressed	LOC_Os07g39430.1	no descriptionmoderately similar to ( 297)AT5G55580| Symbols:  | mitochondrial transcription termination factor family protein / mTERF family protein | chr5:22532827-22534634 FORWARDnot assigned mTERF	RNA.regulation of transcription.unclassified	27_3_99

CUST_33914_PI403524517	2	0.11168814	-0.17459011	-0.09625244	0.096251965	-0.18708181	0.13882351	35_9776	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10LJ1	0	0	CHR03V5|COORD:12944853..12940237|protein myb-like DNA-binding domain containing protein, expressed	LOC_Os03g22560.1	no description	not assigned.unknown	35_2

CUST_3145_PI404877155	2	0.054390907	-0.3552637	-0.054390907	0.06718063	0.066259384	-0.081954956	Contig13600_at	RNase Z [Arabidopsis thaliana] sp|Q8L633|RNZC_ARATH Ribonuclease Z, chloroplast precursor (RNase Z) (tRNA 3 endonuclease) (Zinc phosphodiest	NP_178532.2	RNase Z	At2g04530.1	protein RNase Z	Os02g12290	"RNase Z, 97% identical to RNase Z (GI:20975607) (Arabidopsis thaliana); similar to RNase Z (GI:20975609) (Arabidopsis thaliana); identical to cDNA RNase Z (At2g04530) GI:20975606"	hormone metabolism.auxin.synthesis-degradation	17_2_1

CUST_24498_PI403524517	2	0.15134907	0.15562534	0.08400059	-0.26992798	-0.083999634	-0.2455759	35_7110	Rep: CsAtPR5 - Aegilops tauschii (Tausch's goatgrass) (Aegilops squarrosa)	UniRef90_Q8LK50	0	0	CHR12V5|COORD:147185..152390|protein csAtPR5, putative	LOC_Os12g01250.1	no description	not assigned.unknown	35_2

CUST_17747_PI403524517	2	0.09148216	-0.7341366	-0.15499687	0.06277275	0.04137039	-0.04137039	35_5123	"Cluster: Hypothetical protein B1130H05.9; n=3; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1130H05.9 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6ASX3	CHR1V7|COORD:25812961..25813793| AGP19/ATAGP19 (ARABINOGALACTAN-PROTEIN 19)	AT1G68725.1	CHR03V5|COORD:26391916..26393573|protein expressed protein	LOC_Os03g46730.3	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK05648 PRK07764 PRK12323 Atrophin-1 FAP PRK07003 DEC-1_N Tymo_45kd_70kd Drf_FH1	not assigned.unknown	35_2

CUST_181212_PI403524517	2	0.10574055	0.118416786	-0.098163605	-0.062479973	-0.17858315	0.062479973	35_50393	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_24951_PI399408534	2	0.21428394	0.54187393	-0.056473732	-0.092962265	-0.3407421	0.056473732	35_26768	"Cluster: Hypothetical protein P0005H10.39; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0005H10.39 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5N780	"CHR5V7|COORD:1786029..1788364| ATROPGEF5/ROPGEF5 (KINASE PARTNER PROTEIN-LIKE); Rho guanyl-nucleotide exchange factor"	AT5G05940.1	CHR01V5|COORD:36816566..36812434|protein pollen-specific kinase partner protein, putative, expressed	LOC_Os01g62990.1	" no descriptionweakly similar to ( 157)AT5G05940| Symbols: ATROPGEF5, ROPGEF5 | ATROPGEF5/ROPGEF5 (KINASE PARTNER PROTEIN-LIKE); Rho guanyl-nucleotide exchange factor | chr5:1786029-1788364 FORWARDPRONE "	signalling.G-proteins	30_5

CUST_99814_PI403524517	2	0.42097092	0.56390095	0.30918312	-0.30918312	-0.8228264	-0.69361305	35_28494	"Cluster: Putative tRNA His guanylyltransferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative tRNA His guanylyltransferase - Oryza sativa (japonica"	UniRef90_Q6L5J0	"CHR2V7|COORD:13448214..13452914| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G32330.1); similar to Os05g0535500 [Oryza sativa (japonica"	AT2G31580.1	CHR05V5|COORD:26508504..26513219|protein tRNAHis guanylyltransferase family protein, expressed	LOC_Os05g45890.2	"no descriptionvery weakly similar to (96.7)AT2G31580| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G32330.1); similar to Os05g0535500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001056156.1); similar to interphase cytoplasmic foci protein 45 [Gallus gallus] (GB:NP_001025787.1); contains InterPro domain tRNAHis guanylyltransferase; (InterPro:IPR007537) | chr2:13448214-13452914 REVERSEnot assigned Thg1 COG4021"	not assigned.unknown	35_2

CUST_162218_PI403524517	2	0.117575645	0.29686737	0.056567192	-0.16666031	-0.49576855	-0.05656624	35_45247	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10Q42	CHR2V7|COORD:1039406..1039969| nodulin-related	AT2G03440.1	CHR03V5|COORD:5755390..5753850|protein RPGR, putative, expressed	LOC_Os03g11220.1	no description	not assigned.unknown	35_2

CUST_91241_PI403524517	2	-0.04292059	-0.4724989	0.04292059	0.09551811	0.101661205	-0.35777473	35_26092	"Cluster: Ribosomal large subunit pseudouridine synthase C-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Ribosomal large subunit pseudouridine synthase"	UniRef90_Q69K07	CHR3V7|COORD:6740784..6743138| pseudouridine synthase family protein	AT3G19440.1	CHR09V5|COORD:436172..442033|protein RNA binding protein, putative, expressed	LOC_Os09g01620.2	no descriptionvery weakly similar to (92.4)AT3G19440| Symbols:  | pseudouridine synthase family protein | chr3:6740784-6743138 FORWARD	protein.aa activation.pseudouridylate synthase	29_1_30

CUST_39464_PI403524517	2	0.07888889	0.31044292	-0.0957098	4.339218E-4	-4.339218E-4	-0.051044464	35_11350	"Cluster: Os04g0373000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os04g0373000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JDV1	CHR3V7|COORD:8620260..8621762| permease-related	AT3G23870.1	CHR04V5|COORD:18003290..18006493|protein non-imprinted in Prader-Willi/Angelman syndrome region protein 1, putative, expressed	LOC_Os04g30450.1	no descriptionweakly similar to ( 103)AT3G23870| Symbols:  | permease-related | chr3:8620260-8621762 FORWARDnot assigned DUF803	not assigned.unknown	35_2

CUST_1928_PI404877155	2	0.14425468	1.8255453	-0.7149706	0.22680569	-0.5052557	-0.14425468	Contig12147_at	phi-1 [Nicotiana tabacum]	BAA33810.1	phosphate-responsive protein, putative (EXO)	At4g08950.1	protein Phosphate-induced protein 1 conserved region	Os02g52010	"phosphate-responsive protein, putative (EXO), similar to phi-1 (phosphate-induced gene) (Nicotiana tabacum) GI:3759184; contains Pfam profile PF04674: Phosphate-induced protein 1 conserved region"	signalling.in sugar and nutrient physiology	30_1

CUST_70886_PI403524517	2	0.038371086	0.41704845	0.042873383	-0.14998436	-0.038371086	-0.122406006	35_20311	"Cluster: Pre-mRNA processing protein PRP39, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Pre-mRNA processing protein PRP39, putative, e"	UniRef90_Q10RX5	"CHR3V7|COORD:1153979..1156476| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G18490.1); similar to unknown protein [Arabidopsis thaliana]"	AT3G04350.1	CHR03V5|COORD:2357153..2354325|protein expressed protein	LOC_Os03g04930.1	" no descriptionhighly similar to ( 644)AT3G04350| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G18490.1); similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G43950.1); similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G04090.1); similar to pre-mRNA processing protein PRP39, putative, expressed [Oryza sativa (japonica cultivar-group)] (GB:ABF93921.1); similar to Protein of unknown function DUF946, plant [Medicago truncatula] (GB:ABE91890.1); similar to Protein of unknown function DUF946, plant [Medicago truncatula] (GB:ABE90426.1); contains InterPro domain Protein of unknown function DUF946, plant; (InterPro:IPR009291) | chr3:1153979-1156476 REVERSEDUF946 "	not assigned.unknown	35_2

CUST_24835_PI403524517	2	0.043380737	-0.11325741	-0.031697273	0.031697273	-0.03653717	0.059692383	35_7205	"Cluster: Os01g0321700 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os01g0321700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JN73	CHR4V7|COORD:776734..779802| protein transport protein-related	AT4G01810.1	CHR01V5|COORD:12245527..12240632|protein protein binding protein, putative, expressed	LOC_Os01g21850.1	no descriptionhighly similar to ( 665)AT4G01810| Symbols:  | protein transport protein-related | chr4:776734-779802 REVERSEnot assigned not assigned not assigned SEC23 trunk_domain Sec23_helical COG5028 Sec23_BS	protein.targeting.secretory pathway.golgi	29_3_4_2

CUST_37323_PI403524517	2	0.015296936	-0.2143116	-0.16223335	0.19213295	0.28335	-0.015295029	35_10753	"Cluster: Pherophorin-C1 protein precursor; n=1; Chlamydomonas reinhardtii|Rep: Pherophorin-C1 protein precursor - Chlamydomonas reinhardtii"	UniRef90_Q3HTK6	CHR1V7|COORD:22496859..22500684| proline-rich family protein	AT1G61080.1	CHR09V5|COORD:11335336..11331584|protein transposon protein, putative, CACTA, En/Spm sub-class	LOC_Os09g18490.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned Drf_FH1 PRK07764	not assigned.unknown	35_2

CUST_10449_PI399408534	2	0.9120388	-0.52437115	-1.2838554	0.34181023	-0.3418107	1.0938473	35_17926	"Cluster: BZIP transcription factor family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: BZIP transcription factor family protein, express"	UniRef90_Q2QMJ8	"CHR5V7|COORD:10796911..10798151| BZO2H3 (basic leucine zipper O2 homolog 3); DNA binding / transcription factor"	AT5G28770.3	CHR12V5|COORD:25297076..25302872|protein light-inducible protein CPRF-2, putative, expressed	LOC_Os12g40920.3	" no descriptionvery weakly similar to (87.8)AT5G28770| Symbols: ATBZIP63, BZO2H3 | BZO2H3 (basic leucine zipper O2 homolog 3); DNA binding / transcription factor | chr5:10796911-10798151 REVERSEvery weakly similar to (95.1)CPRF2_PETCRLight-inducible protein CPRF-2 - Petroselinum crispum (Parsley) (Petroselinum hortense)BRLZ bZIP_1 "	RNA.regulation of transcription.bZIP transcription factor family	27_3_35

CUST_17204_PI403524517	2	0.021635056	0.36810684	0.29330158	-0.20671272	-0.021635056	-0.95640707	35_4972	"Cluster: Hypothetical protein P0426E02.5; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0426E02.5 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6YZN3	"CHR3V7|COORD:18606792..18608534| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G50130.1); similar to unknown protein [Arabidopsis thaliana]"	AT3G50150.1	CHR08V5|COORD:16177316..16174829|protein expressed protein	LOC_Os08g26820.1	" no descriptionvery weakly similar to (53.1)AT3G50180| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G50120.1); similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:BAD03197.1); similar to Os11g0543300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001068043.1); similar to Os04g0505400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001053253.1); contains InterPro domain Protein of unknown function DUF247, plant; (InterPro:IPR004158) | chr3:18615926-18618145 REVERSEDUF247 "	not assigned.unknown	35_2

CUST_47745_PI403524517	2	0.004875183	0.033615112	-0.043657303	-0.0048732758	-0.04984474	0.06538963	35_13660	"Cluster: Homolog of Homo sapiens H2A histone family, member X (H2AFX), mRNA; n=1; Takifugu rubripes|Rep: Homolog of Homo sapiens H2A histone family, member X (H"	UniRef90_UPI000066070E	CHR5V7|COORD:24068875..24069186| histone H4	AT5G59690.1	CHR10V5|COORD:20690219..20689571|protein histone H4, putative, expressed	LOC_Os10g39410.1	no descriptionweakly similar to ( 149)AT5G59970| Symbols:  | histone H4 | chr5:24163578-24163889 REVERSEweakly similar to ( 149)H4_PEAHistone H4 - Pisum sativum (Garden pea)not assigned H4 H4 HHT1 Histone	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_144270_PI403524517	2	0.035770893	0.6638975	0.15080166	-0.03577137	-0.3022766	-0.10920763	35_40408	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_29522_PI403524517	2	-0.0084524155	-0.3739071	0.19946766	-0.02422142	0.008451462	0.01264286	35_8527	"Cluster: Vacuolar cation/proton exchanger 2 (Ca(2+)/H(+) exchanger 2); n=3; Oryza sativa|Rep: Vacuolar cation/proton exchanger 2 (Ca(2+)/H(+) exchanger 2) - Ory"	UniRef90_Q5KQN0	"CHR1V7|COORD:20835053..20837607| ATCAX5 (calcium exchanger 5); cation:cation antiporter"	AT1G55730.2	CHR03V5|COORD:16039913..16043931|protein vacuolar cation/proton exchanger 2, putative, expressed	LOC_Os03g27960.1	" no descriptionweakly similar to ( 127)AT1G55730| Symbols: CAX5, ATCAX5 | ATCAX5 (calcium exchanger 5); cation:cation antiporter | chr1:20835053-20837607 REVERSEweakly similar to ( 134)CAX2_ORYSAnot assigned ChaA "	transport.calcium	34_21

CUST_166579_PI403524517	2	0.03953123	-0.03953123	-0.3347907	0.14488792	-0.1211915	0.14756536	35_46404	"Cluster: Zinc finger protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Zinc finger protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q9SDG0		0	CHR01V5|COORD:9687092..9688958|protein protein binding protein, putative, expressed	LOC_Os01g16950.1	no description	not assigned.unknown	35_2

CUST_76393_PI403524517	2	0.25855637	-0.15675831	-0.060964584	0.0069913864	-0.0069904327	0.18462753	35_21902	"Cluster: Os05g0539600 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0539600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DGD5	CHR5V7|COORD:22875998..22876990| mitochondrial substrate carrier family protein	AT5G56450.1	CHR05V5|COORD:26722589..26725800|protein ADP/ATP translocase 2, putative, expressed	LOC_Os05g46220.1	no descriptionvery weakly similar to (93.6)AT5G56450| Symbols:  | mitochondrial substrate carrier family protein | chr5:22875998-22876990 REVERSEnot assigned Mito_carr	transport.metabolite transporters at the mitochondrial membrane	34_9

CUST_97651_PI403524517	2	-0.29239225	0.4755888	0.05973053	-0.016465187	0.016465187	-0.13464737	35_27884	"Cluster: Putative proton-dependent oligopeptide transporter; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative proton-dependent oligopeptide transporter"	UniRef90_Q6AU92	CHR1V7|COORD:25750474..25753773| proton-dependent oligopeptide transport (POT) family protein	AT1G68570.1	CHR05V5|COORD:20008382..20004024|protein peptide transporter PTR2, putative, expressed	LOC_Os05g34010.1	no descriptionweakly similar to ( 169)AT1G68570| Symbols:  | proton-dependent oligopeptide transport (POT) family protein | chr1:25750474-25753773 FORWARDnot assigned PTR2 PTR2	transport.peptides and oligopeptides	34_13

CUST_42895_PI403524517	2	0.8990779	0.94181585	-0.10751772	-0.18119812	-0.27013063	0.10751772	35_12317	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_46455_PI403524517	2	-0.09222126	0.09425926	0.01409626	-0.08779335	-0.014097214	0.085392	35_13304	"Cluster: High molecular weight glutenin subunit x-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: High molecular weight glutenin subunit x-like p"	UniRef90_Q6Z8B6	CHR2V7|COORD:11078922..11082682| KH domain-containing protein	AT2G25970.1	CHR02V5|COORD:6979511..6985051|protein DNA-directed RNA polymerase, putative, expressed	LOC_Os02g13130.1	no descriptionnot assigned Glutenin_hmw	not assigned.unknown	35_2

CUST_127924_PI403524517	2	-0.1230526	-0.17878723	0.03268051	0.015167236	0.046970367	-0.015166283	35_35970	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_147481_PI403524517	2	-0.2212491	0.3853402	0.027862072	0.3442545	-0.027862072	-0.14608908	35_41272	"Cluster: Putative myrosinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative myrosinase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7EY72	CHR3V7|COORD:17774096..17781949| EDD1 (EMBRYO-DEFECTIVE-DEVELOPMENT 1)	AT3G48110.1	CHR08V5|COORD:20420264..20425051|protein myrosinase precursor, putative, expressed	LOC_Os08g33076.1	 no descriptionvery weakly similar to (61.6)AT3G48110| Symbols: EDD, EDD1 | EDD1 (EMBRYO-DEFECTIVE-DEVELOPMENT 1) | chr3:17774096-17781949 FORWARDGlyRS_alpha_core glyQ tRNA-synt_2e GlyQ 	protein.aa activation	29_1

CUST_31673_PI403524517	2	0.3710308	0.16380215	0.54824877	-0.34694576	-0.16380167	-1.0152869	35_9139	"Cluster: Putative MATE efflux protein family protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative MATE efflux protein family protein - Oryza sativ"	UniRef90_Q6Z493	CHR3V7|COORD:8448442..8450656| MATE efflux family protein	AT3G23550.1	CHR07V5|COORD:18961541..18954628|protein transparent testa 12 protein, putative, expressed	LOC_Os07g31884.1	no descriptionweakly similar to ( 182)AT3G23550| Symbols:  | MATE efflux family protein | chr3:8448442-8450656 REVERSEnot assigned not assigned MatE NorM PRK01766 PRK00187	transport.misc	34_99

CUST_74437_PI403524517	2	-0.5288534	-0.6933985	1.016737	-0.18412781	0.7335777	0.18412876	35_21346	"Cluster: Hypothetical protein P0431B06.28; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0431B06.28 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6Z8K0	CHR3V7|COORD:8063070..8064482| leucine-rich repeat family protein / extensin family protein	AT3G22800.1	CHR02V5|COORD:31569939..31571707|protein expressed protein	LOC_Os02g51550.1	no descriptionvery weakly similar to (64.7)AT4G39795| Symbols:  | senescence-associated protein-related | chr4:18466615-18467319 FORWARDnot assigned not assigned DUF581	development.unspecified	33_99

CUST_9105_PI403524517	2	0.06840801	0.870245	-0.24274397	0.45076656	-0.5564542	-0.06840849	35_2552	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_178484_PI403524517	2	0.010734558	-0.42617798	-0.028083801	0.050153732	0.0619545	-0.010736465	35_49640	Rep: Histone H2B.4 - Triticum aestivum (Wheat)	UniRef90_Q43215	CHR5V7|COORD:7652133..7652570| histone H2B, putative	AT5G22880.1	CHR01V5|COORD:2845932..2841231|protein core histone H2A/H2B/H3/H4 family protein, expressed	LOC_Os01g05970.1	 no descriptionweakly similar to ( 101)AT5G22880| Symbols:  | histone H2B, putative | chr5:7652133-7652570 REVERSEweakly similar to ( 105)H2B4_WHEATHistone H2B.4 - Triticum aestivum (Wheat)not assigned H2B 	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_80373_PI403524517	2	0.008740425	0.39242935	-0.008739948	-0.31821632	-0.68687963	0.044236183	35_23052	"Cluster: Putative kinesin heavy chain; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative kinesin heavy chain - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z9D2	CHR3V7|COORD:19012985..19017488| kinesin motor family protein	AT3G51150.1	CHR08V5|COORD:27309899..27302283|protein ATP binding protein, putative, expressed	LOC_Os08g43400.3	no descriptionmoderately similar to ( 457)AT3G51150| Symbols:  | kinesin motor family protein | chr3:19012985-19017488 FORWARDweakly similar to ( 194)FLA10_CHLREKinesin-like protein FLA10 - Chlamydomonas reinhardtiinot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned KISc_CENP_E Kinesin KISc KISc KISc_KIP3_like KISc_KIF4 KISc_C_terminal KISc_KIF1A_KIF1B KISc_KHC_KIF5 KIP1 KISc_KIF3 KISc_BimC_Eg5 KISc_KIF2_like KISc_KLP2_like KISc_KIF9_like KISc_KID_like KISc_KIF23_like Motor_domain	cell.organisation	31_1

CUST_12923_PI403524517	2	-0.079530716	0.3389492	0.14200783	0.038895607	-0.038894653	-0.09730625	35_3698	"Cluster: Putative Ste20-related protein kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Ste20-related protein kinase - Oryza sativa (japonica"	UniRef90_Q8GZX1	CHR4V7|COORD:6609789..6614782| kinase	AT4G10730.1	CHR03V5|COORD:778372..787647|protein ATP binding protein, putative, expressed	LOC_Os03g02320.1	no description	not assigned.unknown	35_2

CUST_6432_PI403524517	2	0.03466034	-0.4240284	-0.034659386	0.19402027	0.1011734	-0.06547165	35_1783	"Cluster: Hypothetical protein OSJNBa0078O01.11; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0078O01.11 - Oryza sativa (japonica"	UniRef90_Q8LNF6	"CHR2V7|COORD:10132772..10134535| similar to transcription factor [Arabidopsis thaliana] (TAIR:AT4G36820.1); similar to Os10g0501500 [Oryza"	AT2G23790.1	CHR10V5|COORD:18800270..18804035|protein expressed protein	LOC_Os10g35770.1	"no descriptionweakly similar to ( 154)AT2G23790| Symbols:  | similar to transcription factor [Arabidopsis thaliana] (TAIR:AT4G36820.1); similar to Os10g0501500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001064986.1); similar to Protein of unknown function DUF607 [Medicago truncatula] (GB:ABE78504.1); similar to Os03g0233000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001049472.1); contains InterPro domain Protein of unknown function DUF607; (InterPro:IPR006769) | chr2:10132772-10134535 REVERSEnot assigned not assigned not assigned not assigned not assigned DUF607 PRK12323 PRK12678 PRK07764"	not assigned.unknown	35_2

CUST_83982_PI403524517	2	0.08698177	0.05939102	-0.20774746	-0.059390068	-0.07822037	0.12137413	35_24071	"Cluster: Hypothetical protein P0486C01.11; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0486C01.11 - Oryza sativa (japonica cultivar-g"	UniRef90_Q65WW4	"CHR2V7|COORD:16876441..16879647| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G56140.1); similar to Trimeric LpxA-like [Medicago truncatula]"	AT2G40400.2	CHR05V5|COORD:23204664..23214191|protein PX domain containing protein, expressed	LOC_Os05g39680.1	"no descriptionweakly similar to ( 153)AT2G40400| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G56140.1); similar to Trimeric LpxA-like [Medicago truncatula] (GB:ABE84885.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAU44243.1); similar to Os01g0826900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001044677.1); contains InterPro domain Protein of unknown function DUF399; (InterPro:IPR007314) | chr2:16876441-16879647 FORWARD"	not assigned.unknown	35_2

CUST_137739_PI403524517	2	0.029254913	0.06721115	0.018800735	-0.018800735	-0.026290894	-0.085020065	35_38626	"Cluster: PREDICTED: tubulin, alpha, ubiquitous isoform 8; n=4; Deuterostomia|Rep: PREDICTED: tubulin, alpha, ubiquitous isoform 8 - Macaca mulatta"	UniRef90_UPI0000D9CC28	CHR5V7|COORD:6682763..6684476| TUA3 (tubulin alpha-3)	AT5G19770.1	CHR07V5|COORD:23242099..23245548|protein tubulin alpha-1 chain, putative, expressed	LOC_Os07g38730.1	no descriptionvery weakly similar to (65.5)AT5G19780| Symbols: TUA5 | TUA5 (tubulin alpha-5) | chr5:6687214-6688928 FORWARDvery weakly similar to (65.5)TBA_WHEATTubulin alpha chain - Triticum aestivum (Wheat)not assigned alpha_tubulin COG5023	cell.organisation	31_1

CUST_77862_PI403524517	2	-0.009298325	0.14148808	0.009298325	-0.050775528	-0.25442028	0.02925396	35_22323	"Cluster: Hypothetical protein B1045B05.19-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1045B05.19-1 - Oryza sativa (japonica cultiv"	UniRef90_Q67TZ5	CHR3V7|COORD:6659213..6660494| similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE80527.1)	AT3G19220.1	CHR09V5|COORD:17323456..17326375|protein expressed protein	LOC_Os09g28480.1	no descriptionvery weakly similar to (82.8)AT3G19220| Symbols:  | similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE80527.1) | chr3:6659213-6660494 FORWARD	not assigned.unknown	35_2

CUST_69984_PI403524517	2	0.021660805	-0.43760014	0.03866577	-0.021660805	0.05492878	-0.053461075	35_20027	Rep: H0211A12.7 protein - Oryza sativa (Rice)	UniRef90_Q01KW7	"CHR4V7|COORD:12547028..12548820| similar to OSJNBa0024J22.22 [Oryza sativa (japonica cultivar-group)] (GB:CAD37109.2); similar to"	AT4G24175.1	CHR04V5|COORD:13972873..13964448|protein kinesin heavy chain isolog, putative, expressed	LOC_Os04g24410.1	"no descriptionweakly similar to ( 169)AT4G24175| Symbols:  | similar to OSJNBa0024J22.22 [Oryza sativa (japonica cultivar-group)] (GB:CAD37109.2); similar to Os04g0250700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001052315.1); contains domain KINESIN HEAVY CHAIN (PTHR16012); contains domain KINESIN MOTOR PROTEIN 1-RELATED (PTHR16012:SF56) | chr4:12547028-12548820 FORWARDPRK05255"	not assigned.unknown	35_2

CUST_82388_PI403524517	2	0.28078365	0.23400164	0.033879757	-0.1801734	-0.033879757	-0.1705122	35_23628	"Cluster: Os03g0758600 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os03g0758600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DNE0	0	0	CHR03V5|COORD:31317009..31320400|protein expressed protein	LOC_Os03g55130.2	no descriptionDUF863	not assigned.unknown	35_2

CUST_84774_PI403524517	2	0.23988819	-0.3169117	0.16703463	0.07575941	-0.18360186	-0.07575989	35_24291	"Cluster: Putative 3(2),5-bisphosphate nucleotidase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative 3(2),5-bisphosphate nucleotidase - Oryza sativa"	UniRef90_Q6Z413	CHR4V7|COORD:2609242..2611625| inositol monophosphatase family protein	AT4G05090.1	CHR07V5|COORD:22306982..22302166|protein PAP-specific phosphatase, mitochondrial precursor, putative, expressed	LOC_Os07g37220.1	 no descriptionweakly similar to ( 187)AT4G05090| Symbols:  | inositol monophosphatase family protein | chr4:2609242-2611625 FORWARDvery weakly similar to (83.2)DPNP_ORYSA3'(2'),5'-bisphosphate nucleotidase - Oryza sativa (Rice)not assigned PAP_phosphatase CysQ CysQ Inositol_P 	nucleotide metabolism.degradation	23_2

CUST_124658_PI403524517	2	-0.008608818	0.46053123	0.008608818	0.008608818	-0.023583412	-0.03530979	35_35133	Rep: H1005F08.26 protein - Oryza sativa (Rice)	UniRef90_Q01ML8	CHR4V7|COORD:9767127..9768661| ubiquitin carboxyl-terminal hydrolase, putative / ubiquitin thiolesterase, putative	AT4G17510.1	CHR04V5|COORD:33858229..33854103|protein ubiquitin carboxyl-terminal hydrolase isozyme L3, putative, expressed	LOC_Os04g57190.3	 no descriptionvery weakly similar to (73.2)AT4G17510| Symbols:  | ubiquitin carboxyl-terminal hydrolase, putative / ubiquitin thiolesterase, putative | chr4:9767127-9768661 REVERSEnot assigned Peptidase_C12 	protein.degradation	29_5

CUST_10706_PI399408534	2	-0.078083515	0.21890068	-0.30878544	0.077181816	0.115944386	-0.077181816	35_15729	"Cluster: Remorin-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Remorin-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q84M49	CHR2V7|COORD:17478197..17479597| remorin family protein	AT2G41870.1	CHR03V5|COORD:33731717..33729828|protein remorin, putative, expressed	LOC_Os03g59360.1	no descriptionweakly similar to ( 150)AT2G41870| Symbols:  | remorin family protein | chr2:17478197-17479597 REVERSEvery weakly similar to (51.6)REMO_SOLTURemorin - Solanum tuberosum (Potato)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Remorin_C PRK12678 PRK12323 PRK07003 APC_basic PRK07764 Herpes_BLLF1 TT_ORF1 Extensin_2 Glutenin_hmw Gag_spuma Atrophin-1 Drf_FH1 DedD	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_16590_PI403524517	2	0.086854935	0.047599792	-0.07263756	-0.005460739	-0.02059555	0.0054597855	35_4791	"Cluster: Unknow protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Unknow protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ASS1	CHR4V7|COORD:16983641..16986684| pentatricopeptide (PPR) repeat-containing protein	AT4G35850.1	CHR05V5|COORD:2602317..2596186|protein expressed protein	LOC_Os05g05320.1	no descriptionhighly similar to ( 504)AT4G35850| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr4:16983641-16986684 FORWARDvery weakly similar to (59.7)RF1_ORYSA	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_178316_PI403524517	2	0.27134228	0.5270958	-0.02046442	0.0019049644	-0.280797	-0.0019044876	35_49590	"Cluster: Chloroplast SRP receptor cpFtsY precursor; n=4; Poaceae|Rep: Chloroplast SRP receptor cpFtsY precursor - Zea mays (Maize)"	UniRef90_Q7XAF9	"CHR2V7|COORD:18858322..18860476| CPFTSY (ferric reductase deficient 4); GTP binding"	AT2G45770.1	CHR01V5|COORD:42564306..42561433|protein cell division protein ftsY, putative, expressed	LOC_Os01g72800.2	" no descriptionvery weakly similar to (85.1)AT2G45770| Symbols: FRD4, CPFTSY | CPFTSY (ferric reductase deficient 4); GTP binding | chr2:18858322-18860476 FORWARDnot assigned FtsY SRP54 SRP "	protein.targeting.chloroplast	29_3_3

CUST_16938_PI404877155	2	-0.11424255	-1.2822347	0.34857702	0.3319173	-0.39881372	0.11424255	HO14E07S_at	0	0	0	0	protein Calreticulin family, putative	Os04g32950	NONE	signalling.calcium	30_3

CUST_54075_PI403524517	2	-0.08900452	0.3981614	0.46809816	0.08900452	-0.41382694	-0.25020552	35_15387	"Cluster: Putative family II lipase EXL4; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative family II lipase EXL4 - Oryza sativa (japonica cultivar-group"	UniRef90_Q6K6B3	CHR5V7|COORD:12620003..12621900| GDSL-motif lipase/hydrolase family protein	AT5G33370.1	CHR02V5|COORD:34963392..34961728|protein anther-specific proline-rich protein APG precursor, putative, expressed	LOC_Os02g57110.1	no descriptionmoderately similar to ( 466)AT5G33370| Symbols:  | GDSL-motif lipase/hydrolase family protein | chr5:12620094-12621900 REVERSEweakly similar to ( 165)APG_BRANAAnther-specific proline-rich protein APG - Brassica napus (Rape)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned SGNH_plant_lipase_like fatty_acyltransferase_like Triacylglycerol_lipase_like COG3240 Herpes_BLLF1 PRK12323 PRK07003 SerH Tymo_45kd_70kd APC_basic Atrophin-1 PRK12678 AF-4 DUF566	misc.GDSL-motif lipase	26_28

CUST_27572_PI403524517	2	0.26030922	-0.31209517	-0.04905033	0.06211233	0.049049854	-0.21369267	35_7977	"Cluster: OSJNBa0006B20.4 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0006B20.4 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XRB5	"CHR1V7|COORD:7645756..7648503| ATPDIL1-1 (PDI-LIKE 1-1); protein disulfide isomerase"	AT1G21750.1	CHR04V5|COORD:21515612..21512541|protein OsPDIL1-2 - Oryza sativa protein disulfide isomerase, expressed	LOC_Os04g35600.1	"no descriptionmoderately similar to ( 340)AT1G21750| Symbols: ATPDIL1-1 | ATPDIL1-1 (PDI-LIKE 1-1); protein disulfide isomerase | chr1:7645756-7648684 FORWARDmoderately similar to ( 373)PDI_RICCOProtein disulfide-isomerase precursor - Ricinus communis (Castor bean)not assigned not assigned not assigned not assigned not assigned not assigned not assigned PDI_a_PDI_a'_C PDI_a_family PDI_a_ERp38 Thioredoxin PDI_a_ERp46 PDI_a_TMX3 PDI_a_P5 PDI_a_PDIR TRX_family PDI_a_MPD1_like PDI_a_QSOX PDI_b'_family PDI_a_ERdj5_C PDI_b_family PDI_a_TMX PDI_a_ERp44 TxlA COG3118 TrxA"	redox.thioredoxin	21_1

CUST_165209_PI403524517	2	0.16409588	-0.115880966	0.04301834	-0.04301834	0.13966084	-0.08743572	35_46042	Rep: SJCHGC00533 protein - Schistosoma japonicum (Blood fluke)	UniRef90_Q5D9A1	"CHR1V7|COORD:1097422..1099701| EIF2 GAMMA (eukaryotic translation initiation factor 2 gamma subunit); translation factor, nucleic acid binding"	AT1G04170.1	CHR12V5|COORD:25613822..25618647|protein eukaryotic translation initiation factor 2 gamma subunit, putative, expressed	LOC_Os12g41400.1	" no descriptionweakly similar to ( 180)AT1G04170| Symbols: EIF2 GAMMA | EIF2 GAMMA (eukaryotic translation initiation factor 2 gamma subunit); translation factor, nucleic acid binding | chr1:1097422-1099701 FORWARDvery weakly similar to (60.1)EFTU_NEPOLElongation factor Tu - Nephroselmis olivaceanot assigned not assigned not assigned eIF2_gamma GCD11 PRK04000 eIF2_gamma_II GTP_EFTU SelB SelB_euk SelB GTP_translation_factor TufB EF_Tu PRK12317 TEF1 PRK12736 PRK12735 PRK00049 tufA CysN_ATPS EF1_alpha IF2_eIF5B CysN "	protein.synthesis.elongation	29_2_4

CUST_69682_PI403524517	2	0.005060196	-0.44675922	-0.07282066	0.085393906	-0.0050592422	0.007824898	35_19937	Rep: Putative nucleosid phosphatase - Oryza sativa (japonica cultivar-group)	UniRef90_Q8LM38	CHR4V7|COORD:10485529..10487879| nucleoside phosphatase family protein / GDA1/CD39 family protein	AT4G19180.1	CHR10V5|COORD:10310614..10305991|protein hydrolase, putative, expressed	LOC_Os10g21000.1	no descriptionmoderately similar to ( 340)AT4G19180| Symbols:  | nucleoside phosphatase family protein / GDA1/CD39 family protein | chr4:10485529-10487879 REVERSEnot assigned GDA1_CD39	not assigned.no ontology	35_1

CUST_1096_PI403524517	2	0.04271841	0.23749828	0.02062416	-0.07537842	-0.2254057	-0.020624638	35_289	Rep: UDP-glucose dehydrogenase - Populus tomentosa	UniRef90_Q6S4U9	CHR5V7|COORD:5027875..5029317| UDP-glucose 6-dehydrogenase, putative	AT5G15490.1	CHR12V5|COORD:14890511..14893771|protein UDP-glucose 6-dehydrogenase, putative, expressed	LOC_Os12g25700.3	 no descriptionvery weakly similar to (61.2)AT5G15490| Symbols:  | UDP-glucose 6-dehydrogenase, putative | chr5:5027875-5029317 REVERSEvery weakly similar to (61.6)UGDH_SOYBNUDP-glucose 6-dehydrogenase - Glycine max (Soybean)not assigned 	cell wall.precursor synthesis.UGD	10_1_4

CUST_9443_PI403524517	2	0.1128397	0.6367035	0.01475811	-0.05142784	-0.08342838	-0.014757156	35_2653	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_167541_PI403524517	2	0.16046429	-0.48105574	-0.03256893	-0.10686016	0.03256893	0.06080675	35_46666	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_106243_PI403524517	2	0.046610832	-0.09888315	-0.046610832	0.3247156	0.09531927	-0.19211245	35_30241	"Cluster: Pectinesterase inhibitor domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Pectinesterase inhibitor domain"	UniRef90_Q2QML6	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	CHR12V5|COORD:25200446..25199689|protein pectinesterase inhibitor domain containing protein, expressed	LOC_Os12g40750.1	no description	not assigned.unknown	35_2

CUST_25709_PI403524517	2	0.19114399	-0.27247238	0.008367538	-0.08751202	0.14792061	-0.008367538	35_7451	"Cluster: Os01g0709400 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0709400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JJY1	CHR1|COORD:27427047..27429801| acid phosphatase survival protein SurE, putative, similar to Swiss-Prot:P36664 acid phosphatase surE (EC 3.1.3.2)	AT1G72880.1	CHR01V5|COORD:29805955..29809697|protein acid phosphatase, putative, expressed	LOC_Os01g51280.1	 no descriptionmoderately similar to ( 222)AT1G72880| Symbols:  | acid phosphatase survival protein SurE, putative | chr1:27427339-27429589 REVERSESurE surE SurE 	misc.acid and other phosphatases	26_13

CUST_22737_PI399408534	2	-1.7343998	0.08891201	0.66853523	-0.18743324	-0.088912964	0.32866573	35_22430	Rep: WRKY21 - Oryza sativa (japonica cultivar-group)	UniRef90_Q5FZT4	"CHR5V7|COORD:21428222..21429444| WRKY27 (WRKY DNA-binding protein 27); transcription factor"	AT5G52830.1	CHR01V5|COORD:35389583..35391789|protein OsWRKY21 - Superfamily of rice TFs having WRKY and zinc finger domains, expressed	LOC_Os01g60640.1	no description	RNA.regulation of transcription.WRKY domain transcription factor family	27_3_32

CUST_177149_PI403524517	2	-0.027767181	-0.3738532	-0.05573845	0.52440596	0.22511911	0.027767181	35_49283	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_28003_PI403524517	2	0.09632301	-0.31529427	-0.05278206	-0.004804611	0.10608482	0.004804611	35_8095	"Cluster: Exonuclease-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Exonuclease-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7F186	CHR3V7|COORD:5074326..5076334| exonuclease family protein	AT3G15080.1	CHR08V5|COORD:17601967..17597208|protein RNA exonuclease 4, putative, expressed	LOC_Os08g28980.1	no descriptionvery weakly similar to (69.7)AT3G15080| Symbols:  | exonuclease family protein | chr3:5074326-5076334 FORWARDnot assigned	DNA.unspecified	28_99

CUST_8686_PI404877155	2	0.015766144	0.29318428	0.07383537	-0.08817196	-0.015766144	-0.03273678	Contig25766_at	N'-5'-phosphoribosyl-formimino-5-aminoimidazole-4-carboxamide ribonucleotide isomerase [Arabidopsis thaliana]	NP_181165.1	N'-5'-phosphoribosyl- formimino-5-aminoimidazole-4-carboxamide ribonucleotide isomerase	At2g36230.1	protein Similar to 1-(5-phosphoribosyl)-5-[ (5-phosphoribosylamino)methylideneamino)imidazole-4-	Os05g33260	"ALBINO AND PALE GREEN 10;BBM II ISOMERASE;PHOSPHORIBOSYLFORMIMINO-5-AMINOIMIDAZOLE CARBOXAMIDE RIBOTIDE ISOMERASE;N'-5'-phosphoribosyl-formimino-5-aminoimidazole-4-carboxamide ribonucleotide isomerase, identical to N'-5'-phosphoribosyl-formimino-5-aminoim"	amino acid metabolism.synthesis.histidine	13_1_7

CUST_137760_PI403524517	2	0.0716095	-0.4609747	-0.071609974	0.17851114	0.12999868	-0.2335949	35_38631	"Cluster: Endoplasmin homolog precursor; n=5; BEP clade|Rep: Endoplasmin homolog precursor - Hordeum vulgare (Barley)"	UniRef90_P36183	"CHR4V7|COORD:12551912..12555861| SHD (SHEPHERD); ATP binding"	AT4G24190.1	CHR06V5|COORD:30449499..30443413|protein endoplasmin homolog precursor, putative, expressed	LOC_Os06g50300.2	"no descriptionvery weakly similar to (92.0)AT4G24190| Symbols: SHD | SHD (SHEPHERD); ATP binding | chr4:12551912-12555861 REVERSEweakly similar to ( 120)ENPL_HORVUEndoplasmin homolog precursor - Hordeum vulgare (Barley)not assigned HSP90 PRK05218 HtpG"	stress.abiotic.heat	20_2_1

CUST_23962_PI399408534	2	-0.10020828	-0.008933067	0.08868313	0.008934021	-0.013328552	0.10466957	35_19646	"Cluster: Putative RAE1 (RNA export 1, S.pombe) homolog; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative RAE1 (RNA export 1, S.pombe) homolog - Oryza s"	UniRef90_Q6ZBS9	CHR1V7|COORD:30325701..30328435| transducin family protein / WD-40 repeat family protein	AT1G80670.1	CHR08V5|COORD:4495898..4490335|protein rae1-like protein, putative, expressed	LOC_Os08g07960.2	no descriptionhighly similar to ( 574)AT1G80670| Symbols:  | transducin family protein / WD-40 repeat family protein | chr1:30325701-30328435 REVERSEvery weakly similar to (56.6)GBLP_NICPLGuanine nucleotide-binding protein subunit beta-like protein - Nicotiana plumbaginifolia (Leadwort-leaved tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned WD40 COG2319	cell.division	31_2

CUST_39190_PI403524517	2	0.01719141	-0.5530572	-0.071531296	0.20511007	0.70846367	-0.017191887	35_11270	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_29688_PI399408534	2	-0.029800415	0.8697128	0.029800415	-0.15349674	-0.05886364	0.044177055	35_17241	Rep: Calcineurin B-like protein 2 - Oryza sativa (japonica cultivar-group)	UniRef90_Q3HRP5	CHR4V7|COORD:13408614..13410004| ATCBL3 (CALCINEURIN B-LIKE 3)	AT4G26570.1	CHR03V5|COORD:23843050..23849775|protein calcineurin B-like protein 3, putative, expressed	LOC_Os03g42840.1	no descriptionmoderately similar to ( 382)AT4G26570| Symbols: CBL3 | ATCBL3 (CALCINEURIN B-LIKE 3) | chr4:13408614-13410004 REVERSEvery weakly similar to (59.7)CCAMK_PEACalcium and calcium/calmodulin-dependent serine/threonine-protein kinase - Pisum sativum (Garden pea)not assigned not assigned not assigned not assigned FRQ1 PRK12678 EFh	signalling.calcium	30_3

CUST_33996_PI403524517	2	-0.017076492	0.1929493	0.017075539	-0.2840767	0.04530239	-0.12538433	35_9801	"Cluster: TMV-MP30 binding protein 2C-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: TMV-MP30 binding protein 2C-like - Oryza sativa (japonica cultivar-g"	UniRef90_Q651Z1	CHR5V7|COORD:2600744..2602679| myosin heavy chain-related	AT5G08120.1	CHR09V5|COORD:18236699..18239535|protein TMV-MP30 binding protein 2C, putative, expressed	LOC_Os09g29970.1	no descriptionvery weakly similar to (52.0)AT5G08120| Symbols:  | myosin heavy chain-related | chr5:2600744-2602679 REVERSEnot assigned PRK00708	cell.organisation	31_1

CUST_30206_PI403524517	2	-0.11180735	-0.17777395	-0.09013176	0.09013176	0.37322044	0.094810486	35_8718	"Cluster: Putative beta-glycosidase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative beta-glycosidase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8L6H7	"CHR3V7|COORD:2016456..2019539| SFR2 (SENSITIVE TO FREEZING 2); hydrolase, hydrolyzing O-glycosyl compounds"	AT3G06510.1	CHR11V5|COORD:27148424..27141896|protein SFR2, putative, expressed	LOC_Os11g45710.7	" no descriptionweakly similar to ( 132)AT3G06510| Symbols: SFR2 | SFR2 (SENSITIVE TO FREEZING 2); hydrolase, hydrolyzing O-glycosyl compounds | chr3:2016456-2019539 FORWARD"	misc.gluco-, galacto- and mannosidases	26_3

CUST_31215_PI403524517	2	0.088963985	0.37705278	0.21984768	-0.088963985	-0.44159985	-0.26345873	35_9010	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_103571_PI403524517	2	0.8363662	-0.22982168	0.30361652	-0.27202845	-0.049568176	0.049568176	35_29532	Rep: FLORICAULA/LFAFY-like protein - Triticum aestivum (Wheat)	UniRef90_Q2L659	"CHR5V7|COORD:24861521..24864159| LFY (LEAFY); transcription factor"	AT5G61850.1	CHR04V5|COORD:29966768..29963504|protein transcription factor FL, putative, expressed	LOC_Os04g51000.1	" no descriptionvery weakly similar to (78.2)AT5G61850| Symbols: LFY3, LFY | LFY (LEAFY); transcription factor | chr5:24861521-24864159 FORWARDweakly similar to ( 143)FL_ORYSAFLO_LFY "	development.unspecified	33_99

CUST_132433_PI403524517	2	0.05096054	0.36034775	-0.11818886	-0.05096054	0.14004898	-0.14491081	35_37192	Rep: Sucrose synthase 1 - Oryza sativa (Rice)	UniRef90_P30298	"CHR3V7|COORD:15190192..15193565| SUS4; UDP-glycosyltransferase/ sucrose synthase/ transferase, transferring glycosyl groups"	AT3G43190.1	CHR06V5|COORD:4803247..4795287|protein sucrose synthase 1, putative, expressed	LOC_Os06g09450.8	" no descriptionvery weakly similar to (71.2)AT3G43190| Symbols: SUS4 | SUS4; UDP-glycosyltransferase/ sucrose synthase/ transferase, transferring glycosyl groups | chr3:15190192-15193565 REVERSEvery weakly similar to (85.5)SUS1_HORVUSucrose synthase 1 - Hordeum vulgare (Barley)Sucrose_synth "	major CHO metabolism.degradation.sucrose.Susy	2_2_1_5

CUST_68712_PI403524517	2	-0.535202	-0.38153362	0.22894669	0.08954525	0.19373035	-0.08954525	35_19658	"Cluster: Os06g0129400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0129400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DEX8	CHR4V7|COORD:12048251..12050995| SPX (SYG1/Pho81/XPR1) domain-containing protein	AT4G22990.1	CHR06V5|COORD:1553862..1560160|protein SPX domain-like protein, putative, expressed	LOC_Os06g03860.1	no descriptionmoderately similar to ( 499)AT1G63010| Symbols:  | SPX (SYG1/Pho81/XPR1) domain-containing protein | chr1:23351637-23354691 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned MFS_1	not assigned.no ontology	35_1

CUST_83072_PI403524517	2	0.3475542	0.003894329	-0.0038938522	-0.22067499	0.055140972	-0.19401789	35_23819	"Cluster: Putative cytochrome P450; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative cytochrome P450 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ETT1	"CHR5V7|COORD:24672324..24673864| CYP89A3 (cytochrome P450, family 87, subfamily A, polypeptide 3); oxygen binding"	AT5G61320.1	CHR02V5|COORD:488913..490588|protein cytochrome P450 89A2, putative, expressed	LOC_Os02g01890.1	" no descriptionweakly similar to ( 114)AT5G61320| Symbols: CYP89A3 | CYP89A3 (cytochrome P450, family 87, subfamily A, polypeptide 3); oxygen binding | chr5:24672324-24673864 REVERSEvery weakly similar to (82.4)C77A1_SOLMECytochrome P450 77A1 - Solanum melongena (Eggplant) (Aubergine)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned p450 DUF566 PRK07003 PRK12323 Atrophin-1 Herpes_BLLF1 PRK07764 PRK12678 "	misc.cytochrome P450	26_10

CUST_114950_PI403524517	2	-0.3893342	1.0275316	0.32607412	-0.09059954	-0.69422007	0.09059906	35_32617	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_65486_PI403524517	2	-0.014873505	-0.31581402	-0.009508133	0.009508133	0.032422066	0.024510384	35_18701	"Cluster: Unknow protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Unknow protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q65XQ1	CHR1V7|COORD:26811102..26812814| glycosyltransferase family 14 protein / core-2/I-branching enzyme family protein	AT1G71070.1	CHR05V5|COORD:3008942..3011231|protein BGGP Beta-1-3-galactosyl-O-glycosyl-glycoprotein, putative	LOC_Os05g06050.1	no descriptionmoderately similar to ( 386)AT1G71070| Symbols:  | glycosyltransferase family 14 protein / core-2/I-branching enzyme family protein | chr1:26811102-26812814 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Branch PRK12678 PRK07003 Tymo_45kd_70kd PRK07764 Pneumo_att_G	misc.UDP glucosyl and glucoronyl transferases	26_2

CUST_70799_PI403524517	2	-0.05294609	0.46447182	0.05294609	-0.28015137	-0.06421757	0.17929363	35_20285	"Cluster: Os11g0550900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os11g0550900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IS75	CHR5V7|COORD:17561301..17562581| similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABA94193.2)	AT5G43680.1	CHR11V5|COORD:19986769..19981352|protein expressed protein	LOC_Os11g34950.1	no descriptionvery weakly similar to (62.0)AT5G43680| Symbols:  | similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABA94193.2) | chr5:17561301-17562581 FORWARD	not assigned.unknown	35_2

CUST_58437_PI403524517	2	-0.4608736	-0.73832417	0.13418293	0.46225834	-0.13418293	0.47237778	35_16668	Rep: Putative cysteine proteinase - Oryza sativa (Rice)	UniRef90_Q94HK7	"CHR4V7|COORD:16810534..16811880| XCP1 (XYLEM CYSTEINE PEPTIDASE 1); cysteine-type peptidase"	AT4G35350.1	CHR05V5|COORD:464095..466448|protein xylem cysteine proteinase 2 precursor, putative, expressed	LOC_Os05g01810.1	"no descriptionmoderately similar to ( 473)AT4G35350| Symbols: XCP1 | XCP1 (XYLEM CYSTEINE PEPTIDASE 1); cysteine-type peptidase | chr4:16810534-16811583 FORWARDmoderately similar to ( 333)ORYA_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Peptidase_C1A Peptidase_C1 Pept_C1 Peptidase_C1 Peptidase_C1A_CathepsinC Peptidase_C1A_CathepsinB Peptidase_C1A_CathepsinX Inhibitor_I29 COG4870 PRK12678 Tymo_45kd_70kd"	protein.degradation.cysteine protease	29_5_3

CUST_60931_PI403524517	2	0.03891468	-0.03913498	-0.03891468	-0.052009583	0.13408852	0.07950878	35_17377	Rep: Transcription initiation factor IIB - Oryza sativa (Rice)	UniRef90_Q8W0W3	CHR3V7|COORD:3199912..3201647| transcription initiation factor IIB-2 / general transcription factor TFIIB-2 (TFIIB2)	AT3G10330.1	CHR09V5|COORD:21028488..21031541|protein transcription initiation factor IIB, putative, expressed	LOC_Os09g36440.1	no descriptionmoderately similar to ( 367)AT3G10330| Symbols:  | transcription initiation factor IIB-2 / general transcription factor TFIIB-2 (TFIIB2) | chr3:3199912-3201647 FORWARDmoderately similar to ( 424)TF2B_ORYSAnot assigned SUA7 tfb TFIIB CYCLIN CYCLIN	RNA.transcription	27_2

CUST_89149_PI403524517	2	0.19057894	0.6463628	-0.122038364	0.12203884	-0.14894104	-0.49920845	35_25503	Rep: T-complex protein 1 subunit alpha - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_P28769	"CHR3V7|COORD:6998550..7002272| ATTCP-1 (Arabidopsis thaliana T-complex protein 1 alpha subunit); ATP binding / protein binding / unfolded protein binding"	AT3G20050.1	CHR04V5|COORD:27418959..27424800|protein T-complex protein 1 subunit alpha, putative, expressed	LOC_Os04g46620.1	"no descriptionmoderately similar to ( 457)AT3G20050| Symbols: ATTCP-1 | ATTCP-1 (Arabidopsis thaliana T-complex protein 1 alpha subunit); ATP binding / protein binding / unfolded protein binding | chr3:6998550-7002272 REVERSEvery weakly similar to (94.0)TCPE2_AVESAT-complex protein 1 subunit epsilon - Avena sativa (Oat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TCP1_alpha chaperonin_type_I_II cpn60 Cpn60_TCP1 chaperonin_like GroL TCP1_eta TCP1_delta TCP1_beta TCP1_epsilon TCP1_theta TCP1_gamma TCP1_zeta Fab1_TCP"	protein.folding	29_6

CUST_62356_PI403524517	2	-0.024886131	0.004044533	-0.046414375	-0.004043579	0.07882404	0.044656754	35_17781	"Cluster: Os04g0683100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os04g0683100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J8X2	"CHR4V7|COORD:13048528..13050882| similar to ATCFIM-25/CFIM-25 (ARABIDOPSIS HOMOLOG OF CFIM-25) [Arabidopsis thaliana] (TAIR:AT4G29820.1); similar to"	AT4G25550.1	CHR04V5|COORD:34662569..34658736|protein cleavage and polyadenylation specificity factor 5, putative, expressed	LOC_Os04g58640.1	" no descriptionmoderately similar to ( 350)AT4G25550| Symbols:  | similar to ATCFIM-25/CFIM-25 (ARABIDOPSIS HOMOLOG OF CFIM-25) [Arabidopsis thaliana] (TAIR:AT4G29820.1); similar to OSJNBa0032F06.22 [Oryza sativa (japonica cultivar-group)] (GB:CAE03439.1); similar to Os04g0683100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001054301.1); similar to H0124B04.17 [Oryza sativa (indica cultivar-group)] (GB:CAJ86300.1); contains domain PRE-MRNA CLEAVAGE FACTOR IM, 25KD SUBUNIT (PTHR13047); contains domain PRE-MRNA CLEAVAGE FACTOR IM, 25KD SUBUNIT (PTHR13047:SF3); contains domain no description (G3D.3.90.79.10); contains domain Nudix (SSF55811) | chr4:13048528-13050882 FORWARDnot assigned "	not assigned.unknown	35_2

CUST_52728_PI403524517	2	0.045762062	0.29861832	-0.04576111	0.050759315	-0.2338562	-0.13568687	35_15019	"Cluster: Os01g0171800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0171800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JQB6	"CHR5V7|COORD:25286670..25288759| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G10660.1); similar to hypothetical protein MtrDRAFT_AC124952g40v1"	AT5G62960.1	CHR01V5|COORD:3696607..3692957|protein expressed protein	LOC_Os01g07700.3	"no descriptionweakly similar to ( 143)AT5G62960| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G10660.1); similar to hypothetical protein MtrDRAFT_AC124952g40v1 [Medicago truncatula] (GB:ABE93571.1) | chr5:25286670-25288759 FORWARD"	not assigned.unknown	35_2

CUST_18913_PI403524517	2	0.034020424	-0.322855	0.011387825	0.12102127	-0.19169712	-0.011387825	35_5480	"Cluster: Clathrin heavy chain, putative, expressed; n=11; Magnoliophyta|Rep: Clathrin heavy chain, putative, expressed - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2RBN7	CHR3V7|COORD:3482581..3491673| clathrin heavy chain, putative	AT3G11130.1	CHR12V5|COORD:248725..258877|protein clathrin heavy chain, putative, expressed	LOC_Os12g01390.1	 no descriptionvery weakly similar to (75.1)AT3G08530| Symbols:  | clathrin heavy chain, putative | chr3:2587177-2595417 REVERSEnot assigned not assigned not assigned 	cell. vesicle transport	31_4

CUST_182329_PI403524517	2	0.3431034	-0.009288311	0.22516966	0.009287834	-0.15245914	-0.05683422	35_50687	Rep: OSIGBa0132G14.1 protein - Oryza sativa (Rice)	UniRef90_Q01MX2	"CHR3V7|COORD:20262863..20265009| ATCDT1B/CDT1/CDT1B (ARABIDOPSIS HOMOLOG OF YEAST CDT1 B); cyclin-dependent protein kinase"	AT3G54710.1	CHR04V5|COORD:5768521..5765594|protein CDT1a protein, putative, expressed	LOC_Os04g10650.1	" no descriptionvery weakly similar to (67.4)AT3G54710| Symbols: ATCDT1B, CDT1B, CDT1 | ATCDT1B/CDT1/CDT1B (ARABIDOPSIS HOMOLOG OF YEAST CDT1 B); cyclin-dependent protein kinase | chr3:20262863-20265009 FORWARDCDT1 "	not assigned.unknown	35_2

CUST_43340_PI403524517	2	-0.3497486	0.6609049	0.34806776	0.16774273	-0.4393425	-0.16774273	35_12444	"Cluster: Os08g0119300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os08g0119300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J8D0	"CHR1V7|COORD:20367232..20369541| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G57345.1); similar to unknown protein [Oryza sativa (japonica"	AT1G54520.1	CHR08V5|COORD:1062365..1065127|protein conserved hypothetical protein	LOC_Os08g02580.1	"no descriptionvery weakly similar to (72.0)AT1G54520| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G57345.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAO19365.1); contains InterPro domain Protein of unknown function DUF1517; (InterPro:IPR010903) | chr1:20367232-20369541 FORWARDDUF1517"	not assigned.unknown	35_2

CUST_12439_PI404877155	2	0.004889488	0.035764694	-0.09564495	-0.018030167	0.070384026	-0.004889488	Contig6172_at	putative Acyl-CoA independent ceramide synthase [Oryza sativa (japonica cultivar-group)]	AAO38461.1	alkaline phytoceramidase family / aPHC family	At4g22330.1	protein putative Acyl-CoA independent ceramide synthase	Os03g49180	putative Acyl-CoA independent ceramide synthase	lipid metabolism.'exotics' (steroids, squalene etc).sphingolipids	11_8_1

CUST_1670_PI404877155	2	0.044291496	0.4141941	-0.04429245	-0.11460209	-0.052581787	0.07588768	Contig11888_at	hypothetical protein [Oryza sativa (japonica cultivar-group)] gb|AAP68898.1| hypothetical protein [Oryza sativa (japonica cultivar-group)]	NP_909784.1	myb family transcription factor	At2g36960.2	protein Myb-like DNA-binding domain, putative	Os03g13790	NONE	RNA.regulation of transcription.MYB domain transcription factor family	27_3_25

CUST_17693_PI399408534	2	-0.08657646	-1.3141451	0.090171814	0.15785694	-0.051011086	0.05101204	35_5957	"Cluster: Putative receptor-like protein kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative receptor-like protein kinase - Oryza sativa (japonica"	UniRef90_Q60EJ2	CHR4V7|COORD:1419278..1422828| S-locus lectin protein kinase family protein	AT4G03230.1	CHR05V5|COORD:24593567..24599421|protein serine/threonine-protein kinase receptor precursor, putative, expressed	LOC_Os05g42210.1	"no descriptionweakly similar to ( 187)AT1G65800| Symbols: ARK2 | ARK2 (Arabidopsis Receptor Kinase 2); kinase | chr1:24476829-24480186 FORWARDvery weakly similar to (89.0)PSKR_DAUCAPhytosulfokine receptor precursor - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc TyrKc PTKc S_TKc Pkinase_Tyr Pkinase PTKc_InsR_like PTKc_Srm_Brk PTKc_Jak_rpt2 PTKc_Axl_like PTKc_RET PTKc_Src_like PTKc_Frk_like PTKc_Syk_like PTKc_Lck_Blk SPS1 PTKc_Fyn_Yrk PTKc_FGFR PTKc_Trk PTKc_EGFR_like PTKc_Tec_like PTKc_Jak2_Jak3_rpt2 PTKc_Ror PTKc_Yes PTKc_Hck PTKc_DDR PTKc_VEGFR PTKc_Src PTKc_Ack_like PTKc_c-ros PTKc_PDGFR PTKc_InsR PTKc_Csk_like PTKc_IGF-1R PTKc_Tyro3 PTKc_EphR PTKc_Lyn PTKc_ALK_LTK PTKc_DDR2 PTKc_Axl PTKc_DDR_like PTKc_Chk PTKc_VEGFR3 PTKc_VEGFR2 PTKc_Itk PTKc_TrkA PTKc_Btk_Bmx PTKc_FGFR3 PTKc_FGFR4 PTKc_FGFR1 PTKc_Tec_Rlk PTKc_FGFR2 PTKc_DDR1 PTKc_Met_Ron PTKc_CSF-1R PTKc_HER4 PTKc_PDGFR_alpha PTKc_TrkC PTKc_EGFR PTKc_Fes_like PTKc_Abl PTKc_Musk PTKc_Zap-70 PTKc_HER2 PTKc_PDGFR_beta PTK_HER3 PTK_Ryk PTKc_Kit PTKc_Ror2 PTKc_Ror1 PTK_CCK4 PTKc_EphR_A2 PTKc_TrkB PTKc_Tie PTKc_Tie1 PTKc_Tie2 PTKc_EphR_A PTKc_Csk PTKc_EphR_B PTKc_Tyk2_rpt2 PTKc_Jak1_rpt2 PTKc_Syk PTKc_Fer"	signalling.receptor kinases.DUF 26	30_2_17

CUST_17528_PI404877155	2	0.04157448	0.42033482	0.17030334	-0.1583147	-0.04157448	-0.11590862	HV_CEa0014K16r2_at	unnamed protein product [Arabidopsis thaliana]	BAB09481.1	transcription regulator NOT2/NOT3/NOT5 family protein	At5g18230.1	protein hypothetical protein	Os03g44900	NONE	RNA.regulation of transcription.putative DNA-binding protein	27_3_67

CUST_66555_PI403524517	2	0.23867655	0.4740405	0.10095596	-0.10095596	-0.13816547	-0.4795165	35_19006	Rep: Glutamine synthetase - Saccharum officinarum (Sugarcane)	UniRef90_Q5MD07	CHR3V7|COORD:19718046..19722166| glutamate-ammonia ligase	AT3G53180.1	CHR10V5|COORD:16357436..16364225|protein protein fluG, putative, expressed	LOC_Os10g31820.1	no descriptionmoderately similar to ( 372)AT3G53180| Symbols:  | glutamate-ammonia ligase | chr3:19718046-19722166 FORWARDnot assigned GlnA Amidohydro_2 COG2159	N-metabolism.ammonia metabolism.glutamine synthase	12_2_2

CUST_24409_PI403524517	2	-0.036467552	-0.6383543	-0.13583279	0.0364666	0.091156006	0.11578369	35_7085	"Cluster: Putative pyrophosphate-dependent phosphofructo-1-kinase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative pyrophosphate-dependent phosphofruct"	UniRef90_Q5JNC6	CHR4V7|COORD:13301103..13304039| phosphofructokinase family protein	AT4G26270.1	CHR01V5|COORD:31172078..31166977|protein 6-phosphofructokinase, putative, expressed	LOC_Os01g53680.1	no descriptionmoderately similar to ( 306)AT4G26270| Symbols:  | phosphofructokinase family protein | chr4:13301103-13304039 REVERSEnot assigned PRK06830 PfkA PRK03202 PFK	glycolysis.PPFK	4_4

CUST_61484_PI403524517	2	0.081142426	0.14338112	-0.011320114	-0.04894066	0.011321068	-0.041820526	35_17549	"Cluster: Putative peroxisomal membrane protein 22 kDa; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative peroxisomal membrane protein 22 kDa - Oryza sat"	UniRef90_Q6H6J7	"CHR4V7|COORD:8235331..8236601| similar to PMP22 (peroxisomal membrane protein 22) [Arabidopsis thaliana] (TAIR:AT4G04470.1); similar to Os08g0566900 [Oryza"	AT4G14305.1	CHR02V5|COORD:7069494..7066390|protein peroxisomal membrane protein PMP22, putative, expressed	LOC_Os02g13270.1	"no descriptionmoderately similar to ( 245)AT4G14305| Symbols:  | similar to PMP22 (peroxisomal membrane protein 22) [Arabidopsis thaliana] (TAIR:AT4G04470.1); similar to Os08g0566900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001062544.1); similar to Os02g0226000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001046343.1); similar to hypothetical protein DDBDRAFT_0188787 [Dictyostelium discoideum AX4] (GB:XP_635840.1); contains InterPro domain Mpv17/PMP22; (InterPro:IPR007248) | chr4:8235331-8236601 REVERSEnot assigned Mpv17_PMP22"	not assigned.no ontology	35_1

CUST_4198_PI404877155	2	0.019320488	0.40428543	-0.013170242	-0.12640762	-0.107447624	0.013169289	Contig15042_at	similar to tRNA isopentenyltransferase [Oryza sativa (japonica cultivar-group)] dbj|BAB85325.1| similar to tRNA isopentenyltransferase [Oryz	NP_914320.1	tRNA isopentenyltransferase 2 / IPP transferase 2 (IPT2)	At2g27760.1	protein tRNA delta(2)-isopentenylpyrophosphate transferase, putative	Os01g73760	similar to tRNA isopentenyltransferase	hormone metabolism.cytokinin.synthesis-degradation	17_4_1

CUST_29374_PI403524517	2	0.09644222	-0.37424088	-0.2297306	0.09182453	-0.023041725	0.023041725	35_8488	"Cluster: Hypothetical protein OJ1504_G04.15; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1504_G04.15 - Oryza sativa (japonica cultiv"	UniRef90_Q65XD9	"CHR1V7|COORD:25933606..25934806| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G03390.1); contains InterPro domain Protein of unknown function"	AT1G68960.1	CHR10V5|COORD:19785277..19787139|protein expressed protein	LOC_Os10g37600.1	no descriptionDUF295	not assigned.unknown	35_2

CUST_14684_PI404877155	2	0.059443474	0.8975363	-0.17260647	0.009135246	-0.34159565	-0.0091362	Contig8506_at	P0415C01.15 [Oryza sativa (japonica cultivar-group)]	NP_917460.1	light stress-responsive one-helix protein (OHP2)	At1g34000.1	protein expressed protein	Os01g40710	"ONE-HELIX PROTEIN 2;light stress-responsive one-helix protein (OHP2), contains similarity to photosystem II 22 kDa protein GI:6006279 from (Arabidopsis thaliana) or  light stress-responsive one-helix protein (OHP2), contains similarity to photosystem II 2"	PS.lightreaction.photosystem II.PSII polypeptide subunits	1_01_01_02

CUST_18330_PI404877155	2	0.03205061	-0.03564024	0.006476879	0.073396206	-0.41683006	-0.006476879	HVSMEg0007O09r2_at	putative phosphatidylinositol/phosphatidylcholine transfer protein [Oryza sativa (japonica cultivar-group)]	AAO20076.1	SEC14 cytosolic factor, putative / phosphoglyceride transfer protein, putative	At1g01630.1	protein putative phosphatidylinositol/phosphatidylcholine transfer protein	Os03g63370	"SEC14 cytosolic factor, putative / phosphoglyceride transfer protein, putative, contains Pfam PF00650 : CRAL/TRIO domain and PF03765 : CRAL/TRIO, N-terminus; similar to polyphosphoinositide binding protein Ssh2p GB:AAB94599 GI:2739046 from (Glycine max)"	transport.misc	34_99

CUST_20016_PI403524517	2	0.047189713	0.1744461	-0.017149925	-0.06648064	-0.09418011	0.017150879	35_5800	0	0	0	0	CHR06V5|COORD:8618081..8619373|protein conserved hypothetical protein	LOC_Os06g15210.1	no description	not assigned.unknown	35_2

CUST_17971_PI404877155	2	0.09205532	0.1745367	-0.2272644	-0.024064064	-0.1404562	0.024064064	HVSMEa0019D10r2_at	CONSTANS-like protein CO5 [Hordeum vulgare subsp. vulgare]	AAL99265.1	zinc finger (B-box type) family protein	At2g24790.1	protein CCT motif, putative	Os02g39710	"COL3;CONSTANS-LIKE 3;zinc finger (B-box type) family protein or  zinc finger (B-box type) family protein"	RNA.regulation of transcription.C2C2(Zn) CO-like, Constans-like zinc finger family	27_3_07

CUST_41046_PI403524517	2	0.24711227	0.5131912	0.0061712265	-0.11419773	-0.0061712265	-0.08990097	35_11800	"Cluster: Os01g0496900 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0496900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JMJ1	CHR3V7|COORD:5491625..5493611| similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE80914.1)	AT3G16200.1	CHR01V5|COORD:17397678..17393803|protein expressed protein	LOC_Os01g31220.1	no descriptionweakly similar to ( 175)AT3G16200| Symbols:  | similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE80914.1) | chr3:5491625-5493611 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Atrophin-1 DUF1421 Drf_FH1 PRK07764 TT_ORF1 PRK05648 PRK12323 Tymo_45kd_70kd Extensin_2 HPC2 PRK12678 PRK07003	not assigned.unknown	35_2

CUST_45316_PI403524517	2	0.052261353	0.4016695	0.0035800934	-0.24613762	-0.003581047	-0.20117569	35_12990	"Cluster: Putative serine/threonine-specific protein kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative serine/threonine-specific protein kinase -"	UniRef90_Q60EZ1	CHR3V7|COORD:21720346..21722223| protein kinase family protein	AT3G58690.1	CHR05V5|COORD:6651285..6645812|protein serine/threonine-protein kinase NAK, putative, expressed	LOC_Os05g11750.3	no descriptionweakly similar to ( 136)AT3G58690| Symbols:  | protein kinase family protein | chr3:21720346-21722223 FORWARDvery weakly similar to (81.3)CRI4_MAIZEPutative receptor protein kinase CRINKLY4 precursor - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pkinase_Tyr TyrKc PTKc PTKc_Itk S_TKc PTKc_Trk PTKc_Srm_Brk Pkinase S_TKc PTKc_Csk_like PTKc_Src_like PTKc_Tec_like PTKc_EGFR_like PTKc_Frk_like PRK07764 PTKc_TrkA PTKc_InsR_like PTKc_TrkB PTKc_Ror PTKc_TrkC PTKc_Jak_rpt2 PTKc_Musk PTKc_Tec_Rlk	protein.postranslational modification.kinase.receptor like cytoplasmatic kinase VII	29_4_1_57

CUST_17917_PI403524517	2	0.17182732	0.21669102	-0.07673168	-0.032883644	-0.114751816	0.032883644	35_5172	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2R859	"CHR5V7|COORD:20314461..20319245| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G33700.2); similar to unknown protein [Arabidopsis thaliana]"	AT5G49900.1	CHR11V5|COORD:7590735..7602331|protein expressed protein	LOC_Os11g13810.1	"no descriptionmoderately similar to ( 288)AT5G49900| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G33700.2); similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G10060.1); similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G24180.2); similar to unknown protein [Oryza sativa] (GB:AAL31035.1); similar to Os11g0242100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001067588.1); similar to At5g49900 [Oryza sativa (japonica cultivar-group)] (GB:AAX95400.1); contains InterPro domain Protein of unknown function DUF608; (InterPro:IPR006775) | chr5:20314461-20319245 REVERSEnot assigned DUF608 COG4354"	not assigned.unknown	35_2

CUST_14175_PI404877155	2	0.1094532	-1.1720924	-0.0756073	0.012546539	0.07734871	-0.012545586	Contig8014_at	Probable U6 snRNA-associated Sm-like protein LSm4 dbj|BAB07978.1| putative glycine rich protein [Oryza sativa (japonica	Q9LGE6	small nuclear ribonucleoprotein, putative / snRNP, putative / Sm protein, putative	At5g27720.1	protein probable u6 snrna-associated sm-like protein lsm4	Os01g15310	NONE	RNA.processing	27_1

CUST_74784_PI403524517	2	0.14625359	-0.21101856	-0.0040426254	0.0040416718	-0.08501625	0.047210693	35_21443	"Cluster: Putative far-red impaired response protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative far-red impaired response"	UniRef90_Q6K4T2	CHR1V7|COORD:22057832..22060717| formin homology 2 domain-containing protein / FH2 domain-containing protein	AT1G59910.1	CHR02V5|COORD:10692548..10696750|protein transposon protein, putative, unclassified, expressed	LOC_Os02g18370.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_689_PI399407379	2	0.6153798	-1.2715049	0.0200634	-0.0200634	0.52167034	-0.14985657	HvABA8'OH-2									

CUST_103358_PI403524517	2	0.0155591965	1.7173524	0.12621212	-0.015559673	-1.2317643	-0.48195457	35_29474	"Cluster: Os09g0437500 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0437500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J1I6	CHR1V7|COORD:21047079..21048134| dormancy/auxin associated family protein	AT1G56220.3	CHR09V5|COORD:16152178..16154165|protein auxin-repressed protein, putative, expressed	LOC_Os09g26620.3	no descriptionvery weakly similar to (55.1)AT1G56220| Symbols:  | dormancy/auxin associated family protein | chr1:21047079-21048046 FORWARDAuxin_repressed	development.unspecified	33_99

CUST_7235_PI404877155	2	-1.0032368	-0.76650095	1.0007906	-0.121427536	0.12142706	0.20304298	Contig21093_at	putative transcription factor X1 [Oryza sativa (japonica cultivar-group)] gb|AAF21887.1| putative transcription factor X1 [Oryza sativa subs	NP_917841.1	XH/XS domain-containing protein / XS zinc finger domain-containing protein	At1g80790.1	protein XS domain, putative	Os01g44230	XH/XS domain-containing protein / XS zinc finger domain-containing protein, contains Pfam domains PF03469: XH domain, PF03468: XS domain and PF03470: XS zinc finger domain	RNA.regulation of transcription.unclassified	27_3_99

CUST_55672_PI403524517	2	0.094836235	-0.62344265	-0.0688076	0.010293961	-0.010293007	0.24605751	35_15845	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10G12	"CHR3V7|COORD:15898604..15899715| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G11800.1); similar to expp1 protein precursor [Solanum tuberosum]"	AT3G44150.1	CHR03V5|COORD:25051073..25047153|protein expp1 protein precursor, putative, expressed	LOC_Os03g44560.1	"no descriptionmoderately similar to ( 271)AT3G44150| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G11800.1); similar to expp1 protein precursor [Solanum tuberosum] (GB:CAJ77501.1); contains domain FAMILY NOT NAMED (PTHR21454); contains domain SUBFAMILY NOT NAMED (PTHR21454:SF1) | chr3:15898604-15899715 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Atrophin-1 PRK12323 TT_ORF1 PRK07003 PRK07764 HPC2 IER Extensin_2 PRK05648 Herpes_BLLF1 DUF1421"	not assigned.unknown	35_2

CUST_21085_PI403524517	2	-0.073841095	-0.39994144	-0.4168043	0.20314217	0.14838219	0.07384205	35_6119	Rep: UDP-glucuronic acid 4-epimerase - Zea mays (Maize)	UniRef90_Q304Y2	"CHR4V7|COORD:14881982..14883271| GAE1 (UDP-D-GLUCURONATE 4-EPIMERASE 1); UDP-glucuronate 4-epimerase/ catalytic"	AT4G30440.1	CHR02V5|COORD:33612372..33614461|protein expressed protein	LOC_Os02g54890.1	"no descriptionhighly similar to ( 686)AT4G30440| Symbols: GAE1 | GAE1 (UDP-D-GLUCURONATE 4-EPIMERASE 1); UDP-glucuronate 4-epimerase/ catalytic | chr4:14881982-14883271 REVERSEvery weakly similar to (80.9)GALE1_PEAUDP-glucose 4-epimerase - Pisum sativum (Garden pea)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned WcaG Epimerase GalE RfbB PRK10675 Gmd PRK10217 PRK10084 Herpes_BLLF1 COG1086 Polysacc_synt_2 Atrophin-1 PRK07003 Tymo_45kd_70kd APC_basic RmlD_sub_bind PRK11908 AF-4 3Beta_HSD PRK07764 rfaD HPC2 RfbD PRK12323 Herpes_UL32 Pneumo_att_G DUF1509 DUF390 KAR9 DUF566"	cell wall.precursor synthesis.GAE	10_1_6

CUST_2681_PI403524517	2	-0.005256653	0.1523838	-0.10991955	-0.116270065	0.11907673	0.005255699	35_731	"Cluster: Glucose-1-phosphate adenylyltransferase small subunit, chloroplast precursor; n=6; Triticeae|Rep: Glucose-1-phosphate adenylyltransferase"	UniRef90_P30523	"CHR5V7|COORD:19587552..19589783| ADG1 (ADP GLUCOSE PYROPHOSPHORYLASE SMALL SUBUNIT 1); glucose-1-phosphate adenylyltransferase"	AT5G48300.1	CHR08V5|COORD:15539751..15533358|protein glucose-1-phosphate adenylyltransferase small subunit, chloroplast precursor, putative, expressed	LOC_Os08g25734.2	" no descriptionhighly similar to ( 814)AT5G48300| Symbols: APS1, ADG1 | ADG1 (ADP GLUCOSE PYROPHOSPHORYLASE SMALL SUBUNIT 1); glucose-1-phosphate adenylyltransferase | chr5:19587552-19589783 FORWARDhighly similar to ( 922)GLGS_WHEATGlucose-1-phosphate adenylyltransferase small subunit, chloroplast precursor - Triticum aestivum (Wheat)not assigned not assigned not assigned glgC GlgC glgC glgC glgC glgC glgC glgC NTP_transferase glgC GCD1 RfbA GlmU GalU "	major CHO metabolism.synthesis.starch.AGPase	2_1_2_1

CUST_21563_PI403524517	2	-0.019423485	-2.1033473	-0.019842148	0.6718588	0.7332878	0.019423485	35_6260	"Cluster: Putative pectin methylesterase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative pectin methylesterase - Oryza sativa (japonica cultivar-group"	UniRef90_Q69Y54	CHR2V7|COORD:11254485..11256485| pectinesterase family protein	AT2G26440.1	CHR06V5|COORD:4699553..4702228|protein pectinesterase U1 precursor, putative, expressed	LOC_Os06g09340.1	no descriptionweakly similar to ( 122)AT2G26440| Symbols:  | pectinesterase family protein | chr2:11254485-11256485 FORWARDvery weakly similar to (93.6)PME2_CITSIPectinesterase-2 precursor - Citrus sinensis (Sweet orange)not assigned not assigned not assigned Pectinesterase	cell wall.pectin*esterases.PME	10_8_1

CUST_47114_PI403524517	2	0.5058532	-0.060208797	0.042038918	-0.037953854	-0.11690664	0.037953377	35_13491	"Cluster: Putative aminoacyl-t-RNA synthetase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative aminoacyl-t-RNA synthetase - Oryza sativa (japonica cult"	UniRef90_Q5VRH2	CHR3V7|COORD:17774096..17781949| EDD1 (EMBRYO-DEFECTIVE-DEVELOPMENT 1)	AT3G48110.1	CHR06V5|COORD:232787..243624|protein glycyl-tRNA synthetase 2, chloroplast/mitochondrial precursor, putative, expressed	LOC_Os06g01400.1	 no descriptionmoderately similar to ( 318)AT3G48110| Symbols: EDD, EDD1 | EDD1 (EMBRYO-DEFECTIVE-DEVELOPMENT 1) | chr3:17774096-17781949 FORWARDtRNA-synt_2e GlyRS_alpha_core glyQ GlyQ GlyS glyS tRNA_synt_2f 	protein.aa activation	29_1

CUST_159282_PI403524517	2	0.01097393	0.12785244	-0.12833309	-0.01097393	-0.22620392	0.07750893	35_44459	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_62425_PI403524517	2	0.11314201	-0.05248928	-0.054302216	0.018769264	0.10325241	-0.01876831	35_17803	"Cluster: Os01g0215700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0215700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JPL8	CHR1V7|COORD:10051214..10053059| lipase, putative	AT1G28600.1	CHR01V5|COORD:6315932..6319276|protein esterase precursor, putative, expressed	LOC_Os01g11710.1	no descriptionweakly similar to ( 159)AT1G28600| Symbols:  | carboxylic ester hydrolase | chr1:10051590-10053059 REVERSEweakly similar to ( 106)EST_HEVBREsterase precursor - Hevea brasiliensis (Para rubber tree)SGNH_plant_lipase_like fatty_acyltransferase_like COG3240	misc.GDSL-motif lipase	26_28

CUST_128237_PI403524517	2	0.25198555	0.7724829	-0.028356552	-0.22388458	-0.3696022	0.028355598	35_36050	Rep: Hypothetical protein - Gibberella zeae (Fusarium graminearum)	UniRef90_Q4IAA5		0	CHR10V5|COORD:7862436..7869735|protein CUE domain containing protein, expressed	LOC_Os10g16440.2	no description	not assigned.unknown	35_2

CUST_16443_PI403524517	2	0.11485386	-0.2754755	-0.11485386	0.14610004	0.13187695	-0.29695892	35_4746	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QXI6	0	0	CHR12V5|COORD:2723050..2725350|protein expressed protein	LOC_Os12g05920.1	no description	not assigned.unknown	35_2

CUST_29178_PI399408534	2	-0.067056656	-1.0052958	0.0670557	0.371603	0.6214695	-0.06859684	35_17296	Rep: Putative zinc finger protein ZF2 - Zea mays (Maize)	UniRef90_Q53AV6	CHR3V7|COORD:5315444..5316055| zinc finger (Ran-binding) family protein	AT3G15680.1	CHR02V5|COORD:5806501..5798886|protein RNA-binding protein cabeza, putative, expressed	LOC_Os02g10920.2	no descriptionweakly similar to ( 180)AT3G15680| Symbols:  | zinc finger (Ran-binding) family protein | chr3:5315444-5316055 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 Drf_FH1 Atrophin-1 PRK07764 PRK05648 TonB	RNA.regulation of transcription.unclassified	27_3_99

CUST_3655_PI404877155	2	0.15723419	0.19718361	-0.031126976	-0.14999962	-0.075354576	0.03112793	Contig14211_at	P0020E09.16 [Oryza sativa (japonica cultivar-group)]	NP_914403.1	expressed protein	At5g58410.1	protein Zinc finger, C3HC4 type (RING finger), putative	Os01g74610	expressed protein, contains similarity to hypothetical proteins	RNA.regulation of transcription.unclassified	27_3_99

CUST_63609_PI403524517	2	0.0054368973	0.06090641	0.054183006	-0.09379959	-0.0054368973	-0.0054368973	35_18159	"Cluster: Putative postsynaptic protein CRIPT; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative postsynaptic protein CRIPT - Oryza sativa (japonica cult"	UniRef90_Q6YZ89	CHR1V7|COORD:22816487..22817681| postsynaptic protein-related	AT1G61780.1	CHR08V5|COORD:5314529..5312302|protein postsynaptic protein CRIPT, putative, expressed	LOC_Os08g09180.1	no descriptionweakly similar to ( 184)AT1G61780| Symbols:  | postsynaptic protein-related | chr1:22816487-22817681 REVERSEnot assigned	not assigned.no ontology	35_1

CUST_16009_PI404877155	2	0.0755043	-0.18616867	0.025032997	-0.069003105	0.1952219	-0.025032997	Contig9882_at	putative glyoxylate induced protein [Oryza sativa (japonica cultivar-group)]	BAC83197.1	expressed protein	At4g17050.1	protein hypothetical protein	Os07g31270	NONE	RNA.regulation of transcription.Trihelix, Triple-Helix transcription factor family	27_3_30

CUST_134538_PI403524517	2	-0.278893	-0.0049176216	0.08803463	0.134449	0.0049176216	-0.27487373	35_37747	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_6916_PI399408534	2	0.15539551	-0.037018776	0.037019253	-0.1770544	-0.28487587	0.11916447	35_16307	Rep: Aldehyde oxidase - Zea mays (Maize)	UniRef90_O23887	CHR2V7|COORD:11609030..11614092| AAO3 (ABSCISIC ALDEHYDE OXIDASE 3)	AT2G27150.1	CHR03V5|COORD:32825391..32818299|protein aldehyde oxidase 1, putative, expressed	LOC_Os03g57690.1	no descriptionhighly similar to ( 605)AT2G27150| Symbols: AAO3 | AAO3 (ABSCISIC ALDEHYDE OXIDASE 3) | chr2:11609030-11614092 FORWARDhighly similar to ( 812)ALDO2_ORYSAnot assigned not assigned not assigned Ald_Xan_dh_C2 XdhB CoxL PRK09970 PRK09800 PRK12678	hormone metabolism.abscisic acid.synthesis-degradation	17_1_1

CUST_111580_PI403524517	2	0.10705662	-0.46186543	-0.14505291	0.32585335	0.047210693	-0.047210693	35_31680	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_6175_PI399408534	2	0.28238773	-0.14851665	0.61501694	0.14851665	-0.1680336	-0.2708168	35_14197	Rep: Lipoxygenase - Hordeum vulgare (Barley)	UniRef90_Q42846	"CHR1V7|COORD:20529465..20533810| LOX1 (Lipoxygenase 1); lipoxygenase"	AT1G55020.1	CHR03V5|COORD:28056077..28062474|protein lipoxygenase 4, putative, expressed	LOC_Os03g49380.1	"no descriptionvery weakly similar to (82.4)AT1G55020| Symbols: LOX1 | LOX1 (Lipoxygenase 1); lipoxygenase | chr1:20529465-20533810 FORWARDweakly similar to ( 159)LOX4_ORYSA"	hormone metabolism.jasmonate.synthesis-degradation.lipoxygenase	17_7_1_2

CUST_166592_PI403524517	2	0.031095505	-0.06960106	-0.031095028	0.11836624	0.042918682	-0.04260826	35_46407	Rep: OSIGBa0157K09-H0214G12.22 protein - Oryza sativa (Rice)	UniRef90_Q01HD5	"CHR2V7|COORD:14154680..14156845| ARPC2B (actin-related protein C2B); structural molecule"	AT2G33385.1	CHR04V5|COORD:25391994..25389035|protein ARPC2B, putative, expressed	LOC_Os04g43290.1	"no descriptionvery weakly similar to (91.7)AT2G33385| Symbols: ARPC2B | ARPC2B (actin-related protein C2B); structural molecule | chr2:14154680-14156845 REVERSEnot assigned not assigned not assigned"	cell.organisation	31_1

CUST_23429_PI403524517	2	0.08867264	-0.2571354	-0.21477795	0.017875671	-0.017874718	0.13695526	35_6810	"Cluster: Putative early nodule-specific protein ENOD8; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative early nodule-specific protein ENOD8 - Oryza sat"	UniRef90_Q5ZDS5	CHR1V7|COORD:3031266..3033417| GDSL-motif lipase/hydrolase family protein	AT1G09390.1	CHR01V5|COORD:12716579..12720593|protein alpha-L-fucosidase 2 precursor, putative, expressed	LOC_Os01g22640.1	no descriptionvery weakly similar to (57.0)AT1G09390| Symbols:  | GDSL-motif lipase/hydrolase family protein | chr1:3031266-3033417 FORWARD	misc.GDSL-motif lipase	26_28

CUST_1354_PI403524517	2	-1.9536343	-0.40972805	0.6226959	0.4097271	0.54534435	-1.0598698	35_358	"Cluster: Leaf-specific thionin DB4 precursor [Contains: Leaf-specific thionin DB4; Acidic protein]; n=3; Hordeum vulgare|Rep: Leaf-specific thionin DB4"	UniRef90_P08772	"CHR5V7|COORD:14579283..14579903| THI2.2 (THIONIN 2.2); toxin receptor binding"	AT5G36910.1	CHR06V5|COORD:18773644..18772307|protein thionin precursor, putative, expressed	LOC_Os06g32240.1	"no descriptionweakly similar to ( 145)THN3_HORVULeaf-specific thionin DB4 precursor [Contains: Leaf-specific thionin DB4; Acidic protein] - Hordeum vulgare (Barley)Thionin"	stress.biotic	20_1

CUST_27422_PI403524517	2	-0.008468628	-0.34949398	-0.050333977	0.16748428	0.08169842	0.008468628	35_7938	"Cluster: Hypothetical protein OSJNBb0011H13.4; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0011H13.4 - Oryza sativa (japonica cu"	UniRef90_Q851F8	CHR1V7|COORD:16985669..16986848| similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAO38479.1)	AT1G44920.1	CHR03V5|COORD:29741771..29739022|protein expressed protein	LOC_Os03g51930.2	no descriptionweakly similar to ( 154)AT1G44920| Symbols:  | similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAO38479.1) | chr1:16985669-16986848 REVERSE	not assigned.unknown	35_2

CUST_180394_PI403524517	2	-0.14151382	0.123773575	0.23308754	-0.14426517	-0.06104088	0.061039925	35_50169	"Cluster: Sucrase-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Sucrase-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z5K5	CHR4V7|COORD:13427605..13429883| sucrase-related	AT4G26620.1	CHR02V5|COORD:30137583..30133786|protein sucrose cleavage protein-like, putative, expressed	LOC_Os02g49320.1	no description	not assigned.unknown	35_2

CUST_745_PI404877155	2	0.0024003983	0.5588913	-0.0024003983	-0.11937237	0.08279991	-0.011407852	Contig10705_at	ABA-responsive element-binding protein 3 (AREB3) [Arabidopsis thaliana] pir||T51273 promoter-binding factor-like protein - Arabidopsis thali	NP_191244.1	ABA-responsive element-binding protein 3 (AREB3)	At3g56850.1	protein bZIP transcription factor, putative	Os05g41070	putative bZIP transcription factor	RNA.regulation of transcription.bZIP transcription factor family	27_3_35

CUST_4658_PI404877155	2	0.04153061	-0.013768196	-0.18285084	-0.102479935	0.013768196	0.079776764	Contig15837_at	putative brassinosteroid-insensitive protein 1 [Hordeum vulgare] dbj|BAD06330.1| putative brassinosteroid-insensitive 1 [Hordeum vulgare sub	BAD01654.1	brassinosteroid insensitive 1 (BRI1)	At4g39400.1	protein Leucine Rich Repeat, putative	Os01g52050	NONE	hormone metabolism.brassinosteroid.signal transduction.BRI	17_03_02_01

CUST_42515_PI403524517	2	-0.60378265	0.09975004	0.16166115	0.27203846	-0.29045963	-0.09975052	35_12216	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_38178_PI403524517	2	-0.20663404	-1.7195449	0.20663404	0.25701618	0.37420797	-0.59987164	35_10986	"Cluster: Os04g0612000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os04g0612000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JA81	"CHR1V7|COORD:29895461..29899329| GA2 (GA REQUIRING 2); ent-kaurene synthase"	AT1G79460.1	CHR04V5|COORD:30800291..30805184|protein ent-kaurene synthase B, chloroplast precursor, putative, expressed	LOC_Os04g52210.1	" no descriptionvery weakly similar to (97.4)AT1G79460| Symbols: KS, ATKS, GA2 | GA2 (GA REQUIRING 2); ent-kaurene synthase | chr1:29895461-29899329 FORWARDweakly similar to ( 127)KSB_CUCMAEnt-kaurene synthase B, chloroplast precursor - Cucurbita maxima (Pumpkin) (Winter squash)Terpene_cyclase_plant_C1 Terpene_synth "	secondary metabolism.isoprenoids.terpenoids	16_1_5

CUST_29430_PI399408534	2	-0.32276726	0.3390169	0.22811413	-0.14869499	0.14869404	-0.3427019	35_39002	"Cluster: Zinc finger A20 and AN1 domain-containing stress-associated protein 11; n=1; Oryza sativa|Rep: Zinc finger A20 and AN1 domain-containing"	UniRef90_Q84PD8	CHR3V7|COORD:4012714..4013196| zinc finger (AN1-like) family protein	AT3G12630.1	CHR08V5|COORD:24821089..24822306|protein multiple stress-responsive zinc-finger protein ISAP1, putative, expressed	LOC_Os08g39450.1	no descriptionvery weakly similar to (59.7)AT3G12630| Symbols:  | zinc finger (AN1-like) family protein | chr3:4012714-4013196 FORWARDvery weakly similar to (67.0)ISAP1_ORYSAnot assigned zf-AN1 ZnF_AN1	RNA.regulation of transcription.unclassified	27_3_99

CUST_33494_PI399408534	2	-0.088988304	-0.20366955	0.2074461	0.082592964	0.09490204	-0.08259201	35_16641	"Cluster: Membrane protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Membrane protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8LHG0	CHR3V7|COORD:22868872..22870229| auxin-responsive protein -related	AT3G61750.1	CHR01V5|COORD:28358879..28355595|protein dopamine beta-monooxygenase, putative, expressed	LOC_Os01g48850.1	no descriptionmoderately similar to ( 296)AT3G61750| Symbols:  | auxin-responsive protein -related | chr3:22868872-22870229 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned B561 DoH	hormone metabolism.auxin.induced-regulated-responsive-activated	17_2_3

CUST_124755_PI403524517	2	0.092038155	0.20821476	-0.006896019	-0.015989304	-0.023647308	0.006896019	35_35157	"Cluster: Os07g0613000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0613000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D4Q6	"CHR1V7|COORD:20214845..20217429| RSH3 (RELA/SPOT HOMOLOG 3); catalytic"	AT1G54130.1	CHR07V5|COORD:25227685..25224167|protein GTP pyrophosphokinase, putative, expressed	LOC_Os07g42160.1	" no descriptionvery weakly similar to (50.4)AT1G54130| Symbols: AT-RSH3, RSH3 | RSH3 (RELA/SPOT HOMOLOG 3); catalytic | chr1:20214845-20217429 FORWARD"	not assigned.no ontology	35_1

CUST_94621_PI403524517	2	0.40264225	0.16855478	0.1611557	-0.16115522	-0.6344881	-0.20724869	35_27049	"Cluster: Hypothetical protein P0605G01.9; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0605G01.9 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q688N0	0	0	CHR05V5|COORD:19315763..19320398|protein serine/threonine-protein kinase NAK, putative, expressed	LOC_Os05g33080.1	no description	not assigned.unknown	35_2

CUST_3614_PI404877155	2	0.11023426	-0.35595512	-0.09475994	0.09475994	0.11805153	-0.13050938	Contig14155_at	3-oxoacyl-[acyl-carrier-protein] synthase II, putative [Arabidopsis thaliana] dbj|BAB91181.1| 3-ketoacyl-acyl carrier protein synthase [Arab	NP_178533.2	3-oxoacyl-(acyl-carrier- protein) synthase II, putative	At2g04540.1	protein 3-oxoacyl carrier protein synthase [imported] - Arabidopsis thaliana	Os02g10320	3-oxoacyl-(acyl-carrier-protein) synthase II, putative, similar to Swiss-Prot:P56902 3-oxoacyl-(acyl-carrier-protein) synthase II (EC 2.3.1.41) (Beta- ketoacyl-ACP synthase II) (KAS II) (Rhizobium meliloti)	lipid metabolism.FA synthesis and FA elongation.ketoacyl ACP synthase	11_1_03

CUST_1931_PI403524517	2	-1.7839761	-0.38417244	0.63103104	0.65200424	0.38417292	-1.3054886	35_512	"Cluster: Leaf-specific thionin DB4 precursor [Contains: Leaf-specific thionin DB4; Acidic protein]; n=3; Hordeum vulgare|Rep: Leaf-specific thionin DB4"	UniRef90_P08772	CHR1V7|COORD:24609539..24610136| thionin, putative	AT1G66100.1	CHR06V5|COORD:18773644..18772307|protein thionin precursor, putative, expressed	LOC_Os06g32240.1	" no descriptionvery weakly similar to (67.4)AT1G66100| Symbols:  | thionin, putative | chr1:24609539-24610136 REVERSEmoderately similar to ( 259)THN3_HORVULeaf-specific thionin DB4 precursor [Contains: Leaf-specific thionin DB4; Acidic protein] - Hordeum vulgare (Barley)Thionin "	stress.biotic	20_1

CUST_39059_PI403524517	2	0.23021126	0.055387974	-0.055387974	-0.13804054	0.21572113	-0.23143673	35_11234	Rep: Hypothetical protein - Gibberella zeae (Fusarium graminearum)	UniRef90_Q4I2A2	CHR1V7|COORD:8346931..8349775| protein kinase family protein	AT1G23540.1	CHR02V5|COORD:3353562..3354820|protein early nodulin 20 precursor, putative, expressed	LOC_Os02g06670.1	no description	not assigned.unknown	35_2

CUST_111218_PI403524517	2	-0.0063438416	0.24716473	0.0063438416	-0.03352928	0.016699791	-0.1363697	35_31582	"Cluster: Pherophorin-C2 protein precursor; n=3; Chlamydomonadales|Rep: Pherophorin-C2 protein precursor - Chlamydomonas reinhardtii"	UniRef90_Q3HTK5	CHR4V7|COORD:7758606..7760888| leucine-rich repeat family protein / extensin family protein	AT4G13340.1	CHR02V5|COORD:26331706..26329609|protein retrotransposon protein, putative, unclassified	LOC_Os02g43640.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 Drf_FH1 PRK05648 PRK07764 Extensin_2 Atrophin-1 DUF1421 PRK07003 PRK08853 GRASP55_65 DUF605 tatB TonB FAP PRK10819 Tymo_45kd_70kd Totivirus_coat HPC2 MCPVI Herpes_BLLF1 PRK11633 DedD COG5373 PRK00708 DUF1210 Cytadhesin_P30 PRK10263 GP38 MFMR Gag_spuma PRK03427 Amelogenin Chon_Sulph_att Herpes_glycop_D PRK09111 PRK12757 PRK06132 IER DamX PRK12372 APC_basic Chorion_1 Peptidase_S21 TT_ORF1 PRK12373 PRK12438 PRK08770 Pneumo_att_G BASP1 Herpes_UL32 Herpes_TAF50 PRK08691 PRK06958 SSDP FtsN PRK10856 HpaP COG3456 FimV Prog_receptor Trypan_PARP	not assigned.unknown	35_2

CUST_131303_PI403524517	2	0.04325676	0.23945808	-0.0076055527	-0.13473225	0.0076065063	-0.021799088	35_36878	"Cluster: Hypothetical protein B1172G12.18; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1172G12.18 - Oryza sativa (japonica cultivar-g"	UniRef90_Q69K62	"CHR4V7|COORD:9274813..9276078| similar to Os06g0198700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001057061.1); contains domain NITRATE, FROMATE,"	AT4G16444.1	CHR06V5|COORD:5007202..5009735|protein expressed protein	LOC_Os06g09840.1	no description	not assigned.unknown	35_2

CUST_155375_PI403524517	2	0.15178633	0.2690835	-0.030628681	0.030628681	-0.25479507	-0.29796314	35_43402	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_3423_PI399408534	2	0.28687716	-0.001244545	0.16296434	0.0012450218	-0.39700508	-0.17467785	35_28442	Rep: Transcription factor myb - Oryza sativa (Rice)	UniRef90_Q5QT32	"CHR5V7|COORD:3680453..3684685| MYB3R-4 (C-MYB-LIKE TRANSCRIPTION FACTOR 3R-4, myb domain protein 3R-4); DNA binding / transcription factor"	AT5G11510.1	CHR12V5|COORD:7617485..7609711|protein myb, putative, expressed	LOC_Os12g13570.1	" no descriptionvery weakly similar to (81.6)AT5G11510| Symbols: AtMYB3R4, MYB3R-4 | MYB3R-4 (C-MYB-LIKE TRANSCRIPTION FACTOR 3R-4, myb domain protein 3R-4); DNA binding / transcription factor | chr5:3680453-3683634 FORWARDnot assigned "	RNA.regulation of transcription.MYB domain transcription factor family	27_3_25

CUST_118108_PI403524517	2	0.32633495	0.3308215	-0.19460392	0.05112791	-0.6386361	-0.051128387	35_33450	"Cluster: Ion channel DMI1-like, chloroplast, putative, expressed; n=5; Poaceae|Rep: Ion channel DMI1-like, chloroplast, putative, expressed - Oryza sativa (japo"	UniRef90_Q10AR7	"CHR5V7|COORD:20341399..20344913| Identical to Putative ion channel DMI1 [Arabidopsis Thaliana] (GB:Q9LTX4); similar to unknown protein [Arabidopsis thaliana]"	AT5G49960.1	CHR03V5|COORD:35392356..35399350|protein ion channel DMI1-like, chloroplast precursor, putative, expressed	LOC_Os03g62650.3	no descriptionvery weakly similar to (84.0)DMI1L_ORYSA	not assigned.unknown	35_2

CUST_58405_PI403524517	2	0.10790253	-0.008117676	-0.0603199	0.011008263	-0.13515854	0.008118629	35_16658	"Cluster: Os01g0793500 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0793500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JIL6	"CHR4V7|COORD:13568610..13571387| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G70160.1); similar to unknown protein [Arabidopsis thaliana]"	AT4G27020.1	CHR01V5|COORD:33943176..33936056|protein expressed protein	LOC_Os01g58114.2	"no descriptionhighly similar to ( 758)AT4G27020| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G70160.1); similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G54870.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD53001.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAB89049.1); similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE93629.1) | chr4:13568610-13571387 REVERSEnot assigned not assigned not assigned PRK12678 PRK07764 PRK12323 PRK07003"	not assigned.unknown	35_2

CUST_28117_PI403524517	2	0.031579018	-0.04050827	0.1113472	-0.031578064	0.037254333	-0.05463791	35_8127	"Cluster: Putative plastid protein SufE; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative plastid protein SufE - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K258	"CHR4V7|COORD:13382464..13383579| ATSUFE/CPSUFE/EMB1374 (EMBRYO DEFECTIVE 1374); enzyme activator/ transcription regulator"	AT4G26500.1	CHR09V5|COORD:5308061..5306474|protein EMB1374, putative, expressed	LOC_Os09g09790.1	" no descriptionweakly similar to ( 162)AT4G26500| Symbols: EMB1374, CPSUFE, ATSUFE | ATSUFE/CPSUFE/EMB1374 (EMBRYO DEFECTIVE 1374); enzyme activator/ transcription regulator | chr4:13382464-13383579 REVERSEnot assigned not assigned BolA BolA PRK11628 COG5007 "	not assigned.no ontology	35_1

CUST_57579_PI403524517	2	0.061038017	0.12171364	-0.039051056	-0.016047478	0.016047478	-0.063643456	35_16415	"Cluster: Adaptin N terminal region family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Adaptin N terminal region family protein, express"	UniRef90_Q10SS6	CHR5|COORD:7579266..7588252| adaptin family protein, similar to SP:P18484 adaptor-related protein complex 2 alpha 2 subunit (Alpha-adaptin C) (Clathrin assembly	AT5G22770.2	CHR03V5|COORD:676538..687033|protein AP-2 complex subunit alpha-1, putative, expressed	LOC_Os03g02150.1	"no descriptionhighly similar to ( 940)AT5G22770| Symbols: ALPHA-ADR | ALPHA-ADR (ALPHA-ADAPTIN); binding / structural molecule | chr5:7579847-7588029 REVERSEnot assigned not assigned not assigned not assigned Adaptin_N Alpha_adaptin_C"	cell. vesicle transport	31_4

CUST_34042_PI403524517	2	0.10127258	-0.97120047	-0.14235115	0.16317463	0.115395546	-0.10127163	35_9813	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_107783_PI403524517	2	0.5092454	-0.002690792	0.002690792	-0.08797979	-0.3479228	0.30380058	35_30669	"Cluster: Hypothetical protein OJ1477_F01.128; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1477_F01.128 - Oryza sativa (japonica cult"	UniRef90_Q8H5B5	CHR5V7|COORD:4455772..4456596| glutaredoxin family protein	AT5G13810.1	CHR07V5|COORD:27813526..27812414|protein electron transporter, putative, expressed	LOC_Os07g46570.1	no descriptionvery weakly similar to (52.0)AT5G13810| Symbols:  | glutaredoxin family protein | chr5:4455772-4456596 FORWARDnot assigned not assigned GRX_GRX_like GRX_GRXh_1_2_like	redox.glutaredoxins	21_4

CUST_14110_PI403524517	2	0.24891567	-0.3334818	-0.28451443	0.13573265	0.085188866	-0.085188866	35_4050	"Cluster: Rhodanese family protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Rhodanese family protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6H444	CHR2V7|COORD:17599183..17600383| rhodanese-like domain-containing protein	AT2G42220.1	CHR09V5|COORD:5865480..5869667|protein rhodanese family protein, putative, expressed	LOC_Os09g10750.1	no descriptionmoderately similar to ( 246)AT2G42220| Symbols:  | rhodanese-like domain-containing protein | chr2:17599183-17600383 FORWARDnot assigned RHOD RHOD	misc.rhodanese	26_23

CUST_100731_PI403524517	2	0.21494913	0.20189476	0.001604557	-0.07377863	-0.001604557	-0.04042101	35_28750	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QXS1	"CHR5V7|COORD:6430727..6432458| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G06080.2); similar to Os12g0145400 [Oryza sativa (japonica"	AT5G19160.1	CHR12V5|COORD:2230248..2233905|protein expressed protein	LOC_Os12g05080.1	" no descriptionmoderately similar to ( 352)AT5G19160| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G06080.2); similar to Os12g0145400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001066145.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABA91480.2); contains InterPro domain Protein of unknown function DUF231, plant; (InterPro:IPR004253) | chr5:6430727-6432458 FORWARDDUF231 "	not assigned.unknown	35_2

CUST_44037_PI403524517	2	0.05590391	0.53771114	-0.05590439	-0.12351799	-0.09874964	0.3449974	35_12638	Rep: Putative potassium transporter 8 - Oryza sativa (Rice)	UniRef90_Q8VXB5	"CHR2V7|COORD:16938523..16941594| KT2 (POTASSIUM TRANSPORTER 2); potassium ion transporter"	AT2G40540.1	CHR03V5|COORD:12503309..12507716|protein potassium transporter 8, putative, expressed	LOC_Os03g21890.1	 no descriptionweakly similar to ( 147)AT2G40540| Symbols: ATKT2, SHY3, KUP2, ATKUP2, TRK2, KT2 | KT2 (POTASSIUM TRANSPORTER 2) | chr2:16938523-16941594 FORWARDweakly similar to ( 195)HAK8_ORYSAK_trans 	transport.potassium	34_15

CUST_72183_PI403524517	2	0.023667336	0.5297909	0.012425423	-0.29742622	-0.4104786	-0.012424469	35_20690	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_63262_PI403524517	2	0.076992035	0.48608494	-0.0678854	-0.046318054	-0.037353516	0.03735447	35_18061	Rep: Dspp protein - Mus musculus (Mouse)	UniRef90_A1L2Z1	0	0	0	0	no description	not assigned.unknown	35_2

CUST_16185_PI399408534	2	-0.3721676	1.5261564	-0.062207222	0.062207222	0.14839172	-0.07853031	35_8650	"Cluster: Putative regulator of gene silencing; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative regulator of gene silencing - Oryza sativa (japonica cu"	UniRef90_Q8RYK0	CHR1V7|COORD:28770218..28770697| calmodulin-related protein, putative	AT1G76640.1	CHR01V5|COORD:42401831..42400833|protein calmodulin-like protein 41, putative, expressed	LOC_Os01g72530.1	 no descriptionweakly similar to ( 112)AT1G76640| Symbols:  | calmodulin-related protein, putative | chr1:28770218-28770697 REVERSEvery weakly similar to (73.9)CALM_CHLRECalmodulin - Chlamydomonas reinhardtiinot assigned not assigned not assigned not assigned FRQ1 EFh PRK12323 PRK07764 PRK07003 	signalling.calcium	30_3

CUST_32978_PI403524517	2	0.32237816	8.75473E-4	-8.764267E-4	-0.35236788	-0.017349243	0.011295319	35_9509	"Cluster: Hypothetical protein OJ1001_G01.15; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1001_G01.15 - Oryza sativa (japonica cultiv"	UniRef90_Q60F37	0	0	CHR05V5|COORD:1182668..1191892|protein hypothetical protein	LOC_Os05g03080.1	no description	not assigned.unknown	35_2

CUST_121397_PI403524517	2	-0.021457672	-0.05718708	0.021456718	-0.10135746	0.20995426	0.10414696	35_34288	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_20885_PI403524517	2	0.1292181	-0.3331566	-0.033676147	-0.018490791	0.018489838	0.29799652	35_6064	"Cluster: Importin-beta N-terminal domain containing protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Importin-beta N-terminal domain"	UniRef90_Q10MU9	CHR5V7|COORD:21731242..21733935| importin beta-2, putative	AT5G53480.1	CHR03V5|COORD:10262050..10258773|protein importin beta-1 subunit, putative, expressed	LOC_Os03g18350.1	 no descriptionvery weakly similar to (79.0)AT5G53480| Symbols:  | importin beta-2, putative | chr5:21731242-21733935 FORWARDnot assigned 	protein.targeting.nucleus	29_3_1

CUST_34178_PI403524517	2	0.18259382	-0.019241333	-0.1413126	0.019241333	-0.1882081	0.027312756	35_9854	"Cluster: Putative Na+/K+/Cl-cotransport protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative Na+/K+/Cl-cotransport protein - Oryza sativa (japonic"	UniRef90_Q6Z0E2	CHR3V7|COORD:6736388..6738336| late embryogenesis abundant protein-related / LEA protein-related	AT3G19430.1	CHR08V5|COORD:14062577..14053301|protein CCC1, putative, expressed	LOC_Os08g23440.1	no description	not assigned.unknown	35_2

CUST_13571_PI399408534	2	0.08729839	0.34880257	0.0020809174	-0.36197567	-0.0020809174	-0.0755167	35_8743	"Cluster: Putative cell differentiation protein; n=2; Oryza sativa|Rep: Putative cell differentiation protein - Oryza sativa (Rice)"	UniRef90_Q94GH3	CHR3V7|COORD:7271418..7273903| rcd1-like cell differentiation protein, putative	AT3G20800.1	CHR03V5|COORD:32515049..32508990|protein cell differentiation protein rcd1, putative, expressed	LOC_Os03g57130.1	 no descriptionmoderately similar to ( 302)AT3G20800| Symbols:  | rcd1-like cell differentiation protein, putative | chr3:7271418-7273903 REVERSEnot assigned Rcd1 RCD1 	RNA.regulation of transcription.unclassified	27_3_99

CUST_155551_PI403524517	2	0.27499866	-0.30899525	-0.13813972	0.08043575	-0.08043575	0.11360836	35_43451	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_40357_PI403524517	2	0.071175575	-0.07861805	-0.18711185	0.004299164	0.05314541	-0.0043001175	35_11608	"Cluster: Kelch motif family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Kelch motif family protein, expressed - Oryza sativa (japonica"	UniRef90_Q2QP63	"CHR5V7|COORD:9776104..9780783| ACBP5 (ACYL-COA BINDING PROTEIN 5, ACYL-COA-BINDING DOMAIN 5); acyl-CoA binding"	AT5G27630.1	CHR12V5|COORD:21586064..21591497|protein acyl-CoA binding protein, putative, expressed	LOC_Os12g35560.1	" no descriptionvery weakly similar to (78.6)AT5G27630| Symbols: ACBP5 | ACBP5 (ACYL-COA BINDING PROTEIN 5, ACYL-COA-BINDING DOMAIN 5); acyl-CoA binding | chr5:9776104-9780783 FORWARDnot assigned not assigned "	lipid metabolism.FA synthesis and FA elongation.acyl-CoA binding protein	11_1_13

CUST_91064_PI403524517	2	0.0188694	0.5872469	-0.14366913	-0.2950859	-0.018868446	0.05866623	35_26041	"Cluster: Hypothetical protein P0644B06.43; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0644B06.43 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5VS61	0	0	0	0	no description	not assigned.unknown	35_2

CUST_120740_PI403524517	2	0.2243824	0.123643875	-0.13223076	-0.1953373	-0.123643875	0.18477154	35_34123	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_14924_PI404877155	2	0.109233856	0.98803043	0.013349056	-0.013348579	-0.27042866	-0.63518	Contig875_at	10A19I.3 [Oryza sativa (japonica cultivar-group)]	AAD39600.1	integral membrane protein, putative / sugar transporter family protein	At1g19450.1	protein Sugar transporter	Os05g49270	NONE	transporter.sugars	34_2

CUST_14012_PI399408534	2	-0.010651588	0.45618153	0.010651588	0.023422241	-0.07882595	-0.03360367	35_30385	"Cluster: Putative DRE binding factor 2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative DRE binding factor 2 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6EP81	CHR5V7|COORD:21141418..21142116| AP2 domain-containing protein	AT5G52020.1	CHR02V5|COORD:27615353..27616404|protein ap2/EREBP transcription factor, putative, expressed	LOC_Os02g45420.1	no descriptionvery weakly similar to (71.2)AT5G52020| Symbols:  | AP2 domain-containing protein | chr5:21141418-21142116 REVERSEAP2 AP2 AP2	RNA.regulation of transcription.AP2/EREBP, APETALA2/Ethylene-responsive element binding protein family	27_3_3

CUST_68665_PI403524517	2	-0.0073518753	-0.094558716	-0.076164246	0.0073509216	0.07385254	0.11977863	35_19643	"Cluster: SH3 domain containing protein, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: SH3 domain containing protein, expressed - Oryza sativa (jap"	UniRef90_Q10NM0	CHR2V7|COORD:3047620..3057096| SH3 domain-containing protein	AT2G07360.1	CHR03V5|COORD:8755236..8765107|protein SH3 domain containing protein, expressed	LOC_Os03g15900.2	no descriptionmoderately similar to ( 228)AT2G07360| Symbols:  | SH3 domain-containing protein | chr2:3047620-3057096 REVERSESH3	not assigned.no ontology	35_1

CUST_65896_PI403524517	2	0.28952503	-0.14063215	-0.13348103	0.38012028	-0.120612144	0.12061167	35_18822	"Cluster: Hypothetical protein OSJNBb0042N11.12; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0042N11.12 - Oryza sativa (japonica"	UniRef90_Q851H6	"CHR4V7|COORD:7856983..7857870| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G05310.1); similar to Os03g0595300 [Oryza sativa (japonica"	AT4G13500.1	CHR03V5|COORD:22106239..22104950|protein expressed protein	LOC_Os03g39830.1	"no descriptionweakly similar to ( 110)AT4G13500| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G05310.1); similar to Os03g0595300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001050596.1); similar to hypothetical protein MA4_112I10.24 [Musa acuminata] (GB:ABF70151.1) | chr4:7856983-7857870 REVERSE"	not assigned.unknown	35_2

CUST_4969_PI403524517	2	-0.27030087	-2.0046453	0.317564	0.27030182	0.45103645	-0.6437473	35_1370	Rep: H0307D04.12 protein - Oryza sativa (Rice)	UniRef90_Q01K54	CHR5V7|COORD:19134070..19134866| senescence-associated protein-related	AT5G47060.1	CHR04V5|COORD:29406044..29405065|protein expressed protein	LOC_Os04g49680.1	no descriptionvery weakly similar to (65.9)AT4G17670| Symbols:  | senescence-associated protein-related | chr4:9833961-9834676 REVERSEDUF581	development.unspecified	33_99

CUST_57010_PI403524517	2	-0.37074327	-0.47646904	0.6698799	0.3707428	0.42997837	-1.0312481	35_16248	"Cluster: Putative bacterial-induced peroxidase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative bacterial-induced peroxidase - Oryza sativa (japonica"	UniRef90_Q6EUS1	CHR5V7|COORD:1579143..1580820| peroxidase, putative	AT5G05340.1	CHR02V5|COORD:7751283..7753199|protein peroxidase 52 precursor, putative, expressed	LOC_Os02g14160.1	 no descriptionmoderately similar to ( 350)AT5G05340| Symbols:  | peroxidase, putative | chr5:1579143-1580820 REVERSEmoderately similar to ( 350)PERP7_BRARAPeroxidase P7 - Brassica rapa (Turnip)not assigned not assigned not assigned secretory_peroxidase plant_peroxidase peroxidase ascorbate_peroxidase rne PRK07003 PRK12678 DUF1509 	misc.peroxidases	26_12

CUST_65170_PI403524517	2	0.06423473	-0.061519623	-0.070100784	0.0077142715	-0.0077142715	0.016217232	35_18609	"Cluster: TAP42-like family protein, expressed; n=4; Oryza sativa (japonica cultivar-group)|Rep: TAP42-like family protein, expressed - Oryza sativa (japonica"	UniRef90_Q2RAR3	CHR5V7|COORD:21502880..21505095| TAP46 (2A PHOSPHATASE ASSOCIATED PROTEIN OF 46 KD)	AT5G53000.1	CHR12V5|COORD:1816612..1820694|protein PP2A regulatory subunit TAP46, putative, expressed	LOC_Os12g04290.1	no descriptionmoderately similar to ( 439)AT5G53000| Symbols: TAP46 | TAP46 (2A PHOSPHATASE ASSOCIATED PROTEIN OF 46 KD) | chr5:21502880-21505095 REVERSEnot assigned TAP42	protein.postranslational modification	29_4

CUST_68060_PI403524517	2	0.0023322105	0.39772606	0.29570246	-0.14654875	-0.0023317337	-0.04938221	35_19449	"Cluster: Nodulin-like family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Nodulin-like family protein, expressed - Oryza sativa (japonic"	UniRef90_Q2QYU1	CHR4V7|COORD:10606549..10609229| nodulin-related	AT4G19450.1	CHR11V5|COORD:340402..344822|protein major Facilitator Superfamily protein, expressed	LOC_Os11g01590.1	"no descriptionweakly similar to ( 197)AT5G45275| Symbols:  | similar to nodulin-related [Arabidopsis thaliana] (TAIR:AT4G19450.1); similar to NFD4 (NUCLEAR FUSION DEFECTIVE 4) [Arabidopsis thaliana] (TAIR:AT1G31470.1); similar to Nodulin-like; Major facilitator superfamily MFS_1 [Medicago truncatula] (GB:ABE77921.1); similar to Os11g0107400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001065544.1); similar to Os12g0106500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001065940.1); contains InterPro domain Nodulin-like; (InterPro:IPR010658) | chr5:18351703-18354467 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Nodulin-like Atrophin-1 PRK07003 PRK12323 HPC2 GRASP55_65 Herpes_BLLF1 PRK05648"	development.unspecified	33_99

CUST_168620_PI403524517	2	-0.09476471	-0.3007288	0.032053947	0.121658325	0.1644659	-0.032052994	35_46961	Rep: Ascorbate peroxidase - Hordeum vulgare (Barley)	UniRef90_Q945R5	"CHR1V7|COORD:2438002..2439432| APX1 (ASCORBATE PEROXIDASE 1, MATERNAL EFFECT EMBRYO ARREST 6); L-ascorbate peroxidase"	AT1G07890.5	CHR07V5|COORD:29584804..29582024|protein OsAPx2 - Cytosolic Ascorbate Peroxidase encoding gene, expressed	LOC_Os07g49400.3	 no descriptionweakly similar to ( 139)AT1G07890| Symbols: MEE6, CS1, APX1 | APX1 (ASCORBATE PEROXIDASE 1, MATERNAL EFFECT EMBRYO ARREST 6) | chr1:2438002-2439432 FORWARDweakly similar to ( 152)APX2_ORYSAascorbate_peroxidase peroxidase plant_peroxidase KatG secretory_peroxidase 	redox.ascorbate and glutathione.ascorbate	21_2_1

CUST_68949_PI403524517	2	0.27111006	0.5364523	0.15457726	-0.24935055	-0.15457726	-0.50487566	35_19729	"Cluster: Putative calcium-binding protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative calcium-binding protein - Oryza sativa (japonica cultivar-g"	UniRef90_Q5JML5	CHR4V7|COORD:14014866..14016829| hydroxyproline-rich glycoprotein family protein	AT4G28300.1	CHR01V5|COORD:31983379..31978464|protein calcium-binding protein, putative, expressed	LOC_Os01g55050.2	no descriptionweakly similar to ( 193)AT4G28300| Symbols:  | hydroxyproline-rich glycoprotein family protein | chr4:14015420-14016829 FORWARDDUF1421	cell wall.cell wall proteins.HRGP	10_5_4

CUST_77525_PI403524517	2	0.25458336	-0.111536026	0.055062294	0.049488068	-0.175951	-0.049488068	35_22217	Rep: OSIGBa0127D24.9 protein - Oryza sativa (Rice)	UniRef90_Q01N54	CHR2V7|COORD:18843593..18846197| eukaryotic initiation factor 3 gamma subunit family protein	AT2G45730.1	CHR04V5|COORD:712800..706319|protein tRNA (guanine-N(1)-)-methyltransferase, putative, expressed	LOC_Os04g02150.2	no descriptionmoderately similar to ( 275)AT2G45730| Symbols:  | eukaryotic initiation factor 3 gamma subunit family protein | chr2:18843593-18846197 REVERSEnot assigned Gcd10p	protein.synthesis.initiation	29_2_3

CUST_38599_PI403524517	2	0.19019222	-0.19832754	0.21857595	-0.12279034	-0.19047356	0.12279081	35_11105	0	0	CHR1V7|COORD:6657251..6659560| hAT dimerisation domain-containing protein	AT1G19260.1	0	0	no description	not assigned.unknown	35_2

CUST_327_PI404877155	2	0.024705887	0.4674902	-0.024704933	0.058948517	-0.08198643	-0.033719063	Contig10220_s_at	18S subunit ribosomal protein [Triticum aestivum]	AAP80648.1	zinc finger protein (LSD1)	At4g20380.1	protein zinc finger protein LSD1	Os12g41700	KCNQ potassium channel CG33135-PA	RNA.regulation of transcription.unclassified	27_3_99

CUST_64785_PI403524517	2	0.03306198	-0.045563698	-0.006887436	0.0068864822	-0.009562492	0.04140663	35_18500	"Cluster: Putative single-strand binding protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative single-strand binding protein - Oryza sativa (japonic"	UniRef90_Q75GK2	"CHR1V7|COORD:17563954..17565299| OSB1 (ORGANELLAR SINGLE-STRANDED); single-stranded DNA binding"	AT1G47720.1	CHR03V5|COORD:24173647..24169434|protein single-strand binding protein, expressed	LOC_Os03g43420.1	"no descriptionvery weakly similar to (96.3)AT1G47720| Symbols: OSB1 | OSB1 (ORGANELLAR SINGLE-STRANDED); single-stranded DNA binding | chr1:17563954-17565299 REVERSESSB SSB_OBF Ssb PRK06958 PRK08486 PRK06863 PRK07459"	not assigned.unknown	35_2

CUST_120897_PI403524517	2	0.040805817	0.90688896	0.17670155	-0.1079216	-0.10009384	-0.040805817	35_34162	Rep: Acetyl-CoA acyltransferase - Cucumis sativus (Cucumber)	UniRef90_Q08375	"CHR2V7|COORD:14054891..14058060| PED1 (PEROXISOME DEFECTIVE 1); acetyl-CoA C-acyltransferase"	AT2G33150.1	CHR02V5|COORD:35079332..35075010|protein 3-ketoacyl-CoA thiolase 2, peroxisomal precursor, putative, expressed	LOC_Os02g57260.1	" no descriptionmoderately similar to ( 224)AT2G33150| Symbols: PED1, KAT2 | PED1 (PEROXISOME DEFECTIVE 1); acetyl-CoA C-acyltransferase | chr2:14054891-14058060 REVERSEnot assigned not assigned not assigned not assigned thiolase PRK09052 PRK07661 PRK07108 Thiolase_N PRK06845 PRK09051 PRK05656 PRK05790 PRK07025 PRK07491 PRK06205 fadA PRK07800 PRK07124 PRK09050 PRK08041 PRK06445 PaaJ PRK08170 fadI PRK08234 PRK08235 PRK07851 PRK06689 PRK06633 PRK08131 PRK07850 PRK08242 PRK09268 PRK06954 PRK06366 PRK06690 PRK06504 PRK07801 PRK06025 nondecarbox_cond_enzymes "	lipid metabolism.lipid degradation.beta-oxidation.acyl-CoA thioesterase	11_9_4_5

CUST_19295_PI403524517	2	0.11554623	-0.08762455	-0.03164673	-0.005056381	0.0050554276	0.042648315	35_5594	"Cluster: Putative myosin heavy chain-related; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative myosin heavy chain-related - Oryza sativa (japonica cult"	UniRef90_Q5ZE75	CHR5V7|COORD:21651883..21653320| myosin heavy chain-related	AT5G53310.1	CHR01V5|COORD:25118981..25121220|protein myosin Ie, putative, expressed	LOC_Os01g43360.1	no descriptionmoderately similar to ( 218)AT5G53310| Symbols:  | myosin heavy chain-related | chr5:21651883-21653320 FORWARDnot assigned not assigned Myosin_TH1	cell.organisation	31_1

CUST_91892_PI403524517	2	-0.19247723	0.34983158	-0.14313126	-0.047750473	0.047750473	0.5412893	35_26274	"Cluster: Hypothetical protein P0481E12.33; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0481E12.33 - Oryza sativa (japonica cultivar-g"	UniRef90_Q94J22	"CHR1V7|COORD:10379296..10381847| CAD1 (CONSTITUTIVELY ACTIVATED CELL DEATH 1); oxidoreductase"	AT1G29690.1	CHR01V5|COORD:31676460..31680009|protein MAC/Perforin domain containing protein, expressed	LOC_Os01g54510.1	"no descriptionmoderately similar to ( 225)AT1G29690| Symbols: CAD1 | CAD1 (CONSTITUTIVELY ACTIVATED CELL DEATH 1); oxidoreductase | chr1:10379296-10381847 REVERSEMACPF MACPF"	not assigned.unknown	35_2

CUST_9168_PI403524517	2	0.08492088	-0.027781487	-0.07812309	-0.060417175	0.027781487	0.11330986	35_2576	"Cluster: Os06g0485100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0485100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DC47	CHR3V7|COORD:6311008..6313187| DNA binding / sequence-specific DNA binding / transcription factor	AT3G18380.1	CHR06V5|COORD:16542382..16537095|protein retrotransposon protein, putative, unclassified, expressed	LOC_Os06g29020.2	no descriptionmoderately similar to ( 273)AT3G18380| Symbols:  | sequence-specific DNA binding / transcription factor | chr3:6311008-6313187 REVERSEnot assigned not assigned	not assigned.unknown	35_2

CUST_20023_PI403524517	2	0.006146431	-0.12799263	0.0021095276	0.17348671	-0.009741783	-0.0021104813	35_5802	"Cluster: Putative phosphoenolpyruvate kinase; n=2; Oryza sativa|Rep: Putative phosphoenolpyruvate kinase - Oryza sativa (Rice)"	UniRef90_Q948H1	"CHR5V7|COORD:3937137..3939324| CPK17 (calcium-dependent protein kinase 17); calcium- and calmodulin-dependent protein kinase/ kinase"	AT5G12180.1	CHR02V5|COORD:34465156..34462883|protein calcium-dependent protein kinase, isoform AK1, putative, expressed	LOC_Os02g56310.1	" no descriptionvery weakly similar to (52.8)AT3G04530| Symbols: PEPCK2, PPCK2 | PPCK2 (PHOSPHOENOLPYRUVATE CARBOXYLASE KINASE 2); kinase | chr3:1221552-1222462 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase Gag_spuma "	glycolysis.PEPCK	4_15

CUST_20677_PI403524517	2	0.040985107	-0.1926794	-0.12905502	0.006512642	-0.006511688	0.07816219	35_6003	Rep: OSIGBa0152K17.8 protein - Oryza sativa (Rice)	UniRef90_Q01J79	"CHR1V7|COORD:25543073..25544077| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G77770.2); similar to Pm27 [Prunus mume] (GB:BAE48661.1); contains"	AT1G68140.2	CHR04V5|COORD:22120817..22118426|protein expressed protein	LOC_Os04g37530.1	"no descriptionmoderately similar to ( 224)AT1G68140| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G77770.2); similar to Pm27 [Prunus mume] (GB:BAE48661.1); contains InterPro domain Protein of unknown function DUF1644; (InterPro:IPR012866) | chr1:25543073-25544077 REVERSEDUF1644"	not assigned.unknown	35_2

CUST_883_PI404877155	2	-0.17477798	0.5155821	0.056523323	-0.05652237	-0.13697243	0.13951874	Contig10880_at	OSJNBa0020P07.8 [Oryza sativa (japonica cultivar-group)]	CAE01291.2	arginine/serine-rich splicing factor RSP31 (RSP31)	At3g61860.1	protein RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain), putative	Os04g02870	gi|32451286|emb|CAE01293.1| OSJNBa0020P07.10	RNA.processing	27_1

CUST_23889_PI403524517	2	0.10377979	-0.38099575	-0.56774807	0.18460369	0.5936122	-0.10378027	35_6942	"Cluster: Hypothetical protein OJ1705B08.2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1705B08.2 - Oryza sativa (japonica cultivar-g"	UniRef90_Q8LMS1	CHR2V7|COORD:7927875..7929242| copper chaperone (CCH)-related	AT2G18196.1	CHR03V5|COORD:1105547..1103310|protein metal ion binding protein, putative, expressed	LOC_Os03g02860.1	no descriptionweakly similar to ( 162)AT2G18196| Symbols:  | copper chaperone (CCH)-related | chr2:7927875-7929242 REVERSEnot assigned not assigned not assigned Mucin HMA PRK07764 HMA PRK07003	metal handling.binding, chelation and storage	15_2

CUST_28694_PI403524517	2	0.0027723312	0.5459881	-0.08654022	-0.05284691	-0.002773285	0.2932768	35_8288	"Cluster: Os09g0525300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os09g0525300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J083	CHR3V7|COORD:22614141..22615311| ATPP2-A13	AT3G61060.1	CHR09V5|COORD:20524941..20522219|protein ATPP2-A13, putative, expressed	LOC_Os09g35680.1	no descriptionweakly similar to ( 187)AT3G61060| Symbols: ATPP2-A13 | ATPP2-A13 | chr3:22614141-22615311 FORWARD	cell.organisation	31_1

CUST_6760_PI403524517	2	0.11111927	-0.37608337	-0.061296463	0.12331009	0.027750969	-0.027750015	35_1877	Rep: AT4g15940/dl4011w - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q93ZE5	CHR4V7|COORD:9038376..9040178| fumarylacetoacetate hydrolase family protein	AT4G15940.1	CHR03V5|COORD:34759305..34756059|protein fumarylacetoacetate hydrolase domain-containing protein 1, putative, expressed	LOC_Os03g61330.2	no descriptionmoderately similar to ( 294)AT4G15940| Symbols:  | fumarylacetoacetate hydrolase family protein | chr4:9038376-9040178 FORWARDnot assigned MhpD FAA_hydrolase PRK10691 PRK12764	amino acid metabolism.degradation.aromatic aa.tyrosine	13_2_6_2

CUST_65589_PI403524517	2	-0.027201176	0.027201176	-0.076535225	0.33586884	0.49150658	-0.22132349	35_18732	"Cluster: Hypothetical protein OJ1351_C05.119; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1351_C05.119 - Oryza sativa (japonica cult"	UniRef90_Q8H4K6	CHR3V7|COORD:3171418..3172573| reticulon family protein	AT3G10260.3	CHR07V5|COORD:2168938..2171113|protein seed maturation protein, putative, expressed	LOC_Os07g04910.1	no descriptionmoderately similar to ( 239)AT3G10260| Symbols:  | reticulon family protein | chr3:3171418-3172573 REVERSEnot assigned Reticulon	not assigned.no ontology	35_1

CUST_95791_PI403524517	2	-0.45149612	0.66271496	0.32732153	0.14030838	-0.1403079	-0.21737003	35_27372	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_69588_PI403524517	2	0.16451073	0.35601902	0.009691238	-0.08402443	-0.29254627	-0.009690285	35_19911	"Cluster: Os02g0109400 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0109400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E4N0	CHR1V7|COORD:4034745..4038308| transcription factor jumonji (jmjC) domain-containing protein	AT1G11950.1	CHR02V5|COORD:517148..509377|protein jmjC domain containing protein	LOC_Os02g01940.1	no descriptionmoderately similar to ( 215)AT1G62310| Symbols:  | transcription factor jumonji (jmjC) domain-containing protein | chr1:23039704-23042966 REVERSEnot assigned JmjC	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_24681_PI403524517	2	-0.0019197464	-0.6473141	0.0019187927	0.18981552	0.23023605	-0.21074963	35_7161	"Cluster: Os08g0533300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os08g0533300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J456	"CHR1V7|COORD:25961506..25963742| ACR4 (ACT REPEAT 4); amino acid binding"	AT1G69040.2	CHR08V5|COORD:26439536..26442049|protein ACR5, putative, expressed	LOC_Os08g42080.1	"no descriptionweakly similar to ( 192)AT1G69040| Symbols: ACR4 | ACR4 (ACT REPEAT 4); amino acid binding | chr1:25961506-25963742 FORWARDnot assigned ACT_ACR_3 ACT_ACR_4 ACT_ACR-UUR-like_2 ACT_UUR-ACR-like GlnD glnD PRK03381 glnD PRK05092 ACT PRK05007"	not assigned.no ontology	35_1

CUST_41167_PI403524517	2	-0.37084484	-2.282092	-0.025018692	0.61787033	1.1117086	0.025017738	35_11834	"Cluster: Os12g0580600 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os12g0580600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IMB5	"CHR5|COORD:26904911..26905860| expressed protein, similar to expressed protein [Arabidopsis thaliana] (TAIR:At5g57340.2); similar to expressed protein"	AT5G67390.2	CHR12V5|COORD:24019122..24021235|protein expressed protein	LOC_Os12g39100.2	"no descriptionvery weakly similar to (59.7)AT5G67390| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G57340.1); similar to hypothetical protein MtrDRAFT_AC137703g30v2 [Medicago truncatula] (GB:ABE82530.1) | chr5:26905109-26905738 REVERSE"	not assigned.unknown	35_2

CUST_16736_PI403524517	2	0.1625166	-0.52800274	-0.36756563	0.037621498	0.060486794	-0.037621498	35_4830	"Cluster: Hypothetical protein OSJNBa0091C16.5; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0091C16.5 - Oryza sativa (japonica cu"	UniRef90_Q6K2L7	"CHR5V7|COORD:23832254..23833045| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G52370.1); similar to hypothetical protein MtrDRAFT_AC146330g18v1"	AT5G58990.1	CHR02V5|COORD:16547049..16544312|protein expressed protein	LOC_Os02g27960.1	"no descriptionweakly similar to ( 117)AT5G58990| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G52370.1); similar to hypothetical protein MtrDRAFT_AC146330g18v1 [Medicago truncatula] (GB:ABE90880.1); contains InterPro domain Translation protein SH3-like; (InterPro:IPR008991) | chr5:23832254-23833045 FORWARDnot assigned not assigned"	not assigned.unknown	35_2

CUST_3953_PI399408534	2	0.2669239	0.2963791	0.028055191	-0.028055191	-0.07466507	-0.20317459	35_12072	"Cluster: Putative polynucleotide adenylyltransferase; n=2; Oryza sativa|Rep: Putative polynucleotide adenylyltransferase - Oryza sativa (indica cultivar-group)"	UniRef90_Q5G7J8	"CHR2|COORD:11032588..11037705| similar to nucleotidyltransferase family protein [Arabidopsis thaliana] (TAIR:At4g32850.5); similar to"	AT2G25850.3	CHR02V5|COORD:7144545..7150536|protein poly, putative, expressed	LOC_Os02g13400.2	no descriptionmoderately similar to ( 395)AT2G25850| Symbols:  | nucleotidyltransferase | chr2:11033126-11037518 REVERSEnot assigned PAP_central PAP1	RNA.processing	27_1

CUST_21405_PI403524517	2	0.042121887	0.33867645	-0.065244675	0.062781334	-0.18627644	-0.042120934	35_6211	"Cluster: Peroxisomal biogenesis factor 11 family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Peroxisomal biogenesis factor 11"	UniRef90_Q10MN2	CHR1V7|COORD:17571828..17572574| peroxisomal biogenesis factor 11 family protein / PEX11 family protein	AT1G47750.1	CHR03V5|COORD:10626715..10627900|protein peroxisomal biogenesis factor 11 family protein, expressed	LOC_Os03g19010.1	no descriptionweakly similar to ( 191)AT1G47750| Symbols: PEX11A | peroxisomal biogenesis factor 11 family protein / PEX11 family protein | chr1:17571828-17572574 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PEX11 Tymo_45kd_70kd PRK12678 PRK07003 DUF566 PRK12323 Herpes_BLLF1 HPC2 APC_basic PRK07764 Atrophin-1 Pneumo_att_G	not assigned.no ontology	35_1

CUST_156062_PI403524517	2	-0.1447339	0.8495674	0.12975502	0.7771592	-0.16506958	-0.12975502	35_43583	"Cluster: Senescence-associated protein-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Senescence-associated protein-like protein - Oryza"	UniRef90_Q84VG2	CHR4V7|COORD:13942572..13943627| TET7 (TETRASPANIN7)	AT4G28050.1	CHR09V5|COORD:15443235..15445601|protein senescence-associated protein DH, putative, expressed	LOC_Os09g25760.1	no descriptionvery weakly similar to (50.4)AT4G28050| Symbols: TET7 | TET7 (TETRASPANIN7) | chr4:13942572-13943627 REVERSE	development.unspecified	33_99

CUST_12196_PI399408534	2	0.1853323	-0.2843027	-0.18538857	-0.04030323	0.12573051	0.040302277	35_47261	"Cluster: Putative receptor-like kinase RHG1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative receptor-like kinase RHG1 - Oryza sativa (japonica cultiv"	UniRef90_Q6YW99	CHR5V7|COORD:26859656..26862352| leucine-rich repeat transmembrane protein kinase, putative	AT5G67280.1	CHR09V5|COORD:905618..908918|protein transposon protein, putative, unclassified, expressed	LOC_Os09g02250.2	 no descriptionweakly similar to ( 146)AT5G67280| Symbols:  | leucine-rich repeat transmembrane protein kinase, putative | chr5:26859656-26862352 REVERSEvery weakly similar to (72.8)RPK1_IPONIReceptor-like protein kinase precursor - Ipomoea nil (Japanese morning glory) (Pharbitis nil)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pkinase Pkinase_Tyr S_TKc PTKc S_TKc TyrKc SPS1 PTKc_EphR PTKc_Syk_like 	signalling.receptor kinases.leucine rich repeat III	30_2_3

CUST_3666_PI403524517	2	0.10378647	0.31655598	-0.022659302	-0.12823677	-0.6853256	0.022659302	35_999	"Cluster: Hypothetical protein P0516G10.33; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0516G10.33 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6Z7R6	"CHR1V7|COORD:8507046..8508428| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G70220.1); similar to hypothetical protein Afu6g08070 [Asper"	AT1G24050.1	CHR02V5|COORD:31053412..31048999|protein expressed protein	LOC_Os02g50830.1	"no descriptionvery weakly similar to (53.5)AT1G24050| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G70220.1); similar to hypothetical protein Afu6g08070 [Asper (GB:XP_750698.1); similar to Os02g0741900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001048085.1); contains domain FAMILY NOT NAMED (PTHR13542); contains domain SUBFAMILY NOT NAMED (PTHR13542:SF2) | chr1:8507046-8508428 FORWARD"	not assigned.unknown	35_2

CUST_55255_PI403524517	2	-3.232956E-4	0.4362383	3.232956E-4	0.04496765	-0.02540493	-0.11617756	35_15727	"Cluster: Glutamate-1-semialdehyde 2,1-aminomutase, chloroplast precursor; n=3; BEP clade|Rep: Glutamate-1-semialdehyde 2,1-aminomutase, chloroplast precursor -"	UniRef90_Q6YZE2	"CHR5V7|COORD:25469183..25470846| GSA1 (GLUTAMATE-1-SEMIALDEHYDE-2,1-AMINOMUTASE); glutamate-1-semialdehyde 2,1-aminomutase"	AT5G63570.1	CHR08V5|COORD:26401231..26398548|protein glutamate-1-semialdehyde 2,1-aminomutase, chloroplast precursor, putative, expressed	LOC_Os08g41990.1	" no descriptionhighly similar to ( 726)AT5G63570| Symbols: GSA1 | GSA1 (GLUTAMATE-1-SEMIALDEHYDE-2,1-AMINOMUTASE); glutamate-1-semialdehyde 2,1-aminomutase | chr5:25469183-25470846 FORWARDhighly similar to ( 880)GSA_HORVUGlutamate-1-semialdehyde 2,1-aminomutase, chloroplast precursor - Hordeum vulgare (Barley)not assigned not assigned not assigned not assigned not assigned PRK00062 HemL PRK12389 PRK06942 PRK00615 ArgD Aminotran_3 PRK06209 GabT PRK07046 argD BioA argD PRK05769 PRK08117 argD argD PRK08088 PRK07495 PRK07323 PRK06062 PRK12381 PRK08555 PRK03711 PRK04260 PRK08593 PRK09221 PRK02627 argD PRK08360 argD PRK06938 PRK06918 PRK06931 PRK06777 PRK06058 PRK11522 PRK09264 argD PRK06541 PRK09792 PRK07483 rocD rocD PRK09044 PRK07481 PRK07894 PRK06148 PRK06149 PRK06173 PRK05639 PRK05965 PRK06917 PRK07986 PRK07036 PRK07480 PRK08742 PRK06943 PRK07678 PRK08466 PRK06916 PRK05964 PRK07030 PRK12403 PRK06105 PRK07482 PRK05630 PRK08297 PRK06082 "	tetrapyrrole synthesis.GSA	19_3

CUST_12782_PI403524517	2	0.101335526	-1.2276335	-0.14618683	0.0067915916	-0.0067920685	0.5229883	35_3656	"Cluster: Putative prolylcarboxypeptidase isoform 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative prolylcarboxypeptidase isoform 1 - Oryza sativa"	UniRef90_Q67WZ5	CHR2V7|COORD:10341702..10344007| serine carboxypeptidase S28 family protein	AT2G24280.1	CHR06V5|COORD:26460809..26455293|protein lysosomal Pro-X carboxypeptidase precursor, putative, expressed	LOC_Os06g43930.1	no descriptionhighly similar to ( 630)AT2G24280| Symbols:  | serine carboxypeptidase S28 family protein | chr2:10341702-10344007 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Peptidase_S28 Herpes_BLLF1 Atrophin-1 DUF566 KAR9 Pneumo_att_G HPC2 PRK07003 Metaviral_G	protein.degradation	29_5

CUST_176572_PI403524517	2	0.41737175	-0.10062504	0.21072578	-0.0036730766	0.0036735535	-0.025907993	35_49132	"Cluster: Hypothetical protein OSJNBa0025J22.3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0025J22.3 - Oryza sativa (japonica cu"	UniRef90_Q6Z3S9		0	CHR08V5|COORD:24832923..24834634|protein protein kinase, putative, expressed	LOC_Os08g39460.1	no description	not assigned.unknown	35_2

CUST_76516_PI403524517	2	0.011565685	0.68887997	0.279315	-0.08866358	-0.011565208	-0.025185585	35_21936	"Cluster: 3-phosphoinositide-dependent protein kinase-1-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: 3-phosphoinositide-dependent protein kinase-1-like"	UniRef90_Q5Z824	CHR3V7|COORD:3304351..3306311| 3-phosphoinositide-dependent protein kinase-1, putative	AT3G10572.1	CHR06V5|COORD:29669437..29672510|protein 3-phosphoinositide-dependent protein kinase-1, putative, expressed	LOC_Os06g48970.2	 no descriptionvery weakly similar to (93.2)AT3G10572| Symbols:  | 3-phosphoinositide-dependent protein kinase-1, putative | chr3:3304351-3306311 FORWARD	protein.postranslational modification	29_4

CUST_30245_PI403524517	2	0.2080183	-0.019105434	-0.17429352	0.25040197	-0.1797471	0.019105434	35_8730	Rep: OSIGBa0092M08.9 protein - Oryza sativa (Rice)	UniRef90_Q01I43	"CHR3V7|COORD:3681096..3684501| DGD1 (DIGALACTOSYL DIACYLGLYCEROL DEFICIENT 1); galactolipid galactosyltransferase/ transferase, transferring glycosyl"	AT3G11670.1	CHR04V5|COORD:20399630..20405837|protein digalactosyldiacylglycerol synthase 1, putative, expressed	LOC_Os04g34000.1	" no descriptionmoderately similar to ( 285)AT3G11670| Symbols: DGD1 | DGD1 (DIGALACTOSYL DIACYLGLYCEROL DEFICIENT 1); galactolipid galactosyltransferase | chr3:3681685-3684501 REVERSEmoderately similar to ( 312)DGDG1_LOTJADigalactosyldiacylglycerol synthase 1, chloroplast precursor - Lotus japonicus"	lipid metabolism.glycolipid synthesis.DGDG synthase	11_10_2

CUST_46035_PI403524517	2	0.10181093	0.47422123	-0.1814518	-0.17543936	0.296484	-0.10181093	35_13184	"Cluster: Os01g0524500 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os01g0524500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JM93	CHR1V7|COORD:18136382..18137446| myb family transcription factor	AT1G49010.1	CHR01V5|COORD:19082115..19083747|protein DNA binding protein, putative, expressed	LOC_Os01g34060.1	no description	not assigned.unknown	35_2

CUST_167920_PI403524517	2	-0.013050079	-0.10889244	-0.040117264	0.017665863	0.013050079	0.034858704	35_46769	"Cluster: Os01g0706500 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0706500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JJZ7	CHR2V7|COORD:8518834..8520077| structural constituent of ribosome	AT2G19730.2	CHR01V5|COORD:29641030..29643757|protein 60S ribosomal protein L28, putative, expressed	LOC_Os01g51020.1	no descriptionweakly similar to ( 200)AT2G19730| Symbols:  | 60S ribosomal protein L28 (RPL28A) | chr2:8518834-8520077 FORWARDnot assigned Ribosomal_L28e	protein.synthesis.misc ribososomal protein	29_2_2

CUST_136374_PI403524517	2	0.10808039	0.055012226	-0.12689447	-0.05501175	0.11910868	-1.1752291	35_38241	"Cluster: Os01g0835900 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0835900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JHY5	CHR5V7|COORD:24068875..24069186| histone H4	AT5G59690.1	CHR10V5|COORD:20690219..20689571|protein histone H4, putative, expressed	LOC_Os10g39410.1	no descriptionweakly similar to ( 166)AT5G59970| Symbols:  | histone H4 | chr5:24163578-24163889 REVERSEweakly similar to ( 166)H4_PEAHistone H4 - Pisum sativum (Garden pea)not assigned H4 H4 HHT1 Histone	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_38886_PI403524517	2	0.31029034	0.6093111	-0.008702755	-0.11911631	0.008703232	-0.088097095	35_11189	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_108372_PI403524517	2	-0.2855072	0.48291206	-0.16161633	0.4368868	0.16161633	-0.35115147	35_30827	"Cluster: Ureide permease 4, putative, expressed; n=4; Oryza sativa (japonica cultivar-group)|Rep: Ureide permease 4, putative, expressed - Oryza sativa (japonic"	UniRef90_Q2QQ90	"CHR2V7|COORD:1095126..1096708| ATUPS1 (Arabidopsis thaliana ureide permease 1); allantoin transporter"	AT2G03590.1	CHR12V5|COORD:19157387..19152104|protein ureide permease 4, putative, expressed	LOC_Os12g31860.3	"no descriptionweakly similar to ( 107)AT2G03590| Symbols: ATUPS1 | ATUPS1 (Arabidopsis thaliana ureide permease 1); allantoin transporter | chr2:1095126-1096708 FORWARDvery weakly similar to (51.2)UPSA3_VIGUNProbable ureide permease A3 - Vigna unguiculata (Cowpea)FAE_3-kCoA_syn1"	not assigned.no ontology	35_1

CUST_4487_PI403524517	2	-0.21935844	-0.464962	0.60133266	0.21935844	0.8005066	-0.756732	35_1238	Rep: Agmatine coumaroyltransferase - Hordeum vulgare (Barley)	UniRef90_Q84QG6	CHR5V7|COORD:19853880..19855318| transferase family protein	AT5G48930.1	CHR04V5|COORD:33706492..33708064|protein anthranilate N-benzoyltransferase protein 1, putative, expressed	LOC_Os04g56900.1	no descriptionweakly similar to ( 154)AT5G48930| Symbols: HCT | transferase family protein | chr5:19853880-19855318 REVERSEweakly similar to ( 144)HCBT1_DIACAAnthranilate N-benzoyltransferase protein 1 - Dianthus caryophyllus (Carnation) (Clove pink)not assigned not assigned Transferase PRK12678 TT_ORF1	secondary metabolism.phenylpropanoids	16_2

CUST_13810_PI404877155	2	0.08945656	-0.54509354	-0.0964489	0.044095993	-0.033766747	0.033766747	Contig7559_at	ATP-dependent RNA helicase, putative [Arabidopsis thaliana] sp|Q38953|DHX8_ARATH Putative pre-mRNA splicing factor ATP-dependent RNA helicas	NP_189288.1	ATP-dependent RNA helicase, putative	At3g26560.1	protein RNA helicase	Os02g19860	RNA helicase	RNA.processing	27_1

CUST_4699_PI403524517	2	-0.047855377	0.10520077	-0.006251335	-0.045427322	0.025699615	0.0062503815	35_1297	Rep: Delta-COP - Zea mays (Maize)	UniRef90_Q9M640	"CHR5|COORD:1476677..1480198| similar to coatomer delta subunit [Oryza sativa (japonica cultivar-group)] (GB:NP_915354.1); contains InterPro domain Clathrin"	AT5G05010.2	CHR05V5|COORD:14103325..14108210|protein coatomer subunit delta, putative, expressed	LOC_Os05g24594.1	no descriptionhighly similar to ( 636)AT5G05010| Symbols:  | clathrin adaptor complexes medium subunit-related | chr5:1477138-1479873 FORWARDhighly similar to ( 785)COPD_ORYSAnot assigned Adap_comp_sub	cell. vesicle transport	31_4

CUST_103298_PI403524517	2	-0.067760944	0.014465332	-0.014465809	0.12774944	-0.10188103	0.12365341	35_29457	0	0		0	CHR11V5|COORD:7568908..7568708|protein retrotransposon protein, putative, unclassified	LOC_Os11g13760.1	no description	not assigned.unknown	35_2

CUST_140134_PI403524517	2	-0.52101564	1.1346827	-0.5226364	0.17124605	-0.17124557	1.1131959	35_39297	"Cluster: Hypothetical protein OSJNBa0032L17.1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0032L17.1 - Oryza sativa (japonica cu"	UniRef90_Q69IK9	CHR5V7|COORD:8773885..8774547| serine-rich protein-related	AT5G25280.1	CHR02V5|COORD:34053164..34052270|protein serine-rich protein, putative, expressed	LOC_Os02g55610.1	no description	not assigned.unknown	35_2

CUST_104394_PI403524517	2	0.07736778	0.4832101	0.14861679	-0.4757495	-0.07736778	-0.7400236	35_29753	"Cluster: OSIGBa0160I14.7 protein; n=4; Oryza sativa|Rep: OSIGBa0160I14.7 protein - Oryza sativa (Rice)"	UniRef90_Q01JR6	CHR1V7|COORD:7649313..7651602| F-box family protein	AT1G21760.1	CHR04V5|COORD:21193549..21198818|protein F-box only protein 9, putative, expressed	LOC_Os04g35190.1	no descriptionweakly similar to ( 129)AT1G21760| Symbols:  | F-box family protein | chr1:7649313-7651602 FORWARDnot assigned F-box	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_48375_PI403524517	2	0.10941124	-0.25795698	0.016385555	0.016636848	-0.016386032	-0.7096672	35_13824	Rep: Probable aquaporin PIP2.6 - Oryza sativa (Rice)	UniRef90_Q7XLR1	"CHR2V7|COORD:7308729..7310262| PIP2;8/PIP3B (plasma membrane intrinsic protein 2;8); water channel"	AT2G16850.1	CHR04V5|COORD:8929872..8928051|protein aquaporin PIP2.6, putative, expressed	LOC_Os04g16450.2	" no descriptionmoderately similar to ( 236)AT4G35100| Symbols: PIP3A, PIP2;7, SIMIP, PIP3 | PIP3 (PLASMA MEMBRANE INTRINSIC PROTEIN 3); water channel | chr4:16708677-16709963 FORWARDmoderately similar to ( 276)PIP26_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned MIP MIP GlpF PRK05420 PRK07003 PRK12323 Protamine_P1 "	transport.Major Intrinsic Proteins.PIP	34_19_1

CUST_91427_PI403524517	2	0.014113426	0.69708395	-0.105205536	0.07645416	-0.014113426	-0.28704786	35_26141	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_630_PI399408534	2	-0.006752014	-0.017560005	0.037326813	0.006752014	0.09965992	-0.099061966	35_2646	"Cluster: GTP1/OBG family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: GTP1/OBG family protein, expressed - Oryza sativa (japonica cultiv"	UniRef90_Q2QZ37	"CHR1|COORD:2342274..2346184| GTP1/OBG family protein, similar to SP:P20964 Spo0B-associated GTP-binding protein {Bacillus subtilis}; contains Pfam profile PF010"	AT1G07620.1	CHR11V5|COORD:28262762..28266232|protein GTP binding protein, putative, expressed	LOC_Os11g47800.1	no descriptionmoderately similar to ( 408)AT1G07615| Symbols:  | GTP binding | chr1:2342274-2344197 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned obgE obgE Obg Obg obgE obgE Obg_like MMR_HSR1 COG0012 GTP1_OBG DRG PRK09602 NOG DRG Era_like Ygr210 PRK09601 YchF COG1084 HflX HflX Era FeoB FeoB era COG1160 Era PRK11058 trmE Ras_like_GTPase trmE engA ThdF	signalling.G-proteins	30_5

CUST_112296_PI403524517	2	0.11144304	0.19247818	-0.078713894	-0.25800037	0.078713894	-0.36276674	35_31884	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_23873_PI403524517	2	0.020427704	0.40573597	-0.020427704	-0.072930336	-0.032958984	0.09839535	35_6938	"Cluster: Hypothetical protein OSJNBa0033B09.11; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0033B09.11 - Oryza sativa (japonica"	UniRef90_Q5VRG1	"CHR2V7|COORD:8269900..8271828| (METAXIN); unknown protein"	AT2G19080.1	CHR06V5|COORD:3427700..3432506|protein expressed protein	LOC_Os06g07160.1	"no descriptionmoderately similar to ( 244)AT2G19080| Symbols:  | (METAXIN); unknown protein | chr2:8269900-8271828 FORWARDnot assigned not assigned not assigned GST_C_Metaxin2 GST_C_Metaxin GST_C_Metaxin1_3 GST_N_Metaxin"	not assigned.no ontology	35_1

CUST_11995_PI403524517	2	-0.06768513	0.12987232	0.015294075	-0.056782722	-0.015294075	0.059401512	35_3411	"Cluster: Putative SEC23; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative SEC23 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ZDG9	CHR2V7|COORD:9257426..9260909| transport protein, putative	AT2G21630.1	CHR08V5|COORD:23257835..23270212|protein protein transport protein Sec23B, putative, expressed	LOC_Os08g36994.1	 no descriptionhighly similar to ( 702)AT2G21630| Symbols:  | transport protein, putative | chr2:9257426-9260909 FORWARDnot assigned not assigned not assigned SEC23 Sec23-like Sec23_trunk Sec23_helical trunk_domain Sec23_BS COG5028 Gelsolin 	protein.targeting.secretory pathway.golgi	29_3_4_2

CUST_1998_PI404877155	2	0.012472153	-0.053857803	-0.05311489	0.036426544	-0.012472153	0.09905434	Contig12251_at	PHD finger transcription factor-like [Oryza sativa (japonica cultivar-group)]	BAC83629.1	0	0	protein PHD-finger, putative	Os07g07690	PHD finger transcription factor-like	RNA.regulation of transcription.PHD finger transcription factor	27_3_63

CUST_16580_PI404877155	2	0.0090065	-0.0090065	-0.059996605	-0.14597225	0.010878563	0.03646946	HB24B22r_x_at	0	0	0	0	0	0	NONE	RNA.regulation of transcription.unclassified	27_3_99

CUST_87258_PI403524517	2	-0.26375866	-0.409348	0.78197384	0.26375866	0.3569193	-0.2851472	35_24985	"Cluster: Os03g0568400 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os03g0568400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DQR5	"CHR3V7|COORD:9634007..9635676| CYP71B26 (cytochrome P450, family 71, subfamily B, polypeptide 26); oxygen binding"	AT3G26290.1	CHR03V5|COORD:20506273..20512643|protein cytochrome P450 71E1, putative	LOC_Os03g37080.1	" no descriptionmoderately similar to ( 251)AT3G26290| Symbols: CYP71B26 | CYP71B26 (cytochrome P450, family 71, subfamily B, polypeptide 26); oxygen binding | chr3:9634007-9635676 REVERSEmoderately similar to ( 277)C71E1_SORBICytochrome P450 71E1 - Sorghum bicolor (Sorghum) (Sorghum vulgare)not assigned not assigned not assigned not assigned not assigned p450 CypX "	misc.cytochrome P450	26_10

CUST_164257_PI403524517	2	0.17742825	0.41554165	-0.31162262	-0.071499825	-0.37401485	0.071499825	35_45790	"Cluster: OSJNBb0038F03.5 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: OSJNBb0038F03.5 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XN06	"CHR5V7|COORD:2356154..2358013| GDH2 (GLUTAMATE DEHYDROGENASE 2); oxidoreductase"	AT5G07440.1	CHR04V5|COORD:27014274..27019018|protein glutamate dehydrogenase 2, putative, expressed	LOC_Os04g45970.1	"no descriptionweakly similar to ( 124)AT5G07440| Symbols: GDH2 | GDH2 (GLUTAMATE DEHYDROGENASE 2); oxidoreductase | chr5:2356154-2358013 FORWARDweakly similar to ( 118)DHEA_NICPLGlutamate dehydrogenase A - Nicotiana plumbaginifolia (Leadwort-leaved tobacco)not assigned GdhA ELFV_dehydrog"	N-metabolism.N-degradation.glutamate dehydrogenase	12_3_1

CUST_24724_PI403524517	2	0.0028791428	1.6652117	0.20905018	-0.27973366	-0.1465187	-0.002878189	35_7174	"Cluster: Plant viral-response family protein, expressed; n=5; Oryza sativa|Rep: Plant viral-response family protein, expressed - Oryza sativa (japonica cultivar"	UniRef90_Q2R127	"CHR1V7|COORD:11552906..11558588| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G51538.1); similar to Plant viral-response family protein [Solanum"	AT1G32120.1	CHR11V5|COORD:23713269..23709322|protein plant viral-response family protein, expressed	LOC_Os11g40570.3	"no descriptionweakly similar to ( 102)AT1G32120| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G51538.1); similar to Plant viral-response family protein [Solanum bulbocastanum] (GB:AAP45159.1); contains InterPro domain Protein of unknown function DUF716; (InterPro:IPR006904); contains InterPro domain Protein of unknown function DUF1723; (InterPro:IPR013541) | chr1:11552906-11558588 FORWARD"	not assigned.unknown	35_2

CUST_49524_PI403524517	2	-0.055854797	0.5274353	0.050901413	-0.037843704	-0.08046341	0.03784275	35_14123	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_17317_PI404877155	2	0.075873375	-0.5384073	0.047956467	-0.047955513	0.15314579	-0.22271919	HU02C06u_at	GTP-binding protein TypA [Trifolium pratense]	AAR17698.1	elongation factor family protein	At5g13650.1	protein Elongation factor Tu GTP binding domain, putative	Os02g18450	elongation factor family protein, contains Pfam profiles: PF00009 elongation factor Tu GTP binding domain,PF00679 elongation factor G C-terminus,  PF03144 elongation factor Tu domain 2 or  elongation factor family protein, contains Pfam profiles: PF00009	signalling.G-proteins	30_5

CUST_34837_PI403524517	2	0.2929659	0.028449535	-0.028449535	-0.09691143	-0.114646435	0.10094166	35_10043	"Cluster: Putative PTH-2, resistance gene (PTO kinase) homologs; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative PTH-2, resistance gene (PTO kinase) ho"	UniRef90_Q6ZF70	0	0	CHR07V5|COORD:2460377..2456540|protein protein kinase, putative, expressed	LOC_Os07g05370.1	no description	not assigned.unknown	35_2

CUST_65034_PI403524517	2	0.13127136	-0.015624046	-0.069125175	0.015624046	-0.042598724	0.10621452	35_18568	Rep: OSIGBa0115K01-H0319F09.13 protein - Oryza sativa (Rice)	UniRef90_Q01HN9	"CHR5V7|COORD:2763915..2765432| similar to Os04g0527800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001053370.1); similar to RNA-binding protein RBM5"	AT5G08540.1	CHR04V5|COORD:26156621..26160990|protein expressed protein	LOC_Os04g44560.1	" no descriptionmoderately similar to ( 333)AT5G08540| Symbols:  | similar to Os04g0527800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001053370.1); similar to RNA-binding protein RBM5 and related proteins, contain G-patch and RRM domains (ISS) [Ostreococcus tauri] (GB:CAL57083.1) | chr5:2763915-2765432 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 Tymo_45kd_70kd PRK07764 Atrophin-1 PRK07003 PRK05648 Extensin_2 GRASP55_65 Drf_FH1 DUF1421 FAP "	not assigned.unknown	35_2

CUST_7670_PI404877155	2	-6.389618E-4	-0.004140854	0.044338226	0.015712738	-0.05543518	6.389618E-4	Contig22512_at	nucleotide-sugar transporter family protein [Arabidopsis thaliana] gb|AAM60900.1| CMP-sialic acid transporter-like protein [Arabidopsis thal	NP_568596.1	nucleotide-sugar transporter family protein	At5g41760.1	protein CMP-sialic acid transporter, putative	Os06g33210	NONE	transporter.sugars	34_2

CUST_163896_PI403524517	2	0.18194103	0.28864098	-0.049894333	-0.13124752	-0.45040035	0.049894333	35_45693	"Cluster: Os03g0333100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os03g0333100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DS53	"CHR1V7|COORD:2060614..2067280| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G42440.1); similar to PREDICTED: hypothetical protein LOC553241"	AT1G06720.1	CHR03V5|COORD:12275908..12286466|protein ribosome biogenesis protein Bms1, putative, expressed	LOC_Os03g21530.1	"no descriptionvery weakly similar to (53.1)AT1G06720| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G42440.1); similar to PREDICTED: hypothetical protein LOC553241 isoform 2 [Danio rerio] (GB:XP_709801.1); similar to PREDICTED: hypothetical protein XP_679814 isoform 1 [Danio rerio] (GB:XP_684906.1); similar to unnamed protein product [Ostreococcus tauri] (GB:CAL57303.1); contains InterPro domain AARP2CN; (InterPro:IPR012948); contains InterPro domain Protein of unknown function DUF663; (InterPro:IPR007034) | chr1:2060614-2067280 REVERSE"	not assigned.unknown	35_2

CUST_18963_PI403524517	2	-0.13392544	0.17067909	-0.07745361	-0.116931915	0.07745361	0.25051212	35_5493	"Cluster: Os01g0838800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0838800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JHW6	CHR3V7|COORD:3006736..3007921| clathrin adaptor complex small chain family protein	AT3G09800.1	CHR01V5|COORD:36308451..36311604|protein coatomer subunit zeta-2, putative, expressed	LOC_Os01g62150.1	no descriptionmoderately similar to ( 246)AT3G09800| Symbols:  | clathrin adaptor complex small chain family protein | chr3:3007158-3007921 REVERSEnot assigned RET3 Clat_adaptor_s	protein.targeting.secretory pathway.unspecified	29_3_4_99

CUST_123046_PI403524517	2	0.14409065	0.33476973	-0.08502054	0.08502054	-0.22592211	-0.30738688	35_34706	Rep: Hypothetical protein - Gibberella zeae (Fusarium graminearum)	UniRef90_Q4IPM9		0	0	0	no description	not assigned.unknown	35_2

CUST_130297_PI403524517	2	0.0023360252	0.300488	0.310668	-0.1030941	-0.0023355484	-0.41824055	35_36592	"Cluster: Os09g0480600 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0480600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J0W3		0	CHR09V5|COORD:18447444..18447716|protein expressed protein	LOC_Os09g30300.1	no description	not assigned.unknown	35_2

CUST_65571_PI403524517	2	0.11488342	-0.47383118	-0.16006756	-0.014472008	0.014472008	0.018240929	35_18724	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QPH0	"CHR3V7|COORD:1433481..1435385| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G27330.1); similar to Viral A-type inclusion protein repeat"	AT3G05130.1	CHR12V5|COORD:20851271..20852959|protein expressed protein	LOC_Os12g34500.1	"no descriptionvery weakly similar to (66.6)AT5G27330| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G05130.1); similar to PREDICTED: similar to centromere protein E [Apis mellifera] (GB:XP_001120388.1); contains InterPro domain Prefoldin; (InterPro:IPR009053) | chr5:9633000-9634886 REVERSEvery weakly similar to (58.9)MFP1_TOBACMAR-binding filament-like protein 1-1 - Nicotiana tabacum (Common tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Smc Myosin_tail_1 PRK03918 COG1340 SbcC PRK02224 Atrophin-1 DUF1421 MAD COG1579 Tymo_45kd_70kd PRK01156 ATG16 ERM DUF827 SCP-1 COG4026 COG4942"	not assigned.unknown	35_2

CUST_164866_PI403524517	2	-0.38751984	0.32088757	0.60178757	-0.6604948	0.12881756	-0.12881756	35_45947	0	0		0	CHR07V5|COORD:21520378..21518680|protein expressed protein	LOC_Os07g35979.1	no description	not assigned.unknown	35_2

CUST_58664_PI403524517	2	-0.018295288	0.21159744	0.10892868	-0.22463417	0.018295288	-0.093663216	35_16734	Rep: AML6 - Hordeum vulgare (Barley)	UniRef90_Q6J736	"CHR5|COORD:24895746..24901376| similar to RNA recognition motif (RRM)-containing protein [Arabidopsis thaliana] (TAIR:At5g07290.1); similar to AML1"	AT5G61960.2	CHR05V5|COORD:145976..138728|protein AML6, putative, expressed	LOC_Os05g01240.5	"no descriptionmoderately similar to ( 256)AT5G61960| Symbols: AML1 | AML1 (ARABIDOPSIS MEI2-LIKE PROTEIN 1); RNA binding | chr5:24896227-24900709 REVERSEweakly similar to ( 124)PLA2_ORYSAnot assigned RRM_2"	cell.division	31_2

CUST_22333_PI403524517	2	0.17274141	0.21319342	-0.8549347	0.14609861	-0.5333028	-0.14609861	35_6489	Rep: Protein kinase - Oryza sativa (Rice)	UniRef90_O24180	"CHR5V7|COORD:2196744..2198114| CIPK2 (CBL-INTERACTING PROTEIN KINASE 2); kinase"	AT5G07070.1	CHR12V5|COORD:681269..678074|protein CBL-interacting serine/threonine-protein kinase 15, putative, expressed	LOC_Os12g02200.1	" no descriptionmoderately similar to ( 491)AT5G07070| Symbols: SnRK3.2, CIPK2 | CIPK2 (CBL-INTERACTING PROTEIN KINASE 2); kinase | chr5:2196744-2198114 REVERSEmoderately similar to ( 395)CIPK1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase SPS1 Pkinase_Tyr TyrKc PTKc PTKc_Csk_like PTKc_Abl PTKc_Srm_Brk PTKc_Fes_like PTKc_Jak_rpt2 PTKc_Tec_like PTKc_Fes PTKc_Fer PTKc_Src_like PTKc_Ack_like PTKc_EphR PTKc_FAK NAF PTKc_FGFR PTKc_Frk_like PTKc_Trk PTKc_Itk PTKc_EphR_A PTKc_Syk_like PTKc_Lck_Blk PTKc_Btk_Bmx PTKc_Ror PTKc_Tec_Rlk PTKc_Jak1_rpt2 PTKc_Csk PTKc_Chk PTKc_EphR_B PTKc_Src PTK_CCK4 PTKc_Fyn_Yrk PTKc_EphR_A2 PTKc_Lyn PTKc_Jak2_Jak3_rpt2 PTKc_InsR_like PTKc_Tyk2_rpt2 PTKc_Hck PTKc_EGFR_like PTKc_FGFR3 PTKc_Yes PTKc_FGFR1 PTKc_EphR_A10 PTKc_FGFR2 PTKc_FGFR4 PTKc_Syk PTKc_Tyro3 PTKc_Tie2 PTKc_Musk PTKc_Met_Ron PTKc_PDGFR PTKc_Tie PTKc_Ror2 PTKc_Tie1 PTKc_TrkB PTKc_Axl_like PTKc_Ror1 PTKc_c-ros PTK_Jak_rpt1 PTKc_TrkA PTKc_RET PTK_Ryk PTKc_VEGFR PTKc_Axl PTKc_Aatyk PTKc_Zap-70 PTKc_TrkC PTKc_VEGFR2 PTKc_DDR PTKc_VEGFR3 PTKc_EGFR PTK_Jak1_rpt1 PTKc_InsR PTKc_DDR_like PTKc_ALK_LTK PTK_HER3 PTK_Jak2_Jak3_rpt1 "	protein.postranslational modification	29_4

CUST_97075_PI403524517	2	-0.010982037	-0.20999193	0.01098156	0.07559013	0.23456669	-0.30399418	35_27723	"Cluster: Hypothetical protein OSJNBa0054K20.7; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0054K20.7 - Oryza sativa (japonica cu"	UniRef90_Q6K4Q2	"CHR4V7|COORD:13117830..13119991| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G10040.1); similar to Os03g0726800 [Oryza sativa (japonica"	AT4G25770.1	CHR02V5|COORD:33424114..33427882|protein serine esterase family protein, putative, expressed	LOC_Os02g54580.1	" no descriptionmoderately similar to ( 216)AT4G25770| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G10040.1); similar to Os03g0726800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001051137.1); similar to Protein of unknown function DUF676, hydrolase-like [Medicago truncatula] (GB:ABE83409.1); similar to Os08g0143700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001060979.1); contains InterPro domain Esterase/lipase/thioesterase; (InterPro:IPR000379); contains InterPro domain Protein of unknown function DUF676, hydrolase-like; (InterPro:IPR007751) | chr4:13117830-13119991 REVERSEnot assigned DUF676 "	not assigned.unknown	35_2

CUST_171170_PI403524517	2	0.0060014725	-0.43730927	-0.03720379	0.015963554	0.11464214	-0.006002426	35_47679	"Cluster: Similar to H. sapiens NNP-1 / Nop52 AP001752; n=1; Hordeum vulgare subsp. vulgare|Rep: Similar to H. sapiens NNP-1 / Nop52 AP001752 - Hordeum vulgare v"	UniRef90_Q8S405	"CHR5V7|COORD:6966347..6967945| similar to unknown [Oryza sativa (japonica cultivar-group)] (GB:AAL87179.1); contains InterPro domain Nucleolar,"	AT5G20600.1	CHR04V5|COORD:33372769..33370760|protein nucleolar protein,Nop52 containing protein, expressed	LOC_Os04g56350.1	" no descriptionvery weakly similar to (52.8)AT5G20600| Symbols:  | similar to unknown [Oryza sativa (japonica cultivar-group)] (GB:AAL87179.1); contains InterPro domain Nucleolar, Nop52; (InterPro:IPR010301) | chr5:6966347-6967945 REVERSETT_ORF1 "	not assigned.unknown	35_2

CUST_6389_PI403524517	2	-0.43002892	-0.03404236	0.4161253	0.034041405	0.67999077	-0.50991154	35_1770	"Cluster: ZIM motif family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: ZIM motif family protein, expressed - Oryza sativa (japonica cult"	UniRef90_Q7XEZ6	"CHR3V7|COORD:15378658..15380762| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G20900.1); similar to ZIM motif family protein, expressed [Oryza"	AT3G43440.1	CHR10V5|COORD:12700622..12699604|protein ZIM motif family protein, expressed	LOC_Os10g25230.1	" no descriptionvery weakly similar to (52.8)AT3G43440| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G20900.1); similar to ZIM motif family protein, expressed [Oryza sativa (japonica cultivar-group)] (GB:ABF96481.1); similar to OSJNBa0060D06.16 [Oryza sativa (japonica cultivar-group)] (GB:CAE03550.1); similar to Os04g0653000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001054103.1); contains InterPro domain ZIM; (InterPro:IPR010399) | chr3:15378658-15380762 FORWARDtify "	not assigned.unknown	35_2

CUST_132231_PI403524517	2	0.033866882	0.21211815	-0.029504776	0.029503822	-0.27394438	-0.2638812	35_37136	"Cluster: Hypothetical protein OSJNBa0001O14.15; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0001O14.15 - Oryza sativa (japonica"	UniRef90_Q9AV30	"CHR5V7|COORD:1271887..1277794| similar to glycosyltransferase family protein 1 [Arabidopsis thaliana] (TAIR:AT4G01210.1); similar to Os10g0546200"	AT5G04480.1	CHR10V5|COORD:21011214..21018389|protein transferase, transferring glycosyl groups, putative, expressed	LOC_Os10g39900.1	" no descriptionmoderately similar to ( 277)AT5G04480| Symbols:  | similar to glycosyltransferase family protein 1 [Arabidopsis thaliana] (TAIR:AT4G01210.1); similar to Os10g0546200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001065214.1); similar to Os01g0622000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001043608.1); contains InterPro domain Glycosyl transferase, group 1; (InterPro:IPR001296) | chr5:1271887-1277794 REVERSE"	not assigned.unknown	35_2

CUST_163243_PI403524517	2	0.019451141	-0.10869408	0.0127334595	-0.06522465	0.13179493	-0.0127334595	35_45526	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_319_PI399407379	2	-0.6773424	-0.34131813	0.67092705	0.1338234	0.80761623	-0.1338234	HvNCED7									

CUST_45608_PI403524517	2	0.15783072	-0.06882	0.06881952	-0.2881751	-0.34849787	0.38831425	35_13072	Rep: Putative nucleosid phosphatase - Oryza sativa (japonica cultivar-group)	UniRef90_Q8LM38	CHR4V7|COORD:10485529..10487879| nucleoside phosphatase family protein / GDA1/CD39 family protein	AT4G19180.1	CHR10V5|COORD:10310614..10305991|protein hydrolase, putative, expressed	LOC_Os10g21000.1	no descriptionmoderately similar to ( 247)AT4G19180| Symbols:  | nucleoside phosphatase family protein / GDA1/CD39 family protein | chr4:10485529-10487879 REVERSEvery weakly similar to (97.1)APY_SOLTUApyrase precursor - Solanum tuberosum (Potato)not assigned not assigned GDA1_CD39 COG5371	nucleotide metabolism.degradation	23_2

CUST_156106_PI403524517	2	0.22703075	0.16580963	-0.08135319	-0.26952744	-0.47485018	0.081353664	35_43594	"Cluster: MDR-like ABC transporter; n=2; Oryza sativa (japonica cultivar-group)|Rep: MDR-like ABC transporter - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8GU69	"CHR2V7|COORD:19317077..19321819| PGP4 (P-GLYCOPROTEIN 4, P-GLYCOPROTEIN4); ATPase, coupled to transmembrane movement of substances / xenobiotic-transporting ATP"	AT2G47000.1	0	0	no description	not assigned.unknown	35_2

CUST_100385_PI403524517	2	0.011161327	0.07595825	-0.011161804	-0.11294842	0.78543997	-0.08359146	35_28657	"Cluster: Putative pentatricopeptide (PPR) repeat-containing protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative pentatricopeptide (PPR)"	UniRef90_Q6Z7E0	CHR1V7|COORD:3218135..3219931| pentatricopeptide (PPR) repeat-containing protein	AT1G09900.1	CHR02V5|COORD:21465862..21469764|protein rf1 protein, mitochondrial precursor, putative, expressed	LOC_Os02g35750.2	no descriptionweakly similar to ( 187)AT1G09900| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr1:3218135-3219931 FORWARDvery weakly similar to ( 100)RF1_ORYSAPPR	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_100236_PI403524517	2	0.17554283	0.0037231445	-0.08178425	-0.12750149	-0.0037221909	0.050635338	35_28615	"Cluster: Hypothetical protein P0028A08.22; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0028A08.22 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6ZCV6	"CHR3V7|COORD:256760..258386| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G14390.1); similar to Esterase/lipase/thioesterase [Medicago truncatula]"	AT3G01690.1	CHR08V5|COORD:24001873..23997086|protein esterase/lipase/thioesterase, putative, expressed	LOC_Os08g38092.1	"no descriptionmoderately similar to ( 266)AT5G14390| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G01690.1); similar to Esterase/lipase/thioesterase [Medicago truncatula] (GB:ABD32255.1); contains InterPro domain Esterase/lipase/thioesterase; (InterPro:IPR000379); contains InterPro domain Alpha/beta hydrolase fold-1; (InterPro:IPR000073) | chr5:4637554-4639578 REVERSEnot assigned not assigned not assigned DAP2 COG1073"	not assigned.unknown	35_2

CUST_2773_PI403524517	2	-0.06210327	-0.65421104	-0.01521492	0.10288525	0.18135071	0.015213966	35_757	Rep: CAA303712.1 protein - Oryza sativa (Rice)	UniRef90_Q9ST85	CHR5V7|COORD:19086398..19087402| peroxidase, putative	AT5G47000.1	CHR04V5|COORD:35027663..35026032|protein peroxidase 12 precursor, putative, expressed	LOC_Os04g59260.1	 no descriptionvery weakly similar to (55.8)AT5G47000| Symbols:  | peroxidase, putative | chr5:19086398-19087402 REVERSEvery weakly similar to (55.8)PER2_HORVUPeroxidase 2 - Hordeum vulgare (Barley)secretory_peroxidase plant_peroxidase 	misc.peroxidases	26_12

CUST_54641_PI403524517	2	0.53085136	-0.83516455	0.16912794	0.19358206	-0.16912842	-0.33068895	35_15551	"Cluster: Photosystem I reaction center subunit II, chloroplast precursor; n=1; Hordeum vulgare|Rep: Photosystem I reaction center subunit II, chloroplast precur"	UniRef90_P36213	CHR4V7|COORD:1229247..1229873| PSAD-1 (photosystem I subunit D-1)	AT4G02770.1	CHR08V5|COORD:27951455..27950450|protein photosystem I reaction center subunit II, chloroplast precursor, putative, expressed	LOC_Os08g44680.1	 no descriptionmoderately similar to ( 260)AT4G02770| Symbols: PSAD-1 | PSAD-1 (photosystem I subunit D-1) | chr4:1229247-1229873 REVERSEmoderately similar to ( 327)PSAD_HORVUPhotosystem I reaction center subunit II, chloroplast precursor - Hordeum vulgare (Barley)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PsaD psaD PRK12323 PRK07003 PRK07764 Atrophin-1 Extensin_2 HPC2 Tymo_45kd_70kd DUF1421 AF-4 PRK10819 PRK05648 DUF1509 DUF566 Herpes_BLLF1 APC_basic IER DUF390 HpaP PRK09169 DUF936 GRASP55_65 	PS.lightreaction.photosystem I.PSI polypeptide subunits	1_1_2_2

CUST_130471_PI403524517	2	0.10644102	-0.08401632	-0.11734867	0.08401632	1.5391784	-0.17427826	35_36639	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_27184_PI399408534	2	-0.031238556	0.6429405	0.07732296	-0.3801508	0.031238556	-0.21405983	35_38658	"Cluster: Putative SWAP (Suppressor-of-White-APricot)/surp domain-containing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative SWAP"	UniRef90_Q67VW6	"CHR5V7|COORD:7743229..7748892| TGH (TOUGH); RNA binding"	AT5G23080.1	CHR06V5|COORD:16835212..16824603|protein surp module family protein, expressed	LOC_Os06g29400.1	"no descriptionvery weakly similar to (92.0)AT5G23080| Symbols: TGH | TGH (TOUGH); RNA binding | chr5:7743229-7748892 REVERSEnot assigned"	RNA.processing	27_1

CUST_107267_PI403524517	2	-0.05809021	-0.02662611	0.026626587	0.3646779	1.3913522	-0.13645649	35_30525	"Cluster: Carbamoyltransferase; n=1; Azotobacter vinelandii AvOP|Rep: Carbamoyltransferase - Azotobacter vinelandii AvOP"	UniRef90_Q4IUG2	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	0	0	no description	not assigned.unknown	35_2

CUST_99363_PI403524517	2	0.22077656	-0.17283154	0.056871414	-0.05687046	-0.21477509	0.17797089	35_28364	Rep: H0112G12.14 protein - Oryza sativa (Rice)	UniRef90_Q01JK6	CHR1V7|COORD:26630297..26634418| cyclin-related	AT1G70620.1	CHR04V5|COORD:33553313..33545898|protein expressed protein	LOC_Os04g56630.2	no description	not assigned.unknown	35_2

CUST_43898_PI403524517	2	-0.1008873	1.0204716	0.19459915	0.1008873	-1.0623884	-0.15267944	35_12600	"Cluster: Calmodulin-binding protein, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Calmodulin-binding protein, putative, expressed - Ory"	UniRef90_Q2QP06	0	0	CHR12V5|COORD:22103442..22099345|protein calmodulin binding protein, putative, expressed	LOC_Os12g36110.1	no description	not assigned.unknown	35_2

CUST_19707_PI404877155	2	0.10683155	-0.97798824	-0.19933033	8.831024E-4	-8.8214874E-4	0.0064964294	S0001100150B08F1_s_at	phosphoenolpyruvate/phosphate translocator [Oryza sativa] dbj|BAD32978.1| phosphoenolpyruvate/phosphate translocator [Oryza sativa (japonica	AAK51561.1	triose phosphate/phosphate translocator, putative	At5g33320.1	protein phosphoenolpyruvate/phosphate translocator	Os09g12600	phosphoenolpyruvate/phosphate translocator	transport.metabolite transporters at the envelope membrane	34_8

CUST_13167_PI404877155	2	-0.12075329	-0.4539814	0.25465393	0.06668854	0.16319942	-0.06668854	Contig6873_at	putative H+-transporting ATP synthase [Oryza sativa (japonica cultivar-group)] dbj|BAB89101.1| putative vacuolar ATPase B subunit [Oryza sat	NP_916591.1	vacuolar ATP synthase subunit B, putative / V-ATPase B subunit, putative / vacuolar proton pump B subunit, put	At4g38510.1	protein V-type ATPase, B subunit	Os01g51380	vacuolar ATP synthase subunit B, putative / V-ATPase B subunit, putative / vacuolar proton pump B subunit, putative / V-ATPase 57 kDa subunit, putative, very strong similarity to SP:P11574 Vacuolar ATP synthase subunit B (EC 3.6.3.14) (V-ATPase B subunit)	transport.p- and v-ATPases	34_1

CUST_15744_PI404877155	2	-0.10859585	0.1279335	-0.08348942	-0.046795845	0.0467968	0.06616211	Contig9573_at	polypyrimidine tract-binding protein, putative / heterogeneous nuclear ribonucleoprotein, putative [Arabidopsis thaliana]	NP_175010.2	polypyrimidine tract-binding protein, putative / heterogeneous nuclear ribonucleoprotein, putative	At1g43190.1	protein polypyrimidine track-binding protein homologue	Os05g36120	gi|20160852|dbj|BAB89791.1| P0677H08.6	RNA.processing	27_1

CUST_140202_PI403524517	2	-0.008114815	0.03630209	-0.050940514	0.11696243	-0.18354511	0.008114338	35_39315	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_138362_PI403524517	2	0.5458231	0.23143482	0.29626274	-0.31292343	-0.23143482	-0.2810254	35_38810	"Cluster: Remorin, C-terminal region family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Remorin, C-terminal region family protein, expre"	UniRef90_Q2QM86	CHR4V7|COORD:10275928..10278502| leucine-rich repeat family protein / extensin family protein	AT4G18670.1	CHR12V5|COORD:25964821..25968244|protein DNA binding protein, putative, expressed	LOC_Os12g41940.2	no description	not assigned.unknown	35_2

CUST_26070_PI403524517	2	0.21964788	0.55365515	-0.21964788	0.3172369	-0.6474066	-0.42098665	35_7553	"Cluster: Hypothetical protein P0020C11.24; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0020C11.24 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6Z7E4	"CHR3V7|COORD:10807368..10809606| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G28840.1); similar to putative lipoprotein [Burkholderia"	AT3G28780.1	CHR02V5|COORD:21452475..21452107|protein hypothetical protein	LOC_Os02g35710.1	no description	not assigned.unknown	35_2

CUST_88066_PI403524517	2	-0.7105794	0.37796783	-0.05191374	0.3792901	-0.9335313	0.05191326	35_25212	"Cluster: Os02g0717600 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0717600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DY40	"CHR4V7|COORD:7231935..7234266| similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:BAD12897.1); similar to Os02g0717600 [Oryza sativa"	AT4G12070.1	CHR02V5|COORD:29783818..29780313|protein expressed protein	LOC_Os02g48640.1	"no descriptionvery weakly similar to (82.8)AT4G12070| Symbols:  | similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:BAD12897.1); similar to Os02g0717600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001047934.1) | chr4:7231935-7234266 FORWARD"	not assigned.unknown	35_2

CUST_170463_PI403524517	2	0.32548523	-1.1118298	0.08494377	0.051330566	-0.13189316	-0.051330566	35_47482	Rep: Orf109 - Oryza nivara (Indian wild rice)	UniRef90_Q6EN96		0	CHR02V5|COORD:14242909..14244224|protein conserved hypothetical protein	LOC_Os02g24590.1	no description	not assigned.unknown	35_2

CUST_15732_PI403524517	2	0.17234898	0.06386471	0.0025491714	-0.07492733	-0.092941284	-0.0025501251	35_4540	"Cluster: Putative dentritic cell 2 protein<DC2 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative dentritic cell 2 protein<DC2 protein - Oryza s"	UniRef90_Q6Z6Q1	CHR2V7|COORD:8382356..8382877| membrane protein, putative	AT2G19340.2	CHR02V5|COORD:12494311..12495272|protein DC2 protein, putative, expressed	LOC_Os02g21080.1	" no descriptionweakly similar to ( 170)AT4G29870| Symbols:  | similar to membrane protein, putative [Arabidopsis thaliana] (TAIR:AT2G19340.2); similar to Os02g0315400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001046663.1); similar to hypothetical protein DDBDRAFT_0204707 [Dictyostelium discoideum AX4] (GB:XP_641827.1); contains domain SUBFAMILY NOT NAMED (PTHR13160:SF2); contains domain FAMILY NOT NAMED (PTHR13160) | chr4:14606018-14606536 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07003 PRK12323 TT_ORF1 Atrophin-1 HPC2 DUF1421 SerH DUF566 AF-4 PRK07764 OST3_OST6 Herpes_BLLF1 Tymo_45kd_70kd PRK08853 PRK05648 "	not assigned.unknown	35_2

CUST_56151_PI403524517	2	9.860992E-4	0.61441994	0.07191372	-0.059978485	-9.870529E-4	-0.1880188	35_15984	"Cluster: Von Willebrand factor type A domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Von Willebrand factor"	UniRef90_Q2QSE5	CHR5V7|COORD:24428179..24432075| zinc finger (C3HC4-type RING finger) family protein	AT5G60710.1	CHR12V5|COORD:13911270..13913324|protein retrotransposon protein, putative, unclassified, expressed	LOC_Os12g24390.1	no descriptionweakly similar to ( 162)AT5G60710| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr5:24428179-24432075 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned vWA_C3HC4_type vWA_interalpha_trypsin_inhibitor vWFA vWA_subgroup VWA VWA PRK07003 vWFA_subfamily_ECM PRK12323 APC_basic PRK07764 PRK12678 vWA_subfamily Herpes_BLLF1 vWA_BatA_type DUF566 TerY COG2304 HPC2 Atrophin-1 Pneumo_att_G PRK05648 ChlD vWA_Magnesium_chelatase Tymo_45kd_70kd VgrG vWA_ywmD_type IER PRK12372	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_6907_PI404877155	2	0.029304504	-0.9113884	-0.2352314	0.1935854	-0.02930355	0.19064331	Contig20361_at	DNA-binding protein-like protein [Oryza sativa (japonica cultivar-group)]	NP_914823.1	0	0	protein Helix-loop-helix DNA-binding domain, putative	Os01g68700	gi|29647487|dbj|BAC75416.1| OJ1191_A10.7	RNA.regulation of transcription.bHLH,Basic Helix-Loop-Helix family	27_3_06

CUST_117190_PI403524517	2	-0.034581184	0.019245148	0.3328085	0.07989836	-0.01924467	-0.02609396	35_33210	"Cluster: Putative delta-12 oleate desaturase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative delta-12 oleate desaturase - Oryza sativa (japonica cult"	UniRef90_Q6ZGW6	"CHR3V7|COORD:3860598..3861749| FAD2 (FATTY ACID DESATURASE 2); delta12-fatty acid dehydrogenase"	AT3G12120.1	CHR02V5|COORD:29724486..29719246|protein omega-6 fatty acid desaturase, endoplasmic reticulum isozyme 2, putative, expressed	LOC_Os02g48560.6	no description	not assigned.unknown	35_2

CUST_111824_PI403524517	2	-0.0051517487	0.40908813	0.0051517487	-0.13414955	-0.018054962	0.043925285	35_31746	Rep: OSIGBa0116M22.10 protein - Oryza sativa (Rice)	UniRef90_Q01JY9	CHR3V7|COORD:6559180..6562050| leucine-rich repeat family protein / extensin family protein	AT3G19020.1	CHR04V5|COORD:23744231..23740972|protein transglutaminase, putative, expressed	LOC_Os04g40300.1	no descriptionvery weakly similar to (51.2)AT3G19020| Symbols:  | leucine-rich repeat family protein / extensin family protein | chr3:6559180-6562050 REVERSE	cell wall.cell wall proteins.LRR	10_5_3

CUST_181094_PI403524517	2	0.09904575	0.28294945	-0.09904575	-0.20686722	-0.15098	0.17846107	35_50362	"Cluster: PRLI-interacting factor N-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: PRLI-interacting factor N-like - Oryza sativa (japonica cultivar-group"	UniRef90_Q6H7E6	CHR5V7|COORD:23737202..23740200| PRLI-interacting factor, putative	AT5G58720.1	CHR02V5|COORD:25659145..25667383|protein expressed protein	LOC_Os02g42670.1	 no descriptionvery weakly similar to (50.4)AT5G58720| Symbols:  | PRLI-interacting factor, putative | chr5:23737202-23740200 REVERSE	DNA.synthesis/chromatin structure	28_1

CUST_178024_PI403524517	2	-0.0500412	-0.19617653	0.042500496	0.058740616	0.044734955	-0.042500496	35_49514	"Cluster: Hypothetical protein OSJNBa0026E05.33; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0026E05.33 - Oryza sativa (japonica"	UniRef90_Q6YXZ3	"CHR5V7|COORD:23532501..23533705| similar to Os02g0139100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001045842.1); similar to unnamed protein product"	AT5G58110.1	CHR02V5|COORD:2085271..2082474|protein expressed protein	LOC_Os02g04650.1	"no descriptionvery weakly similar to (85.1)AT5G58110| Symbols:  | similar to Os02g0139100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001045842.1); similar to unnamed protein product [Ostreococcus tauri] (GB:CAL55062.1); similar to Os06g0703800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001058502.1); contains domain FAMILY NOT NAMED (PTHR13009) | chr5:23532501-23533705 FORWARD"	not assigned.unknown	35_2

CUST_98909_PI403524517	2	0.3633628	0.057625294	-0.057625294	-0.29036903	-0.51832056	0.5452399	35_28234	"Cluster: Putative phospholipid-transporting ATPase 3; n=1; Arabidopsis thaliana|Rep: Putative phospholipid-transporting ATPase 3 - Arabidopsis thaliana"	UniRef90_Q9XIE6	CHR1V7|COORD:22015264..22023688| haloacid dehalogenase-like hydrolase family protein	AT1G59820.1	CHR06V5|COORD:21808431..21814011|protein phospholipid-transporting ATPase 4, putative, expressed	LOC_Os06g36990.1	no descriptionweakly similar to ( 188)AT1G59820| Symbols:  | haloacid dehalogenase-like hydrolase family protein | chr1:22015264-22023688 FORWARDnot assigned not assigned MgtA	not assigned.no ontology	35_1

CUST_58381_PI403524517	2	-0.19668579	-0.096297264	0.20089054	0.053980827	0.004631996	-0.004631996	35_16652	"Cluster: 3-phosphoshikimate 1-carboxyvinyltransferase; n=27; Poaceae|Rep: 3-phosphoshikimate 1-carboxyvinyltransferase - Oryza sativa (Rice)"	UniRef90_Q93VK6	CHR2V7|COORD:18684592..18686942| 3-phosphoshikimate 1-carboxyvinyltransferase / 5-enolpyruvylshikimate-3-phosphate / EPSP synthase	AT2G45300.1	CHR06V5|COORD:1815180..1818802|protein 3-phosphoshikimate 1-carboxyvinyltransferase, chloroplast precursor, putative, expressed	LOC_Os06g04280.1	 no descriptionhighly similar to ( 619)AT2G45300| Symbols:  | 3-phosphoshikimate 1-carboxyvinyltransferase / 5-enolpyruvylshikimate-3-phosphate / EPSP synthase | chr2:18684592-18686942 FORWARDhighly similar to ( 634)AROA_PETHY3-phosphoshikimate 1-carboxyvinyltransferase, chloroplast precursor - Petunia hybrida (Petunia)not assigned not assigned not assigned not assigned PRK11860 EPSP_synthase PRK02427 EPSP_synthase AroA PRK11861 EPT-like EPT_RTPC-like UdpNAET MurA PRK09369 PRK12830 PRK07764 	amino acid metabolism.synthesis.aromatic aa.chorismate.5-enolpyruvylshikimate-3-phosphate synthase	13_1_6_1_6

CUST_4094_PI404877155	2	0.016418457	0.18313408	-0.01830101	-0.016418457	0.07861805	-0.08255482	Contig14900_at	bZIP protein [Arabidopsis thaliana] gb|AAF78440.1| T3F20.19 [Arabidopsis thaliana]	NP_175754.1	bZIP protein	At1g53490.1	protein T3F20.19	Os02g13810	NONE	RNA.regulation of transcription.bZIP transcription factor family	27_3_35

CUST_17775_PI403524517	2	0.046347618	0.004876137	-0.08588982	-0.048974037	-0.004876137	0.12659168	35_5131	"Cluster: Os09g0534200 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os09g0534200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J028	CHR1V7|COORD:28450601..28452082| ER lumen protein retaining receptor family protein	AT1G75760.1	CHR08V5|COORD:27364363..27368546|protein ER lumen protein retaining receptor C28H8.4, putative, expressed	LOC_Os08g43470.1	no descriptionmoderately similar to ( 448)AT1G75760| Symbols:  | ER lumen protein retaining receptor family protein | chr1:28450601-28452082 REVERSEweakly similar to ( 109)ERD2_PETHYER lumen protein retaining receptor - Petunia hybrida (Petunia)not assigned ER_lumen_recept ERD2	protein.targeting.secretory pathway.ER	29_3_4_1

CUST_123532_PI403524517	2	0.014814377	-0.094483376	-0.014182091	-0.079398155	0.014182091	0.053536415	35_34835	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_157801_PI403524517	2	-0.45331383	-0.07217884	-0.31711626	0.30408192	0.07217884	0.1538434	35_44058	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_41018_PI403524517	2	-0.11920071	-1.3252931	-0.18783474	0.36586046	0.11920118	0.14597845	35_11792	0	0	0	0	CHR05V5|COORD:82191..79421|protein CYP722A1, putative, expressed	LOC_Os05g01120.1	no description	not assigned.unknown	35_2

CUST_75929_PI403524517	2	0.031874657	0.10347748	0.18086052	-0.1101799	-0.054163933	-0.03187561	35_21766	Rep: H0211B05.16 protein - Oryza sativa (Rice)	UniRef90_Q01J96	"CHR1V7|COORD:7135063..7137263| CYCB2;3 (CYCLIN B2;3); cyclin-dependent protein kinase regulator"	AT1G20610.1	CHR04V5|COORD:28002584..27999622|protein cyclin B2, putative, expressed	LOC_Os04g47580.1	"no descriptionmoderately similar to ( 392)AT1G76310| Symbols: CYCB2;4 | CYCB2;4 (CYCLIN B2;4); cyclin-dependent protein kinase regulator | chr1:28632940-28635093 REVERSEmoderately similar to ( 410)CCNB2_ORYSAnot assigned not assigned not assigned not assigned not assigned COG5024 Cyclin_N Cyclin_C CYCLIN CYCLIN CCL1"	cell.cycle	31_3

CUST_180185_PI403524517	2	0.09196663	0.03938198	0.010014534	-0.18074799	-0.01001358	-0.29585552	35_50110	Rep: Cytosolic heat shock protein 90 - Hordeum vulgare (Barley)	UniRef90_Q7XJ80	"CHR5V7|COORD:22704149..22706659| HSP81-2 (EARLY-RESPONSIVE TO DEHYDRATION 8); ATP binding"	AT5G56030.1	CHR09V5|COORD:18540207..18535779|protein heat shock protein 81-3, putative, expressed	LOC_Os09g30439.2	"no descriptionmoderately similar to ( 339)AT5G56010| Symbols: HSP81-3 | HSP81-3 (Heat shock protein 81-3); ATP binding | chr5:22698636-22701137 FORWARDmoderately similar to ( 335)HSP83_ORYSAnot assigned not assigned HSP90 PRK05218 HtpG"	stress.abiotic.heat	20_2_1

CUST_31710_PI399408534	2	-0.2781577	-0.033634663	0.09505367	-0.12038517	0.1221509	0.033634186	35_43411	"Cluster: Small GTP-binding protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Small GTP-binding protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q67UH2	"CHR1V7|COORD:2965149..2965943| ATSAR1/ATSARA1A (ARABIDOPSIS THALIANA SECRETION-ASSOCIATED RAS SUPER FAMILY 1); GTP binding"	AT1G09180.1	CHR06V5|COORD:6474162..6478071|protein GTP-binding protein SAR2, putative, expressed	LOC_Os06g12090.1	" no descriptionvery weakly similar to (73.2)AT1G09180| Symbols: ATSARA1A, ATSAR1 | ATSAR1/ATSARA1A (ARABIDOPSIS THALIANA SECRETION-ASSOCIATED RAS SUPER FAMILY 1); GTP binding | chr1:2965149-2965943 FORWARDvery weakly similar to (75.9)SAR1A_BRACMGTP-binding protein SAR1A - Brassica campestris (Field mustard)not assigned Sar1 SAR "	signalling.G-proteins	30_5

CUST_112483_PI403524517	2	0.3149948	-0.6924963	-0.13493633	0.027223587	0.53953075	-0.027223587	35_31931	"Cluster: Hypothetical protein OJ1007_D04.9; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1007_D04.9 - Oryza sativa (japonica cultivar"	UniRef90_Q6ZG95	"CHR5V7|COORD:25286670..25288759| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G10660.1); similar to hypothetical protein MtrDRAFT_AC124952g40v1"	AT5G62960.1	CHR02V5|COORD:1594599..1599327|protein expressed protein	LOC_Os02g03790.1	"no descriptionweakly similar to ( 160)AT5G62960| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G10660.1); similar to hypothetical protein MtrDRAFT_AC124952g40v1 [Medicago truncatula] (GB:ABE93571.1) | chr5:25286670-25288759 FORWARD"	not assigned.unknown	35_2

CUST_41135_PI403524517	2	-0.008320332	-0.43021536	0.58888197	-0.30448008	0.008320332	1.323422	35_11825	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_13940_PI403524517	2	0.54219866	-1.2784572	-0.6153431	0.24734211	-0.24734211	1.6487584	35_3996	Rep: Root abundant factor - Hordeum vulgare (Barley)	UniRef90_Q4F8A4	0	0	0	0	no description	not assigned.unknown	35_2

CUST_95149_PI403524517	2	0.16949654	0.48564434	-0.16793346	0.021564484	-0.1321001	-0.021565437	35_27190	"Cluster: Hypothetical protein At5g24970; n=1; Arabidopsis thaliana|Rep: Hypothetical protein At5g24970 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q84W22	CHR5V7|COORD:8604361..8608666| ABC1 family protein	AT5G24970.1	CHR07V5|COORD:16020936..16011389|protein ubiquinone biosynthesis protein ubiB, putative, expressed	LOC_Os07g27480.1	no descriptionmoderately similar to ( 341)AT5G24970| Symbols:  | ABC1 family protein | chr5:8604361-8608666 REVERSEnot assigned not assigned not assigned AarF ubiB ABC1	not assigned.no ontology.ABC1 family protein	35_1_1

CUST_96013_PI403524517	2	0.0010242462	0.31015587	0.11547661	-0.0010237694	-0.39254904	-0.032396317	35_27431	"Cluster: Exostosin family protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Exostosin family protein, putative, expressed - Oryza s"	UniRef90_Q10SX7	"CHR2V7|COORD:11985101..11986718| FRA8 (FRAGILE FIBER8); transferase"	AT2G28110.1	CHR03V5|COORD:457622..460353|protein transferase, putative, expressed	LOC_Os03g01760.1	"no descriptionmoderately similar to ( 221)AT2G28110| Symbols: FRA8 | FRA8 (FRAGILE FIBER8); transferase | chr2:11985101-11986718 REVERSEnot assigned Exostosin"	misc.UDP glucosyl and glucoronyl transferases	26_2

CUST_4422_PI403524517	2	0.0033092499	0.6471777	0.14788246	-0.14276886	-0.07808113	-0.0033102036	35_1221	"Cluster: Putative ER6 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ER6 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q94E74	CHR1V7|COORD:25602181..25602924| universal stress protein (USP) family protein	AT1G68300.1	CHR01V5|COORD:18320610..18317674|protein ethylene-responsive protein, putative, expressed	LOC_Os01g32780.1	no descriptionweakly similar to ( 135)AT1G68300| Symbols:  | universal stress protein (USP) family protein | chr1:25602181-25602924 REVERSEnot assigned not assigned USP_Like Usp UspA STK_N Na_H_Antiporter_C	stress.abiotic.unspecified	20_2_99

CUST_46277_PI403524517	2	0.0012350082	-0.1770792	-0.0012354851	0.23570871	-0.2286954	0.038876534	35_13255	Rep: Putative peroxidase - Oryza sativa (Rice)	UniRef90_Q9FRD9	CHR4V7|COORD:6869989..6871472| peroxidase, putative	AT4G11290.1	CHR03V5|COORD:14433532..14435292|protein peroxidase 47 precursor, putative	LOC_Os03g25320.1	 no descriptionweakly similar to ( 157)AT4G11290| Symbols:  | peroxidase, putative | chr4:6869989-6871472 FORWARDweakly similar to ( 132)PER2_ARAHYCationic peroxidase 2 precursor - Arachis hypogaea (Peanut)not assigned not assigned not assigned not assigned secretory_peroxidase plant_peroxidase peroxidase PRK12323 	misc.peroxidases	26_12

CUST_98403_PI403524517	2	-0.30596924	-0.19705486	-0.1184268	0.1184268	0.3969612	0.9172187	35_28095	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_167222_PI403524517	2	0.11592865	0.0504694	-0.06689644	-0.050470352	0.084275246	-0.059251785	35_46579	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_4951_PI403524517	2	-0.052954674	0.3203888	0.07208729	-0.022018433	-0.0012044907	0.001203537	35_1365	0	0	CHR2V7|COORD:17436531..17443188| peptidase M16 family protein / insulinase family protein	AT2G41790.1	CHR07V5|COORD:22970977..22954030|protein insulin-degrading enzyme, putative, expressed	LOC_Os07g38270.1	no descriptionnearly identical (1310)AT2G41790| Symbols:  | peptidase M16 family protein / insulinase family protein | chr2:17436531-17443188 REVERSEnot assigned not assigned not assigned not assigned Ptr Peptidase_M16 PqqL Peptidase_M16_C COG1026	protein.degradation	29_5

CUST_49393_PI403524517	2	0.06701136	0.13492298	-0.05817461	0.030724049	-0.030724049	-0.118397236	35_14089	"Cluster: Ornithine aminotransferase, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Ornithine aminotransferase, putative, expressed - Ory"	UniRef90_Q10G56	"CHR5V7|COORD:18735993..18738498| delta-OAT (ornithine- delta-aminotransferase); ornithine-oxo-acid transaminase"	AT5G46180.1	CHR03V5|COORD:24772266..24764250|protein ornithine aminotransferase, putative, expressed	LOC_Os03g44150.1	" no descriptionhighly similar to ( 575)AT5G46180| Symbols: delta-OAT | delta-OAT (ornithine- delta-aminotransferase); ornithine-oxo-acid transaminase | chr5:18735993-18738498 REVERSEvery weakly similar to (97.4)GSA_BRANAGlutamate-1-semialdehyde 2,1-aminomutase, chloroplast precursor - Brassica napus (Rape)not assigned not assigned not assigned not assigned not assigned rocD ArgD rocD Aminotran_3 GabT PRK03711 BioA PRK02627 argD argD argD PRK11522 PRK07323 PRK05769 argD PRK08117 argD PRK08555 PRK07495 PRK12381 PRK06918 PRK09221 argD PRK04260 PRK06058 argD PRK08593 PRK06917 PRK07483 PRK06916 PRK07481 PRK07678 PRK09264 PRK09044 PRK06062 PRK08088 HemL PRK06541 PRK06938 PRK05639 PRK06105 PRK06777 PRK06931 PRK07480 PRK09792 PRK08360 PRK07986 PRK08297 PRK05965 PRK07036 PRK08466 PRK06082 PRK00062 PRK07482 PRK06148 PRK06173 PRK07030 PRK07894 PRK12403 PRK05964 PRK08742 PRK06943 PRK00615 PRK12389 PRK06149 PRK06942 PRK05630 PRK06209 PRK07046 PRK05958 Aminotran_1_2 "	tetrapyrrole synthesis.GSA	19_3

CUST_18319_PI399408534	2	-0.024795532	0.20883179	0.0048646927	-0.32924938	-0.0048646927	0.0080451965	35_1542	"Cluster: RNA recognition motif family protein, expressed; n=4; Oryza sativa|Rep: RNA recognition motif family protein, expressed - Oryza sativa (japonica cultiv"	UniRef90_Q10HZ7	"CHR1V7|COORD:3914895..3917941| ATRBP45B; RNA binding"	AT1G11650.2	CHR07V5|COORD:19918642..19922640|protein RNA-binding post-transcriptional regulator csx1, putative	LOC_Os07g33330.1	" no descriptionmoderately similar to ( 361)AT1G11650| Symbols: ATRBP45B | ATRBP45B; RNA binding | chr1:3914895-3917301 FORWARDvery weakly similar to (81.6)ROC1_NICSY29 kDa ribonucleoprotein A, chloroplast precursor - Nicotiana sylvestris (Wood tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG0724 DUF1421 RRM Extensin_2 RRM_1 PRK08853 PRK10263 Atrophin-1 PRK07764 PRK05648 PRK12323 PRK07003 MFMR DUF605 GRASP55_65 Drf_FH1 Glutenin_hmw "	RNA.regulation of transcription.unclassified	27_3_99

CUST_4613_PI403524517	2	0.14095402	-0.433321	-0.14095402	0.49689674	0.30383205	-0.30145264	35_1274	"Cluster: Hypothetical protein OJ1001_B06.10; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1001_B06.10 - Oryza sativa (japonica cultiv"	UniRef90_Q5Z6P4	"CHR4V7|COORD:493692..494668| similar to threonine endopeptidase [Arabidopsis thaliana] (TAIR:AT4G38100.1); similar to unknown (GB:AAB00107.1)"	AT4G01150.1	CHR06V5|COORD:8751629..8750276|protein threonine endopeptidase, putative, expressed	LOC_Os06g15400.1	"no descriptionvery weakly similar to (99.0)AT4G01150| Symbols:  | similar to threonine endopeptidase [Arabidopsis thaliana] (TAIR:AT4G38100.1); similar to unknown (GB:AAB00107.1) | chr4:493692-494668 FORWARDnot assigned not assigned DUF566"	not assigned.unknown	35_2

CUST_3400_PI399408534	2	1.110055	-2.340517	-1.7246437	1.3292627	0.50660515	-0.5066061	35_2524	"Cluster: Putative MYB transcription factor; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative MYB transcription factor - Oryza sativa (japonica"	UniRef90_Q5Z5B9	CHR5V7|COORD:14768574..14770202| myb family transcription factor	AT5G37260.1	CHR06V5|COORD:31028134..31024939|protein expressed protein	LOC_Os06g51260.1	no descriptionvery weakly similar to (62.0)AT5G37260| Symbols:  | myb family transcription factor | chr5:14768574-14770202 REVERSEnot assigned	RNA.regulation of transcription.MYB-related transcription factor family	27_3_26

CUST_34921_PI403524517	2	-0.70850754	0.050517082	-0.050518036	0.115665436	-0.80454063	0.14725399	35_10066	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_6453_PI404877155	2	0.02740097	0.1925354	-0.027400017	-0.027400017	-0.2896986	0.13309956	Contig19301_at	OSJNBa0089K24.18 [Oryza sativa (japonica cultivar-group)] dbj|BAB62560.1| OSJNBa0089K24.18 [Oryza sativa (japonica cultivar-group)]	NP_916478.1	oxidoreductase, 2OG-Fe(II) oxygenase family protein	At3g28480.1	protein expressed protein	Os01g07920	"oxidoreductase, 2OG-Fe(II) oxygenase family protein, similar to prolyl 4-hydroxylase, alpha subunit, from Gallus gallus (GI:212530), Rattus norvegicus (GI:474940), Mus musculus (SP:Q60715); contains PF03171 2OG-Fe(II) oxygenase superfamily domain"	amino acid metabolism.degradation.glutamate family.proline	13_2_2_2

CUST_119000_PI403524517	2	0.0621171	0.89929485	-0.15219164	-0.12661266	0.12636471	-0.0621171	35_33680	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_25861_PI403524517	2	-0.02236557	0.08717251	-0.005098343	0.005098343	-0.12860584	0.04047966	35_7497	Rep: CDS_HIPL1 - Triticum turgidum (Poulard wheat) (Rivet wheat)	UniRef90_Q15MQ3	0	0	CHR12V5|COORD:27396595..27401494|protein expressed protein	LOC_Os12g44230.2	no description	not assigned.unknown	35_2

CUST_23920_PI403524517	2	0.017700195	-0.18292236	0.07701588	-0.017700195	0.118575096	-0.09906292	35_6950	"Cluster: Hypothetical protein OSJNBa0059G06.5; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0059G06.5 - Oryza sativa (japonica cu"	UniRef90_Q84M78	"CHR3V7|COORD:22481554..22482731| similar to Protein of unknown function DUF1499 [Medicago truncatula] (GB:ABE92390.1); contains InterPro domain Protein of"	AT3G60810.1	CHR03V5|COORD:36184063..36182043|protein expressed protein	LOC_Os03g64140.1	"no descriptionmoderately similar to ( 240)AT3G60810| Symbols:  | similar to Protein of unknown function DUF1499 [Medicago truncatula] (GB:ABE92390.1); contains InterPro domain Protein of unknown function DUF1499; (InterPro:IPR010865) | chr3:22481554-22482731 FORWARDCOG4446 DUF1499"	not assigned.unknown	35_2

CUST_104086_PI403524517	2	0.3534603	1.0990562	0.00370121	-0.28338337	-0.31815338	-0.00370121	35_29668	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_7458_PI399408534	2	-0.8125868	-0.45733833	0.08832741	0.6006975	0.25702286	-0.08832836	35_25659	"Cluster: Putative cytokinin oxidase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative cytokinin oxidase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5ZAY9	"CHR1V7|COORD:28318909..28321725| CKX5 (CYTOKININ OXIDASE 5); cytokinin dehydrogenase"	AT1G75450.1	CHR01V5|COORD:33119598..33115335|protein cytokinin dehydrogenase 5 precursor, putative, expressed	LOC_Os01g56810.1	" no descriptionweakly similar to ( 154)AT1G75450| Symbols: ATCKX5, ATCKX6, CKX5 | CKX5 (CYTOKININ OXIDASE 5); cytokinin dehydrogenase | chr1:28318909-28321725 REVERSEweakly similar to ( 114)CKX1_MAIZECytokinin dehydrogenase 1 precursor - Zea mays (Maize)not assigned Cytokin-bind "	hormone metabolism.cytokinin.synthesis-degradation	17_4_1

CUST_8945_PI403524517	2	0.008268356	-0.04326248	-0.062603	0.042788506	0.014968872	-0.008268356	35_2508	Rep: T27C4.15 protein - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q9M837	CHR3V7|COORD:1212071..1213801| RNA recognition motif (RRM)-containing protein	AT3G04500.1	CHR08V5|COORD:28276152..28267393|protein expressed protein	LOC_Os08g45240.3	no descriptionvery weakly similar to (76.3)AT3G04500| Symbols:  | RNA recognition motif (RRM)-containing protein | chr3:1212071-1213801 REVERSE	not assigned.no ontology	35_1

CUST_161549_PI403524517	2	0.01885748	-0.4055128	0.24436903	-0.01885748	-0.20412207	0.11963558	35_45067	"Cluster: OSJNBa0005N02.7 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0005N02.7 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XSA0	"CHR4V7|COORD:389370..391287| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G08440.1); similar to Os04g0567200 [Oryza sativa (japonica cultivar-grou"	AT4G00910.1	CHR04V5|COORD:28283389..28280903|protein ALMT1, putative, expressed	LOC_Os04g47930.1	"no descriptionweakly similar to ( 101)AT4G00910| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G08440.1); similar to Os04g0567200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001053586.1); similar to Os02g0673100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001047711.1); similar to Protein of unknown function UPF0005; Rho GTPase activation protein [Medicago truncatula] (GB:ABD32183.1); contains InterPro domain Protein of unknown function UPF0005; (InterPro:IPR006214) | chr4:389370-391287 REVERSEnot assigned UPF0005"	not assigned.unknown	35_2

CUST_93190_PI403524517	2	-0.2817793	-0.01627922	-0.022377968	0.016280174	0.22262573	0.13789272	35_26647	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_56455_PI403524517	2	0.045700073	-0.85541344	-0.059363365	0.063622475	0.069662094	-0.04569912	35_16069	Rep: Pyruvate dehydrogenase E1 alpha subunit - Zea mays (Maize)	UniRef90_Q9ZQY0	"CHR1V7|COORD:22055033..22057325| AT-E1 ALPHA (pyruvate dehydrogenase complex E1 alpha subunit); pyruvate dehydrogenase (acetyl-transferring)"	AT1G59900.1	CHR02V5|COORD:30917073..30912888|protein pyruvate dehydrogenase E1 component alpha subunit, mitochondrial precursor, putative, expressed	LOC_Os02g50620.1	" no descriptionhighly similar to ( 634)AT1G59900| Symbols: AT-E1 ALPHA | AT-E1 ALPHA (pyruvate dehydrogenase complex E1 alpha subunit); pyruvate dehydrogenase (acetyl-transferring) | chr1:22055033-22057325 FORWARDhighly similar to ( 638)ODPA_SOLTUPyruvate dehydrogenase E1 component subunit alpha, mitochondrial precursor - Solanum tuberosum (Potato)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned E1_dh TPP_E1_PDC_ADC_BCADC AcoA PRK07003 PRK12323 Tymo_45kd_70kd DUF1509 HPC2 Herpes_BLLF1 DUF566 DUF1421 PRK07764 Pneumo_att_G Atrophin-1 FimV PRK12678 PRK05648 APC_basic TPP_TK AF-4 kgd GRASP55_65 KAR9 PRK12372 TT_ORF1 PRK08770 PRK12495 "	TCA / org. transformation.TCA.pyruvate DH.E1	8_1_1_1

CUST_55479_PI403524517	2	-0.31876945	0.0663023	0.09970856	0.05927372	-0.08964634	-0.059274673	35_15793	Rep: Cellulose synthase-1 - Zea mays (Maize)	UniRef90_Q9LLI9	"CHR4V7|COORD:15641015..15646394| CESA1 (CELLULASE SYNTHASE 1); transferase, transferring glycosyl groups"	AT4G32410.1	CHR05V5|COORD:4549480..4543196|protein CESA1 - cellulose synthase, expressed	LOC_Os05g08370.1	" no descriptionnearly identical (1258)AT4G32410| Symbols: CESA1, RSW1 | CESA1 (CELLULASE SYNTHASE 1); transferase, transferring glycosyl groups | chr4:15641015-15646394 REVERSECellulose_synt bcsA COG1215 "	cell wall.cellulose synthesis.cellulose synthase	10_2_1

CUST_37980_PI403524517	2	0.019096375	0.0048799515	-0.0048799515	-0.19075298	0.020666122	-0.109025	35_10929	"Cluster: Hypothetical protein; n=1; Aspergillus terreus NIH2624|Rep: Hypothetical protein - Aspergillus terreus NIH2624"	UniRef90_Q0CGJ5	CHR3V7|COORD:9355298..9358994| CHUP1 (CHLOROPLAST UNUSUAL POSITIONING 1)	AT3G25690.1	CHR07V5|COORD:24271675..24264784|protein formin-2, putative, expressed	LOC_Os07g40510.1	no description	not assigned.unknown	35_2

CUST_20802_PI403524517	2	0.007630348	-0.007631302	0.09318638	-0.0883522	-0.15045166	0.045847893	35_6041	"Cluster: Hypothetical protein P0458E05.36; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0458E05.36 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5JJU6	"CHR4V7|COORD:14584234..14590129| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G19390.1); similar to Os01g0967100 [Oryza sativa (japonica"	AT4G29790.1	CHR01V5|COORD:42972937..42980919|protein expressed protein	LOC_Os01g73620.2	"no descriptionvery weakly similar to (63.5)AT5G22450| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G19390.1); similar to Os01g0967100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001045507.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAU44129.1); similar to Os05g0107300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001054424.1) | chr5:7437148-7442937 REVERSE"	not assigned.unknown	35_2

CUST_17605_PI404877155	2	-0.037563324	-0.3288269	0.04519844	0.037563324	0.108242035	-0.1210289	HV_CEb0009H09r2_x_at	OSJNBa0023J03.8 [Oryza sativa (japonica cultivar-group)] ref|XP_471731.1| OSJNBa0023J03.8 [Oryza sativa (japonica cultivar-group)]	CAD40521.2	ribose 5-phosphate isomerase-related	At3g04790.1	protein expressed protein	Os04g24140	ribose 5-phosphate isomerase	PS.calvin cyle.Rib5P Isomerase	1_03_10

CUST_26798_PI403524517	2	0.033872604	-0.010834694	0.010834694	-0.052581787	0.07532978	-0.066485405	35_7765	"Cluster: Os05g0295100 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0295100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DJF0	"CHR1V7|COORD:6082871..6088150| similar to zinc finger protein-related [Arabidopsis thaliana] (TAIR:AT5G63740.1); similar to Os05g0295100 [Oryza"	AT1G17690.1	CHR05V5|COORD:12949855..12968961|protein expressed protein	LOC_Os05g22920.3	"no descriptionweakly similar to ( 139)AT1G17690| Symbols:  | similar to zinc finger protein-related [Arabidopsis thaliana] (TAIR:AT5G63740.1); similar to Os05g0295100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001055109.1); similar to MGC79554 protein [Xenopus tropicalis] (GB:NP_001008035.1); contains InterPro domain Protein of unknown function DUF1253; (InterPro:IPR010678) | chr1:6082871-6088150 REVERSEnot assigned DUF1253"	not assigned.unknown	35_2

CUST_69808_PI403524517	2	-0.014814377	-0.008044243	0.047185898	-0.040790558	0.0080451965	0.0084581375	35_19973	"Cluster: Hypothetical protein OSJNBa0062A24.20; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0062A24.20 - Oryza sativa (japonica"	UniRef90_Q5JJY4	CHR2V7|COORD:17060825..17064186| protein kinase family protein / protein phosphatase 2C ( PP2C) family protein	AT2G40860.1	CHR01V5|COORD:20296927..20289304|protein protein phosphatase 2C containing protein, expressed	LOC_Os01g36080.4	no descriptionmoderately similar to ( 384)AT2G40860| Symbols:  | protein kinase family protein / protein phosphatase 2C ( PP2C) family protein | chr2:17060825-17064186 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned PP2Cc PP2Cc PP2C PTC1 PP2C_SIG	protein.postranslational modification	29_4

CUST_1376_PI399408534	2	-0.02079773	0.560318	0.020799637	-0.23427582	-0.13319397	0.027639389	35_14356	"Cluster: Zinc finger A20 and AN1 domain-containing stress-associated protein 8; n=1; Oryza sativa|Rep: Zinc finger A20 and AN1 domain-containing stress-associat"	UniRef90_Q69WY4	CHR1V7|COORD:18989358..18989879| zinc finger (AN1-like) family protein	AT1G51200.1	CHR06V5|COORD:24490982..24493241|protein zinc finger A20 and AN1 domains-containing protein, putative, expressed	LOC_Os06g41010.4	no descriptionmoderately similar to ( 204)AT1G51200| Symbols:  | DNA binding / zinc ion binding | chr1:18989358-18989879 FORWARDweakly similar to ( 115)ISAP1_ORYSAnot assigned zf-AN1 ZnF_AN1	RNA.regulation of transcription.unclassified	27_3_99

CUST_28113_PI399408534	2	0.13088274	0.26817513	0.11416912	-0.29394817	-0.48417377	-0.11416912	35_20058	"Cluster: Putative transcription factor X1; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative transcription factor X1 - Oryza sativa (japonica cultivar-g"	UniRef90_Q9SBW2	CHR3|COORD:18041854..18045014| XH/XS domain-containing protein / XS zinc finger domain-containing protein, contains Pfam domains PF03469: XH domain, PF03468: XS	AT3G48670.2	CHR01V5|COORD:25689936..25694009|protein transcription factor X1, putative, expressed	LOC_Os01g44230.2	no descriptionmoderately similar to ( 291)AT3G48670| Symbols:  | XH/XS domain-containing protein / XS zinc finger domain-containing protein | chr3:18042225-18044600 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned XS Myosin_tail_1 Smc SbcC COG1340 Filament PRK03918 HOOK HEC1 COG4372 MAP7 COG4487 COG5022 PRK01156 mukB ERM	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_33411_PI403524517	2	-0.046993256	0.26322842	-0.08352947	-0.14404297	0.2512684	0.046993256	35_9636	"Cluster: Os12g0456400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os12g0456400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0ING6	CHR2V7|COORD:18571231..18574707| structural constituent of nuclear pore	AT2G45000.1	CHR12V5|COORD:15855275..15864038|protein expressed protein	LOC_Os12g27090.1	no descriptionnot assigned not assigned not assigned not assigned Herpes_BLLF1 ROM1	not assigned.unknown	35_2

CUST_67626_PI403524517	2	0.1034174	-0.27822018	-0.05611229	-0.003873825	0.069737434	0.003873825	35_19318	"Cluster: ZW18 protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: ZW18 protein, putative, expressed - Oryza sativa (japonica cultivar"	UniRef90_Q2QX94	"CHR1V7|COORD:3256543..3260868| similar to ZW18 [Arabidopsis thaliana] (TAIR:AT1G58350.1); similar to ZW18 protein, putative, expressed [Oryza sativa"	AT1G09980.1	CHR12V5|COORD:3301862..3295491|protein serine esterase family protein, putative, expressed	LOC_Os12g06800.1	" no descriptionmoderately similar to ( 210)AT1G09980| Symbols:  | similar to ZW18 [Arabidopsis thaliana] (TAIR:AT1G58350.1); similar to ZW18 protein, putative, expressed [Oryza sativa (japonica cultivar-group)] (GB:ABA95883.1); similar to Protein of unknown function DUF676, hydrolase-like [Medicago truncatula] (GB:ABE93141.1); contains InterPro domain Esterase/lipase/thioesterase; (InterPro:IPR000379); contains InterPro domain Protein of unknown function DUF676, hydrolase-like; (InterPro:IPR007751) | chr1:3256543-3260868 REVERSEnot assigned "	not assigned.unknown	35_2

CUST_74750_PI403524517	2	-0.2645254	-1.1884432	0.0021686554	0.27053165	0.5556488	-0.002169609	35_21435	Rep: Cinnamoyl CoA reductase - Hordeum vulgare (Barley)	UniRef90_Q8H1H7	CHR1V7|COORD:5478849..5481909| CCR1 (CINNAMOYL COA REDUCTASE 1)	AT1G15950.1	CHR08V5|COORD:21380814..21373583|protein dihydroflavonol-4-reductase, putative, expressed	LOC_Os08g34280.1	 no descriptionmoderately similar to ( 255)AT1G15950| Symbols: IRX4, ATCCR1, CCR1 | CCR1 (CINNAMOYL COA REDUCTASE 1) | chr1:5478849-5481943 FORWARDweakly similar to ( 141)DFRA_VITVIDihydroflavonol-4-reductase - Vitis vinifera (Grape)not assigned not assigned not assigned not assigned not assigned not assigned WcaG 3Beta_HSD Epimerase GalE KR COG0702 NmrA COG1086 adh_short Polysacc_synt_2 FabG PRK05865 PRK12678 COG2910 Gmd fabG 	secondary metabolism.flavonoids.dihydroflavonols	16_8_3

CUST_96816_PI403524517	2	0.26040745	-0.0882411	0.10776329	0.08824062	-0.4033351	-0.24596119	35_27651	Rep: Nuclear transportin - Triticum aestivum (Wheat)	UniRef90_Q2QKB7	CHR5V7|COORD:25140563..25149699| transportin-SR-related	AT5G62600.1	CHR10V5|COORD:17528819..17543487|protein importin-beta N-terminal domain containing protein	LOC_Os10g33770.1	no descriptionmoderately similar to ( 221)AT5G62600| Symbols:  | transportin-SR-related | chr5:25140563-25149699 REVERSEnot assigned not assigned	not assigned.no ontology	35_1

CUST_14441_PI399408534	2	0.04632473	-0.38662338	-0.025546074	-0.050584793	0.16204643	0.02554512	35_2110	"Cluster: Putative COP9 complex subunit, FUS5; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative COP9 complex subunit, FUS5 - Oryza sativa (japonica cult"	UniRef90_Q69VK6	"CHR1V7|COORD:387479..389568| FUS5 (FUSCA 5); MAP kinase kinase"	AT1G02090.1	CHR07V5|COORD:18256283..18251781|protein COP9 signalosome complex subunit 7, putative, expressed	LOC_Os07g30840.2	" no descriptionmoderately similar to ( 315)AT1G02090| Symbols: CSN7, COP15, CSN7II, FUS5 | FUS5 (FUSCA 5); MAP kinase kinase | chr1:388223-389568 REVERSEvery weakly similar to (55.5)CSN7_BRAOLCOP9 signalosome complex subunit 7 - Brassica oleracea (Wild cabbage)not assigned not assigned not assigned PCI PINT "	signalling.light.COP9 signalosome	30_11_1

CUST_3928_PI403524517	2	-0.021740913	-0.27923107	0.021740913	0.29333687	0.16112995	-0.18959904	35_1087	"Cluster: IN2-1 protein, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: IN2-1 protein, putative, expressed - Oryza sativa (japonica cultiv"	UniRef90_Q10N45	CHR5V7|COORD:632875..634856| In2-1 protein, putative	AT5G02790.1	CHR03V5|COORD:9694100..9691275|protein IN2-1 protein, putative, expressed	LOC_Os03g17470.1	 no descriptionmoderately similar to ( 276)AT5G02790| Symbols:  | In2-1 protein, putative | chr5:632875-634856 FORWARDmoderately similar to ( 301)IN21_MAIZEProtein IN2-1 - Zea mays (Maize)not assigned not assigned not assigned not assigned GST_C_Lambda GST_N_Omega Gst ECM4 GST_N_family PRK10387 	not assigned.no ontology	35_1

CUST_71673_PI403524517	2	-0.01348114	0.24922657	0.01348114	0.09753704	-0.049735546	-0.16973305	35_20546	"Cluster: 50S ribosomal protein L12, chloroplast precursor; n=4; Oryza sativa|Rep: 50S ribosomal protein L12, chloroplast precursor - Oryza sativa (Rice)"	UniRef90_O22386	"CHR3V7|COORD:10326142..10326705| RPL12-C (RIBOSOMAL PROTEIN L12-C); structural constituent of ribosome"	AT3G27850.1	CHR01V5|COORD:27368639..27369517|protein 50S ribosomal protein L12-1, chloroplast precursor, putative, expressed	LOC_Os01g47330.1	" no descriptionweakly similar to ( 127)AT3G27830| Symbols: RPL12, RPL12-A | RPL12-A (RIBOSOMAL PROTEIN L12-A); structural constituent of ribosome | chr3:10319813-10320388 FORWARDweakly similar to ( 167)RK12_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned rplL rpl12 RplL Ribosomal_L12 PRK12323 PRK12678 PRK07764 DUF566 "	protein.synthesis.mito/plastid ribosomal protein.plastid	29_2_1_1

CUST_170841_PI403524517	2	0.20944977	-0.07689905	0.07689953	-0.28647804	-0.6006808	0.58694077	35_47588	Rep: T22C5.3 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q9SFZ8	"CHR1V7|COORD:9596462..9602904| similar to ESP4 (ENHANCED SILENCING PHENOTYPE 4), binding [Arabidopsis thaliana] (TAIR:AT5G01400.1); similar to Os07g0693900 [Ory"	AT1G27595.1	CHR01V5|COORD:29025462..29010718|protein expressed protein	LOC_Os01g49940.1	no description	not assigned.unknown	35_2

CUST_99026_PI403524517	2	0.20195341	0.31118393	0.5123906	-0.44635677	-0.676934	-0.20195293	35_28269	"Cluster: Ulp1 protease-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Ulp1 protease-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q67VX6	CHR1V7|COORD:22211997..22215575| cysteine-type peptidase	AT1G60220.1	CHR06V5|COORD:16744664..16731926|protein cysteine-type peptidase, putative, expressed	LOC_Os06g29310.2	no descriptionvery weakly similar to (97.4)AT1G60220| Symbols:  | cysteine-type peptidase | chr1:22211997-22215575 FORWARDnot assigned not assigned ULP1	not assigned.no ontology	35_1

CUST_73629_PI403524517	2	0.07234001	-0.045372963	0.038564682	-0.03856373	-0.059369087	0.1063509	35_21114	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_2284_PI404877155	2	0.02402687	0.39800167	-0.056894302	0.049503326	-0.099069595	-0.024025917	Contig12644_at	putative tuber-specific and sucrose-responsive element binding factor [Oryza sativa (japonica cultivar-group)] dbj|BAD15427.1| putative tube	XP_464387.1	myb family transcription factor	At5g67300.1	protein Myb-like DNA-binding domain, putative	Os02g09480	R2R3-MYB transcription factor/3.5_Tryptophan_Myb   T02559 Myb-44	RNA.regulation of transcription.MYB domain transcription factor family	27_3_25

CUST_50247_PI403524517	2	-0.18147278	0.3636303	0.097717285	-0.14611435	-0.025091171	0.025091171	35_14336	"Cluster: Tubulin beta-1 chain; n=11; Magnoliophyta|Rep: Tubulin beta-1 chain - Triticum aestivum (Wheat)"	UniRef90_Q9ZRB2	CHR5V7|COORD:3961318..3962972| TUB6 (BETA-6 TUBULIN)	AT5G12250.1	CHR01V5|COORD:10099799..10095060|protein tubulin beta-1 chain, putative, expressed	LOC_Os01g18050.1	no descriptionhighly similar to ( 835)AT5G12250| Symbols: TUB6 | TUB6 (BETA-6 TUBULIN) | chr5:3961318-3962972 REVERSEhighly similar to ( 844)TBB5_WHEATTubulin beta-5 chain - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned beta_tubulin COG5023 Tubulin_FtsZ alpha_tubulin gamma_tubulin epsilon_tubulin Tubulin delta_tubulin Tubulin_C FtsZ_type2 AroH_like	cell.organisation	31_1

CUST_2653_PI404877155	2	0.02670765	0.10814381	-0.0062246323	0.0062246323	-0.04655361	-0.02645874	Contig13079_at	repressor protein [Oryza sativa]	AAL73487.1	transcription factor, putative	At3g12480.1	protein repressor protein	Os11g34200	NONE	RNA.regulation of transcription.CCAAT box binding factor family, HAP5	27_3_16

CUST_139040_PI403524517	2	-0.081459045	-0.78427124	0.12924671	-0.009810448	0.62907887	0.009811401	35_38998	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_70619_PI403524517	2	0.035508156	-1.0893936	-0.035507202	-0.042612076	0.19037056	0.0833807	35_20231	"Cluster: Os03g0159800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os03g0159800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DUZ2	0	0	CHR02V5|COORD:27081633..27078493|protein complex 1 protein containing protein, expressed	LOC_Os02g44704.2	"no descriptionweakly similar to ( 117)AT1G76065| Symbols:  | similar to Os02g0667000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001047678.1); similar to Os03g0159800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001049032.1); contains InterPro domain Complex 1 LYR protein; (InterPro:IPR008011) | chr1:28549793-28550200 REVERSEComplex1_LYR"	not assigned.no ontology	35_1

CUST_74117_PI403524517	2	0.09152937	0.6921997	0.10598326	-0.09152889	-0.092354774	-0.3650565	35_21256	"Cluster: Putative heat shock factor; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative heat shock factor - Oryza sativa (japonica cultivar-group)"	UniRef90_Q94J16	"CHR5V7|COORD:18558803..18559933| AT-HSFA4C (Arabidopsis thaliana heat shock transcription factor A4C); DNA binding / transcription factor"	AT5G45710.1	CHR01V5|COORD:31697073..31699607|protein heat shock factor, putative, expressed	LOC_Os01g54550.1	" no descriptionweakly similar to ( 191)AT5G45710| Symbols: HSFA4C, RHA1, AT-HSFA4C | AT-HSFA4C (Arabidopsis thaliana heat shock transcription factor A4C); DNA binding / transcription factor | chr5:18558803-18559933 FORWARDnot assigned HSF_DNA-bind HSF HSF1 "	stress.abiotic.heat	20_2_1

CUST_60484_PI403524517	2	-0.040607452	-0.74344444	0.052635193	0.03153038	0.15267372	-0.031531334	35_17242	Rep: H0112G12.10 protein - Oryza sativa (Rice)	UniRef90_Q01JL0	"CHR5V7|COORD:3128099..3131453| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G64910.1); similar to 117M18_4 [Brassica rapa] (GB:AAZ66923.1)"	AT5G10010.1	CHR04V5|COORD:33527897..33521336|protein ATP/GTP binding protein, putative, expressed	LOC_Os04g56590.1	"no descriptionmoderately similar to ( 365)AT5G10010| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G64910.1); similar to 117M18_4 [Brassica rapa] (GB:AAZ66923.1) | chr5:3128099-3131453 FORWARD"	not assigned.unknown	35_2

CUST_51244_PI403524517	2	-0.10888767	0.069111824	0.04514122	-0.04972267	0.0666008	-0.045142174	35_14609	"Cluster: Ubiquitin-conjugating enzyme E2-17 kDa 1; n=8; Magnoliophyta|Rep: Ubiquitin-conjugating enzyme E2-17 kDa 1 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_P25865	"CHR2V7|COORD:774270..775148| ATUBC2 (UBIQUITING-CONJUGATING ENZYME 2); ubiquitin-protein ligase"	AT2G02760.1	CHR03V5|COORD:32874441..32868745|protein ubiquitin-conjugating enzyme E2-17 kDa, putative, expressed	LOC_Os03g57790.3	" no descriptionweakly similar to ( 165)AT2G02760| Symbols: UBC2, ATUBC2 | ATUBC2 (UBIQUITING-CONJUGATING ENZYME 2); ubiquitin-protein ligase | chr2:774270-775148 FORWARDweakly similar to ( 169)UBC2_WHEATUbiquitin-conjugating enzyme E2-17 kDa - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned UQ_con COG5078 UBCc UBCc "	protein.degradation.ubiquitin.E2	29_5_11_3

CUST_131448_PI403524517	2	0.16895628	0.38239574	0.038646698	-0.32501268	-0.6658516	-0.038647175	35_36917	"Cluster: Putative symplekin; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative symplekin - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69R94	"CHR5V7|COORD:162802..171071| ESP4 (ENHANCED SILENCING PHENOTYPE 4); binding"	AT5G01400.1	CHR07V5|COORD:29532776..29544001|protein HEAT repeat family protein, expressed	LOC_Os07g49320.1	"no descriptionvery weakly similar to (53.5)AT5G01400| Symbols: ESP4 | ESP4 (ENHANCED SILENCING PHENOTYPE 4); binding | chr5:162802-171071 REVERSE"	not assigned.unknown	35_2

CUST_14894_PI399408534	2	0.16288471	-0.07525349	0.024726868	-0.035733223	-0.024726868	0.06239605	35_20510	"Cluster: Os04g0574600 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os04g0574600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JAV4	CHR1V7|COORD:320041..322809| zinc finger protein-related	AT1G01930.1	CHR04V5|COORD:28705835..28710165|protein expressed protein	LOC_Os04g48520.1	no descriptionmoderately similar to ( 389)AT1G01930| Symbols:  | zinc finger protein-related | chr1:320041-322809 REVERSEnot assigned not assigned	RNA.regulation of transcription.unclassified	27_3_99

CUST_28940_PI399408534	2	0.14702988	-0.06627846	-0.00908947	-0.12053108	0.04412937	0.00908947	35_35921	"Cluster: Probable tRNA-splicing endonuclease subunit Sen2; n=2; Oryza sativa|Rep: Probable tRNA-splicing endonuclease subunit Sen2 - Oryza sativa (Rice)"	UniRef90_Q5Z6B1	"CHR3V7|COORD:16744047..16744760| ATSEN1 (SPLICING ENDONUCLEASE 1); tRNA-intron endonuclease"	AT3G45590.1	CHR06V5|COORD:19784261..19782166|protein tRNA-splicing endonuclease subunit Sen2, putative, expressed	LOC_Os06g33980.2	no descriptionweakly similar to ( 112)AT3G45590| Symbols: ATSEN1 | ATSEN1 (SPLICING ENDONUCLEASE 1) | chr3:16744047-16744760 FORWARDmoderately similar to ( 201)SEN2_ORYSAnot assigned SEN2 PRK09297 PRK09300	RNA.processing.splicing	27_1_1

CUST_9226_PI404877155	2	0.11055851	-0.3221426	-0.015424728	0.015423775	-0.20580196	0.07275772	Contig3015_at	Acyl carrier protein III, chloroplast precursor (ACP III) pir||S17928 acyl carrier protein 3 precursor, chloroplast - barley gb|AAA32922.1|	P15543	acyl carrier protein 1, chloroplast (ACP-1)	At3g05020.1	protein acyl carrier protein, putative	Os08g43580	NONE	lipid metabolism.FA synthesis and FA elongation.ACP protein	11_1_12

CUST_58212_PI403524517	2	0.0062789917	0.17473316	0.13033295	-0.1724577	-0.10921383	-0.0062799454	35_16597	"Cluster: JmjC domain containing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: JmjC domain containing protein - Oryza sativa (japonica cultivar-group"	UniRef90_Q6AUV7	CHR1V7|COORD:4034745..4038308| transcription factor jumonji (jmjC) domain-containing protein	AT1G11950.1	CHR03V5|COORD:17981642..17996775|protein zinc finger, RING-type, putative, expressed	LOC_Os03g31594.2	no descriptionvery weakly similar to (74.7)AT1G11950| Symbols:  | transcription factor jumonji (jmjC) domain-containing protein | chr1:4034745-4038308 REVERSEnot assigned	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_16166_PI403524517	2	0.017197609	-0.017197609	-0.018987656	0.020480156	-0.018755913	0.15939331	35_4662	Rep: OSIGBa0113C11.1 protein - Oryza sativa (Rice)	UniRef90_Q01LS4	CHR3V7|COORD:23461517..23463657| FAD binding / oxidoreductase	AT3G63510.1	CHR04V5|COORD:11790269..11776443|protein tRNA-dihydrouridine synthase A, putative, expressed	LOC_Os04g20990.1	no descriptionhighly similar to ( 531)AT3G63510| Symbols:  | FAD binding / oxidoreductase | chr3:23461590-23463657 FORWARDnot assigned not assigned not assigned PRK11815 DUS_like_FMN COG0042 Dus PRK10415 PRK07259 PRK10550 DHOD_1B_like	N-metabolism.misc	12_4

CUST_82406_PI403524517	2	0.047709465	0.10642433	-0.12231922	0.022589684	-0.088272095	-0.022590637	35_23633	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_6255_PI399408534	2	-0.86138725	-0.6309538	1.1312485	0.42304897	0.5443039	-0.42304993	35_14192	Rep: Lipoxygenase 2 - Hordeum vulgare var. distichum (Two-rowed barley)	UniRef90_Q42847	CHR3V7|COORD:7927018..7931174| lipoxygenase, putative	AT3G22400.1	CHR03V5|COORD:30266016..30269529|protein lipoxygenase 2, putative, expressed	LOC_Os03g52860.1	 no descriptionhighly similar to ( 827)AT3G22400| Symbols: LOX5 | lipoxygenase, putative | chr3:7927018-7931174 FORWARDnearly identical (1117)LOX2_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Lipoxygenase Herpes_BLLF1 DUF566 PRK07764 KAR9 DUF936 Tymo_45kd_70kd HPC2 	hormone metabolism.jasmonate.synthesis-degradation.lipoxygenase	17_7_1_2

CUST_19016_PI403524517	2	0.016832352	-0.3428173	-0.051714897	0.04794979	-0.016833305	0.19900894	35_5509	"Cluster: Putative Rubisco subunit binding-protein beta subunit; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Rubisco subunit binding-protein beta s"	UniRef90_Q7F1V1	CHR3V7|COORD:4180632..4183639| ECT5	AT3G13060.2	CHR08V5|COORD:7556846..7552756|protein YT521-B-like family protein, expressed	LOC_Os08g12760.4	no descriptionvery weakly similar to (94.0)AT3G13060| Symbols: ECT5 | ECT5 | chr3:4180632-4183304 FORWARDnot assigned YTH	not assigned.unknown	35_2

CUST_2707_PI404877155	2	0.0315094	0.253891	-0.031510353	-0.052516937	-0.120596886	0.056397438	Contig13126_at	SNF2 domain-containing protein / helicase domain-containing protein [Arabidopsis thaliana]	NP_190996.1	SNF2 domain-containing protein / helicase domain-containing protein	At3g54280.1	protein TATA box binding protein (TBP) associated factor (TAF)-like protein - Arabidopsis thaliana	Os02g06590	NONE	RNA.regulation of transcription.Chromatin Remodeling Factors	27_3_44

CUST_37375_PI403524517	2	0.33100176	0.6798229	0.007637024	-0.0076375008	-0.054380894	-0.18561506	35_10766	"Cluster: Putative integral membrane protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative integral membrane protein - Oryza sativa (japonica"	UniRef90_Q6ZA55	CHR2V7|COORD:13642193..13644669| integral membrane transporter family protein	AT2G32040.1	CHR03V5|COORD:33009808..33004311|protein biopterin transport-related protein BT1, putative, expressed	LOC_Os03g58080.1	no descriptionmoderately similar to ( 303)AT2G32040| Symbols:  | integral membrane transporter family protein | chr2:13642193-13644669 FORWARDnot assigned BT1 MFS_1	transport.misc	34_99

CUST_64338_PI403524517	2	0.32226562	-0.51776123	-0.3808136	0.41327477	0.0732708	-0.07327175	35_18368	Rep: HPP family protein, expressed - Oryza sativa (japonica cultivar-group)	UniRef90_Q10F18	CHR5V7|COORD:25209195..25212071| integral membrane HPP family protein	AT5G62720.1	CHR03V5|COORD:27252172..27249900|protein HPP, putative, expressed	LOC_Os03g48030.1	no descriptionmoderately similar to ( 229)AT5G62720| Symbols:  | integral membrane HPP family protein | chr5:25209195-25212071 FORWARDHPP COG3448	not assigned.no ontology	35_1

CUST_9859_PI399408534	2	-0.014555931	0.14679623	0.04841709	0.014555931	-0.03910923	-0.08100128	35_49504	"Cluster: Hypothetical protein P0705A05.114; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0705A05.114 - Oryza sativa (japonica cultivar"	UniRef90_Q7EZL0	CHR2V7|COORD:15517081..15518426| zinc finger (C2H2 type) family protein	AT2G36930.1	CHR08V5|COORD:28141663..28139217|protein zinc finger protein 593, putative, expressed	LOC_Os08g45040.1	no descriptionvery weakly similar to (95.1)AT2G36930| Symbols:  | zinc finger (C2H2 type) family protein | chr2:15517081-15518426 REVERSEnot assigned UFD2	RNA.regulation of transcription.unclassified	27_3_99

CUST_75449_PI403524517	2	0.023243427	0.30681705	-0.02324295	-0.30291557	-0.32589722	0.22175121	35_21626	"Cluster: OSJNBb0039L24.10 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: OSJNBb0039L24.10 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XMK8	CHR4|COORD:274257..278677| DEAD/DEAH box helicase, putative, similar to ATP-dependent RNA helicases	AT4G00660.1	CHR04V5|COORD:26424993..26431186|protein ATP-dependent RNA helicase dhh1, putative, expressed	LOC_Os04g45040.3	 no descriptionweakly similar to ( 164)AT4G00660| Symbols:  | DEAD/DEAH box helicase, putative | chr4:274638-277438 FORWARDvery weakly similar to (57.8)IF4A_WHEATEukaryotic initiation factor 4A - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DEADc SrmB PRK11192 PRK11776 PRK04837 PRK10590 PRK11634 PRK04537 PRK01297 	protein.synthesis.initiation	29_2_3

CUST_7303_PI404877155	2	0.016091347	-0.11328697	-0.016091347	-0.05732441	0.10738087	0.029068947	Contig21277_at	hypothetical protein [Oryza sativa]	AAL58254.1	dehydration-responsive family protein	At1g26850.1	protein expressed protein	Os03g26200	"dehydration-responsive family protein, similar to early-responsive to dehydration stress ERD3 protein (Arabidopsis thaliana) GI:15320410; contains Pfam profile PF03141: Putative methyltransferase or  dehydration-responsive family protein, similar to early"	stress.abiotic.drought/salt	20_2_3

CUST_12537_PI399408534	2	0.08395767	-1.6784668E-4	1.6784668E-4	-0.21636677	0.08488369	-0.059830666	35_7051	"Cluster: Os11g0102900 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os11g0102900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IVA0	"CHR2|COORD:15576065..15580805| similar to leucine-rich repeat family protein / protein kinase family protein [Arabidopsis thaliana] (TAIR:At1g67720.1); similar"	AT2G37050.3	CHR11V5|COORD:123610..116155|protein transposon protein, putative, unclassified, expressed	LOC_Os11g01200.2	" no descriptionmoderately similar to ( 382)AT2G37050| Symbols:  | similar to leucine-rich repeat family protein / protein kinase family protein [Arabidopsis thaliana] (TAIR:AT1G67720.1); similar to leucine-rich repeat family protein, putative, expressed [Oryza sativa (japonica cultivar-group)] (GB:ABA95578.2); similar to leucine-rich repeat family protein, putative, expressed [Oryza sativa (japonica cultivar-group)] (GB:ABA91110.1); similar to Os11g0102900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001065520.1); contains InterPro domain Serine/threonine protein kinase; (InterPro:IPR002290); contains InterPro domain Protein kinase-like; (InterPro:IPR011009); contains InterPro domain Leucine-rich repeat; (InterPro:IPR001611); contains InterPro domain Protein kinase; (InterPro:IPR000719); contains InterPro domain Tyrosine protein kinase; (InterPro:IPR001245); contains InterPro domain Leucine-rich repeat, plant specific; (InterPro:IPR007090); contains InterPro domain Serine/threonine protein kinase, active site; (InterPro:IPR008271) | chr2:15576369-15580556 FORWARDmoderately similar to ( 244)NORK_MEDTRNodulation receptor kinase precursor - Medicago truncatula (Barrel medic)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TyrKc Pkinase_Tyr PTKc S_TKc S_TKc Pkinase PTKc_Csk_like SPS1 PTKc_Jak_rpt2 PTKc_Btk_Bmx PTKc_Trk PTKc_Abl PTKc_Tec_like PTKc_Srm_Brk PTKc_Ror PTKc_Fes_like PTKc_Chk PTKc_Met_Ron PTKc_EphR PTKc_Itk PTKc_TrkB PTKc_Musk PTKc_Src_like PTKc_ALK_LTK PTKc_Axl_like PTKc_Csk PTKc_TrkC PTKc_Tec_Rlk PTKc_Jak2_Jak3_rpt2 PTKc_Ack_like PTKc_DDR_like PTKc_DDR PTKc_Frk_like PTKc_Jak1_rpt2 PTKc_TrkA PTKc_FGFR1 PTKc_EphR_A PTKc_Ror1 PTKc_FGFR PTKc_InsR_like PTKc_FGFR4 PTKc_FGFR2 PTKc_EphR_A2 PTKc_EphR_B PTKc_Tie2 PTKc_Fes PTKc_Syk_like PTKc_RET PTKc_FGFR3 PTKc_Tie PTKc_DDR1 PTKc_Fer PTKc_DDR2 PTKc_Tyk2_rpt2 PTKc_Tyro3 PTKc_Axl PTKc_Fyn_Yrk PTKc_Tie1 PTKc_IGF-1R PTK_CCK4 PTKc_c-ros PTKc_Yes PTKc_Src PTKc_EGFR_like PTKc_PDGFR PTKc_Hck PTKc_Lyn PTKc_Lck_Blk PTK_Ryk PTKc_FAK PTKc_Zap-70 PTKc_InsR PTK_Jak2_Jak3_rpt1 PTKc_Ror2 PTK_HER3 PTKc_Syk PTKc_VEGFR PTKc_Kit PTKc_VEGFR2 PTKc_EphR_A10 PTKc_VEGFR3 PTK_Jak_rpt1 PTKc_CSF-1R PTKc_HER4 PTKc_Aatyk PTKc_PDGFR_alpha PTKc_Aatyk1_Aatyk3 PTKc_PDGFR_beta PTKc_EGFR PTKc_HER2 "	signalling.receptor kinases.misc	30_2_99

CUST_68335_PI403524517	2	0.049887657	-0.16971207	0.024051666	-0.024051666	0.042658806	-0.2323885	35_19537	"Cluster: Putative ubiquinone; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ubiquinone - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5JNC0	CHR5V7|COORD:23225931..23227837| UbiE/COQ5 methyltransferase family protein	AT5G57300.1	CHR01V5|COORD:43489697..43486345|protein ubiquinone biosynthesis methyltransferase COQ5, mitochondrial precursor, putative, expressed	LOC_Os01g74520.1	no descriptionmoderately similar to ( 410)AT5G57300| Symbols:  | methyltransferase | chr5:23225931-23227837 REVERSEnot assigned not assigned not assigned ubiE UbiE Ubie_methyltran Methyltransf_11 PRK08317 arsM Methyltransf_12	Co-factor and vitamine metabolism	18

CUST_3067_PI399408534	2	0.20047617	0.10921717	-0.2254157	-0.0447073	0.04470682	-0.43235016	35_6916	"Cluster: BZIP protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: BZIP protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ER85	CHR5V7|COORD:1406006..1407649| bZIP protein	AT5G04840.1	CHR02V5|COORD:19962055..19956729|protein expressed protein	LOC_Os02g33560.1	no descriptionweakly similar to ( 142)AT5G04840| Symbols:  | bZIP protein | chr5:1406006-1407649 FORWARDvery weakly similar to (55.8)RF2A_ORYSA	RNA.regulation of transcription.bZIP transcription factor family	27_3_35

CUST_19873_PI403524517	2	-0.061846733	0.06184578	0.09695053	0.31255627	-0.16514778	-0.069416046	35_5765	"Cluster: Os05g0179300 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0179300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DKA5	CHR3V7|COORD:23025308..23026783| transferase family protein	AT3G62160.1	CHR05V5|COORD:4715065..4713069|protein 10-deacetylbaccatin III 10-O-acetyltransferase, putative, expressed	LOC_Os05g08640.1	no descriptionvery weakly similar to (70.5)AT3G62160| Symbols:  | transferase family protein | chr3:23025308-23026783 REVERSE	not assigned.no ontology	35_1

CUST_94742_PI403524517	2	0.28897285	0.16569042	-0.08669281	-0.3105793	-0.38426495	0.08669281	35_27080	"Cluster: Os02g0244300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os02g0244300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E2F9	"CHR1V7|COORD:5845809..5849882| UBP15 (UBIQUITIN-SPECIFIC PROTEASE 15); ubiquitin-specific protease"	AT1G17110.1	CHR02V5|COORD:8135360..8143468|protein UBP15, putative, expressed	LOC_Os02g14730.1	"no descriptionvery weakly similar to (88.6)AT1G17110| Symbols: UBP15 | UBP15 (UBIQUITIN-SPECIFIC PROTEASE 15); ubiquitin-specific protease | chr1:5845809-5849882 REVERSE"	protein.degradation.ubiquitin.ubiquitin protease	29_5_11_5

CUST_160915_PI403524517	2	0.06762648	-0.28142357	0.21925163	0.2619586	-0.34431028	-0.06762648	35_44900	"Cluster: Os07g0549900 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os07g0549900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D5M3	CHR5V7|COORD:24068875..24069186| histone H4	AT5G59690.1	CHR10V5|COORD:20690219..20689571|protein histone H4, putative, expressed	LOC_Os10g39410.1	no description	not assigned.unknown	35_2

CUST_15416_PI403524517	2	0.14453983	0.15978432	-0.11355114	0.11355114	-0.2602663	-0.523479	35_4446	"Cluster: AAA-type ATPase family protein, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: AAA-type ATPase family protein, putative, express"	UniRef90_Q2R029	CHR4V7|COORD:1082082..1088680| AAA-type ATPase family protein	AT4G02480.1	CHR11V5|COORD:26056562..26046155|protein ATP binding protein, putative, expressed	LOC_Os11g43970.1	no descriptionweakly similar to ( 137)AT1G02890| Symbols:  | AAA-type ATPase family protein | chr1:645372-651797 REVERSEnot assigned PRK03992	protein.degradation.AAA type	29_5_9

CUST_17181_PI403524517	2	0.7374029	2.1350813	1.1340504	-0.7374029	-0.78202724	-1.0211611	35_4966	Rep: Hypothetical protein - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q8LC94	CHR4V7|COORD:12256337..12256703| unknown protein	AT4G23493.1	0	0	no description	not assigned.unknown	35_2

CUST_158160_PI403524517	2	0.05778885	0.13857651	-0.15449333	-0.05778885	0.096105576	-0.07209492	35_44158	"Cluster: Hypothetical protein P0013G11.27; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0013G11.27 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6ZF78	CHR1V7|COORD:16816094..16817173| DNA binding / ligand-dependent nuclear receptor	AT1G44191.1	CHR07V5|COORD:22064721..22069602|protein F-box domain containing protein	LOC_Os07g36830.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07764 Drf_FH1 PRK07003 Atrophin-1 PRK12678 Tymo_45kd_70kd	not assigned.unknown	35_2

CUST_17132_PI403524517	2	0.063752174	-0.5208912	-0.041249275	-0.04675293	0.10227394	0.04124832	35_4953	Rep: Hypothetical protein - Gibberella zeae (Fusarium graminearum)	UniRef90_Q4ICG0	CHR1V7|COORD:19981917..19983446| signal peptidase I family protein	AT1G53530.1	CHR11V5|COORD:23668297..23665106|protein mitochondrial inner membrane protease subunit 1, putative, expressed	LOC_Os11g40500.3	no descriptionvery weakly similar to (87.8)AT1G53530| Symbols:  | signal peptidase I family protein | chr1:19982156-19983446 FORWARDnot assigned not assigned	protein.targeting.secretory pathway.unspecified	29_3_4_99

CUST_1393_PI403524517	2	-0.3798113	-0.9969678	0.29246235	1.2124748	0.4214344	-0.29246235	35_369	Rep: Vacuolar invertase1 - Triticum monococcum (Einkorn wheat) (Small spelt)	UniRef90_Q6PVN1	CHR1V7|COORD:23203614..23207180| beta-fructosidase (BFRUCT3) / beta-fructofuranosidase / invertase, vacuolar	AT1G62660.1	CHR02V5|COORD:343057..347196|protein beta-fructofuranosidase 1 precursor, putative, expressed	LOC_Os02g01590.1	 no descriptionmoderately similar to ( 498)AT1G62660| Symbols:  | beta-fructosidase (BFRUCT3) / beta-fructofuranosidase / invertase, vacuolar | chr1:23203614-23207180 FORWARDhighly similar to ( 571)INV1_MAIZEBeta-fructofuranosidase 1 precursor - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Glyco_32 Glyco_hydro_32N SacC Glyco_hydro_32C Herpes_BLLF1 PRK07003 APC_basic 	major CHO metabolism.degradation.sucrose.invertases.vacuolar	2_2_1_3_3

CUST_154778_PI403524517	2	0.10398197	-0.16899872	-0.052360535	-0.00315094	0.00315094	0.04777813	35_43242	"Cluster: Os06g0137700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0137700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DES4	CHR3V7|COORD:19018211..19019332| MUR1 (MURUS 1)	AT3G51160.1	CHR06V5|COORD:2016779..2018456|protein GDP-mannose 4,6 dehydratase 2, putative, expressed	LOC_Os06g04620.1	 no descriptionweakly similar to ( 159)AT3G51160| Symbols: MUR_1, GMD2, MUR1 | MUR1 (MURUS 1) | chr3:19018211-19019332 REVERSEvery weakly similar to (50.4)PDI_HORVUProtein disulfide-isomerase precursor - Hordeum vulgare (Barley)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Gmd Epimerase Herpes_BLLF1 Pneumo_att_G TT_ORF1 WcaG PRK07764 	cell wall.precursor synthesis.GMD	10_1_7

CUST_49109_PI403524517	2	0.02320671	-0.4155693	-0.06635094	-0.02320671	0.064144135	0.031980515	35_14017	Rep: Histone H2B.5 - Zea mays (Maize)	UniRef90_P54348	CHR5V7|COORD:24144432..24144884| histone H2B	AT5G59910.1	CHR01V5|COORD:2845932..2841231|protein core histone H2A/H2B/H3/H4 family protein, expressed	LOC_Os01g05970.1	 no descriptionweakly similar to ( 166)AT5G22880| Symbols:  | histone H2B, putative | chr5:7652133-7652570 REVERSEweakly similar to ( 171)H2B1_WHEATHistone H2B.1 - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned H2B Histone PRK12323 Tymo_45kd_70kd PRK07764 DUF566 Atrophin-1 APC_basic PRK07003 IER 	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_68402_PI403524517	2	-0.02369833	-0.08303785	0.24712944	0.18021393	0.023697853	-0.13487196	35_19561	"Cluster: P0402A09.15 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: P0402A09.15 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7F2F1	CHR3V7|COORD:18022638..18024944| phosphoesterase family protein	AT3G48610.1	CHR01V5|COORD:88310..86455|protein hydrolase, acting on ester bonds, putative, expressed	LOC_Os01g01190.1	no descriptionmoderately similar to ( 234)AT3G48610| Symbols:  | phosphoesterase family protein | chr3:18022638-18024944 REVERSEPhosphoesterase	not assigned.no ontology	35_1

CUST_51649_PI403524517	2	0.025119781	-0.7007685	-0.05497074	0.013785362	0.13583946	-0.013786316	35_14719	"Cluster: 60S ribosomal protein L18a; n=4; Oryza sativa|Rep: 60S ribosomal protein L18a - Oryza sativa (Rice)"	UniRef90_Q943F3	CHR2V7|COORD:14539995..14541240| 60S ribosomal protein L18A (RPL18aB)	AT2G34480.1	CHR05V5|COORD:28035018..28037223|protein 60S ribosomal protein L18a, putative, expressed	LOC_Os05g49030.1	no descriptionmoderately similar to ( 331)AT2G34480| Symbols:  | 60S ribosomal protein L18A (RPL18aB) | chr2:14539995-14541240 REVERSEmoderately similar to ( 339)RL18A_ORYSAnot assigned not assigned Ribosomal_L18ae RPL20A	protein.synthesis.misc ribososomal protein	29_2_2

CUST_138396_PI403524517	2	-0.1640091	-0.065276146	-0.11693573	0.20159149	0.0652771	0.06950092	35_38819	"Cluster: Chromosome 9 SCAF14991, whole genome shotgun sequence; n=2; Tetraodon nigroviridis|Rep: Chromosome 9 SCAF14991, whole genome shotgun sequence - Tetraod"	UniRef90_Q4RVQ9	CHR1V7|COORD:23241239..23242177| invertase/pectin methylesterase inhibitor family protein	AT1G62760.1	CHR04V5|COORD:26563938..26562106|protein ligA, putative	LOC_Os04g45310.1	no description	not assigned.unknown	35_2

CUST_99099_PI403524517	2	0.28984022	0.44774485	-0.33145618	-0.28983974	-0.64745426	0.32103062	35_28288	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_29702_PI403524517	2	-0.44845772	0.19771624	-0.046359062	0.049533367	-1.014617	0.046359062	35_8578	"Cluster: ESTs C26093; n=1; Oryza sativa (japonica cultivar-group)|Rep: ESTs C26093 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7F7Z2	0	0	CHR01V5|COORD:3125794..3127524|protein DNA binding protein, putative, expressed	LOC_Os01g06640.3	no description	not assigned.unknown	35_2

CUST_17368_PI399408534	2	-0.27434063	-0.24237633	0.120578766	-0.016795158	0.21258926	0.016794205	35_10674	"Cluster: OJ1485_B09.11 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: OJ1485_B09.11 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8RZI5	CHR5V7|COORD:20560745..20561924| zinc finger (MYND type) family protein	AT5G50450.1	CHR01V5|COORD:40585321..40583652|protein MYND finger family protein, expressed	LOC_Os01g69270.1	no descriptionvery weakly similar to (71.2)AT1G67340| Symbols:  | zinc finger (MYND type) family protein / F-box family protein | chr1:25233986-25235285 FORWARD	RNA.regulation of transcription.unclassified	27_3_99

CUST_78305_PI403524517	2	0.079753876	0.018882751	-0.014734268	0.014734268	-0.058143616	-0.04642296	35_22448	"Cluster: MDR-like ABC transporter; n=1; Oryza sativa (japonica cultivar-group)|Rep: MDR-like ABC transporter - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7FMW3	"CHR3V7|COORD:23019730..23024554| PGP21 (P-GLYCOPROTEIN 21); ATPase, coupled to transmembrane movement of substances"	AT3G62150.1	CHR01V5|COORD:29152592..29159502|protein multidrug resistance protein 8, putative, expressed	LOC_Os01g50160.1	" no descriptionweakly similar to ( 170)AT3G62150| Symbols: PGP21 | PGP21 (P-GLYCOPROTEIN 21); ATPase, coupled to transmembrane movement of substances | chr3:23019730-23024554 REVERSEweakly similar to ( 135)MDR_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned ABC_MTABC3_MDL1_MDL2 ABCC_MsbA ABCC_ATM1_transporter SunT MdlB ATM1 PRK11176 ABCC_Glucan_exporter_like ABCC_MRP_Like ABCC_Hemolysin CydD PRK11174 ABCC_TAP ABCC_MRP_domain2 CydC ABCC_Protease_Secretion PRK11160 PRK10790 ABC_MetN_methionine_transporter PRK10789 AbcC ABCC_bacteriocin_exporters ABC_tran ArpD ABC_ATPase ABC_NikE_OppD_transporters COG1123 ABC_Class3 SalX GlnQ ABC_MJ0796_Lo1CDE_FtsE ABC_Carb_Solutes_like ABC_Pro_Gly_Bertaine ABCC_SUR2 ABCC_MRP_domain1 DppF ABC_PstB_phosphate_transporter DppD PotA CcmA ABC_Org_Solvent_Resistant metN ABC_HisP_GlnQ_permeases ABCC_cytochrome_bd ABC_PotA_N ABCC_NFT1 OpuBA AppF MalK ABC_PhnC_transporter ABC_Metallic_Cations ABC_cobalt_CbiO_domain1 ProV FepC ABC_Iron-Siderophores_B12_Hemin ABC_DR_subfamily_A CbiO ABC_OpuCA_Osmoprotection ABC_NrtD_SsuB_transporters potA TauB CysA ZnuC NatA artP ABC_Carb_Monos_I COG3638 ABC_drug_resistance_like ABC_MalK_N Ttg2A ABC_ModC_like MglA ArtP PstB ABC_cobalt_CbiO_domain2 ABC_ModC_molybdenum_transporter COG4172 ABC_NatA_sodium_exporter COG4178 ABC_CysA_sulfate_importer ABC_TM1139_LivF_branched ABC_Mj1267_LivG_branched PRK11264 HisP ThiQ ABCG_EPDR ModC ABC_subfamily_A ABCD_peroxisomal_ALDP FtsE PRK09984 ABC_BcrA_bacitracin_resist PRK10851 glnQ ABC_FtsE_transporter dppF fbpC potG modC PRK10070 LivG PRK10619 ssuB SapF ModF LivF ABC_FeS_Assembly PhnK ABC_ThiQ_thiamine_transporter sufC PRK11000 ABCF_EF-3 COG4181 ABC_Carb_Monos_II Uup PRK10535 ABC_putative_ATPase ABCC_CFTR1 COG3845 ABCC_SUR1_N tauB btuD ABCG_White TauB PRK10419 COG4619 COG1245 COG4559 PRK11819 AAA CeuD COG4674 thiQ PRK03695 PRK10744 araG PRK10418 ugpC dppD fecE PRK10247 ABCC_CFTR2 PRK10908 PhnL PRK10261 ABC_NatA_like PRK10762 BtuD PhnK ABC_YhbG phnK TagH CcmA "	transport.ABC transporters and multidrug resistance systems	34_16

CUST_34157_PI399408534	2	0.014607906	0.4459629	0.20782137	-0.014607906	-0.1435113	-0.095258236	35_29099	"Cluster: Zinc finger CCCH type domain containing protein ZFN, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Zinc finger CCCH type domain"	UniRef90_Q2QT65	"CHR3V7|COORD:614082..615923| ZFN1 (ZINC FINGER PROTEIN 1); nucleic acid binding"	AT3G02830.1	CHR12V5|COORD:12192595..12200291|protein zinc finger CCCH type domain-containing protein ZFN-like, putative, expressed	LOC_Os12g21700.1	"no descriptionmoderately similar to ( 228)AT3G02830| Symbols: ZFN1 | ZFN1 (ZINC FINGER PROTEIN 1); nucleic acid binding | chr3:614082-615923 FORWARDmoderately similar to ( 251)ZFNL_PEAZinc finger CCCH domain-containing protein ZFN-like - Pisum sativum (Garden pea)not assigned zf-CCCH"	RNA.regulation of transcription.C3H zinc finger family	27_3_12

CUST_8978_PI404877155	2	-0.0050644875	-0.09450817	-0.10300636	0.4081602	0.0050649643	0.34435415	Contig278_at	alcohol dehydrogenase [Hordeum vulgare subsp. vulgare]	AAK49116.1	alcohol dehydrogenase (ADH)	At1g77120.1	protein alcohol dehydrogenase I	Os11g10480	NONE	fermentation.ADH	5_03

CUST_75267_PI403524517	2	0.079478264	-0.12378025	-0.059235573	0.020386696	0.09801483	-0.020386696	35_21573	"Cluster: Receptor-like kinase Xa21-binding protein 3-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Receptor-like kinase Xa21-binding protein 3-like - O"	UniRef90_Q7EZ44	"CHR5V7|COORD:23412015..23414371| XBAT32 (XB3 ortholog 2 in Arabidopsis thaliana 32); protein binding / zinc ion binding"	AT5G57740.1	CHR08V5|COORD:9627924..9622252|protein XBAT32, putative, expressed	LOC_Os08g15840.5	"no descriptionmoderately similar to ( 248)AT5G57740| Symbols: XBAT32 | XBAT32 (XB3 ortholog 2 in Arabidopsis thaliana 32); protein binding / zinc ion binding | chr5:23412015-23414371 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned ANK RING"	cell.organisation	31_1

CUST_65915_PI403524517	2	0.07143879	-0.0070352554	0.007036209	-0.022045135	-0.045547485	0.10074425	35_18829	"Cluster: Hypothetical protein OJ1034_C08.29; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1034_C08.29 - Oryza sativa (japonica cultiv"	UniRef90_Q6Z2B4	CHR5V7|COORD:3490994..3495079| ALF4 (ABERRANT LATERAL ROOT FORMATION 4)	AT5G11030.1	CHR08V5|COORD:11557446..11552108|protein aberrant root formation protein 4, putative, expressed	LOC_Os08g19320.1	no descriptionweakly similar to ( 157)AT5G11030| Symbols: ALF4 | ALF4 (ABERRANT LATERAL ROOT FORMATION 4) | chr5:3490994-3495079 REVERSE	not assigned.unknown	35_2

CUST_23025_PI399408534	2	0.10542965	-0.30311584	-0.030282974	4.825592E-4	-4.8160553E-4	0.0797596	35_20227	Rep: H0525C06.6 protein - Oryza sativa (Rice)	UniRef90_Q01K78	CHR5V7|COORD:2798576..2802139| DDT domain-containing protein	AT5G08630.1	CHR02V5|COORD:21063148..21058269|protein DDT domain containing protein, expressed	LOC_Os02g35100.2	no descriptionmoderately similar to ( 299)AT5G08630| Symbols:  | DDT domain-containing protein | chr5:2798576-2802139 REVERSEnot assigned not assigned DDT	RNA.regulation of transcription.Nucleosome/chromatin assembly factor group	27_3_62

CUST_180769_PI403524517	2	-5.5503845E-4	0.059402466	5.545616E-4	-0.22386503	0.12388277	-0.13569736	35_50273	"Cluster: Os02g0785900 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0785900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DWZ3	CHR4V7|COORD:11450755..11455874| nucleotide binding	AT4G21530.1	CHR02V5|COORD:33358394..33365118|protein anaphase promoting complex subunit 4, putative, expressed	LOC_Os02g54490.1	no descriptionmoderately similar to ( 254)AT4G21530| Symbols:  | nucleotide binding | chr4:11450755-11455874 FORWARDnot assigned	protein.degradation.ubiquitin.E3.APC	29_5_11_4_4

CUST_161207_PI403524517	2	-0.13912868	0.04295683	0.81109667	-0.029516697	-0.109046936	0.029516697	35_44976	"Cluster: Os01g0544200 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0544200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JM36	"CHR3V7|COORD:9648110..9649773| CYP71B37 (cytochrome P450, family 71, subfamily B, polypeptide 37); oxygen binding"	AT3G26330.1	CHR01V5|COORD:20480327..20483274|protein cytochrome P450 71C4, putative, expressed	LOC_Os01g36350.3	" no descriptionvery weakly similar to (84.7)AT3G48280| Symbols: CYP71A25 | CYP71A25 (cytochrome P450, family 71, subfamily A, polypeptide 25); oxygen binding | chr3:17890579-17892149 FORWARDweakly similar to ( 121)C71C4_MAIZECytochrome P450 71C4 - Zea mays (Maize)not assigned not assigned p450 "	misc.cytochrome P450	26_10

CUST_16201_PI404877155	2	-0.32330418	-0.0163126	0.28684902	0.028137207	-0.32868576	0.016311646	EBma03_SQ003_J21_s_at	lipid transfer protein 7a2b - barley emb|CAA65680.1| lipid transfer protein 7a2b [Hordeum vulgare subsp. vulgare]	T05950	lipid transfer protein 3 (LTP3)	At5g59320.1	protein Protease inhibitor/seed storage/LTP family, putative	Os12g02340	lipid transfer protein 7a2b - barley emb	lipid metabolism.lipid transfer proteins etc	11_6

CUST_151857_PI403524517	2	0.025428772	-0.113061905	-0.08088493	0.038578033	0.057279587	-0.025428772	35_42456	Rep: 40S ribosomal protein S23-1 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q9SF35	CHR5V7|COORD:693278..694394| 40S ribosomal protein S23 (RPS23B)	AT5G02960.1	CHR03V5|COORD:34288349..34286109|protein 40S ribosomal protein S23, putative, expressed	LOC_Os03g60400.1	no descriptionmoderately similar to ( 241)AT5G02960| Symbols:  | 40S ribosomal protein S23 (RPS23B) | chr5:693278-694394 REVERSEmoderately similar to ( 245)RS23_FRAAN40S ribosomal protein S23 - Fragaria ananassa (Strawberry)not assigned not assigned Ribosomal_S23 rps12P Ribosomal_S12 RpsL Ribosomal_S12_like Ribosomal_S12 rps12 rpsL	protein.synthesis.mito/plastid ribosomal protein.plastid	29_2_1_1

CUST_14033_PI404877155	2	-0.1046381	0.22354221	-0.01102066	0.09106445	-0.037158966	0.011019707	Contig7830_s_at	sucrose transporter SUT2 [Oryza sativa (japonica cultivar-group)]	AAN15219.1	sucrose transporter / sucrose-proton symporter (SUC3)	At2g02860.1	protein sucrose/H+ symporter	Os02g58080	"ATSUC3;sucrose transporter / sucrose-proton symporter (SUC3), identical to sucrose transporter (Arabidopsis thaliana) GI:8052190; similar to sucrose transporters from (Oryza sativa (japonica cultivar-group)) GI:2723471, (Zea mays) GI:5771354, (Triticum ae"	transporter.sugars.sucrose	34_2_01

CUST_52613_PI403524517	2	0.06850433	-0.31108284	-0.06850529	0.1404705	0.07313061	-0.19025612	35_14986	Rep: Cp31BHv - Hordeum vulgare (Barley)	UniRef90_O81988	"CHR4V7|COORD:12766233..12767962| RBP31 (31-KDA RNA BINDING PROTEIN); RNA binding"	AT4G24770.1	CHR08V5|COORD:27749341..27746772|protein ribonucleoprotein, chloroplast precursor, putative, expressed	LOC_Os08g44290.1	" no descriptionmoderately similar to ( 261)AT4G24770| Symbols: ATRBP31, CP31, ATRBP33, RBP31 | RBP31 (31-KDA RNA BINDING PROTEIN); RNA binding | chr4:12766233-12767962 REVERSEmoderately similar to ( 275)ROC4_NICSY31 kDa ribonucleoprotein, chloroplast precursor - Nicotiana sylvestris (Wood tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG0724 RRM RRM_1 Tymo_45kd_70kd Extensin_2 "	RNA.RNA binding	27_4

CUST_89372_PI403524517	2	0.11502552	0.28946686	-0.2523489	-0.14100933	-0.11502552	0.17692184	35_25565	"Cluster: P0497A05.15 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: P0497A05.15 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8L3R7	"CHR3V7|COORD:17919467..17921456| BT2 (BTB and TAZ domain protein 2); protein binding / transcription regulator"	AT3G48360.1	CHR01V5|COORD:39871076..39875470|protein protein binding protein, putative, expressed	LOC_Os01g68020.1	no descriptionTT_ORF1	not assigned.unknown	35_2

CUST_28680_PI403524517	2	-0.40017986	0.7512231	0.14477777	-0.46799755	0.7446637	-0.14477777	35_8284	Rep: OSIGBa0097I24.1 protein - Oryza sativa (Rice)	UniRef90_Q01LN2	"CHR4V7|COORD:7550612..7553048| SCPL20 (serine carboxypeptidase-like 20); serine carboxypeptidase"	AT4G12910.1	CHR04V5|COORD:14794552..14788556|protein serine carboxypeptidase 1 precursor, putative, expressed	LOC_Os04g25560.2	"no descriptionmoderately similar to ( 311)AT4G12910| Symbols: SCPL20 | SCPL20 (serine carboxypeptidase-like 20); serine carboxypeptidase | chr4:7550612-7553048 REVERSEmoderately similar to ( 338)CBP1_ORYSAnot assigned not assigned Peptidase_S10 COG2939"	protein.degradation.serine protease	29_5_5

CUST_24283_PI403524517	2	0.13944244	-0.23434258	0.016965866	-0.016964912	0.08964729	-0.06189537	35_7047	"Cluster: Putative early nodule-specific protein ENOD8; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative early nodule-specific protein ENOD8 - Oryza sat"	UniRef90_Q5ZDS5	CHR1V7|COORD:21245353..21247630| GDSL-motif lipase/hydrolase family protein	AT1G56670.1	CHR01V5|COORD:12724537..12728527|protein alpha-L-fucosidase 2 precursor, putative, expressed	LOC_Os01g22660.1	no descriptionvery weakly similar to ( 100)AT1G56670| Symbols:  | GDSL-motif lipase/hydrolase family protein | chr1:21245353-21247630 FORWARDweakly similar to ( 102)EST_HEVBREsterase precursor - Hevea brasiliensis (Para rubber tree)SGNH_plant_lipase_like fatty_acyltransferase_like	misc.GDSL-motif lipase	26_28

CUST_13836_PI399408534	2	-0.021993637	-0.30688286	-0.024017334	0.02199459	0.108226776	0.07674694	35_4357	"Cluster: Nuclear protein-like; n=1; Arabidopsis thaliana|Rep: Nuclear protein-like - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9FMF9	CHR5V7|COORD:25724135..25727944| splicing factor, putative	AT5G64270.1	CHR02V5|COORD:2545982..2551238|protein splicing factor 3B subunit 1, putative, expressed	LOC_Os02g05310.4	 no descriptionnearly identical (1168)AT5G64270| Symbols:  | splicing factor, putative | chr5:25724135-25727944 FORWARDnot assigned not assigned HSH155 	RNA.processing.splicing	27_1_1

CUST_88830_PI403524517	2	0.22044086	-0.06066799	-0.37118435	0.06066799	-0.25817394	0.097340584	35_25418	"Cluster: Os05g0375600 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0375600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DIN1	"CHR5V7|COORD:14253313..14255204| HCF109 (HIGH CHLOROPHYLL FLUORESCENT 109); translation release factor"	AT5G36170.2	CHR05V5|COORD:18045208..18048520|protein peptide chain release factor 2, putative, expressed	LOC_Os05g31160.1	" no descriptionvery weakly similar to (71.2)AT5G36170| Symbols: ATPRFB, HCF109 | HCF109 (HIGH CHLOROPHYLL FLUORESCENT 109); translation release factor | chr5:14253313-14255204 REVERSEnot assigned prfB PRK07342 "	protein.synthesis.release	29_2_5

CUST_66228_PI403524517	2	0.050135612	0.5253897	0.015447617	-0.25906563	-0.0581913	-0.015447617	35_18914	"Cluster: Hypothetical protein NCU07438.1; n=1; Neurospora crassa|Rep: Hypothetical protein NCU07438.1 - Neurospora crassa"	UniRef90_Q7SF15	CHR1V7|COORD:26559818..26562657| protein kinase, putative	AT1G70460.1	0	0	no description	not assigned.unknown	35_2

CUST_180572_PI403524517	2	0.065099716	-0.17832518	0.017620087	-0.017620564	0.040114403	-0.43274975	35_50218	"Cluster: Pentatricopeptide repeat protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Pentatricopeptide repeat protein - Oryza sativa (japonica cultivar-g"	UniRef90_A0JBX0	CHR3V7|COORD:566278..569872| pentatricopeptide (PPR) repeat-containing protein	AT3G02650.1	CHR01V5|COORD:39327531..39329751|protein expressed protein	LOC_Os01g67210.1	no descriptionvery weakly similar to ( 100)AT3G02650| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr3:566278-569872 FORWARDnot assigned	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_157817_PI403524517	2	0.2840681	-0.08558607	0.32313728	-0.0984211	0.0809145	-0.08091402	35_44062	"Cluster: Tumor-related protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Tumor-related protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5VMF1	"CHR1V7|COORD:27569389..27570867| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G08125.1); similar to Os06g0101100 [Oryza sativa (japonica"	AT1G73320.1	CHR06V5|COORD:137513..138803|protein tumor-related protein, putative, expressed	LOC_Os06g01180.1	"no descriptionvery weakly similar to (58.9)AT1G73320| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G08125.1); similar to Os06g0101100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001056528.1); similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:BAD53004.1); contains domain no description (G3D.3.40.50.150); contains domain S-adenosyl-L-methionine-dependent methyltransferases (SSF53335); contains domain UNCHARACTERIZED (PTHR14614:SF1); contains domain UNCHARACTERIZED (PTHR14614) | chr1:27569762-27570867 REVERSE"	not assigned.unknown	35_2

CUST_149320_PI403524517	2	0.38882256	-0.5937257	-0.39158583	0.078257084	-0.032936096	0.032936096	35_41770	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_5652_PI403524517	2	0.01988411	-0.119130135	-0.029385567	0.027417183	0.012097359	-0.012097359	35_1563	"Cluster: Putative stress related-like protein interactor; n=3; Oryza sativa (japonica cultivar-group)|Rep: Putative stress related-like protein interactor - Ory"	UniRef90_Q6ZBK6	CHR4V7|COORD:15205668..15208956| myosin heavy chain-related	AT4G31340.1	CHR08V5|COORD:25671491..25666294|protein expressed protein	LOC_Os08g40790.1	no descriptionmoderately similar to ( 399)AT4G31340| Symbols:  | myosin heavy chain-related | chr4:15205668-15208901 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Smc COG4942 COG1579 Myosin_tail_1 COG3883 PRK03918 PRK02224 SbcC DUF1421 ATG16 COG4372 TT_ORF1 PspA PspA_IM30	cell.organisation	31_1

CUST_16392_PI403524517	2	-0.2772236	0.31903553	0.0138731	0.023859978	-0.013872147	-0.14707947	35_4727	"Cluster: Os05g0519200 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os05g0519200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DGP8	CHR5V7|COORD:23818362..23820251| protein kinase family protein	AT5G58950.1	CHR05V5|COORD:25688604..25692896|protein protein kinase, putative, expressed	LOC_Os05g44290.2	no descriptionmoderately similar to ( 394)AT5G58950| Symbols:  | protein kinase family protein | chr5:23818362-23820251 REVERSEvery weakly similar to (97.8)NORK_MEDTRNodulation receptor kinase precursor - Medicago truncatula (Barrel medic)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TyrKc Pkinase_Tyr PTKc S_TKc S_TKc Pkinase PTKc_Srm_Brk PTKc_Csk_like PTKc_Src_like PTKc_Fes_like PTKc_Abl PTKc_EphR PTKc_Frk_like PTKc_Chk PTKc_FGFR PTKc_Lck_Blk PTKc_Tec_like PTKc_Jak_rpt2 PTKc_Syk_like PTKc_Fes PTKc_DDR PTKc_ALK_LTK PTKc_EphR_A PTKc_InsR_like PTKc_EphR_A2 PTKc_Csk PTKc_Fer PTKc_PDGFR PTKc_FGFR3 PTK_CCK4 PTKc_FGFR4 PTKc_Ack_like PTKc_FAK PTKc_EphR_B PTK_Ryk PTKc_Tec_Rlk PTKc_Fyn_Yrk PTKc_Itk PTKc_FGFR2 PTKc_Hck PTKc_Musk PTKc_Yes PTKc_c-ros PTKc_EGFR_like PTKc_Trk PTKc_Met_Ron PTKc_Ror PTKc_FGFR1 PTKc_Lyn PTKc_Btk_Bmx PTKc_Src PTKc_EphR_A10 PTKc_Tie1 PTKc_Axl_like PTKc_Tyk2_rpt2 PTKc_IGF-1R PTKc_RET PTKc_Tie2 PTKc_Jak2_Jak3_rpt2 PTKc_InsR PTKc_TrkC PTKc_Tie PTKc_DDR1 PTKc_Jak1_rpt2 SPS1 PTKc_DDR2 PTKc_Tyro3 PTKc_DDR_like PTKc_Ror1 PTKc_Zap-70 PTKc_Syk PTKc_TrkA PTKc_TrkB PTKc_Ror2 PTKc_VEGFR PTKc_EGFR PTKc_HER2 PTKc_PDGFR_alpha PTKc_Kit PTKc_Axl PTKc_HER4 PTK_HER3 PTKc_Aatyk PTKc_VEGFR2 PTKc_VEGFR3 PTKc_Aatyk1_Aatyk3 PTKc_PDGFR_beta PTKc_CSF-1R PTK_Jak_rpt1 PTKc_Aatyk2 PTK_Tyk2_rpt1 PTK_Jak2_Jak3_rpt1 PTK_Jak1_rpt1 KIND	protein.postranslational modification	29_4

CUST_9563_PI404877155	2	-1.3771038	0.47366714	-0.0025873184	0.34082413	-0.28654575	0.0025863647	Contig3315_s_at	early drought induced protein [Oryza sativa (indica cultivar-group)] gb|AAS72306.1| drought-induced hydrophobic protein [Oryza sativa (japon	AAM46894.1	hydrophobic protein (RCI2A) / low temperature and salt responsive protein (LTI6A)	At3g05880.1	protein Uncharacterized protein family, putative	Os05g04700	early drought induced protein	stress.abiotic.unspecified	20_2_99

CUST_31920_PI399408534	2	-0.0012865067	0.47890186	0.2026825	-0.09744167	0.0012874603	-0.028147697	35_3226	"Cluster: Putative transcription elongation factor; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative transcription elongation factor - Oryza sativa (jap"	UniRef90_Q84TW3	CHR2V7|COORD:16141880..16143397| transcription factor S-II (TFIIS) domain-containing protein	AT2G38560.1	CHR03V5|COORD:34136926..34133816|protein transcription elongation factor A protein 2, putative, expressed	LOC_Os03g60130.2	no descriptionmoderately similar to ( 362)AT2G38560| Symbols:  | transcription factor S-II (TFIIS) domain-containing protein | chr2:16141880-16143397 FORWARDnot assigned not assigned not assigned not assigned TFIIS_M TFS2M ZnF_C2C2 RPB9 TFIIS_C TFS2N TFIIS_I TFIIS	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_24916_PI399408534	2	0.04318905	-0.57864666	-0.2779436	0.12689114	0.05646324	-0.043190002	35_38720	"Cluster: Os01g0895600 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0895600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JGY7	"CHR1V7|COORD:2668005..2671797| CRT3 (CALRETICULIN 3); calcium ion binding"	AT1G08450.1	CHR01V5|COORD:39261619..39257218|protein calreticulin-3 precursor, putative, expressed	LOC_Os01g67054.2	"no descriptionweakly similar to ( 105)AT1G08450| Symbols: CRT3 | CRT3 (CALRETICULIN 3); calcium ion binding | chr1:2668005-2671797 REVERSEvery weakly similar to (88.6)CALR_NICPLCalreticulin precursor - Nicotiana plumbaginifolia (Leadwort-leaved tobacco)not assigned not assigned Calreticulin"	signalling.calcium	30_3

CUST_324_PI399407379	2	-0.33042812	-0.050004005	0.38960266	0.3261118	0.010469437	-0.010469437	HvNCED6									

CUST_115016_PI403524517	2	0.10858011	-0.1953392	-0.2574954	0.06455231	0.18158102	-0.06455231	35_32634	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_264_PI403524517	2	0.10003376	-0.2565689	-0.009691238	0.009691238	0.2052269	-0.15152073	35_70	"Cluster: Phosphoglycerate kinase, cytosolic; n=11; Poaceae|Rep: Phosphoglycerate kinase, cytosolic - Triticum aestivum (Wheat)"	UniRef90_P12783	CHR1V7|COORD:21032068..21034119| phosphoglycerate kinase, putative	AT1G56190.1	CHR02V5|COORD:3727491..3731345|protein phosphoglycerate kinase, cytosolic, putative, expressed	LOC_Os02g07260.3	 no descriptionweakly similar to ( 155)AT1G56190| Symbols:  | phosphoglycerate kinase, putative | chr1:21032068-21034119 FORWARDweakly similar to ( 172)PGKY_WHEATPhosphoglycerate kinase, cytosolic - Triticum aestivum (Wheat)not assigned pgk Pgk Phosphoglycerate_kinase PGK 	PS.calvin cyle.phosphoglycerate kinase	1_3_3

CUST_102383_PI403524517	2	0.2361579	0.28829813	0.03954792	-0.3221674	-0.39899492	-0.039547443	35_29208	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_178683_PI403524517	2	0.10622978	0.22525215	0.027650356	-0.0837965	-0.02764988	-0.16149378	35_49697	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_66195_PI403524517	2	0.02213955	-0.46901226	-0.022140503	0.026750565	0.07879543	-0.1333189	35_18903	"Cluster: Putative MAWD binding protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative MAWD binding protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q9SDD7	CHR1V7|COORD:782948..784240| phenazine biosynthesis PhzC/PhzF family protein	AT1G03210.1	CHR01V5|COORD:9114227..9111379|protein phenazine biosynthesis protein, putative, expressed	LOC_Os01g16146.1	no descriptionmoderately similar to ( 271)AT1G03210| Symbols:  | phenazine biosynthesis PhzC/PhzF family protein | chr1:782948-784240 FORWARDnot assigned PhzC-PhzF COG0384 PRK10281	not assigned.no ontology	35_1

CUST_61388_PI403524517	2	-0.83615303	-0.009726524	0.39598465	0.19569969	-0.1984272	0.009727478	35_17518	"Cluster: WRKY transcription factor 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: WRKY transcription factor 1 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6IET0	"CHR4V7|COORD:11691393..11694246| WRKY31 (WRKY DNA-binding protein 31); transcription factor"	AT4G22070.1	CHR01V5|COORD:8081174..8083846|protein OsWRKY1v2 - Superfamily of rice TFs having WRKY and zinc finger domains, expressed	LOC_Os01g14440.1	no description	not assigned.unknown	35_2

CUST_14786_PI403524517	2	-0.08201599	-0.61353207	-0.3231306	0.8280268	0.6761217	0.08201599	35_4258	"Cluster: Integral membrane-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Integral membrane-like protein - Oryza sativa (japonica cultivar-group"	UniRef90_Q6ERE5	"CHR2V7|COORD:334774..336424| VIT1 (VACUOLAR IRON TRANSPORTER 1); iron ion transporter"	AT2G01770.1	CHR09V5|COORD:13830867..13832653|protein protein CCC1, putative, expressed	LOC_Os09g23300.2	"no descriptionweakly similar to ( 125)AT2G01770| Symbols: VIT1 | VIT1 (VACUOLAR IRON TRANSPORTER 1); iron ion transporter | chr2:334774-336424 REVERSEnot assigned not assigned not assigned CCC1 DUF125 COG1814 Nodulin-21_like_2 CCC1_like Nodulin-21_like_3 Ferritin_CCC1_C"	not assigned.no ontology	35_1

CUST_5229_PI403524517	2	0.22731829	-0.011590004	-0.049909115	0.06310606	0.011589527	-0.14845228	35_1443	"Cluster: Katanin p80 WD40-containing subunit B1, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Katanin p80 WD40-containing subunit"	UniRef90_Q337H9	CHR5V7|COORD:7894076..7899865| transducin family protein / WD-40 repeat family protein	AT5G23430.1	CHR10V5|COORD:18476453..18469134|protein katanin p80 WD40-containing subunit B1 homolog 1, putative, expressed	LOC_Os10g35200.1	no descriptionweakly similar to ( 150)AT5G23430| Symbols:  | transducin family protein / WD-40 repeat family protein | chr5:7894076-7899865 REVERSEnot assigned	not assigned.no ontology	35_1

CUST_17448_PI403524517	2	-0.019909859	0.6786938	0.04556942	0.009408951	-0.009407997	-0.19142437	35_5039	"Cluster: Hypothetical protein B1066G12.21; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1066G12.21 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5NA74	"CHR5V7|COORD:20719910..20721461| similar to lipase class 3 family protein [Arabidopsis thaliana] (TAIR:AT2G05260.1); similar to Os01g0243000 [Oryza"	AT5G50890.1	CHR01V5|COORD:7879434..7876733|protein triacylglycerol lipase, putative, expressed	LOC_Os01g14080.1	"no descriptionmoderately similar to ( 227)AT5G50890| Symbols:  | similar to lipase class 3 family protein [Arabidopsis thaliana] (TAIR:AT2G05260.1); similar to Os01g0243000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001042560.1); similar to Os01g0751600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001044260.1); similar to lipase class 3-like [Oryza sativa (japonica cultivar-group)] (GB:BAB84413.1) | chr5:20719910-20721461 FORWARD"	not assigned.unknown	35_2

CUST_35737_PI403524517	2	0.10089207	0.4024973	-0.09640694	-0.33365536	0.09640694	-0.21104527	35_10305	"Cluster: Hypothetical protein P0691E06.49; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0691E06.49 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5VQJ7	"CHR5V7|COORD:1075956..1077357| similar to oxidoreductase/ transition metal ion binding [Arabidopsis thaliana] (TAIR:AT3G51940.1); similar to"	AT5G03990.1	CHR01V5|COORD:34259790..34257017|protein expressed protein	LOC_Os01g58700.1	"no descriptionvery weakly similar to (84.3)AT5G03990| Symbols:  | similar to oxidoreductase/ transition metal ion binding [Arabidopsis thaliana] (TAIR:AT3G51940.1); similar to hypothetical protein LOC_Os12g04280 [Oryza sativa (japonica cultivar-group)] (GB:ABA95765.1); similar to Os01g0801200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001044539.1) | chr5:1075956-1077357 FORWARD"	not assigned.unknown	35_2

CUST_85092_PI403524517	2	-0.14936733	0.01791954	-0.017920494	-0.13741302	0.12674522	0.06414986	35_24378	"Cluster: Hexokinase-4, chloroplast precursor; n=2; Oryza sativa|Rep: Hexokinase-4, chloroplast precursor - Oryza sativa (Rice)"	UniRef90_Q6Z398	CHR1V7|COORD:17618683..17621299| hexokinase, putative	AT1G47840.1	CHR07V5|COORD:5254686..5258095|protein hexokinase-1, putative, expressed	LOC_Os07g09890.1	 no descriptionweakly similar to ( 186)AT1G47840| Symbols:  | hexokinase, putative | chr1:17618683-17621299 REVERSEmoderately similar to ( 263)HXK4_ORYSAnot assigned Hexokinase_2 COG5026 	major CHO metabolism.degradation.sucrose.hexokinase	2_2_1_4

CUST_67836_PI403524517	2	0.09602928	0.70713043	0.020311356	-0.12494564	-0.08632469	-0.020310402	35_19381	"Cluster: Putative vesicle transport protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative vesicle transport protein - Oryza sativa (japonica"	UniRef90_Q6AT61	"CHR2V7|COORD:15498694..15499666| MEMB11 (Golgi SNARE protein membrin 11); v-SNARE"	AT2G36900.1	CHR03V5|COORD:25510624..25506544|protein membrin 11, putative, expressed	LOC_Os03g45260.1	" no descriptionmoderately similar to ( 246)AT2G36900| Symbols: ATMEMB11, MEMB11 | MEMB11 (Golgi SNARE protein membrin 11); v-SNARE | chr2:15498694-15499666 REVERSEnot assigned not assigned not assigned not assigned not assigned V-SNARE PRK12323 "	cell. vesicle transport	31_4

CUST_79867_PI403524517	2	0.19320774	0.29427052	-0.027315617	0.013672829	-0.0136733055	-0.09803009	35_22904	"Cluster: Protein kinase family protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Protein kinase family protein, putative, expressed"	UniRef90_Q2QXA8	CHR2V7|COORD:7692860..7696360| protein kinase family protein	AT2G17700.1	CHR12V5|COORD:3242709..3235061|protein ATP binding protein, putative, expressed	LOC_Os12g06670.1	no descriptionweakly similar to ( 124)AT4G38470| Symbols:  | protein kinase family protein | chr4:17999426-18003545 FORWARDACT_TyrKc ACT_UUR-like_1	protein.postranslational modification	29_4

CUST_80705_PI403524517	2	-0.17659569	-0.3480749	-0.050214767	0.07491207	0.05021572	0.09908581	35_23148	"Cluster: Os05g0293200 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0293200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DJF4	0	0	CHR07V5|COORD:27083145..27092523|protein retrotransposon protein, putative, Ty1-copia subclass	LOC_Os07g45410.1	no description	not assigned.unknown	35_2

CUST_135719_PI403524517	2	0.25403595	0.5234852	0.09392166	-0.09392166	-0.45591116	-0.50904703	35_38065	"Cluster: Hypothetical protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QU28		0	CHR12V5|COORD:10133761..10126449|protein conserved hypothetical protein	LOC_Os12g17690.1	no description	not assigned.unknown	35_2

CUST_19444_PI403524517	2	-0.014830589	-0.016967773	0.10621452	0.09206867	-0.0093717575	0.0093717575	35_5634	"Cluster: Os01g0616100 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os01g0616100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JL89	CHR1V7|COORD:8089490..8094162| protein kinase family protein	AT1G22870.1	CHR01V5|COORD:24755488..24763277|protein ATP binding protein, putative, expressed	LOC_Os01g42950.1	no descriptionmoderately similar to ( 245)AT1G71410| Symbols:  | protein kinase family protein | chr1:26916732-26921177 REVERSEnot assigned not assigned not assigned	protein.postranslational modification	29_4

CUST_64194_PI403524517	2	-0.033988953	-0.4162407	0.033988953	0.24936676	0.3030939	-0.04403305	35_18329	"Cluster: Putative dehydroascorbate reductase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative dehydroascorbate reductase - Oryza sativa (japonica cult"	UniRef90_Q67UK9	"CHR5V7|COORD:5483315..5484929| DHAR3 (DEHYDROASCORBATE REDUCTASE 1); glutathione dehydrogenase (ascorbate)"	AT5G16710.1	CHR06V5|COORD:6894614..6889586|protein dehydroascorbate reductase, putative, expressed	LOC_Os06g12630.2	"no descriptionvery weakly similar to (94.0)AT5G16710| Symbols: DHAR3 | DHAR3 (DEHYDROASCORBATE REDUCTASE 1); glutathione dehydrogenase (ascorbate) | chr5:5483315-5484929 FORWARDnot assigned GST_C_DHAR"	redox.ascorbate and glutathione.ascorbate	21_2_1

CUST_69416_PI403524517	2	-0.020144463	-0.26861095	-0.08868408	0.020144463	0.1672802	0.027978897	35_19862	"Cluster: Hypothetical protein OJ1562_H01.2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1562_H01.2 - Oryza sativa (japonica"	UniRef90_Q6I5Y3	CHR1V7|COORD:11273802..11276128| endonuclease/exonuclease/phosphatase family protein	AT1G31500.2	CHR05V5|COORD:18766799..18762799|protein hydrolase, putative, expressed	LOC_Os05g32330.2	no descriptionweakly similar to ( 118)AT1G31500| Symbols:  | endonuclease/exonuclease/phosphatase family protein | chr1:11273802-11276515 REVERSEnot assigned not assigned CCR4	DNA.synthesis/chromatin structure	28_1

CUST_163088_PI403524517	2	0.16615343	0.29611254	0.03380537	-0.033805847	-0.32644463	-0.15788317	35_45485	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_33085_PI403524517	2	-0.11463261	0.72791004	0.29696274	-0.03936386	0.012473106	-0.01247406	35_9540	"Cluster: Putative potassium transporter HAK2p; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative potassium transporter HAK2p - Oryza sativa (japonica"	UniRef90_Q6YWQ4	"CHR1V7|COORD:26481656..26484896| KUP6 (K+ uptake permease 6); potassium ion transporter"	AT1G70300.1	CHR02V5|COORD:30412584..30417522|protein potassium transporter 8, putative, expressed	LOC_Os02g49760.4	"no descriptionmoderately similar to ( 332)AT1G70300| Symbols: KUP6 | KUP6 (K+ uptake permease 6); potassium ion transporter | chr1:26481656-26484896 REVERSEmoderately similar to ( 329)HAK10_ORYSAK_trans Kup trkD"	transport.potassium	34_15

CUST_17191_PI403524517	2	0.027672768	-0.052043915	-0.076171875	0.0022583008	-0.002257347	0.07356167	35_4968	"Cluster: Hypothetical protein B1120F06.133; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1120F06.133 - Oryza sativa (japonica cultivar"	UniRef90_Q6YVE5	"CHR5V7|COORD:25423586..25425421| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G49170.1); similar to Exosomal 3'-5' exoribonuclease complex,"	AT5G63440.2	CHR07V5|COORD:11516512..11512208|protein uncharacterized ACR, YggU family COG1872 containing protein, expressed	LOC_Os07g19470.3	" no descriptionweakly similar to ( 119)AT5G63440| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G49170.1); similar to Exosomal 3'-5' exoribonuclease complex, subunit Rrp44/Dis3 (ISS) [Ostreococcus tauri] (GB:CAL57463.1); similar to Os07g0295200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001059406.1); contains InterPro domain Protein of unknown function DUF167; (InterPro:IPR003746) | chr5:25423635-25425421 FORWARDnot assigned DUF167 "	not assigned.unknown	35_2

CUST_32774_PI403524517	2	0.011727333	-0.011727333	-0.03843975	0.01630497	-0.14441013	0.028967857	35_9446	Rep: B0616E02-H0507E05.4 protein - Oryza sativa (Rice)	UniRef90_Q01HW8	CHR4V7|COORD:12939078..12940733| adenylate kinase family protein	AT4G25280.1	CHR04V5|COORD:357987..353429|protein adenylate kinase, putative, expressed	LOC_Os04g01530.1	 no descriptionweakly similar to ( 101)AT4G25280| Symbols:  | adenylate kinase family protein | chr4:12939078-12940733 REVERSEvery weakly similar to (60.5)KADC_MAIZEAdenylate kinase, chloroplast - Zea mays (Maize)not assigned not assigned ADK ADK adk Adk 	nucleotide metabolism.phosphotransfer and pyrophosphatases.adenylate kinase	23_4_1

CUST_113068_PI403524517	2	0.27654743	0.13945103	-0.16745758	-0.2413063	0.1598053	-0.13945198	35_32093	Rep: Dragline fibroin - Euprosthenops sp. NNP-2003	UniRef90_Q6EEZ3	"CHR3V7|COORD:10807368..10809606| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G28840.1); similar to putative lipoprotein [Burkholderia"	AT3G28780.1	CHR06V5|COORD:25097253..25098156|protein DNA-binding protein, putative, expressed	LOC_Os06g41860.1	no descriptionnot assigned PRK12323 PRK07003 PRK07764	not assigned.unknown	35_2

CUST_55045_PI403524517	2	-0.17667961	-0.027262688	0.05176449	0.035021782	-0.08817291	0.027262688	35_15668	"Cluster: NAD-dependent malic enzyme 62 kDa isoform, mitochondrial precursor; n=1; Solanum tuberosum|Rep: NAD-dependent malic enzyme 62 kDa isoform, mitochondria"	UniRef90_P37221	CHR2V7|COORD:5657171..5662185| malate oxidoreductase, putative	AT2G13560.1	CHR07V5|COORD:18585620..18594429|protein NAD-dependent malic enzyme 62 kDa isoform, mitochondrial precursor, putative, expressed	LOC_Os07g31380.1	 no descriptionhighly similar to ( 874)AT2G13560| Symbols:  | malate oxidoreductase, putative | chr2:5657171-5662185 FORWARDhighly similar to ( 880)MAOM_SOLTUNAD-dependent malic enzyme 62 kDa isoform, mitochondrial precursor - Solanum tuberosum (Potato)not assigned SfcA malic Malic_M PRK12862 PRK07232 PRK12861 	TCA / org. transformation.other organic acid transformaitons.malic	8_2_10

CUST_13436_PI399408534	2	0.8111038	-1.8170452	-1.7609787	0.9350109	0.06351948	-0.063518524	35_15612	Rep: Os08g0157600 protein - Oryza sativa (japonica cultivar-group)	UniRef90_Q0J7W9	"CHR2V7|COORD:19253074..19255786| CCA1 (CIRCADIAN CLOCK ASSOCIATED 1); transcription factor"	AT2G46830.1	CHR08V5|COORD:3359386..3367090|protein LHY protein, putative, expressed	LOC_Os08g06110.5	"no descriptionvery weakly similar to (93.2)AT2G46830| Symbols: CCA1 | CCA1 (CIRCADIAN CLOCK ASSOCIATED 1); transcription factor | chr2:19253965-19255786 FORWARD"	RNA.regulation of transcription.MYB-related transcription factor family	27_3_26

CUST_33447_PI403524517	2	-0.07241726	0.13168907	0.076467514	-0.018502235	-0.21055412	0.018502235	35_9645	"Cluster: PREDICTED: hypothetical protein; n=1; Rattus norvegicus|Rep: PREDICTED: hypothetical protein - Rattus norvegicus"	UniRef90_UPI0000DA3B10	0	0	CHR03V5|COORD:4529981..4538266|protein expressed protein	LOC_Os03g08820.1	no description	not assigned.unknown	35_2

CUST_57484_PI403524517	2	-0.0064964294	0.17176151	-0.0102472305	0.006495476	0.020672798	-0.36581135	35_16391	"Cluster: Protein kinase AFC1, putative, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Protein kinase AFC1, putative, expressed - Oryza sativa (jap"	UniRef90_Q2QRH9	"CHR4V7|COORD:12754739..12757663| AFC2 (ARABIDOPSIS FUS3-COMPLEMENTING GENE 1); kinase"	AT4G24740.1	CHR12V5|COORD:16196784..16193413|protein serine/threonine-protein kinase AFC2, putative, expressed	LOC_Os12g27520.2	" no descriptionmoderately similar to ( 303)AT4G24740| Symbols: AME1, AFC2 | AFC2 (ARABIDOPSIS FUS3-COMPLEMENTING GENE 1); kinase | chr4:12754739-12757663 REVERSEvery weakly similar to (77.8)MPK6_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase SPS1 "	protein.postranslational modification	29_4

CUST_21857_PI403524517	2	0.332098	0.27166414	0.04182291	-0.49597073	-0.99443793	-0.041823387	35_6348	"Cluster: Hypothetical protein OJ1124_D06.15; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1124_D06.15 - Oryza sativa (japonica cultiv"	UniRef90_Q6K9T4	CHR3V7|COORD:6922858..6924563| similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:BAD22944.1)	AT3G19900.1	CHR02V5|COORD:35672185..35671112|protein expressed protein	LOC_Os02g58310.1	no descriptionweakly similar to ( 171)AT3G19900| Symbols:  | similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:BAD22944.1) | chr3:6922858-6924563 REVERSE	not assigned.unknown	35_2

CUST_52704_PI403524517	2	0.07766819	0.47549152	0.009181976	-0.06843948	-0.045817375	-0.009181976	35_15013	Rep: H0115B09.6 protein - Oryza sativa (Rice)	UniRef90_Q01IP6	"CHR4V7|COORD:17151032..17153384| ALDH3F1 (ALDEHYDE DEHYDROGENASE 3F1); 3-chloroallyl aldehyde dehydrogenase/ aldehyde dehydrogenase (NAD)"	AT4G36250.1	CHR04V5|COORD:26829817..26824879|protein aldehyde dehydrogenase 3B1, putative, expressed	LOC_Os04g45720.1	"no descriptionweakly similar to ( 111)AT4G36250| Symbols: ALDH3F1 | ALDH3F1 (ALDEHYDE DEHYDROGENASE 3F1); 3-chloroallyl aldehyde dehydrogenase/ aldehyde dehydrogenase (NAD) | chr4:17151032-17153384 FORWARDnot assigned PutA Aldedh"	fermentation.aldehyde dehydrogenase	5_10

CUST_19643_PI399408534	2	0.19561338	0.35728502	0.11988878	-0.11988878	-0.50825787	-0.30792856	35_36729	"Cluster: Os08g0537600 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os08g0537600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J435	CHR5V7|COORD:4255926..4262021| SFC (SCARFACE, VASCULAR NETWORK DEFECTIVE 3)	AT5G13300.1	CHR08V5|COORD:26747143..26738434|protein VAN3, putative, expressed	LOC_Os08g42530.1	 no descriptionmoderately similar to ( 292)AT5G13300| Symbols: VAN3, SFC | SFC (SCARFACE, VASCULAR NETWORK DEFECTIVE 3) | chr5:4255926-4262021 REVERSEnot assigned not assigned BAR 	signalling.G-proteins	30_5

CUST_529_PI404877155	2	0.141469	-0.09684086	-0.058939934	0.058939934	-0.123654366	0.09421921	Contig10434_at	OSJNBa0086O06.13 [Oryza sativa (japonica cultivar-group)] ref|XP_473713.1| OSJNBa0086O06.13 [Oryza sativa (japonica cultivar-group)]	CAE04865.2	DNA-binding family protein / AT-hook protein 1 (AHP1)	At2g33620.1	protein AT hook motif, putative	Os04g49990	NONE	RNA.regulation of transcription.putative DNA-binding protein	27_3_67

CUST_19851_PI403524517	2	-0.4916401	0.09285545	0.054963112	0.19286156	-0.14719582	-0.054964066	35_5758	"Cluster: Putative UDP-glucose:salicylic acid glucosyltransferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative UDP-glucose:salicylic acid glucosylt"	UniRef90_Q8LR92	CHR2V7|COORD:12881783..12883199| UDP-glucoronosyl/UDP-glucosyl transferase family protein	AT2G30150.1	CHR01V5|COORD:34468251..34472051|protein cytokinin-N-glucosyltransferase 1, putative, expressed	LOC_Os01g59100.1	no descriptionmoderately similar to ( 317)AT2G30150| Symbols:  | UDP-glucoronosyl/UDP-glucosyl transferase family protein | chr2:12881783-12883199 FORWARDweakly similar to ( 169)IAAG_MAIZEIndole-3-acetate beta-glucosyltransferase - Zea mays (Maize)not assigned UDPGT COG1819	misc.UDP glucosyl and glucoronyl transferases	26_2

CUST_55250_PI403524517	2	-0.07942104	-0.0072488785	0.06458187	-0.04749489	0.02380085	0.007249832	35_15726	Rep: Alpha-galactosidase precursor - Oryza sativa (Rice)	UniRef90_Q9FXT4	CHR5|COORD:2690560..2693551| similar to alpha-galactosidase, putative / melibiase, putative / alpha-D-galactoside galactohydrolase, putative	AT5G08370.2	CHR10V5|COORD:18403684..18411717|protein alpha-galactosidase precursor, putative, expressed	LOC_Os10g35110.2	"no descriptionhighly similar to ( 534)AT5G08370| Symbols: ATAGAL2 | ATAGAL2 (ARABIDOPSIS THALIANA ALPHA-GALACTOSIDASE 2); alpha-galactosidase | chr5:2691117-2693442 REVERSEhighly similar to ( 689)AGAL_ORYSAnot assigned Melibiase GalA"	minor CHO metabolism.galactose.alpha-galactosidases	3_8_2

CUST_151799_PI403524517	2	0.15175152	0.2674408	0.06691456	-0.06691551	-0.3575163	-0.18734646	35_42441	"Cluster: U2 snRNP auxilliary factor, large subunit, splicing factor family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: U2 snRNP auxilli"	UniRef90_Q2R0Q1	CHR1V7|COORD:22427673..22431471| U2 snRNP auxiliary factor large subunit, putative	AT1G60900.1	CHR11V5|COORD:24652102..24647349|protein splicing factor U2AF 65 kDa subunit, putative, expressed	LOC_Os11g41820.2	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF1777	not assigned.unknown	35_2

CUST_6314_PI404877155	2	0.45094776	-1.7537489	-0.45094872	0.90590477	0.54674244	-1.0320377	Contig189_s_at	chlorophyll a/b-binding protein II precursor - rice prf||1707316B chlorophyll a/b binding protein 2	B44956	chlorophyll A-B binding protein (LHCB2:4)	At3g27690.1	protein chlorophyll a/b binding protein	Os03g39610	chlorophyll a/b-binding protein II precursor - rice prf	PS.lightreaction.photosystem II.LHC-II	1_01_01_01

CUST_54354_PI403524517	2	0.0569582	-0.15657997	-0.04185772	0.063241005	0.016962051	-0.016962051	35_15474	"Cluster: ATP-dependent Clp protease ATP-binding subunit clpA CD4B,chloroplast, putative, expressed; n=4; Magnoliophyta|Rep: ATP-dependent Clp protease ATP-bindi"	UniRef90_Q2QVG9	"CHR5V7|COORD:20732936..20737026| CLPC (HEAT SHOCK PROTEIN 93-V); ATP binding / ATPase"	AT5G50920.1	CHR04V5|COORD:19420521..19413897|protein ATP-dependent Clp protease ATP-binding subunit clpA homolog CD4B,chloroplast precursor, putative, expressed	LOC_Os04g32560.2	" no descriptionnearly identical (1123)AT5G50920| Symbols: ATHSP93-V, HSP93-V, CLPC, DCA1 | CLPC (HEAT SHOCK PROTEIN 93-V); ATP binding / ATPase | chr5:20732936-20737026 REVERSEnearly identical (1129)CLPC_PEAATP-dependent Clp protease ATP-binding subunit clpC homolog, chloroplast precursor - Pisum sativum (Garden pea)not assigned not assigned clpC clpA PRK10865 clpA AAA_2 AAA COG0714 SpoVK AAA Torsin AAA_5 UVR AAA HolB PRK03992 "	protein.degradation.serine protease	29_5_5

CUST_10025_PI403524517	2	-0.11725998	-0.25852108	0.002067566	0.0231781	-0.002067566	0.05853939	35_2833	"Cluster: Hypothetical protein OSJNBa0090O10.20; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0090O10.20 - Oryza sativa (japonica"	UniRef90_Q8GZW4	CHR1V7|COORD:24026145..24026814| plastocyanin-like domain-containing protein	AT1G64640.1	CHR03V5|COORD:829110..830468|protein early nodulin-like protein 1 precursor, putative, expressed	LOC_Os03g02400.1	no descriptionweakly similar to ( 123)AT1G64640| Symbols:  | plastocyanin-like domain-containing protein | chr1:24026145-24026814 REVERSEvery weakly similar to (55.5)NO552_SOYBNEarly nodulin 55-2 precursor - Glycine max (Soybean)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Cu_bind_like Atrophin-1 PRK07003 Herpes_BLLF1 PRK12323 DUF566 Tymo_45kd_70kd PRK07764 PRK12678	misc.plastocyanin-like	26_19

CUST_61304_PI403524517	2	0.075535774	0.06808758	-0.044413567	-0.05242634	-0.051067352	0.044413567	35_17494	"Cluster: Os05g0575300 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0575300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DFR3	CHR1V7|COORD:5885376..5890158| translation initiation factor IF-2, chloroplast, putative	AT1G17220.1	CHR05V5|COORD:28571458..28578090|protein translation initiation factor IF-2, chloroplast precursor, putative, expressed	LOC_Os05g49970.2	 no descriptionweakly similar to ( 189)AT1G17220| Symbols:  | translation initiation factor IF-2, chloroplast, putative | chr1:5885376-5890158 FORWARDweakly similar to ( 152)IF2C_PHAVUTranslation initiation factor IF-2, chloroplast precursor - Phaseolus vulgaris (Kidney bean) (French bean)not assigned infB InfB mtIF2_IVc infB Translation_Factor_II_like 	protein.synthesis.initiation	29_2_3

CUST_140064_PI403524517	2	0.27543497	-0.40637398	-0.1263938	0.32955742	-0.37952757	0.12639427	35_39276	"Cluster: Ribulose 1,5-bisphosphate carboxylase; n=4; Liliopsida|Rep: Ribulose 1,5-bisphosphate carboxylase - Canna tuerckheimii"	UniRef90_Q32095	CHRCV7|COORD:54958..56397| large subunit of RUBISCO.	ATCG00490.1	CHR10V5|COORD:10530028..10531336|protein ribulose bisphosphate carboxylase large chain precursor, putative, expressed	LOC_Os10g21280.1	no descriptionvery weakly similar to (50.4)ATCG00490| Symbols: RBCL | large subunit of RUBISCO. | chrC:54958-56397 FORWARDvery weakly similar to (50.4)RBL_WHEATRibulose bisphosphate carboxylase large chain precursor - Triticum aestivum (Wheat)rbcL	PS.calvin cyle.rubisco large subunit	1_3_1

CUST_73351_PI403524517	2	-0.720912	-0.094270706	0.094270706	0.24509907	0.50104237	-0.41265488	35_21030	"Cluster: Endoglucanase 16 precursor; n=3; Oryza sativa|Rep: Endoglucanase 16 precursor - Oryza sativa (Rice)"	UniRef90_Q654U4	CHR2V7|COORD:14010438..14012921| glycosyl hydrolase family 9 protein	AT2G32990.1	CHR06V5|COORD:7673779..7670256|protein endoglucanase precursor, putative, expressed	LOC_Os06g13830.1	no descriptionweakly similar to ( 180)AT2G32990| Symbols:  | glycosyl hydrolase family 9 protein | chr2:14010438-14012921 FORWARDmoderately similar to ( 281)GUN16_ORYSAnot assigned not assigned Glyco_hydro_9	cell wall.degradation.cellulases and beta -1,4-glucanases	10_6_1

CUST_51509_PI403524517	2	0.038612366	-0.016935349	-0.06849575	-0.02168274	0.016937256	0.09209633	35_14680	Rep: 20S proteasome beta 4 subunit - Triticum aestivum (Wheat)	UniRef90_Q5XUV7	"CHR4V7|COORD:8500393..8502053| PBD2 (20S PROTEASOME BETA SUBUNIT 2); peptidase"	AT4G14800.1	CHR03V5|COORD:27810251..27807783|protein proteasome subunit beta type 2, putative, expressed	LOC_Os03g48930.1	"no descriptionmoderately similar to ( 312)AT4G14800| Symbols: PBD2 | PBD2 (20S PROTEASOME BETA SUBUNIT 2); peptidase | chr4:8500393-8502053 FORWARDmoderately similar to ( 361)PSB2_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned proteasome_beta_type_2 proteasome_beta proteasome_protease_HslV Proteasome PRE1 Ntn_hydrolase proteasome_beta_archeal proteasome_beta_type_1 proteasome_beta_type_4 proteasome_beta_type_5 proteasome_alpha proteasome_beta_type_3 proteasome_alpha_type_5 proteasome_beta_type_7 proteasome_beta_type_6 proteasome_alpha_type_7 PRK03996"	protein.degradation.ubiquitin.proteasom	29_5_11_20

CUST_638_PI399408534	2	0.13725948	0.34500885	-0.017276764	0.017277718	-0.19326401	-0.09203625	35_28565	Rep: B0222C05.5 protein - Oryza sativa (Rice)	UniRef90_Q01LH4	CHR3V7|COORD:6690248..6693216| protein kinase family protein	AT3G19300.1	CHR04V5|COORD:21153387..21157199|protein receptor protein kinase CRINKLY4 precursor, putative, expressed	LOC_Os04g35114.1	no descriptionweakly similar to ( 121)AT3G19300| Symbols:  | protein kinase family protein | chr3:6690248-6693216 REVERSEnot assigned	signalling.receptor kinases.misc	30_2_99

CUST_171600_PI403524517	2	0.050697327	-0.6693182	-0.3912182	-0.045968056	0.4176283	0.045968056	35_47816	"Cluster: Os01g0736600 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0736600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JJI8	CHR1V7|COORD:16816094..16817173| DNA binding / ligand-dependent nuclear receptor	AT1G44191.1	CHR01V5|COORD:31058185..31057141|protein RING-H2 finger protein ATL2M, putative, expressed	LOC_Os01g53500.1	no descriptionvery weakly similar to (52.4)AT3G61550| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr3:22787419-22788057 FORWARDnot assigned not assigned not assigned not assigned not assigned PRK07003 PRK12323 Atrophin-1 Tymo_45kd_70kd	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_180778_PI403524517	2	0.18271351	0.19174385	-0.086779594	-0.37758923	-0.4260788	0.08677864	35_50275	"Cluster: Putative CTV.22; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative CTV.22 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7EZK6	"CHR1V7|COORD:5430441..5435916| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G10440.1); similar to Globin-like [Medicago truncatula]"	AT1G15780.1	CHR08V5|COORD:28172498..28162228|protein expressed protein	LOC_Os08g45080.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned GAL11 Keratin_B2 Glutenin_hmw PRK10263 PRK10246 PRK11281 TAF61	not assigned.unknown	35_2

CUST_51249_PI403524517	2	-0.027197838	0.012273788	0.10183811	-0.09343815	-0.012273788	0.047174454	35_14611	"Cluster: Ubiquitin-conjugating enzyme E2-17 kDa 1; n=8; Magnoliophyta|Rep: Ubiquitin-conjugating enzyme E2-17 kDa 1 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_P25865	"CHR2V7|COORD:774270..775148| ATUBC2 (UBIQUITING-CONJUGATING ENZYME 2); ubiquitin-protein ligase"	AT2G02760.1	CHR07V5|COORD:3592193..3584407|protein ubiquitin-conjugating enzyme E2-17 kDa, putative, expressed	LOC_Os07g07240.1	" no descriptionmoderately similar to ( 306)AT2G02760| Symbols: UBC2, ATUBC2 | ATUBC2 (UBIQUITING-CONJUGATING ENZYME 2); ubiquitin-protein ligase | chr2:774270-775148 FORWARDmoderately similar to ( 312)UBC2_WHEATUbiquitin-conjugating enzyme E2-17 kDa - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG5078 UQ_con UBCc UBCc "	protein.degradation.ubiquitin.E2	29_5_11_3

CUST_10965_PI399408534	2	0.24320316	-0.07923794	-0.06266022	-0.102256775	0.06265926	0.1142683	35_11334	"Cluster: Putative lectin-like receptor kinase 1;1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative lectin-like receptor kinase 1;1 - Oryza sativa (jap"	UniRef90_Q94DZ6	CHR5V7|COORD:3324979..3326934| lectin protein kinase, putative	AT5G10530.1	CHR01V5|COORD:33323610..33326112|protein protein kinase, putative, expressed	LOC_Os01g57100.1	 no descriptionvery weakly similar to (72.0)AT5G10530| Symbols:  | lectin protein kinase, putative | chr5:3324979-3326934 REVERSE	signalling.receptor kinases.legume-lectin	30_2_19

CUST_112951_PI403524517	2	-0.03848362	-0.19303226	0.011947632	0.2852621	0.33303928	-0.011947632	35_32060	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_15378_PI403524517	2	0.01856327	-0.09253025	0.16888428	-0.059041977	0.23062801	-0.01856327	35_4435	"Cluster: Got1-like family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Got1-like family protein, expressed - Oryza sativa (japonica cult"	UniRef90_Q10Q55	CHR5V7|COORD:176796..178009| Got1-like family protein	AT5G01430.1	CHR03V5|COORD:5686474..5689197|protein golgi transport 1 protein B, putative, expressed	LOC_Os03g11100.1	no descriptionvery weakly similar to (97.1)AT5G01430| Symbols:  | Got1-like family protein | chr5:176796-178009 REVERSEnot assigned Got1 GOT1	not assigned.no ontology	35_1

CUST_17306_PI404877155	2	-0.13342476	1.5530796	-2.0610528	0.40559196	-0.9856949	0.13342571	HU01I17w_at	cytosolic fructose-1,6-bisphosphatase [Musa acuminata]	AAD28755.1	fructose-1, 6-bisphosphatase, putative / D-fructose-1,6-bisphosphate 1-phosphohydrolase, putative / FBPase, pu	At1g43670.1	protein fructose-1,6-bisphosphatase	Os05g36270	fructose-1,6-bisphosphatase	major CHO metabolism.synthesis.sucrose.FBPase	2_1_1_03

CUST_171568_PI403524517	2	0.018148422	-0.05543995	-0.0181489	0.018520832	-0.38770962	0.0642643	35_47807	"Cluster: NB-ARC domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: NB-ARC domain containing protein, expressed - Oryza sativ"	UniRef90_Q2QW73		0	CHR12V5|COORD:5474213..5476323|protein rust resistance-like protein RP1-3, putative, expressed	LOC_Os12g10340.1	no description	not assigned.unknown	35_2

CUST_21707_PI403524517	2	0.072221756	-0.068089485	-0.029342651	-0.0074920654	0.0074920654	0.046735764	35_6299	"Cluster: Hypothetical protein P0686H11.3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0686H11.3 - Oryza sativa (japonica"	UniRef90_Q6Z8V4	CHR5V7|COORD:19357173..19359090| protein kinase, putative	AT5G47750.1	CHR09V5|COORD:18338633..18342613|protein protein kinase G11A, putative, expressed	LOC_Os09g30150.3	 no descriptionmoderately similar to ( 231)AT5G47750| Symbols:  | protein kinase, putative | chr5:19357173-19359090 REVERSEmoderately similar to ( 238)G11A_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase 	protein.postranslational modification	29_4

CUST_94356_PI403524517	2	0.08538723	0.15424442	-0.016077042	-0.21144676	0.016076088	-0.28242493	35_26973	"Cluster: Putative WD-repeat containing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative WD-repeat containing protein - Oryza sativa (japonica"	UniRef90_Q9AV81	CHR1V7|COORD:1226748..1230591| nucleotide binding	AT1G04510.2	CHR10V5|COORD:16881232..16874193|protein pre-mRNA-splicing factor 19, putative, expressed	LOC_Os10g32880.2	no descriptionmoderately similar to ( 447)AT1G04510| Symbols:  | nucleotide binding | chr1:1226748-1230591 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Prp19 WD40 Ubox COG2319	not assigned.no ontology	35_1

CUST_19675_PI399408534	2	0.23610735	0.32423067	0.118513584	-0.26281214	-0.13361359	-0.118513584	35_36724	"Cluster: Os07g0602200 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os07g0602200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D4V4	"CHR5V7|COORD:24584363..24588143| HDA05 (HISTONE DEACETYLASE5); histone deacetylase"	AT5G61060.1	CHR07V5|COORD:24590309..24596658|protein histone deacetylase 6, putative, expressed	LOC_Os07g41090.3	" no descriptionweakly similar to ( 130)AT5G61060| Symbols: HDA5, HDA05 | HDA05 (HISTONE DEACETYLASE5); histone deacetylase | chr5:24584363-24588143 REVERSEnot assigned AcuC Hist_deacetyl "	RNA.regulation of transcription.HDA	27_3_55

CUST_138239_PI403524517	2	0.17229652	0.17621136	0.06531429	-0.14013672	-0.20094395	-0.06531525	35_38773	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_82708_PI403524517	2	9.6321106E-4	0.28331852	-0.21278763	-9.622574E-4	-0.083722115	0.1264162	35_23720	"Cluster: Zinc finger (C3HC4-type RING finger) protein family-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Zinc finger (C3HC4-type RING finger) protein"	UniRef90_Q6ZC59	"CHR4V7|COORD:13865274..13866056| similar to vesicle-associated membrane protein-related [Arabidopsis thaliana] (TAIR:AT5G52990.1); similar to Os08g0558600"	AT4G27840.1	CHR08V5|COORD:535270..533290|protein expressed protein	LOC_Os08g01880.1	no description	not assigned.unknown	35_2

CUST_1895_PI403524517	2	-1.1488247	-0.12000084	0.18895149	0.7068577	-0.6385231	0.12000084	35_502	Rep: Inorganic phosphate transporter 3 - Zea mays (Maize)	UniRef90_Q49B44	"CHR2V7|COORD:16265578..16267182| ATPT2 (PHOSPHATE TRANSPORTER 2); carbohydrate transporter/ phosphate transporter/ sugar porter"	AT2G38940.1	CHR04V5|COORD:5793089..5791330|protein inorganic phosphate transporter 1-5, putative, expressed	LOC_Os04g10690.1	" no descriptionweakly similar to ( 107)AT2G38940| Symbols: PHT1;4, ATPT2 | ATPT2 (PHOSPHATE TRANSPORTER 2); carbohydrate transporter/ phosphate transporter/ sugar porter | chr2:16265578-16267182 FORWARDnot assigned "	transport.phosphate	34_7

CUST_65051_PI403524517	2	0.1727705	0.020750046	-0.015114784	-0.057792664	0.015114784	-0.028262138	35_18573	"Cluster: Os12g0182800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os12g0182800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IPM3	"CHR1V7|COORD:17792479..17793304| similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABA95965.1); similar to Os12g0182800 [Oryza sativa"	AT1G48170.1	CHR12V5|COORD:4198289..4201862|protein expressed protein	LOC_Os12g08230.1	"no descriptionweakly similar to ( 180)AT1G48170| Symbols:  | similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABA95965.1); similar to Os12g0182800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001066323.1) | chr1:17792479-17793304 FORWARD"	not assigned.unknown	35_2

CUST_172121_PI403524517	2	0.2717743	-0.08139849	-0.105885506	0.031060696	-0.031060219	0.2866869	35_47947	"Cluster: Methylenetetrahydrofolate reductase 1; n=4; Poaceae|Rep: Methylenetetrahydrofolate reductase 1 - Zea mays (Maize)"	UniRef90_Q9SE94	"CHR2V7|COORD:18269377..18272261| MTHFR2 (METHYLENETETRAHYDROFOLATE REDUCTASE 2); methylenetetrahydrofolate reductase (NADPH)"	AT2G44160.1	CHR03V5|COORD:34112270..34106735|protein methylenetetrahydrofolate reductase, putative, expressed	LOC_Os03g60090.2	"no descriptionvery weakly similar to (98.2)AT2G44160| Symbols: MTHFR2 | MTHFR2 (METHYLENETETRAHYDROFOLATE REDUCTASE 2); methylenetetrahydrofolate reductase (NADPH) | chr2:18269377-18272261 FORWARDweakly similar to ( 107)MTHR_ORYSAnot assigned"	C1-metabolism	25

CUST_180764_PI403524517	2	0.5448847	0.3345394	-0.032253265	-0.05655861	0.032253265	-0.07332325	35_50272	"Cluster: Beta-D-glucan exohydrolase, isoenzyme ExoII; n=3; Triticeae|Rep: Beta-D-glucan exohydrolase, isoenzyme ExoII - Hordeum vulgare (Barley)"	UniRef90_Q42835	CHR5V7|COORD:7107611..7110777| glycosyl hydrolase family 3 protein	AT5G20950.1	CHR03V5|COORD:30802114..30807741|protein periplasmic beta-glucosidase precursor, putative, expressed	LOC_Os03g53800.5	no descriptionweakly similar to ( 139)AT5G20940| Symbols:  | glycosyl hydrolase family 3 protein | chr5:7104078-7106655 REVERSEGlyco_hydro_3 BglX	cell wall.degradation.cellulases and beta -1,4-glucanases	10_6_1

CUST_21882_PI403524517	2	0.066076756	0.12315655	0.40383625	-0.06607628	-0.25110435	-0.33855867	35_6354	"Cluster: Putative transmembrane protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative transmembrane protein - Oryza sativa (japonica cultivar-group"	UniRef90_Q60DU0	CHR5V7|COORD:13432184..13434151| endomembrane protein 70, putative	AT5G35160.1	CHR05V5|COORD:4087899..4085128|protein transmembrane 9 superfamily protein member 2 precursor, putative, expressed	LOC_Os05g07650.1	 no descriptionweakly similar to ( 135)AT5G35160| Symbols:  | endomembrane protein 70, putative | chr5:13432184-13434151 FORWARDnot assigned not assigned EMP70 	not assigned.unknown	35_2

CUST_53975_PI403524517	2	-0.30310202	0.2278986	-0.18590307	0.3267455	-0.5648527	0.18590355	35_15362	Rep: O-methyltransferase - Secale cereale (Rye)	UniRef90_Q84XW5	CHR4V7|COORD:16730994..16732813| O-methyltransferase family 2 protein	AT4G35160.1	CHR11V5|COORD:11573808..11569149|protein O-methyltransferase ZRP4, putative, expressed	LOC_Os11g20090.1	no descriptionweakly similar to ( 159)AT4G35160| Symbols:  | O-methyltransferase family 2 protein | chr4:16730994-16732813 REVERSEmoderately similar to ( 254)ZRP4_MAIZEO-methyltransferase ZRP4 - Zea mays (Maize)not assigned Methyltransf_2	misc.O- methyl transferases	26_6

CUST_177951_PI403524517	2	0.0084991455	-0.4151287	-0.17898941	-0.004883766	0.004883766	0.05051613	35_49494	Rep: Os07g0173500 protein - Oryza sativa (japonica cultivar-group)	UniRef90_Q0D8A3	CHR1V7|COORD:12370265..12371445| 40S ribosomal protein S18 (RPS18B)	AT1G34030.1	CHR07V5|COORD:3881841..3883817|protein 40S ribosomal protein S18, putative, expressed	LOC_Os07g07719.1	"no descriptionweakly similar to ( 106)AT4G09800| Symbols: RPS18C | RPS18C (S18 RIBOSOMAL PROTEIN); structural constituent of ribosome | chr4:6173815-6174960 FORWARDvery weakly similar to (87.4)RS18_CHLRE40S ribosomal protein S18 - Chlamydomonas reinhardtiinot assigned rps13p Ribosomal_S13 RpsM"	protein.synthesis.misc ribososomal protein	29_2_2

CUST_107585_PI403524517	2	0.05193138	0.18778849	-0.36957884	0.08300018	-0.05193138	-0.19630861	35_30615	"Cluster: Membrane protein-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: Membrane protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5ZAW6	"CHR1V7|COORD:3875476..3876973| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G61740.1); similar to membrane protein-like [Oryza sativa (japonica"	AT1G11540.1	CHR01V5|COORD:33694227..33691087|protein expressed protein	LOC_Os01g57710.1	"no descriptionweakly similar to ( 136)AT1G11540| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G61740.1); similar to membrane protein-like [Oryza sativa (japonica cultivar-group)] (GB:BAD53257.1); similar to Os01g0786800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001044474.1); contains domain Multidrug efflux transporter AcrB transmembrane domain (SSF82866); contains domain SUBFAMILY NOT NAMED (PTHR14255:SF10); contains domain FAMILY NOT NAMED (PTHR14255) | chr1:3875476-3876973 REVERSECOG0730 DUF81"	not assigned.unknown	35_2

CUST_162182_PI403524517	2	0.096915245	0.084466934	0.11939192	-0.32402992	-0.45958805	-0.084466934	35_45237	"Cluster: PsbP family protein, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: PsbP family protein, expressed - Oryza sativa (japonica cultivar-group"	UniRef90_Q109L0		0	CHR10V5|COORD:16647440..16632244|protein psbP family protein, expressed	LOC_Os10g32348.5	no description	not assigned.unknown	35_2

CUST_160877_PI403524517	2	0.015936375	-0.46973562	-0.015936375	-0.36856222	0.6942692	0.553391	35_44889	Rep: H0818E11.4 protein - Oryza sativa (Rice)	UniRef90_Q25AE5		0	CHR04V5|COORD:31131661..31130595|protein OsSAUR21 - Auxin-responsive SAUR gene family member, expressed	LOC_Os04g52670.1	no description	not assigned.unknown	35_2

CUST_169898_PI403524517	2	0.29994106	0.25986004	0.004699707	-0.101415634	-0.14339828	-0.0047006607	35_47323	"Cluster: Putative casein kinase 1, delta isoform 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative casein kinase 1, delta isoform 1 - Oryza sativa (j"	UniRef90_Q6ZA47	CHR5V7|COORD:6010217..6013726| protein kinase family protein	AT5G18190.1	CHR03V5|COORD:32938457..32945832|protein ATP binding protein, putative, expressed	LOC_Os03g57940.3	no description	not assigned.unknown	35_2

CUST_8180_PI399408534	2	0.011619568	0.06204033	-0.05123329	-0.07859707	0.03761387	-0.011619568	35_13615	"Cluster: Putative light repressible receptor protein kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative light repressible receptor protein kinase"	UniRef90_Q5VQN2	CHR2V7|COORD:12450996..12455240| leucine-rich repeat protein kinase, putative	AT2G28970.1	CHR01V5|COORD:34792859..34785572|protein retrotransposon protein, putative, unclassified	LOC_Os01g59580.1	 no descriptionweakly similar to ( 122)AT2G28970| Symbols:  | leucine-rich repeat protein kinase, putative | chr2:12450996-12455240 FORWARDvery weakly similar to (58.2)NORK_MEDTRNodulation receptor kinase precursor - Medicago truncatula (Barrel medic)	signalling.receptor kinases.misc	30_2_99

CUST_95259_PI403524517	2	0.2755642	0.005162239	-0.11081505	-0.005162239	-0.10572529	0.023229599	35_27225	"Cluster: Hypothetical protein P0013F10.15; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0013F10.15 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5VRW3	"CHR3V7|COORD:5268599..5270102| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G28770.1); similar to Os01g0176500 [Oryza sativa (japonica"	AT3G15560.1	CHR01V5|COORD:3939207..3935934|protein expressed protein	LOC_Os01g08150.1	"no descriptionvery weakly similar to (58.5)AT3G15560| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G28770.1); similar to Os01g0176500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001042182.1); similar to conserved hypothetical protein [Entamoeba histolytica HM-1:IMSS] (GB:XP_656594.1) | chr3:5268599-5270102 FORWARD"	not assigned.unknown	35_2

CUST_108328_PI403524517	2	0.10691023	-0.17342806	-0.13594055	0.19171381	0.1845293	-0.10690975	35_30814	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_29785_PI403524517	2	0.0745306	-0.065022945	0.24445057	-0.15508747	-0.053705215	0.05370474	35_8600	"Cluster: Putative fatty acid elongase 3-ketoacyl-CoA synthase 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative fatty acid elongase 3-ketoacyl-CoA sy"	UniRef90_Q6K3E6	CHR2V7|COORD:12282796..12284226| beta-ketoacyl-CoA synthase family protein	AT2G28630.1	CHR02V5|COORD:34847918..34849943|protein acyltransferase, putative, expressed	LOC_Os02g56860.1	no descriptionweakly similar to ( 126)AT2G28630| Symbols:  | beta-ketoacyl-CoA synthase family protein | chr2:12282796-12284226 REVERSEnot assigned not assigned FAE1_CUT1_RppA TT_ORF1 CHS_like	lipid metabolism.FA synthesis and FA elongation.beta ketoacyl CoA synthase	11_1_10

CUST_44193_PI403524517	2	-0.057456017	0.102869034	0.44278526	-0.17703533	0.057455063	-0.15307236	35_12681	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QLT7	0	0	CHR12V5|COORD:26861456..26862809|protein expressed protein	LOC_Os12g43350.1	no description	not assigned.unknown	35_2

CUST_91883_PI403524517	2	-0.038786888	0.51493645	-0.0909853	-0.051660538	0.038785934	0.09235573	35_26272	"Cluster: Pentatricopeptide, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Pentatricopeptide, putative, expressed - Oryza sativa (japonic"	UniRef90_Q10MS1	"CHR1V7|COORD:23060318..23061600| similar to pentatricopeptide (PPR) repeat-containing protein [Arabidopsis thaliana] (TAIR:AT3G46870.1); similar to"	AT1G62350.1	CHR03V5|COORD:10407958..10412763|protein expressed protein	LOC_Os03g18620.1	" no descriptionweakly similar to ( 155)AT1G62350| Symbols:  | similar to pentatricopeptide (PPR) repeat-containing protein [Arabidopsis thaliana] (TAIR:AT3G46870.1); similar to pentatricopeptide, putative, expressed [Oryza sativa (japonica cultivar-group)] (GB:ABF95454.1); contains InterPro domain Pentatricopeptide repeat; (InterPro:IPR002885) | chr1:23060318-23061600 FORWARD"	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_5757_PI403524517	2	-0.1482315	1.9586515	-0.44659615	0.6215482	-0.9386463	0.14823103	35_1590	"Cluster: RING/C3HC4/PHD zinc finger-like protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: RING/C3HC4/PHD zinc finger-like protein - Oryza sativa (japon"	UniRef90_Q6PU50	CHR5V7|COORD:9684122..9685228| zinc finger (C3HC4-type RING finger) family protein	AT5G27420.1	CHR02V5|COORD:31961927..31964161|protein RING/C3HC4/PHD zinc finger-like protein, putative, expressed	LOC_Os02g52210.2	"no descriptionweakly similar to ( 113)AT3G05200| Symbols: ATL6 | ATL6 (Arabidopsis T?xicos en Levadura 6); protein binding / zinc ion binding | chr3:1477383-1478579 FORWARDvery weakly similar to (79.3)EL5_ORYSAnot assigned not assigned not assigned not assigned not assigned RING COG5540 PRK12678 PRK12323 PRK07764"	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_106634_PI403524517	2	-0.11540651	0.51854134	0.33898783	0.037662983	-0.11082411	-0.037662506	35_30347	0	0	CHR5V7|COORD:3277829..3278236| AGP4 (ARABINOGALACTAN-PROTEIN 4)	AT5G10430.1	0	0	no description	not assigned.unknown	35_2

CUST_100258_PI403524517	2	0.03685665	0.31245565	0.13192034	-0.037329674	-0.13766336	-0.036856174	35_28621	"Cluster: Cysteine synthase, putative, expressed; n=3; BEP clade|Rep: Cysteine synthase, putative, expressed - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QLX5	"CHR3V7|COORD:22083645..22086322| OASC (O-ACETYLSERINE (THIOL) LYASE ISOFORM C); cysteine synthase"	AT3G59760.3	CHR12V5|COORD:26669749..26665045|protein cysteine synthase, putative, expressed	LOC_Os12g42980.2	" no descriptionweakly similar to ( 104)AT3G59760| Symbols: ATCS-C, OASC | OASC (O-ACETYLSERINE (THIOL) LYASE ISOFORM C); cysteine synthase | chr3:22083638-22086322 REVERSEweakly similar to ( 115)CYSK_WHEATCysteine synthase - Triticum aestivum (Wheat)not assigned CysK cysM PRK10717 PALP "	amino acid metabolism.synthesis.serine-glycine-cysteine group.cysteine.OASTL	13_1_5_3_1

CUST_68196_PI403524517	2	0.084142685	0.27258205	-0.03538513	0.03538513	-0.24274635	-0.050509453	35_19494	"Cluster: Os01g0582400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0582400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JLQ1	CHR4V7|COORD:15948538..15951957| peptidyl-prolyl cis-trans isomerase cyclophilin-type family protein	AT4G33060.1	CHR01V5|COORD:22923012..22918204|protein peptidyl-prolyl isomerase CWC27, putative, expressed	LOC_Os01g40050.2	no descriptionmoderately similar to ( 317)AT4G33060| Symbols:  | peptidyl-prolyl cis-trans isomerase cyclophilin-type family protein | chr4:15948538-15951957 FORWARDvery weakly similar to (78.6)CYPH_LUPLUPeptidyl-prolyl cis-trans isomerase - Lupinus luteus (European yellow lupin)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned cyclophilin_CeCYP16-like cyclophilin_RING cyclophilin_WD40 cyclophilin PpiB Cyclophilin_PPIL3_like cyclophilin_SpCYP2_like Pro_isomerase cyclophilin_RRM cyclophilin_ABH_like cyclophilin_EcCYP_like PRK10903 PRK10791 cyclophilin_TLP40_like	cell.cycle.peptidylprolyl isomerase	31_3_1

CUST_2028_PI404877155	2	-0.23125076	-0.6657257	0.003022194	0.29795265	0.36222744	-0.0030231476	Contig12272_s_at	nucleic acid binding protein [Nicotiana tabacum]	CAC69852.1	RNA-binding protein 47 (RBP47), putative	At1g47500.1	protein RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain), putative	Os09g28810	DNA binding protein/PUB1  T01253	RNA.regulation of transcription.unclassified	27_3_99

CUST_125138_PI403524517	2	0.09677601	0.78470325	-0.050225258	-0.23539352	-0.109633446	0.050224304	35_35254	"Cluster: Os01g0359800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0359800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JMU6		0	CHR01V5|COORD:14585457..14580271|protein powdery mildew resistance protein PM3F, putative, expressed	LOC_Os01g25760.1	no description	not assigned.unknown	35_2

CUST_25547_PI399408534	2	-0.17602634	0.17337704	0.29957104	-0.3357067	-0.020074844	0.020074844	35_32119	"Cluster: Protein kinase domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Protein kinase domain containing protein, express"	UniRef90_Q10SF5	CHR2V7|COORD:9209833..9212448| protein kinase family protein	AT2G21480.1	CHR03V5|COORD:1383969..1387325|protein ATP binding protein, putative, expressed	LOC_Os03g03280.1	no descriptionvery weakly similar to (93.6)AT2G21480| Symbols:  | protein kinase family protein | chr2:9209833-9212448 REVERSE	signalling.receptor kinases.Catharanthus roseus-like RLK1	30_2_16

CUST_138307_PI403524517	2	0.2637806	0.47401524	0.013416767	-0.090563774	-0.013417244	-0.07614994	35_38793	"Cluster: Hypothetical protein OJ1521_G01.18; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1521_G01.18 - Oryza sativa (japonica cultiv"	UniRef90_Q6Z7I5	"CHR5V7|COORD:16319457..16323599| similar to Os02g0329300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001046716.1); similar to serine-threonine rich"	AT5G40740.1	CHR02V5|COORD:13349857..13360648|protein expressed protein	LOC_Os02g22370.3	"no descriptionmoderately similar to ( 307)AT5G40740| Symbols:  | similar to Os02g0329300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001046716.1); similar to serine-threonine rich antigen [Staphylococcus aureus] (GB:AAL58470.1) | chr5:16319457-16323599 REVERSE"	not assigned.unknown	35_2

CUST_11107_PI403524517	2	-0.037955284	-0.3183956	0.19095135	0.037956238	0.07494736	-0.17625618	35_3140	"Cluster: Putative carnitine/acylcarnitine translocase; n=2; Oryza sativa|Rep: Putative carnitine/acylcarnitine translocase - Oryza sativa (Rice)"	UniRef90_Q9AYL2	"CHR5V7|COORD:19006006..19007037| BOU (A BOUT DE SOUFFLE); binding"	AT5G46800.1	CHR10V5|COORD:22450615..22445264|protein mitochondrial carnitine/acylcarnitine carrier-like protein, putative, expressed	LOC_Os10g42299.3	" no descriptionmoderately similar to ( 390)AT5G46800| Symbols: BOU | BOU (A BOUT DE SOUFFLE); binding | chr5:19006006-19007037 REVERSEvery weakly similar to (63.5)ADT1_MAIZEADP,ATP carrier protein 1, mitochondrial precursor - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Mito_carr "	transport.metabolite transporters at the mitochondrial membrane	34_9

CUST_103429_PI403524517	2	0.36301422	-2.2337885	-0.23516798	-0.16542721	1.1136255	0.16542768	35_29496	"Cluster: Os05g0279900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0279900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DJH3	CHR1V7|COORD:17770590..17773294| glycoside hydrolase family 28 protein / polygalacturonase (pectinase) family protein	AT1G48100.1	CHR05V5|COORD:11679055..11682254|protein polygalacturonase precursor, putative, expressed	LOC_Os05g20020.1	no descriptionweakly similar to ( 143)AT1G48100| Symbols:  | glycoside hydrolase family 28 protein / polygalacturonase (pectinase) family protein | chr1:17770590-17773294 FORWARDvery weakly similar to (55.8)PGLR_ACTCHPolygalacturonase precursor - Actinidia chinensis (Kiwi) (Yangtao)Glyco_hydro_28	cell wall.degradation.pectate lyases and polygalacturonases	10_6_3

CUST_2052_PI399408534	2	0.0605855	0.098536015	-0.0605855	-0.3993373	0.079773426	-0.22032642	35_7414	"Cluster: Os11g0309000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os11g0309000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IT47	CHR3V7|COORD:19103986..19108121| phosphoinositide phosphatase family protein	AT3G51460.1	CHR11V5|COORD:11779422..11763776|protein recessive suppressor of secretory defect, putative, expressed	LOC_Os11g20384.1	no descriptionmoderately similar to ( 244)AT3G51460| Symbols:  | phosphoinositide phosphatase family protein | chr3:19103986-19108121 FORWARDnot assigned not assigned Syja_N COG5329	signalling.phosphinositides	30_4

CUST_3044_PI399408534	2	-0.12100792	0.07238579	0.11585045	0.119280815	-0.13146877	-0.07238579	35_28481	Rep: Calcium dependent protein kinase - Zea mays (Maize)	UniRef90_O04417	"CHR4V7|COORD:16802441..16804633| CPK5 (CALMODULIN-DOMAIN PROTEIN KINASE 5); calcium- and calmodulin-dependent protein kinase/ kinase"	AT4G35310.1	CHR02V5|COORD:28080731..28086282|protein calcium-dependent protein kinase, isoform AK1, putative, expressed	LOC_Os02g46090.1	"no descriptionmoderately similar to ( 201)AT4G35310| Symbols: CPK5 | CPK5 (CALMODULIN-DOMAIN PROTEIN KINASE 5); calcium- and calmodulin-dependent protein kinase/ kinase | chr4:16802441-16804633 FORWARDweakly similar to ( 185)CDPK3_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc Pkinase S_TKc SPS1"	signalling.calcium	30_3

CUST_6250_PI403524517	2	-0.27885962	0.33617496	0.060665607	0.4026389	-0.37171745	-0.06066513	35_1732	"Cluster: Monoglyceride lipase isoform 2-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Monoglyceride lipase isoform 2-like - Oryza sativa (japonica cult"	UniRef90_Q4VWY7	CHR5V7|COORD:3745070..3746817| hydrolase, alpha/beta fold family protein	AT5G11650.1	CHR01V5|COORD:5391216..5386541|protein monoglyceride lipase, putative, expressed	LOC_Os01g10250.2	 no descriptionmoderately similar to ( 251)AT5G11650| Symbols:  | hydrolase, alpha/beta fold family protein | chr5:3745070-3746817 FORWARDnot assigned PldB 	not assigned.no ontology	35_1

CUST_4240_PI403524517	2	0.10040665	-0.09727001	-0.09872341	-0.07545376	0.07545471	0.08218193	35_1172	"Cluster: 40S ribosomal protein S29, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: 40S ribosomal protein S29,"	UniRef90_Q2QQ34	CHR4|COORD:16233214..16234201| 40S ribosomal protein S29 (RPS29C)	AT4G33865.1	CHR12V5|COORD:19508196..19512603|protein 40S ribosomal protein S29, putative, expressed	LOC_Os12g32380.1	no descriptionvery weakly similar to (72.0)AT4G33865| Symbols:  | 40S ribosomal protein S29 (RPS29C) | chr4:16233400-16234119 REVERSEnot assigned rps14P	protein.synthesis.misc ribososomal protein	29_2_2

CUST_168179_PI403524517	2	-0.020895958	0.48264217	0.031377792	-0.0870285	0.020895958	-0.17664528	35_46836	"Cluster: Chloroplast inositol phosphatase-like protein; n=2; Triticum aestivum|Rep: Chloroplast inositol phosphatase-like protein - Triticum aestivum (Wheat)"	UniRef90_Q5XUV3	CHR2V7|COORD:8994864..8996266| PSB29 (THYLAKOID FORMATION1)	AT2G20890.1	CHR07V5|COORD:22321480..22317313|protein chloroplast-localized Ptr ToxA-binding protein1, putative, expressed	LOC_Os07g37250.1	 no descriptionvery weakly similar to (87.0)AT2G20890| Symbols: THF1, PSB29 | PSB29 (THYLAKOID FORMATION1) | chr2:8994864-8996266 FORWARDweakly similar to ( 129)THF1_ORYSA	protein.targeting	29_3

CUST_79554_PI403524517	2	0.12673473	0.17551613	-0.06232643	0.03894806	-0.082099915	-0.038947105	35_22818	Rep: CsAtPR5 - Aegilops tauschii (Tausch's goatgrass) (Aegilops squarrosa)	UniRef90_Q8LK50	0	0	CHR12V5|COORD:21255727..21259333|protein expressed protein	LOC_Os12g34980.1	no description	not assigned.unknown	35_2

CUST_52233_PI403524517	2	0.18122673	-0.59724236	-0.43894577	0.08028889	-0.052933693	0.05293274	35_14886	Rep: HvB12D protein - Hordeum vulgare (Barley)	UniRef90_Q40019	CHR3V7|COORD:17789456..17790284| senescence-associated protein, putative	AT3G48140.1	CHR06V5|COORD:7592328..7590593|protein B12D protein, expressed	LOC_Os06g13680.1	 no descriptionvery weakly similar to (67.4)AT3G48140| Symbols:  | senescence-associated protein, putative | chr3:17789456-17790284 FORWARDB12D 	development.unspecified	33_99

CUST_181401_PI403524517	2	0.124575615	-0.04796219	-0.0011882782	-0.13197517	0.019809723	0.0011882782	35_50440	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_36329_PI403524517	2	-0.017988682	0.5663724	0.20191097	-0.27271795	0.017988205	-0.07740307	35_10478	"Cluster: Hypothetical protein P0510F03.20; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0510F03.20 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5VRX6	0	0	CHR01V5|COORD:4530843..4537018|protein expressed protein	LOC_Os01g09020.1	no description	not assigned.unknown	35_2

CUST_17815_PI404877155	2	-0.17628098	0.68628025	0.011985779	-0.0119867325	-0.44396782	0.15492344	HV14C20u_x_at	0	0	proline-rich family protein	At4g19200.1	protein expressed protein	Os05g02780	"0.2_HMGI_Y T01851; glycine-rich protein"	RNA.regulation of transcription	27_3

CUST_1400_PI403524517	2	0.36850834	-0.08841038	0.104148865	-0.025283813	0.02528286	-0.13397598	35_370	"Cluster: Elongation factor 2; n=17; Magnoliophyta|Rep: Elongation factor 2 - Beta vulgaris (Sugar beet)"	UniRef90_O23755	"CHR1V7|COORD:20971910..20974742| LOS1 (Low expression of osmotically responsive genes 1); translation elongation factor/ translation factor, nucleic acid bindin"	AT1G56070.1	CHR04V5|COORD:1080427..1085754|protein elongation factor 2, putative, expressed	LOC_Os04g02820.3	" no descriptionmoderately similar to ( 432)AT1G56070| Symbols: AT1G56075.1, LOS1 | LOS1 (Low expression of osmotically responsive genes 1); translation elongation factor/ translation factor, nucleic acid binding | chr1:20971910-20974742 REVERSEmoderately similar to ( 431)EF2_BETVUElongation factor 2 - Beta vulgaris (Sugar beet)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned EF2 PRK07560 FusA Snu114p GTP_EFTU GTP_translation_factor TypA_BipA PRK05433 LepA LepA TypA EF-G PRK12740 PRK12739 PRK00007 TetM_like PRK10218 EF-G_bact RF3 PrfC prfC PRK12317 SelB_euk SelB TufB IF2_eIF5B SelB EF1_alpha TEF1 EF_Tu infB PRK04000 PRK12736 InfB tufA GCD11 CysN_ATPS PRK12735 PRK04004 PRK10512 PRK00049 eIF2_gamma infB "	protein.synthesis.elongation	29_2_4

CUST_4620_PI403524517	2	0.31073666	2.15242	-0.31073666	-0.76183605	-0.8381958	0.34848976	35_1275	"Cluster: Ubiquitin-conjugating enzyme E2-23 kDa; n=1; Triticum aestivum|Rep: Ubiquitin-conjugating enzyme E2-23 kDa - Triticum aestivum (Wheat)"	UniRef90_P16577	"CHR1V7|COORD:23671551..23672666| UBC5 (ubiquitin-conjugating enzyme 37); ubiquitin-protein ligase"	AT1G63800.1	CHR10V5|COORD:15851407..15855642|protein ubiquitin-conjugating enzyme E2-21 kDa 1, putative, expressed	LOC_Os10g31000.1	"no descriptionmoderately similar to ( 275)AT1G63800| Symbols: UBC5 | UBC5 (ubiquitin-conjugating enzyme 37); ubiquitin-protein ligase | chr1:23671551-23672666 REVERSEmoderately similar to ( 317)UBC4_WHEATUbiquitin-conjugating enzyme E2-23 kDa - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned UQ_con COG5078 UBCc UBCc"	protein.degradation.ubiquitin.E2	29_5_11_3

CUST_7863_PI403524517	2	0.116719246	0.09987354	-0.04748535	0.013748169	-0.013748169	-0.044997215	35_2189	"Cluster: Metalloenzyme superfamily protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Metalloenzyme superfamily protein, expressed - Oryza sat"	UniRef90_Q2QPB6	CHR3V7|COORD:12594074..12595880| 2,3-biphosphoglycerate-independent phosphoglycerate mutase-related / phosphoglyceromutase-related	AT3G30841.1	CHR12V5|COORD:21294199..21291319|protein 2,3-bisphosphoglycerate-independent phosphoglycerate mutase, putative, expressed	LOC_Os12g35040.1	 no descriptionhighly similar to ( 704)AT3G30841| Symbols:  | 2,3-biphosphoglycerate-independent phosphoglycerate mutase-related / phosphoglyceromutase-related | chr3:12594074-12595880 FORWARDnot assigned COG3635 PRK04024 PRK04135 PRK04200 Metalloenzyme 	glycolysis.phosphoglycerate mutase	4_11

CUST_157147_PI403524517	2	0.009780884	0.45082903	-0.009780407	-0.1184535	0.7077923	-0.74566364	35_43887	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_154922_PI403524517	2	0.27347755	-0.00896883	0.2003932	-0.044364452	0.00896883	-0.054041386	35_43281	"Cluster: Putative L-aspartate oxidase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative L-aspartate oxidase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z836	"CHR5V7|COORD:4769136..4772015| AO (L-ASPARTATE OXIDASE); L-aspartate oxidase"	AT5G14760.1	CHR02V5|COORD:1821855..1826394|protein L-aspartate oxidase 1, putative, expressed	LOC_Os02g04170.3	"no descriptionweakly similar to ( 137)AT5G14760| Symbols: AO | AO (L-ASPARTATE OXIDASE); L-aspartate oxidase | chr5:4769136-4772015 FORWARDnot assigned PRK09077 NadB PRK07395 PRK06175 PRK07512 PRK07804 sdhA PRK08071 sdhA sdhA sdhA sdhA"	amino acid metabolism.degredation.central amino acid metabolism.aspartate	13_2_1_2

CUST_78550_PI403524517	2	-0.07855797	0.17954445	-0.09413719	-0.018813133	0.020859718	0.01881218	35_22521	"Cluster: Os05g0537300 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0537300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DGE1	"CHR1V7|COORD:20375316..20383412| XIE (Myosin-like protein XIE); motor/ protein binding"	AT1G54560.1	CHR01V5|COORD:29982438..29979427|protein XIE, putative, expressed	LOC_Os01g51630.1	" no descriptionmoderately similar to ( 374)AT5G20490| Symbols: ATXIK, XIK | XIK (Myosin-like protein XIK); motor/ protein binding | chr5:6927066-6936827 REVERSEDIL "	cell.organisation	31_1

CUST_34141_PI403524517	2	-0.028468132	-0.64398	0.32802105	-0.037938118	0.028468132	0.13624287	35_9841	"Cluster: CIPK-like protein 1, putative, expressed; n=5; Poaceae|Rep: CIPK-like protein 1, putative, expressed - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2RAX3	"CHR2V7|COORD:11522312..11525504| CIPK3 (CBL-INTERACTING PROTEIN KINASE 3); kinase"	AT2G26980.4	CHR12V5|COORD:1553888..1559308|protein CIPK-like protein 1, putative, expressed	LOC_Os12g03810.2	" no descriptionmoderately similar to ( 219)AT2G26980| Symbols: SnRK3.17, CIPK3 | CIPK3 (CBL-INTERACTING PROTEIN KINASE 3); kinase | chr2:11522536-11525283 REVERSEmoderately similar to ( 216)CIPK1_ORYSANAF "	protein.postranslational modification	29_4

CUST_3151_PI399408534	2	0.050224304	0.22867203	-0.050224304	-0.139647	-0.3817625	0.06575966	35_28471	"Cluster: Hypothetical protein At5g55040; n=2; Arabidopsis thaliana|Rep: Hypothetical protein At5g55040 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q8VY17	"CHR5V7|COORD:22344953..22347072| similar to DNA-binding bromodomain-containing protein [Arabidopsis thaliana] (TAIR:AT1G20670.1); similar to Hypothetical protei"	AT5G55030.1	CHR09V5|COORD:21757050..21751268|protein DNA binding protein, putative, expressed	LOC_Os09g37760.1	"no descriptionweakly similar to ( 124)AT5G55030| Symbols:  | similar to DNA-binding bromodomain-containing protein [Arabidopsis thaliana] (TAIR:AT1G20670.1); similar to Hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:AAM22713.1); similar to Os03g0130800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001048857.1); similar to Os09g0550000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001063862.1) | chr5:22344953-22347072 REVERSE"	RNA.regulation of transcription.Bromodomain proteins	27_3_42

CUST_50721_PI403524517	2	0.019966125	0.29548454	0.010149002	-0.016019821	-0.07361221	-0.010147095	35_14473	Rep: SKP1/ASK1-like protein - Triticum aestivum (Wheat)	UniRef90_Q7XYF8	"CHR5V7|COORD:16871723..16872744| ASK2 (ARABIDOPSIS SKP1-LIKE 2); ubiquitin-protein ligase"	AT5G42190.1	CHR11V5|COORD:14959191..14962095|protein SKP1-like protein 1A, putative, expressed	LOC_Os11g26910.1	" no descriptionmoderately similar to ( 206)AT5G42190| Symbols: SKP1B, ASK2 | ASK2 (ARABIDOPSIS SKP1-LIKE 2); ubiquitin-protein ligase | chr5:16871723-16872744 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned SKP1 Skp1 Skp1 Skp1_POZ PRK07764 DUF566 "	protein.degradation.ubiquitin.E3.SCF.SKP	29_5_11_4_3_1

CUST_29019_PI399408534	2	-0.28888035	0.28223896	0.13012695	0.027590752	-0.027589798	-0.15803432	35_27081	"Cluster: Putative receptor-like protein kinase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative receptor-like protein kinase - Oryza sativa (japonica"	UniRef90_Q7XZX3	CHR2V7|COORD:7046764..7050015| leucine-rich repeat transmembrane protein kinase, putative	AT2G16250.1	CHR03V5|COORD:31987355..31982784|protein wound and phytochrome signaling involved receptor like kinase, putative, expressed	LOC_Os03g56250.1	 no descriptionvery weakly similar to (75.9)AT2G16250| Symbols:  | leucine-rich repeat transmembrane protein kinase, putative | chr2:7046764-7050015 REVERSE	signalling.receptor kinases.leucine rich repeat XIV	30_2_14

CUST_34003_PI403524517	2	0.43016338	0.6179471	-0.014079571	-0.52633286	-0.778327	0.014079094	35_9803	Rep: NDX1 homeobox protein - Lotus japonicus	UniRef90_Q9ZRY4	CHR4V7|COORD:1366495..1370937| similar to NDX1 homeobox protein [Lotus japonicus] (GB:CAA09791.1)	AT4G03090.1	CHR07V5|COORD:14379624..14376887|protein transposon protein, putative, CACTA, En/Spm sub-class	LOC_Os07g25160.1	no descriptionvery weakly similar to (75.5)AT4G03090| Symbols:  | similar to NDX1 homeobox protein [Lotus japonicus] (GB:CAA09791.1) | chr4:1366495-1370937 REVERSE	not assigned.unknown	35_2

CUST_132292_PI403524517	2	0.034942627	0.16592121	2.2220612E-4	-0.11095047	-2.2220612E-4	-0.053562164	35_37152	Rep: Putative gamma-adaptin 1 - Oryza sativa (Rice)	UniRef90_Q948F4	CHR1V7|COORD:22146609..22152961| clathrin binding	AT1G60070.1	CHR02V5|COORD:34338160..34330503|protein AP-1 complex subunit gamma-1, putative, expressed	LOC_Os02g56110.2	no descriptionweakly similar to ( 156)AT1G60070| Symbols:  | clathrin binding | chr1:22146609-22152961 REVERSEnot assigned not assigned not assigned Adaptin_N	cell. vesicle transport	31_4

CUST_133468_PI403524517	2	-0.037887573	0.109324455	0.037887573	-0.3725748	0.037887573	-0.30945015	35_37468	"Cluster: Putative cell division control protein CDC91; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative cell division control protein CDC91 - Oryza sat"	UniRef90_Q6ZGZ4	CHR1V7|COORD:23408535..23411422| cell division cycle protein-related	AT1G63110.1	CHR02V5|COORD:28251039..28246636|protein GPI transamidase subunit PIG-U family protein, expressed	LOC_Os02g46350.2	no descriptionweakly similar to ( 167)AT1G63110| Symbols:  | cell division cycle protein-related | chr1:23408810-23411422 FORWARDnot assigned	cell.division	31_2

CUST_20853_PI399408534	2	-0.0175848	0.013333321	-0.013333321	-0.09904289	0.04673958	0.1292963	35_3636	"Cluster: Os08g0451400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os08g0451400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J5A5	CHR3V7|COORD:15221020..15225428| ARID/BRIGHT DNA-binding domain-containing protein	AT3G43240.1	CHR09V5|COORD:15942745..15935943|protein DNA binding protein, putative, expressed	LOC_Os09g26390.1	no descriptionmoderately similar to ( 303)AT3G43240| Symbols:  | ARID/BRIGHT DNA-binding domain-containing protein | chr3:15221020-15225428 REVERSE	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_165678_PI403524517	2	-0.3057952	0.2702632	0.048139095	0.16802263	-0.13615465	-0.04813862	35_46165	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_18355_PI403524517	2	0.02725172	0.31429338	-0.02725172	-0.19412565	-0.32363653	0.028278828	35_5306	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_32617_PI403524517	2	0.17046738	-0.009549141	0.075977325	-0.09018135	0.0050001144	-0.005001068	35_9404	Rep: OSIGBa0130B08.1 protein - Oryza sativa (Rice)	UniRef90_Q01IU9	CHR1V7|COORD:11399903..11405702| actin binding	AT1G31810.1	CHR04V5|COORD:24302536..24295837|protein nucleotide-sugar transporter/ sugar porter, putative, expressed	LOC_Os04g41320.1	no description	not assigned.unknown	35_2

CUST_27835_PI399408534	2	0.16395569	0.111507416	-0.06432915	-0.08946419	0.055345535	-0.05534458	35_6009	"Cluster: Putative glucose inhibited division protein A; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative glucose inhibited division protein A - Oryza s"	UniRef90_Q5JN40	CHR2V7|COORD:5600352..5605378| glucose-inhibited division family A protein	AT2G13440.1	CHR01V5|COORD:42662602..42656094|protein tRNA uridine 5-carboxymethylaminomethyl modification enzyme gidA, putative, expressed	LOC_Os01g72980.2	no descriptionmoderately similar to ( 353)AT2G13440| Symbols:  | glucose-inhibited division family A protein | chr2:5600352-5605378 REVERSEnot assigned PRK05192 GidA	signalling.in sugar and nutrient physiology	30_1

CUST_67820_PI403524517	2	0.28826618	0.26635647	0.05909729	-0.05909729	-0.72367334	-0.11950827	35_19374	Rep: Respiratory burst oxidase protein B - Oryza sativa (indica cultivar-group)	UniRef90_Q6J2K5	CHR5V7|COORD:20774710..20779401| RHD2 (ROOT HAIR DEFECTIVE 2)	AT5G51060.1	CHR01V5|COORD:14610418..14603777|protein respiratory burst oxidase 2, putative, expressed	LOC_Os01g25820.1	 no descriptionweakly similar to ( 151)AT5G51060| Symbols: ATRBOHC, RBOHC, RHD2 | RHD2 (ROOT HAIR DEFECTIVE 2) | chr5:20774710-20779401 REVERSENADPH_Ox 	stress.biotic.respiratory burst	20_1_1

CUST_74102_PI403524517	2	0.019550323	0.053515434	-0.019551277	-0.10853195	-0.049776077	0.025220871	35_21252	"Cluster: Hypothetical protein OSJNBa0025P09.13; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0025P09.13 - Oryza sativa (japonica"	UniRef90_Q6I5P8	"CHR5|COORD:24872887..24876453| copine BONZAI1 (BON1), nearly identical to BONZAI1 (Arabidopsis thaliana) GI:15487382; contains Pfam profile PF00168: C2 domain"	AT5G61900.3	CHR05V5|COORD:17902144..17908770|protein copine-8, putative, expressed	LOC_Os05g30970.1	" no descriptionmoderately similar to ( 288)AT5G61900| Symbols: CPN1, BON, BON1 | BON1 (BONZAI1); calcium-dependent phospholipid binding | chr5:24873134-24876376 REVERSEnot assigned vWA_copine_like Copine "	not assigned.no ontology	35_1

CUST_12019_PI399408534	2	0.18102074	0.64043	0.21544743	-0.35166645	-0.21678352	-0.18102026	35_49454	"Cluster: Myb-family transcription factor-like protein; n=2; Oryza sativa|Rep: Myb-family transcription factor-like protein - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6ZI39	CHR1V7|COORD:3141121..3144234| DNA binding	AT1G09710.1	CHR02V5|COORD:20761750..20757456|protein myb-like DNA-binding domain containing protein, expressed	LOC_Os02g34630.1	no descriptionvery weakly similar to (73.6)AT1G09710| Symbols:  | DNA binding | chr1:3141121-3144234 FORWARDnot assigned	RNA.regulation of transcription.MYB domain transcription factor family	27_3_25

CUST_29076_PI403524517	2	0.10991478	0.3219223	0.09319162	-0.14619017	-0.09319115	-0.35847473	35_8400	"Cluster: Hypothetical protein OSJNBa0006O15.43-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0006O15.43-1 - Oryza sativa (japon"	UniRef90_Q6YY65	"CHR5V7|COORD:4077920..4082064| similar to unnamed protein product [Ostreococcus tauri] (GB:CAL53992.1); similar to Os02g0591600 [Oryza sativa (japonica"	AT5G12920.1	CHR02V5|COORD:22874372..22866244|protein expressed protein	LOC_Os02g37856.1	"no descriptionweakly similar to ( 147)AT5G12920| Symbols:  | similar to unnamed protein product [Ostreococcus tauri] (GB:CAL53992.1); similar to Os02g0591600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001047287.1); contains InterPro domain WD40-like; (InterPro:IPR011046) | chr5:4077920-4082064 REVERSE"	not assigned.unknown	35_2

CUST_46430_PI403524517	2	0.0015487671	-0.0015487671	-0.061520576	0.03456974	-0.24805546	0.048274994	35_13295	Rep: Hypothetical protein orf194 - Oryza sativa (indica cultivar-group)	UniRef90_Q2F987	0	0	0	0	no description	not assigned.unknown	35_2

CUST_77446_PI403524517	2	0.11503315	-0.009949684	0.10273075	-0.028182983	0.009950638	-0.035883904	35_22193	"Cluster: Os01g0617700 protein; n=4; Oryza sativa (japonica cultivar-group)|Rep: Os01g0617700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JL80	0	0	CHR01V5|COORD:24886177..24895511|protein CENP-C1, putative, expressed	LOC_Os01g43050.1	no description	not assigned.unknown	35_2

CUST_88264_PI403524517	2	0.42132807	0.019932747	0.27497578	-0.019932747	-1.1193435	-0.022374153	35_25269	"Cluster: Putative external rotenone-insensitive NADPH dehydrogenase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative external"	UniRef90_Q655G1	"CHR2V7|COORD:8960333..8962780| NDB4 (NAD(P)H DEHYDROGENASE B4); NADH dehydrogenase"	AT2G20800.1	CHR06V5|COORD:28507824..28503140|protein expressed protein	LOC_Os06g47000.3	"no descriptionvery weakly similar to (94.4)AT2G20800| Symbols: NDB4 | NDB4 (NAD(P)H DEHYDROGENASE B4); NADH dehydrogenase | chr2:8960333-8962780 REVERSEnot assigned"	mitochondrial electron transport / ATP synthesis.NADH-DH.type II.external	9_2_2

CUST_50770_PI403524517	2	0.30579853	0.41349697	-0.027846336	-0.23134422	0.027845383	-0.536252	35_14485	Rep: Sucrose synthase 1 - Oryza sativa (Rice)	UniRef90_P30298	"CHR4V7|COORD:995166..998719| SUS3; UDP-glycosyltransferase/ sucrose synthase/ transferase, transferring glycosyl groups"	AT4G02280.1	CHR06V5|COORD:4803247..4795287|protein sucrose synthase 1, putative, expressed	LOC_Os06g09450.8	" no descriptionweakly similar to ( 156)AT4G02280| Symbols: SUS3 | SUS3; UDP-glycosyltransferase/ sucrose synthase/ transferase, transferring glycosyl groups | chr4:995166-998719 FORWARDmoderately similar to ( 258)SUS1_HORVUSucrose synthase 1 - Hordeum vulgare (Barley)Sucrose_synth "	major CHO metabolism.degradation.sucrose.Susy	2_2_1_5

CUST_57343_PI403524517	2	0.18684673	-0.33046627	-0.071315765	0.069812775	0.006303787	-0.006303787	35_16353	"Cluster: Os05g0103500 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0103500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DLG4	"CHR4V7|COORD:7321490..7322002| similar to Os05g0103500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001054395.1); contains InterPro domain CHCH;"	AT4G12340.1	CHR05V5|COORD:175384..173739|protein CHCH domain containing protein, expressed	LOC_Os05g01300.1	"no descriptionweakly similar to ( 105)AT4G12340| Symbols:  | similar to Os05g0103500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001054395.1); contains InterPro domain CHCH; (InterPro:IPR010625) | chr4:7321490-7322002 REVERSEnot assigned"	not assigned.unknown	35_2

CUST_15577_PI404877155	2	-0.18304539	-0.8948951	0.06889105	0.30308676	0.2975912	-0.06889105	Contig9422_at	putative MRP-like ABC transporter [Oryza sativa (japonica cultivar-group)] emb|CAD59601.1| MRP-like ABC transporter [Oryza sativa (japonica	NP_916475.1	ABC transporter family protein	At3g13080.1	protein ABC transporter, putative	Os01g07870	NONE	transport.ABC transporters and multidrug resistance systems	34_16

CUST_52393_PI403524517	2	0.17048931	-0.8886919	-0.1055212	0.08266163	-0.07527542	0.07527542	35_14930	Rep: 60S ribosomal protein L9 - Oryza sativa (Rice)	UniRef90_P49210	CHR1V7|COORD:12023340..12024482| 60S ribosomal protein L9 (RPL90A/C)	AT1G33140.1	CHR09V5|COORD:18753232..18750895|protein 60S ribosomal protein L9, putative, expressed	LOC_Os09g31180.1	no descriptionmoderately similar to ( 300)AT1G33140| Symbols:  | 60S ribosomal protein L9 (RPL90A/C) | chr1:12023340-12024482 FORWARDmoderately similar to ( 334)RL9_ORYSAnot assigned not assigned rpl6p RplF Ribosomal_L6 rplF	protein.synthesis.misc ribososomal protein	29_2_2

CUST_167129_PI403524517	2	0.058657646	-0.12130165	-0.058657646	0.10177708	0.12150097	-0.058657646	35_46552	"Cluster: Glucan endo-1,3-beta-glucosidase 7, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Glucan endo-1,3-beta-glucosidase 7, putative,"	UniRef90_Q10PN7	CHR4V7|COORD:16481964..16483992| glycosyl hydrolase family 17 protein	AT4G34480.1	CHR03V5|COORD:6689462..6684933|protein glucan endo-1,3-beta-glucosidase 7 precursor, putative, expressed	LOC_Os03g12620.2	no descriptionGlyco_hydro_17	not assigned.unknown	35_2

CUST_138651_PI403524517	2	-1.1980557	-0.713294	0.8498297	0.36201096	0.09450817	-0.09450817	35_38889	0	0	"CHR1V7|COORD:23115483..23118958| LRX2 (LEUCINE-RICH REPEAT/EXTENSIN 2); protein binding / structural constituent of cell wall"	AT1G62440.1	CHR03V5|COORD:35835736..35834630|protein expressed in cucumber hypocotyls, putative, expressed	LOC_Os03g63540.1	no description	not assigned.unknown	35_2

CUST_10687_PI404877155	2	-0.17407894	0.25092506	0.01909256	-0.1365099	0.087991714	-0.01909256	Contig4392_at	putative aldose 1-epimerase - like protein [Oryza sativa (japonica cultivar-group)] gb|AAP52198.1| putative aldose 1-epimerase - like protei	NP_919911.1	aldose 1-epimerase family protein	At3g17940.1	protein Aldose 1-epimerase	Os10g06720	Putative aldose 1-epimerase - like protein	minor CHO metabolism.others	3_5

CUST_18403_PI404877155	2	0.12005043	-0.112820625	0.16749	-0.28428936	-0.09058952	0.09058857	HVSMEh0085G19f_at	0	0	0	0	0	0	NONE	RNA.regulation of transcription.Nucleosome/chromatin assembly factor group	27_3_62

CUST_18530_PI399408534	2	0.05986643	0.16757965	-0.2403822	0.28006363	-0.4927435	-0.05986643	35_25262	"Cluster: Putative basic pentacysteine 4; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative basic pentacysteine 4 - Oryza sativa (japonica cultivar-group"	UniRef90_Q5VSA8	"CHR5V7|COORD:17018515..17019694| ATBPC6/BBR/BPC6/BPC6 (BASIC PENTACYSTEINE 6); DNA binding / transcription factor"	AT5G42520.1	CHR06V5|COORD:1639884..1635525|protein GAGA-binding transcriptional activator, putative, expressed	LOC_Os06g04010.2	 no descriptionvery weakly similar to (58.5)AT5G42520| Symbols: BPC6, BBR/BPC6, ATBPC6 | ATBPC6/BBR/BPC6/BPC6 (BASIC PENTACYSTEINE 6) | chr5:17018846-17019694 FORWARDDUF1004 	RNA.regulation of transcription	27_3

CUST_169838_PI403524517	2	0.43198872	0.25553703	0.05336857	-0.3517933	-0.10920906	-0.05336857	35_47307	"Cluster: Putative receptor-like protein kinase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative receptor-like protein kinase - Oryza sativa (japonica"	UniRef90_Q8RUT5	CHR3V7|COORD:20910382..20913369| leucine-rich repeat transmembrane protein kinase, putative	AT3G56370.1	CHR01V5|COORD:35412437..35408774|protein receptor-like protein kinase precursor, putative, expressed	LOC_Os01g60670.1	 no descriptionweakly similar to ( 140)AT5G01890| Symbols:  | leucine-rich repeat transmembrane protein kinase, putative | chr5:341658-344647 REVERSEvery weakly similar to (95.9)RPK1_IPONIReceptor-like protein kinase precursor - Ipomoea nil (Japanese morning glory) (Pharbitis nil)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG4886 	stress.biotic	20_1

CUST_17399_PI403524517	2	-0.2540207	0.100289345	0.10497141	0.043233395	-0.04323387	-0.58019495	35_5026	"Cluster: Hypothetical protein OSJNBb0094K03.15; n=3; Oryza sativa|Rep: Hypothetical protein OSJNBb0094K03.15 - Oryza sativa (Rice)"	UniRef90_Q9FW55	"CHR3|COORD:8734641..8741732| similar to expressed protein [Arabidopsis thaliana] (TAIR:At5g49900.1); similar to expressed protein [Arabidopsis thaliana]"	AT3G24180.2	CHR10V5|COORD:17263427..17255156|protein expressed protein	LOC_Os10g33420.1	"no descriptionweakly similar to ( 166)AT3G24180| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G49900.1); similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G33700.2); similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G10060.1); similar to unknown protein [Oryza sativa] (GB:AAL31035.1); similar to unknown protein [Oryza sativa] (GB:AAG16864.1); similar to At5g49900 [Oryza sativa (japonica cultivar-group)] (GB:AAX95400.1); contains InterPro domain Protein of unknown function DUF608; (InterPro:IPR006775) | chr3:8735018-8741154 REVERSEnot assigned DUF608"	not assigned.unknown	35_2

CUST_20477_PI403524517	2	0.31300592	0.47871256	0.03864956	-0.03864956	-0.19183302	-0.099568844	35_5942	Rep: H0102C09.5 protein - Oryza sativa (Rice)	UniRef90_Q25AL1	CHR1V7|COORD:904318..906012| phagocytosis and cell motility protein ELMO1-related	AT1G03620.1	CHR04V5|COORD:106159..110245|protein ELMO domain-containing protein 2, putative, expressed	LOC_Os04g01150.2	no descriptionmoderately similar to ( 290)AT1G03620| Symbols:  | phagocytosis and cell motility protein ELMO1-related | chr1:904318-906012 REVERSEnot assigned not assigned ELMO_CED12	not assigned.no ontology	35_1

CUST_134780_PI403524517	2	0.27678156	0.14115334	-0.008714199	0.008714199	-0.19355106	-0.4430437	35_37813	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_33606_PI403524517	2	0.68490744	0.16913557	-0.04628229	-0.13809347	-0.8981352	0.04628229	35_9686	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_79449_PI403524517	2	-0.019564629	0.31383133	0.019564629	-0.14873838	0.053920746	-0.27899837	35_22790	"Cluster: Hypothetical protein OJ1430_B02.6; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1430_B02.6 - Oryza sativa (japonica cultivar"	UniRef90_Q60EZ0	CHR1V7|COORD:3148019..3154238| Ulp1 protease family protein	AT1G09730.1	CHR05V5|COORD:6657522..6672025|protein cysteine-type peptidase, putative, expressed	LOC_Os05g11770.2	no descriptionmoderately similar to ( 367)AT1G09730| Symbols:  | Ulp1 protease family protein | chr1:3148019-3154238 REVERSEnot assigned not assigned not assigned ULP1 Peptidase_C48	protein.degradation.cysteine protease	29_5_3

CUST_148237_PI403524517	2	0.08744621	0.3051176	-0.08744621	-0.6919198	-0.81334686	0.7035003	35_41472	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_86001_PI403524517	2	-0.04505062	0.56642723	0.072630405	-0.14640522	0.045051098	-0.2587118	35_24630	"Cluster: Hypothetical protein P0605D08.11; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0605D08.11 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6ESG1	CHR3V7|COORD:20848712..20852520| bile acid:sodium symporter	AT3G56160.1	CHR02V5|COORD:19543855..19550635|protein bile acid sodium symporter, putative, expressed	LOC_Os02g32930.1	no descriptionweakly similar to ( 168)AT3G56160| Symbols:  | bile acid:sodium symporter | chr3:20848712-20852520 REVERSEnot assigned	not assigned.unknown	35_2

CUST_143220_PI403524517	2	0.3143201	0.1949811	-0.404881	-0.13128805	-0.056921482	0.056921482	35_40130	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_20571_PI403524517	2	0.019170761	0.44642353	-0.019171715	-0.0976429	-0.0758419	0.10456276	35_5968	"Cluster: Hypothetical protein OSJNBa0045M11.13; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0045M11.13 - Oryza sativa (japonica"	UniRef90_Q69LY2	"CHR5V7|COORD:16511788..16514197| ATGSTT3 (Arabidopsis thaliana Glutathione S-transferase (class theta) 3); glutathione transferase"	AT5G41220.1	CHR09V5|COORD:8972896..8968315|protein transposon protein, putative, Pong sub-class, expressed	LOC_Os09g14960.2	no description	not assigned.unknown	35_2

CUST_7784_PI403524517	2	0.039484978	0.862319	0.05910492	-0.26981735	-0.12902164	-0.03948593	35_2167	"Cluster: Putative membrane protein precursor; n=1; Emiliania huxleyi virus 86|Rep: Putative membrane protein precursor - Emiliania huxleyi virus 86"	UniRef90_Q4A2S6	CHR1V7|COORD:9039777..9042860| protein kinase	AT1G26150.1	CHR01V5|COORD:31804447..31800745|protein receptor protein kinase PERK1, putative, expressed	LOC_Os01g54700.1	no descriptionnot assigned not assigned not assigned not assigned not assigned Atrophin-1	not assigned.unknown	35_2

CUST_20381_PI399408534	2	-0.17572212	-0.63443756	0.46606016	0.1757226	0.897943	-0.4154911	35_20331	"Cluster: Hypothetical protein P0033D06.1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0033D06.1 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q65XU5	CHR5V7|COORD:16169529..16172266| protein kinase family protein	AT5G40380.1	CHR05V5|COORD:1730490..1733754|protein protein kinase, putative, expressed	LOC_Os05g03920.1	no descriptionmoderately similar to ( 220)AT5G40380| Symbols:  | protein kinase family protein | chr5:16169529-16172266 FORWARDweakly similar to ( 121)PSKR_DAUCAPhytosulfokine receptor precursor - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TyrKc Pkinase S_TKc PTKc S_TKc Pkinase_Tyr PTKc_Src_like PTKc_InsR_like PTKc_Srm_Brk PTKc_Tec_like PTKc_Jak_rpt2 PTKc_VEGFR PTKc_Ack_like PTKc_VEGFR3 PTKc_Frk_like PTKc_EGFR_like PTKc_PDGFR PTKc_Kit PTKc_VEGFR2 PTKc_RET PTKc_Lyn PTKc_InsR PTKc_Csk_like PTKc_FGFR SPS1 PTKc_Lck_Blk PTKc_CSF-1R PTKc_Tyk2_rpt2 PTKc_Met_Ron PTKc_Syk_like PTKc_IGF-1R PTKc_HER2 PTKc_Tec_Rlk PTKc_Hck PTKc_Itk PTKc_PDGFR_beta PTKc_Chk PTKc_Yes PTKc_EphR PTKc_Abl PTKc_Fyn_Yrk PTKc_Jak2_Jak3_rpt2 PTKc_Btk_Bmx PTKc_PDGFR_alpha PTKc_Musk PTKc_Fes_like PTKc_EphR_A2 PTKc_c-ros PTKc_Src PTKc_Trk PTK_Ryk PTKc_Tie PTKc_EGFR PTKc_Ror PTKc_EphR_B PTKc_EphR_A PTKc_FGFR3 PTKc_FGFR1 PTKc_Tie1 PTKc_Fes PTKc_FGFR4 PTK_CCK4 PTKc_ALK_LTK PTKc_HER4 PTKc_FAK PTKc_TrkA PTKc_Syk PTKc_Tie2 PTKc_Ror1 PTKc_FGFR2 PTKc_Fer PTK_HER3 PTKc_DDR PTKc_Zap-70 PTKc_Jak1_rpt2 PTKc_TrkB PTKc_Axl_like PTKc_Ror2 PTKc_TrkC PTKc_DDR2 PTKc_DDR_like PTKc_DDR1 PTKc_Csk PTKc_Axl	signalling.receptor kinases.DUF 26	30_2_17

CUST_30213_PI399408534	2	-0.52985954	-1.3928194	0.032411575	0.33075714	0.6820526	-0.03241062	35_627	Rep: IAA1 protein - Triticum aestivum (Wheat)	UniRef90_Q7XTK5	"CHR3V7|COORD:8194775..8196723| IAA7 (AUXIN RESISTANT 2); transcription factor"	AT3G23050.1	CHR03V5|COORD:30433699..30431072|protein OsIAA13 - Auxin-responsive Aux/IAA gene family member, expressed	LOC_Os03g53150.1	"no descriptionweakly similar to ( 180)AT3G04730| Symbols: IAA16 | IAA16 (indoleacetic acid-induced protein 16); transcription factor | chr3:1288999-1290421 REVERSEmoderately similar to ( 241)IAA13_ORYSAAUX_IAA"	hormone metabolism.auxin.induced-regulated-responsive-activated	17_2_3

CUST_104761_PI403524517	2	0.047712326	0.012181282	-0.03455162	-0.014266014	0.11016941	-0.012182236	35_29849	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q75IY5	CHR5V7|COORD:5156581..5157523| similar to hypothetical protein [Cleome spinosa] (GB:ABD96853.1)	AT5G15802.1	CHR03V5|COORD:17129122..17127395|protein expressed protein	LOC_Os03g30092.1	no descriptionvery weakly similar to (93.2)AT5G15802| Symbols:  | similar to hypothetical protein [Cleome spinosa] (GB:ABD96853.1) | chr5:5156581-5157523 REVERSE	not assigned.unknown	35_2

CUST_12258_PI403524517	2	0.28937626	-0.22161865	0.028327942	-0.028327942	-0.041502953	0.18955135	35_3489	"Cluster: Hypothetical protein B1370C05.31; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1370C05.31 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6YU79	CHR5V7|COORD:24645480..24646004| ankyrin repeat family protein	AT5G61230.1	CHR02V5|COORD:132948..135155|protein ankyrin-3, putative, expressed	LOC_Os02g01240.1	no descriptionweakly similar to ( 199)AT5G61230| Symbols:  | ankyrin repeat family protein | chr5:24645480-24646004 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned ANK Arp Ank	cell.organisation	31_1

CUST_21373_PI399408534	2	-0.05566311	0.5754175	-0.10763931	-0.05999279	0.4336853	0.055662155	35_17532	"Cluster: Ethylene responsive element binding factor3; n=3; Oryza sativa|Rep: Ethylene responsive element binding factor3 - Oryza sativa (Rice)"	UniRef90_Q9LRF3	"CHR3V7|COORD:5121479..5122147| ATERF-4/ATERF4/ERF4/RAP2.5 (ETHYLENE RESPONSIVE ELEMENT BINDING FACTOR 4); DNA binding / protein binding /"	AT3G15210.1	CHR01V5|COORD:34093827..34094932|protein ethylene-responsive transcription factor 4, putative, expressed	LOC_Os01g58420.1	" no descriptionvery weakly similar to (69.3)AT5G44210| Symbols: ERF9, ATERF9, ATERF-9 | ATERF-9/ATERF9/ERF9 (ERF domain protein 9); DNA binding / transcription factor/ transcriptional repressor | chr5:17823969-17824571 FORWARDvery weakly similar to (71.2)ERF4_TOBACEthylene-responsive transcription factor 4 - Nicotiana tabacum (Common tobacco)not assigned not assigned not assigned AP2 AP2 AP2 PRK12678 PRK12323 Tymo_45kd_70kd "	hormone metabolism.ethylene.signal transduction	17_5_2

CUST_81768_PI403524517	2	0.005153656	-0.82936287	-0.18369675	-0.0051546097	0.17901802	0.036559105	35_23454	Rep: Hypothetical protein - Sorghum bicolor (Sorghum) (Sorghum vulgare)	UniRef90_Q8W0S6	CHR3V7|COORD:2232766..2236919| EMB1974 (EMBRYO DEFECTIVE 1974)	AT3G07060.1	CHR08V5|COORD:1998883..1993833|protein expressed protein	LOC_Os08g04120.1	no descriptionweakly similar to ( 134)AT3G07060| Symbols: EMB1974 | EMB1974 (EMBRYO DEFECTIVE 1974) | chr3:2232766-2236919 FORWARD	development.unspecified	33_99

CUST_34176_PI403524517	2	0.26047802	0.0759182	-2.2320204	0.53810596	-1.0231123	-0.0759182	35_9853	Rep: H0510A06.17 protein - Oryza sativa (Rice)	UniRef90_Q25AK5	"CHR3V7|COORD:17919467..17921456| BT2 (BTB and TAZ domain protein 2); protein binding / transcription regulator"	AT3G48360.1	CHR04V5|COORD:23896823..23899121|protein protein binding protein, putative, expressed	LOC_Os04g40630.4	"no descriptionvery weakly similar to (89.7)AT3G48360| Symbols: BT2 | BT2 (BTB and TAZ domain protein 2); protein binding / transcription regulator | chr3:17919467-17921456 REVERSEnot assigned ZnF_TAZ"	protein.degradation.ubiquitin.E3.BTB/POZ Cullin3.BTB/POZ	29_5_11_4_5_2

CUST_10373_PI403524517	2	-0.0062761307	0.23590279	0.20194626	0.006275177	-0.07359886	-0.06791687	35_2926	"Cluster: Hypothetical protein OJ1214_E03.14; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1214_E03.14 - Oryza sativa (japonica cultiv"	UniRef90_Q6I605	CHR3V7|COORD:5111959..5115810| proteasome-related	AT3G15180.1	CHR05V5|COORD:27629080..27634497|protein expressed protein	LOC_Os05g48340.1	no descriptionmoderately similar to ( 395)AT3G15180| Symbols:  | proteasome-related | chr3:5111959-5115810 FORWARDnot assigned	protein.degradation.ubiquitin.proteasom	29_5_11_20

CUST_154937_PI403524517	2	0.0812664	0.27517223	0.024040222	-0.024039745	-0.032467365	-0.35390472	35_43285	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QN39	"CHR2V7|COORD:6393482..6394357| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G33890.2); similar to hypothetical protein MA4_8L21.20 [Musa"	AT2G14850.1	CHR12V5|COORD:24011648..24013572|protein expressed protein	LOC_Os12g39090.2	"no descriptionvery weakly similar to (84.3)AT2G14850| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G33890.2); similar to hypothetical protein MA4_8L21.20 [Musa acuminata] (GB:ABF70007.1) | chr2:6393482-6394357 FORWARD"	not assigned.unknown	35_2

CUST_60578_PI403524517	2	-0.17814827	-0.85738516	0.043516636	0.14877176	0.13423157	-0.043516636	35_17271	"Cluster: Os01g0658700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0658700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JKP9	CHR3V7|COORD:22810455..22812004| aldose 1-epimerase family protein	AT3G61610.1	CHR05V5|COORD:28258903..28261851|protein apospory-associated protein C, putative, expressed	LOC_Os05g49430.1	no descriptionmoderately similar to ( 463)AT3G61610| Symbols:  | aldose 1-epimerase family protein | chr3:22810455-22812004 FORWARDnot assigned COG0676 Aldose_epim GalM	minor CHO metabolism.others	3_5

CUST_139439_PI403524517	2	0.31691074	-0.015367031	0.20380116	-0.04406309	0.015366554	-0.027009487	35_39107	"Cluster: Hypothetical protein OSJNBa0079H23.4; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0079H23.4 - Oryza sativa (japonica cu"	UniRef90_Q6AUD8	"CHR3V7|COORD:6274314..6280180| EMB2454 (EMBRYO DEFECTIVE 2454); protein binding / zinc ion binding"	AT3G18290.1	CHR05V5|COORD:27294266..27298959|protein CHY zinc finger family protein, expressed	LOC_Os05g47780.2	"no descriptionmoderately similar to ( 330)AT3G18290| Symbols: EMB2454 | EMB2454 (EMBRYO DEFECTIVE 2454); protein binding / zinc ion binding | chr3:6274314-6280180 FORWARD"	not assigned.unknown	35_2

CUST_3758_PI404877155	2	0.057596207	0.12839317	-0.057596207	-0.17383766	-0.09573269	0.07514572	Contig14349_at	OSJNBb0048E02.13 [Oryza sativa (japonica cultivar-group)] ref|XP_472792.1| OSJNBb0048E02.13 [Oryza sativa (japonica cultivar-group)]	CAE04828.1	RNA-dependent RNA polymerase, putative	At4g11130.1	protein RNA dependent RNA polymerase, putative	Os01g34350	NONE	RNA.transcription	27_2

CUST_72131_PI403524517	2	0.12680912	0.0015888214	0.004593849	-0.08009815	-0.057725906	-0.0015888214	35_20676	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q75HA3	"CHR1|COORD:11193616..11196293| expressed protein, similar to expressed protein [Arabidopsis thaliana] (TAIR:At4g19645.2); similar to expressed protein"	AT1G31300.2	CHR03V5|COORD:26198429..26194914|protein transmembrane protein 56, putative, expressed	LOC_Os03g46410.1	" no descriptionweakly similar to ( 133)AT1G31300| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G19645.2); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD53332.1); similar to Os05g0511000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001056013.1); similar to Os03g0666700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001050848.1); contains InterPro domain TRAM, LAG1 and CLN8 homology; (InterPro:IPR006634); contains InterPro domain Protein of unknown function DUF887, TLC-like; (InterPro:IPR010283) | chr1:11194289-11195936 FORWARDnot assigned DUF887 TLC "	not assigned.unknown	35_2

CUST_3141_PI404877155	2	-0.19094181	-0.47083282	0.078769684	0.1573	0.3187809	-0.078769684	Contig13590_at	PHAVOLUTA-like HD-ZIPIII protein [Nicotiana sylvestris]	AAS66760.1	homeobox-leucine zipper family protein / lipid-binding START domain-containing protein	At1g52150.1	protein homeobox leucine-zipper protein, putative	Os03g43930	"ATHB15;CNA;ICU4;CORONA;INCURVATA 4;INCURVATA4;homeobox-leucine zipper family protein / lipid-binding START domain-containing protein, similar to to HD-zip transcription factor (athb-8) (GI:7270235) (Arabidopsis thaliana); contains Pfam profiles PF01852: S"	RNA.regulation of transcription.HB,Homeobox transcription factor family	27_3_22

CUST_84346_PI403524517	2	-0.014333725	0.3850441	0.013727188	-0.013728142	-0.10904884	0.05406189	35_24168	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_36206_PI403524517	2	-0.1516242	0.17341232	0.15162468	0.31273937	-0.44595146	-0.70898867	35_10438	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_3212_PI404877155	2	0.31972408	0.25854206	0.32582188	-0.25854206	-0.35782528	-0.72569656	Contig13680_s_at	sensory transduction histidine kinase-related [Arabidopsis thaliana] emb|CAC08246.1| histidine kinase-like protein [Arabidopsis thaliana]	NP_196633.1	sensory transduction histidine kinase-related	At5g10720.1	protein histidine kinase-like protein	Os06g44410	"sensory transduction histidine kinase-related, similar to Sensor protein rcsC (Capsular synthesis regulator component C) (SP:Q56128) {Salmonella typhi}; sensory transduction histidine kinase slr1759, Synechocystis sp., PIR:S75142"	hormone metabolism.cytokinin.signal transduction	17_4_2

CUST_132886_PI403524517	2	0.038368225	0.12825966	-0.079488754	-0.064538	0.106967926	-0.03836727	35_37315	"Cluster: FHA domain, putative; n=2; Oryza sativa (japonica cultivar-group)|Rep: FHA domain, putative - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53P84	CHR1V7|COORD:12536475..12541708| forkhead-associated domain-containing protein / FHA domain-containing protein	AT1G34355.1	CHR11V5|COORD:3508683..3502725|protein FHA domain containing protein, expressed	LOC_Os11g07050.1	no descriptionweakly similar to ( 124)AT1G34355| Symbols:  | forkhead-associated domain-containing protein / FHA domain-containing protein | chr1:12536475-12541708 FORWARD	not assigned.no ontology	35_1

CUST_2297_PI399408534	2	0.36118317	0.70617247	0.034147263	-0.08133173	-0.3713193	-0.034146786	35_11683	"Cluster: Os05g0126400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0126400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DL32	CHR3V7|COORD:19387607..19394078| myb family transcription factor	AT3G52250.1	CHR05V5|COORD:1485865..1479070|protein myb-like DNA-binding domain containing protein, expressed	LOC_Os05g03550.1	no descriptionvery weakly similar to (84.0)AT3G52250| Symbols:  | myb family transcription factor | chr3:19387607-19394078 FORWARD	RNA.regulation of transcription.MYB domain transcription factor family	27_3_25

CUST_142321_PI403524517	2	0.17563152	0.39121914	-0.004538536	-0.11730957	0.004538536	-0.118674755	35_39892	"Cluster: Putative LvsC; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative LvsC - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6H7S8	CHR1V7|COORD:21577371..21582530| WD-40 repeat family protein / beige-related	AT1G58230.1	CHR02V5|COORD:3369517..3362045|protein lipopolysaccharide-responsive and beige-like anchor protein, putative, expressed	LOC_Os02g06720.1	no descriptionmoderately similar to ( 269)AT1G58230| Symbols:  | WD-40 repeat family protein / beige-related | chr1:21577371-21582530 FORWARDnot assigned not assigned Beach	not assigned.no ontology	35_1

CUST_18001_PI404877155	2	0.09887171	-0.5913644	0.10329628	-0.098872185	-0.16945314	0.103533745	HVSMEb0006M02r2_x_at	0	0	0	0	0	0	MAP kinase-like protein	signalling.MAP kinases	30_6

CUST_79569_PI403524517	2	0.116784096	0.39280128	-0.026922226	-0.036374092	-0.017145157	0.01714611	35_22822	"Cluster: Hypothetical protein OJ1735_C10.6; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1735_C10.6 - Oryza sativa (japonica cultivar"	UniRef90_Q65XL2	"CHR1V7|COORD:23889815..23890650| similar to hypothetical protein asl4507 [Nostoc sp. PCC 7120] (GB:NP_488547.1); similar to Os05g0571400 [Oryza sativa"	AT1G64355.1	CHR05V5|COORD:28399633..28397649|protein expressed protein	LOC_Os05g49650.1	"no descriptionweakly similar to ( 187)AT1G64355| Symbols:  | similar to hypothetical protein Tery_1757 [Trichodesmium erythraeum IMS101] (GB:YP_721490.1); similar to Os05g0571400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001056374.1) | chr1:23889815-23890427 FORWARD"	not assigned.unknown	35_2

CUST_12381_PI404877155	2	0.03198433	1.0098953	-0.027846336	-0.27230644	-0.2137413	0.02784729	Contig6135_s_at	hexose transporter [Zea mays]	AAF74568.1	hexose transporter, putative	At5g16150.1	protein hexose transporter	Os01g04190	putative hexose transporter	major CHO metabolism.degradation.starch.transporter	2_2_2_06

CUST_36072_PI403524517	2	-0.14225674	0.014990807	0.14293957	-0.09915924	0.118639946	-0.01499176	35_10400	"Cluster: Putative peroxidase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative peroxidase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8W5H7	CHR3V7|COORD:18535298..18536595| peroxidase, putative	AT3G49960.1	CHR03V5|COORD:31469718..31472467|protein peroxidase 35 precursor, putative, expressed	LOC_Os03g55420.1	 no descriptionmoderately similar to ( 230)AT3G49960| Symbols:  | peroxidase, putative | chr3:18535298-18536595 REVERSEweakly similar to ( 151)PER1_ORYSAnot assigned not assigned secretory_peroxidase peroxidase plant_peroxidase ascorbate_peroxidase 	misc.peroxidases	26_12

CUST_35640_PI403524517	2	0.5755367	-0.04938507	0.04938507	-0.27266693	-0.3313141	0.32745266	35_10278	"Cluster: Hypothetical protein OJ1127_B08.7; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1127_B08.7 - Oryza sativa (japonica cultivar"	UniRef90_Q75L39	CHR3V7|COORD:23025308..23026783| transferase family protein	AT3G62160.1	CHR05V5|COORD:2121806..2128296|protein 3-N-debenzoyl-2-deoxytaxol N-benzoyltransferase, putative, expressed	LOC_Os05g04584.1	no descriptionvery weakly similar to (79.3)AT3G62160| Symbols:  | transferase family protein | chr3:23025308-23026783 REVERSETransferase	not assigned.no ontology	35_1

CUST_16506_PI403524517	2	0.060437202	-0.23524666	-0.09335804	-0.01039505	0.024947166	0.01039505	35_4767	"Cluster: Putative adenosylmethionine-8-amino-7-oxononanoate aminotransferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative"	UniRef90_Q6ZKV8	CHR5V7|COORD:23335819..23338765| BIO1 (BIOTIN AUXOTROPH 1)	AT5G57590.1	CHR08V5|COORD:8881798..8873567|protein BIO1, putative, expressed	LOC_Os08g14770.1	 no descriptionmoderately similar to ( 350)AT5G57590| Symbols: BIO1 | BIO1 (BIOTIN AUXOTROPH 1) | chr5:23335819-23338765 REVERSEvery weakly similar to (52.8)GSA_SOYBNGlutamate-1-semialdehyde 2,1-aminomutase, chloroplast precursor - Glycine max (Soybean)not assigned not assigned not assigned not assigned BioA PRK09044 PRK05964 PRK07030 PRK08466 PRK08742 PRK06916 PRK06943 PRK07894 PRK06173 Aminotran_3 PRK07986 PRK05630 PRK07481 ArgD PRK09221 GabT PRK07483 PRK07482 PRK06917 PRK07036 PRK07678 PRK06541 argD PRK07480 PRK08088 PRK06105 PRK05965 PRK06062 PRK11522 argD PRK06058 PRK06918 PRK12403 PRK03711 argD PRK08117 HemL PRK04260 PRK12381 rocD PRK07495 PRK00062 PRK02627 PRK05769 rocD PRK08555 PRK08297 PRK06942 PRK06149 PRK06082 PRK08593 argD PRK06938 PRK07323 argD PRK09792 PRK09264 PRK00615 	secondary metabolism.unspecified	16_99

CUST_97411_PI403524517	2	-0.20118618	-1.1882234	-1.1372623	0.33971882	0.20118618	0.3274231	35_27820	Rep: Beta-fructofuranosidase 1 precursor - Zea mays (Maize)	UniRef90_P49175	CHR1V7|COORD:23203614..23207180| beta-fructosidase (BFRUCT3) / beta-fructofuranosidase / invertase, vacuolar	AT1G62660.1	CHR04V5|COORD:26546120..26552814|protein beta-fructofuranosidase 1 precursor, putative, expressed	LOC_Os04g45290.1	 no descriptionweakly similar to ( 167)AT1G62660| Symbols:  | beta-fructosidase (BFRUCT3) / beta-fructofuranosidase / invertase, vacuolar | chr1:23203614-23207180 FORWARDmoderately similar to ( 214)INV1_MAIZEBeta-fructofuranosidase 1 precursor - Zea mays (Maize)not assigned Glyco_hydro_32C Glyco_32 	major CHO metabolism.degradation.sucrose.invertases.vacuolar	2_2_1_3_3

CUST_153166_PI403524517	2	0.20961905	0.26733303	-0.08699131	9.293556E-4	-0.5312438	-9.293556E-4	35_42805	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6F3B5	CHR5V7|COORD:5323380..5331348| binding	AT5G16280.1	CHR03V5|COORD:32618769..32630005|protein expressed protein	LOC_Os03g57300.2	no descriptionmoderately similar to ( 289)AT5G16280| Symbols:  | binding | chr5:5323380-5331348 REVERSEnot assigned	not assigned.unknown	35_2

CUST_167536_PI403524517	2	0.03376484	0.23701668	-0.033763885	-0.05412197	-0.20142365	0.13847733	35_46665	Rep: H0702G05.5 protein - Oryza sativa (Rice)	UniRef90_Q25AI8	CHR1V7|COORD:22496859..22500684| proline-rich family protein	AT1G61080.1	CHR11V5|COORD:3520063..3519331|protein conserved hypothetical protein	LOC_Os11g07070.1	no descriptionnot assigned cwf21	not assigned.unknown	35_2

CUST_171521_PI403524517	2	-0.07784748	0.04633236	0.04417801	-0.095318794	0.20244122	-0.04417801	35_47795	"Cluster: Os05g0520100 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0520100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DGP0	CHR3V7|COORD:5526599..5528112| mitotic phosphoprotein N' end (MPPN) family protein	AT3G16310.1	CHR05V5|COORD:25739599..25737511|protein MPPN domain containing protein, expressed	LOC_Os05g44380.1	no descriptionweakly similar to ( 122)AT3G16310| Symbols:  | mitotic phosphoprotein N' end (MPPN) family protein | chr3:5526599-5528112 REVERSEnot assigned MPPN	not assigned.no ontology	35_1

CUST_12403_PI403524517	2	-0.023104668	0.21976948	0.023103714	-0.13808823	-0.040917397	0.0938015	35_3534	"Cluster: Hypothetical protein P0711E10.3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0711E10.3 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q9S7V0	CHR2V7|COORD:19434781..19435909| peptidyl-prolyl cis-trans isomerase cyclophilin-type family protein	AT2G47320.1	CHR01V5|COORD:8443856..8441265|protein expressed protein	LOC_Os01g15029.1	no descriptionvery weakly similar to (52.8)AT2G47320| Symbols:  | peptidyl-prolyl cis-trans isomerase cyclophilin-type family protein | chr2:19434781-19435909 FORWARD	cell.cycle.peptidylprolyl isomerase	31_3_1

CUST_60988_PI403524517	2	-0.0074920654	0.02212143	0.0074920654	0.008113861	-0.08058357	-0.034169197	35_17393	Rep: Cinnamyl alcohol dehydrogenase - Lolium perenne (Perennial ryegrass)	UniRef90_Q8S411	CHR4V7|COORD:17855958..17857382| ELI3-2 (ELICITOR-ACTIVATED GENE 3)	AT4G37990.1	CHR10V5|COORD:14979907..14974506|protein mannitol dehydrogenase, putative, expressed	LOC_Os10g29470.1	no descriptionmoderately similar to ( 428)AT4G39330| Symbols:  | oxidoreductase/ zinc ion binding | chr4:18291262-18292734 FORWARDmoderately similar to ( 449)MTDH_MESCRProbable mannitol dehydrogenase - Mesembryanthemum crystallinum (Common ice plant)not assigned not assigned not assigned not assigned not assigned not assigned not assigned AdhP PRK09422 Tdh AdhC Qor ADH_N tdh ADH_zinc_N PRK10083 PRK10309 PRK09880	secondary metabolism.phenylpropanoids.lignin biosynthesis.CAD	16_2_1_10

CUST_4578_PI399408534	2	0.07816315	0.41897964	-0.078163624	-0.3132162	0.088235855	-0.3820796	35_12008	"Cluster: Os12g0611200 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os12g0611200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0ILZ4	CHR3V7|COORD:7887389..7889813| DEAD box RNA helicase, putative (RH9)	AT3G22310.1	CHR07V5|COORD:2229407..2223922|protein nucleolar RNA helicase 2, putative, expressed	LOC_Os07g05050.1	 no descriptionmoderately similar to ( 380)AT3G22330| Symbols:  | DEAD box RNA helicase, putative | chr3:7892648-7895152 FORWARDweakly similar to ( 185)RH7_SPIOLDEAD-box ATP-dependent RNA helicase 7 - Spinacia oleracea (Spinach)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned SrmB PRK11776 PRK11634 PRK04837 PRK11192 PRK10590 PRK01297 PRK04537 HELICc DEADc Helicase_C HELICc DEAD RecQ MPH1 SSL2 DEXDc DEXDc Lhr PRK11057 Mfd COG1205 RecG 	protein.synthesis.initiation	29_2_3

CUST_4711_PI403524517	2	0.06303978	0.22655106	-0.01677227	-0.06913948	-0.05746746	0.01677227	35_1300	Rep: RBX1-like protein - Petunia inflata	UniRef90_A0ELV2	CHR5V7|COORD:6956907..6958223| RBX1 (RING-BOX 1)	AT5G20570.1	CHR02V5|COORD:29279108..29281720|protein RING-box protein 1a, putative, expressed	LOC_Os02g47870.1	 no descriptionmoderately similar to ( 206)AT5G20570| Symbols: HRT1, ROC1, RBX1 | RBX1 (RING-BOX 1) | chr5:6956907-6958223 REVERSEnot assigned not assigned not assigned not assigned not assigned APC11 	protein.degradation.ubiquitin.E3.SCF.RBX	29_5_11_4_3_4

CUST_129121_PI403524517	2	0.034597397	0.29952335	-0.061641693	-0.19999409	-0.03459835	0.2310791	35_36284	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_10452_PI404877155	2	-0.6383295	-1.0329676	1.5833111	0.63171864	1.1065903	-0.63171864	Contig4194_s_at	patatin-like protein [Sorghum bicolor]	AAD22169.1	patatin, putative	At4g37070.2	protein patatin-like protein	Os11g39990	"patatin, putative, similar to patatin-like latex allergen (Hevea brasiliensis)(PMID:10589016); contains patatin domain PF01734"	development.storage proteins	33_1

CUST_48082_PI403524517	2	0.07384491	-0.12173271	-0.12534523	-0.00868988	0.008687973	0.048749924	35_13750	"Cluster: PREDICTED: similar to germinal histone H4 gene; n=1; Canis familiaris|Rep: PREDICTED: similar to germinal histone H4 gene - Canis familiaris"	UniRef90_UPI00004A6D44	CHR5V7|COORD:24068875..24069186| histone H4	AT5G59690.1	CHR10V5|COORD:20690219..20689571|protein histone H4, putative, expressed	LOC_Os10g39410.1	no descriptionweakly similar to ( 162)AT5G59970| Symbols:  | histone H4 | chr5:24163578-24163889 REVERSEweakly similar to ( 162)H4_PEAHistone H4 - Pisum sativum (Garden pea)not assigned not assigned H4 H4 HHT1 Histone RPL30 PRK07764	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_81938_PI403524517	2	-0.28201294	0.018657684	-0.018658638	0.09839153	0.038261414	-0.046515465	35_23505	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QQX3	CHR3V7|COORD:6701393..6704077| sodium:dicarboxylate symporter	AT3G19340.1	CHR12V5|COORD:17606379..17612545|protein expressed protein	LOC_Os12g29550.1	no descriptionmoderately similar to ( 256)AT3G19340| Symbols:  | sodium:dicarboxylate symporter | chr3:6701393-6704077 REVERSE	not assigned.unknown	35_2

CUST_75241_PI403524517	2	0.14757538	0.4918003	-0.04150009	-0.19811153	-0.099864006	0.041501045	35_21565	"Cluster: F-box domain containing protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: F-box domain containing protein, expressed - Oryza sativa"	UniRef90_Q2R3K5	"CHR3V7|COORD:9869579..9871701| AFB2 (AUXIN SIGNALING F-BOX 2); auxin binding / ubiquitin-protein ligase"	AT3G26810.1	CHR11V5|COORD:17988191..17982586|protein transport inhibitor response 1 protein, putative, expressed	LOC_Os11g31620.1	"no descriptionmoderately similar to ( 357)AT3G26810| Symbols: AFB2 | AFB2 (AUXIN SIGNALING F-BOX 2); auxin binding / ubiquitin-protein ligase | chr3:9869579-9871701 FORWARDnot assigned not assigned"	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_8946_PI404877155	2	0.035249233	0.42175865	0.1330471	-0.035248756	-0.8113766	-0.17499065	Contig2749_at	"3-ketoacyl-CoA thiolase-like protein [Oryza sativa (japonica cultivar-group)] dbj|BAD21525.1| putative 3-ketoacyl-CoA thiolase; acetyl-CoA a"	AAO72588.1	acetyl-CoA C-acyltransferase, putative / 3-ketoacyl-CoA thiolase, putative	At2g33150.1	protein acetyl-CoA acyltransferases	Os02g57260	NONE	lipid metabolism.lipid degradation.beta-oxidation	11_9_4_05

CUST_128099_PI403524517	2	0.08023548	-0.01117754	0.55237293	-0.31781912	-0.3969488	0.011177063	35_36014	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_14502_PI404877155	2	0.1481123	0.56515837	-0.015285015	-0.17799044	0.015284538	-0.041234493	Contig8335_at	two-component phosphorelay mediator HP1 [Oryza sativa (japonica cultivar-group)] dbj|BAD46253.1| putative histidine-containing phosphotransf	AAQ24029.1	two-component phosphorelay mediator 3 (HP3)	At3g21510.1	protein Hpt domain, putative	Os09g39400	NONE	hormone metabolism.cytokinin.signal transduction	17_4_2

CUST_171863_PI403524517	2	0.026667595	0.31270885	0.08232403	-0.33664036	-0.026667595	-0.180089	35_47881	Rep: Rad51 - Oryza sativa (japonica cultivar-group)	UniRef90_Q8RV34	"CHR5V7|COORD:7070760..7072862| ATRAD51 (Arabidopsis thaliana Ras Associated with Diabetes protein 51); damaged DNA binding"	AT5G20850.1	CHR12V5|COORD:18847550..18850639|protein DNA repair protein RAD51 homolog B, putative, expressed	LOC_Os12g31370.1	" no descriptionmoderately similar to ( 307)AT5G20850| Symbols: RAD51, ATRAD51 | ATRAD51 (Arabidopsis thaliana Ras Associated with Diabetes protein 51); damaged DNA binding | chr5:7070760-7072862 REVERSEmoderately similar to ( 318)R51A2_MAIZEDNA repair protein RAD51 homolog B - Zea mays (Maize)not assigned not assigned not assigned Rad51 radA Rad51_DMC1_radA recA_like RecA radB radB Sms "	DNA.repair	28_2

CUST_3234_PI404877155	2	-0.32943916	-0.38074303	0.0043592453	0.12195587	0.087150574	-0.0043592453	Contig13694_at	early auxin-induced protein 22 [Arabidopsis thaliana]	CAD29695.1	transcriptional factor B3 family protein / auxin-responsive factor AUX/IAA-related	At1g19220.1	protein auxin response factor 1	Os06g09660	auxin-responsive factor (ARF7), identical to auxin response factor 7 GI:4104929 from (Arabidopsis thaliana) or  auxin-responsive factor (ARF7), identical to auxin response factor 7 GI:4104929 from (Arabidopsis thaliana) or  auxin-responsive factor (ARF7),	hormone metabolism.auxin.signal transduction	17_2_2

CUST_6396_PI404877155	2	0.036268234	0.39745426	0.059143066	-0.12560272	-0.036269188	-0.6754284	Contig19157_at	enoyl CoA hydratase-like protein [Oryza sativa (japonica cultivar-group)]	NP_914858.1	enoyl-CoA hydratase/isomerase family protein	At5g43280.1	protein enoyl-CoA hydratase/isomerase family protein, putative	Os01g70090	enoyl CoA hydratase-like protein	lipid metabolism.lipid degradation.beta-oxidation.enoyl isomerase	11_9_4_14

CUST_68480_PI403524517	2	-0.038794518	-0.18653488	0.14080238	0.029022217	0.06526852	-0.029022217	35_19586	"Cluster: Protein kinase domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Protein kinase domain containing protein, express"	UniRef90_Q2QXC6	"CHR3V7|COORD:6454313..6456836| WNK6 (Arabidopsis WNK kinase 6); kinase"	AT3G18750.1	CHR12V5|COORD:3130910..3127503|protein serine/threonine-protein kinase WNK3, putative, expressed	LOC_Os12g06490.1	" no descriptionmoderately similar to ( 355)AT3G18750| Symbols: ZIK5, WNK6 | WNK6 (Arabidopsis WNK kinase 6); kinase | chr3:6454313-6456836 REVERSEvery weakly similar to (84.0)M2K1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase TyrKc Pkinase_Tyr PTKc SPS1 PTKc_Jak_rpt2 PTKc_Ack_like PTKc_Jak1_rpt2 PTKc_EGFR_like PTKc_Src_like PTKc_FAK PTKc_Fes_like PTKc_Tyk2_rpt2 PTKc_Jak2_Jak3_rpt2 PTKc_Srm_Brk PTKc_Frk_like PTKc_FGFR PTKc_InsR_like PTKc_Tec_like PTKc_Syk_like PTKc_HER4 PTKc_PDGFR PTKc_FGFR4 PTKc_Csk_like PTK_HER3 PTKc_EGFR PTKc_FGFR3 PTKc_DDR2 PTKc_EphR PTKc_c-ros PTKc_Trk PTKc_FGFR2 PTKc_FGFR1 PTKc_Lyn PTKc_Itk PTKc_Abl PTKc_Fyn_Yrk PTKc_Met_Ron PTKc_Lck_Blk PTKc_Src PTKc_Ror1 PTKc_Hck PTKc_EphR_A2 PTKc_Tec_Rlk PTKc_Chk PTKc_Fer PTKc_RET PTKc_Yes PTKc_Ror PTK_CCK4 PTKc_DDR_like PTKc_HER2 PTKc_DDR PTKc_ALK_LTK PTKc_EphR_A PTKc_Btk_Bmx PTKc_Csk PTKc_TrkC PTKc_DDR1 PTKc_EphR_B PTKc_PDGFR_beta PTKc_InsR PTKc_TrkA PTKc_Fes PTKc_Tyro3 PTKc_TrkB PTK_Ryk PTKc_VEGFR3 PTKc_IGF-1R PTKc_Axl_like KIND PTKc_VEGFR PTKc_Tie1 PTKc_PDGFR_alpha "	protein.postranslational modification	29_4

CUST_27913_PI399408534	2	-0.12049198	-0.5189018	-0.08621025	0.19882298	0.1290083	0.0862093	35_26623	"Cluster: Anthocyanin regulatory R-S protein; n=9; Andropogoneae|Rep: Anthocyanin regulatory R-S protein - Zea mays (Maize)"	UniRef90_P13027	"CHR1V7|COORD:23603472..23606397| EGL3 (ENHANCER OF GLABRA3); DNA binding"	AT1G63650.2	CHR04V5|COORD:27736548..27730292|protein anthocyanin regulatory Lc protein, putative, expressed	LOC_Os04g47080.1	" no descriptionvery weakly similar to (94.7)AT1G63650| Symbols: EGL1, ATMYC-2, EGL3 | EGL3 (ENHANCER OF GLABRA3); DNA binding | chr1:23603472-23606397 FORWARDweakly similar to ( 180)ARRS_MAIZEAnthocyanin regulatory R-S protein - Zea mays (Maize)HLH HLH HLH "	RNA.regulation of transcription.bHLH,Basic Helix-Loop-Helix family	27_3_6

CUST_179180_PI403524517	2	0.2128272	0.5879402	0.045749187	-0.045749664	-1.3203249	-0.41612816	35_49834	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_5888_PI399408534	2	0.105992794	-0.063930035	-0.60659933	0.58849764	0.063930035	-0.7534776	35_28365	"Cluster: Putative oxidoreductase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative oxidoreductase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5SND7	CHR1V7|COORD:12890522..12892610| oxidoreductase, 2OG-Fe(II) oxygenase family protein	AT1G35190.1	CHR01V5|COORD:4723461..4728045|protein iron ion binding protein, putative, expressed	LOC_Os01g09300.1	 no descriptionmoderately similar to ( 241)AT1G35190| Symbols:  | oxidoreductase, 2OG-Fe(II) oxygenase family protein | chr1:12890522-12892610 FORWARDnot assigned PcbC 	hormone metabolism.gibberelin.synthesis-degradation	17_6_1

CUST_155955_PI403524517	2	0.0081653595	-0.018314362	-0.008164406	0.07411003	0.15561962	-0.09505844	35_43557	"Cluster: Phosphoethanolamine N-methyltransferase; n=2; Oryza sativa|Rep: Phosphoethanolamine N-methyltransferase - Oryza sativa (Rice)"	UniRef90_Q6QA26	"CHR3V7|COORD:6154584..6157337| NMT1 (N-METHYLTRANSFERASE 1); phosphoethanolamine N-methyltransferase"	AT3G18000.1	CHR05V5|COORD:27150431..27146135|protein phosphoethanolamine N-methyltransferase, putative, expressed	LOC_Os05g47540.4	" no descriptionvery weakly similar to (89.4)AT3G18000| Symbols: XIPOTL1, PEAMT, NMT1 | NMT1 (N-METHYLTRANSFERASE 1); phosphoethanolamine N-methyltransferase | chr3:6154584-6157337 FORWARDvery weakly similar to (89.4)PEAM1_ARATHPhosphoethanolamine N-methyltransferase 1 - Arabidopsis thaliana (Mouse-ear cress)"	lipid metabolism.Phospholipid synthesis	11_3

CUST_13859_PI404877155	2	0.124274254	-0.21143913	-0.15424824	0.08736706	0.074902534	-0.074902534	Contig7624_s_at	aldo/keto reductase family protein [Arabidopsis thaliana] pir||F84675 hypothetical protein At2g27680 [imported] - Arabidopsis thaliana	NP_565656.1	aldo/keto reductase family protein	At2g27680.1	protein oxidoreductase, aldo/keto reductase family, putative	Os09g39390	aldo/keto reductase family protein, contains Pfam profile PF00248: oxidoreductase, aldo/keto reductase family	minor CHO metabolism.others	3_5

CUST_64100_PI403524517	2	-0.0053510666	0.43110085	-0.0049238205	-0.059108734	0.04791069	0.0049238205	35_18305	"Cluster: Putative WD repeat protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative WD repeat protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q84M69	CHR4V7|COORD:34234..36594| transducin family protein / WD-40 repeat family protein	AT4G00090.1	CHR03V5|COORD:36167692..36171920|protein expressed protein	LOC_Os03g64110.1	no descriptionmoderately similar to ( 487)AT4G00090| Symbols:  | transducin family protein / WD-40 repeat family protein | chr4:34234-36594 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned WD40 COG2319 WD40 WD40 PRK07003	development.unspecified	33_99

CUST_129380_PI403524517	2	0.07483244	-0.06588268	-0.03665161	0.16584349	-0.3818841	0.036651134	35_36349	"Cluster: Os01g0834200 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os01g0834200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JHZ6	"CHR2V7|COORD:12217103..12222609| VHA-A1 (VACUOLAR PROTON ATPASE A 1); ATPase"	AT2G28520.1	CHR01V5|COORD:36059514..36070535|protein vacuolar ATP synthase 91 kDa subunit, putative, expressed	LOC_Os01g61780.1	"no descriptionweakly similar to ( 133)AT2G28520| Symbols: VHA-A1 | VHA-A1 (VACUOLAR PROTON ATPASE A 1); ATPase | chr2:12217103-12222609 FORWARDnot assigned not assigned V_ATPase_I"	transport.p- and v-ATPases	34_1

CUST_135718_PI403524517	2	-0.05451584	0.30478573	0.19648075	-0.09061241	-0.14955711	0.054514885	35_38064	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_14186_PI404877155	2	-0.09428501	0.11067486	-0.007633209	-0.040852547	0.06965828	0.007634163	Contig8025_at	0	BAD07971.1	ribose-phosphate pyrophosphokinase, putative / phosphoribosyl diphosphate synthetase, putative	At2g44530.1	protein ribose-phosphate diphosphokinase (EC 2.7.6.1) isoform II [validated] - Arabidopsis thali	Os06g41360	"ribose-phosphate pyrophosphokinase, putative / phosphoribosyl diphosphate synthetase, putative, very strong similarity to phosphoribosyl pyrophosphate synthase (Spinacia oleracea) GI:4902849; contains Pfam profile PF00156: Phosphoribosyl transferase domai"	amino acid metabolism.synthesis.histidine	13_1_7

CUST_132494_PI403524517	2	0.057852745	0.6870327	0.19116116	-0.17959881	-0.13013029	-0.057852745	35_37209	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_106770_PI403524517	2	0.2093029	0.090526104	-0.08130312	-0.21044207	0.026154041	-0.026154041	35_30387	"Cluster: Putative 40S ribosomal protein S8-like protein; n=1; Solanum tuberosum|Rep: Putative 40S ribosomal protein S8-like protein - Solanum tuberosum (Potato)"	UniRef90_Q2XPV9	CHR5V7|COORD:6851697..6853014| 40S ribosomal protein S8 (RPS8A)	AT5G20290.1	CHR04V5|COORD:16460994..16458311|protein 40S ribosomal protein S8, putative, expressed	LOC_Os04g28180.1	no descriptionweakly similar to ( 164)AT5G20290| Symbols:  | 40S ribosomal protein S8 (RPS8A) | chr5:6851697-6853014 REVERSEweakly similar to ( 165)RS8_ORYSAnot assigned not assigned not assigned Ribosomal_S8e RPS8A PRK04049 PRK12323	protein.synthesis.misc ribososomal protein	29_2_2

CUST_46538_PI403524517	2	-1.1266556	0.012482643	-0.012481689	0.09835243	0.1336298	-0.27808952	35_13330	"Cluster: Putative metalloproteinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative metalloproteinase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q67VB1	"CHR1V7|COORD:26427668..26428804| MMP (MATRIX METALLOPROTEINASE); metalloendopeptidase"	AT1G70170.1	CHR06V5|COORD:7223943..7225418|protein metalloendoproteinase 1 precursor, putative, expressed	LOC_Os06g13180.1	"no descriptionmoderately similar to ( 212)AT1G70170| Symbols: MMP | MMP (MATRIX METALLOPROTEINASE); metalloendopeptidase | chr1:26427668-26428804 FORWARDweakly similar to ( 165)MEP1_SOYBNMetalloendoproteinase 1 precursor - Glycine max (Soybean)not assigned not assigned not assigned not assigned not assigned not assigned ZnMc_MMP Peptidase_M10 ZnMc ZnMc_MMP_like_1 ZnMc_serralysin_like DUF566"	protein.degradation.metalloprotease	29_5_7

CUST_104314_PI403524517	2	0.04504776	0.9621048	-0.01043129	-0.13512707	0.010430336	-0.18554115	35_29729	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_22675_PI403524517	2	0.19424915	0.69067	-0.19424915	-0.31098175	-0.20041561	0.29170513	35_6584	"Cluster: Hypothetical protein OSJNBa0062J02.24; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0062J02.24 - Oryza sativa (japonica"	UniRef90_Q67WY8	CHR1V7|COORD:17885804..17887523| F-box family protein	AT1G48400.1	CHR06V5|COORD:26497431..26495540|protein expressed protein	LOC_Os06g43990.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12678 PRK12323 DUF566 Gag_spuma PRK09169 DUF1777 PRK07003 PRK07764 Transformer TT_ORF1 Umbravirus_LDM Tymo_45kd_70kd	not assigned.unknown	35_2

CUST_160672_PI403524517	2	-0.0878067	0.17929125	0.0878067	0.51793575	-0.13018179	-0.21243715	35_44834	"Cluster: Expressed protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10R68	"CHR5V7|COORD:3106504..3107659| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G64850.1); similar to 4D11_4 [Brassica rapa subsp. pekinensis]"	AT5G09960.1	CHR03V5|COORD:3729684..3727044|protein expressed protein	LOC_Os03g07380.1	no description	not assigned.unknown	35_2

CUST_59286_PI403524517	2	0.12389374	0.081645966	-0.03313923	-0.08221626	-0.08186245	0.033138275	35_16907	"Cluster: Os01g0565600 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os01g0565600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JLV7	"CHR4V7|COORD:15898881..15900188| similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD45078.1); similar to Os01g0565600 [Oryza sativa"	AT4G32930.1	CHR01V5|COORD:21953614..21950422|protein expressed protein	LOC_Os01g38480.1	" no descriptionmoderately similar to ( 209)AT4G32930| Symbols:  | similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD45078.1); similar to Os01g0565600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001043357.1); contains InterPro domain Protein of unknown function DUF866, eukaryotic; (InterPro:IPR008584) | chr4:15898881-15900188 FORWARDnot assigned DUF866 "	not assigned.unknown	35_2

CUST_89846_PI403524517	2	0.28002405	0.15154219	-0.072831154	0.072831154	-0.2736554	-0.12007427	35_25704	Rep: Hypothetical protein - Caenorhabditis elegans	UniRef90_Q9U225	"CHR3V7|COORD:7795290..7796294| CWLP (CELL WALL-PLASMA MEMBRANE LINKER PROTEIN); lipid binding"	AT3G22120.1	CHR02V5|COORD:9446490..9448845|protein OsWRKY39v2 - Superfamily of rice TFs having WRKY and zinc finger domains, expressed	LOC_Os02g16540.2	no description	not assigned.unknown	35_2

CUST_2677_PI403524517	2	0.08844519	-0.8835101	-0.08844519	0.26000357	0.18805838	-0.102125645	35_730	"Cluster: Putative ketol-acid reductoisomerase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ketol-acid reductoisomerase - Oryza sativa (japonica"	UniRef90_Q65XK0	CHR3V7|COORD:21682538..21685616| ketol-acid reductoisomerase	AT3G58610.1	CHR05V5|COORD:28499343..28495922|protein ketol-acid reductoisomerase, chloroplast precursor, putative, expressed	LOC_Os05g49800.1	 no descriptionhighly similar to ( 855)AT3G58610| Symbols:  | ketol-acid reductoisomerase | chr3:21682538-21685616 FORWARDhighly similar to ( 854)ILV5_PEAKetol-acid reductoisomerase, chloroplast precursor - Pisum sativum (Garden pea)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned IlvC PRK05479 IlvN IlvC PRK05225 DUF1509 PRK12323 PRK07764 TT_ORF1 Atrophin-1 PRK10819 Extensin_2 DUF1421 PRK07003 PRK05648 Tymo_45kd_70kd 	amino acid metabolism.synthesis.branched chain group.common	13_1_4_1

CUST_29682_PI403524517	2	0.14066696	-0.35642052	-0.20039368	0.35369492	-0.04179859	0.04179859	35_8573	"Cluster: Putative pentatricopeptide repeat protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative pentatricopeptide repeat protein - Oryza sativa (j"	UniRef90_Q84TY4	"CHR3V7|COORD:19911281..19913545| MEE40 (maternal effect embryo arrest 40); binding"	AT3G53700.1	CHR03V5|COORD:22193521..22187895|protein rf1 protein, mitochondrial precursor, putative, expressed	LOC_Os03g40020.1	"no descriptionmoderately similar to ( 238)AT3G53700| Symbols: MEE40 | MEE40 (maternal effect embryo arrest 40); binding | chr3:19911281-19913545 FORWARDvery weakly similar to (79.0)RF1_ORYSAnot assigned"	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_82369_PI403524517	2	0.12145233	0.035406113	-0.040058136	-0.07547283	0.21916103	-0.035406113	35_23624	"Cluster: OSJNBa0035O13.10 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0035O13.10 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XSL8	"CHR4V7|COORD:16961119..16967896| NRPB1 (RNA POLYMERASE II LARGE SUBUNIT); DNA binding / DNA-directed RNA polymerase"	AT4G35800.1	CHR04V5|COORD:7236704..7234302|protein ribosomal RNA apurinic site specific lyase, putative, expressed	LOC_Os04g13150.1	no descriptionvery weakly similar to (59.7)AT3G26920| Symbols:  | F-box family protein | chr3:9922478-9925128 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07003 HPC2 PRK12323 Herpes_BLLF1 Tymo_45kd_70kd DUF566 AF-4 Atrophin-1 DUF1509 APC_basic PRK07764 Pneumo_att_G Herpes_UL32 PRK09169	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_12407_PI404877155	2	-1.2353306	-1.1499443	2.8785925	1.1499453	1.2742863	-1.2021179	Contig6155_at	jasmonate induced protein - barley emb|CAA58110.1| jasmonate induced protein [Hordeum vulgare subsp. vulgare]	S58215	fasciclin-like arabinogalactan-protein (FLA10)	At3g60900.1	protein hypothetical protein	Os04g24460	NONE	hormone metabolism.jasmonate	17_7

CUST_17459_PI404877155	2	-0.16518402	-0.19428158	0.106824875	-0.0066280365	0.0066280365	0.09807396	HV_CEa0001L21r2_s_at	RNA helicase prh75 - spinach emb|CAA68193.1| RNA helicase [Spinacia oleracea]	T09159	DEAD box RNA helicase (PRH75)	At5g62190.1	protein RNA helicase	Os09g34910	RNA helicase	RNA.processing.RNA helicase	27_1_2

CUST_115743_PI403524517	2	-0.07372761	0.26664162	0.0096206665	-0.0096206665	0.085725784	-0.07095814	35_32823	"Cluster: IgE autoantigen-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: IgE autoantigen-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K784	CHR5V7|COORD:5517787..5521569| SART-1 family protein	AT5G16780.1	CHR02V5|COORD:18311428..18305663|protein SART-1 family protein, expressed	LOC_Os02g30730.2	no descriptionweakly similar to ( 158)AT5G16780| Symbols:  | SART-1 family protein | chr5:5517787-5521569 REVERSEnot assigned SART-1	not assigned.no ontology	35_1

CUST_154527_PI403524517	2	-0.48188543	0.8973417	0.47558165	0.38147402	-1.1242857	-0.38147354	35_43179	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_21101_PI403524517	2	0.25569534	-0.0039224625	-0.0039224625	0.02325821	-0.12408924	0.003921509	35_6125	"Cluster: DHHC-type zinc finger domain-containing protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: DHHC-type zinc finger domain-containing protein-"	UniRef90_Q653B5	CHR4V7|COORD:8609081..8612225| zinc finger (DHHC type) family protein	AT4G15080.1	CHR09V5|COORD:22376407..22382011|protein metal ion binding protein, putative, expressed	LOC_Os09g38970.1	no description	not assigned.unknown	35_2

CUST_170458_PI403524517	2	0.09890938	0.1250639	0.03135681	-0.2364378	-0.031355858	-0.18318176	35_47480	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QNQ6	CHR3V7|COORD:23157907..23158711| similar to late embryogenesis abundant domain-containing protein / LEA domain-containing protein [Arabidopsis thaliana]	AT3G62580.1	CHR12V5|COORD:22679788..22677249|protein expressed protein	LOC_Os12g37060.1	"no descriptionweakly similar to ( 181)AT3G62580| Symbols:  | similar to late embryogenesis abundant domain-containing protein / LEA domain-containing protein [Arabidopsis thaliana] (TAIR:AT1G72100.1); similar to Os12g0557400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001067006.1); similar to Os11g0673100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001068440.1); similar to hypothetical protein MtrDRAFT_AC152921g2v1 [Medicago truncatula] (GB:ABE78085.1); contains domain MBC3205 (PTHR23241:SF8); contains domain LATE EMBRYOGENESIS ABUNDANT (PLANTS) LEA-RELATED (PTHR23241) | chr3:23157907-23158711 FORWARDnot assigned not assigned"	not assigned.unknown	35_2

CUST_62563_PI403524517	2	-0.040556908	0.32395077	0.012594223	-0.012594223	-0.13124847	0.036987305	35_17839	"Cluster: Putative heat shock transcription factor; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative heat shock transcription factor - Oryza sativa (jap"	UniRef90_Q84T61	"CHR5V7|COORD:5530449..5532500| HSF3 (HEAT SHOCK FACTOR 3); DNA binding / transcription factor"	AT5G16820.2	CHR03V5|COORD:35927944..35931504|protein heat shock factor protein HSF8, putative, expressed	LOC_Os03g63750.1	" no descriptionmoderately similar to ( 340)AT5G16820| Symbols: HSFA1B, ATHSFA1B, HSF3 | HSF3 (HEAT SHOCK FACTOR 3); DNA binding / transcription factor | chr5:5530449-5532500 FORWARDnot assigned not assigned not assigned HSF_DNA-bind HSF HSF1 TT_ORF1 FAP "	stress.abiotic.heat	20_2_1

CUST_4938_PI403524517	2	0.05449581	-0.15076447	-0.046337128	0.086919785	0.04633808	-0.12221146	35_1362	"Cluster: ABC transporter subunit-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: ABC transporter subunit-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q941V2	CHR4V7|COORD:2427996..2429783| ATABC1 (ARABIDOPSIS THALIANA NUCLEOSOME ASSEMBLY PROTEIN 1)	AT4G04770.1	CHR01V5|COORD:35835369..35832314|protein expressed protein	LOC_Os01g61400.1	 no descriptionweakly similar to ( 152)AT4G04770| Symbols: LAF6, ATNAP1, ATABC1 | ATABC1 (ARABIDOPSIS THALIANA NUCLEOSOME ASSEMBLY PROTEIN 1) | chr4:2427996-2429783 REVERSEPRK11814 ycf24 SufB UPF0051 	protein assembly and cofactor ligation	29_8

CUST_58730_PI403524517	2	-0.044368744	-0.19750786	-0.044488907	0.049453735	0.083055496	0.044368744	35_16754	"Cluster: Putative tRNA-glutamine synthetase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative tRNA-glutamine synthetase - Oryza sativa (japonica cultiv"	UniRef90_Q5VRX8	"CHR1V7|COORD:8889267..8894192| OVA9 (OVULE ABORTION 9); glutamine-tRNA ligase"	AT1G25350.1	CHR01V5|COORD:4517415..4511102|protein glutaminyl-tRNA synthetase, putative, expressed	LOC_Os01g09000.1	"no descriptionnearly identical (1086)AT1G25350| Symbols: OVA9 | OVA9 (OVULE ABORTION 9); glutamine-tRNA ligase | chr1:8889267-8894192 REVERSEnearly identical (1129)SYQ_LUPLUGlutaminyl-tRNA synthetase - Lupinus luteus (European yellow lupin)not assigned not assigned not assigned PRK05347 tRNA-synt_1c GlnS gltX Gln_GluRS_non_core tRNA_synt_1c_R1 tRNA-synt_1c_C GlxRS_core gltX PRK12558 gltX tRNA_synt_1c_R2 GluRS_core PRK05710 PRK12410 class_I_aaRS_core"	protein.aa activation	29_1

CUST_61669_PI403524517	2	0.009670258	-0.8094349	-0.018519402	0.07414818	0.10682011	-0.009669304	35_17598	"Cluster: Os07g0264100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0264100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D7C9	CHR1V7|COORD:27171120..27173358| oxidoreductase family protein	AT1G72190.1	CHR07V5|COORD:9351346..9356091|protein glyoxylate reductase, putative, expressed	LOC_Os07g16040.1	 no descriptionmoderately similar to ( 395)AT1G72190| Symbols:  | oxidoreductase family protein | chr1:27171120-27173358 REVERSEvery weakly similar to (94.4)FDH_SOLTUFormate dehydrogenase, mitochondrial precursor - Solanum tuberosum (Potato)not assigned not assigned not assigned 2-Hacid_dh SerA LdhA 2-Hacid_dh_C PRK07574 PRK06487 PRK06932 PRK08410 PRK11790 PRK06436 PRK08605 PRK12480 PRK00257 	amino acid metabolism.degradation.serine-glycine-cysteine group.glycine	13_2_5_2

CUST_7747_PI403524517	2	-0.27772522	-0.38640976	-0.087171555	0.18914413	0.087171555	0.20573711	35_2155	Rep: Cystatin Hv-CPI8 - Hordeum vulgare (Barley)	UniRef90_Q1ENF0	CHR5V7|COORD:19303822..19304190| cysteine protease inhibitor, putative / cystatin, putative	AT5G47550.1	CHR03V5|COORD:17904169..17905020|protein cystatin, putative, expressed	LOC_Os03g31510.1	 no descriptionvery weakly similar to (82.8)AT5G47550| Symbols:  | cysteine protease inhibitor, putative / cystatin, putative | chr5:19303822-19304190 REVERSEvery weakly similar to (58.2)CYT1_MAIZECystatin-1 precursor - Zea mays (Maize)not assigned not assigned not assigned CY Umbravirus_LDM Protamine_P1 	protein.degradation.cysteine protease	29_5_3

CUST_54766_PI403524517	2	-3.9100647E-5	-0.11469269	0.101426125	-0.11886883	0.11883354	3.8146973E-5	35_15586	"Cluster: Aldehyde dehydrogenase, putative; n=3; Oryza sativa (japonica cultivar-group)|Rep: Aldehyde dehydrogenase, putative - Oryza sativa (japonica cultivar-g"	UniRef90_Q53P72	"CHR4V7|COORD:16389805..16392637| ALDH3I1 (Aldehyde dehydrogenase 3I1); 3-chloroallyl aldehyde dehydrogenase/ aldehyde dehydrogenase (NAD)"	AT4G34240.1	CHR11V5|COORD:4371183..4375946|protein aldehyde dehydrogenase, dimeric NADP-preferring, putative, expressed	LOC_Os11g08300.1	" no descriptionhighly similar to ( 571)AT4G34240| Symbols: ALDH3, ALDH3I1 | ALDH3I1 (Aldehyde dehydrogenase 3I1); 3-chloroallyl aldehyde dehydrogenase/ aldehyde dehydrogenase (NAD) | chr4:16389805-16392637 FORWARDweakly similar to ( 143)BADH_SPIOLBetaine aldehyde dehydrogenase, chloroplast precursor - Spinacia oleracea (Spinach)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PutA Aldedh gabD2 PRK10090 PRK03137 PRK09847 gabD1 gabD PRK11905 COG4230 astD PRK11904 putA PRK11563 ProA "	fermentation.aldehyde dehydrogenase	5_10

CUST_67035_PI403524517	2	0.30884933	0.6842623	-0.087451935	0.011378288	-0.075894356	-0.011377335	35_19145	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_31483_PI399408534	2	-0.018922806	0.69229126	0.018921852	-0.10146427	-0.15120316	0.10067749	35_23875	"Cluster: Protein kinase domain containing protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Protein kinase domain containing protein, express"	UniRef90_Q33AC4	CHR4V7|COORD:12125742..12128312| protein kinase family protein	AT4G23150.1	CHR10V5|COORD:6796332..6788088|protein protein kinase domain containing protein, expressed	LOC_Os10g12620.1	no descriptionweakly similar to ( 177)AT4G23150| Symbols:  | protein kinase family protein | chr4:12125742-12128312 FORWARDweakly similar to ( 163)PSKR_DAUCAPhytosulfokine receptor precursor - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc Pkinase S_TKc TyrKc Pkinase_Tyr PTKc SPS1 PTKc_Jak_rpt2 PTKc_EphR PTKc_EphR_A2 PTKc_Trk PTKc_Csk_like PTKc_Tyk2_rpt2 PTKc_Fes_like PTKc_Jak2_Jak3_rpt2 PTKc_Tec_like PTKc_Syk_like PTKc_Src_like PTKc_Btk_Bmx PTKc_Itk PTKc_InsR_like PTKc_EphR_B PTKc_Srm_Brk PTKc_Ack_like PTKc_EphR_A PTKc_EGFR_like PTKc_Jak1_rpt2 PTKc_Ror PTKc_c-ros PTKc_Frk_like PTKc_FGFR PTKc_TrkB PTKc_Aatyk PTKc_TrkC PTKc_Lck_Blk PTKc_DDR PTKc_Chk PTKc_FAK PTK_CCK4 PTKc_TrkA PTKc_InsR PTKc_Tec_Rlk PTKc_Musk PTKc_Abl PTKc_Fyn_Yrk PTKc_Fes PTKc_Lyn PTKc_RET PTKc_Tie1 PTKc_Met_Ron PTKc_HER2 PTKc_Syk PTKc_Tyro3 PTKc_Yes PTKc_FGFR2 PTKc_FGFR4 PTKc_Axl_like PTKc_IGF-1R PTK_Ryk PTKc_Src PTKc_Axl PTKc_Csk PTKc_FGFR1 PTKc_EphR_A10 PTKc_Fer PTKc_PDGFR PTKc_HER4 PTKc_Zap-70 PTKc_EGFR PTKc_Aatyk1_Aatyk3 PTKc_Tie PTKc_FGFR3 PTKc_Tie2 PTKc_ALK_LTK PTKc_Hck PTKc_Aatyk2 PTK_HER3 PTK_Jak_rpt1 PTKc_DDR2 PTKc_DDR1 PTKc_DDR_like PTKc_Ror2 PTKc_Kit PTKc_Ror1 PTKc_CSF-1R PTKc_VEGFR PTKc_VEGFR3	signalling.receptor kinases.DUF 26	30_2_17

CUST_49392_PI403524517	2	-0.14257336	-0.07652378	0.27589893	0.09201813	0.07652378	-0.104192734	35_14088	Rep: Glutathione transferase F5 - Triticum aestivum (Wheat)	UniRef90_Q8GTB8	"CHR3V7|COORD:23228401..23229222| ATGSTF13 (Arabidopsis thaliana Glutathione S-transferase (class phi) 13); glutathione transferase"	AT3G62760.1	CHR01V5|COORD:41291097..41289250|protein glutathione S-transferase III, putative, expressed	LOC_Os01g70770.1	"no descriptionvery weakly similar to (75.9)AT3G62760| Symbols: ATGSTF13 | ATGSTF13 (Arabidopsis thaliana Glutathione S-transferase (class phi) 13); glutathione transferase | chr3:23228401-23229222 REVERSEvery weakly similar to (95.1)GSTF3_MAIZEGlutathione S-transferase 3 - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned GST_C_Phi GST_C GST_C_Ure2p_like Gst GST_C_Beta"	misc.glutathione S transferases	26_9

CUST_57536_PI403524517	2	-0.028179169	0.0610981	-0.012121201	-0.014289856	0.012120247	0.036405563	35_16404	"Cluster: KH domain containing protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: KH domain containing protein, expressed - Oryza sativa (japon"	UniRef90_Q7G2G8	CHR5V7|COORD:4958741..4960950| KH domain-containing protein	AT5G15270.1	CHR10V5|COORD:18484012..18490074|protein nucleic acid binding protein, putative, expressed	LOC_Os10g35220.2	no descriptionmoderately similar to ( 246)AT5G15270| Symbols:  | KH domain-containing protein | chr5:4958741-4960950 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned PCBP_like_KH KH-I KH_1 KH	not assigned.no ontology	35_1

CUST_74496_PI403524517	2	0.21381617	0.20120525	-0.078365326	-0.115151405	0.06727266	-0.06727219	35_21361	"Cluster: Hypothetical protein OSJNBb0033N16.9; n=2; Oryza sativa|Rep: Hypothetical protein OSJNBb0033N16.9 - Oryza sativa (Rice)"	UniRef90_Q9AUR9	"CHR5V7|COORD:24357361..24359582| GRIK2 (GEMINIVIRUS REP INTERACTING KINASE 2); kinase"	AT5G60550.1	CHR03V5|COORD:28665388..28657759|protein serine/threonine-protein kinase ssp1, putative, expressed	LOC_Os03g50330.1	"no descriptionweakly similar to ( 175)AT5G60550| Symbols: GRIK2 | GRIK2 (GEMINIVIRUS REP INTERACTING KINASE 2); kinase | chr5:24357361-24359582 FORWARDvery weakly similar to (78.6)CIPK1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase Pkinase_Tyr TyrKc PTKc PTKc_Jak_rpt2 SPS1 PTKc_FAK PTKc_Fes_like PTKc_Src_like PTKc_Syk_like PTKc_Ack_like PTKc_Csk_like PTKc_Lck_Blk PTKc_EphR_A PTKc_Fes PTKc_Jak1_rpt2 PTKc_Fer PTKc_Ror PTKc_Frk_like PTKc_EphR PTKc_DDR PTKc_EphR_A2 COG3642 PTKc_Tec_like PTKc_EphR_B PTKc_Lyn PTKc_Abl PTKc_Aatyk1_Aatyk3 PTKc_EGFR_like PTKc_HER4 PTKc_Tec_Rlk PTKc_Tyk2_rpt2"	protein.postranslational modification	29_4

CUST_5130_PI403524517	2	0.023440838	-0.14869022	-0.023441315	0.47445536	0.19883108	-0.2822256	35_1410	"Cluster: Hypothetical protein OJ1126B12.18; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1126B12.18 - Oryza sativa (japonica cultivar"	UniRef90_Q8H8G3	CHR4V7|COORD:18233645..18235734| DNAJ heat shock N-terminal domain-containing protein	AT4G39150.1	CHR03V5|COORD:1333858..1336527|protein hydrolase, putative, expressed	LOC_Os03g03200.2	no descriptionvery weakly similar to (60.5)AT4G39150| Symbols:  | DNAJ heat shock N-terminal domain-containing protein | chr4:18233645-18235734 REVERSEnot assigned Protamine_P1	stress.abiotic.heat	20_2_1

CUST_6754_PI403524517	2	-0.02660942	0.24493599	0.008021355	-0.019252777	-0.008021355	0.14530945	35_1876	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_10060_PI399408534	2	0.08184624	0.30562687	0.039663315	-0.18450451	-0.16957569	-0.03966236	35_1828	Rep: Pre-mRNA processing factor - Triticum aestivum (Wheat)	UniRef90_Q2QKC3	CHR4V7|COORD:15306989..15308070| SRZ-22 (serine/arginine-rich 22)	AT4G31580.1	CHR02V5|COORD:33540669..33535992|protein splicing factor, arginine/serine-rich 7, putative, expressed	LOC_Os02g54770.2	 no descriptionweakly similar to ( 155)AT2G24590| Symbols:  | splicing factor, putative | chr2:10456916-10457939 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned RRM COG0724 RRM_1 DUF1777 Tymo_45kd_70kd 	RNA.processing.splicing	27_1_1

CUST_104561_PI403524517	2	0.12263775	-0.29326057	-0.1128006	0.032120705	-0.03211975	0.07045555	35_29798	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_113774_PI403524517	2	0.31937933	0.025023937	0.67934704	-0.02502346	-0.307899	-0.039214134	35_32290	"Cluster: Zinc finger C-x8-C-x5-C-x3-H type family protein, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Zinc finger C-x8-C-x5-C-x3-H type"	UniRef90_Q10SS3		0	CHR03V5|COORD:695792..699149|protein zinc finger C-x8-C-x5-C-x3-H type family protein, expressed	LOC_Os03g02160.2	no description	not assigned.unknown	35_2

CUST_19639_PI403524517	2	0.026248932	-0.4055271	-0.09617615	0.050697327	-0.026248932	0.15122032	35_5690	"Cluster: Hypothetical protein P0724B10.3-1; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0724B10.3-1 - Oryza sativa (japonica cultivar"	UniRef90_Q6YVK4	CHR5V7|COORD:14145781..14153214| protein kinase family protein	AT5G35980.1	CHR02V5|COORD:28942548..28933874|protein ATP binding protein, putative, expressed	LOC_Os02g47410.2	no descriptionmoderately similar to ( 257)AT5G35980| Symbols:  | kinase | chr5:14145781-14151584 FORWARDnot assigned	protein.postranslational modification	29_4

CUST_68707_PI403524517	2	0.0025262833	-0.33624744	0.0058555603	-0.05687523	-0.0025262833	0.1353836	35_19657	"Cluster: Hypothetical protein P0453D01.16-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0453D01.16-1 - Oryza sativa (japonica cultiv"	UniRef90_Q6Z9X3	"CHR5|COORD:18189637..18192754| similar to expressed protein [Arabidopsis thaliana] (TAIR:At2g35155.1); similar to expressed protein [Arabidopsis thaliana]"	AT5G45030.2	CHR08V5|COORD:19331097..19336505|protein expressed protein	LOC_Os08g31470.3	" no descriptionmoderately similar to ( 222)AT5G45030| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G12950.1); similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G35155.1); similar to Os08g0407200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001061775.1); similar to OSIGBa0126B18.9 [Oryza sativa (indica cultivar-group)] (GB:CAH66916.1); similar to OSJNBa0008M17.6 [Oryza sativa (japonica cultivar-group)] (GB:CAD41791.2); contains InterPro domain Peptidase, trypsin-like serine and cysteine; (InterPro:IPR009003) | chr5:18190208-18192465 FORWARD"	not assigned.unknown	35_2

CUST_98624_PI403524517	2	-0.015991211	0.32406807	-0.021461487	0.015990257	0.12125015	-0.01778984	35_28153	"Cluster: Putative heme oxygenase 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative heme oxygenase 1 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69XJ4	CHR2V7|COORD:11348894..11350472| HY1 (HEME OXYGENASE 1)	AT2G26670.1	CHR06V5|COORD:23857064..23852717|protein heme oxygenase 1, putative, expressed	LOC_Os06g40080.1	 no descriptionweakly similar to ( 183)AT2G26670| Symbols: ATHO1, HO1, TED 4, GUN2, HY6, HY1 | HY1 (HEME OXYGENASE 1) | chr2:11348894-11350472 FORWARDnot assigned HemeO 	tetrapyrrole synthesis.heme oxygenase	19_21

CUST_178436_PI403524517	2	0.09006882	-0.09463024	-0.13133907	0.039150238	-0.039150238	0.043613434	35_49626	"Cluster: Syntaxin-like protein 2; n=1; Hordeum vulgare subsp. vulgare|Rep: Syntaxin-like protein 2 - Hordeum vulgare var. distichum (Two-rowed barley)"	UniRef90_Q69HW1	"CHR1V7|COORD:2709781..2710713| SYP111 (syntaxin 111); t-SNARE"	AT1G08560.1	CHR03V5|COORD:30143453..30144692|protein syntaxin-related protein KNOLLE, putative, expressed	LOC_Os03g52650.1	" no descriptionweakly similar to ( 112)AT1G08560| Symbols: KN, ATSYP111, SYP111 | SYP111 (syntaxin 111); t-SNARE | chr1:2709781-2710713 REVERSEnot assigned not assigned not assigned not assigned not assigned SNARE COG5325 t_SNARE COG5074 t_SNARE "	cell. vesicle transport	31_4

CUST_64364_PI403524517	2	-0.09845352	0.50459766	0.012063026	-0.1607027	0.017848015	-0.012063026	35_18374	"Cluster: Protein kinase CK2 regulatory subunit CK2B1; n=1; Zea mays|Rep: Protein kinase CK2 regulatory subunit CK2B1 - Zea mays (Maize)"	UniRef90_Q9FQF8	"CHR5V7|COORD:19142196..19143624| CKB1 (casein kinase II beta chain 1); protein kinase CK2 regulator"	AT5G47080.1	CHR10V5|COORD:21979200..21984175|protein casein kinase II subunit beta-4, putative, expressed	LOC_Os10g41520.2	"no descriptionmoderately similar to ( 379)AT5G47080| Symbols: CKB1 | CKB1 (casein kinase II beta chain 1); protein kinase CK2 regulator | chr5:19142458-19143624 REVERSEnot assigned CK_II_beta SKB2"	protein.postranslational modification	29_4

CUST_17863_PI403524517	2	-0.33167744	-0.38711262	-0.36172485	0.42232895	0.49419594	0.33167744	35_5156	Rep: OSJNBa0079A21.13 protein - Oryza sativa (Rice)	UniRef90_Q7XU95	CHR4V7|COORD:9767127..9768661| ubiquitin carboxyl-terminal hydrolase, putative / ubiquitin thiolesterase, putative	AT4G17510.1	CHR04V5|COORD:27139110..27142141|protein ubiquitin carboxyl-terminal hydrolase isozyme L3, putative, expressed	LOC_Os04g46190.1	 no descriptionmoderately similar to ( 259)AT4G17510| Symbols:  | ubiquitin carboxyl-terminal hydrolase, putative / ubiquitin thiolesterase, putative | chr4:9767127-9768661 REVERSEnot assigned not assigned Peptidase_C12 	protein.degradation	29_5

CUST_23802_PI399408534	2	-0.011694908	0.011694908	0.055378914	-0.054908752	0.03760338	-0.11394119	35_25080	"Cluster: Probable WRKY transcription factor 74; n=2; Arabidopsis thaliana|Rep: Probable WRKY transcription factor 74 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q93WU6	"CHR3V7|COORD:1266536..1267697| WRKY39 (WRKY DNA-binding protein 39); transcription factor"	AT3G04670.1	CHR12V5|COORD:25070610..25066933|protein WRKY transcription factor 21, putative, expressed	LOC_Os12g40570.2	" no descriptionweakly similar to ( 164)AT3G04670| Symbols: ATWRKY39, WRKY39 | WRKY39 (WRKY DNA-binding protein 39); transcription factor | chr3:1266743-1267697 REVERSEWRKY "	RNA.regulation of transcription.WRKY domain transcription factor family	27_3_32

CUST_40103_PI403524517	2	0.36853886	0.20559692	0.32196712	-0.20559645	-0.46985865	-0.2337842	35_11533	Rep: H0219H12.5 protein - Oryza sativa (Rice)	UniRef90_Q01IJ2	CHR5|COORD:15960048..15963051| DegP protease, putative, contains similarity to DegP protease precursor GI:2565436 from (Arabidopsis thaliana)	AT5G39830.2	CHR04V5|COORD:22735781..22741396|protein protease Do-like 1, chloroplast precursor, putative, expressed	LOC_Os04g38640.1	"no descriptionweakly similar to ( 148)AT5G39830| Symbols: DEGP8 | DEGP8 (DEGP PROTEASE 8); serine-type peptidase/ trypsin | chr5:15960111-15962904 FORWARDnot assigned"	protein.degradation.serine protease	29_5_5

CUST_28160_PI403524517	2	0.103811264	0.056945324	-0.0569458	-0.47137642	-0.2743311	0.05765724	35_8141	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2R031	CHR4V7|COORD:7506733..7511405| heat shock protein binding	AT4G12770.1	CHR11V5|COORD:26036058..26042520|protein auxilin-like protein, putative, expressed	LOC_Os11g43950.1	no descriptionvery weakly similar to (89.4)AT4G12770| Symbols:  | heat shock protein binding | chr4:7506733-7511405 REVERSE	cell. vesicle transport	31_4

CUST_140289_PI403524517	2	0.1315794	0.37175417	0.121441364	-0.121441364	-0.31267595	-0.1854186	35_39341	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_9269_PI404877155	2	-0.1858797	0.79275036	-0.02553463	0.02553463	-0.074786186	0.101367	Contig3043_at	Phospholipase D alpha 1 (PLD alpha 1) (Choline phosphatase 1) (Phosphatidylcholine-hydrolyzing phospholipase D 1) pir||T03659 phospholipase	Q43270	phospholipase D alpha 1 / PLD alpha 1 (PLDALPHA1) (PLD1) / choline phosphatase 1	At3g15730.1	protein Similar to phospholipase d alpha 1 precursor (ec 3.1.4.4) (pld alpha 1) (choline phosphata	Os01g07760	Phospholipase D alpha 1 precursor (PLD alpha 1) (Choline phosphatase 1) (Phosphatidylcholine-hydrolyzing phospholipase D 1) pir	lipid metabolism.lipid degradation.lysophospholipases	11_9_3

CUST_5638_PI404877155	2	0.08630276	0.2009821	0.029701233	-0.06661892	-0.029702187	-0.09357643	Contig17566_at	single-strand-binding family protein [Arabidopsis thaliana] sp|Q84J78|SSB_ARATH Single-stranded DNA-binding protein, mitochondrial precursor	NP_192844.2	single-strand-binding family protein	At4g11060.1	protein Single-strand binding protein family, putative	Os05g43440	single-strand-binding family protein, contains Pfam domain PF00436: Single-strand binding protein family	RNA.regulation of transcription.unclassified	27_3_99

CUST_71067_PI403524517	2	0.08478975	-0.11975098	-0.08478975	-0.21466637	0.40656996	0.12960768	35_20358	Rep: OSIGBa0131L05.12 protein - Oryza sativa (Rice)	UniRef90_Q01IA9	"CHR2V7|COORD:528396..528884| LCR69/PDF2.2 (Low-molecular-weight cysteine-rich 69); protease inhibitor"	AT2G02100.1	CHR04V5|COORD:25901252..25901758|protein low-molecular-weight cysteine-rich protein LCR70 precursor, putative, expressed	LOC_Os04g44130.1	" no descriptionvery weakly similar to (66.2)AT2G02100| Symbols: LCR69, PDF2.2 | LCR69/PDF2.2 (Low-molecular-weight cysteine-rich 69); protease inhibitor | chr2:528396-528884 FORWARDvery weakly similar to (79.0)P322_SOLTUProbable protease inhibitor P322 precursor - Solanum tuberosum (Potato)Gamma-thionin Knot1 "	stress.biotic	20_1

CUST_12342_PI403524517	2	0.15724373	-0.63177013	-0.0052547455	-0.06993961	0.005255699	0.08520603	35_3517	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2RBP7	0	0	CHR11V5|COORD:151112..154483|protein expressed protein	LOC_Os11g01280.1	no description	not assigned.unknown	35_2

CUST_157706_PI403524517	2	-0.4000826	-0.8894596	0.67879677	0.23009491	0.33383465	-0.23009586	35_44029	Rep: Cytochrome P450 - Triticum aestivum (Wheat)	UniRef90_Q9FVM9	CHR2V7|COORD:13000938..13002760| ATC4H (CINNAMATE-4-HYDROXYLASE)	AT2G30490.1	CHR05V5|COORD:14826462..14821903|protein trans-cinnamate 4-monooxygenase, putative, expressed	LOC_Os05g25640.1	 no descriptionmoderately similar to ( 289)AT2G30490| Symbols: ATC4H, C4H, CYP73A5 | ATC4H (CINNAMATE-4-HYDROXYLASE) | chr2:13000938-13002760 REVERSEmoderately similar to ( 301)TCMO_CATROTrans-cinnamate 4-monooxygenase - Catharanthus roseus (Rosy periwinkle) (Madagascar periwinkle)not assigned not assigned not assigned p450 	misc.cytochrome P450	26_10

CUST_4873_PI403524517	2	0.055628777	-0.13230133	-0.056152344	0.0281744	0.01215744	-0.0121564865	35_1345	Rep: F27F5.8 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q9MAK9	CHR1V7|COORD:17011660..17014047| 26S proteasome regulatory complex subunit p42D, putative	AT1G45000.1	CHR02V5|COORD:5600889..5595400|protein 26S protease regulatory subunit S10B, putative, expressed	LOC_Os02g10640.1	 no descriptionhighly similar to ( 704)AT1G45000| Symbols:  | 26S proteasome regulatory complex subunit p42D, putative | chr1:17011660-17014047 FORWARDmoderately similar to ( 324)PRS7_PRUPE26S protease regulatory subunit 7 - Prunus persica (Peach)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned RPT1 PRK03992 SpoVK AAA HflB hflB COG1223 AAA PRK04195 AAA MGS1 COG0714 ClpX clpX RuvB DnaA Lon 	protein.degradation.ubiquitin.proteasom	29_5_11_20

CUST_50787_PI403524517	2	0.37808895	-0.7773323	-0.3091116	0.5168123	0.24779415	-0.24779415	35_14489	"Cluster: Protochlorophyllide reductase B, chloroplast precursor; n=1; Hordeum vulgare|Rep: Protochlorophyllide reductase B, chloroplast precursor -"	UniRef90_Q42850	"CHR1V7|COORD:907698..909244| POR C (PROTOCHLOROPHYLLIDE OXIDOREDUCTASE); oxidoreductase/ protochlorophyllide reductase"	AT1G03630.2	CHR10V5|COORD:18570687..18574415|protein protochlorophyllide reductase B, chloroplast precursor, putative, expressed	LOC_Os10g35370.2	" no descriptionweakly similar to ( 199)AT1G03630| Symbols: PORC, POR C | POR C (PROTOCHLOROPHYLLIDE OXIDOREDUCTASE); oxidoreductase/ protochlorophyllide reductase | chr1:907698-909244 FORWARDmoderately similar to ( 212)PORB_HORVUProtochlorophyllide reductase B, chloroplast precursor - Hordeum vulgare (Barley)not assigned not assigned PRK07453 "	tetrapyrrole synthesis.protochlorophyllide reductase	19_14

CUST_171299_PI403524517	2	-0.017852783	0.5153885	0.1081171	0.011980057	-0.01198101	-0.37220097	35_47725	"Cluster: Os01g0867800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0867800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JHE8	CHR1V7|COORD:16277872..16280625| polypyrimidine tract-binding protein, putative / heterogeneous nuclear ribonucleoprotein, putative	AT1G43190.2	CHR01V5|COORD:37907301..37912077|protein retrotransposon protein, putative, unclassified, expressed	LOC_Os01g64770.5	no description	not assigned.unknown	35_2

CUST_13053_PI403524517	2	0.010373116	-0.57454395	-0.07797527	0.061763763	0.063827515	-0.010374069	35_3735	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QTT0	"CHR5V7|COORD:8455786..8458516| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G22790.1); similar to conserved hypothetical protein [Medicago"	AT5G24690.1	CHR12V5|COORD:10760219..10754000|protein expressed protein	LOC_Os12g18630.1	"no descriptionmoderately similar to ( 228)AT5G24690| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G22790.1); similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE84237.1) | chr5:8455786-8458516 REVERSE"	not assigned.unknown	35_2

CUST_119948_PI403524517	2	0.0917635	-0.10046625	0.16494465	1.057992	-0.09176397	-0.26241875	35_33923	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_11446_PI403524517	2	0.3161106	-1.4144192	-0.1361785	0.13617897	0.35736227	-0.1390233	35_3248	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2R3Y3	"CHR5V7|COORD:25440686..25440895| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G48660.1); similar to hypothetical protein [Phaseolus vulgaris]"	AT5G63500.1	CHR11V5|COORD:17123064..17123625|protein expressed protein	LOC_Os11g30360.1	"no descriptionvery weakly similar to (93.2)AT5G63500| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G48660.1); similar to hypothetical protein [Phaseolus vulgaris] (GB:AAQ09000.1) | chr5:25440686-25440895 FORWARD"	not assigned.unknown	35_2

CUST_14657_PI404877155	2	-0.033309937	-0.09229851	-0.003276825	0.0032758713	0.043883324	0.06670666	Contig8454_at	unknown protein [Oryza sativa (japonica cultivar-group)] gb|AAP54570.1| unknown protein [Oryza sativa (japonica cultivar-group)] gb|AAK84446	NP_922283.1	dehydration-responsive family protein	At4g10440.1	protein expressed protein	Os10g36690	"dehydration-responsive family protein, similar to early-responsive to dehydration stress ERD3 protein (Arabidopsis thaliana) GI:15320410; contains Pfam profile PF03141: Putative methyltransferase"	stress.abiotic.drought/salt	20_2_3

CUST_30789_PI399408534	2	0.48674726	-0.17525434	-1.2657866	0.69186735	-0.0391078	0.0391078	35_16737	"Cluster: CONSTANS-like protein; n=3; Hordeum vulgare subsp. vulgare|Rep: CONSTANS-like protein - Hordeum vulgare var. distichum (Two-rowed barley)"	UniRef90_Q8LKZ2	"CHR3V7|COORD:487445..488631| COL2 (CONSTANS-LIKE 2); transcription factor/ zinc ion binding"	AT3G02380.1	CHR09V5|COORD:3063498..3047031|protein zinc finger protein CONSTANS-LIKE 2, putative, expressed	LOC_Os09g06464.1	"no descriptionweakly similar to ( 102)AT5G15850| Symbols: COL1 | COL1 (CONSTANS-LIKE 1); transcription factor/ zinc ion binding | chr5:5176300-5177476 REVERSEvery weakly similar to (55.5)PRR73_ORYSACCT"	RNA.regulation of transcription.C2C2(Zn) CO-like, Constans-like zinc finger family	27_3_7

CUST_48513_PI403524517	2	0.09841442	0.14289665	-0.30061245	-0.09841442	-0.34000015	0.119291306	35_13859	Rep: Ubiquitin - Glycine max (Soybean)	UniRef90_Q9S7H2	"CHR5V7|COORD:6973317..6974465| UBQ4 (ubiquitin 4); protein binding"	AT5G20620.1	CHR06V5|COORD:28400733..28403579|protein polyubiquitin containing 7 ubiquitin monomers, putative, expressed	LOC_Os06g46770.3	"no descriptionmoderately similar to ( 423)AT5G03240| Symbols: UBQ3 | UBQ3 (POLYUBIQUITIN 3); protein binding | chr5:771975-772895 REVERSEweakly similar to ( 150)UBIQ_WHEATUbiquitin - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Ubiquitin ubiquitin UBQ Nedd8 UBL AN1_N RAD23_N Scythe_N UBQ parkin_N Fubi GDX_N SF3a120_C NIRF_N ISG15_repeat2 UBI4 hPLIC_N"	protein.degradation.ubiquitin.ubiquitin	29_5_11_1

CUST_14359_PI404877155	2	0.014097214	-0.4148302	-0.014097214	0.063640594	0.0842247	-0.03907299	Contig8183_at	putative plastidic cysteine synthase 1 [Oryza sativa (japonica cultivar-group)]	NP_914407.1	cysteine synthase, chloroplast / O-acetylserine (thiol)-lyase / O-acetylserine sulfhydrylase / cpACS1 (OASB)	At2g43750.1	protein cysteine synthase A, putative	Os01g74650	putative plastidic cysteine synthase 1	amino acid metabolism.synthesis.serine-glycine-cysteine group.cysteine.OASTL	13_1_5_3_01

CUST_20109_PI403524517	2	-0.17075539	-0.0030317307	0.21470356	0.0030317307	0.031406403	-0.16602898	35_5827	"Cluster: Os01g0119100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0119100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JR50	"CHR3V7|COORD:6228399..6229553| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G18180.1); similar to glycosyltransferase [Saccharum officinarum]"	AT3G18170.1	CHR01V5|COORD:1090330..1086547|protein glycosyltransferase, putative, expressed	LOC_Os01g02940.6	"no descriptionweakly similar to ( 173)AT3G18170| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G18180.1); similar to glycosyltransferase [Saccharum officinarum] (GB:CAI30073.1); contains InterPro domain Protein of unknown function DUF563; (InterPro:IPR007657) | chr3:6228399-6229553 FORWARDnot assigned PRK12323"	not assigned.unknown	35_2

CUST_112758_PI403524517	2	0.23297739	-0.04194832	0.16681862	-0.046389103	0.04194832	-0.7301831	35_32006	"Cluster: Putative polygalacturonase isoenzyme 1 beta subunit homolog; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative polygalacturonase"	UniRef90_Q6ZA27	CHR1V7|COORD:26516666..26518661| BURP domain-containing protein / polygalacturonase, putative	AT1G70370.1	CHR08V5|COORD:17771373..17773916|protein polygalacturonase-1 non-catalytic beta subunit precursor, putative, expressed	LOC_Os08g29200.1	 no descriptionweakly similar to ( 108)AT1G70370| Symbols:  | BURP domain-containing protein / polygalacturonase, putative | chr1:26516666-26518661 REVERSEnot assigned not assigned not assigned PRK12323 PRK07003 	cell wall.degradation.pectate lyases and polygalacturonases	10_6_3

CUST_70170_PI403524517	2	0.09529209	-0.10522175	0.03273678	-0.021755219	0.020159721	-0.020158768	35_20085	"Cluster: Thioredoxin-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Thioredoxin-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q655X0	"CHR2V7|COORD:14761477..14762967| ATO1 (ARABIDOPSIS THIOREDOXIN O1); thiol-disulfide exchange intermediate"	AT2G35010.1	CHR06V5|COORD:27529120..27531713|protein thioredoxin domain-containing protein 2, putative, expressed	LOC_Os06g45510.1	no descriptionvery weakly similar to (94.7)AT2G35010| Symbols: ATO1 | ATO1 (ARABIDOPSIS THIOREDOXIN O1) | chr2:14761477-14762967 FORWARDvery weakly similar to (55.5)TRXH_CHLREThioredoxin H-type - Chlamydomonas reinhardtiinot assigned not assigned not assigned not assigned not assigned not assigned TRX_family Thioredoxin PDI_a_family PDI_a_ERp38	redox.thioredoxin	21_1

CUST_103583_PI403524517	2	0.033180237	0.1605568	-0.14821339	-0.18174171	0.18574333	-0.033179283	35_29535	Rep: Hypothetical protein - Bradyrhizobium sp. BTAi1	UniRef90_Q35LL9	CHR1V7|COORD:9039777..9042860| protein kinase	AT1G26150.1	CHR01V5|COORD:11322550..11331709|protein transposon protein, putative, CACTA, En/Spm sub-class	LOC_Os01g19960.1	no description	not assigned.unknown	35_2

CUST_27671_PI399408534	2	0.42897987	-0.1682229	0.029565811	-0.092383385	-0.029565334	0.25876617	35_28828	"Cluster: Transposon protein, putative, Pong sub-class, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Transposon protein, putative, Pong sub-class,"	UniRef90_Q7XEN8	CHR3V7|COORD:17588468..17589376| DNA binding	AT3G47680.1	CHR10V5|COORD:14111457..14109835|protein transposon protein, putative, Pong sub-class, expressed	LOC_Os10g27370.1	no descriptionvery weakly similar to (54.7)AT3G47680| Symbols:  | DNA binding | chr3:17588468-17589376 REVERSE	RNA.regulation of transcription.MYB domain transcription factor family	27_3_25

CUST_92385_PI403524517	2	0.06546211	-0.0035157204	0.0035157204	-0.31993628	0.051847458	-0.26459074	35_26416	"Cluster: TRNA pseudouridine synthase family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: TRNA pseudouridine synthase family protein, exp"	UniRef90_Q10LR0	CHR2V7|COORD:12932805..12934973| tRNA pseudouridine synthase family protein	AT2G30320.1	CHR03V5|COORD:12574469..12570504|protein TRNA pseudouridine synthase, putative, expressed	LOC_Os03g21980.1	no descriptionweakly similar to ( 103)AT2G30320| Symbols:  | tRNA pseudouridine synthase family protein | chr2:12932805-12934973 REVERSEnot assigned not assigned PseudoU_synth_PUS1_PUS2 TruA	protein.aa activation.pseudouridylate synthase	29_1_30

CUST_64537_PI403524517	2	0.31485367	0.080747604	0.024680614	-0.052507877	-0.22458506	-0.024680614	35_18426	"Cluster: Putative cadmium resistance protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative cadmium resistance protein - Oryza sativa (japonica"	UniRef90_Q654Y9	"CHR4V7|COORD:17541981..17546346| HMA1 (Heavy metal ATPase 1); copper-exporting ATPase"	AT4G37270.1	CHR06V5|COORD:28796547..28788017|protein cadmium/zinc-transporting ATPase HMA1, chloroplast precursor, putative, expressed	LOC_Os06g47550.1	"no descriptionhighly similar to ( 655)AT4G37270| Symbols: HMA1 | HMA1 (Heavy metal ATPase 1); copper-exporting ATPase | chr4:17541981-17546346 REVERSEnot assigned not assigned not assigned not assigned not assigned ZntA zntA PRK10671 MgtA E1-E2_ATPase KdpB PRK01122 Hydrolase PRK10517"	transport.metal	34_12

CUST_124232_PI403524517	2	0.3442173	0.2987709	0.04348898	-0.082745075	-0.5515938	-0.04348898	35_35020	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_15889_PI399408534	2	0.13072586	0.21208572	-0.052725792	-0.05574417	-0.0077371597	0.0077381134	35_15557	"Cluster: Pre-mRNA-splicing factor 8 homolog; n=1; Caenorhabditis elegans|Rep: Pre-mRNA-splicing factor 8 homolog - Caenorhabditis elegans"	UniRef90_P34369	CHR1V7|COORD:30122945..30132467| SUS2 (ABNORMAL SUSPENSOR 2)	AT1G80070.1	CHR06V5|COORD:3367262..3362868|protein pre-mRNA-processing-splicing factor 8, putative, expressed	LOC_Os06g07080.1	 no descriptionvery weakly similar to (81.3)AT1G80070| Symbols: EMB158, EMB33, EMB177, EMB14, SUS2 | SUS2 (ABNORMAL SUSPENSOR 2) | chr1:30122945-30132467 FORWARDnot assigned PROCT PRP8 	RNA.processing.splicing	27_1_1

CUST_16841_PI399408534	2	-0.16236973	-0.22581863	-0.046165943	0.10669994	0.17000818	0.046165466	35_22678	"Cluster: OSJNBa0005N02.3 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0005N02.3 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XSA2	CHR1V7|COORD:17889953..17895560| AGO1 (ARGONAUTE 1)	AT1G48410.2	CHR04V5|COORD:28222521..28207417|protein PINHEAD protein, putative, expressed	LOC_Os04g47870.2	no descriptionmoderately similar to ( 350)AT1G48410| Symbols: AGO1 | AGO1 (ARGONAUTE 1) | chr1:17889953-17895560 REVERSEnot assigned not assigned Piwi_ago-like Piwi Piwi-like Piwi_piwi-like_Euk	RNA.regulation of transcription.Argonaute	27_3_36

CUST_15392_PI403524517	2	0.015831947	-0.38481808	-0.181921	0.030669212	0.05201626	-0.015831947	35_4439	"Cluster: Putative elongation factor 2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative elongation factor 2 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69V60	"CHR1V7|COORD:1900523..1904582| MEE5 (maternal effect embryo arrest 5); translation elongation factor/ translation factor, nucleic acid binding"	AT1G06220.1	CHR06V5|COORD:24211572..24205618|protein U5 small nuclear ribonucleoprotein component, putative, expressed	LOC_Os06g40600.1	" no descriptionhighly similar to ( 622)AT1G06220| Symbols: MEE5 | MEE5 (maternal effect embryo arrest 5); translation elongation factor/ translation factor, nucleic acid binding | chr1:1900523-1904582 FORWARDmoderately similar to ( 280)EF2_BETVUElongation factor 2 - Beta vulgaris (Sugar beet)not assigned not assigned not assigned not assigned not assigned EF2_IV_snRNP aeEF2_snRNP_like_IV FusA PRK07560 eEF2_C_snRNP eEF2_snRNP_like_C EFG_C Elongation_Factor_C EFG_IV PRK12740 PRK12739 PRK00007 EFG_mtEFG_C EFG_like_IV Tet_C "	protein.synthesis.elongation	29_2_4

CUST_3634_PI403524517	2	0.07114792	0.32383728	0.0014400482	-0.11922455	-0.0014400482	-0.040053368	35_991	"Cluster: Os02g0250400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os02g0250400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E2D0	CHR5V7|COORD:18637647..18639491| GDSL-motif lipase/hydrolase family protein	AT5G45910.1	CHR02V5|COORD:8501441..8504976|protein esterase precursor, putative, expressed	LOC_Os02g15230.1	no descriptionmoderately similar to ( 306)AT5G45910| Symbols:  | GDSL-motif lipase/hydrolase family protein | chr5:18637647-18639491 REVERSEweakly similar to ( 142)EST_HEVBREsterase precursor - Hevea brasiliensis (Para rubber tree)SGNH_plant_lipase_like fatty_acyltransferase_like COG3240 Lipase_GDSL Triacylglycerol_lipase_like	misc.GDSL-motif lipase	26_28

CUST_31187_PI399408534	2	0.38377666	-0.14473152	0.22332573	0.13093328	-0.13093376	-0.21449184	35_3292	"Cluster: CONSTANS-like protein CO6; n=2; Hordeum vulgare subsp. vulgare|Rep: CONSTANS-like protein CO6 - Hordeum vulgare var. distichum (Two-rowed barley)"	UniRef90_Q8L545	CHR5V7|COORD:23372799..23373955| zinc finger (B-box type) family protein	AT5G57660.1	CHR06V5|COORD:26843659..26842090|protein CONSTANS-like protein CO6, putative, expressed	LOC_Os06g44450.1	no descriptionweakly similar to ( 121)AT5G57660| Symbols:  | zinc finger (B-box type) family protein | chr5:23372799-23373955 FORWARDvery weakly similar to (56.6)PRR1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned CCT PRK07764 PRK12678 PRK12323 TT_ORF1 APC_basic PRK07003 DUF1777 DUF390 Herpes_BLLF1 Atrophin-1 Tymo_45kd_70kd PRK08770 Protamine_P1 PRK09169	RNA.regulation of transcription.C2C2(Zn) CO-like, Constans-like zinc finger family	27_3_7

CUST_2830_PI404877155	2	-0.24562645	0.61939144	-0.46554756	0.24562645	-0.5190382	0.57234955	Contig1324_at	Calmodulin-2 [Oryza sativa (japonica cultivar-group)]	BAB69673.1	calmodulin, putative	At3g22930.1	protein EF hand, putative	Os12g41110	"calmodulin, putative, strong similarity to calmodulin 8 GI:5825600 from (Arabidopsis thaliana); contains INTERPRO:IPR002048 calcium-binding EF-hand domain"	signalling.calcium	30_3

CUST_78567_PI403524517	2	0.14016533	0.7398453	0.107951164	-0.27335596	-0.107951164	-0.26637745	35_22526	Rep: Hypothetical protein - Cryptosporidium parvum	UniRef90_Q5CU72	CHR2V7|COORD:6878339..6879327| glycine-rich protein	AT2G15770.1	CHR08V5|COORD:21459197..21458160|protein fibroin heavy chain precursor, putative, expressed	LOC_Os08g34390.1	no descriptionnot assigned not assigned Trypan_PARP PRK12323 NESP55	not assigned.unknown	35_2

CUST_52681_PI403524517	2	0.022745132	-0.0161829	-0.014742851	-0.48808002	0.014742851	0.087717056	35_15008	"Cluster: Vacuolar ATP synthase subunit B isoform 2; n=3; Magnoliophyta|Rep: Vacuolar ATP synthase subunit B isoform 2 - Hordeum vulgare (Barley)"	UniRef90_Q40079	CHR4|COORD:18010315..18015124| similar to vacuolar ATP synthase subunit B / V-ATPase B subunit / vacuolar proton pump B subunit / V-ATPase 57 kDa subunit [Arabi	AT4G38510.4	CHR06V5|COORD:21967779..21962111|protein vacuolar ATP synthase subunit B isoform 1, putative, expressed	LOC_Os06g37180.1	" no descriptionhighly similar to ( 923)AT4G38510| Symbols:  | (VACUOLAR ATP SYNTHASE SUBUNIT B2); hydrogen ion transporting ATP synthase, rotational mechanism | chr4:18011149-18014783 REVERSEhighly similar to ( 950)VATB2_HORVUVacuolar ATP synthase subunit B 2 - Hordeum vulgare (Barley)not assigned not assigned not assigned NtpB PRK04196 V_A-ATPase_B PRK02118 ATP-synt_ab FliI ATPase_flagellum-secretory_path_III AtpA PRK06936 PRK12597 AtpD fliI PRK09099 PRK09281 PRK09280 fliI fliI F1-ATPase_beta F1_ATPase_alpha PRK08149 fliI atpA PRK06315 PRK06820 fliI fliI PRK07594 atpB fliI fliI NtpA PRK04192 fliI PRK07165 PRK05922 V_A-ATPase_A RecA-like_NTPases ATP-synt_ab_C ATP-synt_ab_N "	PS.lightreaction.ATP synthase	1_1_4

CUST_39685_PI403524517	2	0.14157438	0.5456133	0.08368206	-0.08368206	-0.17015648	-0.23006344	35_11412	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2R2E6	CHR5|COORD:1964469..1966956| expressed protein, similar to expressed protein [Arabidopsis thaliana] (TAIR:At3g11720.1)	AT5G06440.3	CHR11V5|COORD:20700399..20706011|protein expressed protein	LOC_Os11g36070.3	"no descriptionweakly similar to ( 184)AT5G06440| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G11720.2); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABA94317.2); contains domain Bet v1-like (SSF55961); contains domain no description (G3D.3.30.530.20) | chr5:1964642-1966808 REVERSE"	not assigned.unknown	35_2

CUST_6869_PI403524517	2	0.060009003	-0.43272018	-0.060009003	0.113713264	0.09421921	-0.3678193	35_1906	"Cluster: Chloroplast inner envelope protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Chloroplast inner envelope protein, putative,"	UniRef90_Q7XD45	CHR1V7|COORD:2130302..2135562| ATTIC110/TIC110 (TRANSLOCON AT THE INNER ENVELOPE MEMBRANE OF CHLOROPLASTS 110)	AT1G06950.1	CHR10V5|COORD:18349394..18340372|protein ATTIC110/TIC110, putative, expressed	LOC_Os10g35010.1	 no descriptionmoderately similar to ( 350)AT1G06950| Symbols: ATTIC110, TIC110 | ATTIC110/TIC110 (TRANSLOCON AT THE INNER ENVELOPE MEMBRANE OF CHLOROPLASTS 110) | chr1:2130302-2135562 REVERSEnot assigned not assigned not assigned not assigned not assigned PRK07764 PRK12678 	protein.targeting.chloroplast	29_3_3

CUST_8695_PI399408534	2	0.073179245	-0.20506191	-0.026427269	0.026427269	-0.4715681	0.032108307	35_32747	"Cluster: Os05g0154800 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0154800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DKM4	"CHR2V7|COORD:19524299..19525756| U1A (SPLICEOSOMAL PROTEIN U1A); RNA binding"	AT2G47580.1	CHR05V5|COORD:3181060..3192134|protein ATP binding protein, putative, expressed	LOC_Os05g06280.1	"no descriptionweakly similar to ( 157)AT2G47580| Symbols: U1A | U1A (SPLICEOSOMAL PROTEIN U1A); RNA binding | chr2:19524299-19525756 FORWARDvery weakly similar to (55.5)STA_RICCOSugar carrier protein A - Ricinus communis (Castor bean)not assigned not assigned RRM RRM_1"	RNA.processing.splicing	27_1_1

CUST_19425_PI403524517	2	0.12640572	0.11422348	-0.114224434	-0.55486584	-0.74929905	0.14902782	35_5630	"Cluster: Putative z-protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative z-protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ZEY6	CHR1V7|COORD:730148..731379| glutamate binding	AT1G03070.1	CHR07V5|COORD:4090387..4087520|protein transmembrane BAX inhibitor motif-containing protein 4, putative, expressed	LOC_Os07g08070.1	no descriptionmoderately similar to ( 251)AT1G03070| Symbols:  | glutamate binding | chr1:730148-731379 FORWARDnot assigned not assigned not assigned not assigned COG0670 UPF0005 PRK10447	not assigned.no ontology	35_1

CUST_2295_PI404877155	2	0.10379505	0.4904728	0.19745064	-0.10379505	-0.17628956	-0.122953415	Contig12668_at	OSJNBb0021I10.1 [Oryza sativa (japonica cultivar-group)] emb|CAE03196.2| OSJNBb0060M15.8 [Oryza sativa (japonica cultivar-group)]	CAD39379.2	E2F transcription factor-3 (E2F3)	At2g36010.2	protein transposon protein, putative, CACTA, En/Spm sub-class	Os04g02140	NONE	RNA.regulation of transcription.E2F/DP transcription factor family	27_3_18

CUST_99226_PI403524517	2	0.018551826	0.080153465	-0.018551826	0.095560074	-0.09895277	-0.056238174	35_28323	"Cluster: HSF-type DNA-binding domain containing protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: HSF-type DNA-binding domain containing prot"	UniRef90_Q338B0	"CHR3V7|COORD:8078988..8080902| AT-HSFA6B (Arabidopsis thaliana heat shock transcription factor A6B); DNA binding / transcription factor"	AT3G22830.1	CHR10V5|COORD:14420778..14416704|protein heat shock factor protein HSF30, putative, expressed	LOC_Os10g28340.3	" no descriptionmoderately similar to ( 272)AT3G22830| Symbols: HSFA6B, AT-HSFA6B | AT-HSFA6B (Arabidopsis thaliana heat shock transcription factor A6B); DNA binding / transcription factor | chr3:8078988-8080902 FORWARDnot assigned HSF_DNA-bind HSF HSF1 "	stress.abiotic.heat	20_2_1

CUST_63924_PI403524517	2	0.036571503	0.52323055	-0.0025749207	-0.13730526	-0.09685516	0.0025749207	35_18255	"Cluster: Putative RNA Polymerase II subunit 14.5 kD; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative RNA Polymerase II subunit 14.5 kD - Oryza sativa"	UniRef90_Q8GSD5	CHR3V7|COORD:5794532..5795705| DNA-directed RNA polymerase II, putative	AT3G16980.1	CHR12V5|COORD:22913089..22914562|protein DNA-directed RNA polymerase II 14.5 kDa polypeptide, putative, expressed	LOC_Os12g37370.1	 no descriptionweakly similar to ( 154)AT3G16980| Symbols:  | DNA-directed RNA polymerase II, putative | chr3:5794532-5795705 FORWARDnot assigned not assigned RPB9 RPOL9 RNA_POL_M_15KD 	RNA.transcription	27_2

CUST_9030_PI404877155	2	0.01623249	-1.1431475	-0.19040775	0.1611166	0.095277786	-0.016231537	Contig2819_at	putative heat shock protein [Oryza sativa (japonica cultivar-group)] dbj|BAB33024.1| putative heat shock protein [Oryza sativa (japonica	NP_914445.1	heat shock protein, putative	At1g79930.1	protein dnaK protein	Os01g08560	putative heat-shock protein	stress.abiotic.heat	20_2_1

CUST_18780_PI404877155	2	0.49276543	-1.8431959	-0.58472157	1.3603134	0.98876286	-0.49276638	HVSMEn0017L11f_at	light harvesting chlorophyll a/b-binding protein [Nicotiana sylvestris]	BAA25395.1	chlorophyll A-B binding protein / LHCII type I (LHB1B1)	At2g34430.1	protein chlorophyll a/b binding protein 1.	Os09g17740	NONE	PS.lightreaction.photosystem II.LHC-II	1_01_01_01

CUST_15428_PI399408534	2	0.0050210953	-0.2110939	0.013855934	-0.0050210953	0.20628166	-0.29446316	35_17791	"Cluster: RNA recognition motif family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: RNA recognition motif family protein, expressed - Ory"	UniRef90_Q10MR0	"CHR2V7|COORD:12912634..12914511| U2B (U2 small nuclear ribonucleoprotein B); RNA binding"	AT2G30260.1	CHR03V5|COORD:10461633..10457166|protein spliceosomal protein, putative, expressed	LOC_Os03g18720.1	"no descriptionmoderately similar to ( 248)AT2G30260| Symbols: U2B'' | U2B'' (U2 small nuclear ribonucleoprotein B); RNA binding | chr2:12912634-12914511 REVERSEnot assigned not assigned not assigned not assigned not assigned COG0724 RRM"	RNA.processing.splicing	27_1_1

CUST_120774_PI403524517	2	-0.27708244	0.18661785	-0.034934998	0.034934044	-0.22213173	0.100626945	35_34131	"Cluster: OSJNBa0004N05.21 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0004N05.21 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XPY7	"CHR4V7|COORD:11561241..11563883| BGLU47 (Beta-glucosidase 47); hydrolase, hydrolyzing O-glycosyl compounds"	AT4G21760.1	CHR04V5|COORD:25425512..25421175|protein beta-glucosidase, chloroplast precursor, putative, expressed	LOC_Os04g43360.2	no descriptionnot assigned	not assigned.unknown	35_2

CUST_16189_PI403524517	2	0.04938507	-0.56084824	-0.020029068	0.077762604	-0.021684647	0.020030022	35_4669	"Cluster: ADP-glucose pyrophosphorylase family protein, putative, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: ADP-glucose pyrophosphorylase"	UniRef90_Q10Q61	"CHR1|COORD:28139022..28142417| ADP-glucose pyrophosphorylase family protein, contains Pfam profile PF00483: Nucleotidyl transferase; low similarity to"	AT1G74910.2	CHR03V5|COORD:5664524..5659762|protein mannose-1-phosphate guanyltransferase, putative, expressed	LOC_Os03g11050.1	no descriptionhighly similar to ( 669)AT1G74910| Symbols:  | ADP-glucose pyrophosphorylase family protein | chr1:28139431-28142117 REVERSEnot assigned not assigned not assigned not assigned not assigned GCD1 NTP_transferase GlgC glgC GlmU RfbA glgC GalU glgC lpxD glgC LpxD LbetaH	major CHO metabolism.synthesis.starch.AGPase	2_1_2_1

CUST_19313_PI404877155	2	0.3082428	-0.4112053	-0.20655632	0.28188896	0.20655632	-0.3780346	rbaal34e03_at	0	0	photosystem II 10 kDa polypeptide	At1g79040.1	protein Photosystem II 10 kDa polypeptide PsbR, putative	Os08g10020	NONE	PS.lightreaction.photosystem II.PSII polypeptide subunits	1_01_01_02

CUST_11647_PI399408534	2	-0.04193878	1.0108376	0.030796051	-0.19666672	-0.027925491	0.027925491	35_16198	Rep: Light-induced protein 1-like - Lolium perenne (Perennial ryegrass)	UniRef90_Q3HNF6	CHR3V7|COORD:9829105..9829698| CCL (CCR-LIKE)	AT3G26740.1	CHR01V5|COORD:167183..165272|protein light-induced protein 1-like, putative, expressed	LOC_Os01g01340.1	no descriptionvery weakly similar to (88.6)AT3G26740| Symbols: CCL | CCL (CCR-LIKE) | chr3:9829105-9829698 FORWARDweakly similar to ( 114)LIRP1_ORYSALir1	signalling.light	30_11

CUST_2053_PI403524517	2	0.014653206	-0.0767355	-0.010138512	-0.10588932	0.010138512	0.017370224	35_545	"Cluster: NADP-specific isocitrate dehydrogenase; n=5; Magnoliophyta|Rep: NADP-specific isocitrate dehydrogenase - Oryza sativa (Rice)"	UniRef90_Q9XGU7	CHR1V7|COORD:24542751..24545524| isocitrate dehydrogenase, putative / NADP+ isocitrate dehydrogenase, putative	AT1G65930.1	CHR01V5|COORD:26863987..26859867|protein isocitrate dehydrogenase, chloroplast precursor, putative, expressed	LOC_Os01g46610.1	 no descriptionhighly similar to ( 737)AT1G65930| Symbols:  | isocitrate dehydrogenase, putative / NADP+ isocitrate dehydrogenase, putative | chr1:24542751-24545524 FORWARDhighly similar to ( 734)IDHP_MEDSAIsocitrate dehydrogenase [NADP], chloroplast precursor - Medicago sativa (Alfalfa)not assigned not assigned PRK08299 Icd Iso_dh LeuB PRK00772 PRK09222 	TCA / org. transformation.TCA.IDH	8_1_4

CUST_74899_PI403524517	2	0.0	0.23347473	0.0	-0.073275566	-0.03780079	0.013270378	35_21473	"Cluster: Initiation factor 2 subunit family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Initiation factor 2 subunit family protein, exp"	UniRef90_Q2QQD9	CHR1V7|COORD:20131302..20134502| GTP binding / translation initiation factor	AT1G53900.1	CHR12V5|COORD:18853849..18850839|protein translation initiation factor eIF-2B alpha subunit, putative, expressed	LOC_Os12g31380.1	no descriptionmoderately similar to ( 246)AT1G53900| Symbols:  | GTP binding / translation initiation factor | chr1:20131302-20134502 FORWARDnot assigned not assigned not assigned not assigned GCD2 IF-2B PRK08535 COG0182 PRK08335 mtnA PRK06036 PRK05772 PRK06372 PRK08334 PRK06371 PRK06844 PRK06239	protein.synthesis.initiation	29_2_3

CUST_26442_PI403524517	2	0.23098564	-2.3509893	-1.2275224	0.54463005	-0.16973448	0.169734	35_7660	"Cluster: F25C20.15 protein; n=1; Arabidopsis thaliana|Rep: F25C20.15 protein - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9SAA7	"CHR1V7|COORD:3945852..3946457| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G61930.1); similar to Protein of unknown function DUF584 [Medicago"	AT1G11700.1	CHR07V5|COORD:19886591..19885483|protein expressed protein	LOC_Os07g33270.1	"no descriptionweakly similar to ( 108)AT1G11700| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G61930.1); similar to Protein of unknown function DUF584 [Medicago truncatula] (GB:ABE80969.1); similar to Os07g0516300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001059782.1); contains InterPro domain Protein of unknown function DUF584; (InterPro:IPR007608) | chr1:3945852-3946457 FORWARDDUF584"	not assigned.unknown	35_2

CUST_14466_PI403524517	2	-0.68679523	-0.038743973	0.0	0.31959534	0.08016682	0.0	35_4157	Rep: OSIGBa0148P16.1 protein - Oryza sativa (Rice)	UniRef90_Q01L04	CHR5V7|COORD:17374921..17375214| chaperone protein dnaJ-related	AT5G43260.1	CHR02V5|COORD:18053052..18054244|protein drought-induced protein 1, putative, expressed	LOC_Os02g30320.1	no descriptionvery weakly similar to (62.0)AT5G43260| Symbols:  | chaperone protein dnaJ-related | chr5:17374921-17375214 REVERSEPRK12323 PRK07764	protein.folding	29_6

CUST_24764_PI403524517	2	0.043549538	-0.3041401	0.06732464	-0.043549538	0.17157364	-0.17319584	35_7184	"Cluster: Imidazole glycerol phosphate synthase hisHF, chloroplast, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Imidazole glycerol phos"	UniRef90_Q10NW0	CHR4V7|COORD:13515520..13519614| AT-HF (Arabidopsis thaliana HisF protein)	AT4G26900.1	CHR03V5|COORD:8239864..8234486|protein imidazole glycerol phosphate synthase hisHF, chloroplast precursor, putative, expressed	LOC_Os03g15120.1	 no descriptionmoderately similar to ( 398)AT4G26900| Symbols: HISHF, AT-HF | AT-HF (Arabidopsis thaliana HisF protein) | chr4:13515520-13519614 FORWARDnot assigned GATase1_IGP_Synthase HisH GATase GATase1_PB GATase1_CobQ GuaA GATase1_1 PRK00784 PDX2 GAT_1 GATase1 GATase_3 CobQ PRK00758 	amino acid metabolism.synthesis.histidine.Imidazole glycerol phosphate synthase	13_1_7_10

CUST_5477_PI404877155	2	0.05269718	-0.63780975	-0.010532379	0.010532379	-0.030916214	0.023584366	Contig17201_at	haloacid dehalogenase-like hydrolase family protein [Arabidopsis thaliana] dbj|BAB10715.1| unnamed protein product [Arabidopsis thaliana]	NP_974931.1	haloacid dehalogenase-like hydrolase family protein	At5g53850.2	protein 2,3-diketo-5-methylthio-1-phosphopentane phosphatase, putative	Os11g29370	"haloacid dehalogenase-like hydrolase family protein, low similarity to enolase-phosphatase E-1 enzyme (Klebsiella oxytoca) GI:401712; contains InterPro accession IPR005834: Haloacid dehalogenase-like hydrolase or  haloacid dehalogenase-like hydrolase fami"	minor CHO metabolism.others	3_5

CUST_177899_PI403524517	2	0.11668301	-0.25330544	0.044659615	-0.021093369	0.021092415	-0.06699467	35_49481	0	0		0	CHR05V5|COORD:26821741..26818713|protein 60S ribosomal protein L28, putative, expressed	LOC_Os05g46430.1	no description	not assigned.unknown	35_2

CUST_49544_PI403524517	2	0.032527924	0.006374359	0.006374359	-0.015792847	-0.12321091	-0.0063762665	35_14129	Rep: Heat shock protein 90 - Triticum aestivum (Wheat)	UniRef90_Q00NU9	"CHR5V7|COORD:22704149..22706659| HSP81-2 (EARLY-RESPONSIVE TO DEHYDRATION 8); ATP binding"	AT5G56030.1	CHR09V5|COORD:18540207..18535779|protein heat shock protein 81-3, putative, expressed	LOC_Os09g30439.1	" no descriptionnearly identical (1114)AT5G56030| Symbols: ERD8, HSP81-2 | HSP81-2 (EARLY-RESPONSIVE TO DEHYDRATION 8); ATP binding | chr5:22704149-22706659 FORWARDnearly identical (1140)HSP83_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned HSP90 PRK05218 HtpG DUF566 DUF1509 Herpes_BLLF1 KAR9 APC_basic Pneumo_att_G HATPase_c Tymo_45kd_70kd PRK03918 Atrophin-1 "	stress.abiotic.heat	20_2_1

CUST_43633_PI403524517	2	0.32119656	-0.26147842	-0.0054302216	0.0054297447	-0.1019063	0.0951066	35_12522	"Cluster: Proliferating-cell nucleolar protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Proliferating-cell nucleolar protein-like - Oryza sativa (j"	UniRef90_Q6K4D4	CHR4V7|COORD:18543983..18547437| NOL1/NOP2/sun family protein	AT4G40000.1	CHR09V5|COORD:18012220..18019627|protein NOL1/NOP2/sun family protein, expressed	LOC_Os09g29630.1	no descriptionweakly similar to ( 103)AT4G40000| Symbols:  | NOL1/NOP2/sun family protein | chr4:18543983-18547437 REVERSEnot assigned Sun	not assigned.no ontology	35_1

CUST_4882_PI404877155	2	-0.09958267	-0.012779236	0.019532204	-0.11743736	0.012778282	0.049998283	Contig16246_at	0	NP_181288.3	PHD finger family protein	At2g37520.1	protein expressed protein	Os03g17050	NONE	RNA.regulation of transcription.unclassified	27_3_99

CUST_74108_PI403524517	2	0.04965496	0.035499573	-0.11068249	-0.05370426	-0.013528824	0.013528824	35_21253	"Cluster: Phagocytosis and cell motility protein ELMO1, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Phagocytosis and cell motility"	UniRef90_Q10M53	CHR3V7|COORD:869486..871694| phagocytosis and cell motility protein ELMO1-related	AT3G03610.1	CHR03V5|COORD:11672438..11675979|protein domain of unknown function DUF609 containing protein, expressed	LOC_Os03g20670.1	no descriptionmoderately similar to ( 281)AT3G03610| Symbols:  | phagocytosis and cell motility protein ELMO1-related | chr3:869486-871694 FORWARDnot assigned not assigned ELMO_CED12	not assigned.no ontology	35_1

CUST_9650_PI403524517	2	0.08498669	0.15069294	-0.0067863464	-0.057865143	-0.008968353	0.0067863464	35_2719	"Cluster: Os05g0144200 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0144200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DKT6	"CHR2V7|COORD:16886544..16889443| Identical to Protein At2g40430 [Arabidopsis Thaliana] (GB:O22892;GB:Q93XZ8); similar to Os05g0144200 [Oryza sativa (japonica"	AT2G40430.1	CHR05V5|COORD:2523994..2519359|protein glioma tumor suppressor candidate region gene 2 protein, putative, expressed	LOC_Os05g05220.1	"no descriptionweakly similar to ( 170)AT2G40430| Symbols:  | Identical to Protein At2g40430 [Arabidopsis Thaliana] (GB:O22892;GB:Q93XZ8); similar to Os05g0144200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001054623.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAU90201.1); contains InterPro domain P60-like; (InterPro:IPR011687) | chr2:16886605-16889443 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Nop53 PRK07764 TT_ORF1 PRK12323 Protamine_P1 Rubella_Capsid"	not assigned.unknown	35_2

CUST_28554_PI403524517	2	0.17589092	0.49082422	-0.001982212	0.0019817352	-0.20118427	-0.16785288	35_8251	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ATM9	0	0	CHR03V5|COORD:17476818..17469867|protein expressed protein	LOC_Os03g30740.1	no description	not assigned.unknown	35_2

CUST_11698_PI403524517	2	-0.024515152	0.003985405	-0.038990974	0.024030685	-0.003985405	0.13252735	35_3324	"Cluster: Cytidylyltransferase family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Cytidylyltransferase family protein, expressed - Oryza"	UniRef90_Q2QYF8	"CHR2V7|COORD:16176057..16178758| PECT1 (PHOSPHORYLETHANOLAMINE CYTIDYLYLTRANSFERASE 1); ethanolamine-phosphate cytidylyltransferase"	AT2G38670.1	CHR12V5|COORD:1010142..1004447|protein ethanolamine-phosphate cytidylyltransferase, putative, expressed	LOC_Os12g02820.1	"no descriptionhighly similar to ( 570)AT2G38670| Symbols: PECT1 | PECT1 (PHOSPHORYLETHANOLAMINE CYTIDYLYLTRANSFERASE 1); ethanolamine-phosphate cytidylyltransferase | chr2:16176057-16178758 FORWARDnot assigned not assigned CCT ECT cytidylyltransferase TagD cytidylyltransferase_like PRK11316 RfaE RfaE_N G3P_Cytidylyltransferase CTP_transf_2 nt_trans PRK00777 PRK09169"	not assigned.no ontology	35_1

CUST_78160_PI403524517	2	0.025416374	-0.114690304	0.0031642914	-0.0031642914	0.4353075	-0.2518649	35_22404	"Cluster: Os02g0249300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os02g0249300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E2D7	CHR4V7|COORD:14256443..14257603| zinc finger (C3HC4-type RING finger) family protein	AT4G28890.1	CHR02V5|COORD:8422838..8423812|protein RING-H2 finger protein ATL1N precursor, putative, expressed	LOC_Os02g15120.1	no descriptionvery weakly similar to (77.8)AT4G28890| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr4:14256443-14257603 REVERSEvery weakly similar to (73.2)EL5_ORYSAnot assigned not assigned not assigned COG5540 RING PRK12323	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_9169_PI403524517	2	0.048911095	-0.014505386	0.014505386	-0.06339073	0.19181538	-0.06681728	35_2577	"Cluster: Putative brix domain-containing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative brix domain-containing protein - Oryza sativa (japon"	UniRef90_Q69L77	CHR1V7|COORD:19714929..19716771| brix domain-containing protein	AT1G52930.1	CHR02V5|COORD:22882259..22879224|protein brix domain-containing protein 2, putative, expressed	LOC_Os02g37870.1	no descriptionmoderately similar to ( 292)AT1G52930| Symbols:  | brix domain-containing protein | chr1:19714929-19716771 FORWARDnot assigned BRX1 Brix	protein.synthesis.misc ribososomal protein.BRIX	29_2_2_50

CUST_154819_PI403524517	2	0.024363518	0.24228382	0.01255703	-0.17109203	-0.4560814	-0.01255703	35_43254	"Cluster: Putative NADPH oxidoreductase homolog; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative NADPH oxidoreductase homolog - Oryza sativa (japonica"	UniRef90_Q67J16	CHR1V7|COORD:18385259..18389689| ARP protein (REF)	AT1G49670.1	CHR09V5|COORD:17376007..17387956|protein zinc-binding alcohol dehydrogenase domain-containing protein 2, putative, expressed	LOC_Os09g28570.3	no descriptionweakly similar to ( 147)AT1G49670| Symbols:  | ARP protein (REF) | chr1:18385259-18389689 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned FabG PRK12826 PRK08324 fabG fabG fabG DltE PRK06172 PRK06346 PRK12429 PRK08213 fabG PRK08643 fabG PRK05650 PRK12939 fabG PRK08265 COG4221 PRK12829 PRK07479 PRK07326 PRK08936 PRK05855 fabG PRK07825 PRK06484 fabG PRK08226 PRK06949 fabG PRK07074 PRK08267 PRK12824 PRK06841 PRK06057 PRK08277 PRK06171	misc.short chain dehydrogenase/reductase (SDR)	26_22

CUST_136179_PI403524517	2	0.08074331	0.045705795	-0.045705795	-0.11471701	-0.5453057	0.15679693	35_38188	Rep: RNA-directed DNA polymerase - Medicago truncatula (Barrel medic)	UniRef90_Q1SLU4		0	0	0	no description	not assigned.unknown	35_2

CUST_178835_PI403524517	2	-0.12543726	-0.090563774	-0.4692545	0.090563774	0.16788721	0.10659933	35_49742	"Cluster: Hypothetical protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7G255		0	CHR10V5|COORD:19948802..19948495|protein hypothetical protein	LOC_Os10g37870.1	no description	not assigned.unknown	35_2

CUST_6228_PI404877155	2	-0.3019209	0.19477081	0.19032955	-0.04276085	0.042761803	-0.04379177	Contig18728_at	putative S-receptor kinase [Oryza sativa (japonica cultivar-group)] dbj|BAC65367.1| putative S-receptor kinase KIK1 precursor [Oryza sativa	NP_910658.1	S-locus lectin protein kinase family protein	At4g21390.1	protein S-locus glycoprotein family, putative	Os07g36590	S-locus lectin protein kinase family protein, contains Serine/Threonine protein kinases active-site signature, PROSITE:PS00108	signalling.receptor kinases.S-locus glycoprotein like	30_2_24

CUST_27565_PI403524517	2	-0.037413597	0.68786526	0.037412643	-0.13410187	0.07519436	-0.05491066	35_7976	"Cluster: Os05g0515700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0515700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DGR8	0	0	CHR05V5|COORD:25492433..25496554|protein expressed protein	LOC_Os05g43950.1	no description	not assigned.unknown	35_2

CUST_8852_PI403524517	2	0.08463764	0.7199626	0.04183054	-0.21104813	-0.22819996	-0.04183054	35_2481	"Cluster: Regulator of chromosome condensation, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Regulator of chromosome condensation, putat"	UniRef90_Q2QTS8	CHR3|COORD:9538315..9541690| regulator of chromosome condensation (RCC1) family protein, weak similarity to UVB-resistance protein UVR8 (Arabidopsis thaliana)	AT3G26100.1	CHR12V5|COORD:10768321..10772796|protein HECT domain and RCC1-like domain-containing protein 2, putative, expressed	LOC_Os12g18650.7	no descriptionmoderately similar to ( 262)AT3G26100| Symbols:  | regulator of chromosome condensation (RCC1) family protein | chr3:9539695-9541386 FORWARDnot assigned not assigned not assigned ATS1	cell.division	31_2

CUST_81952_PI403524517	2	-0.034418106	-0.26229572	-0.02278614	0.022787094	0.03249836	0.18305302	35_23509	"Cluster: Os09g0498600 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0498600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J0N9	CHR1V7|COORD:19129280..19131770| KH domain-containing protein	AT1G51580.1	CHR09V5|COORD:19279445..19285663|protein nucleic acid binding protein, putative, expressed	LOC_Os09g32300.3	no descriptionvery weakly similar to (84.0)AT1G51580| Symbols:  | KH domain-containing protein | chr1:19129280-19131770 FORWARDKH-I KH_1 KH	RNA.RNA binding	27_4

CUST_51264_PI403524517	2	-0.11718655	1.7645845	0.1171875	0.3069954	-0.3130083	-0.19187355	35_14614	"Cluster: Os06g0716100 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os06g0716100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D9H0	CHR2V7|COORD:7774258..7774740| DNAJ heat shock protein, putative	AT2G17880.1	CHR08V5|COORD:27372890..27375658|protein chaperone protein dnaJ 11, chloroplast precursor, putative, expressed	LOC_Os08g43490.1	 no descriptionvery weakly similar to (72.0)AT2G17880| Symbols:  | DNAJ heat shock protein, putative | chr2:7774258-7774740 REVERSEvery weakly similar to (54.3)DNJH_CUCSADnaJ protein homolog - Cucumis sativus (Cucumber)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DnaJ DnaJ DnaJ CbpA PRK10767 PRK12323 	stress.abiotic.heat	20_2_1

CUST_6733_PI404877155	2	0.14175606	0.090307236	-0.4413681	-0.06594372	-0.05302334	0.053024292	Contig19947_s_at	OSJNBa0018M05.15 [Oryza sativa (japonica cultivar-group)] ref|XP_474328.1| OSJNBa0018M05.15 [Oryza sativa (japonica cultivar-group)]	CAE03240.2	AMP-binding protein, putative	At5g16370.1	protein AMP-binding enzyme, putative	Os04g57850	NONE	lipid metabolism.FA synthesis and FA elongation.acyl coa ligase	11_1_08

CUST_17611_PI404877155	2	0.15417194	-0.36074162	-0.15417194	0.2856846	0.193017	-0.34583187	HV_CEb0009N15r2_at	putative potassium-dependent sodium-calcium exchanger [Oryza sativa (japonica cultivar-group)] gb|AAP53935.1| putative potassium-dependent s	NP_921648.1	cation exchanger, putative (CAX7)	At5g17860.1	protein Sodium/calcium exchanger protein, putative	Os10g30070	"cation exchanger, putative (CAX8), similar to sodium/calcium exchanger protein (Mus musculus) gi:13925661:gb:AAK49407; Ca2+:Cation Antiporter (CaCA) Family member PMID:11500563"	transport.metal	34_12

CUST_44365_PI403524517	2	0.44792795	0.28167725	0.46385336	-0.28167677	-0.42010546	-0.94984007	35_12729	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_9691_PI399408534	2	0.048631668	-0.13713837	-0.010567665	-0.026599884	0.091962814	0.010567665	35_49527	"Cluster: Putative WD repeat domain 5B; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative WD repeat domain 5B - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ESX9	CHR5V7|COORD:25890372..25892247| transducin family protein / WD-40 repeat family protein	AT5G64730.1	CHR02V5|COORD:20176345..20180268|protein mitogen-activated protein kinase organizer 1, putative, expressed	LOC_Os02g33860.1	no descriptionweakly similar to ( 121)AT5G64730| Symbols:  | transducin family protein / WD-40 repeat family protein | chr5:25890372-25892247 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned WD40	signalling.G-proteins	30_5

CUST_6538_PI403524517	2	0.032431602	0.4888935	-0.021125793	-0.05639553	-0.08054447	0.02112484	35_1814	"Cluster: Os06g0598900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0598900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DB62	CHR1V7|COORD:19646534..19648646| transducin family protein / WD-40 repeat family protein	AT1G52730.1	CHR06V5|COORD:23620157..23612119|protein serine-threonine kinase receptor-associated protein, putative, expressed	LOC_Os06g39760.1	no descriptionhighly similar to ( 574)AT1G52730| Symbols:  | transducin family protein / WD-40 repeat family protein | chr1:19646534-19648646 FORWARDvery weakly similar to (85.5)PF20_CHLREFlagellar WD repeat-containing protein Pf20 - Chlamydomonas reinhardtiinot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned WD40 COG2319 WD40	development.unspecified	33_99

CUST_162363_PI403524517	2	0.020587921	0.590271	0.015916824	-0.2063446	-0.01591587	-0.23691368	35_45285	"Cluster: Os01g0141900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0141900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JQS7	"CHR2V7|COORD:16735456..16738238| similar to proline-rich family protein [Arabidopsis thaliana] (TAIR:AT3G09000.1); similar to Os01g0141900 [Oryza"	AT2G40070.1	CHR01V5|COORD:2258257..2263694|protein transposon protein, putative, CACTA, En/Spm sub-class, expressed	LOC_Os01g04880.1	no descriptionnot assigned not assigned not assigned	not assigned.unknown	35_2

CUST_26452_PI403524517	2	0.51890945	0.25402832	-0.039200306	-0.07508373	0.03919983	-0.2171545	35_7662	"Cluster: Os12g0626300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os12g0626300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0ILS2	CHR1V7|COORD:2016503..2024504| binding	AT1G06590.1	CHR12V5|COORD:26745509..26737124|protein expressed protein	LOC_Os12g43120.2	no descriptionmoderately similar to ( 417)AT1G06590| Symbols:  | binding | chr1:2016503-2024504 REVERSEnot assigned	not assigned.unknown	35_2

CUST_130263_PI403524517	2	0.072841644	0.80948305	0.12434673	-0.33487844	-0.072841644	-0.20718145	35_36583	Rep: F13M7.4 protein - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q9MAU5	CHR1V7|COORD:1411215..1413430| lipid-binding serum glycoprotein family protein	AT1G04970.1	CHR06V5|COORD:11740016..11736121|protein lipid binding protein, putative, expressed	LOC_Os06g20430.1	no descriptionmoderately similar to ( 211)AT1G04970| Symbols:  | lipid-binding serum glycoprotein family protein | chr1:1411923-1413430 FORWARDnot assigned not assigned not assigned not assigned BPI1 LBP_BPI_CETP BPI1	not assigned.no ontology	35_1

CUST_4175_PI403524517	2	-0.035036087	0.026382446	-0.005487442	-0.017017365	0.0054893494	0.03341484	35_1154	Rep: Histone H2A variant 1 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_O23628	CHR3V7|COORD:20207510..20208444| histone H2A.F/Z	AT3G54560.1	CHR03V5|COORD:30464266..30467082|protein histone H2A variant 3, putative, expressed	LOC_Os03g53190.2	 no descriptionweakly similar to ( 182)AT2G38810| Symbols:  | histone H2A, putative | chr2:16226522-16227757 REVERSEweakly similar to ( 193)H2AV3_ORYSAnot assigned not assigned H2A H2A HTA1 Histone 	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_46899_PI403524517	2	-0.04536915	0.4998331	0.045370102	-0.20314312	0.09412098	-0.31135464	35_13428	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QTN6	CHR1V7|COORD:4444282..4447276| sphere organelles protein-related	AT1G13030.1	CHR12V5|COORD:11070851..11058093|protein expressed protein	LOC_Os12g19040.1	no descriptionvery weakly similar to (57.8)AT1G13030| Symbols:  | sphere organelles protein-related | chr1:4444282-4447276 REVERSE	not assigned.no ontology	35_1

CUST_12495_PI404877155	2	-1.1275363	-0.030510426	0.4590969	0.030509949	0.09747076	-0.69333076	Contig6233_at	OsNAC6 protein [imported] - rice dbj|BAA89800.1| OsNAC6 protein [Oryza sativa] gb|AAK17067.1| NAC6 [Oryza sativa]	T52345	no apical meristem (NAM) family protein	At1g01720.1	protein No apical meristem (NAM) protein, putative	Os01g66120	NONE	RNA.regulation of transcription.NAC domain transcription factor family	27_3_27

CUST_4618_PI404877155	2	0.048264503	-0.06848049	-0.049230576	0.004310608	0.007879257	-0.0043115616	Contig15746_at	OSJNBa0035I04.12 [Oryza sativa (japonica cultivar-group)]	CAE05424.1	ELM2 domain-containing protein / PHD finger family protein	At2g19260.1	protein Similar to At2g19260	Os04g34720	gi|32487801|emb|CAE05424.1| OSJNBa0035I04.12	RNA.regulation of transcription.putative DNA-binding protein	27_3_67

CUST_158687_PI403524517	2	-0.109330654	-0.3564124	0.18165112	0.10933113	0.25833988	-0.2616315	35_44296	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_179886_PI403524517	2	0.08293629	-0.037055016	-0.014190674	0.01418972	0.04615593	-0.13234472	35_50027	"Cluster: Hypothetical protein P0412C04.14-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0412C04.14-1 - Oryza sativa (japonica cultiv"	UniRef90_Q654G8	CHR1V7|COORD:19844154..19846837| binding	AT1G53200.1	CHR06V5|COORD:7487067..7495669|protein expressed protein	LOC_Os06g13570.1	"no descriptionvery weakly similar to (75.9)AT1G53200| Symbols:  | similar to hypothetical protein [Cicer arietinum] (GB:CAB95828.1); contains InterPro domain Pentatricopeptide repeat; (InterPro:IPR002885) | chr1:19844154-19846360 REVERSE"	not assigned.unknown	35_2

CUST_15791_PI399408534	2	0.033560753	0.71450996	-0.033561707	-0.22790527	-0.25978088	0.09731293	35_13399	"Cluster: PHD zinc finger protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: PHD zinc finger protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5Z411	CHR2V7|COORD:11921027..11926818| protein binding / zinc ion binding	AT2G27980.1	CHR06V5|COORD:31168515..31160701|protein PHD zinc finger protein, putative, expressed	LOC_Os06g51450.1	no descriptionvery weakly similar to (75.1)AT2G27980| Symbols:  | protein binding / zinc ion binding | chr2:11921027-11926818 REVERSE	RNA.regulation of transcription.PHD finger transcription factor	27_3_63

CUST_9992_PI403524517	2	-0.079678535	0.59643173	0.0044345856	-0.12668324	-0.0044345856	0.03226185	35_2817	Rep: OSIGBa0158F13.11 protein - Oryza sativa (Rice)	UniRef90_Q01K50	CHR1V7|COORD:4474724..4477818| glycosyl hydrolase family 5 protein / cellulase family protein	AT1G13130.1	CHR04V5|COORD:23835790..23839863|protein hydrolase, hydrolyzing O-glycosyl compounds, putative, expressed	LOC_Os04g40490.1	no descriptionmoderately similar to ( 228)AT1G13130| Symbols:  | glycosyl hydrolase family 5 protein / cellulase family protein | chr1:4474724-4477818 FORWARD	cell wall.degradation.cellulases and beta -1,4-glucanases	10_6_1

CUST_99515_PI403524517	2	0.31502247	0.038295746	0.13492966	-0.03829527	-0.12037182	-0.0511117	35_28405	"Cluster: LMBR1 integral membrane protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: LMBR1 integral membrane protein-like - Oryza sativa (japonica cu"	UniRef90_Q6Z7V1	CHR5V7|COORD:26107040..26111563| LMBR1 integral membrane family protein	AT5G65290.1	CHR02V5|COORD:31917924..31925110|protein LMBR1-like conserved region family protein, expressed	LOC_Os02g52160.1	no descriptionmoderately similar to ( 327)AT5G65290| Symbols:  | LMBR1 integral membrane family protein | chr5:26107040-26110843 FORWARDnot assigned LMBR1	not assigned.no ontology	35_1

CUST_19656_PI399408534	2	-0.570488	0.62257195	0.04354763	0.01072216	-0.2626419	-0.010721207	35_38900	"Cluster: WRKY transcription factor 19; n=3; Oryza sativa (japonica cultivar-group)|Rep: WRKY transcription factor 19 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6IER2	"CHR3V7|COORD:20920061..20921388| WRKY70 (WRKY DNA-binding protein 70); transcription factor"	AT3G56400.1	CHR05V5|COORD:28388530..28389789|protein OsWRKY19 - Superfamily of rice TFs having WRKY and zinc finger domains, expressed	LOC_Os05g49620.1	" no descriptionvery weakly similar to (99.8)AT4G23810| Symbols: ATWRKY53, WRKY53 | WRKY53 (WRKY DNA-binding protein 53); transcription factor | chr4:12392676-12393749 REVERSEnot assigned not assigned WRKY PRK12323 PRK07764 DUF1431 PRK07003 PRK04537 "	RNA.regulation of transcription.WRKY domain transcription factor family	27_3_32

CUST_35976_PI403524517	2	0.32288313	0.27982092	0.059337616	-0.059337616	-0.1534338	-0.060271263	35_10372	"Cluster: Os10g0181200 protein; n=5; Oryza sativa (japonica cultivar-group)|Rep: Os10g0181200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IYQ0	0	0	CHR10V5|COORD:5351623..5343540|protein expressed protein	LOC_Os10g10170.1	no description	not assigned.unknown	35_2

CUST_21421_PI399408534	2	0.064043045	-0.29164314	0.035092354	-0.04127407	-0.029406548	0.029406548	35_17527	"Cluster: Isopenicillin N epimerase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Isopenicillin N epimerase-like - Oryza sativa (japonica cultivar-group"	UniRef90_Q9LGZ2	CHR5|COORD:9377405..9379021| expressed protein, weak similarity to SP:P18549 Isopenicillin N epimerase (EC 5.-.- ) {Streptomyces clavuligerus}	AT5G26600.1	CHR01V5|COORD:10497721..10493382|protein isopenicillin N epimerase, putative, expressed	LOC_Os01g18640.1	no descriptionhighly similar to ( 537)AT5G26600| Symbols:  | transaminase | chr5:9377458-9378885 FORWARDnot assigned not assigned csdA Aminotran_5 NifS PRK09331 PRK09295 COG0075 COG1103	RNA.regulation of transcription.unclassified	27_3_99

CUST_130408_PI403524517	2	-0.13127518	-0.15834904	0.005381584	0.04149151	0.08855152	-0.005381584	35_36624	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_21455_PI399408534	2	-0.7273512	0.5252285	-0.09768391	0.027608871	0.09250164	-0.027608871	35_15349	Rep: OSIGBa0152L12.5 protein - Oryza sativa (Rice)	UniRef90_Q01JS9	"CHR3V7|COORD:5121479..5122147| ATERF-4/ATERF4/ERF4/RAP2.5 (ETHYLENE RESPONSIVE ELEMENT BINDING FACTOR 4); DNA binding / protein binding /"	AT3G15210.1	CHR04V5|COORD:30720101..30721199|protein ethylene-responsive transcription factor 4, putative, expressed	LOC_Os04g52090.1	" no descriptionvery weakly similar to (89.0)AT3G20310| Symbols: ATERF-7, ATERF7, ERF7 | ERF7 (ETHYLINE RESPONSE FACTOR7); DNA binding / protein binding / transcription factor/ transcriptional repressor | chr3:7085963-7086697 REVERSEvery weakly similar to (87.8)ERF3_TOBACEthylene-responsive transcription factor 3 - Nicotiana tabacum (Common tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned AP2 AP2 AP2 PRK12323 PRK07003 IER DUF1509 TT_ORF1 PRK07764 APC_basic Atrophin-1 HPC2 Tymo_45kd_70kd PRK12678 DUF1421 DUF390 "	RNA.regulation of transcription.AP2/EREBP, APETALA2/Ethylene-responsive element binding protein family	27_3_3

CUST_53419_PI403524517	2	0.0077295303	-0.11886597	0.086239815	-0.016898632	0.7439256	-0.0077295303	35_15197	Rep: Putative arginine-rich protein - Oryza sativa (Rice)	UniRef90_Q8W301	CHR5V7|COORD:12096937..12098547| RNA recognition motif (RRM)-containing protein	AT5G32450.1	CHR03V5|COORD:30775591..30779678|protein RNA-binding region RNP-1, putative, expressed	LOC_Os03g53770.1	no descriptionweakly similar to ( 104)AT5G32450| Symbols:  | RNA recognition motif (RRM)-containing protein | chr5:12096937-12098547 FORWARDvery weakly similar to (55.1)MDAR_PEAMonodehydroascorbate reductase - Pisum sativum (Garden pea)	RNA.RNA binding	27_4

CUST_111852_PI403524517	2	-0.03400421	0.03639698	0.040632248	-0.040865898	0.03400421	-0.13550568	35_31754	"Cluster: Os03g0243800 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os03g0243800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DTJ4	"CHR4V7|COORD:17035124..17035784| similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABF94923.1); similar to Os03g0243800 [Oryza sativa"	AT4G35987.1	CHR03V5|COORD:7582120..7586658|protein expressed protein	LOC_Os03g14020.1	"no descriptionvery weakly similar to (86.7)AT4G35987| Symbols:  | similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABF94923.1); similar to Os03g0243800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001049530.1) | chr4:17035124-17035784 FORWARDnot assigned"	not assigned.unknown	35_2

CUST_27295_PI403524517	2	0.06782055	-0.41384315	-0.06782055	0.22778273	0.36800003	-0.34655285	35_7903	"Cluster: Putative cytochrome P450; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative cytochrome P450 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5VRI5	"CHR5V7|COORD:2136161..2137926| CYP93D1 (cytochrome P450, family 93, subfamily D, polypeptide 1); oxygen binding"	AT5G06900.1	CHR06V5|COORD:162205..164539|protein cytochrome P450 93A1, putative, expressed	LOC_Os06g01250.1	" no descriptionweakly similar to ( 194)AT5G06900| Symbols: CYP93D1 | CYP93D1 (cytochrome P450, family 93, subfamily D, polypeptide 1); oxygen binding | chr5:2136161-2137926 REVERSEmoderately similar to ( 225)C93A1_SOYBNCytochrome P450 93A1 - Glycine max (Soybean)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned p450 CypX PRK07003 PRK12323 DUF566 PRK12678 PRK07764 Atrophin-1 "	misc.cytochrome P450	26_10

CUST_26164_PI399408534	2	0.43117476	0.3160305	0.104394436	-0.30463123	-0.43809843	-0.104394436	35_29387	"Cluster: Probable indole-3-acetic acid-amido synthetase GH3.1; n=2; Oryza sativa|Rep: Probable indole-3-acetic acid-amido synthetase GH3.1 - Oryza sativa (Rice)"	UniRef90_Q8LQM5	"CHR4V7|COORD:13653710..13655898| GH3.5/WES1; indole-3-acetic acid amido synthetase"	AT4G27260.1	CHR01V5|COORD:33635296..33638237|protein indole-3-acetic acid-amido synthetase GH3.1, putative, expressed	LOC_Os01g57610.1	" no descriptionmoderately similar to ( 305)AT4G27260| Symbols: GH3.5, WES1 | GH3.5/WES1; indole-3-acetic acid amido synthetase | chr4:13653710-13655898 FORWARDmoderately similar to ( 375)GH31_ORYSAGH3 "	hormone metabolism.auxin.induced-regulated-responsive-activated	17_2_3

CUST_113422_PI403524517	2	0.49470425	0.003127098	-0.14153337	-0.003127098	-0.46185732	0.48267078	35_32194	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_131329_PI403524517	2	0.3124094	-0.36187935	-0.0576334	0.0024108887	-0.0024108887	0.14907932	35_36885	"Cluster: Hypothetical protein P0443E05.11; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0443E05.11 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5NB41		0	CHR01V5|COORD:6693597..6690806|protein expressed protein	LOC_Os01g12250.1	no description	not assigned.unknown	35_2

CUST_29731_PI403524517	2	0.16765499	-0.38360214	-0.046092033	-0.021150589	0.021149635	0.028934479	35_8585	"Cluster: Os02g0244300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os02g0244300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E2F9	"CHR1V7|COORD:5845809..5849882| UBP15 (UBIQUITIN-SPECIFIC PROTEASE 15); ubiquitin-specific protease"	AT1G17110.1	CHR02V5|COORD:8135360..8143468|protein UBP15, putative, expressed	LOC_Os02g14730.1	no description	not assigned.unknown	35_2

CUST_98333_PI403524517	2	0.051213264	-0.1254282	0.025269508	-0.025268555	0.08280754	-0.050661087	35_28076	"Cluster: Putative leucine aminopeptidase; n=1; Hordeum vulgare subsp. vulgare|Rep: Putative leucine aminopeptidase - Hordeum vulgare var. distichum (Two-rowed b"	UniRef90_Q8SA54	CHR2V7|COORD:10294097..10296530| cytosol aminopeptidase	AT2G24200.1	CHR02V5|COORD:33776827..33773391|protein leucine aminopeptidase 3, chloroplast precursor, putative, expressed	LOC_Os02g55140.1	no descriptionweakly similar to ( 161)AT2G24200| Symbols:  | cytosol aminopeptidase | chr2:10294097-10296530 REVERSEweakly similar to ( 177)AMPL2_ORYSAnot assigned not assigned Peptidase_M17 Peptidase_M17 PRK00913 PepB PRK05015	protein.degradation	29_5

CUST_75863_PI403524517	2	-0.40987682	-0.7800884	1.0548229	-0.023113728	0.99026966	0.02311325	35_21746	"Cluster: Hypothetical protein P0446B05.26-1; n=4; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0446B05.26-1 - Oryza sativa (japonica cultiv"	UniRef90_Q5N9N2	CHR5V7|COORD:23911898..23913723| protein phosphatase 2C, putative / PP2C, putative	AT5G59220.1	CHR01V5|COORD:36670797..36672918|protein protein phosphatase 2C, putative, expressed	LOC_Os01g62760.1	 no descriptionvery weakly similar to (82.0)AT2G29380| Symbols:  | protein phosphatase 2C, putative / PP2C, putative | chr2:12615932-12617201 FORWARDnot assigned not assigned not assigned not assigned PP2Cc PP2Cc 	protein.postranslational modification	29_4

CUST_70912_PI403524517	2	0.1731453	0.2233839	-0.13899231	0.00549984	-0.25625896	-0.005498886	35_20317	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_16773_PI399408534	2	0.09832764	0.16379833	-0.055150986	-0.019742012	-0.013789177	0.013788223	35_6413	"Cluster: LAs17 Binding protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: LAs17 Binding protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z4J7	CHR3V7|COORD:15218764..15220587| zinc finger (FYVE type) family protein	AT3G43230.1	CHR07V5|COORD:10062512..10066328|protein senescence-associated-like protein, putative, expressed	LOC_Os07g17130.1	no descriptionmoderately similar to ( 300)AT3G43230| Symbols:  | zinc finger (FYVE type) family protein | chr3:15218764-15220587 FORWARDnot assigned DUF500 COG2930	RNA.regulation of transcription.unclassified	27_3_99

CUST_59350_PI403524517	2	0.18481064	-0.06930065	-0.22627926	0.039507866	0.09204769	-0.039507866	35_16923	"Cluster: Hypothetical protein P0047E11.2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0047E11.2 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q5N8I8	CHR4V7|COORD:7758606..7760888| leucine-rich repeat family protein / extensin family protein	AT4G13340.1	CHR01V5|COORD:29297479..29301320|protein expressed protein	LOC_Os01g50450.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF1421 Extensin_2 PRK12323 Atrophin-1 Tymo_45kd_70kd PRK05648 PRK07764 Drf_FH1 PRK07003 HPC2 GRASP55_65 PRK08853 PRK10819 Amelogenin PRK10263 PRK03427 SerH TT_ORF1 PRK12678	not assigned.unknown	35_2

CUST_13644_PI399408534	2	0.018569946	-0.29685307	-0.018568993	0.15926456	-0.14081097	0.057264328	35_21012	"Cluster: Os05g0302300 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0302300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DJC2	CHR1V7|COORD:2737557..2743373| transcription factor jumonji (jmj) family protein / zinc finger (C5HC2 type) family protein	AT1G08620.1	CHR05V5|COORD:13501575..13495777|protein jmjC domain containing protein, expressed	LOC_Os05g23670.1	no descriptionvery weakly similar to (83.2)AT1G08620| Symbols:  | transcription factor jumonji (jmj) family protein / zinc finger (C5HC2 type) family protein | chr1:2737557-2743373 FORWARDFYRC FYRC	RNA.regulation of transcription.JUMONJI family	27_3_57

CUST_76814_PI403524517	2	0.31427288	-0.052303314	-0.26268196	0.052303314	-0.1008997	0.23114872	35_22020	"Cluster: Os12g0157700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os12g0157700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IPZ5	"CHR3V7|COORD:3667343..3667696| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G06270.1); similar to H0913C04.5 [Oryza sativa (indica"	AT3G11600.1	CHR12V5|COORD:2867423..2868868|protein conserved hypothetical protein	LOC_Os12g06130.1	no description	not assigned.unknown	35_2

CUST_164308_PI403524517	2	0.038420677	0.23538303	-0.038420677	-0.2560172	0.10015583	-0.06521702	35_45803	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_1626_PI404877155	2	0.015400887	-0.29238367	-0.19761276	-0.01540041	0.031586647	0.24688625	Contig11856_at	OJ1125_C04.12 [Oryza sativa (japonica cultivar-group)]	NP_916854.1	no apical meristem (NAM) family protein	At4g28500.1	protein No apical meristem (NAM) protein, putative	Os01g48130	NONE	RNA.regulation of transcription.NAC domain transcription factor family	27_3_27

CUST_115668_PI403524517	2	0.12261486	-0.05795288	-0.007898331	0.024083138	-0.013525009	0.007897377	35_32804	"Cluster: TLD family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: TLD family protein, expressed - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QXG8	CHR5V7|COORD:1902756..1904836| nucleolar protein-related	AT5G06260.1	CHR12V5|COORD:2855294..2850825|protein TLD family protein, expressed	LOC_Os12g06100.2	no description	not assigned.unknown	35_2

CUST_82417_PI403524517	2	0.2912178	-0.28871346	-0.0726347	0.0726347	-0.11147308	0.120456696	35_23637	"Cluster: Hypothetical protein P0026H03.17; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0026H03.17 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6H737	"CHR4V7|COORD:12700847..12707909| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G65440.1); similar to unknown protein [Arabidopsis thaliana]"	AT4G24610.1	CHR02V5|COORD:5517919..5511434|protein expressed protein	LOC_Os02g10490.1	"no descriptionvery weakly similar to (79.3)AT4G24610| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G65440.1); similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G48310.1); similar to Os02g0760200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001048187.1); similar to Os02g0198400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001046207.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD19403.1); contains domain Ribosomal protein S5 domain 2-like (SSF54211) | chr4:12700847-12707909 REVERSE"	not assigned.unknown	35_2

CUST_76725_PI403524517	2	0.28600216	-0.5858326	-0.116867065	0.019844055	-0.019845009	0.23001575	35_21995	"Cluster: RhoGAP domain containing protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: RhoGAP domain containing protein, expressed - Oryza sativ"	UniRef90_Q10Q51	CHR4V7|COORD:12687889..12694258| pleckstrin homology (PH) domain-containing protein-related / RhoGAP domain-containing protein	AT4G24580.1	CHR03V5|COORD:5714116..5725348|protein rho GTPase activator, putative, expressed	LOC_Os03g11140.3	no descriptionweakly similar to ( 127)AT4G24580| Symbols:  | pleckstrin homology (PH) domain-containing protein-related / RhoGAP domain-containing protein | chr4:12687889-12694258 REVERSEnot assigned not assigned not assigned not assigned	not assigned.no ontology	35_1

CUST_114973_PI403524517	2	-0.98083687	-0.49489975	1.0791178	0.28103065	0.3134718	-0.28103065	35_32623	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_36678_PI403524517	2	0.23844671	0.5463357	-0.01091671	-0.036735535	0.01091671	-0.05120945	35_10572	Rep: Putative adenosine kinase - Oryza sativa (Rice)	UniRef90_Q9AYL9	CHR4V7|COORD:13782759..13785011| pfkB-type carbohydrate kinase family protein	AT4G27600.1	CHR10V5|COORD:22420567..22423416|protein carbohydrate kinase-like protein, putative, expressed	LOC_Os10g42240.1	no descriptionmoderately similar to ( 337)AT4G27600| Symbols:  | pfkB-type carbohydrate kinase family protein | chr4:13782759-13785011 REVERSEnot assigned adenosine_kinase RbsK PfkB KdgK ribokinase bac_FRK ribokinase_group_A YegV_kinase_like	minor CHO metabolism.others	3_5

CUST_172612_PI403524517	2	0.2865591	-0.09585619	-0.10951567	0.09585619	-0.32103252	1.0851016	35_48077	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_12113_PI403524517	2	0.0013456345	0.09944534	-0.039143562	-0.009694099	0.09291744	-0.0013465881	35_3448	"Cluster: Putative UDP-glucose:glycoprotein glucosyltransferase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative UDP-glucose:glycoprotein glucosyltrans"	UniRef90_Q6ESI8	CHR1V7|COORD:26845326..26855392| UDP-glucose:glycoprotein glucosyltransferase/ transferase, transferring glycosyl groups / transferase,	AT1G71220.1	CHR02V5|COORD:26937222..26945553|protein UDP-glucose glycoprotein glucosyltransferase 1 precursor, putative, expressed	LOC_Os02g44510.1	 no descriptionmoderately similar to ( 495)AT1G71220| Symbols:  | UDP-glucose:glycoprotein glucosyltransferase/ transferase, transferring glycosyl groups / transferase, transferring hexosyl groups | chr1:26845326-26855392 FORWARDnot assigned UDP-g_GGTase 	protein.glycosylation	29_7

CUST_105908_PI403524517	2	0.1876564	0.028401375	-0.028402328	-0.14570904	-0.26411343	0.17869282	35_30154	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_123291_PI403524517	2	-0.069811344	0.103991985	0.06981087	-0.18014765	-1.0059805	0.14190674	35_34770	Rep: Hypothetical protein - Gibberella zeae (Fusarium graminearum)	UniRef90_Q4I6N4	CHR2V7|COORD:83786..85088| APG2 (ALBINO AND PALE GREEN 2)	AT2G01110.1	CHR01V5|COORD:17673251..17668048|protein expressed protein	LOC_Os01g31680.2	 no descriptionvery weakly similar to (60.8)AT2G01110| Symbols: UNE3, PGA2, TATC, APG2 | APG2 (ALBINO AND PALE GREEN 2) | chr2:83786-85088 REVERSE	not assigned.no ontology	35_1

CUST_9884_PI404877155	2	-0.027220726	-0.33605862	0.010481834	0.027141571	-0.010482788	0.02748394	Contig3606_at	putative GTP-binding protein [Oryza sativa (japonica cultivar-group)]	BAD03576.1	expressed protein	At1g30580.1	protein expressed protein	Os08g09940	NONE	signalling.G-proteins	30_5

CUST_21452_PI403524517	2	0.021003723	0.8264713	-0.021003723	-0.15818977	0.065382004	-0.058692932	35_6226	"Cluster: Hypothetical protein At4g16580/dl4315c; n=3; Arabidopsis thaliana|Rep: Hypothetical protein At4g16580/dl4315c - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q8GY02	CHR4V7|COORD:9341174..9342577| catalytic	AT4G16580.1	CHR03V5|COORD:33788757..33784713|protein fos intronic gene CG7615-PA, putative, expressed	LOC_Os03g59470.1	no descriptionmoderately similar to ( 236)AT4G16580| Symbols:  | catalytic | chr4:9341174-9342577 REVERSEnot assigned not assigned	not assigned.unknown	35_2

CUST_60973_PI403524517	2	0.0821228	-0.33324623	0.1816101	-0.07962322	-0.14962482	0.07962227	35_17390	"Cluster: Hypothetical protein OSJNBa0063H21.109; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0063H21.109 - Oryza sativa (japonic"	UniRef90_Q69LQ9	"CHR2V7|COORD:10769718..10771710| similar to Os08g0299000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001061484.1); similar to CG8031-PA [Drosophila"	AT2G25280.1	CHR08V5|COORD:12164240..12171019|protein expressed protein	LOC_Os08g20270.2	"no descriptionmoderately similar to ( 468)AT2G25280| Symbols:  | similar to Os08g0299000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001061484.1); similar to CG8031-PA [Drosophila melanogaster] (GB:NP_650252.1); contains InterPro domain Protein of unknown function DUF52; (InterPro:IPR002737) | chr2:10769718-10771710 REVERSEnot assigned Memo COG1355 PRK00782"	not assigned.unknown	35_2

CUST_106550_PI403524517	2	0.2913847	-0.77142525	0.16594696	-0.5571966	0.12677956	-0.12677956	35_30324	Rep: Endoglucanase 17 precursor - Oryza sativa (Rice)	UniRef90_Q652F9	CHR1V7|COORD:8240163..8242118| glycosyl hydrolase family 9 protein	AT1G23210.1	CHR06V5|COORD:8183625..8177992|protein endoglucanase 1 precursor, putative, expressed	LOC_Os06g14540.1	no descriptionweakly similar to ( 174)AT1G23210| Symbols:  | glycosyl hydrolase family 9 protein | chr1:8240163-8242118 FORWARDmoderately similar to ( 218)GUN17_ORYSAGlyco_hydro_9	cell wall.degradation.cellulases and beta -1,4-glucanases	10_6_1

CUST_121131_PI403524517	2	-0.10949898	0.006702423	-0.15727806	0.07907295	-0.006702423	0.151083	35_34220	"Cluster: Os01g0595100 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os01g0595100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JLJ7	CHR2V7|COORD:12302496..12304021| copper-binding family protein	AT2G28660.1	CHR01V5|COORD:23651313..23652141|protein metal ion binding protein, putative, expressed	LOC_Os01g41200.1	no description	not assigned.unknown	35_2

CUST_13445_PI403524517	2	-0.046662807	-1.0770092	0.09854603	-0.100372314	0.1348443	0.046662807	35_3856	"Cluster: Putative fiber protein Fb34; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative fiber protein Fb34 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6H422	"CHR1V7|COORD:4589215..4590359| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G27435.1); similar to Os09g0281300 [Oryza sativa (japonica"	AT1G13380.1	CHR09V5|COORD:5995533..5990120|protein fiber protein Fb34, putative, expressed	LOC_Os09g10910.3	"no descriptionmoderately similar to ( 262)AT1G13380| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G27435.1); similar to Os09g0281300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001062767.1); similar to fiber protein Fb34 [Gossypium barbadense] (GB:AAR07596.1); contains InterPro domain Protein of unknown function DUF1218; (InterPro:IPR009606) | chr1:4589215-4590359 REVERSEDUF1218"	not assigned.unknown	35_2

CUST_102471_PI403524517	2	0.057197094	0.094530106	0.11581612	-0.42955256	-0.15202284	-0.05719757	35_29231	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6AVJ1	CHR3V7|COORD:94350..101610| acid phosphatase	AT3G01310.1	CHR03V5|COORD:27436331..27453107|protein acid phosphatase, putative, expressed	LOC_Os03g48300.3	no descriptionmoderately similar to ( 290)AT3G01310| Symbols:  | acid phosphatase | chr3:94350-101610 REVERSEnot assigned	not assigned.unknown	35_2

CUST_50597_PI403524517	2	-0.08667374	-0.60446835	1.247757	0.08667421	0.471035	-0.65667534	35_14442	Rep: Beta-amylase - Triticum aestivum (Wheat)	UniRef90_P93594	"CHR4V7|COORD:8666734..8669357| ATBETA-AMY (BETA-AMYLASE); beta-amylase"	AT4G15210.1	CHR07V5|COORD:21502121..21504662|protein beta-amylase, putative	LOC_Os07g35940.1	" no descriptionhighly similar to ( 644)AT4G15210| Symbols: BMY1, AT-BETA-AMY, RAM1, ATBETA-AMY | ATBETA-AMY (BETA-AMYLASE); beta-amylase | chr4:8666852-8669357 REVERSEnearly identical (1006)AMYB_WHEATBeta-amylase - Triticum aestivum (Wheat)Glyco_hydro_14 "	major CHO metabolism.degradation.starch.starch cleavage	2_2_2_1

CUST_69703_PI403524517	2	-0.98678493	0.13374996	0.6508713	-0.13374996	0.15814114	-0.37949944	35_19942	Rep: Cyanate hydratase - Oryza sativa (Rice)	UniRef90_Q9FWK4	"CHR3V7|COORD:8423245..8424422| CYN (CYANASE); cyanate hydratase"	AT3G23490.1	CHR10V5|COORD:17142223..17145464|protein cyanate hydratase, putative, expressed	LOC_Os10g33270.1	no descriptionvery weakly similar to (55.5)CYNS_ORYSA	secondary metabolism.N misc.cyanogenic glycosides	16_4_3

CUST_107449_PI403524517	2	0.0677042	-0.9497013	-0.11624336	0.06988716	0.0024614334	-0.0024604797	35_30577	Rep: Histone H2B.5 - Zea mays (Maize)	UniRef90_P54348	CHR5V7|COORD:7652133..7652570| histone H2B, putative	AT5G22880.1	CHR08V5|COORD:24128477..24129504|protein histone H2B.2, putative, expressed	LOC_Os08g38300.1	 no descriptionweakly similar to ( 169)AT5G22880| Symbols:  | histone H2B, putative | chr5:7652133-7652570 REVERSEweakly similar to ( 175)H2B1_WHEATHistone H2B.1 - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned H2B Histone PRK07764 Extensin_2 	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_42501_PI403524517	2	0.11522293	-0.70139265	-0.30475235	0.08542347	-0.085422516	0.173872	35_12212	"Cluster: Os02g0556400 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0556400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E0E5	CHR3V7|COORD:9670745..9672510| methyltransferase/ nucleic acid binding	AT3G26410.1	CHR02V5|COORD:21036869..21033759|protein RNA methylase, putative, expressed	LOC_Os02g35060.1	no descriptionvery weakly similar to (67.4)AT3G26410| Symbols:  | methyltransferase/ nucleic acid binding | chr3:9670745-9672510 REVERSE	not assigned.unknown	35_2

CUST_105842_PI403524517	2	0.40117216	-0.07960796	-0.050792694	0.25287724	-0.08207178	0.050792694	35_30136	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_76133_PI403524517	2	0.29307365	-0.36180067	0.092196465	0.06712246	-0.17111683	-0.06712246	35_21826	Rep: Na+/H+ antiporter precursor - Triticum aestivum (Wheat)	UniRef90_Q5QIU6	"CHR3V7|COORD:1393462..1396790| NHX2 (sodium proton exchanger 2); sodium:hydrogen antiporter"	AT3G05030.1	CHR11V5|COORD:25271214..25267124|protein sodium/hydrogen exchanger 2, putative, expressed	LOC_Os11g42790.1	 no descriptionweakly similar to ( 109)AT3G05030| Symbols: ATNHX2, NHX2 | NHX2 (sodium proton exchanger 2) | chr3:1393462-1395759 REVERSEnot assigned 	transport.unspecified cations	34_14

CUST_48551_PI403524517	2	0.06703186	-0.9873829	-0.18784523	-0.067032814	0.13003159	0.14914227	35_13868	"Cluster: Os01g0835900 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0835900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JHY5	CHR5V7|COORD:24068875..24069186| histone H4	AT5G59690.1	CHR10V5|COORD:20690219..20689571|protein histone H4, putative, expressed	LOC_Os10g39410.1	no descriptionweakly similar to ( 162)AT5G59970| Symbols:  | histone H4 | chr5:24163578-24163889 REVERSEweakly similar to ( 162)H4_PEAHistone H4 - Pisum sativum (Garden pea)not assigned H4 H4 HHT1 Histone	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_31491_PI399408534	2	-0.08407688	0.14981079	0.19112968	-0.2170105	-0.01750946	0.017508507	35_43429	Rep: Superal1 - Zea mays (Maize)	UniRef90_Q84LS4	CHR1V7|COORD:27477599..27478509| SNF7 family protein	AT1G73030.1	CHR06V5|COORD:26214503..26217669|protein charged multivesicular body protein 1b, putative, expressed	LOC_Os06g43590.3	no descriptionmoderately similar to ( 207)AT1G73030| Symbols:  | SNF7 family protein | chr1:27477599-27478509 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Snf7 VPS24 HPC2 DUF566 Tymo_45kd_70kd	RNA.regulation of transcription.SNF7	27_3_71

CUST_61974_PI403524517	2	0.1436472	0.2588129	-0.0324049	-0.0654335	-0.066802025	0.0324049	35_17679	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_64809_PI403524517	2	-3.302621	0.018049717	2.0097075	-0.018049717	0.45719194	-1.2884612	35_18506	"Cluster: Os09g0552500 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0552500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IZS6	CHR1V7|COORD:2404297..2405860| cupin family protein	AT1G07750.1	CHR09V5|COORD:21892804..21891330|protein legumin-like protein, putative, expressed	LOC_Os09g37967.1	no descriptionvery weakly similar to (72.4)AT1G07750| Symbols:  | cupin family protein | chr1:2404297-2405860 REVERSEvery weakly similar to (57.8)LEGB_GOSHILegumin B precursor - Gossypium hirsutum (Upland cotton) (Gossypium mexicanum)not assigned not assigned not assigned not assigned not assigned PRK12678	development.storage proteins	33_1

CUST_56121_PI403524517	2	-0.037267685	0.041796684	0.047390938	0.025634766	-0.036914825	-0.025634766	35_15972	"Cluster: Chaperone protein dnaJ-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Chaperone protein dnaJ-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6H3Y3	CHR5|COORD:24800807..24803171| expressed protein	AT5G61670.2	CHR02V5|COORD:26246139..26242755|protein expressed protein	LOC_Os02g43500.2	no descriptionmoderately similar to ( 386)AT5G61670| Symbols:  | Encodes a close homolog of the Cauliflower OR (Orange) protein.  The function of OR is to induce the differentiation of proplastids or other noncolored plastids into chromoplasts for carotenoid accumulation.  Both proteins contain a Cysteine-rich zinc finger domain that is highly specific to DnaJ-like molecular chaperons. | chr5:24800855-24802427 FORWARD	not assigned.unknown	35_2

CUST_20177_PI399408534	2	0.036094666	0.5059004	8.068085E-4	-0.017372131	-0.07543564	-8.0776215E-4	35_18060	Rep: OSIGBa0130K07.8 protein - Oryza sativa (Rice)	UniRef90_Q01LJ9	"CHR1V7|COORD:3162004..3165124| ATCDC5 (Arabidopsis thaliana homolog of cdc5); DNA binding / transcription factor"	AT1G09770.1	CHR06V5|COORD:21068933..21065262|protein expressed protein	LOC_Os06g36050.1	" no descriptionvery weakly similar to (93.6)AT1G09770| Symbols: AtMYBCDC5, CDC5, ATCDC5 | ATCDC5 (Arabidopsis thaliana homolog of cdc5); DNA binding / transcription factor | chr1:3162004-3165124 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned tolA TolA Smc SbcC COG4942 TolA PspA Myosin_tail_1 AtpF Caldesmon "	RNA.regulation of transcription.MYB-related transcription factor family	27_3_26

CUST_112879_PI403524517	2	0.09676695	0.65485764	0.16735935	-0.09676647	-0.1901207	-0.22913456	35_32039	"Cluster: Os05g0304100 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0304100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DJB8	"CHR1V7|COORD:1769060..1770348| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G31600.1); similar to Os05g0304100 [Oryza sativa (japonica"	AT1G05860.1	CHR05V5|COORD:13624653..13628340|protein expressed protein	LOC_Os05g23840.1	no descriptionnot assigned not assigned not assigned TT_ORF1 PRK12323 PRK07764	not assigned.unknown	35_2

CUST_101099_PI403524517	2	0.10948849	0.2172699	0.12787914	-0.18804646	-0.10948753	-0.11309719	35_28854	0	0	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	0	0	no description	not assigned.unknown	35_2

CUST_17478_PI403524517	2	-0.024846077	0.042096138	0.0702467	0.0017185211	-0.03100872	-0.0017185211	35_5048	"Cluster: Os09g0504700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0504700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J0N2	CHR5|COORD:19748399..19750251| zinc finger (C3HC4-type RING finger) family protein, contains Pfam profile: PF00097 zinc finger, C3HC4 type (RING finger)	AT5G48655.3	CHR09V5|COORD:19506572..19502940|protein ubiquitin-protein ligase/ zinc ion binding protein, putative, expressed	LOC_Os09g32690.2	no descriptionvery weakly similar to (89.7)AT5G48655| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr5:19748801-19749712 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned RING PEX10 RING	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_51038_PI403524517	2	-0.061231613	0.057471275	-0.012659073	0.23858643	-0.034953117	0.012659073	35_14553	Rep: J-domain protein - Triticum aestivum (Wheat)	UniRef90_Q0PMD7	CHR3V7|COORD:15880102..15882046| ATJ3 (Arabidopsis thaliana DnaJ homologue 3)	AT3G44110.1	CHR03V5|COORD:32647346..32650266|protein dnaJ protein, putative, expressed	LOC_Os03g57340.1	 no descriptionmoderately similar to ( 270)AT3G44110| Symbols: ATJ, ATJ3 | ATJ3 (Arabidopsis thaliana DnaJ homologue 3) | chr3:15880166-15882046 REVERSEmoderately similar to ( 275)DNJH_CUCSADnaJ protein homolog - Cucumis sativus (Cucumber)not assigned not assigned not assigned DnaJ DnaJ_C 	stress.abiotic.heat	20_2_1

CUST_33573_PI403524517	2	0.18899536	0.12894058	-0.6729145	-0.073887825	-0.09970951	0.073887825	35_9678	"Cluster: Os09g0507100 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0507100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J0K1	"CHR2V7|COORD:16735456..16738238| similar to proline-rich family protein [Arabidopsis thaliana] (TAIR:AT3G09000.1); similar to Os01g0141900 [Oryza"	AT2G40070.1	CHR09V5|COORD:19643053..19647823|protein teosinte glume architecture 1, putative, expressed	LOC_Os09g32944.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07003 PRK12323 TT_ORF1 Protamine_P1 PRK07764	not assigned.unknown	35_2

CUST_62922_PI403524517	2	0.020056725	-0.14275074	-0.0025777817	-0.002907753	0.002576828	0.06326008	35_17948	"Cluster: HEAT repeat family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: HEAT repeat family protein, expressed - Oryza sativa (japonica"	UniRef90_Q10PS3	CHR2|COORD:308701..313804| expressed protein	AT2G01690.2	CHR03V5|COORD:6455558..6447427|protein HEAT repeat family protein, expressed	LOC_Os03g12300.1	"no descriptionhighly similar to ( 652)AT2G01690| Symbols:  | similar to Unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAN05340.1); similar to Os03g0223700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001049425.1); contains InterPro domain HEAT; (InterPro:IPR000357) | chr2:309143-313498 REVERSEnot assigned"	not assigned.unknown	35_2

CUST_96487_PI403524517	2	0.08375168	-0.18229485	0.036628723	-0.070165634	0.026597977	-0.026597977	35_27557	"Cluster: Putative galactosyltransferase family; n=1; Sorghum bicolor|Rep: Putative galactosyltransferase family - Sorghum bicolor (Sorghum) (Sorghum vulgare)"	UniRef90_Q8W0S0	CHR4V7|COORD:11240741..11244871| galactosyltransferase family protein	AT4G21060.1	CHR08V5|COORD:1738321..1742819|protein galactosyltransferase family, putative, expressed	LOC_Os08g03670.2	no descriptionmoderately similar to ( 321)AT4G21060| Symbols:  | galactosyltransferase family protein | chr4:11240741-11244871 FORWARDnot assigned not assigned Galactosyl_T Gal-bind_lectin GLECT	cell wall.hemicellulose synthesis	10_3

CUST_61088_PI403524517	2	0.118715286	-0.010481358	-0.085075855	0.010480881	-0.32899904	0.12813663	35_17428	"Cluster: Hypothetical protein OSJNBb0040H10.18; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0040H10.18 - Oryza sativa (japonica"	UniRef90_Q6Z4G5	CHR3V7|COORD:11747778..11748960| germination protein-related	AT3G29970.1	CHR07V5|COORD:24763984..24765018|protein B12D protein, expressed	LOC_Os07g41340.1	no descriptionweakly similar to ( 119)AT3G29970| Symbols:  | germination protein-related | chr3:11747778-11748960 FORWARDB12D	development.unspecified	33_99

CUST_988_PI399408534	2	0.030406952	0.25162506	-0.011915207	-0.04887581	-0.06465435	0.011914253	35_18741	"Cluster: Putative transparent testa 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative transparent testa 1 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q943I6	CHR1V7|COORD:12551427..12552479| nucleic acid binding / zinc ion binding	AT1G34370.3	CHR01V5|COORD:38100843..38105482|protein nucleic acid binding protein, putative, expressed	LOC_Os01g65080.3	no descriptionmoderately similar to ( 343)AT1G34370| Symbols:  | nucleic acid binding / zinc ion binding | chr1:12551427-12552479 FORWARD	RNA.regulation of transcription.C2H2 zinc finger family	27_3_11

CUST_100934_PI403524517	2	0.1494751	0.0011072159	-0.0011081696	0.036747932	-0.075372696	-0.018348694	35_28806	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_112633_PI403524517	2	0.19051647	0.31473827	0.11794138	-0.33603668	-0.11794138	-0.3205228	35_31970	"Cluster: Hypothetical protein B1156C07.28; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1156C07.28 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5Z4Q7	"CHR2V7|COORD:11579665..11583435| SE (SERRATE); transcription factor"	AT2G27100.1	CHR06V5|COORD:12196495..12199663|protein adhesin FhaB, putative, expressed	LOC_Os06g21120.1	no description	not assigned.unknown	35_2

CUST_148294_PI403524517	2	-0.032844543	0.3939438	-0.03803253	0.03284359	-0.06995106	0.10346508	35_41486	"Cluster: Spliceosomal U5 snRNP-specific 15 kDa protein, putative; n=1; Musa acuminata|Rep: Spliceosomal U5 snRNP-specific 15 kDa protein, putative - Musa acumin"	UniRef90_Q1EP80	"CHR5V7|COORD:2666044..2666937| YLS8 (yellow-leaf-specific gene 8); catalytic"	AT5G08290.1	CHR10V5|COORD:18081900..18084679|protein mitosis protein dim1, putative, expressed	LOC_Os10g34520.1	"no descriptionvery weakly similar to (61.2)AT5G08290| Symbols: YLS8 | YLS8 (yellow-leaf-specific gene 8); catalytic | chr5:2666044-2666937 FORWARDnot assigned DIM1 DIM1"	not assigned.no ontology	35_1

CUST_103529_PI403524517	2	-0.006242752	-0.029691696	0.090231895	-0.012624741	0.017855644	0.006242752	35_29522	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_80023_PI403524517	2	0.24703217	-0.06815863	0.049011707	-0.049011707	0.11550093	-0.24465942	35_22947	"Cluster: Putative heat stress transcription factor Spl7; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative heat stress transcription factor Spl7 - Oryza"	UniRef90_Q6K6S5	"CHR4V7|COORD:8077514..8079242| AT-HSFA5 (Arabidopsis thaliana heat shock transcription factor A5); DNA binding / transcription factor"	AT4G13980.1	CHR02V5|COORD:17422157..17425503|protein heat shock transcription factor like protein, putative, expressed	LOC_Os02g29340.1	" no descriptionweakly similar to ( 189)AT4G13980| Symbols: HSFA5, AT-HSFA5 | AT-HSFA5 (Arabidopsis thaliana heat shock transcription factor A5); DNA binding / transcription factor | chr4:8077514-8079242 REVERSEnot assigned HSF_DNA-bind HSF HSF1 "	stress.abiotic.heat	20_2_1

CUST_6522_PI404877155	2	0.10624313	-0.33738804	-0.1396265	0.036213875	0.034041405	-0.034041405	Contig19484_at	putative tubby protein [Oryza sativa (japonica cultivar-group)] dbj|BAC01219.1| putative tubby-like protein TULP10 [Oryza sativa (japonica c	NP_915646.1	F-box family protein / tubby family protein	At1g25280.1	protein Tub family, putative	Os12g06630	putative tubby protein	RNA.regulation of transcription.TUB transcription factor family	27_3_33

CUST_151245_PI403524517	2	-0.12358761	0.24793339	0.054460526	-0.028407574	0.028407097	-0.07942486	35_42297	"Cluster: Hypothetical protein P0483D07.6; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0483D07.6 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6F2Z0	"CHR3V7|COORD:678989..680144| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G16870.1); similar to Os04g0652900 [Oryza sativa (japonica cultivar-grou"	AT3G03010.1	CHR05V5|COORD:25743595..25740498|protein peptidyl-tRNA hydrolase 2, putative, expressed	LOC_Os05g44390.1	" no descriptionvery weakly similar to (97.4)AT3G03010| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G16870.1); similar to Os04g0652900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001054102.1); similar to hypothetical protein LOC549411 [Xenopus tropicalis] (GB:NP_001016657.1); contains InterPro domain Peptidyl-tRNA hydrolase, PTH2; (InterPro:IPR002833) | chr3:678989-680144 REVERSEnot assigned PTH2 PTH2_family PRK04322 pth2 PTH2 "	not assigned.unknown	35_2

CUST_15698_PI404877155	2	0.14221573	-0.14221573	-0.16989899	0.15789127	0.26184177	-0.21840334	Contig953_at	kinesin-related protein KLPA-like protein [Oryza sativa (japonica cultivar-group)]	BAC81180.1	kinesin-like protein A, putative	At4g05190.1	protein kinesin-like protein [imported] - Arabidopsis thaliana	Os07g01490	"oxygen evolving enhancer 3 (PsbQ) family protein, photosystem II oxygen-evolving complex protein; contains Pfam profile PF05757: Oxygen evolving enhancer protein 3 (PsbQ)"	PS.lightreaction.photosystem II.PSII polypeptide subunits	1_01_01_02

CUST_20869_PI403524517	2	-0.045628548	-0.5956936	0.09628773	0.09061241	-0.15714264	0.045627594	35_6060	"Cluster: Os07g0656400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0656400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D406	"CHR2V7|COORD:17431627..17434120| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G57420.1); similar to hypothetical protein [Oryza sativa (japonica"	AT2G41770.1	CHR07V5|COORD:27619087..27621961|protein expressed protein	LOC_Os07g46300.1	"no descriptionhighly similar to ( 597)AT2G41770| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G57420.1); similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:BAC16125.1); similar to Os07g0656400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001060503.1) | chr2:17431627-17434120 REVERSEDUF288"	not assigned.unknown	35_2

CUST_15293_PI403524517	2	0.010921478	0.11737919	-0.19442654	-0.010921478	-0.2927332	0.05402851	35_4414	"Cluster: OSJNBb0034G17.7 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBb0034G17.7 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XU27	"CHR2V7|COORD:18549677..18555322| HUB1 (HISTONE MONO-UBIQUITINATION 1); protein binding / zinc ion binding"	AT2G44950.1	CHR04V5|COORD:27340546..27332264|protein zinc finger, C3HC4 type family protein, expressed	LOC_Os04g46450.1	"no descriptionweakly similar to ( 182)AT2G44950| Symbols: HUB1 | HUB1 (HISTONE MONO-UBIQUITINATION 1); protein binding / zinc ion binding | chr2:18549677-18555322 REVERSEnot assigned not assigned RING RING"	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_153685_PI403524517	2	-0.49256516	0.22941971	0.11132622	-0.111325264	0.11132622	-0.2672243	35_42952	Rep: H0423H10.8 protein - Oryza sativa (Rice)	UniRef90_Q9FSQ5	"CHR3V7|COORD:17592338..17594331| ATEB1A (Arabidopsis thaliana Microtubule End Binding Protein EB1A); microtubule binding"	AT3G47690.1	CHR04V5|COORD:32465478..32468555|protein ATEB1A, putative, expressed	LOC_Os04g54940.1	"no descriptionweakly similar to ( 199)AT3G47690| Symbols: ATEB1A | ATEB1A (Arabidopsis thaliana Microtubule End Binding Protein EB1A); microtubule binding | chr3:17592338-17594331 FORWARDnot assigned BIM1"	cell.organisation	31_1

CUST_144200_PI403524517	2	-0.625885	-0.47300816	0.328228	-0.11078167	0.24661064	0.110780716	35_40390	"Cluster: Hypothetical protein At5g10750; n=3; Arabidopsis thaliana|Rep: Hypothetical protein At5g10750 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q8L723	"CHR5V7|COORD:3399073..3399981| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G24990.1); similar to Os10g0455900 [Oryza sativa (japonica"	AT5G10750.1	CHR06V5|COORD:29217962..29214411|protein lipid binding protein, putative, expressed	LOC_Os06g48320.1	" no descriptionweakly similar to ( 185)AT5G10750| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G24990.1); similar to Os10g0455900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001064750.1); similar to Os08g0152600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001061005.1); similar to pleckstriny domain-containing protein, putative, expressed [Oryza sativa (japonica cultivar-group)] (GB:ABB47745.1); contains InterPro domain Protein of unknown function DUF1336; (InterPro:IPR009769) | chr5:3399073-3399981 FORWARDDUF1336 "	not assigned.unknown	35_2

CUST_105527_PI403524517	2	0.061014175	0.05931759	-0.04589939	0.045900345	-0.11055374	-0.30053616	35_30052	0	0	CHR1V7|COORD:16816094..16817173| DNA binding / ligand-dependent nuclear receptor	AT1G44191.1	0	0	no description	not assigned.unknown	35_2

CUST_9911_PI403524517	2	-0.062228203	0.1356039	0.062229156	-0.088772774	-0.110352516	0.07807064	35_2792	"Cluster: Putative ML domain protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ML domain protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6F3C5	CHR3V7|COORD:3724332..3725482| MD-2-related lipid recognition domain-containing protein / ML domain-containing protein	AT3G11780.1	CHR03V5|COORD:32678652..32681694|protein ML domain protein, putative, expressed	LOC_Os03g57420.1	no descriptionweakly similar to ( 153)AT3G11780| Symbols:  | MD-2-related lipid recognition domain-containing protein / ML domain-containing protein | chr3:3724332-3725482 REVERSEnot assigned PG-PI_TP ML E1_DerP2_DerF2 TT_ORF1	not assigned.no ontology	35_1

CUST_119526_PI403524517	2	-0.027751923	0.105750084	0.027751923	-0.036610603	-0.12444115	0.039865494	35_33817	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_66701_PI403524517	2	-0.004401207	0.17569828	0.004401207	-0.03092575	-0.1214447	0.034602165	35_19047	"Cluster: Hypothetical protein B1015E06.24; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1015E06.24 - Oryza sativa (japonica cultivar-g"	UniRef90_Q8L650	CHR5V7|COORD:23818362..23820251| protein kinase family protein	AT5G58950.1	CHR01V5|COORD:5511276..5507318|protein protein kinase, putative, expressed	LOC_Os01g10450.3	no descriptionmoderately similar to ( 341)AT5G58950| Symbols:  | protein kinase family protein | chr5:23818362-23820251 REVERSEvery weakly similar to (98.6)NORK_PEANodulation receptor kinase precursor - Pisum sativum (Garden pea)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc TyrKc S_TKc Pkinase Pkinase_Tyr PTKc PTKc_Srm_Brk PTKc_Src_like PTKc_Csk_like PTKc_Frk_like PTKc_Jak_rpt2 PTKc_Chk PTKc_Lck_Blk SPS1 PTKc_FGFR PTKc_Fes_like PTKc_InsR_like PTKc_Ack_like PTKc_Csk PTKc_Tec_like PTKc_Abl PTKc_Fes PTKc_EphR PTKc_Syk_like PTKc_EGFR_like PTKc_FAK PTKc_PDGFR PTKc_Fyn_Yrk PTKc_RET PTKc_Hck PTKc_Lyn PTKc_Met_Ron PTKc_c-ros PTKc_FGFR1 PTKc_Fer PTK_CCK4 PTKc_Trk PTKc_IGF-1R PTKc_Src PTKc_DDR PTKc_EphR_A2 PTKc_FGFR2 PTKc_Yes PTKc_FGFR4 PTKc_FGFR3 PTKc_Itk PTKc_ALK_LTK PTK_Ryk PTKc_Ror PTKc_Btk_Bmx PTKc_Tyk2_rpt2 PTKc_Jak2_Jak3_rpt2 PTKc_InsR PTKc_EphR_A PTKc_Tec_Rlk PTKc_Jak1_rpt2 PTKc_EphR_B PTKc_Axl_like PTKc_Tyro3 PTKc_Musk PTKc_TrkC PTKc_EGFR PTK_HER3 PTKc_HER4 PTKc_Tie2 PTKc_VEGFR PTKc_Tie1 PTKc_VEGFR3 PTKc_CSF-1R PTKc_Aatyk1_Aatyk3 PTKc_HER2 PTKc_PDGFR_alpha PTKc_Axl PTKc_TrkA PTKc_Tie PTKc_Syk PTKc_VEGFR2 PTKc_Ror1 PTKc_TrkB PTKc_EphR_A10 PTKc_Aatyk PTKc_DDR2 PTKc_PDGFR_beta PTKc_DDR1 PTKc_Zap-70 PTKc_Kit PTKc_DDR_like PTKc_Ror2 PTKc_Aatyk2 PTK_Jak_rpt1 PTK_Jak2_Jak3_rpt1 KIND PTK_Tyk2_rpt1	protein.postranslational modification	29_4

CUST_5094_PI404877155	2	0.05962658	-0.15428734	0.008302689	-0.008301735	-0.020988464	0.0801363	Contig16528_at	OSJNBb0017I01.15 [Oryza sativa (japonica cultivar-group)] ref|XP_474374.1| OSJNBb0017I01.15 [Oryza sativa (japonica cultivar-group)]	CAE05735.1	transcription factor-related	At4g17020.1	protein expressed protein	Os04g58350	transcription factor-related, contains weak similarity to Swiss-Prot:Q92759 TFIIH basal transcription factor complex p52 subunit (Basic transcription factor 52 kDa subunit, BTF2-p52, General transcription factor IIH polypeptide 4) (Homo sapiens) or  trans	RNA.regulation of transcription.General Transcription	27_3_50

CUST_14320_PI404877155	2	-0.009161949	-0.4781351	0.009161949	-0.19596386	0.016695976	0.11166668	Contig8151_at	putative C-4 sterol methyl oxidase [Oryza sativa (japonica cultivar-group)] gb|AAP54879.1| putative C-4 sterol methyl oxidase [Oryza sativa	NP_922592.1	sterol desaturase family protein	At4g12110.1	protein putative C-4 sterol methyl oxidase	Os10g39810	C-4 sterol methyl oxidase	lipid metabolism.'exotics' (steroids, squalene etc)	11_8

CUST_2617_PI403524517	2	0.39581108	-1.1633644	-0.581975	0.3851633	-0.13918114	0.13918114	35_715	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_179419_PI403524517	2	-0.6329756	0.24385357	0.5857477	0.06555271	-0.19396687	-0.06555176	35_49902	"Cluster: Hypothetical protein OSJNBa0016O19.34; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0016O19.34 - Oryza sativa (japonica"	UniRef90_Q69SP9		0	CHR06V5|COORD:5226417..5230646|protein expressed protein	LOC_Os06g10210.2	no description	not assigned.unknown	35_2

CUST_63430_PI403524517	2	-0.1546669	0.012500763	0.060591698	0.024000168	-0.027296066	-0.012500763	35_18112	"Cluster: Putative PAP_fibrillin; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative PAP_fibrillin - Oryza sativa (japonica cultivar-group)"	UniRef90_Q75IA6	CHR3V7|COORD:9528141..9529436| plastid-lipid associated protein PAP / fibrillin family protein	AT3G26070.1	CHR03V5|COORD:28254159..28257104|protein structural molecule, putative, expressed	LOC_Os03g49720.1	no descriptionmoderately similar to ( 221)AT3G26070| Symbols:  | plastid-lipid associated protein PAP / fibrillin family protein | chr3:9528141-9529436 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned PAP_fibrillin	cell.organisation	31_1

CUST_122821_PI403524517	2	0.099286556	0.35584402	-0.099286556	0.26524496	-0.68961	-0.18793583	35_34650	Rep: Hypothetical protein - Gibberella zeae (Fusarium graminearum)	UniRef90_Q4IRF6		0	0	0	no description	not assigned.unknown	35_2

CUST_178895_PI403524517	2	0.06153679	0.2010479	-0.012353897	-0.14349365	-0.12396908	0.012353897	35_49758	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_139361_PI403524517	2	0.2382536	-0.0011868477	0.076660156	-0.002081871	0.0011863708	-0.22668314	35_39086	"Cluster: Putative potyviral helper component protease-interacting protein 2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative potyviral helper componen"	UniRef90_Q654G4	CHR1V7|COORD:11399903..11405702| actin binding	AT1G31810.1	CHR06V5|COORD:7529846..7533850|protein VEX1, putative, expressed	LOC_Os06g13600.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_53042_PI403524517	2	0.13624954	-0.18146801	-0.11348438	0.041064262	0.11973286	-0.041064262	35_15101	"Cluster: Ferredoxin-dependent glutamate synthase, chloroplast precursor; n=6; Poaceae|Rep: Ferredoxin-dependent glutamate synthase, chloroplast precursor - Zea"	UniRef90_P23225	CHR5V7|COORD:1130032..1138187| GLU1 (FERREDOXIN-DEPENDENT GLUTAMATE SYNTHASE 1)	AT5G04140.2	CHR07V5|COORD:27736505..27721322|protein ferredoxin-dependent glutamate synthase, chloroplast precursor, putative, expressed	LOC_Os07g46460.1	 no descriptionnearly identical (2546)AT5G04140| Symbols: GLS1, GLUS, GLU1 | GLU1 (FERREDOXIN-DEPENDENT GLUTAMATE SYNTHASE 1) | chr5:1130032-1138187 FORWARDnearly identical (2791)GLTB_MAIZEFerredoxin-dependent glutamate synthase, chloroplast precursor - Zea mays (Maize)not assigned gltB GltS GltB Glu_synthase GltS_FMN Glu_syn_central GltB gltB_C GltB GXGXG GXGXG GATase_2 Gn_AT_II arch_gltB FwdC/FmdC TIM_phosphate_binding GlxB 	N-metabolism.ammonia metabolism.glutamate synthase	12_2_1

CUST_13193_PI403524517	2	-1.6555343	0.03016138	0.86382484	-0.03016138	0.3117299	-0.13230371	35_3776	"Cluster: FAD binding domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: FAD binding domain containing protein, expressed - O"	UniRef90_Q10RL6	CHR4V7|COORD:18023181..18024821| monooxygenase, putative (MO2)	AT4G38540.1	CHR03V5|COORD:2943827..2946468|protein monooxygenase, putative, expressed	LOC_Os03g05920.1	 no descriptionweakly similar to ( 162)AT4G38540| Symbols:  | monooxygenase, putative (MO2) | chr4:18023181-18024821 FORWARDnot assigned UbiH PRK08163 PRK07538 PRK06847 FAD_binding_3 PRK08132 PRK06126 PRK07588 PRK06753 PRK06183 PRK07333 PRK07364 FixC PRK07608 PRK07236 PRK07045 PRK06184 PRK07494 ubiF PRK06475 Lycopene_cycl PRK06185 	misc.oxidases - copper, flavone etc.	26_7

CUST_57613_PI403524517	2	0.063352585	0.3892479	-0.30374622	0.28796387	-0.07813549	-0.063352585	35_16425	"Cluster: Putative KH domain protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative KH domain protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z5M7	CHR5V7|COORD:22742688..22745158| KH domain-containing protein	AT5G56140.1	CHR02V5|COORD:30005197..30009770|protein nucleic acid binding protein, putative, expressed	LOC_Os02g49080.1	no descriptionmoderately similar to ( 367)AT5G56140| Symbols:  | KH domain-containing protein | chr5:22742688-22745158 FORWARDnot assigned not assigned SF1_like-KH MSL5	not assigned.no ontology	35_1

CUST_43928_PI403524517	2	0.22248173	0.22315216	0.06319237	-0.31976795	-0.16009712	-0.06319332	35_12607	"Cluster: Os05g0373300 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0373300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DIP3	"CHR5|COORD:24872887..24876453| copine BONZAI1 (BON1), nearly identical to BONZAI1 (Arabidopsis thaliana) GI:15487382; contains Pfam profile PF00168: C2 domain"	AT5G61900.3	CHR05V5|COORD:17902144..17908770|protein copine-8, putative, expressed	LOC_Os05g30970.1	no description	not assigned.unknown	35_2

CUST_19339_PI403524517	2	0.30837154	-0.1925602	-0.07951164	-1.5735626E-4	0.037409782	1.5640259E-4	35_5607	"Cluster: Putative prolin-rich exported protein precursor; n=1; Polaromonas sp. JS666|Rep: Putative prolin-rich exported protein precursor - Polaromonas sp. (str"	UniRef90_Q123S7	CHR1V7|COORD:9039777..9042860| protein kinase	AT1G26150.1	CHR02V5|COORD:30880725..30876004|protein actin binding protein, putative, expressed	LOC_Os02g50570.1	no descriptionnot assigned PRK07003 PRK12323 Tymo_45kd_70kd Atrophin-1	not assigned.unknown	35_2

CUST_114156_PI403524517	2	-0.011862278	0.07613611	-0.20198774	0.011862278	-0.60597324	1.7029958	35_32397	Rep: OSIGBa0152L12.10 protein - Oryza sativa (Rice)	UniRef90_Q01JS4	CHR5V7|COORD:15457074..15460237| protein kinase family protein	AT5G38560.1	CHR04V5|COORD:30755036..30760773|protein protein kinase domain containing protein, expressed	LOC_Os04g52140.1	no descriptionnot assigned not assigned	not assigned.unknown	35_2

CUST_421_PI399407379	2	-0.5636711	0.11220455	-0.07363796	0.3372717	0.07363701	-0.124139786	HvIPT14									

CUST_115703_PI403524517	2	-0.080527306	0.7059593	-0.017539978	0.006624222	0.11331177	-0.006624222	35_32813	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_21610_PI403524517	2	0.05199623	0.01163578	-0.0934124	-0.011636734	-0.032177925	0.054174423	35_6273	"Cluster: Os08g0151500 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os08g0151500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J802	"CHR4V7|COORD:12611618..12612112| similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:BAC65001.1); similar to"	AT4G24370.1	CHR08V5|COORD:2962728..2961861|protein expressed protein	LOC_Os08g05540.1	no descriptionnot assigned not assigned not assigned not assigned PRK12678 PRK12323 PRK07003	not assigned.unknown	35_2

CUST_152646_PI403524517	2	-0.7889552	-0.08336115	0.10501194	0.08336115	0.97020483	-0.24560165	35_42664	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_35604_PI403524517	2	0.056051254	-0.45652723	0.2819314	0.024193287	-0.09468317	-0.024193287	35_10266	Rep: H0215E01.4 protein - Oryza sativa (Rice)	UniRef90_Q01MD9	0	0	CHR04V5|COORD:13473187..13468619|protein BGGP Beta-1-3-galactosyl-O-glycosyl-glycoprotein, putative, expressed	LOC_Os04g23580.1	no description	not assigned.unknown	35_2

CUST_104780_PI403524517	2	0.065363884	-0.065363884	-0.10929537	0.12184191	-0.35991478	0.3197236	35_29854	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_12722_PI403524517	2	-0.074258804	0.29210186	0.18539047	-0.08887386	-0.057224274	0.057225227	35_3639	"Cluster: Os09g0512700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0512700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J0F7	CHR3V7|COORD:19296789..19298480| binding	AT3G51980.1	CHR09V5|COORD:19943043..19948238|protein expressed protein	LOC_Os09g33780.1	no descriptionweakly similar to ( 132)AT3G51980| Symbols:  | binding | chr3:19296789-19298480 REVERSEnot assigned	not assigned.unknown	35_2

CUST_16667_PI399408534	2	-0.077664375	0.055828094	-0.005086899	-0.100608826	0.028348923	0.005086899	35_6426	"Cluster: Extra-large guanine nucleotide binding protein, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Extra-large guanine nucleotide"	UniRef90_Q2QMS5	"CHR2V7|COORD:10002779..10006025| XLG1 (EXTRA-LARGE G-PROTEIN 1); signal transducer"	AT2G23460.1	CHR12V5|COORD:24843800..24838937|protein XLG, putative, expressed	LOC_Os12g40190.1	" no descriptionmoderately similar to ( 362)AT2G23460| Symbols: ATXLG1, XLG1 | XLG1 (EXTRA-LARGE G-PROTEIN 1); signal transducer | chr2:10002779-10006025 FORWARDweakly similar to ( 118)GPA2_SOYBNGuanine nucleotide-binding protein alpha-2 subunit - Glycine max (Soybean)not assigned not assigned not assigned G-alpha G-alpha G_alpha "	signalling.G-proteins	30_5

CUST_141174_PI403524517	2	0.21563578	0.34995365	0.28096056	-0.43080616	-0.70793676	-0.21563625	35_39574	Rep: Hypothetical protein - Magnaporthe grisea 70-15	UniRef90_Q2KGD4		0	0	0	no description	not assigned.unknown	35_2

CUST_7182_PI404877155	2	-0.95625687	0.059844017	0.15101719	-0.059844017	0.45540142	-0.27672195	Contig20968_at	putative phosphatidylserine synthase [Oryza sativa (japonica cultivar-group)] gb|AAT58731.1| putative phosphatidylserine synthase [Oryza sat	XP_475876.1	phosphatidyl serine synthase family protein	At1g15110.1	protein F9L1.4 protein - Arabidopsis thaliana	Os05g48060	phosphatidyl serine synthase family protein, contains Pfam profile: PF03034 phosphatidyl serine synthase	lipid metabolism.Phospholipid synthesis	11_3

CUST_65583_PI403524517	2	-0.28666592	0.52299404	0.2886591	-0.048220634	-0.30686474	0.048221588	35_18727	"Cluster: Hypothetical protein OSJNBb0014I11.6; n=2; Oryza sativa|Rep: Hypothetical protein OSJNBb0014I11.6 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q9AV15	CHR2V7|COORD:15018004..15021149| glycogenin glucosyltransferase (glycogenin)-related	AT2G35710.1	CHR10V5|COORD:21469235..21473299|protein transferase, transferring glycosyl groups, putative, expressed	LOC_Os10g40640.1	no descriptionhighly similar to ( 590)AT2G35710| Symbols:  | glycogenin glucosyltransferase (glycogenin)-related | chr2:15018004-15019330 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Glyco_transf_8 PRK07764 PRK12323 PRK05648 PRK07003 COG5597 PRK09169 TT_ORF1 COG5373 Tymo_45kd_70kd IER FAP Totivirus_coat Atrophin-1	not assigned.no ontology	35_1

CUST_91968_PI403524517	2	0.0067048073	0.290668	0.20242882	-0.0067048073	-0.056058884	-0.32050037	35_26294	"Cluster: Tetratricopeptide repeat-containing protein-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: Tetratricopeptide repeat-containing protein-like - O"	UniRef90_Q6Z4S6	CHR4V7|COORD:17512370..17514415| tetratricopeptide repeat (TPR)-containing protein	AT4G37210.1	CHR07V5|COORD:1164093..1167902|protein TPR Domain containing protein, expressed	LOC_Os07g03070.1	no descriptionweakly similar to ( 161)AT4G37210| Symbols:  | tetratricopeptide repeat (TPR)-containing protein | chr4:17512370-17514415 FORWARDnot assigned	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_9541_PI403524517	2	0.050870895	-0.23288345	-0.08449268	-0.00442791	0.00442791	0.024707794	35_2688	"Cluster: CAP protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: CAP protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53K24	CHR4V7|COORD:16484901..16487360| ATCAP1 (CYCLASE ASSOCIATED PROTEIN 1)	AT4G34490.1	CHR03V5|COORD:29271332..29266370|protein adenylyl cyclase-associated protein 1, putative, expressed	LOC_Os03g51250.1	 no descriptionhighly similar to ( 571)AT4G34490| Symbols: CAP 1, ATCAP1 | ATCAP1 (CYCLASE ASSOCIATED PROTEIN 1) | chr4:16484901-16487360 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned CAP_N CAP_C TT_ORF1 	DNA.unspecified	28_99

CUST_34143_PI399408534	2	-0.05765152	0.30470467	0.07324505	-0.06294632	-0.0027809143	0.002781868	35_3175	"Cluster: Transposon protein, putative, unclassified, expressed; n=4; Oryza sativa (japonica cultivar-group)|Rep: Transposon protein, putative, unclassified, exp"	UniRef90_Q109D4	CHR4V7|COORD:9434590..9437187| oxidoreductase, 2OG-Fe(II) oxygenase family protein	AT4G16770.1	CHR10V5|COORD:19963523..19969788|protein transposon protein, putative, unclassified, expressed	LOC_Os10g37899.1	 no descriptionmoderately similar to ( 317)AT4G16770| Symbols:  | oxidoreductase, 2OG-Fe(II) oxygenase family protein | chr4:9434590-9437187 REVERSEvery weakly similar to (99.0)GAOX2_ORYSAnot assigned PcbC 2OG-FeII_Oxy 	hormone metabolism.ethylene.synthesis-degradation	17_5_1

CUST_56908_PI403524517	2	0.037787437	0.31869984	0.027405739	-0.08162689	-0.027810097	-0.027405739	35_16217	"Cluster: Putative clathrin coat assembly protein AP17; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative clathrin coat assembly protein AP17 - Oryza sat"	UniRef90_Q6ZKE1	CHR2V7|COORD:8534384..8535477| clathrin adaptor complex small chain family protein	AT2G19790.1	CHR08V5|COORD:18625636..18627559|protein AP-4 complex subunit sigma-1, putative, expressed	LOC_Os08g30480.1	no descriptionmoderately similar to ( 257)AT2G19790| Symbols:  | clathrin adaptor complex small chain family protein | chr2:8534384-8535477 FORWARDweakly similar to ( 121)AP2S1_MAIZEAP-2 complex subunit sigma-1 - Zea mays (Maize)not assigned not assigned not assigned not assigned APS2 Clat_adaptor_s	cell. vesicle transport	31_4

CUST_100669_PI403524517	2	0.19672537	-0.12358999	-0.22976303	0.08637905	-0.08637953	0.17964888	35_28731	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53PX0		0	CHR11V5|COORD:2252027..2243564|protein PHD-finger family protein, expressed	LOC_Os11g05130.2	no description	not assigned.unknown	35_2

CUST_157791_PI403524517	2	0.16836548	-0.0030636787	0.0030636787	-0.07153988	-0.775784	0.13442421	35_44055	"Cluster: Os04g0280200 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os04g0280200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JEG1	CHR2V7|COORD:206135..210974| phosphoribulokinase/uridine kinase family protein	AT2G01460.1	CHR04V5|COORD:11844428..11862809|protein expressed protein	LOC_Os04g21110.1	no descriptionweakly similar to ( 120)AT2G01460| Symbols:  | phosphoribulokinase/uridine kinase family protein | chr2:206135-210974 FORWARD	PS.calvin cyle.PRK	1_3_12

CUST_31046_PI403524517	2	0.032060623	-0.0069475174	-0.3544464	0.017521858	-0.21781921	0.0069475174	35_8960	"Cluster: Hypothetical protein P0030H07.11; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0030H07.11 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5ZD68	CHR4V7|COORD:9923003..9923863| zinc ion binding	AT4G17850.1	CHR01V5|COORD:2825732..2822918|protein SWIM zinc finger family protein, expressed	LOC_Os01g05930.1	no descriptionvery weakly similar to (50.1)AT4G17850| Symbols:  | zinc ion binding | chr4:9923003-9923863 FORWARD	not assigned.unknown	35_2

CUST_38108_PI403524517	2	0.07745552	0.4031334	0.24855137	-0.09014416	-0.18477917	-0.07745457	35_10965	Rep: ATP synthase subunit beta - Hordeum vulgare (Barley)	UniRef90_P00828	CHRCV7|COORD:52660..54156| chloroplast-encoded gene for beta subunit of ATP synthase	ATCG00480.1	CHR10V5|COORD:10529335..10527489|protein ATP synthase beta chain, putative, expressed	LOC_Os10g21270.1	no descriptionmoderately similar to ( 387)ATCG00480| Symbols: ATPB | chloroplast-encoded gene for beta subunit of ATP synthase | chrC:52660-54156 REVERSEmoderately similar to ( 441)ATPB_HORVUATP synthase subunit beta - Hordeum vulgare (Barley)not assigned atpB PRK09280 AtpD PRK12597 F1-ATPase_beta FliI ATP-synt_ab ATPase_flagellum-secretory_path_III ATP-synt_ab_N PRK09281 PRK09099 AtpA PRK06936 PRK06315 PRK08149 fliI fliI fliI F1_ATPase_alpha fliI atpA fliI fliI PRK05922 fliI fliI PRK06820 PRK04196 NtpB fliI PRK07594 V_A-ATPase_B	PS.lightreaction.ATP synthase	1_1_4

CUST_1917_PI399408534	2	0.026108742	0.43859386	-0.026109695	-0.12324524	0.18181229	-0.2614994	35_5252	"Cluster: Zinc finger protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Zinc finger protein - Oryza sativa (japonica cultivar-group)"	UniRef90_O82116	CHR1V7|COORD:29572263..29573555| zinc finger (B-box type) family protein	AT1G78600.1	CHR06V5|COORD:2694461..2698504|protein zinc finger B-box protein, putative, expressed	LOC_Os06g05890.1	no descriptionweakly similar to ( 124)AT1G78600| Symbols:  | zinc finger (B-box type) family protein | chr1:29572263-29573555 FORWARD	RNA.regulation of transcription.C2C2(Zn) CO-like, Constans-like zinc finger family	27_3_7

CUST_3995_PI399408534	2	0.07591534	0.20285606	-0.03902626	-0.23237228	-0.48856354	0.039027214	35_47569	"Cluster: Putative zinc finger in N-recognin, putative; n=1; Medicago truncatula|Rep: Putative zinc finger in N-recognin, putative - Medicago truncatula (Barrel"	UniRef90_Q2HSG3	"CHR3V7|COORD:431159..448496| BIG (DARK OVER-EXPRESSION OF CAB 1); binding / ubiquitin-protein ligase/ zinc ion binding"	AT3G02260.1	CHR09V5|COORD:3606830..3589118|protein BIG, putative, expressed	LOC_Os09g07300.1	" no descriptionmoderately similar to ( 257)AT3G02260| Symbols: DOC1, TIR3, UMB1, LPR1, ASA1, BIG | BIG (DARK OVER-EXPRESSION OF CAB 1); binding / ubiquitin-protein ligase/ zinc ion binding | chr3:431159-448496 REVERSE"	hormone metabolism.auxin.signal transduction	17_2_2

CUST_62938_PI403524517	2	0.2175188	0.23269701	0.053273678	-0.17736483	-0.053273678	-0.31261826	35_17952	"Cluster: Putative Phosphatidylinositol N-acetylglucosaminyltransferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative"	UniRef90_Q8LIL5	CHR3|COORD:16515445..16517988| N-acetylglucosaminyl-phosphatidylinositol biosynthetic protein, putative, similar to PIG-A from Mus musculus	AT3G45100.2	CHR07V5|COORD:9978647..9974830|protein phosphatidylinositol N-acetylglucosaminyltransferase subunit A, putative, expressed	LOC_Os07g16960.1	" no descriptionmoderately similar to ( 295)AT3G45100| Symbols: SETH2 | SETH2; transferase, transferring glycosyl groups | chr3:16515633-16517843 FORWARDnot assigned PIGA "	protein.postranslational modification	29_4

CUST_112543_PI403524517	2	-0.004470825	0.045617104	-0.03276348	-0.073978424	0.17594624	0.004471779	35_31946	"Cluster: PREDICTED: similar to Wire protein; n=1; Rattus norvegicus|Rep: PREDICTED: similar to Wire protein - Rattus norvegicus"	UniRef90_UPI0000DA3604	"CHR5V7|COORD:22215082..22218875| Fh5 (FORMIN HOMOLOGY5); actin binding"	AT5G54650.1	CHR04V5|COORD:47959..52365|protein formin Homology 2 Domain containing protein, expressed	LOC_Os04g01070.1	no description	not assigned.unknown	35_2

CUST_138158_PI403524517	2	-0.040175438	0.6274395	0.37006474	-0.16398716	-0.06701851	0.040175438	35_38749	Rep: WRKY protein - Triticum aestivum (Wheat)	UniRef90_A1YJD9		0	CHR05V5|COORD:23447293..23446217|protein OsWRKY48 - Superfamily of rice TFs having WRKY and zinc finger domains, expressed	LOC_Os05g40060.1	no description	not assigned.unknown	35_2

CUST_73555_PI403524517	2	0.12849617	0.14848042	-0.21855545	-0.17007637	-0.0021190643	0.0021181107	35_21093	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_19981_PI403524517	2	0.02109909	0.42475796	0.018990517	-0.1971426	-0.030337334	-0.018990517	35_5792	"Cluster: RNA recognition motif family protein, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: RNA recognition motif family protein, expressed - Ory"	UniRef90_Q2QZ01	CHR5V7|COORD:564330..565774| RNA and export factor-binding protein, putative	AT5G02530.1	CHR11V5|COORD:2948..6483|protein RNA and export factor-binding protein 2, putative, expressed	LOC_Os11g01020.1	 no descriptionweakly similar to ( 173)AT5G02530| Symbols:  | RNA and export factor-binding protein, putative | chr5:564330-565774 REVERSEvery weakly similar to (56.2)ROC5_NICSY33 kDa ribonucleoprotein, chloroplast precursor - Nicotiana sylvestris (Wood tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned RRM RRM_1 COG0724 	RNA.RNA binding	27_4

CUST_337_PI403524517	2	-0.09375763	0.15792751	0.10052872	-0.011620522	0.011621475	-0.115299225	35_89	"Cluster: Photosystem II 44 kDa reaction center protein precursor; n=170; Streptophyta|Rep: Photosystem II 44 kDa reaction center protein precursor - Arabidopsis"	UniRef90_P56778	CHRCV7|COORD:33720..35141| chloroplast gene encoding a CP43 subunit of  the photosystem II reaction center. promoter contains a blue-light responsive element.	ATCG00280.1	CHR04V5|COORD:9156196..9158627|protein photosystem II D2 protein, putative	LOC_Os04g16800.1	no descriptionhighly similar to ( 652)ATCG00280| Symbols: PSBC | chloroplast gene encoding a CP43 subunit of  the photosystem II reaction center. promoter contains a blue-light responsive element. | chrC:33720-35141 FORWARDhighly similar to ( 667)PSBC_HORVUPhotosystem II 44 kDa reaction center protein - Hordeum vulgare (Barley)psbC PSII psbZ Ycf9 PRK02576	PS.lightreaction.photosystem II.PSII polypeptide subunits	1_1_1_2

CUST_12401_PI404877155	2	0.123856544	0.116895676	-0.06695557	-0.011978149	-0.09878445	0.011978149	Contig6152_at	canalicular multispecific organic anion transporter 2-like proein [Oryza sativa (japonica cultivar-group)]	NP_910489.1	ABC transporter family protein	At3g59140.1	protein ABC transporter, putative	Os11g05700	canalicular multispecific organic anion transporter 2-like proein	transport.ABC transporters and multidrug resistance systems	34_16

CUST_64452_PI403524517	2	0.04549694	-0.54238415	-0.05972576	0.15545464	0.28936768	-0.045497894	35_18402	"Cluster: Putative 50S ribosomal protein L20; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative 50S ribosomal protein L20 - Oryza sativa (japonica cultiv"	UniRef90_Q942D0	CHR1V7|COORD:5727766..5728943| ribosomal protein L20 family protein	AT1G16740.1	CHR01V5|COORD:30935211..30938732|protein 50S ribosomal protein L20, putative, expressed	LOC_Os01g53280.2	no descriptionmoderately similar to ( 209)AT1G16740| Symbols:  | ribosomal protein L20 family protein | chr1:5727766-5728943 FORWARDweakly similar to ( 103)RK20_CHLVUChloroplast 50S ribosomal protein L20 - Chlorella vulgaris (Green alga)not assigned rplT RplT rpl20 Ribosomal_L20	protein.synthesis.mito/plastid ribosomal protein.plastid	29_2_1_1

CUST_43377_PI403524517	2	-0.62608385	0.02970028	0.39124393	-0.28196287	0.1297121	-0.02970028	35_12457	"Cluster: Protein kinase domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Protein kinase domain containing protein, express"	UniRef90_Q2QSL4	CHR5V7|COORD:25402180..25404018| protein kinase family protein	AT5G63370.1	CHR12V5|COORD:13441949..13442932|protein PITSLRE serine/threonine-protein kinase CDC2L1, putative, expressed	LOC_Os12g23700.1	no descriptionvery weakly similar to (79.7)AT5G63370| Symbols:  | protein kinase family protein | chr5:25402180-25404018 REVERSEvery weakly similar to (70.1)CDC2D_ANTMACell division control protein 2 homolog D - Antirrhinum majus (Garden snapdragon)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase Pkinase_Tyr SPS1 TyrKc PTKc PTKc_Jak_rpt2 PRK12678 PRK12323 PRK04537	protein.postranslational modification	29_4

CUST_109094_PI403524517	2	0.1273098	-0.13921547	0.013143539	-0.013143539	0.08201599	-0.16578484	35_31015	Rep: Hypothetical protein - Coccidioides immitis RS	UniRef90_Q1DW88	"CHR1V7|COORD:22724498..22726067| ARP2/RPL3B (ARABIDOPSIS RIBOSOMAL PROTEIN 2); structural constituent of ribosome"	AT1G61580.1	CHR12V5|COORD:3428223..3430787|protein 60S ribosomal protein L3, putative, expressed	LOC_Os12g07010.1	" no descriptionmoderately similar to ( 297)AT1G61580| Symbols: RPL3B, ARP2 | ARP2/RPL3B (ARABIDOPSIS RIBOSOMAL PROTEIN 2); structural constituent of ribosome | chr1:22724498-22726067 REVERSEmoderately similar to ( 296)RL3_ORYSAnot assigned rpl3p Ribosomal_L3 RplC "	protein.synthesis.misc ribososomal protein	29_2_2

CUST_53024_PI403524517	2	0.11181879	0.1700244	-0.17796803	0.123883724	-0.3157339	-0.11181879	35_15096	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QND9	"CHR2V7|COORD:16735456..16738238| similar to proline-rich family protein [Arabidopsis thaliana] (TAIR:AT3G09000.1); similar to Os01g0141900 [Oryza"	AT2G40070.1	CHR12V5|COORD:23386507..23387326|protein expressed protein	LOC_Os12g38140.1	no description	not assigned.unknown	35_2

CUST_108866_PI403524517	2	-1.6710191	-0.6184664	1.6656027	0.6184664	2.103953	-0.7835684	35_30956	Rep: Tryptophan decarboxylase - Hordeum vulgare (Barley)	UniRef90_Q75PZ8	CHR2V7|COORD:8786885..8789571| tyrosine decarboxylase, putative	AT2G20340.1	CHR08V5|COORD:2249663..2251576|protein aromatic-L-amino-acid decarboxylase, putative, expressed	LOC_Os08g04540.1	 no descriptionweakly similar to ( 191)AT2G20340| Symbols:  | tyrosine decarboxylase, putative | chr2:8786885-8789571 FORWARDmoderately similar to ( 234)DDC_CATROAromatic-L-amino-acid decarboxylase - Catharanthus roseus (Rosy periwinkle) (Madagascar periwinkle)not assigned not assigned Pyridoxal_deC GadB 	secondary metabolism.N misc.alkaloid-like	16_4_1

CUST_48527_PI403524517	2	0.1994009	-1.3119402	-0.16744804	0.15464497	0.062325478	-0.062325478	35_13862	"Cluster: Elongation factor 1-alpha; n=109; cellular organisms|Rep: Elongation factor 1-alpha - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_P13905	CHR5V7|COORD:24306452..24307901| elongation factor 1-alpha / EF-1-alpha	AT5G60390.1	CHR03V5|COORD:4089482..4092860|protein elongation factor 1-alpha, putative, expressed	LOC_Os03g08050.3	no descriptionhighly similar to ( 849)AT5G60390| Symbols:  | calmodulin binding / translation elongation factor | chr5:24306452-24307803 FORWARDhighly similar to ( 880)EF1A_WHEATElongation factor 1-alpha - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TEF1 PRK12317 EF1_alpha CysN TufB GTP_EFTU PRK05506 cysN tufA CysN_ATPS PRK00049 PRK12736 PRK12735 EF1_alpha_III EF1_alpha_II SelB GTP_translation_factor EF_Tu GTPBP1 GTP_EFTU_D3 PRK04000 Translation_factor_III GCD11 LepA SelB PRK05433 TypA eRF3c_III FusA SelB_euk EFTU_II PRK10218 TetM_like selB_II LepA EF-G GTP_EFTU_D2 eRF3_II_like Translation_Factor_II_like TypA_BipA PRK12740 eIF2_gamma Snu114p EF2 PRK10512 EF-G_bact HBS1_C eRF3_II PRK07560 RF3 PRK12739 InfB PrfC PRK00007 IF2_eIF5B prfC CysN_NodQ_II GTPBP_II	protein.synthesis.elongation	29_2_4

CUST_75107_PI403524517	2	0.20186424	-0.07768822	-0.012938499	-0.009791374	0.10187721	0.009791374	35_21530	"Cluster: Zinc finger family protein, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Zinc finger family protein, putative, expressed - Ory"	UniRef90_Q2QML2	CHR2V7|COORD:13033521..13037440| zinc finger (C3HC4-type RING finger) family protein	AT2G30580.1	CHR12V5|COORD:25220346..25214105|protein protein binding protein, putative, expressed	LOC_Os12g40790.1	no descriptionmoderately similar to ( 259)AT2G30580| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr2:13033521-13037440 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07764 PRK12323 PRK07003 FAP PRK05648 Drf_FH1 Atrophin-1 PRK09111 DUF1421 PRK08853 RING TT_ORF1 Extensin_2 DUF605 COG5373 DUF1509 tatB DUF1210 Tymo_45kd_70kd RING HpaP PRK12678 Trypan_PARP PRK11633 TonB GRP Totivirus_coat zf-C3HC4 DedD Prog_receptor Gag_spuma	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_63059_PI403524517	2	-0.029190063	-0.21039772	0.019661903	0.057863235	-0.01966095	0.079751015	35_17994	"Cluster: Hypothetical protein P0455H11.104; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0455H11.104 - Oryza sativa (japonica cultivar"	UniRef90_Q8L465	CHR4V7|COORD:5616201..5617859| SUB1 (short under blue light 1)	AT4G08810.1	CHR07V5|COORD:26298932..26296605|protein expressed protein	LOC_Os07g43990.1	no descriptionhighly similar to ( 503)AT4G08810| Symbols: SUB1 | SUB1 (short under blue light 1) | chr4:5616201-5617859 REVERSE	not assigned.unknown	35_2

CUST_65539_PI403524517	2	0.06586838	-0.60800743	-0.16944695	0.03174019	0.08993721	-0.031741142	35_18715	"Cluster: Putative pseudouridine synthase 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative pseudouridine synthase 1 - Oryza sativa (japonica"	UniRef90_Q6ESS0	CHR1V7|COORD:7051836..7053578| tRNA pseudouridine synthase family protein	AT1G20370.1	CHR02V5|COORD:27128686..27130870|protein tRNA pseudouridine synthase family protein, expressed	LOC_Os02g44810.1	no descriptionmoderately similar to ( 484)AT1G20370| Symbols:  | tRNA pseudouridine synthase family protein | chr1:7051836-7053578 REVERSEnot assigned not assigned not assigned PseudoU_synth_PUS1_PUS2 TruA PseudoU_synth_TruA_like truA PseudoU_synth_TruA_Archea PseudoU_synth_EcTruA PseudoU_synth_ScPus3 PRK12434 PseudoU_synth_1	protein.aa activation.pseudouridylate synthase	29_1_30

CUST_127728_PI403524517	2	-0.3754177	1.1273012	-0.2453866	0.26957703	0.24538612	-0.31273222	35_35920	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_50152_PI403524517	2	-0.011275291	0.5598583	0.011275291	-0.123360634	-0.07342434	0.15319538	35_14312	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_7941_PI403524517	2	0.09296942	0.5602288	-0.07034445	0.07034397	-0.28989363	-0.18795204	35_2212	"Cluster: Hypothetical protein P0669G09.16; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0669G09.16 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6H6D0	"CHR2V7|COORD:16471884..16477549| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G61280.1); similar to hypothetical protein MtrDRAFT_AC126784g11v2"	AT2G39440.1	CHR02V5|COORD:3720111..3718307|protein expressed protein	LOC_Os02g07240.1	"no descriptionweakly similar to ( 122)AT2G39440| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G61280.1); similar to hypothetical protein MtrDRAFT_AC126784g11v2 [Medicago truncatula] (GB:ABE94681.1); contains InterPro domain PIG-P; (InterPro:IPR013717) | chr2:16471884-16477549 REVERSERNase_H1_sml"	not assigned.unknown	35_2

CUST_62861_PI403524517	2	0.0732851	-0.014539719	-0.021912575	-0.011292458	0.011293411	0.042310715	35_17930	Rep: H0501D11.3 protein - Oryza sativa (Rice)	UniRef90_Q01IK1	"CHR5V7|COORD:7905044..7908963| ATLCBK1 (A. THALIANA LONG-CHAIN BASE (LCB) KINASE 1); diacylglycerol kinase"	AT5G23450.2	CHR04V5|COORD:26892084..26899395|protein sphingosine kinase, putative, expressed	LOC_Os04g45800.1	"no descriptionmoderately similar to ( 332)AT5G23450| Symbols: ATLCBK1 | ATLCBK1 (A. THALIANA LONG-CHAIN BASE (LCB) KINASE 1); diacylglycerol kinase | chr5:7905181-7908963 REVERSELCB5"	lipid metabolism.'exotics' (steroids, squalene etc).sphingolipids	11_8_1

CUST_66949_PI403524517	2	0.05171585	0.17127705	-0.10140419	-0.14165974	-0.021690369	0.021691322	35_19120	"Cluster: Putative cell survival CED-4-interacting protein MAC-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative cell survival CED-4-interacting prote"	UniRef90_Q5VRN1	"CHR3V7|COORD:231794..235064| CDC48C (EMBRYO DEFECTIVE 1354); ATPase"	AT3G01610.1	CHR06V5|COORD:549917..554930|protein cell division control protein 48 homolog C, putative, expressed	LOC_Os06g01980.1	" no descriptionmoderately similar to ( 296)AT3G01610| Symbols: EMB1354, CDC48C | CDC48C (EMBRYO DEFECTIVE 1354); ATPase | chr3:231794-235064 FORWARDmoderately similar to ( 206)CDC48_CAPANCell division cycle protein 48 homolog - Capsicum annuum (Bell pepper)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned SpoVK RPT1 PRK03992 AAA HflB hflB COG1223 AAA AAA COG0714 MGS1 "	protein.degradation.metalloprotease	29_5_7

CUST_11925_PI404877155	2	0.19994736	-0.09704065	0.18446827	0.09704018	-0.4756155	-0.3841982	Contig5634_at	NOD26-like membrane integral protein ZmNIP2-2 [Zea mays]	AAK26752.1	aquaglyceroporin / NOD26-like major intrinsic protein 2 (NLM2)	At4g18910.1	protein NOD26-like membrane integral protein ZmNIP2-2	Os06g12310	"aquaglyceroporin / NOD26-like major intrinsic protein 2 (NLM2), contains Pfam profile: MIP PF00230; similar to SP:P08995 {Glycine max} Nodulin-26 (N-26); identical to cDNA aquaglyceroporin (nlm2 gene) GI:11071655, aquaglyceroporin (Arabidopsis thaliana) G"	transport.Major Intrinsic Proteins.NIP	34_19_3

CUST_3331_PI404877155	2	0.031871796	-0.38535643	-0.7148504	0.8043623	0.35981274	-0.031871796	Contig13776_at	0	BAD09558.1	nitrate reductase 1 (NR1)	At1g77760.1	protein nitrate reductase [nadh] 1 (ec 1.7.1.1) (nr1). [rice]	Os08g36500	"GNR1;NITRATE REDUCTASE;NITRATE REDUCTASE 1;NITRATE REDUCTASE DEFECTIVE 1;nitrate reductase 1 (NR1), identical to SP:P11832 Nitrate reductase 1 (formerly EC 1.6.6.1) (NR1){Arabidopsis thaliana}"	N-metabolism.nitrate metabolism.NR	12_1_01

CUST_152153_PI403524517	2	0.30739594	-0.16138458	0.30942345	0.16138458	-0.20682812	-0.26830673	35_42532	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_160642_PI403524517	2	0.23541689	0.1026783	-0.1443348	-0.10267782	-0.4906764	1.2869573	35_44825	"Cluster: Nup133 nucleoporin family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Nup133 nucleoporin family protein, expressed - Oryza sat"	UniRef90_Q10PQ6	CHR2V7|COORD:1842066..1846855| transporter	AT2G05120.1	CHR03V5|COORD:6552313..6559819|protein nucleoporin, putative, expressed	LOC_Os03g12450.1	no descriptionweakly similar to ( 166)AT2G05120| Symbols:  | transporter | chr2:1842066-1846855 REVERSE	not assigned.unknown	35_2

CUST_74704_PI403524517	2	-0.12484455	-0.44896412	0.018125534	0.052072525	0.22423935	-0.018125534	35_21420	"Cluster: Os03g0809400 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os03g0809400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DMG6	"CHR1V7|COORD:28208370..28212173| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G28770.1); similar to expressed protein [Oryza sativa (japonica"	AT1G75150.1	CHR03V5|COORD:33793670..33788914|protein expressed protein	LOC_Os03g59480.1	no description	not assigned.unknown	35_2

CUST_149393_PI403524517	2	-0.41261005	-0.28725433	-0.041584015	0.46801376	0.47610188	0.04158306	35_41791	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_118940_PI403524517	2	0.016861916	-0.42064857	-0.15657425	-0.01686287	0.044991493	0.06757736	35_33663	0	0		0	CHR07V5|COORD:5596938..5599089|protein expressed protein	LOC_Os07g10420.2	no description	not assigned.unknown	35_2

CUST_10121_PI403524517	2	0.013343811	-0.095415115	0.008176804	-0.03641987	-0.008176804	0.16187382	35_2858	Rep: Actin/actin-like - Medicago truncatula (Barrel medic)	UniRef90_Q1T2F4	"CHR3V7|COORD:22485273..22486975| ATARP7 (ACTIN-RELATED PROTEIN 7); structural constituent of cytoskeleton"	AT3G60830.1	CHR03V5|COORD:32383069..32388445|protein ATARP7, putative, expressed	LOC_Os03g56970.1	" no descriptionmoderately similar to ( 485)AT3G60830| Symbols: ARP7, ATARP7 | ATARP7 (ACTIN-RELATED PROTEIN 7); structural constituent of cytoskeleton | chr3:22485273-22486975 FORWARDweakly similar to ( 192)ACT13_SOLTUActin-101 - Solanum tuberosum (Potato)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned ACTIN Actin ACTIN COG5277 PRK07764 ftsA "	cell.organisation	31_1

CUST_8895_PI399408534	2	0.21434307	-1.3404307	0.35660648	0.12295246	-0.222929	-0.12295294	35_38037	"Cluster: OSJNBb0012E08.10 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBb0012E08.10 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XV86	CHR5V7|COORD:2317301..2319459| calnexin, putative	AT5G07340.1	CHR04V5|COORD:19729353..19725839|protein calnexin homolog precursor, putative, expressed	LOC_Os04g32950.5	no descriptionmoderately similar to ( 223)AT5G61790| Symbols:  | calnexin 1 (CNX1) | chr5:24844620-24846868 REVERSEmoderately similar to ( 228)CALX_SOYBNCalnexin homolog precursor - Glycine max (Soybean)not assigned not assigned Calreticulin	signalling.calcium	30_3

CUST_17379_PI404877155	2	-0.43855762	0.77435017	-1.3158541	0.41188335	0.36701965	-0.36701965	HU09N08u_at	DnaJ-like protein [Arabidopsis thaliana]	AAF24498.1	DNAJ heat shock N-terminal domain-containing protein (J20)	At4g13830.2	protein DnaJ domain, putative	Os09g20320	NONE	stress.abiotic.heat	20_2_1

CUST_65665_PI403524517	2	-0.15728283	-0.32103157	0.07888985	0.05167198	-0.05167198	0.100081444	35_18757	"Cluster: Hypothetical protein OSJNBb0016H12.23; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0016H12.23 - Oryza sativa"	UniRef90_Q84R45	"CHR2V7|COORD:5959087..5960084| similar to HAD-superfamily phosphatase subfamily IIIC; TonB box, N-terminal [Medicago truncatula] (GB:ABD28541.1);"	AT2G14110.1	CHR03V5|COORD:30180764..30178781|protein magnesium-dependent phosphatase 1, putative, expressed	LOC_Os03g52730.1	" no descriptionmoderately similar to ( 254)AT2G14110| Symbols:  | similar to HAD-superfamily phosphatase subfamily IIIC; TonB box, N-terminal [Medicago truncatula] (GB:ABD28541.1); contains InterPro domain HAD-superfamily phosphatase subfamily IIIC; (InterPro:IPR010033) | chr2:5959087-5960084 FORWARDnot assigned "	not assigned.unknown	35_2

CUST_391_PI399408534	2	-0.29133987	0.16932487	-0.16629505	0.18107224	0.004128456	-0.004128456	35_2680	"Cluster: Putative calcium-dependent protein kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative calcium-dependent protein kinase - Oryza sativa"	UniRef90_Q84SL0	"CHR5V7|COORD:4047820..4050038| CPK7 (CALMODULIN-DOMAIN PROTEIN KINASE 7); calcium- and calmodulin-dependent protein kinase/ kinase"	AT5G12480.1	CHR07V5|COORD:22860888..22856901|protein calcium-dependent protein kinase, isoform AK1, putative, expressed	LOC_Os07g38120.1	no descriptionhighly similar to ( 784)AT5G12480| Symbols: CPK7 | CPK7 (CALMODULIN-DOMAIN PROTEIN KINASE 7) | chr5:4047820-4050038 REVERSEhighly similar to ( 507)CDPK2_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase SPS1 Pkinase_Tyr TyrKc PTKc FRQ1 PTKc_Jak_rpt2 PTKc_Tec_like PTKc_Itk EFh PTKc_FAK PTKc_Tec_Rlk PTKc_Ack_like PTKc_Ror PTKc_Csk_like PTKc_Trk PTKc_FGFR PTKc_Syk_like PTKc_Tyk2_rpt2 PTKc_c-ros PTKc_Jak1_rpt2 PTKc_Abl PTKc_EphR PTKc_PDGFR PTKc_Jak2_Jak3_rpt2 PTKc_Srm_Brk PTKc_Src_like PTKc_Fes PTKc_Ror2 PTKc_FGFR2 PTKc_EphR_A PTKc_ALK_LTK PTK_CCK4 PTKc_Fer PTKc_Frk_like PTKc_Fes_like PTKc_DDR PTKc_FGFR1 PTKc_FGFR4 PTKc_Chk PTKc_InsR_like PTKc_Btk_Bmx PTKc_FGFR3 PTKc_TrkB PTKc_EphR_B PTKc_TrkC PTKc_Syk PTKc_TrkA PTKc_Csk PTKc_DDR_like PTKc_EGFR_like PTKc_Tyro3 PTKc_EphR_A2 PTKc_Ror1 PTKc_Lyn PTKc_DDR2 PTKc_Met_Ron	signalling.calcium	30_3

CUST_12985_PI404877155	2	0.01938343	-0.12721252	-0.07904625	0.033901215	-0.019384384	0.14569855	Contig6721_s_at	expressed protein [Arabidopsis thaliana] pir||T48144 hypothetical protein T4C9.180 - Arabidopsis thaliana	NP_567389.1	expressed protein	At4g12340.1	protein expressed protein	Os05g01300	Toc34-1 protein	signalling.G-proteins	30_5

CUST_74465_PI403524517	2	0.06103134	0.59641075	-0.07674503	0.0033979416	-0.003824234	-0.0033979416	35_21354	Rep: Os02g0152900 protein - Oryza sativa (japonica cultivar-group)	UniRef90_Q0E3V2	"CHR1V7|COORD:10788483..10789925| similar to EMB1303 (EMBRYO DEFECTIVE 1303) [Arabidopsis thaliana] (TAIR:AT1G56200.1); similar to Os02g0152900 [Oryza"	AT1G30475.1	CHR02V5|COORD:2925071..2922352|protein expressed protein	LOC_Os02g05890.1	no description	not assigned.unknown	35_2

CUST_42957_PI403524517	2	-0.010316849	0.2701025	0.010317802	-0.23252487	0.025371552	-0.051252365	35_12336	"Cluster: Pumilio-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Pumilio-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K9R1	"CHR2V7|COORD:12538469..12542137| APUM3 (ARABIDOPSIS PUMILIO 3); RNA binding"	AT2G29140.1	CHR02V5|COORD:35156719..35162500|protein RNA binding protein, putative, expressed	LOC_Os02g57390.1	"no descriptionweakly similar to ( 136)AT2G29140| Symbols: APUM3 | APUM3 (ARABIDOPSIS PUMILIO 3); RNA binding | chr2:12538469-12542137 FORWARDnot assigned COG5099"	not assigned.no ontology.pumilio/Puf RNA-binding domain-containing protein	35_1_12

CUST_49513_PI403524517	2	0.41951466	-1.4740248	-0.3419876	0.1394453	0.7538233	-0.13944626	35_14121	"Cluster: Chlorophyll a/b binding protein precursor; n=4; BEP clade|Rep: Chlorophyll a/b binding protein precursor - Hordeum vulgare (Barley)"	UniRef90_Q9SDM1	CHR3V7|COORD:20350939..20351900| LHCA1	AT3G54890.3	CHR06V5|COORD:12451669..12453198|protein chlorophyll a-b binding protein 6A, chloroplast precursor, putative, expressed	LOC_Os06g21590.2	 no descriptionvery weakly similar to (85.5)AT3G54890| Symbols: LHCA1 | LHCA1 | chr3:20350859-20351900 REVERSEvery weakly similar to (52.8)CB12_PETHYChlorophyll a-b binding protein, chloroplast precursor - Petunia hybrida (Petunia)not assigned Chloroa_b-bind 	PS.lightreaction.photosystem I.LHC-I	1_1_2_1

CUST_25908_PI399408534	2	0.013604164	0.012811661	-0.030834198	-0.094423294	0.16442776	-0.012811661	35_22303	"Cluster: DNA excision repair protein ERCC-1, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: DNA excision repair protein ERCC-1, putative,"	UniRef90_Q337B1	CHR3V7|COORD:1479597..1481829| ERCC1 (UV REPAIR DEFICIENT 7)	AT3G05210.1	CHR10V5|COORD:19744510..19741054|protein mating-type switching protein swi10, putative, expressed	LOC_Os10g37490.1	 no descriptionmoderately similar to ( 349)AT3G05210| Symbols: UVR7, ERCC1 | ERCC1 (UV REPAIR DEFICIENT 7) | chr3:1479597-1481829 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned RAD10 Rad10 ligA Tymo_45kd_70kd Lig 	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_84925_PI403524517	2	0.033377647	-0.23716164	-0.08382988	0.024168015	0.047031403	-0.024168015	35_24333	"Cluster: Os02g0556400 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0556400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E0E5	CHR3V7|COORD:9670745..9672510| methyltransferase/ nucleic acid binding	AT3G26410.1	CHR02V5|COORD:21036869..21033759|protein RNA methylase, putative, expressed	LOC_Os02g35060.1	no descriptionmoderately similar to ( 209)AT3G26410| Symbols:  | methyltransferase/ nucleic acid binding | chr3:9670745-9672510 REVERSEnot assigned	not assigned.unknown	35_2

CUST_2072_PI403524517	2	0.2543149	0.23738432	-0.05899906	-0.016678333	-0.5471196	0.016677856	35_549	"Cluster: Putative acid phosphatase; n=1; Hordeum vulgare|Rep: Putative acid phosphatase - Hordeum vulgare (Barley)"	UniRef90_Q9M4D6	CHR1V7|COORD:28528284..28530379| 26S proteasome regulatory subunit S3, putative (RPN3)	AT1G75990.1	CHR05V5|COORD:5612217..5605024|protein acid phosphatase, putative, expressed	LOC_Os05g10310.2	no descriptionvery weakly similar to (75.1)AT4G29260| Symbols:  | acid phosphatase class B family protein | chr4:14422316-14423415 REVERSEvery weakly similar to (57.4)VSPA_SOYBNStem 28 kDa glycoprotein precursor - Glycine max (Soybean)not assigned Acid_phosphat_B	misc.acid and other phosphatases	26_13

CUST_372_PI404877155	2	-0.07659149	0.15431595	0.03275013	-0.0064821243	-0.094516754	0.0064811707	Contig10264_at	unnamed protein product [Oryza sativa (japonica cultivar-group)]	NP_912982.1	histidine biosynthesis bifunctional protein (HISIE)	At1g31860.1	protein phosphoribosyl-AMP cyclohydrolase, putative	Os01g16940	PRS-hisIE	amino acid metabolism.synthesis.histidine	13_1_7

CUST_6137_PI403524517	2	0.14344597	-0.0611248	0.011916161	0.22756577	-0.29085064	-0.011915207	35_1697	"Cluster: Magnesium chelatase 40-kDa subunit; n=1; Hordeum vulgare subsp. vulgare|Rep: Magnesium chelatase 40-kDa subunit - Hordeum vulgare var. distichum (Two-r"	UniRef90_Q19D39	"CHR4V7|COORD:10201908..10203372| CHLI1 (CHLORINA 42); magnesium chelatase"	AT4G18480.1	CHR03V5|COORD:20204631..20202305|protein magnesium-chelatase subunit chlI, chloroplast precursor, putative, expressed	LOC_Os03g36540.1	" no descriptionhighly similar to ( 534)AT4G18480| Symbols: CH42, CH-42, CHL11, CHLI-1, CHLI1 | CHLI1 (CHLORINA 42); magnesium chelatase | chr4:10201908-10203372 REVERSEhighly similar to ( 543)CHLI_SOYBNMagnesium-chelatase subunit chlI, chloroplast precursor - Glycine max (Soybean)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned chlI ChlI COG0714 Tymo_45kd_70kd PRK07764 MCM Atrophin-1 HPC2 Extensin_2 PRK07003 DUF1421 PRK12323 MCM2 COG0606 APC_basic Drf_FH1 PRK10819 LonB "	tetrapyrrole synthesis.magnesium chelatase	19_10

CUST_39556_PI403524517	2	0.26462364	-0.15373325	0.15373325	-0.37930584	0.4904003	-0.6396508	35_11375	"Cluster: OSIGBa0147H17.8 protein; n=2; Oryza sativa|Rep: OSIGBa0147H17.8 protein - Oryza sativa (Rice)"	UniRef90_Q01JW5	CHR5V7|COORD:21037492..21039834| subtilase family protein	AT5G51750.1	CHR04V5|COORD:28662210..28659880|protein subtilisin-like protease precursor, putative, expressed	LOC_Os04g48416.1	no descriptionweakly similar to ( 183)AT5G51750| Symbols:  | subtilase family protein | chr5:21037492-21039834 FORWARDnot assigned not assigned not assigned not assigned Subtilisin_N PRK12323 Herpes_BLLF1 PRK07003 PRK07764	protein.degradation.subtilases	29_5_1

CUST_66092_PI403524517	2	-0.014494896	0.1810255	-0.03196907	0.01449585	-0.021396637	0.10565758	35_18874	"Cluster: Putative cell division protein FtsH3; n=1; Ostreococcus tauri|Rep: Putative cell division protein FtsH3 - Ostreococcus tauri"	UniRef90_Q010A5	"CHR3V7|COORD:17343984..17347598| FTSH7 (FtsH protease 7); ATP-dependent peptidase/ ATPase/ metallopeptidase"	AT3G47060.1	CHR02V5|COORD:26150407..26156594|protein OsFtsH7 - Oryza sativa FtsH protease, homologue of AtFtsH7, expressed	LOC_Os02g43350.1	" no descriptionmoderately similar to ( 369)AT3G47060| Symbols: FTSH7 | FTSH7 (FtsH protease 7); ATP-dependent peptidase/ ATPase/ metallopeptidase | chr3:17343984-17347598 FORWARDmoderately similar to ( 239)FTSH_MEDSACell division protease ftsH homolog, chloroplast precursor - Medicago sativa (Alfalfa)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned HflB hflB PRK03992 RPT1 AAA SpoVK COG1223 Peptidase_M41 AAA AAA PRK04195 clpX COG0714 MGS1 ClpX TIP49 "	protein.degradation.metalloprotease	29_5_7

CUST_95810_PI403524517	2	-0.008107185	0.10230446	-0.029431343	0.06098938	-0.026648521	0.008107185	35_27377	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_106192_PI403524517	2	0.0021390915	0.23282051	-0.0021390915	-0.21839905	-0.26018333	0.11351299	35_30226	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_131129_PI403524517	2	0.18233204	-0.12966442	-0.01573801	0.015738487	0.14098454	-0.17584324	35_36828	"Cluster: PWWP domain containing protein, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: PWWP domain containing protein, expressed - Oryza sativa (j"	UniRef90_Q10L59	CHR3V7|COORD:23313642..23320550| PWWP domain-containing protein	AT3G63070.1	CHR03V5|COORD:13839721..13819962|protein PWWP domain containing protein, expressed	LOC_Os03g24339.1	no description	not assigned.unknown	35_2

CUST_18611_PI404877155	2	4.9877167E-4	0.17069054	-0.07677841	-4.97818E-4	-0.07479477	4.9877167E-4	HVSMEl0009B19r2_s_at	leucine-rich repeat transmembrane protein kinase 1 - maize (fragment) gb|AAC27894.1| leucine-rich repeat transmembrane protein kinase 1 [Zea	T01267	leucine-rich repeat transmembrane protein kinase, putative	At1g53730.1	protein Protein kinase domain, putative	Os03g08550	leucine-rich repeat transmembrane protein kinase, putative, similar to GI:3360289 from (Zea mays) (Plant Mol. Biol. 37 (5), 749-761 (1998))	signalling.receptor kinases.leucine rich repeat V	30_2_5

CUST_14870_PI403524517	2	-0.087789536	-0.17137146	0.061642647	0.08417702	-0.030838013	0.030837059	35_4285	"Cluster: XPA-binding protein 1, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: XPA-binding protein 1, putative, expressed - Oryza sativa"	UniRef90_Q10MD7	CHR4|COORD:11572877..11575504| ATP-binding family protein, contains Pfam domain, PF03029: Conserved hypothetical ATP binding protein	AT4G21800.2	CHR03V5|COORD:11150478..11156840|protein XPA-binding protein 1, putative, expressed	LOC_Os03g19870.3	no descriptionmoderately similar to ( 399)AT4G21800| Symbols:  | ATP-binding family protein | chr4:11573301-11574988 FORWARDnot assigned not assigned not assigned ATP_bind_1 COG1100	not assigned.no ontology	35_1

CUST_98906_PI403524517	2	-0.01641655	-0.20204687	0.04897499	0.01641655	0.060468197	-0.22630215	35_28233	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_17819_PI403524517	2	-0.36564445	0.7690382	-0.094124794	0.32811165	0.094124794	-0.13066387	35_5143	"Cluster: Putative seed maturation protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative seed maturation protein - Oryza sativa (japonica cultivar-g"	UniRef90_Q6Z0I0	CHR1V7|COORD:22496859..22500684| proline-rich family protein	AT1G61080.1	CHR08V5|COORD:14317323..14318137|protein seed maturation protein, putative, expressed	LOC_Os08g23870.1	no descriptionnot assigned not assigned not assigned LEA_1 DM6	not assigned.unknown	35_2

CUST_156034_PI403524517	2	0.10804939	0.15871572	0.03839445	-0.057106018	-0.03839445	-0.27289963	35_43576	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_28672_PI403524517	2	-0.10636711	0.18812847	0.066880226	-0.094257355	0.016543388	-0.016543388	35_8282	"Cluster: Hypothetical protein P0504A05.1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0504A05.1 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6ETP4	"CHR4V7|COORD:14601824..14602880| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G19350.1); similar to unknown [Gymnadenia conopsea]"	AT4G29850.1	CHR02V5|COORD:4185808..4184164|protein expressed protein	LOC_Os02g07980.1	" no descriptionweakly similar to ( 120)AT4G29850| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G19350.1); similar to unknown [Gymnadenia conopsea] (GB:ABD66514.1); contains InterPro domain Protein of unknown function DUF872, eukaryotic; (InterPro:IPR008590) | chr4:14601824-14602880 REVERSEnot assigned DUF872 TT_ORF1 "	not assigned.unknown	35_2

CUST_101958_PI403524517	2	0.03298855	-0.01564169	0.57605267	-0.46804714	-0.5281215	0.01564169	35_29088	Rep: Gigantea-like protein - Hordeum vulgare (Barley)	UniRef90_Q56S02	CHR1V7|COORD:8062387..8067436| GI (GIGANTEA)	AT1G22770.1	CHR01V5|COORD:4335288..4326087|protein GIGANTEA protein, putative, expressed	LOC_Os01g08700.8	 no descriptionweakly similar to ( 182)AT1G22770| Symbols: FB, GI | GI (GIGANTEA) | chr1:8062387-8067436 FORWARDmoderately similar to ( 246)GIGAN_ORYSA	development.unspecified	33_99

CUST_104784_PI403524517	2	0.014734268	-0.02104044	-0.014734268	0.04987669	-0.29681635	0.134799	35_29856	Rep: Putative polyprotein - Zea mays (Maize)	UniRef90_Q8SA93		0	CHR06V5|COORD:4557431..4562454|protein retrotransposon protein, putative, unclassified	LOC_Os06g09060.1	no description	not assigned.unknown	35_2

CUST_59654_PI403524517	2	0.09796238	-0.17429733	-0.09855938	0.006966591	0.01774311	-0.006966591	35_17008	"Cluster: Ubiquitin fusion degradation protein; n=1; Triticum aestivum|Rep: Ubiquitin fusion degradation protein - Triticum aestivum (Wheat)"	UniRef90_Q6PQ02	CHR2V7|COORD:9115207..9117093| ubiquitin fusion degradation UFD1 family protein	AT2G21270.2	CHR02V5|COORD:4563047..4566683|protein ubiquitin fusion degradation protein 1, putative, expressed	LOC_Os02g08480.1	no descriptionmoderately similar to ( 413)AT2G21270| Symbols:  | ubiquitin fusion degradation UFD1 family protein | chr2:9114922-9117093 FORWARDnot assigned UFD1 UFD1	protein.degradation.ubiquitin	29_5_11

CUST_12870_PI404877155	2	-0.20473766	0.035500526	-0.36336613	0.06882954	0.1677227	-0.035500526	Contig6600_at	OSJNBb0038F03.9 [Oryza sativa (japonica cultivar-group)] ref|XP_473385.1| OSJNBb0038F03.9 [Oryza sativa (japonica cultivar-group)]	CAE04345.1	pentatricopeptide (PPR) repeat-containing protein	At1g02150.1	protein expressed protein	Os04g46010	NONE	RNA.regulation of transcription.putative DNA-binding protein	27_3_67

CUST_19752_PI403524517	2	0.18688822	0.05413103	-0.054131508	-0.11243725	0.07389259	-0.49079943	35_5723	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_5348_PI403524517	2	-1.7764978	-0.10748196	0.6931052	0.46673727	-0.2514553	0.10748196	35_1476	"Cluster: Putative early nodulin 8; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative early nodulin 8 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XHN5	CHR3V7|COORD:9675656..9677126| GDSL-motif lipase/hydrolase family protein	AT3G26430.1	CHR07V5|COORD:23814764..23812443|protein esterase precursor, putative, expressed	LOC_Os07g39740.1	no descriptionmoderately similar to ( 377)AT3G26430| Symbols:  | GDSL-motif lipase/hydrolase family protein | chr3:9675656-9677126 FORWARDmoderately similar to ( 348)EST_HEVBREsterase precursor - Hevea brasiliensis (Para rubber tree)SGNH_plant_lipase_like fatty_acyltransferase_like COG3240 Triacylglycerol_lipase_like Lipase_GDSL	misc.GDSL-motif lipase	26_28

CUST_112550_PI403524517	2	0.19232559	-0.015007496	-0.014334679	0.014334679	0.055669785	-0.42501593	35_31948	"Cluster: Hypothetical protein P0005A05.28; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0005A05.28 - Oryza sativa (japonica cultivar-g"	UniRef90_Q657Y4		0	CHR01V5|COORD:393453..388883|protein HT1 protein kinase, putative, expressed	LOC_Os01g01740.1	no description	not assigned.unknown	35_2

CUST_85994_PI403524517	2	1.2806158	-0.7018976	-0.85997677	0.96190023	-0.24876928	0.24876928	35_24628	"Cluster: Putative seed imbibition protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative seed imbibition protein - Oryza sativa (japonica cultivar-g"	UniRef90_Q5SNC5	"CHR5V7|COORD:6834209..6836637| DIN10 (DARK INDUCIBLE 10); hydrolase, hydrolyzing O-glycosyl compounds"	AT5G20250.3	CHR06V5|COORD:3677893..3674581|protein alkaline alpha galactosidase 2, putative, expressed	LOC_Os06g07600.1	" no descriptionvery weakly similar to (87.0)AT5G20250| Symbols: DIN10 | DIN10 (DARK INDUCIBLE 10); hydrolase, hydrolyzing O-glycosyl compounds | chr5:6834209-6836637 FORWARDRaffinose_syn "	minor CHO metabolism.raffinose family.raffinose synthases.putative	3_1_2_2

CUST_120230_PI403524517	2	-0.42862797	0.26990986	0.04862833	0.31029367	-0.11256027	-0.04862833	35_33995	0	0		0	CHR10V5|COORD:17677552..17680355|protein mitochondrial import inner membrane translocase subunit TIM16, putative, expressed	LOC_Os10g33910.1	no description	not assigned.unknown	35_2

CUST_5937_PI403524517	2	0.003332138	0.26976871	-0.03119278	-0.016421318	0.010279655	-0.0033330917	35_1639	Rep: Succinate dehydrogenase subunit 4 - Oryza sativa (Rice)	UniRef90_Q946Y2	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	CHR01V5|COORD:41415017..41412751|protein expressed protein	LOC_Os01g70980.1	no descriptionvery weakly similar to (50.8)YMF17_MARPOUncharacterized mitochondrial protein ymf17 - Marchantia polymorpha (Liverwort)	not assigned.unknown	35_2

CUST_45247_PI403524517	2	0.073215485	-0.17400932	0.13956547	0.8751507	-0.073215485	-0.096563816	35_12970	"Cluster: Sulfotransferase domain containing protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Sulfotransferase domain containing protein, exp"	UniRef90_Q2R3S7	CHR2V7|COORD:6425281..6426318| sulfotransferase family protein	AT2G14920.1	CHR11V5|COORD:17482242..17483997|protein sulfotransferase domain containing protein, expressed	LOC_Os11g30910.1	no descriptionvery weakly similar to (60.8)AT2G14920| Symbols:  | sulfotransferase family protein | chr2:6425281-6426318 FORWARDnot assigned Sulfotransfer_1	lipid metabolism.'exotics' (steroids, squalene etc)	11_8

CUST_93949_PI403524517	2	0.10595417	0.11444092	-0.19370937	0.022274971	-0.022274971	-0.09891987	35_26863	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_11401_PI404877155	2	-0.10311413	-0.41235924	-0.055267334	0.12567139	0.13291454	0.055267334	Contig5065_at	ENSANGP00000015687 [Anopheles gambiae] gb|EAA09445.1| ENSANGP00000015687 [Anopheles gambiae str. PEST]	XP_314037.1	nucleolar RNA-binding Nop10p family protein	At2g20490.1	0	0	NONE	RNA.RNA binding	27_4

CUST_165746_PI403524517	2	0.3578186	0.33788013	0.021578312	-0.021577835	-0.26188135	-0.31832218	35_46183	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_146679_PI403524517	2	-0.0678463	0.13444328	-0.11446333	0.11386776	-0.00982523	0.0098257065	35_41057	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_50377_PI403524517	2	0.056367874	-0.41055298	0.1279316	-0.056367874	0.34400606	-0.18580389	35_14373	"Cluster: Putative D-isomer specific 2-hydroxyacid dehydrogenase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative D-isomer specific 2-hydroxyacid dehyd"	UniRef90_Q5N7Y9	CHR1V7|COORD:30049687..30050744| oxidoreductase family protein	AT1G79870.1	CHR01V5|COORD:7100068..7096815|protein glyoxylate reductase, putative, expressed	LOC_Os01g12830.2	no descriptionmoderately similar to ( 234)AT1G79870| Symbols:  | oxidoreductase family protein | chr1:30049687-30050744 FORWARDvery weakly similar to (80.5)DHGY_CUCSAGlycerate dehydrogenase - Cucumis sativus (Cucumber)not assigned not assigned LdhA 2-Hacid_dh 2-Hacid_dh_C SerA PRK08410 PRK11790 PRK06487 PRK06932 PRK08605 PRK06436 PRK07574 PRK12480 PRK00257	amino acid metabolism.degradation.serine-glycine-cysteine group.glycine	13_2_5_2

CUST_142360_PI403524517	2	0.048449516	-0.048449516	-0.20575619	0.19174051	-0.3870201	0.519886	35_39902	0	0		0	CHR07V5|COORD:24797855..24793442|protein retrotransposon protein, putative, unclassified	LOC_Os07g41380.1	no description	not assigned.unknown	35_2

CUST_556_PI403524517	2	-0.36760902	0.48083973	-0.17269039	0.17268991	-0.30514383	0.7452874	35_146	"Cluster: Metallothioneine type2; n=1; Hordeum vulgare subsp. vulgare|Rep: Metallothioneine type2 - Hordeum vulgare var. distichum (Two-rowed barley)"	UniRef90_Q8GTD0	CHR3V7|COORD:2889743..2890194| MT2A (METALLOTHIONEIN 2A)	AT3G09390.1	CHR05V5|COORD:583802..584913|protein metallothionein-like protein type 2, putative, expressed	LOC_Os05g02070.3	no descriptionnot assigned Metallothio_2	metal handling.binding, chelation and storage	15_2

CUST_83933_PI403524517	2	0.05082035	0.02031517	0.086930275	-0.028319359	-0.025039673	-0.020314217	35_24058	Rep: Adhesin FhaB - Bordetella avium	UniRef90_Q8GD27	CHR1V7|COORD:11399903..11405702| actin binding	AT1G31810.1	CHR04V5|COORD:24705559..24701241|protein peroxidase 18 precursor, putative, expressed	LOC_Os04g42100.1	no descriptionvery weakly similar to (53.9)AT1G31810| Symbols:  | actin binding | chr1:11399903-11405702 REVERSEnot assigned not assigned not assigned not assigned PRK12323	not assigned.no ontology.formin homology 2 domain-containing protein	35_1_20

CUST_171114_PI403524517	2	0.3093605	0.057469845	0.23703241	-0.16551638	-0.36841965	-0.057469845	35_47663	"Cluster: Putative kinase-like protein splice variant 1; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative kinase-like protein splice variant 1 - Oryza s"	UniRef90_Q5QLZ5	CHR2V7|COORD:16997161..17003150| HEAT repeat-containing protein	AT2G40730.1	CHR01V5|COORD:35286189..35275955|protein ATP binding protein, putative, expressed	LOC_Os01g60440.1	no descriptionweakly similar to ( 160)AT2G40730| Symbols:  | HEAT repeat-containing protein | chr2:16997161-17003150 REVERSEnot assigned	protein.postranslational modification	29_4

CUST_5935_PI403524517	2	-0.19607544	0.42202377	0.08971119	-0.09726524	-0.04673195	0.046730995	35_1638	"Cluster: At2g43970/F6E13.10; n=3; Oryza sativa (japonica cultivar-group)|Rep: At2g43970/F6E13.10 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53M44	CHR2V7|COORD:18212611..18215107| La domain-containing protein	AT2G43970.2	CHR11V5|COORD:8022134..8013817|protein RNA binding protein, putative, expressed	LOC_Os11g14300.1	no descriptionvery weakly similar to (57.8)AT2G43970| Symbols:  | La domain-containing protein | chr2:18212611-18215107 REVERSEnot assigned	not assigned.no ontology	35_1

CUST_79043_PI403524517	2	0.2786069	0.25694275	-0.010855675	-0.07345915	-0.24094105	0.010855675	35_22672	"Cluster: Putative prepro-glutelin; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative prepro-glutelin - Oryza sativa (japonica cultivar-group)"	UniRef90_Q94CS6	CHR2V7|COORD:12310195..12311824| cupin family protein	AT2G28680.1	CHR01V5|COORD:43464571..43463072|protein legumin-like protein, putative, expressed	LOC_Os01g74480.1	no descriptionmoderately similar to ( 247)AT2G28680| Symbols:  | cupin family protein | chr2:12310195-12311824 REVERSEvery weakly similar to (70.9)GLUA2_ORYSACupin_1	development.storage proteins	33_1

CUST_6845_PI403524517	2	0.10290146	-0.8722658	-0.11426926	0.035450935	0.06435871	-0.035450935	35_1900	"Cluster: Ribosomal protein l34; n=4; Magnoliophyta|Rep: Ribosomal protein l34 - Triticum aestivum (Wheat)"	UniRef90_Q5I7K8	CHR1V7|COORD:9315627..9316668| 60S ribosomal protein L34 (RPL34A)	AT1G26880.1	CHR09V5|COORD:14692120..14690167|protein 60S ribosomal protein L34, putative, expressed	LOC_Os09g24690.1	"no descriptionweakly similar to ( 175)AT1G69620| Symbols: RPL34 | RPL34 (RIBOSOMAL PROTEIN L34); structural constituent of ribosome | chr1:26193563-26194744 FORWARDweakly similar to ( 181)RL34_TOBAC60S ribosomal protein L34 - Nicotiana tabacum (Common tobacco)not assigned Ribosomal_L34e RPL34A rpl34e"	protein.synthesis.misc ribososomal protein	29_2_2

CUST_16409_PI403524517	2	0.29642773	0.5453596	-0.31371927	-0.050072193	0.050072193	-0.23543167	35_4738	Rep: Protein At5g20380 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q3E9A0	CHR5V7|COORD:6887938..6892360| transporter-related	AT5G20380.1	CHR09V5|COORD:22111218..22106871|protein sialin, putative, expressed	LOC_Os09g38410.1	no descriptionhighly similar to ( 654)AT5G20380| Symbols:  | transporter-related | chr5:6887938-6892360 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned MFS_1 AraJ ProP UhpC NarK PRK11551 FucP CynX Sugar_tr PRK03545 PRK03699 PRK03893 PTR2 PRK11102 PRK05122 emrD PRK12307	transport.phosphate	34_7

CUST_138573_PI403524517	2	0.31639004	0.20009804	0.014761448	-0.058433533	-0.014761448	-0.098386765	35_38869	"Cluster: Putative adaptor-related protein complex AP-3, beta 2 subunit; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative adaptor-related protein"	UniRef90_Q5JM89	CHR3V7|COORD:20577350..20581607| adaptin family protein	AT3G55480.1	CHR01V5|COORD:43297188..43303751|protein AP3-complex beta-3A adaptin subunit, putative, expressed	LOC_Os01g74180.2	no descriptionmoderately similar to ( 206)AT3G55480| Symbols:  | adaptin family protein | chr3:20577350-20581607 REVERSEnot assigned not assigned Adaptin_N COG5096	cell. vesicle transport	31_4

CUST_135806_PI403524517	2	0.17357063	-0.49074936	-0.106817245	-0.018772125	0.109062195	0.018772125	35_38088	"Cluster: DEAD box protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: DEAD box protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8L4E9	CHR1V7|COORD:5568476..5570481| DEAD/DEAH box helicase, putative	AT1G16280.1	CHR07V5|COORD:26294460..26290454|protein ATP-dependent RNA helicase DDX49, putative, expressed	LOC_Os07g43980.1	 no descriptionweakly similar to ( 172)AT1G16280| Symbols:  | DEAD/DEAH box helicase, putative | chr1:5568476-5570481 REVERSEvery weakly similar to (80.5)IF4A3_NICPLEukaryotic initiation factor 4A-3 - Nicotiana plumbaginifolia (Leadwort-leaved tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned SrmB PRK11192 PRK11776 HELICc PRK04837 PRK10590 PRK11634 Helicase_C HELICc PRK01297 PRK04537 MPH1 RecQ Lhr 	protein.synthesis.initiation	29_2_3

CUST_79453_PI403524517	2	0.17350006	0.20187855	0.03681755	-0.096141815	-0.03764057	-0.036816597	35_22791	"Cluster: Putative aspartyl-tRNA synthetase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative aspartyl-tRNA synthetase - Oryza sativa (japonica cultivar"	UniRef90_Q5ZD71	CHR4V7|COORD:16189287..16193262| tRNA synthetase class II (D, K and N) family protein	AT4G33760.1	CHR01V5|COORD:2874449..2879488|protein aspartyl-tRNA synthetase, putative, expressed	LOC_Os01g06020.1	 no descriptionmoderately similar to ( 317)AT4G33760| Symbols:  | tRNA synthetase class II (D, K and N) family protein | chr4:16189287-16193262 REVERSEnot assigned not assigned not assigned aspS AspS AspRS_core PRK12820 tRNA-synt_2 Asp_Lys_Asn_RS_core AsxRS_core AsnS aspC asnC lysS LysU LysRS_core lysS PRK09350 	protein.aa activation	29_1

CUST_32339_PI403524517	2	0.33352613	0.19731998	0.3748021	-0.36309147	-0.69882727	-0.19731998	35_9326	Rep: H0525E10.10 protein - Oryza sativa (Rice)	UniRef90_Q01JZ8	CHR1V7|COORD:16480959..16485029| ubiquitin interaction motif-containing protein	AT1G43690.1	CHR04V5|COORD:20671082..20664767|protein expressed protein	LOC_Os04g34440.1	no descriptionmoderately similar to ( 301)AT1G43690| Symbols:  | ubiquitin interaction motif-containing protein | chr1:16480959-16485029 FORWARDnot assigned	protein.degradation.ubiquitin	29_5_11

CUST_10426_PI403524517	2	0.16819668	0.29815865	-0.049978256	-0.03019905	-0.16097546	0.030198097	35_2941	"Cluster: Putative Peptidyl-prolyl cis-trans isomerase, chloroplast; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Peptidyl-prolyl cis-trans isomeras"	UniRef90_Q6YW78	CHR3V7|COORD:188576..190681| peptidyl-prolyl cis-trans isomerase, putative / cyclophilin, putative / rotamase, putative	AT3G01480.1	CHR08V5|COORD:17887239..17891156|protein peptidyl-prolyl cis-trans isomerase, chloroplast precursor, putative, expressed	LOC_Os08g29370.1	 no descriptionhighly similar to ( 615)AT3G01480| Symbols:  | peptidyl-prolyl cis-trans isomerase, putative / cyclophilin, putative / rotamase, putative | chr3:188576-190681 FORWARDhighly similar to ( 619)TLP40_SPIOLPeptidyl-prolyl cis-trans isomerase, chloroplast precursor - Spinacia oleracea (Spinach)not assigned cyclophilin_TLP40_like PpiB cyclophilin cyclophilin_EcCYP_like cyclophilin_CeCYP16-like cyclophilin_SpCYP2_like cyclophilin_RRM Pro_isomerase 	protein.folding	29_6

CUST_14234_PI404877155	2	0.007936478	-0.19373131	0.08661461	0.13164139	-0.007935524	-0.08213043	Contig807_s_at	putative chaperonin 60 beta precursor [Oryza sativa (japonica cultivar-group)] dbj|BAA92724.1| putative chaperonin 60 beta precursor [Oryza	NP_910308.1	RuBisCO subunit binding-protein beta subunit, chloroplast / 60 kDa chaperonin beta subunit / CPN-60 beta	At1g55490.1	protein TCP-1/cpn60 chaperonin family	Os06g02380	gi|7248401|dbj|BAA92724.1| ESTs C99033(E4350),C99032(E4350),D46006(S10372), D47177(S12347),C28582(C61678),C27203(C51329) correspond to a region of the predicted gene	PS.calvin cyle.rubisco interacting	1_03_13

CUST_59593_PI403524517	2	0.26138115	-0.17060661	-0.13033009	0.25672817	0.04884243	-0.04884243	35_16993	Rep: Cycloartenol synthase - Avena ventricosa	UniRef90_Q6IWA3	CHR2V7|COORD:2924626..2930292| CAS1 (CYCLOARTENOL SYNTHASE 1)	AT2G07050.1	CHR02V5|COORD:2137102..2128229|protein cycloartenol synthase, putative, expressed	LOC_Os02g04710.2	no descriptionmoderately similar to ( 262)AT2G07050| Symbols: CAS1 | CAS1 (CYCLOARTENOL SYNTHASE 1) | chr2:2924626-2930292 FORWARDnot assigned SQCY_1 SQCY SqhC ISOPREN_C2_like	secondary metabolism.isoprenoids.terpenoids	16_1_5

CUST_97764_PI403524517	2	-0.07644653	0.09902668	-0.26374006	0.3834138	-0.04120493	0.04120493	35_27913	Rep: LigA - Anaeromyxobacter dehalogenans (strain 2CP-C)	UniRef90_Q2IMJ3	CHR1V7|COORD:28532166..28534149| nucleic acid binding	AT1G76010.1	0	0	no description	not assigned.unknown	35_2

CUST_55896_PI403524517	2	-0.09521103	0.474164	0.28862858	0.08033562	-0.08033657	-0.11861229	35_15909	"Cluster: Putative phospholipid hydroperoxide glutathione peroxidase; n=2; Oryza sativa|Rep: Putative phospholipid hydroperoxide glutathione peroxidase - Oryza s"	UniRef90_Q9FEV2	"CHR2V7|COORD:19695179..19696169| ATGPX4 (GLUTATHIONE PEROXIDASE 4); glutathione peroxidase"	AT2G48150.1	CHR03V5|COORD:13857886..13861358|protein glutathione peroxidase 4, putative, expressed	LOC_Os03g24380.1	"no descriptionmoderately similar to ( 267)AT2G48150| Symbols: ATGPX4 | ATGPX4 (GLUTATHIONE PEROXIDASE 4); glutathione peroxidase | chr2:19695179-19696169 REVERSEmoderately similar to ( 233)GPX4_SPIOLProbable phospholipid hydroperoxide glutathione peroxidase - Spinacia oleracea (Spinach)not assigned GSH_Peroxidase BtuE GSHPx PRK10606 TlpA_like_family"	redox.ascorbate and glutathione.glutathione	21_2_2

CUST_2323_PI404877155	2	0.14894867	0.23858452	0.010904312	-0.02061081	-0.16251945	-0.010904312	Contig12703_at	transcriptional regulator Sir2 family protein [Arabidopsis thaliana]	NP_568207.1	transcriptional regulator Sir2 family protein	At5g09230.4	protein SIR2-family protein, putative	Os12g07950	"transcriptional regulator Sir2 family protein, contains Pfam domain PF02146: transcriptional regulator, Sir2 family; or  transcriptional regulator Sir2 family protein, contains Pfam domain PF02146: transcriptional regulator, Sir2 family; or  transcription"	RNA.regulation of transcription.HDA	27_3_55

CUST_13426_PI403524517	2	0.20549965	-0.872633	-0.12240791	0.08815384	0.29972363	-0.08815384	35_3850	"Cluster: Protein arginine N-methyltransferase protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Protein arginine N-methyltransferase protein-like -"	UniRef90_Q9SNQ2	CHR1V7|COORD:1373484..1375597| protein arginine N-methyltransferase family protein	AT1G04870.2	CHR06V5|COORD:2246874..2249861|protein methyltransferase, putative, expressed	LOC_Os06g05090.1	no descriptionmoderately similar to ( 313)AT1G04870| Symbols:  | protein arginine N-methyltransferase family protein | chr1:1373484-1375597 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned prmA PrmA PrmA Atrophin-1 TT_ORF1 Herpes_BLLF1 PRK12323 UbiG PRK07003 Cfa PRK07764 COG4076 DUF1421 COG2520 HPC2	misc.O- methyl transferases	26_6

CUST_16024_PI404877155	2	-0.010781288	-0.42276478	0.059952736	-0.4152689	0.010781288	0.10199547	Contig9890_at	Ki1 protein [Beta vulgaris]	AAO92349.1	1-phosphatidylinositol phosphodiesterase-related	At4g34920.1	protein expressed protein	Os09g36520	1-phosphatidylinositol phosphodiesterase-related, contains weak similarity to 1-phosphatidylinositol phosphodiesterase precursor (EC 3.1.4.10) (Phosphatidylinositol-specific phospholipase C) (PI-PLC). (Swiss-Prot:P34024) (Listeria monocytogenes)	lipid metabolism.lipid degradation.lysophospholipases	11_9_3

CUST_52922_PI403524517	2	-0.36538506	0.6279793	0.45193386	0.09498024	-0.09498024	-0.119215965	35_15070	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_70700_PI403524517	2	0.24008179	-0.10492134	0.005666733	0.094037056	-0.005666733	-0.01449585	35_20257	Rep: Os09g0240500 protein - Oryza sativa (japonica cultivar-group)	UniRef90_Q0J3A7	"CHR5V7|COORD:4355415..4359493| SULTR4;1 (Sulfate transporter 4.1); sulfate transporter"	AT5G13550.1	CHR09V5|COORD:3072884..3091870|protein sulfate transporter 4.1, chloroplast precursor, putative, expressed	LOC_Os09g06499.1	"no descriptionmoderately similar to ( 238)AT5G13550| Symbols: SULTR4;1 | SULTR4;1 (Sulfate transporter 4.1); sulfate transporter | chr5:4355415-4359493 REVERSEnot assigned STAS SUL1"	transport.sulphate	34_6

CUST_72123_PI403524517	2	0.06434727	0.15321064	-0.06434727	-0.07172012	-0.26285458	0.17894077	35_20674	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_290_PI399408534	2	0.20843315	-0.0089559555	0.008956909	-0.10028839	-0.058689117	0.35814476	35_21502	Rep: Homeobox protein KNOX3 - Hordeum vulgare (Barley)	UniRef90_Q43484	"CHR4V7|COORD:5147966..5150607| KNAT1 (BREVIPEDICELLUS 1); transcription factor"	AT4G08150.1	CHR03V5|COORD:29557422..29546838|protein homeobox protein OSH1, putative, expressed	LOC_Os03g51690.2	" no descriptionmoderately similar to ( 283)AT4G08150| Symbols: BP, BP1, KNAT1 | KNAT1 (BREVIPEDICELLUS 1); transcription factor | chr4:5147966-5150607 REVERSEhighly similar to ( 610)KNOX3_HORVUHomeobox protein KNOX3 - Hordeum vulgare (Barley)not assigned not assigned not assigned not assigned KNOX2 KNOX1 HOX homeodomain PRK12323 PRK07764 PRK07003 "	RNA.regulation of transcription.HB,Homeobox transcription factor family	27_3_22

CUST_308_PI399407379	2	-0.11591244	0.019666672	-0.017749786	0.025338173	-0.11254883	0.017749786	HvCVDPK12									

CUST_167955_PI403524517	2	0.07159519	-0.23232174	0.0883317	0.014447212	-0.014446735	-0.16423082	35_46777	"Cluster: Hypothetical protein OSJNBb0098I11.7; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0098I11.7 - Oryza sativa (japonica cu"	UniRef90_Q5KQD7	"CHR5V7|COORD:7919834..7926502| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G08440.1); similar to Os05g0100900 [Oryza sativa (japonica"	AT5G23490.1	CHR05V5|COORD:61525..53232|protein expressed protein	LOC_Os05g01060.1	"no descriptionvery weakly similar to (53.9)AT5G23490| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G08440.1); similar to Os05g0100900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001054377.1); similar to Os01g0108000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001041786.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABF98471.1) | chr5:7919834-7926502 FORWARD"	not assigned.unknown	35_2

CUST_28228_PI403524517	2	-0.09867859	0.26788282	0.098679066	0.31445837	-0.7082195	-0.2349062	35_8162	"Cluster: Polygalacturonase inhibiting protein-like; n=1; Hordeum vulgare|Rep: Polygalacturonase inhibiting protein-like - Hordeum vulgare (Barley)"	UniRef90_A0MMC8	"CHR5V7|COORD:2132374..2133435| PGIP1 (POLYGALACTURONASE INHIBITING PROTEIN 1); protein binding"	AT5G06860.1	CHR05V5|COORD:234821..236474|protein polygalacturonase inhibitor precursor, putative, expressed	LOC_Os05g01444.1	"no descriptionmoderately similar to ( 205)AT5G06860| Symbols: PGIP1 | PGIP1 (POLYGALACTURONASE INHIBITING PROTEIN 1); protein binding | chr5:2132374-2133435 FORWARDweakly similar to ( 175)PGIP3_PHAVUPolygalacturonase inhibitor 3 precursor - Phaseolus vulgaris (Kidney bean) (French bean)not assigned not assigned not assigned COG4886"	stress.biotic	20_1

CUST_39740_PI403524517	2	0.020422935	0.48034	-0.020422935	-0.13458347	-0.14189148	0.03643322	35_11429	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_74485_PI403524517	2	0.37568188	-0.78100777	0.14115906	-0.046804428	-0.10054493	0.046804428	35_21359	"Cluster: Os04g0680400 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os04g0680400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J8Y7	"CHR4V7|COORD:2522299..2525257| ATALN (ARABIDOPSIS ALLANTOINASE); allantoinase/ hydrolase"	AT4G04955.1	CHR04V5|COORD:34518919..34523655|protein allantoinase, putative, expressed	LOC_Os04g58390.1	"no descriptionhighly similar to ( 555)AT4G04955| Symbols: ATALN | ATALN (ARABIDOPSIS ALLANTOINASE); allantoinase/ hydrolase | chr4:2522299-2525257 REVERSEnot assigned L-HYD_ALN PRK06189 PyrC PRK08044 DHOase_IIb Cyclic_amidohydrolases D-HYD pyrC DHOase_IIa PRK08323 PRK09060 PRK09236 PRK07575 PRK02382 PRK07369 PRK09059 PRK07627 PRK08417 pyrC PRK04250 PRK01211 CAD_DHOase D-aminoacylase"	nucleotide metabolism.degradation	23_2

CUST_79038_PI403524517	2	0.042696	-0.042696	0.30456066	-0.05534172	-0.11593628	0.09041977	35_22671	"Cluster: Putative signal tranduction protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative signal tranduction protein - Oryza sativa (japonica"	UniRef90_Q8LNU2	CHR1V7|COORD:5206212..5209843| hydroxyproline-rich glycoprotein family protein	AT1G15130.1	CHR10V5|COORD:18513597..18508123|protein ALG2-interacting protein X, putative, expressed	LOC_Os10g35250.1	no descriptionweakly similar to ( 112)AT1G15130| Symbols:  | hydroxyproline-rich glycoprotein family protein | chr1:5206212-5209843 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned BRO1 PRK12323 PRK07003 Tymo_45kd_70kd PRK12678 PRK07764 HPC2 DUF1421 Extensin_2 Atrophin-1 Herpes_BLLF1 DUF1509 Pneumo_att_G APC_basic PRK05648 PRK08853 Drf_FH1 IER Gag_spuma Herpes_TAF50 AF-4 TT_ORF1 BASP1 KAR9 PRK10856 Herpes_UL32 DUF566 GRASP55_65	not assigned.no ontology.hydroxyproline rich proteins	35_1_41

CUST_9149_PI403524517	2	0.0581398	0.34185886	0.14860153	-0.064279556	-0.058138847	-0.08560753	35_2565	"Cluster: RING finger-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: RING finger-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q941Y7	CHR5V7|COORD:3980486..3982094| zinc finger (C3HC4-type RING finger) family protein	AT5G12310.1	CHR01V5|COORD:42352521..42354835|protein zinc finger, C3HC4 type family protein, expressed	LOC_Os01g72480.1	no descriptionweakly similar to ( 184)AT5G12310| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr5:3980486-3982094 REVERSEnot assigned RING RING zf-C3HC4	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_58837_PI403524517	2	-0.02659893	-0.7747803	-0.113307	0.07365036	0.06254959	0.026599884	35_16788	"Cluster: Tryptophanyl-tRNA synthetase, putative, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Tryptophanyl-tRNA synthetase, putative, expressed -"	UniRef90_Q2QP62	CHR3V7|COORD:1243158..1245964| tRNA synthetase class I (W and Y) family protein	AT3G04600.1	CHR12V5|COORD:21596254..21591994|protein tryptophanyl-tRNA synthetase, putative, expressed	LOC_Os12g35570.1	no descriptionhighly similar to ( 602)AT3G04600| Symbols:  | tRNA synthetase class I (W and Y) family protein | chr3:1243158-1245964 FORWARDnot assigned not assigned PRK12285 TrpRS_core TrpS Tyr_Trp_RS_core PRK08560 tRNA-synt_1b TyrS PRK12282 TyrRS_core PRK00927 class_I_aaRS_core	protein.aa activation	29_1

CUST_53379_PI403524517	2	0.15921354	-0.5034709	-0.039771557	0.13070679	0.039771557	-0.69510555	35_15187	"Cluster: Sedoheptulose-1,7-bisphosphatase, chloroplast precursor (EC 3.1.3.37) (Sedoheptulose-bisphosphatase) (SBPase) (SED(1,7)P2ase); n=4; BEP clade|Rep:"	UniRef90_P46285	"CHR3V7|COORD:20720619..20722400| SBPASE (sedoheptulose-bisphosphatase); phosphoric ester hydrolase"	AT3G55800.1	CHR04V5|COORD:9057731..9054982|protein sedoheptulose-1,7-bisphosphatase, chloroplast precursor, putative, expressed	LOC_Os04g16680.1	" no descriptionhighly similar to ( 575)AT3G55800| Symbols: SBPASE | SBPASE (sedoheptulose-bisphosphatase); phosphoric ester hydrolase | chr3:20720619-20722400 FORWARDhighly similar to ( 739)S17P_WHEATSedoheptulose-1,7-bisphosphatase, chloroplast precursor - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned FBPase FBPase PRK09293 Fbp PRK12323 PRK07003 Tymo_45kd_70kd PRK07764 Herpes_BLLF1 "	PS.calvin cyle.seduheptulose bisphosphatase	1_3_9

CUST_89185_PI403524517	2	0.22201633	-0.016448021	-0.07677746	0.016448975	0.029229164	-0.03145218	35_25514	"Cluster: Hypothetical protein P0046B10.33; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0046B10.33 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5ZBI1	0	0	CHR01V5|COORD:24626992..24628080|protein expressed protein	LOC_Os01g42720.2	no description	not assigned.unknown	35_2

CUST_5476_PI403524517	2	0.02754879	0.2654419	-0.039147377	-0.06251049	0.029211044	-0.02754879	35_1509	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_50867_PI403524517	2	-0.017141342	-0.2395668	-0.010343552	0.14039993	0.13446808	0.010341644	35_14510	Rep: Ascorbate peroxidase - Hordeum vulgare (Barley)	UniRef90_Q945R5	CHR1|COORD:2437817..2439652| L-ascorbate peroxidase 1, cytosolic (APX1), identical to SP:Q05431 L-ascorbate peroxidase, cytosolic (EC 1.11.1.11) (AP) {Arabidops	AT1G07890.2	CHR07V5|COORD:29584804..29582024|protein OsAPx2 - Cytosolic Ascorbate Peroxidase encoding gene, expressed	LOC_Os07g49400.2	 no descriptionmoderately similar to ( 369)AT1G07890| Symbols: MEE6, CS1, APX1 | APX1 (ASCORBATE PEROXIDASE 1, MATERNAL EFFECT EMBRYO ARREST 6) | chr1:2438002-2439432 FORWARDmoderately similar to ( 405)APX2_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned ascorbate_peroxidase plant_peroxidase peroxidase KatG catalase_peroxidase secretory_peroxidase ligninase PRK07003 PRK12323 PRK07764 Atrophin-1 Herpes_BLLF1 DUF1421 	redox.ascorbate and glutathione.ascorbate	21_2_1

CUST_22754_PI403524517	2	-0.1948309	0.09770775	0.12238407	-0.0241251	0.024126053	-0.14382553	35_6607	"Cluster: Hypothetical protein P0681F10.44; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0681F10.44 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5WA72	"CHR3V7|COORD:5460961..5463672| ATPDIL1-6 (PDI-LIKE 1-6); thiol-disulfide exchange intermediate"	AT3G16110.1	CHR06V5|COORD:3198338..3202980|protein OsPDIL1-5 - Oryza sativa protein disulfide isomerase, expressed	LOC_Os06g06790.1	"no descriptionmoderately similar to ( 336)AT1G52260| Symbols: ATPDIL1-5 | ATPDIL1-5 (PDI-LIKE 1-5); thiol-disulfide exchange intermediate | chr1:19464363-19467015 FORWARDweakly similar to ( 111)PDI_RICCOProtein disulfide-isomerase precursor - Ricinus communis (Castor bean)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PDI_a_family PRK12323 PDI_a_TMX3 PRK07764 PRK12678 PDI_a_PDIR PDI_b_family Thioredoxin PDI_b'_family PRK07003 PDI_a_P5 TRX_family PRK05648 PDI_a_ERp38 DUF1509 Drf_FH1 Extensin_2 PRK09169 COG3118 Tymo_45kd_70kd PRK10819 FAP HpaP DUF1421"	redox.thioredoxin	21_1

CUST_7999_PI404877155	2	-0.01640129	-0.23518562	0.022626877	0.06816387	-0.17605495	0.016400337	Contig23531_at	putative cytoskeletal protein-like protein [Oryza sativa (japonica cultivar-group)]	BAC79732.1	myb family transcription factor	At1g49560.1	protein myb-like DNA-binding domain, SHAQKYF class, putative	Os12g39640	NONE	RNA.regulation of transcription.G2-like transcription factor family, GARP	27_3_20

CUST_53886_PI403524517	2	-0.04019928	-0.20503807	0.002368927	-0.002368927	0.032951355	0.032951355	35_15332	"Cluster: Probable histone H2A.2; n=4; Oryza sativa|Rep: Probable histone H2A.2 - Oryza sativa (Rice)"	UniRef90_Q6ZL42	"CHR5V7|COORD:22213766..22214505| RAT5 (RESISTANT TO AGROBACTERIUM TRANSFORMATION 5); DNA binding"	AT5G54640.1	CHR07V5|COORD:21590798..21592570|protein histone H2A.3, putative, expressed	LOC_Os07g36140.1	" no descriptionweakly similar to ( 142)AT5G54640| Symbols: HTA1, RAT5 | RAT5 (RESISTANT TO AGROBACTERIUM TRANSFORMATION 5); DNA binding | chr5:22213766-22214505 FORWARDweakly similar to ( 147)H2A7_WHEATProtein H2A.7 - Triticum aestivum (Wheat)not assigned not assigned H2A H2A HTA1 Histone "	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_25275_PI399408534	2	0.02702713	-0.22781944	-0.26062393	-0.025346756	0.025346756	0.19619274	35_6106	Rep: Dof1 - Triticum aestivum (Wheat)	UniRef90_Q58FK8	"CHR5V7|COORD:24497804..24498727| OBP4 (OBF BINDING PROTEIN 4); DNA binding / transcription factor"	AT5G60850.1	CHR02V5|COORD:30202437..30201095|protein expressed protein	LOC_Os02g49440.1	no descriptionweakly similar to ( 120)AT2G37590| Symbols:  | Dof-type zinc finger domain-containing protein | chr2:15776370-15777575 FORWARDweakly similar to ( 107)PBF_MAIZEDof zinc finger protein PBF - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned zf-Dof PRK12678 APC_basic PRK12323 PRK07003 infB PRK07764 PRK12372 PRK09169 PRK05648 Tymo_45kd_70kd DUF1509 Atrophin-1	RNA.regulation of transcription.C2C2(Zn) DOF zinc finger family	27_3_8

CUST_154315_PI403524517	2	0.06522751	0.014971256	0.19206285	-0.18701172	-0.014971733	-0.084420204	35_43124	"Cluster: Hypothetical protein P0669G04.14; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0669G04.14 - Oryza sativa (japonica cultivar-g"	UniRef90_Q650T8	CHR1V7|COORD:3690406..3692826| hydroxyproline-rich glycoprotein family protein	AT1G11070.1	CHR09V5|COORD:20350420..20348458|protein alpha-L-fucosidase 1 precursor, putative, expressed	LOC_Os09g34920.1	no description	not assigned.unknown	35_2

CUST_304_PI403524517	2	1.2970963	-0.23261881	-0.5226011	-0.15049982	1.8922296	0.15049982	35_80	Rep: C-hordein - Hordeum vulgare (Barley)	UniRef90_Q41210	CHR3V7|COORD:6559180..6562050| leucine-rich repeat family protein / extensin family protein	AT3G19020.1	CHR01V5|COORD:10130635..10132584|protein tyrosine-protein phosphatase non-receptor type 23, putative, expressed	LOC_Os01g18080.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF1421 Atrophin-1 PRK10263 Glutenin_hmw Herpes_BLLF1 Amelogenin COG5048 GAL11 Cytadhesin_P30 PRK05648 PRK03427 Tymo_45kd_70kd ARG80 Extensin_2 Candida_ALS COG3889 TFIIA ZipA Herpes_TAF50 PRK10927 PRK08853 FtsN ETS_PEA3_N PRK10819 HPC2 PRK01741 Syndecan Metaviral_G DUF1720 PRK12323 Mucin Late_protein_L2 Glycoprotein_G TonB Amelin Pneumo_att_G Chorion_1 Gag_spuma SerH GRASP55_65 PRK10905 PRK07003 flgK KAR9 Cornifin PRK12757 Endomucin DUF1750 PRK07764 VAR1	not assigned.unknown	35_2

CUST_82403_PI403524517	2	0.13006401	-0.0806036	-0.12158489	-0.018585205	0.018585205	0.027881622	35_23632	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QN63	"CHR3V7|COORD:11150310..11152559| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G39430.1); similar to Os12g0577600 [Oryza sativa (japonica"	AT3G29180.1	CHR12V5|COORD:23846311..23851435|protein expressed protein	LOC_Os12g38850.2	"no descriptionmoderately similar to ( 410)AT3G29180| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G39430.1); similar to Os12g0577600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001067115.1); similar to Os03g0759000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001051338.1); similar to Protein of unknown function DUF1336 [Medicago truncatula] (GB:ABE78635.1); contains InterPro domain Protein of unknown function DUF1336; (InterPro:IPR009769) | chr3:11150310-11152559 FORWARDDUF1336"	not assigned.unknown	35_2

CUST_102671_PI403524517	2	0.14304924	0.31309414	0.008020401	-0.10262489	-0.44430637	-0.008020401	35_29285	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10PX0		0	CHR03V5|COORD:6206343..6211624|protein expressed protein	LOC_Os03g11890.1	no description	not assigned.unknown	35_2

CUST_38710_PI403524517	2	0.400671	0.018156528	-0.12681246	0.108469486	-0.65171814	-0.018156528	35_11140	"Cluster: Os12g0626300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os12g0626300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0ILS2	CHR1V7|COORD:2016503..2024504| binding	AT1G06590.1	CHR12V5|COORD:26745509..26737124|protein expressed protein	LOC_Os12g43120.1	no descriptionvery weakly similar to (87.8)AT1G06590| Symbols:  | binding | chr1:2016503-2024504 REVERSEPRK12323 PRK07764	not assigned.unknown	35_2

CUST_75082_PI403524517	2	0.1065197	-0.32266378	-0.02962923	0.2622676	0.017036438	-0.017036438	35_21523	"Cluster: Putative meiotic serine proteinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative meiotic serine proteinase - Oryza sativa (japonica cultiv"	UniRef90_Q94EF5	CHR3V7|COORD:8063070..8064482| leucine-rich repeat family protein / extensin family protein	AT3G22800.1	CHR01V5|COORD:32777717..32783424|protein peptidase/ subtilase, putative, expressed	LOC_Os01g56320.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_26211_PI399408534	2	0.17918396	-0.2239132	0.16750336	-0.10061264	-0.019386292	0.019385338	35_39150	"Cluster: Os12g0102600 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os12g0102600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IQS7	CHR3V7|COORD:2958709..2961045| HCF152 (HIGH CHLOROPHYLL FLUORESCENCE 152)	AT3G09650.1	CHR11V5|COORD:126373..128004|protein HCF152, putative	LOC_Os11g01210.1	 no descriptionvery weakly similar to (87.8)AT3G09650| Symbols: CRM3, HCF152 | HCF152 (HIGH CHLOROPHYLL FLUORESCENCE 152) | chr3:2958709-2961045 FORWARD	RNA.processing	27_1

CUST_87600_PI403524517	2	-0.012878418	0.012878895	-0.38815117	0.07567835	-0.5324211	1.4790401	35_25076	"Cluster: Peptidase C14, caspase catalytic subunit p20 precursor; n=1; Rhodopseudomonas palustris BisA53|Rep: Peptidase C14, caspase catalytic subunit p20 precur"	UniRef90_Q07PB7	CHR1V7|COORD:25812961..25813793| AGP19/ATAGP19 (ARABINOGALACTAN-PROTEIN 19)	AT1G68725.1	CHR08V5|COORD:395077..393302|protein vegetative cell wall protein gp1 precursor, putative, expressed	LOC_Os08g01690.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07764 DUF1421 PRK12323 Atrophin-1 Tymo_45kd_70kd IER	not assigned.unknown	35_2

CUST_55579_PI403524517	2	-0.10305214	-0.5308409	-0.75586796	0.29751873	0.11908722	0.10305214	35_15820	"Cluster: Heavy metal-associated domain containing protein, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Heavy metal-associated domain"	UniRef90_Q10LJ9	CHR2V7|COORD:16093990..16097125| VHS domain-containing protein / GAT domain-containing protein	AT2G38410.1	CHR03V5|COORD:12886584..12884726|protein heavy metal-associated domain containing protein, expressed	LOC_Os03g22490.4	no descriptionnot assigned not assigned not assigned not assigned not assigned PRK07003	not assigned.unknown	35_2

CUST_61145_PI403524517	2	0.15131664	-0.18713856	-0.2997265	0.0039863586	-0.0039863586	0.15955257	35_17444	"Cluster: Hydrolase-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hydrolase-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5N8H1	CHR4V7|COORD:6270487..6273095| hydrolase, alpha/beta fold family protein	AT4G10030.1	CHR01V5|COORD:38802466..38807639|protein catalytic/ hydrolase, putative, expressed	LOC_Os01g66240.1	 no descriptionmoderately similar to ( 264)AT4G10030| Symbols:  | hydrolase, alpha/beta fold family protein | chr4:6270487-6273095 REVERSEnot assigned 	not assigned.no ontology	35_1

CUST_713_PI404877155	2	-0.403553	-0.15999603	0.24381351	0.27041912	0.15999508	-0.23760414	Contig10681_at	putative phosphoglycerate dehydrogenase [Oryza sativa (japonica cultivar-group)] dbj|BAD09817.1| putative phosphoglycerate dehydrogenase [Or	BAD09434.1	D-3-phosphoglycerate dehydrogenase / 3-PGDH	At1g17745.1	protein D-3-phosphoglycerate dehydrogenase	Os08g34720	"3-PHOSPHOGLYCERATE DEHYDROGENASE;D-3-phosphoglycerate dehydrogenase / 3-PGDH, identical to SP:O04130 or  similar to D-3-phosphoglycerate dehydrogenase, putative / 3-PGDH, putative [Arabidopsis thaliana] (TAIR:At3g19480.1); similar to D-3-phosphoglycerate"	amino acid metabolism.synthesis.serine-glycine-cysteine group.serine	13_1_5_1

CUST_69712_PI403524517	2	-0.09410763	0.72768784	0.21740913	-0.12318039	-0.12995625	0.09410763	35_19945	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_9113_PI403524517	2	0.15130424	0.31624794	-0.06808567	-0.25115395	-0.040748596	0.040748596	35_2554	"Cluster: Receptor-like kinase Xa21-binding protein 3; n=2; Oryza sativa|Rep: Receptor-like kinase Xa21-binding protein 3 - Oryza sativa (Rice)"	UniRef90_Q8LLW2	CHR2V7|COORD:12385619..12387551| ankyrin repeat family protein	AT2G28840.1	CHR05V5|COORD:621362..617592|protein ankyrin repeat domain-containing protein 28, putative, expressed	LOC_Os05g02130.1	no descriptionmoderately similar to ( 466)AT2G28840| Symbols:  | ankyrin repeat family protein | chr2:12385619-12387551 FORWARDvery weakly similar to (51.6)AKT1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned ANK PRK12323 Arp APC_basic PRK12678 PRK07764	cell.organisation	31_1

CUST_30342_PI403524517	2	-0.25358915	-0.40083694	0.50528	0.13485336	0.37352133	-0.13485289	35_8759	"Cluster: Putative linalool synthase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative linalool synthase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ZH94	CHR1V7|COORD:22776120..22778352| terpene synthase/cyclase family protein	AT1G61680.1	CHR02V5|COORD:1145779..1151141|protein terpene synthase 2, putative, expressed	LOC_Os02g02930.1	no descriptionweakly similar to ( 128)AT1G61680| Symbols:  | terpene synthase/cyclase family protein | chr1:22776120-22778352 REVERSEweakly similar to ( 154)DCS1_GOSHI(+)-delta-cadinene synthase - Gossypium hirsutum (Upland cotton) (Gossypium mexicanum)Terpene_cyclase_plant_C1 Terpene_synth Terpene_synth_C Terpene_cyclase_C1	secondary metabolism.isoprenoids.terpenoids	16_1_5

CUST_31934_PI399408534	2	0.011787415	-0.011786461	0.12815475	-0.11506748	0.021810532	-0.15109348	35_17191	"Cluster: Phosphatidylinositol 3-and 4-kinase family-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Phosphatidylinositol 3-and 4-kinase family-like - Ory"	UniRef90_Q5VMR5	CHR2V7|COORD:1186196..1188148| phosphatidylinositol 3- and 4-kinase family protein	AT2G03890.1	CHR06V5|COORD:10016980..10012743|protein phosphatidylinositol 3- and 4-kinase family protein, expressed	LOC_Os06g17290.1	no descriptionhighly similar to ( 676)AT2G03890| Symbols:  | phosphatidylinositol 3- and 4-kinase family protein | chr2:1186196-1188148 FORWARDnot assigned PI3_PI4_kinase	protein.degradation.ubiquitin	29_5_11

CUST_107175_PI403524517	2	-0.820755	1.254652	0.27114868	-0.27114773	0.3867178	-0.74516773	35_30497	"Cluster: Putative Cys2/His2 zinc-finger protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Cys2/His2 zinc-finger protein - Oryza sativa (japonic"	UniRef90_Q84T96	"CHR3V7|COORD:16937289..16937795| ZAT7; nucleic acid binding / transcription factor/ zinc ion binding"	AT3G46090.1	CHR03V5|COORD:34363114..34364034|protein ZFP16-2, putative, expressed	LOC_Os03g60560.1	no description	not assigned.unknown	35_2

CUST_6743_PI399408534	2	0.004307747	0.25450897	0.10233593	-0.075948715	-0.004307747	-0.30668163	35_16317	"Cluster: ASF/SF2-like pre-mRNA splicing factor SRP32; n=3; Poaceae|Rep: ASF/SF2-like pre-mRNA splicing factor SRP32 - Zea mays (Maize)"	UniRef90_Q64HC3	"CHR1V7|COORD:2943530..2945820| ATSRP30.1 (ARABIDOPSIS THALIANA SERINE/ARGININE PROTEIN 30.1); RNA binding"	AT1G09140.2	CHR03V5|COORD:12793413..12798201|protein pre-mRNA-splicing factor SF2, putative, expressed	LOC_Os03g22380.2	" no descriptionweakly similar to ( 116)AT1G09140| Symbols: ATSRP30, ATSRP30.1, ATSRP30.2 | ATSRP30.1 (ARABIDOPSIS THALIANA SERINE/ARGININE PROTEIN 30.1); RNA binding | chr1:2943530-2945820 REVERSEnot assigned not assigned not assigned RRM RRM_1 COG0724 "	RNA.processing.splicing	27_1_1

CUST_27826_PI399408534	2	0.0029087067	0.072135925	-0.32007122	0.0064382553	-0.08215237	-0.0029087067	35_20098	"Cluster: Putative Exo70 exocyst complex subunit; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative Exo70 exocyst complex subunit - Oryza sativa (japonic"	UniRef90_Q5Z4V4	"CHR4V7|COORD:15284745..15286808| ATEXO70G1 (exocyst subunit EXO70 family protein G1); protein binding"	AT4G31540.1	CHR06V5|COORD:29230006..29232943|protein protein binding protein, putative, expressed	LOC_Os06g48330.1	"no descriptionhighly similar to ( 533)AT4G31540| Symbols: ATEXO70G1 | ATEXO70G1 (exocyst subunit EXO70 family protein G1); protein binding | chr4:15284745-15286808 REVERSEnot assigned Exo70"	RNA.regulation of transcription.unclassified	27_3_99

CUST_29301_PI399408534	2	0.016698837	0.2285223	0.024572372	-0.11171436	-0.016697884	-0.034347534	35_21768	"Cluster: DEAD-box protein 3, X-chromosomal, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: DEAD-box protein 3, X-chromosomal, putative, e"	UniRef90_Q2R1M8	CHR2V7|COORD:17712460..17715822| DEAD box RNA helicase, putative	AT2G42520.1	CHR11V5|COORD:22448108..22453365|protein ATP-dependent RNA helicase ded-1, putative, expressed	LOC_Os11g38670.1	 no descriptionhighly similar to ( 582)AT2G42520| Symbols:  | DEAD box RNA helicase, putative | chr2:17712460-17715822 FORWARDmoderately similar to ( 244)DB10_NICSYATP-dependent RNA helicase-like protein DB10 - Nicotiana sylvestris (Wood tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned SrmB DEADc PRK10590 PRK11776 PRK11192 PRK01297 PRK04537 PRK04837 PRK11634 DEAD DEXDc DEXDc Lhr RecQ HELICc COG1205 COG1204 COG1202 DEXHc HELICc SSL2 Helicase_C 	RNA.processing.RNA helicase	27_1_2

CUST_97404_PI403524517	2	0.26892138	-0.067958355	0.067958355	-0.34196234	-0.4569826	0.1930232	35_27818	Rep: Low affinity nitrate transporter - Zea mays (Maize)	UniRef90_Q0VH24	"CHR2V7|COORD:487541..489706| ATPTR2-B (NITRATE TRANSPORTER 1); transporter"	AT2G02040.1	CHR10V5|COORD:11363655..11359758|protein peptide transporter PTR2, putative, expressed	LOC_Os10g22560.3	" no descriptionweakly similar to ( 119)AT2G02040| Symbols: PTR2-B, NTR1, ATPTR2-B | ATPTR2-B (NITRATE TRANSPORTER 1); transporter | chr2:487541-489706 FORWARDnot assigned PTR2 PTR2 "	transport.peptides and oligopeptides	34_13

CUST_34455_PI403524517	2	-0.05782652	0.33653355	0.057826042	-0.34339476	-0.15936804	0.15252781	35_9936	"Cluster: ATP-dependent Zn proteases-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: ATP-dependent Zn proteases-like protein - Oryza sativa (japon"	UniRef90_Q5VP08	"CHR5V7|COORD:9618593..9620476| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G54680.1); similar to stress regulated protein [Lycopersicon"	AT5G27290.1	CHR01V5|COORD:16302190..16307490|protein stress regulated protein, putative, expressed	LOC_Os01g28540.2	"no descriptionweakly similar to ( 144)AT5G27290| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G54680.1); similar to stress regulated protein [Lycopersicon esculentum] (GB:AAW65813.1) | chr5:9618790-9620476 REVERSE"	not assigned.unknown	35_2

CUST_57964_PI403524517	2	2.5463104E-4	0.23426819	0.00688076	-0.09749317	-2.5463104E-4	-0.07510853	35_16524	"Cluster: Hypothetical protein P0682B08.1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0682B08.1 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q5JL41	CHR3V7|COORD:8063070..8064482| leucine-rich repeat family protein / extensin family protein	AT3G22800.1	CHR01V5|COORD:10973958..10976752|protein expressed protein	LOC_Os01g19400.1	"no descriptionvery weakly similar to (99.0)AT3G05810| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G26800.1); similar to Os01g0299400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001042813.1); similar to Unknown protein [Oryza sativa] (GB:AAL74273.1); contains InterPro domain Sterile alpha motif homology; (InterPro:IPR010993) | chr3:1731265-1732327 REVERSEIGR"	not assigned.unknown	35_2

CUST_15259_PI399408534	2	-0.21882534	0.31634188	0.04833889	0.044365406	-0.35535526	-0.044365406	35_19986	"Cluster: Putative HDA2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative HDA2 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5Z608	"CHR5V7|COORD:9099324..9101601| HDA2 (histone deacetylase 2); histone deacetylase"	AT5G26040.2	CHR06V5|COORD:22126371..22122245|protein histone deacetylase 11, putative, expressed	LOC_Os06g37420.1	"no descriptionmoderately similar to ( 377)AT5G26040| Symbols: HDA2 | HDA2 (histone deacetylase 2); histone deacetylase | chr5:9099324-9101601 REVERSEvery weakly similar to (82.0)HDAC_MAIZEnot assigned not assigned not assigned AcuC Hist_deacetyl"	RNA.regulation of transcription.HDA	27_3_55

CUST_37337_PI403524517	2	0.19965267	0.5836077	0.3332405	-0.19965315	-0.4835148	-0.21585989	35_10757	"Cluster: Hypothetical protein OSJNBa0082M15.27; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0082M15.27 - Oryza sativa (japonica"	UniRef90_Q94LU4	"CHR1V7|COORD:3972356..3972811| similar to At1g11760 [Medicago truncatula] (GB:ABE82612.1); contains domain FAMILY NOT NAMED (PTHR21528); contains domain SUBFAMI"	AT1G11760.1	CHR10V5|COORD:21130337..21130941|protein expressed protein	LOC_Os10g40070.1	"no descriptionweakly similar to ( 133)AT1G11760| Symbols:  | similar to At1g11760 [Medicago truncatula] (GB:ABE82612.1); contains domain FAMILY NOT NAMED (PTHR21528); contains domain SUBFAMILY NOT NAMED (PTHR21528:SF2) | chr1:3972356-3972811 REVERSE"	not assigned.no ontology	35_1

CUST_9359_PI403524517	2	0.048010826	0.3139906	0.23254728	-0.10610485	-0.048010826	-0.32748175	35_2631	"Cluster: Os03g0638800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os03g0638800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DQ42	CHR3V7|COORD:8037371..8039103| protein kinase, putative	AT3G22750.1	CHR03V5|COORD:24430210..24435129|protein ATP binding protein, putative, expressed	LOC_Os03g43760.1	 no descriptionweakly similar to ( 138)AT3G22750| Symbols:  | protein kinase, putative | chr3:8037371-8039103 REVERSEnot assigned not assigned 	protein.postranslational modification	29_4

CUST_73030_PI403524517	2	0.0054359436	0.08411217	-0.008453369	-0.0054368973	-0.024653435	0.14587688	35_20938	"Cluster: Putative GTPase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative GTPase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q656A4	CHR3V7|COORD:21174642..21176985| GTP binding	AT3G57180.1	CHR06V5|COORD:17549122..17552473|protein IMP dehydrogenase/GMP reductase, putative, expressed	LOC_Os06g30380.1	no descriptionvery weakly similar to (74.3)AT3G57180| Symbols:  | GTP binding | chr3:21174642-21176985 REVERSE	not assigned.unknown	35_2

CUST_27357_PI399408534	2	0.038350582	-0.08537722	-0.038350105	-0.5667019	0.040794373	0.08207655	35_40937	"Cluster: Os11g0670100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os11g0670100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IR74	"CHR3V7|COORD:5439615..5442808| CES101 (CALLUS EXPRESSION OF RBCS 101); carbohydrate binding / kinase"	AT3G16030.1	CHR11V5|COORD:26571190..26581959|protein retrotransposon protein, putative, unclassified	LOC_Os11g44750.1	"no descriptionvery weakly similar to (50.8)AT3G16030| Symbols: CES101 | CES101 (CALLUS EXPRESSION OF RBCS 101); carbohydrate binding / kinase | chr3:5439615-5442808 FORWARDnot assigned"	misc.myrosinases-lectin-jacalin	26_16

CUST_5880_PI399408534	2	-0.03898716	0.22799778	0.03898716	-0.08292198	0.20209408	-0.051859856	35_2441	"Cluster: Putative root hair defective 3; n=1; Triticum aestivum|Rep: Putative root hair defective 3 - Triticum aestivum (Wheat)"	UniRef90_Q6Q625	CHR3V7|COORD:4565769..4571116| RHD3 (ROOT HAIR DEFECTIVE 3)	AT3G13870.1	CHR01V5|COORD:22447164..22455574|protein protein SEY1, putative, expressed	LOC_Os01g39310.2	no descriptionmoderately similar to ( 323)AT3G13870| Symbols: RHD3 | RHD3 (ROOT HAIR DEFECTIVE 3) | chr3:4565769-4571116 REVERSEnot assigned RHD3	signalling.G-proteins	30_5

CUST_15513_PI403524517	2	-0.38142824	-0.2214508	0.22023106	0.19033241	0.110925674	-0.110925674	35_4480	"Cluster: OSJNBa0040D17.13 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0040D17.13 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XML5	CHR1V7|COORD:19921865..19927247| ATPase, coupled to transmembrane movement of substances	AT1G53390.1	CHR04V5|COORD:6461881..6455343|protein ABC transporter-like protein, putative, expressed	LOC_Os04g11820.1	 no descriptionhighly similar to ( 717)AT1G53390| Symbols:  | ATPase, coupled to transmembrane movement of substances | chr1:19921865-19927247 FORWARDweakly similar to ( 170)PDR15_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned ABCG_EPDR ABCG_White ABC_PDR_domain2 CcmA ABC_PDR_domain1 ZnuC ABC_tran ABC_cobalt_CbiO_domain1 FepC ABC_Metallic_Cations ABC_Org_Solvent_Resistant ABC_DR_subfamily_A ABC_Carb_Solutes_like ABC_TM1139_LivF_branched ABC_subfamily_A ABC_drug_resistance_like SalX Ttg2A MalK ABC_Iron-Siderophores_B12_Hemin ABC_Mj1267_LivG_branched COG4152 ABC_putative_ATPase LivF CydD PotA TauB ABC_MJ0796_Lo1CDE_FtsE SunT COG4559 ABCC_MRP_Like GlnQ ABC_PhnC_transporter NatA ABC_cobalt_CbiO_domain2 COG3638 COG1123 ABC_PstB_phosphate_transporter ABC_NrtD_SsuB_transporters ABC_ATPase MglA ABC_Class3 AbcC ABC_ModC_molybdenum_transporter ABC_HisP_GlnQ_permeases CysA ABC_NatA_sodium_exporter DppF ABCC_MsbA CbiO ABC_PotA_N PRK11174 CeuD ABC_MTABC3_MDL1_MDL2 ABCC_ATM1_transporter ABCC_bacteriocin_exporters ABC_NikE_OppD_transporters LivG MdlB ABCC_Glucan_exporter_like ABCC_Protease_Secretion COG4136 YhbG ABC_YhbG ABC_ModC_like OpuBA sufC ABC_DrrA ABC_FeS_Assembly ABC_CysA_sulfate_importer PstB Uup ABC_BcrA_bacitracin_resist ArpD PRK11264 ThiQ DppD glnQ ABC_MalK_N ABC_MetN_methionine_transporter ABC_FtsE_transporter fecE COG4674 ABC_ThiQ_thiamine_transporter COG3845 ModF CcmA PRK10851 ABC_CcmA_heme_exporter FtsE ABCC_Hemolysin btuD TauB ModC thiQ CydC ABCC_MRP_domain1 potA ATM1 PRK10253 HisP fbpC ugpC modC phnK znuC PRK10895 ABCC_TAP araG ycf16 PRK11000 metN livG ABC_OpuCA_Osmoprotection livF PhnK ABC_NatA_like tauB ABC_Carb_Monos_II PRK03695 COG4619 ABC_KpsT_Wzt ABCC_MRP_domain2 PRK11831 PRK09984 COG4181 COG4172 PRK09700 ArtP PhnK sufC COG4586 potG AppF TagH PRK10619 PRK11160 COG4178 ABCC_cytochrome_bd PRK11819 artP COG1245 PRK11176 PRK10535 PRK10744 ABC_Carb_Monos_I PRK10908 PRK10575 lolD PRK10938 PRK10762 SapF ABC_Pro_Gly_Bertaine ProV PRK10636 ssuB BtuD PRK10247 ABCF_EF-3 PRK10982 ABCC_NFT1 PhnL PRK10419 COG2401 PRK10789 ABC_RNaseL_inhibitor_domain2 dppF ABC2_membrane PRK10261 ABCC_CFTR2 	transport.ABC transporters and multidrug resistance systems	34_16

CUST_94366_PI403524517	2	-0.7000885	-0.07113552	0.23055077	0.07113457	-0.72712994	0.26000977	35_26976	Rep: Putative peptide transport protein - Oryza sativa (Rice)	UniRef90_Q9FWL0	"CHR5V7|COORD:18692289..18696298| ATPTR3/PTR3 (PEPTIDE TRANSPORTER PROTEIN 3); transporter"	AT5G46050.1	CHR10V5|COORD:17086212..17091567|protein peptide transporter PTR2, putative, expressed	LOC_Os10g33210.1	" no descriptionmoderately similar to ( 275)AT5G46050| Symbols: ATPTR3, PTR3 | ATPTR3/PTR3 (PEPTIDE TRANSPORTER PROTEIN 3); transporter | chr5:18692289-18696298 REVERSEnot assigned not assigned not assigned PTR2 "	transport.peptides and oligopeptides	34_13

CUST_39764_PI403524517	2	0.057408333	0.21992779	0.039423943	-0.14922142	-0.039423943	-0.0647459	35_11435	0	0	CHR1V7|COORD:20246785..20247294| proline-rich family protein	AT1G54215.1	0	0	no description	not assigned.unknown	35_2

CUST_93572_PI403524517	2	0.13330555	0.17315197	-0.47531414	0.36260605	-0.2795105	-0.13330555	35_26755	Rep: OSJNBa0009P12.10 protein - Oryza sativa (Rice)	UniRef90_Q5VSW6	"CHR1V7|COORD:5675918..5678679| SR45 (arginine/serine-rich 45); RNA binding"	AT1G16610.2	CHR04V5|COORD:29719823..29720863|protein expressed protein	LOC_Os04g50176.1	no description	not assigned.unknown	35_2

CUST_155301_PI403524517	2	-0.016744614	0.6786127	0.22444153	-0.15167427	-0.2475195	0.01674366	35_43381	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_1471_PI404877155	2	0.053258896	-0.90543365	-0.29100227	0.13546562	-0.053074837	0.05307579	Contig11628_at	Transcription factor HBP-1a (Histone-specific transcription factor HBP1) pir||A41349 histone-specific transcription factor HBP1 - wheat	P23922	bZIP transcription factor family protein	At1g32150.1	protein bZIP transcription factor, putative	Os02g03580	Transcription factor HBP-1a (Histone-specific transcription factor HBP1)	RNA.regulation of transcription.bZIP transcription factor family	27_3_35

CUST_53504_PI403524517	2	-0.012286186	0.19737244	0.078502655	-0.08718872	-0.021438599	0.01228714	35_15219	Rep: H0818E04.14 protein - Oryza sativa (Rice)	UniRef90_Q01JG9	"CHR1V7|COORD:17435122..17437245| ATRBP47C' (RNA-BINDING PROTEIN 47C'); RNA binding"	AT1G47500.1	CHR04V5|COORD:22195425..22200084|protein nucleic acid binding protein, putative, expressed	LOC_Os04g37690.1	" no descriptionmoderately similar to ( 357)AT1G49600| Symbols: ATRBP47A | ATRBP47A (ARABIDOPSIS THALIANA RNA-BINDING PROTEIN 47A); RNA binding | chr1:18360904-18363818 REVERSEvery weakly similar to (90.9)ROC1_NICSY29 kDa ribonucleoprotein A, chloroplast precursor - Nicotiana sylvestris (Wood tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG0724 RRM RRM_1 PRK07764 PcoB PRK12323 DUF1421 Atrophin-1 Extensin_2 "	RNA.RNA binding	27_4

CUST_39427_PI403524517	2	0.22882557	-0.011305809	-0.054201126	0.0060329437	-0.0060329437	0.06290722	35_11341	"Cluster: Putative glutamine cyclotransferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative glutamine cyclotransferase - Oryza sativa (japonica"	UniRef90_Q5VRH1	0	0	CHR06V5|COORD:246799..243855|protein glutamine cyclotransferase precursor, putative, expressed	LOC_Os06g01410.1	no description	not assigned.unknown	35_2

CUST_7558_PI403524517	2	-0.0058631897	-0.30039978	-0.028644562	0.0148944855	0.082995415	0.005862236	35_2103	"Cluster: Putative nuclear RNA binding protein A; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative nuclear RNA binding protein A - Oryza sativa (japonic"	UniRef90_Q6L561	CHR5V7|COORD:19186449..19188239| nuclear RNA-binding protein, putative	AT5G47210.1	CHR05V5|COORD:29272704..29275937|protein plasminogen activator inhibitor 1 RNA-binding protein, putative, expressed	LOC_Os05g51180.1	no descriptionweakly similar to ( 134)AT4G16830| Symbols:  | nuclear RNA-binding protein (RGGA) | chr4:9470671-9472327 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned HABP4_PAI-RBP1 TT_ORF1	RNA.RNA binding	27_4

CUST_7643_PI399408534	2	0.03145504	0.4186821	-0.07920456	-0.031454086	0.062874794	-0.24889088	35_43005	"Cluster: Polypyrimidine tract-binding protein, putative, expressed; n=4; Oryza sativa|Rep: Polypyrimidine tract-binding protein, putative, expressed - Oryza sat"	UniRef90_Q10KN7	"CHR3V7|COORD:51739..54351| PTB (POLYPYRIMIDINE TRACT-BINDING); RNA binding"	AT3G01150.1	CHR03V5|COORD:14857514..14862534|protein polypyrimidine tract-binding protein homolog 1, putative, expressed	LOC_Os03g25980.3	"no descriptionmoderately similar to ( 212)AT3G01150| Symbols: PTB | PTB (POLYPYRIMIDINE TRACT-BINDING); RNA binding | chr3:51739-54351 FORWARDnot assigned not assigned"	RNA.processing	27_1

CUST_131_PI403524517	2	-2.019507	0.47828865	0.40899754	0.59175396	-0.408998	-0.47836685	35_33	"Cluster: Bowman-Birk type trypsin inhibitor; n=1; Hordeum vulgare|Rep: Bowman-Birk type trypsin inhibitor - Hordeum vulgare (Barley)"	UniRef90_P12940	"CHR2V7|COORD:16735456..16738238| similar to proline-rich family protein [Arabidopsis thaliana] (TAIR:AT3G09000.1); similar to Os01g0141900 [Oryza"	AT2G40070.1	CHR01V5|COORD:1361105..1360318|protein Bowman-Birk type bran trypsin inhibitor precursor, putative, expressed	LOC_Os01g03380.1	no descriptionmoderately similar to ( 249)IBB_HORVUBowman-Birk type trypsin inhibitor - Hordeum vulgare (Barley)BowB BBI PRK12323 PRK07003	not assigned.unknown	35_2

CUST_17798_PI403524517	2	0.033097267	0.41532707	0.018353462	-0.1452303	-0.14226246	-0.018353462	35_5137	"Cluster: Hypothetical protein P0415A04.49; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0415A04.49 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5ZAX6	0	0	CHR01V5|COORD:33814672..33811457|protein F-box domain containing protein, expressed	LOC_Os01g57920.1	no description	not assigned.unknown	35_2

CUST_70561_PI403524517	2	0.017261505	-0.0033483505	0.0030813217	-0.08597183	-0.0030822754	0.0723362	35_20210	"Cluster: Zinc finger protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Zinc finger protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5JNB3	CHR5V7|COORD:23626889..23634569| binding / heme binding / protein binding / zinc ion binding	AT5G58410.1	CHR01V5|COORD:43542101..43529322|protein zinc finger, C3HC4 type family protein, expressed	LOC_Os01g74610.1	no descriptionmoderately similar to ( 378)AT5G58410| Symbols:  | binding / heme binding / protein binding / zinc ion binding | chr5:23626889-23634569 FORWARDnot assigned not assigned not assigned COG5219 RING zf-C3HC4 RING	not assigned.unknown	35_2

CUST_29377_PI403524517	2	0.1801157	-0.15912628	-0.0606308	0.0015201569	-0.0015211105	0.17199326	35_8489	0	0	0	0	CHR08V5|COORD:52234..57037|protein expressed protein	LOC_Os08g01080.1	no description	not assigned.unknown	35_2

CUST_95962_PI403524517	2	-1.7504878	-1.0573826	1.1265898	0.30415058	0.48291016	-0.30414963	35_27418	"Cluster: Putative anthranilate N-benzoyltransferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative anthranilate N-benzoyltransferase - Oryza sativa"	UniRef90_Q7XXN5	CHR1V7|COORD:11925406..11926888| transferase family protein	AT1G32910.1	CHR09V5|COORD:21450099..21452167|protein anthranilate N-benzoyltransferase protein 1, putative, expressed	LOC_Os09g37180.1	no descriptionvery weakly similar to (59.3)AT5G48930| Symbols: HCT | transferase family protein | chr5:19853880-19855318 REVERSEvery weakly similar to (64.7)HCBT1_DIACAAnthranilate N-benzoyltransferase protein 1 - Dianthus caryophyllus (Carnation) (Clove pink)Transferase	secondary metabolism.phenylpropanoids.lignin biosynthesis.HCT	16_2_1_4

CUST_69154_PI403524517	2	0.017289162	0.64528465	0.0181818	-0.18103027	-0.19163227	-0.017289162	35_19786	"Cluster: Hypothetical protein B1178F07.30-2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1178F07.30-2 - Oryza sativa (japonica"	UniRef90_Q6K231	"CHR3V7|COORD:2860628..2861303| Identical to UPF0161 protein At3g09310 [Arabidopsis Thaliana] (GB:Q9SR32); similar to unknown protein [Oryza sativa (japonica"	AT3G09310.1	CHR02V5|COORD:9056391..9052611|protein expressed protein	LOC_Os02g15970.3	"no descriptionweakly similar to ( 143)AT3G09310| Symbols:  | Identical to UPF0161 protein At3g09310 [Arabidopsis Thaliana] (GB:Q9SR32); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD20081.1); contains InterPro domain Protein of unknown function DUF37; (InterPro:IPR002696) | chr3:2860628-2861303 REVERSECOG0759 PRK00041 DUF37"	not assigned.unknown	35_2

CUST_84391_PI403524517	2	-0.107084274	0.07419872	-0.015431404	-0.01300621	0.01300621	0.16039562	35_24179	"Cluster: Hypothetical protein P0030H07.11; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0030H07.11 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5ZD68	0	0	CHR01V5|COORD:2825732..2822918|protein SWIM zinc finger family protein, expressed	LOC_Os01g05930.1	no description	not assigned.unknown	35_2

CUST_168996_PI403524517	2	-0.11640167	-0.60302925	0.116401196	0.15481663	1.2437778	-0.13665152	35_47065	"Cluster: OSJNBb0103I08.20 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: OSJNBb0103I08.20 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7X636	"CHR3V7|COORD:3313974..3317167| CAT7 (CATIONIC AMINO ACID TRANSPORTER 7); cationic amino acid transporter"	AT3G10600.1	CHR04V5|COORD:26999754..26995004|protein CAT7, putative, expressed	LOC_Os04g45950.1	"no descriptionvery weakly similar to (77.0)AT3G10600| Symbols: CAT7 | CAT7 (CATIONIC AMINO ACID TRANSPORTER 7); cationic amino acid transporter | chr3:3313974-3317167 FORWARD"	transport.amino acids	34_3

CUST_7519_PI403524517	2	0.09002113	0.013402939	0.012722015	-0.09492397	-0.012722969	-0.13174915	35_2092	"Cluster: Putative small zinc finger-related protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative small zinc finger-related protein - Oryza sativa"	UniRef90_Q6Z1H2	"CHR5V7|COORD:20693101..20693731| TIM8 (Arabidopsis thaliana translocase inner membrane subunit 8); protein translocase"	AT5G50810.1	CHR08V5|COORD:26618170..26617093|protein mitochondrial import inner membrane translocase subunit Tim8, putative, expressed	LOC_Os08g42380.1	"no descriptionweakly similar to ( 114)AT5G50810| Symbols: TIM8 | TIM8 (Arabidopsis thaliana translocase inner membrane subunit 8); protein translocase | chr5:20693101-20693731 REVERSEnot assigned not assigned not assigned zf-Tim10_DDP"	protein.targeting.mitochondria	29_3_2

CUST_27479_PI403524517	2	0.17904472	-0.20524597	0.06646824	-0.06646919	0.06747055	-0.087524414	35_7952	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QTT0	"CHR5V7|COORD:8455786..8458516| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G22790.1); similar to conserved hypothetical protein [Medicago"	AT5G24690.1	CHR12V5|COORD:10760219..10754000|protein expressed protein	LOC_Os12g18630.1	"no descriptionweakly similar to ( 158)AT5G24690| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G22790.1); similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE84237.1) | chr5:8455786-8458516 REVERSEDrf_FH1"	not assigned.unknown	35_2

CUST_58287_PI403524517	2	0.12969875	-0.5904465	-0.012529373	0.012529373	0.06220627	-0.22344875	35_16619	"Cluster: Putative cinnamoyl-CoA reductase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative cinnamoyl-CoA reductase - Oryza sativa (japonica cultivar-g"	UniRef90_Q84JG9	CHR5V7|COORD:23660294..23661681| cinnamoyl-CoA reductase family	AT5G58490.1	CHR03V5|COORD:34279221..34282685|protein dihydroflavonol-4-reductase, putative, expressed	LOC_Os03g60380.1	no descriptionmoderately similar to ( 361)AT5G58490| Symbols:  | cinnamoyl-CoA reductase family | chr5:23660294-23661681 FORWARDweakly similar to ( 165)DFRA_VITVIDihydroflavonol-4-reductase - Vitis vinifera (Grape)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned WcaG Epimerase 3Beta_HSD FabG NAD_binding_4 COG3320 fabG adh_short COG0702 GalE COG1086 PRK07003 PRK12826 TT_ORF1 fabG PRK12323 RfbB Polysacc_synt_2 PRK12678 KR PRK12745 RfbD PRK08324 PRK09169 PRK12829 PRK08264 Gmd PRK05872 Atrophin-1 HPC2	secondary metabolism.flavonoids.dihydroflavonols	16_8_3

CUST_99431_PI403524517	2	0.06833315	0.55412626	-0.03399992	0.028851986	-0.028851986	-0.38282776	35_28384	"Cluster: Os01g0773600 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0773600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JIW3	CHR5V7|COORD:17569479..17573750| glycoside hydrolase family 47 protein	AT5G43710.1	CHR01V5|COORD:33025872..33036119|protein ER degradation-enhancing alpha-mannosidase-like 1, putative, expressed	LOC_Os01g56670.1	no descriptionmoderately similar to ( 417)AT5G43710| Symbols:  | glycoside hydrolase family 47 protein | chr5:17569479-17573750 REVERSEnot assigned not assigned not assigned not assigned Glyco_hydro_47	misc.gluco-, galacto- and mannosidases	26_3

CUST_10593_PI404877155	2	0.068930626	0.09718895	-0.026796341	-0.030659676	-0.03660202	0.026795387	Contig4289_at	putative DNA-directed RNA polymerase Iia [Oryza sativa (japonica cultivar-group)]	BAC07023.1	DNA-directed RNA polymerase II, putative	At5g51940.1	protein putative DNA-directed RNA polymerase II subunit	Os03g38960	putative DNA-directed RNA polymerase Iia	RNA.transcription	27_2

CUST_169042_PI403524517	2	0.02808237	0.17993498	-0.016762257	-0.36805916	-0.57283735	0.016762257	35_47076	"Cluster: Os01g0148000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0148000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JQP7	"CHR5V7|COORD:474277..482550| CER3 (ECERIFERUM 3); protein binding / ubiquitin-protein ligase/ zinc ion binding"	AT5G02310.1	CHR01V5|COORD:2596652..2609664|protein zinc finger in N-recognin family protein, putative, expressed	LOC_Os01g05500.2	"no descriptionweakly similar to ( 174)AT5G02310| Symbols: CER3 | CER3 (ECERIFERUM 3); protein binding / ubiquitin-protein ligase/ zinc ion binding | chr5:474277-482550 FORWARDnot assigned ZnF_UBR1 zf-UBR"	secondary metabolism.wax	16_7

CUST_13170_PI403524517	2	0.0039610863	0.10501146	0.35856342	-0.0039610863	-0.09331894	-0.092033386	35_3769	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_4356_PI404877155	2	0.0101184845	0.1664648	-0.0044898987	-0.03149128	-0.044384003	0.004488945	Contig15319_at	OSJNBb0038F03.7 [Oryza sativa (japonica cultivar-group)] ref|XP_473383.1| OSJNBb0038F03.7 [Oryza sativa (japonica cultivar-group)]	CAE04343.2	SET domain-containing protein (SUVH5)	At2g35160.1	protein Pre-SET motif, putative	Os04g45990	gi|32488962|emb|CAE04343.1| OSJNBb0038F03.7	RNA.regulation of transcription.SET-domain transcriptional regulator family	27_3_69

CUST_154365_PI403524517	2	0.40355778	-0.058938026	0.04403782	-0.04403782	-0.26539135	0.27583027	35_43136	"Cluster: Putative RNA polymerase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative RNA polymerase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8H8K0		0	CHR10V5|COORD:18538046..18528183|protein DNA-directed RNA polymerase I polypeptide 2, putative, expressed	LOC_Os10g35290.1	no description	not assigned.unknown	35_2

CUST_33061_PI399408534	2	0.0991621	0.45205116	0.0050182343	-0.21202469	-0.005019188	-0.10001564	35_38424	Rep: Transcription factor-like - Oryza sativa (japonica cultivar-group)	UniRef90_Q5Z8P6	CHR2V7|COORD:7286941..7287899| DNA binding / transcription factor	AT2G16770.1	CHR06V5|COORD:30455224..30451451|protein DNA binding protein, putative, expressed	LOC_Os06g50310.1	no descriptionvery weakly similar to (63.2)AT4G35040| Symbols:  | bZIP transcription factor family protein | chr4:16680826-16681810 FORWARD	not assigned.unknown	35_2

CUST_134493_PI403524517	2	0.16520214	0.95080185	-0.032553673	-0.16388702	-0.16069221	0.032554626	35_37736	"Cluster: Hypothetical protein OSJNBa0034E23.6; n=2; Oryza sativa|Rep: Hypothetical protein OSJNBa0034E23.6 - Oryza sativa (Rice)"	UniRef90_Q94I19	"CHR1V7|COORD:807970..810680| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G02880.1); similar to conserved hypothetical protein [Medicago truncatul"	AT1G03290.1	CHR10V5|COORD:7862436..7869735|protein CUE domain containing protein, expressed	LOC_Os10g16440.1	"no descriptionweakly similar to ( 148)AT1G03290| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G02880.1); similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE77463.1); contains InterPro domain UBA-like; (InterPro:IPR009060) | chr1:807970-810680 FORWARDCOG1340"	not assigned.unknown	35_2

CUST_4263_PI404877155	2	0.02691269	-0.4168682	-0.09281349	0.003036499	0.046697617	-0.0030355453	Contig15153_at	putative ethylene-responsive RNA helicase [Oryza sativa (japonica cultivar-group)]	NP_913140.1	DEAD box RNA helicase, putative (RH20)	At1g55150.1	protein DEAD/DEAH box helicase, putative	Os01g10050	"DEAD box RNA helicase, putative (RH20), similar to ethylene-responsive RNA helicase GI:5669638 from (Lycopersicon esculentum); contains Pfam profiles PF00270: DEAD/DEAH box helicase, PF00271: Helicase conserved C-terminal domain"	hormone metabolism.ethylene.induced-regulated-responsive-activated	17_5_3

CUST_76176_PI403524517	2	-0.06381416	0.62675476	0.083890915	-0.18450928	0.057365417	-0.057365417	35_21836	"Cluster: 2x PHD domain containing protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: 2x PHD domain containing protein-like - Oryza sativa (japonica"	UniRef90_Q5VMR7	CHR3V7|COORD:1653894..1657028| PHD finger family protein	AT3G05670.1	CHR06V5|COORD:10002547..10006034|protein PHD-finger family protein, expressed	LOC_Os06g17280.1	no description	not assigned.unknown	35_2

CUST_147142_PI403524517	2	0.14742279	0.14997768	-0.20623446	-0.075873375	-0.100930214	0.075873375	35_41182	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_93728_PI403524517	2	0.61859655	-0.07985067	0.0798502	-0.33384323	-0.56905556	0.08287048	35_26801	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_9720_PI403524517	2	0.16331291	-0.10387802	-0.41072273	0.1587801	-0.23282146	0.10387802	35_2740	"Cluster: OSJNBa0086O06.9 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0086O06.9 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XM00	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	CHR04V5|COORD:29579135..29582671|protein expressed protein	LOC_Os04g49954.1	no description	not assigned.unknown	35_2

CUST_101144_PI403524517	2	0.17253208	-0.2627573	0.091677666	0.027669907	-0.027670383	-0.37278128	35_28868	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q84MH1	"CHR2V7|COORD:13564177..13566792| similar to Os03g0425000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001050400.1); similar to expressed protein [Oryza"	AT2G31890.1	CHR03V5|COORD:17692983..17696494|protein expressed protein	LOC_Os03g31150.3	"no descriptionmoderately similar to ( 208)AT2G31890| Symbols:  | similar to Os03g0425000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001050400.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:AAP20833.1); contains InterPro domain RAP domain; (InterPro:IPR013584) | chr2:13564177-13566792 REVERSE"	not assigned.unknown	35_2

CUST_167175_PI403524517	2	-0.013606548	-0.10999489	-0.19911528	0.13200808	2.1389923	0.013607025	35_46565	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_16781_PI404877155	2	-0.54344654	-0.018746376	0.17960739	1.2931871	-0.32178974	0.018746376	HI05I11r_at	equilibrative nucleoside transporter ENT6 -related [Arabidopsis thaliana]	NP_192420.2	equilibrative nucleoside transporter, putative (ENT6)	At4g05110.1	protein Nucleoside transporter, putative	Os07g37100	"equilibrative nucleoside transporter, putative (ENT6), identical to putative equilibrative nucleoside transporter ENT6 (Arabidopsis thaliana) GI:16518997; contains similarity to SWISS-PROT:O54699 equilibrative nucleoside transporter 2 (Equilibrative nitro"	transport.unspecified cations	34_14

CUST_6611_PI404877155	2	-0.03201294	-0.6331215	-0.062994	0.23754692	0.060735703	0.03201294	Contig19634_at	boron transporter [Oryza sativa (japonica cultivar-group)]	AAQ02664.1	anion exchange family protein	At2g47160.1	protein HCO3- transporter family, putative	Os12g37840	boron transporter	transport.unspecified anions	34_18

CUST_158606_PI403524517	2	0.013834	0.30399418	0.031551838	-0.013834	-0.346426	-0.35178137	35_44275	"Cluster: Hypothetical protein P0034C09.16-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0034C09.16-1 - Oryza sativa (japonica cultiv"	UniRef90_Q5N7Q4	"CHR3V7|COORD:10226966..10229389| similar to nucleotidyltransferase [Arabidopsis thaliana] (TAIR:AT2G01220.2); similar to unknown protein [Oryza"	AT3G27610.1	CHR01V5|COORD:28872257..28868383|protein cytidyltransferase-related, putative, expressed	LOC_Os01g49670.2	"no descriptionvery weakly similar to (53.1)AT3G27610| Symbols:  | similar to nucleotidyltransferase [Arabidopsis thaliana] (TAIR:AT2G01220.2); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD82489.1); similar to Os01g0691500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001043935.1); contains domain Nucleotidylyl transferase (SSF52374); contains domain no description (G3D.3.40.50.620) | chr3:10226966-10229389 REVERSE"	not assigned.unknown	35_2

CUST_32128_PI399408534	2	0.026930809	0.446105	0.07082367	-0.22268105	-0.05254841	-0.026931763	35_1021	Rep: Os05g0314100 protein - Oryza sativa (japonica cultivar-group)	UniRef90_Q0DJ91	CHR3V7|COORD:23246702..23247590| similar to small nuclear ribonucleoprotein D2, putative / snRNP core protein D2, putative / Sm protein D2, putative	AT3G62840.1	CHR05V5|COORD:14374227..14371419|protein small nuclear ribonucleoprotein Sm D2, putative, expressed	LOC_Os05g24970.1	" no descriptionweakly similar to ( 180)AT3G62840| Symbols:  | similar to small nuclear ribonucleoprotein D2, putative / snRNP core protein D2, putative / Sm protein D2, putative [Arabidopsis thaliana] (TAIR:AT2G47640.3); similar to Os05g0314100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001055168.1); similar to putative small nuclear ribonucleoprotein D2 [Oryza sativa (japonica cultivar-group)] (GB:AAV32147.1); contains InterPro domain Like-Sm ribonucleoprotein-related, core; (InterPro:IPR010920); contains InterPro domain Like-Sm ribonucleoprotein, core; (InterPro:IPR001163); contains InterPro domain Like-Sm ribonucleoprotein, eukaryotic and archaea-type, core; (InterPro:IPR006649) | chr3:23246702-23247590 REVERSEnot assigned not assigned Sm_D2 LSm3 Sm LSM1 LSM Sm_like "	RNA.processing	27_1

CUST_158864_PI403524517	2	0.31446743	0.4658389	-0.41921568	0.13071918	-0.24070024	-0.13071966	35_44346	"Cluster: Putative arm repeat protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative arm repeat protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8LRC7	CHR5V7|COORD:320980..323004| armadillo/beta-catenin repeat family protein / U-box domain-containing protein	AT5G01830.1	CHR01V5|COORD:35514852..35512360|protein spotted leaf protein 11, putative, expressed	LOC_Os01g60860.1	no descriptionvery weakly similar to (57.4)AT5G01830| Symbols:  | armadillo/beta-catenin repeat family protein / U-box domain-containing protein | chr5:320980-323004 FORWARD	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_37325_PI403524517	2	0.19011593	0.1855588	0.14933634	-0.14933634	-0.3848133	-0.29811764	35_10754	"Cluster: Os05g0214700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0214700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DJY1	"CHR1V7|COORD:4201170..4206142| KEU (KEULE); protein transporter"	AT1G12360.1	CHR02V5|COORD:14956221..14936663|protein SNARE-interacting protein KEULE, putative, expressed	LOC_Os02g25580.1	"no descriptionweakly similar to ( 152)AT1G12360| Symbols: KEU | KEU (KEULE); protein transporter | chr1:4201170-4206142 FORWARDweakly similar to ( 154)SEC1A_ORYSAnot assigned not assigned Sec1 SEC1"	cell. vesicle transport	31_4

CUST_267_PI404877155	2	-0.13341331	0.056064606	0.079582214	-0.031505585	0.031505585	-0.07294464	Contig10147_s_at	putative  receptor-like protein kinase 1 [Oryza sativa (japonica cultivar-group)] gb|AAP68887.1| putative  receptor-like protein kinase 1 [O	NP_919058.1	leucine-rich repeat transmembrane protein kinase, putative	At5g65700.1	protein putative  receptor-like protein kinase 1	Os03g56270	NONE	transport.misc	34_99

CUST_77716_PI403524517	2	0.1307249	-0.01757431	-0.21259975	-0.028428078	0.03016758	0.01757431	35_22279	"Cluster: Os01g0572300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0572300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JLT2	0	0	CHR01V5|COORD:22320771..22323418|protein zinc finger protein, putative, expressed	LOC_Os01g39110.1	no description	not assigned.unknown	35_2

CUST_6952_PI403524517	2	6.8473816E-4	0.22792435	0.010799408	-0.14235783	-6.837845E-4	-0.2233429	35_1926	"Cluster: Hypothetical protein P0017B12.6; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0017B12.6 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q67WN6	"CHR2V7|COORD:10784515..10786202| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G32130.1); similar to Os06g0644100 [Oryza sativa (japonica"	AT2G25310.1	CHR06V5|COORD:26262106..26265852|protein expressed protein	LOC_Os06g43650.2	"no descriptionweakly similar to ( 132)AT2G25310| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G32130.1); similar to Os06g0644100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001058183.1); similar to PREDICTED: hypothetical protein [Strongylocentrotus purpuratus] (GB:XP_794143.1); contains InterPro domain Carboxypeptidase regulatory region; (InterPro:IPR008969) | chr2:10784515-10786202 REVERSEnot assigned DUF2012"	not assigned.unknown	35_2

CUST_73886_PI403524517	2	-0.24335098	0.2242918	0.20659447	-0.10784149	0.0045804977	-0.0045804977	35_21189	"Cluster: Hypothetical protein OJ1343_D04.101; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1343_D04.101 - Oryza sativa (japonica cult"	UniRef90_Q8LIE2	CHR2V7|COORD:6406761..6407837| AGP9 (ARABINOGALACTAN PROTEIN 9)	AT2G14890.1	CHR07V5|COORD:27968616..27967996|protein expressed protein	LOC_Os07g46800.1	no description	not assigned.unknown	35_2

CUST_48135_PI403524517	2	-0.2130909	-0.12909508	0.10808945	0.29412937	0.026881218	-0.026881218	35_13763	"Cluster: Elongation factor 1-alpha; n=109; cellular organisms|Rep: Elongation factor 1-alpha - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_P13905	CHR5V7|COORD:24306452..24307803| calmodulin binding / translation elongation factor	AT5G60390.2	CHR06V5|COORD:21840189..21841477|protein expressed protein	LOC_Os06g37020.1	no descriptionvery weakly similar to (66.2)AT5G60390| Symbols:  | calmodulin binding / translation elongation factor | chr5:24306452-24307803 FORWARDvery weakly similar to (68.9)EF1A_SOYBNElongation factor 1-alpha - Glycine max (Soybean)	protein.synthesis.elongation	29_2_4

CUST_153060_PI403524517	2	0.3537283	-0.53817654	-0.33546972	0.010565758	-0.010566235	0.2354126	35_42776	"Cluster: Putative cytochrome P-450; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative cytochrome P-450 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6YVW3	"CHR1V7|COORD:4702929..4704589| CYP78A5 (cytochrome P450, family 78, subfamily A, polypeptide 5); oxygen binding"	AT1G13710.1	CHR07V5|COORD:24712147..24714118|protein cytochrome P450 78A4, putative, expressed	LOC_Os07g41240.1	" no descriptionmoderately similar to ( 222)AT1G13710| Symbols: CYP78A5 | CYP78A5 (cytochrome P450, family 78, subfamily A, polypeptide 5); oxygen binding | chr1:4702929-4704589 REVERSEweakly similar to ( 193)C78A1_MAIZECytochrome P450 78A1 - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned p450 CypX PRK12323 "	misc.cytochrome P450	26_10

CUST_1719_PI403524517	2	0.0029029846	0.021863937	0.032030106	-0.0029029846	-0.12545395	-0.047948837	35_453	"Cluster: Heat shock cognate 70 kDa protein 2; n=34; Magnoliophyta|Rep: Heat shock cognate 70 kDa protein 2 - Solanum lycopersicum (Tomato) (Lycopersicon esculen"	UniRef90_P27322	"CHR5V7|COORD:554053..556332| HSC70-1 (heat shock cognate 70 kDa protein 1); ATP binding"	AT5G02500.1	CHR11V5|COORD:28246245..28250547|protein heat shock cognate 70 kDa protein 2, putative, expressed	LOC_Os11g47760.1	" no descriptionnearly identical (1120)AT5G02500| Symbols: HSP70-1, AT-HSC70-1, HSC70, HSC70-1 | HSC70-1 (heat shock cognate 70 kDa protein 1); ATP binding | chr5:554053-556332 REVERSEnearly identical (1106)HSP7C_PETHYHeat shock cognate 70 kDa protein - Petunia hybrida (Petunia)not assigned not assigned not assigned not assigned not assigned not assigned not assigned HSP70 dnaK DnaK dnaK hscA hscA PRK11678 MreB_Mbl "	stress.abiotic.heat	20_2_1

CUST_180492_PI403524517	2	-0.18745947	0.21021366	-0.31565857	0.32647085	0.075037956	-0.075037956	35_50196	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_111319_PI403524517	2	0.06045437	-0.016479492	0.016479492	0.018511772	-0.20464993	-0.023723602	35_31608	"Cluster: Os01g0559700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0559700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JLW9		0	CHR01V5|COORD:21569735..21568475|protein expressed protein	LOC_Os01g37920.1	no description	not assigned.unknown	35_2

CUST_43575_PI403524517	2	0.016773224	-2.0182104	-0.0167737	0.24102116	0.26719666	-0.7671623	35_12506	Rep: CPD photolyase - Cucumis sativus (Cucumber)	UniRef90_Q9AVI6	CHR1V7|COORD:4206498..4208840| PHR1 (PHOTOLYASE 1)	AT1G12370.2	CHR10V5|COORD:4433064..4429202|protein deoxyribodipyrimidine photo-lyase, putative, expressed	LOC_Os10g08580.1	 no descriptionmoderately similar to ( 298)AT1G12370| Symbols: UVR2, PHR1 | PHR1 (PHOTOLYASE 1) | chr1:4206498-4208840 REVERSEnot assigned FAD_binding_7 PhrB 	DNA.repair	28_2

CUST_139028_PI403524517	2	-0.106340885	-0.13662577	0.34411478	0.048445225	1.1767035	-0.048445225	35_38995	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_14392_PI404877155	2	-0.042131424	-0.3775425	0.038523674	0.34334946	0.42146015	-0.038523674	Contig823_at	Sucrose synthase 2 (Sucrose-UDP glucosyltransferase 2) pir||S32451 sucrose synthase (EC 2.4.1.13) Ss2 - barley emb|CAA49551.1| sucrose synth	P31923	sucrose synthase, putative / sucrose-UDP glucosyltransferase, putative	At3g43190.1	protein Sucrose synthase, putative	Os07g42490	Sucrose synthase 2 (Sucrose-UDP glucosyltransferase 2) pir	major CHO metabolism.degradation.sucrose.Susy	2_2_1_05

CUST_105808_PI403524517	2	0.03928852	0.5863161	0.1176939	-0.2392559	-0.07302952	-0.03928852	35_30127	"Cluster: Os03g0669800 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os03g0669800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DPQ8	CHR1V7|COORD:22786490..22790447| binding / zinc ion binding	AT1G61690.1	CHR03V5|COORD:26382594..26387978|protein zinc ion binding protein, putative, expressed	LOC_Os03g46710.1	no description	not assigned.unknown	35_2

CUST_157495_PI403524517	2	0.03642702	0.021492481	-0.021492004	0.10411835	-0.42566776	-0.21902037	35_43977	"Cluster: Hypothetical protein OJ1311_H06.27; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1311_H06.27 - Oryza sativa (japonica cultiv"	UniRef90_Q6ZFY0	"CHR3V7|COORD:2633952..2636542| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G40070.1); similar to Os01g0819000 [Oryza sativa (japonica"	AT3G08670.1	CHR02V5|COORD:29432463..29434789|protein expressed protein	LOC_Os02g48094.1	no description	not assigned.unknown	35_2

CUST_135012_PI403524517	2	0.02211523	0.0013365746	-0.0013365746	-0.6478176	-0.62301636	0.17462063	35_37876	0	0		0	CHR04V5|COORD:24705559..24701241|protein peroxidase 18 precursor, putative, expressed	LOC_Os04g42100.1	no description	not assigned.unknown	35_2

CUST_29481_PI399408534	2	-0.6640272	0.15507221	0.27638626	-0.17264366	0.049619675	-0.04962063	35_19447	"Cluster: Putative helix-loop-helix DNA-binding protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative helix-loop-helix DNA-binding protein - Oryza s"	UniRef90_Q75KV9	CHR5V7|COORD:17550537..17551985| basic helix-loop-helix (bHLH) family protein	AT5G43650.1	CHR03V5|COORD:30357240..30359856|protein helix-loop-helix DNA-binding domain containing protein, expressed	LOC_Os03g53020.1	no descriptionweakly similar to ( 103)AT5G43650| Symbols:  | basic helix-loop-helix (bHLH) family protein | chr5:17550537-17551985 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07003 PRK12678 PRK12323 PRK07764	RNA.regulation of transcription.bHLH,Basic Helix-Loop-Helix family	27_3_6

CUST_6946_PI404877155	2	-0.49297905	-1.6995859	0.49298	0.5589628	0.9052305	-0.63360023	Contig20425_at	P0512C01.32 [Oryza sativa (japonica cultivar-group)] dbj|BAB92377.1| P0512C01.32 [Oryza sativa (japonica cultivar-group)]	NP_916237.1	0	0	protein TCP family transcription factor, putative	Os05g43760	NONE	RNA.regulation of transcription.TCP transcription factor family	27_3_29

CUST_34803_PI403524517	2	0.075037	0.65273	0.059822083	-0.18898678	-0.081762314	-0.059822083	35_10033	"Cluster: P0047B08.6 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: P0047B08.6 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q94JA5	0	0	CHR01V5|COORD:26506624..26506274|protein hypothetical protein	LOC_Os01g46050.1	no description	not assigned.unknown	35_2

CUST_53650_PI403524517	2	-0.06377888	1.8640842	0.06377888	-0.57354164	-0.5748701	0.23476028	35_15265	"Cluster: Os09g0437500 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0437500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J1I6	CHR1V7|COORD:21047079..21048134| dormancy/auxin associated family protein	AT1G56220.1	CHR09V5|COORD:16152178..16154165|protein auxin-repressed protein, putative, expressed	LOC_Os09g26620.1	no descriptionvery weakly similar to (53.5)AT1G56220| Symbols:  | dormancy/auxin associated family protein | chr1:21047079-21048046 FORWARDnot assigned not assigned not assigned not assigned Auxin_repressed PRK07764 PRK12323 PRK07003	development.unspecified	33_99

CUST_88909_PI403524517	2	0.15664291	0.10851526	0.01702261	-0.048811913	-0.017022133	-0.58673143	35_25439	"Cluster: Putative sugar transporter; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative sugar transporter - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K7S9	"CHR1|COORD:30027244..30032336| similar to hexose transporter, putative [Arabidopsis thaliana] (TAIR:At1g67300.1); similar to putative sugar"	AT1G79820.3	CHR02V5|COORD:10074579..10081496|protein metabolite transport protein csbC, putative, expressed	LOC_Os02g17500.3	"no descriptionweakly similar to ( 169)AT1G79820| Symbols: SGB1 | SGB1; carbohydrate transporter/ sugar porter | chr1:30027474-30031664 REVERSEnot assigned not assigned Sugar_tr MFS_1"	transporter.sugars	34_2

CUST_33239_PI399408534	2	0.05269146	0.24543285	0.046770096	-0.25187588	-0.33432293	-0.046770096	35_49992	Rep: Kinase-like protein - Oryza sativa (Rice)	UniRef90_Q9AV92	"CHR3V7|COORD:10069648..10073640| GTE8 (GLOBAL TRANSCRIPTION FACTOR GROUP E8); DNA binding"	AT3G27260.1	CHR02V5|COORD:23548513..23543306|protein global transcription factor group E, putative, expressed	LOC_Os02g38980.2	"no descriptionvery weakly similar to (72.8)AT3G27260| Symbols: GTE8 | GTE8 (GLOBAL TRANSCRIPTION FACTOR GROUP E8); DNA binding | chr3:10069648-10073640 FORWARDnot assigned"	RNA.regulation of transcription.Global transcription factor group	27_3_52

CUST_9907_PI403524517	2	-0.022619247	0.14658833	-0.051484108	0.072434425	0.022619247	-0.10548687	35_2791	"Cluster: Plastid-specific 30S ribosomal protein 3, chloroplast precursor; n=1; Hordeum vulgare|Rep: Plastid-specific 30S ribosomal protein 3, chloroplast precur"	UniRef90_O48609	CHR1V7|COORD:25761256..25761832| plastid-specific 30S ribosomal protein 3, putative / PSRP-3, putative	AT1G68590.1	CHR04V5|COORD:22808280..22810019|protein plastid-specific 30S ribosomal protein 3, chloroplast precursor, putative, expressed	LOC_Os04g38750.1	 no descriptionweakly similar to ( 135)AT1G68590| Symbols:  | plastid-specific 30S ribosomal protein 3, putative / PSRP-3, putative | chr1:25761256-25761832 REVERSEmoderately similar to ( 214)RRP3_HORVUPlastid-specific 30S ribosomal protein 3, chloroplast precursor - Hordeum vulgare (Barley)PRK02724 PSRP-3_Ycf65 	protein.synthesis.mito/plastid ribosomal protein.plastid	29_2_1_1

CUST_167506_PI403524517	2	0.05714512	0.39079857	-0.17375088	-0.05714512	0.15863037	-0.18899632	35_46655	"Cluster: Putative alcohol dehydrogenase homolog; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative alcohol dehydrogenase homolog - Oryza sativa (japonic"	UniRef90_Q84YJ8	CHR3V7|COORD:20513630..20514707| short-chain dehydrogenase/reductase (SDR) family protein	AT3G55290.1	CHR08V5|COORD:25187878..25186179|protein 3-oxoacyl-reductase, chloroplast precursor, putative, expressed	LOC_Os08g39960.1	 no descriptionweakly similar to ( 161)AT3G55290| Symbols:  | short-chain dehydrogenase/reductase (SDR) family protein | chr3:20513630-20514707 FORWARDvery weakly similar to (62.8)FABG3_BRANA3-oxoacyl-[acyl-carrier-protein] reductase 3, chloroplast precursor - Brassica napus (Rape)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned fabG FabG fabG fabG COG4221 PRK12826 PRK12429 PRK07478 PRK12939 PRK07479 PRK08213 PRK06949 PRK06346 PRK12829 DltE PRK06181 PRK06172 PRK08324 PRK06841 PRK06138 PRK06484 PRK07791 PRK07067 PRK07060 PRK07109 PRK07454 adh_short PRK06179 PRK07063 PRK07201 PRK08936 PRK08263 fabG PRK08220 PRK07523 PRK07069 PRK12827 PRK06198 fabG PRK06180 PRK12745 fabG PRK12937 PRK07774 PRK09072 PRK06182 fabG PRK05855 PRK05872 PRK07831 PRK07677 PRK06114 fabG PRK06124 PRK08226 PRK06935 PRK08085 PRK06122 PRK05867 fabG benD PRK07035 PRK06113 PRK06057 PRK07326 PRK08277 PRK08589 PRK08264 PRK07024 PRK06914 fabG PRK07825 PRK07856 fabG PRK07890 PRK08265 PRK12481 PRK08993 fabG PRK06194 PRK06200 PRK07814 PRK12384 PRK05866 PRK09291 PRK08278 PRK12828 PRK12743 PRK06398 PRK06171 PRK08628 PRK06947 PRK12824 PRK09135 PRK07074 PRK09242 DltE PRK07062 PRK05875 fabG PRK07832 PRK10538 PRK05650 PRK06482 PRK08945 PRK08267 PRK06500 PRK12936 PRK08063 PRK08219 PRK09186 PRK12935 PRK08643 PRK12938 PRK06123 PRK06523 PRK06125 PRK06139 PRK09134 PRK07097 PRK05693 PRK05717 PRK07102 PRK12747 PRK07576 fabG PRK07775 PRK06128 PRK12748 PRK12746 PRK12742 PRK08251 PRK06197 PRK06196 PRK12744 PRK08017 PRK07633 fabG PRK06924 PRK07806 PRK06953 KR PRK08703 TT_ORF1 PRK05854 	misc.short chain dehydrogenase/reductase (SDR)	26_22

CUST_34958_PI403524517	2	0.14948463	-0.26883698	-0.12285614	0.13992214	-0.022179604	0.02217865	35_10075	"Cluster: Putative Adenylate kinase, chloroplast; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Adenylate kinase, chloroplast - Oryza sativa (japonic"	UniRef90_Q6Z5X4	CHR5V7|COORD:13436508..13440712| adenylate kinase family protein	AT5G35170.1	CHR08V5|COORD:11447193..11436181|protein ATP binding protein, putative, expressed	LOC_Os08g19140.1	no descriptionmoderately similar to ( 222)AT5G35170| Symbols:  | nucleotide kinase | chr5:13436508-13440611 FORWARDDUF1995	nucleotide metabolism.phosphotransfer and pyrophosphatases.adenylate kinase	23_4_1

CUST_31440_PI399408534	2	0.21711731	0.21995354	-0.32259655	0.035119057	-0.13140392	-0.03512001	35_5438	"Cluster: Putative pollen allergen Jun o 4; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative pollen allergen Jun o 4 - Oryza sativa (japonica cultivar-g"	UniRef90_Q8RZB5	CHR1V7|COORD:8723879..8724439| polcalcin, putative / calcium-binding pollen allergen, putative	AT1G24620.1	CHR01V5|COORD:42154005..42152913|protein polcalcin Jun o 2, putative, expressed	LOC_Os01g72100.1	 no descriptionweakly similar to ( 134)AT1G24620| Symbols:  | polcalcin, putative / calcium-binding pollen allergen, putative | chr1:8723879-8724439 REVERSEweakly similar to ( 107)CALM_CHLRECalmodulin - Chlamydomonas reinhardtiinot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned FRQ1 EFh PRK12678 	signalling.calcium	30_3

CUST_144449_PI403524517	2	0.2176094	-0.21173763	-0.06956768	0.06956768	-0.18284512	0.19444847	35_40456	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_29412_PI399408534	2	-0.03494072	-0.85900307	-0.022690773	0.34690952	0.022690773	0.17891598	35_17274	"Cluster: Putative GTP-binding protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative GTP-binding protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q84QW0	"CHR2V7|COORD:17936976..17937981| ARA4 (Arabidopsis Rab GTPase homolog A5c); GTP binding"	AT2G43130.1	CHR08V5|COORD:25990660..25987731|protein ras-related protein ARA-4, putative, expressed	LOC_Os08g41340.1	" no descriptionmoderately similar to ( 332)AT2G43130| Symbols: AtRab11F, AtRABA5c, Ara-4 | ARA4 (Arabidopsis Rab GTPase homolog A5c); GTP binding | chr2:17936976-17937981 REVERSEmoderately similar to ( 246)YPTC6_CHLRERas-related protein YPTC6 - Chlamydomonas reinhardtiinot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Rab11_like RAB Ras Rab Rab8_Rab10_Rab13_like Rab1_Ypt1 Rab2 Rab5_related Rab18 Rab4 Rab14 Rab19 Rab6 Rab39 Rab35 Rab26 RabA_like Rab30 Rab3 Rab21 Rab7 Rab32_Rab38 Rab15 Ras Rab9 Ras_like_GTPase Rab33B_Rab33A Rab27A Rab12 RAS COG1100 Rab40 RJL RheB Rab23_lke Rap_like RabL2 Rho Rab28 M_R_Ras_like Rab36_Rab34 RalA_RalB Rab24 H_N_K_Ras_like Ras2 RSR1 RHO RERG_RasL11_like Rap1 Rap2 RabL4 Ran Rit_Rin_Ric Spg1 RGK Rho4_like Rab20 Wrch_1 ARHI_like Rho3 Rac1_like Rho2 RhoA_like Rhes_like Miro RhoG RAN Ras_dva Rnd3_RhoE_Rho8 Tc10 Rnd Rop_like Arf_Arl Rnd2_Rho7 RabL3 Arf Rnd1_Rho6 Arfrp1 Arl5_Arl8 Cdc42 Miro1 ARD1 Arl10_like RhoBTB Arl4_Arl7 "	signalling.G-proteins	30_5

CUST_51805_PI403524517	2	0.13752842	-0.74843216	8.7451935E-4	-8.7451935E-4	0.05469799	-0.06023121	35_14765	Rep: Ribosomal protein L36 - Triticum aestivum (Wheat)	UniRef90_Q5I7L5	CHR3V7|COORD:19924899..19925791| structural constituent of ribosome	AT3G53740.3	CHR05V5|COORD:22513233..22515300|protein 60S ribosomal protein L36-2, putative, expressed	LOC_Os05g38520.2	no descriptionweakly similar to ( 168)AT3G53740| Symbols:  | 60S ribosomal protein L36 (RPL36B) | chr3:19924899-19925791 REVERSEweakly similar to ( 140)RL36_DAUCA60S ribosomal protein L36 - Daucus carota (Carrot)not assigned Ribosomal_L36e RPL36A	protein.synthesis.misc ribososomal protein	29_2_2

CUST_57207_PI403524517	2	-0.046284676	-0.5587492	-0.0706501	0.18522835	0.056027412	0.046284676	35_16313	"Cluster: Putative Golgi-associated particle 102K chain; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Golgi-associated particle 102K chain - Oryza s"	UniRef90_Q6H8D6	CHR1V7|COORD:19502951..19509066| coatomer protein complex, subunit beta 2 (beta prime), putative	AT1G52360.1	CHR02V5|COORD:6129217..6119039|protein coatomer subunit beta, putative, expressed	LOC_Os02g11830.1	no description	not assigned.unknown	35_2

CUST_60395_PI403524517	2	0.022483826	0.4182787	0.013677597	-0.11785412	-0.013676643	-0.11474514	35_17219	"Cluster: Protein kinase CK2 regulatory subunit CK2B3; n=3; Poaceae|Rep: Protein kinase CK2 regulatory subunit CK2B3 - Zea mays (Maize)"	UniRef90_Q9FQF6	"CHR2V7|COORD:18433973..18435241| CKB4 (CASEIN KINASE II BETA SUBUNIT 4); protein kinase CK2 regulator"	AT2G44680.2	CHR07V5|COORD:18517664..18521925|protein casein kinase II subunit beta-4, putative, expressed	LOC_Os07g31280.2	"no descriptionmoderately similar to ( 313)AT2G44680| Symbols: CKB4 | CKB4 (CASEIN KINASE II BETA SUBUNIT 4); protein kinase CK2 regulator | chr2:18433973-18435241 REVERSEnot assigned CK_II_beta SKB2"	protein.postranslational modification	29_4

CUST_107456_PI403524517	2	0.026213646	-0.44537926	0.10103321	-1.3303757E-4	1.335144E-4	-0.24871778	35_30579	"Cluster: Os07g0567300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0567300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D5D9	CHR4V7|COORD:10786958..10791443| glycosyl transferase-related	AT4G19900.1	CHR07V5|COORD:22796708..22790068|protein glycosyltransferase sugar-binding region containing DXD motif, putative, expressed	LOC_Os07g37990.1	no descriptionweakly similar to ( 196)AT4G19900| Symbols:  | glycosyl transferase-related | chr4:10786958-10791443 REVERSEnot assigned	misc.UDP glucosyl and glucoronyl transferases	26_2

CUST_30925_PI403524517	2	0.022333145	-0.19267368	-0.052537918	0.013744354	-0.013745308	0.2523346	35_8924	0	0	CHR3V7|COORD:3381853..3384232| zinc finger (C3HC4-type RING finger) family protein	AT3G10810.1	0	0	no description	not assigned.unknown	35_2

CUST_9943_PI403524517	2	-0.57546043	0.012816429	0.1806488	0.07564163	-0.012817383	-0.16553879	35_2801	Rep: H0723C07.4 protein - Oryza sativa (Rice)	UniRef90_Q259M7	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	CHR04V5|COORD:34813566..34812121|protein expressed protein	LOC_Os04g58890.1	no descriptionPRK07764	not assigned.unknown	35_2

CUST_18658_PI404877155	2	-0.032013893	0.6712518	0.7440839	0.012554646	-0.012554646	-0.045568943	HVSMEm0001O15r2_s_at	1-aminocyclopropane-1-carboxylate oxidase (EC 1.4.3.-) ACO1 [similarity] - sorghum gb|AAC28488.1| 1-aminocyclopropane-1-carboxylate oxidase	T14643	1-aminocyclopropane-1- carboxylate oxidase, putative / ACC oxidase, putative	At1g77330.1	protein 1-aminocyclopropane-1-carboxylate oxidase (EC 1.4.3.-) ACO1 [similarity] - sorghum	Os05g05680	NONE	hormone metabolism.ethylene.synthesis-degradation	17_5_1

CUST_8195_PI403524517	2	-0.11491394	-0.063097	0.024596214	0.049928665	0.07828522	-0.02459526	35_2287	Rep: H0124B04.9 protein - Oryza sativa (Rice)	UniRef90_Q259F3	"CHR5V7|COORD:6092957..6094878| similar to Protein of unknown function DUF689 [Medicago truncatula] (GB:ABE78163.1); contains InterPro domain Protein of"	AT5G18400.2	CHR04V5|COORD:34604186..34601480|protein expressed protein	LOC_Os04g58564.1	"no descriptionmoderately similar to ( 206)AT5G18400| Symbols:  | similar to Protein of unknown function DUF689 [Medicago truncatula] (GB:ABE78163.1); contains InterPro domain Protein of unknown function DUF689; (InterPro:IPR007785) | chr5:6092957-6094878 REVERSEnot assigned DUF689 COG5636"	not assigned.unknown	35_2

CUST_4308_PI403524517	2	0.19136047	0.9705448	-0.17274094	0.063342094	-0.1889677	-0.06334114	35_1191	"Cluster: Hypothetical protein P0431A02.22; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0431A02.22 - Oryza sativa (japonica cultivar-g"	UniRef90_Q7XB67	"CHR3V7|COORD:995527..997187| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G18130.1); similar to hypothetical protein MtrDRAFT_AC156827g15v1 [Medic"	AT3G03870.2	CHR07V5|COORD:5596938..5599089|protein expressed protein	LOC_Os07g10420.1	"no descriptionvery weakly similar to (63.5)AT5G18130| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G03870.2); similar to hypothetical protein MtrDRAFT_AC156827g15v1 [Medicago truncatula] (GB:ABE86405.1) | chr5:5995636-5997167 FORWARDnot assigned PRK12323"	not assigned.unknown	35_2

CUST_12075_PI403524517	2	-0.022493362	0.24646378	-0.058052063	0.022492409	0.21612263	-0.12214947	35_3436	"Cluster: Os09g0498500 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0498500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J0I7	CHR2V7|COORD:10452007..10453257| sarcosine oxidase family protein	AT2G24580.1	CHR12V5|COORD:21836318..21837960|protein sarcosine oxidase, putative, expressed	LOC_Os12g35890.1	no descriptionmoderately similar to ( 338)AT2G24580| Symbols:  | sarcosine oxidase family protein | chr2:10452007-10453257 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned solA DadA DAO PRK12678 GlpA APC_basic PRK07003 PRK08274 PRK07764 PRK12323 COG0579 infB mnmC PRK07121 FixC PRK09169 Tymo_45kd_70kd	amino acid metabolism.synthesis.serine-glycine-cysteine group.glycine.sarcosine oxidase	13_1_5_2_41

CUST_1345_PI404877155	2	0.032066345	-0.3301792	-0.028522491	0.054974556	0.028522491	-0.038733482	Contig11446_at	B1189A09.32 [Oryza sativa (japonica cultivar-group)]	NP_909391.1	zinc finger (Ran-binding) family protein	At5g58470.1	protein transposon protein, putative, CACTA, En/Spm sub-class	Os01g07070	"zinc finger (Ran-binding) family protein, weak similarity to SP:Q01844 RNA-binding protein EWS (EWS oncogene) (Ewing sarcoma breakpoint region 1 protein) {Homo sapiens}; contains Pfam profiles PF00076: RNA recognition motif. (a.k.a. RRM, RBD, or RNP domai"	RNA.regulation of transcription.unclassified	27_3_99

CUST_148476_PI403524517	2	0.37901115	-1.4276037	-0.37901068	0.6525507	0.6101513	-0.44890594	35_41536	"Cluster: Chlorophyll a/b binding protein precursor; n=4; BEP clade|Rep: Chlorophyll a/b binding protein precursor - Hordeum vulgare (Barley)"	UniRef90_Q9SDM1	"CHR3V7|COORD:20350684..20351900| LHCA1; chlorophyll binding"	AT3G54890.1	CHR06V5|COORD:12451669..12453198|protein chlorophyll a-b binding protein 6A, chloroplast precursor, putative, expressed	LOC_Os06g21590.2	 no descriptionweakly similar to ( 174)AT3G54890| Symbols: LHCA1 | LHCA1 | chr3:20350859-20351900 REVERSEvery weakly similar to (63.9)CB21_WHEATChlorophyll a-b binding protein, chloroplast precursor - Triticum aestivum (Wheat)Chloroa_b-bind PRK07764 PRK12323 	PS.lightreaction.photosystem II.LHC-II	1_1_1_1

CUST_59165_PI403524517	2	0.13638592	0.117474556	-0.12371349	-0.05525112	-0.15668678	0.055252075	35_16872	"Cluster: Putative replication protein A2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative replication protein A2 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6H7J5	"CHR2V7|COORD:10405731..10407496| ATRPA2/ROR1/RPA2 (REPLICON PROTEIN A); protein binding"	AT2G24490.1	CHR02V5|COORD:25402499..25398544|protein replication factor A, putative, expressed	LOC_Os02g42230.1	" no descriptionvery weakly similar to (82.0)AT2G24490| Symbols: RPA2, ATRPA2, ROR1 | ATRPA2/ROR1/RPA2 (REPLICON PROTEIN A); protein binding | chr2:10405731-10407496 REVERSEnot assigned RFA2 RPA2_DBD_D "	DNA.repair	28_2

CUST_13041_PI399408534	2	0.5187855	0.1907773	0.048705578	-0.14851141	-0.09993076	-0.048705578	35_21076	"Cluster: Zinc finger family protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Zinc finger family protein, putative, expressed - Ory"	UniRef90_Q10L00	CHR3V7|COORD:1376246..1378016| zinc finger (DHHC type) family protein	AT3G04970.2	CHR03V5|COORD:14162432..14166957|protein palmitoyltransferase swf1, putative, expressed	LOC_Os03g24900.2	no descriptionmoderately similar to ( 301)AT3G04970| Symbols:  | zinc finger (DHHC type) family protein | chr3:1376246-1378016 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned COG5273 zf-DHHC	RNA.regulation of transcription.unclassified	27_3_99

CUST_69606_PI403524517	2	-0.1639595	-0.24669647	-0.3791008	0.44119787	1.1638641	0.16395998	35_19916	"Cluster: Putative GPI-anchor transamidase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative GPI-anchor transamidase - Oryza sativa (japonica cultivar-g"	UniRef90_Q6Z6K3	CHR1|COORD:2801078..2804540| GPI-anchor transamidase, putative, similar to SP:P49018 GPI-anchor transamidase (EC 3.-.-.-) (GPI transamidase) {Saccharomyces	AT1G08750.3	CHR02V5|COORD:6672950..6668824|protein GPI-anchor transamidase precursor, putative, expressed	LOC_Os02g12740.1	 no descriptionhighly similar to ( 521)AT1G08750| Symbols:  | GPI-anchor transamidase, putative | chr1:2801286-2804395 FORWARDweakly similar to ( 103)VPEA_ARATHVacuolar-processing enzyme alpha-isozyme precursor - Arabidopsis thaliana (Mouse-ear cress)not assigned not assigned GPI8 Peptidase_C13 	protein.postranslational modification	29_4

CUST_47962_PI403524517	2	-0.0058193207	0.07755661	-0.0058193207	0.0058174133	-0.13582802	0.021942139	35_13716	"Cluster: Elongation factor 1-alpha; n=109; cellular organisms|Rep: Elongation factor 1-alpha - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_P13905	CHR5V7|COORD:24306452..24307901| elongation factor 1-alpha / EF-1-alpha	AT5G60390.1	CHR03V5|COORD:4096033..4098979|protein elongation factor 1-alpha, putative, expressed	LOC_Os03g08060.2	no descriptionmoderately similar to ( 308)AT5G60390| Symbols:  | calmodulin binding / translation elongation factor | chr5:24306452-24307803 FORWARDmoderately similar to ( 330)EF1A_WHEATElongation factor 1-alpha - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned PRK12317 TEF1 EF1_alpha_III GTP_EFTU_D3 Translation_factor_III EF1_alpha_II eRF3c_III GTPBP1 HBS1_C TufB CysN selB_II tufA	protein.synthesis.elongation	29_2_4

CUST_11771_PI403524517	2	-0.026012897	-0.679986	0.21402264	0.12143135	-0.055216312	0.02601242	35_3347	"Cluster: Os05g0274200 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0274200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DJI9	"CHR3V7|COORD:6368157..6372415| MSH2 (MUTS HOMOLOG 2); ATP binding / damaged DNA binding"	AT3G18524.1	CHR05V5|COORD:11168717..11177270|protein DNA mismatch repair protein MSH2, putative, expressed	LOC_Os05g19270.1	" no descriptionhighly similar to ( 521)AT3G18524| Symbols: ATMSH2, MSH2 | MSH2 (MUTS HOMOLOG 2); ATP binding / damaged DNA binding | chr3:6368157-6372415 REVERSEhighly similar to ( 636)MSH2_MAIZEDNA mismatch repair protein MSH2 - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned ABC_MSH2_euk MutS_V PRK05399 MutS MUTSac ABC_MutS1 ABC_MutS_homologs ABC_MSH6_euk ABC_MSH3_euk ABC_MSH4_euk ABC_MSH5_euk ABC_MutS-like ABC_MutS2 ABC_Class2 PRK00409 COG1193 MUTSd ABC_ATPase "	DNA.repair	28_2

CUST_26398_PI399408534	2	-0.0051603317	0.055659294	0.0	0.0	0.011715889	-0.07147217	35_1255	"Cluster: Putative poly(A) binding protein II; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative poly(A) binding protein II - Oryza sativa (japonica"	UniRef90_Q67X81	CHR5V7|COORD:26097727..26100210| polyadenylate-binding protein family protein / PABP family protein	AT5G65260.1	CHR06V5|COORD:6154941..6158887|protein polyadenylate-binding protein 2, putative, expressed	LOC_Os06g11620.1	 no descriptionmoderately similar to ( 204)AT5G65260| Symbols:  | polyadenylate-binding protein family protein / PABP family protein | chr5:26097727-26100210 REVERSEvery weakly similar to (50.1)ROC5_NICSY33 kDa ribonucleoprotein, chloroplast precursor - Nicotiana sylvestris (Wood tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned RRM RRM_1 COG0724 	RNA.processing	27_1

CUST_14308_PI403524517	2	-0.018089294	0.13830948	0.034053802	-0.036859512	-0.008402824	0.008402824	35_4103	"Cluster: Yip1 domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Yip1 domain containing protein, expressed - Oryza sativa (j"	UniRef90_Q10MY7	CHR2V7|COORD:15220441..15221208| integral membrane Yip1 family protein	AT2G36300.1	CHR03V5|COORD:9995530..9998790|protein protein YIP1, putative, expressed	LOC_Os03g17990.1	no descriptionvery weakly similar to (98.6)AT2G36300| Symbols:  | integral membrane Yip1 family protein | chr2:15220441-15221208 REVERSEnot assigned YIP1 Yip1	not assigned.no ontology	35_1

CUST_69363_PI403524517	2	-0.80351543	-0.035098076	0.32864857	0.11745453	-0.22144699	0.035098076	35_19847	"Cluster: Hypothetical protein OSJNBa0016O19.34; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0016O19.34 - Oryza sativa (japonica"	UniRef90_Q69SP9	"CHR2V7|COORD:11208848..11210997| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G63170.1); similar to conserved hypothetical protein [Medicago"	AT2G26310.1	CHR06V5|COORD:5226417..5230646|protein expressed protein	LOC_Os06g10210.2	"no descriptionmoderately similar to ( 254)AT2G26310| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G63170.1); similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE80234.1); contains domain Chalcone isomerase (SSF54626) | chr2:11208848-11210997 FORWARD"	not assigned.unknown	35_2

CUST_13248_PI404877155	2	-0.3766241	0.7959366	0.12084198	0.43323612	-0.17508698	-0.12084198	Contig6946_at	P0671B11.14 [Oryza sativa (japonica cultivar-group)]	NP_914569.1	myb family transcription factor	At3g16350.1	protein Transposable element protein, putative	Os01g09640	NONE	RNA.regulation of transcription.MYB-related transcription factor family	27_3_26

CUST_114885_PI403524517	2	0.044404984	-0.29659176	-0.04440403	0.074020386	0.055560112	-0.04977894	35_32600	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_38280_PI403524517	2	-0.9852853	-0.3533473	2.7589693	0.4922495	0.3533473	-2.230247	35_11017	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_92085_PI403524517	2	-0.008493423	-0.24520588	0.008493423	0.40777588	-0.19460201	0.16049957	35_26332	Rep: H0505F09.1 protein - Oryza sativa (Rice)	UniRef90_Q01JU0	"CHR1V7|COORD:7860149..7865131| ZYP1a; calcium ion binding"	AT1G22260.1	CHR04V5|COORD:22364383..22373860|protein expressed protein	LOC_Os04g37960.1	" no descriptionweakly similar to ( 187)AT1G22260| Symbols: ZYP1, ZYP1a | ZYP1a; calcium ion binding | chr1:7860149-7865131 REVERSESmc "	cell.division	31_2

CUST_68088_PI403524517	2	-0.0169096	-0.016430855	-0.011238098	0.011238098	0.019926071	0.12324715	35_19456	Rep: T12J13.15 protein - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q9S7P2	"CHR3V7|COORD:857020..860112| similar to signal transducer [Arabidopsis thaliana] (TAIR:AT4G40050.1); similar to unknown protein [Oryza sativa (japonica"	AT3G03570.1	CHR09V5|COORD:22933500..22938707|protein expressed protein	LOC_Os09g40000.1	"no descriptionmoderately similar to ( 483)AT3G03570| Symbols:  | similar to signal transducer [Arabidopsis thaliana] (TAIR:AT4G40050.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD54686.1); contains domain FAMILY NOT NAMED (PTHR21243); contains domain SUBFAMILY NOT NAMED (PTHR21243:SF2) | chr3:857020-860112 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07003 PRK07764 Herpes_BLLF1 Pneumo_att_G PRK12678 eIF-4B IER HPC2 DUF566"	not assigned.unknown	35_2

CUST_78065_PI403524517	2	-0.19020844	-0.14658976	0.43627644	0.14659023	0.27853203	-0.22172165	35_22380	"Cluster: Phosphate/phosphoenolpyruvate translocator protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Phosphate/phosphoenolpyruvate translocator pr"	UniRef90_Q6YYC6	CHR3V7|COORD:4815989..4817859| transporter-related	AT3G14410.1	CHR08V5|COORD:1992555..1988139|protein phosphate/phosphoenolpyruvate translocator, putative, expressed	LOC_Os08g04110.1	no descriptionmoderately similar to ( 289)AT3G14410| Symbols:  | transporter-related | chr3:4815989-4817859 REVERSEnot assigned not assigned not assigned	transport.metabolite transporters at the envelope membrane	34_8

CUST_68536_PI403524517	2	0.17808723	-0.19971752	0.15394402	-0.13436317	0.13436317	-0.44615316	35_19604	"Cluster: Hypothetical protein P0698A06.20; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0698A06.20 - Oryza sativa (japonica cultivar-g"	UniRef90_Q69Y57	0	0	CHR06V5|COORD:4686017..4689299|protein tac7077, putative, expressed	LOC_Os06g09320.2	no descriptionnot assigned	not assigned.unknown	35_2

CUST_3108_PI404877155	2	-0.36605072	-0.4980955	0.05887413	0.32349682	0.093379974	-0.05887413	Contig13546_at	sorbitol transporter [Prunus cerasus]	AAO39267.1	mannitol transporter, putative	At3g18830.1	protein sorbitol transporter	Os12g32940	putative sugar transporter/enolase	glycolysis.enolase	4_12

CUST_119923_PI403524517	2	0.20957184	-0.31212807	-0.023797035	0.119053364	0.023797035	-0.6583028	35_33916	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_65684_PI403524517	2	0.02583599	-0.06910992	0.20615005	-0.024808884	0.0	0.0	35_18761	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_8882_PI404877155	2	0.0018043518	-0.35955238	-0.0018043518	0.061442375	-0.05541706	0.110305786	Contig26551_at	OSJNBa0027P08.13 [Oryza sativa (japonica cultivar-group)] ref|XP_472648.1| OSJNBa0027P08.13 [Oryza sativa (japonica cultivar-group)]	CAE02443.2	0	0	protein 6b-interacting protein 1	Os04g36790	NONE	RNA.regulation of transcription.Trihelix, Triple-Helix transcription factor family	27_3_30

CUST_171204_PI403524517	2	0.07269859	0.27461195	-0.07269907	-0.18110085	-0.15709257	0.32478094	35_47690	"Cluster: DEAD-box ATP-dependent RNA helicase 22; n=1; Arabidopsis thaliana|Rep: DEAD-box ATP-dependent RNA helicase 22 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q944S1	CHR1V7|COORD:22094034..22096550| DEAD/DEAH box helicase, putative (RH22)	AT1G59990.1	CHR02V5|COORD:3353562..3354820|protein early nodulin 20 precursor, putative, expressed	LOC_Os02g06670.1	 no descriptionvery weakly similar to (94.4)AT1G59990| Symbols:  | DEAD/DEAH box helicase, putative (RH22) | chr1:22094034-22096550 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned SrmB DEADc PRK11634 PRK07764 Protamine_P1 PRK11192 	DNA.synthesis/chromatin structure	28_1

CUST_17027_PI404877155	2	0.008306503	0.5622177	-0.008306503	-0.20434189	-0.13360023	0.043813705	HS08C16u_x_at	0	0	0	0	0	0	zinc-finger protein	RNA.regulation of transcription.AP2/EREBP, APETALA2/Ethylene-responsive element binding protein family	27_3_03

CUST_46804_PI403524517	2	0.02198553	-0.44483376	0.14612198	0.023700237	-0.021985054	-0.43867636	35_13402	"Cluster: Putative ribosomal RNA apurinic site specific lyase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ribosomal RNA apurinic site specific lya"	UniRef90_Q69PU6	CHR5V7|COORD:677118..678905| F-box family protein	AT5G02910.1	CHR07V5|COORD:10306677..10304067|protein ribosomal RNA apurinic site specific lyase, putative, expressed	LOC_Os07g17460.1	no descriptionvery weakly similar to (60.5)AT5G02910| Symbols:  | F-box family protein | chr5:677118-678905 FORWARD	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_20497_PI403524517	2	0.04448986	0.065425396	-0.086271286	0.23143196	-0.044490337	-0.18374777	35_5948	"Cluster: Glycosyl transferase family 8 protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Glycosyl transferase family 8 protein, expressed - O"	UniRef90_Q10Q30	"CHR5V7|COORD:5021436..5024171| GAUT14 (Galacturonosyltransferase 14); polygalacturonate 4-alpha-galacturonosyltransferase/ transferase,"	AT5G15470.1	CHR03V5|COORD:5814281..5808028|protein transferase, transferring glycosyl groups, putative, expressed	LOC_Os03g11330.1	" no descriptionmoderately similar to ( 403)AT5G15470| Symbols: GAUT14 | GAUT14 (Galacturonosyltransferase 14); polygalacturonate 4-alpha-galacturonosyltransferase/ transferase, transferring glycosyl groups / transferase, transferring hexosyl groups | chr5:5021436-5024171 REVERSEGlyco_transf_8 "	misc.UDP glucosyl and glucoronyl transferases	26_2

CUST_65461_PI403524517	2	0.03186989	0.0013437271	0.026435852	-0.017418861	-0.06112671	-0.0013437271	35_18690	"Cluster: Endomembrane protein 70 containing protein, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Endomembrane protein 70 containing protein, exp"	UniRef90_Q2QWZ9	CHR1V7|COORD:3659322..3663622| endomembrane protein 70, putative	AT1G10950.1	CHR11V5|COORD:4072807..4079376|protein transmembrane 9 superfamily protein member 3 precursor, putative, expressed	LOC_Os11g07910.2	 no descriptionmoderately similar to ( 355)AT1G10950| Symbols:  | endomembrane protein 70, putative | chr1:3659322-3663622 FORWARDnot assigned not assigned EMP70 	not assigned.no ontology	35_1

CUST_124983_PI403524517	2	-0.1812973	-0.65183353	-0.0038175583	0.003818512	0.18350697	0.06629658	35_35215	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_160189_PI403524517	2	-0.36078596	0.08230686	-0.41536617	0.20731354	-0.08230686	0.11583996	35_44701	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_78153_PI403524517	2	-0.16111946	0.22423077	-0.033519745	-0.1955061	0.0335207	0.29325676	35_22403	"Cluster: BRCA1 C Terminus domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: BRCA1 C Terminus domain containing protein, exp"	UniRef90_Q2R9I2	"CHR1V7|COORD:29061634..29067604| MEI1 (MEIOSIS DEFECTIVE 1); transcription coactivator"	AT1G77320.1	CHR11V5|COORD:4610058..4618167|protein MEI1 protein, putative, expressed	LOC_Os11g08660.1	"no descriptionmoderately similar to ( 207)AT1G77320| Symbols: MEI1 | MEI1 (MEIOSIS DEFECTIVE 1); transcription coactivator | chr1:29061634-29067604 FORWARDnot assigned not assigned BRCT BRCT BRCT"	not assigned.no ontology	35_1

CUST_2985_PI403524517	2	0.1671772	-0.08456516	0.16447067	-0.10050297	0.0154562	-0.0154562	35_814	"Cluster: Os06g0124900 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os06g0124900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DF13	0	0	CHR06V5|COORD:1340457..1343548|protein expressed protein	LOC_Os06g03486.1	no description	not assigned.unknown	35_2

CUST_112374_PI403524517	2	0.04873848	-0.22706032	0.024974823	-0.024974823	0.19364834	-0.10002899	35_31904	"Cluster: 40S ribosomal protein S3a; n=5; Oryza sativa|Rep: 40S ribosomal protein S3a - Oryza sativa (Rice)"	UniRef90_P49397	CHR4V7|COORD:16548729..16550227| 40S ribosomal protein S3A (RPS3aB)	AT4G34670.1	CHR12V5|COORD:12271705..12267718|protein 40S ribosomal protein S3a, putative, expressed	LOC_Os12g21798.1	no descriptionmoderately similar to ( 240)AT4G34670| Symbols:  | 40S ribosomal protein S3A (RPS3aB) | chr4:16548729-16550227 FORWARDmoderately similar to ( 259)RS3A_ORYSAnot assigned Ribosomal_S3Ae RPS1A PRK04057	protein.synthesis.misc ribososomal protein	29_2_2

CUST_161666_PI403524517	2	-0.13196945	-0.027636528	-0.029719353	0.25532913	0.17841339	0.027636528	35_45097	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_10819_PI404877155	2	-0.018852234	-0.57176685	0.01885128	0.18985271	0.38471794	-0.036312103	Contig4569_at	sulfite reductase (ferredoxin) (EC 1.8.7.1) sir precursor - maize dbj|BAA23641.1| ferredoxin-sulfite reductase precursor [Zea mays]	T01695	sulfite reductase / ferredoxin (SIR)	At5g04590.1	protein sulfite reductase, ferredoxin dependent	Os05g42350	NONE	S-assimilation.sulfite redox	14_03

CUST_19509_PI399408534	2	0.19852543	-0.066675186	0.066675186	-0.28367472	0.12332249	-0.3143406	35_44336	"Cluster: Os02g0276900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os02g0276900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E228	CHR4V7|COORD:14341146..14344581| ethylene-responsive family protein	AT4G29100.1	CHR02V5|COORD:10189199..10181424|protein helix-loop-helix DNA-binding, putative, expressed	LOC_Os02g17680.1	no descriptionweakly similar to ( 161)AT4G29100| Symbols:  | ethylene-responsive family protein | chr4:14341146-14344581 FORWARD	hormone metabolism.ethylene.induced-regulated-responsive-activated	17_5_3

CUST_113324_PI403524517	2	0.53435755	0.20481873	-0.22962189	-0.09403801	0.09403801	-0.28143024	35_32167	"Cluster: Hypothetical protein P0778G11.12; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0778G11.12 - Oryza sativa (japonica cultivar-g"	UniRef90_Q651H6	"CHR3V7|COORD:4141336..4142481| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G56020.1); similar to Os02g0165500 [Oryza sativa (japonica"	AT3G12970.1	CHR06V5|COORD:28019403..28017050|protein expressed protein	LOC_Os06g46250.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned TT_ORF1	not assigned.unknown	35_2

CUST_81200_PI403524517	2	0.06814957	0.6510744	0.21851015	-0.30509424	-0.06814909	-0.13467741	35_23293	"Cluster: Hypothetical protein OSJNBa0027N13.128; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0027N13.128 - Oryza sativa"	UniRef90_Q7EY96	"CHR1V7|COORD:278759..282490| similar to Protein of unknown function DUF1446 [Rhodospirillum rubrum ATCC 11170] (GB:YP_426562.1); similar to Os07g0457300 [Oryza"	AT1G01770.1	CHR07V5|COORD:15911178..15916205|protein propionyl-CoA carboxylase, putative, expressed	LOC_Os07g27350.1	"no descriptionweakly similar to ( 153)AT1G01770| Symbols:  | similar to Protein of unknown function DUF1446 [Rhodospirillum rubrum ATCC 11170] (GB:YP_426562.1); similar to Os07g0457300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001059563.1); contains InterPro domain Protein of unknown function DUF1446; (InterPro:IPR010839) | chr1:278759-282490 FORWARD"	not assigned.unknown	35_2

CUST_61747_PI403524517	2	-0.3011942	0.045045376	-0.0450449	0.096526146	-0.6525459	0.08357382	35_17620	"Cluster: Putative pp70 ribosomal protein S6 kinase; n=1; Avena sativa|Rep: Putative pp70 ribosomal protein S6 kinase - Avena sativa (Oat)"	UniRef90_Q43380	CHR3|COORD:2648518..2650991| serine/threonine protein kinase (PK19), identical to serine/threonine-protein kinase AtPK19 (Ribosomal-protein S6 kinase homolog)	AT3G08720.2	CHR03V5|COORD:12323174..12319013|protein serine/threonine-protein kinase AtPK19, putative, expressed	LOC_Os03g21620.1	" no descriptionhighly similar to ( 587)AT3G08720| Symbols: ATS6K2, S6K2, ATPK19, ATPK2 | ATPK19/ATPK2 (ARABIDOPSIS THALIANA SERINE/THREONINE PROTEIN KINASE 19, ARABIDOPSIS THALIANA SERINE/THREONINE PROTEIN KINASE 2); kinase | chr3:2648631-2650413 REVERSEweakly similar to ( 155)CIPK1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase SPS1 Pkinase_Tyr TyrKc PTKc PTKc_Csk_like PTKc_FAK PTKc_Ack_like PTKc_Tec_Rlk PTKc_Tec_like PTKc_Jak_rpt2 PTKc_Src_like PTKc_Srm_Brk PTKc_Chk PTKc_Btk_Bmx PTKc_Frk_like PTKc_Fes_like PTKc_EGFR_like PTKc_Syk_like PTKc_EphR PTKc_Csk PTKc_InsR_like PTKc_Fer PTKc_Lck_Blk PTKc_Itk PTKc_Src PTKc_Fes PTKc_Tyk2_rpt2 PTKc_Trk PTKc_PDGFR PTKc_Abl PTKc_Fyn_Yrk PTKc_Jak2_Jak3_rpt2 PTKc_EphR_A PTKc_Tyro3 NB-ARC PTKc_Lyn PTKc_EphR_B PTKc_Syk PTKc_Yes PTKc_HER4 PTKc_Zap-70 PTKc_Hck PTKc_c-ros PTKc_FGFR PTK_CCK4 PTKc_Jak1_rpt2 PTKc_EGFR PTKc_Ror PTKc_RET PTKc_VEGFR2 PTKc_VEGFR PTKc_Tie1 PTKc_TrkA PTKc_Tie2 PTKc_FGFR2 PTKc_Axl_like PTKc_ALK_LTK PTKc_Tie PTKc_TrkB PTKc_CSF-1R PTKc_EphR_A2 PTKc_TrkC PTK_Ryk PTKc_HER2 PTKc_Met_Ron S_TK_X PTKc_FGFR4 PTKc_Ror1 PTKc_EphR_A10 PTKc_VEGFR3 PTKc_Aatyk PTKc_FGFR1 PTKc_Musk PTKc_Axl PTKc_Kit PTKc_PDGFR_alpha PTKc_FGFR3 PTK_HER3 PTKc_Aatyk2 PTKc_PDGFR_beta Pkinase_C PTKc_DDR_like "	protein.postranslational modification	29_4

CUST_111675_PI403524517	2	0.11048937	-0.038609505	-0.06684446	-0.004412651	0.004412174	0.08325148	35_31707	"Cluster: Os06g0548100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0548100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DBN3	CHR5V7|COORD:23551169..23556691| actin binding	AT5G58160.1	CHR06V5|COORD:20743699..20734928|protein retrotransposon protein, putative, Ty1-copia subclass, expressed	LOC_Os06g35550.1	no descriptionnot assigned not assigned not assigned not assigned not assigned FAP Extensin_2	not assigned.unknown	35_2

CUST_7085_PI399408534	2	-0.11305714	0.06689167	0.16177654	0.12212372	-0.06689072	-0.073135376	35_39835	"Cluster: Calmodulin-2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Calmodulin-2 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q948R0	"CHR1V7|COORD:24778094..24779448| CAM4 (CALMODULIN 4); calcium ion binding"	AT1G66410.1	CHR12V5|COORD:25429011..25429896|protein calmodulin, putative, expressed	LOC_Os12g41110.1	" no descriptionweakly similar to ( 171)AT5G37780| Symbols: CAM1, TCH1, ACAM-1 | CAM1 (CALMODULIN 1); calcium ion binding | chr5:15021999-15023347 REVERSEweakly similar to ( 172)CALM_WHEATCalmodulin - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned FRQ1 EFh "	signalling.calcium	30_3

CUST_26026_PI403524517	2	-0.0034513474	-0.22953701	0.1724186	-0.0765152	0.0034513474	0.13164234	35_7541	"Cluster: Hypothetical protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QY36	CHR5V7|COORD:2869557..2870380| similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABG22350.1)	AT5G09225.1	CHR11V5|COORD:1695099..1693474|protein expressed protein	LOC_Os11g04174.1	no descriptionvery weakly similar to (68.2)AT5G09225| Symbols:  | similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABG22350.1) | chr5:2869557-2870380 REVERSE	not assigned.unknown	35_2

CUST_9468_PI403524517	2	0.2254386	0.08679485	-0.062318325	0.062318325	-0.25762463	-0.12577772	35_2662	"Cluster: Putative 5'-phosphoribosyl-5-aminoimidazole synthetase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative 5'-phosphoribosyl-5-aminoimidazole sy"	UniRef90_Q850Z8	CHR3|COORD:20397614..20399783| phosphoribosylformylglycinamidine cyclo-ligase, chloroplast / phosphoribosyl-aminoimidazole synthetase /	AT3G55010.2	CHR03V5|COORD:34865640..34862796|protein phosphoribosylformylglycinamidine cyclo-ligase,chloroplast/mitochondrial precursor,	LOC_Os03g61600.1	 no descriptionvery weakly similar to (69.3)AT3G55010| Symbols: ATPURM, PUR5 | phosphoribosylformylglycinamidine cyclo-ligase, chloroplast / phosphoribosyl-aminoimidazole synthetase / AIR synthase (PUR5) | chr3:20397795-20399526 FORWARDvery weakly similar to (68.2)PUR5_VIGUNPhosphoribosylformylglycinamidine cyclo-ligase, chloroplast/mitochondrial precursor - Vigna unguiculata (Cowpea)not assigned PRK05385 PurM 	nucleotide metabolism.synthesis.purine.AIR synthase	23_1_2_5

CUST_11817_PI399408534	2	0.15728664	0.06872749	-0.12958145	0.17604446	-0.33398056	-0.06872749	35_16176	Rep: Pyruvate dehydrogenase kinase isoform 2 - Zea mays (Maize)	UniRef90_O82424	"CHR3V7|COORD:1990733..1992587| PDK (PYRUVATE DEHYDROGENASE KINASE); ATP binding / [pyruvate dehydrogenase (lipoamide)] kinase"	AT3G06483.1	CHR07V5|COORD:26483619..26479551|protein protein kinase, mitochondrial precursor, putative, expressed	LOC_Os07g44330.2	"no descriptionhighly similar to ( 529)AT3G06483| Symbols: PDK | PDK (PYRUVATE DEHYDROGENASE KINASE); ATP binding / [pyruvate dehydrogenase (lipoamide)] kinase | chr3:1990733-1992587 REVERSEnot assigned HATPase_c HATPase_c HATPase_c BaeS KdpD PRK11091"	signalling.in sugar and nutrient physiology.pyruvate dehydrogenase kinase	30_1_2

CUST_15329_PI403524517	2	0.14583397	0.31474113	0.008379936	-0.08973694	-0.14761448	-0.008379936	35_4423	"Cluster: Os01g0939600 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0939600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JG64	"CHR2V7|COORD:17333879..17335732| GPDHC1; glycerol-3-phosphate dehydrogenase (NAD+)"	AT2G41540.3	CHR01V5|COORD:41572437..41576776|protein glycerol-3-phosphate dehydrogenase, putative, expressed	LOC_Os01g71280.1	"no descriptionmoderately similar to ( 489)AT2G41540| Symbols: GPDHC1 | GPDHC1; glycerol-3-phosphate dehydrogenase (NAD+) | chr2:17333879-17335732 FORWARDnot assigned NAD_Gly3P_dh_C GpsA gpsA PRK12439"	lipid metabolism.glyceral metabolism.Glycerol-3-phosphate dehydrogenase (NAD+)	11_5_2

CUST_1000_PI403524517	2	-0.1322918	-0.07715988	0.05731201	0.1667881	0.21758461	-0.05731392	35_265	Rep: PZE40 protein - Hordeum vulgare (Barley)	UniRef90_Q06804	CHR3V7|COORD:2889743..2890194| MT2A (METALLOTHIONEIN 2A)	AT3G09390.1	CHR05V5|COORD:583802..584913|protein metallothionein-like protein type 2, putative, expressed	LOC_Os05g02070.4	no descriptionnot assigned not assigned Metallothio_2 PRK07764 PRK07003 PRK12323 Protamine_P1 Metallothio_PEC	not assigned.unknown	35_2

CUST_16903_PI404877155	2	0.09046936	-0.44842148	-0.09276581	0.08445454	0.029183388	-0.029182434	HM12O22r_s_at	putative succinate dehydrogenase flavoprotein alpha subunit [Oryza sativa (japonica cultivar-group)]	BAC83515.1	succinate dehydrogenase (ubiquinone) flavoprotein subunit, mitochondrial / flavoprotein subunit of complex II	At5g66760.1	protein succinate dehydrogenase, flavoprotein subunit	Os07g04240	putative succinate dehydrogenase flavoprotein alpha subunit	TCA / org. transformation.TCA.succinate dehydrogenase	8_1_07

CUST_36660_PI403524517	2	0.52389765	1.0294447	0.18965673	-0.18965626	-1.0497856	-0.38534975	35_10567	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_171507_PI403524517	2	0.23222351	0.70377064	0.20623589	-0.23878574	-0.20836067	-0.20623493	35_47791	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_46509_PI403524517	2	0.08179474	0.70220566	-0.02069664	-0.07090378	0.020697594	-0.024048805	35_13321	Rep: OSIGBa0106G07.11 protein - Oryza sativa (Rice)	UniRef90_Q01IX3	CHR1V7|COORD:26622066..26623822| F-box family protein	AT1G70590.1	CHR04V5|COORD:23607513..23609887|protein sel1-like repeat, putative, expressed	LOC_Os04g40030.1	no descriptionweakly similar to ( 183)AT1G70590| Symbols:  | F-box family protein | chr1:26622066-26623822 FORWARDnot assigned COG0790 SEL1	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_22208_PI403524517	2	0.06541538	-0.42541695	0.19201183	0.008865356	-0.12335873	-0.008864403	35_6452	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_56282_PI403524517	2	-0.03571987	-0.098487854	-0.010322571	0.05988407	0.043652534	0.0103235245	35_16022	Rep: OSIGBa0125J07.5 protein - Oryza sativa (Rice)	UniRef90_Q01MF9	CHR1V7|COORD:30074916..30078130| heat shock protein binding / unfolded protein binding	AT1G79940.2	CHR04V5|COORD:13810024..13816547|protein heat shock protein binding protein, putative, expressed	LOC_Os04g24180.2	no descriptionhighly similar to ( 909)AT1G79940| Symbols:  | heat shock protein binding / unfolded protein binding | chr1:30074916-30078130 FORWARDvery weakly similar to (65.1)DNJH_CUCSADnaJ protein homolog - Cucumis sativus (Cucumber)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned SEC63 SEC63 Sec63 DnaJ DnaJ DnaJ PRK10767 CbpA PRK10266	stress.abiotic.heat	20_2_1

CUST_5498_PI404877155	2	0.06203842	0.46938133	0.00349617	-0.049606323	-0.14796972	-0.0034971237	Contig17276_at	putative ABC transporter [Oryza sativa (japonica cultivar-group)] dbj|BAC99430.1| putative ABC transporter [Oryza sativa (japonica cultivar-	BAC99368.1	ABC transporter family protein	At5g61700.1	protein probable ABC-type transport protein T23J7.110 - Arabidopsis thaliana	Os08g30770	ABC transporter family protein	transport.ABC transporters and multidrug resistance systems	34_16

CUST_104955_PI403524517	2	-0.010313034	-0.36585426	-0.23315811	0.22986317	0.16275024	0.010313034	35_29902	0	0	CHR5V7|COORD:15457074..15460237| protein kinase family protein	AT5G38560.1	CHR04V5|COORD:17320614..17316052|protein transposon protein, putative, CACTA, En/Spm sub-class	LOC_Os04g29440.1	no description	not assigned.unknown	35_2

CUST_88064_PI403524517	2	0.45142317	0.06872177	-0.04266119	-0.1980772	0.042661667	-0.15279055	35_25211	"Cluster: Cyclic nucleotide-gated ion channel 2; n=2; Hordeum vulgare subsp. vulgare|Rep: Cyclic nucleotide-gated ion channel 2 - Hordeum vulgare var. distichum"	UniRef90_Q4VDM4	"CHR5V7|COORD:5003463..5006766| DND1 (DEFENSE NO DEATH 1); calmodulin binding / cation channel/ cyclic nucleotide binding / inward rectifier potassium channel"	AT5G15410.1	CHR03V5|COORD:31283883..31289785|protein cyclic nucleotide-gated ion channel 2, putative, expressed	LOC_Os03g55100.1	" no descriptionweakly similar to ( 200)AT5G15410| Symbols: ATCNGC2, CNGC2, DND1 | DND1 (DEFENSE NO DEATH 1); calmodulin binding / cation channel/ cyclic nucleotide binding / inward rectifier potassium channel | chr5:5003463-5006766 REVERSEnot assigned "	transport.cyclic nucleotide or calcium regulated channels	34_22

CUST_31500_PI399408534	2	0.06987858	0.21075821	0.036026955	-0.09665394	-0.18351269	-0.036026955	35_45601	Rep: Ca2+ binding protein cbp1 - Triticum aestivum (Wheat)	UniRef90_Q0IKM2	CHR1V7|COORD:24366045..24369674| calcium-binding EF hand family protein	AT1G65540.1	CHR02V5|COORD:23869012..23860526|protein calcium-binding mitochondrial protein Anon-60Da, putative, expressed	LOC_Os02g39550.3	no descriptionvery weakly similar to (91.7)AT1G65540| Symbols:  | calcium-binding EF hand family protein | chr1:24366045-24369674 REVERSE	signalling.calcium	30_3

CUST_120020_PI403524517	2	0.035284996	0.063955784	-0.056217194	-0.035284996	-0.15585709	0.057766438	35_33941	"Cluster: GTP-binding protein, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: GTP-binding protein, putative, expressed - Oryza sativa (jap"	UniRef90_Q33B74	CHR5V7|COORD:25928062..25929851| GTP-binding protein-related	AT5G64813.1	CHR10V5|COORD:2167342..2162756|protein RAB, member of RAS oncogene family-like 3, putative, expressed	LOC_Os10g04580.2	no description	not assigned.unknown	35_2

CUST_94758_PI403524517	2	0.03461027	-0.2573967	0.16532946	-0.03461027	0.1293354	-0.36156893	35_27085	"Cluster: Putative arp3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative arp3 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K908	"CHR1V7|COORD:4495391..4498201| DIS1 (DISTORTED TRICHOMES 1); structural constituent of cytoskeleton"	AT1G13180.1	CHR02V5|COORD:23171603..23176292|protein actin-like protein 3, putative, expressed	LOC_Os02g38340.1	" no descriptionweakly similar to ( 136)AT1G13180| Symbols: ARP3, ATARP3, DIS1 | DIS1 (DISTORTED TRICHOMES 1); structural constituent of cytoskeleton | chr1:4495391-4498201 FORWARDnot assigned not assigned not assigned not assigned ACTIN ACTIN COG5277 Actin "	cell.organisation	31_1

CUST_16677_PI403524517	2	0.048026085	-0.06298828	-0.15385151	0.01591587	0.009334564	-0.009334564	35_4815	"Cluster: Hypothetical protein OJ1656_A11.19; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1656_A11.19 - Oryza sativa (japonica cultiv"	UniRef90_Q8S9Z3	"CHR1V7|COORD:5675918..5678679| SR45 (arginine/serine-rich 45); RNA binding"	AT1G16610.2	CHR01V5|COORD:43064788..43062840|protein chloroplast outer envelope 24 kD protein, putative, expressed	LOC_Os01g73780.1	no descriptionnot assigned not assigned PRK12323 PRK07764	not assigned.unknown	35_2

CUST_18894_PI404877155	2	-0.0012645721	-0.37184525	-0.11824989	0.046319008	0.14584446	0.0012636185	HW08D08u_x_at	0	0	0	0	0	0	NONE	OPP.electron transfer	7_3

CUST_33046_PI403524517	2	-0.020098686	0.020098686	0.12356663	-0.07731056	-0.25787544	0.06241417	35_9529	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_11762_PI403524517	2	-0.0103302	0.092437744	0.042321205	-0.13654041	-0.02226162	0.010331154	35_3345	Rep: Thiol oxidoreductase - Zea mays (Maize)	UniRef90_Q5EUC0	"CHR2V7|COORD:139456..142140| ATQSOX2 (QUIESCIN-SULFHYDRYL OXIDASE 2); thiol-disulfide exchange intermediate"	AT2G01270.1	CHR05V5|COORD:27395793..27390774|protein OsQSOXL1 - Oryza sativa quiescin-sulfhydryl oxidase-like, expressed	LOC_Os05g47930.3	"no descriptionhighly similar to ( 552)AT2G01270| Symbols: ATQSOX2 | ATQSOX2 (QUIESCIN-SULFHYDRYL OXIDASE 2); thiol-disulfide exchange intermediate | chr2:139456-142140 FORWARDvery weakly similar to (58.9)PDIA6_MEDSAProbable protein disulfide-isomerase A6 precursor - Medicago sativa (Alfalfa)not assigned not assigned not assigned not assigned not assigned not assigned PDI_a_QSOX PDI_a_family PDI_a_ERp38 Thioredoxin PDI_a_MPD1_like PDI_a_PDIR PDI_a_ERp46 Evr1_Alr PDI_a_P5 PDI_a_PDI_a'_C PDI_a_ERdj5_C ERV1"	redox.thioredoxin	21_1

CUST_22620_PI399408534	2	-0.16590834	0.09799957	0.026061535	0.05356407	-0.026062012	-0.17851305	35_20278	"Cluster: Os05g0132500 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0132500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DL00	CHR3V7|COORD:972197..975908| EDA30 (embryo sac development arrest 30)	AT3G03810.1	CHR05V5|COORD:1873935..1867860|protein auxin-independent growth promoter protein, putative, expressed	LOC_Os05g04190.2	no descriptionmoderately similar to ( 409)AT3G03810| Symbols: EDA30 | EDA30 (embryo sac development arrest 30) | chr3:972197-975908 REVERSEDUF246	hormone metabolism.auxin.induced-regulated-responsive-activated	17_2_3

CUST_5687_PI399408534	2	0.03041172	-0.11724186	0.25177002	-0.20013523	0.1003046	-0.030412674	35_44813	"Cluster: Putative RNA helicase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative RNA helicase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q650T9	"CHR5V7|COORD:24997768..25001105| PRH75 (plant RNA helicase 75); ATP-dependent helicase"	AT5G62190.1	CHR09V5|COORD:20342305..20346746|protein nucleolar RNA helicase 2, putative, expressed	LOC_Os09g34910.1	"no descriptionmoderately similar to ( 294)AT5G62190| Symbols: PRH75 | PRH75 (plant RNA helicase 75); ATP-dependent helicase | chr5:24997768-25001105 REVERSEmoderately similar to ( 284)RH7_SPIOLDEAD-box ATP-dependent RNA helicase 7 - Spinacia oleracea (Spinach)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned SrmB PRK11776 PRK11192 PRK11634 PRK10590 PRK04537 PRK04837 PRK01297 HELICc DEADc Helicase_C HELICc Lhr DEAD MPH1 SSL2 RecQ DEXDc UvrB"	RNA.processing.RNA helicase	27_1_2

CUST_106452_PI403524517	2	-0.05711937	1.1358213	0.05048752	-0.14753151	-0.05048752	0.10118675	35_30298	"Cluster: Trans-acting transcriptional protein ICP0; n=2; Bovine herpesvirus 1|Rep: Trans-acting transcriptional protein ICP0 - Bovine herpesvirus 1.1 (strain Ju"	UniRef90_P29128		0	CHR12V5|COORD:7956482..7955709|protein ligA, putative	LOC_Os12g14000.1	no description	not assigned.unknown	35_2

CUST_544_PI404877155	2	0.005955696	0.16801262	-0.005955696	-0.01993084	0.04104805	-0.06940174	Contig10463_at	2-phosphoglycerate kinase-related [Arabidopsis thaliana]	NP_974387.1	2-phosphoglycerate kinase-related	At3g45090.2	protein hypothetical protein	Os02g57400	gi|11290092|pir||T47449 hypothetical protein T14D3.30	glycolysis.PK	4_13

CUST_81192_PI403524517	2	-0.019479752	-0.30969048	-0.07775879	0.06669426	0.21304417	0.019479752	35_23289	Rep: At1g15070/F9L1_1 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q8RX69	"CHR1V7|COORD:5184048..5186851| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G73750.1); similar to Os01g0692600 [Oryza sativa (japonica"	AT1G15060.1	CHR01V5|COORD:28904947..28910543|protein expressed protein	LOC_Os01g49760.1	"no descriptionmoderately similar to ( 481)AT1G15060| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G73750.1); similar to Os01g0692600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001043943.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD82496.1); contains InterPro domain Esterase/lipase/thioesterase; (InterPro:IPR000379) | chr1:5184048-5186851 REVERSEnot assigned PhaC"	not assigned.unknown	35_2

CUST_1452_PI399408534	2	0.040744305	0.73109627	0.31539726	-0.14965534	-0.590765	-0.04074478	35_24127	"Cluster: Os08g0518400 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os08g0518400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J4E8	CHR1V7|COORD:1709795..1713244| leucine-rich repeat protein kinase, putative	AT1G05700.1	CHR08V5|COORD:25602723..25610337|protein senescence-induced receptor-like serine/threonine-protein kinase precursor, putative	LOC_Os08g40650.1	 no descriptionweakly similar to ( 161)AT1G05700| Symbols:  | leucine-rich repeat protein kinase, putative | chr1:1709795-1713244 FORWARDvery weakly similar to (80.5)NORK_PEANodulation receptor kinase precursor - Pisum sativum (Garden pea)not assigned 	signalling.receptor kinases.misc	30_2_99

CUST_46261_PI403524517	2	0.26988983	0.23291159	-0.16041183	-0.4327736	0.14870071	-0.14870071	35_13251	"Cluster: Os12g0577000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os12g0577000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IMD4	"CHR1V7|COORD:5188075..5189471| ATPAP2 (PHOSPHATIDIC ACID PHOSPHATASE 2); phosphatidate phosphatase"	AT1G15080.1	CHR01V5|COORD:28931910..28935061|protein lipid phosphate phosphatase 3, chloroplast precursor, putative, expressed	LOC_Os01g49820.2	no descriptionvery weakly similar to (74.7)AT2G44710| Symbols:  | RNA recognition motif (RRM)-containing protein | chr2:18439977-18443704 FORWARDnot assigned not assigned not assigned not assigned RRM RRM_1	misc.acid and other phosphatases	26_13

CUST_52623_PI403524517	2	0.002532959	0.54831696	-0.0025320053	-0.28724003	-0.36001205	0.0033807755	35_14988	Rep: Expressed protein - Oryza sativa (japonica cultivar-group)	UniRef90_Q75LK9	0	0	CHR03V5|COORD:30850477..30852617|protein expressed protein	LOC_Os03g53890.1	no description	not assigned.unknown	35_2

CUST_22647_PI403524517	2	0.045139313	-0.2710476	0.0067043304	-0.107626915	0.0066480637	-0.00664711	35_6575	"Cluster: Proteophosphoglycan ppg3, putative; n=1; Leishmania major strain Friedlin|Rep: Proteophosphoglycan ppg3, putative - Leishmania major strain Friedlin"	UniRef90_Q4FX64	0	0	CHR01V5|COORD:554817..550824|protein ATP binding protein, putative, expressed	LOC_Os01g02040.2	no description	not assigned.unknown	35_2

CUST_100160_PI403524517	2	0.28030777	0.021741867	-0.021740913	-0.13030434	0.023525238	-0.22744179	35_28595	Rep: Shaggy-related protein kinase gamma - Oryza sativa (Rice)	UniRef90_Q7GC12	"CHR5V7|COORD:9399585..9401842| ATSK11 (Arabidopsis thaliana SHAGGY-related kinase 11); protein kinase"	AT5G26751.1	CHR01V5|COORD:8326506..8330854|protein glycogen synthase kinase-3 homolog MsK-3, putative, expressed	LOC_Os01g14860.3	"no descriptionweakly similar to ( 128)AT5G26751| Symbols: ATSK11 | ATSK11 (Arabidopsis thaliana SHAGGY-related kinase 11); protein kinase | chr5:9399585-9401842 REVERSEweakly similar to ( 132)MSK1_TOBACShaggy-related protein kinase NtK-1 - Nicotiana tabacum (Common tobacco)"	protein.postranslational modification	29_4

CUST_167592_PI403524517	2	0.2188797	0.25252533	-0.0031404495	-0.04005909	-0.020866394	0.0031394958	35_46682	"Cluster: Zinc knuckle family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Zinc knuckle family protein, expressed - Oryza sativa (japonic"	UniRef90_Q2R394		0	CHR11V5|COORD:18829542..18833998|protein zinc knuckle family protein, expressed	LOC_Os11g32720.1	no description	not assigned.unknown	35_2

CUST_2895_PI404877155	2	0.036813736	-0.11782169	0.061136246	-0.0068502426	0.0068502426	-0.06674099	Contig1330_at	calmodulin TaCaM2-2 gb|AAC49583.1| calmodulin TaCaM2-3	AAC49582.1	calmodulin-7 (CAM7)	At3g43810.1	protein calmodulin.	Os07g48780	calmodulin TaCaM2-3	signalling.calcium	30_3

CUST_7512_PI404877155	2	-0.17282867	-1.0875816	0.008846283	0.30891228	0.35127544	-0.008846283	Contig2189_at	phosphoethanolamine methyltransferase [Triticum aestivum]	AAL40895.1	phosphoethanolamine N-methyltransferase 2, putative (NMT2)	At1g48600.2	protein expressed protein	Os05g47540	NONE	amino acid metabolism.aspartate family.misc.homocysteine.synthesis	13_1_3_6_2

CUST_17470_PI403524517	2	0.053290367	0.25346184	-0.035738945	0.020765305	-0.102155685	-0.02076435	35_5046	"Cluster: Plus agglutinin; n=1; Chlamydomonas reinhardtii|Rep: Plus agglutinin - Chlamydomonas reinhardtii"	UniRef90_Q6SSE6	CHR4V7|COORD:10275928..10278502| leucine-rich repeat family protein / extensin family protein	AT4G18670.1	CHR03V5|COORD:20523944..20527257|protein ATP binding protein, putative, expressed	LOC_Os03g37120.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Atrophin-1 Tymo_45kd_70kd PRK12323 PRK07764 Extensin_2 PRK05648 DUF1421 Drf_FH1	not assigned.unknown	35_2

CUST_2677_PI399408534	2	-1.8192682	1.5996494	0.8275051	0.123716354	-0.3394451	-0.123716354	35_38289	Rep: HVA22-like protein e - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q9FED2	CHR5V7|COORD:20650668..20651728| ATHVA22E (Arabidopsis thaliana HVA22 homologue E)	AT5G50720.1	CHR08V5|COORD:22863702..22865062|protein protein HVA22, putative, expressed	LOC_Os08g36440.1	no descriptionvery weakly similar to (99.8)AT5G50720| Symbols: ATHVA22E | ATHVA22E (Arabidopsis thaliana HVA22 homologue E) | chr5:20650668-20651728 REVERSEweakly similar to ( 143)HVA22_HORVUProtein HVA22 - Hordeum vulgare (Barley)not assigned TB2_DP1_HVA22	hormone metabolism.abscisic acid.induced-regulated-responsive-activated	17_1_3

CUST_59752_PI403524517	2	0.091174126	-0.15922928	0.06570244	-0.06570339	0.10235405	-0.3156519	35_17036	"Cluster: Transposon protein, putative, CACTA, En/Spm sub-class, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Transposon protein, putative, CACTA,"	UniRef90_Q10RM6	CHR2V7|COORD:7349951..7354134| RNA recognition motif (RRM)-containing protein	AT2G16940.1	CHR03V5|COORD:2910664..2901949|protein splicing factor, putative, expressed	LOC_Os03g05830.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12678 DUF1777 rne Caldesmon MAP7 PRK07764	not assigned.unknown	35_2

CUST_8482_PI404877155	2	0.034727097	0.28063965	0.034727097	-0.051700592	-0.03472519	-0.03472519	Contig2505_at	unknown protein [Oryza sativa (japonica cultivar-group)]	BAD09709.1	zinc finger (C2H2 type) family protein	At2g36930.1	protein expressed protein	Os08g45040	0	RNA.regulation of transcription.unclassified	27_3_99

CUST_9890_PI399408534	2	0.1278944	0.029815674	-0.02981615	-0.11370325	-0.96493244	0.33915854	35_47320	"Cluster: Similar to SAC domain protein 7; n=1; Oryza sativa (japonica cultivar-group)|Rep: Similar to SAC domain protein 7 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q53M65	CHR3V7|COORD:19103986..19108121| phosphoinositide phosphatase family protein	AT3G51460.1	CHR11V5|COORD:11779422..11763776|protein recessive suppressor of secretory defect, putative, expressed	LOC_Os11g20384.1	no descriptionvery weakly similar to (78.6)AT3G51460| Symbols:  | phosphoinositide phosphatase family protein | chr3:19103986-19108121 FORWARDnot assigned	protein.degradation	29_5

CUST_114291_PI403524517	2	0.094768524	0.3619833	-0.09476805	-0.16394138	-0.8148203	0.1774025	35_32436	"Cluster: PREDICTED: similar to Enabled homolog (Drosophila); n=1; Strongylocentrotus purpuratus|Rep: PREDICTED: similar to Enabled homolog (Drosophila) - Strong"	UniRef90_UPI0000E4922C	CHR1V7|COORD:11399903..11405702| actin binding	AT1G31810.1	CHR02V5|COORD:2620367..2626307|protein pathogenesis-related homeodomain protein, putative, expressed	LOC_Os02g05450.1	no description	not assigned.unknown	35_2

CUST_6952_PI404877155	2	-0.14785862	0.49620533	-0.013739586	0.013739586	-0.17030716	0.043827057	Contig20428_at	OJ000114_01.11 [Oryza sativa (japonica cultivar-group)] ref|XP_472608.1| OJ000114_01.11 [Oryza sativa (japonica cultivar-group)]	CAE03130.3	protein kinase, putative	At5g47850.1	protein Similar to receptor kinase-like protein - Arabidopsis thaliana	Os04g35890	"protein kinase, putative, contains similarity to cytokinin-regulated kinase 1 (Nicotiana tabacum) gi:10998537:gb:AAG25966; contains protein kinase domain, Pfam:PF00069"	signalling.receptor kinases.crinkly like	30_2_26

CUST_169247_PI403524517	2	0.19743538	-0.36568642	-0.003170967	0.003170967	0.121108055	-0.093984604	35_47139	"Cluster: Heat shock 70 kDa protein, mitochondrial, putative, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Heat shock 70 kDa protein,"	UniRef90_Q10SR3	"CHR5V7|COORD:2975722..2978509| mtHSC70-2 (HEAT SHOCK PROTEIN 70); ATP binding / unfolded protein binding"	AT5G09590.1	CHR02V5|COORD:32687175..32682738|protein heat shock 70 kDa protein, mitochondrial precursor, putative, expressed	LOC_Os02g53420.1	" no descriptionweakly similar to ( 171)AT5G09590| Symbols: HSC70-5, mtHSC70-2 | mtHSC70-2 (HEAT SHOCK PROTEIN 70); ATP binding / unfolded protein binding | chr5:2975722-2978509 FORWARDweakly similar to ( 175)HSP7M_PHAVUHeat shock 70 kDa protein, mitochondrial precursor - Phaseolus vulgaris (Kidney bean) (French bean)not assigned not assigned not assigned not assigned not assigned HSP70 dnaK dnaK DnaK hscA hscA "	stress.abiotic.heat	20_2_1

CUST_15093_PI404877155	2	-0.023973465	0.24812889	-0.1837883	0.029808044	-0.20507622	0.023973465	Contig8968_at	putative leucine zipper protein [Oryza sativa (japonica cultivar-group)] dbj|BAB68099.1| leucine zipper protein-like [Oryza sativa (japonica	NP_915306.1	exocyst subunit EXO70 family protein	At5g58430.1	protein Exo70 exocyst complex subunit	Os05g39610	NONE	RNA.regulation of transcription.unclassified	27_3_99

CUST_31077_PI403524517	2	0.08713341	-0.11790943	0.012228012	-0.012228012	-0.08370781	0.066726685	35_8968	"Cluster: Putative kinesin-related protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative kinesin-related protein - Oryza sativa (japonica cultivar-g"	UniRef90_Q75HV1	0	0	CHR05V5|COORD:19276047..19280407|protein kinesin-4, putative, expressed	LOC_Os05g33030.1	no description	not assigned.unknown	35_2

CUST_82121_PI403524517	2	0.012274742	0.17919731	-0.012273788	-0.041690826	0.027377129	-0.06274319	35_23557	"Cluster: Os12g0154400 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os12g0154400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IQ10	CHR1V7|COORD:19192731..19194856| SYP81 (syntaxin 81)	AT1G51740.1	CHR12V5|COORD:2677066..2680668|protein syntaxin 81, putative, expressed	LOC_Os12g05810.2	 no descriptionweakly similar to ( 172)AT1G51740| Symbols: ATUFE1, ATSYP81, SYP81 | SYP81 (syntaxin 81) | chr1:19192731-19194856 FORWARDnot assigned 	cell. vesicle transport	31_4

CUST_3404_PI399408534	2	0.09397507	0.1690607	0.05771637	-0.37458992	-0.057717323	-0.2795477	35_28445	"Cluster: Os09g0299500 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os09g0299500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J2T6	CHR1V7|COORD:18632486..18635330| zinc finger (Ran-binding) family protein / RNA recognition motif (RRM)-containing protein	AT1G50300.1	CHR09V5|COORD:7353032..7346444|protein zinc finger protein 265, putative, expressed	LOC_Os09g12800.1	no descriptionweakly similar to ( 181)AT1G50300| Symbols:  | zinc finger (Ran-binding) family protein / RNA recognition motif (RRM)-containing protein | chr1:18632486-18635330 REVERSEnot assigned not assigned RRM RRM_1 COG0724	RNA.regulation of transcription.unclassified	27_3_99

CUST_138866_PI403524517	2	-0.05469513	0.11790943	0.054696083	-0.07420921	0.12219429	-0.18024445	35_38953	Rep: Hypothetical protein - Medicago truncatula (Barrel medic)	UniRef90_Q1SPY4	"CHR3V7|COORD:17648241..17650002| MAG1 (MAIGO 1); protein serine/threonine phosphatase"	AT3G47810.1	CHR02V5|COORD:9463802..9458280|protein vacuolar protein sorting 29, putative, expressed	LOC_Os02g16550.1	"no descriptionweakly similar to ( 157)AT3G47810| Symbols: MAG1 | MAG1 (MAIGO 1); protein serine/threonine phosphatase | chr3:17648241-17650002 REVERSEnot assigned COG0622"	misc.calcineurin-like phosphoesterase family protein	26_27

CUST_134026_PI403524517	2	0.12066555	0.445601	-0.12066555	-0.30745697	-0.43916225	0.22286463	35_37613	"Cluster: Os07g0501900 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os07g0501900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D687	CHR2V7|COORD:8911035..8914098| zinc finger (C3HC4-type RING finger) family protein	AT2G20650.1	CHR07V5|COORD:18929806..18922742|protein protein binding protein, putative, expressed	LOC_Os07g31850.1	no descriptionmoderately similar to ( 291)AT4G28370| Symbols:  | zinc ion binding | chr4:14035022-14039128 FORWARDnot assigned not assigned not assigned COG5540 RING	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_28817_PI403524517	2	-0.07354069	0.3910427	0.014978409	-0.014978409	0.02182579	-0.09977341	35_8326	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_59962_PI403524517	2	2.7942657E-4	0.06912708	-0.15564537	-2.7942657E-4	0.0042877197	-0.12521172	35_17093	"Cluster: HCF106 protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: HCF106 protein, putative, expressed - Oryza sativa (japonica cult"	UniRef90_Q2R237	CHR5V7|COORD:21304122..21305839| HCF106 (High chlorophyll fluorescence 106)	AT5G52440.1	CHR11V5|COORD:21422022..21418836|protein HCF106C precursor protein, putative, expressed	LOC_Os11g37130.1	no descriptionvery weakly similar to (89.4)AT5G52440| Symbols: HCF106 | HCF106 (High chlorophyll fluorescence 106) | chr5:21304122-21305839 FORWARD	protein.targeting.chloroplast	29_3_3

CUST_165071_PI403524517	2	0.16911459	0.5625887	0.11966419	-0.12970495	-0.11966419	-0.29179478	35_46005	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_154483_PI403524517	2	0.25921726	0.12422848	0.10852146	-0.24123001	-0.5469198	-0.10852194	35_43168	"Cluster: Os11g0572700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os11g0572700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IS25	CHR5V7|COORD:22582064..22583247| hydroxyproline-rich glycoprotein family protein	AT5G55750.1	CHR11V5|COORD:20984585..20988777|protein carotenoid isomerase, chloroplast precursor, putative, expressed	LOC_Os11g36440.1	no descriptionnot assigned not assigned	not assigned.unknown	35_2

CUST_77636_PI403524517	2	0.109604836	0.40507317	-0.057043076	-0.22767067	0.057043552	-0.19080973	35_22255	"Cluster: Putative mitotic arrest defective protein 2B; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative mitotic arrest defective protein 2B - Oryza sat"	UniRef90_Q69UA4	"CHR1V7|COORD:5673879..5674883| REV7 (Reversionless 7); DNA binding"	AT1G16590.1	0	0	"no descriptionmoderately similar to ( 213)AT1G16590| Symbols: REV7 | REV7 (Reversionless 7); DNA binding | chr1:5673879-5674883 FORWARDnot assigned not assigned HORMA"	cell.division	31_2

CUST_51481_PI403524517	2	0.049178123	-0.7269888	-0.10517788	0.038773537	0.067079544	-0.038773537	35_14673	Rep: 40S ribosomal protein S20 - Oryza sativa (Rice)	UniRef90_P35686	CHR5V7|COORD:25038614..25039461| 40S ribosomal protein S20 (RPS20C)	AT5G62300.1	CHR06V5|COORD:1821079..1819085|protein 40S ribosomal protein S20, putative, expressed	LOC_Os06g04290.1	no descriptionmoderately similar to ( 205)AT5G62300| Symbols:  | 40S ribosomal protein S20 (RPS20C) | chr5:25038614-25039461 REVERSEmoderately similar to ( 223)RS20_ORYSAnot assigned Ribosomal_S10 RpsJ rps10P rpsJ rps10	protein.synthesis.misc ribososomal protein	29_2_2

CUST_92393_PI403524517	2	0.35207796	-0.09137392	-0.016136646	-0.093732834	0.02016449	0.016136646	35_26420	"Cluster: Pentatricopeptide, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Pentatricopeptide, putative, expressed - Oryza sativa (japonic"	UniRef90_Q7XDD8	0	0	CHR10V5|COORD:17447530..17443802|protein ATP binding protein, putative, expressed	LOC_Os10g33700.2	no description	not assigned.unknown	35_2

CUST_9351_PI399408534	2	0.13486671	-0.39592648	-0.24354076	0.060679436	0.045646667	-0.045646667	35_49573	"Cluster: Os03g0262000 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os03g0262000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DTA0	"CHR1V7|COORD:7735042..7738298| ATPIP5K1 (Arabidopsis thaliana 1-phosphatidylinositol-4-phosphate 5-kinase 1); 1-phosphatidylinositol-4-phosphate 5-kinase"	AT1G21980.1	CHR03V5|COORD:8537800..8541861|protein phosphatidylinositol-4-phosphate 5-kinase 2, putative, expressed	LOC_Os03g15550.1	" no descriptionvery weakly similar to (72.8)AT1G21980| Symbols: ATPIPK1, ATPIP5K1 | ATPIP5K1 (Arabidopsis thaliana 1-phosphatidylinositol-4-phosphate 5-kinase 1); 1-phosphatidylinositol-4-phosphate 5-kinase | chr1:7735042-7738298 FORWARDvery weakly similar to (54.3)PI5K1_ORYSAnot assigned PIP5K PIPKc PIPKc "	signalling.phosphinositides.phosphatidylinositol-4-phosphate 5-kinase	30_4_1

CUST_80363_PI403524517	2	-0.039569855	-0.021774769	0.09730816	0.18776941	0.021775246	-0.2339859	35_23049	"Cluster: Hypothetical protein OJ1384D03.8; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1384D03.8 - Oryza sativa (japonica cultivar-g"	UniRef90_Q8H7Q3	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	CHR03V5|COORD:463616..464901|protein transposon protein, putative, unclassified, expressed	LOC_Os03g01780.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned TT_ORF1	not assigned.unknown	35_2

CUST_13494_PI403524517	2	0.3048916	0.32725716	-0.13570404	-0.21575928	-0.6517153	0.13570404	35_3868	Rep: Phosphoenolpyruvate carboxylase 1 - Sorghum bicolor (Sorghum) (Sorghum vulgare)	UniRef90_P29195	"CHR3V7|COORD:5025591..5029483| ATPPC3 (PHOSPHOENOLPYRUVATE CARBOXYLASE 3); phosphoenolpyruvate carboxylase"	AT3G14940.1	CHR02V5|COORD:8184212..8172418|protein phosphoenolpyruvate carboxylase 1, putative, expressed	LOC_Os02g14770.3	"no descriptionhighly similar to ( 566)AT3G14940| Symbols: ATPPC3 | ATPPC3 (PHOSPHOENOLPYRUVATE CARBOXYLASE 3); phosphoenolpyruvate carboxylase | chr3:5025591-5029483 FORWARDhighly similar to ( 642)CAPP1_SORBIPhosphoenolpyruvate carboxylase 1 - Sorghum bicolor (Sorghum) (Sorghum vulgare)not assigned PEPcase PRK00009 Ppc"	glycolysis.PEPCase	4_14

CUST_16045_PI403524517	2	-0.38423157	0.24418831	0.10024834	-0.061769485	-0.29175758	0.061769485	35_4630	"Cluster: Os01g0624000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0624000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JL46	CHR2V7|COORD:15913940..15916945| ceramidase family protein	AT2G38010.2	CHR01V5|COORD:25250862..25240350|protein ceramidase, putative, expressed	LOC_Os01g43520.2	no descriptionhighly similar to ( 611)AT2G38010| Symbols:  | ceramidase family protein | chr2:15913940-15916945 FORWARDnot assigned Ceramidase_alk	lipid metabolism.'exotics' (steroids, squalene etc).sphingolipids.ceramidase	11_8_1_1

CUST_12657_PI399408534	2	0.061278343	-0.24583817	-0.06207657	0.027736664	-0.02773571	0.1095047	35_17889	"Cluster: mRNA cap guanine-N7 methyltransferase 1 (EC 2.1.1.56) (mRNA (guanine- N(7)-)-methyltransferase 1); n=1; Oryza sativa|Rep: mRNA cap guanine-N7 methyltra"	UniRef90_Q6Z9U7	CHR3V7|COORD:7221174..7223945| mRNA capping enzyme family protein	AT3G20650.1	CHR08V5|COORD:4674157..4669943|protein mRNA, putative, expressed	LOC_Os08g08200.1	no descriptionhighly similar to ( 533)AT3G20650| Symbols:  | mRNA capping enzyme family protein | chr3:7221174-7223945 REVERSEhighly similar to ( 677)MCES1_ORYSAnot assigned Pox_MCEL Methyltransf_11 PRK08317	RNA.processing	27_1

CUST_167075_PI403524517	2	-0.01301384	0.015968323	0.013014793	0.06303215	-0.19505501	-0.063780785	35_46538	Rep: PREDICTED: hypothetical protein - Mus musculus	UniRef90_UPI0000D65E80		0	CHR03V5|COORD:1619955..1624759|protein glycosylphosphatidylinositol anchor biosynthesis protein 11, putative, expressed	LOC_Os03g03690.3	no description	not assigned.unknown	35_2

CUST_68664_PI403524517	2	-0.03903961	0.11069107	-0.009100914	-0.045506477	0.039824486	0.00909996	35_19642	"Cluster: Small zinc finger, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Small zinc finger, putative, expressed - Oryza sativa (japonic"	UniRef90_Q2RAZ9	"CHR5V7|COORD:20693101..20693731| TIM8 (Arabidopsis thaliana translocase inner membrane subunit 8); protein translocase"	AT5G50810.1	CHR12V5|COORD:1356035..1353985|protein mitochondrial import inner membrane translocase subunit Tim8, putative	LOC_Os12g03460.1	"no descriptionvery weakly similar to (92.4)AT5G50810| Symbols: TIM8 | TIM8 (Arabidopsis thaliana translocase inner membrane subunit 8); protein translocase | chr5:20693101-20693731 REVERSEnot assigned not assigned zf-Tim10_DDP"	protein.targeting.mitochondria	29_3_2

CUST_30679_PI403524517	2	-0.030017853	-0.82183075	-0.6823206	0.030017853	0.036309242	0.079319	35_8854	"Cluster: Putative octicosapeptide/Phox/Bem1p (PB1) domain-containing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative octicosapeptide/Phox/Bem"	UniRef90_Q69S38	CHR4V7|COORD:7783852..7785141| proline-rich extensin-like family protein	AT4G13390.1	CHR07V5|COORD:22187377..22185596|protein octicosapeptide/Phox/Bem1p, putative, expressed	LOC_Os07g37040.1	no description	not assigned.unknown	35_2

CUST_95475_PI403524517	2	0.1502142	0.08957386	0.06475544	-0.1488123	-0.06475544	-0.15797138	35_27286	"Cluster: Rhomboid family protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Rhomboid family protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5JMG2	CHR1V7|COORD:6978101..6985306| family II extracellular lipase, putative	AT1G20130.1	CHR01V5|COORD:32421251..32425563|protein expressed protein	LOC_Os01g55740.1	no descriptionnot assigned PRK12323	not assigned.unknown	35_2

CUST_82735_PI403524517	2	0.0	0.12604141	0.34319258	-0.18267155	0.0	-0.23088408	35_23727	Rep: Extensin-like protein - Solanum lycopersicum (Tomato) (Lycopersicon esculentum)	UniRef90_Q9SPM1	CHR4V7|COORD:16279800..16281899| leucine-rich repeat family protein / extensin family protein	AT4G33970.1	CHR07V5|COORD:24271675..24264784|protein formin-2, putative, expressed	LOC_Os07g40510.1	no descriptionnot assigned not assigned Atrophin-1 Drf_FH1	not assigned.unknown	35_2

CUST_42994_PI403524517	2	0.0050754547	-0.37560987	-0.07678175	0.031094074	0.14014149	-0.0050754547	35_12347	Rep: Expansin-A16 precursor - Oryza sativa (Rice)	UniRef90_Q69XV9	CHR5V7|COORD:1568753..1569713| ATEXPA2 (ARABIDOPSIS THALIANA EXPANSIN A2)	AT5G05290.1	CHR06V5|COORD:24981186..24985657|protein alpha-expansin 20 precursor, putative, expressed	LOC_Os06g41700.1	no descriptionvery weakly similar to (65.1)EXP16_ORYSA	cell wall.modification	10_7

CUST_19298_PI404877155	2	-0.081371784	-0.14722633	0.7283306	0.08137131	0.2780223	-0.18534756	rbaal30i24_at	chloride channel [Oryza sativa (japonica cultivar-group)]	BAB97267.1	chloride channel protein (CLC-c)	At5g49890.1	protein Voltage gated chloride channel, putative	Os02g35190	chloride channel protein (CLC-c), identical to gi:1742956	transport.unspecified anions	34_18

CUST_182519_PI403524517	2	-0.07826519	0.18227911	-0.06733894	0.09019089	-0.3159647	0.06733894	35_50737	"Cluster: Os01g0909300 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0909300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JGR5		0	0	0	no description	not assigned.unknown	35_2

CUST_14996_PI404877155	2	-0.30813026	-0.45737553	-0.11643505	0.26966095	0.20177937	0.11643505	Contig8857_at	putative indole-3-acetic acid-regulated protein [Oryza sativa (japonica cultivar-group)] gb|AAP54571.1| putative indole-3-acetic acid-regula	NP_922284.1	auxin-responsive family protein	At4g00880.1	protein putative indole-3-acetic acid-regulated protein	Os10g36700	glucan exohydrolase (glucan 1,3-beta-glucosidase)	hormone metabolism.auxin.induced-regulated-responsive-activated	17_2_3

CUST_12343_PI404877155	2	0.17543316	0.59150314	-0.055682182	-0.19680882	-0.061631203	0.055682182	Contig6106_at	0	BAD08715.1	WD-40 repeat family protein	At3g13340.1	protein expressed protein	Os08g38880	"WD-40 repeat family protein, contains 2 (1 significant) WD-40 repeats (PF0400); similar to Trp-Asp repeat protein (PIR:T40094) (Schizosaccharomyces)"	RNA.regulation of transcription	27_3

CUST_32755_PI403524517	2	0.07560539	0.683898	0.004057884	-0.007129669	-0.048937798	-0.004058838	35_9441	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_8960_PI399408534	2	0.011715412	0.32480812	-0.011715412	-0.123263836	0.03446865	-0.14103365	35_28252	"Cluster: Os08g0335000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os08g0335000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J6C6	"CHR1V7|COORD:11742336..11749266| EMB2733/ESP3 (EMBRYO DEFECTIVE 2733); ATP-dependent RNA helicase"	AT1G32490.1	CHR08V5|COORD:14859459..14848558|protein pre-mRNA-splicing factor ATP-dependent RNA helicase DHX16, putative, expressed	LOC_Os08g24760.1	" no descriptionvery weakly similar to (73.2)AT1G32490| Symbols: EMB2733, ESP3 | EMB2733/ESP3 (EMBRYO DEFECTIVE 2733); ATP-dependent RNA helicase | chr1:11742336-11749266 REVERSEnot assigned not assigned not assigned not assigned not assigned HrpA PRK11131 "	RNA.processing.RNA helicase	27_1_2

CUST_80640_PI403524517	2	0.3476324	-0.2363534	0.12664413	0.0560565	-0.0560565	-0.21847391	35_23126	"Cluster: Putative Avr9 elicitor response protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative Avr9 elicitor response protein - Oryza sativa (japon"	UniRef90_Q6H7Y7	CHR2V7|COORD:13778703..13781179| galactosyltransferase family protein	AT2G32430.1	CHR02V5|COORD:3453297..3457586|protein beta-1,3-galactosyltransferase sqv-2, putative, expressed	LOC_Os02g06840.2	no descriptionweakly similar to ( 146)AT4G26940| Symbols:  | galactosyltransferase family protein | chr4:13530229-13532393 REVERSEnot assigned	protein.glycosylation	29_7

CUST_83598_PI403524517	2	0.33299637	0.08831692	0.09748936	-0.39917898	-0.13838959	-0.08831692	35_23969	Rep: OSJNBa0035I04.11 protein - Oryza sativa (Rice)	UniRef90_Q7XKX1	"CHR5V7|COORD:8295248..8297000| ATXR6 (Arabidopsis thaliana Trithorax- related protein 6); DNA binding"	AT5G24330.1	CHR04V5|COORD:20814342..20823358|protein DNA binding protein, putative, expressed	LOC_Os04g34720.1	no description	not assigned.unknown	35_2

CUST_15290_PI403524517	2	0.04218006	-0.265028	-0.022654533	-0.06405258	0.022655487	0.029772758	35_4413	"Cluster: Hypothetical protein At2g44950:At2g44960; n=3; Arabidopsis thaliana|Rep: Hypothetical protein At2g44950:At2g44960 - Arabidopsis thaliana (Mouse-ear cre"	UniRef90_Q8RXD6	"CHR2V7|COORD:18549677..18555322| HUB1 (HISTONE MONO-UBIQUITINATION 1); protein binding / zinc ion binding"	AT2G44950.1	CHR04V5|COORD:27340546..27332264|protein zinc finger, C3HC4 type family protein, expressed	LOC_Os04g46450.1	"no descriptionmoderately similar to ( 306)AT2G44950| Symbols: HUB1 | HUB1 (HISTONE MONO-UBIQUITINATION 1); protein binding / zinc ion binding | chr2:18549677-18555322 REVERSEnot assigned not assigned Smc Myosin_tail_1 SbcC"	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_27010_PI399408534	2	0.78377724	-0.02286911	0.02286911	0.24343109	-0.13239717	-0.15604639	35_38673	"Cluster: Putative receptor-like protein kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative receptor-like protein kinase - Oryza sativa (japonica"	UniRef90_Q67WE5	CHR4V7|COORD:16381657..16384058| leucine-rich repeat transmembrane protein kinase, putative	AT4G34220.1	CHR06V5|COORD:25948548..25944638|protein transposon protein, putative, unclassified, expressed	LOC_Os06g43170.1	 no descriptionweakly similar to ( 131)AT4G34220| Symbols:  | leucine-rich repeat transmembrane protein kinase, putative | chr4:16381657-16384058 REVERSEvery weakly similar to (52.4)PSKR_DAUCAPhytosulfokine receptor precursor - Daucus carota (Carrot)not assigned 	signalling.receptor kinases.leucine rich repeat III	30_2_3

CUST_40_PI403524517	2	-0.1982255	-0.46030617	0.73250055	0.43692827	0.08442211	-0.084421635	35_10	"Cluster: Hypothetical protein OJ1339_F05.116; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1339_F05.116 - Oryza sativa (japonica cult"	UniRef90_Q7XIG9	CHR5V7|COORD:25662701..25663864| protease inhibitor/seed storage/lipid transfer protein (LTP) family protein	AT5G64080.1	CHR07V5|COORD:25921176..25918983|protein lipid binding protein, putative, expressed	LOC_Os07g43290.1	no descriptionvery weakly similar to (68.2)AT5G64080| Symbols:  | protease inhibitor/seed storage/lipid transfer protein (LTP) family protein | chr5:25662701-25663864 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07764 PRK12323 PRK07003 AAI_LTSS nsLTP_like Atrophin-1 APC_basic Tryp_alpha_amyl Tymo_45kd_70kd PRK12678 DUF390	misc.protease inhibitor/seed storage/lipid transfer protein (LTP) family protein	26_21

CUST_23903_PI399408534	2	0.015365601	0.09075642	-0.096731186	0.03838539	-0.015366554	-0.030878067	35_1328	Rep: Ras-related protein Rab7 - Pennisetum ciliare (Buffelgrass)	UniRef90_Q40787	"CHR3V7|COORD:6484272..6486011| AtRABG3f/AtRab7B (Arabidopsis Rab GTPase homolog G3f); GTP binding"	AT3G18820.1	CHR05V5|COORD:25537345..25540146|protein ras-related protein Rab7, putative, expressed	LOC_Os05g44050.1	" no descriptionmoderately similar to ( 372)AT3G18820| Symbols: AtRABG3f, AtRab7B | AtRABG3f/AtRab7B (Arabidopsis Rab GTPase homolog G3f); GTP binding | chr3:6484272-6486011 FORWARDmoderately similar to ( 379)RAB7_GOSHIRas-related protein Rab7 - Gossypium hirsutum (Upland cotton) (Gossypium mexicanum)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Rab7 RAB Rab Ras Rab9 Rab32_Rab38 Rab6 Rab11_like RabA_like Rab5_related Rab8_Rab10_Rab13_like Rab4 Rab21 Ras_like_GTPase Rab1_Ypt1 Rab18 Ras Rab27A Rab35 Rab2 Rab26 RJL Rab23_lke Rab19 RAS COG1100 Rab3 Rab14 Rab39 Rap_like Rab33B_Rab33A Rab30 M_R_Ras_like Rho Ran Rab12 H_N_K_Ras_like RabL2 Rab36_Rab34 Rab24 RSR1 Rab28 Rab20 Rap2 RalA_RalB RheB Rab15 RHO Rap1 Ras2 Rho4_like Rab40 RabL4 RAN RERG_RasL11_like Ras_dva Rhes_like ARHI_like Rit_Rin_Ric Rho2 Wrch_1 Spg1 Centaurin_gamma RhoA_like RGK Rho3 RabL3 Rop_like Tc10 Rac1_like Miro1 RRP22 RhoG Miro Arf_Arl Cdc42 Arl10_like Arf Arfrp1 Rnd3_RhoE_Rho8 Rnd Arl2 ARLTS1 Miro2 Rnd2_Rho7 "	signalling.G-proteins	30_5

CUST_98395_PI403524517	2	0.16162205	-0.5892563	-0.16162205	0.31395245	0.22752857	-0.20406151	35_28093	"Cluster: Hypothetical protein P0498H04.25; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0498H04.25 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6ZCC4	"CHR1V7|COORD:22703817..22704814| LHCA3 (Photosystem I light harvesting complex gene 3); chlorophyll binding"	AT1G61520.1	CHR08V5|COORD:677788..676216|protein rickettsia 17 kDa surface antigen family protein, expressed	LOC_Os08g02080.1	no descriptionvery weakly similar to (60.8)AT1G08480| Symbols:  | similar to hypothetical protein 13 [Plantago major] (GB:CAJ34821.1) | chr1:2684343-2685398 FORWARDChloroa_b-bind	not assigned.unknown	35_2

CUST_111693_PI403524517	2	0.048667908	-0.67661095	-0.04274273	0.042741776	0.070840836	-0.105389595	35_31712	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10NZ2	"CHR4V7|COORD:11634..13285| similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABF95014.1); similar to expressed protein [Oryza"	AT4G00026.1	CHR03V5|COORD:8096795..8091161|protein expressed protein	LOC_Os03g14890.1	"no descriptionvery weakly similar to (60.1)AT4G00026| Symbols:  | similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABF95014.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABF95013.1); contains InterPro domain Mitochondrial TIM21; (InterPro:IPR013261) | chr4:11634-13285 REVERSE"	not assigned.unknown	35_2

CUST_9565_PI403524517	2	0.094231606	-0.009082794	0.037013054	0.00863266	-0.1172266	-0.008631706	35_2696	"Cluster: Hypothetical protein OSJNBa0077F02.131; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0077F02.131 - Oryza sativa (japonic"	UniRef90_Q7EYV4	CHR4V7|COORD:18504595..18505131| ribosomal protein L23 family protein	AT4G39880.1	CHR07V5|COORD:13096916..13102096|protein RNA binding protein, putative, expressed	LOC_Os07g23244.1	no descriptionweakly similar to ( 142)AT4G39880| Symbols:  | ribosomal protein L23 family protein | chr4:18504595-18505131 FORWARDnot assigned not assigned not assigned not assigned not assigned rplW Ribosomal_L23 RplW	protein.synthesis.misc ribososomal protein	29_2_2

CUST_68972_PI403524517	2	0.48508835	-0.15839434	-0.41005993	0.16691542	-0.1594429	0.15839434	35_19735	Rep: OSIGBa0140O07.10 protein - Oryza sativa (Rice)	UniRef90_Q01J33	0	0	CHR04V5|COORD:22011497..22011012|protein hypothetical protein	LOC_Os04g36820.1	no description	not assigned.unknown	35_2

CUST_38314_PI403524517	2	0.12292957	-0.10491657	-0.056843758	0.13201332	-0.061131477	0.056843758	35_11027	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_149986_PI403524517	2	0.09421253	0.33304787	0.17212486	-0.22436762	-0.8091397	-0.09421253	35_41960	"Cluster: Phospholipase, patatin family, putative; n=1; Medicago truncatula|Rep: Phospholipase, patatin family, putative - Medicago truncatula (Barrel medic)"	UniRef90_Q1RV98	CHR1V7|COORD:22859982..22865890| patatin family protein	AT1G61850.1	CHR07V5|COORD:20121270..20113836|protein patatin-like phospholipase family protein, expressed	LOC_Os07g33670.1	no descriptionmoderately similar to ( 217)AT1G61850| Symbols:  | patatin family protein | chr1:22859982-22865890 FORWARDnot assigned	protein.postranslational modification	29_4

CUST_101122_PI403524517	2	0.3273859	-0.57653904	0.19410038	0.1554408	-0.2197423	-0.1554408	35_28861	"Cluster: DNA-directed RNA polymerase III 130 kDa polypeptide, putative, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: DNA-directed RNA polymerase"	UniRef90_Q10JZ3	"CHR5V7|COORD:18264643..18274940| NRPC2 (nuclear RNA polymerase C 2); DNA binding / DNA-directed RNA polymerase"	AT5G45140.1	CHR03V5|COORD:16375821..16394361|protein DNA-directed RNA polymerase III 130 kDa polypeptide, putative, expressed	LOC_Os03g28960.2	"no descriptionmoderately similar to ( 315)AT5G45140| Symbols: NRPC2 | NRPC2 (nuclear RNA polymerase C 2); DNA binding / DNA-directed RNA polymerase | chr5:18264643-18274940 REVERSEnot assigned not assigned not assigned PRK08565 RpoB RNA_pol_B_RPB2 PRK07225 RNA_pol_Rpb2_4 PRK09606 RNA_pol_Rpb2_3"	RNA.transcription	27_2

CUST_108118_PI403524517	2	-0.8804269	0.1422739	-0.023448944	0.28891182	-0.7943344	0.023448467	35_30759	"Cluster: Hypothetical protein P0481E08.9; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0481E08.9 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q5Z9Q3	CHR5V7|COORD:19135910..19137755| protein kinase, putative	AT5G47070.1	CHR06V5|COORD:30349036..30345757|protein protein kinase APK1B, chloroplast precursor, putative, expressed	LOC_Os06g50100.1	 no descriptionweakly similar to ( 114)AT5G47070| Symbols:  | protein kinase, putative | chr5:19135910-19137755 REVERSEvery weakly similar to (72.0)NORK_PEANodulation receptor kinase precursor - Pisum sativum (Garden pea)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase PTKc Pkinase_Tyr TyrKc PTKc_Csk_like PTKc_EphR PTKc_Jak_rpt2 PTKc_Srm_Brk PTKc_Lck_Blk PTKc_Lyn PTKc_Src_like PTKc_Ack_like 	protein.postranslational modification.kinase.receptor like cytoplasmatic kinase VII	29_4_1_57

CUST_118504_PI403524517	2	0.4040823	0.02091217	0.14348173	-0.02091217	-0.17964745	-0.06730652	35_33550	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_91180_PI403524517	2	-0.21505356	0.8117199	0.1262989	-0.27895355	-0.0052223206	0.0052223206	35_26071	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_61320_PI403524517	2	0.26321316	0.29233217	-0.26321316	0.58433247	-0.97557735	-0.977478	35_17498	"Cluster: OSJNBb0038F03.8 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBb0038F03.8 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XN03	"CHR5V7|COORD:2358419..2359254| CYCP4;3 (cyclin p4;3); cyclin-dependent protein kinase"	AT5G07450.1	CHR04V5|COORD:27035010..27032723|protein nuc-1 negative regulatory protein preg, putative, expressed	LOC_Os04g46000.1	"no descriptionweakly similar to ( 152)AT5G07450| Symbols: CYCP4;3 | CYCP4;3 (cyclin p4;3); cyclin-dependent protein kinase | chr5:2358419-2359254 REVERSEnot assigned Cyclin"	cell.cycle	31_3

CUST_58718_PI403524517	2	0.022218704	-1.3063421	-0.3045416	0.3501377	0.2590084	-0.02221775	35_16751	"Cluster: Small heat shock protein Hsp23.6 precursor; n=1; Triticum aestivum|Rep: Small heat shock protein Hsp23.6 precursor - Triticum aestivum (Wheat)"	UniRef90_Q9ZP24	CHR5V7|COORD:20908468..20909239| 23.5 kDa mitochondrial small heat shock protein (HSP23.5-M)	AT5G51440.1	CHR06V5|COORD:6152439..6151020|protein heat shock 22 kDa protein, mitochondrial precursor, putative, expressed	LOC_Os06g11610.1	 no descriptionweakly similar to ( 113)AT5G51440| Symbols:  | 23.5 kDa mitochondrial small heat shock protein (HSP23.5-M) | chr5:20908468-20909239 FORWARDweakly similar to ( 112)HS22M_PEAHeat shock 22 kDa protein, mitochondrial precursor - Pisum sativum (Garden pea)not assigned not assigned HSP20 IbpA alpha-crystallin-Hsps PRK12678 Gag_spuma 	stress.abiotic.heat	20_2_1

CUST_87729_PI403524517	2	0.07014227	-0.03440857	0.037083626	0.034409046	-0.19757509	-0.25993347	35_25114	"Cluster: Putative heat stress protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative heat stress protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6EUG4	"CHR3V7|COORD:8941462..8942538| AT-HSFC1 (Arabidopsis thaliana heat shock transcription factor C1); DNA binding / transcription factor"	AT3G24520.1	CHR02V5|COORD:7463932..7465506|protein heat shock factor protein 1, putative, expressed	LOC_Os02g13800.1	" no descriptionweakly similar to ( 146)AT4G17750| Symbols: HSFA1A, ATHSF1, ATHSFA1A, HSF1 | HSF1 (ARABIDOPSIS HEAT SHOCK FACTOR 1); DNA binding / transcription factor | chr4:9869982-9871616 REVERSEnot assigned not assigned not assigned not assigned HSF_DNA-bind HSF HSF1 "	stress.abiotic.heat	20_2_1

CUST_19635_PI404877155	2	0.002193451	0.4235735	-0.0021944046	-0.14229774	-0.03513527	0.028709412	S0000800042H10F1_s_at	nucleic acid binding protein [Oryza sativa]	AAC98962.1	PHD finger family protein	At1g14510.1	protein probable zinc finger protein - alfalfa (fragment)	Os11g14010	nucleic acid binding protein	RNA.regulation of transcription.Alfin-like	27_3_02

CUST_14990_PI403524517	2	-0.22484303	-0.18730545	0.16940498	0.22114563	-0.07547283	0.07547188	35_4323	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_64282_PI403524517	2	0.07411289	-0.41289902	-0.053639412	0.066212654	-0.205966	0.053640366	35_18352	"Cluster: Os01g0966500 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0966500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JFR1	CHR3V7|COORD:3628807..3630330| vacuolar protein sorting 55 family protein / VPS55 family protein	AT3G11530.2	CHR01V5|COORD:42948667..42951599|protein vacuolar protein sorting 55 containing protein, expressed	LOC_Os01g73570.2	no descriptionmoderately similar to ( 210)AT3G11530| Symbols:  | vacuolar protein sorting 55 family protein / VPS55 family protein | chr3:3628807-3630330 REVERSEnot assigned Vps55	protein.targeting.secretory pathway.vacuole	29_3_4_3

CUST_13122_PI404877155	2	0.20837116	-0.729619	-0.08865166	0.037078857	0.077013016	-0.037078857	Contig6830_at	hypothetical protein [Sorghum bicolor]	AAD27569.1	3-phosphoserine phosphatase (PSP)	At1g18640.1	protein phosphoserine phosphatase SerB, putative	Os11g41160	3-phosphoserine phosphatase (PSP)	amino acid metabolism.synthesis.serine-glycine-cysteine group.serine	13_1_5_1

CUST_74182_PI403524517	2	-0.002163887	0.0058059692	-0.15113449	0.10861969	-0.016757965	0.002163887	35_21275	"Cluster: Streptococcal hemagglutinin-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Streptococcal hemagglutinin-like protein - Oryza sativa (jap"	UniRef90_Q69P50	"CHR4V7|COORD:14965544..14967887| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G24070.2); similar to Protein of unknown function DUF566 [Medicago"	AT4G30710.1	CHR09V5|COORD:15291579..15285300|protein expressed protein	LOC_Os09g25500.1	"no descriptionmoderately similar to ( 206)AT4G30710| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G24070.2); similar to Protein of unknown function DUF566 [Medicago truncatula] (GB:ABE79495.1); contains InterPro domain Protein of unknown function DUF566; (InterPro:IPR007573) | chr4:14965544-14967887 REVERSEDUF566"	not assigned.unknown	35_2

CUST_22586_PI399408534	2	-0.21925831	-0.015859604	0.7970543	-0.106155396	0.5160036	0.015859604	35_24633	"Cluster: Lipoxygenase-like protein; n=1; Hordeum vulgare subsp. vulgare|Rep: Lipoxygenase-like protein - Hordeum vulgare var. distichum (Two-rowed barley)"	UniRef90_Q53HZ3	"CHR1V7|COORD:5977505..5981377| LOX3 (Lipoxygenase 3); iron ion binding / lipoxygenase"	AT1G17420.1	CHR04V5|COORD:22085990..22090246|protein lipoxygenase 5, putative, expressed	LOC_Os04g37430.1	"no descriptionmoderately similar to ( 486)AT1G17420| Symbols: LOX3 | LOX3 (Lipoxygenase 3); iron ion binding / lipoxygenase | chr1:5977505-5981377 FORWARDhighly similar to ( 660)LOX5_ORYSAnot assigned not assigned not assigned not assigned Lipoxygenase Herpes_BLLF1 PRK07003"	hormone metabolism.jasmonate.synthesis-degradation.lipoxygenase	17_7_1_2

CUST_23790_PI399408534	2	0.15556622	0.5850239	-0.05680704	0.056806564	-0.2157979	-0.29094028	35_25082	"Cluster: OSJNBa0072K14.18 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0072K14.18 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XVM8	"CHR1V7|COORD:4368877..4370778| AFB3 (AUXIN SIGNALING F-BOX 3); auxin binding / ubiquitin-protein ligase"	AT1G12820.1	CHR04V5|COORD:19270828..19266333|protein transport inhibitor response 1 protein, putative, expressed	LOC_Os04g32460.2	"no descriptionmoderately similar to ( 281)AT1G12820| Symbols: AFB3 | AFB3 (AUXIN SIGNALING F-BOX 3); auxin binding / ubiquitin-protein ligase | chr1:4368877-4370778 REVERSEnot assigned"	hormone metabolism.auxin.signal transduction	17_2_2

CUST_38073_PI403524517	2	0.10880375	-0.087246895	-0.038093567	0.038093567	0.13637733	-0.26018715	35_10957	Rep: H0502B11.8 protein - Oryza sativa (Rice)	UniRef90_Q01L43	CHR3V7|COORD:8063070..8064482| leucine-rich repeat family protein / extensin family protein	AT3G22800.1	CHR04V5|COORD:19915614..19911636|protein SAM domain family protein, expressed	LOC_Os04g33220.1	no descriptionvery weakly similar to (93.6)AT5G24650| Symbols:  | mitochondrial import inner membrane translocase subunit Tim17/Tim22/Tim23 family protein | chr5:8437126-8438862 FORWARDnot assigned not assigned Tim17 PRK07764	protein.targeting.mitochondria	29_3_2

CUST_4246_PI404877155	2	0.07078743	0.5444679	-0.16091824	-0.10494232	0.024669647	-0.024669647	Contig15145_at	phosphatidylinositol-4-phosphate 5-kinase family protein [Arabidopsis thaliana]	NP_187603.1	phosphatidylinositol-4- phosphate 5-kinase family protein	At3g09920.1	protein phosphatidylinositol-4-phosphate 5-kinase, putative	Os02g57660	NONE	signalling.phosphinositides	30_4

CUST_65217_PI403524517	2	-0.029531002	0.25157642	0.26682472	-0.14013433	-0.080587864	0.029531002	35_18621	"Cluster: Putative chloroplastic RNA-binding protein, with alternative splicing isoforms; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative chloroplastic"	UniRef90_Q75IP8	"CHR1V7|COORD:5287130..5288370| similar to Lon (GB:ABD28727.1); contains InterPro domain Longin-like; (InterPro:IPR011012)"	AT1G15370.1	CHR03V5|COORD:36046241..36050827|protein salt-inducible protein, putative, expressed	LOC_Os03g63910.1	"no descriptionvery weakly similar to (77.0)AT1G15370| Symbols:  | similar to Lon (GB:ABD28727.1); contains InterPro domain Longin-like; (InterPro:IPR011012) | chr1:5287130-5288370 FORWARD"	not assigned.unknown	35_2

CUST_4875_PI404877155	2	0.20467567	-0.11685848	-0.09445381	0.06991196	0.0020017624	-0.0020017624	Contig16224_at	high mobility group (HMG1/2) family protein / ARID/BRIGHT DNA-binding domain-containing protein [Arabidopsis	NP_171980.1	high mobility group (HMG1/2) family protein / ARID/BRIGHT DNA-binding domain-containing protein	At1g04880.1	protein HMG (high mobility group) box, putative	Os02g27060	NONE	RNA.regulation of transcription.AT-rich interaction domain containing transcription factor family	27_3_38

CUST_53858_PI403524517	2	0.2826481	0.13900566	0.67163134	-0.13900614	-0.42528772	-0.67178726	35_15325	"Cluster: F-box family protein-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: F-box family protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5Z9H2	0	0	CHR06V5|COORD:29995313..29998223|protein F-box domain containing protein, expressed	LOC_Os06g49530.1	no description	not assigned.unknown	35_2

CUST_167940_PI403524517	2	-0.55170536	0.2821412	0.17346811	0.09642744	-0.09642744	-0.45936108	35_46774	"Cluster: Hypothetical protein B1047G05.39; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1047G05.39 - Oryza sativa (japonica cultivar-g"	UniRef90_Q67U22	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	CHR06V5|COORD:27162328..27161269|protein expressed protein	LOC_Os06g44930.1	no descriptionnot assigned PRK12323	not assigned.unknown	35_2

CUST_62060_PI403524517	2	0.01499176	0.14558125	-0.014992714	-0.13242531	-0.061229706	0.08763504	35_17700	"Cluster: Os04g0691500 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os04g0691500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J8R4	CHR2V7|COORD:7361021..7367719| protein transporter	AT2G16950.2	CHR04V5|COORD:35150009..35163433|protein transportin-2, putative, expressed	LOC_Os04g59494.2	no descriptionhighly similar to ( 728)AT2G16950| Symbols:  | protein transporter | chr2:7361021-7367719 FORWARDnot assigned not assigned not assigned KAP95	protein.targeting.nucleus	29_3_1

CUST_29561_PI403524517	2	-0.048823357	-0.7473364	0.03485489	4.2152405E-4	0.029968262	-4.2057037E-4	35_8538	"Cluster: Small basic membrane integral protein ZmSIP2-1; n=1; Zea mays|Rep: Small basic membrane integral protein ZmSIP2-1 - Zea mays (Maize)"	UniRef90_Q9ATM1	"CHR3V7|COORD:21089565..21090623| SIP2;1 (SMALL AND BASIC INTRINSIC PROTEIN 2); transporter"	AT3G56950.1	CHR03V5|COORD:11527917..11525280|protein aquaporin SIP2.1, putative, expressed	LOC_Os03g20410.1	" no descriptionweakly similar to ( 177)AT3G56950| Symbols: SIP2;1, SIP2 | SIP2;1 (SMALL AND BASIC INTRINSIC PROTEIN 2); transporter | chr3:21089565-21090623 REVERSEvery weakly similar to (52.8)LSI1_ORYSAnot assigned MIP MIP GlpF "	transport.Major Intrinsic Proteins	34_19

CUST_26755_PI403524517	2	0.018670082	0.112072945	0.1693945	-0.090727806	-0.018669605	-0.0697813	35_7750	"Cluster: Os05g0539400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0539400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DGD7	CHR1V7|COORD:27461141..27465829| glycosyl hydrolase family 35 protein	AT1G72990.1	CHR05V5|COORD:26718236..26711100|protein beta-galactosidase precursor, putative, expressed	LOC_Os05g46200.2	no descriptionmoderately similar to ( 422)AT1G72990| Symbols:  | beta-galactosidase | chr1:27461141-27465528 REVERSEweakly similar to ( 126)BGAL_MALDOBeta-galactosidase precursor - Malus domestica (Apple) (Malus sylvestris)not assigned Glyco_hydro_35 LacA	misc.gluco-, galacto- and mannosidases	26_3

CUST_170605_PI403524517	2	0.12755013	0.11926556	0.033215523	-0.32633448	-0.19825363	-0.033215523	35_47520	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q108V0		0	CHR10V5|COORD:22876353..22866049|protein expressed protein	LOC_Os10g43075.2	no description	not assigned.unknown	35_2

CUST_177304_PI403524517	2	0.023808002	-0.49586773	-0.27145672	0.26440668	-0.02380848	0.12491894	35_49322	"Cluster: Putative KIF3 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative KIF3 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q9AWM8	"CHR1V7|COORD:6319725..6323813| HIK (HINKEL); microtubule motor"	AT1G18370.1	CHR01V5|COORD:18477740..18484690|protein kinesin heavy chain, putative, expressed	LOC_Os01g33040.1	"no descriptionvery weakly similar to (65.5)AT1G18370| Symbols: HIK | HIK (HINKEL); microtubule motor | chr1:6319725-6323813 REVERSE"	cell.organisation	31_1

CUST_150450_PI403524517	2	0.055703163	-0.007434845	0.021715164	-0.14731407	0.007434845	-0.1958828	35_42087	"Cluster: Os05g0490800 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0490800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DH55	"CHR2V7|COORD:11535593..11537936| PAG1 (20S proteasome alpha subunit G1); peptidase"	AT2G27020.1	CHR05V5|COORD:24043469..24039230|protein proteasome subunit alpha type 3, putative, expressed	LOC_Os05g41180.1	"no descriptionweakly similar to ( 140)AT2G27020| Symbols: PAG1 | PAG1 (20S proteasome alpha subunit G1); peptidase | chr2:11535593-11537936 REVERSEweakly similar to ( 140)PSA3_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned proteasome_alpha_type_3 proteasome_alpha PRK03996 proteasome_alpha_archeal PRE1 proteasome_alpha_type_5 proteasome_alpha_type_4 proteasome_alpha_type_7 proteasome_alpha_type_6 proteasome_alpha_type_2 proteasome_alpha_type_1"	protein.degradation.ubiquitin.proteasom	29_5_11_20

CUST_49250_PI403524517	2	-0.046759605	-0.32094955	-0.06031704	0.051647186	0.04676056	0.09580612	35_14052	Rep: F20D22.6 protein - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_O64490	"CHR1V7|COORD:1097422..1099701| EIF2 GAMMA (eukaryotic translation initiation factor 2 gamma subunit); translation factor, nucleic acid binding"	AT1G04170.1	CHR12V5|COORD:25613822..25618647|protein eukaryotic translation initiation factor 2 gamma subunit, putative, expressed	LOC_Os12g41400.1	" no descriptionhighly similar to ( 843)AT1G04170| Symbols: EIF2 GAMMA | EIF2 GAMMA (eukaryotic translation initiation factor 2 gamma subunit); translation factor, nucleic acid binding | chr1:1097422-1099701 FORWARDvery weakly similar to (87.4)EFTU_PROWIElongation factor Tu - Prototheca wickerhamiinot assigned not assigned not assigned not assigned not assigned not assigned not assigned GCD11 PRK04000 eIF2_gamma eIF2_gamma_II eIF2_C GTP_EFTU SelB SelB TufB SelB_euk GTP_translation_factor PRK00049 PRK12736 PRK12735 tufA EF_Tu TEF1 PRK12317 PRK10512 GTPBP1 EF1_alpha CysN_ATPS LepA IF2_eIF5B CysN PRK05433 InfB LepA TypA infB "	protein.synthesis.initiation	29_2_3

CUST_82139_PI403524517	2	0.05834961	0.07833147	-0.063803196	-0.05834961	-0.23548746	0.06610155	35_23561	"Cluster: Putative fiber protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative fiber protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8H348	CHR2V7|COORD:6406761..6407837| AGP9 (ARABINOGALACTAN PROTEIN 9)	AT2G14890.1	CHR07V5|COORD:22543261..22541582|protein fiber expressed protein, putative, expressed	LOC_Os07g37620.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 DUF761 PRK07764 Extensin_2	not assigned.unknown	35_2

CUST_28293_PI399408534	2	0.06485462	0.16588593	0.095954895	-0.23797321	-0.22895479	-0.0648551	35_7763	"Cluster: Putative leucine-rich repeat transmembrane protein kinase 1; n=2; Oryza sativa|Rep: Putative leucine-rich repeat transmembrane protein kinase 1 - Oryza"	UniRef90_Q94HG1	CHR3|COORD:4782764..4787174| leucine-rich repeat transmembrane protein kinase, putative, similar to leucine-rich repeat transmembrane protein kinase 1	AT3G14350.3	CHR03V5|COORD:4376265..4382213|protein leucine-rich repeat transmembrane protein kinase 2, putative, expressed	LOC_Os03g08550.1	 no descriptionmoderately similar to ( 243)AT3G14350| Symbols:  | leucine-rich repeat transmembrane protein kinase, putative | chr3:4783122-4787006 REVERSEvery weakly similar to (87.0)PSKR_DAUCAPhytosulfokine receptor precursor - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG4886 	stress.biotic	20_1

CUST_81231_PI403524517	2	-0.06349754	0.094680786	-0.026227951	-0.06546593	0.039608955	0.026228905	35_23302	Rep: Putative leucine zipper protein - Oryza sativa (Rice)	UniRef90_Q9AQW1	CHR3V7|COORD:22303048..22306203| DNA binding	AT3G60320.1	CHR10V5|COORD:21872646..21868425|protein bZIP-like protein, putative, expressed	LOC_Os10g41310.1	no descriptionmoderately similar to ( 419)AT3G60320| Symbols:  | DNA binding | chr3:22303048-22306203 REVERSEDUF632	not assigned.unknown	35_2

CUST_104494_PI403524517	2	-0.014479637	-0.07560539	0.014479637	0.116503716	0.05451584	-0.12715721	35_29778	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_139290_PI403524517	2	0.15315533	-0.35108376	0.012144089	-0.012144089	0.19231033	-0.02964878	35_39067	"Cluster: Os07g0517700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0517700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D617	CHR4V7|COORD:13750674..13751825| plastocyanin-like domain-containing protein	AT4G27520.1	CHR07V5|COORD:19963975..19968222|protein F-box domain containing protein	LOC_Os07g33400.1	no descriptionnot assigned not assigned not assigned not assigned not assigned PRK12323 PRK12678 Tymo_45kd_70kd	not assigned.unknown	35_2

CUST_84028_PI403524517	2	0.04241562	0.10376072	-0.006512642	-0.12160969	-0.14812756	0.0065135956	35_24082	"Cluster: Prolyl 4-hydroxylase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Prolyl 4-hydroxylase-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5VR08	CHR3V7|COORD:10677503..10679499| oxidoreductase, 2OG-Fe(II) oxygenase family protein	AT3G28480.1	CHR01V5|COORD:3827149..3823844|protein prolyl 4-hydroxylase, putative, expressed	LOC_Os01g07920.1	 no descriptionmoderately similar to ( 202)AT3G28480| Symbols:  | oxidoreductase, 2OG-Fe(II) oxygenase family protein | chr3:10677503-10679499 REVERSEnot assigned P4Hc 	amino acid metabolism.degradation.glutamate family.proline	13_2_2_2

CUST_98757_PI403524517	2	0.06462097	0.30710363	0.05513525	-0.36476707	-0.27260303	-0.05513525	35_28192	"Cluster: Putative hexose transporter; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative hexose transporter - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6H454	CHR1V7|COORD:1438323..1441384| hexose transporter, putative	AT1G05030.1	CHR09V5|COORD:13665710..13670301|protein metabolite transport protein csbC, putative, expressed	LOC_Os09g23110.1	 no descriptionmoderately similar to ( 345)AT1G05030| Symbols:  | hexose transporter, putative | chr1:1438323-1441384 REVERSEvery weakly similar to (88.6)STA_RICCOSugar carrier protein A - Ricinus communis (Castor bean)not assigned not assigned not assigned not assigned not assigned not assigned not assigned Sugar_tr xylE MFS_1 ProP AraJ PRK11551 	transporter.sugars	34_2

CUST_160015_PI403524517	2	-0.071920395	0.09440327	-0.03602791	0.03602791	0.10787296	-0.07692909	35_44657	"Cluster: Adapter-related protein complex 1 beta 1 subunit, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Adapter-related protein"	UniRef90_Q10LA0	CHR4V7|COORD:6920603..6925439| beta-adaptin, putative	AT4G11380.1	CHR03V5|COORD:13571924..13565574|protein AP-1 complex subunit beta-1, expressed	LOC_Os03g23950.1	no description	not assigned.unknown	35_2

CUST_88045_PI403524517	2	-0.050847054	0.7498169	0.10554409	-0.124025345	0.017187119	-0.017187119	35_25207	Rep: H0413E07.5 protein - Oryza sativa (Rice)	UniRef90_Q25A77	CHR2V7|COORD:5121963..5125568| ubiquitin-associated (UBA)/TS-N domain-containing protein	AT2G12550.1	CHR04V5|COORD:32569646..32575099|protein UBA/TS-N domain containing protein, expressed	LOC_Os04g55150.2	no descriptionmoderately similar to ( 281)AT2G12550| Symbols:  | ubiquitin-associated (UBA)/TS-N domain-containing protein | chr2:5121963-5125568 FORWARDnot assigned	protein.degradation.ubiquitin	29_5_11

CUST_18349_PI403524517	2	0.012638092	0.22529507	0.05425644	-0.14171124	-0.0670414	-0.012639046	35_5305	"Cluster: Putative RNA polymerase II complex component SRB7; n=1; Sorghum bicolor|Rep: Putative RNA polymerase II complex component SRB7 - Sorghum bicolor (Sorgh"	UniRef90_Q8W0T0	"CHR4V7|COORD:2431118..2433395| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G33450.1); similar to RNA polymerase II complex component SRB7"	AT4G04780.1	CHR08V5|COORD:2009219..2006892|protein RNA polymerase II complex component SRB7, putative, expressed	LOC_Os08g04150.1	"no descriptionweakly similar to ( 108)AT4G04780| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G33450.1); similar to RNA polymerase II complex component SRB7 protein-like [Oryza sativa (japonica cultivar-group)] (GB:BAD03057.1); contains domain FAMILY NOT NAMED (PTHR13381); contains domain gb def: Hypothetical protein C24H11.9 (PTHR13381:SF2) | chr4:2431118-2433364 FORWARDnot assigned"	not assigned.unknown	35_2

CUST_168790_PI403524517	2	0.39929295	-0.9055071	-0.08283615	0.47920704	-0.0667634	0.06676388	35_47006	"Cluster: GAMYB-binding protein; n=2; Hordeum vulgare subsp. vulgare|Rep: GAMYB-binding protein - Hordeum vulgare var. distichum (Two-rowed barley)"	UniRef90_Q6J6M8	"CHR3V7|COORD:22806679..22808928| ATPOB1 (Arabidopsis thaliana POZ/BTB containing-protein 1); protein binding"	AT3G61600.1	CHR02V5|COORD:9082727..9088011|protein GAMYB-binding protein, putative, expressed	LOC_Os02g16000.2	"no descriptionvery weakly similar to (61.2)AT3G61600| Symbols: ATPOB1 | ATPOB1 (Arabidopsis thaliana POZ/BTB containing-protein 1); protein binding | chr3:22806679-22809044 FORWARD"	not assigned.no ontology.BTB/POZ domain-containing protein	35_1_9

CUST_160599_PI403524517	2	0.39064932	0.87660074	0.045250893	-0.21474123	-0.10710621	-0.045250416	35_44815	"Cluster: Nuclear inhibitor of PP1-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Nuclear inhibitor of PP1-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8H4Y5	CHR5V7|COORD:19368622..19369805| forkhead-associated domain-containing protein / FHA domain-containing protein	AT5G47790.1	CHR08V5|COORD:14195291..14188413|protein FHA domain containing protein, expressed	LOC_Os08g23680.3	no description	not assigned.unknown	35_2

CUST_16549_PI403524517	2	0.072628975	-0.12968731	-0.33941936	0.08255386	0.13980675	-0.072628975	35_4780	"Cluster: Hypothetical protein P0470A12.38; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0470A12.38 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5N7W9	"CHR3V7|COORD:2387297..2388349| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G07460.1); similar to hypothetical protein [Nicotiana tabacum]"	AT3G07470.1	CHR01V5|COORD:40129336..40128313|protein expressed protein	LOC_Os01g68500.1	"no descriptionweakly similar to ( 128)AT3G07470| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G07460.1); similar to hypothetical protein [Nicotiana tabacum] (GB:CAI84656.1); contains InterPro domain Protein of unknown function DUF538; (InterPro:IPR007493) | chr3:2387297-2388349 REVERSEnot assigned not assigned not assigned not assigned not assigned DUF538 PRK12323 PRK07764 TT_ORF1"	not assigned.unknown	35_2

CUST_17588_PI403524517	2	0.11433411	-0.008419991	0.22211075	0.008419514	-0.32708168	-0.050389767	35_5080	"Cluster: Putative phosphatidylserine receptor long form; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative phosphatidylserine receptor long form - Oryza"	UniRef90_Q75LR4	CHR1V7|COORD:29457716..29462011| transcription factor jumonji (jmjC) domain-containing protein	AT1G78280.1	CHR03V5|COORD:15592989..15600352|protein transferase, transferring glycosyl groups, putative, expressed	LOC_Os03g27250.1	no descriptionmoderately similar to ( 272)AT1G78280| Symbols:  | transcription factor jumonji (jmjC) domain-containing protein | chr1:29457716-29462011 FORWARD	not assigned.no ontology.transcription factor jumonji (jmjC) domain-containing protein	35_1_17

CUST_28994_PI399408534	2	0.21164322	0.22533417	0.13094425	-0.36809444	-0.23664951	-0.1309452	35_1165	"Cluster: Putative splicing factor; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative splicing factor - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5ZCD9	"CHR2V7|COORD:15677451..15679410| RSZ33 (Arginine/serine-rich Zinc knuckle-containing protein 33); nucleic acid binding / nucleotide binding / zinc"	AT2G37340.1	CHR01V5|COORD:2986048..2983131|protein splicing factor, arginine/serine-rich 4, putative, expressed	LOC_Os01g06290.1	" no descriptionmoderately similar to ( 232)AT2G37340| Symbols: ATRSZ33, RSZ33 | RSZ33 (Arginine/serine-rich Zinc knuckle-containing protein 33); nucleic acid binding / nucleotide binding / zinc ion binding | chr2:15677451-15679410 REVERSEvery weakly similar to (52.4)GRP2_NICSYGlycine-rich protein 2 - Nicotiana sylvestris (Wood tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned RRM RRM_1 COG0724 AIR1 "	RNA.processing.splicing	27_1_1

CUST_25541_PI403524517	2	0.028601646	-0.6345444	-0.028601646	0.17720985	0.40038204	-0.093616486	35_7401	"Cluster: Putative seven transmembrane protein Mlo7; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative seven transmembrane protein Mlo7 - Oryza sativa (j"	UniRef90_Q6H7L8	"CHR4|COORD:1143962..1147422| similar to seven transmembrane MLO family protein / MLO-like protein 15 (MLO15) [Arabidopsis thaliana] (TAIR:At2g44110.1);"	AT4G02600.2	CHR02V5|COORD:5442079..5447379|protein MLO-like protein 2, putative, expressed	LOC_Os02g10350.1	" no descriptionweakly similar to ( 157)AT4G02600| Symbols: MLO1, ATMLO1 | ATMLO1/MLO1 (MILDEW RESISTANCE LOCUS O 1); calmodulin binding | chr4:1144141-1147156 FORWARDweakly similar to ( 108)MLOH1_HORVUMLO protein homolog 1 - Hordeum vulgare (Barley)Mlo "	stress.biotic	20_1

CUST_19955_PI403524517	2	0.19579315	-0.16947746	-0.1525898	0.057335854	-0.057336807	0.1017189	35_5785	"Cluster: Riboflavin synthase, alpha subunit family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Riboflavin synthase, alpha subunit"	UniRef90_Q2QP59	CHR2V7|COORD:8930423..8931702| lumazine-binding family protein	AT2G20690.1	CHR12V5|COORD:21603682..21605812|protein riboflavin synthase alpha chain, putative, expressed	LOC_Os12g35580.1	no descriptionvery weakly similar to (95.9)AT2G20690| Symbols:  | lumazine-binding family protein | chr2:8930423-8931702 FORWARDnot assigned RibC PRK09289 PRK13020 Lum_binding	Co-factor and vitamine metabolism.riboflavin.riboflavin synthase	18_3_2

CUST_5343_PI404877155	2	-0.017044067	-0.38906097	-0.123576164	0.18833351	0.017044067	0.07372856	Contig16954_at	P0552C05.25 [Oryza sativa (japonica cultivar-group)]	NP_914200.1	expressed protein	At4g37920.1	protein hypothetical protein	Os01g20110	"similar to expressed protein [Arabidopsis thaliana] (TAIR:At1g36320.1); similar to P0552C05.25 [Oryza sativa (japonica cultivar-group)] (GB:NP_914200.1)"	PS.lightreaction.cyclic electron flow-chlororespiration	1_01_40

CUST_369_PI399407379	2	0.3374281	-0.47462177	-0.2992611	-0.014444351	0.02748108	0.014444351	HvHK13									

CUST_14130_PI404877155	2	0.23662853	-0.49835587	-0.44024086	0.4127035	0.18405724	-0.18405628	Contig7955_s_at	putative receptor kinase [Oryza sativa (japonica cultivar-group)] dbj|BAB92579.1| putative receptor-like kinase [Oryza sativa (japonica cult	NP_916407.1	S-receptor protein kinase, putative	At1g65800.1	protein S-locus glycoprotein family, putative	Os01g57510	"ARABIDOPSIS RECEPTOR KINASE 2;S-receptor protein kinase, putative, similar to PIR:T05180:T05180 S-receptor kinase ARK3 precursor - (Arabidopsis thaliana)"	signalling.receptor kinases.S-locus glycoprotein like	30_2_24

CUST_154285_PI403524517	2	0.25127792	-0.033186913	0.03318596	-0.06998825	-0.25602722	0.13923454	35_43116	Rep: Unconventional myosin heavy chain - Zea mays (Maize)	UniRef90_Q9XEI4	"CHR5V7|COORD:6927066..6936827| XIK (Myosin-like protein XIK); motor/ protein binding"	AT5G20490.1	CHR03V5|COORD:27336685..27324008|protein myosin XI, putative, expressed	LOC_Os03g48140.1	" no descriptionvery weakly similar to (66.2)AT5G20490| Symbols: ATXIK, XIK | XIK (Myosin-like protein XIK); motor/ protein binding | chr5:6927066-6936827 REVERSEMyosin_N "	cell.organisation	31_1

CUST_30593_PI403524517	2	0.16738033	-0.4066162	-7.3719025E-4	0.024599075	7.3719025E-4	-0.009016991	35_8831	"Cluster: Os01g0251000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0251000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JP16	CHR3V7|COORD:2194385..2196510| PDE320 (PIGMENT DEFECTIVE 320)	AT3G06960.1	CHR01V5|COORD:8281220..8285922|protein expressed protein	LOC_Os01g14820.1	no descriptionweakly similar to ( 123)AT3G06960| Symbols: PDE320 | PDE320 (PIGMENT DEFECTIVE 320) | chr3:2195222-2196510 REVERSE	not assigned.unknown	35_2

CUST_14104_PI399408534	2	0.0028133392	-0.44170666	-0.0200634	-0.0028133392	0.117684364	0.09291649	35_22771	"Cluster: Cleavage and polyadenylation specificity factor subunit 2; n=2; Oryza sativa|Rep: Cleavage and polyadenylation specificity factor subunit 2 - Oryza sat"	UniRef90_Q652P4	CHR5V7|COORD:8052553..8058150| CPSF100 (ENHANCED SILENCING PHENOTYPE 5)	AT5G23880.1	CHR09V5|COORD:22727019..22719823|protein cleavage and polyadenylation specificity factor, 100 kDa subunit, putative, expressed	LOC_Os09g39590.1	 no descriptionvery weakly similar to (84.0)AT5G23880| Symbols: EMB1265, ESP5, ATCPSF100, CPSF100 | CPSF100 (ENHANCED SILENCING PHENOTYPE 5) | chr5:8052553-8058150 FORWARDweakly similar to ( 114)CPSF2_ORYSAnot assigned 	RNA.processing	27_1

CUST_166754_PI403524517	2	-0.40578842	1.2595129	-0.007820129	0.078969	0.007820129	-0.52036	35_46455	"Cluster: Hypothetical protein OSJNBa0002J24.5; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0002J24.5 - Oryza sativa (japonica cu"	UniRef90_Q8W5H6	CHR5V7|COORD:17342304..17342917| similar to hypothetical protein MtrDRAFT_AC141109g4v1 [Medicago truncatula] (GB:ABE79896.1)	AT5G43150.1	CHR07V5|COORD:847265..848060|protein expressed protein	LOC_Os07g02460.1	no description	not assigned.unknown	35_2

CUST_50052_PI403524517	2	0.015522003	0.2193222	-0.07372856	-0.015522003	-0.03246498	0.037561417	35_14286	0	0	0	0	CHR09V5|COORD:9842456..9842881|protein hypothetical protein	LOC_Os09g16140.1	no description	not assigned.unknown	35_2

CUST_31280_PI403524517	2	-0.029015541	0.029014587	-0.08825016	0.1476326	0.046448708	-0.10431671	35_9028	"Cluster: Putative Hydroquinone glucosyltransferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Hydroquinone glucosyltransferase - Oryza sativa"	UniRef90_Q6ESV8	CHR1V7|COORD:154566..156011| UDP-glucoronosyl/UDP-glucosyl transferase family protein	AT1G01420.1	CHR02V5|COORD:8093844..8092151|protein hydroquinone glucosyltransferase, putative, expressed	LOC_Os02g14680.1	no descriptionvery weakly similar to (75.5)AT1G01420| Symbols:  | UDP-glucoronosyl/UDP-glucosyl transferase family protein | chr1:154566-156011 REVERSE	secondary metabolism.flavonoids.dihydroflavonols	16_8_3

CUST_136798_PI403524517	2	0.015808582	0.5961175	-0.015808582	-0.22843695	-0.6502309	0.17563868	35_38364	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_57904_PI403524517	2	0.028465271	-0.028465271	0.133852	-0.04263878	-0.03355789	0.079366684	35_16506	"Cluster: Copine I-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Copine I-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5JMT9	"CHR5|COORD:25623997..25626213| similar to copine-related [Arabidopsis thaliana] (TAIR:At3g01650.1); similar to P0401G10.23 [Oryza sativa"	AT5G63970.2	CHR01V5|COORD:42682246..42677791|protein copine-4, putative, expressed	LOC_Os01g73000.3	no descriptionmoderately similar to ( 376)AT5G63970| Symbols:  | protein binding / zinc ion binding | chr5:25624232-25626142 REVERSEnot assigned vWA_copine_like Copine	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_65578_PI403524517	2	0.21738148	-0.82966805	-0.71817875	0.18378067	0.023519516	-0.023519516	35_18726	"Cluster: Putative serine carboxypeptidase II, CP-MII; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative serine carboxypeptidase II, CP-MII - Oryza sativ"	UniRef90_Q5ZA26	"CHR3V7|COORD:5855867..5859163| SCPL33 (serine carboxypeptidase-like 33); serine carboxypeptidase"	AT3G17180.1	CHR01V5|COORD:12878655..12897861|protein SCPL33, putative, expressed	LOC_Os01g22954.1	"no descriptionmoderately similar to ( 342)AT3G17180| Symbols: SCPL33 | SCPL33 (serine carboxypeptidase-like 33); serine carboxypeptidase | chr3:5855867-5859163 REVERSEmoderately similar to ( 219)CBP21_HORVUSerine carboxypeptidase II-1 precursor - Hordeum vulgare (Barley)not assigned Peptidase_S10 COG2939"	protein.degradation.serine protease	29_5_5

CUST_9201_PI403524517	2	0.053928375	0.3856249	0.054735184	-0.12685585	-0.11780071	-0.053928375	35_2586	"Cluster: Not1 N-terminal domain, CCR4-Not complex component family protein, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Not1 N-terminal domain,"	UniRef90_Q10FX7	CHR5V7|COORD:6021612..6027033| transcription regulator NOT2/NOT3/NOT5 family protein	AT5G18230.1	CHR03V5|COORD:25288499..25299206|protein CCR4-NOT transcription complex subunit 3, putative, expressed	LOC_Os03g44900.2	no description	not assigned.unknown	35_2

CUST_4716_PI404877155	2	-0.056960106	0.06375694	-0.053964615	-0.060167313	0.108623505	0.05396557	Contig15946_at	putative serine palmitoyltransferase [Oryza sativa (japonica cultivar-group)] gb|AAP52538.1| putative serine palmitoyltransferase [Oryza sat	NP_920251.1	aminotransferase class I and II family protein	At4g36480.1	protein aminotransferase, classes I and II, putative	Os03g14800	aminotransferase class I and II family protein, similar to Serine palmitoyltransferase 1 (EC 2.3.1.50) from Homo sapiens (SP:O15269), Mus musculus (SP:O35704), Cricetulus griseus (SP:O54695) or  similar to serine C-palmitoyltransferase (LCB2) [Arabidopsis	lipid metabolism.'exotics' (steroids, squalene etc).sphingolipids	11_8_1

CUST_6043_PI403524517	2	0.076737404	0.15670204	0.02938652	-0.43788242	-0.643651	-0.029387474	35_1669	"Cluster: Os01g0914300 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0914300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JGN6	CHR5V7|COORD:22484786..22485100| protease inhibitor/seed storage/lipid transfer protein (LTP) family protein	AT5G55450.1	CHR01V5|COORD:40166064..40167294|protein protease inhibitor/seed storage/LTP family protein, expressed	LOC_Os01g68589.1	no descriptionvery weakly similar to (54.3)AT5G55450| Symbols:  | protease inhibitor/seed storage/lipid transfer protein (LTP) family protein | chr5:22484786-22485100 FORWARDnsLTP_like	misc.protease inhibitor/seed storage/lipid transfer protein (LTP) family protein	26_21

CUST_58334_PI403524517	2	0.09883118	-0.06222534	-0.08992863	-0.047595978	0.047595024	0.12290478	35_16637	"Cluster: Eukaryotic peptide chain release factor subunit 1-3; n=2; Oryza sativa (japonica cultivar-group)|Rep: Eukaryotic peptide chain release factor subunit 1"	UniRef90_Q75I90	"CHR3V7|COORD:9790091..9791398| ERF1-3 (EUKARYOTIC RELEASE FACTOR 1-3); translation release factor"	AT3G26618.1	CHR07V5|COORD:23907320..23903225|protein eukaryotic peptide chain release factor subunit 1-1, putative, expressed	LOC_Os07g39870.3	"no descriptionhighly similar to ( 790)AT3G26618| Symbols: ERF1-3 | ERF1-3 (EUKARYOTIC RELEASE FACTOR 1-3); translation release factor | chr3:9790091-9791398 FORWARDnot assigned eRF1 PRK04011 eRF1_1 eRF1_2 eRF1_3 PelA"	protein.synthesis.release	29_2_5

CUST_17239_PI404877155	2	0.005517006	0.09902859	-0.005517006	-0.04580593	0.0755291	-0.010651588	HT09C21r_s_at	putative 3-beta hydroxysteroid dehydrogenase/isomerase [Oryza sativa (japonica cultivar-group)] ref|XP_470921.1| putative 3-beta hydroxyster	AAP50920.1	3-beta hydroxysteroid dehydrogenase/isomerase family protein	At2g26260.1	protein putative 3-beta hydroxysteroid dehydrogenase/isomerase	Os03g29170	"3-beta hydroxysteroid dehydrogenase/isomerase family protein, contains Pfam profile PF01073 3-beta hydroxysteroid dehydrogenase/isomerase domain; similar to NAD(P)-dependent steroid dehydrogenase from Homo sapiens (SP:Q15738), Mus musculus (SP:Q9R1J0) or"	lipid metabolism.'exotics' (steroids, squalene etc)	11_8

CUST_80463_PI403524517	2	0.115940094	0.30121803	0.13061142	-0.115940094	-0.14192104	-0.34052896	35_23075	"Cluster: SAP domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: SAP domain containing protein, expressed - Oryza sativa (jap"	UniRef90_Q2R486	CHR5V7|COORD:25430831..25432625| SAP domain-containing protein	AT5G63460.2	CHR11V5|COORD:16507642..16513454|protein DNA binding protein, putative, expressed	LOC_Os11g29340.1	no descriptionvery weakly similar to (91.7)AT5G63460| Symbols:  | SAP domain-containing protein | chr5:25430831-25432625 REVERSE	DNA.unspecified	28_99

CUST_29213_PI403524517	2	-0.009268761	0.49564838	0.009269714	-0.14885426	-0.051190376	0.07892609	35_8443	"Cluster: Hypothetical protein OSJNBb0093E13.16; n=3; Oryza sativa|Rep: Hypothetical protein OSJNBb0093E13.16 - Oryza sativa (Rice)"	UniRef90_Q94GH6	CHR4V7|COORD:642755..644190| ARV2	AT4G01510.1	CHR03V5|COORD:32493417..32490276|protein ARV2, putative	LOC_Os03g57090.1	no descriptionvery weakly similar to (84.3)AT4G01510| Symbols: ARV2 | ARV2 | chr4:642755-644190 FORWARDArv1	lipid metabolism.'exotics' (steroids, squalene etc).sphingolipids	11_8_1

CUST_19923_PI403524517	2	0.26369667	0.10719633	0.04763794	-0.2361784	-0.3918743	-0.04763794	35_5777	"Cluster: Putative kinesin heavy chain; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative kinesin heavy chain - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5JKW1	CHR5V7|COORD:16533862..16539620| kinesin motor protein-related	AT5G41310.1	CHR01V5|COORD:31426241..31433674|protein ATP binding protein, putative, expressed	LOC_Os01g54080.1	no description	not assigned.unknown	35_2

CUST_5148_PI403524517	2	-0.15372467	-0.047388077	0.047387123	0.09987545	0.11160183	-0.18945694	35_1415	"Cluster: Malate dehydrogenase [NADP], chloroplast precursor; n=2; Papilionoideae|Rep: Malate dehydrogenase [NADP], chloroplast precursor - Pisum sativum (Garden"	UniRef90_P21528	CHR5V7|COORD:23597236..23599513| malate dehydrogenase (NADP), chloroplast, putative	AT5G58330.1	CHR08V5|COORD:28008211..28013427|protein malate dehydrogenase 1, chloroplast precursor, putative, expressed	LOC_Os08g44810.1	 no descriptionmoderately similar to ( 444)AT5G58330| Symbols:  | malate dehydrogenase (NADP), chloroplast, putative | chr5:23597236-23599513 REVERSEmoderately similar to ( 496)MDHP_MAIZEMalate dehydrogenase [NADP], chloroplast precursor - Zea mays (Maize)not assigned MDH_choloroplast MDH MDH_cytoplasmic_cytosolic LDH_MDH PRK05442 Ldh_1_C Ldh_1_N MDH_1B Mdh 	TCA / org. transformation.other organic acid transformaitons.cyt MDH	8_2_9

CUST_74679_PI403524517	2	-0.0075597763	-0.19606304	0.0075588226	-0.028787613	0.017123222	0.09371185	35_21413	"Cluster: Hypothetical protein At1g78420; n=1; Arabidopsis thaliana|Rep: Hypothetical protein At1g78420 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q93YV5	CHR1V7|COORD:29510171..29512165| protein binding / zinc ion binding	AT1G78420.1	CHR06V5|COORD:2831463..2835302|protein expressed protein	LOC_Os06g06120.1	no descriptionweakly similar to ( 132)AT1G78420| Symbols:  | protein binding / zinc ion binding | chr1:29510171-29512165 FORWARDnot assigned	not assigned.unknown	35_2

CUST_5243_PI404877155	2	0.17874908	0.088397026	-0.17100525	0.115091324	-0.106749535	-0.08839798	Contig16785_at	At1g30520/F26G16_3 [Arabidopsis thaliana] gb|AAP03026.1| acyl-activating enzyme 14 [Arabidopsis thaliana] gb|AAL50080.1| At1g30520/F26G16_3	AAQ65085.1	acyl-activating enzyme 14 (AAE14)	At1g30520.1	protein AMP-binding enzyme, putative	Os08g03630	"acyl-activating enzyme 14 (AAE14), identical to acyl-activating enzyme 14 (Arabidopsis thaliana); similar to SP:Q42524 4-coumarate--CoA ligase 1 (EC 6.2.1.12) (4-coumaroyl-CoA synthase 1) {Arabidopsis thaliana}; contains Pfam profile PF00501: AMP-binding"	lipid metabolism.FA synthesis and FA elongation.acyl coa ligase	11_1_08

CUST_75739_PI403524517	2	0.06457996	0.30238247	0.036942482	-0.13929653	-0.14723587	-0.036942482	35_21710	Rep: Zinc finger homeobox protein 4 - Gallus gallus (Chicken)	UniRef90_O73590	"CHR5V7|COORD:152574..154294| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G22795.1); similar to hypothetical protein DDBDRAFT_0192009 [Dictyosteli"	AT5G01370.1	CHR07V5|COORD:586973..587809|protein retrotransposon protein, putative, unclassified	LOC_Os07g01970.1	no description	not assigned.unknown	35_2

CUST_101859_PI403524517	2	0.615962	0.07252169	0.20231104	-0.21311188	-0.41674423	-0.07252169	35_29060	"Cluster: TRNA pseudouridine synthase family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: TRNA pseudouridine synthase family protein, exp"	UniRef90_Q10LR0	CHR2V7|COORD:12932805..12934973| tRNA pseudouridine synthase family protein	AT2G30320.1	CHR03V5|COORD:12574469..12570504|protein TRNA pseudouridine synthase, putative, expressed	LOC_Os03g21980.1	no descriptionweakly similar to ( 144)AT2G30320| Symbols:  | tRNA pseudouridine synthase family protein | chr2:12932805-12934973 REVERSEnot assigned not assigned PseudoU_synth_PUS1_PUS2 TruA truA PseudoU_synth_TruA_like PseudoU_synth_EcTruA	protein.aa activation	29_1

CUST_32073_PI403524517	2	0.2192254	0.4174385	0.046253204	-0.37618828	-0.04625368	-0.70974207	35_9250	"Cluster: Os07g0578200 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0578200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D566	CHR3V7|COORD:22194554..22196917| lactose permease-related	AT3G60070.1	CHR07V5|COORD:23387680..23395217|protein expressed protein	LOC_Os07g39010.1	" no descriptionmoderately similar to ( 276)AT2G44280| Symbols:  | similar to lactose permease-related [Arabidopsis thaliana] (TAIR:AT3G60070.1); similar to Os07g0578200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001060093.1); similar to sugar transport protein-like [Oryza sativa (japonica cultivar-group)] (GB:BAC83077.1); contains domain Multidrug resistance ABC transporter MsbA, N-terminal domain (SSF90123) | chr2:18308639-18311003 REVERSEnot assigned MelB PRK10429 "	not assigned.unknown	35_2

CUST_50077_PI403524517	2	-0.0042676926	0.025550842	-0.019485474	0.034926414	-0.0125494	0.0042676926	35_14294	"Cluster: Os05g0549000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0549000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DG77	CHR2V7|COORD:268974..272355| epsin N-terminal homology (ENTH) domain-containing protein	AT2G01600.1	CHR05V5|COORD:27160251..27153385|protein clathrin assembly protein, putative, expressed	LOC_Os05g47550.1	no descriptionhighly similar to ( 591)AT2G01600| Symbols:  | epsin N-terminal homology (ENTH) domain-containing protein | chr2:268974-272355 FORWARDnot assigned not assigned ANTH ANTH_AP180_CALM ENTH ENTH	not assigned.no ontology.epsin N-terminal homology (ENTH) domain-containing protein	35_1_21

CUST_48882_PI403524517	2	0.16236877	-0.06415081	0.03755188	-0.030378342	-4.6539307E-4	4.6539307E-4	35_13958	"Cluster: Os06g0595700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0595700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DB77	0	0	CHR02V5|COORD:34822623..34825453|protein transposon protein, putative, CACTA, En/Spm sub-class	LOC_Os02g56830.1	no description	not assigned.unknown	35_2

CUST_16635_PI403524517	2	0.011544228	-0.2219963	0.007163048	-0.030619621	-0.007162094	0.13372707	35_4804	"Cluster: Os02g0217800 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0217800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E2S3	"CHR5|COORD:9149230..9153505| NOL1/NOP2/sun family protein, similar to NOL1R (Homo sapiens) GI:16226071; contains Pfam profile PF01189: NOL1/NOP2/sun family"	AT5G26180.2	CHR02V5|COORD:6582328..6587404|protein NOL1R, putative, expressed	LOC_Os02g12600.1	no descriptionhighly similar to ( 509)AT5G26180| Symbols:  | NOL1/NOP2/sun family protein | chr5:9149256-9152598 FORWARDnot assigned not assigned not assigned Sun Nol1_Nop2_Fmu yebU PRK10901	not assigned.no ontology	35_1

CUST_17728_PI404877155	2	0.11135578	1.3902893	-0.14068604	-0.111356735	-0.26675224	0.18151188	HV06K05u_s_at	putative electron transfer oxidoreductase [Oryza sativa (japonica cultivar-group)] gb|AAP54621.1| putative electron transfer oxidoreductase	NP_922334.1	electron transfer flavoprotein-ubiquinone oxidoreductase family protein	At2g43400.1	protein putative electron transfer oxidoreductase	Os10g37210	"ETFQO;electron transfer flavoprotein-ubiquinone oxidoreductase family protein, contains Pfam profile: PF05187 Electron transfer flavoprotein-ubiquinone   oxidoreductase"	mitochondrial electron transport / ATP synthesis.electron transfer flavoprotein	9_3

CUST_54920_PI403524517	2	0.08235645	-0.5403576	-0.15163994	0.034817696	0.075424194	-0.034816742	35_15633	"Cluster: Putative glyceraldehyde-3-phosphate dehydrogenase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative glyceraldehyde-3-phosphate dehydrogenase -"	UniRef90_Q655W2	"CHR1V7|COORD:29921125..29923981| GAPCP-1; glyceraldehyde-3-phosphate dehydrogenase"	AT1G79530.1	CHR02V5|COORD:3868110..3872942|protein glyceraldehyde-3-phosphate dehydrogenase, cytosolic, putative, expressed	LOC_Os02g07490.1	" no descriptionhighly similar to ( 597)AT1G79530| Symbols: GAPCP-1 | GAPCP-1; glyceraldehyde-3-phosphate dehydrogenase | chr1:29921125-29923981 REVERSEmoderately similar to ( 476)G3PC_PINSYGlyceraldehyde-3-phosphate dehydrogenase, cytosolic - Pinus sylvestris (Scots pine)not assigned GapA PRK07729 PRK07403 PRK08955 Gp_dh_C PRK08289 Gp_dh_N PRK04207 "	glycolysis.glyceraldehyde 3-phosphate dehydrogenase	4_9

CUST_132073_PI403524517	2	-0.15358734	-0.020551682	0.020549774	0.088718414	0.06248474	-0.08982086	35_37093	Rep: PZE40 protein - Hordeum vulgare (Barley)	UniRef90_Q06804	CHR3V7|COORD:6559180..6562050| leucine-rich repeat family protein / extensin family protein	AT3G19020.1	CHR05V5|COORD:583802..584913|protein metallothionein-like protein type 2, putative, expressed	LOC_Os05g02070.3	no descriptionnot assigned PRK07764 DUF1750 DUF1421 PRK12323	not assigned.unknown	35_2

CUST_167405_PI403524517	2	0.27775383	0.07291317	-0.07291317	-0.18913746	0.28694725	-0.30798864	35_46626	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_8811_PI404877155	2	0.15108538	-0.13991165	-0.039022923	0.039022923	-0.5726414	0.048110485	Contig26343_at	OSJNBa0016N04.14 [Oryza sativa (japonica cultivar-group)] emb|CAD40705.2| OSJNBb0042I07.2 [Oryza sativa (japonica cultivar-group)]	CAD40630.2	S-locus protein kinase, putative	At1g61480.1	protein Similar to stem rust resistance protein	Os11g11780	protein kinase family protein, contains Pfam domain, PF00069: Protein kinase domain	signalling.receptor kinases.S-locus glycoprotein like	30_2_24

CUST_71316_PI403524517	2	-0.171134	0.28640747	0.075115204	-0.12775326	0.057073593	-0.057074547	35_20431	"Cluster: Protein kinase 6-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Protein kinase 6-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8LQ53	CHR3V7|COORD:191102..193265| protein kinase, putative	AT3G01490.1	CHR05V5|COORD:28680614..28676880|protein ATP binding protein, putative, expressed	LOC_Os05g50190.1	 no descriptionhighly similar to ( 529)AT3G01490| Symbols:  | protein kinase, putative | chr3:191102-193265 REVERSEvery weakly similar to (96.3)CRI4_MAIZEPutative receptor protein kinase CRINKLY4 precursor - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pkinase_Tyr PTKc TyrKc S_TKc S_TKc Pkinase PTKc_Fes_like PTKc_Csk_like PTKc_Syk_like PTKc_Ack_like PTKc_Tec_like PTKc_Jak_rpt2 PTKc_InsR_like PTKc_Chk PTKc_FAK PTKc_Met_Ron PTKc_FGFR PTKc_EphR PTKc_Fes PTKc_Fer PTKc_ALK_LTK PTKc_Src_like PTKc_Musk PTKc_Itk PTKc_Csk PTKc_Jak2_Jak3_rpt2 PTKc_Axl_like PTKc_Abl PTKc_PDGFR PTK_CCK4 PTKc_Ror PTKc_c-ros PTKc_Btk_Bmx PTKc_Tyro3 PTKc_DDR PTKc_Frk_like PTKc_Tec_Rlk PTKc_Zap-70 PTKc_EGFR_like PTK_Ryk PTKc_EphR_B PTKc_FGFR4 PTKc_Syk PTKc_Tie1 PTKc_RET PTKc_Lck_Blk PTKc_Trk PTKc_Srm_Brk PTKc_EphR_A2 PTKc_Tie PTKc_Jak1_rpt2 PTKc_Tyk2_rpt2 PTKc_InsR PTKc_Axl PTKc_EphR_A PTKc_IGF-1R PTKc_Lyn PTKc_FGFR1 PTKc_FGFR3 PTKc_FGFR2 SPS1 PTKc_Tie2 PTKc_Ror1 PTKc_DDR2 PTKc_Kit PTKc_DDR_like PTKc_Fyn_Yrk PTKc_VEGFR PTKc_Yes PTKc_EGFR PTKc_Hck PTKc_TrkC PTKc_PDGFR_beta PTKc_HER4 PTKc_Src PTKc_EphR_A10 PTKc_VEGFR3 PTK_HER3 PTKc_DDR1 PTKc_PDGFR_alpha PTKc_VEGFR2 PTKc_TrkB PTKc_CSF-1R PTKc_TrkA PTKc_HER2 PTKc_Ror2 PTKc_Aatyk PTK_Jak_rpt1 PTKc_Aatyk1_Aatyk3 PTKc_Aatyk2 PTK_Jak2_Jak3_rpt1 PTK_Jak1_rpt1 PTK_Tyk2_rpt1 	protein.postranslational modification	29_4

CUST_104001_PI403524517	2	0.2955432	0.20211554	0.02783537	-0.16041231	-0.02783537	-0.6004863	35_29645	"Cluster: Putative serine carboxypeptidase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative serine carboxypeptidase - Oryza sativa (japonica"	UniRef90_Q69ME0	"CHR3V7|COORD:23449536..23451837| SCPL40 (serine carboxypeptidase-like 40); serine carboxypeptidase"	AT3G63470.1	CHR09V5|COORD:17517474..17512624|protein serine carboxypeptidase family protein, expressed	LOC_Os09g28840.1	"no descriptionvery weakly similar to (59.7)AT3G63470| Symbols: SCPL40 | SCPL40 (serine carboxypeptidase-like 40); serine carboxypeptidase | chr3:23449536-23451837 FORWARDvery weakly similar to (59.7)CBP23_HORVUSerine carboxypeptidase II-3 precursor - Hordeum vulgare (Barley)not assigned Peptidase_S10"	protein.degradation.serine protease	29_5_5

CUST_80502_PI403524517	2	0.021762848	-0.6968584	-0.1417656	0.017947197	0.019853592	-0.017946243	35_23087	"Cluster: Putative octicosapeptide/Phox/Bem1p (PB1) domain-containing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative octicosapeptide/Phox/Bem"	UniRef90_Q6K464	CHR1V7|COORD:23088297..23090552| octicosapeptide/Phox/Bem1p (PB1) domain-containing protein / tetratricopeptide repeat (TPR)-containing	AT1G62390.1	CHR09V5|COORD:2684795..2687382|protein cytoskeletal protein, putative, expressed	LOC_Os09g04990.1	no descriptionmoderately similar to ( 212)AT1G62390| Symbols:  | octicosapeptide/Phox/Bem1p (PB1) domain-containing protein / tetratricopeptide repeat (TPR)-containing protein | chr1:23088297-23090552 REVERSEnot assigned	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_65730_PI403524517	2	-0.039525032	-0.25933075	-0.2616024	0.057929993	0.113199234	0.039525986	35_18773	"Cluster: Putative thaumatin-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative thaumatin-like protein - Oryza sativa (japonica cultivar-gro"	UniRef90_Q69JY6	CHR4V7|COORD:17037872..17038716| pathogenesis-related thaumatin family protein	AT4G36000.1	CHR09V5|COORD:21097786..21100732|protein pathogenesis-related protein 5 precursor, putative, expressed	LOC_Os09g36580.1	no descriptionvery weakly similar to (70.5)AT4G36000| Symbols:  | pathogenesis-related thaumatin family protein | chr4:17037872-17038716 REVERSEvery weakly similar to (50.8)TP1B_MALDOThaumatin-like protein 1b - Malus domestica (Apple) (Malus sylvestris)THN Thaumatin	stress.biotic	20_1

CUST_14179_PI403524517	2	0.045912743	-0.20215702	-0.023783684	0.023784637	-0.05906105	0.20328712	35_4067	"Cluster: Auxin-regulated protein-like protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Auxin-regulated protein-like protein - Oryza sativa (japonica"	UniRef90_Q7XI08	CHR3V7|COORD:8321595..8324116| zinc finger (C3HC4-type RING finger) family protein / ankyrin repeat family protein	AT3G23280.2	CHR07V5|COORD:15241349..15235472|protein protein binding protein, putative, expressed	LOC_Os07g26490.1	no descriptionmoderately similar to ( 422)AT3G23280| Symbols:  | zinc finger (C3HC4-type RING finger) family protein / ankyrin repeat family protein | chr3:8321595-8324116 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned ANK Arp PRK12323 Atrophin-1	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_58179_PI403524517	2	0.6413255	0.0023436546	-0.0023441315	-0.44036818	-0.8791609	0.5672636	35_16589	"Cluster: Hypothetical protein OSJNBa0054F02.3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0054F02.3 - Oryza sativa (japonica cu"	UniRef90_Q67J26	0	0	CHR09V5|COORD:17337480..17338172|protein EF hand family protein, expressed	LOC_Os09g28510.1	no description	not assigned.unknown	35_2

CUST_64590_PI403524517	2	0.14888191	-0.35555172	0.026435852	-0.08269596	-0.0122413635	0.01224041	35_18440	Rep: OSIGBa0101P20.5 protein - Oryza sativa (Rice)	UniRef90_Q01I77	CHR5V7|COORD:145864..146910| similar to Os04g0508100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001053268.1)	AT5G01350.1	CHR04V5|COORD:25166339..25169681|protein expressed protein	LOC_Os04g42910.1	no descriptionvery weakly similar to (74.3)AT5G01350| Symbols:  | similar to Os04g0508100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001053268.1) | chr5:145864-146910 REVERSE	not assigned.unknown	35_2

CUST_6126_PI404877155	2	0.28847647	0.22851849	-0.020440102	-0.50508213	0.020440578	-0.07200146	Contig18445_at	OSJNBa0043L09.4 [Oryza sativa (japonica cultivar-group)]	CAE02985.2	S-locus protein kinase, putative (ARK3)	At4g21380.1	protein Similar to receptor-like kinase	Os04g54070	S-locus protein kinase, putative (ARK3), identical to PIR:T05180:T05180 S-receptor kinase ARK3 precursor - (Arabidopsis thaliana)	signalling.receptor kinases.S-locus glycoprotein like	30_2_24

CUST_2522_PI403524517	2	0.041939735	-1.062706	-0.0975914	0.14921665	0.11371136	-0.04193878	35_685	"Cluster: 40S ribosomal protein S3a; n=5; Oryza sativa|Rep: 40S ribosomal protein S3a - Oryza sativa (Rice)"	UniRef90_P49397	CHR4V7|COORD:16548729..16550227| 40S ribosomal protein S3A (RPS3aB)	AT4G34670.1	CHR12V5|COORD:12271705..12267718|protein 40S ribosomal protein S3a, putative, expressed	LOC_Os12g21798.1	no descriptionmoderately similar to ( 398)AT4G34670| Symbols:  | 40S ribosomal protein S3A (RPS3aB) | chr4:16548729-16550227 FORWARDmoderately similar to ( 427)RS3A_ORYSAnot assigned Ribosomal_S3Ae RPS1A PRK04057	protein.synthesis.misc ribososomal protein	29_2_2

CUST_119151_PI403524517	2	0.26548624	0.36337662	-0.31544828	-0.059762	0.059762	-0.17482328	35_33718	Rep: Generic methyltransferase - Medicago truncatula (Barrel medic)	UniRef90_Q1S1Q1	CHR4V7|COORD:6459724..6461928| dehydration-responsive family protein	AT4G10440.1	CHR01V5|COORD:39432613..39429125|protein ankyrin protein kinase-like, putative, expressed	LOC_Os01g67360.1	no descriptionvery weakly similar to (99.4)AT4G10440| Symbols:  | dehydration-responsive family protein | chr4:6459724-6461928 REVERSEDUF248	stress.abiotic.drought/salt	20_2_3

CUST_16346_PI403524517	2	0.017533302	0.089473724	-0.086411476	-0.10402107	-0.017533302	0.07729912	35_4710	"Cluster: Expressed protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QYN0	"CHR3V7|COORD:19165321..19168113| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G51650.1); similar to Os11g0113200 [Oryza sativa (japonica"	AT3G51640.1	CHR11V5|COORD:608570..614689|protein expressed protein	LOC_Os11g02190.1	"no descriptionweakly similar to ( 102)AT3G51640| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G51650.1); similar to Os11g0113200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001065572.1); similar to Os12g0112600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001065975.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABA91167.2); contains domain no description (G3D.2.20.25.10); contains domain Zinc beta-ribbon (SSF57783) | chr3:19165321-19168113 FORWARD"	not assigned.unknown	35_2

CUST_5889_PI404877155	2	0.23872948	-1.5660148	-0.2804122	0.29306316	0.33362675	-0.23872948	Contig18051_at	putative myb-related protein [Oryza sativa (japonica cultivar-group)]	AAL87171.1	myb family transcription factor	At4g39250.1	protein Myb-like DNA-binding domain, putative	Os06g28630	NONE	RNA.regulation of transcription.MYB domain transcription factor family	27_3_25

CUST_100554_PI403524517	2	-0.13840103	0.6765499	-0.0550375	0.084204674	-0.19641685	0.0550375	35_28700	Rep: RGH1A - Hordeum vulgare (Barley)	UniRef90_Q8LLA9	CHR1V7|COORD:18587903..18590804| disease resistance protein (CC-NBS-LRR class), putative	AT1G50180.1	CHR08V5|COORD:4099049..4103614|protein RGH1A, putative, expressed	LOC_Os08g07330.2	no description	not assigned.unknown	35_2

CUST_119348_PI403524517	2	0.40998697	-0.15942097	-0.15278435	0.03942871	0.058161736	-0.03942871	35_33773	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_353_PI403524517	2	-1.8356323	-0.39364433	0.5978546	0.39364338	0.46387386	-1.1730413	35_93	"Cluster: Leaf-specific thionin precursor [Contains: Leaf-specific thionin; Acidic protein]; n=3; Hordeum vulgare|Rep: Leaf-specific thionin precursor [Contains:"	UniRef90_P09617	CHR1V7|COORD:24609539..24610136| thionin, putative	AT1G66100.1	CHR06V5|COORD:18773644..18772307|protein thionin precursor, putative, expressed	LOC_Os06g32240.1	" no descriptionvery weakly similar to (78.6)AT1G66100| Symbols:  | thionin, putative | chr1:24609539-24610136 REVERSEmoderately similar to ( 268)THN7_HORVUThionin BTH7 precursor [Contains: Thionin BTH7; Acidic protein] - Hordeum vulgare (Barley)Thionin "	stress.biotic	20_1

CUST_31070_PI399408534	2	0.23429155	0.28830004	-0.017962456	0.017962933	-0.28285265	-0.024393082	35_10168	"Cluster: Os03g0436300 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os03g0436300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DQY5	CHR5V7|COORD:23332220..23334909| calmodulin-binding protein	AT5G57580.1	CHR03V5|COORD:18351938..18356498|protein calmodulin binding protein, putative, expressed	LOC_Os03g32160.2	no descriptionweakly similar to ( 115)AT5G57580| Symbols:  | calmodulin-binding protein | chr5:23332220-23334909 REVERSECalmodulin_bind	signalling.calcium	30_3

CUST_2579_PI399408534	2	-0.03881073	-0.12895489	0.12398243	0.038811684	-0.10240555	0.30482388	35_19110	"Cluster: DHHC zinc finger domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: DHHC zinc finger domain containing protein, exp"	UniRef90_Q10NB6	CHR3V7|COORD:21084784..21086852| zinc finger (DHHC type) family protein	AT3G56930.1	CHR03V5|COORD:9286561..9291731|protein DHHC zinc finger domain containing protein, expressed	LOC_Os03g16790.1	no descriptionvery weakly similar to (58.5)AT3G56930| Symbols:  | zinc finger (DHHC type) family protein | chr3:21084784-21086852 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned COG5273 zf-DHHC	RNA.regulation of transcription.unclassified	27_3_99

CUST_88479_PI403524517	2	0.14015102	-0.8644123	0.18549633	-0.14015102	-0.25025463	0.95731735	35_25326	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_97069_PI403524517	2	-0.032705307	0.086883545	0.10769081	0.032704353	-0.10229111	-0.27627182	35_27722	"Cluster: Zinc transporter; n=1; Oryza sativa (japonica cultivar-group)|Rep: Zinc transporter - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6L8F9	"CHR2V7|COORD:12845807..12847189| ZIP6 (ZINC TRANSPORTER 6 PRECURSOR); cation transporter"	AT2G30080.1	CHR05V5|COORD:3788825..3785993|protein ZIP zinc/iron transport family protein, expressed	LOC_Os05g07210.1	"no descriptionmoderately similar to ( 233)AT2G30080| Symbols: ZIP6 | ZIP6 (ZINC TRANSPORTER 6 PRECURSOR); cation transporter | chr2:12845807-12847189 REVERSEnot assigned not assigned not assigned Zip PRK12678 COG0428"	transport.metal	34_12

CUST_74647_PI403524517	2	-0.06576729	-0.13206291	0.08702564	-0.0051107407	0.0051107407	0.16436958	35_21404	"Cluster: Exodeoxyribonuclease III family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Exodeoxyribonuclease III family protein, expressed"	UniRef90_Q2QTX4	CHR3V7|COORD:17942895..17945478| endonuclease/exonuclease/phosphatase family protein	AT3G48425.1	CHR12V5|COORD:10513219..10504246|protein expressed protein	LOC_Os12g18200.1	no descriptionhighly similar to ( 517)AT3G48425| Symbols:  | endonuclease/exonuclease/phosphatase family protein | chr3:17942895-17945478 FORWARDweakly similar to ( 137)APEA_DICDIDNA-(apurinic or apyrimidinic site) lyase - Dictyostelium discoideum (Slime mold)not assigned XthA Exo_endo_phos PRK11756	DNA.synthesis/chromatin structure	28_1

CUST_9547_PI399408534	2	0.36453533	-0.045811653	-0.078061104	0.04028797	-0.04028797	0.23622131	35_7199	"Cluster: Transcription factor rough sheath 2 like protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Transcription factor rough sheath 2 like protein - O"	UniRef90_Q94IB1	"CHR2V7|COORD:15788876..15789979| AS1 (ASYMMETRIC LEAVES 1); DNA binding / transcription factor"	AT2G37630.1	CHR12V5|COORD:23527011..23521388|protein protein ASYMMETRIC LEAVES1, putative, expressed	LOC_Os12g38400.2	" no descriptionweakly similar to ( 111)AT2G37630| Symbols: AtPHAN, AS1, AtMYB91, MYB91 | AS1 (ASYMMETRIC LEAVES 1); DNA binding / transcription factor | chr2:15788876-15789979 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07764 PRK12323 PRK07003 Drf_FH1 Atrophin-1 "	RNA.regulation of transcription.MYB domain transcription factor family	27_3_25

CUST_8121_PI403524517	2	0.0392704	-0.08705139	0.15088654	-0.02056408	-0.017084122	0.017084122	35_2267	Rep: NPL4-like protein - Oryza sativa (Rice)	UniRef90_Q9AS33	CHR2V7|COORD:19636595..19638043| NPL4 family protein	AT2G47970.1	CHR01V5|COORD:15971703..15976386|protein NPL4 family protein, expressed	LOC_Os01g27990.1	no descriptionmoderately similar to ( 425)AT2G47970| Symbols:  | NPL4 family protein | chr2:19636595-19638043 FORWARDhighly similar to ( 614)NPL4_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned NPL4 PRK07003 PRK12323 APC_basic PRK12678 Herpes_BLLF1 Tymo_45kd_70kd PRK07764 NPL4 Atrophin-1 DUF566 AF-4 DUF1509 PRK09169 HPC2 IER TT_ORF1 KAR9 DUF936 PRK05648	not assigned.no ontology	35_1

CUST_62463_PI403524517	2	-0.041353226	0.62693787	0.041353226	-0.15529633	-0.05469227	0.080290794	35_17812	"Cluster: OJ991113_30.3 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OJ991113_30.3 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7FAB1	"CHR1V7|COORD:25340364..25341118| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G24350.1); similar to Os08g0127500 [Oryza sativa (japonica"	AT1G67600.1	CHR04V5|COORD:24102280..24106649|protein acid phosphatase/vanadium-dependent haloperoxidase related, putative, expressed	LOC_Os04g40980.1	"no descriptionmoderately similar to ( 208)AT1G67600| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G24350.1); similar to Os08g0127500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001060903.1); similar to Acid phosphatase/vanadium-dependent haloperoxidase related [Medicago truncatula] (GB:ABD32415.1); similar to Os01g0901800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001045113.1); contains InterPro domain Acid phosphatase/vanadium-dependent haloperoxidase; (InterPro:IPR008934); contains InterPro domain Acid phosphatase/vanadium-dependent haloperoxidase related; (InterPro:IPR003832) | chr1:25340364-25341118 REVERSECOG1963 DUF212"	not assigned.unknown	35_2

CUST_11165_PI403524517	2	0.112080574	-0.61019135	-0.06949139	0.20272589	-0.06949139	0.06949091	35_3165	"Cluster: ATP-citrate synthase, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: ATP-citrate synthase, putative, expressed - Oryza sativa (j"	UniRef90_Q2QNG7	CHR1V7|COORD:3042137..3044980| ACLA-3 (ATP-citrate lyase A-3)	AT1G09430.1	CHR11V5|COORD:27916046..27919715|protein ATP-citrate synthase, putative, expressed	LOC_Os11g47330.1	no descriptionhighly similar to ( 736)AT1G09430| Symbols: ACLA-3 | ACLA-3 (ATP-citrate lyase A-3) | chr1:3042137-3044980 FORWARDnot assigned not assigned not assigned SucC sucC ATP-grasp_2	TCA / org. transformation.other organic acid transformaitons.atp-citrate lyase	8_2_11

CUST_8913_PI404877155	2	0.073474884	0.019208908	0.0023002625	-0.034936905	-0.054851532	-0.0023012161	Contig2688_s_at	putative NADH dehydrogenase [Oryza sativa (japonica cultivar-group)] ref|XP_506513.1| PREDICTED P0503D09.102 gene product [Oryza sativa (jap	NP_910779.1	NADH-ubiquinone oxidoreductase 51 kDa subunit, mitochondrial, putative	At5g08530.1	protein NADH-quinone oxidoreductase, F subunit	Os07g45090	putative NADH dehydrogenase	mitochondrial electron transport / ATP synthesis.NADH-DH.localisation not clear	9_1_2

CUST_58079_PI403524517	2	-0.3402524	1.0295453	-0.052890778	0.19902277	-0.6181731	0.052890778	35_16561	Rep: Protein MLO - Hordeum vulgare (Barley)	UniRef90_P93766	"CHR2V7|COORD:16363333..16366875| MLO12 (MILDEW RESISTANCE LOCUS O 12); calmodulin binding"	AT2G39200.1	CHR03V5|COORD:1627107..1623013|protein MLO protein homolog 1, putative, expressed	LOC_Os03g03700.1	" no descriptionmoderately similar to ( 441)AT2G39200| Symbols: ATMLO12, MLO12 | MLO12 (MILDEW RESISTANCE LOCUS O 12); calmodulin binding | chr2:16363333-16366875 REVERSEhighly similar to ( 991)MLO_HORVUProtein MLO - Hordeum vulgare (Barley)Mlo "	stress.biotic	20_1

CUST_58341_PI403524517	2	0.06415939	0.22370529	-0.06345177	-0.10970688	-0.0046339035	0.0046339035	35_16639	"Cluster: Putative galactose kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative galactose kinase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7Y152	"CHR3V7|COORD:2049147..2051873| GAL1 (GALACTOSE KINASE 1); ATP binding / galactokinase"	AT3G06580.1	CHR03V5|COORD:34913639..34919346|protein galactokinase, putative, expressed	LOC_Os03g61710.1	" no descriptionhighly similar to ( 696)AT3G06580| Symbols: GALK, GAL1 | GAL1 (GALACTOSE KINASE 1); ATP binding / galactokinase | chr3:2049147-2051873 REVERSEnot assigned not assigned not assigned GalK PRK05322 PRK05101 PRK03817 PRK00555 GHMP_kinases_C ERG12 GHMP_kinases_N PRK12323 PRK03926 PRK07764 "	minor CHO metabolism.galactose.galactokinases	3_8_1

CUST_171793_PI403524517	2	-0.08013821	0.15034485	-0.024242401	0.2834339	-0.037877083	0.024243355	35_47864	Rep: Os07g0245100 protein - Oryza sativa (japonica cultivar-group)	UniRef90_Q0D7H8	CHR5V7|COORD:10044213..10045488| hydrolase/ zinc ion binding	AT5G28050.2	CHR07V5|COORD:8073931..8076505|protein cytidine/deoxycytidylate deaminase family protein, putative, expressed	LOC_Os07g14150.1	no descriptionweakly similar to ( 171)AT5G28050| Symbols:  | hydrolase/ zinc ion binding | chr5:10044213-10045488 REVERSEnot assigned nucleoside_deaminase CumB dCMP_cyt_deam_1 PRK10860	nucleotide metabolism.degradation	23_2

CUST_73428_PI403524517	2	0.09000301	0.0145254135	-0.025466919	-0.0178442	-0.01452446	0.19212341	35_21054	"Cluster: Os05g0299300 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0299300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DJD0	CHR5V7|COORD:1795465..1799314| transducin family protein / WD-40 repeat family protein	AT5G05970.1	CHR05V5|COORD:13312983..13306871|protein expressed protein	LOC_Os05g23430.2	no descriptionnot assigned not assigned WD40 COG2319	not assigned.unknown	35_2

CUST_20532_PI403524517	2	0.5834384	1.2443042	-0.19830132	0.035951138	-0.79281616	-0.035951138	35_5956	"Cluster: Os09g0450300 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os09g0450300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J1C5	"CHR2V7|COORD:417190..420181| ATMAP65-6; microtubule binding"	AT2G01910.1	CHR09V5|COORD:16860063..16854327|protein microtubule-associated protein MAP65-1a, putative, expressed	LOC_Os09g27700.3	no descriptionmoderately similar to ( 476)AT2G01910| Symbols: ATMAP65-6 | ATMAP65-6 | chr2:417697-420181 FORWARDnot assigned not assigned not assigned not assigned not assigned MAP65_ASE1 SbcC mukB Smc	cell.organisation	31_1

CUST_28046_PI403524517	2	0.040146828	0.08754444	-0.040146828	-0.18814945	-0.1151886	0.06370735	35_8107	"Cluster: Amine oxidase, flavin-containing family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Amine oxidase, flavin-containing family pr"	UniRef90_Q336Y0	CHR5|COORD:26398945..26402447| expressed protein, similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD33026.1)	AT5G65950.2	CHR10V5|COORD:20351452..20359395|protein amine oxidase, flavin-containing family protein, expressed	LOC_Os10g38850.1	no descriptionweakly similar to ( 114)AT5G65950| Symbols:  | binding | chr5:26397516-26402186 FORWARD	not assigned.unknown	35_2

CUST_11459_PI404877155	2	-0.054902077	-0.11447811	-0.013802528	0.13784504	0.013802528	0.04710579	Contig5126_at	dnaJ-like protein [imported] - rice gb|AAD27555.1| putative dnaJ-like protein [Oryza sativa subsp. indica]	T52064	DNAJ heat shock N-terminal domain-containing protein	At4g39150.1	protein dnaJ-related protein T22F8.50 - Arabidopsis thaliana	Os05g46620	putative dnaJ-like protein	stress.abiotic.heat	20_2_1

CUST_48588_PI403524517	2	0.03761959	0.2585802	-0.037620544	-0.07019997	-0.13182831	0.35770416	35_13877	Rep: Ubiquitin - Glycine max (Soybean)	UniRef90_Q9S7H2	"CHR5V7|COORD:6973317..6974465| UBQ4 (ubiquitin 4); protein binding"	AT5G20620.1	CHR06V5|COORD:28400733..28403579|protein polyubiquitin containing 7 ubiquitin monomers, putative, expressed	LOC_Os06g46770.3	"no descriptionmoderately similar to ( 473)AT5G03240| Symbols: UBQ3 | UBQ3 (POLYUBIQUITIN 3); protein binding | chr5:771975-772895 REVERSEweakly similar to ( 150)UBIQ_WHEATUbiquitin - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Ubiquitin ubiquitin UBQ Nedd8 UBL AN1_N RAD23_N Scythe_N UBQ parkin_N Fubi GDX_N SF3a120_C NIRF_N ISG15_repeat2 UBI4 DUF566 hPLIC_N"	protein.degradation.ubiquitin.ubiquitin	29_5_11_1

CUST_88545_PI403524517	2	-0.022508621	-0.8401327	-0.106137276	0.10545826	0.022508621	0.107896805	35_25344	"Cluster: Putative 2,4-dihydroxydec-2-ene-1,10-dioic acid aldolase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative 2,4-dihydroxydec-2-ene-1,10-dioic a"	UniRef90_Q69NF8	CHR4V7|COORD:6618720..6619796| HpcH/HpaI aldolase family protein	AT4G10750.1	CHR09V5|COORD:20749634..20750987|protein 4-hydroxy-2-oxovalerate aldolase, putative, expressed	LOC_Os09g36030.1	no descriptionvery weakly similar to (75.9)AT4G10750| Symbols:  | HpcH/HpaI aldolase family protein | chr4:6618720-6619796 FORWARD	not assigned.no ontology	35_1

CUST_82342_PI403524517	2	-0.09476185	0.5119157	0.042586803	-0.022298813	0.022298336	-0.30046892	35_23617	"Cluster: G-patch domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: G-patch domain containing protein, expressed - Oryza sat"	UniRef90_Q2QM64	CHR1V7|COORD:5837646..5840195| D111/G-patch domain-containing protein	AT1G17070.1	CHR12V5|COORD:26093235..26090367|protein tuftelin-interacting protein 11, putative, expressed	LOC_Os12g42140.1	no descriptionweakly similar to ( 129)AT1G17070| Symbols:  | D111/G-patch domain-containing protein | chr1:5837646-5840195 FORWARDnot assigned TFP11	not assigned.no ontology	35_1

CUST_2732_PI404877155	2	0.1483593	1.0920811	-0.21795654	-0.17743874	0.019861221	-0.019861221	Contig1315_s_at	"delta tonoplast intrinsic protein TIP2;2 [Triticum aestivum]"	AAS19469.1	delta tonoplast integral protein (delta-TIP)	At3g16240.1	"protein delta tonoplast intrinsic protein TIP2;2"	Os06g22960	delta-type tonoplast intrinsic protein	transport.Major Intrinsic Proteins.TIP	34_19_2

CUST_83133_PI403524517	2	0.48902798	-0.33258343	0.007033348	-0.007033825	-0.7026634	0.39962196	35_23836	"Cluster: Protein kinase domain containing protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Protein kinase domain containing protein, express"	UniRef90_Q336S1	CHR4V7|COORD:10275928..10278502| leucine-rich repeat family protein / extensin family protein	AT4G18670.1	CHR10V5|COORD:21918060..21923689|protein protein kinase domain containing protein, expressed	LOC_Os10g41390.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_171388_PI403524517	2	0.4748068	-0.08087826	-0.09077263	0.091647625	0.08087826	-0.2611289	35_47757	"Cluster: Putative WD repeat protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative WD repeat protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6YW01	CHR5V7|COORD:4533541..4535181| transducin family protein / WD-40 repeat family protein	AT5G14050.1	CHR07V5|COORD:24658438..24660898|protein WD-repeat protein 50, putative, expressed	LOC_Os07g41190.1	no descriptionvery weakly similar to (90.9)AT5G14050| Symbols:  | transducin family protein / WD-40 repeat family protein | chr5:4533541-4535181 FORWARDnot assigned	not assigned.no ontology	35_1

CUST_174600_PI403524517	2	0.02365446	0.2829957	-0.4017682	-0.35866785	-0.02365446	1.1353106	35_48605	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_146471_PI403524517	2	0.06430054	0.15034676	-0.18724632	-5.903244E-4	5.903244E-4	-0.009460449	35_41000	"Cluster: Putative Pi-b protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Pi-b protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z632		0	CHR08V5|COORD:8933136..8946745|protein resistance protein, putative, expressed	LOC_Os08g14850.1	no description	not assigned.unknown	35_2

CUST_37826_PI403524517	2	-0.09096718	0.08660126	0.06353378	-0.063373566	-0.14280128	0.063373566	35_10886	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_170590_PI403524517	2	-0.0021953583	-0.9872732	-0.086128235	0.04446411	0.09546566	0.0021944046	35_47516	Rep: 40S ribosomal protein S13 - Zea mays (Maize)	UniRef90_Q05761	CHR3V7|COORD:22471500..22472631| 40S ribosomal protein S13 (RPS13A)	AT3G60770.1	CHR08V5|COORD:958188..956223|protein 40S ribosomal protein S13, putative, expressed	LOC_Os08g02410.1	" no descriptionvery weakly similar to (56.2)AT4G00100| Symbols: RPS13, PFL2, ATRPS13A | ATRPS13A (RIBOSOMAL PROTEIN S13A); structural constituent of ribosome | chr4:37172-38123 FORWARDvery weakly similar to (59.3)RS13_MAIZE40S ribosomal protein S13 - Zea mays (Maize)not assigned "	protein.synthesis.misc ribososomal protein	29_2_2

CUST_152090_PI403524517	2	0.18621826	-0.10836506	0.04377079	-0.04377079	-0.07315731	0.051929474	35_42515	"Cluster: Putative auxin response factor; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative auxin response factor - Oryza sativa (japonica cultivar-group"	UniRef90_Q851W5		0	CHR03V5|COORD:23477788..23482609|protein B3 DNA binding domain containing protein, expressed	LOC_Os03g42280.1	no description	not assigned.unknown	35_2

CUST_77791_PI403524517	2	0.031076431	0.018161774	-0.031291008	-0.01816082	0.12245655	-0.044179916	35_22301	"Cluster: Valyl-tRNA synthetase, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Valyl-tRNA synthetase, putative, expressed - Oryza sativa"	UniRef90_Q10ST2	"CHR1V7|COORD:5008497..5014481| TWN2 (TWIN 2); ATP binding / aminoacyl-tRNA ligase"	AT1G14610.1	CHR03V5|COORD:27776040..27784346|protein valyl-tRNA synthetase, putative, expressed	LOC_Os03g48850.2	" no descriptionhighly similar to ( 550)AT1G14610| Symbols: VALRS, TWN2 | TWN2 (TWIN 2); ATP binding / aminoacyl-tRNA ligase | chr1:5008497-5014481 REVERSEnot assigned not assigned not assigned not assigned valS ValS tRNA-synt_1 ValRS_core Ile_Leu_Val_MetRS_core IleS ileS ileS IleRS_core leuS leuS LeuS class_I_aaRS_core "	protein.aa activation	29_1

CUST_10438_PI403524517	2	-0.19765472	-0.96038055	0.095366	-0.03737545	0.044772148	0.03737545	35_2945	"Cluster: Putative non-cell-autonomous protein pathway2; plasmodesmal receptor; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative non-cell-autonomous"	UniRef90_Q69JW7	CHR3V7|COORD:17645956..17647983| aldose 1-epimerase family protein	AT3G47800.1	CHR02V5|COORD:22096619..22099255|protein aldose 1-epimerase precursor, putative, expressed	LOC_Os02g36600.1	no descriptionmoderately similar to ( 322)AT5G15140| Symbols:  | aldose 1-epimerase family protein | chr5:4908689-4910673 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned galM Aldose_epim GalM PRK12678 infB	minor CHO metabolism.others	3_5

CUST_30524_PI403524517	2	0.18538666	0.25836945	0.0059490204	-0.11762142	-0.005949974	-0.012349129	35_8811	"Cluster: Os05g0513300 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0513300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DGT3	CHR1V7|COORD:27767598..27769989| ESP1 (ENHANCED SILENCING PHENOTYPE 1)	AT1G73840.1	CHR05V5|COORD:25370570..25373591|protein proline-rich protein precursor, putative, expressed	LOC_Os05g43780.1	no descriptionvery weakly similar to (95.1)AT1G73840| Symbols: ESP1 | ESP1 (ENHANCED SILENCING PHENOTYPE 1) | chr1:27767598-27769989 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF1421 Atrophin-1	not assigned.no ontology.hydroxyproline rich proteins	35_1_41

CUST_1859_PI404877155	2	0.311141	-1.9443998	-0.50194454	0.48154926	0.48594475	-0.311141	Contig1208_s_at	chlorophyll a/b binding protein precursor [Hordeum vulgare]	AAF23819.1	chlorophyll A-B binding protein / LHCI type I (CAB)	At3g54890.1	protein Chlorophyll A-B binding protein, putative	Os06g21590	chlorophyll a/b binding protein	PS.lightreaction.photosystem I.LHC-I	1_01_02_01

CUST_91436_PI403524517	2	0.29079914	-0.23434782	-0.03540182	0.1817298	0.03540182	-0.08545494	35_26144	"Cluster: Putative pentatricopeptide (PPR) repeat-containing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative pentatricopeptide (PPR) repeat-co"	UniRef90_Q6ZLH4	CHR5V7|COORD:654100..656559| pentatricopeptide (PPR) repeat-containing protein	AT5G02860.1	CHR07V5|COORD:24069486..24071840|protein expressed protein	LOC_Os07g40120.1	no descriptionmoderately similar to ( 317)AT5G02860| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr5:654100-656559 FORWARDweakly similar to ( 129)RF1_ORYSAPPR	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_14854_PI403524517	2	-0.034217834	0.2188654	-0.029127121	0.1513691	0.029127121	-0.18305683	35_4280	"Cluster: Hypothetical protein OSJNBa0053E01.2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0053E01.2 - Oryza sativa (japonica cu"	UniRef90_Q5WMQ0	CHR5V7|COORD:4823818..4825199| heavy-metal-associated domain-containing protein	AT5G14910.1	CHR05V5|COORD:15695566..15692411|protein expressed protein	LOC_Os05g27100.1	no descriptionvery weakly similar to (99.0)AT5G14910| Symbols:  | heavy-metal-associated domain-containing protein | chr5:4823818-4825199 FORWARD	not assigned.no ontology	35_1

CUST_134328_PI403524517	2	0.15804768	-0.057273388	0.14122963	-0.20755768	0.05727291	-0.39934158	35_37692	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_114694_PI403524517	2	0.1894846	0.019574165	-0.019574165	-0.23088455	-0.5228834	0.022666931	35_32551	"Cluster: Pleckstriny domain-containing protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Pleckstriny domain-containing"	UniRef90_Q10L77	CHR5V7|COORD:6531908..6538071| pleckstrin homology (PH) domain-containing protein / RhoGAP domain-containing protein	AT5G19390.3	CHR03V5|COORD:13717684..13706158|protein rho GTPase activator, putative, expressed	LOC_Os03g24180.1	no descriptionvery weakly similar to (72.0)AT5G19390| Symbols:  | pleckstrin homology (PH) domain-containing protein / RhoGAP domain-containing protein | chr5:6531908-6537145 FORWARD	not assigned.no ontology	35_1

CUST_114620_PI403524517	2	0.36938715	0.24646473	0.11063099	-0.110631466	-0.41399145	-0.39638138	35_32531	Rep: Putative transposase - Zea mays (Maize)	UniRef90_Q8W0Y1		0	CHR04V5|COORD:29461477..29457852|protein transposon protein, putative, CACTA, En/Spm sub-class	LOC_Os04g49780.1	no descriptionTransposase_21	not assigned.unknown	35_2

CUST_19163_PI404877155	2	-0.013115883	0.35962582	0.21533489	-0.29877186	0.013115883	-0.08162403	rbaak22p05_s_at	putative ethylene-responsive transcriptional coactivator [Oryza sativa (japonica cultivar-group)]	BAD03357.1	ethylene-responsive transcriptional coactivator, putative	At2g42680.1	protein Helix-turn-helix, putative	Os08g27850	transcriptional coactivator-like protein	hormone metabolism.ethylene.induced-regulated-responsive-activated	17_5_3

CUST_135159_PI403524517	2	0.099001884	0.14113665	-0.09900141	0.3681569	-0.24737501	-0.19422054	35_37915	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_145872_PI403524517	2	0.050810814	0.098659515	0.036561012	-0.23631763	-0.036561012	-0.43294573	35_40838	Rep: ACS-like protein - Gossypium hirsutum (Upland cotton)	UniRef90_Q2I824	CHR4V7|COORD:12403730..12408273| long-chain-fatty-acid--CoA ligase / long-chain acyl-CoA synthetase	AT4G23850.1	CHR01V5|COORD:26955737..26963796|protein ACS-like protein, putative, expressed	LOC_Os01g46750.3	no descriptionmoderately similar to ( 357)AT4G23850| Symbols:  | long-chain-fatty-acid--CoA ligase / long-chain acyl-CoA synthetase | chr4:12403730-12408273 REVERSEvery weakly similar to (54.7)4CL1_ORYSAnot assigned not assigned not assigned not assigned not assigned FAA1 AMP-binding CaiC PRK08316 Acs PRK07684 PRK09089 PRK07771 PRK12583 PRK07798 PRK06187 PRK05620 PRK07770 PRK08315 EntF PRK07656 PRK04813 PRK08276 PRK03640 PRK06188 PRK07786 PRK08279 PRK04319 PRK08314 PRK05605 PRK07514 PRK08162 PRK06087	lipid metabolism.FA synthesis and FA elongation.long chain fatty acid CoA ligase	11_1_9

CUST_77427_PI403524517	2	-0.3466196	0.13898563	0.014824867	0.13660812	-0.13390255	-0.014824867	35_22188	"Cluster: OSJNBa0011K22.8 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0011K22.8 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XLC1	CHR3V7|COORD:590568..593096| aspartyl protease family protein	AT3G02740.1	CHR04V5|COORD:15666302..15657154|protein pepsin A, putative, expressed	LOC_Os04g26834.1	no descriptionweakly similar to ( 101)AT3G02740| Symbols:  | aspartyl protease family protein | chr3:590568-593096 FORWARD	protein.degradation.aspartate protease	29_5_4

CUST_13470_PI404877155	2	0.021595001	0.228899	0.017660141	-0.034311295	-0.017661095	-0.06430817	Contig7206_at	PHD-finger family homeodomain protein [Oryza sativa (japonica cultivar-group)]	BAC15621.1	homeobox protein (HAT 3.1)	At3g19510.1	protein PHD-finger, putative	Os06g12400	finger family homeodomain protein	RNA.regulation of transcription	27_3

CUST_86240_PI403524517	2	0.37168026	-0.15233517	-0.14341164	0.072505	-0.004668236	0.004668236	35_24699	"Cluster: Os09g0555300 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0555300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IZR1	CHR5V7|COORD:16949334..16951025| kelch repeat-containing F-box family protein	AT5G42350.1	CHR09V5|COORD:22034063..22036095|protein kelch motif family protein, expressed	LOC_Os09g38300.1	no descriptionvery weakly similar to (96.3)AT5G42350| Symbols:  | kelch repeat-containing F-box family protein | chr5:16949334-16951025 FORWARD	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_21340_PI403524517	2	0.3333788	-0.056991577	-0.016287804	0.016287327	-0.44747543	0.22435904	35_6189	"Cluster: E3 ubiquitin-protein ligase HOS1; n=1; Arabidopsis thaliana|Rep: E3 ubiquitin-protein ligase HOS1 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q84JU6	CHR2V7|COORD:16620019..16624880| HOS1 (High expression of osmotically responsive genes 1)	AT2G39810.1	CHR03V5|COORD:30174164..30165974|protein expressed protein	LOC_Os03g52700.1	no descriptionmoderately similar to ( 327)AT2G39810| Symbols: HOS1 | HOS1 (High expression of osmotically responsive genes 1) | chr2:16620019-16624880 FORWARD	not assigned.unknown	35_2

CUST_28446_PI403524517	2	0.4522438	0.18590593	0.06867552	-0.06867552	-0.7755904	-0.24226141	35_8221	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10P68	CHR4V7|COORD:17049711..17050196| DNAJ heat shock N-terminal domain-containing protein (J11)	AT4G36040.1	CHR03V5|COORD:7646975..7649784|protein hypothetical protein	LOC_Os03g14110.1	 no descriptionvery weakly similar to (82.4)AT2G17880| Symbols:  | DNAJ heat shock protein, putative | chr2:7774258-7774740 REVERSEvery weakly similar to (50.4)DNJH_CUCSADnaJ protein homolog - Cucumis sativus (Cucumber)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DnaJ DnaJ PRK12323 PRK07764 PRK07003 DnaJ Atrophin-1 TT_ORF1 Extensin_2 CbpA APC_basic PRK10266 DUF1421 Tymo_45kd_70kd PRK12678 PRK05648 Drf_FH1 IER PRK10767 Protamine_P1 Herpes_BLLF1 PRK06958 	stress.abiotic.heat	20_2_1

CUST_24342_PI399408534	2	0.091760635	-0.14783192	-0.10944557	0.11489105	-0.09176159	0.17214108	35_17423	"Cluster: Putative u1 small nuclear ribonucleoprotein C; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative u1 small nuclear ribonucleoprotein C - Oryza s"	UniRef90_Q6ETX3	CHR4V7|COORD:1385747..1387331| proline-rich family protein	AT4G03120.1	CHR02V5|COORD:9509900..9505847|protein WW domain-binding protein 11, putative, expressed	LOC_Os02g16640.1	no descriptionweakly similar to ( 148)AT4G03120| Symbols:  | proline-rich family protein | chr4:1385747-1387331 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned zf-U1 COG5136 Atrophin-1 Drf_FH1 DUF1421 PRK07764 Totivirus_coat PRK05648	RNA.processing	27_1

CUST_166722_PI403524517	2	-0.5269785	-0.34277058	1.1290531	-0.7634802	0.5402918	0.34277058	35_46446	Rep: Thiamin biosynthetic enzyme - Glycine max (Soybean)	UniRef90_Q9SLR7	CHR5V7|COORD:22263860..22265117| THI1 (THIAZOLE REQUIRING)	AT5G54770.1	CHR07V5|COORD:20722885..20724404|protein thiazole biosynthetic enzyme 1-1, chloroplast precursor, putative, expressed	LOC_Os07g34570.2	no descriptionnot assigned	not assigned.unknown	35_2

CUST_46359_PI403524517	2	0.19860935	0.008423805	-0.008423805	-0.0662756	-0.2862854	0.2823143	35_13276	0	0	"CHR3V7|COORD:18687418..18694926| similar to cupin family protein [Arabidopsis thaliana] (TAIR:AT2G18540.1); similar to Unknown protein [Oryza sativa (japonica"	AT3G50370.1	0	0	no description	not assigned.unknown	35_2

CUST_12706_PI403524517	2	-0.7874441	0.68528366	-0.24676514	0.62823296	0.10742569	-0.10742664	35_3634	"Cluster: Os01g0848900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0848900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JHQ8	"CHR3V7|COORD:20656066..20657127| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G39855.2); similar to Os05g0454500 [Oryza sativa (japonica"	AT3G55646.1	CHR01V5|COORD:36806428..36810900|protein expressed protein	LOC_Os01g62970.1	no description	not assigned.unknown	35_2

CUST_61414_PI403524517	2	-0.05335045	0.66270447	-0.05842781	-0.22089958	0.06897545	0.053349495	35_17530	Rep: H0212B02.1 protein - Oryza sativa (Rice)	UniRef90_Q25AN2	CHR2V7|COORD:9956536..9959807| transport protein-related	AT2G23360.1	CHR04V5|COORD:32861822..32867352|protein expressed protein	LOC_Os04g55570.1	no descriptionvery weakly similar to (57.0)AT2G23360| Symbols:  | transport protein-related | chr2:9956536-9959807 FORWARDDUF869	not assigned.unknown	35_2

CUST_32386_PI403524517	2	-0.15534687	-0.14034462	0.29115105	0.14034462	0.17844582	-0.18084145	35_9340	0	0	0	0	CHR05V5|COORD:22745254..22745496|protein hypothetical protein	LOC_Os05g38940.1	no description	not assigned.unknown	35_2

CUST_15673_PI403524517	2	-0.24816322	-0.8778038	0.063830376	0.1449728	-0.015440941	0.015439987	35_4524	"Cluster: Plastocyanin-like domain, putative; n=1; Oryza sativa (japonica cultivar-group)|Rep: Plastocyanin-like domain, putative - Oryza sativa (japonica cultiv"	UniRef90_Q53RK6	"CHR2V7|COORD:826629..827719| ARPN (PLANTACYANIN); copper ion binding"	AT2G02850.1	CHR03V5|COORD:28555498..28553608|protein chemocyanin precursor, putative, expressed	LOC_Os03g50160.1	"no descriptionvery weakly similar to (98.2)AT2G02850| Symbols: ARPN | ARPN (PLANTACYANIN); copper ion binding | chr2:826629-827719 REVERSEweakly similar to ( 128)BABL_LILLOChemocyanin precursor - Lilium longiflorum (Trumpet lily)Cu_bind_like"	misc.plastocyanin-like	26_19

CUST_27787_PI403524517	2	0.032823563	-0.48243523	-0.039203644	0.020379066	-0.02038002	0.2095871	35_8034	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_5721_PI403524517	2	0.03137493	-0.42423344	-0.03291416	0.1660595	-0.03137493	0.032995224	35_1581	"Cluster: Oligopeptidase A-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Oligopeptidase A-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K9T1	CHR5V7|COORD:26239177..26243010| peptidase M3 family protein / thimet oligopeptidase family protein	AT5G65620.1	CHR02V5|COORD:35682638..35676940|protein oligopeptidase A, putative, expressed	LOC_Os02g58340.1	no descriptionhighly similar to ( 629)AT5G65620| Symbols:  | peptidase M3 family protein / thimet oligopeptidase family protein | chr5:26239177-26243010 FORWARDnot assigned not assigned Dcp PRK10911 Peptidase_M3 PRK10280 COG1164	protein.degradation	29_5

CUST_120086_PI403524517	2	-0.10230541	-0.057845116	0.0441494	-0.0441494	0.1666851	0.08437824	35_33958	"Cluster: Os01g0349400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0349400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JMY6	"CHR2V7|COORD:12620866..12622360| TOPP1 (TYPE ONE PROTEIN PHOSPHATASE 1); protein phosphatase type 1"	AT2G29400.1	CHR01V5|COORD:13909936..13904825|protein serine/threonine-protein phosphatase PP1, putative, expressed	LOC_Os01g24750.1	" no descriptionvery weakly similar to (77.0)AT2G29400| Symbols: PP1-AT, TOPP1 | TOPP1 (TYPE ONE PROTEIN PHOSPHATASE 1); protein phosphatase type 1 | chr2:12620866-12622360 REVERSEvery weakly similar to (75.1)PP1_BRAOLSerine/threonine-protein phosphatase PP1 - Brassica oleracea (Wild cabbage)not assigned PP2Ac PP2Ac "	protein.postranslational modification	29_4

CUST_169292_PI403524517	2	0.0643363	0.54151297	0.079898834	-0.2865858	-0.0643363	-0.37531567	35_47150	"Cluster: Os12g0202900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os12g0202900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IPH3	CHR3V7|COORD:16101865..16107028| RPP1 (RECOGNITION OF PERONOSPORA PARASITICA 1)	AT3G44480.1	CHR12V5|COORD:5382028..5375855|protein NBS-LRR type disease resistance protein Rps1-k-2, putative, expressed	LOC_Os12g10180.1	 no descriptionvery weakly similar to (55.8)AT3G44480| Symbols: COG1, RPP10, RPP1 | RPP1 (RECOGNITION OF PERONOSPORA PARASITICA 1) | chr3:16101865-16107028 REVERSE	stress.biotic	20_1

CUST_99034_PI403524517	2	-0.01738453	0.6411085	0.15801716	0.017384052	-0.123799324	-0.36038303	35_28271	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_63197_PI403524517	2	0.03335476	-0.27715492	-0.03335476	0.09806824	-0.11302185	0.0883646	35_18035	"Cluster: Putative ubiquitin carboxyl-terminal hydrolase 7; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ubiquitin carboxyl-terminal hydrolase 7 - O"	UniRef90_Q94ED6	CHR3V7|COORD:3761764..3770296| ubiquitin-specific protease, putative	AT3G11910.1	CHR01V5|COORD:32896604..32879459|protein ubiquitin carboxyl-terminal hydrolase 21, putative, expressed	LOC_Os01g56490.1	 no descriptionweakly similar to ( 186)AT3G11910| Symbols:  | ubiquitin-specific protease, putative | chr3:3761764-3770296 REVERSEnot assigned COG5077 	protein.degradation.ubiquitin.ubiquitin protease	29_5_11_5

CUST_5471_PI403524517	2	0.06045437	-0.09371662	-0.013842583	0.016887665	0.013842583	-0.04632473	35_1508	Rep: FLJ00034 protein - Homo sapiens (Human)	UniRef90_Q9H7N4	CHR1V7|COORD:20246785..20247294| proline-rich family protein	AT1G54215.1	0	0	no description	not assigned.unknown	35_2

CUST_4888_PI403524517	2	0.043972015	-0.00881958	-0.0053901672	0.0022993088	-0.002298355	0.04337883	35_1348	"Cluster: Hypothetical protein P0644B06.33; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0644B06.33 - Oryza sativa (japonica cultivar-g"	UniRef90_Q9LWY5	CHR3V7|COORD:4242246..4243983| Cwf15 / Cwc15 cell cycle control family protein	AT3G13200.1	CHR06V5|COORD:415045..412319|protein pre-mRNA-splicing factor cwc15, putative, expressed	LOC_Os06g01700.1	no descriptionmoderately similar to ( 238)AT3G13200| Symbols:  | Cwf15 / Cwc15 cell cycle control family protein | chr3:4242246-4243983 FORWARDnot assigned not assigned Cwf_Cwc_15 MFAP1_C	not assigned.no ontology	35_1

CUST_96673_PI403524517	2	0.57035017	4.210472E-4	-0.01758337	0.025777817	-0.40094423	-4.2057037E-4	35_27612	Rep: Resistance protein LR10 - Triticum aestivum (Wheat)	UniRef90_Q6WSR5	CHR3V7|COORD:17217474..17220017| disease resistance protein (CC-NBS-LRR class), putative	AT3G46710.1	CHR08V5|COORD:6131714..6135163|protein NBS-LRR disease resistance protein, putative, expressed	LOC_Os08g10440.1	 no descriptionvery weakly similar to (86.3)AT3G46710| Symbols:  | disease resistance protein (CC-NBS-LRR class), putative | chr3:17217474-17220017 REVERSEnot assigned NB-ARC 	stress.biotic	20_1

CUST_154422_PI403524517	2	-0.46460152	-0.20026255	-0.0041179657	0.07255745	0.0990119	0.0041184425	35_43151	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_132532_PI403524517	2	0.13526678	-0.39345312	-0.11362219	-0.5204506	0.8304086	0.11362219	35_37220	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_32518_PI403524517	2	-0.06236458	0.21459103	0.03332901	-0.021653175	0.021654129	-0.07715702	35_9375	"Cluster: Os05g0513200 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0513200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DGT4	CHR1V7|COORD:20906828..20909085| TIM50 (EMBRYO DEFECTIVE 1860)	AT1G55900.1	CHR05V5|COORD:25363694..25369364|protein import inner membrane translocase subunit TIM50, mitochondrial precursor, putative, expressed	LOC_Os05g43770.1	 no descriptionvery weakly similar to (55.5)AT1G55900| Symbols: EMB1860, TIM50 | TIM50 (EMBRYO DEFECTIVE 1860) | chr1:20906828-20909085 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TT_ORF1 PRK12323 PRK07764 Extensin_2 Protamine_P1 Drf_FH1 Atrophin-1 PRK05648 TonB DUF1421 PRK07003 VirB10 PRK08853 Tymo_45kd_70kd PRK10819 FAP tatB PRK12678 	not assigned.no ontology	35_1

CUST_2539_PI403524517	2	0.004552841	0.1938219	-0.004552841	-0.13882732	-0.3874178	0.047225	35_695	"Cluster: CBS domain containing protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: CBS domain containing protein, expressed - Oryza sativa"	UniRef90_Q10D87	CHR5V7|COORD:3429174..3430143| CBS domain-containing protein	AT5G10860.1	CHR03V5|COORD:30160996..30156918|protein CBS domain protein, putative, expressed	LOC_Os03g52690.1	no descriptionmoderately similar to ( 205)AT5G10860| Symbols:  | CBS domain-containing protein | chr5:3429174-3430143 REVERSECBS_pair_10 CBS_pair_9 CBS_pair_CAP-ED_DUF294_PBI_assoc2 CBS_pair_3 CBS_pair_CAP-ED_DUF294_PBI_assoc CBS_pair_11 CBS_pair_17 COG2905 COG0517 CBS_pair_ACT_assoc CBS_pair CBS CBS_pair_25 CBS_pair_18 CBS_pair_20	not assigned.no ontology	35_1

CUST_33910_PI403524517	2	0.0037326813	0.36151886	-0.0037317276	-0.09030628	0.055324554	-0.0470953	35_9775	"Cluster: Hypothetical protein B1064G04.20; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1064G04.20 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5JKQ9	CHR4V7|COORD:13287020..13288905| similar to Os01g0559300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001043342.1)	AT4G26240.1	CHR01V5|COORD:21511789..21514271|protein expressed protein	LOC_Os01g37850.1	no descriptionweakly similar to ( 106)AT4G26240| Symbols:  | similar to Os01g0559300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001043342.1) | chr4:13287020-13288905 REVERSE	not assigned.unknown	35_2

CUST_14142_PI403524517	2	-0.011181831	-0.38202477	-0.26661682	0.43117142	0.1855526	0.011181831	35_4058	Rep: OSIGBa0106P14.1 protein - Oryza sativa (Rice)	UniRef90_Q01I29	"CHR5V7|COORD:19201033..19202694| ATNUDT8 (Arabidopsis thaliana Nudix hydrolase homolog 8); hydrolase"	AT5G47240.1	CHR04V5|COORD:27204350..27207137|protein nudix hydrolase 8, putative, expressed	LOC_Os04g46280.1	"no descriptionmoderately similar to ( 364)AT5G47240| Symbols: ATNUDT8 | ATNUDT8 (Arabidopsis thaliana Nudix hydrolase homolog 8); hydrolase | chr5:19201033-19202694 FORWARDnot assigned Nudix_Hydrolase_12 NUDIX Nudix_Hydrolase Ap4A_hydrolase_human_like COG1051 Nudix_Hydrolase_21 Nudix_Hydrolase_14 Nudix_Hydrolase_17 Ap4A_hydrolase_plant_like Ap6A_hydrolase Nudix_Hydrolase_18 Nudix_Hydrolase_19 Nudix_Hydrolase_13 Nudix_Hydrolase_39 Nudix_Hydrolase_22"	not assigned.no ontology	35_1

CUST_49862_PI403524517	2	-1.0745583	-0.26607323	1.1880846	0.21105194	0.17005634	-0.17005634	35_14235	Rep: Phenylalanine ammonia-lyase - Triticum aestivum (Wheat)	UniRef90_Q43210	"CHR2V7|COORD:15564681..15567316| PAL1 (PHE AMMONIA LYASE 1); phenylalanine ammonia-lyase"	AT2G37040.1	CHR04V5|COORD:25710651..25707907|protein phenylalanine ammonia-lyase, putative, expressed	LOC_Os04g43800.1	"no descriptionmoderately similar to ( 238)AT2G37040| Symbols: PAL1 | PAL1 (PHE AMMONIA LYASE 1); phenylalanine ammonia-lyase | chr2:15564681-15567316 REVERSEmoderately similar to ( 315)PALY_WHEATPhenylalanine ammonia-lyase - Triticum aestivum (Wheat)not assigned"	secondary metabolism.phenylpropanoids.lignin biosynthesis.PAL	16_2_1_1

CUST_62152_PI403524517	2	-0.018963814	0.76189995	0.15965843	-0.06975746	-0.06967735	0.018964767	35_17725	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10SM2	CHR3V7|COORD:22618127..22619858| fructosamine kinase family protein	AT3G61080.1	CHR03V5|COORD:952949..956760|protein expressed protein	LOC_Os03g02640.1	no descriptionmoderately similar to ( 447)AT3G61080| Symbols:  | fructosamine kinase family protein | chr3:22618127-22619858 FORWARDnot assigned not assigned not assigned not assigned COG3001 Fructosamin_kin APH PRK12323	not assigned.no ontology	35_1

CUST_71680_PI403524517	2	-0.02773285	0.44593334	0.027731895	-0.0567894	-0.0773468	0.05170536	35_20547	"Cluster: Sialyltransferase, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Sialyltransferase, putative, expressed - Oryza sativa (japonic"	UniRef90_Q2R2B1	CHR1V7|COORD:2757119..2759680| glycosyl transferase family 29 protein / sialyltransferase family protein	AT1G08660.1	CHR11V5|COORD:20974377..20978399|protein sialyltransferase like protein, putative, expressed	LOC_Os11g36420.1	no descriptionhighly similar to ( 701)AT1G08660| Symbols:  | glycosyl transferase family 29 protein / sialyltransferase family protein | chr1:2757587-2759680 REVERSEnot assigned Glyco_transf_29	protein.glycosylation	29_7

CUST_443_PI399408534	2	0.067620754	0.79728174	-0.12656212	-0.067620754	-0.196455	0.38099718	35_28593	Rep: Flowering-time protein isoform alpha - Zea mays (Maize)	UniRef90_Q9SWE0	"CHR4V7|COORD:1123656..1128252| LD (LUMINIDEPENDENS); transcription factor"	AT4G02560.1	CHR01V5|COORD:41311285..41319819|protein flowering-time protein isoform alpha, putative, expressed	LOC_Os01g70810.1	"no descriptionweakly similar to ( 130)AT4G02560| Symbols: LD | LD (LUMINIDEPENDENS); transcription factor | chr4:1123656-1128252 REVERSE"	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_99241_PI403524517	2	0.1769886	-0.06545019	0.12877274	0.022096634	-0.02209711	-0.12244654	35_28327	"Cluster: MET-10+related protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: MET-10+related protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8H4D4	CHR4V7|COORD:2367601..2371988| Met-10+ like family protein / kelch repeat-containing protein	AT4G04670.1	CHR07V5|COORD:19760711..19766881|protein uncharacterized ACR, COG1590 family protein, expressed	LOC_Os07g33100.1	no descriptionweakly similar to ( 140)AT4G04670| Symbols:  | Met-10+ like family protein / kelch repeat-containing protein | chr4:2367601-2371988 FORWARDnot assigned	not assigned.no ontology	35_1

CUST_136712_PI403524517	2	-0.06307602	0.30594254	0.05812788	-0.1496253	-0.022217274	0.022217274	35_38339	Rep: Glycosyltransferase - Triticum aestivum (Wheat)	UniRef90_Q5QPY3	"CHR3V7|COORD:6230276..6231884| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G18170.1); similar to glycosyltransferase [Triticum aestivum]"	AT3G18180.1	CHR02V5|COORD:13495407..13498719|protein glycosyltransferase, putative, expressed	LOC_Os02g22650.2	"no descriptionvery weakly similar to (55.5)AT3G18180| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G18170.1); similar to glycosyltransferase [Triticum aestivum] (GB:CAI30081.1); contains InterPro domain Protein of unknown function DUF563; (InterPro:IPR007657) | chr3:6230276-6231884 FORWARDnot assigned DUF563"	not assigned.unknown	35_2

CUST_134999_PI403524517	2	-0.023612976	1.321506	-0.106705666	-0.35388327	0.023613453	0.2193451	35_37873	"Cluster: P0028E10.12 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: P0028E10.12 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q9AS80	CHR1V7|COORD:17777907..17783293| calcineurin-like phosphoesterase family protein	AT1G48120.1	CHR01V5|COORD:3468907..3464660|protein hydrolase/ protein serine/threonine phosphatase, putative, expressed	LOC_Os01g07350.1	no description	not assigned.unknown	35_2

CUST_13143_PI403524517	2	0.22537136	1.0167623	-0.0018587112	-0.19153452	-0.13886929	0.0018591881	35_3762	Rep: OJ991113_30.4 protein - Oryza sativa (japonica cultivar-group)	UniRef90_Q7XUG1	CHR5V7|COORD:1032275..1034526| malate synthase, putative	AT5G03860.1	CHR04V5|COORD:24109153..24106674|protein malate synthase, glyoxysomal, putative, expressed	LOC_Os04g40990.1	 no descriptionhighly similar to ( 501)AT5G03860| Symbols: MLS | malate synthase, putative | chr5:1032275-1034526 REVERSEhighly similar to ( 574)MASY_MAIZEMalate synthase, glyoxysomal - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned malate_synt_A PRK09255 Malate_synthase malate_synt AceB PRK12323 PRK07003 PRK07764 PRK12678 Atrophin-1 Extensin_2 APC_basic Drf_FH1 Tymo_45kd_70kd DUF1421 	gluconeogenese/ glyoxylate cycle.malate synthase	6_2

CUST_13609_PI403524517	2	0.042901993	-0.84311867	-0.29639626	0.072110176	-0.0028028488	0.0028028488	35_3904	"Cluster: Os05g0170900 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0170900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DKD7	"CHR5V7|COORD:12606180..12608638| CUE1 (CAB UNDEREXPRESSED 1); antiporter/ triose-phosphate transporter"	AT5G33320.1	CHR05V5|COORD:4228015..4233055|protein triose phosphate/phosphate translocator, non-green plastid,chloroplast precursor, putative, expressed	LOC_Os05g07870.1	" no descriptionmoderately similar to ( 323)AT5G33320| Symbols: PPT, ARAPPT, CUE1 | CUE1 (CAB UNDEREXPRESSED 1); antiporter/ triose-phosphate transporter | chr5:12606180-12608638 FORWARDweakly similar to ( 164)TPT_PEATriose phosphate/phosphate translocator, chloroplast precursor - Pisum sativum (Garden pea)not assigned not assigned not assigned not assigned not assigned not assigned not assigned TPT RhaT DUF6 UAA "	transport.metabolite transporters at the envelope membrane	34_8

CUST_112877_PI403524517	2	-0.06728554	0.3519268	0.094053745	0.025250435	-0.031959057	-0.025250435	35_32038	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2R1Y3		0	CHR11V5|COORD:21743107..21740077|protein expressed protein	LOC_Os11g37670.1	no description	not assigned.unknown	35_2

CUST_148514_PI403524517	2	0.18456459	-0.4284258	0.12547112	-0.017943382	-0.27191162	0.017943382	35_41547	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_11169_PI404877155	2	0.022475243	0.4612751	0.055472374	-0.22947025	-0.022475243	-0.051589966	Contig4839_s_at	small nuclear ribonucleoprotein D2, putative / snRNP core protein D2, putative / Sm protein D2, putative [Arabidopsis	NP_850477.1	small nuclear ribonucleoprotein D2, putative / snRNP core protein D2, putative / Sm protein D2, putative	At3g62840.1	protein small nuclear ribonucleoprotein-like protein	Os05g24970	small nuclear ribonucleo protein D2 -related	RNA.processing	27_1

CUST_89994_PI403524517	2	0.009243965	-0.08028507	0.060046196	-0.009243965	0.14088726	-0.2640133	35_25744	Rep: Putative proline-rich protein - Oryza sativa (Rice)	UniRef90_Q9AUJ9	CHR5V7|COORD:1013938..1015245| GDSL-motif lipase/hydrolase family protein	AT5G03810.1	CHR03V5|COORD:27201111..27205741|protein anther-specific proline-rich protein APG precursor, putative, expressed	LOC_Os03g47940.1	no descriptionmoderately similar to ( 203)AT5G03810| Symbols:  | GDSL-motif lipase/hydrolase family protein | chr5:1013938-1015245 REVERSEvery weakly similar to (92.4)APG_BRANAAnther-specific proline-rich protein APG - Brassica napus (Rape)not assigned not assigned not assigned not assigned not assigned not assigned SGNH_plant_lipase_like fatty_acyltransferase_like PRK12323	misc.GDSL-motif lipase	26_28

CUST_1061_PI399408534	2	-0.064754486	0.10183716	-0.017305374	-0.19456673	0.050481796	0.01730442	35_14381	Rep: 14-3-3-like protein A - Hordeum vulgare (Barley)	UniRef90_P29305	"CHR5V7|COORD:15427507..15428515| GRF3 (GENERAL REGULATORY FACTOR 3); protein phosphorylated amino acid binding"	AT5G38480.1	CHR03V5|COORD:28612940..28617143|protein 14-3-3-like protein S94, putative, expressed	LOC_Os03g50290.3	" no descriptionvery weakly similar to (93.6)AT5G38480| Symbols: RCI1, GRF3 | GRF3 (GENERAL REGULATORY FACTOR 3); protein phosphorylated amino acid binding | chr5:15427507-15428515 FORWARDweakly similar to ( 118)1433A_HORVU14-3-3-like protein A - Hordeum vulgare (Barley)not assigned 14_3_3 14-3-3 BMH1 "	signalling.14-3-3 proteins	30_7

CUST_19161_PI403524517	2	-0.16415882	0.19636488	-0.3581624	-0.004723549	0.2669363	0.004723549	35_5555	"Cluster: Putative cis-zeatin O-glucosyltransferase; n=1; Sorghum bicolor|Rep: Putative cis-zeatin O-glucosyltransferase - Sorghum bicolor (Sorghum) (Sorghum vul"	UniRef90_Q6JAG7	CHR4V7|COORD:461858..463300| UDP-glucoronosyl/UDP-glucosyl transferase family protein	AT4G01070.1	CHR04V5|COORD:28117489..28119587|protein cis-zeatin O-glucosyltransferase, putative, expressed	LOC_Os04g47770.1	no descriptionweakly similar to ( 117)AT4G01070| Symbols:  | UDP-glucoronosyl/UDP-glucosyl transferase family protein | chr4:461858-463300 REVERSEmoderately similar to ( 209)CZOG_SORBIPutative cis-zeatin O-glucosyltransferase - Sorghum bicolor (Sorghum) (Sorghum vulgare)not assigned UDPGT COG1819	misc.UDP glucosyl and glucoronyl transferases	26_2

CUST_54414_PI403524517	2	-0.014446259	-0.1855135	-0.05496502	0.05418873	0.116687775	0.014447212	35_15489	"Cluster: Hypothetical protein P0488B06.35; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0488B06.35 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6YZK5	CHR5V7|COORD:15490515..15492727| APE1 (ACCLIMATION OF PHOTOSYNTHESIS TO ENVIRONMENT)	AT5G38660.1	CHR08V5|COORD:16373283..16377474|protein APE1, putative, expressed	LOC_Os08g27010.1	no descriptionweakly similar to ( 163)AT5G38660| Symbols: APE1 | APE1 (ACCLIMATION OF PHOTOSYNTHESIS TO ENVIRONMENT) | chr5:15490515-15492727 REVERSE	not assigned.unknown	35_2

CUST_66825_PI403524517	2	0.09469986	0.3992424	-0.07836437	-0.17037392	-0.15095139	0.07836342	35_19080	"Cluster: Hypothetical protein B1063H10.20; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1063H10.20 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6Z608	"CHR1V7|COORD:25573985..25575225| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G13380.1); similar to Os08g0261100 [Oryza sativa (japonica"	AT1G68220.1	CHR08V5|COORD:9827708..9824643|protein fiber protein Fb34, putative, expressed	LOC_Os08g16130.1	"no descriptionweakly similar to ( 168)AT1G68220| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G13380.1); similar to Os08g0261100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001061393.1); similar to Os07g0462200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001059580.1); similar to fiber protein Fb34 [Gossypium barbadense] (GB:AAR07596.1); contains InterPro domain Protein of unknown function DUF1218; (InterPro:IPR009606) | chr1:25573985-25575225 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF1218 PRK12323 PRK07003 TT_ORF1 Atrophin-1 Protamine_P1 PRK07764 DUF566 PRK12678 Herpes_BLLF1 HPC2 Pneumo_att_G AF-4"	not assigned.unknown	35_2

CUST_8417_PI403524517	2	-0.59259033	0.7869091	0.54671097	-0.10107803	-0.18759155	0.10107803	35_2353	Rep: Cinnamoyl-CoA reductase - Triticum aestivum (Wheat)	UniRef90_Q4KUK8	CHR1V7|COORD:5478849..5481909| CCR1 (CINNAMOYL COA REDUCTASE 1)	AT1G15950.1	CHR09V5|COORD:2085572..2082420|protein dihydroflavonol-4-reductase, putative, expressed	LOC_Os09g04050.1	 no descriptionmoderately similar to ( 399)AT1G15950| Symbols: IRX4, ATCCR1, CCR1 | CCR1 (CINNAMOYL COA REDUCTASE 1) | chr1:5478849-5481943 FORWARDweakly similar to ( 176)DFRA_DIACADihydroflavonol-4-reductase - Dianthus caryophyllus (Carnation) (Clove pink)not assigned not assigned not assigned not assigned not assigned not assigned not assigned WcaG Epimerase 3Beta_HSD NAD_binding_4 GalE NmrA COG1086 PRK07003 COG0702 Polysacc_synt_2 COG3320 FabG COG2910 PRK12323 PRK05865 	secondary metabolism.flavonoids.dihydroflavonols	16_8_3

CUST_16307_PI399408534	2	0.14299154	0.38037872	0.023423672	-0.28319168	-0.3892789	-0.023423672	35_6461	Rep: CaM-binding transcription factor - Oryza sativa (Rice)	UniRef90_Q2WEL1	CHR4V7|COORD:9148239..9153064| calmodulin-binding protein	AT4G16150.1	CHR07V5|COORD:18216446..18203582|protein calmodulin-binding transcription activator 5, putative, expressed	LOC_Os07g30774.1	no descriptionmoderately similar to ( 204)AT4G16150| Symbols:  | calmodulin-binding protein | chr4:9148239-9153064 FORWARDnot assigned CG-1	RNA.regulation of transcription.AtSR Transcription Factor family	27_3_39

CUST_19678_PI403524517	2	-0.07363987	-0.39559078	0.35027933	0.13018703	-0.030658245	0.030657768	35_5702	"Cluster: Putative ABC transporter; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ABC transporter - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ZIW1	"CHR3V7|COORD:17605327..17609813| ATATH1 (ABC2 homolog 1); ATPase, coupled to transmembrane movement of substances"	AT3G47730.1	CHR08V5|COORD:18833495..18827282|protein ATATH1, putative, expressed	LOC_Os08g30740.1	" no descriptionmoderately similar to ( 253)AT3G47730| Symbols: ATATH1 | ATATH1 (ABC2 homolog 1); ATPase, coupled to transmembrane movement of substances | chr3:17605327-17609813 REVERSEnot assigned "	transport.ABC transporters and multidrug resistance systems	34_16

CUST_108139_PI403524517	2	0.20482063	-0.043359756	0.14970207	0.043359756	-0.10773182	-0.060105324	35_30764	Rep: Hypothetical protein - Caenorhabditis elegans	UniRef90_Q966L6	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	CHR05V5|COORD:29451410..29445287|protein eukaryotic translation initiation factor 5B, putative, expressed	LOC_Os05g51500.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12678	not assigned.unknown	35_2

CUST_10599_PI403524517	2	0.037400246	-0.03981781	0.025279045	-0.025279999	0.10787678	-0.08981323	35_2991	"Cluster: Aspartyl aminopeptidase, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Aspartyl aminopeptidase, putative, expressed - Oryza sat"	UniRef90_Q2QVB4	CHR5V7|COORD:24241113..24244009| aspartyl aminopeptidase, putative	AT5G60160.1	CHR12V5|COORD:7487184..7481725|protein aspartyl aminopeptidase, putative, expressed	LOC_Os12g13390.1	 no descriptionhighly similar to ( 725)AT5G60160| Symbols:  | aspartyl aminopeptidase, putative | chr5:24241113-24244009 REVERSEweakly similar to ( 129)APEA_BORBUProbable M18 family aminopeptidase 1 - Borrelia burgdorferi (Lyme disease spirochete)not assigned PRK02813 Peptidase_M18 LAP4 PRK02256 	protein.degradation.aspartate protease	29_5_4

CUST_120592_PI403524517	2	0.040855408	-0.30356503	0.0055913925	-0.0055913925	0.08446407	-0.07459831	35_34086	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_9796_PI403524517	2	-0.030356407	0.022964478	-0.022964478	0.056498528	-0.06555843	0.092638016	35_2761	Rep: B0403H10-OSIGBa0105A11.22 protein - Oryza sativa (Rice)	UniRef90_Q01HS6	CHR5V7|COORD:14145781..14153214| protein kinase family protein	AT5G35980.1	CHR04V5|COORD:30205069..30197367|protein ATP binding protein, putative, expressed	LOC_Os04g51370.1	no descriptionmoderately similar to ( 367)AT5G35980| Symbols:  | kinase | chr5:14145781-14151584 FORWARDvery weakly similar to (62.4)KSGT_BRANAShaggy-related protein kinase theta - Brassica napus (Rape)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc Pkinase S_TKc	protein.postranslational modification	29_4

CUST_14346_PI404877155	2	-0.31890297	0.7271223	-0.016021729	0.12876844	0.016021729	-0.017911911	Contig8163_at	ABA response element binding factor [Triticum aestivum]	AAM75355.1	bZIP transcription factor family protein / ABA-responsive element-binding protein, putative	At2g36270.1	protein bZIP transcription factor, putative	Os01g64000	ABA response element binding factor/1.1_bZIP   T02673 G1.1_bZIP4	hormone metabolism.abscisic acid.signal transduction	17_1_2

CUST_13118_PI404877155	2	0.07134342	-0.48182678	0.014580727	-0.014580727	-0.08338642	0.050131798	Contig6829_s_at	hypothetical protein [Sorghum bicolor]	AAD27569.1	3-phosphoserine phosphatase (PSP)	At1g18640.1	protein phosphoserine phosphatase SerB, putative	Os11g41160	3-phosphoserine phosphatase (PSP)	amino acid metabolism.synthesis.serine-glycine-cysteine group.serine	13_1_5_1

CUST_40306_PI403524517	2	0.091397285	-0.15679932	-0.091397285	0.37578964	0.42419624	-0.1660986	35_11594	"Cluster: Putative ABCG4; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ABCG4 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q656J6	CHR5V7|COORD:21437002..21438771| ABC transporter family protein	AT5G52860.1	CHR06V5|COORD:17823818..17821288|protein ATPase, coupled to transmembrane movement of substances, putative, expressed	LOC_Os06g30730.1	no descriptionweakly similar to ( 140)AT5G52860| Symbols:  | ABC transporter family protein | chr5:21437002-21438771 REVERSEvery weakly similar to (55.5)PDR4_ORYSAnot assigned not assigned ABC2_membrane	transport.ABC transporters and multidrug resistance systems	34_16

CUST_101479_PI403524517	2	0.11233997	1.1115332	0.14744759	-0.20367908	-0.1720295	-0.11233997	35_28960	"Cluster: Zinc finger protein ZFP-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: Zinc finger protein ZFP-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5JL96	CHR5V7|COORD:8899489..8901394| zinc finger (C3HC4-type RING finger) family protein	AT5G25560.1	CHR01V5|COORD:30297614..30291911|protein RING finger and CHY zinc finger domain-containing protein 1, putative, expressed	LOC_Os01g52110.9	no descriptionweakly similar to ( 141)AT5G25560| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr5:8899489-8901456 FORWARDnot assigned zf-CHY	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_150591_PI403524517	2	-0.07180071	-0.332098	0.06971741	0.2583456	-0.06971741	0.07752323	35_42126	"Cluster: Pyruvate kinase family protein, expressed; n=5; BEP clade|Rep: Pyruvate kinase family protein, expressed - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QXR8	CHR3V7|COORD:19660024..19663215| pyruvate kinase, putative	AT3G52990.1	CHR11V5|COORD:2239462..2235068|protein pyruvate kinase, cytosolic isozyme, putative, expressed	LOC_Os11g05110.2	 no descriptionmoderately similar to ( 268)AT3G52990| Symbols:  | pyruvate kinase, putative | chr3:19660314-19663215 FORWARDweakly similar to ( 116)KPYC_TOBACPyruvate kinase, cytosolic isozyme - Nicotiana tabacum (Common tobacco)not assigned PK_C Pyruvate_Kinase PykF PRK05826 PRK06354 PRK09206 	glycolysis.PK	4_13

CUST_62736_PI403524517	2	0.010022163	-0.28578758	-0.010023117	0.03765869	0.010746002	-0.020450592	35_17884	Rep: H0820C10.4 protein - Oryza sativa (Rice)	UniRef90_Q01MP4	"CHR3V7|COORD:21714670..21716291| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G42670.1); similar to OSJNBb0040D15.1 [Oryza sativa (japonica"	AT3G58670.1	CHR04V5|COORD:3568776..3562468|protein cupin, RmlC-type, putative, expressed	LOC_Os04g06790.2	" no descriptionmoderately similar to ( 267)AT3G58670| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G42670.1); similar to OSJNBb0040D15.1 [Oryza sativa (japonica cultivar-group)] (GB:CAE04411.2); similar to Os04g0151900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001052116.1); similar to H0820C10.4 [Oryza sativa (indica cultivar-group)] (GB:CAH65971.1); contains InterPro domain Protein of unknown function DUF1637; (InterPro:IPR012864); contains InterPro domain Cupin, RmlC-type; (InterPro:IPR011051) | chr3:21714670-21716291 REVERSEnot assigned DUF1637 "	not assigned.unknown	35_2

CUST_18599_PI403524517	2	0.0024404526	0.15341854	0.15237522	-0.0024409294	-0.19516277	-0.17331457	35_5378	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_57596_PI403524517	2	0.021500587	-0.140378	0.2652912	-0.07065678	-0.021500587	0.105597496	35_16420	Rep: F24J5.11 protein - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q9SX28	"CHR1V7|COORD:25779488..25781346| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G25520.1); similar to Os08g0433100 [Oryza sativa (japonica"	AT1G68650.1	CHR08V5|COORD:20871104..20867234|protein transmembrane protein PFT27, putative, expressed	LOC_Os08g33630.1	"no descriptionweakly similar to ( 163)AT1G25520| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G68650.1); similar to Os08g0433100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001061871.1); similar to PREDICTED: similar to conserved hypothetical protein [Strongylocentrotus purpuratus] (GB:XP_798718.2); contains InterPro domain Protein of unknown function UPF0016; (InterPro:IPR001727) | chr1:8962311-8964160 FORWARDnot assigned COG2119 UPF0016"	not assigned.unknown	35_2

CUST_180287_PI403524517	2	-0.10046005	0.6570301	0.087322235	-0.15189123	0.068063736	-0.06806278	35_50140	"Cluster: Os09g0504900 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0504900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J0M9	"CHR1V7|COORD:18870751..18873507| similar to Os09g0504900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001063598.1); similar to predicted protein [Aedes"	AT1G50910.1	CHR09V5|COORD:19512264..19508826|protein expressed protein	LOC_Os09g32710.1	"no descriptionvery weakly similar to (52.0)AT1G50910| Symbols:  | similar to Os09g0504900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001063598.1); similar to predicted protein [Aedes aegypti] (GB:EAT38921.1) | chr1:18870751-18873507 REVERSE"	not assigned.unknown	35_2

CUST_20125_PI399408534	2	0.051297188	0.019412518	-0.14208269	0.05990553	-0.56242657	-0.019412518	35_22548	"Cluster: Expressed protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10LY8	CHR1V7|COORD:5947434..5951210| COP1-interacting protein-related	AT1G17360.1	CHR03V5|COORD:12136438..12129884|protein expressed protein	LOC_Os03g21270.2	no descriptionvery weakly similar to (60.8)AT1G17360| Symbols:  | COP1-interacting protein-related | chr1:5947434-5951210 FORWARD	signalling.light.COP9 signalosome	30_11_1

CUST_55590_PI403524517	2	0.2705841	-0.2202897	-0.4524417	0.2478509	0.2202897	-0.5778222	35_15823	"Cluster: Heavy metal-associated domain containing protein, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Heavy metal-associated domain"	UniRef90_Q10LJ9	CHR1V7|COORD:8143603..8144854| heavy-metal-associated domain-containing protein	AT1G23000.1	CHR03V5|COORD:12886584..12884726|protein heavy metal-associated domain containing protein, expressed	LOC_Os03g22490.1	no descriptionvery weakly similar to (84.7)AT1G23000| Symbols:  | heavy-metal-associated domain-containing protein | chr1:8143603-8144854 FORWARDnot assigned HMA HMA TT_ORF1	metal handling.binding, chelation and storage	15_2

CUST_83231_PI403524517	2	0.46888638	-0.18345547	0.3581133	-0.13058567	-0.10260296	0.10260296	35_23862	"Cluster: Hypothetical protein precursor; n=1; Kineococcus radiotolerans SRS30216|Rep: Hypothetical protein precursor - Kineococcus radiotolerans SRS30216"	UniRef90_Q411K9	0	0	CHR04V5|COORD:34187688..34189427|protein expressed protein	LOC_Os04g57770.1	no description	not assigned.unknown	35_2

CUST_36584_PI403524517	2	0.25200033	0.6966882	0.1345172	-0.13451767	-0.38101387	-0.24052334	35_10548	"Cluster: Hypothetical protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53ND7	0	0	CHR11V5|COORD:2684983..2683848|protein expressed protein	LOC_Os11g05810.1	no description	not assigned.unknown	35_2

CUST_103144_PI403524517	2	-0.02866888	-0.124540806	0.128541	0.02866888	0.16022635	-0.23107147	35_29413	0	0		0	CHR07V5|COORD:25791825..25796006|protein splicing factor, arginine/serine-rich 2, putative, expressed	LOC_Os07g43050.1	no description	not assigned.unknown	35_2

CUST_25257_PI403524517	2	0.021754265	0.07680607	-0.022025108	-0.024619102	-0.021754265	0.024112701	35_7323	"Cluster: OSJNBa0049B20.21 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0049B20.21 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q9XHX2	"CHR3V7|COORD:3972611..3973871| Identical to DNA replication complex GINS protein PSF2 [Arabidopsis Thaliana] (GB:Q9C7A8;GB:Q5EAG9;GB:Q9LHF6); similar to"	AT3G12530.1	CHR01V5|COORD:8179897..8175701|protein DNA replication complex GINS protein PSF2, putative, expressed	LOC_Os01g14610.2	" no descriptionmoderately similar to ( 285)AT3G12530| Symbols:  | Identical to DNA replication complex GINS protein PSF2 [Arabidopsis Thaliana] (GB:Q9C7A8;GB:Q5EAG9;GB:Q9LHF6); similar to At3g12530-like protein [Boechera stricta] (GB:ABB89770.1); contains InterPro domain GINS complex, Psf2 component; (InterPro:IPR007257) | chr3:3972611-3973735 REVERSEnot assigned Psf2 COG5093 "	DNA.synthesis/chromatin structure	28_1

CUST_137819_PI403524517	2	0.11812019	-0.38011408	0.19547796	0.0075950623	-0.0075950623	-0.14953089	35_38649	"Cluster: Putative glossy1 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative glossy1 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ETL8	"CHR5V7|COORD:23437815..23441058| WAX2; catalytic"	AT5G57800.1	CHR02V5|COORD:4362385..4355042|protein gl1 protein, putative, expressed	LOC_Os02g08230.1	" no descriptionvery weakly similar to (76.6)AT5G57800| Symbols: FLP1, YRE, WAX2 | WAX2; catalytic | chr5:23437815-23441058 FORWARD"	secondary metabolism.wax	16_7

CUST_33733_PI403524517	2	0.34052706	0.117471695	-0.079708576	0.07545853	-0.7824621	-0.075459	35_9721	"Cluster: Myosin heavy chain class VIII A1 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Myosin heavy chain class VIII A1 protein - Oryza sativa (jap"	UniRef90_Q6UAL5	"CHR1V7|COORD:18654356..18660774| VIIIA (Myosin-like protein VIIA); motor"	AT1G50360.1	CHR07V5|COORD:22496030..22487132|protein myosin-5C, putative, expressed	LOC_Os07g37560.2	" no descriptionmoderately similar to ( 446)AT1G50360| Symbols: ATVIIIA, VIIIA | VIIIA (Myosin-like protein VIIA); motor | chr1:18654356-18660774 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned MYSc_type_VIII MYSc MYSc COG5022 Myosin_head MYSc_type_II MYSc_type_I MYSc_type_XI MYSc_type_V MYSc_type_VII MYSc_type_XV MYSc_type_VI MYSc_type_IX MYSc_type_III MYSc_type_XVIII Motor_domain "	cell.organisation	31_1

CUST_138267_PI403524517	2	0.115799904	-0.11425018	-0.019566536	0.1716137	0.019566536	-0.033620834	35_38780	"Cluster: Os07g0657600 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os07g0657600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D3Z5	CHR2V7|COORD:18439977..18443704| RNA recognition motif (RRM)-containing protein	AT2G44710.1	CHR07V5|COORD:27687198..27684842|protein expressed protein	LOC_Os07g46400.1	no description	not assigned.unknown	35_2

CUST_164377_PI403524517	2	-0.010232925	0.43883133	0.13436556	-0.0673008	-0.08652687	0.010232449	35_45820	Rep: Kelch motif family protein, expressed - Oryza sativa (japonica cultivar-group)	UniRef90_Q7XES2	CHR1V7|COORD:20622000..20623592| kelch repeat-containing F-box family protein	AT1G55270.1	CHR10V5|COORD:13900487..13896640|protein kelch motif family protein, expressed	LOC_Os10g26990.1	no descriptionvery weakly similar to (64.3)AT1G55270| Symbols:  | kelch repeat-containing F-box family protein | chr1:20622000-20623592 REVERSE	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_114293_PI403524517	2	-0.03965664	0.5605197	0.25604773	0.039656162	-0.25507355	-0.12828064	35_32437	Rep: OSIGBa0158F05.3 protein - Oryza sativa (Rice)	UniRef90_Q01KG7	"CHR4V7|COORD:16881567..16886883| similar to transducin family protein / WD-40 repeat family protein [Arabidopsis thaliana] (TAIR:AT5G05570.1); similar to Os07g0"	AT4G35560.1	CHR04V5|COORD:28085930..28077546|protein expressed protein	LOC_Os04g47700.1	" no descriptionvery weakly similar to (83.2)AT4G35560| Symbols:  | similar to transducin family protein / WD-40 repeat family protein [Arabidopsis thaliana] (TAIR:AT5G05570.1); similar to Os07g0693700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001060732.1); similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:BAC75571.1); contains InterPro domain Cytochrome cd1-nitrite reductase-like, C-terminal haem d1; (InterPro:IPR011048); contains InterPro domain WD-40 repeat; (InterPro:IPR001680); contains InterPro domain WD40-like; (InterPro:IPR011046) | chr4:16881567-16886883 FORWARDnot assigned "	not assigned.unknown	35_2

CUST_43392_PI403524517	2	0.22110558	0.09261608	0.16160774	-0.092615604	-0.15759039	-0.35308504	35_12460	"Cluster: Putative U2-associated SR140 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative U2-associated SR140 protein - Oryza sativa (japonica cu"	UniRef90_Q6ETK6	CHR5V7|COORD:8634222..8639987| RNA recognition motif (RRM)-containing protein	AT5G25060.1	CHR02V5|COORD:4440181..4448753|protein RNA binding protein, putative, expressed	LOC_Os02g08360.1	no descriptionmoderately similar to ( 221)AT5G25060| Symbols:  | RNA recognition motif (RRM)-containing protein | chr5:8634222-8639987 REVERSEnot assigned RPR	RNA.RNA binding	27_4

CUST_3167_PI403524517	2	-0.24675465	-0.1501627	0.15016174	0.15151691	0.17219734	-0.2500782	35_861	Rep: Dehydroascorbate reductase - Triticum aestivum (Wheat)	UniRef90_Q84UH6	"CHR1V7|COORD:28253916..28254898| DHAR2; glutathione dehydrogenase (ascorbate)"	AT1G75270.1	CHR05V5|COORD:858586..854974|protein chloride intracellular channel 6, putative, expressed	LOC_Os05g02530.1	"no descriptionmoderately similar to ( 299)AT1G75270| Symbols: DHAR2 | DHAR2; glutathione dehydrogenase (ascorbate) | chr1:28253916-28254898 REVERSEvery weakly similar to (54.7)IN21_MAIZEProtein IN2-1 - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned GST_C_DHAR Gst GST_C_CLIC GST_N_Omega GST_N_family GST_N_Phi sspA GST_N_GTT1_like GST_N_SspA GST_N_Tau GST_N_Ure2p_like"	redox.ascorbate and glutathione.ascorbate	21_2_1

CUST_112757_PI403524517	2	0.42995548	-0.052871704	-0.12172985	0.032344818	0.15054798	-0.032344818	35_32005	"Cluster: Fatty acid elongase, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Fatty acid elongase, putative, expressed - Oryza sativa (jap"	UniRef90_Q7XEM4	CHR5V7|COORD:17603130..17605713| beta-ketoacyl-CoA synthase, putative	AT5G43760.1	CHR03V5|COORD:3381850..3386044|protein fatty acid elongase, putative, expressed	LOC_Os03g06700.1	 no descriptionmoderately similar to ( 213)AT5G43760| Symbols:  | beta-ketoacyl-CoA synthase, putative | chr5:17603130-17605713 FORWARDFAE1_CUT1_RppA CHS_like BcsA 	lipid metabolism.FA synthesis and FA elongation.beta ketoacyl CoA synthase	11_1_10

CUST_94495_PI403524517	2	0.7157221	1.4875822	0.16877508	-0.16877556	-0.474473	-0.6500573	35_27012	"Cluster: Putative ripening regulated protein DDTFR18; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ripening regulated protein DDTFR18 - Oryza sativ"	UniRef90_Q8H3W4	CHR3V7|COORD:8448442..8450656| MATE efflux family protein	AT3G23550.1	CHR07V5|COORD:443413..438728|protein transparent testa 12 protein, putative, expressed	LOC_Os07g01750.1	no descriptionweakly similar to ( 181)AT3G23550| Symbols:  | MATE efflux family protein | chr3:8448442-8450656 REVERSEnot assigned MatE NorM PRK01766	transport.misc	34_99

CUST_10829_PI403524517	2	0.013037682	-0.081970215	0.06937313	-0.013037682	-0.037145615	0.038424492	35_3058	Rep: G1/S-specific cyclin C-type - Oryza sativa (Rice)	UniRef90_P93411	CHR5V7|COORD:19740879..19742867| cyclin family protein	AT5G48640.1	CHR09V5|COORD:19498549..19502723|protein cyclin-C, putative, expressed	LOC_Os09g32680.1	no descriptionmoderately similar to ( 315)AT5G48630| Symbols:  | cyclin family protein | chr5:19738889-19740426 REVERSEmoderately similar to ( 434)CCNC_ORYSAnot assigned not assigned not assigned not assigned not assigned CCL1 Cyclin_N CYCLIN CYCLIN	cell.cycle	31_3

CUST_16891_PI399408534	2	-0.019742966	0.84734154	0.31056404	0.0075263977	-0.007525444	-0.16632938	35_18193	"Cluster: ASF/SF2-like pre-mRNA splicing factor SRP30; n=2; Zea mays|Rep: ASF/SF2-like pre-mRNA splicing factor SRP30 - Zea mays (Maize)"	UniRef90_Q64HC0	"CHR1V7|COORD:626918..629583| SR1 (splicing factor 2); RNA binding"	AT1G02840.3	CHR05V5|COORD:17365143..17372310|protein pre-mRNA-splicing factor SF2, putative, expressed	LOC_Os05g30140.2	" no descriptionmoderately similar to ( 262)AT1G09140| Symbols: ATSRP30, ATSRP30.1, ATSRP30.2 | ATSRP30.1 (ARABIDOPSIS THALIANA SERINE/ARGININE PROTEIN 30.1); RNA binding | chr1:2943530-2945820 REVERSEvery weakly similar to (54.7)ROC1_SPIOL28 kDa ribonucleoprotein, chloroplast - Spinacia oleracea (Spinach)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned RRM RRM_1 COG0724 "	RNA.processing.splicing	27_1_1

CUST_24818_PI399408534	2	-0.040021896	0.050548553	0.040021896	-0.15820599	-0.07983208	0.048280716	35_13016	"Cluster: Putative flavonol synthase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative flavonol synthase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z244	CHR3V7|COORD:7541585..7543227| oxidoreductase, 2OG-Fe(II) oxygenase family protein	AT3G21420.1	CHR08V5|COORD:23594404..23590769|protein flavonol synthase/flavanone 3-hydroxylase, putative, expressed	LOC_Os08g37456.2	 no descriptionvery weakly similar to (82.4)AT3G21420| Symbols:  | oxidoreductase, 2OG-Fe(II) oxygenase family protein | chr3:7541585-7543227 FORWARDvery weakly similar to (70.5)ACCO1_ORYSAnot assigned PcbC 2OG-FeII_Oxy 	hormone metabolism.ethylene.synthesis-degradation	17_5_1

CUST_11061_PI403524517	2	-0.051252365	-6.046295E-4	0.09364891	0.13667679	6.0367584E-4	-0.032648087	35_3127	"Cluster: Putative ABC transporter; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ABC transporter - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8S694	CHR3V7|COORD:20201371..20203542| ATGCN4 (Arabidopsis thaliana general control non-repressible 4)	AT3G54540.1	CHR03V5|COORD:18644266..18641774|protein ATP-binding cassette sub-family F member 1, putative, expressed	LOC_Os03g32630.1	no descriptionhighly similar to ( 831)AT3G54540| Symbols: ATGCN4 | ATGCN4 (Arabidopsis thaliana general control non-repressible 4) | chr3:20201371-20203542 FORWARDvery weakly similar to (69.7)MDR_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Uup PRK10636 PRK11819 PRK11147 ABCF_EF-3 COG1123 ABC_tran ABC_cobalt_CbiO_domain1 CcmA SalX ZnuC TauB SunT CbiO ABC_Metallic_Cations AbcC FepC ABCC_MRP_Like ABC_Iron-Siderophores_B12_Hemin ABC_MJ0796_Lo1CDE_FtsE ABC_NrtD_SsuB_transporters ABC_cobalt_CbiO_domain2 ABC_ATPase ABC_subfamily_A ABC_Org_Solvent_Resistant ABC_Mj1267_LivG_branched CydD ABC_DR_subfamily_A ABCC_bacteriocin_exporters Ttg2A znuC COG4181 TagH MdlB DppF CydC CcmA ABC_Class3 ABC_NikE_OppD_transporters ABC_Carb_Solutes_like ABCC_MsbA LivG ABC_MetN_methionine_transporter ABC_PhnC_transporter COG3845 COG3638 CysA ABC_MTABC3_MDL1_MDL2 ABC_KpsT_Wzt Extensin_2 PRK10619 FtsE GlnQ ABC_HisP_GlnQ_permeases TauB ABC_PstB_phosphate_transporter ABC_NatA_sodium_exporter PRK11160 ABC_drug_resistance_like ModF ThiQ ABC_FtsE_transporter MalK ABC_CcmA_heme_exporter sufC PotA ABCC_Protease_Secretion HisP PRK10938 MglA COG4559 thiQ COG4586 ABC_ModC_molybdenum_transporter ABC_BcrA_bacitracin_resist PhnK ABC_putative_ATPase ABCC_cytochrome_bd COG4172 ABC_NatA_like PRK11264 ABCC_ATM1_transporter PRK10584 lolD NatA ABC_MalK_N btuD DppD DUF1421 COG4619 AppF ArpD tauB ABC_Carb_Monos_I ABC_ThiQ_thiamine_transporter COG4136 ABC_PotA_N PRK12323 ABC_CysA_sulfate_importer ABC_FeS_Assembly CeuD ssuB ABC_TM1139_LivF_branched ABCC_Glucan_exporter_like Tymo_45kd_70kd araG ABC_DrrA ABC_ModC_like ABCC_TAP PRK11174 COG4178 metN dppF OpuBA COG4152 Drf_FH1 PRK03695 PRK10535 PRK10419 ABCG_EPDR glnQ LivF PRK10851 potA PhnK artP ABC_YhbG fecE Atrophin-1 ABCC_MRP_domain1 YhbG PstB PRK07764 ATM1 PRK11176 COG4674 PRK10261 ABCC_Hemolysin ArtP phnK ModC PRK07003 PRK11831 PRK10575 ABCG_White BtuD PRK05648 ProV ABC_OpuCA_Osmoprotection ABC_Pro_Gly_Bertaine potG modC SapF ycf16 PRK09700 PhnL ABCC_MRP_domain2 COG1245 PRK10744 ugpC PRK10819 livG PRK10789 TT_ORF1 sufC PRK10908 ABCC_CFTR1 GRASP55_65 Herpes_BLLF1 PRK10253 HPC2 PRK11000 ABC_RNaseL_inhibitor_domain1 DUF1509 PRK09984 ABC_Rad50 AF-4 PRK10247 PRK10522 ABCD_peroxisomal_ALDP fbpC PRK12678 COG2401 oppD PRK10895 APC_basic Pneumo_att_G PRK10790 ABC_RNaseL_inhibitor_domain2 TonB PRK10070 ABC_PDR_domain2 PRK10762 PvdE ABCC_CFTR2 ABCC_NFT1 Protamine_P1 livF Herpes_LP Protamine_P2 ABC_UvrA AAA Herpes_UL56 IER ABC_Carb_Monos_II ABCC_SUR1_N AAA MAP65_ASE1 KAR9	transport.ABC transporters and multidrug resistance systems	34_16

CUST_8462_PI399408534	2	-0.22933197	-0.06324959	-0.097545624	0.17265987	0.20875645	0.06324959	35_38073	"Cluster: Putative chloroplast nucleoid DNA binding protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative chloroplast nucleoid DNA binding protein -"	UniRef90_Q6Z6Q8	CHR3V7|COORD:21847789..21849396| aspartyl protease family protein	AT3G59080.1	CHR02V5|COORD:12464398..12466553|protein aspartic proteinase nepenthesin-2 precursor, putative, expressed	LOC_Os02g21040.1	no descriptionweakly similar to ( 133)AT3G59080| Symbols:  | DNA binding | chr3:21847789-21849396 FORWARDnot assigned	RNA.regulation of transcription.unclassified	27_3_99

CUST_173616_PI403524517	2	0.34922314	-0.08759308	0.11613846	0.08759308	-0.7076602	-0.24909735	35_48344	"Cluster: Putative actin-related protein 4; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative actin-related protein 4 - Oryza sativa (japonica"	UniRef90_Q6ZJW9	"CHR1V7|COORD:6348192..6351759| ATARP4 (ACTIN-RELATED PROTEIN 4); structural constituent of cytoskeleton"	AT1G18450.1	CHR08V5|COORD:2078210..2087374|protein actin-like protein 6A, putative, expressed	LOC_Os08g04280.2	" no descriptionweakly similar to ( 110)AT1G18450| Symbols: ARP4, ATARP4 | ATARP4 (ACTIN-RELATED PROTEIN 4); structural constituent of cytoskeleton | chr1:6348192-6351759 FORWARDvery weakly similar to (73.9)ACT2_PEAActin-2 - Pisum sativum (Garden pea)not assigned not assigned Actin ACTIN ACTIN COG5277 "	cell.organisation	31_1

CUST_68521_PI403524517	2	0.05677414	0.25165176	-0.055933	-0.15291119	-0.17204857	0.055933952	35_19598	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_73092_PI403524517	2	-0.0071640015	0.18964386	-0.014597893	-0.048945427	0.0071640015	0.12263775	35_20958	"Cluster: Hypothetical protein P0582D05.115; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0582D05.115 - Oryza sativa (japonica cultivar"	UniRef90_Q7EZS0	CHR1V7|COORD:11841057..11842936| electron carrier/ iron ion binding	AT1G32730.1	CHR08V5|COORD:1646303..1642693|protein expressed protein	LOC_Os08g03550.1	no descriptionweakly similar to ( 127)AT1G32730| Symbols:  | electron carrier/ iron ion binding | chr1:11841057-11842936 FORWARD	not assigned.unknown	35_2

CUST_163075_PI403524517	2	0.03391218	-0.026063919	-0.0742259	0.18970299	-0.052052975	0.026063919	35_45482	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_7373_PI404877155	2	0.013701439	0.17335987	-0.06306934	0.14624023	-0.086239815	-0.013701439	Contig21556_at	putative Sur2p: syringomycin response protein [Oryza sativa (japonica cultivar-group)] dbj|BAC22345.1| putative Sur2p: syringomycin response	NP_917939.1	acid phosphatase, putative	At1g69640.1	protein Sterol desaturase	Os07g43460	putative Sur2p: syringomycin response protein	lipid metabolism.'exotics' (steroids, squalene etc).sphingolipids	11_8_1

CUST_149230_PI403524517	2	-0.3269019	-0.041246414	0.041246414	0.19336605	-0.34133387	0.1183753	35_41744	"Cluster: Os05g0458400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0458400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DHL4	"CHR1V7|COORD:2305686..2309377| FTSH10 (FtsH protease 10); ATPase"	AT1G07510.1	CHR05V5|COORD:22435132..22441002|protein OsFtsH8 - Oryza sativa FtsH protease, homologue of AtFtsH3/10, expressed	LOC_Os05g38400.3	"no descriptionweakly similar to ( 124)AT1G07510| Symbols: FTSH10 | FTSH10 (FtsH protease 10); ATPase | chr1:2305686-2309377 FORWARDvery weakly similar to (52.8)FTSH_ORYSAnot assigned not assigned Peptidase_M41 HflB"	protein.degradation.metalloprotease	29_5_7

CUST_51150_PI403524517	2	-0.007665634	-0.31836128	0.0049095154	-0.004907608	0.06859779	0.0049095154	35_14581	Rep: 40S ribosomal protein S7 - Secale cereale (Rye)	UniRef90_Q9XET4	CHR3|COORD:541807..543341| 40S ribosomal protein S7 (RPS7B), similar to ribosomal protein S7 GB:AAD26256 from (Secale cereale)	AT3G02560.2	CHR03V5|COORD:10372685..10374860|protein 40S ribosomal protein S7, putative, expressed	LOC_Os03g18570.1	no descriptionmoderately similar to ( 294)AT3G02560| Symbols:  | 40S ribosomal protein S7 (RPS7B) | chr3:542348-543175 FORWARDmoderately similar to ( 374)RS7_SECCE40S ribosomal protein S7 - Secale cereale (Rye)not assigned not assigned Ribosomal_S7e	protein.synthesis.misc ribososomal protein	29_2_2

CUST_35632_PI403524517	2	-0.004384041	0.19141674	0.004384041	-0.22742462	0.13457203	-0.21065235	35_10275	"Cluster: Hypothetical protein OJ1493_H11.18; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1493_H11.18 - Oryza sativa (japonica cultiv"	UniRef90_Q6EU12	"CHR1V7|COORD:3001684..3003717| similar to Os02g0672400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001047705.1); contains domain FAD/NAD-linked"	AT1G09290.1	CHR02V5|COORD:27351144..27346205|protein expressed protein	LOC_Os02g45090.1	" no descriptionweakly similar to ( 156)AT1G09290| Symbols:  | similar to Os02g0672400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001047705.1); contains domain FAD/NAD-linked reductases, dimerisation (C-terminal) domain (SSF55424) | chr1:3001684-3003717 REVERSE"	not assigned.unknown	35_2

CUST_14225_PI399408534	2	0.20720005	0.45347023	0.013471127	-0.013471127	-0.14078665	-0.05241537	35_40131	"Cluster: Hypothetical protein P0583B06.20; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0583B06.20 - Oryza sativa (japonica"	UniRef90_Q6ZBS6	CHR3V7|COORD:9075244..9084285| DNA binding	AT3G24870.1	CHR08V5|COORD:4525712..4517322|protein DNA binding protein, putative, expressed	LOC_Os08g08000.1	no descriptionvery weakly similar to (92.0)AT3G24870| Symbols:  | DNA binding | chr3:9075244-9084285 REVERSE	not assigned.unknown	35_2

CUST_106659_PI403524517	2	0.033634186	-0.12554073	-0.033633232	-0.13033676	0.10005665	0.32613945	35_30353	"Cluster: Hypothetical protein OJ1572_F02.5; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1572_F02.5 - Oryza sativa (japonica cultivar"	UniRef90_Q6H887	"CHR2V7|COORD:10766858..10769437| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G12400.1); similar to H0306F03.12 [Oryza sativa (indica"	AT2G25270.1	CHR02V5|COORD:4650572..4653980|protein expressed protein	LOC_Os02g09080.1	no descriptionnot assigned not assigned not assigned not assigned PRK07764 PRK12323	not assigned.unknown	35_2

CUST_15977_PI399408534	2	-0.0012235641	-0.741333	-0.028515816	0.0012235641	0.0117836	0.018057823	35_15540	"Cluster: OSIGBa0115A19.4 protein; n=2; Oryza sativa|Rep: OSIGBa0115A19.4 protein - Oryza sativa (Rice)"	UniRef90_Q01KU8	"CHR1V7|COORD:22358738..22360292| ATB2; oxidoreductase"	AT1G60710.1	CHR04V5|COORD:15728220..15731517|protein auxin-induced protein PCNT115, putative, expressed	LOC_Os04g26910.1	"no descriptionhighly similar to ( 548)AT1G60710| Symbols: ATB2 | ATB2; oxidoreductase | chr1:22358738-22360292 REVERSEmoderately similar to ( 457)IN22_MAIZEIN2-2 protein - Zea mays (Maize)not assigned not assigned not assigned Tas Aldo_ket_red ARA1 PRK10376 COG4989 PRK09912 PRK10625 COG1453 dkgB"	hormone metabolism.auxin.induced-regulated-responsive-activated	17_2_3

CUST_174677_PI403524517	2	-0.39967394	-0.07840872	0.07840872	0.33490038	0.50734854	-0.11624241	35_48626	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_33169_PI403524517	2	0.43443775	-0.0138139725	0.1808815	-0.20591164	-0.7018075	0.0138139725	35_9563	"Cluster: Ribokinase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Ribokinase-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5SN59	CHR1V7|COORD:5867671..5869208| pfkB-type carbohydrate kinase family protein	AT1G17160.1	CHR01V5|COORD:27512481..27518103|protein ribokinase, putative, expressed	LOC_Os01g47550.1	no descriptionweakly similar to ( 177)AT1G17160| Symbols:  | pfkB-type carbohydrate kinase family protein | chr1:5867671-5869168 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned ribokinase RbsK PRK11142 PfkB ribokinase_group_A ribokinase_group_B KdgK PRK09169 bac_FRK	minor CHO metabolism.others	3_5

CUST_26588_PI403524517	2	0.015505791	0.03064251	-0.02970314	-0.004945755	0.004945755	-0.08804321	35_7702	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_65966_PI403524517	2	-0.23308754	0.31468582	-0.00742054	-0.06546879	0.007419586	0.0091228485	35_18842	"Cluster: Hypothetical protein P0476C12.5; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0476C12.5 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6Z878	CHR1V7|COORD:20246785..20247294| proline-rich family protein	AT1G54215.1	CHR02V5|COORD:13039009..13040259|protein senescence-associated protein, putative, expressed	LOC_Os02g21920.2	"no descriptionvery weakly similar to (74.7)AT1G23150| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G70780.1); similar to putative senescence-associated protein [Pisum sativum] (GB:BAB33412.1) | chr1:8206937-8207450 FORWARDnot assigned"	not assigned.unknown	35_2

CUST_44709_PI403524517	2	0.20349693	0.04761982	0.029902458	-0.11647129	-0.029901505	-0.08287239	35_12823	"Cluster: Os10g0446400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os10g0446400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IXD5	0	0	CHR10V5|COORD:15810509..15820574|protein expressed protein	LOC_Os10g30944.2	no description	not assigned.unknown	35_2

CUST_84691_PI403524517	2	0.024517536	0.6144209	-0.024518013	0.046060562	-0.2682395	-0.110990524	35_24267	"Cluster: Os01g0128800 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0128800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JR00	CHR3V7|COORD:6306368..6310262| C2 domain-containing protein	AT3G18370.1	CHR01V5|COORD:1594288..1601412|protein C2 domain containing protein, expressed	LOC_Os01g03820.1	no descriptionmoderately similar to ( 239)AT3G18370| Symbols:  | C2 domain-containing protein | chr3:6306368-6310262 FORWARDnot assigned not assigned C2 C2 C2 C2_1	not assigned.no ontology.C2 domain-containing protein	35_1_19

CUST_381_PI399407379	2	0.054602623	0.0066490173	-0.6461191	-0.0066490173	-0.61617756	0.00808239	HvIPT23									

CUST_178993_PI403524517	2	0.15408707	0.5413251	-0.06707287	-0.31211329	-0.27828312	0.06707239	35_49784	"Cluster: Putative LYST-interacting protein LIP5; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative LYST-interacting protein LIP5 - Oryza sativa (japonic"	UniRef90_Q5Z4L5	CHR4V7|COORD:13475854..13478388| hydroxyproline-rich glycoprotein family protein	AT4G26750.1	CHR06V5|COORD:11711593..11716066|protein expressed protein	LOC_Os06g20390.1	no descriptionvery weakly similar to (70.9)AT4G26750| Symbols:  | hydroxyproline-rich glycoprotein family protein | chr4:13475854-13478388 REVERSEnot assigned DUF605	not assigned.no ontology.hydroxyproline rich proteins	35_1_41

CUST_17031_PI403524517	2	0.12820053	-0.5910063	-0.008647919	0.17976475	0.008647919	-0.030724525	35_4924	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2R2Z9	CHR3V7|COORD:18223172..18228833| binding	AT3G49140.1	CHR11V5|COORD:19484394..19487830|protein expressed protein	LOC_Os11g34130.1	no descriptionweakly similar to ( 200)AT3G49140| Symbols:  | binding | chr3:18223172-18228833 REVERSEnot assigned not assigned	not assigned.unknown	35_2

CUST_17780_PI399408534	2	-0.06811142	-0.16269493	0.06811142	0.11095524	0.19776344	-0.2043333	35_18104	"Cluster: Calmodulin-binding family protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Calmodulin-binding family protein,"	UniRef90_Q2QXN6	CHR3V7|COORD:19604343..19606664| calmodulin-binding family protein	AT3G52870.1	CHR12V5|COORD:2454624..2450805|protein calmodulin binding protein, putative, expressed	LOC_Os12g05420.1	no descriptionmoderately similar to ( 469)AT3G52870| Symbols:  | calmodulin-binding family protein | chr3:19604343-19606664 REVERSE	signalling.calcium	30_3

CUST_16959_PI399408534	2	-0.15904045	0.47060394	0.062973976	-0.10762119	0.035116196	-0.035116196	35_20488	Rep: Kinase-like protein - Oryza sativa (Rice)	UniRef90_Q9AV92	"CHR5V7|COORD:4605176..4608520| ATBET9 (ARABIDOPSIS THALIANA BROMODOMAIN AND EXTRATERMINAL DOMAIN PROTEIN 9); DNA binding"	AT5G14270.1	CHR02V5|COORD:23548513..23543306|protein global transcription factor group E, putative, expressed	LOC_Os02g38980.1	"no descriptionvery weakly similar to (76.3)AT3G27260| Symbols: GTE8 | GTE8 (GLOBAL TRANSCRIPTION FACTOR GROUP E8); DNA binding | chr3:10069648-10073640 FORWARD"	RNA.regulation of transcription.Global transcription factor group	27_3_52

CUST_167099_PI403524517	2	0.0044584274	-0.1331768	0.042664528	-0.004459381	0.01660347	-0.025468826	35_46545	"Cluster: Hypothetical protein; n=1; Anaeromyxobacter sp. Fw109-5|Rep: Hypothetical protein - Anaeromyxobacter sp. Fw109-5"	UniRef90_A1HY15	CHR3V7|COORD:6736388..6738336| late embryogenesis abundant protein-related / LEA protein-related	AT3G19430.1	CHR09V5|COORD:11335336..11331584|protein transposon protein, putative, CACTA, En/Spm sub-class	LOC_Os09g18490.1	no descriptionnot assigned PRK07764 PRK12323	not assigned.unknown	35_2

CUST_1510_PI404877155	2	0.13675308	-0.047795296	-0.3421383	0.047794342	-0.103405	0.22811031	Contig11685_at	P0509B06.6 [Oryza sativa (japonica cultivar-group)]	NP_914416.1	auxin-responsive protein / indoleacetic acid-induced protein 17 (IAA17)	At1g04250.1	protein AUX/IAA family	Os01g08320	0	RNA.regulation of transcription.Aux/IAA family	27_3_40

CUST_178954_PI403524517	2	0.03619194	0.33964825	-0.008856773	-0.02563095	-0.07253075	0.008857727	35_49774	"Cluster: Cell cycle checkpoint protein RAD17, putative; n=1; Oryza sativa (japonica cultivar-group)|Rep: Cell cycle checkpoint protein RAD17, putative - Oryza s"	UniRef90_Q10P97		0	CHR03V5|COORD:7485066..7491913|protein cell cycle checkpoint protein RAD17, putative, expressed	LOC_Os03g13850.1	no description	not assigned.unknown	35_2

CUST_9665_PI403524517	2	0.032413483	0.052056313	0.06377697	-0.046958923	-0.034005165	-0.03241253	35_2725	"Cluster: Putative kinase-like protein splice variant 1; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative kinase-like protein splice variant 1 - Oryza s"	UniRef90_Q5QLZ5	CHR2V7|COORD:16997161..17003150| HEAT repeat-containing protein	AT2G40730.1	CHR01V5|COORD:35286189..35275955|protein ATP binding protein, putative, expressed	LOC_Os01g60440.2	no descriptionhighly similar to ( 508)AT2G40730| Symbols:  | HEAT repeat-containing protein | chr2:16997161-17003150 REVERSEnot assigned PRK12323	protein.postranslational modification	29_4

CUST_24095_PI403524517	2	0.015367508	0.25765514	-0.015368462	-0.2600069	0.018256187	-0.22090912	35_6998	"Cluster: Similarity to glucose regulated repressor protein; n=1; Arabidopsis thaliana|Rep: Similarity to glucose regulated repressor protein - Arabidopsis thali"	UniRef90_Q9FMW7	CHR5V7|COORD:7856317..7857986| protein binding	AT5G23340.1	CHR11V5|COORD:24892695..24898133|protein F-box protein family, AtFBL4, putative, expressed	LOC_Os11g42160.1	no descriptionmoderately similar to ( 259)AT5G23340| Symbols:  | protein binding | chr5:7856317-7857986 FORWARDnot assigned not assigned not assigned LRR_RI	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_136740_PI403524517	2	0.0034799576	-0.6324129	-0.11522007	0.060077667	-0.0034799576	0.06066227	35_38346	Rep: Histone H2B.1 - Zea mays (Maize)	UniRef90_P30755	CHR3V7|COORD:16924599..16925036| histone H2B, putative	AT3G46030.1	CHR01V5|COORD:2817576..2816839|protein histone H2B.1, putative, expressed	LOC_Os01g05900.1	 no descriptionweakly similar to ( 176)AT5G22880| Symbols:  | histone H2B, putative | chr5:7652133-7652570 REVERSEweakly similar to ( 196)H2B3_WHEATHistone H2B.3 - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned H2B Histone TT_ORF1 Tymo_45kd_70kd Protamine_P1 	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_168801_PI403524517	2	0.17227077	-0.3307438	0.2551756	-0.04130745	-0.07048035	0.04130745	35_47010	"Cluster: Putative arginine methyltransferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative arginine methyltransferase - Oryza sativa (japonica"	UniRef90_Q75G68	CHR3V7|COORD:6984061..6987951| protein arginine N-methyltransferase family protein	AT3G20020.1	CHR10V5|COORD:18218584..18223244|protein protein arginine N-methyltransferase 6, putative, expressed	LOC_Os10g34740.1	no descriptionmoderately similar to ( 245)AT3G20020| Symbols:  | protein arginine N-methyltransferase family protein | chr3:6984061-6987951 REVERSEnot assigned not assigned not assigned prmA PrmA PrmA COG2263 UbiG HemK COG1092 MTS PRK05134 COG4076	misc.O- methyl transferases	26_6

CUST_115681_PI403524517	2	0.3522539	-0.43018675	0.037867546	0.18177652	-0.037867546	-0.22542238	35_32807	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_109393_PI403524517	2	-8.1539154E-5	0.111282825	-0.013872147	8.106232E-5	-0.22071552	0.22527552	35_31092	Rep: Hypothetical protein - Cryptococcus neoformans var. neoformans B-3501A	UniRef90_Q55SY8		0	0	0	no descriptionnot assigned	not assigned.unknown	35_2

CUST_112899_PI403524517	2	0.63107777	-0.16523361	-0.0152134895	0.27527905	0.015213966	-0.15786743	35_32044	"Cluster: Putative ZmEBE-1 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ZmEBE-1 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69Y39	"CHR1V7|COORD:26601338..26603551| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G10750.1); similar to unknown protein [Arabidopsis thaliana]"	AT1G70550.2	CHR06V5|COORD:15894672..15890335|protein carboxyl-terminal proteinase, putative, expressed	LOC_Os06g28000.1	" no descriptionweakly similar to ( 129)AT1G23340| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G70550.1); similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G10750.1); similar to putative carboxyl-terminal proteinase [Gossypium hirsutum] (GB:AAK84952.2); contains InterPro domain Protein of unknown function DUF239, plant; (InterPro:IPR004314) | chr1:8284147-8286517 REVERSE"	not assigned.unknown	35_2

CUST_7149_PI403524517	2	0.05360031	0.16110134	-0.017095566	-0.04499626	-0.010656357	0.010656357	35_1985	"Cluster: Hypothetical protein F12M12_190; n=2; Arabidopsis thaliana|Rep: Hypothetical protein F12M12_190 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9LX73	CHR3V7|COORD:16991592..16994955| similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE80013.1)	AT3G46220.1	CHR05V5|COORD:904477..912080|protein expressed protein	LOC_Os05g02650.1	no descriptionmoderately similar to ( 288)AT3G46220| Symbols:  | similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE80013.1) | chr3:16991592-16994955 FORWARDnot assigned	not assigned.unknown	35_2

CUST_8568_PI404877155	2	0.06362915	-0.78905535	-0.18553352	-0.027897835	0.15633392	0.027897835	Contig25307_at	putative receptor protein kinase [Arabidopsis thaliana] gb|AAO42928.1| At1g67510 [Arabidopsis thaliana]	BAC43218.1	leucine-rich repeat family protein	At1g67510.1	protein Protein kinase domain	Os12g13310	NONE	signalling.receptor kinases.leucine rich repeat III	30_2_3

CUST_72869_PI403524517	2	-0.3796692	0.009104729	0.009643555	-0.009103775	-0.33581924	0.019075394	35_20891	"Cluster: Putative ABC transporter; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative ABC transporter - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5JJV5	CHR4V7|COORD:18489214..18496756| PXA1 (PEROXISOMAL ABC TRANSPORTER 1)	AT4G39850.1	CHR01V5|COORD:42928018..42939281|protein PXA1, putative, expressed	LOC_Os01g73530.1	 no descriptionweakly similar to ( 200)AT4G39850| Symbols: PED3, CTS, PXA1 | PXA1 (PEROXISOMAL ABC TRANSPORTER 1) | chr4:18489214-18496756 FORWARDnot assigned not assigned ABCD_peroxisomal_ALDP COG4178 ABC_tran ABCC_Protease_Secretion ABCC_MRP_Like CcmA ABC_ATPase 	transport.ABC transporters and multidrug resistance systems	34_16

CUST_9948_PI404877155	2	0.13551235	-0.51000214	-0.077878	0.11866188	0.07787895	-0.19218254	Contig3657_s_at	elongation factor Ts family protein [Arabidopsis thaliana] pir||T08961 hypothetical protein F19B15.90 - Arabidopsis thaliana emb|CAB43920.1|	NP_567820.1	elongation factor Ts family protein	At4g29060.1	protein Elongation factor TS, putative	Os12g35630	gi|31415934|gb|AAP50955.1| unknown protein	PS.lightreaction.cytochrome b6/f	1_01_03

CUST_11160_PI403524517	2	-0.006593704	0.21908188	-0.06732941	-0.12658119	0.006593704	0.012451172	35_3163	"Cluster: Hypothetical protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10RJ5	"CHR4|COORD:17011896..17015158| expressed protein, contains Pfam profile PF04749: Protein of unknown function, DUF614; isoform contains AT-acceptor splice"	AT4G35920.2	CHR03V5|COORD:3048080..3053234|protein domain of unknown function DUF614 containing protein, expressed	LOC_Os03g06120.2	"no descriptionhighly similar to ( 548)AT4G35920| Symbols: MCA1 | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G17780.1); similar to Unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAM51833.1); similar to Os03g0157300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001049013.1); contains InterPro domain Protein of unknown function Cys-rich; (InterPro:IPR006461) | chr4:17012109-17014195 REVERSEnot assigned not assigned not assigned PLAC8 PRK12323"	not assigned.unknown	35_2

CUST_70921_PI403524517	2	-0.085681915	0.26101303	0.01198101	-0.025351524	0.04806328	-0.01198101	35_20320	"Cluster: Os02g0235000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os02g0235000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E2J0	"CHR1V7|COORD:22268462..22269347| ARPC3 (actin-related protein C3); structural molecule"	AT1G60430.1	CHR02V5|COORD:7643702..7646134|protein actin-related protein 2/3 complex subunit 3, putative, expressed	LOC_Os02g14000.2	no descriptionmoderately similar to ( 275)AT1G60430| Symbols: ARPC3 | ARPC3 (actin-related protein C3) | chr1:22268462-22269347 REVERSEnot assigned P21-Arc	cell.organisation	31_1

CUST_2206_PI403524517	2	0.00637722	1.6190176	-0.17325974	-0.006378174	-0.27860737	0.017840385	35_597	"Cluster: Os05g0188100 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0188100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DK70	CHR2V7|COORD:18439977..18443704| RNA recognition motif (RRM)-containing protein	AT2G44710.1	CHR05V5|COORD:5394176..5395447|protein expressed protein	LOC_Os05g09580.1	no description	not assigned.unknown	35_2

CUST_154074_PI403524517	2	-0.05073881	0.30887508	-0.052456856	0.008563995	-0.008563995	0.2538166	35_43054	"Cluster: Hypothetical protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QXI0	"CHR3V7|COORD:5065452..5066183| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G21970.1); similar to Os04g0413900 [Oryza sativa (japonica"	AT3G15040.1	CHR12V5|COORD:2750933..2751655|protein expressed protein	LOC_Os12g05980.1	"no descriptionvery weakly similar to (74.3)AT3G15040| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G21970.1); similar to Os04g0413900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001052750.1); similar to Os01g0862600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001044884.1); similar to hypothetical protein LOC_Os10g27350 [Oryza sativa (japonica cultivar-group)] (GB:AAP53748.1); contains InterPro domain Protein of unknown function DUF584; (InterPro:IPR007608) | chr3:5065452-5066183 REVERSEDUF584"	not assigned.unknown	35_2

CUST_18694_PI404877155	2	-0.017811775	0.26310158	0.033424377	-0.009091377	-0.09879398	0.009090424	HVSMEm0015A09r2_at	major facilitator superfamily antiporter [Oryza sativa (japonica cultivar-group)] dbj|BAD81084.1| major facilitator superfamily antiporter [	AAN33181.1	sugar transporter family protein	At5g13740.1	protein major facilitator superfamily protein	Os01g17200	major facilitator superfamily antiporter	transport.ABC transporters and multidrug resistance systems	34_16

CUST_91667_PI403524517	2	0.056817055	0.62668705	0.047935486	-0.6294694	-0.04793501	-0.29767847	35_26209	"Cluster: Pax transcription activation domain interacting protein PTIP-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Pax transcription activation domain"	UniRef90_Q5JLP9	CHR4V7|COORD:18485262..18486617| similar to hypothetical protein MtrDRAFT_AC125389g23v2 [Medicago truncatula] (GB:ABE94089.1)	AT4G39840.1	CHR01V5|COORD:41562509..41557703|protein expressed protein	LOC_Os01g71256.1	no description	not assigned.unknown	35_2

CUST_26471_PI403524517	2	0.07992458	0.3958454	-0.041568756	0.041568756	-0.06355953	-0.04925728	35_7667	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10LL8	"CHR3V7|COORD:2176955..2177341| similar to oxidoreductase/ transition metal ion binding [Arabidopsis thaliana] (TAIR:AT2G31940.1); similar to"	AT3G06890.1	CHR03V5|COORD:12788116..12788748|protein expressed protein	LOC_Os03g22360.1	"no descriptionvery weakly similar to (51.2)AT3G06890| Symbols:  | similar to oxidoreductase/ transition metal ion binding [Arabidopsis thaliana] (TAIR:AT2G31940.1); similar to Os03g0343800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001050080.1); similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:BAC16010.1) | chr3:2176955-2177341 FORWARDnot assigned not assigned TT_ORF1"	not assigned.unknown	35_2

CUST_15464_PI404877155	2	-0.08188629	0.08188534	-0.45508575	0.3860922	-0.42980003	0.0920887	Contig9337_at	acyl-CoA oxidase (ACX2) [Arabidopsis thaliana] dbj|BAB11647.1| acyl-CoA oxidase [Arabidopsis thaliana]	NP_201316.1	acyl-CoA oxidase (ACX2)	At5g65110.1	protein acyl-CoA oxidase homolog	Os11g39220	acyl-CoA oxidase (gb|AAC13497.1)	lipid metabolism.lipid degradation.beta-oxidation.acyl CoA DH	11_9_4_02

CUST_6_PI399407379	2	0.05001211	-0.44000435	-0.083330154	0.13333464	-0.04084158	0.040842056	HvZEP4									

CUST_115114_PI403524517	2	0.08221722	-0.29758835	-0.0092840195	0.10247326	0.005268097	-0.0052690506	35_32658	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_130637_PI403524517	2	0.46205807	-0.014687061	0.0146865845	-0.34813738	0.55696106	-0.16721153	35_36687	"Cluster: Beta-D-xylosidase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Beta-D-xylosidase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53MQ1	CHR1V7|COORD:29354690..29357762| glycosyl hydrolase family 3 protein	AT1G78060.1	CHR11V5|COORD:10950335..10956347|protein beta-D-xylosidase, putative, expressed	LOC_Os11g19210.1	no descriptionvery weakly similar to (69.3)AT1G78060| Symbols:  | glycosyl hydrolase family 3 protein | chr1:29354690-29357762 REVERSEGlyco_hydro_3_C	cell wall.degradation.mannan-xylose-arabinose-fucose	10_6_2

CUST_8009_PI404877155	2	0.046690464	-0.43764734	-0.257977	0.084729195	-0.046690464	0.8970494	Contig23562_at	N2,N2-dimethylguanosine tRNA methyltransferase family protein [Arabidopsis thaliana] pir||T47750 N2,N2-dimethylguanosine tRNA methyltransfer	NP_191192.1	N2,N2-dimethylguanosine tRNA methyltransferase family protein	At3g56330.1	protein Similar to N2,N2-dimethylguanosine tRNA methyltransferases-like protein - Arabidopsis th	Os05g25870	NONE	RNA.regulation of transcription.unclassified	27_3_99

CUST_67421_PI403524517	2	0.048623085	-0.2461052	-0.13779259	0.057920456	0.0091228485	-0.009123802	35_19253	"Cluster: Os12g0182200 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os12g0182200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IPM7	"CHR1V7|COORD:12588005..12590062| EMB3003 (EMBRYO DEFECTIVE 3003); dihydrolipoyllysine-residue acetyltransferase"	AT1G34430.1	CHR12V5|COORD:4175895..4170965|protein dihydrolipoyllysine-residue acetyltransferase component of pyruvatedehydrogenase complex, mitochondrial	LOC_Os12g08170.1	" no descriptionmoderately similar to ( 431)AT3G25860| Symbols: PLE2, LTA2 | LTA2 (PLASTID E2 SUBUNIT OF PYRUVATE DECARBOXYLASE); dihydrolipoyllysine-residue acetyltransferase | chr3:9461869-9463822 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK11856 AceF PRK11855 2-oxoacid_dh aceF PRK11857 PRK05704 PRK11892 kgd Biotin_lipoyl E3_binding Tymo_45kd_70kd PRK07003 PRK07764 PRK05648 PRK12323 COG4770 "	TCA / org. transformation.TCA.pyruvate DH.E2	8_1_1_2

CUST_28727_PI403524517	2	0.25555992	0.32704163	0.081000805	-0.08100033	-0.17429352	-0.15784073	35_8297	Rep: Os08g0416100 protein - Oryza sativa (japonica cultivar-group)	UniRef90_Q0J5P3	CHR1V7|COORD:28954789..28956420| DEAD/DEAH box helicase, putative	AT1G77050.1	CHR08V5|COORD:19774901..19765727|protein ATP-dependent RNA helicase DDX54, putative, expressed	LOC_Os08g32090.1	 no descriptionmoderately similar to ( 387)AT1G77050| Symbols:  | DEAD/DEAH box helicase, putative | chr1:28954789-28956420 REVERSEweakly similar to ( 142)DB10_NICSYATP-dependent RNA helicase-like protein DB10 - Nicotiana sylvestris (Wood tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DEADc SrmB DEAD PRK11192 PRK11776 PRK04837 PRK10590 PRK04537 DEXDc PRK11634 PRK01297 DEXDc Lhr COG1205 COG1204 DEXHc PRK02362 PRK12323 COG4581 IER Totivirus_coat 	DNA.synthesis/chromatin structure	28_1

CUST_167009_PI403524517	2	0.49414873	0.68184805	0.080908775	-0.2320528	-0.24976444	-0.08090925	35_46521	"Cluster: Auxin-regulated protein, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Auxin-regulated protein, putative, expressed - Oryza sat"	UniRef90_Q10EW2	"CHR2V7|COORD:12007092..12009304| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G59790.1); similar to Protein of unknown function DUF966 [Medicago"	AT2G28150.1	CHR03V5|COORD:27659671..27654519|protein auxin-regulated protein, putative, expressed	LOC_Os03g48600.9	"no descriptionweakly similar to ( 123)AT2G28150| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G59790.1); similar to Protein of unknown function DUF966 [Medicago truncatula] (GB:ABE84105.1); contains InterPro domain Protein of unknown function DUF966; (InterPro:IPR010369) | chr2:12007092-12009304 FORWARDDUF966"	not assigned.unknown	35_2

CUST_8942_PI404877155	2	-0.35376167	-0.14725304	0.43441963	0.22679234	-0.11371803	0.11371708	Contig2747_x_at	putative calreticulin [Oryza sativa (japonica cultivar-group)] dbj|BAC06263.1| putative calreticulin [Oryza sativa (japonica cultivar-group)	NP_915149.1	calreticulin 3 (CRT3)	At1g08450.1	protein calreticulin 3	Os05g43170	putative calreticulin	signalling.calcium	30_3

CUST_60922_PI403524517	2	-0.008758545	-0.36648846	0.008758545	-0.11894655	0.045437336	0.039410114	35_17375	"Cluster: Ubiquitin-activating enzyme E1 3; n=1; Triticum aestivum|Rep: Ubiquitin-activating enzyme E1 3 - Triticum aestivum (Wheat)"	UniRef90_P31252	"CHR2V7|COORD:12859709..12864446| ATUBA1 (Arabidopsis thaliana ubiquitin-activating enzyme 1); ubiquitin activating enzyme"	AT2G30110.1	CHR07V5|COORD:29477065..29481966|protein ubiquitin-activating enzyme E1 3, putative, expressed	LOC_Os07g49230.2	" no descriptionnearly identical (1288)AT2G30110| Symbols: MOS5, ATUBA1 | ATUBA1 (Arabidopsis thaliana ubiquitin-activating enzyme 1); ubiquitin activating enzyme | chr2:12859709-12864446 REVERSEnearly identical (1627)UBE13_WHEATUbiquitin-activating enzyme E1 3 - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned Ube1_repeat2 E1-2_like UBA_e1_C Uba2_SUMO ThiF ThiF ThiF_MoeB_HesA_family Uba3_RUB Ube1_repeat1 E1_enzyme_family PRK05690 PRK08762 UBACT Aos1_SUMO PRK07688 YgdL_like PRK05600 PRK12475 COG1179 PRK08328 PRK08644 PRK05597 APPBP1_RUB PRK07878 PRK07411 E1_ThiF_like E1-1_like PRK08223 "	protein.degradation.ubiquitin.E1	29_5_11_2

CUST_79941_PI403524517	2	0.09785843	0.181983	-0.14629269	-0.12470722	0.0016775131	-0.0016775131	35_22924	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10MR5	CHR2V7|COORD:16118038..16118772| integral membrane protein, putative	AT2G38480.1	CHR03V5|COORD:10436015..10438701|protein expressed protein	LOC_Os03g18680.1	 no descriptionvery weakly similar to (75.1)AT2G38480| Symbols:  | integral membrane protein, putative | chr2:16118038-16118772 REVERSEnot assigned not assigned not assigned not assigned DUF588 TT_ORF1 	not assigned.no ontology	35_1

CUST_13200_PI404877155	2	0.047286034	-0.113848686	-0.04728508	0.09362793	0.15812302	-0.0957613	Contig6913_x_at	mitochondrial aspartate-glutamate carrier protein-like [Oryza sativa (japonica cultivar-group)]	BAC84529.1	mitochondrial substrate carrier family protein	At4g39460.1	protein Mitochondrial carrier protein, putative	Os05g29860	mitochondrial substrate carrier family protein, contains Pfam profile: PF00153 mitochondrial carrier protein	transport.metabolite transporters at the mitochondrial membrane	34_9

CUST_23833_PI403524517	2	-0.060333252	-0.04115486	-0.106259346	0.10777664	0.041153908	0.04475975	35_6928	"Cluster: Putative dioxygenase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative dioxygenase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q94H92	CHR4V7|COORD:16256948..16258619| oxidoreductase, 2OG-Fe(II) oxygenase family protein	AT4G33910.1	CHR03V5|COORD:31442709..31446679|protein prolyl 4-hydroxylase, putative, expressed	LOC_Os03g55380.1	 no descriptionmoderately similar to ( 352)AT4G33910| Symbols:  | oxidoreductase, 2OG-Fe(II) oxygenase family protein | chr4:16256948-16258619 REVERSEnot assigned P4Hc 	amino acid metabolism.degradation.glutamate family.proline	13_2_2_2

CUST_14558_PI404877155	2	-0.33450794	0.008965492	-0.008966446	0.5228901	0.5294647	-0.023290634	Contig8369_at	APETALA2 protein homolog HAP2 [Hyacinthus orientalis]	AAD22495.3	AP2 domain-containing transcription factor RAP2.7 (RAP2.7)	At2g28550.1	protein APETALA2-like protein	Os05g03040	NONE	RNA.regulation of transcription.AP2/EREBP, APETALA2/Ethylene-responsive element binding protein family	27_3_03

CUST_19485_PI403524517	2	-0.37024498	0.14327812	0.2925806	0.0023088455	-0.0023088455	-0.21857452	35_5646	Rep: Hexokinase-3 - Oryza sativa (Rice)	UniRef90_Q2KNB4	CHR1V7|COORD:18697699..18701097| hexokinase, putative	AT1G50460.1	CHR01V5|COORD:41641376..41632166|protein hexokinase-1, putative, expressed	LOC_Os01g71320.1	 no descriptionhighly similar to ( 515)AT1G50460| Symbols:  | hexokinase, putative | chr1:18697699-18701097 FORWARDhighly similar to ( 713)HXK3_ORYSAnot assigned COG5026 Hexokinase_2 Hexokinase_1 	major CHO metabolism.degradation.sucrose.hexokinase	2_2_1_4

CUST_42233_PI403524517	2	0.10451412	-0.2732315	-0.08451271	0.06902504	-0.069024086	0.09937191	35_12141	"Cluster: Plastocyanin-like domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Plastocyanin-like domain containing protein, e"	UniRef90_Q2QRP3	CHR1V7|COORD:2689113..2689884| plastocyanin-like domain-containing protein	AT1G08500.1	CHR12V5|COORD:15755972..15757777|protein uclacyanin-2 precursor, putative, expressed	LOC_Os12g26880.1	no descriptionvery weakly similar to (61.6)AT1G08500| Symbols:  | plastocyanin-like domain-containing protein | chr1:2689113-2689884 FORWARDnot assigned Cu_bind_like	misc.plastocyanin-like	26_19

CUST_3396_PI404877155	2	-0.64567566	0.045845985	0.27144718	0.24111748	-0.45274448	-0.045845985	Contig13857_at	glucose transporter [Saccharum hybrid cultivar H65-7052]	AAA18534.1	sugar transporter, putative	At4g02050.1	protein glucose transporter	Os09g24930	"sugar transporter, putative, similar to SP:Q10710 Sugar carrier protein A {Ricinus communis}, glucose transporter (Saccharum hybrid cultivar H65-7052) GI:347855; contains Pfam profile PF00083: major facilitator superfamily protein"	transporter.sugars	34_2

CUST_53752_PI403524517	2	0.28408527	-0.12260914	0.04267502	0.019827843	-0.03056717	-0.019827843	35_15294	"Cluster: Acyl carrier protein 3, chloroplast precursor; n=1; Hordeum vulgare|Rep: Acyl carrier protein 3, chloroplast precursor - Hordeum vulgare"	UniRef90_P15543	CHR3V7|COORD:1391869..1392884| ACP1 (ACYL CARRIER PROTEIN 1)	AT3G05020.1	CHR08V5|COORD:27435781..27432963|protein acyl carrier protein 3, chloroplast precursor, putative, expressed	LOC_Os08g43580.1	 no descriptionvery weakly similar to ( 100)AT3G05020| Symbols: ACP, ACP1 | ACP1 (ACYL CARRIER PROTEIN 1) | chr3:1391869-1392884 REVERSEweakly similar to ( 161)ACP3_HORVUAcyl carrier protein 3, chloroplast precursor - Hordeum vulgare (Barley)not assigned acpP acpP AcpP PP-binding 	lipid metabolism.FA synthesis and FA elongation.ACP protein	11_1_12

CUST_2175_PI403524517	2	-0.8978281	-1.7776308	2.5999737	0.83866596	1.4532299	-0.83866596	35_582	"Cluster: GDSL-like Lipase/Acylhydrolase family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: GDSL-like Lipase/Acylhydrolase"	UniRef90_Q2QNG2	"CHR1V7|COORD:26824734..26826082| GLIP6 (GDSL-motif lipase/hydrolase 6); carboxylic ester hydrolase"	AT1G71120.1	CHR12V5|COORD:23265644..23261363|protein GDSL-motif lipase/hydrolase-like protein, putative, expressed	LOC_Os12g37910.2	no descriptionSGNH_plant_lipase_like	not assigned.unknown	35_2

CUST_4332_PI404877155	2	0.107687	1.5028019	-0.107687	0.6774597	-0.3075266	-0.4086752	Contig1528_s_at	germin F [Hordeum vulgare]	AAG00427.1	germin-like protein, putative	At5g39150.1	protein germin protein type 1 - rice	Os08g08980	germin F	stress.abiotic.unspecified	20_2_99

CUST_179469_PI403524517	2	0.008199692	-0.0030059814	0.034370422	0.001367569	-0.05162239	-0.001367569	35_49914	"Cluster: 60S acidic ribosomal protein P2B; n=1; Zea mays|Rep: 60S acidic ribosomal protein P2B - Zea mays (Maize)"	UniRef90_O24415	CHR2V7|COORD:11825773..11826447| 60S acidic ribosomal protein P2 (RPP2A)	AT2G27720.1	CHR05V5|COORD:21752230..21754496|protein 60S acidic ribosomal protein P2B, putative, expressed	LOC_Os05g37330.1	no descriptionvery weakly similar to (61.2)AT3G28500| Symbols:  | 60S acidic ribosomal protein P2 (RPP2C) | chr3:10683441-10683788 FORWARDvery weakly similar to (70.5)RLA2B_MAIZE60S acidic ribosomal protein P2B - Zea mays (Maize)not assigned not assigned RPP1A Ribosomal_60s rpl12p	protein.synthesis.misc ribososomal protein	29_2_2

CUST_16413_PI403524517	2	0.03954029	0.11137867	-0.03954029	-0.10382557	-0.25504875	0.124640465	35_4739	"Cluster: WD-40 repeat family protein, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: WD-40 repeat family protein, putative, expressed - O"	UniRef90_Q10D20	CHR1V7|COORD:712971..726891| WD-40 repeat family protein / beige-related	AT1G03060.1	CHR03V5|COORD:30532454..30514981|protein beige/BEACH domain containing protein, expressed	LOC_Os03g53280.1	no descriptionmoderately similar to ( 279)AT1G03060| Symbols:  | WD-40 repeat family protein / beige-related | chr1:712971-726891 REVERSEnot assigned not assigned WD40	not assigned.no ontology	35_1

CUST_34057_PI403524517	2	0.6482434	0.19323587	0.27494097	-0.84472084	-1.6213357	-0.19323587	35_9818	"Cluster: PREDICTED: similar to keratin associated protein 4-12 isoform 4; n=2; Macaca mulatta|Rep: PREDICTED: similar to keratin associated protein 4-12 isoform"	UniRef90_UPI0000D9E395	"CHR1V7|COORD:11593039..11595711| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G30380.1); similar to Os01g0689800 [Oryza sativa (japonica"	AT1G32190.1	CHR09V5|COORD:16410150..16414861|protein keratin-associated protein 5-4, putative, expressed	LOC_Os09g26999.1	"no descriptionvery weakly similar to (65.5)AT1G32190| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G24320.1); similar to Os08g0161500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001061050.1); similar to C (GB:BAD82560.1); similar to Os02g0796600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001048390.1); contains domain no description (G3D.3.40.50.1820); contains domain UNCHARACTERIZED (PTHR12277:SF8); contains domain UNCHARACTERIZED (PTHR12277); contains domain alpha/beta-Hydrolases (SSF53474) | chr1:11593039-11595461 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned Keratin_B2 Glutenin_hmw"	not assigned.unknown	35_2

CUST_11160_PI399408534	2	0.18120193	0.50828743	0.21077919	-0.3743186	-0.18120193	-0.33436346	35_11314	Rep: H0306F12.6 protein - Oryza sativa (Rice)	UniRef90_Q259R0	CHR1V7|COORD:23526561..23530116| leucine-rich repeat transmembrane protein kinase, putative	AT1G63430.1	CHR04V5|COORD:34682522..34688298|protein ATP binding protein, putative, expressed	LOC_Os04g58700.2	 no descriptionweakly similar to ( 157)AT1G63430| Symbols:  | leucine-rich repeat transmembrane protein kinase, putative | chr1:23526561-23530116 FORWARDvery weakly similar to (78.2)RPK1_IPONIReceptor-like protein kinase precursor - Ipomoea nil (Japanese morning glory) (Pharbitis nil)LRRNT_2 	stress.biotic	20_1

CUST_19714_PI399408534	2	0.29240227	0.2955222	0.16074514	-0.16074467	-0.5234084	-0.2648983	35_6320	"Cluster: Putative leucine-rich repeat transmembrane protein kinase 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative leucine-rich repeat transmembran"	UniRef90_Q8H4T2	CHR4V7|COORD:1490911..1494552| leucine-rich repeat transmembrane protein kinase, putative	AT4G03390.1	CHR07V5|COORD:22675055..22669718|protein protein kinase, putative, expressed	LOC_Os07g37810.2	 no descriptionweakly similar to ( 123)AT4G03390| Symbols:  | leucine-rich repeat transmembrane protein kinase, putative | chr4:1490911-1494552 REVERSE	signalling.receptor kinases.leucine rich repeat V	30_2_5

CUST_149763_PI403524517	2	-0.5754266	0.2928939	-0.26579237	0.10736799	-0.10736847	0.26089287	35_41898	0	0	CHR1V7|COORD:27724851..27727826| pentatricopeptide (PPR) repeat-containing protein	AT1G73710.1	0	0	no description	not assigned.unknown	35_2

CUST_20604_PI403524517	2	-0.030034065	0.20420742	-0.13275051	0.23403454	-0.29471493	0.030034065	35_5980	"Cluster: Putative PITSLRE alpha 2-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative PITSLRE alpha 2-1 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K5F8	CHR1V7|COORD:25331390..25334628| protein kinase family protein	AT1G67580.1	CHR02V5|COORD:23556407..23563210|protein PITSLRE serine/threonine-protein kinase CDC2L1, putative, expressed	LOC_Os02g39010.4	no descriptionhighly similar to ( 609)AT1G67580| Symbols:  | protein kinase family protein | chr1:25331390-25334628 REVERSEmoderately similar to ( 276)CDC21_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase SPS1 Pkinase_Tyr TyrKc PTKc PTKc_Jak_rpt2 PTKc_EphR PTKc_Jak1_rpt2 PTKc_Tyk2_rpt2 PTKc_Srm_Brk PTKc_Syk_like PTKc_Jak2_Jak3_rpt2 PTKc_Ack_like PTKc_Itk PTKc_Trk PTKc_EphR_A PTKc_DDR PTKc_EphR_B PTKc_Ror PTK_CCK4 PTKc_InsR_like PTKc_Syk PTKc_EphR_A2 PTKc_Fes_like PTKc_Tec_like PTKc_FAK PTKc_Btk_Bmx PTKc_Chk PTKc_Src_like PTKc_EGFR_like PTKc_Zap-70 PTKc_Musk PTKc_Met_Ron PTKc_Csk_like PTKc_Tec_Rlk PTKc_Abl PTKc_Csk PTKc_DDR2 PTK_Ryk PTKc_DDR_like PTKc_TrkC PTKc_TrkB PTKc_FGFR PTKc_VEGFR PTKc_Frk_like PTKc_Fer PTKc_TrkA PTKc_VEGFR3 PTKc_Ror1 PTKc_Lck_Blk PTKc_VEGFR2 PTKc_Fes PTKc_c-ros PTKc_Src PTKc_DDR1 PTKc_Tie1 PTKc_Fyn_Yrk PTKc_EphR_A10 PTKc_HER4 PTKc_Tie PTKc_RET PTKc_Tyro3 PTKc_InsR PTKc_Hck PTKc_Axl_like PTKc_EGFR PTKc_Ror2 PTKc_PDGFR PTKc_Tie2 PTKc_Yes PTKc_ALK_LTK PTKc_Axl PTKc_Lyn PTKc_FGFR2 PTKc_FGFR4 PTK_HER3 PTKc_HER2 PTKc_FGFR3 PTKc_IGF-1R PTKc_PDGFR_alpha PTKc_Kit PTKc_CSF-1R PTKc_FGFR1	protein.postranslational modification	29_4

CUST_109857_PI403524517	2	-0.39791012	-0.48199368	-0.011644363	0.27303886	0.33550453	0.011645317	35_31217	"Cluster: Asparagine synthetase, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Asparagine synthetase, putative, expressed - Oryza sativa"	UniRef90_Q10MX3	CHR3V7|COORD:17449772..17452028| ASN1 (DARK INDUCIBLE 6)	AT3G47340.3	CHR03V5|COORD:10103435..10098924|protein asparagine synthetase, putative, expressed	LOC_Os03g18130.3	 no descriptionweakly similar to ( 115)AT3G47340| Symbols: DIN6, AT-ASN1, ASN1 | ASN1 (DARK INDUCIBLE 6) | chr3:17449430-17452028 REVERSEweakly similar to ( 117)ASNS_BRAOLAsparagine synthetase [glutamine-hydrolyzing] - Brassica oleracea (Wild cabbage)not assigned asnB Asn_synthase AsnB Asn_Synthase_B_C 	amino acid metabolism.synthesis.aspartate family.asparagine	13_1_3_1

CUST_125983_PI403524517	2	-0.014871597	0.067186356	0.0058689117	-0.0058670044	-0.0058670044	0.008636475	35_35470	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_12075_PI404877155	2	-0.060538292	0.13096142	-0.017629623	0.017629623	0.0968256	-0.028934479	Contig5789_at	putative RNA-binding protein [Oryza sativa (japonica cultivar-group)] gb|AAP54423.1| putative RNA-binding protein [Oryza sativa (japonica	NP_922136.1	KH domain-containing RNA-binding protein (HEN4)	At5g64390.1	protein putative RNA-binding protein	Os10g35220	0	RNA.regulation of transcription	27_3

CUST_136734_PI403524517	2	0.101451874	-0.33601284	-0.06577587	0.024504662	0.020921707	-0.020920753	35_38345	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QWU3		0	CHR12V5|COORD:4192710..4190337|protein expressed protein	LOC_Os12g08210.1	no description	not assigned.unknown	35_2

CUST_40_PI404877155	2	0.21148872	-0.055334568	-0.2035532	-0.33513165	0.055334568	0.37805748	AF254799_CDS-2_at	tonoplast intrinsic protein 2 [Hordeum vulgare]	AAF90122.1	major intrinsic family protein / MIP family protein	At3g47440.1	protein tonoplast intrinsic protein 2	Os04g46490	major intrinsic family protein / MIP family protein, contains Pfam profile: MIP PF00230	transport.Major Intrinsic Proteins.TIP	34_19_2

CUST_8348_PI403524517	2	-0.104849815	0.3145485	-0.119709015	0.1334095	-0.0013065338	0.0013055801	35_2331	"Cluster: Putative heat-shock protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative heat-shock protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q850Z2	CHR5V7|COORD:16803053..16806588| binding	AT5G41950.1	CHR03V5|COORD:34839864..34835273|protein triacylglycerol lipase, putative, expressed	LOC_Os03g61540.2	no descriptionvery weakly similar to (83.2)AT5G41950| Symbols:  | binding | chr5:16803053-16806588 FORWARD	lipid metabolism.lipid degradation.lipases.triacylglycerol lipase	11_9_2_1

CUST_11034_PI404877155	2	0.04275608	0.6103077	-0.1297617	-0.042757034	-0.13331318	0.07932472	Contig4766_at	methylmalonate semi-aldehyde dehydrogenase [Oryza sativa (japonica cultivar-group)]	BAC83916.1	methylmalonate-semialdehyde dehydrogenase, putative	At2g14170.1	protein methylmalonate-semialdehyde dehydrogenase	Os07g09060	methylmalonate semialdehyde dehydrogenase	amino acid metabolism.degradation.branched-chain group.valine	13_2_4_3

CUST_13915_PI404877155	2	-0.1743927	-0.808692	0.12545967	0.055784225	0.17473221	-0.055784225	Contig7662_at	w-3 fatty acid desaturase [Oryza sativa (japonica cultivar-group)]	BAA11396.1	omega-3 fatty acid desaturase, chloroplast, temperature-sensitive (FAD8)	At5g05580.1	protein Fatty acid desaturase, putative	Os11g01340	"omega-3 fatty acid desaturase, chloroplast, temperature-sensitive (FAD8), identical to SP:48622 Temperature-sensitive omega-3 fatty acid desaturase, chloroplast precursor (EC 1.14.19.-) {Arabidopsis thaliana}; contains Pfam profile PF00487: Fatty acid des"	lipid metabolism.FA desaturation.omega 3 desaturase	11_2_03

CUST_6637_PI403524517	2	0.017842293	0.3819275	0.17688942	-0.17593575	-0.04787922	-0.017842293	35_1843	"Cluster: Kelch repeat-containing F-box family protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Kelch repeat-containing"	UniRef90_Q10R48	CHR1V7|COORD:4890370..4891695| kelch repeat-containing F-box family protein	AT1G14330.1	CHR03V5|COORD:3813065..3815859|protein kelch motif family protein, expressed	LOC_Os03g07530.3	no descriptionweakly similar to ( 199)AT2G02870| Symbols:  | kelch repeat-containing F-box family protein | chr2:838377-839780 FORWARDnot assigned not assigned Kelch Kelch_1	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_158992_PI403524517	2	0.3195591	-0.0638895	0.6351414	0.0638895	-0.42447424	-0.18283796	35_44379	"Cluster: Os01g0512200 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0512200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JMD7	"CHR1V7|COORD:18040320..18042929| DELTA-ADR (DELTA-ADAPTIN); clathrin binding"	AT1G48760.2	CHR01V5|COORD:18378363..18381785|protein AP-3 complex subunit delta, putative, expressed	LOC_Os01g32880.1	"no descriptionweakly similar to ( 143)AT1G48760| Symbols: DELTA-ADR | DELTA-ADR (DELTA-ADAPTIN); clathrin binding | chr1:18040320-18042929 REVERSEnot assigned not assigned not assigned Adaptin_N"	cell. vesicle transport	31_4

CUST_34480_PI403524517	2	-0.038763046	0.24818134	0.40201473	-0.03367138	0.03367138	-0.055083275	35_9945	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_55553_PI403524517	2	0.20222569	-0.007863998	0.007863998	-0.05027485	-0.03169918	0.05927849	35_15814	"Cluster: Putative DNA-directed RNA polymerase II 13.6K chain; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative DNA-directed RNA polymerase II 13.6K cha"	UniRef90_Q6ZA50	"CHR3V7|COORD:19329047..19329976| ATRPB13.6 (Arabidopsis thaliana RNA polymerase II 13.6 kDa subunit); DNA binding / DNA-directed RNA polymerase"	AT3G52090.1	CHR07V5|COORD:3815641..3812268|protein DNA-directed RNA polymerase II subunit J, putative, expressed	LOC_Os07g07610.1	"no descriptionweakly similar to ( 188)AT3G52090| Symbols: ATRPB13.6 | ATRPB13.6 (Arabidopsis thaliana RNA polymerase II 13.6 kDa subunit); DNA binding / DNA-directed RNA polymerase | chr3:19329047-19329976 REVERSEnot assigned not assigned RPB11 RNA_pol_L"	RNA.transcription	27_2

CUST_62195_PI403524517	2	0.04300022	0.10162258	-0.04300022	-0.24054527	-0.09597683	0.043465614	35_17736	"Cluster: Vacuolar cation/proton exchanger 1b (Ca(2+)/H(+) exchanger 1b); n=2; Oryza sativa|Rep: Vacuolar cation/proton exchanger 1b (Ca(2+)/H(+) exchanger 1b) -"	UniRef90_Q5TKG3	"CHR3V7|COORD:19250435..19253496| CAX3 (cation exchanger 3); cation:cation antiporter"	AT3G51860.1	CHR05V5|COORD:29510569..29505374|protein vacuolar cation/proton exchanger 1b, putative, expressed	LOC_Os05g51610.1	" no descriptionmoderately similar to ( 414)AT3G51860| Symbols: ATHCX1, CAX1-LIKE, CAX3, ATCAX3 | CAX3 (cation exchanger 3); cation:cation antiporter | chr3:19250435-19253496 FORWARDhighly similar to ( 521)CAX1B_ORYSAnot assigned not assigned ChaA ECM27 Na_Ca_ex PRK10734 PRK10599 "	transport.calcium	34_21

CUST_33140_PI403524517	2	-0.069524765	0.4075365	-0.011107445	0.038154602	-0.07312393	0.011106491	35_9555	"Cluster: Mitogen-activated protein kinase 1, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Mitogen-activated protein kinase 1, putative,"	UniRef90_Q10NR1	"CHR4|COORD:5403754..5407298| similar to mitogen-activated protein kinase, putative [Arabidopsis thaliana] (TAIR:At4g08480.1); similar to MAP3K beta 1 protein"	AT4G08500.2	CHR03V5|COORD:8556553..8551918|protein mitogen-activated protein kinase 1, putative, expressed	LOC_Os03g15570.1	" no descriptionmoderately similar to ( 324)AT4G08500| Symbols: ATMEKK1, MAPKKK8, MEKK1 | MEKK1 (MYTOGEN ACTIVATED PROTEIN KINASE KINASE); kinase | chr4:5404269-5407059 REVERSEweakly similar to ( 119)M2K1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase Pkinase_Tyr PTKc TyrKc SPS1 PTKc_Src_like PTKc_Jak_rpt2 PTKc_Frk_like PTKc_Srm_Brk PTKc_Csk_like PTKc_FAK PTKc_Tec_like PTKc_Src PTKc_Lyn PTKc_Ack_like PTKc_Fes_like PTKc_Fyn_Yrk PTKc_Yes PTKc_Tyk2_rpt2 PTKc_Abl PTKc_EphR PTKc_Syk_like PTKc_Csk PTKc_Lck_Blk PTKc_Hck PTKc_Fer PTKc_PDGFR PTKc_InsR_like PTKc_Chk PTKc_Jak1_rpt2 PTKc_Jak2_Jak3_rpt2 PTKc_Btk_Bmx PTKc_Itk PTKc_Trk PTKc_FGFR PTKc_Tie2 PTKc_Tec_Rlk PTKc_c-ros PTKc_Axl_like PTKc_FGFR1 PTKc_EGFR_like PTKc_Tyro3 PTKc_ALK_LTK PTKc_TrkB PTKc_DDR PTKc_TrkC PTKc_EphR_A PTKc_FGFR4 PTKc_EphR_B PTK_CCK4 PTKc_FGFR2 PTKc_EphR_A2 PTKc_FGFR3 PTKc_Tie1 PTKc_Tie PTKc_RET PTKc_TrkA PTKc_Fes PTKc_PDGFR_beta PTKc_Axl PTKc_Musk PTK_Ryk PTKc_VEGFR KIND PTKc_EphR_A10 PTKc_PDGFR_alpha PTKc_InsR PTKc_VEGFR3 PTKc_Syk PTKc_VEGFR2 PTKc_EGFR PTKc_Met_Ron PTKc_Zap-70 PTKc_HER4 PTKc_IGF-1R PTKc_DDR_like PTKc_DDR2 PTKc_HER2 PTK_HER3 PTKc_Ror1 PTKc_Ror PTKc_Aatyk PTKc_DDR1 PTKc_Kit PTK_Jak_rpt1 PTKc_CSF-1R PTKc_Ror2 PTK_Jak1_rpt1 PTKc_Aatyk1_Aatyk3 PTKc_Aatyk2 PTK_Tyk2_rpt1 PTK_Jak2_Jak3_rpt1 "	protein.postranslational modification	29_4

CUST_90729_PI403524517	2	-0.6662617	0.15187073	0.13441467	0.13391113	-0.47031116	-0.13391018	35_25952	"Cluster: Putative beta-1,3-glucanase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative beta-1,3-glucanase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ESE5	CHR2V7|COORD:11759442..11760592| hydrolase, hydrolyzing O-glycosyl compounds	AT2G27500.3	CHR02V5|COORD:19613375..19617976|protein glucan endo-1,3-beta-glucosidase 7 precursor, putative, expressed	LOC_Os02g33000.1	 no descriptionmoderately similar to ( 275)AT2G27500| Symbols:  | hydrolase, hydrolyzing O-glycosyl compounds | chr2:11759442-11760592 REVERSEweakly similar to ( 159)E13B_WHEATGlucan endo-1,3-beta-glucosidase precursor - Triticum aestivum (Wheat)not assigned Glyco_hydro_17 	misc.beta 1,3 glucan hydrolases	26_4

CUST_6624_PI403524517	2	0.085494995	-0.008665085	0.0086660385	-0.015913963	-0.025669098	0.024997711	35_1839	"Cluster: F1F0-ATPase inhibitor protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: F1F0-ATPase inhibitor protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q9XIV2	CHR5V7|COORD:1372203..1373362| F1F0-ATPase inhibitor protein, putative	AT5G04750.1	CHR08V5|COORD:27833353..27835113|protein expressed protein	LOC_Os08g44460.3	no description	not assigned.unknown	35_2

CUST_22628_PI399408534	2	0.07138252	0.030392647	-0.14780521	-0.030392647	-0.52214146	0.17359829	35_45990	"Cluster: Os01g0528000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0528000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JM83	"CHR3V7|COORD:18336000..18339843| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G24450.1); similar to Os01g0528100 [Oryza sativa (japonica"	AT3G49410.1	CHR01V5|COORD:19304271..19305167|protein expressed protein	LOC_Os01g34420.1	"no descriptionweakly similar to ( 120)AT3G49410| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G24450.1); similar to Os01g0528100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001043232.1); similar to transcription factor-like protein [Oryza sativa (japonica cultivar-group)] (GB:BAD73508.1); contains domain FAMILY NOT NAMED (PTHR13230); contains domain SUBFAMILY NOT NAMED (PTHR13230:SF1) | chr3:18336000-18339843 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07003 PRK12323 DUF1421 Atrophin-1 Tymo_45kd_70kd PRK07764 PRK05648 IER Extensin_2 HPC2 STOP HpaP APC_basic PRK08853"	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_437_PI404877155	2	0.36121273	-0.6409626	-0.24663353	-0.06594944	0.06594849	0.067209244	Contig10348_at	putative transcription factor [Oryza sativa]	AAL79735.1	ABA-responsive element-binding protein 3 (AREB3)	At3g56850.1	protein bZIP transcription factor, putative	Os02g58670	NONE	RNA.regulation of transcription.bZIP transcription factor family	27_3_35

CUST_7417_PI403524517	2	-0.030221462	-0.046803474	0.083012104	0.0729599	-0.26877356	0.030221462	35_2062	"Cluster: F-box family protein, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: F-box family protein, putative, expressed - Oryza sativa (j"	UniRef90_Q338L7	CHR4V7|COORD:16015974..16020700| F-box family protein (FBL15)	AT4G33210.1	CHR10V5|COORD:12972081..12962943|protein ubiquitin-protein ligase, putative, expressed	LOC_Os10g25680.1	no descriptionhighly similar to ( 778)AT4G33210| Symbols:  | F-box family protein (FBL15) | chr4:16015974-16020700 REVERSEnot assigned not assigned not assigned not assigned not assigned	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_13890_PI404877155	2	0.0	0.49346733	0.13017082	-0.031365395	-0.155262	0.0	Contig7642_s_at	putative transcription elongation factor [Oryza sativa (japonica cultivar-group)]	AAO60027.1	transcription factor S-II (TFIIS) domain-containing protein	At2g38560.1	protein putative transcription elongation factor	Os03g60130	putative transcription elongation factor	RNA.regulation of transcription.putative DNA-binding protein	27_3_67

CUST_12193_PI403524517	2	0.0013999939	-0.5299244	0.19516182	0.21844292	-0.0014009476	-0.20792007	35_3472	Rep: ABC1-like - Oryza sativa (japonica cultivar-group)	UniRef90_Q6K6A6	CHR3V7|COORD:8743326..8747710| ABC1 family protein	AT3G24190.1	CHR02V5|COORD:35003669..34999045|protein ABC-1, putative, expressed	LOC_Os02g57160.1	no descriptionnearly identical (1016)AT3G24190| Symbols:  | ABC1 family protein | chr3:8743326-8747710 FORWARDnot assigned not assigned not assigned AarF ubiB ABC1	not assigned.no ontology.ABC1 family protein	35_1_1

CUST_108657_PI403524517	2	-0.2255888	-0.41475964	0.05322647	0.24992561	0.018341064	-0.018342018	35_30901	Rep: P-type ATPase - Dictyostelium discoideum AX4	UniRef90_Q54YN8	"CHR3V7|COORD:7425776..7431947| ACA9 (autoinhibited Ca2+ -ATPase 9); calcium-transporting ATPase/ calmodulin binding"	AT3G21180.1	CHR03V5|COORD:5413021..5419442|protein calcium-transporting ATPase 2, plasma membrane-type, putative, expressed	LOC_Os03g10640.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_74100_PI403524517	2	0.08725166	0.23204994	-0.048493385	0.04849434	-0.20331383	-0.054263115	35_21251	"Cluster: Os04g0549400 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os04g0549400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JB90	CHR3V7|COORD:22358655..22359183| similar to Os04g0549400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001053483.1)	AT3G60480.1	CHR04V5|COORD:27279015..27279649|protein expressed protein	LOC_Os04g46380.1	no description	not assigned.unknown	35_2

CUST_107196_PI403524517	2	-0.049295425	0.59100056	0.18722773	0.04929495	-0.09068012	-0.18013859	35_30503	Rep: Seven transmembrane protein Mlo8 - Zea mays (Maize)	UniRef90_Q94CG7	"CHR4V7|COORD:12575018..12577527| MLO13 (MILDEW RESISTANCE LOCUS O 13); calmodulin binding"	AT4G24250.1	CHR05V5|COORD:20407027..20401756|protein MLO-like protein 1, putative, expressed	LOC_Os05g34550.1	no descriptionMlo	not assigned.unknown	35_2

CUST_9925_PI403524517	2	0.08276844	0.46076393	0.016921997	-0.1677351	-0.15038967	-0.016921997	35_2797	"Cluster: Putative proton pump interactor; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative proton pump interactor - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6Z8M9	CHR1V7|COORD:7314327..7319869| adhesin-related	AT1G20970.1	CHR08V5|COORD:25328770..25335292|protein expressed protein	LOC_Os08g40250.1	no descriptionweakly similar to ( 194)AT1G20970| Symbols:  | adhesin-related | chr1:7314327-7319869 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned tolA TolA TolA SbcC COG1340 ERM Caldesmon MAP7 COG2268 PRK07735 CDC27 PRK05035 Smc DUF612 PspA AtpF COG4942 PRK02224	not assigned.no ontology	35_1

CUST_21795_PI403524517	2	0.21709156	-0.11554241	-0.005302429	-0.077404976	0.010629654	0.005302429	35_6328	"Cluster: Kinesin heavy chain, putative; n=2; Oryza sativa (japonica cultivar-group)|Rep: Kinesin heavy chain, putative - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5W6L9	"CHR4V7|COORD:13448760..13451820| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G55520.2); similar to kinesin related protein [Lycopersicon"	AT4G26660.1	CHR03V5|COORD:21647792..21641881|protein kinesin heavy chain, putative, expressed	LOC_Os03g39020.1	"no descriptionweakly similar to ( 129)AT4G26660| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G55520.2); similar to kinesin related protein [Lycopersicon esculentum] (GB:AAO15358.1); contains InterPro domain Kinesin-related; (InterPro:IPR010544) | chr4:13448760-13451820 FORWARDKinesin-related"	cell.organisation	31_1

CUST_138584_PI403524517	2	-0.26973295	-0.045202732	-0.4169593	0.42488956	0.24247646	0.045202255	35_38871	"Cluster: Hypothetical protein P0423B08.6; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0423B08.6 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q94CW7	"CHR3V7|COORD:19521491..19523525| similar to conserved hypothetical protein [Medicago truncatula] (GB:ABD32680.1); contains domain CoA-dependent"	AT3G52610.1	CHR01V5|COORD:37637161..37634942|protein transposon protein, putative, Mutator sub-class, expressed	LOC_Os01g64256.1	"no descriptionweakly similar to ( 114)AT3G52610| Symbols:  | similar to conserved hypothetical protein [Medicago truncatula] (GB:ABD32680.1); contains domain CoA-dependent acyltransferases (SSF52777) | chr3:19521491-19523525 FORWARD"	not assigned.unknown	35_2

CUST_159743_PI403524517	2	-0.026083946	0.02608347	-0.044637203	-0.14834356	0.058218002	0.08551788	35_44581	0	0	"CHR1V7|COORD:26865511..26867053| ATWHY2 (A. THALIANA WHIRLY 2); DNA binding"	AT1G71260.1	0	0	no description	not assigned.unknown	35_2

CUST_147_PI403524517	2	-0.21642208	0.69984436	0.476799	-0.3641472	-0.07483339	0.07483339	35_37	"Cluster: Glucan endo-1,3-beta-glucosidase GI (EC 3.2.1.39) ((1->3)-beta-glucan endohydrolase GI) ((1->3)-beta-glucanase isoenzyme GI); n=3;"	UniRef90_P34742	CHR3V7|COORD:8565563..8567203| glycosyl hydrolase family 17 protein	AT3G23770.1	CHR01V5|COORD:41930146..41931529|protein glucan endo-1,3-beta-glucosidase GV, putative, expressed	LOC_Os01g71830.1	 no descriptionvery weakly similar to (55.8)AT3G23770| Symbols:  | glycosyl hydrolase family 17 protein | chr3:8565563-8567203 FORWARDvery weakly similar to (99.4)E13A_HORVUGlucan endo-1,3-beta-glucosidase GI - Hordeum vulgare (Barley)Glyco_hydro_17 	misc.beta 1,3 glucan hydrolases	26_4

CUST_26228_PI403524517	2	-0.026276588	1.1080933	0.012485981	0.08075333	-0.20636797	-0.012486458	35_7596	Rep: H0718E12.7 protein - Oryza sativa (Rice)	UniRef90_Q01LA8	CHR5V7|COORD:2911314..2913137| DNA-directed RNA polymerase III RPC4 family protein	AT5G09380.1	CHR04V5|COORD:19214042..19211451|protein DNA binding protein, putative, expressed	LOC_Os04g32350.1	no descriptionweakly similar to ( 121)AT5G09380| Symbols:  | DNA-directed RNA polymerase III RPC4 family protein | chr5:2911314-2913137 REVERSEnot assigned RNA_pol_Rpc4	RNA.transcription	27_2

CUST_16658_PI403524517	2	0.030299187	0.2170353	-0.030299187	-0.075517654	-0.26455593	0.11566067	35_4810	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_86876_PI403524517	2	0.072947025	0.33511257	0.17015553	-0.077697754	-0.072947025	-0.28769064	35_24881	"Cluster: OSJNBb0093G06.4 protein; n=9; Oryza sativa (japonica cultivar-group)|Rep: OSJNBb0093G06.4 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XLR7	0	0	CHR07V5|COORD:3929837..3932091|protein retrotransposon protein, putative, Ty3-gypsy subclass	LOC_Os07g07830.1	no description	not assigned.unknown	35_2

CUST_52142_PI403524517	2	0.3267269	-0.74492836	-0.047017097	0.34381866	-0.046201706	0.046200752	35_14859	Rep: 17.4 kDa class I heat shock protein 3 - Oryza sativa (Rice)	UniRef90_Q84Q77	CHR1V7|COORD:19984178..19984651| 17.6 kDa class I small heat shock protein (HSP17.6C-CI) (AA 1-156)	AT1G53540.1	CHR03V5|COORD:8784620..8785654|protein 17.4 kDa class I heat shock protein 3, putative, expressed	LOC_Os03g15960.1	no descriptionweakly similar to ( 157)AT3G46230| Symbols:  | ATHSP17.4 (Arabidopsis thaliana heat shock protein 17.4) | chr3:16995248-16995718 REVERSEweakly similar to ( 176)HSP23_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned HSP20 alpha-crystallin-Hsps IbpA	stress.abiotic.heat	20_2_1

CUST_13298_PI404877155	2	0.1220808	-0.7104082	-0.10884476	-0.034902573	0.034902573	0.045749664	Contig6989_at	unnamed protein product [Oryza sativa (japonica cultivar-group)]	NP_912984.1	pyruvate kinase, putative	At5g56350.1	protein pyruvate kinase	Os01g16960	gi|6539568|dbj|BAA88185.1| unnamed protein product	glycolysis.PK	4_13

CUST_137891_PI403524517	2	0.20529175	0.4116106	0.13683605	-0.54286385	-0.3729372	-0.136837	35_38670	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_62980_PI403524517	2	0.06303406	0.35238552	0.07293224	-0.13835716	-0.07007408	-0.063033104	35_17966	"Cluster: Epstein-Barr virus EBNA-1-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Epstein-Barr virus EBNA-1-like protein - Oryza sativa (japonic"	UniRef90_Q6Z4N9	0	0	CHR01V5|COORD:26935324..26928752|protein expressed protein	LOC_Os01g46710.1	no description	not assigned.unknown	35_2

CUST_58561_PI403524517	2	0.0022649765	0.3034544	0.14325905	-0.28151608	-0.071909904	-0.0022649765	35_16705	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q75LL1	CHR1V7|COORD:1073464..1075373| binding	AT1G04130.1	CHR03V5|COORD:30857536..30854267|protein tetratricopeptide repeat domain 4, putative, expressed	LOC_Os03g53910.1	no descriptionmoderately similar to ( 332)AT1G04130| Symbols:  | binding | chr1:1073464-1075373 FORWARDvery weakly similar to (50.8)STIP_SOYBNHeat shock protein STI - Glycine max (Soybean)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TPR Sororin PRK12323 PRK07003 PRK07764	protein.postranslational modification	29_4

CUST_5887_PI399408534	2	0.05867958	0.44616127	-0.005888939	-0.21528435	0.005888939	-0.11092758	35_2440	"Cluster: Os09g0508300 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0508300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J0H9	CHR3V7|COORD:9934238..9936455| zinc finger (DHHC type) family protein	AT3G26935.1	CHR09V5|COORD:19706208..19701630|protein palmitoyltransferase ZDHHC9, putative, expressed	LOC_Os09g33450.1	no descriptionmoderately similar to ( 472)AT3G26935| Symbols:  | zinc finger (DHHC type) family protein | chr3:9934238-9936455 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned COG5273 zf-DHHC	RNA.regulation of transcription.unclassified	27_3_99

CUST_1039_PI399408534	2	0.04292965	-0.12294865	0.05407238	-0.010456085	-0.052732468	0.0104551315	35_14384	Rep: 14-3-3-like protein B - Hordeum vulgare (Barley)	UniRef90_Q43470	"CHR3V7|COORD:526807..527922| GRF7 (General regulatory factor 7); protein phosphorylated amino acid binding"	AT3G02520.1	CHR02V5|COORD:22327412..22331843|protein 14-3-3-like protein B, putative, expressed	LOC_Os02g36974.4	" no descriptionmoderately similar to ( 423)AT3G02520| Symbols: GF14 NU, GENERAL REGULATORY FACTOR 7, GRF7 | GRF7 (General regulatory factor 7); protein phosphorylated amino acid binding | chr3:526807-527922 REVERSEhighly similar to ( 511)1433B_HORVU14-3-3-like protein B - Hordeum vulgare (Barley)not assigned 14-3-3 14_3_3 BMH1 "	signalling.14-3-3 proteins	30_7

CUST_129839_PI403524517	2	-0.24766731	1.971282	-0.29370594	0.6502514	-0.50890017	0.24766731	35_36467	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_9491_PI403524517	2	0.09495258	-0.24500561	0.30984592	-0.12453747	0.27178764	-0.09495258	35_2668	"Cluster: Os09g0359800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os09g0359800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J2C6	CHR4V7|COORD:14491745..14493758| protein arginine N-methyltransferase, putative	AT4G29510.1	CHR09V5|COORD:11705371..11701887|protein protein arginine N-methyltransferase 1, putative, expressed	LOC_Os09g19560.1	 no descriptionmoderately similar to ( 212)AT4G29510| Symbols:  | protein arginine N-methyltransferase, putative | chr4:14491745-14493758 FORWARDnot assigned not assigned not assigned COG4123 COG4076 PrmA prmA PrmA 	misc.O- methyl transferases	26_6

CUST_20611_PI403524517	2	-0.06981754	0.069817066	-0.11792946	0.20609665	-0.14332485	0.20062733	35_5982	Rep: Phospholipase D - Oryza sativa (Rice)	UniRef90_Q710M6	"CHR2V7|COORD:17540096..17545068| PLDBETA1 (PHOSPHOLIPASE D BETA 1); phospholipase D"	AT2G42010.1	CHR10V5|COORD:20056413..20047348|protein phospholipase D beta 1, putative, expressed	LOC_Os10g38060.2	" no descriptionmoderately similar to ( 499)AT2G42010| Symbols: PLDBETA, PLDBETA1 | PLDBETA1 (PHOSPHOLIPASE D BETA 1); phospholipase D | chr2:17540096-17545068 REVERSEmoderately similar to ( 295)PLDA1_MAIZEPhospholipase D alpha 1 - Zea mays (Maize)not assigned PLDc Cls "	lipid metabolism.lipid degradation.lysophospholipases.phospholipase D	11_9_3_1

CUST_76033_PI403524517	2	-0.009728432	0.32690048	0.009729385	-0.024681091	-0.094288826	0.047574997	35_21796	"Cluster: Diaphanous homologue-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Diaphanous homologue-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K8Z4	CHR2V7|COORD:10661187..10666462| formin homology 2 domain-containing protein / FH2 domain-containing protein	AT2G25050.1	CHR02V5|COORD:33785117..33780355|protein actin binding protein, putative, expressed	LOC_Os02g55150.2	no descriptionmoderately similar to ( 203)AT2G25050| Symbols:  | formin homology 2 domain-containing protein / FH2 domain-containing protein | chr2:10661187-10666462 REVERSEnot assigned not assigned not assigned FH2 FH2	not assigned.no ontology.formin homology 2 domain-containing protein	35_1_20

CUST_30458_PI403524517	2	0.23830223	-0.05077219	0.05077219	-0.19572783	-0.5563297	0.17580032	35_8793	"Cluster: Os01g0976000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0976000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JFK1	CHR1V7|COORD:9039777..9042860| protein kinase	AT1G26150.1	CHR01V5|COORD:43452569..43446929|protein MON1 homolog A, putative, expressed	LOC_Os01g74460.2	no descriptionnot assigned not assigned not assigned	not assigned.unknown	35_2

CUST_5449_PI404877155	2	0.061597824	0.29410172	0.016647339	-0.13307571	-0.07853031	-0.016647339	Contig17158_s_at	LAs17 Binding protein-like [Oryza sativa (japonica cultivar-group)]	BAC83843.1	zinc finger (FYVE type) family protein	At3g43230.1	protein expressed protein	Os07g17130	zinc finger (FYVE type) family protein, contains Pfam domain PF01363: FYVE zinc finger	RNA.regulation of transcription.unclassified	27_3_99

CUST_45328_PI403524517	2	-0.15206385	0.59006405	-0.07491779	0.07491875	-0.38011312	0.10500908	35_12993	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2R2E6	CHR5|COORD:1964469..1966956| expressed protein, similar to expressed protein [Arabidopsis thaliana] (TAIR:At3g11720.1)	AT5G06440.3	CHR11V5|COORD:20700399..20706011|protein expressed protein	LOC_Os11g36070.4	"no descriptionweakly similar to ( 136)AT5G06440| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G11720.2); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABA94317.2); contains domain Bet v1-like (SSF55961); contains domain no description (G3D.3.30.530.20) | chr5:1964642-1966808 REVERSE"	not assigned.unknown	35_2

CUST_51351_PI403524517	2	0.08864212	-0.21792603	-0.03883934	0.008838654	0.003479004	-0.003479004	35_14636	Rep: Ribosomal protein L11 - Triticum aestivum (Wheat)	UniRef90_Q5I7L2	"CHR2V7|COORD:17798871..17800023| RPL16A (ribosomal protein large subunit 16A); structural constituent of ribosome"	AT2G42740.1	CHR02V5|COORD:7676811..7687506|protein 60S ribosomal protein L11-1, putative, expressed	LOC_Os02g14059.1	no descriptionmoderately similar to ( 307)AT5G45775| Symbols:  | 60S ribosomal protein L11 (RPL11D) | chr5:18582508-18583723 REVERSEmoderately similar to ( 312)RL11_ORYSAnot assigned rpl5p RplE Ribosomal_L5_C rplE Ribosomal_L5 rpl5	protein.synthesis.misc ribososomal protein	29_2_2

CUST_80804_PI403524517	2	-0.09978485	0.4902315	-0.23840809	0.22219276	-0.078528404	0.078528404	35_23174	Rep: H0425E08.4 protein - Oryza sativa (Rice)	UniRef90_Q01IA4	"CHR2V7|COORD:18003951..18006235| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G14000.1); similar to At2g43320/T1O24.6 [Medicago truncatula]"	AT2G43320.1	CHR04V5|COORD:24392251..24396082|protein expressed protein	LOC_Os04g41500.2	"no descriptionmoderately similar to ( 254)AT2G43320| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G14000.1); similar to At2g43320/T1O24.6 [Medicago truncatula] (GB:ABE90565.1); similar to hypothetical protein MtrDRAFT_AC150786g4v1 [Medicago truncatula] (GB:ABE85983.1); contains domain no description (G3D.3.40.50.150); contains domain S-adenosyl-L-methionine-dependent methyltransferases (SSF53335); contains domain UNCHARACTERIZED (PTHR21095); contains domain UNCHARACTERIZED (PTHR21095:SF6) | chr2:18003951-18006235 REVERSEnot assigned"	not assigned.unknown	35_2

CUST_17939_PI404877155	2	0.02260685	0.119752884	-0.2655344	-0.1536274	0.025873184	-0.02260685	HVSMEa0011N23r2_at	leucine-rich repeat family protein [Arabidopsis thaliana] pir||T02154 protein kinase homolog T1F15.2 - Arabidopsis thaliana	NP_176918.1	leucine-rich repeat family protein	At1g67510.1	protein Leucine Rich Repeat, putative	Os08g39590	"leucine-rich repeat family protein, contains protein kinase domain, Pfam:PF00069; contains leucine-rich repeats, Pfam:PF00560"	signalling.receptor kinases.leucine rich repeat III	30_2_3

CUST_27562_PI403524517	2	0.013179779	0.45087433	-0.013179779	0.054703712	-0.18764544	-0.510653	35_7975	"Cluster: Putative heat-shock protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative heat-shock protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q850Z2	CHR4V7|COORD:9096820..9100608| lipase class 3 family protein	AT4G16070.1	CHR03V5|COORD:34839864..34835273|protein triacylglycerol lipase, putative, expressed	LOC_Os03g61540.1	no descriptionweakly similar to ( 179)AT4G16070| Symbols:  | lipase class 3 family protein | chr4:9096820-9100608 REVERSEnot assigned	lipid metabolism.lipid degradation.lipases.triacylglycerol lipase	11_9_2_1

CUST_5082_PI399408534	2	0.20765305	0.350502	0.16515446	-0.25075054	-0.16515446	-0.16594028	35_44884	"Cluster: Nucleolar GTP-binding protein 2, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Nucleolar GTP-binding protein 2, putative, expre"	UniRef90_Q10LF7	CHR1V7|COORD:19741161..19743869| GTP-binding family protein	AT1G52980.1	CHR03V5|COORD:13206119..13210934|protein nucleolar GTP-binding protein 2, putative, expressed	LOC_Os03g22890.2	no descriptionweakly similar to ( 169)AT1G52980| Symbols:  | GTP-binding family protein | chr1:19741161-19743869 FORWARDnot assigned not assigned not assigned NGP_1 Nucleostemin_like YlqF_related_GTPase COG1161 HSR1_MMR1 MJ1464	signalling.G-proteins	30_5

CUST_27061_PI403524517	2	0.024968147	-0.22154808	-0.02107811	0.02107811	-0.038804054	0.028058052	35_7838	"Cluster: Putative CRK1 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative CRK1 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ZCC7	CHR1V7|COORD:12242106..12244442| protein kinase family protein	AT1G33770.1	CHR08V5|COORD:661212..655821|protein transposon protein, putative, unclassified, expressed	LOC_Os08g02050.1	no descriptionvery weakly similar to (72.4)AT1G33770| Symbols:  | protein kinase family protein | chr1:12242106-12244442 FORWARD	protein.postranslational modification	29_4

CUST_10074_PI399408534	2	0.18096924	-0.78295803	-0.36095524	-0.0827446	0.2992878	0.082745075	35_27748	"Cluster: Protein kinase domain containing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Protein kinase domain containing protein - Oryza sativa (jap"	UniRef90_Q2QVC2	CHR1V7|COORD:25301140..25303847| leucine-rich repeat family protein	AT1G67510.1	CHR12V5|COORD:7420523..7424739|protein ATP binding protein, putative	LOC_Os12g13310.1	no descriptionvery weakly similar to (88.2)AT1G67510| Symbols:  | leucine-rich repeat family protein | chr1:25301140-25303847 REVERSEnot assigned not assigned not assigned not assigned PRK07764 PRK12323 PRK07003 TT_ORF1	signalling.receptor kinases.leucine rich repeat III	30_2_3

CUST_588_PI404877155	2	0.048962593	-0.53927994	-0.14056492	0.03443241	-0.028406143	0.02840519	Contig10509_at	calmodulin-binding protein [Arabidopsis thaliana] dbj|BAB10900.1| unnamed protein product [Arabidopsis thaliana]	NP_198835.1	calmodulin-binding protein	At5g40190.1	protein At5g40190	Os09g20860	calmodulin-binding protein	signalling.calcium	30_3

CUST_21909_PI403524517	2	0.0011701584	-0.78168964	0.14133549	-0.0011701584	0.27590847	-0.1283369	35_6365	"Cluster: Putative beta-ketoacyl-CoA synthase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative beta-ketoacyl-CoA synthase - Oryza sativa (japonica"	UniRef90_Q688V9	CHR1V7|COORD:6729110..6730660| very-long-chain fatty acid condensing enzyme, putative	AT1G19440.1	CHR05V5|COORD:28198006..28194894|protein acyltransferase, putative, expressed	LOC_Os05g49290.3	 no descriptionweakly similar to ( 102)AT1G19440| Symbols:  | very-long-chain fatty acid condensing enzyme, putative | chr1:6729110-6730660 FORWARDCHS_like 	lipid metabolism.FA synthesis and FA elongation.beta ketoacyl CoA synthase	11_1_10

CUST_95668_PI403524517	2	-0.05788231	0.05336857	0.20391941	-0.13776016	0.06271553	-0.053369045	35_27340	"Cluster: Hypothetical protein OSJNBa0027P10.16; n=2; Oryza sativa|Rep: Hypothetical protein OSJNBa0027P10.16 - Oryza sativa (Rice)"	UniRef90_Q9AY48	"CHR2V7|COORD:18449362..18450379| CYCP4;1 (cyclin p4;1); cyclin-dependent protein kinase"	AT2G44740.1	CHR10V5|COORD:21938905..21940946|protein nuc-1 negative regulatory protein preg, putative, expressed	LOC_Os10g41430.1	"no descriptionweakly similar to ( 182)AT2G44740| Symbols: CYCP4;1 | CYCP4;1 (cyclin p4;1); cyclin-dependent protein kinase | chr2:18449362-18450379 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Cyclin Cyclin_N"	cell.cycle	31_3

CUST_131235_PI403524517	2	0.064732075	0.068665504	-0.051713943	-0.47071075	0.05171442	-0.21544838	35_36858	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_9387_PI404877155	2	-0.041095734	0.06683159	0.027363777	-0.035294533	-0.02736473	0.034835815	Contig3143_at	polyadenylate-binding protein - wheat gb|AAB38974.1| poly(A)-binding protein [Triticum aestivum]	T06979	polyadenylate-binding protein, putative / PABP, putative	At1g49760.1	protein polyadenylate binding protein, human types 1, 2, 3, 4 family	Os09g02700	polyadenylate-binding protein	RNA.processing	27_1

CUST_131458_PI403524517	2	0.04370594	-0.14702797	0.08006191	-0.085681915	0.09724045	-0.043704987	35_36920	"Cluster: Transposable element protein, putative, MuDR, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Transposable element protein,"	UniRef90_Q10J61	CHR5V7|COORD:3300377..3304006| MSL2 (MSCS-LIKE 2)	AT5G10490.1	CHR03V5|COORD:18166274..18177547|protein retrotransposon protein, putative, unclassified	LOC_Os03g31839.1	no descriptionmoderately similar to ( 288)AT5G10490| Symbols: MSL2 | MSL2 (MSCS-LIKE 2) | chr5:3300377-3303837 REVERSEMS_channel MscS	not assigned.no ontology	35_1

CUST_46849_PI403524517	2	0.091713905	-0.035010338	5.5217743E-4	-5.5217743E-4	-0.11047268	0.12330818	35_13415	"Cluster: Hypothetical protein OSJNBa0032G08.2; n=2; Oryza sativa|Rep: Hypothetical protein OSJNBa0032G08.2 - Oryza sativa (Rice)"	UniRef90_Q94HG5	CHR3V7|COORD:6637561..6639041| DNA binding	AT3G19184.1	CHR03V5|COORD:4418991..4416640|protein DNA binding protein, putative, expressed	LOC_Os03g08620.1	no description	not assigned.unknown	35_2

CUST_52528_PI403524517	2	-0.08605957	0.06069374	-0.031621933	0.02130127	-0.021299362	0.061847687	35_14964	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_23068_PI403524517	2	0.031621933	-0.39861202	-0.0487175	-0.03162098	0.064310074	0.051351547	35_6704	Rep: SMC4 protein - Oryza sativa (Rice)	UniRef90_Q8L6H8	"CHR5V7|COORD:19719134..19726317| ATSMC3 (Arabidopsis thaliana structural maintenance of chromosome 3); ATP binding"	AT5G48600.1	CHR05V5|COORD:24339866..24343284|protein ATSMC3, putative, expressed	LOC_Os05g41750.1	"no descriptionhighly similar to ( 529)AT5G48600| Symbols: ATSMC3 | ATSMC3 (Arabidopsis thaliana structural maintenance of chromosome 3); ATP binding | chr5:19719134-19726317 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Smc ABC_SMC4_euk SMC_N ABC_SMC1_euk ABC_SMC_head ABC_SMC_barmotin ABC_SMC2_euk ABC_Class2 ABC_SMC3_euk SbcC PRK01156 PRK03918 PRK04778"	cell.division	31_2

CUST_24852_PI403524517	2	-0.0289917	0.32813168	0.13228464	0.0289917	-0.92745686	-0.15192461	35_7211	"Cluster: Hypothetical protein OJ1112_D12.14; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1112_D12.14 - Oryza sativa (japonica cultiv"	UniRef90_Q6ZG22	0	0	0	0	no description	not assigned.unknown	35_2

CUST_42815_PI403524517	2	0.10589409	-0.38879395	-0.039629936	0.03704834	0.29455757	-0.037047386	35_12297	"Cluster: 40S ribosomal protein S15-like; n=2; Solanum tuberosum|Rep: 40S ribosomal protein S15-like - Solanum tuberosum (Potato)"	UniRef90_Q2XTB6	CHR5V7|COORD:2955699..2956555| 40S ribosomal protein S15 (RPS15D)	AT5G09510.1	CHR07V5|COORD:4460930..4458836|protein 40S ribosomal protein S15, putative, expressed	LOC_Os07g08660.1	no descriptionweakly similar to ( 197)AT5G09510| Symbols:  | 40S ribosomal protein S15 (RPS15D) | chr5:2955699-2956354 REVERSEmoderately similar to ( 202)RS15_ORYSAnot assigned rps19p Ribosomal_S19 RpsS rpsS rps19	protein.synthesis.misc ribososomal protein	29_2_2

CUST_16599_PI404877155	2	-0.15393734	-0.2599573	0.30177212	0.1539383	0.61320496	-0.23118591	HB26N23r_at	OSJNBa0039C07.10 [Oryza sativa (japonica cultivar-group)] ref|XP_472341.1| OSJNBa0039C07.10 [Oryza sativa (japonica cultivar-group)]	CAE05154.2	AP2 domain-containing transcription factor family protein	At5g13330.1	protein AP2 domain, putative	Os04g32620	NONE	RNA.regulation of transcription.AP2/EREBP, APETALA2/Ethylene-responsive element binding protein family	27_3_03

CUST_75962_PI403524517	2	0.13989162	0.47625065	0.002465248	-0.15746689	-0.5514698	-0.002465248	35_21775	"Cluster: OSJNBa0095E20.6 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0095E20.6 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XRN0	"CHR2V7|COORD:9704460..9706664| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G37820.1); similar to hypothetical protein B14911_03489 [Bacillus sp."	AT2G22795.1	CHR04V5|COORD:2428660..2434924|protein serine-rich 25 kDa antigen protein, putative, expressed	LOC_Os04g05030.1	"no descriptionvery weakly similar to (54.3)AT2G22795| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G37820.1); similar to hypothetical protein B14911_03489 [Bacillus sp. NRRL B-14911] (GB:ZP_01168655.1) | chr2:9704460-9706664 REVERSEnot assigned Caldesmon"	not assigned.unknown	35_2

CUST_5136_PI403524517	2	0.08551407	-0.047218323	-0.06233406	0.04721737	0.09285641	-0.095682144	35_1411	"Cluster: Putative DnaJ; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative DnaJ - Oryza sativa (japonica cultivar-group)"	UniRef90_Q65X46	CHR2V7|COORD:9217921..9219779| DNAJ heat shock N-terminal domain-containing protein	AT2G21510.1	CHR05V5|COORD:26911878..26907971|protein chaperone protein dnaJ 10, putative, expressed	LOC_Os05g46620.1	no descriptionweakly similar to ( 180)AT2G21510| Symbols:  | DNAJ heat shock N-terminal domain-containing protein | chr2:9217921-9219779 REVERSEvery weakly similar to (65.9)DNJH_CUCSADnaJ protein homolog - Cucumis sativus (Cucumber)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DnaJ DnaJ PRK10767 DnaJ CbpA	stress.abiotic.heat	20_2_1

CUST_38981_PI403524517	2	-0.9756036	-0.22904015	0.22904062	0.7037444	0.2537799	-0.4089694	35_11213	"Cluster: F-box domain, putative; n=1; Oryza sativa (japonica cultivar-group)|Rep: F-box domain, putative - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53QH2	CHR2V7|COORD:15165710..15166663| F-box family protein	AT2G36090.1	CHR11V5|COORD:2566295..2564875|protein F-box domain containing protein, expressed	LOC_Os11g05660.1	no description	not assigned.unknown	35_2

CUST_85390_PI403524517	2	0.0488472	-0.1475935	0.09983063	-0.06554031	-0.011116028	0.0111169815	35_24459	"Cluster: Putative crp1(Chloroplast RNA processing 1) protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative crp1(Chloroplast RNA processing 1) prote"	UniRef90_Q8H473	CHR2V7|COORD:13851911..13853785| pentatricopeptide (PPR) repeat-containing protein	AT2G32630.1	CHR07V5|COORD:28373330..28371675|protein fertility restorer homologue A, putative	LOC_Os07g47470.1	no descriptionweakly similar to ( 149)AT2G32630| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr2:13851911-13853785 FORWARDweakly similar to ( 105)RF1_ORYSAPPR	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_7702_PI404877155	2	0.045633316	-0.3914299	-0.22358418	0.05629444	-0.045632362	0.08452797	Contig2257_s_at	putative EREBP-type transcription factor [Oryza sativa]	AAM00285.1	AP2 domain-containing protein RAP2.12 (RAP2.12)	At1g53910.1	protein EREBP-type transcription factor, putative	Os09g26420	putative EREBP-type transcription factor	RNA.regulation of transcription.AP2/EREBP, APETALA2/Ethylene-responsive element binding protein family	27_3_03

CUST_10114_PI404877155	2	-0.88552	-0.22576332	0.23443127	0.22576332	0.33405304	-0.24202442	Contig3814_at	putative delta l pyrroline-5-carboxylate synthetase [Oryza sativa (japonica cultivar-group)] dbj|BAB64280.1| putative delta-1-pyrroline-5-ca	NP_915492.1	delta 1-pyrroline-5-carboxylate synthetase A / P5CS A (P5CS1)	At2g39800.1	protein delta l-pyrroline-5-carboxylate synthetase	Os01g62900	putative delta l pyrroline-5-carboxylate synthetase	amino acid metabolism.synthesis.glutamate family.proline	13_1_2_2

CUST_25481_PI399408534	2	-0.24865246	-0.5939307	0.31691647	0.007185936	0.08519125	-0.007185936	35_16926	Rep: U2AF small subunit - Triticum aestivum (Wheat)	UniRef90_Q2QKB5	CHR5|COORD:17187440..17188932| U2 snRNP auxiliary factor small subunit, putative, strong similarity to U2 snRNP auxiliary factor, small subunit (Oryza sativa) G	AT5G42820.1	CHR09V5|COORD:18984507..18986208|protein splicing factor U2af 38 kDa subunit, putative, expressed	LOC_Os09g31482.3	no descriptionmoderately similar to ( 311)AT1G27650| Symbols: ATU2AF35A | ATU2AF35A | chr1:9615289-9616029 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Herpes_BLLF1 Pneumo_att_G	RNA.processing.splicing	27_1_1

CUST_167474_PI403524517	2	-0.016056538	-0.09631777	0.12747908	-0.22425222	0.056672096	0.01605606	35_46643	"Cluster: Os01g0645000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0645000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JKW4	"CHR2V7|COORD:16735456..16738118| similar to proline-rich family protein [Arabidopsis thaliana] (TAIR:AT3G09000.1); similar to Os01g0141900 [Oryza"	AT2G40070.2	CHR01V5|COORD:26288043..26286951|protein nucleic acid binding protein, putative	LOC_Os01g45730.1	no description	not assigned.unknown	35_2

CUST_175941_PI403524517	2	-0.06546068	0.43545818	-0.017111778	0.017111301	0.13339329	-0.032023907	35_48969	Rep: Fructose 1,6-bisphosphate aldolase - Avena sativa (Oat)	UniRef90_Q9LLD7	CHR4V7|COORD:18163708..18165653| fructose-bisphosphate aldolase, putative	AT4G38970.1	CHR11V5|COORD:3487562..3484456|protein fructose-bisphosphate aldolase, chloroplast precursor, putative, expressed	LOC_Os11g07020.7	 no descriptionweakly similar to ( 147)AT4G38970| Symbols:  | fructose-bisphosphate aldolase, putative | chr4:18163763-18165653 REVERSEweakly similar to ( 147)ALFC_ORYSAnot assigned Glycolytic FBP_aldolase_I_a COG3588 FBP_aldolase_I 	PS.calvin cyle.aldolase	1_3_6

CUST_148486_PI403524517	2	-0.53404903	0.73789597	0.9836049	-1.9254432	0.30230427	-0.3023038	35_41538	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_27627_PI403524517	2	0.02711296	0.15909576	0.07998562	-0.15847015	-0.027112007	-0.03316307	35_7991	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_125339_PI403524517	2	0.23965073	-0.6373348	-0.14473009	0.1324873	0.6561122	-0.13248777	35_35304	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_9033_PI403524517	2	0.066189766	0.3846569	2.2315979E-4	-0.13884354	-2.2220612E-4	-0.21006012	35_2533	"Cluster: Os02g0723300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os02g0723300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DY03	0	0	CHR02V5|COORD:30052674..30047595|protein expressed protein	LOC_Os02g49150.6	no description	not assigned.unknown	35_2

CUST_115540_PI403524517	2	-0.048808575	-0.3472743	0.048808098	0.34926224	0.12090969	-0.2569046	35_32771	"Cluster: Hypothetical protein P0710H01.11; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0710H01.11 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5VND0	"CHR4V7|COORD:15908788..15910144| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G32970.1); similar to PREDICTED: similar to MGC84305 protein"	AT4G32960.1	CHR06V5|COORD:2585186..2582843|protein expressed protein	LOC_Os06g05720.1	"no descriptionvery weakly similar to (74.7)AT4G32960| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G32970.1); similar to PREDICTED: similar to MGC84305 protein [Strongylocentrotus purpuratus] (GB:XP_793273.1); similar to Os06g0150100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001056821.1) | chr4:15908788-15910144 REVERSE"	not assigned.unknown	35_2

CUST_169817_PI403524517	2	0.11299896	0.23592472	0.0050621033	-0.2020297	-0.005063057	-0.20656347	35_47302	"Cluster: Glucose-1-phosphate adenylyltransferase small subunit, chloroplast precursor; n=6; Triticeae|Rep: Glucose-1-phosphate adenylyltransferase"	UniRef90_P30523	"CHR5V7|COORD:19587552..19589783| ADG1 (ADP GLUCOSE PYROPHOSPHORYLASE SMALL SUBUNIT 1); glucose-1-phosphate adenylyltransferase"	AT5G48300.1	CHR08V5|COORD:15539751..15533358|protein glucose-1-phosphate adenylyltransferase small subunit, chloroplast precursor, putative, expressed	LOC_Os08g25734.2	" no descriptionweakly similar to ( 198)AT5G48300| Symbols: APS1, ADG1 | ADG1 (ADP GLUCOSE PYROPHOSPHORYLASE SMALL SUBUNIT 1); glucose-1-phosphate adenylyltransferase | chr5:19587552-19589783 FORWARDmoderately similar to ( 257)GLGS_WHEATGlucose-1-phosphate adenylyltransferase small subunit, chloroplast precursor - Triticum aestivum (Wheat)not assigned glgC GlgC glgC glgC NTP_transferase glgC glgC glgC glgC glgC GCD1 RfbA "	major CHO metabolism.synthesis.starch.AGPase	2_1_2_1

CUST_102158_PI403524517	2	0.061214447	1.2820582	0.09680319	-0.34558392	-0.061214447	-0.22313356	35_29147	"Cluster: Os03g0156800 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os03g0156800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DV12		0	CHR03V5|COORD:3037938..3032426|protein retrotransposon protein, putative, unclassified	LOC_Os03g06100.1	no description	not assigned.unknown	35_2

CUST_7637_PI403524517	2	-0.051404953	-0.5619998	0.051404476	0.18082571	0.3597746	-0.10345268	35_2127	"Cluster: Hypothetical protein P0470A03.13-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0470A03.13-1 - Oryza sativa (japonica cultiv"	UniRef90_Q6Z8B9	CHR5V7|COORD:14299820..14301606| protein phosphatase 2C, putative / PP2C, putative	AT5G36250.1	CHR02V5|COORD:6956599..6959847|protein catalytic/ protein phosphatase type 2C, putative, expressed	LOC_Os02g13100.1	 no descriptionmoderately similar to ( 298)AT5G36250| Symbols:  | protein phosphatase 2C, putative / PP2C, putative | chr5:14299820-14301606 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PP2Cc PP2Cc PP2C PTC1 PRK07764 PRK07003 PRK12323 	protein.postranslational modification	29_4

CUST_86166_PI403524517	2	-0.9764099	0.16265965	0.6631298	0.25862598	-0.43886566	-0.1626606	35_24679	"Cluster: Os06g0297400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0297400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DCS4	CHR5V7|COORD:20413082..20415423| ankyrin repeat family protein	AT5G50140.1	CHR06V5|COORD:11021312..11026885|protein embryogenesis transmembrane protein, putative, expressed	LOC_Os06g19370.2	no description	not assigned.unknown	35_2

CUST_11730_PI404877155	2	-0.09593773	-0.13417625	0.07039261	0.15053177	0.13612175	-0.070391655	Contig5411_s_at	ABC transporter family protein [Arabidopsis thaliana]	NP_563694.1	ABC transporter family protein	At1g03905.1	protein ABC transporter, putative	Os02g56550	ransporter family protein	transport.ABC transporters and multidrug resistance systems	34_16

CUST_139352_PI403524517	2	0.12446499	-0.22845364	0.17205334	-0.12250042	-0.15264034	0.12250042	35_39083	"Cluster: Myb-like DNA-binding domain, SHAQKYF class family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Myb-like DNA-binding domain,"	UniRef90_Q2QMY1		0	CHR12V5|COORD:24441550..24444297|protein DNA binding protein, putative, expressed	LOC_Os12g39640.1	no description	not assigned.unknown	35_2

CUST_14867_PI403524517	2	0.06833267	0.017033577	-0.07254124	-0.057523727	0.023499489	-0.017033577	35_4284	"Cluster: Hypothetical protein OSJNBa0055N24.35; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0055N24.35 - Oryza sativa (japonica"	UniRef90_Q5Z6I5	"CHR5V7|COORD:22679952..22681988| similar to Unknown protein [Medicago truncatula] (GB:ABE89316.1); similar to Os06g0297700 [Oryza sativa (japonica cultivar-grou"	AT5G55960.1	CHR06V5|COORD:11039141..11042314|protein expressed protein	LOC_Os06g19390.1	"no descriptionmoderately similar to ( 470)AT5G55960| Symbols:  | similar to Unknown protein [Medicago truncatula] (GB:ABE89316.1); similar to Os06g0297700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001057438.1); contains domain TRANSMEMBRANE PROTEIN (PTHR21716) | chr5:22679952-22681988 FORWARDnot assigned UPF0118 yhhT"	not assigned.unknown	35_2

CUST_133859_PI403524517	2	-0.002617836	0.0026168823	-0.07796574	0.003528595	-0.10692787	0.02776146	35_37571	"Cluster: Os07g0110400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0110400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D927	CHR3V7|COORD:3381853..3384232| zinc finger (C3HC4-type RING finger) family protein	AT3G10810.1	CHR07V5|COORD:573863..580491|protein expressed protein	LOC_Os07g01940.1	no description	not assigned.unknown	35_2

CUST_82885_PI403524517	2	2.7275085E-4	-0.004515648	-0.25653172	0.06441116	-2.7370453E-4	0.07991314	35_23769	"Cluster: Carboxylesterase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Carboxylesterase-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5Z9I2	"CHR5V7|COORD:5178679..5181266| ATPCME (PRENYLCYSTEINE METHYLESTERASE); prenylcysteine methylesterase"	AT5G15860.1	CHR06V5|COORD:29959779..29954440|protein carboxylesterase-like protein, putative, expressed	LOC_Os06g49440.1	no descriptionweakly similar to ( 194)AT5G15860| Symbols: ATPCME | ATPCME (PRENYLCYSTEINE METHYLESTERASE) | chr5:5179397-5181266 REVERSE	not assigned.unknown	35_2

CUST_10886_PI403524517	2	0.015403748	0.1887474	0.016510963	-0.111465454	-0.015403748	-0.07664013	35_3076	"Cluster: Haemolysin-III related family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Haemolysin-III related family protein, expressed - O"	UniRef90_Q10PI5	"CHR4V7|COORD:17701225..17702562| HHP4 (heptahelical protein 4); receptor"	AT4G37680.1	CHR03V5|COORD:7030446..7025915|protein haemolysin-III related family protein, expressed	LOC_Os03g13040.1	"no descriptionhighly similar to ( 546)AT4G37680| Symbols: HHP4 | HHP4 (heptahelical protein 4); receptor | chr4:17701225-17702562 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned HlyIII COG1272 PRK07764 TT_ORF1 CAP_N PRK12323"	not assigned.unknown	35_2

CUST_27840_PI399408534	2	-0.06336117	0.45924377	0.31884098	-0.022460938	0.022460938	-0.029438019	35_20097	"Cluster: Putative P-II nitrogen sensing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative P-II nitrogen sensing protein - Oryza sativa (japonic"	UniRef90_Q6AUR2	CHR4V7|COORD:821736..823294| GLB1 (glutamine synthetase B1)	AT4G01900.1	CHR05V5|COORD:1905266..1902128|protein nitrogen regulatory protein P-II, putative, expressed	LOC_Os05g04220.1	 no descriptionweakly similar to ( 194)AT4G01900| Symbols: P11, GLB1 | GLB1 (glutamine synthetase B1) | chr4:821736-823294 FORWARDP-II GlnK PRK10858 PRK10665 	signalling.in sugar and nutrient physiology	30_1

CUST_102307_PI403524517	2	0.0812006	0.92770195	0.11578941	-0.30048943	-0.081199646	-0.122859	35_29187	"Cluster: Unknow protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Unknow protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6AUI1	CHR3V7|COORD:17724352..17727036| zinc finger (C3HC4-type RING finger) family protein	AT3G47990.1	CHR05V5|COORD:2582185..2576356|protein protein binding protein, putative, expressed	LOC_Os05g05280.1	no descriptionmoderately similar to ( 206)AT3G47990| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr3:17724352-17727036 REVERSE	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_28608_PI403524517	2	-0.07675552	-0.016402245	0.016402245	-0.053263664	0.12247658	0.07652664	35_8266	Rep: OSIGBa0145C02.4 protein - Oryza sativa (Rice)	UniRef90_Q01LX6	CHR5|COORD:3379050..3382780| expressed protein	AT5G10710.1	CHR04V5|COORD:12204048..12196416|protein expressed protein	LOC_Os04g21610.1	no descriptionmoderately similar to ( 268)AT5G10710| Symbols:  | similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE80411.1) | chr5:3379620-3382649 FORWARDCenp-O	not assigned.unknown	35_2

CUST_135598_PI403524517	2	0.08295965	-0.4388404	0.12228346	-0.16414356	-0.08295965	0.2012105	35_38032	"Cluster: Gamma hordothionin; n=1; Hordeum vulgare|Rep: Gamma hordothionin - Hordeum vulgare (Barley)"	UniRef90_P20230	"CHR2V7|COORD:540070..540406| LCR68/PDF2.3 (Low-molecular-weight cysteine-rich 68); protease inhibitor"	AT2G02130.1	CHR03V5|COORD:1692917..1693571|protein flower-specific gamma-thionin precursor, putative, expressed	LOC_Os03g03810.1	" no descriptionvery weakly similar to (55.8)AT2G02130| Symbols: PDF2.3, LCR68 | LCR68/PDF2.3 (Low-molecular-weight cysteine-rich 68); protease inhibitor | chr2:540070-540406 FORWARDvery weakly similar to (89.7)THG_HORVUGamma-hordothionin - Hordeum vulgare (Barley)Gamma-thionin Knot1 Knot1 "	stress.biotic	20_1

CUST_64208_PI403524517	2	-0.09913826	0.14951992	0.05118656	-0.15851402	-0.05118656	0.06588268	35_18332	Rep: H0315E07.1 protein - Oryza sativa (Rice)	UniRef90_Q01JF2	"CHR1V7|COORD:13156482..13158258| ATPDIL5-2 (PDI-LIKE 5-2); thiol-disulfide exchange intermediate"	AT1G35620.1	CHR04V5|COORD:21277663..21274652|protein OsPDIL5-2 - Oryza sativa protein disulfide isomerase, expressed	LOC_Os04g35290.1	"no descriptionmoderately similar to ( 470)AT1G35620| Symbols: ATPDIL5-2 | ATPDIL5-2 (PDI-LIKE 5-2); thiol-disulfide exchange intermediate | chr1:13156482-13158258 FORWARDweakly similar to ( 110)PDI_MEDSAProtein disulfide-isomerase precursor - Medicago sativa (Alfalfa)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PDI_a_family Thioredoxin PDI_a_ERp38 PDI_a_P5 PDI_a_TMX3 PDI_a_MPD1_like PDI_a_ERp46 TRX_family PDI_a_PDI_a'_C PDI_a_PDIR PDI_a_ERdj5_C PDI_a_ERdj5_N PDI_a_ERp44 trxA COG3118 PDI_a_QSOX PRK10996 PDI_a_ERp44_like TrxA PDI_a_TMX TRX_superfamily PDI_a_APS_reductase Calsequestrin"	redox.thioredoxin	21_1

CUST_13790_PI404877155	2	0.37038183	-0.028001308	0.028001308	-0.10038662	0.03379774	-0.09441042	Contig7529_at	brittle-1-like protein [Hordeum vulgare]	AAK55487.1	mitochondrial substrate carrier family protein	At4g32400.1	protein Similar to brittle-1 protein, chloroplast precursor	Os02g10800	hypothetical protein XP_139264	transport.metabolite transporters at the envelope membrane	34_8

CUST_162139_PI403524517	2	0.5166831	0.008506775	0.10905886	-0.15164995	-0.008506298	-0.35052204	35_45227	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_104982_PI403524517	2	-0.15967417	0.5004468	0.6349163	-0.003684044	0.003684044	-0.056103706	35_29909	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_2214_PI403524517	2	-0.78944206	-0.50928783	0.73771954	0.19764423	-0.012084961	0.012084961	35_599	"Cluster: Putative lipase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative lipase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6F357	CHR4V7|COORD:10225017..10226873| lipase class 3 family protein	AT4G18550.1	CHR05V5|COORD:28519994..28515068|protein triacylglycerol lipase, putative, expressed	LOC_Os05g49840.1	no descriptionmoderately similar to ( 379)AT4G18550| Symbols:  | lipase class 3 family protein | chr4:10225017-10226873 REVERSEnot assigned not assigned not assigned not assigned Lipase_3 Lipase_3 Lipase PRK12678 Herpes_BLLF1 APC_basic PRK07764	lipid metabolism.lipid degradation.lipases.triacylglycerol lipase	11_9_2_1

CUST_16667_PI404877155	2	-0.020198822	0.40154552	0.020198822	-0.050354004	-0.14075565	0.05343342	HD10C22r_x_at	OSJNBa0087O24.9 [Oryza sativa (japonica cultivar-group)] ref|XP_474251.1| OSJNBa0087O24.9 [Oryza sativa (japonica cultivar-group)]	CAE03586.1	KH domain-containing protein / zinc finger (CCCH type) family protein	At3g12130.1	protein Zinc finger C-x8-C-x5-C-x3-H type (and similar), putative	Os04g57010	"2.3_cis2 his2-zincfinger   T01691 TTP;"	RNA.regulation of transcription.C3H zinc finger family	27_3_12

CUST_1803_PI404877155	2	-0.30839443	3.041401	-0.006699562	0.006699562	-0.00688076	0.28383255	Contig12031_at	putative MADS box-like protein [Triticum aestivum]	CAE53900.1	MADS-box protein (AGL79)	At3g30260.1	protein SRF-type transcription factor (DNA-binding and dimerisation domain), putative	Os08g41960	NONE	RNA.regulation of transcription.MADS box transcription factor family	27_3_24

CUST_2414_PI404877155	2	0.20212078	0.11152077	-0.304348	-0.064582825	-0.16252995	0.064582825	Contig12803_at	metal transporter family protein [Arabidopsis thaliana] gb|AAL06850.1| AT3g20870/MOE17_16 [Arabidopsis thaliana]	NP_566669.1	metal transporter family protein	At3g20870.1	protein ZIP Zinc transporter	Os08g01030	metal transporter family protein, contains ZIP Zinc transporter domain, Pfam:PF02535	transport.metal	34_12

CUST_44843_PI403524517	2	-0.020228386	-0.93242073	-0.026808739	0.5613899	0.51516247	0.020228386	35_12858	"Cluster: Os08g0108100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os08g0108100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J8J8	"CHR5V7|COORD:25849101..25849643| C/VIF2 (CELL WALL / VACUOLAR INHIBITOR OF FRUCTOSIDASE 2); pectinesterase inhibitor"	AT5G64620.1	CHR08V5|COORD:384849..383315|protein c/VIF2, putative, expressed	LOC_Os08g01670.1	no description	not assigned.unknown	35_2

CUST_3000_PI404877155	2	-0.0041952133	-0.46500683	0.23265553	0.11222172	-0.17372894	0.0041942596	Contig13418_at	putative receptor kinase [Oryza sativa (japonica cultivar-group)] dbj|BAB92581.1| putative receptor kinase [Oryza sativa (japonica cultivar-	NP_916409.1	S-locus lectin protein kinase family protein	At4g03230.1	protein S-receptor kinase (EC 2.7.1.-) ARK3 precursor - Arabidopsis thaliana	Os05g42210	"ARABIDOPSIS RECEPTOR KINASE 2;S-receptor protein kinase, putative, similar to PIR:T05180:T05180 S-receptor kinase ARK3 precursor - (Arabidopsis thaliana)"	signalling.receptor kinases.S-locus glycoprotein like	30_2_24

CUST_129518_PI403524517	2	0.31711483	-0.009953499	-0.021083832	0.0099544525	-0.40126896	0.24269772	35_36383	"Cluster: Hypothetical protein At3g61570; n=2; Arabidopsis thaliana|Rep: Hypothetical protein At3g61570 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q84WU4	CHR3V7|COORD:22790612..22794617| intracellular protein transport protein USO1-related	AT3G61570.1	0	0	no descriptionvery weakly similar to (69.7)AT3G61570| Symbols:  | intracellular protein transport protein USO1-related | chr3:22790612-22794617 REVERSE	cell. vesicle transport	31_4

CUST_87100_PI403524517	2	0.16054344	-0.9052768	-0.28701925	0.016192436	0.17570114	-0.016192436	35_24943	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_25977_PI403524517	2	0.0486207	-0.33557034	-0.19402647	0.19024086	-0.0486207	0.054488182	35_7527	"Cluster: Hypothetical protein P0575F10.13; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0575F10.13 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6Z719	"CHR1V7|COORD:27820801..27823624| similar to Os02g0123400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001045734.1); similar to hypothetical protein"	AT1G73970.1	CHR02V5|COORD:1226876..1223211|protein expressed protein	LOC_Os02g03090.1	"no descriptionweakly similar to ( 134)AT1G73970| Symbols:  | similar to Os02g0123400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001045734.1); similar to hypothetical protein MtrDRAFT_AC139344g16v1 [Medicago truncatula] (GB:ABE80081.1); contains domain ARM repeat (SSF48371) | chr1:27820801-27823624 FORWARD"	not assigned.unknown	35_2

CUST_44390_PI403524517	2	-0.021827698	0.02580738	-0.05732727	0.068071365	-0.29390335	0.021828651	35_12735	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_6040_PI399408534	2	-0.0033769608	0.5302334	0.011435509	-0.11142349	-0.04314041	0.0033779144	35_18571	"Cluster: SNF2 domain/helicase domain-containing protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: SNF2 domain/helicase domain-containing protein-li"	UniRef90_Q6Z7C5	CHR2|COORD:18930377..18938842| transcription regulatory protein SNF2, putative, similar to SP:P22082 Transcription regulatory protein SNF2 (SWI/SNF complex	AT2G46020.1	CHR02V5|COORD:759273..748714|protein SNF2 family N-terminal domain containing protein, expressed	LOC_Os02g02290.1	" no descriptionmoderately similar to ( 276)AT2G46020| Symbols: ATBRM, CHR2, BRM | ATBRM/CHR2 (ARABIDOPSIS THALIANA BRAHMA); ATP binding / DNA binding / helicase/ transcription regulator | chr2:18930377-18938842 FORWARDBROMO "	RNA.regulation of transcription.Chromatin Remodeling Factors	27_3_44

CUST_22548_PI399408534	2	0.056786537	-0.20561504	0.027370453	9.803772E-4	-9.813309E-4	-0.051568985	35_4019	"Cluster: Putative anti-silencing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative anti-silencing protein - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6I632	CHR5V7|COORD:15225873..15227294| ASF1B/SGA01/SGA1 (Anti- silencing function 1b)	AT5G38110.1	CHR05V5|COORD:27451010..27456216|protein anti-silencing protein 1, putative, expressed	LOC_Os05g48030.2	 no descriptionmoderately similar to ( 281)AT5G38110| Symbols: SGA1, SGA01, ASF1B | ASF1B/SGA01/SGA1 (Anti- silencing function 1b) | chr5:15225873-15227294 FORWARDnot assigned Anti-silence COG5137 	RNA.regulation of transcription.Silencing Group	27_3_70

CUST_2390_PI404877155	2	0.0027532578	0.48709393	-0.03963375	-0.0027532578	-0.13010597	0.03796959	Contig12772_s_at	transducin family protein / WD-40 repeat family protein [Arabidopsis thaliana] gb|AAK64141.1| unknown protein [Arabidopsis thaliana]	NP_568242.1	transducin family protein / WD-40 repeat family protein	At5g10940.1	protein hypothetical protein	Os03g08830	gi|11358295|pir||T50803 hypothetical protein T30N20_210	RNA.regulation of transcription.putative DNA-binding protein	27_3_67

CUST_63470_PI403524517	2	-0.026697159	0.0041828156	-0.019897461	0.0657444	-0.004183769	0.005748749	35_18122	"Cluster: Putative WD repeat protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative WD repeat protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q94GP6	CHR1V7|COORD:749359..751796| transducin family protein / WD-40 repeat family protein	AT1G03110.1	CHR03V5|COORD:30655069..30651649|protein WD-repeat protein 4, putative, expressed	LOC_Os03g53530.1	no descriptionmoderately similar to ( 364)AT1G03110| Symbols:  | transducin family protein / WD-40 repeat family protein | chr1:749359-751796 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned WD40 COG2319	not assigned.no ontology	35_1

CUST_52257_PI403524517	2	0.0016622543	0.015547752	-0.001663208	0.06591606	-0.004565239	-0.041101456	35_14893	"Cluster: Vacuolar ATP synthase 16 kDa proteolipid subunit 4; n=37; Magnoliophyta|Rep: Vacuolar ATP synthase 16 kDa proteolipid subunit 4 - Arabidopsis thaliana"	UniRef90_P59229	"CHR4V7|COORD:18147324..18148847| ATVHA-C3/AVA-P3 (vacuolar-type H(+)-ATPase C3); ATPase"	AT4G38920.1	CHR11V5|COORD:3376213..3373934|protein vacuolar ATP synthase 16 kDa proteolipid subunit, putative, expressed	LOC_Os11g06890.1	" no descriptionvery weakly similar to (58.5)AT4G34720| Symbols: VHA-C1, ATVHA-C1, AVA-P1 | AVA-P1 (vacuolar H+-pumping ATPase 16 kDa proteolipid subunit 1); ATPase/ hydrogen ion transporting ATPase, rotational mechanism | chr4:16568228-16569170 REVERSEvery weakly similar to (60.1)VATL_PHAAUVacuolar ATP synthase 16 kDa proteolipid subunit - Phaseolus aureus (Mung bean) (Vigna radiata)not assigned "	transport.p- and v-ATPases.H+-transporting two-sector ATPase	34_1_1

CUST_6678_PI404877155	2	-0.098282814	0.32653236	-0.037596703	0.037596226	-0.6009207	0.07859516	Contig19830_at	putative receptor protein kinase-like protein [Oryza sativa (japonica cultivar-group)]	NP_916884.1	leucine-rich repeat transmembrane protein kinase, putative	At4g18640.1	protein Protein kinase domain, putative	Os01g48390	leucine-rich repeat transmembrane protein kinase, putative	signalling.receptor kinases.leucine rich repeat VI	30_2_6

CUST_68035_PI403524517	2	0.29888248	-0.48765373	-0.11195564	0.06315613	0.059277534	-0.05927658	35_19438	"Cluster: Putative CRS1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative CRS1 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K4E4	"CHR4V7|COORD:8337386..8341053| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G23070.1); similar to Protein of unknown function UPF0044 [Medicago tr"	AT4G14510.1	CHR09V5|COORD:11879514..11884134|protein CRS1, putative, expressed	LOC_Os09g19850.1	" no descriptionvery weakly similar to (74.7)AT3G23070| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G14510.1); similar to Protein of unknown function UPF0044 [Medicago truncatula] (GB:ABE83057.1); similar to Os11g0592400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001068192.1); similar to CRS1/YhbY domain containing protein, expressed [Oryza sativa (japonica cultivar-group)] (GB:ABA94534.1); contains InterPro domain CRS1/YhbY; (InterPro:IPR001890); contains InterPro domain Calycin-like; (InterPro:IPR011038) | chr3:8203555-8207250 FORWARDnot assigned "	not assigned.unknown	35_2

CUST_190_PI403524517	2	0.046639442	-0.59993076	-0.046639442	0.14151382	0.09173679	-0.084786415	35_50	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_4242_PI403524517	2	-0.7364712	-2.5811458	0.7364712	1.1176538	0.91336155	-0.9874115	35_1173	Rep: Sucrose:fructan 6-fructosyltransferase - Hordeum vulgare (Barley)	UniRef90_Q96466	"CHR1V7|COORD:4153697..4157455| ATBETAFRUCT4/VAC-INV (VACUOLAR INVERTASE); beta-fructofuranosidase/ hydrolase, hydrolyzing O-glycosyl compounds"	AT1G12240.1	CHR02V5|COORD:343057..347196|protein beta-fructofuranosidase 1 precursor, putative, expressed	LOC_Os02g01590.1	" no descriptionhighly similar to ( 563)AT1G12240| Symbols: ATBETAFRUCT4, VAC-INV | ATBETAFRUCT4/VAC-INV (VACUOLAR INVERTASE); beta-fructofuranosidase/ hydrolase, hydrolyzing O-glycosyl compounds | chr1:4153697-4157455 FORWARDhighly similar to ( 619)INVA_PHAAUAcid beta-fructofuranosidase precursor - Phaseolus aureus (Mung bean) (Vigna radiata)not assigned not assigned not assigned not assigned Glyco_32 Glyco_hydro_32N SacC Glyco_hydro_32C Herpes_BLLF1 "	major CHO metabolism.degradation.sucrose.invertases.vacuolar	2_2_1_3_3

CUST_169177_PI403524517	2	-0.23328972	0.014631271	-0.06953907	0.34662724	-0.014630318	0.2492714	35_47117	"Cluster: Ubiquitin-conjugating enzyme E2-17 kDa 10/12; n=48; Spermatophyta|Rep: Ubiquitin-conjugating enzyme E2-17 kDa 10/12 - Arabidopsis thaliana (Mouse-ear c"	UniRef90_P35133	"CHR1V7|COORD:23837455..23838883| UBC28; ubiquitin-protein ligase"	AT1G64230.1	CHR04V5|COORD:33871617..33868683|protein ubiquitin-conjugating enzyme E2-17 kDa, putative, expressed	LOC_Os04g57220.3	"no descriptionweakly similar to ( 159)AT1G64230| Symbols: UBC28 | UBC28; ubiquitin-protein ligase | chr1:23837455-23838883 FORWARDvery weakly similar to (79.7)UBC2_WHEATUbiquitin-conjugating enzyme E2-17 kDa - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG5078 UBCc UQ_con UBCc"	protein.degradation.ubiquitin.E2	29_5_11_3

CUST_31701_PI403524517	2	0.072434425	0.834816	-0.24414062	-0.07243347	-0.091980934	0.215065	35_9147	"Cluster: Os02g0789100 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0789100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DWX3	"CHR4V7|COORD:14855066..14857785| ATCNGC17 (cyclic nucleotide gated channel 17); calmodulin binding / cyclic nucleotide binding / ion channel"	AT4G30360.1	CHR06V5|COORD:4436283..4441873|protein cyclic nucleotide-gated ion channel 14, putative, expressed	LOC_Os06g08850.1	" no descriptionvery weakly similar to (55.8)AT4G30360| Symbols: CNGC17, ATCNGC17 | ATCNGC17 (cyclic nucleotide gated channel 17); calmodulin binding / cyclic nucleotide binding / ion channel | chr4:14855066-14857785 REVERSEnot assigned "	transport.cyclic nucleotide or calcium regulated channels	34_22

CUST_112743_PI403524517	2	0.2468276	-0.25242758	-0.023643017	0.27788353	0.023643017	-0.42598963	35_32002	Rep: OSIGBa0152L12.10 protein - Oryza sativa (Rice)	UniRef90_Q01JS4	CHR4V7|COORD:12650420..12654765| serine/threonine protein kinase, putative	AT4G24480.1	CHR04V5|COORD:30755036..30760773|protein protein kinase domain containing protein, expressed	LOC_Os04g52140.1	 no descriptionweakly similar to ( 185)AT4G24480| Symbols:  | serine/threonine protein kinase, putative | chr4:12650420-12654765 FORWARD	protein.postranslational modification	29_4

CUST_154332_PI403524517	2	0.17881966	-0.13190651	0.10512543	-0.10512495	0.2649374	-0.29061842	35_43128	"Cluster: Putative succinoaminoimidazolecarboximide ribonucleotide synthetase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative"	UniRef90_Q6YXG8	"CHR3V7|COORD:7402702..7405279| PUR7 (purin 7); phosphoribosylaminoimidazolesuccinocarboxamide synthase"	AT3G21110.1	CHR09V5|COORD:17741545..17745504|protein phosphoribosylaminoimidazole-succinocarboxamide synthase, chloroplast precursor, putative, expressed	LOC_Os09g29190.2	" no descriptionweakly similar to ( 137)AT3G21110| Symbols: ATPURC, PUR7, PURC | PUR7 (purin 7); phosphoribosylaminoimidazolesuccinocarboxamide synthase | chr3:7402702-7405279 REVERSEnot assigned not assigned not assigned not assigned not assigned PRK12607 SAICAR_synt_Sc SAICAR_synt SAICAR_synt PRK09362 PurC PRK12323 Atrophin-1 "	nucleotide metabolism.synthesis.purine.SAICAR synthetase	23_1_2_7

CUST_67285_PI403524517	2	-0.024728775	0.26996708	-0.074614525	0.024728775	-0.08932495	0.054445267	35_19214	"Cluster: Coatomer complex subunit, putative; 33791-27676; n=5; Arabidopsis thaliana|Rep: Coatomer complex subunit, putative; 33791-27676 - Arabidopsis"	UniRef90_Q9C827	CHR1V7|COORD:19502951..19509066| coatomer protein complex, subunit beta 2 (beta prime), putative	AT1G52360.1	CHR02V5|COORD:6129217..6119039|protein coatomer subunit beta, putative, expressed	LOC_Os02g11830.2	 no descriptionweakly similar to ( 165)AT1G52360| Symbols:  | coatomer protein complex, subunit beta 2 (beta prime), putative | chr1:19502951-19509066 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned WD40 COG2319 	cell. vesicle transport	31_4

CUST_90868_PI403524517	2	0.37118912	0.005505562	-0.0055065155	-0.14341354	-0.16916847	0.14255619	35_25988	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_82848_PI403524517	2	0.27007294	0.22035313	0.110673904	-0.11067438	-0.26525068	-0.44000912	35_23757	"Cluster: GTPase activating protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: GTPase activating protein-like - Oryza sativa (japonica cultivar-group"	UniRef90_Q5SMT0	"CHR5V7|COORD:21355278..21357204| similar to Os02g0709800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001047892.1); similar to RabGAP/TBC"	AT5G52580.1	CHR02V5|COORD:29375217..29367149|protein TBC domain containing protein, expressed	LOC_Os02g48000.3	"no descriptionvery weakly similar to (66.6)AT5G52580| Symbols:  | similar to Os02g0709800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001047892.1); similar to RabGAP/TBC domain-containing protein [Dictyostelium discoideum AX4] (GB:XP_636536.1) | chr5:21355278-21357204 FORWARD"	not assigned.unknown	35_2

CUST_43652_PI403524517	2	-1.2339873	-0.64796066	0.6296892	0.5264063	-0.2568059	0.25680637	35_12526	"Cluster: Putative anthocyanidin synthase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative anthocyanidin synthase - Oryza sativa (japonica cultivar-gro"	UniRef90_Q5QLC8	CHR5V7|COORD:1672267..1674603| oxidoreductase, 2OG-Fe(II) oxygenase family protein	AT5G05600.1	CHR01V5|COORD:35963152..35968085|protein gibberellin 20 oxidase 2, putative, expressed	LOC_Os01g61610.4	 no descriptionweakly similar to ( 153)AT5G05600| Symbols:  | oxidoreductase, 2OG-Fe(II) oxygenase family protein | chr5:1672267-1674603 FORWARDvery weakly similar to (85.9)LDOX_MAIZELeucoanthocyanidin dioxygenase - Zea mays (Maize)not assigned not assigned PcbC PRK12323 	secondary metabolism.flavonoids.flavonols	16_8_4

CUST_101185_PI403524517	2	0.2672372	-0.79452133	-0.14548063	0.11485624	0.11003637	-0.11003637	35_28879	"Cluster: Putative serine protease; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative serine protease - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6AT72	"CHR5V7|COORD:14612222..14615446| DEGP10 (DEGP PROTEASE 10); serine-type peptidase/ trypsin"	AT5G36950.1	CHR05V5|COORD:20350211..20354764|protein protease Do-like 4, mitochondrial precursor, putative, expressed	LOC_Os05g34460.1	"no descriptionmoderately similar to ( 338)AT5G36950| Symbols: DEGP10 | DEGP10 (DEGP PROTEASE 10); serine-type peptidase/ trypsin | chr5:14612222-14615446 FORWARDnot assigned DegQ Trypsin"	protein.degradation.serine protease	29_5_5

CUST_169336_PI403524517	2	0.28871155	-0.16342354	0.018144608	-0.016061783	0.016061783	-0.022223473	35_47166	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10P50	CHR3V7|COORD:22493028..22494974| similar to Os03g0247100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001049548.1)	AT3G60850.1	CHR03V5|COORD:7761508..7763848|protein expressed protein	LOC_Os03g14290.1	no description	not assigned.unknown	35_2

CUST_177973_PI403524517	2	0.08358669	-0.90035343	-0.031013489	0.0792284	0.031013489	-0.059438705	35_49499	Rep: 60S ribosomal protein L24 - Hordeum vulgare (Barley)	UniRef90_P50888	"CHR3V7|COORD:19671727..19672890| STV1 (SHORT VALVE1); structural constituent of ribosome"	AT3G53020.1	CHR05V5|COORD:23859967..23856584|protein 60S ribosomal protein L24, putative, expressed	LOC_Os05g40820.3	no descriptionnot assigned	not assigned.unknown	35_2

CUST_83332_PI403524517	2	0.13922691	0.004339218	-0.0028123856	-0.12301636	-0.24770927	0.0028123856	35_23894	"Cluster: Putative cucumisin-like serine protease; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative cucumisin-like serine protease - Oryza sativa (japon"	UniRef90_Q8LSS2	CHR2V7|COORD:2269828..2272204| subtilase family protein	AT2G05920.1	CHR10V5|COORD:12828966..12832566|protein subtilisin-like protease precursor, putative, expressed	LOC_Os10g25450.1	no descriptionmoderately similar to ( 335)AT2G05920| Symbols:  | subtilase family protein | chr2:2269828-2272204 REVERSEPeptidase_S8 AprE PRK07003 PA_subtilisin_like	protein.degradation.subtilases	29_5_1

CUST_4815_PI404877155	2	0.02221775	-0.23230934	-0.022218704	0.025107384	0.05158329	-0.064985275	Contig16137_at	putative pyruvate kinase [Oryza sativa (japonica cultivar-group)]	NP_917361.1	pyruvate kinase, putative	At5g52920.1	protein pyruvate kinase, putative	Os01g47080	pyruvate kinase, putative, similar to pyruvate kinase isozyme G, chloroplast precursor (Nicotiana tabacum) SWISS-PROT:Q40546	lipid metabolism.FA synthesis and FA elongation.pyruvate kinase	11_1_30

CUST_85383_PI403524517	2	0.093195915	-0.03409958	0.038197517	0.0034780502	-0.003479004	-0.058476448	35_24457	"Cluster: Putative phospholipase A2 precursor; n=2; Oryza sativa|Rep: Putative phospholipase A2 precursor - Oryza sativa (Rice)"	UniRef90_Q9XG80	CHR2V7|COORD:8510408..8511631| phospholipase A2 beta, secretory low molecular weight	AT2G19690.1	CHR02V5|COORD:35766255..35764745|protein phospholipase A2, putative, expressed	LOC_Os02g58500.1	 no descriptionweakly similar to ( 148)AT2G19690| Symbols:  | phospholipase A2 beta, secretory low molecular weight | chr2:8510408-8511631 FORWARDnot assigned PLA2_plant PLA2_like PA2c PLA2c 	lipid metabolism.lipid degradation.lysophospholipases.phospholipase A2	11_9_3_4

CUST_78416_PI403524517	2	-0.18285751	0.26876068	-0.0033483505	0.024747849	0.0033483505	-0.11838055	35_22483	"Cluster: Hypothetical protein P0615D12.16; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0615D12.16 - Oryza sativa (japonica cultivar-g"	UniRef90_Q65WS9	0	0	CHR05V5|COORD:21756408..21759581|protein expressed protein	LOC_Os05g37340.1	no description	not assigned.unknown	35_2

CUST_30664_PI403524517	2	-0.0038576126	-0.043684006	-0.030519485	0.08571339	0.0038576126	0.07626915	35_8848	"Cluster: Peptide chain release factor 2 family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Peptide chain release factor 2 family protei"	UniRef90_Q10MK3	CHR1V7|COORD:21098505..21101491| peptide chain release factor, putative	AT1G56350.1	CHR03V5|COORD:10829627..10832773|protein peptide chain release factor 2, putative, expressed	LOC_Os03g19300.1	 no descriptionmoderately similar to ( 313)AT1G56350| Symbols:  | peptide chain release factor, putative | chr1:21098505-21101491 FORWARDnot assigned prfB PrfB PRK07342 PRK05589 PRK08787 PRK07245 PRK06746 prfA PrfA RF-1 prfH PCRF PRK09256 	protein.synthesis.release	29_2_5

CUST_2105_PI403524517	2	0.0592556	0.026556015	0.0	-0.014039993	-0.022108078	0.0	35_558	"Cluster: OSJNBa0070C17.20 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0070C17.20 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XLC9	"CHR5V7|COORD:8008254..8009333| RPS11-BETA (RIBOSOMAL PROTEIN S11-BETA); structural constituent of ribosome"	AT5G23740.1	CHR08V5|COORD:6240805..6237605|protein 40S ribosomal protein S11, putative, expressed	LOC_Os08g10608.1	"no descriptionmoderately similar to ( 278)AT3G48930| Symbols: EMB1080 | EMB1080 (EMBRYO DEFECTIVE 1080); structural constituent of ribosome | chr3:18152002-18153174 REVERSEmoderately similar to ( 286)RS11_MAIZE40S ribosomal protein S11 - Zea mays (Maize)not assigned not assigned rps17p Ribosomal_S17 RpsQ rpsQ"	protein.synthesis.misc ribososomal protein	29_2_2

CUST_12422_PI404877155	2	-0.17885065	-0.9038496	0.20730877	0.034053802	-0.034053326	0.10643339	Contig6168_at	homeodomain leucine zipper protein [Oryza sativa]	AAD37698.1	homeobox-leucine zipper protein 5 (HAT5) / HD-ZIP protein 5 / HD-ZIP protein (HB-1)	At3g01470.1	protein Transposable element protein, putative	Os02g49700	NONE	RNA.regulation of transcription.HB,Homeobox transcription factor family	27_3_22

CUST_129455_PI403524517	2	0.0056738853	0.06519842	-0.005674362	-0.2848587	-0.38911915	0.30254602	35_36367	Rep: Hypothetical protein - Gibberella zeae (Fusarium graminearum)	UniRef90_Q4IC16		0	0	0	no description	not assigned.unknown	35_2

CUST_6867_PI403524517	2	-0.009127617	-0.21676445	-0.041075706	0.009127617	0.050383568	0.07171059	35_1905	"Cluster: NADH-ubiquinone oxidoreductase-related-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: NADH-ubiquinone oxidoreductase-related-like prote"	UniRef90_Q69WE3	CHR5V7|COORD:26975299..26976582| FRO1 (FROSTBITE1)	AT5G67590.1	CHR07V5|COORD:23800959..23796259|protein NADH-ubiquinone oxidoreductase 18 kDa subunit, mitochondrial precursor, putative, expressed	LOC_Os07g39710.1	no descriptionmoderately similar to ( 207)AT5G67590| Symbols: FRO1 | FRO1 (FROSTBITE1) | chr5:26975299-26976582 FORWARDvery weakly similar to (50.8)NUO2_SOLTUNADH-ubiquinone oxidoreductase 18 kDa subunit - Solanum tuberosum (Potato)not assigned ETC_C1_NDUFA4	mitochondrial electron transport / ATP synthesis.NADH-DH.localisation not clear	9_1_2

CUST_123023_PI403524517	2	0.04451847	-0.1375494	0.05040741	-0.12671375	-0.040205956	0.040205956	35_34700	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_156659_PI403524517	2	0.28359556	0.63852215	0.18815565	-0.18815613	-0.28904772	-0.19044542	35_43753	"Cluster: Os02g0512300 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0512300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E0Y3	CHR5V7|COORD:20801503..20804019| pseudouridine synthase family protein	AT5G51140.1	CHR02V5|COORD:18379337..18384794|protein DRAP deaminase, putative, expressed	LOC_Os02g30840.1	no descriptionweakly similar to ( 161)AT5G51140| Symbols:  | pseudouridine synthase family protein | chr5:20801503-20804019 REVERSEnot assigned	protein.aa activation.pseudouridylate synthase	29_1_30

CUST_87676_PI403524517	2	-0.46785545	-0.016833305	-0.008266926	0.7093892	0.008266449	0.48518753	35_25097	"Cluster: Hypothetical protein OSJNBa0057M23.132; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0057M23.132 - Oryza sativa (japonic"	UniRef90_Q6Z4S0	"CHR1V7|COORD:28751869..28752519| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G21010.1); similar to TMV response-related gene product [Nicotiana"	AT1G76600.1	CHR07V5|COORD:1192708..1193894|protein expressed protein	LOC_Os07g03120.1	"no descriptionvery weakly similar to (55.1)AT3G50800| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G66580.1); similar to TMV response-related gene product [Nicotiana tabacum] (GB:BAB41200.1) | chr3:18893425-18893883 REVERSEPRK07003 PRK12323"	not assigned.unknown	35_2

CUST_60026_PI403524517	2	-0.28810692	-0.18008995	0.49069023	0.18008995	0.20293617	-0.34104633	35_17110	"Cluster: Os08g0542700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os08g0542700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J407	CHR2V7|COORD:13537427..13539639| ankyrin repeat family protein	AT2G31820.1	CHR08V5|COORD:27023626..27027664|protein protein binding protein, putative, expressed	LOC_Os08g42960.2	no descriptionhighly similar to ( 664)AT2G31820| Symbols:  | ankyrin repeat family protein | chr2:13537427-13539639 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned ANK Arp VgrG	cell.organisation	31_1

CUST_57940_PI403524517	2	0.0084095	0.11394215	-0.013147354	-0.08317566	-0.0084095	0.13055325	35_16518	"Cluster: Expressed protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q336V4	CHR2|COORD:11884507..11893090| expressed protein, similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAP54889.1)	AT2G27900.2	CHR10V5|COORD:21020227..21029523|protein expressed protein	LOC_Os10g39910.1	"no descriptionmoderately similar to ( 389)AT2G27900| Symbols:  | similar to Os10g0546300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001065215.1); similar to hypothetical protein [Ipomoea trifida] (GB:BAF36336.1); similar to hypothetical protein [Ipomoea trifida] (GB:AAS79598.1); contains domain Ribosomal protein S5 domain 2-like (SSF54211); contains domain no description (G3D.3.30.970.10); contains domain gb def: Hypothetical protein At2g27890:At2g27900:At2g27910 (At2g27890) (PTHR13258:SF4); contains domain FAMILY NOT NAMED (PTHR13258) | chr2:11884731-11892315 FORWARDnot assigned"	not assigned.unknown	35_2

CUST_13753_PI403524517	2	-0.020550728	0.6427984	0.020550728	-0.039025307	-0.13148117	0.10092354	35_3945	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_24783_PI403524517	2	0.10466766	0.022143364	-0.07349205	-0.022143364	-0.022143364	0.059762	35_7189	Rep: OSIGBa0152K17.9 protein - Oryza sativa (Rice)	UniRef90_Q01J78	0	0	CHR04V5|COORD:22121721..22127414|protein expressed protein	LOC_Os04g37540.1	no description	not assigned.unknown	35_2

CUST_5937_PI399408534	2	-0.0033311844	0.0033311844	0.005785942	-0.16529465	0.019371033	-0.065485	35_4610	"Cluster: Putative calmodulin-binding protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative calmodulin-binding protein - Oryza sativa (japonica"	UniRef90_Q6YU05	CHR5V7|COORD:23332220..23334909| calmodulin-binding protein	AT5G57580.1	CHR02V5|COORD:21314057..21319254|protein calmodulin binding protein, putative, expressed	LOC_Os02g35470.4	no descriptionhighly similar to ( 541)AT5G57580| Symbols:  | calmodulin-binding protein | chr5:23332220-23334909 REVERSECalmodulin_bind	signalling.calcium	30_3

CUST_98999_PI403524517	2	0.027544975	-0.67483616	-0.027544975	0.2001915	0.271307	-0.5240698	35_28262	Rep: Os02g0818000 protein - Oryza sativa (japonica cultivar-group)	UniRef90_Q0DWE9	CHR4V7|COORD:16341198..16342897| LEJ1 (LOSS OF THE TIMING OF ET AND JA BIOSYNTHESIS 1)	AT4G34120.1	CHR02V5|COORD:35086471..35088446|protein CBS domain containing protein, expressed	LOC_Os02g57280.1	no descriptionnot assigned CBS CBS_pair CBS_pair_BON_assoc CBS_pair_ACT_assoc2 CBS_pair_SpoIVFB_EriC_assoc CBS_pair_9 CBS_pair_2 CBS_pair_15 CBS_pair_20 CBS_pair_22 CBS_pair_21 CBS_pair_16 COG3448 CBS_pair_CAP-ED_DUF294_PBI_assoc2 CBS_pair_23 CBS_pair_18 CBS_pair_HPP_assoc CBS_pair_MET2_assoc CBS_pair_ACT_assoc CBS_pair_DHH_polyA_Pol_assoc CBS_pair_DRTGG_assoc CBS_pair_KpsF_GutQ_assoc CBS_pair_PAS_GGDEF_DUF1_assoc CBS_pair_10 CBS_pair_IMPDH CBS_pair_3 COG0517 PRK05567 CBS_pair_25 COG4109 CBS_pair_GGDEF_assoc2 COG2524 CBS_pair_8 CBS_pair_11 CBS_pair_Mg_transporter MgtE CBS_pair_ParBc_assoc CBS_pair_EriC_assoc_bac_arch CBS_pair_CAP-ED_DUF294_assoc_arch COG2905 CBS_pair_ABC_OpuCA_assoc2 CBS CBS_pair_IMPDH_2 IMPDH CBS_pair_24 CBS_pair_NTP_transferase_assoc CBS_pair_19 CBS_pair_7 CBS_pair_17 CBS_pair_PALP_assoc2 CBS_pair_M50_like CBS_pair_13 CBS_pair_1 CBS_pair_CAP-ED_DUF294_PBI_assoc CBS_pair_SpoIVFB_EriC_assoc2 COG3620	not assigned.unknown	35_2

CUST_130113_PI403524517	2	0.0028281212	0.5638757	0.08434296	-0.002828598	-0.15269518	-0.07518768	35_36543	"Cluster: Hypothetical protein B1110B01.1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1110B01.1 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q60DG8	CHR5V7|COORD:1947300..1948433| NC domain-containing protein	AT5G06370.1	CHR05V5|COORD:21476854..21474175|protein NC domain containing protein, expressed	LOC_Os05g36910.2	no descriptionmoderately similar to ( 203)AT5G06370| Symbols:  | NC domain-containing protein | chr5:1947300-1948433 REVERSE	not assigned.no ontology	35_1

CUST_34164_PI403524517	2	-0.018453598	-0.0565176	-0.09157181	0.018453598	0.15717506	0.13341808	35_9850	Rep: Hypothetical protein - Gibberella zeae (Fusarium graminearum)	UniRef90_Q4IHJ7	0	0	0	0	no description	not assigned.unknown	35_2

CUST_45382_PI403524517	2	-0.24019527	-0.8045778	0.046035767	0.5117245	-0.04603529	0.72185516	35_13007	"Cluster: F12P19.3 [imported]-Arabidopsis thaliana; n=1; Oryza sativa (japonica cultivar-group)|Rep: F12P19.3 [imported]-Arabidopsis thaliana - Oryza sativa (jap"	UniRef90_Q53NQ9	CHR1V7|COORD:24507287..24507856| disease resistance-responsive family protein	AT1G65870.1	CHR11V5|COORD:3990706..3991686|protein dirigent-like protein pDIR9, putative, expressed	LOC_Os11g07830.1	no descriptionweakly similar to ( 122)AT1G65870| Symbols:  | disease resistance-responsive family protein | chr1:24507287-24507856 FORWARDDirigent	stress.biotic	20_1

CUST_30561_PI399408534	2	0.03889656	-0.5405092	-0.051843643	-0.03545475	0.03545475	0.063967705	35_16770	"Cluster: Nucleosome/chromatin assembly factor group C; n=6; Poaceae|Rep: Nucleosome/chromatin assembly factor group C - Zea mays (Maize)"	UniRef90_Q8L8G4	CHR2V7|COORD:8463088..8466317| FVE (FVE)	AT2G19520.1	CHR01V5|COORD:29827969..29833802|protein WD-40 repeat protein MSI4, putative, expressed	LOC_Os01g51300.2	 no descriptionweakly similar to ( 188)AT2G19520| Symbols: ACG1, MSI4, NFC4, NFC04, ATMSI4, FVE | FVE (FVE) | chr2:8463088-8466317 FORWARDnot assigned not assigned WD40 COG2319 	development.unspecified	33_99

CUST_19357_PI404877155	2	-0.456172	0.6824837	-0.096131325	0.6006174	-0.1707859	0.096131325	rbags11h24_at	alanine--glyoxylate aminotransferase, putative / beta-alanine-pyruvate aminotransferase, putative / AGT,	NP_187498.1	alanine--glyoxylate aminotransferase, putative / beta-alanine-pyruvate aminotransferase, putative / AGT, putativ	At3g08860.1	protein aminotransferase, putative	Os05g39770	alanine--glyoxylate aminotransferase (beta-alanine-pyruvate aminotransferase/AGT)	amino acid metabolism.degradation.branched-chain group.shared	13_2_4_1

CUST_30864_PI403524517	2	0.11160898	0.4972744	0.026473999	-0.14073658	-0.026473522	-0.23913336	35_8908	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_4933_PI404877155	2	-0.0020627975	0.21853256	0.0020637512	-0.0054397583	-0.019880295	0.037688255	Contig16291_at	At2g19880/F6F22.9 [Arabidopsis thaliana]	AAL11579.1	ceramide glucosyltransferase, putative	At2g19880.1	protein glycosyl transferase, group 2 family protein, putative	Os01g67870	"ceramide glucosyltransferase, putative, similar to ceramide glucosyltransferase (GI:14718995) (Gossypium arboreum); weak similarity to Ceramide glucosyltransferase  (Glucosylceramide synthase) (GCS) (UDP-glucose:N-acylsphingosine D-glucosyltransferase) (G"	lipid metabolism.'exotics' (steroids, squalene etc).sphingolipids	11_8_1

CUST_31681_PI399408534	2	0.029628754	-0.29180145	-0.083465576	0.079935074	0.11947632	-0.029630661	35_1062	"Cluster: Putative fibrillarin protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative fibrillarin protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6AT27	CHR5V7|COORD:21311516..21313735| FIB1 (FIBRILLARIN 1)	AT5G52470.1	CHR05V5|COORD:4537270..4540444|protein fibrillarin-2, putative, expressed	LOC_Os05g08360.1	 no descriptionweakly similar to ( 193)AT5G52470| Symbols: FBR1, ATFIB1, ATFBR1, SKIP7, FIB1 | FIB1 (FIBRILLARIN 1) | chr5:21311516-21313735 FORWARDnot assigned Fibrillarin NOP1 PRK04266 	RNA.processing	27_1

CUST_1155_PI404877155	2	-0.08055782	-0.04067993	0.04067993	0.2604637	0.12616825	-0.22229958	Contig11219_at	Cytochrome c pir||CCRZ cytochrome c [validated] - rice	P00055	cytochrome c, putative	At4g10040.1	protein Cytochrome c	Os05g34770	Cytochrome c pir	mitochondrial electron transport / ATP synthesis	9

CUST_11873_PI404877155	2	-0.11840248	-0.36716938	0.009271622	0.044046402	0.07305622	-0.009272575	Contig5571_at	photolyase/blue-light receptor PHR2 [Arabidopsis thaliana]	AAM64933.1	photolyase/blue light photoreceptor (PHR2)	At2g47590.1	protein photolyase/blue-light receptor PHR2	Os03g22330	"PHOTOLYASE/BLUE-LIGHT RECEPTOR 2;photolyase/blue light photoreceptor (PHR2), identical to photolyase/blue light photoreceptor PHR2 (Arabidopsis thaliana) GI:3319288; contains Pfam domain, PF00875: deoxyribodipyrimidine photolyase"	signalling.light	30_11

CUST_54567_PI403524517	2	0.25596333	-0.04693985	0.13752365	-0.17319393	0.04693985	-0.064525604	35_15530	Rep: Importin alpha-1b subunit - Oryza sativa (Rice)	UniRef90_Q9SLX0	"CHR3V7|COORD:2120565..2123561| AT-IMP (Arabidopsis thaliana importin alpha); protein transporter"	AT3G06720.2	CHR05V5|COORD:3234060..3229098|protein importin alpha-1b subunit, putative, expressed	LOC_Os05g06350.1	" no descriptionhighly similar to ( 715)AT3G06720| Symbols: ATKAP ALPHA, AT-IMP | AT-IMP (Arabidopsis thaliana importin alpha); protein transporter | chr3:2120565-2123561 FORWARDhighly similar to ( 818)IMA1B_ORYSAnot assigned not assigned not assigned not assigned SRP1 ARM IBB Arm ARM "	protein.targeting.nucleus	29_3_1

CUST_91477_PI403524517	2	0.013230324	0.19925022	-0.013230324	-0.12902927	0.10493088	-0.05279541	35_26157	"Cluster: Os05g0241000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0241000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DJR0	"CHR1V7|COORD:25911897..25914148| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G11390.1); similar to putative protein [Medicago truncatula]"	AT1G68910.1	CHR05V5|COORD:8568787..8563863|protein expressed protein	LOC_Os05g15140.2	"no descriptionweakly similar to ( 107)AT1G68910| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G11390.1); similar to putative protein [Medicago truncatula] (GB:ABE91791.1); contains InterPro domain Prefoldin; (InterPro:IPR009053) | chr1:25912036-25914148 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Smc SbcC PRK03918 DUF827 Myosin_tail_1 mukB HOOK MAD"	not assigned.unknown	35_2

CUST_81714_PI403524517	2	0.491426	0.04574299	-0.015494823	-0.2940464	0.015494823	-0.42429495	35_23440	"Cluster: Hypothetical protein P0489B03.45; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0489B03.45 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5N7B5	"CHR3V7|COORD:19545616..19546485| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G36220.1); similar to Os11g0153300 [Oryza sativa (japonica"	AT3G52710.1	CHR01V5|COORD:37604249..37602604|protein expressed protein	LOC_Os01g64180.3	no descriptionnot assigned not assigned PRK12323 PRK07764	not assigned.unknown	35_2

CUST_34596_PI403524517	2	-0.078588486	0.09946537	0.21023178	-0.022836685	0.022836685	-0.033224106	35_9975	"Cluster: Os02g0133000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os02g0133000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E474	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	CHR02V5|COORD:1737711..1733994|protein cyclin-K, putative, expressed	LOC_Os02g04010.1	no descriptionPRK12323	not assigned.unknown	35_2

CUST_69289_PI403524517	2	0.06354141	-0.08832455	0.017401695	-0.001329422	0.0013303757	-0.031110764	35_19824	"Cluster: Os12g0154000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os12g0154000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IQ11	CHR4V7|COORD:6175412..6176889| transporter-related	AT4G09810.1	CHR12V5|COORD:2665741..2660959|protein integral membrane protein like, putative, expressed	LOC_Os12g05780.2	no descriptionmoderately similar to ( 292)AT4G09810| Symbols:  | transporter-related | chr4:6175412-6176889 REVERSEnot assigned not assigned TPT	not assigned.no ontology	35_1

CUST_18639_PI404877155	2	0.13630009	0.024521828	-0.08047962	-0.08181095	-0.020501137	0.02050209	HVSMEl0023A18r2_at	hypothetical protein [Oryza sativa (japonica cultivar-group)] gb|AAO18461.1| hypothetical protein [Oryza sativa (japonica cultivar-group)]	NP_910056.1	0	0	protein transposon protein, putative, Ac/Ds sub-class	Os03g60730	NONE	RNA.regulation of transcription.unclassified	27_3_99

CUST_137486_PI403524517	2	0.1484909	-0.35679626	-0.01224184	0.01224184	0.27947044	-0.18309307	35_38557	"Cluster: Nrap protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Nrap protein, expressed - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QX78	"CHR1V7|COORD:23673353..23679205| similar to Nrap protein, expressed [Oryza sativa (japonica cultivar-group)] (GB:ABA95899.2); similar to Nrap protein, expressed"	AT1G63810.1	CHR12V5|COORD:3359719..3368243|protein nrap protein, expressed	LOC_Os12g06910.2	" no descriptionweakly similar to ( 187)AT1G63810| Symbols:  | similar to Nrap protein, expressed [Oryza sativa (japonica cultivar-group)] (GB:ABA95899.2); similar to Nrap protein, expressed [Oryza sativa (japonica cultivar-group)] (GB:ABA95898.2); contains InterPro domain Nrap protein; (InterPro:IPR005554) | chr1:23673353-23679205 REVERSEnot assigned Nrap "	not assigned.no ontology	35_1

CUST_161258_PI403524517	2	0.22823143	-0.6435914	-0.3913803	2.368775	-0.12707186	0.12707186	35_44989	"Cluster: Hypothetical protein P0660D08.36; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0660D08.36 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5VQ85		0	CHR06V5|COORD:1143635..1142666|protein expressed protein	LOC_Os06g03099.1	no description	not assigned.unknown	35_2

CUST_73682_PI403524517	2	0.8116684	0.98052025	0.56105804	-0.77956104	-0.7298794	-0.56105804	35_21130	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_58429_PI403524517	2	0.01716423	-0.7647915	-0.11451149	0.2019558	0.13977242	-0.017163277	35_16666	"Cluster: Progesterone 5-beta-reductase, putative; n=1; Oryza sativa (japonica cultivar-group)|Rep: Progesterone 5-beta-reductase, putative - Oryza sativa (japon"	UniRef90_Q60DC5	CHR4V7|COORD:12565229..12566484| VEP1 (VEIN PATTERNING 1)	AT4G24220.1	CHR03V5|COORD:18361745..18359882|protein progesterone 5-beta-reductase, putative, expressed	LOC_Os03g32170.1	 no descriptionmoderately similar to ( 322)AT4G24220| Symbols: AWI31, VEP1 | VEP1 (VEIN PATTERNING 1) | chr4:12565229-12566484 FORWARDnot assigned not assigned PRK07003 Herpes_BLLF1 	not assigned.unknown	35_2

CUST_51280_PI403524517	2	0.17213488	0.3520813	0.044077396	-0.044077873	-0.23414087	-0.11358261	35_14618	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_74194_PI403524517	2	0.08545399	0.17948723	-0.0336895	-0.07022095	-0.07110977	0.0336895	35_21278	"AAF48080.1; n=3; Arabidopsis thaliana|Rep: Gb|AAF48080.1 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9LHI5	"CHR3V7|COORD:3894850..3895886| similar to unnamed protein product [Tetraodon nigroviridis] (GB:CAG04365.1); similar to Os03g0728600 [Oryza sativa"	AT3G12210.2	CHR03V5|COORD:29698422..29696195|protein expressed protein	LOC_Os03g51880.1	"no descriptionmoderately similar to ( 207)AT3G12210| Symbols:  | similar to unnamed protein product [Tetraodon nigroviridis] (GB:CAG04365.1); contains domain no description (G3D.1.10.340.10); contains domain SUBFAMILY NOT NAMED (PTHR21521:SF2); contains domain FAMILY NOT NAMED (PTHR21521) | chr3:3894850-3895505 FORWARD"	not assigned.unknown	35_2

CUST_152931_PI403524517	2	0.75201035	0.7450986	0.5689516	-1.1890483	-0.56895113	-1.0500212	35_42744	"Cluster: Hypothetical protein OJ1333_C12.8; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1333_C12.8 - Oryza sativa (japonica"	UniRef90_Q5WMS3	"CHR3V7|COORD:9205171..9206202| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G04420.1); similar to 52O08_2 [Brassica rapa subsp. pekinensis]"	AT3G25270.1	CHR01V5|COORD:33629527..33631391|protein retrotransposon protein, putative, unclassified, expressed	LOC_Os01g57599.1	no description	not assigned.unknown	35_2

CUST_12120_PI404877155	2	-0.4511013	-0.09906769	0.09906769	0.29297447	0.104821205	-0.26434994	Contig5842_s_at	myb protein homolog - rice emb|CAA72217.1| myb [Oryza sativa (japonica cultivar-group)]	T03825	myb family transcription factor (MYB15)	At3g23250.1	protein myb protein homolog - rice	Os02g41510	NONE	RNA.regulation of transcription.AP2/EREBP, APETALA2/Ethylene-responsive element binding protein family	27_3_03

CUST_1911_PI404877155	2	0.10170269	-0.32958984	-0.028297424	-0.0065279007	0.011177063	0.006526947	Contig12137_at	putative calmodulin [Arabidopsis thaliana] pir||T02711 probable calmodulin [imported] - Arabidopsis thaliana	AAC34487.1	ATP/GTP-binding protein family	At2g03150.1	protein transposon protein, putative, CACTA, En/Spm sub-class	Os06g36710	calmodulin -related	signalling.G-proteins	30_5

CUST_58231_PI403524517	2	-0.024220467	0.691741	0.0900774	-0.22188759	0.024219513	-0.10642815	35_16602	"Cluster: Dual-specificity protein-like phosphatase 1; n=1; Zea mays|Rep: Dual-specificity protein-like phosphatase 1 - Zea mays (Maize)"	UniRef90_Q3S4H8	CHR2V7|COORD:15004083..15005669| dual specificity protein phosphatase family protein	AT2G35680.1	CHR10V5|COORD:21835375..21831373|protein protein-tyrosine phosphatase mitochondrial 1, mitochondrial precursor, putative, expressed	LOC_Os10g41240.1	no descriptionmoderately similar to ( 298)AT2G35680| Symbols:  | dual specificity protein phosphatase family protein | chr2:15004083-15005669 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DSPc DSPc PRK12361 DSPc CDC14 PRK09169 PRK07764 PRK12323	not assigned.unknown	35_2

CUST_19589_PI403524517	2	0.003396988	-0.52866936	0.01461792	0.14934826	-0.04316044	-0.003396988	35_5676	"Cluster: DNA-directed RNA polymerase II 14.5 kDa polypeptide, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: DNA-directed RNA polymerase"	UniRef90_Q2QNM4	CHR4V7|COORD:9202545..9203991| DNA-directed RNA polymerase II, putative	AT4G16265.1	CHR12V5|COORD:22913089..22914562|protein DNA-directed RNA polymerase II 14.5 kDa polypeptide, putative, expressed	LOC_Os12g37370.1	 no descriptionmoderately similar to ( 216)AT4G16265| Symbols:  | DNA-directed RNA polymerase II, putative | chr4:9202545-9203991 REVERSEnot assigned not assigned not assigned RPB9 RNA_POL_M_15KD RPOL9 ZnF_C2C2 	RNA.transcription	27_2

CUST_54404_PI403524517	2	-0.18109989	-0.022255898	-0.044496536	0.022255898	0.18282318	0.20623493	35_15486	"Cluster: Casein kinase II, alpha chain, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Casein kinase II, alpha chain, putative, expressed"	UniRef90_Q10Q71	"CHR5V7|COORD:26898382..26900609| CKA1 (CASEIN KINASE ALPHA 1); kinase"	AT5G67380.2	CHR03V5|COORD:5599842..5595162|protein casein kinase II subunit alpha-2, putative, expressed	LOC_Os03g10940.1	" no descriptionmoderately similar to ( 473)AT5G67380| Symbols: ATCKA1, CKA1 | CKA1 (CASEIN KINASE ALPHA 1); kinase | chr5:26898382-26900609 REVERSEmoderately similar to ( 468)CSK2A_MAIZECasein kinase II subunit alpha - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pkinase S_TKc S_TKc SPS1 PTKc_Jak_rpt2 Pkinase_Tyr PTKc TyrKc PTKc_Tyk2_rpt2 PTKc_FAK PTKc_Jak1_rpt2 "	protein.postranslational modification	29_4

CUST_7200_PI399408534	2	0.062366962	-0.14635706	-0.062366962	0.18505716	-0.3096876	0.07889938	35_7241	Rep: Protein kinase-like - Medicago truncatula (Barrel medic)	UniRef90_Q1SXT4	CHR1|COORD:18256023..18268130| phosphatidylinositol 3- and 4-kinase family protein, contains similarity to phosphatidylinositol 4-kinase 230 GI:2326227 from (Ho	AT1G49340.1	CHR03V5|COORD:28647108..28639490|protein phosphatidylinositol 4-kinase PI4K, putative, expressed	LOC_Os03g50320.1	"no descriptionhighly similar to ( 641)AT1G49340| Symbols: ATPI4K ALPHA | ATPI4K ALPHA (Arabidopsis thaliana phosphatidylinositol 4-kinase alpha); inositol or phosphatidylinositol kinase | chr1:18256023-18267635 FORWARDnot assigned PI4Ka PI3Ka"	signalling.phosphinositides	30_4

CUST_16023_PI403524517	2	0.38148928	-0.20403719	-0.2370243	0.24014473	-0.009232521	0.009232998	35_4624	"Cluster: Ceramide glucosyltransferase; n=1; Gossypium arboreum|Rep: Ceramide glucosyltransferase - Gossypium arboreum (Tree cotton)"	UniRef90_Q946Y1	CHR2V7|COORD:8588660..8592200| ceramide glucosyltransferase, putative	AT2G19880.1	CHR01V5|COORD:39769722..39764816|protein ceramide glucosyltransferase, putative, expressed	LOC_Os01g67870.1	 no descriptionmoderately similar to ( 335)AT2G19880| Symbols:  | ceramide glucosyltransferase, putative | chr2:8588660-8592200 FORWARDnot assigned 	lipid metabolism.'exotics' (steroids, squalene etc).sphingolipids.ceramide glucosyltransferase	11_8_1_3

CUST_114144_PI403524517	2	0.21916246	0.5143442	-0.07160854	-0.16407108	-0.45646	0.07160807	35_32393	0	0	CHR5V7|COORD:22830994..22833388| carbonic anhydrase family protein	AT5G56330.1	CHR01V5|COORD:4178236..4175962|protein protein binding protein, putative, expressed	LOC_Os01g08470.1	no description	not assigned.unknown	35_2

CUST_4772_PI403524517	2	0.06562328	-0.18539047	-0.009158134	0.025465965	-0.07412338	0.009158134	35_1315	Rep: OSJNBa0035I04.11 protein - Oryza sativa (Rice)	UniRef90_Q7XKX1	CHR2V7|COORD:8364413..8367013| ELM2 domain-containing protein / PHD finger family protein	AT2G19260.1	CHR04V5|COORD:20814342..20823358|protein DNA binding protein, putative, expressed	LOC_Os04g34720.1	no description	not assigned.unknown	35_2

CUST_20938_PI399408534	2	0.0069122314	-0.30054474	-0.006911278	0.16076851	0.33921242	-0.07838535	35_37140	"Cluster: Putative polyribonucleotide nucleotidyltransferase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative polyribonucleotide nucleotidyltransferase"	UniRef90_Q6KAI0	CHR5V7|COORD:4697615..4703016| polyribonucleotide nucleotidyltransferase, putative	AT5G14580.1	CHR02V5|COORD:24528960..24525423|protein 3-5-exoribonuclease/ RNA binding protein, putative, expressed	LOC_Os02g40460.1	 no descriptionweakly similar to ( 187)AT5G14580| Symbols:  | polyribonucleotide nucleotidyltransferase, putative | chr5:4697615-4703016 REVERSEvery weakly similar to (61.2)RR1_SPIOL30S ribosomal protein S1, chloroplast precursor - Spinacia oleracea (Spinach)not assigned not assigned PRK11824 Pnp VacB RpsA rpsA PRK00087 S1 PRK08059 PRK08582 rpsA S1 PRK07400 S1 rpsA Tex PRK12269 PRK07252 PRK03987 SUI2 	RNA.processing	27_1

CUST_177820_PI403524517	2	-0.010266304	0.47021294	0.19733715	-0.12867832	-0.17507648	0.010266304	35_49460	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_56637_PI403524517	2	0.43649673	-0.6505146	-0.14940023	0.6332965	0.022799969	-0.022799969	35_16124	"Cluster: Putative H(+)-transporting ATP synthase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative H(+)-transporting ATP synthase - Oryza sativa (japon"	UniRef90_Q6Z8K7	CHR4V7|COORD:6100796..6101500| ATP synthase delta chain, chloroplast, putative / H(+)-transporting two-sector ATPase, delta (OSCP) subunit, putative	AT4G09650.1	CHR02V5|COORD:31521051..31522672|protein ATP synthase delta chain, chloroplast precursor, putative, expressed	LOC_Os02g51470.3	 no descriptionweakly similar to ( 113)AT4G09650| Symbols:  | ATP synthase delta chain, chloroplast, putative / H(+)-transporting two-sector ATPase, delta (OSCP) subunit, putative | chr4:6100796-6101500 FORWARDweakly similar to ( 159)ATPD_SORBIATP synthase delta chain, chloroplast precursor - Sorghum bicolor (Sorghum) (Sorghum vulgare)not assigned not assigned OSCP PRK05758 AtpH atpD 	PS.lightreaction.ATP synthase	1_1_4

CUST_13890_PI403524517	2	0.031075478	-0.06282997	-0.018060684	0.1553173	-0.11942482	0.018060684	35_3982	"Cluster: Multidrug resistance-associated protein MRP1; n=1; Triticum aestivum|Rep: Multidrug resistance-associated protein MRP1 - Triticum aestivum (Wheat)"	UniRef90_Q8LGN7	CHR3V7|COORD:23201404..23206703| ATMRP10 (Arabidopsis thaliana multidrug resistance-associated protein 10)	AT3G62700.1	CHR01V5|COORD:14339928..14322615|protein multidrug resistance-associated protein 4, putative, expressed	LOC_Os01g25386.1	no descriptionhighly similar to ( 796)AT3G62700| Symbols: ATMRP10 | ATMRP10 (Arabidopsis thaliana multidrug resistance-associated protein 10) | chr3:23201404-23206703 REVERSEweakly similar to ( 137)MDR_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned ABCC_MRP_domain2 MdlB ABCC_NFT1 SunT ABCC_SUR2 CydD ABCC_Glucan_exporter_like ABCC_CFTR2 ABCC_MRP_Like PRK10790 ABC_MTABC3_MDL1_MDL2 ABCC_MsbA ABCC_ATM1_transporter CydC ABCC_bacteriocin_exporters ABCC_Hemolysin ATM1 PRK11174 PRK11176 PRK11160 ABCC_Protease_Secretion ABC_tran CcmA AbcC ABC_cobalt_CbiO_domain1 ABCC_TAP ABC_PstB_phosphate_transporter ABC_Org_Solvent_Resistant ABC_NikE_OppD_transporters ABCC_cytochrome_bd PRK10789 ArpD ABCC_MRP_domain1 ABC_DR_subfamily_A Ttg2A ABC_membrane CbiO ABC_MetN_methionine_transporter ABC_PhnC_transporter COG1123 SalX ABC_MJ0796_Lo1CDE_FtsE ABC_Class3 MglA FepC ABC_Metallic_Cations COG3638 DppF ZnuC GlnQ OpuBA ABC_NrtD_SsuB_transporters ABC_Iron-Siderophores_B12_Hemin TauB ABC_Mj1267_LivG_branched PstB COG4178 ABC_subfamily_A ABC_OpuCA_Osmoprotection DppD ABC_cobalt_CbiO_domain2 ABC_TM1139_LivF_branched ABC_Carb_Solutes_like COG3845 ABC_HisP_GlnQ_permeases PotA LivF MalK YhbG PRK10522 ABC_YhbG ABC_ATPase LivG metN PhnK FtsE COG4619 ABC_putative_ATPase ABC_drug_resistance_like AppF ABC_ModC_like NatA ABC_KpsT_Wzt ABC_BcrA_bacitracin_resist ABC_FtsE_transporter ABC_NatA_sodium_exporter btuD CysA ABC_DrrA ABC_PotA_N TagH COG4172 ABCC_CFTR1 PvdE ProV ABC_Pro_Gly_Bertaine ABC_Carb_Monos_II Uup araG ABC_Carb_Monos_I sufC PRK10419 COG4181 ABCG_EPDR PRK10744 PRK10535 ABCC_SUR1_N dppF PRK10070 PRK10895 ABC_CysA_sulfate_importer PRK09700 COG4559 fecE ModF HisP ThiQ ABC_NatA_like ModC SapF ABC_MalK_N ABCD_peroxisomal_ALDP PRK10575 PRK10247 PRK10762 glnQ PRK10619 PRK10851 COG4674 ABC_ThiQ_thiamine_transporter COG4586 PRK10261 COG4152 oppD ssuB ABC_FeS_Assembly ABC_ModC_molybdenum_transporter CcmA PRK11819 PhnL PRK11264 CeuD TauB potG potA PRK10982 phnK ugpC livG ABCG_White ABC_RNaseL_inhibitor_domain2 ABC_CcmA_heme_exporter ABCF_EF-3 PRK10584 PRK11000 znuC PhnK PRK10908 ArtP livF artP PRK03695 PRK11831 lolD ABC_PDR_domain1 COG4136 ycf16 fbpC thiQ PRK10253 AAA DUF566 tauB modC PRK10418	transport.ABC transporters and multidrug resistance systems	34_16

CUST_19449_PI403524517	2	0.07781029	-0.09712124	-0.016627312	0.016627312	0.045955658	-0.059207916	35_5636	"Cluster: 30S ribosomal protein S31, mitochondrial precursor; n=2; Oryza sativa|Rep: 30S ribosomal protein S31, mitochondrial precursor - Oryza sativa (Rice)"	UniRef90_P47909	"CHR2V7|COORD:9119969..9120265| Identical to 30S ribosomal protein S31, mitochondrial precursor [Arabidopsis Thaliana] (GB:Q9SJU8); similar to"	AT2G21290.1	CHR09V5|COORD:20659231..20659890|protein 30S ribosomal protein S31, chloroplast precursor, putative, expressed	LOC_Os09g35900.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_71667_PI403524517	2	0.0335598	-0.22366333	-0.059296608	0.026852608	0.06877613	-0.026852608	35_20544	"Cluster: Putative EBNA1-binding protein homolog; Ebp2p; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative EBNA1-binding protein homolog; Ebp2p - Oryza"	UniRef90_Q84RU7	CHR3V7|COORD:8016244..8017125| rRNA processing protein-related	AT3G22660.1	CHR07V5|COORD:17195294..17193515|protein rRNA-processing protein EBP2, putative, expressed	LOC_Os07g29320.1	no descriptionmoderately similar to ( 231)AT3G22660| Symbols:  | rRNA processing protein-related | chr3:8016244-8017125 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Ebp2 Protamine_P1 YL1 TT_ORF1 Tymo_45kd_70kd	not assigned.no ontology	35_1

CUST_61296_PI403524517	2	0.07363129	-0.5572281	0.01938343	-0.019382477	0.08968067	-0.04336834	35_17492	"Cluster: Putative tetratricopeptide repeat (TPR)-containing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative tetratricopeptide repeat"	UniRef90_Q6YY12	"CHR3V7|COORD:4676229..4677609| FLU (FLUORESCENT IN BLUE LIGHT); binding"	AT3G14110.1	CHR02V5|COORD:22611634..22614236|protein FLU, putative, expressed	LOC_Os02g37470.1	"no descriptionweakly similar to ( 112)AT3G14110| Symbols: FLU | FLU (FLUORESCENT IN BLUE LIGHT); binding | chr3:4676229-4677609 REVERSE"	tetrapyrrole synthesis.regulation	19_40

CUST_85367_PI403524517	2	0.02347374	0.48815918	0.089634895	-0.18221283	-0.11472416	-0.02347374	35_24453	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_12625_PI404877155	2	0.0	-0.049139977	-0.086883545	0.0	0.008131981	0.092191696	Contig6348_at	ESTs AU082316(E3368),D41461(S3973) correspond to a region of the predicted gene.~hypothetical protein [Oryza sativa (japonica cultivar-group	NP_910204.1	calmodulin-binding family protein	At5g62390.1	protein IQ calmodulin-binding motif, putative	Os06g01500	KED - like protein	signalling.calcium	30_3

CUST_111453_PI403524517	2	0.16231441	0.062021255	0.3811655	-0.39583445	-0.062021255	-0.17132187	35_31645	"Cluster: Sulfotransferase domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Sulfotransferase domain containing protein, exp"	UniRef90_Q2R3T7	CHR2V7|COORD:1150868..1151842| sulfotransferase family protein	AT2G03770.1	CHR11V5|COORD:17440822..17442665|protein flavonol sulfotransferase-like, putative, expressed	LOC_Os11g30810.1	no descriptionvery weakly similar to (84.7)AT3G45070| Symbols:  | sulfotransferase family protein | chr3:16497363-16498334 REVERSEnot assigned Sulfotransfer_1	lipid metabolism.'exotics' (steroids, squalene etc)	11_8

CUST_72559_PI403524517	2	-0.025531292	-0.39941645	-0.062336445	0.10187101	0.053486824	0.025531292	35_20795	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_68083_PI403524517	2	0.04623413	0.63178825	0.008825302	-0.1710186	-0.008824348	-0.068675995	35_19455	"Cluster: C3HC4 zinc finger containing protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: C3HC4 zinc finger containing protein, putat"	UniRef90_Q10R01	CHR1V7|COORD:20219147..20220970| zinc finger (C3HC4-type RING finger) family protein	AT1G54150.1	CHR03V5|COORD:4069114..4073245|protein expressed protein	LOC_Os03g08000.1	no descriptionweakly similar to ( 194)AT1G54150| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr1:20219147-20220970 FORWARDnot assigned not assigned not assigned	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_29529_PI403524517	2	-0.030323029	-0.20603752	0.122177124	0.030323029	0.16906548	-0.10170078	35_8530	"Cluster: Os05g0470700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0470700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DHF0	CHR3|COORD:21495446..21497987| zinc finger (C3HC4-type RING finger) family protein, contains Pfam profile: PF00097 zinc finger, C3HC4 type (RING finger)	AT3G58030.3	CHR05V5|COORD:23018485..23020967|protein zinc finger, C3HC4 type family protein, expressed	LOC_Os05g39380.1	no descriptionweakly similar to ( 125)AT3G58030| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr3:21496504-21497814 FORWARDnot assigned not assigned not assigned not assigned not assigned RING RING PEX10 zf-C3HC4	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_131176_PI403524517	2	-0.38720608	0.7817879	-0.20803928	0.48723507	0.20803928	-0.2647276	35_36842	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QQ11		0	CHR12V5|COORD:19647784..19646824|protein expressed protein	LOC_Os12g32610.1	no description	not assigned.unknown	35_2

CUST_104297_PI403524517	2	0.070316315	-0.08555889	-0.070316315	-0.09061718	0.2104888	0.07666397	35_29724	"Cluster: AMP-dependent synthetase and ligase; n=1; Mycobacterium flavescens PYR-GCK|Rep: AMP-dependent synthetase and ligase - Mycobacterium flavescens PYR-GCK"	UniRef90_Q27EB3	CHR1V7|COORD:25812961..25813793| AGP19/ATAGP19 (ARABINOGALACTAN-PROTEIN 19)	AT1G68725.1	CHR02V5|COORD:30880725..30876004|protein actin binding protein, putative, expressed	LOC_Os02g50570.1	no description	not assigned.unknown	35_2

CUST_27805_PI403524517	2	0.15906143	0.08143234	-0.009026527	-0.040065765	0.0027265549	-0.0027256012	35_8040	Rep: OSIGBa0128P10.5 protein - Oryza sativa (Rice)	UniRef90_Q01IR9	0	0	0	0	no description	not assigned.unknown	35_2

CUST_53407_PI403524517	2	0.043441772	-0.86664915	0.35378838	-0.06082344	0.19078302	-0.04344225	35_15194	Rep: OSIGBa0116M22.7 protein - Oryza sativa (Rice)	UniRef90_Q01JY1	CHR3V7|COORD:10206726..10208125| glycosyl transferase family 17 protein	AT3G27540.1	CHR04V5|COORD:23677378..23673585|protein acetylglucosaminyltransferase/ transferase, transferring glycosyl groups, putative, expressed	LOC_Os04g40150.1	no descriptionhighly similar to ( 599)AT3G27540| Symbols:  | glycosyl transferase family 17 protein | chr3:10206726-10208125 FORWARDnot assigned not assigned Glyco_transf_17 PRK12323 PRK07764	not assigned.no ontology	35_1

CUST_35486_PI403524517	2	0.0031938553	-0.27945995	-0.0031929016	0.13523102	0.19548035	-0.13868332	35_10234	"Cluster: GCN5-related N-acetyltransferase, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: GCN5-related N-acetyltransferase, putative, exp"	UniRef90_Q10RP2	CHR2V7|COORD:16302470..16303180| GCN5-related N-acetyltransferase (GNAT) family protein	AT2G39020.1	CHR03V5|COORD:2823942..2822968|protein N-acetyltransferase, putative, expressed	LOC_Os03g05710.1	no descriptionvery weakly similar to (75.9)AT2G39020| Symbols:  | GCN5-related N-acetyltransferase (GNAT) family protein | chr2:16302470-16303180 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 HPC2 PRK07764	misc.GCN5-related N-acetyltransferase	26_24

CUST_3366_PI404877155	2	-0.6519699	0.19311523	-0.19311428	0.2819872	-0.8418422	0.4603672	Contig13821_at	putative receptor-like kinase [Oryza sativa (japonica cultivar-group)] dbj|BAB91929.1| putative receptor-like kinase [Oryza sativa (japonica	NP_916044.1	leucine-rich repeat family protein / protein kinase family protein	At5g25930.1	protein Leucine Rich Repeat, putative	Os05g44770	NONE	signalling.receptor kinases.leucine rich repeat XI	30_2_11

CUST_80856_PI403524517	2	-0.11839771	-0.027029037	0.28784847	-0.18555546	0.33716774	0.027028084	35_23189	0	0	CHR3V7|COORD:8063070..8064482| leucine-rich repeat family protein / extensin family protein	AT3G22800.1	0	0	no description	not assigned.unknown	35_2

CUST_91960_PI403524517	2	0.15753412	-0.49767637	0.12893438	-0.014568806	0.014568806	-0.33648872	35_26292	Rep: E2F protein - Triticum sp	UniRef90_Q9ST55	CHR4V7|COORD:7758606..7760888| leucine-rich repeat family protein / extensin family protein	AT4G13340.1	CHR02V5|COORD:19867439..19862332|protein transcription factor E2F3, putative, expressed	LOC_Os02g33430.1	no descriptionAtrophin-1	not assigned.unknown	35_2

CUST_28770_PI403524517	2	0.05287075	0.24265385	0.20853615	-0.16446114	-0.052869797	-0.12289715	35_8309	"Cluster: Heavy metal-associated domain containing protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Heavy metal-associated domain"	UniRef90_Q2QXS5	CHR3|COORD:1489425..1491320| heavy-metal-associated domain-containing protein, similar to farnesylated protein 1 (GI:23304411) {Hordeum vulgare subsp.	AT3G05220.2	CHR12V5|COORD:2192737..2197849|protein metal ion binding protein, putative, expressed	LOC_Os12g05040.5	no descriptionnot assigned	not assigned.unknown	35_2

CUST_115865_PI403524517	2	0.5453572	0.20068502	-0.0439806	-0.01737976	-0.67332554	0.017379284	35_32858	"Cluster: Os07g0660200 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os07g0660200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D3X9	"CHR2V7|COORD:5551683..5562625| CHR5 (chromatin remodeling 5); ATP binding / DNA binding / chromatin binding / helicase"	AT2G13370.1	CHR07V5|COORD:27831876..27824101|protein chromodomain-helicase-DNA-binding protein, putative, expressed	LOC_Os07g46590.1	no description	not assigned.unknown	35_2

CUST_11919_PI403524517	2	-0.0025281906	0.21076584	0.0025291443	-0.18122864	-0.13393593	0.07851696	35_3391	"Cluster: Glycosyl transferase family 8 protein-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: Glycosyl transferase family 8 protein-like - Oryza sativa"	UniRef90_Q652K2	"CHR3V7|COORD:22633374..22636489| GAUT1/LGT1 (Galacturonosyltransferase 1); polygalacturonate 4-alpha-galacturonosyltransferase/ transferase,"	AT3G61130.1	CHR09V5|COORD:20866270..20861992|protein transferase, transferring glycosyl groups, putative, expressed	LOC_Os09g36190.2	" no descriptionhighly similar to ( 900)AT3G61130| Symbols: GAUT1, LGT1 | GAUT1/LGT1 (Galacturonosyltransferase 1); polygalacturonate 4-alpha-galacturonosyltransferase/ transferase, transferring glycosyl groups | chr3:22633374-22636489 FORWARDnot assigned Glyco_transf_8 RfaJ TT_ORF1 Protamine_P1 "	misc.UDP glucosyl and glucoronyl transferases	26_2

CUST_14428_PI404877155	2	0.05923748	-0.15424633	-0.01882267	0.028678894	0.01882267	-0.16639519	Contig8267_at	putative threonine synthase [Oryza sativa (japonica cultivar-group)] dbj|BAC10696.1| threonine synthase-like [Oryza sativa (japonica cultiva	NP_917055.1	threonine synthase, chloroplast	At4g29840.2	protein threonine synthase, putative	Os01g49890	threonine synthase	amino acid metabolism.synthesis.aspartate family.threonine	13_1_3_2

CUST_2014_PI399408534	2	-0.019818306	0.5201273	-0.0016746521	-0.088376045	0.0016746521	0.015469551	35_25867	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QXB1	CHR1V7|COORD:7421472..7422803| transcription factor	AT1G21200.1	CHR12V5|COORD:3221910..3217986|protein expressed protein	LOC_Os12g06640.2	no descriptionvery weakly similar to (65.1)AT1G21200| Symbols:  | transcription factor | chr1:7421472-7422803 FORWARD	not assigned.unknown	35_2

CUST_166869_PI403524517	2	-0.30426598	-0.066277504	0.16066265	0.27875423	0.011711121	-0.011710167	35_46485	Rep: Minus agglutinin - Chlamydomonas reinhardtii	UniRef90_Q6SSE8	CHR3V7|COORD:6736388..6738336| late embryogenesis abundant protein-related / LEA protein-related	AT3G19430.1	CHR09V5|COORD:11335336..11331584|protein transposon protein, putative, CACTA, En/Spm sub-class	LOC_Os09g18490.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned PRK05648 PRK12323 PRK07764 PRK07003 Atrophin-1 Drf_FH1	not assigned.unknown	35_2

CUST_117812_PI403524517	2	-0.4087391	-0.10185957	0.78239584	-0.084789276	0.18121958	0.084789276	35_33374	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_899_PI404877155	2	0.04465294	-0.29848862	-0.044651985	0.09516144	-0.053941727	0.12372589	Contig10901_at	putative GTP-binding protein(RAB11G) [Oryza sativa (japonica cultivar-group)]	BAC75417.1	Ras-related protein (ARA-4) / small GTP-binding protein, putative	At2g43130.1	protein Ras family, putative	Os08g41340	"ARA;ARA-1;Ras-related protein (ARA-1) (ARA) / small GTP-binding protein, putative, nearly identical to SP:P19892 Ras-related protein ARA-1 (Arabidopsis thaliana) (Gene 76:313-319(1989))"	signalling.G-proteins	30_5

CUST_34673_PI403524517	2	0.01428318	0.53312397	-0.014282227	-0.13899899	-0.083559036	0.0517025	35_9998	"Cluster: UDP-acetylglucosamine acyltransferase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: UDP-acetylglucosamine acyltransferase-like - Oryza"	UniRef90_Q5JMA6	CHR4V7|COORD:14497781..14499771| acyl-[acyl-carrier-protein]-UDP-N-acetylglucosamine O-acyltransferase/ acyltransferase	AT4G29540.2	CHR01V5|COORD:30429632..30434206|protein acyl---UDP-N-acetylglucosamine O-acyltransferase, putative, expressed	LOC_Os01g52400.1	no descriptionmoderately similar to ( 280)AT4G29540| Symbols:  | acyl-[acyl-carrier-protein]-UDP-N-acetylglucosamine O-acyltransferase/ acyltransferase | chr4:14497781-14499771 FORWARDPRK05289 LpxA PRK12461 LpxD PaaY lpxD LbetaH WbbJ	not assigned.no ontology	35_1

CUST_79245_PI403524517	2	0.036133766	0.3173666	-0.12715149	-0.028568268	-0.1058836	0.028567314	35_22733	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q9AYE4	CHR3V7|COORD:6212749..6214573| transducin family protein / WD-40 repeat family protein	AT3G18140.1	CHR03V5|COORD:27069202..27072986|protein WD-repeat protein pop3, putative, expressed	LOC_Os03g47780.1	no descriptionweakly similar to ( 155)AT3G18140| Symbols:  | nucleotide binding | chr3:6213231-6214573 REVERSEvery weakly similar to (55.1)GBLP_CHLREGuanine nucleotide-binding protein subunit beta-like protein - Chlamydomonas reinhardtiinot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned WD40 COG2319	not assigned.no ontology	35_1

CUST_9109_PI403524517	2	-0.4925642	0.266654	-0.010926247	0.49699306	-0.35238647	0.010925293	35_2553	"Cluster: Chitin elicitor binding protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Chitin elicitor binding protein - Oryza sativa (japonica cultivar-gro"	UniRef90_Q1ESX3	0	0	CHR03V5|COORD:1858017..1860865|protein receptor-like GPI-anchored protein 2, putative, expressed	LOC_Os03g04110.2	no description	not assigned.unknown	35_2

CUST_136312_PI403524517	2	-0.07914114	1.0965219	0.32497597	0.07914114	-0.13853693	-0.31079245	35_38225	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_116959_PI403524517	2	0.028315544	-0.26764107	0.023080826	-0.05325699	-0.023080826	0.16940117	35_33149	"Cluster: Hypothetical protein OJ1200_C08.118; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1200_C08.118 - Oryza sativa (japonica cult"	UniRef90_Q7XIQ9	CHR5V7|COORD:20508861..20513056| ATP binding / ATP-dependent peptidase/ damaged DNA binding / nucleoside-triphosphatase/ nucleotide binding /	AT5G50340.1	CHR07V5|COORD:29172299..29176777|protein RINT-1 / TIP-1 family protein, expressed	LOC_Os07g48720.3	no descriptionvery weakly similar to (50.4)AT5G50340| Symbols:  | ATP binding / ATP-dependent peptidase/ damaged DNA binding / nucleoside-triphosphatase/ nucleotide binding / serine-type endopeptidase | chr5:20508861-20513056 REVERSE	DNA.repair	28_2

CUST_30287_PI403524517	2	-0.3967905	-0.31195068	0.06267166	0.028754234	0.34275627	-0.028754234	35_8741	"Cluster: Hypothetical protein B1274F11.5; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1274F11.5 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q651F1	CHR1V7|COORD:25812961..25813793| AGP19/ATAGP19 (ARABINOGALACTAN-PROTEIN 19)	AT1G68725.1	CHR09V5|COORD:21224022..21225180|protein expressed protein	LOC_Os09g36790.1	no descriptionnot assigned not assigned PRK12323 Protamine_P1 PRK07764	not assigned.unknown	35_2

CUST_93526_PI403524517	2	-0.1064682	0.47479153	0.07974529	-0.08397007	-0.07974625	0.12657642	35_26741	"Cluster: Hypothetical protein OJ1705_C03.126; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1705_C03.126 - Oryza sativa (japonica cult"	UniRef90_Q8GVU9	0	0	CHR08V5|COORD:11044834..11027732|protein F-box domain containing protein, expressed	LOC_Os08g18000.1	no description	not assigned.unknown	35_2

CUST_10293_PI404877155	2	-0.054296017	-1.173573	1.3112922	-0.39873457	1.0665612	0.054296017	Contig4025_s_at	putative phosphoadenylyl-sulfate reductase [Oryza sativa (japonica cultivar-group)]	BAC83952.1	5'-adenylylsulfate reductase (APR1) / PAPS reductase homolog (PRH19)	At4g04610.1	protein 5'-adenylylsulfate reductase, thioredoxin-independent	Os07g32570	putative phosphoadenylyl-sulfate reductase	S-assimilation.APR	14_02

CUST_48897_PI403524517	2	0.06929588	-1.1191483	-0.28152657	0.0029640198	-0.0011444092	0.0011444092	35_13962	Rep: Protein H2A.6 - Triticum aestivum (Wheat)	UniRef90_Q43214	CHR5V7|COORD:575435..576454| histone H2A, putative	AT5G02560.1	CHR05V5|COORD:716250..717121|protein histone H2A, putative, expressed	LOC_Os05g02300.1	 no descriptionweakly similar to ( 152)AT5G27670| Symbols:  | histone H2A, putative | chr5:9792810-9793368 REVERSEweakly similar to ( 180)H2A5_WHEATProtein H2A.5 - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned H2A H2A HTA1 Histone PRK12323 Tymo_45kd_70kd PRK07003 PRK08853 PRK07764 Atrophin-1 HPC2 PRK05648 Herpes_BLLF1 	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_153452_PI403524517	2	-0.010708809	0.31640625	0.010707855	-0.18767738	0.040332794	-0.076337814	35_42887	"Cluster: DNAJ heat shock N-terminal domain-containing protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: DNAJ heat shock N-terminal"	UniRef90_Q5ZCV2	CHR5V7|COORD:9597555..9600869| DNAJ heat shock N-terminal domain-containing protein	AT5G27240.1	CHR01V5|COORD:15805188..15801150|protein dnaJ domain containing protein, expressed	LOC_Os01g27740.3	no descriptionweakly similar to ( 118)AT5G27240| Symbols:  | DNAJ heat shock N-terminal domain-containing protein | chr5:9597555-9600869 FORWARD	stress.abiotic.heat	20_2_1

CUST_10592_PI399408534	2	-0.011569023	-0.5067625	0.18882942	-0.042036057	0.04679489	0.011568069	35_17914	"Cluster: Putative RNA helicase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative RNA helicase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q650T9	"CHR5V7|COORD:24997768..25001105| PRH75 (plant RNA helicase 75); ATP-dependent helicase"	AT5G62190.1	CHR09V5|COORD:20342305..20346746|protein nucleolar RNA helicase 2, putative, expressed	LOC_Os09g34910.1	"no descriptionmoderately similar to ( 218)AT5G62190| Symbols: PRH75 | PRH75 (plant RNA helicase 75); ATP-dependent helicase | chr5:24997768-25001105 REVERSEmoderately similar to ( 222)RH7_SPIOLDEAD-box ATP-dependent RNA helicase 7 - Spinacia oleracea (Spinach)not assigned not assigned not assigned not assigned not assigned GUCT PRK11776 SrmB"	RNA.processing.RNA helicase	27_1_2

CUST_131778_PI403524517	2	0.47007704	0.009418488	-0.009418488	-0.118471146	0.106164455	-0.0518775	35_37012	"Cluster: Glucose-1-phosphate adenylyltransferase large subunit 1, chloroplast precursor; n=7; BEP clade|Rep: Glucose-1-phosphate adenylyltransferase large subun"	UniRef90_P30524	CHR1V7|COORD:9631617..9634437| APL2 (large subunit of AGP 2)	AT1G27680.1	CHR05V5|COORD:28794005..28788522|protein glucose-1-phosphate adenylyltransferase large subunit, chloroplast precursor, putative, expressed	LOC_Os05g50380.2	 no descriptionvery weakly similar to (58.2)AT1G27680| Symbols: APL2 | APL2 (large subunit of AGP 2) | chr1:9631617-9634437 FORWARDvery weakly similar to (83.2)GLGL2_WHEATGlucose-1-phosphate adenylyltransferase large subunit, chloroplast precursor - Triticum aestivum (Wheat)	major CHO metabolism.synthesis.starch.AGPase	2_1_2_1

CUST_80003_PI403524517	2	-0.5453148	-1.6093559	1.8492517	0.54531384	1.0739002	-0.8358822	35_22942	Rep: L-ascorbate oxidase precursor - Cucurbita maxima (Pumpkin) (Winter squash)	UniRef90_P24792	CHR5V7|COORD:7168314..7170721| L-ascorbate oxidase, putative	AT5G21100.1	CHR06V5|COORD:21950204..21955673|protein L-ascorbate oxidase precursor, putative, expressed	LOC_Os06g37150.1	 no descriptionmoderately similar to ( 250)AT5G21100| Symbols:  | L-ascorbate oxidase, putative | chr5:7168314-7170721 FORWARDmoderately similar to ( 275)ASO_CUCMAL-ascorbate oxidase precursor - Cucurbita maxima (Pumpkin) (Winter squash)not assigned not assigned not assigned not assigned Cu-oxidase_2 SufI PRK12678 PRK07003 	redox.ascorbate and glutathione.ascorbate	21_2_1

CUST_17229_PI404877155	2	0.006375313	0.09799194	-0.044495583	-0.006375313	-0.0120334625	0.008056641	HT08J05u_at	0	0	0	0	protein hypothetical protein	Os02g49320	NONE	major CHO metabolism.degradation.sucrose.misc	2_2_1_99

CUST_20356_PI403524517	2	0.13512325	-0.18346405	-0.02970028	0.19110107	0.029701233	-0.06693363	35_5898	"Cluster: Tyrosine/nicotianamine aminotransferases family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Tyrosine/nicotianamine"	UniRef90_Q2R0I0	CHR5V7|COORD:21927902..21929820| aminotransferase, putative	AT5G53970.1	CHR11V5|COORD:25102134..25095086|protein tyrosine aminotransferase, putative, expressed	LOC_Os11g42510.1	 no descriptionmoderately similar to ( 280)AT5G53970| Symbols:  | aminotransferase, putative | chr5:21927902-21929820 FORWARDvery weakly similar to (63.5)ALA2_HORVUAlanine aminotransferase 2 - Hordeum vulgare (Barley)not assigned not assigned not assigned not assigned not assigned not assigned COG0436 PRK08363 PRK09265 Aminotran_1_2 PRK05794 PRK07777 PRK05764 PRK08443 PRK08069 PRK06056 PRK06348 PRK07212 PRK07309 PRK07367 PRK06575 PRK08362 PRK07543 PRK07310 PRK06507 PRK05957 PRK07568 PRK08912 HisC PRK06108 PRK06855 PRK07682 PRK06107 PRK07683 ARO8 PRK06375 PRK07324 PRK06836 PRK08361 MalY PRK06220 PRK07681 PRK09276 PRK09147 PRK09082 PRK07337 PRK06358 PRK07550 PRK08960 PRK08056 PRK07778 PRK12414 PRK07865 PRK06207 PRK08068 PRK05942 PRK00950 PRK07392 avtA PRK06225 PRK04870 PRK05839 PRK04635 PRK03262 PRK09275 PRK08175 COG3977 PRK09148 PRK08637 PRK03158 PRK06290 PRK03566 	amino acid metabolism.degradation.aromatic aa.tyrosine	13_2_6_2

CUST_16044_PI404877155	2	0.16764069	-0.3846798	-0.11596489	-0.022967339	0.072039604	0.022966385	Contig9915_at	transducin family protein / WD-40 repeat family protein [Arabidopsis thaliana]	NP_568338.2	transducin family protein / WD-40 repeat family protein	At5g16750.1	protein TAF5	Os06g44030	WD40-repeat protein transducin homolog sazD	RNA.regulation of transcription	27_3

CUST_150831_PI403524517	2	0.08170891	0.25632334	0.07855129	-0.3066759	-0.07855129	-0.0869174	35_42190	"Cluster: Os01g0106700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0106700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JRD6	"CHR5V7|COORD:16361088..16371075| ATR (ATAXIA TELANGIECTASIA-MUTATED AND RAD3-RELATED); inositol or phosphatidylinositol kinase"	AT5G40820.1	CHR01V5|COORD:332611..367993|protein phosphatidylinositol 3- and 4-kinase family protein, expressed	LOC_Os01g01689.1	"no descriptionvery weakly similar to (76.3)AT5G40820| Symbols: ATR | ATR (ATAXIA TELANGIECTASIA-MUTATED AND RAD3-RELATED); inositol or phosphatidylinositol kinase | chr5:16361088-16371075 REVERSEvery weakly similar to (75.5)ATR_ORYSAnot assigned not assigned not assigned PI3Kc_related PI3Kc_family TEL1 PI3Kc PI3_PI4_kinase"	not assigned.no ontology	35_1

CUST_59255_PI403524517	2	-0.038253784	0.13748741	-0.028176308	0.09108162	-0.030384064	0.028177261	35_16897	"Cluster: Prolyl carboxypeptidase like protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Prolyl carboxypeptidase like protein, putat"	UniRef90_Q7XCY0	CHR4V7|COORD:17127205..17129790| serine carboxypeptidase S28 family protein	AT4G36195.1	CHR10V5|COORD:19347504..19352831|protein prolyl carboxypeptidase like protein, putative, expressed	LOC_Os10g36760.1	no descriptionhighly similar to ( 626)AT4G36195| Symbols:  | serine-type peptidase | chr4:17127205-17129790 FORWARDnot assigned not assigned Peptidase_S28	protein.degradation.serine protease	29_5_5

CUST_180894_PI403524517	2	0.05552101	0.46886635	0.0718174	-0.19512749	-0.05552101	-0.20455933	35_50306	"Cluster: Prephenate dehydratase family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Prephenate dehydratase family protein, expressed - O"	UniRef90_Q10N17	CHR3V7|COORD:2435463..2437536| prephenate dehydratase family protein	AT3G07630.1	CHR03V5|COORD:9842866..9847813|protein P-protein, putative, expressed	LOC_Os03g17730.1	no descriptionweakly similar to ( 172)AT3G07630| Symbols:  | prephenate dehydratase family protein | chr3:2435463-2437536 FORWARDnot assigned PheA PRK11899 PDT PRK11898 pheA	amino acid metabolism.synthesis.aromatic aa.phenylalanine.arogenate dehydratase / prephenate dehydratase	13_1_6_3_1

CUST_164641_PI403524517	2	0.03279686	0.8429384	-0.038427353	-0.032797813	-0.21735954	0.081991196	35_45889	"Cluster: Expressed protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2R3M5		0	CHR11V5|COORD:17847752..17861778|protein expressed protein	LOC_Os11g31430.1	no description	not assigned.unknown	35_2

CUST_3095_PI399408534	2	0.1863308	-0.26150322	-0.060489655	0.019144058	-0.019143105	0.045305252	35_4733	"Cluster: Putative GATA zinc finger protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative GATA zinc finger protein - Oryza sativa (japonica cultivar"	UniRef90_Q6Z433	"CHR3V7|COORD:7422838..7424604| ZML1 (ZIM-LIKE 1); transcription factor"	AT3G21175.2	CHR02V5|COORD:2664368..2668168|protein GATA transcription factor 25, putative, expressed	LOC_Os02g05510.1	"no descriptionweakly similar to ( 144)AT3G21175| Symbols: ZML1 | ZML1 (ZIM-LIKE 1); transcription factor | chr3:7422838-7424604 FORWARDvery weakly similar to (55.1)PRR37_ORYSACCT GATA ZnF_GATA ZnF_GATA"	RNA.regulation of transcription.C2C2(Zn) GATA transcription factor family	27_3_9

CUST_36769_PI403524517	2	0.019447803	-0.06497717	0.016893864	-0.105865955	0.24272823	-0.016893864	35_10597	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_64127_PI403524517	2	0.014009476	0.69663525	-0.014009476	-0.29166603	0.056075096	-0.14799023	35_18312	"Cluster: F-box domain containing protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: F-box domain containing protein, expressed - Oryza sativa"	UniRef90_Q337F4	CHR3V7|COORD:18138858..18139993| F-box family protein	AT3G48880.2	CHR10V5|COORD:18864841..18860513|protein F-box domain containing protein, expressed	LOC_Os10g35920.1	no descriptionmoderately similar to ( 216)AT3G48880| Symbols:  | F-box family protein | chr3:18138858-18139993 FORWARD	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_46112_PI403524517	2	0.20402956	0.025896072	0.2735157	-0.025896072	-0.385849	-0.16730261	35_13206	"Cluster: Putative pyruvate kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative pyruvate kinase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q84R73	CHR3V7|COORD:8139376..8141778| pyruvate kinase, putative	AT3G22960.1	CHR03V5|COORD:26479890..26475794|protein pyruvate kinase isozyme A, chloroplast precursor, putative, expressed	LOC_Os03g46910.1	 no descriptionweakly similar to ( 150)AT3G22960| Symbols:  | pyruvate kinase, putative | chr3:8139376-8141778 FORWARDweakly similar to ( 151)KPYA_TOBACPyruvate kinase isozyme A, chloroplast precursor - Nicotiana tabacum (Common tobacco)not assigned PRK05826 PykF Pyruvate_Kinase PK PRK06247 PRK06354 PRK09206 	lipid metabolism.FA synthesis and FA elongation.pyruvate kinase	11_1_30

CUST_73988_PI403524517	2	0.0066919327	0.5369339	-0.018634796	-0.016368866	-0.0066928864	0.032520294	35_21219	"Cluster: Ribokinase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Ribokinase-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5SN59	CHR1V7|COORD:5867671..5869208| pfkB-type carbohydrate kinase family protein	AT1G17160.1	CHR01V5|COORD:27512481..27518103|protein ribokinase, putative, expressed	LOC_Os01g47550.1	no descriptionmoderately similar to ( 241)AT1G17160| Symbols:  | pfkB-type carbohydrate kinase family protein | chr1:5867671-5869168 FORWARDvery weakly similar to (57.0)SCRK1_ORYSAnot assigned not assigned not assigned ribokinase PfkB RbsK PRK11142 RfaE_like FruK_PfkB_like KdgK ribokinase_group_A FruK ribokinase_group_B ribokinase_pfkB_like YeiC_kinase_like adenosine_kinase bac_FRK RfaE pyridoxal_pyridoxamine_kinase PRK11316 PdxK Phos_pyr_kin PRK06427 HMPP_kinase ribokinase_group_D MAK32 fruK YegV_kinase_like PRK12412 ribokinase_group_C ThiD Fructoselysine_kinase_like PRK12413 PRK05756 PRK09434 PRK09850 PRK10294 Guanosine_kinase_like	minor CHO metabolism.others	3_5

CUST_35_PI399408534	2	0.4631586	0.07636547	0.05141163	-0.12073326	-0.686934	-0.05141163	35_29010	Rep: AT5g55600/MDF20_4 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q8W109	CHR5V7|COORD:22539458..22542022| agenet domain-containing protein / bromo-adjacent homology (BAH) domain-containing protein	AT5G55600.1	CHR07V5|COORD:24954506..24958951|protein DNA binding protein, putative, expressed	LOC_Os07g41640.1	no descriptionmoderately similar to ( 203)AT5G55600| Symbols:  | agenet domain-containing protein / bromo-adjacent homology (BAH) domain-containing protein | chr5:22539458-22542022 REVERSEBAH_plant_1 BAH_BAHCC1 BAH	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_104569_PI403524517	2	0.031045914	0.015892029	0.0019245148	-0.10470772	-0.0019245148	-0.12817192	35_29800	Rep: UPI0000EB2C12 UniRef100 entry - Canis familiaris	UniRef90_UPI0000EB2C12	"CHR5V7|COORD:22704149..22706659| HSP81-2 (EARLY-RESPONSIVE TO DEHYDRATION 8); ATP binding"	AT5G56030.1	CHR09V5|COORD:18540207..18535779|protein heat shock protein 81-3, putative, expressed	LOC_Os09g30439.2	no descriptionmoderately similar to ( 275)AT5G56000| Symbols:  | heat shock protein 81-4 (HSP81-4) | chr5:22694828-22697293 REVERSEmoderately similar to ( 275)HSP81_ORYSAnot assigned not assigned HSP90 PRK05218 HtpG	stress.abiotic.heat	20_2_1

CUST_18645_PI403524517	2	0.015132904	-0.11984348	-0.015134811	-0.08265495	0.037261963	0.12344551	35_5393	"Cluster: Hypothetical protein OJ1288_A07.5; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1288_A07.5 - Oryza sativa (japonica cultivar"	UniRef90_Q65XN4	CHR1V7|COORD:30158538..30160575| polygalacturonase, putative / pectinase, putative	AT1G80170.1	CHR05V5|COORD:26860109..26862598|protein polygalacturonase precursor, putative, expressed	LOC_Os05g46520.1	 no descriptionmoderately similar to ( 289)AT1G80170| Symbols:  | polygalacturonase, putative / pectinase, putative | chr1:30158538-30160575 REVERSEmoderately similar to ( 253)PGLR_ACTCHPolygalacturonase precursor - Actinidia chinensis (Kiwi) (Yangtao)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Glyco_hydro_28 PGU1 Herpes_BLLF1 PRK07003 PRK12323 PRK12678 PRK07764 	cell wall.degradation.pectate lyases and polygalacturonases	10_6_3

CUST_119988_PI403524517	2	0.027931213	0.3171587	-0.027931213	0.097343445	-0.057144165	-0.17083359	35_33933	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_101593_PI403524517	2	0.21957588	-0.04151392	-0.0034713745	0.0034708977	-0.23956585	0.4953885	35_28991	Rep: Glycosyltransferase - Triticum aestivum (Wheat)	UniRef90_Q5QPZ4	"CHR1V7|COORD:5675918..5678679| SR45 (arginine/serine-rich 45); RNA binding"	AT1G16610.1	CHR03V5|COORD:20473869..20470070|protein glycosyltransferase, putative, expressed	LOC_Os03g37010.1	no description	not assigned.unknown	35_2

CUST_32999_PI399408534	2	0.28141546	0.25905514	-3.33786E-4	-0.12169695	3.3330917E-4	-0.18762398	35_50503	"Cluster: RNA recognition motif family protein, expressed; n=5; Oryza sativa (japonica cultivar-group)|Rep: RNA recognition motif family protein, expressed - Ory"	UniRef90_Q10S20	CHR2V7|COORD:14177866..14180302| splicing factor family protein	AT2G33440.1	CHR03V5|COORD:2091263..2082300|protein RNA recognition motif family protein, expressed	LOC_Os03g04520.4	no descriptionweakly similar to ( 114)AT2G33440| Symbols:  | splicing factor family protein | chr2:14177866-14180302 FORWARDnot assigned	RNA.processing.splicing	27_1_1

CUST_53925_PI403524517	2	-0.040367126	0.11976528	0.012897491	-0.046419144	-0.0032444	0.0032453537	35_15350	Rep: Mitochondrial ATP synthase - Triticum aestivum (Wheat)	UniRef90_Q6IY71	"CHR2V7|COORD:9327536..9329698| Identical to Probable ATP synthase 24 kDa subunit, mitochondrial precursor (EC 3.6.3.14) [Arabidopsis Thaliana] (GB:Q9SJ12;GB:Q8L"	AT2G21870.1	CHR02V5|COORD:1637581..1641852|protein mitochondrial ATP synthase precursor, putative, expressed	LOC_Os02g03860.1	" no descriptionmoderately similar to ( 231)AT2G21870| Symbols:  | Identical to Probable ATP synthase 24 kDa subunit, mitochondrial precursor (EC 3.6.3.14) [Arabidopsis Thaliana] (GB:Q9SJ12;GB:Q8LBN3); similar to hypothetical protein MtrDRAFT_AC155898g5v1 [Medicago truncatula] (GB:ABE87707.1) | chr2:9327536-9329698 REVERSE"	mitochondrial electron transport / ATP synthesis.F1-ATPase	9_9

CUST_177931_PI403524517	2	0.006869316	0.12573338	-0.07674217	-0.006869316	-0.10455227	0.101522446	35_49489	"Cluster: OSIGBa0142I02-OSIGBa0101B20.15 protein; n=2; Oryza sativa|Rep: OSIGBa0142I02-OSIGBa0101B20.15 protein - Oryza sativa (Rice)"	UniRef90_Q01HH4		0	CHR04V5|COORD:29753607..29750160|protein expressed protein	LOC_Os04g50208.1	no description	not assigned.unknown	35_2

CUST_80559_PI403524517	2	-0.30227184	-0.15948963	0.22351456	0.111647606	0.10669041	-0.10669041	35_23104	"Cluster: Putative 4-coumarate:coenzyme A ligase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative 4-coumarate:coenzyme A ligase - Oryza sativa"	UniRef90_Q5N6Y8	CHR5V7|COORD:25404807..25407252| 4-coumarate--CoA ligase family protein / 4-coumaroyl-CoA synthase family protein	AT5G63380.1	CHR01V5|COORD:39579832..39583602|protein 4-coumarate--CoA ligase 2, putative, expressed	LOC_Os01g67530.1	no descriptionmoderately similar to ( 319)AT5G63380| Symbols:  | 4-coumarate--CoA ligase family protein / 4-coumaroyl-CoA synthase family protein | chr5:25404807-25407252 REVERSEmoderately similar to ( 214)4CL2_SOYBN4-coumarate--CoA ligase 2 - Glycine max (Soybean)not assigned not assigned not assigned not assigned not assigned not assigned not assigned CaiC PRK08315 PRK06187 PRK05677 PRK07770 PRK03640 PRK07656 PRK12583 PRK08314 PRK06839 PRK08974 PRK12492 PRK08316 PRK05605 AMP-binding PRK07529 PRK07788 PRK09089 PRK08751 PRK06087 Acs PRK07786 PRK06710 PRK06145 PRK07059 PRK06178 PRK08276 PRK07771 PRK06188 PRK07787 FAA1 PRK07684 PRK07514 caiC PRK08162 PRK09088 PRK07470 PRK12406 PRK06164 PRK05852 PRK06219 PRK10524 PRK07798 PRK07638 PRK07867 EntE PRK04319 PRK06018 PRK06060 PRK06155 PRK08633 PRK07008 entE PRK00851 PRK07445 PRK03429 PRK05620 PRK09192 PRK06368 PRK03914 PRK02530 PRK01291 PRK05857 PRK04813 PRK07824 PRK02239 PRK02167 PRK06814 PRK09029 PRK05691 PRK04664 PRK03582 EntF PRK12476 PRK08308 PRK03613 PRK05850 PRK07768 PRK08043 PRK12316 PRK05851 PRK08279 acsA PRK07769 PRK06334 PRK12467 PRK08180 PRK09274	secondary metabolism.phenylpropanoids.lignin biosynthesis.4CL	16_2_1_3

CUST_172841_PI403524517	2	-0.11636734	-0.047114372	-0.13180542	0.27814436	0.11938763	0.047113895	35_48137	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_47614_PI403524517	2	0.007171631	0.16167879	-0.0071721077	-0.10184574	-0.4217825	0.04416418	35_13627	"Cluster: Os05g0521300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0521300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DGN5	CHR1V7|COORD:23592897..23598802| kinesin motor protein-related	AT1G63640.2	CHR05V5|COORD:25842870..25835279|protein kinesin motor domain containing protein, expressed	LOC_Os05g44560.1	no descriptionweakly similar to ( 186)AT1G63640| Symbols:  | kinesin motor protein-related | chr1:23592897-23598802 REVERSEnot assigned not assigned not assigned not assigned	cell.organisation	31_1

CUST_77343_PI403524517	2	0.07713795	0.16402245	-0.070158005	-0.08950043	-0.52532196	0.070158005	35_22166	"Cluster: Os08g0531200 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os08g0531200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J469	"CHR5V7|COORD:20545672..20547042| similar to Os08g0531200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001062332.1); similar to unknown protein [Oryza"	AT5G50410.1	CHR08V5|COORD:26329702..26319288|protein expressed protein	LOC_Os08g41900.1	"no descriptionweakly similar to ( 111)AT5G50410| Symbols:  | similar to Os08g0531200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001062332.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD09029.1) | chr5:20545672-20547042 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Tymo_45kd_70kd PRK07764 PRK12323 Atrophin-1 Totivirus_coat DUF566"	not assigned.unknown	35_2

CUST_24846_PI403524517	2	0.17025757	-0.337142	-0.026251793	0.0052890778	-0.0052890778	0.030856133	35_7208	"Cluster: Hypothetical protein OJ1065_E04.1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1065_E04.1 - Oryza sativa (japonica cultivar"	UniRef90_Q653S5	CHR2V7|COORD:11542748..11543329| plastocyanin-like domain-containing protein	AT2G27035.1	CHR09V5|COORD:22172359..22173921|protein blue copper protein precursor, putative, expressed	LOC_Os09g38540.1	no descriptionvery weakly similar to (85.1)AT5G15350| Symbols:  | plastocyanin-like domain-containing protein | chr5:4985187-4986157 REVERSEvery weakly similar to (75.1)BABL_CUCSABasic blue protein - Cucumis sativus (Cucumber)not assigned not assigned Cu_bind_like	misc.plastocyanin-like	26_19

CUST_10243_PI403524517	2	0.1244545	0.5981569	-0.06759453	0.0020141602	-0.026263237	-0.0020151138	35_2888	"Cluster: Mitogen activated protein kinase kinase; n=5; Oryza sativa|Rep: Mitogen activated protein kinase kinase - Oryza sativa (Rice)"	UniRef90_O81637	"CHR3V7|COORD:1355090..1358063| WNK1 (WITH NO LYSINE (K) 1); kinase"	AT3G04910.1	CHR07V5|COORD:23144285..23147915|protein protein kinase domain containing protein, expressed	LOC_Os07g38530.1	" no descriptionhighly similar to ( 635)AT3G04910| Symbols: ZIK4, WNK1 | WNK1 (WITH NO LYSINE (K) 1); kinase | chr3:1355157-1358063 FORWARDvery weakly similar to (91.3)M2K1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase Pkinase_Tyr TyrKc PTKc SPS1 PTKc_Jak_rpt2 PTKc_Jak2_Jak3_rpt2 PTKc_Jak1_rpt2 PTKc_Frk_like PTKc_Tyk2_rpt2 PTKc_EGFR_like PTKc_Src_like PTKc_Ack_like PTKc_Tec_like PTKc_Srm_Brk PTKc_Syk_like PTKc_FAK PTKc_Lck_Blk PTKc_InsR_like PTKc_Btk_Bmx KIND PTKc_Csk_like PTKc_HER4 PTKc_EGFR PTKc_Hck PTKc_Fes_like PTKc_FGFR PTKc_c-ros PTK_HER3 PTKc_DDR PTKc_Fyn_Yrk PTKc_Lyn PTKc_EphR PTKc_Trk PTKc_EphR_A2 PTK_CCK4 PTKc_Tec_Rlk PTKc_Src PTKc_HER2 PTKc_TrkC PTKc_DDR2 PTKc_ALK_LTK PTK_Ryk PTKc_Yes PTKc_Itk PTKc_EphR_A PTKc_EphR_B PTKc_RET PTKc_FGFR2 PTKc_Chk PTKc_Aatyk1_Aatyk3 "	protein.postranslational modification	29_4

CUST_78051_PI403524517	2	0.10132027	-1.1960473	-0.14395046	0.008690834	0.03320408	-0.008690834	35_22376	"Cluster: Hypothetical protein OSJNBa0078D06.31; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0078D06.31 - Oryza sativa (japonica"	UniRef90_Q7Y145	"CHR3V7|COORD:5804515..5808468| similar to Nucleic acid-binding, OB-fold [Medicago truncatula] (GB:ABE83177.1); contains InterPro domain Nucleic"	AT3G17030.1	CHR03V5|COORD:34904449..34911678|protein expressed protein	LOC_Os03g61700.1	" no descriptionmoderately similar to ( 261)AT3G17030| Symbols:  | similar to Nucleic acid-binding, OB-fold [Medicago truncatula] (GB:ABE83177.1); contains InterPro domain Nucleic acid-binding, OB-fold; (InterPro:IPR008994) | chr3:5804515-5808468 REVERSE"	not assigned.unknown	35_2

CUST_116376_PI403524517	2	-0.11516619	-0.010772705	0.42581797	0.010772705	0.26593256	-0.2629137	35_32995	"Cluster: Early-responsive to dehydration protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Early-responsive to dehydration"	UniRef90_Q2QLP9	CHR1V7|COORD:21737475..21741830| RXW8	AT1G58520.1	CHR12V5|COORD:27126861..27120849|protein RXW8, putative, expressed	LOC_Os12g43720.1	no descriptionvery weakly similar to (89.0)AT1G58520| Symbols: RXW8 | RXW8 | chr1:21737475-21741830 FORWARDnot assigned	stress.abiotic.drought/salt	20_2_3

CUST_36893_PI403524517	2	0.1268425	-0.01704979	-0.13289118	0.01704979	0.04735422	-0.96173716	35_10633	"Cluster: Patatin, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Patatin, putative, expressed - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2R2X0	CHR4V7|COORD:8663499..8665759| formin homology 2 domain-containing protein / FH2 domain-containing protein	AT4G15200.1	CHR11V5|COORD:19646664..19643320|protein patatin like esterase, putative, expressed	LOC_Os11g34370.1	no descriptionnot assigned not assigned not assigned not assigned PRK07764	not assigned.unknown	35_2

CUST_94676_PI403524517	2	-0.13927269	0.23230934	0.017356873	-0.027955055	0.035699844	-0.017356873	35_27063	Rep: MYB transcription factor MYB150 - Glycine max (Soybean)	UniRef90_Q0PJB2	0	0	0	0	no description	not assigned.unknown	35_2

CUST_29060_PI403524517	2	0.34092426	0.4696207	-0.10424185	-0.018977165	0.018976688	-0.19113493	35_8396	"Cluster: Putative extensin; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative extensin - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6YXX5	"CHR1V7|COORD:4070158..4072392| LRX1 (LEUCINE-RICH REPEAT/EXTENSIN 1); protein binding / structural constituent of cell wall"	AT1G12040.1	CHR02V5|COORD:2023354..2020973|protein vegetative cell wall protein gp1 precursor, putative, expressed	LOC_Os02g04540.1	"no descriptionmoderately similar to ( 374)AT1G12040| Symbols: LRX1 | LRX1 (LEUCINE-RICH REPEAT/EXTENSIN 1); protein binding / structural constituent of cell wall | chr1:4070158-4072392 FORWARDweakly similar to ( 108)RPK1_IPONIReceptor-like protein kinase precursor - Ipomoea nil (Japanese morning glory) (Pharbitis nil)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Herpes_BLLF1 PRK07003 APC_basic Atrophin-1 Tymo_45kd_70kd PRK07764 Pol_Y_like AF-4 PRK12678 HPC2 DUF566 TT_ORF1 PRK09169 PRK12323"	cell wall.cell wall proteins.LRR	10_5_3

CUST_69836_PI403524517	2	-0.08318043	-0.5174837	0.005235672	0.10756302	0.104475975	-0.0052347183	35_19980	"Cluster: Os03g0234600 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os03g0234600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DTP3	CHR2V7|COORD:13940178..13941913| proline-rich family protein	AT2G32840.1	CHR03V5|COORD:7094241..7090057|protein expressed protein	LOC_Os03g13190.1	no descriptionvery weakly similar to (86.3)AT2G32840| Symbols:  | proline-rich family protein | chr2:13940505-13941913 REVERSEnot assigned not assigned not assigned PRK12323 Extensin_2 Tymo_45kd_70kd	not assigned.no ontology.hydroxyproline rich proteins	35_1_41

CUST_90778_PI403524517	2	0.00344944	0.48840523	0.1741867	-0.2053709	-0.18124008	-0.00344944	35_25965	"Cluster: Response regulator; n=3; Oryza sativa (japonica cultivar-group)|Rep: Response regulator - Oryza sativa (japonica cultivar-group)"	UniRef90_A1A6A7	0	0	CHR01V5|COORD:39717950..39714079|protein two-component response regulator ARR11, putative, expressed	LOC_Os01g67770.1	no description	not assigned.unknown	35_2

CUST_117858_PI403524517	2	-0.008008003	0.5281868	-0.024195671	0.08147049	-0.10026264	0.008008957	35_33385	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_85529_PI403524517	2	0.17350006	0.083527565	0.40498638	-0.19666147	-0.94005775	-0.08352804	35_24500	"Cluster: Putative Bowman Birk trypsin inhibitor; n=1; Aegilops tauschii|Rep: Putative Bowman Birk trypsin inhibitor - Aegilops tauschii (Tausch's goatgrass) (Ae"	UniRef90_Q6QM10	0	0	CHR01V5|COORD:1343017..1341359|protein Bowman-Birk type bran trypsin inhibitor precursor, putative, expressed	LOC_Os01g03330.1	no descriptionvery weakly similar to (82.4)IBB_HORVUBowman-Birk type trypsin inhibitor - Hordeum vulgare (Barley)BowB BBI	not assigned.unknown	35_2

CUST_23933_PI403524517	2	0.21427345	0.07493496	0.13467884	-0.074935436	-0.20389605	-0.24148512	35_6954	"Cluster: Dual-specificity protein-like phosphatase 3; n=1; Zea mays|Rep: Dual-specificity protein-like phosphatase 3 - Zea mays (Maize)"	UniRef90_Q3S4H5	0	0	CHR11V5|COORD:605844..601283|protein dual-specificity protein-like phosphatase 3, putative, expressed	LOC_Os11g02180.1	no description	not assigned.unknown	35_2

CUST_11281_PI403524517	2	-0.19793987	-0.067615986	0.12161255	0.06761646	-0.3098855	0.115989685	35_3197	"Cluster: Hydrolase, alpha/beta fold family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hydrolase, alpha/beta fold family"	UniRef90_Q2QLM4	CHR3V7|COORD:18956239..18957480| epoxide hydrolase, putative	AT3G51000.1	CHR12V5|COORD:27255061..27252584|protein epoxide hydrolase 2, putative, expressed	LOC_Os12g43970.1	 no descriptionmoderately similar to ( 206)AT3G51000| Symbols:  | epoxide hydrolase, putative | chr3:18956239-18957480 REVERSEnot assigned 	misc.misc2	26_1

CUST_53226_PI403524517	2	0.10256958	-1.7094183	-0.31349277	0.08153057	0.11868477	-0.08152962	35_15149	"Cluster: Putative aspartate transaminase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative aspartate transaminase - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6EUS6	CHR2V7|COORD:13186089..13188763| ASP1 (ASPARTATE AMINOTRANSFERASE 1)	AT2G30970.1	CHR02V5|COORD:7706618..7711597|protein aspartate aminotransferase, mitochondrial precursor, putative, expressed	LOC_Os02g14110.1	no descriptionhighly similar to ( 697)AT2G30970| Symbols: ASP1 | ASP1 (ASPARTATE AMINOTRANSFERASE 1) | chr2:13186089-13188763 FORWARDmoderately similar to ( 420)AAT1_MEDSAAspartate aminotransferase 1 - Medicago sativa (Alfalfa)not assigned not assigned not assigned TyrB PRK09257 Aminotran_1_2	amino acid metabolism.synthesis.central amino acid metabolism.aspartate.aspartate aminotransferase	13_1_1_2_1

CUST_155120_PI403524517	2	-0.22932148	0.5856805	0.1354332	-0.1354332	0.3343444	-1.2171834	35_43333	"Cluster: OSJNBb0085C12.14 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBb0085C12.14 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7X8X4		0	CHR04V5|COORD:31437628..31443630|protein NBS-LRR disease resistance protein, putative, expressed	LOC_Os04g53160.1	no description	not assigned.unknown	35_2

CUST_119399_PI403524517	2	0.37941647	0.13690567	0.0333333	-0.22610378	-0.34421968	-0.033332825	35_33785	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_147922_PI403524517	2	-0.05461645	0.5992727	0.13655758	-0.1281929	-0.07949591	0.054616928	35_41388	"Cluster: Variant SH3 domain containing protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Variant SH3 domain containing protein, expressed - O"	UniRef90_Q10NK5	CHR1V7|COORD:11256131..11258460| SH3 domain-containing protein 1 (SH3P1)	AT1G31440.1	CHR03V5|COORD:8798197..8803386|protein clathrin binding protein, putative, expressed	LOC_Os03g16000.1	no descriptionmoderately similar to ( 214)AT1G31440| Symbols:  | SH3 domain-containing protein 1 (SH3P1) | chr1:11256131-11258460 REVERSE	not assigned.no ontology	35_1

CUST_73665_PI403524517	2	1.411438E-4	-0.53223896	-0.06445694	0.0803957	0.11137581	-1.4019012E-4	35_21126	"Cluster: Putative elicitor inducible beta-1,3-glucanase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative elicitor inducible beta-1,3-glucanase - Oryza"	UniRef90_Q69Q39	CHR2|COORD:11323530..11325561| glycosyl hydrolase family 17 protein	AT2G26600.2	CHR06V5|COORD:24126170..24129371|protein glucan endo-1,3-beta-glucosidase 7 precursor, putative, expressed	LOC_Os06g40490.1	 no descriptionweakly similar to ( 172)AT3G15800| Symbols:  | glycosyl hydrolase family 17 protein | chr3:5345058-5346995 FORWARDweakly similar to ( 110)E13B_WHEATGlucan endo-1,3-beta-glucosidase precursor - Triticum aestivum (Wheat)Glyco_hydro_17 	misc.beta 1,3 glucan hydrolases	26_4

CUST_28601_PI403524517	2	-0.9451561	-0.05838585	0.5663395	0.13516521	-0.49322605	0.05838585	35_8265	"Cluster: Putative PrMC3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative PrMC3 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q94JD7	CHR5|COORD:2007601..2011042| expressed protein, similar to PrMC3 (Pinus radiata) GI:5487873	AT5G06570.2	CHR01V5|COORD:2893487..2894871|protein gibberellin receptor GID1L2, putative, expressed	LOC_Os01g06060.1	"no descriptionweakly similar to ( 103)AT5G06570| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G16080.1); similar to CXE carboxylesterase [Actinidia deliciosa] (GB:ABB89016.1); contains InterPro domain Esterase/lipase/thioesterase; (InterPro:IPR000379); contains InterPro domain Alpha/beta hydrolase fold-3; (InterPro:IPR013094) | chr5:2008076-2011014 REVERSEvery weakly similar to (70.5)GID1_ORYSAnot assigned Abhydrolase_3 Aes"	not assigned.no ontology	35_1

CUST_83334_PI403524517	2	-0.09564924	0.5207844	0.51792526	0.05476427	-0.054764748	-0.14966631	35_23895	"Cluster: AMP-binding enzyme family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: AMP-binding enzyme family protein, expressed - Oryza sat"	UniRef90_Q10MK9	"CHR3V7|COORD:5773237..5775417| AAE7/ACN1 (ACYL-ACTIVATING ENZYME 7); AMP binding / acetate-CoA ligase"	AT3G16910.1	CHR03V5|COORD:10806324..10802886|protein AMP-binding protein, putative, expressed	LOC_Os03g19250.1	" no descriptionmoderately similar to ( 256)AT3G16910| Symbols: AAE7, ACN1 | AAE7/ACN1 (ACYL-ACTIVATING ENZYME 7); AMP binding / acetate-CoA ligase | chr3:5773237-5775417 REVERSEnot assigned not assigned not assigned not assigned PRK08162 CaiC PRK06219 AMP-binding PRK07798 PRK06018 PRK08316 PRK07008 PRK07771 PRK07786 PRK08276 PRK06368 PRK08279 PRK07770 FAA1 PRK06145 PRK08314 PRK07684 PRK06155 PRK06187 PRK08315 PRK07529 EntE PRK07656 PRK06178 PRK03640 Acs PRK07768 PRK05620 PRK12583 PRK06087 EntF PRK06164 PRK07470 PRK07788 PRK12406 entE "	lipid metabolism.FA synthesis and FA elongation.acyl coa ligase	11_1_8

CUST_73652_PI403524517	2	-0.05048752	0.93183994	0.13517857	0.050487995	-0.5107031	-0.68185663	35_21121	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_29110_PI399408534	2	0.20594978	0.42559004	0.18408203	-0.18408203	-1.240325	-0.20165634	35_29254	Rep: HvEMF2c protein - Hordeum vulgare (Barley)	UniRef90_Q4W8R2	"CHR5V7|COORD:20841379..20846570| EMF2 (EMBRYONIC FLOWER 2); transcription factor"	AT5G51230.1	CHR09V5|COORD:7937161..7924572|protein polycomb protein EMBRYONIC FLOWER 2, putative, expressed	LOC_Os09g13630.1	" no descriptionweakly similar to ( 131)AT5G51230| Symbols: VEF2, CYR1, EMF2 | EMF2 (EMBRYONIC FLOWER 2); transcription factor | chr5:20841379-20846570 FORWARD"	RNA.regulation of transcription.Polycomb Group (PcG)	27_3_65

CUST_8660_PI403524517	2	-0.048383713	-0.9675598	0.030483246	0.056372643	0.09108353	-0.0304842	35_2424	"Cluster: Serine carboxypeptidase II-2 precursor (EC 3.4.16.6) (CP-MII.2) [Contains: Serine carboxypeptidase II-2 chain A; Serine carboxypeptidase II-2 chain B];"	UniRef90_P55748	"CHR4V7|COORD:15003480..15006023| SCPL29 (serine carboxypeptidase-like 29); serine carboxypeptidase"	AT4G30810.1	CHR06V5|COORD:4352379..4344919|protein serine carboxypeptidase K10B2.2 precursor, putative, expressed	LOC_Os06g08720.2	"no descriptionhighly similar to ( 612)AT4G30810| Symbols: SCPL29 | SCPL29 (serine carboxypeptidase-like 29); serine carboxypeptidase | chr4:15003480-15006023 FORWARDhighly similar to ( 912)CBP22_HORVUSerine carboxypeptidase II-2 precursor - Hordeum vulgare (Barley)not assigned not assigned Peptidase_S10 COG2939"	protein.degradation.serine protease	29_5_5

CUST_46979_PI403524517	2	0.09573221	0.09158993	0.23964691	-0.2188096	-0.09158993	-0.095214844	35_13451	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_89898_PI403524517	2	-0.030226707	0.21899033	0.030225754	-0.1240139	-0.1149683	0.04170513	35_25718	"Cluster: DegP protease-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: DegP protease-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ZIR2	0	0	CHR02V5|COORD:29489837..29477591|protein expressed protein	LOC_Os02g48180.1	no description	not assigned.unknown	35_2

CUST_12316_PI403524517	2	0.07143307	0.17940521	0.22697544	-0.20606565	-0.07143307	-0.8505354	35_3510	"Cluster: Putative carnitine/acylcarnitine translocase; n=2; Oryza sativa|Rep: Putative carnitine/acylcarnitine translocase - Oryza sativa (Rice)"	UniRef90_Q9AYL3	"CHR5V7|COORD:19006006..19007037| BOU (A BOUT DE SOUFFLE); binding"	AT5G46800.1	CHR10V5|COORD:22450615..22445264|protein mitochondrial carnitine/acylcarnitine carrier-like protein, putative, expressed	LOC_Os10g42299.2	"no descriptionvery weakly similar to (63.2)AT5G46800| Symbols: BOU | BOU (A BOUT DE SOUFFLE); binding | chr5:19006006-19007037 REVERSEnot assigned"	transport.metabolite transporters at the mitochondrial membrane	34_9

CUST_121_PI403524517	2	0.056339264	-0.64251804	-0.15425682	0.113191605	0.008475304	-0.00847435	35_31	Rep: Fructokinase-1 - Zea mays (Maize)	UniRef90_Q6XZ79	CHR2V7|COORD:13390712..13393193| pfkB-type carbohydrate kinase family protein	AT2G31390.1	CHR01V5|COORD:39214572..39211610|protein fructokinase-1, putative, expressed	LOC_Os01g66940.1	no descriptionmoderately similar to ( 463)AT2G31390| Symbols:  | pfkB-type carbohydrate kinase family protein | chr2:13390712-13393193 REVERSEhighly similar to ( 576)SCRK1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned bac_FRK KdgK PRK09434 PfkB RbsK ribokinase PRK11142 ribokinase_group_A ribokinase_group_B adenosine_kinase YegV_kinase_like Fructoselysine_kinase_like RfaE_like Guanosine_kinase_like FruK_PfkB_like FruK ribokinase_pfkB_like RfaE YeiC_kinase_like PRK11316 ribokinase_group_D TT_ORF1 Protamine_P1 Protamine_P2 Ketohexokinase PRK10294	major CHO metabolism.degradation.sucrose.fructokinase	2_2_1_1

CUST_14649_PI403524517	2	-0.33180618	0.29027843	0.030226707	0.09253025	-0.096217155	-0.030226707	35_4218	"Cluster: Senescence-associated protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Senescence-associated protein, expressed - Oryza sativa"	UniRef90_Q10P99	CHR2V7|COORD:7763005..7764880| ERD7 (EARLY-RESPONSIVE TO DEHYDRATION 7)	AT2G17840.1	CHR03V5|COORD:7482984..7479187|protein ERD7, putative, expressed	LOC_Os03g13840.2	no descriptionmoderately similar to ( 290)AT2G17840| Symbols: ERD7 | ERD7 (EARLY-RESPONSIVE TO DEHYDRATION 7) | chr2:7763005-7764880 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Senescence PRK12323 PRK07764 PRK07003 PRK12678 DUF1421	development.unspecified	33_99

CUST_26109_PI403524517	2	0.26352024	0.20572662	-0.019550323	-0.16745758	-0.3847084	0.01954937	35_7563	"Cluster: Os01g0621300 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0621300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JL61	0	0	CHR01V5|COORD:25095105..25089478|protein expressed protein	LOC_Os01g43330.1	no description	not assigned.unknown	35_2

CUST_28881_PI403524517	2	0.052947044	0.007590294	-0.007590294	-0.03152275	-0.08280563	0.011137962	35_8348	"Cluster: Hypothetical protein OJ1127_B08.4; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1127_B08.4 - Oryza sativa (japonica cultivar"	UniRef90_Q75L42	"CHR3V7|COORD:5989315..5992633| CIPK1 (CBL-INTERACTING PROTEIN KINASE 1); kinase"	AT3G17510.1	CHR05V5|COORD:2095321..2091611|protein CBL-interacting serine/threonine-protein kinase 1, putative, expressed	LOC_Os05g04550.1	" no descriptionweakly similar to ( 105)AT3G17510| Symbols: SnRK3.16, CIPK1 | CIPK1 (CBL-INTERACTING PROTEIN KINASE 1); kinase | chr3:5989315-5992633 REVERSEvery weakly similar to (69.7)CIPK1_ORYSA"	protein.postranslational modification	29_4

CUST_56757_PI403524517	2	0.08940601	-0.6463127	-0.06962204	-0.012453079	0.012452126	0.018058777	35_16166	"Cluster: Putative eukaryotic initiation factor subunit; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative eukaryotic initiation factor subunit - Oryza s"	UniRef90_Q8S7Q0	"CHR5V7|COORD:9781210..9784762| TIF3B1 (EUKARYOTIC TRANSLATION INITIATION FACTOR 3B); nucleic acid binding / translation initiation factor"	AT5G27640.1	CHR10V5|COORD:22238108..22233670|protein eukaryotic translation initiation factor 3 subunit 9, putative, expressed	LOC_Os10g41960.1	" no descriptionnearly identical (1036)AT5G27640| Symbols: EIF3B, ATEIF3B-1, EIF3B-1, ATTIF3B1, TIF3B1 | TIF3B1 (EUKARYOTIC TRANSLATION INITIATION FACTOR 3B); nucleic acid binding / translation initiation factor | chr5:9781210-9784762 REVERSEnearly identical (1042)IF39_TOBACnot assigned not assigned COG5354 eIF2A "	protein.synthesis.initiation	29_2_3

CUST_64200_PI403524517	2	0.005106926	-0.6695671	0.15922832	-0.0066509247	0.20139503	-0.0051059723	35_18330	"Cluster: Hypothetical protein OSJNBa0052K15.14; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0052K15.14 - Oryza sativa (japonica"	UniRef90_Q6EN45	CHR5V7|COORD:21566454..21569358| protein phosphatase 2C, putative / PP2C, putative	AT5G53140.1	CHR02V5|COORD:8760001..8766248|protein catalytic/ protein phosphatase type 2C/ protein serine/threonine phosphatase, putative, expressed	LOC_Os02g15594.1	 no descriptionmoderately similar to ( 427)AT5G53140| Symbols:  | protein phosphatase 2C, putative / PP2C, putative | chr5:21566454-21569358 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned PP2Cc PP2Cc PP2C PTC1 	protein.postranslational modification	29_4

CUST_45362_PI403524517	2	-3.1089783E-4	-0.0031728745	0.061296463	3.1089783E-4	0.026091576	-0.005414963	35_13002	"Cluster: Sel-1, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Sel-1, putative, expressed - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10NT7	CHR1V7|COORD:6279040..6282001| suppressor of lin-12-like protein-related / sel-1 protein-related	AT1G18260.1	CHR03V5|COORD:8377870..8384920|protein sel-1 homolog precursor, putative, expressed	LOC_Os03g15350.1	no descriptionmoderately similar to ( 206)AT1G18260| Symbols:  | suppressor of lin-12-like protein-related / sel-1 protein-related | chr1:6279040-6282001 REVERSEnot assigned COG0790	not assigned.no ontology	35_1

CUST_8461_PI403524517	2	-0.1581316	0.0103302	0.11601925	0.049690247	-0.13281631	-0.0103292465	35_2364	"Cluster: Elicitor inducible beta-1,3-glucanase NtEIG-E76; n=2; Nicotiana tabacum|Rep: Elicitor inducible beta-1,3-glucanase NtEIG-E76 - Nicotiana tabacum (Commo"	UniRef90_Q9FXL4	CHR2V7|COORD:2199447..2201290| glycosyl hydrolase family 17 protein	AT2G05790.1	CHR02V5|COORD:32564176..32561045|protein glucan endo-1,3-beta-glucosidase 7 precursor, putative, expressed	LOC_Os02g53200.2	 no descriptionmoderately similar to ( 203)AT2G05790| Symbols:  | glycosyl hydrolase family 17 protein | chr2:2199447-2201290 FORWARDweakly similar to ( 116)E13B_WHEATGlucan endo-1,3-beta-glucosidase precursor - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned X8 Glyco_hydro_17 PRK12678 DM6 PRK07764 	misc.beta 1,3 glucan hydrolases	26_4

CUST_55744_PI403524517	2	0.049221992	-0.012514114	0.012515068	-0.052742958	0.020601273	-0.087976456	35_15865	"Cluster: Putative p23 co-chaperone; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative p23 co-chaperone - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6YYB0	CHR4V7|COORD:1073987..1075765| glycine-rich protein	AT4G02450.1	CHR08V5|COORD:16409856..16405483|protein co-chaperone protein SBA1, putative, expressed	LOC_Os08g27070.1	no descriptionweakly similar to ( 127)AT4G02450| Symbols:  | glycine-rich protein | chr4:1073987-1075765 REVERSEnot assigned p23 CS	not assigned.no ontology.glycine rich proteins	35_1_40

CUST_25191_PI403524517	2	-0.0015830994	0.025522232	0.08896351	-0.032821655	0.0015830994	-0.016086578	35_7306	"Cluster: Hypothetical protein OSJNBa0014E22.25; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0014E22.25 - Oryza sativa (japonica"	UniRef90_Q6H5V6	0	0	CHR02V5|COORD:25576230..25573586|protein expressed protein	LOC_Os02g42550.1	no description	not assigned.unknown	35_2

CUST_67704_PI403524517	2	-0.03332281	0.133389	0.90709114	-0.6336036	-0.013036251	0.013036251	35_19341	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_4849_PI399408534	2	0.35480595	-0.0036911964	-0.206913	0.008192062	-0.19934511	0.0036911964	35_27917	"Cluster: Similar to Arabidopsis thaliana chromosome V P1 MJJ3; MJJ3.6; n=1; Oryza sativa (japonica cultivar-group)|Rep: Similar to Arabidopsis thaliana chromoso"	UniRef90_Q7F803	CHR5V7|COORD:1691114..1695465| transcription factor	AT5G05660.1	CHR01V5|COORD:3087689..3082208|protein protein shuttle craft, putative, expressed	LOC_Os01g06550.1	no descriptionmoderately similar to ( 236)AT5G05660| Symbols:  | transcription factor | chr5:1691114-1695465 REVERSEnot assigned not assigned not assigned not assigned	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_5314_PI403524517	2	0.163517	0.3946066	-0.14549446	-0.01679039	-0.09854221	0.016791344	35_1467	"Cluster: Putative UOS1; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative UOS1 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6EUK5	CHR4V7|COORD:10322633..10325746| transcriptional repressor	AT4G18810.1	CHR02V5|COORD:7621905..7627260|protein UOS1, putative, expressed	LOC_Os02g13970.2	no descriptionhighly similar to ( 759)AT4G18810| Symbols:  | transcriptional repressor | chr4:10322633-10325746 REVERSEmoderately similar to ( 380)XYNB_PRUPEPutative beta-D-xylosidase - Prunus persica (Peach)not assigned not assigned not assigned Glyco_hydro_3_C CIA30 BglX Glyco_hydro_3 COG0702 PRK06200 WcaG	cell wall.degradation.mannan-xylose-arabinose-fucose	10_6_2

CUST_3055_PI404877155	2	-0.23506546	0.2777233	-0.040186882	0.13458157	-0.09453106	0.040186882	Contig13490_at	EDR1 [Oryza sativa (japonica cultivar-group)]	AAN61142.1	mitogen-activated protein kinase kinase kinase (MAPKKK) (EDR1)	At1g08720.1	protein Protein kinase domain, putative	Os03g06410	"ENHANCED DISEASE RESISTANCE 1;MAPKK KINASE EDR1;mitogen-activated protein kinase kinase kinase (MAPKKK) (EDR1), identical to EDR1, a MAP kinase kinase kinase (Arabidopsis thaliana) gi:11127925:gb:AAG31143"	signalling.MAP kinases	30_6

CUST_59112_PI403524517	2	-0.0027360916	0.53928185	-0.079481125	-0.010681152	0.026804924	0.0027370453	35_16858	"Cluster: Serine/threonine-protein kinase SAPK4; n=3; Oryza sativa|Rep: Serine/threonine-protein kinase SAPK4 - Oryza sativa (Rice)"	UniRef90_Q5N942	"CHR1|COORD:3655777..3658578| similar to serine/threonine protein kinase, putative [Arabidopsis thaliana] (TAIR:At1g60940.1); similar to serine/threonine protein"	AT1G10940.2	CHR01V5|COORD:38037090..38042145|protein serine/threonine-protein kinase SAPK4, putative, expressed	LOC_Os01g64970.1	" no descriptionmoderately similar to ( 495)AT5G63650| Symbols: SNRK2-5, SNRK2.5, SRK2H | SNRK2-5/SNRK2.5/SRK2H (SNF1-RELATED PROTEIN KINASE 2-5, SNF1-RELATED PROTEIN KINASE 2.5); kinase | chr5:25498857-25500721 REVERSEhighly similar to ( 612)SAPK4_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase SPS1 Pkinase_Tyr TyrKc PTKc PTKc_Ack_like PTKc_Jak_rpt2 PTKc_Csk_like PTKc_Syk_like PTKc_Tyk2_rpt2 PTKc_Jak1_rpt2 PTKc_Srm_Brk PTKc_Tec_Rlk PTKc_Tec_like PTKc_EphR PTKc_Btk_Bmx PTKc_Itk PTKc_EphR_B PTKc_EphR_A PTKc_Jak2_Jak3_rpt2 PTKc_Src_like PTKc_InsR_like PTKc_EphR_A2 PTKc_Zap-70 PTKc_DDR PTKc_EGFR_like PTKc_FAK PTKc_Trk PTKc_Lyn PTKc_Lck_Blk PTKc_Csk PTKc_Chk PTKc_Fes_like PTKc_Ror PTKc_Frk_like PTKc_Syk PTKc_Hck PTKc_RET PTKc_Axl_like PTKc_Aatyk PTKc_Fes PTKc_FGFR PTKc_TrkB PTKc_Abl PTKc_c-ros PTKc_ALK_LTK PTKc_Met_Ron PTKc_EphR_A10 PTKc_Musk PTK_Ryk PTKc_PDGFR PTKc_Tie1 PTKc_Tie PTKc_HER4 PTKc_TrkA PTKc_FGFR2 PTK_CCK4 PTKc_Aatyk1_Aatyk3 PTKc_Fyn_Yrk PTK_Jak_rpt1 PTKc_FGFR3 PTKc_FGFR4 PTKc_DDR_like PTKc_Src PTKc_EGFR PTKc_TrkC PTKc_HER2 PTKc_Fer PTK_HER3 PTKc_VEGFR PTKc_DDR2 PTKc_Tyro3 PTKc_Tie2 PTKc_Axl PTKc_PDGFR_alpha PTKc_FGFR1 "	protein.postranslational modification	29_4

CUST_28843_PI399408534	2	0.119740486	-0.27393246	-0.3859191	0.28476048	-0.0675993	0.0675993	35_39052	"Cluster: Putative somatic embryogenesis protein kinase 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative somatic embryogenesis protein kinase 1 - Ory"	UniRef90_Q9FP13	"CHR5V7|COORD:5224267..5227006| NIK1 (NSP-INTERACTING KINASE 1); kinase"	AT5G16000.1	CHR06V5|COORD:9314992..9322904|protein BRASSINOSTEROID INSENSITIVE 1-associated receptor kinase 1 precursor, putative, expressed	LOC_Os06g16330.1	"no descriptionmoderately similar to ( 263)AT5G16000| Symbols: NIK1 | NIK1 (NSP-INTERACTING KINASE 1); kinase | chr5:5224267-5227006 FORWARDvery weakly similar to (99.4)PSKR_DAUCAPhytosulfokine receptor precursor - Daucus carota (Carrot)not assigned not assigned not assigned not assigned"	signalling.receptor kinases.leucine rich repeat II	30_2_2

CUST_7699_PI399408534	2	0.50475836	2.6692986	-0.2509389	0.24096727	-1.2554135	-0.24096727	35_11499	"Cluster: Putative phi-1; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative phi-1 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z681	CHR4V7|COORD:5740375..5741319| phosphate-responsive protein, putative (EXO)	AT4G08950.1	CHR02V5|COORD:31819395..31817956|protein phi-1-like phosphate-induced protein, putative, expressed	LOC_Os02g51970.1	 no descriptionmoderately similar to ( 233)AT4G08950| Symbols:  | phosphate-responsive protein, putative (EXO) | chr4:5740375-5741319 FORWARDPhi_1 	signalling.in sugar and nutrient physiology	30_1

CUST_27528_PI403524517	2	0.10023689	0.08075905	-0.16124249	-0.056954384	-0.030810356	0.030810356	35_7965	"Cluster: P0402A09.11 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: P0402A09.11 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7F2F5	0	0	CHR01V5|COORD:69577..76740|protein nucleic acid binding protein, putative, expressed	LOC_Os01g01150.3	no description	not assigned.unknown	35_2

CUST_69759_PI403524517	2	-0.030441761	0.10610628	-0.006193638	0.08559513	0.0061941147	-0.30003452	35_19960	Rep: Peroxidase 19 precursor - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_O22959	CHR2V7|COORD:14391993..14393609| peroxidase, putative	AT2G34060.1	CHR09V5|COORD:19676631..19674156|protein peroxidase 73 precursor, putative, expressed	LOC_Os09g32964.1	 no descriptionweakly similar to ( 154)AT2G34060| Symbols:  | peroxidase, putative | chr2:14391993-14393609 FORWARDweakly similar to ( 120)PER1_ORYSAsecretory_peroxidase plant_peroxidase peroxidase PRK12678 	misc.peroxidases	26_12

CUST_31304_PI399408534	2	0.05027008	0.018533707	-0.018532753	-0.11990547	0.060367584	-0.09147072	35_3279	"Cluster: Hypothetical protein OSJNBb0052F16.17; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0052F16.17 - Oryza sativa"	UniRef90_Q5W645	CHR1V7|COORD:19513648..19514970| Ran-binding protein 1 domain-containing protein / RanBP1 domain-containing protein	AT1G52380.1	CHR05V5|COORD:16428479..16424790|protein ranBP1 domain containing protein, expressed	LOC_Os05g28190.1	no descriptionmoderately similar to ( 219)AT1G52380| Symbols:  | Ran-binding protein 1 domain-containing protein / RanBP1 domain-containing protein | chr1:19513648-19514970 FORWARDnot assigned not assigned not assigned NUP50 RanBD RanBD Ran_BP1	signalling.G-proteins	30_5

CUST_22568_PI403524517	2	-0.052713394	0.37471676	0.052713394	-0.21371174	-0.058145523	0.06185341	35_6554	"Cluster: Hypothetical protein P0452F10.6; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0452F10.6 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q5N800	CHR4V7|COORD:7684413..7686687| short-chain dehydrogenase/reductase (SDR) family protein	AT4G13250.1	CHR01V5|COORD:7021099..7027411|protein oxidoreductase, putative, expressed	LOC_Os01g12710.2	no descriptionmoderately similar to ( 355)AT4G13250| Symbols:  | short-chain dehydrogenase/reductase (SDR) family protein | chr4:7684413-7686687 REVERSEnot assigned not assigned PRK07856 DltE COG4221	misc.short chain dehydrogenase/reductase (SDR)	26_22

CUST_75290_PI403524517	2	0.11290169	-0.04449463	-0.02889347	0.028892517	-0.038891792	0.089286804	35_21581	"Cluster: Os02g0819400 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0819400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DWE0	CHR3V7|COORD:16501737..16505437| 2-phosphoglycerate kinase-related	AT3G45090.1	CHR02V5|COORD:35169385..35164542|protein expressed protein	LOC_Os02g57400.2	no descriptionweakly similar to ( 140)AT3G45090| Symbols:  | 2-phosphoglycerate kinase-related | chr3:16501737-16505437 REVERSE	not assigned.unknown	35_2

CUST_57241_PI403524517	2	0.013994217	0.35906887	-0.022777557	-0.088131905	-0.013994217	0.15249729	35_16325	Rep: Hypothetical protein B1114B07.27-1 - Oryza sativa (japonica cultivar-group)	UniRef90_Q656Y0	CHR1V7|COORD:27376215..27379840| casein kinase, putative	AT1G72710.1	CHR01V5|COORD:22205835..22210876|protein casein kinase I isoform delta-like, putative, expressed	LOC_Os01g38950.1	 no descriptionhighly similar to ( 643)AT1G72710| Symbols:  | casein kinase, putative | chr1:27376215-27379840 FORWARDvery weakly similar to (66.6)KC47_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc Pkinase SPS1 S_TKc Pkinase_Tyr TyrKc PTKc PTKc_Src_like PTKc_Srm_Brk PTKc_Syk_like PTKc_Lck_Blk PTKc_Jak_rpt2 PTKc_Src PTKc_Fyn_Yrk PTKc_Yes PTKc_Fes_like PTKc_Tyk2_rpt2 PTKc_Ack_like PTKc_Jak1_rpt2 PTKc_Fer PTKc_Hck PTKc_Csk_like PTKc_PDGFR PTKc_Syk PTKc_TrkC PTKc_Frk_like PTKc_Lyn PTKc_FAK 	protein.postranslational modification	29_4

CUST_63781_PI403524517	2	0.0738678	0.0030298233	-0.0030298233	0.37476063	-0.06453514	-0.4809122	35_18215	"Cluster: Hypothetical protein OSJNBb0008A05.2; n=2; Oryza sativa|Rep: Hypothetical protein OSJNBb0008A05.2 - Oryza sativa (Rice)"	UniRef90_Q8W5D9	"CHR3|COORD:11192843..11194223| expressed protein, similar to At1g33780 (Arabidopsis thaliana); contains Pfam profile PF02622: Uncharacterized ACR, COG1678"	AT3G29240.2	CHR10V5|COORD:9006514..9007842|protein uncharacterized ACR, COG1678 family protein, expressed	LOC_Os10g18370.1	"no descriptionmoderately similar to ( 241)AT3G29240| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G33780.1); similar to Os10g0330400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001064365.1); similar to Protein of unknown function DUF179 [Medicago truncatula] (GB:ABE94310.1); contains InterPro domain Protein of unknown function DUF179; (InterPro:IPR003774) | chr3:11193017-11194105 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF179 PRK00228 PRK07003 COG1678 PRK12323 PRK07764 DUF390 PRK12678"	not assigned.no ontology	35_1

CUST_11943_PI403524517	2	0.012228966	-0.16866684	-0.012228966	0.052126884	0.08371067	-0.14421177	35_3397	"Cluster: Os01g0693800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0693800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JK67	"CHR4V7|COORD:14599440..14601020| MTO2 (METHIONINE OVER-ACCUMULATOR); threonine synthase"	AT4G29840.1	CHR01V5|COORD:28982795..28980810|protein threonine synthase, chloroplast precursor, putative, expressed	LOC_Os01g49890.1	" no descriptionhighly similar to ( 708)AT4G29840| Symbols: TS, MTO2 | MTO2 (METHIONINE OVER-ACCUMULATOR); threonine synthase | chr4:14599440-14601020 REVERSEhighly similar to ( 712)THRC_SOLTUThreonine synthase, chloroplast precursor - Solanum tuberosum (Potato)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK06260 ThrC PRK06177 PRK07409 PRK07871 PRK08197 PRK07702 PRK07591 PRK06352 PRK06721 PRK05638 PALP PRK09225 PRK08329 PRK06381 IlvA PRK07003 PRK06450 Atrophin-1 HPC2 PRK12323 Herpes_BLLF1 PRK07764 APC_basic Tymo_45kd_70kd DUF1421 GRASP55_65 AF-4 DUF566 PRK08246 KAR9 CysK PRK05648 DUF1509 Pneumo_att_G PRK12372 PRK08639 Extensin_2 PRK06815 PRK09169 FimV Herpes_TAF50 Herpes_UL32 "	amino acid metabolism.synthesis.aspartate family.threonine.threonine synthase	13_1_3_2_1

CUST_89957_PI403524517	2	0.15379429	0.037174225	0.23343754	-0.037174225	-0.11481857	-0.17346668	35_25733	"Cluster: Putative membrane protein precursor; n=1; Emiliania huxleyi virus 86|Rep: Putative membrane protein precursor - Emiliania huxleyi virus 86"	UniRef90_Q4A2S6	CHR1V7|COORD:11399903..11405702| actin binding	AT1G31810.1	CHR09V5|COORD:11067446..11067781|protein conserved hypothetical protein	LOC_Os09g18050.1	no description	not assigned.unknown	35_2

CUST_161007_PI403524517	2	-0.08999634	0.057040215	0.13108444	-0.07737923	0.059265614	-0.057040215	35_44926	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_57521_PI403524517	2	0.0625906	-0.13865662	0.0066862106	-0.0066871643	-0.09785271	0.08126259	35_16401	"Cluster: Proteasome activator subunit 4-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: Proteasome activator subunit 4-like - Oryza sativa (japonica cult"	UniRef90_Q5Z876	CHR3V7|COORD:4319811..4330068| binding	AT3G13330.1	CHR06V5|COORD:11263737..11280719|protein HEAT repeat family protein, expressed	LOC_Os06g19730.1	no descriptionhighly similar to ( 978)AT3G13330| Symbols:  | binding | chr3:4319811-4330068 REVERSEnot assigned	not assigned.unknown	35_2

CUST_24287_PI399408534	2	0.04835224	0.019454956	-0.0320158	-0.055958748	-0.019454956	0.052732468	35_889	"Cluster: Putative ras-like small GTP binding ptotein; n=1; Zea mays|Rep: Putative ras-like small GTP binding ptotein - Zea mays (Maize)"	UniRef90_Q6PLR8	"CHR4V7|COORD:921554..922547| ASAR1 (Arabidopsis thaliana secretion-associated RAS super family 2); GTP binding"	AT4G02080.1	CHR12V5|COORD:22910181..22906210|protein GTP-binding protein SAR1A, putative, expressed	LOC_Os12g37360.1	" no descriptionmoderately similar to ( 310)AT4G02080| Symbols: ATSARA1C, ATSAR2, ASAR1 | ASAR1 (Arabidopsis thaliana secretion-associated RAS super family 2); GTP binding | chr4:921554-922547 FORWARDmoderately similar to ( 309)SAR1A_BRACMGTP-binding protein SAR1A - Brassica campestris (Field mustard)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Sar1 SAR Arf Arf_Arl Arl3 Arl1 Arl5_Arl8 Arl2 ARLTS1 Arfrp1 Arl6 ARD1 Arf6 Arf1_5_like ARF Arl10_like COG1100 Arl9_Arfrp2_like Arl4_Arl7 Arl2l1_Arl13_like Ras_like_GTPase COG2229 SR_beta "	signalling.G-proteins	30_5

CUST_152137_PI403524517	2	-0.0054216385	-0.11071968	0.018604279	0.005422592	0.22763443	-0.15269947	35_42528	"Cluster: Putative lysine ketoglutarate reductase trans-splicing related 1; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative lysine ketoglutarate"	UniRef90_Q5Z401	"CHR1V7|COORD:22586202..22588715| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G11170.1); similar to putative lysine ketoglutarate reductase"	AT1G61240.2	CHR06V5|COORD:31211405..31216601|protein lysine ketoglutarate reductase trans-splicing related 1, putative, expressed	LOC_Os06g51520.5	"no descriptionvery weakly similar to (92.8)AT1G61240| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G11170.1); similar to putative lysine ketoglutarate reductase trans-splicing related 1 [Oryza sativa (japonica cultivar-group)] (GB:BAD62500.1); similar to Os07g0564800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001060006.1); similar to Os06g0731900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001058667.1); contains InterPro domain Protein of unknown function DUF707; (InterPro:IPR007877) | chr1:22586202-22588715 FORWARDDUF707"	not assigned.unknown	35_2

CUST_76279_PI403524517	2	0.057185173	0.39575005	-0.010948181	-0.19580173	0.010948181	-0.03342533	35_21866	"Cluster: Leaf senescence protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Leaf senescence protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q654T8	"CHR4V7|COORD:466626..468275| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G01430.1); similar to unknown protein Cr17 [Brassica napus] (GB:AAX51387"	AT4G01080.1	CHR05V5|COORD:7103185..7106467|protein expressed protein	LOC_Os05g12380.1	" no descriptionmoderately similar to ( 224)AT4G01080| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G01430.1); similar to unknown protein Cr17 [Brassica napus] (GB:AAX51387.1); contains InterPro domain Protein of unknown function DUF231, plant; (InterPro:IPR004253) | chr4:466626-468275 REVERSEDUF231 "	not assigned.unknown	35_2

CUST_66290_PI403524517	2	-0.1998415	-0.11588287	0.26875782	0.17612743	0.11588287	-0.37646008	35_18930	"Cluster: UDP-glucoronosyl and UDP-glucosyl transferase family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: UDP-glucoronosyl and UDP-gluc"	UniRef90_Q7XE18	CHR2V7|COORD:15536129..15537791| UDP-glucoronosyl/UDP-glucosyl transferase family protein	AT2G36970.1	CHR10V5|COORD:15566669..15564356|protein cytokinin-O-glucosyltransferase 2, putative, expressed	LOC_Os10g30560.1	no descriptionweakly similar to ( 150)AT2G36970| Symbols:  | UDP-glucoronosyl/UDP-glucosyl transferase family protein | chr2:15536129-15537791 FORWARDweakly similar to ( 104)UFO3_MAIZEnot assigned not assigned UDPGT COG1819 PRK12323	misc.UDP glucosyl and glucoronyl transferases	26_2

CUST_101783_PI403524517	2	0.021004677	0.5028372	0.16005135	-0.26936626	-0.021004677	-0.12798977	35_29041	"Cluster: Putative RAD23 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative RAD23 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5Z6P9	CHR3V7|COORD:533102..536158| ubiquitin family protein	AT3G02540.1	CHR06V5|COORD:8719581..8725682|protein DNA repair protein RAD23, putative, expressed	LOC_Os06g15360.4	 no descriptionweakly similar to ( 159)AT5G38470| Symbols:  | DNA repair protein RAD23, putative | chr5:15421950-15424481 FORWARDweakly similar to ( 169)RAD23_ORYSAnot assigned not assigned not assigned RAD23_N UBQ UBL ubiquitin Scythe_N 	DNA.repair	28_2

CUST_113566_PI403524517	2	-0.20706177	0.46142673	0.4561653	-0.06350708	-0.0023107529	0.0023107529	35_32235	"Cluster: Os06g0700700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os06g0700700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D9S9	"CHR4V7|COORD:14720259..14724583| HMA2 (Heavy metal ATPase 2); cadmium-transporting ATPase"	AT4G30110.1	CHR06V5|COORD:29479907..29476951|protein cadmium/zinc-transporting ATPase 4, putative, expressed	LOC_Os06g48720.1	"no descriptionvery weakly similar to (65.1)AT4G30110| Symbols: HMA2 | HMA2 (Heavy metal ATPase 2); cadmium-transporting ATPase | chr4:14720259-14724583 REVERSEnot assigned not assigned"	transport.metal	34_12

CUST_22843_PI403524517	2	0.029769897	0.0047893524	-0.051621437	-0.0047883987	0.17702103	-0.21839142	35_6635	"Cluster: Hypothetical protein P0417D05.18-1; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0417D05.18-1 - Oryza sativa (japonica cultiv"	UniRef90_Q69VD9	CHR2V7|COORD:10910232..10912056| protein phosphatase 2C, putative / PP2C, putative	AT2G25620.1	CHR06V5|COORD:23504580..23509209|protein protein phosphatase 2C homolog 2, putative, expressed	LOC_Os06g39600.1	 no descriptionmoderately similar to ( 308)AT2G25620| Symbols:  | protein phosphatase 2C, putative / PP2C, putative | chr2:10910232-10912056 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned PP2Cc PP2Cc PP2C PTC1 	protein.postranslational modification	29_4

CUST_50372_PI403524517	2	0.08569431	0.24807358	0.024400711	-0.029193878	-0.024400711	-0.044626236	35_14371	"Cluster: Putative D-isomer specific 2-hydroxyacid dehydrogenase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative D-isomer specific 2-hydroxyacid dehyd"	UniRef90_Q8W0A4	CHR1V7|COORD:30049687..30050744| oxidoreductase family protein	AT1G79870.1	CHR01V5|COORD:7100068..7096815|protein glyoxylate reductase, putative, expressed	LOC_Os01g12830.1	no descriptionweakly similar to ( 110)AT1G79870| Symbols:  | oxidoreductase family protein | chr1:30049687-30050744 FORWARDvery weakly similar to (82.0)GLB1_MAIZEGlobulin-1 S allele precursor - Zea mays (Maize)not assigned 2-Hacid_dh LdhA SerA 2-Hacid_dh_C PRK11790	amino acid metabolism.degradation.serine-glycine-cysteine group.glycine	13_2_5_2

CUST_2650_PI399408534	2	-1.5903959	0.32928085	-0.051552773	0.680459	-0.5863552	0.051552773	35_19103	"Cluster: Putative symbiotic ammonium transport protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative symbiotic ammonium transport protein - Oryza s"	UniRef90_Q75GI1	CHR4V7|COORD:17796356..17797641| basic helix-loop-helix (bHLH) family protein	AT4G37850.1	CHR03V5|COORD:29467207..29469656|protein symbiotic ammonium transporter, putative, expressed	LOC_Os03g51580.1	no descriptionweakly similar to ( 171)AT2G22750| Symbols:  | basic helix-loop-helix (bHLH) family protein | chr2:9679225-9680704 FORWARDvery weakly similar to (66.6)ARLC_MAIZEAnthocyanin regulatory Lc protein - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07764 PRK12323 PRK12678 Tymo_45kd_70kd PRK07003 HLH HLH APC_basic TT_ORF1 HLH DUF1509	RNA.regulation of transcription.bHLH,Basic Helix-Loop-Helix family	27_3_6

CUST_7083_PI404877155	2	-0.068161964	0.40374756	0.054226875	0.16692638	-0.05422783	-0.09712696	Contig20738_at	"101 kDa heat shock protein; HSP101-like protein [Oryza sativa (japonica cultivar-group)]"	BAD05509.1	heat shock protein-related	At5g57710.1	protein expressed protein	Os08g15230	NONE	stress.abiotic.heat	20_2_1

CUST_3325_PI403524517	2	-0.26067734	0.044086456	0.1743927	0.0087509155	-0.0087509155	-0.27443695	35_908	Rep: CI2C - Hordeum vulgare (Barley)	UniRef90_Q8LLA7	CHR2V7|COORD:16243624..16244128| protease inhibitor, putative	AT2G38870.1	CHR12V5|COORD:22160429..22159864|protein subtilisin-chymotrypsin inhibitor CI-1B, putative, expressed	LOC_Os12g36210.1	 no descriptionvery weakly similar to (52.0)AT2G38870| Symbols:  | protease inhibitor, putative | chr2:16243624-16244128 REVERSEvery weakly similar to (78.6)ICI2_HORVUSubtilisin-chymotrypsin inhibitor-2A - Hordeum vulgare (Barley)potato_inhibit 	stress.biotic	20_1

CUST_7107_PI404877155	2	0.054775238	0.44762993	0.050959587	-0.09136486	-0.121788025	-0.050958633	Contig20794_at	OSJNBa0086O06.7 [Oryza sativa (japonica cultivar-group)] ref|XP_473707.1| OSJNBa0086O06.7 [Oryza sativa (japonica cultivar-group)]	CAE04859.2	6042018|ferredoxin-related	At3g17670.1	protein expressed protein	Os04g49940	gene_id:MKP6.23~unknown protein	PS.lightreaction.other electron carrier (ox/red).ferredoxin	1_01_05_02

CUST_2670_PI404877155	2	0.037949562	-0.30805588	-0.0017156601	0.004286766	-0.014986038	0.0017156601	Contig13094_s_at	0	NP_201147.2	metallo-beta-lactamase family protein	At5g63420.1	protein RNA-metabolising metallo-beta-lactamase, putative	Os02g33610	metallo-beta-lactamase family protein	RNA.regulation of transcription.Trihelix, Triple-Helix transcription factor family	27_3_30

CUST_1849_PI404877155	2	0.0036592484	0.6786995	0.11133766	-0.08534622	-0.106248856	-0.003660202	Contig12067_at	phosphoinositide phosphatase family protein [Arabidopsis thaliana] pir||T51154 probable transmembrane protein G5p [imported] - Arabidopsis t	NP_190751.2	phosphoinositide phosphatase family protein	At3g51830.1	protein probable transmembrane protein G5p [imported] - Arabidopsis thaliana	Os03g18080	transmembrane protein G5p	signalling.phosphinositides	30_4

CUST_16807_PI403524517	2	0.09357071	0.21337795	-0.12935638	-0.02657795	-0.22447586	0.02657795	35_4852	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_49549_PI403524517	2	0.032188416	-0.569643	0.03935623	-0.032188416	0.03638935	-0.06403923	35_14131	Rep: Phospholipase D alpha 2 - Oryza sativa (Rice)	UniRef90_P93844	"CHR1V7|COORD:19587609..19590220| PLDALPHA2 (PHOSPHLIPASE D ALPHA 2); phospholipase D"	AT1G52570.1	CHR06V5|COORD:23927705..23931375|protein phospholipase D alpha 2, putative, expressed	LOC_Os06g40190.1	"no descriptionmoderately similar to ( 298)AT1G52570| Symbols: PLDALPHA2 | PLDALPHA2 (PHOSPHLIPASE D ALPHA 2); phospholipase D | chr1:19587609-19590220 REVERSEmoderately similar to ( 342)PLDA2_ORYSAnot assigned PLDc"	lipid metabolism.lipid degradation.lysophospholipases	11_9_3

CUST_60566_PI403524517	2	0.15959835	0.4800768	1.8978119E-4	-0.1251421	-0.15383148	-1.8978119E-4	35_17267	"Cluster: Putative maize transposon MuDR mudrA-like protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Putative maize transposon MuDR mudrA-like protein -"	UniRef90_Q9AYI6	CHR1V7|COORD:23851419..23853578| zinc finger protein-related	AT1G64260.1	CHR10V5|COORD:351014..344789|protein transposon protein, putative, Mutator sub-class, expressed	LOC_Os10g01550.1	no descriptionweakly similar to ( 114)AT1G64260| Symbols:  | zinc finger protein-related | chr1:23851419-23853578 FORWARD	DNA.unspecified	28_99

CUST_108438_PI403524517	2	0.0049819946	0.22639227	-0.004981518	-0.015140533	0.19988346	-0.14259958	35_30845	"Cluster: Os11g0546200 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os11g0546200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IS88	CHR5V7|COORD:14779960..14781327| armadillo/beta-catenin repeat family protein	AT5G37290.1	CHR11V5|COORD:19642254..19639925|protein armadillo repeat containing 7, putative, expressed	LOC_Os11g34364.1	no descriptionmoderately similar to ( 258)AT5G37290| Symbols:  | armadillo/beta-catenin repeat family protein | chr5:14779960-14781327 FORWARDnot assigned ARM	not assigned.no ontology.armadillo/beta-catenin repeat family protein	35_1_3

CUST_168047_PI403524517	2	-0.10497904	0.14507103	-0.08162832	0.15318966	0.0816288	-0.10803795	35_46800	0	0		0	CHR07V5|COORD:29355622..29351351|protein PHD-finger family protein, expressed	LOC_Os07g49030.2	no description	not assigned.unknown	35_2

CUST_19120_PI399408534	2	0.31711578	0.04273224	-0.39408398	0.41214752	-0.04273224	-0.19552612	35_6377	"Cluster: TPR Domain containing protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: TPR Domain containing protein, expressed - Oryza sativa (jap"	UniRef90_Q10MH5	"CHR3V7|COORD:5809384..5812611| HCF107 (HIGH CHLOROPHYLL FLUORESCENT 107); binding"	AT3G17040.1	CHR03V5|COORD:10976387..10971662|protein psbB mRNA maturation factor Mbb1, chloroplast precursor, putative, expressed	LOC_Os03g19560.2	" no descriptionweakly similar to ( 179)AT3G17040| Symbols: HCF107 | HCF107 (HIGH CHLOROPHYLL FLUORESCENT 107); binding | chr3:5809384-5812611 REVERSEvery weakly similar to (56.2)MBB1_CHLREPsbB mRNA maturation factor Mbb1, chloroplast precursor - Chlamydomonas reinhardtii"	RNA.processing	27_1

CUST_25985_PI403524517	2	0.7795658	-0.4819374	-0.776803	0.72639275	0.21076965	-0.2107687	35_7529	"Cluster: White-brown complex homolog protein 5; n=1; Arabidopsis thaliana|Rep: White-brown complex homolog protein 5 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9SIT6	CHR2V7|COORD:5680909..5682858| ABC transporter family protein	AT2G13610.1	CHR01V5|COORD:24737308..24735317|protein ATPase, coupled to transmembrane movement of substances, putative, expressed	LOC_Os01g42900.1	no descriptionvery weakly similar to (98.2)AT2G13610| Symbols:  | ABC transporter family protein | chr2:5680909-5682858 REVERSEnot assigned	transport.ABC transporters and multidrug resistance systems	34_16

CUST_79023_PI403524517	2	-0.04896784	0.21511555	0.036460876	0.3523364	-0.5178356	-0.0364604	35_22667	"Cluster: Hypothetical protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10N23	0	0	CHR03V5|COORD:9807199..9807949|protein hypothetical protein	LOC_Os03g17670.1	no description	not assigned.unknown	35_2

CUST_17370_PI404877155	2	0.053297997	-0.3521881	-0.122873306	0.100792885	0.17881298	-0.053297997	HU08P15u_s_at	ferredoxin-NADP+ reductase [Oryza sativa] gb|AAK72892.1| ferredoxin-NADP+ reductase [Oryza sativa] pir||T03758 probable ferredoxin-NADP redu	NP_909912.1	ferredoxin--NADP(+) reductase, putative / adrenodoxin reductase, putative	At1g30510.2	protein ferredoxin-NADP+ reductase	Os03g57120	ferredoxin-NADP+ reductase	OPP.electron transfer	7_3

CUST_13246_PI399408534	2	-0.09920025	0.19635391	0.040348053	0.0059719086	-0.0059728622	-0.06601524	35_21053	"Cluster: Putative TGACG-motif binding factor; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative TGACG-motif binding factor - Oryza sativa (japonica cult"	UniRef90_Q5VR11	"CHR5V7|COORD:3593584..3594801| HY5 (ELONGATED HYPOCOTYL 5); DNA binding / transcription factor"	AT5G11260.1	CHR01V5|COORD:3808871..3807951|protein transcription factor HY5, putative, expressed	LOC_Os01g07880.1	" no descriptionvery weakly similar to (84.0)AT5G11260| Symbols: TED 5, HY5 | HY5 (ELONGATED HYPOCOTYL 5); DNA binding / transcription factor | chr5:3593584-3594801 REVERSEnot assigned BRLZ bZIP_2 "	RNA.regulation of transcription.bZIP transcription factor family	27_3_35

CUST_3158_PI403524517	2	0.0011291504	0.006286621	0.058301926	-0.056821823	-0.05973053	-0.0011291504	35_859	"Cluster: 40S ribosomal protein S14-2; n=11; Magnoliophyta|Rep: 40S ribosomal protein S14-2 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9CAX6	CHR3V7|COORD:19514302..19515679| 40S ribosomal protein S14 (RPS14C)	AT3G52580.1	CHR02V5|COORD:3360718..3358902|protein 40S ribosomal protein S14, putative, expressed	LOC_Os02g06700.2	no descriptionmoderately similar to ( 229)AT3G52580| Symbols:  | 40S ribosomal protein S14 (RPS14C) | chr3:19514302-19515679 FORWARDmoderately similar to ( 233)RS142_MAIZE40S ribosomal protein S14 - Zea mays (Maize)not assigned not assigned rps11p RpsK Ribosomal_S11 PRK05309 rps11	protein.synthesis.mito/plastid ribosomal protein.plastid	29_2_1_1

CUST_55511_PI403524517	2	0.031288147	0.25966263	-0.03422737	-0.041116714	-0.023481369	0.023481369	35_15801	"Cluster: Hypothetical protein P0020C11.12-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0020C11.12-1 - Oryza sativa (japonica cultiv"	UniRef90_Q6Z7F3	"CHR1V7|COORD:4947332..4947553| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G02510.1); similar to unknown protein [Oryza sativa (japonica"	AT1G14450.1	CHR02V5|COORD:21412164..21415259|protein expressed protein	LOC_Os02g35610.1	"no descriptionvery weakly similar to (92.0)AT1G14450| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G02510.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD15588.1) | chr1:4947332-4947553 REVERSE"	not assigned.unknown	35_2

CUST_33915_PI399408534	2	0.49256134	0.044775486	0.15523386	-0.23370552	-0.044775486	-0.29641485	35_12240	"Cluster: Zinc finger, C2H2 type family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Zinc finger, C2H2 type family protein, expressed - O"	UniRef90_Q10QG1	"CHR3V7|COORD:18851926..18853810| ATIDD2 (ARABIDOPSIS THALIANA INDETERMINATE(ID)-DOMAIN 2); nucleic acid binding / transcription factor/ zinc ion binding"	AT3G50700.1	CHR03V5|COORD:5113420..5116623|protein nucleic acid binding protein, putative, expressed	LOC_Os03g10140.1	no descriptionmoderately similar to ( 270)AT5G66730| Symbols:  | zinc finger (C2H2 type) family protein | chr5:26659140-26661109 REVERSEnot assigned not assigned PRK07003 PRK12323	RNA.regulation of transcription.C2H2 zinc finger family	27_3_11

CUST_118_PI403524517	2	0.040311813	-0.039506912	0.0064811707	0.018217087	-0.039506912	-0.0064792633	35_30	"Cluster: 60S ribosomal protein L41; n=10; Magnoliophyta|Rep: 60S ribosomal protein L41 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_P62120	CHR3V7|COORD:2586038..2586212| 60S ribosomal protein L41 (RPL41D)	AT3G08520.1	0	0	no descriptionnot assigned Ribosomal_L41	not assigned.unknown	35_2

CUST_8209_PI403524517	2	-0.16743946	-0.46542025	0.057531357	0.4343357	0.05654621	-0.05654621	35_2291	"Cluster: ABC transporter family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: ABC transporter family protein, expressed - Oryza sativa (j"	UniRef90_Q2RAE2	CHR3V7|COORD:21874496..21879678| ATMRP14 (Arabidopsis thaliana multidrug resistance-associated protein 14)	AT3G59140.1	CHR06V5|COORD:3008251..3000106|protein multidrug resistance-associated protein 14, putative, expressed	LOC_Os06g06440.1	no descriptionhighly similar to ( 829)AT3G59140| Symbols: ATMRP14 | ATMRP14 (Arabidopsis thaliana multidrug resistance-associated protein 14) | chr3:21874496-21879678 REVERSEweakly similar to ( 144)MDR_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned ABCC_MRP_domain2 MdlB ABCC_NFT1 SunT ABCC_SUR2 CydD ABCC_Glucan_exporter_like PRK10790 ABCC_CFTR2 ABCC_MsbA ABCC_MRP_Like ABCC_ATM1_transporter ABC_MTABC3_MDL1_MDL2 CydC PRK11176 ABCC_bacteriocin_exporters ABCC_Hemolysin ATM1 PRK11174 PRK11160 ArpD PRK10789 ABCC_Protease_Secretion CcmA ABC_tran ABCC_TAP FepC ABC_cobalt_CbiO_domain1 ABC_PstB_phosphate_transporter ABCC_MRP_domain1 COG4178 AbcC ABC_NikE_OppD_transporters COG1123 ABC_membrane CbiO ABC_PhnC_transporter ABCC_cytochrome_bd ZnuC COG3638 ABC_Org_Solvent_Resistant ABC_ATPase ABC_MetN_methionine_transporter MalK SalX ABC_Metallic_Cations ABC_Carb_Solutes_like ABC_Iron-Siderophores_B12_Hemin ABC_DR_subfamily_A ABC_MJ0796_Lo1CDE_FtsE DppF ABC_drug_resistance_like MglA ABC_Class3 Ttg2A ABC_subfamily_A OpuBA ABC_cobalt_CbiO_domain2 ABC_YhbG ABC_TM1139_LivF_branched DppD ABC_Mj1267_LivG_branched YhbG PotA GlnQ PstB LivF ABC_OpuCA_Osmoprotection ABC_BcrA_bacitracin_resist PvdE ABC_HisP_GlnQ_permeases NatA COG3845 COG4172 ABC_NatA_sodium_exporter ABCC_SUR1_N LivG ABC_KpsT_Wzt PhnK TauB FtsE CysA AppF ABC_ModC_like ABC_NrtD_SsuB_transporters metN ABC_Carb_Monos_I COG4619 COG4559 Uup ABCG_EPDR fecE ABC_putative_ATPase ABC_DrrA ModC btuD ABC_PotA_N TagH ABC_ModC_molybdenum_transporter araG SapF PRK10895 ABC_CysA_sulfate_importer CeuD PRK10419 PRK10575 COG4181 ABC_FtsE_transporter ModF ABC_MalK_N PRK10070 ThiQ PRK10522 livF znuC ABC_Pro_Gly_Bertaine ABCD_peroxisomal_ALDP PRK10851 ABC_Carb_Monos_II COG4152 PRK10744 dppF fbpC ProV PRK10535 ABC_ThiQ_thiamine_transporter CcmA PRK11264 COG4674 ABCC_CFTR1 ssuB oppD modC PRK10261 ABCG_White sufC potA PRK10247 HisP ABC_CcmA_heme_exporter PRK10253 PRK03695 COG4586 PRK10619 TauB potG PRK10982 ArtP phnK thiQ ABC_FeS_Assembly ABCF_EF-3 glnQ livG PRK09700 ugpC ABC_RNaseL_inhibitor_domain2 COG4136 PRK11831 artP ABC_NatA_like PhnK PRK11819 PRK10584 lolD tauB PRK10908 PRK09984	transport.ABC transporters and multidrug resistance systems	34_16

CUST_130316_PI403524517	2	0.23568583	-0.35712433	-0.19160652	0.3263092	-0.34828138	0.19160652	35_36597	"Cluster: 40S ribosomal protein S15; n=3; Oryza sativa|Rep: 40S ribosomal protein S15 - Oryza sativa (Rice)"	UniRef90_P31674	"CHR1V7|COORD:1141851..1142959| RPS15 (RIBOSOMAL PROTEIN S15); structural constituent of ribosome"	AT1G04270.2	CHR03V5|COORD:33232243..33229629|protein 40S ribosomal protein S15, putative, expressed	LOC_Os03g58430.1	no descriptionvery weakly similar to (65.9)AT5G09500| Symbols:  | 40S ribosomal protein S15 (RPS15C) | chr5:2954045-2954851 REVERSEvery weakly similar to (74.7)RS15_ORYSAnot assigned	protein.synthesis.misc ribososomal protein	29_2_2

CUST_80386_PI403524517	2	-0.02934742	-0.049783707	-0.079577446	0.04553318	0.02934742	0.03793049	35_23055	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q84T58	"CHR3V7|COORD:16885551..16886969| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G53020.1); similar to Os03g0853600 [Oryza sativa (japonica"	AT3G45900.1	CHR03V5|COORD:35899475..35895128|protein conserved hypothetical protein	LOC_Os03g63660.1	"no descriptionmoderately similar to ( 260)AT3G45900| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G53020.1); similar to Os03g0853600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001051930.1); similar to putative 200 kDa antigen p200 [Oryza sativa (japonica cultivar-group)] (GB:BAD88062.1); contains domain TRANSCRIPTION FACTOR X1-LIKE (PTHR21596:SF1); contains domain RIBONUCLEASE P PROTEIN SUBUNIT P38-RELATED (PTHR21596); contains domain Tubulin chaperone cofactor A (SSF46988) | chr3:16885551-16886969 REVERSE"	not assigned.unknown	35_2

CUST_56011_PI403524517	2	0.1817236	-0.8476219	-0.13234043	-3.5381317E-4	0.0014591217	3.5381317E-4	35_15944	Rep: Proteasome subunit beta type 3 - Oryza sativa (Rice)	UniRef90_Q9LST7	"CHR1V7|COORD:7626383..7628059| PBC1 (20S proteasome beta subunit C1); peptidase"	AT1G21720.1	CHR06V5|COORD:26203626..26198323|protein proteasome subunit beta type 3, putative, expressed	LOC_Os06g43570.1	"no descriptionmoderately similar to ( 371)AT1G21720| Symbols: PBC1 | PBC1 (20S proteasome beta subunit C1); peptidase | chr1:7626383-7628059 FORWARDmoderately similar to ( 388)PSB3_ORYSAnot assigned not assigned not assigned not assigned not assigned proteasome_beta_type_3 proteasome_beta proteasome_protease_HslV Proteasome PRE1 proteasome_beta_archeal Ntn_hydrolase proteasome_beta_type_1 proteasome_beta_type_6 proteasome_beta_type_4 proteasome_beta_type_2 proteasome_alpha proteasome_beta_type_5"	protein.degradation.ubiquitin.proteasom	29_5_11_20

CUST_71696_PI403524517	2	-0.05487442	-0.014448166	0.115523815	-0.026444435	0.014448166	0.19795465	35_20551	"Cluster: Oxidoreductase, zinc-binding dehydrogenase family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Oxidoreductase, zinc-binding"	UniRef90_Q10QP0	CHR5V7|COORD:16911315..16914678| alcohol dehydrogenase, putative	AT5G42250.1	CHR03V5|COORD:4659082..4646378|protein alcohol dehydrogenase 1, putative, expressed	LOC_Os03g08999.1	 no descriptionweakly similar to ( 180)AT5G42250| Symbols:  | alcohol dehydrogenase, putative | chr5:16911315-16914678 FORWARDweakly similar to ( 155)ADH1_MAIZEAlcohol dehydrogenase 1 - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned AdhC AdhP ADH_N Tdh PRK10083 PRK09422 Qor tdh 	fermentation.ADH	5_3

CUST_132564_PI403524517	2	0.25123787	0.2130003	0.0039458275	-0.23889971	-0.062119007	-0.0039463043	35_37228	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_23365_PI399408534	2	-0.007674217	0.8339381	-0.004257202	0.10530996	0.004257202	-0.06901312	35_3557	"Cluster: Chitin-inducible gibberellin-responsive protein 2, putative, expressed; n=4; Oryza sativa (japonica cultivar-group)|Rep: Chitin-inducible"	UniRef90_Q339D4	"CHR5V7|COORD:19539723..19541279| PAT1 (PHYTOCHROME A SIGNAL TRANSDUCTION 1); transcription factor"	AT5G48150.2	CHR10V5|COORD:11277652..11273730|protein chitin-inducible gibberellin-responsive protein 2, putative, expressed	LOC_Os10g22430.1	"no descriptionvery weakly similar to (89.4)AT5G48150| Symbols: PAT1 | PAT1 (PHYTOCHROME A SIGNAL TRANSDUCTION 1); transcription factor | chr5:19539723-19541279 REVERSEvery weakly similar to (95.1)CIGR2_ORYSA"	RNA.regulation of transcription.GRAS transcription factor family	27_3_21

CUST_106389_PI403524517	2	-0.02047062	0.630393	0.13528538	-0.04168701	-0.20397854	0.02047062	35_30280	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_5536_PI403524517	2	0.26497746	-0.3871994	-0.015051365	0.5143714	-0.34169483	0.015051365	35_1526	"Cluster: Eukaryotic initiation factor iso-4F subunit p82-34 (eIF-(iso)4F p82- 34); n=2; Triticum aestivum|Rep: Eukaryotic initiation factor iso-4F subunit p82-3"	UniRef90_Q03387	CHR5V7|COORD:23456981..23460659| eukaryotic translation initiation factor 4F, putative / eIF-4F, putative	AT5G57870.2	CHR04V5|COORD:24733168..24726996|protein eukaryotic initiation factor iso-4F subunit p82-34, putative, expressed	LOC_Os04g42140.1	 no descriptionweakly similar to ( 162)AT5G57870| Symbols:  | eukaryotic translation initiation factor 4F, putative / eIF-4F, putative | chr5:23456981-23460659 FORWARDmoderately similar to ( 258)IF41_WHEATEukaryotic initiation factor iso-4F subunit p82-34 - Triticum aestivum (Wheat)not assigned TT_ORF1 Protamine_P1 	protein.synthesis.initiation	29_2_3

CUST_80058_PI403524517	2	-0.04519558	-0.8217859	-0.0719614	0.13440323	0.04519558	0.19444847	35_22957	Rep: Ida like-protein 4-related - Medicago truncatula (Barrel medic)	UniRef90_Q1SNA3	CHR3V7|COORD:21489288..21494200| DNAJ heat shock N-terminal domain-containing protein	AT3G58020.1	0	0	no description	not assigned.unknown	35_2

CUST_102025_PI403524517	2	0.19742393	-0.096134186	0.07322407	-0.07322407	-0.24476004	0.12859488	35_29108	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_12265_PI403524517	2	-1.8871307	0.16705704	0.08730316	1.0189667	-0.72240543	-0.087304115	35_3491	"Cluster: Putative UDP-glucose glucosyltransferase1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative UDP-glucose glucosyltransferase1 - Oryza sativa"	UniRef90_Q6Z684	CHR1V7|COORD:7900511..7902321| transcription factor/ transferase, transferring glycosyl groups	AT1G22380.1	CHR02V5|COORD:31800108..31802017|protein cytokinin-O-glucosyltransferase 2, putative, expressed	LOC_Os02g51930.1	 no descriptionhighly similar to ( 545)AT1G22380| Symbols:  | transcription factor/ transferase, transferring glycosyl groups | chr1:7900511-7902321 REVERSEmoderately similar to ( 218)UFO2_MAIZEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned UDPGT Herpes_BLLF1 COG1819 PRK07764 APC_basic PRK12323 PRK07003 Atrophin-1 DUF566 Pneumo_att_G PRK12678 DUF1421 DUF1509 TT_ORF1 KAR9 ROM1 Tymo_45kd_70kd HPC2 AF-4 PRK05648 	misc.UDP glucosyl and glucoronyl transferases	26_2

CUST_20527_PI403524517	2	0.039274693	0.9191284	-0.110310555	0.24759483	-0.039274693	-0.28151798	35_5955	"Cluster: Hypothetical protein P0024G09.30; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0024G09.30 - Oryza sativa (japonica cultivar-g"	UniRef90_Q9ARP1	CHR2V7|COORD:18531494..18533577| thylakoid lumenal 15 kDa protein, chloroplast	AT2G44920.2	CHR01V5|COORD:2382440..2380332|protein uncharacterized low-complexity proteins, putative, expressed	LOC_Os01g05080.1	 no descriptionweakly similar to ( 194)AT2G44920| Symbols:  | thylakoid lumenal 15 kDa protein, chloroplast | chr2:18531494-18533577 FORWARDnot assigned COG1357 Pentapeptide 	not assigned.no ontology	35_1

CUST_73328_PI403524517	2	0.27532482	-0.044285774	-0.22124672	-0.016749382	0.016749382	0.25457668	35_21023	Rep: H0818E04.12 protein - Oryza sativa (Rice)	UniRef90_Q01JH1	"CHR4V7|COORD:17452144..17454623| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G12680.1); similar to Os04g0449500 [Oryza sativa (japonica"	AT4G37030.1	CHR04V5|COORD:22182727..22177458|protein steroid nuclear receptor, ligand-binding, putative, expressed	LOC_Os04g37670.1	" no descriptionweakly similar to ( 135)AT4G37030| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G12680.1); similar to Os04g0449500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001052932.1); similar to Steroid nuclear receptor, ligand-binding [Medicago truncatula] (GB:ABE92684.1) | chr4:17452144-17454623 FORWARD"	not assigned.unknown	35_2

CUST_62575_PI403524517	2	0.0039043427	0.49947262	-0.0039052963	-0.111540794	-0.2749157	0.110305786	35_17842	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_60665_PI403524517	2	0.05474186	0.0024814606	0.008311272	-0.028312683	-0.058325768	-0.0024814606	35_17304	"Cluster: Hypothetical protein OSJNBb0044B19.3; n=2; Oryza sativa|Rep: Hypothetical protein OSJNBb0044B19.3 - Oryza sativa (Rice)"	UniRef90_Q7G7X0	CHR1V7|COORD:991251..992851| ATNAP4 (ARABIDOPSIS THALIANA NON-INTRINSIC ABC PROTEIN 4)	AT1G03900.1	CHR10V5|COORD:17397043..17400168|protein adaptin ear-binding coat-associated protein 2, putative, expressed	LOC_Os10g33630.2	no descriptionmoderately similar to ( 357)AT1G03900| Symbols: ATNAP4 | ATNAP4 (ARABIDOPSIS THALIANA NON-INTRINSIC ABC PROTEIN 4) | chr1:991251-992851 FORWARDnot assigned DUF1681	not assigned.unknown	35_2

CUST_68339_PI403524517	2	-0.38923073	0.2220273	-0.17079687	0.97659063	-0.50794077	0.17079687	35_19540	"Cluster: Hypothetical protein OJ1448_G06.9; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1448_G06.9 - Oryza sativa (japonica cultivar"	UniRef90_Q6Z7L2	"CHR2V7|COORD:13588768..13589055| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G05575.1); similar to hypothetical protein [Oryza sativa (japonica"	AT2G31945.1	CHR02V5|COORD:32680959..32680209|protein expressed protein	LOC_Os02g53410.1	"no descriptionvery weakly similar to (60.1)AT2G31945| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G05575.1); similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:BAD38225.1); similar to Os06g0207200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001057099.1); similar to Os02g0774200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001048273.1) | chr2:13588768-13589055 FORWARD"	not assigned.unknown	35_2

CUST_922_PI399408534	2	0.018016815	-0.4498787	-0.11606026	0.025943756	0.06376076	-0.018018723	35_14397	Rep: SAR DNA binding protein - Oryza sativa (Rice)	UniRef90_O80401	CHR3V7|COORD:1413180..1415570| SAR DNA-binding protein, putative	AT3G05060.1	CHR03V5|COORD:13109059..13104977|protein nucleolar protein NOP5, putative, expressed	LOC_Os03g22730.3	 no descriptionhighly similar to ( 688)AT3G05060| Symbols:  | SAR DNA-binding protein, putative | chr3:1413180-1415570 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned SIK1 Nop NOSIC NOP5NT tolA TolA TolA TT_ORF1 Caldesmon 	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_45937_PI403524517	2	-0.059773922	0.13641739	0.059773922	0.12300873	-0.2926607	-0.4221182	35_13160	"Cluster: Os01g0974300 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0974300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JFL1	"CHR3V7|COORD:3996480..4003664| similar to Os01g0974300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001045553.1); similar to hypothetical protein"	AT3G12590.1	CHR01V5|COORD:43385697..43376010|protein expressed protein	LOC_Os01g74310.1	"no descriptionweakly similar to ( 176)AT3G12590| Symbols:  | similar to Os01g0974300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001045553.1); similar to hypothetical protein DDBDRAFT_0205357 [Dictyostelium discoideum AX4] (GB:XP_642273.1); contains domain ARM repeat (SSF48371) | chr3:3996480-4003664 REVERSE"	not assigned.unknown	35_2

CUST_24172_PI399408534	2	0.005364895	-1.0441308	-0.0053653717	0.23549652	-0.07939148	0.008596897	35_15263	"Cluster: Ras-related GTP-binding protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Ras-related GTP-binding protein - Oryza sativa (japonica cultivar-gro"	UniRef90_Q852B4	"CHR1V7|COORD:2276267..2277151| AtRABA2b (Arabidopsis Rab GTPase homolog A2b); GTP binding"	AT1G07410.1	CHR03V5|COORD:34535451..34532063|protein ras-related protein Rab11A, putative, expressed	LOC_Os03g60870.1	"no descriptionmoderately similar to ( 371)AT1G07410| Symbols: AtRABA2b | AtRABA2b (Arabidopsis Rab GTPase homolog A2b); GTP binding | chr1:2276267-2277151 FORWARDmoderately similar to ( 381)RB11C_LOTJARas-related protein Rab11C - Lotus japonicusnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Rab11_like RAB Rab Ras Rab8_Rab10_Rab13_like Rab2 Rab5_related Rab1_Ypt1 Rab4 Rab19 Rab14 Rab18 Rab6 Rab39 Rab35 Rab26 Rab30 Rab21 RabA_like Rab7 Rab3 Rab15 Rab27A Rab32_Rab38 Ras_like_GTPase Ras Rab12 RJL Rab33B_Rab33A COG1100 RAS Rab9 Rab40 Rab23_lke Rab24 RalA_RalB Ras2 Rab28 RabL2 RheB M_R_Ras_like Rab36_Rab34 RERG_RasL11_like Rap_like H_N_K_Ras_like Rho Ran RSR1 RabL4 Rap1 RHO Rap2 Spg1 ARHI_like Rho4_like Rit_Rin_Ric Rab20 Wrch_1 RAN RGK Miro Ras_dva Rho2 Rho3 RhoA_like Tc10 Rac1_like Rop_like RhoG Rhes_like Arf_Arl RabL3 Miro1 Rnd Rnd3_RhoE_Rho8 Cdc42 Arl5_Arl8 Arf Rnd1_Rho6 Arfrp1 Arl4_Arl7 Rnd2_Rho7 RRP22 ARLTS1 Arl10_like ARF ARD1 Arf1_5_like Arf6 COG2229 Arl2 RhoBTB ThdF"	signalling.G-proteins	30_5

CUST_28478_PI399408534	2	0.4276495	-0.3353958	-0.68462276	0.48878956	0.026927948	-0.026927948	35_20026	"Cluster: Putative Myb-like DNA-binding protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Myb-like DNA-binding protein - Oryza sativa (japonica"	UniRef90_Q7Y0B7	CHR1V7|COORD:18346393..18347769| myb family transcription factor	AT1G49560.1	CHR03V5|COORD:31582727..31585102|protein DNA binding protein, putative, expressed	LOC_Os03g55590.1	no descriptionweakly similar to ( 110)AT2G03500| Symbols:  | myb family transcription factor | chr2:1059923-1062256 FORWARD	RNA.regulation of transcription.G2-like transcription factor family, GARP	27_3_20

CUST_99279_PI403524517	2	-0.31704712	-1.2104926	0.18061447	0.43224907	0.5779562	-0.18061447	35_28339	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_47672_PI403524517	2	0.11962223	0.45100975	0.062163353	-0.1799345	-0.062164307	-0.18300629	35_13641	"Cluster: Os08g0519800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os08g0519800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J4D8	"CHR4V7|COORD:13155527..13159087| APUM6 (ARABIDOPSIS PUMILIO 6); RNA binding"	AT4G25880.1	CHR08V5|COORD:25696200..25711751|protein pumilio domain-containing protein PPD1, putative, expressed	LOC_Os08g40830.3	"no descriptionweakly similar to ( 172)AT4G25880| Symbols: APUM6 | APUM6 (ARABIDOPSIS PUMILIO 6); RNA binding | chr4:13155527-13159079 FORWARDnot assigned not assigned COG5099"	not assigned.no ontology.pumilio/Puf RNA-binding domain-containing protein	35_1_12

CUST_32795_PI399408534	2	-0.017958641	0.10671902	0.017957687	-0.110961914	0.025838852	-0.061914444	35_4934	"Cluster: Os04g0177600 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os04g0177600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JF03	"CHR5V7|COORD:17487219..17490657| ATARP9 (ACTIN-RELATED PROTEIN 9); protein binding"	AT5G43500.2	CHR04V5|COORD:5286520..5270868|protein ATARP9, putative, expressed	LOC_Os04g09860.2	"no descriptionhighly similar to ( 603)AT5G43500| Symbols: ATARP9 | ATARP9 (ACTIN-RELATED PROTEIN 9); protein binding | chr5:17487266-17490657 FORWARDvery weakly similar to (62.4)ACT_CHLREActin - Chlamydomonas reinhardtiinot assigned not assigned not assigned not assigned not assigned ACTIN ACTIN COG5277 Actin"	cell.organisation	31_1

CUST_70667_PI403524517	2	0.0211277	-0.2595997	0.068403244	-0.021126747	0.041659355	-0.09817219	35_20245	"Cluster: Putative ring finger protein 10; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ring finger protein 10 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q67UM6	CHR3V7|COORD:9825007..9828507| zinc finger (C3HC4-type RING finger) family protein	AT3G26730.1	CHR02V5|COORD:18649402..18643428|protein zinc finger, C3HC4 type family protein, expressed	LOC_Os02g31150.1	no descriptionmoderately similar to ( 429)AT3G26730| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr3:9825007-9828507 FORWARDnot assigned not assigned not assigned RING RING PEX10	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_103094_PI403524517	2	0.18596983	0.10752201	-0.02006483	-0.011916637	0.011917114	-0.1516962	35_29399	"Cluster: PRIP-interacting protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: PRIP-interacting protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69KM6	"CHR1V7|COORD:10820820..10823623| similar to WW domain-containing protein [Arabidopsis thaliana] (TAIR:AT1G45231.2); similar to PRIP-interacting"	AT1G30550.1	CHR06V5|COORD:4400652..4402236|protein RNA methyltransferase NCOA6IP, expressed	LOC_Os06g08800.1	"no descriptionvery weakly similar to (63.9)AT1G30550| Symbols:  | similar to WW domain-containing protein [Arabidopsis thaliana] (TAIR:AT1G45231.2); similar to PRIP-interacting protein-like [Oryza sativa (japonica cultivar-group)] (GB:BAD36514.1); contains InterPro domain SAM (and some other nucleotide) binding motif; (InterPro:IPR000051) | chr1:10820820-10823623 REVERSEnot assigned Methyltransf_15 COG0116"	not assigned.no ontology	35_1

CUST_28790_PI399408534	2	-0.059283257	0.20758533	0.059283257	-0.26636505	0.12093449	-0.19847202	35_7719	"Cluster: DNA-binding family protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: DNA-binding family protein, putative, expressed - Ory"	UniRef90_Q10T05	CHR2V7|COORD:18878975..18880531| DNA-binding family protein	AT2G45850.2	CHR03V5|COORD:325337..322652|protein DNA binding protein, putative, expressed	LOC_Os03g01540.1	no descriptionvery weakly similar to (85.1)AT2G45850| Symbols:  | DNA-binding family protein | chr2:18878975-18880531 REVERSEDUF296	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_4538_PI403524517	2	0.04814911	0.42883492	-0.20187187	-0.11790657	0.057362556	-0.048150063	35_1251	"Cluster: Arabinoxylan arabinofuranohydrolase isoenzyme AXAH-II; n=1; Hordeum vulgare|Rep: Arabinoxylan arabinofuranohydrolase isoenzyme AXAH-II - Hordeum vulgar"	UniRef90_Q9ATV7	"CHR3V7|COORD:3361036..3364578| ASD1 (ALPHA-L-ARABINOFURANOSIDASE); hydrolase, acting on glycosyl bonds"	AT3G10740.1	CHR12V5|COORD:1358572..1365649|protein alpha-N-arabinofuranosidase A precursor, putative, expressed	LOC_Os12g03470.4	" no descriptionvery weakly similar to (88.2)AT3G10740| Symbols: ARAF, ASD1 | ASD1 (ALPHA-L-ARABINOFURANOSIDASE); hydrolase, acting on glycosyl bonds | chr3:3361036-3364578 REVERSEAlpha-L-AF_C "	not assigned.no ontology	35_1

CUST_119899_PI403524517	2	-0.12311077	0.33908415	0.10630417	-0.16319275	-0.06465149	0.06465149	35_33910	0	0		0	CHR07V5|COORD:5633095..5629293|protein conserved hypothetical protein	LOC_Os07g10470.1	no description	not assigned.unknown	35_2

CUST_17914_PI403524517	2	0.11807823	-0.0028924942	-0.019788742	-0.15312004	0.013367653	0.0028924942	35_5170	"Cluster: Putative DNA J protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative DNA J protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q688H7	CHR3|COORD:21229986..21231463| DNAJ heat shock N-terminal domain-containing protein, similar to SP:Q9QYI4 DnaJ homolog subfamily B member 12 Mus	AT3G57340.2	CHR05V5|COORD:17364936..17360575|protein chaperone protein dnaJ 49, putative, expressed	LOC_Os05g30130.1	no descriptionvery weakly similar to (70.9)AT3G57340| Symbols:  | DNAJ heat shock N-terminal domain-containing protein | chr3:21230153-21231256 FORWARDDUF1977	stress.abiotic.heat	20_2_1

CUST_117056_PI403524517	2	-0.24035168	0.26948166	0.12489033	-0.036845207	-0.30954647	0.03684616	35_33176	"Cluster: Hypothetical protein P0007D08.32; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0007D08.32 - Oryza sativa (japonica"	UniRef90_Q6ZC58	"CHR1V7|COORD:3366797..3368741| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G21310.1); similar to Protein of unknown function DUF266, plant"	AT1G10280.1	CHR08V5|COORD:543049..540425|protein expressed protein	LOC_Os08g01890.1	" no descriptionvery weakly similar to (65.1)AT1G10280| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G21310.1); similar to Protein of unknown function DUF266, plant [Medicago truncatula] (GB:ABE91847.1); contains InterPro domain Protein of unknown function DUF266, plant; (InterPro:IPR004949) | chr1:3366797-3368741 REVERSEDUF266 "	not assigned.unknown	35_2

CUST_5407_PI403524517	2	-0.003405571	0.500474	-0.01530838	0.003405571	-0.075686455	0.0545187	35_1492	"Cluster: Signal recognition particle 54 kDa protein 3; n=1; Hordeum vulgare|Rep: Signal recognition particle 54 kDa protein 3 - Hordeum vulgare (Barley)"	UniRef90_P49970	CHR1V7|COORD:18088640..18091411| signal recognition particle 54 kDa protein 3 / SRP54 (SRP-54C)	AT1G48900.1	CHR01V5|COORD:32979330..32983449|protein signal recognition particle 54 kDa protein 2, putative, expressed	LOC_Os01g56600.1	no descriptionhighly similar to ( 683)AT1G48900| Symbols:  | signal recognition particle 54 kDa protein 3 / SRP54 (SRP-54C) | chr1:18088699-18091411 REVERSEhighly similar to ( 906)SR543_HORVUSignal recognition particle 54 kDa protein 3 - Hordeum vulgare (Barley)not assigned not assigned Ffh PRK00771 SRP54 PRK10867 SRP FtsY SRP_SPB PRK10416 FlhF flhF SRP54_N PRK12727 PRK12724 flhF flhF PRK12726 flhF AAA PRK12723	protein.targeting.secretory pathway.ER	29_3_4_1

CUST_728_PI403524517	2	0.026023865	-0.0041561127	0.0041542053	0.0041542053	-0.032945633	-0.050258636	35_191	Rep: Victorin binding protein - Avena sativa (Oat)	UniRef90_Q38766	CHR2V7|COORD:11116408..11120864| glycine dehydrogenase (decarboxylating), putative / glycine decarboxylase, putative / glycine cleavage system P-protein, putati	AT2G26080.1	CHR01V5|COORD:29887197..29893912|protein glycine dehydrogenase, mitochondrial precursor, putative, expressed	LOC_Os01g51410.2	 no descriptionweakly similar to ( 158)AT2G26080| Symbols:  | glycine dehydrogenase (decarboxylating), putative / glycine decarboxylase, putative / glycine cleavage system P-protein, putative | chr2:11116408-11120864 REVERSEweakly similar to ( 152)GCSP_PEAGlycine dehydrogenase [decarboxylating], mitochondrial precursor - Pisum sativum (Garden pea)not assigned GDC-P PRK05367 GcvP PRK12566 PRK00451 	amino acid metabolism.degradation.serine-glycine-cysteine group.glycine	13_2_5_2

CUST_69663_PI403524517	2	0.053990364	0.3143196	0.05984497	-0.16717625	-0.21018219	-0.05398941	35_19932	"Cluster: Vegetative cell wall protein; n=1; Chlamydomonas incerta|Rep: Vegetative cell wall protein - Chlamydomonas incerta"	UniRef90_A0N015	CHR5V7|COORD:16803053..16806588| binding	AT5G41950.1	CHR03V5|COORD:749785..755437|protein expressed protein	LOC_Os03g02270.1	no description	not assigned.unknown	35_2

CUST_120505_PI403524517	2	0.006272316	0.24634075	-0.0071611404	-0.15686321	-0.0062732697	0.026433945	35_34064	"Cluster: Speckle-type POZ protein-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Speckle-type POZ protein-like protein - Oryza sativa (japonica"	UniRef90_Q7F241	CHR4V7|COORD:5375888..5376919| BTB/POZ domain-containing protein	AT4G08455.1	CHR07V5|COORD:8987429..8991157|protein TD and POZ domain-containing protein 1, putative, expressed	LOC_Os07g15490.1	no description	not assigned.unknown	35_2

CUST_30576_PI403524517	2	-0.047317505	0.42341757	0.3417039	-0.29853153	0.047317505	-0.43319178	35_8826	"Cluster: Putative heat shock protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative heat shock protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8RYX7	CHR2V7|COORD:8855434..8856896| DNAJ heat shock family protein	AT2G20560.1	CHR01V5|COORD:38336490..38339127|protein dnaJ protein homolog 1, putative, expressed	LOC_Os01g65480.1	no descriptionvery weakly similar to (63.5)AT4G28480| Symbols:  | heat shock protein binding / unfolded protein binding | chr4:14073316-14075097 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DnaJ DnaJ DnaJ PRK10266 PRK10767	stress.abiotic.heat	20_2_1

CUST_141303_PI403524517	2	-0.03759241	0.037591934	0.12905407	0.33812094	-0.08206701	-0.44298744	35_39608	Rep: Not56-like protein - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_O82244	CHR2V7|COORD:19572742..19575291| ALG3 family protein	AT2G47760.1	CHR01V5|COORD:3705818..3702116|protein dolichyl-P-Man Man-PP-dolichyl mannosyltransferase, putative, expressed	LOC_Os01g07720.2	no descriptionvery weakly similar to (50.4)AT2G47760| Symbols:  | catalytic | chr2:19573003-19575291 REVERSEnot assigned	not assigned.no ontology	35_1

CUST_92514_PI403524517	2	0.48757982	0.25732565	0.26306772	-0.28368187	-0.25732565	-0.31023788	35_26452	"Cluster: SCUTL1, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: SCUTL1, putative, expressed - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10P75	0	0	CHR03V5|COORD:7605508..7608731|protein thaumatin-like protein 1 precursor, putative, expressed	LOC_Os03g14050.2	no description	not assigned.unknown	35_2

CUST_172499_PI403524517	2	-0.19123793	0.3950987	-0.021725655	0.22696972	-0.07593584	0.021725655	35_48046	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_113144_PI403524517	2	-0.001897335	0.057636738	0.38604546	0.0018968582	-0.21560097	-0.7655835	35_32115	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QSF1	"CHR1V7|COORD:7613017..7615137| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G21670.1); similar to WD40 domain protein beta Propeller"	AT1G21680.1	CHR12V5|COORD:13885562..13882818|protein expressed protein	LOC_Os12g24330.1	" no descriptionvery weakly similar to (62.8)AT1G21680| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G21670.1); similar to WD40 domain protein beta Propeller [Solibacter usitatus Ellin6076] (GB:YP_828764.1); similar to Os03g0840200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001051846.1); similar to Os07g0638100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001060406.1); contains InterPro domain TolB, C-terminal; (InterPro:IPR011042); contains InterPro domain WD40-like Beta Propeller; (InterPro:IPR011659) | chr1:7613017-7615137 FORWARDTT_ORF1 "	not assigned.no ontology	35_1

CUST_8081_PI403524517	2	-0.10464001	0.1642437	0.015779495	-0.015779495	-0.05406189	0.038305283	35_2252	"Cluster: Hypothetical protein P0465E03.10; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0465E03.10 - Oryza sativa (japonica cultivar-g"	UniRef90_Q69N38	CHR3V7|COORD:18782273..18790201| transducin family protein / WD-40 repeat family protein	AT3G50590.1	CHR09V5|COORD:14403670..14415594|protein nucleotide binding protein, putative, expressed	LOC_Os09g24260.1	no descriptionhighly similar to ( 540)AT3G50590| Symbols:  | transducin family protein / WD-40 repeat family protein | chr3:18782273-18790201 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Atrophin-1 PRK07764	not assigned.no ontology	35_1

CUST_58668_PI403524517	2	0.026118279	0.2473526	0.17703342	-0.17456913	-0.026119232	-0.055229187	35_16735	Rep: AML6 - Hordeum vulgare (Barley)	UniRef90_Q6J736	"CHR5|COORD:24895746..24901376| similar to RNA recognition motif (RRM)-containing protein [Arabidopsis thaliana] (TAIR:At5g07290.1); similar to AML1"	AT5G61960.2	CHR05V5|COORD:145976..138728|protein AML6, putative, expressed	LOC_Os05g01240.5	"no descriptionmoderately similar to ( 296)AT5G61960| Symbols: AML1 | AML1 (ARABIDOPSIS MEI2-LIKE PROTEIN 1); RNA binding | chr5:24896227-24900709 REVERSEvery weakly similar to (59.3)TE1_MAIZEProtein terminal ear1 - Zea mays (Maize)not assigned not assigned RRM COG0724"	cell.division	31_2

CUST_33124_PI403524517	2	-0.0020165443	0.010613918	0.0020165443	-0.08707428	0.06974411	-0.23456907	35_9551	Rep: B1011H02.4 protein - Oryza sativa (Rice)	UniRef90_Q25AG9	CHR5V7|COORD:3336336..3339352| glycosyl hydrolase family 3 protein	AT5G10560.1	CHR04V5|COORD:26327843..26324143|protein beta-D-xylosidase, putative, expressed	LOC_Os04g44840.1	no descriptionweakly similar to ( 126)AT5G10560| Symbols:  | glycosyl hydrolase family 3 protein | chr5:3336336-3339352 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07764 PRK12323 Coprinus_mating	cell wall.degradation.mannan-xylose-arabinose-fucose	10_6_2

CUST_13590_PI403524517	2	-0.09538746	-0.5911026	0.004760742	0.23799324	0.2690115	-0.004760742	35_3899	"Cluster: Os07g0606900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0606900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D4S7	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	CHR07V5|COORD:24935374..24932567|protein expressed protein	LOC_Os07g41600.1	no descriptionvery weakly similar to (56.2)AT4G16380| Symbols:  | metal ion binding | chr4:9254659-9255527 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK12678 PRK07003 DUF1777 Tymo_45kd_70kd PRK07764	not assigned.unknown	35_2

CUST_69122_PI403524517	2	-0.033477783	0.0028162003	0.12670326	0.019459724	-0.035485268	-0.0028152466	35_19777	Rep: OsIre1p - Oryza sativa (Rice)	UniRef90_Q9FS17	"CHR2V7|COORD:7624586..7628011| IRE1A (Yeast endoribonuclease/protein kinase IRE1-like gene); kinase"	AT2G17520.1	CHR07V5|COORD:16868774..16873661|protein ire1 homolog-1, putative, expressed	LOC_Os07g28820.1	"no descriptionmoderately similar to ( 499)AT2G17520| Symbols: IRE1A | IRE1A (Yeast endoribonuclease/protein kinase IRE1-like gene); kinase | chr2:7624586-7628011 FORWARDvery weakly similar to (83.6)M2K1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc Ribonuc_2-5A S_TKc Pkinase PTKc Pkinase_Tyr SPS1 TyrKc PTKc_Fes_like PTKc_Jak_rpt2 PTKc_Csk_like PTKc_Src_like PTKc_Syk_like PTKc_Srm_Brk PTKc_EphR PTKc_Chk PTKc_Frk_like PTKc_Tec_like PTKc_EphR_A PTK_CCK4 PTKc_Tie1 PTKc_EphR_B PTKc_c-ros PTKc_Lyn PTKc_Itk PTKc_Tie PTKc_FGFR PTKc_Btk_Bmx PTKc_Lck_Blk PTKc_EGFR_like PTKc_Fes PTKc_Tie2 PTKc_Yes PTKc_Ack_like PTKc_TrkB PTKc_EphR_A2 PTKc_Fer PTKc_RET PUG PTKc_Jak2_Jak3_rpt2 PTKc_Tec_Rlk PTKc_Trk PTKc_Fyn_Yrk PTKc_Musk PTKc_Csk PTKc_TrkC PTKc_Hck PTKc_Src PTKc_Syk PTKc_Ror PTKc_FGFR4 PTKc_InsR_like PTKc_ALK_LTK PTKc_FAK PTKc_TrkA PTKc_Met_Ron PTKc_EphR_A10 PTKc_DDR PTKc_EGFR PTKc_HER4 PTKc_InsR PTKc_Abl PTKc_Tyk2_rpt2 PTKc_HER2 PTKc_PDGFR PTKc_DDR1 PTKc_Zap-70 PTKc_Ror2 PTKc_DDR_like PTKc_FGFR1 PTKc_Jak1_rpt2 PTK_Ryk PTKc_FGFR3 PTKc_PDGFR_alpha PTKc_Aatyk1_Aatyk3 PTKc_Aatyk2 PTKc_FGFR2 PTKc_IGF-1R PTKc_Axl PTKc_PDGFR_beta PTKc_Aatyk PTKc_Tyro3 PTKc_CSF-1R PTKc_Axl_like"	protein.postranslational modification	29_4

CUST_8831_PI403524517	2	0.037853718	0.09752798	0.20197868	-0.03785324	-0.26405954	-0.1287818	35_2476	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_75860_PI403524517	2	-0.12540054	0.45906162	0.19617653	-0.11149025	0.0802269	-0.0802269	35_21745	"Cluster: Os02g0543900 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0543900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E0J8	0	0	CHR02V5|COORD:20221158..20229248|protein transposon protein, putative, CACTA, En/Spm sub-class, expressed	LOC_Os02g33944.1	no description	not assigned.unknown	35_2

CUST_119025_PI403524517	2	0.25317764	0.70861864	-0.17630005	0.08795452	-0.15905762	-0.087955	35_33686	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_4754_PI399408534	2	-0.4808488	-0.57138205	0.1866126	0.27586842	-0.18661213	0.4357252	35_5125	"Cluster: Putative oxidoreductase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative oxidoreductase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q75KC1	"CHR1V7|COORD:5820251..5821734| SRG1 (SENESCENCE-RELATED GENE 1); oxidoreductase, acting on paired donors, with incorporation or reduction of molecular oxygen,"	AT1G17020.1	CHR03V5|COORD:18525553..18527410|protein leucoanthocyanidin dioxygenase, putative, expressed	LOC_Os03g32470.1	" no descriptionmoderately similar to ( 227)AT1G17020| Symbols: ATSRG1, SRG1 | SRG1 (SENESCENCE-RELATED GENE 1); oxidoreductase, acting on paired donors, with incorporation or reduction of molecular oxygen, 2-oxoglutarate as one donor, and incorporation of one atom each of oxygen into both donors | chr1:5820251-5821734 FORWARDweakly similar to ( 141)FLS_PETHYFlavonol synthase/flavanone 3-hydroxylase - Petunia hybrida (Petunia)not assigned PcbC 2OG-FeII_Oxy "	hormone metabolism.ethylene.synthesis-degradation	17_5_1

CUST_48378_PI403524517	2	0.2236929	-1.6492352	-0.4059286	0.5168476	0.393651	-0.2236929	35_13825	Rep: Aquaporin - Zea mays (Maize)	UniRef90_Q84RL7	"CHR3V7|COORD:20313095..20314716| PIP2;5/PIP2D (plasma membrane intrinsic protein 2;5); water channel"	AT3G54820.1	CHR07V5|COORD:15404748..15408107|protein aquaporin PIP2.1, putative, expressed	LOC_Os07g26690.1	" no descriptionmoderately similar to ( 472)AT3G54820| Symbols: PIP2D, PIP2;5 | PIP2;5/PIP2D (plasma membrane intrinsic protein 2;5); water channel | chr3:20313095-20314716 FORWARDhighly similar to ( 531)PIP21_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned MIP MIP GlpF PRK05420 PRK07003 PRK12323 Herpes_BLLF1 APC_basic Atrophin-1 HPC2 PRK07764 Protamine_P1 DUF566 PRK09169 TT_ORF1 DUF936 Tymo_45kd_70kd "	transport.Major Intrinsic Proteins.PIP	34_19_1

CUST_171859_PI403524517	2	0.09013748	0.29511166	0.06925678	-0.3139267	-0.17807865	-0.06925583	35_47880	Rep: LigA - Anaeromyxobacter dehalogenans (strain 2CP-C)	UniRef90_Q2IMJ3		0	CHR10V5|COORD:6323140..6322727|protein expressed protein	LOC_Os10g11830.1	no description	not assigned.unknown	35_2

CUST_100357_PI403524517	2	0.24469566	0.5251436	0.16554356	-0.40681744	-0.58208656	-0.16554356	35_28649	Rep: Putative potassium transporter 8 - Oryza sativa (Rice)	UniRef90_Q8VXB5	"CHR2V7|COORD:16938523..16941594| KT2 (POTASSIUM TRANSPORTER 2); potassium ion transporter"	AT2G40540.1	CHR03V5|COORD:12503309..12507716|protein potassium transporter 8, putative, expressed	LOC_Os03g21890.1	 no descriptionmoderately similar to ( 295)AT2G40540| Symbols: ATKT2, SHY3, KUP2, ATKUP2, TRK2, KT2 | KT2 (POTASSIUM TRANSPORTER 2) | chr2:16938523-16941594 FORWARDmoderately similar to ( 350)HAK8_ORYSAK_trans Kup trkD 	transport.potassium	34_15

CUST_53457_PI403524517	2	-0.020807266	0.012264252	0.027534485	0.03989029	-0.012264252	-0.098623276	35_15207	"Cluster: Ribosomal protein l34; n=4; Magnoliophyta|Rep: Ribosomal protein l34 - Triticum aestivum (Wheat)"	UniRef90_Q5I7K8	CHR1V7|COORD:9315627..9316668| 60S ribosomal protein L34 (RPL34A)	AT1G26880.1	CHR09V5|COORD:14692120..14690167|protein 60S ribosomal protein L34, putative, expressed	LOC_Os09g24690.1	"no descriptionweakly similar to ( 177)AT1G69620| Symbols: RPL34 | RPL34 (RIBOSOMAL PROTEIN L34); structural constituent of ribosome | chr1:26193563-26194744 FORWARDweakly similar to ( 182)RL34_TOBAC60S ribosomal protein L34 - Nicotiana tabacum (Common tobacco)not assigned Ribosomal_L34e RPL34A rpl34e"	protein.synthesis.misc ribososomal protein	29_2_2

CUST_72106_PI403524517	2	0.016151428	-0.43787193	-0.020252228	0.0870142	0.106785774	-0.016150475	35_20668	"Cluster: Os07g0668000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0668000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D3T3	CHR1V7|COORD:20397629..20400569| protein kinase family protein	AT1G54610.1	CHR07V5|COORD:28204599..28209055|protein transposon protein, putative, unclassified, expressed	LOC_Os07g47180.1	no descriptionmoderately similar to ( 370)AT1G54610| Symbols:  | protein kinase family protein | chr1:20397629-20400569 REVERSEweakly similar to ( 109)CDC2A_ANTMACell division control protein 2 homolog A - Antirrhinum majus (Garden snapdragon)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc Pkinase S_TKc SPS1	protein.postranslational modification	29_4

CUST_12752_PI404877155	2	0.06735611	0.1751442	0.014714241	-0.022379875	-0.03562832	-0.014714241	Contig6489_at	putative DNA-binding protein [Oryza sativa (japonica cultivar-group)] gb|AAT39226.1| putative DNA-binding protein [Oryza sativa (japonica cu	XP_475548.1	DNA-binding family protein	At5g60410.2	protein AT5g60420/muf9_70	Os05g03430	"NF-X1  T01688; fruit fly: required for normal development of the CNS"	RNA.regulation of transcription.putative DNA-binding protein	27_3_67

CUST_70931_PI403524517	2	0.14382744	0.85232925	-0.008695602	-0.12187767	-0.048760414	0.008696556	35_20322	"Cluster: Hypothetical protein OSJNBa0008D05.13; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0008D05.13 - Oryza sativa (japonica"	UniRef90_Q5JCW0	CHR2V7|COORD:19493074..19493499| binding	AT2G47485.1	CHR05V5|COORD:16918258..16917740|protein expressed protein	LOC_Os05g29000.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK12678 PRK07003 PRK07764	not assigned.unknown	35_2

CUST_622_PI404877155	2	0.17976093	-0.62129116	-0.3537836	0.23368073	-0.0022974014	0.002298355	Contig10558_at	chloroplast nucleoid DNA-binding protein-related [Arabidopsis thaliana]	NP_563851.1	chloroplast nucleoid DNA-binding protein-related	At1g09750.1	protein Eukaryotic aspartyl protease	Os03g08790	"chloroplast nucleoid DNA-binding protein-related, contains Pfam profile PF00026: Eukaryotic aspartyl protease;b similar to  CND41, chloroplast nucleoid DNA binding protein (GI:2541876) (Nicotiana tabacum)"	RNA.regulation of transcription.unclassified	27_3_99

CUST_23353_PI403524517	2	0.68447876	0.3098135	0.030851364	-0.030850887	-0.2845664	-0.33090878	35_6786	"Cluster: GPI inositol-deacylase PGAP1-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: GPI inositol-deacylase PGAP1-like protein - Oryza sativa (j"	UniRef90_Q67TV0	"CHR3V7|COORD:10097461..10103324| similar to hypothetical protein [Neurospora crassa OR74A] (GB:XP_962691.1); similar to Os09g0266400 [Oryza sativa (japonica"	AT3G27325.1	CHR09V5|COORD:5005931..5019013|protein expressed protein	LOC_Os09g09360.1	"no descriptionmoderately similar to ( 201)AT3G27325| Symbols:  | similar to hypothetical protein [Neurospora crassa OR74A] (GB:XP_962691.1); similar to Os09g0266400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001062719.1); similar to hypothetical protein DDBDRAFT_0218240 [Dictyostelium discoideum AX4] (GB:XP_641187.1); contains InterPro domain PGAP1-like; (InterPro:IPR012908) | chr3:10097461-10103324 FORWARDnot assigned GYF"	not assigned.unknown	35_2

CUST_28267_PI399408534	2	0.11988449	0.05667591	-0.14229298	-0.056674957	-0.2130127	0.16376495	35_7766	"Cluster: Transposon protein, putative, Mutator sub-class, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Transposon protein, putative, Mutator sub-"	UniRef90_Q2QN08	CHR4V7|COORD:17663074..17665293| phototropic-responsive NPH3 family protein	AT4G37590.1	CHR12V5|COORD:24191416..24184822|protein transposon protein, putative, Mutator sub-class, expressed	LOC_Os12g39380.1	no descriptionweakly similar to ( 156)AT2G14820| Symbols:  | phototropic-responsive NPH3 family protein | chr2:6365946-6368382 FORWARDweakly similar to ( 128)NPH3_ORYSANPH3	signalling.light	30_11

CUST_105461_PI403524517	2	0.18539572	0.17794514	0.055749416	-0.09662819	-0.12094021	-0.055749893	35_30035	Rep: Glycosyltransferase - Triticum aestivum (Wheat)	UniRef90_Q5QPZ5		0	CHR01V5|COORD:42457196..42455175|protein glycosyltransferase, putative, expressed	LOC_Os01g72610.1	no description	not assigned.unknown	35_2

CUST_87334_PI403524517	2	0.2768259	0.28677988	-0.0041337013	0.004134178	-0.56810045	-0.78637266	35_25005	"Cluster: Expressed protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53PH6	"CHR3V7|COORD:279178..283406| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G08710.1); similar to expressed protein [Oryza sativa (japonica"	AT3G01780.1	CHR11V5|COORD:3785047..3777972|protein expressed protein	LOC_Os11g07470.1	"no descriptionmoderately similar to ( 446)AT3G01780| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G08710.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:AAX95799.1); similar to Os02g0793100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001048366.1); similar to Calcium-binding EF-hand [Medicago truncatula] (GB:ABE79738.1); contains domain ARM repeat (SSF48371) | chr3:279178-283406 FORWARD"	not assigned.unknown	35_2

CUST_12562_PI403524517	2	-0.35498714	0.48887253	-0.087940216	0.08794117	-0.3044567	0.0911808	35_3591	"Cluster: Phosphatidic acid phosphatase beta-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Phosphatidic acid phosphatase beta-like - Oryza sativa (japon"	UniRef90_Q5N7Q9	"CHR1V7|COORD:5188075..5189471| ATPAP2 (PHOSPHATIDIC ACID PHOSPHATASE 2); phosphatidate phosphatase"	AT1G15080.1	CHR01V5|COORD:28931910..28935061|protein lipid phosphate phosphatase 3, chloroplast precursor, putative, expressed	LOC_Os01g49820.2	" no descriptionmoderately similar to ( 349)AT1G15080| Symbols: ATLPP2, LPP2, ATPAP2 | ATPAP2 (PHOSPHATIDIC ACID PHOSPHATASE 2); phosphatidate phosphatase | chr1:5188075-5189471 FORWARDnot assigned not assigned not assigned not assigned PAP2_containing_1_like PAP2_wunen PAP2 PAP2_like PAP2_like_2 acidPPc PgpB PAP2_like_5 PAP2_lipid_A_1_phosphatase PAP2_like_4 PAP2_containing_2_like PAP2_dolichyldiphosphatase PAP2_Aur1_like DUF566 "	misc.acid and other phosphatases	26_13

CUST_25546_PI403524517	2	0.13707542	-0.14659214	0.059684753	-0.0596838	-0.08108044	0.1328106	35_7402	"Cluster: SAP domain containing protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: SAP domain containing protein, expressed - Oryza sativa (jap"	UniRef90_Q2QX71	0	0	CHR12V5|COORD:3412835..3401730|protein SAP domain containing protein, expressed	LOC_Os12g06980.1	no description	not assigned.unknown	35_2

CUST_18175_PI403524517	2	-0.004511833	0.29649544	0.0045108795	-0.04199791	-0.014978409	0.012857437	35_5247	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q84T66	CHR5V7|COORD:19022878..19024836| RNA recognition motif (RRM)-containing protein	AT5G46840.1	CHR03V5|COORD:35921485..35924755|protein RNA-binding protein 34, putative, expressed	LOC_Os03g63730.1	no descriptionmoderately similar to ( 224)AT5G46840| Symbols:  | RNA recognition motif (RRM)-containing protein | chr5:19023289-19024836 FORWARDnot assigned not assigned not assigned RRM RRM_1 COG0724	RNA.RNA binding	27_4

CUST_84038_PI403524517	2	-0.010497093	0.7336159	-0.039787292	0.010497093	-0.054693222	0.2421894	35_24085	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10LS4	0	0	CHR03V5|COORD:12471766..12479027|protein expressed protein	LOC_Os03g21850.2	no description	not assigned.unknown	35_2

CUST_12335_PI404877155	2	-0.020925522	-1.9902611	-0.14857292	0.05503273	0.081129074	0.02092743	Contig6099_at	PROLIFERATING CELL NUCLEAR ANTIGEN (PCNA) (CYCLIN) pir||S14415 proliferating cell nuclear antigen - rice emb|CAA37979.1| proliferating cell	P17070	proliferating cell nuclear antigen 2 (PCNA2)	At2g29570.1	protein proliferating cell nuclear antigen (pcna)	Os02g56130	proliferating cell nuclear antigen	RNA.regulation of transcription.putative DNA-binding protein	27_3_67

CUST_61221_PI403524517	2	-0.06911564	0.2149334	-0.16910458	-0.006178856	0.006177902	0.049325943	35_17468	"Cluster: Os05g0549100 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0549100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DG76	"CHR1V7|COORD:25876317..25879136| STN7 (STT7 HOMOLOG STN7); kinase/ protein kinase"	AT1G68830.1	CHR05V5|COORD:27166177..27161975|protein serine/threonine-protein kinase SNT7, chloroplast precursor, putative, expressed	LOC_Os05g47560.1	" no descriptionhighly similar to ( 753)AT1G68830| Symbols: STN7 | STN7 (STT7 HOMOLOG STN7); kinase/ protein kinase | chr1:25876317-25879136 REVERSEmoderately similar to ( 298)STT7_CHLRESerine/threonine-protein kinase stt7, chloroplast precursor - Chlamydomonas reinhardtiinot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase SPS1 Pkinase_Tyr PTKc TyrKc Gag_spuma PRK12323 PRK07764 PRK07003 "	PS.lightreaction.state transition	1_1_30

CUST_16474_PI403524517	2	0.0050559044	-1.410039	-0.0050554276	0.27127743	0.0815444	-0.6583128	35_4754	"Cluster: Glutathione S-transferase GST 27; n=1; Zea mays|Rep: Glutathione S-transferase GST 27 - Zea mays (Maize)"	UniRef90_Q9FQB2	"CHR1V7|COORD:3395740..3396808| ATGSTU18 (GLUTATHIONE S-TRANSFERASE 29); glutathione transferase"	AT1G10360.1	CHR10V5|COORD:20158943..20160210|protein glutathione S-transferase GSTU6, putative, expressed	LOC_Os10g38340.1	" no descriptionmoderately similar to ( 211)AT1G10360| Symbols: GST29, ATGSTU18 | ATGSTU18 (GLUTATHIONE S-TRANSFERASE 29); glutathione transferase | chr1:3395740-3396808 REVERSEmoderately similar to ( 240)GSTU6_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned GST_C_Tau GST_N_Tau Gst GST_N_family PRK12678 GST_N GST_C_family GST_N_Zeta APC_basic PRK07764 PRK07003 DUF1509 PRK12323 Gag_spuma Atrophin-1 Tymo_45kd_70kd GST_N_3 Pneumo_att_G DUF566 "	misc.glutathione S transferases	26_9

CUST_120301_PI403524517	2	-0.03776741	-0.15294504	0.037766933	0.28721905	0.5167618	-0.08581352	35_34013	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_87949_PI403524517	2	0.090415955	0.60944843	0.57353306	-0.346303	-0.090415955	-0.36624813	35_25180	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_66184_PI403524517	2	0.11544943	0.0030755997	-0.0030755997	0.28214455	-0.040391922	-0.030297756	35_18900	Rep: Pollen allergen KBG 41 precursor - Poa pratensis (Kentucky bluegrass) (Phalaris japonica)	UniRef90_P22285	CHR4V7|COORD:7758606..7760888| leucine-rich repeat family protein / extensin family protein	AT4G13340.1	CHR03V5|COORD:20523944..20527257|protein ATP binding protein, putative, expressed	LOC_Os03g37120.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pollen_allerg_2 PRK12323 Tymo_45kd_70kd Extensin_2 HPC2 Atrophin-1 PRK07764 PRK07003 DUF1421 KAR9 AF-4 DUF1509 DUF566 Drf_FH1 Totivirus_coat PRK10819 MAP65_ASE1 Pneumo_att_G APC_basic PRK05648 Herpes_BLLF1 IER GRASP55_65 TT_ORF1 Herpes_TAF50	not assigned.unknown	35_2

CUST_84457_PI403524517	2	0.01776886	-0.01776886	-0.025580406	0.18680477	-0.112607956	0.052515984	35_24199	"Cluster: Transcription factor PCF5; n=2; Oryza sativa (japonica cultivar-group)|Rep: Transcription factor PCF5 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5QN53	CHR4V7|COORD:12903370..12906679| protein kinase family protein	AT4G25160.1	CHR10V5|COORD:18912323..18906756|protein ATP-dependent RNA helicase dhh1, putative, expressed	LOC_Os10g35990.2	no descriptionnot assigned	not assigned.unknown	35_2

CUST_69857_PI403524517	2	0.1984787	0.021133423	-0.051403522	0.13928795	-0.021132946	-0.031835556	35_19987	"Cluster: Hypothetical protein P0461A06.6; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0461A06.6 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6ZCR7	"CHR2V7|COORD:6795401..6796870| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G62200.1); similar to EDA32 (embryo sac development arrest 32)"	AT2G15560.1	CHR08V5|COORD:7962203..7957286|protein expressed protein	LOC_Os08g13390.2	"no descriptionweakly similar to ( 144)AT2G15560| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G62200.1); similar to EDA32 (embryo sac development arrest 32) [Arabidopsis thaliana] (TAIR:AT3G62210.1); similar to Os07g0637200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001060400.1); similar to Protein of unknown function DUF537 [Medicago truncatula] (GB:ABE81607.1); similar to Os08g0230500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001061299.1); contains InterPro domain Protein of unknown function DUF537; (InterPro:IPR007491) | chr2:6795401-6796870 REVERSE"	not assigned.unknown	35_2

CUST_77589_PI403524517	2	-1.0944347	2.0522804	-0.8283596	0.14645481	-0.033273697	0.033273697	35_22240	"Cluster: Hypothetical protein P0038F09.17; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0038F09.17 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6Z3B3	"CHR5V7|COORD:18376600..18378023| similar to Os01g0962100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001045475.1); similar to hypothetical protein"	AT5G45310.1	CHR01V5|COORD:42738787..42740075|protein expressed protein	LOC_Os01g73110.1	no description	not assigned.unknown	35_2

CUST_118260_PI403524517	2	-0.99617386	0.83987427	0.058016777	-0.058016777	0.12022591	-1.1546717	35_33489	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_150379_PI403524517	2	-0.0051202774	0.3610959	0.0051202774	-0.12010145	0.02153492	-0.23792696	35_42068	"Cluster: Expressed protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10DY0	CHR4V7|COORD:7517277..7518889| ATP binding	AT4G12790.3	CHR03V5|COORD:28850217..28856098|protein ATP binding protein, putative, expressed	LOC_Os03g50620.2	no descriptionweakly similar to ( 120)AT4G12790| Symbols:  | ATP-binding family protein | chr4:7517277-7518889 REVERSEnot assigned not assigned ATP_bind_1	not assigned.no ontology	35_1

CUST_160029_PI403524517	2	0.045811653	0.34359598	-0.05894375	-0.040210247	0.040210247	-0.67728996	35_44661	"Cluster: Acid phosphatase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Acid phosphatase-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q67WK8	CHR1V7|COORD:4880302..4881779| acid phosphatase, putative	AT1G14290.1	CHR06V5|COORD:6590800..6588804|protein protein SUR2, putative, expressed	LOC_Os06g12250.1	no description	not assigned.unknown	35_2

CUST_2035_PI399408534	2	0.2813592	0.80084324	0.042417526	-0.04325962	-0.19304323	-0.042417526	35_45412	"Cluster: ASF/SF2-like pre-mRNA splicing factor SRP32'; n=1; Zea mays|Rep: ASF/SF2-like pre-mRNA splicing factor SRP32' - Zea mays (Maize)"	UniRef90_Q64HC2	"CHR1V7|COORD:626918..628995| SR1 (splicing factor 2); RNA binding"	AT1G02840.2	CHR03V5|COORD:12793413..12798201|protein pre-mRNA-splicing factor SF2, putative, expressed	LOC_Os03g22380.1	" no descriptionvery weakly similar to (57.8)AT1G02840| Symbols: ATSRP34, SRP34, SR1 | SR1 (splicing factor 2); RNA binding | chr1:626918-629583 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned "	RNA.processing.splicing	27_1_1

CUST_12433_PI399408534	2	0.25894737	0.4122076	0.45154667	-0.25894833	-0.3015442	-0.48732758	35_9245	Rep: H0404F02.3 protein - Oryza sativa (Rice)	UniRef90_Q01KJ4	CHR2V7|COORD:19199175..19201726| rac GTPase activating protein, putative	AT2G46710.1	CHR04V5|COORD:28886945..28890503|protein rac GTPase activating protein 2, putative, expressed	LOC_Os04g48790.1	 no descriptionvery weakly similar to (88.2)AT2G46710| Symbols:  | rac GTPase activating protein, putative | chr2:19199175-19201726 FORWARDnot assigned 	signalling.G-proteins	30_5

CUST_137600_PI403524517	2	0.5074129	0.09542847	-0.0690546	0.06905413	-0.8175063	-0.19609404	35_38588	"Cluster: HEAT repeat, putative; n=4; Oryza sativa (japonica cultivar-group)|Rep: HEAT repeat, putative - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53K35	CHR1V7|COORD:24068895..24085571| translational activator family protein	AT1G64790.1	CHR03V5|COORD:29211091..29222848|protein GCN1-like protein 1, putative, expressed	LOC_Os03g51140.1	no descriptionmoderately similar to ( 372)AT1G64790| Symbols:  | translational activator family protein | chr1:24068895-24085571 REVERSEnot assigned not assigned not assigned COG1413	not assigned.no ontology	35_1

CUST_8173_PI403524517	2	0.067222595	-0.22908592	-0.060767174	0.07765293	-0.0013980865	0.0013980865	35_2282	Rep: OSIGBa0123D13.4 protein - Oryza sativa (Rice)	UniRef90_Q01N45	CHR2V7|COORD:13277165..13278696| serine-type peptidase	AT2G31140.1	CHR04V5|COORD:176937..173052|protein expressed protein	LOC_Os04g01240.1	no descriptionmoderately similar to ( 243)AT2G31140| Symbols:  | serine-type peptidase | chr2:13277165-13278696 FORWARDnot assigned not assigned not assigned	not assigned.unknown	35_2

CUST_92172_PI403524517	2	0.26419973	0.79392385	0.0837245	-0.0837245	-0.23956537	-0.3474326	35_26356	"Cluster: Hypothetical protein CBG21491; n=1; Caenorhabditis briggsae|Rep: Hypothetical protein CBG21491 - Caenorhabditis briggsae"	UniRef90_Q60R78	CHR1V7|COORD:23241239..23242177| invertase/pectin methylesterase inhibitor family protein	AT1G62760.1	CHR05V5|COORD:14336324..14338283|protein tetratricopeptide-like helical, putative, expressed	LOC_Os05g24890.1	no description	not assigned.unknown	35_2

CUST_12483_PI404877155	2	-0.4428692	1.7042322	0.608932	0.0027742386	-0.0027742386	-0.07481909	Contig6208_at	putative C-4 sterol methyl oxidase [Oryza sativa (japonica cultivar-group)] gb|AAP54879.1| putative C-4 sterol methyl oxidase [Oryza sativa	NP_922592.1	sterol desaturase family protein	At4g22756.1	protein Sterol desaturase, putative	Os03g01820	NONE	lipid metabolism.'exotics' (steroids, squalene etc)	11_8

CUST_49832_PI403524517	2	0.02351284	-2.273593	1.131463	1.5115728	-0.66783524	-0.023513794	35_14227	"Cluster: Os02g0712700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os02g0712700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DY65	CHR5V7|COORD:2084095..2086053| lectin protein kinase family protein	AT5G06740.1	CHR02V5|COORD:29517386..29513611|protein lectin-like protein kinase, putative, expressed	LOC_Os02g48210.1	no description	protein.degradation.cysteine protease	29_5_3

CUST_16039_PI404877155	2	0.016789436	0.29164028	-0.025547981	-0.01679039	0.020514488	-0.06782913	Contig9907_s_at	Ras-related protein RGP2 (GTP-binding regulatory protein RGP2) pir||S30273 GTP-binding protein rgp2 - rice	Q40723	Ras-related protein (RAB11A) / small GTP-binding protein, putative	At3g46830.1	protein Ras family, putative	Os05g20050	Ras-related protein RGP2 (GTP-binding regulatory protein RGP2) pir	signalling.G-proteins	30_5

CUST_10075_PI403524517	2	-0.035935402	0.39077663	0.0042037964	-0.07917309	-0.0042037964	0.035413742	35_2845	"Cluster: Os04g0629000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os04g0629000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J9V9	"CHR3V7|COORD:7701315..7703225| PEX22 (PEROXIN 22); protein binding"	AT3G21865.1	CHR04V5|COORD:31780303..31783681|protein expressed protein	LOC_Os04g53690.2	"no descriptionweakly similar to ( 141)AT3G21865| Symbols: PEX22 | PEX22 (PEROXIN 22); protein binding | chr3:7701315-7703225 REVERSE"	not assigned.unknown	35_2

CUST_2600_PI403524517	2	-0.036930084	0.10934496	0.036930084	0.22585726	-0.9184842	-0.058497906	35_710	Rep: Chitinase precursor - Oryza sativa (Rice)	UniRef90_Q43294	"CHR3V7|COORD:3962508..3963952| ATHCHIB (BASIC CHITINASE); chitinase"	AT3G12500.1	CHR05V5|COORD:19343273..19344732|protein basic endochitinase A precursor, putative, expressed	LOC_Os05g33130.1	" no descriptionmoderately similar to ( 400)AT3G12500| Symbols: PR3, PR-3, CHI-B, B-CHI, ATHCHIB | ATHCHIB (BASIC CHITINASE); chitinase | chr3:3962508-3963952 REVERSEmoderately similar to ( 423)CHIA_SECCEBasic endochitinase A precursor - Secale cereale (Rye)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Glyco_hydro_19 chitinase_glyco_hydro_19 lysozyme_like Chitin_bind_1 ChtBD1 ChtBD1 COG3179 PRK12678 PRK07003 APC_basic PRK12323 PRK07764 PRK08770 "	stress.biotic	20_1

CUST_37726_PI403524517	2	0.04205513	2.1435766	-0.04205513	0.14403725	-0.2349205	-0.059880257	35_10861	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_10122_PI404877155	2	-0.01180172	-0.07162094	0.116514206	0.005894661	0.060590744	-0.005894661	Contig3816_s_at	ATP-citrate synthase (ATP-citrate (pro-S-)-lyase/citrate cleavage enzyme), putative [Arabidopsis thaliana]	NP_172414.1	ATP-citrate synthase (ATP-citrate (pro-S-)-lyase/citrate cleavage enzyme), putative	At1g09430.1	protein expressed protein	Os12g37870	gi|15217510|ref|NP_172414.1| expressed protein	TCA / org. transformation.other organic acid transformaitons.atp-citrate lyase	8_2_11

CUST_149661_PI403524517	2	0.70954084	0.38813686	0.06855631	-0.32255507	-0.19413805	-0.06855631	35_41868	Rep: N-acetylglucosaminyltransferase 1 - Oryza sativa (Rice)	UniRef90_Q8RW24	"CHR4V7|COORD:17932000..17935203| CGL1 (COMPLEX GLYCAN LESS); transferase, transferring glycosyl groups"	AT4G38240.1	CHR02V5|COORD:35812310..35806734|protein N-acetylglucosaminyltransferase I, putative, expressed	LOC_Os02g58590.1	 no descriptionvery weakly similar to (74.3)AT4G38240| Symbols: GNTI, CGL1 | CGL1 (COMPLEX GLYCAN LESS) | chr4:17932000-17935203 REVERSEnot assigned GNT-I 	protein.glycosylation	29_7

CUST_26305_PI403524517	2	0.13219023	0.34731674	-0.07374716	0.073747635	-0.106423855	-0.09321499	35_7624	"Cluster: Early-responsive to dehydration protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Early-responsive to dehydration"	UniRef90_Q2QLP9	CHR1V7|COORD:21737475..21741830| RXW8	AT1G58520.1	CHR12V5|COORD:27126861..27120849|protein RXW8, putative, expressed	LOC_Os12g43720.1	no descriptionmoderately similar to ( 311)AT1G58520| Symbols: RXW8 | RXW8 | chr1:21737475-21741830 FORWARDnot assigned DUF221 COG5594	stress.abiotic.drought/salt	20_2_3

CUST_71120_PI403524517	2	0.006896019	-0.3599596	-0.006896019	-0.03973961	0.095023155	0.10361385	35_20374	"Cluster: Hypothetical protein OJ1282_H11.22; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1282_H11.22 - Oryza sativa (japonica cultiv"	UniRef90_Q6H657	CHR3|COORD:18388545..18391269| expressed protein	AT3G49590.1	CHR02V5|COORD:25911006..25906943|protein expressed protein	LOC_Os02g43040.1	"no descriptionweakly similar to ( 125)AT3G49590| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G18770.1); similar to IMP dehydrogenase/GMP reductase [Medicago truncatula] (GB:ABE83766.1) | chr3:18388877-18391089 FORWARDnot assigned"	not assigned.unknown	35_2

CUST_15874_PI403524517	2	-9.4127655E-4	9.4127655E-4	-0.051554203	0.078502655	-0.26385498	0.13691664	35_4583	"Cluster: Putative vacuolar sorting receptor protein; n=3; Oryza sativa|Rep: Putative vacuolar sorting receptor protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8H8K1	CHR2V7|COORD:6315977..6319385| vacuolar sorting receptor, putative	AT2G14740.2	CHR10V5|COORD:10087133..10079766|protein vacuolar sorting receptor 3 precursor, putative, expressed	LOC_Os10g20630.1	 no descriptionhighly similar to ( 986)AT2G14740| Symbols:  | vacuolar sorting receptor, putative | chr2:6315977-6319385 FORWARDhighly similar to ( 987)VSR1_PEAVacuolar-sorting receptor 1 precursor - Pisum sativum (Garden pea)not assigned not assigned not assigned not assigned not assigned PA_VSR PA_C_RZF_like PA PA_subtilisin_1 PA PA_GO-like PA_C5a_like PA_1 PA_SaNapH_like 	protein.targeting.secretory pathway.vacuole	29_3_4_3

CUST_34334_PI403524517	2	-0.13291359	-0.2932167	0.19307613	0.15779781	-0.0085372925	0.008536339	35_9898	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QN39	CHR4|COORD:16249727..16251384| expressed protein	AT4G33890.2	CHR12V5|COORD:24011648..24013572|protein expressed protein	LOC_Os12g39090.2	"no descriptionvery weakly similar to (82.0)AT4G33890| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G14850.1); similar to hypothetical protein MA4_8L21.20 [Musa acuminata] (GB:ABF70007.1) | chr4:16250062-16251090 FORWARD"	not assigned.unknown	35_2

CUST_38810_PI403524517	2	-0.40428925	0.06905365	0.19068909	0.11185932	-0.27077675	-0.069052696	35_11169	"Cluster: Multidrug resistance associated protein MRP2; n=2; Triticeae|Rep: Multidrug resistance associated protein MRP2 - Triticum aestivum (Wheat)"	UniRef90_Q71CZ3	CHR3V7|COORD:4196026..4201257| ATMRP3 (Arabidopsis thaliana multidrug resistance-associated protein 3)	AT3G13080.1	CHR01V5|COORD:3801330..3807871|protein multidrug resistance-associated protein 3, putative, expressed	LOC_Os01g07870.1	 no descriptionmoderately similar to ( 457)AT3G13080| Symbols: MRP3, ATMRP3 | ATMRP3 (Arabidopsis thaliana multidrug resistance-associated protein 3) | chr3:4197613-4201257 REVERSEvery weakly similar to (79.7)MDR_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned ABCC_MRP_domain2 MdlB ABCC_NFT1 SunT ABCC_SUR2 CydD ABCC_Glucan_exporter_like CydC ABCC_MRP_Like ABCC_ATM1_transporter ABCC_bacteriocin_exporters ATM1 ABCC_MsbA ABC_MTABC3_MDL1_MDL2 ABCC_CFTR2 PRK10790 PRK11174 PRK11160 ABCC_Hemolysin PRK11176 ABC_tran ABCC_Protease_Secretion ABC_PstB_phosphate_transporter ABCC_cytochrome_bd ABCC_TAP ABCC_MRP_domain1 FepC PRK10789 CcmA ABC_NikE_OppD_transporters ArpD ABC_ATPase ABC_cobalt_CbiO_domain1 ABC_drug_resistance_like ABC_Org_Solvent_Resistant AbcC ABC_Iron-Siderophores_B12_Hemin ABC_DR_subfamily_A CbiO ABC_subfamily_A Ttg2A ABC_PhnC_transporter ABC_TM1139_LivF_branched PRK10522 GlnQ PstB DppF ABC_cobalt_CbiO_domain2 ABC_Carb_Solutes_like LivF COG3638 ABC_HisP_GlnQ_permeases ABC_Class3 ABC_MJ0796_Lo1CDE_FtsE COG1123 fecE ABC_MetN_methionine_transporter OpuBA SalX MglA COG4172 MalK CeuD FtsE ZnuC ABC_BcrA_bacitracin_resist DppD ABC_FtsE_transporter ABC_Metallic_Cations ProV YhbG ABC_OpuCA_Osmoprotection COG4619 ABC_KpsT_Wzt ABC_membrane PotA COG3845 ABCC_SUR1_N PhnK COG4559 ABC_Mj1267_LivG_branched PvdE Uup ABC_Carb_Monos_I ABC_FeS_Assembly TagH btuD PRK10253 ABC_NrtD_SsuB_transporters ABC_YhbG ABC_DrrA ABC_NatA_sodium_exporter PRK10247 metN sufC TauB PRK10575 ABC_Pro_Gly_Bertaine PRK10070 ABCC_CFTR1 PRK11831 	transport.ABC transporters and multidrug resistance systems	34_16

CUST_28293_PI403524517	2	-0.35515642	-0.8611746	0.22897577	0.84675217	0.8451433	-0.22897625	35_8179	"Cluster: Hypothetical protein OSJNBa0093B11.16; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0093B11.16 - Oryza sativa (japonica"	UniRef90_Q9AV54	CHR1V7|COORD:11399903..11405702| actin binding	AT1G31810.1	CHR10V5|COORD:17815487..17815951|protein hypothetical protein	LOC_Os10g34010.1	no descriptionnot assigned not assigned not assigned not assigned PRK12323 PRK07764 PRK07003 Tymo_45kd_70kd	not assigned.unknown	35_2

CUST_12848_PI404877155	2	-0.14482307	0.0787878	0.063524246	0.022657394	-0.022657394	-0.022657394	Contig658_s_at	DEAD box RNA helicase [Zea mays]	AAR29370.1	ethylene-responsive DEAD box RNA helicase, putative (RH30)	At5g63120.2	protein DEAD/DEAH box helicase, putative	Os01g68320	putative RNA helicase	RNA.processing.RNA helicase	27_1_2

CUST_6795_PI399408534	2	0.02004528	0.7161522	-0.0068302155	-0.23464108	-0.36979914	0.006831169	35_9453	"Cluster: Extra-large guanine nucleotide binding protein, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Extra-large guanine nucleotide"	UniRef90_Q2QMS5	"CHR2V7|COORD:10002779..10006025| XLG1 (EXTRA-LARGE G-PROTEIN 1); signal transducer"	AT2G23460.1	CHR12V5|COORD:24843800..24838937|protein XLG, putative, expressed	LOC_Os12g40190.1	" no descriptionmoderately similar to ( 292)AT2G23460| Symbols: ATXLG1, XLG1 | XLG1 (EXTRA-LARGE G-PROTEIN 1); signal transducer | chr2:10002779-10006025 FORWARDnot assigned G-alpha "	signalling.G-proteins	30_5

CUST_75285_PI403524517	2	-0.01911068	0.37805557	0.056714058	-0.052736282	0.005420685	-0.005420685	35_21580	"Cluster: P0497A05.17 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: P0497A05.17 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8L4S2	CHR3V7|COORD:6820975..6823110| magnesium transporter CorA-like family protein (MRS2-3)	AT3G19640.1	CHR01V5|COORD:39882103..39878282|protein metal ion transporter, putative, expressed	LOC_Os01g68040.1	no descriptionmoderately similar to ( 336)AT3G19640| Symbols:  | magnesium transporter CorA-like family protein (MRS2-3) | chr3:6820975-6823110 FORWARDnot assigned not assigned not assigned CorA PRK07764	transport.unspecified cations	34_14

CUST_161105_PI403524517	2	-0.033721924	0.39856958	-0.0032663345	0.056745052	0.0032663345	-0.015424728	35_44950	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_3885_PI399408534	2	-0.058382034	0.25796604	0.07193661	-0.196599	0.056739807	-0.056739807	35_16439	Rep: Ethylene responsive factor - Oryza sativa (Rice)	UniRef90_O24176	"CHR1V7|COORD:24738361..24741029| ETR1 (ETHYLENE RESPONSE 1); two-component response regulator"	AT1G66340.1	CHR03V5|COORD:28123424..28118981|protein ethylene receptor, putative, expressed	LOC_Os03g49500.2	" no descriptionhighly similar to ( 616)AT1G66340| Symbols: EIN1, ETR, ETR1 | ETR1 (ETHYLENE RESPONSE 1); two-component response regulator | chr1:24738361-24741029 FORWARDhighly similar to ( 649)ETR1_PRUPEEthylene receptor - Prunus persica (Peach)not assigned PRK11107 BaeS PRK11091 PRK10841 PRK11466 PRK09959 KdpD VicK HATPase_c PRK09303 PRK11100 HATPase_c COG4251 GAF HATPase_c HisKA HisKA PRK10490 PRK10618 PRK10549 PRK11360 phoR PRK09835 HisKA GAF NtrB COG4191 PRK10364 PRK10604 cpxA CitA envZ COG4192 FhlA PRK10337 "	hormone metabolism.ethylene.signal transduction	17_5_2

CUST_14585_PI403524517	2	0.12662983	-0.016354084	0.09284639	0.016354084	-0.076153755	-0.03363657	35_4198	Rep: At1g22140/F2E2_13 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q93Z58	CHR1|COORD:7814830..7815620| expressed protein	AT1G22140.2	CHR03V5|COORD:15276669..15274094|protein expressed protein	LOC_Os03g26791.1	no description	not assigned.unknown	35_2

CUST_9874_PI404877155	2	0.07191372	-0.6033573	-0.08639145	0.15091419	0.037698746	-0.037698746	Contig3592_at	Inositol-3-phosphate synthase (Myo-inositol-1-phosphate synthase) (MI-1-P synthase) (IPS) pir||T04399 inositol-3-phosphate synthase (EC 5.5.	O65195	inositol-3-phosphate synthase isozyme 2 / myo-inositol-1-phosphate synthase 2 / MI-1-P synthase 2 / IPS 2	At2g22240.1	protein inositol-3-phosphate synthase (ec 5.5.1.4) (myo-inositol-1-phosphatesynthase) (mi-1-p synt	Os03g09250	myo-inositol 1-phosphate synthase	minor CHO metabolism.myo-inositol.InsP Synthases	3_4_03

CUST_31291_PI399408534	2	0.08970356	0.20458698	-0.019796371	-0.105698586	-0.12043285	0.019795418	35_5453	"Cluster: Putative S-like RNase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative S-like RNase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5N865	"CHR2V7|COORD:16598334..16600593| RNS2 (RIBONUCLEASE 2); endoribonuclease"	AT2G39780.1	CHR01V5|COORD:39320653..39317618|protein ribonuclease 2 precursor, putative, expressed	LOC_Os01g67180.1	"no descriptionvery weakly similar to (53.1)AT2G39780| Symbols: RNS2 | RNS2 (RIBONUCLEASE 2); endoribonuclease | chr2:16598334-16600593 FORWARD"	RNA.processing.ribonucleases	27_1_19

CUST_152784_PI403524517	2	0.0100336075	-0.27206898	-0.086221695	0.023569107	0.16173172	-0.010032654	35_42705	"Cluster: Prefoldin-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Prefoldin-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K3S8	CHR1V7|COORD:10507650..10508805| prefoldin, putative	AT1G29990.1	CHR02V5|COORD:8262545..8265722|protein prefoldin subunit 6, putative, expressed	LOC_Os02g14860.1	 no descriptionweakly similar to ( 110)AT1G29990| Symbols:  | prefoldin, putative | chr1:10507650-10508805 FORWARDnot assigned Prefoldin_2 Prefoldin_beta GimC PRK09343 Prefoldin 	not assigned.no ontology	35_1

CUST_4978_PI404877155	2	0.05440712	-0.1216526	-0.054641724	-2.937317E-4	0.090148926	2.937317E-4	Contig16387_at	RNase Z [Arabidopsis thaliana] emb|CAD22100.1| RNase Z [Arabidopsis thaliana]	NP_177608.2	RNase Z	At1g74700.1	protein RNase Z	Os02g12290	gi|30699037|ref|NP_177608.2| expressed protein	RNA.processing.ribonucleases	27_1_19

CUST_152775_PI403524517	2	-0.1100235	0.77146816	0.17350578	-0.12127113	0.1100235	-0.18512154	35_42703	Rep: OSJNBb0003B01.20 protein - Oryza sativa (Rice)	UniRef90_Q7XPG3		0	CHR04V5|COORD:32346340..32337809|protein expressed protein	LOC_Os04g54759.1	no description	not assigned.unknown	35_2

CUST_5200_PI399408534	2	-0.9553957	-0.026517391	0.5672374	0.46104527	-1.332109	0.026517391	35_23506	Rep: WRKY13-like - Oryza sativa (japonica cultivar-group)	UniRef90_Q5JLU2	"CHR5V7|COORD:9147179..9148131| WRKY50 (WRKY DNA-binding protein 50); transcription factor"	AT5G26170.1	CHR01V5|COORD:30049912..30047770|protein OsWRKY26 - Superfamily of rice TFs having WRKY and zinc finger domains, expressed	LOC_Os01g51690.1	" no descriptionvery weakly similar to (61.6)AT5G26170| Symbols: ATWRKY50, WRKY50 | WRKY50 (WRKY DNA-binding protein 50); transcription factor | chr5:9147179-9148131 REVERSEWRKY "	RNA.regulation of transcription.WRKY domain transcription factor family	27_3_32

CUST_161152_PI403524517	2	0.22436857	-0.0028672218	0.11720896	-0.19716024	0.0028672218	-0.30068064	35_44962	"Cluster: Os04g0326300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os04g0326300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JE49	"CHR5V7|COORD:4707521..4709025| similar to OSJNBb0033P05.9 [Oryza sativa (japonica cultivar-group)] (GB:CAE05670.3); similar to PREDICTED: similar to"	AT5G14600.1	CHR04V5|COORD:15101561..15098228|protein tRNA methyltransferase catalytic subunit TRM61, putative, expressed	LOC_Os04g25990.1	"no descriptionvery weakly similar to (62.8)AT5G14600| Symbols:  | similar to OSJNBb0033P05.9 [Oryza sativa (japonica cultivar-group)] (GB:CAE05670.3); similar to PREDICTED: similar to MGC53312 protein [Gallus gallus] (GB:XP_421386.2); similar to OSJNBb0026L04.5 [Oryza sativa (japonica cultivar-group)] (GB:CAE01500.2); contains InterPro domain SAM (and some other nucleotide) binding motif; (InterPro:IPR000051) | chr5:4707521-4709025 FORWARDnot assigned GCD14"	not assigned.unknown	35_2

CUST_23340_PI403524517	2	0.03032875	-0.17106724	0.008859634	-0.06713581	0.08209705	-0.008859634	35_6782	"Cluster: Hypothetical protein; n=1; Burkholderia pseudomallei 1710b|Rep: Hypothetical protein - Burkholderia pseudomallei (strain 1710b)"	UniRef90_Q3JRC8	0	0	0	0	no description	not assigned.unknown	35_2

CUST_11253_PI403524517	2	-0.32900715	-0.1051054	0.044010162	0.6819496	0.20170593	-0.044011116	35_3190	Rep: Putative ABA-induced protein - Cynodon dactylon (Bermuda grass)	UniRef90_Q6Q7Y1	CHR1V7|COORD:26651004..26652204| caleosin-related family protein	AT1G70680.1	CHR06V5|COORD:8013838..8010836|protein ABA-induced protein, putative, expressed	LOC_Os06g14370.2	no descriptionmoderately similar to ( 233)AT1G70680| Symbols:  | caleosin-related family protein | chr1:26651004-26652204 FORWARDnot assigned Caleosin	development.unspecified	33_99

CUST_31659_PI403524517	2	0.29325104	0.36930227	0.2939191	-0.29325104	-0.62483215	-0.49207973	35_9135	"Cluster: OSJNBa0091D06.13 protein; n=1; Oryza sativa|Rep: OSJNBa0091D06.13 protein - Oryza sativa (Rice)"	UniRef90_Q7XQQ9	"CHR1V7|COORD:23227735..23230522| BETA-VPE (vacuolar processing enzyme beta); cysteine-type endopeptidase"	AT1G62710.1	CHR04V5|COORD:26689596..26684783|protein vacuolar processing enzyme, beta-isozyme precursor, putative, expressed	LOC_Os04g45470.1	" no descriptionweakly similar to ( 194)AT1G62710| Symbols: BETAVPE, BETA-VPE | BETA-VPE (vacuolar processing enzyme beta); cysteine-type endopeptidase | chr1:23227735-23230522 REVERSEmoderately similar to ( 201)VPE_RICCOVacuolar-processing enzyme precursor - Ricinus communis (Castor bean)not assigned not assigned Peptidase_C13 GPI8 "	protein.targeting.secretory pathway.vacuole	29_3_4_3

CUST_9625_PI403524517	2	0.032521248	-0.4556389	-0.05343914	0.03300762	0.046322823	-0.032520294	35_2713	"Cluster: Putative aminotransferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative aminotransferase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6AT43	"CHR5V7|COORD:26333644..26335811| ATBCAT-5; branched-chain-amino-acid transaminase/ catalytic"	AT5G65780.1	CHR05V5|COORD:27695513..27701562|protein branched-chain-amino-acid aminotransferase, putative, expressed	LOC_Os05g48450.6	"no descriptionhighly similar to ( 508)AT5G65780| Symbols: ATBCAT-5 | ATBCAT-5; branched-chain-amino-acid transaminase/ catalytic | chr5:26333644-26335811 FORWARDnot assigned PRK06606 BCAT_beta_family Aminotran_4 PLPDE_IV IlvE D-AAT_like PRK08320 PRK07544 ADCL_like PRK06680 PRK07849 PRK06092 PRK12479 PRK07650 PRK12400"	amino acid metabolism.synthesis.branched chain group.common.branched-chain amino acid aminotransferase	13_1_4_1_4

CUST_165006_PI403524517	2	0.23335505	-0.0055713654	0.0055713654	0.35168314	-0.41706228	-0.4115057	35_45988	0	0	CHR5V7|COORD:2479708..2482639| formin homology 2 domain-containing protein / FH2 domain-containing protein	AT5G07780.1	CHR09V5|COORD:16096464..16101820|protein expressed protein	LOC_Os09g26580.1	no description	not assigned.unknown	35_2

CUST_18803_PI403524517	2	-0.03729534	-0.02832222	0.11050224	0.028323174	0.11578846	-0.03729534	35_5443	Rep: OSIGBa0130O15.5 protein - Oryza sativa (Rice)	UniRef90_Q01M34	"CHR1V7|COORD:1381115..1382545| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G13630.1); similar to Os03g0708700 [Oryza sativa (japonica"	AT1G04890.1	CHR04V5|COORD:14111073..14106928|protein expressed protein	LOC_Os04g24610.2	no description	not assigned.unknown	35_2

CUST_45746_PI403524517	2	0.39217615	0.1463108	-0.13098526	0.0776515	-0.0776515	-0.13153744	35_13108	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_53610_PI403524517	2	0.15788507	0.05471039	0.0013051033	-0.6391411	-0.24600649	-0.0013051033	35_15248	Rep: 1-Cys-peroxiredoxine - Triticum aestivum (Wheat)	UniRef90_Q6W8Q2	"CHR1V7|COORD:17784279..17785169| ATPER1 (Arabidopsis thaliana 1-cysteine peroxiredoxin 1); antioxidant"	AT1G48130.1	CHR07V5|COORD:26547128..26548443|protein peroxiredoxin, putative, expressed	LOC_Os07g44430.2	"no descriptionweakly similar to ( 187)AT1G48130| Symbols: ATPER1 | ATPER1 (Arabidopsis thaliana 1-cysteine peroxiredoxin 1); antioxidant | chr1:17784279-17785169 FORWARDmoderately similar to ( 266)REHY_HORVU1-Cys peroxiredoxin PER1 - Hordeum vulgare (Barley)not assigned not assigned not assigned PRX_1cys AhpC PRX_family AhpC-TSA PRX_Typ2cys Bcp PRX_AhpE_like PRX_BCP PRK10382"	redox.peroxiredoxin	21_5

CUST_20709_PI403524517	2	-0.08996868	-0.08773899	1.2408962	0.087739944	0.49996185	-0.610302	35_6015	"Cluster: 'putative lipase class 3 family protein, PF01764'; n=1; Oryza sativa (japonica cultivar-group)|Rep: 'putative lipase class 3 family protein, PF01764' -"	UniRef90_Q6I5X8	"CHR1|COORD:2090040..2091685| lipase class 3 family protein, similar to DEFECTIVE IN ANTHER DEHISCENCE1 (Arabidopsis thaliana) GI:16215706; contains Pfam"	AT1G06800.2	CHR05V5|COORD:18804753..18803258|protein triacylglycerol lipase, putative, expressed	LOC_Os05g32380.1	no descriptionmoderately similar to ( 215)AT1G06800| Symbols:  | lipase class 3 family protein | chr1:2090108-2091442 REVERSEnot assigned not assigned not assigned not assigned Lipase_3 Lipase_3 Lipase PRK12323	lipid metabolism.lipid degradation.lipases.triacylglycerol lipase	11_9_2_1

CUST_4407_PI404877155	2	-0.029527664	0.20098686	-0.08232117	0.029527664	-0.077070236	0.25066662	Contig15376_at	putative OCL5 protein [Oryza sativa (japonica cultivar-group)]	BAD03062.1	homeobox-leucine zipper family protein / lipid-binding START domain-containing protein	At1g05230.1	protein START domain, putative	Os08g04190	NONE	RNA.regulation of transcription.HB,Homeobox transcription factor family	27_3_22

CUST_54509_PI403524517	2	0.03989601	-1.6653757	-0.114604	0.032803535	-0.032803535	0.06034088	35_15515	Rep: Minichromosomal maintenance factor - Triticum aestivum (Wheat)	UniRef90_Q6QNH2	CHR1V7|COORD:16972731..16976897| ATP binding / DNA binding / DNA-dependent ATPase	AT1G44900.1	CHR11V5|COORD:16544220..16550187|protein DNA replication licensing factor Mcm2, putative, expressed	LOC_Os11g29380.1	no descriptionnearly identical (1336)AT1G44900| Symbols:  | ATP binding / DNA binding / DNA-dependent ATPase | chr1:16972731-16976897 FORWARDmoderately similar to ( 338)MCM3_MAIZEnot assigned not assigned not assigned not assigned not assigned not assigned MCM MCM2 MCM COG0714	DNA.synthesis/chromatin structure	28_1

CUST_17039_PI404877155	2	-0.04671669	0.10300636	0.06225586	-0.20809937	-0.06857872	0.046715736	HS08H22u_s_at	OSJNBa0032F06.12 [Oryza sativa (japonica cultivar-group)]	CAE03429.1	acyl-CoA binding protein, putative / ACBP, putative	At5g53470.1	protein Acyl CoA binding protein, putative	Os04g58550	acyl-CoA binding protein, putative / ACBP, putative, similar to acyl-CoA binding protein 2 (Arabidopsis thaliana) gi:12039034:gb:AAG46057	lipid metabolism.FA synthesis and FA elongation.acyl-CoA binding protein	11_1_13

CUST_74556_PI403524517	2	0.10830593	0.5438738	-0.1393013	-0.029369354	-0.20639515	0.029369354	35_21378	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_65728_PI403524517	2	0.123373985	-0.15062523	0.07411957	-0.14256763	-0.07412052	0.10052204	35_18772	"Cluster: SCUTL1, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: SCUTL1, putative, expressed - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10P75	CHR4V7|COORD:17039475..17040979| pathogenesis-related thaumatin family protein	AT4G36010.2	CHR03V5|COORD:7605508..7608731|protein thaumatin-like protein 1 precursor, putative, expressed	LOC_Os03g14050.1	no descriptionmoderately similar to ( 327)AT1G75800| Symbols:  | pathogenesis-related thaumatin family protein | chr1:28462550-28464108 FORWARDmoderately similar to ( 250)TP1A_MALDOThaumatin-like protein 1a precursor - Malus domestica (Apple) (Malus sylvestris)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned THN Thaumatin PRK07764 PRK07003 PRK12323 TT_ORF1	stress.biotic	20_1

CUST_19565_PI403524517	2	0.037096024	0.099907875	-0.037096977	-0.15504742	-0.094519615	0.038269997	35_5668	"Cluster: Hypothetical protein OJ1743A09.3; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1743A09.3 - Oryza sativa (japonica cultivar-g"	UniRef90_Q8H824	"CHR5V7|COORD:5445071..5447948| similar to No apical meristem protein, expressed [Oryza sativa (japonica cultivar-group)] (GB:ABF94699.1); similar to"	AT5G16610.2	CHR03V5|COORD:6344710..6337210|protein no apical meristem protein, expressed	LOC_Os03g12120.1	" no descriptionmoderately similar to ( 316)AT5G16610| Symbols:  | similar to No apical meristem protein, expressed [Oryza sativa (japonica cultivar-group)] (GB:ABF94699.1); similar to Os03g0221300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001049412.1); similar to Hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:AAN05323.1) | chr5:5445071-5447948 REVERSE"	not assigned.unknown	35_2

CUST_13972_PI403524517	2	-0.14108086	-0.1702776	0.06130123	-0.061300278	0.2097168	0.13218784	35_4004	Rep: Probable AMP deaminase - Oryza sativa (Rice)	UniRef90_Q84NP7	CHR2|COORD:16040579..16045954| AMP deaminase, putative / myoadenylate deaminase, putative, similar to SP:P15274 AMP deaminase (EC 3.5.4.6) (Myoadenylate deamina	AT2G38280.2	CHR07V5|COORD:29503314..29511514|protein AMP deaminase, putative, expressed	LOC_Os07g49270.1	" no descriptionhighly similar to ( 557)AT2G38280| Symbols: ATAMPD, FAC1 | FAC1 (EMBRYONIC FACTOR1); AMP deaminase | chr2:16040845-16045871 REVERSEhighly similar to ( 626)AMPD_ORYSAnot assigned not assigned AMPD A_deaminase Add ADA_AMPD ADA PRK09358 ADGF "	nucleotide metabolism.degradation	23_2

CUST_137209_PI403524517	2	-0.08258104	0.17926311	0.05121851	-0.05121851	0.12951422	-0.13328981	35_38478	Rep: Expressed protein - Oryza sativa (japonica cultivar-group)	UniRef90_Q10S28	CHR4V7|COORD:16990335..16992788| similar to early-responsive to dehydration protein-related / ERD protein-related [Arabidopsis thaliana]	AT4G35870.1	CHR03V5|COORD:2044154..2046848|protein expressed protein	LOC_Os03g04450.1	"no descriptionmoderately similar to ( 300)AT4G35870| Symbols:  | similar to early-responsive to dehydration protein-related / ERD protein-related [Arabidopsis thaliana] (TAIR:AT3G21620.1); similar to Os03g0137400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001048901.1); similar to unknown [Sorghum bicolor] (GB:ABE77195.1); contains InterPro domain Protein of unknown function DUF221; (InterPro:IPR003864) | chr4:16990335-16992788 FORWARDnot assigned DUF221 COG5594"	not assigned.unknown	35_2

CUST_40962_PI403524517	2	0.108317375	0.30613232	0.048422813	-0.06713295	-0.33716488	-0.04842186	35_11778	Rep: Adagio-like protein 1 - Oryza sativa (Rice)	UniRef90_Q5Z8K3	"CHR5V7|COORD:23258823..23261482| ZTL (ZEITLUPE); ubiquitin-protein ligase"	AT5G57360.1	CHR06V5|COORD:28973575..28968490|protein adagio protein 1, putative, expressed	LOC_Os06g47890.2	" no descriptionmoderately similar to ( 296)AT5G57360| Symbols: ZTL, LKP1, ADO1, FKL2 | ZTL (ZEITLUPE); ubiquitin-protein ligase | chr5:23258823-23261482 FORWARDmoderately similar to ( 431)ADO1_ORYSA"	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_32425_PI403524517	2	0.016526699	0.12886333	-0.016526222	-0.07428455	0.081982136	-0.23368359	35_9350	Rep: Fasciclin-like protein FLA2 - Triticum aestivum (Wheat)	UniRef90_Q06IA4	CHR3V7|COORD:22510548..22511816| FLA10 (fasciclin-like arabinogalactan-protein 10)	AT3G60900.1	CHR03V5|COORD:1557659..1559253|protein fasciclin-like arabinogalactan protein 8 precursor, putative, expressed	LOC_Os03g03600.1	no descriptionvery weakly similar to (63.2)AT3G60900| Symbols: FLA10 | FLA10 (fasciclin-like arabinogalactan-protein 10) | chr3:22510548-22511816 REVERSE	cell wall.cell wall proteins.AGPs	10_5_1

CUST_34768_PI399408534	2	-0.099570274	0.3741207	0.043043137	-0.0821619	-5.273819E-4	5.264282E-4	35_25905	"Cluster: OSJNBa0072K14.18 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0072K14.18 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XVM8	"CHR3V7|COORD:9869579..9871701| AFB2 (AUXIN SIGNALING F-BOX 2); auxin binding / ubiquitin-protein ligase"	AT3G26810.1	CHR04V5|COORD:19270828..19266333|protein transport inhibitor response 1 protein, putative, expressed	LOC_Os04g32460.2	"no descriptionmoderately similar to ( 306)AT3G26810| Symbols: AFB2 | AFB2 (AUXIN SIGNALING F-BOX 2); auxin binding / ubiquitin-protein ligase | chr3:9869579-9871701 FORWARDnot assigned"	hormone metabolism.auxin.signal transduction	17_2_2

CUST_1814_PI403524517	2	-0.15458965	-0.24063683	0.14010811	-0.04355812	0.36139107	0.043557167	35_480	"Cluster: Xyloglucan endo-transglycosylase/hydrolase precursor; n=1; Zea mays|Rep: Xyloglucan endo-transglycosylase/hydrolase precursor - Zea mays"	UniRef90_Q5JZX2	"CHR5V7|COORD:23322281..23323610| XTR3 (XYLOGLUCAN ENDOTRANSGLYCOSYLASE 3); hydrolase, acting on glycosyl bonds"	AT5G57550.1	CHR08V5|COORD:8321540..8323056|protein xyloglucan endotransglycosylase/hydrolase protein 8 precursor, putative, expressed	LOC_Os08g13920.1	" no descriptionmoderately similar to ( 246)AT5G57550| Symbols: XTR3 | XTR3 (XYLOGLUCAN ENDOTRANSGLYCOSYLASE 3); hydrolase, acting on glycosyl bonds | chr5:23322281-23323610 REVERSEmoderately similar to ( 360)XTH8_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned GH16_XET Glyco_hydro_16 Glyco_hydrolase_16 GH16_lichenase GH16_GPI_glucanosyltransferase SKN1 PRK07003 XET_C Herpes_BLLF1 PRK12323 Atrophin-1 PRK07764 TT_ORF1 DUF566 Protamine_P1 HPC2 Metaviral_G "	cell wall.modification	10_7

CUST_29497_PI403524517	2	0.22075939	-0.018408298	0.22700119	-0.040881157	-0.054662704	0.018408775	35_8520	"Cluster: Hypothetical protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6UTZ8	CHR1V7|COORD:22496859..22500684| proline-rich family protein	AT1G61080.1	CHR08V5|COORD:12278656..12286661|protein F-box domain containing protein	LOC_Os08g20480.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF566 PRK12323 Tymo_45kd_70kd PRK07764 Extensin_2 Drf_FH1 Atrophin-1 Herpes_BLLF1 ProSAAS	not assigned.unknown	35_2

CUST_5265_PI403524517	2	0.096143246	-0.28314257	0.009317875	-0.009317875	-0.11723232	0.031944275	35_1455	"Cluster: Succinate semialdehyde dehydrogenase, mitochondrial precursor (EC 1.2.1.24) (At-SSADH1) (NAD(+)-dependent succinic semialdehyde dehydrogenase); n=1; Ar"	UniRef90_Q9SAK4	"CHR1V7|COORD:29887418..29892168| ALDH5F1 (SUCCINIC SEMIALDEHYDE DEHYDROGENASE); 3-chloroallyl aldehyde dehydrogenase/ succinate-semialdehyde dehydrogenase"	AT1G79440.1	CHR02V5|COORD:4044575..4052423|protein succinate semialdehyde dehydrogenase, mitochondrial precursor, putative, expressed	LOC_Os02g07760.1	" no descriptionhighly similar to ( 736)AT1G79440| Symbols: SSADH1, SSADH, ALDH5F1 | ALDH5F1 (SUCCINIC SEMIALDEHYDE DEHYDROGENASE); 3-chloroallyl aldehyde dehydrogenase/ succinate-semialdehyde dehydrogenase | chr1:29887418-29892168 REVERSEmoderately similar to ( 315)BADH_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned gabD Aldedh PutA PRK10090 gabD2 gabD1 PRK09847 PRK03137 PRK11905 PRK11904 COG4230 astD putA PRK11903 PRK11563 "	secondary metabolism.N misc.betaine	16_4_2

CUST_40607_PI403524517	2	0.32266283	0.7484479	0.25092697	-0.25092697	-0.5267339	-0.4584074	35_11678	"Cluster: Zinc finger CONSTANS-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Zinc finger CONSTANS-like protein - Oryza sativa (japonica cultivar"	UniRef90_Q5QMF4	"CHR5V7|COORD:16579357..16580781| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G63820.1); similar to CCT [Medicago truncatula] (GB:ABD32315.1);"	AT5G41380.1	CHR01V5|COORD:36155621..36153984|protein CCT, putative, expressed	LOC_Os01g61900.1	no description	not assigned.unknown	35_2

CUST_62165_PI403524517	2	0.06140709	0.70573425	0.080361366	-0.17624664	-0.06140709	-0.129076	35_17729	"Cluster: Putative acetoacetyl-coenzyme A thiolase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative acetoacetyl-coenzyme A thiolase - Oryza sativa (jap"	UniRef90_Q9ASK5	CHR5V7|COORD:19348988..19351235| acetyl-CoA C-acyltransferase, putative / 3-ketoacyl-CoA thiolase, putative	AT5G47720.1	CHR01V5|COORD:545913..550089|protein acetyl-CoA acetyltransferase, cytosolic 2, putative, expressed	LOC_Os01g02020.1	no descriptionhighly similar to ( 562)AT5G47720| Symbols:  | acetyl-CoA C-acetyltransferase | chr5:19349092-19351235 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned thiolase PRK08235 PRK07800 PRK06954 PRK05790 PRK07025 PRK05656 PRK07491 PRK07124 PRK09051 PaaJ PRK08041 PRK06845 Thiolase_N PRK06366 PRK06205 PRK06633 PRK06689 PRK09050 PRK09052 PRK08234 PRK07661 fadA PRK06445 PRK07851 PRK08242 PRK06504 PRK07108 PRK08131 PRK07801 PRK08170 PRK07850 fadI PRK06025 PRK06690 nondecarbox_cond_enzymes PRK09268 Thiolase_C SCP-x_thiolase PRK06363 PRK08371 cond_enzymes PRK08256 PRK07516 PRK06289 PRK06157 PRK12578 PRK06364 PRK06064 FabB PRK07003 PRK12323 PRK07764 KAS_I_II Atrophin-1 PRK06158 PRK05952 decarbox_cond_enzymes ketoacyl-synt PRK07314 PRK05648	amino acid metabolism.degradation.aspartate family.lysine	13_2_3_5

CUST_79629_PI403524517	2	0.08028698	-0.32419205	-0.3149252	0.008094788	-0.008094788	0.024169922	35_22838	"Cluster: Putative pectin methylesterase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative pectin methylesterase - Oryza sativa (japonica cultivar-group"	UniRef90_Q8LJK2	CHR5V7|COORD:3032447..3034365| pectinesterase family protein	AT5G09760.1	CHR01V5|COORD:38538648..38533733|protein pectinesterase PPE8B precursor, putative, expressed	LOC_Os01g65790.1	no descriptionmoderately similar to ( 204)AT5G09760| Symbols:  | pectinesterase family protein | chr5:3032447-3034365 FORWARDweakly similar to ( 129)PME2_CITSIPectinesterase-2 precursor - Citrus sinensis (Sweet orange)not assigned Pectinesterase	cell wall.pectin*esterases.PME	10_8_1

CUST_56597_PI403524517	2	0.04683304	-0.46044064	-0.05207348	0.03949547	0.082452774	-0.039494514	35_16114	"Cluster: ATP citrate lyase, putative; 3734-7120; n=6; Magnoliophyta|Rep: ATP citrate lyase, putative; 3734-7120 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9C522	CHR3V7|COORD:2079253..2082639| ACLB-1 (ATP-citrate lyase B-1)	AT3G06650.1	CHR01V5|COORD:11002791..10996109|protein ATP-citrate synthase subunit 1, putative, expressed	LOC_Os01g19450.2	no descriptionmoderately similar to ( 443)AT3G06650| Symbols: ACLB-1 | ACLB-1 (ATP-citrate lyase B-1) | chr3:2079253-2082639 REVERSEnot assigned GltA PRK06224 Citrate_synt PRK12351	TCA / org. transformation.other organic acid transformaitons.atp-citrate lyase	8_2_11

CUST_182015_PI403524517	2	-0.1799984	-0.12957668	0.04650879	0.02818489	0.11864185	-0.02818489	35_50604	"Cluster: Pentatricopeptide, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Pentatricopeptide, putative, expressed - Oryza sativa (japonic"	UniRef90_Q2QT42	CHR2V7|COORD:6958431..6959927| pentatricopeptide (PPR) repeat-containing protein	AT2G15980.1	CHR12V5|COORD:12346798..12350988|protein expressed protein	LOC_Os12g21930.3	no descriptionweakly similar to ( 117)AT2G15980| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr2:6958431-6959927 REVERSEvery weakly similar to (54.3)RF1_ORYSA	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_137251_PI403524517	2	0.06500864	0.13319969	-0.051467896	-0.13278484	0.05146742	-0.37352657	35_38490	"Cluster: Os01g0929500 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0929500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JGD1	CHR5V7|COORD:24854561..24856014| short-chain dehydrogenase/reductase (SDR) family protein	AT5G61830.1	CHR01V5|COORD:41123812..41120973|protein carbonyl reductase 3, putative, expressed	LOC_Os01g70430.1	no descriptionmoderately similar to ( 263)AT5G61830| Symbols:  | short-chain dehydrogenase/reductase (SDR) family protein | chr5:24854561-24856014 FORWARDnot assigned not assigned not assigned not assigned not assigned FabG fabG fabG PRK06179 fabG PRK12826 PRK12829 DltE PRK12939 PRK07201 PRK08267 PRK05855 PRK12428 PRK08264 PRK06182 PRK07109 PRK05650 PRK08213 PRK07062 PRK08628 PRK07856 DltE COG4221 PRK09072 PRK07831 PRK06180 PRK06181 PRK07326 PRK12828 PRK09242 PRK06194 PRK07067 PRK12937 PRK07890 PRK08643 PRK06484 PRK08226 PRK05854 PRK06914 PRK08589 PRK12429 PRK06138 adh_short PRK06196 PRK12827 PRK07832 PRK05866 PRK08220	misc.short chain dehydrogenase/reductase (SDR)	26_22

CUST_4682_PI403524517	2	-0.24067879	3.9291382E-4	0.31080246	0.16218567	-0.07639599	-3.9100647E-4	35_1293	Rep: Triticain beta - Triticum aestivum (Wheat)	UniRef90_Q0WXG7	CHR1V7|COORD:17285579..17288049| cysteine proteinase (RD21A) / thiol protease	AT1G47128.1	CHR04V5|COORD:33957672..33953434|protein cysteine protease 1 precursor, putative, expressed	LOC_Os04g57440.1	no descriptionhighly similar to ( 528)AT1G47128| Symbols:  | cysteine proteinase (RD21A) / thiol protease | chr1:17285579-17288049 REVERSEhighly similar to ( 742)ORYB_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Peptidase_C1 Peptidase_C1A Pept_C1 Peptidase_C1A_CathepsinB Peptidase_C1 Peptidase_C1A_CathepsinC Peptidase_C1A_CathepsinX GRAN COG4870 Inhibitor_I29 PRK12678 PRK12323 Granulin PRK07003 Rubella_Capsid TT_ORF1	protein.degradation.cysteine protease	29_5_3

CUST_99421_PI403524517	2	0.05362606	0.097753525	-0.0030698776	0.0030698776	-0.06408024	-0.28279018	35_28382	"Cluster: Putative 30S ribosomal protein S9; n=3; Oryza sativa (japonica cultivar-group)|Rep: Putative 30S ribosomal protein S9 - Oryza sativa (japonica cultivar"	UniRef90_Q7XAM9	CHR3V7|COORD:18205485..18207642| ribosomal protein S9 family protein	AT3G49080.1	CHR07V5|COORD:27708261..27704665|protein ribosomal protein S9 containing protein, expressed	LOC_Os07g46440.2	no description	not assigned.unknown	35_2

CUST_22675_PI399408534	2	0.038836002	0.32226038	0.048225403	-0.38785315	-0.28031588	-0.038836002	35_24625	Rep: Hypothetical protein - Sorghum bicolor (Sorghum) (Sorghum vulgare)	UniRef90_Q1KSB1	"CHR2V7|COORD:15530631..15534324| TKI1 (TSL-KINASE INTERACTING PROTEIN 1); DNA binding / transcription factor"	AT2G36960.2	CHR03V5|COORD:31979875..31973606|protein TKI1, putative, expressed	LOC_Os03g56234.2	"no descriptionmoderately similar to ( 204)AT2G36960| Symbols: TKI1 | TKI1 (TSL-KINASE INTERACTING PROTEIN 1); DNA binding / transcription factor | chr2:15530631-15534324 FORWARDnot assigned"	RNA.regulation of transcription.MYB domain transcription factor family	27_3_25

CUST_37775_PI403524517	2	0.048537254	-0.33812618	0.03054905	-0.011062622	0.011061668	-0.16007042	35_10873	"Cluster: Putative cyclophilin-40; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative cyclophilin-40 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69TG8	CHR2V7|COORD:6885226..6887825| SQN (SQUINT)	AT2G15790.1	CHR06V5|COORD:5938646..5932790|protein peptidyl-prolyl cis-trans isomerase CYP40, putative, expressed	LOC_Os06g11320.2	 no descriptionmoderately similar to ( 405)AT2G15790| Symbols: CYP40, SQN | SQN (SQUINT) | chr2:6885226-6887825 REVERSEweakly similar to ( 187)CYPH_CATROPeptidyl-prolyl cis-trans isomerase - Catharanthus roseus (Rosy periwinkle) (Madagascar periwinkle)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned cyclophilin_ABH_like Pro_isomerase cyclophilin cyclophilin_WD40 PpiB Cyclophilin_PPIL3_like cyclophilin_RING cyclophilin_SpCYP2_like cyclophilin_CeCYP16-like cyclophilin_RRM cyclophilin_EcCYP_like PRK10791 cyclophilin_TLP40_like PRK10903 	cell.cycle.peptidylprolyl isomerase	31_3_1

CUST_137675_PI403524517	2	0.054834366	-0.009641647	-0.005259514	0.041513443	-0.012829781	0.005259514	35_38609	"Cluster: Os01g0143100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0143100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JQR9	CHR3V7|COORD:20651027..20653390| mitochondrial substrate carrier family protein	AT3G55640.1	CHR01V5|COORD:2350304..2346721|protein protein brittle-1, chloroplast precursor, putative, expressed	LOC_Os01g04990.1	 no descriptionweakly similar to ( 137)AT3G55640| Symbols:  | mitochondrial substrate carrier family protein | chr3:20651027-20653390 FORWARDvery weakly similar to (63.5)BT1_MAIZEProtein brittle-1, chloroplast precursor - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Mito_carr 	transport.metabolite transporters at the mitochondrial membrane	34_9

CUST_101603_PI403524517	2	0.25778103	-0.24183464	0.2189784	0.06776428	-0.14099884	-0.06776428	35_28993	Rep: H0103C06.6 protein - Oryza sativa (Rice)	UniRef90_Q259H3	CHR5V7|COORD:7758310..7775512| zinc finger (C3HC4-type RING finger) family protein	AT5G23110.1	0	0	no descriptionweakly similar to ( 155)AT5G23110| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr5:7758310-7775512 FORWARD	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_89979_PI403524517	2	0.0227108	-0.0227108	0.118208885	-0.06286049	-0.06799412	0.15763855	35_25739	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_458_PI403524517	2	0.05316162	-0.33162117	-0.02809906	0.06516075	-0.011875153	0.01187706	35_119	"Cluster: Glyceraldehyde-3-phosphate dehydrogenase, cytosolic 3; n=11; commelinids|Rep: Glyceraldehyde-3-phosphate dehydrogenase, cytosolic 3 -"	UniRef90_Q43247	"CHR3V7|COORD:1081084..1083138| GAPC (GLYCERALDEHYDE-3-PHOSPHATE DEHYDROGENASE C SUBUNIT); glyceraldehyde-3-phosphate dehydrogenase"	AT3G04120.1	CHR04V5|COORD:24086354..24090074|protein glyceraldehyde-3-phosphate dehydrogenase, cytosolic 3, putative, expressed	LOC_Os04g40950.1	" no descriptionmoderately similar to ( 350)AT3G04120| Symbols: GAPC-1, GAPC | GAPC (GLYCERALDEHYDE-3-PHOSPHATE DEHYDROGENASE C SUBUNIT); glyceraldehyde-3-phosphate dehydrogenase | chr3:1081084-1083138 FORWARDmoderately similar to ( 374)G3PE_MAIZEGlyceraldehyde-3-phosphate dehydrogenase, cytosolic 3 - Zea mays (Maize)not assigned GapA PRK07729 Gp_dh_N PRK07403 PRK08955 Gp_dh_C PRK08289 "	glycolysis.glyceraldehyde 3-phosphate dehydrogenase	4_9

CUST_4220_PI403524517	2	-0.33956814	0.13043976	-0.006213188	0.30130005	0.006214142	-0.24733353	35_1167	"Cluster: Putative NEC1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative NEC1 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K4V2	CHR4V7|COORD:6675064..6676714| nodulin MtN3 family protein	AT4G10850.1	CHR02V5|COORD:11596447..11592216|protein expressed protein	LOC_Os02g19820.1	no descriptionmoderately similar to ( 241)AT4G10850| Symbols:  | nodulin MtN3 family protein | chr4:6675064-6676714 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned MtN3_slv DUF566 PRK12323 Herpes_BLLF1 Atrophin-1	development.unspecified	33_99

CUST_86823_PI403524517	2	0.12863588	0.24381638	0.28229094	-0.12863588	-0.2078495	-0.13670874	35_24867	"Cluster: PREDICTED: similar to Wiskott-Aldrich syndrome protein-interacting protein (WASP-interacting protein) (PRPL-2 protein); n=3; Rattus norvegicus|Rep: PRE"	UniRef90_UPI0000DA37BB	CHR3V7|COORD:6559180..6562050| leucine-rich repeat family protein / extensin family protein	AT3G19020.1	0	0	no description	not assigned.unknown	35_2

CUST_3394_PI403524517	2	-0.015642166	0.12805653	0.01564312	-0.053268433	0.024694443	-0.028146744	35_928	"Cluster: Hypothetical protein OSJNOa183H18.2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNOa183H18.2 - Oryza sativa (japonica cult"	UniRef90_Q67IX6	"CHR5V7|COORD:24388367..24391219| ATPDIL1-4 (PDI-LIKE 1-4); thiol-disulfide exchange intermediate"	AT5G60640.1	CHR02V5|COORD:8377..3514|protein OsPDIL1-4 - Oryza sativa protein disulfide isomerase, expressed	LOC_Os02g01010.1	"no descriptionhighly similar to ( 508)AT5G60640| Symbols: ATPDIL1-4 | ATPDIL1-4 (PDI-LIKE 1-4); thiol-disulfide exchange intermediate | chr5:24388642-24391219 REVERSEweakly similar to ( 165)PDI_MEDSAProtein disulfide-isomerase precursor - Medicago sativa (Alfalfa)not assigned not assigned not assigned not assigned not assigned PDI_a_PDI_a'_C PDI_a_ERp38 PDI_a_family Thioredoxin PDI_b_family PDI_a_P5 PDI_a_MPD1_like PDI_a_ERp46 PDI_b'_family PDI_a_PDIR PDI_a_APS_reductase PDI_a_TMX3 TRX_family PDI_a_QSOX PDI_a_ERdj5_C"	redox.thioredoxin	21_1

CUST_43030_PI403524517	2	9.2315674E-4	0.5172024	0.08420372	-0.16306973	-0.14348698	-9.2315674E-4	35_12357	"Cluster: Os04g0677800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os04g0677800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J905	0	0	CHR04V5|COORD:34412274..34407281|protein HBS1-like protein, putative, expressed	LOC_Os04g58140.1	no description	not assigned.unknown	35_2

CUST_181055_PI403524517	2	0.015277386	0.66880894	0.08011389	-0.015276909	-0.5618434	-0.056586266	35_50350	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_70559_PI403524517	2	0.12159538	0.082733154	-0.006986618	-0.12666798	-0.08125496	0.0069856644	35_20209	"Cluster: Amidohydrolase family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Amidohydrolase family protein, expressed - Oryza sativa"	UniRef90_Q2QRA2	0	0	CHR12V5|COORD:16706874..16700525|protein amidohydrolase family protein, putative, expressed	LOC_Os12g28270.1	no descriptionnot assigned ATZ_TRZ_like PRK06038 PRK07228 PRK09045 SsnA PRK08203 PRK08393 PRK06687 PRK06380 PRK08204 PRK07203 GDEase PRK06151 PRK12393 PRK09228 HutI PRK09229 Met_dep_hydrolase_E Met_dep_hydrolase_D Amidohydro_1 metallo-dependent_hydrolases PRK08418 Imidazolone-5PH Bact_CD PRK09356 COG1574 archeal_chlorohydrolases YtcJ_like AdeC D-aminoacylase PRK07213 PRK09237 Met_dep_hydrolase_A L-HYD_ALN PRK08323	not assigned.unknown	35_2

CUST_509_PI403524517	2	0.063014984	-0.1440258	-0.0010986328	-0.035427094	0.0011005402	0.03237152	35_133	Rep: Elongation factor - Triticum aestivum (Wheat)	UniRef90_Q7XYB6	"CHR1V7|COORD:20971910..20974742| LOS1 (Low expression of osmotically responsive genes 1); translation elongation factor/ translation factor, nucleic acid bindin"	AT1G56070.1	CHR02V5|COORD:18911065..18916199|protein elongation factor 2, putative, expressed	LOC_Os02g32030.1	" no descriptionmoderately similar to ( 264)AT1G56070| Symbols: AT1G56075.1, LOS1 | LOS1 (Low expression of osmotically responsive genes 1); translation elongation factor/ translation factor, nucleic acid binding | chr1:20971910-20974742 REVERSEmoderately similar to ( 273)EF2_BETVUElongation factor 2 - Beta vulgaris (Sugar beet)not assigned not assigned not assigned not assigned eEF2_snRNP_like_C FusA PRK07560 eEF2_C_snRNP EFG_C Elongation_Factor_C PRK12739 PRK12740 PRK00007 EFG_mtEFG_C aeEF2_snRNP_like_IV EF2_IV_snRNP mtEFG1_C "	protein.synthesis.elongation	29_2_4

CUST_4275_PI404877155	2	-0.5740118	0.12812042	0.051294327	0.26174736	-0.051293373	-0.1332779	Contig15171_at	putative low temperature and salt responsive protein [Triticum aestivum]	AAN06944.1	hydrophobic protein, putative / low temperature and salt responsive protein, putative	At2g24040.1	protein hydrophobic protein osr8	Os09g38560	low temperature and salt responsive protein	stress.abiotic.cold	20_2_2

CUST_65514_PI403524517	2	-0.12702179	0.5926819	0.06437206	0.037610054	-0.22370815	-0.0376091	35_18709	"Cluster: Putative enoyl-CoA hydratase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative enoyl-CoA hydratase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6H7I3	CHR4V7|COORD:9454950..9456328| enoyl-CoA hydratase, putative	AT4G16800.1	CHR02V5|COORD:26380632..26383681|protein methylglutaconyl-CoA hydratase, mitochondrial precursor, putative, expressed	LOC_Os02g43720.1	 no descriptionmoderately similar to ( 283)AT4G16800| Symbols:  | enoyl-CoA hydratase, putative | chr4:9454950-9456328 REVERSEvery weakly similar to (70.9)MFPA_CUCSAGlyoxysomal fatty acid beta-oxidation multifunctional protein MFP-a [Includes: Enoyl-CoA hydratase/3-2-trans-enoyl-CoA isomerase/3-hydroxybutyryl-CoA epimerase - Cucumis sativus (Cucumber)not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07657 CaiD PRK05809 PRK08138 PRK06688 PRK07658 PRK09674 PRK05979 PRK09076 PRK05862 PRK06494 PRK08252 PRK09245 PRK03580 PRK05980 PRK07510 ECH PRK07511 PRK08139 PRK07509 PRK07799 PRK07628 PRK08150 PRK06210 PRK06190 PRK08140 PRK06142 PRK08259 PRK06127 PRK06144 PRK06495 PRK11423 PRK07854 fadB PRK05995 PRK07830 PRK06143 PRK06563 PRK05869 fadJ PRK05870 PRK08260 MenB PRK05981 PRK07396 PRK07629 PRK07659 PRK08290 PRK07468 PRK06951 PRK07938 PRK08321 PRK07817 PRK05674 PRK07110 PRK08258 PRK09120 PRK05864 PRK06072 PRK07827 PRK07327 PRK07260 PRK08788 PRK06023 PRK08272 PRK05617 PRK06028 PRK07112 PRK06952 PRK07828 PRK06493 PRK08184 PRK06213 PRK07759 	amino acid metabolism.degradation.aspartate family.lysine	13_2_3_5

CUST_44905_PI403524517	2	0.29896355	0.44196987	-0.081182	-0.7123475	-0.4735012	0.081181526	35_12877	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_2512_PI403524517	2	0.14594841	0.13762665	-0.038394928	-0.092659	-0.05956936	0.03839588	35_682	"Cluster: Hypothetical protein P0686E09.33; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0686E09.33 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5ZDI4	0	0	CHR01V5|COORD:24903707..24902574|protein 3-5 exonuclease eri-1, putative, expressed	LOC_Os01g43080.1	no description	not assigned.unknown	35_2

CUST_27042_PI399408534	2	0.053048134	-0.086351395	0.07132721	-0.008013725	0.008012772	-0.008653641	35_766	"Cluster: GDP dissociation inhibitor protein OsGDI1; n=4; Oryza sativa|Rep: GDP dissociation inhibitor protein OsGDI1 - Oryza sativa (Rice)"	UniRef90_O22470	CHR2V7|COORD:18248880..18251940| ATGDI1 (Arabidopsis thaliana guanosine diphosphate dissociation inhibitor 1)	AT2G44100.1	CHR05V5|COORD:13637791..13642862|protein rab GDP dissociation inhibitor alpha, putative, expressed	LOC_Os05g23860.1	no descriptionhighly similar to ( 769)AT2G44100| Symbols:  | ATGDI1 (Arabidopsis thaliana guanosine diphosphate dissociation inhibitor 1) | chr2:18248880-18251807 FORWARDnot assigned not assigned GDI MRS6	signalling.G-proteins	30_5

CUST_13789_PI403524517	2	0.09511566	-0.24645615	-0.058772087	-0.0063552856	0.038049698	0.0063552856	35_3955	Rep: Zfwd2 protein - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q9FNZ1	CHR5V7|COORD:21130876..21133128| WD-40 repeat family protein / zfwd2 protein (ZFWD2), putative	AT5G51980.1	CHR02V5|COORD:27656549..27661487|protein nucleic acid binding protein, putative, expressed	LOC_Os02g45480.1	no descriptionmoderately similar to ( 207)AT5G51980| Symbols:  | nucleic acid binding | chr5:21130876-21133128 REVERSEnot assigned WD40	not assigned.no ontology	35_1

CUST_134972_PI403524517	2	-0.061669827	-1.8030698	-0.9697275	0.323133	0.061669827	0.5463362	35_37866	"Cluster: Os01g0532700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0532700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JM65	CHR2V7|COORD:14876258..14878752| zinc finger (C3HC4-type RING finger) protein-related	AT2G35330.1	CHR01V5|COORD:19575048..19572000|protein expressed protein	LOC_Os01g34860.1	no description	not assigned.unknown	35_2

CUST_41822_PI403524517	2	0.21615314	0.60939217	0.019698143	-0.09284592	-0.19518471	-0.019698143	35_12019	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10QQ9	0	0	CHR03V5|COORD:4529981..4538266|protein expressed protein	LOC_Os03g08820.1	no description	not assigned.unknown	35_2

CUST_15536_PI404877155	2	0.09742832	0.5601387	-0.016415596	-0.08390236	-0.022508621	0.016415596	Contig938_s_at	putative RING-H2 finger protein RHB1a [Oryza sativa (japonica cultivar-group)] gb|AAP52079.1| putative RING-H2 finger protein RHB1a [Oryza s	NP_919792.1	zinc finger (C3HC4-type RING finger) family protein	At5g41350.1	protein Zinc finger, C3HC4 type (RING finger), putative	Os10g05230	Putative RING-H2 finger protein RHB1a	PS.calvin cyle.rubisco small subunit	1_03_02

CUST_98311_PI403524517	2	0.053928375	0.3013668	0.13874817	-0.17016602	-0.11643028	-0.053928375	35_28068	Rep: Hv711N16.15 - Hordeum vulgare (Barley)	UniRef90_Q8LLC1	CHR4V7|COORD:7758606..7760888| leucine-rich repeat family protein / extensin family protein	AT4G13340.1	CHR08V5|COORD:395077..393302|protein vegetative cell wall protein gp1 precursor, putative, expressed	LOC_Os08g01690.1	no descriptionnot assigned not assigned not assigned not assigned not assigned	not assigned.unknown	35_2

CUST_28244_PI403524517	2	-0.08006859	0.3884573	0.34189892	-0.03028965	-0.04814911	0.03028965	35_8166	"Cluster: Putative peptide transporter; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative peptide transporter - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6I5V4	CHR1V7|COORD:7964191..7966211| proton-dependent oligopeptide transport (POT) family protein	AT1G22540.1	CHR05V5|COORD:21065177..21061148|protein expressed protein	LOC_Os05g35594.1	no descriptionmoderately similar to ( 241)AT1G22540| Symbols:  | proton-dependent oligopeptide transport (POT) family protein | chr1:7964191-7966211 FORWARDnot assigned not assigned not assigned PTR2 PTR2	transport.peptides and oligopeptides	34_13

CUST_60861_PI403524517	2	0.053315163	0.43273258	-0.14094639	-0.047776222	-0.13676834	0.047777176	35_17358	Rep: Similarity to protein kinase - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q9FKL3	CHR5V7|COORD:23342533..23346325| protein kinase family protein	AT5G57610.1	CHR02V5|COORD:33380337..33387027|protein protein kinase domain containing protein, expressed	LOC_Os02g54510.3	no descriptionhighly similar to ( 521)AT5G57610| Symbols:  | protein kinase family protein | chr5:23342533-23346325 FORWARDvery weakly similar to (87.8)CRI4_MAIZEPutative receptor protein kinase CRINKLY4 precursor - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pkinase_Tyr TyrKc PTKc S_TKc Pkinase S_TKc PTKc_Csk_like PTKc_EphR PTKc_Src_like PTKc_InsR_like PTKc_Tec_like PTKc_Frk_like PTKc_Syk_like PTKc_Jak_rpt2 PTKc_Ack_like PTKc_Srm_Brk PTKc_Trk PTKc_Abl PTKc_Fes_like PTKc_EGFR_like PTKc_Csk PTKc_Btk_Bmx PTKc_Chk PTKc_FAK PTKc_EphR_A2 PTKc_Itk PTKc_Tec_Rlk PTKc_EphR_B PTK_CCK4 PTKc_EphR_A PTKc_Met_Ron PTKc_Jak2_Jak3_rpt2 PTKc_Zap-70 PTKc_c-ros PTKc_Fyn_Yrk PTKc_Lck_Blk PTKc_Ror PTKc_ALK_LTK PTKc_FGFR PTKc_Fes PTKc_Jak1_rpt2 PTKc_PDGFR PTKc_EphR_A10 PTKc_Tyk2_rpt2 PTKc_Src PTKc_TrkA PTKc_Yes PTKc_TrkC PTKc_Fer PTKc_RET PTKc_Axl_like PTKc_Lyn PTK_Ryk PTKc_Tyro3 PTKc_DDR PTKc_FGFR4 PTKc_InsR PTKc_Syk SPS1 PTKc_TrkB PTKc_Tie1 PTKc_Tie2 PTKc_EGFR PTKc_Musk PTKc_Ror1 PTKc_Hck PTKc_IGF-1R PTKc_Tie PTKc_FGFR1 PTKc_DDR2 PTKc_FGFR2 PTKc_HER4 PTKc_DDR_like PTK_Jak_rpt1 PTK_HER3 PTKc_Axl PTKc_FGFR3 PTKc_HER2 PTKc_DDR1 PTKc_Ror2 PTKc_Aatyk PTKc_VEGFR2 PTKc_Aatyk1_Aatyk3 PTKc_VEGFR PTKc_VEGFR3 PTKc_Kit PTKc_CSF-1R PTK_Jak2_Jak3_rpt1 PTK_Tyk2_rpt1 PTKc_PDGFR_alpha PTKc_PDGFR_beta PTKc_Aatyk2 PTK_Jak1_rpt1	protein.postranslational modification	29_4

CUST_133406_PI403524517	2	0.08303833	-0.20706844	-0.09917545	0.057596207	-0.048950195	0.04894924	35_37452	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_77172_PI403524517	2	0.037150383	0.08732891	-0.11149597	-0.03714943	0.055143356	-0.059271812	35_22121	"Cluster: Os05g0172300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0172300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DKD0	"CHR4V7|COORD:18462310..18464578| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G27090.1); similar to hypothetical protein [Oryza sativa (japonica"	AT4G39790.1	CHR05V5|COORD:9418028..9422983|protein expressed protein	LOC_Os05g16640.1	"no descriptionmoderately similar to ( 318)AT4G39790| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G27090.1); similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:AAU44340.1); contains InterPro domain Protein of unknown function DUF632; (InterPro:IPR006867); contains InterPro domain t-snare; (InterPro:IPR010989); contains InterPro domain Protein of unknown function DUF630; (InterPro:IPR006868) | chr4:18462310-18464578 REVERSEDUF632"	not assigned.unknown	35_2

CUST_14701_PI404877155	2	0.08817482	0.038147926	-0.014256477	-0.0309906	0.014256477	-0.067959785	Contig8532_at	putative lipase-like protein [Oryza sativa (japonica cultivar-group)] gb|AAP52034.1| putative lipase-like protein [Oryza sativa (japonica	NP_919747.1	hydrolase, alpha/beta fold family protein	At5g16120.1	protein lipase, putative	Os10g04620	Putative lipase-like protein	lipid metabolism.lipid degradation.lipases	11_9_2

CUST_162532_PI403524517	2	0.14399338	-0.009506226	0.12112522	0.009507179	-0.18817616	-0.0717535	35_45330	Rep: Hypothetical protein B1377B10.7 - Oryza sativa (japonica cultivar-group)	UniRef90_Q6ASW0		0	CHR03V5|COORD:29115779..29108530|protein ATP binding protein, putative, expressed	LOC_Os03g51020.1	no description	not assigned.unknown	35_2

CUST_8743_PI403524517	2	-0.06217289	0.35157776	0.06505489	-0.05317402	0.01145649	-0.011455536	35_2452	"Cluster: Hypothetical protein OJ1008_C03.25-1; n=3; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1008_C03.25-1 - Oryza sativa (japonica cu"	UniRef90_Q6Z2Y4	0	0	CHR02V5|COORD:2614085..2611226|protein expressed protein	LOC_Os02g05430.1	no descriptionDUF1668	not assigned.unknown	35_2

CUST_65520_PI403524517	2	-0.016166687	0.26501274	-0.0071401596	-0.03880787	0.04454136	0.0071401596	35_18710	Rep: H0702G05.5 protein - Oryza sativa (Rice)	UniRef90_Q25AI8	CHR2V7|COORD:8049464..8052090| cupin family protein	AT2G18540.1	CHR04V5|COORD:30624132..30627267|protein expressed protein	LOC_Os04g51960.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Caldesmon PRK12678 Smc MAP7 TolA ComEC SbcC MFAP1_C tolA TFIIF_alpha	not assigned.unknown	35_2

CUST_74329_PI403524517	2	0.24574232	-0.063890934	0.06389141	-0.06907368	0.5430603	-0.32211256	35_21314	"Cluster: Hypothetical protein; n=1; Dictyostelium discoideum AX4|Rep: Hypothetical protein - Dictyostelium discoideum AX4"	UniRef90_Q54VW5	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	CHR06V5|COORD:4825817..4829152|protein transposon protein, putative, CACTA, En/Spm sub-class	LOC_Os06g09480.1	no descriptionnot assigned not assigned PRK07764	not assigned.unknown	35_2

CUST_43999_PI403524517	2	0.007847786	-0.0020961761	0.020989418	0.0020961761	-0.011077881	-0.007760048	35_12628	"Cluster: AMP-binding protein, putative, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: AMP-binding protein, putative, expressed - Oryza sativa (jap"	UniRef90_Q10AP0	CHR3V7|COORD:8575275..8581008| AMP-binding protein, putative	AT3G23790.1	CHR03V5|COORD:35496981..35488097|protein acyl-CoA synthetase-like protein, putative, expressed	LOC_Os03g62850.2	 no descriptionmoderately similar to ( 410)AT3G23790| Symbols:  | AMP-binding protein, putative | chr3:8575275-8581008 FORWARDvery weakly similar to (87.4)4CL2_TOBAC4-coumarate--CoA ligase 2 - Nicotiana tabacum (Common tobacco)not assigned not assigned not assigned not assigned FAA1 CaiC PRK08315 AMP-binding PRK05677 PRK12583 PRK12492 PRK05605 PRK06710 PRK08180 PRK07656 PRK08974 PRK08633 PRK07770 PRK09089 PRK06839 PRK07514 PRK03640 PRK07059 PRK06087 PRK12582 PRK07529 PRK08751 PRK09029 PRK06187 PRK06145 PRK08162 PRK08314 caiC PRK07684 PRK06178 PRK09192 PRK06164 PRK07787 PRK07470 PRK07771 PRK07445 PRK07768 Acs PRK09088 PRK08316 PRK06018 PRK07786 PRK06155 PRK06188 PRK07788 PRK06219 PRK06814 PRK08276 PRK06334 PRK06060 entE EntF PRK12406 EntE PRK06368 PRK04813 PRK05851 PRK05857 PRK05691 PRK07867 PRK08043 PRK09274 PRK04319 PRK07824 PRK05620 PRK07798 PRK07638 PRK07008 PaaK 	lipid metabolism.FA synthesis and FA elongation.acyl coa ligase	11_1_8

CUST_15635_PI403524517	2	0.083548546	-0.7832041	-0.12343788	0.015076637	-0.008425713	0.008426666	35_4512	"Cluster: Hypothetical protein B1206D04.12; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1206D04.12 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5Z414	"CHR3V7|COORD:1416486..1417539| similar to coiled-coil domain containing 12 [Danio rerio] (GB:NP_001003589.1); similar to Os06g0730800 [Oryza sativa (japonica"	AT3G05070.1	CHR06V5|COORD:31146903..31149547|protein coiled-coil domain-containing protein 12, putative, expressed	LOC_Os06g51420.1	" no descriptionweakly similar to ( 108)AT3G05070| Symbols:  | similar to coiled-coil domain containing 12 [Danio rerio] (GB:NP_001003589.1); similar to Os06g0730800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001058658.1); contains InterPro domain mRNA splicing factor, Cwf18; (InterPro:IPR013169) | chr3:1416486-1417539 FORWARDnot assigned cwf18 "	not assigned.unknown	35_2

CUST_165620_PI403524517	2	0.14392948	0.9128618	0.040916443	-0.530859	-0.44264317	-0.040916443	35_46150	"Cluster: Putative stress-responsive protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative stress-responsive protein - Oryza sativa (japonica"	UniRef90_Q8LN75	CHR3V7|COORD:17468780..17469388| invertase/pectin methylesterase inhibitor family protein	AT3G47380.1	CHR10V5|COORD:19202642..19200478|protein ripening-related protein-like, putative, expressed	LOC_Os10g36500.1	no description	not assigned.unknown	35_2

CUST_12166_PI399408534	2	-0.018508911	-0.28193092	-0.001247406	0.15338326	0.036501884	0.0012483597	35_1790	Rep: Rac-like GTP-binding protein 6 - Oryza sativa (Rice)	UniRef90_Q6ZHA3	"CHR2V7|COORD:7747395..7749024| ARAC1/ATGP2/ATRAC1/AtROP3/RAC1/ROP3 (Rho-related protein from plants 3); GTP binding"	AT2G17800.1	CHR02V5|COORD:1084283..1080513|protein rac-like GTP-binding protein 6, putative, expressed	LOC_Os02g02840.1	 no descriptionmoderately similar to ( 350)AT2G17800| Symbols: ARAC1, ATGP2, ATRAC1, RAC1, ROP3, AtROP3 | ARAC1/ATGP2/ATRAC1/AtROP3/RAC1/ROP3 (Rho-related protein from plants 3) | chr2:7747395-7749024 FORWARDmoderately similar to ( 367)RAC6_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Rop_like RHO Rho Rac1_like Rho4_like Cdc42 RhoG Wrch_1 Tc10 RhoA_like Ras Rho2 Rho3 Rab Ras RAB Ras_like_GTPase COG1100 Rnd Rnd3_RhoE_Rho8 Rnd2_Rho7 Rnd1_Rho6 RAS Rab21 RhoBTB Rab5_related H_N_K_Ras_like Rab6 Rab8_Rab10_Rab13_like Rab1_Ypt1 Rab23_lke Rab18 M_R_Ras_like Rap_like Rab26 Ras2 Rab7 Rab11_like RalA_RalB RheB Rab9 Rab19 Rab27A RSR1 Rap2 Rab2 Rab3 RERG_RasL11_like Rab4 Rab15 Rit_Rin_Ric Miro1 Rap1 Rab39 RabA_like Rab35 Ran Rab36_Rab34 Rab24 Rab30 RabL4 RabL2 Rab32_Rab38 Rab14 Rab33B_Rab33A Spg1 Miro Rab12 RJL Rab40 Rab20 ARHI_like Rhes_like RAN Ras_dva Rab28 RGK 	signalling.G-proteins	30_5

CUST_85613_PI403524517	2	0.0736866	-0.32498837	-0.031287193	0.29043484	0.031287193	-0.075920105	35_24523	"Cluster: Putative quercetin 3-O-glucoside-6-O-malonyltransferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative quercetin"	UniRef90_Q6K2J2	CHR5V7|COORD:15660840..15662186| transferase family protein	AT5G39090.1	CHR02V5|COORD:16674187..16672274|protein transferase, putative, expressed	LOC_Os02g28170.1	no descriptionvery weakly similar to (67.8)AT5G39090| Symbols:  | transferase family protein | chr5:15660840-15662186 FORWARDTransferase	secondary metabolism.flavonoids.anthocyanins.anthocyanin 5-aromatic acyltransferase	16_8_1_21

CUST_103527_PI403524517	2	-0.56227875	0.39128113	-0.104068756	0.12833405	-0.58522034	0.10406971	35_29521	"Cluster: Ripening-related protein 3 precursor; n=1; Oryza sativa|Rep: Ripening-related protein 3 precursor - Oryza sativa (Rice)"	UniRef90_Q9FWT5	CHR2V7|COORD:8012367..8014849| protein kinase family protein	AT2G18470.1	CHR10V5|COORD:18268952..18269791|protein ripening-related protein 3 precursor, putative, expressed	LOC_Os10g34840.1	no descriptionweakly similar to ( 142)RIP3_ORYSA	development.unspecified	33_99

CUST_3119_PI403524517	2	0.006088257	-0.014913559	-0.0060863495	0.026371002	0.028188705	-0.039661407	35_847	"Cluster: Os08g0128500 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os08g0128500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J889	CHR1V7|COORD:19478882..19479821| 60S ribosomal protein L37 (RPL37B)	AT1G52300.1	CHR02V5|COORD:34912247..34914279|protein 60S ribosomal protein L37, putative, expressed	LOC_Os02g56990.1	no descriptionweakly similar to ( 152)AT3G16080| Symbols:  | 60S ribosomal protein L37 (RPL37C) | chr3:5454898-5455683 FORWARDnot assigned Ribosomal_L37e RPL37A rpl37e	protein.synthesis.misc ribososomal protein	29_2_2

CUST_76510_PI403524517	2	0.1853056	-0.045258522	-0.1567421	0.048758507	0.045258522	-0.18606949	35_21935	Rep: H0107B07.4 protein - Oryza sativa (Rice)	UniRef90_Q01M50	CHR1V7|COORD:1282868..1286491| coenzyme F420 hydrogenase family / dehydrogenase, beta subunit family	AT1G04620.1	CHR04V5|COORD:14686683..14692106|protein coenzyme F420 hydrogenase/dehydrogenase beta subunit, putative, expressed	LOC_Os04g25400.2	 no descriptionmoderately similar to ( 320)AT1G04620| Symbols:  | coenzyme F420 hydrogenase family / dehydrogenase, beta subunit family | chr1:1282868-1286491 REVERSEFrhB FrhB_FdhB_C PRK09325 PRK09326 FrhB_FdhB_N 	not assigned.no ontology	35_1

CUST_2529_PI404877155	2	-0.061766624	0.1644659	0.013455391	-0.12820053	-0.013454437	0.01771164	Contig12935_at	FAD linked oxidase family protein [Arabidopsis thaliana] gb|AAK73999.1| AT5g06580/F15M7_11 [Arabidopsis thaliana]	NP_568170.1	FAD linked oxidase family protein	At5g06580.1	protein FAD linked oxidases, C-terminal domain, putative	Os07g06890	"glycolate oxidase subunit D-like; D-lactate dehydrogenase-like"	PS.photorespiration.glycolate oxydase	1_02_02

CUST_154492_PI403524517	2	-0.10184097	1.42066	-0.1282444	0.59589005	0.10184193	-0.48841858	35_43170	"Cluster: Ribulosebisphosphate carboxylase precursor; n=2; Triticum aestivum|Rep: Ribulosebisphosphate carboxylase precursor - Triticum"	UniRef90_Q41582	CHR1V7|COORD:25052128..25052912| ribulose bisphosphate carboxylase small chain 1A / RuBisCO small subunit 1A (RBCS-1A) (ATS1A)	AT1G67090.1	CHR12V5|COORD:11274441..11275784|protein ribulose bisphosphate carboxylase small chain C, chloroplast precursor, putative, expressed	LOC_Os12g19394.1	 no descriptionvery weakly similar to (70.1)RBS1_WHEATRibulose bisphosphate carboxylase small chain PWS4.3, chloroplast precursor - Triticum aestivum (Wheat)	PS.calvin cyle.rubisco small subunit	1_3_2

CUST_134467_PI403524517	2	0.24627829	0.9632273	0.3890314	-0.24627781	-1.7719228	-0.26384354	35_37729	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_63981_PI403524517	2	0.060969353	1.2680454	-0.5382118	0.06393623	-0.13732147	-0.0609684	35_18274	"Cluster: Hypothetical protein P0643D11.4; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0643D11.4 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6ES43	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	CHR09V5|COORD:14649291..14648227|protein expressed protein	LOC_Os09g24590.1	no description	not assigned.unknown	35_2

CUST_109331_PI403524517	2	-0.43007374	0.5738783	0.036231995	-0.030693054	0.030693054	-0.23984337	35_31077	Rep: ES1A protein - Hordeum vulgare (Barley)	UniRef90_Q40049	CHR5V7|COORD:2479708..2482639| formin homology 2 domain-containing protein / FH2 domain-containing protein	AT5G07780.1	CHR05V5|COORD:14056935..14056263|protein conserved hypothetical protein	LOC_Os05g24490.1	no description	not assigned.unknown	35_2

CUST_74070_PI403524517	2	0.041088104	0.43068314	-0.041088104	-0.088285446	-0.20234203	0.083722115	35_21242	"Cluster: Transport protein-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: Transport protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K9M2	CHR4V7|COORD:14905305..14906921| AtATG18b (Arabidopsis thaliana homolog of yeast autophagy 18 (ATG18) b)	AT4G30510.1	CHR02V5|COORD:33627745..33623458|protein expressed protein	LOC_Os02g54910.1	no descriptionweakly similar to ( 153)AT4G30510| Symbols: AtATG18b | AtATG18b (Arabidopsis thaliana homolog of yeast autophagy 18 (ATG18) b) | chr4:14905670-14906921 REVERSEnot assigned	transport.misc	34_99

CUST_27708_PI403524517	2	-0.1545515	0.019984245	0.095210075	0.03384018	-0.019984245	-0.09065533	35_8012	"Cluster: Putative lung seven transmembrane receptor 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative lung seven transmembrane receptor 1 - Oryza sat"	UniRef90_Q9SNM0	"CHR5V7|COORD:16844058..16845377| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G09570.1); similar to unknown [Sorghum bicolor] (GB:AAQ06259.1);"	AT5G42090.1	CHR06V5|COORD:1728997..1724314|protein protein GPR108 precursor, putative, expressed	LOC_Os06g04130.2	"no descriptionmoderately similar to ( 302)AT5G42090| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G09570.1); similar to unknown [Sorghum bicolor] (GB:AAQ06259.1); contains InterPro domain Lung seven transmembrane receptor; (InterPro:IPR009637) | chr5:16844058-16845377 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Atrophin-1 PRK12323 HPC2 Herpes_BLLF1 Lung_7-TM_R PRK07003 Extensin_2 Tymo_45kd_70kd AF-4 DUF566 PRK07764 DUF1421 APC_basic Herpes_UL32 KAR9 PRK05648 Pneumo_att_G CTF_NFI GRASP55_65 PRK12678 TT_ORF1 Herpes_TAF50 DUF936 MAP65_ASE1 Coprinus_mating DamX Metaviral_G PRK08853 COG5099 DUF1752 Sporozoite_P67 Drf_FH1 IER PRK09169 Syndecan PRK08770 PRK12372 ROM1 Gag_spuma PRK10905 Treacle GAT1 PRK11901 DUF605 Hamartin PRK12495 Totivirus_coat Mucin FimV Protamine_P1 COG5275 Herpes_gp2 infB PRK10856"	not assigned.unknown	35_2

CUST_72076_PI403524517	2	0.09692001	-0.003900528	-0.1982317	-0.041954994	0.0039014816	0.10059166	35_20660	"Cluster: Os09g0448900 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0448900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J1D3	CHR1|COORD:27628983..27631359| expressed protein	AT1G73470.2	CHR09V5|COORD:16780151..16783470|protein conserved hypothetical protein	LOC_Os09g27610.1	"no descriptionweakly similar to ( 112)AT1G73470| Symbols:  | similar to hypothetical protein slr0975 [Synechocystis sp. PCC 6803] (GB:NP_440211.1); similar to Os09g0448900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001063318.1) | chr1:27629514-27631265 FORWARDCOG4735"	not assigned.unknown	35_2

CUST_33223_PI403524517	2	0.40153456	0.6476245	-0.034318447	-0.2963152	0.034318924	-0.30804777	35_9577	"Cluster: Hypothetical protein OJ1458_B07.110; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1458_B07.110 - Oryza sativa (japonica cult"	UniRef90_Q7XIP5	"CHR1V7|COORD:4702929..4704589| CYP78A5 (cytochrome P450, family 78, subfamily A, polypeptide 5); oxygen binding"	AT1G13710.1	CHR07V5|COORD:26843026..26848635|protein cytochrome P450 family protein, expressed	LOC_Os07g45000.1	" no descriptionvery weakly similar to (50.1)AT1G13710| Symbols: CYP78A5 | CYP78A5 (cytochrome P450, family 78, subfamily A, polypeptide 5); oxygen binding | chr1:4702929-4704589 REVERSEnot assigned not assigned not assigned not assigned p450 "	misc.cytochrome P450	26_10

CUST_669_PI403524517	2	0.077739716	1.9172058	-0.28888798	0.15458775	-0.614398	-0.07773876	35_177	Rep: Xyloglucan endotransglycosylase - Hordeum vulgare (Barley)	UniRef90_P93671	"CHR5V7|COORD:23322281..23323610| XTR3 (XYLOGLUCAN ENDOTRANSGLYCOSYLASE 3); hydrolase, acting on glycosyl bonds"	AT5G57550.1	CHR06V5|COORD:29156885..29155427|protein xyloglucan endotransglucosylase/hydrolase protein 23 precursor, putative, expressed	LOC_Os06g48200.1	" no descriptionweakly similar to ( 115)AT5G57550| Symbols: XTR3 | XTR3 (XYLOGLUCAN ENDOTRANSGLYCOSYLASE 3); hydrolase, acting on glycosyl bonds | chr5:23322281-23323610 REVERSEvery weakly similar to (98.6)BRU1_SOYBNBrassinosteroid-regulated protein BRU1 precursor - Glycine max (Soybean)GH16_XET Glyco_hydro_16 "	cell wall.modification	10_7

CUST_10196_PI399408534	2	0.07874203	0.12608242	0.016346931	-0.12884903	-0.016347885	-0.04482174	35_27732	Rep: SET domain protein - Triticum aestivum (Wheat)	UniRef90_Q6GV24	CHR1V7|COORD:27495631..27497640| SUVH3 (SU(VAR)3-9 HOMOLOG 3)	AT1G73100.1	CHR05V5|COORD:24038459..24032373|protein histone-lysine N-methyltransferase, H3 lysine-9 specific SUVH1, putative, expressed	LOC_Os05g41172.2	no descriptionmoderately similar to ( 229)AT1G73100| Symbols: SUVH3 | SUVH3 (SU(VAR)3-9 HOMOLOG 3) | chr1:27495631-27497640 FORWARDnot assigned not assigned not assigned Pre-SET PreSET SET SET	RNA.regulation of transcription.SET-domain transcriptional regulator family	27_3_69

CUST_12559_PI404877155	2	0.2566452	-0.1524458	-0.37484932	-0.01205349	0.012052536	0.17676353	Contig6308_at	Phosphatidate cytidylyltransferase (CDP-diglyceride synthetase) (CDP-diglyceride pyrophosphorylase) (CDP-diacylglycerol synthase) (CDS) (CTP	O04940	phosphatidate cytidylyltransferase / CDP-diglyceride synthetase (CDS1)	At1g62430.1	protein phosphatidate cytidylyltransferase, putative	Os01g55360	phosphatidate cytidylyltransferase / CDP-diglyceride synthetase (CDS1), identical to SP:O04928 Phosphatidate cytidylyltransferase (EC 2.7.7.41) (CDP-diglyceride synthetase) (CDP-diglyceride pyrophosphorylase) (CDP-diacylglycerol synthase) (CDS) (CTP:phosp	lipid metabolism.Phospholipid synthesis	11_3

CUST_67163_PI403524517	2	0.08644104	-0.51396847	-0.08644104	0.19429207	0.09797764	-0.11562061	35_19180	"Cluster: Os05g0147500 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0147500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DKR7	"CHR2V7|COORD:19625442..19629234| DEGP2 (DEGP PROTEASE 2); serine-type peptidase/ trypsin"	AT2G47940.1	CHR05V5|COORD:2703713..2711754|protein protease Do-like 2, chloroplast precursor, putative, expressed	LOC_Os05g05480.2	"no descriptionweakly similar to ( 200)AT2G47940| Symbols: DEGP2 | DEGP2 (DEGP PROTEASE 2); serine-type peptidase/ trypsin | chr2:19625442-19629234 REVERSEnot assigned"	protein.degradation.serine protease	29_5_5

CUST_23541_PI403524517	2	-0.15673256	-0.113658905	-0.0176754	0.3459015	0.22553635	0.017676353	35_6843	"Cluster: Heat shock factor RHSF2; n=2; Oryza sativa (japonica cultivar-group)|Rep: Heat shock factor RHSF2 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6VBB5	"CHR4V7|COORD:7043000..7044221| AT-HSFB2B (Arabidopsis thaliana heat shock transcription factor B2B); transcription factor"	AT4G11660.1	CHR08V5|COORD:27257496..27247922|protein heat shock factor protein 7, putative, expressed	LOC_Os08g43334.2	" no descriptionvery weakly similar to (73.2)AT5G62020| Symbols: HSFB2A, AT-HSFB2A | AT-HSFB2A (Arabidopsis thaliana heat shock transcription factor B2A); DNA binding / transcription factor | chr5:24933438-24934420 FORWARDnot assigned not assigned not assigned not assigned not assigned "	stress.abiotic.heat	20_2_1

CUST_32144_PI399408534	2	0.09098244	0.2644043	0.007843018	-0.0918293	-0.037639618	-0.007843971	35_1020	Rep: Os05g0314100 protein - Oryza sativa (japonica cultivar-group)	UniRef90_Q0DJ91	CHR2|COORD:19544248..19545669| small nuclear ribonucleoprotein D2, putative / snRNP core protein D2, putative / Sm protein D2, putative, similar to small	AT2G47640.1	CHR05V5|COORD:14374227..14371419|protein small nuclear ribonucleoprotein Sm D2, putative, expressed	LOC_Os05g24970.1	" no descriptionweakly similar to ( 194)AT3G62840| Symbols:  | similar to small nuclear ribonucleoprotein D2, putative / snRNP core protein D2, putative / Sm protein D2, putative [Arabidopsis thaliana] (TAIR:AT2G47640.3); similar to Os05g0314100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001055168.1); similar to putative small nuclear ribonucleoprotein D2 [Oryza sativa (japonica cultivar-group)] (GB:AAV32147.1); contains InterPro domain Like-Sm ribonucleoprotein-related, core; (InterPro:IPR010920); contains InterPro domain Like-Sm ribonucleoprotein, core; (InterPro:IPR001163); contains InterPro domain Like-Sm ribonucleoprotein, eukaryotic and archaea-type, core; (InterPro:IPR006649) | chr3:23246702-23247590 REVERSEnot assigned not assigned Sm_D2 LSm3 Sm LSM LSM1 Sm_like "	RNA.processing	27_1

CUST_74623_PI403524517	2	0.0575037	0.023010254	-0.038933754	-0.030483246	0.037402153	-0.023010254	35_21398	"Cluster: Dual specificity phosphatase, catalytic domain containing protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Dual specificity phospha"	UniRef90_Q2QY35	CHR4V7|COORD:10238165..10238709| dual specificity protein phosphatase-related	AT4G18593.1	CHR11V5|COORD:1698221..1695431|protein dual specificity protein phosphatase 12, putative, expressed	LOC_Os11g04180.1	no descriptionweakly similar to ( 147)AT4G18593| Symbols:  | dual specificity protein phosphatase-related | chr4:10238165-10238709 FORWARDvery weakly similar to (69.7)PTP3_CHLEUDual specificity protein phosphatase - Chlamydomonas eugametosnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DSPc DSPc DSPc CDC14 PRK07764 Atrophin-1 PRK12323 Tymo_45kd_70kd Extensin_2	protein.postranslational modification	29_4

CUST_54885_PI403524517	2	-1.146863	0.25663853	0.31870604	1.1753054	-0.25663853	-0.31026173	35_15622	Rep: OSIGBa0103O01.6 protein - Oryza sativa (Rice)	UniRef90_A0B9Y6	CHR2V7|COORD:18088669..18089826| chitinase, putative	AT2G43590.1	CHR04V5|COORD:24490816..24489622|protein endochitinase A precursor, putative, expressed	LOC_Os04g41680.1	 no descriptionmoderately similar to ( 272)AT2G43590| Symbols:  | chitinase, putative | chr2:18088669-18089826 REVERSEmoderately similar to ( 280)CHIA_MAIZEEndochitinase A precursor - Zea mays (Maize)not assigned not assigned not assigned not assigned chitinase_glyco_hydro_19 Glyco_hydro_19 lysozyme_like ChtBD1 Chitin_bind_1 ChtBD1 PRK07003 	stress.biotic	20_1

CUST_5757_PI404877155	2	0.3493533	-0.16333103	-0.010536194	-0.2560525	0.19119835	0.010536194	Contig17772_at	0	AAN71367.1	0	0	0	0	NONE	RNA.regulation of transcription.CCAAT box binding factor family, HAP3	27_3_15

CUST_30406_PI399408534	2	0.5109372	0.2594614	-0.048123837	-0.12498808	-0.61732435	0.048123837	35_28746	"Cluster: 5'-3' exoribonuclease, putative, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: 5'-3' exoribonuclease, putative, expressed - Oryza sativa"	UniRef90_Q10C49	"CHR1V7|COORD:20353967..20360317| AIN1 (ACC INSENSITIVE 1); 5'-3' exonuclease/ nucleic acid binding"	AT1G54490.1	CHR03V5|COORD:32988267..32999355|protein XRN4, putative, expressed	LOC_Os03g58060.3	" no descriptionmoderately similar to ( 313)AT1G54490| Symbols: EIN5, XRN4, AIN1 | AIN1 (ACC INSENSITIVE 1); 5'-3' exonuclease/ nucleic acid binding | chr1:20353967-20360317 FORWARDnot assigned not assigned XRN_N XRN1 "	RNA.processing.ribonucleases	27_1_19

CUST_2875_PI404877155	2	0.22054958	0.07842827	0.015069008	-0.116194725	-0.15838051	-0.015069962	Contig13278_at	diacylglycerol kinase (EC 2.7.1.107) ATDGK1 - Arabidopsis thaliana dbj|BAA09856.1| diacylglycerol kinase [Arabidopsis thaliana]	S71467	diacylglycerol kinase 1 (DGK1)	At5g07920.1	protein diacylglycerol kinase 1 (ec 2.7.1.107) (diglyceride kinase 1)(dgk 1) (dag kinase 1)	Os12g38780	diacylglycerol kinase 1 (DGK1), identical to diacylglycerol kinase 1 (Diglyceride kinase 1, DGK 1, DAG kinase 1) (Arabidopsis thaliana) SWISS-PROT:Q39017	lipid metabolism.Phospholipid synthesis	11_3

CUST_71338_PI403524517	2	-0.09984779	-0.86145973	-0.41384697	0.35582542	0.25170898	0.09984779	35_20437	"Cluster: Hypothetical protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2R318	"CHR3V7|COORD:18596140..18598229| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G50150.1); similar to unknown protein [Arabidopsis thaliana]"	AT3G50120.1	CHR11V5|COORD:19290514..19294285|protein conserved hypothetical protein	LOC_Os11g33450.1	" no descriptionweakly similar to ( 123)AT3G50120| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G50150.1); similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G50130.1); similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G50170.1); similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:BAD03197.1); similar to Os11g0543300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001068043.1); similar to Os04g0505400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001053253.1); contains InterPro domain Protein of unknown function DUF247, plant; (InterPro:IPR004158) | chr3:18596140-18598229 REVERSEDUF247 "	not assigned.unknown	35_2

CUST_22385_PI399408534	2	0.0071048737	-0.06362915	0.2358818	-0.0071058273	0.12703323	-0.11089897	35_4036	"Cluster: VP1/ABI3 family regulatory protein-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: VP1/ABI3 family regulatory protein-like protein - Ory"	UniRef90_Q8H349	"CHR2V7|COORD:12987981..12991801| HSI2 (High-level expression of Sugar-Inducible gene 2); transcription factor/ transcriptional repressor"	AT2G30470.1	CHR07V5|COORD:22533206..22541089|protein HSI2, putative, expressed	LOC_Os07g37610.1	"no descriptionweakly similar to ( 184)AT2G30470| Symbols: HSI2 | HSI2 (High-level expression of Sugar-Inducible gene 2); transcription factor/ transcriptional repressor | chr2:12987981-12991801 REVERSEzf-CW"	RNA.regulation of transcription.ABI3/VP1-related B3-domain-containing transcription factor family	27_3_1

CUST_171500_PI403524517	2	0.14760971	-0.31806374	0.07916069	-0.02300644	0.023006916	-0.33767605	35_47790	"Cluster: OSIGBa0132E09-OSIGBa0108L24.1 protein; n=2; Oryza sativa|Rep: OSIGBa0132E09-OSIGBa0108L24.1 protein - Oryza sativa (Rice)"	UniRef90_Q01HY8	CHR5V7|COORD:23235618..23237890| aldose 1-epimerase family protein	AT5G57330.1	CHR04V5|COORD:33338235..33344907|protein apospory-associated protein C, putative, expressed	LOC_Os04g56290.5	no descriptionvery weakly similar to (82.8)AT5G57330| Symbols:  | aldose 1-epimerase family protein | chr5:23235618-23237890 FORWARDnot assigned COG0676	minor CHO metabolism.others	3_5

CUST_6313_PI403524517	2	0.025018692	-0.41757393	-0.10129833	0.025993347	0.0752573	-0.025018692	35_1748	Rep: Proteasome subunit beta type 1 - Oryza sativa (Rice)	UniRef90_O64464	"CHR3V7|COORD:22483013..22484784| PBF1 (20S proteasome beta subunit F1); peptidase"	AT3G60820.1	CHR09V5|COORD:19561865..19565427|protein proteasome subunit beta type 1, putative, expressed	LOC_Os09g32800.1	"no descriptionmoderately similar to ( 344)AT3G60820| Symbols: PBF1 | PBF1 (20S proteasome beta subunit F1); peptidase | chr3:22483013-22484784 REVERSEmoderately similar to ( 428)PSB1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned proteasome_beta_type_1 proteasome_beta proteasome_protease_HslV PRE1 Proteasome proteasome_beta_archeal proteasome_beta_type_3 Ntn_hydrolase proteasome_beta_type_2 proteasome_beta_type_7 proteasome_beta_type_6 proteasome_beta_type_4 proteasome_beta_type_5 proteasome_alpha"	protein.degradation.ubiquitin.proteasom	29_5_11_20

CUST_121856_PI403524517	2	0.22468853	0.17609882	0.016882896	-0.30079556	-0.43000603	-0.016882896	35_34406	"Cluster: ATP synthase subunit alpha, mitochondrial; n=23; Spermatophyta|Rep: ATP synthase subunit alpha, mitochondrial - Triticum aestivum (Wheat)"	UniRef90_P12862	CHRMV7|COORD:302166..303689| ATPase subunit 1	ATMG01190.1	CHR09V5|COORD:4727302..4729885|protein ATP synthase alpha chain, mitochondrial, putative, expressed	LOC_Os09g08910.1	 no descriptionvery weakly similar to (76.3)ATMG01190| Symbols: ATP1 | ATPase subunit 1 | chrM:302166-303689 REVERSEvery weakly similar to (89.4)ATPAM_WHEATATP synthase subunit alpha, mitochondrial - Triticum aestivum (Wheat)not assigned PRK09281 	mitochondrial electron transport / ATP synthesis.F1-ATPase	9_9

CUST_156737_PI403524517	2	0.019065857	-0.16609955	-0.019067764	0.11040306	0.16692924	-0.0376091	35_43775	"Cluster: Histones H3 and H4; n=1; Ostreococcus tauri|Rep: Histones H3 and H4 - Ostreococcus tauri"	UniRef90_Q018N5	CHR5V7|COORD:3270479..3270889| histone H3	AT5G10400.1	CHR11V5|COORD:2622185..2621575|protein histone H3, putative, expressed	LOC_Os11g05730.1	" no descriptionweakly similar to ( 159)AT1G19890| Symbols: ATMGH3, MGH3 | ATMGH3/MGH3 (MALE-GAMETE-SPECIFIC HISTONE H3); DNA binding | chr1:6905025-6905783 FORWARDweakly similar to ( 166)H3_VOLCAHistone H3 - Volvox carterinot assigned H3 Histone HHT1 "	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_45068_PI403524517	2	0.50051117	-0.46474075	0.92805004	-0.39437962	0.3943801	-0.60492945	35_12919	"Cluster: Hypothetical protein OJ1735_C10.11; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1735_C10.11 - Oryza sativa (japonica cultiv"	UniRef90_Q65XK7	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	CHR05V5|COORD:28442753..28440390|protein protein phosphatase 2C ABI1, putative, expressed	LOC_Os05g49730.1	no descriptionnot assigned PRK12323	not assigned.unknown	35_2

CUST_7850_PI404877155	2	-0.052235603	0.16566277	0.16025257	-0.05158043	0.05158043	-0.06957054	Contig2314_at	putative Lil3 protein [Oryza sativa (japonica cultivar-group)]	BAD08011.1	lil3 protein	At4g17600.1	protein hypothetical protein	Os02g03330	"1.1_bZIP   T00782 TAF(II) 135; human,"	RNA.regulation of transcription.HSF,Heat-shock transcription factor family	27_3_23

CUST_66744_PI403524517	2	0.21938372	0.9202175	0.050002098	-0.14605474	-0.42777538	-0.050002098	35_19058	Rep: Alpha-mannosidase - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_P94078	CHR3V7|COORD:9817944..9824293| glycosyl hydrolase family 38 protein	AT3G26720.1	CHR11V5|COORD:18556844..18566342|protein lysosomal alpha-mannosidase precursor, putative, expressed	LOC_Os11g32260.2	no descriptionhighly similar to ( 702)AT3G26720| Symbols:  | glycosyl hydrolase family 38 protein | chr3:9817944-9824293 FORWARDnot assigned not assigned not assigned Glyco_hydro_38 Alpha-mann_mid PRK09819	misc.gluco-, galacto- and mannosidases	26_3

CUST_8431_PI403524517	2	-0.03715229	0.17070103	0.035476685	-0.085728645	-0.03547573	0.037202835	35_2356	"Cluster: Hypothetical protein At5g35080/F7N22_50; n=2; Arabidopsis thaliana|Rep: Hypothetical protein At5g35080/F7N22_50 - Arabidopsis thaliana (Mouse-ear cress"	UniRef90_Q8GWH3	"CHR5V7|COORD:13371782..13373955| similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD37440.1); contains InterPro domain"	AT5G35080.1	CHR06V5|COORD:26317957..26315045|protein protein OS-9 precursor, putative, expressed	LOC_Os06g43710.1	" no descriptionmoderately similar to ( 246)AT5G35080| Symbols:  | similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD37440.1); contains InterPro domain Mannose-6-phosphate receptor, binding; (InterPro:IPR009011); contains InterPro domain Glucosidase II beta subunit-like; (InterPro:IPR012913) | chr5:13371782-13373955 REVERSEnot assigned PRKCSH "	not assigned.unknown	35_2

CUST_20155_PI399408534	2	0.05744648	-0.17615128	-0.016510963	0.049229622	-0.073750496	0.016510963	35_20361	Rep: SOH1-like protein - Oryza sativa (japonica cultivar-group)	UniRef90_Q7XIE0	CHR5V7|COORD:6731486..6732823| SOH1 family protein	AT5G19910.1	CHR10V5|COORD:21951677..21948992|protein mediator complex subunit SOH1, putative, expressed	LOC_Os10g41450.1	no descriptionmoderately similar to ( 223)AT5G19910| Symbols:  | SOH1 family protein | chr5:6731486-6732823 REVERSEnot assigned SOH1 SOH1	RNA.regulation of transcription.unclassified	27_3_99

CUST_3421_PI403524517	2	0.17153072	-0.0069975853	0.23063993	-0.013614655	-0.16136646	0.0069971085	35_935	"Cluster: Diacylglycerol kinase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Diacylglycerol kinase-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K4P5	CHR2V7|COORD:8126058..8128771| diacylglycerol kinase, putative	AT2G18730.1	CHR02V5|COORD:33478149..33470359|protein diacylglycerol kinase, putative, expressed	LOC_Os02g54650.1	 no descriptionweakly similar to ( 173)AT2G18730| Symbols:  | diacylglycerol kinase, putative | chr2:8126058-8128771 FORWARDnot assigned DAGKa 	lipid metabolism.Phospholipid synthesis.diacylglycerol kinase	11_3_5

CUST_26531_PI403524517	2	-0.20540047	-0.13492966	0.051137924	0.15346909	0.050043106	-0.050043106	35_7684	Rep: UMP synthase - Oryza sativa (Rice)	UniRef90_Q7FZ76	CHR3V7|COORD:20179263..20181223| uridine 5'-monophosphate synthase / UMP synthase (PYRE-F) (UMPS)	AT3G54470.1	CHR01V5|COORD:42213916..42217699|protein uridine 5-monophosphate synthase, putative, expressed	LOC_Os01g72240.1	no descriptionmoderately similar to ( 278)AT3G54470| Symbols:  | uridine 5'-monophosphate synthase / UMP synthase (PYRE-F) (UMPS) | chr3:20179263-20181223 REVERSEmoderately similar to ( 282)PYR5_TOBACUridine 5'-monophosphate synthase - Nicotiana tabacum (Common tobacco)not assigned OMPdecase OMP_decarboxylase_like PyrF PRK00230 KGPDC_HPS	nucleotide metabolism.synthesis.pyrimidine.UMP Synthase	23_1_1_5

CUST_134238_PI403524517	2	0.12078953	0.15777302	0.09754467	-0.09754515	-0.45104313	-0.13211632	35_37668	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_3914_PI403524517	2	0.06665611	-0.08073807	-0.029376984	0.029377937	-0.04097271	0.06254959	35_1084	"Cluster: Os01g0273000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0273000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JNQ2	CHR1V7|COORD:24056450..24057375| ATDSS1(I)	AT1G64750.2	CHR01V5|COORD:9441001..9438356|protein deleted in split hand/splt foot protein 1, putative, expressed	LOC_Os01g16640.1	no descriptionnot assigned DSS1_SEM1	not assigned.unknown	35_2

CUST_78601_PI403524517	2	-0.060156822	-0.028165817	0.046720505	0.028164864	0.16529179	-0.07907677	35_22536	"Cluster: 6b-interacting protein 1-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: 6b-interacting protein 1-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8LJG7	CHR3V7|COORD:4707297..4708628| transcription factor	AT3G14180.1	CHR01V5|COORD:28019057..28017259|protein 6b-interacting protein 1, putative, expressed	LOC_Os01g48320.1	no description	not assigned.unknown	35_2

CUST_156311_PI403524517	2	0.032189846	-0.0760417	-0.006289482	0.18234873	-0.46639204	0.006289959	35_43659	Rep: 60S ribosomal protein L17-2 - Hordeum vulgare (Barley)	UniRef90_P35267	CHR1V7|COORD:25265872..25267290| 60S ribosomal protein L17 (RPL17B)	AT1G67430.1	CHR09V5|COORD:4392872..4389880|protein 60S ribosomal protein L17, putative, expressed	LOC_Os09g08430.1	no descriptionweakly similar to ( 107)AT1G27400| Symbols:  | 60S ribosomal protein L17 (RPL17A) | chr1:9515217-9516712 FORWARDweakly similar to ( 116)RL171_HORVU60S ribosomal protein L17-1 - Hordeum vulgare (Barley)not assigned Ribosomal_L22 Ribosomal_L22 RplV	protein.synthesis.misc ribososomal protein	29_2_2

CUST_3592_PI403524517	2	-0.07248402	-0.02358818	0.20414734	0.13893509	-0.040153503	0.02358818	35_978	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_17382_PI403524517	2	-0.01497364	0.6086855	-0.03825283	-0.24035072	0.01497364	0.065877914	35_5021	"Cluster: LSTK-1-like kinase, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: LSTK-1-like kinase, putative, expressed - Oryza sativa (japon"	UniRef90_Q2QMH1	"CHR3|COORD:1317266..1321300| similar to protein kinase family protein [Arabidopsis thaliana] (TAIR:At1g54510.1); similar to protein kinase, putative [Arabidopsi"	AT3G04810.2	CHR12V5|COORD:25488836..25484627|protein LSTK-1-like kinase, putative, expressed	LOC_Os12g41180.1	 no descriptionweakly similar to ( 171)AT3G04810| Symbols:  | protein kinase, putative | chr3:1318102-1321107 FORWARDnot assigned 	protein.postranslational modification	29_4

CUST_34514_PI403524517	2	-0.06554794	0.05848217	0.036732674	0.09072685	-0.036732674	-0.118683815	35_9954	"Cluster: Os03g0253500 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os03g0253500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DTE4	"CHR1V7|COORD:12157468..12158856| MOS2 (MODIFIER OF SNC1, 2); RNA binding / nucleic acid binding / protein binding"	AT1G33520.1	CHR03V5|COORD:8081983..8080625|protein nucleic acid binding protein, putative, expressed	LOC_Os03g14860.1	no descriptionweakly similar to ( 150)AT4G25020| Symbols:  | KOW domain-containing protein / D111/G-patch domain-containing protein | chr4:12860815-12861942 REVERSEnot assigned	not assigned.no ontology	35_1

CUST_9223_PI404877155	2	4.0626526E-4	-0.03748417	-0.035547256	0.13269424	-4.0721893E-4	0.0761652	Contig3010_s_at	OSJNBa0064G10.16 [Oryza sativa (japonica cultivar-group)] ref|XP_474351.1| OSJNBa0064G10.16 [Oryza sativa (japonica cultivar-group)]	CAE05765.2	pyruvate kinase, putative	At5g08570.1	protein pyruvate kinase	Os04g58110	pyruvate kinase	glycolysis.PK	4_13

CUST_140657_PI403524517	2	0.6674056	-0.24100971	-0.052402973	0.07816553	-0.2279172	0.052402973	35_39437	"Cluster: DNA polymerase delta catalytic subunit; n=1; Glycine max|Rep: DNA polymerase delta catalytic subunit - Glycine max (Soybean)"	UniRef90_O48901	CHR5V7|COORD:25616823..25623842| DNA-directed DNA polymerase delta catalytic subunit, putative (POLD1)	AT5G63960.1	CHR11V5|COORD:4393710..4383363|protein DNA polymerase delta catalytic subunit, putative, expressed	LOC_Os11g08330.1	 no descriptionvery weakly similar to (80.5)AT5G63960| Symbols:  | DNA-directed DNA polymerase delta catalytic subunit, putative (POLD1) | chr5:25616823-25623842 FORWARDvery weakly similar to (91.7)DPOD1_SOYBNDNA polymerase delta catalytic subunit - Glycine max (Soybean)not assigned 	DNA.synthesis/chromatin structure	28_1

CUST_10712_PI399408534	2	0.019224167	0.12418699	-0.22753191	-0.04945135	-0.019224167	0.12875605	35_15728	"Cluster: Remorin-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Remorin-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q84M49	CHR2V7|COORD:17478197..17479597| remorin family protein	AT2G41870.1	CHR03V5|COORD:33731717..33729828|protein remorin, putative, expressed	LOC_Os03g59360.1	no descriptionvery weakly similar to (61.6)AT2G41870| Symbols:  | remorin family protein | chr2:17478197-17479597 REVERSERemorin_C	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_15067_PI404877155	2	0.12889862	-0.2789364	-0.1045599	-0.0022153854	0.0022153854	0.055095673	Contig8944_at	OJ1117_G01.11 [Oryza sativa (japonica cultivar-group)] dbj|BAB93328.1| Nt-iaa4.1 deduced protein-like [Oryza sativa (japonica cultivar-group	NP_916891.1	auxin-responsive protein / indoleacetic acid-induced protein 8 (IAA8)	At2g22670.1	protein AUX/IAA family	Os01g48450	auxin-induced protein IAA9/0.4_E1A-like  T01427 E1A13S	hormone metabolism.auxin.induced-regulated-responsive-activated	17_2_3

CUST_17983_PI403524517	2	-0.043691635	0.032071114	-0.032072067	0.046388626	0.2997961	-0.11885452	35_5194	"Cluster: 1,2-dihydroxy-3-keto-5-methylthiopentene dioxygenase 4; n=1; Oryza sativa|Rep: 1,2-dihydroxy-3-keto-5-methylthiopentene dioxygenase 4 -"	UniRef90_Q7XEJ5	"CHR5V7|COORD:17644591..17646349| ATARD4; acireductone dioxygenase (Fe2+-requiring)/ metal ion binding"	AT5G43850.1	CHR10V5|COORD:14430384..14427730|protein 1,2-dihydroxy-3-keto-5-methylthiopentene dioxygenase 4, putative, expressed	LOC_Os10g28360.1	"no descriptionmoderately similar to ( 254)AT5G43850| Symbols: ATARD4 | ATARD4; acireductone dioxygenase (Fe2+-requiring)/ metal ion binding | chr5:17644591-17646349 REVERSEmoderately similar to ( 299)ARD4_ORYSAnot assigned ARD COG1791"	metal handling.regulation	15_3

CUST_8667_PI403524517	2	0.2984295	-0.04572773	0.045728683	-0.06136608	0.25482464	-0.21796417	35_2426	"Cluster: Os05g0456300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0456300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DHM8	CHR2V7|COORD:15845916..15847830| aldo/keto reductase family protein	AT2G37790.1	CHR05V5|COORD:22330124..22326728|protein aldose reductase, putative, expressed	LOC_Os05g38230.2	no descriptionmoderately similar to ( 285)AT2G37790| Symbols:  | aldo/keto reductase family protein | chr2:15845916-15847830 FORWARDweakly similar to ( 179)ALDR_HORVUAldose reductase - Hordeum vulgare (Barley)not assigned not assigned not assigned Aldo_ket_red ARA1 dkgB dkgA Tas COG4989 PRK10625	minor CHO metabolism.others	3_5

CUST_165847_PI403524517	2	0.1925025	0.11413336	-0.11336756	0.11336756	-0.75225544	-0.4271121	35_46209	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_59529_PI403524517	2	0.028820038	-0.32332325	-0.06789112	0.0877161	-0.009403229	0.009403229	35_16974	"Cluster: Putative phosphate/phosphoenolpyruvate translocator protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative"	UniRef90_Q8GZZ6	CHR3V7|COORD:3547023..3548545| organic anion transporter	AT3G11320.1	CHR03V5|COORD:9851256..9855645|protein organic anion transporter, putative, expressed	LOC_Os03g17740.1	 no descriptionhighly similar to ( 514)AT3G11320| Symbols:  | organic anion transporter | chr3:3547023-3548545 REVERSEvery weakly similar to (94.4)TPT_SOLTUTriose phosphate/phosphate translocator, chloroplast precursor - Solanum tuberosum (Potato)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TPT UAA RhaT PRK07003 PRK12323 Atrophin-1 HPC2 TT_ORF1 APC_basic Tymo_45kd_70kd Herpes_BLLF1 PRK07764 Herpes_TAF50 Herpes_capsid 	transport.metabolite transporters at the envelope membrane	34_8

CUST_20589_PI403524517	2	0.20537758	-0.39932632	-0.007707596	0.0077085495	0.03851223	-0.045470238	35_5975	"Cluster: Os12g0566100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os12g0566100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IMJ6	"CHR3V7|COORD:5907622..5908701| similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABA98984.1); similar to Os12g0566100 [Oryza sativa"	AT3G17300.1	CHR12V5|COORD:23225114..23222550|protein expressed protein	LOC_Os12g37850.1	"no descriptionweakly similar to ( 144)AT3G17300| Symbols:  | similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABA98984.1); similar to Os12g0566100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001067050.1) | chr3:5907665-5908701 FORWARD"	not assigned.unknown	35_2

CUST_14984_PI404877155	2	-0.44879818	0.34069252	0.039444923	-0.5847273	0.39515495	-0.039444923	Contig8829_at	B1147A04.10 [Oryza sativa (japonica cultivar-group)]	BAB86193.1	polcalcin, putative / calcium-binding pollen allergen, putative	At1g24620.1	protein EF hand, putative	Os05g31620	putative calmodulin	stress.abiotic.unspecified	20_2_99

CUST_4504_PI403524517	2	-0.1641016	-0.038611412	0.2402792	-0.1442709	0.038611412	0.081196785	35_1242	"Cluster: Putative legumin; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative legumin - Oryza sativa (japonica cultivar-group)"	UniRef90_Q65XA1	CHR2V7|COORD:12310195..12311824| cupin family protein	AT2G28680.1	CHR05V5|COORD:854142..851003|protein legumin-like protein, putative, expressed	LOC_Os05g02520.1	no descriptionmoderately similar to ( 464)AT1G07750| Symbols:  | cupin family protein | chr1:2404297-2405860 REVERSEweakly similar to ( 108)GLUA2_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Cupin_1 Atrophin-1 Tymo_45kd_70kd PRK12323 APC_basic Herpes_BLLF1	development.storage proteins	33_1

CUST_158577_PI403524517	2	0.0078001022	-0.37864304	-0.1678524	0.21030235	0.12932396	-0.0077991486	35_44268	"Cluster: OSJNBb0108J11.6 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBb0108J11.6 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XQY5	CHR3V7|COORD:6434240..6435487| U-box domain-containing protein	AT3G18710.1	CHR04V5|COORD:20503469..20505237|protein photoperiod responsive protein, putative, expressed	LOC_Os04g34140.1	no descriptionweakly similar to ( 109)AT3G18710| Symbols:  | U-box domain-containing protein | chr3:6434240-6435487 REVERSEvery weakly similar to (77.8)SPL11_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Ubox U-box PRK07764 PRK12323 FAP Atrophin-1 TT_ORF1 PRK07003 Protamine_P1	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_160747_PI403524517	2	0.5953493	-0.38722515	0.30026722	0.15482283	-0.49713993	-0.15482283	35_44853	"Cluster: P0402A09.14 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: P0402A09.14 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7F2F2		0	CHR01V5|COORD:82139..85646|protein expressed protein	LOC_Os01g01170.1	no description	not assigned.unknown	35_2

CUST_22805_PI403524517	2	-0.41093636	-0.72237206	-0.21860409	0.22888947	0.41977024	0.21860504	35_6624	"Cluster: VQ motif family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: VQ motif family protein, expressed - Oryza sativa (japonica cultiv"	UniRef90_Q10M76	"CHR2V7|COORD:17121093..17121809| ATCAMBP25 (ARABIDOPSIS THALIANA CALMODULIN (CAM)-BINDING PROTEIN OF 25 KDA); calmodulin binding"	AT2G41010.1	CHR03V5|COORD:11548353..11547216|protein VQ motif family protein, expressed	LOC_Os03g20440.1	no description	not assigned.unknown	35_2

CUST_182956_PI403524517	2	0.015595436	-0.124381065	0.10436916	-0.015594959	0.39120674	-0.23041773	35_50853	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_34401_PI399408534	2	-0.06876373	0.3035488	-6.7424774E-4	-0.044125557	6.7424774E-4	0.020366669	35_3146	"Cluster: Os09g0498800 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0498800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J0R2	"CHR3V7|COORD:7432585..7434549| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G51630.1); similar to Os09g0498800 [Oryza sativa (japonica"	AT3G21190.1	CHR09V5|COORD:19295667..19292320|protein expressed protein	LOC_Os09g32320.1	" no descriptionmoderately similar to ( 397)AT3G21190| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G51630.1); similar to Os09g0498800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001063569.1); similar to unknown [Flaveria brownii] (GB:AAW56451.1); contains InterPro domain Protein of unknown function DUF246, plant; (InterPro:IPR004348) | chr3:7432585-7434549 REVERSEDUF246 "	hormone metabolism.auxin.induced-regulated-responsive-activated	17_2_3

CUST_149090_PI403524517	2	0.018754005	0.068678856	-0.012825012	-0.025728226	-0.0024738312	0.0024728775	35_41705	"Cluster: Hypothetical protein OJ1781_H11.15; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1781_H11.15 - Oryza sativa (japonica cultiv"	UniRef90_Q688W2	CHR1V7|COORD:20246785..20247294| proline-rich family protein	AT1G54215.1	CHR05V5|COORD:28173486..28168041|protein DNA-3-methyladenine glycosylase 1, putative, expressed	LOC_Os05g49250.2	no descriptionnot assigned not assigned not assigned Tymo_45kd_70kd PRK07764	not assigned.unknown	35_2

CUST_5715_PI403524517	2	0.0587101	-0.014425278	0.008077621	0.008077621	-0.03109169	-0.008077621	35_1579	"Cluster: 60S ribosomal protein L5-1; n=4; Oryza sativa|Rep: 60S ribosomal protein L5-1 - Oryza sativa (Rice)"	UniRef90_P49625	"CHR3V7|COORD:9270810..9272564| ATL5 (A. THALIANA RIBOSOMAL PROTEIN L5); structural constituent of ribosome"	AT3G25520.1	CHR01V5|COORD:39300493..39303386|protein 60S ribosomal protein L5-1, putative, expressed	LOC_Os01g67134.1	"no descriptionweakly similar to ( 186)AT3G25520| Symbols: ATL5 | ATL5 (A. THALIANA RIBOSOMAL PROTEIN L5); structural constituent of ribosome | chr3:9270810-9272564 REVERSEmoderately similar to ( 220)RL51_ORYSAnot assigned"	protein.synthesis.misc ribososomal protein	29_2_2

CUST_15482_PI404877155	2	-0.37185574	0.092803	-0.1653223	0.001627922	-0.001627922	0.018473625	Contig9342_at	OJ1117_G01.11 [Oryza sativa (japonica cultivar-group)] dbj|BAB93328.1| Nt-iaa4.1 deduced protein-like [Oryza sativa (japonica cultivar-group	NP_916891.1	auxin-responsive protein / indoleacetic acid-induced protein 8 (IAA8)	At2g22670.2	protein AUX/IAA family	Os05g48590	"IAA8;auxin-responsive protein / indoleacetic acid-induced protein 8 (IAA8), identical to SP:Q38826 Auxin-responsive protein IAA8 (Indoleacetic acid-induced protein 8) {Arabidopsis thaliana} or  auxin-responsive protein / indoleacetic acid-induced protein"	hormone metabolism.auxin.induced-regulated-responsive-activated	17_2_3

CUST_70974_PI403524517	2	0.16929913	0.06578255	-0.06635952	-0.18526363	-0.028862	0.028862953	35_20334	"Cluster: Rust resistance gene ABC1041; n=1; Hordeum vulgare subsp. vulgare|Rep: Rust resistance gene ABC1041 - Hordeum vulgare var. distichum (Two-rowed barley)"	UniRef90_Q2L7E7	"CHR2V7|COORD:12431628..12433642| APK1B (Arabidopsis protein kinase 1B); kinase"	AT2G28930.2	CHR03V5|COORD:34441879..34446703|protein protein kinase APK1B, chloroplast precursor, putative, expressed	LOC_Os03g60710.1	"no descriptionhighly similar to ( 501)AT2G28930| Symbols: APK1B | APK1B (Arabidopsis protein kinase 1B); kinase | chr2:12431628-12433642 FORWARDmoderately similar to ( 228)NORK_PEANodulation receptor kinase precursor - Pisum sativum (Garden pea)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pkinase_Tyr TyrKc Pkinase PTKc S_TKc S_TKc PTKc_Jak_rpt2 PTKc_InsR_like PTKc_Csk_like PTKc_Tyk2_rpt2 PTKc_EGFR_like PTKc_EphR PTKc_Srm_Brk PTKc_Ack_like PTKc_Trk PTKc_Syk_like PTKc_Fes_like SPS1 PTKc_c-ros PTKc_EphR_A2 PTKc_Met_Ron PTKc_Chk PTKc_Ror PTKc_Src_like PTKc_ALK_LTK PTKc_Axl_like PTK_HER3 PTKc_Musk PTKc_Tec_like PTKc_Fer PTKc_Itk PTKc_EphR_A PTKc_Csk PTKc_DDR PTKc_Jak2_Jak3_rpt2 PTKc_RET PTKc_EphR_B PTKc_Btk_Bmx PTKc_InsR PTKc_Lck_Blk PTKc_FAK PTKc_Fes PTKc_IGF-1R PTKc_FGFR PTK_CCK4 PTKc_DDR_like PTKc_DDR1 PTKc_Frk_like PTKc_TrkA PTKc_EphR_A10 PTKc_HER4 PTKc_TrkB PTKc_Abl PTKc_Tie2 PTKc_EGFR PTKc_TrkC PTKc_Jak1_rpt2 PTKc_Hck PTKc_DDR2 PTKc_Tie1 PTKc_Tec_Rlk PTKc_HER2 PTKc_Tie PTKc_Lyn PTKc_PDGFR PTK_Jak_rpt1 PTKc_Axl PTKc_Tyro3 PTKc_Src PTKc_Syk PTKc_FGFR4 PTKc_FGFR1 PTKc_Fyn_Yrk PTKc_Yes PTKc_Zap-70 PTKc_FGFR3 PTKc_Ror1 PTK_Ryk PTKc_Aatyk PTKc_FGFR2 PTKc_Aatyk1_Aatyk3 PTKc_Ror2 PTKc_Aatyk2 PTK_Jak2_Jak3_rpt1 PTKc_CSF-1R PTK_Jak1_rpt1 PTKc_VEGFR PTKc_VEGFR3 PTKc_Kit PTKc_VEGFR2 PTKc_PDGFR_alpha"	protein.postranslational modification.kinase.receptor like cytoplasmatic kinase VII	29_4_1_57

CUST_17246_PI404877155	2	0.023534775	0.5470629	0.005347252	-0.19991112	-0.08716965	-0.005347252	HT09P14u_x_at	0	0	0	0	0	0	zinc-finger protein	RNA.regulation of transcription.AP2/EREBP, APETALA2/Ethylene-responsive element binding protein family	27_3_03

CUST_17599_PI403524517	2	0.11736965	-0.34665298	-0.05816555	0.021066666	0.16632462	-0.021066666	35_5085	"Cluster: Putative hepatocellular carcinoma-associated antigen 66; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative hepatocellular carcinoma-associated"	UniRef90_Q6YPH2	"CHR4V7|COORD:13987814..13990428| similar to Ribosomal protein L29 [Medicago truncatula] (GB:ABE89112.1); similar to Os02g0103900 [Oryza sativa (japonica"	AT4G28200.1	CHR02V5|COORD:192121..187478|protein expressed protein	LOC_Os02g01350.1	"no descriptionhighly similar to ( 618)AT4G28200| Symbols:  | similar to Ribosomal protein L29 [Medicago truncatula] (GB:ABE89112.1); similar to Os02g0103900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001045609.1); contains InterPro domain Protein prenyltransferase; (InterPro:IPR008940) | chr4:13987814-13990428 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned COG5191 U3_assoc_6 PRK07003"	not assigned.unknown	35_2

CUST_10024_PI404877155	2	0.036548615	0.20757103	-0.060871124	-0.036548615	-0.10233879	0.050548553	Contig3732_s_at	EST AU065533(C2174) corresponds to a region of the predicted gene.~Similar to Homo sapiens splicing factor Prp8 mRNA, complete cds.(AF092565	NP_910543.1	splicing factor, putative	At1g80070.1	protein Mov34/MPN/PAD-1 family, putative	Os05g07050	Putative splicing factor Prp8	RNA.processing.splicing	27_1_1

CUST_124020_PI403524517	2	-0.03633499	0.20095348	0.03633547	-0.05303383	0.060634136	-0.07633591	35_34965	"Cluster: Beta adaptin-like; n=3; Oryza sativa (japonica cultivar-group)|Rep: Beta adaptin-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5ZEA1	CHR5V7|COORD:3671965..3676145| adaptin family protein	AT5G11490.1	CHR01V5|COORD:25321580..25329703|protein adaptin N terminal region family protein, expressed	LOC_Os01g43630.2	no descriptionmoderately similar to ( 223)AT5G11490| Symbols:  | adaptin family protein | chr5:3671965-3676145 FORWARDnot assigned not assigned not assigned DPH5 PRK04160 Adaptin_N	cell. vesicle transport	31_4

CUST_95797_PI403524517	2	0.15348816	0.0041074753	-0.13926125	0.05031681	-0.036346436	-0.004108429	35_27374	"Cluster: Putative SV2 related protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative SV2 related protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q653R2	CHR3V7|COORD:4176873..4178875| transporter-related	AT3G13050.1	CHR09V5|COORD:22238918..22243007|protein major Facilitator Superfamily protein, expressed	LOC_Os09g38690.4	no descriptionvery weakly similar to (77.0)AT3G13050| Symbols:  | transporter-related | chr3:4176873-4178875 FORWARDnot assigned	transport.misc	34_99

CUST_120587_PI403524517	2	-0.2951584	0.10185337	0.0313015	0.17595768	-0.031300545	-0.3394842	35_34084	"Cluster: Putative Oxygen-evolving enhancer protein 3-2, chloroplast; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Oxygen-evolving enhancer"	UniRef90_Q6EP57	CHR1V7|COORD:4839882..4840629| oxygen evolving enhancer 3 (PsbQ) family protein	AT1G14150.1	CHR02V5|COORD:22229486..22228520|protein oxygen evolving enhancer protein 3, putative, expressed	LOC_Os02g36850.1	no descriptionweakly similar to ( 106)AT1G14150| Symbols:  | oxygen evolving enhancer 3 (PsbQ) family protein | chr1:4839882-4840629 FORWARDPsbQ	PS.lightreaction.photosystem II.PSII polypeptide subunits	1_1_1_2

CUST_18761_PI399408534	2	0.88043594	-0.11020136	0.110201836	0.27444363	-0.53519917	-0.32412958	35_48768	"Cluster: GCN5-related N-acetyltransferase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: GCN5-related N-acetyltransferase-like - Oryza sativa (japonica"	UniRef90_Q6H820	"CHR4V7|COORD:17658926..17660558| HLS1 (HOOKLESS 1); N-acetyltransferase"	AT4G37580.1	CHR02V5|COORD:4481869..4483467|protein HLS1, putative, expressed	LOC_Os02g08400.1	" no descriptionvery weakly similar to (55.1)AT4G37580| Symbols: COP3, HLS1 | HLS1 (HOOKLESS 1); N-acetyltransferase | chr4:17658926-17660558 FORWARDnot assigned "	misc.GCN5-related N-acetyltransferase	26_24

CUST_33282_PI403524517	2	0.050646782	0.57746696	-0.019940376	-0.07889938	-0.18177795	0.01994133	35_9595	"Cluster: H0413E07.11 protein; n=3; Oryza sativa|Rep: H0413E07.11 protein - Oryza sativa (Rice)"	UniRef90_Q25A83	CHR5V7|COORD:12566510..12569535| chloride channel-like (CLC) protein, putative	AT5G33280.1	CHR04V5|COORD:32601576..32606360|protein chloride channel-like protein CLC-g, putative, expressed	LOC_Os04g55210.1	" no descriptionvery weakly similar to (50.1)AT5G49890| Symbols: ATCLC-C, CLC-C | CLC-C (chloride channel C); anion channel/ voltage-gated chloride channel | chr5:20305715-20309369 REVERSEClC_6_like "	transport.unspecified anions	34_18

CUST_69811_PI403524517	2	0.45641613	0.18029594	0.09949398	-0.0994935	-0.21454811	-0.24428749	35_19974	"Cluster: Putative adiponectin receptor 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative adiponectin receptor 1 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q67WN9	CHR5V7|COORD:6841027..6842658| HHP1 (HEPTAHELICAL TRANSMEMBRANE PROTEIN1)	AT5G20270.1	CHR06V5|COORD:26237196..26233947|protein haemolysin-III related family protein, expressed	LOC_Os06g43620.1	no descriptionmoderately similar to ( 286)AT5G20270| Symbols: HHP1 | HHP1 (HEPTAHELICAL TRANSMEMBRANE PROTEIN1) | chr5:6841027-6842658 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned HlyIII COG1272 Herpes_BLLF1 PRK12323 TT_ORF1 Atrophin-1 PRK07003 AF-4 HPC2 Tymo_45kd_70kd SerH Pol_Y_like APC_basic KAR9 DUF566 Pneumo_att_G PRK08853 Herpes_UL32 DUF1421 PRK07764 PRK05648 PRK12678	not assigned.unknown	35_2

CUST_49165_PI403524517	2	-0.003493309	-0.08628464	-0.0015010834	0.09534168	0.06259537	0.0015010834	35_14031	Rep: Histone H3-like 2 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q9FXI7	CHR5V7|COORD:3472592..3473350| histone H3	AT5G10980.1	CHR06V5|COORD:1645327..1644415|protein histone H3, putative, expressed	LOC_Os06g04030.1	no descriptionmoderately similar to ( 232)AT4G40030| Symbols:  | histone H3.2 | chr4:18555834-18556411 REVERSEmoderately similar to ( 228)H33_VITVIHistone H3.3 - Vitis vinifera (Grape)not assigned not assigned H3 HHT1 Histone	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_1802_PI403524517	2	0.112220764	-0.007918358	0.005364418	-0.005364418	-0.055329323	0.122592926	35_477	"Cluster: 30S ribosomal protein S1, chloroplast, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: 30S ribosomal protein S1,"	UniRef90_Q10MB2	"CHR5V7|COORD:11636492..11638453| RPS1 (ribosomal protein S1); RNA binding"	AT5G30510.1	CHR03V5|COORD:11334572..11330264|protein 30S ribosomal protein S1, chloroplast precursor, putative, expressed	LOC_Os03g20100.1	" no descriptionmoderately similar to ( 470)AT5G30510| Symbols: ARRPS1, RPS1 | RPS1 (ribosomal protein S1); RNA binding | chr5:11636492-11638453 REVERSEmoderately similar to ( 471)RR1_SPIOL30S ribosomal protein S1, chloroplast precursor - Spinacia oleracea (Spinach)not assigned not assigned PRK07400 RpsA rpsA rpsA PRK00087 rpsA S1 PRK08059 S1 S1 PRK12269 PRK11824 Pnp VacB Tex PRK05807 SUI2 PRK08582 PRK03987 PRK07252 PRK08563 "	protein.synthesis.mito/plastid ribosomal protein.plastid	29_2_1_1

CUST_51430_PI403524517	2	-0.10961151	0.19287491	-0.16206932	0.3111143	0.109612465	-0.19041634	35_14659	"Cluster: Putative glycolate oxidase (Os07g0152900 protein) (Putative (S)-2- hydroxy-acid oxidase); n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative gly"	UniRef90_Q6YT73	CHR3V7|COORD:4821811..4823906| (S)-2-hydroxy-acid oxidase, peroxisomal, putative / glycolate oxidase, putative / short chain alpha-hydroxy acid oxidase,	AT3G14420.2	CHR07V5|COORD:2795991..2799663|protein hydroxyacid oxidase 1, putative, expressed	LOC_Os07g05820.2	 no descriptionhighly similar to ( 615)AT3G14420| Symbols:  | (S)-2-hydroxy-acid oxidase, peroxisomal, putative / glycolate oxidase, putative / short chain alpha-hydroxy acid oxidase, putative | chr3:4821906-4823906 FORWARDhighly similar to ( 602)GOX_SPIOLPeroxisomal - Spinacia oleracea (Spinach)not assigned FMN_dh alpha_hydroxyacid_oxid_FMN FCB2_FMN idi LMO_FMN LOX_like_FMN MDH_FMN lldD PRK05437 IDI-2_FMN TIM_phosphate_binding GltS_FMN NPD_like IMPDH COG2070 PRK08649 PRK12678 	PS.photorespiration.glycolate oxydase	1_2_2

CUST_48825_PI403524517	2	0.11919975	-0.9853134	-0.04106331	0.03517914	-0.03518009	0.14813519	35_13944	"Cluster: Putative immunophilin; n=1; Hordeum vulgare|Rep: Putative immunophilin - Hordeum vulgare (Barley)"	UniRef90_Q70YJ6	"CHR3V7|COORD:9183928..9185700| FKBP15-1 (FK506-binding protein 15 kD-1); FK506 binding / peptidyl-prolyl cis-trans isomerase"	AT3G25220.1	CHR09V5|COORD:19417619..19414912|protein FK506-binding protein 2-1 precursor, putative, expressed	LOC_Os09g32526.1	"no descriptionmoderately similar to ( 225)AT3G25220| Symbols: FKBP15-1 | FKBP15-1 (FK506-binding protein 15 kD-1); FK506 binding / peptidyl-prolyl cis-trans isomerase | chr3:9183928-9185700 FORWARDmoderately similar to ( 209)FKB15_VICFAFK506-binding protein 2 precursor - Vicia faba (Broad bean)not assigned not assigned not assigned not assigned FKBP_C FkpA PRK11570 PRK10902 SlpA"	protein.folding	29_6

CUST_164086_PI403524517	2	-0.06374693	0.3176651	-0.32029343	0.06374693	-0.113657	0.13825512	35_45745	"Cluster: Putative ubiquitin-specific protease 3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ubiquitin-specific protease 3 - Oryza sativa (japonic"	UniRef90_Q8H7M6	"CHR4V7|COORD:18511852..18514133| ATUBP3 (UBIQUITIN-SPECIFIC PROTEASE 3); ubiquitin-specific protease"	AT4G39910.1	CHR03V5|COORD:4698392..4694244|protein ubiquitin carboxyl-terminal hydrolase 4, putative, expressed	LOC_Os03g09080.1	no description	not assigned.unknown	35_2

CUST_159183_PI403524517	2	0.09974861	0.496243	0.0794301	-0.19689083	-0.14995337	-0.07942963	35_44433	"Cluster: Hypothetical protein; n=1; Rhodospirillum rubrum ATCC 11170|Rep: Hypothetical protein - Rhodospirillum rubrum (strain ATCC 11170 / NCIB 8255)"	UniRef90_Q2RV13	CHR5V7|COORD:15457074..15460237| protein kinase family protein	AT5G38560.1	CHR05V5|COORD:8276270..8271898|protein transposon protein, putative, CACTA, En/Spm sub-class	LOC_Os05g14560.1	no description	not assigned.unknown	35_2

CUST_3217_PI404877155	2	0.09974861	0.2828989	0.016098022	-0.14933491	-0.046860695	-0.016098022	Contig13682_at	target of rapamycin protein (TOR) [Arabidopsis thaliana] gb|AAG43423.1| pTOR [Arabidopsis thaliana]	NP_175425.2	target of rapamycin protein (TOR)	At1g50030.1	protein Phosphatidylinositol 3- and 4-kinase, putative	Os05g14550	"TARGET OF RAPAMYCIN;TOR;target of rapamycin protein (TOR), identical to pTOR (Arabidopsis thaliana) GI:12002902; contains Pfam profiles PF00454 Phosphatidylinositol 3- and 4-kinase, PF02259 FAT domain, PF02260 FATC domain"	development.multitarget.target of rapamycin	33_30_1

CUST_168192_PI403524517	2	0.2101593	0.03856659	-0.4260912	-0.03856659	-0.2145505	0.12835693	35_46840	Rep: WD40-like - Medicago truncatula (Barrel medic)	UniRef90_Q2HUD0	"CHR5V7|COORD:10320305..10326785| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G61480.1); similar to unknown protein [Oryza sativa (japonica"	AT5G28350.1	CHR02V5|COORD:33366546..33374358|protein WD40-like, putative, expressed	LOC_Os02g54500.1	"no descriptionmoderately similar to ( 314)AT5G28350| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G61480.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD19204.1); similar to Os02g0786000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001048332.1); similar to WD40-like [Medicago truncatula] (GB:ABD28704.1); contains InterPro domain Protein of unknown function DUF1339; (InterPro:IPR009771) | chr5:10320305-10326785 FORWARDnot assigned"	not assigned.unknown	35_2

CUST_8790_PI403524517	2	0.08709049	-0.13351917	-0.09035683	0.041697502	-0.041697502	0.19105816	35_2464	"Cluster: Prolyl carboxypeptidase like protein, putative, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Prolyl carboxypeptidase like protein, putat"	UniRef90_Q337C3	CHR4V7|COORD:17127205..17129790| serine carboxypeptidase S28 family protein	AT4G36195.1	CHR10V5|COORD:19357589..19363242|protein prolyl carboxypeptidase like protein, putative, expressed	LOC_Os10g36780.3	no descriptionmoderately similar to ( 201)AT4G36195| Symbols:  | serine-type peptidase | chr4:17127205-17129790 FORWARDnot assigned not assigned Peptidase_S28	protein.degradation.serine protease	29_5_5

CUST_12285_PI403524517	2	6.160736E-4	-6.1655045E-4	-0.012895584	0.09846687	0.41821766	-0.9367757	35_3497	"Cluster: Hypothetical protein OSJNBa0047P18.22; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0047P18.22 - Oryza sativa (japonica"	UniRef90_Q651M9	"CHR5V7|COORD:21169675..21170967| ATBAG1 (ARABIDOPSIS THALIANA BCL-2-ASSOCIATED ATHANOGENE 1); protein binding"	AT5G52060.1	CHR09V5|COORD:20496430..20493593|protein protein binding protein, putative, expressed	LOC_Os09g35630.1	"no descriptionmoderately similar to ( 248)AT5G52060| Symbols: ATBAG1 | ATBAG1 (ARABIDOPSIS THALIANA BCL-2-ASSOCIATED ATHANOGENE 1); protein binding | chr5:21169675-21170967 REVERSEnot assigned not assigned not assigned not assigned not assigned BAG1_N PRK12678 UBL PRK07003 PRK12323"	not assigned.no ontology	35_1

CUST_54797_PI403524517	2	0.020666122	-0.31700134	-0.090652466	0.1628046	0.020925522	-0.020666122	35_15594	Rep: Heat-shock protein precursor - Secale cereale (Rye)	UniRef90_Q43638	"CHR2V7|COORD:1281980..1285906| CR88 (EMBRYO DEFECTIVE 1956); ATP binding"	AT2G04030.1	CHR09V5|COORD:18154509..18149617|protein endoplasmin precursor, putative, expressed	LOC_Os09g29840.1	" no descriptionhighly similar to ( 742)AT2G04030| Symbols: EMB1956, CR88 | CR88 (EMBRYO DEFECTIVE 1956); ATP binding | chr2:1281980-1285906 FORWARDmoderately similar to ( 362)ENPL_CATROEndoplasmin homolog precursor - Catharanthus roseus (Rosy periwinkle) (Madagascar periwinkle)not assigned not assigned HSP90 PRK05218 HtpG "	stress.abiotic.heat	20_2_1

CUST_166487_PI403524517	2	-0.019415855	0.55968857	0.019415855	-0.14378214	-0.031796455	0.032115936	35_46380	"Cluster: Os05g0391500 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0391500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DIG5	CHR1V7|COORD:2895262..2899290| glycoside hydrolase family 2 protein	AT1G09010.1	CHR05V5|COORD:18927734..18936628|protein mannosylglycoprotein endo-beta-mannosidase, putative, expressed	LOC_Os05g32530.1	no descriptionweakly similar to ( 132)AT1G09010| Symbols:  | glycoside hydrolase family 2 protein | chr1:2895262-2899290 REVERSEweakly similar to ( 137)EBM_LILLOMannosylglycoprotein endo-beta-mannosidase - Lilium longiflorum (Trumpet lily)LacZ	misc.gluco-, galacto- and mannosidases	26_3

CUST_106484_PI403524517	2	0.0105166435	-0.007194996	0.0071954727	-0.1323514	-0.41543293	0.025691032	35_30306	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_91084_PI403524517	2	0.3158779	0.3058319	0.013132572	-0.013132572	-0.1121726	-0.19714975	35_26046	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_26290_PI403524517	2	0.053250313	0.16005516	-0.04457569	-0.06766415	-0.055211067	0.04457569	35_7620	Rep: H0818H01.3 protein - Oryza sativa (Rice)	UniRef90_Q259P8	"CHR1V7|COORD:1416562..1418290| similar to OSJNBa0043A12.17 [Oryza sativa (japonica cultivar-group)] (GB:CAE02812.1); similar to"	AT1G04985.1	CHR04V5|COORD:33912103..33908934|protein expressed protein	LOC_Os04g57330.1	"no descriptionweakly similar to ( 160)AT1G04985| Symbols:  | similar to OSJNBa0043A12.17 [Oryza sativa (japonica cultivar-group)] (GB:CAE02812.1); similar to Os04g0669100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001054200.1) | chr1:1416562-1418290 REVERSEnot assigned not assigned"	not assigned.unknown	35_2

CUST_4378_PI403524517	2	-0.13355064	-0.04129219	0.19190788	-0.03305626	0.03305626	0.20760918	35_1209	Rep: 60 kDa jasmonate-induced protein - Hordeum vulgare (Barley)	UniRef90_Q00531	0	0	CHR11V5|COORD:3190193..3191111|protein jasmonate-induced protein, putative	LOC_Os11g06610.1	no descriptionmoderately similar to ( 321)JI60_HORVU60 kDa jasmonate-induced protein - Hordeum vulgare (Barley)	not assigned.unknown	35_2

CUST_167862_PI403524517	2	-0.039274693	0.19833374	-0.044575214	0.039274216	-0.56596375	0.050441265	35_46754	"Cluster: Probable NAD kinase 1; n=2; Oryza sativa|Rep: Probable NAD kinase 1 - Oryza sativa (Rice)"	UniRef90_Q5JK52	"CHR3V7|COORD:7380440..7383880| NADK1 (NAD kinase 1); NAD+ kinase"	AT3G21070.2	CHR01V5|COORD:42504680..42510575|protein NAD kinase 1, putative, expressed	LOC_Os01g72690.1	" no descriptionvery weakly similar to (60.1)AT3G21070| Symbols: ATNADK-1, NADK1 | NADK1 (NAD kinase 1); NAD+ kinase/ NADH kinase/ calmodulin binding | chr3:7380440-7383880 REVERSEweakly similar to ( 103)NADK1_ORYSAnot assigned not assigned not assigned Atrophin-1 "	not assigned.no ontology	35_1

CUST_26214_PI403524517	2	0.0063552856	-0.61148834	-0.141716	0.04506302	0.10050392	-0.0063552856	35_7591	"Cluster: Hypothetical protein P0450E05.21; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0450E05.21 - Oryza sativa (japonica cultivar-g"	UniRef90_Q69IM5	0	0	CHR09V5|COORD:20042980..20051391|protein expressed protein	LOC_Os09g33960.1	no description	not assigned.unknown	35_2

CUST_5692_PI403524517	2	-0.14321518	-0.031471252	-0.023249626	0.6288376	0.14162064	0.02325058	35_1573	"Cluster: Protease inhibitor/seed storage/LTP family protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Protease inhibitor/seed storage/LTP family protein"	UniRef90_Q6ASY2	CHR5V7|COORD:25662701..25663864| protease inhibitor/seed storage/lipid transfer protein (LTP) family protein	AT5G64080.2	CHR03V5|COORD:15286381..15288577|protein xylogen protein 1, putative, expressed	LOC_Os03g26820.1	no descriptionvery weakly similar to (53.9)AT5G64080| Symbols:  | protease inhibitor/seed storage/lipid transfer protein (LTP) family protein | chr5:25662701-25663864 REVERSEnot assigned not assigned not assigned not assigned not assigned AAI_LTSS nsLTP_like PRK12323 Tryp_alpha_amyl PRK07003 Atrophin-1	misc.protease inhibitor/seed storage/lipid transfer protein (LTP) family protein	26_21

CUST_25667_PI403524517	2	-0.17118835	0.4712677	0.1919918	-0.054955482	-0.14417839	0.054955482	35_7439	0	0	0	0	CHR04V5|COORD:30583982..30579644|protein 26S proteasome non-ATPase regulatory subunit 1, putative, expressed	LOC_Os04g51910.1	no description	not assigned.unknown	35_2

CUST_102012_PI403524517	2	0.03244114	0.8816881	0.105005264	-0.16036701	-0.060338974	-0.032442093	35_29104	Rep: H0723C07.11 protein - Oryza sativa (Rice)	UniRef90_Q259N2	"CHR1V7|COORD:18187229..18188102| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G63440.3); similar to Protein of unknown function DUF167 [Medicago"	AT1G49170.1	CHR04V5|COORD:34867209..34865241|protein uncharacterized ACR, YggU family COG1872 containing protein, expressed	LOC_Os04g58970.1	"no descriptionweakly similar to ( 123)AT1G49170| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G63440.3); similar to Protein of unknown function DUF167 [Medicago truncatula] (GB:ABE81179.1); contains InterPro domain Protein of unknown function DUF167; (InterPro:IPR003746) | chr1:18187229-18188102 REVERSEnot assigned DUF167 COG1872"	not assigned.unknown	35_2

CUST_18888_PI404877155	2	-0.06001568	0.060014725	0.45113277	-0.16862488	0.19016933	-0.52406883	HW07D08u_s_at	cysteine synthase [Oryza sativa (indica cultivar-group)]	CAC09469.1	cysteine synthase, putative / O-acetylserine (thiol)-lyase, putative / O-acetylserine sulfhydrylase, putative	At3g61440.1	protein cysteine synthase A, putative	Os04g08350	encodes a cysteine synthase isomer. The isomer is however less effective in cysteine biosynthesis. It is involved in beta-cyanoalanine biosynthesis, a intermediate of cyanide detoxification pathway.	amino acid metabolism.synthesis.serine-glycine-cysteine group.cysteine.OASTL	13_1_5_3_01

CUST_13574_PI399408534	2	0.10787773	0.61149883	-0.42492485	-0.25428104	0.05177307	-0.05177307	35_36964	"Cluster: EF hand family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: EF hand family protein, expressed - Oryza sativa (japonica cultivar"	UniRef90_Q2RAR8	CHR3V7|COORD:3186441..3187830| calcium-binding EF hand family protein	AT3G10300.2	CHR12V5|COORD:1796406..1793262|protein grancalcin, putative, expressed	LOC_Os12g04240.2	no descriptionweakly similar to ( 132)AT3G10300| Symbols:  | calcium ion binding | chr3:3186441-3188080 FORWARDnot assigned not assigned	signalling.calcium	30_3

CUST_4041_PI404877155	2	0.012454987	0.5217037	-0.124186516	-0.012454987	0.09298611	-0.05365181	Contig14780_at	unknown protein [Oryza sativa (japonica cultivar-group)]	AAK71543.1	photosystem II 11 kDa protein-related	At1g05385.1	protein expressed protein	Os03g53640	photosystem II 11 kDa protein-related, similar to Photosystem II 11 kDa protein precursor (SP:P74367)(strain PCC 6803) {Synechocystis sp.}	PS.lightreaction.photosystem II.PSII polypeptide subunits	1_01_01_02

CUST_41638_PI403524517	2	0.028541565	-0.0047769547	0.0047769547	-0.1328888	0.028388023	-0.05885887	35_11964	"Cluster: Plus agglutinin; n=1; Chlamydomonas incerta|Rep: Plus agglutinin - Chlamydomonas incerta"	UniRef90_Q58NA5	CHR1V7|COORD:11399903..11405702| actin binding	AT1G31810.1	CHR01V5|COORD:23612086..23614184|protein protein binding protein, putative, expressed	LOC_Os01g41120.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Atrophin-1 Tymo_45kd_70kd PRK07764 Extensin_2 PRK12323 FAP	not assigned.unknown	35_2

CUST_17858_PI399408534	2	-0.041415215	-0.12993336	-0.2213049	0.3050413	0.28998756	0.041415215	35_5937	"Cluster: Hypothetical protein OSJNBa0069C14.13; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0069C14.13 - Oryza sativa (japonica"	UniRef90_Q5Z5B0	CHR4V7|COORD:6074924..6075570| GASA2 (GAST1 PROTEIN HOMOLOG 2)	AT4G09610.1	CHR06V5|COORD:31081748..31083113|protein gibberellin-regulated protein 1 precursor, putative, expressed	LOC_Os06g51320.1	no descriptionvery weakly similar to (80.1)AT4G09610| Symbols: GASA2 | GASA2 (GAST1 PROTEIN HOMOLOG 2) | chr4:6074924-6075570 REVERSEnot assigned GASA PRK12323	hormone metabolism.gibberelin.induced-regulated-responsive-activated	17_6_3

CUST_102615_PI403524517	2	0.2628498	-0.14201069	0.10055828	-0.10055733	-0.10547066	0.18671608	35_29271	Rep: LvsC-like - Oryza sativa (japonica cultivar-group)	UniRef90_Q655H8	CHR1V7|COORD:21577371..21582530| WD-40 repeat family protein / beige-related	AT1G58230.1	CHR02V5|COORD:3369517..3362045|protein lipopolysaccharide-responsive and beige-like anchor protein, putative, expressed	LOC_Os02g06720.1	no description	not assigned.unknown	35_2

CUST_411_PI404877155	2	-0.028486252	-0.27651882	0.20389652	-0.026634216	0.02663517	0.12650967	Contig10307_at	calcineurin B-like protein 1 (CBL1) [Arabidopsis thaliana] pir||T51356 calcineurin B-like protein 1 [imported] - Arabidopsis thaliana	NP_567533.1	calcineurin B-like protein 1 (CBL1)	At4g17615.1	protein putative calcineurin	Os10g41510	calcineurin B-like protein 1 (CBL1), identical to calcineurin B-like protein 1 (GI:3309082) (Arabidopsis thaliana) or  calcineurin B-like protein 1 (CBL1), identical to calcineurin B-like protein 1 (GI:3309082) (Arabidopsis thaliana)	signalling.calcium	30_3

CUST_27816_PI403524517	2	0.29059744	-0.028537273	-0.17342186	0.03802204	-0.065889835	0.028536797	35_8042	"Cluster: Diacylglycerol acyltransferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Diacylglycerol acyltransferase - Oryza sativa (japonica cultivar-group"	UniRef90_Q5I396	"CHR2V7|COORD:8433518..8436537| TAG1 (TRIACYLGLYCEROL BIOSYNTHESIS DEFECT 1); diacylglycerol O-acyltransferase"	AT2G19450.1	CHR05V5|COORD:5951246..5958028|protein diacylglycerol O-acyltransferase 1, putative, expressed	LOC_Os05g10810.1	" no descriptionmoderately similar to ( 372)AT2G19450| Symbols: AS11, ABX45, DGAT1, RDS1, ATDGAT, TAG1 | TAG1 (TRIACYLGLYCEROL BIOSYNTHESIS DEFECT 1); diacylglycerol O-acyltransferase | chr2:8433518-8436537 FORWARDnot assigned not assigned PRK07764 ARE1 "	lipid metabolism.TAG synthesis	11_4

CUST_4554_PI403524517	2	0.0067806244	0.27127647	-0.0067806244	-0.024454117	-0.0560627	0.05592823	35_1258	"Cluster: Putative tetrafunctional protein of glyoxysomal fatty acid beta- oxidation; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative tetrafunctional p"	UniRef90_Q94CN1	"CHR4V7|COORD:14297318..14302022| AIM1 (ABNORMAL INFLORESCENCE MERISTEM); enoyl-CoA hydratase"	AT4G29010.1	CHR01V5|COORD:13869753..13875774|protein glyoxysomal fatty acid beta-oxidation multifunctional protein MFP-a, putative, expressed	LOC_Os01g24680.1	"no descriptionweakly similar to ( 131)AT4G29010| Symbols: AIM1 | AIM1 (ABNORMAL INFLORESCENCE MERISTEM); enoyl-CoA hydratase | chr4:14297318-14302022 REVERSEweakly similar to ( 156)MFPA_BRANAGlyoxysomal fatty acid beta-oxidation multifunctional protein MFP-a [Includes: Enoyl-CoA hydratase/3-2-trans-enoyl-CoA isomerase/3-hydroxybutyryl-CoA epimerase - Brassica napus (Rape)not assigned fadJ fadB PRK08268"	lipid metabolism.lipid degradation.beta-oxidation.mutifunctional	11_9_4_9

CUST_99136_PI403524517	2	0.10162878	-0.026823997	0.39504004	-0.22278261	0.026823997	-0.5840454	35_28298	"Cluster: Pentatricopeptide, putative; n=1; Oryza sativa (japonica cultivar-group)|Rep: Pentatricopeptide, putative - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10L04	CHR1V7|COORD:1698573..1702714| UDP-glucoronosyl/UDP-glucosyl transferase family protein	AT1G05670.1	CHR03V5|COORD:14155024..14153330|protein transferase, transferring glycosyl groups, putative	LOC_Os03g24880.1	no descriptionweakly similar to ( 137)AT1G05670| Symbols:  | UDP-glucoronosyl/UDP-glucosyl transferase family protein | chr1:1698573-1702714 REVERSEweakly similar to ( 118)RF1_ORYSA	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_65614_PI403524517	2	0.019880295	0.24721718	-0.1527462	-0.08161163	-0.019880295	0.036356926	35_18739	"Cluster: Hypothetical protein OSJNBb0036F07.14; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0036F07.14 - Oryza sativa (japonica"	UniRef90_Q84MP5	CHR1V7|COORD:22999280..23000668| similar to Os03g0744700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001051239.1)	AT1G62250.1	CHR03V5|COORD:30543875..30546467|protein expressed protein	LOC_Os03g53300.2	no descriptionmoderately similar to ( 285)AT1G62250| Symbols:  | similar to Os03g0744700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001051239.1) | chr1:22999280-23000668 REVERSE	not assigned.unknown	35_2

CUST_75503_PI403524517	2	-0.05984497	-0.68002653	0.059844494	1.6280947	0.3390274	-0.11804056	35_21643	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_143993_PI403524517	2	0.3424759	-0.042014122	0.10469723	-0.5103483	-0.6225796	0.042015076	35_40338	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_174199_PI403524517	2	-0.1266613	0.8093858	-0.15139675	0.0227499	-0.0227499	0.04944086	35_48500	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_3261_PI399408534	2	0.0011558533	0.0035762787	0.12887573	-0.025959969	-0.066140175	-0.001156807	35_2544	"Cluster: Programmed cell death 6 protein-like protein; n=2; Leishmania major|Rep: Programmed cell death 6 protein-like protein - Leishmania major"	UniRef90_Q4QG08	CHR5V7|COORD:1145580..1147520| calcium-binding EF hand family protein	AT5G04170.1	CHR12V5|COORD:1796406..1793262|protein grancalcin, putative, expressed	LOC_Os12g04240.1	no descriptionvery weakly similar to (63.9)AT5G04170| Symbols:  | calcium-binding EF hand family protein | chr5:1145580-1147520 FORWARDvery weakly similar to (53.5)CDPK_DAUCACalcium-dependent protein kinase - Daucus carota (Carrot)not assigned not assigned EFh FRQ1	signalling.calcium	30_3

CUST_14161_PI403524517	2	0.010686874	0.08751869	-0.010686874	-0.093914986	-0.11422253	0.06479454	35_4063	"Cluster: Putative ubiquitin carrier protein E2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ubiquitin carrier protein E2 - Oryza sativa (japonica"	UniRef90_Q651V2	"CHR5V7|COORD:1498728..1499973| UBC22 (ubiquitin-conjugating enzyme 18); ubiquitin-protein ligase"	AT5G05080.1	CHR06V5|COORD:27218531..27222175|protein ubiquitin-conjugating enzyme E2S, putative, expressed	LOC_Os06g45000.2	no descriptionmoderately similar to ( 299)AT5G05080| Symbols: UBC22 | UBC22 (ubiquitin-conjugating enzyme 18) | chr5:1498728-1499973 REVERSEvery weakly similar to (94.7)UBC2_WHEATUbiquitin-conjugating enzyme E2-17 kDa - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned UBCc UQ_con COG5078 UBCc	protein.degradation.ubiquitin.E2	29_5_11_3

CUST_51369_PI403524517	2	0.010396957	-0.079517365	0.06466961	-0.010396957	0.17747116	-0.107483864	35_14641	Rep: Ribosomal protein L11 - Triticum aestivum (Wheat)	UniRef90_Q5I7L2	"CHR2V7|COORD:17798871..17800023| RPL16A (ribosomal protein large subunit 16A); structural constituent of ribosome"	AT2G42740.1	CHR02V5|COORD:7676811..7687506|protein 60S ribosomal protein L11-1, putative, expressed	LOC_Os02g14059.1	no descriptionmoderately similar to ( 307)AT5G45775| Symbols:  | 60S ribosomal protein L11 (RPL11D) | chr5:18582508-18583723 REVERSEmoderately similar to ( 312)RL11_ORYSAnot assigned rpl5p RplE Ribosomal_L5_C rplE Ribosomal_L5 rpl5	protein.synthesis.misc ribososomal protein	29_2_2

CUST_13444_PI404877155	2	0.020360947	0.76689625	0.11922932	-0.08232117	-0.15988445	-0.020359993	Contig7160_at	maoC-like dehydratase domain-containing protein [Arabidopsis thaliana] gb|AAL50100.1| At1g76150/T23E18_38 [Arabidopsis thaliana]	NP_177742.2	maoC-like dehydratase domain-containing protein	At1g76150.1	protein At1g76150/T23E18_38	Os09g37280	gi|22330656|ref|NP_177742.2| expressed protein	lipid metabolism.'exotics' (steroids, squalene etc)	11_8

CUST_78209_PI403524517	2	0.23077297	-0.071149826	0.22500992	0.071149826	-0.3182621	-0.282331	35_22420	"Cluster: Microtubule associated protein family protein, putative, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Microtubule associated protein"	UniRef90_Q10PE0	"CHR1V7|COORD:5052085..5054931| similar to ATMAP65-6, microtubule binding [Arabidopsis thaliana] (TAIR:AT2G01910.1); similar to putative"	AT1G14690.1	CHR03V5|COORD:7263423..7256421|protein microtubule-associated protein MAP65-1a, putative, expressed	LOC_Os03g13460.3	" no descriptionweakly similar to ( 106)AT1G14690| Symbols:  | similar to ATMAP65-6, microtubule binding [Arabidopsis thaliana] (TAIR:AT2G01910.1); similar to putative microtubule-associated protein MAP65-1a [Oryza sativa (japonica cultivar-group)] (GB:BAD37971.1); contains InterPro domain MAP65/ASE1; (InterPro:IPR007145); contains InterPro domain Rho GTPase activation protein; (InterPro:IPR008936) | chr1:5052085-5054931 REVERSEnot assigned "	cell.organisation	31_1

CUST_167365_PI403524517	2	0.6348896	-0.084444046	0.23384428	0.06972647	-0.069726944	-0.39824772	35_46615	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_99830_PI403524517	2	0.055289745	0.6915264	-0.055290222	-0.07816601	-0.34132338	0.7833476	35_28499	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_142580_PI403524517	2	0.026346207	-0.028048515	0.09843159	0.00429821	-0.0042972565	-0.013560295	35_39961	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_101556_PI403524517	2	-0.024868011	0.024868011	0.029641151	-0.23679447	-0.2124691	0.050964355	35_28980	"Cluster: Breast cancer 2-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: Breast cancer 2-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5VQI6	CHR4V7|COORD:4107..10364| BRCA2A (breast cancer 2 like 2A, embryo sac development arrest 20, maternal effect embryo arrest 43)	AT4G00020.1	CHR01V5|COORD:3351851..3342005|protein BRCA2 repeat family protein, expressed	LOC_Os01g07110.1	 no descriptionvery weakly similar to (55.5)AT4G00020| Symbols: MEE43, EDA20, BRCA2(IV), BRCA2A | BRCA2A (breast cancer 2 like 2A, embryo sac development arrest 20, maternal effect embryo arrest 43) | chr4:4107-10364 REVERSE	not assigned.no ontology	35_1

CUST_80904_PI403524517	2	-0.08449745	0.4201069	0.087231636	-0.1377058	0.0844965	-0.1183815	35_23204	"Cluster: Os01g0109700 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os01g0109700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JRB9	CHR1V7|COORD:26387452..26393231| paired amphipathic helix repeat-containing protein	AT1G70060.1	CHR05V5|COORD:25054..16630|protein paired amphipathic helix repeat family protein, expressed	LOC_Os05g01020.2	no descriptionmoderately similar to ( 241)AT1G70060| Symbols:  | paired amphipathic helix repeat-containing protein | chr1:26387452-26393231 FORWARD	not assigned.no ontology.paired amphipathic helix repeat-containing protein	35_1_24

CUST_95019_PI403524517	2	0.039460182	-0.21500492	-0.016393661	0.00521183	0.115641594	-0.00521183	35_27155	"Cluster: Putative adapter protein ATH-55; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative adapter protein ATH-55 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q8LIB1	CHR5V7|COORD:10780778..10783776| transcription-coupled DNA repair protein-related	AT5G28740.1	CHR07V5|COORD:26822611..26817598|protein XPA-binding protein 2, putative, expressed	LOC_Os07g44970.1	no descriptionweakly similar to ( 179)AT5G28740| Symbols:  | transcription-coupled DNA repair protein-related | chr5:10780778-10783776 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned	DNA.repair	28_2

CUST_112499_PI403524517	2	0.61170006	0.096470356	-0.01839447	-0.13786411	-0.3213973	0.01839447	35_31935	Rep: Cytochrome P450 - Triticum aestivum (Wheat)	UniRef90_Q9FVM8	"CHR1V7|COORD:219200..220994| CYP86A4 (cytochrome P450, family 86, subfamily A, polypeptide 4); oxygen binding"	AT1G01600.1	CHR02V5|COORD:27059365..27057169|protein cytochrome P450 86A2, putative, expressed	LOC_Os02g44654.1	" no descriptionmoderately similar to ( 215)AT1G01600| Symbols: CYP86A4 | CYP86A4 (cytochrome P450, family 86, subfamily A, polypeptide 4); oxygen binding | chr1:219200-220994 FORWARDnot assigned p450 "	misc.cytochrome P450	26_10

CUST_153513_PI403524517	2	0.010737896	-1.9866166	0.45471334	-0.010738373	0.4379754	-0.5915799	35_42902	"Cluster: Os08g0546900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os08g0546900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J3X7	CHR1V7|COORD:96064..97242| NC domain-containing protein-related	AT1G01225.1	CHR08V5|COORD:27263270..27260376|protein NC domain containing protein, expressed	LOC_Os08g43350.1	no descriptionmoderately similar to ( 265)AT1G01225| Symbols:  | NC domain-containing protein-related | chr1:96064-97242 FORWARDnot assigned	not assigned.no ontology	35_1

CUST_68858_PI403524517	2	0.1981678	0.10500431	-0.01322937	0.013229847	-0.073387146	-0.17377996	35_19699	Rep: P450 - Lolium rigidum (Annual ryegrass)	UniRef90_Q6F4F2	"CHR4V7|COORD:17556146..17558827| CYP81H1 (cytochrome P450, family 81, subfamily H, polypeptide 1); oxygen binding"	AT4G37310.1	CHR03V5|COORD:31379697..31385068|protein cytochrome P450 81E1, putative, expressed	LOC_Os03g55240.1	" no descriptionweakly similar to ( 124)AT4G37310| Symbols: CYP81H1 | CYP81H1 (cytochrome P450, family 81, subfamily H, polypeptide 1); oxygen binding | chr4:17556146-17558827 REVERSEvery weakly similar to (89.0)C82A4_SOYBNCytochrome P450 82A4 - Glycine max (Soybean)not assigned not assigned not assigned not assigned not assigned not assigned p450 PRK12678 PRK12323 CypX PRK07003 "	misc.cytochrome P450	26_10

CUST_9181_PI404877155	2	0.017548561	-0.34322453	0.018175125	-0.033564568	-0.017547607	0.03982258	Contig2986_at	putative Vacuolar ATP synthase subunit d [Oryza sativa (japonica cultivar-group)] dbj|BAB89911.1| putative Vacuolar ATP synthase subunit d [	NP_917433.1	H+-transporting two-sector ATPase, putative	At3g28715.1	protein ATP synthase (C/AC39) subunit	Os01g40470	"H+-transporting two-sector ATPase, putative, similar to SP:P54641 Vacuolar ATP synthase subunit d (EC 3.6.3.14) (Vacuolar proton pump d subunit) (V-ATPase 41 KDa accessory protein) {Dictyostelium discoideum}; contains Pfam profile PF01992: ATP synthase (C"	transport.p- and v-ATPases	34_1

CUST_121389_PI403524517	2	0.23898458	-0.31663084	0.021170616	0.06308794	-0.50558805	-0.021170616	35_34285	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_81770_PI403524517	2	0.047359467	0.38035774	-0.047359467	-0.21115589	-0.2148819	0.060397148	35_23455	"Cluster: DNAJ heat shock N-terminal domain-containing protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: DNAJ heat shock N-terminal"	UniRef90_Q5ZCV2	"CHR3|COORD:1920213..1923317| similar to DNAJ heat shock N-terminal domain-containing protein [Arabidopsis thaliana] (TAIR:At5g18750.1); similar to B1045D11.23"	AT3G06340.2	CHR01V5|COORD:15805188..15801150|protein dnaJ domain containing protein, expressed	LOC_Os01g27740.3	no descriptionvery weakly similar to (70.9)AT3G06340| Symbols:  | heat shock protein binding / unfolded protein binding | chr3:1920613-1922634 REVERSE	stress.abiotic.heat	20_2_1

CUST_73894_PI403524517	2	0.20806026	0.11523628	-0.115237236	-0.34330845	-0.48982525	0.28515434	35_21192	"Cluster: Putative cytochrome P450; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative cytochrome P450 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69NG7	"CHR3V7|COORD:22917089..22918865| CYP78A9 (CYTOCHROME P450 78A9); oxygen binding"	AT3G61880.1	CHR09V5|COORD:20690835..20692635|protein cytochrome P450 78A3, putative, expressed	LOC_Os09g35940.1	"no descriptionmoderately similar to ( 300)AT3G61880| Symbols: CYP78A9 | CYP78A9 (CYTOCHROME P450 78A9); oxygen binding | chr3:22917089-22918865 REVERSEmoderately similar to ( 280)C78A3_SOYBNCytochrome P450 78A3 - Glycine max (Soybean)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned p450 CypX PRK12323 PRK07003 PRK07764 PRK12678 Atrophin-1 APC_basic"	misc.cytochrome P450	26_10

CUST_38988_PI403524517	2	0.22481966	-0.020708561	0.020709038	0.12981176	-0.20226765	-0.041054726	35_11215	"Cluster: Harpin-induced protein 1 containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Harpin-induced protein 1 containing protein, e"	UniRef90_Q2QXF5	CHR2V7|COORD:15117714..15118397| YLS9 (YELLOW-LEAF-SPECIFIC GENE 9)	AT2G35980.1	CHR12V5|COORD:2950601..2949701|protein YLS9, putative, expressed	LOC_Os12g06220.1	 no descriptionvery weakly similar to (61.6)AT2G35980| Symbols: NHL10, YLS9 | YLS9 (YELLOW-LEAF-SPECIFIC GENE 9) | chr2:15117714-15118397 FORWARDnot assigned Hin1 PRK07003 PRK12323 	not assigned.no ontology	35_1

CUST_98689_PI403524517	2	0.18555164	0.27953148	-0.04719782	-0.14965725	-0.083155155	0.047198296	35_28172	"Cluster: Chromosome 1 SCAF14655, whole genome shotgun sequence; n=2; Tetraodontidae|Rep: Chromosome 1 SCAF14655, whole genome shotgun sequence - Tetraodon nigro"	UniRef90_Q4SCE7	CHR1V7|COORD:27926666..27931107| catalytic	AT1G74260.1	CHR05V5|COORD:229512..234632|protein phosphoribosylformylglycinamidine synthase, chloroplast precursor, putative, expressed	LOC_Os05g01440.1	no descriptionvery weakly similar to (57.8)AT1G74260| Symbols:  | catalytic | chr1:27926666-27931107 REVERSEnot assigned PRK05297	nucleotide metabolism.synthesis.purine.FGAR amidotransferase	23_1_2_4

CUST_908_PI404877155	2	0.013605118	-0.5418339	0.015377998	-0.013605118	-0.18713856	0.06641483	Contig10908_at	DEMETER protein (DME) [Arabidopsis thaliana]	NP_196076.2	DEMETER protein (DME)	At5g04560.1	protein Similar to DEMETER protein	Os01g11900	NONE	RNA.regulation of transcription.Orphan family	27_3_34

CUST_132347_PI403524517	2	0.2442751	0.37829685	-0.0045108795	0.004002571	-0.004003525	-0.06421757	35_37167	Rep: Lysophospholipase homolog - Oryza sativa (Rice)	UniRef90_O49147	CHR5V7|COORD:3745070..3746817| hydrolase, alpha/beta fold family protein	AT5G11650.1	CHR09V5|COORD:13698817..13694146|protein monoglyceride lipase, putative, expressed	LOC_Os09g23150.1	 no descriptionmoderately similar to ( 230)AT5G11650| Symbols:  | hydrolase, alpha/beta fold family protein | chr5:3745070-3746817 FORWARDnot assigned PldB 	not assigned.no ontology	35_1

CUST_10203_PI403524517	2	-0.121022224	0.035175323	-0.035175323	0.35307693	-0.18876934	0.054109573	35_2878	"Cluster: Putative early-responsive to dehydration stress protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative early-responsive to dehydration stre"	UniRef90_Q6Z692	CHR1V7|COORD:29438066..29440708| dehydration-responsive protein-related	AT1G78240.1	CHR02V5|COORD:31762913..31757146|protein ATP binding protein, putative, expressed	LOC_Os02g51860.1	no descriptionhighly similar to ( 592)AT1G78240| Symbols:  | dehydration-responsive protein-related | chr1:29438066-29440708 REVERSEDUF248	stress.abiotic.drought/salt	20_2_3

CUST_119477_PI403524517	2	0.08574295	0.17451096	-0.09857941	-0.051218987	-0.057061195	0.051218987	35_33805	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_28028_PI403524517	2	0.14443493	-0.35130882	-0.03319931	0.03319931	-0.07752228	0.1063118	35_8102	"Cluster: OSJNBa0088K19.7 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0088K19.7 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XUZ4	"CHR1V7|COORD:12520691..12524024| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G08660.1); similar to Os05g0430300 [Oryza sativa (japonica"	AT1G34320.1	CHR04V5|COORD:21356188..21352075|protein expressed protein	LOC_Os04g35410.1	"no descriptionvery weakly similar to (90.9)AT1G34320| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G08660.1); similar to Os05g0430300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001055623.1); similar to Trp repressor/replication initiator [Medicago truncatula] (GB:ABE83667.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD82727.1); contains InterPro domain Protein of unknown function DUF668; (InterPro:IPR007700) | chr1:12520691-12524024 FORWARD"	not assigned.unknown	35_2

CUST_62296_PI403524517	2	0.008055687	-0.17049122	0.059942245	-0.008055687	-0.034623146	0.09905243	35_17762	"Cluster: Putative phytocyanin; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative phytocyanin - Oryza sativa (japonica cultivar-group)"	UniRef90_Q84M48	CHR5V7|COORD:9241617..9242638| plastocyanin-like domain-containing protein / mavicyanin, putative	AT5G26330.1	CHR08V5|COORD:2127203..2128135|protein uclacyanin-2 precursor, putative, expressed	LOC_Os08g04350.1	 no descriptionweakly similar to ( 120)AT5G26330| Symbols:  | plastocyanin-like domain-containing protein / mavicyanin, putative | chr5:9241617-9242638 REVERSEvery weakly similar to (99.4)BCP_PEABlue copper protein precursor - Pisum sativum (Garden pea)not assigned not assigned not assigned not assigned not assigned Cu_bind_like PRK12323 PRK07764 PRK12678 PRK07003 	misc.plastocyanin-like	26_19

CUST_28042_PI399408534	2	-0.31636715	-0.2733307	0.6015768	-0.2780571	0.45458603	0.2733307	35_22244	Rep: BZIP transcription factor - Triticum aestivum (Wheat)	UniRef90_Q53UC6	"CHR3V7|COORD:6687962..6689790| ABF4 (ABRE BINDING FACTOR 4); DNA binding / transcription factor/ transcriptional activator"	AT3G19290.1	CHR09V5|COORD:17188975..17193012|protein bZIP transcription factor, putative, expressed	LOC_Os09g28310.1	" no descriptionweakly similar to ( 105)AT3G19290| Symbols: AREB2, ABF4 | ABF4 (ABRE BINDING FACTOR 4); DNA binding / transcription factor/ transcriptional activator | chr3:6687962-6689790 FORWARDnot assigned BRLZ bZIP_1 bZIP_2 "	hormone metabolism.abscisic acid.signal transduction	17_1_2

CUST_1526_PI404877155	2	-0.07687855	0.5111017	-1.14923	0.24964094	-1.2389293	0.07687855	Contig11708_at	cytochrome P450 family protein [Arabidopsis thaliana] gb|AAK93657.1| putative cytochrome P450 protein [Arabidopsis thaliana]	NP_567581.1	cytochrome P450 family protein	At4g19230.1	protein Cytochrome P450	Os09g28390	cytochrome P450 family	hormone metabolism.abscisic acid.synthesis-degradation.degradation. 8-hydroxylase	17_1_1_2_1

CUST_6736_PI403524517	2	-0.6039171	0.23199081	-0.88285637	0.9527445	0.07566643	-0.07566738	35_1870	"Cluster: Respiratory burst oxidase, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Respiratory burst oxidase,"	UniRef90_Q2QP56	CHR5V7|COORD:19414811..19418994| RBOHD (RESPIRATORY BURST OXIDASE PROTEIN D)	AT5G47910.1	CHR12V5|COORD:21614670..21620117|protein respiratory burst oxidase, putative, expressed	LOC_Os12g35610.1	 no descriptionhighly similar to ( 912)AT5G47910| Symbols: ATRBOHD, RBOHD | RBOHD (RESPIRATORY BURST OXIDASE PROTEIN D) | chr5:19414811-19418994 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned NADPH_Ox NAD_binding_6 FAD_binding_8 Ferric_reduct COG4097 Herpes_BLLF1 PRK07003 APC_basic PRK07764 PRK12323 	stress.biotic.respiratory burst	20_1_1

CUST_140296_PI403524517	2	-0.11122084	0.515265	0.11122084	0.13461113	-0.37292147	-0.34925556	35_39342	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_139763_PI403524517	2	0.07401466	0.025213242	0.16041613	-0.10569	-0.4592781	-0.025213242	35_39195	"Cluster: Putative 3-beta hydroxysteroid dehydrogenase/isomerase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative 3-beta hydroxysteroid dehydrogenase/i"	UniRef90_Q7Y0G4	"CHR2V7|COORD:11185315..11189950| AT3BETAHSD/D2 (3BETA-HYDROXYSTEROID-DEHYDROGENASE/DECARBOXYLASE ISOFORM 2); 3-beta-hydroxy-delta5-steroid dehydrogenase/"	AT2G26260.1	CHR03V5|COORD:16526728..16532581|protein sterol-4-alpha-carboxylate 3-dehydrogenase, decarboxylating, putative, expressed	LOC_Os03g29170.1	"no descriptionvery weakly similar to (65.9)AT2G26260| Symbols: AT3BETAHSD/D2 | AT3BETAHSD/D2 (3BETA-HYDROXYSTEROID-DEHYDROGENASE/DECARBOXYLASE ISOFORM 2); 3-beta-hydroxy-delta5-steroid dehydrogenase | chr2:11185664-11189950 FORWARD"	lipid metabolism.'exotics' (steroids, squalene etc).3-beta hydroxysteroid dehydrogenase/isomerase	11_8_4

CUST_20089_PI403524517	2	1.243679	0.24244595	0.17315626	-0.49185324	-0.51783276	-0.17315578	35_5821	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_68526_PI403524517	2	0.031011581	-0.8888068	0.002617836	-0.0026187897	-0.13175392	0.09095669	35_19601	"Cluster: Putative DNA primase large subunit; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative DNA primase large subunit - Oryza sativa (japonica cultiv"	UniRef90_Q69PX2	CHR1V7|COORD:25209183..25212629| DNA primase, large subunit family	AT1G67320.1	CHR07V5|COORD:12577971..12572886|protein DNA primase large subunit, putative, expressed	LOC_Os07g22400.2	 no descriptionhighly similar to ( 617)AT1G67320| Symbols:  | DNA primase, large subunit family | chr1:25209183-25212629 REVERSEnot assigned DNA_primase_lrg PRI2 PRK02249 	DNA.synthesis/chromatin structure	28_1

CUST_78858_PI403524517	2	0.050453186	-0.49024105	-0.02879715	0.0191288	0.078621864	-0.0191288	35_22614	"Cluster: Putative 50S ribosomal protein L10; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative 50S ribosomal protein L10 - Oryza sativa (japonica cultiv"	UniRef90_Q60F44	CHR5V7|COORD:4341297..4341959| ribosomal protein L10 family protein	AT5G13510.1	CHR05V5|COORD:1125129..1124218|protein structural constituent of ribosome, putative, expressed	LOC_Os05g03030.1	 no descriptionweakly similar to ( 167)AT5G13510| Symbols:  | ribosomal protein L10 family protein | chr5:4341297-4341959 FORWARDweakly similar to ( 169)RK10_TOBAC50S ribosomal protein L10, chloroplast precursor - Nicotiana tabacum (Common tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned rplJ RplJ PRK12323 PRK07764 APC_basic PRK07003 DUF566 	protein.synthesis.mito/plastid ribosomal protein.plastid	29_2_1_1

CUST_26949_PI403524517	2	0.1463852	0.13427162	-0.023578167	-0.0065808296	0.0065808296	-0.014975071	35_7806	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10M56	CHR5|COORD:7394476..7396878| expressed protein	AT5G22340.2	CHR03V5|COORD:11656723..11659044|protein expressed protein	LOC_Os03g20640.1	no description	not assigned.unknown	35_2

CUST_7373_PI403524517	2	-0.10646629	0.4463129	0.08233929	0.07038975	-0.070388794	-0.070388794	35_2050	"Cluster: Chromosome undetermined SCAF7448, whole genome shotgun sequence; n=1; Tetraodon nigroviridis|Rep: Chromosome undetermined SCAF7448, whole genome shotgu"	UniRef90_Q4TA56	0	0	CHR01V5|COORD:35718462..35713543|protein expressed protein	LOC_Os01g61120.1	no description	not assigned.unknown	35_2

CUST_96386_PI403524517	2	0.1352377	-0.67006874	-0.12223816	0.3900504	0.122238636	-0.13074446	35_27530	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_101160_PI403524517	2	0.013278961	-0.44875622	-0.04044342	-0.008111954	0.10931873	0.008111954	35_28872	Rep: Ribosomal protein S19 - Palmorchis trilobulata	UniRef90_Q336B1	"CHR5V7|COORD:19221028..19222178| RPS19 (40S ribosomal protein S19); RNA binding"	AT5G47320.1	CHR09V5|COORD:18990156..18986942|protein heat shock 70 kDa protein, mitochondrial precursor, putative, expressed	LOC_Os09g31486.1	"no descriptionweakly similar to ( 111)AT5G47320| Symbols: RPS19 | RPS19 (40S ribosomal protein S19); RNA binding | chr5:19221028-19222178 FORWARDweakly similar to ( 123)RT19_PETHYMitochondrial ribosomal protein S19 - Petunia hybrida (Petunia)not assigned Ribosomal_S19 RpsS rpsS rps19 rps19p"	protein.synthesis.mito/plastid ribosomal protein.plastid	29_2_1_1

CUST_97_PI399408534	2	0.030919552	-0.030919552	0.06987095	-0.18131828	-0.40734053	0.31096983	35_4892	"Cluster: Tesmin/TSO1-like CXC domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Tesmin/TSO1-like CXC domain containing prot"	UniRef90_Q2QMG6	CHR3V7|COORD:1332275..1335857| tesmin/TSO1-like CXC domain-containing protein	AT3G04850.1	CHR12V5|COORD:25535447..25528145|protein TSO1, putative, expressed	LOC_Os12g41230.3	no descriptionvery weakly similar to (62.8)AT3G04850| Symbols:  | tesmin/TSO1-like CXC domain-containing protein | chr3:1332275-1335857 REVERSE	RNA.regulation of transcription.CPP(Zn),CPP1-related transcription factor family	27_3_17

CUST_58414_PI403524517	2	0.012595177	0.2981615	-0.009618759	-0.060361862	8.4495544E-4	-8.4400177E-4	35_16662	"Cluster: OSJNBa0058G03.7 protein; n=4; Magnoliophyta|Rep: OSJNBa0058G03.7 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7X5X9	"CHR1V7|COORD:10181226..10182485| ATS9 (19S PROTEOSOME SUBUNIT 9); binding"	AT1G29150.1	CHR04V5|COORD:21949208..21952014|protein 26S proteasome non-ATPase regulatory subunit 11, putative, expressed	LOC_Os04g36700.1	" no descriptionhighly similar to ( 563)AT1G29150| Symbols: RPN6, ATS9 | ATS9 (19S PROTEOSOME SUBUNIT 9); binding | chr1:10181226-10182485 FORWARDnot assigned not assigned not assigned not assigned RPN6 PCI PINT "	protein.degradation.ubiquitin.proteasom	29_5_11_20

CUST_71812_PI403524517	2	0.056412697	-0.4690466	-0.033249855	0.058582306	0.033249855	-0.03877735	35_20588	Rep: Putative Zn-finger protein - Triticum aestivum (Wheat)	UniRef90_Q70JP7	CHR3V7|COORD:242741..245069| copine-related	AT3G01650.1	CHR08V5|COORD:24268481..24265076|protein copine-6, putative, expressed	LOC_Os08g38600.1	no descriptionweakly similar to ( 155)AT3G01650| Symbols:  | copine-related | chr3:242741-245069 FORWARDnot assigned vWA_copine_like	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_71497_PI403524517	2	0.04341221	-0.15530205	-0.0020151138	0.0020151138	-0.042881012	0.11084461	35_20489	"Cluster: Os01g0709400 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0709400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JJY1	CHR1|COORD:27427047..27429801| acid phosphatase survival protein SurE, putative, similar to Swiss-Prot:P36664 acid phosphatase surE (EC 3.1.3.2)	AT1G72880.1	CHR01V5|COORD:29805955..29809697|protein acid phosphatase, putative, expressed	LOC_Os01g51280.2	 no descriptionweakly similar to ( 127)AT1G72880| Symbols:  | acid phosphatase survival protein SurE, putative | chr1:27427339-27429589 REVERSE	misc.acid and other phosphatases	26_13

CUST_18728_PI404877155	2	-0.12380314	-0.3138094	-0.032139778	0.032139778	0.20457935	0.092134476	HVSMEm0021I24r2_at	0	0	0	0	0	0	gi|32488880|emb|CAE03552.1| OSJNBa0060D06.18	transport.calcium	34_21

CUST_51714_PI403524517	2	-0.06356335	0.4833064	0.012704849	0.011595726	-0.03822136	-0.011595249	35_14735	"Cluster: MutT/nudix-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: MutT/nudix-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z2I1	"CHR2V7|COORD:296888..297817| ATNUDT17 (Arabidopsis thaliana Nudix hydrolase homolog 17); hydrolase"	AT2G01670.1	CHR02V5|COORD:30619799..30621012|protein nudix hydrolase 4, putative, expressed	LOC_Os02g50130.1	"no descriptionweakly similar to ( 135)AT2G01670| Symbols: ATNUDT17 | ATNUDT17 (Arabidopsis thaliana Nudix hydrolase homolog 17); hydrolase | chr2:296888-297817 REVERSEnot assigned Nudix_Hydrolase_9 Nudix_Hydrolase NUDIX PRK12323 PRK07003 Ap6A_hydrolase"	not assigned.no ontology	35_1

CUST_1559_PI399408534	2	-0.045437813	0.43401718	0.03561306	-0.035612106	-0.17691231	0.08185959	35_7467	"Cluster: Os08g0512400 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os08g0512400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J4I3	CHR2|COORD:14241325..14244634| DNA-binding family protein / AT-hook protein 1 (AHP1), identical to AT-hook protein 1 (Arabidopsis thaliana) gi:2598227:emb:CAA10	AT2G33620.3	CHR08V5|COORD:25276260..25272100|protein AT-hook protein 1, putative, expressed	LOC_Os08g40150.2	no descriptionmoderately similar to ( 209)AT2G33620| Symbols:  | DNA-binding family protein / AT-hook protein 1 (AHP1) | chr2:14241825-14243639 FORWARDDUF296	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_92249_PI403524517	2	0.0144639015	-0.0144639015	-0.073664665	0.113797665	-0.3675208	0.31170607	35_26380	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_100794_PI403524517	2	0.18577766	0.8417778	0.05639887	-0.4926629	-0.48384953	-0.05639839	35_28767	Rep: Receptor-like kinase - Hordeum vulgare (Barley)	UniRef90_Q9SWU5		0	CHR01V5|COORD:720509..723123|protein receptor kinase ORK10, putative, expressed	LOC_Os01g02300.1	no description	not assigned.unknown	35_2

CUST_10514_PI403524517	2	0.07479	0.086875916	0.038189888	-0.10881233	-0.06361389	-0.038189888	35_2967	"Cluster: Os12g0514100 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os12g0514100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IN17	CHR1|COORD:9492965..9494051| expressed protein, similar to EST gb:AA650671 and gb:T20610	AT1G27330.1	CHR12V5|COORD:19877981..19874818|protein membrane protein, putative, expressed	LOC_Os12g32950.1	"no descriptionweakly similar to ( 116)AT1G27330| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G27350.1); similar to membrane protein [Brassica juncea] (GB:AAT38818.1); contains InterPro domain Ribosome associated membrane RAMP4; (InterPro:IPR010580) | chr1:9493051-9493885 FORWARDnot assigned RAMP4"	not assigned.unknown	35_2

CUST_64727_PI403524517	2	0.09064865	0.08405876	0.00340271	-0.10700226	-0.0034017563	-0.096455574	35_18479	"Cluster: ALM beta-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: ALM beta-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5JLX2	CHR2V7|COORD:10808470..10810670| exonuclease-related	AT2G25355.1	CHR01V5|COORD:39086353..39081935|protein exosome complex exonuclease RRP40, putative, expressed	LOC_Os01g66730.2	" no descriptionmoderately similar to ( 318)AT4G32175| Symbols:  | similar to exonuclease-related [Arabidopsis thaliana] (TAIR:AT2G25355.1); similar to Os01g0891400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001045055.1); similar to Os01g0661400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001043778.1); similar to ALM beta-like [Oryza sativa (japonica cultivar-group)] (GB:BAD72364.1); contains InterPro domain Nucleic acid-binding, OB-fold; (InterPro:IPR008994) | chr4:15535561-15537543 FORWARDnot assigned RRP4 PRK04163 "	DNA.unspecified	28_99

CUST_23437_PI403524517	2	0.5244684	-1.2697248	-0.37069893	0.5195012	0.050752163	-0.050752163	35_6813	"Cluster: Putative ZIP-like zinc transporter; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ZIP-like zinc transporter - Oryza sativa (japonica cultiv"	UniRef90_Q5Z653	"CHR1V7|COORD:22449075..22450725| IRT3 (Iron regulated transporter 3); cation transporter/ metal ion transporter"	AT1G60960.1	CHR06V5|COORD:21823538..21825738|protein zinc transporter 4, chloroplast precursor, putative, expressed	LOC_Os06g37010.1	"no descriptionmoderately similar to ( 308)AT1G10970| Symbols: ZIP4 | ZIP4 (ZINC TRANSPORTER 4 PRECURSOR); cation transporter | chr1:3665201-3666933 REVERSEnot assigned not assigned not assigned Zip COG0428"	transport.metal	34_12

CUST_1734_PI404877155	2	0.124528885	-0.43126202	-0.17940998	0.06966877	0.1435833	-0.06966877	Contig11971_at	CCAAT-binding transcription factor subunit A (CBF-A) (NF-Y protein chain B) (NF-YB) (CAAT-box DNA binding protein subunit	P25209	CCAAT-box binding transcription factor, putative	At3g53340.1	protein Histone-like transcription factor (CBF/NF-Y) and archaeal histone, putative	Os01g61810	transcription factor NF-Y, CCAAT-binding - like protein	RNA.regulation of transcription.CCAAT box binding factor family, HAP3	27_3_15

CUST_56200_PI403524517	2	0.04315281	0.07858944	-0.022108078	-0.18004894	0.022108078	-0.21059322	35_15996	Rep: OSIGBa0123D13.3 protein - Oryza sativa (Rice)	UniRef90_Q01N46	"CHR1V7|COORD:21624162..21626133| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G64460.6); similar to phosphoglycerate mutase-like protein [Glycine"	AT1G58280.2	CHR04V5|COORD:167811..172785|protein phosphoglycerate mutase-like protein, putative, expressed	LOC_Os04g01230.1	"no descriptionweakly similar to ( 152)AT1G58280| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G64460.6); similar to phosphoglycerate mutase-like protein [Glycine max] (GB:AAG38144.1); contains InterPro domain Phosphoglycerate mutase; (InterPro:IPR013078) | chr1:21624162-21626133 REVERSEnot assigned PGAM phoE"	not assigned.unknown	35_2

CUST_125873_PI403524517	2	0.24742126	0.0016889572	-0.18623924	-0.43543768	0.22991085	-0.0016880035	35_35443	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_30555_PI403524517	2	-0.39881516	-0.36227703	1.13274	0.37836647	0.27558327	-0.27558422	35_8821	Rep: 32 kDa protein - Hordeum vulgare (Barley)	UniRef90_O22528	CHR1V7|COORD:6816925..6819423| jacalin lectin family protein	AT1G19715.1	CHR12V5|COORD:5117084..5115331|protein jasmonate-induced protein, putative, expressed	LOC_Os12g09700.1	no descriptionvery weakly similar to (59.3)AT3G16470| Symbols: JR1 | JR1 (Jacalin lectin family protein) | chr3:5596102-5597715 REVERSEweakly similar to ( 105)GOS9_ORYSAJacalin	misc.myrosinases-lectin-jacalin	26_16

CUST_11883_PI404877155	2	-0.011446953	-0.36021996	-0.04807949	0.094677925	0.032649994	0.011446953	Contig5579_at	Acyl carrier protein II, chloroplast precursor (ACP II) pir||T10175 acyl carrier protein II - barley	P08817	acyl carrier protein, chloroplast, putative / ACP, putative	At1g54580.1	protein acyl carrier protein, putative	Os08g43580	Acyl carrier protein II, chloroplast precursor (ACP II)	lipid metabolism.FA synthesis and FA elongation.ACP protein	11_1_12

CUST_15212_PI399408534	2	-0.3021927	0.49056625	0.062870026	-0.15092754	0.38558578	-0.062870026	35_19990	"Cluster: Protein kinase domain containing protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Protein kinase domain containing protein, express"	UniRef90_Q33AC4	CHR4V7|COORD:11383895..11387147| S-locus protein kinase, putative	AT4G21370.1	CHR10V5|COORD:6796332..6788088|protein protein kinase domain containing protein, expressed	LOC_Os10g12620.1	 no descriptionvery weakly similar to (71.2)AT4G21370| Symbols:  | S-locus protein kinase, putative | chr4:11383895-11387147 REVERSEvery weakly similar to (51.2)RPK1_IPONIReceptor-like protein kinase precursor - Ipomoea nil (Japanese morning glory) (Pharbitis nil)not assigned not assigned Pkinase S_TKc S_TKc 	signalling.receptor kinases.DUF 26	30_2_17

CUST_59935_PI403524517	2	-0.30430794	-0.13990116	0.48262691	0.13990116	0.47462368	-0.14755249	35_17086	"Cluster: Os08g0546100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os08g0546100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J3Y2	"CHR5V7|COORD:21169675..21170967| ATBAG1 (ARABIDOPSIS THALIANA BCL-2-ASSOCIATED ATHANOGENE 1); protein binding"	AT5G52060.1	CHR08V5|COORD:27226265..27224572|protein protein binding protein, putative, expressed	LOC_Os08g43270.1	"no descriptionmoderately similar to ( 228)AT5G52060| Symbols: ATBAG1 | ATBAG1 (ARABIDOPSIS THALIANA BCL-2-ASSOCIATED ATHANOGENE 1); protein binding | chr5:21169675-21170967 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned BAG1_N PRK12678 PRK07764 PRK12323 Tymo_45kd_70kd PRK07003 APC_basic UBL"	not assigned.no ontology	35_1

CUST_158818_PI403524517	2	-0.2790966	0.49934578	0.05766678	-0.04832077	0.00935173	-0.009352684	35_44334	"Cluster: Hypothetical protein OSJNBa0078O01.6; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0078O01.6 - Oryza sativa (japonica cu"	UniRef90_Q8LNG7	CHR3V7|COORD:17371223..17372864| protein binding / zinc ion binding	AT3G47160.1	CHR10V5|COORD:18749054..18751998|protein RNA-binding protein, putative, expressed	LOC_Os10g35670.1	no descriptionweakly similar to ( 123)AT3G47160| Symbols:  | protein binding / zinc ion binding | chr3:17371223-17372864 REVERSEnot assigned not assigned RING	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_75944_PI403524517	2	-0.22683334	0.28050137	0.24295425	-0.0060539246	-0.05227375	0.0060539246	35_21770	Rep: AHM2 - Triticum aestivum (Wheat)	UniRef90_Q9SLR5	0	0	CHR04V5|COORD:10971131..10959677|protein methyl-CpG binding domain containing protein, expressed	LOC_Os04g19684.2	no description	not assigned.unknown	35_2

CUST_1948_PI404877155	2	0.042383194	0.42767525	-0.0019016266	-0.22410965	-0.1873703	0.0019016266	Contig12164_s_at	OSJNBb0067G11.13 [Oryza sativa (japonica cultivar-group)] emb|CAD39890.2| OSJNBb0067G11.13 [Oryza sativa (japonica cultivar-group)]	XP_471492.1	transcriptional regulator Sir2 family protein	At5g55760.1	protein transcriptional regulator, Sir2 family, putative	Os04g20270	NONE	RNA.regulation of transcription.HDA	27_3_55

CUST_46130_PI403524517	2	0.04791546	0.2774191	0.1496234	-0.09505844	-0.047915936	-0.09383488	35_13211	"Cluster: Retrotransposon protein, putative, unclassified, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Retrotransposon protein, putative,"	UniRef90_Q10NF9	0	0	CHR03V5|COORD:9014390..9007824|protein serine/arginine repetitive matrix protein 1, putative, expressed	LOC_Os03g16369.2	no description	not assigned.unknown	35_2

CUST_48220_PI403524517	2	0.059996605	0.30386734	-0.4701929	-0.05999565	-0.4604826	0.13426113	35_13785	Rep: UBC protein - Homo sapiens (Human)	UniRef90_Q96H31	"CHR4V7|COORD:2718557..2719951| UBQ10 (POLYUBIQUITIN 10); protein binding"	AT4G05320.4	CHR06V5|COORD:28400733..28403579|protein polyubiquitin containing 7 ubiquitin monomers, putative, expressed	LOC_Os06g46770.2	no descriptionhighly similar to ( 797)AT4G05320| Symbols: UBQ10 | UBQ10 (POLYUBIQUITIN 10) | chr4:2718557-2719951 FORWARDweakly similar to ( 150)UBIQ_WHEATUbiquitin - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Ubiquitin ubiquitin UBQ Nedd8 UBL AN1_N RAD23_N Scythe_N UBQ parkin_N Fubi GDX_N SF3a120_C NIRF_N ISG15_repeat2 UBI4 hPLIC_N	protein.degradation.ubiquitin.ubiquitin	29_5_11_1

CUST_29065_PI399408534	2	-0.012630463	-0.2052021	-0.17371845	0.022967339	0.012631416	0.13342762	35_33737	Rep: Poly-zinc finger protein 1 - Trypanosoma cruzi	UniRef90_O77233	CHR1V7|COORD:28375081..28376378| zinc knuckle (CCHC-type) family protein	AT1G75560.1	CHR10V5|COORD:20985746..20981898|protein DNA-binding protein HEXBP, putative, expressed	LOC_Os10g39820.1	no descriptionvery weakly similar to (62.4)AT1G75560| Symbols:  | zinc knuckle (CCHC-type) family protein | chr1:28375081-28376378 REVERSEnot assigned AIR1	stress.abiotic.cold	20_2_2

CUST_71473_PI403524517	2	0.06250572	0.019327164	-6.713867E-4	-0.025112152	6.7043304E-4	-0.025112152	35_20481	Rep: SnRK1-interacting protein 1 - Hordeum vulgare (Barley)	UniRef90_Q9LEH5	"CHR1V7|COORD:26882379..26883506| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G47870.1); similar to Os01g0876900 [Oryza sativa (japonica"	AT1G71310.1	CHR01V5|COORD:38384669..38382538|protein snRK1-interacting protein 1, putative, expressed	LOC_Os01g65560.1	"no descriptionmoderately similar to ( 211)AT1G71310| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G47870.1); similar to Os01g0876900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001044972.1); similar to SnRK1-interacting protein 1 [Hordeum vulgare subsp. vulgare] (GB:CAB97356.1) | chr1:26882841-26883506 REVERSE"	not assigned.unknown	35_2

CUST_20383_PI403524517	2	0.015620232	0.26091862	-0.14422798	-0.015621185	-0.19621563	0.10693073	35_5907	"Cluster: U-box domain containing protein, expressed; n=3; Oryza sativa|Rep: U-box domain containing protein, expressed - Oryza sativa (japonica cultivar-group)"	UniRef90_Q33BK6	CHR2V7|COORD:18901593..18905285| protein kinase family protein / U-box domain-containing protein	AT2G45910.1	CHR10V5|COORD:51290..57142|protein ATP binding protein, putative, expressed	LOC_Os10g01060.1	no descriptionmoderately similar to ( 270)AT2G45910| Symbols:  | protein kinase family protein / U-box domain-containing protein | chr2:18901593-18905285 FORWARDvery weakly similar to (91.7)PSKR_DAUCAPhytosulfokine receptor precursor - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PTKc TyrKc S_TKc S_TKc Pkinase_Tyr Pkinase PTKc_EGFR_like PTKc_Src_like PTKc_DDR PTKc_Csk_like PTKc_Srm_Brk PTKc_Ror Ubox PTKc_Frk_like PTKc_Jak_rpt2 PTKc_Syk_like PTKc_Trk PTKc_TrkC SPS1 PTKc_DDR_like PTKc_Lck_Blk PTKc_Ack_like PTKc_Src PTK_HER3 PTKc_Aatyk PTKc_DDR1 PTKc_Fes_like U-box PTKc_HER4 PTKc_EphR PTKc_Lyn PTKc_Abl PTKc_DDR2 PTKc_TrkA PTKc_Jak2_Jak3_rpt2 PTKc_RET PTKc_Itk PTKc_TrkB PTKc_Tec_like PTKc_EGFR PTKc_Chk PTKc_Hck PTKc_FGFR PTKc_Axl PTK_Jak_rpt1 PTKc_Axl_like PTKc_FAK PTKc_Ror1 PTKc_Musk PTK_CCK4 PTKc_Yes PTKc_HER2 PTKc_Tyk2_rpt2 PTKc_InsR_like PTKc_Zap-70 PTKc_Fyn_Yrk PTKc_Jak1_rpt2 PTKc_Csk PTKc_Met_Ron	protein.postranslational modification.kinase.receptor like cytoplasmatic kinase IX	29_4_1_59

CUST_52065_PI403524517	2	-0.8376951	0.028931618	0.76644516	0.13607883	-0.028932571	-0.09019756	35_14839	"Cluster: 22 kDa drought-inducible protein; n=2; Saccharum officinarum complex|Rep: 22 kDa drought-inducible protein - Saccharum hybrid cultivar"	UniRef90_Q6EBV8	"CHR1V7|COORD:5675918..5678679| SR45 (arginine/serine-rich 45); RNA binding"	AT1G16610.1	CHR11V5|COORD:3275328..3274338|protein abscisic stress ripening protein 2, putative, expressed	LOC_Os11g06720.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned ABA_WDS PRK12678	not assigned.unknown	35_2

CUST_5412_PI404877155	2	-0.15944386	0.29489517	-0.02676773	0.026766777	-0.10935211	0.07917786	Contig17096_at	calcium/calmodulin-dependent protein kinase homolog - maize gb|AAB47181.1| calcium/calmodulin-dependent protein kinase homolog|CaM kinase ho	T02033	calcium-dependent protein kinase, putative / CDPK, putative	At2g46700.1	protein Similar to calcium-dependent protein kinase-related kinase	Os06g50030	calcium-dependent protein kinase, putative / CDPK, putative, similar to calcium/calmodulin-dependent protein kinase homolog MCK1 (Zea mays) gi:1839597:gb:AAB47181	signalling.calcium	30_3

CUST_51406_PI403524517	2	-0.0993309	1.2615662	0.0993309	-0.41196632	-0.30380058	0.26891327	35_14653	"Cluster: Auxin-repressed protein-like protein ARP1, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Auxin-repressed protein-like"	UniRef90_Q2QZU5	CHR5V7|COORD:17862598..17863406| dormancy/auxin associated family protein	AT5G44300.1	CHR11V5|COORD:26611199..26609579|protein auxin-repressed 12.5 kDa protein, putative, expressed	LOC_Os11g44810.1	no descriptionvery weakly similar to (67.4)AT2G33830| Symbols:  | dormancy/auxin associated family protein | chr2:14316844-14317362 REVERSEvery weakly similar to (66.2)12KD_FRAANAuxin-repressed 12.5 kDa protein - Fragaria ananassa (Strawberry)Auxin_repressed	development.unspecified	33_99

CUST_150818_PI403524517	2	0.025870323	-0.26598454	-0.008342743	0.008342743	0.0655489	-0.01608944	35_42185	"Cluster: Putative 28 kDa heat-and acid-stable phosphoprotein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative 28 kDa heat-and acid-stable phosphoprote"	UniRef90_Q5JMX3	"CHR5V7|COORD:18680302..18681856| similar to cupin family protein [Arabidopsis thaliana] (TAIR:AT2G18540.1); similar to Os01g0752800 [Oryza"	AT5G46020.1	CHR01V5|COORD:31915983..31911961|protein heat- and acid-stable phosphoprotein, putative, expressed	LOC_Os01g54920.1	"no descriptionweakly similar to ( 127)AT5G46020| Symbols:  | similar to cupin family protein [Arabidopsis thaliana] (TAIR:AT2G18540.1); similar to Os01g0752800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001044269.1); similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:AAT01307.1); contains domain SUBFAMILY NOT NAMED (PTHR22055:SF4); contains domain FAMILY NOT NAMED (PTHR22055) | chr5:18680302-18681856 REVERSEnot assigned"	not assigned.unknown	35_2

CUST_86549_PI403524517	2	-0.32004738	-0.12535	0.6216774	0.2592306	0.12535095	-0.20739079	35_24788	"Cluster: UPI00006A1DCA related cluster; n=2; Xenopus tropicalis|Rep: UPI00006A1DCA UniRef100 entry - Xenopus tropicalis"	UniRef90_UPI00006A1DCA	CHR5V7|COORD:21887259..21888454| plastocyanin-like domain-containing protein	AT5G53870.1	CHR03V5|COORD:11496756..11498180|protein conserved hypothetical protein	LOC_Os03g20350.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_8217_PI403524517	2	0.028449059	-0.36295128	-0.038796425	0.09910202	0.11507988	-0.028450012	35_2293	"Cluster: Putative dihydrolipoamide acetyltransferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative dihydrolipoamide acetyltransferase - Oryza sativ"	UniRef90_Q6ZKB1	"CHR3V7|COORD:9461869..9463822| LTA2 (PLASTID E2 SUBUNIT OF PYRUVATE DECARBOXYLASE); dihydrolipoyllysine-residue acetyltransferase"	AT3G25860.1	CHR08V5|COORD:20729417..20725882|protein dihydrolipoyllysine-residue acetyltransferase component of pyruvatedehydrogenase complex, putative, expressed	LOC_Os08g33440.1	" no descriptionhighly similar to ( 507)AT3G25860| Symbols: PLE2, LTA2 | LTA2 (PLASTID E2 SUBUNIT OF PYRUVATE DECARBOXYLASE); dihydrolipoyllysine-residue acetyltransferase | chr3:9461869-9463822 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK11856 AceF PRK11855 2-oxoacid_dh aceF PRK11857 PRK05704 PRK11892 kgd Biotin_lipoyl PRK12323 PRK12678 Tymo_45kd_70kd PRK07764 COG4770 TT_ORF1 E3_binding PRK07003 PRK05648 DUF1509 DUF1777 AccB PRK10263 PRK09282 "	TCA / org. transformation.TCA.pyruvate DH.E2	8_1_1_2

CUST_137257_PI403524517	2	0.03942108	0.12983513	0.037945747	-0.27634335	-0.60113716	-0.037946224	35_38492	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_38956_PI403524517	2	-0.026758194	0.40570354	-0.0055475235	-0.043421745	0.0055475235	0.13107395	35_11206	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_11619_PI404877155	2	0.0057764053	0.08803654	-0.025704384	-0.0057754517	0.038327217	-0.007856369	Contig5296_s_at	ABC transporter family protein [Arabidopsis thaliana] gb|AAN72026.1| ABC transporter protein, putative [Arabidopsis thaliana]	NP_176636.1	ABC transporter family protein	At1g64550.1	protein At1g64550	Os02g58020	ABC transporter-like protein	transport.ABC transporters and multidrug resistance systems	34_16

CUST_18600_PI404877155	2	-0.057831764	0.31407738	0.0297575	-0.1338377	-0.029756546	0.046696663	HVSMEl0008P20r2_s_at	OSJNBa0014K08.18 [Oryza sativa (japonica cultivar-group)] dbj|BAC05593.1| putative AG-motif binding protein-4 [Oryza sativa (japonica cultiv	NP_916071.1	zinc finger (GATA type) family protein	At4g32890.1	protein expressed protein	Os12g07120	GATA-binding transcription factor-like protein	RNA.regulation of transcription.C2C2(Zn) GATA transcription factor family	27_3_09

CUST_5309_PI403524517	2	0.04265976	-0.741045	-0.124061584	0.01684761	0.001241684	-0.0012407303	35_1466	"Cluster: OSIGBa0132E09-OSIGBa0108L24.1 protein; n=2; Oryza sativa|Rep: OSIGBa0132E09-OSIGBa0108L24.1 protein - Oryza sativa (Rice)"	UniRef90_Q01HY8	CHR5V7|COORD:23235618..23237890| aldose 1-epimerase family protein	AT5G57330.1	CHR04V5|COORD:33338235..33344907|protein apospory-associated protein C, putative, expressed	LOC_Os04g56290.5	no descriptionmoderately similar to ( 477)AT5G57330| Symbols:  | aldose 1-epimerase family protein | chr5:23235618-23237890 FORWARDnot assigned COG0676 Aldose_epim GalM	minor CHO metabolism.others	3_5

CUST_97174_PI403524517	2	-0.113399506	0.066244125	0.07635069	-0.16510582	-0.066244125	0.07635069	35_27754	"Cluster: Putative membrane protein precursor; n=1; Emiliania huxleyi virus 86|Rep: Putative membrane protein precursor - Emiliania huxleyi virus 86"	UniRef90_Q4A2S9	CHR3V7|COORD:6736388..6738336| late embryogenesis abundant protein-related / LEA protein-related	AT3G19430.1	CHR11V5|COORD:25814722..25811841|protein extensin-like protein, putative	LOC_Os11g43640.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Tymo_45kd_70kd Atrophin-1 Extensin_2 Drf_FH1 PRK12323 DUF1421 Herpes_BLLF1 Gag_spuma DUF605 PRK05648 PRK07764	not assigned.unknown	35_2

CUST_76008_PI403524517	2	0.07392311	0.13733387	-0.17555714	-0.0024328232	0.0024337769	-0.10391998	35_21789	"Cluster: Vesicle-associated membraneprotein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Vesicle-associated membraneprotein-like - Oryza sativa (japon"	UniRef90_Q6H6M0	CHR4V7|COORD:70732..72085| vesicle-associated membrane family protein / VAMP family protein	AT4G00170.1	CHR02V5|COORD:26793801..26796449|protein structural molecule, putative, expressed	LOC_Os02g44300.1	no descriptionvery weakly similar to (60.5)AT4G00170| Symbols:  | vesicle-associated membrane family protein / VAMP family protein | chr4:70732-72085 REVERSE	not assigned.no ontology	35_1

CUST_23317_PI403524517	2	-0.0042848587	-0.55493546	0.017252922	0.0076408386	-0.05288124	0.0042848587	35_6775	"Cluster: Putative formylglycineamide ribotide amidotransferase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative formylglycineamide ribotide amidotrans"	UniRef90_Q5N821	CHR1V7|COORD:27926666..27931107| catalytic	AT1G74260.1	CHR05V5|COORD:229512..234632|protein phosphoribosylformylglycinamidine synthase, chloroplast precursor, putative, expressed	LOC_Os05g01440.1	no descriptionmoderately similar to ( 315)AT1G74260| Symbols:  | catalytic | chr1:27926666-27931107 REVERSEnot assigned PRK05297 GATase1_FGAR_AT PurL PRK01175 PRK03619	nucleotide metabolism.synthesis.purine.FGAR amidotransferase	23_1_2_4

CUST_15853_PI403524517	2	0.08431721	-0.22550964	0.007789612	-0.022931099	-0.007788658	0.020376205	35_4576	"Cluster: Os04g0397700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os04g0397700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JDK5	"CHR5V7|COORD:20739295..20741543| similar to OSJNBa0039C07.8 [Oryza sativa (japonica cultivar-group)] (GB:CAE05152.2); similar to Centromere protein S"	AT5G50930.1	CHR04V5|COORD:19439893..19442461|protein expressed protein	LOC_Os04g32600.1	"no descriptionweakly similar to ( 106)AT5G50930| Symbols:  | similar to OSJNBa0039C07.8 [Oryza sativa (japonica cultivar-group)] (GB:CAE05152.2); similar to Centromere protein S (CENP-S) (Apoptosis-inducing TAF9-like domain-containing protein 1 homolog) (GB:Q6NRI8); similar to Os04g0397700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001052668.1); contains InterPro domain Histone-fold; (InterPro:IPR009072) | chr5:20739295-20741543 FORWARD"	not assigned.unknown	35_2

CUST_91309_PI403524517	2	-0.20737505	0.20886564	0.039551258	-0.01709032	-0.10078812	0.01709032	35_26110	Rep: Hypothetical protein - Cryptococcus neoformans (Filobasidiella neoformans)	UniRef90_Q5KGJ5	CHR1V7|COORD:22496859..22500684| proline-rich family protein	AT1G61080.1	CHR08V5|COORD:10918875..10929831|protein actin binding protein, putative, expressed	LOC_Os08g17820.2	no descriptionnot assigned not assigned	not assigned.unknown	35_2

CUST_27327_PI403524517	2	0.026733398	0.028033257	-0.076272964	-0.064925194	-0.022064209	0.022064209	35_7912	"Cluster: Os03g0835100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os03g0835100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DM09	CHR4V7|COORD:1104766..1109360| TOC159 (translocon outer membrane complex 159)	AT4G02510.1	CHR03V5|COORD:35023706..35029233|protein chloroplast protein import component Toc159, putative, expressed	LOC_Os03g61890.2	 no descriptionmoderately similar to ( 247)AT4G02510| Symbols: TOC86, PPI2, TOC160, ATTOC159, TOC159 | TOC159 (translocon outer membrane complex 159) | chr4:1104766-1109360 FORWARD	protein.targeting.chloroplast	29_3_3

CUST_151783_PI403524517	2	0.25106812	-0.060191154	0.2159419	-0.15615225	0.060191154	-0.15875387	35_42437	Rep: T12H1.31 protein - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q9MA85	CHR3V7|COORD:1524077..1526053| pentatricopeptide (PPR) repeat-containing protein	AT3G05340.1	CHR05V5|COORD:2712277..2715020|protein vegetative storage protein, putative, expressed	LOC_Os05g05490.1	no descriptionmoderately similar to ( 208)AT3G05340| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr3:1524077-1526053 REVERSE	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_150957_PI403524517	2	-0.21614456	0.6605964	-0.053910255	-0.30164242	0.053910255	0.4833002	35_42221	"Cluster: Os01g0776700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0776700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JIU7	"CHR2V7|COORD:15456918..15458386| similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAC07355.1); similar to Os01g0776700 [Oryza sativa"	AT2G36835.1	CHR01V5|COORD:33184945..33182123|protein expressed protein	LOC_Os01g56890.2	"no descriptionvery weakly similar to (57.4)AT2G36835| Symbols:  | similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAC07355.1); similar to Os01g0776700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001044417.1) | chr2:15456918-15458386 REVERSE"	not assigned.unknown	35_2

CUST_82314_PI403524517	2	0.25854015	-0.77751446	-0.13319778	0.13319778	-0.6957741	0.44642925	35_23609	"Cluster: Glycosyltransferase 3, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Glycosyltransferase 3, putative, expressed - Oryza"	UniRef90_Q2QXP0	CHR5V7|COORD:2455758..2457131| galactosyl transferase GMA12/MNN10 family protein	AT5G07720.1	CHR12V5|COORD:2433867..2432327|protein glycosyltransferase 3, putative, expressed	LOC_Os12g05380.1	no descriptionweakly similar to ( 154)AT5G07720| Symbols:  | galactosyl transferase GMA12/MNN10 family protein | chr5:2455758-2457131 FORWARDnot assigned	cell wall.hemicellulose synthesis	10_3

CUST_13091_PI404877155	2	-0.07519245	-0.38034725	-0.011084557	0.15514565	0.1590805	0.011084557	Contig6806_at	putative dihydrolipoamide acetyltransferase [Oryza sativa (japonica cultivar-group)] dbj|BAD01179.1| putative dihydrolipoamide acetyltransfe	BAC99341.1	dihydrolipoamide S-acetyltransferase (LTA2)	At3g25860.1	protein dihydrolipoamide S-acetyltransferase	Os08g33440	putative dihydrolipoamide S-acetyltransferase	lipid metabolism.FA synthesis and FA elongation.pyruvate DH	11_1_31

CUST_81331_PI403524517	2	-0.0028562546	0.1711464	-0.14105701	0.002855301	-0.25228977	0.07058334	35_23327	Rep: Putative transposase - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_O81190	CHR5V7|COORD:12693688..12695633| hAT dimerisation domain-containing protein	AT5G33406.1	CHR12V5|COORD:21376254..21379923|protein transposon protein, putative, Ac/Ds sub-class	LOC_Os12g35220.1	no descriptionvery weakly similar to (70.9)AT5G33406| Symbols:  | hAT dimerisation domain-containing protein | chr5:12693688-12695633 REVERSEhATC	not assigned.no ontology	35_1

CUST_5173_PI403524517	2	0.0022153854	-0.8604574	-0.0022153854	0.15227985	0.13568306	-0.038903236	35_1424	"Cluster: Putative chaperonin 21; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative chaperonin 21 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69K73	CHR5|COORD:7014688..7016476| 20 kDa chaperonin, chloroplast (CPN21) (CHCPN10) (CPN20), identical to chloroplast 20 kDa chaperonin, chloroplast precursor	AT5G20720.2	CHR06V5|COORD:4948222..4952398|protein chaperonin, chloroplast precursor, putative, expressed	LOC_Os06g09688.1	" no descriptionmoderately similar to ( 259)AT5G20720| Symbols: CPN10, CHCPN10, ATCPN21, CPN21, CPN20 | CPN20 (CHAPERONIN 20); calmodulin binding | chr5:7015017-7016356 FORWARDmoderately similar to ( 239)CH10C_SPIOL20 kDa chaperonin, chloroplast precursor - Spinacia oleracea (Spinach)not assigned groES cpn10 GroS Cpn10 "	protein.folding	29_6

CUST_101268_PI403524517	2	0.040179253	-1.2884111	-0.020059586	0.020059586	0.14803982	-0.080031395	35_28902	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53QC6	CHR3V7|COORD:5920619..5926852| protein transporter	AT3G17340.1	CHR11V5|COORD:27781636..27789445|protein importin-beta N-terminal domain containing protein, expressed	LOC_Os11g47130.1	no descriptionweakly similar to ( 181)AT3G17340| Symbols:  | protein transporter | chr3:5920619-5926852 REVERSE	protein.targeting.nucleus	29_3_1

CUST_57229_PI403524517	2	-0.051347733	-0.06601143	0.0758152	0.012904167	0.020975113	-0.012905121	35_16322	Rep: Os05g0150000 protein - Oryza sativa (japonica cultivar-group)	UniRef90_Q0DKP7	CHR1V7|COORD:4028781..4030296| alanine racemase family protein	AT1G11930.2	CHR05V5|COORD:2843698..2840696|protein proline synthetase co-transcribed bacterial homolog protein, putative, expressed	LOC_Os05g05740.1	no descriptionmoderately similar to ( 363)AT1G11930| Symbols:  | alanine racemase family protein | chr1:4028781-4030296 FORWARDnot assigned not assigned not assigned YBL036c_PLPDEIII COG0325 Ala_racemase_N PRK12323 TT_ORF1	not assigned.no ontology	35_1

CUST_51772_PI403524517	2	-0.2690611	0.5332136	-0.0046596527	0.0046596527	-0.2551756	0.037243843	35_14756	"Cluster: Os01g0776700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0776700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JIU7	"CHR2V7|COORD:15456918..15458386| similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAC07355.1); similar to Os01g0776700 [Oryza sativa"	AT2G36835.1	CHR01V5|COORD:33184945..33182123|protein expressed protein	LOC_Os01g56890.1	"no descriptionweakly similar to ( 139)AT2G36835| Symbols:  | similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAC07355.1); similar to Os01g0776700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001044417.1) | chr2:15456918-15458386 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF1421 PRK12323 PRK07764 TT_ORF1 Extensin_2 Drf_FH1 PRK05648 Atrophin-1 Tymo_45kd_70kd PRK10819 MCPVI Cytadhesin_P30 TonB PRK08853 GRASP55_65 FAP Chon_Sulph_att Totivirus_coat Trypan_PARP PRK07003 HPC2 DedD"	not assigned.unknown	35_2

CUST_68007_PI403524517	2	0.13350391	-0.84055996	-0.09125614	0.120801926	0.01296711	-0.01296711	35_19428	Rep: NADPH-thioredoxin reductase - Triticum aestivum (Wheat)	UniRef90_Q8VX47	CHR2V7|COORD:7571439..7573301| NTRA (NADPH-dependent thioredoxin reductase 2)	AT2G17420.1	CHR06V5|COORD:12851860..12847657|protein thioredoxin reductase 2, putative, expressed	LOC_Os06g22140.1	 no descriptionmoderately similar to ( 496)AT2G17420| Symbols: ATNTRA, NTR2, NTRA | NTRA (NADPH-dependent thioredoxin reductase 2) | chr2:7571439-7573301 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TrxB PRK10262 Pyr_redox_2 AhpF PRK11749 PRK07764 PRK07003 Atrophin-1 PRK12831 Lpd PRK12323 Tymo_45kd_70kd PRK06292 GltD KAR9 HPC2 APC_basic Extensin_2 DUF1421 gltD Herpes_BLLF1 TT_ORF1 PRK12771 HcaD GRASP55_65 AF-4 Pyr_redox PRK06327 PRK06370 PRK06416 PRK05648 PRK06116 DUF566 IER PRK12678 Protamine_P1 Pneumo_att_G TrkA PRK09853 Drf_FH1 PRK08853 Neogenin_C PRK06467 PRK07845 DUF1777 Herpes_TAF50 PRK12814 PRK10263 Coprinus_mating PRK12778 PRK05249 DUF1509 DUF605 PRK12779 COG5099 PRK12770 CTF_NFI Hamartin Totivirus_coat Herpes_UL32 PRK00708 PRK09169 DUF390 	redox.thioredoxin	21_1

CUST_165566_PI403524517	2	0.014325142	0.19750977	-0.025666237	-0.022870064	0.035330772	-0.014324665	35_46136	0	0		0	CHR07V5|COORD:22086306..22088716|protein expressed protein	LOC_Os07g36880.1	no description	not assigned.unknown	35_2

CUST_7454_PI399408534	2	-0.10863495	0.102900505	0.0031690598	-0.0022411346	-0.038116455	0.0022411346	35_7210	"Cluster: Hypothetical protein B1110B01.2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1110B01.2 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q60DG7	"CHR1V7|COORD:2672524..2674466| HDA08 (histone deacetylase 8); histone deacetylase"	AT1G08460.1	CHR05V5|COORD:21481136..21478189|protein histone deacetylase-like amidohydrolase, putative, expressed	LOC_Os05g36920.1	" no descriptionweakly similar to ( 162)AT1G08460| Symbols: HDA8, HDA08 | HDA08 (histone deacetylase 8); histone deacetylase | chr1:2672524-2674466 FORWARDnot assigned AcuC Hist_deacetyl "	RNA.regulation of transcription.HDA	27_3_55

CUST_51609_PI403524517	2	-0.026003838	-0.25256157	0.011262894	9.7084045E-4	0.0073165894	-9.7084045E-4	35_14709	"Cluster: Suppressor-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Suppressor-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ZAC7	"CHR5V7|COORD:26195229..26197535| Identical to SGT1 protein homolog At5g65490 [Arabidopsis Thaliana] (GB:Q9LSM5); similar to unknown protein [Arabidopsis"	AT5G65490.1	CHR08V5|COORD:21707756..21702200|protein SGT1 protein, putative, expressed	LOC_Os08g34740.1	"no descriptionvery weakly similar to (50.8)AT5G65490| Symbols:  | Identical to SGT1 protein homolog At5g65490 [Arabidopsis Thaliana] (GB:Q9LSM5); similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G28770.1); similar to suppressor-like protein [Lycopersicon esculentum] (GB:AAK84474.1); contains InterPro domain SGT1; (InterPro:IPR010770) | chr5:26195229-26197535 REVERSEnot assigned SGT1"	not assigned.unknown	35_2

CUST_103954_PI403524517	2	-0.09553337	0.34731913	0.32468653	0.055815697	-0.09074545	-0.055816174	35_29633	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_51215_PI403524517	2	0.018204689	0.1555481	-0.018203735	-0.13467216	0.06564045	-0.06305027	35_14602	"Cluster: Alanine aminotransferase; n=2; Oryza sativa|Rep: Alanine aminotransferase - Oryza sativa (indica cultivar-group)"	UniRef90_Q84UX4	"CHR1V7|COORD:26616885..26619508| AOAT2 (ALANINE-2-OXOGLUTARATE AMINOTRANSFERASE 2); alanine transaminase"	AT1G70580.4	CHR07V5|COORD:449817..444477|protein alanine aminotransferase 2, putative, expressed	LOC_Os07g01760.1	" no descriptionhighly similar to ( 829)AT1G70580| Symbols: GGT2, AOAT2 | AOAT2 (ALANINE-2-OXOGLUTARATE AMINOTRANSFERASE 2); alanine transaminase | chr1:26616885-26619508 FORWARDmoderately similar to ( 494)ALA2_HORVUAlanine aminotransferase 2 - Hordeum vulgare (Barley)not assigned not assigned not assigned not assigned not assigned COG0436 PRK09265 PRK08363 Aminotran_1_2 PRK05764 PRK07568 PRK06375 PRK06855 PRK06056 PRK07212 PRK07682 PRK06108 PRK08069 PRK08362 PRK06836 PRK05794 PRK08960 PRK07367 PRK09276 PRK07683 PRK06220 PRK08443 PRK07777 MalY PRK07310 ARO8 PRK07543 PRK07337 PRK09148 PRK07778 PRK09082 PRK06107 PRK08636 PRK07309 PRK07681 PRK05957 PRK06348 PRK08175 PRK09147 PRK08912 PRK06507 HisC PRK08361 PRK05942 PRK07550 PRK08068 PRK12414 PRK06290 PRK03262 PRK06207 PRK07324 PRK07366 PRK09275 avtA PRK00950 PRK04635 PRK02610 PRK07865 "	amino acid metabolism.synthesis.central amino acid metabolism.alanine.alanine aminotransferase	13_1_1_3_1

CUST_114215_PI403524517	2	0.23191881	0.02481985	0.012769222	-0.012769699	-0.22595167	-0.2810397	35_32413	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_21925_PI399408534	2	0.49054003	0.23145723	-0.0076756477	0.0076756477	-0.08079052	-0.020580769	35_8431	"Cluster: 6b-interacting protein 1-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: 6b-interacting protein 1-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q942E9	CHR3V7|COORD:4707297..4708628| transcription factor	AT3G14180.1	CHR01V5|COORD:30279533..30276879|protein expressed protein	LOC_Os01g52090.1	no descriptionvery weakly similar to (70.1)AT1G54060| Symbols:  | transcription factor | chr1:20184640-20185791 FORWARDnot assigned not assigned not assigned not assigned PRK07003 PRK12323 Atrophin-1 PRK07764	RNA.regulation of transcription.Trihelix, Triple-Helix transcription factor family	27_3_30

CUST_8697_PI403524517	2	-0.041968346	-0.46989727	0.2123518	0.041968346	0.18793488	-0.056806564	35_2435	"Cluster: Cytochrome b5 domain-containing protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Cytochrome b5 domain-containing protein-like - Oryza sat"	UniRef90_Q6K680	"CHR2V7|COORD:10616526..10616828| ATMAPR2 (ARABIDOPSIS THALIANA MEMBRANE-ASSOCIATED PROGESTERONE BINDING PROTEIN 2); heme binding / transition metal ion binding"	AT2G24940.1	CHR02V5|COORD:33721180..33722215|protein membrane steroid-binding protein 1, putative, expressed	LOC_Os02g55060.2	"no descriptionweakly similar to ( 135)AT2G24940| Symbols: ATMAPR2 | ATMAPR2 (ARABIDOPSIS THALIANA MEMBRANE-ASSOCIATED PROGESTERONE BINDING PROTEIN 2); heme binding / transition metal ion binding | chr2:10616526-10616828 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TT_ORF1 PRK07764 APC_basic Protamine_P1 PRK12323 PRK05648 PRK07003 Atrophin-1 Tymo_45kd_70kd"	redox.ascorbate and glutathione	21_2

CUST_32752_PI399408534	2	0.037629128	0.08600521	-0.24327087	-0.1210022	-0.037628174	0.06956673	35_38467	"Cluster: DNA methyltransferase PMT1-like protein; n=3; Arabidopsis thaliana|Rep: DNA methyltransferase PMT1-like protein - Arabidopsis thaliana (Mouse-ear cress"	UniRef90_Q8LER4	"CHR5V7|COORD:8870072..8872202| DNMT2 (DNA METHYLTRANSFERASE-2); DNA binding"	AT5G25480.1	0	0	"no descriptionvery weakly similar to (55.1)AT5G25480| Symbols: DNMT2 | DNMT2 (DNA METHYLTRANSFERASE-2); DNA binding | chr5:8870072-8872202 REVERSE"	RNA.regulation of transcription.DNA methyltransferases	27_3_46

CUST_5136_PI404877155	2	0.08785057	0.13940144	-0.07064724	-0.036441803	0.036441803	-0.08685112	Contig16597_at	P0458E05.7 [Oryza sativa (japonica cultivar-group)] dbj|BAC05607.1| P0458E05.7 [Oryza sativa (japonica cultivar-group)]	NP_914278.1	mitochondrial substrate carrier family protein	At5g42130.1	protein Mitochondrial carrier protein, putative	Os01g73420	gi|21902059|dbj|BAC05607.1| P0458E05.7	transport.metabolite transporters at the mitochondrial membrane	34_9

CUST_100616_PI403524517	2	0.10912514	0.528224	-0.14621067	0.15256596	-0.66077805	-0.10912514	35_28715	"Cluster: PHD-finger family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: PHD-finger family protein, expressed - Oryza sativa (japonica"	UniRef90_Q10MN1	CHR1V7|COORD:18101854..18105090| nucleolin, putative	AT1G48920.1	CHR03V5|COORD:10630223..10634687|protein PHD-finger family protein, expressed	LOC_Os03g19020.3	no description	not assigned.unknown	35_2

CUST_68938_PI403524517	2	0.09440899	0.122844696	-0.015216827	-0.1754198	-0.09392929	0.015215874	35_19726	"Cluster: Hypothetical protein P0025A05.39-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0025A05.39-1 - Oryza sativa (japonica cultiv"	UniRef90_Q5ZAG1	CHR5V7|COORD:3793929..3795984| similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD53434.1)	AT5G11780.1	CHR01V5|COORD:23904085..23907403|protein expressed protein	LOC_Os01g41640.1	no descriptionweakly similar to ( 121)AT5G11780| Symbols:  | similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD53434.1) | chr5:3793929-3795984 FORWARD	not assigned.unknown	35_2

CUST_102268_PI403524517	2	0.35445118	-0.06751251	0.13672161	0.067512035	-0.5405865	-0.10686302	35_29177	"Cluster: Putative WD repeat domain 11; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative WD repeat domain 11 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6YXY7	CHR3V7|COORD:14096340..14104435| transducin family protein / WD-40 repeat family protein	AT3G33530.1	CHR02V5|COORD:1955268..1965696|protein nucleotide binding protein, putative, expressed	LOC_Os02g04440.4	no descriptionmoderately similar to ( 333)AT3G33530| Symbols:  | transducin family protein / WD-40 repeat family protein | chr3:14096340-14104435 FORWARDnot assigned	not assigned.no ontology	35_1

CUST_7911_PI403524517	2	0.18196821	0.1034255	-0.2361784	0.103936195	-0.10342598	-0.31592274	35_2201	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_151006_PI403524517	2	0.02590704	0.4662223	0.34903812	-0.025907516	-0.08633232	-0.041796684	35_42233	"Cluster: Importin beta-like protein; n=2; Oryza sativa|Rep: Importin beta-like protein - Oryza sativa (Rice)"	UniRef90_Q8GTC5	CHR5V7|COORD:21731242..21733935| importin beta-2, putative	AT5G53480.1	CHR05V5|COORD:16615805..16620648|protein importin beta-1 subunit, putative, expressed	LOC_Os05g28510.4	 no descriptionweakly similar to ( 106)AT5G53480| Symbols:  | importin beta-2, putative | chr5:21731242-21733935 FORWARDnot assigned KAP95 	protein.targeting.nucleus	29_3_1

CUST_86007_PI403524517	2	-0.17061806	0.36582947	0.092308044	-0.05890751	-0.16564655	0.058908463	35_24632	Rep: Hypothetical protein - Dictyostelium discoideum AX4	UniRef90_Q555N4	CHR3V7|COORD:3381853..3384232| zinc finger (C3HC4-type RING finger) family protein	AT3G10810.1	CHR09V5|COORD:19795711..19798297|protein rhodopsin-like receptor, putative, expressed	LOC_Os09g33559.1	no description	not assigned.unknown	35_2

CUST_4605_PI399408534	2	0.018476486	-0.018475533	0.026333809	-0.13811588	-0.07666206	0.13937855	35_5145	"Cluster: Putative Sac domain-containing inositol phosphatase 3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Sac domain-containing inositol phospha"	UniRef90_Q69YB0	CHR5V7|COORD:7061640..7068574| phosphoinositide phosphatase family protein	AT5G20840.1	CHR06V5|COORD:4853760..4843483|protein phosphoinositide 5-phosphatase, putative, expressed	LOC_Os06g09540.1	no descriptionvery weakly similar to ( 100)AT5G20840| Symbols:  | phosphoinositide phosphatase family protein | chr5:7061640-7068574 REVERSEnot assigned	signalling.phosphinositides	30_4

CUST_39215_PI403524517	2	0.19073391	-0.033083916	0.033083916	-0.04442787	-0.10173416	0.21080303	35_11278	"Cluster: Putative callose synthase 1 catalytic subunit; n=3; Oryza sativa (japonica cultivar-group)|Rep: Putative callose synthase 1 catalytic subunit - Oryza s"	UniRef90_Q6K963	"CHR2V7|COORD:13596622..13607143| ATGSL03 (GLUCAN SYNTHASE-LIKE 3); 1,3-beta-glucan synthase/ transferase, transferring glycosyl groups"	AT2G31960.1	CHR02V5|COORD:35792480..35798631|protein CALS1, putative, expressed	LOC_Os02g58560.1	" no descriptionvery weakly similar to (92.4)AT2G31960| Symbols: GSL03, ATGSL3, ATGSL03 | ATGSL03 (GLUCAN SYNTHASE-LIKE 3); 1,3-beta-glucan synthase/ transferase, transferring glycosyl groups | chr2:13596622-13607143 FORWARDnot assigned "	minor CHO metabolism.callose	3_6

CUST_125398_PI403524517	2	0.28776264	0.5630994	-0.07855606	-0.048098087	-0.36860323	0.048098087	35_35320	Rep: Iron transport protein 1 - Oryza sativa (Rice)	UniRef90_Q6R5L9	"CHR5V7|COORD:21773307..21776002| YSL3 (YELLOW STRIPE LIKE 3); oligopeptide transporter"	AT5G53550.1	CHR04V5|COORD:26939713..26935253|protein transposon protein, putative, unclassified, expressed	LOC_Os04g45860.2	"no descriptionweakly similar to ( 184)AT5G53550| Symbols: YSL3 | YSL3 (YELLOW STRIPE LIKE 3); oligopeptide transporter | chr5:21773307-21776002 FORWARDOPT"	transport.peptides and oligopeptides	34_13

CUST_6813_PI403524517	2	0.047652245	-0.29276276	-0.093299866	0.051390648	0.027697563	-0.02769661	35_1891	"Cluster: Putative AT-hook protein 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative AT-hook protein 1 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K9W5	CHR1V7|COORD:23540496..23542528| DNA-binding family protein	AT1G63470.1	CHR02V5|COORD:35413615..35409302|protein DNA binding protein, putative, expressed	LOC_Os02g57820.1	no description	not assigned.unknown	35_2

CUST_65776_PI403524517	2	0.13191223	-0.31816196	-0.15197945	-0.029265404	0.02926445	0.20090389	35_18787	"Cluster: Os02g0119800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os02g0119800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E4H0	"CHR1V7|COORD:4638831..4641688| AAPT1 (AMINOALCOHOLPHOSPHOTRANSFERASE 1); phosphatidyltransferase"	AT1G13560.1	CHR06V5|COORD:5284927..5275591|protein AAPT1, putative, expressed	LOC_Os06g10280.1	"no descriptionhighly similar to ( 569)AT1G13560| Symbols: AAPT1 | AAPT1 (AMINOALCOHOLPHOSPHOTRANSFERASE 1); phosphatidyltransferase | chr1:4638831-4641688 REVERSEnot assigned EPT1 CDP-OH_P_transf PgsA"	misc.misc2	26_1

CUST_115066_PI403524517	2	0.43412495	-0.18750858	-0.1744771	0.20498419	0.1744771	-0.19369459	35_32646	Rep: OSIGBa0130B08.3 protein - Oryza sativa (Rice)	UniRef90_Q01IU7	CHR5V7|COORD:14498459..14500960| phosphoglycolate phosphatase, putative	AT5G36790.1	CHR04V5|COORD:24311410..24308802|protein 4-nitrophenylphosphatase, putative, expressed	LOC_Os04g41340.1	 no descriptionweakly similar to ( 148)AT5G36700| Symbols:  | phosphoglycolate phosphatase, putative | chr5:14439159-14441660 REVERSEnot assigned NagD 	PS.photorespiration.phosphoglycolate phosphatase	1_2_1

CUST_1204_PI399408534	2	0.0812726	-1.1186943	-0.62949467	0.270617	0.25269222	-0.08127308	35_12193	"Cluster: Putative H1 gene protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative H1 gene protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5Z8R9	"CHR4V7|COORD:15914868..15916876| ATH1 (ARABIDOPSIS THALIANA HOMEOBOX GENE 1); transcription factor"	AT4G32980.1	CHR06V5|COORD:21566949..21562720|protein BEL1-related homeotic protein 13, putative, expressed	LOC_Os06g36680.1	"no descriptionvery weakly similar to (87.4)AT4G32980| Symbols: ATH1 | ATH1 (ARABIDOPSIS THALIANA HOMEOBOX GENE 1); transcription factor | chr4:15914868-15916876 REVERSEnot assigned"	RNA.regulation of transcription.HB,Homeobox transcription factor family	27_3_22

CUST_9916_PI404877155	2	0.0069446564	1.3002386	-0.0069437027	-0.28746605	-0.31658745	0.1149559	Contig3626_s_at	hypersensitive-induced reaction protein 3 [Hordeum vulgare subsp. vulgare] gb|AAN17456.1| hypersensitive-induced reaction protein 3 [Hordeum	AAN17464.1	band 7 family protein	At5g62740.1	protein hypersensitive-induced response protein	Os05g51420	phosphoribosyl pyrophosphate synthetase	amino acid metabolism.synthesis.histidine	13_1_7

CUST_170845_PI403524517	2	-0.048275948	-0.18229198	0.28459644	0.048275948	0.07856655	-0.076690674	35_47589	"Cluster: Nodulation protein, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Nodulation protein, putative, expressed - Oryza sativa (japon"	UniRef90_Q10K64	"CHR2V7|COORD:6856879..6858963| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G34420.1); similar to At2g15730 [Medicago truncatula]"	AT2G15730.1	CHR01V5|COORD:33571552..33575256|protein expressed protein	LOC_Os01g57550.1	"no descriptionmoderately similar to ( 230)AT2G15730| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G34420.1); similar to At2g15730 [Medicago truncatula] (GB:ABE83382.1); contains domain P-loop containing nucleoside triphosphate hydrolases (SSF52540) | chr2:6856879-6858963 FORWARD"	not assigned.unknown	35_2

CUST_29421_PI399408534	2	-0.013277054	0.31553555	0.013277054	-0.06290913	0.04289913	-0.228302	35_3308	"Cluster: Calcium-binding EF hand family protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Calcium-binding EF hand family"	UniRef90_Q10NP2	CHR1V7|COORD:1484279..1486705| calcium-binding EF hand family protein	AT1G05150.1	CHR03V5|COORD:8658231..8661389|protein calcium ion binding protein, putative, expressed	LOC_Os03g15740.1	no descriptionmoderately similar to ( 439)AT1G05150| Symbols:  | calcium-binding EF hand family protein | chr1:1484279-1486705 REVERSEnot assigned	signalling.calcium	30_3

CUST_131982_PI403524517	2	0.28693295	0.23330832	0.106451035	-0.106451035	-0.49431705	-0.51919746	35_37070	"Cluster: Os06g0571300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0571300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DBE4	"CHR2V7|COORD:18691256..18693181| similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE93197.1); contains domain"	AT2G45320.1	CHR06V5|COORD:22128999..22133169|protein expressed protein	LOC_Os06g37430.3	"no descriptionweakly similar to ( 104)AT2G45320| Symbols:  | similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE93197.1); contains domain Nucleotide-diphospho-sugar transferases (SSF53448); contains domain no description (G3D.3.90.550.10) | chr2:18691256-18693181 REVERSE"	not assigned.unknown	35_2

CUST_66329_PI403524517	2	0.24332428	0.25167513	-0.12761164	0.082334995	-0.082334995	-0.20368624	35_18942	"Cluster: Hypothetical protein P0669G10.5-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0669G10.5-1 - Oryza sativa (japonica cultivar"	UniRef90_Q6ES24	"CHR4V7|COORD:14251357..14254054| CKL3 (Casein Kinase I-like 3); casein kinase I/ kinase"	AT4G28880.1	CHR02V5|COORD:10371054..10380937|protein casein kinase I isoform delta-like, putative, expressed	LOC_Os02g17910.1	"no descriptionmoderately similar to ( 346)AT4G28880| Symbols: CKL3 | CKL3 (Casein Kinase I-like 3); casein kinase I/ kinase | chr4:14251357-14254054 FORWARDvery weakly similar to (55.5)CDPK_DAUCACalcium-dependent protein kinase - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc Pkinase SPS1 S_TKc TyrKc Pkinase_Tyr PTKc PTKc_Jak_rpt2 PTKc_Src_like"	protein.postranslational modification	29_4

CUST_14146_PI404877155	2	0.06708145	0.2558937	-0.21843529	-0.11803913	-0.047662735	0.04766369	Contig7973_at	putative histidine kinase [Oryza sativa (japonica cultivar-group)]	BAB90827.1	histidine kinase (AHK3)	At1g27320.1	protein CHASE domain, putative	Os01g69920	histidine kinase	hormone metabolism.cytokinin.signal transduction	17_4_2

CUST_97382_PI403524517	2	0.5323477	0.26351166	0.11955595	-0.23171043	-0.11955547	-0.19450045	35_27812	"Cluster: Putative membrane protein precursor; n=1; Emiliania huxleyi virus 86|Rep: Putative membrane protein precursor - Emiliania huxleyi virus 86"	UniRef90_Q4A2S6	CHR1V7|COORD:25812961..25813793| AGP19/ATAGP19 (ARABINOGALACTAN-PROTEIN 19)	AT1G68725.1	CHR02V5|COORD:3353562..3354820|protein early nodulin 20 precursor, putative, expressed	LOC_Os02g06670.1	no description	not assigned.unknown	35_2

CUST_20660_PI403524517	2	0.049203873	-0.2871561	-0.008997917	0.0089969635	-0.07948589	0.13752937	35_5995	"Cluster: Hypothetical protein OSJNBb0042N11.13; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0042N11.13 - Oryza sativa (japonica"	UniRef90_Q851H5	"CHR5V7|COORD:22550470..22551149| similar to Os03g0412200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001050353.1); similar to expressed protein [Oryza"	AT5G55640.1	CHR03V5|COORD:22102594..22104600|protein expressed protein	LOC_Os03g39820.1	"no descriptionweakly similar to ( 103)AT5G55640| Symbols:  | similar to Os03g0412200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001050353.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:AAO37502.2); similar to Os03g0595200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001050595.1) | chr5:22550470-22551149 REVERSE"	not assigned.unknown	35_2

CUST_164470_PI403524517	2	0.18025112	0.4880314	-0.03043747	-0.28190422	-0.5854397	0.030438423	35_45845	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_5066_PI404877155	2	-0.18778992	0.26953888	-0.18412971	0.020838737	0.025939941	-0.020838737	Contig16484_at	putative heat-shock protein [Oryza sativa (japonica cultivar-group)] gb|AAP46229.1| putative lipase [Oryza sativa (japonica cultivar-group)]	NP_909977.1	lipase class 3 family protein	At4g16070.1	protein putative lipase	Os03g61540	NONE	lipid metabolism.lipid degradation.lipases	11_9_2

CUST_113563_PI403524517	2	0.0317111	0.28523254	-0.0317111	-0.06013298	-0.1515522	0.07619095	35_32234	Rep: UPI0000618398 UniRef100 entry - Bos Taurus	UniRef90_UPI0000618398	CHR1V7|COORD:25812961..25813793| AGP19/ATAGP19 (ARABINOGALACTAN-PROTEIN 19)	AT1G68725.1	CHR08V5|COORD:395077..393302|protein vegetative cell wall protein gp1 precursor, putative, expressed	LOC_Os08g01690.1	no description	not assigned.unknown	35_2

CUST_61525_PI403524517	2	-0.028788567	0.16905785	0.028787613	-0.14551353	0.08054447	-0.17591858	35_17561	"Cluster: Hypothetical protein P0015C02.2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0015C02.2 - Oryza sativa (japonica"	UniRef90_Q6ATX4	CHR5V7|COORD:1632913..1635105| outer membrane OMP85 family protein	AT5G05520.1	CHR05V5|COORD:23026712..23021011|protein outer membrane protein, OMP85 family protein, expressed	LOC_Os05g39390.1	no descriptionmoderately similar to ( 376)AT5G05520| Symbols:  | outer membrane OMP85 family protein | chr5:1632913-1635105 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG4775 Bac_surface_Ag PRK12323 PRK12678 PRK07003 Tymo_45kd_70kd IER Pneumo_att_G DUF566	not assigned.no ontology	35_1

CUST_18077_PI404877155	2	0.012145996	0.64659786	0.20750427	-0.012145996	-0.10069275	-0.060388565	HVSMEb0014G03r2_at	0	0	0	0	0	0	"1.2_bHLH   T01635 M-Twist; Species: mouse,"	RNA.regulation of transcription	27_3

CUST_57739_PI403524517	2	-0.26560497	-0.009644508	0.10297966	0.009644508	0.28924942	-0.06293583	35_16462	"Cluster: OSIGBa0142I02-OSIGBa0101B20.17 protein; n=2; Oryza sativa|Rep: OSIGBa0142I02-OSIGBa0101B20.17 protein - Oryza sativa (Rice)"	UniRef90_Q01HH2	"CHR4V7|COORD:9891438..9892688| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G71940.1); similar to hypothetical protein 23.t00026 [Brassica"	AT4G17790.1	CHR04V5|COORD:29758746..29756150|protein gtk16 protein, putative, expressed	LOC_Os04g50216.1	"no descriptionmoderately similar to ( 334)AT4G17790| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G71940.1); similar to hypothetical protein 23.t00026 [Brassica oleracea] (GB:ABD65614.1); contains domain UNCHARACTERIZED (PTHR12677) | chr4:9891438-9892688 FORWARDnot assigned not assigned SNARE_assoc COG0398 DedA"	not assigned.unknown	35_2

CUST_66819_PI403524517	2	0.016015053	0.30758476	0.036379814	-0.13091755	-0.06414795	-0.0160141	35_19078	Rep: Ubiquitin - Glycine max (Soybean)	UniRef90_Q9S7H2	"CHR4|COORD:1278530..1280028| polyubiquitin (UBQ14), identical to GI:166795; similar to N. sylvestris hexameric polyubiquitin, GenBank accession number M74101"	AT4G02890.3	CHR06V5|COORD:28400733..28403579|protein polyubiquitin containing 7 ubiquitin monomers, putative, expressed	LOC_Os06g46770.3	"no descriptionweakly similar to ( 190)AT4G05050| Symbols: UBQ11 | UBQ11 (UBIQUITIN 11); protein binding | chr4:2588269-2588958 REVERSEvery weakly similar to ( 100)UBL1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned Ubiquitin ubiquitin UBQ UBL Nedd8 Scythe_N RAD23_N UBQ parkin_N NIRF_N AN1_N"	protein.degradation.ubiquitin.ubiquitin	29_5_11_1

CUST_50287_PI403524517	2	0.031585693	0.4529791	0.08884621	-0.0366621	-0.12308884	-0.031585693	35_14346	Rep: CAA303712.1 protein - Oryza sativa (Rice)	UniRef90_Q9ST85	CHR1V7|COORD:26968021..26970219| peroxidase 12 (PER12) (P12) (PRXR6)	AT1G71695.1	CHR04V5|COORD:35027663..35026032|protein peroxidase 12 precursor, putative, expressed	LOC_Os04g59260.1	no descriptionmoderately similar to ( 206)AT1G71695| Symbols:  | peroxidase 12 (PER12) (P12) (PRXR6) | chr1:26968021-26970219 FORWARDweakly similar to ( 189)PER2_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned secretory_peroxidase plant_peroxidase peroxidase ascorbate_peroxidase PRK07764 PRK07003 PRK12323 Herpes_BLLF1 PRK12678 KAR9 Atrophin-1 APC_basic AF-4 Tymo_45kd_70kd Pol_Y_like DUF1509 DUF566	misc.peroxidases	26_12

CUST_5322_PI399408534	2	0.26689053	-0.22719955	-0.038006783	0.038006783	0.20509815	-0.13629055	35_21318	"Cluster: Os08g0528900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os08g0528900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J485	CHR3V7|COORD:2297974..2299413| transcriptional activator, putative	AT3G07220.1	CHR08V5|COORD:26192153..26195779|protein transcriptional activator FHA1, putative, expressed	LOC_Os08g41710.1	 no descriptionmoderately similar to ( 204)AT3G07220| Symbols:  | transcriptional activator, putative | chr3:2297974-2299413 FORWARDnot assigned not assigned FHA 	RNA.regulation of transcription.FHA transcription factor	27_3_48

CUST_25107_PI403524517	2	0.3351488	-0.38180542	-0.37053108	0.027750969	-0.027750969	0.08352089	35_7284	"Cluster: Leucine-rich repeat family protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Leucine-rich repeat family protein-like - Oryza sativa (japon"	UniRef90_Q69TP3	CHR3V7|COORD:6032399..6033589| leucine-rich repeat family protein	AT3G17640.1	CHR06V5|COORD:16197180..16199386|protein polygalacturonase inhibitor 1 precursor, putative, expressed	LOC_Os06g28480.1	no descriptionweakly similar to ( 189)AT3G17640| Symbols:  | leucine-rich repeat family protein | chr3:6032399-6033589 FORWARDvery weakly similar to (62.0)RPK1_IPONIReceptor-like protein kinase precursor - Ipomoea nil (Japanese morning glory) (Pharbitis nil)not assigned not assigned not assigned not assigned not assigned PRK07764 DUF1509 PRK12323 PRK07003	stress.biotic	20_1

CUST_24056_PI399408534	2	-0.03369522	-0.4369707	-0.111494064	0.03464985	0.2691536	0.033696175	35_17459	"Cluster: SET domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: SET domain containing protein, expressed - Oryza sativa (jap"	UniRef90_Q2QVA7	CHR5|COORD:4600999..4604485| SET domain-containing protein, low similarity to ribulose-1,5-bisphosphate carboxylase/oxygenase small subunit N-methyltransferase	AT5G14260.2	CHR12V5|COORD:7543984..7551701|protein SET domain containing protein, expressed	LOC_Os12g13460.1	no descriptionmoderately similar to ( 209)AT5G14260| Symbols:  | SET domain-containing protein | chr5:4601142-4603876 FORWARDnot assigned Rubis-subs-bind	RNA.regulation of transcription.SET-domain transcriptional regulator family	27_3_69

CUST_136358_PI403524517	2	0.07065725	0.7932172	0.19887352	-0.07065725	-0.15626383	-0.1199317	35_38237	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_408_PI399407379	2	0.3490858	0.01495266	-0.01495266	-0.021737099	-0.27706146	0.3183012	HvIPT19									

CUST_163300_PI403524517	2	0.25460958	0.35785913	-0.030947208	0.018610477	-0.1420865	-0.018610477	35_45540	0	0	"CHR5V7|COORD:20811132..20812556| similar to Os02g0651000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001047590.1); similar to unknown protein [Oryza"	AT5G51170.1	CHR02V5|COORD:26240371..26237799|protein expressed protein	LOC_Os02g43480.1	no description	not assigned.unknown	35_2

CUST_5831_PI404877155	2	-0.12970924	0.043502808	0.049554825	-0.048075676	-0.035273552	0.035273552	Contig17908_at	cation efflux family protein-like [Oryza sativa (japonica cultivar-group)] dbj|BAD28448.1| cation efflux family protein-like [Oryza sativa (	XP_468558.1	cation efflux family protein / metal tolerance protein, putative	At3g12100.1	protein Similar to disease resistance protein homolog 123 - potato (fragment)	Os02g58580	contains similarity to cation transporter~gene_id:T23B7.4	transport.metal	34_12

CUST_99359_PI403524517	2	0.2876649	-0.09676266	0.02314043	-0.023139954	-0.10985327	0.29989767	35_28362	0	0		0	CHR03V5|COORD:34850961..34845557|protein expressed protein	LOC_Os03g61560.1	no description	not assigned.unknown	35_2

CUST_58394_PI403524517	2	-0.047042847	-0.7003126	-0.1718769	0.12848759	0.047041893	0.2708645	35_16655	"Cluster: Gamma tocopherol methyltransferase; n=1; Triticum aestivum|Rep: Gamma tocopherol methyltransferase - Triticum aestivum (Wheat)"	UniRef90_Q45FE9	CHR1V7|COORD:24138000..24139656| G-TMT (GAMMA-TOCOPHEROL METHYLTRANSFERASE)	AT1G64970.1	CHR02V5|COORD:28888092..28891679|protein tocopherol O-methyltransferase, chloroplast precursor, putative, expressed	LOC_Os02g47310.1	 no descriptionmoderately similar to ( 410)AT1G64970| Symbols: TMT1, VTE4, G-TMT | G-TMT (GAMMA-TOCOPHEROL METHYLTRANSFERASE) | chr1:24138000-24139656 REVERSEvery weakly similar to (79.7)SMT2_ORYSAnot assigned not assigned Methyltransf_11 PRK08317 Cfa UbiE CMAS ubiE PRK11705 PRK05134 UbiG PRK07580 SmtA Methyltransf_12 Tam 	lipid metabolism.Phospholipid synthesis	11_3

CUST_91390_PI403524517	2	-0.028673172	-0.43500805	-0.36434698	0.0893507	0.10051346	0.028674126	35_26132	"Cluster: Os06g0727900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0727900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D9C0	"CHR4V7|COORD:17593117..17594883| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G27200.1); similar to Os06g0727900 [Oryza sativa (japonica"	AT4G37420.1	CHR06V5|COORD:30985741..30987363|protein ubiquitin-protein ligase/ zinc ion binding protein, putative	LOC_Os06g51210.1	"no descriptionmoderately similar to ( 211)AT4G37420| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G27200.1); similar to Os06g0727900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001058639.1); similar to zinc finger protein-like [Oryza sativa (japonica cultivar-group)] (GB:BAD61822.1); contains InterPro domain Protein of unknown function DUF23; (InterPro:IPR008166) | chr4:17593117-17594883 FORWARDDUF23"	not assigned.unknown	35_2

CUST_93977_PI403524517	2	0.083127975	0.54223347	0.012102127	-0.012102127	-0.46846867	-0.118460655	35_26870	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_33676_PI403524517	2	-0.011706352	-0.23234463	-0.080293655	0.058955193	0.11551666	0.011707306	35_9706	Rep: OSIGBa0145G11.6 protein - Oryza sativa (Rice)	UniRef90_Q01I33	"CHR1V7|COORD:824653..826179| ATRRP4; exonuclease"	AT1G03360.1	CHR04V5|COORD:25822362..25817692|protein exosome complex exonuclease rrp4, putative, expressed	LOC_Os04g43922.1	"no descriptionvery weakly similar to (93.2)AT1G03360| Symbols: ATRRP4 | ATRRP4; exonuclease | chr1:824653-826179 FORWARDnot assigned"	DNA.unspecified	28_99

CUST_117847_PI403524517	2	0.13726282	0.33460617	-0.06365204	-0.25175762	-0.3678689	0.063652515	35_33382	"Cluster: Hypothetical protein P0506E04.35; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0506E04.35 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5JMG9	"CHR4V7|COORD:8997472..9000866| similar to Os01g0932600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001045299.1); contains InterPro domain TRAF-like;"	AT4G15840.1	CHR01V5|COORD:41242189..41247613|protein BTB/POZ domain containing protein, expressed	LOC_Os01g70670.2	"no descriptionweakly similar to ( 121)AT4G15840| Symbols:  | similar to Os01g0932600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001045299.1); contains InterPro domain TRAF-like; (InterPro:IPR008974) | chr4:8997472-9000866 FORWARD"	not assigned.unknown	35_2

CUST_80360_PI403524517	2	0.01028347	0.2286396	-0.01028347	-0.26078224	-0.24393463	0.040690422	35_23048	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10SJ2	0	0	CHR03V5|COORD:1115474..1119407|protein expressed protein	LOC_Os03g02890.1	no description	not assigned.unknown	35_2

CUST_47612_PI403524517	2	0.16459227	0.32606697	0.039803028	-0.24563313	-0.18451786	-0.039803028	35_13626	Rep: Putative DIP2 protein - Triticum aestivum (Wheat)	UniRef90_Q70JP5	CHR1V7|COORD:11188274..11192298| PAZ domain-containing protein / piwi domain-containing protein	AT1G31290.1	CHR06V5|COORD:8133492..8128424|protein THO complex subunit 4, putative, expressed	LOC_Os06g14470.1	no description	not assigned.unknown	35_2

CUST_16458_PI404877155	2	0.28194332	0.01380825	-0.07326603	-0.059949875	-0.013807297	0.15125275	HA14H02r_at	mitochondrial carrier protein family [Arabidopsis thaliana] dbj|BAB11273.1| ADP/ATP translocase-like protein [Arabidopsis thaliana]	NP_200456.1	mitochondrial substrate carrier family protein	At5g56450.1	protein ADP/ATP translocase-like protein	Os05g46220	mitochondrial carrier protein family	transport.metabolite transporters at the mitochondrial membrane	34_9

CUST_5374_PI404877155	2	0.024578094	-0.987072	-0.07721996	0.05588627	0.14335918	-0.024578094	Contig17025_at	enolase, putative [Arabidopsis thaliana] pir||B96768 protein enolase F2P9.10 [imported] - Arabidopsis thaliana	NP_177543.1	enolase, putative	At1g74030.1	protein enolase	Os09g20820	enolase, putative, similar to Swiss-Prot:P15007 enolase (EC 4.2.1.11) (2-phosphoglycerate dehydratase)(2-phospho-D- glycerate hydro-lyase) (Drosophila melanogaster)	glycolysis.enolase	4_12

CUST_1464_PI404877155	2	-0.021188736	-0.2481718	-0.10449791	0.02118969	0.052269936	0.07163429	Contig11619_at	ceramide glucosyltransferase [Gossypium arboreum]	AAK73021.1	ceramide glucosyltransferase, putative	At2g19880.1	protein glycosyl transferase, group 2 family protein, putative	Os01g67870	ceramide glucosyltransferase	lipid metabolism.'exotics' (steroids, squalene etc).sphingolipids	11_8_1

CUST_26642_PI403524517	2	0.3176241	0.06444311	0.005672455	-0.26347113	-0.005672455	-0.10691118	35_7720	"Cluster: Putative MAP kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative MAP kinase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6EU49	"CHR3V7|COORD:6454313..6456836| WNK6 (Arabidopsis WNK kinase 6); kinase"	AT3G18750.1	CHR02V5|COORD:27370892..27366163|protein WNK6, putative, expressed	LOC_Os02g45130.1	" no descriptionmoderately similar to ( 372)AT3G18750| Symbols: ZIK5, WNK6 | WNK6 (Arabidopsis WNK kinase 6); kinase | chr3:6454313-6456836 REVERSEvery weakly similar to (71.2)CRI4_MAIZEPutative receptor protein kinase CRINKLY4 precursor - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase Pkinase_Tyr TyrKc PTKc SPS1 PTKc_Jak_rpt2 PTKc_Jak2_Jak3_rpt2 PTKc_Ack_like PTKc_Jak1_rpt2 PTKc_InsR_like PTKc_EGFR_like PTKc_Tyk2_rpt2 PTKc_FGFR PTKc_Btk_Bmx PTKc_Tec_like PTKc_Srm_Brk PTKc_FAK PTKc_Frk_like PTKc_Syk_like PTKc_Src_like PTKc_EGFR PTKc_Abl PTKc_FGFR4 PTKc_FGFR2 PTKc_PDGFR PTK_CCK4 PTKc_FGFR1 PTKc_Fes_like PTKc_FGFR3 PTKc_c-ros PTKc_Trk PTKc_Tec_Rlk PTKc_EphR PTKc_Chk PTKc_DDR PTKc_HER4 PTKc_RET PTKc_Ror PTKc_Csk_like PTKc_Fes PTKc_Lyn PTKc_TrkC PTKc_Fer PTKc_TrkB PTKc_ALK_LTK PTKc_TrkA PTKc_Fyn_Yrk PTKc_Lck_Blk PTKc_Hck PTK_Ryk PTK_HER3 PTKc_HER2 PTKc_IGF-1R PTKc_Src PTKc_Kit PTKc_DDR_like PTKc_Itk PTKc_EphR_A PTKc_CSF-1R PTKc_PDGFR_beta PTKc_EphR_A2 PTKc_VEGFR PTKc_Met_Ron PTKc_Yes PTKc_VEGFR2 PTKc_VEGFR3 PTKc_Ror1 PTKc_DDR2 KIND PTKc_Axl_like "	protein.postranslational modification	29_4

CUST_23726_PI399408534	2	-0.010193825	0.39384842	0.042663574	-0.08257198	0.010193825	-0.081897736	35_29449	"Cluster: Os03g0306200 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os03g0306200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DSI7	CHR5V7|COORD:20054564..20062680| transducin family protein / WD-40 repeat family protein	AT5G49430.1	CHR03V5|COORD:10861878..10845331|protein nucleotide binding protein, putative, expressed	LOC_Os03g19340.1	no descriptionweakly similar to ( 192)AT5G49430| Symbols:  | transducin family protein / WD-40 repeat family protein | chr5:20054564-20062680 REVERSEnot assigned	development.unspecified	33_99

CUST_66903_PI403524517	2	-0.18375683	-0.046144485	0.15694237	-0.008713722	0.19667816	0.008714676	35_19106	"Cluster: Phosphatidic acid phosphatase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Phosphatidic acid phosphatase-like - Oryza sativa (japonica"	UniRef90_Q69Q38	CHR3V7|COORD:5351224..5353580| phosphatidic acid phosphatase-related / PAP2-related	AT3G15820.1	CHR06V5|COORD:24138352..24141393|protein expressed protein	LOC_Os06g40500.1	no descriptionmoderately similar to ( 256)AT3G15820| Symbols:  | phosphatidic acid phosphatase-related / PAP2-related | chr3:5351224-5353580 FORWARDnot assigned not assigned not assigned not assigned PRK12323 PRK07003 PRK12678	misc.acid and other phosphatases	26_13

CUST_51638_PI403524517	2	-0.13133192	0.29656506	-0.7882819	0.6424856	-0.30766058	0.13133144	35_14716	"Cluster: Putative arbutin synthase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative arbutin synthase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q942C5	CHR3V7|COORD:5619361..5620839| UDP-glucoronosyl/UDP-glucosyl transferase family protein	AT3G16520.3	CHR01V5|COORD:30974360..30976193|protein anthocyanidin 5,3-O-glucosyltransferase, putative, expressed	LOC_Os01g53330.1	" no descriptionvery weakly similar to (60.1)AT3G53160| Symbols: UGT73C7 | UGT73C7 (UDP-glucosyl transferase 73C7); UDP-glycosyltransferase/ transferase, transferring glycosyl groups | chr3:19713463-19714935 REVERSEnot assigned "	misc.UDP glucosyl and glucoronyl transferases	26_2

CUST_32398_PI403524517	2	0.07908678	-0.021365643	0.098490715	-0.20611095	-0.39350986	0.021365643	35_9343	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_49977_PI403524517	2	0.06515503	0.06326866	0.0022659302	-0.01027298	-0.022750854	-0.0022678375	35_14266	"Cluster: Putative 60S ribosomal protein L38; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative 60S ribosomal protein L38 - Oryza sativa (japonica cultiv"	UniRef90_Q75IN7	CHR3|COORD:22006655..22007783| 60S ribosomal protein L38 (RPL38B), 60S RIBOSOMAL PROTEIN L38 - Lycopersicon esculentum, EMBL:X69979	AT3G59540.1	CHR11V5|COORD:13543940..13545598|protein 60S ribosomal protein L38, putative, expressed	LOC_Os11g24610.2	no descriptionweakly similar to ( 127)AT3G59540| Symbols:  | 60S ribosomal protein L38 (RPL38B) | chr3:22006874-22007719 REVERSEnot assigned Ribosomal_L38e	protein.synthesis.misc ribososomal protein	29_2_2

CUST_113529_PI403524517	2	0.07899284	0.0052456856	-0.0052452087	-0.024611473	-0.6085515	0.13108492	35_32225	"Cluster: Rf1 protein, mitochondrial, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Rf1 protein, mitochondrial, putative, expressed - Ory"	UniRef90_Q2QXL4	"CHR1V7|COORD:5675918..5678679| SR45 (arginine/serine-rich 45); RNA binding"	AT1G16610.2	CHR12V5|COORD:2593791..2591074|protein rf1 protein, mitochondrial precursor, putative, expressed	LOC_Os12g05640.1	no description	not assigned.unknown	35_2

CUST_150055_PI403524517	2	0.05071926	0.011894226	-0.011894226	-0.02272892	-0.0122766495	0.03750992	35_41978	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q9FRF8	CHR5V7|COORD:26370321..26370820| similar to Os03g0675700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001050887.1)	AT5G65880.1	CHR03V5|COORD:26681942..26685381|protein expressed protein	LOC_Os03g47240.1	no description	not assigned.unknown	35_2

CUST_173435_PI403524517	2	0.05093193	-0.1289177	-0.05093193	0.19968224	-0.12981606	0.31804323	35_48292	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_12078_PI403524517	2	-0.025222778	0.40802956	0.032995224	-0.3231144	0.025222778	-0.050676346	35_3438	"Cluster: Hypothetical protein P0474F11.26; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0474F11.26 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6K700	"CHR2V7|COORD:18924753..18925642| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G00355.2); similar to conserved hypothetical protein [Medicago"	AT2G45980.1	CHR02V5|COORD:35269299..35272692|protein expressed protein	LOC_Os02g57600.1	"no descriptionvery weakly similar to (97.4)AT2G45980| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G00355.2); similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE80179.1) | chr2:18924753-18925642 REVERSE"	not assigned.unknown	35_2

CUST_595_PI399407379	2	0.23101616	-0.01599884	-0.5245552	-0.5711937	0.015997887	0.040024757	HvBG1									

CUST_34096_PI399408534	2	-0.017339706	-0.29966354	-0.049526215	0.16062641	0.24300766	0.01734066	35_43359	Rep: MAP kinase kinase - Oryza minuta	UniRef90_Q069I5	"CHR4V7|COORD:14593305..14595247| ATMKK2 (MAP KINASE KINASE 2); MAP kinase kinase/ kinase"	AT4G29810.1	CHR06V5|COORD:2501902..2497848|protein OsMKK1 - putative MAPKK based on amino acid sequence homology, expressed	LOC_Os06g05520.1	" no descriptionweakly similar to ( 125)AT4G29810| Symbols: MKK2, MK1, ATMKK2 | ATMKK2 (MAP KINASE KINASE 2); MAP kinase kinase/ kinase | chr4:14593305-14595247 REVERSEvery weakly similar to (95.1)M2K1_ORYSAnot assigned not assigned not assigned not assigned not assigned "	signalling.MAP kinases	30_6

CUST_86370_PI403524517	2	-0.22803783	0.024072647	-0.23343658	0.071949005	0.13948154	-0.024072647	35_24736	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_5727_PI403524517	2	0.05968094	-0.10821152	0.13499641	-0.05968094	0.21958351	-0.10453224	35_1582	"Cluster: Oligopeptidase A-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Oligopeptidase A-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K9T1	CHR5V7|COORD:26239177..26243010| peptidase M3 family protein / thimet oligopeptidase family protein	AT5G65620.1	CHR02V5|COORD:35682638..35676940|protein oligopeptidase A, putative, expressed	LOC_Os02g58340.1	no descriptionhighly similar to ( 797)AT5G65620| Symbols:  | peptidase M3 family protein / thimet oligopeptidase family protein | chr5:26239177-26243010 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Dcp PRK10911 Peptidase_M3 PRK10280 Herpes_BLLF1 PRK07764 PRK12678 PRK07003 PRK12323 HPC2 APC_basic DUF1421 Atrophin-1 DUF566 PRK10819 Tymo_45kd_70kd FAP MCPVI Metaviral_G	protein.degradation	29_5

CUST_14390_PI404877155	2	-0.024425507	0.57221794	0.024425507	-0.17336369	-0.051927567	0.06517887	Contig8225_at	putative heat shock transcription factor [Oryza sativa (japonica cultivar-group)] gb|AAQ23057.1| heat shock factor RHSF3 [Oryza sativa (japo	AAO66547.1	heat shock factor protein 3 (HSF3) / heat shock transcription factor 3 (HSTF3)	At5g16820.1	protein putative heat shock transcription factor	Os03g63750	NONE	RNA.regulation of transcription.HSF,Heat-shock transcription factor family	27_3_23

CUST_139021_PI403524517	2	0.023207664	-0.43014336	-0.20511532	0.14273167	0.26920795	-0.023207664	35_38993	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_6642_PI404877155	2	-0.16130447	0.032283783	-0.021717072	0.0049180984	-0.0049180984	0.007528305	Contig19696_at	contains ESTs C26549(C12568),AU092341(C12568)~unknown protein [Oryza sativa (japonica cultivar-group)] dbj|BAC16511.1| COP1-interacting prot	NP_914685.1	COP1-interacting protein-related	At1g72410.1	protein hypothetical protein	Os07g42410	COP1-interacting protein 7 (CIP7)-like	signalling.light	30_11

CUST_26838_PI399408534	2	-0.018667221	0.25640202	-0.23277092	-0.083631516	0.051992416	0.018667221	35_17348	Rep: Histidine kinase 2 - Zea mays (Maize)	UniRef90_Q76H00	CHR1V7|COORD:9487767..9492014| AHK3 (ARABIDOPSIS HISTIDINE KINASE 3)	AT1G27320.1	CHR01V5|COORD:40736464..40730579|protein histidine kinase 2, putative, expressed	LOC_Os01g69920.2	no descriptionhighly similar to ( 600)AT1G27320| Symbols: AHK3 | AHK3 (ARABIDOPSIS HISTIDINE KINASE 3) | chr1:9487767-9492014 FORWARDweakly similar to ( 104)ETR1_BRAOLEthylene receptor - Brassica oleracea (Wild cabbage)not assigned PRK11107 PRK11466 BaeS PRK10841 PRK11091 REC CheY REC Response_reg HATPase_c VicK KdpD HATPase_c PRK11361 COG4251 HATPase_c AtoC OmpR PRK11100 COG3437 pleD CitB PRK10604 PRK09959 COG4191 PRK10549 PRK09303 PRK09835 PleD cpxA PRK00742	hormone metabolism.cytokinin.signal transduction	17_4_2

CUST_100265_PI403524517	2	-0.034784317	0.21525002	0.012086868	-0.06731796	0.051487923	-0.012086868	35_28623	"Cluster: OSJNBb0004A17.4 protein; n=2; Oryza sativa|Rep: OSJNBb0004A17.4 protein - Oryza sativa (Rice)"	UniRef90_Q7XPI5	CHR3V7|COORD:586343..588095| DJ-1 family protein / protease-related	AT3G02720.1	CHR04V5|COORD:34051786..34048672|protein YLS5, putative, expressed	LOC_Os04g57590.3	no descriptionmoderately similar to ( 295)AT3G02720| Symbols:  | DJ-1 family protein / protease-related | chr3:586343-588095 FORWARDnot assigned GATase1_PfpI_1 GATase1_PfpI_like ThiJ DJ-1_PfpI GATase1_DJ-1 GATase1_Hsp31_like GAT_1 GATase1 GATase1_PfpI_2 GATase1_AraC_1 GATase1_PfpI_3 GATase1_AraC_ArgR_like	not assigned.no ontology	35_1

CUST_48740_PI403524517	2	-6.275177E-4	-0.25729942	-0.026506424	6.275177E-4	0.0079135895	6.275177E-4	35_13920	Rep: Protein H2A.6 - Triticum aestivum (Wheat)	UniRef90_Q43214	CHR5V7|COORD:575435..576454| histone H2A, putative	AT5G02560.1	CHR03V5|COORD:9478877..9477951|protein histone H2A, putative, expressed	LOC_Os03g17100.1	 no descriptionweakly similar to ( 153)AT5G02560| Symbols:  | histone H2A, putative | chr5:575435-576454 FORWARDweakly similar to ( 180)H2A5_WHEATProtein H2A.5 - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned H2A H2A HTA1 Histone PRK07003 PRK12323 Extensin_2 HPC2 Herpes_BLLF1 KAR9 Tymo_45kd_70kd DUF1421 DUF566 	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_161416_PI403524517	2	0.031360626	-0.03136015	-0.12671852	0.09915924	0.059251785	-0.09395552	35_45033	"Cluster: Hypothetical protein P0461D06.6; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0461D06.6 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6H4M5	"CHR3V7|COORD:9799473..9801799| similar to permease-related [Arabidopsis thaliana] (TAIR:AT3G23870.1); similar to hypothetical protein"	AT3G26670.2	CHR02V5|COORD:18825876..18821156|protein expressed protein	LOC_Os02g31874.2	no description	not assigned.unknown	35_2

CUST_59763_PI403524517	2	0.017931938	0.6373682	-0.017932892	-0.15848637	-0.16393566	0.034807205	35_17040	"Cluster: Hypothetical protein OSJNBa0053C23.5; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0053C23.5 - Oryza sativa (japonica cu"	UniRef90_Q8LN31	"CHR4V7|COORD:13083686..13084998| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G25680.1); similar to Protein of unknown function DUF862,"	AT4G25660.1	CHR10V5|COORD:20438807..20447673|protein expressed protein	LOC_Os10g38970.1	" no descriptionmoderately similar to ( 333)AT4G25660| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G25680.1); similar to Protein of unknown function DUF862, eukaryotic [Medicago truncatula] (GB:ABE85315.1); similar to Os10g0533900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001065158.1); contains InterPro domain Protein of unknown function DUF862, eukaryotic; (InterPro:IPR008580) | chr4:13083686-13084998 FORWARDnot assigned DUF862 "	not assigned.unknown	35_2

CUST_170650_PI403524517	2	0.037531376	0.38491535	0.004445076	-0.004445076	-0.39616394	-0.32100058	35_47531	"Cluster: Hypothetical protein P0644B06.25; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0644B06.25 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5VS72	CHR4V7|COORD:9336837..9340714| protein arginine N-methyltransferase-related	AT4G16570.1	CHR06V5|COORD:374706..381683|protein protein arginine N-methyltransferase 7, putative, expressed	LOC_Os06g01640.1	no descriptionweakly similar to ( 171)AT4G16570| Symbols:  | protein arginine N-methyltransferase-related | chr4:9336837-9340714 FORWARDnot assigned	misc.O- methyl transferases	26_6

CUST_120267_PI403524517	2	-0.16449451	0.17922783	0.05241394	0.117705345	-0.10066891	-0.052414894	35_34004	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_7753_PI403524517	2	-0.25317478	0.07197952	0.09961033	-0.022263527	0.02226448	-0.07995415	35_2157	"Cluster: Putative VHS1 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative VHS1 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5NB64	CHR3V7|COORD:5513707..5516546| binding	AT3G16270.1	CHR01V5|COORD:7330493..7336046|protein expressed protein	LOC_Os01g13160.1	no descriptionhighly similar to ( 573)AT3G16270| Symbols:  | binding | chr3:5513707-5516546 FORWARDENTH_epsin_related VHS_ENTH_ANTH VHS	not assigned.unknown	35_2

CUST_28772_PI399408534	2	0.17333508	0.7783289	0.016747475	-0.14000797	-0.016747475	-0.093400955	35_1184	"Cluster: Os06g0724400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0724400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D9E7	CHR5V7|COORD:9617551..9618372| zinc finger (DNL type) family protein	AT5G27280.1	CHR06V5|COORD:30775627..30773116|protein DNL zinc finger family protein, expressed	LOC_Os06g50870.1	no descriptionvery weakly similar to (85.1)AT5G27280| Symbols:  | zinc finger (DNL type) family protein | chr5:9617551-9618372 FORWARDnot assigned not assigned not assigned PRK07764	RNA.regulation of transcription.unclassified	27_3_99

CUST_134008_PI403524517	2	0.057745934	-0.15545559	-0.05774498	0.07084274	-0.14217186	0.16659355	35_37609	"Cluster: Hypothetical protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53M12	CHR1V7|COORD:4948957..4952745| DNA polymerase-related	AT1G14460.1	CHR11V5|COORD:7757858..7748786|protein nucleoside-triphosphatase/ nucleotide binding protein, putative, expressed	LOC_Os11g13990.1	no description	not assigned.unknown	35_2

CUST_31709_PI403524517	2	0.47705507	0.12834883	-0.5336013	-0.12834883	-0.61279345	0.4876933	35_9149	"Cluster: Cytochrome P450 family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Cytochrome P450 family protein, expressed - Oryza sativa (j"	UniRef90_Q2QN17	CHR1V7|COORD:24828500..24830165| cytochrome P450, putative	AT1G66540.1	CHR12V5|COORD:24148760..24146844|protein cytochrome P450 81E1, putative, expressed	LOC_Os12g39300.1	 no descriptionweakly similar to ( 161)AT1G66540| Symbols:  | cytochrome P450, putative | chr1:24828500-24830165 FORWARDweakly similar to ( 105)C93A2_SOYBNCytochrome P450 93A2 - Glycine max (Soybean)not assigned not assigned not assigned not assigned not assigned p450 CypX 	misc.cytochrome P450	26_10

CUST_58753_PI403524517	2	0.059103012	0.61674595	-0.16734791	-0.19501495	-0.0033807755	0.0033817291	35_16760	Rep: COI1 - Oryza sativa (japonica cultivar-group)	UniRef90_Q6Y9P5	"CHR2V7|COORD:16679926..16682564| COI1 (CORONATINE INSENSITIVE 1); ubiquitin-protein ligase"	AT2G39940.1	CHR01V5|COORD:37073656..37077825|protein coronatine-insensitive protein 1, putative, expressed	LOC_Os01g63420.1	"no descriptionhighly similar to ( 679)AT2G39940| Symbols: COI1 | COI1 (CORONATINE INSENSITIVE 1); ubiquitin-protein ligase | chr2:16679926-16682564 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07003 PRK12323"	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_19196_PI404877155	2	0.006764412	0.27833557	-0.006764412	0.13344383	-0.018754005	-0.017086029	rbaal11b02_x_at	OSJNBa0053K19.11 [Oryza sativa (japonica cultivar-group)]	CAE03503.2	aminomethyltransferase, putative	At1g11860.1	protein glycine cleavage system T protein	Os04g53230	aminomethyltransferase	amino acid metabolism.degradation.serine-glycine-cysteine group.glycine	13_2_5_2

CUST_57273_PI403524517	2	0.095995426	0.13172388	-0.09599495	-0.18098783	-0.25762653	0.19240952	35_16335	"Cluster: Haloacid dehalogenase/epoxide hydrolase; n=1; Medicago truncatula|Rep: Haloacid dehalogenase/epoxide hydrolase - Medicago truncatula (Barrel medic)"	UniRef90_Q1T1G8	CHR2V7|COORD:17207940..17209629| haloacid dehalogenase-like hydrolase family protein	AT2G41250.1	CHR07V5|COORD:27785226..27781970|protein rhythmically expressed gene 2 protein, putative, expressed	LOC_Os07g46520.1	no descriptionweakly similar to ( 117)AT2G41250| Symbols:  | haloacid dehalogenase-like hydrolase family protein | chr2:17207940-17209629 REVERSEnot assigned COG1011	not assigned.no ontology	35_1

CUST_81491_PI403524517	2	0.20408154	0.0989604	0.104055405	-0.20570898	-0.5278425	-0.0989604	35_23379	"Cluster: Putative metallo beta subunit lactamase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative metallo beta subunit lactamase - Oryza sativa (japon"	UniRef90_Q6ER78	"CHR5V7|COORD:25417741..25423033| EMB2746 (EMBRYO DEFECTIVE 2746); catalytic"	AT5G63420.1	CHR02V5|COORD:20000085..20007983|protein expressed protein	LOC_Os02g33610.2	"no descriptionmoderately similar to ( 311)AT5G63420| Symbols: EMB2746 | EMB2746 (EMBRYO DEFECTIVE 2746); catalytic | chr5:25417741-25423033 FORWARDnot assigned not assigned COG0595 YSH1 Lactamase_B COG1782"	not assigned.no ontology	35_1

CUST_26445_PI403524517	2	-0.031435013	-0.21130371	0.02527237	0.041510582	9.098053E-4	-9.098053E-4	35_7661	"Cluster: Glycosyl transferase family 1 protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Glycosyl transferase family 1 protein-like - Oryza sativa"	UniRef90_Q69TB4	CHR3V7|COORD:3321727..3323190| glycosyl transferase family 1 protein	AT3G10630.1	CHR09V5|COORD:7178963..7180868|protein glycosyl transferase, group 1, putative, expressed	LOC_Os09g12530.1	no descriptionmoderately similar to ( 460)AT3G10630| Symbols:  | glycosyl transferase family 1 protein | chr3:3321727-3323190 REVERSEnot assigned RfaG Glycos_transf_1	not assigned.no ontology	35_1

CUST_75946_PI403524517	2	-0.15185928	0.29848003	0.27125454	0.034612656	-0.034611702	-0.049155235	35_21771	Rep: AHM2 - Triticum aestivum (Wheat)	UniRef90_Q9SLR5	"CHR3V7|COORD:10797953..10804474| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G76780.1); contains InterPro domain Protein of unknown function"	AT3G28770.1	CHR04V5|COORD:10971131..10959677|protein methyl-CpG binding domain containing protein, expressed	LOC_Os04g19684.2	no description	not assigned.unknown	35_2

CUST_7850_PI403524517	2	-0.35634804	0.09859657	0.0011329651	-0.0011329651	-0.2617588	0.029689789	35_2186	Rep: H0815C01.7 protein - Oryza sativa (Rice)	UniRef90_Q01J89	CHR1V7|COORD:7874225..7875485| protein phosphatase 2C, putative / PP2C, putative	AT1G22280.1	CHR04V5|COORD:22321964..22315288|protein protein phosphatase 2C isoform epsilon, putative, expressed	LOC_Os04g37904.1	 no descriptionmoderately similar to ( 368)AT1G22280| Symbols:  | protein phosphatase 2C, putative / PP2C, putative | chr1:7874225-7875485 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned PP2Cc PP2Cc PP2C PTC1 	protein.postranslational modification	29_4

CUST_1408_PI403524517	2	-1.1386776	-0.05924511	1.1879654	0.79838943	0.05924511	-0.67109203	35_372	"Cluster: Heat shock cognate 70 kDa protein 2; n=34; Magnoliophyta|Rep: Heat shock cognate 70 kDa protein 2 - Solanum lycopersicum (Tomato) (Lycopersicon esculen"	UniRef90_P27322	"CHR3V7|COORD:3991494..3993696| HSP70 (heat shock protein 70); ATP binding"	AT3G12580.1	CHR03V5|COORD:9349210..9352126|protein heat shock cognate 70 kDa protein 2, putative, expressed	LOC_Os03g16860.1	" no descriptionnearly identical (1137)AT5G02500| Symbols: HSP70-1, AT-HSC70-1, HSC70, HSC70-1 | HSC70-1 (heat shock cognate 70 kDa protein 1); ATP binding | chr5:554053-556332 REVERSEnearly identical (1133)HSP7C_PETHYHeat shock cognate 70 kDa protein - Petunia hybrida (Petunia)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned HSP70 dnaK DnaK dnaK hscA hscA PRK11678 Herpes_BLLF1 AF-4 PRK07003 Atrophin-1 MreB_Mbl PRK12323 APC_basic PRK07764 Tymo_45kd_70kd EutJ HPC2 KAR9 "	stress.abiotic.heat	20_2_1

CUST_89688_PI403524517	2	-0.13065481	0.41686058	0.17621899	-0.11024666	-0.09029007	0.09029102	35_25661	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_82400_PI403524517	2	-0.47390842	0.016013145	-0.09440899	0.36653423	0.24529839	-0.016013145	35_23631	"Cluster: Hypothetical protein OSJNBa0082M15.6; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0082M15.6 - Oryza sativa (japonica cu"	UniRef90_Q94LU1	"CHR5V7|COORD:21299043..21299771| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G23920.1); similar to Os10g0548100 [Oryza sativa (japonica"	AT5G52420.1	CHR10V5|COORD:21115801..21114571|protein expressed protein	LOC_Os10g40040.1	"no descriptionvery weakly similar to (70.1)AT5G52420| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G23920.1); similar to Os10g0548100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001065301.1); similar to unknown [Xerophyta humilis] (GB:AAT45003.1) | chr5:21299043-21299771 FORWARD"	not assigned.unknown	35_2

CUST_7812_PI404877155	2	-0.15847969	0.3220682	0.2000103	-0.1013031	0.1013031	-0.19520283	Contig23011_at	WRKY family transcription factor [Arabidopsis thaliana] sp|Q9SR07|WR39_ARATH Probable WRKY transcription factor 39 (WRKY DNA-binding protein	NP_566236.1	WRKY family transcription factor	At3g04670.1	protein WRKY transcription factor 1	Os12g40570	NONE	RNA.regulation of transcription.WRKY domain transcription factor family	27_3_32

CUST_14317_PI399408534	2	0.070261	-0.2742586	0.033706665	0.06849289	-0.22307682	-0.033706665	35_4305	"Cluster: BolA-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: BolA-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q67VQ4	CHR5V7|COORD:5788476..5789673| BolA-like family protein	AT5G17560.1	CHR06V5|COORD:16508330..16511901|protein transcription regulator, putative, expressed	LOC_Os06g28970.1	no descriptionweakly similar to ( 124)AT5G17560| Symbols:  | BolA-like family protein | chr5:5788476-5789673 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned BolA BolA Drf_FH1 Atrophin-1 Extensin_2 PRK07764 PRK12323 PRK11628 COG5007	RNA.regulation of transcription	27_3

CUST_22953_PI399408534	2	0.09627628	0.43537998	0.07219219	-0.1311636	-0.19971943	-0.07219219	35_20232	"Cluster: Hypothetical protein; n=1; Anaeromyxobacter sp. Fw109-5|Rep: Hypothetical protein - Anaeromyxobacter sp. Fw109-5"	UniRef90_A1HY15	"CHR3|COORD:20125708..20129617| similar to ovule development protein, putative [Arabidopsis thaliana] (TAIR:At1g16060.1); similar to AP2 DNA-binding domain"	AT3G54320.3	CHR12V5|COORD:1273766..1268565|protein AP2/EREBP transcriptional factor WRI1, putative, expressed	LOC_Os12g03290.1	"no descriptionvery weakly similar to (55.1)AT1G51190| Symbols: PLT2 | PLT2 (PLETHORA 2); transcription factor | chr1:18981185-18983973 FORWARDvery weakly similar to (50.4)BBM2_BRANAProtein BABY BOOM 2 - Brassica napus (Rape)not assigned not assigned not assigned not assigned not assigned"	RNA.regulation of transcription.AP2/EREBP, APETALA2/Ethylene-responsive element binding protein family	27_3_3

CUST_5582_PI403524517	2	0.10629654	-0.13503456	-0.0765152	0.03265381	-0.0049848557	0.0049858093	35_1545	"Cluster: Senescence-associated protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Senescence-associated protein-like - Oryza sativa (japonica cultiv"	UniRef90_Q6YS19	"CHR1|COORD:11689088..11691445| similar to expressed protein [Arabidopsis thaliana] (TAIR:At2g20230.1); similar to senescence-associated protein-like [Oryza"	AT1G32400.3	CHR08V5|COORD:11056156..11049045|protein tetraspanin family protein, expressed	LOC_Os08g18044.1	no descriptionweakly similar to ( 136)AT1G32400| Symbols: TOM2A | TOM2A (TOBAMOVIRUS MULTIPLICATION 2A) | chr1:11689373-11690853 REVERSEnot assigned Tetraspannin	not assigned.unknown	35_2

CUST_40991_PI403524517	2	0.05952692	-0.77854013	0.09993172	-0.037593365	0.021565914	-0.021565914	35_11785	"Cluster: Putative CfxY protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative CfxY protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ZDS0	CHR4V7|COORD:18536672..18538423| haloacid dehalogenase-like hydrolase family protein	AT4G39970.1	CHR08V5|COORD:23894330..23890701|protein HAD-superfamily hydrolase subfamily IA, variant 3, putative, expressed	LOC_Os08g37940.2	no descriptionweakly similar to ( 194)AT4G39970| Symbols:  | haloacid dehalogenase-like hydrolase family protein | chr4:18536672-18538423 REVERSEnot assigned COG0637 Hydrolase PRK10826 PRK10725	not assigned.no ontology	35_1

CUST_99457_PI403524517	2	0.15797424	0.24036121	0.15478611	-0.21708155	-0.2002449	-0.15478563	35_28391	"Cluster: Putative acyl-CoA oxidase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative acyl-CoA oxidase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8H631	"CHR2V7|COORD:15007041..15009971| ACX5 (ACYL-COA OXIDASE 5); acyl-CoA oxidase"	AT2G35690.1	CHR06V5|COORD:226793..231808|protein acyl-coenzyme A oxidase 1.2, peroxisomal, putative, expressed	LOC_Os06g01390.1	" no descriptionweakly similar to ( 177)AT2G35690| Symbols: ACX5 | ACX5 (ACYL-COA OXIDASE 5); acyl-CoA oxidase | chr2:15007041-15009971 FORWARDvery weakly similar to (75.9)ACOX2_CUCMAAcyl-coenzyme A oxidase, peroxisomal precursor - Cucurbita maxima (Pumpkin) (Winter squash)not assigned not assigned AXO ACAD "	lipid metabolism.lipid degradation.beta-oxidation.acyl CoA DH	11_9_4_2

CUST_51324_PI403524517	2	-0.010871887	0.0108709335	0.08937168	-0.08263874	0.110012054	-0.037423134	35_14629	"Cluster: Alcohol dehydrogenase class 3 (EC 1.1.1.1) (Alcohol dehydrogenase class III) (S-(hydroxymethyl)glutathione dehydrogenase); n=3;"	UniRef90_P93629	"CHR5V7|COORD:17701492..17703606| ADH2 (ALCOHOL DEHYDROGENASE 2); formaldehyde dehydrogenase (glutathione)"	AT5G43940.1	CHR02V5|COORD:34924414..34928315|protein alcohol dehydrogenase class 3, putative, expressed	LOC_Os02g57040.1	"no descriptionhighly similar to ( 688)AT5G43940| Symbols: ADH2 | ADH2 (ALCOHOL DEHYDROGENASE 2); formaldehyde dehydrogenase (glutathione) | chr5:17701492-17703606 FORWARDhighly similar to ( 723)ADHX_ORYSAnot assigned not assigned not assigned not assigned not assigned AdhC AdhP Tdh tdh Qor ADH_N ADH_zinc_N PRK09422 PRK10083 PRK10309 PRK09880 COG2130 PRK10754"	fermentation.ADH	5_3

CUST_65886_PI403524517	2	0.09308338	-0.58181953	-0.17753696	-0.02977562	0.029776573	0.15306377	35_18820	"Cluster: Hypothetical protein B1026C12.9; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1026C12.9 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q69LA4	CHR2V7|COORD:16683836..16687282| similar to Os07g0100500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001058671.1)	AT2G39950.1	CHR07V5|COORD:34417..40598|protein expressed protein	LOC_Os07g01060.3	no descriptionvery weakly similar to (89.4)AT2G39950| Symbols:  | similar to Os07g0100500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001058671.1) | chr2:16683836-16687039 REVERSEAtrophin-1	not assigned.unknown	35_2

CUST_37455_PI403524517	2	-0.69554996	-0.20548058	0.64401436	0.08798218	0.07291889	-0.072919846	35_10787	"Cluster: Os03g0431200 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os03g0431200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DQZ8	0	0	CHR03V5|COORD:18048818..18042362|protein N-acetyltransferase/ amino-acid N-acetyltransferase, putative, expressed	LOC_Os03g31690.1	no description	not assigned.unknown	35_2

CUST_32007_PI403524517	2	0.32852173	-0.035651207	0.27251673	0.035651684	-0.2511196	-0.064285755	35_9231	"Cluster: Putative phospholipid-transporting ATPase 3; n=1; Arabidopsis thaliana|Rep: Putative phospholipid-transporting ATPase 3 - Arabidopsis thaliana"	UniRef90_Q9XIE6	CHR1V7|COORD:22015264..22023688| haloacid dehalogenase-like hydrolase family protein	AT1G59820.1	CHR06V5|COORD:16798778..16792636|protein phospholipid-transporting ATPase 12, putative, expressed	LOC_Os06g29380.1	no descriptionhighly similar to ( 534)AT1G59820| Symbols:  | haloacid dehalogenase-like hydrolase family protein | chr1:22015264-22023688 FORWARDvery weakly similar to (75.5)ACA4_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned MgtA PRK10517	not assigned.no ontology	35_1

CUST_115190_PI403524517	2	0.33139324	0.09857941	-0.08489418	-0.040190697	0.040189743	-0.0655117	35_32677	"Cluster: OSJNBa0064M23.3 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0064M23.3 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7X711		0	CHR04V5|COORD:29028275..29030532|protein protein binding protein, putative, expressed	LOC_Os04g49060.1	no description	not assigned.unknown	35_2

CUST_1100_PI403524517	2	-0.06626701	-1.0156527	0.33758545	0.06626701	1.5444145	-0.53402233	35_290	Rep: Actin-2 - Echinococcus granulosus	UniRef90_Q03341	CHR5V7|COORD:23967335..23968812| ACT4 (ACTIN 4)	AT5G59370.1	CHR05V5|COORD:21421062..21417384|protein actin-1, putative, expressed	LOC_Os05g36290.2	no descriptionmoderately similar to ( 349)AT5G59370| Symbols: ACT4 | ACT4 (ACTIN 4) | chr5:23967335-23968812 FORWARDmoderately similar to ( 356)ACT7_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned Actin ACTIN ACTIN COG5277	cell.organisation	31_1

CUST_85713_PI403524517	2	0.06432915	0.2917719	-0.36357498	-0.103533745	0.15371704	-0.06432915	35_24549	Rep: Putative RING-H2 finger protein - Oryza sativa (Rice)	UniRef90_Q94HJ7	CHR3V7|COORD:17189822..17191009| zinc finger (C3HC4-type RING finger) family protein	AT3G46620.1	CHR05V5|COORD:515888..517710|protein zinc finger, RING-type, putative, expressed	LOC_Os05g01940.1	no descriptionweakly similar to ( 199)AT3G46620| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr3:17189822-17191009 REVERSEvery weakly similar to (50.4)EL5_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07003 PRK07764 COG5540 RING Atrophin-1 TT_ORF1 APC_basic DUF1117 RING	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_125591_PI403524517	2	-0.22156239	0.3894987	0.12511969	-0.018488884	0.018488407	-0.09385586	35_35369	"Cluster: Os01g0530500 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0530500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JM75		0	CHR01V5|COORD:19427004..19422364|protein retrotransposon protein, putative, Ty1-copia subclass, expressed	LOC_Os01g34630.1	no description	not assigned.unknown	35_2

CUST_170005_PI403524517	2	0.03071642	0.22439146	0.28417873	-0.17053461	-0.03071642	-0.24422407	35_47352	"Cluster: Os02g0250300 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0250300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E2D1	CHR3V7|COORD:7803611..7808053| Encodes a Protease inhibitor/seed storage/LTP family protein	AT3G22142.1	CHR02V5|COORD:8490617..8498387|protein DNA binding protein, putative, expressed	LOC_Os02g15220.4	no descriptionnot assigned not assigned not assigned PRK12323 PRK05648 PRK10819 PRK09752 DUF1421 PRK07764 Trypan_PARP	not assigned.unknown	35_2

CUST_9849_PI399408534	2	-0.4289055	0.012145042	-0.012144089	0.3521223	0.16091347	-0.32630157	35_1851	"Cluster: Putative myb protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative myb protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K1S6	"CHR3V7|COORD:8309499..8310631| AtMYB15/AtY19/MYB15 (myb domain protein 15); DNA binding / transcription factor"	AT3G23250.1	CHR02V5|COORD:24874063..24872907|protein myb-related protein Myb4, putative, expressed	LOC_Os02g41510.1	" no descriptionmoderately similar to ( 218)AT3G23250| Symbols: MYB15, AtY19, AtMYB15 | AtMYB15/AtY19/MYB15 (myb domain protein 15); DNA binding | chr3:8309749-8310631 FORWARDmoderately similar to ( 260)MYB4_ORYSAnot assigned not assigned not assigned REB1 Myb_DNA-binding SANT SANT "	RNA.regulation of transcription.MYB domain transcription factor family	27_3_25

CUST_6214_PI403524517	2	-0.1544261	-0.55863667	-0.07027006	0.3948393	0.1323781	0.07027054	35_1722	"Cluster: DSBA-like thioredoxin domain containing protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: DSBA-like thioredoxin domain containing pr"	UniRef90_Q10H75	CHR5V7|COORD:15590975..15592175| DSBA oxidoreductase family protein	AT5G38900.1	CHR03V5|COORD:22305019..22295982|protein disease resistance RPP13-like protein 1, putative, expressed	LOC_Os03g40194.1	no descriptionmoderately similar to ( 273)AT5G38900| Symbols:  | DSBA oxidoreductase family protein | chr5:15590975-15592175 REVERSEDsbA_FrnE FrnE DSBA DsbA_HCCA_Iso	not assigned.no ontology	35_1

CUST_5390_PI399408534	2	0.37756062	0.4484372	-0.06910467	-0.11169243	-0.24456167	0.06910515	35_38195	"Cluster: BZIP protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: BZIP protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ER85	CHR5V7|COORD:1406006..1407649| bZIP protein	AT5G04840.1	CHR02V5|COORD:19962055..19956729|protein expressed protein	LOC_Os02g33560.1	no descriptionvery weakly similar to (96.3)AT5G04840| Symbols:  | bZIP protein | chr5:1406006-1407649 FORWARDvery weakly similar to (53.9)RF2A_ORYSA	RNA.regulation of transcription.bZIP transcription factor family	27_3_35

CUST_35519_PI403524517	2	-0.76160765	0.09992027	-0.027282715	0.027282238	-0.34463882	1.1508536	35_10242	Rep: Cellulose synthase catalytic subunit 12 - Zea mays (Maize)	UniRef90_Q67BC7	"CHR5V7|COORD:5736861..5741409| IRX3 (IRREGULAR XYLEM 3, MURUS 10); cellulose synthase"	AT5G17420.1	CHR09V5|COORD:15280267..15284909|protein CESA9 - cellulose synthase, expressed	LOC_Os09g25490.1	" no descriptionmoderately similar to ( 253)AT5G17420| Symbols: CESA7, ATCESA7, MUR10, IRX3 | IRX3 (IRREGULAR XYLEM 3, MURUS 10); cellulose synthase | chr5:5736861-5741409 REVERSEnot assigned Cellulose_synt "	cell wall.cellulose synthesis.cellulose synthase	10_2_1

CUST_32662_PI399408534	2	0.023674011	0.6738272	-0.03466606	-0.066277504	0.09559727	-0.023674011	35_17112	Rep: SNF1-related protein kinase - Zea mays (Maize)	UniRef90_Q6RXY1	"CHR3V7|COORD:31444..34150| AKIN10 (Arabidopsis SNF1 kinase homolog 10, SNF1-RELATED PROTEIN KINASE 1.1); protein kinase"	AT3G01090.2	CHR08V5|COORD:23809394..23814568|protein carbon catabolite derepressing protein kinase, putative, expressed	LOC_Os08g37800.1	" no descriptionmoderately similar to ( 269)AT3G01090| Symbols: SnRK1.1, AKIN10 | AKIN10 (Arabidopsis SNF1 kinase homolog 10, SNF1-RELATED PROTEIN KINASE 1.1); protein kinase | chr3:31444-34150 REVERSEmoderately similar to ( 368)RKIN1_SECCECarbon catabolite-derepressing protein kinase - Secale cereale (Rye)KA1 "	signalling.in sugar and nutrient physiology	30_1

CUST_101514_PI403524517	2	0.46927357	-0.0053224564	0.0053219795	-0.10615826	-0.6676755	0.22002316	35_28969	Rep: CsAtPR5 - Aegilops tauschii (Tausch's goatgrass) (Aegilops squarrosa)	UniRef90_Q8LK50		0	CHR08V5|COORD:2283046..2287271|protein csAtPR5, putative	LOC_Os08g04590.1	no description	not assigned.unknown	35_2

CUST_46084_PI403524517	2	0.08046341	-0.20138359	-0.06672859	0.009987831	-0.009986877	0.013477325	35_13199	"Cluster: Os05g0567400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0567400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DFV9	0	0	CHR05V5|COORD:28161759..28166307|protein adoMet-dependent rRNA methyltransferase spb1, putative, expressed	LOC_Os05g49230.1	no description	not assigned.unknown	35_2

CUST_4317_PI404877155	2	-0.29672766	-0.2199378	0.55773544	0.2199378	0.6376195	-0.39948082	Contig15230_at	initiator-binding protein - maize	S46309	telomere-binding protein, putative	At1g07540.1	protein initiator-binding protein	Os03g16700	NONE	RNA.regulation of transcription.MYB domain transcription factor family	27_3_25

CUST_26796_PI403524517	2	-0.016293526	0.20279312	0.21421146	0.016293526	-0.017735481	-0.18995285	35_7764	"Cluster: Os06g0699200 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os06g0699200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D9U0	"CHR5V7|COORD:23167152..23168596| ATPAP28/PAP28 (purple acid phosphatase 28); acid phosphatase/ protein serine/threonine phosphatase"	AT5G57140.1	CHR06V5|COORD:29384809..29382239|protein phosphatase DCR2, putative, expressed	LOC_Os06g48570.1	" no descriptionmoderately similar to ( 246)AT5G57140| Symbols: ATPAP28, PAP28 | ATPAP28/PAP28 (purple acid phosphatase 28); acid phosphatase/ protein serine/threonine phosphatase | chr5:23167152-23168596 FORWARDnot assigned Metallophos "	misc.acid and other phosphatases	26_13

CUST_59129_PI403524517	2	0.19701767	0.39105606	-0.11981106	-0.14850807	-0.35824203	0.119810104	35_16863	"Cluster: Putative 6-phosphogluconolactonase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative 6-phosphogluconolactonase - Oryza sativa (japonica"	UniRef90_Q6Z4H0	CHR1V7|COORD:4694472..4695597| glucosamine/galactosamine-6-phosphate isomerase family protein	AT1G13700.1	CHR07V5|COORD:24735233..24740600|protein 6-phosphogluconolactonase, putative, expressed	LOC_Os07g41280.3	no descriptionmoderately similar to ( 333)AT1G13700| Symbols:  | glucosamine/galactosamine-6-phosphate isomerase family protein | chr1:4694472-4695597 REVERSEnot assigned 6PGL NagB GlcN6P_deaminase nagB PRK02122 SugarP_isomerase	OPP.oxidative PP.6-phosphogluconolactonase	7_1_2

CUST_10367_PI404877155	2	-0.026040077	0.30002594	0.052289963	-0.087340355	0.026039124	-0.08703804	Contig4108_x_at	unknown protein [Oryza sativa (japonica cultivar-group)] dbj|BAD15815.1| unknown protein [Oryza sativa (japonica cultivar-group)] dbj|BAD155	XP_466277.1	expressed protein	At1g14450.1	protein expressed protein	Os02g35610	gi|18394120|ref|NP_563952.1| expressed protein	mitochondrial electron transport / ATP synthesis.cytochrome c oxidase	9_7

CUST_74418_PI403524517	2	-0.11844635	-0.4287424	0.092806816	0.013544083	-0.013544083	0.040138245	35_21341	"Cluster: Putative geranyl diphosphat synthase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative geranyl diphosphat synthase - Oryza sativa (japonica"	UniRef90_Q653T6	"CHR2V7|COORD:14585768..14588711| GPPS (GERANYLPYROPHOSPHATE SYNTHASE); dimethylallyltranstransferase"	AT2G34630.2	CHR06V5|COORD:28195207..28189959|protein decaprenyl-diphosphate synthase subunit 1, putative, expressed	LOC_Os06g46450.1	" no descriptionhighly similar to ( 502)AT2G34630| Symbols: GPPS, GPS1 | GPPS (GERANYLPYROPHOSPHATE SYNTHASE); dimethylallyltranstransferase | chr2:14585768-14588711 FORWARDvery weakly similar to (94.0)GGPPS_HEVBRGeranylgeranyl pyrophosphate synthetase, chloroplast precursor - Hevea brasiliensis (Para rubber tree)not assigned not assigned IspA Trans_IPPS_HT Trans_IPPS PRK10888 polyprenyl_synt Isoprenoid_Biosyn_C1 PRK10581 "	secondary metabolism.isoprenoids.non-mevalonate pathway.geranylgeranyl pyrophosphate synthase	16_1_1_10

CUST_179197_PI403524517	2	-0.048311234	0.0125255585	0.2413311	-0.12133694	0.22373104	-0.0125255585	35_49838	"Cluster: Hypothetical protein OSJNBb0041A22.1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0041A22.1 - Oryza sativa (japonica cu"	UniRef90_Q75L19	CHR5V7|COORD:1888381..1889513| EMB2735 (EMBRYO DEFECTIVE 2735)	AT5G06240.1	CHR05V5|COORD:668438..665902|protein expressed protein	LOC_Os05g02190.1	no descriptionweakly similar to ( 111)AT5G06240| Symbols: EMB2735 | EMB2735 (EMBRYO DEFECTIVE 2735) | chr5:1888381-1889513 FORWARD	not assigned.unknown	35_2

CUST_11787_PI404877155	2	-0.06703663	-0.22205162	0.09284973	0.06703663	-0.09353542	0.1393919	Contig5489_at	putative malate dehydrogenase [Oryza sativa (japonica cultivar-group)]	BAC83246.1	malate oxidoreductase, putative	At2g13560.1	protein Malic enzyme, NAD binding domain, putative	Os07g31380	NONE	TCA / org. transformation.other organic acid transformations.malic	8_2_10

CUST_12451_PI404877155	2	-0.09214401	-0.42562103	0.09866905	0.005997658	0.1561203	-0.005997658	Contig6178_at	putative Transcription initiation factor IIE, beta subunit [Oryza sativa (japonica cultivar-group)] gb|AAP53614.1| putative Transcription in	NP_921327.1	transcription initiation factor-related	At4g20330.1	protein expressed protein	Os10g25770	Putative Transcription initiation factor IIE, beta subunit	RNA.processing	27_1

CUST_27758_PI399408534	2	0.008177757	0.014413834	-0.11086655	-0.0066452026	-0.09867668	0.0066452026	35_6012	"Cluster: Os07g0679500 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0679500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D3L8	CHR2V7|COORD:16961882..16963950| bZIP transcription factor family protein	AT2G40620.1	CHR07V5|COORD:28782244..28778192|protein transcription factor RF2b, putative, expressed	LOC_Os07g48180.1	no descriptionweakly similar to ( 185)AT2G40620| Symbols:  | bZIP transcription factor family protein | chr2:16961882-16963950 REVERSEmoderately similar to ( 266)RF2B_ORYSABRLZ	RNA.regulation of transcription.bZIP transcription factor family	27_3_35

CUST_13906_PI403524517	2	0.020731926	0.18464851	-0.020730972	-0.14016819	-0.07605839	0.024482727	35_3987	"Cluster: Os08g0555800 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os08g0555800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J3T0	"CHR5V7|COORD:23461203..23463665| similar to unnamed protein product; gene_id:MTI20.12 unknown protein [Medicago truncatula] (GB:ABE78807.1)"	AT5G57880.1	CHR08V5|COORD:27678174..27681514|protein expressed protein	LOC_Os08g44180.1	"no descriptionmoderately similar to ( 221)AT5G57880| Symbols:  | similar to unnamed protein product; gene_id:MTI20.12 unknown protein [Medicago truncatula] (GB:ABE78807.1) | chr5:23461203-23463665 FORWARDnot assigned"	not assigned.unknown	35_2

CUST_596_PI399408534	2	-0.16513443	-0.0426836	0.0426836	0.1222105	0.07992458	-0.06439018	35_18796	"Cluster: Putative UBX domain containing 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative UBX domain containing 1 - Oryza sativa (japonica cultivar-g"	UniRef90_Q69MX1	"CHR2V7|COORD:284850..286393| PUX2 (PLANT UBX DOMAIN-CONTAINING PROTEIN 2); nucleic acid binding / zinc ion binding"	AT2G01650.1	CHR09V5|COORD:14086561..14082858|protein UBX domain containing protein, expressed	LOC_Os09g23690.1	"no descriptionmoderately similar to ( 277)AT2G01650| Symbols: PUX2 | PUX2 (PLANT UBX DOMAIN-CONTAINING PROTEIN 2); nucleic acid binding / zinc ion binding | chr2:284850-286393 REVERSEnot assigned PUB"	RNA.regulation of transcription.unclassified	27_3_99

CUST_2245_PI403524517	2	-0.3025627	-0.019721031	0.40761757	0.028213501	0.019721985	-0.18265724	35_607	"Cluster: Hydrolase, alpha/beta fold family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hydrolase, alpha/beta fold family protein, expre"	UniRef90_Q10SN5	CHR2V7|COORD:15215946..15217847| hydrolase, alpha/beta fold family protein	AT2G36290.1	CHR03V5|COORD:901029..906535|protein catalytic/ hydrolase, putative, expressed	LOC_Os03g02514.2	 no descriptionweakly similar to ( 196)AT2G36290| Symbols:  | hydrolase, alpha/beta fold family protein | chr2:15215946-15217847 REVERSEMhpC 	not assigned.no ontology	35_1

CUST_59261_PI403524517	2	-0.30031776	1.7372227	-0.014699936	0.5226793	-0.4431467	0.01470089	35_16899	Rep: Cysteine proteinase inhibitor - Hordeum vulgare (Barley)	UniRef90_Q9LEI7	CHR3V7|COORD:3960530..3961883| cysteine protease inhibitor, putative / cystatin, putative	AT3G12490.2	CHR05V5|COORD:24198648..24196394|protein cysteine proteinase inhibitor 2, putative, expressed	LOC_Os05g41460.2	 no descriptionvery weakly similar to (90.1)AT3G12490| Symbols:  | cysteine protease inhibitor, putative / cystatin, putative | chr3:3960530-3961784 REVERSEvery weakly similar to (99.4)CYT2_ORYSACY CY 	protein.degradation.cysteine protease	29_5_3

CUST_178822_PI403524517	2	0.060770035	0.14113998	0.1613841	-0.09304905	-0.060770035	-0.41392326	35_49738	"Cluster: Putative gag-pol polyprotein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative gag-pol polyprotein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q9FW76		0	CHR02V5|COORD:16413322..16417992|protein retrotransposon protein, putative, unclassified	LOC_Os02g27720.1	no descriptionvery weakly similar to (91.3)RRPO_OENBERNA-directed DNA polymerase homolog - Oenothera bertiana (Bertero's evening primrose)RT_LTR RT_ZFREV_like	RNA.transcription	27_2

CUST_102353_PI403524517	2	0.42220545	0.79129314	0.14330816	-0.14330816	-0.47406912	-0.3234501	35_29200	"Cluster: Tetratricopeptide repeat(TPR)-containing protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Tetratricopeptide repeat(TPR)-containing protei"	UniRef90_Q7XHN9	CHR4V7|COORD:17609461..17615528| tetratricopeptide repeat (TPR)-containing protein	AT4G37460.1	CHR07V5|COORD:761671..751953|protein TPR Domain containing protein, expressed	LOC_Os07g02300.2	no descriptionmoderately similar to ( 295)AT4G37460| Symbols:  | tetratricopeptide repeat (TPR)-containing protein | chr4:17609461-17615528 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TPR NrfG TadD PilF	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_52845_PI403524517	2	0.03337097	0.10783386	-0.03337097	-0.04742241	0.06045723	-0.08809471	35_15051	Rep: 60S ribosomal protein L13-1 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_P41127	"CHR3V7|COORD:18177956..18179032| ATBBC1 (breast basic conserved 1); structural constituent of ribosome"	AT3G49010.3	CHR06V5|COORD:868825..866370|protein 60S ribosomal protein L13-2, putative, expressed	LOC_Os06g02510.3	 no descriptionmoderately similar to ( 275)AT3G49010| Symbols: BBC1, RSU2 | ATBBC1 (breast basic conserved 1) | chr3:18177956-18179032 REVERSEmoderately similar to ( 277)RL132_BRANA60S ribosomal protein L13-2 - Brassica napus (Rape)not assigned Ribosomal_L13e RPL13 PRK07764 PRK05648 	protein.synthesis.misc ribososomal protein	29_2_2

CUST_135193_PI403524517	2	-0.05701065	0.38680172	8.773804E-4	-8.773804E-4	0.14361	-0.14793587	35_37926	"Cluster: Os01g0116600 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os01g0116600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JR69	CHR5V7|COORD:3360562..3364415| elongation factor 1-alpha, putative / EF-1-alpha, putative	AT5G10630.1	CHR01V5|COORD:931260..926685|protein HBS1-like protein, putative, expressed	LOC_Os01g02720.1	 no descriptionweakly similar to ( 112)AT5G10630| Symbols:  | elongation factor 1-alpha, putative / EF-1-alpha, putative | chr5:3360562-3364415 FORWARDvery weakly similar to (55.5)EF1A_SOYBNElongation factor 1-alpha - Glycine max (Soybean)not assigned not assigned not assigned eRF3_II_like eRF3_II TEF1 PRK12317 	protein.synthesis.elongation	29_2_4

CUST_66445_PI403524517	2	0.053222656	-0.19731903	0.024986267	0.031068802	-0.044024467	-0.024985313	35_18974	"Cluster: Putative Synoviolin 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Synoviolin 1 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5Z880	CHR3V7|COORD:5456519..5458700| zinc finger (C3HC4-type RING finger) family protein	AT3G16090.1	CHR06V5|COORD:11241812..11236430|protein protein binding protein, putative, expressed	LOC_Os06g19680.1	no descriptionweakly similar to ( 158)AT3G16090| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr3:5456519-5458700 FORWARDnot assigned not assigned not assigned HRD1 RING COG5540 RING zf-C3HC4	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_17679_PI404877155	2	0.4540372	-1.0976901	-0.22404051	0.2696972	0.0549407	-0.0549407	HV_CEb0023O04r2_at	carbonate dehydratase homolog T16L1.70 - Arabidopsis thaliana emb|CAA20571.1| carbonate dehydratase-like protein [Arabidopsis thaliana]	T04975	carbonic anhydrase family protein / carbonate dehydratase family protein	At4g33580.1	protein carbonate dehydratase, putative	Os09g28910	NONE	TCA / org. transformation.carbonic anhydrases	8_3

CUST_178118_PI403524517	2	-0.0056705475	0.19660568	0.0039596558	-0.016468048	-0.0039596558	0.03807068	35_49538	"Cluster: Os01g0835600 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0835600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JHY8		0	CHR01V5|COORD:36147709..36144316|protein AT hook motif family protein, expressed	LOC_Os01g61890.1	no description	not assigned.unknown	35_2

CUST_49056_PI403524517	2	0.021888733	-0.16504669	-0.08330917	-0.0076179504	0.0076179504	0.0076179504	35_14003	Rep: Histone H2B.2 - Triticum aestivum (Wheat)	UniRef90_P05621	CHR3V7|COORD:16924599..16925036| histone H2B, putative	AT3G46030.1	CHR01V5|COORD:2845932..2841231|protein core histone H2A/H2B/H3/H4 family protein, expressed	LOC_Os01g05970.1	no descriptionweakly similar to ( 181)AT3G45980| Symbols:  | histone H2B | chr3:16908477-16908929 REVERSEmoderately similar to ( 222)H2B2_WHEATHistone H2B.2 - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned H2B Histone Tymo_45kd_70kd DUF566 PRK12323 PRK07003 TT_ORF1 Atrophin-1 PRK07764 MAP65_ASE1 HPC2 Transformer	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_60315_PI403524517	2	-0.051480293	0.11927605	0.1773014	-0.039513588	-0.114974976	0.039513588	35_17193	"Cluster: RNA polymerase Rpb5, N-terminal domain containing protein, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: RNA polymerase Rpb5, N-terminal"	UniRef90_Q2QXY2	CHR2V7|COORD:17236104..17237520| eukaryotic rpb5 RNA polymerase subunit family protein	AT2G41340.1	CHR12V5|COORD:1919667..1916846|protein DNA-directed RNA polymerase II 23 kDa polypeptide, putative, expressed	LOC_Os12g04510.1	no descriptionweakly similar to ( 170)AT2G41340| Symbols:  | eukaryotic rpb5 RNA polymerase subunit family protein | chr2:17236104-17237520 FORWARDnot assigned RNA_pol_Rpb5_C RPB5 rpoH RNA_pol_Rpb5_N	RNA.transcription	27_2

CUST_15899_PI404877155	2	-0.14485359	-0.15328217	0.3226633	0.051574707	0.30537796	-0.051574707	Contig9740_s_at	putative S-like ribonuclease RNS2 [Oryza sativa (japonica cultivar-group)] dbj|BAB86069.1| putative S-like ribonuclease RNS2 [Oryza sativa (	NP_915163.1	ribonuclease 2 (RNS2)	At2g39780.1	protein RNase NGR2	Os01g67190	putative S-like ribonuclease RNS2	RNA.processing.ribonucleases	27_1_19

CUST_2935_PI404877155	2	-0.011445999	0.2179842	0.011445999	-0.11202049	0.05421734	-0.1247406	Contig13361_at	unknown protein [Oryza sativa (japonica cultivar-group)] dbj|BAC65917.1| unknown protein [Oryza sativa (japonica cultivar-group)]	BAC55691.1	c-myc binding protein, putative / prefoldin, putative	At1g26660.1	protein Prefoldin subunit, putative	Os07g40460	c-myc binding protein, putative / prefoldin, putative, similar to Swiss-Prot:Q99471 prefoldin subunit 5 (C-myc binding protein Mm-1) (Myc modulator 1) (Homo sapiens)	RNA.regulation of transcription.unclassified	27_3_99

CUST_50948_PI403524517	2	0.43714285	1.617415	-0.06131029	-0.12083435	-1.9679813	0.061309814	35_14530	Rep: Dehydrin - Hordeum vulgare (Barley)	UniRef90_P93179	CHR5V7|COORD:26535737..26536379| RAB18 (RESPONSIVE TO ABA 18)	AT5G66400.1	CHR11V5|COORD:14843591..14842298|protein water stress-inducible protein Rab21, putative, expressed	LOC_Os11g26790.1	no descriptionweakly similar to ( 121)DHN1_HORVUDehydrin DHN1 - Hordeum vulgare (Barley)Dehydrin	not assigned.unknown	35_2

CUST_152325_PI403524517	2	0.32829905	0.03262186	-0.072778225	-0.03262186	0.10716534	-0.12494898	35_42576	"Cluster: Hypothetical protein OJ1263H11.5; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1263H11.5 - Oryza sativa (japonica cultivar-g"	UniRef90_Q8H050	"CHR4V7|COORD:97528..99050| MEE50 (maternal effect embryo arrest 50); binding"	AT4G00231.1	CHR03V5|COORD:999803..1003016|protein expressed protein	LOC_Os03g02720.1	"no descriptionvery weakly similar to (94.0)AT4G00231| Symbols: MEE50 | MEE50 (maternal effect embryo arrest 50); binding | chr4:97528-99050 FORWARD"	not assigned.no ontology	35_1

CUST_68714_PI403524517	2	0.043894768	-0.5988302	-0.06248474	0.033647537	-0.024726868	0.024727821	35_19659	"Cluster: Os01g0618900 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os01g0618900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JL70	CHR4V7|COORD:12397227..12400060| glycoside hydrolase family 28 protein / polygalacturonase (pectinase) family protein	AT4G23820.1	CHR01V5|COORD:24956118..24959179|protein polygalacturonase, putative, expressed	LOC_Os01g43160.1	no descriptionhighly similar to ( 504)AT4G23820| Symbols:  | glycoside hydrolase family 28 protein / polygalacturonase (pectinase) family protein | chr4:12397227-12400060 REVERSEvery weakly similar to (92.4)PGLR_ACTCHPolygalacturonase precursor - Actinidia chinensis (Kiwi) (Yangtao)PGU1 Glyco_hydro_28	cell wall.degradation.pectate lyases and polygalacturonases	10_6_3

CUST_167137_PI403524517	2	-0.12835598	0.7061901	0.024383545	-0.14494228	-0.024383545	0.08430576	35_46554	"Cluster: Os09g0504900 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0504900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J0M9	"CHR1V7|COORD:18870751..18873507| similar to Os09g0504900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001063598.1); similar to predicted protein [Aedes"	AT1G50910.1	CHR09V5|COORD:19512264..19508826|protein expressed protein	LOC_Os09g32710.1	no description	not assigned.unknown	35_2

CUST_48381_PI403524517	2	-0.14224577	0.83769035	0.14224625	0.43364906	-0.19896984	-0.26875687	35_13826	Rep: Peroxidase precursor - Triticum aestivum (Wheat)	UniRef90_Q5GMP4	CHR1V7|COORD:26968021..26970219| peroxidase 12 (PER12) (P12) (PRXR6)	AT1G71695.1	CHR04V5|COORD:34970112..34968298|protein peroxidase 12 precursor, putative, expressed	LOC_Os04g59150.1	no descriptionmoderately similar to ( 285)AT1G71695| Symbols:  | peroxidase 12 (PER12) (P12) (PRXR6) | chr1:26968021-26970219 FORWARDmoderately similar to ( 291)PER2_HORVUPeroxidase 2 - Hordeum vulgare (Barley)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned secretory_peroxidase plant_peroxidase peroxidase ascorbate_peroxidase PRK07003 Herpes_BLLF1 PRK12323 Atrophin-1 AF-4 Tymo_45kd_70kd PRK07764 TT_ORF1 APC_basic HPC2 DUF566 KAR9 Herpes_TAF50 PRK12372 PRK12678 PRK05648 IER DUF1752 CTF_NFI Syndecan Pneumo_att_G Metaviral_G PRK08770 rne	misc.peroxidases	26_12

CUST_38859_PI403524517	2	-0.04899788	0.07846308	0.037554264	-0.27933836	0.1359477	-0.03755474	35_11182	"Cluster: Receptor-like protein kinase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Receptor-like protein kinase-like - Oryza sativa (japonica cultivar"	UniRef90_Q5VRG4	CHR1V7|COORD:21005373..21011390| leucine-rich repeat family protein / protein kinase family protein	AT1G56140.1	CHR06V5|COORD:3407661..3417592|protein SHR5-receptor-like kinase, putative, expressed	LOC_Os06g07130.1	no descriptionweakly similar to ( 113)AT1G56140| Symbols:  | leucine-rich repeat family protein / protein kinase family protein | chr1:21005373-21011390 REVERSEvery weakly similar to (66.2)RPK1_IPONIReceptor-like protein kinase precursor - Ipomoea nil (Japanese morning glory) (Pharbitis nil)COG4886	stress.biotic	20_1

CUST_86131_PI403524517	2	-0.027492523	0.39431286	0.10416889	-0.15536022	-0.08540058	0.02749157	35_24668	"Cluster: Putative histidine-rich Ca2+-binding protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative histidine-rich Ca2+-binding protein - Oryza sat"	UniRef90_Q9LGP3	"CHR4V7|COORD:1204545..1205813| similar to DEAD box RNA helicase, putative [Arabidopsis thaliana] (TAIR:AT1G20920.1); similar to Os09g0455400 [Oryza"	AT4G02720.1	CHR01V5|COORD:1167932..1165449|protein sarcoplasmic reticulum histidine-rich calcium-binding protein precursor, putative, expressed	LOC_Os01g03060.3	no description	protein.synthesis.misc ribososomal protein	29_2_2

CUST_149970_PI403524517	2	0.24262333	0.3383832	0.22520971	-0.5877371	-1.7268822	-0.22520971	35_41955	Rep: Hypothetical protein - Cleome spinosa	UniRef90_Q1KUW8	CHR5V7|COORD:3390823..3392948| catalytic/ coenzyme binding	AT5G10730.1	CHR02V5|COORD:21021861..21032995|protein NAD dependent epimerase/dehydratase family protein, expressed	LOC_Os02g35039.1	no descriptionvery weakly similar to (57.0)AT5G10730| Symbols:  | catalytic/ coenzyme binding | chr5:3390823-3392948 REVERSE	not assigned.unknown	35_2

CUST_155266_PI403524517	2	5.464554E-4	-0.013039112	0.229702	-0.5496645	-5.464554E-4	0.8995352	35_43371	"Cluster: Hypothetical protein OSJNBa0091G06.15; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0091G06.15 - Oryza sativa (japonica"	UniRef90_Q654P9		0	CHR06V5|COORD:7734542..7740580|protein conserved hypothetical protein	LOC_Os06g13890.1	no description	not assigned.unknown	35_2

CUST_60854_PI403524517	2	0.19965172	0.0011377335	-0.026275635	0.10471439	-0.05782032	-0.0011386871	35_17356	"Cluster: Metal-transporting P-type ATPase-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Metal-transporting P-type ATPase-like protein - Oryza s"	UniRef90_Q7XI43	"CHR4V7|COORD:16118996..16120545| PAA1 (metal-transporting P-type ATPase 1); ATPase, coupled to transmembrane movement of ions, phosphorylative"	AT4G33520.1	CHR07V5|COORD:25788696..25791028|protein copper-transporting ATPase PAA1, putative, expressed	LOC_Os07g43040.1	 no descriptionweakly similar to ( 101)AT4G33520| Symbols: HMA6, PAA1 | PAA1 (metal-transporting P-type ATPase 1) | chr4:16118996-16125852 FORWARDnot assigned HMA HMA 	transport.metal	34_12

CUST_303_PI404877155	2	-0.001584053	-0.16232681	0.001584053	0.082019806	0.03183174	-0.051446915	Contig10173_at	OSJNBa0058G03.4 [Oryza sativa (japonica cultivar-group)] ref|XP_472636.1| OSJNBa0058G03.4 [Oryza sativa (japonica cultivar-group)]	CAE02429.1	calmodulin-binding protein	At5g57580.1	protein expressed protein	Os04g36660	calmodulin-binding protein, similar to calmodulin-binding protein TCB60 GI:1698548 from (Nicotiana tabacum)	signalling.calcium	30_3

CUST_11356_PI399408534	2	0.04365158	0.11116552	0.027776718	-0.37154484	-0.7693043	-0.027776718	35_34839	"Cluster: Putative DNA-binding protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative DNA-binding protein - Oryza sativa (japonica"	UniRef90_Q6L4L4	"CHR5V7|COORD:24312452..24318018| ATSIZ1/SIZ1; DNA binding"	AT5G60410.2	CHR05V5|COORD:1404955..1416491|protein sumoylation ligase E3, putative, expressed	LOC_Os05g03430.3	" no descriptionvery weakly similar to (89.7)AT5G60410| Symbols: ATSIZ1, SIZ1 | ATSIZ1/SIZ1; DNA binding | chr5:24312452-24318056 FORWARD"	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_180142_PI403524517	2	-0.60668087	0.17011929	0.11583042	0.087807655	-0.26257133	-0.087807655	35_50099	Rep: OSIGBa0111I14.1 protein - Oryza sativa (Rice)	UniRef90_Q01L65	"CHR2V7|COORD:17922832..17925676| AT-P4H-1 (A. THALIANA P4H ISOFORM 1); oxidoreductase, acting on paired donors, with incorporation or reduction of molecular oxy"	AT2G43080.1	CHR04V5|COORD:16262106..16269126|protein prolyl 4-hydroxylase alpha-1 subunit, putative, expressed	LOC_Os04g27850.1	" no descriptionmoderately similar to ( 256)AT2G43080| Symbols: AT-P4H-1 | AT-P4H-1 (A. THALIANA P4H ISOFORM 1); oxidoreductase, acting on paired donors, with incorporation or reduction of molecular oxygen, 2-oxoglutarate as one donor, and incorporation of one atom each of oxygen into both donors / procollagen-proline 4-dioxygen | chr2:17922832-17925676 FORWARDnot assigned P4Hc "	amino acid metabolism.degradation.glutamate family.proline	13_2_2_2

CUST_11963_PI399408534	2	-0.049681664	0.28163433	-0.107367516	0.049880028	-0.18312263	0.049681664	35_22801	Rep: MAP kinase kinase - Oryza minuta	UniRef90_Q069I5	"CHR4|COORD:14593045..14595275| similar to mitogen-activated protein kinase kinase (MAPKK) (MKK1) (MEK1) [Arabidopsis thaliana] (TAIR:At4g26070.2);"	AT4G29810.2	CHR06V5|COORD:2501902..2497848|protein OsMKK1 - putative MAPKK based on amino acid sequence homology, expressed	LOC_Os06g05520.1	" no descriptionvery weakly similar to ( 100)AT4G29810| Symbols: MKK2, MK1, ATMKK2 | ATMKK2 (MAP KINASE KINASE 2); MAP kinase kinase/ kinase | chr4:14593305-14595247 REVERSEvery weakly similar to (95.9)M2K1_ORYSAnot assigned not assigned not assigned "	signalling.MAP kinases	30_6

CUST_77995_PI403524517	2	0.051115036	0.016904831	0.053931236	-0.18116379	-0.10515404	-0.016905785	35_22359	"Cluster: Os01g0337600 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os01g0337600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JN25	0	0	CHR01V5|COORD:13244709..13228868|protein expressed protein	LOC_Os01g23590.1	no description	not assigned.unknown	35_2

CUST_7835_PI404877155	2	0.047934532	0.3474455	-0.023967743	-0.024724007	0.002497673	-0.002497673	Contig23086_at	putative heat shock protein [Oryza sativa (japonica cultivar-group)]	AAP46232.1	DNAJ heat shock N-terminal domain-containing protein	At5g49580.1	protein putative heat shock protein	Os03g61730	"DNAJ heat shock N-terminal domain-containing protein, contains similarity to S-locus protein 5 GI:6069485 from (Brassica rapa); contains Pfam profile PF00226 DnaJ domain"	stress.abiotic.heat	20_2_1

CUST_93232_PI403524517	2	0.43746424	-0.09206486	0.052999496	-0.052999496	-0.47175074	0.1466322	35_26659	Rep: H0801D08.18 protein - Oryza sativa (Rice)	UniRef90_Q259E4	CHR3V7|COORD:17371223..17372864| protein binding / zinc ion binding	AT3G47160.1	CHR10V5|COORD:18749054..18751998|protein RNA-binding protein, putative, expressed	LOC_Os10g35670.1	no descriptionvery weakly similar to (94.0)AT3G47160| Symbols:  | protein binding / zinc ion binding | chr3:17371223-17372864 REVERSE	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_5819_PI404877155	2	0.08426285	-0.8263416	-0.08962631	-0.005215645	0.005214691	0.04988098	Contig17876_at	DNAJ heat shock N-terminal domain-containing protein [Arabidopsis thaliana]	NP_187824.1	DNAJ heat shock N-terminal domain-containing protein	At3g12170.1	protein At5g06910	Os02g10220	"DNAJ heat shock N-terminal domain-containing protein, similar to SP:Q9QYI7 DnaJ homolog subfamily B member 8 (Mus musculus); contains Pfam profile: PF00226 DnaJ domain"	stress.abiotic.heat	20_2_1

CUST_156683_PI403524517	2	-0.04142046	0.05602932	0.10058975	-0.44748116	0.041420937	-0.2878027	35_43759	0	0	CHR5V7|COORD:23551169..23556691| actin binding	AT5G58160.1	CHR09V5|COORD:8666872..8664791|protein serine/arginine repetitive matrix protein 1, putative, expressed	LOC_Os09g14614.3	no description	not assigned.unknown	35_2

CUST_53286_PI403524517	2	-0.072919846	0.19664526	0.16322184	-0.17190027	-0.38162518	0.072919846	35_15164	Rep: Thionin-like peptide - Triticum aestivum (Wheat)	UniRef90_Q5BQ30	0	0	0	0	no description	not assigned.unknown	35_2

CUST_13260_PI403524517	2	-0.0104084015	0.0104084015	-0.011864662	0.033765793	0.038492203	-0.011520386	35_3797	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10MR3	CHR5V7|COORD:1588357..1589179| binding	AT5G05360.1	CHR03V5|COORD:10448914..10446403|protein expressed protein	LOC_Os03g18700.1	no descriptionweakly similar to ( 134)AT5G05360| Symbols:  | binding | chr5:1588357-1589179 FORWARD	not assigned.unknown	35_2

CUST_19405_PI403524517	2	0.05003071	0.20472622	0.01974678	-0.14704037	-0.2522359	-0.019747257	35_5625	Rep: Oryzain alpha chain precursor - Oryza sativa (Rice)	UniRef90_P25776	CHR1V7|COORD:17285579..17288049| cysteine proteinase (RD21A) / thiol protease	AT1G47128.1	CHR04V5|COORD:33957672..33953434|protein cysteine protease 1 precursor, putative, expressed	LOC_Os04g57440.2	no descriptionvery weakly similar to (59.7)AT1G47128| Symbols:  | cysteine proteinase (RD21A) / thiol protease | chr1:17285579-17288049 REVERSEvery weakly similar to ( 100)ORYA_ORYSAnot assigned not assigned Inhibitor_I29	protein.degradation.cysteine protease	29_5_3

CUST_96705_PI403524517	2	0.0930748	0.55134964	-0.005713463	-0.19933128	0.005713463	-0.29782486	35_27621	Rep: Autophagy protein 5 - Saccharum officinarum (Sugarcane)	UniRef90_Q3MQ05	"CHR5V7|COORD:5687162..5689823| APG5/ATG5 (AUTOPHAGY 5); transporter"	AT5G17290.1	CHR02V5|COORD:934291..930252|protein autophagy protein 5, putative, expressed	LOC_Os02g02570.1	" no descriptionweakly similar to ( 165)AT5G17290| Symbols: ATG5, APG5 | APG5/ATG5 (AUTOPHAGY 5); transporter | chr5:5687162-5689823 REVERSEweakly similar to ( 198)ATG5_ORYSAnot assigned APG5 "	protein.degradation.autophagy	29_5_2

CUST_11650_PI399408534	2	-0.065135	1.0567217	0.018500328	-0.19944191	-0.013516426	0.013516426	35_16197	Rep: Light-induced protein 1-like - Lolium perenne (Perennial ryegrass)	UniRef90_Q3HNF6	CHR3V7|COORD:9829105..9829698| CCL (CCR-LIKE)	AT3G26740.1	CHR01V5|COORD:167183..165272|protein light-induced protein 1-like, putative, expressed	LOC_Os01g01340.1	no descriptionvery weakly similar to (88.6)AT3G26740| Symbols: CCL | CCL (CCR-LIKE) | chr3:9829105-9829698 FORWARDweakly similar to ( 114)LIRP1_ORYSAnot assigned Lir1	signalling.light	30_11

CUST_33102_PI403524517	2	-0.036565304	-0.09613752	-0.43812752	0.97944164	0.036565304	0.5817599	35_9544	"Cluster: Putative family II lipase EXL1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative family II lipase EXL1 - Oryza sativa (japonica cultivar-group"	UniRef90_Q941W9	"CHR1V7|COORD:21715349..21716657| RXF26; carboxylic ester hydrolase"	AT1G58430.1	CHR01V5|COORD:35744433..35742555|protein anther-specific proline-rich protein APG precursor, putative, expressed	LOC_Os01g61200.1	no descriptionweakly similar to ( 116)AT2G24560| Symbols:  | carboxylic ester hydrolase | chr2:10438616-10440012 FORWARDvery weakly similar to (79.3)APG_BRANAAnther-specific proline-rich protein APG - Brassica napus (Rape)SGNH_plant_lipase_like fatty_acyltransferase_like COG3240 Triacylglycerol_lipase_like	misc.GDSL-motif lipase	26_28

CUST_60901_PI403524517	2	-0.0056009293	0.63916016	-0.08582401	-0.08833122	0.0056009293	0.043581963	35_17369	"Cluster: Hypothetical protein OSJNBb0012G21.4; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0012G21.4 - Oryza sativa (japonica cu"	UniRef90_Q688J3	CHR5V7|COORD:1715944..1716378| pleckstrin homology (PH) domain-containing protein	AT5G05710.1	CHR01V5|COORD:37343921..37344897|protein pleckstrin homology domain-containing protein 1, putative, expressed	LOC_Os01g63800.1	no descriptionmoderately similar to ( 214)AT5G05710| Symbols:  | pleckstrin homology (PH) domain-containing protein | chr5:1715944-1716378 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PH PH_cytohesin PH PH PRK12323 PRK07003 PH_oxysterol_bp PRK07764 PH_Gab PH_centaurin Atrophin-1 HPC2 PH_CNK PH-like AF-4 PH_Akt Tymo_45kd_70kd	not assigned.no ontology	35_1

CUST_76684_PI403524517	2	0.34444952	-0.820241	-0.12653685	0.020020008	-0.020020008	0.2178998	35_21983	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q75K33	"CHR1V7|COORD:27350071..27351809| similar to catalytic/ coenzyme binding [Arabidopsis thaliana] (TAIR:AT4G31530.1); similar to expressed protein [Oryza"	AT1G72640.2	CHR03V5|COORD:16895910..16892574|protein expressed protein	LOC_Os03g29730.1	" no descriptionmoderately similar to ( 275)AT1G72640| Symbols:  | similar to catalytic/ coenzyme binding [Arabidopsis thaliana] (TAIR:AT4G31530.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:AAR06314.1); contains InterPro domain von Willebrand factor, type A; (InterPro:IPR002035) | chr1:27350071-27351809 REVERSE"	not assigned.unknown	35_2

CUST_74084_PI403524517	2	0.3333888	0.61732626	0.15108109	-0.1830473	-0.22585726	-0.15108109	35_21245	"Cluster: SEC14 cytosolic factor-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: SEC14 cytosolic factor-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ER71	CHR5V7|COORD:25312308..25313940| transporter	AT5G63060.1	CHR02V5|COORD:12846467..12851439|protein polyphosphoinositide binding protein, putative, expressed	LOC_Os02g21630.1	no descriptionvery weakly similar to (78.2)AT5G63060| Symbols:  | transporter | chr5:25312308-25313940 REVERSE	transport.misc	34_99

CUST_69056_PI403524517	2	-0.1320076	0.07490921	-0.087880135	0.0086689	-0.008669853	0.047829628	35_19758	Rep: Probable protein transport Sec1a - Oryza sativa (Rice)	UniRef90_Q7XWP3	"CHR1V7|COORD:4201170..4206142| KEU (KEULE); protein transporter"	AT1G12360.1	CHR02V5|COORD:14956221..14936663|protein SNARE-interacting protein KEULE, putative, expressed	LOC_Os02g25580.1	"no descriptionhighly similar to ( 946)AT1G12360| Symbols: KEU | KEU (KEULE); protein transporter | chr1:4201170-4206142 FORWARDnearly identical (1042)SEC1A_ORYSAnot assigned not assigned not assigned not assigned Sec1 SEC1"	cell. vesicle transport	31_4

CUST_166748_PI403524517	2	-0.017402649	0.017402649	0.1289053	0.02757454	-0.40779495	-0.04800129	35_46453	Rep: Probable protein transport Sec1a - Oryza sativa (Rice)	UniRef90_Q7XWP3	"CHR1V7|COORD:4201170..4206142| KEU (KEULE); protein transporter"	AT1G12360.1	CHR04V5|COORD:9931592..9914805|protein SNARE-interacting protein KEULE, putative, expressed	LOC_Os04g18030.4	"no descriptionweakly similar to ( 188)AT1G12360| Symbols: KEU | KEU (KEULE); protein transporter | chr1:4201170-4206142 FORWARDmoderately similar to ( 255)SEC1A_ORYSAnot assigned not assigned Sec1 SEC1"	cell. vesicle transport	31_4

CUST_5523_PI404877155	2	0.401968	0.14678669	-0.04878044	-0.09980488	-0.1557436	0.04878044	Contig1734_at	OSJNBa0070C17.23 [Oryza sativa (japonica cultivar-group)] ref|XP_473875.1| OSJNBa0070C17.23 [Oryza sativa (japonica cultivar-group)]	CAE05216.3	potassium transporter family protein	At1g31120.1	protein potassium uptake protein	Os09g38960	"potassium transporter family protein, similar to HAK2 (Hordeum vulgare) GI:7108599, potassium transporter (Arabidopsis thaliana) gi:2654088:gb:AAB87687; KUP/HAK/KT Transporter family member, PMID:11500563; contains Pfam profile PF02705: K+ potassium trans"	hormone metabolism.jasmonate.synthesis-degradation	17_7_1

CUST_2247_PI399408534	2	0.100785255	0.02985382	-0.06280899	-0.098983765	0.016976357	-0.01697731	35_5209	"Cluster: Os08g0103400 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os08g0103400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J8M9	CHR5V7|COORD:20368817..20371350| zinc finger (DHHC type) family protein	AT5G50020.1	CHR08V5|COORD:188158..184899|protein metal ion binding protein, putative, expressed	LOC_Os08g01300.1	no descriptionweakly similar to ( 149)AT5G50020| Symbols:  | zinc finger (DHHC type) family protein | chr5:20368817-20371350 FORWARDnot assigned	RNA.regulation of transcription.unclassified	27_3_99

CUST_28256_PI403524517	2	-0.33586884	1.0002928	-0.18577194	0.1857729	-0.4287939	0.24983215	35_8169	Rep: H0818E04.15 protein - Oryza sativa (Rice)	UniRef90_Q01JG8	CHR3V7|COORD:22372726..22373442| zinc ion binding	AT3G60520.1	CHR04V5|COORD:22206374..22207491|protein expressed protein	LOC_Os04g37700.1	"no descriptionvery weakly similar to (53.5)AT1G02070| Symbols:  | similar to zinc ion binding [Arabidopsis thaliana] (TAIR:AT3G60520.1); similar to Os04g0551600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001053498.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD25766.1); similar to Os02g0658200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001047633.1) | chr1:370445-370947 REVERSEnot assigned not assigned not assigned TT_ORF1 PRK12678"	not assigned.unknown	35_2

CUST_129241_PI403524517	2	-0.040821075	0.34521484	-0.039575577	-0.033779144	0.033779144	0.121593475	35_36314	"Cluster: Nucleotidyltransferase family protein, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Nucleotidyltransferase family"	UniRef90_Q2RBE2		0	CHR11V5|COORD:670704..662978|protein nucleic acid binding protein, putative, expressed	LOC_Os11g02320.3	no description	not assigned.unknown	35_2

CUST_22715_PI403524517	2	0.032719612	-0.3281412	-0.18403912	0.3749647	-0.032719612	0.035900116	35_6597	"Cluster: Hypothetical protein OSJNBa0072I06.26; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0072I06.26 - Oryza sativa (japonica"	UniRef90_Q69J28	"CHR5V7|COORD:26256814..26258421| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G36660.1); similar to BAC19.4 [Lycopersicon esculentum]"	AT5G65650.1	CHR07V5|COORD:24966604..24964270|protein expressed protein	LOC_Os07g41660.1	"no descriptionvery weakly similar to ( 100)AT5G65650| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G36660.1); similar to BAC19.4 [Lycopersicon esculentum] (GB:AAG01119.1); contains InterPro domain Protein of unknown function DUF1195; (InterPro:IPR010608) | chr5:26256814-26258421 FORWARDnot assigned DUF1195"	not assigned.unknown	35_2

CUST_82721_PI403524517	2	0.06507206	0.12927437	-0.02875328	-0.039312363	0.008375168	-0.0083761215	35_23724	"Cluster: Hypothetical protein OSJNBa0003K21.26; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0003K21.26 - Oryza sativa (japonica"	UniRef90_Q6YSZ2	"CHR5V7|COORD:19973853..19975679| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G01260.1); similar to hypothetical protein [Oryza sativa (japonica"	AT5G49220.1	CHR03V5|COORD:34857548..34861623|protein expressed protein	LOC_Os03g61580.1	no description	not assigned.unknown	35_2

CUST_29184_PI403524517	2	0.2866063	0.023447037	0.14798069	-0.111699104	-0.24603844	-0.023447037	35_8434	0	0	0	0	CHR06V5|COORD:26317957..26315045|protein protein OS-9 precursor, putative, expressed	LOC_Os06g43710.1	no description	not assigned.unknown	35_2

CUST_18949_PI404877155	2	0.12256718	0.015750885	-0.08240032	-0.015749931	-0.13335037	0.07389355	HX14A13r_at	0	0	0	0	0	0	uncoupling protein	mitochondrial electron transport / ATP synthesis.uncoupling protein	9_8

CUST_93397_PI403524517	2	0.08661556	-0.75972366	-0.24467087	0.042476654	-0.042477608	0.083156586	35_26704	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_57953_PI403524517	2	-0.055155754	-0.063406944	0.037981987	0.0018663406	-0.0018663406	0.039423943	35_16522	"Cluster: Hypothetical protein P0682B08.1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0682B08.1 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q5JL41	"CHR3V7|COORD:1731265..1732327| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G26800.1); similar to Os01g0299400 [Oryza sativa (japonica"	AT3G05810.1	CHR01V5|COORD:10973958..10976752|protein expressed protein	LOC_Os01g19400.1	"no descriptionvery weakly similar to (81.6)AT3G05810| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G26800.1); similar to Os01g0299400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001042813.1); similar to Unknown protein [Oryza sativa] (GB:AAL74273.1); contains InterPro domain Sterile alpha motif homology; (InterPro:IPR010993) | chr3:1731265-1732327 REVERSEIGR"	not assigned.unknown	35_2

CUST_61013_PI403524517	2	0.047592163	0.51094246	-0.7254658	-0.21994019	-0.047593117	0.06365967	35_17402	"Cluster: Putative Avr9/Cf-9 rapidly elicited protein 231; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Avr9/Cf-9 rapidly elicited protein 231 - Ory"	UniRef90_Q654V3	"CHR1V7|COORD:26404590..26405762| GATL9/LGT8 (Galacturonosyltransferase-like 9); polygalacturonate 4-alpha-galacturonosyltransferase/ transferase,"	AT1G70090.1	CHR06V5|COORD:7628673..7630706|protein transferase, transferring glycosyl groups, putative, expressed	LOC_Os06g13760.1	" no descriptionmoderately similar to ( 429)AT1G70090| Symbols: GATL9, LGT8 | GATL9/LGT8 (Galacturonosyltransferase-like 9); polygalacturonate 4-alpha-galacturonosyltransferase/ transferase, transferring glycosyl groups / transferase, transferring hexosyl groups | chr1:26404590-26405762 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Glyco_transf_8 RfaJ Herpes_BLLF1 PRK12323 PRK12678 PRK07003 PRK07764 HPC2 DUF566 DUF390 APC_basic Atrophin-1 Tymo_45kd_70kd AF-4 Umbravirus_LDM Pneumo_att_G SerH Pol_Y_like DUF1421 DUF1509 "	misc.UDP glucosyl and glucoronyl transferases	26_2

CUST_31533_PI403524517	2	-0.016131401	0.016699791	0.016131401	-0.017824173	-0.065089226	0.19090462	35_9103	"Cluster: Protein kinase, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Protein kinase, putative, expressed - Oryza sativa (japonica cult"	UniRef90_Q2QQX0	CHR5V7|COORD:927914..930780| protein kinase family protein	AT5G03640.1	CHR12V5|COORD:17626381..17622019|protein protein kinase PVPK-1, putative, expressed	LOC_Os12g29580.2	no descriptionvery weakly similar to (78.6)AT5G03640| Symbols:  | protein kinase family protein | chr5:927914-930780 FORWARDvery weakly similar to (78.6)G11A_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned	protein.postranslational modification	29_4

CUST_33273_PI403524517	2	-6.1130524E-4	6.122589E-4	0.10715675	-0.019824982	0.03450775	-0.024241447	35_9593	Rep: Extensin - Volvox carteri	UniRef90_Q41645	CHR5V7|COORD:15457074..15460237| protein kinase family protein	AT5G38560.1	CHR07V5|COORD:24271675..24264784|protein formin-2, putative, expressed	LOC_Os07g40510.1	no descriptionnot assigned not assigned Atrophin-1	not assigned.unknown	35_2

CUST_43924_PI403524517	2	0.14410782	0.26686573	0.094023705	-0.2319436	-0.18371105	-0.09402323	35_12606	"Cluster: Putative cockayne syndrome 1 homolog; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative cockayne syndrome 1 homolog - Oryza sativa (japonica"	UniRef90_Q6Z0X1	"CHR1V7|COORD:9693319..9696244| ATCSA-1; nucleotide binding"	AT1G27840.3	CHR02V5|COORD:12052019..12057368|protein expressed protein	LOC_Os02g20430.1	"no descriptionmoderately similar to ( 285)AT1G27840| Symbols: ATCSA-1 | ATCSA-1; nucleotide binding | chr1:9693319-9696244 REVERSEvery weakly similar to (52.8)PF20_CHLREFlagellar WD repeat-containing protein Pf20 - Chlamydomonas reinhardtiinot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned WD40 COG2319"	not assigned.no ontology	35_1

CUST_13393_PI403524517	2	0.16016865	-0.036459923	-0.07941532	0.079232216	-0.047203064	0.036460876	35_3841	"Cluster: Hypothetical protein OSJNBb0096M04.115; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0096M04.115 - Oryza sativa (japonic"	UniRef90_Q852C6	"CHR5V7|COORD:19754212..19755553| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G07190.1); similar to unknown protein [Oryza sativa (japonica"	AT5G48660.1	CHR03V5|COORD:35615796..35612216|protein B-cell receptor-associated protein 31-like containing protein, expressed	LOC_Os03g63110.1	"no descriptionmoderately similar to ( 227)AT5G48660| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G07190.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD69146.1); similar to Os03g0848400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001051893.1); similar to Os05g0272900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001055067.1); contains InterPro domain Prefoldin; (InterPro:IPR009053) | chr5:19754212-19755553 FORWARDnot assigned not assigned not assigned Bap31"	not assigned.unknown	35_2

CUST_14357_PI399408534	2	0.3656292	0.46200562	0.18271828	-0.18271828	-0.41602755	-0.27817488	35_24924	"Cluster: Putative receptor-like protein kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative receptor-like protein kinase - Oryza sativa (japonica"	UniRef90_Q851M7	CHR1V7|COORD:12503428..12505917| lectin protein kinase family protein	AT1G34300.1	CHR03V5|COORD:35161853..35157895|protein ATP binding protein, putative, expressed	LOC_Os03g62180.3	no descriptionweakly similar to ( 169)AT1G34300| Symbols:  | lectin protein kinase family protein | chr1:12503428-12505917 FORWARDvery weakly similar to (66.2)KPRO_MAIZEPutative receptor protein kinase ZmPK1 precursor - Zea mays (Maize)not assigned PRK12323	misc.myrosinases-lectin-jacalin	26_16

CUST_17850_PI404877155	2	-0.09945965	-0.3482628	0.08346748	0.08039379	0.0993042	-0.08039284	HVSMEa0001E11r2_x_at	putative aspartate aminotransferase [Oryza sativa (japonica cultivar-group)] dbj|BAB86539.1| putative aspartate aminotransferase [Oryza sati	NP_915689.1	aminotransferase class I and II family protein	At2g22250.2	protein probable aspartate aminotransferase [imported] - Arabidopsis thaliana	Os01g65090	probable aspartate aminotransferase	amino acid metabolism.central amino acid metabolism.aspartate.synthesis	13_1_1_2

CUST_86146_PI403524517	2	0.20173454	1.1201143	0.14970589	-0.776248	-0.67956924	-0.14970589	35_24673	Rep: H0306F03.9 protein - Oryza sativa (Rice)	UniRef90_Q25A66	"CHR4V7|COORD:14926980..14929687| ATCNGC9 (CYCLIC NUCLEOTIDE GATED CHANNEL 9); calmodulin binding / cyclic nucleotide binding / ion channel"	AT4G30560.1	CHR04V5|COORD:32534595..32539669|protein cyclic nucleotide-gated ion channel 9, putative, expressed	LOC_Os04g55080.1	" no descriptionvery weakly similar to (61.6)AT4G30560| Symbols: CNGC9, ATCNGC9 | ATCNGC9 (CYCLIC NUCLEOTIDE GATED CHANNEL 9); calmodulin binding / cyclic nucleotide binding / ion channel | chr4:14926980-14929687 REVERSE"	transport.cyclic nucleotide or calcium regulated channels	34_22

CUST_79798_PI403524517	2	0.11095238	-0.033641815	-0.07336807	-0.06405449	0.14660358	0.033641815	35_22884	"Cluster: Fertility restorer homologue A-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Fertility restorer homologue A-like - Oryza sativa (japonica"	UniRef90_Q6K8I3	0	0	CHR02V5|COORD:15782604..15784124|protein transferase, transferring glycosyl groups, putative	LOC_Os02g26890.1	no description	not assigned.unknown	35_2

CUST_31238_PI399408534	2	0.080667496	0.3222494	0.006746292	-0.22012806	-0.006746292	-0.10994148	35_5460	"Cluster: DNA-binding bromodomain-containing protein-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: DNA-binding bromodomain-containing protein-like - Ory"	UniRef90_Q5VPG9	"CHR2V7|COORD:14730412..14732641| IMB1 (IMBIBITION-INDUCIBLE 1); DNA binding"	AT2G34900.1	CHR06V5|COORD:2022358..2027657|protein transcription factor GTE6, putative, expressed	LOC_Os06g04640.1	"no descriptionweakly similar to ( 114)AT3G52280| Symbols: GTE6 | GTE6 (GENERAL TRANSCRIPTION FACTOR GROUP E6); DNA binding | chr3:19400081-19402267 REVERSEnot assigned not assigned not assigned BROMO Bromodomain"	RNA.regulation of transcription.Global transcription factor group	27_3_52

CUST_87155_PI403524517	2	0.011543274	-0.75800896	-0.011544228	0.19554996	0.14237595	-0.013756752	35_24957	"Cluster: Putative ructose 1,6-bisphosphatase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ructose 1,6-bisphosphatase - Oryza sativa (japonica"	UniRef90_Q655Y9	CHR5V7|COORD:25758568..25760250| fructose-1,6-bisphosphatase family protein	AT5G64380.1	CHR06V5|COORD:27430111..27427890|protein fructose-1,6-bisphosphatase, chloroplast precursor, putative, expressed	LOC_Os06g45370.1	 no descriptionweakly similar to ( 107)AT5G64380| Symbols:  | fructose-1,6-bisphosphatase family protein | chr5:25758568-25760250 FORWARDvery weakly similar to (69.7)F16P1_SPIOLFructose-1,6-bisphosphatase, chloroplast precursor - Spinacia oleracea (Spinach)not assigned FBPase PRK09293 Fbp FBPase 	PS.calvin cyle.FBPase	1_3_7

CUST_23002_PI399408534	2	0.18030548	-0.558012	0.25369644	-0.18030596	0.31877804	-0.49751425	35_45949	"Cluster: Putative homeodomain protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative homeodomain protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q60EM7	"CHR5V7|COORD:395751..398869| LSN (LARSON, VAAMANA); DNA binding / transcription factor"	AT5G02030.1	CHR05V5|COORD:22270811..22275382|protein homeodomain protein JUBEL2, putative, expressed	LOC_Os05g38120.1	" no descriptionvery weakly similar to (95.5)AT5G02030| Symbols: HB-6, PNY, BLR, RPL, BLH9, VAN, LSN | LSN (LARSON, VAAMANA); DNA binding / transcription factor | chr5:395751-398869 FORWARDnot assigned POX POX "	RNA.regulation of transcription.HB,Homeobox transcription factor family	27_3_22

CUST_111067_PI403524517	2	-0.03457451	-0.18501854	-0.0013389587	0.0013380051	0.07536316	0.10697651	35_31541	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_157894_PI403524517	2	0.2541046	-0.007050514	0.10987902	-0.116286755	-0.2452383	0.007050514	35_44082	Rep: Hypothetical protein orf114-b - Zea mays (Maize)	UniRef90_Q6R9F1		0	0	0	no description	not assigned.unknown	35_2

CUST_80474_PI403524517	2	-0.34629154	-0.044691086	0.20374393	-0.033761024	0.29291534	0.033761024	35_23078	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_52866_PI403524517	2	0.43397236	-0.0926342	0.14094019	0.0320611	-0.032061577	-0.10919762	35_15056	Rep: Soluble inorganic pyrophosphatase - Zea mays (Maize)	UniRef90_O48556	CHR1V7|COORD:31382..32670| inorganic pyrophosphatase, putative (soluble) / pyrophosphate phospho-hydrolase, putative / PPase, putative	AT1G01050.1	CHR04V5|COORD:34905056..34901612|protein soluble inorganic pyrophosphatase, putative, expressed	LOC_Os04g59040.1	 no descriptionmoderately similar to ( 355)AT2G46860| Symbols: ATPPA3 | inorganic pyrophosphatase, putative (soluble) / pyrophosphate phospho-hydrolase, putative / PPase, putative | chr2:19260912-19262129 FORWARDmoderately similar to ( 390)IPYR_MAIZESoluble inorganic pyrophosphatase - Zea mays (Maize)not assigned pyrophosphatase Ppa PRK02230 Pyrophosphatase PRK01250 PRK00642 	nucleotide metabolism.phosphotransfer and pyrophosphatases.misc	23_4_99

CUST_21271_PI403524517	2	0.032075882	-0.0031518936	-0.103401184	-0.13833237	0.00315094	0.04167366	35_6169	"Cluster: Transducin family protein, putative, expressed; n=3; Oryza sativa|Rep: Transducin family protein, putative, expressed - Oryza sativa (japonica cultivar"	UniRef90_Q7G1Q5	CHR4V7|COORD:16723878..16726482| transducin family protein / WD-40 repeat family protein	AT4G35140.1	CHR10V5|COORD:20923882..20927006|protein nucleotide binding protein, putative, expressed	LOC_Os10g39760.1	no descriptionmoderately similar to ( 476)AT4G35140| Symbols:  | transducin family protein / WD-40 repeat family protein | chr4:16723878-16726482 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned WD40 COG2319	not assigned.no ontology	35_1

CUST_99840_PI403524517	2	0.20671463	-0.218822	0.11152458	0.077456	-0.4635358	-0.077456	35_28501	"Cluster: Putative glycosyl transferase protein A; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative glycosyl transferase protein A - Oryza sativa (japon"	UniRef90_Q7XHW0	"CHR2V7|COORD:16168934..16172601| GAUT7/LGT7 (Galacturonosyltransferase 7); polygalacturonate 4-alpha-galacturonosyltransferase/ transferase,"	AT2G38650.1	CHR07V5|COORD:28907333..28912400|protein transferase, transferring glycosyl groups, putative, expressed	LOC_Os07g48370.1	" no descriptionmoderately similar to ( 214)AT2G38650| Symbols: GAUT7, LGT7 | GAUT7/LGT7 (Galacturonosyltransferase 7); polygalacturonate 4-alpha-galacturonosyltransferase/ transferase, transferring glycosyl groups | chr2:16168934-16172601 REVERSE"	misc.UDP glucosyl and glucoronyl transferases	26_2

CUST_167155_PI403524517	2	-0.18617249	-0.09174156	0.41674805	0.0843935	0.34869957	-0.084394455	35_46560	Rep: Myb4 transcription factor - Hordeum vulgare (Barley)	UniRef90_Q96463	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	CHR04V5|COORD:25625822..25623948|protein myb-related protein Myb4, putative, expressed	LOC_Os04g43680.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_61781_PI403524517	2	0.032401085	-0.41722775	-0.01384449	0.012574196	0.022913933	-0.012573242	35_17629	"Cluster: Hypothetical protein OSJNBa0086E02.14; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0086E02.14 - Oryza sativa (japonica"	UniRef90_Q60DU1	CHR3V7|COORD:19150694..19152965| similar to Os05g0168400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001054754.1)	AT3G51610.1	CHR05V5|COORD:4080604..4083928|protein expressed protein	LOC_Os05g07640.1	no descriptionmoderately similar to ( 288)AT3G51610| Symbols:  | similar to Os05g0168400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001054754.1) | chr3:19150694-19152965 REVERSE	not assigned.unknown	35_2

CUST_13365_PI403524517	2	0.06346321	0.36780262	-0.03790474	-0.078020096	-0.006556511	0.006556511	35_3832	"Cluster: Hypothetical protein OJ1149_C12.9; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1149_C12.9 - Oryza sativa (japonica cultivar"	UniRef90_Q6K976	"CHR3V7|COORD:6877762..6878818| similar to Os02g0831200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001048617.1); similar to unknown protein [Oryza"	AT3G19810.1	CHR02V5|COORD:35738793..35734968|protein uncharacterized ACR, COG1399 family protein, expressed	LOC_Os02g58450.1	"no descriptionweakly similar to ( 148)AT3G19810| Symbols:  | similar to Os02g0831200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001048617.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD23002.1); contains InterPro domain Protein of unknown function DUF177; (InterPro:IPR003772) | chr3:6877762-6878818 REVERSEDUF177 COG1399"	not assigned.unknown	35_2

CUST_16405_PI404877155	2	-0.00935936	0.16472912	-0.06347847	0.01746273	0.0034589767	-0.0034599304	HA11C13u_s_at	putative transcription factor [Oryza sativa (japonica cultivar-group)] gb|AAP54321.1| putative transcription factor [Oryza sativa (japonica	NP_922034.1	nascent polypeptide-associated complex (NAC) domain-containing protein	At1g73230.1	protein putative transcription factor	Os10g34180	putative transcription factor	RNA.regulation of transcription.putative DNA-binding protein	27_3_67

CUST_127772_PI403524517	2	0.058475494	0.34856987	-0.46138	-0.25515175	0.13190365	-0.058475494	35_35932	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_19940_PI403524517	2	-0.022013664	-0.042549133	-0.060195923	0.043676376	0.121486664	0.022013664	35_5781	"Cluster: Probable protein ABIL3; n=2; Oryza sativa|Rep: Probable protein ABIL3 - Oryza sativa (Rice)"	UniRef90_Q5NB83	CHR5V7|COORD:8274640..8276328| ABIL3 (ABL INTERACTOR-LIKE PROTEIN 3)	AT5G24310.1	CHR01V5|COORD:7554140..7557427|protein protein ABIL1, putative, expressed	LOC_Os01g13530.1	no descriptionmoderately similar to ( 216)AT3G49290| Symbols: ABIL2 | ABIL2 (ABL INTERACTOR-LIKE PROTEIN 2) | chr3:18284392-18286206 FORWARDmoderately similar to ( 484)ABIL3_ORYSA	not assigned.unknown	35_2

CUST_35861_PI403524517	2	0.17860222	-0.01043129	0.07178974	-0.31934166	0.01043129	-0.13947868	35_10341	"Cluster: SCUTL1, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: SCUTL1, putative, expressed - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10P75	CHR1|COORD:6945686..6947335| pathogenesis-related thaumatin family protein, similar to receptor serine/threonine kinase PR5K (Arabidopsis thaliana)	AT1G20030.1	CHR03V5|COORD:7605508..7608731|protein thaumatin-like protein 1 precursor, putative, expressed	LOC_Os03g14050.2	no descriptionweakly similar to ( 178)AT1G20030| Symbols:  | pathogenesis-related thaumatin family protein | chr1:6945841-6947008 FORWARDweakly similar to ( 155)TLP1_PRUPEThaumatin-like protein 1 precursor - Prunus persica (Peach)not assigned THN Thaumatin	stress.biotic	20_1

CUST_11327_PI403524517	2	-0.85733986	0.45577812	0.06588364	0.44156456	-0.7939863	-0.06588459	35_3208	Rep: Xylanase inhibitor precursor - Hordeum vulgare (Barley)	UniRef90_Q6KE44	CHR1V7|COORD:790110..791414| extracellular dermal glycoprotein, putative / EDGP, putative	AT1G03230.1	CHR01V5|COORD:41470307..41468523|protein xylanase inhibitor, putative, expressed	LOC_Os01g71090.1	 no descriptionvery weakly similar to (78.6)AT1G03230| Symbols:  | extracellular dermal glycoprotein, putative / EDGP, putative | chr1:790110-791414 FORWARDvery weakly similar to (65.1)7SB1_SOYBNBasic 7S globulin precursor - Glycine max (Soybean)not assigned not assigned 	not assigned.no ontology	35_1

CUST_7727_PI404877155	2	-0.14762688	0.10175133	-0.007379532	-0.034749985	0.059657097	0.007378578	Contig2267_s_at	glucose-1-phosphate adenylyltransferase (EC 2.7.7.27) small chain A - barley emb|CAA88449.1| ADP-glucose pyrophosphorylase small subunit [Ho	S61478	glucose-1-phosphate adenylyltransferase small subunit 1 (APS1) / ADP-glucose pyrophosphorylase (ADG1)	At5g48300.1	protein 132531 ADP-glucose pyrophosphorylase	Os08g25730	Glucose-1-phosphate adenylyltransferase small subunit	major CHO metabolism.synthesis.starch.AGPase	2_1_2_01

CUST_32029_PI403524517	2	0.04571104	0.1948719	-0.045710564	0.19383287	-0.18086624	-0.054336548	35_9238	"Cluster: Os01g0222700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0222700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JPH5	CHR1V7|COORD:30009260..30011122| hAT dimerisation domain-containing protein	AT1G79740.1	CHR01V5|COORD:6707455..6702623|protein protein dimerization, putative, expressed	LOC_Os01g12280.2	no descriptionweakly similar to ( 159)AT1G79740| Symbols:  | hAT dimerisation domain-containing protein | chr1:30009260-30011122 REVERSEDUF659	not assigned.no ontology	35_1

CUST_53387_PI403524517	2	-0.97975016	-0.3395052	2.540143	0.3395052	0.44304848	-0.49824715	35_15189	"Cluster: Os09g0511600 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0511600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J0G3	CHR1V7|COORD:630569..633085| glycosyl hydrolase family 1 protein	AT1G02850.2	CHR09V5|COORD:19887643..19882169|protein cyanogenic beta-glucosidase precursor, putative, expressed	LOC_Os09g33680.1	no descriptionweakly similar to ( 133)AT1G02850| Symbols:  | glycosyl hydrolase family 1 protein | chr1:630569-633085 FORWARDweakly similar to ( 101)MYR3_SINALMyrosinase MB3 precursor - Sinapis alba (White mustard) (Brassica hirta)not assigned Glyco_hydro_1 BglB	misc.gluco-, galacto- and mannosidases	26_3

CUST_179696_PI403524517	2	0.41155434	-0.62927055	0.0014953613	0.4682293	-0.01296711	-0.0014944077	35_49973	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_30447_PI399408534	2	-0.09811783	-0.65056705	-0.029676437	0.029677391	0.048298836	0.16230106	35_2819	"Cluster: HMG-like nucleosome/chromatin assembly factor D; n=2; Zea mays|Rep: HMG-like nucleosome/chromatin assembly factor D - Zea mays"	UniRef90_Q8W512	"CHR1V7|COORD:7179815..7181164| HMGB3 (HIGH MOBILITY GROUP B 3); transcription factor"	AT1G20696.1	CHR09V5|COORD:21856391..21858508|protein HMG1/2-like protein, putative, expressed	LOC_Os09g37910.3	 no descriptionweakly similar to ( 128)AT3G51880| Symbols: NFD1, HMGB1 | HMGB1 (HIGH MOBILITY GROUP B 1) | chr3:19258218-19259468 REVERSEweakly similar to ( 140)HMGL_IPONIHMG1/2-like protein - Ipomoea nil (Japanese morning glory) (Pharbitis nil)not assigned not assigned not assigned not assigned HMG_box HMGB-UBF_HMG-box HMG-box HMG NHP6B SOX-TCF_HMG-box Tymo_45kd_70kd PRK12678 	RNA.regulation of transcription.Nucleosome/chromatin assembly factor group	27_3_62

CUST_46766_PI403524517	2	-0.0636816	0.08860588	0.0024738312	-0.048192978	-0.0024738312	0.054000854	35_13391	"Cluster: Adenylyl cyclase-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: Adenylyl cyclase-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5JJP6	CHR1V7|COORD:9521032..9526915| GYF domain-containing protein	AT1G27430.1	CHR01V5|COORD:40816509..40810154|protein GYF domain containing protein, expressed	LOC_Os01g69990.1	no descriptionvery weakly similar to (57.4)AT1G27430| Symbols:  | GYF domain-containing protein | chr1:9521032-9526915 REVERSE	not assigned.no ontology	35_1

CUST_89576_PI403524517	2	0.060209274	0.15329075	-0.022054672	-0.25330734	-0.07993126	0.022055626	35_25626	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_128235_PI403524517	2	-0.35566568	0.4287777	0.27445936	0.19076586	-0.19076586	-0.31607246	35_36049	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_9151_PI404877155	2	0.011012077	-0.8513384	-0.011012077	0.027445793	0.035492897	-0.029691696	Contig2940_at	Cytochrome c oxidase polypeptide Vc (Cytochrome c oxidase subunit 5c) pir||T05365 probable cytochrome-c oxidase (EC 1.9.3.1) chain Vc - barl	Q42841	cytochrome c oxidase subunit Vc family protein / COX5C family protein	At2g47380.1	protein Cytochrome c oxidase subunit Vc (COX5C)	Os12g37420	cytochrome c oxidase, Vc subunit	mitochondrial electron transport / ATP synthesis.cytochrome c oxidase	9_7

CUST_93480_PI403524517	2	0.30756426	0.5385542	0.013439655	-0.27187634	-0.17046738	-0.013439655	35_26727	"Cluster: Expressed protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2RB13	"CHR3V7|COORD:9949663..9952794| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G10060.1); similar to expressed protein [Oryza sativa (japonica"	AT3G26990.1	CHR12V5|COORD:1299969..1291669|protein expressed protein	LOC_Os12g03340.1	"no descriptionweakly similar to ( 166)AT5G10060| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G65180.1); similar to 117M18_7 [Brassica rapa] (GB:AAZ66926.1); similar to 52O08_22 [Brassica rapa subsp. pekinensis] (GB:AAZ67568.1); similar to 4D11_9 [Brassica rapa subsp. pekinensis] (GB:AAZ67523.1); contains InterPro domain Regulation of nuclear pre-mRNA protein; (InterPro:IPR006569); contains InterPro domain Protein of unknown function DUF618; (InterPro:IPR006903) | chr5:3145995-3148050 REVERSEnot assigned RPR CID DUF618"	not assigned.unknown	35_2

CUST_347_PI403524517	2	-0.5984559	-0.45329714	0.61372614	0.9979234	0.0673337	-0.0673337	35_91	"Cluster: Nonspecific lipid-transfer protein 4.1 precursor; n=4; Hordeum vulgare|Rep: Nonspecific lipid-transfer protein 4.1 precursor - Hordeum vulgare (Barley)"	UniRef90_Q43767	"CHR5V7|COORD:23942522..23942998| LTP4 (LIPID TRANSFER PROTEIN 4); lipid binding"	AT5G59310.1	CHR11V5|COORD:13168259..13169383|protein nonspecific lipid-transfer protein 1 precursor, putative, expressed	LOC_Os11g24070.1	"no descriptionvery weakly similar to (91.7)AT5G59310| Symbols: LTP4 | LTP4 (LIPID TRANSFER PROTEIN 4); lipid binding | chr5:23942522-23942998 REVERSEweakly similar to ( 154)NLT41_HORVUNon-specific lipid-transfer protein 4.1 precursor - Hordeum vulgare (Barley)nsLTP1 Tryp_alpha_amyl AAI_LTSS AAI"	lipid metabolism.lipid transfer proteins etc	11_6

CUST_61921_PI403524517	2	0.037067413	-0.20723343	-0.041949272	0.021966934	0.5993061	-0.02196598	35_17666	Rep: OSIGBa0113I13.2 protein - Oryza sativa (Rice)	UniRef90_Q01KE5	"CHR1|COORD:19131812..19135986| similar to mannosyl-oligosaccharide 1,2-alpha-mannosidase, putative [Arabidopsis thaliana] (TAIR:At3g21160.1); similar to"	AT1G51590.2	CHR04V5|COORD:30409291..30402082|protein mannosyl-oligosaccharide 1,2-alpha-mannosidase IA, putative, expressed	LOC_Os04g51690.1	 no descriptionweakly similar to ( 120)AT1G51590| Symbols:  | calcium ion binding / mannosyl-oligosaccharide 1,2-alpha-mannosidase | chr1:19131983-19135074 REVERSEnot assigned not assigned not assigned not assigned Glyco_hydro_47 	misc.gluco-, galacto- and mannosidases	26_3

CUST_56779_PI403524517	2	0.017009735	-0.2040062	-0.048049927	0.0035429	0.0060453415	-0.0035438538	35_16171	"Cluster: Tropinone reductase, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Tropinone reductase, putative, expressed - Oryza sativa (jap"	UniRef90_Q10NH5	CHR5V7|COORD:1824067..1825834| tropinone reductase, putative / tropine dehydrogenase, putative	AT5G06060.1	CHR03V5|COORD:8927034..8924117|protein tropinone reductase, putative, expressed	LOC_Os03g16220.1	 no descriptionmoderately similar to ( 351)AT5G06060| Symbols:  | tropinone reductase, putative / tropine dehydrogenase, putative | chr5:1824067-1825834 REVERSEweakly similar to ( 108)GRDH_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK09242 fabG fabG fabG PRK12826 FabG PRK06124 PRK12829 PRK08213 PRK12939 PRK07814 PRK12429 fabG PRK12827 PRK06935 PRK06484 PRK08265 fabG PRK06172 PRK07523 PRK06841 fabG PRK08936 PRK06138 PRK07478 PRK07063 PRK07856 PRK07479 PRK12824 PRK08589 PRK07035 PRK07060 PRK08324 PRK06113 PRK09135 fabG fabG PRK12745 PRK06500 PRK07576 PRK07097 PRK12743 PRK08226 PRK08220 fabG PRK07069 PRK12937 PRK08993 PRK06346 PRK06523 PRK07677 PRK06171 fabG PRK08063 PRK12935 benD PRK12481 PRK08085 PRK07067 PRK06949 fabG PRK06398 PRK08643 PRK08277 adh_short PRK07774 DltE PRK06057 PRK06198 PRK12828 PRK08628 PRK06200 PRK12936 COG4221 PRK06114 PRK07062 fabG PRK07326 PRK12746 PRK12748 PRK07890 PRK07074 fabG PRK06122 fabG PRK05867 PRK07831 PRK12747 PRK07633 PRK06181 PRK06128 PRK09134 PRK05875 PRK07577 PRK06701 PRK06125 fabG PRK12744 PRK08267 PRK07041 DltE PRK06123 fabG PRK07201 PRK09072 PRK08339 PRK12938 PRK06947 PRK07454 PRK09186 PRK08278 PRK08340 PRK06179 PRK08416 PRK05872 PRK07825 PRK07109 PRK08264 PRK12742 PRK08263 PRK12384 FabI fabG PRK05866 PRK12428 PRK05650 PRK05717 PRK08945 PRK07533 PRK07791 PRK06194 PRK07370 PRK07985 PRK05855 PRK08251 PRK06483 PRK05876 PRK12859 PRK08219 KR PRK09730 PRK08017 PRK06182 PRK06180 PRK07832 PRK07102 PRK09291 PRK06940 PRK08594 PRK07806 PRK06482 PRK05693 PRK06139 PRK06914 PRK07024 PRK08690 PRK06079 PRK08703 PRK07578 PRK10538 PRK08303 PRK06953 PRK07775 PRK06196 PRK05884 PRK06300 PRK06997 PRK07889 PRK07984 PRK08159 PRK07023 PRK05993 PRK06101 PRK05854 	misc.nitrilases, *nitrile lyases, berberine bridge enzymes, reticuline oxidases, troponine reductases	26_8

CUST_74297_PI403524517	2	-0.01746273	-1.2737255	-0.119997025	0.22407913	0.04624939	0.017462254	35_21306	"Cluster: Phosphoglucan, water dikinase, chloroplast precursor; n=2; Oryza sativa|Rep: Phosphoglucan, water dikinase, chloroplast precursor - Oryza sativa (Rice)"	UniRef90_Q2QTC2	"CHR5V7|COORD:9261583..9267529| PWD (PHOSPHOGLUCAN WATER DIKINASE); catalytic"	AT5G26570.1	CHR12V5|COORD:11741860..11724731|protein chloroplast alpha-glucan water dikinase isoform 3, putative, expressed	LOC_Os12g20150.1	" no descriptionmoderately similar to ( 285)AT5G26570| Symbols: ATGWD3, OK1, PWD | PWD (PHOSPHOGLUCAN WATER DIKINASE); catalytic | chr5:9261583-9267529 FORWARDmoderately similar to ( 311)PWD_ORYSAPPDK_N PRK06241 PRK06464 PpsA "	major CHO metabolism.degradation.starch.glucan water dikinase	2_2_2_3

CUST_138906_PI403524517	2	0.3177662	0.28246737	0.04975319	-0.049752712	-0.19557142	-0.07837391	35_38964	Rep: PREDICTED: hypothetical protein - Bos taurus	UniRef90_UPI0000EBCF27	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	CHR02V5|COORD:27735070..27729978|protein expressed protein	LOC_Os02g45590.1	no description	not assigned.unknown	35_2

CUST_16308_PI403524517	2	-0.33020687	-0.5456562	0.5597391	0.05348587	0.3671589	-0.05348587	35_4698	"Cluster: Zinc finger protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Zinc finger protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8LHN9	"CHR5V7|COORD:25961564..25962568| CIP8 (COP1-INTERACTING PROTEIN 8); protein binding / zinc ion binding"	AT5G64920.1	CHR07V5|COORD:26171900..26172691|protein ubiquitin-protein ligase CIP8, putative, expressed	LOC_Os07g43740.1	no descriptionvery weakly similar to (87.4)AT1G26800| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr1:9285563-9286177 REVERSEvery weakly similar to (55.8)EL5_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12678 RING PRK12323 COG5540 PRK07003 infB zf-C3HC4 PRK07764 Adeno_PV RING Protamine_P1 DUF1509 TT_ORF1	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_119593_PI403524517	2	-1.8016226	-0.6000018	-1.8153043	0.85444784	0.8660202	0.6000018	35_33834	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_84046_PI403524517	2	0.18915176	-0.48514175	-0.24774551	0.04122734	-0.041228294	0.06783867	35_24087	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_23596_PI403524517	2	-0.23542309	0.124549866	0.50230694	0.10086632	-0.106173515	-0.100865364	35_6859	"Cluster: Os01g0878800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0878800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JH82	CHR4V7|COORD:8618451..8619469| catalytic LigB subunit of aromatic ring-opening dioxygenase family	AT4G15093.1	CHR01V5|COORD:38469544..38465922|protein 4,5-DOPA dioxygenase extradiol, putative, expressed	LOC_Os01g65680.1	no descriptionmoderately similar to ( 350)AT4G15093| Symbols:  | catalytic LigB subunit of aromatic ring-opening dioxygenase family | chr4:8618451-8619469 FORWARDnot assigned not assigned not assigned not assigned LigB COG3384 PRK10628 PRK12678 PRK07003 PRK07764	not assigned.no ontology	35_1

CUST_159545_PI403524517	2	0.28546572	-0.09199619	0.06139517	0.16704845	-0.45626593	-0.061395645	35_44530	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_88868_PI403524517	2	0.14189053	0.3037777	0.37561035	-0.39322615	-0.47205305	-0.141891	35_25428	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_4123_PI404877155	2	0.042804718	0.090807915	-0.042803764	-0.119820595	-0.07484627	0.080060005	Contig14951_at	putative transcriptional adaptor [Oryza sativa (japonica cultivar-group)] gb|AAR87248.1| putative transcriptional adaptor [Oryza sativa (jap	XP_469769.1	transcriptional adaptor (ADA2a)	At3g07740.1	protein putative transcriptional adaptor	Os03g53960	transcriptional adaptor (ADA2b), identical to transcriptional adaptor ADA2b (Arabidopsis thaliana) gi:13591700:gb:AAK31320 or  transcriptional adaptor (ADA2b), identical to transcriptional adaptor ADA2b (Arabidopsis thaliana) gi:13591700:gb:AAK31320 or  t	RNA.regulation of transcription.MYB-related transcription factor family	27_3_26

CUST_3747_PI404877155	2	-0.32049274	0.34416485	0.031643867	-0.031643867	-0.16473007	0.094483376	Contig14345_s_at	secretory carrier membrane protein [Oryza sativa] dbj|BAB63575.1| secretory carrier membrane protein [Oryza sativa (japonica	AAF36688.1	secretory carrier membrane protein (SCAMP) family protein	At2g20840.1	protein SCAMP family, putative	Os01g57220	secretory carrier membrane protein (SCAMP) family protein, contains Pfam domain, PF04144: SCAMP family	transport.misc	34_99

CUST_27160_PI403524517	2	0.006843567	0.7138343	-0.36070442	0.11403799	-0.21441078	-0.00684309	35_7864	"Cluster: Hypothetical protein OSJNBb0028C01.40; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0028C01.40 - Oryza sativa (japonica"	UniRef90_Q8LNI8	"CHR2V7|COORD:16735456..16738238| similar to proline-rich family protein [Arabidopsis thaliana] (TAIR:AT3G09000.1); similar to Os01g0141900 [Oryza"	AT2G40070.1	CHR10V5|COORD:19884604..19881270|protein methyltransferase family protein, putative, expressed	LOC_Os10g37770.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned	not assigned.unknown	35_2

CUST_37913_PI403524517	2	-0.15820503	0.49556637	-0.079935074	0.061816216	-0.06181717	0.22526932	35_10913	"Cluster: CarD-like transcriptional regulator family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: CarD-like transcriptional regulator"	UniRef90_Q2R377	0	0	0	0	no description	not assigned.unknown	35_2

CUST_61996_PI403524517	2	-0.014671326	0.51681614	0.1639204	-0.10356426	-0.15351486	0.014670372	35_17684	"Cluster: Putative growth-on protein GRO10; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative growth-on protein GRO10 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5Z413	CHR1V7|COORD:23622153..23625745| protease-associated (PA) domain-containing protein	AT1G63690.1	CHR06V5|COORD:31150347..31155636|protein signal peptide peptidase-like 2B, putative, expressed	LOC_Os06g51430.1	no descriptionhighly similar to ( 703)AT1G63690| Symbols:  | protease-associated (PA) domain-containing protein | chr1:23622153-23625745 FORWARDnot assigned not assigned not assigned not assigned Peptidase_A22B PSN PA_GO-like PA_subtilisin_1 PA_hPAP21_like PA PA_C_RZF_like PA PA_EDEM3_like PA_C5a_like PA_hSPPL_like PA_SaNapH_like	protein.degradation	29_5

CUST_67679_PI403524517	2	-0.012322426	0.15909576	0.019985199	-0.07358837	-0.0691061	0.0123233795	35_19333	"Cluster: Hypothetical protein OSJNBb0015K05.14; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0015K05.14 - Oryza sativa (japonica"	UniRef90_Q8LN93	CHR4V7|COORD:9311378..9315576| binding	AT4G16530.1	CHR10V5|COORD:19083661..19085899|protein expressed protein	LOC_Os10g36340.2	no descriptionvery weakly similar to (89.7)AT4G16530| Symbols:  | binding | chr4:9311378-9315576 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07764 PRK12323 Totivirus_coat PRK07003 APC_basic PRK12678 FAP Atrophin-1	not assigned.unknown	35_2

CUST_13980_PI403524517	2	-0.010133743	-0.2227726	0.01013279	0.12928486	-0.07736397	0.01013279	35_4006	"Cluster: Putative senescence-associated protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative senescence-associated protein - Oryza sativa (japonic"	UniRef90_Q5Z619	CHR2V7|COORD:8479475..8482103| TET2 (TETRASPANIN2)	AT2G19580.1	CHR02V5|COORD:6677116..6680118|protein senescence-associated protein 5, putative, expressed	LOC_Os02g12750.1	no descriptionmoderately similar to ( 259)AT2G19580| Symbols: TET2 | TET2 (TETRASPANIN2) | chr2:8479475-8482103 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Tetraspannin PRK07003 APC_basic Herpes_BLLF1 DUF566 PRK07764 PRK12323 AF-4 HPC2 PRK12678 TT_ORF1 KAR9	development.unspecified	33_99

CUST_70778_PI403524517	2	0.17052269	-1.0624056	-0.26959038	0.017707825	0.09885979	-0.017707825	35_20279	Rep: Expressed protein - Brachypodium sylvaticum (False brome)	UniRef90_A1YKG6	CHR1V7|COORD:1373484..1375597| protein arginine N-methyltransferase family protein	AT1G04870.2	CHR06V5|COORD:2246874..2249861|protein methyltransferase, putative, expressed	LOC_Os06g05090.2	no descriptionweakly similar to ( 178)AT1G04870| Symbols:  | protein arginine N-methyltransferase family protein | chr1:1373484-1375597 REVERSEnot assigned	misc.O- methyl transferases	26_6

CUST_154345_PI403524517	2	0.061699867	0.16871929	0.170712	-0.061699867	-0.7923291	-0.34935093	35_43131	"Cluster: Putative DNAJ protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative DNAJ protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8H812		0	CHR03V5|COORD:6400849..6406035|protein chaperone protein dnaJ, putative, expressed	LOC_Os03g12236.2	no description	not assigned.unknown	35_2

CUST_113155_PI403524517	2	0.17990446	0.069823265	-0.026233196	-0.053748608	0.026233196	-0.10032272	35_32118	Rep: UPI0000618398 UniRef100 entry - Bos Taurus	UniRef90_UPI0000618398	CHR1V7|COORD:11399903..11405702| actin binding	AT1G31810.1	CHR08V5|COORD:2600123..2603166|protein glycine-rich cell wall structural protein 2 precursor, putative	LOC_Os08g05070.1	no description	not assigned.unknown	35_2

CUST_1152_PI399408534	2	0.007768631	0.09084797	-0.0043678284	-0.091747284	-0.105737686	0.0043678284	35_14379	Rep: 14-3-3-like protein GF14-A - Oryza sativa (Rice)	UniRef90_Q84J55	"CHR1V7|COORD:29466776..29467945| GRF2 (GENERAL REGULATORY FACTOR 2); protein phosphorylated amino acid binding"	AT1G78300.1	CHR08V5|COORD:23617489..23619728|protein 14-3-3-like protein A, putative, expressed	LOC_Os08g37490.1	" no descriptionmoderately similar to ( 365)AT1G78300| Symbols: GF14 OMEGA, GRF2 | GRF2 (GENERAL REGULATORY FACTOR 2); protein phosphorylated amino acid binding | chr1:29466776-29467945 FORWARDmoderately similar to ( 409)14331_ORYSAnot assigned not assigned 14-3-3 14_3_3 BMH1 "	signalling.14-3-3 proteins	30_7

CUST_4072_PI403524517	2	-1.1980953	-0.766417	2.0700588	1.0434513	0.76641655	-0.9097357	35_1126	Rep: H0523F07.8 protein - Oryza sativa (Rice)	UniRef90_Q01JQ5	CHR4V7|COORD:18432944..18433575| lipid-associated family protein	AT4G39730.1	CHR04V5|COORD:22610244..22611348|protein wound/stress protein, putative, expressed	LOC_Os04g38390.1	no descriptionweakly similar to ( 171)AT4G39730| Symbols:  | lipid-associated family protein | chr4:18432944-18433575 FORWARDnot assigned not assigned PLAT_plant_stress PLAT PLAT_repeat	not assigned.no ontology	35_1

CUST_105361_PI403524517	2	0.20722485	0.021274567	-0.57474804	-0.4793043	0.036117554	-0.021273613	35_30009	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_105862_PI403524517	2	0.2844982	0.04756546	-0.052531242	-0.04756546	-0.25246334	0.29189587	35_30141	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_167400_PI403524517	2	0.09785938	0.14199638	-0.097858906	-0.3131318	0.14666367	-0.21715403	35_46625	"Cluster: Putative receptor-like kinase Xa21-binding protein 3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative receptor-like kinase Xa21-binding prote"	UniRef90_Q6KAE5	"CHR5V7|COORD:23412015..23414371| XBAT32 (XB3 ortholog 2 in Arabidopsis thaliana 32); protein binding / zinc ion binding"	AT5G57740.1	CHR02V5|COORD:33589859..33593589|protein XBAT32, putative, expressed	LOC_Os02g54860.2	"no descriptionmoderately similar to ( 263)AT5G57740| Symbols: XBAT32 | XBAT32 (XB3 ortholog 2 in Arabidopsis thaliana 32); protein binding / zinc ion binding | chr5:23412015-23414371 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned ANK"	cell.organisation	31_1

CUST_31834_PI403524517	2	0.19768953	0.5083909	-0.87677574	-0.14999914	0.14999914	-0.23829937	35_9184	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_8677_PI403524517	2	0.044165134	0.2151618	-0.044164658	0.17616177	-0.112136364	-0.14642763	35_2429	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2R2R2	CHR5V7|COORD:5907819..5908139| plastid-specific ribosomal protein-related	AT5G17870.1	CHR11V5|COORD:19977601..19976907|protein plastid-specific ribosomal protein 6 precursor, putative, expressed	LOC_Os11g34940.1	 no descriptionvery weakly similar to (84.3)AT5G17870| Symbols: PSRP6 | plastid-specific ribosomal protein-related | chr5:5907819-5908139 FORWARDvery weakly similar to (94.7)PSRP6_SPIOLPlastid-specific 50S ribosomal protein 6, chloroplast precursor - Spinacia oleracea (Spinach)	protein.synthesis.mito/plastid ribosomal protein.plastid	29_2_1_1

CUST_11830_PI403524517	2	0.036115646	0.22133732	0.034500122	-0.055524826	-0.058797836	-0.034500122	35_3364	"Cluster: Putative tRNA splicing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative tRNA splicing protein - Oryza sativa (japonica cultivar-group"	UniRef90_Q6ERL4	"CHR5V7|COORD:26313575..26314936| ATNIFS1/NIFS1 (ARABIOPSIS THALIANA NITROGEN FIXATION S HOMOLOG 1); cysteine desulfurase/ transaminase"	AT5G65720.1	CHR09V5|COORD:10327825..10332389|protein cysteine desulfurase, mitochondrial precursor, putative, expressed	LOC_Os09g16910.3	 no descriptionhighly similar to ( 643)AT5G65720| Symbols: ATNIFS1, NIFS1 | ATNIFS1/NIFS1 (ARABIOPSIS THALIANA NITROGEN FIXATION S HOMOLOG 1) | chr5:26313959-26314936 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned NifS Aminotran_5 PRK02948 csdA PRK09295 PRK10874 GadB PRK07003 Beta_elim_lyase DUF566 Herpes_BLLF1 COG0075 PRK12323 GLY1 Tymo_45kd_70kd PRK07550 Metaviral_G HPC2 Atrophin-1 AF-4 COG3844 PRK09169 Pneumo_att_G APC_basic KAR9 PRK07764 PRK12372 PRK09331 PRK04366 DUF1421 PRK08853 GRASP55_65 PRK00451 	amino acid metabolism.synthesis.serine-glycine-cysteine group.cysteine	13_1_5_3

CUST_135626_PI403524517	2	-0.004869461	0.2573576	-0.0063409805	-0.09546852	0.0064792633	0.0048704147	35_38040	"Cluster: Ubiquitin-conjugating enzyme 1 like protein; n=4; Magnoliophyta|Rep: Ubiquitin-conjugating enzyme 1 like protein - Arachis hypogaea (Peanut)"	UniRef90_Q06H20	"CHR1V7|COORD:5776543..5777896| UBC36; ubiquitin-protein ligase"	AT1G16890.1	CHR01V5|COORD:27998496..27995241|protein ubiquitin-conjugating enzyme E2 N, putative, expressed	LOC_Os01g48280.1	"no descriptionweakly similar to ( 160)AT1G16890| Symbols: UBC36 | UBC36; ubiquitin-protein ligase | chr1:5776543-5778320 REVERSEvery weakly similar to (72.4)UBC2_WHEATUbiquitin-conjugating enzyme E2-17 kDa - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG5078 UQ_con UBCc UBCc"	protein.degradation.ubiquitin.E2	29_5_11_3

CUST_60213_PI403524517	2	0.0075187683	0.41208458	0.012556076	-0.0075178146	-0.23250866	-0.016361237	35_17164	"Cluster: ATP-dependent DNA ligase; Metal-dependent phosphohydrolase, HD region; TGS; DNA polymerase III clamp loader subunit, C-terminal; n=1; Medicago truncatu"	UniRef90_Q1SB52	"CHR1V7|COORD:20214845..20217429| RSH3 (RELA/SPOT HOMOLOG 3); catalytic"	AT1G54130.1	CHR02V5|COORD:28754076..28761416|protein region found in RelA / SpoT proteins containing protein, expressed	LOC_Os02g47120.1	" no descriptionweakly similar to ( 162)AT1G54130| Symbols: AT-RSH3, RSH3 | RSH3 (RELA/SPOT HOMOLOG 3); catalytic | chr1:20214845-20217429 FORWARDnot assigned SpoT PRK11092 RelA_SpoT relA COG2357 "	not assigned.no ontology	35_1

CUST_8349_PI403524517	2	0.13806152	-0.2687559	-0.03866005	0.18644667	0.037239075	-0.03723955	35_2332	"Cluster: Putative heat-shock protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative heat-shock protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q850Z2	CHR4V7|COORD:9096820..9100608| lipase class 3 family protein	AT4G16070.1	CHR03V5|COORD:34839864..34835273|protein triacylglycerol lipase, putative, expressed	LOC_Os03g61540.2	no descriptionvery weakly similar to (74.7)AT4G16070| Symbols:  | lipase class 3 family protein | chr4:9096820-9100608 REVERSE	lipid metabolism.lipid degradation.lipases.triacylglycerol lipase	11_9_2_1

CUST_24574_PI403524517	2	-0.057707787	0.32549763	-0.50012684	-0.2097044	0.06409073	0.057707787	35_7133	"Cluster: Hypothetical protein; n=1; Anaeromyxobacter sp. Fw109-5|Rep: Hypothetical protein - Anaeromyxobacter sp. Fw109-5"	UniRef90_A1HY15	"CHR3V7|COORD:22290842..22291608| UCC3 (UCLACYANIN 3); copper ion binding"	AT3G60280.1	CHR01V5|COORD:15340141..15333878|protein RNA binding protein, putative, expressed	LOC_Os01g26940.1	no description	not assigned.unknown	35_2

CUST_9684_PI403524517	2	0.09081459	0.5100508	-0.10304546	-0.2009964	-0.090587616	0.09058666	35_2730	"Cluster: Putative GAMYB-binding protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative GAMYB-binding protein - Oryza sativa (japonica cultivar-group"	UniRef90_Q7F8T9	CHR3V7|COORD:4332377..4334610| WD-40 repeat family protein	AT3G13340.1	CHR08V5|COORD:24442719..24446515|protein WD-repeat protein-like, putative, expressed	LOC_Os08g38880.1	no descriptionhighly similar to ( 588)AT3G13340| Symbols:  | WD-40 repeat family protein | chr3:4332377-4334610 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned WD40 COG2319	not assigned.no ontology	35_1

CUST_21069_PI403524517	2	0.26561928	0.25820446	0.015011787	-0.0578928	-0.10647631	-0.015012264	35_6115	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_100658_PI403524517	2	0.019273758	-0.62807465	-0.061299324	0.031539917	0.20908451	-0.019272804	35_28728	"Cluster: GTP-binding protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: GTP-binding protein, putative, expressed - Oryza sativa (jap"	UniRef90_Q10PJ0	"CHR2V7|COORD:9746556..9748001| EMB2001 (EMBRYO DEFECTIVE 2001); GTP binding"	AT2G22870.1	CHR03V5|COORD:7001957..7005285|protein GTP-binding protein, putative, expressed	LOC_Os03g13000.2	"no descriptionmoderately similar to ( 326)AT2G22870| Symbols: EMB2001 | EMB2001 (EMBRYO DEFECTIVE 2001); GTP binding | chr2:9746556-9748001 FORWARDnot assigned YihA_EngB PRK00454 COG0218 MMR_HSR1 Era_like EngA2 EngA1 Era PRK04213 engA COG1161 era PRK09518 MJ1464 COG1160 YlqF trmE Era ThdF YqeH"	not assigned.unknown	35_2

CUST_59258_PI403524517	2	0.25073338	-0.8970437	-0.17564774	0.10122013	-0.008151054	0.008151054	35_16898	"Cluster: Hypothetical protein OJ1579_C03.19; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1579_C03.19 - Oryza sativa (japonica cultiv"	UniRef90_Q6ZJE5	CHR5V7|COORD:15770541..15771290| circadian clock coupling factor-related	AT5G39360.1	CHR07V5|COORD:24394455..24399093|protein circadian clock coupling factor ZGT, putative, expressed	LOC_Os07g40710.2	no descriptionmoderately similar to ( 385)AT5G39360| Symbols:  | circadian clock coupling factor-related | chr5:15770541-15771290 REVERSEnot assigned	not assigned.no ontology	35_1

CUST_23142_PI403524517	2	0.082933426	-0.5728359	-0.42678928	0.05317402	0.18310547	-0.053173065	35_6727	Rep: INDETERMINATE-related protein 7 - Zea mays (Maize)	UniRef90_Q5UDB7	"CHR2V7|COORD:505522..509153| ATIDD5 (ARABIDOPSIS THALIANA INDETERMINATE(ID)-DOMAIN 5); nucleic acid binding / transcription factor/ zinc ion binding"	AT2G02070.1	CHR09V5|COORD:22070270..22063973|protein INDETERMINATE-related protein 1, putative, expressed	LOC_Os09g38340.3	no descriptionnot assigned	not assigned.unknown	35_2

CUST_113452_PI403524517	2	-0.24431801	-0.17200089	0.07711363	2.4557114E-4	-2.4557114E-4	0.093010426	35_32202	Rep: Putative calcium-transporting ATPase - Oryza sativa (Rice)	UniRef90_Q8S856	"CHR2V7|COORD:16735456..16738238| similar to proline-rich family protein [Arabidopsis thaliana] (TAIR:AT3G09000.1); similar to Os01g0141900 [Oryza"	AT2G40070.1	CHR10V5|COORD:14355973..14352597|protein calcium-transporting ATPase 13, plasma membrane-type, putative, expressed	LOC_Os10g28240.1	no description	not assigned.unknown	35_2

CUST_38611_PI403524517	2	-9.050369E-4	0.3963337	-0.15777874	9.0408325E-4	-0.13547325	0.06258488	35_11108	"Cluster: Putative transcription factor Myb1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative transcription factor Myb1 - Oryza sativa (japonica cultiv"	UniRef90_Q84PW9	0	0	CHR08V5|COORD:2928442..2933853|protein myb-like DNA-binding domain, SHAQKYF class family protein, expressed	LOC_Os08g05510.1	no description	not assigned.unknown	35_2

CUST_6541_PI404877155	2	0.12289429	0.027309418	-0.027308464	-0.02815628	-0.098804474	0.14652061	Contig19513_at	putative histone-lysine N-methyltransferase [Oryza sativa (japonica cultivar-group)]	BAC98666.1	SET domain-containing protein (SUVH6)	At2g22740.2	protein YDG/SRA domain, putative	Os09g19830	"SET domain-containing protein (SUVH6), identical to SUVH6 (Arabidopsis thaliana) GI:13517753; contains Pfam profiles PF00856: SET domain, PF05033: Pre-SET motif, PF02182: YDG/SRA domain or  SET domain-containing protein (SUVH6), identical to SUVH6 (Arabid"	RNA.regulation of transcription.SET-domain transcriptional regulator family	27_3_69

CUST_167660_PI403524517	2	-0.22617865	-0.016448498	-0.005394459	0.13418245	0.10971069	0.005394459	35_46701	Rep: Caffeic acid O-methyltransferase - Triticum aestivum (Wheat)	UniRef90_Q84N28	CHR5V7|COORD:21999301..22001393| ATOMT1 (O-METHYLTRANSFERASE 1)	AT5G54160.1	CHR08V5|COORD:3334615..3331407|protein quercetin 3-O-methyltransferase 1, putative, expressed	LOC_Os08g06100.1	 no descriptionweakly similar to ( 112)AT5G54160| Symbols: OMT1, ATOMT1 | ATOMT1 (O-METHYLTRANSFERASE 1) | chr5:21999301-22001393 FORWARDweakly similar to ( 121)OMT1_ORYSAnot assigned Methyltransf_2 	secondary metabolism.phenylpropanoids.lignin biosynthesis.COMT	16_2_1_9

CUST_30879_PI403524517	2	0.07032299	-0.07328892	-0.14344501	-0.011284828	0.022683144	0.011284828	35_8912	"Cluster: Potential U2 snRNA pseudouridine synthase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Potential U2 snRNA pseudouridine synthase-like - Oryza"	UniRef90_Q5ZBZ5	CHR3V7|COORD:1321459..1325955| pseudouridylate synthase	AT3G04820.1	CHR01V5|COORD:32994273..32987548|protein pseudouridylate synthase, putative, expressed	LOC_Os01g56620.1	no descriptionmoderately similar to ( 211)AT3G04820| Symbols:  | pseudouridylate synthase | chr3:1321459-1325955 REVERSEnot assigned PseudoU_synth_ScPUS7 PseudoU_synth_TruD_like	not assigned.unknown	35_2

CUST_152170_PI403524517	2	0.308506	-0.262959	-0.010290623	0.103161335	-0.11390543	0.010290623	35_42536	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_10085_PI399408534	2	-0.21099234	-0.77485895	0.5615034	0.099672794	0.5564499	-0.09967327	35_27746	"Cluster: OSJNBa0010D21.13 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0010D21.13 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XT53	"CHR4V7|COORD:17400995..17403137| AP2 (APETALA 2); transcription factor"	AT4G36920.1	CHR04V5|COORD:32852555..32856304|protein AP2 domain containing protein, expressed	LOC_Os04g55560.3	" no descriptionmoderately similar to ( 249)AT4G36920| Symbols: FLO2, FL1, AP2 | AP2 (APETALA 2); transcription factor | chr4:17400995-17403137 FORWARDweakly similar to ( 124)BBM2_BRANAProtein BABY BOOM 2 - Brassica napus (Rape)AP2 AP2 AP2 "	RNA.regulation of transcription.AP2/EREBP, APETALA2/Ethylene-responsive element binding protein family	27_3_3

CUST_32436_PI399408534	2	-0.5235944	0.36884642	0.054156303	0.10079622	-0.100735664	-0.054156303	35_4979	"Cluster: Putative tRNA modification GTPase trmE; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative tRNA modification GTPase trmE - Oryza sativa (japonic"	UniRef90_Q6Z9X4	CHR1V7|COORD:29338429..29341191| tRNA modification GTPase, putative	AT1G78010.1	CHR08V5|COORD:19323595..19327600|protein tRNA modification GTPase trmE, putative, expressed	LOC_Os08g31460.1	 no descriptionweakly similar to ( 127)AT1G78010| Symbols:  | tRNA modification GTPase, putative | chr1:29338429-29341191 FORWARDnot assigned trmE ThdF 	signalling.G-proteins	30_5

CUST_4627_PI403524517	2	0.06822586	0.37129974	-0.16428757	-0.19114208	0.03563881	-0.03563881	35_1278	"Cluster: OSJNBb0039L24.13 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBb0039L24.13 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XMK5	CHR5V7|COORD:8010007..8011456| remorin family protein	AT5G23750.2	CHR04V5|COORD:26449344..26445600|protein remorin, putative, expressed	LOC_Os04g45070.2	no description	not assigned.unknown	35_2

CUST_172365_PI403524517	2	0.030665398	0.17733574	-0.0057172775	0.0030031204	-0.35531855	-0.003004074	35_48012	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_14880_PI403524517	2	-0.78986263	0.64465237	0.03937435	-0.03937435	0.1512146	-0.24231815	35_4289	"Cluster: Hypothetical protein OSJNBa0014O06.9; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0014O06.9 - Oryza sativa (japonica cu"	UniRef90_Q8H063	CHR4V7|COORD:16260881..16262708| protein phosphatase 2C family protein / PP2C family protein	AT4G33920.1	CHR03V5|COORD:5604848..5606901|protein catalytic/ protein phosphatase type 2C, putative, expressed	LOC_Os03g10950.1	no descriptionweakly similar to ( 187)AT4G33920| Symbols:  | protein phosphatase 2C family protein / PP2C family protein | chr4:16260881-16262708 FORWARDnot assigned not assigned not assigned not assigned PP2Cc PP2Cc PP2C infB PRK12678	protein.postranslational modification	29_4

CUST_132820_PI403524517	2	0.0071954727	0.38446522	0.14113522	-0.09573078	-0.030949593	-0.007194519	35_37298	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10CF1	CHR1V7|COORD:5880495..5884650| zinc ion binding	AT1G17210.1	CHR03V5|COORD:32537963..32530630|protein expressed protein	LOC_Os03g57160.1	no descriptionweakly similar to ( 139)AT1G17210| Symbols:  | zinc ion binding | chr1:5880495-5884650 REVERSE	not assigned.no ontology	35_1

CUST_103647_PI403524517	2	0.10881615	0.5009165	-0.14428997	-0.10881662	-0.1400733	0.3044505	35_29551	Rep: ENSANGP00000021377 - Anopheles gambiae str. PEST	UniRef90_Q7QE60		0	0	0	no description	not assigned.unknown	35_2

CUST_62930_PI403524517	2	0.02317524	0.54563236	-0.029989243	-0.006439209	-0.041153908	0.006439209	35_17950	"Cluster: Os03g0186800 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os03g0186800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DUH0	"CHR3V7|COORD:19701707..19703468| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G36680.1); similar to Modifier of rudimentary protein, expressed"	AT3G53120.1	CHR03V5|COORD:4512003..4515742|protein vacuolar protein sorting 37C, putative, expressed	LOC_Os03g08770.1	" no descriptionmoderately similar to ( 203)AT3G53120| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G36680.1); similar to Modifier of rudimentary protein, expressed [Oryza sativa (japonica cultivar-group)] (GB:ABF94363.1); contains InterPro domain Modifier of rudimentary, Modr; (InterPro:IPR009851) | chr3:19701707-19703468 REVERSEnot assigned Mod_r PRK03918 "	not assigned.unknown	35_2

CUST_93804_PI403524517	2	0.52816534	-0.11391163	0.07035065	-0.070351124	-0.1082592	0.07130194	35_26820	"Cluster: Hypothetical protein P0700F06.21; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0700F06.21 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6K681	CHR3V7|COORD:11739528..11741326| F-box family protein	AT3G29830.1	CHR02V5|COORD:33718795..33716274|protein F-box domain containing protein, expressed	LOC_Os02g55050.1	no description	not assigned.unknown	35_2

CUST_40361_PI403524517	2	0.27615643	-0.03452301	0.034522057	-0.123529434	-0.052372932	0.19060326	35_11610	"Cluster: Tetratricopeptide repeat (TPR)-containing protein-like protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Tetratricopeptide repeat"	UniRef90_Q84NS6	CHR5V7|COORD:5679997..5685599| tetratricopeptide repeat (TPR)-containing protein	AT5G17270.1	CHR07V5|COORD:15785663..15767198|protein TPR Domain containing protein, expressed	LOC_Os07g27180.1	no descriptionweakly similar to ( 108)AT5G17270| Symbols:  | tetratricopeptide repeat (TPR)-containing protein | chr5:5679997-5685599 FORWARDnot assigned	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_85981_PI403524517	2	-0.00779438	-0.55791664	-0.10550594	0.015918732	0.007795334	0.07193565	35_24624	"Cluster: Origin recognition complex subunit 4-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Origin recognition complex subunit 4-like - Oryza sativa (j"	UniRef90_Q5N8Q4	"CHR2V7|COORD:87361..88026| ATORC4/ORC4 (ORIGIN RECOGNITION COMPLEX SUBUNIT 4); protein binding"	AT2G01120.1	CHR01V5|COORD:28488580..28492963|protein origin recognition complex subunit 4, putative, expressed	LOC_Os01g49010.2	" no descriptionweakly similar to ( 125)AT2G01120| Symbols: ORC4, ATORC4 | ATORC4/ORC4 (ORIGIN RECOGNITION COMPLEX SUBUNIT 4); protein binding | chr2:87361-88026 FORWARDnot assigned "	not assigned.no ontology	35_1

CUST_71904_PI403524517	2	-0.073937416	0.16845226	0.19390488	-0.032723427	0.032722473	-0.05641365	35_20613	"Cluster: P0497A05.15 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: P0497A05.15 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8L3R7	"CHR5V7|COORD:25350711..25352625| BT1 (BTB and TAZ domain protein 1); protein binding / transcription regulator"	AT5G63160.1	CHR01V5|COORD:39871076..39875470|protein protein binding protein, putative, expressed	LOC_Os01g68020.1	"no descriptionvery weakly similar to (95.1)AT3G48360| Symbols: BT2 | BT2 (BTB and TAZ domain protein 2); protein binding / transcription regulator | chr3:17919467-17921456 REVERSEnot assigned ZnF_TAZ"	protein.degradation.ubiquitin.E3.BTB/POZ Cullin3.BTB/POZ	29_5_11_4_5_2

CUST_27383_PI399408534	2	0.018512726	0.37782574	-0.018512726	-0.044293404	-0.091236115	0.11168766	35_2937	"Cluster: Putative p68 RNA helicase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative p68 RNA helicase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5VQL1	CHR3V7|COORD:213084..216149| DRH1 (DEAD box RNA helicase 1)	AT3G01540.1	CHR01V5|COORD:3715439..3710489|protein ATP-dependent RNA helicase-like protein DB10, putative, expressed	LOC_Os01g07740.3	 no descriptionhighly similar to ( 712)AT3G01540| Symbols: ATDRH1, DRH1 | DRH1 (DEAD box RNA helicase 1) | chr3:213084-216149 REVERSEhighly similar to ( 683)DB10_NICSYATP-dependent RNA helicase-like protein DB10 - Nicotiana sylvestris (Wood tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned SrmB PRK11776 PRK10590 DEADc PRK11192 PRK01297 PRK11634 PRK04837 PRK04537 DEAD DEXDc HELICc RecQ DEXDc Lhr Helicase_C COG1205 HELICc SSL2 PRK11057 COG1204 COG1202 RecG DEXHc MPH1 PRK12323 PRK09751 PRK07764 PRK02362 PRK01172 Tymo_45kd_70kd 	RNA.processing.RNA helicase	27_1_2

CUST_167284_PI403524517	2	0.010271072	-0.009807587	-0.026151657	0.0098080635	0.17487478	-0.113847256	35_46595	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_35710_PI403524517	2	0.026758194	0.2310257	-0.026759148	-0.06297016	-0.07313633	0.0436697	35_10298	"Cluster: SABRE, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: SABRE, putative, expressed - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10F47	CHR1V7|COORD:21590982..21605038| SAB (SABRE)	AT1G58250.1	CHR03V5|COORD:27049625..27060022|protein SAB, putative, expressed	LOC_Os03g47760.1	no descriptionmoderately similar to ( 213)AT1G58250| Symbols: SAB | SAB (SABRE) | chr1:21590982-21605038 REVERSEnot assigned	development.unspecified	33_99

CUST_2621_PI404877155	2	-0.07220459	0.47976303	0.13829231	-0.18562794	0.07220459	-0.11331177	Contig13050_at	DNA-directed RNA polymerase II, putative [Arabidopsis thaliana]	NP_188323.1	DNA-directed RNA polymerase II, putative	At3g16980.1	protein RNA Polymerase II subunit 14.5 kD, putative	Os12g37370	"DNA-directed RNA polymerase II, putative, similar to SP:P36958 DNA-directed RNA polymerase II 15.1 kDa polypeptide (EC 2.7.7.6) {Drosophila melanogaster}; contains Pfam profile PF02150: RNA polymerases M/15 Kd subunit"	RNA.transcription	27_2

CUST_170775_PI403524517	2	0.155231	-0.5148363	-0.13252544	-0.03461027	0.03461027	0.32795238	35_47570	"Cluster: Hypothetical protein P0643F09.17; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0643F09.17 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6K6B0	"CHR4V7|COORD:14208646..14211817| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G20240.1); similar to conserved hypothetical protein [Medicago"	AT4G28760.1	CHR02V5|COORD:34985331..34990772|protein expressed protein	LOC_Os02g57140.3	"no descriptionweakly similar to ( 128)AT4G28760| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G20240.1); similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE89949.1); contains domain PHOSPHATIDYLINOSITOL N-ACETYLGLUCOSAMINYLTRANSFERASE SUBUNIT P (DOWN SYNDROME CRITICAL REGION PROTEIN 5)-RELATED (PTHR21726); contains domain gb def: Hypothetical protein At4g28760 (PTHR21726:SF7) | chr4:14208646-14211817 FORWARD"	not assigned.unknown	35_2

CUST_22646_PI399408534	2	0.19463778	-0.018814564	0.031644344	-0.029360771	-0.31061745	0.018814087	35_20272	"Cluster: Hypothetical protein OJ1735_C10.1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1735_C10.1 - Oryza sativa (japonica cultivar"	UniRef90_Q65XL7	"CHR2V7|COORD:19029645..19033894| SPA1 (SUPPRESSOR OF PHYA-105 1); signal transducer"	AT2G46340.1	CHR05V5|COORD:28369659..28361725|protein SPA1, putative, expressed	LOC_Os05g49590.2	"no descriptionmoderately similar to ( 478)AT2G46340| Symbols: SPA1 | SPA1 (SUPPRESSOR OF PHYA-105 1); signal transducer | chr2:19029645-19033894 REVERSEmoderately similar to ( 296)COP1_PEAE3 ubiquitin-protein ligase COP1 - Pisum sativum (Garden pea)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned WD40 COG2319"	signalling.light	30_11

CUST_6607_PI404877155	2	-0.06766415	-0.5995922	0.12621403	0.05148983	0.18083858	-0.051488876	Contig19630_at	small basic membrane integral protein ZmSIP2-1 [Zea mays]	AAK26766.1	small basic membrane integral family protein	At3g56950.1	protein small basic membrane integral protein ZmSIP2-1	Os03g20410	small basic membrane integral family protein, contains similarity to small basic membrane integral protein ZmSIP2-1 (GI:13447817) (Zea mays)	transport.Major Intrinsic Proteins.SIP	34_19_4

CUST_81776_PI403524517	2	-0.03305626	-0.011931419	0.011930466	-0.099430084	0.09168625	0.10660839	35_23456	"Cluster: Hypothetical protein OJ1359_D06.28; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1359_D06.28 - Oryza sativa (japonica cultiv"	UniRef90_Q6ETC9	"CHR5V7|COORD:8453669..8455361| similar to Os02g0106700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001045629.1); similar to MGC83919 protein"	AT5G24680.1	CHR02V5|COORD:391819..395803|protein expressed protein	LOC_Os02g01710.4	"no descriptionmoderately similar to ( 249)AT5G24680| Symbols:  | similar to Os02g0106700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001045629.1); similar to MGC83919 protein [Xenopus laevis] (GB:AAH76846.1); contains InterPro domain Protein of unknown function DUF1671; (InterPro:IPR012462) | chr5:8453669-8455361 FORWARDnot assigned Peptidase_C78"	not assigned.unknown	35_2

CUST_4150_PI399408534	2	0.011755943	0.5434723	0.17561436	-0.15837097	-0.01673603	-0.011756897	35_49722	"Cluster: Os08g0289300 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os08g0289300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J6P3	"CHR2V7|COORD:7104720..7108178| DRD1 (DEFECTIVE IN RNA-DIRECTED DNA METHYLATION 1); ATP binding / DNA binding / helicase/ nucleic acid binding"	AT2G16390.1	CHR08V5|COORD:11512467..11505987|protein retrotransposon protein, putative, Ty1-copia subclass	LOC_Os08g19250.1	" no descriptionweakly similar to ( 177)AT2G16390| Symbols: CHR35, DRD1 | DRD1 (DEFECTIVE IN RNA-DIRECTED DNA METHYLATION 1); ATP binding / DNA binding / helicase/ nucleic acid binding | chr2:7104720-7108178 FORWARDvery weakly similar to (53.9)ISW2_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned HepA HELICc Helicase_C HELICc "	RNA.regulation of transcription.Chromatin Remodeling Factors	27_3_44

CUST_155269_PI403524517	2	0.45673037	0.66922283	0.050851345	-0.050851345	-0.4833169	-0.31020737	35_43372	"Cluster: Chaperone protein dnaJ-related-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Chaperone protein dnaJ-related-like - Oryza sativa (japonica"	UniRef90_Q6EPX0	CHR5V7|COORD:1853755..1855764| chaperone protein dnaJ-related	AT5G06130.2	CHR02V5|COORD:19711814..19709002|protein expressed protein	LOC_Os02g33149.1	no description	not assigned.unknown	35_2

CUST_3533_PI404877155	2	-0.049432755	0.20247936	-0.14236641	0.09402466	-0.3375225	0.0494318	Contig14032_at	0	0	0	0	0	0	"abscisic acid-responsive HVA22 family protein, weak similarity to SP:Q00765 Polyposis locus protein 1 (TB2 protein) {Homo sapiens}; contains Pfam profile PF03134: TB2/DP1, HVA22 family"	hormone metabolism.abscisic acid.induced-regulated-responsive-activated	17_1_3

CUST_29266_PI403524517	2	0.3698616	0.31869602	0.098979	-0.15855408	-0.098979	-0.099684715	35_8457	"Cluster: SAM-dependent methyltransferase-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: SAM-dependent methyltransferase-like protein - Oryza sat"	UniRef90_Q6YUR7	"CHR2V7|COORD:9048021..9050217| similar to Predicted DNA methylase (ISS) [Ostreococcus tauri] (GB:CAL57295.1); similar to Os02g0121200 [Oryza sativa (japonica"	AT2G21070.1	CHR02V5|COORD:1111999..1106246|protein expressed protein	LOC_Os02g02880.1	"no descriptionweakly similar to ( 123)AT2G21070| Symbols:  | similar to Predicted DNA methylase (ISS) [Ostreococcus tauri] (GB:CAL57295.1); similar to Os02g0121200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001045716.1); contains InterPro domain Protein of unknown function DUF890; (InterPro:IPR010286) | chr2:9048021-9049687 FORWARD"	not assigned.unknown	35_2

CUST_60797_PI403524517	2	0.14654922	0.062880516	-0.022066116	-0.04650116	-0.045233727	0.022066116	35_17340	"Cluster: Putative anthranilate phosphoribosyltransferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative anthranilate phosphoribosyltransferase - Ory"	UniRef90_Q60EW9	CHR3V7|COORD:21442175..21444496| C2 domain-containing protein	AT3G57880.1	CHR05V5|COORD:17730932..17735324|protein phosphoribosylanthranilate transferase, putative, expressed	LOC_Os05g30750.7	no descriptionhighly similar to ( 587)AT3G57880| Symbols:  | C2 domain-containing protein | chr3:21442175-21444496 REVERSEPRT_C Pex24p	not assigned.no ontology.C2 domain-containing protein	35_1_19

CUST_14074_PI403524517	2	-0.12555695	0.6054392	-0.0068826675	0.046593666	0.006883621	-0.28440762	35_4035	Rep: Temperature-induced lipocalin-2 - Hordeum vulgare (Barley)	UniRef90_Q38JE4	CHR5V7|COORD:23517738..23518382| lipocalin, putative	AT5G58070.1	CHR08V5|COORD:21274565..21275937|protein OsTIL-2 - Oryza sativa Temperature-induced lipocalin-2, expressed	LOC_Os08g34150.1	 no descriptionmoderately similar to ( 237)AT5G58070| Symbols:  | lipocalin, putative | chr5:23517738-23518382 REVERSEnot assigned not assigned not assigned not assigned not assigned Lipocalin_2 Blc PRK10477 DUF1509 	not assigned.no ontology	35_1

CUST_6585_PI403524517	2	-0.01246357	0.6084051	0.32920074	0.01246357	-0.2552824	-0.06598091	35_1827	"Cluster: Seed imbibition protein; n=1; Hordeum vulgare|Rep: Seed imbibition protein - Hordeum vulgare (Barley)"	UniRef90_Q40077	"CHR3V7|COORD:21299959..21303671| ATSIP2 (ARABIDOPSIS THALIANA SEED IMBIBITION 2); hydrolase, hydrolyzing O-glycosyl compounds"	AT3G57520.1	CHR07V5|COORD:5892432..5888858|protein stachyose synthase precursor, putative, expressed	LOC_Os07g10840.1	" no descriptionhighly similar to ( 888)AT3G57520| Symbols: ATSIP2 | ATSIP2 (ARABIDOPSIS THALIANA SEED IMBIBITION 2); hydrolase, hydrolyzing O-glycosyl compounds | chr3:21300276-21303671 REVERSEmoderately similar to ( 327)STSYN_PEAStachyose synthase precursor - Pisum sativum (Garden pea)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Raffinose_syn Herpes_BLLF1 PRK07003 PRK07764 PRK12678 Pneumo_att_G PRK12323 DUF566 AF-4 Atrophin-1 Herpes_UL32 APC_basic TT_ORF1 HPC2 "	minor CHO metabolism.raffinose family.raffinose synthases.putative	3_1_2_2

CUST_106674_PI403524517	2	0.022884846	1.0111666	0.67379856	-0.4348812	-0.022884846	-0.11338186	35_30358	"Cluster: Putative bacterial-induced peroxidase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative bacterial-induced peroxidase - Oryza sativa (japonica"	UniRef90_Q654F1	CHR2V7|COORD:9520421..9521564| peroxidase 17 (PER17) (P17)	AT2G22420.1	CHR06V5|COORD:19258379..19257150|protein peroxidase 2 precursor, putative, expressed	LOC_Os06g33080.1	no descriptionweakly similar to ( 157)AT4G16270| Symbols:  | peroxidase 40 (PER40) (P40) | chr4:9205054-9206499 FORWARDweakly similar to ( 158)PERP7_BRARAPeroxidase P7 - Brassica rapa (Turnip)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned secretory_peroxidase peroxidase plant_peroxidase PRK07003 HPC2	misc.peroxidases	26_12

CUST_113266_PI403524517	2	0.19049549	-0.009460449	0.009459972	0.02273941	-0.09664869	-0.03517008	35_32153	"Cluster: Similarity to amino acid transporter; n=1; Arabidopsis thaliana|Rep: Similarity to amino acid transporter - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9LHN7	CHR3V7|COORD:4450911..4452563| amino acid permease family protein	AT3G13620.1	CHR03V5|COORD:14817884..14815095|protein cationic amino acid transporter, putative	LOC_Os03g25920.1	no descriptionweakly similar to ( 133)AT3G13620| Symbols:  | amino acid permease family protein | chr3:4450911-4452563 REVERSEnot assigned not assigned not assigned	transport.amino acids	34_3

CUST_99822_PI403524517	2	0.48009777	-0.44547987	0.09275389	0.012713432	-0.012713432	-0.23375511	35_28497	"Cluster: Putative tRNA/rRNA methyltransferase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative tRNA/rRNA methyltransferase - Oryza sativa (japonica"	UniRef90_Q5JKV8		0	0	0	no description	not assigned.unknown	35_2

CUST_29454_PI403524517	2	0.2368679	0.63514614	0.036188126	-0.068115234	-0.18265152	-0.036187172	35_8508	Rep: Protein At1g43260 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q3ECY5	"CHR1V7|COORD:16320693..16321674| similar to protein dimerization [Arabidopsis thaliana] (TAIR:AT5G31412.1); similar to hAT dimerisation domain-containing"	AT1G43260.1	CHR12V5|COORD:21376254..21379923|protein transposon protein, putative, Ac/Ds sub-class	LOC_Os12g35220.1	"no descriptionweakly similar to ( 168)AT1G43260| Symbols:  | similar to protein dimerization [Arabidopsis thaliana] (TAIR:AT5G31412.1); similar to hAT dimerisation domain-containing protein-like [Oryza sativa (japonica cultivar-group)] (GB:BAD68478.1); similar to hAT family dimerisation domain containing protein [Oryza sativa (japonica cultivar-group)] (GB:ABA98840.1); contains InterPro domain Protein of unknown function DUF659; (InterPro:IPR007021) | chr1:16320693-16321674 FORWARDDUF659"	not assigned.unknown	35_2

CUST_121910_PI403524517	2	-2.8324127E-4	0.044005394	2.8324127E-4	-0.03401184	-0.004275322	0.04673195	35_34419	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_170733_PI403524517	2	-0.024133682	-0.31279278	0.024132729	0.22755527	-0.059236526	0.16529655	35_47556	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_58054_PI403524517	2	-0.251359	0.41043282	-0.20338345	0.046901703	-0.046901703	0.081718445	35_16554	"Cluster: Hypothetical protein B1147A04.15; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1147A04.15 - Oryza sativa (japonica cultivar-g"	UniRef90_Q8RZB7	CHR2V7|COORD:17269163..17269813| calmodulin, putative	AT2G41410.1	CHR01V5|COORD:42145130..42146336|protein calmodulin-like protein 1, putative, expressed	LOC_Os01g72080.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned EFh TT_ORF1 PRK12323 FRQ1 PRK12678 PRK07003 Atrophin-1 DUF390 DUF1777 HPC2 AF-4 Protamine_P1 KAR9 Tymo_45kd_70kd DUF936 PRK07764	not assigned.unknown	35_2

CUST_24252_PI399408534	2	-0.06952572	0.40280914	0.05507469	-0.07540989	-0.05507469	0.10691643	35_19610	"Cluster: DNA cytosine methyltransferase Zmet3, putative, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: DNA cytosine methyltransferase Zmet3, putat"	UniRef90_Q10SU5	CHR5V7|COORD:4715432..4718581| DRM2 (DOMAINS REARRANGED METHYLTRANSFERASE 2)	AT5G14620.1	CHR03V5|COORD:610979..614805|protein DNA cytosine methyltransferase Zmet3, putative, expressed	LOC_Os03g02010.2	 no descriptionmoderately similar to ( 498)AT5G14620| Symbols: DMT7, DRM2 | DRM2 (DOMAINS REARRANGED METHYLTRANSFERASE 2) | chr5:4715432-4718581 REVERSEDcm DNA_methylase 	RNA.regulation of transcription.DNA methyltransferases	27_3_46

CUST_61559_PI403524517	2	0.0802784	0.5709076	0.0066871643	-0.27277565	-0.3283291	-0.0066862106	35_17570	Rep: STS14 protein precursor - Solanum tuberosum (Potato)	UniRef90_Q41495	CHR5V7|COORD:26591481..26592038| allergen V5/Tpx-1-related family protein	AT5G66590.1	CHR06V5|COORD:14209394..14209921|protein pathogenesis-related protein PRB1-3 precursor, putative	LOC_Os06g24290.1	no descriptionvery weakly similar to (86.3)AT5G66590| Symbols:  | allergen V5/Tpx-1-related family protein | chr5:26591481-26592038 FORWARDvery weakly similar to (92.4)ST14_SOLTUSTS14 protein precursor - Solanum tuberosum (Potato)not assigned not assigned SCP SCP SCP	stress.biotic	20_1

CUST_63362_PI403524517	2	0.06308842	0.15833092	-0.16406155	-0.10625839	0.05873108	-0.05873108	35_18092	"Cluster: Ribosomal RNA apurinic site specific lyase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Ribosomal RNA apurinic site specific lyase-like - Ory"	UniRef90_Q5ZB57	CHR1V7|COORD:9039777..9042860| protein kinase	AT1G26150.1	CHR01V5|COORD:23690620..23692846|protein ribosomal RNA apurinic site specific lyase, putative, expressed	LOC_Os01g41290.1	no description	not assigned.unknown	35_2

CUST_164042_PI403524517	2	0.015159607	0.20161629	0.2832756	-0.048373222	-0.22098398	-0.015160561	35_45733	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_27591_PI403524517	2	0.039793015	-0.51393986	-0.046365738	-0.039793015	0.121673584	0.1777296	35_7982	Rep: RIX4 - Oryza sativa (Rice)	UniRef90_Q9AXN6	CHR3V7|COORD:22008239..22011473| SYN3 (Sister chromatid cohesion 1 protein 3)	AT3G59550.1	CHR08V5|COORD:10153890..10159336|protein sister chromatid cohesion 1 protein 3, putative, expressed	LOC_Os08g16610.2	 no descriptionvery weakly similar to (89.0)AT3G59550| Symbols: ATRAD21.2, SYN3 | SYN3 (Sister chromatid cohesion 1 protein 3) | chr3:22008239-22011473 FORWARDnot assigned Rad21_Rec8 	not assigned.no ontology	35_1

CUST_81654_PI403524517	2	0.13515377	-0.4652462	0.025637627	-0.08440685	-0.02563858	0.20225906	35_23421	Rep: F14P13.23 protein - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q9SS29	CHR3V7|COORD:3143479..3154649| kinesin motor protein-related	AT3G10180.1	0	0	no descriptionvery weakly similar to (76.6)AT3G10180| Symbols:  | kinesin motor protein-related | chr3:3143479-3154649 REVERSE	cell.organisation	31_1

CUST_7229_PI403524517	2	0.0902977	-0.63209724	-0.010342598	0.010342598	0.22896194	-0.014217377	35_2009	"Cluster: Os05g0113400 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0113400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DLA3	"CHR5V7|COORD:24139771..24140822| ADF4 (ACTIN DEPOLYMERIZING FACTOR 4); actin binding"	AT5G59890.1	CHR05V5|COORD:694265..696940|protein expressed protein	LOC_Os05g02250.2	"no descriptionmoderately similar to ( 218)AT5G59890| Symbols: ADF4 | ADF4 (ACTIN DEPOLYMERIZING FACTOR 4); actin binding | chr5:24140333-24140822 FORWARDmoderately similar to ( 224)ADF1_PETHYActin-depolymerizing factor 1 - Petunia hybrida (Petunia)not assigned not assigned not assigned ADF ADF Cofilin_ADF"	cell.organisation	31_1

CUST_8095_PI404877155	2	0.1707077	-0.15450287	-0.05526352	-0.040343285	0.0982008	0.04034424	Contig23855_at	methyltransferase MT-A70 family protein [Arabidopsis thaliana]	NP_564080.1	methyltransferase MT-A70 family protein	At1g19340.1	0	0	NONE	RNA.regulation of transcription.putative DNA-binding protein	27_3_67

CUST_102971_PI403524517	2	0.118729115	0.033459663	-0.0033855438	-0.23377085	0.0033855438	-0.20631933	35_29363	Rep: Extensin-like protein precursor - Zea mays (Maize)	UniRef90_Q41805	CHR5V7|COORD:6693054..6693803| proline-rich extensin-like family protein	AT5G19810.1	CHR11V5|COORD:25810516..25811441|protein loricrin, putative	LOC_Os11g43630.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Extensin_2 Drf_FH1 PRK12323 DUF1421 PRK05648 Atrophin-1 TonB PRK10819 PRK07764 GRASP55_65 COG2931 GP38 DUF1210 DedD DUF605 PRK07003 Tymo_45kd_70kd MCPVI tatB PRK03427 FAP Totivirus_coat PRK11633 Gag_spuma Harpin Amelogenin PRK10263 Chon_Sulph_att PRK08853 PRK08770 TrbL HPC2 PRK00708	not assigned.unknown	35_2

CUST_8597_PI403524517	2	0.02462864	-0.51868343	-0.043263435	0.017055511	-0.017055511	0.025531769	35_2409	"Cluster: Hydrolase, carbon-nitrogen family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hydrolase, carbon-nitrogen family protein, expre"	UniRef90_Q10R10	CHR5V7|COORD:3885163..3887773| carbon-nitrogen hydrolase family protein	AT5G12040.1	CHR03V5|COORD:4003494..4007635|protein expressed protein	LOC_Os03g07910.1	no descriptionmoderately similar to ( 448)AT5G12040| Symbols:  | carbon-nitrogen hydrolase family protein | chr5:3885163-3887773 FORWARDvery weakly similar to (81.3)AGUB_SOLTUN-carbamoylputrescine amidase - Solanum tuberosum (Potato)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG0388 CN_hydrolase nadE lnt Lnt PRK10438 PRK12323 PRK07764 PRK07003 DUF1421 Atrophin-1	misc.nitrilases, *nitrile lyases, berberine bridge enzymes, reticuline oxidases, troponine reductases	26_8

CUST_7099_PI404877155	2	0.4025302	0.5098152	0.01997137	-0.019970894	-0.0619545	-0.34183645	Contig20777_at	amelogenin precursor-like protein [Oryza sativa (japonica cultivar-group)]	BAC79721.1	basic helix-loop-helix (bHLH) family protein	At3g47640.1	protein Helix-loop-helix DNA-binding domain, putative	Os11g38870	amelogenin precursor-like protein	RNA.regulation of transcription.bHLH,Basic Helix-Loop-Helix family	27_3_06

CUST_143023_PI403524517	2	0.050091267	0.45252514	0.06846666	-0.050091743	-0.3570943	-0.11785412	35_40079	"Cluster: Serine/threonine protein phosphatase BSL1 homolog; n=2; Oryza sativa|Rep: Serine/threonine protein phosphatase BSL1 homolog - Oryza sativa (Rice)"	UniRef90_Q60EX6	CHR4V7|COORD:1359935..1365166| kelch repeat-containing serine/threonine phosphoesterase family protein	AT4G03080.1	CHR05V5|COORD:2542239..2551176|protein hydrolase/ protein serine/threonine phosphatase, putative, expressed	LOC_Os05g05240.1	no descriptionweakly similar to ( 142)AT4G03080| Symbols:  | kelch repeat-containing serine/threonine phosphoesterase family protein | chr4:1359935-1365166 REVERSEmoderately similar to ( 231)BSL1_ORYSA	protein.postranslational modification	29_4

CUST_12083_PI399408534	2	0.30860806	0.37533426	0.11568165	-0.26297045	-0.11568165	-0.9637799	35_9279	"Cluster: Transcription factor PCF8; n=3; Oryza sativa (japonica cultivar-group)|Rep: Transcription factor PCF8 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8LP97	"CHR1|COORD:10627183..10630594| TCP family transcription factor, putative, similar to TFPD (GI:6681577) (Arabidopsis thaliana); contains similarity to cyc1A"	AT1G30210.2	CHR12V5|COORD:26121447..26125141|protein transposon protein, putative, unclassified, expressed	LOC_Os12g42190.1	"no descriptionweakly similar to ( 108)AT1G30210| Symbols: TCP24 | TCP24; transcription factor | chr1:10628738-10629712 REVERSETCP"	RNA.regulation of transcription.TCP transcription factor family	27_3_29

CUST_18841_PI403524517	2	0.12985134	0.008608818	0.07778454	-0.09490204	-0.008607864	-0.046474457	35_5455	"Cluster: Hypothetical protein P0455H11.114; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0455H11.114 - Oryza sativa (japonica cultivar"	UniRef90_Q7XI60	"CHR3V7|COORD:18543475..18544983| similar to Os03g0372700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001050206.1); similar to hypothetical protein"	AT3G49990.1	CHR07V5|COORD:26324948..26323397|protein expressed protein	LOC_Os07g44050.2	"no descriptionvery weakly similar to (81.3)AT3G49990| Symbols:  | similar to Os03g0372700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001050206.1); similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:AAP46214.1); contains InterPro domain Low temperature viability protein; (InterPro:IPR007307) | chr3:18543475-18544983 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07003 Herpes_BLLF1 PRK12323 PRK12678 PRK07764 Atrophin-1 GRASP55_65 TT_ORF1 PRK05648 Gag_spuma Metaviral_G APC_basic HPC2 DUF1777 Pneumo_att_G Protamine_P1 Herpes_TAF50 MAP65_ASE1 Tymo_45kd_70kd DamX Extensin_2 Syndecan DUF605 Drf_FH1 FAP"	not assigned.unknown	35_2

CUST_71453_PI403524517	2	0.10470295	-0.10854244	0.08134842	-0.09138107	-0.016572952	0.016572952	35_20474	"Cluster: Hypothetical protein OJ1741_B01.18; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1741_B01.18 - Oryza sativa (japonica cultiv"	UniRef90_Q6L5H6	"CHR1V7|COORD:27394660..27396513| HAB1 (HOMOLOGY TO ABI1); protein phosphatase type 2C"	AT1G72770.1	CHR05V5|COORD:26624551..26621897|protein protein phosphatase 2C ABI2, putative, expressed	LOC_Os05g46040.1	no descriptionmoderately similar to ( 343)AT1G72770| Symbols: HAB1 | HAB1 (HOMOLOGY TO ABI1) | chr1:27394660-27396075 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PP2Cc PP2Cc PP2C PTC1 Tymo_45kd_70kd Atrophin-1 PRK07003 PRK12323 PRK07764	protein.postranslational modification	29_4

CUST_13728_PI399408534	2	-0.0028834343	0.0028834343	0.014196873	-0.029409409	0.113648415	-0.048916817	35_8725	"Cluster: Putative phosphatidylinositol-specific phospholipase C; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative phosphatidylinositol-specific phospho"	UniRef90_Q75IL8	"CHR3|COORD:2582388..2585857| similar to phosphoinositide-specific phospholipase C family protein [Arabidopsis thaliana] (TAIR:At5g58700.1); similar to"	AT3G08510.2	CHR05V5|COORD:1513734..1519597|protein phospholipase C, putative, expressed	LOC_Os05g03610.1	" no descriptionweakly similar to ( 112)AT5G58670| Symbols: ATPLC, PLC1, ATPLC1 | ATPLC1 (PHOSPHOLIPASE C 1); phospholipase C | chr5:23721683-23723977 REVERSEnot assigned not assigned not assigned PLCc PLCXc efhand_like PI-PLC-X "	signalling.phosphinositides.phosphoinositide phospholipase C	30_4_4

CUST_41479_PI403524517	2	0.0041866302	-0.31428003	-0.0041866302	0.34120703	0.43529367	-0.04447317	35_11921	"Cluster: Hypothetical protein OJ1019_E02.7; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1019_E02.7 - Oryza sativa (japonica cultivar"	UniRef90_Q7XII6	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	CHR07V5|COORD:22880371..22878722|protein expressed protein	LOC_Os07g38150.1	no description	not assigned.unknown	35_2

CUST_52412_PI403524517	2	-0.0059051514	-0.6620865	-0.004722595	0.8278961	0.93046665	0.004722595	35_14934	"Cluster: Metallothioneine type2; n=1; Hordeum vulgare subsp. vulgare|Rep: Metallothioneine type2 - Hordeum vulgare var. distichum (Two-rowed barley)"	UniRef90_Q8GTC9	CHR3V7|COORD:2889743..2890194| MT2A (METALLOTHIONEIN 2A)	AT3G09390.1	CHR01V5|COORD:2691887..2689936|protein metallothionein-like protein type 2, putative, expressed	LOC_Os01g05650.1	no descriptionnot assigned Metallothio_2 PRK12323	metal handling.binding, chelation and storage	15_2

CUST_9567_PI399408534	2	-0.03390503	0.38540363	0.040060043	0.03390503	-0.07743502	-0.08624458	35_29991	"Cluster: Putative RNA helicase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative RNA helicase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5Z9X4	CHR3V7|COORD:9751359..9754956| ATP-dependent RNA helicase, putative	AT3G26560.1	CHR06V5|COORD:13726111..13722595|protein pre-mRNA-splicing factor ATP-dependent RNA helicase, putative, expressed	LOC_Os06g23530.1	 no descriptionmoderately similar to ( 226)AT3G26560| Symbols:  | ATP-dependent RNA helicase, putative | chr3:9751359-9754956 REVERSEnot assigned not assigned not assigned not assigned not assigned HA2 HrpA PRK11131 	RNA.processing.RNA helicase	27_1_2

CUST_29354_PI403524517	2	-0.01687622	0.523119	-0.0050930977	0.005092621	-0.37073183	0.0777092	35_8483	Rep: B0812A04.9 protein - Oryza sativa (Rice)	UniRef90_Q25A89	CHR2V7|COORD:10624342..10627113| DNA binding	AT2G24960.1	CHR04V5|COORD:22925887..22928355|protein expressed protein	LOC_Os04g38960.1	no descriptionvery weakly similar to (51.2)AT2G24960| Symbols:  | DNA binding | chr2:10624342-10627113 FORWARD	not assigned.unknown	35_2

CUST_87869_PI403524517	2	0.10346985	-0.43632507	0.031591415	-0.031591415	0.09323883	-0.046853065	35_25158	"Cluster: Myb-related protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Myb-related protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8LI26	"CHR1V7|COORD:4908422..4910642| FLP (FOUR LIPS); DNA binding / transcription factor"	AT1G14350.1	CHR07V5|COORD:25997090..26001822|protein myb, DNA-binding, putative, expressed	LOC_Os07g43420.1	no description	not assigned.unknown	35_2

CUST_111648_PI403524517	2	0.07598305	0.177454	0.10741234	-0.07598305	-0.22270775	-0.09790993	35_31699	Rep: Hypothetical protein orf121-a-ct - Zea mays (Maize)	UniRef90_Q6R9L5		0	CHR05V5|COORD:12882610..12881481|protein conserved hypothetical protein	LOC_Os05g22840.1	no description	not assigned.unknown	35_2

CUST_17214_PI403524517	2	-0.055572033	-0.50965977	0.23490095	0.055572033	0.28211498	-0.1189394	35_4975	"Cluster: Hypothetical protein P0439B06.28; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0439B06.28 - Oryza sativa (japonica cultivar-g"	UniRef90_Q9ASI8	CHR4V7|COORD:10275928..10278502| leucine-rich repeat family protein / extensin family protein	AT4G18670.1	CHR01V5|COORD:620889..621415|protein expressed protein	LOC_Os01g02139.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07003 PRK09169 TT_ORF1 Protamine_P1 PRK12678	not assigned.unknown	35_2

CUST_71927_PI403524517	2	-0.027606964	0.2977028	-0.06071472	-0.059210777	0.034671783	0.027607918	35_20619	"Cluster: OSJNBa0039C07.6 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0039C07.6 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7F9I0	CHR5V7|COORD:25523575..25525243| similar to IMP dehydrogenase/GMP reductase [Medicago truncatula] (GB:ABE86374.1)	AT5G63720.1	CHR04V5|COORD:19423018..19425313|protein expressed protein	LOC_Os04g32580.1	"no descriptionvery weakly similar to (78.6)AT5G13970| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G13310.1); similar to OSJNBa0039C07.6 [Oryza sativa (japonica cultivar-group)] (GB:CAE05150.2); similar to hypothetical protein MA4_111B14.56 [Musa acuminata] (GB:ABF72009.1) | chr5:4506385-4507806 REVERSE"	not assigned.unknown	35_2

CUST_60963_PI403524517	2	-0.053257942	0.18450451	0.033604622	-0.09411144	0.03550148	-0.033605576	35_17387	"Cluster: Copper/zinc superoxide dismutase; n=1; Musa basjoo var. formosana|Rep: Copper/zinc superoxide dismutase - Musa basjoo var. formosana"	UniRef90_Q0GFG3	"CHR2V7|COORD:12021625..12023380| CSD2 (COPPER/ZINC SUPEROXIDE DISMUTASE 2); copper, zinc superoxide dismutase"	AT2G28190.1	CHR03V5|COORD:6254501..6251015|protein superoxide dismutase 2, putative, expressed	LOC_Os03g11960.4	" no descriptionweakly similar to ( 116)AT2G28190| Symbols: CZSOD2, CSD2 | CSD2 (COPPER/ZINC SUPEROXIDE DISMUTASE 2); copper, zinc superoxide dismutase | chr2:12021625-12023380 FORWARDweakly similar to ( 128)SODC2_MESCRSuperoxide dismutase [Cu-Zn] 2 - Mesembryanthemum crystallinum (Common ice plant)not assigned not assigned Sod_Cu Cu-Zn_Superoxide_Dismutase SodC "	redox.dismutases and catalases	21_6

CUST_8480_PI404877155	2	0.12307644	-0.19741344	0.015047073	-0.015047073	-0.03607273	0.19765282	Contig25049_at	putative SET-domain transcriptional regulator [Oryza sativa (japonica cultivar-group)]	AAL87154.1	SET domain-containing protein	At2g23750.1	protein Pre-SET motif, putative	Os02g47900	NONE	RNA.regulation of transcription.C2H2 zinc finger family	27_3_11

CUST_112401_PI403524517	2	-0.07142639	1.0608253	0.047016144	-0.33490658	-0.040415764	0.040415764	35_31910	"Cluster: Os02g0154600 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os02g0154600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E3T9	CHR1V7|COORD:28640082..28641200| integral membrane family protein	AT1G76340.1	CHR03V5|COORD:5996314..5992253|protein expressed protein	LOC_Os03g11590.1	no descriptionvery weakly similar to (63.2)AT1G76340| Symbols:  | integral membrane family protein | chr1:28640082-28641200 REVERSE	not assigned.no ontology	35_1

CUST_16929_PI403524517	2	0.39753628	-0.40740585	0.30843067	-0.1584425	0.15844154	-0.21807766	35_4890	"Cluster: Hypothetical protein OSJNBa0059E14.9; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0059E14.9 - Oryza sativa (japonica cu"	UniRef90_Q84M59	"CHR3V7|COORD:2564197..2565825| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G41800.1); similar to Os03g0807700 [Oryza sativa (japonica"	AT3G08030.1	CHR03V5|COORD:33704394..33706736|protein expressed protein	LOC_Os03g59300.1	"no descriptionweakly similar to ( 159)AT3G08030| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G41800.1); similar to Os03g0807700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001051644.1); similar to unknown [Ricinus communis] (GB:CAB02653.1); contains InterPro domain Galactose-binding like; (InterPro:IPR008979); contains InterPro domain Protein of unknown function DUF642; (InterPro:IPR006946) | chr3:2564523-2565825 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF642 PRK12323 Tymo_45kd_70kd PRK07764 Extensin_2 TT_ORF1 Drf_FH1 PRK12678 PRK07003 Atrophin-1"	not assigned.unknown	35_2

CUST_25782_PI399408534	2	0.11941433	0.3158064	0.11941433	-0.11941385	-0.2584324	-0.12771606	35_10363	"Cluster: Hypothetical protein OSJNBa0015I18.8; n=1; Oryza sativa|Rep: Hypothetical protein OSJNBa0015I18.8 - Oryza sativa (Rice)"	UniRef90_Q8S7B5	"CHR3V7|COORD:1889777..1892071| FRS7 (FAR1-RELATED SEQUENCE 7); zinc ion binding"	AT3G06250.1	CHR10V5|COORD:9485306..9482486|protein retrotransposon protein, putative, Ty3-gypsy subclass	LOC_Os10g19270.1	"no descriptionvery weakly similar to (59.3)AT3G06250| Symbols: FRS7 | FRS7 (FAR1-RELATED SEQUENCE 7); zinc ion binding | chr3:1889777-1892071 REVERSEFAR1"	signalling.light	30_11

CUST_16960_PI404877155	2	-0.0359869	-0.19148827	-0.025418282	0.05966854	0.14546871	0.025418282	HS03N12u_at	putative pyrophosphate--fructose-6-phosphate1 phosphotransferase [Oryza sativa (japonica cultivar-group)] dbj|BAB89469.1| putative pyrophosp	NP_916022.1	phosphofructokinase family protein	At4g29220.1	protein Phosphofructokinase, putative	Os01g53680	0	glycolysis.PPFK	4_04

CUST_64172_PI403524517	2	0.13753319	1.1294513	-0.18449211	0.12586546	-0.12586546	-0.36068583	35_18323	"Cluster: GCN5-related N-acetyltransferase, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: GCN5-related N-acetyltransferase, putative, exp"	UniRef90_Q10R02	CHR2V7|COORD:2350228..2351895| GCN5-related N-acetyltransferase (GNAT) family protein	AT2G06025.1	CHR03V5|COORD:4060695..4064153|protein N-acetyltransferase, putative, expressed	LOC_Os03g07990.1	no descriptionvery weakly similar to (67.8)AT2G06025| Symbols:  | GCN5-related N-acetyltransferase (GNAT) family protein | chr2:2350228-2351895 FORWARD	misc.GCN5-related N-acetyltransferase	26_24

CUST_18477_PI403524517	2	0.062927246	-0.08830643	0.08092308	-0.040426254	-0.22447968	0.0404253	35_5340	"Cluster: Putative RRM-containing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative RRM-containing protein - Oryza sativa (japonica cultivar-gro"	UniRef90_Q67W00	CHR1V7|COORD:29452210..29455074| RNA recognition motif (RRM)-containing protein	AT1G78260.1	CHR06V5|COORD:6213439..6207294|protein RNA-binding region-containing protein 1, putative, expressed	LOC_Os06g11730.1	 no descriptionweakly similar to ( 135)AT1G20880| Symbols:  | RNA recognition motif (RRM)-containing protein | chr1:7262868-7264823 REVERSEvery weakly similar to (66.6)GRPA_MAIZEGlycine-rich RNA-binding, abscisic acid-inducible protein - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07764 PRK07003 RRM RRM_1 PRK12323 COG0724 Atrophin-1 Protamine_P1 	RNA.RNA binding	27_4

CUST_16358_PI404877155	2	-0.02315998	0.38985825	-0.011667252	0.011666298	-0.019075394	0.011666298	HA07g21r_s_at	unknown protein [Oryza sativa (japonica cultivar-group)]	AAO41137.1	zinc finger (C3HC4-type RING finger) family protein	At1g72175.1	protein expressed protein	Os03g62250	gi|28376707|gb|AAO41137.1| unknown protein	RNA.regulation of transcription.unclassified	27_3_99

CUST_18301_PI399408534	2	0.48465443	0.09904003	-0.24130964	-0.099039555	-0.37762022	0.4260316	35_37246	Rep: Putative RB-binding protein - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q94BQ7	CHR1V7|COORD:23548603..23555611| transcription factor jumonji (jmjC) domain-containing protein	AT1G63490.1	0	0	no descriptionweakly similar to ( 121)AT1G63490| Symbols:  | transcription factor jumonji (jmjC) domain-containing protein | chr1:23548603-23555611 REVERSEPLU-1	RNA.regulation of transcription.JUMONJI family	27_3_57

CUST_50882_PI403524517	2	0.093156815	0.28213596	0.039548874	-0.09930134	-0.03954792	-0.09156418	35_14514	"Cluster: Putative ORFX; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ORFX - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6EP48	"CHR1V7|COORD:5128586..5129453| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G35525.1); similar to Os02g0579800 [Oryza sativa (japonica"	AT1G14870.1	CHR02V5|COORD:22307280..22305964|protein expressed protein	LOC_Os02g36940.1	"no descriptionmoderately similar to ( 201)AT1G14870| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G35525.1); similar to Os02g0579800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001047231.1); similar to Uncharacterized Cys-rich domain [Medicago truncatula] (GB:ABE80519.1); similar to Os03g0830500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001051787.1); contains InterPro domain Protein of unknown function Cys-rich; (InterPro:IPR006461) | chr1:5128586-5129453 REVERSEnot assigned not assigned not assigned not assigned not assigned PLAC8"	not assigned.no ontology	35_1

CUST_11000_PI404877155	2	0.043333054	0.35910034	0.030109406	-0.19534874	-0.13301659	-0.030109406	Contig4732_s_at	splicing factor RSZp22 (RSZP22) / 9G8-like SR protein (SRZ22) [Arabidopsis thaliana]	NP_194886.1	splicing factor RSZp22 (RSZP22) / 9G8-like SR protein (SRZ22)	At4g31580.1	protein Transposable element protein, putative	Os02g54770	RSZp22 splicing factor	RNA.processing.splicing	27_1_1

CUST_114469_PI403524517	2	0.018604279	-0.21489143	-0.07912779	0.13605165	0.115339756	-0.018603802	35_32487	"Cluster: Os01g0666800 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0666800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JKL0	CHR2V7|COORD:15917176..15921268| VCL1 (VACUOLELESS 1)	AT2G38020.1	CHR01V5|COORD:27584229..27593334|protein VCL1, putative, expressed	LOC_Os01g47650.1	 no descriptionvery weakly similar to (65.1)AT2G38020| Symbols: MAN, VCL1 | VCL1 (VACUOLELESS 1) | chr2:15917350-15921268 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07764 TT_ORF1 Protamine_P1 PRK05648 	protein.targeting.secretory pathway.vacuole	29_3_4_3

CUST_128246_PI403524517	2	0.21077156	-0.24254704	-0.0078725815	0.007871628	0.064323425	-0.15026379	35_36052	"Cluster: Putative nucleolar protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative nucleolar protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69MP1	CHR4V7|COORD:13419635..13423424| nucleolar protein, putative	AT4G26600.1	CHR09V5|COORD:21827697..21833011|protein proliferating-cell nucleolar antigen p120, putative, expressed	LOC_Os09g37860.1	 no descriptionmoderately similar to ( 309)AT4G26600| Symbols:  | nucleolar protein, putative | chr4:13419635-13423424 FORWARDnot assigned not assigned not assigned Sun Nol1_Nop2_Fmu yebU PRK10901 	DNA.synthesis/chromatin structure	28_1

CUST_84201_PI403524517	2	-0.045713425	0.14743519	-0.0013217926	0.0013208389	-0.070944786	0.0807085	35_24130	Rep: Ribosomal protein L35A - Zea mays (Maize)	UniRef90_A0EVF3	CHR1V7|COORD:27932076..27933127| 60S ribosomal protein L35a (RPL35aC)	AT1G74270.1	CHR02V5|COORD:33353475..33355613|protein 60S ribosomal protein L33-B, putative, expressed	LOC_Os02g54470.2	no descriptionvery weakly similar to (58.2)AT1G74270| Symbols:  | 60S ribosomal protein L35a (RPL35aC) | chr1:27932076-27933127 REVERSE	protein.synthesis.misc ribososomal protein	29_2_2

CUST_15031_PI403524517	2	0.052803993	-0.16886616	-0.08948326	0.15875435	-0.020326614	0.02032566	35_4333	"Cluster: Putative glycosyltransferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative glycosyltransferase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53WK1	CHR5V7|COORD:1283605..1286156| glycosyltransferase family protein 47	AT5G04500.1	CHR05V5|COORD:26741203..26745912|protein expressed protein	LOC_Os05g46260.1	no descriptionmoderately similar to ( 474)AT5G04500| Symbols:  | glycosyltransferase family protein 47 | chr5:1283605-1286156 FORWARDnot assigned not assigned EXTL2	misc.UDP glucosyl and glucoronyl transferases	26_2

CUST_46493_PI403524517	2	0.26395988	0.08354235	0.13836098	-0.15750265	-0.083542824	-0.10541153	35_13316	"Cluster: Hypothetical protein P0003B09.27; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0003B09.27 - Oryza sativa (japonica cultivar-g"	UniRef90_Q69RL2	"CHR5V7|COORD:21413279..21416039| similar to PREDICTED: hypothetical protein [Rattus norve (GB:XP_001060721.1); similar to Os07g0467900 [Oryza sativa (japonica"	AT5G52800.1	CHR07V5|COORD:16658593..16668290|protein expressed protein	LOC_Os07g28470.2	"no descriptionweakly similar to ( 134)AT5G52800| Symbols:  | similar to Os07g0467900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001059594.1); similar to PREDICTED: similar to Hypothetical MGC86034 [Danio rerio] (GB:XP_684501.1) | chr5:21413279-21415785 FORWARD"	not assigned.unknown	35_2

CUST_14566_PI403524517	2	0.0715065	0.067007065	0.0043649673	-0.12246895	-0.08988476	-0.0043649673	35_4192	"Cluster: Os09g0119100 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0119100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J3G0	"CHR5V7|COORD:12094244..12095626| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G80040.1); similar to Os06g0642900 [Oryza sativa (japonica"	AT5G32440.1	CHR09V5|COORD:1469443..1463329|protein expressed protein	LOC_Os09g03090.1	"no descriptionweakly similar to ( 185)AT5G32440| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G80040.1); similar to Os06g0642900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001058174.1); similar to Ubiquitin system component Cue; UBA-like [Medicago truncatula] (GB:ABE77893.1); contains InterPro domain UBA-like; (InterPro:IPR009060); contains InterPro domain Ubiquitin system component Cue; (InterPro:IPR003892) | chr5:12094244-12095626 FORWARD"	not assigned.unknown	35_2

CUST_25690_PI399408534	2	0.044011116	0.0198946	-0.020896912	-0.060539246	0.066514015	-0.0198946	35_16904	"Cluster: Myb-like DNA-binding domain containing protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Myb-like DNA-binding domain containing prot"	UniRef90_Q2QM89	CHR1|COORD:18497837..18500831| DNA-binding protein, putative, contains similarity to DNA-binding protein PcMYB1 (Petroselinum crispum) gi:2224899:gb:AAB61699	AT1G49950.1	CHR12V5|COORD:25954381..25950892|protein single myb histone 6, putative, expressed	LOC_Os12g41920.3	" no descriptionweakly similar to ( 186)AT1G49950| Symbols: ATTRB1, TRB1 | ATTRB1/TRB1 (TELOMERE REPEAT BINDING FACTOR 1); DNA binding / transcription factor | chr1:18498107-18500381 REVERSEnot assigned not assigned not assigned H15 "	RNA.regulation of transcription.MYB-related transcription factor family	27_3_26

CUST_15549_PI403524517	2	-0.029740334	0.25802994	-0.0050287247	0.0050287247	0.02004242	-0.08793068	35_4489	"Cluster: Os12g0133300 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os12g0133300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IQA9	0	0	CHR12V5|COORD:1641673..1634122|protein conserved hypothetical protein	LOC_Os12g03950.1	no description	not assigned.unknown	35_2

CUST_100456_PI403524517	2	0.37015915	0.14479542	-0.30128336	-0.1447959	-0.83162594	0.25902557	35_28674	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_2884_PI403524517	2	-1.4877529	-1.0393386	1.5640187	1.7372918	1.0393386	-1.0771985	35_788	Rep: Salt tolerant protein - Triticum aestivum (Wheat)	UniRef90_Q0IJ88	CHR1V7|COORD:8500642..8501447| Bet v I allergen family protein	AT1G24020.1	CHR04V5|COORD:23059369..23060396|protein major latex protein 22, putative, expressed	LOC_Os04g39150.1	no descriptionvery weakly similar to (96.3)AT1G24020| Symbols: MLP423 | Bet v I allergen family protein | chr1:8500642-8501447 REVERSEnot assigned not assigned Bet_v_I	stress.abiotic.unspecified	20_2_99

CUST_28233_PI399408534	2	0.0700016	0.288867	-0.04873848	0.023525238	-0.09487629	-0.023524284	35_22222	"Cluster: Small GTP-binding protein domain containing protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Small GTP-binding protein domain"	UniRef90_Q2R0P2	"CHR3V7|COORD:3847857..3851986| EMB2738 (EMBRYO DEFECTIVE 2738); GTP binding"	AT3G12080.1	CHR11V5|COORD:24711520..24715404|protein GTP-binding protein engA, putative, expressed	LOC_Os11g41910.1	no descriptionweakly similar to ( 163)AT3G12080| Symbols: EMB2738 | EMB2738 (EMBRYO DEFECTIVE 2738) | chr3:3847857-3851683 FORWARDnot assigned engA COG1160 engA PRK09518	signalling.G-proteins	30_5

CUST_79815_PI403524517	2	0.02133751	0.2964306	-0.021336555	-0.114048004	-0.07464504	0.08936691	35_22888	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_114227_PI403524517	2	0.34617996	0.6370125	-0.019569874	-0.37970352	-0.40628672	0.01957035	35_32416	Rep: HOX1B protein - Zea mays (Maize)	UniRef90_O24569	CHR3V7|COORD:6763211..6766055| homeobox protein (HAT 3.1)	AT3G19510.1	CHR06V5|COORD:6724321..6733446|protein homeobox protein HOX1A, putative, expressed	LOC_Os06g12400.1	no description	not assigned.unknown	35_2

CUST_76139_PI403524517	2	-0.017849922	-0.26800156	-0.34667778	0.14894962	0.04476738	0.017850876	35_21827	"Cluster: UPI00006A2D22 related cluster; n=1; Xenopus tropicalis|Rep: UPI00006A2D22 UniRef100 entry - Xenopus tropicalis"	UniRef90_UPI00006A2D22	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	0	0	no description	not assigned.unknown	35_2

CUST_8387_PI403524517	2	0.021941185	-0.4391861	-0.02394104	0.018019676	0.032143593	-0.018019676	35_2344	"Cluster: Hypothetical protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8H8U7	CHR5V7|COORD:616515..618265| nucleotide binding	AT5G02740.1	CHR03V5|COORD:9682740..9686230|protein expressed protein	LOC_Os03g17450.1	no descriptionweakly similar to ( 128)AT5G02740| Symbols:  | nucleotide binding | chr5:616515-618265 FORWARD	not assigned.unknown	35_2

CUST_25564_PI403524517	2	0.23226166	0.22811699	-0.107372284	-0.25558758	-0.07083416	0.07083416	35_7407	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_22688_PI403524517	2	0.010005951	0.20219612	0.0702858	-0.010005951	-0.072854996	-0.057222366	35_6589	"Cluster: Pectin-glucuronyltransferase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Pectin-glucuronyltransferase-like - Oryza sativa"	UniRef90_Q657X7	"CHR3V7|COORD:8960418..8963310| ATPERK1 (PROLINE EXTENSIN-LIKE RECEPTOR KINASE 1); ATP binding / protein kinase"	AT3G24550.1	CHR01V5|COORD:409394..412632|protein limonene cyclase like protein, putative, expressed	LOC_Os01g01780.1	no description	not assigned.unknown	35_2

CUST_63316_PI403524517	2	0.0023298264	0.28351212	-0.0026273727	-0.1290741	-0.00233078	0.033031464	35_18077	"Cluster: Hypothetical protein At3g26085/MPE11.26; n=3; Arabidopsis thaliana|Rep: Hypothetical protein At3g26085/MPE11.26 - Arabidopsis thaliana (Mouse-ear cress"	UniRef90_Q8GWE7	CHR3V7|COORD:9532079..9533634| CAAX amino terminal protease family protein	AT3G26085.1	CHR05V5|COORD:12982475..12979347|protein CAAX amino terminal protease family protein	LOC_Os05g22930.1	no descriptionmoderately similar to ( 242)AT3G26085| Symbols:  | CAAX amino terminal protease family protein | chr3:9532079-9533634 FORWARDAbi COG1266	protein.degradation	29_5

CUST_57791_PI403524517	2	0.046883583	-0.28717804	-0.097958565	0.039590836	-0.039589882	0.062711716	35_16476	"Cluster: OTU-like cysteine protease-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: OTU-like cysteine protease-like - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6K722	CHR5V7|COORD:1176398..1178493| OTU-like cysteine protease family protein	AT5G04250.1	CHR02V5|COORD:35178289..35172389|protein cysteine-type peptidase, putative, expressed	LOC_Os02g57410.5	no descriptionmoderately similar to ( 273)AT5G04250| Symbols:  | OTU-like cysteine protease family protein | chr5:1176398-1178493 FORWARDnot assigned OTU	protein.degradation.cysteine protease	29_5_3

CUST_7982_PI403524517	2	3.271103E-4	-0.2658062	-0.22217798	0.058703423	0.010243893	-3.271103E-4	35_2223	"Cluster: Peroxisomal membrane protein PEX11-1, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Peroxisomal membrane protein PEX11-1, putat"	UniRef90_Q10SM7	CHR1V7|COORD:296213..297723| peroxisomal biogenesis factor 11 family protein / PEX11 family protein	AT1G01820.1	CHR03V5|COORD:938594..936381|protein peroxisomal membrane protein PEX11-1, putative, expressed	LOC_Os03g02590.4	no descriptionmoderately similar to ( 348)AT1G01820| Symbols: PEX11C | peroxisomal biogenesis factor 11 family protein / PEX11 family protein | chr1:296213-297723 REVERSEnot assigned PEX11	not assigned.no ontology	35_1

CUST_153750_PI403524517	2	0.02321148	-0.1320529	0.11055088	-0.020598888	-0.40720224	0.020598888	35_42969	0	0		0	CHR05V5|COORD:904477..912080|protein expressed protein	LOC_Os05g02650.1	no description	not assigned.unknown	35_2

CUST_77881_PI403524517	2	-0.072452545	0.8111448	-0.32772636	0.0724535	-0.44229317	0.1427679	35_22329	"Cluster: Hypothetical protein P0576F08.30; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0576F08.30 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6Z6Y4	CHR1V7|COORD:22496859..22500684| proline-rich family protein	AT1G61080.1	CHR02V5|COORD:1559143..1558479|protein expressed protein	LOC_Os02g03710.1	no descriptionnot assigned not assigned not assigned not assigned not assigned PRK07764 PRK12323 PRK07003	not assigned.unknown	35_2

CUST_24413_PI403524517	2	0.16333055	0.030415535	-0.0029592514	-0.07513809	0.0029592514	-0.033201694	35_7087	"Cluster: Os05g0316000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0316000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DJ87	CHR5V7|COORD:370808..372772| zinc finger (C3HC4-type RING finger) family protein	AT5G01960.1	CHR05V5|COORD:14515716..14509834|protein zinc finger, C3HC4 type family protein, expressed	LOC_Os05g25180.1	no descriptionmoderately similar to ( 365)AT5G01960| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr5:370808-372772 FORWARDnot assigned not assigned not assigned not assigned RING HRD1 RING zf-C3HC4 PEX10	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_54086_PI403524517	2	-0.87302256	-0.93531036	2.3121085	0.14668846	1.6597219	-0.14668846	35_15390	"Cluster: Hypothetical protein P0011G08.23; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0011G08.23 - Oryza sativa (japonica cultivar-g"	UniRef90_Q943P5	CHR2V7|COORD:1993131..1993953| glycine-rich protein	AT2G05440.2	CHR01V5|COORD:2996378..2997995|protein glycine-rich cell wall structural protein precursor, putative, expressed	LOC_Os01g06310.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Drf_FH1 Extensin_2 DUF1421 Atrophin-1 PRK12323	not assigned.unknown	35_2

CUST_58208_PI403524517	2	0.15631485	-0.107813835	0.15005493	-0.033989906	-0.20045948	0.033988953	35_16596	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_15436_PI403524517	2	-0.13228226	0.0035419464	0.0035419464	-0.0035429	0.07891464	-0.04126644	35_4451	"Cluster: Hypothetical protein At1g04900; n=1; Arabidopsis thaliana|Rep: Hypothetical protein At1g04900 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q94C90	"CHR1V7|COORD:1383911..1387560| similar to hypothetical protein TTHERM_00446060 [Tetrahymena thermophila SB210] (GB:XP_001023370.1); contains InterPro domain Pro"	AT1G04900.1	CHR01V5|COORD:40068555..40063955|protein uncharacterized ACR, COG1565 family protein, expressed	LOC_Os01g68390.1	"no descriptionhighly similar to ( 573)AT1G04900| Symbols:  | similar to hypothetical protein TTHERM_00446060 [Tetrahymena thermophila SB210] (GB:XP_001023370.1); contains InterPro domain Protein of unknown function DUF185; (InterPro:IPR003788) | chr1:1383911-1387560 FORWARDDUF185 COG1565"	not assigned.unknown	35_2

CUST_161820_PI403524517	2	0.22264576	-0.08914089	0.009038925	-0.009038925	0.075273514	-0.3045969	35_45138	0	0	CHR5V7|COORD:22519361..22520884| RNA recognition motif (RRM)-containing protein	AT5G55550.3	CHR10V5|COORD:17101873..17107209|protein heterogeneous nuclear ribonucleoprotein 27C, putative, expressed	LOC_Os10g33230.1	no description	not assigned.unknown	35_2

CUST_51756_PI403524517	2	-0.17612553	0.0013980865	0.22783375	0.31575108	-0.0013980865	-0.08135891	35_14752	"Cluster: Putative aspartate aminotransferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative aspartate aminotransferase - Oryza sativa (japonica"	UniRef90_Q94EG1	CHR1V7|COORD:30213628..30215535| aminotransferase class I and II family protein	AT1G80360.1	CHR01V5|COORD:4054510..4048659|protein transaminase/ transferase, transferring nitrogenous groups, putative, expressed	LOC_Os01g08270.2	no descriptionhighly similar to ( 533)AT1G80360| Symbols:  | aminotransferase class I and II family protein | chr1:30213628-30215535 REVERSEvery weakly similar to (78.6)1A12_CUCMA1-aminocyclopropane-1-carboxylate synthase CMA101 - Cucurbita maxima (Pumpkin) (Winter squash)not assigned not assigned not assigned not assigned not assigned not assigned PRK05957 COG0436 PRK07550 Aminotran_1_2 PRK07212 PRK08362 PRK07367 PRK06220 PRK08361 PRK05794 PRK06108 PRK07309 PRK06056 ARO8 PRK07568 PRK06836 PRK06507 HisC PRK05764 PRK07778 PRK07683 PRK08443 PRK08069 PRK08912 PRK07543 PRK07682 PRK09082 PRK08636 PRK07777 PRK08363 PRK06107 PRK08175 PRK06575 PRK09276 PRK08960 PRK06375 PRK07337 PRK08068 PRK09148 PRK07324 PRK06348 PRK06225 PRK07590 PRK07865 PRK07681 PRK07366 PRK12414 PRK09265 MalY PRK07310 PRK05942 PRK03321 PRK00950 avtA PRK06207 PRK06290 PRK05166 PRK09147 PRK06855 PRK03566 PRK03262 PRK08153 PRK09275 PRK02731 PRK09105 PRK01688 PRK04152 PRK04870 PRK03967 PRK03317 PRK04635 COG3977 PRK07908 PRK03158 PRK08354	amino acid metabolism.synthesis.aromatic aa.phenylalanine and tyrosine	13_1_6_2

CUST_5290_PI403524517	2	-0.8659444	1.7432985	0.072564125	-0.07256508	-0.5864196	0.2656021	35_1461	Rep: UDP-D-glucose epimerase 1 - Hordeum vulgare (Barley)	UniRef90_Q58IJ6	"CHR4V7|COORD:12431426..12433676| UGE2 (UDP-D-glucose/UDP-D-galactose 4-epimerase 2); UDP-glucose 4-epimerase/ protein dimerization"	AT4G23920.1	CHR05V5|COORD:29548701..29552580|protein UDP-glucose 4-epimerase GEPI48, putative, expressed	LOC_Os05g51670.3	"no descriptionweakly similar to ( 150)AT4G10960| Symbols: UGE5 | UGE5 (UDP-D-glucose/UDP-D-galactose 4-epimerase 5); UDP-glucose 4-epimerase/ protein dimerization | chr4:6716079-6718468 REVERSEweakly similar to ( 134)GALE1_PEAUDP-glucose 4-epimerase - Pisum sativum (Garden pea)not assigned GalE PRK10675 WcaG"	cell wall.precursor synthesis.UGE	10_1_2

CUST_46002_PI403524517	2	0.22673607	0.42766285	0.053156376	-0.32896852	-0.053156853	-0.3791895	35_13176	"Cluster: Os02g0126900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os02g0126900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E4B8	CHR1V7|COORD:22496859..22500684| proline-rich family protein	AT1G61080.1	CHR02V5|COORD:1409346..1406098|protein phosphatidate cytidylyltransferase, putative, expressed	LOC_Os02g03460.1	no descriptionnot assigned not assigned not assigned	not assigned.unknown	35_2

CUST_19009_PI404877155	2	-0.012221336	-0.012571335	0.016378403	0.01222229	0.023540497	-0.079735756	HY04L12T_s_at	0	BAD07794.1	ARID/BRIGHT DNA-binding domain-containing protein	At2g17410.1	protein ARID/BRIGHT DNA binding domain, putative	Os06g41730	0	RNA.regulation of transcription.AT-rich interaction domain containing transcription factor family	27_3_38

CUST_10184_PI404877155	2	-0.14061546	0.007935524	-0.010131836	-0.00793457	0.06085205	0.035053253	Contig3886_at	Ferredoxin III, chloroplast precursor (Fd III) pir||T02881 ferredoxin [2Fe-2S] 3 - maize dbj|BAA19251.1| Fd III [Zea mays]	P27788	ferredoxin, putative	At2g27510.1	protein putative ferredoxin	Os03g61960	capsid component	OPP.electron transfer	7_3

CUST_30420_PI399408534	2	0.20103502	-0.051626205	0.03363657	-0.16798592	-0.033637047	0.055196762	35_26561	Rep: B0808H03.2 protein - Oryza sativa (Rice)	UniRef90_Q25AB6	"CHR4V7|COORD:11394469..11397485| B120; protein kinase/ sugar binding"	AT4G21390.1	CHR04V5|COORD:31958289..31954491|protein ATP binding protein, putative, expressed	LOC_Os04g53994.1	"no descriptionmoderately similar to ( 249)AT4G21390| Symbols: B120 | B120; protein kinase/ sugar binding | chr4:11394469-11397485 REVERSEweakly similar to ( 104)NORK_MEDTRNodulation receptor kinase precursor - Medicago truncatula (Barrel medic)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase Pkinase_Tyr PTKc TyrKc PTKc_InsR_like PTKc_Src_like PTKc_Jak_rpt2 PTKc_Frk_like PTKc_Yes PTKc_Lck_Blk PTKc_Srm_Brk PTKc_Fyn_Yrk PTKc_Hck PTKc_Fes_like PTKc_Lyn PTKc_FGFR PTKc_Syk_like PTKc_Musk PTKc_Src PTKc_Tec_like SPS1 PTKc_EphR PTKc_Ack_like PTKc_Csk_like PTKc_Ror PTKc_DDR PTKc_EGFR_like PTKc_EphR_A PTKc_InsR PTKc_RET PTKc_ALK_LTK PTKc_VEGFR PTKc_Jak2_Jak3_rpt2 PTKc_Itk PTKc_Chk PTKc_EphR_B PTKc_VEGFR3 PTKc_c-ros PTKc_HER4 PTKc_Trk PTKc_Ror2 PTKc_Tec_Rlk PTKc_EphR_A2 PTK_CCK4 PTKc_Btk_Bmx PTKc_FGFR2 PTKc_FGFR4 PTKc_IGF-1R PTKc_Ror1 PTKc_Met_Ron PTKc_Syk PTK_Ryk PTKc_PDGFR PTKc_Abl PTKc_HER2 PTKc_VEGFR2 PTKc_FGFR3 PTKc_DDR1 PTKc_Fes PTKc_DDR_like PTKc_DDR2 PTKc_EGFR PTKc_FGFR1 PTKc_TrkA PTKc_Axl PTKc_Csk PTKc_TrkC PTKc_Tyk2_rpt2 PTKc_Tie1 PTKc_Axl_like PTKc_CSF-1R PTKc_Zap-70 PTKc_Tie PTKc_Tie2 PTKc_Tyro3 PTKc_Fer PTK_HER3 PTKc_PDGFR_alpha PTKc_Jak1_rpt2 PTKc_Kit PTKc_FAK PTKc_TrkB"	signalling.receptor kinases.DUF 26	30_2_17

CUST_62061_PI403524517	2	0.32248116	-0.07958794	0.04195738	-0.349854	-0.0419569	0.13001537	35_17701	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10P63	0	0	CHR03V5|COORD:7661891..7660578|protein expressed protein	LOC_Os03g14150.1	no description	not assigned.unknown	35_2

CUST_14505_PI404877155	2	0.008128166	-0.6695547	-0.03203678	-0.0040655136	0.067892075	0.0040655136	Contig8338_at	putative RNA recognition motif (RRM)-containing protein [Oryza sativa (japonica cultivar-group)]	BAD03017.1	RNA recognition motif (RRM)-containing protein	At5g54580.1	protein RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain), putative	Os08g04440	RNA recognition motif (RRM)-containing protein	RNA.regulation of transcription	27_3

CUST_41462_PI403524517	2	0.40753317	0.8188534	-0.05687523	0.05687523	-0.34372854	-0.3106947	35_11916	"Cluster: Putative root cap protein 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative root cap protein 1 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8S9Z9	CHR3V7|COORD:6736388..6738336| late embryogenesis abundant protein-related / LEA protein-related	AT3G19430.1	CHR01V5|COORD:43037544..43038986|protein transposon protein, putative, unclassified, expressed	LOC_Os01g73730.1	no descriptionweakly similar to ( 139)AT3G19430| Symbols:  | late embryogenesis abundant protein-related / LEA protein-related | chr3:6736388-6738336 REVERSEnot assigned PRK07003 PRK12323	development.late embryogenesis abundant	33_2

CUST_10613_PI404877155	2	-0.04540062	-0.75528526	-0.3613224	0.27905846	0.06587696	0.045399666	Contig431_at	alcohol dehydrogenase [Hordeum vulgare subsp. vulgare]	AAK49116.1	alcohol dehydrogenase (ADH)	At1g77120.1	protein alcohol dehydrogenase 2	Os11g10510	NONE	fermentation.ADH	5_03

CUST_63565_PI403524517	2	0.25095177	-0.29399872	-0.19018555	0.14792347	-0.1427021	0.1427021	35_18148	Rep: Fasciclin-like protein FLA22 - Triticum aestivum (Wheat)	UniRef90_Q06I84	CHR3V7|COORD:17147597..17148859| SOS5 (SALT OVERLY SENSITIVE 5)	AT3G46550.1	CHR05V5|COORD:22504078..22505833|protein fasciclin-like arabinogalactan protein 8 precursor, putative	LOC_Os05g38500.1	no descriptionvery weakly similar to (61.6)AT3G46550| Symbols: SOS5 | SOS5 (SALT OVERLY SENSITIVE 5) | chr3:17147597-17148859 REVERSE	cell wall.cell wall proteins.AGPs	10_5_1

CUST_64150_PI403524517	2	-0.010009766	-0.169096	-0.051828384	0.010009766	0.03470993	0.07420063	35_18318	"Cluster: ABC-type transport system-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: ABC-type transport system-like - Oryza sativa (japonica cultivar-group"	UniRef90_Q5JL23	CHR3V7|COORD:7087663..7089646| TGD2 (TRIGALACTOSYLDIACYLGLYCEROL2)	AT3G20320.1	CHR01V5|COORD:43366832..43370839|protein ABC-type transport system involved in resistance to organic solvents, periplasmic component, putative, expressed	LOC_Os01g74280.1	no descriptionmoderately similar to ( 332)AT3G20320| Symbols: TGD2 | TGD2 (TRIGALACTOSYLDIACYLGLYCEROL2) | chr3:7087663-7089646 REVERSEMCE Ttg2C	not assigned.no ontology	35_1

CUST_51895_PI403524517	2	0.114377975	-0.8470278	0.12754154	-0.14570904	0.24951363	-0.11437893	35_14787	Rep: Expansin-B4 precursor - Oryza sativa (Rice)	UniRef90_Q94LR4	CHR2V7|COORD:18606650..18608312| ATEXPB4 (ARABIDOPSIS THALIANA EXPANSIN B4)	AT2G45110.1	CHR10V5|COORD:21529063..21531620|protein beta-expansin 1a precursor, putative, expressed	LOC_Os10g40730.1	 no descriptionweakly similar to ( 122)AT2G45110| Symbols: EXPB4, ATHEXP BETA 1.1, ATEXPB4 | ATEXPB4 (ARABIDOPSIS THALIANA EXPANSIN B4) | chr2:18606650-18608312 FORWARDmoderately similar to ( 233)EXPB4_ORYSADPBB_1 PRK07003 	cell wall.modification	10_7

CUST_101801_PI403524517	2	0.061017036	0.39205408	0.022209167	-0.31979322	-0.022209167	-0.8470702	35_29046	Rep: OSIGBa0157K09-H0214G12.17 protein - Oryza sativa (Rice)	UniRef90_Q01HE0		0	CHR04V5|COORD:25360584..25354452|protein zinc finger, C3HC4 type family protein, expressed	LOC_Os04g43220.4	no description	not assigned.unknown	35_2

CUST_1439_PI404877155	2	0.020709038	-0.3980484	-0.0023527145	0.0023536682	0.055805206	-0.1623087	Contig11562_at	P0006C01.15 [Oryza sativa (japonica cultivar-group)] dbj|BAB19073.1| TOM7-like protein [Oryza sativa (japonica cultivar-group)] dbj|BAD61183	NP_917778.1	mitochondrial import receptor subunit TOM7 / translocase of outer membrane 7 kDa subunit (TOM7.1)	At5g41685.1	protein expressed protein	Os01g43640	mitochondrial import receptor subunit TOM7 / translocase of outer membrane 7 kDa subunit (TOM7.1), identical to SP:Q9ASY8 Mitochondrial import receptor subunit TOM7 (Translocase of outer membrane 7 kDa subunit) {Arabidopsis thaliana}	transport.metabolite transporters at the mitochondrial membrane	34_9

CUST_36565_PI403524517	2	0.2094636	0.307796	0.00934267	-0.00934267	-0.21366358	-0.28796196	35_10543	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_94617_PI403524517	2	0.05755329	0.61870575	0.23777103	-0.057552338	-0.16158867	-0.07500076	35_27048	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_119575_PI403524517	2	-9.880066E-4	0.04072857	0.1732645	-0.024806976	-0.18888855	9.880066E-4	35_33829	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_56005_PI403524517	2	0.05948639	0.14917755	-0.036229134	-0.051089287	-0.018119812	0.018119812	35_15943	Rep: Proteasome subunit beta type 3 - Oryza sativa (Rice)	UniRef90_Q9LST7	"CHR1V7|COORD:7626383..7628059| PBC1 (20S proteasome beta subunit C1); peptidase"	AT1G21720.1	CHR02V5|COORD:4601379..4598612|protein proteasome subunit beta type 3, putative, expressed	LOC_Os02g08520.1	"no descriptionmoderately similar to ( 373)AT1G21720| Symbols: PBC1 | PBC1 (20S proteasome beta subunit C1); peptidase | chr1:7626383-7628059 FORWARDmoderately similar to ( 386)PSB3_ORYSAnot assigned not assigned not assigned not assigned not assigned proteasome_beta_type_3 proteasome_beta Proteasome proteasome_protease_HslV PRE1 proteasome_beta_archeal proteasome_beta_type_1 Ntn_hydrolase proteasome_beta_type_6 proteasome_beta_type_4 proteasome_beta_type_2 proteasome_alpha proteasome_beta_type_5"	protein.degradation.ubiquitin.proteasom	29_5_11_20

CUST_42295_PI403524517	2	0.32910204	0.01159811	-0.017045021	-0.011597633	0.068636894	-0.24997711	35_12156	"Cluster: Os07g0120600 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0120600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D8X9	0	0	CHR07V5|COORD:1093053..1091541|protein F-box domain containing protein	LOC_Os07g02930.1	no description	not assigned.unknown	35_2

CUST_57706_PI403524517	2	0.19512081	-0.7484703	-0.068639755	0.19568348	-0.049495697	0.04949665	35_16454	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10PB0	"CHR3V7|COORD:6087022..6088134| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G48440.1); similar to Os02g0734900 [Oryza sativa (japonica"	AT3G17780.1	CHR03V5|COORD:7428664..7425043|protein erwinia induced protein 2, putative, expressed	LOC_Os03g13750.1	"no descriptionweakly similar to ( 128)AT1G48440| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G17780.1); similar to Os02g0734900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001048043.1); similar to Os03g0240700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001049510.1); similar to Erwinia induced protein 2 [Solanum tuberosum] (GB:AAO32066.1) | chr1:17910743-17911995 FORWARD"	not assigned.unknown	35_2

CUST_2673_PI399408534	2	0.037302017	-0.037302494	0.17847872	0.26900434	-0.31705093	-0.067631245	35_40587	"Cluster: Receptor-like protein kinase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Receptor-like protein kinase-like - Oryza sativa (japonica cultivar"	UniRef90_Q69W20	"CHR3V7|COORD:5439615..5442808| CES101 (CALLUS EXPRESSION OF RBCS 101); carbohydrate binding / kinase"	AT3G16030.1	CHR07V5|COORD:21043424..21048792|protein receptor-like serine-threonine protein kinase, putative, expressed	LOC_Os07g35140.2	"no descriptionmoderately similar to ( 208)AT3G16030| Symbols: CES101 | CES101 (CALLUS EXPRESSION OF RBCS 101); carbohydrate binding / kinase | chr3:5439615-5442808 FORWARDweakly similar to ( 125)PSKR_DAUCAPhytosulfokine receptor precursor - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TyrKc Pkinase_Tyr PTKc Pkinase S_TKc S_TKc PTKc_Jak_rpt2 PTKc_Ror PTKc_Fes_like PTKc_Srm_Brk PTKc_Src_like PTKc_Trk PTKc_Jak2_Jak3_rpt2 PTK_CCK4 PTKc_Frk_like SPS1 PTKc_Fer PTKc_TrkB PTKc_EphR PTKc_ALK_LTK PTKc_c-ros PTKc_Syk_like PTKc_Itk PTKc_TrkA PTKc_EGFR_like PTKc_Fes PTKc_Ack_like PTKc_Csk_like PTKc_TrkC PTKc_Tec_like PTKc_Tyk2_rpt2 PTKc_Lyn PTKc_Ror2 PTKc_Btk_Bmx PTKc_Abl PTKc_Ror1 PTKc_Aatyk1_Aatyk3 PTKc_Fyn_Yrk PTKc_Musk PTKc_Tec_Rlk PTKc_Lck_Blk PTKc_DDR PTKc_DDR_like PTKc_Src PTKc_EphR_A2 PTK_Jak_rpt1 PTKc_Axl_like PTKc_Aatyk PTKc_Yes PTKc_HER4 PTKc_DDR2 PTKc_EphR_B"	signalling.receptor kinases.DUF 26	30_2_17

CUST_69017_PI403524517	2	-0.07781315	0.016664505	-0.0012645721	0.10586643	-0.034557343	0.0012636185	35_19747	"Cluster: C-terminal domain phosphatase-like protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: C-terminal domain phosphatase-like protein - Oryza sativa"	UniRef90_Q5N890	"CHR4V7|COORD:11511523..11516934| CPL1 (FIERY 2); double-stranded RNA binding"	AT4G21670.1	CHR01V5|COORD:37358348..37349890|protein CPL2, putative, expressed	LOC_Os01g63820.2	no description	not assigned.unknown	35_2

CUST_166521_PI403524517	2	0.15367031	0.18598127	-0.05628729	0.05628681	-0.14702749	-0.19665623	35_46389	"Cluster: Hypothetical protein P0020E09.10; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0020E09.10 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5JNC2	CHR4V7|COORD:18015993..18017508| protein phosphatase 2C family protein / PP2C family protein	AT4G38520.1	CHR01V5|COORD:43493835..43490311|protein expressed protein	LOC_Os01g74530.2	no descriptionvery weakly similar to (52.4)AT4G38520| Symbols:  | protein phosphatase 2C family protein / PP2C family protein | chr4:18015993-18017508 REVERSE	protein.postranslational modification	29_4

CUST_13377_PI403524517	2	0.07703304	-0.1336689	-0.065727234	0.012322426	0.09131718	-0.012322426	35_3836	"Cluster: Hypothetical protein P0686B10.4; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0686B10.4 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q688I0	CHR3V7|COORD:23238738..23239155| complex 1 family protein / LVR family protein	AT3G62810.1	CHR05V5|COORD:17301585..17297870|protein catalytic/ oxidoreductase, acting on NADH or NADPH, putative, expressed	LOC_Os05g30030.1	no descriptionvery weakly similar to (85.1)AT3G62810| Symbols:  | complex 1 family protein / LVR family protein | chr3:23238738-23239155 FORWARDnot assigned	not assigned.no ontology	35_1

CUST_19328_PI403524517	2	0.03604412	0.11891556	-0.03604412	-0.122270584	-0.08612347	0.12924957	35_5602	"Cluster: Hypothetical protein OSJNBb0024N19.17; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0024N19.17 - Oryza sativa (japonica"	UniRef90_Q6AVU8	CHR4V7|COORD:15831955..15841458| binding	AT4G32820.1	0	0	no descriptionweakly similar to ( 196)AT4G32820| Symbols:  | binding | chr4:15831955-15841458 REVERSE	not assigned.unknown	35_2

CUST_148730_PI403524517	2	0.023158073	-0.2973032	0.22159576	-0.02315712	0.26639366	-0.2633896	35_41608	"Cluster: UDP-D-glucuronate decarboxylase; n=4; Poaceae|Rep: UDP-D-glucuronate decarboxylase - Hordeum vulgare (Barley)"	UniRef90_Q6B6M0	"CHR2V7|COORD:12343546..12345719| UXS6; catalytic"	AT2G28760.1	CHR03V5|COORD:9415551..9419707|protein UDP-glucuronic acid decarboxylase 1, putative, expressed	LOC_Os03g16980.4	no descriptionvery weakly similar to (75.1)AT2G28760| Symbols: UXS6 | UXS6 | chr2:12343546-12345719 REVERSEnot assigned	cell wall.precursor synthesis.UXS	10_1_5

CUST_84_PI403524517	2	-0.1374836	-0.08411789	0.073158264	0.17748833	0.17748833	-0.073158264	35_21	Rep: PZE40 protein - Hordeum vulgare (Barley)	UniRef90_Q06804	CHR3V7|COORD:3381853..3384232| zinc finger (C3HC4-type RING finger) family protein	AT3G10810.1	CHR05V5|COORD:583802..584913|protein metallothionein-like protein type 2, putative, expressed	LOC_Os05g02070.4	no descriptionnot assigned not assigned Metallothio_2 PRK07764 PRK07003 PRK12323 Metallothio_PEC Protamine_P1	not assigned.unknown	35_2

CUST_634_PI404877155	2	0.018526077	0.24444199	0.0027103424	-0.17939949	-0.104673386	-0.0027103424	Contig10579_at	histone deacetylase HD2-like protein [Oryza sativa (japonica cultivar-group)]	BAB92612.1	expressed protein	At5g22650.1	protein histone deacetylase 2 isoform b	Os01g68110	NONE	RNA.regulation of transcription.HDA	27_3_55

CUST_25929_PI403524517	2	0.035484314	-0.31918144	-0.58712673	0.030611992	-0.030612946	0.04275894	35_7515	"Cluster: Os09g0441900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os09g0441900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J1G4	CHR5V7|COORD:6979316..6981769| receptor	AT5G20635.1	CHR09V5|COORD:16410150..16414861|protein keratin-associated protein 5-4, putative, expressed	LOC_Os09g26999.1	no descriptionvery weakly similar to (95.5)AT5G20635| Symbols:  | receptor | chr5:6979316-6981769 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Keratin_B2 PRK07003 tolA PRK12323 MSSP VSP TolA Metallothio PRK12678 PRK07735 PRK12472 PRK12372 PRK05035 Metallothionein Pol_Y_like TolA Sprouty TrbL PRK07471	not assigned.unknown	35_2

CUST_28184_PI399408534	2	0.07204914	0.28231525	-0.07204914	-0.107346535	-0.16611958	0.12648773	35_10277	"Cluster: Os07g0645100 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os07g0645100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D457	CHR2V7|COORD:7791537..7809312| FAT domain-containing protein / phosphatidylinositol 3- and 4-kinase family protein	AT2G17930.1	CHR07V5|COORD:26890422..26884612|protein ATM-like protein, putative, expressed	LOC_Os07g45064.1	no descriptionmoderately similar to ( 331)AT2G17930| Symbols:  | FAT domain-containing protein / phosphatidylinositol 3- and 4-kinase family protein | chr2:7791537-7809312 REVERSEnot assigned	signalling.phosphinositides	30_4

CUST_24419_PI403524517	2	0.06577873	-0.6499615	0.04571724	-0.19449139	0.1382227	-0.04571724	35_7088	"Cluster: Hypothetical protein P0700F06.24; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0700F06.24 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6K678	"CHR1V7|COORD:30415851..30416835| similar to predicted protein [Populus alba x Populus tremula] (GB:AAR14272.1); contains domain MAPKK-RELATED"	AT1G80940.1	CHR02V5|COORD:33731460..33728521|protein expressed protein	LOC_Os02g55080.1	"no descriptionweakly similar to ( 189)AT1G80940| Symbols:  | similar to predicted protein [Populus alba x Populus tremula] (GB:AAR14272.1); contains domain MAPKK-RELATED SERINE/THREONINE PROTEIN KINASES (PTHR22986); contains domain SERINE/THREONINE PROTEIN KINASE (PTHR22986:SF13) | chr1:30415851-30416835 FORWARD"	not assigned.unknown	35_2

CUST_34107_PI399408534	2	0.021921158	-0.36623287	-0.021920204	0.04853058	-0.026128769	0.06020832	35_7535	"Cluster: DEAD-box protein 3, X-chromosomal, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: DEAD-box protein 3, X-chromosomal, putative, e"	UniRef90_Q2R1M8	"CHR3|COORD:21650987..21654772| similar to DEAD box RNA helicase, putative [Arabidopsis thaliana] (TAIR:At3g58570.1); similar to DEAD box RNA helicase,"	AT3G58510.3	CHR11V5|COORD:22448108..22453365|protein ATP-dependent RNA helicase ded-1, putative, expressed	LOC_Os11g38670.1	no descriptionweakly similar to ( 130)AT3G58510| Symbols:  | ATP-dependent helicase | chr3:21651585-21654441 FORWARDvery weakly similar to (71.6)DB10_NICSYATP-dependent RNA helicase-like protein DB10 - Nicotiana sylvestris (Wood tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned SrmB PRK10590 PRK04837 PRK01297 PRK11776 PRK11192 PRK04537 PRK11634 HELICc	RNA.processing.RNA helicase	27_1_2

CUST_38708_PI403524517	2	0.102449894	-0.052646637	0.052647114	-0.104990005	0.072834015	-0.17654276	35_11139	"Cluster: RNA-binding protein of the Puf family translational repressor- like; n=1; Salinispora tropica CNB-440|Rep: RNA-binding protein of the Puf family transl"	UniRef90_Q0LAN0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_48070_PI403524517	2	-0.077222824	0.49194527	0.029027939	-0.04784298	-0.029027939	0.08187103	35_13746	Rep: GSK-like kinase - Triticum aestivum (Wheat)	UniRef90_Q8LK43	"CHR3V7|COORD:1740799..1742933| ATSK12 (Arabidopsis thaliana SHAGGY-like kinase 12); protein kinase"	AT3G05840.1	CHR05V5|COORD:1955898..1952050|protein glycogen synthase kinase-3 homolog MsK-1, putative, expressed	LOC_Os05g04340.1	"no descriptionhighly similar to ( 685)AT3G05840| Symbols: ATSK12 | ATSK12 (Arabidopsis thaliana SHAGGY-like kinase 12); protein kinase | chr3:1740799-1742933 FORWARDhighly similar to ( 684)MSK3_MEDSAGlycogen synthase kinase-3 homolog MsK-3 - Medicago sativa (Alfalfa)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase SPS1 TyrKc Pkinase_Tyr PTKc PTKc_Jak_rpt2 PTKc_Jak2_Jak3_rpt2 PTKc_Tyk2_rpt2 PTKc_Syk_like PTKc_FAK PTKc_Jak1_rpt2 PTKc_EGFR_like PTKc_FGFR PTKc_Src_like PTKc_Fes_like PTK_CCK4 PTKc_InsR_like PTKc_EphR PTKc_PDGFR PTKc_Ack_like PTKc_Csk_like PTKc_EphR_A PTKc_Frk_like PTKc_Met_Ron PTKc_Ror PTKc_Srm_Brk PTKc_VEGFR3 PTKc_Abl PTKc_HER4 PTKc_VEGFR PTKc_Axl_like PTKc_VEGFR2 PTKc_c-ros PTKc_Tyro3 PTKc_RET PTKc_EphR_B PTKc_EGFR PTKc_Musk PTKc_Itk PTKc_Lck_Blk PTKc_Tec_like PTKc_Trk PTKc_Fer PTKc_HER2 PTKc_EphR_A2 PTKc_CSF-1R PTK_HER3 PTKc_Axl PTKc_FGFR2 PTKc_Kit PTKc_ALK_LTK PTKc_PDGFR_alpha PTKc_DDR PTKc_PDGFR_beta"	protein.postranslational modification	29_4

CUST_37547_PI403524517	2	0.464633	-0.054761887	0.19421005	-0.09165192	-0.4196787	0.05476284	35_10814	Rep: Transcription factor myb - Oryza sativa (Rice)	UniRef90_Q5QT32	"CHR5V7|COORD:3680453..3683634| MYB3R-4 (C-MYB-LIKE TRANSCRIPTION FACTOR 3R-4, myb domain protein 3R-4); DNA binding / transcription factor"	AT5G11510.2	CHR12V5|COORD:7617485..7609711|protein myb, putative, expressed	LOC_Os12g13570.1	no description	not assigned.unknown	35_2

CUST_21062_PI403524517	2	0.050842285	0.42525005	1.6403198E-4	-0.39971924	-1.6498566E-4	-0.32129574	35_6113	"Cluster: Os12g0136200 protein; n=5; Oryza sativa (japonica cultivar-group)|Rep: Os12g0136200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IQ94	"CHR3|COORD:19532644..19535884| similar to RNA recognition motif (RRM)-containing protein [Arabidopsis thaliana] (TAIR:At4g00830.1); similar to putative"	AT3G52660.2	CHR12V5|COORD:1754561..1758696|protein heterogeneous nuclear ribonucleoprotein R, putative, expressed	LOC_Os12g04180.4	no descriptionvery weakly similar to (95.9)AT4G00830| Symbols:  | RNA binding | chr4:352782-354965 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned RRM RRM_1 COG5137 COG0724 Merozoite_SPAM Daxx COG5099 SSP160	RNA.RNA binding	27_4

CUST_919_PI404877155	2	0.050031662	-0.024703026	-0.11123657	-0.057281494	0.07304859	0.024703026	Contig10926_at	transcription factor viviparous 1-like [Oryza sativa (japonica cultivar-group)]	BAD03551.1	abscisic acid-insensitive protein 3 (ABI3)	At3g24650.1	protein B3 DNA binding domain, putative	Os08g01090	"ABA INSENSITIVE 3;ABSCISIC ACID-INSENSITIVE PROTEIN 3;abscisic acid-insensitive protein 3 (ABI3), identical to abscisic acid-insensitive protein 3 GI:16146 SP:Q01593 from (Arabidopsis thaliana), (Plant Cell 4 (10), 1251-1261 (1992))"	RNA.regulation of transcription.ABI3/VP1-related B3-domain-containing transcription factor family	27_3_01

CUST_16685_PI404877155	2	0.162714	-0.4139309	0.017725945	-0.0056142807	0.005613327	-0.034077644	HD13H12r_at	putative Vacuolar ATP synthase subunit d [Oryza sativa (japonica cultivar-group)] dbj|BAB89911.1| putative Vacuolar ATP synthase subunit d [	NP_917433.1	H+-transporting two-sector ATPase, putative	At3g28715.1	protein ATP synthase (C/AC39) subunit	Os01g40470	NONE	transport.p- and v-ATPases	34_1

CUST_14980_PI403524517	2	-0.44642258	1.2217779	-0.09464359	0.09464359	0.36166954	-0.117741585	35_4319	"Cluster: OSJNBa0070C17.22 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0070C17.22 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XLC7	CHR5V7|COORD:21225323..21228860| MBD13 (methyl-CpG-binding domain 13)	AT5G52230.1	CHR04V5|COORD:30905085..30900343|protein methyl-CpG binding domain containing protein, expressed	LOC_Os04g52380.2	no descriptionvery weakly similar to (50.8)AT5G52230| Symbols: MBD13 | MBD13 (methyl-CpG-binding domain 13) | chr5:21225323-21228860 REVERSEMeCP2_MBD	not assigned.unknown	35_2

CUST_2449_PI403524517	2	0.09056091	0.30070114	0.004404068	-0.034706116	-0.07037163	-0.004404068	35_666	Rep: Eukaryotic initiation factor 4A-2 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_P41377	"CHR1V7|COORD:20264162..20265685| EIF4A-2 (eukaryotic translation initiation factor 4A-2); ATP-dependent helicase"	AT1G54270.1	CHR06V5|COORD:29506320..29502687|protein eukaryotic initiation factor 4A, putative, expressed	LOC_Os06g48750.3	"no descriptionmoderately similar to ( 218)AT1G54270| Symbols: EIF4A-2 | EIF4A-2 (eukaryotic translation initiation factor 4A-2); ATP-dependent helicase | chr1:20264162-20265685 FORWARDmoderately similar to ( 220)IF4A_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned SrmB HELICc PRK11776 PRK11192 HELICc Helicase_C PRK04837 PRK11634 PRK10590 PRK01297 PRK04537 RecQ Lhr PRK11057 COG1205 COG1202"	protein.synthesis.initiation	29_2_3

CUST_60721_PI403524517	2	0.08913803	0.31032753	0.04371357	-0.15760422	-0.043712616	-0.06361771	35_17320	"Cluster: Vesicle transport v-SNARE (Vesicle soluble NSF attachment protein receptor) protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Vesicle tran"	UniRef90_Q8S0N4	"CHR5V7|COORD:15839263..15840819| VTI11 (VESICLE TRANSPORT V-SNARE 11, vesicle transport v-SNARE 11); receptor"	AT5G39510.1	CHR01V5|COORD:29691374..29694876|protein vesicle transport v-SNARE 13, putative, expressed	LOC_Os01g51120.1	" no descriptionmoderately similar to ( 276)AT5G39510| Symbols: VTI11, ATVTI1A, ATVTI11, ZIG, SGR4, VTI1A | VTI11 (VESICLE TRANSPORT V-SNARE 11, vesicle transport v-SNARE 11); receptor | chr5:15839263-15840819 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned V-SNARE "	cell. vesicle transport	31_4

CUST_66510_PI403524517	2	0.084617615	0.06923294	-0.11071205	-0.069233894	-0.12346935	0.18940926	35_18993	"Cluster: WD-40 repeat protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: WD-40 repeat protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5ZA32	"CHR3|COORD:4303881..4310220| transducin family protein / WD-40 repeat family protein, contains 2 WD-40 repeats (PF00400);  autoantigen locus HUMAUTANT (GI:53320"	AT3G13300.2	CHR06V5|COORD:11218922..11227577|protein nucleotide binding protein, putative, expressed	LOC_Os06g19660.1	"no descriptionmoderately similar to ( 499)AT3G13300| Symbols: VCS | VCS (VARICOSE); nucleotide binding | chr3:4304092-4309956 FORWARDnot assigned"	development.unspecified	33_99

CUST_14783_PI399408534	2	0.13398743	-0.12161541	-0.11527538	0.01627636	0.05159664	-0.016275406	35_20526	"Cluster: Putative exosome component; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative exosome component - Oryza sativa (japonica cultivar-group)"	UniRef90_Q84T68	CHR3V7|COORD:16987945..16989474| 3'-5'-exoribonuclease/ RNA binding	AT3G46210.4	CHR03V5|COORD:35921309..35918705|protein exosome complex exonuclease RRP46, putative, expressed	LOC_Os03g63720.1	no descriptionmoderately similar to ( 290)AT3G46210| Symbols:  | 3' exoribonuclease family domain 1-containing protein | chr3:16987945-16989474 REVERSEnot assigned not assigned not assigned Rph PRK03983 RNase_PH rph	RNA.processing.ribonucleases	27_1_19

CUST_67239_PI403524517	2	-0.15304375	0.5071068	-0.06092739	0.07629776	-0.23526669	0.060928345	35_19201	"Cluster: Oxygen-evolving enhancer protein 1, chloroplast precursor; n=6; Solanaceae|Rep: Oxygen-evolving enhancer protein 1, chloroplast precursor - Solanum lyc"	UniRef90_P23322	"CHR3V7|COORD:18901989..18903292| PSBO-2/PSBO2 (PHOTOSYSTEM II SUBUNIT O-2); oxygen evolving"	AT3G50820.1	CHR01V5|COORD:17676157..17677662|protein oxygen-evolving enhancer protein 1, chloroplast precursor, putative, expressed	LOC_Os01g31690.1	" no descriptionmoderately similar to ( 209)AT3G50820| Symbols: PSBO2, PSBO-2 | PSBO-2/PSBO2 (PHOTOSYSTEM II SUBUNIT O-2); oxygen evolving | chr3:18901989-18903292 REVERSEmoderately similar to ( 221)PSBO_TOBACOxygen-evolving enhancer protein 1, chloroplast precursor - Nicotiana tabacum (Common tobacco)MSP "	PS.lightreaction.photosystem II.PSII polypeptide subunits	1_1_1_2

CUST_15787_PI403524517	2	0.07666731	-0.07666731	0.17450094	0.25649834	-0.7608781	-0.39429903	35_4557	"Cluster: Hypothetical protein OSJNBa0063E14.21; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0063E14.21 - Oryza sativa (japonica"	UniRef90_Q6K3C6	CHR5V7|COORD:15871416..15871999| similar to hypothetical protein [Prunus persica] (GB:AAO14625.1)	AT5G39600.1	CHR02V5|COORD:10512246..10509143|protein expressed protein	LOC_Os02g18090.1	no descriptionweakly similar to ( 130)AT5G39600| Symbols:  | similar to hypothetical protein [Prunus persica] (GB:AAO14625.1) | chr5:15871416-15871999 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07764 Atrophin-1	not assigned.unknown	35_2

CUST_182800_PI403524517	2	-0.0016784668	-0.08689499	-0.00299263	0.07047844	0.0016784668	0.17418003	35_50810	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_78788_PI403524517	2	0.083229065	0.67478657	-0.13726997	-0.13558578	-0.076639175	0.07663822	35_22590	"Cluster: Hypothetical protein P0665D10.7; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0665D10.7 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q5QNF3	0	0	CHR01V5|COORD:6407674..6399795|protein hypothetical protein	LOC_Os01g11850.1	no description	not assigned.unknown	35_2

CUST_18016_PI399408534	2	0.014031887	-0.014032364	0.18235683	0.44942093	-0.4222088	-0.08138037	35_10600	"Cluster: Hypothetical protein OSJNBa0009E21.5; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0009E21.5 - Oryza sativa (japonica cu"	UniRef90_Q6I5K0	CHR3V7|COORD:20400255..20405690| RabGAP/TBC domain-containing protein	AT3G55020.1	CHR05V5|COORD:22758875..22751761|protein TBC domain containing protein, expressed	LOC_Os05g38950.2	no descriptionvery weakly similar to (92.0)AT3G55020| Symbols:  | RabGAP/TBC domain-containing protein | chr3:20400255-20405690 REVERSE	signalling.G-proteins	30_5

CUST_53573_PI403524517	2	0.06872177	-0.23918915	-0.18958282	0.014755249	-0.014755249	0.06557274	35_15238	Rep: Structural protein - Hordeum vulgare (Barley)	UniRef90_Q43493	CHR4V7|COORD:8663499..8665759| formin homology 2 domain-containing protein / FH2 domain-containing protein	AT4G15200.1	CHR01V5|COORD:8303357..8302349|protein MFS18 protein precursor, putative, expressed	LOC_Os01g14850.1	no description	not assigned.unknown	35_2

CUST_82295_PI403524517	2	0.1103611	-0.27800035	0.01952982	-0.019529343	-0.13586235	0.12819338	35_23603	"Cluster: Os12g0609500 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os12g0609500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IM03	CHR4V7|COORD:11129054..11130552| short-chain dehydrogenase/reductase (SDR) family protein	AT4G20760.1	CHR12V5|COORD:25707500..25704398|protein cell-cell signaling protein csgA-like, putative, expressed	LOC_Os12g41590.1	no descriptionvery weakly similar to (82.0)AT4G20760| Symbols:  | short-chain dehydrogenase/reductase (SDR) family protein | chr4:11129054-11130552 FORWARDnot assigned PRK09009	misc.short chain dehydrogenase/reductase (SDR)	26_22

CUST_25348_PI399408534	2	0.06632805	0.4777918	-0.008489609	-0.06017208	-0.23981953	0.008488655	35_16941	"Cluster: Putative brassinosteroid insensitive 1-associated receptor kinase 1; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative brassinosteroid"	UniRef90_Q5VQL9	"CHR1V7|COORD:22387266..22390596| NIK3 (NSP-INTERACTING KINASE 3); kinase"	AT1G60800.1	CHR01V5|COORD:3669867..3664241|protein BRASSINOSTEROID INSENSITIVE 1-associated receptor kinase 1 precursor, putative, expressed	LOC_Os01g07630.1	"no descriptionweakly similar to ( 117)AT1G60800| Symbols: NIK3 | NIK3 (NSP-INTERACTING KINASE 3); kinase | chr1:22387266-22390596 REVERSEvery weakly similar to (54.3)NORK_PEANodulation receptor kinase precursor - Pisum sativum (Garden pea)not assigned not assigned Pkinase"	signalling.receptor kinases.misc	30_2_99

CUST_25041_PI403524517	2	0.20393276	-0.070599556	0.03520775	-0.03520775	-0.08691597	0.03520775	35_7267	Rep: Endoglucanase 6 precursor - Oryza sativa (Rice)	UniRef90_Q6Z2J3	"CHR1V7|COORD:26663018..26666624| CEL1 (cellulase 1); hydrolase, hydrolyzing O-glycosyl compounds"	AT1G70710.1	CHR02V5|COORD:30567534..30571400|protein endoglucanase 1 precursor, putative, expressed	LOC_Os02g50040.1	" no descriptionvery weakly similar to (87.8)AT1G70710| Symbols: CEL1 | CEL1 (cellulase 1); hydrolase, hydrolyzing O-glycosyl compounds | chr1:26663018-26666624 REVERSEweakly similar to ( 129)GUN6_ORYSAGlyco_hydro_9 "	cell wall.degradation.cellulases and beta -1,4-glucanases	10_6_1

CUST_162789_PI403524517	2	0.5374336	-0.081962585	0.081962585	-0.15237474	-0.30518866	0.108548164	35_45405	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_23052_PI399408534	2	-0.30204296	-0.24182606	1.0865326	0.14635181	0.69932365	-0.14635181	35_43764	Rep: Allene oxide cyclase precursor - Hordeum vulgare (Barley)	UniRef90_Q711R0	CHR3V7|COORD:9405209..9406342| AOC1 (ALLENE OXIDE CYCLASE 1)	AT3G25760.1	CHR03V5|COORD:18443273..18440508|protein allene oxide cyclase 4, chloroplast precursor, putative, expressed	LOC_Os03g32314.1	no descriptionvery weakly similar to (65.1)AT3G25780| Symbols: AOC3 | AOC3 (ALLENE OXIDE CYCLASE 3) | chr3:9410599-9411646 FORWARDnot assigned Allene_ox_cyc	hormone metabolism.jasmonate.synthesis-degradation.allene oxidase cyclase	17_7_1_4

CUST_16727_PI403524517	2	-0.017616749	1.2595797	0.017616749	0.26349688	-0.15212679	-0.20491266	35_4828	"Cluster: Hypothetical protein P0545E05.31-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0545E05.31-1 - Oryza sativa (japonica cultiv"	UniRef90_Q5Z4U8	CHR1V7|COORD:22496859..22500684| proline-rich family protein	AT1G61080.1	CHR06V5|COORD:29340866..29342969|protein expressed protein	LOC_Os06g48500.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07764 PRK07003 PRK09169 PRK12372	not assigned.unknown	35_2

CUST_31388_PI403524517	2	0.31993008	0.056707382	-0.033617973	-0.19309807	0.02749157	-0.02749157	35_9061	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_38698_PI403524517	2	-0.057806015	0.17475939	0.019916534	0.18348694	-0.019916058	-0.26239014	35_11136	Rep: F9L1.4 protein - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q9XI59	CHR1V7|COORD:5199589..5201903| phosphatidyl serine synthase family protein	AT1G15110.1	CHR01V5|COORD:1043406..1049968|protein phosphatidylserine synthase 1, putative	LOC_Os01g02890.1	no descriptionweakly similar to ( 197)AT1G15110| Symbols:  | phosphatidyl serine synthase family protein | chr1:5199589-5201983 FORWARDnot assigned PSS	lipid metabolism.Phospholipid synthesis	11_3

CUST_1431_PI404877155	2	0.01725769	-0.35273266	-0.07762241	0.038111687	-0.01725769	0.1369648	Contig11551_at	OJ990528_30.3 [Oryza sativa (japonica cultivar-group)] emb|CAD41360.2| OSJNBa0076N16.24 [Oryza sativa (japonica cultivar-group)]	CAE02045.2	DNA-directed RNA polymerase, putative	At5g60040.1	protein DNA-directed RNA polymerase II largest chain	Os04g41490	gi|32480223|emb|CAE02046.1| OJ990528_30.4	RNA.transcription	27_2

CUST_72596_PI403524517	2	0.15166283	1.4920521	-0.66568565	0.0041599274	-0.35364246	-0.004160881	35_20805	"Cluster: HEAT repeat family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: HEAT repeat family protein, expressed - Oryza sativa (japonica"	UniRef90_Q10NF0	CHR3V7|COORD:2871222..2873115| armadillo/beta-catenin repeat family protein	AT3G09350.1	CHR03V5|COORD:9058460..9054674|protein expressed protein	LOC_Os03g16460.1	no descriptionweakly similar to ( 128)AT3G09350| Symbols:  | binding | chr3:2871716-2873115 FORWARDnot assigned	not assigned.no ontology.armadillo/beta-catenin repeat family protein	35_1_3

CUST_12158_PI403524517	2	0.046025276	0.43451405	0.025975227	-0.09218407	-0.025976181	-0.09138775	35_3461	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XFT9	CHR1V7|COORD:8969379..8974433| PFT1 (PHYTOCHROME AND FLOWERING TIME 1)	AT1G25540.1	CHR10V5|COORD:8648945..8653679|protein expressed protein	LOC_Os10g17740.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_45160_PI403524517	2	0.1594572	1.0550985	-0.0029888153	-0.4878044	0.0029888153	-0.15271473	35_12947	"Cluster: LSTK-1-like kinase, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: LSTK-1-like kinase, putative, expressed - Oryza sativa (japon"	UniRef90_Q2QMH1	CHR5V7|COORD:10278884..10281884| protein kinase, putative	AT5G28290.1	CHR12V5|COORD:25488836..25484627|protein LSTK-1-like kinase, putative, expressed	LOC_Os12g41180.1	 no descriptionmoderately similar to ( 384)AT5G28290| Symbols:  | protein kinase, putative | chr5:10278884-10281884 REVERSEvery weakly similar to ( 100)M2K1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase Pkinase_Tyr SPS1 TyrKc PTKc PTKc_Jak_rpt2 PTKc_FAK PTKc_Ack_like PTKc_Jak2_Jak3_rpt2 PTKc_InsR_like PTKc_Csk PTKc_Itk PTKc_Srm_Brk PTKc_Trk PTKc_TrkB PTKc_Jak1_rpt2 PTKc_Ror PTKc_EphR_B PTKc_EGFR PTKc_EGFR_like PTKc_Tyk2_rpt2 PTKc_Tec_like PTKc_EphR_A PTKc_Zap-70 PTKc_Btk_Bmx PTKc_Chk PTKc_Syk_like PTKc_Fes PTKc_c-ros PTKc_Musk PTKc_Csk_like PTKc_FGFR3 PTK_HER3 PTKc_FGFR PTKc_Axl_like PTKc_PDGFR PTKc_EphR PTKc_Syk PTKc_DDR2 PTKc_Aatyk PTKc_Abl PTKc_TrkA PTKc_Fes_like PTKc_Tec_Rlk PTKc_TrkC PTKc_Frk_like PTKc_FGFR4 PTKc_FGFR1 PTKc_FGFR2 PTKc_Aatyk1_Aatyk3 PTKc_Src PTKc_RET PTKc_DDR_like PTKc_Lck_Blk PTKc_Ror1 PTKc_EphR_A2 PTKc_Src_like PTKc_IGF-1R PTK_CCK4 PTKc_HER2 PTKc_Lyn PTKc_Axl PTK_Ryk PTKc_Tyro3 PTKc_CSF-1R PTKc_InsR PTKc_Yes PTKc_VEGFR PTKc_HER4 PTKc_VEGFR3 PTKc_Hck PTKc_DDR1 PTKc_Fyn_Yrk PTKc_ALK_LTK PTKc_Kit PTKc_Aatyk2 PTKc_PDGFR_alpha PTKc_Tie2 PTKc_VEGFR2 PTKc_Tie1 PTKc_DDR PTKc_Fer PTKc_Tie KIND PTKc_Ror2 PTKc_PDGFR_beta 	protein.postranslational modification	29_4

CUST_22197_PI403524517	2	0.22408295	0.027547836	-0.02966404	0.0059394836	-0.03612709	-0.0059394836	35_6450	"Cluster: Cell division control protein 2 homolog 1; n=9; Magnoliophyta|Rep: Cell division control protein 2 homolog 1 - Oryza sativa (Rice)"	UniRef90_P29618	"CHR3V7|COORD:18083223..18085281| CDC2/CDC2A/CDC2AAT/CDK2/CDKA;1 (CELL DIVISION CONTROL 2); cyclin-dependent protein kinase/ kinase/ protein"	AT3G48750.1	CHR03V5|COORD:975945..979588|protein cell division control protein 2 homolog 1, putative, expressed	LOC_Os03g02680.2	" no descriptionmoderately similar to ( 228)AT3G48750| Symbols: CDKA;1, CDC2AAT, CDK2, CDC2, CDC2A | CDC2/CDC2A/CDC2AAT/CDK2/CDKA;1 (CELL DIVISION CONTROL 2); cyclin-dependent protein kinase/ kinase/ protein binding | chr3:18083223-18085281 FORWARDmoderately similar to ( 271)CDC21_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pkinase S_TKc S_TKc SPS1 "	protein.postranslational modification	29_4

CUST_156520_PI403524517	2	0.6944599	0.3159175	0.11099863	-0.39454937	-0.29538918	-0.11099911	35_43715	"Cluster: Putative receptor-like protein kinase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative receptor-like protein kinase - Oryza sativa (japonica"	UniRef90_Q8RUT5	CHR3V7|COORD:1536140..1538722| disease resistance family protein	AT3G05370.1	CHR01V5|COORD:35412437..35408774|protein receptor-like protein kinase precursor, putative, expressed	LOC_Os01g60670.1	no description	not assigned.unknown	35_2

CUST_16030_PI399408534	2	0.03488922	0.04797554	-0.09530544	-0.05401039	-0.020005226	0.020005226	35_17713	"Cluster: MRNA capping enzyme, C-terminal domain containing protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: MRNA capping enzyme, C-terminal"	UniRef90_Q2QWJ7	CHR3V7|COORD:2788440..2792918| mRNA capping enzyme family protein	AT3G09100.2	CHR12V5|COORD:4774448..4762174|protein mRNA capping enzyme, putative, expressed	LOC_Os12g09120.1	no descriptionhighly similar to ( 649)AT3G09100| Symbols:  | mRNA capping enzyme family protein | chr3:2788440-2792918 REVERSEnot assigned mRNA_cap_enzyme CEG1 mRNA_cap_C DSPc CDC14 DSPc	RNA.processing	27_1

CUST_83031_PI403524517	2	0.30691147	-0.49620056	-0.15908813	0.025410652	-0.025409698	0.19795418	35_23808	"Cluster: Putative cucumisin-like serine protease; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative cucumisin-like serine protease - Oryza sativa (japon"	UniRef90_Q8LSS2	CHR2V7|COORD:2269828..2272204| subtilase family protein	AT2G05920.1	CHR10V5|COORD:12828966..12832566|protein subtilisin-like protease precursor, putative, expressed	LOC_Os10g25450.1	no descriptionweakly similar to ( 119)AT2G05920| Symbols:  | subtilase family protein | chr2:2269828-2272204 REVERSE	protein.degradation.subtilases	29_5_1

CUST_1375_PI403524517	2	0.029616356	0.20800877	-0.122509	0.03742695	-0.029615402	-0.17305851	35_363	"Cluster: Putative L-ascorbate peroxidase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative L-ascorbate peroxidase - Oryza sativa (japonica cultivar-gro"	UniRef90_Q7F1J9	"CHR4V7|COORD:15602783..15605240| APX6 (ASCORBATE PEROXIDASE 6); L-ascorbate peroxidase"	AT4G32320.1	CHR08V5|COORD:25842125..25838921|protein L-ascorbate peroxidase 4, putative, expressed	LOC_Os08g41090.1	"no descriptionmoderately similar to ( 313)AT4G32320| Symbols: APX6 | APX6 (ASCORBATE PEROXIDASE 6); L-ascorbate peroxidase | chr4:15602783-15605240 FORWARDweakly similar to ( 137)APX4_ORYSAascorbate_peroxidase plant_peroxidase peroxidase secretory_peroxidase KatG ligninase"	misc.peroxidases	26_12

CUST_114237_PI403524517	2	0.0998106	0.27591896	-0.04596615	-0.11183834	-0.06219387	0.04596615	35_32419	Rep: RNA polymerase II largest subunit - Zea mays (Maize)	UniRef90_Q71ET7	"CHR4V7|COORD:16961119..16967896| NRPB1 (RNA POLYMERASE II LARGE SUBUNIT); DNA binding / DNA-directed RNA polymerase"	AT4G35800.1	CHR05V5|COORD:2922402..2912509|protein DNA-directed RNA polymerase II largest subunit, putative, expressed	LOC_Os05g05860.1	" no descriptionmoderately similar to ( 280)AT4G35800| Symbols: RNA_POL_II_LSRNA_POL_II_LS, RNA_POL_II_LS, RPB1, NRPB1 | NRPB1 (RNA POLYMERASE II LARGE SUBUNIT); DNA binding / DNA-directed RNA polymerase | chr4:16961119-16967896 REVERSEvery weakly similar to (51.6)RPOC2_NEPOLDNA-directed RNA polymerase subunit beta'' - Nephroselmis olivaceanot assigned not assigned not assigned PRK08566 RpoC RNA_pol_Rpb1_5 RNA_pol_Rpb1_4 PRK02995 PRK05258 PRK00566 rpoC2 PRK02173 PRK02597 PRK01497 rpoC2 "	RNA.transcription	27_2

CUST_5436_PI404877155	2	0.066438675	-0.212039	-0.35517693	0.058647156	-0.05199814	0.05199814	Contig17142_at	diacylglycerol acylCoA acyltransferase [Nicotiana tabacum]	AAF19345.1	diacylglycerol O-acyltransferase / acyl CoA:diacylglycerol acyltransferase (DGAT)	At2g19450.1	protein MBOAT family, putative	Os05g10810	diacylglycerol acylCoA acyltransferase	lipid metabolism.TAG synthesis	11_4

CUST_34721_PI399408534	2	-0.069028854	0.23026657	2.9850006E-4	-2.9850006E-4	0.07330799	-0.0062732697	35_19251	"Cluster: Rac GTPase activating protein 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Rac GTPase activating protein 1 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q53LV1	CHR5V7|COORD:7423053..7425338| rac GTPase activating protein, putative	AT5G22400.1	CHR12V5|COORD:2712514..2707478|protein rac GTPase activating protein 1, putative, expressed	LOC_Os12g05900.1	 no descriptionmoderately similar to ( 395)AT5G22400| Symbols:  | rac GTPase activating protein, putative | chr5:7423053-7425338 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned RhoGAP RhoGAP RhoGAP RhoGAP_KIAA1688 RhoGAP-p50rhoGAP RhoGAP_FAM13A1a RhoGAP_nadrin RhoGAP_fBEM3 RhoGAP_ARHGAP22_24_25 RhoGAP_ARAP RhoGAP_myosin_IX RhoGAP_ARHGAP20 RhoGAP_fRGD1 RhoGAP_myosin_IXB RhoGAP_ARHGAP18 RhoGAP-ARHGAP11A RhoGap_RalBP1 RhoGAP_CdGAP RhoGAP_chimaerin RhoGAP_ARHGAP19 RhoGAP_srGAP RhoGAP_ARHGAP21 RhoGAP_ARHGAP27_15_12_9 RhoGAP_p190 RhoGAP_SYD1 PBD 	signalling.G-proteins	30_5

CUST_86894_PI403524517	2	0.009519577	-0.0095191	0.1859436	0.14664364	-0.25197315	-0.12458992	35_24886	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_3929_PI403524517	2	0.10968208	0.095047	0.008897781	-0.09823227	-0.07278824	-0.008898735	35_1088	"Cluster: 40S ribosomal protein S29; n=4; BEP clade|Rep: 40S ribosomal protein S29 - Triticum aestivum (Wheat)"	UniRef90_Q5I7K3	CHR4|COORD:16233214..16234201| 40S ribosomal protein S29 (RPS29C)	AT4G33865.1	CHR11V5|COORD:24472318..24474072|protein 40S ribosomal protein S29, putative, expressed	LOC_Os11g41610.1	no descriptionweakly similar to ( 122)AT4G33865| Symbols:  | 40S ribosomal protein S29 (RPS29C) | chr4:16233400-16234119 REVERSEnot assigned rps14P Ribosomal_S14 RpsN	protein.synthesis.misc ribososomal protein	29_2_2

CUST_115919_PI403524517	2	0.9866104	-0.015557289	0.015557289	-0.67088366	-1.730653	0.4234519	35_32872	"Cluster: Putative DnaJ domain containg protein, 3'-partial; n=4; Oryza sativa|Rep: Putative DnaJ domain containg protein, 3'-partial - Oryza sativa (Rice)"	UniRef90_Q8W3I7	"CHR2V7|COORD:11469405..11480919| GRV2 (KATAMARI2); binding / heat shock protein binding"	AT2G26890.1	CHR10V5|COORD:22546265..22531651|protein GRV2, putative, expressed	LOC_Os10g42439.1	" no descriptionweakly similar to ( 159)AT2G26890| Symbols: KAM2, GRV2 | GRV2 (KATAMARI2); binding / heat shock protein binding | chr2:11469405-11480919 REVERSEnot assigned "	stress.abiotic.heat	20_2_1

CUST_11727_PI404877155	2	0.11633873	0.24223423	0.029406548	-0.20555305	-0.062114716	-0.029406548	Contig5409_at	sterol-C5(6)-desaturase homolog [Nicotiana tabacum]	AAD20458.1	delta 7-sterol-C5-desaturase (STE1)	At3g02580.1	protein delta-7-sterol-c5(6)-desaturase (ec 1.3.3.-) (delta-7-c-5 steroldesaturase)	Os01g04260	sterol-C5(6)-desaturase	hormone metabolism.brassinosteroid.synthesis-degradation	17_3_1

CUST_83698_PI403524517	2	0.304399	-0.22818041	0.078965664	0.12641239	-0.13339376	-0.078965664	35_23994	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2RAK3	0	0	CHR11V5|COORD:2230462..2234960|protein expressed protein	LOC_Os11g05100.1	no description	not assigned.unknown	35_2

CUST_84017_PI403524517	2	0.034591675	-0.49161434	-0.114087105	0.013763428	-0.013763428	0.11378002	35_24080	"Cluster: Os06g0251000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0251000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DD65	CHR5V7|COORD:14923735..14926250| thiF family protein	AT5G37530.1	CHR06V5|COORD:7824469..7828697|protein mitochondrion protein, putative, expressed	LOC_Os06g14040.1	no descriptionweakly similar to ( 160)AT5G37530| Symbols:  | thiF family protein | chr5:14923735-14926250 FORWARDnot assigned	not assigned.no ontology	35_1

CUST_2002_PI403524517	2	-0.15323925	-1.0161133	0.46488762	0.036590576	0.07813072	-0.03659153	35_531	"Cluster: Glutamine synthetase cytosolic isozyme 1-1; n=11; Poaceae|Rep: Glutamine synthetase cytosolic isozyme 1-1 - Oryza sativa (Rice)"	UniRef90_P14656	"CHR5V7|COORD:14950804..14952886| ATGSR1 (Arabidopsis thaliana glutamine synthase clone R1); glutamate-ammonia ligase"	AT5G37600.1	CHR02V5|COORD:30672790..30668907|protein glutamine synthetase root isozyme 3, putative, expressed	LOC_Os02g50240.1	"no descriptionhighly similar to ( 656)AT5G37600| Symbols: ATGSR1 | ATGSR1 (Arabidopsis thaliana glutamine synthase clone R1); glutamate-ammonia ligase | chr5:14950804-14952886 REVERSEhighly similar to ( 706)GLNA3_HORVUGlutamine synthetase - Hordeum vulgare (Barley)not assigned not assigned not assigned not assigned Gln-synt_C GlnA Gln-synt_N Tymo_45kd_70kd"	N-metabolism.ammonia metabolism.glutamine synthase	12_2_2

CUST_14625_PI403524517	2	0.012703896	-0.10895634	-0.1454277	0.031910896	-0.012704849	0.025907516	35_4209	Rep: L1332.6 protein - Oryza sativa (Rice)	UniRef90_Q9SC71	CHR3V7|COORD:23274081..23275220| OTU-like cysteine protease family protein	AT3G62940.2	CHR04V5|COORD:31255316..31258258|protein OTU domain-containing protein 6B, putative, expressed	LOC_Os04g52850.1	no descriptionmoderately similar to ( 280)AT3G62940| Symbols:  | OTU-like cysteine protease family protein | chr3:23274081-23275220 REVERSEnot assigned OTU COG5539 tolA TolA	protein.degradation.cysteine protease	29_5_3

CUST_51767_PI403524517	2	0.010295868	-0.33649254	-0.020318985	0.07700157	-0.010295868	0.060279846	35_14755	Rep: ATPase beta subunit - Nicotiana sylvestris (Wood tobacco)	UniRef90_Q9ZR78	CHR5|COORD:2825714..2828663| ATP synthase beta chain 2, mitochondrial, identical to SP:P83484 ATP synthase beta chain 2, mitochondrial precursor (EC 3.6.3.14)	AT5G08690.1	CHR01V5|COORD:28604547..28608863|protein ATP synthase beta chain, mitochondrial precursor, putative, expressed	LOC_Os01g49190.1	 no descriptionweakly similar to ( 104)AT5G08690| Symbols:  | ATP synthase beta chain 2, mitochondrial | chr5:2825740-2828353 FORWARDweakly similar to ( 105)ATPBM_NICPLATP synthase subunit beta, mitochondrial precursor - Nicotiana plumbaginifolia (Leadwort-leaved tobacco)not assigned PRK09280 AtpD atpB PRK12597 	PS.lightreaction.ATP synthase	1_1_4

CUST_165892_PI403524517	2	0.33655548	-0.028791904	-0.10354757	0.028792381	-0.3515892	0.23403072	35_46220	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_59181_PI403524517	2	0.16568756	0.45089054	0.13993788	-0.17185307	-0.66506004	-0.1399374	35_16877	"Cluster: Replication factor C 38 kDa subunit; n=2; Oryza sativa (japonica cultivar-group)|Rep: Replication factor C 38 kDa subunit - Oryza sativa (japonica cult"	UniRef90_Q84N07	CHR5V7|COORD:9823835..9826873| nucleoside-triphosphatase/ nucleotide binding	AT5G27740.1	CHR03V5|COORD:32906711..32902945|protein replication factor C subunit 5, putative, expressed	LOC_Os03g57870.1	no descriptionhighly similar to ( 552)AT5G27740| Symbols:  | nucleoside-triphosphatase/ nucleotide binding | chr5:9823835-9826873 FORWARDnot assigned not assigned not assigned not assigned not assigned rfc PRK12402 HolB PRK04132 PRK04195 DnaX PRK07133 MGS1 PRK06305 PRK09112 PRK05564 PRK08451 PRK06872 PRK08770 PRK08769 PRK12323 PRK07399 AAA PRK06647	not assigned.unknown	35_2

CUST_10322_PI403524517	2	0.059246063	-0.72945404	-0.046429634	0.019159317	0.01953888	-0.01916027	35_2911	"Cluster: Proteasome protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Proteasome protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6H592	CHR2V7|COORD:8473006..8476151| proteasome protein-related	AT2G19560.1	CHR09V5|COORD:13177149..13173381|protein CSN12-like protein, putative, expressed	LOC_Os09g21760.1	no descriptionhighly similar to ( 505)AT2G19560| Symbols:  | proteasome protein-related | chr2:8473006-8476151 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG5600 PRK12678 PCI	protein.degradation.ubiquitin.proteasom	29_5_11_20

CUST_28100_PI399408534	2	0.10704136	-0.5657053	0.006798744	0.0	0.0	-0.16313362	35_22237	"Cluster: Pseudo-response regulator PPD-H1; n=5; Hordeum vulgare|Rep: Pseudo-response regulator PPD-H1 - Hordeum vulgare (Barley)"	UniRef90_Q32QD2	"CHR5V7|COORD:638281..641459| PRR7 (PSEUDO-RESPONSE REGULATOR 7); transcription regulator"	AT5G02810.1	CHR07V5|COORD:29615012..29627527|protein two-component response regulator-like PRR37, putative, expressed	LOC_Os07g49460.4	" no descriptionvery weakly similar to (52.4)AT5G02810| Symbols: APRR7, PRR7 | PRR7 (PSEUDO-RESPONSE REGULATOR 7); transcription regulator | chr5:638281-641459 REVERSEmoderately similar to ( 201)PRR37_ORYSACCT "	RNA.regulation of transcription.Psudo ARR transcription factor family	27_3_66

CUST_267_PI399407379	2	0.12216854	0.44869804	0.020831108	-0.16212082	-0.30797386	-0.020832062	HvIPT2									

CUST_43293_PI403524517	2	0.39805126	0.2920599	0.14445686	-0.27347088	-0.3100176	-0.14445782	35_12432	Rep: ELF8 (EARLY FLOWERING 8) - Arabidopsis thaliana	UniRef90_UPI000034EEF4	"CHR2V7|COORD:2429105..2436585| ELF8 (EARLY FLOWERING 8); binding"	AT2G06210.1	CHR07V5|COORD:17243664..17228540|protein TPR repeat nuclear phosphoprotein, putative, expressed	LOC_Os07g29360.1	" no descriptionmoderately similar to ( 260)AT2G06210| Symbols: VIP6, ELF8 | ELF8 (EARLY FLOWERING 8); binding | chr2:2429105-2436585 REVERSEnot assigned TPR "	not assigned.no ontology	35_1

CUST_52665_PI403524517	2	0.21335888	-1.460115	-0.26720428	0.17342424	0.3097043	-0.17342424	35_15004	"Cluster: Ferredoxin-NADP(H) oxidoreductase; n=4; Magnoliophyta|Rep: Ferredoxin-NADP(H) oxidoreductase - Triticum aestivum (Wheat)"	UniRef90_Q8RVZ9	"CHR5V7|COORD:26468429..26470238| ATLFNR1 (LEAF FNR 1); NADPH dehydrogenase/ oxidoreductase"	AT5G66190.1	CHR06V5|COORD:480670..478179|protein ferredoxin--NADP reductase, leaf isozyme, chloroplast precursor, putative, expressed	LOC_Os06g01850.1	no descriptionhighly similar to ( 518)AT1G20020| Symbols: ATLFNR2 | ATLFNR2 (LEAF FNR 2) | chr1:6942842-6944859 FORWARDhighly similar to ( 549)FENR1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned CysJ PRK06214 NAD_binding_1 cysJ PRK07003 Tymo_45kd_70kd Hmp PRK12323 NqrF UbiB PRK05464 Atrophin-1 PRK07764 DUF1421 AF-4 HPC2 PRK09169 APC_basic Herpes_BLLF1 TT_ORF1 IER DUF566 PRK08853	PS.lightreaction.other electron carrier (ox/red).ferredoxin reductase	1_1_5_3

CUST_659_PI399408534	2	0.06166935	-0.4661975	-0.018819809	0.018818855	0.08117008	-0.17769527	35_42815	"Cluster: Phosphatidylinositol 3-and 4-kinase family protein, expressed; n=4; Oryza sativa (japonica cultivar-group)|Rep: Phosphatidylinositol 3-and 4-kinase"	UniRef90_Q10D72	CHR4V7|COORD:11447526..11450389| transducin family protein / WD-40 repeat family protein	AT4G21520.1	CHR03V5|COORD:30213036..30231073|protein phosphatidylinositol 3- and 4-kinase family protein, expressed	LOC_Os03g52794.1	no descriptionweakly similar to ( 194)AT4G21520| Symbols:  | transducin family protein / WD-40 repeat family protein | chr4:11447526-11450389 REVERSEnot assigned	signalling.G-proteins	30_5

CUST_180652_PI403524517	2	0.57743883	0.03157091	0.27324152	-0.03157091	-0.67514706	-0.087474346	35_50241	Rep: OSIGBa0092G14.6 protein - Oryza sativa (Rice)	UniRef90_Q01KX6		0	CHR04V5|COORD:16741362..16736900|protein conserved hypothetical protein	LOC_Os04g28590.1	no description	not assigned.unknown	35_2

CUST_32300_PI399408534	2	0.056412697	-0.6829109	-0.007256508	-0.021442413	0.072218895	0.007255554	35_4994	"Cluster: Small nuclear ribonucleoprotein-like; n=2; Magnoliophyta|Rep: Small nuclear ribonucleoprotein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5N9F1	CHR1V7|COORD:28859488..28860531| small nuclear ribonucleoprotein, putative / snRNP, putative / Sm protein, putative	AT1G76860.1	CHR01V5|COORD:37855951..37854248|protein U6 snRNA-associated Sm-like protein LSm3, putative, expressed	LOC_Os01g64690.1	 no descriptionweakly similar to ( 167)AT1G76860| Symbols:  | small nuclear ribonucleoprotein, putative / snRNP, putative / Sm protein, putative | chr1:28859488-28860531 REVERSEnot assigned not assigned LSm3 LSM1 archeal_Sm1 Sm LSM PRK00737 Sm_D2 Sm_like LSm7 	RNA.processing	27_1

CUST_15495_PI399408534	2	0.030946732	0.22675705	0.049001694	-0.19543934	-0.13219357	-0.030945778	35_1643	"Cluster: RAB-like small G-protein; n=1; Hordeum vulgare subsp. vulgare|Rep: RAB-like small G-protein - Hordeum vulgare var. distichum (Two-rowed barley)"	UniRef90_Q70WD6	"CHR4V7|COORD:9644919..9646231| AT-RAB2 (Arabidopsis Rab GTPase homolog B1c); GTP binding"	AT4G17170.1	CHR04V5|COORD:23273835..23276266|protein ras-related protein Rab-2-B, putative, expressed	LOC_Os04g39440.1	" no descriptionweakly similar to ( 169)AT4G17170| Symbols: AtRABB1c, AtRab2A, AT-RAB2 | AT-RAB2 (Arabidopsis Rab GTPase homolog B1c); GTP binding | chr4:9644919-9646231 REVERSEweakly similar to ( 169)RAB2B_MAIZERas-related protein Rab-2-B - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Rab2 RAB Rab Rab14 Rab4 Ras Rab11_like Rab18 Rab8_Rab10_Rab13_like Rab1_Ypt1 Rab39 Rab5_related Rab19 RabA_like Rab6 Rab7 Rab15 Rab30 Rab26 Rab35 Rab32_Rab38 Ras_like_GTPase Rab3 Rab33B_Rab33A Rab12 Rab21 Rab23_lke RJL COG1100 Rab9 Rab27A Ras Rab24 Rab36_Rab34 RAS RabL2 Rab40 M_R_Ras_like Ran Rap_like Rit_Rin_Ric Rab28 Rho RHO RalA_RalB Rap2 Spg1 RAN RERG_RasL11_like Ras2 RSR1 H_N_K_Ras_like RheB Rab20 Rap1 Miro Rop_like RabL4 Wrch_1 Rho4_like Rac1_like Arf_Arl Tymo_45kd_70kd ARHI_like "	signalling.G-proteins	30_5

CUST_35214_PI403524517	2	0.208745	0.012094498	0.038885117	-0.012094498	-0.35972118	-0.11028957	35_10151	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_2493_PI403524517	2	0.1656847	0.1661787	-0.04826069	-0.13997936	-0.112257004	0.04826069	35_678	"Cluster: Hypothetical protein P0686E09.33; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0686E09.33 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5ZDI4	CHR3V7|COORD:5099719..5101724| exonuclease family protein	AT3G15140.1	CHR01V5|COORD:24903707..24902574|protein 3-5 exonuclease eri-1, putative, expressed	LOC_Os01g43080.1	no descriptionvery weakly similar to (73.2)AT3G15140| Symbols:  | exonuclease family protein | chr3:5099719-5101724 REVERSEnot assigned not assigned KapD PRK07748 EXOIII Exonuc_X-T PRK12323 PRK07003 PRK06722 PRK12678 polC PolC	DNA.unspecified	28_99

CUST_9097_PI403524517	2	0.09243202	-0.005853653	0.0058526993	-0.115921974	-0.045806885	0.006752968	35_2550	Rep: Protein At3g13445 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q2V3W4	"CHR1V7|COORD:20729816..20731149| TBP2 (TATA binding protein 2); DNA binding / RNA polymerase II transcription factor"	AT1G55520.2	CHR03V5|COORD:25588707..25593786|protein TATA-binding protein 2, putative, expressed	LOC_Os03g45410.1	"no descriptionmoderately similar to ( 261)AT1G55520| Symbols: ATTBP2 | TBP2 (TATA binding protein 2); DNA binding / RNA polymerase II transcription factor | chr1:20729816-20731149 REVERSEmoderately similar to ( 273)TBP2_MAIZETATA-box-binding protein 2 - Zea mays (Maize)not assigned TBP_eukaryotes TBP_TLF SPT15 TLF TBP PRK00394 TBP_archaea"	RNA.transcription	27_2

CUST_97006_PI403524517	2	0.33703327	0.49507046	-0.018635273	0.018634796	-1.1250143	-0.024520874	35_27706	"Cluster: DnaJ domain containing protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: DnaJ domain containing protein, expressed - Oryza sativa (j"	UniRef90_Q2R254	CHR5V7|COORD:14834265..14835560| DNAJ heat shock N-terminal domain-containing protein	AT5G37380.2	CHR11V5|COORD:21304782..21308211|protein dnaJ domain containing protein, expressed	LOC_Os11g36960.1	no descriptionvery weakly similar to (92.8)AT5G37380| Symbols:  | heat shock protein binding / unfolded protein binding | chr5:14834265-14835560 REVERSE	stress.abiotic.heat	20_2_1

CUST_136905_PI403524517	2	0.009774208	0.335824	-0.009774208	-0.0377779	-0.52845955	0.064917564	35_38392	"Cluster: Hypothetical protein OSJNBb0048I21.11; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0048I21.11 - Oryza sativa (japonica"	UniRef90_Q5TKI6	"CHR1V7|COORD:12520691..12524024| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G08660.1); similar to Os05g0430300 [Oryza sativa (japonica"	AT1G34320.1	CHR05V5|COORD:21037631..21044049|protein expressed protein	LOC_Os05g35530.1	no description	not assigned.unknown	35_2

CUST_34820_PI403524517	2	-0.38024616	0.093925476	0.21119404	-0.093925476	-0.13823509	0.22891617	35_10038	0	0	0	0	CHR01V5|COORD:33337069..33326897|protein ATP binding protein, putative, expressed	LOC_Os01g57110.2	no description	not assigned.unknown	35_2

CUST_5906_PI404877155	2	0.34648895	-0.02656746	-0.26951218	0.057414055	-0.1075573	0.02656746	Contig18084_at	putative transcription factor [Oryza sativa (japonica cultivar-group)] gb|AAP54297.1| putative transcription factor [Oryza sativa (japonica	NP_922010.1	transcriptional factor B3 family protein	At4g30080.1	protein putative transcription factor	Os10g33940	putative transcription factor	RNA.regulation of transcription.ARF, Auxin Response Factor family	27_3_04

CUST_16912_PI403524517	2	0.026060104	0.021128654	-0.021128654	-0.038413048	-0.0864315	0.023115158	35_4885	"Cluster: Hypothetical protein P0034C09.16-2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0034C09.16-2 - Oryza sativa (japonica cultiv"	UniRef90_Q5N7Q5	CHR2V7|COORD:123300..126212| nucleotidyltransferase	AT2G01220.1	CHR01V5|COORD:28872257..28868383|protein cytidyltransferase-related, putative, expressed	LOC_Os01g49670.3	no descriptionmoderately similar to ( 344)AT2G01220| Symbols:  | nucleotidyltransferase | chr2:123300-126212 FORWARDCTP_transf_2 MACPF NMNAT cytidylyltransferase_like nadD	not assigned.unknown	35_2

CUST_170564_PI403524517	2	0.20761395	-0.0142354965	-0.036314964	0.0142354965	-0.42724657	0.24647903	35_47509	Rep: H0901F07.8 protein - Oryza sativa (Rice)	UniRef90_Q259B2	"CHR5V7|COORD:21840281..21843515| MLO11 (MILDEW RESISTANCE LOCUS O 11); calmodulin binding"	AT5G53760.1	CHR11V5|COORD:4082034..4086654|protein MLO-like protein 4, putative, expressed	LOC_Os11g07912.1	" no descriptionweakly similar to ( 168)AT5G53760| Symbols: ATMLO11, MLO11 | MLO11 (MILDEW RESISTANCE LOCUS O 11); calmodulin binding | chr5:21840281-21843515 FORWARDvery weakly similar to (73.9)MLO_HORVUProtein MLO - Hordeum vulgare (Barley)Mlo "	stress.biotic	20_1

CUST_154335_PI403524517	2	0.15993404	0.20787525	0.032215595	-0.15410471	-0.032215595	-0.40018559	35_43129	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_89871_PI403524517	2	0.043992043	0.010643959	-0.022486687	-0.010643959	-0.028324127	0.073039055	35_25711	"Cluster: Os02g0557300 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0557300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E0D6	CHR4V7|COORD:6336019..6337297| zinc finger (C3HC4-type RING finger) family protein	AT4G10160.1	CHR02V5|COORD:21102188..21098768|protein RING-H2 finger protein ATL1G, putative, expressed	LOC_Os02g35144.1	no descriptionvery weakly similar to (63.9)AT4G10160| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr4:6336019-6337297 FORWARDvery weakly similar to (52.4)EL5_ORYSAnot assigned RING	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_92326_PI403524517	2	0.19139004	0.04943657	-0.037578583	-0.063033104	-0.05093193	0.037578583	35_26401	"Cluster: Hypothetical protein OJ1191_A10.133; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1191_A10.133 - Oryza sativa (japonica cult"	UniRef90_Q7F1E2	CHR3V7|COORD:2280434..2282103| sterile alpha motif (SAM) domain-containing protein	AT3G07170.1	CHR08V5|COORD:26065360..26068696|protein SAM domain family protein, expressed	LOC_Os08g41480.1	no descriptionvery weakly similar to (78.2)AT3G07170| Symbols:  | sterile alpha motif (SAM) domain-containing protein | chr3:2280434-2282103 FORWARDnot assigned SAM SAM_1 SAM	not assigned.no ontology	35_1

CUST_10270_PI404877155	2	-0.10283947	0.8599472	-1.3371849	0.13454723	-0.5051899	0.10283947	Contig4011_at	oxygenase-related [Arabidopsis thaliana] gb|AAM97054.1| unknown protein [Arabidopsis thaliana] gb|AAN15506.1| unknown protein [Arabidopsis t	NP_172904.2	4968371|oxygenase-related	At1g14520.1	protein expressed protein	Os06g36560	expressed protein, similar to myo-inositol oxygenase (Sus scrofa) gi:17432544:gb:AAL39076	minor CHO metabolism.myo-inositol.myo inositol oxygenases	3_4_04

CUST_133031_PI403524517	2	-0.017160416	-0.3321991	0.017160416	0.028067589	0.12371826	-0.107073784	35_37354	"Cluster: Os05g0400400 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0400400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DIC9	CHR3V7|COORD:19554124..19555145| ubiquinol-cytochrome C reductase UQCRX/QCR9-like family protein	AT3G52730.1	CHR05V5|COORD:19395246..19391899|protein ubiquinol-cytochrome c reductase complex 8.0 kDa protein, putative, expressed	LOC_Os05g33210.2	no descriptionvery weakly similar to (85.9)AT3G52730| Symbols:  | ubiquinol-cytochrome C reductase UQCRX/QCR9-like family protein | chr3:19554124-19555145 REVERSEvery weakly similar to (81.6)UCR10_SOLTUnot assigned UCR_UQCRX_QCR9	mitochondrial electron transport / ATP synthesis.cytochrome c reductase	9_5

CUST_87502_PI403524517	2	-2.4309769	-0.6520977	0.8524437	0.85202026	-0.046387672	0.046388626	35_25050	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_163028_PI403524517	2	0.04211521	0.050064564	0.13130474	-0.20305681	-0.04211569	-0.2475524	35_45468	"Cluster: Os05g0363500 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0363500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DIT9		0	CHR05V5|COORD:17287942..17280527|protein expressed protein	LOC_Os05g30010.1	no description	not assigned.unknown	35_2

CUST_63403_PI403524517	2	-0.37339592	0.8936138	-0.45113087	0.35463905	-0.03967285	0.03967285	35_18102	"Cluster: Putative harpin inducing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative harpin inducing protein - Oryza sativa (japonica cultivar-g"	UniRef90_Q94CU7	CHR2V7|COORD:15117714..15118397| YLS9 (YELLOW-LEAF-SPECIFIC GENE 9)	AT2G35980.1	CHR01V5|COORD:37739860..37738852|protein YLS9, putative, expressed	LOC_Os01g64470.1	 no descriptionvery weakly similar to (76.3)AT2G35980| Symbols: NHL10, YLS9 | YLS9 (YELLOW-LEAF-SPECIFIC GENE 9) | chr2:15117714-15118397 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Hin1 PRK07003 DUF566 AF-4 PRK12323 Herpes_BLLF1 KAR9 APC_basic Tymo_45kd_70kd HPC2 PRK07764 Atrophin-1 	not assigned.no ontology	35_1

CUST_14204_PI404877155	2	0.025744438	-0.53304577	-0.008897781	0.008897781	0.048542976	-0.035316467	Contig8043_at	putative transformer-SR ribonucleoprotein [Oryza sativa (japonica cultivar-group)] dbj|BAD05836.1| putative transformer-SR ribonucleoprotein	BAD05420.1	transformer serine/arginine-rich ribonucleoprotein, putative	At1g07350.1	protein RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain), putative	Os08g29650	transformer-2-like protein	RNA.regulation of transcription	27_3

CUST_22534_PI399408534	2	-0.040783882	0.040783405	0.3484211	0.5136976	-0.3172574	-0.12312698	35_20283	Rep: Wall-associated kinase 3 - Triticum aestivum (Wheat)	UniRef90_Q4U3Z6	"CHR1V7|COORD:7434292..7436691| WAK3 (WALL ASSOCIATED KINASE 3); kinase/ protein serine/threonine kinase"	AT1G21240.1	CHR02V5|COORD:630655..627342|protein OsWAK11 - OsWAK receptor-like protein kinase, expressed	LOC_Os02g02120.1	"no descriptionmoderately similar to ( 295)AT1G21240| Symbols: WAK3 | WAK3 (WALL ASSOCIATED KINASE 3); kinase/ protein serine/threonine kinase | chr1:7434292-7436691 FORWARDweakly similar to ( 186)NORK_PEANodulation receptor kinase precursor - Pisum sativum (Garden pea)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc Pkinase_Tyr TyrKc S_TKc PTKc Pkinase PTKc_Jak_rpt2 PTKc_Csk_like SPS1 PTKc_Fes_like PTKc_Abl PTKc_Srm_Brk PTKc_EGFR_like PTKc_InsR_like PTKc_Met_Ron PTKc_Src_like PTKc_Axl_like PTKc_Trk PTKc_Syk_like PTKc_Itk PTKc_Frk_like PTKc_InsR PTKc_Ror PTKc_IGF-1R PTKc_Tec_like PTKc_Ack_like PTKc_Fer PTKc_DDR PTKc_Tyk2_rpt2 PTKc_Csk PTKc_Chk PTK_CCK4 PTKc_Syk PTKc_FAK PTKc_EphR PTKc_Btk_Bmx PTKc_Jak2_Jak3_rpt2 PTKc_Musk PTKc_Lck_Blk PTKc_Fes PTKc_EphR_A2 PTKc_Tyro3 PTKc_Lyn PTKc_TrkA PTKc_TrkC PTKc_Tec_Rlk PTKc_TrkB PTKc_Axl PTKc_c-ros PTKc_FGFR PTKc_Aatyk PTKc_HER4 PTKc_DDR_like PTK_HER3 PTKc_ALK_LTK PTKc_EphR_B PTKc_PDGFR PTK_Ryk PTKc_RET PTKc_Src PTKc_Zap-70 PTKc_EphR_A PTKc_Ror1 PTKc_Tie2 PTKc_Fyn_Yrk PTKc_Yes PTKc_DDR2 PTKc_Tie PTKc_Tie1 PTKc_EGFR PTKc_Hck PTKc_DDR1 PTK_Jak_rpt1 PTKc_HER2 PTKc_Jak1_rpt2 PTK_Jak2_Jak3_rpt1 PTKc_FGFR2 PTKc_Aatyk1_Aatyk3 PTKc_Ror2 PTKc_FGFR4 PTKc_FGFR3 PTKc_FGFR1 PTKc_EphR_A10 PTKc_VEGFR PTK_Jak1_rpt1 PTK_Tyk2_rpt1 PTKc_VEGFR3 PTKc_VEGFR2 PTKc_Aatyk2 PTKc_Kit PTKc_CSF-1R"	signalling.receptor kinases.wall associated kinase	30_2_25

CUST_83201_PI403524517	2	0.16355705	0.28412056	-0.0825758	-0.08564091	-0.1531725	0.08257675	35_23855	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_15454_PI404877155	2	0.11813831	0.9159622	0.38353825	-0.23999596	-0.1700859	-0.11813927	Contig9333_at	0	NP_974128.1	zinc finger (C2H2 type) family protein	At1g72050.2	protein Zinc finger, C2H2 type, putative	Os02g02420	NONE	RNA.regulation of transcription.C2H2 zinc finger family	27_3_11

CUST_56918_PI403524517	2	0.058398247	0.21481228	0.06174469	-0.09905243	-0.0583992	-0.068211555	35_16220	"Cluster: Os05g0358000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0358000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DIV9	CHR5V7|COORD:19976274..19977648| HRB1 (HYPERSENSITIVE TO RED AND BLUE)	AT5G49230.1	CHR05V5|COORD:16914637..16907845|protein fiber protein Fb2, putative, expressed	LOC_Os05g28980.2	"no descriptionweakly similar to ( 124)AT3G06760| Symbols:  | similar to HRB1 (HYPERSENSITIVE TO RED AND BLUE) [Arabidopsis thaliana] (TAIR:AT5G49230.1); similar to fiber protein Fb2 [Gossypium barbadense] (GB:AAN77145.1); contains InterPro domain Drought induced 19; (InterPro:IPR008598) | chr3:2132977-2134361 FORWARDnot assigned not assigned not assigned not assigned Di19 TT_ORF1"	stress.abiotic.drought/salt	20_2_3

CUST_11598_PI403524517	2	0.0700922	0.62626266	0.091828346	-0.41973686	-0.21401691	-0.0700922	35_3291	"Cluster: Os01g0215700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0215700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JPL8	CHR5V7|COORD:18637647..18639491| GDSL-motif lipase/hydrolase family protein	AT5G45910.1	CHR01V5|COORD:6315932..6319276|protein esterase precursor, putative, expressed	LOC_Os01g11710.1	no descriptionmoderately similar to ( 221)AT5G45910| Symbols:  | GDSL-motif lipase/hydrolase family protein | chr5:18637647-18639491 REVERSEvery weakly similar to (83.6)EST_HEVBREsterase precursor - Hevea brasiliensis (Para rubber tree)not assigned SGNH_plant_lipase_like fatty_acyltransferase_like Herpes_BLLF1 PRK07003 PRK12323	misc.GDSL-motif lipase	26_28

CUST_114104_PI403524517	2	0.24040937	0.20514393	0.057642937	-0.057642937	-0.4667449	-0.17045069	35_32380	"Cluster: Protein kinase domain containing protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Protein kinase domain containing protein, express"	UniRef90_Q2QLI7	CHR1V7|COORD:16816094..16817173| DNA binding / ligand-dependent nuclear receptor	AT1G44191.1	CHR12V5|COORD:27452843..27446516|protein serine/threonine-protein kinase PRP4, putative, expressed	LOC_Os12g44330.2	no descriptionnot assigned not assigned not assigned PRK07764	not assigned.unknown	35_2

CUST_87309_PI403524517	2	-0.0078125	-0.89462805	0.018061161	0.10557604	0.0078125	-0.108436584	35_24999	"Cluster: Os07g0517700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0517700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D617	0	0	CHR07V5|COORD:19963975..19968222|protein F-box domain containing protein	LOC_Os07g33400.1	no description	not assigned.unknown	35_2

CUST_8003_PI404877155	2	-0.036729813	-0.5434551	-0.01744461	0.15755177	0.017443657	0.12540245	Contig23542_at	putative aldolase [Arabidopsis thaliana]	AAB81520.1	HpcH/HpaI aldolase family protein	At4g10750.1	protein HpcH/HpaI aldolase family, putative	Os09g36030	aldolase -related	glycolysis.aldolase	4_07

CUST_28610_PI403524517	2	0.0066537857	0.29093075	0.118083954	-0.117076874	-0.0066537857	-0.20777798	35_8267	"Cluster: Putative ubiquitin-specific protease; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ubiquitin-specific protease - Oryza sativa (japonica"	UniRef90_Q6ZJC2	CHR5V7|COORD:26175089..26178322| ubiquitin carboxyl-terminal hydrolase family protein / zinc finger (MYND type) family protein	AT5G65450.1	CHR08V5|COORD:23468289..23460849|protein ubiquitin-specific protease 16, putative, expressed	LOC_Os08g37350.1	no descriptionmoderately similar to ( 341)AT5G65450| Symbols:  | ubiquitin carboxyl-terminal hydrolase family protein / zinc finger (MYND type) family protein | chr5:26175089-26178322 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Peptidase_C19E UCH Peptidase_C19D Peptidase_C19G peptidase_C19C Peptidase_C19K Peptidase_C19H Peptidase_C19 Peptidase_C19R UBP5 Peptidase_C19O Peptidase_C19B Peptidase_C19L COG5077 UBP14 Peptidase_C19F UBP12 Peptidase_C19A	protein.degradation.ubiquitin.ubiquitin protease	29_5_11_5

CUST_42063_PI403524517	2	0.03105545	-0.25208092	-0.20449066	0.026632309	0.048704147	-0.026631355	35_12094	"Cluster: Putative O-methyltransferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative O-methyltransferase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q84ZM2	CHR3V7|COORD:22970416..22972155| O-methyltransferase family 3 protein	AT3G62000.1	CHR08V5|COORD:3095635..3099097|protein caffeoyl-CoA O-methyltransferase 1, putative, expressed	LOC_Os08g05790.1	no descriptionmoderately similar to ( 294)AT3G62000| Symbols:  | O-methyltransferase family 3 protein | chr3:22970416-22972155 REVERSEweakly similar to ( 142)CAMT_MESCRCaffeoyl-CoA O-methyltransferase - Mesembryanthemum crystallinum (Common ice plant)not assigned Methyltransf_3 COG4122 GCD14 cbiT	secondary metabolism.phenylpropanoids.lignin biosynthesis.CCoAOMT	16_2_1_6

CUST_8412_PI404877155	2	-0.07537079	0.19825745	-0.07107353	0.111328125	-0.14137268	0.07107258	Contig24896_at	putative mitogen-activated protein kinase kinase [Oryza sativa]	CAD45180.1	mitogen-activated protein kinase kinase (MAPKK) (MKK2)	At4g29810.1	protein mitogen-activated protein kinase kinase, putative	Os06g05520	"mitogen-activated protein kinase kinase (MAPKK) (MKK2), identical to MAP kinase kinase 2 (Arabidopsis thaliana) gi:3219267:dbj:BAA28828; mitogen-activated protein kinase kinase (MAPKK) family, PMID:12119167 or  similar to mitogen-activated protein kinase"	signalling.MAP kinases	30_6

CUST_9842_PI404877155	2	-0.25314903	-0.22129679	-0.0866127	0.8871727	0.29049063	0.0866127	Contig3564_s_at	iron/ascorbate-dependent oxidoreductase [Hordeum vulgare]	AAP95024.1	oxidoreductase, 2OG-Fe(II) oxygenase family protein	At5g20400.1	protein oxidoreductase, 2OG-Fe(II) oxygenase family, putative	Os02g17940	"oxidoreductase, 2OG-Fe(II) oxygenase family protein, similar to naringenin,2-oxoglutarate 3-dioxygenase (flavonone-3-hydroxylase) (SP:Q06942)(Malus domestica); contains PF031712OG-Fe(II) oxygenase superfamily domain"	hormone metabolism.ethylene.synthesis-degradation	17_5_1

CUST_80568_PI403524517	2	-0.016822815	-1.102026	0.016821861	0.8832054	0.7262831	-0.26956558	35_23107	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_69465_PI403524517	2	0.11151886	0.54873276	0.107934	-0.23176003	-0.11400032	-0.107933044	35_19878	"Cluster: Putative ariadne; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ariadne - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ZIV0	CHR1V7|COORD:24304828..24309822| zinc finger protein-related	AT1G65430.1	CHR08V5|COORD:26914526..26922798|protein protein ariadne-1, putative, expressed	LOC_Os08g42740.6	no descriptionmoderately similar to ( 223)AT1G65430| Symbols:  | zinc finger protein-related | chr1:24304828-24309822 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF1777	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_135768_PI403524517	2	0.1915884	-0.23136902	-0.08063221	0.020472527	0.2252531	-0.020471573	35_38079	Rep: Aminoalcoholphosphotransferase - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_O82567	"CHR1V7|COORD:4638831..4641560| AAPT1 (AMINOALCOHOLPHOSPHOTRANSFERASE 1); phosphatidyltransferase"	AT1G13560.2	CHR06V5|COORD:5284927..5275591|protein AAPT1, putative, expressed	LOC_Os06g10280.1	"no descriptionvery weakly similar to (73.2)AT1G13560| Symbols: AAPT1 | AAPT1 (AMINOALCOHOLPHOSPHOTRANSFERASE 1); phosphatidyltransferase | chr1:4638831-4641688 REVERSE"	misc.misc2	26_1

CUST_155745_PI403524517	2	-0.10613918	0.0956831	0.05660343	-0.069313526	-0.017670155	0.017670631	35_43502	"Cluster: Putative DNA topoisomerase II; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative DNA topoisomerase II - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z8D9	"CHR3V7|COORD:8624938..8631113| TOPII (TOPOISOMERASE II); ATP binding / DNA binding / DNA topoisomerase (ATP-hydrolyzing)"	AT3G23890.1	CHR02V5|COORD:28778718..28771135|protein DNA topoisomerase 2, putative, expressed	LOC_Os02g47150.1	" no descriptionvery weakly similar to (74.7)AT3G23890| Symbols: ATTOPII, TOPII | TOPII (TOPOISOMERASE II); ATP binding / DNA binding / DNA topoisomerase (ATP-hydrolyzing) | chr3:8624938-8631113 FORWARDvery weakly similar to (64.3)TOP2_PEADNA topoisomerase 2 - Pisum sativum (Garden pea)TOP4c "	DNA.synthesis/chromatin structure	28_1

CUST_13629_PI404877155	2	-0.12582588	0.2404623	-0.037194252	0.048226357	0.024997711	-0.024997711	Contig7374_at	putative  CorA-like Mg2+ transporter protein [Oryza sativa (japonica cultivar-group)]	AAR87307.1	magnesium transporter CorA-like family protein (MRS2-2)	At5g64560.1	protein putative  CorA-like Mg2+ transporter protein	Os03g53110	gi|30698045|ref|NP_851269.1| expressed protein	transport.unspecified cations	34_14

CUST_49692_PI403524517	2	0.058294773	2.120923	-0.34569263	0.6382141	-0.35790062	-0.058294296	35_14171	Rep: Actin - Nannochloris bacillaris (Green alga)	UniRef90_O64457	CHR5V7|COORD:3052810..3054221| ACT7 (actin 7)	AT5G09810.1	CHR01V5|COORD:37836734..37840215|protein actin-7, putative, expressed	LOC_Os01g64630.1	 no descriptionhighly similar to ( 718)AT5G09810| Symbols: ACT2/7, ACT7 | ACT7 (actin 7) | chr5:3052810-3054221 FORWARDhighly similar to ( 732)ACT7_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Actin ACTIN ACTIN COG5277 PRK07003 Herpes_BLLF1 PRK07764 	cell.organisation	31_1

CUST_137411_PI403524517	2	0.09294891	-0.011888504	-0.0062332153	0.07707214	-0.016429901	0.006231308	35_38536	"Cluster: ADP,ATP carrier protein 1, mitochondrial precursor; n=6; Poaceae|Rep: ADP,ATP carrier protein 1, mitochondrial precursor - Zea mays (Maize)"	UniRef90_P04709	"CHR3V7|COORD:2605712..2607036| AAC1 (ADP/ATP CARRIER 1); ATP:ADP antiporter/ binding"	AT3G08580.1	CHR02V5|COORD:29816067..29819467|protein ADP,ATP carrier protein, mitochondrial precursor, putative, expressed	LOC_Os02g48720.2	"no descriptionvery weakly similar to (65.9)AT3G08580| Symbols: AAC1 | AAC1 (ADP/ATP CARRIER 1); binding | chr3:2605712-2607036 REVERSEweakly similar to ( 113)ADT_ORYSA"	major CHO metabolism.synthesis.starch.transporter	2_1_2_5

CUST_15057_PI404877155	2	0.22380066	-0.08657169	-0.10465431	0.08339691	0.014422417	-0.014422417	Contig8917_at	hypothetical protein [Oryza sativa (japonica cultivar-group)]	AAO20074.1	histone-like transcription factor (CBF/NF-Y) family protein	At1g07980.1	protein expressed protein	Os03g63530	NONE	RNA.regulation of transcription.CCAAT box binding factor family, HAP5	27_3_16

CUST_21702_PI403524517	2	0.12712765	0.22085953	-0.18519783	0.024209976	-0.20368099	-0.024209976	35_6298	"Cluster: Putative phosphatase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative phosphatase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q75HI8	CHR3V7|COORD:21644042..21646034| phosphatidic acid phosphatase family protein / PAP2 family protein	AT3G58490.1	CHR03V5|COORD:33569224..33566308|protein phosphoric ester hydrolase, putative, expressed	LOC_Os03g59070.1	no descriptionmoderately similar to ( 495)AT3G58490| Symbols:  | phosphatidic acid phosphatase family protein / PAP2 family protein | chr3:21644339-21646034 FORWARDnot assigned not assigned PAP2_SPPase1 PAP2_like_2 PAP2 PAP2_like_4 PAP2_like PAP2_like_3 acidPPc PAP2_dolichyldiphosphatase PgpB	lipid metabolism.'exotics' (steroids, squalene etc).sphingolipids	11_8_1

CUST_70100_PI403524517	2	-0.002117157	0.5227852	0.3540125	-0.17499828	0.002117157	-0.1925292	35_20066	"Cluster: Ankryin repeat S-palmitoyl transferase, putative, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Ankryin repeat S-palmitoyl"	UniRef90_Q2R2S1	CHR5V7|COORD:6876774..6881104| TIP1 (TIP GROWTH DEFECTIVE 1)	AT5G20350.1	CHR11V5|COORD:19924570..19930996|protein palmitoyltransferase TIP1, putative, expressed	LOC_Os11g34860.3	no descriptionweakly similar to ( 132)AT5G20350| Symbols: TIP1 | TIP1 (TIP GROWTH DEFECTIVE 1) | chr5:6876774-6881104 FORWARDnot assigned not assigned not assigned not assigned not assigned ANK Arp	cell.organisation	31_1

CUST_169620_PI403524517	2	-0.029203415	-0.08452606	0.04344845	0.029204369	0.11183643	-0.17490387	35_47245	"Cluster: Putative NADH-ubiquinone oxireductase; n=1; Arabidopsis thaliana|Rep: Putative NADH-ubiquinone oxireductase - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9SK66	CHR2V7|COORD:8793151..8796179| catalytic/ coenzyme binding	AT2G20360.1	CHR02V5|COORD:35007697..35011783|protein NADH-ubiquinone oxidoreductase 39 kDa subunit, mitochondrial precursor, putative, expressed	LOC_Os02g57180.1	no descriptionmoderately similar to ( 228)AT2G20360| Symbols:  | catalytic/ coenzyme binding | chr2:8793151-8796179 FORWARDnot assigned COG0702	mitochondrial electron transport / ATP synthesis.NADH-DH.localisation not clear	9_1_2

CUST_32950_PI399408534	2	0.16534328	-0.095954895	-0.015536308	0.015536308	-0.12428951	0.1376009	35_4916	"Cluster: OSJNBa0086O06.13 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0086O06.13 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XLZ6	CHR2|COORD:14241325..14244634| DNA-binding family protein / AT-hook protein 1 (AHP1), identical to AT-hook protein 1 (Arabidopsis thaliana) gi:2598227:emb:CAA10	AT2G33620.3	CHR04V5|COORD:29599053..29594948|protein AT-hook protein 1, putative, expressed	LOC_Os04g49990.2	no descriptionweakly similar to ( 171)AT2G33620| Symbols:  | DNA-binding family protein / AT-hook protein 1 (AHP1) | chr2:14241825-14243639 FORWARDDUF296	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_5335_PI399408534	2	-0.12894678	0.25920105	-0.42407417	0.12894726	-0.7161732	0.39195538	35_19017	"Cluster: Putative transcription factor; n=3; Arabidopsis thaliana|Rep: Putative transcription factor - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9ZTC1	"CHR3V7|COORD:17550612..17552020| MYB94 (myb domain protein 94); DNA binding / transcription factor"	AT3G47600.1	CHR07V5|COORD:26075459..26073624|protein MYB94, putative, expressed	LOC_Os07g43580.1	" no descriptionmoderately similar to ( 260)AT3G47600| Symbols: AtMYBCP70, AtMYB94, MYB94 | MYB94 (myb domain protein 94); DNA binding / transcription factor | chr3:17550612-17552020 REVERSEweakly similar to ( 186)MYB4_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned REB1 APC_basic PRK07003 Myb_DNA-binding PRK12323 PRK07764 Atrophin-1 SANT Herpes_BLLF1 PRK12678 AF-4 Tymo_45kd_70kd SANT DUF566 "	RNA.regulation of transcription.MYB domain transcription factor family	27_3_25

CUST_41190_PI403524517	2	0.13636208	0.021745682	0.010748863	-0.09734154	-0.010748863	-0.020991325	35_11840	"Cluster: Hypothetical protein P0704D04.21; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0704D04.21 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5ZBN4	CHR4V7|COORD:8502369..8503194| protease inhibitor/seed storage/lipid transfer protein (LTP)-related	AT4G14805.1	CHR01V5|COORD:24246206..24247977|protein conserved hypothetical protein	LOC_Os01g42210.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07003 TT_ORF1 Atrophin-1 PRK12323 Tymo_45kd_70kd Extensin_2 DUF1421 PRK12678	not assigned.unknown	35_2

CUST_31788_PI399408534	2	-0.4580431	0.24668121	0.023592949	0.43914413	-0.29960346	-0.023593903	35_1059	"Cluster: Zinc finger A20 and AN1 domain-containing stress-associated protein 2; n=1; Oryza sativa|Rep: Zinc finger A20 and AN1 domain-containing stress-associat"	UniRef90_Q942F8	CHR4|COORD:7214704..7215979| zinc finger (AN1-like) family protein, contains Pfam domains, PF01428: AN1-like Zinc finger and PF01754: A20-like zinc finger	AT4G12040.2	CHR01V5|COORD:30231637..30230951|protein multiple stress-responsive zinc-finger protein ISAP1, putative, expressed	LOC_Os01g52030.1	no descriptionvery weakly similar to ( 100)AT4G12040| Symbols:  | zinc finger (AN1-like) family protein | chr4:7215335-7215862 FORWARDvery weakly similar to (95.9)ISAP1_ORYSAnot assigned not assigned zf-AN1 ZnF_AN1 PRK12323	RNA.regulation of transcription.unclassified	27_3_99

CUST_1277_PI404877155	2	0.002576828	0.45310688	-0.06153488	-0.07478142	-0.002576828	0.08206749	Contig11388_at	putative Myb-family transcription factor [Oryza sativa (japonica cultivar-group)]	CAD23060.1	formin homology 2 domain-containing protein / FH2 domain-containing protein	At1g59910.1	protein Myb-like DNA-binding domain, putative	Os02g34630	NONE	RNA.regulation of transcription	27_3

CUST_96711_PI403524517	2	0.3240118	0.68957424	0.1567831	-0.15678263	-0.19532108	-0.19208097	35_27622	"Cluster: Putative ERD4 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ERD4 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5JLH8	CHR1V7|COORD:4041441..4043141| early-responsive to dehydration protein-related / ERD protein-related	AT1G11960.1	CHR01V5|COORD:19732327..19721309|protein HYP1, putative, expressed	LOC_Os01g35050.3	no descriptionmoderately similar to ( 201)AT1G11960| Symbols:  | early-responsive to dehydration protein-related / ERD protein-related | chr1:4041441-4043141 REVERSEnot assigned COG5594	stress.abiotic.drought/salt	20_2_3

CUST_170729_PI403524517	2	0.0928421	0.6832962	0.16581249	-0.33324528	-0.25967026	-0.09284115	35_47555	"Cluster: Os09g0114700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0114700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J3H0	CHR2V7|COORD:16718498..16719670| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G45248.2)	AT2G40020.2	CHR09V5|COORD:1174665..1167868|protein expressed protein	LOC_Os09g02660.1	no description	not assigned.unknown	35_2

CUST_115630_PI403524517	2	-0.24774742	0.8660612	0.51360416	-0.22121525	-0.2339325	0.22121525	35_32794	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_159819_PI403524517	2	-0.22841978	-0.21084595	0.21084547	0.35896015	0.45013952	-0.27226067	35_44600	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_154916_PI403524517	2	0.44401407	0.13158274	0.12808704	-0.12808752	-0.3070507	-0.26085615	35_43280	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_13733_PI404877155	2	-0.1197443	0.20720863	-0.05882263	-0.019087791	0.019087791	0.13770771	Contig7476_at	putative target of myb1 [Oryza sativa (japonica cultivar-group)] dbj|BAD08174.1| putative target of myb1 [Oryza sativa (japonica cultivar-gr	BAD07858.1	VHS domain-containing protein / GAT domain-containing protein	At5g16880.1	protein VHS domain, putative	Os02g46960	0	RNA.regulation of transcription.MYB domain transcription factor family	27_3_25

CUST_103791_PI403524517	2	0.07296181	-0.33357334	0.053928375	-0.053928375	-0.5798435	0.056484222	35_29591	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_82647_PI403524517	2	-0.13698006	0.8931856	0.017238617	-0.26160622	-0.017237663	0.08653355	35_23705	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_8681_PI404877155	2	0.11944294	0.17157936	-0.2569933	-0.16578674	-0.11944294	0.13218021	Contig25757_at	P0028G04.16 [Oryza sativa (japonica cultivar-group)] dbj|BAB93436.1| phospholipase-like protein [Oryza sativa (japonica cultivar-group)] dbj	NP_908642.1	esterase/lipase/thioesteras e family protein	At5g19290.1	protein hypothetical protein	Os01g21560	lysophospholipase -like protein	lipid metabolism.lipid degradation.lysophospholipases	11_9_3

CUST_19542_PI404877155	2	-0.16714478	0.0075101852	0.015964508	0.13898087	-0.035762787	-0.0075092316	rbah37c06_s_at	Alanine aminotransferase 2 (GPT) (Glutamic--pyruvic transaminase 2) (Glutamic--alanine transaminase 2) (ALAAT-2) pir||S42535 alanine transam	P52894	alanine aminotransferase, putative	At1g72330.1	protein alanine aminotransferase	Os10g25130	HORVU Alanine aminotransferase 2	amino acid metabolism.degradation.branched chain group.isoleucine	13_2_4_5

CUST_87578_PI403524517	2	0.030714512	0.11424875	-0.030714512	-0.069880486	0.07619333	-0.08246136	35_25070	Rep: H0913C04.1 protein - Oryza sativa (Rice)	UniRef90_Q259U8	CHR5V7|COORD:16521225..16524198| protein kinase family protein	AT5G41260.1	CHR03V5|COORD:34602277..34607157|protein TPR-containing protein kinase, putative, expressed	LOC_Os03g61010.1	no descriptionvery weakly similar to (90.9)AT5G41260| Symbols:  | protein kinase family protein | chr5:16521225-16524198 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned IER PRK12323	protein.postranslational modification	29_4

CUST_1527_PI403524517	2	0.34984303	-0.24956894	-0.19237423	0.15007019	0.0	0.0	35_402	"Cluster: Putative xylanase inhibitor; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative xylanase inhibitor - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8S1V1	CHR1V7|COORD:787143..788444| extracellular dermal glycoprotein, putative / EDGP, putative	AT1G03220.1	CHR01V5|COORD:41467520..41466058|protein xylanase inhibitor TAXI-IV, putative, expressed	LOC_Os01g71080.1	 no descriptionweakly similar to ( 119)AT1G03220| Symbols:  | extracellular dermal glycoprotein, putative / EDGP, putative | chr1:787143-788444 FORWARDvery weakly similar to (75.1)7SB1_SOYBNBasic 7S globulin precursor - Glycine max (Soybean)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07764 PRK09169 Tymo_45kd_70kd PRK07003 PRK08853 DUF566 APC_basic Herpes_BLLF1 	not assigned.no ontology	35_1

CUST_109429_PI403524517	2	-0.031698227	-0.5308323	0.031698227	0.085455894	-0.6050825	0.22038937	35_31101	0	0	"CHR1V7|COORD:5675918..5678679| SR45 (arginine/serine-rich 45); RNA binding"	AT1G16610.1	CHR01V5|COORD:7088834..7092149|protein leaf protein, putative, expressed	LOC_Os01g12810.5	no description	not assigned.unknown	35_2

CUST_54533_PI403524517	2	-0.010504723	-0.16684818	0.20760632	0.11163521	-0.069563866	0.010504723	35_15522	"Cluster: Taxadienol acetyl transferase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Taxadienol acetyl transferase-like - Oryza sativa (japonica"	UniRef90_Q9FTG9	CHR3V7|COORD:23025308..23026783| transferase family protein	AT3G62160.1	CHR01V5|COORD:24727553..24724356|protein 3-N-debenzoyl-2-deoxytaxol N-benzoyltransferase, putative, expressed	LOC_Os01g42880.1	no descriptionvery weakly similar to (66.2)AT3G62160| Symbols:  | transferase family protein | chr3:23025308-23026783 REVERSE	not assigned.no ontology	35_1

CUST_171416_PI403524517	2	0.13683176	0.38197613	0.04458475	-0.5411873	-0.04458475	-0.3295436	35_47767	"Cluster: BTB/POZ domain containing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: BTB/POZ domain containing protein - Oryza sativa (japonica cultivar"	UniRef90_Q7XEA7	"CHR5V7|COORD:6342565..6344643| ATBPM1 (BTB-POZ AND MATH DOMAIN 1); protein binding"	AT5G19000.1	CHR10V5|COORD:14939196..14940874|protein snRNP protein, putative	LOC_Os10g29380.1	"no descriptionweakly similar to ( 103)AT5G19000| Symbols: ATBPM1 | ATBPM1 (BTB-POZ AND MATH DOMAIN 1); protein binding | chr5:6342565-6344643 FORWARDnot assigned not assigned BTB BTB MATH"	protein.degradation.ubiquitin.E3.BTB/POZ Cullin3.BTB/POZ	29_5_11_4_5_2

CUST_6907_PI403524517	2	0.008091927	-0.16442299	-0.023845673	0.13200378	-0.008091927	0.0627718	35_1915	Rep: Phosphomannomutase - Triticum aestivum (Wheat)	UniRef90_Q1W374	CHR2V7|COORD:18862950..18864827| eukaryotic phosphomannomutase family protein	AT2G45790.1	CHR04V5|COORD:34609185..34612214|protein phosphomannomutase, putative, expressed	LOC_Os04g58580.1	no descriptionmoderately similar to ( 416)AT2G45790| Symbols: ATPMM | eukaryotic phosphomannomutase family protein | chr2:18862950-18864827 FORWARDnot assigned PMM Cof Hydrolase_3	cell wall.precursor synthesis.phosphomannomutase	10_1_21

CUST_119066_PI403524517	2	0.015597343	0.22035313	-0.007185936	-0.1813755	0.0071849823	-0.06508732	35_33696	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_14541_PI403524517	2	-1.0392437	-0.09231663	0.09231663	0.09939098	0.1401062	-0.46138573	35_4181	"Cluster: Os07g0474600 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os07g0474600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D6J1	CHR3V7|COORD:8428078..8433166| cyclopropane fatty acid synthase, putative / CPA-FA synthase, putative	AT3G23510.1	CHR07V5|COORD:17114115..17118728|protein cyclopropane-fatty-acyl-phospholipid synthase/ oxidoreductase, putative, expressed	LOC_Os07g29220.1	 no descriptionmoderately similar to ( 319)AT3G23510| Symbols:  | cyclopropane fatty acid synthase, putative / CPA-FA synthase, putative | chr3:8428078-8433166 FORWARDCfa CMAS PRK11705 Methyltransf_11 Methyltransf_12 UbiG 	lipid metabolism.Phospholipid synthesis.cyclopropane-fatty-acyl-phospholipid synthase	11_3_7

CUST_137646_PI403524517	2	-0.01884842	0.17999935	0.09450531	0.018847466	-0.36279297	-0.102134705	35_38602	Rep: UDP-glucose 6-dehydrogenase - Glycine max (Soybean)	UniRef90_Q96558	CHR3V7|COORD:11268612..11270054| UDP-glucose 6-dehydrogenase, putative	AT3G29360.1	CHR12V5|COORD:14890511..14893771|protein UDP-glucose 6-dehydrogenase, putative, expressed	LOC_Os12g25700.3	no descriptionmoderately similar to ( 357)AT3G29360| Symbols:  | UDP-glucose 6-dehydrogenase | chr3:11268612-11270054 REVERSEmoderately similar to ( 361)UGDH_SOYBNUDP-glucose 6-dehydrogenase - Glycine max (Soybean)not assigned Ugd UDPG_MGDP_dh_N WecC wecC UDPG_MGDP_dh	cell wall.precursor synthesis.UGD	10_1_4

CUST_12391_PI404877155	2	-0.05166149	-0.21440125	0.030643463	0.09401989	0.034334183	-0.03064251	Contig6144_at	glucose-6-phosphate isomerase [Oryza sativa (japonica cultivar-group)]	BAD08451.1	glucose-6-phosphate isomerase, putative	At4g24620.1	protein glucose-6-phosphate isomerase, putative	Os09g29070	glucose-6-phosphate isomerase (EC 5.3.1.9) precursor, chloroplast - spinach emb	glycolysis.G6PIsomerase	4_03

CUST_115821_PI403524517	2	0.23040676	0.55676174	-0.04978323	0.049782753	-0.056711197	-0.1676774	35_32844	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_12200_PI404877155	2	0.032600403	0.34627533	-0.01391983	0.013920784	-0.12216854	-0.058717728	Contig592_at	OSJNBa0053K19.11 [Oryza sativa (japonica cultivar-group)]	CAE03503.2	aminomethyltransferase, putative	At1g11860.1	protein glycine cleavage system T protein	Os04g53230	aminomethyltransferase	amino acid metabolism.degradation.serine-glycine-cysteine group.glycine	13_2_5_2

CUST_90473_PI403524517	2	0.056488037	-0.056488037	0.17794895	-0.22872925	-0.3290696	0.3109522	35_25875	Rep: H0410G08.12 protein - Oryza sativa (Rice)	UniRef90_Q25AA2	0	0	CHR04V5|COORD:32132785..32129344|protein heterogeneous nuclear ribonucleoprotein U-like protein 1, putative, expressed	LOC_Os04g54350.1	no description	not assigned.unknown	35_2

CUST_5300_PI403524517	2	0.131845	1.2178788	-0.12811041	0.12810993	-0.7641525	-0.17519188	35_1463	"Cluster: Hypothetical protein P0529E05.17; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0529E05.17 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5N9C0	CHR3V7|COORD:2764865..2765912| similar to Os01g0853000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001044830.1)	AT3G09050.1	CHR01V5|COORD:37064250..37062800|protein expressed protein	LOC_Os01g63410.1	no descriptionmoderately similar to ( 208)AT3G09050| Symbols:  | similar to Os01g0853000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001044830.1) | chr3:2764865-2765912 FORWARD	not assigned.unknown	35_2

CUST_57224_PI403524517	2	0.10523462	-0.15814447	0.23604965	0.044909	-0.22033787	-0.044908524	35_16320	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_157445_PI403524517	2	0.16132545	0.5867524	0.054365635	-0.07332325	-0.054365635	-0.3652401	35_43964	"Cluster: Protein phosphatase 2C-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Protein phosphatase 2C-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5ZBH7	CHR4V7|COORD:8646193..8650082| protease inhibitor/seed storage/lipid transfer protein (LTP) family protein	AT4G15160.1	CHR01V5|COORD:24911502..24916271|protein catalytic/ protein phosphatase type 2C/ protein serine/threonine phosphatase, putative, expressed	LOC_Os01g43100.1	no description	not assigned.unknown	35_2

CUST_12950_PI403524517	2	-0.034376144	0.17980576	-0.19509697	-0.010402679	0.010403633	0.042708397	35_3706	"Cluster: Putative senescence-associated protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative senescence-associated protein - Oryza sativa (japonic"	UniRef90_Q9FVY6	CHR1V7|COORD:23470640..23472610| TET10 (TETRASPANIN10)	AT1G63260.2	CHR10V5|COORD:18903588..18900655|protein senescence-associated protein DH, putative, expressed	LOC_Os10g35980.1	no descriptionmoderately similar to ( 322)AT1G63260| Symbols: TET10 | TET10 (TETRASPANIN10) | chr1:23470659-23472610 REVERSEnot assigned Tetraspannin	development.unspecified	33_99

CUST_28042_PI403524517	2	-0.06408596	-0.25310898	-0.183465	0.064086914	0.5944042	0.17615986	35_8106	"Cluster: Integral membrane protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Integral membrane protein, putative, expressed - Oryza"	UniRef90_Q10EJ2	CHR1V7|COORD:18288003..18288615| integral membrane protein, putative	AT1G49405.1	CHR03V5|COORD:31741251..31743093|protein expressed protein	LOC_Os03g55870.1	 no descriptionweakly similar to ( 145)AT1G49405| Symbols:  | integral membrane protein, putative | chr1:18288003-18288615 REVERSEnot assigned DUF588 	not assigned.unknown	35_2

CUST_83830_PI403524517	2	0.09062147	-0.4021139	0.027873993	-0.08341503	-0.018293858	0.018294334	35_24031	Rep: H0815C01.3 protein - Oryza sativa (Rice)	UniRef90_Q01J93	CHR5V7|COORD:3244181..3246604| similar to 80A08_29 [Brassica rapa subsp. pekinensis] (GB:AAZ67614.1)	AT5G10320.1	CHR04V5|COORD:22253115..22260636|protein expressed protein	LOC_Os04g37810.2	no descriptionvery weakly similar to (64.7)AT5G10320| Symbols:  | similar to 80A08_29 [Brassica rapa subsp. pekinensis] (GB:AAZ67614.1) | chr5:3244606-3246604 REVERSE	not assigned.unknown	35_2

CUST_29583_PI399408534	2	0.0942173	0.6559515	0.20809841	-0.49056292	-0.0942173	-0.79501486	35_29211	"Cluster: OSJNBb0012E24.3 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: OSJNBb0012E24.3 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XU07	CHR1V7|COORD:22196673..22198842| EMB1220 (EMBRYO DEFECTIVE 1220)	AT1G60170.1	CHR04V5|COORD:27572705..27577308|protein pre-mRNA-splicing factor 31, putative, expressed	LOC_Os04g46890.3	no descriptionvery weakly similar to (68.9)AT1G60170| Symbols: EMB1220 | EMB1220 (EMBRYO DEFECTIVE 1220) | chr1:22196673-22198842 FORWARDnot assigned	RNA.processing	27_1

CUST_5785_PI403524517	2	-1.1942115	1.409287	0.169487	0.6250825	-0.169487	-0.70702124	35_1598	"Cluster: HAD-superfamily hydrolase, subfamily IA, variant 3, putative; n=1; Oryza sativa (japonica cultivar-group)|Rep: HAD-superfamily hydrolase,"	UniRef90_Q53RB5	CHR2V7|COORD:13666172..13667608| haloacid dehalogenase-like hydrolase family protein	AT2G32150.1	CHR03V5|COORD:28092272..28095500|protein phosphatase, putative, expressed	LOC_Os03g49440.1	no descriptionmoderately similar to ( 241)AT2G32150| Symbols:  | haloacid dehalogenase-like hydrolase family protein | chr2:13666172-13667608 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG1011 PRK12678 Herpes_BLLF1 Hydrolase PRK07003 TT_ORF1 Gph DUF1777 Pneumo_att_G APC_basic KAR9	not assigned.no ontology	35_1

CUST_43703_PI403524517	2	-0.16649246	0.6062074	0.30929565	-0.3090086	0.16649294	-0.5494628	35_12541	"Cluster: OSJNBa0027P08.2 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0027P08.2 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7X6L2	CHR2V7|COORD:18244802..18245209| ARL (ARGOS-LIKE)	AT2G44080.1	CHR04V5|COORD:21938223..21940171|protein expressed protein	LOC_Os04g36670.1	no description	not assigned.unknown	35_2

CUST_71425_PI403524517	2	-0.058750153	-0.059685707	0.058750153	0.08959007	0.111330986	-0.12251282	35_20462	"Cluster: NADP-dependent isocitrate dehydrogenase; n=1; Oryza sativa (japonica cultivar-group)|Rep: NADP-dependent isocitrate dehydrogenase - Oryza sativa (japon"	UniRef90_Q9XHX4	CHR1V7|COORD:24542751..24545524| isocitrate dehydrogenase, putative / NADP+ isocitrate dehydrogenase, putative	AT1G65930.1	CHR01V5|COORD:8167111..8173194|protein isocitrate dehydrogenase, putative, expressed	LOC_Os01g14580.1	 no descriptionmoderately similar to ( 285)AT1G65930| Symbols:  | isocitrate dehydrogenase, putative / NADP+ isocitrate dehydrogenase, putative | chr1:24542751-24545524 FORWARDmoderately similar to ( 281)IDHP_MEDSAIsocitrate dehydrogenase [NADP], chloroplast precursor - Medicago sativa (Alfalfa)not assigned PRK08299 Icd Iso_dh 	TCA / org. transformation.TCA.IDH	8_1_4

CUST_13927_PI404877155	2	-0.33344364	-0.30535126	0.052010536	0.19335556	-0.05201149	0.086268425	Contig7681_s_at	ankyrin-like protein [Oryza sativa (japonica cultivar-group)]	BAB90379.1	dehydration-responsive protein-related	At5g64030.1	protein methyltransferase, putative	Os01g66110	ankyrin-like protein	stress.abiotic.drought/salt	20_2_3

CUST_13084_PI404877155	2	-0.32608604	0.104447365	0.06717491	-0.09214878	0.032073975	-0.03207302	Contig680_at	plasma membrane H+-ATPase [Triticum aestivum] sp|P83970|PMA1_WHEAT Plasma membrane ATPase (Proton pump)	AAS55889.1	ATPase 2, plasma membrane-type, putative / proton pump 2, putative / proton-exporting ATPase, putative	At4g30190.1	protein plasma-membrane proton-efflux P-type ATPase	Os04g56160	plasma membrane H+-ATPase	transport.p- and v-ATPases	34_1

CUST_13872_PI404877155	2	-0.22808647	-0.044855118	0.0025167465	0.17404938	0.12557602	-0.0025167465	Contig7629_at	putative dehydration-responsive protein RD22 precursor [Oryza sativa (japonica cultivar-group)] dbj|BAB89935.1| putative BURP domain-contain	NP_916440.1	dehydration-responsive protein (RD22)	At5g25610.1	protein BURP domain, putative	Os01g53240	putative dehydration-responsive protein RD22	stress.abiotic.drought/salt	20_2_3

CUST_946_PI404877155	2	0.10719299	-0.11430931	-0.034116745	-0.0038995743	0.028909683	0.0038995743	Contig10956_at	Hypothetical protein [Oryza sativa (japonica cultivar-group)]	AAM51836.1	high-affinity nickel-transport family protein	At2g16800.1	protein High-affinity nickel-transport protein, putative	Os03g06090	high-affinity nickel-transport family protein, contains Pfam domain, PF03824: High-affinity nickel-transport protein	transport.metal	34_12

CUST_61872_PI403524517	2	-0.013798714	-0.08592415	-0.03401947	0.119169235	0.1037426	0.013799667	35_17653	"Cluster: Os01g0266000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0266000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JNU0	CHR5V7|COORD:7199194..7203882| La domain-containing protein / proline-rich family protein	AT5G21160.1	CHR01V5|COORD:9071415..9080597|protein la domain containing protein, expressed	LOC_Os01g16110.1	no descriptionmoderately similar to ( 362)AT5G21160| Symbols:  | La domain-containing protein / proline-rich family protein | chr5:7199194-7203882 REVERSEnot assigned not assigned not assigned not assigned LA La DM15 LHP1	not assigned.unknown	35_2

CUST_11429_PI403524517	2	-0.12362385	-0.5228834	0.08607769	0.11298561	-0.039322853	0.039322853	35_3244	"Cluster: Putative chorismate mutase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative chorismate mutase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5JN19	"CHR1V7|COORD:26083761..26085222| CM3 (CHORISMATE MUTASE 3); chorismate mutase"	AT1G69370.1	CHR01V5|COORD:32501866..32498570|protein chorismate mutase, chloroplast precursor, putative, expressed	LOC_Os01g55870.1	" no descriptionmoderately similar to ( 365)AT1G69370| Symbols: CM-3, CM3 | CM3 (CHORISMATE MUTASE 3); chorismate mutase | chr1:26083761-26085222 FORWARDnot assigned "	amino acid metabolism.synthesis.aromatic aa.phenylalanine and tyrosine.chorismate mutase	13_1_6_2_1

CUST_10007_PI403524517	2	0.123259544	-0.24752045	-0.079294205	0.069241524	0.026468277	-0.026467323	35_2826	Rep: Putative RNA binding protein - Oryza sativa (Rice)	UniRef90_Q9FWK8	CHR4V7|COORD:8231175..8232781| heterogeneous nuclear ribonucleoprotein, putative / hnRNP, putative	AT4G14300.1	CHR10V5|COORD:17101873..17107209|protein heterogeneous nuclear ribonucleoprotein 27C, putative, expressed	LOC_Os10g33230.1	 no descriptionvery weakly similar to (66.6)AT4G14300| Symbols:  | heterogeneous nuclear ribonucleoprotein, putative / hnRNP, putative | chr4:8231175-8232781 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned Drf_FH1 GP38 	not assigned.no ontology	35_1

CUST_10895_PI403524517	2	0.060370445	-0.06036949	-0.09877396	0.3373623	0.08938217	-0.14800167	35_3078	"Cluster: Putative genetic modifier; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative genetic modifier - Oryza sativa (japonica cultivar-group)"	UniRef90_Q652P6	"CHR4|COORD:7004329..7006075| haloacid dehalogenase-like hydrolase family protein, similar to genetic modifier (Zea mays) GI:10444400; contains InterPro accessio"	AT4G11570.2	CHR09V5|COORD:22707142..22709078|protein genetic modifier, putative, expressed	LOC_Os09g39560.1	no descriptionmoderately similar to ( 381)AT4G11570| Symbols:  | haloacid dehalogenase-like hydrolase family protein | chr4:7004737-7005858 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG0637 Gph Hydrolase PRK10725 COG1011 PRK11587 PRK10826 PRK12678 PRK10563 PRK12323 Atrophin-1	not assigned.no ontology	35_1

CUST_65418_PI403524517	2	0.09755325	-0.07244301	-0.21715069	0.11496258	0.04630947	-0.04630947	35_18678	"Cluster: Putative ubiquitin carrier protein E2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ubiquitin carrier protein E2 - Oryza sativa (japonica"	UniRef90_Q651V2	"CHR5V7|COORD:1498728..1499973| UBC22 (ubiquitin-conjugating enzyme 18); ubiquitin-protein ligase"	AT5G05080.1	CHR06V5|COORD:27218531..27222175|protein ubiquitin-conjugating enzyme E2S, putative, expressed	LOC_Os06g45000.2	no descriptionmoderately similar to ( 279)AT5G05080| Symbols: UBC22 | UBC22 (ubiquitin-conjugating enzyme 18) | chr5:1498728-1499973 REVERSEvery weakly similar to (99.8)UBC2_WHEATUbiquitin-conjugating enzyme E2-17 kDa - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned UBCc UQ_con COG5078 UBCc	protein.degradation.ubiquitin.E2	29_5_11_3

CUST_65597_PI403524517	2	0.032489777	-0.26456833	-0.03249073	0.072309494	-0.078825	0.077661514	35_18734	"Cluster: OSJNBa0083D01.21 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0083D01.21 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XVE1	CHR2V7|COORD:13498130..13502086| similar to spermidine synthase-related / putrescine aminopropyltransferase-related [Arabidopsis thaliana]	AT2G31740.1	CHR04V5|COORD:18333024..18343553|protein spermine/spermidine synthase, putative, expressed	LOC_Os04g31000.1	"no descriptionmoderately similar to ( 405)AT2G31740| Symbols:  | similar to spermidine synthase-related / putrescine aminopropyltransferase-related [Arabidopsis thaliana] (TAIR:AT5G04610.1); similar to putative spermine/spermidine synthase [Medicago truncatula] (GB:ABE91499.1); similar to Os04g0379300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001052588.1); similar to putative spermine/spermidine synthase [Glycine max] (GB:AAQ62585.1); contains InterPro domain Methyltransferase type 11; (InterPro:IPR013216); contains InterPro domain Generic methyltransferase; (InterPro:IPR001601) | chr2:13498130-13502086 REVERSEnot assigned not assigned Methyltransf_11 PRK04457 SpeE UbiE PRK08317 Spermine_synth"	not assigned.unknown	35_2

CUST_16060_PI399408534	2	-0.0019903183	0.36744595	0.01975441	-0.11337042	-0.18483734	0.0019898415	35_13354	"Cluster: Putative transcription factor IIIA; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative transcription factor IIIA - Oryza sativa (japonica cultiv"	UniRef90_Q60F45	CHR1|COORD:27118686..27121117| zinc finger (C2H2 type) family protein, contains multiple zinc finger domains: PF00096: Zinc finger, C2H2 type	AT1G72050.1	CHR05V5|COORD:1120053..1123778|protein transcription factor IIIA, putative, expressed	LOC_Os05g03020.1	no descriptionmoderately similar to ( 235)AT1G72050| Symbols:  | zinc finger (C2H2 type) family protein | chr1:27119470-27120890 FORWARDnot assigned not assigned COG5048	RNA.regulation of transcription.C2H2 zinc finger family	27_3_11

CUST_102568_PI403524517	2	0.10533905	1.2812858	-0.10533905	-0.4619398	-2.060368	0.17700768	35_29259	Rep: Dehydrin - Hordeum vulgare (Barley)	UniRef90_P93179	CHR5V7|COORD:26535737..26536379| RAB18 (RESPONSIVE TO ABA 18)	AT5G66400.1	CHR11V5|COORD:14843591..14842298|protein water stress-inducible protein Rab21, putative, expressed	LOC_Os11g26790.1	no descriptionweakly similar to ( 121)DHN1_HORVUDehydrin DHN1 - Hordeum vulgare (Barley)Dehydrin	not assigned.unknown	35_2

CUST_15954_PI404877155	2	0.03020382	0.16656971	-0.0012750626	0.0012750626	-0.059096336	-0.06424427	Contig9796_at	transcription factor IIA large subunit / TFIIA large subunit (TFIIA-L) [Arabidopsis thaliana]	NP_850937.1	transcription factor IIA large subunit / TFIIA large subunit (TFIIA-L)	At1g07480.1	protein protein F22G5.18 [imported] - Arabidopsis thaliana	Os05g22670	"transcription factor IIA large subunit, putative / TFIIA large subunit, putative, nearly identical to transcription factor IIA large subunit GI:2826884 from (Arabidopsis thaliana); contains Pfam profile: PF03153 transcription factor IIA, alpha/beta subuni"	RNA.regulation of transcription.General Transcription	27_3_50

CUST_2291_PI403524517	2	0.0041742325	-0.29232502	0.026986122	-0.010674477	0.09754467	-0.0041742325	35_620	"Cluster: Putative beta-glucosidase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative beta-glucosidase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q75I94	CHR3V7|COORD:6191592..6194130| glycosyl hydrolase family 1 protein	AT3G18080.1	CHR03V5|COORD:28203199..28197907|protein beta-glucosidase homolog precursor, putative, expressed	LOC_Os03g49610.1	 no descriptionhighly similar to ( 654)AT3G18080| Symbols:  | glycosyl hydrolase family 1 protein | chr3:6191592-6194130 FORWARDmoderately similar to ( 383)BGLC_MAIZEBeta-glucosidase, chloroplast precursor - Zea mays (Maize)not assigned Glyco_hydro_1 BglB celA arb PRK09852 	misc.gluco-, galacto- and mannosidases	26_3

CUST_24246_PI403524517	2	0.3193946	-0.02586937	-0.03513193	0.02586937	-0.08082199	0.28221846	35_7036	Rep: H0702G05.10 protein - Oryza sativa (Rice)	UniRef90_Q25AI3	"CHR1V7|COORD:29849722..29858108| EMB1135 (EMBRYO DEFECTIVE 1135); DNA binding"	AT1G79350.1	CHR04V5|COORD:30684842..30669078|protein EMB1135, putative, expressed	LOC_Os04g52020.1	"no descriptionmoderately similar to ( 273)AT1G79350| Symbols: EMB1135 | EMB1135 (EMBRYO DEFECTIVE 1135); DNA binding | chr1:29849722-29858108 REVERSEnot assigned"	development.unspecified	33_99

CUST_105466_PI403524517	2	-0.066765785	0.05440426	-0.018315315	0.22337437	-0.10589123	0.018315315	35_30037	Rep: J-domain protein - Triticum aestivum (Wheat)	UniRef90_Q0PMD7	CHR3V7|COORD:15880102..15882046| ATJ3 (Arabidopsis thaliana DnaJ homologue 3)	AT3G44110.1	CHR03V5|COORD:32647346..32650266|protein dnaJ protein, putative, expressed	LOC_Os03g57340.1	 no descriptionweakly similar to ( 144)AT3G44110| Symbols: ATJ, ATJ3 | ATJ3 (Arabidopsis thaliana DnaJ homologue 3) | chr3:15880166-15882046 REVERSEweakly similar to ( 150)DNJH_CUCSADnaJ protein homolog - Cucumis sativus (Cucumber)not assigned 	stress.abiotic.heat	20_2_1

CUST_8436_PI404877155	2	-0.35263348	-0.5063095	0.17425442	0.05357361	0.45161057	-0.053572655	Contig24940_at	G-box binding factor 2B - rice gb|AAC49558.1| DNA-binding factor of bZIP class	T03245	bZIP transcription factor family protein	At1g19490.1	protein bZIP transcription factor, putative	Os12g06010	DNA-binding factor of bZIP class/G-box binding factor 2B	RNA.regulation of transcription.bZIP transcription factor family	27_3_35

CUST_52630_PI403524517	2	0.024072647	0.28279877	-0.081866264	-0.024072647	-0.053444862	0.17457867	35_14992	0	0	CHR5|COORD:24927608..24932431| transcriptional factor B3 family protein / auxin-responsive factor, putative (ARF1), contains Pfam profile: PF02362 B3 DNA bindin	AT5G62000.3	CHR01V5|COORD:41022491..41027847|protein auxin response factor 2, putative, expressed	LOC_Os01g70270.4	no description	not assigned.unknown	35_2

CUST_99852_PI403524517	2	-0.027693748	0.13811779	0.04951763	-0.12360382	0.027693748	-0.16237545	35_28504	Rep: Hypothetical protein - Solanum tuberosum (Potato)	UniRef90_Q3HVN9	"CHR4V7|COORD:11014110..11016465| GSNAP (GAMMA-SOLUBLE NSF ATTACHMENT PROTEIN); intracellular transporter"	AT4G20410.1	CHR04V5|COORD:31197102..31193077|protein gamma-soluble NSF attachment protein, putative, expressed	LOC_Os04g52760.1	" no descriptionweakly similar to ( 182)AT4G20410| Symbols: GAMMA-SNAP, GSNAP | GSNAP (GAMMA-SOLUBLE NSF ATTACHMENT PROTEIN); intracellular transporter | chr4:11014110-11016465 REVERSEnot assigned "	protein.targeting.secretory pathway.unspecified	29_3_4_99

CUST_135219_PI403524517	2	0.22348356	0.16847658	-0.026592255	-0.5630717	-0.5980706	0.026592255	35_37933	"Cluster: Hypothetical protein OJ1611_C08.15; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1611_C08.15 - Oryza sativa (japonica cultiv"	UniRef90_Q6ZHF3	"CHR3V7|COORD:6068009..6072820| similar to Os02g0772500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001048265.1); similar to Uncharacterized protein"	AT3G17740.1	CHR02V5|COORD:32596270..32605203|protein expressed protein	LOC_Os02g53270.2	"no descriptionweakly similar to ( 105)AT3G17740| Symbols:  | similar to Os02g0772500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001048265.1); similar to Uncharacterized protein C14orf102 (GB:Q9H7Z3); contains InterPro domain Protein prenyltransferase; (InterPro:IPR008940); contains InterPro domain Protein of unknown function DUF1740; (InterPro:IPR013633) | chr3:6068009-6072820 REVERSE"	not assigned.unknown	35_2

CUST_73280_PI403524517	2	0.08190203	0.17388058	0.1302476	-0.47280455	-0.08190203	-0.11112738	35_21008	Rep: Glycosyltransferase - Zea mays (Maize)	UniRef90_Q5QPY4	"CHR3V7|COORD:6228399..6229553| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G18180.1); similar to glycosyltransferase [Saccharum officinarum]"	AT3G18170.1	CHR10V5|COORD:18355965..18353337|protein glycosyltransferase, putative, expressed	LOC_Os10g35020.1	"no descriptionvery weakly similar to (50.4)AT3G18170| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G18180.1); similar to glycosyltransferase [Saccharum officinarum] (GB:CAI30073.1); contains InterPro domain Protein of unknown function DUF563; (InterPro:IPR007657) | chr3:6228399-6229553 FORWARDDUF563"	not assigned.unknown	35_2

CUST_5550_PI403524517	2	0.032938957	0.43482208	-0.016530037	-0.04183674	-0.04183674	0.016529083	35_1533	"Cluster: MAPEG family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: MAPEG family protein, expressed - Oryza sativa (japonica cultivar-gro"	UniRef90_Q10E40	CHR1V7|COORD:24488876..24490345| microsomal glutathione s-transferase, putative	AT1G65820.1	CHR03V5|COORD:28545513..28543532|protein microsomal glutathione S-transferase 3, putative, expressed	LOC_Os03g50130.1	 no descriptionweakly similar to ( 181)AT1G65820| Symbols:  | microsomal glutathione s-transferase, putative | chr1:24488876-24490345 FORWARDnot assigned MAPEG 	misc.glutathione S transferases	26_9

CUST_136084_PI403524517	2	0.10899067	0.7111931	-0.010094643	-0.15871048	-0.008179665	0.008179665	35_38161	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_116779_PI403524517	2	0.20018816	-0.37468767	-0.5255127	0.87924576	0.3088379	-0.20018816	35_33101	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_17368_PI404877155	2	0.017354012	0.010485649	-0.12467766	-0.010484695	-0.082437515	0.015746117	HU08H01u_at	OSJNBb0020J19.10 [Oryza sativa (japonica cultivar-group)] ref|XP_474478.1| OSJNBb0020J19.10 [Oryza sativa (japonica cultivar-group)]	CAE05781.2	glucose-6- phosphate/phosphate translocator-related	At1g77610.1	protein Integral membrane protein DUF6, putative	Os04g59550	gi|32487497|emb|CAE05782.1| OSJNBb0020J19.11	transport.metabolite transporters at the envelope membrane	34_8

CUST_83580_PI403524517	2	0.017908573	-0.7094989	0.050878525	-0.13835478	-0.017908096	0.06583977	35_23964	"Cluster: Os09g0567800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os09g0567800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IZI6	CHR5V7|COORD:915649..918325| GDSL-motif lipase/hydrolase family protein	AT5G03610.1	CHR09V5|COORD:22674960..22670943|protein carboxylic ester hydrolase/ hydrolase, acting on ester bonds, putative, expressed	LOC_Os09g39430.1	no descriptionvery weakly similar to (98.2)AT5G03610| Symbols:  | GDSL-motif lipase/hydrolase family protein | chr5:915649-918325 FORWARDnot assigned not assigned SGNH_plant_lipase_like fatty_acyltransferase_like PRK12678	misc.GDSL-motif lipase	26_28

CUST_10064_PI404877155	2	0.14336395	-0.12101269	-0.024263382	0.016636848	-0.016636848	0.118652344	Contig3786_at	high-glucose-regulated protein 8-like [Oryza sativa (japonica cultivar-group)]	BAC84576.1	expressed protein	At3g13460.1	protein YT521-B-like family, putative	Os07g07490	high-glucose-regulated protein 8-like	minor CHO metabolism.others	3_5

CUST_2218_PI399408534	2	-0.2683897	0.026356697	0.07070351	-0.026356697	0.16040707	-0.10792065	35_3038	"Cluster: Os01g0548600 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0548600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JM23	CHR1V7|COORD:26588551..26590997| protein kinase family protein	AT1G70520.1	CHR01V5|COORD:20796096..20791475|protein protein kinase, putative, expressed	LOC_Os01g36790.1	no descriptionmoderately similar to ( 201)AT5G40380| Symbols:  | protein kinase family protein | chr5:16169529-16172266 FORWARDweakly similar to ( 134)PSKR_DAUCAPhytosulfokine receptor precursor - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pkinase S_TKc S_TKc Pkinase_Tyr PTKc TyrKc PTKc_Src_like PTKc_EphR PTKc_Srm_Brk PTKc_Frk_like PTKc_EGFR_like SPS1 PTKc_Syk_like PTKc_InsR_like PTKc_Lck_Blk PTKc_EphR_A2 PTKc_Tec_like PTKc_Lyn PTKc_Csk_like PTKc_Jak_rpt2 PTKc_HER2 PTKc_EphR_A PTKc_PDGFR PTKc_Hck PTKc_FGFR PTKc_Yes PTKc_Fyn_Yrk PTKc_EphR_B PTKc_CSF-1R PTK_Ryk PTKc_RET PTKc_Ack_like PTKc_VEGFR PTKc_Src PTKc_VEGFR3 PTKc_Chk PTKc_Fes_like PTKc_Zap-70 PTKc_EGFR PTKc_Kit PTKc_Abl PTKc_Ror PTKc_PDGFR_beta PTKc_Tec_Rlk PTKc_Met_Ron PTKc_Ror2 PTKc_VEGFR2 PTKc_Trk PTKc_HER4 PTK_HER3 PTKc_Musk PTKc_DDR PTKc_FGFR1 PTKc_Itk PTKc_Syk PTKc_Btk_Bmx PTKc_FGFR4 PTKc_Tie2 PTKc_ALK_LTK PTKc_EphR_A10 PTK_CCK4 PTKc_FGFR3 PTKc_c-ros PTKc_InsR PTKc_Jak2_Jak3_rpt2 PTKc_Ror1 PTKc_PDGFR_alpha PTKc_FGFR2 PTKc_Tie1 PTKc_FAK PTKc_Tyk2_rpt2 PTKc_Axl_like PTKc_Fes PTKc_Tie PTKc_IGF-1R PTKc_TrkB PTKc_Fer PTKc_Csk PTKc_DDR_like PTKc_Jak1_rpt2 PTKc_TrkC PTKc_TrkA PTKc_DDR2 PTKc_DDR1	signalling.receptor kinases.DUF 26	30_2_17

CUST_36064_PI403524517	2	1.149683	0.86806583	1.0577183	-0.971468	-1.1362514	-0.86806583	35_10398	Rep: Possible cell wall protein - Candida albicans (Yeast)	UniRef90_Q59XA7	0	0	0	0	no description	not assigned.unknown	35_2

CUST_105458_PI403524517	2	-0.013646126	0.013646126	0.27950954	-0.14793396	0.053380013	-0.08675289	35_30034	Rep: Alpha-galactosidase precursor - Oryza sativa (Rice)	UniRef90_Q9FXT4	"CHR5V7|COORD:2694852..2697617| ATAGAL1 (ARABIDOPSIS THALIANA ALPHA-GALACTOSIDASE 1); alpha-galactosidase"	AT5G08380.1	CHR10V5|COORD:18403684..18411717|protein alpha-galactosidase precursor, putative, expressed	LOC_Os10g35110.2	"no descriptionweakly similar to ( 171)AT5G08380| Symbols: ATAGAL1 | ATAGAL1 (ARABIDOPSIS THALIANA ALPHA-GALACTOSIDASE 1); alpha-galactosidase | chr5:2694852-2697617 REVERSEweakly similar to ( 197)AGAL_ORYSAnot assigned Melibiase GalA"	minor CHO metabolism.galactose.alpha-galactosidases	3_8_2

CUST_105300_PI403524517	2	0.23294449	0.12654305	0.024449348	-0.03779888	-0.024449348	-0.15690708	35_29993	0	0		0	CHR05V5|COORD:23521908..23517322|protein thioredoxin H-type, putative, expressed	LOC_Os05g40190.1	no description	not assigned.unknown	35_2

CUST_25249_PI403524517	2	-0.4571867	0.080994606	0.11935234	0.15280294	-0.18122768	-0.080994606	35_7321	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_112606_PI403524517	2	1.1329861	-0.90699434	-0.4726057	0.79046154	0.4726057	-0.4780407	35_31963	"Cluster: Calcineurin-like phosphoesterase family-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Calcineurin-like phosphoesterase family-like - Oryza sat"	UniRef90_Q6ZJ14	CHR4V7|COORD:12752706..12753641| calcineurin-like phosphoesterase family protein	AT4G24730.2	CHR07V5|COORD:29223583..29226811|protein Ser/Thr protein phosphatase family protein, expressed	LOC_Os07g48840.2	no descriptionweakly similar to ( 128)AT4G24730| Symbols:  | calcineurin-like phosphoesterase family protein | chr4:12752706-12753641 REVERSE	protein.postranslational modification	29_4

CUST_182303_PI403524517	2	0.016552448	0.13440228	0.2981782	-0.016552925	-0.10417843	-0.27093887	35_50681	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_108956_PI403524517	2	-0.027440071	0.16494846	0.23827744	0.027440071	-0.6490483	-0.29581356	35_30978	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_178563_PI403524517	2	0.5457845	0.24132395	-0.21576452	-0.092541695	-0.5799818	0.092541695	35_49662	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_94404_PI403524517	2	0.16662264	0.1336503	-0.014054775	-0.0117816925	0.0117816925	-0.122003555	35_26985	"Cluster: Os11g0546200 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os11g0546200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IS88	CHR5V7|COORD:14779960..14781327| armadillo/beta-catenin repeat family protein	AT5G37290.1	CHR11V5|COORD:19642254..19639925|protein armadillo repeat containing 7, putative, expressed	LOC_Os11g34364.1	no descriptionweakly similar to ( 144)AT5G37290| Symbols:  | armadillo/beta-catenin repeat family protein | chr5:14779960-14781327 FORWARDnot assigned ARM	not assigned.no ontology.armadillo/beta-catenin repeat family protein	35_1_3

CUST_117787_PI403524517	2	0.23940611	-0.346519	-0.37562656	0.528625	-0.13136911	0.13136911	35_33366	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_11878_PI404877155	2	0.006184578	-0.18046093	-0.006184578	0.0088272095	0.009963989	-0.0580616	Contig5576_at	0	AAS55780.1	dihydrolipoamide dehydrogenase 1, plastidic / lipoamide dehydrogenase 1 (PTLPD1)	At3g16950.1	protein dihydrolipoamide dehydrogenase	Os05g06460	"LIPOAMIDE DEHYDROGENASE;LIPOAMIDE DEHYDROGENASE 1;dihydrolipoamide dehydrogenase 1, plastidic / lipoamide dehydrogenase 1 (PTLPD1), identical to plastidic lipoamide dehydrogenase from Arabidopsis thaliana (gi:7159282)"	lipid metabolism.FA synthesis and FA elongation.pyruvate DH	11_1_31

CUST_59873_PI403524517	2	0.66133356	-0.0952363	0.0952363	0.3560214	-0.7602649	-0.29995584	35_17071	"Cluster: Hypothetical protein OSJNBb0053G03.20; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0053G03.20 - Oryza sativa (japonica"	UniRef90_Q8LIX4	"CHR5V7|COORD:25801818..25803378| similar to ORF; able to induce HR-like lesions [Nicotiana tabacum] (GB:AAC49976.1); similar to Os01g0767600 [Oryza sativa"	AT5G64510.1	CHR01V5|COORD:32673737..32676986|protein expressed protein	LOC_Os01g56180.1	"no descriptionmoderately similar to ( 345)AT5G64510| Symbols:  | similar to ORF; able to induce HR-like lesions [Nicotiana tabacum] (GB:AAC49976.1); similar to Os01g0767600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001044361.1) | chr5:25801818-25803378 FORWARDPRK12323 PRK07764"	not assigned.unknown	35_2

CUST_43385_PI403524517	2	0.13239193	-0.18827438	-0.0015287399	0.0015277863	-0.08304596	0.13714027	35_12459	"Cluster: Exocyst complex component Sec8-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: Exocyst complex component Sec8-like - Oryza sativa (japonica cult"	UniRef90_Q69PQ1	CHR3V7|COORD:3219927..3228361| SEC8 (secretion 8)	AT3G10380.1	CHR08V5|COORD:13632686..13607637|protein sec8 exocyst complex component specific domain containing protein, expressed	LOC_Os08g22864.3	no descriptionweakly similar to ( 196)AT3G10380| Symbols: SEC8 | SEC8 (secretion 8) | chr3:3219927-3228361 REVERSE	cell. vesicle transport	31_4

CUST_6353_PI404877155	2	-0.3740921	-0.21146059	-0.13137484	0.9712324	1.1332216	0.13137484	Contig19023_at	putative teosinte branched1 protein [Oryza sativa (japonica cultivar-group)]	BAC99350.1	TCP family transcription factor, putative	At3g18550.1	protein TCP family transcription factor, putative	Os09g24480	NONE	RNA.regulation of transcription.TCP transcription factor family	27_3_29

CUST_3153_PI404877155	2	-0.20851898	0.40681744	0.002193451	-0.002193451	0.1454773	-0.2164402	Contig13621_s_at	Rac GDP-dissociation inhibitor 1 [Oryza sativa (japonica cultivar-group)] dbj|BAD12860.1| Rac GDP-dissociation inhibitor 1 [Oryza sativa (ja	AAP41841.1	Rho GDP-dissociation inhibitor family protein	At3g07880.1	protein RHO protein GDP dissociation inhibitor	Os02g48730	"Rho GDP-dissociation inhibitor family protein, similar to SP:P52565 Rho GDP-dissociation inhibitor 1 (Rho GDI 1) (Rho-GDI alpha) {Homo sapiens}; contains Pfam profile PF02115: RHO protein GDP dissociation inhibitor"	signalling.G-proteins	30_5

CUST_28388_PI399408534	2	0.251194	-0.59117985	-0.048862457	-0.030039787	0.030039787	0.13866901	35_12438	"Cluster: Protein kinase domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Protein kinase domain containing protein, express"	UniRef90_Q10LW3	CHR5V7|COORD:23590047..23592097| leucine-rich repeat transmembrane protein kinase, putative	AT5G58300.1	CHR03V5|COORD:12265508..12270461|protein ATP binding protein, putative, expressed	LOC_Os03g21510.3	 no descriptionweakly similar to ( 181)AT5G58300| Symbols:  | leucine-rich repeat transmembrane protein kinase, putative | chr5:23590047-23592097 FORWARDvery weakly similar to (68.9)PSKR_DAUCAPhytosulfokine receptor precursor - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned not assigned PTKc TyrKc Pkinase_Tyr S_TKc S_TKc PTKc_InsR_like Pkinase PTKc_Tec_Rlk PTKc_RET PTKc_FGFR 	signalling.receptor kinases.leucine rich repeat III	30_2_3

CUST_193_PI403524517	2	0.05483389	-0.05483389	-0.0952611	0.57812166	-0.061555386	0.14342546	35_51	Rep: UDP-glucose 6-dehydrogenase - Glycine max (Soybean)	UniRef90_Q96558	CHR5V7|COORD:5027875..5029317| UDP-glucose 6-dehydrogenase, putative	AT5G15490.1	CHR12V5|COORD:14885249..14887821|protein UDP-glucose 6-dehydrogenase, putative, expressed	LOC_Os12g25690.1	 no descriptionhighly similar to ( 879)AT5G15490| Symbols:  | UDP-glucose 6-dehydrogenase, putative | chr5:5027875-5029317 REVERSEhighly similar to ( 884)UGDH_SOYBNUDP-glucose 6-dehydrogenase - Glycine max (Soybean)not assigned not assigned not assigned Ugd UDPG_MGDP_dh_N WecC wecC UDPG_MGDP_dh UDPG_MGDP_dh_C Tymo_45kd_70kd 	cell wall.precursor synthesis.UGD	10_1_4

CUST_22149_PI403524517	2	-0.03545761	0.08450127	0.005543709	-0.08224392	-0.0055446625	0.1674385	35_6437	"Cluster: Os01g0625200 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os01g0625200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JL42	CHR3V7|COORD:5447509..5451202| kinesin motor family protein	AT3G16060.1	CHR01V5|COORD:25285359..25289698|protein BY-2 kinesin-like protein 10, putative, expressed	LOC_Os01g43580.1	no descriptionmoderately similar to ( 469)AT3G16060| Symbols:  | kinesin motor family protein | chr3:5447509-5451202 FORWARDweakly similar to ( 127)K125_TOBAC125 kDa kinesin-related protein - Nicotiana tabacum (Common tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned KISc_KIF2_like Kinesin KISc KISc KISc_KIP3_like KISc_C_terminal KISc_CENP_E KISc_KIF4 KIP1 KISc_KHC_KIF5 KISc_KIF3 KISc_KIF1A_KIF1B KISc_BimC_Eg5 KISc_KID_like KISc_KIF23_like KISc_KIF9_like KISc_KLP2_like Motor_domain	cell.organisation	31_1

CUST_110151_PI403524517	2	0.30269337	0.2133584	3.5572052E-4	-0.16785192	-3.5572052E-4	-0.26371193	35_31295	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_20305_PI403524517	2	0.16267014	0.0088710785	-0.051294327	-0.008872032	-0.046592712	0.012343407	35_5885	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_10637_PI404877155	2	0.074258804	-0.55131817	0.024969101	-0.020998001	0.013654709	-0.013654709	Contig4338_s_at	ubiquinol-cytochrome C reductase UQCRX/QCR9-like family protein [Arabidopsis thaliana] pir||T49026 ubiquinol-cytochrome-c reductase-like pro	NP_190841.1	ubiquinol-cytochrome C reductase UQCRX/QCR9-like family protein	At3g52730.1	protein ubiquinol-cytochrome-c reductase-like protein - Arabidopsis thaliana	Os05g33210	NONE	mitochondrial electron transport / ATP synthesis.cytochrome c reductase	9_5

CUST_5833_PI403524517	2	-0.04738617	-0.40354252	0.2589836	0.03888035	0.024999619	-0.024999619	35_1610	"Cluster: Putative RNA-binding protein homolog; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative RNA-binding protein homolog - Oryza sativa (japonica cu"	UniRef90_Q5JM05	CHR5V7|COORD:18772615..18774950| RNA recognition motif (RRM)-containing protein	AT5G46250.2	CHR01V5|COORD:32069642..32064904|protein RNA binding protein, putative, expressed	LOC_Os01g55170.1	no descriptionmoderately similar to ( 206)AT5G46250| Symbols:  | RNA recognition motif (RRM)-containing protein | chr5:18772615-18774950 FORWARDnot assigned not assigned not assigned LA La LHP1	RNA.RNA binding	27_4

CUST_46566_PI403524517	2	0.13733292	-0.58807755	0.012672424	-0.012672424	0.050148964	-0.016008377	35_13337	"Cluster: Os01g0754000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0754000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JJ88	CHR2V7|COORD:8872303..8873674| NFD6 (NUCLEAR FUSION DEFECTIVE 6)	AT2G20585.2	CHR01V5|COORD:31962439..31965265|protein expressed protein	LOC_Os01g55020.4	no description	not assigned.unknown	35_2

CUST_2021_PI399408534	2	0.0538826	-0.40567398	-0.15164757	0.016169548	0.028334618	-0.016169548	35_3063	"Cluster: Putative eukaryotic translation initiation factor 3, subunit 1 alpha, 35kDa; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative eukaryotic trans"	UniRef90_Q6Z730	CHR1V7|COORD:24599857..24601183| translation initiation factor-related	AT1G66070.1	CHR02V5|COORD:1177018..1173896|protein eukaryotic translation initiation factor 3, subunit 1 alpha, 35kDa, putative, expressed	LOC_Os02g02990.1	no descriptionweakly similar to ( 144)AT1G66070| Symbols:  | translation initiation factor-related | chr1:24599857-24601183 REVERSEnot assigned eIF3_subunit PRK05648	RNA.regulation of transcription.unclassified	27_3_99

CUST_138831_PI403524517	2	0.35382366	0.33923864	-0.066193104	0.066193104	-0.8178406	-0.4912715	35_38942	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_94191_PI403524517	2	-0.003636837	0.3626089	0.101834774	-0.20422363	0.0036373138	-0.21983719	35_26928	Rep: Os01g0851400 protein - Oryza sativa (japonica cultivar-group)	UniRef90_Q0JHP3	CHR3V7|COORD:20053873..20055407| josephin family protein	AT3G54130.1	CHR01V5|COORD:36987617..36983194|protein ataxin-3, putative, expressed	LOC_Os01g63250.1	no descriptionmoderately similar to ( 208)AT3G54130| Symbols:  | josephin family protein | chr3:20053873-20055407 REVERSEmoderately similar to ( 223)ATX3_ORYSAnot assigned Josephin PRK07764	not assigned.no ontology	35_1

CUST_71664_PI403524517	2	0.05888939	0.11558962	0.19070482	-0.05888939	-0.19660568	-0.34606647	35_20543	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_100252_PI403524517	2	0.32896376	-0.115855694	-0.114207745	0.120545864	-0.13610888	0.11420727	35_28619	"Cluster: Phosphatidylinositol transfer-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Phosphatidylinositol transfer-like - Oryza sativa (japonica cultiv"	UniRef90_Q6ZCZ7	CHR4V7|COORD:18240881..18243615| SEC14 cytosolic factor, putative / phosphoglyceride transfer protein, putative	AT4G39170.1	CHR08V5|COORD:15258728..15265809|protein phosphatidylinositol transfer-like protein III, putative, expressed	LOC_Os08g25310.1	no description	not assigned.unknown	35_2

CUST_2314_PI403524517	2	-1.0066915	0.6792836	-0.9429302	2.0146027	-0.35097122	0.3509717	35_631	Rep: Early nodulin protein - Brachypodium sylvaticum (False brome)	UniRef90_A1YKG8	CHR5V7|COORD:9054255..9055154| early nodulin-related	AT5G25940.1	CHR06V5|COORD:2205525..2204586|protein early nodulin 93, putative, expressed	LOC_Os06g05000.1	no descriptionvery weakly similar to (63.2)AT5G25940| Symbols:  | early nodulin-related | chr5:9054255-9055154 REVERSEvery weakly similar to (92.8)NO93_SOYBNEarly nodulin 93 - Glycine max (Soybean)ENOD93	development.unspecified	33_99

CUST_51113_PI403524517	2	0.11429405	-0.09709358	-0.00942421	0.10636711	-0.0940094	0.00942421	35_14572	"Cluster: Protein disulfide-isomerase precursor; n=22; Triticeae|Rep: Protein disulfide-isomerase precursor - Triticum aestivum (Wheat)"	UniRef90_P52589	0	0	CHR11V5|COORD:4970875..4967059|protein OsPDIL1-1 - Oryza sativa protein disulfide isomerase, expressed	LOC_Os11g09280.2	no description	not assigned.unknown	35_2

CUST_6936_PI404877155	2	0.06817055	0.72356224	-0.0023756027	-0.17647839	-0.08504391	0.0023756027	Contig20415_at	putative transcription factor [Oryza sativa (japonica cultivar-group)]	BAC80052.1	hydroxyproline-rich glycoprotein family protein	At1g08370.1	protein expressed protein	Os07g14580	putative transcription factor	RNA.regulation of transcription.unclassified	27_3_99

CUST_125828_PI403524517	2	-0.020941734	-0.19309044	0.14407253	-0.03766918	0.028839111	0.020942688	35_35431	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_167628_PI403524517	2	0.11776066	0.038914204	0.039373398	-0.10468435	-0.03891468	-0.079556465	35_46693	"Cluster: Os02g0190600 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os02g0190600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E373	"CHR3V7|COORD:3164345..3165850| LYC (LYCOPENE CYCLASE); lycopene beta cyclase"	AT3G10230.1	CHR02V5|COORD:5030379..5028560|protein lycopene beta cyclase, chloroplast precursor, putative, expressed	LOC_Os02g09750.1	 no descriptionweakly similar to ( 160)AT3G10230| Symbols: LYC | LYC (LYCOPENE CYCLASE) | chr3:3164345-3165454 REVERSEweakly similar to ( 172)LCYB_TOBACLycopene beta cyclase, chloroplast precursor - Nicotiana tabacum (Common tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Lycopene_cycl TT_ORF1 PRK07003 UbiH Herpes_BLLF1 PRK07764 HPC2 	secondary metabolism.isoprenoids.carotenoids.lycopene beta cyclase	16_1_4_5

CUST_124226_PI403524517	2	-0.011547089	0.13767147	0.011547089	-0.28479195	-0.1605463	0.07640362	35_35018	"Cluster: Hypothetical protein At2g29050; n=1; Arabidopsis thaliana|Rep: Hypothetical protein At2g29050 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q0WQX7	CHR2V7|COORD:12485322..12487198| ATRBL1 (ARABIDOPSIS THALIANA RHOMBOID-LIKE 1)	AT2G29050.1	CHR01V5|COORD:2564853..2566831|protein membrane protein, putative, expressed	LOC_Os01g05430.1	no descriptionmoderately similar to ( 248)AT2G29050| Symbols: ATRBL1 | ATRBL1 (ARABIDOPSIS THALIANA RHOMBOID-LIKE 1) | chr2:12485322-12486730 FORWARDnot assigned not assigned Rhomboid COG0705	not assigned.no ontology	35_1

CUST_65382_PI403524517	2	0.02037716	-0.28514194	-0.016680717	0.114305496	0.016680717	-0.06966305	35_18668	"Cluster: Oxidoreductase, aldo/keto reductase family protein, expressed; n=5; Oryza sativa (japonica cultivar-group)|Rep: Oxidoreductase, aldo/keto reductase"	UniRef90_Q10GW4	CHR1V7|COORD:1191633..1193698| aldo/keto reductase family protein	AT1G04420.1	CHR03V5|COORD:23040873..23044914|protein aldo/keto reductase, putative, expressed	LOC_Os03g41510.2	no descriptionhighly similar to ( 557)AT1G04420| Symbols:  | aldo/keto reductase family protein | chr1:1191633-1193698 FORWARDweakly similar to ( 124)KCAB_ORYSAnot assigned not assigned not assigned PRK10625 Tas Aldo_ket_red ARA1 COG1453 COG4989 PRK09912 dkgB PRK10376 dkgA	minor CHO metabolism.others	3_5

CUST_22741_PI403524517	2	0.02341032	0.49235153	0.029269695	-0.17513657	-0.02341032	-0.41678762	35_6604	"Cluster: Putative cyclic nucleotide gated channel homolog; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative cyclic nucleotide gated channel homolog - O"	UniRef90_Q653S0	"CHR4V7|COORD:14855066..14857785| ATCNGC17 (cyclic nucleotide gated channel 17); calmodulin binding / cyclic nucleotide binding / ion channel"	AT4G30360.1	CHR09V5|COORD:22192244..22196706|protein cyclic nucleotide-gated ion channel 14, putative, expressed	LOC_Os09g38580.1	" no descriptionmoderately similar to ( 459)AT2G24610| Symbols: CNGC14, ATCNGC14 | ATCNGC14 (cyclic nucleotide gated channel 14); calmodulin binding / cyclic nucleotide binding / ion channel | chr2:10464184-10467430 FORWARDnot assigned not assigned not assigned not assigned "	transport.cyclic nucleotide or calcium regulated channels	34_22

CUST_64493_PI403524517	2	0.14271545	-0.6700659	-0.072654724	0.050408363	-0.050408363	0.16059303	35_18414	"Cluster: Putative insulin degrading enzyme; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative insulin degrading enzyme - Oryza sativa (japonica"	UniRef90_Q5ZCF2	CHR2V7|COORD:17436531..17443188| peptidase M16 family protein / insulinase family protein	AT2G41790.1	CHR01V5|COORD:33292153..33304161|protein insulin-degrading enzyme, putative, expressed	LOC_Os01g57073.1	no descriptionweakly similar to ( 161)AT2G41790| Symbols:  | peptidase M16 family protein / insulinase family protein | chr2:17436531-17443188 REVERSEnot assigned Ptr	protein.degradation.metalloprotease	29_5_7

CUST_170500_PI403524517	2	0.0731678	0.15596294	0.20143032	-0.0731678	-0.15723896	-0.09630871	35_47492	"Cluster: Oxidation protection protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Oxidation protection protein-like - Oryza sativa (japonica cultivar"	UniRef90_Q6Z6A4	"CHR4V7|COORD:18502228..18504269| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G05590.2); similar to Os06g0221100 [Oryza sativa (japonica"	AT4G39870.1	CHR02V5|COORD:31701789..31705122|protein TLD family protein, expressed	LOC_Os02g51770.4	no description	not assigned.unknown	35_2

CUST_83170_PI403524517	2	0.02170086	-0.08833313	0.0021409988	-0.0021400452	-0.0045337677	0.040341377	35_23845	Rep: OSJNBa0035B13.1 protein - Oryza sativa (Rice)	UniRef90_Q7XVV0	CHR1V7|COORD:19140293..19143289| cation efflux family protein / metal tolerance protein, putative (MTPc4)	AT1G51610.1	CHR04V5|COORD:13159250..13152221|protein solute carrier family 30, putative, expressed	LOC_Os04g23180.1	 no descriptionweakly similar to ( 127)AT1G51610| Symbols:  | cation efflux family protein / metal tolerance protein, putative (MTPc4) | chr1:19140293-19143289 FORWARDnot assigned 	transport.metal	34_12

CUST_29402_PI399408534	2	-0.33696175	-0.025847435	0.025847435	0.5157442	0.34646034	-0.08418274	35_17276	Rep: Transcription factor AP2D23-like - Oryza sativa (japonica cultivar-group)	UniRef90_Q2TQ34	"CHR4V7|COORD:17400995..17403137| AP2 (APETALA 2); transcription factor"	AT4G36920.1	CHR05V5|COORD:1138283..1133994|protein floral homeotic protein APETALA2, putative, expressed	LOC_Os05g03040.1	" no descriptionweakly similar to ( 159)AT4G36920| Symbols: FLO2, FL1, AP2 | AP2 (APETALA 2); transcription factor | chr4:17400995-17403137 FORWARDvery weakly similar to (89.0)BBM2_BRANAProtein BABY BOOM 2 - Brassica napus (Rape)AP2 AP2 AP2 "	RNA.regulation of transcription.AP2/EREBP, APETALA2/Ethylene-responsive element binding protein family	27_3_3

CUST_179647_PI403524517	2	0.27020073	-0.20655346	-0.013153076	0.013153076	-0.39459038	0.22010708	35_49960	0	0		0	CHR07V5|COORD:22113267..22121435|protein eukaryotic translation initiation factor 4G, putative, expressed	LOC_Os07g36940.2	no description	not assigned.unknown	35_2

CUST_70642_PI403524517	2	0.052955627	-0.116760254	0.078370094	-0.052955627	-0.054784775	0.1184454	35_20239	Rep: Protein kinase, putative, expressed - Oryza sativa (japonica cultivar-group)	UniRef90_Q10E10	CHR3V7|COORD:6109860..6116251| protein kinase, putative	AT3G17850.1	CHR03V5|COORD:28711471..28699223|protein protein kinase, putative, expressed	LOC_Os03g50390.1	 no descriptionmoderately similar to ( 489)AT3G17850| Symbols:  | protein kinase, putative | chr3:6109860-6116251 REVERSEweakly similar to ( 150)KPK1_PHAVUProtein kinase PVPK-1 - Phaseolus vulgaris (Kidney bean) (French bean)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase SPS1 Pkinase_Tyr TyrKc PTKc PTKc_Jak_rpt2 PTKc_RET PTKc_Jak2_Jak3_rpt2 PTKc_Musk PTKc_Btk_Bmx PTKc_PDGFR PTKc_Ror PTKc_Tyk2_rpt2 PTKc_Jak1_rpt2 PTKc_Ror1 PTKc_Chk PTKc_PDGFR_alpha PTKc_Syk_like PTKc_Ack_like PTKc_Src_like PTKc_InsR_like PTKc_Met_Ron PTKc_FAK PTKc_Csk PTKc_Axl_like PTKc_c-ros PTKc_Fes PTKc_Csk_like PTKc_VEGFR3 	protein.postranslational modification	29_4

CUST_81388_PI403524517	2	0.1384244	-0.42386532	-0.29403067	0.25109148	-0.1384244	0.5899248	35_23345	"Cluster: Putative short chain dehydrogenase/reductase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative short chain dehydrogenase/reductase - Oryza sat"	UniRef90_Q69X86	CHR4V7|COORD:6146767..6148695| short-chain dehydrogenase/reductase (SDR) family protein	AT4G09750.1	CHR06V5|COORD:23180237..23183510|protein retinol dehydrogenase 12, putative, expressed	LOC_Os06g39040.1	 no descriptionmoderately similar to ( 340)AT4G09750| Symbols:  | short-chain dehydrogenase/reductase (SDR) family protein | chr4:6146767-6148695 FORWARDvery weakly similar to (73.2)POR_DAUCAProtochlorophyllide reductase, chloroplast precursor - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK05854 PRK06197 PRK06196 FabG DltE fabG fabG COG4221 PRK07201 PRK09072 PRK07453 fabG PRK09242 PRK12939 DltE PRK06138 PRK12826 PRK05866 PRK07814 PRK07062 fabG PRK08945 PRK12829 PRK07479 PRK07063 adh_short PRK12429 PRK08324 PRK06182 PRK08220 PRK06346 PRK06924 PRK07097 PRK06949 PRK12936 PRK06113 PRK12828 fabG PRK07074 PRK06198 PRK06500 PRK07832 PRK08213 PRK07523 fabG PRK07067 PRK07454 PRK06841 PRK12746 PRK07774 PRK07326 PRK06172 PRK08264 PRK06125 fabG PRK12745 PRK08589 PRK08226 fabG PRK08277 PRK08267 PRK12827 PRK07825 PRK06179 fabG PRK09134 fabG PRK08085 PRK08628 PRK05650 PRK06914 PRK06124 PRK05855 PRK12935 PRK06935 PRK06484 PRK08219 PRK07775 PRK08643 PRK08703 PRK07109 PRK07831 PRK06181 PRK06398 PRK07577 PRK06171 KR PRK07060 PRK12824 PRK07806 fabG PRK12747 PRK12748 fabG PRK06057 	misc.short chain dehydrogenase/reductase (SDR)	26_22

CUST_47873_PI403524517	2	0.027856827	-0.3164196	-0.061494827	-0.02785492	0.074682236	0.04685211	35_13693	"Cluster: Os01g0835900 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0835900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JHY5	CHR5V7|COORD:24068875..24069186| histone H4	AT5G59690.1	CHR10V5|COORD:20690219..20689571|protein histone H4, putative, expressed	LOC_Os10g39410.1	no descriptionweakly similar to ( 162)AT5G59970| Symbols:  | histone H4 | chr5:24163578-24163889 REVERSEweakly similar to ( 162)H4_PEAHistone H4 - Pisum sativum (Garden pea)not assigned H4 H4 HHT1 Histone PRK12323	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_169580_PI403524517	2	0.18658066	-0.4454875	-0.024024487	0.61938906	0.024024487	-0.061443806	35_47233	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_41458_PI403524517	2	0.36289835	0.12012339	-0.12012291	0.35491514	-0.18884945	-0.5586653	35_11915	"Cluster: Pherophorin-C5 protein precursor; n=1; Chlamydomonas reinhardtii|Rep: Pherophorin-C5 protein precursor - Chlamydomonas reinhardtii"	UniRef90_Q3HTK2	CHR5V7|COORD:25166810..25169577| ELF5 (EARLY FLOWERING 5)	AT5G62640.2	CHR04V5|COORD:17261771..17259441|protein transposon protein, putative, CACTA, En/Spm sub-class	LOC_Os04g29360.1	no description	not assigned.unknown	35_2

CUST_163798_PI403524517	2	-0.07111931	0.24829006	-0.10094309	0.07111883	0.09419918	-0.3483553	35_45669	"Cluster: OSJNBa0019K04.13 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0019K04.13 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XTY4	"CHR2V7|COORD:18760159..18762018| CYP704A2 (cytochrome P450, family 704, subfamily A, polypeptide 2); oxygen binding"	AT2G45510.1	CHR04V5|COORD:28673463..28675736|protein cytochrome P450 86A1, putative, expressed	LOC_Os04g48460.1	" no descriptionvery weakly similar to (97.8)AT2G45510| Symbols: CYP704A2 | CYP704A2 (cytochrome P450, family 704, subfamily A, polypeptide 2); oxygen binding | chr2:18760159-18762018 FORWARDnot assigned not assigned p450 CypX "	misc.cytochrome P450	26_10

CUST_30270_PI403524517	2	0.052912712	0.17808151	-0.12643528	0.015440941	-0.015440941	-0.030481339	35_8737	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_18684_PI404877155	2	0.14824677	0.582078	-0.031791687	-0.20090294	-0.012291908	0.012291908	HVSMEm0013I03r2_at	sigma factor protein [Zea mays]	AAM12034.1	RNA polymerase sigma subunit SigC (sigC) / sigma factor 3 (SIG3)	At3g53920.1	protein sigma factor protein	Os05g51150	RNA polymerase sigma subunit SigC (sigC) / sigma factor 3 (SIG3), identical to sigma factor SigC (Arabidopsis thaliana) GI:5478585, sigma factor 3 (SIG3) (Arabidopsis thaliana) GI:2353175, plastid RNA polymerase sigma-subunit (Arabidopsis thaliana) GI:239	RNA.transcription	27_2

CUST_67295_PI403524517	2	0.12853336	0.40198517	-2.4032593E-4	-0.06275463	-0.08506584	2.4032593E-4	35_19216	Rep: CAA30373.1 protein - Oryza sativa (Rice)	UniRef90_Q9ST94	CHR4V7|COORD:5252850..5254987| tetratricopeptide repeat (TPR)-containing protein	AT4G08320.1	CHR04V5|COORD:35091188..35097000|protein TPR Domain containing protein, expressed	LOC_Os04g59394.1	no description	not assigned.unknown	35_2

CUST_108446_PI403524517	2	0.035983086	-0.19274426	-0.035983086	0.08720875	0.054556847	-0.1318407	35_30847	"Cluster: Hypothetical protein B1116H04.24; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1116H04.24 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6YUA8	CHR2V7|COORD:14715459..14716883| EDA3 (embryo sac development arrest 3)	AT2G34860.1	CHR08V5|COORD:22640128..22642316|protein expressed protein	LOC_Os08g36140.1	no descriptionweakly similar to ( 196)AT2G34860| Symbols: EDA3 | EDA3 (embryo sac development arrest 3) | chr2:14715459-14716883 FORWARD	protein.folding	29_6

CUST_19213_PI404877155	2	0.04071617	-0.023777485	0.023777485	-0.28094816	-0.27602625	0.17185354	rbaal13m19_at	TAK33 [Triticum aestivum]	AAK20741.1	serine/threonine protein kinase family protein	At1g66930.1	protein Protein kinase domain, putative	Os01g02390	NONE	signalling.receptor kinases.wheat LRK10 like	30_2_20

CUST_74595_PI403524517	2	-0.014706612	0.36808586	-0.05491066	-0.12786007	0.058234215	0.014706612	35_21391	"Cluster: Synaptobrevin family protein, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Synaptobrevin family protein, expressed - Oryza sativa (japon"	UniRef90_Q33B02	CHR5V7|COORD:7404382..7405657| ATVAMP714 (Vesicle-associated membrane protein 714)	AT5G22360.1	CHR10V5|COORD:3344702..3342159|protein vesicle-associated membrane protein 714, putative, expressed	LOC_Os10g06540.1	 no descriptionmoderately similar to ( 332)AT5G22360| Symbols: VAMP714, ATVAMP714 | ATVAMP714 (Vesicle-associated membrane protein 714) | chr5:7404382-7405657 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned Synaptobrevin SNC1 	cell. vesicle transport	31_4

CUST_34533_PI399408534	2	0.15840626	-0.16261387	-0.16319466	0.09912491	-0.010023117	0.010023117	35_3135	Rep: Calcineurin B-like protein 2 - Oryza sativa (japonica cultivar-group)	UniRef90_Q3HRP5	CHR4V7|COORD:13408614..13410004| ATCBL3 (CALCINEURIN B-LIKE 3)	AT4G26570.1	CHR12V5|COORD:25029621..25034664|protein calcineurin B-like protein 3, putative, expressed	LOC_Os12g40510.2	no descriptionmoderately similar to ( 394)AT4G26570| Symbols: CBL3 | ATCBL3 (CALCINEURIN B-LIKE 3) | chr4:13408614-13410004 REVERSEvery weakly similar to (58.5)CCAMK_PEACalcium and calcium/calmodulin-dependent serine/threonine-protein kinase - Pisum sativum (Garden pea)not assigned not assigned not assigned not assigned not assigned FRQ1 EFh	signalling.calcium	30_3

CUST_10345_PI403524517	2	0.31789207	0.13717318	0.00582695	-0.056107044	-0.28897095	-0.00582695	35_2917	"Cluster: DEAD/DEAH box helicase, N-terminal; n=1; Medicago truncatula|Rep: DEAD/DEAH box helicase, N-terminal - Medicago truncatula (Barrel medic)"	UniRef90_Q1RTU9	"CHR1V7|COORD:3453590..3459926| Identical to UPF0202 protein At1g10490 [Arabidopsis Thaliana] (GB:Q9XIK4); similar to unknown protein [Arabidopsis thaliana]"	AT1G10490.1	CHR07V5|COORD:120554..126329|protein potassium transporter 16, putative, expressed	LOC_Os07g01214.1	" no descriptionmoderately similar to ( 398)AT1G10490| Symbols:  | Identical to UPF0202 protein At1g10490 [Arabidopsis Thaliana] (GB:Q9XIK4); similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G57940.1); similar to DEAD/DEAH box helicase, N-terminal [Medicago truncatula] (GB:ABE87709.1); similar to PREDICTED: similar to N-acetyltransferase-like protein isoform 2 [Canis familiaris] (GB:XP_849122.1); similar to PREDICTED: similar to N-acetyltransferase-like protein isoform 9 [Bos taurus] (GB:XP_881645.1); contains InterPro domain Protein of unknown function DUF699, ATPase putative; (InterPro:IPR007807); contains InterPro domain Domain of unknown function DUF1726; (InterPro:IPR013562) | chr1:3453590-3459926 FORWARDnot assigned not assigned DUF1726 COG1444 "	not assigned.unknown	35_2

CUST_49317_PI403524517	2	-0.07100487	-0.5357208	-0.093639374	0.07100487	0.14942741	0.085012436	35_14069	"Cluster: Histone H3-maize; n=1; Oryza sativa (japonica cultivar-group)|Rep: Histone H3-maize - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53NE3	CHR5V7|COORD:3270479..3270889| histone H3	AT5G10400.1	CHR11V5|COORD:2622185..2621575|protein histone H3, putative, expressed	LOC_Os11g05730.1	no descriptionmoderately similar to ( 262)AT5G65360| Symbols:  | histone H3 | chr5:26137325-26137735 REVERSEmoderately similar to ( 261)H32_WHEATHistone H3.2 - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned H3 HHT1 Histone	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_51660_PI403524517	2	0.004716873	-0.5711279	-0.10221577	0.0148124695	0.09117031	-0.004716873	35_14721	"Cluster: 60S ribosomal protein L18a; n=4; Oryza sativa|Rep: 60S ribosomal protein L18a - Oryza sativa (Rice)"	UniRef90_Q943F3	CHR2V7|COORD:14539995..14541240| 60S ribosomal protein L18A (RPL18aB)	AT2G34480.1	CHR05V5|COORD:28035018..28037223|protein 60S ribosomal protein L18a, putative, expressed	LOC_Os05g49030.1	no descriptionweakly similar to ( 133)AT2G34480| Symbols:  | 60S ribosomal protein L18A (RPL18aB) | chr2:14539995-14541240 REVERSEweakly similar to ( 135)RL18A_ORYSAnot assigned Ribosomal_L18ae	protein.synthesis.misc ribososomal protein	29_2_2

CUST_7028_PI404877155	2	0.14512348	-0.21112537	-0.018790245	-0.047408104	0.018790245	0.073031425	Contig20549_at	MDR-like ABC transporter [Oryza sativa (japonica cultivar-group)]	CAD59584.1	ABC transporter family protein	At3g55320.1	protein ABC transporter, putative	Os01g74470	ABC transporter family protein, similar to multidrug resistant P-glycoprotein pmdr1 GI:4204793 from (Solanum tuberosum)	transport.ABC transporters and multidrug resistance systems	34_16

CUST_643_PI404877155	2	0.05700779	0.2816677	-0.08868408	0.0053691864	-0.11296463	-0.0053682327	Contig10581_at	0	BAD07954.1	CDP-diacylglycerol-- inositol 3-phosphatidyltransferase / phosphatidylinositol synthase (PIS1)	At1g68000.1	protein CDP-alcohol phosphatidyltransferase, putative	Os02g03110	NONE	lipid metabolism.Phospholipid synthesis	11_3

CUST_24693_PI403524517	2	0.200418	-0.41304255	0.06464815	-0.06464815	-0.1518197	0.08947945	35_7164	"Cluster: Os10g0495600 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os10g0495600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IWP9	"CHR1V7|COORD:10479306..10486654| NRPA2 (nuclear RNA polymerase A 2); DNA-directed RNA polymerase"	AT1G29940.1	CHR10V5|COORD:18538046..18528183|protein DNA-directed RNA polymerase I polypeptide 2, putative, expressed	LOC_Os10g35290.1	"no descriptionmoderately similar to ( 409)AT1G29940| Symbols: NRPA2 | NRPA2 (nuclear RNA polymerase A 2); DNA-directed RNA polymerase | chr1:10479306-10486654 REVERSEweakly similar to ( 109)RPOB_PINKODNA-directed RNA polymerase subunit beta - Pinus koraiensis (Korean pine)not assigned not assigned not assigned RNA_pol_B_RPB2 RpoB PRK08565 PRK07225 RNA_pol_Rpb2_6 rpoB rpoB PRK09603 RNA_pol_Rpb2_7"	RNA.transcription	27_2

CUST_75752_PI403524517	2	0.10680485	0.010249138	-0.010248184	-0.10965347	-0.3254013	0.03142166	35_21717	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10C07	"CHR1V7|COORD:26684390..26686809| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G16720.1); similar to Os03g0708700 [Oryza sativa (japonica"	AT1G70750.1	CHR03V5|COORD:33254755..33258677|protein expressed protein	LOC_Os03g58490.2	" no descriptionvery weakly similar to (50.8)AT1G70750| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G16720.1); similar to Os03g0708700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001051039.1); similar to Protein of unknown function, DUF593, putative [Oryza sativa (japonica cultivar-group)] (GB:AAX95673.1); similar to Os03g0259900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001049616.1); contains InterPro domain Protein of unknown function DUF593; (InterPro:IPR007656) | chr1:26684390-26686809 REVERSEnot assigned not assigned not assigned not assigned PRK12678 "	not assigned.unknown	35_2

CUST_115609_PI403524517	2	0.123913765	-0.08515167	-0.0671854	0.061084747	-0.059807777	0.05980873	35_32789	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_111338_PI403524517	2	-0.009375572	0.31719398	0.009376526	-0.22015667	0.02148819	-0.24756908	35_31613	"Cluster: Carbonyl reductase-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Carbonyl reductase-like protein - Oryza sativa (japonica cultivar-gro"	UniRef90_Q7XIR1	CHR2V7|COORD:10290820..10292014| short-chain dehydrogenase/reductase (SDR) family protein	AT2G24190.1	CHR07V5|COORD:29120063..29123268|protein oxidoreductase, putative, expressed	LOC_Os07g48640.1	no descriptionvery weakly similar to (70.1)AT2G24190| Symbols:  | short-chain dehydrogenase/reductase (SDR) family protein | chr2:10290820-10292014 REVERSEnot assigned PRK06197 PRK05854	misc.short chain dehydrogenase/reductase (SDR)	26_22

CUST_107810_PI403524517	2	-0.05562687	1.0884924	0.05562687	-0.12203121	-0.9228487	0.104540825	35_30677	"Cluster: Auxin-repressed protein-like protein ARP1, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Auxin-repressed protein-like"	UniRef90_Q2QZU5	CHR1V7|COORD:9934239..9935203| DRM1 (DORMANCY-ASSOCIATED PROTEIN 1)	AT1G28330.1	CHR11V5|COORD:26611199..26609579|protein auxin-repressed 12.5 kDa protein, putative, expressed	LOC_Os11g44810.2	no descriptionvery weakly similar to (92.8)AT2G33830| Symbols:  | dormancy/auxin associated family protein | chr2:14316844-14317362 REVERSEvery weakly similar to (94.4)12KD_FRAANAuxin-repressed 12.5 kDa protein - Fragaria ananassa (Strawberry)Auxin_repressed	development.unspecified	33_99

CUST_138653_PI403524517	2	0.33013248	-0.011665344	0.1241169	-0.09701538	0.011664391	-0.22874498	35_38890	"Cluster: Hypothetical protein OSJNBa0013O08.23; n=2; Oryza sativa|Rep: Hypothetical protein OSJNBa0013O08.23 - Oryza sativa (Rice)"	UniRef90_Q8W396	CHR4V7|COORD:10012862..10015279| dehydration-responsive family protein	AT4G18030.1	CHR03V5|COORD:14971579..14976168|protein ankyrin protein kinase-like, putative, expressed	LOC_Os03g26200.1	no descriptionweakly similar to ( 124)AT4G18030| Symbols:  | dehydration-responsive family protein | chr4:10012862-10015279 REVERSEDUF248	stress.abiotic.drought/salt	20_2_3

CUST_1981_PI403524517	2	-0.4008131	-1.0286922	0.4851265	0.05033779	0.0863924	-0.05033779	35_526	"Cluster: Glutamine synthetase cytosolic isozyme 1-1; n=11; Poaceae|Rep: Glutamine synthetase cytosolic isozyme 1-1 - Oryza sativa (Rice)"	UniRef90_P14656	"CHR5V7|COORD:5421901..5424526| GLN1;4 (Glutamine synthetase 1;4); glutamate-ammonia ligase"	AT5G16570.1	CHR02V5|COORD:30672790..30668907|protein glutamine synthetase root isozyme 3, putative, expressed	LOC_Os02g50240.2	"no descriptionweakly similar to ( 189)AT5G16570| Symbols: GLN1;4 | GLN1;4 (Glutamine synthetase 1;4); glutamate-ammonia ligase | chr5:5421901-5424526 REVERSEmoderately similar to ( 210)GLNA3_HORVUGlutamine synthetase - Hordeum vulgare (Barley)not assigned Gln-synt_C GlnA"	N-metabolism.ammonia metabolism.glutamine synthase	12_2_2

CUST_58148_PI403524517	2	-0.037322044	-0.24091244	-0.0045642853	0.021816254	0.022104263	0.0045633316	35_16581	"Cluster: Putative acyl carrier protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative acyl carrier protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8GVH7	"CHR2V7|COORD:18421396..18422141| mtACP-1 (MITOCHONDRIAL ACYL CARRIER PROTEIN 1); acyl carrier"	AT2G44620.1	CHR07V5|COORD:6797280..6798207|protein acyl carrier protein, mitochondrial precursor, putative, expressed	LOC_Os07g12150.1	" no descriptionweakly similar to ( 145)AT2G44620| Symbols: mtACP-1 | mtACP-1 (MITOCHONDRIAL ACYL CARRIER PROTEIN 1); acyl carrier | chr2:18421396-18422141 FORWARDvery weakly similar to (53.9)ACP_BRACMAcyl carrier protein SF2, chloroplast precursor - Brassica campestris (Field mustard)not assigned not assigned not assigned acpP acpP AcpP PRK12449 PP-binding PRK06508 "	lipid metabolism.FA synthesis and FA elongation.ACP protein	11_1_12

CUST_53745_PI403524517	2	0.013960838	-0.18670464	-0.056297302	-0.0084552765	0.02616787	0.00845623	35_15293	"Cluster: Acyl carrier protein 3, chloroplast precursor; n=1; Hordeum vulgare|Rep: Acyl carrier protein 3, chloroplast precursor - Hordeum vulgare"	UniRef90_P15543	CHR1V7|COORD:20393239..20394437| ACP2 (ACYL CARRIER PROTEIN 2)	AT1G54580.1	CHR08V5|COORD:27435781..27432963|protein acyl carrier protein 3, chloroplast precursor, putative, expressed	LOC_Os08g43580.1	 no descriptionweakly similar to ( 121)AT1G54580| Symbols: ACP2 | ACP2 (ACYL CARRIER PROTEIN 2) | chr1:20393239-20394437 FORWARDmoderately similar to ( 253)ACP3_HORVUAcyl carrier protein 3, chloroplast precursor - Hordeum vulgare (Barley)not assigned acpP acpP AcpP PP-binding 	lipid metabolism.FA synthesis and FA elongation.ACP protein	11_1_12

CUST_85459_PI403524517	2	0.16715813	-0.12679005	-0.10829449	0.0	0.04579544	0.0	35_24480	"Cluster: Os06g0353400 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os06g0353400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DCB9	CHR3V7|COORD:5099719..5101724| exonuclease family protein	AT3G15140.1	CHR06V5|COORD:14427792..14417162|protein histone mRNA exonuclease 1, putative, expressed	LOC_Os06g24594.1	no description	not assigned.unknown	35_2

CUST_25460_PI399408534	2	-0.9971657	-0.4332924	0.069880486	0.40046072	0.0020928383	-0.0020928383	35_7894	Rep: Heat shock protein 41 - Oryza sativa (Rice)	UniRef90_Q52MY7	"CHR3V7|COORD:8078988..8080902| AT-HSFA6B (Arabidopsis thaliana heat shock transcription factor A6B); DNA binding / transcription factor"	AT3G22830.1	CHR03V5|COORD:30557569..30554374|protein heat shock factor protein HSF8, putative, expressed	LOC_Os03g53340.4	" no descriptionvery weakly similar to (94.7)AT3G22830| Symbols: HSFA6B, AT-HSFA6B | AT-HSFA6B (Arabidopsis thaliana heat shock transcription factor A6B); DNA binding / transcription factor | chr3:8078988-8080902 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12678 PRK12323 PRK07003 PRK07764 "	RNA.regulation of transcription.HSF,Heat-shock transcription factor family	27_3_23

CUST_153541_PI403524517	2	0.17654085	0.009208202	0.2029047	-0.009208202	-0.0107860565	-0.080751896	35_42911	Rep: Nhn1B - Rattus norvegicus (Rat)	UniRef90_Q6TQE2	CHR1V7|COORD:23241239..23242177| invertase/pectin methylesterase inhibitor family protein	AT1G62760.1	CHR09V5|COORD:22896708..22902150|protein beta-1,4-mannan synthase, putative, expressed	LOC_Os09g39920.1	no description	not assigned.unknown	35_2

CUST_24039_PI399408534	2	-0.93968487	2.246745	2.309843	-2.2796316	-0.27151585	0.2715149	35_19636	"Cluster: Induced protein MgI1; n=2; Oryza sativa (japonica cultivar-group)|Rep: Induced protein MgI1 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6PT61	"CHR3|COORD:17194075..17196203| similar to myb family transcription factor [Arabidopsis thaliana] (TAIR:At5g59570.1); similar to induced protein MgI1"	AT3G46640.2	CHR01V5|COORD:43202363..43201055|protein ARR1 protein-like, putative, expressed	LOC_Os01g74020.1	" no descriptionweakly similar to ( 152)AT3G46640| Symbols: LUX, PCL1 | PCL1 (PHYTOCLOCK 1); DNA binding | chr3:17194233-17195204 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 Pneumo_att_G PRK07764 PRK07003 APC_basic PRK00708 Herpes_BLLF1 "	RNA.regulation of transcription.G2-like transcription factor family, GARP	27_3_20

CUST_5925_PI399408534	2	0.16039276	-0.09597206	-0.046551704	-0.06661892	0.12505722	0.046551704	35_42610	"Cluster: Hypothetical protein P0468B07.33; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0468B07.33 - Oryza sativa (japonica cultivar-g"	UniRef90_Q8S1Z0	CHR4V7|COORD:17626253..17628848| ribonuclease III family protein	AT4G37510.1	CHR01V5|COORD:34743837..34739702|protein RNA binding protein, putative, expressed	LOC_Os01g59510.1	no descriptionmoderately similar to ( 244)AT4G37510| Symbols:  | ribonuclease III family protein | chr4:17626253-17628848 REVERSERIBOc	RNA.processing.ribonucleases	27_1_19

CUST_117602_PI403524517	2	-0.024409294	0.3696165	-0.1721716	0.09861755	-0.2537279	0.024409294	35_33319	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_150354_PI403524517	2	0.011685848	0.7809458	0.031422615	-0.011685848	-0.5641408	-0.16099644	35_42061	Rep: Hypothetical protein F14F8_60 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q9LFV8	CHR5V7|COORD:5101191..5110796| binding	AT5G15680.1	CHR02V5|COORD:35712181..35724684|protein expressed protein	LOC_Os02g58410.1	no descriptionmoderately similar to ( 243)AT5G15680| Symbols:  | binding | chr5:5101191-5110796 REVERSEnot assigned	not assigned.unknown	35_2

CUST_33117_PI403524517	2	0.0119514465	0.38181496	-0.15947342	0.06941986	-0.53219223	-0.0119514465	35_9550	"Cluster: Putative RRM-containing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative RRM-containing protein - Oryza sativa (japonica cultivar-gro"	UniRef90_Q67W00	CHR1V7|COORD:29452210..29455074| RNA recognition motif (RRM)-containing protein	AT1G78260.1	CHR02V5|COORD:31775456..31781974|protein RNA-binding region-containing protein 1, putative, expressed	LOC_Os02g51890.1	 no descriptionweakly similar to ( 128)AT1G78260| Symbols:  | RNA recognition motif (RRM)-containing protein | chr1:29452210-29454139 FORWARDvery weakly similar to (60.5)GRPA_MAIZEGlycine-rich RNA-binding, abscisic acid-inducible protein - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned RRM RRM_1 COG0724 	RNA.RNA binding	27_4

CUST_9604_PI403524517	2	-0.031038284	-0.85324	-0.009773254	0.2196846	0.11938	0.009773254	35_2707	Rep: Calreticulin interacted protein - Oryza sativa (Rice)	UniRef90_Q84UT7	CHR5V7|COORD:16890190..16894683| ubiquitin family protein	AT5G42220.1	CHR07V5|COORD:18724074..18715340|protein ubiquitin family protein, expressed	LOC_Os07g31540.1	no descriptionmoderately similar to ( 222)AT5G42220| Symbols:  | ubiquitin family protein | chr5:16890190-16894683 FORWARDvery weakly similar to (66.6)UBIQ_ACECLUbiquitin - Acetabularia cliftonii (Green alga)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Scythe_N UBQ ubiquitin UBL Ubiquitin RAD23_N Nedd8 AN1_N UBQ GDX_N GRASP55_65 COG5651	protein.degradation.ubiquitin.ubiquitin	29_5_11_1

CUST_160519_PI403524517	2	0.36876392	-0.09972572	-0.023166656	-0.17249203	0.13921642	0.023166656	35_44794	Rep: H0423H10.7 protein - Oryza sativa (Rice)	UniRef90_Q9FSQ6	"CHR3V7|COORD:10871524..10878523| ATMDR11/ATPGP19/MDR1/MDR11/PGP19 (P-GLYCOPROTEIN 19); ATPase, coupled to transmembrane movement of substances /"	AT3G28860.1	CHR04V5|COORD:22702250..22695676|protein multidrug resistance protein 11, putative, expressed	LOC_Os04g38570.2	" no descriptionweakly similar to ( 200)AT3G28860| Symbols: ATMDR11, ATMDR1, PGP19, MDR11, MDR1, ATPGP19 | ATMDR11/ATPGP19/MDR1/MDR11/PGP19 (P-GLYCOPROTEIN 19); ATPase, coupled to transmembrane movement of substances / auxin efflux transporter | chr3:10871524-10878523 REVERSEweakly similar to ( 138)MDR_ORYSAnot assigned not assigned not assigned not assigned not assigned ABC_MTABC3_MDL1_MDL2 ABCC_MRP_Like MdlB ABCC_MsbA ABCC_ATM1_transporter ABCC_Glucan_exporter_like PRK11176 ABCC_TAP PRK11160 SunT ABCC_bacteriocin_exporters CydC ATM1 SalX ABCC_Hemolysin ABC_Org_Solvent_Resistant ABCC_MRP_domain2 ABC_OpuCA_Osmoprotection ABC_cobalt_CbiO_domain1 ABC_ATPase FepC PotA ABCC_cytochrome_bd MalK OpuBA ABC_Iron-Siderophores_B12_Hemin ABC_NikE_OppD_transporters Ttg2A ABC_PstB_phosphate_transporter ABC_NrtD_SsuB_transporters ABC_MJ0796_Lo1CDE_FtsE ABC_Class3 ABC_DR_subfamily_A ABCC_Protease_Secretion CydD AbcC ABC_PhnC_transporter TauB COG3638 CbiO ABC_Carb_Solutes_like ABC_Pro_Gly_Bertaine COG4181 FtsE ABCC_NFT1 ProV ABC_Carb_Monos_I AppF ABC_MalK_N ABC_FtsE_transporter CcmA GlnQ ABC_MetN_methionine_transporter MglA COG1123 TauB ArpD DppF PRK10790 ThiQ potA ABC_HisP_GlnQ_permeases ABC_Mj1267_LivG_branched PstB TagH PRK10535 LivG ABC_KpsT_Wzt ABC_PotA_N ABC_FeS_Assembly sufC CeuD ABC_subfamily_A ABC_TM1139_LivF_branched ABCF_EF-3 Uup ZnuC metN COG3845 PRK10070 ABC_Metallic_Cations ABC_ThiQ_thiamine_transporter PRK10522 ABC_CysA_sulfate_importer ABC_ModC_like LivF potG ABC_drug_resistance_like DppD "	transport.ABC transporters and multidrug resistance systems	34_16

CUST_19414_PI403524517	2	0.07814503	-0.17622662	0.12742996	-0.07814503	-0.27352428	0.2711382	35_5627	Rep: Major intrinsic protein - Oryza sativa (Rice)	UniRef90_Q40746	"CHR4V7|COORD:10366222..10368190| NIP1;2/NLM2 (NOD26-like intrinsic protein 1;2); water channel"	AT4G18910.1	CHR02V5|COORD:7519336..7515989|protein aquaporin NIP1.2, putative, expressed	LOC_Os02g13870.1	" no descriptionmoderately similar to ( 308)AT4G18910| Symbols: NIP1;2, NLM2 | NIP1;2/NLM2 (NOD26-like intrinsic protein 1;2); water channel | chr4:10366222-10368190 FORWARDmoderately similar to ( 294)NO26_SOYBNNodulin-26 - Glycine max (Soybean)not assigned not assigned MIP MIP GlpF PRK05420 "	transport.Major Intrinsic Proteins.TIP	34_19_2

CUST_100278_PI403524517	2	-0.0063271523	0.15918064	0.0063266754	0.041553974	-0.8195796	-0.0426898	35_28627	"Cluster: Os01g0952300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0952300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JFZ5	CHR5V7|COORD:3995790..4000546| Ran GTPase binding / chromatin binding / zinc ion binding	AT5G12350.1	CHR05V5|COORD:18512299..18503854|protein ran GTPase binding protein, putative, expressed	LOC_Os05g31920.2	 no descriptionmoderately similar to ( 283)AT5G19420| Symbols:  | zinc finger protein, putative / regulator of chromosome condensation (RCC1) family protein | chr5:6547947-6552850 REVERSEnot assigned PH_PLC 	cell.division	31_2

CUST_6587_PI399408534	2	0.10368633	0.35759735	-0.0025663376	-0.034384727	-0.057006836	0.0025663376	35_20818	"Cluster: Os02g0822900 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0822900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DWB0	CHR3|COORD:22727328..22729348| U-box domain-containing protein, several hypothetical proteins - Arabidopsis thaliana	AT3G61390.2	CHR02V5|COORD:35328463..35334952|protein protein kinase, putative, expressed	LOC_Os02g57700.1	no descriptionvery weakly similar to (60.1)AT3G61390| Symbols:  | U-box domain-containing protein | chr3:22727393-22729245 FORWARDvery weakly similar to (55.8)HMGL_WHEATHMG1/2-like protein - Triticum aestivum (Wheat)STK_N	RNA.regulation of transcription.Nucleosome/chromatin assembly factor group	27_3_62

CUST_126240_PI403524517	2	0.04465866	-1.3033962	-0.044657707	0.098734856	0.2425642	-0.057412148	35_35537	"Cluster: Putative ribonucleotide reductase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ribonucleotide reductase - Oryza sativa (japonica cultivar"	UniRef90_Q5VRF5	"CHR2V7|COORD:9300609..9304660| R1/RIBONUCLEOTIDE REDUCTASE, REDUCTASE PROTEIN R1; ribonucleoside-diphosphate reductase"	AT2G21790.1	CHR06V5|COORD:3453769..3448681|protein ribonucleoside-diphosphate reductase large subunit, putative, expressed	LOC_Os06g07210.1	" no descriptionvery weakly similar to (80.5)AT2G21790| Symbols: R1, RIBONUCLEOTIDE REDUCTASE, REDUCTASE PROTEIN R1, RNR1 | R1/RIBONUCLEOTIDE REDUCTASE, REDUCTASE PROTEIN R1; ribonucleoside-diphosphate reductase | chr2:9300609-9304660 FORWARDnot assigned Ribonuc_red_lgC "	nucleotide metabolism.deoxynucleotide metabolism	23_5

CUST_66179_PI403524517	2	-0.057712555	0.35496426	5.7411194E-4	-5.7411194E-4	-0.0648613	0.044594765	35_18899	"Cluster: Putative nicastrin; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative nicastrin - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z743	CHR3V7|COORD:19526056..19531268| nicastrin-related	AT3G52640.1	CHR02V5|COORD:30750667..30744697|protein nicastrin family protein, expressed	LOC_Os02g50360.1	no descriptionhighly similar to ( 670)AT3G52640| Symbols:  | nicastrin-related | chr3:19526603-19531268 REVERSEnot assigned not assigned Nicastrin	transport.misc	34_99

CUST_13919_PI403524517	2	0.004465103	0.2341938	-0.007475853	-0.06845093	-0.0044641495	0.016454697	35_3991	"Cluster: Hypothetical protein P0531C01.20; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0531C01.20 - Oryza sativa (japonica cultivar-g"	UniRef90_Q69WH5	"CHR1V7|COORD:10788483..10789925| similar to EMB1303 (EMBRYO DEFECTIVE 1303) [Arabidopsis thaliana] (TAIR:AT1G56200.1); similar to Os02g0152900 [Oryza"	AT1G30475.1	CHR02V5|COORD:9993961..9998242|protein expressed protein	LOC_Os02g17380.1	no description	not assigned.unknown	35_2

CUST_130008_PI403524517	2	0.19641685	-0.8470268	0.02002716	-0.042346954	-0.020026207	0.049964905	35_36514	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_63626_PI403524517	2	0.08782673	-0.40538502	-0.12762737	0.012928963	0.16624832	-0.012928963	35_18165	"Cluster: Os01g0505700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0505700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JMG7	"CHR1V7|COORD:22341199..22343178| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G22795.1); similar to Zinc finger, U1-type [Medicago truncatula]"	AT1G60640.1	CHR01V5|COORD:17910491..17913156|protein expressed protein	LOC_Os01g32130.1	" no descriptionvery weakly similar to (60.8)AT1G60640| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G22795.1); similar to Zinc finger, U1-type [Medicago truncatula] (GB:ABE93667.1) | chr1:22341199-22343178 REVERSEnot assigned "	not assigned.unknown	35_2

CUST_8999_PI403524517	2	0.036535263	0.009196281	-0.07310581	-0.009197235	-0.010195732	0.063797	35_2522	"Cluster: Hypothetical protein OSJNBa0059G06.25; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0059G06.25 - Oryza sativa (japonica"	UniRef90_Q84M80	CHR1V7|COORD:2900152..2904215| SNF4 (Sucrose NonFermenting 4)	AT1G09020.1	CHR03V5|COORD:36063405..36071002|protein protein kinase AKINbetagamma-2, putative, expressed	LOC_Os03g63940.1	 no descriptionhighly similar to ( 627)AT1G09020| Symbols: ATSNF4, SNF4 | SNF4 (Sucrose NonFermenting 4) | chr1:2900152-2904215 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned CBS_pair_28 AMPKbeta_GBD_like CBS_pair_5 CBS_pair_29 CBS CBS_pair E_set_proteins_like 	protein.postranslational modification	29_4

CUST_67257_PI403524517	2	0.03982544	-0.35401058	-0.052557945	0.0116586685	0.01525116	-0.0116586685	35_19206	Rep: Ankyrin protein kinase-like - Poa pratensis (Kentucky bluegrass) (Phalaris japonica)	UniRef90_Q68V16	CHR1V7|COORD:9301133..9303419| dehydration-responsive family protein	AT1G26850.2	CHR09V5|COORD:14866361..14869926|protein ankyrin protein kinase-like, putative, expressed	LOC_Os09g24900.2	no descriptionmoderately similar to ( 249)AT1G26850| Symbols:  | dehydration-responsive family protein | chr1:9301133-9303419 REVERSEDUF248	stress.abiotic.drought/salt	20_2_3

CUST_138631_PI403524517	2	0.3781743	0.04695177	0.40030193	-0.046951294	-0.24096346	-0.07246256	35_38883	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_15146_PI404877155	2	-0.053224564	-0.5190878	-0.00972271	0.047366142	0.035373688	0.00972271	Contig9013_at	ESTs AU057456(S21460),AU057455(S21460) correspond to a region of the predicted gene.~Similar to cytochrome c oxidase subunit Vb precursor (D	BAA83574.1	cytochrome c oxidase family protein	At3g15640.1	protein Cytochrome c oxidase subunit Vb, putative	Os06g05080	Similar to cytochrome c oxidase subunit Vb precursor (D85381)	mitochondrial electron transport / ATP synthesis.cytochrome c oxidase	9_7

CUST_8564_PI399408534	2	-0.07234001	0.26519012	0.017190933	-0.07063675	-0.017190933	0.023591995	35_2368	Rep: ES43 protein - Hordeum vulgare (Barley)	UniRef90_Q43479	CHR4V7|COORD:11728105..11730242| DNA binding	AT4G22140.2	CHR07V5|COORD:4604979..4612898|protein SHL1, putative, expressed	LOC_Os07g08880.1	no descriptionmoderately similar to ( 273)AT4G22140| Symbols:  | DNA binding | chr4:11728105-11730242 REVERSEnot assigned not assigned BAH_BAHCC1 BAH BAH BAH BAH_polybromo BAH_plant_3 PHD BAH_Orc1p_Yeast PHD	RNA.regulation of transcription.unclassified	27_3_99

CUST_13103_PI403524517	2	0.38790512	-1.2268224	0.035158157	0.07040453	-0.42033052	-0.03515768	35_3752	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53QC6	CHR3V7|COORD:5920619..5926852| protein transporter	AT3G17340.1	CHR11V5|COORD:27781636..27789445|protein importin-beta N-terminal domain containing protein, expressed	LOC_Os11g47130.1	no descriptionweakly similar to ( 102)AT3G17340| Symbols:  | protein transporter | chr3:5920619-5926852 REVERSEnot assigned not assigned not assigned not assigned	protein.targeting.nucleus	29_3_1

CUST_55323_PI403524517	2	0.14871979	-0.044139862	-0.02744484	0.025112152	0.04813862	-0.025113106	35_15750	"Cluster: OSJNBa0041M06.7 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0041M06.7 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XMA7	CHR2V7|COORD:7348574..7349200| ribosomal protein L27 family protein	AT2G16930.1	CHR08V5|COORD:19174556..19178147|protein 50S ribosomal protein L27, putative, expressed	LOC_Os08g31228.1	 no descriptionmoderately similar to ( 215)AT2G16930| Symbols:  | ribosomal protein L27 family protein | chr2:7348574-7349200 FORWARDvery weakly similar to (98.6)RK27_TOBAC50S ribosomal protein L27, chloroplast precursor - Nicotiana tabacum (Common tobacco)not assigned rpmA RpmA Ribosomal_L27 rpl27 	protein.synthesis.mito/plastid ribosomal protein.unknown	29_2_1_99

CUST_16399_PI403524517	2	0.06681728	0.04761219	-0.070967674	-0.06368351	-0.047611237	0.11915016	35_4732	"Cluster: Hypothetical protein P0495H05.38; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0495H05.38 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6ZE11	CHR5V7|COORD:17241664..17248272| GYF domain-containing protein	AT5G42950.1	CHR07V5|COORD:1995046..2004299|protein GYF domain containing protein, expressed	LOC_Os07g04530.1	no descriptionmoderately similar to ( 261)AT5G42950| Symbols:  | GYF domain-containing protein | chr5:17241664-17248272 FORWARD	not assigned.no ontology	35_1

CUST_33252_PI403524517	2	0.33200884	0.31601238	-0.023573875	-0.18985462	-0.33504772	0.023573399	35_9586	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_91578_PI403524517	2	0.211442	0.022090912	-0.14367008	0.17548943	-0.022090912	-0.13440657	35_26184	Rep: Protein ALEX - Mus musculus (Mouse)	UniRef90_Q6R0H6	0	0	0	0	no description	not assigned.unknown	35_2

CUST_18872_PI403524517	2	-0.0109939575	-0.02675724	-0.014475822	0.0109939575	0.028123856	0.058559418	35_5467	"Cluster: Hypothetical protein P0544B02.28; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0544B02.28 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6ETK7	"CHR4V7|COORD:14993389..14997791| similar to protein transport protein-related [Arabidopsis thaliana] (TAIR:AT4G27595.1); similar to Ubiquitin [Medicago"	AT4G30790.1	CHR02V5|COORD:4438113..4432872|protein expressed protein	LOC_Os02g08350.1	"no descriptionmoderately similar to ( 363)AT4G30790| Symbols:  | similar to protein transport protein-related [Arabidopsis thaliana] (TAIR:AT4G27595.1); similar to Ubiquitin [Medicago truncatula] (GB:ABE79505.1); similar to Os02g0179800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001046086.1); contains InterPro domain Spectrin repeat; (InterPro:IPR002017) | chr4:14993389-14997791 REVERSE"	not assigned.unknown	35_2

CUST_152276_PI403524517	2	0.30419922	-0.024754524	-0.047883987	-0.032850266	0.024754524	0.11742115	35_42563	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_103481_PI403524517	2	-0.018630981	-0.28729057	-0.07208061	0.2118988	0.018630981	0.02410984	35_29510	Rep: Putative ATPase - Triticum aestivum (Wheat)	UniRef90_Q2L3S2	CHR1V7|COORD:11399903..11405702| actin binding	AT1G31810.1	CHR09V5|COORD:18490725..18494125|protein expressed protein	LOC_Os09g30380.1	no descriptionnot assigned not assigned not assigned not assigned PRK07764 PRK12323 Extensin_2	not assigned.unknown	35_2

CUST_83822_PI403524517	2	-0.14698124	-0.2137928	0.6056547	0.06756115	0.11710644	-0.06756115	35_24027	"Cluster: Putative serine carboxypeptidase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative serine carboxypeptidase - Oryza sativa (japonica"	UniRef90_Q75HY2	"CHR1V7|COORD:5168608..5169942| SCPL50 (serine carboxypeptidase-like 50); serine carboxypeptidase"	AT1G15000.1	CHR05V5|COORD:28920835..28922577|protein serine carboxypeptidase CPVL precursor, putative, expressed	LOC_Os05g50600.1	"no descriptionweakly similar to ( 102)AT1G15000| Symbols: SCPL50 | SCPL50 (serine carboxypeptidase-like 50); serine carboxypeptidase | chr1:5168608-5169942 FORWARDnot assigned not assigned not assigned not assigned Peptidase_S10 PRK12323"	protein.degradation.serine protease	29_5_5

CUST_1588_PI399408534	2	0.017123222	0.273839	0.10006523	-0.0171237	-0.48677778	-0.17008162	35_49811	"Cluster: Putative serine/threonine kinase; n=1; Triticum aestivum|Rep: Putative serine/threonine kinase - Triticum aestivum (Wheat)"	UniRef90_Q2L3S6	CHR4V7|COORD:1151683..1153161| protein kinase family protein	AT4G02630.1	CHR11V5|COORD:23011803..23007041|protein jacalin-like lectin domain containing protein	LOC_Os11g39490.1	 no descriptionvery weakly similar to (52.8)AT1G11410| Symbols:  | S-locus protein kinase, putative | chr1:3841286-3844284 FORWARDnot assigned not assigned TyrKc Pkinase_Tyr PTKc 	signalling.receptor kinases.S-locus glycoprotein like	30_2_24

CUST_92884_PI403524517	2	0.14739323	-0.39946175	-0.1667881	0.08698082	0.048995018	-0.048994064	35_26558	"Cluster: Putative pentatricopeptide (PPR) repeat-containing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative pentatricopeptide (PPR) repeat-co"	UniRef90_Q6ZLH4	CHR5V7|COORD:654100..656559| pentatricopeptide (PPR) repeat-containing protein	AT5G02860.1	CHR07V5|COORD:24069486..24071840|protein expressed protein	LOC_Os07g40120.1	no descriptionweakly similar to ( 165)AT5G02860| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr5:654100-656559 FORWARDvery weakly similar to (79.3)RF1_ORYSAPPR	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_148641_PI403524517	2	0.020843506	0.18021393	0.094963074	-0.020843506	-0.025177002	-0.039741516	35_41584	Rep: Elongation factor 1-beta - Triticum aestivum (Wheat)	UniRef90_P29546	CHR5V7|COORD:6581856..6583139| elongation factor 1B alpha-subunit 2 (eEF1Balpha2)	AT5G19510.1	CHR07V5|COORD:27940062..27942618|protein elongation factor 1-beta, putative, expressed	LOC_Os07g46750.1	no descriptionmoderately similar to ( 201)AT5G19510| Symbols:  | elongation factor 1B alpha-subunit 2 (eEF1Balpha2) | chr5:6581856-6583139 REVERSEmoderately similar to ( 245)EF1B_WHEATElongation factor 1-beta - Triticum aestivum (Wheat)not assigned EF1_GNE EF1B EFB1	protein.synthesis.elongation	29_2_4

CUST_11804_PI403524517	2	-0.016792297	0.391407	0.040438652	0.016792297	-0.12231636	-0.118680954	35_3355	"Cluster: Prolyl-tRNA synthetase, bacterial; n=1; Kineococcus radiotolerans SRS30216|Rep: Prolyl-tRNA synthetase, bacterial - Kineococcus radiotolerans SRS30216"	UniRef90_Q40W17	CHR5V7|COORD:16307998..16308630| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G41730.1)	AT5G40690.1	CHR05V5|COORD:13109433..13110552|protein expressed protein	LOC_Os05g23130.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12678 PRK12323 infB Herpes_BLLF1 Gag_spuma PRK07003 TT_ORF1 APC_basic PRK07764 rne DUF1777 Protamine_P1 DUF566 Pneumo_att_G AF-4	not assigned.unknown	35_2

CUST_1103_PI403524517	2	0.09121227	0.20839214	-0.12647915	-0.06456661	-0.050283432	0.05028248	35_291	"Cluster: Putative phosphatidic acid phosphatase beta; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative phosphatidic acid phosphatase beta - Oryza sativ"	UniRef90_Q69L47	"CHR1V7|COORD:5188075..5189471| ATPAP2 (PHOSPHATIDIC ACID PHOSPHATASE 2); phosphatidate phosphatase"	AT1G15080.1	CHR09V5|COORD:8157611..8150807|protein lipid phosphate phosphatase 3, chloroplast precursor, putative, expressed	LOC_Os09g13870.3	" no descriptionmoderately similar to ( 383)AT1G15080| Symbols: ATLPP2, LPP2, ATPAP2 | ATPAP2 (PHOSPHATIDIC ACID PHOSPHATASE 2); phosphatidate phosphatase | chr1:5188075-5189471 FORWARDnot assigned PAP2_containing_1_like PAP2_wunen PAP2 PAP2_like acidPPc PgpB PAP2_like_2 PAP2_like_4 PAP2_like_5 PAP2_lipid_A_1_phosphatase PAP2_dolichyldiphosphatase "	misc.acid and other phosphatases	26_13

CUST_82149_PI403524517	2	0.19108486	0.37071228	-0.010278225	0.010278702	-0.67815113	-0.2868824	35_23564	"Cluster: Expressed protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q336V4	CHR2|COORD:11884507..11893090| expressed protein, similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAP54889.1)	AT2G27900.2	CHR10V5|COORD:21020227..21029523|protein expressed protein	LOC_Os10g39910.1	"no descriptionmoderately similar to ( 285)AT2G27900| Symbols:  | similar to Os10g0546300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001065215.1); similar to hypothetical protein [Ipomoea trifida] (GB:BAF36336.1); similar to hypothetical protein [Ipomoea trifida] (GB:AAS79598.1); contains domain Ribosomal protein S5 domain 2-like (SSF54211); contains domain no description (G3D.3.30.970.10); contains domain gb def: Hypothetical protein At2g27890:At2g27900:At2g27910 (At2g27890) (PTHR13258:SF4); contains domain FAMILY NOT NAMED (PTHR13258) | chr2:11884731-11892315 FORWARDnot assigned"	not assigned.unknown	35_2

CUST_66898_PI403524517	2	0.18493843	-0.29832077	-0.13100624	0.06899643	-0.040207863	0.04020691	35_19104	"Cluster: Chloroplast thylakoidal processing peptidase-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Chloroplast thylakoidal processing peptidas"	UniRef90_Q67UZ3	CHR1V7|COORD:2108831..2110641| signal peptidase, putative	AT1G06870.1	CHR03V5|COORD:31623992..31620984|protein peptidase/ serine-type peptidase, putative, expressed	LOC_Os03g55640.1	 no descriptionmoderately similar to ( 264)AT1G06870| Symbols:  | signal peptidase, putative | chr1:2108831-2110641 FORWARDnot assigned not assigned LepB PRK10861 	protein.targeting.chloroplast	29_3_3

CUST_38006_PI403524517	2	1.2261028	-0.23221302	-0.09466457	0.0079603195	0.061917305	-0.007961273	35_10936	"Cluster: Os09g0553600 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0553600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IZS0	"CHR2V7|COORD:165331..167208| QPT (QUINOLINATE PHOSHORIBOSYLTRANSFERASE); nicotinate-nucleotide diphosphorylase (carboxylating)"	AT2G01350.1	CHR09V5|COORD:21930510..21934482|protein nicotinate-nucleotide pyrophosphorylase, putative, expressed	LOC_Os09g38060.2	no descriptionvery weakly similar to (53.1)AT2G01350| Symbols: QPT | QPT (QUINOLINATE PHOSHORIBOSYLTRANSFERASE) | chr2:165331-167057 REVERSEnot assigned not assigned not assigned PRK12323 PRK07764 Tymo_45kd_70kd Drf_FH1	not assigned.no ontology	35_1

CUST_8128_PI403524517	2	0.08283901	-0.16480827	0.02759552	-0.019269943	0.01926899	-0.079977036	35_2268	Rep: NPL4-like protein - Oryza sativa (Rice)	UniRef90_Q9AS33	CHR3V7|COORD:23294811..23296332| NPL4 family protein	AT3G63000.1	CHR01V5|COORD:15971703..15976386|protein NPL4 family protein, expressed	LOC_Os01g27990.1	no descriptionweakly similar to ( 190)AT3G63000| Symbols: NPL41 | NPL4 family protein | chr3:23294811-23296332 FORWARDmoderately similar to ( 245)NPL4_ORYSAnot assigned NPL4	not assigned.no ontology	35_1

CUST_44901_PI403524517	2	0.027820587	0.13608456	0.027243614	-0.09049797	-0.071582794	-0.027243614	35_12876	"Cluster: Putative kinesin; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative kinesin - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5W7C6	CHR3V7|COORD:16866799..16871935| kinesin motor protein-related	AT3G45850.1	CHR05V5|COORD:918451..925034|protein kinesin-related protein, putative, expressed	LOC_Os05g02670.3	no descriptionweakly similar to ( 114)AT3G45850| Symbols:  | kinesin motor protein-related | chr3:16866799-16871935 REVERSEnot assigned	cell.organisation	31_1

CUST_106371_PI403524517	2	0.2617569	-0.91585636	0.16801882	-0.16801834	-0.5749383	0.3154478	35_30274	"Cluster: Pumilio-family RNA binding repeat containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Pumilio-family RNA binding repeat"	UniRef90_Q10QM3	"CHR1V7|COORD:29412793..29415077| APUM7 (ARABIDOPSIS PUMILIO 7); RNA binding"	AT1G78160.1	CHR03V5|COORD:4752191..4747685|protein RNA binding protein, putative, expressed	LOC_Os03g09150.1	"no descriptionmoderately similar to ( 276)AT1G78160| Symbols: APUM7 | APUM7 (ARABIDOPSIS PUMILIO 7); RNA binding | chr1:29412793-29415077 FORWARDnot assigned not assigned not assigned COG5099"	not assigned.no ontology.pumilio/Puf RNA-binding domain-containing protein	35_1_12

CUST_178056_PI403524517	2	0.07113552	0.067726135	0.032096863	-0.032096863	-0.08613777	-0.03830433	35_49522	Rep: OSIGBa0132G14.1 protein - Oryza sativa (Rice)	UniRef90_Q01MX2	"CHR3V7|COORD:20262863..20265009| ATCDT1B/CDT1/CDT1B (ARABIDOPSIS HOMOLOG OF YEAST CDT1 B); cyclin-dependent protein kinase"	AT3G54710.1	CHR04V5|COORD:5768521..5765594|protein CDT1a protein, putative, expressed	LOC_Os04g10650.1	" no descriptionvery weakly similar to (67.4)AT3G54710| Symbols: ATCDT1B, CDT1B, CDT1 | ATCDT1B/CDT1/CDT1B (ARABIDOPSIS HOMOLOG OF YEAST CDT1 B); cyclin-dependent protein kinase | chr3:20262863-20265009 FORWARDnot assigned CDT1 "	not assigned.unknown	35_2

CUST_99612_PI403524517	2	0.025845528	0.23911953	-0.025845528	-0.17638779	-0.41846085	0.12469101	35_28433	Rep: Hypothetical protein - Populus trichocarpa (Western balsam poplar)	UniRef90_Q0ZCE5	CHR2V7|COORD:10789030..10795144| similar to meprin and TRAF homology domain-containing protein / MATH domain-containing protein [Arabidopsis thaliana]	AT2G25320.1	CHR02V5|COORD:24175424..24172463|protein expressed protein	LOC_Os02g39990.1	"no descriptionweakly similar to ( 171)AT2G25320| Symbols:  | similar to meprin and TRAF homology domain-containing protein / MATH domain-containing protein [Arabidopsis thaliana] (TAIR:AT2G25330.1); similar to unknown [Populus trichocarpa] (GB:ABG37643.1); similar to unknown [Populus trichocarpa] (GB:ABG37644.1); similar to MATH [Medicago truncatula] (GB:ABE81785.1); contains InterPro domain TRAF-like; (InterPro:IPR008974); contains InterPro domain MATH; (InterPro:IPR002083); contains InterPro domain TRAF-type; (InterPro:IPR013322) | chr2:10789030-10795144 REVERSE"	not assigned.no ontology	35_1

CUST_8853_PI403524517	2	0.20173168	-0.18402863	-0.0050649643	0.041366577	-0.1205492	0.0050649643	35_2482	"Cluster: Hypothetical protein P0685E10.9; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0685E10.9 - Oryza sativa (japonica"	UniRef90_Q65XS0	CHR1V7|COORD:11399903..11405702| actin binding	AT1G31810.1	CHR05V5|COORD:4224781..4221569|protein uvrB/uvrC motif family protein, expressed	LOC_Os05g07860.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned apaG DUF525 ApaG PRK12323 PRK07003 Tymo_45kd_70kd GRASP55_65 Atrophin-1	not assigned.unknown	35_2

CUST_20706_PI403524517	2	-0.047412872	-0.1567254	1.1428294	0.047412872	0.32058382	-0.98068476	35_6014	"Cluster: 'putative lipase class 3 family protein, PF01764'; n=1; Oryza sativa (japonica cultivar-group)|Rep: 'putative lipase class 3 family protein, PF01764' -"	UniRef90_Q6I5X8	"CHR1|COORD:2090040..2091685| lipase class 3 family protein, similar to DEFECTIVE IN ANTHER DEHISCENCE1 (Arabidopsis thaliana) GI:16215706; contains Pfam"	AT1G06800.2	CHR05V5|COORD:18804753..18803258|protein triacylglycerol lipase, putative, expressed	LOC_Os05g32380.1	no descriptionweakly similar to ( 129)AT1G06800| Symbols:  | lipase class 3 family protein | chr1:2090108-2091442 REVERSEnot assigned	lipid metabolism.lipid degradation.lipases.triacylglycerol lipase	11_9_2_1

CUST_11073_PI404877155	2	-0.05431938	0.054318428	0.065439224	-0.11566448	0.16099548	-0.08561611	Contig4795_at	sterol 24-C-methyltransferase (EC 2.1.1.41) ESMT1, endosperm - maize gb|AAB70886.1| endosperm C-24 sterol methyltransferase [Zea mays]	T04138	sterol 24-C-methyltransferase, putative	At5g13710.1	protein expressed protein	Os07g10600	delta-24-sterol methyltransferase	lipid metabolism.'exotics' (steroids, squalene etc)	11_8

CUST_62946_PI403524517	2	0.20491505	0.04409218	-0.04409218	-0.10818577	-0.062171936	0.11796379	35_17954	"Cluster: Putative Phosphatidylinositol N-acetylglucosaminyltransferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative"	UniRef90_Q8LIL5	CHR3|COORD:16515445..16517988| N-acetylglucosaminyl-phosphatidylinositol biosynthetic protein, putative, similar to PIG-A from Mus musculus	AT3G45100.2	CHR07V5|COORD:9978647..9974830|protein phosphatidylinositol N-acetylglucosaminyltransferase subunit A, putative, expressed	LOC_Os07g16960.1	" no descriptionweakly similar to ( 129)AT3G45100| Symbols: SETH2 | SETH2; transferase, transferring glycosyl groups | chr3:16515633-16517843 FORWARDnot assigned "	protein.postranslational modification	29_4

CUST_65048_PI403524517	2	0.014025688	-0.4084673	-0.014026642	0.10243702	0.17335701	-0.026748657	35_18572	"Cluster: Putative adenylate kinase, chloroplast; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative adenylate kinase, chloroplast - Oryza sativa (japonic"	UniRef90_Q6ZC69	CHR5V7|COORD:19392714..19395284| adenylate kinase, chloroplast, putative / ATP-AMP transphosphorylase, putative	AT5G47840.1	CHR08V5|COORD:458466..455090|protein adenylate kinase, putative, expressed	LOC_Os08g01770.1	 no descriptionmoderately similar to ( 308)AT5G47840| Symbols:  | adenylate kinase, chloroplast, putative / ATP-AMP transphosphorylase, putative | chr5:19392714-19395284 FORWARDmoderately similar to ( 365)KADC_MAIZEAdenylate kinase, chloroplast - Zea mays (Maize)not assigned not assigned ADK adk ADK Adk adk PRK04182 	nucleotide metabolism.phosphotransfer and pyrophosphatases.adenylate kinase	23_4_1

CUST_64508_PI403524517	2	0.07091808	-0.46772194	-0.33695126	0.33999538	0.18266487	-0.07091904	35_18417	"Cluster: Adenine phosphoribosyltransferase; n=1; Triticum aestivum|Rep: Adenine phosphoribosyltransferase - Triticum aestivum (Wheat)"	UniRef90_Q67G15	"CHR1V7|COORD:30116601..30118154| APT2 (ADENINE PHOSPHORIBOSYL TRANSFERASE 2); adenine phosphoribosyltransferase"	AT1G80050.1	CHR04V5|COORD:24946595..24951669|protein adenine phosphoribosyltransferase 2, putative, expressed	LOC_Os04g42520.1	" no descriptionmoderately similar to ( 234)AT1G80050| Symbols: ATAPT2, APT2 | APT2 (ADENINE PHOSPHORIBOSYL TRANSFERASE 2); adenine phosphoribosyltransferase | chr1:30116601-30118154 REVERSEmoderately similar to ( 222)APT1_WHEATAdenine phosphoribosyltransferase 1 - Triticum aestivum (Wheat)not assigned PRK02304 Apt Pribosyltran PRK12560 pyrE PyrE PRK08558 PRK09219 "	nucleotide metabolism.salvage.phosphoribosyltransferases.aprt	23_3_1_1

CUST_31550_PI399408534	2	-0.0234766	0.14095592	0.05381012	-0.076545715	-0.2675972	0.0234766	35_7602	"Cluster: Zinc finger family protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Zinc finger family protein, putative, expressed - Ory"	UniRef90_Q2QVE1	CHR5V7|COORD:25384311..25386074| zinc finger (C2H2 type) family protein	AT5G63280.1	CHR12V5|COORD:7304037..7308757|protein zinc finger protein, putative, expressed	LOC_Os12g13130.4	no descriptionmoderately similar to ( 337)AT5G63280| Symbols:  | zinc finger (C2H2 type) family protein | chr5:25384311-25386074 FORWARD	RNA.regulation of transcription.unclassified	27_3_99

CUST_62911_PI403524517	2	-0.1214571	0.025792122	0.023944855	0.08206463	-0.023945808	-0.1306305	35_17944	"Cluster: Putative chorismate mutase/prephenate dehydratase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative chorismate mutase/prephenate dehydratase -"	UniRef90_Q8H0A1	"CHR2V7|COORD:11863885..11865159| PD1 (PREPHENATE DEHYDRATASE 1); prephenate dehydratase"	AT2G27820.1	CHR10V5|COORD:20017321..20015312|protein P-protein, putative, expressed	LOC_Os10g37980.1	"no descriptionmoderately similar to ( 234)AT2G27820| Symbols: PD1 | PD1 (PREPHENATE DEHYDRATASE 1); prephenate dehydratase | chr2:11863885-11865159 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PheA PRK11899 PRK11898 PDT pheA ACT_CM-PDT PRK12678 ACT_AAAH-PDT-like PRK07764 Keratin_B2 PRK07003"	amino acid metabolism.synthesis.aromatic aa.phenylalanine.arogenate dehydratase / prephenate dehydratase	13_1_6_3_1

CUST_106406_PI403524517	2	0.12634754	-0.12634754	0.17925072	-0.20145607	0.21473694	-0.29854965	35_30285	"Cluster: Putative membrane protein; n=1; Emiliania huxleyi virus 86|Rep: Putative membrane protein - Emiliania huxleyi virus 86"	UniRef90_Q4A2B5	CHR5V7|COORD:7786176..7792083| HUA2 (ENHANCER OF AG-4 2)	AT5G23150.1	CHR03V5|COORD:198324..199410|protein NT16 polypeptide, putative, expressed	LOC_Os03g01320.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TT_ORF1 PRK07764 DUF1421 Extensin_2 PRK06958 PRK12323 Drf_FH1 Totivirus_coat	not assigned.unknown	35_2

CUST_181186_PI403524517	2	-0.022091866	0.33936405	0.022090912	0.07284832	-0.19241524	-0.07073212	35_50386	"Cluster: Hypothetical protein P0013G11.27; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0013G11.27 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6ZF78		0	CHR07V5|COORD:22064721..22069602|protein F-box domain containing protein	LOC_Os07g36830.1	no description	not assigned.unknown	35_2

CUST_28018_PI403524517	2	0.07064915	-0.026444435	0.06903839	0.026444435	-0.15376377	-0.1006279	35_8100	Rep: Salt-inducible protein kinase - Zea mays (Maize)	UniRef90_Q5XTZ4	CHR2V7|COORD:14776787..14781875| protein kinase family protein	AT2G35050.1	CHR07V5|COORD:14721415..14729883|protein protein kinase domain containing protein, expressed	LOC_Os07g25680.1	no descriptionweakly similar to ( 127)AT2G35050| Symbols:  | protein kinase family protein | chr2:14776787-14781875 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PTKc TyrKc Pkinase_Tyr PTKc_FAK PTKc_EphR_A10 PTKc_EphR PTK_CCK4 PTKc_Syk_like PTKc_Tyro3 PTKc_InsR_like PTKc_Fes_like PTKc_Trk PTKc_Ror PTKc_EphR_A2 PTKc_Abl PTKc_Ror1 PTKc_Fes PTKc_c-ros PTKc_EGFR_like PTKc_EphR_B PTKc_Ack_like PTKc_Frk_like PTKc_Syk PTKc_EphR_A S_TKc PTKc_Ror2	protein.postranslational modification	29_4

CUST_180805_PI403524517	2	0.056541443	0.032238007	-0.031930923	0.0072841644	-0.020744324	-0.007282257	35_50282	"Cluster: PREDICTED: similar to ubiquitin A-52 residue ribosomal protein fusion product 1; n=1; Canis familiaris|Rep: PREDICTED: similar to ubiquitin A-52 residu"	UniRef90_UPI00005A3BDE	CHR2V7|COORD:15179232..15180125| ubiquitin extension protein 2 (UBQ2) / 60S ribosomal protein L40 (RPL40A)	AT2G36170.1	CHR09V5|COORD:22692186..22694404|protein ubiquitin fusion protein, putative, expressed	LOC_Os09g39500.1	" no descriptionweakly similar to ( 169)AT3G52590| Symbols: EMB2167, ERD16, UBQ1 | UBQ1 (EARLY-RESPONSIVE TO DEHYDRATION 16, UBIQUITIN EXTENSION PROTEIN 1); protein binding | chr3:19516646-19517659 FORWARDweakly similar to ( 114)RL40_ORYSAnot assigned not assigned Ribosomal_L40e Ubiquitin RPL40A "	protein.degradation.ubiquitin.ubiquitin	29_5_11_1

CUST_22570_PI399408534	2	0.20328426	-0.36105442	-0.096943855	0.09618759	-0.09618759	0.1844511	35_24638	Rep: H0302E05.10 protein - Oryza sativa (Rice)	UniRef90_Q25A88	"CHR1V7|COORD:19119370..19121049| similar to kelch repeat-containing protein [Arabidopsis thaliana] (TAIR:AT3G27220.1); similar to hypothetical protein"	AT1G51540.1	CHR04V5|COORD:24120514..24124689|protein kelch motif family protein, expressed	LOC_Os04g41020.1	" no descriptionmoderately similar to ( 370)AT1G51540| Symbols:  | similar to kelch repeat-containing protein [Arabidopsis thaliana] (TAIR:AT3G27220.1); similar to hypothetical protein gll3375 [Gloeobacter violaceus PCC 7421] (GB:NP_926321.1); similar to Os08g0128000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001060908.1); similar to Os04g0487100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001053143.1); contains InterPro domain Kelch; (InterPro:IPR011498); contains InterPro domain Galactose oxidase, central; (InterPro:IPR011043); contains InterPro domain Kelch repeat; (InterPro:IPR006652) | chr1:19119370-19121049 FORWARDnot assigned not assigned "	RNA.regulation of transcription.MYB domain transcription factor family	27_3_25

CUST_57810_PI403524517	2	-0.5388775	0.46655846	0.07587671	-0.25478554	0.17760944	-0.07587671	35_16481	"Cluster: Heat shock factor RHSF13-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Heat shock factor RHSF13-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5Z9D6	"CHR3V7|COORD:8941462..8942538| AT-HSFC1 (Arabidopsis thaliana heat shock transcription factor C1); DNA binding / transcription factor"	AT3G24520.1	CHR06V5|COORD:20997768..20995275|protein heat shock factor protein 3, putative, expressed	LOC_Os06g35960.1	" no descriptionvery weakly similar to (94.7)AT3G24520| Symbols: HSFC1, AT-HSFC1 | AT-HSFC1 (Arabidopsis thaliana heat shock transcription factor C1); DNA binding / transcription factor | chr3:8941462-8942538 FORWARDnot assigned HSF_DNA-bind HSF HSF1 "	stress.abiotic.heat	20_2_1

CUST_13721_PI399408534	2	0.19397068	0.26345253	-0.018457413	-0.17113972	-0.00789547	0.00789547	35_44548	"Cluster: GRAS family transcription factor, putative; n=1; Oryza sativa (japonica cultivar-group)|Rep: GRAS family transcription factor, putative - Oryza sativa"	UniRef90_Q53K16	CHR5V7|COORD:26677949..26679703| scarecrow transcription factor family protein	AT5G66770.1	CHR03V5|COORD:29321280..29323826|protein DELLA protein SLR1, putative, expressed	LOC_Os03g51330.1	no descriptionweakly similar to ( 163)AT5G66770| Symbols:  | scarecrow transcription factor family protein | chr5:26677949-26679703 FORWARDvery weakly similar to (86.3)DWRF8_MAIZEDELLA protein DWARF8 - Zea mays (Maize)not assigned GRAS	RNA.regulation of transcription.GRAS transcription factor family	27_3_21

CUST_97698_PI403524517	2	-0.060498238	1.1004114	0.7736139	-0.40990734	-0.44487858	0.06049919	35_27896	Rep: OSIGBa0140O07.5 protein - Oryza sativa (Rice)	UniRef90_Q01J38	0	0	CHR04V5|COORD:21986143..21986850|protein PME/invertase inhibitor-like protein, putative, expressed	LOC_Os04g36770.1	no descriptionPMEI	not assigned.unknown	35_2

CUST_54152_PI403524517	2	0.105298996	-0.02673626	0.026737213	-0.045022964	0.06856823	-0.17051697	35_15407	Rep: Putative nucleolin - Oryza sativa (indica cultivar-group)	UniRef90_Q68Q07	CHR1V7|COORD:18101854..18105090| nucleolin, putative	AT1G48920.1	CHR08V5|COORD:5420330..5415914|protein protein gar2, putative, expressed	LOC_Os08g09350.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TFIIF_alpha BUD22 DMP1 CDC27 PRK08581	not assigned.unknown	35_2

CUST_169033_PI403524517	2	0.28094292	0.44309998	0.38347292	-0.28094292	-0.35600567	-0.534297	35_47074	"Cluster: Pseudouridylate synthase-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: Pseudouridylate synthase-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q654A2	CHR5V7|COORD:13616646..13619470| tRNA pseudouridine synthase family protein	AT5G35400.1	CHR06V5|COORD:27344792..27340867|protein pseudouridylate synthase/ tRNA-pseudouridine synthase, putative, expressed	LOC_Os06g45250.1	no descriptionvery weakly similar to (90.5)AT5G35400| Symbols:  | tRNA pseudouridine synthase family protein | chr5:13616646-13619470 REVERSE	protein.aa activation.pseudouridylate synthase	29_1_30

CUST_149854_PI403524517	2	-0.5173907	-0.88605165	0.36663055	0.4938054	0.25672436	-0.25672388	35_41922	"Cluster: Putative phosphatidylglycerol specific phospholipase C; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative phosphatidylglycerol specific phospho"	UniRef90_Q8RYK2	CHR2V7|COORD:11464195..11466433| phosphoesterase family protein	AT2G26870.1	CHR01V5|COORD:42394637..42390030|protein hydrolase, acting on ester bonds, putative, expressed	LOC_Os01g72520.1	no descriptionmoderately similar to ( 249)AT2G26870| Symbols:  | phosphoesterase family protein | chr2:11464195-11466433 REVERSEnot assigned not assigned Phosphoesterase PlcC	not assigned.no ontology	35_1

CUST_162360_PI403524517	2	0.01224041	0.60313416	0.008208275	-0.19871902	-0.0082092285	-0.119997025	35_45284	"Cluster: Os01g0142000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0142000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JQS6	"CHR2V7|COORD:16735456..16738238| similar to proline-rich family protein [Arabidopsis thaliana] (TAIR:AT3G09000.1); similar to Os01g0141900 [Oryza"	AT2G40070.1	CHR01V5|COORD:2258257..2263694|protein transposon protein, putative, CACTA, En/Spm sub-class, expressed	LOC_Os01g04880.1	no description	not assigned.unknown	35_2

CUST_22845_PI403524517	2	0.02241993	0.10005665	-0.06174183	-0.06796646	-0.02241993	0.03285122	35_6636	"Cluster: Putative WD-repeat containing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative WD-repeat containing protein - Oryza sativa (japonica"	UniRef90_Q9AV81	CHR1V7|COORD:1226748..1230591| transducin family protein / WD-40 repeat family protein	AT1G04510.1	CHR10V5|COORD:16881232..16874193|protein pre-mRNA-splicing factor 19, putative, expressed	LOC_Os10g32880.2	no descriptionmoderately similar to ( 298)AT1G04510| Symbols:  | nucleotide binding | chr1:1226748-1230591 FORWARDvery weakly similar to (56.2)PF20_CHLREFlagellar WD repeat-containing protein Pf20 - Chlamydomonas reinhardtiinot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned WD40 COG2319	not assigned.no ontology	35_1

CUST_94729_PI403524517	2	-0.027637482	-0.055178642	0.027636528	0.059404373	-0.124970436	0.19223976	35_27077	"Cluster: Hypothetical protein OJ1316_A04.107; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1316_A04.107 - Oryza sativa (japonica cult"	UniRef90_Q7XIQ4	CHR5V7|COORD:6325974..6328099| Mo25 family protein	AT5G18940.1	CHR07V5|COORD:27012496..27017309|protein protein Mo25, putative, expressed	LOC_Os07g45280.1	no descriptionweakly similar to ( 146)AT5G18940| Symbols:  | Mo25 family protein | chr5:6325974-6328099 FORWARDnot assigned Mo25	not assigned.no ontology	35_1

CUST_3258_PI404877155	2	-0.16578102	0.1704979	0.0862484	0.0146512985	-0.0146512985	-0.11806202	Contig13720_at	putative THY5 protein [Oryza sativa (japonica cultivar-group)] dbj|BAB62558.1| putative THY5 protein [Oryza sativa (japonica cultivar-group)	NP_916476.1	bZIP protein HY5 (HY5)	At5g11260.1	protein bZIP transcription factor, putative	Os01g07880	bZIP protein HY5 (HY5), identical to HY5 protein GI:2251085 from (Arabidopsis thaliana)	RNA.regulation of transcription.bZIP transcription factor family	27_3_35

CUST_182314_PI403524517	2	0.23663664	-0.76357365	-0.16309786	0.05637932	9.1791153E-4	-9.1791153E-4	35_50683	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_24153_PI403524517	2	0.116825104	0.09774685	-0.03685379	-0.053450584	-0.1410923	0.036852837	35_7013	Rep: Os02g0255000 protein - Oryza sativa (japonica cultivar-group)	UniRef90_Q0E2B4	"CHR5V7|COORD:21555056..21557716| CNGC1 (CYCLIC NUCLEOTIDE GATED CHANNEL 1); calmodulin binding / cation channel/ cyclic nucleotide binding / inward rectifier"	AT5G53130.1	CHR02V5|COORD:8756040..8746950|protein cyclic nucleotide-gated ion channel 1, putative, expressed	LOC_Os02g15580.1	" no descriptionmoderately similar to ( 288)AT5G53130| Symbols: ATCNGC1, CNGC1 | CNGC1 (CYCLIC NUCLEOTIDE GATED CHANNEL 1); calmodulin binding / cation channel/ cyclic nucleotide binding / inward rectifier potassium channel | chr5:21555056-21557716 REVERSEnot assigned CAP_ED "	transport.cyclic nucleotide or calcium regulated channels	34_22

CUST_85371_PI403524517	2	-0.29685783	-0.32658195	0.6312647	0.16940498	0.13062096	-0.13062191	35_24454	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_5414_PI403524517	2	0.14359283	-0.20168114	0.17773247	-0.22927094	0.46560383	-0.14359283	35_1494	0	0	"CHR5V7|COORD:6342565..6344643| ATBPM1 (BTB-POZ AND MATH DOMAIN 1); protein binding"	AT5G19000.1	0	0	no description	not assigned.unknown	35_2

CUST_4078_PI403524517	2	-0.039718628	0.34265327	0.10391617	-0.22402382	-0.14710808	0.03971672	35_1128	"Cluster: YOR3513c, putative, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: YOR3513c, putative, expressed - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10SP4	CHR3V7|COORD:4270430..4271077| nucleic acid binding	AT3G13230.1	CHR03V5|COORD:838104..836099|protein partner of Nob1, putative, expressed	LOC_Os03g02420.1	no descriptionmoderately similar to ( 316)AT3G13230| Symbols:  | nucleic acid binding | chr3:4270430-4271077 FORWARDnot assigned COG1094	not assigned.unknown	35_2

CUST_147259_PI403524517	2	0.022844315	0.03218651	-0.070637226	-0.02284336	0.055805206	-0.04431629	35_41211	"Cluster: Putative leucine zipper-containing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative leucine zipper-containing protein - Oryza sativa"	UniRef90_Q6K647	"CHR5V7|COORD:20533608..20535659| ATEXO70F1 (exocyst subunit EXO70 family protein F1); protein binding"	AT5G50380.1	CHR02V5|COORD:17969446..17975238|protein protein binding protein, putative, expressed	LOC_Os02g30230.3	"no descriptionweakly similar to ( 177)AT5G50380| Symbols: ATEXO70F1 | ATEXO70F1 (exocyst subunit EXO70 family protein F1); protein binding | chr5:20533608-20535659 REVERSEnot assigned Exo70"	not assigned.no ontology	35_1

CUST_66204_PI403524517	2	0.11888313	0.43097973	0.03318882	-0.033187866	-0.037762642	-0.0342741	35_18905	"Cluster: Splicing coactivator subunit SRm300-like protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Splicing coactivator subunit SRm300-like protein - O"	UniRef90_Q6Z6E0	CHR4V7|COORD:15647556..15652109| peptidyl-prolyl cis-trans isomerase cyclophilin-type family protein	AT4G32420.1	CHR07V5|COORD:4173732..4179949|protein peptidyl-prolyl cis-trans isomerase G, putative, expressed	LOC_Os07g08190.1	no descriptionvery weakly similar to (57.8)AT4G32420| Symbols:  | peptidyl-prolyl cis-trans isomerase cyclophilin-type family protein | chr4:15647556-15652109 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF1777 DUF1509	cell.cycle.peptidylprolyl isomerase	31_3_1

CUST_180113_PI403524517	2	0.28997707	0.7850566	-0.14414263	-0.2329979	-0.23909712	0.14414263	35_50090	"Cluster: Putative kinase-binding protein 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative kinase-binding protein 1 - Oryza sativa (japonica cultivar"	UniRef90_Q6YXZ7	CHR4V7|COORD:15132191..15136574| Skb1 methyltransferase family protein	AT4G31120.1	CHR02V5|COORD:2093051..2087063|protein protein arginine N-methyltransferase 5, putative, expressed	LOC_Os02g04660.2	no descriptionweakly similar to ( 102)AT4G31120| Symbols: SKB1 | Skb1 methyltransferase family protein | chr4:15132544-15136574 REVERSEnot assigned PRMT5	C1-metabolism	25

CUST_71325_PI403524517	2	-1.1275816	0.34353638	0.11836958	-0.1183691	-0.30423737	0.18136501	35_20434	"Cluster: Putative UDP-glucose:salicylic acid glucosyltransferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative UDP-glucose:salicylic acid glucosylt"	UniRef90_Q8LR92	CHR2V7|COORD:12881783..12883199| UDP-glucoronosyl/UDP-glucosyl transferase family protein	AT2G30150.1	CHR01V5|COORD:34468251..34472051|protein cytokinin-N-glucosyltransferase 1, putative, expressed	LOC_Os01g59100.1	no descriptionweakly similar to ( 152)AT2G30140| Symbols:  | UDP-glucoronosyl/UDP-glucosyl transferase family protein | chr2:12879277-12880768 FORWARDnot assigned	misc.UDP glucosyl and glucoronyl transferases	26_2

CUST_68599_PI403524517	2	-0.039992332	0.038708687	0.0017528534	-0.0017518997	-0.06359291	0.07131386	35_19622	"Cluster: Os01g0585600 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0585600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JLN8	CHR3V7|COORD:22303048..22306203| DNA binding	AT3G60320.1	CHR01V5|COORD:23094659..23099527|protein bZIP-like protein, putative, expressed	LOC_Os01g40330.2	no descriptionweakly similar to ( 177)AT3G60320| Symbols:  | DNA binding | chr3:22303048-22306203 REVERSEDUF632	not assigned.unknown	35_2

CUST_52709_PI403524517	2	-0.06737423	-0.22751617	0.46886206	0.06737423	0.2844982	-0.27082634	35_15015	Rep: Triticain alpha - Triticum aestivum (Wheat)	UniRef90_Q0WXG8	CHR1V7|COORD:17285579..17288049| cysteine proteinase (RD21A) / thiol protease	AT1G47128.1	CHR04V5|COORD:33957672..33953434|protein cysteine protease 1 precursor, putative, expressed	LOC_Os04g57440.1	no descriptionhighly similar to ( 600)AT1G47128| Symbols:  | cysteine proteinase (RD21A) / thiol protease | chr1:17285579-17288049 REVERSEhighly similar to ( 732)ORYA_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned Peptidase_C1 Peptidase_C1A Pept_C1 Peptidase_C1A_CathepsinB Peptidase_C1 Peptidase_C1A_CathepsinC Peptidase_C1A_CathepsinX GRAN Inhibitor_I29 COG4870 Granulin Herpes_BLLF1	protein.degradation.cysteine protease	29_5_3

CUST_132720_PI403524517	2	-0.3844471	0.0023584366	0.15005589	-0.002357483	0.009170532	-0.22480679	35_37270	0	0		0	CHR01V5|COORD:39344800..39340608|protein AFH1, putative, expressed	LOC_Os01g67240.1	no description	not assigned.unknown	35_2

CUST_8921_PI404877155	2	-0.15150642	-0.5704832	0.007828712	-0.007827759	0.007975578	0.039471626	Contig270_at	C-hordein precursor - barley gb|AAB28161.1| C-hordein [Hordeum vulgare]	T06211	ethylene-responsive DEAD box RNA helicase, putative (RH30)	At5g63120.2	protein DEAD/DEAH box helicase, putative	Os01g68320	NONE	hormone metabolism.ethylene.induced-regulated-responsive-activated	17_5_3

CUST_153410_PI403524517	2	7.200241E-5	0.32119083	-7.1525574E-5	-0.35457134	-0.40215445	0.33949327	35_42876	"Cluster: OSJNBa0072D21.2 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0072D21.2 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XS31	CHR2V7|COORD:5961335..5967097| dynamin-like protein 2b (ADL2b)	AT2G14120.1	CHR04V5|COORD:18482536..18472055|protein dynamin-related protein 3A, putative, expressed	LOC_Os04g31190.1	no descriptionmoderately similar to ( 236)AT2G14120| Symbols:  | dynamin-like protein 2b (ADL2b) | chr2:5961335-5967097 REVERSEnot assigned not assigned DYNc Dynamin_N COG0699 Dynamin_M	misc.dynamin	26_17

CUST_151715_PI403524517	2	-0.024327278	-0.15224457	0.077568054	0.024327278	0.14801025	-0.20126152	35_42420	"Cluster: Putative BING4-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative BING4-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q9LGT2	CHR3V7|COORD:3286282..3288675| transducin family protein / WD-40 repeat family protein	AT3G10530.1	CHR01V5|COORD:4394454..4398883|protein WD-repeat protein 46, putative, expressed	LOC_Os01g08770.1	no descriptionmoderately similar to ( 216)AT3G10530| Symbols:  | transducin family protein / WD-40 repeat family protein | chr3:3286282-3288675 FORWARDnot assigned	development.unspecified	33_99

CUST_15193_PI403524517	2	0.18110847	0.14560795	-0.35126305	-0.04034996	-0.24040031	0.04034996	35_4380	"Cluster: Putative Zinc transporter zupT; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Zinc transporter zupT - Oryza sativa (japonica cultivar-group"	UniRef90_Q6H7N1	CHR3V7|COORD:7309505..7312482| metal transporter family protein	AT3G20870.1	CHR02V5|COORD:5357310..5361630|protein zinc transporter zupT, putative, expressed	LOC_Os02g10230.1	no descriptionmoderately similar to ( 381)AT3G20870| Symbols:  | metal transporter family protein | chr3:7309505-7312482 REVERSEnot assigned not assigned not assigned PRK04201 COG0428 Zip	transport.metal	34_12

CUST_93797_PI403524517	2	0.015248299	0.021581173	-0.015247822	0.015248299	-0.643013	-0.11756945	35_26819	"Cluster: Replication protein A 70kDa; n=2; Oryza sativa (japonica cultivar-group)|Rep: Replication protein A 70kDa - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6YZ49	CHR2V7|COORD:2585212..2587598| replication protein, putative	AT2G06510.1	CHR02V5|COORD:32830612..32826963|protein replication protein A 70 kDa DNA-binding subunit, putative, expressed	LOC_Os02g53680.1	 no descriptionweakly similar to ( 118)AT2G06510| Symbols:  | replication protein, putative | chr2:2585212-2587598 FORWARDRep-A_N RPA1N 	protein.degradation	29_5

CUST_59201_PI403524517	2	-0.0041942596	0.05676651	0.05867386	-0.07118797	-0.00760746	0.0041952133	35_16884	"Cluster: Putative PRT1 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative PRT1 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K9N9	"CHR3V7|COORD:9055660..9057802| PRT1 (PROTEOLYSIS 1); ubiquitin-protein ligase"	AT3G24800.1	CHR02V5|COORD:24727282..24722376|protein ubiquitin protein ligase PRT1, putative, expressed	LOC_Os02g40810.1	"no descriptionmoderately similar to ( 308)AT3G24800| Symbols: PRT1 | PRT1 (PROTEOLYSIS 1); ubiquitin-protein ligase | chr3:9055660-9057802 FORWARDnot assigned not assigned not assigned not assigned not assigned ZZ_PCMF_like ZZ_ZZZ3 ZZ ZZ_Mind_bomb"	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_90079_PI403524517	2	0.01925087	-0.025665283	-0.05172348	0.0072402954	-0.0072402954	0.03622341	35_25769	"Cluster: Os07g0598700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0598700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D4X5	"CHR5V7|COORD:24638261..24639307| similar to myosin heavy chain-related [Arabidopsis thaliana] (TAIR:AT5G07890.3); similar to Os07g0598700 [Oryza"	AT5G61200.1	CHR07V5|COORD:24431841..24427492|protein expressed protein	LOC_Os07g40770.1	"no descriptionvery weakly similar to (61.6)AT5G61200| Symbols:  | similar to myosin heavy chain-related [Arabidopsis thaliana] (TAIR:AT5G07890.3); similar to Os07g0598700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001060184.1); similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:BAC83219.1) | chr5:24638261-24639307 FORWARD"	not assigned.unknown	35_2

CUST_105723_PI403524517	2	0.15546417	0.05692768	-0.056928158	0.08444786	-0.39260817	-0.22763681	35_30105	"Cluster: Os04g0373000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os04g0373000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JDV1	CHR3V7|COORD:8620260..8621762| permease-related	AT3G23870.1	CHR04V5|COORD:18003290..18006493|protein non-imprinted in Prader-Willi/Angelman syndrome region protein 1, putative, expressed	LOC_Os04g30450.1	no descriptionvery weakly similar to (94.0)AT3G23870| Symbols:  | permease-related | chr3:8620260-8621762 FORWARDnot assigned not assigned DUF803	not assigned.unknown	35_2

CUST_8968_PI399408534	2	-0.021105766	0.39102936	0.021104813	-0.08363342	-0.36692715	0.034683228	35_20774	0	0	CHR5V7|COORD:7786176..7792083| HUA2 (ENHANCER OF AG-4 2)	AT5G23150.1	CHR08V5|COORD:29683..39772|protein HUA2, putative, expressed	LOC_Os08g01054.2	no descriptionvery weakly similar to (50.8)AT5G23150| Symbols: HUA2 | HUA2 (ENHANCER OF AG-4 2) | chr5:7786176-7792083 FORWARD	RNA.regulation of transcription.PWWP domain protein	27_3_68

CUST_5765_PI403524517	2	0.019494057	0.2922306	-0.019493103	-0.13547611	-0.08684254	0.16457939	35_1593	"Cluster: Probable membrane-associated 30 kDa protein, chloroplast precursor; n=2; Oryza sativa|Rep: Probable membrane-associated 30 kDa protein, chloroplast"	UniRef90_Q8S0J7	CHR1V7|COORD:24239992..24244091| PTAC4 (PLASTID TRANSCRIPTIONALLY ACTIVE4)	AT1G65260.1	CHR01V5|COORD:39242341..39237841|protein membrane-associated 30 kDa protein, chloroplast precursor, putative, expressed	LOC_Os01g67000.1	no descriptionmoderately similar to ( 413)AT1G65260| Symbols: PTAC4 | PTAC4 (PLASTID TRANSCRIPTIONALLY ACTIVE4) | chr1:24239992-24244091 FORWARDhighly similar to ( 520)IM30_ORYSAPspA PspA_IM30 PRK10698 Myosin_tail_1 Snf7	not assigned.no ontology	35_1

CUST_148452_PI403524517	2	-0.015851974	0.5129862	-0.1356802	0.15902996	-0.15326214	0.015852928	35_41530	"Cluster: Hypothetical protein P0435H01.17; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0435H01.17 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5JNF5	"CHR3V7|COORD:4983393..4985673| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G53450.2); similar to unknown protein [Oryza sativa (japonica"	AT3G14830.1	CHR01V5|COORD:30753777..30758934|protein expressed protein	LOC_Os01g52920.1	"no descriptionweakly similar to ( 136)AT3G14830| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G53450.2); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAS72350.1); similar to Os01g0729900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001044138.1) | chr3:4983393-4985673 FORWARD"	not assigned.unknown	35_2

CUST_12353_PI403524517	2	0.2807846	0.48361778	0.044236183	-0.04423666	-0.15832806	-0.19575596	35_3520	"Cluster: Putative 15.9 kDa subunit of RNA polymerase II; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative 15.9 kDa subunit of RNA polymerase II - Oryza"	UniRef90_Q6ZGM1	CHR5V7|COORD:3096277..3097371| RPB15.9 (RNA polymerase II 15.9)	AT5G09920.1	CHR02V5|COORD:895707..894656|protein DNA-directed RNA polymerase II 16 kDa polypeptide, putative, expressed	LOC_Os02g02510.1	 no descriptionmoderately similar to ( 210)AT5G09920| Symbols: RPB15.9.9, RPB15.9 | RPB15.9 (RNA polymerase II 15.9) | chr5:3096277-3097371 FORWARDnot assigned not assigned RPOL4c RNA_pol_Rpb4 RPB4 	RNA.transcription	27_2

CUST_17304_PI404877155	2	0.023500443	0.43609524	-0.05527115	-0.08850765	0.04817581	-0.023499489	HU01C17w_at	expressed protein [Arabidopsis thaliana] dbj|BAB02510.1| unnamed protein product [Arabidopsis thaliana]	NP_187906.2	expressed protein	At3g13000.1	protein expressed protein	Os06g47770	expressed protein, contains Pfam profile PF04784: Protein of unknown function, DUF547 or  expressed protein, contains Pfam profile PF04784: Protein of unknown function, DUF547	RNA.regulation of transcription.NAC domain transcription factor family	27_3_27

CUST_14273_PI404877155	2	-0.03129387	-0.15983963	0.03129387	0.3314247	0.47931862	-0.1225853	Contig8115_s_at	putative phytochrome-associated protein [Oryza sativa (japonica cultivar-group)] dbj|BAB91924.1| putative Aux/IAA protein [Oryza sativa (jap	NP_916039.1	auxin-responsive AUX/IAA family protein	At3g16500.1	protein AUX/IAA family	Os01g53880	auxin-responsive protein / indoleacetic acid-induced protein 18 (IAA18), identical to SP:O24408:AXII_ARATH Auxin-responsive protein IAA18 (Indoleacetic acid-induced protein 18) {Arabidopsis thaliana}	hormone metabolism.auxin.induced-regulated-responsive-activated	17_2_3

CUST_11705_PI403524517	2	0.20296097	-0.5299573	0.057822227	0.005575657	-0.07073879	-0.0055761337	35_3327	Rep: SCC3 - Oryza sativa (japonica cultivar-group)	UniRef90_Q6UB39	"CHR2V7|COORD:19638493..19643865| SCC3 (sister-chromatide cohesion protein 3); binding"	AT2G47980.1	CHR05V5|COORD:5403657..5412441|protein sister-chromatide cohesion protein, putative, expressed	LOC_Os05g09620.2	"no descriptionmoderately similar to ( 202)AT2G47980| Symbols: SCC3 | SCC3 (sister-chromatide cohesion protein 3); binding | chr2:19638493-19643865 FORWARDnot assigned"	not assigned.unknown	35_2

CUST_5837_PI403524517	2	0.07493782	-0.100357056	-0.09001732	0.14221668	-0.05332756	0.05332756	35_1611	"Cluster: Os06g0661900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0661900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DAD0	"CHR2V7|COORD:8318003..8320677| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G30060.1); similar to Protein of unknown function DUF266, plant"	AT2G19160.1	CHR06V5|COORD:27284001..27278953|protein expressed protein	LOC_Os06g45110.1	" no descriptionmoderately similar to ( 452)AT2G19160| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G30060.1); similar to Protein of unknown function DUF266, plant [Medicago truncatula] (GB:ABD28621.1); contains InterPro domain Protein of unknown function DUF266, plant; (InterPro:IPR004949) | chr2:8318003-8320677 FORWARDDUF266 "	not assigned.unknown	35_2

CUST_10307_PI403524517	2	0.012746811	0.26449108	-0.011664391	-0.12855816	-0.08601475	0.011665344	35_2907	"Cluster: Copine, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Copine, putative, expressed - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QTN7	CHR5|COORD:4648115..4651312| copine-related, low similarity to SP:Q99829 Copine I {Homo sapiens}	AT5G14420.2	CHR12V5|COORD:11054480..11043065|protein copine family protein, expressed	LOC_Os12g19030.1	no descriptionhighly similar to ( 537)AT5G14420| Symbols:  | copine-related | chr5:4648358-4650566 REVERSEnot assigned not assigned not assigned vWA_copine_like Copine	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_427_PI399407379	2	0.18701077	0.016530514	0.09275198	-0.059352875	-0.016530514	-0.0512619	HvIPT12									

CUST_150197_PI403524517	2	-0.098926544	0.039743423	0.044501305	-0.16917562	0.023866653	-0.023866177	35_42017	Rep: OSIGBa0159F11.11 protein - Oryza sativa (Rice)	UniRef90_Q01IQ3		0	CHR04V5|COORD:24576565..24583032|protein NIN-like protein 2, putative, expressed	LOC_Os04g41850.1	no description	not assigned.unknown	35_2

CUST_86863_PI403524517	2	0.12605286	0.23493576	0.046678543	-0.16603374	-0.5240383	-0.046678543	35_24878	"Cluster: Os05g0371100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0371100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DIQ5	CHR3V7|COORD:23260156..23265785| zinc ion binding	AT3G62900.1	CHR07V5|COORD:28323069..28333385|protein CW-type Zinc Finger family protein, expressed	LOC_Os07g47360.3	no descriptionvery weakly similar to (50.8)AT3G62900| Symbols:  | zinc ion binding | chr3:23260156-23265785 REVERSE	not assigned.unknown	35_2

CUST_6859_PI403524517	2	-2.2830386	0.01656723	0.24740791	1.4622498	-0.01656723	-0.66851044	35_1903	Rep: Dehydrin - Triticum turgidum subsp. durum (durum wheat)	UniRef90_Q5CAQ2	CHR1V7|COORD:172295..172826| LEA14 (LATE EMBRYOGENESIS ABUNDANT 14)	AT1G01470.1	CHR01V5|COORD:6919562..6918885|protein late embryogenesis abundant protein Lea14-A, putative, expressed	LOC_Os01g12580.1	 no descriptionweakly similar to ( 185)AT1G01470| Symbols: LSR3, LEA14 | LEA14 (LATE EMBRYOGENESIS ABUNDANT 14) | chr1:172295-172826 REVERSEmoderately similar to ( 211)LEA14_GOSHILate embryogenesis abundant protein Lea14-A - Gossypium hirsutum (Upland cotton) (Gossypium mexicanum)not assigned LEA_2 	development.late embryogenesis abundant	33_2

CUST_8601_PI403524517	2	0.01834011	0.16319847	0.117959976	-0.046675682	-0.019375801	-0.018341064	35_2410	"Cluster: DnaJ domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: DnaJ domain containing protein, expressed - Oryza sativa (j"	UniRef90_Q10NS2	CHR5V7|COORD:7310603..7313543| DNAJ heat shock N-terminal domain-containing protein	AT5G22080.1	CHR03V5|COORD:8480417..8484729|protein dnaJ homolog subfamily C member 8, putative, expressed	LOC_Os03g15480.1	no descriptionmoderately similar to ( 305)AT5G22080| Symbols:  | DNAJ heat shock N-terminal domain-containing protein | chr5:7310603-7313543 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DnaJ DnaJ CbpA DnaJ	stress.abiotic.heat	20_2_1

CUST_27334_PI403524517	2	0.19462395	-0.025792122	0.025792122	-0.028319359	-0.23841572	0.31118393	35_7914	"Cluster: Os02g0123300 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os02g0123300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E4E1	CHR3V7|COORD:20844769..20847799| EIF3C (EUKARYOTIC TRANSLATION INITIATION FACTOR 3)	AT3G56150.1	CHR07V5|COORD:1272854..1277037|protein eukaryotic translation initiation factor 3 subunit 8, putative, expressed	LOC_Os07g03230.2	 no descriptionvery weakly similar to ( 100)AT3G56150| Symbols: ATEIF3C-1, EIF3C-1, ATTIF3C1, TIF3C1, EIF3C | EIF3C (EUKARYOTIC TRANSLATION INITIATION FACTOR 3) | chr3:20844769-20847799 REVERSEvery weakly similar to (95.5)IF38_MEDTRnot assigned eIF-3c_N 	protein.synthesis.initiation	29_2_3

CUST_44938_PI403524517	2	-0.4144354	0.33296394	0.057419777	0.08416748	-0.29473114	-0.05742073	35_12885	"Cluster: Glycosyl transferase family 8 protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Glycosyl transferase family 8 protein-like - Oryza sativa"	UniRef90_Q5JM51	"CHR3V7|COORD:21753432..21756949| GAUT15 (Galacturonosyltransferase 15); polygalacturonate 4-alpha-galacturonosyltransferase/ transferase,"	AT3G58790.1	CHR01V5|COORD:30638069..30642772|protein transferase, transferring glycosyl groups, putative, expressed	LOC_Os01g52710.1	" no descriptionweakly similar to ( 158)AT3G58790| Symbols: GAUT15 | GAUT15 (Galacturonosyltransferase 15); polygalacturonate 4-alpha-galacturonosyltransferase/ transferase, transferring glycosyl groups / transferase, transferring hexosyl groups | chr3:21753432-21756949 REVERSEGlyco_transf_8 "	misc.UDP glucosyl and glucoronyl transferases	26_2

CUST_5717_PI403524517	2	-0.033836365	-0.16903782	0.033836365	0.2742386	0.42891312	-0.037291527	35_1580	"Cluster: Hypothetical protein P0577B11.138; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0577B11.138 - Oryza sativa (japonica cultivar"	UniRef90_Q84SC5	CHR5V7|COORD:5649337..5650977| rubredoxin family protein	AT5G17170.1	CHR08V5|COORD:3687938..3690304|protein rubredoxin family protein, expressed	LOC_Os08g06530.1	no descriptionmoderately similar to ( 326)AT5G17170| Symbols:  | rubredoxin family protein | chr5:5649337-5650837 FORWARD	protein assembly and cofactor ligation	29_8

CUST_79761_PI403524517	2	0.19957733	-0.05029297	0.024448395	-0.024448872	-0.050142765	0.13012981	35_22875	"Cluster: Hypothetical protein P0674H09.17; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0674H09.17 - Oryza sativa (japonica cultivar-g"	UniRef90_Q8LJ29	"CHR5V7|COORD:19608011..19609713| similar to Os01g0897100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001045085.1); similar to hypothetical protein"	AT5G48340.1	CHR01V5|COORD:39313528..39317337|protein expressed protein	LOC_Os01g67170.1	"no descriptionvery weakly similar to (67.0)AT5G48340| Symbols:  | similar to Os01g0897100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001045085.1); similar to hypothetical protein DDBDRAFT_0218214 [Dictyostelium discoideum AX4] (GB:XP_641450.1); contains domain no description (G3D.1.10.418.10) | chr5:19608011-19609713 FORWARD"	not assigned.unknown	35_2

CUST_71495_PI403524517	2	0.08749342	0.5510993	0.10183382	-0.12085152	-0.0874939	-0.18593502	35_20487	"Cluster: Os02g0273100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os02g0273100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E243	CHR5V7|COORD:23452774..23454513| aminotransferase class IV family protein	AT5G57850.1	CHR02V5|COORD:9954958..9950652|protein 4-amino-4-deoxychorismate lyase, putative, expressed	LOC_Os02g17330.1	no descriptionmoderately similar to ( 204)AT5G57850| Symbols:  | aminotransferase class IV family protein | chr5:23452774-23454513 REVERSEnot assigned ADCL_like PLPDE_IV D-AAT_like PRK08320 IlvE PRK07849 PRK07650	misc.aminotransferases.aminotransferase class IV family protein	26_26_1

CUST_35530_PI403524517	2	0.18776417	-0.7129526	-0.121313095	0.15143394	-0.008419037	0.008419991	35_10245	"Cluster: Os01g0572700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0572700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JLT1	0	0	CHR01V5|COORD:22354116..22348694|protein calcium ion binding protein, putative, expressed	LOC_Os01g39134.3	no description	not assigned.unknown	35_2

CUST_15012_PI404877155	2	-0.027109146	0.020036697	-0.036888123	-0.020036697	0.090480804	0.059726715	Contig8880_at	ESTs AU031435(E61570),AU078245(E61570) correspond to a region of the predicted gene.~hypothetical protein [Oryza sativa (japonica cultivar-g	BAA85413.1	calcium-binding EF hand family protein	At1g20760.1	protein EF hand, putative	Os03g03830	gi|6063553|dbj|BAA85413.1	signalling.calcium	30_3

CUST_13458_PI404877155	2	0.0073633194	0.20832253	-0.0073623657	-0.07463741	0.030506134	-0.018107414	Contig7187_at	probable ethylene-response protein - rice gb|AAB72193.1| ethylene responsive factor [Oryza sativa] gb|AAK77941.1| putative ethylene receptor	T03439	ethylene receptor 1 (ETR1)	At1g66340.1	protein ethylene receptor, putative	Os03g49500	probable ethylene-response protein	hormone metabolism.ethylene.signal transduction	17_5_2

CUST_3471_PI404877155	2	-0.006491661	0.061027527	-0.0522871	0.044716835	-0.03997898	0.006491661	Contig13945_at	Putative sugar kinase [Oryza sativa (japonica cultivar-group)] gb|AAM15798.1| Putative sugar kinase [Oryza sativa (japonica cultivar-group)]	NP_912634.1	pfkB-type carbohydrate kinase family protein	At1g06730.1	protein kinase, pfkB family, putative	Os03g06880	Putative sugar kinase	minor CHO metabolism.others	3_5

CUST_124260_PI403524517	2	0.40724564	0.07618952	0.012678146	-0.55191374	-0.68578863	-0.012678146	35_35027	Rep: HKT1 - Triticum aestivum (Wheat)	UniRef90_Q41515		0	CHR06V5|COORD:29540221..29537942|protein cation transporter HKT1, putative, expressed	LOC_Os06g48810.1	no descriptionweakly similar to ( 110)HKT2_ORYSA	transport.unspecified cations	34_14

CUST_70199_PI403524517	2	0.19593859	1.7904682	1.2738438	-0.83949757	-0.79602003	-0.19593811	35_20095	"Cluster: Hypothetical protein P0519D04.18; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0519D04.18 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5N7L8	0	0	CHR01V5|COORD:28672690..28677882|protein expressed protein	LOC_Os01g49310.2	no description	not assigned.unknown	35_2

CUST_7808_PI404877155	2	0.17905045	-0.073348045	-0.10006237	0.18243694	0.073349	-0.10395813	Contig2300_s_at	chlorophyll a/b-binding protein precursor [Hordeum vulgare]	AAF90200.1	chlorophyll A-B binding protein 4, chloroplast / LHCI type III CAB-4 (CAB4)	At3g47470.1	protein chlorophyll a/b-binding protein presursor	Os08g33820	NONE	PS.lightreaction.photosystem I.LHC-I	1_01_02_01

CUST_126209_PI403524517	2	0.06317854	-0.6430292	-0.06317854	0.33979368	0.08976793	-0.124031544	35_35529	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_6202_PI399408534	2	-0.24269867	-0.43901253	0.4404087	0.23537254	0.14569283	-0.14569187	35_14195	Rep: Lipoxygenase - Hordeum vulgare (Barley)	UniRef90_Q42846	"CHR1V7|COORD:20529465..20533810| LOX1 (Lipoxygenase 1); lipoxygenase"	AT1G55020.1	CHR03V5|COORD:28056077..28062474|protein lipoxygenase 4, putative, expressed	LOC_Os03g49380.1	"no descriptionnearly identical (1015)AT1G55020| Symbols: LOX1 | LOX1 (Lipoxygenase 1); lipoxygenase | chr1:20529465-20533810 FORWARDnearly identical (1419)LOX4_ORYSAnot assigned not assigned not assigned not assigned not assigned Lipoxygenase PLAT_LH2 LH2 PLAT Herpes_BLLF1 DUF566 TT_ORF1"	hormone metabolism.jasmonate.synthesis-degradation.lipoxygenase	17_7_1_2

CUST_64773_PI403524517	2	0.004590988	-0.5326853	-0.0045900345	0.043092728	0.05663109	-0.010938644	35_18496	"Cluster: Putative cytochrome c oxidase subunit Vb; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative cytochrome c oxidase subunit Vb - Oryza sativa (jap"	UniRef90_Q9SNQ3	CHR3V7|COORD:5299280..5301378| cytochrome c oxidase family protein	AT3G15640.1	CHR06V5|COORD:2245729..2242731|protein cytochrome c oxidase polypeptide Vb, mitochondrial precursor, putative, expressed	LOC_Os06g05080.1	no descriptionweakly similar to ( 163)AT3G15640| Symbols:  | cytochrome c oxidase family protein | chr3:5299280-5301378 FORWARDnot assigned not assigned not assigned not assigned not assigned Cyt_c_Oxidase_Vb COX5B PRK07764	mitochondrial electron transport / ATP synthesis.cytochrome c oxidase	9_7

CUST_60984_PI403524517	2	0.08689499	-0.25330544	0.026320457	-0.026319504	0.14891052	-0.08255482	35_17392	Rep: Cinnamyl alcohol dehydrogenase - Lolium perenne (Perennial ryegrass)	UniRef90_Q8S411	"CHR4V7|COORD:17852664..17854296| ELI3-1 (ELICITOR-ACTIVATED GENE 3); oxidoreductase/ zinc ion binding"	AT4G37980.1	CHR10V5|COORD:14979907..14974506|protein mannitol dehydrogenase, putative, expressed	LOC_Os10g29470.1	"no descriptionweakly similar to ( 160)AT4G37980| Symbols: ELI3-1 | ELI3-1 (ELICITOR-ACTIVATED GENE 3); oxidoreductase/ zinc ion binding | chr4:17852664-17853908 FORWARDweakly similar to ( 162)MTDH_FRAANProbable mannitol dehydrogenase - Fragaria ananassa (Strawberry)not assigned AdhP ADH_zinc_N"	secondary metabolism.phenylpropanoids.lignin biosynthesis.CAD	16_2_1_10

CUST_6319_PI403524517	2	-0.048690796	0.17526627	0.044409752	-0.0617733	-0.0444088	0.12733841	35_1750	"Cluster: NADPH-cytochrome P450 reductase; n=1; Triticum aestivum|Rep: NADPH-cytochrome P450 reductase - Triticum aestivum (Wheat)"	UniRef90_Q9FVM7	CHR4V7|COORD:14796906..14800584| ATR2 (ARABIDOPSIS P450 REDUCTASE 2)	AT4G30210.2	CHR04V5|COORD:33110740..33116798|protein NADPH--cytochrome P450 reductase, putative, expressed	LOC_Os04g55960.1	 no descriptionhighly similar to ( 864)AT4G30210| Symbols: AR2, ATR2 | ATR2 (ARABIDOPSIS P450 REDUCTASE 2) | chr4:14796906-14800584 FORWARDhighly similar to ( 904)NCPR_CATRONADPH--cytochrome P450 reductase - Catharanthus roseus (Rosy periwinkle) (Madagascar periwinkle)not assigned not assigned not assigned CysJ FAD_binding_1 cysJ PRK06214 Flavodoxin_1 NAD_binding_1 PRK08105 FldA Hmp PRK09004 PRK09267 	secondary metabolism.phenylpropanoids	16_2

CUST_73346_PI403524517	2	0.15550613	0.34746933	0.0074129105	-0.08843708	-0.12899303	-0.007413864	35_21029	"Cluster: Putative Hec1 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Hec1 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ZC35	"CHR3V7|COORD:20232173..20233879| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G27330.1); similar to HEC/Ndc80p [Medicago truncatula]"	AT3G54630.1	CHR08V5|COORD:22906573..22911781|protein HEC/Ndc80p family protein, expressed	LOC_Os08g36490.1	"no descriptionvery weakly similar to (50.4)AT3G54630| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G27330.1); similar to HEC/Ndc80p [Medicago truncatula] (GB:ABE93729.1); contains InterPro domain HEC/Ndc80p; (InterPro:IPR005550) | chr3:20232173-20233879 REVERSE"	cell.cycle	31_3

CUST_20487_PI403524517	2	0.21467638	0.17812061	0.08318567	-0.08318567	-0.30114746	-0.41353083	35_5944	"Cluster: Hypothetical protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q336V6	"CHR3V7|COORD:3233983..3235123| similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAK20043.1); similar to Os10g0545100 [Oryza sativa"	AT3G10405.1	CHR10V5|COORD:20972324..20975976|protein conserved hypothetical protein	LOC_Os10g39800.1	"no descriptionweakly similar to ( 190)AT3G10405| Symbols:  | similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAK20043.1); similar to Os10g0545100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001065205.1); contains domain C-terminal domain of ProRS (SSF64586) | chr3:3233983-3235123 REVERSE"	not assigned.unknown	35_2

CUST_64633_PI403524517	2	0.08219814	0.27841377	-0.02481556	-0.04759121	-0.11951542	0.02481556	35_18451	"Cluster: Os12g0516700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os12g0516700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IN06	"CHR5V7|COORD:9875072..9876446| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G53800.1); similar to vitellogenin, related [Medicago truncatula]"	AT5G27860.1	CHR12V5|COORD:22474179..22477036|protein splicing factor, arginine/serine-rich 12, putative, expressed	LOC_Os12g36740.1	" no descriptionvery weakly similar to (68.2)AT5G27860| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G53800.1); similar to vitellogenin, related [Medicago truncatula] (GB:ABE85691.1) | chr5:9875072-9876446 REVERSE"	not assigned.unknown	35_2

CUST_9545_PI404877155	2	0.3745513	0.20217848	-0.47408962	0.78162	-0.50639963	-0.20217848	Contig3300_at	pyruvate, phosphate dikinase (EC 2.7.9.1) precursor - rice dbj|BAA22419.1| orthophosphate dikinase [Oryza sativa (japonica cultivar-group)]	T02979	pyruvate phosphate dikinase family protein	At4g15530.1	protein pyruvate, phosphate dikinase	Os05g33570	NONE	gluconeogenese/ glyoxylate cycle.pyruvate dikinase	6_05

CUST_60790_PI403524517	2	0.015245438	0.0796175	-0.015244484	-0.038360596	-0.020223618	0.07340622	35_17338	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2RAL9	CHR2V7|COORD:11262127..11265991| RED family protein	AT2G26460.1	CHR11V5|COORD:2114673..2108008|protein expressed protein	LOC_Os11g04950.1	no descriptionhighly similar to ( 627)AT2G26460| Symbols:  | RED family protein | chr2:11262127-11265991 REVERSEnot assigned RED_N RED_C	not assigned.no ontology	35_1

CUST_3963_PI399408534	2	0.2593708	0.002743721	-0.002743721	-0.38241863	-0.11113739	0.3758421	35_20905	Rep: OSIGBa0102D10.2 protein - Oryza sativa (Rice)	UniRef90_Q01IZ1	CHR1V7|COORD:19349759..19351951| MBP2 (MYROSINASE-BINDING PROTEIN 2)	AT1G52030.1	CHR04V5|COORD:21414522..21413253|protein ZF-HD homeobox protein, putative, expressed	LOC_Os04g35500.1	" no descriptionvery weakly similar to (51.2)AT5G65410| Symbols: ATHB25, ZFHD2 | ATHB25/ZFHD2 (ZINC FINGER HOMEODOMAIN 2); DNA binding / transcription factor | chr5:26153405-26154244 FORWARDTT_ORF1 "	RNA.regulation of transcription.zf-HD	27_3_80

CUST_13841_PI399408534	2	0.014998436	-0.38408232	0.01771164	-0.014998913	0.1231184	-0.39191723	35_34751	Rep: F22G5.3 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q9LNY2	CHR1V7|COORD:2336646..2338478| pentatricopeptide (PPR) repeat-containing protein	AT1G07590.1	CHR08V5|COORD:3674581..3682369|protein expressed protein	LOC_Os08g06500.1	no descriptionmoderately similar to ( 207)AT1G07590| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr1:2336646-2338478 REVERSE	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_55165_PI403524517	2	0.07886124	-0.16131401	0.015715599	-0.02657032	-0.015716553	0.040924072	35_15703	"Cluster: ETC complex I subunit conserved region family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: ETC complex I subunit conserved"	UniRef90_Q10MD5	CHR5V7|COORD:21430944..21432020| NADH-ubiquinone oxidoreductase-related	AT5G52840.1	CHR03V5|COORD:11159816..11162786|protein NADH-ubiquinone oxidoreductase 13 kDa-B subunit, putative, expressed	LOC_Os03g19890.1	no descriptionmoderately similar to ( 237)AT5G52840| Symbols:  | NADH-ubiquinone oxidoreductase-related | chr5:21430944-21432020 FORWARDvery weakly similar to (55.5)NDUA5_SOLTUNADH dehydrogenase [ubiquinone] 1 alpha subcomplex subunit 5 - Solanum tuberosum (Potato)not assigned ETC_C1_NDUFA5	mitochondrial electron transport / ATP synthesis.NADH-DH.localisation not clear	9_1_2

CUST_9134_PI404877155	2	0.07808876	-0.34498215	-0.14622784	0.07239437	0.05319214	-0.053193092	Contig2920_at	Ferredoxin-dependent glutamate synthase, chloroplast precursor (Fd-GOGAT) pir||A38596 glutamate synthase (ferredoxin) (EC 1.4.7.1) precursor	P23225	glutamate synthase (GLU1) / ferredoxin-dependent glutamate synthase (Fd-GOGAT 1)	At5g04140.2	protein ferredoxin-dependent glutamate synthase (fragments)	Os07g46460	Fd-GOGAT protein	N-metabolism.ammonia metabolism.glutamate synthase	12_2_01

CUST_15328_PI404877155	2	-4.0245056E-4	0.28811455	-0.17826748	0.24163055	4.0245056E-4	-0.18052578	Contig9177_s_at	OSJNBb0079B02.2 [Oryza sativa (japonica cultivar-group)] ref|XP_474060.1| OSJNBb0079B02.2 [Oryza sativa (japonica cultivar-group)] dbj|BAD83	CAE02970.2	shikimate kinase, putative	At2g21940.2	protein shikimate kinase, putative	Os02g51410	 shikimate kinase, putative	amino acid metabolism.synthesis.aromatic aa.chorismate	13_1_6_1

CUST_71352_PI403524517	2	-0.0851984	0.20650196	-9.469986E-4	0.007088661	-0.11038685	9.469986E-4	35_20441	"Cluster: Hypothetical protein P0020E09.10; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0020E09.10 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5JNC2	"CHR3|COORD:4009282..4011354| similar to serine/threonine protein phosphatase 2C (PP2C6) [Arabidopsis thaliana] (TAIR:At3g55050.1); similar to serine/threonine p"	AT3G12620.2	CHR01V5|COORD:43493835..43490311|protein expressed protein	LOC_Os01g74530.2	no descriptionmoderately similar to ( 268)AT3G12620| Symbols:  | protein phosphatase type 2C | chr3:4009517-4011000 REVERSEnot assigned not assigned not assigned PP2Cc PP2Cc PP2C	protein.postranslational modification	29_4

CUST_30638_PI399408534	2	-0.024395943	-0.06587505	0.13270855	0.19312572	0.024394989	-0.033613205	35_16768	"Cluster: Leucine Rich Repeat family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Leucine Rich Repeat family protein, expressed - Oryza s"	UniRef90_Q2QW32	CHR5V7|COORD:20233905..20238278| leucine-rich repeat family protein / protein kinase family protein	AT5G49760.1	CHR12V5|COORD:5764936..5772365|protein protein kinase, putative, expressed	LOC_Os12g10740.1	no descriptionhighly similar to ( 501)AT5G49760| Symbols:  | leucine-rich repeat family protein / protein kinase family protein | chr5:20233905-20238278 FORWARDmoderately similar to ( 238)CRI4_MAIZEPutative receptor protein kinase CRINKLY4 precursor - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pkinase_Tyr TyrKc PTKc S_TKc S_TKc Pkinase PTKc_Jak_rpt2 PTKc_Csk_like PTKc_Src_like PTKc_EphR PTKc_Frk_like PTKc_Srm_Brk PTKc_Itk PTKc_Ror PTKc_Jak2_Jak3_rpt2 PTKc_Trk SPS1 PTKc_Syk_like PTKc_Tec_like PTKc_Jak1_rpt2 PTKc_Src PTKc_Btk_Bmx PTKc_Fes_like PTKc_Lck_Blk PTKc_EphR_A2 PTKc_Met_Ron PTKc_Ack_like PTK_CCK4 PTKc_EGFR_like PTKc_Fyn_Yrk PTKc_TrkB PTKc_c-ros PTKc_Chk PTKc_RET PTKc_Lyn PTKc_Tec_Rlk PTKc_TrkC PTKc_TrkA PTKc_Tie PTKc_InsR_like PTKc_Tie1 PTKc_Tie2 PTKc_FGFR PTKc_EphR_A PTKc_Yes PTKc_Tyk2_rpt2 PTKc_EphR_B PTKc_Ror1 PTKc_Abl PTKc_Musk PTKc_Fer PTKc_DDR PTKc_Hck PTKc_ALK_LTK PTK_HER3 PTKc_Axl_like PTKc_Csk PTKc_Syk PTKc_Fes PTKc_PDGFR PTKc_HER2 PTKc_FAK PTKc_Zap-70 PTK_Ryk PTKc_Aatyk PTKc_FGFR2 PTKc_EGFR PTKc_FGFR3 PTKc_FGFR4 PTKc_DDR1 PTKc_FGFR1 PTKc_Ror2 PTKc_Axl PTKc_DDR_like PTKc_HER4 PTKc_DDR2 PTKc_Tyro3 PTKc_EphR_A10 PTKc_VEGFR PTKc_IGF-1R PTKc_VEGFR2 PTKc_Aatyk1_Aatyk3 PTKc_InsR PTKc_Aatyk2 PTKc_VEGFR3 PTK_Jak2_Jak3_rpt1 PTKc_CSF-1R PRK12323 PTK_Jak_rpt1 PRK07764 PTKc_Kit PRK07003 PTKc_PDGFR_beta PTKc_PDGFR_alpha	signalling.receptor kinases.misc	30_2_99

CUST_181275_PI403524517	2	0.030278683	0.19228315	-0.61856604	-0.025583267	-0.8675146	0.025583267	35_50409	"Cluster: VHS domain; n=1; Oryza sativa (japonica cultivar-group)|Rep: VHS domain - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53LP6	CHR1V7|COORD:28927735..28929748| VHS domain-containing protein / GAT domain-containing protein	AT1G76970.1	CHR11V5|COORD:5002099..4989236|protein VHS and GAT domain protein, putative, expressed	LOC_Os11g09329.2	no descriptionvery weakly similar to (62.8)AT1G76970| Symbols:  | VHS domain-containing protein / GAT domain-containing protein | chr1:28927735-28929748 REVERSEnot assigned	cell. vesicle transport	31_4

CUST_50897_PI403524517	2	-1.2470007	-0.16878223	0.46003246	0.21395683	-0.59330845	0.16878223	35_14518	"Cluster: Putative ORFX; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ORFX - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6EP48	"CHR1V7|COORD:5128586..5129453| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G35525.1); similar to Os02g0579800 [Oryza sativa (japonica"	AT1G14870.1	CHR02V5|COORD:22307280..22305964|protein expressed protein	LOC_Os02g36940.1	"no descriptionmoderately similar to ( 201)AT1G14870| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G35525.1); similar to Os02g0579800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001047231.1); similar to Uncharacterized Cys-rich domain [Medicago truncatula] (GB:ABE80519.1); similar to Os03g0830500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001051787.1); contains InterPro domain Protein of unknown function Cys-rich; (InterPro:IPR006461) | chr1:5128586-5129453 REVERSEnot assigned not assigned not assigned not assigned not assigned PLAC8"	not assigned.no ontology	35_1

CUST_2585_PI403524517	2	-0.049552917	0.0	0.0	0.0065631866	0.050466537	-0.048648834	35_707	"Cluster: Os11g0153800 protein; n=4; Oryza sativa (japonica cultivar-group)|Rep: Os11g0153800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IUI8	CHR2V7|COORD:9243709..9244590| 40S ribosomal protein S25 (RPS25B)	AT2G21580.1	CHR09V5|COORD:22702652..22701242|protein 40S ribosomal protein S25, putative, expressed	LOC_Os09g39540.1	no descriptionweakly similar to ( 119)AT2G21580| Symbols:  | structural constituent of ribosome | chr2:9243709-9244590 FORWARDnot assigned not assigned Ribosomal_S25 COG4901 PRK09334	protein.synthesis.misc ribososomal protein	29_2_2

CUST_5992_PI399408534	2	0.5595474	-0.1832962	0.1770153	0.12221241	-0.2668929	-0.12221241	35_50203	Rep: SNF2P - Hordeum vulgare (Barley)	UniRef90_Q8GZN6	CHR2V7|COORD:18559418..18563744| transcription regulatory protein SNF2, putative	AT2G44980.2	CHR03V5|COORD:111136..103667|protein SNF2P, putative, expressed	LOC_Os03g01200.1	 no descriptionweakly similar to ( 183)AT2G44980| Symbols:  | transcription regulatory protein SNF2, putative | chr2:18559418-18563744 REVERSEvery weakly similar to (88.6)ISW2_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned HepA HELICc Helicase_C HELICc 	RNA.regulation of transcription.Chromatin Remodeling Factors	27_3_44

CUST_47384_PI403524517	2	-0.023088455	-0.093006134	0.047628403	-0.10987759	0.3445673	0.023087502	35_13563	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2R1Y3	"CHR3V7|COORD:23431389..23433176| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G74160.1); similar to Os11g0587300 [Oryza sativa (japonica"	AT3G63430.1	CHR11V5|COORD:21743107..21740077|protein expressed protein	LOC_Os11g37670.1	"no descriptionvery weakly similar to (57.8)AT3G63430| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G74160.1); similar to Os11g0587300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001068172.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABA94462.1) | chr3:23431389-23433176 FORWARDnot assigned not assigned PRK07003 PRK07764 PRK12323 HpaP"	not assigned.unknown	35_2

CUST_10702_PI404877155	2	0.036312103	0.003435135	0.003435135	-0.06764603	-0.003435135	-0.0056552887	Contig44_s_at	heat shock protein 70, putative / HSP70, putative [Arabidopsis thaliana] dbj|BAB02269.1| 70 kDa heat shock protein [Arabidopsis thaliana]	NP_187864.1	heat shock protein 70, putative / HSP70, putative	At3g12580.1	protein heat shock cognate 70 kda protein	Os03g16920	"HSP70;heat shock protein 70, putative / HSP70, putative, strong similarity to heat shock protein GI:425194 (Spinacia oleracea)"	stress.abiotic.heat	20_2_1

CUST_123423_PI403524517	2	0.38203812	0.07120943	-0.18616486	0.13559055	-0.07120943	-0.23982525	35_34806	Rep: Hypothetical protein - Gibberella zeae (Fusarium graminearum)	UniRef90_Q4IJ33		0	0	0	no description	not assigned.unknown	35_2

CUST_13981_PI404877155	2	0.19539928	-0.046940804	0.018377304	-0.01837635	0.05658436	-0.047524452	Contig7738_at	Unknown protein [Oryza sativa (japonica cultivar-group)]	AAN74838.1	RNA recognition motif (RRM)-containing protein	At3g55340.1	protein RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain), putative	Os03g03140	PAB1 ACBP-67 T01254	RNA.regulation of transcription	27_3

CUST_30564_PI399408534	2	0.060331345	-0.25938988	0.066179276	0.014389992	-0.014389038	-0.059095383	35_2803	Rep: Small GTP-binding protein - Triticum aestivum (Wheat)	UniRef90_Q9XEN4	CHR5V7|COORD:18261722..18263287| RHA1	AT5G45130.1	CHR03V5|COORD:26188352..26194902|protein ras-related protein RHN1, putative, expressed	LOC_Os03g46390.1	 no descriptionmoderately similar to ( 285)AT5G45130| Symbols: AtRab5A, AtRABF2a, Rha1, RHA1 | RHA1 | chr5:18261722-18263287 FORWARDmoderately similar to ( 268)RAB5_TOBACRas-related protein Rab5 - Nicotiana tabacum (Common tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Rab5_related Ras Rab RAB Rab11_like Rab21 Rab6 Rab4 Rab1_Ypt1 Rab14 Rab2 Rab8_Rab10_Rab13_like Rab18 Rab19 Rab7 Rab30 Rab24 Rab26 Ras Ras_like_GTPase Rab35 RabA_like Rab39 Rab32_Rab38 RAS Rab3 Rab33B_Rab33A Rab15 COG1100 Rap_like Rab23_lke RJL Rab9 Ras2 Rap2 Rho Rab27A Rab20 Rab12 Rab28 RabL2 M_R_Ras_like Rap1 H_N_K_Ras_like Rab36_Rab34 RalA_RalB RheB RabL4 Rit_Rin_Ric RSR1 Ran RHO RERG_RasL11_like Rho4_like Spg1 ARHI_like Rab40 RGK Rho2 RAN RhoA_like Miro Rho3 Wrch_1 Rhes_like Ras_dva Tc10 Rop_like Miro1 Rac1_like Arf_Arl Arf Rnd RabL3 RhoG Arl10_like Rnd3_RhoE_Rho8 Rnd2_Rho7 Arl5_Arl8 Rnd1_Rho6 ARF Cdc42 Centaurin_gamma ARLTS1 Arf6 Arl4_Arl7 Arf1_5_like 	signalling.G-proteins	30_5

CUST_18271_PI404877155	2	-0.030430794	0.6684704	0.03042984	0.07728195	-0.050435066	-0.2347889	HVSMEf0021J05r2_at	temperature stress-induced lipocalin [Triticum aestivum]	AAL75812.1	lipocalin, putative	At5g58070.1	protein hypothetical protein	Os08g34150	outer membrane lipoprotein	transport.misc	34_99

CUST_15502_PI404877155	2	0.10236931	0.22404289	-0.17149639	-0.0095357895	-0.13149643	0.009536743	Contig935_at	putative potasium transporter [Oryza sativa (japonica cultivar-group)]	CAD21001.1	potassium transporter family protein	At2g35060.1	protein potassium uptake protein	Os04g52390	gi|32490111|emb|CAE05217.1| OSJNBa0070C17.24	transport.potassium	34_15

CUST_42281_PI403524517	2	0.24189377	0.56692314	0.27248907	-0.8805175	-0.9400406	-0.24189377	35_12153	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_8841_PI404877155	2	-0.14874744	0.17821121	0.2017746	-0.06371784	0.06371689	-0.41850567	Contig2640_s_at	1-aminocyclopropane-1-carboxylate oxidase [Phyllostachys edulis]	BAB32502.1	1-aminocyclopropane-1- carboxylate oxidase / ACC oxidase / ethylene-forming enzyme (ACO) (EAT1)	At1g05010.1	protein 1-aminocyclopropane-1-carboxylate oxidase 1 (ec 1.14.17.4) (accoxidase 1) (ethylene-form	Os09g27820	ACC oxidase (1-aminocyclopropane-1-carboxylate oxidase)/0.2_HMGI_C T01859	hormone metabolism.ethylene.synthesis-degradation	17_5_1

CUST_37417_PI403524517	2	0.22105074	-0.039908886	-0.035117626	0.03511715	-0.17572403	0.09138155	35_10778	"Cluster: Hypothetical protein OJ1057_G07.1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1057_G07.1 - Oryza sativa (japonica cultivar"	UniRef90_Q75KI1	CHR5V7|COORD:23494642..23496722| CPL4 (C-TERMINAL DOMAIN PHOSPHATASE-LIKE 4)	AT5G58000.1	CHR05V5|COORD:18845063..18850166|protein CPL3, putative, expressed	LOC_Os05g32430.1	no descriptionvery weakly similar to (69.3)AT5G58003| Symbols: CPL4 | phosphoprotein phosphatase | chr5:23497292-23499150 FORWARD	not assigned.no ontology	35_1

CUST_85214_PI403524517	2	-0.05043602	0.21232224	-0.10680294	0.03637886	-0.03637886	0.14052773	35_24414	"Cluster: Os08g0178700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os08g0178700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J7M1	CHR2V7|COORD:8996875..8999879| diacylglycerol kinase, putative	AT2G20900.2	CHR08V5|COORD:4598370..4593393|protein diacylglycerol kinase, putative, expressed	LOC_Os08g08110.1	no descriptionmoderately similar to ( 211)AT2G20900| Symbols:  | diacylglycerol kinase | chr2:8996493-8999879 REVERSEnot assigned not assigned DAGKa	lipid metabolism.Phospholipid synthesis.diacylglycerol kinase	11_3_5

CUST_132089_PI403524517	2	0.20092964	-0.07426071	0.038945198	0.022694588	-0.21424198	-0.022695541	35_37097	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_66524_PI403524517	2	0.014923096	0.06830025	-0.07947159	-0.06262398	0.047014236	-0.014923096	35_18997	"Cluster: UPF0326 protein CGI-146, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: UPF0326 protein CGI-146, putative, expressed - Oryza sat"	UniRef90_Q10T56	"CHR5V7|COORD:19218552..19219901| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G17486.1); similar to hypothetical protein 25.t00041 [Brassica"	AT5G47310.1	CHR03V5|COORD:79047..82361|protein EREBP-4 like protein, putative, expressed	LOC_Os03g01130.2	" no descriptionmoderately similar to ( 267)AT5G47310| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G17486.1); similar to hypothetical protein 25.t00041 [Brassica oleracea] (GB:ABD64953.1); contains InterPro domain Protein of unknown function DUF862, eukaryotic; (InterPro:IPR008580) | chr5:19218552-19219901 FORWARDnot assigned DUF862 Protamine_P1 "	not assigned.unknown	35_2

CUST_89727_PI403524517	2	0.2856741	0.2566204	-0.016677856	-0.1658144	-0.23629093	0.016677856	35_25672	Rep: OSIGBa0130B08.11 protein - Oryza sativa (Rice)	UniRef90_Q01IT9	"CHR2V7|COORD:18008212..18010931| ATINT1 (INOSITOL TRANSPORTER 1); carbohydrate transporter/ sugar porter"	AT2G43330.1	CHR04V5|COORD:24352610..24348009|protein membrane transporter D1, putative, expressed	LOC_Os04g41460.1	"no descriptionmoderately similar to ( 216)AT2G43330| Symbols: ATINT1 | ATINT1 (INOSITOL TRANSPORTER 1); carbohydrate transporter/ sugar porter | chr2:18008212-18010931 FORWARDvery weakly similar to (67.4)STA_RICCOSugar carrier protein A - Ricinus communis (Castor bean)not assigned not assigned not assigned Sugar_tr xylE"	transporter.sugars	34_2

CUST_16581_PI403524517	2	0.088498116	-0.17670727	0.2574091	0.15719128	-0.10899639	-0.088498116	35_4789	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10RE9	CHR4V7|COORD:8462715..8464321| similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABF94114.1)	AT4G14746.1	CHR03V5|COORD:3293893..3296540|protein neurogenic locus notch protein homolog precursor, putative, expressed	LOC_Os03g06580.2	no descriptionweakly similar to ( 114)AT4G14746| Symbols:  | similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABF94114.1) | chr4:8462715-8464321 REVERSEnot assigned	not assigned.unknown	35_2

CUST_106161_PI403524517	2	0.024404049	0.19514656	0.044898033	-0.024403572	-0.19946909	-0.19014692	35_30218	"Cluster: Putative tDET1 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative tDET1 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q658D0	CHR4V7|COORD:6346539..6349142| DET1 (DE-ETIOLATED 1)	AT4G10180.1	CHR01V5|COORD:253680..245509|protein light-mediated development protein DET1, putative, expressed	LOC_Os01g01484.5	no description	not assigned.unknown	35_2

CUST_108014_PI403524517	2	0.117388725	-0.72790813	-0.3154359	0.529243	0.82773733	-0.11738825	35_30732	"Cluster: Putative anthocyanin 5-O-glucosyltransferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative anthocyanin 5-O-glucosyltransferase - Oryza sat"	UniRef90_Q69UF5	CHR4V7|COORD:8122429..8123799| UDP-glucoronosyl/UDP-glucosyl transferase family protein	AT4G14090.1	CHR06V5|COORD:23334033..23332340|protein indole-3-acetate beta-glucosyltransferase, putative, expressed	LOC_Os06g39330.1	no descriptionvery weakly similar to (60.5)AT4G14090| Symbols:  | UDP-glucoronosyl/UDP-glucosyl transferase family protein | chr4:8122429-8123799 REVERSE	misc.UDP glucosyl and glucoronyl transferases	26_2

CUST_142521_PI403524517	2	-0.14230347	0.012629509	0.06517315	-0.07577896	0.05538559	-0.012628555	35_39946	"Cluster: Phospholipid-translocating P-type ATPase, flippase family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Phospholipid-translocati"	UniRef90_Q10LU3	"CHR5V7|COORD:1445510..1449569| ALA1 (AMINOPHOSPHOLIPID ATPASE1); ATPase, coupled to transmembrane movement of ions, phosphorylative mechanism"	AT5G04930.1	CHR03V5|COORD:12353041..12359161|protein phospholipid-translocating P-type ATPase, flippase family protein, expressed	LOC_Os03g21680.4	" no descriptionmoderately similar to ( 311)AT5G04930| Symbols: ALA1 | ALA1 (AMINOPHOSPHOLIPID ATPASE1); ATPase, coupled to transmembrane movement of ions, phosphorylative mechanism | chr5:1445510-1449569 FORWARDnot assigned not assigned MgtA "	not assigned.no ontology	35_1

CUST_3521_PI399408534	2	-0.047849655	0.29916096	-0.044391632	-0.08388901	0.044392586	0.057474136	35_2513	"Cluster: Os01g0267100 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0267100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JNT2	"CHR4V7|COORD:6247975..6252027| EMB1691 (EMBRYO DEFECTIVE 1691); S-adenosylmethionine-dependent methyltransferase"	AT4G09980.1	CHR01V5|COORD:9156408..9162494|protein MT-A70 family protein, expressed	LOC_Os01g16180.2	no descriptionhighly similar to ( 615)AT4G09980| Symbols: EMB1691 | EMB1691 (EMBRYO DEFECTIVE 1691) | chr4:6249108-6252027 REVERSEweakly similar to ( 136)MTA70_MEDTRPutative N6-adenosine-methyltransferase MT-A70-like - Medicago truncatula (Barrel medic)not assigned not assigned not assigned MT-A70 IME4	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_36644_PI403524517	2	0.0698967	-0.13196945	-0.08064842	-0.032045364	0.032045364	0.08640289	35_10563	"Cluster: Os09g0557400 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0557400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IZP8	CHR4V7|COORD:15449716..15450810| mitochondrial glycoprotein family protein / MAM33 family protein	AT4G31930.1	CHR09V5|COORD:22155128..22152193|protein mitochondrial glycoprotein, expressed	LOC_Os09g38500.2	no descriptionweakly similar to ( 121)AT4G31930| Symbols:  | mitochondrial glycoprotein family protein / MAM33 family protein | chr4:15449716-15450810 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12678 PRK12323 MAM33 PRK07003 Tymo_45kd_70kd PRK07764 Atrophin-1 DUF566 infB HPC2	not assigned.no ontology	35_1

CUST_96548_PI403524517	2	-0.050522327	-0.09320116	-0.09468031	0.050522327	0.18427563	0.21427059	35_27575	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_140144_PI403524517	2	-0.048597336	0.2734275	0.048597336	-0.11550379	-0.08772898	0.39788723	35_39299	Rep: Extensin-like protein precursor - Zea mays (Maize)	UniRef90_Q41805	"CHR5V7|COORD:16871723..16872744| ASK2 (ARABIDOPSIS SKP1-LIKE 2); ubiquitin-protein ligase"	AT5G42190.1	CHR11V5|COORD:14959191..14962095|protein SKP1-like protein 1A, putative, expressed	LOC_Os11g26910.1	" no descriptionvery weakly similar to (60.8)AT5G42190| Symbols: SKP1B, ASK2 | ASK2 (ARABIDOPSIS SKP1-LIKE 2); ubiquitin-protein ligase | chr5:16871723-16872744 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07003 Drf_FH1 PRK07764 PRK10819 Atrophin-1 "	protein.degradation.ubiquitin.E3.SCF.SKP	29_5_11_4_3_1

CUST_14957_PI404877155	2	-0.053430557	-1.0520725	0.070682526	0.048077583	0.31197834	-0.04807663	Contig8778_s_at	Gip1-like protein [Petunia x hybrida]	CAD10106.1	gibberellin-regulated protein 5 (GASA5) / gibberellin-responsive protein 5	At3g02885.1	protein GASA5-like protein	Os06g15620	gibberellin-regulated protein GASA5 precursor	hormone metabolism.gibberelin.induced-regulated-responsive-activated	17_6_3

CUST_9046_PI404877155	2	0.16024113	-0.09551144	0.009119034	-0.00911808	0.03794098	-0.59691143	Contig2826_at	DnaJ-like protein [Oryza sativa]	CAC39071.1	DNAJ heat shock protein, putative (J3)	At3g44110.1	protein DnaJ-like protein	Os02g43930	DnaJ-like protein	stress.abiotic.heat	20_2_1

CUST_181382_PI403524517	2	0.23788834	-0.07537985	0.07627106	0.03777361	-0.79931736	-0.037774086	35_50435	Rep: H0418A01.7 protein - Oryza sativa (Rice)	UniRef90_Q01J61	"CHR5V7|COORD:22777314..22780765| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G56250.1); similar to Os04g0471400 [Oryza sativa (japonica"	AT5G56240.1	CHR04V5|COORD:23341595..23334604|protein expressed protein	LOC_Os04g39560.3	"no descriptionvery weakly similar to (54.7)AT5G56240| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G56250.1); similar to Os04g0471400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001053056.1) | chr5:22777314-22780765 REVERSE"	not assigned.unknown	35_2

CUST_33774_PI403524517	2	0.13466215	-0.3562956	-0.083272934	0.083272934	0.19196558	-0.66129875	35_9735	"Cluster: UL36 very large tegument protein; n=1; Bovine herpesvirus 5|Rep: UL36 very large tegument protein - Bovine herpesvirus 5"	UniRef90_Q6X248	CHR4V7|COORD:7758606..7760888| leucine-rich repeat family protein / extensin family protein	AT4G13340.1	CHR04V5|COORD:24705559..24701241|protein peroxidase 18 precursor, putative, expressed	LOC_Os04g42100.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_18129_PI404877155	2	0.17331934	0.016923428	-0.016923428	-0.100142	-0.3667903	0.08880186	HVSMEc0012J16f_at	0	0	0	0	0	0	RNA polymerase beta' subunit-2	RNA.transcription	27_2

CUST_161034_PI403524517	2	0.3825388	0.7742586	0.59080553	-0.88801026	-0.42948055	-0.38253832	35_44932	"Cluster: Putative placental protein 6; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative placental protein 6 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7EYZ3	CHR3V7|COORD:2531988..2534283| rhomboid protein-related	AT3G07950.1	CHR07V5|COORD:27549137..27553521|protein transmembrane protein 115, putative, expressed	LOC_Os07g46170.1	no descriptionvery weakly similar to (84.7)AT3G07950| Symbols:  | rhomboid protein-related | chr3:2531988-2534283 FORWARDnot assigned	not assigned.no ontology	35_1

CUST_81316_PI403524517	2	0.1788187	0.33652973	0.0467844	-0.12391758	-0.061296463	-0.0467844	35_23323	"Cluster: Glucosamine-6-phosphate acetyltransferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Glucosamine-6-phosphate acetyltransferase - Oryza sativa"	UniRef90_Q5U9F2	CHR5V7|COORD:5144096..5144545| GCN5-related N-acetyltransferase (GNAT) family protein	AT5G15770.1	CHR02V5|COORD:29786994..29789550|protein glucosamine 6-phosphate N-acetyltransferase, putative, expressed	LOC_Os02g48650.1	no descriptionweakly similar to ( 101)AT5G15770| Symbols: ATGNA1 | GCN5-related N-acetyltransferase (GNAT) family protein | chr5:5144096-5144545 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned Acetyltransf_1	misc.GCN5-related N-acetyltransferase	26_24

CUST_181910_PI403524517	2	0.35276222	0.003092289	0.0046362877	-0.11845207	-0.003092289	-0.092247486	35_50574	Rep: SRPK4 - Oryza sativa (Rice)	UniRef90_Q8W306	CHR5V7|COORD:7631106..7633106| protein kinase family protein	AT5G22840.1	CHR03V5|COORD:30753722..30757825|protein ATP binding protein, putative, expressed	LOC_Os03g53720.2	no descriptionweakly similar to ( 164)AT5G22840| Symbols:  | protein kinase family protein | chr5:7631106-7633106 REVERSEnot assigned not assigned	protein.postranslational modification	29_4

CUST_71631_PI403524517	2	-0.040236473	0.34286022	0.011161804	-0.0111608505	-0.2363863	0.03181076	35_20535	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10MT9	"CHR5V7|COORD:23665513..23671647| similar to catalytic [Arabidopsis thaliana] (TAIR:AT5G55060.1); similar to PREDICTED: similar to KIAA0066 [Gallus gallus]"	AT5G58510.1	CHR03V5|COORD:10323975..10335106|protein expressed protein	LOC_Os03g18440.1	"no descriptionhighly similar to ( 560)AT5G58510| Symbols:  | similar to catalytic [Arabidopsis thaliana] (TAIR:AT5G55060.1); similar to PREDICTED: similar to KIAA0066 [Gallus gallus] (GB:XP_422135.2); similar to Os03g0295700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001049826.1); contains domain FAMILY NOT NAMED (PTHR21422); contains domain SUBFAMILY NOT NAMED (PTHR21422:SF3) | chr5:23665513-23671647 REVERSEnot assigned"	not assigned.unknown	35_2

CUST_101607_PI403524517	2	2.8944016E-4	0.35766935	-0.028540611	0.0050344467	-2.89917E-4	-0.4846158	35_28994	Rep: HAK2 - Hordeum vulgare var. distichum (Two-rowed barley)	UniRef90_Q9M7K3	"CHR3V7|COORD:350822..354142| KUP3 (K+ uptake permease 3); potassium ion transporter"	AT3G02050.1	CHR07V5|COORD:28315977..28310415|protein potassium transporter 7, putative, expressed	LOC_Os07g47350.2	" no descriptionweakly similar to ( 176)AT3G02050| Symbols: ATKUP3, ATKT4, KUP3 | KUP3 (K+ uptake permease 3); potassium ion transporter | chr3:350822-354142 FORWARDmoderately similar to ( 212)HAK7_ORYSAK_trans Kup trkD "	transport.potassium	34_15

CUST_11909_PI404877155	2	-0.1605463	-0.8033314	0.7391596	0.1605463	0.20439243	-0.16912079	Contig5620_s_at	aldo/keto reductase family-like protein [Oryza sativa (japonica cultivar-group)]	BAC21406.2	aldo/keto reductase family protein	At1g06690.1	protein oxidoreductase, aldo/keto reductase family	Os07g04990	aldo/keto reductase family protein, contains Pfam profile PF00248: oxidoreductase, aldo/keto reductase family	minor CHO metabolism.others	3_5

CUST_82189_PI403524517	2	0.40644073	0.5839529	0.037674904	-0.055383205	-0.35843468	-0.037674904	35_23575	"Cluster: Hypothetical protein P0409B11.37; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0409B11.37 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6Z4A0	CHR5V7|COORD:22359305..22363626| catalytic	AT5G55060.1	CHR07V5|COORD:19499139..19503465|protein expressed protein	LOC_Os07g32670.1	no descriptionvery weakly similar to (68.9)AT5G55060| Symbols:  | catalytic | chr5:22359305-22363626 FORWARDnot assigned	not assigned.unknown	35_2

CUST_677_PI399408534	2	0.3330822	0.018705368	-0.018706322	-0.05333519	-0.60144234	0.13696194	35_42814	"Cluster: Putative leucine-rich repeat transmembrane protein kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative leucine-rich repeat transmembrane"	UniRef90_Q6YUU3	CHR4V7|COORD:11723745..11727343| kinase	AT4G22130.1	CHR02V5|COORD:5019762..5028025|protein receptor protein kinase TMK1 precursor, putative, expressed	LOC_Os02g09740.1	no descriptionmoderately similar to ( 261)AT4G22130| Symbols:  | kinase | chr4:11723745-11727343 FORWARDvery weakly similar to ( 100)RPK1_IPONIReceptor-like protein kinase precursor - Ipomoea nil (Japanese morning glory) (Pharbitis nil)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG4886	stress.biotic	20_1

CUST_53895_PI403524517	2	-0.23176575	0.748518	0.032312393	0.14935112	-0.3001566	-0.03231144	35_15335	"Cluster: Putative alpha,alpha-trehalose-phosphate synthase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative alpha,alpha-trehalose-phosphate synthase -"	UniRef90_Q6KAF3	"CHR1V7|COORD:22180911..22183738| ATTPS10 (Arabidopsis thaliana trehalose phosphatase/synthase 10); transferase, transferring glycosyl groups / trehalose-phospha"	AT1G60140.1	CHR02V5|COORD:33563394..33568251|protein trehalose-6-phosphate synthase, putative, expressed	LOC_Os02g54820.4	" no descriptionhighly similar to ( 583)AT1G60140| Symbols: TPS10, ATTPS10 | ATTPS10 (Arabidopsis thaliana trehalose phosphatase/synthase 10); transferase, transferring glycosyl groups / trehalose-phosphatase | chr1:22180911-22183738 REVERSEnot assigned not assigned not assigned Trehalose_PPase OtsB Glyco_transf_20 OtsA PRK10117 Cof Tymo_45kd_70kd PRK12323 Hydrolase_3 PRK10187 "	minor CHO metabolism.trehalose.potential TPS/TPP	3_2_3

CUST_102522_PI403524517	2	-0.3409853	0.13173866	-0.042336464	0.09150505	-0.18441772	0.042336464	35_29245	Rep: Protein kinase - Triticum aestivum (Wheat)	UniRef90_Q6L6R7	CHR4V7|COORD:8256445..8259930| protein kinase family protein	AT4G14350.1	CHR05V5|COORD:25256571..25248577|protein serine/threonine-protein kinase 38-like, putative, expressed	LOC_Os05g43570.3	no descriptionweakly similar to ( 133)AT4G14350| Symbols:  | protein kinase family protein | chr4:8256349-8259930 REVERSEnot assigned	protein.postranslational modification	29_4

CUST_29109_PI403524517	2	0.12371445	0.2974348	0.07797527	-0.18077087	-0.13123798	-0.07797527	35_8410	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QNG8	"CHR4V7|COORD:12733435..12739747| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G28770.1); similar to expressed protein [Oryza sativa (japonica"	AT4G24680.1	CHR12V5|COORD:23232491..23239375|protein expressed protein	LOC_Os12g37860.1	"no descriptionweakly similar to ( 106)AT4G24680| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G28770.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABA98985.2) | chr4:12733435-12739747 FORWARD"	not assigned.unknown	35_2

CUST_85355_PI403524517	2	0.06546974	0.63793564	-0.47561646	-0.035588264	-0.54257107	0.03558731	35_24450	"Cluster: Peptide transporter-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Peptide transporter-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ZGW7	CHR1V7|COORD:11715317..11719787| proton-dependent oligopeptide transport (POT) family protein	AT1G32450.1	CHR02V5|COORD:29733305..29730294|protein peptide transporter PTR2, putative, expressed	LOC_Os02g48570.1	no descriptionweakly similar to ( 118)AT1G32450| Symbols:  | proton-dependent oligopeptide transport (POT) family protein | chr1:11715317-11719787 REVERSEnot assigned	transport.peptides and oligopeptides	34_13

CUST_138177_PI403524517	2	-0.58391047	0.11215782	-0.27779675	-0.1121583	0.15149832	0.28535414	35_38757	"Cluster: Ethylene responsive element binding factor3; n=3; Oryza sativa|Rep: Ethylene responsive element binding factor3 - Oryza sativa (Rice)"	UniRef90_Q9LRF3		0	CHR01V5|COORD:34093827..34094932|protein ethylene-responsive transcription factor 4, putative, expressed	LOC_Os01g58420.1	no description	not assigned.unknown	35_2

CUST_132968_PI403524517	2	0.83503914	0.019949436	-0.3984871	-0.5615797	-0.019949913	0.26519394	35_37338	Rep: Isoform 2 of Q9UQ35 - Homo sapiens (Human)	UniRef90_Q9UQ35-2	"CHR1V7|COORD:5675918..5678679| SR45 (arginine/serine-rich 45); RNA binding"	AT1G16610.1	CHR01V5|COORD:1246683..1248250|protein pr5, putative, expressed	LOC_Os01g03180.1	no descriptionnot assigned not assigned not assigned	not assigned.unknown	35_2

CUST_9214_PI404877155	2	-0.0022640228	-0.009334564	0.022221565	0.01318264	0.0022649765	-0.02003479	Contig3007_s_at	cytochrome reductase [Triticum aestivum]	AAP80673.1	ubiquinol-cytochrome C reductase complex ubiquinone-binding protein, putative / ubiquinol-cytochrome C reductase	At3g10860.1	protein hypothetical protein	Os06g07970	Similar to S.tuberosum ubiquinol cytochrome c reductase. (X79275)	mitochondrial electron transport / ATP synthesis.cytochrome c reductase	9_5

CUST_168234_PI403524517	2	0.34277725	0.144001	-0.08768749	-0.35389328	-0.38023853	0.087687016	35_46850	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_62514_PI403524517	2	0.098012924	0.5056448	-0.15176582	-0.098012924	-0.10181904	0.09873676	35_17826	"Cluster: Hypothetical protein OSJNBb0091N21.32; n=3; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0091N21.32 - Oryza sativa (japonica"	UniRef90_Q8LN74	"CHR5V7|COORD:20938738..20940044| similar to Os10g0508600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001065024.1); similar to unknown protein [Oryza"	AT5G51510.1	CHR10V5|COORD:19195974..19198906|protein expressed protein	LOC_Os10g36480.1	"no descriptionweakly similar to ( 119)AT5G51510| Symbols:  | similar to Os10g0508600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001065024.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAM94931.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:AAP54551.2) | chr5:20938738-20940044 FORWARDnot assigned"	not assigned.unknown	35_2

CUST_8692_PI403524517	2	-0.10882759	-0.62056446	-0.10794544	0.4419098	0.17497444	0.10794544	35_2433	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53PY3	"CHR5V7|COORD:7502712..7503140| Identical to Protein At5g22580 [Arabidopsis Thaliana] (GB:Q9FK81); similar to stable protein 1-related [Arabidopsis thaliana]"	AT5G22580.1	CHR11V5|COORD:2340541..2339475|protein pop3 peptide, putative, expressed	LOC_Os11g05290.1	"no descriptionweakly similar to ( 101)AT5G22580| Symbols:  | Identical to Protein At5g22580 [Arabidopsis Thaliana] (GB:Q9FK81); similar to stable protein 1-related [Arabidopsis thaliana] (TAIR:AT3G17210.1); similar to hypothetical protein [Cucumis melo] (GB:BAD93607.1); contains InterPro domain Stress responsive alpha-beta barrel; (InterPro:IPR013097); contains InterPro domain Dimeric alpha-beta barrel; (InterPro:IPR011008) | chr5:7502712-7503140 FORWARDDabb"	not assigned.unknown	35_2

CUST_74734_PI403524517	2	0.03558159	-0.29657555	0.0046873093	-0.0046863556	0.1652813	-0.19676304	35_21429	"Cluster: Copine I-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Copine I-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z5F6	CHR5|COORD:4648115..4651312| copine-related, low similarity to SP:Q99829 Copine I {Homo sapiens}	AT5G14420.2	CHR08V5|COORD:24268481..24265076|protein copine-6, putative, expressed	LOC_Os08g38600.1	no descriptionmoderately similar to ( 252)AT5G14420| Symbols:  | copine-related | chr5:4648358-4650566 REVERSEnot assigned vWA_copine_like Copine	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_19041_PI403524517	2	0.04228115	-0.18287754	-0.10507488	0.14741325	-0.04228115	0.1783266	35_5517	"Cluster: Putative LRR receptor-like protein kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative LRR receptor-like protein kinase - Oryza sativa (j"	UniRef90_Q9ASK4	CHR5V7|COORD:15457074..15460237| protein kinase family protein	AT5G38560.1	CHR01V5|COORD:554817..550824|protein ATP binding protein, putative, expressed	LOC_Os01g02040.1	no descriptionmoderately similar to ( 497)AT5G38560| Symbols:  | protein kinase family protein | chr5:15457074-15460237 FORWARDmoderately similar to ( 268)PSKR_DAUCAPhytosulfokine receptor precursor - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pkinase_Tyr TyrKc S_TKc PTKc S_TKc Pkinase PTKc_Jak_rpt2 PTKc_Srm_Brk PTKc_Src_like PTKc_Frk_like PTKc_EphR PTKc_Trk PTKc_EGFR_like PTKc_Csk_like SPS1 PTKc_Syk_like PTKc_Itk PTKc_Ror PTKc_InsR_like PTKc_Fyn_Yrk PTKc_Src PTKc_Jak2_Jak3_rpt2 PTKc_TrkA PTKc_TrkB PTKc_c-ros PTKc_Lck_Blk PTKc_Yes PTKc_EphR_A2 PTKc_TrkC PTKc_Tec_like PTKc_Tie2 PTKc_HER4 PTKc_Chk PTKc_Tyk2_rpt2 PTK_HER3 PTKc_Lyn PTKc_Fes_like PTKc_DDR PTKc_EphR_B PTKc_Abl PTKc_FGFR PTKc_Ack_like PTKc_Met_Ron PTKc_Btk_Bmx PTKc_DDR_like PTKc_Csk PTKc_Musk PTKc_RET PTKc_Fer PTKc_Hck PTKc_DDR1 PTKc_FAK PTKc_EphR_A PTKc_IGF-1R PTKc_EGFR PTKc_Axl_like PTKc_HER2 PTKc_Tec_Rlk PTKc_Ror1 PTKc_Tie1 PTKc_Tie PTKc_ALK_LTK PTKc_Jak1_rpt2 PTKc_Zap-70 PTKc_InsR PTKc_FGFR4 PTKc_DDR2 PTKc_Ror2 PTKc_FGFR2 PTK_CCK4 PTKc_EphR_A10 PTKc_FGFR3 PTK_Ryk PTKc_Fes PTKc_Axl PTKc_PDGFR PTKc_FGFR1 PTKc_Syk PTKc_Aatyk PTKc_Tyro3 PTKc_CSF-1R PTKc_Aatyk1_Aatyk3 PTK_Jak2_Jak3_rpt1 PTK_Jak_rpt1 PTKc_VEGFR PTKc_VEGFR3 PTKc_Aatyk2 PTKc_PDGFR_beta PTKc_VEGFR2 PTKc_Kit PTKc_PDGFR_alpha	protein.postranslational modification.kinase.receptor like cytoplasmatic kinase VII	29_4_1_57

CUST_4411_PI404877155	2	-0.2632532	0.12542534	0.37037373	-0.11784744	0.11784744	-0.19200706	Contig15377_at	putativeDof zinc finger protein [Oryza sativa (japonica cultivar-group)]	NP_916194.1	Dof-type zinc finger domain-containing protein	At1g29160.1	protein Dof domain, zinc finger, putative	Os01g55340	NONE	RNA.regulation of transcription.C2C2(Zn) DOF zinc finger family	27_3_08

CUST_92863_PI403524517	2	-0.0101156235	-0.09408188	0.12164974	0.16804028	0.0101156235	-0.014521599	35_26551	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_25973_PI403524517	2	0.3055215	-0.33018875	-0.29998636	-0.024253845	0.28411722	0.024253845	35_7526	Rep: Homocysteine S-methyltransferase 4 - Zea mays (Maize)	UniRef90_Q9FUM7	"CHR3V7|COORD:23381550..23383562| ATHMT-2/HMT-2; homocysteine S-methyltransferase"	AT3G63250.1	CHR01V5|COORD:32985329..32983512|protein homocysteine S-methyltransferase 4, putative, expressed	LOC_Os01g56610.1	"no descriptionmoderately similar to ( 211)AT3G22740| Symbols: HMT3 | HMT3 (Homocysteine S-methyltransferase 3); homocysteine S-methyltransferase | chr3:8033207-8035717 REVERSEmoderately similar to ( 258)HMT4_MAIZEHomocysteine S-methyltransferase 4 - Zea mays (Maize)not assigned mmuM MHT1 S-methyl_trans PRK08645 MetH metH"	amino acid metabolism.synthesis.aspartate family.methionine	13_1_3_4

CUST_169154_PI403524517	2	0.26562357	0.35327244	-0.0075030327	-0.60960007	-0.18043613	0.0075030327	35_47109	"Cluster: Putative major intrinsic protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative major intrinsic protein - Oryza sativa (japonica cultivar-g"	UniRef90_Q6ZIK7	CHR2V7|COORD:14948171..14950360| BRXL1 (BREVIS RADIX like 1)	AT2G35600.1	CHR02V5|COORD:28827763..28820839|protein expressed protein	LOC_Os02g47230.1	 no descriptionweakly similar to ( 140)AT2G35600| Symbols: ATBRXL1, BRX-LIKE1, BRXL1 | BRXL1 (BREVIS RADIX like 1) | chr2:14948171-14950360 REVERSEDZC 	not assigned.unknown	35_2

CUST_19894_PI399408534	2	0.04797077	-0.34067154	-0.015250206	-0.14556313	0.016854286	0.015249252	35_6302	"Cluster: Utp14 protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Utp14 protein, expressed - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10LM2	"CHR4V7|COORD:1054243..1057884| similar to U3 ribonucleoprotein (Utp) family protein [Arabidopsis thaliana] (TAIR:AT5G08600.1); similar to hypothetical"	AT4G02400.1	CHR03V5|COORD:12767211..12772254|protein utp14 protein, expressed	LOC_Os03g22320.1	"no descriptionvery weakly similar to (60.1)AT4G02400| Symbols:  | similar to U3 ribonucleoprotein (Utp) family protein [Arabidopsis thaliana] (TAIR:AT5G08600.1); similar to hypothetical protein DEHA0A03355g [Debaryomyces hansenii CBS767] (GB:XP_456468.1); similar to Os03g0343300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001050076.1); contains InterPro domain Utp14 protein; (InterPro:IPR006709) | chr4:1054243-1057884 FORWARDnot assigned Utp14"	RNA.processing.splicing	27_1_1

CUST_35427_PI403524517	2	0.35023308	0.1340046	-0.09851742	-0.30593872	0.090200424	-0.09020138	35_10214	"Cluster: Putative carboxyl-terminal proteinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative carboxyl-terminal proteinase - Oryza sativa (japonica"	UniRef90_Q6ZL19	"CHR3V7|COORD:4403783..4405748| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G55360.1); similar to unknown protein [Arabidopsis thaliana]"	AT3G13510.1	CHR07V5|COORD:23176522..23181113|protein carboxyl-terminal peptidase, putative, expressed	LOC_Os07g38590.1	" no descriptionweakly similar to ( 105)AT3G13510| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G55360.1); similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G56530.1); similar to Os03g0807100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001051640.1); similar to Os07g0573400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001060067.1); similar to Protein of unknown function DUF239, plant [Medicago truncatula] (GB:ABE82132.1); contains InterPro domain Protein of unknown function DUF239, plant; (InterPro:IPR004314) | chr3:4403783-4405748 FORWARD"	not assigned.unknown	35_2

CUST_1993_PI403524517	2	-0.904747	-0.2834158	0.2892623	0.3059945	-0.20237255	0.20237255	35_529	"Cluster: Glutamine synthetase isoform GSr2; n=2; Triticum aestivum|Rep: Glutamine synthetase isoform GSr2 - Triticum aestivum (Wheat)"	UniRef90_Q6RUJ1	"CHR5V7|COORD:14950804..14952886| ATGSR1 (Arabidopsis thaliana glutamine synthase clone R1); glutamate-ammonia ligase"	AT5G37600.1	CHR03V5|COORD:6441842..6437025|protein glutamine synthetase root isozyme 5, putative, expressed	LOC_Os03g12290.1	"no descriptionhighly similar to ( 607)AT5G37600| Symbols: ATGSR1 | ATGSR1 (Arabidopsis thaliana glutamine synthase clone R1); glutamate-ammonia ligase | chr5:14950804-14952886 REVERSEhighly similar to ( 628)GLN12_ORYSAnot assigned not assigned Gln-synt_C GlnA Gln-synt_N Herpes_BLLF1"	N-metabolism.ammonia metabolism.glutamine synthase	12_2_2

CUST_23489_PI399408534	2	0.4080305	0.2930956	0.02652359	-0.3335123	-0.45779228	-0.02652359	35_5727	"Cluster: OSJNBa0005N02.3 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0005N02.3 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XSA2	CHR1V7|COORD:17889953..17895560| AGO1 (ARGONAUTE 1)	AT1G48410.2	CHR04V5|COORD:28222521..28207417|protein PINHEAD protein, putative, expressed	LOC_Os04g47870.1	no descriptionweakly similar to ( 112)AT1G48410| Symbols: AGO1 | AGO1 (ARGONAUTE 1) | chr1:17889953-17895560 REVERSEnot assigned not assigned not assigned not assigned not assigned	RNA.regulation of transcription.Argonaute	27_3_36

CUST_148737_PI403524517	2	0.11363983	-0.23591948	0.2938919	0.2311778	-0.113639355	-0.2550106	35_41610	"Cluster: Osmotin protein homolog-rice, putative; n=1; Oryza sativa (japonica cultivar-group)|Rep: Osmotin protein homolog-rice, putative - Oryza sativa (japonic"	UniRef90_Q53NM4	CHR5V7|COORD:16040124..16041522| pathogenesis-related thaumatin family protein	AT5G40020.1	CHR11V5|COORD:28223158..28224199|protein pathogenesis-related protein 5 precursor, putative, expressed	LOC_Os11g47670.1	no descriptionTHN	not assigned.unknown	35_2

CUST_23961_PI403524517	2	0.4442625	0.25636005	0.07440615	-0.16452932	-0.27784204	-0.07440567	35_6962	"Cluster: Putative SEU1 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative SEU1 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q9LWV8	CHR5|COORD:24952189..24956335| expressed protein	AT5G62090.2	CHR06V5|COORD:1394805..1388014|protein transcriptional corepressor SEUSS, putative, expressed	LOC_Os06g03600.1	no description	not assigned.unknown	35_2

CUST_34315_PI403524517	2	0.010380745	0.008218765	-6.9618225E-4	6.971359E-4	-0.033779144	-0.06895733	35_9892	"Cluster: Hypothetical protein OSJNBa0084P24.18; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0084P24.18 - Oryza sativa (japonica"	UniRef90_Q6AT70	CHR4V7|COORD:7504873..7506088| similar to Os05g0417300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001055562.1)	AT4G12760.1	CHR05V5|COORD:20359578..20362921|protein expressed protein	LOC_Os05g34480.1	no descriptionweakly similar to ( 108)AT4G12760| Symbols:  | similar to Os05g0417300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001055562.1) | chr4:7504873-7506088 FORWARD	not assigned.unknown	35_2

CUST_10317_PI399408534	2	-0.27092743	-0.12644815	0.27778292	-0.050674915	0.4846177	0.050674915	35_17946	Rep: DRE binding factor - Triticum aestivum (Wheat)	UniRef90_Q3I6K1	"CHR1V7|COORD:29369683..29370687| RAP2.4 (related to AP2 4); DNA binding / transcription factor"	AT1G78080.1	CHR03V5|COORD:4760687..4759361|protein DRE binding factor, putative, expressed	LOC_Os03g09170.1	no descriptionweakly similar to ( 103)AT2G22200| Symbols:  | AP2 domain-containing transcription factor | chr2:9450502-9451287 REVERSEvery weakly similar to (66.2)ERF1_ORYSAnot assigned not assigned not assigned AP2 AP2 PRK12323 AP2 PRK07764 PRK07003	RNA.regulation of transcription.AP2/EREBP, APETALA2/Ethylene-responsive element binding protein family	27_3_3

CUST_78107_PI403524517	2	-0.2174921	0.08320999	0.0067100525	0.047224045	-0.53581905	-0.006709099	35_22391	0	0	0	0	CHR06V5|COORD:15932056..15921987|protein ATP binding protein, putative, expressed	LOC_Os06g28060.2	no description	not assigned.unknown	35_2

CUST_2071_PI404877155	2	0.032601357	0.037643433	-0.35769463	0.0046215057	-0.004620552	-0.12236786	Contig12317_at	proton-dependent oligopeptide transport (POT) family protein [Arabidopsis thaliana] pir||A96710 hypothetical protein F24J5.19 [imported] - A	NP_177024.1	proton-dependent oligopeptide transport (POT) family protein	At1g68570.1	protein nitrite transport protein, chloroplast - cucumber	Os06g15370	proton-dependent oligopeptide transport (POT) family protein, contains Pfam profile: PF00854 POT family	transport.peptides and oligopeptides	34_13

CUST_19770_PI403524517	2	0.06636238	-0.08990097	-0.12572098	0.10926533	0.017433167	-0.01743412	35_5733	"Cluster: Progesterone 5-beta-reductase, putative; n=1; Oryza sativa (japonica cultivar-group)|Rep: Progesterone 5-beta-reductase, putative - Oryza sativa (japon"	UniRef90_Q60DC5	CHR4V7|COORD:12565229..12566484| VEP1 (VEIN PATTERNING 1)	AT4G24220.1	CHR03V5|COORD:18361745..18359882|protein progesterone 5-beta-reductase, putative, expressed	LOC_Os03g32170.1	 no descriptionweakly similar to ( 115)AT4G24220| Symbols: AWI31, VEP1 | VEP1 (VEIN PATTERNING 1) | chr4:12565229-12566484 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 Tymo_45kd_70kd AF-4 PRK07764 PRK09169 APC_basic Atrophin-1 PRK07003 Extensin_2 	not assigned.unknown	35_2

CUST_3255_PI404877155	2	0.005050659	-0.22607517	-0.21021938	-0.005050659	0.062379837	0.24804401	Contig13717_at	Dof zinc finger protein [Oryza sativa] dbj|BAD16079.1| Dof zinc finger protein [Oryza sativa (japonica cultivar-group)]	BAA78575.1	Dof-type zinc finger domain-containing protein	At5g60850.1	protein Dof domain, zinc finger, putative	Os02g49440	NONE	RNA.regulation of transcription.C2C2(Zn) DOF zinc finger family	27_3_08

CUST_114448_PI403524517	2	-0.049443245	0.03175831	0.17873287	-0.04076767	0.07771587	-0.031759262	35_32482	"Cluster: Os05g0552600 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0552600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DG52	CHR1V7|COORD:18321231..18323774| leucine-rich repeat family protein / extensin family protein	AT1G49490.1	CHR01V5|COORD:12684225..12687053|protein polygalacturonase, putative, expressed	LOC_Os01g22590.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_82689_PI403524517	2	0.068053246	0.3707962	0.048550606	-0.10889816	-0.15183067	-0.04855013	35_23716	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_73810_PI403524517	2	-0.03510189	-0.09051037	0.044160843	0.011330605	0.007695198	-0.0076942444	35_21169	Rep: Pyrroline-5-carboxylate reductase - Triticum aestivum (Wheat)	UniRef90_Q5EI64	"CHR5V7|COORD:4786193..4787621| P5CR (PYRROLINE-5- CARBOXYLATE (P5C) REDUCTASE); pyrroline-5-carboxylate reductase"	AT5G14800.1	CHR01V5|COORD:42048420..42044865|protein pyrroline-5-carboxylate reductase, putative, expressed	LOC_Os01g71990.1	 no descriptionmoderately similar to ( 313)AT5G14800| Symbols: AT-P5R, P5CR | P5CR (PYRROLINE-5- CARBOXYLATE (P5C) REDUCTASE) | chr5:4786356-4787621 REVERSEmoderately similar to ( 324)P5CR_SOYBNPyrroline-5-carboxylate reductase - Glycine max (Soybean)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK11880 ProC PRK12491 PRK07679 F420_oxidored PRK07634 PRK06928 PRK06476 PRK07680 PRK12323 PRK07764 PRK07003 DUF1421 PRK05648 TT_ORF1 Atrophin-1 Extensin_2 FAP NAD_binding_2 Tymo_45kd_70kd Gag_spuma PRK08853 TyrA Rubella_Capsid 	amino acid metabolism.synthesis.glutamate family.proline	13_1_2_2

CUST_73892_PI403524517	2	0.0069713593	-0.52887726	0.018413544	-0.006972313	0.11847687	-0.008605003	35_21190	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QQM6	"CHR5V7|COORD:25279581..25280259| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G28956.1); similar to Hypothetical protein M106.7 [Caenorhabditis"	AT5G62950.1	CHR12V5|COORD:18284538..18282347|protein calcitonin gene-related peptide-receptor component protein, putative, expressed	LOC_Os12g30510.1	" no descriptionweakly similar to ( 105)AT5G62950| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G28956.1); similar to Os12g0488800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001066791.1); contains InterPro domain RNA polymerase II, RPB4; (InterPro:IPR006590) | chr5:25279673-25280259 REVERSEnot assigned RNA_pol_III_C17 RPOL4c "	not assigned.unknown	35_2

CUST_9426_PI399408534	2	0.03254366	0.21840954	0.06259775	-0.03254366	-0.16173506	-0.29990482	35_22908	"Cluster: Rapid ALkalinization Factor family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Rapid ALkalinization Factor family protein, exp"	UniRef90_Q2R4Y5	CHR4V7|COORD:8984923..8985273| RALFL33 (RALF-LIKE 33)	AT4G15800.1	CHR11V5|COORD:14945680..14944641|protein RALFL33, putative, expressed	LOC_Os11g26880.1	no descriptionvery weakly similar to (50.1)AT4G15800| Symbols: RALFL33 | RALFL33 (RALF-LIKE 33) | chr4:8984923-8985273 FORWARDRALF	signalling.misc	30_8

CUST_81559_PI403524517	2	-0.04509735	0.3104477	-0.007586479	-0.11002827	0.007586479	0.08039856	35_23396	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_39276_PI403524517	2	0.075870514	0.1279335	0.071419716	-0.11453056	-0.12943554	-0.07141876	35_11294	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_51809_PI403524517	2	-0.010107994	-1.4350109	-0.14267445	0.031047821	0.010108948	0.09339905	35_14766	Rep: Ribosomal protein L36 - Triticum aestivum (Wheat)	UniRef90_Q5I7L5	CHR3V7|COORD:19924899..19925791| structural constituent of ribosome	AT3G53740.3	CHR05V5|COORD:22513233..22515300|protein 60S ribosomal protein L36-2, putative, expressed	LOC_Os05g38520.2	no descriptionweakly similar to ( 166)AT3G53740| Symbols:  | 60S ribosomal protein L36 (RPL36B) | chr3:19924899-19925791 REVERSEweakly similar to ( 141)RL36_DAUCA60S ribosomal protein L36 - Daucus carota (Carrot)not assigned Ribosomal_L36e RPL36A	protein.synthesis.misc ribososomal protein	29_2_2

CUST_14350_PI403524517	2	-0.03315401	0.7895355	-0.3482685	0.033153534	0.06540632	-0.10090256	35_4118	"Cluster: Hypothetical protein P0505A04.26; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0505A04.26 - Oryza sativa (japonica cultivar-g"	UniRef90_Q67VL6	"CHR3V7|COORD:12354988..12355323| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G24920.1); similar to At5g57685 [Medicago truncatula]"	AT3G30725.1	CHR06V5|COORD:25654527..25655233|protein expressed protein	LOC_Os06g42660.1	"no descriptionvery weakly similar to (58.5)AT3G30725| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G24920.1); similar to At5g57685 [Medicago truncatula] (GB:ABE81292.1) | chr3:12354988-12355323 FORWARDnot assigned PRK12678"	not assigned.unknown	35_2

CUST_77915_PI403524517	2	0.18626738	0.026512146	-0.026512146	-0.2181735	-0.26342678	0.20201969	35_22338	"Cluster: AAA ATPase; DEAD/DEAH box helicase, N-terminal; n=1; Medicago truncatula|Rep: AAA ATPase; DEAD/DEAH box helicase, N-terminal - Medicago truncatula (Bar"	UniRef90_Q1SF68	CHR4V7|COORD:14714197..14719341| tRNA-splicing endonuclease positive effector-related	AT4G30100.1	CHR06V5|COORD:11786800..11781149|protein conserved hypothetical protein	LOC_Os06g20500.1	no descriptionhighly similar to ( 533)AT4G30100| Symbols:  | tRNA-splicing endonuclease positive effector-related | chr4:14714197-14719341 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned COG1112	DNA.synthesis/chromatin structure	28_1

CUST_85188_PI403524517	2	0.06795025	0.06630325	0.00513649	-0.19582748	-0.39898586	-0.00513649	35_24407	Rep: Sec31p - Oryza sativa (Rice)	UniRef90_Q94LY4	"CHR3|COORD:23441619..23448319| WD-40 repeat family protein, hypothetical protein contains similarity to ec31p (Oryza sativa) gi:13928450:dbj:BAB47154; contains"	AT3G63460.2	CHR07V5|COORD:27654262..27664184|protein EMB2221, putative, expressed	LOC_Os07g46370.1	no descriptionmoderately similar to ( 224)AT3G63460| Symbols: EMB2221 | EMB2221 (EMBRYO DEFECTIVE 2221) | chr3:23441984-23448216 REVERSEnot assigned	not assigned.no ontology	35_1

CUST_62706_PI403524517	2	-0.1801672	0.20950317	0.34241486	-0.026088715	0.02608776	-0.032770157	35_17877	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q337D0	"CHR3V7|COORD:18379186..18379629| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G24610.1); similar to expressed protein [Oryza sativa (japonica"	AT3G49550.1	CHR10V5|COORD:19225446..19228858|protein expressed protein	LOC_Os10g36550.3	"no descriptionweakly similar to ( 191)AT3G49550| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G24610.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABB47870.1) | chr3:18379186-18379629 FORWARD"	not assigned.unknown	35_2

CUST_62314_PI403524517	2	-0.13432503	-0.37004757	0.015727043	-0.015727997	0.07361412	0.03586197	35_17770	"Cluster: Hypothetical protein P0569E11.3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0569E11.3 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q69JZ9	CHR3V7|COORD:6926503..6929330| zinc finger (C3HC4-type RING finger) family protein	AT3G19910.1	CHR09V5|COORD:21037633..21041162|protein protein binding protein, putative, expressed	LOC_Os09g36460.1	no descriptionweakly similar to ( 198)AT3G19910| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr3:6926503-6929330 FORWARDvery weakly similar to (58.5)EL5_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12678 DUF1509 PRK09169 Transformer Gag_spuma RING Tymo_45kd_70kd COG5540 DUF1777 infB PRK07003 zf-C3HC4	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_1873_PI403524517	2	-0.2803793	-0.5041609	0.41194153	0.28160095	0.01838684	-0.01838684	35_496	Rep: Proline-rich protein - Triticum aestivum (Wheat)	UniRef90_Q01979	CHR3V7|COORD:6559180..6562050| leucine-rich repeat family protein / extensin family protein	AT3G19020.1	CHR05V5|COORD:7727609..7725710|protein early nodulin 75 protein, putative, expressed	LOC_Os05g13940.1	" no descriptionvery weakly similar to (53.5)AT2G40030| Symbols: DRD3, NRPD1b | NRPD1b (nuclear RNA polymerase D 1b); DNA binding / DNA-directed RNA polymerase | chr2:16722167-16730484 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK10819 TonB Trypan_PARP Extensin_2 PRK05648 DUF1421 Drf_FH1 Atrophin-1 PRK11633 PRK07764 CDC27 Cytadhesin_P30 DUF1210 PRK10263 PRK07003 Harpin HPC2 GRASP55_65 AF-4 TolA DUF605 FtsN tolA DedD PRK03427 MCPVI RR_TM4-6 ZipA Chon_Sulph_att COG3921 NESP55 TolA APC_basic DUF1032 PRK00708 PRK07735 PRK08853 BASP1 PRK09752 Neisseria_TspB DREPP STOP "	RNA.transcription	27_2

CUST_16172_PI399408534	2	0.12644958	-0.08609581	-0.180974	-0.042437553	0.22859669	0.042437553	35_8651	"Cluster: Putative phototropic response protein family; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative phototropic response protein family - Oryza sat"	UniRef90_Q7XIJ3	CHR3V7|COORD:7789821..7792186| phototropic-responsive NPH3 protein-related	AT3G22104.1	CHR07V5|COORD:21651560..21655687|protein transposon protein, putative, Mutator sub-class, expressed	LOC_Os07g36230.4	no descriptionmoderately similar to ( 206)AT3G22104| Symbols:  | phototropic-responsive NPH3 protein-related | chr3:7789821-7792186 FORWARDweakly similar to ( 111)NPH3_ORYSAnot assigned not assigned not assigned not assigned NPH3 PRK12323 PRK07003 PRK12678 PRK07764	signalling.light	30_11

CUST_49910_PI403524517	2	5.264282E-4	-0.38542557	-0.14039421	0.0074825287	0.012901306	-5.264282E-4	35_14248	Rep: Os07g0173500 protein - Oryza sativa (japonica cultivar-group)	UniRef90_Q0D8A3	CHR4|COORD:6173712..6175146| 40S ribosomal protein S18 (RPS18C)	AT4G09800.1	CHR07V5|COORD:3870434..3873376|protein 40S ribosomal protein S18, putative, expressed	LOC_Os07g07709.1	"no descriptionmoderately similar to ( 248)AT4G09800| Symbols: RPS18C | RPS18C (S18 RIBOSOMAL PROTEIN); structural constituent of ribosome | chr4:6173815-6174960 FORWARDmoderately similar to ( 208)RS18_CHLRE40S ribosomal protein S18 - Chlamydomonas reinhardtiinot assigned rps13p Ribosomal_S13 RpsM rpsM rps13"	protein.synthesis.misc ribososomal protein	29_2_2

CUST_100949_PI403524517	2	0.01862526	-0.5065193	-0.10382271	0.2442236	0.22371769	-0.018626213	35_28810	Rep: Victorin binding protein - Avena sativa (Oat)	UniRef90_Q38766	CHR4V7|COORD:15926855..15931153| glycine dehydrogenase (decarboxylating), putative / glycine decarboxylase, putative / glycine cleavage system P-protein, putati	AT4G33010.1	CHR01V5|COORD:29887197..29893912|protein glycine dehydrogenase, mitochondrial precursor, putative, expressed	LOC_Os01g51410.2	 no descriptionmoderately similar to ( 248)AT4G33010| Symbols:  | glycine dehydrogenase (decarboxylating), putative / glycine decarboxylase, putative / glycine cleavage system P-protein, putative | chr4:15926855-15931153 REVERSEmoderately similar to ( 243)GCSP_SOLTUGlycine dehydrogenase [decarboxylating], mitochondrial precursor - Solanum tuberosum (Potato)not assigned PRK05367 GcvP PRK12566 PRK04366 GDC-P GcvP 	amino acid metabolism.degradation.serine-glycine-cysteine group.glycine	13_2_5_2

CUST_13049_PI399408534	2	-0.6950598	-0.591383	1.0098181	-0.0112018585	1.3810978	0.0112018585	35_21072	Rep: DRE binding factor - Triticum aestivum (Wheat)	UniRef90_Q3I6K1	"CHR1V7|COORD:29369683..29370687| RAP2.4 (related to AP2 4); DNA binding / transcription factor"	AT1G78080.1	CHR03V5|COORD:4760687..4759361|protein DRE binding factor, putative, expressed	LOC_Os03g09170.1	"no descriptionvery weakly similar to (53.9)AT1G78080| Symbols: RAP2.4 | RAP2.4 (related to AP2 4); DNA binding / transcription factor | chr1:29369683-29370687 FORWARD"	RNA.regulation of transcription.AP2/EREBP, APETALA2/Ethylene-responsive element binding protein family	27_3_3

CUST_73057_PI403524517	2	0.13049698	-0.114928246	-0.105192184	-0.03982544	0.16651154	0.039824486	35_20947	"Cluster: Diphthamide biosynthesis protein 2; n=2; Oryza sativa (japonica cultivar-group)|Rep: Diphthamide biosynthesis protein 2 - Oryza sativa (japonica cultiv"	UniRef90_Q53LS8	CHR3V7|COORD:22036332..22038753| diphthamide synthesis DPH2 family protein	AT3G59630.1	CHR11V5|COORD:9067434..9073083|protein diphthamide biosynthesis protein 2, putative, expressed	LOC_Os11g16430.1	no descriptionmoderately similar to ( 226)AT3G59630| Symbols:  | diphthamide synthesis DPH2 family protein | chr3:22036332-22038753 REVERSEnot assigned Diphthamide_syn DPH2	not assigned.no ontology	35_1

CUST_136047_PI403524517	2	0.013720512	0.5435848	-0.013720512	-0.22641754	0.021503448	-0.24124765	35_38152	"Cluster: Putative T-complex protein 11; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative T-complex protein 11 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ZI82	CHR4V7|COORD:5828750..5833472| T-complex protein 11	AT4G09150.1	CHR02V5|COORD:21048522..21057392|protein T-complex protein 11 containing protein, expressed	LOC_Os02g35080.6	no descriptionweakly similar to ( 175)AT4G09150| Symbols:  | T-complex protein 11 | chr4:5828750-5833472 FORWARDnot assigned Tcp11	not assigned.no ontology	35_1

CUST_34419_PI403524517	2	0.04698181	-0.42643547	0.036114693	-0.104548454	0.122961044	-0.036115646	35_9923	"Cluster: Nucleoporin-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Nucleoporin-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6YWF9	"CHR1V7|COORD:12109749..12118808| similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:BAD13231.1); similar to"	AT1G33410.1	CHR02V5|COORD:2331695..2345503|protein expressed protein	LOC_Os02g04970.1	"no descriptionmoderately similar to ( 297)AT1G33410| Symbols:  | similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:BAD13231.1); similar to Os02g0142500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001045864.1) | chr1:12109749-12118808 REVERSEnot assigned"	not assigned.unknown	35_2

CUST_43689_PI403524517	2	0.024183273	0.026209831	-0.03325367	-0.024183273	-0.37819767	0.04636097	35_12537	Rep: Mitochondrial ribosomal protein S13 - Zea mays (Maize)	UniRef90_P08977	CHR1V7|COORD:29235240..29236384| 30S ribosomal protein S13, chloroplast, putative	AT1G77750.1	CHR03V5|COORD:28250462..28252420|protein 30S ribosomal protein S13, putative, expressed	LOC_Os03g49710.1	 no descriptionvery weakly similar to (62.4)AT1G77750| Symbols:  | 30S ribosomal protein S13, chloroplast, putative | chr1:29235240-29236384 REVERSEmoderately similar to ( 226)RT13_WHEATMitochondrial ribosomal protein S13 - Triticum aestivum (Wheat)not assigned Ribosomal_S13 RpsM rpsM rps13 rps13p 	protein.synthesis.mito/plastid ribosomal protein.mitochondrial	29_2_1_2

CUST_83959_PI403524517	2	-0.008943558	0.008943558	0.09713745	-0.04834366	-0.40893936	0.02946949	35_24065	Rep: KH, type 1 - Medicago truncatula (Barrel medic)	UniRef90_Q1SU11	CHR5V7|COORD:4958741..4960950| KH domain-containing protein	AT5G15270.1	CHR01V5|COORD:7503015..7508570|protein nucleic acid binding protein, putative, expressed	LOC_Os01g13470.1	no descriptionvery weakly similar to (63.5)AT5G15270| Symbols:  | KH domain-containing protein | chr5:4958741-4960950 FORWARDnot assigned PCBP_like_KH KH-I KH_1 KH	RNA.RNA binding	27_4

CUST_137173_PI403524517	2	0.115896225	0.3857336	-0.1996994	-0.115896225	-0.19712353	0.16427422	35_38468	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_159002_PI403524517	2	0.238029	0.2415967	0.005823612	-0.07616329	-0.2856474	-0.005824089	35_44383	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_691_PI403524517	2	0.15762901	-0.52319145	0.1795187	-0.1274271	0.1274271	-0.25607395	35_182	"Cluster: S-adenosylmethionine synthetase 1; n=10; Spermatophyta|Rep: S-adenosylmethionine synthetase 1 - Hordeum vulgare (Barley)"	UniRef90_P50299	"CHR1V7|COORD:519037..520218| SAM1 (S-adenosylmethionine synthetase 1); methionine adenosyltransferase"	AT1G02500.2	CHR05V5|COORD:2067056..2070090|protein S-adenosylmethionine synthetase 1, putative, expressed	LOC_Os05g04510.2	" no descriptionvery weakly similar to ( 100)AT1G02500| Symbols: SAM-1, MAT1, SAM1 | SAM1 (S-adenosylmethionine synthetase 1); methionine adenosyltransferase | chr1:519037-520218 FORWARDweakly similar to ( 106)METK_HORVUnot assigned S-AdoMet_synt_M PRK05250 MetK PRK12459 S-AdoMet_synt_N "	amino acid metabolism.synthesis.aspartate family.methionine	13_1_3_4

CUST_64185_PI403524517	2	0.30470848	-0.5998039	-0.010591507	0.05232954	-0.102516174	0.010591507	35_18327	"Cluster: Ribosomal protein L30p family-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Ribosomal protein L30p family-like - Oryza sativa (japonica cultiv"	UniRef90_Q6ZC61	CHR5V7|COORD:22398596..22399013| ribosomal protein L30 family protein	AT5G55140.1	CHR08V5|COORD:522999..525801|protein structural constituent of ribosome, putative, expressed	LOC_Os08g01859.1	no descriptionweakly similar to ( 102)AT5G55140| Symbols:  | ribosomal protein L30 family protein | chr5:22398596-22399013 FORWARDRibosomal_L30 Ribosomal_L30_L7 RpmD	protein.synthesis.mito/plastid ribosomal protein.unknown	29_2_1_99

CUST_93489_PI403524517	2	0.03276348	0.08860493	-0.22724915	0.087584496	-0.1829462	-0.032764435	35_26731	Rep: ASC1-like protein 3 - Oryza sativa (Rice)	UniRef90_Q84QC0	CHR3V7|COORD:6669454..6671263| LAG1 HOMOLOG 2 (LONGEVITY ASSURANCE GENE1 HOMOLOG 2)	AT3G19260.1	CHR03V5|COORD:8666681..8662606|protein ASC1-like protein, putative, expressed	LOC_Os03g15750.1	no descriptionmoderately similar to ( 273)AT3G19260| Symbols: LAG1 HOMOLOG 2 | LAG1 HOMOLOG 2 (LONGEVITY ASSURANCE GENE1 HOMOLOG 2) | chr3:6669454-6671263 REVERSEmoderately similar to ( 389)ASCL3_ORYSAnot assigned not assigned LAG1 TLC LAG1	lipid metabolism.'exotics' (steroids, squalene etc).sphingolipids	11_8_1

CUST_170109_PI403524517	2	0.70144176	0.5252075	0.07395744	-0.07395792	-0.46565247	-0.6495619	35_47382	"Cluster: Tyrosine-specific protein phosphatase-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Tyrosine-specific protein phosphatase-like protein"	UniRef90_Q5Z6N6	"CHR2V7|COORD:13351228..13352475| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G63090.1); similar to hypothetical protein 31.t00019 [Brassica"	AT2G31290.1	CHR06V5|COORD:8820963..8822144|protein expressed protein	LOC_Os06g15550.1	" no descriptionweakly similar to ( 129)AT2G31290| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G63090.1); similar to hypothetical protein 31.t00019 [Brassica oleracea] (GB:ABD65113.1); contains InterPro domain Protein of unknown function DUF860, plant; (InterPro:IPR008578) | chr2:13351228-13352475 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07003 PRK07764 "	not assigned.unknown	35_2

CUST_96382_PI403524517	2	-0.008766174	0.008767128	0.093626976	-0.2840805	-0.1210556	0.019955635	35_27529	"Cluster: Pentatricopeptide, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Pentatricopeptide, putative, expressed - Oryza sativa (japonic"	UniRef90_Q2QTL4	CHR5V7|COORD:17831563..17833536| pentatricopeptide (PPR) repeat-containing protein	AT5G44230.1	CHR12V5|COORD:11166667..11163149|protein pentatricopeptide repeat protein PPR868-14, putative, expressed	LOC_Os12g19260.1	no descriptionweakly similar to ( 179)AT5G44230| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr5:17831563-17833536 FORWARD	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_148349_PI403524517	2	0.26212597	0.61921406	-0.014203072	-0.016926765	-0.14256954	0.014204025	35_41502	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_91781_PI403524517	2	0.1471901	-0.55485725	-0.14718914	0.47088432	0.30187893	-0.5447731	35_26241	"Cluster: Hydroxymethylglutaryl-CoA lyase, mitochondrial, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hydroxymethylglutaryl-CoA lyase,"	UniRef90_Q2QY32	CHR2|COORD:11436100..11439810| hydroxymethylglutaryl-CoA lyase, putative / 3-hydroxy-3-methylglutarate-CoA lyase, putative / HMG-CoA lyase, putative, similar to	AT2G26800.2	CHR12V5|COORD:1670493..1674232|protein hydroxymethylglutaryl-CoA lyase, mitochondrial precursor, putative, expressed	LOC_Os12g04020.1	 no descriptionweakly similar to ( 106)AT2G26800| Symbols:  | hydroxymethylglutaryl-CoA lyase, putative / 3-hydroxy-3-methylglutarate-CoA lyase, putative / HMG-CoA lyase, putative | chr2:11436270-11439368 REVERSEnot assigned PRK05692 	amino acid metabolism.degradation.branched-chain group.leucine	13_2_4_4

CUST_130097_PI403524517	2	-0.09070873	-0.60626173	-0.099179745	0.40651178	0.25971365	0.09070873	35_36539	Rep: 60S ribosomal protein L9 - Oryza sativa (Rice)	UniRef90_P49210	CHR1V7|COORD:12010966..12012203| 60S ribosomal protein L9 (RPL90B)	AT1G33120.1	CHR09V5|COORD:18753232..18750895|protein 60S ribosomal protein L9, putative, expressed	LOC_Os09g31180.1	no descriptionweakly similar to ( 189)AT1G33140| Symbols:  | 60S ribosomal protein L9 (RPL90A/C) | chr1:12023340-12024482 FORWARDmoderately similar to ( 202)RL9_ORYSAnot assigned rpl6p RplF Ribosomal_L6	protein.synthesis.misc ribososomal protein	29_2_2

CUST_181136_PI403524517	2	0.47769737	0.40031433	-0.020823479	0.020823479	-0.10758686	-0.068519115	35_50373	"Cluster: PREDICTED: similar to formin-like 1; n=2; Laurasiatheria|Rep: PREDICTED: similar to formin-like 1 - Canis familiaris"	UniRef90_UPI00005A1B25	CHR1V7|COORD:22496859..22500684| proline-rich family protein	AT1G61080.1	CHR03V5|COORD:5437211..5441722|protein actin binding protein, putative, expressed	LOC_Os03g10680.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_133325_PI403524517	2	0.27527475	0.03488016	-0.17295218	-0.034880638	0.18738604	-0.05428028	35_37430	"Cluster: Ripening-related protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Ripening-related protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5JM91	CHR5V7|COORD:23996845..23998382| haloacid dehalogenase-like hydrolase family protein	AT5G59480.1	CHR01V5|COORD:43281011..43283489|protein catalytic/ hydrolase, putative, expressed	LOC_Os01g74152.1	no descriptionvery weakly similar to (72.0)AT5G59480| Symbols:  | haloacid dehalogenase-like hydrolase family protein | chr5:23996845-23998382 REVERSE	not assigned.no ontology	35_1

CUST_58548_PI403524517	2	0.079307556	0.20057964	-0.09165192	0.07566643	-0.21614552	-0.075665474	35_16699	"Cluster: SacIy domain containing protein, expressed; n=3; Oryza sativa|Rep: SacIy domain containing protein, expressed - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10QV1	0	0	CHR03V5|COORD:4306503..4315342|protein SAC domain-containing protein 3, putative, expressed	LOC_Os03g08430.2	no description	not assigned.unknown	35_2

CUST_55552_PI403524517	2	0.10846233	0.01825428	0.011692047	-0.025356293	-0.06516647	-0.011692047	35_15813	"Cluster: Putative DNA-directed RNA polymerase II 13.6K chain; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative DNA-directed RNA polymerase II 13.6K cha"	UniRef90_Q6ZA50	"CHR3V7|COORD:19329047..19329976| ATRPB13.6 (Arabidopsis thaliana RNA polymerase II 13.6 kDa subunit); DNA binding / DNA-directed RNA polymerase"	AT3G52090.1	CHR07V5|COORD:3815641..3812268|protein DNA-directed RNA polymerase II subunit J, putative, expressed	LOC_Os07g07610.1	"no descriptionweakly similar to ( 188)AT3G52090| Symbols: ATRPB13.6 | ATRPB13.6 (Arabidopsis thaliana RNA polymerase II 13.6 kDa subunit); DNA binding / DNA-directed RNA polymerase | chr3:19329047-19329976 REVERSEnot assigned not assigned RPB11 RNA_pol_L"	RNA.transcription	27_2

CUST_105287_PI403524517	2	0.3637061	-0.00252676	-0.03726244	0.00252676	-0.27196693	0.44662046	35_29988	Rep: Acetyl-CoA carboxylase - Triticum aestivum (Wheat)	UniRef90_Q41525	"CHR1V7|COORD:13535408..13544985| ACC1 (ACETYL-COENZYME A CARBOXYLASE 1); acetyl-CoA carboxylase"	AT1G36160.1	CHR10V5|COORD:10942514..10953621|protein acetyl-coenzyme A carboxylase ACC1A, putative, expressed	LOC_Os10g21910.1	" no descriptionvery weakly similar to (87.4)AT1G36160| Symbols: AT-ACC1, EMB22, GK, PAS3, ACC1 | ACC1 (ACETYL-COENZYME A CARBOXYLASE 1); acetyl-CoA carboxylase | chr1:13535408-13544985 FORWARDACC_central "	lipid metabolism.FA synthesis and FA elongation.Acetyl CoA Carboxylation	11_1_1

CUST_78089_PI403524517	2	0.016170502	-0.02659607	-0.024808884	0.1175766	0.006836891	-0.0068359375	35_22387	"Cluster: Os07g0472400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0472400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D6J6	0	0	CHR07V5|COORD:16965239..16968267|protein protein kinase domain containing protein, expressed	LOC_Os07g28930.1	no description	not assigned.unknown	35_2

CUST_65288_PI403524517	2	0.03806877	0.74416065	0.1151638	-0.23529053	-0.09330082	-0.038069725	35_18643	"Cluster: Putative Dephospho-CoA kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Dephospho-CoA kinase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q94DR2	CHR2|COORD:11755165..11757259| dephospho-CoA kinase family, similar to Dephospho-CoA kinase (EC 2.7.1.24) (Dephosphocoenzyme A kinase). (Swiss-Prot:Q92BF2)	AT2G27490.2	CHR01V5|COORD:14665916..14661787|protein dephospho-CoA kinase, putative, expressed	LOC_Os01g25880.1	"no descriptionmoderately similar to ( 239)AT2G27490| Symbols: ATCOAE | ATCOAE; ATP binding / dephospho-CoA kinase | chr2:11755165-11756087 REVERSEnot assigned DPCK coaE CoaE CoaE coaE"	not assigned.no ontology	35_1

CUST_19386_PI399408534	2	0.14896584	0.010738373	0.02554512	-0.026161194	-0.01636219	-0.010738373	35_8525	"Cluster: WRKY transcription factor 82; n=3; Oryza sativa (japonica cultivar-group)|Rep: WRKY transcription factor 82 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q20DP4	CHR1|COORD:4776460..4779347| WRKY family transcription factor, similar to WKRY DNA-binding protein GB:AAD17441	AT1G13960.2	CHR08V5|COORD:10633260..10626852|protein WRKY transcription factor 4, putative, expressed	LOC_Os08g17400.1	"no descriptionweakly similar to ( 112)AT1G13960| Symbols: WRKY4 | WRKY4 (WRKY DNA-binding protein 4); transcription factor | chr1:4776619-4779040 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned WRKY TT_ORF1"	RNA.regulation of transcription.WRKY domain transcription factor family	27_3_32

CUST_33168_PI399408534	2	0.08855438	-0.004497528	-0.10020065	9.059906E-4	-9.069443E-4	0.05739212	35_8018	"Cluster: Os06g0473200 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os06g0473200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DC81	"CHR5V7|COORD:16199377..16201741| ATMKK3 (MITOGEN-ACTIVATED KINASE KINASE 3); MAP kinase kinase"	AT5G40440.1	CHR06V5|COORD:15820886..15810010|protein OsMKK3 - putative MAPKK based on amino acid sequence homology, expressed	LOC_Os06g27890.3	" no descriptionweakly similar to ( 111)AT5G40440| Symbols: MKK3, ATMKK3 | ATMKK3 (MITOGEN-ACTIVATED KINASE KINASE 3); MAP kinase kinase | chr5:16199377-16201741 FORWARD"	signalling.MAP kinases	30_6

CUST_42826_PI403524517	2	-0.036071777	-0.02607441	0.042928696	0.07049179	-0.08248329	0.02607441	35_12300	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_4661_PI403524517	2	0.16573143	-0.7948985	-0.080041885	0.15900135	-0.1623249	0.08004284	35_1288	"Cluster: Os02g0738900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os02g0738900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DXR0	CHR1V7|COORD:3370776..3377122| ADL6 (DYNAMIN-LIKE PROTEIN 6)	AT1G10290.1	CHR02V5|COORD:30865302..30855622|protein dynamin-2B, putative, expressed	LOC_Os02g50550.1	 no descriptionhighly similar to ( 525)AT1G10290| Symbols: DRP2A, ADL6 | ADL6 (DYNAMIN-LIKE PROTEIN 6) | chr1:3370776-3377122 FORWARDnot assigned not assigned GED GED PH PH_cytohesin Dynamin_M PH 	misc.dynamin	26_17

CUST_1871_PI404877155	2	0.55841637	0.11714172	-0.11714077	-0.23354578	-0.8588071	1.2595396	Contig12102_at	putative auxin-responsive GH3 protein [Oryza sativa (japonica cultivar-group)] dbj|BAB63594.1| putative auxin-responsive GH3 protein [Oryza	NP_916255.1	auxin-responsive GH3 family protein	At2g23170.1	protein GH3 auxin-responsive promoter	Os01g55940	auxin-responsive GH3 protein	hormone metabolism.auxin.induced-regulated-responsive-activated	17_2_3

CUST_57339_PI403524517	2	-0.8135109	0.8885174	0.028173447	-0.028173447	-0.27670097	0.20764542	35_16352	"Cluster: Os08g0205800 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os08g0205800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J7B6	"CHR2V7|COORD:13685154..13685631| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G32190.1); similar to conserved hypothetical protein [Medicago"	AT2G32210.1	CHR08V5|COORD:6162007..6162950|protein expressed protein	LOC_Os08g10500.2	no description	not assigned.unknown	35_2

CUST_133096_PI403524517	2	0.2093134	0.10168314	-0.08126688	-0.04382229	-0.2798953	0.04382181	35_37371	"Cluster: Pseudorabies virus ORF1, ORF2, and ORF3; n=4; Suid herpesvirus 1|Rep: Pseudorabies virus ORF1, ORF2, and ORF3 - Suid herpesvirus 1 (Pseudorabies virus)"	UniRef90_Q69340	CHR1V7|COORD:22496859..22500684| proline-rich family protein	AT1G61080.1	CHR11V5|COORD:5009469..5005875|protein expressed protein	LOC_Os11g09350.1	no description	not assigned.unknown	35_2

CUST_1598_PI404877155	2	-1.2814121	0.74982834	-0.041026115	-0.023332596	0.023331642	0.29856396	Contig11806_at	OSJNBb0091E11.1 [Oryza sativa (japonica cultivar-group)] emb|CAE02048.2| OJ990528_30.6 [Oryza sativa (japonica cultivar-group)]	CAD41532.1	calmodulin-like protein (MSS3)	At2g43290.1	protein EF hand, putative	Os04g41540	putative calmodulin	signalling.calcium	30_3

CUST_2385_PI404877155	2	-0.69996977	-0.08160877	0.7354779	0.7332573	0.08160925	-0.16229296	Contig12770_at	"Similar to Arabidopsis thaliana wak4 gene; wall-associated kinase 4. (AJ009695) [Oryza sativa (japonica cultivar-group)]"	BAA95893.1	wall-associated kinase, putative	At1g21240.1	protein Protein kinase domain, putative	Os09g29580	"WALL ASSOCIATED KINASE 3;wall-associated kinase, putative, similar to wall-associated kinase 1 (Arabidopsis thaliana) GI:3549626; expressed in leaves and stems & induced by salicylic acid or INA (PMID:10380805)"	signalling.receptor kinases.wall associated kinase	30_2_25

CUST_77460_PI403524517	2	0.10234928	-0.16611385	-0.10608339	-0.102348804	0.4658103	1.5316162	35_22196	Rep: H1005F08.21 protein - Oryza sativa (Rice)	UniRef90_Q01MM3	CHR2V7|COORD:9055768..9056417| disease resistance-responsive protein-related / dirigent protein-related	AT2G21100.1	CHR04V5|COORD:33820364..33819290|protein dirigent-like protein pDIR17, putative, expressed	LOC_Os04g57130.1	no descriptionvery weakly similar to (82.8)AT2G21100| Symbols:  | disease resistance-responsive protein-related / dirigent protein-related | chr2:9055768-9056417 REVERSEDirigent	stress.biotic	20_1

CUST_17595_PI399408534	2	0.27346516	0.016803741	-0.016802788	-0.18644714	-0.40115738	0.48788738	35_22608	Rep: OSIGBa0139P06.7 protein - Oryza sativa (Rice)	UniRef90_Q01JP1	"CHR3V7|COORD:22641744..22645850| HDG1 (HOMEODOMAIN GLABROUS1); DNA binding / transcription factor"	AT3G61150.1	CHR04V5|COORD:28387933..28381593|protein homeobox protein OCL1, putative, expressed	LOC_Os04g48070.2	"no descriptionmoderately similar to ( 209)AT3G61150| Symbols: HDG1 | HDG1 (HOMEODOMAIN GLABROUS1); DNA binding / transcription factor | chr3:22641744-22645850 FORWARD"	RNA.regulation of transcription.HB,Homeobox transcription factor family	27_3_22

CUST_92260_PI403524517	2	0.17780113	0.5982151	0.04772091	-0.3054695	-0.14872551	-0.047719955	35_26382	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_101707_PI403524517	2	0.05519867	-0.3892126	0.10899258	-0.04823494	0.029732704	-0.02973175	35_29022	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_112616_PI403524517	2	0.52060604	-0.10823774	0.1502595	-0.07156563	0.07156563	-0.15065813	35_31965	"Cluster: Putative ACT domain-containing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ACT domain-containing protein - Oryza sativa (japonic"	UniRef90_Q6ZJ53	CHR1V7|COORD:4226671..4228915| ACR8 (ACT Domain Repeat 8)	AT1G12420.1	CHR08V5|COORD:1010649..1008469|protein ACR8, putative	LOC_Os08g02500.1	no descriptionvery weakly similar to (77.0)AT1G12420| Symbols: ACR8 | ACR8 (ACT Domain Repeat 8) | chr1:4226671-4228915 REVERSE	not assigned.no ontology	35_1

CUST_14007_PI403524517	2	0.03147888	0.3943205	0.014626503	-0.12058258	-0.17425346	-0.014626503	35_4014	"Cluster: Hypothetical protein OJ1484_G09.118; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1484_G09.118 - Oryza sativa (japonica cult"	UniRef90_Q8H4W0	0	0	CHR08V5|COORD:16784124..16778875|protein expressed protein	LOC_Os08g27759.1	no description	not assigned.unknown	35_2

CUST_73407_PI403524517	2	-0.098324776	0.59095764	0.0997982	-0.02858162	0.02858162	-0.24673176	35_21046	"Cluster: Hypothetical protein OSJNBa0012L23.49; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0012L23.49 - Oryza sativa (japonica"	UniRef90_Q8LNW0	0	0	CHR10V5|COORD:17917751..17915021|protein expressed protein	LOC_Os10g34200.1	no description	not assigned.unknown	35_2

CUST_38492_PI403524517	2	0.3326521	-0.2091608	0.06685734	-0.0015716553	-0.09738159	0.001572609	35_11076	Rep: OSJNBa0089N06.17 protein - Oryza sativa (Rice)	UniRef90_Q7XN65	"CHR5V7|COORD:22227138..22231069| ATK3 (ARABIDOPSIS THALIANA KINESIN 3); microtubule motor"	AT5G54670.1	CHR04V5|COORD:31820009..31814822|protein kinesin-1, putative, expressed	LOC_Os04g53760.2	" no descriptionvery weakly similar to (61.6)AT5G54670| Symbols: KATC, ATK3 | ATK3 (ARABIDOPSIS THALIANA KINESIN 3); microtubule motor | chr5:22227138-22231069 FORWARDnot assigned not assigned "	cell.organisation	31_1

CUST_13500_PI403524517	2	0.11260986	0.011149406	-0.39717007	0.21478367	-0.011149406	-0.21374416	35_3869	"Cluster: Hypothetical protein P0702F03.30; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0702F03.30 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5NAX5	"CHR5V7|COORD:16836346..16837347| similar to Os01g0235100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001042519.1); similar to Conserved Cys-containing"	AT5G42070.1	CHR01V5|COORD:7454671..7456761|protein expressed protein	LOC_Os01g13390.1	"no descriptionweakly similar to ( 122)AT5G42070| Symbols:  | similar to Os01g0235100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001042519.1); similar to Conserved Cys-containing protein (IC) [Ostreococcus tauri] (GB:CAL52359.1) | chr5:16836346-16837347 REVERSE"	not assigned.unknown	35_2

CUST_21231_PI403524517	2	0.22523499	-0.3212433	-0.27472973	0.04335785	-0.04104042	0.04104042	35_6158	"Cluster: Hypothetical protein OJ1058_C01.8; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1058_C01.8 - Oryza sativa (japonica cultivar"	UniRef90_Q6I5R7	"CHR3V7|COORD:20803668..20808461| similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAT47007.1); similar to Os05g0468600 [Oryza sativa"	AT3G56040.1	CHR05V5|COORD:22913774..22922353|protein low photochemical bleaching 1 protein, putative, expressed	LOC_Os05g39230.1	"no descriptionmoderately similar to ( 291)AT3G56040| Symbols:  | similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAT47007.1); similar to Os05g0468600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001055800.1); contains domain Nucleotide-diphospho-sugar transferases (SSF53448) | chr3:20803668-20808461 REVERSE"	not assigned.unknown	35_2

CUST_12522_PI404877155	2	-0.20168018	0.2394619	-0.058276176	0.34852314	-0.42885685	0.058276176	Contig6269_at	C2 domain-containing protein [Arabidopsis thaliana] gb|AAL06551.1| AT4g34150/F28A23_90 [Arabidopsis thaliana]	NP_567956.1	C2 domain-containing protein	At4g34150.1	protein At4g34150	Os06g43190	gi|18418388|ref|NP_567956.1| C2 domain-containing protein	signalling.calcium	30_3

CUST_96828_PI403524517	2	0.1773262	0.08576679	-0.15448761	-0.026379585	0.026380539	-0.15217209	35_27654	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_2083_PI399408534	2	-0.09008169	-0.009214401	-0.035289764	0.009214401	0.1709423	0.3991456	35_23678	"Cluster: Os01g0888300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0888300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JH26	"CHR2V7|COORD:648043..650648| ANAC034/ANAC035 (Arabidopsis NAC domain containing protein 34, Arabidopsis NAC domain containing protein 35);"	AT2G02450.2	CHR01V5|COORD:38938284..38940906|protein NAC transcription factor, putative, expressed	LOC_Os01g66490.1	" no descriptionmoderately similar to ( 307)AT2G02450| Symbols: ANAC034, ANAC035 | ANAC034/ANAC035 (Arabidopsis NAC domain containing protein 34, Arabidopsis NAC domain containing protein 35); transcription factor | chr2:648043-650648 FORWARDweakly similar to ( 180)NAC48_ORYSAnot assigned not assigned not assigned not assigned NAM AF-4 "	RNA.regulation of transcription.NAC domain transcription factor family	27_3_27

CUST_2184_PI404877155	2	-4.7397614E-4	4.749298E-4	-0.022842407	-0.042877197	0.07478905	0.035408974	Contig12506_at	OSJNBb0103I08.5 [Oryza sativa (japonica cultivar-group)] ref|XP_473364.1| OSJNBb0103I08.5 [Oryza sativa (japonica cultivar-group)]	CAE04266.2	diacylglycerol kinase family protein	At5g23450.1	protein Diacylglycerol kinase catalytic domain (presumed), putative	Os04g45800	gi|32492232|emb|CAE04266.1| OSJNBb0103I08.5	lipid metabolism.'exotics' (steroids, squalene etc).sphingolipids	11_8_1

CUST_20921_PI403524517	2	0.47502708	-0.1363945	-0.008380413	0.008379936	-0.10580301	0.2952218	35_6074	"Cluster: Amidase family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Amidase family protein, expressed - Oryza sativa (japonica cultivar"	UniRef90_Q2QX53	CHR5V7|COORD:25783455..25787486| amidase family protein	AT5G64440.1	CHR12V5|COORD:3508266..3502115|protein glutamyl-tRNA, putative, expressed	LOC_Os12g07150.1	no descriptionmoderately similar to ( 284)AT5G64440| Symbols:  | amidase family protein | chr5:25783455-25787486 FORWARDnot assigned not assigned GatA Amidase gatA PRK09201 PRK07488 PRK07056 PRK07486 PRK06102 PRK08137 PRK06169 PRK07235 PRK08186 PRK08310 PRK05962 PRK12470 PRK07869 PRK07487 PRK06170 PRK06061 PRK07042 PRK06707 PRK06828 PRK11910 PRK07139 PRK06529	misc.nitrilases, *nitrile lyases, berberine bridge enzymes, reticuline oxidases, troponine reductases	26_8

CUST_106117_PI403524517	2	0.07712078	-0.40663528	-0.046964645	0.040143013	-6.799698E-4	6.799698E-4	35_30207	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_6021_PI399408534	2	0.015440941	-0.015440941	0.061767578	-0.052886963	0.025547028	-0.054286957	35_20872	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QQD3	"CHR3V7|COORD:20072737..20074858| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G38630.1); similar to Os01g0817800 [Oryza sativa (japonica"	AT3G54190.1	CHR12V5|COORD:18880310..18884453|protein expressed protein	LOC_Os12g31440.1	"no descriptionhighly similar to ( 610)AT3G54190| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G38630.1); similar to Os01g0817800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001044626.1); similar to Os05g0482600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001055867.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAW56876.1); contains InterPro domain WD40-like; (InterPro:IPR011046) | chr3:20072737-20074858 REVERSEWD40"	not assigned.unknown	35_2

CUST_16385_PI404877155	2	-0.043664932	-0.4936514	-0.09085655	0.10445213	0.08404255	0.043664932	HA10M05u_s_at	0	AAS55741.1	calmodulin-binding family protein	At3g52290.1	protein IQ calmodulin-binding motif, putative	Os05g03190	gi|15982840|gb|AAL09767.1| AT5g03040/F15A17_70	signalling.calcium	30_3

CUST_113152_PI403524517	2	0.21798134	0.01979351	-0.01979351	-0.07763481	0.06681919	-0.033971786	35_32117	"Cluster: Os01g0274800 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0274800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JNP4	"CHR2V7|COORD:16735456..16738238| similar to proline-rich family protein [Arabidopsis thaliana] (TAIR:AT3G09000.1); similar to Os01g0141900 [Oryza"	AT2G40070.1	CHR03V5|COORD:32552998..32557234|protein TCP family transcription factor containing protein, expressed	LOC_Os03g57190.1	no description	not assigned.unknown	35_2

CUST_96219_PI403524517	2	-0.03674984	0.05627632	0.049508095	0.020999908	-0.08701992	-0.020999908	35_27487	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_66399_PI403524517	2	0.05577755	0.386693	-0.03345871	-0.055350304	-0.0878582	0.03345871	35_18961	Rep: Putative serine/threonine kinase - Oryza sativa (Rice)	UniRef90_Q9FRN5	"CHR5V7|COORD:25480871..25482283| HEN3 (HUA ENHANCER 3); kinase"	AT5G63610.1	CHR10V5|COORD:22823569..22819039|protein cell division cycle 2-like protein kinase 6, putative, expressed	LOC_Os10g42950.3	" no descriptionweakly similar to ( 172)AT5G63610| Symbols: CDKE;1, HEN3 | HEN3 (HUA ENHANCER 3); kinase | chr5:25480871-25482283 REVERSEvery weakly similar to (52.8)KC47_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned "	protein.postranslational modification	29_4

CUST_41786_PI403524517	2	-0.04901886	-0.14972925	0.09520388	0.13407087	0.007952213	-0.007952213	35_12007	"Cluster: Putative zinc metalloproteinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative zinc metalloproteinase - Oryza sativa (japonica"	UniRef90_Q6Z7S6	CHR1V7|COORD:8536120..8537274| matrixin family protein	AT1G24140.1	CHR02V5|COORD:30976682..30974996|protein metalloendoproteinase 1 precursor, putative, expressed	LOC_Os02g50730.1	no descriptionvery weakly similar to (96.3)AT1G24140| Symbols:  | matrixin family protein | chr1:8536120-8537274 REVERSEvery weakly similar to (70.9)MEP1_SOYBNMetalloendoproteinase 1 precursor - Glycine max (Soybean)not assigned not assigned PG_binding_1	protein.degradation.metalloprotease	29_5_7

CUST_18461_PI404877155	2	0.7528658	-0.6812477	-0.4005642	0.8514528	0.4005642	-0.42263603	HVSMEi0005B04r2_x_at	Photosystem I reaction centre subunit N, chloroplast precursor (PSI-N) pir||S35159 photosystem I chain psaN - barley	P31093	photosystem I reaction center subunit PSI-N, chloroplast, putative / PSI-N, putative (PSAN)	At5g64040.1	protein photosystem i reaction centre subunit n, chloroplast precursor (psi-n)	Os12g08770	NONE	PS.lightreaction.photosystem I.PSI polypeptide subunits	1_01_02_02

CUST_69199_PI403524517	2	0.07432842	0.1889658	-0.11467457	-0.020583153	0.018075943	-0.018075943	35_19797	"Cluster: Putative N7 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative N7 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z843	CHR4V7|COORD:1608748..1610035| root nodule development protein-related	AT4G03630.1	CHR02V5|COORD:12618499..12613764|protein ubiquitin-protein ligase, putative, expressed	LOC_Os02g21260.1	no descriptionvery weakly similar to (64.3)AT4G03630| Symbols:  | root nodule development protein-related | chr4:1608748-1610035 FORWARD	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_105556_PI403524517	2	0.0709734	0.12801743	0.04073906	-0.054840088	-0.04073906	-0.11804867	35_30061	"Cluster: Hypothetical protein OSJNBa0014E22.16; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0014E22.16 - Oryza sativa (japonica"	UniRef90_Q6H5W6	CHR3V7|COORD:8063070..8064482| leucine-rich repeat family protein / extensin family protein	AT3G22800.1	CHR02V5|COORD:25544949..25544704|protein expressed protein	LOC_Os02g42470.1	no description	not assigned.unknown	35_2

CUST_162780_PI403524517	2	-0.23948383	-0.08531284	0.32653427	0.08531284	0.089818	-0.1719923	35_45403	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_161341_PI403524517	2	0.12894821	-0.24478722	-0.013997555	0.16117764	-0.0696311	0.013998032	35_45012	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_33632_PI403524517	2	-0.1396656	-0.010890961	0.010890961	0.023374557	-0.045949936	0.036563873	35_9694	"Cluster: Hypothetical protein P0453E05.103; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0453E05.103 - Oryza sativa (japonica cultivar"	UniRef90_Q84K17	"CHR1V7|COORD:26101688..26102740| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G26650.1); similar to hypothetical protein [Oryza sativa (japonica"	AT1G69430.1	CHR07V5|COORD:24248361..24249359|protein conserved hypothetical protein	LOC_Os07g40470.1	"no descriptionweakly similar to ( 127)AT1G69430| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G26650.1); similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:BAC55692.1) | chr1:26101688-26102740 FORWARD"	not assigned.unknown	35_2

CUST_83298_PI403524517	2	-0.17419529	0.32148647	0.2166462	-0.09276867	0.09276867	-0.092988014	35_23886	Rep: Os01g0851400 protein - Oryza sativa (japonica cultivar-group)	UniRef90_Q0JHP3	CHR3V7|COORD:20053873..20055407| josephin family protein	AT3G54130.1	CHR01V5|COORD:36987617..36983194|protein ataxin-3, putative, expressed	LOC_Os01g63250.1	no descriptionweakly similar to ( 123)AT3G54130| Symbols:  | josephin family protein | chr3:20053873-20055407 REVERSEweakly similar to ( 146)ATX3_ORYSAnot assigned not assigned not assigned not assigned not assigned Josephin	not assigned.no ontology	35_1

CUST_182012_PI403524517	2	0.20111084	0.01201725	-0.15301037	-0.01201725	-0.06068802	0.11717892	35_50603	"Cluster: Os04g0662800 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os04g0662800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J9B4		0	CHR04V5|COORD:33603346..33609730|protein protein RCC2, putative, expressed	LOC_Os04g56720.1	no description	not assigned.unknown	35_2

CUST_49449_PI403524517	2	0.006280422	-0.006280422	-0.20695353	0.3087163	-0.011514187	0.13352633	35_14104	"Cluster: Ferredoxin, chloroplast precursor; n=2; Triticeae|Rep: Ferredoxin, chloroplast precursor - Triticum aestivum (Wheat)"	UniRef90_P00228	"CHR1V7|COORD:22448230..22448676| FED A (FERREDOXIN 2); electron carrier/ iron ion binding"	AT1G60950.1	CHR08V5|COORD:236287..235332|protein ferredoxin-1, chloroplast precursor, putative, expressed	LOC_Os08g01380.1	" no descriptionweakly similar to ( 114)AT1G60950| Symbols: ATFD2, FED A | FED A (FERREDOXIN 2); electron carrier/ iron ion binding | chr1:22448230-22448676 FORWARDweakly similar to ( 154)FER_WHEATFerredoxin, chloroplast precursor - Triticum aestivum (Wheat)not assigned not assigned not assigned petF fer2 Fdx Fer2 PRK07609 PRK05713 PRK10684 "	PS.lightreaction.other electron carrier (ox/red).ferredoxin	1_1_5_2

CUST_80909_PI403524517	2	0.26654434	-0.40908384	-0.3023281	0.17364359	-0.0725894	0.0725894	35_23206	"Cluster: Putative bacterial-induced peroxidase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative bacterial-induced peroxidase - Oryza sativa"	UniRef90_Q5Z7K0	CHR5V7|COORD:1579143..1580820| peroxidase, putative	AT5G05340.1	CHR06V5|COORD:20676670..20675133|protein peroxidase 52 precursor, putative, expressed	LOC_Os06g35480.1	 no descriptionmoderately similar to ( 233)AT5G05340| Symbols:  | peroxidase, putative | chr5:1579143-1580820 REVERSEmoderately similar to ( 231)PERP7_BRARAPeroxidase P7 - Brassica rapa (Turnip)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned secretory_peroxidase peroxidase plant_peroxidase ascorbate_peroxidase PRK07003 PRK12323 DUF566 TT_ORF1 PRK12372 	misc.peroxidases	26_12

CUST_77557_PI403524517	2	0.25373554	-0.055250168	-0.22062588	0.3954239	0.055250168	-0.081935406	35_22227	"Cluster: Hypothetical protein OSJNBa0042H09.6; n=2; Oryza sativa|Rep: Hypothetical protein OSJNBa0042H09.6 - Oryza sativa (Rice)"	UniRef90_Q8SB99	"CHR4V7|COORD:15811090..15811747| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G63300.2); similar to Os12g0604200 [Oryza sativa (japonica"	AT4G32785.1	CHR10V5|COORD:21725326..21727806|protein expressed protein	LOC_Os10g41060.1	" no descriptionvery weakly similar to (86.3)AT4G32785| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G63300.2); similar to Os12g0604200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001067217.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABA99819.2); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABG22077.1); contains InterPro domain Pleckstrin-like, plant; (InterPro:IPR013666); contains InterPro domain Pleckstrin homology-type; (InterPro:IPR011993) | chr4:15811090-15811747 FORWARDPH_2 "	not assigned.unknown	35_2

CUST_133124_PI403524517	2	0.11553955	0.23444366	-0.17304325	-0.044376373	-0.21231842	0.044376373	35_37378	"Cluster: CBS domain containing protein-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: CBS domain containing protein-like - Oryza sativa (japonica cultiv"	UniRef90_Q5JJJ9	CHR1V7|COORD:24263831..24266307| CBS domain-containing protein	AT1G65320.1	CHR01V5|COORD:40484031..40480009|protein CBS domain containing protein, expressed	LOC_Os01g69090.1	no descriptionvery weakly similar to (86.7)AT1G65320| Symbols:  | CBS domain-containing protein | chr1:24263831-24266307 REVERSEnot assigned	not assigned.no ontology	35_1

CUST_10943_PI403524517	2	-0.017045021	0.09093666	0.0043029785	0.019351006	-0.04990387	-0.004302025	35_3092	"Cluster: Hypothetical protein P0001H02.9; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0001H02.9 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q5VNV6	CHR1V7|COORD:6978101..6985306| family II extracellular lipase, putative	AT1G20130.1	CHR08V5|COORD:24274864..24279963|protein expressed protein	LOC_Os08g38620.1	no description	not assigned.unknown	35_2

CUST_1495_PI404877155	2	0.074388504	-0.016392708	0.057167053	-0.06993008	0.016393661	-0.016597748	Contig11668_at	hypothetical protein~predicted by FGENESH etc. [Oryza sativa (japonica cultivar-group)]	NP_918010.1	expressed protein	At3g49990.1	protein expressed protein	Os07g44050	phospholipase a-2-activating protein	signalling.unspecified	30_99

CUST_6928_PI399408534	2	0.18931007	0.75751066	0.05334568	-0.053345203	-0.557991	-0.10095501	35_47442	Rep: Phytochrome A type 3 - Avena sativa (Oat)	UniRef90_P06593	"CHR1V7|COORD:3095500..3099218| PHYA (PHYTOCHROME A); G-protein coupled photoreceptor/ signal transducer"	AT1G09570.1	CHR03V5|COORD:29126668..29118715|protein phytochrome A, putative, expressed	LOC_Os03g51030.3	" no descriptionweakly similar to ( 129)AT1G09570| Symbols: FHY2, FRE1, HY8, PHYA | PHYA (PHYTOCHROME A); G-protein coupled photoreceptor/ signal transducer | chr1:3095500-3099218 REVERSEmoderately similar to ( 207)PHYA5_AVESAPhytochrome A type 5 - Avena sativa (Oat)PAS_2 "	signalling.light	30_11

CUST_10384_PI399408534	2	-0.05841303	0.54975414	0.05841303	-0.21692419	-1.3089652	0.75137806	35_13573	"Cluster: Nucleolar protein Nop56, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Nucleolar protein Nop56, putative, expressed - Oryza sat"	UniRef90_Q10LF8	CHR3V7|COORD:4091685..4093928| nucleolar protein Nop56, putative	AT3G12860.1	CHR03V5|COORD:13204309..13201367|protein nucleolar protein Nop56, putative, expressed	LOC_Os03g22880.1	 no descriptionvery weakly similar to (88.6)AT3G12860| Symbols:  | nucleolar protein Nop56, putative | chr3:4091685-4093928 FORWARDnot assigned not assigned Nop SIK1 	DNA.synthesis/chromatin structure	28_1

CUST_96145_PI403524517	2	-0.036794662	0.53734493	0.05489731	0.036795616	-0.11124039	-0.12640953	35_27468	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_27274_PI399408534	2	1.233305	-0.1531024	-0.15226269	0.17896557	-0.083732605	0.083732605	35_38640	"Cluster: Os05g0567400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0567400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DFV9	CHR4V7|COORD:13102915..13106727| FtsJ-like methyltransferase family protein	AT4G25730.1	CHR05V5|COORD:28161759..28166307|protein adoMet-dependent rRNA methyltransferase spb1, putative, expressed	LOC_Os05g49230.1	no descriptionvery weakly similar to (69.7)AT4G25730| Symbols:  | FtsJ-like methyltransferase family protein | chr4:13102915-13106727 REVERSEnot assigned not assigned not assigned Spb1_C	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_7988_PI399408534	2	0.10508156	-0.13078213	-0.1109314	0.085843086	-0.08584404	0.09736633	35_21232	"Cluster: Putative auxin-independent growth promoter; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative auxin-independent growth promoter - Oryza sativa"	UniRef90_Q67UT6	"CHR5V7|COORD:13767331..13770613| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G37980.1); similar to Os09g0442900 [Oryza sativa (japonica"	AT5G35570.1	CHR09V5|COORD:16475942..16480748|protein axi 1 like protein, putative, expressed	LOC_Os09g27080.1	" no descriptionmoderately similar to ( 303)AT5G35570| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G37980.1); similar to Os09g0442900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001063294.1); similar to Plant protein family, putative [Medicago truncatula] (GB:ABE88136.1); contains InterPro domain Protein of unknown function DUF246, plant; (InterPro:IPR004348) | chr5:13767331-13770613 REVERSEDUF246 "	hormone metabolism.auxin.induced-regulated-responsive-activated	17_2_3

CUST_26505_PI399408534	2	0.040932655	-0.21147823	-0.009628296	-0.16786194	0.009628296	0.43020916	35_29349	"Cluster: Probable indole-3-acetic acid-amido synthetase GH3.1; n=2; Oryza sativa|Rep: Probable indole-3-acetic acid-amido synthetase GH3.1 - Oryza sativa (Rice)"	UniRef90_Q8LQM5	"CHR5V7|COORD:22148547..22150790| DFL1 (DWARF IN LIGHT 1); indole-3-acetic acid amido synthetase"	AT5G54510.1	CHR01V5|COORD:33635296..33638237|protein indole-3-acetic acid-amido synthetase GH3.1, putative, expressed	LOC_Os01g57610.1	" no descriptionweakly similar to ( 168)AT5G54510| Symbols: GH3.6, DFL1 | DFL1 (DWARF IN LIGHT 1); indole-3-acetic acid amido synthetase | chr5:22148547-22150790 REVERSEmoderately similar to ( 204)GH31_ORYSAGH3 "	hormone metabolism.auxin.induced-regulated-responsive-activated	17_2_3

CUST_105261_PI403524517	2	0.02937603	0.49274826	-0.029375076	-0.30994225	0.09875107	-0.1785984	35_29982	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_12086_PI403524517	2	0.01675415	0.058836937	-0.01675415	-0.09937668	0.031643867	-0.031859398	35_3441	"Cluster: Os06g0137500 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0137500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DES6	CHR4V7|COORD:677266..679164| MEE49 (maternal effect embryo arrest 49)	AT4G01560.1	CHR06V5|COORD:2008077..1999873|protein ribosome production factor 1, putative, expressed	LOC_Os06g04600.2	no descriptionmoderately similar to ( 263)AT4G01560| Symbols: MEE49 | MEE49 (maternal effect embryo arrest 49) | chr4:677266-679164 REVERSEnot assigned not assigned Brix IMP4	protein.synthesis.misc ribososomal protein.BRIX	29_2_2_50

CUST_16947_PI404877155	2	-0.035152435	-2.0918245	-0.17115211	0.3977337	0.857399	0.035152435	HP01B12w_at	patatin-related [Arabidopsis thaliana] pir||T06725 hypothetical protein F28P10.70 - Arabidopsis thaliana	NP_191055.1	20370053|patatin-related	At3g54950.1	protein Patatin-like phospholipase, putative	Os03g14950	"patatin-related, low similarity to patatin (GI:169500)(Solanum tuberosum); contains Patatin domain PF01734"	development.storage proteins	33_1

CUST_49170_PI403524517	2	-0.050697327	-0.4985714	-0.12427139	0.050699234	0.112701416	0.086631775	35_14032	"Cluster: PREDICTED: similar to H3 histone, family 2 isoform 2; n=4; Eutheria|Rep: PREDICTED: similar to H3 histone, family 2 isoform 2 - Canis"	UniRef90_UPI00004A5DE9	CHR5V7|COORD:3270479..3270889| histone H3	AT5G10400.1	CHR11V5|COORD:2622185..2621575|protein histone H3, putative, expressed	LOC_Os11g05730.1	no descriptionmoderately similar to ( 262)AT5G65360| Symbols:  | histone H3 | chr5:26137325-26137735 REVERSEmoderately similar to ( 261)H32_WHEATHistone H3.2 - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned H3 HHT1 Histone PRK12323	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_100097_PI403524517	2	-0.0058841705	0.016607285	-0.0168581	0.0058841705	0.23582458	-0.042814255	35_28576	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_26129_PI403524517	2	0.123348236	0.44328403	-0.12363911	-0.21424103	0.11516571	-0.115166664	35_7568	"Cluster: Hypothetical protein OSJNBb0086G17.4; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0086G17.4 - Oryza sativa (japonica cu"	UniRef90_Q5KQH1	CHR4V7|COORD:12422893..12424156| pleckstrin homology (PH) domain-containing protein-related	AT4G23895.1	CHR05V5|COORD:29584278..29580758|protein expressed protein	LOC_Os05g51710.1	no descriptionweakly similar to ( 190)AT4G23895| Symbols:  | pleckstrin homology (PH) domain-containing protein-related | chr4:12422893-12424156 FORWARD	not assigned.no ontology	35_1

CUST_61429_PI403524517	2	0.0015830994	-0.12997246	-0.077697754	0.08965969	-0.0015821457	0.016435623	35_17536	Rep: Holocarboxylase synthetase - Triticum aestivum (Wheat)	UniRef90_Q7X9L1	"CHR4V7|COORD:6188863..6190588| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G64780.1); similar to conserved hypothetical protein [Medicago"	AT4G09830.1	CHR01V5|COORD:23325189..23322880|protein holocarboxylase synthetase, putative, expressed	LOC_Os01g40690.1	"no descriptionweakly similar to ( 143)AT4G09830| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G64780.1); similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE81201.1); contains InterPro domain Tetraspanin; (InterPro:IPR008952) | chr4:6188863-6190588 FORWARD"	not assigned.unknown	35_2

CUST_124358_PI403524517	2	0.58578587	0.37731028	0.30127335	-0.30127335	-0.37479687	-0.969352	35_35055	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_82936_PI403524517	2	3.709793E-4	-0.34045982	-0.077516556	0.0126953125	0.02645874	-3.709793E-4	35_23783	"Cluster: F-box domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: F-box domain containing protein, expressed - Oryza sativa"	UniRef90_Q2QQE3	0	0	CHR12V5|COORD:18824193..18822500|protein F-box domain containing protein, expressed	LOC_Os12g31340.1	no descriptionFBD	not assigned.unknown	35_2

CUST_182248_PI403524517	2	0.24890423	0.1035862	-0.040554047	-0.076122284	-0.022122383	0.02212143	35_50667	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_121891_PI403524517	2	0.09590387	-0.09590435	0.14755344	-0.414289	-0.29634333	0.28623152	35_34414	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_156415_PI403524517	2	0.0020551682	0.12117863	0.010040283	-0.046564102	-0.22493172	-0.0020551682	35_43688	"Cluster: OSJNBa0018M05.18 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0018M05.18 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XQ90	CHR5V7|COORD:7758310..7775512| zinc finger (C3HC4-type RING finger) family protein	AT5G23110.1	CHR02V5|COORD:3353562..3354820|protein early nodulin 20 precursor, putative, expressed	LOC_Os02g06670.1	no descriptionweakly similar to ( 115)AT5G23110| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr5:7758310-7775512 FORWARD	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_9954_PI403524517	2	0.08685112	-0.3249712	-0.10180092	0.21196079	-0.0030698776	0.0030698776	35_2806	"Cluster: Putative ribosomal protein L13; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ribosomal protein L13 - Oryza sativa (japonica cultivar-group"	UniRef90_Q94J17	"CHR1V7|COORD:29580890..29582299| EMB1473 (EMBRYO DEFECTIVE 1473); structural constituent of ribosome"	AT1G78630.1	CHR01V5|COORD:31693863..31696264|protein 50S ribosomal protein L13, chloroplast precursor, putative, expressed	LOC_Os01g54540.1	" no descriptionmoderately similar to ( 291)AT1G78630| Symbols: EMB1473 | EMB1473 (EMBRYO DEFECTIVE 1473); structural constituent of ribosome | chr1:29580890-29582299 FORWARDmoderately similar to ( 291)RK13_SPIOL50S ribosomal protein L13, chloroplast precursor - Spinacia oleracea (Spinach)not assigned not assigned rplM RplM Ribosomal_L13 Ribosomal_L13 rpl13p "	protein.synthesis.mito/plastid ribosomal protein	29_2_1

CUST_662_PI403524517	2	0.15835667	-0.27852058	-0.08600426	0.09669781	-0.039624214	0.039624214	35_175	"Cluster: Hypothetical protein OSJNBa0095C07.6; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0095C07.6 - Oryza sativa (japonica cu"	UniRef90_Q8S7N5	CHR5V7|COORD:18911914..18914425| protein kinase family protein	AT5G46570.1	CHR10V5|COORD:22320335..22324577|protein ATP binding protein, putative, expressed	LOC_Os10g42110.1	no descriptionhighly similar to ( 781)AT5G46570| Symbols:  | protein kinase family protein | chr5:18911914-18914425 FORWARDweakly similar to ( 124)CRI4_MAIZEPutative receptor protein kinase CRINKLY4 precursor - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pkinase S_TKc PTKc Pkinase_Tyr TyrKc S_TKc PTKc_Csk_like PTKc_Fes_like PTKc_Frk_like PTKc_Jak_rpt2 PTKc_Abl PTKc_Srm_Brk PTKc_Csk PTKc_Chk PTKc_Src_like PTKc_Btk_Bmx PTKc_Tec_like PTK_Jak2_Jak3_rpt1 PTKc_Src PTKc_Tyk2_rpt2 PTKc_EphR PTKc_ALK_LTK PTKc_Syk_like PTKc_Trk PTKc_Ack_like PTKc_Lck_Blk PTK_CCK4 PTKc_Ror PTKc_Fyn_Yrk PTKc_Yes PTKc_Musk PTKc_InsR_like PTKc_Fes PTKc_Itk PTKc_Tec_Rlk PTKc_Fer PTKc_c-ros PTKc_Lyn PTKc_TrkB PTKc_Axl PTKc_Axl_like PTKc_EphR_A10 PTKc_EphR_A2 PTKc_Jak1_rpt2 PTKc_TrkC PTKc_EphR_B PTKc_Jak2_Jak3_rpt2 PTKc_IGF-1R PTKc_Ror1 PTKc_TrkA PTKc_PDGFR PTKc_Hck PTKc_EGFR_like PTKc_Met_Ron PTKc_EphR_A	protein.postranslational modification	29_4

CUST_152246_PI403524517	2	0.012965202	0.47257328	0.002530098	-0.09243631	-0.002530098	-0.4815035	35_42555	"Cluster: Hypothetical protein P0668H12.23; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0668H12.23 - Oryza sativa (japonica cultivar-g"	UniRef90_Q75M14		0	CHR05V5|COORD:289174..282173|protein YT521-B-like family protein, expressed	LOC_Os05g01520.1	no description	not assigned.unknown	35_2

CUST_32239_PI403524517	2	0.035603523	-0.09531689	-0.029194832	0.010816574	0.049245834	-0.010816574	35_9298	"Cluster: Splicing factor 3B subunit 4, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Splicing factor 3B subunit 4, putative, expressed -"	UniRef90_Q7XDP6	CHR4V7|COORD:7758606..7760888| leucine-rich repeat family protein / extensin family protein	AT4G13340.1	CHR10V5|COORD:16421355..16425847|protein splicing factor 3B subunit 4, putative, expressed	LOC_Os10g31900.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Drf_FH1 DUF1421 Extensin_2 Atrophin-1 Cytadhesin_P30 PRK08853 SSDP Totivirus_coat Amelogenin PRK07764	not assigned.unknown	35_2

CUST_79781_PI403524517	2	0.21006012	-0.5037384	-0.16302776	0.1475811	-0.01478672	0.01478672	35_22880	"Cluster: SEC14 cytosolic factor-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: SEC14 cytosolic factor-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q652I7	CHR1|COORD:10887677..10890314| similar to SEC14 cytosolic factor family protein / phosphoglyceride transfer family protein [Arabidopsis thaliana]	AT1G30690.2	CHR06V5|COORD:27874116..27876422|protein patellin-5, putative, expressed	LOC_Os06g45990.2	no descriptionmoderately similar to ( 246)AT1G30690| Symbols:  | transporter | chr1:10888266-10890067 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned SEC14 SEC14 CRAL_TRIO PRK12678 PRK07003 PRK07764 TT_ORF1	DNA.unspecified	28_99

CUST_125866_PI403524517	2	-0.06116104	0.20346737	0.14288235	0.004729271	-0.054888725	-0.0047283173	35_35440	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_43958_PI403524517	2	0.12351084	0.29592085	-0.031160831	-0.40929413	0.031161308	-0.38935757	35_12615	Rep: OSIGBa0130B08.2 protein - Oryza sativa (Rice)	UniRef90_Q01IU8	CHR2V7|COORD:17984696..17986573| similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE91029.1)	AT2G43250.1	CHR04V5|COORD:24305991..24308596|protein expressed protein	LOC_Os04g41330.1	no descriptionweakly similar to ( 152)AT2G43250| Symbols:  | similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE91029.1) | chr2:17984696-17986573 FORWARDnot assigned PRK12323	not assigned.unknown	35_2

CUST_33546_PI403524517	2	-0.20609188	-0.46988583	-0.009876251	0.082312584	0.09296703	0.009877205	35_9671	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QWE5	"CHR1V7|COORD:621637..622137| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G02370.1); similar to Os05g0362300 [Oryza sativa (japonica cultivar-grou"	AT1G02816.1	CHR12V5|COORD:5070517..5069755|protein expressed protein	LOC_Os12g09620.1	" no descriptionvery weakly similar to (99.8)AT1G02816| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G02370.1); similar to Os05g0362300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001055314.1); similar to Protein of unknown function, DUF538 [Oryza sativa (japonica cultivar-group)] (GB:AAX95409.1); similar to Os05g0362500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001055315.1); contains InterPro domain Protein of unknown function DUF538; (InterPro:IPR007493) | chr1:621637-622137 FORWARDnot assigned not assigned DUF538 "	not assigned.unknown	35_2

CUST_16571_PI403524517	2	0.008479118	-0.5232992	-0.06453228	0.027770996	-0.008478165	0.076087	35_4786	"Cluster: Os05g0114600 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0114600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DL97	CHR4V7|COORD:11659822..11660214| similar to Os05g0114600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001054462.1)	AT4G22000.1	CHR05V5|COORD:769915..772696|protein expressed protein	LOC_Os05g02410.1	no descriptionweakly similar to ( 152)AT4G22000| Symbols:  | similar to Os05g0114600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001054462.1) | chr4:11659822-11660214 REVERSE	not assigned.unknown	35_2

CUST_7401_PI399408534	2	0.30647612	1.0569458	-0.16069078	0.037712574	-0.03771305	-0.21128654	35_23485	Rep: F2D10.15 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q9LM88	CHR1V7|COORD:7164527..7167923| DNA-binding bromodomain-containing protein	AT1G20670.1	CHR09V5|COORD:21757050..21751268|protein DNA binding protein, putative, expressed	LOC_Os09g37760.1	no descriptionvery weakly similar to (52.0)AT1G20670| Symbols:  | DNA-binding bromodomain-containing protein | chr1:7164527-7167923 REVERSE	RNA.regulation of transcription.Bromodomain proteins	27_3_42

CUST_10250_PI404877155	2	-0.03934288	0.12404442	-0.043390274	-0.0111961365	0.032024384	0.0111961365	Contig3971_at	pre-mRNA splicing factor [Oryza sativa (japonica cultivar-group)]	BAC78592.1	SC35-like splicing factor, 30 kD (SCL30)	At3g55460.1	protein RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain), putative	Os12g38430	0.2_HMGI_Y T01851	RNA.processing	27_1

CUST_95376_PI403524517	2	-0.29982948	-0.049375534	0.70430374	0.2055397	0.049375534	-0.2501936	35_27255	"Cluster: Hypothetical protein P0509B06.5; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0509B06.5 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q5VRD7	0	0	CHR06V5|COORD:2262977..2260652|protein expressed protein	LOC_Os06g05120.2	no description	not assigned.unknown	35_2

CUST_57345_PI403524517	2	0.12112808	0.14971495	0.34733677	-0.14851904	-0.5133157	-0.12112856	35_16354	Rep: Deoxymugineic acid synthase1 - Triticum aestivum (Wheat)	UniRef90_Q0PCF3	CHR1V7|COORD:22071698..22074253| aldo/keto reductase, putative	AT1G59950.1	CHR03V5|COORD:7208077..7210862|protein NAD(P)H-dependent oxidoreductase, putative, expressed	LOC_Os03g13390.2	 no descriptionmoderately similar to ( 352)AT1G59950| Symbols:  | aldo/keto reductase, putative | chr1:22071698-22074253 REVERSEmoderately similar to ( 392)NADO1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Aldo_ket_red ARA1 dkgA dkgB Tas COG4989 Herpes_BLLF1 PRK10376 PRK07003 COG1453 PRK07764 Tymo_45kd_70kd DUF566 PRK12323 	minor CHO metabolism.others	3_5

CUST_112961_PI403524517	2	0.04450035	-0.102599144	-0.044499397	0.15680218	0.10893059	-0.07058525	35_32063	"Cluster: Os01g0112100 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0112100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JRA3	CHR1V7|COORD:16816094..16817173| DNA binding / ligand-dependent nuclear receptor	AT1G44191.1	CHR01V5|COORD:636111..630813|protein expressed protein	LOC_Os01g02170.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Extensin_2 PRK12323 Atrophin-1 Tymo_45kd_70kd PRK07764 DUF1421 PRK10819 PRK07003 DUF605 PRK05648 Drf_FH1 PRK09169 HPC2 GRASP55_65 Totivirus_coat DedD TonB AF-4 TT_ORF1 DUF566 KAR9 FAP DUF1210 tatB Herpes_glycop_D PRK12678 PRK08853 Herpes_BLLF1 IER Prog_receptor APC_basic Gag_spuma Herpes_DNAp_acc Pneumo_att_G DUF1509 Herpes_TAF50 PRK06958	not assigned.unknown	35_2

CUST_72833_PI403524517	2	0.22621632	-0.2762761	0.07878685	-0.07878637	-0.3763113	0.12292147	35_20882	"Cluster: 'putative inositol-1, 4, 5-trisphosphate 5-phosphatase'; n=1; Oryza sativa (japonica cultivar-group)|Rep: 'putative inositol-1, 4,"	UniRef90_Q6AVN0	CHR5V7|COORD:1468576..1470483| endonuclease/exonuclease/phosphatase family protein	AT5G04980.1	CHR05V5|COORD:23950403..23955863|protein type I inositol-1,4,5-trisphosphate 5-phosphatase CVP2, putative, expressed	LOC_Os05g41000.1	no descriptionmoderately similar to ( 365)AT5G04980| Symbols:  | endonuclease/exonuclease/phosphatase family protein | chr5:1468576-1470685 REVERSEnot assigned not assigned not assigned IPPc COG5411 Exo_endo_phos	DNA.synthesis/chromatin structure	28_1

CUST_102474_PI403524517	2	0.12615967	0.5373125	-0.0015850067	-0.044997215	-0.22217464	0.0015859604	35_29232	"Cluster: Hypothetical protein OJ1127_E01.117; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1127_E01.117 - Oryza sativa (japonica cult"	UniRef90_Q84ZS5		0	CHR07V5|COORD:23668732..23666427|protein hypothetical protein	LOC_Os07g39500.1	no description	not assigned.unknown	35_2

CUST_18202_PI403524517	2	-0.0169096	-0.3539257	0.016910553	0.06058407	0.034861565	-0.034671783	35_5255	"Cluster: Os07g0633800 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os07g0633800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D4D3	CHR1V7|COORD:27520382..27521013| similar to conserved hypothetical protein [Medicago truncatula] (GB:ABD32847.1)	AT1G73177.1	0	0	no descriptionvery weakly similar to (85.9)AT1G73177| Symbols:  | similar to conserved hypothetical protein [Medicago truncatula] (GB:ABD32847.1) | chr1:27520382-27521013 REVERSE	not assigned.unknown	35_2

CUST_93550_PI403524517	2	0.28182793	0.0031199455	0.13120651	-0.0031204224	-0.03721714	-0.23071957	35_26747	"Cluster: OSJNBa0005N02.6 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0005N02.6 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XUI5	CHR3V7|COORD:15528760..15534915| tubulin family protein	AT3G43610.1	CHR04V5|COORD:28269568..28264943|protein gamma-tubulin complex component 6, putative, expressed	LOC_Os04g47906.2	no descriptionweakly similar to ( 185)AT3G43610| Symbols:  | tubulin family protein | chr3:15528760-15534915 REVERSEnot assigned not assigned not assigned Spc97_Spc98	cell.organisation	31_1

CUST_74137_PI403524517	2	-0.10936642	0.23456192	-0.066586494	0.06658554	-0.0882206	0.07226658	35_21261	"Cluster: Hypothetical protein OSJNBb0075O18.114; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0075O18.114 - Oryza sativa (japonic"	UniRef90_Q84YY4	CHR5V7|COORD:13377689..13378607| peptidyl-prolyl cis-trans isomerase	AT5G35100.1	CHR08V5|COORD:11721881..11726777|protein peptidyl-prolyl cis-trans isomerase, cyclophilin-type family protein, expressed	LOC_Os08g19610.3	" no descriptionmoderately similar to ( 226)AT5G35100| Symbols:  | similar to CYP5 (cyclophilin 5) [Arabidopsis thaliana] (TAIR:AT2G29960.2); similar to Cyclophilin type peptidyl-prolyl cis-trans isomerase (ISS) [Ostreococcus tauri] (GB:CAL51850.1); similar to Os08g0292600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001061466.1); contains InterPro domain Peptidyl-prolyl cis-trans isomerase, cyclophilin type; (InterPro:IPR002130) | chr5:13377689-13378607 REVERSEnot assigned not assigned not assigned not assigned cyclophilin cyclophilin_ABH_like Pro_isomerase cyclophilin_WD40 "	cell.cycle.peptidylprolyl isomerase	31_3_1

CUST_60711_PI403524517	2	-0.014462471	-0.16109371	0.014462471	0.07960129	0.153368	-0.016062737	35_17317	"Cluster: Aspartate kinase-homoserine dehydrogenase precursor; n=2; Oryza sativa|Rep: Aspartate kinase-homoserine dehydrogenase precursor - Oryza sativa (Rice)"	UniRef90_P93402	"CHR1V7|COORD:11158725..11163036| AK-HSDH I (ASPARTATE KINASE-HOMOSERINE DEHYDROGENASE I); aspartate kinase/ homoserine dehydrogenase"	AT1G31230.1	CHR09V5|COORD:7008516..6994049|protein bifunctional aspartokinase/homoserine dehydrogenase 2, chloroplast precursor, putative, expressed	LOC_Os09g12290.1	" no descriptionmoderately similar to ( 338)AT1G31230| Symbols: AK-HSDH I | AK-HSDH I (ASPARTATE KINASE-HOMOSERINE DEHYDROGENASE I); aspartate kinase/ homoserine dehydrogenase | chr1:11158725-11163036 REVERSEmoderately similar to ( 376)AKH2_MAIZEBifunctional aspartokinase/homoserine dehydrogenase 2, chloroplast precursor - Zea mays (Maize)not assigned metL Homoserine_dh thrA ThrA PRK06270 PRK06349 PRK08374 PRK06392 PRK06813 "	amino acid metabolism.synthesis.aspartate family.misc.homoserine.aspartate kinase	13_1_3_6_1_1

CUST_177539_PI403524517	2	0.24280024	-0.738924	0.11578131	0.2096138	-0.11578131	-0.16707802	35_49385	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_64110_PI403524517	2	0.03997612	0.03162384	-0.17969704	0.14513111	-0.12626076	-0.03162384	35_18308	"Cluster: MutT domain protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: MutT domain protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q67V42	"CHR5V7|COORD:19327617..19329310| ATNUDT2 (Arabidopsis thaliana Nudix hydrolase homolog 2); ADP-ribose diphosphatase/ NAD binding / hydrolase"	AT5G47650.1	CHR06V5|COORD:25721181..25717154|protein nudix hydrolase 2, putative, expressed	LOC_Os06g42790.1	"no descriptionweakly similar to ( 195)AT5G47650| Symbols: ATNUDT2 | ATNUDT2 (Arabidopsis thaliana Nudix hydrolase homolog 2); ADP-ribose diphosphatase/ NAD binding / hydrolase | chr5:19327617-19329310 REVERSEnot assigned Nudix_Hydrolase_12 NUDIX Nudix_Hydrolase Nudix_Hydrolase_17 Nudix_Hydrolase_15 DR1025_like Nudix_Hydrolase_13 Nudix_Hydrolase_19 Ap4A_hydrolase_plant_like MTH1 COG1051 MutT_pyrophosphohydrolase"	not assigned.no ontology	35_1

CUST_15703_PI399408534	2	0.056591034	0.09698868	-0.1626854	0.019584656	-0.06283665	-0.01958561	35_17765	"Cluster: Putative zinc finger protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative zinc finger protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q9AV38	CHR1V7|COORD:28375081..28376378| zinc knuckle (CCHC-type) family protein	AT1G75560.1	CHR10V5|COORD:20985746..20981898|protein DNA-binding protein HEXBP, putative, expressed	LOC_Os10g39820.1	no descriptionmoderately similar to ( 268)AT1G75560| Symbols:  | zinc knuckle (CCHC-type) family protein | chr1:28375081-28376378 REVERSEnot assigned AIR1	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_23528_PI403524517	2	0.19205856	0.65469265	-0.12421131	-0.14918327	-0.032198906	0.03219986	35_6839	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10Q32	"CHR3V7|COORD:11239658..11241362| EMB2076 (EMBRYO DEFECTIVE 2076); binding"	AT3G29290.1	CHR03V5|COORD:5796992..5799853|protein expressed protein	LOC_Os03g11310.1	"no descriptionmoderately similar to ( 218)AT3G29290| Symbols: EMB2076 | EMB2076 (EMBRYO DEFECTIVE 2076); binding | chr3:11239658-11241362 FORWARDvery weakly similar to (67.4)RF1_ORYSA"	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_90913_PI403524517	2	0.08334637	0.16987705	-0.16380787	-0.13149929	0.046168327	-0.046168327	35_26002	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_94302_PI403524517	2	0.0023479462	0.6813097	-0.021566391	-0.14675903	-0.0023479462	0.036886215	35_26959	"Cluster: Os05g0177100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0177100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DKB4	0	0	CHR05V5|COORD:4601064..4599580|protein F-box domain containing protein, expressed	LOC_Os05g08460.1	no description	not assigned.unknown	35_2

CUST_82667_PI403524517	2	0.15747547	-0.57279015	-0.07540798	-0.14620018	0.07540703	0.33458233	35_23710	"Cluster: Hypothetical protein; n=1; Chaetomium globosum CBS 148.51|Rep: Hypothetical protein - Chaetomium globosum CBS 148.51"	UniRef90_Q2GN38	CHR5V7|COORD:10292793..10295105| trihelix DNA-binding protein, putative	AT5G28300.1	0	0	no description	not assigned.unknown	35_2

CUST_62696_PI403524517	2	-0.001127243	-8.9645386E-4	-0.22343922	8.9740753E-4	0.025551796	0.07759094	35_17874	"Cluster: Coatomer alpha subunit; n=1; Hordeum vulgare subsp. vulgare|Rep: Coatomer alpha subunit - Hordeum vulgare var. distichum (Two-rowed barley)"	UniRef90_Q6RYF4	CHR2V7|COORD:9159508..9163657| coatomer protein complex, subunit alpha, putative	AT2G21390.1	CHR09V5|COORD:2131704..2125232|protein coatomer subunit alpha, putative, expressed	LOC_Os09g04110.2	 no descriptionweakly similar to ( 132)AT2G21390| Symbols:  | coatomer protein complex, subunit alpha, putative | chr2:9159508-9163657 FORWARDnot assigned not assigned WD40 	cell. vesicle transport	31_4

CUST_115296_PI403524517	2	0.21684408	0.46538258	0.013130665	-0.14428711	-0.28365803	-0.013131142	35_32706	"Cluster: Putative serine/threonine protein kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative serine/threonine protein kinase - Oryza sativa (jap"	UniRef90_Q6YUS6	CHR4V7|COORD:16946734..16950410| protein kinase family protein	AT4G35780.1	CHR02V5|COORD:1056830..1050786|protein ATP binding protein, putative, expressed	LOC_Os02g02780.1	no descriptionvery weakly similar to (97.8)AT4G35780| Symbols:  | protein kinase family protein | chr4:16946734-16950410 REVERSEnot assigned not assigned PTKc TyrKc Pkinase_Tyr PTKc_Abl PTKc_Btk_Bmx S_TKc S_TKc	protein.postranslational modification	29_4

CUST_62120_PI403524517	2	-0.015117645	0.66985416	0.12184334	-0.13886833	0.015117645	-0.06407642	35_17717	"Cluster: Hypothetical protein OJ1119_H02.11; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1119_H02.11 - Oryza sativa (japonica cultiv"	UniRef90_Q6AVN2	CHR1V7|COORD:20733138..20734193| zinc finger (C3HC4-type RING finger) family protein	AT1G55530.1	CHR05V5|COORD:23942999..23940329|protein RHC1A, putative, expressed	LOC_Os05g40980.1	no descriptionweakly similar to ( 195)AT1G55530| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr1:20733138-20734193 REVERSEvery weakly similar to (55.5)EL5_ORYSAnot assigned not assigned not assigned COG5540 RING HRD1 RING	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_39185_PI403524517	2	0.008937836	-0.6903744	-0.005997658	-0.03961754	0.19461727	0.0059986115	35_11269	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_87250_PI403524517	2	-0.32054615	1.319067	-0.3161049	0.35994816	-0.17629719	0.17629719	35_24983	"Cluster: Putative xyloglucan endotransglycosylase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative xyloglucan endotransglycosylase - Oryza sativa (jap"	UniRef90_Q5Z6H1	"CHR5V7|COORD:23324522..23325461| TCH4 (TOUCH 4); hydrolase, acting on glycosyl bonds"	AT5G57560.1	CHR06V5|COORD:29136090..29138508|protein xyloglucan endotransglucosylase/hydrolase protein 23 precursor, putative, expressed	LOC_Os06g48170.1	" no descriptionvery weakly similar to (55.5)AT5G57560| Symbols: XTH22, TCH4 | TCH4 (TOUCH 4); hydrolase, acting on glycosyl bonds | chr5:23324522-23325461 REVERSEvery weakly similar to (52.8)XTH8_ORYSAXET_C "	cell wall.modification	10_7

CUST_5729_PI403524517	2	-0.010016441	-0.31021595	0.010015488	-0.018157005	0.10229492	0.06153679	35_1583	"Cluster: Oligopeptidase A-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Oligopeptidase A-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K9T1	CHR5V7|COORD:26239177..26243010| peptidase M3 family protein / thimet oligopeptidase family protein	AT5G65620.1	CHR02V5|COORD:35682638..35676940|protein oligopeptidase A, putative, expressed	LOC_Os02g58340.1	no descriptionmoderately similar to ( 234)AT5G65620| Symbols:  | peptidase M3 family protein / thimet oligopeptidase family protein | chr5:26239177-26243010 FORWARDnot assigned not assigned Dcp PRK10911 Peptidase_M3 PRK10280	protein.degradation	29_5

CUST_134218_PI403524517	2	0.41213608	0.15755463	0.048919678	-0.33940125	-0.33641243	-0.048918724	35_37663	"Cluster: NADH-ubiquinone oxidoreductase 49 kDa subunit; n=29; Streptophytina|Rep: NADH-ubiquinone oxidoreductase 49 kDa subunit - Arabidopsis thaliana (Mouse-ea"	UniRef90_P93306	CHRMV7|COORD:132071..138153| NADH dehydrogenase subunit 7	ATMG00510.1	0	0	no descriptionvery weakly similar to (85.1)ATMG00510| Symbols: NAD7 | NADH dehydrogenase subunit 7 | chrM:132071-138153 FORWARDvery weakly similar to (88.6)NDUS2_NEPOLNADH-ubiquinone oxidoreductase 49 kDa subunit - Nephroselmis olivaceanot assigned PRK06075 NuoD HycE nuoC PRK12322	mitochondrial electron transport / ATP synthesis.NADH-DH.localisation not clear	9_1_2

CUST_8759_PI399408534	2	0.19631863	-0.21482849	0.003296852	0.006011009	-0.003296852	-0.00429821	35_2341	"Cluster: Putative NAC2 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative NAC2 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6YYW2	"CHR3V7|COORD:3271723..3273892| ANAC053 (Arabidopsis NAC domain containing protein 53); transcription factor"	AT3G10500.1	CHR08V5|COORD:28016394..28011738|protein no apical meristem protein, expressed	LOC_Os08g44820.1	"no descriptionmoderately similar to ( 268)AT3G10500| Symbols: ANAC053 | ANAC053 (Arabidopsis NAC domain containing protein 53); transcription factor | chr3:3271723-3273892 FORWARDweakly similar to ( 165)NAC74_ORYSANAM AF-4 PRK07003"	RNA.regulation of transcription.NAC domain transcription factor family	27_3_27

CUST_57761_PI403524517	2	0.007819176	-0.76937103	-0.2056427	0.34933853	-0.007820129	0.0569458	35_16468	"Cluster: NADH dependent Glutamate Synthase precursor; n=3; BEP clade|Rep: NADH dependent Glutamate Synthase precursor - Oryza sativa (Rice)"	UniRef90_Q9ZNX7	CHR5V7|COORD:21717744..21726855| GLT1 (NADH-dependent glutamate synthase 1 gene)	AT5G53460.1	CHR01V5|COORD:28429778..28418056|protein glutamate synthase, chloroplast precursor, putative, expressed	LOC_Os01g48960.1	 no descriptionhighly similar to ( 947)AT5G53460| Symbols: GLT1 | GLT1 (NADH-dependent glutamate synthase 1 gene) | chr5:21717744-21726855 FORWARDhighly similar to ( 966)GLSN_MEDSAGlutamate synthase [NADH], chloroplast precursor - Medicago sativa (Alfalfa)not assigned not assigned not assigned not assigned gltD GltD PRK11749 PRK12831 PRK12769 PRK12771 PRK12778 PRK12814 PRK12809 PRK12775 gltB_C PRK12770 GltB PRK09853 Pyr_redox_2 PRK12779 gltB TrxB GXGXG Lpd GXGXG HcaD PRK07233 PRK07208 PRK06567 COG1233 COG3349 PRK06292 HemY AhpF 	N-metabolism.ammonia metabolism.glutamate synthase	12_2_1

CUST_50177_PI403524517	2	0.016151428	0.059158325	0.0	0.0	-0.05579567	-0.02620697	35_14319	"Cluster: 60S ribosomal protein L8; n=5; Magnoliophyta|Rep: 60S ribosomal protein L8 - Solanum lycopersicum (Tomato) (Lycopersicon esculentum)"	UniRef90_P29766	"CHR2V7|COORD:7844233..7845242| EMB2296 (EMBRYO DEFECTIVE 2296); structural constituent of ribosome"	AT2G18020.1	CHR12V5|COORD:23316452..23318339|protein 60S ribosomal protein L2, putative, expressed	LOC_Os12g38000.1	no descriptionmoderately similar to ( 487)AT4G36130| Symbols:  | 60S ribosomal protein L8 (RPL8C) | chr4:17097616-17098659 FORWARDmoderately similar to ( 481)RL8_TOBAC60S ribosomal protein L8 - Nicotiana tabacum (Common tobacco)not assigned not assigned not assigned not assigned not assigned rpl2p RplB Ribosomal_L2_C rpl2 rplB Ribosomal_L2 Herpes_BLLF1 PRK07003	protein.synthesis.mito/plastid ribosomal protein.plastid	29_2_1_1

CUST_78881_PI403524517	2	-0.061564445	-0.16933823	-0.032723427	0.1983757	0.032722473	0.19102478	35_22623	"Cluster: OSJNBa0067K08.24 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0067K08.24 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XUL1	CHR2V7|COORD:10578334..10579649| peroxidase, putative	AT2G24800.1	CHR04V5|COORD:24705559..24701241|protein peroxidase 18 precursor, putative, expressed	LOC_Os04g42100.1	 no descriptionweakly similar to ( 198)AT2G24800| Symbols:  | peroxidase, putative | chr2:10578334-10579649 REVERSEweakly similar to ( 126)PER1_WHEATPeroxidase precursor - Triticum aestivum (Wheat)not assigned not assigned secretory_peroxidase plant_peroxidase peroxidase ascorbate_peroxidase PRK12323 	misc.peroxidases	26_12

CUST_15747_PI404877155	2	0.039661407	0.8929014	-0.04919243	-0.025475502	0.025475502	-0.08317566	Contig9579_at	phytochrome C [Triticum aestivum]	CAC82798.1	phytochrome C (PHYC)	At5g35840.1	protein phytochrome C	Os03g54080	phytochrome C (PHYC), identical to SP:P14714 Phytochrome C {Arabidopsis thaliana}	signalling.light	30_11

CUST_74364_PI403524517	2	0.013629913	0.061540604	0.06376743	-0.013630867	-0.10275555	-0.26071262	35_21323	"Cluster: Putative amino acid carrier; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative amino acid carrier - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8RZP7	"CHR1V7|COORD:29080095..29082146| AAP3 (amino acid permease 3); amino acid permease"	AT1G77380.1	CHR01V5|COORD:38640480..38637432|protein amino acid carrier, putative, expressed	LOC_Os01g66010.1	"no descriptionweakly similar to ( 189)AT1G44100| Symbols: AAP5 | AAP5 (amino acid permease 5); amino acid permease | chr1:16767091-16769663 REVERSEnot assigned Aa_trans"	transport.amino acids	34_3

CUST_28390_PI403524517	2	0.036268234	-1.0769405	0.859396	-0.036268234	0.22183228	-0.5465698	35_8206	"Cluster: Putative peroxidase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative peroxidase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5JMS4	CHR1V7|COORD:26968021..26970219| peroxidase 12 (PER12) (P12) (PRXR6)	AT1G71695.1	CHR01V5|COORD:42756350..42759466|protein peroxidase 12 precursor, putative, expressed	LOC_Os01g73170.1	no descriptionvery weakly similar to (95.9)AT1G71695| Symbols:  | peroxidase 12 (PER12) (P12) (PRXR6) | chr1:26968021-26970219 FORWARDvery weakly similar to (86.3)PER2_HORVUPeroxidase 2 - Hordeum vulgare (Barley)secretory_peroxidase plant_peroxidase peroxidase	misc.peroxidases	26_12

CUST_31694_PI403524517	2	0.27419662	0.16721821	-0.041614056	0.041614056	-0.08494568	-0.34342957	35_9145	"Cluster: Putative pollen-specific protein NTP303; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative pollen-specific protein NTP303 - Oryza sativa (japon"	UniRef90_Q7XIF0	"CHR5V7|COORD:26740189..26742596| SKS17 (SKU5 Similar 17); copper ion binding / oxidoreductase"	AT5G66920.1	CHR07V5|COORD:1053439..1056430|protein L-ascorbate oxidase homolog precursor, putative, expressed	LOC_Os07g02810.1	"no descriptionmoderately similar to ( 288)AT5G66920| Symbols: SKS17 | SKS17 (SKU5 Similar 17); copper ion binding / oxidoreductase | chr5:26740189-26742596 FORWARDmoderately similar to ( 225)NTP3_TOBACnot assigned Cu-oxidase Cu-oxidase_3 SufI Herpes_BLLF1"	not assigned.no ontology	35_1

CUST_13944_PI404877155	2	0.14946651	-1.0453501	-0.13087559	-0.07824707	0.10773659	0.07824707	Contig7706_at	dessication-related protein, putative [Arabidopsis thaliana]	AAM65140.1	expressed protein	At3g62730.1	protein hypothetical protein	Os03g22470	dessication-related protein -related	stress.abiotic.unspecified	20_2_99

CUST_107348_PI403524517	2	-0.6669493	0.28377914	0.19357872	0.098760605	-0.098760605	-0.33183098	35_30550	"Cluster: Hypothetical protein OSJNBa0009E21.4; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0009E21.4 - Oryza sativa (japonica cu"	UniRef90_Q6I5K1		0	CHR05V5|COORD:22745254..22745496|protein hypothetical protein	LOC_Os05g38940.1	no description	not assigned.unknown	35_2

CUST_115746_PI403524517	2	0.18043995	0.08615589	-0.08615494	-0.097400665	-0.23306847	0.18252563	35_32824	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_72286_PI403524517	2	0.07608414	-0.1872797	0.035572052	-0.09943771	-0.01983738	0.019836426	35_20717	"Cluster: Putative far-red impaired response protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative far-red impaired response"	UniRef90_Q6K4T2	0	0	CHR02V5|COORD:10692548..10696750|protein transposon protein, putative, unclassified, expressed	LOC_Os02g18370.1	no description	not assigned.unknown	35_2

CUST_16299_PI399408534	2	0.03936577	0.2237215	-0.06364441	-0.12852097	0.06436062	-0.039366722	35_4288	Rep: Putative RNA methyltransferases - Oryza sativa (Rice)	UniRef90_Q9AUK9	CHR4V7|COORD:17861562..17863004| tRNA/rRNA methyltransferase (SpoU) family protein	AT4G38020.1	CHR03V5|COORD:27263450..27265347|protein spoU rRNA Methylase family protein, putative, expressed	LOC_Os03g48050.1	no descriptionmoderately similar to ( 238)AT4G38020| Symbols:  | tRNA/rRNA methyltransferase (SpoU) family protein | chr4:17861562-17863004 FORWARDnot assigned SpoU SpoU_methylase	RNA.processing	27_1

CUST_49350_PI403524517	2	0.025316238	0.03722763	0.013521194	-0.02668953	-0.013519287	-0.013519287	35_14077	Rep: Tubulin alpha-2 chain - Zea mays (Maize)	UniRef90_P14641	CHR4V7|COORD:8548765..8550315| TUA6 (tubulin alpha-6 chiain)	AT4G14960.2	CHR03V5|COORD:29476672..29479679|protein tubulin alpha-3 chain, putative, expressed	LOC_Os03g51600.3	no descriptionmoderately similar to ( 244)AT4G14960| Symbols: TUA6 | TUA6 (tubulin alpha-6 chiain) | chr4:8548765-8550315 REVERSEmoderately similar to ( 253)TBA_WHEATTubulin alpha chain - Triticum aestivum (Wheat)not assigned alpha_tubulin COG5023 Tubulin_C Tubulin_FtsZ beta_tubulin epsilon_tubulin gamma_tubulin	cell.organisation	31_1

CUST_57506_PI403524517	2	0.15055084	-0.5297346	-0.23397255	0.08386707	-0.0021266937	0.00212574	35_16397	"Cluster: Os08g0110800 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os08g0110800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J8H8	CHR4V7|COORD:6295604..6299755| KH domain-containing protein	AT4G10070.1	CHR08V5|COORD:566509..572070|protein far upstream element-binding protein 1, putative, expressed	LOC_Os08g01930.1	no descriptionweakly similar to ( 187)AT4G10070| Symbols:  | KH domain-containing protein | chr4:6295604-6299755 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Glutenin_hmw DUF1421 Extensin_2 Atrophin-1 KH-I KH_1 KH PCBP_like_KH PRK07764 PRK10263 PRK07003 Cytadhesin_P30 SSDP PRK12323 PRK11824 Prog_receptor PRK05648 FAP Pnp	not assigned.no ontology	35_1

CUST_92377_PI403524517	2	-1.3180771	-1.6867919	2.5094433	0.13007736	1.6836877	-0.13007784	35_26414	"Cluster: Hypothetical protein OSJNBa0083M16.11; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0083M16.11 - Oryza sativa (japonica"	UniRef90_Q943S6	CHR4V7|COORD:16466012..16468752| protein kinase family protein	AT4G34440.1	CHR01V5|COORD:1803069..1798726|protein expressed protein	LOC_Os01g04120.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07764 TT_ORF1 PRK12323 Gag_spuma PRK12678 Atrophin-1 PRK07003 Tymo_45kd_70kd DUF1777	not assigned.unknown	35_2

CUST_41587_PI403524517	2	0.013003349	0.38101864	-0.07178497	-0.13833523	-0.013003349	0.1556158	35_11951	"Cluster: Pherophorin-dz1 protein precursor; n=1; Volvox carteri f. nagariensis|Rep: Pherophorin-dz1 protein precursor - Volvox carteri f. nagariensis"	UniRef90_Q8L685	CHR4V7|COORD:7758606..7760888| leucine-rich repeat family protein / extensin family protein	AT4G13340.1	CHR08V5|COORD:395077..393302|protein vegetative cell wall protein gp1 precursor, putative, expressed	LOC_Os08g01690.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Drf_FH1 Extensin_2 DUF1421 DUF1210 PRK07764 Atrophin-1 Tymo_45kd_70kd GRASP55_65 PRK06958 PRK07003 PRK12323 PRK10819 MCPVI PRK05648 GRP tatB GP38 TT_ORF1 PRK10856 COG3921 DUF605 Totivirus_coat	not assigned.unknown	35_2

CUST_9214_PI399408534	2	-0.23271751	-0.14603043	0.1820488	0.03137207	0.28146458	-0.031371117	35_2305	"Cluster: Remorin-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Remorin-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XII4	CHR3V7|COORD:21312600..21313901| remorin family protein	AT3G57540.1	CHR07V5|COORD:22889245..22887540|protein DNA binding protein, putative, expressed	LOC_Os07g38170.1	no descriptionvery weakly similar to (77.4)AT3G57540| Symbols:  | remorin family protein | chr3:21312600-21313901 REVERSERemorin_C	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_92854_PI403524517	2	-0.2099309	0.38042212	0.13838434	-0.003958702	-0.19534683	0.003958702	35_26548	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_105948_PI403524517	2	-0.011469841	0.06956816	0.011469364	0.17275572	-0.39696407	-0.040268898	35_30165	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_11451_PI404877155	2	0.024730682	0.4138136	0.09987259	-0.11736488	-0.08089256	-0.024730682	Contig5117_at	hypothetical protein [Oryza sativa (japonica cultivar-group)] gb|AAP53953.1| hypothetical protein [Oryza sativa (japonica cultivar-group)]	NP_921666.1	expressed protein	At4g35905.1	protein expressed protein	Os10g30300	small nuclear ribonucleo protein E -related	RNA.processing	27_1

CUST_12214_PI404877155	2	-0.2846222	-0.43825722	-0.045693398	0.21061611	0.2108984	0.045693398	Contig5952_at	0	BAB20580.1	two-component responsive regulator / response reactor 3 (RR3)	At2g41310.1	protein Response regulator receiver domain, putative	Os01g72330	NONE	hormone metabolism.cytokinin.signal transduction	17_4_2

CUST_42432_PI403524517	2	0.01968193	-0.16286373	-0.13381958	0.15660095	0.2825861	-0.019682884	35_12192	"Cluster: Hydroxyproline-rich glycoprotein DZ-HRGP precursor; n=1; Volvox carteri f. nagariensis|Rep: Hydroxyproline-rich glycoprotein DZ-HRGP precursor - Volvox"	UniRef90_Q9SBM1	CHR4V7|COORD:7758606..7760888| leucine-rich repeat family protein / extensin family protein	AT4G13340.1	CHR02V5|COORD:29671952..29672750|protein expressed protein	LOC_Os02g48480.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TT_ORF1 PRK07764 DUF1421 Atrophin-1 FAP Extensin_2 PRK12323 COG5373 Drf_FH1 DUF605 Protamine_P1 PRK07003 tatB Tymo_45kd_70kd PRK05648 Pneumo_att_G PRK00708 PRK11633	not assigned.unknown	35_2

CUST_156146_PI403524517	2	0.10430145	0.6543865	-0.11383724	-0.2068448	0.36370277	-0.10430193	35_43606	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_137451_PI403524517	2	0.31289196	-0.24903679	-0.10042763	0.10042858	-0.20691013	0.24482346	35_38548	"Cluster: NADH-ubiquinone oxidoreductase 49 kDa subunit; n=29; Streptophytina|Rep: NADH-ubiquinone oxidoreductase 49 kDa subunit - Arabidopsis thaliana (Mouse-ea"	UniRef90_P93306	CHRMV7|COORD:132071..138153| NADH dehydrogenase subunit 7	ATMG00510.1	0	0	no descriptionweakly similar to ( 110)ATMG00510| Symbols: NAD7 | NADH dehydrogenase subunit 7 | chrM:132071-138153 FORWARDvery weakly similar to (86.3)NDUS2_NEPOLNADH-ubiquinone oxidoreductase 49 kDa subunit - Nephroselmis olivaceanot assigned PRK06075 Complex1_49kDa NuoD PRK07415	mitochondrial electron transport / ATP synthesis.NADH-DH.localisation not clear	9_1_2

CUST_1489_PI403524517	2	0.02577591	-0.02577591	-0.028591156	0.032598495	0.05621338	-0.032131195	35_393	"Cluster: Elongation factor 2; n=17; Magnoliophyta|Rep: Elongation factor 2 - Beta vulgaris (Sugar beet)"	UniRef90_O23755	"CHR1V7|COORD:20971910..20974742| LOS1 (Low expression of osmotically responsive genes 1); translation elongation factor/ translation factor, nucleic acid bindin"	AT1G56070.1	CHR02V5|COORD:18911065..18916199|protein elongation factor 2, putative, expressed	LOC_Os02g32030.1	" no descriptionnearly identical (1530)AT1G56070| Symbols: AT1G56075.1, LOS1 | LOS1 (Low expression of osmotically responsive genes 1); translation elongation factor/ translation factor, nucleic acid binding | chr1:20971910-20974742 REVERSEnearly identical (1514)EF2_BETVUElongation factor 2 - Beta vulgaris (Sugar beet)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned FusA PRK07560 EF2 aeEF2_snRNP_like_IV EF2_IV_snRNP Snu114p GTP_EFTU PRK12740 GTP_translation_factor PRK12739 eEF2_snRNP_like_C EFG_IV TypA_BipA PRK05433 LepA eEF2_snRNP_like_II LepA TypA EF-G PRK00007 eEF2_C_snRNP TetM_like EFG_C PRK10218 Elongation_Factor_C EF-G_bact RF3 PrfC eEF2_II_snRNP prfC PRK12317 SelB_euk EFG_mtEFG_C SelB TufB IF2_eIF5B SelB EF1_alpha TEF1 EF_Tu infB PRK04000 PRK12736 InfB tufA GCD11 CysN_ATPS PRK12735 PRK04004 EFG_like_IV PRK10512 PRK00049 eIF2_gamma infB mtEFG1_C "	protein.synthesis.elongation	29_2_4

CUST_75580_PI403524517	2	-0.08951473	0.17331314	0.0114851	0.22508335	-0.0114851	-0.17667007	35_21664	"Cluster: Putative AAA family ATPase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative AAA family ATPase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z7T4	CHR4V7|COORD:2020469..2023671| AAA-type ATPase family protein	AT4G04180.1	CHR02V5|COORD:30959409..30952740|protein ATP binding protein, putative, expressed	LOC_Os02g50680.1	no descriptionweakly similar to ( 171)AT4G04180| Symbols:  | AAA-type ATPase family protein | chr4:2020469-2023671 FORWARDvery weakly similar to (58.5)CDC48_CAPANCell division cycle protein 48 homolog - Capsicum annuum (Bell pepper)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned AAA RPT1 SpoVK PRK03992 COG1223 HflB hflB	protein.degradation.ubiquitin.proteasom	29_5_11_20

CUST_39445_PI403524517	2	-0.15480995	0.034591675	0.04356575	-0.03459263	-0.09085369	0.07190323	35_11346	"Cluster: Putative ubiquitin-conjugating enzyme; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ubiquitin-conjugating enzyme - Oryza sativa (japonica"	UniRef90_Q6I602	"CHR1V7|COORD:19755040..19763142| UBC26 (ubiquitin-conjugating enzyme 25); ubiquitin-protein ligase"	AT1G53020.1	CHR05V5|COORD:27655053..27650441|protein ubiquitin-conjugating enzyme E2, putative, expressed	LOC_Os05g48380.1	"no descriptionvery weakly similar to (93.2)AT2G16920| Symbols: UBC23 | UBC23 (ubiquitin-conjugating enzyme 22); ubiquitin-protein ligase | chr2:7341641-7345909 REVERSEnot assigned"	protein.degradation.ubiquitin	29_5_11

CUST_92502_PI403524517	2	-0.01407814	0.006462097	-0.15355873	0.156044	-0.006463051	0.11137676	35_26449	"Cluster: Hypothetical protein; n=1; Anaeromyxobacter sp. Fw109-5|Rep: Hypothetical protein - Anaeromyxobacter sp. Fw109-5"	UniRef90_A1HY15	"CHR1V7|COORD:5675918..5678679| SR45 (arginine/serine-rich 45); RNA binding"	AT1G16610.2	CHR09V5|COORD:2492529..2488758|protein DAG protein, chloroplast precursor, putative, expressed	LOC_Os09g04670.1	no description	not assigned.unknown	35_2

CUST_31862_PI403524517	2	0.0940609	0.4571767	0.015219688	-0.11444473	-0.015220165	-0.69182444	35_9192	"Cluster: Hypothetical protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53NN2	"CHR5V7|COORD:23958358..23959221| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G39560.1); similar to hypothetical protein MtrDRAFT_AC146757g30v1"	AT5G59350.1	CHR11V5|COORD:28235011..28236831|protein expressed protein	LOC_Os11g47730.2	no descriptionnot assigned TT_ORF1	not assigned.unknown	35_2

CUST_69193_PI403524517	2	0.2594185	0.20824814	0.039227486	-0.23490715	-0.14359283	-0.03922844	35_19796	"Cluster: Copalyl diphosphate synthase-like protein; n=1; Hordeum vulgare subsp. vulgare|Rep: Copalyl diphosphate synthase-like protein - Hordeum vulgare var. di"	UniRef90_Q673G0	0	0	CHR02V5|COORD:10283725..10273716|protein ent-kaurene synthase A, chloroplast precursor, putative, expressed	LOC_Os02g17780.1	 no descriptionvery weakly similar to (53.9)KSA_PEAEnt-kaurene synthase A, chloroplast precursor - Pisum sativum (Garden pea)	not assigned.unknown	35_2

CUST_15608_PI404877155	2	-0.07773399	0.9308605	0.3087349	-0.04775524	-0.013666153	0.013665199	Contig9443_at	putative SC35-like splicing factor SCL30a [Oryza sativa (japonica cultivar-group)]	BAC79901.1	SC35-like splicing factor, 33 kD (SCL33)	At1g55310.1	protein RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain), putative	Os07g43950	gi|9845307|ref|NP_064121.1| pr5	RNA.processing	27_1

CUST_177793_PI403524517	2	0.22783375	-0.92396164	-0.29397678	0.1508627	0.002626419	-0.0026273727	35_49452	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_3069_PI403524517	2	0.057720184	-0.29628563	-0.00839901	-0.011510849	0.07285118	0.008398056	35_835	"Cluster: Os01g0888700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0888700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JH23	CHR3V7|COORD:19044830..19047751| ATP binding / protein serine/threonine kinase	AT3G51270.1	CHR01V5|COORD:38962423..38958192|protein serine/threonine-protein kinase RIO2, putative, expressed	LOC_Os01g66520.1	no descriptionhighly similar to ( 572)AT3G51270| Symbols:  | ATP binding / protein serine/threonine kinase | chr3:19044830-19047751 FORWARDnot assigned not assigned not assigned RIO2_C COG0478 RIO RIO1 RIO Rio2_N RIO1 RIO1_like RIO1_euk RIO3_euk PRK01723	not assigned.no ontology	35_1

CUST_108367_PI403524517	2	0.23676777	-0.6122761	0.39441776	0.011154652	-0.011154175	-0.16791677	35_30826	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_8601_PI399408534	2	0.18375301	0.28799438	0.05738163	-0.14522934	-0.05738163	-0.07443714	35_6717	"Cluster: Putative transfactor; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative transfactor - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69V46	CHR2V7|COORD:73456..74902| myb family transcription factor	AT2G01060.1	CHR06V5|COORD:24267883..24272745|protein MYB-CC type transfactor, putative, expressed	LOC_Os06g40710.2	no descriptionmoderately similar to ( 209)AT2G01060| Symbols:  | myb family transcription factor | chr2:73456-74902 REVERSE	RNA.regulation of transcription.G2-like transcription factor family, GARP	27_3_20

CUST_133183_PI403524517	2	0.045977592	0.032204628	-0.07049751	0.019797325	-0.08899212	-0.019798279	35_37393	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_66100_PI403524517	2	0.04711151	0.13519669	-0.03545761	-0.20917606	-0.20766449	0.035456657	35_18876	"Cluster: Putative translation initiation factor eIF-2B epsilon subunit; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative translation initiation"	UniRef90_Q6K3F7	CHR2V7|COORD:14753419..14755611| eIF4-gamma/eIF5/eIF2-epsilon domain-containing protein	AT2G34970.1	CHR02V5|COORD:34778287..34787518|protein translation initiation factor eIF-2B epsilon subunit, putative, expressed	LOC_Os02g56740.2	no descriptionweakly similar to ( 188)AT2G34970| Symbols:  | eIF4-gamma/eIF5/eIF2-epsilon domain-containing protein | chr2:14753419-14755611 FORWARDnot assigned not assigned not assigned eIF5C W2	protein.synthesis.initiation	29_2_3

CUST_1921_PI404877155	2	0.040341377	0.07332802	-0.040341377	-0.056134224	-0.0416317	0.04614353	Contig12141_s_at	calmodulin-binding protein [Arabidopsis thaliana] dbj|BAB11263.1| unnamed protein product [Arabidopsis thaliana]	NP_568840.3	calmodulin-binding protein	At5g56360.1	protein expressed protein	Os01g16970	calmodulin-binding protein, similar to alpha glucosidase II beta subunit from GI:2104691 (Mus musculus)	signalling.calcium	30_3

CUST_8494_PI404877155	2	0.030845642	-0.22948456	-0.030845642	0.21262455	0.14417171	-0.05348301	Contig25090_at	putative gamma-aminobutyrate transaminase subunit precursor isozyme 3 [Oryza sativa (japonica cultivar-group)] dbj|BAD11549.1| putative gamm	BAD05337.1	4-aminobutyrate aminotransferase / gamma-amino-N-butyrate transaminase / GABA transaminase / beta-alanine--oxogl	At3g22200.1	protein aminotransferase, class III	Os08g10510	"GABA-T;GAMMA-AMINOBUTYRATE TRANSAMINASE;POLLEN-PISTIL INCOMPATIBILITY 2;POLLEN-PISTIL INTERACTION 2;4-aminobutyrate aminotransferase / gamma-amino-N-butyrate transaminase / GABA transaminase / beta-alanine--oxoglutarate aminotransferase, identical to gamm"	amino acid metabolism.synthesis.central amino acid metabolism.GABA.GABA transaminase	13_1_1_1_2

CUST_28371_PI403524517	2	0.95182276	-0.011684895	-0.67500544	1.2938676	-0.33135843	0.011684418	35_8200	"Cluster: Pyruvate orthophosphate dikinase; n=2; Echinochloa|Rep: Pyruvate orthophosphate dikinase - Echinochloa frumentacea"	UniRef90_Q5RZZ9	"CHR4V7|COORD:8864826..8869127| PPDK (PYRUVATE ORTHOPHOSPHATE DIKINASE); kinase/ pyruvate, phosphate dikinase"	AT4G15530.3	CHR05V5|COORD:19654714..19635363|protein pyruvate, phosphate dikinase, chloroplast precursor, putative, expressed	LOC_Os05g33570.3	 no descriptionmoderately similar to ( 270)AT4G15530| Symbols: PPDK | PPDK (PYRUVATE ORTHOPHOSPHATE DIKINASE) | chr4:8864826-8870746 REVERSEmoderately similar to ( 291)PPDK_MAIZEPyruvate, phosphate dikinase, chloroplast precursor - Zea mays (Maize)PRK09279 PpsA PEP-utilizers_C PtsA PEP-utilizers PRK06464 PRK11177 	gluconeogenese/ glyoxylate cycle.pyruvate dikinase	6_5

CUST_38307_PI403524517	2	0.09047699	-0.44021988	-0.09481621	0.029950142	-0.029949188	0.09927273	35_11025	"Cluster: Hypothetical protein OSJNBa0060A14.5; n=2; Oryza sativa|Rep: Hypothetical protein OSJNBa0060A14.5 - Oryza sativa (Rice)"	UniRef90_Q948J1	"CHR2V7|COORD:14304183..14306293| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G46980.2); similar to Os03g0837800 [Oryza sativa (japonica"	AT2G33793.1	CHR10V5|COORD:13511726..13517239|protein expressed protein	LOC_Os10g26560.1	" no descriptionweakly similar to ( 124)AT2G46980| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G33793.1); similar to SD07741p [Drosophila melanogaster] (GB:AAK93551.1); similar to Os10g0405500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001064559.1); contains domain Ribosome recycling factor, RRF (SSF55194) | chr2:19306937-19310498 REVERSE"	not assigned.unknown	35_2

CUST_7014_PI399408534	2	0.020496368	0.33713436	-0.06956577	-0.06893349	0.0032434464	-0.0032434464	35_7264	"Cluster: Protein kinase domain containing protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Protein kinase domain containing protein, express"	UniRef90_Q2QLI7	CHR3V7|COORD:9454230..9458683| protein kinase family protein	AT3G25840.1	CHR12V5|COORD:27452843..27446516|protein serine/threonine-protein kinase PRP4, putative, expressed	LOC_Os12g44330.2	no descriptionmoderately similar to ( 244)AT3G25840| Symbols:  | protein kinase family protein | chr3:9454230-9457559 REVERSEvery weakly similar to (75.5)NTF4_TOBACMitogen-activated protein kinase homolog NTF4 - Nicotiana tabacum (Common tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase	signalling.MAP kinases	30_6

CUST_87685_PI403524517	2	0.052691936	-0.052691936	-0.20674849	0.06236887	-0.21356869	0.21895504	35_25100	"Cluster: Os03g0152400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os03g0152400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DV32	CHR4V7|COORD:2664449..2666545| 4-coumarate--CoA ligase, putative / 4-coumaroyl-CoA synthase, putative	AT4G05160.1	CHR03V5|COORD:2867033..2862116|protein 4-coumarate--CoA ligase 2, putative, expressed	LOC_Os03g05780.1	 no descriptionvery weakly similar to (99.8)AT4G05160| Symbols:  | 4-coumarate--CoA ligase, putative / 4-coumaroyl-CoA synthase, putative | chr4:2664449-2666545 FORWARDvery weakly similar to (68.9)4CL2_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned CaiC PRK12323 PRK07059 PRK08314 PRK05605 PRK08974 TT_ORF1 PRK08316 PRK07764 AMP-binding PRK05677 PRK07003 PRK06164 PRK06178 PRK08315 PRK07770 PRK06087 PRK10252 PRK08751 PRK12492 PRK12583 EntE PRK03584 PRK08279 Acs APC_basic Tymo_45kd_70kd AF-4 	secondary metabolism.phenylpropanoids.lignin biosynthesis.4CL	16_2_1_3

CUST_17712_PI404877155	2	0.14655304	-0.010095596	-0.0778718	0.18112087	-0.25536442	0.010095596	HV03I21u_at	0	0	0	0	0	0	0	RNA.regulation of transcription.unclassified	27_3_99

CUST_25945_PI403524517	2	0.0023498535	-0.6303997	-0.18059349	8.392334E-4	-8.392334E-4	0.06867504	35_7519	Rep: Histidyl-tRNA synthetase - Triticum aestivum (Wheat)	UniRef90_Q9ZTW6	CHR3V7|COORD:597595..599445| histidyl-tRNA synthetase, putative / histidine--tRNA ligase, putative	AT3G02760.1	CHR05V5|COORD:2909924..2906140|protein histidyl-tRNA synthetase, putative, expressed	LOC_Os05g05840.1	 no descriptionmoderately similar to ( 228)AT3G02760| Symbols:  | histidyl-tRNA synthetase, putative / histidine--tRNA ligase, putative | chr3:597595-599445 REVERSEmoderately similar to ( 366)SYH_ORYSAnot assigned not assigned hisS HisS HisRS-like_core HisRS_anticodon hisZ PRK12420 HGTP_anticodon hisZ HisZ PRK12421 ThrS thrS 	protein.aa activation.histidine-tRNA ligase	29_1_21

CUST_24825_PI403524517	2	0.15552425	-0.10751438	-0.001791954	0.022994995	-0.21980286	0.0017910004	35_7203	"Cluster: Putative dymeclin; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative dymeclin - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5ZBZ3	"CHR1V7|COORD:1109675..1113874| similar to PREDICTED: similar to dymeclin [Rattus norve (GB:XP_001054727.1); similar to Os01g0773100 [Oryza sativa (japonica"	AT1G04200.1	CHR01V5|COORD:32996390..33003370|protein dymeclin, putative, expressed	LOC_Os01g56630.1	"no descriptionmoderately similar to ( 246)AT1G04200| Symbols:  | similar to PREDICTED: similar to dymeclin [Rattus norve (GB:XP_001054727.1); similar to Os01g0773100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001044398.1); contains domain SUBFAMILY NOT NAMED (PTHR12895:SF1); contains domain FAMILY NOT NAMED (PTHR12895) | chr1:1109675-1113874 FORWARDnot assigned"	not assigned.unknown	35_2

CUST_38484_PI403524517	2	0.21714926	-0.0083761215	-0.23805761	0.28485203	-0.5010338	0.0083761215	35_11074	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_73963_PI403524517	2	-0.10116482	0.25543308	0.024881363	0.3928938	-0.024881363	-0.25468826	35_21212	"Cluster: Os05g0443300 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0443300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DHT6	CHR2V7|COORD:11747748..11751945| sec23/sec24 transport family protein	AT2G27460.1	CHR05V5|COORD:21614639..21609302|protein sec23/Sec24 trunk domain containing protein, expressed	LOC_Os05g37120.1	no descriptionhighly similar to ( 639)AT2G27460| Symbols:  | sec23/sec24 transport family protein | chr2:11747748-11751945 FORWARDnot assigned not assigned not assigned trunk_domain COG5028 Sec23_trunk Sec24-like SEC23 Sec23-like	protein.targeting.secretory pathway.golgi	29_3_4_2

CUST_132993_PI403524517	2	0.0329957	0.1285615	0.003019333	-0.21239233	-0.3820715	-0.003019333	35_37344	Rep: Catalase isozyme 1 - Hordeum vulgare (Barley)	UniRef90_P55307	"CHR4V7|COORD:16700942..16703220| CAT2 (CATALASE 2); catalase"	AT4G35090.1	CHR06V5|COORD:30943198..30947367|protein catalase isozyme B, putative, expressed	LOC_Os06g51150.2	"no descriptionmoderately similar to ( 250)AT4G35090| Symbols: CAT2 | CAT2 (CATALASE 2); catalase | chr4:16701110-16703220 REVERSEmoderately similar to ( 287)CATA2_WHEATCatalase - Triticum aestivum (Wheat)not assigned catalase Catalase KatE katE"	redox.dismutases and catalases	21_6

CUST_163724_PI403524517	2	-0.03369713	-0.4172001	0.03369713	0.12524223	0.39680767	-0.15733624	35_45650	"Cluster: Proliferating-cell nucleolar protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Proliferating-cell nucleolar protein-like - Oryza sativa (j"	UniRef90_Q6K4D4	CHR2V7|COORD:9511903..9515868| NOL1/NOP2/sun family protein	AT2G22400.1	CHR09V5|COORD:18012220..18019627|protein NOL1/NOP2/sun family protein, expressed	LOC_Os09g29630.1	no descriptionvery weakly similar to (75.1)AT2G22400| Symbols:  | NOL1/NOP2/sun family protein | chr2:9511903-9515868 REVERSE	not assigned.no ontology	35_1

CUST_176339_PI403524517	2	0.11263466	-0.25834036	-0.02905178	0.48292685	-0.028217793	0.028217793	35_49072	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_22589_PI403524517	2	-0.038793087	0.2639804	0.038793087	-0.16678238	-0.19846678	0.1700263	35_6560	Rep: Endo-1,4-beta-xylanase - Hordeum vulgare (Barley)	UniRef90_Q4H019	"CHR1V7|COORD:21688416..21691874| RXF12; hydrolase, hydrolyzing O-glycosyl compounds"	AT1G58370.1	CHR01V5|COORD:1911881..1909363|protein endo-1,4-beta-xylanase, putative, expressed	LOC_Os01g04300.1	" no descriptionmoderately similar to ( 405)AT1G58370| Symbols: RXF12 | RXF12; hydrolase, hydrolyzing O-glycosyl compounds | chr1:21688416-21691874 FORWARDvery weakly similar to (86.7)POLB_MAIZEPutative Pol polyprotein from transposon element Bs1 - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Glyco_10 Glyco_hydro_10 XynA SerH PRK12678 PRK07003 Herpes_BLLF1 PRK12323 PRK09169 "	not assigned.no ontology	35_1

CUST_112977_PI403524517	2	0.14236403	-0.05629921	-0.07966852	0.056299686	-0.5423279	0.08997345	35_32067	"Cluster: Os08g0528700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os08g0528700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J487	CHR4V7|COORD:7758606..7760888| leucine-rich repeat family protein / extensin family protein	AT4G13340.1	CHR01V5|COORD:31804447..31800745|protein receptor protein kinase PERK1, putative, expressed	LOC_Os01g54700.1	no description	not assigned.unknown	35_2

CUST_30643_PI403524517	2	-0.28243637	0.27625704	0.09511137	-0.04246235	0.042461872	-0.3763895	35_8843	"Cluster: Os01g0315600 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0315600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JN90	CHR2V7|COORD:19541707..19543981| esterase/lipase/thioesterase family protein	AT2G47630.1	CHR01V5|COORD:11880039..11884883|protein catalytic/ hydrolase, putative, expressed	LOC_Os01g21300.1	no descriptionweakly similar to ( 157)AT2G47630| Symbols:  | esterase/lipase/thioesterase family protein | chr2:19541707-19543981 FORWARDnot assigned PldB	not assigned.no ontology	35_1

CUST_64880_PI403524517	2	-0.21183729	0.31125355	0.06137991	0.4003091	-0.11072636	-0.06137991	35_18524	Rep: H0525D09.12 protein - Oryza sativa (Rice)	UniRef90_Q01JV3	"CHR5V7|COORD:16245212..16245746| similar to Os04g0482900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001053120.1); similar to unnamed protein product"	AT5G40500.1	CHR04V5|COORD:23923315..23920272|protein expressed protein	LOC_Os04g40670.1	"no descriptionweakly similar to ( 132)AT5G40500| Symbols:  | similar to Os04g0482900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001053120.1); similar to unnamed protein product [Ostreococcus tauri] (GB:CAL55654.1) | chr5:16245212-16245746 FORWARDnot assigned"	not assigned.unknown	35_2

CUST_117128_PI403524517	2	-0.24115801	0.28413105	-0.044278145	0.04921961	-0.084095955	0.04427862	35_33194	"Cluster: OSE2-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSE2-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q84P61		0	CHR05V5|COORD:21349271..21352539|protein G-box-binding factor 4, putative, expressed	LOC_Os05g36160.1	no description	not assigned.unknown	35_2

CUST_26740_PI403524517	2	0.4050107	0.045618057	-0.04561758	-0.059497833	-0.3959093	0.08963585	35_7746	"Cluster: Ubiquitin carboxyl-terminal hydrolase family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Ubiquitin carboxyl-terminal"	UniRef90_Q33AW7	CHR4V7|COORD:6523653..6528054| ubiquitin carboxyl-terminal hydrolase family protein	AT4G10570.1	CHR10V5|COORD:3825587..3815651|protein ubiquitin carboxyl-terminal hydrolase 5, putative, expressed	LOC_Os10g07270.1	no descriptionweakly similar to ( 136)AT4G10570| Symbols:  | ubiquitin carboxyl-terminal hydrolase family protein | chr4:6523653-6528054 REVERSEnot assigned DUF1055 DUSP	protein.degradation.ubiquitin	29_5_11

CUST_181266_PI403524517	2	-0.008893967	-0.37208462	0.008893013	-0.04331875	0.123342514	0.044716835	35_50406	"Cluster: Putative negative regulator of systemic acquired resistance; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative negative regulator of"	UniRef90_Q6Z6S7	CHR4V7|COORD:10192995..10195522| SNI1 (SUPPRESSOR OF NPR1-1, INDUCIBLE 1)	AT4G18470.1	CHR02V5|COORD:12348539..12339725|protein RNA helicase like protein, putative, expressed	LOC_Os02g20870.2	" no descriptionweakly similar to ( 131)AT4G18470| Symbols: SNI1 | SNI1 (""SUPPRESSOR OF NPR1-1, INDUCIBLE 1"") | chr4:10192995-10195522 FORWARD"	stress.biotic	20_1

CUST_8396_PI403524517	2	-0.08836746	0.39344215	-0.03562069	0.035621643	-0.30095482	0.062116623	35_2347	"Cluster: 2-alkenal reductase; n=1; Hordeum vulgare subsp. vulgare|Rep: 2-alkenal reductase - Hordeum vulgare var. distichum (Two-rowed barley)"	UniRef90_Q2KM86	"CHR5V7|COORD:5576294..5578004| AT-AER (ALKENAL REDUCTASE); 2-alkenal reductase"	AT5G16970.1	CHR12V5|COORD:6888902..6895519|protein NADP-dependent oxidoreductase P1, putative	LOC_Os12g12514.1	"no descriptionmoderately similar to ( 218)AT5G16970| Symbols: AT-AER | AT-AER (ALKENAL REDUCTASE); 2-alkenal reductase | chr5:5576294-5578004 REVERSEnot assigned not assigned not assigned not assigned not assigned COG2130 Qor"	misc.oxidases - copper, flavone etc.	26_7

CUST_27643_PI403524517	2	0.17906189	0.33259678	0.2776413	-0.17906094	-0.23558426	-0.215374	35_7995	"Cluster: Hypothetical protein P0025D09.105-2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0025D09.105-2 - Oryza sativa (japonica cult"	UniRef90_Q7F0Q5	CHR2|COORD:18926436..18928302| expressed protein, similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:XP_477679.1)	AT2G45990.4	CHR07V5|COORD:13291651..13285911|protein expressed protein	LOC_Os07g23520.2	"no descriptionweakly similar to ( 132)AT2G45990| Symbols:  | similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE80178.1); contains domain no description (G3D.3.40.50.1000); contains domain HAD-like (SSF56784) | chr2:18926475-18927763 FORWARD"	not assigned.unknown	35_2

CUST_40959_PI403524517	2	0.15409756	0.656867	0.2521124	-0.37343788	-0.20808697	-0.15409756	35_11776	Rep: H0207B04.9 protein - Oryza sativa (Rice)	UniRef90_Q01MV7	CHR2V7|COORD:14988123..14989022| UBQ7 (RELATED TO UBIQUITIN 2)	AT2G35635.1	CHR04V5|COORD:1006786..1002457|protein expressed protein	LOC_Os04g02680.1	 no descriptionvery weakly similar to (78.6)AT2G35635| Symbols: RUB2, UBQ7 | UBQ7 (RELATED TO UBIQUITIN 2) | chr2:14988123-14989022 FORWARDvery weakly similar to (73.2)UBIQ_CHLREUbiquitin - Chlamydomonas reinhardtiinot assigned not assigned Ubiquitin UBQ ubiquitin 	protein.degradation.ubiquitin.ubiquitin	29_5_11_1

CUST_4428_PI403524517	2	-0.0037937164	-0.33280087	-0.01264286	0.19970798	0.230546	0.0037937164	35_1223	"Cluster: Os05g0399100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0399100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DID5	CHR3V7|COORD:8473840..8475662| dienelactone hydrolase family protein	AT3G23600.1	"CHR05V5|COORD:19326441..19330448|protein endo-1,3;1,4-beta-D-glucanase precursor, putative, expressed"	LOC_Os05g33100.1	" no descriptionmoderately similar to ( 303)AT3G23600| Symbols:  | hydrolase | chr3:8473840-8475662 FORWARDweakly similar to ( 176)E134_MAIZEEndo-1,3;1,4-beta-D-glucanase precursor - Zea mays (Maize)not assigned COG0412 DLH "	misc.misc2	26_1

CUST_136464_PI403524517	2	0.22334242	-0.17004919	0.17004919	-0.2235694	-0.24135923	0.19117117	35_38266	Rep: F14P13.23 protein - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q9SS29	CHR3V7|COORD:3143479..3154649| kinesin motor protein-related	AT3G10180.1	CHR09V5|COORD:15214466..15211404|protein ATP binding protein, putative, expressed	LOC_Os09g25380.1	no descriptionvery weakly similar to (89.4)AT3G10180| Symbols:  | kinesin motor protein-related | chr3:3143479-3154649 REVERSEnot assigned not assigned	cell.organisation	31_1

CUST_12874_PI399408534	2	0.45713234	0.03783989	-0.037840366	-0.086707115	0.38008595	-0.2873597	35_45011	"Cluster: Hypothetical protein P0001B06.11; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0001B06.11 - Oryza sativa (japonica cultivar-g"	UniRef90_Q9FED7	"CHR2V7|COORD:11150511..11152060| IQD6 (IQ-domain 6); calmodulin binding"	AT2G26180.1	CHR01V5|COORD:5052555..5049795|protein calmodulin binding protein, putative, expressed	LOC_Os01g09790.1	"no descriptionvery weakly similar to (52.8)AT2G26180| Symbols: IQD6 | IQD6 (IQ-domain 6); calmodulin binding | chr2:11150511-11152060 REVERSEnot assigned not assigned TT_ORF1"	signalling.calcium	30_3

CUST_150163_PI403524517	2	0.40207672	0.2408638	0.23697472	-0.26721144	-0.23697472	-0.7452774	35_42008	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_46375_PI403524517	2	0.34049082	0.17348576	0.34846544	-0.43364048	-0.41292238	-0.17348576	35_13280	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_17356_PI404877155	2	0.016894817	-0.09343147	-0.104938984	0.80660105	-0.016894817	0.04576254	HU06E17r_at	cytosolic glyceraldehyde-3-phosphate dehydrogenase GAPDH [Triticum aestivum]	AAF64241.1	glyceraldehyde-3-phosphate dehydrogenase, cytosolic (GAPC) / NAD-dependent glyceraldehyde-3-phosphate dehydrogen	At3g04120.1	protein glyceraldehyde-3-phosphate dehydrogenase, type I	Os02g38920	Glyceraldehyde 3-phosphate dehydrogenase, cytosolic pir	glycolysis.glyceraldehyde 3-phosphate dehydrogenase	4_09

CUST_7723_PI404877155	2	0.13046885	-0.5379858	-0.0027894974	0.0027894974	-0.42084312	0.02707243	Contig22653_at	putative delta-12 oleate desaturase [Oryza sativa (japonica cultivar-group)] ref|XP_506939.1| PREDICTED OJ1191_G08.29 gene product [Oryza sa	XP_467474.1	omega-6 fatty acid desaturase, endoplasmic reticulum (FAD2) / delta-12 desaturase	At3g12120.1	protein Fatty acid desaturase, putative	Os02g48560	NONE	lipid metabolism.FA desaturation.omega 6 desaturase	11_2_04

CUST_7469_PI404877155	2	0.3685212	0.112681866	0.08557224	-0.08557224	-0.44873238	-0.26066494	Contig21770_at	probable serine/threonine-specific protein kinase (EC 2.7.1.-) F21P8.40 - Arabidopsis thaliana	T04832	protein kinase family protein	At4g23150.1	protein receptor-like protein kinase homolog RK20-1	Os05g41370	protein kinase family protein, contains Pfam domain, PF00069: Protein kinase domain	signalling.receptor kinases.DUF 26	30_2_17

CUST_44158_PI403524517	2	0.6010852	-0.1257782	0.52868176	-0.14843321	-0.87298346	0.1257782	35_12671	Rep: Gigantea-like protein - Hordeum vulgare (Barley)	UniRef90_Q56S02	CHR1V7|COORD:8062387..8067436| GI (GIGANTEA)	AT1G22770.1	CHR01V5|COORD:4335288..4326087|protein GIGANTEA protein, putative, expressed	LOC_Os01g08700.8	 no descriptionweakly similar to ( 135)AT1G22770| Symbols: FB, GI | GI (GIGANTEA) | chr1:8062387-8067436 FORWARDweakly similar to ( 175)GIGAN_ORYSA	development.unspecified	33_99

CUST_107616_PI403524517	2	-0.4131527	-0.33868313	0.88524055	0.06445503	0.6312828	-0.06445408	35_30624	Rep: OSJNBa0042I15.8 protein - Oryza sativa (Rice)	UniRef90_Q7XLY2	CHR3V7|COORD:16282746..16284020| prephenate dehydratase family protein	AT3G44720.1	CHR04V5|COORD:19982191..19983852|protein P-protein, putative, expressed	LOC_Os04g33390.1	no descriptionvery weakly similar to (73.9)AT3G44720| Symbols:  | prephenate dehydratase family protein | chr3:16282746-16284020 FORWARDnot assigned	amino acid metabolism.synthesis.aromatic aa.phenylalanine.arogenate dehydratase / prephenate dehydratase	13_1_6_3_1

CUST_12522_PI403524517	2	0.068995476	-0.14631271	-0.0032262802	-0.031051636	0.073661804	0.0032253265	35_3573	Rep: Flap endonuclease 1a - Oryza sativa (Rice)	UniRef90_Q9SXQ6	CHR5V7|COORD:9311885..9315461| endonuclease, putative	AT5G26680.1	CHR05V5|COORD:26750931..26746901|protein flap endonuclease 1a, putative, expressed	LOC_Os05g46270.1	 no descriptionhighly similar to ( 592)AT5G26680| Symbols:  | endonuclease, putative | chr5:9311885-9315461 REVERSEhighly similar to ( 653)FEN1A_ORYSAnot assigned not assigned not assigned XPG PRK03980 Exo XPGN XPG_I XPG_N XPGI HhH2_motif PRK05797 53EXOc 53EXOc PRK07300 5_3_exonuc 	DNA.synthesis/chromatin structure	28_1

CUST_72805_PI403524517	2	0.17661285	-0.08059025	-0.06301594	0.11038685	-0.0610075	0.061006546	35_20871	Rep: Na+,K+/H+ exchanger - Hordeum vulgare (Barley)	UniRef90_Q2PP61	CHR1V7|COORD:29957982..29961963| sodium proton exchanger, putative (NHX6)	AT1G79610.1	CHR09V5|COORD:6382644..6372275|protein sodium/hydrogen exchanger family protein, expressed	LOC_Os09g11450.2	" no descriptionweakly similar to ( 152)AT1G54370| Symbols: NHX5, ATNHX5 | ATNHX5/NHX5 (NA+/H+ ANTIPORTER 5); sodium:hydrogen antiporter | chr1:20297020-20300796 REVERSEnot assigned "	transport.unspecified cations	34_14

CUST_6945_PI403524517	2	-0.019040585	-0.18030405	0.019040585	0.3150468	0.027026176	-0.2045455	35_1925	"Cluster: Hypothetical protein P0017B12.6; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0017B12.6 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q67WN6	"CHR2V7|COORD:10784515..10786202| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G32130.1); similar to Os06g0644100 [Oryza sativa (japonica"	AT2G25310.1	CHR06V5|COORD:26262106..26265852|protein expressed protein	LOC_Os06g43650.2	"no descriptionmoderately similar to ( 203)AT2G25310| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G32130.1); similar to Os06g0644100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001058183.1); similar to PREDICTED: hypothetical protein [Strongylocentrotus purpuratus] (GB:XP_794143.1); contains InterPro domain Carboxypeptidase regulatory region; (InterPro:IPR008969) | chr2:10784515-10786202 REVERSEnot assigned DUF2012"	not assigned.unknown	35_2

CUST_78356_PI403524517	2	0.33203554	0.27612352	-0.026604652	0.026604652	-0.6019068	-0.13828373	35_22463	"Cluster: Putative gamma-adaptin 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative gamma-adaptin 1 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5WAB3	"CHR1V7|COORD:8441368..8447141| GAMMA-ADAPTIN 1 (GAMMA-ADAPTIN 1); clathrin binding"	AT1G23900.2	CHR06V5|COORD:3375567..3385550|protein AP-1 complex subunit gamma-1, expressed	LOC_Os06g07090.2	" no descriptionmoderately similar to ( 409)AT1G23900| Symbols: GAMMA-ADR, GAMMA-ADAPTIN 1 | GAMMA-ADAPTIN 1 (GAMMA-ADAPTIN 1); clathrin binding | chr1:8441368-8447141 FORWARDnot assigned not assigned not assigned Adaptin_N "	cell. vesicle transport	31_4

CUST_30005_PI403524517	2	0.33460903	0.048031807	-0.05533409	-0.04803276	0.25157738	-0.15282059	35_8663	"Cluster: Hypothetical protein OJ1261C08.7; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1261C08.7 - Oryza sativa (japonica cultivar-g"	UniRef90_Q84Q84	"CHR1V7|COORD:2703464..2706699| SIGB (SIGMA FACTOR B); DNA binding / DNA-directed RNA polymerase/ transcription factor"	AT1G08540.1	CHR03V5|COORD:9043907..9047129|protein RNA polymerase sigma factor rpoD1, putative, expressed	LOC_Os03g16430.1	" no descriptionweakly similar to ( 159)AT1G08540| Symbols: SIGA, SIG2, SIGB | SIGB (SIGMA FACTOR B); DNA binding / DNA-directed RNA polymerase/ transcription factor | chr1:2703464-2706699 FORWARDPRK07406 PRK07405 PRK05949 PRK05901 RpoD PRK07598 PRK07921 PRK09210 PRK05658 PRK05657 PRK05803 FliA Sigma70_r2 rpoH2 PRK08301 PRK06596 PRK05572 PRK08215 "	RNA.transcription	27_2

CUST_19329_PI403524517	2	-0.15705013	1.0132208	0.078419685	-0.07841873	0.16543007	-0.6736069	35_5603	"Cluster: H0315F07.12 protein; n=10; Oryza sativa|Rep: H0315F07.12 protein - Oryza sativa (Rice)"	UniRef90_Q259Z0	CHR4V7|COORD:6374801..6375073| wound-responsive family protein	AT4G10270.1	CHR04V5|COORD:32104684..32100580|protein retrotransposon protein, putative, unclassified	LOC_Os04g54280.1	no descriptionvery weakly similar to (70.5)AT4G10270| Symbols:  | wound-responsive family protein | chr4:6374801-6375073 FORWARD	not assigned.no ontology	35_1

CUST_14888_PI403524517	2	-0.028382301	-0.1627016	-0.011648178	0.08771229	0.06825924	0.011648178	35_4291	"Cluster: Os05g0513200 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0513200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DGT4	CHR1V7|COORD:20906828..20909085| TIM50 (EMBRYO DEFECTIVE 1860)	AT1G55900.1	CHR01V5|COORD:32409336..32399297|protein import inner membrane translocase subunit TIM50, mitochondrial precursor, putative, expressed	LOC_Os01g55700.1	 no descriptionmoderately similar to ( 355)AT1G55900| Symbols: EMB1860, TIM50 | TIM50 (EMBRYO DEFECTIVE 1860) | chr1:20906828-20909085 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned CPDc NIF FCP1 Drf_FH1 PRK12323 Atrophin-1 TT_ORF1 Extensin_2 PRK07764 Tymo_45kd_70kd DUF1421 PRK07003 	not assigned.no ontology	35_1

CUST_7237_PI403524517	2	0.004863739	-0.004863739	-0.008589745	0.027022362	0.0068769455	-0.16711235	35_2011	Rep: Os01g0507900 protein - Oryza sativa (japonica cultivar-group)	UniRef90_Q0JMF9	"CHR1V7|COORD:24867658..24869309| CLPP3 (Clp protease proteolytic subunit 3); endopeptidase Clp"	AT1G66670.1	CHR01V5|COORD:18073209..18078936|protein ATP-dependent Clp protease proteolytic subunit 1, putative, expressed	LOC_Os01g32350.2	" no descriptionmoderately similar to ( 332)AT1G66670| Symbols: NCLPP4, CLPP3 | CLPP3 (Clp protease proteolytic subunit 3); endopeptidase Clp | chr1:24867658-24869309 REVERSEweakly similar to ( 156)CLPP_MESVIATP-dependent Clp protease proteolytic subunit - Mesostigma viridenot assigned CLP_protease clpP ClpP clpP PRK12553 PRK12551 PRK12552 SppA "	protein.degradation	29_5

CUST_74449_PI403524517	2	0.14149094	-0.16344357	0.048272133	-0.08733082	-0.048273087	0.1283865	35_21349	"Cluster: OSJNBa0085I10.19 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0085I10.19 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7X8Z7	CHR4V7|COORD:10677675..10681633| RNA recognition motif (RRM)-containing protein	AT4G19610.1	CHR04V5|COORD:30794839..30788221|protein multiple RNA-binding domain-containing protein 1, putative, expressed	LOC_Os04g52200.1	 no descriptionmoderately similar to ( 252)AT4G19610| Symbols:  | RNA recognition motif (RRM)-containing protein | chr4:10677675-10681633 FORWARDvery weakly similar to (64.3)ROC1_NICSY29 kDa ribonucleoprotein A, chloroplast precursor - Nicotiana sylvestris (Wood tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned RRM RRM_1 COG0724 	RNA.RNA binding	27_4

CUST_15560_PI403524517	2	-0.04342556	0.19417763	-0.052886963	-0.09842968	0.06698227	0.04342556	35_4491	"Cluster: Hypothetical protein P0408G07.23; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0408G07.23 - Oryza sativa (japonica cultivar-g"	UniRef90_Q8S0Q9	"CHR1V7|COORD:12244779..12246014| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G29240.2); similar to Protein of unknown function DUF179 [Medicago"	AT1G33780.1	CHR01V5|COORD:38820983..38818121|protein expressed protein	LOC_Os01g66280.1	"no descriptionmoderately similar to ( 229)AT1G33780| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G29240.2); similar to Protein of unknown function DUF179 [Medicago truncatula] (GB:ABE94310.1); contains InterPro domain Protein of unknown function DUF179; (InterPro:IPR003774) | chr1:12244779-12246014 REVERSEnot assigned DUF179 PRK00228 COG1678"	not assigned.no ontology	35_1

CUST_13714_PI403524517	2	-0.09825325	-0.023292542	0.023291588	-0.024523735	0.045440674	0.18540859	35_3935	Rep: 3-beta-glucuronosyltransferase - Hordeum vulgare (Barley)	UniRef90_Q7XB45	CHR1|COORD:9603165..9606088| glycosyl transferase family 43 protein, similar to Galactosylgalactosylxylosylprotein 3-beta-glucuronosyltransferase 1, Rattus norv	AT1G27600.2	CHR05V5|COORD:27777349..27781781|protein galactosylgalactosylxylosylprotein 3-beta-glucuronosyltransferase 1, putative, expressed	LOC_Os05g48600.1	no descriptionmoderately similar to ( 242)AT1G27600| Symbols:  | glycosyl transferase family 43 protein | chr1:9604070-9605868 REVERSEnot assigned GlcAT-I Glyco_transf_43	protein.glycosylation	29_7

CUST_27207_PI399408534	2	-0.27190113	-0.0725975	-0.54493713	0.10360527	0.08348751	0.07259846	35_2950	"Cluster: Putative lateral organ boundaries (LOB) domain protein 37; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative lateral organ boundaries (LOB) dom"	UniRef90_Q7EZ26	CHR5V7|COORD:26921802..26922641| LOB domain protein 37 / lateral organ boundaries domain protein 37 (LBD37)	AT5G67420.1	CHR07V5|COORD:23994820..23995870|protein seed specific protein Bn15D17A, putative, expressed	LOC_Os07g40000.1	no descriptionmoderately similar to ( 202)AT5G67420| Symbols: LBD37 | LOB domain protein 37 / lateral organ boundaries domain protein 37 (LBD37) | chr5:26921802-26922641 REVERSEnot assigned not assigned not assigned not assigned DUF260 PRK12323 PRK07003	RNA.regulation of transcription.AS2,Lateral Organ Boundaries Gene Family	27_3_37

CUST_130960_PI403524517	2	-0.27011967	-0.16136646	0.56338644	0.49888706	0.15361547	-0.15361595	35_36783	"Cluster: Os01g0768200 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0768200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JIZ9	"CHR1V7|COORD:11194289..11195936| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G19645.2); similar to unknown protein [Oryza sativa (japonica"	AT1G31300.1	CHR01V5|COORD:32712542..32708058|protein expressed protein	LOC_Os01g56230.5	" no descriptionweakly similar to ( 110)AT1G31300| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G19645.2); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD53332.1); similar to Os05g0511000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001056013.1); similar to Os03g0666700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001050848.1); contains InterPro domain TRAM, LAG1 and CLN8 homology; (InterPro:IPR006634); contains InterPro domain Protein of unknown function DUF887, TLC-like; (InterPro:IPR010283) | chr1:11194289-11195936 FORWARDnot assigned DUF887 TLC "	not assigned.unknown	35_2

CUST_14823_PI403524517	2	-0.17731476	0.2445736	0.027551651	-0.027551651	-0.12538147	0.120269775	35_4268	"Cluster: Peptidylprolyl cis-trans isomerase-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Peptidylprolyl cis-trans isomerase-like protein - Ory"	UniRef90_Q5JJM4	"CHR1V7|COORD:5675918..5678679| SR45 (arginine/serine-rich 45); RNA binding"	AT1G16610.1	CHR01V5|COORD:15340141..15333878|protein RNA binding protein, putative, expressed	LOC_Os01g26940.1	 no descriptionvery weakly similar to (71.2)AT1G07350| Symbols:  | transformer serine/arginine-rich ribonucleoprotein, putative | chr1:2258814-2259584 REVERSEvery weakly similar to (55.5)GRP2_SINALGlycine-rich RNA-binding protein GRP2A - Sinapis alba (White mustard) (Brassica hirta)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG0724 RRM RRM_1 PRK12678 DUF566 infB DUF1777 Tymo_45kd_70kd BLVR PRK09169 AF-4 Transformer rne APC_basic HPC2 Gag_spuma DUF1509 DUF390 KAR9 DUF936 DMP1 	RNA.RNA binding	27_4

CUST_603_PI404877155	2	-0.092635155	-0.19561195	0.0119524	-2.3460388E-4	2.3555756E-4	0.08477211	Contig10535_at	OSJNBa0027P08.15 [Oryza sativa (japonica cultivar-group)] ref|XP_472650.1| OSJNBa0027P08.15 [Oryza sativa (japonica cultivar-group)]	CAD40963.2	small nuclear ribonucleoprotein, putative / snRNP, putative / Sm protein, putative	At3g14080.1	protein Sm protein, putative	Os04g36810	"small nuclear ribonucleoprotein, putative / snRNP, putative / Sm protein, putative, similar to U6 snRNA-associated Sm-like protein LSm1 (Small nuclear ribonuclear CaSm, Cancer-associated Sm-like) (Homo sapiens) SWISS-PROT:O15116; contains Pfam profile: PF"	RNA.processing	27_1

CUST_28724_PI399408534	2	-0.17823362	-0.6935935	0.1631856	0.1703	0.031733513	-0.031733513	35_33767	"Cluster: Transposon protein, putative, Pong sub-class, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Transposon protein, putative, Pong sub-class,"	UniRef90_Q7XEN8	CHR3V7|COORD:17588468..17589376| DNA binding	AT3G47680.1	CHR10V5|COORD:14111457..14109835|protein transposon protein, putative, Pong sub-class, expressed	LOC_Os10g27370.1	no descriptionvery weakly similar to (51.6)AT3G47680| Symbols:  | DNA binding | chr3:17588468-17589376 REVERSE	RNA.regulation of transcription.MYB domain transcription factor family	27_3_25

CUST_49949_PI403524517	2	-0.3614874	-0.054475784	0.054475784	0.074323654	-0.34530163	0.08443451	35_14259	"Cluster: LIM domain-containing protein, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: LIM domain-containing protein, putative, expressed"	UniRef90_Q2QMP4	CHR1V7|COORD:6663318..6665836| ubiquitin interaction motif-containing protein / LIM domain-containing protein	AT1G19270.1	CHR03V5|COORD:23809442..23816235|protein zinc ion binding protein, putative, expressed	LOC_Os03g42820.4	no descriptionmoderately similar to ( 403)AT1G19270| Symbols:  | ubiquitin interaction motif-containing protein / LIM domain-containing protein | chr1:6663318-6665836 FORWARDnot assigned not assigned LIM LIM	not assigned.no ontology	35_1

CUST_9307_PI403524517	2	0.008241653	0.23741913	0.06505966	-0.060074806	-0.008242607	-0.05738926	35_2616	"Cluster: Hypothetical protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53NW5	CHR5V7|COORD:23891922..23892857| SKP1 family protein	AT5G59140.1	CHR11V5|COORD:28402552..28399897|protein elongin C, putative, expressed	LOC_Os11g48030.1	no descriptionweakly similar to ( 146)AT5G59140| Symbols:  | SKP1 family protein | chr5:23891922-23892857 REVERSEnot assigned Skp1	protein.degradation.ubiquitin.E3.SCF.SKP	29_5_11_4_3_1

CUST_8610_PI404877155	2	0.051812172	0.5026493	-0.06637192	0.0050439835	-0.019390106	-0.0050439835	Contig25445_at	glucose-6-phosphate 1-dehydrogenase, putative / G6PD, putative [Arabidopsis thaliana] sp|Q93ZW0|GPD4_ARATH Glucose-6-phosphate 1-dehydrogena	NP_563844.1	glucose-6-phosphate 1-dehydrogenase, putative / G6PD, putative	At1g09420.1	protein glucose-6-phosphate 1-dehydrogenase, putative	Os03g20300	"G6PD4;GLUCOSE-6-PHOSPHATE DEHYDROGENASE 4;Encodes a protein similar to glucose-6-phosphate dehydrogenase but, based on amino acid differences in the active site and lack of activity, does not encode a functional G6PDH.  The amino acid sequence for the con"	OPP.oxidative PP.G6PD	7_1_01

CUST_73379_PI403524517	2	-0.085939884	0.19459248	0.085939884	-0.1918912	0.3528762	-0.7244997	35_21037	"Cluster: Hypothetical protein P0462H08.32-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0462H08.32-1 - Oryza sativa (japonica cultiv"	UniRef90_Q5NAV8	CHR5V7|COORD:6192738..6195373| protein kinase family protein	AT5G18610.1	CHR01V5|COORD:8679731..8684383|protein protein kinase APK1B, chloroplast precursor, putative, expressed	LOC_Os01g15470.1	no descriptionweakly similar to ( 199)AT5G18610| Symbols:  | protein kinase family protein | chr5:6192738-6195373 FORWARDweakly similar to ( 116)CRI4_MAIZEPutative receptor protein kinase CRINKLY4 precursor - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pkinase_Tyr TyrKc PTKc S_TKc Pkinase S_TKc PTKc_Fes_like PTKc_Jak_rpt2 PTKc_Jak2_Jak3_rpt2 PTKc_Trk PTKc_EGFR_like PTKc_Csk_like PTKc_Abl PTKc_Src_like PTKc_Fer PTKc_Musk PTKc_Ror PTKc_Frk_like PTKc_InsR_like PTKc_Syk_like PTKc_Srm_Brk SPS1 PTKc_Aatyk1_Aatyk3 PTKc_TrkC PTK_CCK4 PTKc_EphR PTKc_c-ros PTKc_ALK_LTK PTKc_Met_Ron PTKc_TrkA PTKc_Ack_like PTKc_Ror1 PTKc_Axl_like PTKc_Tyk2_rpt2 PTKc_Fes PTKc_Aatyk PTKc_DDR PTKc_TrkB PTKc_Jak1_rpt2 PTKc_Itk PTKc_HER4 PTKc_Tec_like PTKc_FAK	protein.postranslational modification.kinase.receptor like cytoplasmatic kinase VII	29_4_1_57

CUST_21275_PI399408534	2	-0.034157753	0.85754347	0.034157753	0.072761536	-0.83258533	-0.13008976	35_25143	"Cluster: Receptor protein kinase PERK1-like protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Receptor protein kinase PERK1-like protein - Oryza sativa"	UniRef90_Q6ZD33	CHR3V7|COORD:7615550..7618537| protein kinase family protein	AT3G21630.1	CHR09V5|COORD:9516346..9513235|protein conserved hypothetical protein	LOC_Os09g15580.1	no descriptionweakly similar to ( 150)AT3G21630| Symbols:  | protein kinase family protein | chr3:7615550-7618537 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Herpes_BLLF1 PRK07764 Syndecan Pneumo_att_G Atrophin-1 PRK05648 AF-4 DUF1421	signalling.receptor kinases.lysine motif	30_2_21

CUST_140_PI403524517	2	0.049194336	0.39457226	0.0051574707	-0.04055786	-0.04267502	-0.005156517	35_35	"Cluster: Expressed protein; n=4; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10A81	"CHR5V7|COORD:8058792..8063008| similar to oxidoreductase/ transition metal ion binding [Arabidopsis thaliana] (TAIR:AT5G52410.2); similar to"	AT5G23890.1	CHR03V5|COORD:36333707..36340637|protein expressed protein	LOC_Os03g64400.2	"no descriptionweakly similar to ( 157)AT5G23890| Symbols:  | similar to oxidoreductase/ transition metal ion binding [Arabidopsis thaliana] (TAIR:AT5G52410.2); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAP44759.1); similar to Os03g0862100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001051986.1) | chr5:8058792-8063008 FORWARDweakly similar to ( 147)RBL_WHEATRibulose bisphosphate carboxylase large chain precursor - Triticum aestivum (Wheat)rbcL RuBisCO_large rbcL RbcL tolA TolA"	PS.calvin cyle.rubisco large subunit	1_3_1

CUST_33835_PI399408534	2	0.114040375	-0.066244125	0.035596848	-0.035596848	0.05238533	-0.05330944	35_16607	"Cluster: Putative ATPase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ATPase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5WN07	"CHR5V7|COORD:6196192..6202060| CHR17 (CHROMATIN REMODELING FACTOR17); DNA-dependent ATPase"	AT5G18620.2	CHR05V5|COORD:2852343..2862799|protein chromatin remodelling complex ATPase chain, putative, expressed	LOC_Os05g05780.1	"no descriptionmoderately similar to ( 292)AT5G18620| Symbols: CHR17 | CHR17 (CHROMATIN REMODELING FACTOR17); DNA-dependent ATPase | chr5:6196192-6202060 REVERSEmoderately similar to ( 298)ISW2_ORYSAnot assigned SLIDE"	DNA.synthesis/chromatin structure	28_1

CUST_72887_PI403524517	2	0.31518555	-0.26623726	-0.18628025	0.10508537	-0.08744717	0.08744621	35_20895	Rep: H0306B06.4 protein - Oryza sativa (Rice)	UniRef90_Q01IF1	"CHR5V7|COORD:5310267..5310818| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G02640.1); similar to conserved hypothetical protein [Medicago"	AT5G16250.1	CHR04V5|COORD:24612280..24611162|protein expressed protein	LOC_Os04g41900.1	"no descriptionweakly similar to ( 153)AT5G16250| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G02640.1); similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE78001.1) | chr5:5310267-5310818 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07003 TT_ORF1 Atrophin-1 PRK12678 PRK09169 PRK07764 Tymo_45kd_70kd Herpes_BLLF1 APC_basic PRK05648 DUF566"	not assigned.unknown	35_2

CUST_16653_PI403524517	2	-1.1973276	-0.043688297	0.04368782	0.68753433	-1.0683942	0.3416562	35_4809	Rep: B0811B10.6 protein - Oryza sativa (Rice)	UniRef90_Q259W9	"CHR1|COORD:180059..182293| similar to heavy-metal-associated domain-containing protein [Arabidopsis thaliana] (TAIR:At5g23760.1); similar to"	AT1G01490.2	CHR04V5|COORD:33861540..33862863|protein metal ion binding protein, putative, expressed	LOC_Os04g57200.1	no descriptionweakly similar to ( 102)AT1G01490| Symbols:  | metal ion binding | chr1:180401-182066 REVERSEnot assigned not assigned not assigned PRK12678 DM6 DUF1431 Protamine_P1	not assigned.no ontology	35_1

CUST_50029_PI403524517	2	0.24788666	-0.8670492	-0.2478857	0.48980713	0.53571033	-0.7425604	35_14281	"Cluster: Chlorophyll a/b-binding protein CP29 precursor; n=4; Magnoliophyta|Rep: Chlorophyll a/b-binding protein CP29 precursor - Zea mays (Maize)"	UniRef90_O24561	CHR5V7|COORD:209083..210242| chlorophyll A-B binding protein CP29 (LHCB4)	AT5G01530.1	CHR07V5|COORD:22316242..22314574|protein expressed protein	LOC_Os07g37240.1	no descriptionmoderately similar to ( 452)AT5G01530| Symbols:  | chlorophyll A-B binding protein CP29 (LHCB4) | chr5:209083-210242 FORWARDmoderately similar to ( 240)CB29_CHLREChlorophyll a-b binding protein CP29 - Chlamydomonas reinhardtiinot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Chloroa_b-bind DUF566 APC_basic PRK07003 HPC2 PRK07764 Herpes_BLLF1 Tymo_45kd_70kd	PS.lightreaction.photosystem II.LHC-II	1_1_1_1

CUST_88501_PI403524517	2	0.021143913	-0.37535286	-0.053429604	0.012764931	0.0966692	-0.012764931	35_25333	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_85840_PI403524517	2	0.04872322	-0.20901012	-0.08992386	0.27191257	0.17625523	-0.048722267	35_24581	"Cluster: Os02g0552600 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os02g0552600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E0G7	CHR5V7|COORD:23551169..23556691| actin binding	AT5G58160.1	CHR02V5|COORD:20840346..20834893|protein receptor-like protein kinase 5 precursor, putative, expressed	LOC_Os02g34750.2	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 Drf_FH1 Extensin_2 Atrophin-1 DUF1421 PRK07764 OGG_N Tymo_45kd_70kd PRK05648	not assigned.unknown	35_2

CUST_15833_PI404877155	2	0.0646019	0.026086807	0.013027191	-0.013027191	-0.06810379	-0.07806015	Contig9686_at	anion-transporting ATPase family protein [Arabidopsis thaliana]	NP_187646.2	anion-transporting ATPase family protein	At3g10350.1	protein ATPase, putative	Os02g51100	"anion-transporting ATPase family protein, similar to SP:O43681 Arsenical pump-driving ATPase (EC 3.6.3.16) (Arsenite-translocating ATPase) (Arsenical resistance ATPase) (Arsenite-transporting ATPase) (ARSA) (ASNA-I) {Homo sapiens}; contains Pfam profile P"	transport.unspecified anions	34_18

CUST_60437_PI403524517	2	-0.28320837	0.033765793	0.05151272	-0.033765316	0.28472328	-0.22635078	35_17230	"Cluster: Hypothetical protein P0569E11.10; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0569E11.10 - Oryza sativa (japonica cultivar-g"	UniRef90_Q69JZ2	CHR4V7|COORD:18074737..18075693| 1-phosphatidylinositol phosphodiesterase-related	AT4G38690.1	CHR09V5|COORD:21062217..21060635|protein ki1 protein, putative, expressed	LOC_Os09g36520.1	no descriptionweakly similar to ( 117)AT4G38690| Symbols:  | 1-phosphatidylinositol phosphodiesterase-related | chr4:18074737-18075693 REVERSEnot assigned	lipid metabolism.lipid degradation.lysophospholipases	11_9_3

CUST_7429_PI403524517	2	1.0101628	-0.8372903	-1.0297503	0.8235936	0.2020936	-0.2020936	35_2065	"Cluster: Putative UOS1; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative UOS1 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5Z8V8	CHR1V7|COORD:5723154..5726241| oxidoreductase/ transcriptional repressor	AT1G16720.1	CHR06V5|COORD:29765747..29761521|protein nmrA-like family protein, expressed	LOC_Os06g49120.1	no descriptionvery weakly similar to (79.3)AT1G16720| Symbols:  | oxidoreductase/ transcriptional repressor | chr1:5723154-5726241 FORWARD	not assigned.unknown	35_2

CUST_4703_PI404877155	2	0.037259102	-0.39970493	-0.20193386	0.02407074	0.080423355	-0.02407074	Contig15923_at	0	BAD07845.1	wall-associated kinase, putative	At4g31100.1	protein Putative wall-associated protein kinase	Os12g42060	Putative wall-associated kinase 2	signalling.receptor kinases.wall associated kinase	30_2_25

CUST_72960_PI403524517	2	0.27769566	-0.6851692	-0.51371384	0.2045126	0.19314098	-0.19314098	35_20919	"Cluster: Thioredoxin-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Thioredoxin-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6YTI3	CHR1V7|COORD:2380294..2381124| thioredoxin family protein	AT1G07700.3	CHR02V5|COORD:21560722..21557602|protein thioredoxin-like 2, chloroplast precursor, putative, expressed	LOC_Os02g35900.1	no descriptionweakly similar to ( 185)AT1G07700| Symbols:  | thioredoxin family protein | chr1:2380294-2381124 FORWARDvery weakly similar to (53.9)TRXH_CHLREThioredoxin H-type - Chlamydomonas reinhardtiinot assigned not assigned not assigned not assigned not assigned not assigned TRX_family Thioredoxin PRK12323	redox.thioredoxin	21_1

CUST_118863_PI403524517	2	0.060442924	0.39720726	-0.14197731	0.0	0.0	-0.009797096	35_33643	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_967_PI399408534	2	0.48189735	-0.0019407272	0.47879696	-0.16771269	0.0019407272	-0.12984037	35_18747	"Cluster: Putative ES43 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ES43 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XI22	CHR4V7|COORD:11728105..11730242| DNA binding	AT4G22140.2	CHR07V5|COORD:4604979..4612898|protein SHL1, putative, expressed	LOC_Os07g08880.1	no descriptionmoderately similar to ( 302)AT4G22140| Symbols:  | DNA binding | chr4:11728105-11730242 REVERSEnot assigned not assigned BAH_BAHCC1 BAH BAH BAH BAH_polybromo PHD BAH_plant_3 PHD BAH_Orc1p_Yeast BAH_fungalPHD BAH_plant_2	RNA.regulation of transcription.unclassified	27_3_99

CUST_162302_PI403524517	2	0.08024597	0.35366917	0.078300476	-0.07972431	-0.078300476	-0.30523396	35_45269	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_168983_PI403524517	2	0.050368786	-0.050369263	-0.17777443	0.30150747	-0.22732449	0.2239914	35_47060	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_44255_PI403524517	2	0.024303436	-0.4101181	-0.0768671	0.16193771	-0.02430439	0.27967167	35_12697	"Cluster: Hypothetical protein; n=1; Leishmania major strain Friedlin|Rep: Hypothetical protein - Leishmania major strain Friedlin"	UniRef90_Q4FX85	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	CHR06V5|COORD:14629292..14638773|protein transposon protein, putative, CACTA, En/Spm sub-class	LOC_Os06g24980.1	no descriptionPRK07764	not assigned.unknown	35_2

CUST_78349_PI403524517	2	0.05285549	0.3349266	-0.12854958	-0.07720184	-0.019357681	0.019356728	35_22462	"Cluster: Os09g0500200 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0500200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J0S8	CHR4|COORD:13539623..13542388| expressed protein	AT4G26965.2	CHR09V5|COORD:19360585..19357507|protein oxidoreductase, putative, expressed	LOC_Os09g32430.1	no descriptionvery weakly similar to (68.2)AT4G26965| Symbols:  | oxidoreductase | chr4:13539838-13542047 FORWARD	mitochondrial electron transport / ATP synthesis.NADH-DH.localisation not clear	9_1_2

CUST_144569_PI403524517	2	0.14215946	0.17628479	-0.041599274	0.0012187958	-0.013020515	-0.0012178421	35_40488	Rep: Alanine aminotransferase - Deschampsia antarctica (Antarctic hairgrass)	UniRef90_Q8LPV4	"CHR1V7|COORD:26616885..26619508| AOAT2 (ALANINE-2-OXOGLUTARATE AMINOTRANSFERASE 2); alanine transaminase"	AT1G70580.3	CHR07V5|COORD:449817..444477|protein alanine aminotransferase 2, putative, expressed	LOC_Os07g01760.2	" no descriptionmoderately similar to ( 213)AT1G70580| Symbols: GGT2, AOAT2 | AOAT2 (ALANINE-2-OXOGLUTARATE AMINOTRANSFERASE 2); alanine transaminase | chr1:26616885-26619508 FORWARDweakly similar to ( 139)ALA2_HORVUAlanine aminotransferase 2 - Hordeum vulgare (Barley)not assigned COG0436 PRK05764 "	amino acid metabolism.synthesis.central amino acid metabolism.alanine.alanine aminotransferase	13_1_1_3_1

CUST_22558_PI403524517	2	0.111424446	0.0051984787	0.060450554	-0.13533688	-0.0051984787	-0.06133747	35_6552	"Cluster: Hypothetical protein OSJNBb0009H02.21; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0009H02.21 - Oryza sativa (japonica"	UniRef90_Q69R54	0	0	CHR08V5|COORD:1788542..1787078|protein hypothetical protein	LOC_Os08g03770.1	no description	not assigned.unknown	35_2

CUST_39508_PI403524517	2	0.078166485	6.175041E-4	0.1438117	-0.049126625	-6.175041E-4	-0.44643736	35_11361	"Cluster: Hypothetical protein OJ1590_E05.17; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1590_E05.17 - Oryza sativa (japonica cultiv"	UniRef90_Q6YYL0	"CHR1V7|COORD:28013384..28015705| similar to Os08g0171000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001061095.1); similar to unnamed protein product"	AT1G74530.3	CHR08V5|COORD:4165904..4169212|protein expressed protein	LOC_Os08g07430.1	"no descriptionweakly similar to ( 150)AT1G74530| Symbols:  | similar to Os08g0171000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001061095.1); similar to unnamed protein product [Ostreococcus tauri] (GB:CAL54773.1) | chr1:28013384-28015705 REVERSE"	not assigned.unknown	35_2

CUST_27010_PI403524517	2	-0.03125477	0.11469269	-0.41459084	0.03125477	-0.33351707	0.061288834	35_7822	"Cluster: Os10g0510700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os10g0510700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IWG3	CHR2V7|COORD:19190038..19193500| calcium-dependent protein kinase, putative / CDPK, putative	AT2G46700.1	CHR10V5|COORD:19316287..19311132|protein CDPK-related protein kinase, putative, expressed	LOC_Os10g36710.1	 no descriptionhighly similar to ( 693)AT2G46700| Symbols:  | calcium-dependent protein kinase, putative / CDPK, putative | chr2:19190038-19193500 REVERSEhighly similar to ( 638)CRK_DAUCACDPK-related protein kinase - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase SPS1 Pkinase_Tyr TyrKc PTKc PTKc_Tec_like PTKc_Srm_Brk PTKc_Src_like PTKc_Tec_Rlk PTKc_Btk_Bmx PTKc_Csk_like PTKc_PDGFR PTKc_Jak_rpt2 PTKc_Trk PTKc_Itk PTKc_Jak2_Jak3_rpt2 PTKc_Frk_like PTKc_EphR PTKc_Jak1_rpt2 PTKc_Syk_like PTKc_FAK PTKc_Ack_like PTKc_FGFR PTKc_FGFR2 PTKc_Lyn PTK_CCK4 PTKc_Abl PTKc_Fes PTKc_Tyk2_rpt2 PTKc_TrkA PTKc_ALK_LTK PTKc_EGFR_like PTKc_EphR_A PTKc_TrkB PTKc_Fes_like PTKc_EphR_B PTKc_InsR_like PTKc_FGFR3 PTKc_Fer PTKc_Hck PTKc_FGFR1 PTKc_c-ros PTKc_TrkC PTKc_Lck_Blk PTKc_Csk PTKc_Syk PTKc_FGFR4 PTKc_Tie2 PTKc_Chk PTKc_Musk PTKc_RET PTKc_Src PTKc_Yes PTKc_Fyn_Yrk PTKc_Tie PTKc_EphR_A2 PTKc_Zap-70 PTKc_Tie1 PTKc_Ror PTKc_DDR PTKc_VEGFR PTKc_Aatyk1_Aatyk3 PTKc_Aatyk PTKc_EGFR PTK_HER3 PTKc_Met_Ron PTKc_HER2 PTKc_Kit PTKc_DDR1 PTKc_Tyro3 	protein.postranslational modification	29_4

CUST_112155_PI403524517	2	-0.1428566	-0.0048975945	0.07386398	0.19495487	0.0048975945	-0.085886955	35_31844	Rep: F5D14.31 protein - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q9LQK4	CHR1V7|COORD:11759646..11762366| zinc finger (C3HC4-type RING finger) family protein	AT1G32530.1	CHR07V5|COORD:120554..126329|protein potassium transporter 16, putative, expressed	LOC_Os07g01214.1	no descriptionvery weakly similar to (73.6)AT1G32530| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr1:11759646-11762366 REVERSEnot assigned not assigned not assigned not assigned not assigned PRK07003 PRK12323 Atrophin-1	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_8107_PI404877155	2	-0.00833416	0.5529747	0.14694023	-0.07880306	0.008333206	-0.033952713	Contig2390_s_at	P0520B06.18 [Oryza sativa (japonica cultivar-group)] dbj|BAB60909.1| putative ER6 protein [Oryza sativa (japonica cultivar-group)] dbj|BAB92	NP_918652.1	universal stress protein (USP) family protein	At1g68300.1	protein universal stress protein family	Os01g32780	gi|14495190|dbj|BAB60909.1| OSJNBa0054L14.1	stress.abiotic.unspecified	20_2_99

CUST_57052_PI403524517	2	0.027567863	0.66857433	-0.3624363	0.15538883	-0.18505192	-0.02756691	35_16263	"Cluster: Putative serine/threonine-protein kinase ctr1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative serine/threonine-protein kinase ctr1 - Oryza"	UniRef90_Q7XXN2	CHR4V7|COORD:16946734..16950410| protein kinase family protein	AT4G35780.1	CHR09V5|COORD:21487653..21494927|protein ATP binding protein, putative, expressed	LOC_Os09g37230.1	no descriptionweakly similar to ( 165)AT4G38470| Symbols:  | protein kinase family protein | chr4:17999426-18003545 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TyrKc Pkinase_Tyr PTKc PTKc_Tec_like PTKc_Csk_like S_TKc PTK_CCK4 PTKc_FGFR PTK_Ryk PTKc_EphR PTKc_EGFR_like PTKc_Tec_Rlk PTKc_InsR_like PTKc_c-ros PTKc_Csk S_TKc PTKc_Chk PTKc_FGFR4 PTKc_Fes_like PTKc_EphR_A10 PTKc_Abl PTKc_Syk_like PTKc_Met_Ron PTKc_Btk_Bmx PTKc_Src_like PTKc_Frk_like PTKc_Ack_like PTKc_Fes PTKc_RET PTKc_Tie2 PTKc_FGFR1 PTKc_Fer Pkinase PTKc_Srm_Brk PTKc_Itk PTKc_FGFR2 PTKc_PDGFR PTKc_Tie1 PTKc_FGFR3 PTKc_VEGFR3 PTKc_EGFR PTKc_HER2 PTKc_FAK PTKc_ALK_LTK PTKc_PDGFR_beta PTKc_VEGFR PTKc_EphR_A PTKc_Tie PTKc_Kit PTKc_EphR_A2 PTKc_Lyn PTKc_Fyn_Yrk PTKc_Lck_Blk PTKc_IGF-1R PTKc_Yes PTKc_InsR PTKc_CSF-1R PTKc_EphR_B PTKc_VEGFR2 PTKc_PDGFR_alpha PTKc_Src PTKc_Axl_like PTKc_HER4 PTKc_DDR PTK_HER3 PTKc_Trk PTKc_Axl PTKc_Tyk2_rpt2 PTKc_Syk PTKc_Musk PTKc_Ror1 PTKc_TrkC PTKc_TrkA PTKc_Zap-70 PTKc_Hck PTKc_Jak1_rpt2 PTKc_Tyro3 PTKc_Jak_rpt2	protein.postranslational modification	29_4

CUST_52047_PI403524517	2	0.07091093	-0.6141634	-0.07091093	0.58096313	0.22985458	-0.555491	35_14834	"Cluster: Photosystem I reaction center subunit VI, chloroplast precursor; n=3; BEP clade|Rep: Photosystem I reaction center subunit VI, chloroplast precursor -"	UniRef90_P20143	CHR1V7|COORD:19458571..19459177| photosystem I reaction center subunit VI, chloroplast, putative / PSI-H, putative (PSAH2)	AT1G52230.1	CHR05V5|COORD:27795364..27796349|protein expressed protein	LOC_Os05g48630.2	 no descriptionweakly similar to ( 139)AT1G52230| Symbols: PSAH2, PSAH-2, PSI-H | photosystem I reaction center subunit VI, chloroplast, putative / PSI-H, putative (PSAH2) | chr1:19458571-19459177 FORWARDweakly similar to ( 179)PSAH_HORVUPhotosystem I reaction center subunit VI, chloroplast precursor - Hordeum vulgare (Barley)PSI_PsaH 	PS.lightreaction.photosystem I.PSI polypeptide subunits	1_1_2_2

CUST_57972_PI403524517	2	-0.02521801	0.6897087	0.02521801	-0.45352173	-0.06649399	0.06573963	35_16526	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_532_PI399408534	2	0.088186264	0.78915787	-0.67823124	0.33098984	-0.5827923	-0.08818722	35_4835	"Cluster: Putative transcription factor; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative transcription factor - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69J40	CHR4V7|COORD:8344659..8345144| CCAAT-box binding transcription factor subunit B (NF-YB) (HAP3 ) (AHAP3) family	AT4G14540.1	CHR07V5|COORD:24920303..24919312|protein nuclear transcription factor Y subunit B-3, putative, expressed	LOC_Os07g41580.1	no descriptionweakly similar to ( 193)AT4G14540| Symbols:  | CCAAT-box binding transcription factor subunit B (NF-YB) (HAP3 ) (AHAP3) family | chr4:8344659-8345144 FORWARDweakly similar to ( 169)NFYB_MAIZENuclear transcription factor Y subunit B - Zea mays (Maize)not assigned not assigned not assigned not assigned CBFD_NFYB_HMF HHT1 COG5150	RNA.regulation of transcription.CCAAT box binding factor family, HAP3	27_3_15

CUST_13219_PI403524517	2	0.10548973	0.37579727	-0.057970047	-0.010980606	0.01098156	-0.012998581	35_3783	"Cluster: PPR2, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: PPR2, putative, expressed - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10MG3	"CHR3V7|COORD:1956664..1958246| EMB2750 (EMBRYO DEFECTIVE 2750); binding"	AT3G06430.1	CHR03V5|COORD:11027321..11032298|protein PPR2, putative, expressed	LOC_Os03g19650.3	"no descriptionhighly similar to ( 586)AT3G06430| Symbols: EMB2750 | EMB2750 (EMBRYO DEFECTIVE 2750); binding | chr3:1956664-1958246 REVERSEweakly similar to ( 115)RF1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 AF-4 PRK07003 Atrophin-1 Gag_spuma Tymo_45kd_70kd DUF1421"	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_88070_PI403524517	2	0.18034649	0.052184105	-0.052184105	-0.071035385	-0.056978226	0.07812595	35_25213	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_75896_PI403524517	2	-0.0050592422	0.0050582886	0.030643463	-0.025323868	-0.11247635	0.05099106	35_21755	"Cluster: Os01g0551400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0551400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JM07	"CHR4V7|COORD:18286829..18288150| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G13674.1); similar to unknown protein [Arabidopsis thaliana]"	AT4G39300.2	CHR01V5|COORD:21027461..21029663|protein expressed protein	LOC_Os01g37090.1	"no descriptionvery weakly similar to (63.2)AT4G39300| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G13674.1); similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G11630.2); similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE82724.1) | chr4:18286829-18288150 FORWARD"	not assigned.unknown	35_2

CUST_21932_PI399408534	2	-0.08102989	0.12104988	0.019373894	-0.084887505	0.023697853	-0.019373894	35_13111	Rep: Hypothetical protein - Trifolium pratense (Red clover)	UniRef90_Q2PEP4	CHR5V7|COORD:21843959..21847084| nucleotidyltransferase family protein	AT5G53770.1	CHR01V5|COORD:27951468..27957210|protein PAP associated domain-containing protein 5, putative, expressed	LOC_Os01g48210.1	no descriptionmoderately similar to ( 295)AT5G53770| Symbols:  | nucleotidyltransferase family protein | chr5:21843959-21847084 FORWARDnot assigned not assigned TRF4 PAP_assoc PAP_central NTP_transf_2	RNA.processing	27_1

CUST_617_PI399408534	2	0.019194603	-0.116687775	0.0038633347	0.10741329	-0.026444435	-0.0038633347	35_4827	"Cluster: Putative calcium-dependent protein kinase 2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative calcium-dependent protein kinase 2 - Oryza sativ"	UniRef90_Q7XIM0	"CHR5V7|COORD:1417016..1419878| CPK1 (calcium-dependent protein kinase isoform AK1); calcium- and calmodulin-dependent protein kinase/ kinase"	AT5G04870.1	CHR07V5|COORD:3291591..3286778|protein calcium-dependent protein kinase, isoform AK1, putative, expressed	LOC_Os07g06740.2	" no descriptionmoderately similar to ( 414)AT5G04870| Symbols: AK1, ATCPK1, CPK1 | CPK1 (calcium-dependent protein kinase isoform AK1); calcium- and calmodulin-dependent protein kinase/ kinase | chr5:1417016-1419878 REVERSEmoderately similar to ( 386)CDPK_SOYBNCalcium-dependent protein kinase SK5 - Glycine max (Soybean)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc FRQ1 S_TKc Pkinase EFh SPS1 "	signalling.calcium	30_3

CUST_85193_PI403524517	2	0.12646103	-0.728919	0.018523216	0.060149193	-0.01852417	-0.03793335	35_24409	"Cluster: Peptidase C14, caspase catalytic subunit p20 precursor; n=1; Rhodopseudomonas palustris BisB18|Rep: Peptidase C14, caspase catalytic subunit p20 precur"	UniRef90_Q212G2	0	0	0	0	no description	not assigned.unknown	35_2

CUST_5440_PI403524517	2	-0.015981197	-0.6235962	0.07902336	0.015981197	0.17839241	-0.064647675	35_1500	Rep: Aminopropyl transferase - Oryza sativa (japonica cultivar-group)	UniRef90_Q7XAP2	CHR5V7|COORD:21552655..21554879| SPDS3 (SPERMIDINE SYNTHASE 3)	AT5G53120.3	CHR06V5|COORD:19613275..19618692|protein spermidine synthase 1, putative, expressed	LOC_Os06g33710.4	 no descriptionmoderately similar to ( 318)AT5G53120| Symbols: SPMS, SPDS3 | SPDS3 (SPERMIDINE SYNTHASE 3) | chr5:21552655-21554879 FORWARDmoderately similar to ( 253)SPD1_ORYSAnot assigned Spermine_synth PRK00811 SpeE PRK03612 speE COG4262 PRK04457 speE 	polyamine metabolism.synthesis.spermidine synthase	22_1_6

CUST_32982_PI399408534	2	-0.0050554276	0.31314468	0.060804367	-0.095069885	-0.049352646	0.005054474	35_2736	"Cluster: Putative CDPK substrate protein 1; CSP1; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative CDPK substrate protein 1; CSP1 - Oryza sativa (japon"	UniRef90_Q6K3D5	"CHR4V7|COORD:14133170..14134957| PHR1 (PHOSPHATE STARVATION RESPONSE 1); transcription factor"	AT4G28610.1	CHR06V5|COORD:29722459..29726124|protein transfactor-like protein, putative, expressed	LOC_Os06g49040.1	" no descriptionvery weakly similar to (55.5)AT4G28610| Symbols: ATPHR1, PHR1 | PHR1 (PHOSPHATE STARVATION RESPONSE 1); transcription factor | chr4:14133170-14134957 REVERSE"	RNA.regulation of transcription.G2-like transcription factor family, GARP	27_3_20

CUST_30399_PI403524517	2	0.081085205	0.25142574	-0.07108784	0.028757095	-0.028757095	-0.03979397	35_8775	"Cluster: Putative alcohol oxidase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative alcohol oxidase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K9N5	CHR4V7|COORD:14119554..14121929| alcohol oxidase-related	AT4G28570.1	CHR02V5|COORD:24749036..24743573|protein oxidoreductase, putative, expressed	LOC_Os02g40840.1	no descriptionweakly similar to ( 186)AT4G28570| Symbols:  | alcohol oxidase-related | chr4:14119554-14121929 FORWARDnot assigned not assigned not assigned BetA PRK07764 GMC_oxred_C PRK12323	not assigned.no ontology	35_1

CUST_59841_PI403524517	2	-0.016272545	0.30270672	0.09536171	-0.072790146	-0.0034313202	0.0034303665	35_17061	"Cluster: Enoyl-CoA hydratase/isomerase family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Enoyl-CoA hydratase/isomerase"	UniRef90_Q10MF8	CHR4V7|COORD:9176879..9177993| enoyl-CoA hydratase/isomerase family protein	AT4G16210.1	CHR03V5|COORD:11047775..11050267|protein 3-hydroxybutyryl-CoA dehydratase, putative, expressed	LOC_Os03g19680.1	no descriptionmoderately similar to ( 291)AT4G16210| Symbols:  | enoyl-CoA hydratase/isomerase family protein | chr4:9176879-9177993 REVERSEvery weakly similar to (70.5)MFPA_BRANAGlyoxysomal fatty acid beta-oxidation multifunctional protein MFP-a [Includes: Enoyl-CoA hydratase/3-2-trans-enoyl-CoA isomerase/3-hydroxybutyryl-CoA epimerase - Brassica napus (Rape)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK06190 CaiD PRK08138 PRK05809 PRK08140 PRK07628 PRK05979 PRK05862 PRK07657 PRK07510 PRK08252 PRK06210 PRK05870 PRK07511 PRK07799 PRK06688 ECH PRK08259 PRK08260 PRK07327 PRK07658 PRK09674 PRK07629 PRK08139 PRK07509 PRK06072 PRK09076 PRK09245 PRK05864 PRK07830 PRK06142 PRK06494 PRK05980 PRK05981 PRK06563 PRK08290 PRK08150 PRK08258 PRK07854 PRK08272 PRK03580 PRK06144 PRK07396 MenB PRK06951 PRK07817 PRK06127 PRK05869 PRK06495 PRK05995 PRK07938 PRK06023 PRK07468 fadB PRK06143 PRK07827 PRK11423 PRK09120 PRK07260 fadJ PRK07112 PRK08321 PRK07110 PRK07659 PRK06493 PRK05674 PRK07828 PRK06952 PRK12478 PRK05617 PRK07759 PRK08788 PRK06028 PRK06213	amino acid metabolism.degradation.aspartate family.lysine	13_2_3_5

CUST_105182_PI403524517	2	0.020261765	0.020261765	-9.536743E-4	-0.016878128	-0.0052394867	9.536743E-4	35_29960	"Cluster: OSJNBa0070C17.20 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0070C17.20 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XLC9	"CHR3V7|COORD:18152002..18153174| EMB1080 (EMBRYO DEFECTIVE 1080); structural constituent of ribosome"	AT3G48930.1	CHR07V5|COORD:22657557..22655544|protein 40S ribosomal protein S11, putative, expressed	LOC_Os07g37780.1	no descriptionvery weakly similar to (89.7)AT4G30800| Symbols:  | 40S ribosomal protein S11 (RPS11B) | chr4:15001222-15002398 FORWARDvery weakly similar to (92.0)RS11_SOYBN40S ribosomal protein S11 - Glycine max (Soybean)not assigned	protein.synthesis.misc ribososomal protein	29_2_2

CUST_19928_PI403524517	2	0.003189087	0.5204487	0.05765152	-0.17409897	-0.09660816	-0.003189087	35_5778	Rep: PG1 - Hordeum vulgare (Barley)	UniRef90_Q7XZU9	"CHR2V7|COORD:9634817..9637920| similar to glycine-rich protein [Arabidopsis thaliana] (TAIR:AT4G37900.1); similar to Protein of unknown function DUF1399 [Medica"	AT2G22660.2	CHR11V5|COORD:23723116..23716101|protein pg1, putative, expressed	LOC_Os11g40590.3	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Atrophin-1 DUF1421 PRK10819 Trypan_PARP Amelogenin PRK12323 Drf_FH1 PRK05648 COG4278 TonB	not assigned.unknown	35_2

CUST_34438_PI399408534	2	0.13645363	-0.44754314	-0.11530113	0.04219055	-0.011756897	0.011755943	35_3142	"Cluster: Growth-regulating factor 11; n=1; Oryza sativa (japonica cultivar-group)|Rep: Growth-regulating factor 11 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6AWX8	CHR4V7|COORD:17725527..17727603| AtGRF2 (GROWTHREGULATING FACTOR 2)	AT4G37740.1	CHR07V5|COORD:16620853..16623597|protein growth-regulating factor, putative, expressed	LOC_Os07g28430.1	no descriptionweakly similar to ( 108)AT4G37740| Symbols: AtGRF2 | AtGRF2 (GROWTHREGULATING FACTOR 2) | chr4:17725527-17727603 REVERSEnot assigned WRC QLQ	RNA.regulation of transcription.General Transcription	27_3_50

CUST_15809_PI403524517	2	0.05654335	0.20281315	-0.13039017	0.009037018	-0.15158463	-0.0090379715	35_4563	Rep: Phosphatidylinositol synthase - Oryza sativa (Rice)	UniRef90_Q9AR90	CHR4V7|COORD:18031414..18033085| CDP-diacylglycerol--inositol 3-phosphatidyltransferase, putative / phosphatidylinositol synthase, putative	AT4G38570.1	CHR02V5|COORD:1234484..1231020|protein CDP-diacylglycerol--inositol 3-phosphatidyltransferase 1, putative, expressed	LOC_Os02g03110.2	" no descriptionmoderately similar to ( 259)AT1G68000| Symbols: ATPIS, ATPIS1 | ATPIS1 (Arabidopsis thaliana phosphatidylinositol synthase 1); CDP-diacylglycerol-inositol 3-phosphatidyltransferase | chr1:25495009-25496593 FORWARDnot assigned not assigned PgsA CDP-OH_P_transf PRK10832 PssA "	lipid metabolism.Phospholipid synthesis.CDP-diacylglycerol-inositol 3-phosphatidyltransferase	11_3_4

CUST_1056_PI404877155	2	-0.0030136108	-0.03868103	0.007431984	-0.075250626	0.029612541	0.0030136108	Contig11078_at	putative adenosine-5'-phosphosulfate kinase [Oryza sativa (japonica cultivar-group)]	BAC83149.1	adenylylsulfate kinase, putative	At3g03900.1	protein adenylylsulfate kinase, putative	Os07g38560	adenylylsulfate kinase, putative, similar to adenylylsulfate kinase 1, chloroplast precursor (APS kinase, Adenosine-5'phosphosulfate kinase, ATP adenosine-5'- phosphosulfate 3'-phosphotransferase) (Arabidopsis thaliana) SWISS-PROT:Q43295	S-assimilation.AKN	14_15

CUST_4611_PI403524517	2	-0.17321396	-0.87679577	0.23824215	0.5060444	0.17321491	-0.2825985	35_1273	"Cluster: RNA recognition motif family protein, expressed; n=5; Oryza sativa (japonica cultivar-group)|Rep: RNA recognition motif family protein, expressed - Ory"	UniRef90_Q10NM2	CHR1V7|COORD:2257730..2260099| transformer serine/arginine-rich ribonucleoprotein, putative	AT1G07350.1	CHR03V5|COORD:8749601..8746578|protein arginine/serine-rich splicing factor RSP41, putative, expressed	LOC_Os03g15890.3	 no descriptionvery weakly similar to (77.0)AT1G07350| Symbols:  | transformer serine/arginine-rich ribonucleoprotein, putative | chr1:2258814-2259584 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF1777 	not assigned.no ontology	35_1

CUST_101623_PI403524517	2	-0.14655685	0.28075027	0.14655638	0.2609558	-0.41636848	-1.148735	35_28998	"Cluster: Putative lectin receptor-type protein kinase; n=1; Hordeum vulgare subsp. vulgare|Rep: Putative lectin receptor-type protein kinase - Hordeum vulgare v"	UniRef90_Q6A1H8	"CHR2V7|COORD:15822012..15824039| RLK (RECEPTOR LECTIN KINASE); kinase"	AT2G37710.1	CHR07V5|COORD:23283279..23280857|protein lectin receptor-type protein kinase, putative, expressed	LOC_Os07g38810.1	"no descriptionweakly similar to ( 126)AT2G37710| Symbols: RLK | RLK (RECEPTOR LECTIN KINASE); kinase | chr2:15822012-15824039 REVERSELectin_legB"	misc.myrosinases-lectin-jacalin	26_16

CUST_183249_PI403524517	2	-0.008788109	0.16886616	-0.0033073425	0.0033082962	-0.011898041	0.09868145	35_50932	"Cluster: Mammalian acyl CoA oxidase homologous; n=1; Hordeum vulgare|Rep: Mammalian acyl CoA oxidase homologous - Hordeum vulgare (Barley)"	UniRef90_Q43476	CHR4V7|COORD:9424918..9428710| ACX1 (ACYL-COA OXIDASE 1)	AT4G16760.1	CHR06V5|COORD:226793..231808|protein acyl-coenzyme A oxidase 1.2, peroxisomal, putative, expressed	LOC_Os06g01390.1	 no descriptionweakly similar to ( 179)AT4G16760| Symbols: ATACX1, ACX1 | ACX1 (ACYL-COA OXIDASE 1) | chr4:9424918-9428710 REVERSEvery weakly similar to (55.5)SLN1_HORVUDELLA protein SLN1 - Hordeum vulgare (Barley)not assigned not assigned AXO 	lipid metabolism.lipid degradation.beta-oxidation.acyl CoA DH	11_9_4_2

CUST_44822_PI403524517	2	0.7163687	0.42221546	0.0013284683	-0.0013289452	-0.53688335	-0.4211688	35_12853	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_81695_PI403524517	2	0.06959534	0.44359112	-0.06299782	-0.06692505	-0.04638672	0.046385765	35_23435	"Cluster: Ribonuclease II-like protein; n=1; Arabidopsis thaliana|Rep: Ribonuclease II-like protein - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9LZA0	"CHR5V7|COORD:454900..459061| EMB2730 (EMBRYO DEFECTIVE 2730); RNA binding / ribonuclease"	AT5G02250.1	CHR01V5|COORD:36473151..36465551|protein expressed protein	LOC_Os01g62440.1	no description	not assigned.unknown	35_2

CUST_162580_PI403524517	2	0.7925072	-0.33508348	0.21475029	-0.10780048	0.10780048	-0.22459602	35_45349	"Cluster: Hypothetical protein P0529C07.39; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0529C07.39 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5VMI9	"CHR3V7|COORD:4983393..4985673| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G53450.2); similar to unknown protein [Oryza sativa (japonica"	AT3G14830.1	CHR06V5|COORD:2725536..2723124|protein expressed protein	LOC_Os06g05950.1	"no descriptionweakly similar to ( 173)AT3G14830| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G53450.2); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAS72350.1); similar to Os01g0729900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001044138.1) | chr3:4983393-4985673 FORWARD"	not assigned.unknown	35_2

CUST_128282_PI403524517	2	-0.119812965	0.28680515	0.027646065	-0.30582714	-0.005926132	0.005927086	35_36062	"Cluster: Putative 4/1 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative 4/1 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z432	"CHR4V7|COORD:13202258..13204037| similar to CIP1 (COP1-INTERACTIVE PROTEIN 1) [Arabidopsis thaliana] (TAIR:AT5G41790.1); similar to 4/1 protein [Medicago"	AT4G26020.1	CHR02V5|COORD:2668554..2671031|protein 4/1 protein, putative, expressed	LOC_Os02g05520.1	" no descriptionweakly similar to ( 184)AT4G26020| Symbols:  | similar to CIP1 (COP1-INTERACTIVE PROTEIN 1) [Arabidopsis thaliana] (TAIR:AT5G41790.1); similar to 4/1 protein [Medicago truncatula] (GB:ABD28478.1); contains InterPro domain Fe-only hydrogenase, small subunit; (InterPro:IPR008953) | chr4:13202258-13204037 REVERSEnot assigned not assigned Smc SbcC Myosin_tail_1 "	not assigned.no ontology	35_1

CUST_47285_PI403524517	2	0.039452076	-0.09965706	0.16689587	-0.11640024	0.026275158	-0.026275158	35_13537	"Cluster: Hypothetical protein OJ1214_E03.16; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1214_E03.16 - Oryza sativa (japonica cultiv"	UniRef90_Q6I603	"CHR4V7|COORD:11529968..11532856| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G52780.1); similar to Os01g0678000 [Oryza sativa (japonica"	AT4G21700.1	CHR05V5|COORD:27648140..27646212|protein expressed protein	LOC_Os05g48370.1	"no descriptionweakly similar to ( 153)AT4G21700| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G52780.1); similar to Os01g0678000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001043855.1); similar to Os01g0678100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001043856.1); similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:BAD67815.1) | chr4:11529968-11532856 FORWARD"	not assigned.unknown	35_2

CUST_80530_PI403524517	2	0.09348011	0.00409317	-0.14824581	-0.026491165	-0.00409317	0.072467804	35_23095	"Cluster: Hypothetical protein P0683F02.29; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0683F02.29 - Oryza sativa (japonica cultivar-g"	UniRef90_Q94DD4	CHR1V7|COORD:2608405..2609601| glycosyl transferase family 29 protein / sialyltransferase family protein	AT1G08280.1	CHR01V5|COORD:37460406..37462229|protein sialyltransferase-like protein, putative, expressed	LOC_Os01g63970.1	no descriptionmoderately similar to ( 223)AT1G08280| Symbols:  | glycosyl transferase family 29 protein / sialyltransferase family protein | chr1:2608405-2609601 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07764 Herpes_BLLF1 PRK12678 Tymo_45kd_70kd	protein.glycosylation	29_7

CUST_40510_PI403524517	2	0.24739838	-0.08074093	0.029774666	-0.029774666	-0.034246445	0.07874203	35_11650	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_79214_PI403524517	2	0.54008675	-0.6581001	0.016898155	-0.016898155	-0.10090637	0.18513918	35_22721	"Cluster: Os06g0613800 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os06g0613800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DAY6	0	0	CHR07V5|COORD:28107892..28099587|protein expressed protein	LOC_Os07g47030.3	no description	not assigned.unknown	35_2

CUST_87629_PI403524517	2	-0.00600338	0.006002903	0.01773119	0.11033344	-0.25367403	-0.30885315	35_25086	"Cluster: Putative RNA-binding protein RBP37; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative RNA-binding protein RBP37 - Oryza sativa (japonica cultiv"	UniRef90_Q69UJ1	CHR5V7|COORD:15457074..15460237| protein kinase family protein	AT5G38560.1	CHR08V5|COORD:892761..886499|protein CID11, putative, expressed	LOC_Os08g02330.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 Atrophin-1 Tymo_45kd_70kd PRK07003 Extensin_2 PRK12678 PRK07764 HPC2	not assigned.unknown	35_2

CUST_25699_PI403524517	2	0.5967994	-0.101790905	0.16954422	0.06748581	-0.31790113	-0.06748581	35_7448	"Cluster: Os02g0731900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os02g0731900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DXV1	"CHR1V7|COORD:25716544..25718396| CUT1 (CUTICULAR 1); acyltransferase"	AT1G68530.1	CHR02V5|COORD:30494361..30495928|protein 3-ketoacyl-CoA synthase, putative, expressed	LOC_Os02g49920.1	" no descriptionmoderately similar to ( 298)AT1G68530| Symbols: CER6, G2, POP1, CUT1 | CUT1 (CUTICULAR 1); acyltransferase | chr1:25717263-25718396 REVERSEFAE1_CUT1_RppA CHS_like BcsA init_cond_enzymes "	lipid metabolism.FA synthesis and FA elongation.beta ketoacyl CoA synthase	11_1_10

CUST_16328_PI403524517	2	0.1479578	0.0042533875	-0.08526039	-0.084010124	0.01492691	-0.0042533875	35_4705	"Cluster: Os06g0308100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0308100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DCN6	"CHR2V7|COORD:1588535..1589835| IBR5 (INDOLE-3-BUTYRIC ACID RESPONSE 5); protein tyrosine/serine/threonine phosphatase"	AT2G04550.1	CHR06V5|COORD:11686914..11683184|protein IBR5, putative, expressed	LOC_Os06g20340.1	"no descriptionmoderately similar to ( 283)AT2G04550| Symbols: IBR5 | IBR5 (INDOLE-3-BUTYRIC ACID RESPONSE 5); protein tyrosine/serine/threonine phosphatase | chr2:1588535-1589600 FORWARDvery weakly similar to (57.4)PTP3_CHLEUDual specificity protein phosphatase - Chlamydomonas eugametosnot assigned not assigned not assigned not assigned DSPc DSPc DSPc CDC14"	protein.postranslational modification	29_4

CUST_23598_PI399408534	2	0.044561386	0.10371971	-0.00737381	-0.04846573	-0.1216898	0.00737381	35_27282	"Cluster: Os11g0586100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os11g0586100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IRY5	CHR3V7|COORD:23403156..23405638| protein kinase family protein	AT3G63330.1	CHR11V5|COORD:21658186..21672152|protein protein phosphatase 2C containing protein, expressed	LOC_Os11g37540.1	no descriptionvery weakly similar to (97.4)AT3G63330| Symbols:  | kinase | chr3:23403209-23405638 REVERSE	signalling.MAP kinases	30_6

CUST_102195_PI403524517	2	0.34789276	0.20337677	0.10846043	-0.10846043	-0.24411583	-0.121748924	35_29159	"Cluster: Os02g0470400 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0470400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E193	CHR1V7|COORD:17736251..17761639| C2 domain-containing protein	AT1G48090.1	CHR02V5|COORD:15944630..15925427|protein expressed protein	LOC_Os02g27110.2	no descriptionmoderately similar to ( 293)AT1G48090| Symbols:  | C2 domain-containing protein | chr1:17740060-17761639 REVERSE	not assigned.no ontology.C2 domain-containing protein	35_1_19

CUST_17263_PI399408534	2	-0.035482407	-0.3026762	0.06237507	0.05149269	-0.018499374	0.01849842	35_2014	Rep: Hypothetical protein OSJNBa0003O19.4 - Oryza sativa (Rice)	UniRef90_Q9AYK1	"CHR4V7|COORD:9937134..9939159| UBP20 (UBIQUITIN-SPECIFIC PROTEASE 20); DNA binding"	AT4G17890.1	CHR10V5|COORD:22511053..22506973|protein ADP-ribosylation factor GTPase-activating protein 3, putative, expressed	LOC_Os10g42420.1	" no descriptionmoderately similar to ( 432)AT4G17890| Symbols: AGD8, UBP20 | UBP20 (UBIQUITIN-SPECIFIC PROTEASE 20); DNA binding | chr4:9937134-9939001 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG5347 ArfGap ArfGap "	signalling.G-proteins	30_5

CUST_120292_PI403524517	2	0.026586533	-0.8333092	-0.049977303	6.198883E-4	0.036815643	-6.20842E-4	35_34011	"Cluster: Asp/Glu racemase; Tetratricopeptide-like helical; n=1; Medicago truncatula|Rep: Asp/Glu racemase; Tetratricopeptide-like helical - Medicago truncatula"	UniRef90_Q1SV65	CHR5V7|COORD:23906019..23907791| pentatricopeptide (PPR) repeat-containing protein	AT5G59200.1	CHR11V5|COORD:13486200..13488220|protein pentatricopeptide repeat protein PPR986-12, putative, expressed	LOC_Os11g24530.1	no descriptionvery weakly similar to (97.8)AT5G59200| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr5:23906019-23907791 REVERSE	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_37801_PI403524517	2	0.08355665	-0.22287273	0.07310915	-0.025382042	0.025382519	-0.04262352	35_10880	Rep: Cytochrome P450 - Triticum aestivum (Wheat)	UniRef90_Q70EV8	"CHR2V7|COORD:17065369..17067610| CYP98A3 (cytochrome P450, family 98, subfamily A, polypeptide 3); p-coumarate 3-hydroxylase"	AT2G40890.1	CHR05V5|COORD:24187874..24191966|protein cytochrome P450 98A1, putative, expressed	LOC_Os05g41440.2	" no descriptionweakly similar to ( 175)AT2G40890| Symbols: CYP98A3, REF8 | CYP98A3 (cytochrome P450, family 98, subfamily A, polypeptide 3); p-coumarate 3-hydroxylase | chr2:17065369-17067610 REVERSEweakly similar to ( 195)C98A1_SORBICytochrome P450 98A1 - Sorghum bicolor (Sorghum) (Sorghum vulgare)not assigned not assigned not assigned not assigned not assigned not assigned p450 CypX "	misc.cytochrome P450	26_10

CUST_167360_PI403524517	2	-0.08228159	-0.24227858	0.3978119	0.08228111	0.28171158	-0.18993378	35_46614	Rep: H0102C09.4 protein - Oryza sativa (Rice)	UniRef90_Q25AL2	CHR1V7|COORD:11399903..11405702| actin binding	AT1G31810.1	CHR04V5|COORD:92183..90159|protein cytochrome P450 93A2, putative, expressed	LOC_Os04g01140.2	no description	not assigned.unknown	35_2

CUST_148374_PI403524517	2	0.09231186	-0.09231186	0.15281773	-0.16265392	0.11470604	-0.19083309	35_41508	"Cluster: Hypothetical protein OSJNBa0063H21.109; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0063H21.109 - Oryza sativa (japonic"	UniRef90_Q69LQ9	"CHR2V7|COORD:10769718..10771710| similar to Os08g0299000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001061484.1); similar to CG8031-PA [Drosophila"	AT2G25280.1	CHR08V5|COORD:12164240..12171019|protein expressed protein	LOC_Os08g20270.2	"no descriptionmoderately similar to ( 220)AT2G25280| Symbols:  | similar to Os08g0299000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001061484.1); similar to CG8031-PA [Drosophila melanogaster] (GB:NP_650252.1); contains InterPro domain Protein of unknown function DUF52; (InterPro:IPR002737) | chr2:10769718-10771710 REVERSEnot assigned Memo COG1355 PRK00782"	not assigned.unknown	35_2

CUST_148244_PI403524517	2	0.03122139	-0.22538853	-0.4595642	-0.031221867	0.14056349	0.13013601	35_41474	"Cluster: OSJNBb0051N19.2 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBb0051N19.2 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XSG1	"CHR5V7|COORD:14256428..14259092| SCPL1 (serine carboxypeptidase-like 1); serine carboxypeptidase"	AT5G36180.1	CHR04V5|COORD:5196591..5187951|protein serine carboxypeptidase 1 precursor, putative, expressed	LOC_Os04g09720.2	"no descriptionvery weakly similar to (82.8)AT5G36180| Symbols: SCPL1 | SCPL1 (serine carboxypeptidase-like 1); serine carboxypeptidase | chr5:14256428-14259092 FORWARDvery weakly similar to (78.6)CBP1_ORYSAnot assigned Peptidase_S10"	protein.degradation.serine protease	29_5_5

CUST_7856_PI404877155	2	-0.0017328262	0.2596283	0.0017318726	-0.13073444	-0.2235632	0.11236477	Contig23144_at	P0501G01.24 [Oryza sativa (japonica cultivar-group)]	NP_917762.1	ceramidase family protein	At2g38010.2	protein Neutral/alkaline nonlysosomal ceramidase	Os01g43520	ceramidase family protein, contains Pfam domain, PF04734: Neutral/alkaline nonlysosomal ceramidase or  ceramidase family protein, contains Pfam domain, PF04734: Neutral/alkaline nonlysosomal ceramidase	lipid metabolism.'exotics' (steroids, squalene etc).sphingolipids	11_8_1

CUST_14564_PI404877155	2	0.011571884	-0.18780422	0.28870106	-0.011571884	0.10098076	-0.013616562	Contig8371_at	enoyl-CoA hydratase/isomerase family protein [Arabidopsis thaliana]	NP_172142.2	enoyl-CoA hydratase/isomerase family protein	At1g06550.1	protein Similar to F12K11.12	Os01g54860	"enoyl-CoA hydratase/isomerase family protein, similar to CHY1 (gi:8572760); contains Pfam profile PF00388 enoyl-CoA hydratase/isomerase family protein"	lipid metabolism.lipid degradation.beta-oxidation.enoyl CoA hydratase	11_9_4_03

CUST_27280_PI399408534	2	0.02723217	0.52534676	0.025519371	-0.15254307	-0.025519371	-0.044463158	35_737	Rep: OSJNBa0042L16.10 protein - Oryza sativa (Rice)	UniRef90_Q7XUT7	"CHR1|COORD:28794623..28797475| SET domain-containing protein (ASHH1), low similarity to huntingtin interacting protein 1 (Homo sapiens) GI:12697196; contains Pf"	AT1G76710.2	CHR04V5|COORD:21070670..21075451|protein SET domain-containing protein SET102, putative, expressed	LOC_Os04g34976.1	no descriptionmoderately similar to ( 481)AT1G76710| Symbols: ASHH1 | SET domain-containing protein (ASHH1) | chr1:28794781-28797265 REVERSEvery weakly similar to (99.4)EZ1_MAIZEPolycomb protein EZ1 - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned SET SET COG2940 AWS	RNA.regulation of transcription.SET-domain transcriptional regulator family	27_3_69

CUST_60937_PI403524517	2	0.51238775	0.7149148	0.1691308	-0.24695349	-0.1691308	-0.25085926	35_17381	"Cluster: Hypothetical protein P0426G01.13; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0426G01.13 - Oryza sativa (japonica cultivar-g"	UniRef90_Q60DV9	CHR1V7|COORD:26953057..26955142| GDSL-motif lipase/hydrolase family protein	AT1G71691.2	CHR05V5|COORD:20503055..20507752|protein anther-specific proline-rich protein APG, putative, expressed	LOC_Os05g34700.2	no descriptionweakly similar to ( 167)AT1G71691| Symbols:  | GDSL-motif lipase/hydrolase family protein | chr1:26953057-26954835 REVERSEvery weakly similar to (79.7)APG_BRANAAnther-specific proline-rich protein APG - Brassica napus (Rape)not assigned SGNH_plant_lipase_like fatty_acyltransferase_like Triacylglycerol_lipase_like COG3240	misc.GDSL-motif lipase	26_28

CUST_38771_PI403524517	2	0.2681389	-0.5230794	-0.08537865	0.08537769	0.106417656	-0.1641531	35_11158	"Cluster: OSJNBa0010H02.5 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0010H02.5 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7FAT7	CHR4V7|COORD:13565..14366| plastid-lipid associated protein PAP / fibrillin family protein	AT4G00030.1	CHR04V5|COORD:27418814..27414084|protein PAP fibrillin family protein, expressed	LOC_Os04g46610.2	no descriptionweakly similar to ( 108)AT4G00030| Symbols:  | plastid-lipid associated protein PAP / fibrillin family protein | chr4:13565-14366 FORWARDPAP_fibrillin	cell.organisation	31_1

CUST_91655_PI403524517	2	0.16274929	0.62625885	0.057744503	-0.057744026	-0.28670835	-0.21926212	35_26205	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_43884_PI403524517	2	0.099576	-0.44594955	-0.13316536	0.16509056	-0.099576	0.11001587	35_12594	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_11131_PI399408534	2	0.06275463	0.26261806	0.0062704086	-0.03957653	-0.04214096	-0.0062704086	35_8815	"Cluster: OSJNBb0038F03.7 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBb0038F03.7 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XN04	CHR2V7|COORD:14830641..14833025| SUVH5 (SU(VAR)3-9 HOMOLOG 5)	AT2G35160.1	CHR04V5|COORD:27027705..27024992|protein histone-lysine N-methyltransferase, H3 lysine-9 specific SUVH6, putative, expressed	LOC_Os04g45990.1	no descriptionmoderately similar to ( 368)AT2G35160| Symbols: SUVH5 | SUVH5 (SU(VAR)3-9 HOMOLOG 5) | chr2:14830641-14833025 FORWARDvery weakly similar to (53.9)EZ1_MAIZEPolycomb protein EZ1 - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned SET SET Pre-SET PreSET COG2940	RNA.regulation of transcription.SET-domain transcriptional regulator family	27_3_69

CUST_16246_PI404877155	2	0.37675762	0.033233643	-0.11878586	-0.033233643	0.2051487	-0.05128002	EBpi03_SQ003_B07_at	squamosa promoter-binding protein-like 12 (SPL12) [Arabidopsis thaliana]	NP_191562.1	SPL1-Related2 protein (SPL1R2)	At1g20980.1	protein SBP domain, putative	Os08g40260	"ATSPL14;FBR6;SPL1R2;SQUAMOSA PROMOTER BINDING PROTEIN-LIKE 14;SQUAMOSA PROMOTER BINDING PROTEIN-LIKE RELATED 2;SPL1-Related2 protein (SPL1R2), strong similarity to SPL1-Related2 protein (Arabidopsis thaliana) GI:6006427; contains Pfam profile PF03110: SBP"	RNA.regulation of transcription.SBP,Squamosa promoter binding protein family	27_3_28

CUST_81992_PI403524517	2	-0.055419922	-0.55389786	-0.03343582	0.03343582	0.101961136	0.107346535	35_23520	"Cluster: Hypothetical protein OSJNBa0007A06.10; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0007A06.10 - Oryza sativa (japonica"	UniRef90_Q6AUP5	CHR2V7|COORD:17285268..17292165| GCN5-related N-acetyltransferase (GNAT) family protein	AT2G41450.1	CHR05V5|COORD:18101722..18089229|protein N-acetyltransferase, putative, expressed	LOC_Os05g31254.1	no descriptionweakly similar to ( 159)AT2G41450| Symbols:  | GCN5-related N-acetyltransferase (GNAT) family protein | chr2:17285268-17292165 FORWARDnot assigned BRCT BRCT	misc.GCN5-related N-acetyltransferase	26_24

CUST_62233_PI403524517	2	0.14934921	-0.6970043	-0.06381893	0.12853432	0.027650833	-0.027651787	35_17746	"Cluster: Putative SEU1 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative SEU1 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q9LWV8	CHR5|COORD:24952189..24956335| expressed protein	AT5G62090.2	CHR06V5|COORD:1394805..1388014|protein transcriptional corepressor SEUSS, putative, expressed	LOC_Os06g03600.2	"no descriptionweakly similar to ( 106)AT5G62090| Symbols:  | similar to transcriptional co-regulator family protein [Arabidopsis thaliana] (TAIR:AT4G25520.1); similar to SEU1 protein [Antirrhinum majus] (GB:CAF18247.1) | chr5:24952447-24955766 REVERSE"	not assigned.no ontology	35_1

CUST_155227_PI403524517	2	0.04851818	0.13634157	0.17900229	-0.21022463	-0.42422342	-0.04851818	35_43362	"Cluster: Putative glutathione S-transferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative glutathione S-transferase - Oryza sativa (japonica cultiv"	UniRef90_Q8S702		0	CHR10V5|COORD:20221525..20222737|protein glutathione S-transferase GSTU6, putative, expressed	LOC_Os10g38470.1	no description	not assigned.unknown	35_2

CUST_170707_PI403524517	2	0.26677132	-0.16758871	0.089715004	-0.08971548	-0.31400824	0.18460417	35_47547	Rep: H1005F08.22 protein - Oryza sativa (Rice)	UniRef90_Q01MM2	"CHR5V7|COORD:26387595..26393620| ZWI (ZWICHEL); calmodulin binding / microtubule motor"	AT5G65930.2	CHR04V5|COORD:33831030..33820924|protein kinesin-like calmodulin binding protein, putative, expressed	LOC_Os04g57140.1	" no descriptionmoderately similar to ( 251)AT5G65930| Symbols: PKCBP, KCBP, ZWI | ZWI (ZWICHEL); calmodulin binding / microtubule motor | chr5:26387595-26393620 REVERSEnot assigned MyTH4 MyTH4 "	cell.organisation	31_1

CUST_157909_PI403524517	2	0.20157957	0.26642513	-0.070693016	0.05002117	-0.36606598	-0.05002117	35_44086	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_46466_PI403524517	2	0.1953783	0.53854465	-0.15104961	-0.111151695	-0.122550964	0.111151695	35_13307	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_17015_PI399408534	2	0.069683075	-0.71213245	-0.12204456	0.36911774	0.7690048	-0.069683075	35_4215	Rep: Myb-related protein MYBAS2 - Oryza sativa (Rice)	UniRef90_Q4JL76	"CHR5V7|COORD:24099651..24100481| MYB59 (myb domain protein 59); DNA binding / transcription factor"	AT5G59780.2	CHR12V5|COORD:23293510..23291986|protein MYB59, putative, expressed	LOC_Os12g37970.1	" no descriptionweakly similar to ( 162)AT5G59780| Symbols: AtMYB59, MYB59 | MYB59 (myb domain protein 59); DNA binding / transcription factor | chr5:24099651-24100481 REVERSEweakly similar to ( 188)MYBA2_ORYSAnot assigned Myb_DNA-binding SANT SANT REB1 "	RNA.regulation of transcription.MYB domain transcription factor family	27_3_25

CUST_85304_PI403524517	2	0.02425003	0.17470074	-0.024249077	-0.07172489	-0.3460369	0.06488609	35_24437	"Cluster: AF-4 domain containing protein-like protein; n=1; Oryza sativa (indica cultivar-group)|Rep: AF-4 domain containing protein-like protein - Oryza sativa"	UniRef90_A1XFD1	CHR5V7|COORD:19335125..19344240| binding	AT5G47690.1	CHR06V5|COORD:10357412..10343191|protein HEAT repeat family protein, expressed	LOC_Os06g17840.1	no descriptionvery weakly similar to (89.0)AT5G47690| Symbols:  | binding | chr5:19335125-19344240 FORWARD	not assigned.unknown	35_2

CUST_2278_PI399408534	2	0.07998276	-0.36252594	-0.1188488	0.010098457	-0.010098457	0.052981377	35_21464	"Cluster: Putative PHD-finger domain containing protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative PHD-finger domain containing protein - Oryza s"	UniRef90_Q84TV4	CHR3V7|COORD:3508393..3510424| PHD finger family protein	AT3G11200.1	CHR03V5|COORD:34285679..34281847|protein PHD finger protein, putative, expressed	LOC_Os03g60390.1	no descriptionmoderately similar to ( 245)AT3G11200| Symbols:  | PHD finger family protein | chr3:3508393-3510201 REVERSEnot assigned not assigned not assigned not assigned not assigned PHD PRK12323 PHD PRK07003	RNA.regulation of transcription.Alfin-like	27_3_2

CUST_71808_PI403524517	2	-0.09971237	-0.6008997	0.68190193	-0.57164	0.09971237	0.16312885	35_20587	Rep: OSJNBb0004A17.1 protein - Oryza sativa (Rice)	UniRef90_Q7XPI8	"CHR1V7|COORD:24493836..24496391| ATPAO4 (POLYAMINE OXIDASE 4); amine oxidase"	AT1G65840.1	CHR04V5|COORD:34029263..34025190|protein lysine-specific histone demethylase 1, putative, expressed	LOC_Os04g57560.1	"no descriptionmoderately similar to ( 410)AT1G65840| Symbols: ATPAO4 | ATPAO4 (POLYAMINE OXIDASE 4); amine oxidase | chr1:24493836-24496391 FORWARDweakly similar to ( 116)PAO_MAIZEPolyamine oxidase precursor - Zea mays (Maize)not assigned not assigned Amino_oxidase COG1231 HemY PRK11883"	misc.oxidases - copper, flavone etc.	26_7

CUST_86741_PI403524517	2	0.13506317	-0.019303322	0.019302368	-0.022022247	-0.17631245	0.2027893	35_24843	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q33A42	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	CHR10V5|COORD:7824172..7834977|protein vicilin storage protein, putative, expressed	LOC_Os10g15390.2	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF1777	not assigned.unknown	35_2

CUST_20433_PI403524517	2	0.11792326	0.44734287	0.01666212	-0.45309114	-0.41535807	-0.01666212	35_5926	"Cluster: OSJNBb0048E02.13 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: OSJNBb0048E02.13 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XM31	"CHR4V7|COORD:6780518..6784386| RDR2 (RNA-DEPENDENT RNA POLYMERASE 2); RNA-directed RNA polymerase"	AT4G11130.1	CHR04V5|COORD:23065706..23071435|protein RNA-dependent RNA polymerase homolog 1, putative, expressed	LOC_Os04g39160.1	"no descriptionmoderately similar to ( 337)AT4G11130| Symbols: RDR2 | RDR2 (RNA-DEPENDENT RNA POLYMERASE 2); RNA-directed RNA polymerase | chr4:6780518-6784386 FORWARDnot assigned RdRP"	RNA.transcription	27_2

CUST_40719_PI403524517	2	0.44420004	-0.57696295	0.06056261	0.9777436	-0.06056261	-0.39477777	35_11709	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_152979_PI403524517	2	0.01601696	0.2876482	-0.016017914	-0.065711975	0.047582626	-0.13673973	35_42756	"Cluster: Putative TATA box-binding protein associated factor 10; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative TATA box-binding protein associated f"	UniRef90_Q69MK0	"CHR4V7|COORD:15354229..15355710| TAFII15 (SALT TOLERANCE DURING GERMINATION 1); transcription factor"	AT4G31720.2	CHR09V5|COORD:15783884..15780079|protein transcription initiation factor TFIID subunit 10, putative, expressed	LOC_Os09g26180.1	" no descriptionvery weakly similar to (55.8)AT4G31720| Symbols: STG1, TAFII15 | TAFII15 (SALT TOLERANCE DURING GERMINATION 1); transcription factor | chr4:15354229-15355710 REVERSEnot assigned "	RNA.transcription	27_2

CUST_69385_PI403524517	2	0.033044815	0.11641312	-0.043045998	-0.04429722	0.07238674	-0.03304386	35_19853	Rep: Peroxidase precursor - Triticum aestivum (Wheat)	UniRef90_Q5GMP4	CHR1V7|COORD:26968021..26970219| peroxidase 12 (PER12) (P12) (PRXR6)	AT1G71695.1	CHR04V5|COORD:34970112..34968298|protein peroxidase 12 precursor, putative, expressed	LOC_Os04g59150.2	no descriptionweakly similar to ( 162)AT1G71695| Symbols:  | peroxidase 12 (PER12) (P12) (PRXR6) | chr1:26968021-26970219 FORWARDweakly similar to ( 147)PER1_SORBICationic peroxidase SPC4 precursor - Sorghum bicolor (Sorghum) (Sorghum vulgare)secretory_peroxidase plant_peroxidase peroxidase ascorbate_peroxidase	misc.peroxidases	26_12

CUST_32322_PI399408534	2	0.15152454	-0.59451485	-0.11340237	0.07732773	0.06980801	-0.06980801	35_19325	"Cluster: Hypothetical protein OJ1003_C09.9; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1003_C09.9 - Oryza sativa (japonica cultivar"	UniRef90_Q652Q3	CHR2V7|COORD:11752274..11753453| CCAAT-box binding transcription factor subunit HAP3-related	AT2G27470.1	CHR09V5|COORD:22691494..22689696|protein DNA polymerase epsilon subunit 3, putative, expressed	LOC_Os09g39490.1	no descriptionweakly similar to ( 123)AT2G27470| Symbols:  | CCAAT-box binding transcription factor subunit HAP3-related | chr2:11752274-11753453 REVERSEvery weakly similar to (53.1)NFYB2_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG5150 PRK07764 DUF1421 PRK12323 Extensin_2 Drf_FH1 PRK05648 tolA Atrophin-1 CBFD_NFYB_HMF TT_ORF1 PRK10819	RNA.regulation of transcription.CCAAT box binding factor family, HAP3	27_3_15

CUST_149264_PI403524517	2	0.06919384	0.12543869	-0.06919479	-0.22071838	0.19220066	-0.28295326	35_41754	"Cluster: Bystin (51.6 kD)-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: Bystin (51.6 kD)-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6EQN5	CHR1V7|COORD:16816094..16817173| DNA binding / ligand-dependent nuclear receptor	AT1G44191.1	CHR09V5|COORD:11239953..11235537|protein cell adhesion protein byn-1, putative, expressed	LOC_Os09g18320.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07764 PRK07003 APC_basic Atrophin-1	not assigned.unknown	35_2

CUST_156957_PI403524517	2	0.07865095	-0.7877464	-0.078650475	0.16739988	0.191185	-0.5404587	35_43835	"Cluster: CHY zinc finger family protein, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: CHY zinc finger family protein, expressed - Oryza sativa (j"	UniRef90_Q337P2	CHR5V7|COORD:7665146..7667034| zinc finger (C3HC4-type RING finger) family protein	AT5G22920.1	CHR10V5|COORD:16379105..16375540|protein RING finger and CHY zinc finger domain-containing protein 1, putative, expressed	LOC_Os10g31850.5	no descriptionvery weakly similar to (75.5)AT5G22920| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr5:7665146-7667034 FORWARDzf-CHY	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_53591_PI403524517	2	0.301301	-0.5188856	-0.17073345	0.3792734	0.17073345	-0.7219057	35_15243	"Cluster: Putative membrane protein; n=1; Triticum aestivum|Rep: Putative membrane protein - Triticum aestivum (Wheat)"	UniRef90_A0MAU8	CHR1V7|COORD:2641001..2641736| PSAO (photosystem I subunit O)	AT1G08380.1	CHR04V5|COORD:20308587..20309663|protein 16kDa membrane protein, putative, expressed	LOC_Os04g33830.1	no descriptionweakly similar to ( 183)AT1G08380| Symbols: PSAO | PSAO (photosystem I subunit O) | chr1:2641001-2641736 REVERSE	PS.lightreaction.photosystem I.PSI polypeptide subunits	1_1_2_2

CUST_27731_PI403524517	2	-0.035247803	0.38660145	0.14470959	-0.057621956	0.004009247	-0.0040102005	35_8020	"Cluster: Hypothetical protein P0431A03.22; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0431A03.22 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6ZA92	"CHR1V7|COORD:27982869..27984032| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G18720.1); similar to YGL010w-like protein [Picea mariana]"	AT1G74440.1	CHR08V5|COORD:20903252..20901338|protein YGL010w-like protein, putative, expressed	LOC_Os08g33680.1	"no descriptionvery weakly similar to (96.7)AT1G18720| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G74440.1); similar to YGL010w-like protein [Picea mariana] (GB:AAC32136.1); contains InterPro domain Protein of unknown function DUF962; (InterPro:IPR009305) | chr1:6458012-6459650 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF962 COG4539"	not assigned.no ontology	35_1

CUST_29672_PI403524517	2	0.49126577	0.4002695	0.054098606	-0.054098606	-0.09564066	-0.47428322	35_8569	"Cluster: Phospholipase-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Phospholipase-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q94D81	CHR5V7|COORD:6494115..6495107| esterase/lipase/thioesterase family protein	AT5G19290.1	CHR01V5|COORD:12050165..12051594|protein monoglyceride lipase, putative, expressed	LOC_Os01g21560.1	no descriptionmoderately similar to ( 246)AT5G19290| Symbols:  | esterase/lipase/thioesterase family protein | chr5:6494115-6495107 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PldB PRK07003 PRK12323 Atrophin-1 PRK07764 HPC2	not assigned.no ontology	35_1

CUST_14820_PI403524517	2	-0.029340744	-0.5759325	0.02933979	-0.10226345	0.030698776	0.059212685	35_4267	Rep: Rhodanese-like protein - Holcus lanatus (Velvet grass)	UniRef90_Q66T88	CHR5V7|COORD:862591..863948| CDC25	AT5G03455.1	CHR03V5|COORD:463108..461264|protein rhodanese-like protein, putative, expressed	LOC_Os03g01770.1	" no descriptionweakly similar to ( 141)AT5G03455| Symbols: ARATH;CDC25, ACR2, CDC25 | CDC25 | chr5:862591-863948 FORWARDnot assigned not assigned Acr2p Cdc25_Acr2p Rhodanese TT_ORF1 "	misc.rhodanese	26_23

CUST_159479_PI403524517	2	-0.052607536	-0.05304241	0.056664467	0.21592045	0.052607536	-0.07494068	35_44511	Rep: Cytochrome P450 - Triticum aestivum (Wheat)	UniRef90_Q9FVM9	CHR2V7|COORD:13000938..13002760| ATC4H (CINNAMATE-4-HYDROXYLASE)	AT2G30490.1	CHR05V5|COORD:14826462..14821903|protein trans-cinnamate 4-monooxygenase, putative, expressed	LOC_Os05g25640.1	 no descriptionmoderately similar to ( 254)AT2G30490| Symbols: ATC4H, C4H, CYP73A5 | ATC4H (CINNAMATE-4-HYDROXYLASE) | chr2:13000938-13002760 REVERSEmoderately similar to ( 257)TCMO_SOYBNTrans-cinnamate 4-monooxygenase - Glycine max (Soybean)not assigned not assigned not assigned not assigned not assigned not assigned p450 CypX 	misc.cytochrome P450	26_10

CUST_66722_PI403524517	2	0.14256954	-0.33661938	-0.1300087	0.053344727	0.1266756	-0.05334568	35_19053	0	0	CHR1|COORD:6224497..6228233| exonuclease, putative, similar to Swiss-Prot:P53695 exonuclease I (EXO I) (Schizosaccharomyces pombe)	AT1G18090.2	0	0	no description	not assigned.unknown	35_2

CUST_10751_PI399408534	2	0.029006004	0.51269054	0.008760929	-0.1461649	-0.008761406	-0.47497463	35_13540	"Cluster: SET domain-containing protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: SET domain-containing protein-like - Oryza sativa (japonica cultiv"	UniRef90_Q5JL06	CHR3V7|COORD:20422453..20426807| SET domain-containing protein	AT3G55080.1	CHR01V5|COORD:43470565..43473637|protein conserved hypothetical protein	LOC_Os01g74500.1	no descriptionvery weakly similar to ( 100)AT3G55080| Symbols:  | SET domain-containing protein | chr3:20422453-20425572 REVERSEnot assigned	RNA.regulation of transcription.SET-domain transcriptional regulator family	27_3_69

CUST_65385_PI403524517	2	0.05735016	0.09689331	0.014320374	-0.19523239	-0.21072769	-0.014321327	35_18669	Rep: Hypothetical protein C135ERIPDK - Oryza sativa (Rice)	UniRef90_Q949F5	CHR3V7|COORD:22285278..22287814| phagocytosis and cell motility protein ELMO1-related	AT3G60260.2	CHR02V5|COORD:26295465..26291008|protein ELMO domain-containing protein 2, putative, expressed	LOC_Os02g43590.1	no descriptionmoderately similar to ( 256)AT3G60260| Symbols:  | phagocytosis and cell motility protein ELMO1-related | chr3:22285278-22287814 FORWARDnot assigned not assigned ELMO_CED12	not assigned.no ontology	35_1

CUST_15427_PI403524517	2	-0.83977413	-0.12429333	0.18331432	1.02742	0.12429285	-0.3717599	35_4449	Rep: Probable esterase PIR7A - Oryza sativa (Rice)	UniRef90_Q40708	CHR2V7|COORD:10051490..10053483| esterase, putative	AT2G23610.1	CHR01V5|COORD:41336091..41334170|protein esterase PIR7A, putative, expressed	LOC_Os01g70860.1	 no descriptionmoderately similar to ( 204)AT2G23610| Symbols:  | esterase, putative | chr2:10051490-10053483 REVERSEmoderately similar to ( 398)PIR7A_ORYSAnot assigned MhpC Abhydrolase_1 PldB 	misc.nitrilases, *nitrile lyases, berberine bridge enzymes, reticuline oxidases, troponine reductases	26_8

CUST_6487_PI403524517	2	0.11760521	-0.24157429	-0.06445789	0.19070244	0.06445885	-0.096134186	35_1799	"Cluster: Putative chaperonin 21; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative chaperonin 21 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69QD5	CHR5|COORD:7014688..7016476| 20 kDa chaperonin, chloroplast (CPN21) (CHCPN10) (CPN20), identical to chloroplast 20 kDa chaperonin, chloroplast precursor	AT5G20720.2	CHR09V5|COORD:16239792..16235447|protein chaperonin, chloroplast precursor, putative, expressed	LOC_Os09g26730.1	" no descriptionmoderately similar to ( 309)AT5G20720| Symbols: CPN10, CHCPN10, ATCPN21, CPN21, CPN20 | CPN20 (CHAPERONIN 20); calmodulin binding | chr5:7015017-7016356 FORWARDmoderately similar to ( 280)CH10C_SPIOL20 kDa chaperonin, chloroplast precursor - Spinacia oleracea (Spinach)not assigned groES Cpn10 cpn10 GroS "	protein.folding	29_6

CUST_34566_PI403524517	2	0.018501282	-0.018500805	0.22288132	-0.19936228	-0.34175396	0.6355486	35_9967	"Cluster: Hypothetical protein P0443D08.27; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0443D08.27 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5ZC60	CHR5V7|COORD:15300922..15303067| serine/threonine protein kinase, putative	AT5G38260.1	CHR01V5|COORD:2018217..2020407|protein hypothetical protein	LOC_Os01g04530.1	no description	not assigned.unknown	35_2

CUST_4830_PI404877155	2	0.03356266	-0.08935547	0.02208519	-0.02208519	-0.026566505	0.054564476	Contig16156_s_at	FYVE finger-containing phosphoinositide kinase-like [Oryza sativa (japonica cultivar-group)]	BAC24937.1	phosphatidylinositol-4- phosphate 5-kinase family protein	At1g71010.1	protein Phosphatidylinositol-4-phosphate 5-Kinase, putative	Os08g33200	"phosphatidylinositol-4-phosphate 5-kinase family protein, low similarity to phosphatidylinositol 3,5-kinase (Candida albicans) GI:14571648; contains Pfam profile PF01504: Phosphatidylinositol-4-phosphate 5-Kinase"	signalling.phosphinositides	30_4

CUST_33350_PI399408534	2	-0.3251257	-0.10144329	0.1411457	0.24587822	0.10144329	-0.11323738	35_16660	"Cluster: Putative development regulation gene OsNAC4; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative development regulation gene OsNAC4 - Oryza sativ"	UniRef90_Q6Z1G9	"CHR5V7|COORD:4196646..4197580| ANAC083 (Arabidopsis NAC domain containing protein 83); transcription factor"	AT5G13180.1	CHR08V5|COORD:26633973..26637501|protein NAC domain-containing protein 68, putative, expressed	LOC_Os08g42400.1	"no descriptionweakly similar to ( 111)AT5G13180| Symbols: ANAC083 | ANAC083 (Arabidopsis NAC domain containing protein 83); transcription factor | chr5:4196646-4197580 FORWARDvery weakly similar to (95.5)NAC68_ORYSAnot assigned not assigned NAM"	RNA.regulation of transcription.NAC domain transcription factor family	27_3_27

CUST_45105_PI403524517	2	0.052966118	0.31744003	0.22884941	-0.11230183	-0.05556774	-0.052966118	35_12931	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_86086_PI403524517	2	-0.03525257	0.03525257	0.10351992	0.06408596	-0.14133072	-0.042042255	35_24655	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_44345_PI403524517	2	0.17244244	-0.12042713	0.0036125183	-0.0036125183	-0.0374794	0.090182304	35_12722	"Cluster: WRKY DNA binding domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: WRKY DNA binding domain containing protein, exp"	UniRef90_Q10IU8	"CHR3V7|COORD:25514..27456| WRKY58 (WRKY DNA-binding protein 58); transcription factor"	AT3G01080.1	CHR03V5|COORD:18837459..18848244|protein WRKY transcription factor 4, putative, expressed	LOC_Os03g33012.1	no description	not assigned.unknown	35_2

CUST_98642_PI403524517	2	0.08504486	0.3211136	-0.07897949	0.03629303	-0.09124184	-0.03629303	35_28158	Rep: Argonaut-like protein - Dictyostelium discoideum AX4	UniRef90_Q1ZXG9	"CHR5V7|COORD:7016706..7021506| NPH4 (NON-PHOTOTROPHIC HYPOCOTYL); transcription factor"	AT5G20730.2	CHR01V5|COORD:37448223..37445313|protein TATA binding protein associated factor, putative, expressed	LOC_Os01g63940.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned GAL11 PRK10263 MSSP Metallothio	not assigned.unknown	35_2

CUST_14120_PI403524517	2	0.03958416	0.60431576	-0.1597929	0.18898392	-0.105000496	-0.039585114	35_4052	"Cluster: Uncharacterized Cys-rich domain; n=1; Medicago truncatula|Rep: Uncharacterized Cys-rich domain - Medicago truncatula (Barrel medic)"	UniRef90_Q2HTU7	"CHR1V7|COORD:3832695..3833921| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G05350.1); similar to Uncharacterized Cys-rich domain [Medicago"	AT1G11380.1	CHR07V5|COORD:22058058..22054717|protein uncharacterized Cys-rich domain, putative, expressed	LOC_Os07g36820.1	"no descriptionmoderately similar to ( 221)AT1G11380| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G05350.1); similar to Uncharacterized Cys-rich domain [Medicago truncatula] (GB:ABD32347.1); contains InterPro domain Protein of unknown function Cys-rich; (InterPro:IPR006461) | chr1:3832695-3833921 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PLAC8 DUF1421 Extensin_2 PRK07764 PRK12323"	not assigned.unknown	35_2

CUST_95291_PI403524517	2	-0.08371067	0.5113487	0.14930058	-0.10226345	0.055505753	-0.055505753	35_27233	"Cluster: Peptidyl-tRNA hydrolase, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Peptidyl-tRNA hydrolase, putative, expressed - Oryza sat"	UniRef90_Q10LI6	CHR1V7|COORD:6345987..6347679| peptidyl-tRNA hydrolase family protein	AT1G18440.1	CHR03V5|COORD:13009997..13014845|protein peptidyl-tRNA hydrolase, putative, expressed	LOC_Os03g22610.2	no descriptionvery weakly similar to (85.9)AT1G18440| Symbols:  | peptidyl-tRNA hydrolase family protein | chr1:6345987-6347679 FORWARDnot assigned CRS2 PTH PRK05426 Pth Pept_tRNA_hydro	protein.synthesis.misc ribososomal protein	29_2_2

CUST_16895_PI399408534	2	-0.3715725	0.082921505	0.13282156	-0.26225948	-0.03109169	0.03109169	35_6400	"Cluster: Lipoxygenase-like protein; n=1; Hordeum vulgare subsp. vulgare|Rep: Lipoxygenase-like protein - Hordeum vulgare var. distichum (Two-rowed barley)"	UniRef90_Q53HZ3	CHR1V7|COORD:22496859..22500684| proline-rich family protein	AT1G61080.1	CHR04V5|COORD:22085990..22090246|protein lipoxygenase 5, putative, expressed	LOC_Os04g37430.1	no descriptionvery weakly similar to (56.6)LOX5_ORYSAnot assigned PRK12323 PRK07764	hormone metabolism.jasmonate.synthesis-degradation.lipoxygenase	17_7_1_2

CUST_94718_PI403524517	2	0.08726311	0.45590687	-0.08726311	-0.1005888	-0.20476818	0.1667366	35_27074	"Cluster: CCT motif family protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: CCT motif family protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QUI4	0	0	CHR12V5|COORD:9228751..9227564|protein zinc finger protein CONSTANS-LIKE 4, putative	LOC_Os12g16160.1	no description	not assigned.unknown	35_2

CUST_108336_PI403524517	2	0.33775425	0.119202614	-0.62333393	-0.119202614	-0.7009287	0.18073177	35_30816	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_136351_PI403524517	2	0.028847694	-0.36863804	-0.028847218	0.0912137	0.4281168	-0.04468918	35_38235	"Cluster: Early-responsive to dehydration protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Early-responsive to dehydration"	UniRef90_Q2QN15	CHR3V7|COORD:35020..38183| HYP1 (HYPOTHETICAL PROTEIN 1)	AT3G01100.1	CHR12V5|COORD:24157894..24164087|protein HYP1, putative, expressed	LOC_Os12g39320.1	 no descriptionweakly similar to ( 144)AT3G01100| Symbols: ATHYP1, HYP1 | HYP1 (HYPOTHETICAL PROTEIN 1) | chr3:35817-38183 REVERSEnot assigned 	stress.abiotic.drought/salt	20_2_3

CUST_142456_PI403524517	2	0.30624866	0.46283865	0.041666985	-0.041666985	-0.11604357	-0.067103386	35_39928	"Cluster: Hypothetical protein OSJNBa0047P18.32-1; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0047P18.32-1 - Oryza sativa (japon"	UniRef90_Q651M3	CHR4V7|COORD:317771..320793| UBX domain-containing protein	AT4G00752.1	CHR09V5|COORD:20539763..20534813|protein SAY1, putative, expressed	LOC_Os09g35710.3	no description	not assigned.unknown	35_2

CUST_5148_PI404877155	2	-0.27167273	-0.59539413	0.029302597	0.0076360703	-0.0076355934	1.4164476	Contig16611_at	putative amino acid permease 6 [Oryza sativa (japonica cultivar-group)] dbj|BAC07329.1| putative amino acid permease 6 [Oryza sativa (japoni	NP_915026.1	amino acid permease I (AAP1)	At1g58360.1	protein Transmembrane amino acid transporter protein	Os01g65660	"amino acid permease, putative, similar to amino acid permease I GI:22641 from (Arabidopsis thaliana); GC splice site at position 1256 is predicted from alignment and not confirmed experimentally"	transport.amino acids	34_3

CUST_108390_PI403524517	2	0.4799776	-0.05146885	-0.47585726	-0.11416435	0.05146885	0.12973404	35_30832	Rep: Hypothetical protein - Gibberella zeae (Fusarium graminearum)	UniRef90_Q4IR08	CHR2V7|COORD:18571231..18574707| structural constituent of nuclear pore	AT2G45000.1	CHR07V5|COORD:120554..126329|protein potassium transporter 16, putative, expressed	LOC_Os07g01214.1	no descriptionnot assigned not assigned not assigned not assigned COG5137 COG4530 MDN1	not assigned.unknown	35_2

CUST_94900_PI403524517	2	0.12815094	-0.621871	-0.28436852	0.052827835	-0.023194313	0.02319336	35_27123	Rep: H0801D08.2 protein - Oryza sativa (Rice)	UniRef90_Q259E7	CHR5V7|COORD:3360562..3364415| elongation factor 1-alpha, putative / EF-1-alpha, putative	AT5G10630.1	CHR04V5|COORD:34412274..34407281|protein HBS1-like protein, putative, expressed	LOC_Os04g58140.2	no descriptionnot assigned HBS1_C	not assigned.unknown	35_2

CUST_22668_PI403524517	2	0.036657333	-0.0034179688	0.090127945	-0.045412064	0.0034179688	-0.027463913	35_6580	"Cluster: Putative tryptophanyl-tRNA synthetase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative tryptophanyl-tRNA synthetase - Oryza sativa (japonica"	UniRef90_Q5JKV2	"CHR2V7|COORD:11029002..11032236| OVA4 (OVULE ABORTION 4); ATP binding / aminoacyl-tRNA ligase"	AT2G25840.2	CHR01V5|COORD:31403127..31397014|protein tryptophanyl-tRNA synthetase, putative, expressed	LOC_Os01g54020.1	"no descriptionmoderately similar to ( 275)AT2G25840| Symbols: OVA4 | OVA4 (OVULE ABORTION 4); ATP binding / aminoacyl-tRNA ligase | chr2:11029002-11032236 FORWARDnot assigned PRK00927 TrpS TrpRS_core PRK12283 Tyr_Trp_RS_core tRNA-synt_1b PRK12284 PRK12556 PRK12282 PRK12285 class_I_aaRS_core PRK08560"	protein.aa activation	29_1

CUST_97595_PI403524517	2	0.2219615	0.46946573	0.085856915	-0.085856915	-0.35167122	-0.14804792	35_27868	Rep: At4g28370 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q5PP23	CHR2V7|COORD:8911035..8914098| zinc finger (C3HC4-type RING finger) family protein	AT2G20650.2	CHR07V5|COORD:18929806..18922742|protein protein binding protein, putative, expressed	LOC_Os07g31850.1	no descriptionweakly similar to ( 189)AT4G28370| Symbols:  | zinc ion binding | chr4:14035022-14039128 FORWARDnot assigned	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_172344_PI403524517	2	0.32516956	-0.16646671	0.0597291	0.06911087	-0.36119604	-0.0597291	35_48007	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_27273_PI403524517	2	0.012353897	-0.36450195	-0.030405998	0.20192337	0.2488842	-0.012352943	35_7898	"Cluster: Putative peroxidase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative peroxidase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6AUW9	CHR3V7|COORD:7673352..7674668| peroxidase 30 (PER30) (P30) (PRXR9)	AT3G21770.1	CHR05V5|COORD:24503938..24506128|protein peroxidase 1 precursor, putative, expressed	LOC_Os05g42000.1	no descriptionweakly similar to ( 146)AT3G21770| Symbols:  | peroxidase 30 (PER30) (P30) (PRXR9) | chr3:7673352-7674668 FORWARDweakly similar to ( 140)PER1_ORYSAnot assigned secretory_peroxidase plant_peroxidase peroxidase PRK07764	misc.peroxidases	26_12

CUST_21601_PI403524517	2	-0.006257057	0.90167046	0.056777954	-0.2778597	-0.24720478	0.006257057	35_6271	Rep: SR-related CTD associated factor 6 - Homo sapiens (Human)	UniRef90_Q8IWX8	"CHR3V7|COORD:18615926..18618145| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G50120.1); similar to hypothetical protein [Oryza sativa (japonica"	AT3G50180.1	CHR04V5|COORD:6906793..6904831|protein amino acid permease/ amino acid-polyamine transporter, putative	LOC_Os04g12530.1	no description	not assigned.unknown	35_2

CUST_12823_PI404877155	2	-0.22212172	0.7621918	0.1130209	0.0069122314	-0.0069117546	-0.0787034	Contig6566_at	0	BAC84516.1	arabinogalactan-protein (AGP9)	At2g14890.2	protein retrotransposon protein, putative, Ty3-gypsy sub-class	Os10g35270	"1.2_bHLH   T01635 M-Twist; Species: mouse,"	RNA.regulation of transcription	27_3

CUST_103622_PI403524517	2	0.00984478	-0.82949924	-0.00984478	0.112555504	0.022390366	-0.058462143	35_29545	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_27939_PI399408534	2	-0.0357666	-0.03600502	0.096274376	-0.03115654	0.031155586	0.048233032	35_22262	"Cluster: Zinc finger CCCH domain-containing protein ZFN-like 1; n=4; Oryza sativa|Rep: Zinc finger CCCH domain-containing protein ZFN-like 1 - Oryza sativa"	UniRef90_Q5NAW2	0	0	CHR01V5|COORD:8661638..8656177|protein zinc finger CCCH type domain-containing protein ZFN-like 1, putative, expressed	LOC_Os01g15460.3	no descriptionvery weakly similar to (74.7)ZFNL1_ORYSA	RNA.regulation of transcription.C3H zinc finger family	27_3_12

CUST_8270_PI404877155	2	-0.10770321	0.2687006	0.0377779	-0.0377779	-0.11793232	0.068320274	Contig24426_at	OJ1276_B06.30 [Oryza sativa (japonica cultivar-group)]	NP_909441.1	proline-rich family protein	At5g14540.1	protein expressed protein	Os01g07520	proline-rich family protein, contains proline rich extensin domains, INTERPRO:IPR002965	RNA.regulation of transcription.Trihelix, Triple-Helix transcription factor family	27_3_30

CUST_178140_PI403524517	2	0.11881399	-0.8065162	-0.056964874	0.05696535	0.12444401	-0.08815098	35_49545	"Cluster: Pentatricopeptide (PPR) repeat-containing protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Pentatricopeptide (PPR) repeat-containing prot"	UniRef90_Q6YWP8	CHR1V7|COORD:2514371..2516596| pentatricopeptide (PPR) repeat-containing protein	AT1G08070.1	CHR02V5|COORD:30443762..30442173|protein tetratricopeptide-like helical, putative, expressed	LOC_Os02g49830.1	no descriptionweakly similar to ( 119)AT1G08070| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr1:2514371-2516596 REVERSE	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_93347_PI403524517	2	-0.3709793	0.18565083	0.093387604	0.09835148	-0.35912704	-0.093387604	35_26689	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_41276_PI403524517	2	-0.73552895	-0.9038439	0.3414955	0.32209587	0.3512106	-0.32209587	35_11865	"Cluster: Hypothetical protein OJ1131_E09.13; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1131_E09.13 - Oryza sativa (japonica cultiv"	UniRef90_Q75K57	"CHR1V7|COORD:10355945..10356367| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G34340.1); similar to Os05g0518800 [Oryza sativa (japonica"	AT1G29640.1	CHR05V5|COORD:26283127..26283824|protein expressed protein	LOC_Os05g45440.1	no descriptionDUF584 PRK12323	not assigned.unknown	35_2

CUST_63688_PI403524517	2	0.060300827	-0.15566349	-0.060300827	0.08364487	0.09626484	-0.06153488	35_18182	"Cluster: OSJNBa0044M19.2 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0044M19.2 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XLQ4	"CHR5|COORD:20866213..20869556| similar to KH domain-containing quaking protein, putative [Arabidopsis thaliana] (TAIR:At1g09660.1); similar to related to"	AT5G51300.3	CHR04V5|COORD:18746404..18750775|protein splicing factor 3b, subunit 4, putative, expressed	LOC_Os04g31620.1	 no descriptionvery weakly similar to (84.7)AT5G51300| Symbols:  | nucleic acid binding / nucleotide binding / zinc ion binding | chr5:20867107-20869521 REVERSEvery weakly similar to (60.1)ROC1_SPIOL28 kDa ribonucleoprotein, chloroplast - Spinacia oleracea (Spinach)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Extensin_2 Atrophin-1 Drf_FH1 DUF1421 PRK05648 PRK07003 GRASP55_65 PRK12323 PRK07764 DUF605 SSDP Totivirus_coat Chorion_3 COG0724 RRM Herpes_BLLF1 PRK10263 Tymo_45kd_70kd RRM_1 FAP HPC2 Chon_Sulph_att MFMR CITED 	RNA.RNA binding	27_4

CUST_119202_PI403524517	2	0.044765472	0.015501022	-0.015501022	-0.054543495	0.051692963	-0.25292587	35_33734	"Cluster: Expressed protein; n=4; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q108W5		0	CHR10V5|COORD:22377421..22369432|protein expressed protein	LOC_Os10g42196.1	no description	not assigned.unknown	35_2

CUST_69278_PI403524517	2	0.17356968	-0.032034874	-0.035858154	-0.05791855	0.032035828	0.1841774	35_19821	"Cluster: Will die slowly protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Will die slowly protein, putative, expressed - Oryza sat"	UniRef90_Q10DN8	CHR3V7|COORD:18424675..18426208| transducin family protein / WD-40 repeat family protein	AT3G49660.1	CHR03V5|COORD:29436578..29441110|protein expressed protein	LOC_Os03g51550.3	no descriptionmoderately similar to ( 433)AT3G49660| Symbols:  | transducin family protein / WD-40 repeat family protein | chr3:18424675-18426208 FORWARDweakly similar to ( 118)PF20_CHLREFlagellar WD repeat-containing protein Pf20 - Chlamydomonas reinhardtiinot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned WD40 COG2319 PRK12323 PRK07003 Atrophin-1 PRK12678 Herpes_BLLF1 HPC2 PRK07764 PRK05648 Tymo_45kd_70kd Extensin_2 DUF1421 TT_ORF1 DUF566 WD40 GRASP55_65 Drf_FH1 WD40 Pneumo_att_G IER PRK08770 Protamine_P1 Herpes_TAF50 Chon_Sulph_att DUF1777 KAR9 Herpes_UL32 APC_basic AF-4 DAG1 BASP1 FAP DUF591 PRK08853 Gag_spuma Syndecan DamX	not assigned.no ontology	35_1

CUST_15049_PI403524517	2	0.02071476	-0.57125664	-0.14117432	-0.02071476	0.094929695	0.08638859	35_4338	"Cluster: Os02g0132200 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0132200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E478	"CHR5V7|COORD:1554024..1556231| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G40630.1); similar to unknown protein [Oryza sativa (japonica"	AT5G05240.1	CHR02V5|COORD:1676493..1672931|protein expressed protein	LOC_Os02g03940.1	"no descriptionweakly similar to ( 135)AT5G05240| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G40630.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD07756.1); similar to Os02g0132200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001045796.1) | chr5:1554024-1556231 REVERSE"	not assigned.unknown	35_2

CUST_114723_PI403524517	2	0.11650705	0.15595484	-0.11650705	-0.11932325	-0.5455637	0.14611578	35_32558	"Cluster: Ubiquitin-activating enzyme E1 3; n=1; Triticum aestivum|Rep: Ubiquitin-activating enzyme E1 3 - Triticum aestivum (Wheat)"	UniRef90_P31252	"CHR2V7|COORD:12859709..12864446| ATUBA1 (Arabidopsis thaliana ubiquitin-activating enzyme 1); ubiquitin activating enzyme"	AT2G30110.1	CHR07V5|COORD:29477065..29481966|protein ubiquitin-activating enzyme E1 3, putative, expressed	LOC_Os07g49230.1	" no descriptionweakly similar to ( 102)AT2G30110| Symbols: MOS5, ATUBA1 | ATUBA1 (Arabidopsis thaliana ubiquitin-activating enzyme 1); ubiquitin activating enzyme | chr2:12859709-12864446 REVERSEweakly similar to ( 112)UBE13_WHEATUbiquitin-activating enzyme E1 3 - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned Ube1_repeat1 E1-1_like Aos1_SUMO ThiF PRK12678 PRK07003 PRK07764 "	protein.degradation.ubiquitin.E1	29_5_11_2

CUST_45710_PI403524517	2	-0.3065815	0.18284559	0.2571602	0.047293186	-0.13686657	-0.047293663	35_13099	"Cluster: Putative disease resistance protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative disease resistance protein - Oryza sativa (japonica"	UniRef90_Q69XP7	0	0	CHR06V5|COORD:24865900..24870160|protein vrga1, putative, expressed	LOC_Os06g41480.1	no description	not assigned.unknown	35_2

CUST_5972_PI403524517	2	0.021123886	0.19944763	0.05892849	-0.08680248	-0.021123886	-0.056999207	35_1651	"Cluster: Os12g0514100 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os12g0514100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IN17	CHR1|COORD:9492965..9494051| expressed protein, similar to EST gb:AA650671 and gb:T20610	AT1G27330.1	CHR12V5|COORD:19877981..19874818|protein membrane protein, putative, expressed	LOC_Os12g32950.1	"no descriptionweakly similar to ( 117)AT1G27330| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G27350.1); similar to membrane protein [Brassica juncea] (GB:AAT38818.1); contains InterPro domain Ribosome associated membrane RAMP4; (InterPro:IPR010580) | chr1:9493051-9493885 FORWARDnot assigned RAMP4"	not assigned.unknown	35_2

CUST_54029_PI403524517	2	-0.76999474	0.023431778	0.01023674	-0.02490139	-0.010235786	0.03621292	35_15376	"Cluster: DNA-directed RNA polymerase II 8.2 kDa polypeptide; n=4; Magnoliophyta|Rep: DNA-directed RNA polymerase II 8.2 kDa polypeptide - Brassica napus (Rape)"	UniRef90_Q39290	CHR1V7|COORD:3862520..3863805| DNA-directed RNA polymerase II, putative	AT1G11475.1	CHR11V5|COORD:4727879..4729987|protein DNA-directed RNA polymerase II 8.2 kDa polypeptide, putative	LOC_Os11g08940.1	 no descriptionweakly similar to ( 139)AT1G11475| Symbols:  | DNA-directed RNA polymerase II, putative | chr1:3862520-3863805 FORWARDweakly similar to ( 139)RPB10_BRANAnot assigned RPB10 RNA_pol_N PRK04016 	RNA.transcription	27_2

CUST_8525_PI403524517	2	0.022794724	0.2475071	0.03574276	-0.051169395	-0.07253075	-0.022794724	35_2383	"Cluster: Putative transaldolase ToTAL2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative transaldolase ToTAL2 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q84ZL6	CHR1V7|COORD:4148048..4150706| transaldolase, putative	AT1G12230.1	CHR08V5|COORD:3125895..3121941|protein transaldolase, putative, expressed	LOC_Os08g05830.1	 no descriptionmoderately similar to ( 473)AT1G12230| Symbols:  | transaldolase, putative | chr1:4148048-4150706 FORWARDnot assigned Transaldolase_TalAB PRK05269 PRK12309 PRK12346 Transaldolase Transaldolase MipB Transaldolase_FSA PRK01362 Transaldolase_like PRK03343 PRK03903 PRK12653 PRK12655 PRK09533 	OPP.non-reductive PP.transaldolase	7_2_2

CUST_89613_PI403524517	2	-0.061422348	0.21056652	0.3210163	-0.013664246	-0.1326952	0.013664246	35_25638	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_12492_PI403524517	2	-0.089749336	-0.27890015	0.01164341	0.018605232	0.08741188	-0.01164341	35_3563	"Cluster: Putative Arginyl-tRNA synthetase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Arginyl-tRNA synthetase - Oryza sativa (japonica cultivar-g"	UniRef90_Q75IR7	"CHR4V7|COORD:13308409..13313118| EMB1027 (EMBRYO DEFECTIVE 1027); ATP binding / arginine-tRNA ligase"	AT4G26300.1	CHR05V5|COORD:3667973..3675645|protein arginyl-tRNA synthetase, putative, expressed	LOC_Os05g07030.2	"no descriptionhighly similar to ( 607)AT4G26300| Symbols: EMB1027 | EMB1027 (EMBRYO DEFECTIVE 1027); ATP binding / arginine-tRNA ligase | chr4:13308409-13313118 REVERSEnot assigned not assigned argS ArgS tRNA-synt_1d PRK12451 ArgRS_core DALR_1"	protein.aa activation.arginine-tRNA ligase	29_1_19

CUST_75615_PI403524517	2	0.10997677	0.34219456	-0.09323406	-0.29286385	0.02588892	-0.025888443	35_21676	"Cluster: Zinc finger, C3HC4 type family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Zinc finger, C3HC4 type family protein, expressed -"	UniRef90_Q2QYK7	CHR5V7|COORD:339014..339493| zinc finger (C3HC4-type RING finger) family protein	AT5G01880.1	CHR12V5|COORD:762920..763723|protein RING-H2 finger protein ATL5A, putative, expressed	LOC_Os12g02350.1	no descriptionweakly similar to ( 127)AT5G01880| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr5:339014-339493 FORWARDvery weakly similar to (82.4)EL5_ORYSAnot assigned RING COG5540	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_150262_PI403524517	2	0.06616497	-0.044538498	0.06990862	0.044538498	-0.48696518	-0.31620026	35_42035	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XDI4	"CHR1V7|COORD:1211176..1214590| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G25800.1); similar to unknown protein [Arabidopsis thaliana]"	AT1G04470.1	CHR10V5|COORD:17108084..17111633|protein expressed protein	LOC_Os10g33240.1	no description	not assigned.unknown	35_2

CUST_177930_PI403524517	2	0.002565384	0.04048729	-0.0025644302	-0.12171459	-0.12226963	0.08727455	35_49488	"Cluster: Hypothetical protein P0684C01.11; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0684C01.11 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5ZEM2		0	0	0	no description	not assigned.unknown	35_2

CUST_20293_PI403524517	2	-0.1348257	0.3980751	-0.062264442	0.062264442	-0.39888477	0.16929817	35_5882	"Cluster: Os01g0706400 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os01g0706400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JJZ8	0	0	CHR01V5|COORD:29633295..29639465|protein expressed protein	LOC_Os01g51010.2	no description	not assigned.unknown	35_2

CUST_17222_PI399408534	2	0.020801544	0.26598454	0.08641052	-0.15515709	-0.020802498	-0.27835274	35_12869	"Cluster: CLV1 receptor kinase-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: CLV1 receptor kinase-like protein - Oryza sativa (japonica cultivar"	UniRef90_Q8LRD7	CHR2V7|COORD:119508..121733| leucine-rich repeat transmembrane protein kinase, putative	AT2G01210.1	CHR01V5|COORD:18532023..18535067|protein ATP binding protein, putative, expressed	LOC_Os01g33090.1	 no descriptionmoderately similar to ( 283)AT2G01210| Symbols:  | leucine-rich repeat transmembrane protein kinase, putative | chr2:119508-121733 REVERSEvery weakly similar to (95.5)PSKR_DAUCAPhytosulfokine receptor precursor - Daucus carota (Carrot)not assigned 	signalling.receptor kinases.leucine rich repeat III	30_2_3

CUST_61820_PI403524517	2	0.0054922104	0.1174202	-0.0054922104	-0.15426731	-0.043453217	0.0801239	35_17638	"Cluster: Gamma-soluble NSF attachment protein; n=3; Arabidopsis thaliana|Rep: Gamma-soluble NSF attachment protein - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9SPE5	"CHR4V7|COORD:11014110..11016465| GSNAP (GAMMA-SOLUBLE NSF ATTACHMENT PROTEIN); intracellular transporter"	AT4G20410.1	CHR04V5|COORD:31197102..31193077|protein gamma-soluble NSF attachment protein, putative, expressed	LOC_Os04g52760.1	" no descriptionmoderately similar to ( 400)AT4G20410| Symbols: GAMMA-SNAP, GSNAP | GSNAP (GAMMA-SOLUBLE NSF ATTACHMENT PROTEIN); intracellular transporter | chr4:11014110-11016465 REVERSEnot assigned not assigned "	protein.targeting.secretory pathway.unspecified	29_3_4_99

CUST_106207_PI403524517	2	0.07049656	0.47959137	0.014914513	-0.26176548	-0.06722069	-0.014915466	35_30230	"Cluster: Putative hUPF2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative hUPF2 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6H470	CHR2V7|COORD:16399366..16406666| RNA binding	AT2G39260.1	CHR02V5|COORD:25278192..25267175|protein regulator of nonsense transcripts 2, putative, expressed	LOC_Os02g42040.1	no descriptionvery weakly similar to (74.3)AT2G39260| Symbols:  | RNA binding | chr2:16399366-16406666 REVERSEnot assigned Upf2	protein.synthesis.misc	29_2_99

CUST_38498_PI403524517	2	0.036138535	0.36675644	-0.208107	0.100385666	-0.03613758	-0.13739967	35_11078	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_3368_PI399408534	2	-0.28094006	0.012923241	0.4222145	-0.5713396	0.043255806	-0.012923241	35_4701	Rep: GA 2-oxidase 5 - Hordeum vulgare var. distichum (Two-rowed barley)	UniRef90_Q673G2	"CHR1V7|COORD:10537753..10539554| ATGA2OX2; gibberellin 2-beta-dioxygenase"	AT1G30040.1	CHR01V5|COORD:5969291..5965621|protein gibberellin 2-beta-dioxygenase, putative, expressed	LOC_Os01g11150.1	"no descriptionweakly similar to ( 197)AT1G30040| Symbols: ATGA2OX2 | ATGA2OX2; gibberellin 2-beta-dioxygenase | chr1:10537753-10538765 FORWARDmoderately similar to ( 206)G2OX1_PEAGibberellin 2-beta-dioxygenase 1 - Pisum sativum (Garden pea)not assigned not assigned PcbC 2OG-FeII_Oxy PRK07003"	hormone metabolism.ethylene.synthesis-degradation	17_5_1

CUST_21744_PI399408534	2	0.73378706	-0.07292271	0.020785332	0.027348042	-0.020785332	-0.10349035	35_50922	"Cluster: SNF2 domain-containing protein, putative, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: SNF2 domain-containing protein, putative, express"	UniRef90_Q337N7	"CHR1V7|COORD:2724565..2733434| ATRX/CHR20; ATP binding / DNA binding / helicase"	AT1G08600.1	CHR10V5|COORD:16458227..16471725|protein ATP binding protein, putative, expressed	LOC_Os10g31970.1	" no descriptionvery weakly similar to (75.1)AT1G08600| Symbols: ATRX, CHR20 | ATRX/CHR20; ATP binding / DNA binding / helicase | chr1:2724565-2733434 FORWARD"	RNA.regulation of transcription.Chromatin Remodeling Factors	27_3_44

CUST_21208_PI403524517	2	-0.112935066	-0.15910721	0.05133438	-0.023686409	0.039740562	0.023686409	35_6152	"Cluster: Peptidyl-prolyl cis-trans isomerase, FKBP-type family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Peptidyl-prolyl cis-trans"	UniRef90_Q2RAK4	"CHR3V7|COORD:7619032..7621104| TWD1 (TWISTED DWARF 1); FK506 binding / peptidyl-prolyl cis-trans isomerase"	AT3G21640.1	CHR11V5|COORD:2225663..2229800|protein peptidyl-prolyl isomerase, putative, expressed	LOC_Os11g05090.1	" no descriptionmoderately similar to ( 498)AT3G21640| Symbols: UCU2, FKBP42, TWD1 | TWD1 (TWISTED DWARF 1); FK506 binding / peptidyl-prolyl cis-trans isomerase | chr3:7619032-7621104 REVERSEweakly similar to ( 136)FKB70_WHEAT70 kDa peptidyl-prolyl isomerase - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned FKBP_C FkpA TPR "	protein.folding	29_6

CUST_3371_PI403524517	2	0.039798737	-0.54979897	-0.09575844	-0.039798737	0.06709957	0.043515205	35_922	"Cluster: 26S protease regulatory subunit 4 homolog; n=10; Magnoliophyta|Rep: 26S protease regulatory subunit 4 homolog - Oryza sativa (Rice)"	UniRef90_P46466	"CHR4V7|COORD:14312375..14314392| RPT2A (regulatory particle triple-A 2A); ATPase"	AT4G29040.1	CHR07V5|COORD:29438439..29433993|protein 26S protease regulatory subunit 4, putative, expressed	LOC_Os07g49150.1	"no descriptionhighly similar to ( 704)AT4G29040| Symbols: RPT2A | RPT2A (regulatory particle triple-A 2A); ATPase | chr4:14312375-14314392 FORWARDhighly similar to ( 727)PRS4_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned RPT1 PRK03992 SpoVK HflB AAA hflB COG1223 AAA AAA PRK12323 PRK07003 COG0714 DUF566 PRK09169 PRK12678 PRK04195 Herpes_BLLF1"	protein.degradation.ubiquitin.proteasom	29_5_11_20

CUST_21389_PI403524517	2	0.17933655	-0.50247765	-0.028414726	0.02841568	0.16687584	-0.15133572	35_6207	"Cluster: Os03g0293100 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os03g0293100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DSR5	CHR3V7|COORD:20799737..20800635| similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE94028.1)	AT3G56010.1	CHR04V5|COORD:24705559..24701241|protein peroxidase 18 precursor, putative, expressed	LOC_Os04g42100.1	no descriptionweakly similar to ( 122)AT3G56010| Symbols:  | similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE94028.1) | chr3:20799737-20800635 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07764 PRK07003 PRK12678 TT_ORF1	protein.synthesis.mito/plastid ribosomal protein.plastid	29_2_1_1

CUST_18891_PI404877155	2	0.044013023	-0.38256836	-0.044157982	0.07802963	0.12222862	-0.044013023	HW07M17u_s_at	porin VDAC3 - wheat emb|CAA57646.1| Voltage dependent anion channel (VDAC) [Triticum aestivum]	S59547	porin, putative	At3g01280.1	protein Eukaryotic porin	Os01g40570	Voltage dependent anion channel (VDAC)	transport.porins	34_20

CUST_67223_PI403524517	2	-0.10279751	0.010256767	0.0046749115	-0.0046749115	-0.038172722	0.057271957	35_19197	"Cluster: Putative plastid ribosomal protein L19; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative plastid ribosomal protein L19 - Oryza sativa (japonic"	UniRef90_Q6Z6D2	CHR4V7|COORD:7019787..7021062| ribosomal protein L19 family protein	AT4G11630.1	CHR02V5|COORD:5909620..5906973|protein structural constituent of ribosome, putative, expressed	LOC_Os02g11030.1	 no descriptionweakly similar to ( 191)AT5G11750| Symbols:  | ribosomal protein L19 family protein | chr5:3787344-3788927 FORWARDweakly similar to ( 140)RK19_SPIOL50S ribosomal protein L19, chloroplast precursor - Spinacia oleracea (Spinach)not assigned rplS rpl19 RplS Ribosomal_L19 	protein.synthesis.mito/plastid ribosomal protein.plastid	29_2_1_1

CUST_151451_PI403524517	2	-0.032133102	0.7521267	-0.118320465	0.020448685	-0.020448685	0.028206825	35_42350	"Cluster: Ribosomal RNA apurinic site specific lyase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Ribosomal RNA apurinic site specific lyase-like - Ory"	UniRef90_Q8LQV5		0	CHR01V5|COORD:23703446..23705442|protein ribosomal RNA apurinic site specific lyase, putative, expressed	LOC_Os01g41310.1	no description	not assigned.unknown	35_2

CUST_129897_PI403524517	2	-0.0010766983	0.24403954	-0.050849915	3.1471252E-4	-3.1375885E-4	0.26326275	35_36482	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_72325_PI403524517	2	0.08150864	-0.20413971	0.065592766	-0.06559181	-0.105537415	0.13165092	35_20728	Rep: H0525G02.6 protein - Oryza sativa (Rice)	UniRef90_Q00RR4	0	0	CHR04V5|COORD:31034974..31030629|protein transposon protein, putative, unclassified, expressed	LOC_Os04g52560.1	no description	not assigned.unknown	35_2

CUST_7179_PI404877155	2	-0.05225277	-0.26089287	0.021448135	-0.021447182	0.099658966	0.057540894	Contig20962_at	0	NP_180938.2	mitochondrial substrate carrier family protein (BAC1)	At2g33820.1	protein retrotransposon protein, putative, unclassified	Os11g23170	mitochondrial basic amino acid carrier	transport.metabolite transporters at the mitochondrial membrane	34_9

CUST_7106_PI403524517	2	-0.11145878	0.25974464	-0.04685211	-0.09005833	0.04685116	0.083685875	35_1970	"Cluster: Serine/threonine protein phosphatase PP2A-4 catalytic subunit; n=1; Oryza sativa (japonica cultivar-group)|Rep: Serine/threonine protein"	UniRef90_Q8S7U0	"CHR3V7|COORD:21646480..21649888| PP2A-3 (PROTEIN PHOSPHATASE 2A-3); protein phosphatase type 2A"	AT3G58500.1	CHR03V5|COORD:3640971..3635810|protein OsPP2Ac-5 - Phosphatase 2A isoform 5 belonging to family 2, expressed	LOC_Os03g07150.1	" no descriptionhighly similar to ( 598)AT3G58500| Symbols: EP7, PP2A-3 | PP2A-3 (PROTEIN PHOSPHATASE 2A-3); protein phosphatase type 2A | chr3:21646480-21649888 REVERSEhighly similar to ( 617)PP2A4_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned PP2Ac PP2Ac ApaH Metallophos "	protein.postranslational modification	29_4

CUST_85765_PI403524517	2	0.028596401	0.3266325	0.19420862	-0.21102333	-0.028596401	-0.31162405	35_24563	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_39729_PI403524517	2	0.15909672	-0.17696333	-0.1565733	-0.19692898	0.15657282	0.23264885	35_11425	"Cluster: Os08g0475000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os08g0475000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J519	"CHR3V7|COORD:18049810..18050799| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G48690.1); similar to Esterase/lipase/thioesterase [Medicago"	AT3G48700.1	CHR08V5|COORD:23276778..23275789|protein gibberellin receptor GID1L2, putative	LOC_Os08g37030.1	"no descriptionweakly similar to ( 105)AT3G48700| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G48690.1); similar to Esterase/lipase/thioesterase [Medicago truncatula] (GB:ABE83378.1); contains InterPro domain Esterase/lipase/thioesterase; (InterPro:IPR000379); contains InterPro domain Alpha/beta hydrolase fold-3; (InterPro:IPR013094) | chr3:18049810-18050799 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Abhydrolase_3 Aes COesterase TT_ORF1 PRK12323 DUF566 APC_basic PRK07764 Pneumo_att_G PRK07003"	not assigned.no ontology	35_1

CUST_177169_PI403524517	2	0.15772533	0.14273024	-0.2780671	0.11139774	-0.11139727	-0.4647894	35_49288	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_60093_PI403524517	2	0.04451561	0.30705738	-0.14007759	-0.11387634	-0.044516563	0.06978798	35_17131	"Cluster: Hypothetical protein OJ1754_E06.24; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1754_E06.24 - Oryza sativa (japonica cultiv"	UniRef90_Q84TA5	CHR3V7|COORD:17104282..17106304| SEC14 cytosolic factor family protein / phosphoglyceride transfer family protein	AT3G46450.2	CHR03V5|COORD:34383367..34378288|protein CRAL/TRIO domain containing protein, expressed	LOC_Os03g60610.3	no descriptionvery weakly similar to (79.3)AT3G46450| Symbols:  | SEC14 cytosolic factor family protein / phosphoglyceride transfer family protein | chr3:17104282-17106304 REVERSE	transport.misc	34_99

CUST_4243_PI404877155	2	-0.062604904	-0.08787155	0.24060726	-0.15900517	0.07169247	0.06260395	Contig15143_at	legumin-like protein [Zea mays]	AAO63267.1	cupin family protein	At1g07750.1	protein legumin-like protein	Os05g02520	legumin-like protein	development.storage proteins	33_1

CUST_28124_PI399408534	2	0.29974508	0.09552574	-0.09552574	-0.24194336	-0.37466335	0.19958687	35_22231	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QXE3	"CHR2|COORD:11657437..11661221| similar to expressed protein [Arabidopsis thaliana] (TAIR:At1g64625.1); similar to transcription factor-like [Oryza sativa"	AT2G27230.2	CHR12V5|COORD:3023062..3028393|protein expressed protein	LOC_Os12g06330.2	no descriptionweakly similar to ( 115)AT2G27230| Symbols:  | transcription factor-related | chr2:11657973-11660918 FORWARD	RNA.regulation of transcription.bHLH,Basic Helix-Loop-Helix family	27_3_6

CUST_18426_PI403524517	2	0.20315933	-0.35625458	0.0026931763	-0.0026922226	0.22471142	-0.10800743	35_5327	"Cluster: Metallopeptidase family M24 containing protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Metallopeptidase family M24 containing prot"	UniRef90_Q2QNJ1	CHR1V7|COORD:3003983..3008133| metallopeptidase M24 family protein	AT1G09300.1	CHR12V5|COORD:23072597..23077992|protein peptidase C12B10.05, putative, expressed	LOC_Os12g37640.2	no descriptionmoderately similar to ( 340)AT1G09300| Symbols:  | metallopeptidase M24 family protein | chr1:3003983-3008133 FORWARDnot assigned not assigned PRK10879 AMP_N PepP Prolidase APP-like Peptidase_M24 APP_MetAP PRK09795	protein.degradation.metalloprotease	29_5_7

CUST_71104_PI403524517	2	-0.04053402	0.022872925	-0.022873878	0.045413017	0.03099823	-0.11968708	35_20370	"Cluster: Putative endoribonuclease E; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative endoribonuclease E - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z0E3	CHR2|COORD:1474803..1480583| glycoside hydrolase starch-binding domain-containing protein, contains Pfam profile: PF00686 starch binding domain	AT2G04270.2	CHR08V5|COORD:14046046..14034867|protein catalytic/ ribonuclease, putative, expressed	LOC_Os08g23430.1	no descriptionhighly similar to ( 512)AT2G04270| Symbols:  | glycoside hydrolase starch-binding domain-containing protein | chr2:1475750-1480011 FORWARDCafA PRK11712 rne	major CHO metabolism.degradation.starch.D enzyme	2_2_2_4

CUST_1731_PI403524517	2	0.25605297	-0.07981491	-0.20006561	0.6004162	0.031671524	-0.03167057	35_456	"Cluster: (2R)-phospho-3-sulfolactate synthase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: (2R)-phospho-3-sulfolactate synthase-like - Oryza sativa"	UniRef90_Q653W2	CHR4V7|COORD:11340502..11341742| HSA32 (HEAT-STRESS-ASSOCIATED 32)	AT4G21320.1	CHR06V5|COORD:28465299..28462766|protein phosphosulfolactate synthase-related protein, putative, expressed	LOC_Os06g46900.1	no descriptionmoderately similar to ( 339)AT4G21320| Symbols: HSA32 | HSA32 (HEAT-STRESS-ASSOCIATED 32) | chr4:11340502-11341742 FORWARDComA COG1809	stress.abiotic.heat	20_2_1

CUST_3783_PI404877155	2	-0.063427925	0.22925091	-0.005634308	0.103292465	-0.031809807	0.005634308	Contig14369_at	putative ABC transporter [Oryza sativa (japonica cultivar-group)]	NP_914778.1	ABC transporter (TAP1)	At1g70610.1	protein ABC transporter, putative	Os01g68330	"ABC transporter (TAP1), contains Pfam profile: PF00005 ABC transporters; similar to TAP1 protein (transporter of processed antigen) GB:AAD53033 (Oncorhynchus mykiss); identical to cDNA transporter associated with antigen processing-like protein (TAP1) GI:"	transport.ABC transporters and multidrug resistance systems	34_16

CUST_735_PI403524517	2	-0.14318371	1.3651361	-0.16351032	0.638258	0.14318371	-0.5795374	35_193	"Cluster: Ribulose bisphosphate carboxylase small chain, chloroplast precursor; n=5; Triticeae|Rep: Ribulose bisphosphate carboxylase small chain,"	UniRef90_Q40004	CHR1V7|COORD:25052128..25052912| ribulose bisphosphate carboxylase small chain 1A / RuBisCO small subunit 1A (RBCS-1A) (ATS1A)	AT1G67090.1	CHR12V5|COORD:11274441..11275784|protein ribulose bisphosphate carboxylase small chain C, chloroplast precursor, putative, expressed	LOC_Os12g19394.1	 no descriptionvery weakly similar to (52.4)AT1G67090| Symbols: RBCS1A | ribulose bisphosphate carboxylase small chain 1A / RuBisCO small subunit 1A (RBCS-1A) (ATS1A) | chr1:25052253-25052912 REVERSEvery weakly similar to (87.4)RBS_HORVURibulose bisphosphate carboxylase small chain, chloroplast precursor - Hordeum vulgare (Barley)	PS.calvin cyle.rubisco small subunit	1_3_2

CUST_3894_PI399408534	2	0.100280285	1.14854	0.14121675	-0.10028076	-0.24361706	-0.10847473	35_24030	"Cluster: Os01g0769900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0769900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JIZ1	CHR2V7|COORD:14589140..14591424| PTAC12 (PLASTID TRANSCRIPTIONALLY ACTIVE12)	AT2G34640.1	CHR01V5|COORD:32797122..32803486|protein expressed protein	LOC_Os01g56350.3	no descriptionvery weakly similar to (94.0)AT2G34640| Symbols: PTAC12 | PTAC12 (PLASTID TRANSCRIPTIONALLY ACTIVE12) | chr2:14589140-14591424 REVERSE	RNA.regulation of transcription	27_3

CUST_84533_PI403524517	2	-0.13290739	0.24949837	0.19727802	0.06885815	-0.27261353	-0.06885767	35_24223	Rep: Putative hydrolase - Oryza sativa (Rice)	UniRef90_Q8SAY7	CHR4V7|COORD:9044098..9045558| epoxide hydrolase-related	AT4G15955.1	CHR03V5|COORD:34762463..34759620|protein epoxide hydrolase 2, putative, expressed	LOC_Os03g61340.1	no descriptionvery weakly similar to ( 100)AT4G15955| Symbols:  | catalytic/ hydrolase | chr4:9044663-9045558 REVERSEnot assigned	misc.misc2	26_1

CUST_11453_PI403524517	2	7.314682E-4	-0.12048912	-7.314682E-4	0.067500114	-0.10527992	0.019399643	35_3250	"Cluster: GAMYB-binding protein; n=2; Hordeum vulgare subsp. vulgare|Rep: GAMYB-binding protein - Hordeum vulgare var. distichum (Two-rowed barley)"	UniRef90_Q6J6M8	"CHR3V7|COORD:22806679..22808928| ATPOB1 (Arabidopsis thaliana POZ/BTB containing-protein 1); protein binding"	AT3G61600.1	CHR06V5|COORD:18085703..18079932|protein GAMYB-binding protein, putative, expressed	LOC_Os06g31100.1	"no descriptionmoderately similar to ( 246)AT3G61600| Symbols: ATPOB1 | ATPOB1 (Arabidopsis thaliana POZ/BTB containing-protein 1); protein binding | chr3:22806679-22809044 FORWARD"	not assigned.no ontology.BTB/POZ domain-containing protein	35_1_9

CUST_6055_PI403524517	2	0.16737556	0.32990456	0.0056123734	-0.063939095	-0.0056123734	-0.13878155	35_1672	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q84ST1	"CHR1V7|COORD:10103144..10104574| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G67610.2); similar to expressed protein [Oryza sativa (japonica"	AT1G28760.1	CHR03V5|COORD:25471481..25466337|protein expressed protein	LOC_Os03g45180.1	"no descriptionweakly similar to ( 118)AT1G28760| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G67610.2); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABF97955.1); similar to Os03g0654500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001050797.1) | chr1:10103144-10104574 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07764"	not assigned.unknown	35_2

CUST_15490_PI403524517	2	-0.10264492	0.4716015	-0.06723404	0.048856735	0.08824825	-0.04885769	35_4474	"Cluster: Os05g0150100 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0150100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DKP6	0	0	CHR05V5|COORD:2847042..2848340|protein expressed protein	LOC_Os05g05760.1	no descriptionDUF295	not assigned.unknown	35_2

CUST_63229_PI403524517	2	0.14624691	-0.03149128	-0.0122356415	-0.026395798	0.0122356415	0.063014984	35_18047	"Cluster: Putative mec-8; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative mec-8 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6YW21	CHR3V7|COORD:7442879..7445237| RNA-binding protein, putative	AT3G21215.1	CHR08V5|COORD:9117217..9121266|protein cell wall integrity protein scw1, putative, expressed	LOC_Os08g15080.1	 no descriptionmoderately similar to ( 325)AT3G21215| Symbols:  | RNA-binding protein, putative | chr3:7442879-7445237 REVERSEnot assigned not assigned 	RNA.RNA binding	27_4

CUST_156316_PI403524517	2	0.019382477	-0.30696392	-7.87735E-4	0.38073158	7.87735E-4	-0.2035141	35_43660	"Cluster: Os03g0616300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os03g0616300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DQB4	CHR1V7|COORD:18511694..18515779| similar to REV1 (Reversionless 1), damaged DNA binding / magnesium ion binding / nucleotidyltransferase [Arabidopsis thaliana]	AT1G49980.1	CHR03V5|COORD:23289272..23295195|protein polymerase kappa isoform 3, putative, expressed	LOC_Os03g42010.2	" no descriptionweakly similar to ( 187)AT1G49980| Symbols:  | similar to REV1 (Reversionless 1), damaged DNA binding / magnesium ion binding / nucleotidyltransferase [Arabidopsis thaliana] (TAIR:AT5G44750.1); similar to putative DNA-directed polymerase, having alternative splicing products [Oryza sativa (japonica cultivar-group)] (GB:AAT81653.1); similar to Os03g0616300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001050660.1); contains InterPro domain UMUC-like DNA-repair protein; (InterPro:IPR001126) | chr1:18511694-18515779 FORWARDnot assigned Pol_IV_kappa PRK02406 DinP IMS PRK02794 PRK03348 PRK01810 Pol_eta PRK03858 Pol_Y "	DNA.repair	28_2

CUST_11347_PI403524517	2	0.20172596	-1.0655193	-0.21867466	0.13259602	-0.0064077377	0.0064077377	35_3215	"Cluster: Putative RNA binding protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative RNA binding protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XZG6	CHR5V7|COORD:3940732..3941106| RNA recognition motif (RRM)-containing protein	AT5G12190.1	CHR03V5|COORD:33937742..33938580|protein pre-mRNA branch site p14-like protein, putative, expressed	LOC_Os03g59710.1	no descriptionweakly similar to ( 173)AT5G12190| Symbols:  | RNA recognition motif (RRM)-containing protein | chr5:3940732-3941106 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned RRM RRM_1 COG0724	RNA.RNA binding	27_4

CUST_5866_PI403524517	2	0.012915611	0.0031251907	-0.0031251907	-0.0060100555	-0.026748657	0.052660942	35_1621	Rep: 14 kDa zinc-binding protein - Zea mays (Maize)	UniRef90_P42856	CHR3V7|COORD:20952511..20954108| zinc-binding protein, putative / protein kinase C inhibitor, putative	AT3G56490.1	CHR03V5|COORD:11651613..11656350|protein zinc-binding protein, putative, expressed	LOC_Os03g20630.2	 no descriptionmoderately similar to ( 226)AT3G56490| Symbols:  | zinc-binding protein, putative / protein kinase C inhibitor, putative | chr3:20952511-20954108 FORWARDmoderately similar to ( 236)ZB14_MAIZE14 kDa zinc-binding protein - Zea mays (Maize)not assigned not assigned PKCI_related PRK10687 HIT Hit HINT_subgroup HIT_like FHIT 	protein.postranslational modification	29_4

CUST_2313_PI404877155	2	-0.18353558	-0.55323887	0.040260315	0.061388016	0.09113693	-0.04026127	Contig1269_at	S-adenosylmethionine synthetase 1 (Methionine adenosyltransferase 1) (AdoMet synthetase 1) pir||T06180 methionine adenosyltransferase (EC 2.	P50299	S-adenosylmethionine synthetase 2 (SAM2)	At4g01850.1	protein S-adenosylmethionine synthetase	Os01g22010	S-adenosylmethionine synthetase 1	amino acid metabolism.synthesis.aspartate family.methionine	13_1_3_4

CUST_10591_PI403524517	2	0.01926899	0.36982632	-0.06993675	0.17511463	-0.08055782	-0.01926899	35_2988	"Cluster: Peroxisomal membrane protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Peroxisomal membrane protein-like - Oryza sativa (japonica cultivar"	UniRef90_Q69LX3	CHR1V7|COORD:19689524..19691346| peroxisomal membrane protein-related	AT1G52870.2	CHR03V5|COORD:21452687..21455243|protein mpv17 / PMP22 family protein, expressed	LOC_Os03g38730.1	no descriptionmoderately similar to ( 414)AT1G52870| Symbols:  | peroxisomal membrane protein-related | chr1:19689524-19691346 FORWARDnot assigned not assigned not assigned not assigned Mpv17_PMP22	not assigned.no ontology	35_1

CUST_152875_PI403524517	2	0.02512312	0.08284044	-0.121328354	-0.02512312	-0.094769	0.05597353	35_42729	"Cluster: ATPase, AAA family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: ATPase, AAA family protein, expressed - Oryza sativa (japonica"	UniRef90_Q2R8Q8	"CHR3V7|COORD:21004848..21009510| CIP111 (CAM INTERACTING PROTEIN 111); ATPase/ calmodulin binding"	AT3G56690.1	CHR11V5|COORD:6284373..6290628|protein CIP111, putative, expressed	LOC_Os11g11340.1	"no descriptionmoderately similar to ( 202)AT3G56690| Symbols: CIP111 | CIP111 (CAM INTERACTING PROTEIN 111); ATPase/ calmodulin binding | chr3:21004848-21009510 REVERSEweakly similar to ( 142)CDC48_SOYBNCell division cycle protein 48 homolog - Glycine max (Soybean)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned AAA SpoVK RPT1 PRK03992 HflB hflB COG1223 clpA AAA"	protein.degradation.metalloprotease	29_5_7

CUST_108799_PI403524517	2	0.3182726	-0.15112591	0.015731812	0.08897686	-0.015732288	-0.25556278	35_30938	"Cluster: Erwinia chrysanthemi IndA protein homolog-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: Erwinia chrysanthemi IndA protein homolog-like - Oryza"	UniRef90_Q6ZK88	CHR1V7|COORD:18720246..18722728| indigoidine synthase A family protein	AT1G50510.1	CHR08V5|COORD:24801952..24796691|protein uncharacterized enzyme involved in pigment biosynthesis, putative, expressed	LOC_Os08g39420.2	no descriptionIndigoidine_A IndA	not assigned.unknown	35_2

CUST_102586_PI403524517	2	0.02091217	-0.02091217	0.035856247	-0.124433994	-0.029662132	0.14731264	35_29264	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_92264_PI403524517	2	-0.036808014	0.18743944	0.2742176	-0.44475508	-0.6728368	0.036807537	35_26384	"Cluster: Putative phosphatidylserine receptor long form; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative phosphatidylserine receptor long form - Oryza"	UniRef90_Q75LR4	CHR1V7|COORD:29457716..29462011| transcription factor jumonji (jmjC) domain-containing protein	AT1G78280.1	CHR03V5|COORD:15592989..15600352|protein transferase, transferring glycosyl groups, putative, expressed	LOC_Os03g27250.1	no descriptionweakly similar to ( 196)AT1G78280| Symbols:  | transcription factor jumonji (jmjC) domain-containing protein | chr1:29457716-29462011 FORWARDnot assigned	not assigned.no ontology.transcription factor jumonji (jmjC) domain-containing protein	35_1_17

CUST_18104_PI404877155	2	0.23528147	-0.08920431	-0.21046019	0.56606054	-0.4653511	0.08920479	HVSMEc0001F09f2_at	0	0	0	0	protein shikimate kinase, putative	Os02g51410	NONE	amino acid metabolism.synthesis.aromatic aa.chorismate	13_1_6_1

CUST_16443_PI404877155	2	-0.06277847	0.31528187	0.12122154	-8.993149E-4	-0.1607666	8.993149E-4	HA12F12u_s_at	ABC1 family protein [Arabidopsis thaliana] gb|AAF68128.1| F20B17.3 [Arabidopsis thaliana] gb|AAL57626.1| At1g79600/F20B17_3 [Arabidopsis tha	NP_565214.1	ABC1 family protein	At1g79600.1	protein Similar to At1g79600/F20B17_3	Os05g25840	ABC1 family protein, contains Pfam domain, PF03109: ABC1 family	transport.ABC transporters and multidrug resistance systems	34_16

CUST_160200_PI403524517	2	-0.35954	0.4412861	0.13021946	0.0010147095	-0.05373478	-0.0010147095	35_44704	"Cluster: Putative senescence-associated protein; n=2; Oryza sativa|Rep: Putative senescence-associated protein - Oryza sativa (Rice)"	UniRef90_Q8SB36	CHR3V7|COORD:19039206..19041421| senescence/dehydration-associated protein-related	AT3G51250.1	CHR06V5|COORD:30467104..30463799|protein senescence-associated protein 12, putative, expressed	LOC_Os06g50330.1	no descriptionweakly similar to ( 192)AT3G51250| Symbols:  | senescence/dehydration-associated protein-related | chr3:19039206-19041421 FORWARDnot assigned Senescence	development.unspecified	33_99

CUST_166339_PI403524517	2	-0.16750145	-0.03177166	-0.14230251	0.13618469	0.031772614	0.04033184	35_46339	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_50039_PI403524517	2	0.077474594	-0.42997646	-0.054073334	0.10604572	-0.04758072	0.04758072	35_14283	"Cluster: Putative prohibitin; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative prohibitin - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6EP40	CHR5V7|COORD:16332817..16333849| ATPHB3 (PROHIBITIN 3)	AT5G40770.1	CHR02V5|COORD:22342316..22341194|protein mitochondrial prohibitin complex protein 1, putative, expressed	LOC_Os02g37000.1	no descriptionmoderately similar to ( 347)AT5G40770| Symbols: ATPHB3 | ATPHB3 (PROHIBITIN 3) | chr5:16332817-16333849 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Band_7_prohibitin HflC Band_7 PHB Band_7_HflC Band_7 Band_7_stomatin_like Band_7_HflK Band_7_4 PRK09169 DUF566 Herpes_BLLF1	not assigned.no ontology	35_1

CUST_10813_PI399408534	2	0.09106159	0.038031578	-0.16911793	-0.04755497	-0.038031578	0.10646534	35_21133	Rep: Homeodomain protein HB1 - Populus tomentosa	UniRef90_Q6S3D9	CHR4V7|COORD:16875819..16877172| homeobox-leucine zipper protein (HB-2) / HD-ZIP protein	AT4G35550.1	CHR01V5|COORD:35189336..35192977|protein WUSCHEL-related homeobox 14, putative, expressed	LOC_Os01g60270.2	no descriptionweakly similar to ( 195)AT4G35550| Symbols:  | homeobox-leucine zipper protein (HB-2) / HD-ZIP protein | chr4:16875819-16877172 REVERSEvery weakly similar to (56.2)WOX3B_MAIZEWUSCHEL-related homeobox 3B - Zea mays (Maize)Homeobox HOX homeodomain	RNA.regulation of transcription.HB,Homeobox transcription factor family	27_3_22

CUST_20679_PI399408534	2	-0.091917515	-0.32949162	-0.33091927	0.40754747	0.38643074	0.09191704	35_49133	"Cluster: Os01g0618500 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0618500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JL73	CHR5V7|COORD:25489824..25492422| DEAD box RNA helicase, putative	AT5G63630.1	CHR01V5|COORD:24929073..24932376|protein ATP-dependent RNA helicase HAS1, putative, expressed	LOC_Os01g43130.1	 no descriptionvery weakly similar to (55.8)AT5G63630| Symbols:  | DEAD box RNA helicase, putative | chr5:25489824-25492422 REVERSE	RNA.processing.RNA helicase	27_1_2

CUST_121161_PI403524517	2	0.017757416	0.029251099	-0.0016317368	-0.016914368	0.0016317368	-0.11944103	35_34228	Cluster: Peptide methionine sulfoxide reductase (EC 1.8.4.11) (Protein- methionine-S-oxide reductase) (Peptide-methionine (S)-S-oxide reductase) (Peptide	UniRef90_Q9SEC2	"CHR5V7|COORD:24792333..24793373| PMSR1 (PEPTIDEMETHIONINE SULFOXIDE REDUCTASE 1); protein-methionine-S-oxide reductase"	AT5G61640.1	CHR10V5|COORD:21925085..21927573|protein peptide methionine sulfoxide reductase, putative, expressed	LOC_Os10g41400.1	"no descriptionvery weakly similar to (50.4)AT5G61640| Symbols: PMSR1 | PMSR1 (PEPTIDEMETHIONINE SULFOXIDE REDUCTASE 1); protein-methionine-S-oxide reductase | chr5:24792333-24793373 FORWARDvery weakly similar to (52.4)MSRA_LACSAPeptide methionine sulfoxide reductase - Lactuca sativa (Garden lettuce)"	protein.postranslational modification	29_4

CUST_162309_PI403524517	2	-0.013792038	0.013792038	0.17784691	0.22093725	-0.072285175	-0.0868063	35_45271	"Cluster: Helix-turn-helix motif:Cupin region; n=1; Kineococcus radiotolerans SRS30216|Rep: Helix-turn-helix motif:Cupin region - Kineococcus radiotolerans SRS30"	UniRef90_Q413B2	CHR3V7|COORD:11881714..11884267| myosin heavy chain-related	AT3G30230.1	0	0	no description	not assigned.unknown	35_2

CUST_88960_PI403524517	2	0.061257362	0.021271706	-0.021270752	-0.071967125	-0.034680367	0.12111473	35_25452	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_5235_PI404877155	2	0.21014404	-0.03591919	-0.21556664	0.044195175	-0.07406807	0.035920143	Contig16775_at	Mitochondrial carrier protein [Ribes nigrum]	CAA07568.1	mitochondrial substrate carrier family protein	At1g07030.1	protein Similar to mitochondrial carrier protein, putative	Os03g18550	mitochondrial substrate carrier family protein, contains Pfam profile: PF00153 mitochondrial carrier protein	transport.metabolite transporters at the mitochondrial membrane	34_9

CUST_15728_PI404877155	2	-0.40069485	1.2790151	0.40069437	-0.9533558	-1.2816334	1.2129288	Contig956_x_at	metallothioneine type2 [Hordeum vulgare subsp. vulgare]	CAD54079.1	metallothionein protein 2B (MT-2B)	At5g02380.1	protein hypothetical protein	Os01g74300	2.3_cis2 his2-zincfinger	RNA.regulation of transcription	27_3

CUST_45439_PI403524517	2	0.0474267	-0.1936717	-0.009909153	0.009908676	-0.068295956	0.17019415	35_13024	Rep: Ternary complex factor MIP1-like - Oryza sativa (indica cultivar-group)	UniRef90_Q3HTV1	CHR3|COORD:4157974..4161032| expressed protein, contains Pfam profile PF04784: Protein of unknown function, DUF547	AT3G13000.1	CHR02V5|COORD:2928920..2932225|protein ternary complex factor MIP1, putative, expressed	LOC_Os02g05900.1	no descriptionmoderately similar to ( 257)AT3G13000| Symbols:  | transcription factor | chr3:4158221-4160825 REVERSEDUF547	not assigned.unknown	35_2

CUST_79935_PI403524517	2	0.010813713	0.14965248	-0.010812759	-0.1247921	0.015413284	-0.12862015	35_22922	"Cluster: Os01g0950800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0950800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JG06	"CHR1V7|COORD:12655275..12656422| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G15750.1); similar to hypothetical protein [Lotus japonicus]"	AT1G34570.1	CHR01V5|COORD:42193395..42191468|protein expressed protein	LOC_Os01g72200.1	"no descriptionvery weakly similar to (92.8)AT1G34570| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G15750.1); similar to hypothetical protein [Lotus japonicus] (GB:CAE45590.1) | chr1:12655275-12656422 REVERSEnot assigned"	not assigned.unknown	35_2

CUST_129693_PI403524517	2	0.09727287	0.04990673	-0.07990265	0.01887989	-0.11191559	-0.018878937	35_36429	Rep: Putative heparanase - Hordeum vulgare (Barley)	UniRef90_Q70YJ3	CHR5V7|COORD:24649520..24651823| glycosyl hydrolase family 79 N-terminal domain-containing protein	AT5G61250.2	CHR12V5|COORD:23897768..23902181|protein heparanase-like protein 2 precursor, putative, expressed	LOC_Os12g38920.2	no descriptionvery weakly similar to (65.5)AT5G61250| Symbols:  | glycosyl hydrolase family 79 N-terminal domain-containing protein | chr5:24649520-24651823 REVERSE	not assigned.no ontology	35_1

CUST_15269_PI399408534	2	-0.13271713	-0.45433998	-0.05395174	0.10849333	0.053951263	0.13424349	35_47133	Rep: SAR DNA binding protein - Oryza sativa (Rice)	UniRef90_O80401	CHR3V7|COORD:1413180..1415570| SAR DNA-binding protein, putative	AT3G05060.1	CHR03V5|COORD:13109059..13104977|protein nucleolar protein NOP5, putative, expressed	LOC_Os03g22730.4	 no descriptionweakly similar to ( 133)AT3G05060| Symbols:  | SAR DNA-binding protein, putative | chr3:1413180-1415570 REVERSEnot assigned 	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_6464_PI403524517	2	0.027859688	0.40979767	0.0010852814	-0.0083322525	-0.0010852814	-0.02513504	35_1793	Rep: BCL-2 binding anthanogene-1 - Hordeum vulgare (Barley)	UniRef90_Q5ND71	"CHR3V7|COORD:19218006..19219155| ATBAG4 (ARABIDOPSIS THALIANA BCL-2-ASSOCIATED ATHANOGENE 4); protein binding"	AT3G51780.1	CHR01V5|COORD:35909112..35912576|protein BCL-2 binding anthanogene-1, putative, expressed	LOC_Os01g61500.1	"no descriptionmoderately similar to ( 237)AT3G51780| Symbols: ATBAG4 | ATBAG4 (ARABIDOPSIS THALIANA BCL-2-ASSOCIATED ATHANOGENE 4); protein binding | chr3:19218006-19219155 REVERSEnot assigned BAG1_N UBL BAG BAG"	not assigned.no ontology	35_1

CUST_69228_PI403524517	2	0.06289196	0.7728758	0.07265091	-0.15113258	-0.19868088	-0.062892914	35_19805	"Cluster: Putative zinc binding protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative zinc binding protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q851S2	CHR2V7|COORD:16755237..16756435| yippee family protein	AT2G40110.1	CHR03V5|COORD:27946989..27950553|protein protein yippee-like, putative, expressed	LOC_Os03g49150.1	no descriptionweakly similar to ( 194)AT2G40110| Symbols:  | yippee family protein | chr2:16755237-16756304 FORWARDweakly similar to ( 197)YIPL_SOLTUProtein yippee-like - Solanum tuberosum (Potato)not assigned Yippee	not assigned.no ontology	35_1

CUST_3052_PI404877155	2	-2.0394266	-1.233654	1.3746638	1.5645728	1.1964912	-1.1964908	Contig13483_at	putative MATE family protein [Oryza sativa (japonica cultivar-group)] ref|XP_462962.1| putative MATE family protein [Oryza sativa (japonica	AAR00628.1	MATE efflux family protein	At3g21690.1	protein putative MATE family protein	Os03g37380	"MATE efflux family protein, similar to ripening regulated protein DDTFR18 (Lycopersicon esculentum) GI:12231296; contains Pfam profile: PF01554 MatE uncharacterized membrane protein family"	transport.misc	34_99

CUST_160290_PI403524517	2	-1.4090271	0.5991154	0.0066576004	-0.0066576004	-0.82056475	0.12074375	35_44729	"Cluster: Clathrin assembly protein AP180 short form-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Clathrin assembly protein AP180 short form-like - Ory"	UniRef90_Q69SJ3	CHR5V7|COORD:13479693..13482811| epsin N-terminal homology (ENTH) domain-containing protein	AT5G35200.1	CHR02V5|COORD:34248773..34255405|protein ANTH domain containing protein, expressed	LOC_Os02g55970.2	no description	not assigned.unknown	35_2

CUST_16594_PI403524517	2	-0.0051259995	0.19239712	0.0051259995	-0.12390423	-0.06568909	0.09715462	35_4793	"Cluster: Os02g0593400 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0593400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DZX4	CHR5V7|COORD:25342479..25343666| similar to Os02g0593400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001047300.1)	AT5G63135.1	CHR02V5|COORD:22970767..22969635|protein expressed protein	LOC_Os02g38029.1	no descriptionvery weakly similar to (59.3)AT5G63135| Symbols:  | similar to Os02g0593400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001047300.1) | chr5:25342479-25343666 REVERSE	not assigned.unknown	35_2

CUST_94023_PI403524517	2	-0.059842587	0.16534615	0.19294357	0.059842587	-0.94923306	-0.16757631	35_26881	0	0	CHR2V7|COORD:18439977..18443704| RNA recognition motif (RRM)-containing protein	AT2G44710.1	CHR03V5|COORD:28209054..28203603|protein BRASSINOSTEROID INSENSITIVE 1-associated receptor kinase 1 precursor, putative, expressed	LOC_Os03g49620.5	no description	not assigned.unknown	35_2

CUST_23136_PI399408534	2	0.09565449	0.16648006	-0.1517067	-0.050276756	-0.13000679	0.050275803	35_3581	"Cluster: OSJNBa0064M23.7 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0064M23.7 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7X7C0	CHR5V7|COORD:21324422..21326344| scarecrow-like transcription factor 8 (SCL8)	AT5G52510.1	CHR04V5|COORD:29058170..29055927|protein chitin-inducible gibberellin-responsive protein 2, putative, expressed	LOC_Os04g49110.1	no descriptionmoderately similar to ( 244)AT5G52510| Symbols:  | scarecrow-like transcription factor 8 (SCL8) | chr5:21324422-21326344 FORWARDweakly similar to ( 189)CIGR2_ORYSAnot assigned GRAS DUF1509 PRK07003 PRK12323 PRK07764 PRK12678	RNA.regulation of transcription.GRAS transcription factor family	27_3_21

CUST_167790_PI403524517	2	-0.12280178	0.2650385	0.06024933	-0.060250282	0.11511326	-0.11296606	35_46736	Rep: At1g56230 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q6NKW1	"CHR1V7|COORD:21049776..21052624| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G22660.2); similar to Os01g0347100 [Oryza sativa (japonica"	AT1G56230.1	CHR01V5|COORD:13787271..13782436|protein expressed protein	LOC_Os01g24480.1	"no descriptionvery weakly similar to (88.2)AT1G56230| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G22660.2); similar to Os01g0347100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001042967.1); similar to hypothetical protein [Oryza sativa] (GB:AAD27671.1); contains InterPro domain Protein of unknown function DUF1399; (InterPro:IPR009836) | chr1:21049776-21052624 REVERSE"	not assigned.unknown	35_2

CUST_10607_PI404877155	2	0.042672157	0.24279594	0.070035934	-0.102910995	-0.24122143	-0.04267311	Contig4305_s_at	putative pre-mRNA splicing factor SF2 [Oryza sativa (japonica cultivar-group)]	BAC79849.1	0	0	protein RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain), putative	Os03g22380	NONE	RNA.processing	27_1

CUST_80157_PI403524517	2	0.27396774	0.04574728	0.08593941	-0.045747757	-0.10168171	-0.27876472	35_22988	Rep: Hypothetical protein - Frankia sp. (strain CcI3)	UniRef90_Q2JBL2	CHR5V7|COORD:21887259..21888454| plastocyanin-like domain-containing protein	AT5G53870.1	CHR06V5|COORD:9796426..9800779|protein transposon protein, putative, CACTA, En/Spm sub-class	LOC_Os06g16900.1	no descriptionnot assigned not assigned Atrophin-1 DamX PRK07003 GRASP55_65	not assigned.unknown	35_2

CUST_46066_PI403524517	2	0.0018129349	0.7041521	0.0	-0.14952469	-0.005706787	0.0	35_13192	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_6741_PI404877155	2	0.02560234	-0.42210007	-0.025603294	0.09665203	0.1323595	-0.064416885	Contig1995_at	0	BAD10352.1	RNA recognition motif (RRM)-containing protein	At3g04500.1	protein retrotransposon protein, putative, unclassified	Os08g45240	"RNA recognition motif (RRM)/PUB1  T01253; yeast protein encoded by PUB1 binds T-rich single stranded DNA"	RNA.regulation of transcription	27_3

CUST_7803_PI403524517	2	0.11037636	0.06419563	0.005490303	-0.023180008	-0.009462357	-0.0054893494	35_2172	"Cluster: Small basic membrane integral protein ZmSIP1-2; n=1; Zea mays|Rep: Small basic membrane integral protein ZmSIP1-2 - Zea mays (Maize)"	UniRef90_Q9ATM2	"CHR5V7|COORD:6055200..6056409| SIP1;2 (SMALL AND BASIC INTRINSIC PROTEIN1B)"	AT5G18290.1	CHR01V5|COORD:4312636..4310447|protein aquaporin SIP1.1, putative, expressed	LOC_Os01g08660.1	" no descriptionvery weakly similar to (68.6)AT5G18290| Symbols: SIP1;2, SIP1B | SIP1;2 (SMALL AND BASIC INTRINSIC PROTEIN1B) | chr5:6055200-6056409 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned TT_ORF1 PRK07764 Atrophin-1 PRK07003 "	transport.Major Intrinsic Proteins	34_19

CUST_96670_PI403524517	2	0.3022604	0.59518194	0.10976887	-0.11580038	-0.30899763	-0.10976887	35_27611	"Cluster: Galactosyltransferase family protein, putative, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Galactosyltransferase family protein, putat"	UniRef90_Q10BV0	CHR5V7|COORD:25154362..25156990| galactosyltransferase family protein	AT5G62620.1	CHR03V5|COORD:33489998..33485397|protein galactosyltransferase/ transferase, transferring hexosyl groups, putative, expressed	LOC_Os03g58920.1	no descriptionweakly similar to ( 176)AT5G62620| Symbols:  | galactosyltransferase family protein | chr5:25154362-25156990 FORWARDnot assigned	cell wall.hemicellulose synthesis	10_3

CUST_145485_PI403524517	2	0.10910082	0.21170807	-0.14387465	-0.085730076	0.085730076	-0.308578	35_40733	"Cluster: Hypothetical protein OJ1595_D08.27-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1595_D08.27-1 - Oryza sativa (japonica cu"	UniRef90_Q6K493	CHR4V7|COORD:18561200..18563721| signal transducer	AT4G40050.1	CHR09V5|COORD:17917776..17922875|protein expressed protein	LOC_Os09g29470.3	no descriptionweakly similar to ( 142)AT4G40050| Symbols:  | signal transducer | chr4:18561200-18563721 REVERSE	not assigned.unknown	35_2

CUST_38_PI399408534	2	-0.37567997	-0.3972268	0.9045458	0.18304062	0.65807056	-0.18304062	35_19239	"Cluster: 39 kDa EF-Hand containing protein, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: 39 kDa EF-Hand containing protein, putative, e"	UniRef90_Q10P21	CHR4V7|COORD:18115601..18118854| calcium-binding EF hand family protein	AT4G38810.2	CHR03V5|COORD:7897308..7893550|protein calcium ion binding protein, putative, expressed	LOC_Os03g14590.1	no descriptionmoderately similar to ( 372)AT4G38810| Symbols:  | calcium-binding EF hand family protein | chr4:18115601-18118854 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07764 PRK07003 PRK12323 PRK12678 Tymo_45kd_70kd	signalling.calcium	30_3

CUST_17742_PI404877155	2	0.053646088	-0.44869137	-0.13667774	0.06493282	0.050230026	-0.050229073	HV10F20u_s_at	COP9 signalosome complex subunit 7ii / CSN complex subunit 7ii (CSN7) (COP15) / FUSCA protein (FUS5) [Arabidopsis	NP_563645.1	COP9 signalosome complex subunit 7ii / CSN complex subunit 7ii (CSN7) (COP15) / FUSCA protein (FUS5)	At1g02090.1	protein COP9 complex chain FUS5 [imported] - Arabidopsis thaliana	Os07g30840	COP9 complex subunit, FUS5	signalling.light	30_11

CUST_18111_PI403524517	2	0.011292934	0.15230083	-0.019079685	0.021752834	-0.0679059	-0.011292934	35_5231	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_149193_PI403524517	2	0.22242641	0.09603691	0.019107819	-0.026278496	-0.09607792	-0.019107819	35_41735	"Cluster: Putative ATP-dependent RNA helicase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ATP-dependent RNA helicase - Oryza sativa (japonica cult"	UniRef90_Q8LIE5	CHR1V7|COORD:8428080..8429153| SRZ-21	AT1G23860.1	CHR07V5|COORD:27053648..27057948|protein ATP-dependent RNA helicase DDX52, putative, expressed	LOC_Os07g45360.1	no descriptionnot assigned not assigned not assigned not assigned not assigned	not assigned.unknown	35_2

CUST_650_PI404877155	2	-0.011051178	0.055273056	-0.048093796	-0.0064086914	0.0064077377	0.08897686	Contig10591_at	putative U4/U6 snRNP-associated 61 kDa protein [Oryza sativa (japonica cultivar-group)]	BAC21394.2	pre-mRNA processing ribonucleoprotein binding region-containing protein	At1g60170.1	protein Putative snoRNA binding domain	Os07g04850	putative U4/U6 snRNP-associated 61 kDa protein	RNA.processing	27_1

CUST_108254_PI403524517	2	-0.07691145	0.07691145	-0.25309896	0.44996405	-0.21470213	0.346972	35_30795	"Cluster: Os05g0591600 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0591600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DFG8	CHR5V7|COORD:1922043..1925279| carboxy-lyase	AT5G06300.1	CHR05V5|COORD:29386739..29390982|protein carboxy-lyase, putative, expressed	LOC_Os05g51390.2	no descriptionweakly similar to ( 136)AT5G06300| Symbols:  | carboxy-lyase | chr5:1922043-1925279 REVERSELysine_decarbox COG1611	not assigned.unknown	35_2

CUST_87725_PI403524517	2	0.002336502	0.03239441	-0.062031746	-0.002336502	0.15807056	-0.04934311	35_25113	"Cluster: CBS domain-containing protein, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: CBS domain-containing protein, putative, expressed"	UniRef90_Q10SE0	CHR5V7|COORD:21408966..21411553| CBS domain-containing protein-related	AT5G52790.1	CHR03V5|COORD:1454680..1461706|protein hemolysin, putative, expressed	LOC_Os03g03430.1	no descriptionmoderately similar to ( 209)AT5G52790| Symbols:  | CBS domain-containing protein-related | chr5:21408966-21411553 REVERSEnot assigned not assigned not assigned not assigned not assigned DUF21 TlyC CorB	not assigned.no ontology	35_1

CUST_156988_PI403524517	2	-0.19972038	-0.14030075	0.49115658	0.14030075	0.399148	-0.33762646	35_43843	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_56624_PI403524517	2	-0.09774494	0.37168026	-0.0061807632	0.04169655	0.0061807632	-0.15591049	35_16120	Rep: H0523F07.4 protein - Oryza sativa (Rice)	UniRef90_Q01JQ9	"CHR2V7|COORD:8986717..8988064| LIP1 (Lipoic acid synthase 1); lipoic acid synthase"	AT2G20860.1	CHR04V5|COORD:22586947..22583222|protein lipoic acid synthetase, mitochondrial precursor, putative, expressed	LOC_Os04g38330.1	"no descriptionhighly similar to ( 553)AT2G20860| Symbols: LIP1 | LIP1 (Lipoic acid synthase 1); lipoic acid synthase | chr2:8986717-8988064 FORWARDnot assigned not assigned PRK05481 LipA PRK12928 Elp3 Radical_SAM PRK12323"	Co-factor and vitamine metabolism	18

CUST_22570_PI403524517	2	0.02730465	0.34874153	0.04994583	-0.21896458	-0.15985394	-0.02730465	35_6555	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_156815_PI403524517	2	-1.5504179	0.71675205	0.63037395	0.2950573	-0.2950573	-0.38436365	35_43796	Rep: Cold acclimation induced protein 2-1 - Triticum aestivum (Wheat)	UniRef90_Q4KXE0	CHR3V7|COORD:7186760..7187459| plastocyanin-like domain-containing protein	AT3G20570.1	CHR06V5|COORD:28388576..28387298|protein early nodulin 20 precursor, putative, expressed	LOC_Os06g46740.1	no descriptionvery weakly similar to (65.5)AT3G20570| Symbols:  | plastocyanin-like domain-containing protein | chr3:7186760-7187459 REVERSECu_bind_like	misc.plastocyanin-like	26_19

CUST_10620_PI399408534	2	0.28818607	0.2570057	3.7908554E-4	-3.7908554E-4	-0.08433819	-0.17849445	35_13559	"Cluster: Os07g0679500 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0679500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D3L8	CHR2V7|COORD:16961882..16963950| bZIP transcription factor family protein	AT2G40620.1	CHR07V5|COORD:28782244..28778192|protein transcription factor RF2b, putative, expressed	LOC_Os07g48180.1	no descriptionvery weakly similar to (53.5)AT2G40620| Symbols:  | bZIP transcription factor family protein | chr2:16961882-16963950 REVERSEvery weakly similar to (81.6)RF2B_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07003 PRK12323 PRK07764 Protamine_P1 Adeno_PV	RNA.regulation of transcription.bZIP transcription factor family	27_3_35

CUST_6841_PI403524517	2	-0.027999878	-0.15021992	-0.13695717	0.028001785	0.059700012	0.034736633	35_1899	"Cluster: Ribosomal protein l34; n=4; Magnoliophyta|Rep: Ribosomal protein l34 - Triticum aestivum (Wheat)"	UniRef90_Q5I7K8	CHR1V7|COORD:9315627..9316668| 60S ribosomal protein L34 (RPL34A)	AT1G26880.1	CHR08V5|COORD:21090210..21088355|protein 60S ribosomal protein L34, putative, expressed	LOC_Os08g33920.1	no descriptionweakly similar to ( 146)AT1G26880| Symbols:  | 60S ribosomal protein L34 (RPL34A) | chr1:9315785-9316668 REVERSEweakly similar to ( 151)RL34_TOBAC60S ribosomal protein L34 - Nicotiana tabacum (Common tobacco)not assigned Ribosomal_L34e RPL34A rpl34e	protein.synthesis.misc ribososomal protein	29_2_2

CUST_168182_PI403524517	2	0.13109827	0.65041876	-0.060501575	-0.07231426	0.060501575	-0.09630346	35_46837	"Cluster: Putative peroxidase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative peroxidase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8W5H7	CHR4V7|COORD:17634780..17636076| peroxidase, putative	AT4G37530.1	CHR03V5|COORD:31469718..31472467|protein peroxidase 35 precursor, putative, expressed	LOC_Os03g55420.1	no description	not assigned.unknown	35_2

CUST_22567_PI399408534	2	-0.49425888	0.07061386	-0.1728487	0.005443573	-0.0054426193	0.029718399	35_4012	Rep: Auxin-responsive protein IAA19 - Oryza sativa (Rice)	UniRef90_Q6AT33	"CHR2V7|COORD:9644216..9645539| IAA8 (indoleacetic acid-induced protein 8); transcription factor"	AT2G22670.2	CHR05V5|COORD:27767121..27762617|protein OsIAA19 - Auxin-responsive Aux/IAA gene family member, expressed	LOC_Os05g48590.1	no descriptionweakly similar to ( 169)AT2G22670| Symbols: IAA8 | IAA8 (indoleacetic acid-induced protein 8) | chr2:9644216-9645539 FORWARDmoderately similar to ( 285)IAA19_ORYSAnot assigned AUX_IAA	hormone metabolism.auxin.induced-regulated-responsive-activated	17_2_3

CUST_24837_PI399408534	2	0.0041389465	-0.116407394	-0.042607307	0.25232792	-0.0041399	0.053826332	35_6159	"Cluster: Receptor-like protein kinase 1-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: Receptor-like protein kinase 1-like - Oryza sativa (japonica cult"	UniRef90_Q5ZBN0	CHR2V7|COORD:11395699..11398364| leucine-rich repeat transmembrane protein kinase, putative	AT2G26730.1	CHR01V5|COORD:24308752..24302798|protein atypical receptor-like kinase MARK, putative, expressed	LOC_Os01g42294.1	 no descriptionmoderately similar to ( 303)AT2G26730| Symbols:  | leucine-rich repeat transmembrane protein kinase, putative | chr2:11395699-11398364 FORWARDweakly similar to ( 134)PSKR_DAUCAPhytosulfokine receptor precursor - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pkinase S_TKc S_TKc PTKc Pkinase_Tyr SPS1 TyrKc PTKc_Csk_like PRK07764 PTKc_Trk PTKc_Frk_like PTKc_Csk PRK07003 PTKc_Itk PTKc_Aatyk PTKc_Src_like PTKc_Srm_Brk PRK12678 PTKc_Jak_rpt2 PTKc_EphR PTKc_TrkB PTKc_Lyn PTKc_Tec_like PTKc_Abl PTKc_EGFR_like PTKc_Lck_Blk PTKc_Ror PTKc_Chk PTK_HER3 PTKc_Src PTKc_Syk_like PTKc_EphR_A2 PTKc_Aatyk1_Aatyk3 PTKc_TrkC PTKc_Fyn_Yrk PTKc_Fes_like PTKc_EphR_B PTKc_TrkA PTKc_EphR_A PTKc_Yes PTK_Ryk PTKc_RET 	signalling.receptor kinases.leucine rich repeat III	30_2_3

CUST_137756_PI403524517	2	0.18235111	0.063351154	-0.35796595	0.023936749	-0.21015835	-0.023936272	35_38630	"Cluster: Os01g0679600 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os01g0679600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JKE7		0	CHR01V5|COORD:28288587..28292290|protein THAP domain-containing protein 4, putative, expressed	LOC_Os01g48760.1	no description	not assigned.unknown	35_2

CUST_149642_PI403524517	2	0.059137344	0.39357948	0.18418312	-0.059137344	-0.11958122	-0.13100243	35_41862	"Cluster: Os06g0682800 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os06g0682800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DA26	CHR3V7|COORD:6707550..6708870| zinc finger (CCCH-type) family protein	AT3G19360.1	CHR06V5|COORD:28462497..28456950|protein zinc finger C-x8-C-x5-C-x3-H type family protein, expressed	LOC_Os06g46890.1	no description	not assigned.unknown	35_2

CUST_69872_PI403524517	2	-0.1309185	-0.17522907	0.13718414	0.14728737	-0.010373116	0.010373116	35_19991	"Cluster: Putative 2-C-methyl-D-erythritol 4-phosphate cytidyltransferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative 2-C-methyl-D-erythritol"	UniRef90_Q5N8G1	CHR2V7|COORD:671053..673123| ISPD (2-C-METHYL-D-ERYTHRITOL 4-PHOSPHATE CYTIDYLTRANSFERASE)	AT2G02500.1	CHR01V5|COORD:38868667..38873053|protein 2-C-methyl-D-erythritol 4-phosphate cytidylyltransferase, chloroplast precursor, putative,	LOC_Os01g66360.1	 no descriptionmoderately similar to ( 342)AT2G02500| Symbols: ATMEPCT, MCT, ISPD | ISPD (2-C-METHYL-D-ERYTHRITOL 4-PHOSPHATE CYTIDYLTRANSFERASE) | chr2:671053-673123 REVERSEispD IspD IspD ispDF GCD1 	secondary metabolism.isoprenoids.non-mevalonate pathway.CMS	16_1_1_3

CUST_63346_PI403524517	2	0.011200905	-0.5336275	-0.16796303	0.0458107	0.0522213	-0.011200905	35_18088	Rep: N-myristoyl transferase - Triticum aestivum (Wheat)	UniRef90_Q6JGT1	CHR5V7|COORD:23092677..23093981| NMT1 (N-MYRISTOYLTRANSFERASE 1)	AT5G57020.1	CHR01V5|COORD:29739043..29740819|protein glycylpeptide N-tetradecanoyltransferase 1, putative, expressed	LOC_Os01g51170.1	 no descriptionhighly similar to ( 643)AT5G57020| Symbols: ATNMT1, NMT1 | NMT1 (N-MYRISTOYLTRANSFERASE 1) | chr5:23092677-23093981 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned NMT1 NMT NMT_C Herpes_BLLF1 Tymo_45kd_70kd PRK12323 PRK07003 Atrophin-1 HPC2 PRK05648 DUF1421 APC_basic Pneumo_att_G Extensin_2 PRK07764 AF-4 GRASP55_65 DUF566 DAG1 KAR9 Herpes_TAF50 Drf_FH1 Metaviral_G TT_ORF1 PRK12678 DUF605 PRK10819 Syndecan COG3889 DamX COG5025 Coprinus_mating 	protein.postranslational modification	29_4

CUST_4221_PI399408534	2	-0.019477844	0.4684763	0.0801239	-0.14452267	-0.01853466	0.01853466	35_49719	Rep: Os05g0314100 protein - Oryza sativa (japonica cultivar-group)	UniRef90_Q0DJ91	CHR3V7|COORD:23246702..23247590| similar to small nuclear ribonucleoprotein D2, putative / snRNP core protein D2, putative / Sm protein D2, putative	AT3G62840.1	CHR05V5|COORD:14374227..14371419|protein small nuclear ribonucleoprotein Sm D2, putative, expressed	LOC_Os05g24970.2	" no descriptionweakly similar to ( 166)AT3G62840| Symbols:  | similar to small nuclear ribonucleoprotein D2, putative / snRNP core protein D2, putative / Sm protein D2, putative [Arabidopsis thaliana] (TAIR:AT2G47640.3); similar to Os05g0314100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001055168.1); similar to putative small nuclear ribonucleoprotein D2 [Oryza sativa (japonica cultivar-group)] (GB:AAV32147.1); contains InterPro domain Like-Sm ribonucleoprotein-related, core; (InterPro:IPR010920); contains InterPro domain Like-Sm ribonucleoprotein, core; (InterPro:IPR001163); contains InterPro domain Like-Sm ribonucleoprotein, eukaryotic and archaea-type, core; (InterPro:IPR006649) | chr3:23246702-23247590 REVERSEnot assigned not assigned Sm_D2 Sm LSm3 LSM LSM1 Sm_like "	RNA.processing	27_1

CUST_14106_PI399408534	2	0.21695805	-0.44434357	-0.21695805	0.6100879	0.3989458	-0.21996593	35_6508	"Cluster: Os09g0487900 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0487900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J0Q4	CHR2V7|COORD:17618506..17620241| basic helix-loop-helix (bHLH) family protein	AT2G42280.1	CHR09V5|COORD:18813008..18816017|protein helix-loop-helix DNA-binding domain containing protein, expressed	LOC_Os09g31300.1	no descriptionweakly similar to ( 167)AT2G42280| Symbols:  | basic helix-loop-helix (bHLH) family protein | chr2:17618969-17620241 REVERSEnot assigned HLH HLH PRK12323 PRK12678 HLH PRK07003	RNA.regulation of transcription.bHLH,Basic Helix-Loop-Helix family	27_3_6

CUST_157950_PI403524517	2	0.2501335	0.5210333	0.13172245	-0.13172245	-0.43730736	-0.41433954	35_44096	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_157366_PI403524517	2	0.31314325	0.58629084	-0.085392	0.085392	-0.44975138	-0.5311694	35_43943	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_103343_PI403524517	2	0.39420795	-0.0016965866	-0.14471006	0.020430565	-0.09951687	0.0016961098	35_29469	"Cluster: Putative FUSED serine/threonine kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative FUSED serine/threonine kinase - Oryza sativa (japonic"	UniRef90_Q5NAR7	"CHR5V7|COORD:6235389..6240735| EMB3013 (EMBRYO DEFECTIVE 3013); kinase"	AT5G18700.1	CHR01V5|COORD:8696430..8688631|protein EMB3013, putative, expressed	LOC_Os01g15480.1	"no descriptionweakly similar to ( 112)AT5G18700| Symbols: EMB3013 | EMB3013 (EMBRYO DEFECTIVE 3013); kinase | chr5:6235389-6240735 REVERSE"	not assigned.unknown	35_2

CUST_104830_PI403524517	2	-1.832581	-0.07774925	1.6265903	-0.20615959	1.5987592	0.07774925	35_29869	Rep: Dehydrin - Hordeum vulgare (Barley)	UniRef90_Q9SPA3	CHR5V7|COORD:18981257..18982129| glycine-rich protein	AT5G46730.1	CHR11V5|COORD:14828391..14827502|protein dehydrin Rab16C, putative, expressed	LOC_Os11g26760.1	no descriptionDehydrin	not assigned.unknown	35_2

CUST_30965_PI403524517	2	0.07896519	-0.37287903	-0.16315651	0.022556305	0.116947174	-0.022555351	35_8937	"Cluster: Os02g0709200 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os02g0709200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DY86	"CHR5V7|COORD:3248028..3249859| EMB2196 (EMBRYO DEFECTIVE 2196); histidinol-phosphate transaminase"	AT5G10330.2	CHR02V5|COORD:29322756..29318842|protein histidinol-phosphate aminotransferase, chloroplast precursor, putative, expressed	LOC_Os02g47940.1	 no descriptionhighly similar to ( 566)AT5G10330| Symbols: EMB2196 | EMB2196 (EMBRYO DEFECTIVE 2196) | chr5:3248028-3249694 REVERSEhighly similar to ( 576)HIS8_NICPLHistidinol-phosphate aminotransferase, chloroplast precursor - Nicotiana plumbaginifolia (Leadwort-leaved tobacco)not assigned not assigned not assigned HisC PRK00950 PRK04870 PRK03566 PRK04152 PRK03158 PRK03967 PRK05166 PRK02731 PRK03321 PRK05387 PRK03317 PRK02610 PRK01688 Aminotran_1_2 PRK04781 PRK08153 PRK03262 PRK07392 COG0436 PRK01533 PRK09105 PRK04635 PRK06358 PRK08056 PRK08354 PRK06225 ARO8 PRK07683 PRK06836 PRK07212 PRK07908 PRK08361 PRK06220 PRK07682 PRK08362 PRK05764 PRK06375 PRK07865 PRK07309 PRK07367 PRK07568 PRK07777 PRK05794 MalY PRK07324 PRK08069 PRK06056 PRK06108 PRK08363 PRK09082 PRK05957 PRK06107 PRK08443 PRK07681 PRK06348 PRK06425 PRK06507 PRK08175 PRK07543 PRK09147 PRK07337 PRK09276 PRK05664 PRK08068 PRK08912 PRK09275 PRK07550 PRK07310 PRK09265 PRK06959 PRK07778 avtA PRK07590 PRK12414 	amino acid metabolism.synthesis.histidine	13_1_7

CUST_38659_PI403524517	2	0.53364134	-0.8747492	0.012645245	0.2426877	-0.012645245	-0.27700043	35_11123	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_24103_PI403524517	2	0.01021862	0.4284792	-0.08616066	-0.01021862	0.010765076	-0.1282959	35_7000	"Cluster: OSJNBa0019G23.6 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0019G23.6 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XS61	CHR1V7|COORD:10994871..10995980| integral membrane HRF1 family protein	AT1G30890.1	CHR04V5|COORD:4431148..4429025|protein protein YIF1A, putative, expressed	LOC_Os04g08320.1	no descriptionweakly similar to ( 150)AT1G30890| Symbols:  | integral membrane HRF1 family protein | chr1:10994871-10995980 FORWARDnot assigned YIF1 COG5197	not assigned.no ontology	35_1

CUST_162738_PI403524517	2	-0.2159729	0.37742424	0.43850756	-0.016410828	0.016410828	-0.03467369	35_45391	Rep: Putative nuclease - Hordeum vulgare (Barley)	UniRef90_Q9ARD4	CHR4V7|COORD:11485331..11487247| bifunctional nuclease, putative	AT4G21600.1	CHR04V5|COORD:33034849..33037559|protein nuclease PA3, putative, expressed	LOC_Os04g55850.3	no descriptionS1-P1_nuclease	not assigned.unknown	35_2

CUST_19552_PI399408534	2	0.20657063	0.1608696	-0.016366959	-0.05447769	0.016366005	-0.058768272	35_36732	"Cluster: Os01g0572300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0572300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JLT2	"CHR1V7|COORD:20564073..20566292| ARABIDOPSIS THALIANA INDETERMINATE(ID)-DOMAIN 7/ATIDD7; nucleic acid binding / transcription factor/ zinc ion binding"	AT1G55110.1	CHR01V5|COORD:22320771..22323418|protein zinc finger protein, putative, expressed	LOC_Os01g39110.1	no descriptionvery weakly similar to (78.6)AT5G66730| Symbols:  | zinc finger (C2H2 type) family protein | chr5:26659140-26661109 REVERSE	RNA.regulation of transcription.C2H2 zinc finger family	27_3_11

CUST_2200_PI403524517	2	-0.030762672	0.15809917	0.030763626	-0.059401512	0.13738728	-0.179739	35_594	Rep: Elongation factor 1-gamma 3 - Oryza sativa (Rice)	UniRef90_Q5Z627	CHR1V7|COORD:3120164..3122154| elongation factor 1B-gamma, putative / eEF-1B gamma, putative	AT1G09640.1	CHR06V5|COORD:22138445..22134563|protein elongation factor 1-gamma 3, putative, expressed	LOC_Os06g37440.1	 no descriptionweakly similar to ( 149)AT1G09640| Symbols:  | elongation factor 1B-gamma, putative / eEF-1B gamma, putative | chr1:3120164-3122154 FORWARDweakly similar to ( 170)EF1G2_ORYSAnot assigned not assigned GST_N_EF1Bgamma Gst GST_N_family GST_N GST_N_Phi EF1G GST_N_Ure2p_like GST_N_4 GST_N_GTT2_like GST_N_2 	protein.synthesis.elongation	29_2_4

CUST_26920_PI399408534	2	0.07561684	-0.26258373	-0.06285381	0.052285194	-0.01676178	0.016762733	35_2994	"Cluster: Transducin-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Transducin-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K884	CHR1V7|COORD:1075983..1080320| transducin family protein / WD-40 repeat family protein	AT1G04140.1	CHR02V5|COORD:10986649..10972700|protein nucleotide binding protein, putative, expressed	LOC_Os02g18820.2	no descriptionweakly similar to ( 164)AT1G04140| Symbols:  | transducin family protein / WD-40 repeat family protein | chr1:1075991-1080320 REVERSE	RNA.regulation of transcription.unclassified	27_3_99

CUST_64768_PI403524517	2	0.117078304	0.18257761	-0.8599324	0.37201595	-0.11707783	-0.7416234	35_18494	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10P23	"CHR2V7|COORD:9082037..9082432| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G19875.1); similar to Os06g0206900 [Oryza sativa (japonica"	AT2G21180.1	CHR03V5|COORD:7886959..7885704|protein expressed protein	LOC_Os03g14570.2	"no descriptionvery weakly similar to (89.4)AT2G21180| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G19875.1); similar to Os06g0206900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001057097.1); similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE81380.1); similar to Os03g0249700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001049562.1) | chr2:9082037-9082432 REVERSEnot assigned not assigned"	not assigned.unknown	35_2

CUST_103404_PI403524517	2	-0.03302002	0.1667962	-0.10712099	0.03302002	-0.055243492	0.13522196	35_29487	"Cluster: Hypothetical protein OJ1047_A06.121; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1047_A06.121 - Oryza sativa (japonica cult"	UniRef90_Q7XIT3	CHR1V7|COORD:25812961..25813793| AGP19/ATAGP19 (ARABINOGALACTAN-PROTEIN 19)	AT1G68725.1	CHR09V5|COORD:2684795..2687382|protein cytoskeletal protein, putative, expressed	LOC_Os09g04990.1	no description	not assigned.unknown	35_2

CUST_26704_PI403524517	2	-0.30833817	0.3684559	0.0024967194	-0.0024967194	0.14763832	-0.18380165	35_7737	"Cluster: Hypothetical protein P0007D08.9; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0007D08.9 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6ZC73	CHR5V7|COORD:25496161..25498447| VHS domain-containing protein / GAT domain-containing protein	AT5G63640.1	CHR08V5|COORD:439196..444042|protein protein transporter, putative, expressed	LOC_Os08g01740.2	no descriptionmoderately similar to ( 312)AT5G63640| Symbols:  | VHS domain-containing protein / GAT domain-containing protein | chr5:25496161-25498447 FORWARDnot assigned not assigned not assigned VHS VHS VHS_Hrs_Vps27p VHS_STAM VHS VHS_Tom1 VHS_ENTH_ANTH VHS_GGA GAT	cell. vesicle transport	31_4

CUST_58576_PI403524517	2	-0.30657673	-1.4177008	1.7181091	0.30657768	0.8669205	-0.9002857	35_16708	"Cluster: Tropinone reductase, putative; n=2; Oryza sativa (japonica cultivar-group)|Rep: Tropinone reductase, putative - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2R092	CHR5V7|COORD:1824067..1825834| tropinone reductase, putative / tropine dehydrogenase, putative	AT5G06060.1	CHR11V5|COORD:25663480..25662189|protein tropinone reductase 2, putative	LOC_Os11g43360.1	 no descriptionmoderately similar to ( 273)AT5G06060| Symbols:  | tropinone reductase, putative / tropine dehydrogenase, putative | chr5:1824067-1825834 REVERSEweakly similar to ( 111)FABG4_BRANA3-oxoacyl-[acyl-carrier-protein] reductase 4 - Brassica napus (Rape)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned fabG PRK09242 fabG fabG PRK12829 PRK12826 FabG PRK06124 fabG PRK08213 fabG PRK06484 PRK12939 PRK12827 PRK07814 PRK07856 PRK08265 PRK06138 PRK09135 PRK12824 PRK06841 PRK06172 PRK06113 PRK07060 PRK07479 PRK06935 PRK07063 PRK07523 PRK08936 fabG fabG PRK07576 fabG PRK12429 fabG PRK06500 PRK07774 PRK06398 PRK07097 PRK12828 PRK07067 PRK12936 PRK06523 PRK12937 benD PRK08220 PRK07478 PRK07633 PRK07062 PRK06122 COG4221 PRK07035 PRK08063 PRK08324 fabG PRK12745 fabG PRK12743 PRK06057 PRK08643 PRK06123 PRK06198 PRK07677 PRK06346 PRK07326 PRK06949 fabG DltE PRK08085 PRK12748 PRK06200 PRK06128 PRK08277 PRK06114 PRK05875 PRK08993 PRK05867 PRK06947 PRK12481 adh_short PRK06171 fabG PRK12935 PRK08589 PRK12747 PRK08226 PRK07577 PRK06701 PRK07074 PRK07069 PRK08628 PRK06125 PRK07825 PRK07831 fabG PRK07041 PRK12938 PRK09072 PRK08264 PRK12742 fabG PRK07370 PRK12746 PRK08263 PRK07533 PRK08339 PRK07890 PRK09134 FabI PRK06483 PRK06179 PRK09730 PRK07454 PRK05717 PRK08267 PRK06181 fabG PRK09186 PRK05855 PRK12428 PRK07985 PRK07109 PRK05872 PRK08340 DltE PRK06482 PRK06182 PRK08416 PRK07201 PRK12744 PRK06180 fabG PRK06914 PRK08219 PRK09291 PRK06194 PRK07023 PRK12384 PRK12859 PRK08594 PRK05650 PRK06940 PRK07791 PRK05693 PRK07832 PRK06079 PRK05866 PRK08177 PRK06139 PRK07024 PRK08278 PRK06924 PRK05876 PRK08159 PRK08945 PRK08251 PRK10538 PRK08303 PRK07102 PRK08415 PRK06505 KR PRK06997 PRK06300 PRK07889 PRK06196 PRK07984 PRK08017 PRK06603 PRK08690 PRK07578 	misc.short chain dehydrogenase/reductase (SDR)	26_22

CUST_113018_PI403524517	2	0.09340477	-0.542429	-0.19340706	0.27029324	0.023328781	-0.023327827	35_32079	"Cluster: Putative cis-zeatin O-glucosyltransferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative cis-zeatin O-glucosyltransferase - Oryza sativa"	UniRef90_Q8H3V2	CHR2V7|COORD:18439977..18443704| RNA recognition motif (RRM)-containing protein	AT2G44710.1	CHR07V5|COORD:27846100..27844412|protein cis-zeatin O-glucosyltransferase, putative, expressed	LOC_Os07g46610.1	no descriptionvery weakly similar to (87.4)CZOG_SORBIPutative cis-zeatin O-glucosyltransferase - Sorghum bicolor (Sorghum) (Sorghum vulgare)not assigned not assigned not assigned PRK07764	misc.UDP glucosyl and glucoronyl transferases	26_2

CUST_27049_PI403524517	2	-0.10843372	0.44397354	-0.2519579	0.3477621	-0.4988165	0.10843372	35_7834	"Cluster: Methylcrotonoyl-CoA carboxylase subunit alpha, mitochondrial precursor; n=2; Oryza sativa|Rep: Methylcrotonoyl-CoA carboxylase subunit alpha,"	UniRef90_Q2QMG2	CHR1|COORD:739687..744184| methylcrotonyl-CoA carboxylase alpha chain, mitochondrial / 3-methylcrotonyl-CoA carboxylase 1 (MCCA), nearly identical to SP:Q42523	AT1G03090.1	CHR12V5|COORD:25542850..25548446|protein methylcrotonoyl-CoA carboxylase subunit alpha, mitochondrial precursor, putative, expressed	LOC_Os12g41250.1	no descriptionmoderately similar to ( 317)AT1G03090| Symbols: MCCA | MCCA (3-methylcrotonyl-CoA carboxylase 1) | chr1:739715-743819 FORWARDmoderately similar to ( 488)MCCA_ORYSAnot assigned not assigned not assigned COG4770 Biotin_carb_C PRK06111 PRK08591 AccC PRK08654 PRK08463 PRK08462 PRK12999 PRK05586 PRK09282 AccB PRK12833 PycA PRK07178 Biotin_lipoyl PRK06549 PRK05641 PRK08225	amino acid metabolism.degradation.branched-chain group.leucine	13_2_4_4

CUST_12661_PI404877155	2	-0.3089509	-0.20470762	-0.087050915	0.3392973	0.121370316	0.087050915	Contig6401_at	putative early-responsive to dehydration stress protein [Oryza sativa (japonica cultivar-group)] dbj|BAD17245.1| putative early-responsive t	XP_467861.1	dehydration-responsive protein-related	At1g78240.1	protein Putative methyltransferase	Os02g51860	NONE	stress.abiotic.drought/salt	20_2_3

CUST_106639_PI403524517	2	-0.24841118	0.73044395	-0.10886669	0.10886574	0.3955555	-0.3964615	35_30348	"Cluster: Putative soluble inorganic pyrophosphatase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative soluble inorganic"	UniRef90_Q75HX3	CHR2V7|COORD:19260912..19262129| inorganic pyrophosphatase, putative (soluble) / pyrophosphate phospho-hydrolase, putative / PPase, putative	AT2G46860.1	CHR04V5|COORD:34905056..34901612|protein soluble inorganic pyrophosphatase, putative, expressed	LOC_Os04g59040.3	 no descriptionvery weakly similar to (60.1)AT2G46860| Symbols: ATPPA3 | inorganic pyrophosphatase, putative (soluble) / pyrophosphate phospho-hydrolase, putative / PPase, putative | chr2:19260912-19262129 FORWARDvery weakly similar to (65.1)IPYR_MAIZESoluble inorganic pyrophosphatase - Zea mays (Maize)not assigned pyrophosphatase 	nucleotide metabolism.phosphotransfer and pyrophosphatases.misc	23_4_99

CUST_125622_PI403524517	2	0.46719885	-0.11220789	-0.13178968	0.62854385	0.002687931	-0.002687931	35_35377	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_11946_PI404877155	2	-0.074147224	0.74562263	0.02837944	-0.028378487	-0.10431671	0.07314682	Contig5663_at	putative fatty acid elongase [Zea mays]	CAC01441.1	beta-ketoacyl-CoA synthase, putative	At2g26640.1	protein fatty acid elongase, putative	Os06g39750	putative fatty acid elongase	lipid metabolism.FA synthesis and FA elongation.beta ketoacyl CoA synthase	11_1_10

CUST_62726_PI403524517	2	0.026376724	0.7325516	0.10727787	-0.12668991	-0.06518936	-0.026377678	35_17882	"Cluster: Putative elicitor inducible beta-1,3-glucanase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative elicitor inducible beta-1,3-glucanase - Oryza"	UniRef90_Q6ZL97	"CHR3V7|COORD:4423576..4424804| FUS9 (FUSCA 9); ubiquitin-protein ligase"	AT3G13550.1	CHR07V5|COORD:23347728..23350794|protein ubiquitin-conjugating enzyme E2 E3, putative, expressed	LOC_Os07g38940.1	" no descriptionmoderately similar to ( 223)AT3G13550| Symbols: EMB144, COP10, CIN4, FUS9 | FUS9 (FUSCA 9); ubiquitin-protein ligase | chr3:4423835-4424804 REVERSEvery weakly similar to (93.2)UBC2_WHEATUbiquitin-conjugating enzyme E2-17 kDa - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG5078 UBCc UQ_con UBCc "	protein.degradation.ubiquitin.E2	29_5_11_3

CUST_131805_PI403524517	2	-0.011799812	0.30783653	0.011800766	-0.122306824	0.03473854	-0.13719559	35_37022	"Cluster: Putative autophagocytosis protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative autophagocytosis protein - Oryza sativa (japonica cultivar"	UniRef90_Q8LRF5	CHR5V7|COORD:24751442..24753937| autophagy 3 (APG3)	AT5G61500.1	CHR01V5|COORD:5413704..5410397|protein autophagy-related protein 3, putative, expressed	LOC_Os01g10290.1	no descriptionmoderately similar to ( 230)AT5G61500| Symbols:  | autophagy 3 (APG3) | chr5:24751442-24753937 REVERSEnot assigned Autophagy_C	protein.degradation.autophagy	29_5_2

CUST_19107_PI399408534	2	0.013533592	-0.25488758	-0.016716957	0.17670631	0.2074871	-0.013533592	35_8553	"Cluster: Hypothetical protein OSJNBa0075A10.6; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0075A10.6 - Oryza sativa (japonica"	UniRef90_Q5W675	CHR5V7|COORD:9038863..9041380| disease resistance family protein	AT5G25910.1	CHR05V5|COORD:25942512..25938367|protein receptor-like protein kinase 5 precursor, putative, expressed	LOC_Os05g44770.1	no descriptionvery weakly similar to (57.8)AT1G08590| Symbols:  | CLAVATA1 receptor kinase (CLV1) | chr1:2718862-2721951 FORWARDvery weakly similar to (63.9)PGIP1_ORYSAnot assigned not assigned not assigned not assigned PRK12323 PRK07764 TT_ORF1	signalling.receptor kinases.leucine rich repeat III	30_2_3

CUST_156787_PI403524517	2	0.02689743	0.2681389	-0.026898384	-0.20716286	0.11960697	-0.16329193	35_43789	"Cluster: Hypothetical protein OSJNBa0026A15.13; n=2; Oryza sativa|Rep: Hypothetical protein OSJNBa0026A15.13 - Oryza sativa (Rice)"	UniRef90_Q94LC9	"CHR2V7|COORD:11351081..11352366| similar to Methyltransferase FkbM [Frankia sp. EAN1pec] (GB:ZP_00569541.1); similar to Os03g0566600 [Oryza"	AT2G26680.1	CHR03V5|COORD:20439573..20442118|protein SAM-dependent methyltransferase, putative, expressed	LOC_Os03g36910.1	"no descriptionvery weakly similar to (98.2)AT2G26680| Symbols:  | similar to Methyltransferase FkbM [Frankia sp. EAN1pec] (GB:ZP_00569541.1); similar to Os03g0566600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001050505.1); contains InterPro domain Methyltransferase FkbM; (InterPro:IPR006342) | chr2:11351081-11352366 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07764 PRK07003 DUF1421 Atrophin-1 Tymo_45kd_70kd HPC2 DUF566 PRK05648"	not assigned.no ontology	35_1

CUST_86123_PI403524517	2	0.14931488	-0.16723919	0.053250313	0.12614489	-0.122002125	-0.05325079	35_24666	Rep: OSIGBa0092E09.3 protein - Oryza sativa (Rice)	UniRef90_Q01LJ5	"CHR1V7|COORD:25267568..25269214| EMB1688 (EMBRYO DEFECTIVE 1688); GTP binding / GTPase"	AT1G67440.1	CHR04V5|COORD:18515321..18520342|protein EMB1688, putative, expressed	LOC_Os04g31270.1	"no descriptionmoderately similar to ( 216)AT1G67440| Symbols: EMB1688 | EMB1688 (EMBRYO DEFECTIVE 1688); GTP binding / GTPase | chr1:25267568-25269214 REVERSEPRK12289 DUF258 YjeQ_engC COG1162 PRK00098 PRK01889"	development.unspecified	33_99

CUST_5598_PI403524517	2	0.01072979	-0.2649727	-0.02120781	0.020181656	0.034049988	-0.01072979	35_1549	"Cluster: Hypothetical protein OJ2056_H01.13; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ2056_H01.13 - Oryza sativa (japonica cultiv"	UniRef90_Q6ZGV9	"CHR2|COORD:17597291..17598930| expressed protein, similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:XP_450480.1); contains InterPro"	AT2G42210.4	CHR02V5|COORD:29750142..29752721|protein protein translocase/ protein transporter, putative, expressed	LOC_Os02g48610.2	"no descriptionmoderately similar to ( 206)AT2G42210| Symbols: ATOEP16-3 | ATOEP16-3; protein translocase | chr2:17597720-17598669 FORWARDnot assigned not assigned Tim17"	protein.targeting.mitochondria	29_3_2

CUST_44922_PI403524517	2	-0.030076027	0.049175262	0.023976326	0.08999729	-0.1350298	-0.02397728	35_12881	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_21393_PI403524517	2	-0.008152008	-0.3247571	0.050228596	-0.024672031	0.008152008	0.1090312	35_6208	"Cluster: Putative pentatricopeptide (PPR) repeat-containing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative pentatricopeptide (PPR) repeat-co"	UniRef90_Q6Z2L7	CHR1V7|COORD:26842512..26845151| pentatricopeptide (PPR) repeat-containing protein	AT1G71210.1	CHR02V5|COORD:1433310..1436998|protein expressed protein	LOC_Os02g03530.1	no descriptionmoderately similar to ( 228)AT1G71210| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr1:26842512-26845151 REVERSEvery weakly similar to (80.1)RF1_ORYSA	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_35135_PI403524517	2	0.33140373	-0.011795998	0.011796951	-0.012225151	-0.035150528	0.03459835	35_10130	Rep: UPI00005009AB UniRef100 entry - Rattus norvegicus	UniRef90_UPI00005009AB	CHR5V7|COORD:6979316..6981769| receptor	AT5G20635.1	CHR09V5|COORD:16410150..16414861|protein keratin-associated protein 5-4, putative, expressed	LOC_Os09g26999.1	no descriptionnot assigned Metallothionein Metallothio Keratin_B2	not assigned.unknown	35_2

CUST_150384_PI403524517	2	0.24185467	0.25744724	0.0047359467	-0.29145336	-0.5296631	-0.004734993	35_42069	"Cluster: Putative sucrose-phosphate synthase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative sucrose-phosphate synthase - Oryza sativa (japonica"	UniRef90_Q67WN8	"CHR5V7|COORD:6844996..6849999| ATSPS1F (sucrose phosphate synthase 1F); sucrose-phosphate synthase/ transferase, transferring glycosyl groups"	AT5G20280.1	CHR06V5|COORD:26249272..26241008|protein sucrose-phosphate synthase 1, putative, expressed	LOC_Os06g43630.1	" no descriptionmoderately similar to ( 209)AT5G20280| Symbols: ATSPS1F | ATSPS1F (sucrose phosphate synthase 1F); sucrose-phosphate synthase/ transferase, transferring glycosyl groups | chr5:6844996-6849999 REVERSEmoderately similar to ( 209)SPS_SPIOLSucrose-phosphate synthase - Spinacia oleracea (Spinach)"	major CHO metabolism.synthesis.sucrose.SPS	2_1_1_1

CUST_30654_PI403524517	2	0.05341053	-0.14829445	0.1152792	-0.053409576	0.17767715	-0.3487358	35_8846	"Cluster: Putative PHG1A protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative PHG1A protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5Z5T2	CHR3V7|COORD:4521719..4524401| endomembrane protein 70, putative	AT3G13772.1	CHR06V5|COORD:21958760..21953469|protein transmembrane 9 superfamily protein member 4, putative, expressed	LOC_Os06g37160.1	 no descriptionmoderately similar to ( 287)AT3G13772| Symbols:  | endomembrane protein 70, putative | chr3:4521719-4524401 REVERSEnot assigned not assigned EMP70 	not assigned.unknown	35_2

CUST_76118_PI403524517	2	0.101041794	-0.061585426	0.023012161	-0.023013115	0.042879105	-0.02332306	35_21821	"Cluster: Putative adrenal gland protein AD-004; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative adrenal gland protein AD-004 - Oryza sativa (japonica"	UniRef90_Q7EYP9	CHR5V7|COORD:24291105..24293117| maoC-like dehydratase domain-containing protein	AT5G60340.1	CHR07V5|COORD:12924754..12929007|protein adenylate kinase isoenzyme 6, putative, expressed	LOC_Os07g22950.1	no descriptionweakly similar to ( 130)AT5G60340| Symbols:  | maoC-like dehydratase domain-containing protein | chr5:24291105-24293117 REVERSEnot assigned COG1936 PRK03839 ADK	not assigned.no ontology	35_1

CUST_12386_PI403524517	2	0.09788704	0.3297758	-0.10334301	-0.014529228	-0.2990198	0.014529228	35_3528	"Cluster: Hypothetical protein F7J7.130; n=2; Arabidopsis thaliana|Rep: Hypothetical protein F7J7.130 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_O49560	CHR4V7|COORD:11292503..11293773| EMB1417 (EMBRYO DEFECTIVE 1417)	AT4G21190.1	CHR01V5|COORD:32157030..32152814|protein EMB1417, putative, expressed	LOC_Os01g55290.2	no description	not assigned.unknown	35_2

CUST_33032_PI403524517	2	0.14299965	-0.705215	-0.057817936	0.26333714	0.022671223	-0.022670746	35_9525	"Cluster: IFA-binding protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: IFA-binding protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5ZC01	"CHR1V7|COORD:28117130..28118854| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G18990.1); similar to Os10g0414800 [Oryza sativa (japonica"	AT1G74830.1	CHR01V5|COORD:33095445..33100129|protein expressed protein	LOC_Os01g56790.1	"no descriptionvery weakly similar to (65.1)AT1G74830| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G18990.1); similar to Os10g0414800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001064597.1); similar to Os03g0259900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001049616.1); similar to Hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:AAM15784.1); contains InterPro domain Protein of unknown function DUF593; (InterPro:IPR007656) | chr1:28117130-28118854 REVERSE"	not assigned.unknown	35_2

CUST_7137_PI403524517	2	-8.277893E-4	0.098073006	0.14616776	5.38826E-4	-5.38826E-4	-0.09659004	35_1982	Rep: OSIGBa0148P16.5 protein - Oryza sativa (Rice)	UniRef90_Q01L00	CHR2|COORD:17960020..17962875| expressed protein	AT2G43180.2	CHR04V5|COORD:18805543..18800019|protein methylisocitrate lyase 2, putative, expressed	LOC_Os04g31700.1	no descriptionmoderately similar to ( 382)AT2G43180| Symbols:  | catalytic | chr2:17960909-17962851 REVERSEweakly similar to ( 190)CPPM_DIACAnot assigned PrpB prpB AceA ICL PRK06498	gluconeogenese/ glyoxylate cycle.isocitrate lyase	6_9

CUST_51881_PI403524517	2	-0.2215395	-1.0843611	0.2008524	0.067305565	0.34718132	-0.067305565	35_14784	Rep: Expansin EXPB2 - Triticum aestivum (Wheat)	UniRef90_Q6QFA2	CHR1V7|COORD:24430929..24432062| ATEXPB2 (ARABIDOPSIS THALIANA EXPANSIN B2)	AT1G65680.1	CHR10V5|COORD:21529063..21531620|protein beta-expansin 1a precursor, putative, expressed	LOC_Os10g40730.1	 no descriptionmoderately similar to ( 207)AT1G65680| Symbols: EXPB2, ATEXPB2, ATHEXP BETA 1.4 | ATEXPB2 (ARABIDOPSIS THALIANA EXPANSIN B2) | chr1:24430929-24432062 FORWARDmoderately similar to ( 490)EXPB4_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pollen_allerg_1 DPBB_1 PRK07003 PRK07764 Herpes_BLLF1 DUF566 Atrophin-1 Tymo_45kd_70kd 	cell wall.modification	10_7

CUST_9290_PI403524517	2	-0.8605652	-0.05404377	0.34345913	0.0827837	0.01172924	-0.01172924	35_2612	"Cluster: Hypothetical protein OSJNBa0052O12.29; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0052O12.29 - Oryza sativa (japonica"	UniRef90_Q5JK33	CHR2V7|COORD:9176793..9178826| zinc finger protein-related	AT2G21420.1	CHR01V5|COORD:41139392..41140982|protein expressed protein	LOC_Os01g70470.1	no descriptionnot assigned PRK07003 PRK12323	not assigned.unknown	35_2

CUST_5820_PI399408534	2	0.08225441	0.20786572	0.03379917	-0.15268707	-0.44512558	-0.033800125	35_18590	Rep: Ca2+ binding protein cbp1 - Triticum aestivum (Wheat)	UniRef90_Q0IKM2	CHR3V7|COORD:22109266..22112736| calcium ion binding	AT3G59820.2	CHR02V5|COORD:23869012..23860526|protein calcium-binding mitochondrial protein Anon-60Da, putative, expressed	LOC_Os02g39550.3	no descriptionmoderately similar to ( 313)AT3G59820| Symbols:  | calcium ion binding | chr3:22109266-22112736 REVERSEnot assigned LETM1	signalling.calcium	30_3

CUST_29658_PI403524517	2	0.052108765	0.36078453	-0.25230598	0.014224052	-0.014225006	-0.07280636	35_8566	"Cluster: Hypothetical protein OSJNBb0055I24.117; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0055I24.117 - Oryza sativa (japonic"	UniRef90_Q69RQ6	CHR5V7|COORD:1260010..1263696| protein binding / zinc ion binding	AT5G04460.1	CHR07V5|COORD:18799274..18804495|protein expressed protein	LOC_Os07g31650.1	no descriptionvery weakly similar to (89.0)AT5G04460| Symbols:  | protein binding / zinc ion binding | chr5:1260010-1263696 FORWARDnot assigned not assigned	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_11277_PI404877155	2	0.10495758	-0.23214722	-0.07555103	-0.0073719025	0.03258896	0.007370949	Contig4963_at	OSJNBa0072K14.5 [Oryza sativa (japonica cultivar-group)] ref|XP_472312.1| OSJNBa0072K14.5 [Oryza sativa (japonica cultivar-group)]	CAD40552.1	2-oxoacid dehydrogenase family protein	At5g55070.1	protein 2-oxoglutarate dehydrogenase, E2 component, dihydrolipoamide succinyltransferase	Os04g32330	gi|21740743|emb|CAD40552.1| OSJNBa0072K14.5	TCA / org. transformation.TCA.2-oxoglutarate dehydrogenase	8_1_05

CUST_122350_PI403524517	2	-0.67507935	0.49318504	0.21613693	-0.054735184	-0.10542679	0.054736137	35_34530	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_61703_PI403524517	2	0.06445694	0.26581573	-0.3744774	0.031492233	-0.03387928	-0.03149128	35_17606	Rep: Nitrilase 2 - Zea mays (Maize)	UniRef90_Q6YDN1	CHR5V7|COORD:7379404..7381767| NIT4 (NITRILASE 4)	AT5G22300.1	CHR02V5|COORD:25459865..25463749|protein nitrilase 4, putative, expressed	LOC_Os02g42350.1	no descriptionmoderately similar to ( 498)AT5G22300| Symbols: NIT4 | NIT4 (NITRILASE 4) | chr5:7379404-7381767 FORWARDhighly similar to ( 550)NRL4_TOBACNitrilase 4 - Nicotiana tabacum (Common tobacco)not assigned not assigned not assigned not assigned CN_hydrolase COG0388 nadE	misc.nitrilases, *nitrile lyases, berberine bridge enzymes, reticuline oxidases, troponine reductases	26_8

CUST_15529_PI403524517	2	5.7029724E-4	-5.7029724E-4	0.10631561	-0.0076789856	-0.19271088	0.06841564	35_4484	Rep: Protein kinase family protein - Musa acuminata (Banana)	UniRef90_Q1EPA3	CHR1V7|COORD:26559818..26562657| protein kinase, putative	AT1G70460.1	CHR06V5|COORD:16763030..16769687|protein protein kinase domain containing protein, expressed	LOC_Os06g29340.1	no descriptionweakly similar to ( 158)AT1G10620| Symbols:  | protein kinase family protein | chr1:3509002-3511976 REVERSEvery weakly similar to (77.4)PSKR_DAUCAPhytosulfokine receptor precursor - Daucus carota (Carrot)not assigned not assigned not assigned Umbravirus_LDM TyrKc	protein.postranslational modification.kinase.receptor like cytoplasmatic kinase VII	29_4_1_57

CUST_17098_PI403524517	2	-0.108231544	-0.31539917	0.17871761	0.1639576	0.108231544	-0.11436844	35_4944	"Cluster: Putative Avr9/Cf-9 rapidly elicited protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative Avr9/Cf-9 rapidly elicited protein - Oryza sativ"	UniRef90_Q6EUK7	"CHR1V7|COORD:10264398..10266587| PUB17 (PLANT U-BOX17); ubiquitin-protein ligase"	AT1G29340.1	CHR02V5|COORD:7613140..7615372|protein spotted leaf protein 11, putative, expressed	LOC_Os02g13960.1	"no descriptionmoderately similar to ( 465)AT1G29340| Symbols: PUB17 | PUB17 (PLANT U-BOX17); ubiquitin-protein ligase | chr1:10264398-10266587 FORWARDmoderately similar to ( 254)SPL11_ORYSAnot assigned Ubox U-box ARM"	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_30687_PI399408534	2	0.05842781	0.4122696	0.0347414	-0.08808327	-0.0347414	-0.18010426	35_28718	"Cluster: Os05g0178900 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0178900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DKA8	"CHR5V7|COORD:14830075..14833218| ATSRL1; binding"	AT5G37370.1	CHR05V5|COORD:4682662..4686676|protein PRP38 pre-mRNA processing factor 38 domain containing B, putative, expressed	LOC_Os05g08600.2	"no descriptionweakly similar to ( 102)AT5G37370| Symbols: ATSRL1 | ATSRL1; binding | chr5:14830075-14833218 REVERSEnot assigned"	RNA.processing.splicing	27_1_1

CUST_4948_PI399408534	2	0.047587395	0.41347313	0.09273338	-0.16633797	-0.047587395	-0.064455986	35_15942	"Cluster: Putative nucleolar GTP-binding protein; n=4; Oryza sativa (japonica cultivar-group)|Rep: Putative nucleolar GTP-binding protein - Oryza sativa (japonic"	UniRef90_Q69YA7	CHR1V7|COORD:18874223..18876238| GTP-binding protein-related	AT1G50920.1	CHR06V5|COORD:4873712..4869863|protein nucleolar GTP-binding protein 1, putative, expressed	LOC_Os06g09570.1	no descriptionhighly similar to ( 946)AT1G50920| Symbols:  | GTP-binding protein-related | chr1:18874223-18876238 FORWARDnot assigned not assigned not assigned COG1084 NOG Obg_like NOGCT NOG1 MMR_HSR1 Obg Era_like obgE Obg obgE EngA2 DRG trmE COG1160 trmE DRG engA ThdF obgE EngA1 FeoB COG1161 HflX era Ras_like_GTPase Era	signalling.G-proteins	30_5

CUST_118856_PI403524517	2	0.0028133392	-0.085923195	0.05508232	-0.05782509	-0.002814293	0.07339859	35_33642	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_57958_PI403524517	2	0.03434944	0.019512177	0.028588295	-0.06644726	-0.019511223	-0.019511223	35_16523	"Cluster: Hypothetical protein P0682B08.1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0682B08.1 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q5JL41	"CHR3V7|COORD:1731265..1732327| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G26800.1); similar to Os01g0299400 [Oryza sativa (japonica"	AT3G05810.1	CHR01V5|COORD:10973958..10976752|protein expressed protein	LOC_Os01g19400.1	no description	not assigned.unknown	35_2

CUST_15355_PI404877155	2	0.036149025	0.08388138	0.007888794	-0.11697197	-0.1391468	-0.007888794	Contig9195_at	P0007F06.8 [Oryza sativa (japonica cultivar-group)]	NP_916860.1	homeobox transcription factor, putative	At5g44180.1	protein DDT domain, putative	Os05g48820	NONE	RNA.regulation of transcription	27_3

CUST_18101_PI399408534	2	-0.14852619	-0.08319092	0.10486984	0.07396221	0.21710396	-0.073963165	35_19885	Rep: Hypothetical protein C825ERIPDK - Oryza sativa (Rice)	UniRef90_Q949C6	CHR5V7|COORD:2407402..2409067| protein kinase family protein	AT5G07620.1	CHR02V5|COORD:26491841..26488631|protein protein Kinase-like protein TMKL1 precursor, putative, expressed	LOC_Os02g43870.1	no descriptionmoderately similar to ( 229)AT5G07620| Symbols:  | protein kinase family protein | chr5:2407402-2409067 REVERSEvery weakly similar to (97.1)PSKR_DAUCAPhytosulfokine receptor precursor - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pkinase S_TKc S_TKc PTKc Pkinase_Tyr TyrKc PTKc_Jak_rpt2 SPS1 PTKc_EphR_A2 PTKc_Src_like PTKc_Met_Ron PTKc_Jak2_Jak3_rpt2 PTKc_Srm_Brk PTKc_EGFR_like PTKc_EphR PTK_HER3 PTKc_Hck PTK_CCK4 PTKc_Yes PTKc_Ack_like PTKc_Lyn PTKc_EphR_A PTKc_Lck_Blk PTKc_Tyro3 PTKc_EphR_B PTKc_Fyn_Yrk	signalling.receptor kinases.leucine rich repeat III	30_2_3

CUST_135991_PI403524517	2	0.17146921	0.37693024	0.011538506	-0.037914753	-0.2434001	-0.011538506	35_38138	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_34535_PI403524517	2	-0.26466084	0.700542	0.48663902	0.20860529	-0.36354208	-0.20860529	35_9959	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_14366_PI404877155	2	0.104943275	-0.0031394958	0.0031385422	-0.05028248	-0.08513641	0.038700104	Contig8196_s_at	putative TATA box binding protein-associated factor [Oryza sativa (japonica cultivar-group)]	BAC79801.1	transducin family protein / WD-40 repeat family protein	At5g25150.1	protein TAF5	Os06g44030	TATA box binding protein-associated factor	RNA.regulation of transcription	27_3

CUST_13216_PI403524517	2	-0.44627666	0.5353012	-0.03733635	0.03733635	-0.4225359	0.056934357	35_3782	"Cluster: Putative RING zinc finger protein; n=4; Arabidopsis thaliana|Rep: Putative RING zinc finger protein - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9M8K4	CHR3V7|COORD:1856999..1858783| zinc finger (C3HC4-type RING finger) family protein	AT3G06140.1	CHR05V5|COORD:19262223..19257688|protein RING zinc finger protein, putative, expressed	LOC_Os05g33000.2	no descriptionmoderately similar to ( 278)AT3G06140| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr3:1856999-1858783 REVERSEnot assigned not assigned not assigned not assigned not assigned RING	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_123627_PI403524517	2	0.1653614	-0.025984287	0.03480053	0.02598381	-0.22939205	-0.061212063	35_34861	Rep: Hypothetical protein - Gibberella zeae (Fusarium graminearum)	UniRef90_Q4IB94		0	0	0	no description	not assigned.unknown	35_2

CUST_65877_PI403524517	2	0.0054445267	-0.026516914	-0.14923382	0.08557892	-0.0054445267	0.034090042	35_18818	"Cluster: Mitochondrial import inner membrane translocase subunit Tim17/Tim22/Tim23 family protein, putative, expressed; n=2; Oryza sativa (japonica cultivar-gro"	UniRef90_Q10QJ0	CHR5V7|COORD:22503751..22505142| protein translocase	AT5G55510.1	CHR03V5|COORD:4888760..4891475|protein protein translocase/ protein transporter, putative, expressed	LOC_Os03g09870.1	no descriptionvery weakly similar to (64.3)AT5G55510| Symbols:  | protein translocase | chr5:22503751-22505142 REVERSE	protein.targeting.mitochondria	29_3_2

CUST_12600_PI403524517	2	-0.12739563	0.1179924	-0.07694435	-0.010592461	0.010592461	0.016295433	35_3600	"Cluster: Transthyretin family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Transthyretin family protein, expressed - Oryza sativa (japon"	UniRef90_Q10KB1	CHR5V7|COORD:23571772..23573087| steroid binding	AT5G58220.3	CHR03V5|COORD:15627663..15630919|protein carrier/ steroid binding protein, putative, expressed	LOC_Os03g27320.3	no descriptionmoderately similar to ( 253)AT5G58220| Symbols:  | steroid binding | chr5:23571772-23573087 REVERSEnot assigned OHCU_decarbox Transthyretin COG2351 COG3195	not assigned.unknown	35_2

CUST_64213_PI403524517	2	0.13605976	-0.30272675	-0.04244995	-0.016981125	0.018315315	0.016981125	35_18335	"Cluster: AlphaSNBP(B)-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: AlphaSNBP(B)-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q651K5	"CHR1V7|COORD:9024603..9027543| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G45330.1); similar to hypothetical protein [Glycine max] (GB:BAB41197."	AT1G26110.1	CHR06V5|COORD:17310239..17317682|protein expressed protein	LOC_Os06g30060.1	"no descriptionweakly similar to ( 127)AT1G26110| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G45330.1); similar to hypothetical protein [Glycine max] (GB:BAB41197.1); contains domain UNCHARACTERIZED (PTHR13586:SF5); contains domain UNCHARACTERIZED (PTHR13586) | chr1:9024603-9027543 REVERSEFFD_TFG"	not assigned.unknown	35_2

CUST_22273_PI403524517	2	-0.0054769516	0.0054779053	-0.027571678	-0.3313465	0.06363678	0.010126114	35_6470	"Cluster: Putative beta-1,3 glucanase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative beta-1,3 glucanase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q852K4	CHR2V7|COORD:8425246..8426888| glycosyl hydrolase family 17 protein	AT2G19440.1	CHR03V5|COORD:32909816..32912251|protein glucan endo-1,3-beta-glucosidase 5 precursor, putative, expressed	LOC_Os03g57880.2	 no descriptionmoderately similar to ( 354)AT2G19440| Symbols:  | glycosyl hydrolase family 17 protein | chr2:8425246-8426888 REVERSEweakly similar to ( 120)E13H_TOBACGlucan endo-1,3-beta-glucosidase, acidic isoform PR-Q' precursor - Nicotiana tabacum (Common tobacco)not assigned not assigned not assigned Glyco_hydro_17 Herpes_BLLF1 TT_ORF1 APC_basic 	misc.beta 1,3 glucan hydrolases	26_4

CUST_67064_PI403524517	2	0.009916306	-0.54744816	0.051787376	-0.009916306	0.06060314	-0.089375496	35_19153	"Cluster: Hypothetical protein OSJNBa0016D04.15-1; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0016D04.15-1 - Oryza sativa (japon"	UniRef90_Q6EPV2	"CHR3V7|COORD:2438177..2439667| similar to Os02g0582400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001047253.1); similar to unknown protein [Oryza"	AT3G07640.1	CHR02V5|COORD:22456886..22453431|protein expressed protein	LOC_Os02g37150.1	"no descriptionweakly similar to ( 127)AT3G07640| Symbols:  | similar to Os02g0582400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001047253.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD73827.1) | chr3:2438177-2439667 FORWARD"	not assigned.unknown	35_2

CUST_119839_PI403524517	2	0.18935633	-0.28236055	-0.048025608	0.023807526	-0.023807526	0.13346386	35_33895	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_32260_PI403524517	2	0.10330486	0.34825134	0.018980026	-0.018980026	-0.087189674	-0.103336334	35_9303	"Cluster: Acetolactate synthase, small subunit, putative; n=1; Oryza sativa (japonica cultivar-group)|Rep: Acetolactate synthase, small subunit, putative - Oryza"	UniRef90_Q53L28	CHR2V7|COORD:13531348..13535323| acetolactate synthase small subunit, putative	AT2G31810.1	CHR11V5|COORD:8417027..8411811|protein acetolactate synthase/ amino acid binding protein, putative, expressed	LOC_Os11g14950.1	 no descriptionmoderately similar to ( 348)AT2G31810| Symbols:  | acetolactate synthase small subunit, putative | chr2:13531348-13535323 FORWARDnot assigned ilvH ilvH IlvH ACT_AHAS PRK06737 ACT PRK08178 	amino acid metabolism.synthesis.branched chain group.common.acetolactate synthase	13_1_4_1_1

CUST_16905_PI403524517	2	-0.008424759	-1.3324413	-0.2695923	0.015031815	0.008424759	0.018339157	35_4884	"Cluster: OSJNBb0067G11.10 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: OSJNBb0067G11.10 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XWV7	"CHR1|COORD:6213736..6218328| similar to elongation factor 1-alpha / EF-1-alpha [Arabidopsis thaliana] (TAIR:At1g07930.1); similar to elongation factor 1-alpha"	AT1G18070.2	CHR04V5|COORD:11247793..11261647|protein eukaryotic peptide chain release factor GTP-binding subunit, putative, expressed	LOC_Os04g20220.1	 no descriptionmoderately similar to ( 362)AT1G18070| Symbols:  | translation factor, nucleic acid binding | chr1:6214229-6218204 REVERSEweakly similar to ( 109)EF1A1_DAUCAElongation factor 1-alpha - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned TEF1 PRK12317 eRF3c_III eRF3_II eRF3_II_like HBS1_C CysN EF1_alpha_III GTPBP1 GTP_EFTU_D3 Translation_factor_III SelB tufA PRK05506 EF1_alpha_II TufB PRK12736 EF1_alpha cysN GTP_EFTU_D2 PRK00049 Translation_Factor_II_like selB_II PRK12735 EFTU_II 	protein.synthesis.elongation	29_2_4

CUST_15621_PI403524517	2	0.0064430237	0.6585531	0.07951641	-0.07510376	-0.0064430237	-0.18611145	35_4508	Rep: Cysteine synthase - Oryza sativa (Rice)	UniRef90_Q9XEA7	CHR3|COORD:22083455..22086393| cysteine synthase, mitochondrial, putative / O-acetylserine (thiol)-lyase, putative / O-acetylserine sulfhydrylase, putative,	AT3G59760.2	CHR06V5|COORD:21702433..21699487|protein cysteine synthase, putative, expressed	LOC_Os06g36840.1	" no descriptionvery weakly similar to (85.5)AT3G59760| Symbols: ATCS-C, OASC | OASC (O-ACETYLSERINE (THIOL) LYASE ISOFORM C); cysteine synthase | chr3:22083638-22086322 REVERSEvery weakly similar to (89.7)CYSKP_SOLTUCysteine synthase, chloroplast/chromoplast precursor - Solanum tuberosum (Potato)not assigned not assigned CysK PRK10717 cysM PALP "	amino acid metabolism.synthesis.serine-glycine-cysteine group.cysteine.OASTL	13_1_5_3_1

CUST_18413_PI403524517	2	0.052682877	-0.9757824	-0.14086246	0.0344038	-0.0061855316	0.0061855316	35_5324	Rep: Beta-ketoacyl-ACP synthase - Hordeum vulgare (Barley)	UniRef90_Q40028	"CHR1|COORD:28156033..28159872| 3-ketoacyl-ACP synthase, putative, similar to 3-ketoacyl-ACP synthase (Cuphea pulcherrima) gi:3800747:gb:AAC68860; identical to c"	AT1G74960.1	CHR07V5|COORD:25396907..25391248|protein 3-oxoacyl-synthase I, chloroplast precursor, putative, expressed	LOC_Os07g42420.1	" no descriptionhighly similar to ( 600)AT1G74960| Symbols: KAS2, FAB1 | FAB1 (FATTY ACID BIOSYNTHESIS 1); fatty-acid synthase | chr1:28156225-28159609 REVERSEmoderately similar to ( 402)KASC1_HORVU3-oxoacyl-[acyl-carrier-protein] synthase I, chloroplast precursor - Hordeum vulgare (Barley)not assigned not assigned KAS_I_II PRK07314 PRK06333 FabB PRK08722 PRK08768 PRK08439 PRK07967 PRK07910 PRK09116 elong_cond_enzymes PRK06501 PKS PRK09185 PRK07103 PRK05952 ketoacyl-synt CLF decarbox_cond_enzymes COG3321 Ketoacyl-synt_C cond_enzymes PRK06147 "	lipid metabolism.FA synthesis and FA elongation.ketoacyl ACP synthase	11_1_3

CUST_52773_PI403524517	2	0.044509888	0.2234211	0.024234772	-0.024232864	-0.10185814	-0.038618088	35_15033	Rep: 40S ribosomal protein S24 - Zea mays (Maize)	UniRef90_Q9FUL7	CHR3V7|COORD:1360995..1362071| 40S ribosomal protein S24 (RPS24A)	AT3G04920.1	CHR01V5|COORD:30486621..30484785|protein 40S ribosomal protein S24, putative, expressed	LOC_Os01g52490.1	no descriptionmoderately similar to ( 213)AT3G04920| Symbols:  | 40S ribosomal protein S24 (RPS24A) | chr3:1360995-1362071 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned RPS24A Ribosomal_S24e rps24e Atrophin-1	protein.synthesis.misc ribososomal protein	29_2_2

CUST_21127_PI403524517	2	0.037117958	0.06040287	0.014687538	-0.04753208	-0.014687538	-0.027750969	35_6131	Rep: Flowering-time protein isoform alpha - Zea mays (Maize)	UniRef90_Q9SWE0	"CHR4V7|COORD:16961119..16967896| NRPB1 (RNA POLYMERASE II LARGE SUBUNIT); DNA binding / DNA-directed RNA polymerase"	AT4G35800.1	CHR01V5|COORD:41311285..41319819|protein flowering-time protein isoform alpha, putative, expressed	LOC_Os01g70810.1	" no descriptionvery weakly similar to (60.5)AT4G35800| Symbols: RNA_POL_II_LSRNA_POL_II_LS, RNA_POL_II_LS, RPB1, NRPB1 | NRPB1 (RNA POLYMERASE II LARGE SUBUNIT); DNA binding / DNA-directed RNA polymerase | chr4:16961119-16967896 REVERSEvery weakly similar to (70.1)GLT3_WHEATGlutenin, high molecular weight subunit 12 precursor - Triticum aestivum (Wheat)not assigned Glutenin_hmw "	not assigned.no ontology	35_1

CUST_11417_PI399408534	2	0.24379063	0.5207691	-0.099123	-0.5418315	-1.0244102	0.09912348	35_2254	"Cluster: Mitogen-activated protein kinase kinase 1; n=4; Poaceae|Rep: Mitogen-activated protein kinase kinase 1 - Oryza sativa (Rice)"	UniRef90_Q5QN75	"CHR5V7|COORD:22922077..22923846| ATMKK6 (ARABIDOPSIS NQK1); kinase"	AT5G56580.1	CHR01V5|COORD:18231621..18237005|protein OsMKK6 - putative MAPKK based on amino acid sequence homology, expressed	LOC_Os01g32660.2	" no descriptionvery weakly similar to (58.9)AT5G56580| Symbols: ANQ1, ATMKK6 | ATMKK6 (ARABIDOPSIS NQK1); kinase | chr5:22922077-22923846 REVERSEvery weakly similar to (82.0)M2K1_ORYSAnot assigned "	signalling.MAP kinases	30_6

CUST_75773_PI403524517	2	0.0156641	-0.46206093	-0.044109344	0.084506035	-0.0156641	0.14100456	35_21723	"Cluster: Os07g0164000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os07g0164000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D8F3	CHR4V7|COORD:11186275..11190586| HEN1 (HUA ENHANCER 1)	AT4G20910.1	CHR07V5|COORD:3433047..3427743|protein HEN1, putative, expressed	LOC_Os07g06970.1	 no descriptionmoderately similar to ( 203)AT4G20910| Symbols: CRM2, HEN1 | HEN1 (HUA ENHANCER 1) | chr4:11186275-11190586 REVERSEnot assigned 	RNA.RNA binding	27_4

CUST_14020_PI403524517	2	0.50720596	1.0705757	-0.3676691	0.03425026	-0.9725771	-0.03425026	35_4017	"Cluster: Hypothetical protein OJ1212_A08.13; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1212_A08.13 - Oryza sativa (japonica cultiv"	UniRef90_Q6ETZ7	"CHR5V7|COORD:22913073..22913728| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G26288.1); similar to Os02g0684400 [Oryza sativa (japonica"	AT5G56550.1	CHR02V5|COORD:27984718..27983497|protein expressed protein	LOC_Os02g45930.1	"no descriptionvery weakly similar to (53.5)AT5G56550| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G26288.1); similar to Os02g0684400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001047761.1); similar to Os02g0227100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001046350.1); similar to MTD1 [Medicago truncatula] (GB:ABE81740.1) | chr5:22913073-22913728 REVERSEnot assigned"	not assigned.unknown	35_2

CUST_104342_PI403524517	2	0.941556	-0.40740347	-0.019492626	0.019492626	0.6400833	-0.50780535	35_29738	"Cluster: Patatin-like phospholipase family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Patatin-like phospholipase family protein, expre"	UniRef90_Q10NY5	CHR4V7|COORD:14590868..14592542| PLA IVD/PLP8 (Patatin-like protein 8)	AT4G29800.1	CHR03V5|COORD:32481511..32479750|protein patatin-like protein 3, putative, expressed	LOC_Os03g57080.1	 no descriptionvery weakly similar to (56.6)AT4G29800| Symbols: PLP8, PLA IVD | PLA IVD/PLP8 (Patatin-like protein 8) | chr4:14590868-14592542 REVERSE	development.storage proteins	33_1

CUST_30371_PI403524517	2	-0.4610958	-0.3806386	-0.05782795	0.057828426	0.5493231	0.6816163	35_8767	"Cluster: Hypothetical protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q94LF5	CHR4V7|COORD:15994283..15995536| F-box family protein (FBX13)	AT4G33160.1	CHR03V5|COORD:16151629..16150093|protein F-box protein, putative, expressed	LOC_Os03g28130.1	no descriptionmoderately similar to ( 285)AT4G33160| Symbols:  | F-box family protein (FBX13) | chr4:15994283-15995536 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 Atrophin-1 PRK07003 PRK12678	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_90399_PI403524517	2	0.116072655	0.082393646	-0.1481142	-0.1689682	0.029090881	-0.029090881	35_25855	Rep: PREDICTED: hypothetical protein - Bos taurus	UniRef90_UPI0000EBC33E	CHR1V7|COORD:17838864..17841221| hydroxyproline-rich glycoprotein family protein	AT1G48280.1	CHR03V5|COORD:24498759..24503742|protein PIL5, putative, expressed	LOC_Os03g43810.2	no description	not assigned.unknown	35_2

CUST_110603_PI403524517	2	0.054909706	-0.27593994	-0.21611309	0.01359272	0.018138885	-0.01359272	35_31411	Rep: Glutathione transferase F5 - Triticum aestivum (Wheat)	UniRef90_Q8GTB8	"CHR5V7|COORD:114184..116236| similar to proline-rich family protein [Arabidopsis thaliana] (TAIR:AT3G09000.1); similar to Os01g0141900 [Oryza"	AT5G01280.1	CHR01V5|COORD:15793626..15788950|protein guanine nucleotide-binding protein-like 3, putative, expressed	LOC_Os01g27730.1	no descriptionGST_C_Phi	not assigned.unknown	35_2

CUST_19629_PI404877155	2	-0.25532532	0.144001	-0.11046982	0.074362755	0.4925213	-0.07436323	S0000700018E12F1_s_at	beta-fructofuranosidase, putative / invertase, putative / saccharase, putative / beta-fructosidase, putative [Arabidopsis	NP_564177.1	beta-fructofuranosidase, putative / invertase, putative / saccharase, putative / beta-fructosidase, putative	At1g22650.1	protein invertase, putative	Os11g07440	NONE	major CHO metabolism.degradation.sucrose.invertases.neutral	2_2_1_03_01

CUST_12851_PI403524517	2	-0.05829048	-0.048799515	-0.004213333	0.004213333	0.027176857	0.06339741	35_3673	"Cluster: Putative NF-E2 inducible protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative NF-E2 inducible protein - Oryza sativa (japonica cultivar-g"	UniRef90_Q5Z800	"CHR4V7|COORD:7134231..7138355| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G22960.1); similar to hypothetical protein LOC505719 [Bos taurus]"	AT4G11860.1	CHR06V5|COORD:30133099..30127199|protein ubiquitin interaction motif family protein, expressed	LOC_Os06g49800.1	"no descriptionweakly similar to ( 182)AT4G11860| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G22960.1); similar to hypothetical protein LOC505719 [Bos taurus] (GB:NP_001039389.1); similar to Os06g0712400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001058557.1); contains InterPro domain Protein of unknown function DUF544; (InterPro:IPR007518) | chr4:7134231-7138355 REVERSEnot assigned not assigned"	not assigned.unknown	35_2

CUST_98975_PI403524517	2	-0.1907568	0.24605179	0.05981922	0.03141117	-0.03141117	-0.10830212	35_28251	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_182515_PI403524517	2	0.5418258	0.21339989	0.10872316	-0.10872269	-0.118499756	-0.13241673	35_50736	"Cluster: Putative ubiquitin ligase SINAT5; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ubiquitin ligase SINAT5 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5NAX7	CHR5V7|COORD:21665711..21666495| seven in absentia (SINA) family protein	AT5G53360.1	CHR01V5|COORD:7450485..7447640|protein ubiquitin ligase SINAT3, putative, expressed	LOC_Os01g13370.1	no descriptionvery weakly similar to (66.2)AT5G53360| Symbols:  | seven in absentia (SINA) family protein | chr5:21665711-21666495 FORWARD	development.unspecified	33_99

CUST_81809_PI403524517	2	0.07298756	-0.09289217	-0.07298756	0.19367027	-0.6131573	0.14783955	35_23465	"Cluster: 'putative translation initiation factor IF-2, PF04760'; n=1; Oryza sativa (japonica cultivar-group)|Rep: 'putative translation initiation factor IF-2,"	UniRef90_Q6F366	CHR1V7|COORD:5885376..5890158| translation initiation factor IF-2, chloroplast, putative	AT1G17220.1	CHR05V5|COORD:28571458..28578090|protein translation initiation factor IF-2, chloroplast precursor, putative, expressed	LOC_Os05g49970.3	 no descriptionvery weakly similar to (66.2)AT1G17220| Symbols:  | translation initiation factor IF-2, chloroplast, putative | chr1:5885376-5890158 FORWARDvery weakly similar to (89.0)IF2C_PHAVUTranslation initiation factor IF-2, chloroplast precursor - Phaseolus vulgaris (Kidney bean) (French bean)	protein.synthesis.initiation	29_2_3

CUST_26525_PI399408534	2	0.087617874	-0.9342823	-0.25659466	0.14442348	0.12198067	-0.08761883	35_21868	"Cluster: SCARECROW; n=3; Oryza sativa (japonica cultivar-group)|Rep: SCARECROW - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6L5Z0	"CHR3V7|COORD:20081528..20083603| SCR (SCARECROW); transcription factor"	AT3G54220.1	CHR12V5|COORD:1042533..1046118|protein DELLA protein GAI1, putative, expressed	LOC_Os12g02870.1	" no descriptionweakly similar to ( 114)AT3G54220| Symbols: SGR1, SCR | SCR (SCARECROW); transcription factor | chr3:20081528-20083603 FORWARDvery weakly similar to (51.6)CIGR2_ORYSA"	RNA.regulation of transcription.GRAS transcription factor family	27_3_21

CUST_54493_PI403524517	2	-0.1712408	-0.28633213	0.06693077	0.08247757	0.027724266	-0.027724266	35_15511	"Cluster: Putative 29 kDa ribonucleoprotein A, chloroplast; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative 29 kDa ribonucleoprotein A, chloroplast - O"	UniRef90_Q8LHN4	CHR2V7|COORD:15642059..15643410| 29 kDa ribonucleoprotein, chloroplast, putative / RNA-binding protein cp29, putative	AT2G37220.1	CHR07V5|COORD:26210050..26212328|protein ribonucleoprotein A, chloroplast precursor, putative, expressed	LOC_Os07g43810.1	 no descriptionmoderately similar to ( 253)AT2G37220| Symbols:  | 29 kDa ribonucleoprotein, chloroplast, putative / RNA-binding protein cp29, putative | chr2:15642059-15643410 REVERSEmoderately similar to ( 256)ROC1_NICSY29 kDa ribonucleoprotein A, chloroplast precursor - Nicotiana sylvestris (Wood tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG0724 RRM RRM_1 PRK12323 Atrophin-1 DUF1421 PRK07764 	RNA.RNA binding	27_4

CUST_163389_PI403524517	2	0.53937817	-0.2296133	0.048083305	0.023107529	-0.023108006	-0.6710963	35_45562	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_85385_PI403524517	2	0.018892288	-0.16529942	-0.018892288	0.12752819	0.19102478	-0.14068413	35_24458	"Cluster: Unknow protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Unknow protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q60EN7	CHR1V7|COORD:12604552..12606736| permease-related	AT1G34470.1	CHR05V5|COORD:20728132..20723871|protein non-imprinted in Prader-Willi/Angelman syndrome region protein 1homolog, putative, expressed	LOC_Os05g35060.1	no descriptionmoderately similar to ( 251)AT1G34470| Symbols:  | permease-related | chr1:12604552-12606736 FORWARDnot assigned DUF803 RhaT DUF6	not assigned.unknown	35_2

CUST_3045_PI403524517	2	0.22884178	0.071653366	0.11738777	-0.07631016	-0.071653366	-0.0859642	35_829	"Cluster: Hypothetical protein P0431A03.1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0431A03.1 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6ZAA3	"CHR1V7|COORD:25781721..25782746| similar to Os08g0432500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001061868.1); similar to ATP-dependent Clp"	AT1G68660.1	CHR08V5|COORD:20815137..20812214|protein ATP-dependent Clp protease adaptor protein ClpS containing protein, expressed	LOC_Os08g33540.1	"no descriptionweakly similar to ( 175)AT1G68660| Symbols:  | similar to Os08g0432500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001061868.1); contains InterPro domain ATP-dependent Clp protease adaptor protein ClpS; (InterPro:IPR003769) | chr1:25781721-25782746 REVERSEclpS ClpS clpS COG2127"	not assigned.unknown	35_2

CUST_12494_PI399408534	2	-0.02809143	0.2588892	0.028092384	-0.042633057	0.0726223	-0.11305523	35_47231	"Cluster: Putative splicing factor 3b, subunit 3, 130kDa; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative splicing factor 3b, subunit 3, 130kDa - Oryza"	UniRef90_Q6YXY3	CHR3V7|COORD:20478093..20481921| splicing factor, putative	AT3G55220.1	CHR02V5|COORD:1979693..1983630|protein splicing factor 3B subunit 3, putative, expressed	LOC_Os02g04480.1	 no descriptionmoderately similar to ( 201)AT3G55200| Symbols:  | splicing factor, putative | chr3:20471510-20475338 FORWARDnot assigned not assigned CPSF_A 	RNA.processing.splicing	27_1_1

CUST_5890_PI403524517	2	-0.011964798	-0.030755997	-0.026882172	0.011964798	0.034715652	0.019695282	35_1627	"Cluster: Nucleosome assembly protein 1-like protein 1; n=2; Oryza sativa|Rep: Nucleosome assembly protein 1-like protein 1 - Oryza sativa (Rice)"	UniRef90_Q70Z21	"CHR2V7|COORD:8445683..8448122| NAP1;2 (NUCLEOSOME ASSEMBLY PROTEIN1;2); DNA binding"	AT2G19480.1	CHR06V5|COORD:2557016..2561243|protein expressed protein	LOC_Os06g05660.1	"no descriptionmoderately similar to ( 381)AT2G19480| Symbols: NAP1;2 | NAP1;2 (NUCLEOSOME ASSEMBLY PROTEIN1;2) | chr2:8445683-8448122 FORWARDnot assigned not assigned not assigned not assigned not assigned NAP PRK02363 Nucleoplasmin RpoE Rtt106 BUD22 RNA_pol_delta"	DNA.synthesis/chromatin structure	28_1

CUST_71866_PI403524517	2	0.12595749	0.044682503	-0.28862762	0.24631977	-0.18203068	-0.044682503	35_20602	"Cluster: Hypothetical protein OJ1297_C09.35; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1297_C09.35 - Oryza sativa (japonica cultiv"	UniRef90_Q6H7Z8	0	0	CHR02V5|COORD:4616844..4622108|protein expressed protein	LOC_Os02g08540.1	no description	not assigned.unknown	35_2

CUST_26015_PI403524517	2	0.04616165	0.36422968	-0.18375969	0.7373619	-0.04616213	-0.27575922	35_7537	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QQ37	"CHR5|COORD:26904911..26905860| expressed protein, similar to expressed protein [Arabidopsis thaliana] (TAIR:At5g57340.2); similar to expressed protein"	AT5G67390.2	CHR12V5|COORD:19492581..19490208|protein expressed protein	LOC_Os12g32360.1	"no descriptionvery weakly similar to (57.0)AT5G67390| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G57340.1); similar to hypothetical protein MtrDRAFT_AC137703g30v2 [Medicago truncatula] (GB:ABE82530.1) | chr5:26905109-26905738 REVERSE"	not assigned.unknown	35_2

CUST_3698_PI403524517	2	-0.03804779	0.4291315	0.038048744	-0.07868767	-0.15261269	0.08627796	35_1007	"Cluster: Os05g0363500 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0363500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DIT9	CHR5V7|COORD:5279887..5282901| ATCRS1/CRS1 (ARABIDOPSIS ORTHOLOG OF MAIZE CHLOROPLAST SPLICING FACTOR CRS1)	AT5G16180.1	CHR05V5|COORD:17287942..17280527|protein expressed protein	LOC_Os05g30010.1	no description	not assigned.unknown	35_2

CUST_4682_PI404877155	2	-0.032928467	0.04123974	0.020410538	-0.05993557	-0.020411491	0.049557686	Contig15871_at	putative phosphatidylinositol kinase [Oryza sativa]	AAK38486.1	phosphatidylinositol 3- and 4-kinase family protein	At1g49340.2	protein putative phosphatidylinositol kinase	Os03g50320	"phosphatidylinositol 3- and 4-kinase family protein, contains similarity to phosphatidylinositol 4-kinase 230 GI:2326227 from (Homo sapiens), from (Bos taurus) GI:2198791; contains Pfam profiles PF00454: Phosphatidylinositol 3- and 4-kinase, PF00613: Phos"	signalling.phosphinositides	30_4

CUST_58159_PI403524517	2	0.13719273	-0.09480953	-0.05734825	-0.023910522	0.025220871	0.023909569	35_16584	"Cluster: Os09g0498100 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0498100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J0I9	CHR5V7|COORD:23048105..23049426| ribosomal protein S16 family protein	AT5G56940.1	CHR09V5|COORD:19265555..19267271|protein 30S ribosomal protein S16, putative, expressed	LOC_Os09g32274.1	no descriptionvery weakly similar to (85.9)AT5G56940| Symbols:  | ribosomal protein S16 family protein | chr5:23048105-23049426 FORWARDvery weakly similar to (57.4)RR16_MESVIChloroplast 30S ribosomal protein S16 - Mesostigma viridenot assigned rpsP RpsP Ribosomal_S16	protein.synthesis.mito/plastid ribosomal protein.unknown	29_2_1_99

CUST_143876_PI403524517	2	-0.009716034	0.15253448	-0.005534172	-0.14698601	0.12202072	0.005534172	35_40306	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10KN0	CHR5V7|COORD:3974375..3978067| similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABF96236.1)	AT5G12290.1	CHR03V5|COORD:14894309..14903036|protein expressed protein	LOC_Os03g26030.1	no descriptionmoderately similar to ( 201)AT5G12290| Symbols:  | similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABF96236.1) | chr5:3974375-3978067 REVERSENCA2	not assigned.no ontology	35_1

CUST_53594_PI403524517	2	0.38777828	-0.5422325	-0.17374134	0.30755615	0.1737423	-0.5881252	35_15244	"Cluster: Putative membrane protein; n=1; Triticum aestivum|Rep: Putative membrane protein - Triticum aestivum (Wheat)"	UniRef90_A0MAU8	CHR1V7|COORD:2641001..2641736| PSAO (photosystem I subunit O)	AT1G08380.1	CHR04V5|COORD:20308587..20309663|protein 16kDa membrane protein, putative, expressed	LOC_Os04g33830.1	no descriptionweakly similar to ( 185)AT1G08380| Symbols: PSAO | PSAO (photosystem I subunit O) | chr1:2641001-2641736 REVERSE	PS.lightreaction.photosystem I.PSI polypeptide subunits	1_1_2_2

CUST_56247_PI403524517	2	0.11223984	0.010803223	-0.09505463	-0.01080513	-0.09080505	0.088653564	35_16009	"Cluster: Hypothetical protein P0435H01.41; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0435H01.41 - Oryza sativa (japonica cultivar-g"	UniRef90_Q94EA1	"CHR2V7|COORD:13419137..13420079| similar to Os01g0750800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001044256.1); similar to unknown protein [Oryza"	AT2G31490.1	CHR01V5|COORD:30860457..30863594|protein expressed protein	LOC_Os01g53140.1	"no descriptionweakly similar to ( 111)AT2G31490| Symbols:  | similar to Os01g0750800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001044256.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAB63534.1) | chr2:13419137-13420079 FORWARD"	not assigned.unknown	35_2

CUST_78674_PI403524517	2	-0.033070564	0.40228844	0.033070564	-0.12337017	-0.09158516	0.05521679	35_22559	"Cluster: Putative allergen Amb a I.2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative allergen Amb a I.2 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8RYR4	CHR3V7|COORD:20449796..20451202| pectate lyase family protein	AT3G55140.1	CHR01V5|COORD:20646202..20644709|protein pectate lyase 4 precursor, putative, expressed	LOC_Os01g36620.1	no descriptionweakly similar to ( 196)AT3G55140| Symbols:  | pectate lyase family protein | chr3:20450037-20451202 FORWARDAmb_all PelB	cell wall.degradation.pectate lyases and polygalacturonases	10_6_3

CUST_73033_PI403524517	2	-0.11189842	-0.77582264	0.017627716	-0.017626762	0.13609886	0.06935215	35_20939	"Cluster: Putative GTPase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative GTPase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q656A4	CHR3V7|COORD:21174642..21176985| GTP binding	AT3G57180.1	CHR06V5|COORD:17549122..17552473|protein IMP dehydrogenase/GMP reductase, putative, expressed	LOC_Os06g30380.1	no descriptionmoderately similar to ( 254)AT3G57180| Symbols:  | GTP binding | chr3:21174642-21176985 REVERSEvery weakly similar to (55.8)NOS_ORYSAnot assigned	not assigned.unknown	35_2

CUST_60865_PI403524517	2	0.055070877	0.35704613	-0.12862873	-0.042354584	-0.20789814	0.042354584	35_17359	"Cluster: Protein kinase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Protein kinase-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K9I9	CHR5V7|COORD:23342533..23346325| protein kinase family protein	AT5G57610.1	CHR02V5|COORD:33380337..33387027|protein protein kinase domain containing protein, expressed	LOC_Os02g54510.3	no descriptionvery weakly similar to (75.5)AT5G57610| Symbols:  | protein kinase family protein | chr5:23342533-23346325 FORWARDnot assigned	protein.postranslational modification	29_4

CUST_161627_PI403524517	2	0.020442963	-0.020442486	0.058254242	0.100138664	-0.13031912	-0.09383297	35_45088	"Cluster: ABA 8'-hydroxylase 2; n=1; Hordeum vulgare subsp. vulgare|Rep: ABA 8'-hydroxylase 2 - Hordeum vulgare var. distichum (Two-rowed barley)"	UniRef90_Q285R4	"CHR4V7|COORD:10521535..10523528| CYP707A1 (cytochrome P450, family 707, subfamily A, polypeptide 1); oxygen binding"	AT4G19230.1	CHR09V5|COORD:17254513..17251028|protein ent-kaurenoic acid oxidase 1, putative, expressed	LOC_Os09g28390.1	" no descriptionweakly similar to ( 116)AT4G19230| Symbols: CYP707A1 | CYP707A1 (cytochrome P450, family 707, subfamily A, polypeptide 1); oxygen binding | chr4:10521535-10523577 FORWARDvery weakly similar to (71.6)C85A_PHAVUCytochrome P450 85A - Phaseolus vulgaris (Kidney bean) (French bean)not assigned not assigned "	misc.cytochrome P450	26_10

CUST_25989_PI403524517	2	0.11561108	0.18198776	-0.061861992	-0.11617279	-0.009991646	0.009990692	35_7530	"Cluster: Ubiquitin-specific protease 26; n=3; Arabidopsis thaliana|Rep: Ubiquitin-specific protease 26 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9FPS1	"CHR3V7|COORD:18391927..18397647| UBP26 (ubiquitin-specific protease 26); ubiquitin-specific protease"	AT3G49600.1	CHR03V5|COORD:4820018..4823472|protein UBP26, putative, expressed	LOC_Os03g09270.1	"no descriptionmoderately similar to ( 355)AT3G49600| Symbols: UBP26 | UBP26 (ubiquitin-specific protease 26); ubiquitin-specific protease | chr3:18391927-18397647 REVERSEnot assigned"	protein.degradation.ubiquitin.ubiquitin protease	29_5_11_5

CUST_8971_PI404877155	2	-0.38331842	-0.91536856	0.8113141	1.2485151	0.3833189	-0.9797869	Contig2773_s_at	OSJNBb0048E02.12 [Oryza sativa (japonica cultivar-group)] ref|XP_472791.1| OSJNBb0048E02.12 [Oryza sativa (japonica cultivar-group)]	CAD40936.1	Bet v I allergen family protein	At1g24020.1	protein Pathogenesis-related protein Bet v I family	Os04g39150	gi|21741225|emb|CAD40936.1| OSJNBb0048E02.12	stress.abiotic.unspecified	20_2_99

CUST_12967_PI404877155	2	-0.006116867	0.49515247	0.0061159134	-0.20887852	-0.08711529	0.1633892	Contig6704_at	OSJNBa0074L08.3 [Oryza sativa (japonica cultivar-group)] ref|XP_473255.1| OSJNBa0074L08.3 [Oryza sativa (japonica cultivar-group)]	CAD41191.1	ABC transporter family protein	At1g17840.1	protein ABC transporter, putative	Os04g44610	ABC transporter family protein, similar to ABC transporter GI:10280532 from (Homo sapiens)	transport.ABC transporters and multidrug resistance systems	34_16

CUST_159381_PI403524517	2	0.2967	0.05688715	-0.09269667	0.05423975	-0.054239273	-0.16150999	35_44485	"Cluster: Cytochrome P450 family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Cytochrome P450 family protein, expressed - Oryza sativa (j"	UniRef90_Q2QUC5	"CHR3V7|COORD:17896698..17898103| CYP71A23 (cytochrome P450, family 71, subfamily A, polypeptide 23); oxygen binding"	AT3G48300.1	CHR12V5|COORD:9579410..9577156|protein cytochrome P450 71A1, putative, expressed	LOC_Os12g16720.1	" no descriptionweakly similar to ( 103)AT3G48300| Symbols: CYP71A23 | CYP71A23 (cytochrome P450, family 71, subfamily A, polypeptide 23); oxygen binding | chr3:17896698-17898103 FORWARDweakly similar to ( 136)C71A9_SOYBNCytochrome P450 71A9 - Glycine max (Soybean)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned p450 CypX DUF566 "	misc.cytochrome P450	26_10

CUST_17157_PI399408534	2	-0.42625904	-0.50141907	0.2099266	0.20482445	0.73188686	-0.2048235	35_10693	"Cluster: Hypothetical protein OJ1261C08.1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1261C08.1 - Oryza sativa (japonica cultivar-g"	UniRef90_Q84K39	CHR1V7|COORD:28710426..28711334| DNA-binding family protein	AT1G76500.1	CHR03V5|COORD:9001643..9003025|protein DNA-binding protein, putative, expressed	LOC_Os03g16350.1	no descriptionvery weakly similar to (51.6)AT1G76500| Symbols:  | DNA-binding family protein | chr1:28710426-28711334 FORWARD	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_96499_PI403524517	2	0.24306488	-0.113259315	-0.38719463	0.18069267	0.029791832	-0.029791832	35_27560	"Cluster: Os01g0834100 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os01g0834100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JHZ7	CHR5V7|COORD:24260755..24262858| cytoplasmic linker protein-related	AT5G60210.1	CHR01V5|COORD:36053161..36047870|protein expressed protein	LOC_Os01g61760.3	no descriptionvery weakly similar to (55.1)AT5G60210| Symbols:  | cytoplasmic linker protein-related | chr5:24260755-24262858 REVERSEnot assigned not assigned PRK12323 PRK07764	not assigned.no ontology	35_1

CUST_70511_PI403524517	2	0.06185341	0.8591337	0.024134636	-0.32761765	-0.024134636	-0.23134041	35_20197	"Cluster: Os07g0647800 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os07g0647800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D437	CHR1V7|COORD:23720719..23722749| zinc finger (C3HC4-type RING finger) family protein	AT1G63900.1	CHR07V5|COORD:27053093..27049024|protein ZCF61, putative, expressed	LOC_Os07g45350.3	no descriptionmoderately similar to ( 259)AT1G63900| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr1:23720719-23722749 FORWARDnot assigned	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_47913_PI403524517	2	0.19764137	-0.049793243	-0.31183243	0.25783157	0.037054062	-0.03705597	35_13704	"Cluster: S-adenosylmethionine decarboxylase proenzyme (EC 4.1.1.50) (AdoMetDC) (SamDC) [Contains: S-adenosylmethionine decarboxylase alpha chain; S- adenosylmet"	UniRef90_Q42829	CHR3V7|COORD:9288650..9289699| adenosylmethionine decarboxylase family protein	AT3G25570.1	CHR04V5|COORD:24695954..24699691|protein S-adenosylmethionine decarboxylase proenzyme, putative, expressed	LOC_Os04g42090.5	no descriptionweakly similar to ( 122)AT3G25570| Symbols:  | adenosylmethionine decarboxylase family protein | chr3:9288650-9289699 REVERSEmoderately similar to ( 274)DCAM_MAIZES-adenosylmethionine decarboxylase proenzyme - Zea mays (Maize)not assigned not assigned SAM_decarbox	polyamine metabolism.synthesis.SAM decarboxylase	22_1_2

CUST_26963_PI403524517	2	-0.035737038	-0.15406322	-0.042737007	0.15185738	0.16977024	0.035736084	35_7809	"Cluster: Putative phragmoplast-associated kinesin; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative phragmoplast-associated kinesin - Oryza sativa (jap"	UniRef90_Q6K990	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	CHR02V5|COORD:34626439..34630769|protein kinesin-like protein KIF3A, putative, expressed	LOC_Os02g56540.1	no descriptionnot assigned not assigned not assigned not assigned PRK12323 Atrophin-1 PRK07764	not assigned.unknown	35_2

CUST_11250_PI404877155	2	-0.87926435	-0.8449025	0.57653284	0.10663557	0.4437461	-0.10663557	Contig4917_at	aldehyde oxidase (EC 1.2.3.1) 2 - maize dbj|BAA23227.1| aldehyde oxidase-2 [Zea mays]	T01699	aldehyde oxidase 3 (AAO3)	At2g27150.1	protein putative aldehyde oxidase	Os03g57690	aldehyde oxidase (EC 1.2.3.1) 2	hormone metabolism.abscisic acid.synthesis-degradation	17_1_1

CUST_57602_PI403524517	2	0.076161385	0.14586544	-0.012291908	-0.03671837	-0.024121284	0.012291908	35_16422	"Cluster: Putative RNA polymerase I, II and III 16.5 kDa subunit; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative RNA polymerase I, II and III 16.5 kDa"	UniRef90_Q5Z6G3	CHR3V7|COORD:22027606..22028900| DNA-directed RNA polymerase I, II, and III, putative	AT3G59600.1	CHR06V5|COORD:29174610..29172200|protein DNA-directed RNA polymerases I, II, and III 17.1 kDa polypeptide, putative, expressed	LOC_Os06g48230.1	 no descriptionmoderately similar to ( 202)AT3G59600| Symbols:  | DNA-directed RNA polymerase I, II, and III, putative | chr3:22027606-22028900 FORWARDnot assigned RPOL8c RNA_pol_Rpb8 	RNA.transcription	27_2

CUST_16950_PI403524517	2	0.090351105	-0.20034695	-0.006310463	-0.04083538	0.0063114166	0.025494576	35_4898	"Cluster: Putative pre-rRNA processing protein RRP5; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative pre-rRNA processing protein RRP5 - Oryza sativa (j"	UniRef90_Q7XB75	CHR3V7|COORD:3793963..3806632| S1 RNA-binding domain-containing protein	AT3G11964.1	CHR07V5|COORD:5549885..5555451|protein RRP5 protein, putative, expressed	LOC_Os07g10350.1	 no descriptionhighly similar to ( 651)AT3G11964| Symbols:  | S1 RNA-binding domain-containing protein | chr3:3793963-3806632 REVERSEvery weakly similar to (57.4)RR1_SPIOL30S ribosomal protein S1, chloroplast precursor - Spinacia oleracea (Spinach)not assigned not assigned not assigned not assigned not assigned not assigned RpsA rpsA rpsA PRK00087 rpsA S1 S1 Tex S1 PRK11824 PRK08059 Pnp VacB PRK12269 PRK07400 PRK05807 PRK03987 SUI2 RNA14 PRK08582 	not assigned.no ontology.S RNA-binding domain-containing protein	35_1_14

CUST_1763_PI404877155	2	0.022393227	0.010703087	-0.05650139	0.028176308	-0.04708004	-0.010703087	Contig11988_at	putative aspartic proteinase nepenthesin I [Oryza sativa (japonica cultivar-group)] dbj|BAB21205.1| putative aspartic proteinase nepenthesin	NP_909181.1	aspartyl protease family protein	At1g25510.1	protein Eukaryotic aspartyl protease	Os01g04710	nucleoid DNA-binding protein cnd41-like protein	RNA.regulation of transcription	27_3

CUST_18901_PI403524517	2	0.024643898	-0.12983799	0.027835846	-0.024643898	0.033950806	-0.071502686	35_5476	Rep: Kinase-like protein - Oryza sativa (Rice)	UniRef90_Q9AV92	"CHR5V7|COORD:4605176..4608520| ATBET9 (ARABIDOPSIS THALIANA BROMODOMAIN AND EXTRATERMINAL DOMAIN PROTEIN 9); DNA binding"	AT5G14270.1	CHR02V5|COORD:23548513..23543306|protein global transcription factor group E, putative, expressed	LOC_Os02g38980.1	no description	not assigned.unknown	35_2

CUST_37061_PI403524517	2	0.0647316	0.78530025	0.1401453	-0.0647316	-0.16968584	-0.35392094	35_10677	"Cluster: Putative Mannosyl-oligosaccharide 1,2-alpha-mannosidase IB; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Mannosyl-oligosaccharide 1,2-alph"	UniRef90_Q6Z7S1	CHR1V7|COORD:9558739..9562078| glycoside hydrolase family 47 protein	AT1G27520.1	CHR02V5|COORD:30998105..31002834|protein ER degradation-enhancing alpha-mannosidase-like 1, putative, expressed	LOC_Os02g50780.1	no descriptionweakly similar to ( 196)AT1G27520| Symbols:  | glycoside hydrolase family 47 protein | chr1:9558739-9562078 FORWARDnot assigned not assigned not assigned not assigned Glyco_hydro_47	misc.gluco-, galacto- and mannosidases	26_3

CUST_98930_PI403524517	2	0.003669262	0.40484476	0.18471146	-0.003669262	-0.228621	-0.028329372	35_28239	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ATP9	CHR4V7|COORD:17336365..17338309| transporter-related	AT4G36790.1	CHR03V5|COORD:33780688..33776876|protein carbohydrate transporter/ sugar porter/ transporter, putative, expressed	LOC_Os03g59450.1	no descriptionmoderately similar to ( 226)AT4G36790| Symbols:  | transporter-related | chr4:17336365-17338309 FORWARDnot assigned not assigned not assigned not assigned MFS_1 ProP AraJ	not assigned.no ontology	35_1

CUST_62170_PI403524517	2	0.20001125	-0.2921543	0.008897781	-0.008896828	-0.050588608	0.09626675	35_17730	Rep: Protein cdc2 kinase - Oryza sativa (Rice)	UniRef90_Q40734	"CHR1V7|COORD:7292741..7294653| CDKB2;2 (CYCLIN-DEPENDENT KINASE B2;2); kinase"	AT1G20930.1	CHR08V5|COORD:25287041..25288984|protein cell division control protein 2 homolog D, putative, expressed	LOC_Os08g40170.1	"no descriptionhighly similar to ( 506)AT1G20930| Symbols: CDKB2;2 | CDKB2;2 (CYCLIN-DEPENDENT KINASE B2;2); kinase | chr1:7292741-7294653 REVERSEmoderately similar to ( 497)CDC2D_ANTMACell division control protein 2 homolog D - Antirrhinum majus (Garden snapdragon)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase SPS1 Pkinase_Tyr PTKc TyrKc PTKc_Jak_rpt2 PTKc_Jak1_rpt2 PTKc_Syk_like PTKc_Tyk2_rpt2 PTKc_InsR_like PTKc_Zap-70 PTKc_Syk PTKc_Jak2_Jak3_rpt2 PTK_CCK4 PTKc_EphR PTKc_Trk PTKc_Csk_like PTKc_FGFR PTKc_Srm_Brk PTKc_Abl PTKc_Fes_like PTKc_Src_like PTKc_Lck_Blk PTKc_FAK PTKc_TrkA PTKc_EGFR_like PTKc_Ror2 PTKc_Fes PTKc_RET PTKc_Axl_like PTKc_TrkC PTKc_TrkB PTKc_DDR PTKc_FGFR2 PTKc_Ack_like PTK_Ryk PTKc_Ror PTKc_Tec_like PTKc_Met_Ron PTKc_Itk PRK07764 PTKc_DDR1 PTKc_Src PTKc_Hck PTKc_Musk PTKc_FGFR3 PTKc_FGFR1 PTKc_InsR PTKc_Tie2 PTKc_Btk_Bmx PTKc_c-ros PTKc_Tie1 PTKc_Yes PTKc_DDR_like PTKc_Chk PTKc_FGFR4 PTKc_Fyn_Yrk PTKc_DDR2 PTKc_IGF-1R PTKc_Frk_like PTKc_Lyn PTKc_PDGFR PTKc_EGFR PTKc_Tie PTKc_Tyro3 PTKc_Ror1 PTKc_Tec_Rlk PTKc_EphR_A PTKc_Fer PTKc_Axl PTKc_HER4 PTKc_EphR_A2 PTKc_Csk"	protein.postranslational modification	29_4

CUST_182853_PI403524517	2	-0.2073822	0.007648468	-0.05890274	0.30815983	-0.0076494217	0.13810253	35_50823	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_4751_PI403524517	2	-0.047403336	-1.1722765	-0.046326637	0.17840481	0.22083282	0.046326637	35_1310	Rep: Cystathionine gamma-synthase - Zea mays (Maize)	UniRef90_O04981	CHR3V7|COORD:39241..41872| MTO1 (METHIONINE OVERACCUMULATION 1)	AT3G01120.1	CHR03V5|COORD:14833256..14829048|protein cystathionine beta-lyase, putative, expressed	LOC_Os03g25940.1	 no descriptionhighly similar to ( 633)AT3G01120| Symbols: CGS, ATCYS1, CGS1, MTO1 | MTO1 (METHIONINE OVERACCUMULATION 1) | chr3:39241-41872 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Cys_Met_Meta_PP MetC PRK08249 PRK08133 PRK06460 MET17 PRK06234 PRK07811 PRK06176 PRK07671 PRK07503 PRK08064 PRK08574 PRK06434 PRK06767 PRK07504 PRK07582 PRK08134 PRK05939 PRK08247 PRK08248 PRK08045 PRK05968 PRK07810 PRK08861 PRK07049 PRK07812 PRK07269 PRK08776 PRK06084 PRK05967 PRK05994 PRK05613 PRK07050 PRK09028 PRK08114 PRK06702 PRK12323 Atrophin-1 PRK07003 Extensin_2 Tymo_45kd_70kd PRK05648 TT_ORF1 GRASP55_65 Drf_FH1 DUF1421 PRK07764 HPC2 COG3456 	amino acid metabolism.synthesis.aspartate family.methionine.cystathionine gamma-synthase	13_1_3_4_1

CUST_144184_PI403524517	2	-0.009451389	0.43717527	-0.15244055	0.009451866	-0.286983	0.16042185	35_40385	Rep: N-carbamoylputrescine amidase - Oryza sativa (Rice)	UniRef90_Q93XI4	"CHR2V7|COORD:11744744..11746655| NLP1 (NITRILASE-LIKE PROTEIN 1); hydrolase, acting on carbon-nitrogen (but not peptide) bonds"	AT2G27450.1	CHR02V5|COORD:19644045..19647600|protein hydrolase, carbon-nitrogen family, putative, expressed	LOC_Os02g33080.2	" no descriptionvery weakly similar to (55.5)AT2G27450| Symbols: ATNLP1, CPA, NLP1 | NLP1 (NITRILASE-LIKE PROTEIN 1); hydrolase, acting on carbon-nitrogen (but not peptide) bonds | chr2:11744744-11746655 REVERSEvery weakly similar to (68.6)AGUB_ORYSA"	polyamine metabolism.synthesis.N-carbamoylputrescine amidohydrolase	22_1_5

CUST_92191_PI403524517	2	-0.09440899	-0.036442757	-0.0018987656	0.23532677	0.08432293	0.0018987656	35_26362	0	0	0	0	CHR05V5|COORD:14336324..14338283|protein tetratricopeptide-like helical, putative, expressed	LOC_Os05g24890.1	no description	not assigned.unknown	35_2

CUST_29427_PI403524517	2	-0.6972337	0.27514648	-0.023287773	0.5072088	0.023287773	-0.17942333	35_8501	"Cluster: Putative glucosyl transferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative glucosyl transferase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8LNA9	"CHR2V7|COORD:15427418..15428905| UGT73C6 (UDP-glucosyl transferase 73C6); UDP-glucosyltransferase/ UDP-glycosyltransferase/ transferase, transferring"	AT2G36790.1	CHR10V5|COORD:5178642..5180407|protein cytokinin-O-glucosyltransferase 3, putative, expressed	LOC_Os10g09990.1	no description	not assigned.unknown	35_2

CUST_42378_PI403524517	2	0.28333282	-0.030856133	0.019464493	-0.019465446	-0.08193016	0.032896996	35_12178	Rep: Hypothetical protein - Triticum aestivum (Wheat)	UniRef90_Q2L3S9	"CHR2V7|COORD:14073556..14074391| similar to hypothetical protein [Triticum aestivum] (GB:CAJ19336.1); similar to Os09g0481800 [Oryza sativa"	AT2G33180.1	CHR09V5|COORD:18509788..18507369|protein expressed protein	LOC_Os09g30410.1	"no descriptionweakly similar to ( 140)AT2G33180| Symbols:  | similar to hypothetical protein [Triticum aestivum] (GB:CAJ19336.1); similar to Os09g0481800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001063498.1) | chr2:14073556-14074391 FORWARD"	not assigned.unknown	35_2

CUST_160391_PI403524517	2	0.010959625	-0.3373623	-0.028694153	-0.010961533	0.20650482	0.028045654	35_44757	Rep: Protein H2A.6 - Triticum aestivum (Wheat)	UniRef90_Q43214	CHR5V7|COORD:575435..576454| histone H2A, putative	AT5G02560.1	CHR05V5|COORD:716250..717121|protein histone H2A, putative, expressed	LOC_Os05g02300.1	 no descriptionvery weakly similar to (72.0)AT5G02560| Symbols:  | histone H2A, putative | chr5:575435-576454 FORWARDvery weakly similar to (84.0)H2A6_WHEATProtein H2A.6 - Triticum aestivum (Wheat)not assigned not assigned H2A H2A HTA1 Histone 	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_34358_PI403524517	2	-0.067593575	0.21622849	0.080721855	0.067593575	-0.09242439	-0.12708092	35_9905	"Cluster: Hypothetical protein OSJNBa0083M16.19; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0083M16.19 - Oryza sativa (japonica"	UniRef90_Q5ZCL4	0	0	CHR01V5|COORD:42728596..42729150|protein conserved hypothetical protein	LOC_Os01g73090.1	no description	not assigned.unknown	35_2

CUST_1094_PI399408534	2	0.24544477	-0.033535957	0.03353548	0.04695797	-0.18767357	-0.057910442	35_49877	Rep: Hypothetical protein - Medicago truncatula (Barrel medic)	UniRef90_Q1RTQ9	CHR3V7|COORD:5972799..5975690| hAT dimerisation domain-containing protein	AT3G17450.1	CHR05V5|COORD:14290279..14292362|protein transposon protein, putative, unclassified	LOC_Os05g24790.1	no descriptionvery weakly similar to (72.8)AT3G17450| Symbols:  | hAT dimerisation domain-containing protein | chr3:5972799-5975690 REVERSE	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_66943_PI403524517	2	0.10803604	0.071311	-0.22150612	-0.07131004	-0.30931664	0.12767506	35_19118	Rep: Putative expressed protein - Sorghum bicolor (Sorghum) (Sorghum vulgare)	UniRef90_Q8LKU1	CHR5V7|COORD:2563685..2565283| glycosyl hydrolase family protein 17	AT5G08000.1	CHR03V5|COORD:31157771..31155353|protein glucan endo-1,3-beta-glucosidase 3 precursor, putative, expressed	LOC_Os03g54910.1	 no descriptionweakly similar to ( 121)AT5G08000| Symbols: E13L3 | glycosyl hydrolase family protein 17 | chr5:2563685-2565283 FORWARDvery weakly similar to (99.8)E13B_WHEATGlucan endo-1,3-beta-glucosidase precursor - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned X8 PRK07003 PRK12323 Atrophin-1 PRK07764 	not assigned.no ontology	35_1

CUST_112939_PI403524517	2	0.91594887	-0.41866493	-0.35934162	0.65190554	0.07000589	-0.07000542	35_32057	"Cluster: White-brown complex homolog protein 5; n=1; Arabidopsis thaliana|Rep: White-brown complex homolog protein 5 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9SIT6	CHR2V7|COORD:5680909..5682858| ABC transporter family protein	AT2G13610.1	CHR01V5|COORD:24737308..24735317|protein ATPase, coupled to transmembrane movement of substances, putative, expressed	LOC_Os01g42900.1	no descriptionvery weakly similar to (76.6)AT2G13610| Symbols:  | ABC transporter family protein | chr2:5680909-5682858 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned ABCG_EPDR PRK07764 PRK09169 ABCG_White ABC_PDR_domain1	transport.ABC transporters and multidrug resistance systems	34_16

CUST_51563_PI403524517	2	-0.056508064	0.08229256	0.09666443	-0.1925354	0.05449772	-0.05449772	35_14695	Rep: OSIGBa0092E09.1 protein - Oryza sativa (Rice)	UniRef90_Q01LJ7	CHR1V7|COORD:29551739..29553657| bile acid:sodium symporter family protein	AT1G78560.1	CHR04V5|COORD:18488545..18493692|protein bile acid sodium symporter/ transporter, putative, expressed	LOC_Os04g31210.2	no descriptionweakly similar to ( 193)AT1G78560| Symbols:  | bile acid:sodium symporter family protein | chr1:29551739-29553657 REVERSEnot assigned not assigned not assigned not assigned COG0385 SBF COG0679 ACR3 Tymo_45kd_70kd	transport.unspecified cations	34_14

CUST_62276_PI403524517	2	0.010569572	0.1583662	-0.02745819	-0.010570526	-0.121702194	0.11503124	35_17756	Rep: Dek1-calpain-like protein - Oryza sativa (Rice)	UniRef90_Q8RYA5	"CHR1|COORD:20657486..20668656| calpain-type cysteine protease family, identical to calpain-like protein GI:20268660 from (Arabidopsis thaliana); contains Pfam"	AT1G55350.4	CHR02V5|COORD:29335385..29352022|protein calpain-like protein, putative, expressed	LOC_Os02g47970.1	" no descriptionhighly similar to ( 900)AT1G55350| Symbols: EMB1275, ATDEK1, DEK1 | DEK1 (DEFECTIVE KERNEL 1); calpain/ cysteine-type endopeptidase | chr1:20658129-20668167 REVERSEnot assigned CysPc CysPc Peptidase_C2 Calpain_III calpain_III Calpain_III "	protein.degradation.cysteine protease	29_5_3

CUST_10955_PI404877155	2	0.05015564	-0.33635235	0.022061348	0.14319134	-0.022061348	-0.024606705	Contig4673_at	heat shock protein, 70K, chloroplast - cucumber emb|CAA52149.1| heat shock protein 70 [Cucumis sativus]	T10248	heat shock protein 70, putative / HSP70, putative	At4g24280.1	protein chaperone protein DnaK	Os05g23740	"heat shock protein 70, putative / HSP70, putative, strong similarity to heat shock protein 70 (Arabidopsis thaliana) GI:6746592; similar to heat shock 70 protein - Spinacia oleracea,PID:g2654208"	stress.abiotic.heat	20_2_1

CUST_14897_PI399408534	2	-0.3812437	0.058947563	1.4349766	-0.058947563	0.8729315	-0.90154886	35_18213	Rep: Myb-related protein Hv33 - Hordeum vulgare (Barley)	UniRef90_P20027	"CHR5V7|COORD:9331778..9333047| ATMYB4 (myb domain protein 4); transcriptional repressor"	AT5G26660.1	CHR05V5|COORD:26904201..26905764|protein myb-related protein Hv33, putative, expressed	LOC_Os05g46610.1	" no descriptionmoderately similar to ( 215)AT5G26660| Symbols: AtMYB4, AtMYB86, ATMYB4 | ATMYB4 (myb domain protein 4); transcriptional repressor | chr5:9331778-9333047 REVERSEhighly similar to ( 505)MYB3_HORVUMyb-related protein Hv33 - Hordeum vulgare (Barley)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned REB1 Myb_DNA-binding SANT PRK12678 SANT PRK12323 PRK07003 DUF390 DUF1431 "	RNA.regulation of transcription.MYB domain transcription factor family	27_3_25

CUST_13390_PI403524517	2	0.03812599	-0.056381226	0.032369614	0.070290565	-0.047472954	-0.032369614	35_3840	"Cluster: Putative annexin; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative annexin - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6L4C5	"CHR2V7|COORD:16208164..16209568| ANNAT3 (ANNEXIN 3, ANNEXIN ARABIDOPSIS 3); calcium ion binding / calcium-dependent phospholipid binding"	AT2G38760.1	CHR05V5|COORD:18419551..18421973|protein annexin-like protein RJ4, putative, expressed	LOC_Os05g31760.1	" no descriptionmoderately similar to ( 238)AT2G38760| Symbols: ANNAT3 | ANNAT3 (ANNEXIN 3, ANNEXIN ARABIDOPSIS 3); calcium ion binding / calcium-dependent phospholipid binding | chr2:16208164-16209568 FORWARDmoderately similar to ( 208)ANX4_FRAANAnnexin-like protein RJ4 - Fragaria ananassa (Strawberry)not assigned not assigned not assigned not assigned not assigned Annexin ANX PRK07003 PRK12323 Tymo_45kd_70kd PRK09169 "	cell.organisation	31_1

CUST_17542_PI403524517	2	-0.023843288	0.023843288	0.027019978	0.4326887	-0.33854103	-0.08987808	35_5068	Rep: AT5g17460 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q9FPJ1	0	0	CHR01V5|COORD:26257997..26258578|protein expressed protein	LOC_Os01g45659.1	no description	not assigned.unknown	35_2

CUST_27174_PI399408534	2	-0.12792301	0.18265152	0.03401327	0.32344246	-0.14463854	-0.03401375	35_46259	"Cluster: Leucine zipper-containing protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Leucine zipper-containing protein-like - Oryza sativa (japonic"	UniRef90_Q5SML2	"CHR5V7|COORD:20533608..20535659| ATEXO70F1 (exocyst subunit EXO70 family protein F1); protein binding"	AT5G50380.1	CHR06V5|COORD:4160252..4161798|protein exo70 exocyst complex subunit family protein, expressed	LOC_Os06g08460.1	"no descriptionvery weakly similar to (53.5)AT5G50380| Symbols: ATEXO70F1 | ATEXO70F1 (exocyst subunit EXO70 family protein F1); protein binding | chr5:20533608-20535659 REVERSEnot assigned"	RNA.regulation of transcription.unclassified	27_3_99

CUST_150794_PI403524517	2	-0.11784458	0.072490215	0.039009094	0.08797026	-0.748281	-0.039009094	35_42179	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_4596_PI403524517	2	0.0014944077	0.07358837	-0.13790894	-0.11211777	-0.0014944077	0.09328842	35_1269	"Cluster: Type 1 non-specific lipid transfer protein precursor; n=1; Triticum aestivum|Rep: Type 1 non-specific lipid transfer protein precursor - Triticum"	UniRef90_Q5NE32	"CHR5V7|COORD:23946277..23946718| LTP3 (LIPID TRANSFER PROTEIN 3); lipid binding"	AT5G59320.1	CHR03V5|COORD:33737883..33738699|protein nonspecific lipid-transfer protein 4 precursor, putative, expressed	LOC_Os03g59380.1	"no descriptionvery weakly similar to (68.6)AT5G59320| Symbols: LTP3 | LTP3 (LIPID TRANSFER PROTEIN 3); lipid binding | chr5:23946277-23946718 FORWARDvery weakly similar to (79.0)NLTP3_ORYSAnsLTP1 Tryp_alpha_amyl PRK07764"	lipid metabolism.lipid transfer proteins etc	11_6

CUST_16111_PI404877155	2	0.02374649	-1.0768709	-0.21130848	0.119132996	-0.02374649	0.050492287	Contig9991_at	0	AAS07279.1	auxin-responsive protein / indoleacetic acid-induced protein 3 (IAA3)	At1g04240.1	protein putative auxin-induced protein	Os03g43410	"IAA3;SHORT HYPOCOTYL 2;auxin-responsive protein / indoleacetic acid-induced protein 3 (IAA3), identical to SP:Q38822 Auxin-responsive protein IAA3 (Indoleacetic acid-induced protein 3) {Arabidopsis thaliana}; EST gb:T04296 comes from this gene"	hormone metabolism.auxin.induced-regulated-responsive-activated	17_2_3

CUST_69296_PI403524517	2	-2.1076202E-4	-0.33682537	0.013203144	-0.07689905	0.027175903	2.1076202E-4	35_19825	"Cluster: Hypothetical protein OSJNBa0089K24.19; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0089K24.19 - Oryza sativa (japonica"	UniRef90_Q5VR10	"CHR5V7|COORD:6790155..6790496| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G15400.1); similar to hypothetical protein [Oryza sativa (japonica"	AT5G20100.1	CHR01V5|COORD:3815576..3814848|protein expressed protein	LOC_Os01g07890.1	"no descriptionvery weakly similar to (67.4)AT5G20100| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G15400.1); similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:BAD81575.1) | chr5:6790155-6790496 FORWARD"	not assigned.unknown	35_2

CUST_177907_PI403524517	2	0.14418507	0.27946758	-0.04246807	-0.061674118	-0.0868597	0.042469025	35_49483	0	0		0	CHR08V5|COORD:4059305..4062938|protein expressed protein	LOC_Os08g07280.1	no description	not assigned.unknown	35_2

CUST_25379_PI403524517	2	0.3203659	0.08293438	-0.04168892	-0.128685	-0.17246342	0.04168892	35_7355	"Cluster: Putative meiotic serine proteinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative meiotic serine proteinase - Oryza sativa (japonica cultiv"	UniRef90_Q5Z852	CHR4V7|COORD:14678257..14681768| subtilase family protein	AT4G30020.1	CHR06V5|COORD:29433358..29440101|protein SLP3, putative, expressed	LOC_Os06g48650.2	no descriptionmoderately similar to ( 288)AT4G30020| Symbols:  | subtilase family protein | chr4:14678257-14681768 FORWARDSubtilisin_N	protein.degradation.subtilases	29_5_1

CUST_130546_PI403524517	2	0.11357117	0.7417736	-0.015641212	-0.1956749	-0.134058	0.015642166	35_36658	"Cluster: Os04g0677800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os04g0677800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J905	CHR5V7|COORD:3360562..3364415| elongation factor 1-alpha, putative / EF-1-alpha, putative	AT5G10630.1	CHR04V5|COORD:34412274..34407281|protein HBS1-like protein, putative, expressed	LOC_Os04g58140.2	 no descriptionmoderately similar to ( 230)AT5G10630| Symbols:  | elongation factor 1-alpha, putative / EF-1-alpha, putative | chr5:3360562-3364415 FORWARDvery weakly similar to (75.5)EF1A_SOYBNElongation factor 1-alpha - Glycine max (Soybean)not assigned not assigned not assigned TEF1 PRK12317 eRF3_II_like eRF3_II PRK05506 CysN cysN EF1_alpha_II TufB PRK12735 PRK12736 PRK00049 SelB tufA HBS1_C CysN_NodQ_II 	protein.synthesis.elongation	29_2_4

CUST_14328_PI403524517	2	-0.27159405	-0.2436161	0.19698715	0.6055422	-0.1352253	0.1352253	35_4109	"Cluster: Pirin, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Pirin, putative, expressed - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10AP7	CHR2V7|COORD:17934416..17935948| pirin, putative	AT2G43120.1	CHR03V5|COORD:35465296..35463158|protein pirin-like protein, putative, expressed	LOC_Os03g62790.1	 no descriptionmoderately similar to ( 383)AT2G43120| Symbols:  | pirin, putative | chr2:17934416-17935948 FORWARDCOG1741 Pirin Pirin_C 	not assigned.no ontology	35_1

CUST_36512_PI403524517	2	-0.026051044	0.13309145	0.14630222	0.026051521	-0.36475372	-0.22659588	35_10528	"Cluster: Ribosomal RNA apurinic site specific lyase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Ribosomal RNA apurinic site specific lyase-like - Ory"	UniRef90_Q8LQV5	CHR5V7|COORD:15457074..15460237| protein kinase family protein	AT5G38560.1	CHR01V5|COORD:23703446..23705442|protein ribosomal RNA apurinic site specific lyase, putative, expressed	LOC_Os01g41310.1	no descriptionvery weakly similar to (60.8)AT3G26920| Symbols:  | F-box family protein | chr3:9922478-9925128 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07003 Herpes_BLLF1 PRK12323 HPC2 GRASP55_65 Tymo_45kd_70kd KAR9 Atrophin-1 Metaviral_G APC_basic DUF1421 AF-4 PRK08853 Herpes_TAF50 DUF566 Pneumo_att_G PRK08770 Extensin_2 PRK07764 DAG1 PAP1 CTF_NFI	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_3008_PI403524517	2	0.0761137	0.8192835	0.09205723	-0.08155823	-0.0761137	-0.12512493	35_819	"Cluster: Putative ubiquitin-associated (UBA) protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative ubiquitin-associated (UBA)"	UniRef90_Q6ZH84	CHR4V7|COORD:12741201..12744212| ubiquitin-associated (UBA)/TS-N domain-containing protein / octicosapeptide/Phox/Bemp1 (PB1) domain-containing	AT4G24690.1	CHR02V5|COORD:22981727..22975964|protein PB1 domain containing protein, expressed	LOC_Os02g38050.4	no descriptionweakly similar to ( 112)AT4G24690| Symbols:  | ubiquitin-associated (UBA)/TS-N domain-containing protein / octicosapeptide/Phox/Bemp1 (PB1) domain-containing protein | chr4:12741201-12744212 FORWARD	protein.degradation.ubiquitin	29_5_11

CUST_6878_PI403524517	2	0.15692091	-0.18151855	-0.05572748	0.076417446	0.055727005	-0.30313492	35_1908	"Cluster: Chloroplast inner envelope protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Chloroplast inner envelope protein, putative,"	UniRef90_Q7XD45	CHR1V7|COORD:2130302..2135562| ATTIC110/TIC110 (TRANSLOCON AT THE INNER ENVELOPE MEMBRANE OF CHLOROPLASTS 110)	AT1G06950.1	CHR10V5|COORD:18349394..18340372|protein ATTIC110/TIC110, putative, expressed	LOC_Os10g35010.1	 no descriptionweakly similar to ( 181)AT1G06950| Symbols: ATTIC110, TIC110 | ATTIC110/TIC110 (TRANSLOCON AT THE INNER ENVELOPE MEMBRANE OF CHLOROPLASTS 110) | chr1:2130302-2135562 REVERSE	protein.targeting.chloroplast	29_3_3

CUST_48561_PI403524517	2	0.3487091	-0.17545414	-0.14771795	-0.017252922	0.16613293	0.017253876	35_13871	Rep: OSIGBa0158D24.3 protein - Oryza sativa (Rice)	UniRef90_Q01KM6	CHR4V7|COORD:17631698..17633054| peroxidase 50 (PER50) (P50) (PRXR2)	AT4G37520.1	CHR04V5|COORD:33287045..33280877|protein peroxidase 16 precursor, putative, expressed	LOC_Os04g56180.1	no descriptionvery weakly similar to (85.9)AT4G37520| Symbols:  | peroxidase 50 (PER50) (P50) (PRXR2) | chr4:17631698-17633054 FORWARDvery weakly similar to (77.0)PER1_SORBICationic peroxidase SPC4 precursor - Sorghum bicolor (Sorghum) (Sorghum vulgare)not assigned secretory_peroxidase plant_peroxidase peroxidase	misc.peroxidases	26_12

CUST_48329_PI403524517	2	0.05910492	-0.004647255	-0.067355156	0.0046482086	-0.14260101	0.21408749	35_13813	Rep: Ubiquitin extension protein - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q0WV69	"CHR5V7|COORD:6973317..6974465| UBQ4 (ubiquitin 4); protein binding"	AT5G20620.1	CHR06V5|COORD:28400733..28403579|protein polyubiquitin containing 7 ubiquitin monomers, putative, expressed	LOC_Os06g46770.3	"no descriptionweakly similar to ( 150)AT5G03240| Symbols: UBQ3 | UBQ3 (POLYUBIQUITIN 3); protein binding | chr5:771975-772895 REVERSEweakly similar to ( 150)UBIQ_WHEATUbiquitin - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned Ubiquitin ubiquitin UBQ Nedd8 UBL AN1_N RAD23_N Scythe_N UBQ parkin_N Fubi GDX_N SF3a120_C NIRF_N ISG15_repeat2 UBI4 hPLIC_N"	protein.degradation.ubiquitin.ubiquitin	29_5_11_1

CUST_137968_PI403524517	2	0.041501045	-0.083218575	0.06694698	-0.10745525	-0.039110184	0.039110184	35_38692	"Cluster: AHM1(AT hook-containing MAR binding protein1)-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: AHM1(AT hook-containing MAR binding"	UniRef90_Q8L4D3	CHR2V7|COORD:315835..316770| DNAJ heat shock N-terminal domain-containing protein	AT2G01710.1	CHR07V5|COORD:25635008..25638199|protein AT hook-containing MAR binding 1-like protein, putative, expressed	LOC_Os07g42800.2	no descriptionvery weakly similar to (66.2)AT2G01710| Symbols:  | DNAJ heat shock N-terminal domain-containing protein | chr2:315835-316770 FORWARD	stress.abiotic.heat	20_2_1

CUST_4999_PI403524517	2	0.1308899	-0.08959961	0.042755127	-0.04275608	-0.06403732	0.093624115	35_1377	"Cluster: DTDP-glucose 4,6-dehydratase; n=2; Poaceae|Rep: DTDP-glucose 4,6-dehydratase - Zea mays (Maize)"	UniRef90_Q6QP37	CHR1V7|COORD:2574256..2576606| AXS2 (UDP-D-APIOSE/UDP-D-XYLOSE SYNTHASE 2)	AT1G08200.1	CHR01V5|COORD:43069022..43065515|protein bifunctional polymyxin resistance arnA protein, putative, expressed	LOC_Os01g73790.1	no descriptionhighly similar to ( 671)AT1G08200| Symbols: AXS2 | AXS2 (UDP-D-APIOSE/UDP-D-XYLOSE SYNTHASE 2) | chr1:2574256-2576606 REVERSEvery weakly similar to (59.7)FCL1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK11908 PRK08125 Epimerase WcaG RfbB GalE PRK07003 Herpes_BLLF1	cell wall.precursor synthesis.AXS	10_1_3

CUST_64694_PI403524517	2	-0.21249485	0.31280088	0.1624155	-0.023743153	-0.500875	0.023742676	35_18470	"Cluster: Os01g0624000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0624000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JL46	CHR1V7|COORD:2264827..2268304| ceramidase family protein	AT1G07380.1	CHR01V5|COORD:25250862..25240350|protein ceramidase, putative, expressed	LOC_Os01g43520.2	no descriptionmoderately similar to ( 436)AT1G07380| Symbols:  | ceramidase family protein | chr1:2264827-2268304 REVERSEnot assigned Ceramidase_alk	lipid metabolism.'exotics' (steroids, squalene etc).sphingolipids.ceramidase	11_8_1_1

CUST_103001_PI403524517	2	0.39856386	-0.22456503	-0.080161095	0.08016062	-0.16174984	0.3837595	35_29372	0	0	CHR1V7|COORD:4312396..4312665| Encodes a Plant thionin family protein	AT1G12665.1	0	0	no description	not assigned.unknown	35_2

CUST_27766_PI403524517	2	0.0022974014	-0.0044903755	-0.0022974014	-0.013795853	0.01959896	0.0914588	35_8029	"Cluster: Os11g0174000 protein; n=5; Oryza sativa (japonica cultivar-group)|Rep: Os11g0174000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IU95	CHR4V7|COORD:15269466..15272699| coatomer beta subunit, putative / beta-coat protein, putative / beta-COP, putative	AT4G31490.1	CHR01V5|COORD:10023900..10018206|protein coatomer subunit beta, putative, expressed	LOC_Os01g17430.1	 no descriptionmoderately similar to ( 204)AT4G31490| Symbols:  | coatomer beta subunit, putative / beta-coat protein, putative / beta-COP, putative | chr4:15269466-15272699 FORWARDnot assigned COG5096 Adaptin_N 	cell. vesicle transport	31_4

CUST_79095_PI403524517	2	0.07043934	0.100432396	0.083152294	-0.070439816	-0.2669983	-0.6708727	35_22688	"Cluster: Putative WDR13 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative WDR13 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5ZAY6	CHR2V7|COORD:7112997..7115869| transducin family protein / WD-40 repeat family protein	AT2G16405.1	CHR01V5|COORD:33169321..33166255|protein WD-repeat protein 13, putative, expressed	LOC_Os01g56860.1	no descriptionmoderately similar to ( 275)AT2G16405| Symbols:  | transducin family protein / WD-40 repeat family protein | chr2:7112997-7115869 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned WD40 COG2319 WD40 WD40	not assigned.no ontology	35_1

CUST_52246_PI403524517	2	0.030101776	0.16589928	0.113251686	-0.054315567	-0.030101776	-0.046598434	35_14889	"Cluster: Vacuolar ATP synthase 16 kDa proteolipid subunit 4; n=37; Magnoliophyta|Rep: Vacuolar ATP synthase 16 kDa proteolipid subunit 4 - Arabidopsis thaliana"	UniRef90_P59229	"CHR1V7|COORD:6913308..6914313| AVA-P2 (vacuolar-H+-pumping ATPase 16 kDa proteolipid subunit 2); ATPase"	AT1G19910.1	CHR05V5|COORD:306204..304176|protein vacuolar ATP synthase 16 kDa proteolipid subunit, putative, expressed	LOC_Os05g01560.2	" no descriptionweakly similar to ( 145)AT4G34720| Symbols: VHA-C1, ATVHA-C1, AVA-P1 | AVA-P1 (vacuolar H+-pumping ATPase 16 kDa proteolipid subunit 1); ATPase/ hydrogen ion transporting ATPase, rotational mechanism | chr4:16568228-16569170 REVERSEweakly similar to ( 149)VATL_AVESAVacuolar ATP synthase 16 kDa proteolipid subunit - Avena sativa (Oat)not assigned not assigned not assigned ATP-synt_C "	transport.p- and v-ATPases.H+-transporting two-sector ATPase	34_1_1

CUST_175165_PI403524517	2	0.19811964	0.13967228	0.20605803	-0.13967276	-0.6858144	-0.26530457	35_48758	Rep: Polyubiquitin 4 UBQ4 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q0WRN6	"CHR5V7|COORD:771975..772895| UBQ3 (POLYUBIQUITIN 3); protein binding"	AT5G03240.2	CHR04V5|COORD:31743477..31746245|protein polyubiquitin OUB2, putative, expressed	LOC_Os04g53620.3	"no descriptionvery weakly similar to (56.6)AT5G03240| Symbols: UBQ3 | UBQ3 (POLYUBIQUITIN 3); protein binding | chr5:771975-772895 REVERSEvery weakly similar to (56.6)UBL1_ORYSAnot assigned not assigned Ubiquitin ubiquitin UBQ Nedd8 UBL"	protein.degradation.ubiquitin.ubiquitin	29_5_11_1

CUST_21883_PI399408534	2	0.22385311	0.59918785	-0.08532143	-0.42210484	-0.48365974	0.08532143	35_36659	"Cluster: Putative major intrinsic protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative major intrinsic protein - Oryza sativa (japonica cultivar-g"	UniRef90_Q6ZIK7	"CHR1V7|COORD:11447784..11450033| NIP3;1/NLM9 (BREVIS RADIX); identical protein binding / water channel"	AT1G31880.1	CHR02V5|COORD:28827763..28820839|protein expressed protein	LOC_Os02g47230.1	" no descriptionweakly similar to ( 103)AT1G31880| Symbols: NIP3;1, NLM9 | NIP3;1/NLM9 (BREVIS RADIX); identical protein binding / water channel | chr1:11447784-11450033 FORWARDDZC "	RNA.regulation of transcription.unclassified	27_3_99

CUST_63266_PI403524517	2	0.011112213	-0.77934074	-0.1808176	0.053232193	0.06835556	-0.011111259	35_18062	Rep: RNA-binding protein-like - Oryza sativa (japonica cultivar-group)	UniRef90_Q5ZDR1	CHR1V7|COORD:17774008..17776475| ECT7 (evolutionarily conserved C-terminal region 7)	AT1G48110.1	CHR01V5|COORD:12707622..12714007|protein YT521-B-like family protein, expressed	LOC_Os01g22630.2	no descriptionmoderately similar to ( 291)AT1G48110| Symbols: ECT7 | ECT7 (evolutionarily conserved C-terminal region 7) | chr1:17774008-17776475 REVERSEnot assigned not assigned YTH	not assigned.unknown	35_2

CUST_7170_PI404877155	2	-0.041739464	0.39271688	0.12285185	-0.3089261	-0.18502808	0.041739464	Contig20936_at	putative zinc finger protein [Oryza sativa]	AAK14414.1	zinc finger (GATA type) family protein	At1g51600.1	protein putative zinc finger protein	Os03g52450	6 putative zinc finger protein	RNA.regulation of transcription.unclassified	27_3_99

CUST_161958_PI403524517	2	0.24023533	0.91781425	0.14989376	-0.14989376	-0.4585061	-0.16795015	35_45176	0	0		0	CHR06V5|COORD:8889919..8902219|protein expressed protein	LOC_Os06g15700.1	no description	not assigned.unknown	35_2

CUST_16438_PI404877155	2	-0.018131256	-0.6833029	-0.07571983	0.07424641	0.01813221	0.049835205	HA12A16u_at	0	0	0	0	protein NAC domain, putative	Os03g01910	putative transcription factor BTF3	RNA.regulation of transcription.putative DNA-binding protein	27_3_67

CUST_91012_PI403524517	2	-5.0640106E-4	-0.2187047	5.068779E-4	0.025139809	-0.10054016	0.50466156	35_26027	"Cluster: Hypothetical protein OSJNBa0022O02.23; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0022O02.23 - Oryza sativa (japonica"	UniRef90_Q69SM9	"CHR3V7|COORD:5082003..5084057| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G22230.1); similar to unknown protein [Arabidopsis thaliana]"	AT3G15095.1	CHR06V5|COORD:14389245..14385816|protein expressed protein	LOC_Os06g24540.1	" no descriptionvery weakly similar to (60.5)AT3G15095| Symbols:  | similar to cupin family protein [Arabidopsis thaliana] (TAIR:AT2G18540.1); similar to Os06g0352900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001057589.1); similar to PREDICTED: hypothetical protein, partial [Strongylocentrotus purpuratus] (GB:XP_001185087.1) | chr3:5082399-5084057 FORWARD"	not assigned.unknown	35_2

CUST_11037_PI403524517	2	0.11776352	0.079753876	-0.008021355	-0.05982113	-0.030700684	0.008022308	35_3119	"Cluster: Putative Shwachman-Bodian-Diamond syndrome protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Shwachman-Bodian-Diamond syndrome protein"	UniRef90_Q6ZD69	CHR1V7|COORD:16624684..16626825| transcription factor	AT1G43860.1	CHR08V5|COORD:361414..364639|protein shwachman-Bodian-Diamond syndrome protein, putative, expressed	LOC_Os08g01620.2	no descriptionmoderately similar to ( 409)AT1G43860| Symbols:  | transcription factor | chr1:16624684-16626825 REVERSEnot assigned not assigned not assigned COG1500 SBDS SBDS_C	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_28785_PI403524517	2	-0.59428406	-0.9926243	0.38328934	0.1156683	0.6714392	-0.11566734	35_8314	"Cluster: Hypothetical protein OSJNBb0016H12.18; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0016H12.18 - Oryza sativa (japonica"	UniRef90_Q84R34	"CHR5V7|COORD:1557117..1557836| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G56360.1); similar to unknown protein [Oryza sativa (japonica"	AT5G05250.1	CHR03V5|COORD:30154305..30155477|protein expressed protein	LOC_Os03g52680.1	"no descriptionvery weakly similar to (65.9)AT5G05250| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G56360.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAP03420.1) | chr5:1557117-1557836 REVERSEnot assigned not assigned not assigned PRK12323 PRK07764 Transformer"	not assigned.unknown	35_2

CUST_1388_PI404877155	2	-0.073949814	0.4379444	0.023854256	-0.13113403	-0.023853302	0.079675674	Contig11508_s_at	P0431G06.4 [Oryza sativa (japonica cultivar-group)]	NP_914656.1	zinc finger protein, putative / regulator of chromosome condensation (RCC1) family protein	At5g19420.1	protein Regulator of chromosome condensation (RCC1), putative	Os01g72320	"similar to zinc finger protein, putative / regulator of chromosome condensation (RCC1) family protein [Arabidopsis thaliana] (TAIR:At5g42140.1); similar to zinc finger protein, putative / regulator of chromosome condensation (RCC1) family protein [Arabido"	RNA.regulation of transcription.unclassified	27_3_99

CUST_54041_PI403524517	2	-0.009947777	-0.07733154	-0.031642914	0.009947777	0.06346321	0.02578926	35_15379	"Cluster: DNA-directed RNA polymerase II 8.2 kDa polypeptide; n=4; Magnoliophyta|Rep: DNA-directed RNA polymerase II 8.2 kDa polypeptide - Brassica napus (Rape)"	UniRef90_Q39290	CHR1V7|COORD:3862520..3863805| DNA-directed RNA polymerase II, putative	AT1G11475.1	CHR11V5|COORD:4727879..4729987|protein DNA-directed RNA polymerase II 8.2 kDa polypeptide, putative	LOC_Os11g08940.1	 no descriptionweakly similar to ( 139)AT1G11475| Symbols:  | DNA-directed RNA polymerase II, putative | chr1:3862520-3863805 FORWARDweakly similar to ( 139)RPB10_BRANAnot assigned RPB10 RNA_pol_N PRK04016 	RNA.transcription	27_2

CUST_180052_PI403524517	2	-0.056711197	0.020037651	0.11405277	-0.1453495	0.047800064	-0.020036697	35_50073	"Cluster: Os01g0858000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0858000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JHK6	CHR1V7|COORD:6747158..6751434| AT hook motif-containing protein	AT1G19485.1	CHR01V5|COORD:37415796..37407138|protein AT hook motif family protein, expressed	LOC_Os01g63910.2	no descriptionweakly similar to ( 112)AT1G19485| Symbols:  | AT hook motif-containing protein | chr1:6747158-6751434 FORWARD	DNA.repair	28_2

CUST_22405_PI399408534	2	0.049427032	-0.40434074	-0.23746872	0.04992962	-0.03690052	0.036899567	35_14877	"Cluster: BTH-induced ERF transcriptional factor 1; n=5; Oryza sativa|Rep: BTH-induced ERF transcriptional factor 1 - Oryza sativa (indica cultivar-group)"	UniRef90_Q5MFV3	"CHR1V7|COORD:20138910..20140249| RAP2.12; DNA binding / transcription factor"	AT1G53910.2	CHR09V5|COORD:15958400..15961893|protein ethylene response factor, putative, expressed	LOC_Os09g26420.3	no descriptionweakly similar to ( 118)AT1G53910| Symbols: RAP2.12 | RAP2.12 | chr1:20138910-20140249 FORWARDweakly similar to ( 147)ERF1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned AP2 AP2 AP2 PRK07764 Tymo_45kd_70kd DUF1777	RNA.regulation of transcription.AP2/EREBP, APETALA2/Ethylene-responsive element binding protein family	27_3_3

CUST_169374_PI403524517	2	-0.047595978	0.79652405	0.26149368	0.04759693	-0.055570602	-0.095308304	35_47175	"Cluster: Os01g0916800 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0916800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JGL7	"CHR1V7|COORD:8742196..8755229| similar to DEAD box RNA helicase, putative [Arabidopsis thaliana] (TAIR:AT1G20920.1); similar to F5A9.21, related [Medicago"	AT1G24706.1	CHR01V5|COORD:40302766..40287152|protein expressed protein	LOC_Os01g68810.1	" no descriptionvery weakly similar to (57.4)AT1G24706| Symbols:  | similar to DEAD box RNA helicase, putative [Arabidopsis thaliana] (TAIR:AT1G20920.1); similar to F5A9.21, related [Medicago truncatula] (GB:ABE85730.1); similar to putative THO complex 2 [Oryza sativa (japonica cultivar-group)] (GB:BAD87730.1); similar to Eukaryotic DNA topoisomerases I, dispensable insert [Medicago truncatula] (GB:ABE94293.1); contains domain THO2 PROTEIN (PTHR21597); contains domain Prion-like (SSF54098) | chr1:8742196-8755229 FORWARD"	not assigned.unknown	35_2

CUST_45082_PI403524517	2	-0.70042515	-0.38624382	1.0299034	0.58060074	0.13503075	-0.1350298	35_12924	"Cluster: Os06g0103800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0103800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DFB4	CHR4V7|COORD:13878989..13882685| integral membrane family protein	AT4G27870.1	CHR06V5|COORD:265681..270992|protein integral membrane protein, expressed	LOC_Os06g01440.1	no descriptionvery weakly similar to (84.7)AT4G27870| Symbols:  | integral membrane family protein | chr4:13878989-13882685 FORWARD	not assigned.no ontology	35_1

CUST_15585_PI399408534	2	0.120072365	-0.008130074	0.105706215	-0.10991573	0.00812912	-0.124277115	35_47103	"Cluster: Putative 14-3-3-like protein GF14-H; n=1; Oryza sativa|Rep: Putative 14-3-3-like protein GF14-H - Oryza sativa (Rice)"	UniRef90_Q2R1D5	"CHR1V7|COORD:12744040..12745581| GRF11 (General regulatory factor 11); amino acid binding / protein phosphorylated amino acid binding"	AT1G34760.1	CHR11V5|COORD:23057140..23052236|protein 14-3-3-like protein, putative, expressed	LOC_Os11g39540.1	 no descriptionvery weakly similar to (97.1)AT1G34760| Symbols: GF14 OMICRON, GRF11 | GRF11 (General regulatory factor 11) | chr1:12743959-12745581 REVERSEweakly similar to ( 126)14338_ORYSAnot assigned 14-3-3 14_3_3 BMH1 	signalling.14-3-3 proteins	30_7

CUST_159091_PI403524517	2	0.046874046	0.6747227	-0.046873093	-0.23673248	-0.4616146	0.05616188	35_44405	"Cluster: Hypothetical protein OSJNBa0075A10.9; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0075A10.9 - Oryza sativa (japonica cu"	UniRef90_Q5W672	CHR5V7|COORD:2572108..2574880| replication protein, putative	AT5G08020.1	CHR11V5|COORD:26634029..26629929|protein conserved hypothetical protein	LOC_Os11g44840.1	no descriptionRPA1_DBD_C	not assigned.unknown	35_2

CUST_2996_PI403524517	2	0.04860401	-0.014902115	0.054768562	-0.1684475	-0.04675007	0.014902115	35_816	"Cluster: Os06g0124900 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os06g0124900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DF13	0	0	CHR06V5|COORD:1340457..1343548|protein expressed protein	LOC_Os06g03486.1	no description	not assigned.unknown	35_2

CUST_100517_PI403524517	2	0.11037731	-0.08641529	-0.015927315	0.01629448	0.015928268	-0.018330574	35_28690	"Cluster: Os03g0571900 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os03g0571900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DQQ2	CHR1V7|COORD:22871768..22874828| MATE efflux family protein	AT1G61890.1	CHR03V5|COORD:20754435..20747683|protein transparent testa 12 protein, putative, expressed	LOC_Os03g37490.1	no descriptionvery weakly similar to (64.3)AT1G61890| Symbols:  | MATE efflux family protein | chr1:22871768-22874828 REVERSEnot assigned	transport.misc	34_99

CUST_103785_PI403524517	2	-0.28867722	-0.36586237	-0.024502754	0.03214407	0.22863007	0.024503231	35_29590	"Cluster: Os06g0186600 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0186600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DDZ8	"CHR2V7|COORD:10252001..10253795| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G30780.1); similar to hypothetical protein MtrDRAFT_AC126784g9v2"	AT2G24100.1	CHR06V5|COORD:4375384..4369967|protein expressed protein	LOC_Os06g08740.2	"no descriptionvery weakly similar to (57.4)AT2G24100| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G30780.1); similar to hypothetical protein MtrDRAFT_AC126784g9v2 [Medicago truncatula] (GB:ABE94678.1) | chr2:10252001-10253795 FORWARD"	not assigned.unknown	35_2

CUST_155061_PI403524517	2	0.09379387	0.15737343	-0.025821686	-0.027410984	-0.19831753	0.025821686	35_43318	"Cluster: Hypothetical protein OSJNBb0022E02.3; n=2; Oryza sativa|Rep: Hypothetical protein OSJNBb0022E02.3 - Oryza sativa (Rice)"	UniRef90_Q94GS4	CHR1V7|COORD:11399903..11405702| actin binding	AT1G31810.1	CHR03V5|COORD:28419725..28422846|protein integral membrane protein DUF6 containing protein, expressed	LOC_Os03g49940.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_132878_PI403524517	2	0.28386974	-0.078481674	0.0210886	0.47799397	-0.2628317	-0.021088123	35_37313	"Cluster: Putative soluble starch synthase; n=1; Triticum turgidum subsp. durum|Rep: Putative soluble starch synthase - Triticum turgidum subsp. durum (durum whe"	UniRef90_Q575T5	CHR2V7|COORD:11824006..11824747| 60S acidic ribosomal protein P2 (RPP2B)	AT2G27710.2	CHR02V5|COORD:19452482..19449254|protein 60S acidic ribosomal protein P2A, putative, expressed	LOC_Os02g32760.1	no description	not assigned.unknown	35_2

CUST_16394_PI399408534	2	0.36547947	-1.3218393	-1.6345739	0.29482174	0.0650959	-0.06509495	35_4274	Rep: RISBZ5 - Oryza sativa (Rice)	UniRef90_Q9AVC9	"CHR5V7|COORD:8515262..8516544| BZO2H2 (basic leucine zipper O2 homolog 2); DNA binding / transcription factor"	AT5G24800.1	CHR06V5|COORD:27301110..27298917|protein light-inducible protein CPRF-2, putative, expressed	LOC_Os06g45140.1	" no descriptionvery weakly similar to (97.1)AT5G24800| Symbols: ATBZIP9, BZO2H2 | BZO2H2 (basic leucine zipper O2 homolog 2); DNA binding / transcription factor | chr5:8515262-8516544 FORWARDvery weakly similar to (80.1)CPRF2_PETCRLight-inducible protein CPRF-2 - Petroselinum crispum (Parsley) (Petroselinum hortense)not assigned BRLZ bZIP_1 "	RNA.regulation of transcription.bZIP transcription factor family	27_3_35

CUST_15553_PI403524517	2	0.35792637	-0.69415045	0.102687836	0.2225833	-0.17528868	-0.10268831	35_4490	"Cluster: Os11g0136400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os11g0136400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IUT1	"CHR5V7|COORD:4432692..4436486| ZIF1 (ZINC INDUCED FACILITATOR 1); carbohydrate transporter/ sugar porter"	AT5G13740.1	CHR11V5|COORD:1687100..1680094|protein major facilitator superfamily antiporter, putative, expressed	LOC_Os11g04150.1	"no descriptionweakly similar to ( 192)AT5G13740| Symbols: ZIF1 | ZIF1 (ZINC INDUCED FACILITATOR 1); carbohydrate transporter/ sugar porter | chr5:4432692-4436486 FORWARDnot assigned not assigned not assigned MFS_1 ProP Sugar_tr"	transporter.sugars	34_2

CUST_102618_PI403524517	2	0.12849474	-0.36914158	0.25123072	0.22847366	-0.12849474	-0.22949982	35_29272	Rep: Plasma membrane H+-ATPase - Oryza sativa (Rice)	UniRef90_Q8RW25	"CHR2V7|COORD:3170391..3173949| AHA6 (ARABIDOPSIS H(+)-ATPASE 6); ATPase"	AT2G07560.1	CHR06V5|COORD:4029376..4024531|protein ATPase 8, plasma membrane-type, putative, expressed	LOC_Os06g08310.2	"no descriptionweakly similar to ( 125)AT2G07560| Symbols: AHA6 | AHA6 (ARABIDOPSIS H(+)-ATPASE 6); ATPase | chr2:3170391-3173949 REVERSEweakly similar to ( 123)PMA4_NICPLPlasma membrane ATPase 4 - Nicotiana plumbaginifolia (Leadwort-leaved tobacco)not assigned"	transport.p- and v-ATPases	34_1

CUST_27193_PI399408534	2	0.27275705	0.21862602	0.26674652	-0.40224695	-0.33469486	-0.21862602	35_40953	Rep: Hypothetical protein - Gibberella zeae (Fusarium graminearum)	UniRef90_Q4I6V6	CHR4V7|COORD:3764496..3766436| zinc finger (C2H2 type) family protein	AT4G06634.1	CHR05V5|COORD:1120053..1123778|protein transcription factor IIIA, putative, expressed	LOC_Os05g03020.1	no descriptionvery weakly similar to (54.7)AT4G06634| Symbols:  | nucleic acid binding / zinc ion binding | chr4:3764496-3766174 REVERSEnot assigned not assigned not assigned	RNA.regulation of transcription.C2H2 zinc finger family	27_3_11

CUST_38798_PI403524517	2	0.25507736	0.28858662	-0.20113277	-0.18658352	-0.1956873	0.18658257	35_11166	0	0	0	0	CHR01V5|COORD:42525955..42527180|protein hypothetical protein	LOC_Os01g72720.1	no description	not assigned.unknown	35_2

CUST_156389_PI403524517	2	0.2637329	0.08557415	0.03634739	-0.03634739	-0.38494873	-0.117669106	35_43680	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_139707_PI403524517	2	-0.012120724	0.13731194	0.012121201	-0.2006073	-0.7785778	0.029404163	35_39181	"Cluster: RNA recognition motif family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: RNA recognition motif family protein, expressed - Ory"	UniRef90_Q10L03		0	CHR03V5|COORD:14155209..14159846|protein FUS-interacting serine-arginine-rich protein 1, putative, expressed	LOC_Os03g24890.1	no description	not assigned.unknown	35_2

CUST_66948_PI403524517	2	0.01884079	-0.008026123	-0.0025539398	0.0025529861	0.10067558	-0.0025539398	35_19119	"Cluster: Putative FKBP12 interacting protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative FKBP12 interacting protein - Oryza sativa (japonica"	UniRef90_Q69XX8	CHR3V7|COORD:20067826..20070374| ATFIP37 (ARABIDOPSIS THALIANA FKBP12 INTERACTING PROTEIN 37)	AT3G54170.1	CHR06V5|COORD:15871706..15862216|protein FKBP12-interacting protein of 37 kDa, putative, expressed	LOC_Os06g27970.1	 no descriptionmoderately similar to ( 307)AT3G54170| Symbols: FIP37, ATFIP37 | ATFIP37 (ARABIDOPSIS THALIANA FKBP12 INTERACTING PROTEIN 37) | chr3:20067826-20070374 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned Smc PRK03918 SbcC PRK02224 	cell.organisation	31_1

CUST_42857_PI403524517	2	0.36568594	0.27535295	0.19226933	-0.19226933	-0.5540242	-0.73173904	35_12308	Rep: Sigma factor SIG6 - Zea mays (Maize)	UniRef90_Q9ZPL0	0	0	CHR08V5|COORD:8671612..8675647|protein RNA polymerase sigma factor rpoD1, putative, expressed	LOC_Os08g14450.1	no description	not assigned.unknown	35_2

CUST_153383_PI403524517	2	0.004799843	0.017830372	0.12819815	-0.004799843	-0.28658342	-0.18325329	35_42869	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_77495_PI403524517	2	0.087516785	0.28776264	-0.014775276	-0.24284554	-0.0050201416	0.0050201416	35_22209	"Cluster: Putative cell cycle regulatory protein; n=2; Oryza sativa|Rep: Putative cell cycle regulatory protein - Oryza sativa (Rice)"	UniRef90_Q8W382	CHR3V7|COORD:576385..579233| NBS1 (NIJMEGEN BREAKAGE SYNDROME 1)	AT3G02680.1	CHR10V5|COORD:18104777..18108669|protein FHA domain containing protein, expressed	LOC_Os10g34580.2	 no descriptionvery weakly similar to (94.7)AT3G02680| Symbols: ATNBS1, NBS1 | NBS1 (NIJMEGEN BREAKAGE SYNDROME 1) | chr3:576385-579233 FORWARD	not assigned.unknown	35_2

CUST_14569_PI403524517	2	0.03421974	0.088581085	-0.0039711	-0.054904938	-0.19399834	0.0039711	35_4193	Rep: Phospholipase D - Oryza sativa (Rice)	UniRef90_Q710M6	"CHR2V7|COORD:17540096..17545068| PLDBETA1 (PHOSPHOLIPASE D BETA 1); phospholipase D"	AT2G42010.1	CHR10V5|COORD:20056413..20047348|protein phospholipase D beta 1, putative, expressed	LOC_Os10g38060.2	" no descriptionmoderately similar to ( 375)AT2G42010| Symbols: PLDBETA, PLDBETA1 | PLDBETA1 (PHOSPHOLIPASE D BETA 1); phospholipase D | chr2:17540096-17545068 REVERSEmoderately similar to ( 232)PLDA1_RICCOPhospholipase D alpha 1 precursor - Ricinus communis (Castor bean)not assigned PLDc Cls "	lipid metabolism.lipid degradation.lysophospholipases.phospholipase D	11_9_3_1

CUST_112182_PI403524517	2	0.4036064	-0.24657488	-0.006406307	0.029157639	0.0064058304	-0.22093773	35_31852	"Cluster: Sulphate transporter protein; n=1; Sporobolus stapfianus|Rep: Sulphate transporter protein - Sporobolus stapfianus (Ressurection grass)"	UniRef90_O04001	"CHR1V7|COORD:8185227..8188943| AST91 (SULFATE TRANSPORTER 91); sulfate transporter"	AT1G23090.1	CHR04V5|COORD:33001586..32995970|protein sulfate transporter 3.3, putative, expressed	LOC_Os04g55800.1	" no descriptionmoderately similar to ( 207)AT1G23090| Symbols: SULTR3;3, AST91 | AST91 (SULFATE TRANSPORTER 91); sulfate transporter | chr1:8185227-8188943 REVERSEvery weakly similar to (93.2)NO70_SOYBNEarly nodulin 70 - Glycine max (Soybean)not assigned not assigned not assigned not assigned SUL1 PRK11660 PRK12323 PRK07764 "	transport.sulphate	34_6

CUST_153598_PI403524517	2	0.3179903	0.33577633	0.019975662	-0.21065903	-0.019975662	-0.2576027	35_42926	"Cluster: Putative anthranilate phosphoribosyltransferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative anthranilate phosphoribosyltransferase - Ory"	UniRef90_Q5TKJ0	CHR1V7|COORD:7994467..7997556| C2 domain-containing protein	AT1G22610.1	CHR05V5|COORD:21000872..20997802|protein phosphoribosylanthranilate transferase, putative, expressed	LOC_Os05g35480.1	no descriptionmoderately similar to ( 215)AT1G22610| Symbols:  | C2 domain-containing protein | chr1:7994467-7997556 FORWARDnot assigned C2 C2 C2	not assigned.no ontology.C2 domain-containing protein	35_1_19

CUST_129651_PI403524517	2	-0.1468916	1.2351117	-0.035396576	0.3648033	-0.3366375	0.035397053	35_36418	Rep: Hypothetical protein - Gibberella zeae (Fusarium graminearum)	UniRef90_Q4IQ01		0	0	0	no description	not assigned.unknown	35_2

CUST_3277_PI404877155	2	0.10615826	-0.088027	-3.4236908E-4	3.4236908E-4	0.07362747	-0.021518707	Contig13741_at	unnamed protein product [Oryza sativa (japonica cultivar-group)]	NP_913525.1	histidinol dehydrogenase, putative / HDH, putative	At5g63890.2	protein histidinol dehydrogenase	Os01g13190	histidinol dehydrogenase	amino acid metabolism.synthesis.histidine	13_1_7

CUST_6148_PI399408534	2	-0.059474945	0.28202248	0.059474945	-0.09553623	-0.09118748	0.09446812	35_18551	"Cluster: ICE-like protease p20 domain containing protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: ICE-like protease p20 domain"	UniRef90_Q108Y0	CHR2V7|COORD:14834694..14836684| MORN (Membrane Occupation and Recognition Nexus) repeat-containing protein /phosphatidylinositol-4-phosphate	AT2G35170.1	CHR10V5|COORD:21986320..21994138|protein ICE-like protease p20 domain containing protein, expressed	LOC_Os10g41534.3	no descriptionmoderately similar to ( 263)AT2G35170| Symbols:  | MORN (Membrane Occupation and Recognition Nexus) repeat-containing protein /phosphatidylinositol-4-phosphate 5-kinase-related | chr2:14834694-14836684 FORWARDvery weakly similar to (81.6)PI5K1_ORYSAnot assigned COG4642	signalling.phosphinositides.phosphatidylinositol-4-phosphate 5-kinase	30_4_1

CUST_18518_PI404877155	2	0.06248188	0.062302113	1.1059628	-0.062301636	-0.7768316	-0.24810886	HVSMEk0005B15r2_at	putative glutamine synthetase [Oryza sativa (japonica cultivar-group)] gb|AAP54087.1| putative glutamine synthetase [Oryza sativa (japonica	NP_921800.1	glutamine synthetase, putative	At3g53180.1	protein Glutamine synthetase, catalytic domain, putative	Os10g31820	NONE	N-metabolism.ammonia metabolism.glutamine synthase	12_2_02

CUST_91228_PI403524517	2	0.07894564	0.048813343	0.024631977	-0.0246315	-0.17005777	-0.23618126	35_26088	"Cluster: Putative aminopeptidase C; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative aminopeptidase C - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69Y12	CHR5V7|COORD:14265432..14270502| serine-type peptidase	AT5G36210.1	CHR06V5|COORD:5868597..5861164|protein acyl-peptide hydrolase-like, putative, expressed	LOC_Os06g11180.1	no descriptionmoderately similar to ( 249)AT5G36210| Symbols:  | serine-type peptidase | chr5:14265432-14270502 REVERSEnot assigned	protein.degradation	29_5

CUST_14520_PI399408534	2	-0.18803978	-0.013411522	0.01941681	0.013410568	-0.07489586	0.025458336	35_2107	Rep: H0815C01.8 protein - Oryza sativa (Rice)	UniRef90_Q01J88	CHR4V7|COORD:5724257..5726902| CRY1 (CRYPTOCHROME 1, OUT OF PHASE 2)	AT4G08920.1	CHR04V5|COORD:22330830..22336011|protein cryptochrome 1 apoprotein, putative, expressed	LOC_Os04g37920.1	 no descriptionhighly similar to ( 778)AT4G08920| Symbols: BLU1, HY4, OOP2, CRY1 | CRY1 (CRYPTOCHROME 1, OUT OF PHASE 2) | chr4:5724257-5726902 FORWARDmoderately similar to ( 500)PHR1_SINALDeoxyribodipyrimidine photo-lyase - Sinapis alba (White mustard) (Brassica hirta)not assigned FAD_binding_7 PhrB PRK10674 DNA_photolyase 	signalling.light	30_11

CUST_113205_PI403524517	2	0.0516572	-0.20369339	0.05659771	-0.0516572	0.72498703	-0.41263676	35_32132	"Cluster: Chloroplastic iron-superoxide dismutase precursor; n=2; Zea mays|Rep: Chloroplastic iron-superoxide dismutase precursor - Zea mays (Maize)"	UniRef90_Q5FB28	"CHR5V7|COORD:7850627..7852244| FSD3 (FE SUPEROXIDE DISMUTASE 3); iron superoxide dismutase"	AT5G23310.1	CHR06V5|COORD:2255855..2260001|protein superoxide dismutase, chloroplast, putative, expressed	LOC_Os06g05110.3	"no descriptionvery weakly similar to (60.8)AT5G23310| Symbols: FSD3 | FSD3 (FE SUPEROXIDE DISMUTASE 3); iron superoxide dismutase | chr5:7850627-7852244 FORWARD"	redox.dismutases and catalases	21_6

CUST_64603_PI403524517	2	-0.22513866	-0.3040614	0.10122585	-0.10122585	0.8475795	0.55753326	35_18443	"Cluster: Os09g0462400 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os09g0462400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J149	"CHR2V7|COORD:11300990..11302786| PLP2 (PHOSPHOLIPASE A 2A); nutrient reservoir"	AT2G26560.1	CHR09V5|COORD:17475730..17478575|protein patatin class 1 precursor, putative, expressed	LOC_Os09g28770.1	" no descriptionweakly similar to ( 199)AT2G26560| Symbols: PLP2, PLA2A, PLA IIA | PLP2 (PHOSPHOLIPASE A 2A); nutrient reservoir | chr2:11300990-11302786 REVERSEweakly similar to ( 132)PAT5_SOLTUnot assigned Patatin COG3621 "	development.storage proteins	33_1

CUST_3114_PI404877155	2	-0.19694996	-0.017025948	0.05096817	-0.01766777	0.028738976	0.017024994	Contig13555_at	P0698A10.26 [Oryza sativa (japonica cultivar-group)]	NP_915011.1	RNA recognition motif (RRM)-containing protein	At4g10110.1	protein RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain), putative	Os01g65530	NONE	RNA.processing	27_1

CUST_169743_PI403524517	2	0.09494209	-0.45686626	-0.0035924911	-0.0361681	0.0035924911	0.1979618	35_47281	"Cluster: Os09g0551800 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0551800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IZT1	CHR1V7|COORD:7185648..7192784| helicase-related	AT1G20720.1	CHR09V5|COORD:21867685..21859936|protein ATP binding protein, putative, expressed	LOC_Os09g37920.1	no descriptionvery weakly similar to (51.2)AT1G20720| Symbols:  | helicase-related | chr1:7185648-7192784 REVERSE	DNA.synthesis/chromatin structure	28_1

CUST_49509_PI403524517	2	0.09324837	-1.0117855	-0.044612885	0.31927586	0.04461384	-0.19283962	35_14120	"Cluster: Heat shock protein 81-2; n=23; Magnoliophyta|Rep: Heat shock protein 81-2 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_P55737	"CHR5V7|COORD:22698636..22701137| HSP81-3 (Heat shock protein 81-3); ATP binding"	AT5G56010.1	CHR08V5|COORD:24590710..24586258|protein heat shock protein 81-1, putative, expressed	LOC_Os08g39140.1	"no descriptionnearly identical (1079)AT5G56010| Symbols: HSP81-3 | HSP81-3 (Heat shock protein 81-3); ATP binding | chr5:22698636-22701137 FORWARDnearly identical (1124)HSP81_ORYSAnot assigned not assigned not assigned HSP90 PRK05218 HtpG HATPase_c"	stress.abiotic.heat	20_2_1

CUST_45378_PI403524517	2	0.09497738	-0.5703602	-0.018081188	0.19400644	-0.39714193	0.018081188	35_13006	Rep: NBS-LRR type resistance protein - Hordeum vulgare (Barley)	UniRef90_O48980	CHR3V7|COORD:4857947..4861111| disease resistance protein (NBS-LRR class), putative	AT3G14470.1	CHR08V5|COORD:26997252..27000882|protein disease resistance protein RGA2, putative, expressed	LOC_Os08g42930.1	 no descriptionmoderately similar to ( 212)AT3G14470| Symbols:  | disease resistance protein (NBS-LRR class), putative | chr3:4857947-4861111 FORWARDnot assigned NB-ARC 	stress.biotic	20_1

CUST_27410_PI403524517	2	0.13828087	0.06950474	0.04330635	-0.21393013	-0.3724203	-0.04330635	35_7934	"Cluster: AMP-binding enzyme family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: AMP-binding enzyme family protein, expressed - Oryza sat"	UniRef90_Q2R2L5	CHR1V7|COORD:18294856..18299309| LACS2 (LONG-CHAIN ACYL-COA SYNTHETASE 2)	AT1G49430.1	CHR11V5|COORD:20242430..20247171|protein acyl CoA synthetase, putative, expressed	LOC_Os11g35400.1	no descriptionmoderately similar to ( 286)AT1G49430| Symbols: LACS2 | LACS2 (LONG-CHAIN ACYL-COA SYNTHETASE 2) | chr1:18294856-18299309 FORWARDvery weakly similar to (50.8)4CL1_TOBAC4-coumarate--CoA ligase 1 - Nicotiana tabacum (Common tobacco)not assigned not assigned not assigned not assigned not assigned AMP-binding FAA1 CaiC Acs PRK08316 PRK06188 PRK09089 PRK08315 PRK12583 PRK07770 PRK05605 PRK07684 PRK07798 PRK03640 PRK08314 PRK09192 PRK07656 PRK05620 PRK07771 PRK07514 PRK06187 PRK08162 EntF PRK06087 PRK06839 PRK03584 PRK08180 PRK02530 PRK06178 PRK08276 caiC PRK04813 PRK03582 PRK07786 PRK08279 PRK07008 PRK06145 PRK04319 PRK03429 PRK10252 PRK04664	lipid metabolism.FA synthesis and FA elongation.long chain fatty acid CoA ligase	11_1_9

CUST_178618_PI403524517	2	0.03966427	-1.3646507	-0.039663315	0.14152908	0.24983501	-0.3277979	35_49678	Rep: Proline-rich-like protein - Asparagus officinalis (Garden asparagus)	UniRef90_Q96232	CHR2V7|COORD:4318242..4319117| protease inhibitor/seed storage/lipid transfer protein (LTP) family protein	AT2G10940.1	CHR06V5|COORD:26226107..26227760|protein 36.4 kDa proline-rich protein, putative, expressed	LOC_Os06g43600.1	no description	not assigned.unknown	35_2

CUST_7804_PI404877155	2	-0.2037754	-0.096606255	0.5876522	0.2561226	0.055747986	-0.055748463	Contig230_at	Phosphoglycerate kinase, cytosolic pir||TVWTGY phosphoglycerate kinase (EC 2.7.2.3), cytosolic - wheat emb|CAA33302.1| unnamed protein produ	P12783	phosphoglycerate kinase, putative	At1g79550.1	protein phosphoglycerate kinase	Os06g45710	Phosphoglycerate kinase, cytosolic	glycolysis.phosphoglycerate kinase	4_10

CUST_60245_PI403524517	2	0.38328123	0.38297606	0.25321198	-0.5426235	-0.2532115	-0.8793087	35_17172	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XDQ5	"CHR2V7|COORD:1480274..1481980| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G12700.1); similar to Os10g0456400 [Oryza sativa (japonica"	AT2G04280.1	CHR10V5|COORD:16346121..16348484|protein expressed protein	LOC_Os10g31810.1	" no descriptionvery weakly similar to (55.1)AT2G04280| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G12700.1); similar to Os10g0456400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001064754.1); similar to Proteinase inhibitor I4, serpin [Medicago truncatula] (GB:ABE79305.1); contains domain YggU-like (SSF69786) | chr2:1480274-1481980 REVERSEnot assigned not assigned not assigned PRK07764 "	not assigned.unknown	35_2

CUST_141386_PI403524517	2	-0.029526234	0.3673482	-0.095348835	-0.0013136864	0.0013136864	0.2718811	35_39629	"Cluster: Putative trehalose-6-phosphate phosphatase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative trehalose-6-phosphate phosphatase - Oryza sativa"	UniRef90_Q9FWQ2	CHR4V7|COORD:7365477..7367343| trehalose-6-phosphate phosphatase, putative	AT4G12430.1	CHR10V5|COORD:21381292..21377225|protein trehalose-phosphate phosphatase, putative, expressed	LOC_Os10g40550.2	"no descriptionvery weakly similar to (71.2)AT5G51460| Symbols: ATTPPA | ATTPPA (Arabidopsis thaliana trehalose-6-phosphate phosphatase); trehalose-phosphatase | chr5:20919492-20921518 FORWARDnot assigned Trehalose_PPase OtsB"	minor CHO metabolism.trehalose.TPP	3_2_2

CUST_52872_PI403524517	2	0.030647278	0.47993374	0.12895966	-0.12701988	-0.030647278	-0.053162575	35_15057	Rep: Soluble inorganic pyrophosphatase - Oryza sativa (Rice)	UniRef90_O22537	CHR3V7|COORD:19892469..19894286| inorganic pyrophosphatase, putative (soluble) / pyrophosphate phospho-hydrolase, putative / PPase, putative	AT3G53620.1	CHR02V5|COORD:29080846..29075952|protein soluble inorganic pyrophosphatase, putative, expressed	LOC_Os02g47600.2	 no descriptionmoderately similar to ( 350)AT3G53620| Symbols: ATPPA4 | inorganic pyrophosphatase, putative (soluble) / pyrophosphate phospho-hydrolase, putative / PPase, putative | chr3:19892469-19894286 FORWARDmoderately similar to ( 415)IPYR_ORYSAnot assigned pyrophosphatase Ppa PRK02230 Pyrophosphatase PRK01250 PRK00642 	nucleotide metabolism.phosphotransfer and pyrophosphatases.misc	23_4_99

CUST_66858_PI403524517	2	-0.058347702	-0.2082243	0.058347225	-0.120999336	0.6075115	0.06484985	35_19088	"Cluster: Probable NADPH:quinone oxidoreductase 1; n=2; Oryza sativa|Rep: Probable NADPH:quinone oxidoreductase 1 - Oryza sativa (Rice)"	UniRef90_Q941Z0	"CHR3V7|COORD:10352044..10353175| NQR (NADPH:QUINONE OXIDOREDUCTASE); FMN reductase"	AT3G27890.1	CHR01V5|COORD:42336634..42330780|protein NADPH quinone oxidoreductase 1, putative, expressed	LOC_Os01g72430.1	"no descriptionmoderately similar to ( 228)AT3G27890| Symbols: NQR | NQR (NADPH:QUINONE OXIDOREDUCTASE); FMN reductase | chr3:10352044-10353175 REVERSEmoderately similar to ( 274)NQR1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned FMN_red COG0431 HPC2 Herpes_BLLF1 PRK12323 PRK07003 DUF566 APC_basic AF-4 MAP65_ASE1 WrbA Herpes_UL32"	not assigned.no ontology	35_1

CUST_126127_PI403524517	2	0.20136929	-0.13566875	-0.22733784	-0.029788017	0.27789307	0.029788017	35_35506	"Cluster: Putative somatic embryogenesis protein kinase 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative somatic embryogenesis protein kinase 1 - Ory"	UniRef90_Q9FP13	"CHR3V7|COORD:9280919..9283797| NIK2 (NSP-INTERACTING KINASE 2); protein kinase"	AT3G25560.1	CHR06V5|COORD:9314992..9322904|protein BRASSINOSTEROID INSENSITIVE 1-associated receptor kinase 1 precursor, putative, expressed	LOC_Os06g16330.1	no description	not assigned.unknown	35_2

CUST_79124_PI403524517	2	0.15263653	-0.63483524	-0.023676872	0.023676872	0.062628746	-0.03252411	35_22696	"Cluster: Hypothetical protein OSJNBa0018M09.24; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0018M09.24 - Oryza sativa (japonica"	UniRef90_Q6K4T0	0	0	CHR02V5|COORD:10705002..10704297|protein expressed protein	LOC_Os02g18390.1	no description	not assigned.unknown	35_2

CUST_15394_PI404877155	2	0.040789604	0.3150835	-0.1404419	0.013850212	-0.12917519	-0.013850212	Contig9252_at	Myb-related protein Hv1 pir||S61506 myb-related protein 1 - barley emb|CAA50222.1| MybHv1 [Hordeum vulgare subsp. vulgare]	P20026	myb family transcription factor (MYB4)	At4g38620.1	protein myb-related gene Hv1.	Os09g36730	NONE	RNA.regulation of transcription.MYB domain transcription factor family	27_3_25

CUST_61202_PI403524517	2	-0.6048975	-0.09543228	-0.19314957	0.1448698	0.09543228	0.15122128	35_17462	"Cluster: Os04g0542900 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os04g0542900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JBC2	"CHR2V7|COORD:9704460..9706664| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G37820.1); similar to hypothetical protein B14911_03489 [Bacillus sp."	AT2G22795.1	CHR04V5|COORD:26971925..26976114|protein placental protein 11 precursor, putative, expressed	LOC_Os04g45910.1	no descriptionnot assigned XendoU	not assigned.unknown	35_2

CUST_19354_PI404877155	2	-0.09425068	-0.49864483	-0.020665169	0.1280098	0.020665169	0.08230972	rbags10b22_x_at	OSJNBa0043L09.15 [Oryza sativa (japonica cultivar-group)] ref|XP_474019.1| OSJNBa0043L09.15 [Oryza sativa (japonica cultivar-group)]	CAE02996.2	diacylglycerol kinase, putative	At2g20900.1	protein Diacylglycerol kinase catalytic domain (presumed), putative	Os04g54200	NONE	lipid metabolism.Phospholipid synthesis	11_3

CUST_31475_PI403524517	2	-0.09210873	0.39831448	0.0041275024	-0.17607498	-0.0041275024	0.0054216385	35_9085	"Cluster: Os02g0119100 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0119100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E4H6	CHR1V7|COORD:18788387..18791283| similar to hypothetical protein MtrDRAFT_AC142394g9v2 [Medicago truncatula] (GB:ABE91638.1)	AT1G50710.1	CHR02V5|COORD:1011845..1008399|protein expressed protein	LOC_Os02g02690.1	no descriptionmoderately similar to ( 351)AT1G50710| Symbols:  | similar to hypothetical protein MtrDRAFT_AC142394g9v2 [Medicago truncatula] (GB:ABE91638.1) | chr1:18788387-18791283 REVERSE	not assigned.unknown	35_2

CUST_19394_PI403524517	2	-0.07676411	0.34023333	-0.0725646	0.07256508	0.09674311	-0.12305641	35_5622	"Cluster: ATPase, AAA family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: ATPase, AAA family protein, expressed - Oryza sativa (japonica"	UniRef90_Q2R8Q8	"CHR3V7|COORD:21004848..21009510| CIP111 (CAM INTERACTING PROTEIN 111); ATPase/ calmodulin binding"	AT3G56690.1	CHR11V5|COORD:6284373..6290628|protein CIP111, putative, expressed	LOC_Os11g11340.1	"no descriptionmoderately similar to ( 409)AT3G56690| Symbols: CIP111 | CIP111 (CAM INTERACTING PROTEIN 111); ATPase/ calmodulin binding | chr3:21004848-21009510 REVERSEmoderately similar to ( 256)CDC48_CAPANCell division cycle protein 48 homolog - Capsicum annuum (Bell pepper)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned SpoVK PRK03992 RPT1 AAA HflB hflB COG1223 AAA AAA COG0714 ruvB RuvB"	protein.degradation.ubiquitin.proteasom	29_5_11_20

CUST_14433_PI404877155	2	-0.36798143	-0.082244396	0.030167103	0.5615368	-0.030167103	0.1701231	Contig8274_at	putative acyl-CoA dehydrogenase [Oryza sativa (japonica cultivar-group)]	BAC83542.1	acyl-CoA dehydrogenase-related	At3g06810.1	protein Phosphotransferase enzyme family, putative	Os07g47820	NONE	lipid metabolism.lipid degradation.beta-oxidation.acyl CoA DH	11_9_4_02

CUST_116805_PI403524517	2	0.018556595	0.068881035	0.027392387	-0.018555641	-0.056918144	-0.049298286	35_33111	"Cluster: Putative XAP-5 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative XAP-5 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69JZ7	CHR2V7|COORD:9072478..9075002| XAP5 family protein	AT2G21150.1	CHR09V5|COORD:21050153..21053539|protein XAP-5 protein, putative, expressed	LOC_Os09g36480.2	no descriptionvery weakly similar to (81.6)AT2G21150| Symbols:  | XAP5 family protein | chr2:9072478-9075002 FORWARDnot assigned	not assigned.no ontology	35_1

CUST_94132_PI403524517	2	-0.020683289	1.0397501	0.020682335	-0.07094765	-0.23715687	0.25801373	35_26912	"Cluster: Dynamin family protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Dynamin family protein, putative, expressed - Oryza sativ"	UniRef90_Q2QWX6	"CHR3V7|COORD:6850597..6855395| ARC5 (ACCUMULATION AND REPLICATION OF CHLOROPLAST 5); GTP binding / GTPase"	AT3G19720.1	CHR12V5|COORD:3993483..3985781|protein ARC5, putative, expressed	LOC_Os12g07880.1	"no descriptionweakly similar to ( 162)AT3G19720| Symbols: ARC5 | ARC5 (ACCUMULATION AND REPLICATION OF CHLOROPLAST 5); GTP binding / GTPase | chr3:6850597-6855395 REVERSE"	misc.dynamin	26_17

CUST_13175_PI399408534	2	0.30466843	-0.5835457	-0.0695467	-0.097875595	0.1643076	0.0695467	35_8784	"Cluster: Protein kinase domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Protein kinase domain containing protein, express"	UniRef90_Q10LW3	CHR5V7|COORD:23590047..23592097| leucine-rich repeat transmembrane protein kinase, putative	AT5G58300.1	CHR03V5|COORD:12265508..12270461|protein ATP binding protein, putative, expressed	LOC_Os03g21510.3	 no descriptionmoderately similar to ( 433)AT5G58300| Symbols:  | leucine-rich repeat transmembrane protein kinase, putative | chr5:23590047-23592097 FORWARDweakly similar to ( 161)PSKR_DAUCAPhytosulfokine receptor precursor - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pkinase S_TKc S_TKc PTKc Pkinase_Tyr SPS1 TyrKc PTKc_Fes_like COG4886 PTKc_Jak_rpt2 PTKc_Trk PTKc_Csk_like PTKc_Fer PTKc_Itk PTKc_Ror 	signalling.receptor kinases.leucine rich repeat III	30_2_3

CUST_1404_PI403524517	2	0.54593515	-0.07451248	-0.39568758	0.030342579	-0.030342579	0.26948643	35_371	"Cluster: Carbonic anhydrase, chloroplast precursor; n=1; Hordeum vulgare|Rep: Carbonic anhydrase, chloroplast precursor - Hordeum vulgare (Barley)"	UniRef90_P40880	"CHR5V7|COORD:4760539..4762385| CA2 (BETA CARBONIC ANHYDRASE 2); carbonate dehydratase/ zinc ion binding"	AT5G14740.2	CHR01V5|COORD:26019565..26031938|protein carbonic anhydrase, chloroplast precursor, putative, expressed	LOC_Os01g45274.1	 no descriptionmoderately similar to ( 249)AT5G14740| Symbols: CA18, BETA CA2, CA2 | CA2 (BETA CARBONIC ANHYDRASE 2) | chr5:4758260-4762318 FORWARDmoderately similar to ( 485)CAHC_HORVUCarbonic anhydrase, chloroplast precursor - Hordeum vulgare (Barley)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned beta_CA_cladeB Pro_CA CynT beta_CA beta_CA_cladeA beta_CA_cladeC PRK10437 Tymo_45kd_70kd PRK07003 PRK12323 Atrophin-1 PRK07764 APC_basic KAR9 Herpes_BLLF1 DUF566 beta_CA_cladeD 	TCA / org. transformation.carbonic anhydrases	8_3

CUST_169098_PI403524517	2	0.29750586	0.45353556	0.11653042	-0.2116723	-1.1044574	-0.11653042	35_47092	"Cluster: Esterase/lipase/thioesterase-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Esterase/lipase/thioesterase-like protein - Oryza sativa"	UniRef90_Q5ZC23	CHR1V7|COORD:20384316..20388620| esterase/lipase/thioesterase family protein	AT1G54570.1	CHR01V5|COORD:14730633..14725165|protein acyltransferase/ catalytic, putative, expressed	LOC_Os01g26000.1	no descriptionmoderately similar to ( 221)AT1G54570| Symbols:  | esterase/lipase/thioesterase family protein | chr1:20384316-20388620 REVERSE	not assigned.no ontology	35_1

CUST_91543_PI403524517	2	0.1184988	-0.021724224	0.021724224	0.98590183	-0.21312284	-0.22015047	35_26173	"Cluster: RNA-binding protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: RNA-binding protein, putative, expressed - Oryza sativa"	UniRef90_Q2R0P4	CHR3|COORD:2492299..2495756| heterogeneous nuclear ribonucleoprotein, putative / hnRNP, putative, contains Pfam profile: PF00076 RNA recognition motif. (a.k.a.	AT3G07810.2	CHR11V5|COORD:24691659..24695993|protein RNA binding protein, putative, expressed	LOC_Os11g41890.1	no descriptionweakly similar to ( 197)AT5G55550| Symbols:  | RNA recognition motif (RRM)-containing protein | chr5:22519361-22520884 REVERSEvery weakly similar to (66.2)GRP1_DAUCAGlycine-rich RNA-binding protein - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned RRM COG0724 RRM_1	RNA.RNA binding	27_4

CUST_14006_PI399408534	2	-0.22700977	0.37614632	-0.95343256	0.2950945	-0.3426304	0.22701073	35_28089	Rep: MCB2 protein - Hordeum vulgare (Barley)	UniRef90_Q9AVV5	CHR3V7|COORD:5547834..5549403| myb family transcription factor	AT3G16350.1	CHR01V5|COORD:24087195..24089348|protein MCB2 protein, putative, expressed	LOC_Os01g41900.1	no descriptionweakly similar to ( 137)AT3G16350| Symbols:  | myb family transcription factor | chr3:5547834-5549403 FORWARDnot assigned	RNA.regulation of transcription.MYB-related transcription factor family	27_3_26

CUST_74445_PI403524517	2	0.067379475	0.1442275	-0.21925306	-0.067379475	-0.3151269	0.06952047	35_21348	"Cluster: Os12g0456400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os12g0456400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0ING6	"CHR3V7|COORD:3325567..3330824| similar to structural constituent of nuclear pore [Arabidopsis thaliana] (TAIR:AT2G45000.1); similar to Os03g0788300 [Oryza sativ"	AT3G10650.1	CHR12V5|COORD:15855275..15864038|protein expressed protein	LOC_Os12g27090.1	"no descriptionvery weakly similar to (74.7)AT3G10650| Symbols:  | similar to structural constituent of nuclear pore [Arabidopsis thaliana] (TAIR:AT2G45000.1); similar to Os03g0788300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001051501.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABF99255.1) | chr3:3325567-3330824 REVERSE"	not assigned.unknown	35_2

CUST_178567_PI403524517	2	0.058955193	0.29655266	0.10994053	-0.14191723	-0.17573881	-0.058955193	35_49663	"Cluster: OSJNBa0073L13.10 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0073L13.10 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XSH8	CHR5V7|COORD:9375459..9376994| D111/G-patch domain-containing protein	AT5G26610.1	CHR04V5|COORD:895931..900505|protein retrotransposon protein, putative, Ty3-gypsy subclass, expressed	LOC_Os04g02500.1	no descriptionvery weakly similar to (79.7)AT5G26610| Symbols:  | D111/G-patch domain-containing protein | chr5:9375459-9376994 FORWARD	not assigned.no ontology	35_1

CUST_104486_PI403524517	2	0.1910162	0.026424408	-0.007440567	-0.06274223	-0.07501316	0.007440567	35_29776	"Cluster: Actin associated protein Wsp1, putative; n=1; Aspergillus clavatus NRRL 1|Rep: Actin associated protein Wsp1, putative - Aspergillus clavatus NRRL 1"	UniRef90_A1CMR3	CHR1V7|COORD:22496859..22500684| proline-rich family protein	AT1G61080.1	CHR02V5|COORD:30880725..30876004|protein actin binding protein, putative, expressed	LOC_Os02g50570.1	no descriptionnot assigned not assigned	not assigned.unknown	35_2

CUST_179163_PI403524517	2	-0.06514168	0.014213562	-0.08468056	-0.0010108948	0.028337479	0.0010118484	35_49830	"Cluster: 60S ribosomal protein L12; n=7; Magnoliophyta|Rep: 60S ribosomal protein L12 - Prunus armeniaca (Apricot)"	UniRef90_O50003	CHR3V7|COORD:19820873..19821373| 60S ribosomal protein L12 (RPL12B)	AT3G53430.1	CHR04V5|COORD:29961241..29962967|protein 60S ribosomal protein L12, putative, expressed	LOC_Os04g50990.1	no descriptionweakly similar to ( 127)AT5G60670| Symbols:  | 60S ribosomal protein L12 (RPL12C) | chr5:24398292-24398792 REVERSEweakly similar to ( 105)RL12_CHLRE60S ribosomal protein L12 - Chlamydomonas reinhardtiinot assigned Ribosomal_L11 RL11 Ribosomal_L11_N RplK	protein.synthesis.misc ribososomal protein	29_2_2

CUST_78848_PI403524517	2	0.110266685	-0.18409348	-0.047563553	0.03545189	0.13272381	-0.035452843	35_22611	"Cluster: Os12g0481100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os12g0481100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0INC5	CHR4V7|COORD:9362198..9366471| DEAD/DEAH box helicase, putative (RH28)	AT4G16630.1	CHR12V5|COORD:17688870..17678734|protein ATP-dependent RNA helicase DRS1, putative, expressed	LOC_Os12g29660.1	 no descriptionmoderately similar to ( 444)AT4G16630| Symbols:  | DEAD/DEAH box helicase, putative (RH28) | chr4:9362198-9366471 REVERSEweakly similar to ( 133)DB10_NICSYATP-dependent RNA helicase-like protein DB10 - Nicotiana sylvestris (Wood tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned SrmB DEADc PRK11776 PRK11192 PRK10590 PRK04837 DEAD PRK11634 PRK04537 PRK01297 DEXDc DEXDc Lhr DEXHc COG1205 COG1202 COG1204 CobT PRK02362 PRK02363 COG5137 RecQ PRK09751 CobT Daxx PRK09401 	DNA.synthesis/chromatin structure	28_1

CUST_104925_PI403524517	2	0.42528248	0.16166592	0.090007305	-0.21445322	-0.09000778	-0.2716503	35_29895	"Cluster: Putative pollenless3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative pollenless3 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69JE7	CHR3V7|COORD:19048208..19049760| male sterility MS5, putative	AT3G51280.1	CHR09V5|COORD:21197022..21199240|protein TPR Domain containing protein, expressed	LOC_Os09g36740.1	 no descriptionweakly similar to ( 147)AT3G51280| Symbols:  | male sterility MS5, putative | chr3:19048208-19049760 FORWARD	development.unspecified	33_99

CUST_41076_PI403524517	2	-0.21721268	0.40030384	0.10208511	-0.060543537	-0.4635086	0.060543537	35_11807	Rep: OSIGBa0097I24.1 protein - Oryza sativa (Rice)	UniRef90_Q01LN2	"CHR3V7|COORD:9219069..9222073| SCPL21 (serine carboxypeptidase-like 21); serine carboxypeptidase"	AT3G25420.1	CHR04V5|COORD:14794552..14788556|protein serine carboxypeptidase 1 precursor, putative, expressed	LOC_Os04g25560.1	"no descriptionmoderately similar to ( 230)AT3G25420| Symbols: SCPL21 | SCPL21 (serine carboxypeptidase-like 21); serine carboxypeptidase | chr3:9219069-9222073 FORWARDmoderately similar to ( 254)CBP1_ORYSAnot assigned Peptidase_S10"	protein.degradation.serine protease	29_5_5

CUST_11551_PI403524517	2	0.064144135	-0.85427475	-0.38712215	0.14590931	-0.06414509	0.087436676	35_3277	"Cluster: Chaperonin CPN60-1, mitochondrial precursor; n=7; Magnoliophyta|Rep: Chaperonin CPN60-1, mitochondrial precursor - Zea mays (Maize)"	UniRef90_P29185	"CHR3V7|COORD:8669020..8672285| HSP60 (Heat shock protein 60); ATP binding / protein binding / unfolded protein binding"	AT3G23990.1	CHR10V5|COORD:16718650..16724054|protein chaperonin CPN60-1, mitochondrial precursor, putative, expressed	LOC_Os10g32550.1	" no descriptionhighly similar to ( 550)AT3G23990| Symbols: HSP60 | HSP60 (Heat shock protein 60); ATP binding / protein binding / unfolded protein binding | chr3:8669020-8672285 FORWARDhighly similar to ( 578)CH61_MAIZEChaperonin CPN60-1, mitochondrial precursor - Zea mays (Maize)not assigned not assigned not assigned GroEL groEL groEL groEL groEL groEL groEL GroL Cpn60_TCP1 chaperonin_type_I_II chaperonin_like cpn60 TCP1_beta TCP1_zeta TCP1_alpha "	protein.folding	29_6

CUST_23518_PI399408534	2	0.18300056	-0.5742359	-0.09772968	8.773804E-5	-8.869171E-5	0.15879822	35_10406	"Cluster: Putative embryogenic callus protein 98b; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative embryogenic callus protein 98b - Oryza sativa (japon"	UniRef90_Q6K2T1	CHR4V7|COORD:12390238..12392526| high mobility group (HMG1/2) family protein	AT4G23800.1	CHR02V5|COORD:8937137..8935098|protein expressed protein	LOC_Os02g15810.1	no descriptionweakly similar to ( 152)AT4G23800| Symbols:  | high mobility group (HMG1/2) family protein | chr4:12390238-12392526 FORWARDvery weakly similar to (57.4)SSRP1_VICFAFACT complex subunit SSRP1 - Vicia faba (Broad bean)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned NHP6B HMG-box HMGB-UBF_HMG-box HMG HMG_box SOX-TCF_HMG-box MATA_HMG-box	RNA.regulation of transcription.Nucleosome/chromatin assembly factor group	27_3_62

CUST_5276_PI403524517	2	0.021544933	0.5434122	0.22414589	-0.26215172	-0.16571045	-0.021544933	35_1457	"Cluster: Succinate semialdehyde dehydrogenase, mitochondrial precursor (EC 1.2.1.24) (At-SSADH1) (NAD(+)-dependent succinic semialdehyde dehydrogenase); n=1; Ar"	UniRef90_Q9SAK4	"CHR1V7|COORD:29887418..29892168| ALDH5F1 (SUCCINIC SEMIALDEHYDE DEHYDROGENASE); 3-chloroallyl aldehyde dehydrogenase/ succinate-semialdehyde dehydrogenase"	AT1G79440.1	CHR02V5|COORD:4044575..4052423|protein succinate semialdehyde dehydrogenase, mitochondrial precursor, putative, expressed	LOC_Os02g07760.2	" no descriptionvery weakly similar to (87.8)AT1G79440| Symbols: SSADH1, SSADH, ALDH5F1 | ALDH5F1 (SUCCINIC SEMIALDEHYDE DEHYDROGENASE); 3-chloroallyl aldehyde dehydrogenase/ succinate-semialdehyde dehydrogenase | chr1:29887418-29892168 REVERSEnot assigned not assigned gabD2 gabD PRK10090 Aldedh PutA "	amino acid metabolism.synthesis.central amino acid metabolism.GABA.SSADH	13_1_1_1_3

CUST_69261_PI403524517	2	0.16533375	-0.010054588	-0.104665756	0.23159218	-0.046277046	0.010055542	35_19816	"Cluster: Glycosyl transferase family 8 protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Glycosyl transferase family 8 protein, expressed - O"	UniRef90_Q10Q30	"CHR5V7|COORD:5021436..5024171| GAUT14 (Galacturonosyltransferase 14); polygalacturonate 4-alpha-galacturonosyltransferase/ transferase,"	AT5G15470.1	CHR03V5|COORD:5814281..5808028|protein transferase, transferring glycosyl groups, putative, expressed	LOC_Os03g11330.1	" no descriptionmoderately similar to ( 281)AT5G15470| Symbols: GAUT14 | GAUT14 (Galacturonosyltransferase 14); polygalacturonate 4-alpha-galacturonosyltransferase/ transferase, transferring glycosyl groups / transferase, transferring hexosyl groups | chr5:5021436-5024171 REVERSEGlyco_transf_8 "	misc.UDP glucosyl and glucoronyl transferases	26_2

CUST_93318_PI403524517	2	-0.042212486	0.4607067	0.042211533	-0.14599705	0.15724564	-0.11417866	35_26682	Rep: H0512B01.6 protein - Oryza sativa (Rice)	UniRef90_Q25AF8	"CHR2V7|COORD:12551337..12555148| APUM2 (ARABIDOPSIS PUMILIO 2); RNA binding"	AT2G29190.1	CHR04V5|COORD:6889469..6882671|protein pumilio-family RNA binding repeat containing protein, expressed	LOC_Os04g12480.1	"no descriptionweakly similar to ( 156)AT2G29190| Symbols: APUM2 | APUM2 (ARABIDOPSIS PUMILIO 2); RNA binding | chr2:12551337-12555148 REVERSEnot assigned not assigned not assigned COG5099"	not assigned.no ontology.pumilio/Puf RNA-binding domain-containing protein	35_1_12

CUST_32346_PI403524517	2	-0.8362675	0.24484348	0.22604656	0.090102196	-0.67749786	-0.090102196	35_9328	"Cluster: Os08g0119300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os08g0119300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J8D0	"CHR1V7|COORD:20367232..20369541| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G57345.1); similar to unknown protein [Oryza sativa (japonica"	AT1G54520.1	CHR08V5|COORD:1050028..1053386|protein conserved hypothetical protein	LOC_Os08g02560.1	"no descriptionweakly similar to ( 166)AT1G54520| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G57345.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAO19365.1); contains InterPro domain Protein of unknown function DUF1517; (InterPro:IPR010903) | chr1:20367232-20369541 FORWARDDUF1517 COG4371"	not assigned.unknown	35_2

CUST_50221_PI403524517	2	-0.0054473877	0.37997723	0.0054473877	-0.39125347	-0.06563282	0.090706825	35_14330	Rep: Tubulin beta-2/beta-3 chain - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_P29512	"CHR5V7|COORD:25201727..25203652| TUB3 (Tubulin beta-3); structural molecule"	AT5G62700.1	CHR06V5|COORD:27879147..27876524|protein tubulin beta-3 chain, putative, expressed	LOC_Os06g46000.2	no descriptionweakly similar to ( 104)AT5G23860| Symbols: TUB8 | TUB8 (tubulin beta-8) | chr5:8042965-8044531 FORWARDweakly similar to ( 104)TBB_HORVUTubulin beta chain - Hordeum vulgare (Barley)not assigned not assigned beta_tubulin COG5023 Tubulin_FtsZ Tubulin gamma_tubulin alpha_tubulin epsilon_tubulin delta_tubulin	cell.organisation	31_1

CUST_105533_PI403524517	2	0.12106705	0.7171526	-0.03006649	-0.11968136	-0.16170883	0.030065536	35_30054	Rep: Fructan 1-exohydrolase precursor - Hordeum vulgare (Barley)	UniRef90_Q70AT7	"CHR1V7|COORD:20570284..20572832| ATFRUCT5 (BETA-FRUCTOFURANOSIDASE 5); hydrolase, hydrolyzing O-glycosyl compounds / levanase"	AT1G55120.1	CHR01V5|COORD:42953169..42957287|protein beta-fructofuranosidase, insoluble isoenzyme 4 precursor, putative, expressed	LOC_Os01g73580.1	" no descriptionweakly similar to ( 102)AT1G55120| Symbols: ATCWINV3, ATFRUCT5 | ATFRUCT5 (BETA-FRUCTOFURANOSIDASE 5); hydrolase, hydrolyzing O-glycosyl compounds / levanase | chr1:20570284-20572832 FORWARDweakly similar to ( 189)INV4_ORYSAnot assigned Glyco_hydro_32C "	major CHO metabolism.degradation.sucrose.invertases.cell wall	2_2_1_3_2

CUST_9156_PI403524517	2	0.004383087	0.9074516	0.25054836	-0.10735512	-0.004383087	-0.09852123	35_2566	"Cluster: RING finger-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: RING finger-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q941Y7	CHR5V7|COORD:3980486..3982094| zinc finger (C3HC4-type RING finger) family protein	AT5G12310.1	CHR01V5|COORD:42352521..42354835|protein zinc finger, C3HC4 type family protein, expressed	LOC_Os01g72480.1	no descriptionweakly similar to ( 156)AT5G12310| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr5:3980486-3982094 REVERSERING RING zf-C3HC4	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_52044_PI403524517	2	0.08044338	-0.3204708	-0.08044338	0.50696945	0.37524796	-0.4924841	35_14833	"Cluster: Photosystem I reaction center subunit VI, chloroplast precursor; n=3; BEP clade|Rep: Photosystem I reaction center subunit VI, chloroplast precursor -"	UniRef90_P20143	CHR1V7|COORD:19458571..19459177| photosystem I reaction center subunit VI, chloroplast, putative / PSI-H, putative (PSAH2)	AT1G52230.1	CHR05V5|COORD:27795364..27796349|protein expressed protein	LOC_Os05g48630.2	 no descriptionweakly similar to ( 146)AT1G52230| Symbols: PSAH2, PSAH-2, PSI-H | photosystem I reaction center subunit VI, chloroplast, putative / PSI-H, putative (PSAH2) | chr1:19458571-19459177 FORWARDweakly similar to ( 199)PSAH_HORVUPhotosystem I reaction center subunit VI, chloroplast precursor - Hordeum vulgare (Barley)not assigned not assigned not assigned not assigned not assigned PSI_PsaH PRK12323 PRK07003 PRK07764 	PS.lightreaction.photosystem I.PSI polypeptide subunits	1_1_2_2

CUST_68820_PI403524517	2	-0.10976505	-0.43180084	-0.022209167	0.05651474	0.022210121	0.09605694	35_19688	"Cluster: Hypothetical protein OSJNBa0056G17.17; n=3; Oryza sativa|Rep: Hypothetical protein OSJNBa0056G17.17 - Oryza sativa (Rice)"	UniRef90_Q9FRQ3	"CHR1V7|COORD:10430010..10431146| similar to ATRAD3 (Arabidopsis thaliana Ras Associated with Diabetes protein 3) [Arabidopsis thaliana] (TAIR:AT5G40830.2);"	AT1G29790.1	CHR10V5|COORD:22745588..22743374|protein expressed protein	LOC_Os10g42770.1	"no descriptionmoderately similar to ( 306)AT1G29790| Symbols:  | similar to ATRAD3 (Arabidopsis thaliana Ras Associated with Diabetes protein 3) [Arabidopsis thaliana] (TAIR:AT5G40830.2); similar to Os10g0578600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001065501.1); similar to hypothetical protein [Oryza sativa] (GB:AAG46168.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABB48033.1); contains InterPro domain Tetraspanin; (InterPro:IPR008952) | chr1:10430010-10431146 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12678 PRK07003 Atrophin-1 PRK07764 PRK12323 infB Tymo_45kd_70kd PRK05648 APC_basic Extensin_2 HPC2 Totivirus_coat DUF390 DUF1421 Herpes_BLLF1 Drf_FH1 DUF566 DUF605 FAP Pneumo_att_G DUF1509 GRASP55_65 PRK08770 KAR9 PRK12495 DAG1 DamX PRK00708 Methyltransf_11 HpaP PRK12373 Herpes_DNAp_acc PRK08853 AF-4 PRK12372 Herpes_UL32 MAP65_ASE1 IER STOP"	not assigned.unknown	35_2

CUST_90852_PI403524517	2	0.23304653	0.37748623	0.12204409	-0.12204456	-0.19023561	-0.31169176	35_25983	"Cluster: Pentatricopeptide, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Pentatricopeptide, putative, expressed - Oryza sativa (japonic"	UniRef90_Q10RD7	CHR3V7|COORD:8177222..8179750| pentatricopeptide (PPR) repeat-containing protein	AT3G23020.1	CHR03V5|COORD:3387100..3393069|protein expressed protein	LOC_Os03g06710.1	no descriptionmoderately similar to ( 209)AT3G23020| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr3:8177222-8179750 REVERSEvery weakly similar to (69.7)RF1_ORYSA	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_12701_PI399408534	2	0.45946026	0.0036091805	-0.005127907	6.375313E-4	-0.65224695	-6.3705444E-4	35_3917	"Cluster: Putative S-locus protein 4; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative S-locus protein 4 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ZAQ9	CHR4V7|COORD:2472081..2475415| pre-mRNA cleavage complex-related	AT4G04885.1	CHR08V5|COORD:5121790..5112391|protein expressed protein	LOC_Os08g08830.1	no descriptionweakly similar to ( 153)AT4G04885| Symbols:  | pre-mRNA cleavage complex-related | chr4:2472081-2475415 FORWARDnot assigned CID RPR	RNA.processing	27_1

CUST_21738_PI403524517	2	-0.02525425	0.16890335	0.02525425	-0.057038307	0.0352211	-0.111784935	35_6310	"Cluster: Os12g0535900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os12g0535900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IMW0	CHR1V7|COORD:22487482..22489413| VIP5 (VERNALIZATION INDEPENDENCE 5)	AT1G61040.1	CHR12V5|COORD:21288793..21291064|protein plus-3 domain containing protein, expressed	LOC_Os12g35030.2	no descriptionmoderately similar to ( 219)AT1G61040| Symbols: VIP5 | VIP5 (VERNALIZATION INDEPENDENCE 5) | chr1:22487482-22489413 FORWARDnot assigned COG5296 Plus-3 Plus3	not assigned.no ontology	35_1

CUST_4690_PI403524517	2	-0.084570885	0.006000519	-0.043831825	0.006000519	0.016869545	-0.006000519	35_1295	Rep: Ferredoxin-3, chloroplast precursor - Zea mays (Maize)	UniRef90_P27788	"CHR2V7|COORD:11765359..11765826| ATFD3 (FERREDOXIN 3); electron carrier"	AT2G27510.1	CHR03V5|COORD:35061374..35063290|protein ferredoxin-3, chloroplast precursor, putative, expressed	LOC_Os03g61960.1	" no descriptionweakly similar to ( 159)AT2G27510| Symbols: ATFD3 | ATFD3 (FERREDOXIN 3); electron carrier | chr2:11765359-11765826 REVERSEmoderately similar to ( 221)FER3_MAIZEFerredoxin-3, chloroplast precursor - Zea mays (Maize)not assigned not assigned not assigned petF fer2 Fdx Fer2 PRK07609 antC PRK05713 PRK07764 "	PS.lightreaction.other electron carrier (ox/red).ferredoxin	1_1_5_2

CUST_61187_PI403524517	2	0.16537094	0.18599033	-0.08112049	-0.1741848	0.017237663	-0.017238617	35_17455	"Cluster: Hypothetical protein OSJNBb0022E02.2; n=2; Oryza sativa|Rep: Hypothetical protein OSJNBb0022E02.2 - Oryza sativa (Rice)"	UniRef90_Q94GS8	CHR1V7|COORD:6356400..6360050| zinc finger (C3HC4-type RING finger) family protein	AT1G18470.1	CHR03V5|COORD:28405585..28397987|protein protein binding protein, putative, expressed	LOC_Os03g49900.1	no descriptionhighly similar to ( 656)AT1G18470| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr1:6356965-6360050 REVERSEnot assigned not assigned	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_169239_PI403524517	2	0.07964611	-0.6662512	-0.04157734	0.04157734	0.1757536	-0.04755783	35_47137	"Cluster: Hypothetical protein OJ1174_D05.16; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1174_D05.16 - Oryza sativa (japonica cultiv"	UniRef90_Q9AQU6	CHR1V7|COORD:6546530..6551540| aminoacyl-tRNA synthetase family	AT1G18950.1	CHR01V5|COORD:4246653..4242237|protein aminoacyl-tRNA synthetase, putative, expressed	LOC_Os01g08550.1	no descriptionvery weakly similar to (60.8)AT1G18950| Symbols:  | aminoacyl-tRNA synthetase family | chr1:6546530-6551540 FORWARD	not assigned.unknown	35_2

CUST_17510_PI404877155	2	0.10904217	-0.24741459	-0.012256622	0.012257576	0.07666874	-0.07188606	HV_CEa0012K17r2_x_at	0	0	0	0	0	0	ubiquinone oxireductase -related	mitochondrial electron transport / ATP synthesis.NADH-DH.localisation not clear	9_1_2

CUST_110291_PI403524517	2	0.061107635	-0.14973402	-0.072861195	-0.011554241	0.011554241	0.1391139	35_31333	Rep: Blr0521 protein - Bradyrhizobium japonicum	UniRef90_Q89X06	CHR1V7|COORD:22057832..22060717| formin homology 2 domain-containing protein / FH2 domain-containing protein	AT1G59910.1	CHR04V5|COORD:13432239..13435982|protein transposon protein, putative, CACTA, En/Spm sub-class, expressed	LOC_Os04g23530.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323	not assigned.unknown	35_2

CUST_60893_PI403524517	2	-0.030017853	-0.32046127	-0.0011787415	0.12332821	0.1680069	0.0011796951	35_17367	Rep: Tocopherol cyclase - Triticum aestivum (Wheat)	UniRef90_Q1PBH3	CHR4V7|COORD:15804986..15807795| VTE1 (VITAMIN E DEFICIENT 1)	AT4G32770.1	CHR02V5|COORD:10164745..10155841|protein tocopherol cyclase, chloroplast precursor, putative, expressed	LOC_Os02g17650.2	 no descriptionmoderately similar to ( 227)AT4G32770| Symbols: ATSDX1, VTE1 | VTE1 (VITAMIN E DEFICIENT 1) | chr4:15804986-15807795 FORWARDmoderately similar to ( 311)TOCC_MAIZEProbable tocopherol cyclase, chloroplast precursor - Zea mays (Maize)	secondary metabolism.isoprenoids.tocopherol biosynthesis.tocopherol cyclase	16_1_3_4

CUST_158014_PI403524517	2	0.28638506	0.32575798	0.03336525	-0.18051434	-0.46153975	-0.033364773	35_44115	"Cluster: OSJNBa0083N12.2 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0083N12.2 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7X7G8		0	CHR04V5|COORD:30011424..30005404|protein expressed protein	LOC_Os04g51060.1	no description	not assigned.unknown	35_2

CUST_12296_PI404877155	2	0.009729385	0.44112682	-0.0527153	-0.009730339	-0.049088478	0.07242489	Contig6020_at	putative U1 small nuclear ribonucleoprotein [Oryza sativa (japonica cultivar-group)] gb|AAP51870.1| putative U1 small nuclear ribonucleoprot	NP_919583.1	U1 small nuclear ribonucleoprotein 70 (U1-70k)	At3g50670.1	protein transposon protein, putative, CACTA, En/Spm sub-class	Os10g02630	NONE	RNA.processing	27_1

CUST_34583_PI399408534	2	0.27307034	0.18987274	-0.1612978	-0.06784439	-0.028585434	0.028586388	35_21572	"Cluster: Growth-regulating factor 12; n=2; Oryza sativa (japonica cultivar-group)|Rep: Growth-regulating factor 12 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6AWX7	CHR3V7|COORD:19627155..19629246| AtGRF4 (GROWTH-REGULATING FACTOR 4)	AT3G52910.1	CHR04V5|COORD:28702799..28704600|protein transcription activator, putative, expressed	LOC_Os04g48510.1	no descriptionweakly similar to ( 120)AT3G52910| Symbols: AtGRF4 | AtGRF4 (GROWTH-REGULATING FACTOR 4) | chr3:19627155-19629246 REVERSEnot assigned not assigned WRC QLQ PRK07003	RNA.regulation of transcription.General Transcription	27_3_50

CUST_113318_PI403524517	2	0.1265564	0.015051842	-0.10234928	-0.015051842	-0.59704494	0.05969143	35_32166	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_9656_PI404877155	2	-0.07913017	0.05800724	0.00433445	-0.00433445	0.022961617	-0.06712532	Contig3412_at	polyadenylate-binding protein family protein / PABP family protein [Arabidopsis thaliana]	NP_201329.1	polyadenylate-binding protein family protein / PABP family protein	At5g65260.1	protein RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain), putative	Os06g11620	RNA recognition motif (RRM)-containing protein/poly(A)-binding protein II-like	RNA.processing	27_1

CUST_84326_PI403524517	2	0.24420404	-0.3869238	0.0660305	-0.0660305	0.28448677	-0.13848543	35_24163	Rep: Os03g0569800 protein - Oryza sativa (japonica cultivar-group)	UniRef90_Q0DQQ9	CHR1V7|COORD:3218135..3219931| pentatricopeptide (PPR) repeat-containing protein	AT1G09900.1	CHR03V5|COORD:20604883..20607924|protein ATP binding protein, putative, expressed	LOC_Os03g37260.1	no descriptionmoderately similar to ( 239)AT1G09900| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr1:3218135-3219931 FORWARDweakly similar to ( 181)RF1_ORYSAPPR	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_15244_PI404877155	2	-0.067560196	-0.14330673	0.055523872	-0.024952888	0.024952888	0.08519554	Contig9112_at	putative proline transport protein [Oryza sativa (japonica cultivar-group)]	BAC84594.1	proline transporter 1 (ProT1)	At2g39890.1	protein Transmembrane amino acid transporter protein	Os07g01090	putative proline transport protein	transport.amino acids	34_3

CUST_3299_PI404877155	2	0.008272648	0.15151405	-0.008272171	0.6750331	-0.461761	-0.017122746	Contig13749_x_at	putative receptor-type protein kinase LRK1 [Oryza sativa (japonica cultivar-group)]	BAC06925.1	lectin protein kinase, putative	At4g02420.1	protein Protein kinase domain, putative	Os07g38800	"lectin protein kinase, putative, similar to receptor lectin kinase 3 (Arabidopsis thaliana) gi:4100060:gb:AAD00733; contains protein kinase domain, Pfam:PF00069; contains legume lectins alpha and beta domains, Pfam:PF00138 and Pfam:PF00139"	signalling.receptor kinases.legume-lectin	30_2_19

CUST_114959_PI403524517	2	0.07633686	-0.19092178	-0.11373329	0.020980835	0.03121376	-0.020980835	35_32619	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_41390_PI403524517	2	0.19801998	0.32333183	0.35398245	-0.19802046	-0.47246408	-0.27231407	35_11896	"Cluster: Basic proline-rich protein precursor [Contains: Proline-rich peptide SP-A (PRP-SP-A); Proline-rich peptide SP-B (PRP-SP-B); Parotid hormone (PH-Ab)]; n"	UniRef90_Q95JC9	"CHR1V7|COORD:5675918..5678679| SR45 (arginine/serine-rich 45); RNA binding"	AT1G16610.1	CHR08V5|COORD:395077..393302|protein vegetative cell wall protein gp1 precursor, putative, expressed	LOC_Os08g01690.1	no descriptionnot assigned PRK07764	not assigned.unknown	35_2

CUST_171132_PI403524517	2	0.5639434	0.11223459	0.36525774	-0.11223459	-0.12492037	-0.17277288	35_47668	"Cluster: Os07g0120600 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0120600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D8X9	CHR5V7|COORD:15457074..15460237| protein kinase family protein	AT5G38560.1	CHR07V5|COORD:1093053..1091541|protein F-box domain containing protein	LOC_Os07g02930.1	no descriptionnot assigned PRK12323	not assigned.unknown	35_2

CUST_13819_PI399408534	2	0.09958267	0.13489151	-0.08347702	-0.22742176	-0.20048237	0.08347702	35_11214	"Cluster: Os07g0682400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0682400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D3J9	"CHR3|COORD:19288756..19292304| similar to RNA recognition motif (RRM)-containing protein [Arabidopsis thaliana] (TAIR:At3g63450.1); similar to putative DAZ asso"	AT3G51950.2	CHR07V5|COORD:28931273..28926961|protein nucleic acid binding protein, putative, expressed	LOC_Os07g48410.2	no descriptionweakly similar to ( 101)AT3G51950| Symbols:  | RNA binding | chr3:19289222-19291385 REVERSEnot assigned not assigned not assigned not assigned	RNA.regulation of transcription.unclassified	27_3_99

CUST_14217_PI403524517	2	0.13473415	-0.68630886	0.09746742	0.003750801	-0.078951836	-0.0037498474	35_4077	"Cluster: Stromal cell-derived factor 2-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Stromal cell-derived factor 2-like protein - Oryza sativa"	UniRef90_Q6Z1L1	CHR2V7|COORD:10691507..10692917| MIR domain-containing protein	AT2G25110.1	CHR08V5|COORD:10806991..10803975|protein stromal cell-derived factor 2-like protein 1 precursor, putative, expressed	LOC_Os08g17680.1	no descriptionmoderately similar to ( 303)AT2G25110| Symbols: SDF2 | MIR domain-containing protein | chr2:10691507-10692917 FORWARDnot assigned not assigned not assigned not assigned PMT1 MIR MIR	not assigned.no ontology	35_1

CUST_17088_PI399408534	2	0.5461483	-0.83795595	-0.2752409	0.78958416	0.2752409	-0.8539629	35_20472	"Cluster: Os02g0203000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os02g0203000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E2Y8	"CHR5V7|COORD:3593584..3594801| HY5 (ELONGATED HYPOCOTYL 5); DNA binding / transcription factor"	AT5G11260.1	CHR02V5|COORD:5763645..5760633|protein transcription factor HY5, putative, expressed	LOC_Os02g10860.1	" no descriptionweakly similar to ( 167)AT5G11260| Symbols: TED 5, HY5 | HY5 (ELONGATED HYPOCOTYL 5); DNA binding / transcription factor | chr5:3593584-3594801 REVERSEnot assigned not assigned not assigned BRLZ bZIP_1 bZIP_2 "	RNA.regulation of transcription.bZIP transcription factor family	27_3_35

CUST_3761_PI403524517	2	-0.044659615	0.08096695	0.060518265	0.044659138	-0.43617153	-0.04737997	35_1030	"Cluster: Probable vacuolar ATP synthase subunit d 1; n=3; Arabidopsis thaliana|Rep: Probable vacuolar ATP synthase subunit d 1 - Arabidopsis thaliana (Mouse-ear"	UniRef90_Q9LJI5	CHR3V7|COORD:10779262..10781587| H+-transporting two-sector ATPase, putative	AT3G28715.1	CHR01V5|COORD:23186589..23182308|protein vacuolar ATP synthase subunit d, putative, expressed	LOC_Os01g40470.1	 no descriptionhighly similar to ( 648)AT3G28715| Symbols:  | H+-transporting two-sector ATPase, putative | chr3:10779262-10781587 FORWARDhighly similar to ( 688)VA0D_ORYSAnot assigned vATP-synt_AC39 NtpC PRK01198 	transport.p- and v-ATPases.H+-transporting two-sector ATPase	34_1_1

CUST_60588_PI403524517	2	-3.74794E-4	3.74794E-4	0.10850334	-0.032333374	0.12391472	-0.021395683	35_17275	"Cluster: Clathrin assembly protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Clathrin assembly protein, putative, expressed - Oryza"	UniRef90_Q10NB4	CHR2V7|COORD:10829795..10831756| epsin N-terminal homology (ENTH) domain-containing protein	AT2G25430.1	CHR03V5|COORD:9295761..9292727|protein clathrin assembly protein, putative, expressed	LOC_Os03g16800.2	no descriptionmoderately similar to ( 306)AT2G25430| Symbols:  | epsin N-terminal homology (ENTH) domain-containing protein | chr2:10829795-10831756 FORWARDnot assigned not assigned Trypan_PARP	not assigned.no ontology.epsin N-terminal homology (ENTH) domain-containing protein	35_1_21

CUST_73934_PI403524517	2	-0.002538681	0.2764721	0.002538681	0.12642097	-0.071471214	-0.092549324	35_21202	"Cluster: Putative ABC protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ABC protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5N7X9	"CHR1V7|COORD:26625749..26629994| ATTAP1 (Arabidopsis thaliana transporter associated with antigen processing protein 1); ATPase, coupled to transmembrane moveme"	AT1G70610.1	CHR01V5|COORD:40034899..40030154|protein ATP-binding cassette sub-family B member 8, mitochondrial precursor, putative, expressed	LOC_Os01g68330.1	" no descriptionmoderately similar to ( 471)AT1G70610| Symbols: ATTAP1 | ATTAP1 (Arabidopsis thaliana transporter associated with antigen processing protein 1); ATPase, coupled to transmembrane movement of substances | chr1:26625749-26629994 FORWARDmoderately similar to ( 232)MDR_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned ABC_MTABC3_MDL1_MDL2 MdlB SunT ABCC_MsbA ABCC_ATM1_transporter ABCC_Glucan_exporter_like PRK11176 ABCC_Hemolysin ABCC_TAP ATM1 CydD ABCC_MRP_Like CydC ABCC_bacteriocin_exporters PRK10789 ABCC_MRP_domain2 PRK11174 ArpD PRK10790 PRK11160 ABC_cobalt_CbiO_domain1 ABCC_Protease_Secretion CcmA ABC_PstB_phosphate_transporter CbiO AbcC GlnQ ABC_tran SalX ABC_NikE_OppD_transporters FepC ABC_Carb_Solutes_like ABC_MJ0796_Lo1CDE_FtsE ABC_MetN_methionine_transporter MalK ABC_Class3 ABCC_cytochrome_bd COG1123 ABC_NrtD_SsuB_transporters ABC_HisP_GlnQ_permeases ABCC_NFT1 ABC_PhnC_transporter ABC_Org_Solvent_Resistant DppF MglA ABC_DR_subfamily_A OpuBA ABCC_MRP_domain1 ABC_Pro_Gly_Bertaine TauB ABC_Iron-Siderophores_B12_Hemin COG3638 PotA ABCC_SUR2 ThiQ ABC_ATPase ABC_drug_resistance_like PstB ProV AppF ABC_OpuCA_Osmoprotection FtsE Ttg2A ABC_Metallic_Cations CysA DppD glnQ ABC_cobalt_CbiO_domain2 ZnuC ABC_ModC_molybdenum_transporter ABC_TM1139_LivF_branched PRK11264 ABC_ThiQ_thiamine_transporter ABC_PotA_N ABC_MalK_N ModC ABC_ModC_like LivG ABCG_EPDR ABC_CysA_sulfate_importer ABC_Mj1267_LivG_branched PRK10070 COG4619 ModF ABC_subfamily_A ABC_FtsE_transporter COG4172 COG3845 COG4181 PRK10535 LivF NatA metN ABC_putative_ATPase potA ABC_NatA_sodium_exporter TauB artP modC ABC_Carb_Monos_I ABC_BcrA_bacitracin_resist sufC TagH PRK10247 PRK10744 SapF YhbG PRK10851 fbpC PhnK Uup PRK10419 HisP ArtP ABCG_White ABC_YhbG ABC_Carb_Monos_II thiQ PRK10522 PvdE ssuB ABC_DrrA phnK tauB ABCC_CFTR1 COG4178 COG4559 ABC_FeS_Assembly potG ABC_NatA_like fecE COG4586 PhnL PRK09700 ABCC_CFTR2 COG4152 ABC_KpsT_Wzt PRK11000 dppF PhnK ABCD_peroxisomal_ALDP livG ugpC lolD ABCC_SUR1_N CcmA PRK10575 PRK03695 COG4136 araG CeuD COG4674 PRK10619 btuD PRK10261 livF PRK11819 ABC_CcmA_heme_exporter PRK10584 PRK10762 PRK10908 ycf16 ABC_PDR_domain1 dppD PRK10895 ABC_RNaseL_inhibitor_domain2 COG1245 PRK10418 znuC oppD PRK10982 PRK09984 PRK10253 BtuD SapD ABC_PDR_domain2 sufC COG2401 ABC_UvrA PRK11147 ABCF_EF-3 AAA PRK10938 PRK11831 ABC_RNaseL_inhibitor AAA ABC_RNaseL_inhibitor_domain1 ABC_Rad50 PRK10636 ABC_UvrA_II ABC_UvrA_I UvrA "	transport.ABC transporters and multidrug resistance systems	34_16

CUST_25929_PI399408534	2	0.10593796	-0.043315887	-0.0057868958	-0.026333809	0.043107033	0.0057878494	35_12527	"Cluster: Hypothetical protein OSJNBa0025P09.1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0025P09.1 - Oryza sativa (japonica cu"	UniRef90_Q6I5R0	CHR3V7|COORD:9811906..9813593| protein kinase family protein	AT3G26700.1	CHR01V5|COORD:41408858..41406318|protein BRASSINOSTEROID INSENSITIVE 1-associated receptor kinase 1 precursor, putative, expressed	LOC_Os01g70970.1	no descriptionvery weakly similar to (96.7)AT3G26700| Symbols:  | protein kinase family protein | chr3:9811906-9813593 FORWARDvery weakly similar to (57.4)PSKR_DAUCAPhytosulfokine receptor precursor - Daucus carota (Carrot)not assigned	signalling.receptor kinases.DUF 26	30_2_17

CUST_143689_PI403524517	2	-0.042095184	0.23524094	-0.015423775	-0.04941559	0.10345173	0.015422821	35_40254	Rep: H0815C01.9 protein - Oryza sativa (Rice)	UniRef90_Q01J87	"CHR2V7|COORD:9483813..9485905| ATUBP4 (UBIQUITIN-SPECIFIC PROTEASE 4); ubiquitin-specific protease"	AT2G22310.1	CHR04V5|COORD:22354527..22348246|protein ubiquitin carboxyl-terminal hydrolase 4, putative, expressed	LOC_Os04g37950.1	"no descriptionweakly similar to ( 189)AT2G22310| Symbols: ATUBP4 | ATUBP4 (UBIQUITIN-SPECIFIC PROTEASE 4); ubiquitin-specific protease | chr2:9483813-9485905 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Peptidase_C19G UCH Peptidase_C19 Peptidase_C19E Peptidase_C19R peptidase_C19C Peptidase_C19D Peptidase_C19L Peptidase_C19K Peptidase_C19H UBP5 Peptidase_C19B Peptidase_C19Q Peptidase_C19A UBP12 Peptidase_C19O COG5077 Peptidase_C19F"	protein.degradation.ubiquitin.ubiquitin protease	29_5_11_5

CUST_13490_PI404877155	2	0.14271736	-0.1609602	-0.054107666	0.10708141	-0.21597576	0.054107666	Contig7227_at	putative ABC transporter [Oryza sativa (japonica cultivar-group)] gb|AAL93064.1| putative ABC transporter [Oryza sativa (japonica cultivar-g	NP_909539.1	ABC transporter family protein	At3g54540.1	protein putative ABC transporter	Os03g32630	putative ABC transporter	transport.ABC transporters and multidrug resistance systems	34_16

CUST_12944_PI404877155	2	0.009613991	-0.3746128	-0.009613991	0.11414623	0.034635544	-0.08368206	Contig6684_at	acetolactate synthase small subunit, putative [Arabidopsis thaliana]	NP_850172.1	acetolactate synthase small subunit, putative	At2g31810.1	protein acetolactate synthase, small subunit, putative	Os02g39570	NONE	amino acid metabolism.synthesis.branched chain group.common	13_1_4_1

CUST_84970_PI403524517	2	0.16425419	0.2455473	0.020420074	-0.04766655	-0.14769459	-0.020420074	35_24345	"Cluster: Putative triacylglycerol lipase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative triacylglycerol lipase - Oryza sativa (japonica cultivar-gro"	UniRef90_Q8H3R3	CHR5V7|COORD:6202967..6205450| lipase class 3 family protein	AT5G18630.1	CHR07V5|COORD:28238772..28243756|protein lipase precursor, putative, expressed	LOC_Os07g47250.3	no descriptionweakly similar to ( 143)AT5G18630| Symbols:  | lipase class 3 family protein | chr5:6202967-6205450 FORWARDnot assigned Lipase_3 Lipase Lipase_3	lipid metabolism.lipid degradation.lipases	11_9_2

CUST_145852_PI403524517	2	0.2264018	0.7895117	0.057723045	-0.057723045	-0.21816778	-0.14556646	35_40833	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_40185_PI403524517	2	0.13959742	0.25795507	0.007036209	-0.007036209	-0.36799002	-0.068957806	35_11558	0	0	CHR2V7|COORD:268974..272355| epsin N-terminal homology (ENTH) domain-containing protein	AT2G01600.1	CHR05V5|COORD:27160251..27153385|protein clathrin assembly protein, putative, expressed	LOC_Os05g47550.1	no description	not assigned.unknown	35_2

CUST_11671_PI403524517	2	-0.21533203	-0.48103142	0.06586361	-0.014957428	0.024021149	0.014957428	35_3316	"Cluster: Hypothetical protein OJ1058_F05.4; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1058_F05.4 - Oryza sativa (japonica cultivar"	UniRef90_Q5TKN3	CHR1V7|COORD:16231101..16233598| LCV2 (LIKE COV 2)	AT1G43130.1	CHR05V5|COORD:21326817..21331165|protein COV1-like protein, putative, expressed	LOC_Os05g36110.3	no descriptionmoderately similar to ( 342)AT1G43130| Symbols: LCV2 | LCV2 (LIKE COV 2) | chr1:16231101-16233598 REVERSEDUF502 COG2928	not assigned.no ontology	35_1

CUST_16540_PI403524517	2	0.08717728	0.24918652	0.102547646	-0.08717728	-0.10204983	-0.1181221	35_4777	"Cluster: Stress-responsive protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Stress-responsive protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XBH1	CHR3V7|COORD:5882324..5882902| stable protein 1-related	AT3G17210.1	CHR01V5|COORD:18586411..18594043|protein pop3 peptide, putative, expressed	LOC_Os01g33160.1	no descriptionvery weakly similar to (80.9)AT3G17210| Symbols:  | stable protein 1-related | chr3:5882324-5882902 FORWARDDabb	not assigned.no ontology	35_1

CUST_157376_PI403524517	2	-0.29240704	-0.11674023	0.22728348	0.11674023	0.31727123	-0.27600574	35_43946	Rep: Dehydroascorbate reductase - Triticum aestivum (Wheat)	UniRef90_Q84UH6	"CHR5V7|COORD:5483315..5484929| DHAR3 (DEHYDROASCORBATE REDUCTASE 1); glutathione dehydrogenase (ascorbate)"	AT5G16710.1	CHR05V5|COORD:858586..854974|protein chloride intracellular channel 6, putative, expressed	LOC_Os05g02530.1	"no descriptionweakly similar to ( 170)AT1G75270| Symbols: DHAR2 | DHAR2; glutathione dehydrogenase (ascorbate) | chr1:28253916-28254898 REVERSEnot assigned not assigned not assigned not assigned GST_C_DHAR Gst GST_N_Omega GST_N_family GST_N_Phi GST_N_GTT1_like GST_N_SspA GST_N_Tau GST_N_Ure2p_like"	redox.ascorbate and glutathione.ascorbate	21_2_1

CUST_179061_PI403524517	2	0.0761466	0.74709654	0.11405277	-0.0761466	-0.3217864	-0.23801184	35_49803	"Cluster: Os09g0479000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0479000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J0X6	CHR1V7|COORD:26886147..26887480| S locus F-box-related / SLF-related	AT1G71320.1	CHR09V5|COORD:18359670..18362992|protein F-box protein interaction domain containing protein, expressed	LOC_Os09g30170.2	no description	not assigned.unknown	35_2

CUST_34709_PI403524517	2	0.19717884	0.27535248	0.08390522	-0.110277176	-0.089071274	-0.08390427	35_10008	Rep: H0311C03.6 protein - Oryza sativa (Rice)	UniRef90_Q01I88	CHR4V7|COORD:15419441..15423945| binding	AT4G31880.1	CHR04V5|COORD:24826707..24819826|protein AT hook motif family protein, expressed	LOC_Os04g42320.1	no descriptionmoderately similar to ( 214)AT4G31880| Symbols:  | binding | chr4:15419441-15423945 REVERSEnot assigned	not assigned.no ontology	35_1

CUST_56206_PI403524517	2	0.05975914	0.08848572	-0.051127434	-0.021809578	-0.024635315	0.021810532	35_15998	Rep: OSIGBa0123D13.3 protein - Oryza sativa (Rice)	UniRef90_Q01N46	"CHR5V7|COORD:25790235..25792330| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G58280.1); similar to phosphoglycerate mutase-like protein [Glycine"	AT5G64460.4	CHR04V5|COORD:167811..172785|protein phosphoglycerate mutase-like protein, putative, expressed	LOC_Os04g01230.1	"no descriptionmoderately similar to ( 330)AT5G64460| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G58280.1); similar to phosphoglycerate mutase-like protein [Glycine max] (GB:AAG38144.1); contains InterPro domain Phosphoglycerate mutase; (InterPro:IPR013078) | chr5:25790235-25792097 REVERSEnot assigned PGAM phoE"	not assigned.unknown	35_2

CUST_87793_PI403524517	2	0.63010263	0.13153553	0.14395046	-0.13153553	-0.27009726	-0.5632191	35_25133	Rep: Respiratory burst oxidase protein A - Zea mays (Maize)	UniRef90_Q0MRQ8	CHR3V7|COORD:16843868..16848554| ferric reductase-like transmembrane component family protein	AT3G45810.1	CHR01V5|COORD:36139997..36144533|protein respiratory burst oxidase, putative, expressed	LOC_Os01g61880.1	no descriptionvery weakly similar to (68.2)AT3G45810| Symbols:  | ferric reductase-like transmembrane component family protein | chr3:16843868-16848554 REVERSEnot assigned NADPH_Ox PRK07003 PRK12323 PRK07764	stress.biotic.respiratory burst	20_1_1

CUST_76353_PI403524517	2	0.15853262	-0.17881107	-0.008817196	0.008816719	0.20949936	-0.252882	35_21890	"Cluster: Putative gamma-aminobutyrate transaminase subunit isozyme 3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative gamma-aminobutyrate transaminase"	UniRef90_Q6ZCF0	"CHR3V7|COORD:7835293..7838870| POP2 (POLLEN-PISTIL INCOMPATIBILITY 2); 4-aminobutyrate transaminase"	AT3G22200.1	CHR08V5|COORD:6169456..6163736|protein aminotransferase y4uB, putative, expressed	LOC_Os08g10510.1	" no descriptionmoderately similar to ( 438)AT3G22200| Symbols: GABA-T, POP2 | POP2 (POLLEN-PISTIL INCOMPATIBILITY 2); 4-aminobutyrate transaminase | chr3:7835293-7838870 FORWARDvery weakly similar to (67.4)GSA_CHLREGlutamate-1-semialdehyde 2,1-aminomutase, chloroplast precursor - Chlamydomonas reinhardtiinot assigned not assigned not assigned not assigned not assigned PRK06105 PRK07482 BioA PRK07480 PRK07036 PRK06541 PRK07481 PRK12403 GabT PRK05965 Aminotran_3 PRK07483 PRK07678 PRK09221 ArgD PRK06917 PRK05769 PRK08555 PRK06062 PRK06916 PRK08117 HemL PRK07323 PRK02627 PRK07030 argD argD PRK06943 PRK08593 PRK06173 PRK08360 PRK06918 argD PRK03711 PRK12381 PRK00062 PRK08466 argD PRK05630 PRK05639 PRK07986 PRK08742 argD PRK08088 PRK06082 PRK05964 argD PRK06931 PRK09044 rocD PRK06058 argD PRK07894 PRK09264 rocD PRK11522 PRK07495 PRK06938 PRK12389 PRK06777 PRK04260 PRK06148 PRK06149 PRK06209 PRK09792 PRK06942 PRK00615 PRK08297 PRK07046 "	tetrapyrrole synthesis.GSA	19_3

CUST_71491_PI403524517	2	-0.15203857	0.18421555	0.16285515	-0.5199995	-0.5877943	0.15203953	35_20485	"Cluster: Os01g0256800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0256800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JNY6	CHR2V7|COORD:19552898..19557941| zinc finger (CCCH type) helicase family protein	AT2G47680.1	CHR01V5|COORD:8566433..8557425|protein ATP binding protein, putative, expressed	LOC_Os01g15300.2	no descriptionweakly similar to ( 140)AT2G47680| Symbols:  | zinc finger (CCCH type) helicase family protein | chr2:19552898-19557941 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned HrpA PRK11131	DNA.synthesis/chromatin structure	28_1

CUST_110659_PI403524517	2	0.19496536	0.2878561	0.07104206	-0.11706638	-0.10026169	-0.07104111	35_31427	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10KR0		0	CHR03V5|COORD:14707574..14717112|protein expressed protein	LOC_Os03g25750.1	no description	not assigned.unknown	35_2

CUST_75480_PI403524517	2	0.10947704	0.27272034	0.09440422	-0.18729448	-0.32791138	-0.09440422	35_21633	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q33B99	"CHR3V7|COORD:6297530..6300506| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G48840.1); similar to unknown protein [Oryza sativa (japonica cultivar"	AT3G18350.1	CHR10V5|COORD:1724293..1713359|protein expressed protein	LOC_Os10g03830.2	"no descriptionmoderately similar to ( 232)AT3G18350| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G48840.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAT01350.1); similar to Os10g0127700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001064086.1); similar to Os05g0264200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001055043.1); contains InterPro domain Protein of unknown function DUF639; (InterPro:IPR006927) | chr3:6297530-6300506 FORWARDDUF639"	not assigned.unknown	35_2

CUST_109245_PI403524517	2	-0.8845835	0.014234543	0.021295547	-0.002544403	-0.6058979	0.0025453568	35_31055	"Cluster: Os06g0652200 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0652200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DAH6	CHR5V7|COORD:6841027..6842658| HHP1 (HEPTAHELICAL TRANSMEMBRANE PROTEIN1)	AT5G20270.1	CHR06V5|COORD:26695436..26692490|protein haemolysin-III related family protein, expressed	LOC_Os06g44250.1	no descriptionvery weakly similar to (60.8)AT5G20270| Symbols: HHP1 | HHP1 (HEPTAHELICAL TRANSMEMBRANE PROTEIN1) | chr5:6841027-6842658 REVERSEnot assigned HlyIII	not assigned.unknown	35_2

CUST_150113_PI403524517	2	-0.1287899	-0.33650064	-0.06819725	0.06819773	0.08231354	1.1980591	35_41994	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_145687_PI403524517	2	0.24227238	0.44361782	-0.043937206	-0.22024012	-0.50905514	0.043937206	35_40787	Rep: Expressed protein - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_O64633	CHR2V7|COORD:18763678..18764400| zinc finger (C3HC4-type RING finger) family protein	AT2G45530.1	CHR10V5|COORD:17827053..17821105|protein zinc finger, C3HC4 type family protein, expressed	LOC_Os10g34030.1	no descriptionweakly similar to ( 138)AT2G45530| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr2:18763678-18764400 FORWARDnot assigned RINGv zf-C3HC4	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_63507_PI403524517	2	0.14784145	-0.08630657	0.034759045	-0.0138168335	0.01381731	-0.4331622	35_18131	"Cluster: Transitional endoplasmic reticulum ATPase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Transitional endoplasmic reticulum ATPase-like - Oryza"	UniRef90_Q6YUV9	CHR1V7|COORD:18573589..18579492| AAA-type ATPase family protein	AT1G50140.1	CHR02V5|COORD:31467100..31477165|protein ATPase, AAA family protein, expressed	LOC_Os02g51400.1	no descriptionmoderately similar to ( 201)AT1G50140| Symbols:  | AAA-type ATPase family protein | chr1:18573589-18579492 REVERSE	protein.degradation.AAA type	29_5_9

CUST_18374_PI404877155	2	0.017186165	0.37243652	0.025886536	-0.16309357	-0.017186165	-0.37384033	HVSMEg0016M04r2_s_at	plasma membrane H+ ATPase [Oryza sativa (japonica cultivar-group)]	CAD29296.1	ATPase, plasma membrane-type, putative / proton pump, putative	At5g62670.1	protein plasma-membrane proton-efflux P-type ATPase	Os12g44150	plasma membrane H+ ATPase	transport.p- and v-ATPases	34_1

CUST_14198_PI399408534	2	0.35735893	-0.47347164	-0.006383896	0.012757301	0.006382942	-0.11118889	35_12985	Rep: Transcription factor HBP-1b - Triticum aestivum (Wheat)	UniRef90_Q41558	"CHR5V7|COORD:2152324..2154175| AHBP-1B (bZIP transcription factor HBP-1b homolog); DNA binding / transcription factor"	AT5G06950.3	CHR01V5|COORD:34640168..34633366|protein transcription factor HBP-1b, putative, expressed	LOC_Os01g59350.1	 no descriptionweakly similar to ( 148)AT5G06950| Symbols: TGA2, AHBP-1B | AHBP-1B (bZIP transcription factor HBP-1b homolog) | chr5:2152324-2154175 FORWARDweakly similar to ( 174)HBP1C_WHEATTranscription factor HBP-1b(c1) - Triticum aestivum (Wheat)	RNA.regulation of transcription.bZIP transcription factor family	27_3_35

CUST_65292_PI403524517	2	0.116145134	0.7260103	0.022439957	-0.22452736	-0.18250751	-0.022439957	35_18644	"Cluster: Putative Dephospho-CoA kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Dephospho-CoA kinase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q94DR2	CHR2|COORD:11755165..11757259| dephospho-CoA kinase family, similar to Dephospho-CoA kinase (EC 2.7.1.24) (Dephosphocoenzyme A kinase). (Swiss-Prot:Q92BF2)	AT2G27490.2	CHR01V5|COORD:14665916..14661787|protein dephospho-CoA kinase, putative, expressed	LOC_Os01g25880.1	"no descriptionweakly similar to ( 134)AT2G27490| Symbols: ATCOAE | ATCOAE; ATP binding / dephospho-CoA kinase | chr2:11755165-11756087 REVERSEnot assigned coaE DPCK CoaE CoaE coaE"	not assigned.no ontology	35_1

CUST_91867_PI403524517	2	-0.124261856	-0.13370419	0.033141136	0.11536312	0.060642242	-0.03314209	35_26268	"Cluster: Putative laccase LAC5-6; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative laccase LAC5-6 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8S2A8	"CHR5V7|COORD:24185298..24187449| LAC17 (laccase 17); copper ion binding / oxidoreductase"	AT5G60020.1	CHR01V5|COORD:36506976..36504140|protein L-ascorbate oxidase precursor, putative, expressed	LOC_Os01g62490.1	"no descriptionweakly similar to ( 194)AT5G60020| Symbols: LAC17 | LAC17 (laccase 17); copper ion binding / oxidoreductase | chr5:24185298-24187449 FORWARDnot assigned"	secondary metabolism.simple phenols	16_10

CUST_70367_PI403524517	2	0.030332565	0.17576408	0.003285408	-0.13878345	-0.015685081	-0.0032863617	35_20153	Rep: COP alpha homolog - Triticum aestivum (Wheat)	UniRef90_Q9FVJ9	CHR1V7|COORD:22923479..22927393| coatomer protein complex, subunit alpha, putative	AT1G62020.1	CHR09V5|COORD:2131704..2125232|protein coatomer subunit alpha, putative, expressed	LOC_Os09g04110.2	 no descriptionhighly similar to ( 645)AT1G62020| Symbols:  | coatomer protein complex, subunit alpha, putative | chr1:22923479-22927393 FORWARDnot assigned COPI_C Coatomer_WDAD 	cell. vesicle transport	31_4

CUST_87146_PI403524517	2	-0.092466354	0.020066738	-0.15917587	0.005815506	0.26543188	-0.005815983	35_24955	"Cluster: Putative receptor-like protein kinase; n=2; Oryza sativa|Rep: Putative receptor-like protein kinase - Oryza sativa (Rice)"	UniRef90_Q7G6W1	CHR2V7|COORD:6406761..6407837| AGP9 (ARABINOGALACTAN PROTEIN 9)	AT2G14890.1	CHR10V5|COORD:78971..81917|protein receptor-like protein kinase, putative, expressed	LOC_Os10g01100.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07764 PRK07003 PRK05648 TT_ORF1 Atrophin-1 HPC2 Herpes_TAF50 Extensin_2 Herpes_BLLF1	not assigned.unknown	35_2

CUST_179865_PI403524517	2	-0.082855225	-0.64009094	-0.09986591	0.17978954	0.3870163	0.08285427	35_50022	Rep: OSIGBa0137L20.8 protein - Oryza sativa (Rice)	UniRef90_Q01L92	CHR1V7|COORD:16816094..16817173| DNA binding / ligand-dependent nuclear receptor	AT1G44191.1	CHR04V5|COORD:20312033..20313670|protein selenium-binding protein-like, putative	LOC_Os04g33840.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned PRK12323 Extensin_2 PRK07003 Tymo_45kd_70kd Atrophin-1 PRK07764	not assigned.unknown	35_2

CUST_120811_PI403524517	2	-0.1337471	-0.07117367	0.36554527	0.07117367	0.1546545	-0.08806801	35_34140	"Cluster: Os08g0374200 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os08g0374200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J636		0	CHR08V5|COORD:17390235..17385523|protein expressed protein	LOC_Os08g28690.2	no description	not assigned.unknown	35_2

CUST_116302_PI403524517	2	0.02189064	-0.4798975	-0.10933113	0.08646393	-0.021891594	0.028692245	35_32973	"Cluster: Os10g0575700; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os10g0575700 - Oryza sativa (japonica cultivar-group)"	UniRef90_UPI0000DD9AA9	CHR4V7|COORD:11766102..11767239| plastid-lipid associated protein PAP, putative	AT4G22240.1	CHR10V5|COORD:22590828..22593763|protein plastid-lipid associated protein 3, chloroplast precursor, putative, expressed	LOC_Os10g42500.1	 no descriptionvery weakly similar to (87.4)AT4G22240| Symbols:  | plastid-lipid associated protein PAP, putative | chr4:11766102-11767239 REVERSEweakly similar to ( 113)PAP3_ORYSAPAP_fibrillin 	cell.organisation	31_1

CUST_129990_PI403524517	2	0.050185204	0.14685822	-0.0151052475	-0.021852493	0.0151052475	-0.06954861	35_36509	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_15340_PI404877155	2	-0.005542755	-0.008155823	0.089673996	0.005543709	0.018021584	-0.04614544	Contig9184_at	unknown protein [Arabidopsis thaliana] gb|AAO42918.1| At2g15910 [Arabidopsis thaliana]	BAC42514.1	CSL zinc finger domain-containing protein	At2g15910.1	protein At2g15910	Os06g45070	unknown protein	RNA.regulation of transcription.unclassified	27_3_99

CUST_74574_PI403524517	2	0.09863472	0.44413567	-0.0045347214	-0.07167244	-0.017715454	0.0045347214	35_21385	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q75IZ8	CHR2V7|COORD:18571231..18574707| structural constituent of nuclear pore	AT2G45000.1	CHR03V5|COORD:17032788..17039265|protein expressed protein	LOC_Os03g29960.1	no description	not assigned.unknown	35_2

CUST_18533_PI404877155	2	-0.014334679	0.13455486	-0.025995255	0.014335632	0.039855003	-0.060379982	HVSMEk0009B02r2_at	auxin-induced (indole-3-acetic acid induced), pseudogene [Arabidopsis thaliana]	NP_173178.2	auxin-induced-related / indole-3-acetic acid induced-related	At1g17350.1	protein hypothetical protein	Os01g52720	auxin-induced-related / indole-3-acetic acid induced-related, similar to auxin-induced protein TGSAUR22 (GI:10185820) (Tulipa gesnerian)	hormone metabolism.auxin.induced-regulated-responsive-activated	17_2_3

CUST_11362_PI404877155	2	0.13965225	-0.5254593	-0.09247112	0.13418865	0.07396412	-0.07396507	Contig5034_at	0	S22697	leucine-rich repeat family protein / extensin family protein	At4g13340.1	protein hypothetical protein	Os01g37920	no hit	RNA.regulation of transcription	27_3

CUST_25015_PI403524517	2	-0.12668324	0.15101051	-0.0037527084	0.15325737	-0.1665926	0.0037527084	35_7259	"Cluster: 3'-N-debenzoyltaxol N-benzoyltransferase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: 3'-N-debenzoyltaxol N-benzoyltransferase-like - Oryza"	UniRef90_Q9LGF6	CHR3V7|COORD:23025308..23026783| transferase family protein	AT3G62160.1	CHR06V5|COORD:23437878..23439548|protein 10-deacetylbaccatin III 10-O-acetyltransferase, putative, expressed	LOC_Os06g39470.1	no descriptionvery weakly similar to (63.2)AT3G62160| Symbols:  | transferase family protein | chr3:23025308-23026783 REVERSETransferase	not assigned.no ontology	35_1

CUST_66049_PI403524517	2	-0.22416592	0.42938995	0.019330025	0.023222923	-0.23820114	-0.019330025	35_18864	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_179763_PI403524517	2	0.06467247	0.9773092	0.12534332	-0.3210473	-0.3329153	-0.06467247	35_49993	0	0	CHR3V7|COORD:6736388..6738336| late embryogenesis abundant protein-related / LEA protein-related	AT3G19430.1	CHR04V5|COORD:4235694..4232001|protein transposon protein, putative, CACTA, En/Spm sub-class	LOC_Os04g07980.1	no description	not assigned.unknown	35_2

CUST_96554_PI403524517	2	0.17769527	-0.022097588	0.0474205	-0.11803818	0.022096634	-0.053816795	35_27577	"Cluster: 2 coiled coil domains of eukaryotic origin (31.3 kD)-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: 2 coiled coil domains of eukaryotic"	UniRef90_Q6K5F4	"CHR3V7|COORD:6477859..6478761| similar to 2 coiled coil domains of eukaryotic ori (GB:BAD19345.1); contains InterPro domain Isy1-like splicing; (InterPro:IPR009"	AT3G18790.1	CHR02V5|COORD:23574978..23572529|protein pre-mRNA-splicing factor ISY1, putative, expressed	LOC_Os02g39050.1	"no descriptionmoderately similar to ( 281)AT3G18790| Symbols:  | similar to 2 coiled coil domains of eukaryotic ori (GB:BAD19345.1); contains InterPro domain Isy1-like splicing; (InterPro:IPR009360) | chr3:6477859-6478761 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned Isy1 PRK07003 Herpes_BLLF1"	not assigned.unknown	35_2

CUST_1819_PI404877155	2	-0.38990974	-0.24365902	1.0980396	0.07591152	0.81251335	-0.07591057	Contig12040_at	putative calcium-binding protein [Oryza sativa (japonica cultivar-group)] gb|AAP52416.1| putative calcium-binding protein [Oryza sativa (jap	NP_920129.1	calcium-binding EF hand family protein	At4g38810.2	protein probable calcium-binding protein (clone Y8) - potato	Os10g09850	calcium-binding EF hand family protein, contains INTERPRO:IPR002048 calcium-binding EF-hand domain or  calcium-binding EF hand family protein, contains INTERPRO:IPR002048 calcium-binding EF-hand domain	signalling.calcium	30_3

CUST_2757_PI403524517	2	-0.11513901	0.49965858	0.01826477	-0.0163908	0.0163908	-0.1192646	35_753	"Cluster: Putative ubiquinol-cytochrome c reductase iron-sulfur subunit, mitochondrial; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ubiquinol-cytoc"	UniRef90_Q6H4M9	CHR5V7|COORD:4305417..4307402| ubiquinol-cytochrome C reductase iron-sulfur subunit, mitochondrial, putative / Rieske iron-sulfur protein, putative	AT5G13430.1	CHR02V5|COORD:18978338..18974969|protein ubiquinol-cytochrome c reductase iron-sulfur subunit, mitochondrial precursor, putative, expressed	LOC_Os02g32120.1	 no descriptionmoderately similar to ( 364)AT5G13430| Symbols:  | ubiquinol-cytochrome C reductase iron-sulfur subunit, mitochondrial, putative / Rieske iron-sulfur protein, putative | chr5:4305417-4307402 REVERSEmoderately similar to ( 426)UCRI_MAIZECytochrome b-c1 complex subunit Rieske, mitochondrial precursor - Zea mays (Maize)not assigned Rieske_cytochrome_bc1 QcrA DUF1195 Rieske Rieske Rieske_cytochrome_b6f Rieske_YhfW_C 	mitochondrial electron transport / ATP synthesis.cytochrome c reductase	9_5

CUST_4340_PI403524517	2	-0.10259342	-0.011202812	-0.06331253	0.049427986	0.08555508	0.011203766	35_1199	"Cluster: Mitochondrial processing peptidase alpha-chain; n=1; Dactylis glomerata|Rep: Mitochondrial processing peptidase alpha-chain - Dactylis glomerata (Orcha"	UniRef90_Q9FNU9	CHR1V7|COORD:19327361..19330440| mitochondrial processing peptidase alpha subunit, putative	AT1G51980.1	CHR01V5|COORD:4888318..4893678|protein mitochondrial-processing peptidase alpha subunit, mitochondrial precursor, putative, expressed	LOC_Os01g09560.1	 no descriptionmoderately similar to ( 222)AT1G51980| Symbols:  | mitochondrial processing peptidase alpha subunit, putative | chr1:19327598-19330440 REVERSEmoderately similar to ( 246)MPPA_SOLTUMitochondrial-processing peptidase subunit alpha, mitochondrial precursor - Solanum tuberosum (Potato)not assigned not assigned not assigned PqqL Peptidase_M16_C 	protein.targeting.mitochondria	29_3_2

CUST_107105_PI403524517	2	-1.2787204	-0.06088686	0.32585812	0.060886383	0.8001604	-0.3963647	35_30479	"Cluster: Hypothetical protein P0450E05.28; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0450E05.28 - Oryza sativa (japonica cultivar-g"	UniRef90_Q69IL9	CHR4V7|COORD:14066090..14066308| unknown protein	AT4G28460.1	CHR09V5|COORD:20082963..20082430|protein expressed protein	LOC_Os09g34020.1	no description	not assigned.unknown	35_2

CUST_3695_PI403524517	2	-0.018745422	0.4281807	0.022005081	-0.10415554	-0.22109509	0.018745422	35_1006	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_20634_PI403524517	2	0.078225136	0.5772629	0.15649796	-0.43891335	-0.24511719	-0.078225136	35_5988	0	0	CHR1V7|COORD:9078127..9079563| proline-rich extensin-like family protein	AT1G26240.1	0	0	no description	not assigned.unknown	35_2

CUST_21447_PI403524517	2	0.042562485	0.5833845	-0.042562485	-0.13262081	-0.08168793	0.10309601	35_6225	"Cluster: Hypothetical protein At4g16580/dl4315c; n=3; Arabidopsis thaliana|Rep: Hypothetical protein At4g16580/dl4315c - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q8GY02	CHR4V7|COORD:9341174..9342577| catalytic	AT4G16580.1	CHR03V5|COORD:33788757..33784713|protein fos intronic gene CG7615-PA, putative, expressed	LOC_Os03g59470.1	no descriptionweakly similar to ( 166)AT4G16580| Symbols:  | catalytic | chr4:9341174-9342577 REVERSEnot assigned	not assigned.unknown	35_2

CUST_5676_PI403524517	2	-0.76412106	-0.07808781	0.25435066	0.13277245	0.009750366	-0.009749413	35_1569	Rep: UMP/CMP kinase b - Oryza sativa (Rice)	UniRef90_Q9SE47	CHR5|COORD:9275950..9278599| similar to uridylate kinase, putative / uridine monophosphate kinase, putative / UMP kinase, putative [Arabidopsis thaliana]	AT5G26667.3	CHR02V5|COORD:32945736..32949214|protein uridylate kinase, putative, expressed	LOC_Os02g53790.2	 no descriptionmoderately similar to ( 279)AT5G26667| Symbols:  | uridylate kinase | chr5:9276662-9278094 FORWARDvery weakly similar to (89.0)KADC_MAIZEAdenylate kinase, chloroplast - Zea mays (Maize)not assigned not assigned ADK ADK adk Adk adk 	nucleotide metabolism.phosphotransfer and pyrophosphatases.adenylate kinase	23_4_1

CUST_52805_PI403524517	2	-0.20681381	0.03648758	0.08847427	0.10951328	-0.14789772	-0.036488533	35_15041	"Cluster: Glucose-6-phosphate dehydrogenase; n=3; Triticum aestivum|Rep: Glucose-6-phosphate dehydrogenase - Triticum aestivum (Wheat)"	UniRef90_Q9LRJ0	"CHR5V7|COORD:16328512..16331784| G6PD6 (GLUCOSE-6-PHOSPHATE DEHYDROGENASE 6); glucose-6-phosphate 1-dehydrogenase"	AT5G40760.1	CHR02V5|COORD:23474346..23480943|protein glucose-6-phosphate 1-dehydrogenase, cytoplasmic isoform, putative, expressed	LOC_Os02g38840.2	" no descriptionhighly similar to ( 802)AT5G40760| Symbols: G6PD6 | G6PD6 (GLUCOSE-6-PHOSPHATE DEHYDROGENASE 6); glucose-6-phosphate 1-dehydrogenase | chr5:16328512-16331784 FORWARDhighly similar to ( 813)G6PD_SOLTUGlucose-6-phosphate 1-dehydrogenase, cytoplasmic isoform - Solanum tuberosum (Potato)not assigned Zwf PRK05722 PRK12853 G6PD_C PRK12854 G6PD_N "	OPP.oxidative PP.G6PD	7_1_1

CUST_150174_PI403524517	2	0.12779808	-0.15913916	-0.005660057	0.0242033	0.0056610107	-0.17562771	35_42010	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_55992_PI403524517	2	-0.029139519	0.029138565	-0.08653641	0.27023792	0.08625507	-0.030986786	35_15937	"Cluster: 30S ribosomal protein S17, chloroplast precursor; n=1; Zea mays|Rep: 30S ribosomal protein S17, chloroplast precursor - Zea mays (Maize)"	UniRef90_Q9TJN6	"CHR1V7|COORD:30046366..30046815| RPS17 (ribosomal protein S17); structural constituent of ribosome"	AT1G79850.1	CHR04V5|COORD:35150009..35163433|protein transportin-2, putative, expressed	LOC_Os04g59494.1	" no descriptionweakly similar to ( 114)AT1G79850| Symbols: ORE4, CS17, PRPS17, RPS17 | RPS17 (ribosomal protein S17); structural constituent of ribosome | chr1:30046366-30046815 REVERSEweakly similar to ( 179)RR17_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned Ribosomal_S17 RpsQ rpsQ rps17 rps17p PRK07764 "	protein.synthesis.mito/plastid ribosomal protein.plastid	29_2_1_1

CUST_63542_PI403524517	2	0.09562588	0.18908882	-0.04666519	0.015126228	-0.062498093	-0.015126228	35_18140	"Cluster: Hypothetical protein P0011D01.31; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0011D01.31 - Oryza sativa (japonica cultivar-g"	UniRef90_Q9SDB9	CHR3V7|COORD:21026610..21028862| ubiquitin-associated (UBA)/TS-N domain-containing protein	AT3G56740.1	CHR01V5|COORD:9255941..9261124|protein UBA/TS-N domain, putative, expressed	LOC_Os01g16330.1	no descriptionmoderately similar to ( 338)AT3G56740| Symbols:  | ubiquitin-associated (UBA)/TS-N domain-containing protein | chr3:21026610-21028862 FORWARDnot assigned not assigned COG0705 UBA Rhomboid	protein.degradation.ubiquitin	29_5_11

CUST_46202_PI403524517	2	0.015574455	-0.15617752	-0.12961388	-0.015573502	0.2853918	0.16161537	35_13232	Rep: OSIGBa0113I13.4 protein - Oryza sativa (Rice)	UniRef90_Q01KE3	CHR1V7|COORD:5768273..5770176| merozoite surface protein-related	AT1G16860.1	CHR04V5|COORD:26913948..26916509|protein cysteine-type endopeptidase/ ubiquitin thiolesterase, putative, expressed	LOC_Os04g45821.1	no descriptionweakly similar to ( 137)AT4G22290| Symbols:  | ubiquitin thiolesterase | chr4:11783211-11785742 REVERSE	not assigned.no ontology	35_1

CUST_52168_PI403524517	2	0.35655785	-1.2450259	-0.072165966	0.047212124	0.17003727	-0.047211647	35_14865	Rep: 16.9 kDa class I heat shock protein - Triticum aestivum (Wheat)	UniRef90_P12810	CHR5V7|COORD:24079858..24080343| HSP18.2 (HEAT SHOCK PROTEIN 18.2)	AT5G59720.1	CHR01V5|COORD:1946389..1945553|protein 16.9 kDa class I heat shock protein 1, putative, expressed	LOC_Os01g04370.1	no descriptionweakly similar to ( 167)AT5G59720| Symbols:  | HSP18.2 (HEAT SHOCK PROTEIN 18.2) | chr5:24079858-24080343 FORWARDmoderately similar to ( 234)HSP11_WHEAT16.9 kDa class I heat shock protein - Triticum aestivum (Wheat)not assigned not assigned HSP20 alpha-crystallin-Hsps IbpA	stress.abiotic.heat	20_2_1

CUST_8975_PI404877155	2	0.032978058	-0.4034443	-0.03297901	0.19524956	0.13330555	-0.05572605	Contig2776_at	sulfate adenylyltransferase (EC 2.7.7.4) - maize gb|AAB94542.1| ATP sulfurylase [Zea mays]	T01204	sulfate adenylyltransferase 1 / ATP-sulfurylase 1 (APS1)	At3g22890.1	protein putative ATP sulfurylase	Os03g53230	putative ATP sulfurylase	S-assimilation.APS	14_01

CUST_75997_PI403524517	2	0.27382565	0.09426975	-0.039175034	-0.079146385	0.03917408	-0.08780861	35_21787	"Cluster: Hypothetical protein OSJNBa0090L05.18; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0090L05.18 - Oryza sativa (japonica"	UniRef90_Q7Y163	"CHR1V7|COORD:462202..463521| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G28770.1); similar to unnamed protein product [Tetraodon nigroviridis]"	AT1G02330.1	CHR03V5|COORD:14704056..14699773|protein hepatocellular carcinoma-associated antigen 59 family protein, expressed	LOC_Os03g25720.1	"no descriptionvery weakly similar to (96.7)AT1G02330| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G28770.1); similar to unnamed protein product [Tetraodon nigroviridis] (GB:CAF90174.1); similar to Os03g0374100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001050211.1); contains InterPro domain Hepatocellular carcinoma-associated antigen 59; (InterPro:IPR010756) | chr1:462202-463521 REVERSEnot assigned not assigned not assigned not assigned"	not assigned.no ontology	35_1

CUST_17976_PI404877155	2	-0.5339346	-0.56824017	0.20301723	0.19407177	0.031864166	-0.031864166	HVSMEb0003G21r2_s_at	proline-rich protein - wheat emb|CAA36712.1| proline-rich protein [Triticum aestivum]	S14959	leucine-rich repeat family protein / extensin family protein	At3g19020.1	protein retrotransposon protein, putative, Ty3-gypsy sub-class	Os05g13940	0.2_HMGI_Y T01851	RNA.regulation of transcription	27_3

CUST_17132_PI404877155	2	0.0050640106	0.17113495	-0.07796192	-0.079606056	0.028439522	-0.0050640106	HS18M03u_s_at	succinate dehydrogenase subunit 4 [Oryza sativa]	AAK97388.1	splicing factor PWI domain-containing protein	At2g29210.1	protein expressed protein	Os01g70980	succinate dehydrogenase subunit 4	TCA / org. transformation.TCA.succinate dehydrogenase	8_1_07

CUST_85254_PI403524517	2	0.08683014	0.42163086	-0.16573429	0.08905077	-0.261158	-0.08683014	35_24424	"Cluster: Proteophosphoglycan ppg4; n=1; Leishmania major strain Friedlin|Rep: Proteophosphoglycan ppg4 - Leishmania major strain Friedlin"	UniRef90_Q4FX63	"CHR2V7|COORD:18116379..18118664| IQD14; calmodulin binding"	AT2G43680.1	CHR04V5|COORD:24705559..24701241|protein peroxidase 18 precursor, putative, expressed	LOC_Os04g42100.1	no descriptionnot assigned Atrophin-1 Tymo_45kd_70kd	not assigned.unknown	35_2

CUST_70309_PI403524517	2	0.4247427	-0.840837	0.24639702	0.076376915	-0.19697857	-0.076376915	35_20133	"Cluster: Putative lysyl-tRNA synthetase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative lysyl-tRNA synthetase - Oryza sativa (japonica cultivar-group"	UniRef90_Q6K1T2	"CHR3V7|COORD:4395991..4399309| OVA5 (OVULE ABORTION 5); ATP binding / aminoacyl-tRNA ligase"	AT3G13490.1	CHR02V5|COORD:24854243..24842305|protein lysyl-tRNA synthetase, putative, expressed	LOC_Os02g41470.3	"no descriptionmoderately similar to ( 221)AT3G13490| Symbols: OVA5 | OVA5 (OVULE ABORTION 5); ATP binding / aminoacyl-tRNA ligase | chr3:4395991-4399309 REVERSEweakly similar to ( 132)SYK_ORYSAnot assigned not assigned lysS LysRS_core LysU lysS PRK12445 tRNA-synt_2 Asp_Lys_Asn_RS_core COG2269 PRK09350 AspS aspS AspRS_core aspC AsxRS_core AsnS asnC PRK12820"	protein.aa activation.lysine-tRNA ligase	29_1_6

CUST_6744_PI403524517	2	-0.00438118	-0.10455227	0.0027132034	-0.0027132034	0.01568222	0.093195915	35_1872	"Cluster: Ubiquitin family protein, expressed; n=4; Oryza sativa (japonica cultivar-group)|Rep: Ubiquitin family protein, expressed - Oryza sativa (japonica cult"	UniRef90_Q10S80	CHR2V7|COORD:7485354..7488443| ubiquitin family protein	AT2G17190.1	CHR03V5|COORD:1774766..1769915|protein ubiquilin-1, putative, expressed	LOC_Os03g03920.1	no descriptionmoderately similar to ( 295)AT2G17190| Symbols:  | ubiquitin family protein | chr2:7485354-7488443 REVERSEnot assigned not assigned not assigned not assigned Scythe_N UBL UBQ ubiquitin RAD23_N UBQ	protein.degradation.ubiquitin.ubiquitin	29_5_11_1

CUST_15082_PI403524517	2	0.18350601	-0.9314213	-0.12647724	0.2552786	-0.06973171	0.06973171	35_4346	"Cluster: Os02g0550300 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0550300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E0I1	"CHR1V7|COORD:13156482..13158258| ATPDIL5-2 (PDI-LIKE 5-2); thiol-disulfide exchange intermediate"	AT1G35620.1	CHR02V5|COORD:20694520..20696830|protein OsPDIL5-3 - Oryza sativa protein disulfide isomerase, expressed	LOC_Os02g34530.1	"no descriptionmoderately similar to ( 410)AT1G35620| Symbols: ATPDIL5-2 | ATPDIL5-2 (PDI-LIKE 5-2); thiol-disulfide exchange intermediate | chr1:13156482-13158258 FORWARDweakly similar to ( 116)PDI_RICCOProtein disulfide-isomerase precursor - Ricinus communis (Castor bean)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PDI_a_family Thioredoxin PDI_a_ERp38 PDI_a_P5 PDI_a_MPD1_like PDI_a_TMX3 PDI_a_ERp46 PDI_a_PDIR TRX_family PDI_a_PDI_a'_C PDI_a_ERdj5_C PDI_a_ERp44 COG3118 PDI_a_ERdj5_N trxA PRK10996 PDI_a_QSOX TrxA TRX_superfamily"	redox.thioredoxin	21_1

CUST_91165_PI403524517	2	-0.7483697	-0.714623	0.70982265	0.16744709	0.22491074	-0.16744804	35_26068	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_25138_PI403524517	2	-0.59320164	-0.6067133	-0.04299259	0.04299164	0.9333401	0.25366592	35_7292	"Cluster: Hypothetical protein P0548E04.16; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0548E04.16 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5Z978	"CHR1V7|COORD:28607843..28608769| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G17080.1); similar to Os06g0725700 [Oryza sativa (japonica"	AT1G76240.1	CHR06V5|COORD:30854272..30855123|protein conserved hypothetical protein	LOC_Os06g50980.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF241 Tymo_45kd_70kd Atrophin-1 PRK07003 PRK07764 Extensin_2 PRK12323 PRK12678 APC_basic DUF1421 HPC2 infB TT_ORF1 KAR9 Herpes_BLLF1 PRK08853 PRK05648 PRK09169 AF-4 Pneumo_att_G DUF1509 PRK06975 DUF566 Drf_FH1 FAP Chon_Sulph_att PRK00708 IER	not assigned.unknown	35_2

CUST_55343_PI403524517	2	-0.023069382	-0.6734228	0.023068428	0.15392303	0.06907654	-0.13100815	35_15755	"Cluster: Putative 50S ribosomal protein L21, chloroplast; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative 50S ribosomal protein L21, chloroplast - Ory"	UniRef90_Q6K241	CHR1V7|COORD:13209989..13211458| 50S ribosomal protein L21, chloroplast / CL21 (RPL21)	AT1G35680.1	CHR02V5|COORD:9007484..9005185|protein 50S ribosomal protein L21, chloroplast precursor, putative, expressed	LOC_Os02g15900.1	 no descriptionweakly similar to ( 164)AT1G35680| Symbols:  | 50S ribosomal protein L21, chloroplast / CL21 (RPL21) | chr1:13209989-13211458 FORWARDweakly similar to ( 152)RK21_SPIOL50S ribosomal protein L21, chloroplast precursor - Spinacia oleracea (Spinach)not assigned not assigned not assigned Ribosomal_L21p rplU RplU rpl21 PRK12278 Extensin_2 	protein.synthesis.mito/plastid ribosomal protein.plastid	29_2_1_1

CUST_18970_PI399408534	2	-0.03744316	-0.2813363	0.037442684	0.101617336	0.35834217	-0.041475296	35_8562	Rep: Fatty acid hydroperoxide lyase - Hordeum vulgare (Barley)	UniRef90_Q8L6L5	"CHR4V7|COORD:8835868..8838461| HPL1 (HYDROPEROXIDE LYASE 1); heme binding / iron ion binding / monooxygenase"	AT4G15440.1	CHR02V5|COORD:554579..556320|protein cytochrome P450 74A4, putative, expressed	LOC_Os02g02000.1	" no descriptionweakly similar to ( 172)AT4G15440| Symbols: CYP74B2, HPL1 | HPL1 (HYDROPEROXIDE LYASE 1); heme binding / iron ion binding / monooxygenase | chr4:8835868-8838461 FORWARDweakly similar to ( 147)C74A3_ORYSAnot assigned not assigned not assigned not assigned PRK07003 PRK12323 PRK07764 "	hormone metabolism.jasmonate.synthesis-degradation.allene oxidase synthase	17_7_1_3

CUST_100675_PI403524517	2	0.23193169	-0.2796812	-0.2958784	0.21950245	0.1477089	-0.14770794	35_28732	"Cluster: OSA15 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: OSA15 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5JCT1	CHR1V7|COORD:24733543..24735807| senescence-associated family protein	AT1G66330.1	CHR05V5|COORD:2764068..2770016|protein ATA15 protein, putative, expressed	LOC_Os05g05600.5	no descriptionmoderately similar to ( 240)AT1G66330| Symbols:  | senescence-associated family protein | chr1:24733543-24735807 REVERSE	development.unspecified	33_99

CUST_139266_PI403524517	2	0.26225662	-0.3274622	0.049360275	-0.04936123	-0.096847534	0.071866035	35_39061	"Cluster: Uncharacterised protein family containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Uncharacterised protein family"	UniRef90_Q2QXB4	"CHR3V7|COORD:20590211..20593103| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G18220.1); similar to Nucleolar complex protein 2 homolog (Protein"	AT3G55510.1	CHR12V5|COORD:3200618..3206797|protein expressed protein	LOC_Os12g06610.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_78428_PI403524517	2	0.10525608	0.19108963	-0.06412792	-0.039844513	-0.058564186	0.039844513	35_22486	Rep: B0811B10.7 protein - Oryza sativa (Rice)	UniRef90_Q259W4	"CHR5V7|COORD:22754765..22758212| ATARP8 (ACTIN-RELATED PROTEIN 8); structural constituent of cytoskeleton"	AT5G56180.1	CHR04V5|COORD:33864372..33868522|protein actin-6, putative, expressed	LOC_Os04g57210.3	"no descriptionweakly similar to ( 164)AT5G56180| Symbols: ATARP8 | ATARP8 (ACTIN-RELATED PROTEIN 8); structural constituent of cytoskeleton | chr5:22755556-22758212 REVERSEvery weakly similar to (68.6)ACT1_TOBACActin - Nicotiana tabacum (Common tobacco)not assigned not assigned not assigned ACTIN ACTIN Actin COG5277"	cell.organisation	31_1

CUST_149303_PI403524517	2	-0.27275848	-0.53466034	0.014195442	0.25462818	0.05458355	-0.014195442	35_41765	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_149513_PI403524517	2	0.043064594	0.15357351	-0.1688261	-0.043064594	-0.19258022	0.06361246	35_41825	"Cluster: DNA-binding protein family-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: DNA-binding protein family-like - Oryza sativa (japonica cultivar-gro"	UniRef90_Q84YJ6	CHR2V7|COORD:18340679..18343241| DNA-binding bromodomain-containing protein	AT2G44430.1	CHR08V5|COORD:25196517..25193151|protein DNA binding protein, putative, expressed	LOC_Os08g39980.1	no description	not assigned.unknown	35_2

CUST_44170_PI403524517	2	0.14758348	0.57892036	0.23681402	-0.26813507	-0.4058447	-0.14758301	35_12674	"Cluster: Os01g0148000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0148000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JQP7	"CHR5V7|COORD:474277..482550| CER3 (ECERIFERUM 3); protein binding / ubiquitin-protein ligase/ zinc ion binding"	AT5G02310.1	CHR01V5|COORD:2596652..2609664|protein zinc finger in N-recognin family protein, putative, expressed	LOC_Os01g05500.2	"no descriptionmoderately similar to ( 263)AT5G02310| Symbols: CER3 | CER3 (ECERIFERUM 3); protein binding / ubiquitin-protein ligase/ zinc ion binding | chr5:474277-482550 FORWARDnot assigned"	secondary metabolism.wax	16_7

CUST_156172_PI403524517	2	-0.01863861	1.3162136	-0.16557884	0.52394104	0.01863861	-0.5730419	35_43614	"Cluster: Ribulose bisphosphate carboxylase small chain, chloroplast precursor; n=5; Triticeae|Rep: Ribulose bisphosphate carboxylase small chain,"	UniRef90_Q40004	CHR5V7|COORD:15394731..15395536| ribulose-bisphosphate carboxylase	AT5G38410.2	CHR12V5|COORD:11274441..11275784|protein ribulose bisphosphate carboxylase small chain C, chloroplast precursor, putative, expressed	LOC_Os12g19394.1	 no descriptionweakly similar to ( 128)AT5G38410| Symbols:  | ribulose-bisphosphate carboxylase | chr5:15394731-15395536 REVERSEweakly similar to ( 185)RBS_HORVURibulose bisphosphate carboxylase small chain, chloroplast precursor - Hordeum vulgare (Barley)RuBisCO_small RuBisCO_small RbcS 	PS.calvin cyle.rubisco small subunit	1_3_2

CUST_14601_PI403524517	2	0.062265396	-0.54462814	-0.020189285	0.059682846	-0.0063266754	0.0063266754	35_4202	"Cluster: Os03g0216600 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os03g0216600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DTY9	"CHR5V7|COORD:25562282..25566148| RSW3 (RADIAL SWELLING 3); hydrolase, hydrolyzing O-glycosyl compounds"	AT5G63840.1	CHR03V5|COORD:6106216..6110270|protein neutral alpha-glucosidase AB precursor, putative, expressed	LOC_Os03g11720.1	" no descriptionhighly similar to ( 934)AT5G63840| Symbols: RSW3 | RSW3 (RADIAL SWELLING 3); hydrolase, hydrolyzing O-glycosyl compounds | chr5:25562282-25566148 FORWARDmoderately similar to ( 308)AGLU_SPIOLAlpha-glucosidase precursor - Spinacia oleracea (Spinach)not assigned not assigned Glyco_hydro_31 COG1501 PRK10658 PRK10426 "	major CHO metabolism.degradation.starch.starch cleavage	2_2_2_1

CUST_180677_PI403524517	2	-0.17998886	-0.036686897	0.10136223	0.18342209	-0.16397	0.036685944	35_50247	"Cluster: Os02g0452500 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0452500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E1G2	"CHR1V7|COORD:4201170..4206142| KEU (KEULE); protein transporter"	AT1G12360.1	CHR02V5|COORD:14956221..14936663|protein SNARE-interacting protein KEULE, putative, expressed	LOC_Os02g25580.2	"no descriptionweakly similar to ( 156)AT1G12360| Symbols: KEU | KEU (KEULE); protein transporter | chr1:4201170-4206142 FORWARDweakly similar to ( 189)SEC1A_ORYSAnot assigned"	cell. vesicle transport	31_4

CUST_11128_PI404877155	2	-0.5530367	0.123417854	0.031147003	-0.031147003	0.5425625	-0.311656	Contig4814_at	hypothetical protein [Oryza sativa (japonica cultivar-group)] gb|AAP53563.1| hypothetical protein [Oryza sativa (japonica cultivar-group)] g	NP_921276.1	expressed protein	At5g20900.1	protein expressed protein	Os10g25230	gi|15451625|gb|AAK98749.1|AC091734_6 Hypothetical protein	RNA.regulation of transcription.C2C2(Zn) GATA transcription factor family	27_3_09

CUST_59422_PI403524517	2	-0.26667595	-0.41949987	0.05231142	0.2171197	0.1891923	-0.05231142	35_16946	"Cluster: Os04g0630300 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os04g0630300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J9V0	CHR1V7|COORD:5478849..5481909| CCR1 (CINNAMOYL COA REDUCTASE 1)	AT1G15950.1	CHR04V5|COORD:31840453..31843327|protein leucoanthocyanidin reductase, putative, expressed	LOC_Os04g53800.1	 no descriptionvery weakly similar to (62.4)AT1G15950| Symbols: IRX4, ATCCR1, CCR1 | CCR1 (CINNAMOYL COA REDUCTASE 1) | chr1:5478849-5481943 FORWARDvery weakly similar to (55.5)DFRA_DIACADihydroflavonol-4-reductase - Dianthus caryophyllus (Carnation) (Clove pink)not assigned 	misc.alcohol dehydrogenases	26_11

CUST_136994_PI403524517	2	0.4551344	1.0005684	-0.0795145	-0.040867805	-0.14528275	0.040867805	35_38418	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_52087_PI403524517	2	0.007706642	0.1018486	-0.07290268	0.2639532	-0.007706642	-0.06698704	35_14845	"Cluster: Pheophorbide a oxygenase, chloroplast, putative, expressed; n=3; Oryza sativa|Rep: Pheophorbide a oxygenase, chloroplast, putative, expressed - Oryza"	UniRef90_Q10RT5	CHR3V7|COORD:16394843..16397189| ACD1 (ACCELERATED CELL DEATH 1, PHEOPHORBIDE A OXYGENASE)	AT3G44880.1	CHR03V5|COORD:2555607..2559546|protein pheophorbide a oxygenase, chloroplast precursor, putative, expressed	LOC_Os03g05310.1	 no descriptionhighly similar to ( 588)AT3G44880| Symbols: LLS1, ACD1 | ACD1 (ACCELERATED CELL DEATH 1, PHEOPHORBIDE A OXYGENASE) | chr3:16394843-16397189 FORWARDPaO Rieske_RO_Alpha_PaO HcaE 	development.unspecified	33_99

CUST_112699_PI403524517	2	0.018268108	0.051757812	0.16081047	-0.018268108	-0.19549131	-0.38371038	35_31989	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2R3Q7	CHR3V7|COORD:9942439..9944648| similar to Os11g0507400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001067953.1)	AT3G26950.1	CHR11V5|COORD:17610469..17604234|protein expressed protein	LOC_Os11g31110.1	no description	not assigned.unknown	35_2

CUST_75923_PI403524517	2	-0.071559906	-0.8694172	-0.39208126	0.29187202	0.07155895	0.0768528	35_21764	"Cluster: Putative pectin methylesterase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative pectin methylesterase - Oryza sativa (japonica cultivar-group"	UniRef90_Q53WM8	CHR5V7|COORD:6670564..6673204| pectinesterase family protein	AT5G19730.1	CHR05V5|COORD:25865902..25868996|protein pectinesterase-2 precursor, putative, expressed	LOC_Os05g44600.1	no descriptionmoderately similar to ( 341)AT5G19730| Symbols:  | pectinesterase family protein | chr5:6670564-6673204 FORWARDweakly similar to ( 141)PME1_CITSIPectinesterase-1 precursor - Citrus sinensis (Sweet orange)not assigned Pectinesterase PemB PRK10531	cell wall.pectin*esterases.PME	10_8_1

CUST_53331_PI403524517	2	-0.28162384	-0.93240166	0.6253147	0.2816248	0.42772007	-0.6614218	35_15175	"Cluster: Jasmonate induced protein; n=1; Hordeum vulgare|Rep: Jasmonate induced protein - Hordeum vulgare (Barley)"	UniRef90_Q43490	"CHR3V7|COORD:19097527..19098888| YLS2 (yellow-leaf-specific gene 2); strictosidine synthase"	AT3G51430.1	CHR10V5|COORD:20894682..20897252|protein strictosidine synthase, putative, expressed	LOC_Os10g39710.2	"no descriptionweakly similar to ( 125)AT3G51430| Symbols: YLS2 | YLS2 (yellow-leaf-specific gene 2); strictosidine synthase | chr3:19097527-19098888 FORWARDnot assigned Str_synth COG3386"	secondary metabolism.N misc.alkaloid-like	16_4_1

CUST_1323_PI403524517	2	-0.5035486	-0.42410564	0.42410612	0.9496641	0.51097775	-0.9496589	35_350	"Cluster: Ribulose bisphosphate carboxylase small chain, chloroplast precursor; n=5; Triticeae|Rep: Ribulose bisphosphate carboxylase small chain,"	UniRef90_Q40004	CHR1V7|COORD:25052128..25052912| ribulose bisphosphate carboxylase small chain 1A / RuBisCO small subunit 1A (RBCS-1A) (ATS1A)	AT1G67090.1	CHR12V5|COORD:11274441..11275784|protein ribulose bisphosphate carboxylase small chain C, chloroplast precursor, putative, expressed	LOC_Os12g19394.1	 no descriptionmoderately similar to ( 237)AT1G67090| Symbols: RBCS1A | ribulose bisphosphate carboxylase small chain 1A / RuBisCO small subunit 1A (RBCS-1A) (ATS1A) | chr1:25052253-25052912 REVERSEmoderately similar to ( 340)RBS_HORVURibulose bisphosphate carboxylase small chain, chloroplast precursor - Hordeum vulgare (Barley)RuBisCO_small RuBisCO_small rbcS RbcS RuBisCO_small_like 	PS.calvin cyle.rubisco small subunit	1_3_2

CUST_136412_PI403524517	2	0.100429535	-0.00855875	-0.046141148	0.00855875	0.08825636	-0.055832863	35_38251	Rep: Potassium transporter HAK4 - Hordeum vulgare (Barley)	UniRef90_Q06XL4	"CHR3V7|COORD:350822..354142| KUP3 (K+ uptake permease 3); potassium ion transporter"	AT3G02050.1	CHR01V5|COORD:41387940..41394376|protein potassium transporter 2, putative, expressed	LOC_Os01g70940.2	" no descriptionweakly similar to ( 165)AT3G02050| Symbols: ATKUP3, ATKT4, KUP3 | KUP3 (K+ uptake permease 3); potassium ion transporter | chr3:350822-354142 FORWARDmoderately similar to ( 251)HAK2_ORYSAK_trans "	transport.potassium	34_15

CUST_35381_PI403524517	2	0.08258629	-0.10995102	0.018284798	-0.018284798	-0.4354	0.0758419	35_10200	"Cluster: Os07g0405100 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os07g0405100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D730	CHR5V7|COORD:26874494..26878200| WD-40 repeat family protein	AT5G67320.1	CHR07V5|COORD:12422366..12438792|protein F-box-like/WD-repeat-containing protein TBL1XR1-A, putative, expressed	LOC_Os07g22220.1	no descriptionmoderately similar to ( 344)AT5G67320| Symbols:  | WD-40 repeat family protein | chr5:26874494-26878200 FORWARDvery weakly similar to (87.4)PF20_CHLREFlagellar WD repeat-containing protein Pf20 - Chlamydomonas reinhardtiinot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned WD40 COG2319 WD40 WD40	not assigned.no ontology	35_1

CUST_41948_PI403524517	2	0.09081411	0.019131184	-0.019131184	-0.16957235	0.05995798	-0.16413307	35_12057	Rep: PREDICTED: similar to zonadhesin - Danio rerio	UniRef90_UPI000054A3C5	CHR3V7|COORD:6736388..6738336| late embryogenesis abundant protein-related / LEA protein-related	AT3G19430.1	CHR04V5|COORD:20520644..20522442|protein extensin precursor, putative, expressed	LOC_Os04g34170.3	no descriptionnot assigned not assigned	not assigned.unknown	35_2

CUST_35749_PI403524517	2	0.5499234	0.51848793	-0.18851328	-0.13317204	-0.27427053	0.13317204	35_10309	"Cluster: Os05g0384800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0384800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DIJ3	CHR5V7|COORD:6547947..6552850| zinc finger protein, putative / regulator of chromosome condensation (RCC1) family protein	AT5G19420.1	CHR05V5|COORD:18512299..18503854|protein ran GTPase binding protein, putative, expressed	LOC_Os05g31920.2	 no descriptionmoderately similar to ( 377)AT5G19420| Symbols:  | zinc finger protein, putative / regulator of chromosome condensation (RCC1) family protein | chr5:6547947-6552850 REVERSEnot assigned not assigned not assigned not assigned ATS1 	cell.division	31_2

CUST_6127_PI399408534	2	-0.07880783	-0.9911289	0.07880783	0.45839214	0.67354774	-0.23696709	35_26153	"Cluster: Os03g0821200 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os03g0821200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DM99	CHR5V7|COORD:539547..541056| Dof-type zinc finger domain-containing protein	AT5G02460.1	CHR03V5|COORD:34394469..34395893|protein expressed protein	LOC_Os03g60630.1	no descriptionweakly similar to ( 139)AT5G02460| Symbols:  | Dof-type zinc finger domain-containing protein | chr5:539547-541056 REVERSEweakly similar to ( 104)PBF_MAIZEDof zinc finger protein PBF - Zea mays (Maize)zf-Dof	RNA.regulation of transcription.C2C2(Zn) DOF zinc finger family	27_3_8

CUST_97922_PI403524517	2	0.07864094	-1.079936	-0.23254395	0.15747356	-0.05095291	0.050953865	35_27959	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_17578_PI403524517	2	0.16128159	-0.20161247	-0.06467056	-0.019105911	0.06297779	0.019105911	35_5078	"Cluster: Transducin family protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Transducin family protein, putative, expressed - Oryza"	UniRef90_Q2QMC2	CHR2V7|COORD:8195573..8199491| transducin family protein / WD-40 repeat family protein	AT2G18900.1	CHR12V5|COORD:25718496..25724633|protein nucleotide binding protein, putative, expressed	LOC_Os12g41620.1	no descriptionweakly similar to ( 130)AT2G18900| Symbols:  | transducin family protein / WD-40 repeat family protein | chr2:8195573-8199491 REVERSEnot assigned	not assigned.no ontology	35_1

CUST_153351_PI403524517	2	0.05531168	0.11587763	0.42522812	-0.05531168	-0.42569208	-0.12805462	35_42859	Rep: Actin associated protein - Aspergillus fumigatus (Sartorya fumigata)	UniRef90_Q4WCV2	CHR1V7|COORD:22057832..22060717| formin homology 2 domain-containing protein / FH2 domain-containing protein	AT1G59910.1	CHR01V5|COORD:39242941..39244920|protein expressed protein	LOC_Os01g67010.1	no description	not assigned.unknown	35_2

CUST_121269_PI403524517	2	-0.16498852	-0.16461134	0.23417664	0.27768803	0.16461182	-0.56709194	35_34255	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_104125_PI403524517	2	0.26677895	-0.08505821	0.08505821	-0.09220219	0.11487484	-0.14101648	35_29678	"Cluster: Os09g0556800 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0556800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IZQ0	CHR1V7|COORD:16816094..16817173| DNA binding / ligand-dependent nuclear receptor	AT1G44191.1	CHR09V5|COORD:22136560..22134371|protein expressed protein	LOC_Os09g38450.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07003 PRK07764 PRK00708 Atrophin-1 DUF566 AF-4 Metaviral_G PRK09169 HPC2 IER Herpes_UL32 Tymo_45kd_70kd APC_basic Pneumo_att_G Syndecan Peptidase_S39 PRK12372	not assigned.unknown	35_2

CUST_68811_PI403524517	2	-0.041467667	0.041467667	0.2749672	0.045902252	-0.07019997	-0.09344673	35_19686	Rep: H0115B09.2 protein - Oryza sativa (Rice)	UniRef90_Q01IQ0	CHR4V7|COORD:16545600..16548299| SH3 domain-containing protein 2 (SH3P2)	AT4G34660.1	CHR04V5|COORD:26800513..26796479|protein clathrin binding protein, putative, expressed	LOC_Os04g45670.1	no descriptionmoderately similar to ( 458)AT4G34660| Symbols:  | SH3 domain-containing protein 2 (SH3P2) | chr4:16545600-16548299 REVERSEnot assigned not assigned not assigned not assigned not assigned SH3 SH3 SH3_2 SH3_1	not assigned.no ontology	35_1

CUST_23989_PI403524517	2	0.45725298	0.6386943	5.8174133E-4	-0.16535091	-0.17845154	-5.8221817E-4	35_6970	"Cluster: Zinc finger, C3HC4 type family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Zinc finger, C3HC4 type family protein, expressed -"	UniRef90_Q2QYH9	CHR5V7|COORD:375539..377020| zinc finger (C3HC4-type RING finger) family protein	AT5G01980.1	CHR12V5|COORD:905322..907654|protein protein binding protein, putative, expressed	LOC_Os12g02620.1	no descriptionvery weakly similar to (80.9)AT5G01980| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr5:375539-377020 FORWARD	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_47082_PI403524517	2	0.337502	0.5124717	0.0050783157	-0.0050783157	-0.21710062	-0.16973639	35_13482	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_27931_PI403524517	2	-0.025187492	0.025187492	-0.43271828	0.18365955	-0.24268818	0.027441025	35_8076	"Cluster: Putative lipase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative lipase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5Z787	CHR1V7|COORD:10051214..10053059| lipase, putative	AT1G28600.1	CHR06V5|COORD:19841723..19838202|protein esterase precursor, putative, expressed	LOC_Os06g34070.1	no descriptionweakly similar to ( 120)AT1G28600| Symbols:  | carboxylic ester hydrolase | chr1:10051590-10053059 REVERSEvery weakly similar to (63.9)EST_HEVBREsterase precursor - Hevea brasiliensis (Para rubber tree)SGNH_plant_lipase_like fatty_acyltransferase_like	misc.GDSL-motif lipase	26_28

CUST_77422_PI403524517	2	-0.004989147	0.009476662	0.0075683594	-0.10316992	0.004989147	-0.15201664	35_22187	"Cluster: Hypothetical protein At1g50500; n=1; Arabidopsis thaliana|Rep: Hypothetical protein At1g50500 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q0WQF4	"CHR1V7|COORD:18711885..18719265| HIT1 (HEAT-INTOLERANT 1); transporter"	AT1G50500.1	CHR01V5|COORD:39781580..39776510|protein vacuolar protein sorting protein 53, putative, expressed	LOC_Os01g67880.1	"no descriptionhighly similar to ( 674)AT1G50500| Symbols: HIT1 | HIT1 (HEAT-INTOLERANT 1); transporter | chr1:18711885-18719265 REVERSEnot assigned Vps53_N"	cell. vesicle transport	31_4

CUST_113395_PI403524517	2	0.39483786	-0.09063196	0.06712246	0.024230957	-0.27627373	-0.024230957	35_32186	"Cluster: Kinesin heavy chain, putative; n=2; Oryza sativa (japonica cultivar-group)|Rep: Kinesin heavy chain, putative - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5W6L9	CHR3V7|COORD:7031418..7036505| kinesin motor family protein	AT3G20150.1	CHR03V5|COORD:21647792..21641881|protein kinesin heavy chain, putative, expressed	LOC_Os03g39020.1	no descriptionweakly similar to ( 149)AT3G20150| Symbols:  | kinesin motor family protein | chr3:7031418-7036505 FORWARDvery weakly similar to (87.4)FLA10_CHLREKinesin-like protein FLA10 - Chlamydomonas reinhardtiinot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned KISc_KLP2_like Kinesin KISc KISc_KHC_KIF5 KISc KISc_CENP_E KISc_C_terminal KISc_KIF1A_KIF1B KISc_KIF9_like KISc_BimC_Eg5 KISc_KIP3_like KISc_KIF3 KISc_KIF4 KIP1 KISc_KIF2_like Motor_domain KISc_KID_like KISc_KIF23_like	cell.organisation	31_1

CUST_120581_PI403524517	2	0.11037922	-0.0046072006	-0.17687702	-0.10966301	0.0046072006	0.005877495	35_34083	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_712_PI403524517	2	9.059906E-5	0.287014	-8.9645386E-5	-0.31677532	-0.056111336	0.006303787	35_187	"Cluster: Hypothetical protein; n=1; Arabidopsis thaliana|Rep: Hypothetical protein - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q8VZC9	CHR4|COORD:10407487..10409023| expressed protein, contains Pfam PF05871: Eukaryotic protein of unknown function (DUF852)	AT4G19003.1	CHR01V5|COORD:27115460..27112036|protein vacuolar protein sorting protein 25, putative, expressed	LOC_Os01g46932.2	" no descriptionweakly similar to ( 199)AT4G19003| Symbols:  | similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD72413.1); similar to Os01g0658500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001043764.1); contains InterPro domain Protein of unknown function DUF852, eukaryotic; (InterPro:IPR008570) | chr4:10407582-10408593 REVERSEnot assigned not assigned ESCRT-II DYNc Dynamin_N "	misc.dynamin	26_17

CUST_116685_PI403524517	2	0.18680191	-0.41821098	-0.087272644	-0.01930523	0.09732342	0.01930523	35_33076	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_17516_PI399408534	2	0.26900387	0.25872087	-0.07021046	-0.47400236	-0.52186584	0.07021046	35_47097	"Cluster: Expressed protein; n=4; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q108W5	CHR5V7|COORD:5467537..5472959| PHD finger family protein	AT5G16680.1	CHR10V5|COORD:22377421..22369432|protein expressed protein	LOC_Os10g42196.1	no descriptionvery weakly similar to (60.1)AT5G16680| Symbols:  | PHD finger family protein | chr5:5467537-5472959 REVERSE	RNA.regulation of transcription.unclassified	27_3_99

CUST_131172_PI403524517	2	0.055105686	-0.27032423	-0.027497292	0.34021044	0.027497292	-0.07275438	35_36841	"Cluster: Malate dehydrogenase, cytoplasmic; n=3; BEP clade|Rep: Malate dehydrogenase, cytoplasmic - Oryza sativa (Rice)"	UniRef90_Q7XDC8	CHR5V7|COORD:17407780..17409677| malate dehydrogenase, cytosolic, putative	AT5G43330.1	CHR10V5|COORD:17584440..17588457|protein malate dehydrogenase, cytoplasmic, putative, expressed	LOC_Os10g33800.2	 no descriptionmoderately similar to ( 248)AT5G43330| Symbols:  | malate dehydrogenase, cytosolic, putative | chr5:17407780-17409677 FORWARDmoderately similar to ( 256)MDHC_MAIZEMalate dehydrogenase, cytoplasmic - Zea mays (Maize)not assigned MDH_cytoplasmic_cytosolic PRK05442 MDH LDH_MDH MDH_choloroplast Mdh Ldh_1_C MDH_1B LDH-like_MDH PRK06223 LDH 	TCA / org. transformation.other organic acid transformaitons.cyt MDH	8_2_9

CUST_488_PI399407379	2	0.004451275	-0.061609745	0.028019428	-0.41013432	0.47447968	-0.004451275	HvAAO6									

CUST_3587_PI404877155	2	0.12735367	-0.06487942	0.024252892	-0.024253845	-0.04510212	0.16536331	Contig14116_at	putative acetyl-CoA synthetase [Arabidopsis thaliana]	BAC42918.1	expressed protein	At1g55325.1	protein Similar to probable acetyl-CoA synthetase, 45051-31547 [imported] - Arabidopsis thaliana	Os05g37500	0	lipid metabolism.FA synthesis and FA elongation	11_1

CUST_9256_PI403524517	2	-0.06107807	-0.11195898	0.36013508	0.06107807	0.28880596	-0.18004227	35_2602	"Cluster: Vacuolar ATP synthase subunit B isoform 2; n=3; Magnoliophyta|Rep: Vacuolar ATP synthase subunit B isoform 2 - Hordeum vulgare (Barley)"	UniRef90_Q40079	CHR4|COORD:18010315..18015124| similar to vacuolar ATP synthase subunit B / V-ATPase B subunit / vacuolar proton pump B subunit / V-ATPase 57 kDa subunit [Arabi	AT4G38510.4	CHR01V5|COORD:29863537..29869256|protein vacuolar ATP synthase subunit B isoform 1, putative, expressed	LOC_Os01g51380.2	" no descriptionhighly similar to ( 929)AT4G38510| Symbols:  | (VACUOLAR ATP SYNTHASE SUBUNIT B2); hydrogen ion transporting ATP synthase, rotational mechanism | chr4:18011149-18014783 REVERSEhighly similar to ( 929)VATB2_HORVUVacuolar ATP synthase subunit B 2 - Hordeum vulgare (Barley)not assigned not assigned not assigned NtpB PRK04196 V_A-ATPase_B PRK02118 ATP-synt_ab FliI AtpA ATPase_flagellum-secretory_path_III PRK06936 PRK12597 AtpD PRK09281 PRK09280 fliI F1_ATPase_alpha PRK09099 atpA fliI PRK08149 F1-ATPase_beta fliI PRK06315 fliI PRK06820 fliI fliI PRK07594 fliI fliI atpB NtpA PRK07165 PRK04192 fliI PRK05922 V_A-ATPase_A RecA-like_NTPases ATP-synt_ab_C ATP-synt_ab_N "	PS.lightreaction.ATP synthase	1_1_4

CUST_28922_PI403524517	2	0.12156296	0.036172867	-0.5433531	-0.1060276	-0.036172867	0.23554039	35_8360	"Cluster: Hypothetical protein B1342C04.33; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1342C04.33 - Oryza sativa (japonica cultivar-g"	UniRef90_Q67TQ0	"CHR3V7|COORD:18676315..18677526| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G67020.1); similar to unknown protein [Oryza sativa (japonica"	AT3G50340.1	CHR09V5|COORD:17208026..17206421|protein expressed protein	LOC_Os09g28340.1	"no descriptionweakly similar to ( 109)AT3G50340| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G67020.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD09363.1) | chr3:18676315-18677526 REVERSEnot assigned not assigned PRK07764"	not assigned.unknown	35_2

CUST_111317_PI403524517	2	0.022834778	-0.049120903	-0.022834778	0.08298969	0.064920425	-0.13272381	35_31607	"Cluster: Kelch repeat containing F-box protein family-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Kelch repeat containing F-box protein family-like -"	UniRef90_Q6Z856	CHR4V7|COORD:1335942..1337270| kelch repeat-containing F-box family protein	AT4G03030.1	CHR02V5|COORD:12533293..12528754|protein kelch motif family protein, expressed	LOC_Os02g21110.1	no description	not assigned.unknown	35_2

CUST_21173_PI403524517	2	-0.42355728	0.05051136	0.30722332	-0.010812759	-0.018701553	0.010812759	35_6143	"Cluster: Hypothetical protein P0009G03.17; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0009G03.17 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5ZEI0	CHR2V7|COORD:15768544..15770028| SLT1 (SODIUM- AND LITHIUM-TOLERANT 1)	AT2G37570.1	CHR01V5|COORD:2762575..2765446|protein SLT1 protein, putative, expressed	LOC_Os01g05790.1	no descriptionmoderately similar to ( 238)AT2G37570| Symbols: SLT1 | SLT1 (SODIUM- AND LITHIUM-TOLERANT 1) | chr2:15768544-15770028 REVERSE	not assigned.unknown	35_2

CUST_100932_PI403524517	2	-0.21944284	0.014513493	-0.014513016	0.26882362	0.22050476	-0.0994215	35_28803	Rep: Glutathione-S-transferase 19E50 - Triticum aestivum (Wheat)	UniRef90_Q8LGN5	"CHR2V7|COORD:851347..852105| ATGSTF3 (GLUTATHIONE S-TRANSFERASE 16); glutathione transferase"	AT2G02930.1	CHR01V5|COORD:15587153..15585536|protein glutathione S-transferase GSTF1, putative, expressed	LOC_Os01g27340.1	no descriptionvery weakly similar to (90.1)GSTH1_ORYSAGST_N_Phi	misc.glutathione S transferases	26_9

CUST_14862_PI403524517	2	0.043320656	0.3662405	-0.043320656	-0.19830227	-0.12760067	0.08528137	35_4283	"Cluster: Hypothetical protein P0446F04.109; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0446F04.109 - Oryza sativa (japonica cultivar"	UniRef90_Q8LH03	CHR4|COORD:13602096..13604375| expressed protein	AT4G27120.2	CHR07V5|COORD:198156..194062|protein VGPW2523, putative, expressed	LOC_Os07g01320.1	" no descriptionweakly similar to ( 182)AT4G27120| Symbols:  | similar to DEAD box RNA helicase, putative [Arabidopsis thaliana] (TAIR:AT1G20920.1); similar to putative protein [Medicago truncatula] (GB:ABE91154.1); contains InterPro domain Winged helix repressor DNA-binding; (InterPro:IPR011991) | chr4:13602216-13604233 REVERSEnot assigned not assigned not assigned Caldesmon TolA "	not assigned.unknown	35_2

CUST_182128_PI403524517	2	0.27722645	0.4014449	-0.046191216	-0.5416784	-0.6373873	0.046191216	35_50634	Rep: SEU3A protein, putative, expressed - Oryza sativa (japonica cultivar-group)	UniRef90_Q2R940	"CHR5V7|COORD:7016706..7021506| NPH4 (NON-PHOTOTROPHIC HYPOCOTYL); transcription factor"	AT5G20730.2	CHR11V5|COORD:5414896..5423336|protein transcriptional corepressor SEUSS, putative, expressed	LOC_Os11g10070.1	no description	not assigned.unknown	35_2

CUST_180017_PI403524517	2	-0.14713335	0.3063059	0.14713383	0.24076557	-0.38668776	-0.22580767	35_50063	Rep: Cysteine protease - Triticum aestivum (Wheat)	UniRef90_Q5MB22	"CHR4V7|COORD:18215820..18217320| RD19 (RESPONSIVE TO DEHYDRATION 19); cysteine-type peptidase"	AT4G39090.1	CHR02V5|COORD:15885668..15889425|protein cysteine proteinase 1 precursor, putative, expressed	LOC_Os02g27030.1	" no descriptionweakly similar to ( 161)AT4G39090| Symbols: RD19A, EMB3005, RD19 | RD19 (RESPONSIVE TO DEHYDRATION 19); cysteine-type peptidase | chr4:18215820-18217320 REVERSEweakly similar to ( 197)CYSP1_MAIZECysteine proteinase 1 precursor - Zea mays (Maize)not assigned not assigned not assigned Peptidase_C1 Pept_C1 Peptidase_C1A Peptidase_C1A_CathepsinC Peptidase_C1A_CathepsinB Peptidase_C1A_CathepsinX Peptidase_C1 "	protein.degradation.cysteine protease	29_5_3

CUST_4659_PI403524517	2	4.7779083E-4	-0.025848389	-0.046268463	0.03678131	-4.787445E-4	0.09387207	35_1287	"Cluster: Succinyl-CoA ligase alpha 2 subunit; n=2; Solanum lycopersicum|Rep: Succinyl-CoA ligase alpha 2 subunit - Solanum lycopersicum (Tomato) (Lycopersicon e"	UniRef90_Q6DQL1	CHR5V7|COORD:7830463..7832494| succinyl-CoA ligase (GDP-forming) alpha-chain, mitochondrial, putative / succinyl-CoA synthetase, alpha chain, putative /	AT5G23250.1	CHR07V5|COORD:23359440..23364267|protein succinyl-CoA ligase alpha-chain 2, mitochondrial precursor, putative, expressed	LOC_Os07g38970.1	 no descriptionhighly similar to ( 514)AT5G23250| Symbols:  | succinyl-CoA ligase (GDP-forming) alpha-chain, mitochondrial, putative / succinyl-CoA synthetase, alpha chain, putative / SCS-alpha, putative | chr5:7830463-7832494 FORWARDhighly similar to ( 565)SUCA_ORYSAnot assigned not assigned not assigned PRK05678 SucD Ligase_CoA CoA_binding COG1042 PRK06091 	TCA / org. transformation.TCA.succinyl-CoA ligase	8_1_6

CUST_137561_PI403524517	2	0.24947834	0.1380806	0.04550743	-0.11120129	-0.045508385	-0.17143536	35_38578	Rep: Extensin - Hordeum vulgare (Barley)	UniRef90_O49870	CHR1V7|COORD:16816094..16817173| DNA binding / ligand-dependent nuclear receptor	AT1G44191.1	CHR04V5|COORD:20520644..20522442|protein extensin precursor, putative, expressed	LOC_Os04g34170.3	no descriptionExtensin_2 DUF1210	not assigned.unknown	35_2

CUST_98124_PI403524517	2	-0.15140438	1.3454514	-0.2286644	0.58566093	0.15140533	-0.7205534	35_28017	"Cluster: Ribulose bisphosphate carboxylase small chain, chloroplast precursor; n=5; Triticeae|Rep: Ribulose bisphosphate carboxylase small chain,"	UniRef90_Q40004	CHR1V7|COORD:25052128..25052912| ribulose bisphosphate carboxylase small chain 1A / RuBisCO small subunit 1A (RBCS-1A) (ATS1A)	AT1G67090.1	CHR12V5|COORD:11317603..11319883|protein ribulose bisphosphate carboxylase small chain C, chloroplast precursor, putative, expressed	LOC_Os12g19470.2	 no descriptionweakly similar to ( 138)AT1G67090| Symbols: RBCS1A | ribulose bisphosphate carboxylase small chain 1A / RuBisCO small subunit 1A (RBCS-1A) (ATS1A) | chr1:25052253-25052912 REVERSEweakly similar to ( 179)RBS_HORVURibulose bisphosphate carboxylase small chain, chloroplast precursor - Hordeum vulgare (Barley)RuBisCO_small RuBisCO_small rbcS RbcS 	PS.calvin cyle.rubisco small subunit	1_3_2

CUST_2871_PI404877155	2	0.024004936	-0.024004936	0.08084965	-0.03446102	0.28048515	-0.26742744	Contig13272_at	cytochrome c biogenesis protein family [Arabidopsis thaliana] ref|NP_973834.1| cytochrome c biogenesis protein family [Arabidopsis thaliana]	NP_563966.1	cytochrome c biogenesis protein family	At1g15220.1	protein expressed protein	Os02g17520	gi|18394212|ref|NP_563966.1| expressed protein	mitochondrial electron transport / ATP synthesis.cytochrome c	9_6

CUST_50074_PI403524517	2	0.04447651	0.20679092	-0.035658836	-0.042089462	-0.02541256	0.025411606	35_14293	Rep: Blr0521 protein - Bradyrhizobium japonicum	UniRef90_Q89X06	0	0	CHR08V5|COORD:16625031..16633162|protein transposon protein, putative, CACTA, En/Spm sub-class	LOC_Os08g27460.1	no description	not assigned.unknown	35_2

CUST_15256_PI404877155	2	0.25252247	0.6009712	-0.81453276	-0.16786194	-0.7196684	0.16786194	Contig9118_at	Hypothetical protein [Oryza sativa (japonica cultivar-group)]	AAN06850.1	expressed protein	At3g22530.1	protein expressed protein	Os03g06390	gi|22773244|gb|AAN06850.1| Hypothetical protein	stress.abiotic.heat	20_2_1

CUST_164646_PI403524517	2	0.27575827	-0.04233837	0.102375984	0.013961792	-0.41678333	-0.013961792	35_45891	0	0	"CHR5V7|COORD:20256644..20263272| MMT (methionine S-methyltransferase); S-adenosylmethionine-dependent methyltransferase"	AT5G49810.1	CHR05V5|COORD:256088..245860|protein methionine S-methyltransferase, putative, expressed	LOC_Os05g01470.3	no description	not assigned.unknown	35_2

CUST_21781_PI403524517	2	0.1733675	0.032162666	-0.03216362	-0.042869568	-0.04322052	0.10578632	35_6324	"Cluster: Centromeric histone 3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Centromeric histone 3 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6T367	"CHR1|COORD:143717..145684| similar to histone H3.2 [Arabidopsis thaliana] (TAIR:At4g40030.1); similar to histone H3, putative [Arabidopsis thaliana]"	AT1G01370.2	CHR05V5|COORD:23986986..23984487|protein histone H3, putative, expressed	LOC_Os05g41080.1	" no descriptionweakly similar to ( 106)AT1G01370| Symbols: CENH3, HTR12 | HTR12 (Centromeric histone H3); DNA binding | chr1:143773-145400 FORWARDweakly similar to ( 102)H3_VOLCAHistone H3 - Volvox carterinot assigned H3 HHT1 Histone "	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_82976_PI403524517	2	0.016967773	0.342165	-0.0293293	-0.035640717	0.07710171	-0.01696682	35_23794	"Cluster: Hypothetical protein OSJNBa0016D04.11; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0016D04.11 - Oryza sativa (japonica"	UniRef90_Q6EPV6	"CHR4V7|COORD:13785654..13787338| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G27620.2); similar to unknown protein [Oryza sativa (japonica"	AT4G27610.2	CHR02V5|COORD:22443133..22439111|protein expressed protein	LOC_Os02g37130.2	"no descriptionweakly similar to ( 191)AT4G27610| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G27620.2); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD29314.1) | chr4:13785654-13787338 REVERSE"	not assigned.unknown	35_2

CUST_13234_PI403524517	2	0.0070381165	0.4035368	0.19063473	-0.21598053	-0.00703907	-0.09411144	35_3787	"Cluster: Hypothetical protein P0456F08.33; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0456F08.33 - Oryza sativa (japonica cultivar-g"	UniRef90_Q9ASD3	CHR2V7|COORD:11112819..11113685| RTE1 (REVERSION-TO-ETHYLENE SENSITIVITY1)	AT2G26070.1	CHR01V5|COORD:29899500..29902553|protein expressed protein	LOC_Os01g51430.1	no descriptionmoderately similar to ( 319)AT2G26070| Symbols: RTE1 | RTE1 (REVERSION-TO-ETHYLENE SENSITIVITY1) | chr2:11112819-11113685 REVERSEnot assigned DUF778	not assigned.unknown	35_2

CUST_7525_PI399408534	2	-0.005522728	0.44474983	0.11139679	-0.14162731	0.005522728	-0.01931572	35_15873	"Cluster: Putative calcineurin B subunit; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative calcineurin B subunit - Oryza sativa (japonica cultivar-group"	UniRef90_Q69II5	CHR3V7|COORD:6326186..6327482| calcium-binding EF hand family protein	AT3G18430.1	CHR02V5|COORD:34203985..34200999|protein calcineurin subunit B, putative, expressed	LOC_Os02g55880.1	no descriptionmoderately similar to ( 253)AT3G18430| Symbols:  | calcium-binding EF hand family protein | chr3:6326186-6327482 FORWARDnot assigned not assigned not assigned FRQ1	signalling.calcium	30_3

CUST_171342_PI403524517	2	0.51796293	-0.0039482117	0.3845086	-1.9064207	-1.7804708	0.0039482117	35_47740	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_10558_PI403524517	2	0.024528503	-0.69689274	-0.0426054	-0.013813019	0.08760166	0.0138139725	35_2978	"Cluster: Putative ribosomal protein L6; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative ribosomal protein L6 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6YTT6	CHR2V7|COORD:7996747..7997055| ribosomal protein L6 family protein	AT2G18400.1	CHR03V5|COORD:29413483..29416379|protein mitochondrial 60S ribosomal protein L6, putative, expressed	LOC_Os03g51510.3	no descriptionweakly similar to ( 152)AT2G18400| Symbols:  | ribosomal protein L6 family protein | chr2:7996747-7997055 REVERSEweakly similar to ( 125)RM06_MARPOMitochondrial 60S ribosomal protein L6 - Marchantia polymorpha (Liverwort)not assigned rplF rpl6 RplF Ribosomal_L6	protein.synthesis.mito/plastid ribosomal protein.mitochondrial	29_2_1_2

CUST_29678_PI399408534	2	0.033251762	0.24249077	-0.033251762	-0.23008633	0.11631203	-0.16580486	35_17246	"Cluster: Zinc finger protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Zinc finger protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5Z8K9	CHR4V7|COORD:15245993..15247769| zinc finger (C2H2 type) family protein	AT4G31420.1	CHR06V5|COORD:28953617..28956841|protein zinc finger protein 622, putative, expressed	LOC_Os06g47840.1	no descriptionmoderately similar to ( 443)AT4G31420| Symbols:  | zinc finger (C2H2 type) family protein | chr4:15245993-15247769 REVERSEnot assigned not assigned	RNA.regulation of transcription.C2H2 zinc finger family	27_3_11

CUST_14847_PI399408534	2	-0.50610256	0.45472527	0.16745472	-0.043491364	0.043491364	-0.061252594	35_3889	"Cluster: ABA response element binding factor; n=3; Triticum aestivum|Rep: ABA response element binding factor - Triticum aestivum (Wheat)"	UniRef90_Q8LK78	"CHR2V7|COORD:15212059..15213650| ABI5 (ABA INSENSITIVE 5); DNA binding / transcription factor/ transcriptional activator"	AT2G36270.1	CHR01V5|COORD:37501396..37503395|protein ABA response element binding factor, putative, expressed	LOC_Os01g64000.1	" no descriptionweakly similar to ( 162)AT2G36270| Symbols: GIA1, ABI5 | ABI5 (ABA INSENSITIVE 5); DNA binding / transcription factor/ transcriptional activator | chr2:15212059-15213650 REVERSEnot assigned not assigned not assigned BRLZ bZIP_1 bZIP_2 "	hormone metabolism.abscisic acid.signal transduction	17_1_2

CUST_86042_PI403524517	2	-0.05979252	0.0047826767	-0.004781723	0.023740768	-0.015437126	0.05978203	35_24644	Rep: hypothetical protein RakaH01001082 - Rickettsia akari str. Hartford	UniRef90_UPI00004621B4	0	0	0	0	no description	not assigned.unknown	35_2

CUST_32963_PI403524517	2	0.03353119	0.08027649	-0.015256882	-0.16885662	0.01037693	-0.010375977	35_9503	"Cluster: Oxysterol-binding protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Oxysterol-binding protein, expressed - Oryza sativa (japonica cu"	UniRef90_Q2QTR4	CHR1V7|COORD:4488823..4492275| oxysterol-binding family protein	AT1G13170.1	CHR12V5|COORD:10869587..10859655|protein oxysterol binding protein, putative, expressed	LOC_Os12g18770.1	no descriptionmoderately similar to ( 500)AT1G13170| Symbols:  | oxysterol-binding family protein | chr1:4488823-4492275 REVERSEnot assigned not assigned not assigned Oxysterol_BP	cell. vesicle transport	31_4

CUST_44477_PI403524517	2	-0.09073973	0.36868	-0.0014123917	0.05417061	-0.2201519	0.0014123917	35_12760	"Cluster: Hypothetical protein precursor; n=1; Burkholderia ambifaria MC40-6|Rep: Hypothetical protein precursor - Burkholderia ambifaria MC40-6"	UniRef90_A0TB31	0	0	0	0	no description	not assigned.unknown	35_2

CUST_20840_PI399408534	2	0.7822814	0.27961922	0.18030691	-0.4079094	-0.4625597	-0.18030691	35_5810	Rep: Gibberellin 20 oxidase 1-A - Triticum aestivum (Wheat)	UniRef90_O04707	"CHR4V7|COORD:12990992..12992419| GA5 (GA REQUIRING 5); gibberellin 20-oxidase/ gibberellin 3-beta-dioxygenase"	AT4G25420.1	CHR03V5|COORD:36089654..36091504|protein gibberellin 20 oxidase 1, putative, expressed	LOC_Os03g63970.1	" no descriptionweakly similar to ( 163)AT4G25420| Symbols: ATGA20OX1, GA20OX1, GA5 | GA5 (GA REQUIRING 5); gibberellin 20-oxidase/ gibberellin 3-beta-dioxygenase | chr4:12990992-12992419 REVERSEmoderately similar to ( 312)GAO1B_WHEATGibberellin 20 oxidase 1-B - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PcbC PRK07003 PRK12323 "	hormone metabolism.gibberelin.synthesis-degradation.GA20 oxidase	17_6_1_11

CUST_99640_PI403524517	2	0.13568592	0.69293404	0.08541775	-0.21917725	-0.26070023	-0.0854187	35_28441	"Cluster: OSJNBb0103I08.18 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBb0103I08.18 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7X6J4	CHR2V7|COORD:18439977..18443704| RNA recognition motif (RRM)-containing protein	AT2G44710.1	CHR04V5|COORD:26981176..26987887|protein water-stress protein, putative, expressed	LOC_Os04g45930.3	 no descriptionweakly similar to ( 196)AT2G44710| Symbols:  | RNA recognition motif (RRM)-containing protein | chr2:18439977-18443704 FORWARDvery weakly similar to (52.8)RRP2_SPIOLPlastid-specific 30S ribosomal protein 2, chloroplast precursor - Spinacia oleracea (Spinach)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned RRM RRM_1 COG0724 	RNA.RNA binding	27_4

CUST_54933_PI403524517	2	-0.023602486	0.1394043	-0.07498741	-0.0012521744	0.025352478	0.0012512207	35_15637	"Cluster: Hypothetical protein P0036D10.5; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0036D10.5 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q9FW37	CHR1V7|COORD:8400627..8401160| DNA-binding protein-related	AT1G23750.1	CHR05V5|COORD:51152..48925|protein expressed protein	LOC_Os05g01050.2	no descriptionweakly similar to ( 154)AT1G10590| Symbols:  | DNA-binding protein-related | chr1:3502325-3502992 REVERSEPRK06461 SoSSB_OBF	not assigned.no ontology	35_1

CUST_1152_PI404877155	2	0.14896488	-0.4074278	-0.19418812	-0.008926392	0.008926392	0.061911583	Contig11216_at	gonidia forming protein GlsA [Lilium longiflorum]	BAC77346.1	DNAJ heat shock N-terminal domain-containing protein / cell division protein-related	At3g11450.1	protein Similar to cell division related protein	Os04g30890	"DNAJ heat shock N-terminal domain-containing protein / cell division protein-related, similar to GlsA (Volvox carteri f. nagariensis) GI:4633129; contains Pfam profiles PF00226 DnaJ domain, PF00249 Myb-like DNA-binding domain"	RNA.regulation of transcription.MYB domain transcription factor family	27_3_25

CUST_7675_PI404877155	2	0.043727875	-0.050271034	-0.053985596	-0.00932312	0.069574356	0.009322166	Contig22514_at	OSJNBa0084K01.15 [Oryza sativa (japonica cultivar-group)]	CAE04843.2	zinc finger (CCCH-type) family protein	At1g19860.1	protein Zinc finger C-x8-C-x5-C-x3-H type (and similar), putative	Os04g56750	NONE	RNA.regulation of transcription.C3H zinc finger family	27_3_12

CUST_73381_PI403524517	2	-0.051944733	0.15371609	0.12821102	-0.09856415	0.05194378	-0.13400078	35_21038	"Cluster: Ankyrin-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Ankyrin-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69IU6	CHR2V7|COORD:13537427..13539639| ankyrin repeat family protein	AT2G31820.1	CHR09V5|COORD:20235938..20240138|protein protein binding protein, putative, expressed	LOC_Os09g34280.4	no descriptionmoderately similar to ( 394)AT2G31820| Symbols:  | ankyrin repeat family protein | chr2:13537427-13539639 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned ANK Arp	cell.organisation	31_1

CUST_1115_PI404877155	2	0.028085709	0.3457203	0.017424583	-0.079338074	-0.02204609	-0.017424583	Contig11141_at	hypothetical protein [Oryza sativa (japonica cultivar-group)] gb|AAN65026.1| hypothetical protein [Oryza sativa (japonica cultivar-group)]	NP_909805.1	DNAJ heat shock N-terminal domain-containing protein	At5g03030.1	protein expressed protein	Os03g56540	"DNAJ heat shock N-terminal domain-containing protein, contains Pfam profile PF00226 DnaJ domain; DNAJ domain-containing protein, Homo sapiens, EMBL:AF126743"	stress.abiotic.heat	20_2_1

CUST_7767_PI403524517	2	0.11449242	-0.049808502	0.10037804	0.0012817383	-0.0012817383	-0.0012817383	35_2161	"Cluster: Aspartic acid-rich protein aspolin1-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Aspartic acid-rich protein aspolin1-like protein - O"	UniRef90_Q6H884	CHR2|COORD:4812767..4814399| expressed protein	AT2G11910.2	CHR09V5|COORD:22104388..22106620|protein zinc finger protein hangover, putative, expressed	LOC_Os09g38400.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK02363 RpoE BUD22 COG5137 TFIIF_alpha CobT Plasmodium_HRP Mpp10 CobT DNA_pol_phi MDN1 PRK12678 PPP4R2 DUF566 RNA_pol_delta COG5099 SelP_N AF-4 COG5593 COG4530 COG5406 Fib_alpha Nop14 Daxx NosY YL1 COG5414 Nucleoplasmin ROM1 SDA1 Rtt106	not assigned.unknown	35_2

CUST_65354_PI403524517	2	-0.0053157806	0.36709976	0.005314827	-0.033456802	-0.0895977	0.006252289	35_18660	"Cluster: Putative nin one binding protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative nin one binding protein - Oryza sativa (japonica cultivar-g"	UniRef90_Q6Z7B7	"CHR5V7|COORD:16504856..16507240| similar to unnamed protein product; gene_id:MEE6.26 unknown protein [Medicago truncatula] (GB:ABE92144.1); contains domain"	AT5G41190.1	CHR02V5|COORD:785941..789227|protein expressed protein	LOC_Os02g02360.1	"no descriptionmoderately similar to ( 464)AT5G41190| Symbols:  | similar to unnamed protein product; gene_id:MEE6.26 unknown protein [Medicago truncatula] (GB:ABE92144.1); contains domain RNA-BINDING PROTEIN NOB1 (PTHR12814) | chr5:16504856-16507240 REVERSEnot assigned NOB1_Zn_bind COG1439 PRK12496"	not assigned.unknown	35_2

CUST_170917_PI403524517	2	-0.1593132	0.34387398	0.047005653	0.047786713	-0.10849571	-0.047005653	35_47607	Rep: Phosphomannomutase - Triticum aestivum (Wheat)	UniRef90_Q1W374	CHR2V7|COORD:18862950..18864827| eukaryotic phosphomannomutase family protein	AT2G45790.1	CHR04V5|COORD:34609185..34612214|protein phosphomannomutase, putative, expressed	LOC_Os04g58580.1	no descriptionmoderately similar to ( 203)AT2G45790| Symbols: ATPMM | eukaryotic phosphomannomutase family protein | chr2:18862950-18864827 FORWARDnot assigned PMM Cof	cell wall.precursor synthesis.phosphomannomutase	10_1_21

CUST_3551_PI404877155	2	-0.07314873	0.35324	-0.013264656	0.013264656	-0.018341064	0.030561447	Contig14060_at	cyclic nucleotide-regulated ion channel, putative (CNGC17) [Arabidopsis thaliana]	NP_194765.2	cyclic nucleotide-regulated ion channel, putative (CNGC17)	At4g30360.1	protein cation channel family protein, putative	Os09g38580	cyclic nucleotide and calmodulin-regulated ion channel-like protein	transport.cyclic nucleotide or calcium regulated channels	34_22

CUST_139170_PI403524517	2	-0.06751585	0.017377853	-0.05409527	0.2201662	-0.017377377	0.09410763	35_39034	"Cluster: Chitin-binding lectin 1 precursor; n=1; Solanum tuberosum|Rep: Chitin-binding lectin 1 precursor - Solanum tuberosum (Potato)"	UniRef90_Q9S8M0	CHR4V7|COORD:6952794..6954237| hydroxyproline-rich glycoprotein family protein	AT4G11430.1	CHR04V5|COORD:2093596..2090369|protein transposon protein, putative, CACTA, En/Spm sub-class	LOC_Os04g04420.1	no description	not assigned.unknown	35_2

CUST_7371_PI399408534	2	0.08094597	-0.44129944	-0.010122299	0.010124207	0.03686142	-0.012264252	35_35442	"Cluster: TonB box, N-terminal; Like-Sm ribonucleoprotein-related, core; n=3; rosids|Rep: TonB box, N-terminal; Like-Sm ribonucleoprotein-related, core - Medicag"	UniRef90_Q2HTF4	CHR3V7|COORD:3621632..3622480| small nuclear ribonucleoprotein G, putative / snRNP-G, putative / Sm protein G, putative	AT3G11500.1	CHR03V5|COORD:16896140..16898314|protein small nuclear ribonucleoprotein G, putative, expressed	LOC_Os03g29740.1	 no descriptionweakly similar to ( 145)AT3G11500| Symbols:  | small nuclear ribonucleoprotein G, putative / snRNP-G, putative / Sm protein G, putative | chr3:3621632-3622480 REVERSEweakly similar to ( 127)RUXG_MEDSAProbable small nuclear ribonucleoprotein G - Medicago sativa (Alfalfa)not assigned not assigned not assigned not assigned Sm_G Sm LSM LSm7 LSM1 Sm_like archeal_Sm1 PRK00737 LSm8 LSm1 Sm_E 	RNA.processing	27_1

CUST_4564_PI403524517	2	0.039194107	0.24601364	0.0089674	-0.0582304	-0.0089674	-0.08188248	35_1260	"Cluster: Putative 24 kDa seed maturation protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative 24 kDa seed maturation protein - Oryza sativa"	UniRef90_Q656J2	CHR4V7|COORD:12318080..12319584| BTI1 (VIRB2-INTERACTING PROTEIN 1)	AT4G23630.1	CHR06V5|COORD:17835937..17839857|protein reticulon, putative, expressed	LOC_Os06g30750.2	no descriptionvery weakly similar to (66.6)AT4G11220| Symbols: BTI2 | BTI2 (VIRB2-INTERACTING PROTEIN 2) | chr4:6838172-6839574 REVERSEnot assigned Reticulon TT_ORF1	not assigned.no ontology	35_1

CUST_87095_PI403524517	2	0.00658226	-1.1046491	-0.104084015	0.09888077	0.2268095	-0.0065813065	35_24941	"Cluster: Putative ubiquitin conjugating enzyme 11; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ubiquitin conjugating enzyme 11 - Oryza sativa (jap"	UniRef90_Q6Z668	"CHR3V7|COORD:2641493..2642495| UBC11 (ubiquitin-conjugating enzyme 11); ubiquitin-protein ligase"	AT3G08690.1	CHR02V5|COORD:29914469..29913385|protein ubiquitin-conjugating enzyme E2-17 kDa 11, putative, expressed	LOC_Os02g48910.1	"no descriptionweakly similar to ( 150)AT3G08690| Symbols: UBC11 | UBC11 (ubiquitin-conjugating enzyme 11); ubiquitin-protein ligase | chr3:2641493-2642495 FORWARDvery weakly similar to (93.2)UBC2_WHEATUbiquitin-conjugating enzyme E2-17 kDa - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG5078 UBCc UQ_con UBCc"	protein.degradation.ubiquitin.E2	29_5_11_3

CUST_117424_PI403524517	2	0.0071029663	0.12574577	-0.11978531	-0.0071029663	-0.06856537	0.10364914	35_33273	"Cluster: OJ1485_B09.5 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OJ1485_B09.5 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8RZJ1	CHR1V7|COORD:25255269..25257231| exostosin family protein	AT1G67410.1	CHR01V5|COORD:40557048..40560061|protein exostosin-like, putative, expressed	LOC_Os01g69220.1	no description	not assigned.unknown	35_2

CUST_477_PI403524517	2	0.08101082	0.16524792	-0.056016922	-0.067383766	-0.015267372	0.015266418	35_125	"Cluster: Zinc finger, C3HC4 type (RING finger), putative; n=1; Oryza sativa (japonica cultivar-group)|Rep: Zinc finger, C3HC4 type (RING finger), putative - Ory"	UniRef90_Q53MH1	"CHR4|COORD:145928..148258| similar to zinc finger (C3HC4-type RING finger) family protein [Arabidopsis thaliana] (TAIR:At5g41350.1); similar to putative"	AT4G00335.3	CHR11V5|COORD:10769596..10764536|protein RHB1A, putative, expressed	LOC_Os11g18947.2	no descriptionweakly similar to ( 157)AT5G41350| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr5:16559254-16560320 REVERSEnot assigned not assigned RING RING HRD1 zf-C3HC4	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_12360_PI404877155	2	-0.008486748	0.033366203	0.05983925	-0.07821274	0.008485794	-0.07774925	Contig6111_at	Triosephosphate isomerase, chloroplast precursor (TIM) pir||S53761 triose-phosphate isomerase (EC 5.3.1.1) precursor, chloroplast - rye emb|	P46225	triosephosphate isomerase, chloroplast, putative	At2g21170.1	protein triosephosphate isomerase	Os09g36450	"TRIOSEPHOSPHATE ISOMERASE;triosephosphate isomerase, chloroplast, putative, similar to Triosephosphate isomerase, chloroplast precursor: SP:P48496 from Spinacia oleracea, SP:P46225 from Secale cereale"	PS.calvin cycle.TPI	1_03_05

CUST_32171_PI403524517	2	0.008193016	-0.19791603	0.09581566	-0.00819397	-0.0859375	0.01935196	35_9278	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_171070_PI403524517	2	0.16974354	0.44267845	0.0023889542	-0.03007698	-0.0023889542	-0.035367966	35_47652	"Cluster: Hypothetical protein At5g24970; n=1; Arabidopsis thaliana|Rep: Hypothetical protein At5g24970 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q84W22	CHR5V7|COORD:8604361..8608666| ABC1 family protein	AT5G24970.1	CHR07V5|COORD:16020936..16011389|protein ubiquinone biosynthesis protein ubiB, putative, expressed	LOC_Os07g27480.1	no descriptionmoderately similar to ( 316)AT5G24970| Symbols:  | ABC1 family protein | chr5:8604361-8608666 REVERSEnot assigned AarF ubiB	not assigned.no ontology.ABC1 family protein	35_1_1

CUST_7740_PI399408534	2	0.33658028	-0.15574408	0.005346298	-0.005346298	-0.36730433	0.42239618	35_46988	"Cluster: Hypothetical protein P0560B08.119; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0560B08.119 - Oryza sativa (japonica cultivar"	UniRef90_Q7X640	CHR4V7|COORD:7498006..7503640| DNA binding / sequence-specific DNA binding / transcription factor	AT4G12750.1	CHR07V5|COORD:25599947..25604818|protein DNA binding protein, putative, expressed	LOC_Os07g42750.2	no descriptionvery weakly similar to (50.1)AT4G12750| Symbols:  | DNA binding / sequence-specific DNA binding / transcription factor | chr4:7498006-7503640 REVERSE	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_102037_PI403524517	2	-0.090210915	0.14096642	0.20132971	-0.50647736	-0.3621111	0.09021139	35_29111	"Cluster: TPR Domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: TPR Domain containing protein, expressed - Oryza sativa (jap"	UniRef90_Q2QML3	CHR3V7|COORD:1278235..1280948| ankyrin repeat family protein	AT3G04710.1	CHR12V5|COORD:25208796..25213183|protein ankyrin-2, putative, expressed	LOC_Os12g40780.1	no descriptionvery weakly similar to (91.7)AT3G04710| Symbols:  | binding | chr3:1278235-1280948 FORWARDvery weakly similar to (54.3)AKT1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned ANK	cell.organisation	31_1

CUST_153289_PI403524517	2	-0.15436983	-0.12748098	-0.2312622	0.44593334	0.2597561	0.12748098	35_42842	"Cluster: Rho GTPase activating protein 2; n=2; Oryza sativa (japonica cultivar-group)|Rep: Rho GTPase activating protein 2 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6UQ72		0	CHR02V5|COORD:27738147..27741383|protein rac GTPase activating protein 2, putative, expressed	LOC_Os02g45600.1	no description	not assigned.unknown	35_2

CUST_108423_PI403524517	2	0.01772499	-0.4231019	-0.09193897	-0.01772499	0.2566886	0.036212444	35_30840	Rep: Acetolactate synthase - Lolium multiflorum (Italian ryegrass) (Lolium perenne subsp.multiflorum)	UniRef90_Q9FUD0	CHR3V7|COORD:18012515..18014527| CSR1 (CHLORSULFURON/IMIDAZOLINONE RESISTANT 1)	AT3G48560.1	CHR02V5|COORD:18230156..18232502|protein acetolactate synthase III, chloroplast precursor, putative, expressed	LOC_Os02g30630.2	 no descriptionvery weakly similar to (57.8)AT3G48560| Symbols: ALS, AHAS, TZP5, IMR1, CSR1 | CSR1 (CHLORSULFURON/IMIDAZOLINONE RESISTANT 1) | chr3:18012515-18014527 REVERSEvery weakly similar to (83.6)ILV1_ORYSAnot assigned 	amino acid metabolism.synthesis.branched chain group.common	13_1_4_1

CUST_24258_PI403524517	2	0.13580894	-0.29724216	-0.19473553	0.13630009	-0.068673134	0.06867409	35_7040	"Cluster: Os07g0158400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0158400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D8I1	"CHR1V7|COORD:4817351..4817890| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G57640.1); similar to unknown protein [Oryza sativa (japonica"	AT1G14060.1	CHR07V5|COORD:3123214..3124011|protein expressed protein	LOC_Os07g06460.1	"no descriptionweakly similar to ( 116)AT1G14060| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G57640.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAC84332.1); similar to Os03g0647400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001050772.1); similar to Os07g0158400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001058928.1); contains InterPro domain GCK; (InterPro:IPR012891) | chr1:4817351-4817890 REVERSEGCK"	not assigned.unknown	35_2

CUST_94235_PI403524517	2	-0.044044018	-0.030364513	0.030364037	0.13348627	-0.10185766	0.059797287	35_26939	"Cluster: Zinc finger-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Zinc finger-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69TX4	CHR2V7|COORD:6925121..6927401| leucine-rich repeat family protein / extensin family protein	AT2G15880.1	CHR06V5|COORD:5636932..5635937|protein protein binding protein, putative, expressed	LOC_Os06g10800.1	no descriptionvery weakly similar to (50.1)AT1G60360| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr1:22246413-22247396 REVERSEPRK12323	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_19532_PI404877155	2	0.03680706	-1.1471176	-0.13776779	-0.036806107	0.15685368	0.04955387	rbah35p18_s_at	0	AAT85058.1	cytochrome c biogenesis protein family	At1g49380.1	protein putative c-type cytochrome synthesis protein	Os03g55970	"cytochrome c biogenesis protein family, contains Pfam PF05140: ResB-like family; similar to CCS1 (GI:2749939) (Chlamydomonas reinhardtii); similar to Ccs1 (GI:6137102) (Synechococcus sp. PCC 6301)"	mitochondrial electron transport / ATP synthesis.cytochrome c	9_6

CUST_163358_PI403524517	2	-0.0012969971	0.07637882	0.014220238	-0.10327339	-0.10158634	0.0012969971	35_45555	"Cluster: Adaptin N terminal region family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Adaptin N terminal region family protein, express"	UniRef90_Q10PP1	CHR4V7|COORD:16471960..16476799| coatomer gamma-2 subunit, putative / gamma-2 coat protein, putative / gamma-2 COP, putative	AT4G34450.1	CHR03V5|COORD:6655404..6662963|protein coatomer subunit gamma-2, putative, expressed	LOC_Os03g12590.1	 no descriptionweakly similar to ( 141)AT4G34450| Symbols:  | coatomer gamma-2 subunit, putative / gamma-2 coat protein, putative / gamma-2 COP, putative | chr4:16471960-16476799 FORWARDnot assigned Gamma-COP 	cell. vesicle transport	31_4

CUST_150911_PI403524517	2	0.10153961	0.18108225	-0.15833473	0.031307697	-0.031307697	-0.07451439	35_42210	"Cluster: Similar to probable ATP-dependent RNA helicase-fission yeast; n=1; Oryza sativa (japonica cultivar-group)|Rep: Similar to probable ATP-dependent RNA he"	UniRef90_Q53NR4	CHR1V7|COORD:13089972..13097056| DEAD/DEAH box helicase, putative	AT1G35530.1	CHR11V5|COORD:4018571..4030383|protein type III restriction enzyme, res subunit family protein, expressed	LOC_Os11g07870.1	no description	not assigned.unknown	35_2

CUST_83508_PI403524517	2	0.048563004	0.051768303	-3.0231476E-4	-0.052594185	-0.040423393	3.0136108E-4	35_23942	"Cluster: Hypothetical protein precursor; n=1; Kineococcus radiotolerans SRS30216|Rep: Hypothetical protein precursor - Kineococcus radiotolerans SRS30216"	UniRef90_Q411K9	CHR1V7|COORD:22496859..22500684| proline-rich family protein	AT1G61080.1	CHR02V5|COORD:30330456..30332974|protein expressed protein	LOC_Os02g49640.1	no descriptionnot assigned not assigned	not assigned.unknown	35_2

CUST_135746_PI403524517	2	-0.61640835	-0.10427332	0.20854568	0.10427284	0.6469946	-0.43663502	35_38072	"Cluster: Inwardly rectifying potassium channel AKT1; n=3; Triticeae|Rep: Inwardly rectifying potassium channel AKT1 - Hordeum vulgare (Barley)"	UniRef90_Q06XL6	"CHR2V7|COORD:10901681..10905447| SPIK (SHAKER POLLEN INWARD K+ CHANNEL); cyclic nucleotide binding / inward rectifier potassium channel/ potassium channel"	AT2G25600.1	CHR01V5|COORD:26453013..26446556|protein potassium channel AKT1, putative, expressed	LOC_Os01g45990.1	" no descriptionweakly similar to ( 104)AT2G25600| Symbols: AKT6, SPIK | SPIK (SHAKER POLLEN INWARD K+ CHANNEL); cyclic nucleotide binding / inward rectifier potassium channel/ potassium channel | chr2:10901681-10905447 FORWARDweakly similar to ( 190)AKT1_ORYSA"	transport.potassium	34_15

CUST_112087_PI403524517	2	-0.1556139	-0.4787302	0.48908234	0.15561295	0.26492596	-0.24162483	35_31824	Rep: Putative hydrolase - Oryza sativa (Rice)	UniRef90_Q8SAY9	CHR4V7|COORD:1035722..1037403| epoxide hydrolase, putative	AT4G02340.1	CHR03V5|COORD:34767878..34764415|protein epoxide hydrolase 2, putative, expressed	LOC_Os03g61360.1	 no descriptionvery weakly similar to (74.7)AT4G02340| Symbols:  | epoxide hydrolase, putative | chr4:1035722-1037403 FORWARDnot assigned not assigned not assigned not assigned MhpC Abhydrolase_1 Protamine_P1 	misc.misc2	26_1

CUST_168460_PI403524517	2	0.09450531	0.073913574	0.028175354	-0.18728447	-0.45575714	-0.028176308	35_46915	"Cluster: Hypothetical protein OSJNBa0001A14.17; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0001A14.17 - Oryza sativa (japonica"	UniRef90_Q6AT30	"CHR1V7|COORD:26684390..26686809| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G16720.1); similar to Os03g0708700 [Oryza sativa (japonica"	AT1G70750.1	CHR05V5|COORD:27794268..27785202|protein tropomyosin, putative, expressed	LOC_Os05g48620.1	no description	not assigned.unknown	35_2

CUST_178818_PI403524517	2	0.019096375	0.030174255	0.036985397	-0.019096375	-0.23353815	-0.031255722	35_49736	"Cluster: Hypothetical protein OSJNOa257A21.1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNOa257A21.1 - Oryza sativa (japonica cult"	UniRef90_Q67IY3		0	CHR02V5|COORD:18797143..18791230|protein hypothetical protein	LOC_Os02g31830.1	no description	not assigned.unknown	35_2

CUST_57019_PI403524517	2	0.03348255	-0.29686165	-0.13922882	0.0915432	0.08281326	-0.03348255	35_16250	"Cluster: Hypothetical protein OSJNBa0086P08.24; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0086P08.24 - Oryza sativa (japonica"	UniRef90_Q9FTU2	CHR2V7|COORD:14324857..14325788| DNA-binding protein-related	AT2G33845.1	CHR01V5|COORD:7666868..7669564|protein OB-fold nucleic acid binding domain containing protein, expressed	LOC_Os01g13700.1	no descriptionweakly similar to ( 183)AT2G33845| Symbols:  | DNA-binding protein-related | chr2:14324857-14325788 FORWARDPRK06461 SoSSB_OBF	not assigned.no ontology	35_1

CUST_6106_PI404877155	2	-0.017458916	0.67170143	0.19679451	-0.028425217	-0.06571865	0.017458916	Contig18391_at	0	0	0	0	0	0	NONE	RNA.regulation of transcription	27_3

CUST_174537_PI403524517	2	0.22095394	0.051506042	-0.04527378	-0.03201294	-0.37919807	0.03201294	35_48587	"Cluster: Large tegument protein; n=2; Cercopithecine herpesvirus 1|Rep: Large tegument protein - Cercopithecine herpesvirus 1 (CeHV-1) (Simian herpes B virus)"	UniRef90_Q7T591	CHR4V7|COORD:13750674..13751825| plastocyanin-like domain-containing protein	AT4G27520.1	CHR04V5|COORD:24705559..24701241|protein peroxidase 18 precursor, putative, expressed	LOC_Os04g42100.1	no descriptionPRK07003 PRK12323	not assigned.unknown	35_2

CUST_102664_PI403524517	2	0.03000784	-0.39922714	0.08852196	0.17933369	-0.03000784	-0.539732	35_29283	"Cluster: Putative LIM domain protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative LIM domain protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q9FVZ1	CHR3V7|COORD:22675576..22676478| LIM domain-containing protein	AT3G61230.1	CHR10V5|COORD:18871122..18869138|protein pollen-specific protein SF3, putative, expressed	LOC_Os10g35930.1	no descriptionweakly similar to ( 127)AT3G61230| Symbols:  | LIM domain-containing protein | chr3:22675576-22676478 REVERSEvery weakly similar to (95.9)SF3_HELANPollen-specific protein SF3 - Helianthus annuus (Common sunflower)not assigned not assigned LIM LIM	development.unspecified	33_99

CUST_39680_PI403524517	2	0.6121378	-0.8667736	-0.032325745	-0.15997028	0.3640499	0.032325745	35_11410	"Cluster: Hypothetical protein P0001A07.6; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0001A07.6 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q5WN03	CHR1V7|COORD:22496859..22500684| proline-rich family protein	AT1G61080.1	CHR05V5|COORD:2894019..2896353|protein pro-resilin precursor, putative, expressed	LOC_Os05g05820.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF1777 Drf_FH1 PRK12323 TT_ORF1 PRK12678 Protamine_P2	not assigned.unknown	35_2

CUST_146509_PI403524517	2	0.11597061	0.013982296	0.2190218	-0.120794296	-0.19922304	-0.013981819	35_41011	"Cluster: Ubiquitin/60s ribosomal protein L40 fusion; n=14; Eukaryota|Rep: Ubiquitin/60s ribosomal protein L40 fusion - Ostreococcus tauri"	UniRef90_Q00Y36	"CHR5V7|COORD:771975..772895| UBQ3 (POLYUBIQUITIN 3); protein binding"	AT5G03240.2	CHR06V5|COORD:28400733..28403579|protein polyubiquitin containing 7 ubiquitin monomers, putative, expressed	LOC_Os06g46770.3	"no descriptionmoderately similar to ( 390)AT5G03240| Symbols: UBQ3 | UBQ3 (POLYUBIQUITIN 3); protein binding | chr5:771975-772895 REVERSEweakly similar to ( 150)UBIQ_WHEATUbiquitin - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned Ubiquitin ubiquitin UBQ Nedd8 UBL AN1_N RAD23_N Scythe_N UBQ parkin_N Fubi GDX_N SF3a120_C NIRF_N ISG15_repeat2 UBI4 hPLIC_N"	protein.degradation.ubiquitin.ubiquitin	29_5_11_1

CUST_15784_PI403524517	2	0.12076664	0.026796341	0.08520508	-0.06805611	-0.40826225	-0.026797295	35_4556	"Cluster: Putative DNA topoisomerase I; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative DNA topoisomerase I - Oryza sativa (japonica cultivar-group)"	UniRef90_Q84ZL5	"CHR3V7|COORD:6404276..6407828| ATRANGAP1 (RAN GTPASE-ACTIVATING PROTEIN 1); nucleic acid binding"	AT3G18610.1	CHR08V5|COORD:3130400..3136547|protein DNA topoisomerase 1, putative, expressed	LOC_Os08g05840.1	"no descriptionvery weakly similar to (60.8)AT3G18610| Symbols: ATRANGAP1 | ATRANGAP1 (RAN GTPASE-ACTIVATING PROTEIN 1); nucleic acid binding | chr3:6404276-6407828 REVERSEnot assigned not assigned PRK08581"	DNA.synthesis/chromatin structure	28_1

CUST_52132_PI403524517	2	0.1683855	0.124736786	0.08159351	-0.23563194	-0.08180332	-0.08159256	35_14856	Rep: Translation initiation factor 3 - Oryza sativa (Rice)	UniRef90_Q70Z43	CHR4V7|COORD:6947829..6952048| EIF3A (eukaryotic translation initiation factor 3A)	AT4G11420.1	CHR01V5|COORD:1176174..1168611|protein eukaryotic translation initiation factor 3 subunit 10, putative, expressed	LOC_Os01g03070.2	 no descriptionweakly similar to ( 180)AT4G11420| Symbols: ATEIF3A-1, EIF3A-1, ATTIF3A1, TIF3A1, EIF3A | EIF3A (eukaryotic translation initiation factor 3A) | chr4:6947829-6952048 REVERSEmoderately similar to ( 275)IF3A_MAIZEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Smc SbcC COG4942 MAP7 PRK03918 TolA COG2268 TolA COG1340 PRK02224 COG4487 Caldesmon COG4717 tolA Myosin_tail_1 COG2433 ERM PV-1 	protein.synthesis.initiation	29_2_3

CUST_44352_PI403524517	2	-2.7774332	-1.3461962	0.85782576	1.8897467	-0.2625599	0.2625599	35_12723	"Cluster: Histidine amino acid transporter; n=2; Oryza sativa|Rep: Histidine amino acid transporter - Oryza sativa (indica cultivar-group)"	UniRef90_Q85V22	CHR1V7|COORD:25355791..25357571| lysine and histidine specific transporter, putative	AT1G67640.1	CHR08V5|COORD:1555409..1560683|protein LHT1, putative, expressed	LOC_Os08g03350.1	 no descriptionweakly similar to ( 189)AT1G67640| Symbols:  | lysine and histidine specific transporter, putative | chr1:25355791-25357571 REVERSEnot assigned not assigned Aa_trans SdaC 	transport.amino acids	34_3

CUST_90717_PI403524517	2	-0.041234493	0.4501896	0.041234016	-0.14497423	-0.5839753	0.500278	35_25949	"Cluster: 26S proteasome regulatory particle non-ATPase subunit12; n=1; Oryza sativa (japonica cultivar-group)|Rep: 26S proteasome regulatory particle"	UniRef90_Q8W423	CHR1V7|COORD:23960122..23961783| 26S proteasome regulatory subunit, putative (RPN12)	AT1G64520.1	CHR07V5|COORD:14528829..14525753|protein 26S proteasome non-ATPase regulatory subunit 8, putative, expressed	LOC_Os07g25420.2	 no descriptionvery weakly similar to (81.6)AT1G64520| Symbols:  | 26S proteasome regulatory subunit, putative (RPN12) | chr1:23960122-23961783 FORWARDnot assigned 	protein.degradation.ubiquitin.proteasom	29_5_11_20

CUST_105837_PI403524517	2	-0.04049778	0.16227722	0.04049778	-0.16160583	-0.23401928	0.19967651	35_30135	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_136808_PI403524517	2	-0.5733409	-0.1908164	0.042753696	0.12495232	0.116556644	-0.042753696	35_38366	"Cluster: Os01g0681200 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0681200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JKD5	CHR4V7|COORD:12403730..12408273| long-chain-fatty-acid--CoA ligase / long-chain acyl-CoA synthetase	AT4G23850.1	CHR01V5|COORD:28394007..28387258|protein ACS-like protein, putative, expressed	LOC_Os01g48910.3	no descriptionmoderately similar to ( 312)AT4G23850| Symbols:  | long-chain-fatty-acid--CoA ligase / long-chain acyl-CoA synthetase | chr4:12403730-12408273 REVERSEvery weakly similar to (61.6)4CL1_ORYSAnot assigned not assigned not assigned not assigned FAA1 AMP-binding CaiC PRK08974 PRK06178 PRK06188 PRK08162 PRK03640 PRK05677 PRK07786 PRK07059 PRK08316 PRK05605 PRK06839 PRK09089 PRK09029 PRK06219 PRK06087 PRK12492 PRK07514 PRK09088 PRK06145 PRK12583 PRK06368 PRK08751 PRK08315 PRK07787 PRK07684 caiC PRK08633 PRK07656 PRK06710 PRK07770 PRK07008 PRK07771 PRK05852 PRK08180 PRK07470 PRK06187 PRK06018 PRK07638 PRK09192 PRK07529 PRK05620 PRK05857 PRK06814 PRK08314	lipid metabolism.FA synthesis and FA elongation.long chain fatty acid CoA ligase	11_1_9

CUST_13988_PI404877155	2	0.027971268	0.5362873	-0.071032524	-0.027971268	-0.21826553	0.24465942	Contig7771_at	RabGAP/TBC domain-containing protein [Arabidopsis thaliana] dbj|BAB08757.1| unnamed protein product [Arabidopsis thaliana]	NP_200289.1	RabGAP/TBC domain-containing protein	At5g54780.1	protein expressed protein	Os07g34130	"similar to RabGAP/TBC domain-containing protein [Arabidopsis thaliana] (TAIR:At4g27100.1); similar to putative GTPase activating protein [Oryza sativa (japonica cultivar-group)] (GB:XP_468334.1); contains InterPro domain RabGAP/TBC domain (InterPro:IPR000"	signalling.G-proteins	30_5

CUST_49622_PI403524517	2	0.18401241	-0.43493652	-0.18350887	0.18350792	0.355752	-0.23197842	35_14152	Rep: GAD1 - Hordeum vulgare (Barley)	UniRef90_Q7XZU7	"CHR5V7|COORD:5711143..5714841| GAD (Glutamate decarboxylase 1); calmodulin binding"	AT5G17330.1	CHR08V5|COORD:22750106..22745831|protein glutamate decarboxylase, putative, expressed	LOC_Os08g36320.2	" no descriptionmoderately similar to ( 308)AT5G17330| Symbols: GAD1, GAD | GAD (Glutamate decarboxylase 1); calmodulin binding | chr5:5711143-5714841 FORWARDmoderately similar to ( 314)DCE_PETHYGlutamate decarboxylase - Petunia hybrida (Petunia)not assigned Pyridoxal_deC GadB "	amino acid metabolism.synthesis.central amino acid metabolism.GABA.Glutamate decarboxylase	13_1_1_1_1

CUST_103690_PI403524517	2	0.32506943	-0.082314014	0.08231354	0.18413305	-0.6074562	-0.16009665	35_29562	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_12550_PI403524517	2	0.3461604	0.0115971565	-0.0115971565	0.26999712	-0.044117928	-0.23857927	35_3583	"Cluster: OSJNBa0064M23.7 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0064M23.7 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7X7C0	"CHR1V7|COORD:5675918..5678679| SR45 (arginine/serine-rich 45); RNA binding"	AT1G16610.2	CHR04V5|COORD:29058170..29055927|protein chitin-inducible gibberellin-responsive protein 2, putative, expressed	LOC_Os04g49110.1	no description	not assigned.unknown	35_2

CUST_62885_PI403524517	2	0.2166624	-0.49227524	-0.098703384	0.0121564865	-0.012155533	0.119050026	35_17937	"Cluster: Putative mitochondrial energy transfer protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative mitochondrial energy transfer protein - Oryza"	UniRef90_Q69XJ8	CHR4V7|COORD:15638692..15640244| mitochondrial substrate carrier family protein	AT4G32400.1	CHR06V5|COORD:23826299..23822464|protein protein brittle-1, chloroplast precursor, putative, expressed	LOC_Os06g40050.2	 no descriptionweakly similar to ( 167)AT4G32400| Symbols:  | mitochondrial substrate carrier family protein | chr4:15638692-15640244 FORWARDweakly similar to ( 172)BT1_MAIZEProtein brittle-1, chloroplast precursor - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Mito_carr 	transport.metabolite transporters at the mitochondrial membrane	34_9

CUST_24287_PI403524517	2	-0.019284248	0.2793355	-0.26402712	-0.16199303	0.07582998	0.019283772	35_7048	"Cluster: Putative eukaryotic peptide chain release factor subunit 1-3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative eukaryotic peptide chain releas"	UniRef90_Q8RV12	"CHR3V7|COORD:9790091..9791398| ERF1-3 (EUKARYOTIC RELEASE FACTOR 1-3); translation release factor"	AT3G26618.1	CHR01V5|COORD:41569316..41570686|protein eukaryotic peptide chain release factor subunit 1-1, putative, expressed	LOC_Os01g71270.1	" no descriptionvery weakly similar to (69.3)AT5G47880| Symbols: ERF1, ERF1-1 | ERF1-1 (EUKARYOTIC RELEASE FACTOR 1-1); translation release factor | chr5:19403781-19405091 REVERSEnot assigned "	protein.synthesis.release	29_2_5

CUST_136894_PI403524517	2	-0.057849884	0.024784088	0.015583038	-0.01307106	0.013069153	-0.057849884	35_38389	Rep: Cyclophilin A-3 - Triticum aestivum (Wheat)	UniRef90_Q93W25	"CHR4V7|COORD:18083614..18084132| ROC1 (rotamase CyP 1); peptidyl-prolyl cis-trans isomerase"	AT4G38740.1	CHR02V5|COORD:1116059..1117114|protein peptidyl-prolyl cis-trans isomerase, putative, expressed	LOC_Os02g02890.1	no descriptionvery weakly similar to (78.2)AT2G16600| Symbols: ROC3 | ROC3 (rotamase CyP 3) | chr2:7207944-7208465 FORWARDvery weakly similar to (80.1)CYPH_CATROPeptidyl-prolyl cis-trans isomerase - Catharanthus roseus (Rosy periwinkle) (Madagascar periwinkle)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned cyclophilin_ABH_like Pro_isomerase cyclophilin_SpCYP2_like cyclophilin_WD40 Cyclophilin_PPIL3_like cyclophilin_RING cyclophilin cyclophilin_CeCYP16-like	cell.cycle.peptidylprolyl isomerase	31_3_1

CUST_41901_PI403524517	2	0.08265114	-0.052480698	-0.070534706	0.09161949	0.03910446	-0.03910446	35_12041	"Cluster: Mitochondrial aspartate-glutamate carrier protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Mitochondrial aspartate-glutamate carrier prot"	UniRef90_Q6YVE7	"CHR4V7|COORD:18356087..18358590| SAMC1/SAMT1 (S-ADENOSYLMETHIONINE CARRIER 1, SAM TRANSPORTER1); S-adenosylmethionine transporter/ binding"	AT4G39460.1	CHR07V5|COORD:11507933..11503909|protein mitochondrial carrier protein PET8, putative, expressed	LOC_Os07g19460.1	" no descriptionvery weakly similar to (89.7)AT4G39460| Symbols: SAMC1, SAMT1 | SAMC1/SAMT1 (S-ADENOSYLMETHIONINE CARRIER 1, SAM TRANSPORTER1); S-adenosylmethionine transporter/ binding | chr4:18356087-18358590 REVERSEnot assigned Mito_carr "	transport.metabolite transporters at the mitochondrial membrane	34_9

CUST_123554_PI403524517	2	-0.019864082	0.019864082	0.03558445	-0.022608757	-0.021107674	0.05867672	35_34841	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_157198_PI403524517	2	-0.0435791	0.5758772	-0.074858665	0.098415375	-0.29717255	0.043580055	35_43899	"Cluster: Os02g0146500 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0146500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E3Z7	CHR3V7|COORD:16483786..16486687| phosphatidate cytidylyltransferase family protein	AT3G45040.1	CHR02V5|COORD:2551617..2556276|protein phosphatidate cytidylyltransferase, putative, expressed	LOC_Os02g05320.2	no descriptionvery weakly similar to (92.8)AT3G45040| Symbols:  | phosphatidate cytidylyltransferase family protein | chr3:16483786-16486687 REVERSEnot assigned	not assigned.no ontology	35_1

CUST_3476_PI403524517	2	0.11789513	-0.26826286	0.026412964	-0.02641201	0.12755108	-0.038030624	35_948	Rep: AtSUG1 protein - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q9C5U3	"CHR5V7|COORD:6752146..6754920| ATSUG1; ATPase"	AT5G19990.1	CHR02V5|COORD:5923654..5918931|protein 26S protease regulatory subunit 8, putative, expressed	LOC_Os02g11050.1	"no descriptionhighly similar to ( 719)AT5G19990| Symbols: ATSUG1 | ATSUG1; ATPase | chr5:6752146-6754920 FORWARDmoderately similar to ( 341)PRS7_PRUPE26S protease regulatory subunit 7 - Prunus persica (Peach)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned RPT1 PRK03992 SpoVK HflB AAA hflB COG1223 AAA PRK04195 AAA COG0714 MGS1"	protein.degradation.ubiquitin.proteasom	29_5_11_20

CUST_13152_PI404877155	2	0.062729836	-0.10213184	-0.25636864	0.0015277863	-0.0015287399	0.02519226	Contig6861_at	acinusL protein-like [Oryza sativa (japonica cultivar-group)]	BAC79704.1	SAP domain-containing protein	At4g39680.1	protein SAP domain, putative	Os03g26630	SAP domain-containing protein, contains Pfam domain PF02037: SAP domain	RNA.regulation of transcription.putative DNA-binding protein	27_3_67

CUST_27337_PI403524517	2	-0.86631393	1.2469997	0.77841854	-0.08869648	-0.101670265	0.08869648	35_7915	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10MS6	"CHR5V7|COORD:14668321..14669377| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G08890.2); similar to Protein of unknown function, DUF538 [Medicago"	AT5G37070.1	CHR03V5|COORD:10371797..10370702|protein cp protein, putative, expressed	LOC_Os03g18560.1	" no descriptionmoderately similar to ( 243)AT5G37070| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G08890.2); similar to Protein of unknown function, DUF538 [Medicago truncatula] (GB:ABE91533.1); contains InterPro domain Protein of unknown function DUF538; (InterPro:IPR007493) | chr5:14668321-14669377 FORWARDnot assigned DUF538 "	not assigned.unknown	35_2

CUST_13505_PI403524517	2	0.15064526	-0.09609318	0.05385208	-0.03425312	-0.070142746	0.03425312	35_3873	"Cluster: JmjC domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: JmjC domain containing protein, expressed - Oryza sativa (j"	UniRef90_Q10LJ3	CHR1V7|COORD:2921238..2925257| transcription factor	AT1G09060.3	CHR03V5|COORD:12924393..12931469|protein jmjC domain containing protein, expressed	LOC_Os03g22540.1	no descriptionmoderately similar to ( 372)AT1G09060| Symbols:  | transcription factor | chr1:2921238-2925257 REVERSEnot assigned	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_23147_PI399408534	2	-0.04354	0.29814768	0.043540478	0.055291176	-0.36663342	-0.24644756	35_7937	"Cluster: RabGAP/TBC domain-containing protein-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: RabGAP/TBC domain-containing protein-like - Oryza sativa (j"	UniRef90_Q5QMF8	CHR3V7|COORD:20400255..20405690| RabGAP/TBC domain-containing protein	AT3G55020.1	CHR01V5|COORD:36120777..36111311|protein TBC domain containing protein, expressed	LOC_Os01g61860.1	no descriptionvery weakly similar to (87.4)AT3G55020| Symbols:  | RabGAP/TBC domain-containing protein | chr3:20400255-20405690 REVERSE	signalling.G-proteins	30_5

CUST_107093_PI403524517	2	-0.011605263	-1.2943411	0.011606216	0.030680656	0.051568985	-0.2708521	35_30476	"Cluster: Os05g0214400 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0214400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DJY2	"CHR5V7|COORD:16773926..16775019| similar to Os05g0214400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001054927.1); similar to hypothetical protein"	AT5G41850.1	CHR05V5|COORD:7067821..7066396|protein esterase/lipase/thioesterase family protein, putative, expressed	LOC_Os05g12330.1	"no descriptionvery weakly similar to (80.5)AT5G41850| Symbols:  | similar to Os05g0214400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001054927.1); similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:AAT47105.1); contains InterPro domain Esterase/lipase/thioesterase; (InterPro:IPR000379) | chr5:16773926-16775019 REVERSE"	not assigned.unknown	35_2

CUST_37533_PI403524517	2	0.06861353	0.5507922	0.105642796	-0.12003279	-0.06861353	-0.1719451	35_10810	"Cluster: Hypothetical protein OJ1364E02.5; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1364E02.5 - Oryza sativa (japonica cultivar-g"	UniRef90_Q84Q78	CHR2V7|COORD:12653712..12656771| enolase, putative	AT2G29560.1	CHR03V5|COORD:8784155..8779514|protein enolase, putative, expressed	LOC_Os03g15950.1	 no descriptionvery weakly similar to (95.5)AT2G29560| Symbols:  | enolase, putative | chr2:12653712-12656771 FORWARDnot assigned enolase Enolase_N eno Eno Rubella_Capsid 	glycolysis.enolase	4_12

CUST_85393_PI403524517	2	0.014241219	-0.6769886	-0.014241219	0.4291649	0.45915985	-0.05225849	35_24460	Rep: OSIGBa0143N19.9 protein - Oryza sativa (Rice)	UniRef90_Q01IM5	CHR5V7|COORD:19288489..19290072| pectinesterase family protein	AT5G47500.1	CHR04V5|COORD:27489753..27487568|protein pectinesterase-4 precursor, putative, expressed	LOC_Os04g46740.2	no descriptionweakly similar to ( 149)AT5G47500| Symbols:  | pectinesterase family protein | chr5:19288489-19290072 REVERSEvery weakly similar to (52.8)PME3_PHAVUPectinesterase-3 precursor - Phaseolus vulgaris (Kidney bean) (French bean)Pectinesterase	cell wall.pectin*esterases.PME	10_8_1

CUST_698_PI399407379	2	-0.13565826	-0.43425846	0.5609741	-0.07758045	0.07758045	0.08337116	HvDhn6									

CUST_14305_PI404877155	2	-0.56860065	-0.8331747	0.23103905	0.16223717	0.24658203	-0.16223717	Contig8147_at	auxin-responsive factor (ARF6) [Arabidopsis thaliana] gb|AAD01513.1| ARF6 [Arabidopsis thaliana] pir||F86427 auxin response factor 6 (ARF6)	NP_174323.1	auxin-responsive factor (ARF6)	At1g30330.1	protein auxin response factor 3	Os06g46410	"ARF6;AUXIN RESPONSE FACTOR 6;auxin-responsive factor (ARF6), identical to ARF6 (Arabidopsis thaliana) GI:4102600 (Science 276 (5320), 1865-1868 (1997)) or  similar to auxin-responsive factor (ARF8) [Arabidopsis thaliana] (TAIR:At5g37020.1); similar to aux"	RNA.regulation of transcription.ARF, Auxin Response Factor family	27_3_04

CUST_5573_PI404877155	2	-0.4068637	-0.4652481	-0.08054161	0.08054161	0.09547377	0.69233847	Contig17453_at	ABC transporter family protein [Arabidopsis thaliana]	NP_189475.1	ABC transporter family protein	At3g28345.1	"protein multidrug resistance p-glycoprotein; ABC transporter-like protein"	Os02g09720	"ABC transporter family protein, similar to P-glycoprotein (Arabidopsis thaliana) GI:3849833; contains Pfam profiles PF00005: ABC transporter, PF00664: ABC transporter transmembrane region"	transport.ABC transporters and multidrug resistance systems	34_16

CUST_17382_PI404877155	2	-0.019313812	0.5222473	0.019314766	-0.1768837	-0.19016457	0.06935406	HU10A18u_at	putative receptor-like kinase [Oryza sativa (japonica cultivar-group)]	BAB64776.1	leucine-rich repeat family protein / protein kinase family protein	At1g60800.1	protein leucine-rich repeat receptor-like kinase	Os01g07630	NONE	signalling.receptor kinases.leucine rich repeat II	30_2_2

CUST_38747_PI403524517	2	0.33882427	0.1262474	-0.20640469	-0.2927885	-0.12624788	0.13694477	35_11150	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_130001_PI403524517	2	0.10752487	-0.050214767	0.012105942	-0.047089577	-0.012106895	0.036993027	35_36512	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_19698_PI399408534	2	-0.0010738373	0.21091938	-0.07679844	-0.06133461	0.0010738373	0.054200172	35_14991	Rep: Auxin response factor 2 - Oryza sativa (Rice)	UniRef90_Q8S982	CHR5|COORD:24927608..24932431| transcriptional factor B3 family protein / auxin-responsive factor, putative (ARF1), contains Pfam profile: PF02362 B3 DNA bindin	AT5G62000.3	CHR01V5|COORD:41022491..41027847|protein auxin response factor 2, putative, expressed	LOC_Os01g70270.4	 no descriptionvery weakly similar to (74.7)AT5G62000| Symbols: ARF1-BP, ARF2 | ARF2 (AUXIN RESPONSE FACTOR 2) | chr5:24928085-24931906 FORWARD	RNA.regulation of transcription.ARF, Auxin Response Factor family	27_3_4

CUST_76405_PI403524517	2	0.1323204	-0.012334824	-0.013092041	0.01233387	-0.07524204	0.11667347	35_21906	"Cluster: Putative L-aspartate oxidase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative L-aspartate oxidase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z836	"CHR5V7|COORD:4769136..4772015| AO (L-ASPARTATE OXIDASE); L-aspartate oxidase"	AT5G14760.1	CHR02V5|COORD:1821855..1826394|protein L-aspartate oxidase 1, putative, expressed	LOC_Os02g04170.3	"no descriptionmoderately similar to ( 302)AT5G14760| Symbols: AO | AO (L-ASPARTATE OXIDASE); L-aspartate oxidase | chr5:4769136-4772015 FORWARDvery weakly similar to (85.1)DHSA_ORYSAnot assigned not assigned NadB PRK09077 PRK07804 PRK08071 PRK07395 PRK07512 SdhA sdhA sdhA sdhA sdhA sdhA PRK09231 sdhA PRK08401 sdhA sdhA sdhA PRK06175 PRK08626 sdhA sdhA sdhA Succ_DH_flav_C FAD_binding_2"	TCA / org. transformation.TCA.succinate dehydrogenase	8_1_7

CUST_63522_PI403524517	2	-0.059509277	-0.115421295	0.069952965	0.14024925	0.059509277	-0.1307602	35_18135	"Cluster: Os02g0590800 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0590800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DZY9	CHR3V7|COORD:7306153..7308440| protein kinase family protein	AT3G20860.1	CHR02V5|COORD:22820351..22816195|protein serine/threonine-protein kinase Nek4, putative, expressed	LOC_Os02g37830.1	no descriptionmoderately similar to ( 398)AT3G20860| Symbols:  | protein kinase family protein | chr3:7306153-7308440 FORWARDweakly similar to ( 116)M2K1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase Pkinase_Tyr SPS1 TyrKc PTKc PTKc_Jak_rpt2 PTKc_Tec_like PTKc_Itk PTKc_Ack_like PTKc_FAK PTKc_EGFR_like PTKc_Srm_Brk PTKc_Tec_Rlk PTKc_Csk_like PTKc_Lck_Blk PTKc_Src_like PTKc_Jak2_Jak3_rpt2 PTKc_InsR_like PTKc_Btk_Bmx PTKc_Csk PTKc_Syk_like PTKc_Frk_like PTK_CCK4 PTK_HER3 PTKc_Lyn PTKc_Abl PTKc_EphR PTKc_Syk PTKc_EphR_B PTKc_PDGFR PTKc_Src PTKc_EGFR PTKc_HER2 PTKc_Tyk2_rpt2 PTKc_Fyn_Yrk PTKc_EphR_A PTKc_Hck PTKc_FGFR2 PTKc_Ror PTKc_Yes PTKc_Fes_like PTKc_DDR PTKc_FGFR PTKc_Jak1_rpt2 PTKc_VEGFR PTKc_Chk PTKc_Fes PTKc_DDR2 PTKc_c-ros PTKc_Met_Ron PTKc_FGFR1 PTKc_Zap-70 PTKc_Musk PTKc_VEGFR2 PTKc_FGFR4 PTKc_EphR_A2 PTKc_HER4 PTKc_FGFR3 PTKc_VEGFR3 PTKc_Axl PTKc_CSF-1R PTKc_Trk PTKc_Kit PTKc_Aatyk PTKc_Axl_like PTKc_RET PTKc_IGF-1R PTKc_TrkB PTKc_Ror1 PTKc_ALK_LTK PTKc_PDGFR_alpha PTKc_Tyro3 PTKc_Aatyk1_Aatyk3 PTK_Ryk PTKc_TrkA PTKc_Fer PTKc_DDR_like PTKc_DDR1 PTKc_TrkC PTKc_Ror2 PTKc_InsR PTKc_PDGFR_beta PTKc_Tie2 PTKc_Tie1 PTKc_Tie	protein.postranslational modification	29_4

CUST_64447_PI403524517	2	0.25533295	0.20176363	0.1014719	-0.1014719	-0.26809263	-0.22738934	35_18401	"Cluster: Putative anthranilate phosphoribosyltransferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative anthranilate phosphoribosyltransferase - Ory"	UniRef90_Q60EW9	CHR1V7|COORD:19126026..19128356| C2 domain-containing protein	AT1G51570.1	CHR05V5|COORD:17730932..17735324|protein phosphoribosylanthranilate transferase, putative, expressed	LOC_Os05g30750.7	no descriptionweakly similar to ( 141)AT1G51570| Symbols:  | C2 domain-containing protein | chr1:19126026-19128356 REVERSE	not assigned.no ontology.C2 domain-containing protein	35_1_19

CUST_10785_PI404877155	2	-0.0932703	0.18281937	-0.045466423	0.04546547	0.07901573	-0.06632042	Contig4516_at	putative MADS-domain transcription factor [Zea mays]	CAD23439.1	short vegetative phase protein (SVP)	At2g22540.1	protein SRF-type transcription factor (DNA-binding and dimerisation domain), putative	Os02g52340	putative MADS-domain transcription factor	RNA.regulation of transcription.MADS box transcription factor family	27_3_24

CUST_177565_PI403524517	2	0.059844017	-0.059843063	-0.08073902	0.19500542	-0.066031456	0.15186214	35_49391	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_56457_PI403524517	2	0.12514877	-0.08604717	0.0026054382	-0.011224747	-0.0026054382	0.013789177	35_16071	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_8899_PI399408534	2	0.7823391	-1.4151344	-0.5056381	0.23146152	-0.024295807	0.024294853	35_4511	Rep: H0219H12.10 protein - Oryza sativa (Rice)	UniRef90_Q01II7	"CHR5V7|COORD:24718554..24719779| ANAC100/ATNAC5 (Arabidopsis NAC domain containing protein 100); transcription factor"	AT5G61430.1	CHR04V5|COORD:22775488..22777676|protein NAC domain protein NAC5, putative, expressed	LOC_Os04g38720.1	" no descriptionmoderately similar to ( 262)AT5G61430| Symbols: ANAC100, ATNAC5 | ANAC100/ATNAC5 (Arabidopsis NAC domain containing protein 100); transcription factor | chr5:24718554-24719779 REVERSEmoderately similar to ( 204)NAC77_ORYSAnot assigned not assigned not assigned not assigned not assigned NAM PRK12323 "	RNA.regulation of transcription.NAC domain transcription factor family	27_3_27

CUST_16738_PI404877155	2	0.14859772	0.15862751	-0.17455769	-0.092720985	-0.055606842	0.055606842	HF22L15r_s_at	putative DNA methyltransferase [Oryza sativa (japonica cultivar-group)]	NP_917641.1	C-5 cytosine-specific DNA methylase family protein	At5g25480.1	protein expressed protein	Os01g42630	putative DNA methyltransferase	RNA.regulation of transcription.DNA methyltransferases	27_3_46

CUST_104035_PI403524517	2	0.006781578	0.5715666	0.056479454	-0.0067825317	-0.30289268	-0.15350723	35_29653	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_180_PI404877155	2	0.13838482	-0.17873669	-0.12649727	-0.08532047	0.08531952	0.14853477	Contig10040_at	dimethyladenosine transferase, putative [Arabidopsis thaliana] pir||T00442 probable rRNA (adenine-N6,N6-)-dimethyltransferase - Arabidopsis	NP_182264.1	dimethyladenosine transferase, putative	At2g47420.1	protein hypothetical protein	Os10g10440	"dimethyladenosine transferase, putative, similar to SP:P41819 Dimethyladenosine transferase (EC 2.1.1.-) (S-adenosylmethionine-6-N', N'-adenosyl(rRNA) dimethyltransferase) {Saccharomyces cerevisiae}; contains Pfam profile PF00398: ribosomal RNA adenine di"	RNA.processing	27_1

CUST_177999_PI403524517	2	0.036310196	0.10997772	-0.27481174	-0.036309242	-0.03686428	0.10204315	35_49508	"Cluster: Putative DegP2 protease; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative DegP2 protease - Oryza sativa (japonica cultivar-group)"	UniRef90_Q67VA4	"CHR5V7|COORD:16087630..16090329| DEGP9 (DEGP PROTEASE 9); serine-type peptidase/ trypsin"	AT5G40200.1	CHR06V5|COORD:6979032..6985314|protein protease Do-like 9, putative, expressed	LOC_Os06g12780.1	"no descriptionvery weakly similar to ( 100)AT5G40200| Symbols: DEGP9 | DEGP9 (DEGP PROTEASE 9); serine-type peptidase/ trypsin | chr5:16087630-16090329 FORWARD"	protein.degradation.serine protease	29_5_5

CUST_13442_PI404877155	2	0.056975365	0.13681793	-0.1324358	-0.07752991	0.03950405	-0.03950405	Contig7157_at	zinc finger (C2H2 type) family protein [Arabidopsis thaliana] gb|AAN12920.1| putative zinc finger protein [Arabidopsis thaliana]	NP_567875.1	zinc finger (C2H2 type) family protein	At4g31420.1	protein zinc finger protein, putative	Os06g47840	0	RNA.regulation of transcription.C2H2 zinc finger family	27_3_11

CUST_3780_PI404877155	2	-0.101641655	0.037101746	0.054498672	-0.10104561	-0.037101746	0.042871475	Contig14367_at	OJ1116_C07.9 [Oryza sativa (japonica cultivar-group)] dbj|BAD88403.1| lipase class 3-like protein [Oryza sativa (japonica cultivar-group)]	NP_908571.1	lipase class 3 family protein	At4g16070.1	protein Lipase 3 N-terminal region, putative	Os01g20840	gi|20805147|dbj|BAB92817.1| P0551A11.9	lipid metabolism.lipid degradation.lipases	11_9_2

CUST_14980_PI399408534	2	-0.08424854	0.16837978	0.030856133	-0.030856133	0.076470375	-0.039471626	35_3870	"Cluster: Putative C2H2 zinc-finger protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative C2H2 zinc-finger protein - Oryza sativa (japonica cultivar"	UniRef90_Q7EZ93	"CHR2V7|COORD:11579665..11583435| SE (SERRATE); transcription factor"	AT2G27100.1	CHR08V5|COORD:25549508..25543843|protein expressed protein	LOC_Os08g40560.1	"no descriptionhighly similar to ( 528)AT2G27100| Symbols: SE | SE (SERRATE); transcription factor | chr2:11579665-11583435 FORWARDnot assigned not assigned"	RNA.regulation of transcription.C2H2 zinc finger family	27_3_11

CUST_170529_PI403524517	2	0.03944969	-0.35363674	-0.2514181	-0.017637253	0.017637253	0.07259655	35_47500	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_2946_PI404877155	2	-0.17328262	0.060525894	0.05569458	0.042337418	-0.0725956	-0.04233551	Contig1338_at	unnamed protein product [Oryza sativa (japonica cultivar-group)] ref|XP_479602.1| calmodulin [Oryza sativa (japonica cultivar-group)] emb|CA	NP_912914.1	calmodulin-7 (CAM7)	At3g43810.1	protein calmodulin.	Os07g48780	calmodulin	signalling.calcium	30_3

CUST_30830_PI399408534	2	0.16397715	0.06423807	-0.06423855	-0.24209404	0.21219015	-0.09585571	35_26509	"Cluster: Putative arginine/serine-rich splicing factor RSp41; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative arginine/serine-rich splicing factor RSp"	UniRef90_Q6Z725	"CHR5V7|COORD:21148307..21150544| ATRSP41 (Arabidopsis thaliana arginine/serine-rich splicing factor 41); RNA binding"	AT5G52040.2	CHR02V5|COORD:1197056..1193367|protein arginine/serine-rich splicing factor RSP41, putative, expressed	LOC_Os02g03040.2	"no descriptionvery weakly similar to (64.3)AT5G52040| Symbols: ATRSP41 | ATRSP41 (Arabidopsis thaliana arginine/serine-rich splicing factor 41); RNA binding | chr5:21148307-21150544 FORWARD"	RNA.processing.splicing	27_1_1

CUST_170180_PI403524517	2	0.13624096	-0.21548653	0.04217148	-0.042172432	0.16556358	-0.23897171	35_47400	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_151321_PI403524517	2	-0.06547403	0.36776257	0.2652688	0.06547403	-0.1531434	-0.22919941	35_42317	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QXS1	"CHR5V7|COORD:6430727..6432458| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G06080.2); similar to Os12g0145400 [Oryza sativa (japonica"	AT5G19160.1	CHR12V5|COORD:2230248..2233905|protein expressed protein	LOC_Os12g05080.1	" no descriptionvery weakly similar to (72.8)AT5G19160| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G06080.2); similar to Os12g0145400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001066145.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABA91480.2); contains InterPro domain Protein of unknown function DUF231, plant; (InterPro:IPR004253) | chr5:6430727-6432458 FORWARD"	not assigned.unknown	35_2

CUST_69804_PI403524517	2	0.017352104	0.2629137	-0.01735115	-0.10262394	-0.17608738	0.109778404	35_19971	"Cluster: Hypothetical protein P0001H02.29; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0001H02.29 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5VNU1	0	0	CHR08V5|COORD:24274864..24279963|protein expressed protein	LOC_Os08g38620.1	no description	not assigned.unknown	35_2

CUST_2634_PI399408534	2	-0.030239105	0.079027176	0.012513161	-0.020523071	-0.012514114	0.1451683	35_19109	"Cluster: Inositol 5-phosphatase 3-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Inositol 5-phosphatase 3-like protein - Oryza sativa (japonica"	UniRef90_Q69SU0	CHR3V7|COORD:19103986..19108121| phosphoinositide phosphatase family protein	AT3G51460.1	CHR02V5|COORD:20926938..20915571|protein recessive suppressor of secretory defect, putative, expressed	LOC_Os02g34884.1	no descriptionhighly similar to ( 532)AT3G51460| Symbols:  | phosphoinositide phosphatase family protein | chr3:19103986-19108121 FORWARDnot assigned not assigned not assigned not assigned COG5329 Syja_N	signalling.phosphinositides	30_4

CUST_11528_PI403524517	2	0.015116692	1.329772	0.048675537	-0.18914413	-0.1839447	-0.015116692	35_3271	Rep: Triacylglycerol Lipase - Triticum aestivum (Wheat)	UniRef90_Q8L5T0	CHR5V7|COORD:6213249..6215496| lipase class 3 family protein	AT5G18640.1	CHR01V5|COORD:41431905..41427345|protein lipase precursor, putative, expressed	LOC_Os01g71010.1	no descriptionmoderately similar to ( 404)AT5G18640| Symbols:  | lipase class 3 family protein | chr5:6213249-6215496 FORWARDnot assigned Lipase_3 Lipase_3 Lipase	lipid metabolism.lipid degradation.lipases	11_9_2

CUST_37155_PI403524517	2	0.14026642	0.78283024	0.02645874	-0.04386139	-0.15004826	-0.02645874	35_10706	"Cluster: Zinc finger, C3HC4 type family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Zinc finger, C3HC4 type family protein, expressed -"	UniRef90_Q10C16	CHR2V7|COORD:13033521..13037440| zinc finger (C3HC4-type RING finger) family protein	AT2G30580.1	CHR03V5|COORD:33206126..33211236|protein protein binding protein, putative, expressed	LOC_Os03g58390.1	no descriptionweakly similar to ( 111)AT2G30580| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr2:13033521-13037440 FORWARDnot assigned not assigned zf-C3HC4 RING RING	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_111359_PI403524517	2	0.11345196	0.3275795	0.0067863464	-0.061027527	-0.11551285	-0.0067863464	35_31621	"Cluster: Os08g0553400 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os08g0553400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J3U2		0	CHR08V5|COORD:27553575..27554741|protein conserved hypothetical protein	LOC_Os08g43950.1	no description	not assigned.unknown	35_2

CUST_66883_PI403524517	2	0.023345947	-0.8463855	0.00344944	-0.0034503937	-0.061779976	0.078969	35_19098	"Cluster: Copper chaperone COX17-1-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Copper chaperone COX17-1-like protein - Oryza sativa (japonica"	UniRef90_Q69Q87	CHR3V7|COORD:5180273..5180497| ATCOX17 (Arabidopsis thaliana cytochrome c oxidase 17)	AT3G15352.1	CHR09V5|COORD:15155994..15158085|protein cytochrome c oxidase copper chaperone, putative, expressed	LOC_Os09g25314.1	 no descriptionvery weakly similar to ( 100)AT3G15352| Symbols: COX17, ATCOX17 | ATCOX17 (Arabidopsis thaliana cytochrome c oxidase 17) | chr3:5180273-5180497 FORWARDnot assigned COX17 	metal handling.binding, chelation and storage	15_2

CUST_25162_PI403524517	2	0.12343502	-0.66573906	-0.11205864	0.06318474	0.07032013	-0.06318474	35_7298	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10G25	CHR5V7|COORD:25528002..25528682| zinc finger protein-related	AT5G63740.1	CHR03V5|COORD:24957685..24955791|protein expressed protein	LOC_Os03g44430.1	no description	not assigned.unknown	35_2

CUST_55194_PI403524517	2	0.029745102	0.15649414	-0.051768303	-0.013683319	-0.12517929	0.013684273	35_15712	"Cluster: AT hook motif family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: AT hook motif family protein, expressed - Oryza sativa (japon"	UniRef90_Q2R2F0	CHR4V7|COORD:17484337..17486191| protein binding / zinc ion binding	AT4G37110.1	CHR11V5|COORD:20680968..20676898|protein ubiquitin-protein ligase/ zinc ion binding protein, putative, expressed	LOC_Os11g36030.1	no descriptionmoderately similar to ( 235)AT4G37110| Symbols:  | protein binding / zinc ion binding | chr4:17484337-17486191 REVERSE	not assigned.unknown	35_2

CUST_1910_PI403524517	2	0.60533524	-2.1798573	-0.69257164	1.0381794	0.7171793	-0.60533524	35_506	"Cluster: Chlorophyll a-b binding protein 1B, chloroplast precursor; n=32; Magnoliophyta|Rep: Chlorophyll a-b binding protein 1B, chloroplast"	UniRef90_P07370	"CHR3V7|COORD:10257239..10258158| LHCB2:4 (Photosystem II light harvesting complex gene 2.3); chlorophyll binding"	AT3G27690.1	CHR01V5|COORD:30357845..30358901|protein chlorophyll a-b binding protein 2, chloroplast precursor, putative, expressed	LOC_Os01g52240.1	" no descriptionmoderately similar to ( 249)AT2G34430| Symbols: LHCB1.4, LHB1B1 | LHB1B1 (Photosystem II light harvesting complex gene 1.4); chlorophyll binding | chr2:14531897-14532697 FORWARDmoderately similar to ( 269)CB24_TOBACChlorophyll a-b binding protein 40, chloroplast precursor - Nicotiana tabacum (Common tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Chloroa_b-bind PRK07003 PRK12323 PRK07764 "	PS.lightreaction.photosystem II.LHC-II	1_1_1_1

CUST_8932_PI404877155	2	-0.07454014	0.7789221	0.078136444	-0.11815643	-0.008613586	0.00861454	Contig2724_s_at	sucrose-phosphatase [Hordeum vulgare subsp. vulgare]	AAO33159.1	sucrose-phosphatase 1 (SPP1)	At2g35840.1	protein sucrose phosphatase, putative	Os01g27880	sucrose-phosphatase	major CHO metabolism.synthesis.sucrose.SPP	2_1_1_02

CUST_154149_PI403524517	2	-0.069740295	0.009901047	-0.24379826	0.33670807	0.18184996	-0.00990057	35_43073	"Cluster: Os02g0524500 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os02g0524500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E0T6	CHR1V7|COORD:29764238..29765479| protein binding / zinc ion binding	AT1G79110.1	CHR02V5|COORD:19160666..19162401|protein ubiquitin-protein ligase/ zinc ion binding protein, putative, expressed	LOC_Os02g32420.1	no descriptionvery weakly similar to (51.2)AT1G79110| Symbols:  | protein binding / zinc ion binding | chr1:29764238-29765479 FORWARD	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_27769_PI403524517	2	0.15432787	1.0569158	-0.15432787	-0.30476236	-0.24248075	0.5033798	35_8030	Rep: PG1 - Hordeum vulgare (Barley)	UniRef90_Q7XZU9	"CHR2V7|COORD:9634817..9637920| similar to glycine-rich protein [Arabidopsis thaliana] (TAIR:AT4G37900.1); similar to Protein of unknown function DUF1399 [Medica"	AT2G22660.2	CHR11V5|COORD:23723116..23716101|protein pg1, putative, expressed	LOC_Os11g40590.3	no description	not assigned.unknown	35_2

CUST_38214_PI403524517	2	-0.039073467	0.03907299	0.16357136	0.21493578	-0.16612291	-0.09028387	35_10999	"Cluster: Hypothetical protein P0435B05.8; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0435B05.8 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q5JMW7	"CHR3V7|COORD:21850311..21853426| similar to TOM1 (TOBAMOVIRUS MULTIPLICATION 1) [Arabidopsis thaliana] (TAIR:AT4G21790.1); similar to Os01g0751300 [Oryza"	AT3G59090.2	CHR01V5|COORD:31838382..31846443|protein expressed protein	LOC_Os01g54784.1	"no descriptionvery weakly similar to (77.4)AT3G59090| Symbols:  | similar to TOM1 (TOBAMOVIRUS MULTIPLICATION 1) [Arabidopsis thaliana] (TAIR:AT4G21790.1); similar to Os01g0751300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001044258.1) | chr3:21850357-21853325 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned Drf_FH1 DUF1084 PRK07764 Atrophin-1 Extensin_2 PRK12323"	not assigned.unknown	35_2

CUST_40679_PI403524517	2	-0.13273478	0.010686398	-0.1515069	0.22731781	0.3165908	-0.010686398	35_11699	"Cluster: Hypothetical protein OJ1119_H02.10; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1119_H02.10 - Oryza sativa (japonica cultiv"	UniRef90_Q6AVN3	CHR2V7|COORD:6406761..6407837| AGP9 (ARABINOGALACTAN PROTEIN 9)	AT2G14890.1	CHR05V5|COORD:23930253..23931294|protein expressed protein	LOC_Os05g40950.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07764 PRK07003 Atrophin-1 PRK05648 PRK10819	not assigned.unknown	35_2

CUST_111506_PI403524517	2	0.08607006	0.7033272	0.54425144	-0.21445274	-0.29587555	-0.086071014	35_31660	"Cluster: Hypothetical protein OSJNBa0078A17.20; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0078A17.20 - Oryza sativa (japonica"	UniRef90_Q852G8	"CHR2V7|COORD:417190..420181| ATMAP65-6; microtubule binding"	AT2G01910.1	CHR03V5|COORD:29070465..29065222|protein retrotransposon protein, putative, Ty1-copia subclass, expressed	LOC_Os03g50970.1	no descriptionvery weakly similar to (77.4)AT2G01910| Symbols: ATMAP65-6 | ATMAP65-6 | chr2:417697-420181 FORWARDnot assigned	cell.organisation	31_1

CUST_7650_PI403524517	2	-0.054066658	-1.0098782	-0.15423584	0.14875698	0.054066658	0.08132362	35_2130	"Cluster: Phosphoenolpyruvate/phosphate translocator; n=2; Oryza sativa|Rep: Phosphoenolpyruvate/phosphate translocator - Oryza sativa (Rice)"	UniRef90_Q94JW4	"CHR5V7|COORD:12606180..12608638| CUE1 (CAB UNDEREXPRESSED 1); antiporter/ triose-phosphate transporter"	AT5G33320.1	CHR09V5|COORD:7224657..7221188|protein triose phosphate/phosphate translocator, non-green plastid,chloroplast precursor, putative, expressed	LOC_Os09g12600.1	" no descriptionmoderately similar to ( 474)AT5G33320| Symbols: PPT, ARAPPT, CUE1 | CUE1 (CAB UNDEREXPRESSED 1); antiporter/ triose-phosphate transporter | chr5:12606180-12608638 FORWARDmoderately similar to ( 231)TPT_PEATriose phosphate/phosphate translocator, chloroplast precursor - Pisum sativum (Garden pea)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TPT RhaT DUF6 UAA PRK12323 PRK07764 PRK12678 RarD PRK07003 PRK09169 Atrophin-1 APC_basic "	transport.metabolite transporters at the envelope membrane	34_8

CUST_44749_PI403524517	2	-0.49965477	-0.055116653	-0.16890001	0.2074871	0.08645344	0.055116653	35_12833	"Cluster: Os01g0182300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0182300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JQ47	"CHR1V7|COORD:5675918..5678679| SR45 (arginine/serine-rich 45); RNA binding"	AT1G16610.2	CHR01V5|COORD:4315582..4314803|protein expressed protein	LOC_Os01g08670.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12678 DUF1777 TT_ORF1 Protamine_P1	not assigned.unknown	35_2

CUST_47160_PI403524517	2	-0.064810276	0.064810276	0.3199396	-0.38732672	0.41389275	-0.27955103	35_13502	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_91040_PI403524517	2	-0.41827583	-0.53850174	0.8814106	-0.053881645	0.6659994	0.0538826	35_26035	Rep: COBRA-like 5 protein precursor - Oryza sativa (Rice)	UniRef90_Q6VSV1	CHR3V7|COORD:11730691..11732637| phytochelatin synthetase family protein / COBRA cell expansion protein COBL2	AT3G29810.1	CHR03V5|COORD:17215126..17217869|protein phytochelatin synthetase-like conserved region family protein, expressed	LOC_Os03g30250.1	no descriptionvery weakly similar to (52.8)AT3G29810| Symbols: COBL2 | phytochelatin synthetase family protein / COBRA cell expansion protein COBL2 | chr3:11730691-11732637 FORWARDvery weakly similar to (73.2)COBL5_ORYSA	cell wall.cellulose synthesis	10_2

CUST_23353_PI399408534	2	-0.035318375	-0.51249313	0.058660507	0.041724205	0.03531933	-0.17671394	35_5736	"Cluster: Leucine Rich Repeat family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Leucine Rich Repeat family protein, expressed - Oryza s"	UniRef90_Q10MS0	"CHR3V7|COORD:19200227..19202821| IMK2 (INFLORESCENCE MERISTEM RECEPTOR-LIKE KINASE 2); ATP binding / kinase/ protein serine/threonine kinase"	AT3G51740.1	CHR03V5|COORD:10416745..10419530|protein receptor-like kinase RHG1, putative, expressed	LOC_Os03g18630.1	"no descriptionvery weakly similar to (58.9)AT3G51740| Symbols: IMK2 | IMK2 (INFLORESCENCE MERISTEM RECEPTOR-LIKE KINASE 2); ATP binding / kinase/ protein serine/threonine kinase | chr3:19200227-19202821 FORWARD"	hormone metabolism.brassinosteroid.signal transduction.BRI	17_3_2_1

CUST_52417_PI403524517	2	0.1972189	0.47980785	0.4128232	-0.20525599	-0.19721842	-0.22501183	35_14936	"Cluster: Metallothioneine type2; n=1; Hordeum vulgare subsp. vulgare|Rep: Metallothioneine type2 - Hordeum vulgare var. distichum (Two-rowed barley)"	UniRef90_Q8GTC9	CHR3V7|COORD:2889743..2890194| MT2A (METALLOTHIONEIN 2A)	AT3G09390.1	CHR01V5|COORD:2691887..2689936|protein metallothionein-like protein type 2, putative, expressed	LOC_Os01g05650.1	no descriptionnot assigned Metallothio_2 PRK12323	metal handling.binding, chelation and storage	15_2

CUST_6236_PI403524517	2	-0.027915955	0.18549252	0.014854431	0.011213303	-0.011214256	-0.036502838	35_1727	"Cluster: Putative ATP-dependent Clp protease proteolytic subunit; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ATP-dependent Clp protease proteolyt"	UniRef90_Q5VQ13	"CHR1V7|COORD:4223097..4224952| CLPR2 (Clp protease proteolytic subunit 2); endopeptidase Clp"	AT1G12410.1	CHR06V5|COORD:1948450..1952326|protein ATP-dependent Clp protease proteolytic subunit 2, putative, expressed	LOC_Os06g04530.1	" no descriptionmoderately similar to ( 335)AT1G12410| Symbols: CLPP2, NCLPP2, CLPR2 | CLPR2 (Clp protease proteolytic subunit 2); endopeptidase Clp | chr1:4223097-4224952 FORWARDweakly similar to ( 176)CLPP_CHLVUATP-dependent Clp protease proteolytic subunit - Chlorella vulgaris (Green alga)not assigned CLP_protease clpP clpP ClpP PRK12553 PRK12551 PRK12552 "	protein.degradation	29_5

CUST_132835_PI403524517	2	0.02034092	-0.57110214	-0.17417622	-0.020339966	0.030025482	0.097673416	35_37303	"Cluster: Hypothetical protein OSJNBa0093B11.3; n=3; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0093B11.3 - Oryza sativa (japonica"	UniRef90_Q9AV46	CHR2V7|COORD:12102238..12106501| pleckstrin homology (PH) domain-containing protein / lipid-binding START domain-containing protein	AT2G28320.1	CHR10V5|COORD:17707155..17711418|protein lipid binding protein, putative, expressed	LOC_Os10g33930.1	no descriptionvery weakly similar to (79.7)AT2G28320| Symbols:  | pleckstrin homology (PH) domain-containing protein / lipid-binding START domain-containing protein | chr2:12102238-12106501 FORWARDDUF1336	not assigned.no ontology	35_1

CUST_34490_PI403524517	2	-0.23319769	-1.4352136	-0.43576145	0.23319769	0.43535995	0.8247614	35_9948	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_59706_PI403524517	2	-0.014907837	0.2236824	-0.16598415	0.021103859	-0.15972233	0.014906883	35_17022	"Cluster: P0460E08.19 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: P0460E08.19 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q94DS8	CHR4V7|COORD:12237775..12240669| transmembrane receptor	AT4G23440.1	CHR01V5|COORD:32323314..32318937|protein expressed protein	LOC_Os01g55530.1	no descriptionmoderately similar to ( 330)AT4G23440| Symbols:  | transmembrane receptor | chr4:12237775-12240669 FORWARD	not assigned.unknown	35_2

CUST_92522_PI403524517	2	-0.011998177	-0.1228981	0.011997223	0.03686905	0.19963932	-0.026693344	35_26455	"Cluster: Putative DNA-directed RNA polymerase II; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative DNA-directed RNA polymerase II - Oryza sativa (japon"	UniRef90_Q6EU09	CHR1V7|COORD:88977..89529| DNA-directed RNA polymerase III family protein	AT1G01210.1	CHR02V5|COORD:27363240..27365953|protein expressed protein	LOC_Os02g45120.2	no descriptionvery weakly similar to (52.4)AT1G01210| Symbols:  | DNA-directed RNA polymerase III family protein | chr1:88977-89529 FORWARDnot assigned	RNA.transcription	27_2

CUST_13431_PI404877155	2	8.0394745E-4	-0.1390009	-0.0058908463	-8.049011E-4	0.06619167	0.041728973	Contig7151_at	putative transcription initiation factor [Oryza sativa (japonica cultivar-group)] gb|AAP52517.1| putative transcription initiation factor [O	NP_920230.1	transcription initiation factor IIF alpha subunit (TFIIF-alpha) family protein	At4g12610.1	protein putative transcription initiation factor	Os10g10990	"transcription initiation factor IIF alpha subunit (TFIIF-alpha) family protein, low similarity to SP:Q05913 Transcription initiation factor IIF, alpha subunit (TFIIF-alpha) (Transcription factor 5, large chain) (TF5A) {Drosophila melanogaster}; contains P"	RNA.transcription	27_2

CUST_99276_PI403524517	2	0.049500465	0.43802738	-0.049500465	-0.13515377	0.27423716	-0.3100686	35_28338	"Cluster: OSJNBa0081C01.18 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0081C01.18 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XNZ0	CHR3V7|COORD:22674000..22675291| short-chain dehydrogenase/reductase (SDR) family protein	AT3G61220.1	CHR04V5|COORD:26361165..26363859|protein short-chain dehydrogenase/reductase SDR, putative, expressed	LOC_Os04g44920.1	no descriptionvery weakly similar to (96.7)AT3G61220| Symbols:  | short-chain dehydrogenase/reductase (SDR) family protein | chr3:22674000-22675291 FORWARDnot assigned	misc.short chain dehydrogenase/reductase (SDR)	26_22

CUST_95059_PI403524517	2	0.050198555	0.8567486	0.056694984	-0.06744242	-0.16071892	-0.050198555	35_27165	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_15877_PI399408534	2	0.11504078	0.746048	0.053440094	-0.2448144	-0.05344057	-0.07632685	35_23153	Rep: Expressed protein - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q9SK61	CHR2V7|COORD:8809642..8811275| activating signal cointegrator-related	AT2G20410.1	CHR03V5|COORD:36234180..36238381|protein expressed protein	LOC_Os03g64250.4	no descriptionmoderately similar to ( 287)AT2G20410| Symbols:  | activating signal cointegrator-related | chr2:8809642-8811275 FORWARDnot assigned not assigned not assigned	signalling.unspecified	30_99

CUST_116136_PI403524517	2	0.12766647	0.035720825	-0.085279465	-0.11891079	-0.03571987	0.05466366	35_32930	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_57542_PI403524517	2	0.0702219	-0.041178703	0.13896179	-0.04571724	0.04117775	-0.05505848	35_16406	"Cluster: RNA recognition motif family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: RNA recognition motif family protein, expressed - Ory"	UniRef90_Q109W0	"CHR5V7|COORD:24578096..24579378| GR-RBP3 (glycine-rich RNA-binding protein 3); RNA binding"	AT5G61030.1	CHR10V5|COORD:8465182..8455611|protein RNA-binding protein precursor, putative, expressed	LOC_Os10g17454.2	" no descriptionweakly similar to ( 136)AT5G61030| Symbols: GR-RBP3 | GR-RBP3 (glycine-rich RNA-binding protein 3); RNA binding | chr5:24578096-24579378 FORWARDvery weakly similar to (96.3)ROC2_NICSY29 kDa ribonucleoprotein B, chloroplast precursor - Nicotiana sylvestris (Wood tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Drf_FH1 Extensin_2 RRM RRM_1 Atrophin-1 GRP COG0724 PRK12323 PRK06958 DUF1421 PRK07764 DUF1210 GP38 Tymo_45kd_70kd PRK05648 FAP TT_ORF1 Plasmodium_HRP COG4371 tatB DUF605 Chorion_1 DUF1517 Totivirus_coat PRK10819 PRK07003 Harpin Chorion_2 SMN COG1512 COG5651 HPC2 eIF-4B "	RNA.RNA binding	27_4

CUST_14810_PI404877155	2	-0.064824104	0.27989006	-0.012021065	-0.12156391	0.012022018	0.043445587	Contig8625_at	OSJNBa0014K08.18 [Oryza sativa (japonica cultivar-group)] dbj|BAC05593.1| putative AG-motif binding protein-4 [Oryza sativa (japonica cultiv	NP_916071.1	zinc finger (GATA type) family protein	At4g32890.1	protein expressed protein	Os12g07120	GATA-binding transcription factor-like protein	RNA.regulation of transcription.C2C2(Zn) GATA transcription factor family	27_3_09

CUST_57787_PI403524517	2	0.105555534	0.021755219	-0.083724976	0.0012016296	-0.0012025833	-0.010681152	35_16475	"Cluster: Hypothetical protein OJ1047_C01.5; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1047_C01.5 - Oryza sativa (japonica cultivar"	UniRef90_Q6ZIQ4	"CHR1V7|COORD:6690663..6692202| similar to RRA2 (REDUCED RESIDUAL ARABINOSE 2) [Arabidopsis thaliana] (TAIR:AT1G75110.1); similar to hypothetical protein"	AT1G19360.1	CHR07V5|COORD:23889891..23886595|protein expressed protein	LOC_Os07g39840.1	"no descriptionhighly similar to ( 543)AT1G19360| Symbols:  | similar to RRA2 (REDUCED RESIDUAL ARABINOSE 2) [Arabidopsis thaliana] (TAIR:AT1G75110.1); similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:BAC83249.1); contains InterPro domain Reticulon; (InterPro:IPR003388) | chr1:6690663-6692202 REVERSE"	not assigned.unknown	35_2

CUST_61742_PI403524517	2	0.08633995	0.30213642	0.008518219	-0.087343216	-0.008518219	-0.08320141	35_17619	"Cluster: Homoserine dehydrogenase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Homoserine dehydrogenase-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5QLC2	"CHR2V7|COORD:15056231..15057146| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G35830.1); similar to hypothetical protein MtrDRAFT_AC152818g11v1"	AT2G35810.1	CHR01V5|COORD:36009154..36012606|protein expressed protein	LOC_Os01g61670.1	"no descriptionmoderately similar to ( 233)AT2G35810| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G35830.1); similar to hypothetical protein MtrDRAFT_AC152818g11v1 [Medicago truncatula] (GB:ABE77875.1) | chr2:15056231-15057146 FORWARDnot assigned not assigned PRK12323 PRK07003 Herpes_BLLF1"	not assigned.unknown	35_2

CUST_156408_PI403524517	2	0.2671976	0.022193909	-0.022193909	0.08475208	-0.38342714	-0.28481674	35_43685	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_56888_PI403524517	2	-0.10015631	0.036034107	0.25920916	0.543169	-0.03715229	-0.036034107	35_16212	"Cluster: Initiation factor 2 subunit family protein, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Initiation factor 2 subunit family protein, exp"	UniRef90_Q338M7	CHR3|COORD:2324623..2327630| similar to eukaryotic translation initiation factor 2B family protein / eIF-2B family protein [Arabidopsis thaliana] (TAIR:At2g4407	AT3G07300.2	CHR10V5|COORD:12765366..12759150|protein translation initiation factor eIF-2B beta subunit, putative, expressed	LOC_Os10g25320.3	no description	not assigned.unknown	35_2

CUST_161667_PI403524517	2	0.029358387	0.22753286	0.1836791	-0.029358387	-0.054633617	-0.26992846	35_45098	"Cluster: Putative cytochrome P450; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative cytochrome P450 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q9FW80	"CHR1V7|COORD:24116946..24118466| CYP89A2 (CYTOCHROME P450 89A2); oxygen binding"	AT1G64900.1	CHR10V5|COORD:19480517..19482412|protein transposon protein, putative, unclassified, expressed	LOC_Os10g36980.1	" no descriptionweakly similar to ( 110)AT1G64900| Symbols: CYP89, CYP89A2 | CYP89A2 (CYTOCHROME P450 89A2); oxygen binding | chr1:24116946-24118466 FORWARDvery weakly similar to (69.3)C77A3_SOYBNCytochrome P450 77A3 - Glycine max (Soybean)not assigned "	misc.cytochrome P450	26_10

CUST_156794_PI403524517	2	0.3276658	-0.1521492	0.06883097	0.088098526	-0.28957558	-0.068831444	35_43790	"Cluster: NAD dependent epimerase/dehydratase family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: NAD dependent epimerase/dehydratase"	UniRef90_Q10L97	CHR4V7|COORD:15282287..15284070| catalytic/ coenzyme binding	AT4G31530.1	CHR03V5|COORD:13590915..13587728|protein 3-beta hydroxysteroid dehydrogenase/isomerase family protein, putative, expressed	LOC_Os03g23980.1	no descriptionvery weakly similar to (92.0)AT4G31530| Symbols:  | catalytic/ coenzyme binding | chr4:15282287-15284070 FORWARD	not assigned.unknown	35_2

CUST_134103_PI403524517	2	-0.08427429	0.39663887	-0.02270031	-0.1386509	0.02270031	0.13264751	35_37635	"Cluster: Protein kinase CK2 regulatory subunit CK2B2; n=6; Poaceae|Rep: Protein kinase CK2 regulatory subunit CK2B2 - Zea mays (Maize)"	UniRef90_Q9FQF7	"CHR5V7|COORD:19142196..19143624| CKB1 (casein kinase II beta chain 1); protein kinase CK2 regulator"	AT5G47080.1	CHR10V5|COORD:21979200..21984175|protein casein kinase II subunit beta-4, putative, expressed	LOC_Os10g41520.3	"no descriptionweakly similar to ( 175)AT4G17640| Symbols: CKB2 | CKB2 (casein kinase II beta chain 2); protein kinase CK2 regulator | chr4:9825451-9827001 FORWARDnot assigned CK_II_beta SKB2"	protein.postranslational modification	29_4

CUST_62473_PI403524517	2	0.16209126	0.028896332	-0.038786888	0.033733368	-0.04773712	-0.028896332	35_17815	"Cluster: Hypothetical protein P0498H04.23; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0498H04.23 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6ZCC6	CHR1V7|COORD:12265064..12266635| similar to hypothetical protein MtrDRAFT_AC124956g13v2 [Medicago truncatula] (GB:ABE86786.1)	AT1G33810.1	CHR08V5|COORD:664913..668380|protein expressed protein	LOC_Os08g02060.1	no descriptionweakly similar to ( 148)AT1G33810| Symbols:  | similar to hypothetical protein MtrDRAFT_AC124956g13v2 [Medicago truncatula] (GB:ABE86786.1) | chr1:12265064-12266635 FORWARD	not assigned.unknown	35_2

CUST_7472_PI403524517	2	0.061631203	-0.5691347	-0.0049848557	0.14563084	0.0049848557	-0.030083656	35_2079	"Cluster: Putative ADP-glucose pyrophosphorylase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ADP-glucose pyrophosphorylase - Oryza sativa (japonic"	UniRef90_Q6AVT2	"CHR5V7|COORD:6463933..6466777| ADG2 (ADPG PYROPHOSPHORYLASE 2); glucose-1-phosphate adenylyltransferase"	AT5G19220.1	CHR03V5|COORD:30055156..30049980|protein glucose-1-phosphate adenylyltransferase large subunit 3, chloroplast precursor, putative, expressed	LOC_Os03g52460.1	" no descriptionhighly similar to ( 739)AT5G19220| Symbols: APL1, ADG2 | ADG2 (ADPG PYROPHOSPHORYLASE 2); glucose-1-phosphate adenylyltransferase | chr5:6463933-6466777 REVERSEhighly similar to ( 719)GLGL3_SOLTUGlucose-1-phosphate adenylyltransferase large subunit 3, chloroplast precursor - Solanum tuberosum (Potato)not assigned not assigned not assigned not assigned not assigned not assigned not assigned glgC GlgC glgC glgC NTP_transferase glgC glgC glgC glgC glgC GCD1 RfbA GlmU GalU PRK12678 PRK12323 Nha1_C PRK07003 "	major CHO metabolism.synthesis.starch.AGPase	2_1_2_1

CUST_12327_PI404877155	2	0.042877197	-0.51700497	-0.042877197	0.07506275	0.048636436	-0.058755875	Contig6092_at	putative protein kinase, PF00069 [Oryza sativa (japonica cultivar-group)]	AAS16898.1	mitogen-activated protein kinase, putative / MAPK, putative (MPK20)	At2g42880.1	protein Protein kinase domain, putative	Os01g43910	MAP kinase-like protein	signalling.MAP kinases	30_6

CUST_46862_PI403524517	2	0.11387873	-0.08773422	0.1740017	-0.22705555	-0.06636953	0.06636953	35_13419	"Cluster: Os08g0551200 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os08g0551200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J3V2	"CHR4V7|COORD:16761484..16764329| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G17110.1); similar to Os09g0547300 [Oryza sativa (japonica"	AT4G35240.1	CHR08V5|COORD:27502139..27506192|protein expressed protein	LOC_Os08g43730.1	no descriptionDUF630	not assigned.unknown	35_2

CUST_2122_PI404877155	2	-0.04528904	-0.1348114	0.09518051	-0.058552742	0.18037796	0.04528904	Contig12441_at	auxin efflux carrier protein-like [Oryza sativa (japonica cultivar-group)]	BAD05750.1	auxin efflux carrier family protein	At1g71090.1	protein Auxin Efflux Carrier	Os08g09190	auxin efflux carrier family protein, contains auxin efflux carrier domain, Pfam:PF03547	transport.misc	34_99

CUST_120697_PI403524517	2	0.043782234	-0.848824	-0.21411514	0.449955	-0.043782234	0.15820122	35_34112	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_38395_PI403524517	2	-0.054257393	-0.7099581	0.018921852	-0.018921852	0.17362499	0.2616682	35_11049	"Cluster: Os05g0512000 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os05g0512000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DGU0	"CHR4V7|COORD:11248185..11252644| ATBRCA1 (BREAST CANCER SUSCEPTIBILITY1); ubiquitin-protein ligase"	AT4G21070.1	CHR05V5|COORD:25279555..25274023|protein ATBRCA1, putative, expressed	LOC_Os05g43610.1	"no descriptionweakly similar to ( 109)AT4G21070| Symbols: ATBRCA1 | ATBRCA1 (BREAST CANCER SUSCEPTIBILITY1); ubiquitin-protein ligase | chr4:11248185-11252644 FORWARDnot assigned"	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_59121_PI403524517	2	0.009043694	-0.07952976	-0.03298855	0.023515701	0.096889496	-0.009044647	35_16861	"Cluster: Transposable element protein, putative; n=1; Oryza sativa (japonica cultivar-group)|Rep: Transposable element protein, putative - Oryza sativa (japonic"	UniRef90_Q53LQ3	CHR5V7|COORD:20048380..20049207| zinc knuckle (CCHC-type) family protein	AT5G49400.1	CHR11V5|COORD:4988739..4986799|protein zinc finger CCHC domain-containing protein 10, putative, expressed	LOC_Os11g09310.1	no descriptionweakly similar to ( 167)AT5G49400| Symbols:  | zinc knuckle (CCHC-type) family protein | chr5:20048380-20049207 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned	not assigned.no ontology	35_1

CUST_23482_PI399408534	2	0.24596214	0.12754726	-0.10137415	-0.22603178	-0.6153412	0.101374626	35_5728	"Cluster: OSJNBa0005N02.3 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0005N02.3 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XSA2	CHR1V7|COORD:17889953..17895560| AGO1 (ARGONAUTE 1)	AT1G48410.1	CHR04V5|COORD:28222521..28207417|protein PINHEAD protein, putative, expressed	LOC_Os04g47870.2	no descriptionmoderately similar to ( 370)AT1G48410| Symbols: AGO1 | AGO1 (ARGONAUTE 1) | chr1:17889953-17895560 REVERSEnot assigned DUF1785	RNA.regulation of transcription.Argonaute	27_3_36

CUST_11417_PI404877155	2	0.0285635	-1.5753956	-0.111637115	0.23666954	0.052428722	-0.0285635	Contig5085_at	phosphoribosyl pyrophosphate synthetase [Saccharum hybrid cultivar]	AAN04491.1	ribose-phosphate pyrophosphokinase 4 / phosphoribosyl diphosphate synthetase 4 (PRS4)	At2g42910.1	protein ribose-phosphate pyrophosphokinase	Os02g48390	NONE	amino acid metabolism.synthesis.histidine	13_1_7

CUST_177890_PI403524517	2	0.37047434	0.6896844	-0.014512539	0.014512539	-0.2879815	-0.027061462	35_49478	"Cluster: Flavohemoprotein b5/b5R-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Flavohemoprotein b5/b5R-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q84YL2	CHR5V7|COORD:2999363..3000186| cytochrome b5 domain-containing protein	AT5G09680.1	CHR07V5|COORD:7346058..7349986|protein cytoplasm protein, putative, expressed	LOC_Os07g12830.2	no descriptionvery weakly similar to (73.9)AT5G09680| Symbols:  | heme binding / transition metal ion binding | chr5:2999363-3000186 REVERSEnot assigned not assigned Cyt-b5 CYB5	redox.ascorbate and glutathione	21_2

CUST_65057_PI403524517	2	0.04634285	-0.16405964	0.11671734	0.043831825	-0.14741135	-0.04383087	35_18575	"Cluster: Putative ubiquitin carboxyl terminal hydrolase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ubiquitin carboxyl terminal hydrolase - Oryza"	UniRef90_Q8LMT7	CHR4V7|COORD:6523653..6528054| ubiquitin carboxyl-terminal hydrolase family protein	AT4G10570.1	CHR10V5|COORD:3825587..3815651|protein ubiquitin carboxyl-terminal hydrolase 5, putative, expressed	LOC_Os10g07270.1	no descriptionmoderately similar to ( 362)AT4G10570| Symbols:  | ubiquitin carboxyl-terminal hydrolase family protein | chr4:6523653-6528054 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Peptidase_C19R UBP12 UCH Peptidase_C19 Peptidase_C19D Peptidase_C19E peptidase_C19C UBP5 Peptidase_C19K Peptidase_C19L Peptidase_C19G Peptidase_C19O Peptidase_C19A COG5077 Peptidase_C19M Peptidase_C19B Peptidase_C19H Peptidase_C19F Peptidase_C19Q	protein.degradation.ubiquitin.ubiquitin protease	29_5_11_5

CUST_6242_PI403524517	2	-0.04643154	-0.22001362	-0.21377277	0.060941696	0.046432495	0.1132288	35_1729	"Cluster: Os01g0139200 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0139200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JQT8	CHR2V7|COORD:115022..117295| octicosapeptide/Phox/Bem1p (PB1) domain-containing protein	AT2G01190.1	CHR01V5|COORD:2084028..2080483|protein PB1 domain containing protein, expressed	LOC_Os01g04650.1	no descriptionweakly similar to ( 103)AT2G01190| Symbols:  | octicosapeptide/Phox/Bem1p (PB1) domain-containing protein | chr2:115022-117295 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK10263 Cytadhesin_P30 Glutenin_hmw GAL11 Atrophin-1 DUF1421 Metallothio MSSP PRK07764 PRK12678 PRK12323 SKG6 PLAC8 Metallothionein PRK08853 KAR9 ZipA PRK07003 Tymo_45kd_70kd TT_ORF1 APC_basic	not assigned.no ontology	35_1

CUST_60913_PI403524517	2	-0.23965931	0.09855366	0.15019703	-0.0055217743	0.0055208206	-0.1965456	35_17372	"Cluster: Putative glyoxalase II; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative glyoxalase II - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5QLQ5	"CHR1V7|COORD:19995210..19996918| ETHE1/GLX2-3 (GLYOXALASE 2-3); hydroxyacylglutathione hydrolase"	AT1G53580.2	CHR01V5|COORD:27605408..27601524|protein hydroxyacylglutathione hydrolase 3, mitochondrial precursor, putative, expressed	LOC_Os01g47690.3	" no descriptionmoderately similar to ( 221)AT1G53580| Symbols: GLX2-3, ETHE1 | ETHE1/GLX2-3 (GLYOXALASE 2-3); hydroxyacylglutathione hydrolase | chr1:19995210-19996918 REVERSEnot assigned not assigned GloB "	Biodegradation of Xenobiotics.hydroxyacylglutathione hydrolase	24_1

CUST_44976_PI403524517	2	0.13159466	-0.16015625	-0.026438713	0.026438713	0.047192574	-0.04177189	35_12896	"Cluster: Hypothetical protein OSJNBb0022E02.3; n=2; Oryza sativa|Rep: Hypothetical protein OSJNBb0022E02.3 - Oryza sativa (Rice)"	UniRef90_Q94GS4	0	0	CHR03V5|COORD:28419725..28422846|protein integral membrane protein DUF6 containing protein, expressed	LOC_Os03g49940.1	no descriptionRhaT DUF6	not assigned.unknown	35_2

CUST_65891_PI403524517	2	-0.034905434	-0.17980099	-0.0118608475	0.035505295	0.0138607025	0.011859894	35_18821	"Cluster: Os03g0270700 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os03g0270700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DT38	"CHR1V7|COORD:28774051..28775930| similar to hydroxyproline-rich glycoprotein family protein [Arabidopsis thaliana] (TAIR:AT5G52430.1); similar to"	AT1G76660.1	CHR01V5|COORD:194449..197605|protein expressed protein	LOC_Os01g01390.4	"no descriptionmoderately similar to ( 266)AT1G76660| Symbols:  | similar to hydroxyproline-rich glycoprotein family protein [Arabidopsis thaliana] (TAIR:AT5G52430.1); similar to Os01g0103800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001041759.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABF95206.1); similar to Os03g0270700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001049686.1) | chr1:28774051-28775930 REVERSE"	not assigned.unknown	35_2

CUST_65704_PI403524517	2	0.047481537	0.12851429	-0.02527523	-0.078391075	0.025276184	-0.08688927	35_18766	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QLI6	"CHR1V7|COORD:25515055..25517889| ATMAP70-1 (MICROTUBULE-ASSOCIATED PROTEINS 70-1); microtubule binding"	AT1G68060.1	CHR12V5|COORD:27453510..27457990|protein ATMAP70-2, putative, expressed	LOC_Os12g44340.1	"no descriptionhighly similar to ( 602)AT1G68060| Symbols: ATMAP70-1 | ATMAP70-1 (MICROTUBULE-ASSOCIATED PROTEINS 70-1); microtubule binding | chr1:25515055-25517889 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Myosin_HC-like Smc SbcC Myosin_tail_1 PRK03918 PRK02224 COG1579 COG4942 PRK12323 COG2268 COG4717 SCP-1 COG4372 MAD Filament COG1340"	cell.organisation	31_1

CUST_63840_PI403524517	2	0.021485329	0.17589283	-0.043657303	-0.04994011	-0.021484375	0.20884514	35_18230	Rep: OSEYA1 - Oryza sativa (Rice)	UniRef90_Q9SSX1	"CHR2V7|COORD:14874153..14875466| ATEYA (ARABIDOPSIS THALIANA EYES ABSENT HOMOLOG); protein tyrosine phosphatase, metal-dependent"	AT2G35320.1	CHR06V5|COORD:586544..591230|protein eyes absent homolog 4, putative, expressed	LOC_Os06g02028.1	" no descriptionmoderately similar to ( 317)AT2G35320| Symbols: ATEYA | ATEYA (ARABIDOPSIS THALIANA EYES ABSENT HOMOLOG); protein tyrosine phosphatase, metal-dependent | chr2:14874153-14875466 REVERSEnot assigned "	misc.acid and other phosphatases	26_13

CUST_10989_PI403524517	2	0.0075302124	0.30141068	0.06894684	-0.15215206	-0.15129948	-0.007531166	35_3106	"Cluster: Oxidoreductase, zinc-binding dehydrogenase family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Oxidoreductase, zinc-binding"	UniRef90_Q10T48	CHR5V7|COORD:24754310..24756201| NADP-dependent oxidoreductase, putative	AT5G61510.1	CHR03V5|COORD:103491..101219|protein quinone oxidoreductase, putative, expressed	LOC_Os03g01190.1	 no descriptionmoderately similar to ( 445)AT5G61510| Symbols:  | NADP-dependent oxidoreductase, putative | chr5:24754310-24756201 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK10754 Qor AdhP COG2130 Tdh AdhC ADH_zinc_N PRK09422 tdh ADH_N PRK10083 PRK12323 	misc.oxidases - copper, flavone etc.	26_7

CUST_7836_PI403524517	2	-0.5389719	0.9117627	0.65304995	-0.65568924	-0.08629894	0.08629894	35_2182	"Cluster: Stress-inducible membrane pore protein; n=1; Bromus inermis|Rep: Stress-inducible membrane pore protein - Bromus inermis (Smooth brome grass)"	UniRef90_Q93Z87	"CHR4V7|COORD:9157560..9158753| ATOEP16-2/ATOEP16-S; protein translocase"	AT4G16160.2	CHR01V5|COORD:11220431..11218543|protein stress-inducible membrane pore protein, putative, expressed	LOC_Os01g19770.1	" no descriptionweakly similar to ( 145)AT4G16160| Symbols: ATOEP16-2, ATOEP16-S | ATOEP16-2/ATOEP16-S; protein translocase | chr4:9157560-9158753 FORWARDnot assigned Tim17 PRK12678 "	protein.targeting.mitochondria	29_3_2

CUST_5557_PI404877155	2	0.002325058	-0.34960365	-0.002325058	-0.09047127	0.003271103	0.024119377	Contig17426_at	homeobox transcription factor Hox7-like protein [Oryza sativa (japonica cultivar-group)]	BAC79914.1	expressed protein	At4g12750.1	protein retrotransposon protein, putative, unclassified	Os07g42750	NONE	RNA.regulation of transcription.HB,Homeobox transcription factor family	27_3_22

CUST_13489_PI403524517	2	0.063075066	-0.45378876	-0.08259964	-0.0036697388	0.056188583	0.003668785	35_3867	"Cluster: Os05g0481500 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0481500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DH98	CHR3V7|COORD:2617931..2620320| KH domain-containing protein	AT3G08620.1	CHR05V5|COORD:23594122..23589542|protein nucleic acid binding protein, putative, expressed	LOC_Os05g40290.1	no descriptionmoderately similar to ( 344)AT3G08620| Symbols:  | KH domain-containing protein | chr3:2617931-2620320 FORWARDnot assigned not assigned SF1_like-KH MSL5	not assigned.no ontology	35_1

CUST_11649_PI403524517	2	0.09623814	-0.33598232	0.026889801	-0.026890755	-0.13165665	0.24828053	35_3311	"Cluster: Myosin-like protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Myosin-like protein, putative, expressed - Oryza sativa (jap"	UniRef90_Q2QWJ9	"CHR1V7|COORD:20584245..20585373| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G14750.1); similar to myosin-like protein, putative, expressed"	AT1G55170.1	CHR12V5|COORD:4759860..4747015|protein myosin-like protein, putative, expressed	LOC_Os12g09089.2	" no descriptionvery weakly similar to (78.2)AT1G55170| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G14750.1); similar to myosin-like protein, putative, expressed [Oryza sativa (japonica cultivar-group)] (GB:ABA96059.1); contains InterPro domain t-snare; (InterPro:IPR010989) | chr1:20584245-20585373 FORWARD"	not assigned.unknown	35_2

CUST_35257_PI403524517	2	0.04067135	-0.2680683	-0.032626152	-0.0047283173	0.0047283173	0.04996395	35_10165	Rep: OSJNBa0035I04.2 protein - Oryza sativa (Rice)	UniRef90_Q7X8A2	"CHR1V7|COORD:16413113..16415052| similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE83163.1); contains domain SPHINGOMYELIN"	AT1G43580.1	CHR04V5|COORD:20765400..20762237|protein expressed protein	LOC_Os04g34620.1	"no descriptionvery weakly similar to (62.4)AT1G43580| Symbols:  | similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE83163.1); contains domain SPHINGOMYELIN SYNTHETASE (PTHR21290) | chr1:16413113-16415052 REVERSE"	not assigned.unknown	35_2

CUST_30476_PI403524517	2	-0.20359135	-0.13761616	0.13236046	0.043307304	-0.034819603	0.034819603	35_8798	"Cluster: Leaf senescence related protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Leaf senescence related protein-like - Oryza sativa (japonica cu"	UniRef90_Q5NA51	"CHR1V7|COORD:18084701..18086318| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G06080.2); similar to Os01g0880400 [Oryza sativa (japonica"	AT1G48880.1	CHR01V5|COORD:38543984..38539701|protein expressed protein	LOC_Os01g65800.1	" no descriptionweakly similar to ( 179)AT1G48880| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G06080.2); similar to Os01g0880400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001044993.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABA91480.2); similar to Os05g0426300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001055601.1); contains InterPro domain Protein of unknown function DUF231, plant; (InterPro:IPR004253) | chr1:18084701-18086318 FORWARDDUF231 "	not assigned.unknown	35_2

CUST_4369_PI404877155	2	-0.4966011	-0.26214218	0.5925627	-0.2908926	0.37996292	0.26214314	Contig15335_s_at	bZIP transcription factor ABI5 [Hordeum vulgare subsp. vulgare]	AAO06115.1	ABA-responsive element-binding protein 2 (AREB2)	At3g19290.1	protein bZIP transcription factor ABI5	Os09g28310	bZIP transcription factor ABI5/1.1_bZIP   T02673 G1.1_bZIP4	RNA.regulation of transcription.bZIP transcription factor family	27_3_35

CUST_160735_PI403524517	2	0.19852448	0.36501312	0.057925224	-0.25415134	-0.057926178	-0.46812153	35_44850	"Cluster: Glycoside hydrolase, family 13, N-terminal:Alpha amylase, catalytic region; n=1; Burkholderia vietnamiensis G4|Rep: Glycoside hydrolase, family 13, N-t"	UniRef90_Q4BRA4	CHR1V7|COORD:19349759..19351951| MBP2 (MYROSINASE-BINDING PROTEIN 2)	AT1G52030.2	CHR02V5|COORD:1416610..1417705|protein fibroin heavy chain precursor, putative, expressed	LOC_Os02g03480.1	no descriptionPRK12323 PRK07764	not assigned.unknown	35_2

CUST_1060_PI404877155	2	-0.07525349	0.33512115	0.19553185	-0.075460434	-0.03442192	0.03442192	Contig11079_at	0	AAR88588.1	glycine-rich RNA-binding protein	At3g26420.1	protein Transposable element protein, putative	Os03g61990	NONE	RNA.RNA binding	27_4

CUST_1189_PI404877155	2	-0.34140015	0.13329506	0.33721924	-0.10987949	0.09791279	-0.09791374	Contig11246_at	calmodulin-binding protein TCB60 - common tobacco gb|AAB37246.1| calmodulin-binding protein	T03793	calmodulin-binding protein	At5g57580.1	protein expressed protein	Os02g08120	calmodulin-binding protein	signalling.calcium	30_3

CUST_2091_PI403524517	2	-0.38951397	-1.3229666	0.51110935	0.3135357	0.9219589	-0.3135357	35_554	"Cluster: Putative acid phosphatase; n=1; Hordeum vulgare|Rep: Putative acid phosphatase - Hordeum vulgare (Barley)"	UniRef90_Q9M4D6	CHR4V7|COORD:14422316..14423415| acid phosphatase class B family protein	AT4G29260.1	CHR05V5|COORD:5620429..5617833|protein HAD superfamily phosphatase containing protein	LOC_Os05g10330.1	no descriptionmoderately similar to ( 216)AT4G29260| Symbols:  | acid phosphatase class B family protein | chr4:14422316-14423415 REVERSEmoderately similar to ( 207)VSPA_SOYBNStem 28 kDa glycoprotein precursor - Glycine max (Soybean)not assigned not assigned Acid_phosphat_B COG2503 DUF566 PRK07003	misc.acid and other phosphatases	26_13

CUST_20253_PI399408534	2	0.29463863	0.038116455	-0.7691517	0.352458	-0.5784588	-0.0381155	35_20351	"Cluster: Putative cytoskeletal protein-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative cytoskeletal protein-like protein - Oryza sativa"	UniRef90_Q7XIF1	CHR2V7|COORD:1059923..1062256| myb family transcription factor	AT2G03500.1	CHR07V5|COORD:1044316..1046351|protein myb-like DNA-binding domain, SHAQKYF class family protein, expressed	LOC_Os07g02800.3	no descriptionweakly similar to ( 123)AT2G03500| Symbols:  | myb family transcription factor | chr2:1059923-1062256 FORWARD	RNA.regulation of transcription.G2-like transcription factor family, GARP	27_3_20

CUST_73793_PI403524517	2	0.35944176	0.12546349	0.29533672	-0.12546349	-0.23054886	-0.38654137	35_21165	Rep: Minichromosome maintenance protein - Zea mays (Maize)	UniRef90_Q5I285	0	0	CHR05V5|COORD:8292208..8298700|protein DNA replication licensing factor MCM6, putative, expressed	LOC_Os05g14590.1	no description	not assigned.unknown	35_2

CUST_43449_PI403524517	2	0.25768566	0.40539932	0.1461606	-0.16351843	-0.4040327	-0.14616013	35_12475	"Cluster: Putative UVB-resistance protein UVR8; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative UVB-resistance protein UVR8 - Oryza sativa (japonica cu"	UniRef90_Q8LHR6	CHR3|COORD:962004..968156| ankyrin repeat family protein / regulator of chromosome condensation (RCC1) family protein, similar to hect domain and RLD 2 GB:NP_00	AT3G03790.1	CHR07V5|COORD:3497632..3490276|protein regulator of chromosome condensation, RCC1, putative, expressed	LOC_Os07g07080.1	no descriptionweakly similar to ( 136)AT3G03790| Symbols:  | ankyrin repeat family protein / regulator of chromosome condensation (RCC1) family protein | chr3:963202-967864 FORWARDnot assigned not assigned ANK	cell.division	31_2

CUST_162_PI403524517	2	-0.0038580894	0.02414465	-0.09515238	0.23948908	-0.21122694	0.0038580894	35_43	"Cluster: Putative glycine rich protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative glycine rich protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5Z4Q6	CHR5V7|COORD:18981257..18982129| glycine-rich protein	AT5G46730.1	CHR06V5|COORD:12211222..12212215|protein glycine-rich cell wall structural protein precursor, putative, expressed	LOC_Os06g21140.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Extensin_2 Drf_FH1 DUF1421 Atrophin-1 GRP Plasmodium_HRP GP38 GRASP55_65 PRK12323 DUF1210 PRK05648 Tymo_45kd_70kd PRK07764 PRK10819 COG4371 Harpin PRK06958 DUF605 Cytadhesin_P30 DUF1517 COG2931 Amelogenin Trypan_PARP MFMR TonB eIF-4B gram_neg_porins SMN MCPVI PRK10263 FAP COG5651 Chorion_1 Late_protein_L2 tatB PRP Totivirus_coat Gag_spuma	not assigned.unknown	35_2

CUST_8678_PI404877155	2	0.06932831	-0.45059013	-0.37958145	0.0045785904	-0.0045785904	0.052868843	Contig25737_at	ETTIN-like auxin response factor [Triticum aestivum]	AAQ86960.1	0	0	protein Auxin response factor, putative	Os05g43920	NONE	RNA.regulation of transcription.Aux/IAA family	27_3_40

CUST_19275_PI404877155	2	0.07133484	0.55205154	-0.14285946	0.003947258	-0.15779972	-0.003947258	rbaal20i06_s_at	putative gamma hydroxybutyrate dehydrogenase [Oryza sativa (japonica cultivar-group)]	NP_918497.1	6-phosphogluconate dehydrogenase NAD-binding domain-containing protein	At1g17650.1	protein expressed protein	Os01g39270	putative gamma hydroxybutyrate dehydrogenase	OPP.oxidative PP.6-phosphogluconate dehydrogenase	7_1_03

CUST_1914_PI404877155	2	0.14504051	-0.40736198	-0.053491592	0.033384323	-0.020065308	0.020064354	Contig12137_s_at	putative calmodulin [Arabidopsis thaliana] pir||T02711 probable calmodulin [imported] - Arabidopsis thaliana	AAC34487.1	ATP/GTP-binding protein family	At2g03150.1	protein transposon protein, putative, CACTA, En/Spm sub-class	Os06g36710	calmodulin -related	signalling.G-proteins	30_5

CUST_65117_PI403524517	2	0.11485195	-0.10860348	0.011113167	0.016212463	-0.051109314	-0.011113167	35_18593	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10F28	"CHR5V7|COORD:2158432..2166005| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G20010.2); similar to unknown protein [Oryza sativa (japonica cultivar"	AT5G06970.1	CHR03V5|COORD:27187610..27200141|protein expressed protein	LOC_Os03g47930.1	"no descriptionmoderately similar to ( 327)AT5G06970| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G20010.2); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAP68377.1); similar to Protein of unknown function DUF810 [Medicago truncatula] (GB:ABE85501.1); similar to unknown protein [Oryza sativa] (GB:AAK14418.1); contains InterPro domain Protein of unknown function DUF810; (InterPro:IPR008528) | chr5:2158432-2166005 REVERSEDUF810"	not assigned.unknown	35_2

CUST_138750_PI403524517	2	0.31724644	0.019046307	0.044336796	-0.43767834	-0.3792596	-0.019046783	35_38918	"Cluster: Os01g0598400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0598400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JLI0	CHR4V7|COORD:10275928..10278502| leucine-rich repeat family protein / extensin family protein	AT4G18670.1	CHR01V5|COORD:23839191..23836946|protein ribosomal RNA apurinic site specific lyase, putative, expressed	LOC_Os01g41530.1	no descriptionvery weakly similar to (51.2)AT5G22660| Symbols:  | F-box family protein | chr5:7536331-7537856 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07003 PRK12323 HPC2 Tymo_45kd_70kd Atrophin-1 DUF566 PRK08853 GRASP55_65 Herpes_BLLF1 KAR9 DUF1421 AF-4 DamX	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_30451_PI399408534	2	0.14665604	-0.0392828	-0.054826736	0.052308083	-0.32454395	0.0392828	35_38514	"Cluster: Proline-rich protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Proline-rich protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ZD92	CHR1V7|COORD:30005636..30008862| ELF7 (EARLY FLOWERING 7)	AT1G79730.1	CHR08V5|COORD:3311692..3306588|protein ELF7, putative, expressed	LOC_Os08g06070.1	no descriptionweakly similar to ( 134)AT1G79730| Symbols: ELF7 | ELF7 (EARLY FLOWERING 7) | chr1:30005636-30008862 REVERSEnot assigned Paf1	RNA.regulation of transcription	27_3

CUST_28797_PI399408534	2	0.06820583	0.5483036	0.065615654	-0.22630787	-0.065615654	-0.099785805	35_41357	"Cluster: Putative serine-threonine rich antigen; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative serine-threonine rich antigen - Oryza sativa (japonic"	UniRef90_Q6Z7R3	CHR3V7|COORD:17754219..17759357| bromo-adjacent homology (BAH) domain-containing protein	AT3G48060.1	CHR02V5|COORD:31058195..31065395|protein DNA binding protein, putative, expressed	LOC_Os02g50840.2	no descriptionweakly similar to ( 117)AT3G48060| Symbols:  | bromo-adjacent homology (BAH) domain-containing protein | chr3:17754219-17759357 REVERSE	RNA.regulation of transcription.unclassified	27_3_99

CUST_75041_PI403524517	2	-0.07003403	0.17307281	-0.004096031	-0.056363106	0.004096031	0.02003479	35_21511	"Cluster: Hypothetical protein OJ1191_A10.120; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1191_A10.120 - Oryza sativa (japonica cult"	UniRef90_Q84QV5	"CHR4V7|COORD:8185519..8188662| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G40450.1); similar to hypothetical salt-inducible protein [Prunus mume"	AT4G14200.1	CHR08V5|COORD:26015037..26010220|protein expressed protein	LOC_Os08g41400.1	no description	not assigned.unknown	35_2

CUST_97790_PI403524517	2	0.27741814	-0.8621416	-0.25096226	0.027038574	-0.027038574	0.15306187	35_27922	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_177783_PI403524517	2	-0.016435623	-0.04814911	0.016436577	-0.14053059	0.043725014	0.04447651	35_49450	Rep: OSJNBa0029H02.15 protein - Oryza sativa (Rice)	UniRef90_Q7XU82	CHR3V7|COORD:21712551..21713891| 60S ribosomal protein-related	AT3G58660.1	CHR04V5|COORD:24753230..24752469|protein conserved hypothetical protein	LOC_Os04g42200.1	no description	not assigned.unknown	35_2

CUST_28494_PI403524517	2	-0.13316059	0.08098698	0.078697205	-0.07869816	0.14582825	-0.1481533	35_8234	Rep: Hypothetical protein - Zea mays (Maize)	UniRef90_Q6QP48	CHR5|COORD:3898048..3901521| mechanosensitive ion channel domain-containing protein / MS ion channel domain-containing protein, contains Pfam profile	AT5G12080.2	CHR06V5|COORD:5347680..5344378|protein mechanosensitive ion channel family protein, expressed	LOC_Os06g10410.1	no descriptionmoderately similar to ( 287)AT5G19520| Symbols:  | mechanosensitive ion channel domain-containing protein / MS ion channel domain-containing protein | chr5:6586081-6588773 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Tymo_45kd_70kd PRK07003 DUF1421 PRK12323 PRK07764 DUF1509 DUF566 APC_basic PRK09169 DUF1645 Herpes_BLLF1 KAR9 Herpes_UL32 FAP AF-4	not assigned.no ontology	35_1

CUST_154260_PI403524517	2	-0.01216507	0.109882355	0.012163162	-0.055583954	-0.02924347	0.08901405	35_43109	Rep: 60S ribosomal protein L39 - Zea mays (Maize)	UniRef90_P51425	CHR4V7|COORD:15469937..15470372| 60S ribosomal protein L39 (RPL39C)	AT4G31985.1	CHR02V5|COORD:33922469..33923245|protein 60S ribosomal protein L39, putative, expressed	LOC_Os02g55390.1	no descriptionvery weakly similar to (70.1)AT4G31985| Symbols:  | 60S ribosomal protein L39 (RPL39C) | chr4:15469937-15470372 FORWARDvery weakly similar to (78.6)RL39_ORYSAnot assigned RPL39 Ribosomal_L39	protein.synthesis.misc ribososomal protein	29_2_2

CUST_97670_PI403524517	2	0.1640091	0.19528437	-0.006359577	-0.068063736	-0.48745632	0.006359577	35_27889	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_15117_PI403524517	2	-0.02977562	-0.5891218	0.13507843	0.02977562	-0.103681564	0.038692474	35_4359	"Cluster: Hypothetical protein B1130E07.15; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1130E07.15 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5Z482	CHR2V7|COORD:14896390..14897878| ubiquitin family protein	AT2G35360.1	CHR09V5|COORD:22928257..22924985|protein expressed protein	LOC_Os09g39980.1	no descriptionmoderately similar to ( 223)AT2G35360| Symbols:  | ubiquitin family protein | chr2:14896390-14897878 REVERSEnot assigned	protein.degradation.ubiquitin.ubiquitin	29_5_11_1

CUST_20455_PI399408534	2	-0.14795542	0.29540777	0.102071285	0.1676383	-0.1321516	-0.10207176	35_12728	"Cluster: Hypothetical protein OSJNBa0066H15.20; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0066H15.20 - Oryza sativa (japonica"	UniRef90_Q75J30	"CHR4V7|COORD:8470444..8471898| IQD19 (IQ-DOMAIN 19); calmodulin binding"	AT4G14750.1	CHR03V5|COORD:24301697..24303205|protein IQ calmodulin-binding motif family protein, expressed	LOC_Os03g43580.1	"no descriptionvery weakly similar to (85.9)AT4G14750| Symbols: IQD19 | IQD19 (IQ-DOMAIN 19); calmodulin binding | chr4:8470444-8471898 FORWARDnot assigned not assigned not assigned PRK07003 PRK12323 PRK07764"	signalling.calcium	30_3

CUST_116205_PI403524517	2	0.3165207	-0.33227253	-0.0960474	0.2193265	-0.024214745	0.024214745	35_32948	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_107452_PI403524517	2	0.031736374	0.01295948	-0.03598118	0.01919365	-0.2404995	-0.01295948	35_30578	"Cluster: Hypothetical protein precursor; n=1; Azotobacter vinelandii AvOP|Rep: Hypothetical protein precursor - Azotobacter vinelandii AvOP"	UniRef90_Q4IVL7		0	CHR02V5|COORD:10320009..10319476|protein hypothetical protein	LOC_Os02g17840.1	no description	not assigned.unknown	35_2

CUST_137244_PI403524517	2	0.068944454	0.26263046	-0.019618511	-0.02456379	-0.13417196	0.019618511	35_38488	"Cluster: Os08g0556500 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os08g0556500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J3S5	"CHR5V7|COORD:2735926..2742732| PEX1 (PEROXISOME 1); ATPase"	AT5G08470.1	CHR08V5|COORD:27716200..27723403|protein PEX1, putative, expressed	LOC_Os08g44240.1	"no descriptionmoderately similar to ( 325)AT5G08470| Symbols: PEX1 | PEX1 (PEROXISOME 1); ATPase | chr5:2735926-2742732 FORWARDweakly similar to ( 197)CDC48_CAPANCell division cycle protein 48 homolog - Capsicum annuum (Bell pepper)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned SpoVK RPT1 PRK03992 AAA HflB hflB COG1223 AAA AAA"	protein.degradation.metalloprotease	29_5_7

CUST_138134_PI403524517	2	0.3827386	0.55238914	-0.11741209	-0.55267763	-0.3702731	0.11741209	35_38743	Rep: F27F5.8 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q9MAK9	CHR1V7|COORD:17011660..17014047| 26S proteasome regulatory complex subunit p42D, putative	AT1G45000.1	CHR02V5|COORD:5600889..5595400|protein 26S protease regulatory subunit S10B, putative, expressed	LOC_Os02g10640.1	"no descriptionmoderately similar to ( 276)AT5G43010| Symbols: RPT4A | RPT4A (regulatory particle triple-A 4A); ATPase | chr5:17265791-17268242 REVERSEweakly similar to ( 127)PRS4_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned RPT1 PRK03992 SpoVK HflB hflB COG1223 AAA"	protein.degradation.ubiquitin.proteasom	29_5_11_20

CUST_75098_PI403524517	2	0.13379669	-0.0024518967	-0.052018166	0.14204693	0.0024518967	-0.03533268	35_21528	"Cluster: Putative polynucleotide phosphorylase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative polynucleotide phosphorylase - Oryza sativa (japonica"	UniRef90_Q69LE7	0	0	CHR07V5|COORD:3655054..3643991|protein polynucleotide phosphorylase, putative, expressed	LOC_Os07g07310.2	no description	not assigned.unknown	35_2

CUST_82221_PI403524517	2	-0.13599873	0.2743702	0.020277977	0.09130478	-0.24856853	-0.020277023	35_23583	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_116162_PI403524517	2	0.08507633	0.085679054	-0.052799225	-0.04293537	-0.023611069	0.023612022	35_32936	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_3292_PI399408534	2	-0.0355196	-0.4658146	-0.25818443	0.14861393	0.0355196	0.040143013	35_18688	"Cluster: Transmembrane protein kinase; n=3; Oryza sativa (japonica cultivar-group)|Rep: Transmembrane protein kinase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XBA0	CHR3V7|COORD:945310..948443| leucine-rich repeat transmembrane protein kinase, putative	AT3G03770.1	CHR07V5|COORD:3581472..3586694|protein ATP binding protein, putative, expressed	LOC_Os07g07230.2	 no descriptionweakly similar to ( 173)AT3G03770| Symbols:  | leucine-rich repeat transmembrane protein kinase, putative | chr3:945310-948443 REVERSEvery weakly similar to (63.9)NORK_MEDTRNodulation receptor kinase precursor - Medicago truncatula (Barrel medic)not assigned S_TKc 	signalling.receptor kinases.Catharanthus roseus-like RLK1	30_2_16

CUST_48239_PI403524517	2	-0.08113098	-0.3234892	-0.007364273	0.011772156	0.025248528	0.0073633194	35_13790	"Cluster: Os07g0171200 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0171200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D8B4	CHR5V7|COORD:6015272..6016557| UDP-glucose:hexose-1-phosphate uridylyltransferase	AT5G18200.1	CHR07V5|COORD:3764699..3760546|protein galactose-1-phosphate uridyl transferase-like protein, putative, expressed	LOC_Os07g07550.1	no descriptionmoderately similar to ( 241)AT5G18200| Symbols:  | UDP-glucose:hexose-1-phosphate uridylyltransferase | chr5:6015272-6016557 FORWARDnot assigned GalT GalT PRK11720	minor CHO metabolism.galactose.galactose-1-phosphate uridyl transferases	3_8_3

CUST_80519_PI403524517	2	0.051597595	0.07510185	-0.01337719	-0.065561295	-0.008358955	0.008358955	35_23092	"Cluster: Zinc finger POZ domain protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Zinc finger POZ domain protein-like - Oryza sativa (japonica cult"	UniRef90_Q7F0Z3	"CHR3V7|COORD:1874583..1876581| ATBPM2; protein binding"	AT3G06190.1	CHR08V5|COORD:7711772..7712869|protein speckle-type POZ protein, putative	LOC_Os08g13000.1	"no descriptionweakly similar to ( 107)AT3G06190| Symbols: ATBPM2 | ATBPM2; protein binding | chr3:1874583-1876581 REVERSEnot assigned"	protein.degradation.ubiquitin.E3.BTB/POZ Cullin3.BTB/POZ	29_5_11_4_5_2

CUST_79586_PI403524517	2	-0.16306496	0.0037345886	-0.069849014	-0.0037345886	0.06399727	0.0041122437	35_22826	Rep: Profilin - Musa acuminata (Banana)	UniRef90_Q94JN3	"CHR5V7|COORD:22927108..22928047| PFN3/PRF3 (PROFILIN 3); actin binding"	AT5G56600.1	CHR06V5|COORD:2689214..2692053|protein profilin-2, putative, expressed	LOC_Os06g05880.1	" no descriptionmoderately similar to ( 214)AT5G56600| Symbols: PFN3, PRF3 | PFN3/PRF3 (PROFILIN 3); actin binding | chr5:22927108-22928047 REVERSEmoderately similar to ( 233)PROF5_MAIZEProfilin-5 - Zea mays (Maize)not assigned Profilin PROF PROF "	cell.organisation	31_1

CUST_15433_PI399408534	2	0.029941559	-0.11773014	-0.029941559	0.16468716	0.2583456	-0.043491364	35_3825	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QPI6	CHR3V7|COORD:19358017..19360077| DNA binding	AT3G52170.1	CHR12V5|COORD:20787320..20782970|protein expressed protein	LOC_Os12g34350.2	no descriptionvery weakly similar to (95.9)AT3G52170| Symbols:  | DNA binding | chr3:19358017-19360077 REVERSE	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_9437_PI403524517	2	0.27783012	0.46538448	0.10082197	-0.104923725	-0.100821495	-0.3216095	35_2652	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_3765_PI404877155	2	0.004737854	-0.21460342	0.006649971	-0.059292793	-0.004737854	0.113529205	Contig14352_at	P0529E05.8 [Oryza sativa (japonica cultivar-group)]	NP_915529.1	myb family transcription factor / ELM2 domain-containing protein	At2g03470.1	protein ELM2 domain, putative	Os01g63350	NONE	RNA.regulation of transcription.MYB domain transcription factor family	27_3_25

CUST_276_PI404877155	2	-0.873641	0.022057533	0.21118164	-0.114546776	0.13631248	-0.022057533	Contig10152_at	Putative membrane protein [Oryza sativa (japonica cultivar-group)]	AAN59773.1	auxin-responsive protein, putative	At4g12980.1	protein expressed protein	Os03g09900	"auxin-responsive family protein, similar to auxin-induced protein AIR12 GI:11357190 (Arabidopsis thaliana) or  similar to auxin-responsive protein, putative [Arabidopsis thaliana] (TAIR:At4g12980.1); similar to putative auxin-induced protein [Oryza sativa"	hormone metabolism.auxin.induced-regulated-responsive-activated	17_2_3

CUST_90161_PI403524517	2	-0.046432495	0.09902811	-0.03596258	0.03907633	-0.10118914	0.03596306	35_25790	"Cluster: Hypothetical protein P0013G11.27; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0013G11.27 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6ZF78	CHR4V7|COORD:10275928..10278502| leucine-rich repeat family protein / extensin family protein	AT4G18670.1	CHR07V5|COORD:22064721..22069602|protein F-box domain containing protein	LOC_Os07g36830.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07003 PRK07764 PRK12323 Herpes_BLLF1 Atrophin-1 DUF566 PRK08853 Tymo_45kd_70kd APC_basic	not assigned.unknown	35_2

CUST_15141_PI399408534	2	0.01741314	-0.05357361	0.015407562	-0.029621124	0.021543503	-0.015408516	35_16012	"Cluster: Zinc finger CCCH domain-containing protein ZFN-like 3; n=2; Oryza sativa|Rep: Zinc finger CCCH domain-containing protein ZFN-like 3 - Oryza sativa"	UniRef90_Q5NAV3	CHR3V7|COORD:1947477..1949534| nucleic acid binding	AT3G06410.1	CHR01V5|COORD:8596216..8590594|protein zinc finger CCCH type domain-containing protein ZFN-like 3, putative, expressed	LOC_Os01g15350.1	no descriptionvery weakly similar to (50.4)AT3G06410| Symbols:  | nucleic acid binding | chr3:1947477-1949534 REVERSEvery weakly similar to (57.0)ZFNL3_ORYSA	RNA.regulation of transcription.C3H zinc finger family	27_3_12

CUST_27516_PI403524517	2	0.16000366	-0.91565084	-0.015666008	0.039389133	0.015666485	-0.42662716	35_7962	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_146_PI399407379	2	0.012181282	0.6961212	-0.06773472	-0.012182236	-0.07683849	0.27806664	HvFUS3									

CUST_7474_PI403524517	2	0.026561737	-0.37307262	-0.1745243	0.062503815	-0.026561737	0.06868935	35_2080	"Cluster: BRI1-KD interacting protein 135; n=2; Oryza sativa (japonica cultivar-group)|Rep: BRI1-KD interacting protein 135 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6K624	CHR4V7|COORD:15419441..15423945| binding	AT4G31880.1	CHR02V5|COORD:24140836..24133884|protein AT hook motif family protein, expressed	LOC_Os02g39920.1	no descriptionweakly similar to ( 114)AT4G31880| Symbols:  | binding | chr4:15419441-15423945 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned CDC27 TFIIF_alpha Caldesmon	not assigned.unknown	35_2

CUST_133212_PI403524517	2	0.18392658	-0.82892036	-0.37666988	0.12987804	0.07531643	-0.075315475	35_37400	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_71084_PI403524517	2	0.035529137	-0.015719414	-0.11298084	-0.07730389	0.015719414	0.071061134	35_20363	Rep: OSJNBa0042L16.18 protein - Oryza sativa (Rice)	UniRef90_Q4LB28	CHR1V7|COORD:195980..198383| protein kinase family protein	AT1G01540.2	CHR04V5|COORD:21135668..21139578|protein BRASSINOSTEROID INSENSITIVE 1-associated receptor kinase 1 precursor, putative, expressed	LOC_Os04g35080.1	no descriptionmoderately similar to ( 447)AT1G01540| Symbols:  | protein kinase family protein | chr1:195980-198383 FORWARDmoderately similar to ( 225)PSKR_DAUCAPhytosulfokine receptor precursor - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TyrKc S_TKc Pkinase_Tyr Pkinase S_TKc PTKc PTKc_Src_like PTKc_Srm_Brk PTKc_Csk_like SPS1 PTKc_Syk_like PTKc_EGFR_like PTKc_Jak_rpt2 PTKc_Itk PTKc_Frk_like PTKc_EphR_A2 PTKc_EphR PTKc_Ror PTKc_Fes_like PTKc_InsR_like PTKc_ALK_LTK PTKc_Lck_Blk PTKc_Src PTKc_Ack_like PTKc_TrkA PTKc_Trk PTKc_EphR_A PTKc_Chk PTKc_Zap-70 PTKc_Lyn PTKc_Jak2_Jak3_rpt2 PTKc_Csk PTK_CCK4 PTKc_EphR_B PTK_HER3 PTKc_Tyk2_rpt2 PTKc_DDR PTKc_Fyn_Yrk PTKc_RET PTKc_Musk PTKc_Tec_like PTKc_TrkB PTKc_c-ros PTKc_HER4 PTKc_FGFR PTKc_Jak1_rpt2 PTKc_Abl PTKc_Yes PTKc_Tec_Rlk PTKc_Ror1 PTKc_Syk PTKc_FAK PTKc_EphR_A10 PTKc_DDR_like PTKc_Met_Ron PTKc_TrkC PTKc_Hck PTKc_PDGFR PTKc_FGFR2 PTKc_Fes PTKc_Axl_like PTKc_FGFR1 PTKc_Btk_Bmx PTKc_DDR1 PTKc_Tie2 PTKc_EGFR PTKc_FGFR4 PTKc_Fer PTKc_Tie1 PTKc_DDR2 PTKc_Tie PTKc_Aatyk1_Aatyk3 PTKc_Ror2 PTKc_IGF-1R PTKc_FGFR3 PTKc_HER2 PTKc_InsR PTK_Jak_rpt1 PTKc_Aatyk PTK_Ryk PTKc_Axl PTK_Tyk2_rpt1 PTKc_PDGFR_alpha PTKc_VEGFR PTK_Jak2_Jak3_rpt1 PTKc_VEGFR3 PTKc_CSF-1R PTKc_Tyro3 PTKc_Kit PTK_Jak1_rpt1 PTKc_VEGFR2 PTKc_Aatyk2	protein.postranslational modification.kinase.receptor like cytoplasmatic kinase VII	29_4_1_57

CUST_104836_PI403524517	2	-1.0684109	-0.7026067	0.632936	0.5001445	0.6325784	-0.5001445	35_29871	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_11207_PI403524517	2	-0.01775837	0.6228905	0.14555073	-0.11298084	-0.12898064	0.017759323	35_3177	"Cluster: Flavin-containing monooxygenase family protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Flavin-containing monooxygenase"	UniRef90_Q336T9	CHR1V7|COORD:4118592..4120869| flavin-containing monooxygenase family protein / FMO family protein	AT1G12130.1	CHR10V5|COORD:21397494..21394729|protein disulfide oxidoreductase/ monooxygenase, putative, expressed	LOC_Os10g40570.1	no descriptionvery weakly similar to (90.5)AT1G63370| Symbols:  | flavin-containing monooxygenase family protein / FMO family protein | chr1:23506870-23509023 REVERSEnot assigned	misc.oxidases - copper, flavone etc.	26_7

CUST_153428_PI403524517	2	0.17004013	-0.32650328	0.23279762	0.32513142	-0.5084686	-0.17004013	35_42881	"Cluster: Glutathione peroxidase-like protein; n=1; Triticum aestivum|Rep: Glutathione peroxidase-like protein - Triticum aestivum (Wheat)"	UniRef90_Q7XYC1	"CHR4V7|COORD:7010015..7011324| ATGPX6 (GLUTATHIONE PEROXIDASE 6); glutathione peroxidase"	AT4G11600.1	CHR04V5|COORD:27619599..27621683|protein phospholipid hydroperoxide glutathione peroxidase, putative, expressed	LOC_Os04g46960.2	" no descriptionweakly similar to ( 101)AT4G11600| Symbols: PHGPX, LSC803, ATGPX6 | ATGPX6 (GLUTATHIONE PEROXIDASE 6); glutathione peroxidase | chr4:7010015-7011324 REVERSEweakly similar to ( 105)GPX4_TOBACProbable phospholipid hydroperoxide glutathione peroxidase - Nicotiana tabacum (Common tobacco)not assigned GSH_Peroxidase BtuE "	redox.ascorbate and glutathione.glutathione	21_2_2

CUST_80125_PI403524517	2	-0.01154995	0.01154995	-0.10580349	0.061278343	0.184165	-0.042977333	35_22980	0	0	0	0	CHR05V5|COORD:28029348..28031732|protein 60S ribosomal protein L18A, putative, expressed	LOC_Os05g49020.1	no description	not assigned.unknown	35_2

CUST_18237_PI399408534	2	-0.5527396	0.14260721	0.08177519	-0.2247243	0.8283901	-0.08177471	35_39429	Rep: CBF2-5.1 - Triticum aestivum (Wheat)	UniRef90_A0MPJ0	"CHR4V7|COORD:13018363..13019013| DREB1A (DEHYDRATION RESPONSE ELEMENT B1A); DNA binding / transcription factor/ transcriptional activator"	AT4G25480.1	CHR06V5|COORD:1433743..1434837|protein dehydration-responsive element-binding protein 1A, putative, expressed	LOC_Os06g03670.1	" no descriptionvery weakly similar to (88.2)AT4G25480| Symbols: CBF3, DREB1, DREB1A | DREB1A (DEHYDRATION RESPONSE ELEMENT B1A); DNA binding / transcription factor/ transcriptional activator | chr4:13018363-13019013 REVERSEAP2 AP2 AP2 "	RNA.regulation of transcription.AP2/EREBP, APETALA2/Ethylene-responsive element binding protein family	27_3_3

CUST_46353_PI403524517	2	-0.04254484	0.13568878	0.04254484	-0.27299786	-0.5345845	0.20000744	35_13275	"Cluster: Hypothetical protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QQJ9	"CHR4V7|COORD:2353987..2355211| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G43730.1); similar to putative AP endonuclease/reverse"	AT4G04650.1	CHR07V5|COORD:20181532..20185102|protein retrotransposon protein, putative, LINE subclass	LOC_Os07g33760.1	no description	not assigned.unknown	35_2

CUST_4120_PI399408534	2	-0.015058994	0.16610861	0.022382736	-0.11447859	0.015058994	-0.40349722	35_12058	Rep: PHD6 - Glycine max (Soybean)	UniRef90_Q06A74	CHR5V7|COORD:9158569..9160224| PHD finger family protein	AT5G26210.1	CHR07V5|COORD:25011811..25016119|protein PHD finger protein, putative, expressed	LOC_Os07g41740.1	no descriptionmoderately similar to ( 245)AT5G26210| Symbols:  | PHD finger family protein | chr5:9158569-9160224 REVERSEnot assigned	RNA.regulation of transcription.Alfin-like	27_3_2

CUST_72555_PI403524517	2	3.3855438E-4	-0.38738918	0.004044533	-0.045927048	0.09094906	-3.3855438E-4	35_20794	"Cluster: Os09g0505800 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0505800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J0L4	CHR3V7|COORD:10040741..10044154| uracil phosphoribosyltransferase, putative / UMP pyrophosphorylase, putative / UPRTase, putative	AT3G27190.1	CHR09V5|COORD:19569615..19575198|protein uridine/cytidine kinase-like 1, putative, expressed	LOC_Os09g32820.1	 no descriptionweakly similar to ( 105)AT3G27190| Symbols:  | uracil phosphoribosyltransferase, putative / UMP pyrophosphorylase, putative / UPRTase, putative | chr3:10040741-10044154 REVERSEnot assigned Upp upp 	nucleotide metabolism.salvage.phosphoribosyltransferases.upp	23_3_1_3

CUST_107741_PI403524517	2	-0.1673975	-0.24804878	0.29617596	0.023143768	0.1825943	-0.023144722	35_30658	"Cluster: Early-responsive to dehydration protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Early-responsive to dehydration"	UniRef90_Q2QLP9		0	CHR12V5|COORD:27126861..27120849|protein RXW8, putative, expressed	LOC_Os12g43720.1	no description	not assigned.unknown	35_2

CUST_132111_PI403524517	2	0.052164078	-0.08236885	-0.029169083	0.027212143	-0.027210236	0.030101776	35_37103	"Cluster: Os01g0273000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0273000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JNQ2	CHR1V7|COORD:24056450..24057375| ATDSS1(I)	AT1G64750.1	CHR01V5|COORD:9441001..9438356|protein deleted in split hand/splt foot protein 1, putative, expressed	LOC_Os01g16640.1	no descriptionnot assigned DSS1_SEM1	not assigned.unknown	35_2

CUST_172813_PI403524517	2	0.02549076	0.24585342	-0.02549076	0.4681039	-0.061614037	-0.2762847	35_48130	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_177956_PI403524517	2	0.039668083	0.4429407	0.012316704	-0.19345093	-0.1890192	-0.012316704	35_49495	"Cluster: Putative ubitquitin C-terminal hydrolase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ubitquitin C-terminal hydrolase - Oryza sativa (jap"	UniRef90_Q6ETK2	CHR1V7|COORD:24418835..24421129| ubiquitin carboxyl-terminal hydrolase family 1 protein	AT1G65650.1	CHR02V5|COORD:4457745..4454840|protein ubiquitin carboxyl-terminal hydrolase isozyme L5, putative, expressed	LOC_Os02g08370.1	no descriptionweakly similar to ( 166)AT1G65650| Symbols:  | ubiquitin carboxyl-terminal hydrolase family 1 protein | chr1:24418835-24421129 REVERSEnot assigned not assigned Peptidase_C12	protein.degradation.ubiquitin	29_5_11

CUST_11984_PI404877155	2	-0.13283157	0.1286583	0.11975002	0.0047883987	-0.0047893524	-0.011224747	Contig5711_at	emp24/gp25L/p24 family protein [Arabidopsis thaliana] gb|AAR24197.1| At1g09580 [Arabidopsis thaliana]	NP_172429.1	emp24/gp25L/p24 family protein	At1g09580.1	protein emp24/gp25L/p24 family	Os06g10760	"emp24/gp25L/p24 family; transmembrane protein TMP21"	transport.misc	34_99

CUST_2836_PI404877155	2	0.0063352585	-0.096300125	-0.0063352585	-0.054919243	0.071250916	0.14278507	Contig13245_at	WD-40 repeat family protein / small nuclear ribonucleoprotein Prp4p-related [Arabidopsis thaliana]	NP_181681.1	WD-40 repeat family protein / small nuclear ribonucleoprotein Prp4p-related	At2g41500.1	protein hypothetical protein	Os03g23930	WD-40 repeat protein family / small nuclear ribonucleoprotein Prp4p-related	RNA.processing	27_1

CUST_12863_PI403524517	2	-0.027896881	-0.39473152	-0.102440834	0.05336857	0.027896881	0.042586327	35_3678	"Cluster: Probable 26S proteasome non-ATPase regulatory subunit 3; n=1; Daucus carota|Rep: Probable 26S proteasome non-ATPase regulatory subunit 3 - Daucus carot"	UniRef90_Q06364	"CHR1V7|COORD:7001400..7004145| EMB2719 (EMBRYO DEFECTIVE 2719); binding"	AT1G20200.1	CHR09V5|COORD:21341727..21338282|protein 26S proteasome non-ATPase regulatory subunit 3, putative, expressed	LOC_Os09g37000.1	"no descriptionhighly similar to ( 603)AT1G20200| Symbols: EMB2719 | EMB2719 (EMBRYO DEFECTIVE 2719); binding | chr1:7001400-7004145 REVERSEhighly similar to ( 627)PSMD3_DAUCAProbable 26S proteasome non-ATPase regulatory subunit 3 - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Rpn3_C PCI PINT Tymo_45kd_70kd PRK12323 PRK07764"	protein.degradation.ubiquitin.proteasom	29_5_11_20

CUST_2826_PI404877155	2	-6.465912E-4	0.22755814	6.456375E-4	-0.100543976	-0.0719614	0.00461483	Contig13238_at	stress responsive gene 6 protein, Srg6 [Hordeum vulgare subsp. vulgare] emb|CAC20595.1| stress responsive gene 6, Srg6 [Hordeum vulgare subs	CAC20594.1	YL1 nuclear family protein	At2g36740.1	protein YL1 nuclear protein	Os08g09320	NONE	RNA.regulation of transcription.putative DNA-binding protein	27_3_67

CUST_74038_PI403524517	2	0.13126802	0.26352978	-0.22573471	0.12990904	-0.4973669	-0.12990904	35_21233	"Cluster: Ternary complex factor MIP1, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Ternary complex factor MIP1, putative, expressed - O"	UniRef90_Q10PH6	0	0	CHR03V5|COORD:7067305..7071613|protein ternary complex factor MIP1, putative, expressed	LOC_Os03g13130.3	no description	not assigned.unknown	35_2

CUST_22162_PI399408534	2	0.11990547	0.08240986	0.0031514168	-0.00315094	-0.019042969	-0.20035553	35_38808	"Cluster: Leucine Rich Repeat, putative; n=1; Oryza sativa (japonica cultivar-group)|Rep: Leucine Rich Repeat, putative - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53MD2	CHR1V7|COORD:27167736..27170866| leucine-rich repeat transmembrane protein kinase, putative	AT1G72180.1	CHR11V5|COORD:7014167..7006896|protein receptor-like protein kinase 5 precursor, putative, expressed	LOC_Os11g12530.1	 no descriptionweakly similar to ( 165)AT1G72180| Symbols:  | leucine-rich repeat transmembrane protein kinase, putative | chr1:27167736-27170866 FORWARDvery weakly similar to (85.9)PSKR_DAUCAPhytosulfokine receptor precursor - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pkinase_Tyr TyrKc PTKc Pkinase S_TKc S_TKc PTKc_EphR PTKc_Trk PTKc_Srm_Brk PTKc_c-ros PTKc_Abl PTKc_Src_like PTKc_Jak_rpt2 PTKc_Frk_like PTKc_Csk_like PTKc_Fes_like PTK_Ryk PTKc_Tie1 PTKc_FGFR PTKc_InsR_like 	signalling.receptor kinases.leucine rich repeat XI	30_2_11

CUST_111222_PI403524517	2	0.21208239	0.6100316	0.11549854	-0.11549854	-0.2785139	-0.2889905	35_31583	0	0	"CHR3V7|COORD:7795290..7796294| CWLP (CELL WALL-PLASMA MEMBRANE LINKER PROTEIN); lipid binding"	AT3G22120.1	0	0	no description	not assigned.unknown	35_2

CUST_19216_PI399408534	2	-0.017516136	-0.2590828	0.078692436	0.09667969	-0.18392658	0.017516136	35_13223	"Cluster: Myb-like DNA-binding domain, SHAQKYF class family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Myb-like DNA-binding domain,"	UniRef90_Q2QMY1	CHR1V7|COORD:18346393..18347769| myb family transcription factor	AT1G49560.1	CHR12V5|COORD:24441550..24444297|protein DNA binding protein, putative, expressed	LOC_Os12g39640.1	no descriptionvery weakly similar to (63.9)AT2G03500| Symbols:  | myb family transcription factor | chr2:1059923-1062256 FORWARD	RNA.regulation of transcription.G2-like transcription factor family, GARP	27_3_20

CUST_79843_PI403524517	2	-0.13362694	1.236352	-0.021098137	0.021098137	-0.5324974	0.7281227	35_22896	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_54055_PI403524517	2	0.020664215	-0.35092163	-0.040935516	0.041132927	0.09521103	-0.020665169	35_15382	"Cluster: DNA-binding protein GBP16; n=2; Oryza sativa|Rep: DNA-binding protein GBP16 - Oryza sativa (Rice)"	UniRef90_O22523	"CHR3V7|COORD:19222238..19224545| ATG2 (G2p-related protein); metalloexopeptidase"	AT3G51800.1	CHR05V5|COORD:16474073..16477827|protein proliferation-associated protein 2G4, putative, expressed	LOC_Os05g28280.1	"no descriptionhighly similar to ( 539)AT3G51800| Symbols: ATG2 | ATG2 (G2p-related protein); metalloexopeptidase | chr3:19222238-19224545 REVERSEnot assigned not assigned not assigned PA2G4-like MetAP2 PRK08671 Peptidase_M24 Map PRK05716 MetAP1 APP_MetAP PRK12896 PepP PRK12318 APP-like"	protein.degradation.metalloprotease	29_5_7

CUST_104724_PI403524517	2	0.047285557	0.044902325	-0.11110592	-0.14238024	0.22162056	-0.044902325	35_29840	"Cluster: Os02g0628600 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os02g0628600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DZD6		0	CHR02V5|COORD:25127573..25130242|protein auxin response factor 16, putative, expressed	LOC_Os02g41800.2	no description	not assigned.unknown	35_2

CUST_162994_PI403524517	2	0.6949711	0.13917685	0.05717802	-0.05717802	-0.05717802	-0.06416321	35_45459	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_26661_PI399408534	2	-0.23294735	0.059556007	-0.059555054	0.17918491	-0.19500732	0.09344578	35_17374	Rep: DNA-binding protein WRKY3 - Avena sativa (Oat)	UniRef90_Q9XFF0	"CHR2V7|COORD:10444755..10446301| WRKY17 (WRKY DNA-binding protein 17); transcription factor"	AT2G24570.1	CHR04V5|COORD:12400846..12402739|protein OsWRKY51 - Superfamily of rice TFs having WRKY and zinc finger domains, expressed	LOC_Os04g21950.1	" no descriptionweakly similar to ( 142)AT4G31550| Symbols: ATWRKY11, WRKY11 | WRKY11 (WRKY DNA-binding protein 11); transcription factor | chr4:15290071-15291464 REVERSEnot assigned not assigned WRKY PRK07003 "	RNA.regulation of transcription.WRKY domain transcription factor family	27_3_32

CUST_34752_PI403524517	2	0.27050304	0.28928185	0.009624481	-0.27106142	-0.70038605	-0.009625435	35_10020	"Cluster: Chorion family 2, putative; n=3; Oryza sativa (japonica cultivar-group)|Rep: Chorion family 2, putative - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53RP7	"CHR1V7|COORD:23485858..23489732| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G41140.1); similar to putative myosin [Oryza sativa (japonica"	AT1G63300.1	CHR10V5|COORD:18946493..18951887|protein chorion family 2 protein, expressed	LOC_Os10g36060.1	"no descriptionweakly similar to ( 125)AT1G63300| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G41140.1); similar to putative myosin [Oryza sativa (japonica cultivar-group)] (GB:AAO72668.1); contains domain MYOSIN HEAVY CHAIN-RELATED (PTHR23160) | chr1:23485858-23489732 FORWARD"	not assigned.unknown	35_2

CUST_53758_PI403524517	2	0.11268902	-0.2934866	-0.07661629	0.018893242	0.0970459	-0.018892288	35_15296	"Cluster: Hypothetical protein P0529H11.42; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0529H11.42 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5N7A8	CHR3V7|COORD:2768885..2770942| glycine-rich protein	AT3G09070.1	CHR01V5|COORD:37025812..37023857|protein expressed protein	LOC_Os01g63310.1	no descriptionvery weakly similar to (56.2)AT3G09070| Symbols:  | glycine-rich protein | chr3:2768885-2770942 REVERSEDUF740	not assigned.no ontology.glycine rich proteins	35_1_40

CUST_63656_PI403524517	2	0.010691643	0.15268326	0.099861145	-0.063033104	-0.056487083	-0.010691643	35_18173	"Cluster: AMP-binding enzyme family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: AMP-binding enzyme family protein, expressed - Oryza sat"	UniRef90_Q2R2L5	CHR1V7|COORD:18294856..18299309| LACS2 (LONG-CHAIN ACYL-COA SYNTHETASE 2)	AT1G49430.1	CHR11V5|COORD:20242430..20247171|protein acyl CoA synthetase, putative, expressed	LOC_Os11g35400.2	no descriptionweakly similar to ( 106)AT1G49430| Symbols: LACS2 | LACS2 (LONG-CHAIN ACYL-COA SYNTHETASE 2) | chr1:18294856-18299309 FORWARDnot assigned not assigned FAA1	lipid metabolism.FA synthesis and FA elongation.long chain fatty acid CoA ligase	11_1_9

CUST_57382_PI403524517	2	0.04369068	0.32103348	-0.030086517	-0.092679024	-0.030583382	0.030086517	35_16363	"Cluster: F-box family protein, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: F-box family protein, putative, expressed - Oryza sativa (j"	UniRef90_Q10SN1	"CHR4|COORD:324994..326964| F-box family protein,  ; similar to SKP1 interacting partner 2 (SKIP2) TIGR_Ath1:At5g67250"	AT4G00755.2	CHR03V5|COORD:924304..927407|protein F-box protein, putative, expressed	LOC_Os03g02560.1	no descriptionmoderately similar to ( 248)AT4G00755| Symbols:  | F-box family protein | chr4:325294-326787 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07003 Atrophin-1 PRK07764 Herpes_BLLF1 DUF1421 HPC2 DUF566 AF-4 PRK05648 APC_basic CTF_NFI GRASP55_65 RecQ5 Tymo_45kd_70kd Drf_FH1	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_23867_PI399408534	2	-0.023983002	0.20174503	0.023983955	0.058431625	-0.03616333	-0.03545761	35_3507	"Cluster: GRAS family transcription factor containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: GRAS family transcription factor"	UniRef90_Q2QNA3	CHR2V7|COORD:12489068..12494018| scarecrow transcription factor family protein	AT2G29060.1	CHR12V5|COORD:23601128..23604134|protein chitin-inducible gibberellin-responsive protein 1, putative, expressed	LOC_Os12g38490.1	no descriptionweakly similar to ( 187)AT2G29060| Symbols:  | scarecrow transcription factor family protein | chr2:12489068-12494018 FORWARDvery weakly similar to (98.2)CIGR1_ORYSAGRAS	RNA.regulation of transcription.GRAS transcription factor family	27_3_21

CUST_105700_PI403524517	2	-0.04942131	0.1075201	0.059193134	-0.54268074	0.049421787	-0.17515755	35_30099	Rep: Fasciclin-like protein FLA7 - Triticum aestivum (Wheat)	UniRef90_Q06I99		0	0	0	no description	not assigned.unknown	35_2

CUST_3311_PI404877155	2	-0.11360836	0.060555458	-0.006808281	-0.009243965	0.006808281	0.04648018	Contig13760_at	0	BAD10378.1	TAZ zinc finger family protein / zinc finger (ZZ type) family protein	At1g16710.1	protein expressed protein	Os02g04490	NONE	RNA.regulation of transcription.Histone acetyltransferases	27_3_54

CUST_4543_PI404877155	2	-0.04839897	-0.0019216537	-0.037179947	0.025338173	0.0019207001	0.003563881	Contig15532_at	beta-ketoacyl-CoA synthase, putative [Arabidopsis thaliana] pir||T00951 probable 3-oxoacyl-[acyl-carrier-protein] synthase (EC 2.3.1.41)	NP_171918.1	beta-ketoacyl-CoA synthase, putative	At1g04220.1	protein probable beta-ketoacyl-CoA synthase [imported] - Arabidopsis thaliana	Os05g49900	beta-ketoacyl-CoA synthase, putative, Strong similarity to beta-keto-Coa synthase gb:U37088 from Simmondsia chinensis, GI:4091810	lipid metabolism.FA synthesis and FA elongation.beta ketoacyl CoA synthase	11_1_10

CUST_9319_PI403524517	2	0.19784164	-0.17937851	-0.12789917	-0.014997482	0.014996529	0.121377945	35_2619	"Cluster: Os02g0825700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0825700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DW92	0	0	CHR02V5|COORD:35426971..35425163|protein F-box domain containing protein, expressed	LOC_Os02g57860.1	no description	not assigned.unknown	35_2

CUST_64955_PI403524517	2	0.044488907	0.8636751	-0.17679787	-0.044487953	-0.089588165	0.047115326	35_18545	"Cluster: Cell division inhibitor-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Cell division inhibitor-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6EP22	"CHR2V7|COORD:9117583..9119760| GC1 (GIANT CHLOROPLAST 1); catalytic/ coenzyme binding"	AT2G21280.1	CHR02V5|COORD:35918037..35923861|protein expressed protein	LOC_Os02g58790.1	" no descriptionmoderately similar to ( 397)AT2G21280| Symbols: ATSULA, GC1 | GC1 (GIANT CHLOROPLAST 1); catalytic/ coenzyme binding | chr2:9117583-9119760 REVERSEnot assigned not assigned COG1090 WcaG Epimerase DUF1731 COG0702 "	not assigned.no ontology	35_1

CUST_21262_PI399408534	2	-0.11398697	0.55847263	0.12026024	-0.08183575	0.08183575	-0.18218708	35_19722	"Cluster: Putative CND41, chloroplast nucleoid DNA binding protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative CND41, chloroplast nucleoid DNA bin"	UniRef90_Q84RX6	CHR5V7|COORD:17316492..17319946| aspartyl protease family protein	AT5G43100.1	CHR07V5|COORD:24135626..24127305|protein pepsin A, putative, expressed	LOC_Os07g40260.1	no descriptionhighly similar to ( 613)AT5G43100| Symbols:  | aspartyl protease family protein | chr5:17316492-17319946 FORWARDweakly similar to ( 110)ASP1_ORYSAnot assigned Asp	RNA.regulation of transcription.unclassified	27_3_99

CUST_86464_PI403524517	2	0.17478466	0.5120125	0.20551777	-0.5050945	-0.45366287	-0.1747837	35_24761	"Cluster: Putative phosphoenolpyruvate kinase; n=2; Oryza sativa|Rep: Putative phosphoenolpyruvate kinase - Oryza sativa (Rice)"	UniRef90_Q948H1	"CHR1V7|COORD:2752209..2753235| PPCK1 (PHOSPHOENOLPYRUVATE CARBOXYLASE KINASE); kinase"	AT1G08650.1	CHR02V5|COORD:34465156..34462883|protein calcium-dependent protein kinase, isoform AK1, putative, expressed	LOC_Os02g56310.1	"no descriptionweakly similar to ( 119)AT1G08650| Symbols: PPCK1 | PPCK1 (PHOSPHOENOLPYRUVATE CARBOXYLASE KINASE); kinase | chr1:2752209-2753235 FORWARDvery weakly similar to (82.0)CDPK3_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase SPS1 TyrKc Pkinase_Tyr KIND PTKc"	protein.postranslational modification	29_4

CUST_88972_PI403524517	2	0.019529343	0.18502617	-2.5844574E-4	-0.24559212	-0.1230526	2.593994E-4	35_25455	"Cluster: Dehydrogenase-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Dehydrogenase-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5VQP1	CHR3V7|COORD:21055296..21057156| FAD-dependent oxidoreductase family protein	AT3G56840.1	CHR01V5|COORD:34733225..34736067|protein L-2-hydroxyglutarate dehydrogenase, mitochondrial precursor, putative, expressed	LOC_Os01g59490.1	no descriptionvery weakly similar to (57.0)AT3G56840| Symbols:  | FAD-dependent oxidoreductase family protein | chr3:21055296-21057156 FORWARD	not assigned.no ontology	35_1

CUST_45971_PI403524517	2	0.02695465	0.34295464	-0.0049390793	-0.20579433	-0.18712997	0.0049381256	35_13168	"Cluster: Os05g0500700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0500700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DGZ3	"CHR2V7|COORD:6981278..6981973| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G26730.1); similar to Os01g0785600 [Oryza sativa (japonica"	AT2G16030.1	CHR05V5|COORD:24549814..24550682|protein expressed protein	LOC_Os05g42140.1	"no descriptionvery weakly similar to (83.6)AT2G16030| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G26730.1); similar to Os01g0785600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001044468.1); similar to Os05g0500700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001055966.1); similar to hypothetical protein [Picea abies] (GB:CAK29964.1); contains InterPro domain Methyltransferase type 11; (InterPro:IPR013216) | chr2:6981278-6981973 REVERSEnot assigned not assigned not assigned not assigned not assigned TT_ORF1 Methyltransf_11"	not assigned.unknown	35_2

CUST_14807_PI399408534	2	0.106616974	-0.8504591	0.031095505	-0.031095505	0.26939964	-0.19215965	35_47189	"Cluster: Chloroplast nucleoid DNA-binding protein-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Chloroplast nucleoid DNA-binding protein-like p"	UniRef90_Q7XJ13	CHR1V7|COORD:28532166..28534149| nucleic acid binding	AT1G76010.1	CHR09V5|COORD:21346171..21343051|protein ribonuclease P, putative, expressed	LOC_Os09g37006.2	no descriptionweakly similar to ( 196)AT1G76010| Symbols:  | nucleic acid binding | chr1:28532166-28534149 REVERSEnot assigned Alba PRK04015 Ssh10b	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_129916_PI403524517	2	0.107940674	-0.23522949	-0.015182495	-0.06243229	0.056002617	0.015182495	35_36488	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_16195_PI399408534	2	-0.097896576	-0.053087234	0.29617405	0.05308771	-0.24294138	0.1535201	35_36871	"Cluster: Probable histone acetyltransferase HAC-like 1; n=1; Oryza sativa|Rep: Probable histone acetyltransferase HAC-like 1 - Oryza sativa (Rice)"	UniRef90_Q6YXY2	"CHR1V7|COORD:29721826..29728859| HAC1 (P300/CBP acetyltransferase-related protein 2 gene); transcription cofactor"	AT1G79000.1	CHR02V5|COORD:1986422..1997361|protein HAC1, putative, expressed	LOC_Os02g04490.1	" no descriptionmoderately similar to ( 204)AT1G79000| Symbols: PCAT2, HAC1 | HAC1 (P300/CBP acetyltransferase-related protein 2 gene); transcription cofactor | chr1:29721826-29728859 REVERSE"	RNA.regulation of transcription.Histone acetyltransferases	27_3_54

CUST_59488_PI403524517	2	0.22534561	0.15222502	-0.31839418	-0.1368761	-0.4869876	0.1368761	35_16963	"Cluster: Putative retinoid-inducible serine caroboxypeptidase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative retinoid-inducible serine caroboxypepti"	UniRef90_Q6YYX5	"CHR2V7|COORD:11892854..11896120| SCPL51; serine carboxypeptidase"	AT2G27920.1	CHR08V5|COORD:27936457..27941789|protein retinoid-inducible serine carboxypeptidase precursor, putative, expressed	LOC_Os08g44640.1	"no descriptionmoderately similar to ( 470)AT2G27920| Symbols: SCPL51 | SCPL51; serine carboxypeptidase | chr2:11892854-11895809 REVERSEweakly similar to ( 112)CBP3_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned Peptidase_S10 COG2939 PRK12678"	protein.degradation.serine protease	29_5_5

CUST_9631_PI403524517	2	0.04093933	0.04337883	0.0023202896	-0.0023202896	-0.15731716	-0.076563835	35_2714	"Cluster: Putative aspartate-tRNA ligase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative aspartate-tRNA ligase - Oryza sativa (japonica cultivar-group"	UniRef90_Q6ZHC3	CHR4V7|COORD:13505387..13507625| aspartyl-tRNA synthetase, putative / aspartate--tRNA ligase, putative	AT4G26870.1	CHR02V5|COORD:28107735..28113117|protein aspartyl-tRNA synthetase, putative, expressed	LOC_Os02g46130.1	 no descriptionmoderately similar to ( 314)AT4G26870| Symbols:  | aspartyl-tRNA synthetase, putative / aspartate--tRNA ligase, putative | chr4:13505387-13507625 FORWARDvery weakly similar to (59.7)SYK_ORYSAnot assigned not assigned not assigned not assigned not assigned AsxRS_core aspC AsnS tRNA-synt_2 Asp_Lys_Asn_RS_core asnC AspRS_core PRK06462 LysRS_core LysU lysS PRK12445 aspS AspS PRK12820 COG2269 	protein.aa activation	29_1

CUST_9659_PI403524517	2	-0.040299416	0.20672989	-0.10709286	0.093491554	-0.04903221	0.040299416	35_2722	"Cluster: Putative MA3 domain-containing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative MA3 domain-containing protein - Oryza sativa (japonic"	UniRef90_Q6YPF2	"CHR5|COORD:25362822..25366022| MA3 domain-containing protein, low similarity to programmed cell death 4 protein (Gallus gallus) GI:12958564; contains Pfam"	AT5G63190.2	CHR08V5|COORD:1120096..1114782|protein topoisomerase-like protein, putative, expressed	LOC_Os08g02690.1	no descriptionhighly similar to ( 791)AT5G63190| Symbols:  | MA3 domain-containing protein | chr5:25363371-25365789 FORWARDvery weakly similar to (54.7)IF41_WHEATEukaryotic initiation factor iso-4F subunit p82-34 - Triticum aestivum (Wheat)not assigned not assigned MA3 MA3	not assigned.no ontology	35_1

CUST_85026_PI403524517	2	-0.1217556	0.047266483	-0.04726696	0.15360975	0.16660881	-0.23206568	35_24360	Rep: H0525E10.10 protein - Oryza sativa (Rice)	UniRef90_Q01JZ8	CHR1V7|COORD:16480959..16485029| ubiquitin interaction motif-containing protein	AT1G43690.1	CHR04V5|COORD:20671082..20664767|protein expressed protein	LOC_Os04g34440.1	no descriptionmoderately similar to ( 229)AT1G43690| Symbols:  | ubiquitin interaction motif-containing protein | chr1:16480959-16485029 FORWARDnot assigned	protein.degradation.ubiquitin	29_5_11

CUST_66374_PI403524517	2	0.037626266	0.44677448	0.01721096	-0.123898506	-0.025287628	-0.01721096	35_18955	"Cluster: Hypothetical protein OSJNBb0033N16.14; n=2; Oryza sativa|Rep: Hypothetical protein OSJNBb0033N16.14 - Oryza sativa (Rice)"	UniRef90_Q9AUR0	CHR4V7|COORD:17484337..17486191| protein binding / zinc ion binding	AT4G37110.1	CHR03V5|COORD:28719137..28721296|protein expressed protein	LOC_Os03g50420.1	no descriptionweakly similar to ( 110)AT4G37110| Symbols:  | protein binding / zinc ion binding | chr4:17484337-17486191 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07003 PRK07764 PRK12678 Atrophin-1 Drf_FH1	not assigned.unknown	35_2

CUST_56413_PI403524517	2	0.10773373	-0.057925224	0.340106	-0.26429796	0.057925224	-0.29529285	35_16058	"Cluster: PE-PGRS family protein; n=1; Anaeromyxobacter dehalogenans 2CP-C|Rep: PE-PGRS family protein - Anaeromyxobacter dehalogenans (strain 2CP-C)"	UniRef90_Q2IIH7	CHR5V7|COORD:15457074..15460237| protein kinase family protein	AT5G38560.1	CHR07V5|COORD:17412155..17408330|protein serine carboxypeptidase-like precursor, putative, expressed	LOC_Os07g29620.1	no descriptionvery weakly similar to (50.8)CBP3_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12678 PRK07003	protein.degradation.serine protease	29_5_5

CUST_21926_PI403524517	2	0.008512497	0.30468273	-0.008512497	-0.060983658	-0.098651886	0.055662155	35_6369	"Cluster: Hypothetical protein P0437H03.127; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0437H03.127 - Oryza sativa (japonica cultivar"	UniRef90_Q7F8R5	"CHR2V7|COORD:9508099..9509158| similar to Os02g0193900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001046173.1); similar to mediator of RNA"	AT2G22370.1	CHR02V5|COORD:5228731..5231338|protein mediator of RNA polymerase II transcription, subunit 18, putative, expressed	LOC_Os02g10050.1	" no descriptionmoderately similar to ( 307)AT2G22370| Symbols:  | similar to Os02g0193900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001046173.1); similar to mediator of RNA polymerase II transcription, subunit 18 homolog [Xenopus tropicalis] (GB:NP_001017086.1); contains domain Thiamin pyrophosphokinase, catalytic domain (SSF63999) | chr2:9508099-9509158 REVERSEnot assigned "	not assigned.unknown	35_2

CUST_24036_PI403524517	2	0.0016012192	-0.020792961	0.0041980743	0.0012712479	-0.0012712479	-0.19437313	35_6983	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10PE1	"CHR1V7|COORD:24604019..24604690| similar to Hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:AAO06975.1); similar to expressed"	AT1G66080.1	CHR03V5|COORD:7253714..7257045|protein expressed protein	LOC_Os03g13450.2	"no descriptionweakly similar to ( 135)AT1G66080| Symbols:  | similar to Hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:AAO06975.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABF94856.1); contains InterPro domain Protein of unknown function DUF775; (InterPro:IPR008493) | chr1:24604019-24604690 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 DUF775 PRK07764 PRK07003 HPC2 APC_basic Tymo_45kd_70kd DUF1421 DUF566 Atrophin-1 AF-4 Pneumo_att_G Extensin_2 Herpes_BLLF1 IER Gag_spuma PRK12678 PRK05648 PRK09169 KAR9 Totivirus_coat"	not assigned.unknown	35_2

CUST_23320_PI399408534	2	-0.20409298	-0.12031031	0.23836327	0.21996307	-0.07858515	0.078585625	35_29488	"Cluster: Putative gibberellin regulated protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative gibberellin regulated protein - Oryza sativa (japonic"	UniRef90_Q75I50	CHR2V7|COORD:16507944..16508319| gibberellin-regulated family protein	AT2G39540.1	CHR03V5|COORD:22772384..22771542|protein gibberellin-regulated protein 1 precursor, putative, expressed	LOC_Os03g41060.1	no descriptionvery weakly similar to (53.9)AT2G39540| Symbols:  | gibberellin-regulated family protein | chr2:16507944-16508319 FORWARDGASA	hormone metabolism.gibberelin.induced-regulated-responsive-activated	17_6_3

CUST_105554_PI403524517	2	0.11683655	0.034337997	-0.034337997	-0.08552837	-0.09491062	0.13350964	35_30059	"Cluster: Hypothetical protein OJ1034_C08.29; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1034_C08.29 - Oryza sativa (japonica cultiv"	UniRef90_Q6Z2B4	CHR5V7|COORD:3490994..3495079| ALF4 (ABERRANT LATERAL ROOT FORMATION 4)	AT5G11030.1	CHR08V5|COORD:11557446..11552108|protein aberrant root formation protein 4, putative, expressed	LOC_Os08g19320.1	no description	not assigned.unknown	35_2

CUST_28681_PI403524517	2	-0.008805275	-0.5857277	-0.15432549	0.044711113	0.008804321	0.03364086	35_8285	"Cluster: Putative ring finger protein 10; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ring finger protein 10 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q67UM6	CHR3V7|COORD:9825007..9828507| zinc finger (C3HC4-type RING finger) family protein	AT3G26730.1	CHR02V5|COORD:18649402..18643428|protein zinc finger, C3HC4 type family protein, expressed	LOC_Os02g31150.1	no descriptionvery weakly similar to (83.6)AT3G26730| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr3:9825007-9828507 FORWARD	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_19329_PI399408534	2	0.00917387	-0.14382648	-0.00917387	0.16237307	0.09393263	-0.017898083	35_11031	Rep: Seed specific protein Bn15D17A - Brassica napus (Rape)	UniRef90_Q7XYW2	CHR3V7|COORD:536754..537657| LOB domain protein 41 / lateral organ boundaries domain protein 41 (LBD41)	AT3G02550.1	CHR01V5|COORD:18304173..18302662|protein seed specific protein Bn15D17A, putative, expressed	LOC_Os01g32770.1	no descriptionweakly similar to ( 174)AT3G02550| Symbols: LBD41 | LOB domain protein 41 / lateral organ boundaries domain protein 41 (LBD41) | chr3:536754-537657 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF260 PRK12323 PRK07003 PRK07764 TT_ORF1 PRK12372	RNA.regulation of transcription.AS2,Lateral Organ Boundaries Gene Family	27_3_37

CUST_1467_PI403524517	2	-0.02073288	2.942628	0.020733833	0.42344856	-1.1853647	-0.1369009	35_387	Rep: Xyloglucan endotransglycosylase - Hordeum vulgare (Barley)	UniRef90_P93671	"CHR5V7|COORD:23322281..23323610| XTR3 (XYLOGLUCAN ENDOTRANSGLYCOSYLASE 3); hydrolase, acting on glycosyl bonds"	AT5G57550.1	CHR06V5|COORD:29156885..29155427|protein xyloglucan endotransglucosylase/hydrolase protein 23 precursor, putative, expressed	LOC_Os06g48200.1	" no descriptionmoderately similar to ( 411)AT5G57550| Symbols: XTR3 | XTR3 (XYLOGLUCAN ENDOTRANSGLYCOSYLASE 3); hydrolase, acting on glycosyl bonds | chr5:23322281-23323610 REVERSEmoderately similar to ( 371)BRU1_SOYBNBrassinosteroid-regulated protein BRU1 precursor - Glycine max (Soybean)GH16_XET Glyco_hydro_16 Glyco_hydrolase_16 GH16_GPI_glucanosyltransferase GH16_lichenase XET_C SKN1 Herpes_BLLF1 PRK07003 "	cell wall.modification	10_7

CUST_17185_PI403524517	2	0.18301105	-0.11175823	-0.1294899	0.014419556	-0.002506256	0.002506256	35_4967	"Cluster: Hypothetical protein B1120F06.133; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1120F06.133 - Oryza sativa (japonica cultivar"	UniRef90_Q6YVE5	"CHR5V7|COORD:25423586..25425421| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G49170.1); similar to Exosomal 3'-5' exoribonuclease complex,"	AT5G63440.2	CHR07V5|COORD:11516512..11512208|protein uncharacterized ACR, YggU family COG1872 containing protein, expressed	LOC_Os07g19470.1	" no descriptionmoderately similar to ( 360)AT5G63440| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G49170.1); similar to Exosomal 3'-5' exoribonuclease complex, subunit Rrp44/Dis3 (ISS) [Ostreococcus tauri] (GB:CAL57463.1); similar to Os07g0295200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001059406.1); contains InterPro domain Protein of unknown function DUF167; (InterPro:IPR003746) | chr5:25423635-25425421 FORWARDnot assigned not assigned DUF167 COG1872 "	not assigned.unknown	35_2

CUST_19366_PI404877155	2	0.045851707	0.0894804	-0.002904892	-0.062366486	-0.050112724	0.002904892	rbags12k11_s_at	longevity-assurance (LAG1) family protein [Arabidopsis thaliana] gb|AAF66102.1| LAG1 homolog 1 [Arabidopsis thaliana]	NP_566769.1	longevity-assurance (LAG1) family protein	At3g25540.1	protein resistance protein, putative	Os09g20630	"LOH3;longevity-assurance (LAG1) family protein, similar to Alternaria stem canker resistance protein (ASC1) (Lycopersicon esculentum) GI:7688742; contains Pfam profile PF03798: Longevity-assurance protein (LAG1) or  similar to longevity-assurance (LAG1) f"	lipid metabolism.'exotics' (steroids, squalene etc).sphingolipids	11_8_1

CUST_3202_PI404877155	2	-0.049079895	0.07795429	0.17325306	-0.1267643	0.04907894	-0.12549305	Contig13678_s_at	OSJNBa0093F16.27 [Oryza sativa (japonica cultivar-group)] dbj|BAB92907.1| OSJNBa0093F16.27 [Oryza sativa (japonica cultivar-group)] dbj|BAB9	NP_914885.1	basix helix-loop-helix (bHLH) family protein	At3g26744.1	protein Helix-loop-helix DNA-binding domain, putative	Os01g70310	basic helix-loop-helix (bHLH) family protein / F-box family protein, contains Pfam profiles: PF00646 F-box domain, PF00010 helix-loop-helix DNA-binding domain	RNA.regulation of transcription.bHLH,Basic Helix-Loop-Helix family	27_3_06

CUST_8729_PI404877155	2	-0.119820595	-0.27144527	-0.025526047	0.07339764	0.028666496	0.025526047	Contig2598_s_at	putative phosphogluconate dehydrogenase [Oryza sativa (japonica cultivar-group)] dbj|BAA93024.1| putative phosphogluconate dehydrogenase [Or	NP_910282.1	6-phosphogluconate dehydrogenase family protein	At3g02360.2	protein 6-phosphogluconate dehydrogenase, decarboxylating	Os06g02150	putative cytosolic 6-phosphogluconate dehydrogenase	OPP.oxidative PP.6-phosphogluconate dehydrogenase	7_1_03

CUST_9715_PI404877155	2	0.11709976	-0.6925149	-0.14340973	0.09112835	0.022706985	-0.022706032	Contig3463_s_at	fructose-6-phosphate-2-kinase/fructose-2,6-bisphosphatase [Oryza sativa]	AAL66023.1	fructose-6-phosphate 2-kinase / fructose-2,6-bisphosphatase (F2KP)	At1g07110.1	protein 6-phosphofructo-2-kinase, putative	Os05g07130	"ATF2KP;FKFBP;FRUCTOSE-2,6-BISPHOSPHATASE;FRUCTOSE-6-PHOSPHATE 2-KINASE;fructose-6-phosphate 2-kinase / fructose-2,6-bisphosphatase (F2KP), identical to fructose-6-phosphate 2-kinase/fructose-2,6-bisphosphatase (F2KP) (Arabidopsis thaliana) GI:13096098"	glycolysis.Fruc2,6BisPase	4_06

CUST_19947_PI403524517	2	-0.14908504	0.30471516	0.02449131	-0.024490356	0.050037384	-0.25856018	35_5783	Rep: H0425E08.1 protein - Oryza sativa (Rice)	UniRef90_Q01IA7	CHR2V7|COORD:13424068..13428247| IBR domain-containing protein / ARIADNE-like protein ARI7 (ARI7)	AT2G31510.1	CHR04V5|COORD:24362421..24369641|protein protein ariadne-1, putative, expressed	LOC_Os04g41470.1	no descriptionhighly similar to ( 714)AT1G65430| Symbols:  | zinc finger protein-related | chr1:24304828-24309822 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned IBR IBR DUF1777	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_181423_PI403524517	2	-0.42244816	0.5823488	-0.056954384	0.056954384	0.1968422	-0.13433361	35_50446	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_63634_PI403524517	2	-0.124295235	1.6663151	0.25592613	-0.4324417	-0.16738129	0.124295235	35_18167	"Cluster: Putative histone H1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative histone H1 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q9SNN5	CHR1V7|COORD:6978101..6985306| family II extracellular lipase, putative	AT1G20130.1	CHR06V5|COORD:1642801..1641215|protein histone H1, putative, expressed	LOC_Os06g04020.1	no descriptionnot assigned PRK12323 PRK07764	not assigned.unknown	35_2

CUST_114265_PI403524517	2	-0.013175964	-0.1062336	-0.019869804	0.3236351	0.013936996	0.013175964	35_32429	"Cluster: Putative oligopeptidase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative oligopeptidase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q67UZ1	CHR5V7|COORD:26753435..26756719| prolyl oligopeptidase family protein	AT5G66960.1	CHR04V5|COORD:24705559..24701241|protein peroxidase 18 precursor, putative, expressed	LOC_Os04g42100.1	no descriptionvery weakly similar to (74.3)AT5G66960| Symbols:  | prolyl oligopeptidase family protein | chr5:26753435-26756719 REVERSEnot assigned not assigned not assigned not assigned PtrB PRK12323	protein.degradation.serine protease	29_5_5

CUST_36794_PI403524517	2	-0.5374503	-0.026144981	0.026144028	0.4048071	-0.043326378	0.25554562	35_10604	"Cluster: Armadillo/beta-catenin repeat protein-related-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Armadillo/beta-catenin repeat protein-related-like"	UniRef90_Q5VR95	CHR1V7|COORD:25925664..25929037| armadillo/beta-catenin repeat protein-related / U-box domain-containing protein	AT1G68940.1	CHR06V5|COORD:9370952..9367200|protein ubiquitin-protein ligase, putative, expressed	LOC_Os06g16410.1	no descriptionvery weakly similar to (73.9)AT1G68940| Symbols:  | armadillo/beta-catenin repeat protein-related / U-box domain-containing protein | chr1:25925664-25929037 REVERSE	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_5042_PI403524517	2	0.041998863	0.40907192	-0.0481472	-0.041998863	-0.32043886	0.17924786	35_1388	"Cluster: Probable histone acetyltransferase HAC-like 1; n=1; Oryza sativa|Rep: Probable histone acetyltransferase HAC-like 1 - Oryza sativa (Rice)"	UniRef90_Q6YXY2	CHR3V7|COORD:2291349..2292229| zinc finger (C3HC4-type RING finger) family protein	AT3G07200.1	CHR02V5|COORD:1986422..1997361|protein HAC1, putative, expressed	LOC_Os02g04490.1	no descriptionvery weakly similar to (88.2)AT3G07200| Symbols:  | protein binding / zinc ion binding | chr3:2291349-2292229 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned RING	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_24055_PI403524517	2	0.17589378	-1.0487738	0.0023765564	-0.09711456	0.020300865	-0.00237751	35_6988	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_51253_PI403524517	2	0.20865917	-0.8248949	-0.18067169	0.024245262	0.002494812	-0.0024938583	35_14612	"Cluster: Hypothetical protein P0492F05.29; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0492F05.29 - Oryza sativa (japonica cultivar-g"	UniRef90_Q9AWY7	CHR4V7|COORD:12318080..12319584| BTI1 (VIRB2-INTERACTING PROTEIN 1)	AT4G23630.1	CHR01V5|COORD:6964422..6966966|protein seed maturation protein, putative, expressed	LOC_Os01g12650.1	no descriptionmoderately similar to ( 297)AT4G23630| Symbols: BTI1 | BTI1 (VIRB2-INTERACTING PROTEIN 1) | chr4:12318080-12319584 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Reticulon PRK07764 TT_ORF1 PRK12323 Pneumo_att_G	not assigned.no ontology	35_1

CUST_158176_PI403524517	2	-0.1525464	0.36575794	-0.017926693	0.113759995	-0.21492577	0.01792717	35_44162	"Cluster: Os02g0817900 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0817900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DWE8		0	CHR02V5|COORD:35093422..35085325|protein cytochrome P450 97B3, putative, expressed	LOC_Os02g57290.4	no description	not assigned.unknown	35_2

CUST_10903_PI404877155	2	0.01808548	0.04095173	-0.05119133	-0.01808548	0.08090782	-0.036714554	Contig4619_at	putative peptide transporter [Oryza sativa (japonica cultivar-group)] gb|AAP55183.1| putative peptide transporter [Oryza sativa (japonica	NP_922897.1	proton-dependent oligopeptide transport (POT) family protein	At1g62200.1	protein putative peptide transporter	Os10g42900	NONE	lipid metabolism.'exotics' (steroids, squalene etc)	11_8

CUST_26965_PI403524517	2	0.07246971	0.26263046	-0.014300346	-0.15945244	-0.10566139	0.0143013	35_7810	"Cluster: Hypothetical protein P0020C11.5; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0020C11.5 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6Z7F7	0	0	CHR02V5|COORD:21393861..21390417|protein F-box protein interaction domain containing protein, expressed	LOC_Os02g35560.1	no description	not assigned.unknown	35_2

CUST_69909_PI403524517	2	0.038894653	-0.58054066	-0.22369576	0.10474014	0.009711266	-0.009711266	35_20004	"Cluster: HEAT repeat family protein, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: HEAT repeat family protein, expressed - Oryza sativa (japonica"	UniRef90_Q10NR5	CHR4V7|COORD:13798019..13802982| importin beta-2 subunit family protein	AT4G27640.1	CHR03V5|COORD:8530645..8525999|protein protein transporter, putative, expressed	LOC_Os03g15540.1	no descriptionmoderately similar to ( 262)AT4G27640| Symbols:  | importin beta-2 subunit family protein | chr4:13798019-13802982 REVERSEnot assigned	protein.targeting.nucleus	29_3_1

CUST_4387_PI403524517	2	-0.023272514	0.06513691	-0.035712242	-0.12395668	0.023272514	0.11703491	35_1211	Rep: OSK1 - Oryza sativa (Rice)	UniRef90_Q9ZRJ1	"CHR3V7|COORD:31444..34150| AKIN10 (Arabidopsis SNF1 kinase homolog 10, SNF1-RELATED PROTEIN KINASE 1.1); protein kinase"	AT3G01090.2	CHR05V5|COORD:26268347..26263733|protein SNF1-related protein kinase catalytic alpha subunit KIN10, putative, expressed	LOC_Os05g45420.3	" no descriptionhighly similar to ( 793)AT3G01090| Symbols: SnRK1.1, AKIN10 | AKIN10 (Arabidopsis SNF1 kinase homolog 10, SNF1-RELATED PROTEIN KINASE 1.1); protein kinase | chr3:31444-34150 REVERSEhighly similar to ( 680)RKIN1_SECCECarbon catabolite-derepressing protein kinase - Secale cereale (Rye)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase SPS1 Pkinase_Tyr TyrKc PTKc PTKc_Jak_rpt2 PTKc_Srm_Brk PTKc_FAK PTKc_Tec_Rlk PTKc_EGFR_like PTKc_Csk_like PTKc_Tec_like PTKc_Src_like PTKc_InsR_like PTKc_Syk_like PTKc_PDGFR PTKc_Jak2_Jak3_rpt2 PTKc_EphR PTKc_Lyn PTKc_Trk PTKc_Itk PTKc_Tyk2_rpt2 PTKc_Btk_Bmx PTKc_Fes PTKc_Csk PTKc_Axl_like PTKc_Jak1_rpt2 PTKc_Lck_Blk PTKc_Tyro3 PTKc_Hck PTKc_FGFR PTKc_Abl PTKc_Fes_like PTKc_Ack_like PTKc_Frk_like PTKc_Chk PTKc_Ror PTKc_EphR_A PTKc_RET PTKc_EphR_A2 PTKc_DDR PTKc_Met_Ron PTKc_Fyn_Yrk PTK_CCK4 PTKc_EGFR PTKc_FGFR1 PTKc_FGFR3 PTKc_Zap-70 PTKc_FGFR2 PTKc_Fer PTKc_Src PTKc_EphR_B PTKc_Yes PTKc_Syk PTKc_HER4 PTKc_Axl PTKc_TrkC PTKc_Ror1 KA1 PTKc_FGFR4 PTKc_c-ros PTKc_TrkB PTKc_TrkA PTKc_InsR PTKc_HER2 PTKc_Musk PTK_HER3 PTKc_Tie1 PTKc_Ror2 PTKc_Tie PTKc_EphR_A10 PTKc_IGF-1R PTKc_Tie2 PTKc_DDR_like PTKc_DDR1 PTKc_VEGFR PTKc_ALK_LTK PTKc_DDR2 PTKc_Aatyk PTKc_Aatyk2 PTK_Ryk PTKc_Aatyk1_Aatyk3 PTKc_PDGFR_alpha PTKc_VEGFR2 PTKc_Kit PTKc_VEGFR3 PTKc_PDGFR_beta PTKc_CSF-1R COG0478 "	protein.postranslational modification	29_4

CUST_12095_PI404877155	2	-0.02057457	0.4777794	0.026930809	-0.16398048	-0.13776588	0.020575523	Contig5815_at	putative snRNP splicing factor -related [Oryza sativa (japonica cultivar-group)] dbj|BAD03242.1| putative snRNP splicing factor -related [Or	BAD03046.1	small nuclear ribonucleoprotein, putative / snRNP, putative / Sm protein, putative	At2g03870.2	protein Sm protein, putative	Os08g08040	snRNP splicing factor -related	RNA.processing	27_1

CUST_148896_PI403524517	2	-0.30084515	-0.34425163	-0.047864437	0.047864437	0.11901331	0.07805681	35_41653	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_56230_PI403524517	2	0.10771942	0.047107697	-0.019618034	-0.16349602	0.019618034	-0.17376041	35_16005	Rep: OSIGBa0148I18.2 protein - Oryza sativa (Rice)	UniRef90_Q01N35	CHR5V7|COORD:5079582..5081932| proteasome family protein	AT5G15610.2	CHR04V5|COORD:213365..210063|protein PCI domain containing protein, expressed	LOC_Os04g01290.1	no descriptionweakly similar to ( 163)AT5G15610| Symbols:  | proteasome family protein | chr5:5079582-5081932 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF566 PRK07003 PRK12323 HPC2 Herpes_BLLF1 DUF1421 Atrophin-1 Extensin_2 AF-4 PRK09169 Tymo_45kd_70kd APC_basic PRK07764 Herpes_capsid GRASP55_65 PRK05648 PRK08853	protein.degradation.ubiquitin.proteasom	29_5_11_20

CUST_32917_PI403524517	2	-0.19328117	0.12843513	0.6050844	-0.2986784	0.25320435	-0.12843513	35_9486	"Cluster: Hypothetical protein P0029C06.12; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0029C06.12 - Oryza sativa (japonica cultivar-g"	UniRef90_Q69Q43	CHR1V7|COORD:6978101..6985306| family II extracellular lipase, putative	AT1G20130.1	CHR06V5|COORD:24088906..24090220|protein expressed protein	LOC_Os06g40440.1	no descriptionnot assigned not assigned not assigned not assigned PRK07764 PRK12323 PRK07003 PRK05648 Drf_FH1	not assigned.unknown	35_2

CUST_9303_PI403524517	2	-0.07086277	0.103159904	-0.03342247	0.02267456	0.108345985	-0.02267456	35_2615	"Cluster: F21M12.1 protein; n=3; Arabidopsis thaliana|Rep: F21M12.1 protein - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_O04485	CHR1V7|COORD:3113079..3116457| ATP binding / aminoacyl-tRNA ligase	AT1G09620.1	CHR09V5|COORD:12734641..12729526|protein leucyl-tRNA synthetase, cytoplasmic, putative, expressed	LOC_Os09g21110.1	no descriptionvery weakly similar to (85.9)AT1G09620| Symbols:  | ATP binding / aminoacyl-tRNA ligase | chr1:3113079-3116457 REVERSEnot assigned	protein.aa activation. leucine-tRNA ligase	29_1_4

CUST_76409_PI403524517	2	0.15496206	-0.093604565	0.08062887	-0.08062887	-0.31127214	0.55662394	35_21907	"Cluster: Putative chemocyanin; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative chemocyanin - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5Z6N2	"CHR2V7|COORD:826629..827719| ARPN (PLANTACYANIN); copper ion binding"	AT2G02850.1	CHR06V5|COORD:8836908..8835979|protein chemocyanin precursor, putative	LOC_Os06g15600.1	"no descriptionvery weakly similar to (87.0)AT2G02850| Symbols: ARPN | ARPN (PLANTACYANIN); copper ion binding | chr2:826629-827719 REVERSEvery weakly similar to (99.8)BABL_LILLOChemocyanin precursor - Lilium longiflorum (Trumpet lily)Cu_bind_like"	misc.plastocyanin-like	26_19

CUST_122095_PI403524517	2	0.07816696	0.13024712	-0.043008804	-0.32078838	-0.54935265	0.043008804	35_34465	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_10213_PI403524517	2	0.25665426	-0.07311869	0.07311821	0.32929945	-0.2768588	-0.07329893	35_2881	"Cluster: Putative importin-alpha re-exporter; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative importin-alpha re-exporter - Oryza sativa (japonica cult"	UniRef90_Q9LI34	CHR2V7|COORD:19103939..19106857| cellular apoptosis susceptibility protein, putative / importin-alpha re-exporter, putative	AT2G46520.1	CHR01V5|COORD:7479626..7474443|protein importin-alpha re-exporter, putative, expressed	LOC_Os01g13430.1	 no descriptionhighly similar to ( 557)AT2G46520| Symbols:  | cellular apoptosis susceptibility protein, putative / importin-alpha re-exporter, putative | chr2:19103939-19106857 FORWARDnot assigned not assigned CAS_CSE1 Cse1 CSE1 	protein.targeting.nucleus	29_3_1

CUST_8180_PI403524517	2	-0.051073074	0.2051506	0.051073074	-0.21679306	0.05696106	-0.10260582	35_2283	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_28052_PI403524517	2	0.028998375	-0.19344234	-0.028998375	0.040472984	-0.08566666	0.1814642	35_8108	"Cluster: Pleiotropic drug resistance protein 6; n=1; Oryza sativa|Rep: Pleiotropic drug resistance protein 6 - Oryza sativa (Rice)"	UniRef90_Q8GU87	"CHR2V7|COORD:11488701..11494952| ATPDR4/PDR4 (PLEIOTROPIC DRUG RESISTANCE 4); ATPase, coupled to transmembrane movement of substances"	AT2G26910.1	CHR01V5|COORD:4034275..4030553|protein ATPase, coupled to transmembrane movement of substances, putative, expressed	LOC_Os01g08260.2	" no descriptionweakly similar to ( 164)AT2G26910| Symbols: PDR4, ATPDR4 | ATPDR4/PDR4 (PLEIOTROPIC DRUG RESISTANCE 4); ATPase, coupled to transmembrane movement of substances | chr2:11488701-11494952 FORWARDmoderately similar to ( 219)PDR6_ORYSAnot assigned not assigned ABC2_membrane "	transport.ABC transporters and multidrug resistance systems	34_16

CUST_16325_PI404877155	2	0.035312176	0.19675684	-0.4524293	-0.035312176	-0.10204792	0.36895704	EBro08_SQ012_B10_at	putative glycerol-3-phosphate dehydrogenase [Oryza sativa (japonica cultivar-group)] dbj|BAB86423.1| glycerol-3-phosphate dehydrogenase-like	NP_915827.1	NAD-dependent glycerol-3-phosphate dehydrogenase family protein	At2g41540.1	protein NAD-dependent glycerol-3-phosphate dehydrogenase	Os05g41590	putative glycerol-3-phosphate dehydrogenase	lipid metabolism.glyceral metabolism	11_5

CUST_27555_PI403524517	2	-0.034571648	0.3882475	0.0052957535	-0.084010124	0.028191566	-0.0052957535	35_7972	Rep: Expressed protein - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q9SK63	CHR2V7|COORD:8803556..8805223| similar to expressed protein [Medicago truncatula] (GB:ABE92033.1)	AT2G20390.1	CHR02V5|COORD:31748756..31752491|protein expressed protein	LOC_Os02g51840.1	no descriptionweakly similar to ( 123)AT2G20390| Symbols:  | similar to expressed protein [Medicago truncatula] (GB:ABE92033.1) | chr2:8803556-8805223 REVERSE	not assigned.unknown	35_2

CUST_78189_PI403524517	2	0.09462166	0.040999413	-0.13669872	-0.061728477	0.026060104	-0.02605915	35_22414	"Cluster: Os01g0605600 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0605600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JLE3	0	0	CHR01V5|COORD:24182576..24188688|protein expressed protein	LOC_Os01g42080.1	no description	not assigned.unknown	35_2

CUST_82745_PI403524517	2	0.03124237	0.79670525	-0.04880333	-0.03124237	-0.0842309	0.56555176	35_23730	Rep: OSJNBb0004A17.13 protein - Oryza sativa (Rice)	UniRef90_Q7FAQ8	CHR1V7|COORD:9039777..9042860| protein kinase	AT1G26150.1	CHR04V5|COORD:34119412..34122849|protein expressed protein	LOC_Os04g57680.2	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07003 Atrophin-1 PRK07764 PRK12323 PRK05648 HPC2 Drf_FH1 Tymo_45kd_70kd PRK12678 Gag_spuma	not assigned.unknown	35_2

CUST_14849_PI403524517	2	-0.4333496	-2.103055	0.6549835	0.42053223	0.5077362	-0.42053223	35_4279	"Cluster: Os06g0185100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0185100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DE10	CHR4V7|COORD:7657369..7658160| short-chain dehydrogenase/reductase (SDR) family protein	AT4G13180.1	CHR06V5|COORD:4275275..4276141|protein versicolorin reductase, putative, expressed	LOC_Os06g08600.1	no descriptionmoderately similar to ( 234)AT4G13180| Symbols:  | short-chain dehydrogenase/reductase (SDR) family protein | chr4:7657369-7658160 REVERSEmoderately similar to ( 204)SDR1_PICABShort-chain type dehydrogenase/reductase - Picea abies (Norway spruce) (Picea excelsa)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12939 PRK12937 fabG fabG fabG PRK12826 FabG PRK12829 PRK06841 PRK12827 PRK06138 PRK12744 PRK07479 PRK12429 PRK08324 PRK12828 fabG PRK06484 PRK07774 PRK06947 PRK06123 PRK09135 PRK06057 PRK08265 PRK08643 PRK07063 PRK07478 PRK12745 PRK05875 PRK06172 PRK12748 PRK06124 PRK07067 PRK12743 PRK08063 PRK08213 PRK08220 PRK07035 PRK06346 fabG PRK06114 PRK12824 PRK07060 fabG PRK07890 PRK06198 PRK07069 PRK08936 fabG PRK08277 fabG PRK07074 PRK06500 PRK06122 PRK07791 PRK06128 PRK07814 PRK06113 PRK07856 PRK09134 fabG PRK07576 adh_short fabG PRK12936 fabG fabG PRK06523 PRK07831 fabG PRK06949 PRK08589 PRK05855 PRK08226 PRK09242 PRK07523 PRK12935 PRK12384 PRK05872 PRK06935 PRK07677 DltE PRK07985 PRK06200 PRK12481 PRK06398 benD PRK12747 fabG COG4221 PRK07633 PRK09730 PRK08993 PRK08416 PRK07577 PRK07041 PRK07825 PRK12938 PRK07326 PRK05867 PRK06701 PRK12742 PRK06171 PRK12428 PRK08264 PRK08945 PRK12746 PRK05717 PRK07109 PRK08628 FabI PRK09186 PRK12859 PRK07097 PRK07533 PRK08085 PRK07370 PRK07062 KR PRK06181 PRK06194 PRK09072 fabG PRK07775 PRK06180 PRK06125 PRK07454 PRK07806 PRK08278 fabG PRK07201 PRK08219 PRK06196 PRK05650 PRK09291 PRK08267 fabG PRK08263 PRK07832 PRK08339 PRK07024 PRK06482 PRK05866 PRK06940 PRK08159 PRK06182 PRK06505 PRK07023 PRK08017 PRK05876 PRK08594 PRK06179 PRK07984 PRK08303 PRK05854 PRK05693 PRK06483 PRK06603 PRK06914 TT_ORF1 DltE PRK07102 PRK08703 PRK06079 PRK08177 PRK06139 PRK08690 PRK08415 PRK05993 PRK06997 PRK12323 PRK08251 PRK12678 PRK06197 PRK08340 WcaG PRK08862 PRK07904 PRK07764	misc.short chain dehydrogenase/reductase (SDR)	26_22

CUST_14710_PI404877155	2	0.06908798	0.54085064	-0.06908798	-0.27809334	-0.5298767	0.19346523	Contig8533_s_at	transcription factor WAPB [Triticum aestivum]	AAR26000.1	CCAAT-binding transcription factor (CBF-B/NF-YA) family protein	At3g20910.1	protein probable transcription factor - rice	Os03g07880	gi|32413743|ref|XP_327351.1| predicted protein	RNA.regulation of transcription.CCAAT box binding factor family, HAP2	27_3_14

CUST_51601_PI403524517	2	-0.017072678	0.017071724	0.4800396	-0.0945549	0.09961128	-0.48407364	35_14707	Rep: Beta-cyanoalanine synthase - Oryza sativa (indica cultivar-group)	UniRef90_Q5UJF9	"CHR3V7|COORD:22746860..22748767| ATCYSC1 (BETA-SUBSTITUTED ALA SYNTHASE 3;1); L-3-cyanoalanine synthase/ cysteine synthase"	AT3G61440.1	CHR04V5|COORD:4448989..4444554|protein cysteine synthase, chloroplast precursor, putative, expressed	LOC_Os04g08350.2	" no descriptionmoderately similar to ( 480)AT3G61440| Symbols: ARATH;BSAS3;1, ATCYSC1 | ATCYSC1 (BETA-SUBSTITUTED ALA SYNTHASE 3;1) | chr3:22747358-22748767 FORWARDmoderately similar to ( 402)CYSKP_SOLTUCysteine synthase, chloroplast/chromoplast precursor - Solanum tuberosum (Potato)not assigned not assigned not assigned not assigned CysK PRK10717 cysM PALP IlvA PRK08198 PRK06382 PRK08639 PRK09224 PRK08638 PRK12483 PRK07334 PRK08526 PRK06815 PRK07476 ThrC PRK08246 PRK05638 PRK06608 PRK07048 PRK06381 PRK07702 PRK06450 TrpB PRK08206 PRK06177 "	amino acid metabolism.synthesis.serine-glycine-cysteine group.cysteine.OASTL	13_1_5_3_1

CUST_18351_PI399408534	2	-1.152823	-0.12236214	0.4716649	0.18695068	0.12236166	-1.0966306	35_19860	"Cluster: OSJNBb0039L24.8 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBb0039L24.8 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XML0	"CHR4V7|COORD:13052564..13053582| AtMYB18 (myb domain protein 18); DNA binding / transcription factor"	AT4G25560.1	CHR02V5|COORD:25753984..25757154|protein transcription factor LAF1, putative, expressed	LOC_Os02g42850.1	"no descriptionweakly similar to ( 191)AT5G52260| Symbols: AtMYB19 | AtMYB19 (myb domain protein 19); DNA binding / transcription factor | chr5:21237391-21238449 FORWARDweakly similar to ( 166)MYB3_HORVUMyb-related protein Hv33 - Hordeum vulgare (Barley)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned REB1 Myb_DNA-binding DUF1421 SANT PRK07003 PRK07764 SANT Tymo_45kd_70kd Atrophin-1"	RNA.regulation of transcription.MYB domain transcription factor family	27_3_25

CUST_3806_PI403524517	2	0.010699272	-0.45994473	0.11196041	-0.025888443	-0.010700226	0.0413332	35_1041	Rep: Proteasome subunit alpha type 3 - Oryza sativa (Rice)	UniRef90_Q9LSU0	"CHR2V7|COORD:11535593..11537936| PAG1 (20S proteasome alpha subunit G1); peptidase"	AT2G27020.1	CHR05V5|COORD:24043469..24039230|protein proteasome subunit alpha type 3, putative, expressed	LOC_Os05g41180.1	"no descriptionmoderately similar to ( 412)AT2G27020| Symbols: PAG1 | PAG1 (20S proteasome alpha subunit G1); peptidase | chr2:11535593-11537936 REVERSEmoderately similar to ( 436)PSA3_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned proteasome_alpha_type_3 proteasome_alpha PRE1 PRK03996 Proteasome proteasome_alpha_archeal proteasome_protease_HslV proteasome_alpha_type_1 proteasome_alpha_type_5 proteasome_alpha_type_2 proteasome_alpha_type_6 proteasome_alpha_type_4 proteasome_alpha_type_7 Ntn_hydrolase proteasome_beta_archeal proteasome_beta proteasome_beta_type_7 proteasome_beta_type_6 proteasome_beta_type_1"	protein.degradation.ubiquitin.proteasom	29_5_11_20

CUST_67575_PI403524517	2	-0.7356224	0.08003235	-0.05425167	0.001909256	-0.0019102097	0.11102009	35_19303	"Cluster: Hypothetical protein OSJNBa0094J08.22; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0094J08.22 - Oryza sativa (japonica"	UniRef90_Q84TW5	"CHR5V7|COORD:290031..291106| Identical to Protein At5g01750 [Arabidopsis Thaliana] (GB:Q9LZX1;GB:Q8LEK9); similar to unknown protein [Arabidopsis thaliana]"	AT5G01750.2	CHR03V5|COORD:34185146..34184019|protein expressed protein	LOC_Os03g60220.1	"no descriptionweakly similar to ( 130)AT5G01750| Symbols:  | Identical to Protein At5g01750 [Arabidopsis Thaliana] (GB:Q9LZX1;GB:Q8LEK9); similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G11740.1); similar to Protein of unknown function DUF567 [Medicago truncatula] (GB:ABE88873.1); contains InterPro domain Protein of unknown function DUF567; (InterPro:IPR007612) | chr5:290031-291106 FORWARDnot assigned not assigned not assigned DUF567"	not assigned.unknown	35_2

CUST_11363_PI404877155	2	-0.015182495	-0.018730164	0.07551479	0.015183449	-0.05499077	0.048659325	Contig5035_at	guanine nucleotide-exchange-like protein - Arabidopsis thaliana emb|CAB89051.1| guanine nucleotide-exchange-like protein [Arabidopsis thalia	T49244	guanine nucleotide exchange family protein	At3g43300.1	protein Sec7 domain, putative	Os07g37750	NONE	signalling.G-proteins	30_5

CUST_1052_PI404877155	2	-0.032898903	-0.07699394	0.117406845	0.032898903	-0.18426132	0.073926926	Contig11070_at	putative LRR receptor-like protein kinase [Oryza sativa (japonica cultivar-group)] dbj|BAB39873.1| putative LRR receptor-like protein kinase	NP_908412.1	protein kinase, putative	At1g70460.1	protein transposon protein, putative, CACTA, En/Spm sub-class	Os01g02040	"similar to protein kinase family protein [Arabidopsis thaliana] (TAIR:At5g38560.1); similar to putative receptor protein kinase PERK1 [Oryza sativa (japonica cultivar-group)] (GB:BAD87028.1); contains InterPro domain Serine/threonine protein kinase, activ"	signalling.receptor kinases.misc	30_2_99

CUST_9153_PI404877155	2	-0.14284515	-0.579751	0.016142845	0.062498093	-0.010090828	0.010090828	Contig2940_s_at	Cytochrome c oxidase polypeptide Vc (Cytochrome c oxidase subunit 5c) pir||T05365 probable cytochrome-c oxidase (EC 1.9.3.1) chain Vc - barl	Q42841	cytochrome c oxidase subunit Vc family protein / COX5C family protein	At2g47380.1	protein Cytochrome c oxidase subunit Vc (COX5C)	Os12g37420	cytochrome c oxidase, Vc subunit	mitochondrial electron transport / ATP synthesis.cytochrome c oxidase	9_7

CUST_46144_PI403524517	2	0.13710213	-0.009448528	-0.1584506	0.01766777	0.009448528	-0.40144873	35_13214	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_36217_PI403524517	2	0.008312225	-0.39353943	6.484985E-5	0.029639244	-0.013486862	-6.389618E-5	35_10442	"Cluster: ATP synthase beta subunit/transcription termination factor rho-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: ATP synthase beta"	UniRef90_Q5ZC77	"CHR3V7|COORD:10760817..10763071| similar to Os01g0588800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001043438.1); similar to Protein of unknown"	AT3G28700.1	CHR01V5|COORD:23275012..23279035|protein uncharacterized ACR, COG1565 family protein, expressed	LOC_Os01g40620.1	"no descriptionweakly similar to ( 147)AT3G28700| Symbols:  | similar to Os01g0588800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001043438.1); similar to Protein of unknown function DUF185 [Medicago truncatula] (GB:ABE89053.1); contains InterPro domain Protein of unknown function DUF185; (InterPro:IPR003788) | chr3:10760817-10763071 FORWARDnot assigned"	not assigned.unknown	35_2

CUST_28584_PI403524517	2	0.0026388168	-0.19207573	-0.0026388168	0.13750744	0.23615742	-0.021369934	35_8259	"Cluster: Putative serine/threonine protein kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative serine/threonine protein kinase - Oryza sativa (jap"	UniRef90_Q75GK4	"CHR3V7|COORD:8172661..8173950| CIPK7 (CBL-INTERACTING PROTEIN KINASE 7); kinase"	AT3G23000.1	CHR03V5|COORD:24182129..24180423|protein CBL-interacting serine/threonine-protein kinase 15, putative, expressed	LOC_Os03g43440.1	" no descriptionmoderately similar to ( 283)AT4G14580| Symbols: SnRK3.3, CIPK4 | CIPK4 (CBL-INTERACTING PROTEIN KINASE 4); kinase | chr4:8367883-8369163 REVERSEmoderately similar to ( 224)CIPK1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase SPS1 Pkinase_Tyr TyrKc PTKc PTKc_Csk_like PTKc_Srm_Brk PTKc_Ack_like PTKc_Src_like PTKc_Frk_like PTKc_Fes_like PTKc_EGFR_like PTKc_Chk PTKc_Jak_rpt2 PTKc_InsR_like PTKc_Tec_like PTKc_FAK PTKc_Fer PTKc_Hck PTKc_EphR PTKc_Abl PTKc_Csk PTKc_Fes PTKc_Lck_Blk PRK07003 PTKc_c-ros PTKc_Lyn PTKc_Syk_like PTKc_Tyk2_rpt2 PTKc_Fyn_Yrk PTKc_EphR_A PTKc_Src PTKc_EGFR PTKc_Btk_Bmx PTKc_FGFR PTKc_Tec_Rlk Herpes_BLLF1 PTKc_EphR_B PRK12323 PTKc_Jak1_rpt2 PTKc_Tyro3 PTKc_Yes PTKc_ALK_LTK PTKc_InsR PTKc_Jak2_Jak3_rpt2 PTKc_HER4 PTKc_EphR_A2 PTKc_Axl_like PTKc_PDGFR PTKc_Itk PTKc_HER2 PTKc_Aatyk PTKc_DDR PTKc_IGF-1R PTKc_Met_Ron PTKc_RET PTKc_Ror Tymo_45kd_70kd Atrophin-1 PTK_Ryk PTKc_FGFR4 PTKc_Musk PTKc_Trk PTKc_FGFR3 AF-4 PTKc_Axl PTKc_Syk PRK07764 PTKc_Aatyk1_Aatyk3 infB PTKc_FGFR2 APC_basic PTKc_Tie PTKc_Tie1 HPC2 PTK_CCK4 PTK_HER3 PTKc_Tie2 PTKc_FGFR1 IER Herpes_UL32 PTKc_Zap-70 DUF566 Pneumo_att_G SerH PTKc_VEGFR PRK05648 TT_ORF1 PTKc_TrkC PRK12372 PRK12678 PTKc_DDR_like PTKc_DDR2 PTKc_EphR_A10 PTK_Jak_rpt1 KAR9 Extensin_2 PRK09169 Herpes_TAF50 DUF1421 PTKc_VEGFR2 "	protein.postranslational modification	29_4

CUST_8733_PI403524517	2	0.12726212	0.08493805	-0.045689583	-0.015615463	-0.08819389	0.015615463	35_2450	"Cluster: OJ991113_30.8 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: OJ991113_30.8 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XUF8	"CHR3V7|COORD:7891052..7892101| ATRPABC24.3 (Arabidopsis thaliana RNA polymerase I, II and III 24.3 kDa subunit); DNA binding / DNA-directed RNA polymerase"	AT3G22320.1	CHR04V5|COORD:24136326..24133296|protein DNA-directed RNA polymerases II 24 kDa polypeptide, putative, expressed	LOC_Os04g41040.1	" no descriptionweakly similar to ( 181)AT3G22320| Symbols: ATRPABC24.3 | ATRPABC24.3 (""Arabidopsis thaliana RNA polymerase I, II and III 24.3 kDa subunit""); DNA binding / DNA-directed RNA polymerase | chr3:7891052-7892101 REVERSEnot assigned RNA_pol_Rpb5_N RPB5 RNA_pol_Rpb5_C rpoH "	RNA.transcription	27_2

CUST_71962_PI403524517	2	0.0024871826	0.2443533	-0.0024871826	0.079582214	-0.112137794	-0.008276939	35_20629	Rep: Fasciclin-like protein FLA25 - Triticum aestivum (Wheat)	UniRef90_Q06I81	0	0	CHR07V5|COORD:3256537..3260418|protein fasciclin domain, putative, expressed	LOC_Os07g06680.1	no description	not assigned.unknown	35_2

CUST_88965_PI403524517	2	0.21526623	-0.37013245	0.12303543	0.05435562	-0.12404728	-0.05435562	35_25454	"Cluster: Hypothetical protein P0476C12.24; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0476C12.24 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6Z868	"CHR1V7|COORD:9054811..9056513| similar to Os02g0326000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001046704.1); similar to unnamed protein product"	AT1G26180.1	CHR02V5|COORD:13127037..13119918|protein membrane protein, putative, expressed	LOC_Os02g22060.1	"no descriptionvery weakly similar to (85.9)AT1G26180| Symbols:  | similar to Os02g0326000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001046704.1); similar to unnamed protein product [Ostreococcus tauri] (GB:CAL54160.1) | chr1:9054811-9056513 FORWARD"	not assigned.unknown	35_2

CUST_17332_PI404877155	2	0.35855913	0.23195314	-0.016367435	0.016367912	-0.044742584	-0.3882985	HU03N08u_s_at	putative pyrophosphate--fructose-6-phosphate 1-phosphotransferase [Oryza sativa (japonica cultivar-group)] gb|AAP53685.1| putative pyrophosp	NP_921398.1	phosphofructokinase family protein	At2g22480.1	protein Phosphofructokinase, putative	Os10g26570	"phosphofructokinase family protein, similar to phosphofructokinase (Amycolatopsis methanolica) GI:17432243; contains Pfam profile PF00365: Phosphofructokinase"	glycolysis.PPFK	4_04

CUST_87799_PI403524517	2	0.13853645	0.3649063	-0.003156662	0.0031571388	-0.33318853	-0.3381605	35_25135	"Cluster: Hypothetical protein P0005H10.2-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0005H10.2-1 - Oryza sativa (japonica cultivar"	UniRef90_Q5N789	"CHR2V7|COORD:16583328..16585782| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G45750.1); similar to Os01g0846500 [Oryza sativa (japonica"	AT2G39740.1	CHR01V5|COORD:36686558..36692342|protein nucleic acid binding protein, putative, expressed	LOC_Os01g62790.1	"no descriptionmoderately similar to ( 212)AT2G39740| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G45750.1); similar to Os01g0846500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001044790.1); similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:BAD81827.1); contains InterPro domain PAP/25A-associated; (InterPro:IPR002058); contains InterPro domain PAP/25A core; (InterPro:IPR001201) | chr2:16583328-16585782 FORWARDnot assigned not assigned TRF4"	not assigned.unknown	35_2

CUST_63290_PI403524517	2	-0.107614994	0.31179047	0.24033594	-0.116132736	0.030644417	-0.030644894	35_18069	Rep: Hypothetical protein OJ1540_H01.6 - Oryza sativa (Rice)	UniRef90_Q8SB41	0	0	CHR11V5|COORD:27846727..27844961|protein retrotransposon protein, putative, LINE subclass	LOC_Os11g47220.1	no description	not assigned.unknown	35_2

CUST_3621_PI404877155	2	-0.022071838	0.10706711	0.022071838	-0.17419338	-0.30434608	0.15892982	Contig14170_at	auxin response factor 7a [Oryza sativa]	BAB85916.1	auxin-responsive factor (ARF7)	At5g20730.1	protein auxin response factor 7a	Os06g48950	auxin response factor 7a	RNA.regulation of transcription.ARF, Auxin Response Factor family	27_3_04

CUST_132725_PI403524517	2	-0.21903515	0.6549425	-0.2575178	0.58877563	-0.3640318	0.21903515	35_37271	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2RAN1		0	CHR11V5|COORD:2052137..2055113|protein cadmium tolerance factor, putative, expressed	LOC_Os11g04830.1	no description	not assigned.unknown	35_2

CUST_112162_PI403524517	2	0.08313084	-0.39867115	-0.26968765	0.0894022	0.116594315	-0.08313084	35_31846	Rep: H0124B04.9 protein - Oryza sativa (Rice)	UniRef90_Q259F3	CHR5V7|COORD:8282288..8283959| hydrolase, hydrolyzing O-glycosyl compounds	AT5G24318.1	CHR07V5|COORD:7785077..7787159|protein glucan endo-1,3-beta-glucosidase precursor, putative, expressed	LOC_Os07g13580.1	 no descriptionweakly similar to ( 168)AT5G24318| Symbols:  | hydrolase, hydrolyzing O-glycosyl compounds | chr5:8282288-8283959 REVERSEweakly similar to ( 119)E13B_WHEATGlucan endo-1,3-beta-glucosidase precursor - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Glyco_hydro_17 PRK12678 PRK07764 	misc.beta 1,3 glucan hydrolases	26_4

CUST_149362_PI403524517	2	-0.08568668	-0.8196807	0.08568621	0.24993896	0.08844519	-0.17170238	35_41781	"Cluster: Putative pentatricopeptide repeat domain containing protein; n=2; Oryza sativa|Rep: Putative pentatricopeptide repeat domain containing protein -"	UniRef90_Q8SB86	CHR2V7|COORD:12719961..12722177| pentatricopeptide (PPR) repeat-containing protein	AT2G29760.1	CHR10V5|COORD:21654252..21657634|protein pentatricopeptide repeat protein PPR986-12, putative, expressed	LOC_Os10g40920.1	"no descriptionvery weakly similar to (55.8)AT3G49170| Symbols: EMB2261 | EMB2261 (EMBRYO DEFECTIVE 2261); binding | chr3:18237939-18240585 REVERSE"	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_158980_PI403524517	2	-0.1882081	0.8144026	0.30734444	-0.014341831	0.008031845	-0.008031845	35_44376	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_26050_PI403524517	2	-0.33241367	-0.22711849	0.7231121	0.22711754	0.52546406	-0.4143095	35_7547	"Cluster: Putative pollen specific protein SF21; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative pollen specific protein SF21 - Oryza sativa (japonica"	UniRef90_Q5SNH3	CHR5V7|COORD:22975212..22977832| Ndr family protein	AT5G56750.1	CHR01V5|COORD:4981945..4978944|protein pollen-specific protein SF21, putative, expressed	LOC_Os01g09670.1	no descriptionmoderately similar to ( 263)AT5G11790| Symbols:  | Ndr family protein | chr5:3799683-3802497 FORWARDmoderately similar to ( 219)SF21_HELANPollen-specific protein SF21 - Helianthus annuus (Common sunflower)not assigned Ndr	not assigned.no ontology	35_1

CUST_111209_PI403524517	2	-0.28875828	-1.456047	1.6441059	0.28875828	1.0780249	-1.0743771	35_31579	"Cluster: Tropinone reductase, putative; n=2; Oryza sativa (japonica cultivar-group)|Rep: Tropinone reductase, putative - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2R092	CHR5V7|COORD:1824067..1825834| tropinone reductase, putative / tropine dehydrogenase, putative	AT5G06060.1	CHR11V5|COORD:25552303..25550729|protein tropinone reductase 2, putative	LOC_Os11g43200.1	 no descriptionvery weakly similar to (87.4)AT5G06060| Symbols:  | tropinone reductase, putative / tropine dehydrogenase, putative | chr5:1824067-1825834 REVERSEnot assigned not assigned not assigned PRK09242 fabG fabG fabG PRK07326 PRK12829 PRK08213 PRK07856 FabG PRK06124 fabG PRK12826 PRK06523 PRK12939 COG4221 PRK06200 fabG 	misc.nitrilases, *nitrile lyases, berberine bridge enzymes, reticuline oxidases, troponine reductases	26_8

CUST_48192_PI403524517	2	0.022681236	-0.6776066	0.06071472	-0.08872604	-0.022680283	0.089084625	35_13778	"Cluster: PREDICTED: similar to germinal histone H4 gene; n=1; Canis familiaris|Rep: PREDICTED: similar to germinal histone H4 gene - Canis familiaris"	UniRef90_UPI00004A5DE8	CHR5V7|COORD:24068875..24069186| histone H4	AT5G59690.1	CHR10V5|COORD:20690219..20689571|protein histone H4, putative, expressed	LOC_Os10g39410.1	no descriptionweakly similar to ( 157)AT5G59970| Symbols:  | histone H4 | chr5:24163578-24163889 REVERSEweakly similar to ( 157)H4_PEAHistone H4 - Pisum sativum (Garden pea)not assigned H4 H4 HHT1 Histone	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_32690_PI399408534	2	0.0030975342	-0.003098011	-0.43960524	0.49227905	0.7048893	-0.13317633	35_568	"Cluster: 1-aminocyclopropane-1-carboxylate oxidase; n=2; Oryza sativa|Rep: 1-aminocyclopropane-1-carboxylate oxidase - Oryza sativa (Rice)"	UniRef90_O65031	CHR1V7|COORD:1431418..1432694| EFE (ethylene forming enzyme)	AT1G05010.1	CHR02V5|COORD:32552766..32556826|protein 1-aminocyclopropane-1-carboxylate oxidase 1, putative, expressed	LOC_Os02g53180.2	 no descriptionmoderately similar to ( 412)AT1G05010| Symbols: EAT1, EFE | EFE (ethylene forming enzyme) | chr1:1431418-1432694 REVERSEmoderately similar to ( 434)ACCO1_ORYSAnot assigned not assigned not assigned not assigned not assigned PcbC 2OG-FeII_Oxy PRK12678 PRK12323 PRK07764 Tymo_45kd_70kd PRK07003 	hormone metabolism.ethylene.synthesis-degradation	17_5_1

CUST_34049_PI403524517	2	0.13899326	0.040597916	0.120625496	-0.04059744	-0.1398735	-0.04322338	35_9816	"Cluster: Putative dual-specificity tyrosine-(Y)-phosphorylation regulated kinase TbPK4; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative dual-specifici"	UniRef90_Q5QLC6	CHR1V7|COORD:27623783..27628560| protein kinase family protein	AT1G73460.1	CHR01V5|COORD:35980035..35985246|protein ATP binding protein, putative, expressed	LOC_Os01g61620.1	no descriptionweakly similar to ( 118)AT1G73460| Symbols:  | protein kinase family protein | chr1:27623783-27628560 FORWARDnot assigned	protein.postranslational modification	29_4

CUST_17046_PI404877155	2	0.8051276	-0.19866562	0.16390896	-0.16390896	-0.2892313	0.7984586	HS09F06u_at	P0692C11.28 [Oryza sativa (japonica cultivar-group)] ref|NP_916564.1| P0510F09.13 [Oryza sativa (japonica cultivar-group)]	NP_916552.1	basic helix-loop-helix (bHLH) family protein	At5g67060.1	protein Helix-loop-helix DNA-binding domain, putative	Os08g01700	NONE	RNA.regulation of transcription.bHLH,Basic Helix-Loop-Helix family	27_3_06

CUST_131045_PI403524517	2	-0.25874567	0.036395073	0.17211914	-0.036394596	0.13574028	-0.49116325	35_36807	"Cluster: Hypothetical protein; n=1; Dictyostelium discoideum AX4|Rep: Hypothetical protein - Dictyostelium discoideum AX4"	UniRef90_Q54WX7	CHR3V7|COORD:3381853..3384232| zinc finger (C3HC4-type RING finger) family protein	AT3G10810.1	CHR04V5|COORD:24370257..24370964|protein skin secretory protein xP2 precursor, putative, expressed	LOC_Os04g41480.1	no description	not assigned.unknown	35_2

CUST_5902_PI403524517	2	0.073654175	-1.9073486E-4	-0.06144142	1.9073486E-4	0.016736984	-0.049876213	35_1630	"Cluster: OSJNBb0006N15.13 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBb0006N15.13 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XMI6	"CHR1V7|COORD:3607886..3610300| TIF3H1 (eukaryotic translation initiation factor 3 subunit H1); translation initiation factor"	AT1G10840.1	CHR04V5|COORD:18218342..18213649|protein eukaryotic translation initiation factor 3 subunit 3, putative, expressed	LOC_Os04g30780.1	"no descriptionhighly similar to ( 518)AT1G10840| Symbols: TIF3H1 | TIF3H1 (eukaryotic translation initiation factor 3 subunit H1); translation initiation factor | chr1:3607886-3610300 REVERSEnot assigned JAB_MPN Mov34"	protein.synthesis.initiation	29_2_3

CUST_48995_PI403524517	2	0.30463123	-1.4985847	-0.010899544	0.034496307	-0.065797806	0.01089859	35_13987	Rep: Histone H2B.4 - Triticum aestivum (Wheat)	UniRef90_Q43215	CHR2V7|COORD:15743910..15744326| histone H2B, putative	AT2G37470.1	CHR01V5|COORD:36341546..36340693|protein histone H2B.4, putative, expressed	LOC_Os01g62230.1	 no descriptionweakly similar to ( 171)AT5G22880| Symbols:  | histone H2B, putative | chr5:7652133-7652570 REVERSEweakly similar to ( 176)H2B3_WHEATHistone H2B.3 - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned H2B Histone TT_ORF1 Tymo_45kd_70kd Protamine_P1 	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_20166_PI403524517	2	-0.15640259	0.37709904	0.14839935	0.029187202	-0.029188156	-0.08743286	35_5845	"Cluster: Initiation factor 2 subunit family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Initiation factor 2 subunit family protein, exp"	UniRef90_Q2QQD9	CHR1V7|COORD:20131302..20134502| GTP binding / translation initiation factor	AT1G53900.1	CHR12V5|COORD:18853849..18850839|protein translation initiation factor eIF-2B alpha subunit, putative, expressed	LOC_Os12g31380.1	no descriptionmoderately similar to ( 202)AT1G53900| Symbols:  | GTP binding / translation initiation factor | chr1:20131302-20134502 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned IF-2B GCD2 PRK08535 TT_ORF1 Atrophin-1 Tymo_45kd_70kd Extensin_2	protein.synthesis.initiation	29_2_3

CUST_20992_PI399408534	2	0.10458851	-0.2567711	-0.22236443	-0.023544312	0.07994747	0.023544312	35_3615	"Cluster: Cysteine desulfurase, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Cysteine desulfurase, putative, expressed - Oryza sativa"	UniRef90_Q2QTQ1	"CHR1V7|COORD:2685983..2688550| ATCPNIFS/ATNFS2/ATSUFS/CPNIFS/SUFS (CHLOROPLASTIC NIFS-LIKE CYSTEINE DESULFURASE); cysteine desulfurase/"	AT1G08490.1	CHR12V5|COORD:10971709..10960706|protein cysteine desulfurase, putative, expressed	LOC_Os12g18900.1	" no descriptionhighly similar to ( 587)AT1G08490| Symbols: ATSUFS, SUFS, ATCPNIFS, ATNFS2, CPNIFS | ATCPNIFS/ATNFS2/ATSUFS/CPNIFS/SUFS (CHLOROPLASTIC NIFS-LIKE CYSTEINE DESULFURASE); cysteine desulfurase/ selenocysteine lyase/ transaminase | chr1:2685983-2688550 REVERSEnot assigned csdA Aminotran_5 PRK09295 PRK10874 NifS PRK02948 PRK09331 COG0075 COG3844 COG1103 Cys_Met_Meta_PP COG0436 GadB "	signalling.in sugar and nutrient physiology	30_1_1

CUST_17634_PI403524517	2	0.17381668	-0.27710342	-4.5776367E-4	0.054769516	4.5776367E-4	-8.621216E-4	35_5095	"Cluster: Hypothetical protein P0537A05.43; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0537A05.43 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5ZDD7	"CHR1V7|COORD:514110..515331| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G01883.1); similar to Streptomyces cyclase/dehydrase [Medicago truncatul"	AT1G02475.1	CHR01V5|COORD:12633021..12636873|protein cyclase/dehydrase, putative, expressed	LOC_Os01g22510.1	"no descriptionmoderately similar to ( 223)AT1G02475| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G01883.1); similar to Streptomyces cyclase/dehydrase [Medicago truncatula] (GB:ABE82400.1); contains InterPro domain Streptomyces cyclase/dehydrase; (InterPro:IPR005031) | chr1:514110-515331 REVERSECOG5637"	not assigned.unknown	35_2

CUST_172085_PI403524517	2	-0.70129156	-0.016117573	-0.22233343	1.7237711	0.64504004	0.016117573	35_47938	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_6470_PI399408534	2	0.26067257	-0.21931934	0.054250717	-0.054249763	-0.2831459	0.18395615	35_9495	"Cluster: Helix-loop-helix DNA-binding domain containing protein, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Helix-loop-helix DNA-binding domain"	UniRef90_Q10PJ7	"CHR1|COORD:9087201..9089365| similar to basic helix-loop-helix (bHLH) family protein [Arabidopsis thaliana] (TAIR:At1g68920.2); similar to hypothetical"	AT1G26260.3	CHR03V5|COORD:6968749..6959752|protein helix-loop-helix DNA-binding domain containing protein, expressed	LOC_Os03g12940.2	no descriptionweakly similar to ( 147)AT5G48560| Symbols:  | basic helix-loop-helix (bHLH) family protein | chr5:19701386-19704097 FORWARDvery weakly similar to (50.1)ARRS_MAIZEAnthocyanin regulatory R-S protein - Zea mays (Maize)not assigned HLH HLH HLH	RNA.regulation of transcription.bHLH,Basic Helix-Loop-Helix family	27_3_6

CUST_53469_PI403524517	2	-0.057660103	0.15169144	0.10525131	-0.09679413	0.05765915	-0.15646935	35_15210	"Cluster: Cold acclimation protein WCOR413-like protein beta form; n=1; Triticum aestivum|Rep: Cold acclimation protein WCOR413-like protein beta form - Triticum"	UniRef90_Q93ZK5	CHR3V7|COORD:18905090..18906336| COR413-PM2 (cold regulated 413 plasma membrane 2)	AT3G50830.1	CHR03V5|COORD:31729546..31732297|protein cold acclimation protein COR413-PM1, putative, expressed	LOC_Os03g55850.1	 no descriptionmoderately similar to ( 230)AT2G15970| Symbols: WCOR413, WCOR413-LIKE, ATCOR413-PM1, FL3-5A3, COR413-PM1 | COR413-PM1 (cold regulated 413 plasma membrane 1) | chr2:6957245-6958094 FORWARDWCOR413 	stress.abiotic.cold	20_2_2

CUST_388_PI399407379	2	0.056563854	0.03786707	-0.31167793	0.17698479	-0.03786707	-0.8358531	HvHK11									

CUST_34000_PI399408534	2	0.31826782	-0.45508862	0.017526627	-0.017525673	-0.06900406	0.04192257	35_7550	"Cluster: ATP-binding region, ATPase-like; n=1; Medicago truncatula|Rep: ATP-binding region, ATPase-like - Medicago truncatula (Barrel medic)"	UniRef90_Q1RYZ4	CHR3V7|COORD:7264031..7268504| ATTOP6B (BRASSINOSTEROID INSENSITIVE 3, ROOT HAIRLESS 3)	AT3G20780.1	CHR09V5|COORD:5873972..5882020|protein type II DNA topoisomerase VI subunit B, putative, expressed	LOC_Os09g10770.1	 no descriptionmoderately similar to ( 370)AT3G20780| Symbols: BIN3, HYP6, RHL3, ATTOP6B | ATTOP6B (BRASSINOSTEROID INSENSITIVE 3, ROOT HAIRLESS 3) | chr3:7264031-7268504 REVERSEPRK04184 COG1389 	hormone metabolism.brassinosteroid.induced-regulated-responsive-activated	17_3_3

CUST_131359_PI403524517	2	-0.01993084	-0.14463425	-0.26762867	0.30514336	0.019931793	0.099612236	35_36893	"Cluster: Putative receptor-like protein kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative receptor-like protein kinase - Oryza sativa (japonica"	UniRef90_Q6ZAB7	CHR1V7|COORD:6106649..6110001| leucine-rich repeat transmembrane protein kinase, putative	AT1G17750.1	CHR08V5|COORD:21629310..21623684|protein receptor-like protein kinase precursor, putative, expressed	LOC_Os08g34640.1	 no descriptionweakly similar to ( 131)AT1G17750| Symbols:  | leucine-rich repeat transmembrane protein kinase, putative | chr1:6106649-6110001 FORWARDweakly similar to ( 130)RPK1_IPONIReceptor-like protein kinase precursor - Ipomoea nil (Japanese morning glory) (Pharbitis nil)not assigned not assigned not assigned not assigned S_TKc Pkinase S_TKc 	protein.postranslational modification.kinase.receptor like cytoplasmatic kinase VII	29_4_1_57

CUST_170768_PI403524517	2	0.16261387	0.024662971	-0.024662971	0.08151913	-0.032040596	-0.06526184	35_47567	"Cluster: OSJNBa0072D21.9 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0072D21.9 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XVB9	"CHR5V7|COORD:20533608..20535659| ATEXO70F1 (exocyst subunit EXO70 family protein F1); protein binding"	AT5G50380.1	CHR04V5|COORD:18553198..18555941|protein protein binding protein, putative, expressed	LOC_Os04g31330.1	"no descriptionweakly similar to ( 143)AT5G50380| Symbols: ATEXO70F1 | ATEXO70F1 (exocyst subunit EXO70 family protein F1); protein binding | chr5:20533608-20535659 REVERSEnot assigned Exo70"	not assigned.no ontology	35_1

CUST_11241_PI403524517	2	-0.082551956	0.2483797	0.10848141	-0.073539734	-0.038482666	0.038481712	35_3187	"Cluster: Chromosome associate protein subunit H; n=1; Arabidopsis thaliana|Rep: Chromosome associate protein subunit H - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q564K3	"CHR2V7|COORD:13836497..13840286| similar to Barren [Medicago truncatula] (GB:ABD32414.1); contains InterPro domain Barren; (InterPro:IPR008418)"	AT2G32590.1	CHR01V5|COORD:19579739..19584249|protein condensin complex subunit 2, putative, expressed	LOC_Os01g34870.1	"no descriptionmoderately similar to ( 462)AT2G32590| Symbols:  | similar to Barren [Medicago truncatula] (GB:ABD32414.1); contains InterPro domain Barren; (InterPro:IPR008418) | chr2:13836497-13840286 REVERSEnot assigned Barren LOC7"	not assigned.no ontology	35_1

CUST_58107_PI403524517	2	0.089149475	0.6243925	0.014560699	-0.014560699	-0.025408745	-0.050175667	35_16570	"Cluster: Serine/threonine kinase-like protein ABC1063; n=2; Hordeum vulgare subsp. vulgare|Rep: Serine/threonine kinase-like protein ABC1063 - Hordeum vulgare v"	UniRef90_Q1KMP8	"CHR2V7|COORD:12431628..12433642| APK1B (Arabidopsis protein kinase 1B); kinase"	AT2G28930.3	CHR03V5|COORD:9252633..9248664|protein protein kinase APK1A, chloroplast precursor, putative, expressed	LOC_Os03g16740.1	"no descriptionmoderately similar to ( 470)AT2G28930| Symbols: APK1B | APK1B (Arabidopsis protein kinase 1B); kinase | chr2:12431628-12433642 FORWARDmoderately similar to ( 219)NORK_MEDTRNodulation receptor kinase precursor - Medicago truncatula (Barrel medic)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pkinase_Tyr PTKc TyrKc Pkinase S_TKc S_TKc PTKc_Jak_rpt2 PTKc_Tyk2_rpt2 PTKc_Fes_like PTKc_Csk_like PTKc_c-ros PTKc_Ror PTKc_EGFR_like PTKc_DDR PTKc_EphR PTKc_InsR_like PTKc_Trk PTKc_Syk_like PTKc_DDR1 PTKc_Musk PTKc_Jak2_Jak3_rpt2 PTKc_Axl_like PTKc_Srm_Brk PTKc_FGFR SPS1 PTKc_DDR2 PTKc_Src_like PTKc_Ack_like PTKc_DDR_like PTKc_RET PTKc_Chk PTKc_Met_Ron PTKc_Fer PTKc_ALK_LTK PTKc_TrkC PTKc_EphR_A PTKc_Itk PTKc_Csk PTKc_EphR_B PTKc_TrkB PTK_CCK4 PTKc_TrkA PTKc_Tec_like PTKc_Abl PTKc_EphR_A2 PTKc_Jak1_rpt2 PTKc_Ror1 PTK_HER3 PTKc_Frk_like PTKc_PDGFR PTKc_Tyro3 PTKc_FAK PTKc_Axl PTKc_Fes PTKc_Lck_Blk PTKc_Tie2 PTKc_Ror2 PTKc_IGF-1R PTKc_Zap-70 PTKc_Tie1 PTKc_Syk PTKc_HER2 PTKc_FGFR1 PTKc_FGFR4 PTKc_Tie PTKc_EGFR PTKc_HER4 PTKc_FGFR3 PTK_Ryk PTKc_Btk_Bmx PTKc_Aatyk1_Aatyk3 PTKc_Tec_Rlk PTKc_FGFR2 PTKc_Aatyk PTKc_InsR PTKc_EphR_A10 PTKc_Lyn PTKc_Hck PTK_Jak_rpt1 PTKc_Yes PTKc_Fyn_Yrk PTKc_Src PTKc_Aatyk2 PTKc_CSF-1R PTKc_VEGFR PTK_Jak2_Jak3_rpt1 PTKc_VEGFR3 PTK_Jak1_rpt1 PTK_Tyk2_rpt1 PTKc_PDGFR_alpha PTKc_Kit PTKc_VEGFR2"	protein.postranslational modification.kinase.receptor like cytoplasmatic kinase VII	29_4_1_57

CUST_63583_PI403524517	2	0.033459663	0.5111189	0.13018608	-0.18298149	-0.033459663	-0.24686909	35_18152	"Cluster: Hypothetical protein At2g45500; n=2; Arabidopsis thaliana|Rep: Hypothetical protein At2g45500 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q0WMJ4	CHR2V7|COORD:18757047..18759710| ATP binding	AT2G45500.1	CHR06V5|COORD:1587474..1595160|protein spastin, putative, expressed	LOC_Os06g03940.1	" no descriptionmoderately similar to ( 227)AT2G45500| Symbols:  | similar to ATPase [Arabidopsis thaliana] (TAIR:AT3G27120.1); similar to Tobacco mosaic virus helicase domain-binding protein [Nicotiana tabacum] (GB:AAL25088.1); contains InterPro domain AAA-protein subdomain; (InterPro:IPR003960); contains InterPro domain MIT; (InterPro:IPR007330); contains InterPro domain AAA ATPase; (InterPro:IPR003593); contains InterPro domain AAA ATPase, central region; (InterPro:IPR003959) | chr2:18757047-18759710 REVERSEnot assigned not assigned not assigned not assigned MIT_spastin MIT "	protein.degradation.AAA type	29_5_9

CUST_18465_PI403524517	2	0.043536186	0.15721416	-0.014269829	-0.13344288	-0.06586075	0.0142707825	35_5337	"Cluster: Os01g0680400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0680400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JKE2	CHR4V7|COORD:10953802..10954674| transcription initiation factor IID (TFIID) 28 kDa subunit (TAFII-28) family protein	AT4G20280.1	CHR01V5|COORD:28335874..28338709|protein transcription initiation factor TFIID subunit 11, putative, expressed	LOC_Os01g48810.1	no descriptionweakly similar to ( 182)AT4G20280| Symbols:  | transcription initiation factor IID (TFIID) 28 kDa subunit (TAFII-28) family protein | chr4:10953802-10954674 FORWARDnot assigned not assigned not assigned TAFII28 TAF40 IER	RNA.transcription	27_2

CUST_14648_PI404877155	2	0.10356903	0.80394745	-0.04281521	-0.20260811	-0.004224777	0.004224777	Contig8450_s_at	putative DHHC-type zinc finger domain-containing protein [Oryza sativa (japonica cultivar-group)] dbj|BAD13105.1| putative DHHC-type zinc fi	BAD01220.1	zinc finger (DHHC type) family protein	At3g26935.1	protein DHHC zinc finger domain, putative	Os09g33450	NONE	RNA.regulation of transcription.unclassified	27_3_99

CUST_42320_PI403524517	2	0.20898438	0.26321697	0.13786268	-0.1918006	-0.13786316	-0.14370203	35_12162	"Cluster: Hypothetical protein OSJNBa0025J22.9; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0025J22.9 - Oryza sativa (japonica cu"	UniRef90_Q6Z3T4	0	0	CHR08V5|COORD:24853240..24858377|protein expressed protein	LOC_Os08g39490.3	no description	not assigned.unknown	35_2

CUST_17157_PI403524517	2	0.096987724	0.19083786	-0.03334999	-0.043362617	-0.0641613	0.03334999	35_4960	"Cluster: Zinc finger (C3HC4-type RING finger) protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Zinc finger (C3HC4-type RING finger) protein-like -"	UniRef90_Q6YW60	CHR1V7|COORD:3676968..3678350| zinc finger (C3HC4-type RING finger) family protein	AT1G11020.1	CHR08V5|COORD:18023865..18028139|protein zinc finger, C3HC4 type family protein, expressed	LOC_Os08g29590.1	no descriptionmoderately similar to ( 246)AT1G11020| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr1:3676968-3678350 FORWARDnot assigned not assigned RINGv SSM4	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_98664_PI403524517	2	0.2842102	0.43743515	-0.029849052	-0.24814844	-0.15089989	0.029849052	35_28163	"Cluster: Sucrase-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Sucrase-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z5K5	CHR4V7|COORD:13427605..13429883| sucrase-related	AT4G26620.1	CHR02V5|COORD:30137583..30133786|protein sucrose cleavage protein-like, putative, expressed	LOC_Os02g49320.1	no description	not assigned.unknown	35_2

CUST_38814_PI403524517	2	0.22062302	-0.2624817	-0.23803902	0.00767231	-0.00767231	0.035373688	35_11170	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_138720_PI403524517	2	0.39744425	0.11237764	0.12593365	-0.11237764	-0.2758274	-0.18994045	35_38907	Rep: H0901F07.12 protein - Oryza sativa (Rice)	UniRef90_Q259C4	CHR3V7|COORD:5193326..5196442| choline transporter-related	AT3G15380.1	CHR04V5|COORD:34566403..34561432|protein expressed protein	LOC_Os04g58470.2	no descriptionmoderately similar to ( 218)AT3G15380| Symbols:  | choline transporter-related | chr3:5193326-5196442 FORWARDnot assigned	transport.misc	34_99

CUST_106016_PI403524517	2	0.017736435	-0.52788067	-0.23367119	-0.004849434	0.012811661	0.0048503876	35_30182	"Cluster: Uncharacterised protein family containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Uncharacterised protein family"	UniRef90_Q2QXB4	"CHR3V7|COORD:20590211..20593103| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G18220.1); similar to Nucleolar complex protein 2 homolog (Protein"	AT3G55510.1	CHR12V5|COORD:3200618..3206797|protein expressed protein	LOC_Os12g06610.1	"no descriptionvery weakly similar to (68.2)AT3G55510| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G18220.1); similar to Nucleolar complex protein 2 homolog (Protein NOC2 homolog) (GB:Q8LNU5); similar to Os12g0163200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001066228.1); contains InterPro domain Protein of unknown function UPF0120; (InterPro:IPR005343) | chr3:20590211-20593103 FORWARDnot assigned"	not assigned.unknown	35_2

CUST_178322_PI403524517	2	0.6473074	0.32326794	-0.06870651	0.06870699	-0.14191723	-0.17328644	35_49591	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_30969_PI403524517	2	-0.60204077	0.041646004	0.8095465	-0.041646004	-0.23421001	0.49088478	35_8938	"Cluster: Hypothetical protein P0552C05.31; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0552C05.31 - Oryza sativa (japonica cultivar-g"	UniRef90_Q943Y2	0	0	CHR01V5|COORD:11375766..11376503|protein expressed protein	LOC_Os01g20030.1	no description	not assigned.unknown	35_2

CUST_138251_PI403524517	2	0.050100327	-0.18711662	-0.06376171	0.282629	0.05677986	-0.050099373	35_38776	"Cluster: Hypothetical protein OJ1187_E11.15; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1187_E11.15 - Oryza sativa (japonica cultiv"	UniRef90_Q65XC4	CHR5V7|COORD:15457074..15460237| protein kinase family protein	AT5G38560.1	CHR05V5|COORD:26199588..26196241|protein COV1, putative, expressed	LOC_Os05g45280.1	no descriptionnot assigned not assigned TT_ORF1 Protamine_P1	not assigned.unknown	35_2

CUST_114424_PI403524517	2	0.10880375	0.17109871	0.02413702	-0.42757988	-0.52340984	-0.024137497	35_32474	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10CF1	CHR1V7|COORD:5880495..5884650| zinc ion binding	AT1G17210.1	CHR03V5|COORD:32537963..32530630|protein expressed protein	LOC_Os03g57160.1	no descriptionvery weakly similar to (99.8)AT1G17210| Symbols:  | zinc ion binding | chr1:5880495-5884650 REVERSEnot assigned zf-C3HC	not assigned.unknown	35_2

CUST_17755_PI403524517	2	0.3652687	-0.73827934	-0.100642204	0.10064316	-0.57668686	0.6811886	35_5126	Rep: Fimbriata-associated protein - Antirrhinum majus (Garden snapdragon)	UniRef90_O48569	"CHR5V7|COORD:16871723..16872744| ASK2 (ARABIDOPSIS SKP1-LIKE 2); ubiquitin-protein ligase"	AT5G42190.1	CHR11V5|COORD:14959191..14962095|protein SKP1-like protein 1A, putative, expressed	LOC_Os11g26910.1	" no descriptionweakly similar to ( 184)AT5G42190| Symbols: SKP1B, ASK2 | ASK2 (ARABIDOPSIS SKP1-LIKE 2); ubiquitin-protein ligase | chr5:16871723-16872744 REVERSEnot assigned not assigned not assigned not assigned SKP1 Skp1 Skp1 Skp1_POZ "	protein.degradation.ubiquitin.E3.SCF.SKP	29_5_11_4_3_1

CUST_16401_PI399408534	2	-0.05812359	0.20258713	0.04587269	-0.0060195923	0.006020546	-0.016702652	35_24894	"Cluster: Putative zinc ribbon 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative zinc ribbon 1 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5ZDA0	CHR1V7|COORD:25813984..25814791| zinc finger (DNL type) family protein	AT1G68730.1	CHR01V5|COORD:24170395..24167701|protein zinc ribbon 1, putative	LOC_Os01g42050.1	no descriptionweakly similar to ( 112)AT1G68730| Symbols:  | zinc finger (DNL type) family protein | chr1:25813984-25814791 REVERSEnot assigned zf-DNL	RNA.regulation of transcription.unclassified	27_3_99

CUST_96393_PI403524517	2	0.091423035	0.52330494	0.18187618	-0.091423035	-0.13873005	-0.2834921	35_27532	"Cluster: Putative fimbrin 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative fimbrin 1 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6YXZ9	CHR5V7|COORD:13890063..13893662| fimbrin-like protein, putative	AT5G35700.1	CHR02V5|COORD:22665610..22660586|protein fimbrin 1, putative, expressed	LOC_Os02g37580.1	 no descriptionweakly similar to ( 166)AT5G35700| Symbols: FIM2 | fimbrin-like protein, putative | chr5:13890063-13893662 REVERSEnot assigned 	cell.organisation	31_1

CUST_411_PI403524517	2	1.4531169	-0.1954155	-0.684515	-0.01517725	2.1336727	0.015176773	35_107	Rep: C-hordein - Hordeum vulgare (Barley)	UniRef90_Q41210	CHR3V7|COORD:6559180..6562050| leucine-rich repeat family protein / extensin family protein	AT3G19020.1	CHR07V5|COORD:24483228..24481789|protein vegetative cell wall protein gp1 precursor, putative, expressed	LOC_Os07g40900.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Glutenin_hmw DUF1421 Atrophin-1 PRK10263 Herpes_BLLF1 Amelogenin GAL11 PRK03427 COG5048 PRK05648 Cytadhesin_P30 Herpes_TAF50 Candida_ALS ArnT Syndecan Extensin_2 PRK08853 ARG80 COG3889 TFIIA PRK10927 PRK10819 ETS_PEA3_N GRASP55_65 FtsN ZipA Tymo_45kd_70kd HPC2 Mucin Glycoprotein_G PRK12323 DUF1750 DUF1720 Endomucin Lnt Metaviral_G MASE1 SerH COG5028 TonB Pneumo_att_G KAR9 PRK07764 Gag_spuma Amelin SKN1 DAG1 Late_protein_L2 PRK12757 PRK01741 Cornifin PRK12688 flgK	not assigned.unknown	35_2

CUST_11378_PI403524517	2	0.06529713	0.47287846	-0.14707565	-0.0026607513	-0.19219112	0.0026607513	35_3223	"Cluster: DnaJ protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: DnaJ protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z899	CHR5V7|COORD:5463449..5465078| DNAJ heat shock N-terminal domain-containing protein	AT5G16650.1	CHR02V5|COORD:28461493..28458620|protein chaperone protein dnaJ, putative, expressed	LOC_Os02g46640.1	no descriptionweakly similar to ( 163)AT5G16650| Symbols:  | DNAJ heat shock N-terminal domain-containing protein | chr5:5463449-5465078 REVERSEvery weakly similar to (58.2)DNJH_CUCSADnaJ protein homolog - Cucumis sativus (Cucumber)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DnaJ DnaJ DnaJ PRK10767 CbpA PRK10266 SEC63	stress.abiotic.heat	20_2_1

CUST_51052_PI403524517	2	0.051172256	-0.042114258	-0.024459839	0.04091263	0.022031784	-0.022032738	35_14556	"Cluster: Hypothetical protein B1064G04.11; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1064G04.11 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5JKR3	CHR4V7|COORD:14466356..14467986| oxidoreductase/ transition metal ion binding	AT4G29400.1	CHR01V5|COORD:21482486..21478337|protein expressed protein	LOC_Os01g37820.1	no descriptionweakly similar to ( 135)AT4G29400| Symbols:  | oxidoreductase/ transition metal ion binding | chr4:14466356-14467986 FORWARD	not assigned.unknown	35_2

CUST_67649_PI403524517	2	0.06363487	-0.0050592422	-0.026239395	-0.036456108	0.04884243	0.005060196	35_19326	Rep: Putative sphingosine kinase - Oryza sativa (Rice)	UniRef90_Q94HY9	"CHR5V7|COORD:7905044..7908963| ATLCBK1 (A. THALIANA LONG-CHAIN BASE (LCB) KINASE 1); diacylglycerol kinase"	AT5G23450.2	CHR10V5|COORD:19633079..19641747|protein sphingosine kinase, putative, expressed	LOC_Os10g37280.1	"no descriptionmoderately similar to ( 472)AT5G23450| Symbols: ATLCBK1 | ATLCBK1 (A. THALIANA LONG-CHAIN BASE (LCB) KINASE 1); diacylglycerol kinase | chr5:7905181-7908963 REVERSEnot assigned not assigned LCB5 DAGK_cat"	lipid metabolism.'exotics' (steroids, squalene etc).sphingolipids	11_8_1

CUST_95720_PI403524517	2	0.46356153	-0.07538223	0.12899065	-0.1593318	0.07538223	-0.10582924	35_27353	"Cluster: OSJNBb0059K02.16 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: OSJNBb0059K02.16 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XMP5	CHR5V7|COORD:4415811..4420162| alpha-N-acetylglucosaminidase family / NAGLU family	AT5G13690.1	CHR04V5|COORD:32960273..32951140|protein alpha-N-acetylglucosaminidase precursor, putative, expressed	LOC_Os04g55730.1	no descriptionmoderately similar to ( 254)AT5G13690| Symbols:  | alpha-N-acetylglucosaminidase family / NAGLU family | chr5:4415811-4420162 FORWARDnot assigned NAGLU	misc.nitrilases, *nitrile lyases, berberine bridge enzymes, reticuline oxidases, troponine reductases	26_8

CUST_167071_PI403524517	2	0.12747192	0.15133286	0.018482208	-0.13490868	-0.018481255	-0.19977188	35_46537	Rep: PREDICTED: hypothetical protein - Macaca mulatta	UniRef90_UPI0000D99640		0	0	0	no description	not assigned.unknown	35_2

CUST_12594_PI399408534	2	0.017543793	0.39024734	-0.116931915	0.037382126	-0.14579964	-0.017542839	35_17894	"Cluster: SNF7-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: SNF7-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K912	CHR5V7|COORD:2876798..2878356| SNF7-related	AT5G09260.1	CHR02V5|COORD:23157474..23153896|protein charged multivesicular body protein 6, putative, expressed	LOC_Os02g38300.1	no descriptionmoderately similar to ( 268)AT5G09260| Symbols:  | SNF7-related | chr5:2876798-2878356 FORWARDnot assigned not assigned not assigned not assigned Snf7 TolA TolA tolA PRK03918	RNA.regulation of transcription.SNF7	27_3_71

CUST_122085_PI403524517	2	0.044253826	0.4822588	-0.1859293	-0.04425335	-0.13543701	0.28993225	35_34463	"Cluster: Hypothetical protein P0015C02.2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0015C02.2 - Oryza sativa (japonica"	UniRef90_Q6ATX4	CHR5V7|COORD:1632913..1635105| outer membrane OMP85 family protein	AT5G05520.1	CHR05V5|COORD:23026712..23021011|protein outer membrane protein, OMP85 family protein, expressed	LOC_Os05g39390.1	no descriptionvery weakly similar to (73.2)AT5G05520| Symbols:  | outer membrane OMP85 family protein | chr5:1632913-1635105 FORWARDnot assigned	not assigned.no ontology	35_1

CUST_5751_PI403524517	2	-0.018509865	0.26135445	0.042975426	-0.098278046	0.018510818	-0.06783199	35_1588	Rep: Hypothetical protein 5K14.3 - Triticum monococcum (Einkorn wheat) (Small spelt)	UniRef90_Q5NKR1	"CHR1V7|COORD:17398214..17399616| Identical to Unknown protein At1g47420, mitochondrial precursor [Arabidopsis Thaliana] (GB:Q9SX77); similar to APFI, carbonate"	AT1G47420.1	CHR04V5|COORD:20466297..20469897|protein expressed protein	LOC_Os04g34100.1	" no descriptionmoderately similar to ( 230)AT1G47420| Symbols:  | Identical to Unknown protein At1g47420, mitochondrial precursor [Arabidopsis Thaliana] (GB:Q9SX77); similar to APFI, carbonate dehydratase [Arabidopsis thaliana] (TAIR:AT1G47260.1); similar to unknown [Hordeum vulgare subsp. vulgare] (GB:AAL77110.1) | chr1:17398214-17399616 REVERSEnot assigned "	not assigned.unknown	35_2

CUST_8590_PI404877155	2	0.30197954	-0.20615435	-0.15468836	0.17597675	0.098367214	-0.09836674	Contig25374_at	putative DNA-binding protein [Oryza sativa (japonica cultivar-group)] gb|AAP53900.1| putative DNA-binding protein [Oryza sativa (japonica	NP_921613.1	expressed protein	At5g47430.1	protein transposon protein, putative, CACTA, En/Spm sub-class	Os10g29560	expressed protein	RNA.regulation of transcription.putative DNA-binding protein	27_3_67

CUST_45662_PI403524517	2	0.2841153	0.36476135	0.12493467	-0.12493515	-0.82422066	-0.5750847	35_13086	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_100622_PI403524517	2	-0.006471157	0.3056469	0.006471157	-0.17255783	-0.2737112	0.031829834	35_28717	"Cluster: Os02g0178200 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0178200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E3E9	CHR1V7|COORD:25812961..25813793| AGP19/ATAGP19 (ARABINOGALACTAN-PROTEIN 19)	AT1G68725.1	CHR02V5|COORD:4320543..4324166|protein F-box domain containing protein, expressed	LOC_Os02g08160.1	no description	not assigned.unknown	35_2

CUST_52414_PI403524517	2	-0.10765743	-0.61227226	-0.017355919	0.8662071	0.929183	0.017355919	35_14935	"Cluster: Metallothioneine type2; n=1; Hordeum vulgare subsp. vulgare|Rep: Metallothioneine type2 - Hordeum vulgare var. distichum (Two-rowed barley)"	UniRef90_Q8GTC9	CHR3V7|COORD:2889743..2890194| MT2A (METALLOTHIONEIN 2A)	AT3G09390.1	CHR01V5|COORD:2691887..2689936|protein metallothionein-like protein type 2, putative, expressed	LOC_Os01g05650.1	no descriptionnot assigned Metallothio_2 PRK12323	metal handling.binding, chelation and storage	15_2

CUST_99163_PI403524517	2	0.25464916	-0.14490128	0.07295799	-0.06476021	0.06476116	-0.22928047	35_28305	"Cluster: Elongation factor Tu, domain 2; Translation elongation factor G; n=3; rosids|Rep: Elongation factor Tu, domain 2; Translation elongation factor G - Med"	UniRef90_Q1S824	"CHR1V7|COORD:20971910..20974742| LOS1 (Low expression of osmotically responsive genes 1); translation elongation factor/ translation factor, nucleic acid bindin"	AT1G56070.1	CHR02V5|COORD:18911065..18916199|protein elongation factor 2, putative, expressed	LOC_Os02g32030.1	" no descriptionmoderately similar to ( 362)AT1G56070| Symbols: AT1G56075.1, LOS1 | LOS1 (Low expression of osmotically responsive genes 1); translation elongation factor/ translation factor, nucleic acid binding | chr1:20971910-20974742 REVERSEmoderately similar to ( 346)EF2_BETVUElongation factor 2 - Beta vulgaris (Sugar beet)not assigned not assigned not assigned eEF2_snRNP_like_II PRK07560 FusA eEF2_II_snRNP "	protein.synthesis.elongation	29_2_4

CUST_112506_PI403524517	2	-0.16760826	0.2885399	0.057317734	-0.057318687	0.33568764	-0.23869705	35_31937	"Cluster: Chromosome 6 SCAF14544, whole genome shotgun sequence; n=1; Tetraodon nigroviridis|Rep: Chromosome 6 SCAF14544, whole genome shotgun sequence - Tetraod"	UniRef90_Q4SN41	CHR2V7|COORD:16093990..16097125| VHS domain-containing protein / GAT domain-containing protein	AT2G38410.1	CHR02V5|COORD:32662176..32660474|protein expressed protein	LOC_Os02g53360.1	no description	not assigned.unknown	35_2

CUST_149103_PI403524517	2	0.019402504	-0.30060768	0.03351307	-0.019402504	0.2628832	-0.31918812	35_41709	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_14131_PI399408534	2	-0.22879314	-0.016853333	0.0754509	0.14463806	-0.080729485	0.016852379	35_4322	"Cluster: Putative GTPase activating protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative GTPase activating protein - Oryza sativa (japonica"	UniRef90_Q69NG6	CHR5V7|COORD:16799267..16802679| RabGAP/TBC domain-containing protein	AT5G41940.1	CHR09V5|COORD:20720655..20715932|protein GTPase activator protein of Rab-like small GTPases-like protein, putative, expressed	LOC_Os09g35960.1	no descriptionhighly similar to ( 553)AT5G41940| Symbols:  | RabGAP/TBC domain-containing protein | chr5:16799267-16802679 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned TBC COG5210 TBC	signalling.G-proteins	30_5

CUST_57553_PI403524517	2	-0.05511093	0.26497746	0.16898155	0.019551277	-0.01955223	-0.083987236	35_16409	"Cluster: PEX14-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: PEX14-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q657X8	CHR5V7|COORD:25237549..25240797| PEX14 (PEROXISOME DEFECTIVE 2)	AT5G62810.1	CHR01V5|COORD:383503..379849|protein peroxin Pex14, putative, expressed	LOC_Os01g01720.2	no descriptionnot assigned PRK07764	not assigned.unknown	35_2

CUST_24511_PI403524517	2	0.16877079	0.076750755	-0.07675171	-0.16344738	-0.21911144	0.12447357	35_7113	Rep: Sec14 like protein - Oryza sativa (Rice)	UniRef90_O24659	CHR1V7|COORD:229206..230675| SEC14 cytosolic factor, putative / phosphoglyceride transfer protein, putative	AT1G01630.1	CHR01V5|COORD:40971446..40975283|protein phosphatidylinositol transfer protein CSR1, putative, expressed	LOC_Os01g70210.1	 no descriptionweakly similar to ( 188)AT1G01630| Symbols:  | SEC14 cytosolic factor, putative / phosphoglyceride transfer protein, putative | chr1:229206-230675 FORWARDnot assigned not assigned SEC14 SEC14 CRAL_TRIO 	transport.misc	34_99

CUST_8520_PI404877155	2	-0.2187252	0.4879961	-0.02785778	0.07884312	0.015668869	-0.015667915	Contig25159_at	probable mitochondrial carrier protein [imported] - Arabidopsis thaliana	B84773	mitochondrial substrate carrier family protein	At2g35800.1	protein mitochondrial carrier protein, putative	Os12g01240	mitochondrial substrate carrier family protein, contains INTERPRO:IPR001993 Mitochondrial substrate carrier family, INTERPRO:IPR002048 calcium-binding EF-hand domain	transport.metabolite transporters at the mitochondrial membrane	34_9

CUST_58163_PI403524517	2	-0.15198135	0.0278368	-0.027837753	0.056495667	0.029846191	-0.10556984	35_16585	"Cluster: U-box domain containing protein, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: U-box domain containing protein, expressed - Oryza sativa"	UniRef90_Q336U5	0	0	CHR02V5|COORD:35328463..35334952|protein protein kinase, putative, expressed	LOC_Os02g57700.1	no description	not assigned.unknown	35_2

CUST_64873_PI403524517	2	-0.014224052	-0.09731197	0.014225006	0.09380531	0.13561821	-0.06912899	35_18523	"Cluster: Cytochrome b5-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Cytochrome b5-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ZA21	"CHR1V7|COORD:22346254..22346619| B5 #5 (cytochrome b5 family protein #5); heme binding / transition metal ion binding"	AT1G60660.1	CHR08V5|COORD:18091172..18087802|protein cytochrome b5, putative, expressed	LOC_Os08g29669.1	"no descriptionweakly similar to ( 129)AT1G60660| Symbols: B5 #5 | B5 #5 (cytochrome b5 family protein #5); heme binding / transition metal ion binding | chr1:22346254-22346619 REVERSEvery weakly similar to (72.4)CYB5_TOBACCytochrome b5 - Nicotiana tabacum (Common tobacco)not assigned not assigned not assigned not assigned Cyt-b5 CYB5"	N-metabolism.nitrate metabolism.NR	12_1_1

CUST_89020_PI403524517	2	0.019135475	0.2140007	-0.060364723	-0.0050678253	0.005068779	-0.023557663	35_25467	"Cluster: Pentatricopeptide (PPR) repeat-containing protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Pentatricopeptide (PPR) repeat-containing prot"	UniRef90_Q5VS02	CHR5V7|COORD:9605653..9609628| pentatricopeptide (PPR) repeat-containing protein	AT5G27270.1	CHR02V5|COORD:3797662..3800985|protein expressed protein	LOC_Os02g07360.1	no descriptionmoderately similar to ( 203)AT5G27270| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr5:9605653-9609628 FORWARDvery weakly similar to (99.8)RF1_ORYSA	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_112695_PI403524517	2	0.06727791	-0.03849697	0.038496017	-0.12854385	0.14294624	-0.12502289	35_31988	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q84T74	"CHR3V7|COORD:649993..650556| Identical to UPF0131 protein At3g02910 [Arabidopsis Thaliana] (GB:Q9M8T3); similar to unknown protein [Arabidopsis thaliana]"	AT3G02910.1	CHR03V5|COORD:35912483..35913584|protein expressed protein	LOC_Os03g63700.1	" no descriptionweakly similar to ( 112)AT3G02910| Symbols:  | Identical to UPF0131 protein At3g02910 [Arabidopsis Thaliana] (GB:Q9M8T3); similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G46720.1); similar to Os03g0854000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001051934.1); similar to Uncharacterised protein family containing protein, expressed [Oryza sativa (japonica cultivar-group)] (GB:ABG22357.1); similar to Os11g0139900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001065707.1); contains InterPro domain Protein of unknown function UPF0131; (InterPro:IPR005347) | chr3:649993-650556 FORWARDnot assigned not assigned not assigned not assigned not assigned AIG2 COG2105 "	not assigned.unknown	35_2

CUST_100964_PI403524517	2	0.36154938	-0.03431034	0.082657814	-0.22348785	-0.35255432	0.034310818	35_28813	"Cluster: Armadillo/beta-catenin-like repeat family protein, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Armadillo/beta-catenin-like repeat"	UniRef90_Q2R9P0	CHR1V7|COORD:29109442..29116474| C2 domain-containing protein / armadillo/beta-catenin repeat family protein	AT1G77460.1	CHR11V5|COORD:4229377..4239246|protein armadillo/beta-catenin-like repeat family protein, expressed	LOC_Os11g08090.1	no descriptionweakly similar to ( 181)AT1G77460| Symbols:  | C2 domain-containing protein / armadillo/beta-catenin repeat family protein | chr1:29109442-29116474 FORWARDARM	not assigned.no ontology.C2 domain-containing protein	35_1_19

CUST_12180_PI404877155	2	-0.005493164	0.094688416	-0.012587547	0.0720644	-0.051649094	0.0054922104	Contig5907_at	bZIP transcription factor [Oryza sativa] dbj|BAC79596.1| bZIP transcription factor [Oryza sativa (japonica cultivar-group)]	BAB72062.1	bZIP transcription factor HBP-1b homolog	At5g06950.1	protein expressed protein	Os07g48820	"bZIP transcription factor; 1.1_bZIP   T02663"	RNA.regulation of transcription.bZIP transcription factor family	27_3_35

CUST_21711_PI403524517	2	0.095009804	-0.8884554	-0.14458942	-0.0385437	0.16011143	0.0385437	35_6300	"Cluster: Putative chloroplastic RNA-binding protein, with alternative splicing isoforms; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative chloroplastic"	UniRef90_Q75IP8	CHR5V7|COORD:18914737..18916872| pentatricopeptide (PPR) repeat-containing protein	AT5G46580.1	CHR03V5|COORD:36046241..36050827|protein salt-inducible protein, putative, expressed	LOC_Os03g63910.1	no descriptionmoderately similar to ( 369)AT5G46580| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr5:18914737-18916872 REVERSEvery weakly similar to (57.8)RF1_ORYSAPRK12678	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_54707_PI403524517	2	0.032179832	-0.14325237	-0.05176258	0.09504604	0.061252594	-0.032180786	35_15571	Rep: Hypothetical protein - Striga asiatica	UniRef90_Q1W3A7	"CHR1V7|COORD:1408020..1410672| similar to bZIP family transcription factor [Arabidopsis thaliana] (TAIR:AT1G27000.1); similar to unknown [Striga asiatica]"	AT1G04960.1	CHR09V5|COORD:18575971..18580276|protein expressed protein	LOC_Os09g30478.1	"no descriptionvery weakly similar to (63.5)AT1G04960| Symbols:  | similar to bZIP family transcription factor [Arabidopsis thaliana] (TAIR:AT1G27000.1); similar to unknown [Striga asiatica] (GB:ABD98037.1); similar to Os05g0182700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001054821.1); contains InterPro domain Protein of unknown function DUF1664; (InterPro:IPR012458) | chr1:1408020-1410423 REVERSE"	not assigned.unknown	35_2

CUST_39629_PI403524517	2	0.074445724	-0.03491974	-0.1869669	0.06762409	0.020963669	-0.020963669	35_11396	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_121203_PI403524517	2	0.048493385	-0.2029419	0.1483345	-0.014940262	0.014940262	-0.087142944	35_34238	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_2015_PI404877155	2	0.007204056	0.46462154	0.038555145	-0.05094719	-0.10484505	-0.007204056	Contig12261_at	putative DNA cytosine methyltransferase (EC 2.1.1.37) [Oryza sativa (japonica cultivar-group)] gb|AAS98455.1| putative DNA cytosine methyltr	XP_476210.1	chromomethylase 2 (CMT2)	At4g19020.1	protein expressed protein	Os05g13780	chromomethylase-like protein	RNA.regulation of transcription.DNA methyltransferases	27_3_46

CUST_147954_PI403524517	2	0.09702635	-0.017810822	0.017811298	0.40098333	-0.2359376	-0.22783947	35_41396	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_18085_PI403524517	2	0.10795593	-0.16113567	-0.13082027	0.047353745	-0.047353745	0.081567764	35_5223	"Cluster: Os08g0531200 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os08g0531200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J469	CHR5V7|COORD:26874494..26878200| WD-40 repeat family protein	AT5G67320.1	CHR08V5|COORD:26329702..26319288|protein expressed protein	LOC_Os08g41900.1	no descriptionvery weakly similar to (50.8)GBLP_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned WD40 COG2319	not assigned.unknown	35_2

CUST_107642_PI403524517	2	0.23114061	-0.072573185	-0.018465996	0.24577665	0.018466473	-0.3168769	35_30630	"Cluster: Hypothetical protein P0027G10.18; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0027G10.18 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6H5B6		0	0	0	no description	not assigned.unknown	35_2

CUST_84370_PI403524517	2	0.62987757	0.15982676	0.13858175	-0.26456022	-0.13858175	-0.20495796	35_24174	Rep: PGP1 - Zea mays (Maize)	UniRef90_Q6UNK5	"CHR2V7|COORD:15509241..15514129| ATPGP1 (ARABIDOPSIS THALIANA P GLYCOPROTEIN1); calmodulin binding"	AT2G36910.1	CHR08V5|COORD:28131423..28137286|protein multidrug resistance protein 1, putative, expressed	LOC_Os08g45030.1	" no descriptionmoderately similar to ( 226)AT2G36910| Symbols: PGP1, ATMDR1 | ATPGP1 (ARABIDOPSIS THALIANA P GLYCOPROTEIN1); calmodulin binding | chr2:15509241-15514129 FORWARDvery weakly similar to (97.1)MDR_ORYSAnot assigned not assigned not assigned ABC_membrane MdlB PRK10790 "	transport.ABC transporters and multidrug resistance systems	34_16

CUST_89861_PI403524517	2	-0.021637917	-1.0800838	-0.1447506	0.18432808	0.14272499	0.021637917	35_25709	"Cluster: Putative succinoaminoimidazolecarboximide ribonucleotide synthetase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative"	UniRef90_Q6YXG8	"CHR3|COORD:7402141..7405614| similar to SAICAR synthetase [Nicotiana tabacum] (GB:AAR06292.1); contains InterPro domain SAICAR synthetase (InterPro:IPR001636)"	AT3G21110.2	CHR09V5|COORD:17741545..17745504|protein phosphoribosylaminoimidazole-succinocarboxamide synthase, chloroplast precursor, putative, expressed	LOC_Os09g29190.1	" no descriptionmoderately similar to ( 254)AT3G21110| Symbols: ATPURC, PUR7, PURC | PUR7 (purin 7); phosphoribosylaminoimidazolesuccinocarboxamide synthase | chr3:7402702-7405279 REVERSEnot assigned PRK12607 SAICAR_synt_Sc SAICAR_synt SAICAR_synt PurC PRK09362 SAICAR_synt_Tm "	nucleotide metabolism.synthesis.purine.SAICAR synthetase	23_1_2_7

CUST_37391_PI403524517	2	0.01839447	0.4343195	0.0635252	-0.12983227	-0.04191017	-0.01839447	35_10770	"Cluster: Hypothetical protein P0710H01.6; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0710H01.6 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q5VND4	0	0	CHR06V5|COORD:2564182..2566639|protein expressed protein	LOC_Os06g05670.1	no description	not assigned.unknown	35_2

CUST_105928_PI403524517	2	0.021481514	-0.4651041	-0.1993103	0.010448456	0.053073883	-0.010448456	35_30160	"Cluster: Ankyrin repeat family protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Ankyrin repeat family protein, putative, expressed"	UniRef90_Q10NB7	CHR2V7|COORD:12385619..12387551| ankyrin repeat family protein	AT2G28840.1	CHR03V5|COORD:9279042..9275849|protein protein binding protein, putative, expressed	LOC_Os03g16780.1	no description	not assigned.unknown	35_2

CUST_93515_PI403524517	2	-0.03340721	0.35038662	0.01672268	0.04607296	-0.47588444	-0.01672268	35_26738	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_37997_PI403524517	2	0.12466574	0.6496639	-0.06249857	0.062498093	-0.39873028	-0.5093117	35_10934	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_182496_PI403524517	2	0.11130905	-0.042410374	0.101558685	0.042409897	-0.159441	-0.2055912	35_50731	"Cluster: Hypothetical protein OSJNBb0053G03.20; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0053G03.20 - Oryza sativa (japonica"	UniRef90_Q8LIX4	"CHR5V7|COORD:25801818..25803378| similar to ORF; able to induce HR-like lesions [Nicotiana tabacum] (GB:AAC49976.1); similar to Os01g0767600 [Oryza sativa"	AT5G64510.1	CHR01V5|COORD:32673737..32676986|protein expressed protein	LOC_Os01g56180.1	"no descriptionvery weakly similar to (82.0)AT5G64510| Symbols:  | similar to ORF; able to induce HR-like lesions [Nicotiana tabacum] (GB:AAC49976.1); similar to Os01g0767600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001044361.1) | chr5:25801818-25803378 FORWARD"	not assigned.unknown	35_2

CUST_68831_PI403524517	2	0.12741852	-0.28887367	0.018198013	-0.061306	0.07719898	-0.01819706	35_19692	"Cluster: ProFAR isomerase associated, putative; n=2; Oryza sativa (japonica cultivar-group)|Rep: ProFAR isomerase associated, putative - Oryza sativa (japonica"	UniRef90_Q53LS7	"CHR2V7|COORD:18054809..18058295| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G03320.1); similar to ProFAR isomerase associated, putative [Oryza"	AT2G43470.1	CHR11V5|COORD:9063340..9057112|protein proFAR isomerase associated family protein, expressed	LOC_Os11g16420.1	" no descriptionweakly similar to ( 125)AT2G43470| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G03320.1); similar to ProFAR isomerase associated, putative [Oryza sativa (japonica cultivar-group)] (GB:AAX96077.1); contains InterPro domain Homeodomain-like; (InterPro:IPR009057); contains InterPro domain ProFAR isomerase-like; (InterPro:IPR010759) | chr2:18054809-18058295 REVERSE"	not assigned.unknown	35_2

CUST_9552_PI403524517	2	-0.74775314	0.09431267	0.7128124	0.25537205	-0.13295078	-0.09431362	35_2691	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q75GI8	"CHR2V7|COORD:15359846..15362129| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G25737.1); similar to Os03g0726500 [Oryza sativa (japonica"	AT2G36630.1	CHR03V5|COORD:29516407..29511103|protein expressed protein	LOC_Os03g51650.1	"no descriptionweakly similar to ( 102)AT2G36630| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G25737.1); similar to Os03g0726500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001051136.1); similar to membrane protein-like protein [Glycine max] (GB:ABC47859.1); contains InterPro domain Protein of unknown function DUF81; (InterPro:IPR002781) | chr2:15359846-15362129 REVERSE"	not assigned.unknown	35_2

CUST_52366_PI403524517	2	0.06273842	0.37322426	0.21014023	-0.12247467	-0.06273842	-0.0633297	35_14923	Rep: Superoxide dismutase [Cu-Zn] 2 - Oryza sativa (Rice)	UniRef90_P28757	"CHR1V7|COORD:2827703..2829056| CSD1 (copper/zinc superoxide dismutase 1); copper, zinc superoxide dismutase"	AT1G08830.1	CHR03V5|COORD:13158003..13163424|protein superoxide dismutase 1, putative, expressed	LOC_Os03g22810.1	no descriptionmoderately similar to ( 255)AT1G08830| Symbols: CSD1 | CSD1 (copper/zinc superoxide dismutase 1) | chr1:2827703-2829056 FORWARDmoderately similar to ( 277)SODC4_MAIZESuperoxide dismutase [Cu-Zn] 4A - Zea mays (Maize)not assigned not assigned Sod_Cu Cu-Zn_Superoxide_Dismutase SodC PRK10290	redox.dismutases and catalases	21_6

CUST_8094_PI399408534	2	0.00504303	0.74874973	0.067442894	-0.00504303	-0.008829117	-0.17254066	35_44763	"Cluster: Putative CCR4-NOT transcription complex subunit 7; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative CCR4-NOT transcription complex subunit 7 -"	UniRef90_Q6EQ06	CHR2V7|COORD:13647906..13648733| CCR4-NOT transcription complex protein, putative	AT2G32070.1	CHR09V5|COORD:14928155..14931396|protein CCR4-NOT transcription complex subunit 7, putative, expressed	LOC_Os09g24990.2	 no descriptionweakly similar to ( 105)AT2G32070| Symbols:  | CCR4-NOT transcription complex protein, putative | chr2:13647906-13648733 REVERSEnot assigned CAF1 POP2 	RNA.processing.ribonucleases	27_1_19

CUST_122238_PI403524517	2	-0.96106434	3.679071	0.008027554	-0.008027554	-1.0230398	0.5904803	35_34502	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_79266_PI403524517	2	-0.091300964	0.3143773	0.091300964	0.091300964	-0.97317266	-0.39804554	35_22738	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_26199_PI403524517	2	0.013028145	0.28232384	-0.01873207	-0.013027191	0.14254665	-0.06315613	35_7587	"Cluster: Hypothetical protein OSJNBa0058I18.3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0058I18.3 - Oryza sativa (japonica cu"	UniRef90_Q69S51	0	0	CHR07V5|COORD:22105972..22108442|protein F-box domain containing protein, expressed	LOC_Os07g36920.1	no description	not assigned.unknown	35_2

CUST_176042_PI403524517	2	0.62217236	0.29152107	0.0356102	-0.7061391	-0.61408854	-0.0356102	35_48996	Rep: OSIGBa0113E10.13 protein - Oryza sativa (Rice)	UniRef90_Q00RP3	"CHR3V7|COORD:5427087..5430685| SULTR3;4 (SULTR3;4); sulfate transporter"	AT3G15990.1	CHR04V5|COORD:33001586..32995970|protein sulfate transporter 3.3, putative, expressed	LOC_Os04g55800.1	no description	not assigned.unknown	35_2

CUST_63603_PI403524517	2	0.08198547	0.085066795	-0.13405514	-0.047267914	-0.17077446	0.04726696	35_18157	"Cluster: Os04g0675000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os04g0675000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J929	"CHR5V7|COORD:19973853..19975679| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G01260.1); similar to hypothetical protein [Oryza sativa (japonica"	AT5G49220.1	CHR04V5|COORD:34244714..34238005|protein expressed protein	LOC_Os04g57870.1	"no descriptionweakly similar to ( 111)AT5G49220| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G01260.1); similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:AAO39871.1); similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:AAP46235.1); contains InterPro domain Protein of unknown function DUF789; (InterPro:IPR008507) | chr5:19973853-19975679 FORWARDDUF789"	not assigned.unknown	35_2

CUST_3830_PI399408534	2	-0.03059864	-0.13037205	0.059589386	0.03059864	0.113165855	-0.2183361	35_20917	"Cluster: Putative PRA2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative PRA2 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5Z9Q7	"CHR1V7|COORD:86715..88145| AtRABA3 (Arabidopsis Rab GTPase homolog A3); GTP binding"	AT1G01200.1	CHR06V5|COORD:30336006..30335261|protein ras-related protein RIC2, putative, expressed	LOC_Os06g50060.1	"no descriptionweakly similar to ( 191)AT1G01200| Symbols: AtRABA3 | AtRABA3 (Arabidopsis Rab GTPase homolog A3); GTP binding | chr1:86715-88145 REVERSEweakly similar to ( 187)RGP1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Rab11_like RAB Rab Ras Rab4 Rab5_related Rab8_Rab10_Rab13_like Rab2 Rab18 Rab14 Rab1_Ypt1 Rab19 Rab35 Rab30 Rab39 Rab6 Rab26 Rab21 RabA_like Rab3 Rab15 Rab33B_Rab33A Rab32_Rab38 COG1100 Rab7 Ras_like_GTPase Rab12 Rab27A Rab23_lke Rab36_Rab34 Rab9 RJL Rab24 Rab40 Rab28 Ran Ras RabL2 Rho Rab20 RAS RHO Spg1 M_R_Ras_like Miro RAN RERG_RasL11_like RalA_RalB RheB RabL4 Rho3 Rho4_like Ras2 Rit_Rin_Ric Rap_like H_N_K_Ras_like RSR1 RabL3 Rap1 Rap2 Tc10 RhoA_like Rop_like Arf Rho2 Arf_Arl ARHI_like Wrch_1 RGK Arl5_Arl8 Rnd2_Rho7 Rnd Miro1 Rnd3_RhoE_Rho8 Ras_dva Rac1_like ARD1 Arl10_like"	signalling.G-proteins	30_5

CUST_469_PI399407379	2	-0.0024967194	-0.60921097	0.0024957657	0.100634575	-0.04065895	0.075081825	HvCDPK1									

CUST_36376_PI403524517	2	0.017772675	0.44509983	0.2657671	-0.18664932	-0.048190117	-0.017772675	35_10491	Rep: Hypothetical protein - Trypanosoma cruzi	UniRef90_Q4DID3	"CHR1V7|COORD:23115483..23118958| LRX2 (LEUCINE-RICH REPEAT/EXTENSIN 2); protein binding / structural constituent of cell wall"	AT1G62440.1	CHR11V5|COORD:25814722..25811841|protein extensin-like protein, putative	LOC_Os11g43640.1	no descriptionnot assigned not assigned PRK12323 PRK07764	not assigned.unknown	35_2

CUST_138674_PI403524517	2	0.27549744	0.13787699	0.05629778	-0.2700181	-0.05629778	-0.2017374	35_38895	Rep: H0215A08.5 protein - Oryza sativa (Rice)	UniRef90_Q01N37	"CHR4V7|COORD:8413438..8415306| APS3 (ATP sulfurylase 2); sulfate adenylyltransferase (ATP)"	AT4G14680.1	CHR03V5|COORD:30485922..30482453|protein bifunctional 3-phosphoadenosine 5-phosphosulfate synthetase, putative, expressed	LOC_Os03g53230.1	 no descriptionvery weakly similar to (67.0)AT1G19920| Symbols: ASA1, APS2 | APS2 (ATP SULFURYLASE PRECURSOR) | chr1:6914826-6916648 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07764 ATPS PRK07003 DUF1421 COG5373 PRK12323 Atrophin-1 Extensin_2 Drf_FH1 PRK09169 	S-assimilation.APS	14_1

CUST_67463_PI403524517	2	-0.016289711	0.33959293	0.016289711	-0.05465412	-0.031011581	0.17822552	35_19266	"Cluster: Hypothetical protein P0431F01.23; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0431F01.23 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5NB67	CHR3V7|COORD:5500569..5503309| nucleic acid binding	AT3G16230.1	CHR01V5|COORD:7284709..7291078|protein nucleic acid binding protein, putative, expressed	LOC_Os01g13100.4	no descriptionmoderately similar to ( 241)AT3G16230| Symbols:  | nucleic acid binding | chr3:5500569-5503309 FORWARDnot assigned vigilin_like_KH	not assigned.no ontology	35_1

CUST_68217_PI403524517	2	-0.09134197	-0.5353317	-0.022303581	0.032253265	0.022303581	0.17045498	35_19502	Rep: H0613H07.1 protein - Oryza sativa (Rice)	UniRef90_Q01ML2	CHR4V7|COORD:18135903..18139094| dihydrouridine synthase family protein	AT4G38890.1	CHR04V5|COORD:1033994..1041090|protein FAD binding protein, putative, expressed	LOC_Os04g02730.1	no descriptionhighly similar to ( 633)AT4G38890| Symbols:  | dihydrouridine synthase family protein | chr4:18135903-18139094 REVERSEnot assigned not assigned not assigned DUS_like_FMN COG0042 Dus PRK10415 PRK10550 PRK11815	not assigned.no ontology	35_1

CUST_21018_PI403524517	2	-0.033751488	0.28451252	0.00440979	-0.11297703	-0.0044088364	0.01222229	35_6101	"Cluster: Os12g0594300 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os12g0594300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IM68	CHR1V7|COORD:1316918..1320652| protein kinase family protein	AT1G04700.1	CHR12V5|COORD:24891645..24916694|protein protein kinase domain containing protein, expressed	LOC_Os12g40279.1	no descriptionmoderately similar to ( 277)AT1G04700| Symbols:  | protein kinase family protein | chr1:1316918-1320652 FORWARDvery weakly similar to (60.5)NORK_MEDTRNodulation receptor kinase precursor - Medicago truncatula (Barrel medic)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pkinase_Tyr TyrKc PTKc S_TKc S_TKc Pkinase PTKc_FAK PTKc_EphR PTKc_InsR_like PTKc_Fes_like PTKc_Frk_like PTKc_Syk_like PTKc_Srm_Brk PTKc_Ack_like PTKc_Src_like PTKc_Csk_like PTKc_EGFR_like PTKc_c-ros PTKc_Abl PTKc_Tec_like PTKc_EphR_A2 PTKc_Fes PTKc_Chk PTKc_Lck_Blk PTKc_ALK_LTK PTKc_FGFR PTKc_PDGFR PTKc_InsR PTKc_Lyn PTKc_EphR_B PTKc_Trk PTK_CCK4 PTKc_Tie1 PTKc_Syk PTKc_Tie2 PTKc_RET PTKc_Kit PTKc_EphR_A PTKc_Zap-70 PTKc_Jak_rpt2 PTKc_Hck PTKc_Csk PTKc_Tie PTKc_Met_Ron PTKc_IGF-1R PTKc_Ror PTKc_Itk PTKc_Fyn_Yrk PTKc_VEGFR PTKc_Yes PTKc_Tyro3 PTKc_EphR_A10 PTKc_Fer PTKc_CSF-1R PTKc_Jak2_Jak3_rpt2 PTKc_FGFR1 PTKc_VEGFR2 PTKc_FGFR4 PTKc_Ror1 PTKc_VEGFR3 PTKc_TrkA PTKc_PDGFR_alpha PTKc_Src PTKc_FGFR3 PTKc_HER2 PTKc_FGFR2 PTKc_Axl_like PTKc_Tyk2_rpt2 PTKc_Musk PTKc_Btk_Bmx PTKc_Tec_Rlk PTKc_PDGFR_beta PTKc_EGFR PTK_HER3 PTKc_HER4 PTKc_DDR PTKc_TrkB PTKc_Axl PTKc_DDR2 PTKc_Jak1_rpt2 PTKc_TrkC PTKc_Ror2 PTK_Jak_rpt1 SPS1 PTKc_DDR1 PTK_Ryk PTKc_DDR_like PTKc_Aatyk PTK_Jak2_Jak3_rpt1	protein.postranslational modification	29_4

CUST_49959_PI403524517	2	-0.03882885	-0.117383	0.07902241	-0.0021800995	0.0021800995	0.049186707	35_14261	"Cluster: Os01g0703600 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os01g0703600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JK13	CHR1V7|COORD:3565464..3567780| clathrin adaptor complexes medium subunit family protein	AT1G10730.1	CHR01V5|COORD:29493266..29497258|protein AP-1 complex subunit mu-1, putative, expressed	LOC_Os01g50770.1	no descriptionweakly similar to ( 107)AT1G10730| Symbols:  | clathrin adaptor complexes medium subunit family protein | chr1:3565464-3567780 FORWARDnot assigned not assigned Adap_comp_sub	protein.targeting.secretory pathway.unspecified	29_3_4_99

CUST_116709_PI403524517	2	-0.05157566	0.25506783	0.15818119	0.05157566	-0.0830698	-0.11466074	35_33082	Rep: Hypothetical protein P0463D04.21 - Oryza sativa (japonica cultivar-group)	UniRef90_Q69QR5		0	CHR09V5|COORD:18472902..18468701|protein expressed protein	LOC_Os09g30350.1	no description	not assigned.unknown	35_2

CUST_56276_PI403524517	2	-0.49583054	-0.5038729	0.4144268	0.16313457	0.026978493	-0.026979446	35_16020	Rep: H0624F09.8 protein - Oryza sativa (Rice)	UniRef90_Q258Z0	CHR2V7|COORD:16407061..16408486| adenylate kinase family protein	AT2G39270.1	CHR04V5|COORD:34019799..34017343|protein adenylate kinase, chloroplast precursor, putative, expressed	LOC_Os04g57540.1	 no descriptionmoderately similar to ( 320)AT2G39270| Symbols:  | adenylate kinase family protein | chr2:16407061-16408486 FORWARDmoderately similar to ( 313)KADC_SOLTUAdenylate kinase, chloroplast precursor - Solanum tuberosum (Potato)not assigned not assigned not assigned ADK adk ADK Adk adk PRK12323 PRK07764 	nucleotide metabolism.phosphotransfer and pyrophosphatases.adenylate kinase	23_4_1

CUST_24674_PI403524517	2	0.25134373	-0.8522835	-0.29068565	0.14757729	0.077344894	-0.07734394	35_7159	"Cluster: AUX1 protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: AUX1 protein, putative, expressed - Oryza sativa (japonica cultivar"	UniRef90_Q10P71	0	0	CHR03V5|COORD:7625699..7629611|protein auxin transporter-like protein 3, putative, expressed	LOC_Os03g14080.1	no description	not assigned.unknown	35_2

CUST_9576_PI403524517	2	-0.051221848	0.62189007	-0.1948843	0.051220894	-0.31525803	0.109270096	35_2698	"Cluster: Os10g0444400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os10g0444400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IXE5	CHR1V7|COORD:26069961..26073307| appr-1-p processing enzyme family protein	AT1G69340.1	CHR10V5|COORD:15687437..15691986|protein appr-1-p processing enzyme family protein, expressed	LOC_Os10g30750.1	no descriptionhighly similar to ( 603)AT1G69340| Symbols:  | appr-1-p processing enzyme family protein | chr1:26069961-26073307 FORWARDnot assigned not assigned SEC14 Macro_Appr_pase_like Macro_GDAP2_like SEC14 PRK04143 PRK00431	not assigned.no ontology	35_1

CUST_19246_PI404877155	2	0.14034224	-0.2295084	-0.15789986	0.45629978	0.070221424	-0.07022095	rbaal1h20_at	putative aldo/keto reductase [Oryza sativa (japonica cultivar-group)] gb|AAP54633.1| putative aldo/keto reductase [Oryza sativa (japonica	NP_922346.1	aldo/keto reductase family protein	At5g53580.1	protein putative aldo/keto reductase	Os10g37330	NONE	minor CHO metabolism.others	3_5

CUST_85589_PI403524517	2	0.11327553	-0.5581198	-0.28825665	0.23013115	-0.11327648	0.17939663	35_24517	Rep: C-terminal peptide-binding protein 1 - Zea mays (Maize)	UniRef90_Q1EPX7	"CHR4V7|COORD:7349938..7352865| SKU5 (skewed 5); copper ion binding"	AT4G12420.1	CHR10V5|COORD:19120091..19124912|protein monocopper oxidase precursor, putative	LOC_Os10g36390.1	no description	not assigned.unknown	35_2

CUST_133300_PI403524517	2	0.18403292	0.0026841164	0.15615368	-0.0026841164	-0.013635635	-0.23935413	35_37424	Rep: AT5g24810/F6A4_20 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q94AD6	CHR5V7|COORD:8516905..8522619| ABC1 family protein	AT5G24810.1	CHR06V5|COORD:29522985..29515245|protein retrotransposon protein, putative, SINE subclass, expressed	LOC_Os06g48770.2	no descriptionweakly similar to ( 163)AT5G24810| Symbols:  | ABC1 family protein | chr5:8516905-8522619 REVERSE	not assigned.no ontology.ABC1 family protein	35_1_1

CUST_14381_PI404877155	2	-0.015850067	0.38140106	-0.03649521	0.01585102	-0.039484978	0.040756226	Contig8210_at	putative U1 small nuclear ribonucleoprotein [Oryza sativa (japonica cultivar-group)] gb|AAP51870.1| putative U1 small nuclear ribonucleoprot	NP_919583.1	U1 small nuclear ribonucleoprotein 70 (U1-70k)	At3g50670.1	protein transposon protein, putative, CACTA, En/Spm sub-class	Os10g02630	NONE	RNA.processing	27_1

CUST_19597_PI399408534	2	-0.06901646	0.32891464	0.02682972	-0.02682972	0.04199791	-0.23226547	35_26956	"Cluster: Polypyrimidine tract-binding protein, putative, expressed; n=4; Oryza sativa|Rep: Polypyrimidine tract-binding protein, putative, expressed - Oryza sat"	UniRef90_Q10KN7	"CHR3V7|COORD:51739..54351| PTB (POLYPYRIMIDINE TRACT-BINDING); RNA binding"	AT3G01150.1	CHR03V5|COORD:14857514..14862534|protein polypyrimidine tract-binding protein homolog 1, putative, expressed	LOC_Os03g25980.3	"no descriptionmoderately similar to ( 225)AT3G01150| Symbols: PTB | PTB (POLYPYRIMIDINE TRACT-BINDING); RNA binding | chr3:51739-54351 FORWARDnot assigned"	RNA.processing	27_1

CUST_116629_PI403524517	2	0.015707016	0.61202145	0.09447479	-0.180686	-0.33381748	-0.015707016	35_33059	"Cluster: Retrotransposon protein, putative, unclassified; n=1; Oryza sativa (japonica cultivar-group)|Rep: Retrotransposon protein, putative, unclassified - Ory"	UniRef90_Q7XCD6	CHRMV7|COORD:235916..236392| hypothetical protein	ATMG00860.1	CHR10V5|COORD:21319698..21315179|protein retrotransposon protein, putative, unclassified	LOC_Os10g40400.1	" no descriptionvery weakly similar to (52.8)ATMG00860| Symbols: ORF158 | Identical to Hypothetical mitochondrial protein AtMg00860 (ORF158) [Arabidopsis Thaliana] (GB:P92523); similar to Os10g0317000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001064331.1); similar to retrotransposon protein, putative, unclassified [Oryza sativa (japonica cultivar-group)] (GB:ABF94845.1); similar to Os08g0451600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001061948.1); contains domain DNA/RNA polymerases (SSF56672); contains domain GAG/POL/ENV POLYPROTEIN (PTHR10178); contains domain RETROVIRUS POLYPROTEIN (PTHR10178:SF14); contains domain no description (G3D.3.30.70.270) | chrM:235916-236392 FORWARDRT_LTR "	not assigned.unknown	35_2

CUST_90087_PI403524517	2	0.088783264	-0.070560455	-0.052892685	0.030449867	-0.03045082	0.086764336	35_25771	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_20328_PI399408534	2	0.10870457	-0.097286224	0.23426437	0.0972867	-0.26714706	-0.51643276	35_22518	"Cluster: Hypothetical protein P0489D11.5; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0489D11.5 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q69MN4	CHR1V7|COORD:28656310..28659430| DNA-binding bromodomain-containing protein	AT1G76380.2	CHR09V5|COORD:21757050..21751268|protein DNA binding protein, putative, expressed	LOC_Os09g37760.1	no descriptionweakly similar to ( 199)AT1G20670| Symbols:  | DNA-binding bromodomain-containing protein | chr1:7164527-7167923 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned BROMO Bromodomain COG5076 PRK07764 PRK12323 PRK07003 COG5373 PRK05648	RNA.regulation of transcription.Bromodomain proteins	27_3_42

CUST_26689_PI403524517	2	0.26150894	0.28334236	-0.004878998	0.004878044	-0.05863762	-0.045084953	35_7734	"Cluster: Peptide deformylase, mitochondrial precursor; n=1; Solanum lycopersicum|Rep: Peptide deformylase, mitochondrial precursor - Solanum lycopersicum (Tomat"	UniRef90_Q9FUZ0	"CHR1V7|COORD:5294648..5295620| PDF1A (PEPTIDE DEFORMYLASE 1A); peptide deformylase"	AT1G15390.1	CHR01V5|COORD:21282357..21280805|protein peptide deformylase, mitochondrial precursor, putative, expressed	LOC_Os01g37510.1	"no descriptionmoderately similar to ( 270)AT1G15390| Symbols: PDF1A | PDF1A (PEPTIDE DEFORMYLASE 1A); peptide deformylase | chr1:5294648-5295620 FORWARDnot assigned def Pep_deformylase Def PRK12846 Pep_deformylase PRK09218"	misc.misc2	26_1

CUST_149717_PI403524517	2	0.062758446	0.6898937	0.08093071	-0.17271519	-0.0627594	-0.14777756	35_41885	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_98594_PI403524517	2	0.2936058	-1.3322911	-0.2936058	0.88193893	0.61207104	-0.4673152	35_28146	"Cluster: Ribulose bisphosphate carboxylase small chain, chloroplast precursor; n=5; Triticeae|Rep: Ribulose bisphosphate carboxylase small chain,"	UniRef90_Q40004	CHR1V7|COORD:25052128..25052912| ribulose bisphosphate carboxylase small chain 1A / RuBisCO small subunit 1A (RBCS-1A) (ATS1A)	AT1G67090.1	CHR12V5|COORD:11317603..11319883|protein ribulose bisphosphate carboxylase small chain C, chloroplast precursor, putative, expressed	LOC_Os12g19470.2	 no descriptionweakly similar to ( 164)AT1G67090| Symbols: RBCS1A | ribulose bisphosphate carboxylase small chain 1A / RuBisCO small subunit 1A (RBCS-1A) (ATS1A) | chr1:25052253-25052912 REVERSEmoderately similar to ( 218)RBS_HORVURibulose bisphosphate carboxylase small chain, chloroplast precursor - Hordeum vulgare (Barley)RuBisCO_small RuBisCO_small PRK07403 PRK07729 rbcS GapA RbcS PRK08955 Gp_dh_C RuBisCO_small_like 	PS.calvin cyle.rubisco small subunit	1_3_2

CUST_118127_PI403524517	2	0.12267685	0.115454674	-0.037916183	-0.08938408	0.037916183	-0.056830406	35_33454	Rep: OSIGBa0130B08.2 protein - Oryza sativa (Rice)	UniRef90_Q01IU8	CHR2V7|COORD:17984696..17986573| similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE91029.1)	AT2G43250.1	CHR04V5|COORD:24305991..24308596|protein expressed protein	LOC_Os04g41330.1	no descriptionvery weakly similar to (75.5)AT2G43250| Symbols:  | similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE91029.1) | chr2:17984696-17986573 FORWARD	not assigned.unknown	35_2

CUST_9804_PI404877155	2	0.0031776428	0.051363945	0.03491211	-0.016776085	-0.0031766891	-0.03932762	Contig3523_at	"Peroxisomal fatty acid beta-oxidation multifunctional protein (MFP) [Includes: Enoyl-CoA hydratase ; 3-2-trans-enoyl-CoA"	Q8W1L6	abnormal inflorescence meristem 1 / fatty acid multifunctional protein (AIM1)	At4g29010.1	protein 3-hydroxyacyl-CoA dehydrogenase, C-terminal domain, putative	Os02g17390	0	lipid metabolism.lipid degradation.beta-oxidation.mutifunctional	11_9_4_09

CUST_70935_PI403524517	2	0.004594803	-0.015945435	-0.004594803	-0.023944855	0.04830742	0.032497406	35_20323	Rep: At5g14440 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q6NPE4	"CHR5V7|COORD:4656068..4657810| similar to surfeit locus protein 2 family protein / SURF2 family protein [Arabidopsis thaliana] (TAIR:AT5G40570.1); similar to"	AT5G14440.1	CHR04V5|COORD:23807536..23809958|protein surfeit locus protein 2 containing protein, expressed	LOC_Os04g40430.1	no descriptionweakly similar to ( 152)AT5G40570| Symbols:  | surfeit locus protein 2 family protein / SURF2 family protein | chr5:16264026-16265479 FORWARDnot assigned not assigned not assigned SURF2	not assigned.no ontology	35_1

CUST_34127_PI403524517	2	-0.9353609	0.23458958	0.18024635	0.62640953	-0.18574238	-0.18024635	35_9836	Rep: H0311C03.5 protein - Oryza sativa (Rice)	UniRef90_Q01I89	CHR2V7|COORD:10317918..10319243| potassium channel tetramerisation domain-containing protein	AT2G24240.1	CHR04V5|COORD:24817487..24815875|protein K+ channel tetramerisation domain containing protein, expressed	LOC_Os04g42310.1	no descriptionmoderately similar to ( 228)AT2G24240| Symbols:  | potassium channel tetramerisation domain-containing protein | chr2:10317918-10319243 FORWARDnot assigned not assigned not assigned	transport.potassium	34_15

CUST_57186_PI403524517	2	-0.24179363	0.25004768	0.39803886	0.020339012	-0.020339966	-0.18267632	35_16300	"Cluster: Leucine Rich Repeat family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Leucine Rich Repeat family protein, expressed - Oryza s"	UniRef90_Q2QMY3	"CHR4V7|COORD:16051166..16054009| ADR1-L1 (ADR1-LIKE 1); ATP binding / protein binding"	AT4G33300.2	CHR12V5|COORD:24421410..24426253|protein disease resistance protein, putative, expressed	LOC_Os12g39620.3	"no descriptionhighly similar to ( 633)AT4G33300| Symbols: ADR1-L1 | ADR1-L1 (ADR1-LIKE 1); ATP binding / protein binding | chr4:16051166-16054009 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned NB-ARC"	stress.biotic	20_1

CUST_167170_PI403524517	2	0.603003	-0.11705303	0.051407814	-0.051407814	0.11768198	-0.11511803	35_46564	Rep: UPI0000D8E03E UniRef100 entry - Danio rerio	UniRef90_UPI0000D8E03E	CHR1V7|COORD:11399903..11405702| actin binding	AT1G31810.1	CHR01V5|COORD:14422169..14420326|protein extensin-like protein, putative, expressed	LOC_Os01g25460.1	no description	not assigned.unknown	35_2

CUST_24739_PI403524517	2	-0.05361557	0.19022846	0.091688156	-0.15296268	0.05361557	-0.13804626	35_7178	"Cluster: Putative Rab geranylgeranyl transferase, a subunit; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Rab geranylgeranyl transferase, a subunit"	UniRef90_Q653U7	CHR4V7|COORD:12655340..12658113| protein binding / protein prenyltransferase	AT4G24490.1	CHR06V5|COORD:28142874..28147386|protein rab geranylgeranyl transferase like protein, putative, expressed	LOC_Os06g46380.1	no descriptionmoderately similar to ( 333)AT4G24490| Symbols:  | protein binding / protein prenyltransferase | chr4:12655340-12658113 REVERSEvery weakly similar to (93.2)PFTA_PEAProtein farnesyltransferase/geranylgeranyltransferase type-1 subunit alpha - Pisum sativum (Garden pea)not assigned not assigned BET4	secondary metabolism.isoprenoids.non-mevalonate pathway	16_1_1

CUST_17658_PI403524517	2	0.025354385	0.35806942	-0.038246155	-0.057724	-0.02068615	0.02068615	35_5101	"Cluster: Pre-mRNA splicing factor cwc22, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Pre-mRNA splicing factor cwc22, putative, express"	UniRef90_Q2QUQ9	CHR1V7|COORD:30410666..30414391| MIF4G domain-containing protein / MA3 domain-containing protein	AT1G80930.1	CHR12V5|COORD:8798968..8805173|protein pre-mRNA-splicing factor cwc-22, putative, expressed	LOC_Os12g15420.1	no descriptionmoderately similar to ( 417)AT1G80930| Symbols:  | MIF4G domain-containing protein / MA3 domain-containing protein | chr1:30410666-30414391 REVERSEnot assigned not assigned MA3 MA3	protein.synthesis.misc	29_2_99

CUST_72064_PI403524517	2	-0.0113248825	0.14112663	0.003944397	-0.0039434433	0.052781105	-0.022094727	35_20657	"Cluster: NOT2/NOT3/NOT5 family protein, expressed; n=4; Oryza sativa (japonica cultivar-group)|Rep: NOT2/NOT3/NOT5 family protein, expressed - Oryza sativa (jap"	UniRef90_Q10D98	CHR1V7|COORD:2382087..2385279| transcription regulator	AT1G07705.1	CHR03V5|COORD:30124497..30107543|protein CCR4-NOT transcription complex subunit 2, putative, expressed	LOC_Os03g52594.3	" no descriptionweakly similar to ( 169)AT1G07705| Symbols:  | similar to VIP2 (VIRE2 INTERACTING PROTEIN2), transcription regulator [Arabidopsis thaliana] (TAIR:AT5G59710.1); similar to NOT2/NOT3/NOT5 [Medicago truncatula] (GB:ABE93791.1); similar to NOT2/NOT3/NOT5 family protein, expressed [Oryza sativa (japonica cultivar-group)] (GB:ABF98742.1); similar to VIP2 [Nicotiana benthamiana] (GB:AAY15746.1); contains InterPro domain NOT2/NOT3/NOT5; (InterPro:IPR007282) | chr1:2382087-2385853 FORWARDnot assigned not assigned NOT2_3_5 CDC36 NOT5 "	not assigned.no ontology	35_1

CUST_27069_PI399408534	2	0.26851845	-0.06425762	0.13768768	0.007628441	-0.018172264	-0.007627487	35_6095	Rep: F1L3.17 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q9LNQ8	"CHR1V7|COORD:6003435..6006148| ATDRG1 (ARABIDOPSIS THALIANA DEVELOPMENTALLY REGULATED G-PROTEIN 1); GTP binding"	AT1G17470.1	CHR05V5|COORD:16885079..16891203|protein developmentally-regulated GTP-binding protein 2, putative, expressed	LOC_Os05g28940.2	 no descriptionmoderately similar to ( 290)AT1G17470| Symbols: ATDRG, ATDRG1 | ATDRG1 (ARABIDOPSIS THALIANA DEVELOPMENTALLY REGULATED G-PROTEIN 1) | chr1:6003435-6006148 FORWARDnot assigned not assigned not assigned not assigned not assigned DRG DRG Obg_like MMR_HSR1 Obg obgE Obg obgE Era_like obgE COG0012 NOG Ygr210 obgE PRK09602 Era COG1084 FeoB PRK09601 FeoB era Era trmE COG1160 YchF trmE ThdF EngA1 engA EngA2 	transport.ammonium	34_5

CUST_124523_PI403524517	2	-0.08573055	-0.37089443	0.21440125	-0.0101213455	0.010120392	0.04442501	35_35098	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_65944_PI403524517	2	0.06692028	0.11090374	-0.09088993	-0.0841732	-0.016057014	0.016057014	35_18836	"Cluster: Putative glossy1 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative glossy1 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ETL8	"CHR5V7|COORD:23437815..23441058| WAX2; catalytic"	AT5G57800.1	CHR02V5|COORD:4362385..4355042|protein gl1 protein, putative, expressed	LOC_Os02g08230.1	" no descriptionhighly similar to ( 744)AT5G57800| Symbols: FLP1, YRE, WAX2 | WAX2; catalytic | chr5:23437815-23441058 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned ERG3 FA_hydroxylase PRK07003 Atrophin-1 "	secondary metabolism.wax	16_7

CUST_1242_PI403524517	2	-0.098300934	0.25625515	0.011725426	-0.011725426	-0.3537655	0.1778431	35_328	Rep: GPRP - Oryza sativa (indica cultivar-group)	UniRef90_Q6V8K5	CHR5V7|COORD:18399327..18400081| proline-rich family protein	AT5G45350.1	CHR05V5|COORD:980861..978262|protein glycine-rich protein A3, putative, expressed	LOC_Os05g02780.4	no description	not assigned.unknown	35_2

CUST_24936_PI403524517	2	-0.03227997	0.27200222	0.03227997	-0.076928616	0.061328888	-0.1373334	35_7238	"Cluster: Putative WD-repeat protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative WD-repeat protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6L548	CHR4V7|COORD:1331704..1334472| transducin family protein / WD-40 repeat family protein	AT4G03020.1	CHR05V5|COORD:19763441..19754638|protein LEC14B, putative, expressed	LOC_Os05g33710.2	no descriptionweakly similar to ( 132)AT4G03020| Symbols:  | transducin family protein / WD-40 repeat family protein | chr4:1331704-1334472 REVERSE	development.unspecified	33_99

CUST_166480_PI403524517	2	0.17048645	0.18800926	0.16612434	-0.16612434	-0.60426664	-0.7159424	35_46378	"Cluster: Tetratricopeptide repeat protein 2-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Tetratricopeptide repeat protein 2-like - Oryza sativa (japon"	UniRef90_Q5ZDK5	"CHR1V7|COORD:19883394..19886043| TTL1 (TETRATRICOPETIDE-REPEAT THIOREDOXIN-LIKE 1); binding"	AT1G53300.1	CHR01V5|COORD:24787885..24791892|protein electron transporter, putative, expressed	LOC_Os01g42960.1	"no descriptionweakly similar to ( 110)AT1G53300| Symbols: TTL1 | TTL1 (TETRATRICOPETIDE-REPEAT THIOREDOXIN-LIKE 1); binding | chr1:19883394-19886043 FORWARDnot assigned TRX_family"	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_157024_PI403524517	2	-0.28491497	0.48196983	-0.09215069	0.0033807755	-0.0033807755	0.025954247	35_43853	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_110844_PI403524517	2	-0.11861515	0.09985447	-0.08333111	-0.023379326	0.16338348	0.023378849	35_31477	"Cluster: Putative ribosomal S1 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative ribosomal S1 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q75LC1	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	CHR03V5|COORD:35462830..35459475|protein RNA binding S1, putative, expressed	LOC_Os03g62780.1	no descriptionnot assigned not assigned DM6	not assigned.unknown	35_2

CUST_19211_PI403524517	2	0.14703846	-0.0048532486	-0.14075851	0.03939247	-0.029726028	0.0048542023	35_5570	Rep: OSIGBa0113I13.8 protein - Oryza sativa (Rice)	UniRef90_Q01KD9	CHR5V7|COORD:6739695..6740663| plastid-lipid associated protein PAP-related / fibrillin-related	AT5G19940.1	CHR04V5|COORD:30470709..30469016|protein PAP fibrillin family protein, expressed	LOC_Os04g51792.1	no descriptionmoderately similar to ( 241)AT5G19940| Symbols:  | plastid-lipid associated protein PAP-related / fibrillin-related | chr5:6739695-6740663 FORWARDPAP_fibrillin	cell.organisation	31_1

CUST_76037_PI403524517	2	0.07879019	0.04020834	-0.009924889	0.009924889	-0.33605385	-0.11844826	35_21798	"Cluster: OSJNBa0027O01.13 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0027O01.13 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XXC5	CHR5V7|COORD:19099232..19107027| glycine-rich protein	AT5G47020.1	CHR04V5|COORD:5588749..5610285|protein expressed protein	LOC_Os04g10380.1	no descriptionvery weakly similar to (72.8)AT5G47020| Symbols:  | glycine-rich protein | chr5:19099232-19107027 FORWARD	not assigned.no ontology.glycine rich proteins	35_1_40

CUST_12209_PI403524517	2	-0.016098022	0.16372299	-0.0678463	0.15695572	-0.07293987	0.016098976	35_3476	"Cluster: Sucrose transporter; n=2; Oryza sativa (japonica cultivar-group)|Rep: Sucrose transporter - Oryza sativa (japonica cultivar-group)"	UniRef90_Q84KR4	"CHR2V7|COORD:828545..832295| SUT2 (sucrose transporter 3); carbohydrate transporter/ sucrose:hydrogen symporter/ sugar porter"	AT2G02860.1	CHR02V5|COORD:35542944..35547591|protein sucrose transport protein SUC3, putative, expressed	LOC_Os02g58080.1	" no descriptionhighly similar to ( 658)AT2G02860| Symbols: ATSUC3, SUC3, SUT2 | SUT2 (sucrose transporter 3); carbohydrate transporter/ sucrose:hydrogen symporter/ sugar porter | chr2:828545-832295 REVERSEmoderately similar to ( 364)SUT2_ORYSAnot assigned MFS_1 MelB Sugar_tr "	transporter.sugars.sucrose	34_2_1

CUST_68905_PI403524517	2	0.13374615	-0.5223284	-0.18541908	0.1178484	-0.044278145	0.04427719	35_19715	Rep: CRP1 - Zea mays (Maize)	UniRef90_O81397	CHR5V7|COORD:16933088..16935466| pentatricopeptide (PPR) repeat-containing protein	AT5G42310.1	CHR07V5|COORD:21752159..21755628|protein CRP1, putative, expressed	LOC_Os07g36390.1	no descriptionvery weakly similar to (72.8)AT5G42310| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr5:16933088-16935466 FORWARD	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_96339_PI403524517	2	-0.038038254	0.22556782	0.1138773	-0.104141235	0.038038254	-0.1004529	35_27518	"Cluster: Os03g0727900 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os03g0727900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DNY0	CHR3V7|COORD:18453433..18458631| pentatricopeptide (PPR) repeat-containing protein	AT3G49730.1	CHR03V5|COORD:29672495..29655593|protein GTP binding protein, putative, expressed	LOC_Os03g51790.1	no descriptionweakly similar to ( 186)AT3G49730| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr3:18453433-18458631 REVERSEnot assigned HflX PRK11058 HflX MMR_HSR1	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_26617_PI403524517	2	0.38625526	-0.15633678	0.043047905	0.14025402	-0.073498726	-0.043047905	35_7713	"Cluster: Hypothetical protein F17O14.27; n=1; Arabidopsis thaliana|Rep: Hypothetical protein F17O14.27 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9C9Y0	CHR3V7|COORD:2671154..2674916| binding	AT3G08800.1	0	0	no descriptionvery weakly similar to (70.5)AT3G08800| Symbols:  | binding | chr3:2671154-2674916 FORWARD	not assigned.unknown	35_2

CUST_180595_PI403524517	2	0.034952164	-0.26314354	-0.034952164	-0.18484879	0.06351757	0.13230896	35_50224	"Cluster: Hypothetical protein OJ1131_E05.128; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1131_E05.128 - Oryza sativa (japonica cult"	UniRef90_Q8H5G9	CHR3V7|COORD:9513138..9514382| F-box family protein	AT3G26010.1	CHR07V5|COORD:21006712..21008162|protein F-box protein interaction domain containing protein	LOC_Os07g35070.1	no description	not assigned.unknown	35_2

CUST_75051_PI403524517	2	0.013744354	-0.2730503	-0.013743401	0.2022171	0.14102745	-0.01968193	35_21513	"Cluster: Hypothetical protein P0431A03.17; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0431A03.17 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6ZA96	"CHR1V7|COORD:8196597..8197654| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G70900.1); similar to conserved hypothetical protein [Medicago"	AT1G23110.1	CHR08V5|COORD:20877872..20880780|protein expressed protein	LOC_Os08g33640.2	"no descriptionmoderately similar to ( 223)AT1G23110| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G70900.1); similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE89195.1) | chr1:8196597-8197654 REVERSE"	not assigned.unknown	35_2

CUST_29326_PI399408534	2	-0.06641388	-0.40318346	-0.69372034	0.83411884	0.44748592	0.06641388	35_21763	"Cluster: Helix-loop-helix DNA-binding domain containing protein, expressed; n=4; Oryza sativa (japonica cultivar-group)|Rep: Helix-loop-helix DNA-binding domain"	UniRef90_Q10G91	CHR3|COORD:21838955..21841484| similar to phytochrome-interacting factor 4 (PIF4) / basic helix-loop-helix protein 9 (bHLH9) / short under	AT3G59060.4	CHR03V5|COORD:24498759..24503742|protein PIL5, putative, expressed	LOC_Os03g43810.1	" no descriptionvery weakly similar to (94.7)AT1G09530| Symbols: PIF3, POC1, PAP3 | PIF3 (PHYTOCHROME INTERACTING FACTOR 3); DNA binding / transcription factor/ transcription regulator | chr1:3077218-3079369 FORWARDnot assigned not assigned HLH HLH HLH PRK12323 PRK07764 "	RNA.regulation of transcription.bHLH,Basic Helix-Loop-Helix family	27_3_6

CUST_123942_PI403524517	2	0.05269718	-0.0030603409	0.009679794	-0.02457428	0.0030612946	-0.027370453	35_34944	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_48029_PI403524517	2	0.021197319	-0.04195118	-0.0013046265	0.0013036728	-0.03215313	0.43967915	35_13736	Rep: Polyubiquitin 4 UBQ4 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q0WRN6	"CHR5V7|COORD:6973317..6974465| UBQ4 (ubiquitin 4); protein binding"	AT5G20620.1	CHR06V5|COORD:28400733..28403579|protein polyubiquitin containing 7 ubiquitin monomers, putative, expressed	LOC_Os06g46770.3	"no descriptionmoderately similar to ( 296)AT5G03240| Symbols: UBQ3 | UBQ3 (POLYUBIQUITIN 3); protein binding | chr5:771975-772895 REVERSEweakly similar to ( 150)UBIQ_WHEATUbiquitin - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned Ubiquitin ubiquitin UBQ Nedd8 UBL AN1_N RAD23_N Scythe_N UBQ parkin_N Fubi GDX_N SF3a120_C NIRF_N ISG15_repeat2 UBI4 hPLIC_N"	protein.degradation.ubiquitin.ubiquitin	29_5_11_1

CUST_6203_PI404877155	2	-0.12873268	0.38540363	0.08271408	-0.029294968	0.02137947	-0.021380424	Contig18612_at	putative leucine-rich repeat transmembrane protein kinase 1 [Oryza sativa (japonica cultivar-group)] dbj|BAC75564.1| putative leucine-rich r	NP_910457.1	leucine-rich repeat transmembrane protein kinase, putative	At4g18640.1	protein expressed protein	Os12g01510	NONE	signalling.receptor kinases.leucine rich repeat VI	30_2_6

CUST_97586_PI403524517	2	-0.14502525	0.020364761	0.10885239	-0.020364761	0.1373415	-0.2136488	35_27866	"Cluster: Formin homology 2 domain-containing protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Formin homology 2 domain-containing protein-like - O"	UniRef90_Q5SMN4	CHR5V7|COORD:23551169..23556691| actin binding	AT5G58160.1	CHR06V5|COORD:4223415..4226986|protein actin binding protein, putative, expressed	LOC_Os06g08540.1	no descriptionmoderately similar to ( 220)AT2G25050| Symbols:  | formin homology 2 domain-containing protein / FH2 domain-containing protein | chr2:10661187-10666462 REVERSE	not assigned.no ontology.formin homology 2 domain-containing protein	35_1_20

CUST_82642_PI403524517	2	0.258924	0.47848225	0.04809761	-0.18892574	-0.15136528	-0.048098087	35_23704	Rep: DNA-directed RNA polymerase - Glycine max (Soybean)	UniRef90_Q99366	"CHR4V7|COORD:16961119..16967896| NRPB1 (RNA POLYMERASE II LARGE SUBUNIT); DNA binding / DNA-directed RNA polymerase"	AT4G35800.1	CHR05V5|COORD:2922402..2912509|protein DNA-directed RNA polymerase II largest subunit, putative, expressed	LOC_Os05g05860.1	" no descriptionweakly similar to ( 198)AT4G35800| Symbols: RNA_POL_II_LSRNA_POL_II_LS, RNA_POL_II_LS, RPB1, NRPB1 | NRPB1 (RNA POLYMERASE II LARGE SUBUNIT); DNA binding / DNA-directed RNA polymerase | chr4:16961119-16967896 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned HPC2 Extensin_2 Herpes_BLLF1 PRK04309 DUF605 GRASP55_65 DUF1421 CTF_NFI Atrophin-1 PRK01497 PRK02597 rpoC2 PRK12323 GATA-N Fork_head_N "	RNA.transcription	27_2

CUST_27003_PI403524517	2	-0.11589527	0.47418404	0.11066055	-0.11066055	-0.12886238	0.21294975	35_7820	Rep: 36I5.7 - Oryza sativa (japonica cultivar-group)	UniRef90_Q8LPX2	CHR3V7|COORD:11592543..11594312| NLI interacting factor (NIF) family protein	AT3G29760.1	CHR03V5|COORD:31133330..31130357|protein NLI interacting factor-like phosphatase family protein, expressed	LOC_Os03g54870.1	no descriptionweakly similar to ( 145)AT3G29760| Symbols:  | NLI interacting factor (NIF) family protein | chr3:11592543-11594312 REVERSEnot assigned CPDc	not assigned.no ontology	35_1

CUST_156186_PI403524517	2	-0.06523943	0.48356152	-0.041636467	-0.16587591	0.041636467	0.3673153	35_43618	"Cluster: Putative FKBP-type peptidyl-prolyl cis-trans isomerase; protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative FKBP-type"	UniRef90_Q7XHR0	CHR3V7|COORD:22325975..22327508| immunophilin / FKBP-type peptidyl-prolyl cis-trans isomerase family protein	AT3G60370.1	0	0	no descriptionvery weakly similar to (68.2)AT3G60370| Symbols:  | immunophilin / FKBP-type peptidyl-prolyl cis-trans isomerase family protein | chr3:22325975-22327508 REVERSE	protein.folding	29_6

CUST_16792_PI404877155	2	-0.19808006	0.27498055	0.049513817	-0.04951477	-0.2876606	0.10248375	HI07D23r_at	0	0	0	0	protein B3 DNA binding domain, putative	Os01g52540	NONE	RNA.regulation of transcription.ABI3/VP1-related B3-domain-containing transcription factor family	27_3_01

CUST_13937_PI404877155	2	0.21693039	-0.5651531	-0.052606583	-0.10023403	0.052606583	0.115576744	Contig7701_at	putative GTPase [Oryza sativa (japonica cultivar-group)]	NP_918757.1	GTP-binding family protein	At3g07050.1	protein expressed protein	Os01g27730	putative GTPase	signalling.G-proteins	30_5

CUST_45856_PI403524517	2	0.0675993	0.5507746	-0.0675993	-0.12196159	-0.09572601	0.13095284	35_13138	"Cluster: Os10g0509000 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os10g0509000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IWH4	CHR5V7|COORD:21965509..21969776| DNA mismatch repair MutS family protein	AT5G54090.1	0	0	no description	not assigned.unknown	35_2

CUST_158904_PI403524517	2	0.1423564	1.7595291E-4	0.024549961	-1.7642975E-4	-0.15517521	-0.22598934	35_44357	"Cluster: Putative elongation factor 1A binding protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative elongation factor 1A binding protein - Oryza s"	UniRef90_Q5ZAA9	CHR2V7|COORD:1657134..1659560| ankyrin repeat family protein	AT2G04740.1	CHR06V5|COORD:12317392..12321833|protein protein binding protein, putative, expressed	LOC_Os06g21330.1	no descriptionmoderately similar to ( 201)AT2G04740| Symbols:  | ankyrin repeat family protein | chr2:1657134-1659560 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned ANK PRK07003 PRK12323 Pneumo_att_G Gag_spuma PRK07764 TT_ORF1	cell.organisation	31_1

CUST_134668_PI403524517	2	-0.07738209	0.015738487	-0.015738487	0.05312538	0.1890583	-0.037018776	35_37784	"Cluster: Probable 26S proteasome non-ATPase regulatory subunit 3; n=1; Nicotiana tabacum|Rep: Probable 26S proteasome non-ATPase regulatory subunit 3 - Nicotian"	UniRef90_P93768	CHR1V7|COORD:28528284..28530379| 26S proteasome regulatory subunit S3, putative (RPN3)	AT1G75990.1	CHR08V5|COORD:27459223..27455397|protein 26S proteasome non-ATPase regulatory subunit 3, putative, expressed	LOC_Os08g43640.1	no description	not assigned.unknown	35_2

CUST_13421_PI404877155	2	0.10608196	-0.12576294	0.032399178	0.05518341	-0.03240013	-0.054603577	Contig7148_at	CAX-interacting protein 4 [Arabidopsis thaliana]	AAO17572.1	CAX-interacting protein 4 (CAXIP4)	At2g28910.1	protein Transposable element protein, putative	Os09g01640	"3.1_Homeodomain   T01727 HOXB4;"	transport.calcium	34_21

CUST_79274_PI403524517	2	0.030833244	0.5835638	-0.030870438	-0.096191406	-0.028507233	0.028507233	35_22740	"Cluster: Putative ribosomal RNA apurinic site specific lyase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ribosomal RNA apurinic site specific lya"	UniRef90_Q8GVM3	0	0	CHR07V5|COORD:10954190..10952275|protein ribosomal RNA apurinic site specific lyase, putative, expressed	LOC_Os07g18510.1	no descriptionFBD FBD	not assigned.unknown	35_2

CUST_76105_PI403524517	2	1.0494547	-0.0391984	0.019278526	-0.019279003	-0.21800327	0.23660612	35_21818	"Cluster: Hypothetical protein OSJNBa0009C07.5; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0009C07.5 - Oryza sativa (japonica cu"	UniRef90_Q6I591	CHR1V7|COORD:23800550..23804918| AAA-type ATPase family protein	AT1G64110.2	CHR05V5|COORD:29015584..29010276|protein ATP binding protein, putative, expressed	LOC_Os05g50750.2	no descriptionweakly similar to ( 179)AT5G52882| Symbols:  | ATP binding / nucleoside-triphosphatase/ nucleotide binding | chr5:21451381-21455588 REVERSEnot assigned not assigned not assigned Rubella_Capsid PRK07764	protein.degradation.AAA type	29_5_9

CUST_13883_PI404877155	2	0.0051050186	0.43480682	0.09312439	-0.17962551	-0.039338112	-0.005104065	Contig7641_at	putative transcription elongation factor [Oryza sativa (japonica cultivar-group)]	AAO60027.1	transcription factor S-II (TFIIS) domain-containing protein	At2g38560.1	protein putative transcription elongation factor	Os03g60130	putative transcription elongation factor	RNA.regulation of transcription.putative DNA-binding protein	27_3_67

CUST_11413_PI404877155	2	-0.01613617	-0.61553764	0.016135216	0.1156168	0.16057777	-0.04499817	Contig5081_at	0	BAD07797.1	ribose-phosphate pyrophosphokinase 4 / phosphoribosyl diphosphate synthetase 4 (PRS4)	At2g42910.1	protein ribose-phosphate pyrophosphokinase	Os02g48390	phosphoribosyl pyrophosphate synthetase	amino acid metabolism.synthesis.histidine	13_1_7

CUST_35850_PI403524517	2	0.22869062	-0.017549038	0.1656189	0.017548561	-0.12784672	-0.18396759	35_10338	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8LMP3	"CHR5V7|COORD:22215082..22218875| Fh5 (FORMIN HOMOLOGY5); actin binding"	AT5G54650.2	CHR07V5|COORD:24271675..24264784|protein formin-2, putative, expressed	LOC_Os07g40510.1	no description	not assigned.unknown	35_2

CUST_5331_PI404877155	2	0.04636383	-1.1634007	-0.0680275	0.11135769	0.25283146	-0.04636383	Contig16911_at	OSJNBa0032F06.21 [Oryza sativa (japonica cultivar-group)]	CAE03438.1	DNA mismatch repair protein MSH3 (MSH3)	At4g25540.1	protein MutS domain III, putative	Os04g58630	DNA mismatch repair protein MSH3 (MSH3), identical to SP:O65607 DNA mismatch repair protein MSH3 (AtMsh3) {Arabidopsis thaliana}	signalling.G-proteins	30_5

CUST_120248_PI403524517	2	-0.015464783	-0.29664707	-0.019088745	0.049134254	0.05526352	0.015465736	35_34000	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_167897_PI403524517	2	-0.08561611	0.16919708	0.28263903	-0.043252468	0.043252945	-0.16255093	35_46763	"Cluster: Putative glyoxalase II; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative glyoxalase II - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5QLQ5	"CHR1V7|COORD:19995210..19996918| ETHE1/GLX2-3 (GLYOXALASE 2-3); hydroxyacylglutathione hydrolase"	AT1G53580.1	CHR01V5|COORD:27605408..27601524|protein hydroxyacylglutathione hydrolase 3, mitochondrial precursor, putative, expressed	LOC_Os01g47690.3	" no descriptionweakly similar to ( 130)AT1G53580| Symbols: GLX2-3, ETHE1 | ETHE1/GLX2-3 (GLYOXALASE 2-3); hydroxyacylglutathione hydrolase | chr1:19995210-19996918 REVERSEnot assigned "	Biodegradation of Xenobiotics.hydroxyacylglutathione hydrolase	24_1

CUST_111696_PI403524517	2	0.003408432	-0.21012974	0.051137924	0.92106056	-0.044486046	-0.003408432	35_31713	"Cluster: Os01g0688200 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0688200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JK96	CHR1V7|COORD:29098535..29100336| hydrolase, alpha/beta fold family protein	AT1G77420.1	CHR01V5|COORD:28714006..28710868|protein monoglyceride lipase, putative, expressed	LOC_Os01g49380.1	 no descriptionweakly similar to ( 132)AT1G77420| Symbols:  | hydrolase, alpha/beta fold family protein | chr1:29098535-29100336 FORWARDnot assigned not assigned 	not assigned.no ontology	35_1

CUST_138035_PI403524517	2	0.6776266	0.39996338	-0.020879745	0.020879745	-0.045758724	-0.307487	35_38712	Rep: At5g40700 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q5PP69	"CHR5V7|COORD:16309275..16310671| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G27350.1); similar to Targeting for Xklp2 [Medicago truncatula]"	AT5G40700.1	CHR12V5|COORD:10046259..10050428|protein expressed protein	LOC_Os12g17530.1	"no descriptionvery weakly similar to (87.4)AT5G40700| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G27350.1); similar to Targeting for Xklp2 [Medicago truncatula] (GB:ABE84619.1) | chr5:16309275-16310671 REVERSEnot assigned not assigned not assigned not assigned"	not assigned.unknown	35_2

CUST_2731_PI399408534	2	-0.01034832	-0.2556715	-0.053694725	0.010349274	0.02350235	0.060807228	35_50359	"Cluster: Cap-binding protein CBP20; n=1; Oryza sativa (japonica cultivar-group)|Rep: Cap-binding protein CBP20 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q84L14	"CHR5V7|COORD:17819289..17821102| CBP20 (CAP-BINDING PROTEIN 20); RNA binding"	AT5G44200.1	CHR02V5|COORD:24097624..24094209|protein nuclear cap-binding protein subunit 2, putative, expressed	LOC_Os02g39890.1	 no descriptionvery weakly similar to (63.5)AT5G44200| Symbols: ATCBP20, CBP20 | CBP20 (CAP-BINDING PROTEIN 20) | chr5:17819289-17821102 REVERSE	RNA.processing.splicing	27_1_1

CUST_22074_PI403524517	2	0.03833866	0.04654312	-0.032201767	-0.06751442	0.03149891	-0.03149891	35_6412	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q60DJ5	CHR3|COORD:19321511..19323264| expressed protein, contains Pfam profile PF03267: Arabidopsis protein of unknown function, DUF266	AT3G52060.2	CHR03V5|COORD:25058809..25055981|protein expressed protein	LOC_Os03g44580.3	" no descriptionmoderately similar to ( 348)AT3G52060| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G22070.1); similar to Protein of unknown function DUF266, plant [Medicago truncatula] (GB:ABE91847.1); similar to Os03g0648100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001050776.1); similar to Protein of unknown function DUF266, plant [Medicago truncatula] (GB:ABE78946.1); contains InterPro domain Protein of unknown function DUF266, plant; (InterPro:IPR004949) | chr3:19321965-19323005 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF266 Herpes_BLLF1 Tymo_45kd_70kd Atrophin-1 PRK12323 HPC2 AF-4 Extensin_2 DUF1421 PRK07003 DUF566 DUF605 "	not assigned.unknown	35_2

CUST_78948_PI403524517	2	-0.102044106	0.10204315	-0.65782976	0.33240604	-0.6453686	0.10654926	35_22645	"Cluster: Hypothetical protein OJ1217B09.4; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1217B09.4 - Oryza sativa (japonica cultivar-g"	UniRef90_Q8H7P2	"CHR1V7|COORD:9860290..9861421| ATPUP3 (Arabidopsis thaliana purine permease 3); purine transporter"	AT1G28220.1	CHR03V5|COORD:4579547..4578041|protein ATPUP3, putative, expressed	LOC_Os03g08880.1	"no descriptionweakly similar to ( 115)AT1G28220| Symbols: ATPUP3 | ATPUP3 (Arabidopsis thaliana purine permease 3); purine transporter | chr1:9860290-9861421 REVERSETPT"	transport.nucleotides	34_10

CUST_31000_PI399408534	2	0.06716347	0.3227644	-0.020118713	-0.13745213	-0.39030838	0.020118713	35_24301	"Cluster: Hypothetical protein P0520B06.16; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0520B06.16 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5QN72	"CHR5V7|COORD:22465378..22471640| EDM2; transcription factor"	AT5G55390.1	CHR01V5|COORD:18262735..18273926|protein expressed protein	LOC_Os01g32720.1	"no descriptionvery weakly similar to (85.1)AT5G55390| Symbols: EDM2 | EDM2; transcription factor | chr5:22465378-22471640 REVERSE"	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_83350_PI403524517	2	0.074439526	0.049258232	-0.32657146	-0.10129166	-0.049258232	0.31243563	35_23900	"Cluster: Os05g0495700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0495700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DH26	"CHR2V7|COORD:17333879..17335732| GPDHC1; glycerol-3-phosphate dehydrogenase (NAD+)"	AT2G41540.3	CHR05V5|COORD:24274702..24277984|protein glycerol-3-phosphate dehydrogenase, putative, expressed	LOC_Os05g41590.1	"no descriptionweakly similar to ( 104)AT2G41540| Symbols: GPDHC1 | GPDHC1; glycerol-3-phosphate dehydrogenase (NAD+) | chr2:17333879-17335732 FORWARD"	lipid metabolism.glyceral metabolism.Glycerol-3-phosphate dehydrogenase (NAD+)	11_5_2

CUST_2103_PI403524517	2	0.0050144196	-0.06234169	0.013303757	-0.005016327	0.025146484	-0.01610756	35_557	"Cluster: 40S ribosomal protein S5, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: 40S ribosomal protein S5, putative, expressed - Oryza s"	UniRef90_Q2R4A1	"CHR3V7|COORD:3778181..3779360| ATRPS5A (RIBOSOMAL PROTEIN 5A); structural constituent of ribosome"	AT3G11940.2	CHR01V5|COORD:23940..25453|protein 40S ribosomal protein S5, putative, expressed	LOC_Os01g01060.1	" no descriptionvery weakly similar to (96.3)AT3G11940| Symbols: AML1, ATRPS5A | ATRPS5A (RIBOSOMAL PROTEIN 5A); structural constituent of ribosome | chr3:3778181-3779360 REVERSEvery weakly similar to (94.0)RS5_CICAR40S ribosomal protein S5 - Cicer arietinum (Chickpea) (Garbanzo)not assigned PRK04027 RpsG Ribosomal_S7 "	protein.synthesis.misc ribososomal protein	29_2_2

CUST_104547_PI403524517	2	0.006547928	0.2368784	-0.006547928	-0.1782322	-0.21206951	0.04557991	35_29794	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_53717_PI403524517	2	-0.15058994	0.54850864	-0.055446625	0.029361725	-0.006072998	0.0060739517	35_15286	"Cluster: Hypothetical protein OJ1115_B06.15; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1115_B06.15 - Oryza sativa (japonica cultiv"	UniRef90_Q688X9	CHR5V7|COORD:9491369..9493642| drought-responsive family protein	AT5G26990.1	CHR05V5|COORD:27887817..27884290|protein fiber protein Fb2, putative, expressed	LOC_Os05g48800.2	no descriptionvery weakly similar to (71.2)AT5G26990| Symbols:  | drought-responsive family protein | chr5:9491369-9493642 FORWARDnot assigned not assigned not assigned Di19	stress.abiotic.drought/salt	20_2_3

CUST_16581_PI399408534	2	0.093055725	-0.97689724	-0.03828621	0.038287163	0.13039589	-0.051776886	35_2077	"Cluster: Putative RNA helicase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative RNA helicase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6YS30	CHR1V7|COORD:11479901..11482687| DEAD/DEAH box helicase, putative	AT1G31970.1	CHR07V5|COORD:11892727..11885428|protein ATP-dependent RNA helicase DBP3, putative, expressed	LOC_Os07g20580.1	 no descriptionhighly similar to ( 672)AT1G31970| Symbols:  | DEAD/DEAH box helicase, putative | chr1:11479901-11482687 FORWARDmoderately similar to ( 320)DB10_NICSYATP-dependent RNA helicase-like protein DB10 - Nicotiana sylvestris (Wood tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned SrmB PRK11776 PRK10590 PRK11192 PRK11634 PRK04837 PRK01297 DEADc PRK04537 DEAD DEXDc DEXDc HELICc RecQ Helicase_C HELICc Lhr COG1205 SSL2 PRK11057 COG1202 MPH1 COG1204 COG1203 DEXHc RecG PRK09401 TT_ORF1 PRK12678 PRK10917 DUF1777 HrpA Protamine_P1 	DNA.synthesis/chromatin structure	28_1

CUST_13559_PI404877155	2	-0.06713629	-0.1463294	0.3892641	-0.3290305	0.06713581	0.22254944	Contig7293_at	OSJNBa0027G07.8 [Oryza sativa (japonica cultivar-group)] ref|XP_472692.1| OSJNBa0027G07.8 [Oryza sativa (japonica cultivar-group)]	CAE04372.1	monosaccharide transporter, putative	At1g34580.1	protein Sugar transporter	Os04g38020	gi|32489187|emb|CAE04372.1| OSJNBa0027G07.8	transporter.sugars	34_2

CUST_25850_PI403524517	2	0.12235546	-0.55724335	-0.052448273	-0.023449898	0.023450851	0.051963806	35_7494	"Cluster: Os11g0545700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os11g0545700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IS92	CHR2V7|COORD:13960884..13964547| ATZW10	AT2G32900.1	CHR11V5|COORD:19612124..19608273|protein centromere/kinetochore protein zw10, putative, expressed	LOC_Os11g34310.1	no descriptionweakly similar to ( 159)AT2G32900| Symbols: ATZW10 | ATZW10 | chr2:13960884-13964547 FORWARDnot assigned	not assigned.no ontology	35_1

CUST_64990_PI403524517	2	0.037994385	-0.32122803	-0.040143967	-0.0011148453	0.0011138916	0.019938469	35_18557	"Cluster: Putative phosphoribosylglycinamide formyltransferase, chloroplast; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative phosphoribosylglycinamide"	UniRef90_Q6ZK11	CHR1V7|COORD:11157045..11158389| phosphoribosylglycinamide formyltransferase	AT1G31220.1	CHR08V5|COORD:24598749..24601260|protein phosphoribosylglycinamide formyltransferase, chloroplast precursor, putative, expressed	LOC_Os08g39160.1	 no descriptionmoderately similar to ( 313)AT1G31220| Symbols:  | phosphoribosylglycinamide formyltransferase | chr1:11157045-11158389 FORWARDmoderately similar to ( 326)PUR3_VIGUNPhosphoribosylglycinamide formyltransferase, chloroplast precursor - Vigna unguiculata (Cowpea)not assigned not assigned PurN purN Formyl_trans_N PurU Fmt fmt purU PRK13011 purU PRK06988 PRK08125 	nucleotide metabolism.synthesis.purine.GAR transformylase	23_1_2_3

CUST_114417_PI403524517	2	0.24894142	-0.02607727	0.060011864	-0.17282486	-0.32588387	0.026076317	35_32472	"Cluster: Putative Arginyl-tRNA synthetase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Arginyl-tRNA synthetase - Oryza sativa (japonica cultivar-g"	UniRef90_Q75IR7	"CHR4V7|COORD:13308409..13313118| EMB1027 (EMBRYO DEFECTIVE 1027); ATP binding / arginine-tRNA ligase"	AT4G26300.1	CHR05V5|COORD:3667973..3675645|protein arginyl-tRNA synthetase, putative, expressed	LOC_Os05g07030.1	"no descriptionvery weakly similar to (77.4)AT4G26300| Symbols: EMB1027 | EMB1027 (EMBRYO DEFECTIVE 1027); ATP binding / arginine-tRNA ligase | chr4:13308409-13313118 REVERSEnot assigned"	protein.aa activation.arginine-tRNA ligase	29_1_19

CUST_18811_PI403524517	2	-0.1263876	0.46943665	-0.08367252	-0.09075642	0.08367157	0.17401123	35_5445	"Cluster: OSIGBa0101C23.4 protein; n=2; Oryza sativa|Rep: OSIGBa0101C23.4 protein - Oryza sativa (Rice)"	UniRef90_Q01J23	"CHR2V7|COORD:18460012..18461860| similar to OSJNBb0038F03.15 [Oryza sativa (japonica cultivar-group)] (GB:CAE04351.2); similar to"	AT2G44760.1	CHR04V5|COORD:27104321..27099226|protein expressed protein	LOC_Os04g46100.1	"no descriptionmoderately similar to ( 498)AT2G44760| Symbols:  | similar to OSJNBb0038F03.15 [Oryza sativa (japonica cultivar-group)] (GB:CAE04351.2); similar to Os04g0545200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001053466.1); similar to OSIGBa0101C23.4 [Oryza sativa (indica cultivar-group)] (GB:CAH67252.1) | chr2:18460012-18461860 REVERSE"	not assigned.unknown	35_2

CUST_132199_PI403524517	2	0.03743553	-0.31449127	0.011963844	0.011178017	-0.10188866	-0.011177063	35_37128	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_125193_PI403524517	2	0.18772125	0.0152311325	-0.015232086	-0.06627083	0.018331528	-0.184309	35_35268	"Cluster: Os01g0252200 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0252200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JP11		0	CHR12V5|COORD:18452972..18451643|protein retrotransposon protein, putative, unclassified	LOC_Os12g30780.1	no description	not assigned.unknown	35_2

CUST_83542_PI403524517	2	0.041501045	0.40354538	-0.019612312	-0.11432457	-0.08214092	0.019612312	35_23952	"Cluster: GCN5-related N-acetyltransferase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: GCN5-related N-acetyltransferase-like - Oryza sativa (japonica"	UniRef90_Q6Z890	CHR5V7|COORD:5524512..5526298| GCN5-related N-acetyltransferase (GNAT) family protein	AT5G16800.2	CHR02V5|COORD:28515488..28511246|protein N-acetyltransferase, putative, expressed	LOC_Os02g46700.1	no descriptionweakly similar to ( 104)AT5G16800| Symbols:  | GCN5-related N-acetyltransferase (GNAT) family protein | chr5:5524723-5526298 REVERSEnot assigned	misc.GCN5-related N-acetyltransferase	26_24

CUST_4373_PI403524517	2	-1.1180372	0.49722004	0.4632883	0.7256665	-0.89780235	-0.46328783	35_1208	Rep: 60 kDa jasmonate-induced protein - Hordeum vulgare (Barley)	UniRef90_Q00531	0	0	CHR11V5|COORD:3190193..3191111|protein jasmonate-induced protein, putative	LOC_Os11g06610.1	no descriptionmoderately similar to ( 243)JI60_HORVU60 kDa jasmonate-induced protein - Hordeum vulgare (Barley)	not assigned.unknown	35_2

CUST_39432_PI403524517	2	-0.033125877	-0.0633049	0.033994675	0.12836838	0.033124924	-0.22681046	35_11342	"Cluster: Chloroplast ATP synthase a chain precursor; n=33; Magnoliophyta|Rep: Chloroplast ATP synthase a chain precursor - Pisum sativum (Garden pea)"	UniRef90_P06452	CHRCV7|COORD:14021..14770| Encodes a subunit of ATPase complex CF0, which is a proton channel that supplies the proton motive force to drive ATP synthesis by CF	ATCG00150.1	CHR10V5|COORD:20153691..20149896|protein chloroplast ATP synthase a chain precursor, putative, expressed	LOC_Os10g38292.2	 no descriptionweakly similar to ( 166)ATCG00150| Symbols: ATPI | Encodes a subunit of ATPase complex CF0, which is a proton channel that supplies the proton motive force to drive ATP synthesis by CF1 portion of the complex. | chrC:14021-14770 REVERSEweakly similar to ( 175)ATPI_WHEATChloroplast ATP synthase a chain precursor - Triticum aestivum (Wheat)not assigned atpI AtpB PRK05815 ATP-synt_A 	PS.lightreaction.ATP synthase	1_1_4

CUST_81827_PI403524517	2	0.122745514	0.45291138	-0.013333321	-0.1301117	-0.021928787	0.013333321	35_23470	"Cluster: Putative cytochrome c oxidase assembly protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative cytochrome c oxidase"	UniRef90_Q852H1	CHR1V7|COORD:491300..492762| cytochrome c oxidase assembly protein CtaG / Cox11 family	AT1G02410.1	CHR03V5|COORD:29054159..29051168|protein cytochrome c oxidase assembly protein ctaG, putative, expressed	LOC_Os03g50940.1	no descriptionvery weakly similar to (67.4)AT1G02410| Symbols:  | cytochrome c oxidase assembly protein CtaG / Cox11 family | chr1:491300-492762 FORWARDnot assigned COX11 PRK05089 CtaG_Cox11	mitochondrial electron transport / ATP synthesis.cytochrome c oxidase	9_7

CUST_10954_PI399408534	2	-0.15422821	0.8910432	-0.08084297	0.08084297	0.3376541	-0.3321538	35_13513	"Cluster: Hypothetical protein P0455H11.102; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0455H11.102 - Oryza sativa (japonica cultivar"	UniRef90_Q8L4T4	CHR3V7|COORD:21640318..21642830| calmodulin-binding family protein	AT3G58480.1	CHR07V5|COORD:26286279..26289379|protein calmodulin binding protein, putative, expressed	LOC_Os07g43970.1	no descriptionweakly similar to ( 178)AT3G58480| Symbols:  | calmodulin-binding family protein | chr3:21640318-21642830 FORWARD	signalling.calcium	30_3

CUST_13973_PI404877155	2	-0.06025219	0.029748917	-0.10225487	0.09517479	-0.0049467087	0.004945755	Contig7731_at	GRAM domain-containing protein / ABA-responsive protein-related [Arabidopsis thaliana]	NP_565538.1	GRAM domain-containing protein / ABA-responsive protein-related	At2g22475.1	protein GRAM domain, putative	Os06g11430	GRAM domain-containing protein	hormone metabolism.abscisic acid.induced-regulated-responsive-activated	17_1_3

CUST_117900_PI403524517	2	0.2927785	0.018108368	-0.018108368	0.2500372	-0.28568983	-0.12772655	35_33397	"Cluster: Os02g0664700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os02g0664700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DYW2		0	CHR02V5|COORD:26981015..26976336|protein expressed protein	LOC_Os02g44540.3	no description	not assigned.unknown	35_2

CUST_118361_PI403524517	2	8.4257126E-4	0.8251605	-0.16267252	-0.07096481	-8.4257126E-4	0.17223597	35_33514	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_106735_PI403524517	2	0.20824528	0.10035896	-0.020652771	-0.3347454	0.020652771	-0.3067913	35_30375	"Cluster: Hypothetical protein OJ1729_E02.7; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1729_E02.7 - Oryza sativa (japonica cultivar"	UniRef90_Q75L87	CHR5V7|COORD:24266183..24267291| TET4 (TETRASPANIN4)	AT5G60220.1	CHR05V5|COORD:1232593..1236843|protein senescence-associated protein, putative, expressed	LOC_Os05g03140.1	no descriptionvery weakly similar to (58.5)AT3G45600| Symbols: TET3 | TET3 (TETRASPANIN3) | chr3:16744958-16746839 REVERSE	development.unspecified	33_99

CUST_25593_PI399408534	2	0.13975811	-1.7591357	-0.45744705	0.12818527	-0.1281848	0.3091364	35_20154	"Cluster: Hypothetical protein B1122D01.8; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1122D01.8 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q60EH1	CHR2V7|COORD:15952356..15953853| myb family transcription factor	AT2G38090.1	CHR05V5|COORD:22000281..21998158|protein MYB-like transcription factor DIVARICATA, putative, expressed	LOC_Os05g37730.1	no descriptionvery weakly similar to (95.1)AT5G58900| Symbols:  | myb family transcription factor | chr5:23800501-23801893 REVERSEnot assigned	RNA.regulation of transcription.MYB-related transcription factor family	27_3_26

CUST_2718_PI403524517	2	-0.15599251	0.43375683	0.11642456	-0.024834633	-0.1328907	0.024835587	35_743	"Cluster: Gamma interferon inducible lysosomal thiol reductase family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Gamma interferon induc"	UniRef90_Q10MT8	CHR1V7|COORD:2170068..2171860| gamma interferon responsive lysosomal thiol reductase family protein / GILT family protein	AT1G07080.1	CHR03V5|COORD:10338327..10333654|protein gamma-interferon-inducible lysosomal thiol reductase precursor, putative, expressed	LOC_Os03g18454.1	no descriptionmoderately similar to ( 232)AT1G07080| Symbols:  | gamma interferon responsive lysosomal thiol reductase family protein / GILT family protein | chr1:2170068-2171860 FORWARDnot assigned not assigned GILT	not assigned.no ontology	35_1

CUST_87838_PI403524517	2	-0.0034122467	-0.3152523	0.10149288	0.0034122467	-0.37878418	0.11396313	35_25149	Rep: SET domain-containing protein SET118 - Zea mays (Maize)	UniRef90_Q8L821	CHR1V7|COORD:11399903..11405702| actin binding	AT1G31810.1	CHR01V5|COORD:40981037..40991245|protein histone-lysine N-methyltransferase, H3 lysine-9 specific SUVH6, putative, expressed	LOC_Os01g70220.1	no description	not assigned.unknown	35_2

CUST_9835_PI403524517	2	-0.030051231	-0.64961815	-0.043004036	0.047128677	0.030052185	0.108029366	35_2772	"Cluster: Major Facilitator Superfamily protein, expressed; n=4; Oryza sativa (japonica cultivar-group)|Rep: Major Facilitator Superfamily protein, expressed - O"	UniRef90_Q337A9	"CHR1V7|COORD:24027468..24029999| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G27720.1); similar to unknown protein [Arabidopsis thaliana]"	AT1G64650.1	CHR10V5|COORD:19762051..19765394|protein major Facilitator Superfamily protein, expressed	LOC_Os10g37520.1	" no descriptionhighly similar to ( 734)AT1G64650| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G27720.1); similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G49310.1); similar to Os10g0519600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001065080.1); similar to Os03g0114800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001048746.1); similar to Major Facilitator Superfamily protein, expressed [Oryza sativa (japonica cultivar-group)] (GB:ABB47893.2); contains InterPro domain Protein of unknown function DUF791; (InterPro:IPR008509) | chr1:24027468-24029711 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned DUF791 MFS_1 ProP AraJ PRK05122 PRK12382 "	not assigned.unknown	35_2

CUST_47599_PI403524517	2	-0.067111015	0.19022655	0.067111015	-0.120734215	0.11660576	-0.15564728	35_13623	"Cluster: Putative ADP-ribosylation factor; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ADP-ribosylation factor - Oryza sativa (japonica cultivar-g"	UniRef90_Q6Z6Z4	CHR5V7|COORD:5611059..5612642| ADP-ribosylation factor, putative	AT5G17060.1	CHR02V5|COORD:1476344..1480285|protein ADP-ribosylation factor, putative, expressed	LOC_Os02g03610.1	 no descriptionweakly similar to ( 196)AT5G17060| Symbols:  | ADP-ribosylation factor, putative | chr5:5611059-5612642 FORWARDweakly similar to ( 149)ARF1_SOLTUADP-ribosylation factor 1 - Solanum tuberosum (Potato)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Arf1_5_like ARF Arf6 Arf Arf_Arl Arl1 Arl5_Arl8 ARLTS1 Arl2 Arl4_Arl7 ARD1 Arl3 Sar1 Arfrp1 Arl6 Arl10_like Arl9_Arfrp2_like SAR COG1100 Arl2l1_Arl13_like Ras_like_GTPase Rab Rab5_related SR_beta Ras Rab21 Rab4 	protein.targeting.secretory pathway.unspecified	29_3_4_99

CUST_102219_PI403524517	2	0.12006378	-0.057346344	-0.041740417	-0.027862549	0.027862549	0.11260033	35_29165	"Cluster: Hypothetical protein P0516G10.33; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0516G10.33 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6Z7R6	CHR5V7|COORD:23113447..23115174| hydroxyproline-rich glycoprotein family protein	AT5G57070.1	CHR02V5|COORD:31053412..31048999|protein expressed protein	LOC_Os02g50830.1	no description	not assigned.unknown	35_2

CUST_10750_PI404877155	2	-0.07147217	-0.48269558	0.078250885	-0.017576218	0.16322708	0.017578125	Contig4463_s_at	ocs-element binding factor 1 [Triticum aestivum]	AAP80676.1	bZIP transcription factor family protein	At3g62420.1	protein ocs-element binding factor 1	Os12g37410	NONE	RNA.regulation of transcription.bZIP transcription factor family	27_3_35

CUST_70189_PI403524517	2	-0.4069662	-0.10367632	0.11282253	0.5335169	0.07615948	-0.07615948	35_20093	"Cluster: Hypothetical protein OSJNBa0032L17.1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0032L17.1 - Oryza sativa (japonica cu"	UniRef90_Q69IK9	CHR5|COORD:8773795..8776003| serine-rich protein-related, contains some similarity to serine-rich proteins	AT5G25280.2	CHR02V5|COORD:34053164..34052270|protein serine-rich protein, putative, expressed	LOC_Os02g55610.1	no descriptionvery weakly similar to (50.1)AT5G25280| Symbols:  | serine-rich protein-related | chr5:8773885-8774547 FORWARDnot assigned not assigned not assigned not assigned not assigned PRK12323 PRK07003 PRK07764	not assigned.no ontology	35_1

CUST_104875_PI403524517	2	0.19172192	0.38840008	-0.11541653	-0.13288212	-0.014393806	0.014392853	35_29881	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_54858_PI403524517	2	-0.006837845	0.006837845	0.0204916	0.02981472	-0.018194199	-0.030525208	35_15615	"Cluster: Protein transport protein SEC61 gamma-1 subunit; n=4; Magnoliophyta|Rep: Protein transport protein SEC61 gamma-1 subunit - Arabidopsis thaliana (Mouse-"	UniRef90_Q9SW34	CHR5|COORD:20568663..20569792| protein transport protein SEC61 gamma subunit, putative, similar to Swiss-Prot:Q19967 protein transport protein SEC61 gamma	AT5G50460.1	CHR02V5|COORD:4332269..4332778|protein protein transport protein SEC61 gamma subunit, putative, expressed	LOC_Os02g08180.1	 no descriptionweakly similar to ( 103)AT5G50460| Symbols:  | protein transport protein SEC61 gamma subunit, putative | chr5:20569394-20569735 REVERSEweakly similar to ( 110)SC61G_ORYSAnot assigned not assigned SecE Sss1 Pol_Y_like DUF566 	protein.targeting.secretory pathway.unspecified	29_3_4_99

CUST_16452_PI403524517	2	-0.00995636	0.017342567	-0.11791611	-0.06329155	0.009955406	0.010464668	35_4748	"Cluster: Putative zinc finger POZ domain protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative zinc finger POZ domain protein - Oryza sativa (japon"	UniRef90_Q8LI88	"CHR3V7|COORD:937113..939814| ATBPM4 (BTB-POZ AND MATH DOMAIN 4); protein binding"	AT3G03740.1	CHR07V5|COORD:3612703..3609086|protein speckle-type POZ protein, putative, expressed	LOC_Os07g07270.1	"no descriptionhighly similar to ( 509)AT3G03740| Symbols: ATBPM4 | ATBPM4 (BTB-POZ AND MATH DOMAIN 4); protein binding | chr3:937113-939814 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned MATH BTB BTB MATH_SPOP"	protein.degradation.ubiquitin.E3.BTB/POZ Cullin3.BTB/POZ	29_5_11_4_5_2

CUST_71801_PI403524517	2	-0.0017814636	0.23492622	0.0017824173	-0.23480606	-0.15877533	0.07987213	35_20586	"Cluster: Putative formamidopyrimidine-DNA glycosylase 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative formamidopyrimidine-DNA glycosylase 1 - Oryza"	UniRef90_Q67WP0	CHR1V7|COORD:19563712..19566524| ATFPG-1/ATFPG-2/ATMMH-1/ATMMH-2/FPG-1/FPG-2 (FORMAMIDOPYRIMIDINE-DNA GLYCOSYLASE 1,	AT1G52500.2	CHR06V5|COORD:26231888..26228860|protein formamidopyrimidine-DNA glycosylase, putative, expressed	LOC_Os06g43610.1	" no descriptionmoderately similar to ( 398)AT1G52500| Symbols: FPG-2, ATFPG-2, ATMMH-2, FPG-1, ATFPG-1, ATMMH-1 | ATFPG-1/ATFPG-2/ATMMH-1/ATMMH-2/FPG-1/FPG-2 (FORMAMIDOPYRIMIDINE-DNA GLYCOSYLASE 1, FORMAMIDOPYRIMIDINE-DNA GLYCOSYLASE 2); DNA N-glycosylase | chr1:19563712-19565724 FORWARDPRK01103 Nei H2TH Fapy_DNA_glyco PRK10445 "	DNA.repair	28_2

CUST_23612_PI399408534	2	0.07218647	0.14212227	0.044423103	-0.17625713	-0.19001198	-0.04442215	35_21980	"Cluster: Putative AT-hook DNA-binding protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative AT-hook DNA-binding protein - Oryza sativa (japonica"	UniRef90_Q69T83	CHR4V7|COORD:11963890..11965450| DNA-binding family protein	AT4G22770.1	CHR06V5|COORD:12762701..12757359|protein DNA-binding protein, putative, expressed	LOC_Os06g22030.1	no descriptionweakly similar to ( 140)AT5G51590| Symbols:  | DNA-binding protein-related | chr5:20974089-20976155 REVERSEDUF296	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_53533_PI403524517	2	-0.56392574	-0.042339325	0.38539982	-0.06953049	0.1450119	0.042339325	35_15228	"Cluster: Serine/threonine-protein kinase SAPK10; n=2; Oryza sativa|Rep: Serine/threonine-protein kinase SAPK10 - Oryza sativa (Rice)"	UniRef90_Q75H77	"CHR4V7|COORD:16272369..16274662| OST1 (OPEN STOMATA 1); kinase/ protein kinase"	AT4G33950.1	CHR03V5|COORD:23025911..23023353|protein serine/threonine-protein kinase SAPK10, putative, expressed	LOC_Os03g41460.1	" no descriptionhighly similar to ( 575)AT4G33950| Symbols: OST1, SNRK2-6, SNRK2.6, SRK2E, P44 | OST1 (OPEN STOMATA 1); kinase/ protein kinase | chr4:16272369-16274662 FORWARDhighly similar to ( 654)SAPKA_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase SPS1 TyrKc Pkinase_Tyr PTKc PTKc_Jak_rpt2 PTKc_Tyk2_rpt2 PTKc_Btk_Bmx PTKc_Csk_like PTKc_Jak1_rpt2 PTKc_Ack_like PTKc_Tec_Rlk PTKc_Jak2_Jak3_rpt2 PTKc_Tec_like PTKc_DDR PTKc_Itk PTKc_Syk_like PTKc_Srm_Brk PTKc_EphR PTKc_EphR_A PTKc_Fes PTKc_EGFR_like PTKc_EphR_B PTKc_Src_like PTKc_EphR_A2 PTKc_Trk PTKc_FAK PTKc_Chk PTKc_InsR_like PTKc_Fes_like PTKc_FGFR PTKc_PDGFR PTKc_Musk PTKc_Ror PTKc_Csk PTKc_Frk_like PTKc_Lck_Blk PTKc_c-ros PTKc_Lyn PTKc_Met_Ron PTKc_DDR_like PTKc_Syk PTKc_DDR2 PTKc_TrkB PTKc_Axl_like PTKc_Zap-70 PTK_Ryk PTKc_RET PTKc_Abl PTKc_ALK_LTK PTKc_TrkA PTKc_Tie1 PTK_CCK4 PTKc_Aatyk1_Aatyk3 PTKc_VEGFR3 PTKc_Tie PTKc_TrkC PTKc_VEGFR PTKc_Fer PTKc_Aatyk PTKc_VEGFR2 PTKc_FGFR4 PTK_HER3 PTKc_Tie2 PTKc_Axl PTKc_PDGFR_beta PTKc_EGFR PTKc_HER2 PTKc_PDGFR_alpha PTKc_FGFR2 PTKc_Fyn_Yrk PTKc_Hck PTKc_EphR_A10 PTKc_Src PTKc_FGFR3 PTKc_Kit PTKc_Tyro3 "	protein.postranslational modification	29_4

CUST_28106_PI403524517	2	0.04381752	0.07277775	-0.12605858	-0.043816566	-0.10346699	0.0907259	35_8124	"Cluster: Boron transporter; n=2; Oryza sativa (japonica cultivar-group)|Rep: Boron transporter - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7X9F3	"CHR2V7|COORD:19364810..19367857| BOR1 (REQUIRES HIGH BORON 1); anion exchanger"	AT2G47160.1	CHR12V5|COORD:23215284..23219805|protein boron transporter 1, putative, expressed	LOC_Os12g37840.2	no descriptionmoderately similar to ( 268)AT2G47160| Symbols: BOR1 | BOR1 (REQUIRES HIGH BORON 1) | chr2:19364810-19367857 REVERSEnot assigned HCO3_cotransp	transport.unspecified anions	34_18

CUST_27949_PI403524517	2	0.0014982224	0.13013172	-0.001499176	-0.1710186	0.18330002	-0.050621986	35_8081	"Cluster: Exocyst complex component Sec15, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Exocyst complex component Sec15, putative, expre"	UniRef90_Q7XEN0	CHR3V7|COORD:20992946..20995315| exocyst complex subunit Sec15-like family protein	AT3G56640.1	CHR10V5|COORD:14174846..14171407|protein exocyst complex subunit Sec15-like family protein, expressed	LOC_Os10g27990.1	no descriptionhighly similar to ( 526)AT3G56640| Symbols:  | exocyst complex subunit Sec15-like family protein | chr3:20992946-20995315 FORWARDnot assigned Sec15	not assigned.no ontology	35_1

CUST_26489_PI403524517	2	0.29308796	-0.1325264	0.023806572	0.007816315	-0.27041292	-0.007816315	35_7674	"Cluster: BRI1-KD interacting protein 135; n=2; Oryza sativa (japonica cultivar-group)|Rep: BRI1-KD interacting protein 135 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6K624	CHR5V7|COORD:19335125..19344240| binding	AT5G47690.1	CHR02V5|COORD:24140836..24133884|protein AT hook motif family protein, expressed	LOC_Os02g39920.1	no descriptionvery weakly similar to (89.7)AT5G47690| Symbols:  | binding | chr5:19335125-19344240 FORWARDnot assigned	not assigned.unknown	35_2

CUST_33921_PI399408534	2	-0.9211006	-0.12561226	0.16226101	0.12561226	0.33626747	-0.33932972	35_5383	Rep: Zinc-finger protein 1 - Triticum aestivum (Wheat)	UniRef90_Q42430	"CHR5V7|COORD:1216322..1217038| C2H2; nucleic acid binding / transcription factor/ zinc ion binding"	AT5G04340.1	CHR03V5|COORD:31545177..31543898|protein zinc-finger protein 1, putative, expressed	LOC_Os03g55540.1	" no descriptionvery weakly similar to (60.1)AT1G27730| Symbols: ZAT10, STZ | STZ (SALT TOLERANCE ZINC FINGER); nucleic acid binding / transcription factor/ zinc ion binding | chr1:9648289-9648972 REVERSEweakly similar to ( 145)ZFP1_WHEATZinc finger protein 1 - Triticum aestivum (Wheat)"	RNA.regulation of transcription.C2H2 zinc finger family	27_3_11

CUST_30436_PI403524517	2	0.12512207	0.101498604	-0.0048151016	-0.11178017	0.0048151016	-0.05788231	35_8786	"Cluster: Putative kinesin-like DNA binding protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative kinesin-like DNA binding protein - Oryza sativa"	UniRef90_Q6L512	CHR5V7|COORD:503442..506386| kinesin motor protein-related	AT5G02370.1	CHR05V5|COORD:22490867..22494507|protein kinesin-like protein KIF22, putative, expressed	LOC_Os05g38480.1	no descriptionvery weakly similar to (93.6)AT5G02370| Symbols:  | kinesin motor protein-related | chr5:503442-506386 FORWARD	cell.organisation	31_1

CUST_67918_PI403524517	2	0.0018501282	0.27513123	-0.023617744	-0.08112526	-0.0018510818	0.026683807	35_19405	"Cluster: Putative cyclic nucleotide gated channel homolog; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative cyclic nucleotide gated channel homolog - O"	UniRef90_Q653S0	"CHR4V7|COORD:14855066..14857785| ATCNGC17 (cyclic nucleotide gated channel 17); calmodulin binding / cyclic nucleotide binding / ion channel"	AT4G30360.1	CHR09V5|COORD:22192244..22196706|protein cyclic nucleotide-gated ion channel 14, putative, expressed	LOC_Os09g38580.2	" no descriptionmoderately similar to ( 411)AT4G30360| Symbols: CNGC17, ATCNGC17 | ATCNGC17 (cyclic nucleotide gated channel 17); calmodulin binding / cyclic nucleotide binding / ion channel | chr4:14855066-14857785 REVERSEnot assigned not assigned not assigned not assigned CAP_ED cNMP "	transport.cyclic nucleotide or calcium regulated channels	34_22

CUST_61692_PI403524517	2	0.14038086	0.15716743	-0.016618729	-0.068538666	-0.07902908	0.016619682	35_17603	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_8171_PI403524517	2	-0.11506653	0.15670967	0.04470253	-0.12336731	0.047380447	-0.044703484	35_2281	Rep: OSIGBa0123D13.4 protein - Oryza sativa (Rice)	UniRef90_Q01N45	CHR2V7|COORD:13277165..13278696| serine-type peptidase	AT2G31140.1	CHR04V5|COORD:176937..173052|protein expressed protein	LOC_Os04g01240.1	no descriptionweakly similar to ( 184)AT2G31140| Symbols:  | serine-type peptidase | chr2:13277165-13278696 FORWARDnot assigned not assigned not assigned	not assigned.unknown	35_2

CUST_181333_PI403524517	2	-0.043629646	-0.27375984	0.046304703	0.043629646	0.06894684	-0.0803957	35_50423	"Cluster: Putative phosphate/phosphoenolpyruvate translocator protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative"	UniRef90_Q8GZZ6	CHR3V7|COORD:3547023..3548545| organic anion transporter	AT3G11320.1	CHR03V5|COORD:9851256..9855645|protein organic anion transporter, putative, expressed	LOC_Os03g17740.1	no descriptionweakly similar to ( 130)AT3G11320| Symbols:  | organic anion transporter | chr3:3547023-3548545 REVERSEnot assigned TPT	transport.metabolite transporters at the envelope membrane	34_8

CUST_64239_PI403524517	2	0.025025368	0.032375336	-0.0026636124	-0.09466553	-0.116420746	0.0026626587	35_18341	"Cluster: Hypothetical protein P0039H02.131; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0039H02.131 - Oryza sativa (japonica cultivar"	UniRef90_Q7XID1	"CHR4V7|COORD:12594866..12597825| similar to NSL1 (NECROTIC SPOTTED LESIONS 1) [Arabidopsis thaliana] (TAIR:AT1G28380.1); similar to Membrane attack complex"	AT4G24290.2	CHR07V5|COORD:3567469..3559390|protein MAC/Perforin domain containing protein, expressed	LOC_Os07g07194.2	"no descriptionweakly similar to ( 124)AT4G24290| Symbols:  | similar to NSL1 (NECROTIC SPOTTED LESIONS 1) [Arabidopsis thaliana] (TAIR:AT1G28380.1); similar to Membrane attack complex component/perforin/complement C9 [Medicago truncatula] (GB:ABE83668.1); similar to Os07g0166100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001058970.1); similar to Membrane attack complex component/perforin/complement C9 [Medicago truncatula] (GB:ABE79564.1); contains InterPro domain Membrane attack complex component/perforin/complement C9; (InterPro:IPR001862) | chr4:12594866-12597825 FORWARD"	not assigned.unknown	35_2

CUST_90534_PI403524517	2	0.23701715	0.11126089	0.110088825	-0.1776123	-0.29352474	-0.110088825	35_25892	"Cluster: Putative phragmoplast-associated kinesin; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative phragmoplast-associated kinesin - Oryza sativa (jap"	UniRef90_Q6K990	CHR4V7|COORD:8244224..8247282| phragmoplast-associated kinesin-related protein 2 (PAKRP2)	AT4G14330.1	CHR02V5|COORD:34626439..34630769|protein kinesin-like protein KIF3A, putative, expressed	LOC_Os02g56540.1	no descriptionmoderately similar to ( 238)AT4G14330| Symbols:  | phragmoplast-associated kinesin-related protein 2 (PAKRP2) | chr4:8244224-8247282 FORWARDvery weakly similar to (53.5)KLP1_CHLREKinesin-like protein KLP1 - Chlamydomonas reinhardtiinot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned KISc KISc Kinesin KISc_C_terminal KISc_BimC_Eg5 KISc_KHC_KIF5 KIP1 KISc_KID_like KISc_CENP_E KISc_KIP3_like KISc_KIF1A_KIF1B KISc_KIF2_like KISc_KIF3 KISc_KIF23_like KISc_KIF9_like KISc_KIF4 TT_ORF1 KISc_KLP2_like Protamine_P1 Motor_domain	cell.organisation	31_1

CUST_67365_PI403524517	2	0.13529682	0.04184246	-0.01375103	-0.04676056	-0.026257515	0.013750076	35_19234	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_6109_PI403524517	2	0.039888382	1.9923716	-0.14199638	0.04236126	-0.39012146	-0.039888382	35_1687	"Cluster: Universal stress protein family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Universal stress protein family"	UniRef90_Q10MK7	CHR3V7|COORD:23147170..23148050| universal stress protein (USP) family protein	AT3G62550.1	CHR03V5|COORD:10819618..10818270|protein ER6 protein, putative, expressed	LOC_Os03g19270.2	no descriptionweakly similar to ( 115)AT3G62550| Symbols:  | universal stress protein (USP) family protein | chr3:23147170-23148050 FORWARDUsp USP_Like UspA STK_N	stress.abiotic.unspecified	20_2_99

CUST_134113_PI403524517	2	0.24552345	-0.24674797	-0.16179466	0.04194355	-0.041944504	0.07195282	35_37637	Rep: OSIGBa0113I13.15 protein - Oryza sativa (Rice)	UniRef90_Q01KD2	CHR3V7|COORD:3346794..3350868| GHMP kinase family protein	AT3G10700.1	CHR04V5|COORD:30551639..30545402|protein galactokinase, putative, expressed	LOC_Os04g51880.7	no description	not assigned.unknown	35_2

CUST_65478_PI403524517	2	0.026958466	0.049093246	0.346776	-0.13876915	-0.026957512	-0.08112621	35_18697	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_18202_PI404877155	2	0.11123848	0.627573	0.024746895	-0.1587305	-0.08791828	-0.024747849	HVSMEf0011I05r2_s_at	ESTs AU082563(S20379),D15187(C0226), AU082476(C0226),AU082563(S20379) correspond to a region of the predicted gene.~Similar to Arabidopsis t	BAA95888.1	zinc finger (CCCH-type) family protein / RNA recognition motif (RRM)-containing protein	At2g29580.1	protein RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain), putative	Os06g07350	"1.1_bZIP   T02800 G1.1_bZIP2A; Species: rape"	RNA.regulation of transcription.unclassified	27_3_99

CUST_167125_PI403524517	2	-0.00951004	0.14072323	0.00951004	0.24041271	-0.093990326	-0.05826664	35_46551	"Cluster: Glucan endo-1,3-beta-glucosidase 7, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Glucan endo-1,3-beta-glucosidase 7, putative,"	UniRef90_Q10PN7	CHR4V7|COORD:16481964..16483992| glycosyl hydrolase family 17 protein	AT4G34480.1	CHR03V5|COORD:6689462..6684933|protein glucan endo-1,3-beta-glucosidase 7 precursor, putative, expressed	LOC_Os03g12620.2	no description	not assigned.unknown	35_2

CUST_76770_PI403524517	2	-0.6195965	-0.9620495	0.5023718	0.19451666	-0.07067776	0.070678234	35_22007	"Cluster: Putative STF-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative STF-1 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69RG0	CHR3V7|COORD:16497363..16498334| sulfotransferase family protein	AT3G45070.1	CHR07V5|COORD:24843414..24844882|protein flavonol 4-sulfotransferase, putative, expressed	LOC_Os07g41460.1	no descriptionmoderately similar to ( 241)AT3G45070| Symbols:  | sulfotransferase family protein | chr3:16497363-16498334 REVERSEnot assigned Sulfotransfer_1 PRK07003 PRK07764 PRK12323	lipid metabolism.'exotics' (steroids, squalene etc)	11_8

CUST_161829_PI403524517	2	0.10228491	0.94013596	0.2391839	-0.103657246	-0.5462785	-0.102285385	35_45142	"Cluster: Hypothetical protein OSJNBb0086G17.4; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0086G17.4 - Oryza sativa (japonica cu"	UniRef90_Q5KQH1	CHR4V7|COORD:12422893..12424156| pleckstrin homology (PH) domain-containing protein-related	AT4G23895.1	CHR05V5|COORD:29584278..29580758|protein expressed protein	LOC_Os05g51710.1	no description	not assigned.unknown	35_2

CUST_89_PI399407379	2	-1.006279	2.2434635	2.357462	-2.2444868	-0.37882042	0.37882137	HvRR18									

CUST_91725_PI403524517	2	0.005768299	-0.005768776	-0.059569836	-0.06289101	0.0491333	0.1428771	35_26226	"Cluster: Leucine Rich Repeat family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Leucine Rich Repeat family protein, expressed - Oryza s"	UniRef90_Q2QMY3	0	0	CHR12V5|COORD:24421410..24426253|protein disease resistance protein, putative, expressed	LOC_Os12g39620.1	no description	not assigned.unknown	35_2

CUST_79619_PI403524517	2	0.04364443	-0.006646633	0.006646633	-0.15114117	-0.57654476	0.21144152	35_22835	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q336W9	CHR3V7|COORD:6736388..6738336| late embryogenesis abundant protein-related / LEA protein-related	AT3G19430.1	CHR10V5|COORD:20604913..20599932|protein expressed protein	LOC_Os10g39200.3	no description	not assigned.unknown	35_2

CUST_6903_PI403524517	2	-0.18956566	0.17791653	0.061286926	0.002573967	-0.24026012	-0.002573967	35_1914	Rep: CSLF6 - Oryza sativa (Rice)	UniRef90_Q8W1N4	"CHR3V7|COORD:687880..691636| CSLD3 (CELLULOSE SYNTHASE-LIKE 3); cellulose synthase/ transferase, transferring glycosyl groups"	AT3G03050.1	"CHR08V5|COORD:3544317..3537819|protein CSLF6 - cellulose synthase-like family F; beta1,3;1,4 glucan synthase, expressed"	LOC_Os08g06380.1	" no descriptionhighly similar to ( 633)AT3G03050| Symbols: KJK, ATCSLD3, CSLD3 | CSLD3 (CELLULOSE SYNTHASE-LIKE 3); cellulose synthase/ transferase, transferring glycosyl groups | chr3:687880-691636 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Cellulose_synt Herpes_BLLF1 Atrophin-1 AF-4 bcsA APC_basic PRK07003 COG1215 Tymo_45kd_70kd PRK12323 PRK07764 Pneumo_att_G KAR9 HPC2 Herpes_TAF50 PRK09169 "	cell wall.cellulose synthesis.cellulose synthase	10_2_1

CUST_13465_PI403524517	2	-0.21620083	0.15981674	-0.14549923	0.3803029	-0.18141556	0.14549923	35_3861	"Cluster: Putative shock protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative shock protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q942Z3	"CHR1V7|COORD:2927770..2928744| (AT)SRC2/SRC2 (SOYBEAN GENE REGULATED BY COLD-2); protein binding"	AT1G09070.1	CHR01V5|COORD:41301631..41300109|protein src2-like protein, putative, expressed	LOC_Os01g70790.1	no descriptionnot assigned not assigned not assigned	not assigned.unknown	35_2

CUST_96579_PI403524517	2	0.2215414	-0.42900896	0.31285143	-0.81710196	0.94079113	-0.2215414	35_27586	Rep: Hypothetical protein - Gibberella zeae (Fusarium graminearum)	UniRef90_Q4I770	0	0	0	0	no description	not assigned.unknown	35_2

CUST_68430_PI403524517	2	0.029164314	-0.41840267	-0.02916336	0.04824543	0.030488968	-0.06576061	35_19571	"Cluster: Hypothetical protein OSJNBa0025P09.4; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0025P09.4 - Oryza sativa (japonica cu"	UniRef90_Q6I5Q7	0	0	CHR05V5|COORD:17836670..17833071|protein expressed protein	LOC_Os05g30860.1	no descriptionvery weakly similar to (50.1)YMF17_MARPOUncharacterized mitochondrial protein ymf17 - Marchantia polymorpha (Liverwort)	not assigned.unknown	35_2

CUST_57527_PI403524517	2	0.08151817	-0.21286678	0.045090675	-0.0537014	-0.044633865	0.044633865	35_16402	"Cluster: Shaggy-related protein kinase gamma; n=9; core eudicotyledons|Rep: Shaggy-related protein kinase gamma - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_P43289	"CHR5V7|COORD:9399585..9401842| ATSK11 (Arabidopsis thaliana SHAGGY-related kinase 11); protein kinase"	AT5G26751.1	CHR01V5|COORD:8326506..8330854|protein glycogen synthase kinase-3 homolog MsK-3, putative, expressed	LOC_Os01g14860.3	"no descriptionhighly similar to ( 742)AT5G26751| Symbols: ATSK11 | ATSK11 (Arabidopsis thaliana SHAGGY-related kinase 11); protein kinase | chr5:9399585-9401842 REVERSEhighly similar to ( 731)MSK1_MEDSAGlycogen synthase kinase-3 homolog MsK-1 - Medicago sativa (Alfalfa)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase SPS1 TyrKc Pkinase_Tyr PTKc PTKc_Jak_rpt2 PTKc_Jak2_Jak3_rpt2 PTKc_Tyk2_rpt2 PTKc_Syk_like PTKc_FAK PTKc_FGFR PTKc_Jak1_rpt2 PTKc_EGFR_like PTKc_Src_like PTKc_Ack_like PTKc_Met_Ron PTKc_PDGFR PTKc_Fes_like PTKc_Trk PTKc_InsR_like PTKc_Ror PTK_CCK4 PTKc_Srm_Brk PTKc_EphR PTKc_Musk PTKc_Abl PTKc_Frk_like PTKc_Tec_like PTKc_c-ros PTKc_RET PTKc_Lck_Blk PTKc_FGFR2 PTKc_VEGFR PTKc_VEGFR2 PTKc_VEGFR3 PTKc_EphR_A PTKc_HER4 PTKc_Csk_like PTKc_Itk PTKc_FGFR3 PTKc_EGFR PTKc_Tyro3 PTK_Ryk PTKc_Axl_like PTKc_FGFR4 PTKc_PDGFR_beta PTKc_CSF-1R PTKc_DDR PTKc_TrkA PTKc_EphR_A2 PTKc_FGFR1 PTKc_EphR_B PTKc_Kit PTKc_HER2 PTKc_Fer PTKc_Chk PTKc_Syk PTKc_TrkC PTKc_Axl PTKc_PDGFR_alpha PTKc_ALK_LTK PTKc_Fyn_Yrk"	protein.postranslational modification	29_4

CUST_49408_PI403524517	2	-0.115465164	-0.119543076	0.06934452	0.14247608	-0.06934357	0.1489973	35_14092	"Cluster: Caffeoyl-CoA O-methyltransferase 2; n=13; Zea mays|Rep: Caffeoyl-CoA O-methyltransferase 2 - Zea mays (Maize)"	UniRef90_Q9XGD5	CHR4V7|COORD:16310849..16311978| caffeoyl-CoA 3-O-methyltransferase, putative	AT4G34050.1	CHR06V5|COORD:3313112..3314453|protein caffeoyl-CoA O-methyltransferase 1, putative, expressed	LOC_Os06g06980.1	 no descriptionmoderately similar to ( 397)AT4G34050| Symbols:  | caffeoyl-CoA 3-O-methyltransferase, putative | chr4:16310849-16311978 FORWARDmoderately similar to ( 418)CAMT1_MAIZECaffeoyl-CoA O-methyltransferase 1 - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Methyltransf_3 COG4122 Herpes_BLLF1 Tymo_45kd_70kd Atrophin-1 DUF566 APC_basic PRK07764 PRK07003 AF-4 HPC2 Herpes_TAF50 Herpes_UL32 Pneumo_att_G IER 	secondary metabolism.phenylpropanoids.lignin biosynthesis.CCoAOMT	16_2_1_6

CUST_9779_PI404877155	2	0.5364318	0.009981632	0.17408943	-0.19029284	-0.14933729	-0.009981155	Contig3504_at	jacalin-like protein LEM2 [Hordeum vulgare]	AAM18206.1	jacalin lectin family protein	At1g52060.1	protein Jacalin-like lectin domain, putative	Os11g39420	NONE	hormone metabolism.jasmonate.induced-regulated-responsive-activated	17_7_3

CUST_29309_PI403524517	2	0.07319641	-0.0048828125	-0.17104578	0.0048832893	-0.6112871	0.059669018	35_8469	"Cluster: Poly [ADP-ribose] polymerase 3 (EC 2.4.2.30) (PARP-3) (ADPRT 3) (NAD(+) ADP-ribosyltransferase 3); n=1; Oryza sativa|Rep: Poly [ADP-ribose] polymerase"	UniRef90_Q0E0Q3	CHR5V7|COORD:7447048..7450746| NAD+ ADP-ribosyltransferase	AT5G22470.1	CHR02V5|COORD:19509067..19503944|protein poly synthetase 1, putative, expressed	LOC_Os02g32860.1	no descriptionmoderately similar to ( 285)AT5G22470| Symbols:  | NAD+ ADP-ribosyltransferase | chr5:7447048-7450746 FORWARDmoderately similar to ( 411)PARP3_ORYSAnot assigned parp_like	protein.postranslational modification	29_4

CUST_49149_PI403524517	2	0.13928032	-0.2348156	-0.14086342	0.0	0.0	0.05284691	35_14027	"Cluster: PREDICTED: similar to histone 1, H2ai (predicted); n=1; Canis familiaris|Rep: PREDICTED: similar to histone 1, H2ai (predicted) - Canis familiaris"	UniRef90_UPI00005A5838	CHR5V7|COORD:3270479..3270889| histone H3	AT5G10400.1	CHR11V5|COORD:2622185..2621575|protein histone H3, putative, expressed	LOC_Os11g05730.1	no descriptionmoderately similar to ( 261)AT5G65360| Symbols:  | histone H3 | chr5:26137325-26137735 REVERSEmoderately similar to ( 261)H32_WHEATHistone H3.2 - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned H3 HHT1 Histone PRK12323 PRK07003	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_16523_PI403524517	2	0.10608578	-0.046915054	0.06262493	-0.030210495	0.020757675	-0.020757675	35_4773	"Cluster: Putative ATP binding protein associated with cell differentiation; Protein 1-4; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ATP binding"	UniRef90_Q6YW09	CHR2V7|COORD:8245933..8247014| TXND9 (THIOREDOXIN DOMAIN-CONTAINING PROTEIN 9 HOMOLOG)	AT2G18990.1	CHR08V5|COORD:9185278..9195055|protein thioredoxin domain-containing protein 9, putative, expressed	LOC_Os08g15204.1	no descriptionmoderately similar to ( 280)AT2G18990| Symbols: TXND9 | TXND9 (THIOREDOXIN DOMAIN-CONTAINING PROTEIN 9 HOMOLOG) | chr2:8245933-8247014 REVERSEnot assigned not assigned not assigned not assigned Phd_like_TxnDC9 Phd_like Phd_like_VIAF Phd_like_Phd TRX_family TRX_PICOT	not assigned.unknown	35_2

CUST_135916_PI403524517	2	0.10713625	-0.038330078	0.2300129	-0.085431576	-0.31631613	0.038330078	35_38119	Rep: Central motor kinesin 1 - Gossypium hirsutum (Upland cotton)	UniRef90_Q6WJ05	"CHR3V7|COORD:5662666..5667267| ATKINESIN-13A/KINESIN-13A; microtubule motor"	AT3G16630.1	CHR05V5|COORD:3181060..3192134|protein ATP binding protein, putative, expressed	LOC_Os05g06280.2	" no descriptionmoderately similar to ( 263)AT3G16630| Symbols: ATKINESIN-13A, KINESIN-13A | ATKINESIN-13A/KINESIN-13A; microtubule motor | chr3:5662666-5667267 REVERSEvery weakly similar to (57.4)FLA10_CHLREKinesin-like protein FLA10 - Chlamydomonas reinhardtiinot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned KISc_KIF2_like Kinesin KISc KISc KISc_KIP3_like KISc_KIF3 KISc_KIF1A_KIF1B KISc_KHC_KIF5 KISc_KIF4 KISc_CENP_E KISc_BimC_Eg5 KISc_C_terminal KISc_KID_like KISc_KIF23_like KISc_KLP2_like KIP1 KISc_KIF9_like "	cell.organisation	31_1

CUST_30779_PI399408534	2	0.06461525	-0.06498718	0.06461525	-0.07410717	0.061594963	-0.061594963	35_16739	Rep: B0403H10-OSIGBa0105A11.10 protein - Oryza sativa (Rice)	UniRef90_Q01HT8	CHR1V7|COORD:24100211..24101237| calcium-binding EF hand family protein	AT1G64850.1	CHR04V5|COORD:30144579..30142799|protein EF hand family protein, expressed	LOC_Os04g51240.1	no descriptionweakly similar to ( 129)AT1G64850| Symbols:  | calcium-binding EF hand family protein | chr1:24100211-24101237 REVERSE	signalling.calcium	30_3

CUST_21258_PI403524517	2	0.0148944855	-1.0178823	-0.098282814	0.19899464	-0.014895439	0.15076447	35_6166	"Cluster: Putative disease resistance protein RPM1; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative disease resistance protein RPM1 - Oryza sativa (jap"	UniRef90_Q6Z011	CHR3V7|COORD:8063070..8064482| leucine-rich repeat family protein / extensin family protein	AT3G22800.1	CHR08V5|COORD:18213023..18226195|protein RGH1A, putative, expressed	LOC_Os08g29854.1	no description	not assigned.unknown	35_2

CUST_16465_PI399408534	2	-0.17545986	-0.5291004	0.15565777	0.048047066	0.21400452	-0.048046112	35_11125	"Cluster: Putative auxin response factor; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative auxin response factor - Oryza sativa (japonica cultivar-group"	UniRef90_Q653U3	CHR1V7|COORD:10686107..10690018| ARF6 (AUXIN RESPONSE FACTOR 6)	AT1G30330.2	CHR02V5|COORD:3486811..3492905|protein auxin response factor 6, putative, expressed	LOC_Os02g06910.1	no descriptionmoderately similar to ( 207)AT1G30330| Symbols: ARF6 | ARF6 (AUXIN RESPONSE FACTOR 6) | chr1:10686107-10690018 REVERSEvery weakly similar to (52.8)AUX28_SOYBNAuxin-induced protein AUX28 - Glycine max (Soybean)	RNA.regulation of transcription.ARF, Auxin Response Factor family	27_3_4

CUST_77891_PI403524517	2	0.1834383	0.0047769547	-0.040805817	-0.0047769547	-0.39668083	0.07183361	35_22331	"Cluster: SPX domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: SPX domain containing protein, expressed - Oryza sativa (jap"	UniRef90_Q7XEY9	CHR2V7|COORD:18613564..18614829| SPX (SYG1/Pho81/XPR1) domain-containing protein	AT2G45130.1	CHR10V5|COORD:12757421..12760157|protein ids4-like protein, putative, expressed	LOC_Os10g25310.1	no descriptionweakly similar to ( 182)AT2G45130| Symbols:  | SPX (SYG1/Pho81/XPR1) domain-containing protein | chr2:18613564-18614829 FORWARDnot assigned not assigned SPX	not assigned.no ontology	35_1

CUST_76157_PI403524517	2	-0.0042276382	0.16984844	0.09310722	0.0042276382	-0.22651863	-0.12939787	35_21832	"Cluster: Alanine racemase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Alanine racemase-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5JKX2	CHR4V7|COORD:13503297..13504699| alanine racemase family protein	AT4G26860.1	CHR05V5|COORD:2843698..2840696|protein proline synthetase co-transcribed bacterial homolog protein, putative, expressed	LOC_Os05g05740.1	no descriptionvery weakly similar to (58.5)AT4G26860| Symbols:  | alanine racemase family protein | chr4:13503297-13504699 REVERSEnot assigned	not assigned.no ontology	35_1

CUST_35551_PI403524517	2	-0.73614216	0.08834934	0.18642902	-0.088348866	0.23950863	-0.5770874	35_10250	"Cluster: Os01g0902700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0902700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JGU6	CHR5V7|COORD:61256..63239| proton-dependent oligopeptide transport (POT) family protein	AT5G01180.1	CHR01V5|COORD:39634305..39637426|protein peptide transporter PTR2, putative, expressed	LOC_Os01g67630.2	no descriptionmoderately similar to ( 325)AT5G01180| Symbols:  | proton-dependent oligopeptide transport (POT) family protein | chr5:61256-63239 REVERSEnot assigned not assigned PTR2 PTR2	transport.peptides and oligopeptides	34_13

CUST_23126_PI399408534	2	0.12334728	0.7689533	-0.01620388	-0.34019184	-0.027986526	0.01620388	35_3585	"Cluster: Putative DHHC-type zinc finger domain-containing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative DHHC-type zinc finger domain-contai"	UniRef90_Q6Z1H3	CHR3V7|COORD:9934238..9936455| zinc finger (DHHC type) family protein	AT3G26935.1	CHR08V5|COORD:26615596..26611951|protein palmitoyltransferase ZDHHC9, putative, expressed	LOC_Os08g42370.1	no descriptionhighly similar to ( 507)AT3G26935| Symbols:  | zinc finger (DHHC type) family protein | chr3:9934238-9936455 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned COG5273 zf-DHHC	RNA.regulation of transcription.unclassified	27_3_99

CUST_8522_PI403524517	2	0.037635803	-0.34954834	0.051742554	-0.06862831	0.031837463	-0.031837463	35_2380	"Cluster: Peptidyl-tRNA hydrolase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Peptidyl-tRNA hydrolase-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5N9Q7	CHR1V7|COORD:6345987..6347679| peptidyl-tRNA hydrolase family protein	AT1G18440.1	CHR01V5|COORD:28987346..28984450|protein peptidyl-tRNA hydrolase, putative, expressed	LOC_Os01g49900.1	no descriptionmoderately similar to ( 244)AT1G18440| Symbols:  | peptidyl-tRNA hydrolase family protein | chr1:6345987-6347679 FORWARDnot assigned CRS2 PTH PRK05426 Pth Pept_tRNA_hydro	protein.synthesis.misc ribososomal protein	29_2_2

CUST_31334_PI403524517	2	-0.3840065	0.4418068	0.08332062	-0.03485489	0.034853935	-0.05441284	35_9044	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_140322_PI403524517	2	0.23799801	-0.12967873	0.057662964	0.034169197	-0.4665289	-0.03417015	35_39350	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_67263_PI403524517	2	0.09333944	1.1524329	0.04042864	-0.13152361	-0.18983793	-0.04042864	35_19207	Rep: Polyprotein - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_O49140	CHR1V7|COORD:17885804..17887523| F-box family protein	AT1G48400.1	CHR06V5|COORD:29363557..29356514|protein expressed protein	LOC_Os06g48530.1	no description	not assigned.unknown	35_2

CUST_85231_PI403524517	2	-0.050647736	0.27207947	-0.032577515	0.019982338	0.08388233	-0.019982338	35_24418	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_137580_PI403524517	2	0.100286484	-0.06295252	0.04812336	0.053191185	-0.2087431	-0.048123837	35_38583	"Cluster: OSJNBa0060N03.11 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0060N03.11 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XPF0	CHR5V7|COORD:1698366..1702476| nuclear pore complex protein-related	AT5G05680.1	CHR04V5|COORD:30571994..30579093|protein expressed protein	LOC_Os04g51900.1	no descriptionvery weakly similar to (86.7)AT5G05680| Symbols:  | nuclear pore complex protein-related | chr5:1698366-1702476 FORWARDnot assigned	protein.targeting.nucleus	29_3_1

CUST_25513_PI399408534	2	0.74217033	1.1619596	0.14023733	-1.0450311	-1.3961167	-0.14023733	35_14743	"Cluster: 12-oxo-phytodienoic acid reductase; n=1; Zea mays|Rep: 12-oxo-phytodienoic acid reductase - Zea mays (Maize)"	UniRef90_Q49HE1	"CHR1V7|COORD:28783870..28785249| OPR2 (12-oxophytodienoate reductase 2); 12-oxophytodienoate reductase"	AT1G76690.1	CHR06V5|COORD:5895353..5893725|protein 12-oxophytodienoate reductase 2, putative, expressed	LOC_Os06g11240.1	"no descriptionmoderately similar to ( 254)AT1G76690| Symbols: OPR2 | OPR2 (12-oxophytodienoate reductase 2); 12-oxophytodienoate reductase | chr1:28783870-28785249 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned OYE_like_FMN NemA PRK10605 OYE_like_FMN_family Oxidored_FMN OYE_like_5_FMN OYE_YqiM_FMN OYE_like_3_FMN OYE_like_4_FMN PRK08255 DCR_FMN OYE_like_2_FMN TMADH_HD_FMN PRK12678 TT_ORF1 ER_like_FMN PRK12323 PRK07003 Protamine_P1 PRK07764 HPC2 Herpes_BLLF1 PRK09169 APC_basic"	hormone metabolism.jasmonate.synthesis-degradation.12-Oxo-PDA-reductase	17_7_1_5

CUST_17358_PI404877155	2	0.031013489	0.09581947	-0.031013489	-0.12753868	-0.16303062	0.05819702	HU08B06u_x_at	enolase [Oryza sativa (japonica cultivar-group)]	AAP94211.1	15328160|enolase	At2g36530.1	protein enolase	Os06g04510	2.3_cis2 his2-zincfinger   T00498 MBP-1 (2)	glycolysis.enolase	4_12

CUST_15753_PI403524517	2	-0.0076112747	-0.085077286	0.112068176	0.038002968	0.0076112747	-0.08442974	35_4549	"Cluster: Hypothetical protein P0616D06.115; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0616D06.115 - Oryza sativa (japonica cultivar"	UniRef90_Q7XHP4	CHR1V7|COORD:6602261..6605757| inter-alpha-trypsin inhibitor heavy chain-related	AT1G19110.1	CHR07V5|COORD:25296748..25304049|protein von Willebrand factor type A domain containing protein, expressed	LOC_Os07g42280.1	no descriptionweakly similar to ( 198)AT1G19110| Symbols:  | inter-alpha-trypsin inhibitor heavy chain-related | chr1:6602261-6605757 FORWARD	stress.biotic	20_1

CUST_32012_PI403524517	2	0.029939651	0.4310031	0.10748148	-0.029939651	-0.062245846	-0.104646206	35_9232	"Cluster: Zinc finger (C3HC4-type RING finger)protein-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: Zinc finger (C3HC4-type RING finger)protein-like - O"	UniRef90_Q67WE0	CHR4V7|COORD:16330595..16334869| protein binding / zinc ion binding	AT4G34100.1	CHR08V5|COORD:27171..19925|protein zinc finger, C3HC4 type family protein, expressed	LOC_Os08g01040.1	no descriptionweakly similar to ( 144)AT4G34100| Symbols:  | protein binding / zinc ion binding | chr4:16330595-16334869 FORWARD	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_5585_PI404877155	2	0.21261215	-0.32910156	-0.102869034	0.11643982	-0.040234566	0.040234566	Contig17473_at	protein T24P13.2 [imported] - Arabidopsis thaliana gb|AAF87047.1| T24P13.2 [Arabidopsis thaliana]	E86393	aspartate/glutamate/uridyla te kinase family protein	At1g26640.1	protein Amino acid kinase family	Os01g55890	aspartate/glutamate/uridylate kinase family	amino acid metabolism.synthesis.glutamate family.arginine	13_1_2_3

CUST_86754_PI403524517	2	0.06211567	0.63370514	0.004787445	-0.23191643	-0.14291382	-0.004787445	35_24846	"Cluster: Os06g0309200 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os06g0309200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DCN0	CHR1|COORD:1411889..1413625| lipid-binding serum glycoprotein family protein, low similarity to SP:P17213 Bactericidal permeability-increasing protein precursor	AT1G04970.2	CHR06V5|COORD:11740016..11736121|protein lipid binding protein, putative, expressed	LOC_Os06g20430.2	no descriptionweakly similar to ( 132)AT1G04970| Symbols:  | lipid-binding serum glycoprotein family protein | chr1:1411923-1413430 FORWARDnot assigned BPI2 BPI2 LBP_BPI_CETP_C BPI	not assigned.no ontology	35_1

CUST_11521_PI403524517	2	-0.248281	-0.32390547	0.3445015	0.7366476	0.059263706	-0.059263706	35_3270	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_26460_PI403524517	2	0.13851595	-0.2652068	-0.13851595	0.2912264	0.19080591	-0.31300068	35_7664	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QML5	"CHR1V7|COORD:5675918..5678679| SR45 (arginine/serine-rich 45); RNA binding"	AT1G16610.2	CHR12V5|COORD:25201267..25202222|protein expressed protein	LOC_Os12g40760.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned PRK12678 PRK12323 TT_ORF1	not assigned.unknown	35_2

CUST_90268_PI403524517	2	0.0972023	-0.945899	-0.1124382	-0.060040474	0.51884556	0.060040474	35_25820	"Cluster: Hypothetical protein P0501G01.28; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0501G01.28 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5ZE62	"CHR5V7|COORD:21445417..21446593| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G64080.1); similar to conserved hypothetical protein [Medicago"	AT5G52870.1	CHR01V5|COORD:25235507..25236542|protein expressed protein	LOC_Os01g43510.1	no description	not assigned.unknown	35_2

CUST_14024_PI399408534	2	-0.7497215	-0.782382	1.4227924	0.67347336	0.94997597	-0.6734743	35_28086	Rep: Allene oxide synthase - Hordeum vulgare (Barley)	UniRef90_Q9M4B1	"CHR5V7|COORD:17115031..17116587| AOS (ALLENE OXIDE SYNTHASE); hydro-lyase/ oxygen binding"	AT5G42650.1	CHR03V5|COORD:6587692..6589713|protein cytochrome P450 74A2, putative, expressed	LOC_Os03g12500.1	" no descriptionmoderately similar to ( 493)AT5G42650| Symbols: CYP74A, AOS | AOS (ALLENE OXIDE SYNTHASE); hydro-lyase/ oxygen binding | chr5:17115031-17116587 REVERSEhighly similar to ( 663)C74A2_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned AF-4 Herpes_BLLF1 Atrophin-1 HPC2 Tymo_45kd_70kd PRK07003 APC_basic PRK12323 KAR9 DUF566 IER PRK07764 Pneumo_att_G DUF1421 Herpes_TAF50 PRK08853 GRASP55_65 PRK09169 COG5048 PRK12678 DUF936 ETS_PEA3_N "	hormone metabolism.jasmonate.synthesis-degradation.allene oxidase synthase	17_7_1_3

CUST_51017_PI403524517	2	-0.12370968	0.0031585693	0.00178051	0.31670952	-0.08424568	-0.00178051	35_14548	Rep: J-domain protein - Triticum aestivum (Wheat)	UniRef90_Q0PMD7	CHR3V7|COORD:15880102..15882046| ATJ3 (Arabidopsis thaliana DnaJ homologue 3)	AT3G44110.1	CHR03V5|COORD:32647346..32650266|protein dnaJ protein, putative, expressed	LOC_Os03g57340.1	 no descriptionhighly similar to ( 585)AT3G44110| Symbols: ATJ, ATJ3 | ATJ3 (Arabidopsis thaliana DnaJ homologue 3) | chr3:15880166-15882046 REVERSEhighly similar to ( 600)DNJH_CUCSADnaJ protein homolog - Cucumis sativus (Cucumber)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DnaJ PRK10767 DnaJ_CXXCXGXG DnaJ DnaJ PRK10266 CbpA DnaJ_C SEC63 ZUO1 djlA 	stress.abiotic.heat	20_2_1

CUST_63853_PI403524517	2	0.10844326	-0.15099716	0.004507065	0.0643034	-0.0045080185	-0.019644737	35_18234	"Cluster: Dor1-like family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Dor1-like family protein, expressed - Oryza sativa (japonica cult"	UniRef90_Q2QP91	CHR5V7|COORD:3868810..3872147| conserved oligomeric Golgi complex component-related / COG complex component-related	AT5G11980.1	CHR12V5|COORD:21407812..21414263|protein conserved oligomeric Golgi complex component 8, putative, expressed	LOC_Os12g35290.1	no descriptionhighly similar to ( 744)AT5G11980| Symbols:  | conserved oligomeric Golgi complex component-related / COG complex component-related | chr5:3868810-3872147 REVERSEnot assigned not assigned Dor1	minor CHO metabolism.others	3_5

CUST_169705_PI403524517	2	0.16301823	0.03812599	-0.06541538	-0.03812599	-0.042690277	0.22303009	35_47270	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_8864_PI399408534	2	-0.05553007	-0.119261265	0.14043617	0.40970755	-0.109867096	0.055530548	35_34917	Rep: Hypothetical protein - Gibberella zeae (Fusarium graminearum)	UniRef90_Q4IQU4	CHR3V7|COORD:18424675..18426208| transducin family protein / WD-40 repeat family protein	AT3G49660.1	CHR01V5|COORD:9441001..9438356|protein deleted in split hand/splt foot protein 1, putative, expressed	LOC_Os01g16640.1	no descriptionvery weakly similar to (70.9)AT3G49660| Symbols:  | transducin family protein / WD-40 repeat family protein | chr3:18424675-18426208 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned WD40 DSS1_SEM1	development.unspecified	33_99

CUST_83_PI399407379	2	0.21461868	0.45964336	0.11839962	-0.5245104	-0.48278427	-0.11839867	HvM5									

CUST_72119_PI403524517	2	0.22365618	0.045116425	0.05374384	-0.32438707	-0.3507042	-0.045116425	35_20673	"Cluster: Os05g0123200 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0123200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DL48	"CHR5V7|COORD:710378..712405| IQD2 (IQ-domain 2); calmodulin binding"	AT5G03040.1	CHR05V5|COORD:1269444..1273561|protein IQD1, putative, expressed	LOC_Os05g03190.1	no descriptionnot assigned not assigned not assigned Tymo_45kd_70kd PRK12323 PRK07764 PRK07003 PRK05648 PRK00708 Extensin_2	not assigned.unknown	35_2

CUST_9138_PI403524517	2	0.022711754	-0.16300297	-0.022712708	0.06701183	0.07297325	-0.074074745	35_2561	"Cluster: Putative mitochondrial carrier protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative mitochondrial carrier protein - Oryza sativa (japonic"	UniRef90_Q6L4L8	"CHR4V7|COORD:18356087..18358590| SAMC1/SAMT1 (S-ADENOSYLMETHIONINE CARRIER 1, SAM TRANSPORTER1); S-adenosylmethionine transporter/ binding"	AT4G39460.1	CHR05V5|COORD:17199630..17195754|protein mitochondrial carrier C12B10.09, putative, expressed	LOC_Os05g29860.3	" no descriptionmoderately similar to ( 228)AT4G39460| Symbols: SAMC1, SAMT1 | SAMC1/SAMT1 (S-ADENOSYLMETHIONINE CARRIER 1, SAM TRANSPORTER1); S-adenosylmethionine transporter/ binding | chr4:18356087-18358590 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Mito_carr "	transport.metabolite transporters at the mitochondrial membrane	34_9

CUST_98055_PI403524517	2	0.36426783	0.30505466	-0.06695461	-0.3207407	-0.32501268	0.06695461	35_27998	Rep: Predicted membrane protein - Ostreococcus tauri	UniRef90_Q010M7	CHR5V7|COORD:7786176..7792083| HUA2 (ENHANCER OF AG-4 2)	AT5G23150.1	CHR04V5|COORD:13432239..13435982|protein transposon protein, putative, CACTA, En/Spm sub-class, expressed	LOC_Os04g23530.1	no description	not assigned.unknown	35_2

CUST_87418_PI403524517	2	0.07811737	-0.03843212	-0.20654106	0.06708813	-0.056349754	0.038433075	35_25028	"Cluster: Os06g0661900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0661900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DAD0	"CHR4V7|COORD:13149840..13151746| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G57270.3); similar to Protein of unknown function DUF266, plant"	AT4G25870.1	CHR06V5|COORD:27284001..27278953|protein expressed protein	LOC_Os06g45110.1	no description	not assigned.unknown	35_2

CUST_164133_PI403524517	2	-0.278337	0.041837692	-0.059758663	0.27001524	0.027570724	-0.027570724	35_45758	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_19142_PI403524517	2	-0.021493912	0.66988945	0.021492958	-0.2079258	-0.074453354	0.044281006	35_5549	Rep: PG1 - Hordeum vulgare (Barley)	UniRef90_Q7XZU9	CHR5V7|COORD:18981257..18982129| glycine-rich protein	AT5G46730.1	CHR11V5|COORD:23723116..23716101|protein pg1, putative, expressed	LOC_Os11g40590.3	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Atrophin-1 DUF1421 Extensin_2 Drf_FH1 PRK05648 PRK12323 GRASP55_65 PRK07764 Tymo_45kd_70kd PRK10819 PRK10263 Amelogenin Cytadhesin_P30 TonB PRK08853 DUF605 PRK07003 Chorion_1 Herpes_TAF50 HPC2 PRK11633 PRK03427 Trypan_PARP GP38 Chon_Sulph_att FAP Totivirus_coat	not assigned.unknown	35_2

CUST_88384_PI403524517	2	-0.005736351	0.17336369	0.0057353973	-0.1435337	-0.11166668	0.05058384	35_25300	"Cluster: AT hook motif-containing protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: AT hook motif-containing protein-like - Oryza sativa (japonica"	UniRef90_Q5N909	CHR1V7|COORD:6747158..6751434| AT hook motif-containing protein	AT1G19485.1	CHR07V5|COORD:15744571..15730907|protein AT hook motif family protein, expressed	LOC_Os07g27140.1	no descriptionvery weakly similar to (78.2)AT1G19485| Symbols:  | AT hook motif-containing protein | chr1:6747158-6751434 FORWARD	DNA.repair	28_2

CUST_19465_PI404877155	2	-0.2698841	-0.06868744	0.15569496	0.15429592	-0.32429314	0.06868839	rbags1c09_at	putative  LIM domain containing protein [Oryza sativa (japonica cultivar-group)]	AAR01660.1	LIM domain-containing protein	At4g36860.2	protein putative  LIM domain containing protein	Os03g42820	NONE	RNA.regulation of transcription.unclassified	27_3_99

CUST_29498_PI399408534	2	0.08841038	-0.21233463	0.014118195	-0.019922256	0.017448425	-0.014119148	35_19443	"Cluster: SET-domain transcriptional regulator-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: SET-domain transcriptional regulator-like protein -"	UniRef90_Q6ZCF6	CHR2V7|COORD:8498483..8499679| SET domain-containing protein	AT2G19640.2	CHR08V5|COORD:6148820..6151471|protein expressed protein	LOC_Os08g10470.2	no descriptionvery weakly similar to (97.4)AT2G19640| Symbols: ASHR2 | SET domain-containing protein | chr2:8498483-8499679 FORWARD	RNA.regulation of transcription.SET-domain transcriptional regulator family	27_3_69

CUST_10554_PI404877155	2	-0.025761604	0.7042866	0.025762558	-0.12554646	-0.25573063	0.06872749	Contig4262_s_at	putative RNA Binding Protein 45 [Oryza sativa (japonica cultivar-group)] dbj|BAD05783.1| putative RNA Binding Protein 45 [Oryza sativa (japo	BAD05744.1	RNA-binding protein 45 (RBP45), putative	At1g11650.2	protein RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain), putative	Os08g09100	RNA-binding protein 45 (RBP45), putative, DNA binding protein ACBF - Nicotiana tabacum, PID:g1899188	RNA.regulation of transcription.unclassified	27_3_99

CUST_24270_PI399408534	2	0.008746147	-0.40059757	-0.062104225	0.15958118	0.019044876	-0.008746147	35_15257	"Cluster: GTP-binding protein, ras-like; n=7; Magnoliophyta|Rep: GTP-binding protein, ras-like - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9FJH0	"CHR5V7|COORD:24501976..24502791| AtRABA1f (Arabidopsis Rab GTPase homolog A1f); GTP binding"	AT5G60860.1	CHR05V5|COORD:28011308..28009553|protein ras-related protein Rab11B, putative, expressed	LOC_Os05g48980.1	"no descriptionmoderately similar to ( 391)AT5G60860| Symbols: AtRABA1f | AtRABA1f (Arabidopsis Rab GTPase homolog A1f); GTP binding | chr5:24501976-24502791 FORWARDmoderately similar to ( 373)RB11B_TOBACRas-related protein Rab11B - Nicotiana tabacum (Common tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Rab11_like RAB Ras Rab Rab5_related Rab1_Ypt1 Rab2 Rab4 Rab8_Rab10_Rab13_like Rab14 Rab18 Rab19 Rab6 Rab26 Rab35 Rab39 Rab30 RabA_like Rab21 Rab7 Rab32_Rab38 Rab3 Ras_like_GTPase Rab15 Ras Rab27A Rab33B_Rab33A COG1100 Rab9 Rab40 RAS Rab23_lke RJL Rab12 Rab24 Rab28 Ran RalA_RalB Ras2 M_R_Ras_like Rap_like RabL2 RheB Rho Rab36_Rab34 H_N_K_Ras_like RHO RSR1 RabL4 Rho4_like Rap1 RERG_RasL11_like Rap2 Wrch_1 ARHI_like Spg1 RAN Rit_Rin_Ric RGK Rho3 Rab20 Ras_dva Rho2 RhoA_like Rac1_like Miro Tc10 RhoG Rop_like Miro1 Cdc42 Rhes_like Arf_Arl Rnd3_RhoE_Rho8 RabL3 Rnd Rnd2_Rho7 Arl10_like ARLTS1 Arfrp1 Arl5_Arl8 COG2229 RhoBTB Rnd1_Rho6 Arl4_Arl7 Arf RRP22 ARF NOG DUF566 PRK12678"	signalling.G-proteins	30_5

CUST_75487_PI403524517	2	0.37178946	0.104418755	0.034883022	-0.32574415	-0.90390635	-0.034883022	35_21637	"Cluster: OSJNBb0034G17.7 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBb0034G17.7 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XU27	"CHR2V7|COORD:18549677..18555322| HUB1 (HISTONE MONO-UBIQUITINATION 1); protein binding / zinc ion binding"	AT2G44950.1	CHR04V5|COORD:27340546..27332264|protein zinc finger, C3HC4 type family protein, expressed	LOC_Os04g46450.1	"no descriptionvery weakly similar to (65.5)AT2G44950| Symbols: HUB1 | HUB1 (HISTONE MONO-UBIQUITINATION 1); protein binding / zinc ion binding | chr2:18549677-18555322 REVERSE"	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_3573_PI404877155	2	0.0015993118	0.338789	-0.0015993118	-0.15675831	-0.12724113	0.017154694	Contig14113_at	P0581F09.16 [Oryza sativa (japonica cultivar-group)] dbj|BAB64219.1| unknown protein [Oryza sativa (japonica cultivar-group)] dbj|BAB39974.1	NP_912604.1	rhomboid family protein / zinc finger protein-related	At3g17611.1	protein Rhomboid family, putative	Os01g18100	gi|13486724|dbj|BAB39959.1| hypothetical protein	RNA.regulation of transcription.unclassified	27_3_99

CUST_100068_PI403524517	2	0.22415447	0.28013515	-0.045677185	-0.13730812	-0.34951925	0.045677185	35_28568	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QS10	CHR3V7|COORD:10001485..10004502| ATPase	AT3G27120.1	CHR12V5|COORD:14913966..14909584|protein expressed protein	LOC_Os12g25720.1	no descriptionweakly similar to ( 145)AT3G27120| Symbols:  | ATPase | chr3:10001485-10004502 REVERSE	not assigned.no ontology	35_1

CUST_34434_PI399408534	2	0.011084557	-0.16604805	-0.058425903	0.01906681	0.07173538	-0.01108551	35_3143	"Cluster: Growth-regulating factor 11; n=1; Oryza sativa (japonica cultivar-group)|Rep: Growth-regulating factor 11 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6AWX8	CHR3V7|COORD:4608533..4610167| AtGRF5 (GROWTH-REGULATING FACTOR 5)	AT3G13960.1	CHR07V5|COORD:16620853..16623597|protein growth-regulating factor, putative, expressed	LOC_Os07g28430.1	no descriptionvery weakly similar to (80.1)AT3G13960| Symbols: AtGRF5 | AtGRF5 (GROWTH-REGULATING FACTOR 5) | chr3:4608533-4610167 FORWARDnot assigned not assigned WRC	RNA.regulation of transcription.General Transcription	27_3_50

CUST_101246_PI403524517	2	0.3672676	-0.13687134	-0.01902008	-0.005882263	0.039625168	0.005883217	35_28897	"Cluster: Os01g0896300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0896300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JGY5	CHR1V7|COORD:24323569..24327542| FAS1 (FASCIATA 1)	AT1G65470.1	CHR01V5|COORD:39280512..39286189|protein expressed protein	LOC_Os01g67100.1	 no descriptionvery weakly similar to (55.5)AT1G65470| Symbols: NFB2, FAS1 | FAS1 (FASCIATA 1) | chr1:24323569-24327542 REVERSE	DNA.synthesis/chromatin structure	28_1

CUST_49836_PI403524517	2	-0.597229	-0.36775208	0.47172165	0.47758293	0.116046906	-0.116046906	35_14228	Rep: Phenylalanine ammonia-lyase - Oryza sativa (Rice)	UniRef90_P53443	"CHR2V7|COORD:15564681..15567316| PAL1 (PHE AMMONIA LYASE 1); phenylalanine ammonia-lyase"	AT2G37040.1	CHR02V5|COORD:24983519..24979002|protein phenylalanine ammonia-lyase, putative, expressed	LOC_Os02g41650.2	"no descriptionnearly identical (1012)AT2G37040| Symbols: PAL1 | PAL1 (PHE AMMONIA LYASE 1); phenylalanine ammonia-lyase | chr2:15564681-15567316 REVERSEnearly identical (1181)PAL2_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PAL PAL-HAL HutH PRK09367 PRK12323 Lyase_I_like PRK07003 PRK12678 APC_basic"	secondary metabolism.phenylpropanoids.lignin biosynthesis.PAL	16_2_1_1

CUST_148904_PI403524517	2	0.14336681	-0.10210705	-0.02365303	-3.156662E-4	0.019349575	3.156662E-4	35_41655	0	0	"CHR2V7|COORD:11109478..11112159| EMB1345 (EMBRYO DEFECTIVE 1345); nucleotide binding"	AT2G26060.2	CHR07V5|COORD:8475707..8480973|protein WD-repeat protein 39, putative, expressed	LOC_Os07g14830.1	no description	not assigned.unknown	35_2

CUST_78253_PI403524517	2	0.04712677	0.08267212	-0.08731079	-0.036320686	-0.04207039	0.036319733	35_22433	"Cluster: Hypothetical protein OJ1753_E03.102; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1753_E03.102 - Oryza sativa (japonica cult"	UniRef90_Q7XAM0	"CHR3V7|COORD:22432456..22434142| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G55860.1); similar to Os07g0484500 [Oryza sativa (japonica"	AT3G60660.1	CHR07V5|COORD:17765848..17769820|protein expressed protein	LOC_Os07g30110.1	"no descriptionvery weakly similar to (81.3)AT3G60660| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G55860.1); similar to Os07g0484500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001059650.1); similar to PREDICTED: similar to Y106G6H.15 [Macaca mulatta] (GB:XP_001093574.1); contains InterPro domain Protein of unknown function DUF1395; (InterPro:IPR009829) | chr3:22432456-22434142 FORWARDnot assigned"	not assigned.unknown	35_2

CUST_23784_PI403524517	2	0.019595146	0.3277464	0.060578346	-0.2657547	-0.019595146	-0.1723938	35_6909	"Cluster: Hypothetical protein OJ1643_A10.31; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1643_A10.31 - Oryza sativa (japonica cultiv"	UniRef90_Q6H7I8	"CHR5V7|COORD:7807322..7808991| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G08270.1); similar to Os02g0634600 [Oryza sativa (japonica"	AT5G23200.1	CHR02V5|COORD:25429184..25433567|protein expressed protein	LOC_Os02g42300.1	"no descriptionmoderately similar to ( 271)AT5G23200| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G08270.1); similar to Os02g0634600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001047513.1); similar to hypothetical protein MA4_54B05.28 [Musa acuminata] (GB:ABF70082.1) | chr5:7807322-7808991 FORWARD"	not assigned.unknown	35_2

CUST_8243_PI403524517	2	-0.011789322	-0.030550957	0.011789322	-0.103378296	0.040877342	0.024936676	35_2299	"Cluster: Hypothetical protein OJ1150_A11.18; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1150_A11.18 - Oryza sativa (japonica"	UniRef90_Q6ZJ17	CHR3|COORD:17903400..17904960| protein-L-isoaspartate O-methyltransferase / PIMT (PCM), identical to SP:Q42539 Protein-L-isoaspartate O-methyltransferase (EC 2.	AT3G48330.2	CHR08V5|COORD:27744500..27747839|protein protein-L-isoaspartate O-methyltransferase, putative, expressed	LOC_Os08g44280.2	"no descriptionmoderately similar to ( 317)AT3G48330| Symbols: PIMT1 | PIMT1 (PROTEIN-L-ISOASPARTATE METHYLTRANSFERASE 1); protein-L-isoaspartate (D-aspartate) O-methyltransferase | chr3:17903954-17904960 REVERSEmoderately similar to ( 325)PIMT_WHEATProtein-L-isoaspartate O-methyltransferase - Triticum aestivum (Wheat)not assigned PCMT Pcm pcm CobL"	protein.postranslational modification	29_4

CUST_36649_PI403524517	2	0.3047681	-0.1984539	-0.06895113	0.25776386	0.06895065	-0.08304119	35_10565	"Cluster: Os02g0181900 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0181900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E3C8	"CHR2V7|COORD:10704956..10709077| CLPB-M/CLPB4/HSP98.7 (HEAT SHOCK PROTEIN 98.7); ATP binding / ATPase"	AT2G25140.1	CHR02V5|COORD:4572910..4567614|protein chaperone clpB 1, putative, expressed	LOC_Os02g08490.1	" no descriptionmoderately similar to ( 246)AT5G15450| Symbols: APG6, CLPB3, CLPB-P | APG6/CLPB-P/CLPB3 (ALBINO AND PALE GREEN 6); ATP binding / ATPase | chr5:5014402-5018258 REVERSEweakly similar to ( 184)HS101_ORYSAnot assigned clpA PRK10865 clpC clpA "	stress.abiotic.heat	20_2_1

CUST_15587_PI404877155	2	-0.02170086	-0.006716728	0.006716728	0.0956192	-0.14207268	0.118852615	Contig9431_at	bZIP transcription factor family protein [Arabidopsis thaliana] pir||E96497 probable bZIP transcription factor [imported] - Arabidopsis	NP_174998.1	bZIP transcription factor family protein	At1g42990.1	protein Similar to probable bZIP transcription factor [imported] - Arabidopsis thaliana	Os06g41770	putative fructokinase II	RNA.regulation of transcription.bZIP transcription factor family	27_3_35

CUST_84167_PI403524517	2	0.3243971	-0.059793472	0.11939812	0.059793472	-0.12587357	-0.35685492	35_24120	"Cluster: Dehydration-responsive family protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Dehydration-responsive family protein-like - Oryza"	UniRef90_Q6EP94	CHR2V7|COORD:18849729..18852417| dehydration-responsive family protein	AT2G45750.1	CHR02V5|COORD:27528754..27524960|protein ankyrin protein kinase-like, putative, expressed	LOC_Os02g45310.2	no descriptionmoderately similar to ( 255)AT4G00750| Symbols:  | dehydration-responsive family protein | chr4:314405-317507 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF248 PRK07764 PRK12323 Atrophin-1 PRK07003 TT_ORF1 Drf_FH1 APC_basic Extensin_2 Herpes_BLLF1 FAP PRK05648 DUF1421 PRK12678 HPC2 Totivirus_coat DEC-1_N Tymo_45kd_70kd Gag_spuma tatB PRK09111 DUF729 HpaP DUF1210 GRASP55_65 PRK11633 PRK08853 PRK09169 Herpes_UL51 DUF605 PRK06958 DedD PRK10819 DUF1509 MCPVI PRK03427	stress.abiotic.drought/salt	20_2_3

CUST_113843_PI403524517	2	0.33807898	-0.0078930855	0.2514906	0.007892609	-0.45934868	-0.06255913	35_32308	"Cluster: Hypothetical protein OSJNBb0011E04.121; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0011E04.121 - Oryza sativa (japonic"	UniRef90_Q7EYN1	CHR5V7|COORD:18837259..18841749| binding	AT5G46400.1	CHR08V5|COORD:17705293..17689525|protein expressed protein	LOC_Os08g29124.1	no descriptionweakly similar to ( 161)AT5G46400| Symbols:  | binding | chr5:18837259-18841749 FORWARDnot assigned	not assigned.unknown	35_2

CUST_36346_PI403524517	2	0.16137457	0.4841056	0.0016489029	-0.20843554	-0.15685892	-0.0016493797	35_10482	Rep: Hypothetical protein SB45I19.7 - Sorghum bicolor (Sorghum) (Sorghum vulgare)	UniRef90_Q8SAA9	"CHR5V7|COORD:7315006..7316397| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G19260.1); similar to putative protein-related [Medicago"	AT5G22090.1	CHR03V5|COORD:28339249..28341315|protein expressed protein	LOC_Os03g49830.1	no description	not assigned.unknown	35_2

CUST_108454_PI403524517	2	-0.01411438	-0.73470783	0.01411438	-0.10436821	0.028308868	0.12535286	35_30849	"Cluster: Pentatricopeptide (PPR) repeat-containing protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Pentatricopeptide (PPR) repeat-containing prot"	UniRef90_Q5QN81	CHR1V7|COORD:26809313..26810845| pentatricopeptide (PPR) repeat-containing protein	AT1G71060.1	CHR01V5|COORD:17894322..17891936|protein GTP binding protein, putative, expressed	LOC_Os01g32090.1	no descriptionmoderately similar to ( 235)AT1G71060| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr1:26809313-26810845 REVERSEvery weakly similar to (92.4)RF1_ORYSA	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_75346_PI403524517	2	-0.08718395	0.14372349	0.041683197	-0.101285934	-0.018857002	0.018857002	35_21597	"Cluster: Hypothetical protein P0501E09.13-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0501E09.13-1 - Oryza sativa (japonica cultiv"	UniRef90_Q6YWB8	"CHR5V7|COORD:5185791..5187464| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G32240.1); similar to hypothetical protein [Cleome spinosa]"	AT5G15880.1	CHR09V5|COORD:798487..805530|protein expressed protein	LOC_Os09g02130.1	"no descriptionmoderately similar to ( 211)AT5G15880| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G32240.1); similar to hypothetical protein [Cleome spinosa] (GB:ABD96950.1); contains InterPro domain Prefoldin; (InterPro:IPR009053) | chr5:5185791-5187464 FORWARDnot assigned not assigned not assigned not assigned not assigned Smc SbcC Myosin_tail_1"	not assigned.unknown	35_2

CUST_54994_PI403524517	2	0.12757587	-1.28547	-0.14803314	0.40487957	0.52758884	-0.12757492	35_15654	Rep: Cold acclimation protein WCOR825 - Triticum aestivum (Wheat)	UniRef90_P93612	CHR1V7|COORD:20313972..20314268| dehydrin family protein	AT1G54410.1	CHR03V5|COORD:25517791..25518705|protein dehydrin 13, putative, expressed	LOC_Os03g45280.1	no descriptionnot assigned not assigned not assigned not assigned Dehydrin Keratin_B2 PRK12678 Adeno_VII Transformer TT_ORF1	not assigned.unknown	35_2

CUST_147137_PI403524517	2	0.33276415	0.35119057	0.011551857	-0.09920359	-0.13657188	-0.011551857	35_41181	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_15328_PI403524517	2	-0.01249218	-0.18152809	-0.07255173	0.01249218	0.054650307	0.07545471	35_4422	"Cluster: Hypothetical protein OJ1218_C12.20; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1218_C12.20 - Oryza sativa (japonica cultiv"	UniRef90_Q6ZHK6	CHR1V7|COORD:395761..399720| VAD1 (VASCULAR ASSOCIATED DEATH1)	AT1G02120.1	CHR07V5|COORD:18320088..18322980|protein expressed protein	LOC_Os07g30940.1	no descriptionweakly similar to ( 105)AT1G02120| Symbols: VAD1 | VAD1 (VASCULAR ASSOCIATED DEATH1) | chr1:395761-399720 FORWARD	not assigned.no ontology	35_1

CUST_134451_PI403524517	2	0.17628288	-0.0252285	-0.27376652	-0.083304405	0.1616602	0.0252285	35_37725	"Cluster: Os08g0551200 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os08g0551200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J3V2	"CHR4V7|COORD:16761484..16764329| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G17110.1); similar to Os09g0547300 [Oryza sativa (japonica"	AT4G35240.1	CHR08V5|COORD:27502139..27506192|protein expressed protein	LOC_Os08g43730.1	"no descriptionweakly similar to ( 141)AT4G35240| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G17110.1); similar to Os09g0547300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001063849.1); similar to bzip-related transcription factor -like [Oryza sativa (japonica cultivar-group)] (GB:BAD46467.1); contains InterPro domain Protein of unknown function DUF632; (InterPro:IPR006867); contains InterPro domain Protein of unknown function DUF630; (InterPro:IPR006868) | chr4:16761484-16764329 REVERSEDUF632"	not assigned.unknown	35_2

CUST_16271_PI404877155	2	-0.63569164	-0.4603014	0.74296474	0.047707558	0.50920105	-0.047707558	EBro03_SQ004_A01_s_at	OSJNBa0042I15.10 [Oryza sativa (japonica cultivar-group)]	CAE04888.2	prephenate dehydratase family protein	At1g08250.1	protein protein T23G18.10 [imported] - Arabidopsis thaliana	Os04g33390	NONE	amino acid metabolism.synthesis.aromatic aa.phenylalanine	13_1_6_3

CUST_116465_PI403524517	2	-0.0012588501	0.4364233	-0.08639622	0.0012578964	-0.067500114	0.028790474	35_33018	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_24202_PI403524517	2	-0.057275772	-0.27805233	0.061932564	-0.036006927	0.2262106	0.036006927	35_7025	"Cluster: Early-responsive to dehydration protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Early-responsive to dehydration"	UniRef90_Q2QN15	CHR3V7|COORD:35020..38183| HYP1 (HYPOTHETICAL PROTEIN 1)	AT3G01100.1	CHR12V5|COORD:24157894..24164087|protein HYP1, putative, expressed	LOC_Os12g39320.1	 no descriptionmoderately similar to ( 214)AT3G01100| Symbols: ATHYP1, HYP1 | HYP1 (HYPOTHETICAL PROTEIN 1) | chr3:35817-38183 REVERSEnot assigned DUF221 COG5594 	stress.abiotic.drought/salt	20_2_3

CUST_82019_PI403524517	2	0.14354897	0.32513523	0.05243206	-0.06636715	-0.059472084	-0.05243206	35_23527	"Cluster: OSJNBa0070M12.8 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0070M12.8 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XTL8	CHR1V7|COORD:18188508..18191112| protein kinase family protein	AT1G49180.1	CHR04V5|COORD:34872196..34870281|protein MAP/microtubule affinity-regulating kinase 4, putative, expressed	LOC_Os04g58990.1	no descriptionweakly similar to ( 166)AT1G49180| Symbols:  | protein kinase family protein | chr1:18188508-18191112 REVERSEvery weakly similar to (78.2)CDPK_DAUCACalcium-dependent protein kinase - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase Pkinase_Tyr PTKc TyrKc SPS1 PTKc_ALK_LTK PTKc_Syk_like PTKc_Frk_like PTKc_Ror1 PTKc_Src_like PTKc_Fes_like PTKc_Fyn_Yrk PTKc_Trk PTKc_Tec_Rlk PTKc_Itk PTKc_Ror PTKc_TrkC PTKc_FAK PTKc_TrkA PTKc_c-ros PTKc_EphR PTKc_TrkB PTKc_Tec_like PTKc_Srm_Brk PTKc_Fes PTKc_Ack_like PTKc_Yes PTKc_Lyn PTKc_EGFR_like PTKc_EphR_A2 PTKc_EphR_A PTKc_InsR_like PTKc_Src PTKc_FGFR PTKc_Ror2 PTKc_Musk PTKc_FGFR1 PTKc_FGFR3 PTKc_Btk_Bmx PTKc_Lck_Blk PTKc_FGFR4 PTKc_Hck PTKc_EphR_B PTKc_Jak_rpt2 PTK_CCK4	protein.postranslational modification	29_4

CUST_7414_PI399408534	2	0.012278557	-0.55689716	0.04942608	-0.14638996	0.0056352615	-0.005634308	35_37616	Rep: E2F protein - Triticum sp	UniRef90_Q9ST55	"CHR5V7|COORD:7360752..7364123| E2F1; transcription factor"	AT5G22220.2	CHR02V5|COORD:19867439..19862332|protein transcription factor E2F3, putative, expressed	LOC_Os02g33430.2	" no descriptionmoderately similar to ( 261)AT5G22220| Symbols: E2FB, ATE2FB, E2F1 | E2F1; transcription factor | chr5:7360752-7364123 FORWARDnot assigned not assigned E2F_TDP "	RNA.regulation of transcription.E2F/DP transcription factor family	27_3_18

CUST_179432_PI403524517	2	0.606894	-0.5491524	0.13691711	0.04295206	-0.19860792	-0.04295206	35_49905	"Cluster: Os04g0245000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os04g0245000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JEL7	CHR5V7|COORD:7786176..7792083| HUA2 (ENHANCER OF AG-4 2)	AT5G23150.1	CHR04V5|COORD:9367968..9357468|protein formin Homology 2 Domain containing protein	LOC_Os04g17130.1	no descriptionnot assigned not assigned not assigned	not assigned.unknown	35_2

CUST_73655_PI403524517	2	-0.060239792	0.12830353	-0.03862953	0.023954391	0.053800583	-0.023955345	35_21123	"Cluster: Putative CIL; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative CIL - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5Z857	CHR4V7|COORD:13191946..13193552| CIL	AT4G25990.1	CHR06V5|COORD:29406746..29411040|protein CCT motif family protein, expressed	LOC_Os06g48610.1	no descriptionvery weakly similar to (74.7)AT5G57180| Symbols: CIA2 | CIA2 (CHLOROPLAST IMPORT APPARATUS 2) | chr5:23185619-23186749 FORWARDCCT	not assigned.unknown	35_2

CUST_12361_PI403524517	2	0.09275246	-0.39331055	-0.07644272	0.020683289	-0.016094208	0.016095161	35_3522	Rep: Chlorophyll synthase - Avena sativa (Oat)	UniRef90_Q9M3W5	"CHR3V7|COORD:19227278..19229911| ATG4/CHLG/G4 (CHLOROPHYLL SYNTHASE); chlorophyll synthetase"	AT3G51820.1	CHR05V5|COORD:16433929..16439703|protein bacteriochlorophyll synthase 34 kDa chain, putative, expressed	LOC_Os05g28200.1	" no descriptionhighly similar to ( 560)AT3G51820| Symbols: ATG4, G4, CHLG | ATG4/CHLG/G4 (CHLOROPHYLL SYNTHASE); chlorophyll synthetase | chr3:19227278-19229911 REVERSEnot assigned PRK07566 UbiA PRK12392 UbiA ubiA PRK09573 ubiA ubiA ubiA ubiA ubiA ubiA CyoE PRK04375 PRK06080 MenA ubiA ubiA ubiA ubiA ubiA ubiA ubiA ubiA "	tetrapyrrole synthesis.chlorophyll synthase	19_15

CUST_31352_PI403524517	2	-0.07843399	0.26428843	0.22651768	-0.09157705	0.07843399	-0.2401576	35_9048	"Cluster: Os03g0184300 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os03g0184300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DUI6	"CHR4V7|COORD:16060146..16063065| PGSIP3 (PLANT GLYCOGENIN-LIKE STARCH INITIATION PROTEIN 3); transferase, transferring glycosyl groups"	AT4G33330.1	CHR03V5|COORD:4407953..4413281|protein transferase, transferring glycosyl groups, putative, expressed	LOC_Os03g08600.2	" no descriptionmoderately similar to ( 235)AT4G33330| Symbols: PGSIP3 | PGSIP3 (PLANT GLYCOGENIN-LIKE STARCH INITIATION PROTEIN 3); transferase, transferring glycosyl groups | chr4:16060146-16063065 REVERSEnot assigned not assigned Glyco_transf_8 COG5597 "	not assigned.no ontology	35_1

CUST_33682_PI399408534	2	0.55896235	-0.2740693	-0.17633438	0.17633438	-1.0605111	0.40358114	35_16621	"Cluster: Putative nucleoid DNA-binding protein cnd41; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative nucleoid DNA-binding protein cnd41 - Oryza sativ"	UniRef90_Q5VPR6	CHR5V7|COORD:3403332..3405332| chloroplast nucleoid DNA-binding protein, putative	AT5G10770.1	CHR06V5|COORD:1013689..1010585|protein aspartic proteinase nepenthesin-2 precursor, putative, expressed	LOC_Os06g02780.1	 no descriptionmoderately similar to ( 214)AT5G10770| Symbols:  | chloroplast nucleoid DNA-binding protein, putative | chr5:3403332-3405332 REVERSEvery weakly similar to (54.7)ASP1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07003 Atrophin-1 PRK07764 Herpes_BLLF1 PRK12323 Tymo_45kd_70kd PRK05648 Asp DUF1421 HPC2 APC_basic Pneumo_att_G PRK08853 PRK08770 PRK10819 Herpes_TAF50 BASP1 KAR9 GRASP55_65 AF-4 Syndecan PRK10856 Treacle 	RNA.regulation of transcription.unclassified	27_3_99

CUST_73064_PI403524517	2	0.14815521	0.079416275	0.028707504	-0.02870655	-0.030768394	-0.030768394	35_20948	"Cluster: Diphthamide biosynthesis protein 2; n=2; Oryza sativa (japonica cultivar-group)|Rep: Diphthamide biosynthesis protein 2 - Oryza sativa (japonica cultiv"	UniRef90_Q53LS8	CHR3V7|COORD:22036332..22038753| diphthamide synthesis DPH2 family protein	AT3G59630.1	CHR11V5|COORD:9067434..9073083|protein diphthamide biosynthesis protein 2, putative, expressed	LOC_Os11g16430.1	no descriptionmoderately similar to ( 221)AT3G59630| Symbols:  | diphthamide synthesis DPH2 family protein | chr3:22036332-22038753 REVERSEnot assigned Diphthamide_syn DPH2	not assigned.no ontology	35_1

CUST_170264_PI403524517	2	0.029526234	-0.16853523	-0.029526234	0.11636782	-0.07331753	0.06368494	35_47423	"Cluster: Putative synovial sarcoma, X breakpoint 2 interacting protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative synovial sarcoma, X"	UniRef90_Q6Z0V1		0	CHR08V5|COORD:8680169..8674497|protein expressed protein	LOC_Os08g14460.2	no description	not assigned.unknown	35_2

CUST_376_PI403524517	2	0.014515877	0.31362247	-0.08697224	-0.10012531	-0.014515877	0.06320858	35_98	"Cluster: Guanine nucleotide exchange factor, putative, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Guanine nucleotide exchange factor, putative,"	UniRef90_Q10M07	"CHR4V7|COORD:9228790..9241077| SPK1 (SPIKE1); GTP binding / GTPase binding / guanyl-nucleotide exchange factor"	AT4G16340.1	CHR03V5|COORD:11980121..11986672|protein guanine nucleotide exchange factor, putative, expressed	LOC_Os03g21080.1	"no descriptionmoderately similar to ( 274)AT4G16340| Symbols: SPK1 | SPK1 (SPIKE1); GTP binding / GTPase binding / guanyl-nucleotide exchange factor | chr4:9228790-9241077 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned Ded_cyto Extensin_2 Drf_FH1 DUF1421 Atrophin-1"	not assigned.no ontology	35_1

CUST_90855_PI403524517	2	0.52079296	0.03879547	0.002506256	-0.15539694	-0.0025053024	-0.10614729	35_25984	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10S15	CHR1V7|COORD:23241239..23242177| invertase/pectin methylesterase inhibitor family protein	AT1G62760.1	CHR03V5|COORD:2102799..2104848|protein expressed protein	LOC_Os03g04550.1	no descriptionnot assigned not assigned PRK12323	not assigned.unknown	35_2

CUST_75407_PI403524517	2	-0.019312859	0.05723381	-0.052806854	-0.007824898	0.007823944	0.022896767	35_21614	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10I53	"CHR4V7|COORD:820487..821466| similar to Protein of unknown function DUF952 [Medicago truncatula] (GB:ABE87749.1); contains InterPro domain Protein of"	AT4G01897.1	CHR03V5|COORD:20267941..20272927|protein expressed protein	LOC_Os03g36630.1	"no descriptionweakly similar to ( 136)AT4G01897| Symbols:  | similar to Protein of unknown function DUF952 [Medicago truncatula] (GB:ABE87749.1); contains InterPro domain Protein of unknown function DUF952; (InterPro:IPR009297) | chr4:820487-821466 REVERSEDUF952 COG3502"	not assigned.unknown	35_2

CUST_22095_PI403524517	2	-0.93213844	-0.820796	0.18453407	0.79875374	0.6568289	-0.18453312	35_6420	"Cluster: Putative cinnamoyl-CoA reductase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative cinnamoyl-CoA reductase - Oryza sativa (japonica cultivar-g"	UniRef90_Q6H817	CHR1V7|COORD:5478849..5481909| CCR1 (CINNAMOYL COA REDUCTASE 1)	AT1G15950.1	CHR02V5|COORD:4497074..4500446|protein dihydroflavonol-4-reductase, putative, expressed	LOC_Os02g08420.1	 no descriptionmoderately similar to ( 390)AT1G15950| Symbols: IRX4, ATCCR1, CCR1 | CCR1 (CINNAMOYL COA REDUCTASE 1) | chr1:5478849-5481943 FORWARDweakly similar to ( 188)DFRA_VITVIDihydroflavonol-4-reductase - Vitis vinifera (Grape)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned WcaG Epimerase 3Beta_HSD GalE COG0702 adh_short Polysacc_synt_2 COG1086 NmrA PRK07003 NAD_binding_4 PRK12678 PRK12323 KR PRK05865 Gmd fabG COG2910 PRK12827 	secondary metabolism.flavonoids.dihydroflavonols	16_8_3

CUST_6497_PI403524517	2	0.12956524	-0.46375465	-0.0048675537	0.15532494	-0.036816597	0.0048675537	35_1802	"Cluster: Putative UDP-galactose/UDP-glucose transporter; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative UDP-galactose/UDP-glucose transporter - Oryza"	UniRef90_Q69XD4	"CHR1V7|COORD:4911357..4913024| ATUTR3/UTR3 (UDP-GALACTOSE TRANSPORTER 3); pyrimidine nucleotide sugar transporter"	AT1G14360.1	CHR06V5|COORD:23302671..23306064|protein solute carrier family 35 member B1, putative, expressed	LOC_Os06g39260.1	" no descriptionmoderately similar to ( 487)AT1G14360| Symbols: ATUTR3, UTR3 | ATUTR3/UTR3 (UDP-GALACTOSE TRANSPORTER 3); pyrimidine nucleotide sugar transporter | chr1:4911357-4913024 REVERSEnot assigned not assigned not assigned not assigned not assigned UAA "	transport.NDP-sugars at the ER	34_11

CUST_26272_PI399408534	2	0.057518005	-0.061243057	0.024189949	-0.024189949	0.11141586	-0.12556458	35_43627	"Cluster: Guanine nucleotide-binding protein subunit beta-like protein; n=2; Oryza sativa|Rep: Guanine nucleotide-binding protein subunit beta-like protein -"	UniRef90_P49027	"CHR1V7|COORD:6222318..6223894| ATARCA (Arabidopsis thaliana Homolog of the Tobacco ArcA); nucleotide binding"	AT1G18080.1	CHR01V5|COORD:28657648..28660240|protein guanine nucleotide-binding protein beta subunit-like protein, putative, expressed	LOC_Os01g49290.1	"no descriptionweakly similar to ( 128)AT1G18080| Symbols: ATARCA | ATARCA (Arabidopsis thaliana Homolog of the Tobacco ArcA); nucleotide binding | chr1:6222318-6223894 FORWARDweakly similar to ( 155)GBLP_ORYSAnot assigned not assigned not assigned not assigned not assigned WD40 COG2319"	RNA.regulation of transcription.unclassified	27_3_99

CUST_95232_PI403524517	2	-0.087996006	0.9618225	0.08799553	-0.3415594	0.14922285	-0.25555563	35_27215	"Cluster: Putative ribosomal RNA apurinic site specific lyase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ribosomal RNA apurinic site specific lya"	UniRef90_Q8GVM3	CHR4V7|COORD:10275928..10278502| leucine-rich repeat family protein / extensin family protein	AT4G18670.1	CHR07V5|COORD:10954190..10952275|protein ribosomal RNA apurinic site specific lyase, putative, expressed	LOC_Os07g18510.1	no descriptionvery weakly similar to (55.5)AT1G69630| Symbols:  | F-box family protein | chr1:26195303-26196837 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07003 PRK07764	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_160278_PI403524517	2	0.47934723	-0.0123877525	-0.072523594	0.061903	-0.25889444	0.0123877525	35_44726	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_69551_PI403524517	2	0.03495407	0.40533638	0.01492691	-0.082920074	-0.10369587	-0.014925957	35_19901	"Cluster: Hypothetical protein P0439B06.22; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0439B06.22 - Oryza sativa (japonica cultivar-g"	UniRef90_Q9ASJ5	CHR1V7|COORD:25812961..25813793| AGP19/ATAGP19 (ARABINOGALACTAN-PROTEIN 19)	AT1G68725.1	CHR06V5|COORD:15310053..15311897|protein conserved hypothetical protein	LOC_Os06g26170.1	no description	not assigned.unknown	35_2

CUST_77219_PI403524517	2	-0.07812309	-0.6527109	0.215446	0.07812309	-0.14458561	0.12695885	35_22134	"Cluster: Ubiquitin-specific protease-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Ubiquitin-specific protease-like - Oryza sativa (japonica cultivar-g"	UniRef90_Q6ZKX4	"CHR1V7|COORD:1369305..1372289| UBP2 (UBIQUITIN-SPECIFIC PROTEASE 2); ubiquitin-specific protease"	AT1G04860.1	CHR08V5|COORD:26146492..26142472|protein ubiquitin carboxyl-terminal hydrolase family protein, expressed	LOC_Os08g41610.1	"no descriptionweakly similar to ( 107)AT1G04860| Symbols: UBP2 | UBP2 (UBIQUITIN-SPECIFIC PROTEASE 2); ubiquitin-specific protease | chr1:1369305-1372289 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Peptidase_C19K Peptidase_C19 Peptidase_C19E UCH Peptidase_C19D Peptidase_C19R Peptidase_C19F peptidase_C19C Peptidase_C19L COG5077 Peptidase_C19B Peptidase_C19A Peptidase_C19N Peptidase_C19O"	protein.degradation.ubiquitin.ubiquitin protease	29_5_11_5

CUST_42383_PI403524517	2	0.06407261	0.15442276	-0.003993988	-0.062360764	-0.021347046	0.0039949417	35_12179	"Cluster: Hypothetical protein OSJNBa0005K07.14; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0005K07.14 - Oryza sativa (japonica"	UniRef90_Q94GX2	"CHR1V7|COORD:1963732..1964904| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G45790.1); similar to Os10g0510300 [Oryza sativa (japonica"	AT1G06440.1	CHR10V5|COORD:19288929..19287802|protein conserved hypothetical protein	LOC_Os10g36680.1	" no descriptionweakly similar to ( 113)AT1G06440| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G45790.1); similar to Os10g0510300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001065035.1); similar to Protein of unknown function DUF860, plant [Medicago truncatula] (GB:ABE79863.1); contains InterPro domain Protein of unknown function DUF860, plant; (InterPro:IPR008578) | chr1:1963732-1964904 REVERSE"	not assigned.unknown	35_2

CUST_50790_PI403524517	2	0.10837269	-0.9589243	-0.117043495	0.060560226	0.13401508	-0.060560226	35_14490	"Cluster: Ribosomal protein L19; n=1; Triticum aestivum|Rep: Ribosomal protein L19 - Triticum aestivum (Wheat)"	UniRef90_Q7XY20	CHR4V7|COORD:979391..980640| 60S ribosomal protein L19 (RPL19C)	AT4G02230.1	CHR03V5|COORD:12523525..12521018|protein 60S ribosomal protein L19-3, putative, expressed	LOC_Os03g21940.1	no descriptionmoderately similar to ( 241)AT3G16780| Symbols:  | 60S ribosomal protein L19 (RPL19B) | chr3:5708988-5710255 FORWARDweakly similar to ( 102)RL19_MAIZE60S ribosomal protein L19 - Zea mays (Maize)not assigned Ribosomal_L19e_E Ribosomal_L19e Ribosomal_L19e RPL19A rpl19e Ribosomal_L19e_A	protein.synthesis.misc ribososomal protein	29_2_2

CUST_2643_PI399408534	2	0.11302853	0.22069263	-0.025053024	-0.083034515	-0.035316467	0.02505207	35_19105	"Cluster: Expressed protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2RBQ6	CHR5V7|COORD:24245404..24249620| RNA binding	AT5G60170.1	CHR12V5|COORD:104920..111633|protein RNA recognition motif family protein, expressed	LOC_Os12g01190.2	no descriptionweakly similar to ( 136)AT5G60170| Symbols:  | RNA binding | chr5:24245404-24249620 FORWARD	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_179153_PI403524517	2	0.06186962	0.61908484	0.39220428	-0.22041464	-0.21035242	-0.061870098	35_49827	"Cluster: Retrotransposon protein, putative, unclassified; n=1; Oryza sativa (japonica cultivar-group)|Rep: Retrotransposon protein, putative, unclassified - Ory"	UniRef90_Q2QT44		0	CHR12V5|COORD:12333606..12338741|protein retrotransposon protein, putative, unclassified	LOC_Os12g21910.1	no description	not assigned.unknown	35_2

CUST_85655_PI403524517	2	0.20713615	0.075056076	0.024402618	-0.1788559	-0.024403572	-0.11592674	35_24533	"Cluster: Os01g0747500 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0747500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JJD1	"CHR4V7|COORD:12019326..12021211| PYR4 (DIHYDROOROTASE, PYRIMIDIN 4, dihydroorotase); dihydroorotase"	AT4G22930.1	CHR01V5|COORD:31610534..31614116|protein dihydroorotase, mitochondrial precursor, putative, expressed	LOC_Os01g54370.1	" no descriptionweakly similar to ( 123)AT4G22930| Symbols: DHOASE, PYR4 | PYR4 (DIHYDROOROTASE, PYRIMIDIN 4, dihydroorotase); dihydroorotase | chr4:12019326-12021211 FORWARDnot assigned not assigned PRK05451 PyrC DHOase "	nucleotide metabolism.synthesis.pyrimidine.dihydroorotase	23_1_1_3

CUST_27470_PI399408534	2	0.113378525	-0.08929443	-0.01965332	0.04462242	-0.09936333	0.01965332	35_6045	Rep: Putative WRKY6 protein - Hordeum vulgare (Barley)	UniRef90_Q5W1F6	"CHR4V7|COORD:15051922..15053914| WRKY32 (WRKY DNA-binding protein 32); transcription factor"	AT4G30935.1	CHR08V5|COORD:10633260..10626852|protein WRKY transcription factor 4, putative, expressed	LOC_Os08g17400.1	" no descriptionweakly similar to ( 112)AT4G30935| Symbols: ATWRKY32, WRKY32 | WRKY32 (WRKY DNA-binding protein 32); transcription factor | chr4:15051922-15053914 REVERSEWRKY "	RNA.regulation of transcription.WRKY domain transcription factor family	27_3_32

CUST_82893_PI403524517	2	-0.007352829	-0.093639374	0.007352829	-0.049046516	0.05832863	0.057955742	35_23771	"Cluster: Os07g0200500 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0200500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D7Y1	0	0	CHR07V5|COORD:5429853..5434475|protein expressed protein	LOC_Os07g10120.1	no description	not assigned.unknown	35_2

CUST_6018_PI404877155	2	-1.0158486	-0.60044956	0.008488655	0.6461606	0.23658943	-0.008488655	Contig18295_at	putative heat shock factor [Oryza sativa (japonica cultivar-group)] gb|AAQ01151.1| putative heat shock protein [Oryza sativa (japonica culti	AAP13005.1	heat shock transcription factor family protein	At3g22830.1	protein putative heat shock factor	Os03g53340	NONE	stress.abiotic.heat	20_2_1

CUST_37888_PI403524517	2	-0.2035675	-0.10459328	0.026964188	0.061250687	0.10881996	-0.026965141	35_10903	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_70906_PI403524517	2	-0.24071217	-0.0767231	0.0767231	0.32051086	0.5254116	-0.1394701	35_20316	"Cluster: Hypothetical protein OSJNBa0047P18.22; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0047P18.22 - Oryza sativa (japonica"	UniRef90_Q651M9	0	0	CHR09V5|COORD:20496430..20493593|protein protein binding protein, putative, expressed	LOC_Os09g35630.1	no description	not assigned.unknown	35_2

CUST_55173_PI403524517	2	-0.1642294	-0.33178568	0.0834198	0.26205015	0.006764412	-0.006764412	35_15705	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_119284_PI403524517	2	0.09739208	0.055459976	-0.017170906	-0.17054129	-0.14973736	0.017170906	35_33756	"Cluster: Protein TOC75, chloroplast precursor; n=2; Oryza sativa|Rep: Protein TOC75, chloroplast precursor - Oryza sativa (Rice)"	UniRef90_Q84Q83	"CHR3V7|COORD:17227089..17230281| TOC75-III (translocon outer membrane complex 75-III); protein translocase"	AT3G46740.1	CHR03V5|COORD:9047390..9053113|protein protein TOC75, chloroplast precursor, putative, expressed	LOC_Os03g16440.1	"no descriptionvery weakly similar to (98.2)AT3G46740| Symbols: TOC75-III | TOC75-III (translocon outer membrane complex 75-III); protein translocase | chr3:17227089-17230281 REVERSEweakly similar to ( 111)TOC75_ORYSA"	protein.targeting.chloroplast	29_3_3

CUST_12188_PI403524517	2	-0.10475826	-0.48998642	0.006365776	-0.006365776	0.08212662	0.06500435	35_3470	Rep: UMP synthase - Oryza sativa (Rice)	UniRef90_Q7FZ76	CHR3V7|COORD:20179263..20181223| uridine 5'-monophosphate synthase / UMP synthase (PYRE-F) (UMPS)	AT3G54470.1	CHR01V5|COORD:42213916..42217699|protein uridine 5-monophosphate synthase, putative, expressed	LOC_Os01g72240.1	no descriptionhighly similar to ( 526)AT3G54470| Symbols:  | uridine 5'-monophosphate synthase / UMP synthase (PYRE-F) (UMPS) | chr3:20179263-20181223 REVERSEhighly similar to ( 531)PYR5_TOBACUridine 5'-monophosphate synthase - Nicotiana tabacum (Common tobacco)not assigned not assigned not assigned not assigned OMPdecase OMP_decarboxylase_like PyrE PyrF PRK05500 pyrE PRK00230 Pribosyltran Apt TT_ORF1 PRK12323 PRK02304	nucleotide metabolism.synthesis.pyrimidine.UMP Synthase	23_1_1_5

CUST_13679_PI404877155	2	0.1026001	-0.096009254	-0.48253632	0.4191227	0.002855301	-0.002855301	Contig7411_at	P0042A10.6 [Oryza sativa (japonica cultivar-group)] dbj|BAB90064.1| P0042A10.6 [Oryza sativa (japonica cultivar-group)]	NP_916724.1	WD-40 repeat family protein / phytochrome A-related	At3g15354.1	protein expressed protein	Os01g52640	"SPA1-RELATED 4;WD-40 repeat family protein / phytochrome A-related, contains 7 WD-40 repeats (PF00400) (1 below cutoff); similar to phytochrome A supressor spa1 (GI:4809171) (Arabidopsis thaliana) or  WD-40 repeat family protein / phytochrome A-related, c"	signalling.light	30_11

CUST_53236_PI403524517	2	-0.09734154	0.69462776	0.09734154	-0.13696861	-0.16617584	0.10419369	35_15151	"Cluster: Nup133 nucleoporin family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Nup133 nucleoporin family protein, expressed - Oryza sat"	UniRef90_Q10PQ6	0	0	CHR03V5|COORD:6552313..6559819|protein nucleoporin, putative, expressed	LOC_Os03g12450.1	no description	not assigned.unknown	35_2

CUST_103383_PI403524517	2	-0.13086987	-0.17043877	0.040174484	0.24025726	0.1161232	-0.040175438	35_29481	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2R2Z8	CHR4V7|COORD:7758606..7760888| leucine-rich repeat family protein / extensin family protein	AT4G13340.1	CHR11V5|COORD:19489787..19487158|protein expressed protein	LOC_Os11g34140.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 Drf_FH1 Extensin_2 PRK12678 DUF1421 PRK07764 Atrophin-1 Tymo_45kd_70kd HPC2 PRK07003 Herpes_BLLF1 DUF566 Totivirus_coat DUF605 PRK06958 PRK05648 PRK10819 APC_basic Pneumo_att_G AF-4 Gag_spuma GRASP55_65 PRK08853 Chon_Sulph_att FAP	not assigned.unknown	35_2

CUST_16336_PI403524517	2	0.122101784	0.4125738	0.017382622	-0.17803097	-0.19843197	-0.017381668	35_4707	"Cluster: Gamma-aminobutyric acid receptor-associated protein-like 2, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Gamma-aminobutyric ac"	UniRef90_Q2RBS4	"CHR3V7|COORD:5274082..5275007| APG8H (autophagy 8H); microtubule binding"	AT3G15580.1	CHR11V5|COORD:3165..162|protein autophagy-related protein 8 precursor, putative, expressed	LOC_Os11g01010.1	" no descriptionweakly similar to ( 167)AT3G15580| Symbols: ATG8I, APG8H | APG8H (autophagy 8H); microtubule binding | chr3:5274082-5275007 REVERSEnot assigned GABARAP MAP1_LC3 "	protein.degradation.autophagy	29_5_2

CUST_16278_PI404877155	2	-1.470859	0.6435857	0.6087465	-1.3415647	-0.16425991	0.16425991	EBro03_SQ006_M03_at	putative cystathionine gamma synthase (O-succinylhomoserine (thiol)-lyase) [Oryza sativa (japonica cultivar-group)] gb|AAP53639.1| putative	NP_921352.1	cystathionine gamma-synthase, chloroplast / O-succinylhomoserine (Thiol)-lyase (CGS)	At3g01120.1	protein hypothetical protein	Os10g26010	"ATCYS1;CGS;CGS1;CYSTATHIONINE GAMMA-SYNTHASE;CYSTATHIONINE GAMMA-SYNTHASE 1;CYSTATHIONINE-GAMMA-SYNTHASE;CYSTATHIONINE-GAMMA-SYNTHASE 1;METHIONINE OVERACCUMULATION 1;cystathionine gamma-synthase, chloroplast / O-succinylhomoserine (Thiol)-lyase (CGS), ide"	amino acid metabolism.synthesis.aspartate family.methionine	13_1_3_4

CUST_81418_PI403524517	2	0.1371355	0.5741863	0.071819305	-0.22719288	-0.19458008	-0.071819305	35_23355	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_72291_PI403524517	2	-0.073415756	1.1929789	0.073415756	0.21098757	-0.12558031	-0.32380104	35_20718	"Cluster: WRKY transcription factor-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: WRKY transcription factor-like - Oryza sativa (japonica cultivar-group"	UniRef90_Q94J08	"CHR3V7|COORD:21726169..21727743| WRKY69 (WRKY DNA-binding protein 69); transcription factor"	AT3G58710.1	CHR01V5|COORD:31737826..31735852|protein OsWRKY13 - Superfamily of rice TFs having WRKY and zinc finger domains, expressed	LOC_Os01g54600.1	no description	not assigned.unknown	35_2

CUST_61597_PI403524517	2	-0.48518705	0.2127161	0.32466125	-0.039915085	0.039915085	-0.25043964	35_17580	"Cluster: Putative STF-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative STF-1 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69RG0	CHR3V7|COORD:16497363..16498334| sulfotransferase family protein	AT3G45070.1	CHR07V5|COORD:24843414..24844882|protein flavonol 4-sulfotransferase, putative, expressed	LOC_Os07g41460.1	" no descriptionmoderately similar to ( 235)AT2G03760| Symbols: RAR047, ST | ST (steroid sulfotransferase); sulfotransferase | chr2:1149472-1150452 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned Sulfotransfer_1 PRK12323 PRK07003 PRK07764 PRK12678 DUF566 "	lipid metabolism.'exotics' (steroids, squalene etc)	11_8

CUST_74109_PI403524517	2	0.09535122	0.61369514	-0.064496994	-0.13314629	-0.12056923	0.06449604	35_21254	"Cluster: Putative gamma-tubulin complex component 4; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative gamma-tubulin complex component 4 - Oryza sativa"	UniRef90_Q60F24	CHR3V7|COORD:19929160..19933242| tubulin family protein	AT3G53760.1	CHR05V5|COORD:3166234..3159584|protein gamma-tubulin complex component 4, putative, expressed	LOC_Os05g06260.1	no descriptionmoderately similar to ( 437)AT3G53760| Symbols:  | tubulin family protein | chr3:19929160-19933242 REVERSEmoderately similar to ( 410)GCP4_MEDTRGamma-tubulin complex component 4 homolog - Medicago truncatula (Barrel medic)not assigned not assigned not assigned Spc97_Spc98	cell.organisation	31_1

CUST_11176_PI403524517	2	-0.7293105	-0.20593071	0.91833115	0.4848652	0.11709499	-0.11709404	35_3167	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_23815_PI399408534	2	-2.0708847	2.7627087	-0.1647315	1.447938	-1.3872738	0.16473103	35_17480	"Cluster: Os09g0483300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os09g0483300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J0U3	CHR2V7|COORD:18316361..18316789| calcium-binding EF hand family protein	AT2G44310.1	CHR09V5|COORD:18661881..18662702|protein EF hand family protein, expressed	LOC_Os09g31000.1	no descriptionweakly similar to ( 130)AT2G44310| Symbols:  | calcium-binding EF hand family protein | chr2:18316361-18316789 FORWARDnot assigned not assigned not assigned not assigned	signalling.calcium	30_3

CUST_41799_PI403524517	2	-2.6168995	-2.113821	0.3403206	0.45940828	0.32793522	-0.3279357	35_12011	"Cluster: OSJNBb0020J19.7 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBb0020J19.7 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XKA3	CHR1V7|COORD:7994467..7997556| C2 domain-containing protein	AT1G22610.1	CHR04V5|COORD:35179528..35183528|protein phosphoribosylanthranilate transferase, putative, expressed	LOC_Os04g59520.1	no descriptionmoderately similar to ( 223)AT1G22610| Symbols:  | C2 domain-containing protein | chr1:7994467-7997556 FORWARDC2 C2 C2 C2_1	not assigned.no ontology.C2 domain-containing protein	35_1_19

CUST_10588_PI403524517	2	-0.010533333	0.22506237	-0.08262825	0.018018723	0.010533333	-0.019456863	35_2986	"Cluster: Hypothetical protein P0498B01.17; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0498B01.17 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5SMX9	"CHR5V7|COORD:3831771..3832634| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G17620.1); similar to Heavy metal transport/detoxification protein;"	AT5G11890.1	CHR01V5|COORD:5129675..5128274|protein harpin-induced protein, putative, expressed	LOC_Os01g09880.1	"no descriptionvery weakly similar to (74.7)AT1G17620| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G11890.1); similar to Heavy metal transport/detoxification protein; Harpin-induced 1 [Medicago truncatula] (GB:ABE94112.1); contains InterPro domain Harpin-induced 1; (InterPro:IPR010847) | chr1:6062306-6063100 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Hin1 PRK07003 PRK12323 PRK07764 Atrophin-1 AF-4 APC_basic Tymo_45kd_70kd HPC2 KAR9 DUF1509 Extensin_2 DUF566 PRK12678 Herpes_BLLF1 PRK05648 infB Pneumo_att_G Herpes_UL32 DUF1421 Totivirus_coat IER GRASP55_65 Herpes_DNAp_acc Drf_FH1 PRK08853 Herpes_TAF50 DUF605 PRK12372 STOP"	not assigned.unknown	35_2

CUST_19524_PI404877155	2	0.026461601	0.114338875	-0.047795296	-0.026462555	-0.044481277	0.061494827	rbah28f02_s_at	UV-damaged DNA binding protein [Oryza sativa (japonica cultivar-group)]	BAB20761.1	UV-damaged DNA-binding protein, putative	At4g05420.1	protein CPSF A subunit region, putative	Os05g51480	"UV-damaged DNA-binding protein, putative, similar to UV-damaged DNA binding protein (GI:12082087) (Oryza sativa); contains Pfam PF03178 : CPSF A subunit region"	stress.abiotic.light	20_2_5

CUST_96281_PI403524517	2	-0.06428909	-0.3702736	-0.0052671432	0.017655373	0.0052671432	0.113767624	35_27504	"Cluster: Mitochondrial inner membrane preprotein translocase (TIM23) component- related; n=1; Musa acuminata|Rep: Mitochondrial inner membrane preprotein transl"	UniRef90_Q1EP91	CHR1V7|COORD:20906828..20909085| TIM50 (EMBRYO DEFECTIVE 1860)	AT1G55900.1	CHR05V5|COORD:25363694..25369364|protein import inner membrane translocase subunit TIM50, mitochondrial precursor, putative, expressed	LOC_Os05g43770.1	 no descriptionvery weakly similar to (78.6)AT1G55900| Symbols: EMB1860, TIM50 | TIM50 (EMBRYO DEFECTIVE 1860) | chr1:20906828-20909085 FORWARDnot assigned not assigned 	not assigned.no ontology	35_1

CUST_14764_PI403524517	2	-0.111395836	0.017381668	0.13715649	0.21560478	-0.017382622	-0.044725418	35_4251	"Cluster: Oxidoreductase, zinc-binding dehydrogenase family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Oxidoreductase, zinc-binding"	UniRef90_Q10QP0	CHR1V7|COORD:7919224..7921583| oxidoreductase/ zinc ion binding	AT1G22430.2	CHR03V5|COORD:4659082..4646378|protein alcohol dehydrogenase 1, putative, expressed	LOC_Os03g08999.1	no descriptionmoderately similar to ( 284)AT1G22430| Symbols:  | oxidoreductase/ zinc ion binding | chr1:7919224-7921583 FORWARDmoderately similar to ( 225)ADHX_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned AdhC Tdh ADH_zinc_N AdhP PRK09422 tdh Qor PRK10309 COG2130	fermentation.ADH	5_3

CUST_8387_PI399408534	2	-0.0069093704	0.01074028	0.07818127	0.0012483597	-0.0012493134	-0.002913475	35_2388	"Cluster: Expressed protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10F72	CHR2V7|COORD:15810578..15812593| FHY1 (FAR-RED ELONGATED HYPOCOTYL 1)	AT2G37680.1	CHR03V5|COORD:26837466..26834898|protein FHY1, putative, expressed	LOC_Os03g47550.1	 no descriptionmoderately similar to ( 352)AT2G37680| Symbols: PAT3, FRY1, FHY1 | FHY1 (FAR-RED ELONGATED HYPOCOTYL 1) | chr2:15810578-15812593 REVERSEnot assigned VID24 	signalling.light	30_11

CUST_117137_PI403524517	2	-0.423522	0.77176094	0.104896545	-0.104896545	0.12269306	-0.3273239	35_33196	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_117358_PI403524517	2	0.051642895	0.4872136	0.25277042	-0.051642895	-0.31917143	-0.17141199	35_33256	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_31227_PI403524517	2	-1.7720718	-0.6894803	3.3284006	-0.013074875	2.847211	0.013075352	35_9014	"Cluster: Putative SNF4b; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative SNF4b - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ETI3	CHR1V7|COORD:5274363..5275494| CBS domain-containing protein	AT1G15330.1	CHR02V5|COORD:3204084..3206332|protein pv42p, putative, expressed	LOC_Os02g06410.1	no descriptionvery weakly similar to (84.0)AT1G80090| Symbols:  | CBS domain-containing protein | chr1:30134997-30136748 FORWARDnot assigned not assigned not assigned not assigned not assigned CBS_pair_29 PRK12323 PRK07003	not assigned.no ontology	35_1

CUST_94654_PI403524517	2	-0.09239483	0.1047411	-0.4885006	0.6368427	-0.3725438	0.09239483	35_27057	"Cluster: Sex determination protein tasselseed 2, putative, expressed; n=4; BEP clade|Rep: Sex determination protein tasselseed 2, putative, expressed - Oryza sa"	UniRef90_Q10MQ8	CHR3V7|COORD:19184601..19185646| short-chain dehydrogenase/reductase (SDR) family protein	AT3G51680.1	CHR03V5|COORD:10481046..10482486|protein sex determination protein tasselseed-2, putative, expressed	LOC_Os03g18740.1	no descriptionweakly similar to ( 103)AT3G51680| Symbols:  | short-chain dehydrogenase/reductase (SDR) family protein | chr3:19184601-19185646 REVERSEweakly similar to ( 145)TS2_MAIZESex determination protein tasselseed-2 - Zea mays (Maize)not assigned fabG PRK08220 PRK12826 PRK07478 fabG fabG PRK12428	misc.short chain dehydrogenase/reductase (SDR)	26_22

CUST_121905_PI403524517	2	0.011588097	-0.340755	-0.27492714	0.22394228	-0.01158762	0.04565525	35_34418	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_25796_PI403524517	2	0.0382452	-0.41568184	0.08660984	0.028474808	-0.028474808	-0.06090069	35_7478	"Cluster: Glycosyltransferase sugar-binding region containing DXD motif; Alpha 1,4-glycosyltransferase conserved region; n=1; Medicago truncatula|Rep: Glycosyltr"	UniRef90_Q2MGS1	CHR4V7|COORD:10786958..10791443| glycosyl transferase-related	AT4G19900.1	CHR07V5|COORD:22796708..22790068|protein glycosyltransferase sugar-binding region containing DXD motif, putative, expressed	LOC_Os07g37990.1	no descriptionvery weakly similar to (81.6)AT4G19900| Symbols:  | glycosyl transferase-related | chr4:10786958-10791443 REVERSEnot assigned Gb3_synth	misc.UDP glucosyl and glucoronyl transferases	26_2

CUST_28778_PI399408534	2	0.12794209	0.7168579	-0.032260895	-0.09534073	0.032260895	-0.11462593	35_1182	"Cluster: Os06g0724400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0724400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D9E7	CHR5V7|COORD:9617551..9618372| zinc finger (DNL type) family protein	AT5G27280.1	CHR06V5|COORD:30775627..30773116|protein DNL zinc finger family protein, expressed	LOC_Os06g50870.1	no descriptionweakly similar to ( 153)AT5G27280| Symbols:  | zinc finger (DNL type) family protein | chr5:9617551-9618372 FORWARDnot assigned zf-DNL	RNA.regulation of transcription.unclassified	27_3_99

CUST_34352_PI399408534	2	0.03575802	-0.3325739	-0.0926466	0.0013828278	0.0869627	-0.0013828278	35_13995	"Cluster: Os01g0238900 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0238900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JP73	CHR4V7|COORD:14061730..14064558| transducin family protein / WD-40 repeat family protein	AT4G28450.1	CHR01V5|COORD:7675832..7682720|protein protein SOF1, putative, expressed	LOC_Os01g13730.1	no descriptionhighly similar to ( 590)AT4G28450| Symbols:  | transducin family protein / WD-40 repeat family protein | chr4:14061730-14064558 REVERSEvery weakly similar to (54.7)GBLP_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned WD40 Sof1 COG2319	RNA.processing	27_1

CUST_177696_PI403524517	2	0.15212154	0.01264286	-0.19016075	-0.19691181	0.09131527	-0.01264286	35_49427	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_88232_PI403524517	2	0.0813818	0.09772825	-0.016750336	-0.12792397	0.008907318	-0.008907318	35_25260	Rep: Probable potassium transporter 14 - Oryza sativa (Rice)	UniRef90_Q69RI8	"CHR5V7|COORD:2916378..2920605| KUP7 (K+ uptake permease 7); potassium ion transporter"	AT5G09400.1	CHR07V5|COORD:19384444..19376745|protein potassium transporter 14, putative, expressed	LOC_Os07g32530.1	"no descriptionweakly similar to ( 182)AT5G09400| Symbols: KUP7 | KUP7 (K+ uptake permease 7); potassium ion transporter | chr5:2916378-2920605 FORWARDmoderately similar to ( 218)HAK14_ORYSAK_trans Kup trkD"	transport.potassium	34_15

CUST_112603_PI403524517	2	0.044139385	-0.34443426	-0.044139385	0.08824062	0.119793415	-0.09195948	35_31962	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_16164_PI399408534	2	0.042395115	-0.0047221184	0.0047221184	0.031960487	-0.41010714	-0.19875526	35_46650	"Cluster: CCT motif family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: CCT motif family protein, expressed - Oryza sativa (japonica cult"	UniRef90_Q10E18	CHR1V7|COORD:8933926..8935271| zinc finger (B-box type) family protein	AT1G25440.1	CHR03V5|COORD:28636132..28638887|protein CCT motif family protein, expressed	LOC_Os03g50310.2	"no descriptionvery weakly similar to (52.4)AT5G14370| Symbols:  | similar to CIL [Arabidopsis thaliana] (TAIR:AT4G25990.1); similar to CCT [Medicago truncatula] (GB:ABE93500.1); contains InterPro domain CCT; (InterPro:IPR010402) | chr5:4632150-4633654 REVERSECCT"	RNA.regulation of transcription.C2C2(Zn) CO-like, Constans-like zinc finger family	27_3_7

CUST_71893_PI403524517	2	0.0852108	-0.79718256	-0.032632828	0.20926571	-0.03612423	0.032632828	35_20611	"Cluster: OSJNBa0072D21.2 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0072D21.2 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XS31	CHR2V7|COORD:5961335..5967097| dynamin-like protein 2b (ADL2b)	AT2G14120.2	CHR04V5|COORD:18482536..18472055|protein dynamin-related protein 3A, putative, expressed	LOC_Os04g31190.1	no descriptionweakly similar to ( 171)AT2G14120| Symbols:  | dynamin-like protein 2b (ADL2b) | chr2:5961335-5967097 REVERSEnot assigned GED GED	misc.dynamin	26_17

CUST_22027_PI403524517	2	-0.060090065	-0.46952724	0.033888817	0.08236313	0.39103794	-0.03388977	35_6399	"Cluster: IFA-binding protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: IFA-binding protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5ZC01	"CHR1V7|COORD:2813581..2817081| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G30690.1); similar to Os10g0414800 [Oryza sativa (japonica cultivar-gr"	AT1G08800.1	CHR01V5|COORD:33095445..33100129|protein expressed protein	LOC_Os01g56790.1	"no descriptionweakly similar to ( 133)AT1G08800| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G30690.1); similar to Os10g0414800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001064597.1); similar to Os01g0775200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001044407.1); similar to Hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:AAM15784.1); contains InterPro domain Protein of unknown function DUF593; (InterPro:IPR007656) | chr1:2813581-2817081 REVERSEnot assigned not assigned not assigned DUF593 Smc SbcC"	not assigned.unknown	35_2

CUST_152740_PI403524517	2	0.12922716	0.28788328	0.050319195	-0.09806919	-0.1645112	-0.050319195	35_42694	Rep: OSJNBa0089N06.9 protein - Oryza sativa (Rice)	UniRef90_Q7XN73		0	CHR04V5|COORD:31773402..31763264|protein expressed protein	LOC_Os04g53670.1	no description	not assigned.unknown	35_2

CUST_49859_PI403524517	2	-1.3390727	-0.40337658	0.96542597	0.8656707	0.40337658	-0.4962883	35_14234	Rep: Phenylalanine ammonia-lyase - Oryza sativa (Rice)	UniRef90_P53443	"CHR3V7|COORD:19755234..19757597| PAL2 (phenylalanine ammonia-lyase 2); phenylalanine ammonia-lyase"	AT3G53260.1	CHR05V5|COORD:20872737..20870224|protein phenylalanine ammonia-lyase, putative, expressed	LOC_Os05g35290.1	"no descriptionmoderately similar to ( 254)AT3G53260| Symbols: PAL2 | PAL2 (phenylalanine ammonia-lyase 2); phenylalanine ammonia-lyase | chr3:19755234-19757597 REVERSEmoderately similar to ( 344)PAL2_ORYSAnot assigned PAL"	secondary metabolism.phenylpropanoids.lignin biosynthesis.PAL	16_2_1_1

CUST_142701_PI403524517	2	0.17906713	0.17853451	0.10662937	-0.10662937	-0.12391615	-0.32202578	35_39993	"Cluster: OSJNBa0040D17.15 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0040D17.15 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XX94	CHR1V7|COORD:2567649..2573139| vacuolar assembly protein, putative (VPS41)	AT1G08190.1	CHR04V5|COORD:6491586..6499026|protein vacuolar assembly protein VPS41, putative, expressed	LOC_Os04g11880.1	 no descriptionmoderately similar to ( 327)AT1G08190| Symbols:  | vacuolar assembly protein, putative (VPS41) | chr1:2567649-2573139 FORWARDnot assigned 	not assigned.no ontology	35_1

CUST_75995_PI403524517	2	-0.0012960434	0.17141151	0.10600662	-0.1604557	-0.07421303	0.0012950897	35_21785	Rep: Phyb1 - Pimpinella brachycarpa	UniRef90_O81652	"CHR4V7|COORD:8579543..8581175| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G56660.1); similar to Phyb1 [Pimpinella brachycarpa]"	AT4G15030.1	CHR11V5|COORD:24756530..24761219|protein protein FRA10AC1, putative, expressed	LOC_Os11g42000.1	"no descriptionweakly similar to ( 122)AT4G15030| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G56660.1); similar to Phyb1 [Pimpinella brachycarpa] (GB:AAC31614.1); contains domain ACID PHOSPHATASE-RELATED (PTHR11567); contains domain UNCHARACTERIZED (PTHR11567:SF1) | chr4:8579543-8581175 FORWARDnot assigned"	not assigned.unknown	35_2

CUST_5056_PI403524517	2	-0.24322462	0.1404252	0.22701216	0.9098973	-0.1404252	-0.48061323	35_1391	"Cluster: OSJNBa0070C17.11 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0070C17.11 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XLD7	"CHR3V7|COORD:7795290..7796294| CWLP (CELL WALL-PLASMA MEMBRANE LINKER PROTEIN); lipid binding"	AT3G22120.1	CHR04V5|COORD:30842612..30843629|protein 36.4 kDa proline-rich protein, putative, expressed	LOC_Os04g52260.1	no descriptionvery weakly similar to (97.8)AT3G22142| Symbols:  | Encodes a Protease inhibitor/seed storage/LTP family protein | chr3:7803611-7808053 REVERSEvery weakly similar to (81.6)CCDP_MAIZECortical cell-delineating protein precursor - Zea mays (Maize)HPS_like Tryp_alpha_amyl	misc.protease inhibitor/seed storage/lipid transfer protein (LTP) family protein	26_21

CUST_6814_PI404877155	2	0.21806717	0.033388138	-0.033388138	-0.11467838	-0.059550285	0.17479134	Contig20093_at	6-4 photolyase (UVR3) [Arabidopsis thaliana]	NP_566520.1	6-4 photolyase (UVR3)	At3g15620.1	protein FAD binding domain of DNA photolyase, putative	Os02g10990	6-4 photolyase	stress.abiotic	20_2

CUST_9086_PI404877155	2	0.27039528	-0.62343216	-0.17894173	0.3278389	0.17894173	-0.68211555	Contig2859_x_at	OJ991214_12.3 [Oryza sativa (japonica cultivar-group)] ref|XP_472416.1| OJ991214_12.3 [Oryza sativa (japonica cultivar-group)]	CAE01514.1	expressed protein	At1g08380.1	protein expressed protein	Os04g33830	gi|32479727|emb|CAE01514.1| OJ991214_12.3	PS.lightreaction.photosystem I.PSI polypeptide subunits	1_01_02_02

CUST_149552_PI403524517	2	0.12010002	0.042390823	-0.042391777	-0.05363369	-0.5205822	0.060757637	35_41838	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_76895_PI403524517	2	0.10243034	0.26369095	-0.055950165	-0.13832378	-0.0065250397	0.0065250397	35_22043	"Cluster: Transducin family protein, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Transducin family protein, putative, expressed - Oryza"	UniRef90_Q10CZ9	CHR5V7|COORD:20465858..20468081| nucleotide binding	AT5G50230.1	CHR03V5|COORD:30639848..30643509|protein nucleotide binding protein, putative, expressed	LOC_Os03g53510.2	no descriptionmoderately similar to ( 379)AT5G50230| Symbols:  | nucleotide binding | chr5:20465858-20468081 REVERSEvery weakly similar to (87.4)GBLP_BRANAGuanine nucleotide-binding protein subunit beta-like protein - Brassica napus (Rape)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned WD40 COG2319 ATG16	not assigned.no ontology	35_1

CUST_3678_PI404877155	2	0.23325634	-2.2813659	-0.5396271	0.09943962	0.064266205	-0.064266205	Contig14228_at	protein kinase family protein [Arabidopsis thaliana] pir||T48213 hypothetical protein T20L15.190 - Arabidopsis thaliana emb|CAB82762.1| puta	NP_195812.1	protein kinase family protein	At5g01920.1	protein Protein kinase domain, putative	Os05g40180	protein kinase family	PS.lightreaction.state transition	1_01_30

CUST_37952_PI403524517	2	0.3197899	1.3628082	-0.58935547	-0.30684853	-0.8921814	0.30684948	35_10922	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_107744_PI403524517	2	-0.5839653	0.09684229	-0.096842766	0.71235037	-1.8953466	0.24529266	35_30659	"Cluster: WRKY transcription factor 48; n=1; Oryza sativa (indica cultivar-group)|Rep: WRKY transcription factor 48 - Oryza sativa (indica cultivar-group)"	UniRef90_Q6IEN3		0	CHR05V5|COORD:23447293..23446217|protein OsWRKY48 - Superfamily of rice TFs having WRKY and zinc finger domains, expressed	LOC_Os05g40060.1	no description	not assigned.unknown	35_2

CUST_46677_PI403524517	2	0.105807304	0.2018776	-0.07405472	-0.28576088	-0.36776352	0.07405472	35_13367	"Cluster: Putative Not4-Np; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Not4-Np - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5QNF9	0	0	CHR01V5|COORD:5951189..5942435|protein expressed protein	LOC_Os01g11130.1	no description	not assigned.unknown	35_2

CUST_113520_PI403524517	2	0.08417511	-0.15193748	-0.07557678	0.0029716492	0.16401482	-0.0029716492	35_32223	"Cluster: Mastigoneme-like protein; n=1; Chlamydomonas reinhardtii|Rep: Mastigoneme-like protein - Chlamydomonas reinhardtii"	UniRef90_Q8LRM7	CHR1V7|COORD:18414845..18416447| leucine-rich repeat family protein	AT1G49750.1	CHR01V5|COORD:36934984..36933384|protein MYB2, putative, expressed	LOC_Os01g63160.1	no description	not assigned.unknown	35_2

CUST_2209_PI399408534	2	0.14097881	0.017786026	0.07765484	-0.28283405	-0.01778698	-0.13588715	35_5212	"Cluster: Os04g0132300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os04g0132300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JF78	CHR1|COORD:24816514..24820283| AAR2 protein family, contains Pfam profile PF05282: AAR2 protein	AT1G66510.2	CHR04V5|COORD:2006356..2013580|protein cePP protein, putative, expressed	LOC_Os04g04320.2	no descriptionmoderately similar to ( 258)AT1G66510| Symbols:  | AAR2 protein family | chr1:24816544-24819467 FORWARDnot assigned AAR2	cell.division	31_2

CUST_140285_PI403524517	2	-0.100681305	0.25720215	0.049978256	-0.001543045	0.0015439987	-0.013375282	35_39340	"Cluster: Putative legumin; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative legumin - Oryza sativa (japonica cultivar-group)"	UniRef90_Q65XA1	CHR2V7|COORD:12310195..12311824| cupin family protein	AT2G28680.1	CHR05V5|COORD:854142..851003|protein legumin-like protein, putative, expressed	LOC_Os05g02520.2	no descriptionmoderately similar to ( 259)AT2G28680| Symbols:  | cupin family protein | chr2:12310195-12311824 REVERSEvery weakly similar to (61.6)LEGB4_VICFALegumin type B precursor [Contains: Legumin type B alpha chain - Vicia faba (Broad bean)not assigned not assigned not assigned not assigned not assigned Cupin_1 PRK12323 PRK07003 Tymo_45kd_70kd	development.storage proteins	33_1

CUST_50048_PI403524517	2	0.22210217	-0.15176773	0.19280052	-0.041311264	-0.0030794144	0.003080368	35_14285	"Cluster: Putative elongation factor 1 beta; n=1; Hordeum vulgare|Rep: Putative elongation factor 1 beta - Hordeum vulgare (Barley)"	UniRef90_Q9M3U8	CHR1V7|COORD:10639270..10640499| elongation factor 1-beta / EF-1-beta	AT1G30230.1	CHR07V5|COORD:25314982..25311858|protein elongation factor 1-delta 1, putative, expressed	LOC_Os07g42300.2	no descriptionmoderately similar to ( 227)AT1G30230| Symbols:  | elongation factor 1-beta / EF-1-beta | chr1:10639270-10640585 FORWARDmoderately similar to ( 264)EF1D1_ORYSAnot assigned EF1_GNE EF1B EFB1	protein.synthesis.elongation	29_2_4

CUST_50738_PI403524517	2	0.18318176	-0.008447647	0.008447647	-0.1375885	0.0247612	-0.030384064	35_14477	"Cluster: Eukaryotic translation initiation factor 5A1; n=17; Triticeae|Rep: Eukaryotic translation initiation factor 5A1 - Triticum aestivum (Wheat)"	UniRef90_Q3S4I1	CHR1V7|COORD:9205955..9207085| eukaryotic translation initiation factor 5A, putative / eIF-5A, putative	AT1G26630.1	CHR07V5|COORD:24319279..24315885|protein eukaryotic translation initiation factor 5A, putative, expressed	LOC_Os07g40580.1	 no descriptionmoderately similar to ( 270)AT1G26630| Symbols:  | eukaryotic translation initiation factor 5A, putative / eIF-5A, putative | chr1:9205955-9207000 FORWARDmoderately similar to ( 281)IF5A1_SOLTUEukaryotic translation initiation factor 5A-1/2 - Solanum tuberosum (Potato)not assigned Efp eIF-5a PRK03999 	protein.synthesis.initiation	29_2_3

CUST_72738_PI403524517	2	0.16840267	0.17652321	0.1806488	-0.16840315	-0.27324677	-0.92261505	35_20851	"Cluster: Chalcone isomerase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Chalcone isomerase-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6EQW2	CHR1V7|COORD:19980153..19981583| chalcone-flavanone isomerase-related	AT1G53520.1	CHR02V5|COORD:12765278..12772118|protein chalcone isomerase 3, putative, expressed	LOC_Os02g21520.1	no descriptionweakly similar to ( 183)AT1G53520| Symbols:  | chalcone-flavanone isomerase-related | chr1:19980153-19981583 REVERSE	secondary metabolism.flavonoids.chalcones	16_8_2

CUST_28655_PI403524517	2	0.24748898	0.30627728	-0.17955065	-0.5907912	-0.37291384	0.17955017	35_8278	"Cluster: Hypothetical protein P0489A05.11; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0489A05.11 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5QN38	CHR1V7|COORD:18136382..18137446| myb family transcription factor	AT1G49010.1	CHR01V5|COORD:5582069..5575556|protein expressed protein	LOC_Os01g10520.1	no descriptionnot assigned not assigned PRK12323	not assigned.unknown	35_2

CUST_7174_PI404877155	2	0.15511799	-0.71597004	-0.35310364	0.5371475	0.24198055	-0.15511894	Contig20938_at	cytosolic aldehyde dehydrogenase RF2C [Zea mays]	AAL99608.1	aldehyde dehydrogenase (ALDH1a)	At3g24503.1	protein cytosolic aldehyde dehydrogenase RF2D	Os06g39230	"ALDH1A;REF1;REDUCED EPIDERMAL FLUORESCENCE1;aldehyde dehydrogenase (ALDH1a), identical to aldehyde dehydrogenase ALDH1a (Arabidopsis thaliana) gi:20530143:gb:AAM27004"	fermentation.aldehyde dehydrogenase	5_10

CUST_130786_PI403524517	2	0.09839058	0.28600788	-0.008111	0.008111	-0.05706978	-0.038517952	35_36726	"Cluster: Protein kinase AFC1, putative, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Protein kinase AFC1, putative, expressed - Oryza sativa (jap"	UniRef90_Q2QRH9	"CHR3V7|COORD:19872427..19875103| AFC1 (ARABIDOPSIS FUS3-COMPLEMENTING GENE 1); kinase"	AT3G53570.2	CHR12V5|COORD:16196784..16193413|protein serine/threonine-protein kinase AFC2, putative, expressed	LOC_Os12g27520.4	" no descriptionweakly similar to ( 127)AT4G24740| Symbols: AME1, AFC2 | AFC2 (ARABIDOPSIS FUS3-COMPLEMENTING GENE 1); kinase | chr4:12754739-12757663 REVERSEnot assigned not assigned not assigned not assigned not assigned Pkinase S_TKc S_TKc "	protein.postranslational modification	29_4

CUST_95184_PI403524517	2	0.10229969	-0.16492939	-0.07181263	-0.025722504	0.025722504	0.1531086	35_27201	"Cluster: F-box domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: F-box domain containing protein, expressed - Oryza sativa"	UniRef90_Q2QQE3	0	0	CHR12V5|COORD:18824193..18822500|protein F-box domain containing protein, expressed	LOC_Os12g31340.1	no description	not assigned.unknown	35_2

CUST_11354_PI404877155	2	0.031625748	-0.17456818	-0.07156181	-0.031625748	0.09714317	0.043019295	Contig5029_at	glycine cleavage system H protein, mitochondrial, putative [Arabidopsis thaliana]	NP_181057.1	glycine cleavage system H protein, mitochondrial, putative	At2g35120.1	protein glycine cleavage system H protein, putative	Os02g07410	glycine decarboxylase complex H-protein	PS.photorespiration.glycine cleavage	1_02_04

CUST_82324_PI403524517	2	-0.2043786	-0.890913	0.7142782	1.0254169	0.20437813	-0.43737125	35_23612	"Cluster: Putative ankyrin repeat containing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ankyrin repeat containing protein - Oryza sativa"	UniRef90_Q8H8W7	CHR1V7|COORD:2386272..2387983| ankyrin repeat family protein	AT1G07710.1	CHR03V5|COORD:9589168..9592337|protein protein binding protein, putative, expressed	LOC_Os03g17250.1	no descriptionweakly similar to ( 165)AT1G07710| Symbols:  | ankyrin repeat family protein | chr1:2386272-2387983 REVERSE	cell.organisation	31_1

CUST_14607_PI403524517	2	0.007164955	0.14142227	-0.04266739	-0.007164955	-0.022694588	0.05314541	35_4203	"Cluster: Beta-glucanase-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Beta-glucanase-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5N9F8	CHR5|COORD:26961254..26963591| glycosyl hydrolase family protein 43, contains similarity to xylanase GI:2645416 from (Caldicellulosiruptor saccharolyticus)	AT5G67540.1	CHR01V5|COORD:38480994..38483960|protein glycosyl hydrolase, family 43 protein, expressed	LOC_Os01g65720.1	no descriptionhighly similar to ( 584)AT5G67540| Symbols:  | glycosyl hydrolase family protein 43 | chr5:26961479-26963284 REVERSEGlyco_hydro_43	not assigned.no ontology	35_1

CUST_5698_PI404877155	2	-0.033633232	1.2349854	0.033633232	-0.12312126	-0.79532623	0.14797878	Contig1765_at	dormancy-associated protein - garden pea gb|AAB84193.1| dormancy-associated protein [Pisum sativum]	T06255	dormancy-associated protein, putative (DRM1)	At1g28330.2	protein probable dormancy-associated protein [imported] - Arabidopsis thaliana	Os11g44810	NONE	hormone metabolism.auxin.induced-regulated-responsive-activated	17_2_3

CUST_71770_PI403524517	2	0.045002937	-0.46398354	0.090034485	0.01717949	-0.01717949	-0.057142258	35_20574	"Cluster: Os09g0461900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os09g0461900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J154	"CHR2V7|COORD:1077077..1078015| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G48690.1); similar to unknown protein [Arabidopsis thaliana]"	AT2G03550.1	CHR09V5|COORD:17461069..17459635|protein gibberellin receptor GID1L2, putative, expressed	LOC_Os09g28730.1	"no descriptionvery weakly similar to (62.8)AT2G03550| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G48690.1); similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G48700.1); similar to Esterase/lipase/thioesterase [Medicago truncatula] (GB:ABE83378.1); contains InterPro domain Esterase/lipase/thioesterase; (InterPro:IPR000379); contains InterPro domain Alpha/beta hydrolase fold-3; (InterPro:IPR013094) | chr2:1077077-1078015 FORWARDnot assigned Abhydrolase_3"	not assigned.no ontology	35_1

CUST_71063_PI403524517	2	0.18279266	-0.2602415	-0.03493309	-0.017105103	0.017105103	0.16590214	35_20357	"Cluster: Os11g0267300 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os11g0267300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0ITD2	CHR2V7|COORD:13408395..13411211| endonuclease-related	AT2G31450.1	CHR11V5|COORD:9165591..9170904|protein endonuclease III-like protein 1, putative, expressed	LOC_Os11g16580.1	no descriptionweakly similar to ( 146)AT2G31450| Symbols:  | DNA binding / endonuclease/ iron ion binding | chr2:13408395-13411211 REVERSEnot assigned Nth ENDO3c ENDO3c	DNA.synthesis/chromatin structure	28_1

CUST_123616_PI403524517	2	0.17998886	-0.16670132	-0.028904915	0.036418915	-0.17974472	0.028903961	35_34859	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_134489_PI403524517	2	-0.013415337	0.019922256	0.18140602	0.013415337	-0.32891846	-0.1084528	35_37735	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_45491_PI403524517	2	-0.043484688	0.49380827	0.043484688	-0.1027627	-0.30715513	0.09238577	35_13037	"Cluster: Os01g0698300 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0698300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JK40	CHR1V7|COORD:6385798..6387998| hAT dimerisation domain-containing protein / BED zinc finger domain-containing protein / transposase-related	AT1G18560.1	CHR01V5|COORD:29219737..29224121|protein transposon protein, putative, unclassified, expressed	LOC_Os01g50340.1	no descriptionvery weakly similar to (53.9)AT1G18560| Symbols:  | hAT dimerisation domain-containing protein / BED zinc finger domain-containing protein / transposase-related | chr1:6385798-6387998 FORWARDweakly similar to ( 148)TRAC9_MAIZEPutative AC9 transposase - Zea mays (Maize)not assigned ZnF_BED zf-BED	DNA.synthesis/chromatin structure.retrotransposon/transposase.hat-like transposase	28_1_1_4

CUST_19899_PI403524517	2	-1.9491901	-1.4762955	0.563076	-0.07095432	0.3785019	0.07095528	35_5771	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_51662_PI403524517	2	0.099354744	-0.9273186	-0.058859825	0.013453484	0.10529137	-0.013453484	35_14722	"Cluster: 60S ribosomal protein L18a; n=4; Oryza sativa|Rep: 60S ribosomal protein L18a - Oryza sativa (Rice)"	UniRef90_Q943F3	CHR2V7|COORD:14539995..14541240| 60S ribosomal protein L18A (RPL18aB)	AT2G34480.1	CHR05V5|COORD:28035018..28037223|protein 60S ribosomal protein L18a, putative, expressed	LOC_Os05g49030.1	no descriptionmoderately similar to ( 328)AT2G34480| Symbols:  | 60S ribosomal protein L18A (RPL18aB) | chr2:14539995-14541240 REVERSEmoderately similar to ( 337)RL18A_ORYSAnot assigned not assigned not assigned Ribosomal_L18ae RPL20A	protein.synthesis.misc ribososomal protein	29_2_2

CUST_81338_PI403524517	2	0.28354216	0.34755182	-0.082726	-0.04613781	0.04613781	-0.47562408	35_23329	"Cluster: Putative prolyl 4-hydroxylase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative prolyl 4-hydroxylase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K7Q8	"CHR1V7|COORD:5675918..5678679| SR45 (arginine/serine-rich 45); RNA binding"	AT1G16610.2	CHR02V5|COORD:35539685..35542483|protein prolyl 4-hydroxylase alpha-2 subunit precursor, putative, expressed	LOC_Os02g58070.1	no description	not assigned.unknown	35_2

CUST_16830_PI399408534	2	-0.19724417	-0.80103636	0.769783	0.19724464	0.32177782	-0.29263306	35_30277	"Cluster: Lipoxygenase 2.3, chloroplast precursor; n=1; Hordeum vulgare|Rep: Lipoxygenase 2.3, chloroplast precursor - Hordeum vulgare (Barley)"	UniRef90_Q8GSM2	CHR3V7|COORD:16536422..16540218| LOX2 (LIPOXYGENASE 2)	AT3G45140.1	CHR02V5|COORD:5282623..5276617|protein lipoxygenase 2.3, chloroplast precursor, putative, expressed	LOC_Os02g10120.1	 no descriptionvery weakly similar to (71.2)AT3G45140| Symbols: ATLOX2, LOX2 | LOX2 (LIPOXYGENASE 2) | chr3:16536422-16540218 FORWARDweakly similar to ( 115)LOX23_HORVULipoxygenase 2.3, chloroplast precursor - Hordeum vulgare (Barley)Lipoxygenase 	hormone metabolism.jasmonate.synthesis-degradation.lipoxygenase	17_7_1_2

CUST_149213_PI403524517	2	0.068461895	-0.06362963	0.0025730133	-0.30625343	0.014158726	-0.0025734901	35_41740	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_64257_PI403524517	2	0.13481808	-0.2821703	-0.012793541	0.012793541	0.08713055	-0.033646584	35_18346	"Cluster: Nuclear pore protein 84/107 containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Nuclear pore protein 84/107 containing prot"	UniRef90_Q2R0I9	"CHR3V7|COORD:4678000..4685462| similar to Nuclear pore complex, rNup107 component (sc Nup84) (ISS) [Ostreococcus tauri] (GB:CAL50524.1); similar to Os11g0643700"	AT3G14120.2	CHR11V5|COORD:25026877..25036111|protein nuclear pore protein 84 / 107 containing protein, expressed	LOC_Os11g42420.2	" no descriptionmoderately similar to ( 212)AT3G14120| Symbols:  | similar to Nuclear pore complex, rNup107 component (sc Nup84) (ISS) [Ostreococcus tauri] (GB:CAL50524.1); similar to Os11g0643700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001068360.1); contains InterPro domain Nuclear pore protein 84/107; (InterPro:IPR007252) | chr3:4678000-4685462 FORWARDNup84_Nup100 "	not assigned.no ontology	35_1

CUST_13720_PI404877155	2	0.11653328	0.7930546	-0.06717968	-0.009978294	0.009979248	-0.032029152	Contig7464_at	OSJNBa0042L16.13 [Oryza sativa (japonica cultivar-group)] emb|CAE01618.2| OSJNBa0042L16.4 [Oryza sativa (japonica cultivar-group)]	NP_910122.1	expressed protein	At1g76010.1	protein hypothetical protein	Os11g06760	chloroplast nucleoid DNA-binding protein -like protein	RNA.regulation of transcription.putative DNA-binding protein	27_3_67

CUST_20853_PI403524517	2	0.120140076	-1.8690987	-0.20650291	6.160736E-4	-6.1416626E-4	0.073638916	35_6056	"Cluster: Os03g0669100 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os03g0669100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DPR2	CHR3V7|COORD:17299352..17299852| deoxyuridine 5'-triphosphate nucleotidohydrolase family	AT3G46940.1	CHR03V5|COORD:26346673..26345468|protein deoxyuridine 5-triphosphate nucleotidohydrolase, putative, expressed	LOC_Os03g46640.1	no descriptionmoderately similar to ( 230)AT3G46940| Symbols:  | deoxyuridine 5'-triphosphate nucleotidohydrolase family | chr3:17299352-17299852 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Dut dut dUTPase PRK12678 Dcd TT_ORF1	nucleotide metabolism.deoxynucleotide metabolism	23_5

CUST_28561_PI399408534	2	0.38077545	0.30855465	0.16012049	-0.37203455	-0.39828348	-0.16012049	35_12416	"Cluster: Hypothetical protein P0583B06.20; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0583B06.20 - Oryza sativa (japonica"	UniRef90_Q6ZBS6	CHR3V7|COORD:9075244..9084285| DNA binding	AT3G24870.1	CHR08V5|COORD:4525712..4517322|protein DNA binding protein, putative, expressed	LOC_Os08g08000.1	no descriptionweakly similar to ( 112)AT3G24870| Symbols:  | DNA binding | chr3:9075244-9084285 REVERSEnot assigned	not assigned.unknown	35_2

CUST_3544_PI404877155	2	-0.026603699	0.38681602	0.106630325	-0.008674622	-0.23536491	0.008675575	Contig14052_at	probable calmodulin binding transport protein - barley emb|CAA05637.1| putative calmodulin binding transporter protein [Hordeum vulgare subs	T04424	cyclic nucleotide-regulated ion channel / cyclic nucleotide-gated channel (CNGC1)	At5g53130.1	protein probable calmodulin binding transport protein - barley	Os06g33570	cyclic nucleotide-regulated ion channel / cyclic nucleotide-gated channel (CNGC1), almost identical to cyclic nucleotide-regulated ion channel 1 pir:T51354, GI:11357236 from (Arabidopsis thaliana)	transport.cyclic nucleotide or calcium regulated channels	34_22

CUST_499_PI399407379	2	-1.0213599	-0.614861	0.8191519	0.18437576	0.73851585	-0.18437624	HvAAO4									

CUST_73835_PI403524517	2	0.19437313	-0.33003998	-0.101493835	-0.05568409	0.05568409	0.15734959	35_21175	"Cluster: Os03g0852600 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os03g0852600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DLP9	"CHR3V7|COORD:21053760..21054819| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G65420.1); similar to Protein of unknown function DUF565 [Medicago"	AT3G56830.2	CHR03V5|COORD:35838489..35840732|protein expressed protein	LOC_Os03g63554.1	"no descriptionweakly similar to ( 136)AT3G56830| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G65420.1); similar to Protein of unknown function DUF565 [Medicago truncatula] (GB:ABE93092.1); similar to Os03g0852600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001051925.1); contains InterPro domain Protein of unknown function DUF565; (InterPro:IPR007572) | chr3:21053760-21054819 REVERSEvery weakly similar to (84.3)YCF20_MESVIUncharacterized protein ycf20 - Mesostigma virideDUF565"	not assigned.unknown	35_2

CUST_2787_PI404877155	2	-0.10042	-0.20950603	0.015420914	-0.015420914	0.025325775	0.12933159	Contig1321_at	unnamed protein product [Oryza sativa (japonica cultivar-group)] ref|XP_479602.1| calmodulin [Oryza sativa (japonica cultivar-group)] emb|CA	NP_912914.1	calmodulin-7 (CAM7)	At3g43810.1	protein calmodulin.	Os07g48780	Calmodulin pir||MCWT calmodulin	signalling.calcium	30_3

CUST_7935_PI404877155	2	0.10554314	-0.0460701	-0.11806679	-0.06837273	0.0460701	0.095458984	Contig23373_at	mitochondrial transcription termination factor family protein / mTERF family protein [Arabidopsis thaliana]	NP_568185.1	mitochondrial transcription termination factor family protein / mTERF family protein	At5g07900.1	protein mTERF, putative	Os06g12100	"mitochondrial transcription termination factor family protein / mTERF family protein, low similarity to SP:Q99551 Transcription termination factor, mitochondrial precursor (mTERF) {Homo sapiens}; contains Pfam profile PF02536: mTERF"	RNA.regulation of transcription.unclassified	27_3_99

CUST_11199_PI404877155	2	-0.04136181	-0.004258156	0.10581398	-0.018914223	0.10068798	0.004258156	Contig4865_at	putative GTP-binding protein [Oryza sativa] dbj|BAD24987.1| putative GTP-binding protein YPTM2 [Oryza sativa (japonica cultivar-group)]	CAC39050.1	Ras-related protein (ARA-5) / small GTP-binding protein, putative	At1g02130.1	protein GTP-binding protein, putative	Os01g08450	RAB1C	signalling.G-proteins	30_5

CUST_95270_PI403524517	2	-9.6321106E-4	0.2776208	9.6321106E-4	0.3750124	-0.025735855	-0.082594395	35_27228	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_30923_PI403524517	2	0.084005356	-0.7883153	-0.13636208	-5.3215027E-4	0.1069088	5.326271E-4	35_8923	"Cluster: Putative kurz protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative kurz protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z742	CHR1V7|COORD:12099718..12104088| helicase domain-containing protein	AT1G33390.1	CHR02V5|COORD:30750806..30756899|protein ATP binding protein, putative, expressed	LOC_Os02g50370.1	no descriptionmoderately similar to ( 297)AT1G33390| Symbols:  | helicase domain-containing protein | chr1:12099718-12104088 REVERSEnot assigned not assigned not assigned not assigned not assigned DUF1605	DNA.synthesis/chromatin structure	28_1

CUST_107018_PI403524517	2	1.3600073	-0.04115057	0.04115057	0.06496811	-0.32846642	-0.10267544	35_30456	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_177883_PI403524517	2	-0.103717804	-0.6611357	0.21085358	0.14627457	0.020079613	-0.020078659	35_49477	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_16283_PI404877155	2	-0.2744999	0.40261745	0.19004059	0.020535469	-0.07923794	-0.020535469	EBro03_SQ007_M15_s_at	0	BAD07845.1	wall-associated kinase, putative	At1g21240.1	protein Protein kinase domain, putative	Os02g02120	NONE	signalling.receptor kinases.wall associated kinase	30_2_25

CUST_8805_PI403524517	2	0.13871002	-0.62708473	-0.0289917	-0.021482468	0.026453018	0.021482468	35_2470	Rep: H0525D09.10 protein - Oryza sativa (Rice)	UniRef90_Q01JV5	CHR3V7|COORD:812534..813651| Ku70-binding family protein	AT3G03420.1	CHR04V5|COORD:23914205..23910412|protein ku70-binding protein, putative, expressed	LOC_Os04g40650.2	no descriptionvery weakly similar to (95.9)AT3G03420| Symbols:  | Ku70-binding family protein | chr3:812534-813651 FORWARDnot assigned	not assigned.no ontology	35_1

CUST_67107_PI403524517	2	0.04690361	-0.020747185	0.020747185	-0.15474033	-0.072971344	0.04999733	35_19166	"Cluster: Trehalose-6-phosphate synthase, putative; n=1; Musa balbisiana|Rep: Trehalose-6-phosphate synthase, putative - Musa balbisiana (Banana)"	UniRef90_Q1EP73	"CHR1V7|COORD:29557388..29562375| ATTPS1 (TREHALOSE-6-PHOSPHATE SYNTHASE); transferase, transferring glycosyl groups"	AT1G78580.1	CHR05V5|COORD:25630514..25638883|protein alpha,alpha-trehalose-phosphate synthase, putative, expressed	LOC_Os05g44210.1	" no descriptionweakly similar to ( 120)AT1G78580| Symbols: TPS1, ATTPS1 | ATTPS1 (TREHALOSE-6-PHOSPHATE SYNTHASE); transferase, transferring glycosyl groups | chr1:29557388-29562375 REVERSEnot assigned Glyco_transf_20 OtsA PRK10117 "	minor CHO metabolism.trehalose.TPS	3_2_1

CUST_94608_PI403524517	2	-0.008595467	0.47194004	-0.14373207	0.00859642	-0.09329319	0.041980743	35_27045	"Cluster: ZIM motif family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: ZIM motif family protein, expressed - Oryza sativa (japonica cult"	UniRef90_Q7XEZ6	"CHR3V7|COORD:15378658..15380762| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G20900.1); similar to ZIM motif family protein, expressed [Oryza"	AT3G43440.1	CHR10V5|COORD:12700622..12699604|protein ZIM motif family protein, expressed	LOC_Os10g25230.1	no descriptiontify CCT_2	not assigned.unknown	35_2

CUST_16703_PI399408534	2	0.031908035	0.06463051	-0.060626984	-0.031908035	-0.0721941	0.046694756	35_32466	"Cluster: Putative receptor-like protein kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative receptor-like protein kinase - Oryza sativa (japonica"	UniRef90_Q60EJ2	CHR1V7|COORD:22641532..22644639| S-locus lectin protein kinase family protein	AT1G61360.1	CHR05V5|COORD:24593567..24599421|protein serine/threonine-protein kinase receptor precursor, putative, expressed	LOC_Os05g42210.1	no descriptionvery weakly similar to (67.0)AT1G11280| Symbols:  | carbohydrate binding / kinase | chr1:3787456-3790728 REVERSEvery weakly similar to (56.2)SLSG4_BRAOLS-locus-specific glycoprotein S14 precursor - Brassica oleracea (Wild cabbage)B_lectin B_lectin	signalling.receptor kinases.S-locus glycoprotein like	30_2_24

CUST_12444_PI403524517	2	0.06835747	-0.43415928	-0.0036306381	0.050053596	-0.09075928	0.0036306381	35_3546	"Cluster: Putative inosine-uridine nucleoside N-ribohydrolase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative inosine-uridine nucleoside N-ribohydrola"	UniRef90_Q652Q8	CHR2V7|COORD:15231771..15233712| inosine-uridine preferring nucleoside hydrolase family protein	AT2G36310.1	CHR09V5|COORD:22679895..22677079|protein pyrimidine-specific ribonucleoside hydrolase rihB, putative, expressed	LOC_Os09g39440.2	no descriptionmoderately similar to ( 362)AT2G36310| Symbols:  | inosine-uridine preferring nucleoside hydrolase family protein | chr2:15231771-15233712 REVERSEnot assigned nuc_hydro_CaPnhB URH1 nuc_hydro_IU_UC_XIUA IU_nuc_hydro nuc_hydro nuc_hydro_3 nuc_hydro_CeIAG rihA PRK10768 rihB nuc_hydro_TvIAG nuc_hydro_CjNH nuc_hydro_1 nuc_hydro_2	nucleotide metabolism.degradation	23_2

CUST_167296_PI403524517	2	0.20993471	0.05918646	0.098962784	-0.28756762	-0.05918646	-0.19335222	35_46598	0	0		0	CHR05V5|COORD:22158446..22155807|protein expressed protein	LOC_Os05g37930.2	no description	not assigned.unknown	35_2

CUST_153798_PI403524517	2	0.33474922	-0.12580585	0.04562378	-0.045622826	-0.29004765	0.22271919	35_42982	Rep: Putative DNA ligase - Oryza sativa (Rice)	UniRef90_Q8W5J3	"CHR1V7|COORD:2542910..2547812| ATLIG1 (ARABIDOPSIS THALIANA DNA LIGASE 1); ATP binding / DNA ligase (ATP)"	AT1G08130.1	CHR10V5|COORD:18229721..18223346|protein DNA ligase, putative, expressed	LOC_Os10g34750.2	"no descriptionweakly similar to ( 118)AT1G08130| Symbols: ATLIG1 | ATLIG1 (ARABIDOPSIS THALIANA DNA LIGASE 1); ATP binding / DNA ligase (ATP) | chr1:2542910-2547812 REVERSEnot assigned not assigned DNA_ligase_A_N"	DNA.synthesis/chromatin structure	28_1

CUST_7630_PI399408534	2	0.0627203	-0.078811646	-0.062719345	-0.14082813	0.120923996	0.103425026	35_23453	"Cluster: Putative receptor Mediated Endocytosis RME-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative receptor Mediated Endocytosis RME-1 - Oryza sat"	UniRef90_Q6ET46	"CHR3|COORD:7074823..7078789| similar to calcium-binding EF hand family protein [Arabidopsis thaliana] (TAIR:At4g05520.2); similar to calcium-binding EF hand"	AT3G20290.2	CHR02V5|COORD:3170814..3166572|protein EH-domain-containing protein 1, putative, expressed	LOC_Os02g06340.1	no descriptionmoderately similar to ( 314)AT3G20290| Symbols:  | calcium ion binding | chr3:7075063-7078661 REVERSEnot assigned	signalling.calcium	30_3

CUST_94768_PI403524517	2	-1.6784668E-4	1.6880035E-4	-0.07799721	0.06883907	0.057861328	-0.028125763	35_27087	"Cluster: Os01g0822200 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0822200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JI62	0	0	CHR01V5|COORD:35427474..35423026|protein serine/threonine-protein kinase NAK, putative, expressed	LOC_Os01g60700.2	no description	not assigned.unknown	35_2

CUST_115056_PI403524517	2	-0.005636692	0.016103268	0.014019966	0.005636692	-0.53412294	-0.21106291	35_32644	"Cluster: Os04g0252400 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os04g0252400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JEK4	"CHR1V7|COORD:348046..352197| SEC1A; protein transporter"	AT1G02010.1	CHR04V5|COORD:9931592..9914805|protein SNARE-interacting protein KEULE, putative, expressed	LOC_Os04g18030.4	no description	not assigned.unknown	35_2

CUST_6306_PI404877155	2	-0.08625412	0.009113312	-0.009114265	-0.048567772	0.086182594	0.10623741	Contig18885_at	hexokinase II [Oryza sativa] dbj|BAC84178.1| hexokinase II [Oryza sativa (japonica cultivar-group)]	AAK51560.1	hexokinase, putative	At1g47840.1	protein Hexokinase, putative	Os07g09890	hexokinase, putative, similar to hexokinase 1 (Arabidopsis thaliana) Swiss-Prot:Q42525	major CHO metabolism.degradation.sucrose.hexokinase	2_2_1_04

CUST_12677_PI404877155	2	-0.12579536	-0.31643677	0.03437233	0.019518852	-0.019519806	0.022375107	Contig6407_s_at	putative indole-3-glycerol phosphate synthase [Oryza sativa (japonica cultivar-group)] dbj|BAD10429.1| putative indole-3-glycerol phosphate	BAD01725.1	indole-3-glycerol phosphate synthase (IGPS)	At2g04400.1	protein indole-3-glycerol phosphate synthase, putative	Os08g23150	putative indole-3-glycerol phosphate synthase	amino acid metabolism.synthesis.aromatic aa.tryptophan	13_1_6_5

CUST_102920_PI403524517	2	0.40945482	0.28556156	-0.10542393	-0.37150908	-0.31691504	0.10542393	35_29348	Rep: H0418A01.8 protein - Oryza sativa (Rice)	UniRef90_Q01J60	"CHR5V7|COORD:22798042..22800363| WRKY2 (WRKY DNA-binding protein 2); transcription factor"	AT5G56270.1	CHR04V5|COORD:23368089..23360738|protein OsWRKY35v1 - Superfamily of rice TFs having WRKY and zinc finger domains, expressed	LOC_Os04g39570.2	no description	not assigned.unknown	35_2

CUST_53247_PI403524517	2	-0.34480667	0.008651733	0.07541561	0.059866905	-0.07919121	-0.008651733	35_15154	"Cluster: Putative CSLC9; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative CSLC9 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8LIY0	"CHR4V7|COORD:4802625..4805111| ATCSLC12 (Cellulose synthase-like C12); transferase, transferring glycosyl groups"	AT4G07960.1	CHR05V5|COORD:25221462..25217543|protein CSLC7 - cellulose synthase-like family C, expressed	LOC_Os05g43530.1	" no descriptionhighly similar to ( 662)AT4G07960| Symbols: CSLC12, ATCSLC12 | ATCSLC12 (Cellulose synthase-like C12); transferase, transferring glycosyl groups | chr4:4802625-4805111 REVERSEnot assigned COG1215 bcsA PRK11204 Glycos_transf_2 PRK05454 "	cell wall.cellulose synthesis	10_2

CUST_52602_PI403524517	2	-0.054442406	0.36119556	0.04460907	-0.04460907	-0.062005997	0.0832901	35_14983	Rep: Cp31AHv protein - Hordeum vulgare (Barley)	UniRef90_O81987	"CHR4V7|COORD:12766233..12767962| RBP31 (31-KDA RNA BINDING PROTEIN); RNA binding"	AT4G24770.1	CHR09V5|COORD:22507074..22504522|protein ribonucleoprotein, chloroplast precursor, putative, expressed	LOC_Os09g39180.1	" no descriptionmoderately similar to ( 279)AT4G24770| Symbols: ATRBP31, CP31, ATRBP33, RBP31 | RBP31 (31-KDA RNA BINDING PROTEIN); RNA binding | chr4:12766233-12767962 REVERSEmoderately similar to ( 284)ROC4_NICSY31 kDa ribonucleoprotein, chloroplast precursor - Nicotiana sylvestris (Wood tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG0724 RRM RRM_1 PRK12678 Extensin_2 Tymo_45kd_70kd DUF1509 PRK12323 PRK07003 PRK07764 AF-4 Atrophin-1 TT_ORF1 Gag_spuma HPC2 DUF566 PRK09169 "	RNA.RNA binding	27_4

CUST_15740_PI403524517	2	0.0048294067	0.39427853	0.08683491	-0.19400406	-0.17565632	-0.0048294067	35_4543	"Cluster: Glutamine synthetase, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Glutamine synthetase, putative, expressed - Oryza sativa (j"	UniRef90_Q337P3	CHR3V7|COORD:19718046..19722166| glutamate-ammonia ligase	AT3G53180.1	CHR10V5|COORD:16357436..16364225|protein protein fluG, putative, expressed	LOC_Os10g31820.1	no descriptionmoderately similar to ( 380)AT3G53180| Symbols:  | glutamate-ammonia ligase | chr3:19718046-19722166 FORWARDnot assigned GlnA Gln-synt_C glnA COG3968	N-metabolism.ammonia metabolism.glutamine synthase	12_2_2

CUST_17915_PI404877155	2	-0.10324621	-0.5169883	0.07961941	0.35381365	-0.07961941	0.48512506	HVSMEa0009F12r2_s_at	putative pyrophosphate-dependent phosphofructokinase alpha subunit [Oryza sativa (japonica cultivar-group)]	BAC75438.1	pyrophosphate--fructose- 6-phosphate 1-phosphotransferase alpha subunit, putative / pyrophosphate-dependent 6-	At1g76550.1	protein hypothetical protein	Os08g25720	pyrophosphate--fructose 6-phosphate 1-phosphotransferase alpha subunit	glycolysis.pyrophosphate-fructose-6-P phosphotransferase	4_05

CUST_179566_PI403524517	2	0.21030807	0.067703724	-0.03358841	0.033587933	-0.103990555	-0.17864656	35_49939	Rep: H0315A08.12 protein - Oryza sativa (Rice)	UniRef90_Q01I60	CHR5V7|COORD:3032447..3034365| pectinesterase family protein	AT5G09760.1	CHR04V5|COORD:21608021..21609864|protein pectinesterase-2 precursor, putative, expressed	LOC_Os04g35770.1	no descriptionweakly similar to ( 191)AT5G09760| Symbols:  | pectinesterase family protein | chr5:3032447-3034365 FORWARDweakly similar to ( 135)PME2_CITSIPectinesterase-2 precursor - Citrus sinensis (Sweet orange)Pectinesterase PemB PRK10531	cell wall.pectin*esterases.PME	10_8_1

CUST_14417_PI403524517	2	0.12208557	-0.016903877	0.016454697	-0.021338463	0.012447357	-0.012447357	35_4144	"Cluster: Inosine triphosphate pyrophosphatase, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Inosine triphosphate pyrophosphatase, putat"	UniRef90_Q7XDP2	CHR4V7|COORD:7967162..7968890| inosine triphosphate pyrophosphatase, putative / HAM1 family protein	AT4G13720.1	CHR10V5|COORD:16442339..16439561|protein inosine triphosphate pyrophosphatase, putative, expressed	LOC_Os10g31940.1	 no descriptionmoderately similar to ( 326)AT4G13720| Symbols:  | inosine triphosphate pyrophosphatase, putative / HAM1 family protein | chr4:7967162-7968890 REVERSEnot assigned HAM1 COG0127 Ham1p_like PRK00120 Maf_Ham1 PRK02491 	not assigned.no ontology	35_1

CUST_48035_PI403524517	2	-0.14903927	0.2334137	-0.0065727234	0.0065727234	-0.18723774	0.026353836	35_13737	Rep: Polyubiquitin - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q9M0W3	"CHR5V7|COORD:6973317..6974465| UBQ4 (ubiquitin 4); protein binding"	AT5G20620.1	CHR04V5|COORD:31743477..31746245|protein polyubiquitin OUB2, putative, expressed	LOC_Os04g53620.2	"no descriptionhighly similar to ( 569)AT5G03240| Symbols: UBQ3 | UBQ3 (POLYUBIQUITIN 3); protein binding | chr5:771975-772895 REVERSEweakly similar to ( 150)UBIQ_WHEATUbiquitin - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Ubiquitin ubiquitin UBQ Nedd8 UBL AN1_N RAD23_N Scythe_N UBQ parkin_N Fubi GDX_N SF3a120_C NIRF_N ISG15_repeat2 UBI4 Tymo_45kd_70kd DUF566 APC_basic hPLIC_N"	protein.degradation.ubiquitin.ubiquitin	29_5_11_1

CUST_46031_PI403524517	2	0.05430603	0.29385662	0.019494057	-0.18055344	-0.118198395	-0.019494057	35_13183	"Cluster: Hypothetical protein; n=1; Hordeum vulgare subsp. vulgare|Rep: Hypothetical protein - Hordeum vulgare var. distichum (Two-rowed barley)"	UniRef90_Q6RYF2	0	0	0	0	no description	not assigned.unknown	35_2

CUST_55861_PI403524517	2	0.022802353	-0.16760635	-0.0023431778	0.0023431778	-0.016109467	0.0027999878	35_15899	"Cluster: Putative cytochrome c oxidase subunit VIa; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative cytochrome c oxidase subunit VIa - Oryza sativa"	UniRef90_Q7XZW4	CHR4V7|COORD:17787666..17788756| cytochrome c oxidase-related	AT4G37830.1	CHR03V5|COORD:31956585..31958475|protein expressed protein	LOC_Os03g56190.1	no descriptionweakly similar to ( 110)AT4G37830| Symbols:  | cytochrome c oxidase-related | chr4:17787666-17788756 REVERSEnot assigned Cyt_c_Oxidase_VIa COX6A DUF1421	mitochondrial electron transport / ATP synthesis.cytochrome c oxidase	9_7

CUST_60889_PI403524517	2	0.10031414	-0.5001669	-0.058563232	-0.048038483	0.055401802	0.048038483	35_17365	"Cluster: Putative ER lumen protein retaining receptor; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ER lumen protein retaining receptor - Oryza sat"	UniRef90_Q65XC2	"CHR1V7|COORD:10258566..10260892| ERD2 (ER lumen protein retaining receptor 2); receptor"	AT1G29330.1	CHR05V5|COORD:26208726..26205644|protein ER lumen protein retaining receptor, putative, expressed	LOC_Os05g45310.1	" no descriptionmoderately similar to ( 328)AT1G29330| Symbols: ATERD2, AERD2, ERD2 | ERD2 (ER lumen protein retaining receptor 2); receptor | chr1:10258566-10260892 REVERSEmoderately similar to ( 321)ERD2_PETHYER lumen protein retaining receptor - Petunia hybrida (Petunia)not assigned not assigned not assigned ER_lumen_recept ERD2 "	protein.targeting.secretory pathway.ER	29_3_4_1

CUST_13511_PI403524517	2	1.4224939	1.6142187	0.27843952	-0.45048714	-0.74572754	-0.27844048	35_3874	"Cluster: Os12g0428000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os12g0428000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0INM9	"CHR5V7|COORD:26465054..26465808| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G17850.1); similar to Rhodanese-like domain [Medicago truncatula]"	AT5G66170.1	CHR12V5|COORD:13654437..13656115|protein senescence-associated protein DIN1, putative, expressed	LOC_Os12g24020.2	"no descriptionvery weakly similar to (87.4)AT2G17850| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G66170.2); similar to Rhodanese-like domain [Medicago truncatula] (GB:ABE88183.1); contains InterPro domain Rhodanese-like; (InterPro:IPR001763) | chr2:7767087-7767869 REVERSEvery weakly similar to (72.8)DIN1_RAPSASenescence-associated protein DIN1 - Raphanus sativus (Radish)not assigned RHOD RHOD RHOD_1 Rhodanese PspE TST_Repeat_2 SseA"	development.unspecified	33_99

CUST_90253_PI403524517	2	-0.20299673	0.47995663	-0.11432648	0.11432648	-0.33043003	0.45861816	35_25815	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_17839_PI403524517	2	0.29956627	0.1592617	-0.6264372	-0.1356411	0.064395905	-0.06439686	35_5150	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_10995_PI403524517	2	-0.25121784	-0.06409931	0.6740613	-0.22036457	0.21858358	0.06409979	35_3107	"Cluster: Latex-abundant protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Latex-abundant protein, putative, expressed - Oryza sativ"	UniRef90_Q2RAW9	CHR5V7|COORD:1153894..1154871| latex-abundant protein, putative (AMC9) / caspase family protein	AT5G04200.1	CHR11V5|COORD:1617301..1615649|protein caspase, putative, expressed	LOC_Os11g04010.1	 no descriptionmoderately similar to ( 309)AT5G04200| Symbols:  | latex-abundant protein, putative (AMC9) / caspase family protein | chr5:1153894-1154871 FORWARDnot assigned not assigned not assigned not assigned not assigned Peptidase_C14 Herpes_BLLF1 PRK12323 	protein.degradation	29_5

CUST_7478_PI404877155	2	0.076704025	0.6120424	-0.036973953	-0.013105392	-0.0065746307	0.006573677	Contig21780_at	phosphatidylserine decarboxylase [Hordeum vulgare subsp. vulgare]	AAS58475.1	phosphatidylserine decarboxylase	At4g16700.1	protein phosphatidylserine decarboxylase, putative	Os03g01220	"phosphatidylserine decarboxylase, similar to SP:P27465 Phosphatidylserine decarboxylase proenzyme (EC 4.1.1.65 {Cricetulus griseus}; contains Pfam profile PF02666: phosphatidylserine decarboxylase"	lipid metabolism.Phospholipid synthesis	11_3

CUST_31653_PI403524517	2	0.018384933	-0.419631	-0.21764374	0.21908951	0.19172382	-0.01838398	35_9134	Rep: Extensin-like protein precursor - Zea mays (Maize)	UniRef90_Q41805	CHR2V7|COORD:6925121..6927401| leucine-rich repeat family protein / extensin family protein	AT2G15880.1	CHR11V5|COORD:25810516..25811441|protein loricrin, putative	LOC_Os11g43630.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Extensin_2 Drf_FH1 Atrophin-1 PRK05648 DUF1421 PRK12323 PRK07003 PRK07764 HPC2 Tymo_45kd_70kd DUF605 GRASP55_65 COG2931 TonB PRK10819 Totivirus_coat GP38 Herpes_TAF50 PRK10263 Harpin DUF1210 Herpes_UL32 PRK03427 FAP MCPVI Chon_Sulph_att TT_ORF1 tatB COG5651 PRK11633 Herpes_BLLF1 DedD Gag_spuma PRK08770 KAR9 FhaB CTF_NFI PRK08853 MFMR FtsN IER AF-4 Prog_receptor PRK00708 APC_basic Coprinus_mating PRK08691 Cytadhesin_P30 SSDP CDC27 PRK09111 DAG1 Herpes_UL51 Amelogenin ZipA PRK12727 Herpes_DNAp_acc PRK06958 Hia COG4625 TrbL COG3921 WTX Chorion_3 DEC-1_N eIF-4B GRP Herpes_glycop_D Prox1 PRK06132 Caudal_act CTNNB1_binding	not assigned.unknown	35_2

CUST_27305_PI403524517	2	0.044872284	0.48064327	-0.121453285	-0.044872284	-0.16608334	0.079995155	35_7907	"Cluster: Os03g0803600 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os03g0803600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DML3	CHR4V7|COORD:11240741..11244871| galactosyltransferase family protein	AT4G21060.1	CHR03V5|COORD:33467653..33464258|protein galactosyltransferase/ transferase, transferring hexosyl groups, putative, expressed	LOC_Os03g58900.1	no descriptionvery weakly similar to (86.3)AT4G21060| Symbols:  | galactosyltransferase family protein | chr4:11240741-11244871 FORWARD	cell wall.hemicellulose synthesis	10_3

CUST_16603_PI404877155	2	-0.012759209	0.012758732	-0.044579506	0.37690735	-0.093473434	0.16201401	HB31O02r_at	Soluble glycogen [starch] synthase, chloroplast precursor pir||T06280 probable starch synthase (EC 2.4.1.21) precursor - wheat	Q43654	60S acidic ribosomal protein P2 (RPP2A)	At2g27720.1	protein Similar to acidic ribosomal protein P2a-2	Os01g09510	acidic ribosomal protein P2	major CHO metabolism.synthesis.starch.starch synthase	2_1_2_02

CUST_129413_PI403524517	2	-0.020907402	-0.23081875	0.020906925	0.13792992	0.3543396	-0.40034628	35_36357	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_57080_PI403524517	2	0.009373665	-0.10470104	-0.056612015	-0.009373665	0.050071716	0.045510292	35_16272	"Cluster: Putative zinc finger POZ domain protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative zinc finger POZ domain protein - Oryza sativa (japon"	UniRef90_Q8H3E5	"CHR5V7|COORD:6342565..6344643| ATBPM1 (BTB-POZ AND MATH DOMAIN 1); protein binding"	AT5G19000.1	CHR07V5|COORD:27543580..27548864|protein speckle-type POZ protein, putative, expressed	LOC_Os07g46160.1	"no descriptionhighly similar to ( 556)AT5G19000| Symbols: ATBPM1 | ATBPM1 (BTB-POZ AND MATH DOMAIN 1); protein binding | chr5:6342565-6344643 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned MATH BTB BTB PRK12323 Atrophin-1 PRK07764 Tymo_45kd_70kd PRK07003 GRASP55_65 HPC2 APC_basic Extensin_2 Drf_FH1 DUF1509 PRK05648 AF-4 DUF1421 PRK08853 Pneumo_att_G TT_ORF1 PRK10819 KAR9 DUF390 PRK12678 IER DUF566 TonB Protamine_P1 DUF605 PRK09169 Herpes_UL32 Totivirus_coat MATH_SPOP Rubella_Capsid Gag_spuma Herpes_BLLF1"	protein.degradation.ubiquitin.E3.BTB/POZ Cullin3.BTB/POZ	29_5_11_4_5_2

CUST_36938_PI403524517	2	0.012800217	-0.21753502	-0.012799263	0.024388313	-0.19267178	0.025686264	35_10645	"Cluster: ARP protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: ARP protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z647	CHR1V7|COORD:20538562..20542568| zinc finger (Ran-binding) family protein	AT1G55040.1	CHR07V5|COORD:12324069..12311799|protein expressed protein	LOC_Os07g22024.2	no description	not assigned.unknown	35_2

CUST_15916_PI403524517	2	0.675591	0.7748046	0.23277044	-0.42140913	-0.23277044	-0.62854767	35_4595	"Cluster: Cytochrome P450-like protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Cytochrome P450-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8S7S6	"CHR2V7|COORD:18515467..18517365| CYP704A1 (cytochrome P450, family 704, subfamily A, polypeptide 1); oxygen binding"	AT2G44890.1	CHR10V5|COORD:20086807..20082285|protein cytochrome P450 94A2, putative, expressed	LOC_Os10g38110.2	" no descriptionweakly similar to ( 101)AT2G45510| Symbols: CYP704A2 | CYP704A2 (cytochrome P450, family 704, subfamily A, polypeptide 2); oxygen binding | chr2:18760159-18762018 FORWARDnot assigned "	misc.cytochrome P450	26_10

CUST_60458_PI403524517	2	-0.0048160553	0.18849564	-0.021691322	-0.021691322	0.012497902	0.0048160553	35_17235	Rep: Sucrose-phosphate synthase 2 - Triticum aestivum (Wheat)	UniRef90_Q6EZE7	"CHR5V7|COORD:6844996..6849999| ATSPS1F (sucrose phosphate synthase 1F); sucrose-phosphate synthase/ transferase, transferring glycosyl groups"	AT5G20280.1	CHR08V5|COORD:12405889..12418726|protein sucrose-phosphate synthase 1, putative, expressed	LOC_Os08g20660.2	" no descriptionnearly identical (1311)AT5G20280| Symbols: ATSPS1F | ATSPS1F (sucrose phosphate synthase 1F); sucrose-phosphate synthase/ transferase, transferring glycosyl groups | chr5:6844996-6849999 REVERSEnearly identical (1350)SPS_SOLTUSucrose-phosphate synthase - Solanum tuberosum (Potato)not assigned RfaG Glycos_transf_1 S6PP Sucrose_synth "	major CHO metabolism.synthesis.sucrose.SPS	2_1_1_1

CUST_87123_PI403524517	2	-0.005156517	-0.24966145	-0.31676102	0.03534794	0.09723091	0.0051555634	35_24949	Rep: Os10g0562500 protein - Oryza sativa (japonica cultivar-group)	UniRef90_Q0IVN4	CHR2V7|COORD:18497473..18499854| protein kinase, putative	AT2G44830.1	CHR10V5|COORD:21860262..21863241|protein protein kinase PVPK-1, putative, expressed	LOC_Os10g41290.1	 no descriptionvery weakly similar to (77.8)AT2G44830| Symbols:  | protein kinase, putative | chr2:18497473-18499854 FORWARDvery weakly similar to (60.5)G11A_ORYSAnot assigned 	protein.postranslational modification	29_4

CUST_115903_PI403524517	2	-0.13633442	-0.076280594	0.1935997	0.076280594	0.29735374	-0.14494514	35_32868	Rep: Cellulose synthase-like A3 - Oryza sativa (Rice)	UniRef90_Q7PC75	"CHR5V7|COORD:985909..990086| ATCSLA09 (RESISTANT TO AGROBACTERIUM TRANSFORMATION 4); transferase, transferring glycosyl groups"	AT5G03760.1	"CHR06V5|COORD:6757182..6761996|protein CSLA3 - cellulose synthase-like family A; mannan synthase, expressed"	LOC_Os06g12460.1	" no descriptionweakly similar to ( 126)AT5G03760| Symbols: CSLA09, ATCSLA9, CSLA9, RAT4, ATCSLA09 | ATCSLA09 (RESISTANT TO AGROBACTERIUM TRANSFORMATION 4); transferase, transferring glycosyl groups | chr5:985909-990086 REVERSE"	cell wall.cellulose synthesis	10_2

CUST_73173_PI403524517	2	-0.10347605	0.022438526	-0.10980463	-0.013373852	0.08493376	0.013373852	35_20982	"Cluster: Os06g0239700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0239700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DD96	CHR1V7|COORD:1451254..1452857| similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE78856.1)	AT1G05060.1	CHR06V5|COORD:7252933..7263017|protein growth regulator, putative, expressed	LOC_Os06g13220.1	no descriptionweakly similar to ( 144)AT1G05060| Symbols:  | similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE78856.1) | chr1:1451254-1452857 REVERSE	not assigned.unknown	35_2

CUST_180693_PI403524517	2	0.046959877	0.3732977	0.25761175	-0.046959877	-0.1053853	-0.25238705	35_50251	"Cluster: Os09g0413700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0413700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J1T5	"CHR1V7|COORD:28036510..28038320| similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD28539.1); contains domain no description"	AT1G74640.1	CHR09V5|COORD:14710583..14715764|protein hydrolases or acyltransferases, putative, expressed	LOC_Os09g24710.3	"no descriptionvery weakly similar to (58.9)AT1G74640| Symbols:  | similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD28539.1); contains domain no description (G3D.3.40.50.1820); contains domain alpha/beta-Hydrolases (SSF53474) | chr1:28036510-28038320 FORWARD"	not assigned.unknown	35_2

CUST_5773_PI403524517	2	0.0066576004	0.26352692	0.016191483	-0.06807423	-0.0066566467	-0.020835876	35_1595	"Cluster: Probable membrane-associated 30 kDa protein, chloroplast precursor; n=2; Oryza sativa|Rep: Probable membrane-associated 30 kDa protein, chloroplast"	UniRef90_Q8S0J7	CHR1V7|COORD:24239992..24244091| PTAC4 (PLASTID TRANSCRIPTIONALLY ACTIVE4)	AT1G65260.1	CHR01V5|COORD:39242341..39237841|protein membrane-associated 30 kDa protein, chloroplast precursor, putative, expressed	LOC_Os01g67000.1	no descriptionmoderately similar to ( 226)AT1G65260| Symbols: PTAC4 | PTAC4 (PLASTID TRANSCRIPTIONALLY ACTIVE4) | chr1:24239992-24244091 FORWARDmoderately similar to ( 256)IM30_ORYSAPspA PspA_IM30 PRK10698	not assigned.no ontology	35_1

CUST_54928_PI403524517	2	-0.006587982	0.21335602	0.0293684	-0.0951128	-0.039753914	0.006588936	35_15635	"Cluster: Glutathione S-transferase; n=3; Oryza sativa (japonica cultivar-group)|Rep: Glutathione S-transferase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6QIT0	"CHR2V7|COORD:629014..630954| ATGSTZ1 (GLUTATHIONE S-TRANSFERASE 18); glutathione transferase"	AT2G02390.1	CHR02V5|COORD:21407815..21404946|protein glutathione S-transferase zeta class, putative, expressed	LOC_Os02g35590.2	" no descriptionmoderately similar to ( 267)AT2G02390| Symbols: GST18, ATGSTZ1 | ATGSTZ1 (GLUTATHIONE S-TRANSFERASE 18); glutathione transferase | chr2:629014-630954 FORWARDmoderately similar to ( 266)GSTZ_WHEATGlutathione S-transferase - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned GST_C_Zeta Gst GST_N_Zeta GST_N_family GST_N_GTT1_like GST_N_Phi GST_N_Delta_Epsilon GST_N_Ure2p_like GST_N_4 GST_N_Theta GST_N_Beta GST_N GST_N_GTT2_like GST_N_GDAP1 GST_N_Tau sspA "	misc.glutathione S transferases	26_9

CUST_122140_PI403524517	2	0.042318344	0.008601189	0.0052080154	-0.092206	-0.04704666	-0.0052080154	35_34477	"Cluster: HAD superfamily protein involved in N-acetyl-glucosamine catabolism- like; n=1; Oryza sativa (japonica cultivar-group)|Rep: HAD superfamily protein inv"	UniRef90_Q6ZJG4	CHR5V7|COORD:3287823..3289845| haloacid dehalogenase-like hydrolase family protein	AT5G10460.1	CHR08V5|COORD:27009417..27012121|protein HAD-superfamily hydrolase, subfamily IIA, putative, expressed	LOC_Os08g42950.1	no descriptionvery weakly similar to (86.3)AT5G10460| Symbols:  | haloacid dehalogenase-like hydrolase family protein | chr5:3287823-3289845 FORWARD	not assigned.no ontology	35_1

CUST_141625_PI403524517	2	-0.0044078827	0.34809208	0.18446589	-0.046444893	0.0044078827	-0.15904665	35_39695	"Cluster: Os05g0495700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0495700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DH26	CHR3V7|COORD:2457238..2459384| glycerol-3-phosphate dehydrogenase (NAD+)	AT3G07690.1	CHR05V5|COORD:24274702..24277984|protein glycerol-3-phosphate dehydrogenase, putative, expressed	LOC_Os05g41590.1	no descriptionvery weakly similar to (80.9)AT3G07690| Symbols:  | glycerol-3-phosphate dehydrogenase (NAD+) | chr3:2457238-2459384 FORWARD	lipid metabolism.glyceral metabolism.Glycerol-3-phosphate dehydrogenase (NAD+)	11_5_2

CUST_43697_PI403524517	2	0.17837715	-0.09335041	0.035102844	-0.035103798	-0.05484867	0.14661217	35_12540	Rep: L1332.4 protein - Oryza sativa (Rice)	UniRef90_Q9SC73	CHR5V7|COORD:7145060..7146679| F-box family protein / WD-40 repeat family protein	AT5G21040.1	CHR04V5|COORD:31269483..31266309|protein F-box domain containing protein, expressed	LOC_Os04g52870.1	no descriptionweakly similar to ( 174)AT5G21040| Symbols:  | F-box family protein / WD-40 repeat family protein | chr5:7145060-7146679 REVERSE	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_56503_PI403524517	2	-0.08381748	0.6126604	0.025608063	-0.10642338	-0.025609016	0.14111614	35_16082	"Cluster: Hypothetical protein OJ1060_D03.112; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1060_D03.112 - Oryza sativa (japonica cult"	UniRef90_Q8H5M0	"CHR5|COORD:22510166..22513182| C2 domain-containing protein, low similarity to cold-regulated gene SRC2 (Glycine max) GI:2055230; contains Pfam profile PF00168:"	AT5G55530.2	CHR07V5|COORD:23744761..23747018|protein C2 domain containing protein, expressed	LOC_Os07g39620.2	no descriptionmoderately similar to ( 234)AT5G55530| Symbols:  | C2 domain-containing protein | chr5:22511665-22512882 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07764 PRK12323 Tymo_45kd_70kd	stress.abiotic.cold	20_2_2

CUST_80767_PI403524517	2	0.00713253	0.08061981	-0.07449055	-0.08276081	0.07462311	-0.00713253	35_23164	"Cluster: Putative glutamine cyclotransferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative glutamine cyclotransferase - Oryza sativa (japonica"	UniRef90_Q5VRH1	CHR4V7|COORD:13100113..13102479| catalytic	AT4G25720.2	CHR06V5|COORD:246799..243855|protein glutamine cyclotransferase precursor, putative, expressed	LOC_Os06g01410.1	no descriptionmoderately similar to ( 267)AT4G25720| Symbols:  | catalytic | chr4:13099938-13102479 REVERSEnot assigned Glu_cyclase_2 COG3823	misc.misc2	26_1

CUST_78046_PI403524517	2	-0.445189	0.4685793	0.11753321	0.12848711	-0.8458042	-0.11753273	35_22374	Rep: Hypothetical protein - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q8GX70	CHR3V7|COORD:11031580..11031840| similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE82474.1)	AT3G29034.1	0	0	no description	not assigned.unknown	35_2

CUST_74934_PI403524517	2	0.11339474	0.6354141	-0.02523613	0.025235176	-0.47473717	-0.20205879	35_21483	"Cluster: Putative nodule-specific protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative nodule-specific protein - Oryza sativa (japonica cultivar-g"	UniRef90_Q6Z4F2	CHR2V7|COORD:16373365..16375309| nodulin family protein	AT2G39210.1	CHR07V5|COORD:4695486..4697916|protein nitrate and chloride transporter, putative, expressed	LOC_Os07g09010.1	no descriptionmoderately similar to ( 451)AT2G39210| Symbols:  | nodulin family protein | chr2:16373365-16375309 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Nodulin-like APC_basic Herpes_BLLF1 PRK07003 Tymo_45kd_70kd DUF566 HPC2 KAR9 AF-4 ROM1 Atrophin-1 PRK12323 MFS_1	development.unspecified	33_99

CUST_40109_PI403524517	2	-0.665637	0.3963828	0.11564112	-0.11564112	0.1411848	-0.61147547	35_11535	"Cluster: Os04g0205200 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os04g0205200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JET5	CHR1V7|COORD:21763832..21767430| disease resistance protein (CC-NBS-LRR class), putative	AT1G58602.1	CHR11V5|COORD:23089072..23084301|protein NB-ARC domain containing protein	LOC_Os11g39590.1	no descriptionvery weakly similar to (73.9)AT1G58602| Symbols:  | ATP binding / protein binding | chr1:21763832-21767430 FORWARDnot assigned NB-ARC	stress.biotic	20_1

CUST_120007_PI403524517	2	0.056058884	-0.30364275	0.109140396	0.013365269	-0.013364792	-0.08490324	35_33937	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_173836_PI403524517	2	-0.24968052	0.027530193	0.4054675	0.37729597	-0.10326004	-0.027530193	35_48401	"Cluster: Putative 60S ribosomal protein L4/L1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative 60S ribosomal protein L4/L1 - Oryza sativa (japonica"	UniRef90_Q6ZLB8	CHR3V7|COORD:2953818..2955449| 60S ribosomal protein L4/L1 (RPL4A)	AT3G09630.1	CHR07V5|COORD:4261472..4264098|protein 60S ribosomal protein L4, putative, expressed	LOC_Os07g08330.1	no descriptionweakly similar to ( 118)AT3G09630| Symbols:  | structural constituent of ribosome | chr3:2953818-2955449 FORWARDnot assigned rpl4lp Ribosomal_L4	protein.synthesis.misc ribososomal protein	29_2_2

CUST_81374_PI403524517	2	0.1512909	0.14438343	-0.129385	-0.15236855	0.018673897	-0.01867485	35_23341	"Cluster: Putative S-ribonuclease binding protein SBP1; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative S-ribonuclease binding protein SBP1 - Oryza sat"	UniRef90_Q6ZGA0	CHR1|COORD:22331577..22333941| expressed protein	AT1G60610.2	CHR02V5|COORD:1579232..1575431|protein S-ribonuclease binding protein SBP1, putative, expressed	LOC_Os02g03760.2	no descriptionweakly similar to ( 176)AT1G60610| Symbols:  | protein binding / zinc ion binding | chr1:22331664-22332851 REVERSEnot assigned not assigned	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_31605_PI403524517	2	0.110833645	0.41408348	-0.11083317	-0.21076536	-0.49131393	0.7847328	35_9121	"Cluster: Os02g0712500 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os02g0712500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DY67	CHR3V7|COORD:8063070..8064482| leucine-rich repeat family protein / extensin family protein	AT3G22800.1	CHR02V5|COORD:29500832..29496781|protein expressed protein	LOC_Os02g48190.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07764	not assigned.unknown	35_2

CUST_22006_PI399408534	2	0.03430271	0.35511398	0.022953987	-0.23223066	-0.022953987	-0.27750778	35_24695	"Cluster: SET-domain transcriptional regulator family-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: SET-domain transcriptional regulator family-"	UniRef90_Q8L459	CHR5V7|COORD:5666856..5668851| SET domain-containing protein	AT5G17240.1	CHR07V5|COORD:16885207..16888705|protein SET domain containing protein, expressed	LOC_Os07g28840.1	no descriptionmoderately similar to ( 243)AT5G17240| Symbols: SDG40 | SET domain-containing protein | chr5:5666856-5668851 FORWARDnot assigned	RNA.regulation of transcription.SET-domain transcriptional regulator family	27_3_69

CUST_69313_PI403524517	2	-0.012116432	0.23688316	0.006383896	-0.006383896	-0.045495987	0.015684128	35_19832	"Cluster: Prephenate dehydratase family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Prephenate dehydratase family protein, expressed - O"	UniRef90_Q10N17	CHR3|COORD:2435456..2437971| prephenate dehydratase family protein, similar to P-protein: chorismate mutase, prephenate dehydratase GB:P43900 (Haemophilus influ	AT3G07630.2	CHR03V5|COORD:9842866..9847813|protein P-protein, putative, expressed	LOC_Os03g17730.1	no descriptionmoderately similar to ( 423)AT3G07630| Symbols:  | prephenate dehydratase family protein | chr3:2435463-2437536 FORWARDnot assigned not assigned PheA PRK11899 PRK11898 PDT pheA ACT_CM-PDT ACT_AAAH-PDT-like ACT_AAAH	amino acid metabolism.synthesis.aromatic aa.phenylalanine.arogenate dehydratase / prephenate dehydratase	13_1_6_3_1

CUST_181039_PI403524517	2	0.12181282	-0.3082595	-0.07095671	0.006002903	-0.006002903	0.32132483	35_50346	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_18457_PI399408534	2	-0.1946888	-0.42794514	0.106144905	-0.012125969	0.2045927	0.012125969	35_1528	"Cluster: Putative DEAD box RNA helicase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative DEAD box RNA helicase - Oryza sativa (japonica cultivar-group"	UniRef90_Q5N7W5	CHR5V7|COORD:25336193..25339297| ethylene-responsive DEAD box RNA helicase, putative (RH30)	AT5G63120.2	CHR01V5|COORD:40020008..40015110|protein ATP-dependent RNA helicase dbp2, putative, expressed	LOC_Os01g68320.2	 no descriptionhighly similar to ( 644)AT5G63120| Symbols:  | ethylene-responsive DEAD box RNA helicase, putative (RH30) | chr5:25337024-25339297 REVERSEmoderately similar to ( 395)DB10_NICSYATP-dependent RNA helicase-like protein DB10 - Nicotiana sylvestris (Wood tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned SrmB PRK11776 PRK10590 DEADc PRK11192 PRK01297 PRK04837 PRK11634 PRK04537 DEAD DEXDc DEXDc HELICc Lhr RecQ Helicase_C HELICc COG1205 SSL2 PRK11057 COG1204 COG1202 DEXHc MPH1 HrpA COG1203 PRK09751 RecG 	RNA.processing.RNA helicase	27_1_2

CUST_78521_PI403524517	2	-0.46600342	0.33809948	0.7133436	-0.11682701	0.052544594	-0.052544594	35_22513	"Cluster: Os02g0658200 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os02g0658200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DYZ1	"CHR1V7|COORD:370445..370947| similar to zinc ion binding [Arabidopsis thaliana] (TAIR:AT3G60520.1); similar to Os04g0551600 [Oryza sativa (japonica"	AT1G02070.1	CHR02V5|COORD:26611477..26610567|protein expressed protein	LOC_Os02g44090.1	"no descriptionvery weakly similar to (87.4)AT1G02070| Symbols:  | similar to zinc ion binding [Arabidopsis thaliana] (TAIR:AT3G60520.1); similar to Os04g0551600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001053498.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD25766.1); similar to Os02g0658200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001047633.1) | chr1:370445-370947 REVERSE"	not assigned.unknown	35_2

CUST_71526_PI403524517	2	0.019096851	-0.73858595	0.72725344	-0.019096851	-0.67535686	3.5983796	35_20499	Rep: Disease resistant allele XA13 - Oryza sativa (indica cultivar-group)	UniRef90_Q19VE6	CHR5V7|COORD:4181334..4183174| nodulin MtN3 family protein	AT5G13170.1	CHR08V5|COORD:26595952..26593055|protein MTN3, putative, expressed	LOC_Os08g42350.1	no descriptionmoderately similar to ( 227)AT5G13170| Symbols:  | nodulin MtN3 family protein | chr5:4181334-4183174 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned MtN3_slv PRK12323 PRK07003 DUF566 Atrophin-1 DUF1509 TT_ORF1 CobT PRK07764 APC_basic Pneumo_att_G AF-4 Herpes_BLLF1 PRK12678 Protamine_P1	development.unspecified	33_99

CUST_28742_PI403524517	2	-0.04890442	-0.86866474	-0.059536934	0.06551647	0.07861233	0.04890442	35_8301	"Cluster: Os03g0151600 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os03g0151600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DV39	CHR2V7|COORD:16302470..16303180| GCN5-related N-acetyltransferase (GNAT) family protein	AT2G39020.1	CHR03V5|COORD:2823942..2822968|protein N-acetyltransferase, putative, expressed	LOC_Os03g05710.1	no descriptionweakly similar to ( 142)AT2G39020| Symbols:  | GCN5-related N-acetyltransferase (GNAT) family protein | chr2:16302470-16303180 FORWARDvery weakly similar to (81.6)THT11_TOBACTyramine N-feruloyltransferase 4/11 - Nicotiana tabacum (Common tobacco)not assigned not assigned Acetyltransf_1	misc.GCN5-related N-acetyltransferase	26_24

CUST_170429_PI403524517	2	-0.39910793	0.05724907	0.45764637	0.12424755	-0.057250023	-0.25245857	35_47472	"Cluster: Hypothetical protein P0482C06.23-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0482C06.23-1 - Oryza sativa (japonica cultiv"	UniRef90_Q8W0N9	CHR4V7|COORD:11215270..11216223| basic helix-loop-helix (bHLH) family protein	AT4G20970.1	CHR01V5|COORD:475142..477967|protein helix-loop-helix DNA-binding domain containing protein, expressed	LOC_Os01g01870.1	no description	not assigned.unknown	35_2

CUST_151626_PI403524517	2	0.04902649	0.6422558	0.016789436	-0.119072914	-0.016789436	-0.1661129	35_42396	"Cluster: OJ000223_09.10 protein; n=4; Oryza sativa (japonica cultivar-group)|Rep: OJ000223_09.10 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7X6B3	"CHR1V7|COORD:25367250..25368732| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G13810.1); similar to unknown protein [Oryza sativa (japonica"	AT1G67660.1	CHR08V5|COORD:8290891..8293302|protein exonuclease, putative, expressed	LOC_Os08g13890.1	"no descriptionvery weakly similar to (99.0)AT1G67660| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G13810.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD05466.1); similar to Os08g0236700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001061316.1); contains domain no description (G3D.3.90.320.10); contains domain ALPHA/BETA HYDROLASE RELATED (PTHR10992:SF3); contains domain ALPHA/BETA HYDROLASE RELATED (PTHR10992); contains domain Restriction endonuclease-like (SSF52980) | chr1:25367815-25368732 FORWARDYqaJ"	not assigned.unknown	35_2

CUST_180298_PI403524517	2	-0.030498981	-0.0016388893	0.09357691	0.0016388893	-0.089818954	0.061398506	35_50143	Rep: Minus agglutinin - Chlamydomonas reinhardtii	UniRef90_Q6SSE8	CHR4V7|COORD:10275928..10278502| leucine-rich repeat family protein / extensin family protein	AT4G18670.1	CHR07V5|COORD:24271675..24264784|protein formin-2, putative, expressed	LOC_Os07g40510.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned Atrophin-1 PRK12323 Tymo_45kd_70kd Extensin_2	not assigned.unknown	35_2

CUST_31112_PI403524517	2	0.06372547	-0.5254507	-0.050994873	1.9359589E-4	-1.9359589E-4	0.10893822	35_8978	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_158325_PI403524517	2	0.0037660599	-0.3226242	-0.044143677	0.30743694	0.34872437	-0.0037670135	35_44200	Rep: UPI0000E4D7D9 UniRef100 entry - Danio rerio	UniRef90_UPI0000E4D7D9	CHR3V7|COORD:8063070..8064482| leucine-rich repeat family protein / extensin family protein	AT3G22800.1	CHR09V5|COORD:21208472..21212687|protein bZIP-like protein, putative, expressed	LOC_Os09g36760.1	no description	not assigned.unknown	35_2

CUST_111422_PI403524517	2	-0.10384369	0.0019159317	-0.19482565	-0.0019159317	0.19691944	0.022240639	35_31638	"Cluster: Putative pentatricopeptide (PPR) repeat-containing protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative pentatricopeptide (PPR)"	UniRef90_Q6Z7E0	CHR1V7|COORD:3218135..3219931| pentatricopeptide (PPR) repeat-containing protein	AT1G09900.1	CHR02V5|COORD:21465862..21469764|protein rf1 protein, mitochondrial precursor, putative, expressed	LOC_Os02g35750.2	no descriptionmoderately similar to ( 226)AT1G09900| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr1:3218135-3219931 FORWARDweakly similar to ( 116)RF1_ORYSAPPR	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_12820_PI404877155	2	-0.4111123	-0.016368866	-0.24343729	0.1759305	0.016368866	0.31062412	Contig6563_at	nucleosome/chromatin assembly factor group D protein [Zea mays] emb|CAA41220.1| high mobility group protein [Zea mays] emb|CAB46752.1| HMGa	AAM95942.1	high mobility group protein beta1 (HMGbeta1) / HMG protein beta1	At1g20693.1	protein HMG (high mobility group) box, putative	Os06g51220	NONE	RNA.regulation of transcription	27_3

CUST_97810_PI403524517	2	0.37193203	-0.03198099	0.06790447	-0.11694002	-0.34575176	0.031980515	35_27927	Rep: ICP4 protein - Gallid herpesvirus 3 (Marek's disease virus type 2)	UniRef90_Q9E938	CHR4V7|COORD:16279800..16281899| leucine-rich repeat family protein / extensin family protein	AT4G33970.1	CHR02V5|COORD:3353562..3354820|protein early nodulin 20 precursor, putative, expressed	LOC_Os02g06670.1	no description	not assigned.unknown	35_2

CUST_13640_PI404877155	2	-0.011453152	-0.68738985	-0.010966778	0.010966778	0.22399664	0.013010502	Contig7380_at	P0672C09.19 [Oryza sativa (japonica cultivar-group)] dbj|BAB84457.1| P0672C09.19 [Oryza sativa (japonica cultivar-group)] gb|AAQ01153.1| put	NP_917885.1	transcription factor, putative	At1g56170.1	protein hypothetical protein	Os01g01290	gi|25027169|ref|NP_737223.1| hypothetical protein	RNA.regulation of transcription.CCAAT box binding factor family, HAP5	27_3_16

CUST_65359_PI403524517	2	-0.9466009	0.22130203	0.021261215	0.09458256	-0.021261215	-0.3323717	35_18661	"Cluster: Putative dem protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative dem protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K4M9	CHR3V7|COORD:6664389..6666429| similar to dem protein-related / defective embryo and meristems protein-related [Arabidopsis thaliana]	AT3G19240.1	CHR02V5|COORD:33541425..33544576|protein protein CYPRO4, putative, expressed	LOC_Os02g54780.1	" no descriptionhighly similar to ( 506)AT3G19240| Symbols:  | similar to dem protein-related / defective embryo and meristems protein-related [Arabidopsis thaliana] (TAIR:AT4G33400.1); similar to DEM2 [Lycopersicon esculentum] (GB:AAQ90244.1); similar to Quinoprotein amine dehydrogenase, beta chain-like [Medicago truncatula] (GB:ABE80529.1); similar to DEM2 [Lycopersicon esculentum] (GB:AAQ90245.1); contains InterPro domain Quinonprotein alcohol dehydrogenase-like; (InterPro:IPR011047) | chr3:6664389-6666429 FORWARDnot assigned VID27 VID27 "	development.unspecified	33_99

CUST_117364_PI403524517	2	0.45066357	-0.08373022	-0.028230667	0.056771755	-0.20493317	0.028230667	35_33258	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_113481_PI403524517	2	0.33296442	0.16988993	0.12050247	-0.19932461	-0.74596596	-0.12050247	35_32212	Rep: OSJNBb0004A17.9 protein - Oryza sativa (Rice)	UniRef90_Q7XPI0		0	CHR04V5|COORD:34101088..34095024|protein poly polymerase catalytic domain containing protein, expressed	LOC_Os04g57640.2	no description	not assigned.unknown	35_2

CUST_35357_PI403524517	2	0.25976086	-0.4800291	-0.3532524	0.07369614	0.01887703	-0.018877983	35_10193	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QNC1	CHR3V7|COORD:20558897..20559547| similar to Os12g0571300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001067085.1)	AT3G55420.1	CHR12V5|COORD:23487681..23486429|protein expressed protein	LOC_Os12g38320.1	no descriptionmoderately similar to ( 203)AT3G55420| Symbols:  | similar to Os12g0571300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001067085.1) | chr3:20558897-20559547 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Tymo_45kd_70kd APC_basic DUF1509 DUF566 AF-4 PRK12323 PRK07003 HPC2 KAR9 PRK12678 Atrophin-1	not assigned.unknown	35_2

CUST_34321_PI403524517	2	-0.031742096	-0.14171791	-0.07977009	0.07760811	0.03174305	0.040596962	35_9895	Rep: Os06g0319600 protein - Oryza sativa (japonica cultivar-group)	UniRef90_Q0DCK2	0	0	CHR06V5|COORD:12402449..12409356|protein poly, putative, expressed	LOC_Os06g21470.1	no description	not assigned.unknown	35_2

CUST_82826_PI403524517	2	0.1301403	0.35497284	-0.026763916	-0.14254284	-0.11389732	0.02676487	35_23752	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10PX0	"CHR3V7|COORD:23457306..23460966| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G14740.1); similar to hypothetical protein [Malus x domestica]"	AT3G63500.2	CHR03V5|COORD:6206343..6211624|protein expressed protein	LOC_Os03g11890.1	"no descriptionweakly similar to ( 198)AT3G63500| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G14740.1); similar to hypothetical protein [Malus x domestica] (GB:CAJ44362.1); contains InterPro domain Arabidopsis thaliana 130.7kDa hypothetical protein; (InterPro:IPR004082) | chr3:23457306-23460966 REVERSEDUF1423"	not assigned.unknown	35_2

CUST_8859_PI404877155	2	0.070420265	0.08806229	-0.29987812	-0.11936283	-0.070420265	0.08122635	Contig26431_at	putative DNA methyltransferase [Oryza sativa (japonica cultivar-group)]	NP_917641.1	C-5 cytosine-specific DNA methylase family protein	At5g25480.1	protein expressed protein	Os01g42630	putative DNA methyltransferase	RNA.regulation of transcription.DNA methyltransferases	27_3_46

CUST_101840_PI403524517	2	0.016548157	0.46376896	-0.31166267	0.26524544	-0.016548157	-0.17403316	35_29055	Rep: Cold acclimation protein COR413-TM1 - Triticum aestivum (Wheat)	UniRef90_Q84XU9	CHR1V7|COORD:10286395..10287654| COR314-TM2 (cold regulated 314 thylakoid membrane 2)	AT1G29390.2	CHR05V5|COORD:28132773..28130538|protein cold acclimation WCOR413-like protein gamma form, putative, expressed	LOC_Os05g49170.1	no descriptionweakly similar to ( 117)AT1G29395| Symbols: COR414-TM1 | COR414-TM1 (cold regulated 414 thylakoid membrane 1) | chr1:10288331-10289525 REVERSEWCOR413	not assigned.no ontology	35_1

CUST_168543_PI403524517	2	-0.056982994	0.21896887	0.08769369	0.056982994	-0.20324945	-0.20985794	35_46938	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_392_PI403524517	2	-0.56331253	1.101511	-0.0489254	0.4483652	0.048924446	-0.4126215	35_102	Rep: Glycine rich protein - Hordeum vulgare (Barley)	UniRef90_Q40051	CHR2V7|COORD:1966848..1967817| GRP3S (GLYCINE-RICH PROTEIN 3 SHORT ISOFORM)	AT2G05380.1	CHR02V5|COORD:22620403..22621322|protein glycine-rich cell wall structural protein precursor, putative, expressed	LOC_Os02g37490.1	no descriptionnot assigned not assigned not assigned GRP	not assigned.unknown	35_2

CUST_26368_PI399408534	2	-0.7144575	-0.13591766	0.3762741	0.13591719	0.6659231	-0.85788107	35_21882	"Cluster: Hypothetical protein OJ1261C08.1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1261C08.1 - Oryza sativa (japonica cultivar-g"	UniRef90_Q84K39	CHR1V7|COORD:28710426..28711334| DNA-binding family protein	AT1G76500.1	CHR03V5|COORD:9001643..9003025|protein DNA-binding protein, putative, expressed	LOC_Os03g16350.1	no descriptionvery weakly similar to (88.6)AT3G55560| Symbols:  | DNA-binding protein-related | chr3:20615883-20616815 REVERSEDUF296 PRK12678	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_120802_PI403524517	2	0.22476768	0.10354042	0.39323997	-0.14418888	-0.18367767	-0.103541374	35_34138	"Cluster: Photosystem I P700 chlorophyll a apoprotein A2; n=208; Embryophyta|Rep: Photosystem I P700 chlorophyll a apoprotein A2 - Arabidopsis thaliana (Mouse-ea"	UniRef90_P56767	CHRCV7|COORD:37375..39579| Encodes the D1 subunit of photosystem I  and II reaction centers.	ATCG00340.1	CHR10V5|COORD:20142839..20145429|protein photosystem I P700 chlorophyll a apoprotein A1, putative	LOC_Os10g38229.1	no descriptionmoderately similar to ( 201)ATCG00340| Symbols: PSAB | Encodes the D1 subunit of photosystem I  and II reaction centers. | chrC:37375-39579 REVERSEmoderately similar to ( 205)PSAB_WHEATPhotosystem I P700 chlorophyll a apoprotein A2 - Triticum aestivum (Wheat)psaB PsaA_PsaB psaA	PS.lightreaction.photosystem I.PSI polypeptide subunits	1_1_2_2

CUST_26059_PI403524517	2	0.037384033	-0.12586498	-0.0071229935	0.00712204	-0.019477844	0.007948875	35_7549	Rep: OSJNBa0038P21.12 protein - Oryza sativa (Rice)	UniRef90_Q7XKR9	0	0	CHR04V5|COORD:16511596..16520085|protein kinesin-related family protein, expressed	LOC_Os04g28260.1	no descriptionKinesin-related	not assigned.unknown	35_2

CUST_84476_PI403524517	2	0.08770275	-0.13394928	0.06073284	-5.4454803E-4	-0.052247047	5.4454803E-4	35_24204	"Cluster: Os05g0537300 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0537300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DGE1	"CHR5V7|COORD:6927066..6936827| XIK (Myosin-like protein XIK); motor/ protein binding"	AT5G20490.1	CHR01V5|COORD:29982438..29979427|protein XIE, putative, expressed	LOC_Os01g51630.1	" no descriptionmoderately similar to ( 278)AT5G20490| Symbols: ATXIK, XIK | XIK (Myosin-like protein XIK); motor/ protein binding | chr5:6927066-6936827 REVERSEDIL "	cell.organisation	31_1

CUST_95783_PI403524517	2	0.02852726	0.7473736	-0.06279087	0.2785406	-0.047431946	-0.028526306	35_27370	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_59649_PI403524517	2	0.031381607	0.24612999	-0.03138113	-0.05280161	-0.20195055	0.10872316	35_17007	"Cluster: Exocyst complex component Sec8-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: Exocyst complex component Sec8-like - Oryza sativa (japonica cult"	UniRef90_Q69PQ1	CHR3V7|COORD:3219927..3228361| SEC8 (secretion 8)	AT3G10380.1	CHR08V5|COORD:13632686..13607637|protein sec8 exocyst complex component specific domain containing protein, expressed	LOC_Os08g22864.2	no descriptionmoderately similar to ( 481)AT3G10380| Symbols: SEC8 | SEC8 (secretion 8) | chr3:3219927-3228361 REVERSEnot assigned	cell. vesicle transport	31_4

CUST_6149_PI404877155	2	0.17086983	-0.26035213	-0.04960823	0.018515587	-0.018514633	0.15156174	Contig18514_at	probable protein kinase [imported] - Arabidopsis thaliana gb|AAD21758.1| putative protein kinase [Arabidopsis thaliana]	E84587	protein kinase family protein	At2g20300.1	protein Protein kinase domain, putative	Os02g57080	NONE	signalling.receptor kinases.extensin	30_2_18

CUST_14933_PI403524517	2	-0.31315136	0.37477398	0.18206501	0.083042145	-0.26745224	-0.083042145	35_4303	"Cluster: Os02g0827500 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os02g0827500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DW80	"CHR1V7|COORD:6131744..6135108| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G73200.1); similar to unknown protein [Oryza sativa (japonica cultivar"	AT1G17820.1	CHR02V5|COORD:35556653..35561862|protein expressed protein	LOC_Os02g58110.1	"no descriptionweakly similar to ( 172)AT1G17820| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G73200.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD23057.1); similar to Os02g0827500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001048594.1); contains InterPro domain Pleckstrin homology-type; (InterPro:IPR011993) | chr1:6131744-6135108 REVERSEnot assigned"	not assigned.unknown	35_2

CUST_2308_PI403524517	2	0.09632683	-0.5163975	-0.057868958	0.021514893	0.004003525	-0.004003525	35_628	"Cluster: Putative glutathione S-transferase OsGSTU13; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative glutathione S-transferase OsGSTU13 - Oryza sativ"	UniRef90_Q945W5	"CHR1V7|COORD:3395740..3396808| ATGSTU18 (GLUTATHIONE S-TRANSFERASE 29); glutathione transferase"	AT1G10360.1	CHR10V5|COORD:20293826..20292769|protein glutathione S-transferase GSTU6, putative, expressed	LOC_Os10g38710.1	" no descriptionweakly similar to ( 174)AT1G10360| Symbols: GST29, ATGSTU18 | ATGSTU18 (GLUTATHIONE S-TRANSFERASE 29); glutathione transferase | chr1:3395740-3396808 REVERSEweakly similar to ( 200)GSTU6_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned GST_C_Tau GST_N_Tau Gst GST_N_family GST_N GST_N_Zeta TT_ORF1 GST_C_family PRK12678 sspA GST_N_SspA GST_N_Phi PRK07003 Protamine_P1 "	misc.glutathione S transferases	26_9

CUST_15829_PI403524517	2	0.13151264	-0.18515587	-0.042373657	0.121622086	-0.02327919	0.02327919	35_4569	"Cluster: EREBP-4 like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: EREBP-4 like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5Z918	"CHR5V7|COORD:19218552..19219901| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G17486.1); similar to hypothetical protein 25.t00041 [Brassica"	AT5G47310.1	CHR06V5|COORD:21434705..21430261|protein EREBP-4 like protein, putative, expressed	LOC_Os06g36490.1	" no descriptionmoderately similar to ( 222)AT5G47310| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G17486.1); similar to hypothetical protein 25.t00041 [Brassica oleracea] (GB:ABD64953.1); contains InterPro domain Protein of unknown function DUF862, eukaryotic; (InterPro:IPR008580) | chr5:19218552-19219901 FORWARDnot assigned DUF862 "	not assigned.unknown	35_2

CUST_152201_PI403524517	2	-0.00415802	0.08425808	0.06553078	-0.100382805	0.0041570663	-0.13334846	35_42544	"Cluster: Hypothetical protein OSJNBa0077F02.121; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0077F02.121 - Oryza sativa (japonic"	UniRef90_Q7EYV5	"CHR1V7|COORD:20409480..20411353| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G26200.1); similar to Os07g0414200 [Oryza sativa (japonica"	AT1G54650.1	CHR07V5|COORD:13066591..13056098|protein expressed protein	LOC_Os07g23169.1	"no descriptionmoderately similar to ( 231)AT1G54650| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G26200.1); similar to Os07g0414200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001059456.1); similar to PREDICTED: hypothetical protein isoform 1 [Gallus gallus] (GB:XP_001235215.1); contains InterPro domain Methyltransferase type 12; (InterPro:IPR013217); contains InterPro domain SAM (and some other nucleotide) binding motif; (InterPro:IPR000051); contains InterPro domain Generic methyltransferase; (InterPro:IPR001601) | chr1:20409480-20411353 REVERSEnot assigned"	not assigned.no ontology	35_1

CUST_47788_PI403524517	2	-0.039455414	-0.21718025	0.073474884	-0.01140213	0.01140213	0.020746231	35_13670	"Cluster: Hypothetical protein OSJNBb0072E24.9; n=2; Oryza sativa|Rep: Hypothetical protein OSJNBb0072E24.9 - Oryza sativa (Rice)"	UniRef90_Q9AUL2	"CHR5V7|COORD:25766148..25767408| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G09570.1); similar to Os03g0685500 [Oryza sativa (japonica"	AT5G64400.1	CHR03V5|COORD:27295884..27292459|protein p8MTCP1, putative, expressed	LOC_Os03g48080.1	"no descriptionweakly similar to ( 112)AT5G64400| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G09570.1); similar to unknown [Hyacinthus orientalis] (GB:AAS21010.1) | chr5:25766148-25767173 FORWARDnot assigned CHCH"	not assigned.unknown	35_2

CUST_81462_PI403524517	2	-0.011225224	0.0604434	0.0112257	-0.4771223	-0.58124495	0.053426743	35_23368	"Cluster: Putative MLA1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative MLA1 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ZCF9	CHR3V7|COORD:17224054..17226597| disease resistance protein (CC-NBS class), putative	AT3G46730.1	CHR08V5|COORD:6131714..6135163|protein NBS-LRR disease resistance protein, putative, expressed	LOC_Os08g10440.1	no description	not assigned.unknown	35_2

CUST_8334_PI403524517	2	-0.2287035	0.52685547	-0.110422134	0.43095684	0.11042309	-0.3157301	35_2328	"Cluster: Ureide permease 4, putative, expressed; n=4; Oryza sativa (japonica cultivar-group)|Rep: Ureide permease 4, putative, expressed - Oryza sativa (japonic"	UniRef90_Q2QQ90	"CHR2V7|COORD:1095126..1096708| ATUPS1 (Arabidopsis thaliana ureide permease 1); allantoin transporter"	AT2G03590.1	CHR12V5|COORD:19157387..19152104|protein ureide permease 4, putative, expressed	LOC_Os12g31860.3	"no descriptionmoderately similar to ( 459)AT2G03590| Symbols: ATUPS1 | ATUPS1 (Arabidopsis thaliana ureide permease 1); allantoin transporter | chr2:1095126-1096708 FORWARDmoderately similar to ( 395)UPSA3_VIGUNProbable ureide permease A3 - Vigna unguiculata (Cowpea)not assigned FAE_3-kCoA_syn1 PRK12323 PRK07003 PRK07764 APC_basic PRK12678"	not assigned.no ontology	35_1

CUST_27886_PI403524517	2	0.076971054	0.4150076	0.002951622	-0.10959816	-0.0029525757	-0.06337166	35_8063	"Cluster: Hypothetical protein OSJNBa0055P24.8; n=2; Oryza sativa|Rep: Hypothetical protein OSJNBa0055P24.8 - Oryza sativa (Rice)"	UniRef90_Q9FWH0	"CHR5V7|COORD:3396554..3396796| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G24980.1); similar to Os10g0478900 [Oryza sativa (japonica"	AT5G10745.1	CHR10V5|COORD:17638293..17641950|protein expressed protein	LOC_Os10g33855.2	no descriptionnot assigned not assigned	not assigned.unknown	35_2

CUST_45906_PI403524517	2	0.041273117	-0.019104958	0.121946335	-0.08709335	0.019105911	-0.0919075	35_13152	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_16281_PI403524517	2	0.01735115	-0.11399937	-0.006644249	-0.09071541	0.006644249	0.121697426	35_4692	"Cluster: Mosaic virus helicase domain binding protein; n=2; BEP clade|Rep: Mosaic virus helicase domain binding protein - Triticum aestivum (Wheat)"	UniRef90_Q7X9L0	CHR2V7|COORD:18757047..18759710| ATP binding	AT2G45500.1	CHR06V5|COORD:1587474..1595160|protein spastin, putative, expressed	LOC_Os06g03940.1	" no descriptionweakly similar to ( 164)AT2G45500| Symbols:  | similar to ATPase [Arabidopsis thaliana] (TAIR:AT3G27120.1); similar to Tobacco mosaic virus helicase domain-binding protein [Nicotiana tabacum] (GB:AAL25088.1); contains InterPro domain AAA-protein subdomain; (InterPro:IPR003960); contains InterPro domain MIT; (InterPro:IPR007330); contains InterPro domain AAA ATPase; (InterPro:IPR003593); contains InterPro domain AAA ATPase, central region; (InterPro:IPR003959) | chr2:18757047-18759710 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned SpoVK PRK03992 AAA RPT1 "	protein.degradation.AAA type	29_5_9

CUST_47581_PI403524517	2	0.18581772	0.0036411285	-0.0036411285	-0.08584595	-0.012907982	0.076337814	35_13618	Rep: DP TF - Oryza sativa (japonica cultivar-group)	UniRef90_Q84VD5	0	0	CHR10V5|COORD:15488395..15483443|protein transcription factor Dp-1, putative, expressed	LOC_Os10g30420.1	no description	not assigned.unknown	35_2

CUST_162434_PI403524517	2	0.02361679	-0.16558647	-0.023616314	0.3326969	-0.20012379	0.20056868	35_45303	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_53079_PI403524517	2	-0.26049042	0.036304474	0.051408768	0.19694805	-0.036304474	-0.06712723	35_15110	"Cluster: Hypothetical protein P0408F06.4; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0408F06.4 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q9LGA3	"CHR1V7|COORD:26692284..26694847| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G23170.1); similar to Os01g0128400 [Oryza sativa (japonica"	AT1G70770.1	CHR01V5|COORD:1573555..1568226|protein expressed protein	LOC_Os01g03760.1	"no descriptionmoderately similar to ( 411)AT1G70770| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G23170.1); similar to Os01g0128400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001041912.1); similar to hypothetical protein [Platanus x acerifolia] (GB:CAL07978.1); contains domain FAMILY NOT NAMED (PTHR13448); contains domain gb def: Hypothetical protein F5A18.5 (F15H11.2 protein) (Hypothetical protein At1g70770) (PTHR13448:SF2) | chr1:26692284-26694847 REVERSEnot assigned"	not assigned.unknown	35_2

CUST_165187_PI403524517	2	0.29657984	-0.2201271	0.10829115	-0.10829067	0.13612843	-0.2051382	35_46037	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_34846_PI403524517	2	0.009735107	-0.23508453	-0.020236969	0.072963715	0.16057396	-0.0097332	35_10045	Rep: 40S ribosomal protein S26 - Oryza sativa (Rice)	UniRef90_P49216	CHR2V7|COORD:16952293..16953423| 40S ribosomal protein S26 (RPS26B)	AT2G40590.1	CHR05V5|COORD:23402575..23399874|protein 40S ribosomal protein S26, putative, expressed	LOC_Os05g39960.3	no descriptionvery weakly similar to (50.1)AT2G40590| Symbols:  | 40S ribosomal protein S26 (RPS26B) | chr2:16952293-16953423 REVERSEvery weakly similar to (63.5)RS26_ORYSAnot assigned Ribosomal_S26e	protein.synthesis.misc ribososomal protein	29_2_2

CUST_113063_PI403524517	2	0.5088935	-0.8108659	-0.27313185	0.27313185	0.54095125	-0.34505415	35_32092	"Cluster: Putative Cytochrome P450; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Cytochrome P450 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69NF3	"CHR3V7|COORD:9645620..9647301| CYP71B36 (cytochrome P450, family 71, subfamily B, polypeptide 36); oxygen binding"	AT3G26320.1	CHR09V5|COORD:20773802..20775749|protein cytochrome P450 71A2, putative, expressed	LOC_Os09g36080.1	no descriptionvery weakly similar to (52.0)C71A9_SOYBNCytochrome P450 71A9 - Glycine max (Soybean)not assigned not assigned	misc.misc2	26_1

CUST_80830_PI403524517	2	0.044448853	-0.18470955	-0.051639557	0.029354095	-0.01061821	0.01061821	35_23182	"Cluster: THO complex subunit 1, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: THO complex subunit 1, putative, expressed - Oryza sativa"	UniRef90_Q10SU9	CHR5V7|COORD:3066816..3070734| nuclear matrix protein-related	AT5G09860.1	CHR03V5|COORD:580806..587701|protein THO complex subunit 1, putative, expressed	LOC_Os03g01970.1	no descriptionmoderately similar to ( 276)AT5G09860| Symbols:  | nuclear matrix protein-related | chr5:3066816-3070734 FORWARDnot assigned	not assigned.no ontology	35_1

CUST_121299_PI403524517	2	0.05121517	0.28796387	-0.1306572	-0.051216125	-0.1368227	0.09283638	35_34262	Rep: Transport protein-related - Musa acuminata (Banana)	UniRef90_Q1EPF1	"CHR1V7|COORD:18464013..18467225| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G22795.1); similar to putative transport protein [Oryza sativa"	AT1G49870.1	CHR03V5|COORD:22630400..22625069|protein expressed protein	LOC_Os03g40780.1	"no descriptionvery weakly similar to (54.7)AT1G49870| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G22795.1); similar to putative transport protein [Oryza sativa (japonica cultivar-group)] (GB:AAT78760.1) | chr1:18464013-18467225 FORWARD"	not assigned.unknown	35_2

CUST_17349_PI403524517	2	0.11896753	0.0902462	-0.09024668	0.20740557	-0.30373573	-0.15520048	35_5012	Rep: H0502B11.5 protein - Oryza sativa (Rice)	UniRef90_Q01L46	CHR5V7|COORD:14552191..14557526| AMP binding / acetate-CoA ligase/ catalytic	AT5G36880.2	CHR04V5|COORD:19890363..19895680|protein acetyl-coenzyme A synthetase 2, putative, expressed	LOC_Os04g33190.1	no descriptionhighly similar to ( 634)AT5G36880| Symbols:  | AMP binding / acetate-CoA ligase/ catalytic | chr5:14552191-14557526 REVERSEvery weakly similar to (53.5)4CL2_SOLTU4-coumarate--CoA ligase 2 - Solanum tuberosum (Potato)not assigned not assigned not assigned not assigned not assigned not assigned PRK03582 PRK02167 PRK01291 PRK03429 PRK02530 PRK03613 PRK02239 PRK00851 PRK04664 acsA Acs PRK10524 PRK03914 PRK04319 AMP-binding PRK03584 CaiC FAA1 PRK07529 PRK08316 EntF PRK08314 PRK07684 PRK08279 PRK06178 PRK06087 PRK07798 PRK08276 PRK07770 PRK07786 PRK06187 PRK08162 PRK07656 PRK09274 caiC PRK06060 PRK07470 PRK08315 PRK12316 PRK07788 PRK12583 PRK05691 PRK05605 PRK06188 PRK03640 PRK04813 PRK09089 PRK07638 PRK10252 PRK06164 PRK06839 PRK12467 PRK12406 PRK06710 PRK07771 PRK07514 entE PRK05857 PRK06155 EntE	lipid metabolism.FA synthesis and FA elongation.acyl coa ligase	11_1_8

CUST_79658_PI403524517	2	0.13966274	0.05261135	-0.05261135	-0.10778904	-0.20306873	0.18601322	35_22845	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XDY7	0	0	CHR10V5|COORD:15782714..15780594|protein expressed protein	LOC_Os10g30890.1	no description	not assigned.unknown	35_2

CUST_93466_PI403524517	2	0.122434616	0.42146635	-0.122434616	0.12332964	-0.1748538	-0.15761948	35_26723	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XEH4	CHR3V7|COORD:8052453..8057895| kinase interacting family protein	AT3G22790.1	CHR10V5|COORD:14582384..14574800|protein expressed protein	LOC_Os10g28610.1	no description	not assigned.unknown	35_2

CUST_11434_PI403524517	2	-0.0026512146	0.26655865	0.0026521683	-0.12119961	0.005580902	-0.068053246	35_3245	"Cluster: Putative phosducin-like 3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative phosducin-like 3 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q9LGR1	"CHR5V7|COORD:4596226..4597571| similar to Os01g0184800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001042236.1); similar to phosducin-like 3 [Homo"	AT5G14240.1	CHR01V5|COORD:4494429..4491400|protein phosducin-like protein 3, putative, expressed	LOC_Os01g08960.1	"no descriptionmoderately similar to ( 253)AT5G14240| Symbols:  | similar to Os01g0184800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001042236.1); similar to phosducin-like 3 [Homo sapiens] (GB:NP_076970.1); contains InterPro domain Thioredoxin-like fold; (InterPro:IPR012336); contains InterPro domain Phosducin; (InterPro:IPR001200); contains InterPro domain Thioredoxin fold; (InterPro:IPR012335) | chr5:4596226-4597571 REVERSEnot assigned not assigned not assigned Phd_like_VIAF Phd_like Phd_like_Phd Phosducin"	not assigned.unknown	35_2

CUST_19777_PI403524517	2	-0.028666496	0.7873192	0.14130592	-0.51140213	-0.48074627	0.028666496	35_5735	"Cluster: Selenium-binding protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Selenium-binding protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q9LI04	0	0	CHR06V5|COORD:625259..627836|protein F-box domain containing protein, expressed	LOC_Os06g02110.1	no descriptionvery weakly similar to (52.0)AT3G25750| Symbols:  | F-box family protein | chr3:9402192-9403325 FORWARD	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_24916_PI403524517	2	0.60898733	-0.44337988	-0.16378641	0.40726042	0.16378641	-0.33112192	35_7233	"Cluster: Putative amino acid permease; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative amino acid permease - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ZLK8	"CHR5V7|COORD:20159907..20163667| AAP6 (AMINO ACID PERMEASE 6); amino acid permease"	AT5G49630.1	CHR07V5|COORD:1792928..1786881|protein amino acid permease 6, putative, expressed	LOC_Os07g04180.1	"no descriptionweakly similar to ( 191)AT5G49630| Symbols: AAP6 | AAP6 (AMINO ACID PERMEASE 6); amino acid permease | chr5:20159907-20163667 REVERSEnot assigned not assigned Aa_trans"	transport.amino acids	34_3

CUST_15682_PI404877155	2	-0.046175957	0.14574051	8.029938E-4	0.009249687	-0.055383682	-8.020401E-4	Contig9505_at	putative C2H2 zinc-finger protein [Oryza sativa (japonica cultivar-group)] dbj|BAD09995.1| putative C2H2 zinc-finger protein [Oryza sativa (	XP_483342.1	C2H2 zinc-finger protein SERRATE (SE)	At2g27100.1	protein expressed protein	Os08g40560	"SERRATE;C2H2 zinc-finger protein SERRATE (SE), identical to C2H2 zinc-finger protein SERRATE GI:14486602 from (Arabidopsis thaliana)"	RNA.regulation of transcription.C2H2 zinc finger family	27_3_11

CUST_45788_PI403524517	2	0.15962505	0.25578594	-0.07659912	-0.08069801	-0.108594894	0.07659912	35_13120	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_33042_PI403524517	2	-0.0067691803	-0.2248745	-0.008275986	0.04794216	0.0067691803	0.072359085	35_9528	"Cluster: Hypothetical protein P0582D05.122; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0582D05.122 - Oryza sativa (japonica cultivar"	UniRef90_Q84UR2	CHR1V7|COORD:29749911..29750700| SNARE-associated protein-related	AT1G79070.1	CHR08V5|COORD:1671548..1673988|protein expressed protein	LOC_Os08g03590.1	no descriptionvery weakly similar to (94.4)AT1G79070| Symbols:  | SNARE-associated protein-related | chr1:29749911-29750700 REVERSE	cell. vesicle transport	31_4

CUST_26777_PI403524517	2	-0.10716152	-1.6898184	0.3975563	0.018514633	0.53309727	-0.01851368	35_7759	Rep: Sister of ramosa 3 - Hordeum vulgare (Barley)	UniRef90_Q1W5R9	CHR2V7|COORD:9440977..9443562| trehalose-phosphatase	AT2G22190.1	CHR07V5|COORD:25865517..25869538|protein expressed protein	LOC_Os07g43160.1	no descriptionmoderately similar to ( 279)AT2G22190| Symbols:  | trehalose-phosphatase | chr2:9440977-9443562 REVERSEnot assigned Trehalose_PPase OtsB PRK10187	minor CHO metabolism.trehalose.TPP	3_2_2

CUST_18603_PI404877155	2	0.071372986	-0.14578247	0.0029125214	-0.0029125214	0.007885933	-0.09939957	HVSMEl0009A17f2_x_at	0	0	0	0	0	0	gi|18394120|ref|NP_563952.1| expressed protein	mitochondrial electron transport / ATP synthesis.cytochrome c oxidase	9_7

CUST_17943_PI399408534	2	-0.046793938	-0.9071865	-0.16999435	0.04679489	0.06358719	0.111842155	35_27493	"Cluster: N-dimethylguanosine tRNA methyltransferase, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: N-dimethylguanosine tRNA"	UniRef90_Q339G6	CHR5V7|COORD:5157801..5161124| N2,N2-dimethylguanosine tRNA methyltransferase family protein	AT5G15810.1	CHR10V5|COORD:10600802..10608096|protein N-dimethylguanosine tRNA methyltransferase, putative, expressed	LOC_Os10g21360.1	 no descriptionvery weakly similar to (92.4)AT5G15810| Symbols:  | N2,N2-dimethylguanosine tRNA methyltransferase family protein | chr5:5157801-5161124 FORWARDnot assigned 	RNA.regulation of transcription.unclassified	27_3_99

CUST_17353_PI403524517	2	0.01342392	0.11879349	-0.073423386	-0.02470398	-0.013424873	0.13486671	35_5013	"Cluster: Putative serine/threonine-protein kinase 16; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative serine/threonine-protein kinase 16 - Oryza sativ"	UniRef90_Q6H4I5	"CHR5V7|COORD:2625904..2627943| ATPK3 (Arabidopsis thaliana serine/threonine protein kinase 3); kinase"	AT5G08160.1	CHR09V5|COORD:12433573..12430006|protein serine/threonine-protein kinase 16, putative, expressed	LOC_Os09g20640.1	"no descriptionhighly similar to ( 545)AT5G08160| Symbols: ATPK3 | ATPK3 (Arabidopsis thaliana serine/threonine protein kinase 3); kinase | chr5:2625904-2627943 REVERSEvery weakly similar to (60.8)CCAMK_LILLOCalcium and calcium/calmodulin-dependent serine/threonine-protein kinase - Lilium longiflorum (Trumpet lily)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase SPS1 Pkinase_Tyr TyrKc PTKc PTKc_Jak_rpt2 PTKc_EphR PTKc_DDR PTKc_Tyk2_rpt2 PTKc_Jak2_Jak3_rpt2 TT_ORF1 PTKc_ALK_LTK PTKc_Tec_like PTKc_Srm_Brk PTKc_EphR_B"	protein.postranslational modification	29_4

CUST_179792_PI403524517	2	0.15469027	0.15072918	-0.03600502	0.026591778	-0.026592255	-0.19822264	35_50001	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_107644_PI403524517	2	0.03643942	-0.004295349	0.054903984	-0.33289003	-0.630774	0.004295349	35_30631	Rep: Cystatin-A - Mus musculus (Mouse)	UniRef90_P56567		0	0	0	no description	not assigned.unknown	35_2

CUST_17205_PI399408534	2	-0.056277275	0.18238354	0.056277275	-0.20521927	-0.27219963	0.13504314	35_20468	Rep: Auxin response factor 7a - Oryza sativa (Rice)	UniRef90_Q8S979	"CHR5V7|COORD:7016706..7021506| NPH4 (NON-PHOTOTROPHIC HYPOCOTYL); transcription factor"	AT5G20730.2	CHR06V5|COORD:29655971..29664197|protein auxin response factor 19, putative, expressed	LOC_Os06g48950.1	" no descriptionmoderately similar to ( 201)AT5G20730| Symbols: MSG1, IAA21, ARF7, TIR5, BIP, IAA23, IAA25, NPH4 | NPH4 (NON-PHOTOTROPHIC HYPOCOTYL); transcription factor | chr5:7016706-7021506 REVERSEvery weakly similar to (62.8)IAA9_ORYSAAUX_IAA "	hormone metabolism.auxin.induced-regulated-responsive-activated	17_2_3

CUST_18654_PI404877155	2	-0.3847885	-0.01098156	0.30729008	0.36728668	-0.51452255	0.010982513	HVSMEm0001J08r2_s_at	putative glycerophosphoryl diester phosphodiesterase [Oryza sativa (japonica cultivar-group)] dbj|BAB92381.1| putative glycerophosphoryl die	NP_916241.1	glycerophosphoryl diester phosphodiesterase family protein	At5g08030.1	protein putative phosphodiesterase family	Os03g40670	"glycerophosphoryl diester phosphodiesterase family protein, low similarity to glycerophosphodiester phosphodiesterase (Borrelia hermsii) GI:1399038; contains Pfam profile PF03009: Glycerophosphoryl diester phosphodiesterase family"	lipid metabolism.lipid degradation.lysophospholipases	11_9_3

CUST_13167_PI403524517	2	0.30936718	0.17065048	-0.05009842	-0.22712517	-0.4099722	0.050097466	35_3768	"Cluster: Putative KH domain protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative KH domain protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ZBV0	CHR5V7|COORD:18740662..18743061| KH domain-containing protein	AT5G46190.1	CHR08V5|COORD:5809684..5804771|protein nucleic acid binding protein, putative, expressed	LOC_Os08g10030.2	no descriptionvery weakly similar to (91.7)AT5G46190| Symbols:  | KH domain-containing protein | chr5:18740662-18743061 REVERSEKH-I KH_1	RNA.RNA binding	27_4

CUST_29236_PI403524517	2	0.2211132	-0.19730091	0.21023989	0.19730139	-0.24091816	-0.25458908	35_8448	"Cluster: Hypothetical protein P0668H12.12; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0668H12.12 - Oryza sativa (japonica cultivar-g"	UniRef90_Q75M25	CHR1V7|COORD:8083389..8088856| TGF beta receptor associated protein-related	AT1G22860.1	CHR05V5|COORD:197034..204381|protein expressed protein	LOC_Os05g01360.1	no descriptionweakly similar to ( 132)AT1G22860| Symbols:  | TGF beta receptor associated protein-related | chr1:8083389-8088856 FORWARDnot assigned	not assigned.no ontology	35_1

CUST_39759_PI403524517	2	-0.26964664	0.41556263	0.052441597	-0.052440643	0.06243801	-0.07177448	35_11434	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_701_PI403524517	2	0.05636978	0.043852806	-0.010909557	0.010910034	-0.051651478	-0.07876921	35_185	"Cluster: Putative xylanase inhibitor; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative xylanase inhibitor - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8S1V1	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	CHR01V5|COORD:41467520..41466058|protein xylanase inhibitor TAXI-IV, putative, expressed	LOC_Os01g71080.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07764 PRK07003 PRK09169 AF-4 PRK12678	not assigned.unknown	35_2

CUST_15212_PI404877155	2	0.022650719	0.38748932	0.048394203	-0.09470177	-0.022650719	-0.077960014	Contig909_s_at	OSJNBa0053K19.11 [Oryza sativa (japonica cultivar-group)]	CAE03503.2	aminomethyltransferase, putative	At1g11860.1	protein glycine cleavage system T protein	Os04g53230	aminomethyltransferase, putative, similar to aminomethyltransferase, mitochondrial precursor SP:O49849 from (Flaveria anomala) or  aminomethyltransferase, putative, similar to aminomethyltransferase, mitochondrial precursor SP:O49849 from (Flaveria anomal	amino acid metabolism.degradation.serine-glycine-cysteine group.glycine	13_2_5_2

CUST_116896_PI403524517	2	0.03181553	0.46835423	-0.1406374	-0.031816483	-0.17876434	0.050958633	35_33134	"Cluster: Putative glucose-6-phosphate dehydrogenase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative glucose-6-phosphate dehydrogenase - Oryza sativa"	UniRef90_Q6K5H5	"CHR5V7|COORD:16328512..16331784| G6PD6 (GLUCOSE-6-PHOSPHATE DEHYDROGENASE 6); glucose-6-phosphate 1-dehydrogenase"	AT5G40760.1	CHR02V5|COORD:23474346..23480943|protein glucose-6-phosphate 1-dehydrogenase, cytoplasmic isoform, putative, expressed	LOC_Os02g38840.2	" no descriptionvery weakly similar to (60.5)AT5G40760| Symbols: G6PD6 | G6PD6 (GLUCOSE-6-PHOSPHATE DEHYDROGENASE 6); glucose-6-phosphate 1-dehydrogenase | chr5:16328512-16331784 FORWARDvery weakly similar to (61.6)G6PD_MEDSAGlucose-6-phosphate 1-dehydrogenase, cytoplasmic isoform - Medicago sativa (Alfalfa)"	OPP.oxidative PP.G6PD	7_1_1

CUST_15090_PI403524517	2	0.028662682	-0.25113297	-0.028662682	0.06043625	0.032557487	-0.0399065	35_4350	"Cluster: Hypothetical protein OSJNBa0094J08.9; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0094J08.9 - Oryza sativa (japonica cu"	UniRef90_Q84TW8	CHR3V7|COORD:3457306..3459306| steroid hormone receptor/ transcription factor	AT3G11030.1	CHR03V5|COORD:34264315..34259168|protein expressed protein	LOC_Os03g60350.1	no descriptionmoderately similar to ( 426)AT3G11030| Symbols:  | steroid hormone receptor/ transcription factor | chr3:3457306-3459306 REVERSEDUF231	not assigned.unknown	35_2

CUST_90053_PI403524517	2	0.2759819	-0.055431366	0.15825081	-0.07895851	0.055431366	-0.14420795	35_25763	"Cluster: Hypothetical protein OSJNBa0054F02.8; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0054F02.8 - Oryza sativa (japonica cu"	UniRef90_Q67J23	"CHR5V7|COORD:26688659..26689342| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G50640.1); similar to conserved hypothetical protein [Medicago"	AT5G66800.1	CHR09V5|COORD:17349764..17351565|protein expressed protein	LOC_Os09g28520.1	"no descriptionvery weakly similar to (50.4)AT5G66800| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G50640.1); similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE80518.1); similar to Os02g0762600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001048205.1) | chr5:26688659-26689342 FORWARD"	not assigned.unknown	35_2

CUST_39549_PI403524517	2	0.077023506	-0.021652222	-0.2137661	-0.13100529	0.1434164	0.021653175	35_11374	"Cluster: Putative ankyrin; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ankyrin - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6AT64	CHR4V7|COORD:10471589..10472688| ankyrin repeat family protein	AT4G19150.1	CHR03V5|COORD:25524549..25526219|protein ankyrin repeat domain-containing protein 50, putative, expressed	LOC_Os03g45290.1	no descriptionvery weakly similar to (56.2)AT2G03430| Symbols:  | ankyrin repeat family protein | chr2:1036189-1037533 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned ANK Arp PRK12323 PRK07003	cell.organisation	31_1

CUST_9702_PI403524517	2	0.093569756	0.19094086	-0.2856655	0.21991634	-0.12738419	-0.09357071	35_2735	"Cluster: Hypothetical protein OSJNBa0053L11.42; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0053L11.42 - Oryza sativa"	UniRef90_Q6K3D6	"CHR1V7|COORD:5675918..5678679| SR45 (arginine/serine-rich 45); RNA binding"	AT1G16610.2	CHR02V5|COORD:34895759..34898034|protein expressed protein	LOC_Os02g56940.2	no descriptionnot assigned not assigned not assigned	not assigned.unknown	35_2

CUST_31256_PI403524517	2	0.40394402	0.020458698	-0.011350155	0.011350632	-0.0512743	-0.063100815	35_9021	"Cluster: Hypothetical protein P0575F10.3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0575F10.3 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6Z728	CHR3V7|COORD:22913677..22914870| similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE93513.1)	AT3G61870.1	CHR02V5|COORD:1186338..1184913|protein expressed protein	LOC_Os02g03010.1	no descriptionweakly similar to ( 102)AT3G61870| Symbols:  | similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE93513.1) | chr3:22913677-22914870 FORWARDnot assigned PRK07764 TT_ORF1	not assigned.unknown	35_2

CUST_22662_PI403524517	2	0.045928955	-0.0021972656	0.0021982193	-0.20563698	0.025191307	-0.33477116	35_6579	"Cluster: Putative tryptophanyl-tRNA synthetase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative tryptophanyl-tRNA synthetase - Oryza sativa (japonica"	UniRef90_Q5JKV2	"CHR2V7|COORD:11029002..11032236| OVA4 (OVULE ABORTION 4); ATP binding / aminoacyl-tRNA ligase"	AT2G25840.2	CHR01V5|COORD:31403127..31397014|protein tryptophanyl-tRNA synthetase, putative, expressed	LOC_Os01g54020.1	"no descriptionweakly similar to ( 193)AT2G25840| Symbols: OVA4 | OVA4 (OVULE ABORTION 4); ATP binding / aminoacyl-tRNA ligase | chr2:11029002-11032236 FORWARDnot assigned PRK00927 TrpRS_core TrpS PRK12283 Tyr_Trp_RS_core tRNA-synt_1b PRK12556 PRK12282 PRK12284"	protein.aa activation	29_1

CUST_142581_PI403524517	2	-0.059278965	0.20983982	0.05927849	-0.124979496	0.14476585	-0.33888102	35_39962	"Cluster: Putative ribosomal protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ribosomal protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8LNG5	CHR1V7|COORD:2215319..2216667| 30S ribosomal protein S18 family	AT1G07210.1	CHR10V5|COORD:18754688..18758059|protein ribosomal protein S18 containing protein, expressed	LOC_Os10g35690.1	no descriptionvery weakly similar to ( 100)AT1G07210| Symbols:  | 30S ribosomal protein S18 family | chr1:2215319-2216667 FORWARDnot assigned rpsR RpsR Ribosomal_S18 rps18	protein.synthesis.misc ribososomal protein	29_2_2

CUST_433_PI403524517	2	1.2797885	-0.3044052	-0.8368802	-0.026980877	1.7311668	0.026981354	35_113	Rep: C-hordein - Hordeum vulgare (Barley)	UniRef90_P06472	CHR4V7|COORD:17489561..17491767| hydroxyproline-rich glycoprotein family protein	AT4G37130.1	CHR09V5|COORD:16410150..16414861|protein keratin-associated protein 5-4, putative, expressed	LOC_Os09g26999.1	no descriptionPRK10263 Amelogenin Mucin	not assigned.unknown	35_2

CUST_9582_PI399408534	2	-0.0032253265	0.68239117	-0.064237595	-0.18245316	0.0032253265	0.02825737	35_49542	"Cluster: Transducin family protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Transducin family protein, putative, expressed - Oryza"	UniRef90_Q2QTH8	CHR2V7|COORD:19578172..19580016| transducin family protein / WD-40 repeat family protein	AT2G47790.1	CHR12V5|COORD:11417316..11426516|protein nucleotide binding protein, putative, expressed	LOC_Os12g19590.1	no descriptionvery weakly similar to (78.6)AT2G47790| Symbols:  | transducin family protein / WD-40 repeat family protein | chr2:19578172-19580016 REVERSEnot assigned	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_63149_PI403524517	2	-0.019922256	0.015794754	0.10293865	0.14842415	-0.42033195	-0.015795708	35_18019	Rep: Heat shock protein 101 - Oryza sativa (Rice)	UniRef90_Q6F2Y7	"CHR1V7|COORD:27940376..27943523| ATHSP101 (HEAT SHOCK PROTEIN 101); ATP binding / ATPase"	AT1G74310.1	CHR05V5|COORD:25723954..25720324|protein heat shock protein 101, putative, expressed	LOC_Os05g44340.1	" no descriptionhighly similar to ( 659)AT1G74310| Symbols: HSP101, HOT1, ATHSP101 | ATHSP101 (HEAT SHOCK PROTEIN 101); ATP binding / ATPase | chr1:27940376-27943523 REVERSEhighly similar to ( 750)HS101_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned clpA PRK10865 clpC clpA AAA_2 PRK12678 COG0714 Torsin AAA PRK07003 AAA_5 PRK07764 infB SpoVK PRK12323 Gag_spuma "	stress.abiotic.heat	20_2_1

CUST_15169_PI404877155	2	-0.072485924	0.8151517	0.072485924	0.64527845	-0.18862534	-0.50246763	Contig9031_at	GRAB2 protein [Triticum sp.]	CAA09372.1	no apical meristem (NAM) family protein	At5g39610.1	protein No apical meristem (NAM) protein, putative	Os07g48550	GRAB2 protein	RNA.regulation of transcription.NAC domain transcription factor family	27_3_27

CUST_45298_PI403524517	2	0.09774113	0.018244267	-0.018244267	0.09015751	-0.42348146	-0.22915602	35_12984	"Cluster: Callose synthase catalytic subunit-like protein; n=2; Arabidopsis thaliana|Rep: Callose synthase catalytic subunit-like protein - Arabidopsis thaliana"	UniRef90_Q9LXT9	"CHR5V7|COORD:4110680..4121205| ATGSL12 (GLUCAN SYNTHASE-LIKE 12); 1,3-beta-glucan synthase/ transferase, transferring glycosyl groups"	AT5G13000.1	CHR01V5|COORD:19607305..19591311|protein ATGSL07, putative	LOC_Os01g34890.1	" no descriptionvery weakly similar to (62.4)AT1G06490| Symbols: GSL07, ATGSL7, ATGSL07 | ATGSL07 (GLUCAN SYNTHASE-LIKE 7); 1,3-beta-glucan synthase/ transferase, transferring glycosyl groups | chr1:1978761-1989045 FORWARDnot assigned "	minor CHO metabolism.callose	3_6

CUST_101461_PI403524517	2	0.10281849	0.40648556	-0.102817535	-0.102817535	-0.19165993	0.11192417	35_28955	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_156914_PI403524517	2	0.14856815	0.22549057	-0.14856815	0.24034643	-0.26517105	-0.26328802	35_43824	Rep: H0313F03.17 protein - Oryza sativa (Rice)	UniRef90_Q25AP9	"CHR1V7|COORD:29746766..29747956| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G56020.1); similar to Os02g0165500 [Oryza sativa (japonica"	AT1G79060.1	CHR04V5|COORD:31216897..31215878|protein conserved hypothetical protein	LOC_Os04g52800.1	"no descriptionvery weakly similar to (56.6)AT1G79060| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G56020.1); similar to Os02g0165500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001045997.1); similar to hypothetical protein LOC_Os12g41660 [Oryza sativa (japonica cultivar-group)] (GB:ABA99365.1); similar to Os06g0675200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001058344.1) | chr1:29746766-29747956 FORWARD"	not assigned.unknown	35_2

CUST_106333_PI403524517	2	-0.0016708374	-0.053193092	-0.082821846	0.015877724	0.026317596	0.0016717911	35_30265	"Cluster: PREDICTED: hypothetical protein; n=1; Strongylocentrotus purpuratus|Rep: PREDICTED: hypothetical protein - Strongylocentrotus purpuratus"	UniRef90_UPI0000E47654	CHR1V7|COORD:25812961..25813793| AGP19/ATAGP19 (ARABINOGALACTAN-PROTEIN 19)	AT1G68725.1	CHR09V5|COORD:11335336..11331584|protein transposon protein, putative, CACTA, En/Spm sub-class	LOC_Os09g18490.1	no description	not assigned.unknown	35_2

CUST_81268_PI403524517	2	-0.109479904	0.42512512	0.28455448	-0.10807228	0.013393402	-0.013393402	35_23311	Rep: OSJNBb0003B01.9 protein - Oryza sativa (Rice)	UniRef90_Q7XPH4	"CHR2V7|COORD:9362070..9364038| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G56180.1); similar to Os04g0639300 [Oryza sativa (japonica"	AT2G21960.1	CHR04V5|COORD:32266490..32263959|protein expressed protein	LOC_Os04g54640.2	"no descriptionweakly similar to ( 156)AT2G21960| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G56180.1); similar to Os04g0639300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001054033.1); similar to OSJNBb0003B01.9 [Oryza sativa (japonica cultivar-group)] (GB:CAE03618.3); similar to unnamed protein product [Ostreococcus tauri] (GB:CAL58559.1) | chr2:9362070-9364038 FORWARD"	not assigned.unknown	35_2

CUST_12003_PI403524517	2	0.027965546	0.29374123	-0.027965546	-0.038668633	-0.099261284	0.24014854	35_3414	"Cluster: Hypothetical protein P0516G10.27; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0516G10.27 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6Z7S0	"CHR1V7|COORD:29824069..29837702| similar to CIP1 (COP1-INTERACTIVE PROTEIN 1) [Arabidopsis thaliana] (TAIR:AT5G41790.1); similar to Os02g0741500 [Oryza sativa"	AT1G79280.1	CHR02V5|COORD:31017324..31003292|protein expressed protein	LOC_Os02g50790.2	no descriptionnot assigned not assigned	not assigned.unknown	35_2

CUST_47300_PI403524517	2	0.22518921	0.16533566	0.01166153	-0.011661053	-0.11810446	-0.27360582	35_13541	Rep: OSIGBa0106G07.11 protein - Oryza sativa (Rice)	UniRef90_Q01IX3	CHR1V7|COORD:9039777..9042860| protein kinase	AT1G26150.1	CHR04V5|COORD:23607513..23609887|protein sel1-like repeat, putative, expressed	LOC_Os04g40030.1	no descriptionnot assigned not assigned not assigned not assigned not assigned PRK07003 PRK12323 Atrophin-1	not assigned.unknown	35_2

CUST_131370_PI403524517	2	-0.12116146	0.1737032	0.024938583	-0.28011894	0.001543045	-0.0015420914	35_36896	"Cluster: Putative outer arm dynein intermediate chain 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative outer arm dynein intermediate chain 1 - Oryza"	UniRef90_Q6Z7E5	CHR1V7|COORD:5968620..5969773| nucleoside diphosphate kinase family protein	AT1G17410.1	CHR02V5|COORD:21447248..21450023|protein nucleoside diphosphate kinase, putative, expressed	LOC_Os02g35700.1	no descriptionweakly similar to ( 144)AT1G17410| Symbols:  | nucleoside diphosphate kinase family protein | chr1:5968620-5969773 REVERSEvery weakly similar to (69.3)NDK1_SPIOLNucleoside diphosphate kinase 1 - Spinacia oleracea (Spinach)not assigned NDPk5 NDK NDPk_I NDPk Ndk NDPk6 ndk NDPk7A NDPk_TX NDK NDPk7B	nucleotide metabolism.phosphotransfer and pyrophosphatases.nucleoside diphosphate kinase	23_4_10

CUST_18980_PI404877155	2	0.13445187	0.04410076	-0.044101715	-0.050442696	-0.21124268	0.14379501	HY03J09u_at	0	0	0	0	0	0	domain protein 113	RNA.regulation of transcription.SET-domain transcriptional regulator family	27_3_69

CUST_165887_PI403524517	2	0.11221552	0.2479248	0.34169865	-0.16881561	-0.112215996	-0.16908836	35_46219	Rep: Centrin - Oryza sativa (japonica cultivar-group)	UniRef90_Q9AYE7	CHR4V7|COORD:17444415..17445374| caltractin, putative / centrin, putative	AT4G37010.1	CHR10V5|COORD:12542703..12539503|protein caltractin, putative, expressed	LOC_Os10g25010.1	no description	not assigned.unknown	35_2

CUST_24349_PI403524517	2	-0.034622192	0.03465557	0.02627182	-0.0036716461	-0.04655552	0.0036706924	35_7066	"Cluster: Hypothetical protein P0711F01.28; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0711F01.28 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6K562	"CHR4V7|COORD:8090846..8092342| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G43320.2); similar to Os09g0359900 [Oryza sativa (japonica"	AT4G14000.1	CHR09V5|COORD:11706234..11709472|protein expressed protein	LOC_Os09g19570.1	"no descriptionmoderately similar to ( 295)AT4G14000| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G43320.2); similar to Os09g0359900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001062976.1); similar to H0425E08.4 [Oryza sativa (indica cultivar-group)] (GB:CAH67536.1); contains domain no description (G3D.3.40.50.150); contains domain S-adenosyl-L-methionine-dependent methyltransferases (SSF53335); contains domain UNCHARACTERIZED (PTHR21095); contains domain UNCHARACTERIZED (PTHR21095:SF5) | chr4:8090846-8092342 FORWARDnot assigned"	not assigned.unknown	35_2

CUST_61920_PI403524517	2	0.01215744	-0.40017414	-0.1251173	0.0245018	0.038039207	-0.01215744	35_17665	Rep: OSIGBa0113I13.2 protein - Oryza sativa (Rice)	UniRef90_Q01KE5	CHR1V7|COORD:19131983..19135800| mannosyl-oligosaccharide 1,2-alpha-mannosidase, putative	AT1G51590.1	CHR04V5|COORD:30409291..30402082|protein mannosyl-oligosaccharide 1,2-alpha-mannosidase IA, putative, expressed	LOC_Os04g51690.1	 no descriptionhighly similar to ( 610)AT1G51590| Symbols:  | calcium ion binding / mannosyl-oligosaccharide 1,2-alpha-mannosidase | chr1:19131983-19135074 REVERSEnot assigned not assigned not assigned not assigned Glyco_hydro_47 	misc.gluco-, galacto- and mannosidases	26_3

CUST_2702_PI403524517	2	0.01299572	-0.03976631	0.023301125	-0.06407261	-8.573532E-4	8.583069E-4	35_739	"Cluster: Glutathione transferase F1; n=3; Triticeae|Rep: Glutathione transferase F1 - Triticum aestivum (Wheat)"	UniRef90_Q8GTB7	"CHR3V7|COORD:23228401..23229222| ATGSTF13 (Arabidopsis thaliana Glutathione S-transferase (class phi) 13); glutathione transferase"	AT3G62760.1	CHR01V5|COORD:32478964..32474900|protein glutathione S-transferase GSTF2, putative, expressed	LOC_Os01g55830.1	"no descriptionweakly similar to ( 180)AT3G62760| Symbols: ATGSTF13 | ATGSTF13 (Arabidopsis thaliana Glutathione S-transferase (class phi) 13); glutathione transferase | chr3:23228401-23229222 REVERSEmoderately similar to ( 359)GSTF1_MAIZEGlutathione S-transferase 1 - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned GST_C_Phi GST_N_Phi Gst GST_N_GTT1_like GST_N_family GST_N GST_N_4 GST_N_Ure2p_like GST_C GST_N_Zeta GST_N_Theta GST_N_Beta GST_N_2 GST_C_family GST_N_GTT2_like GST_N_Delta_Epsilon GST_C_EFB1gamma GST_C_1 PRK11752 GST_N_EF1Bgamma GST_C_Ure2p_like"	misc.glutathione S transferases	26_9

CUST_153712_PI403524517	2	-6.2561035E-4	0.17906666	-0.40165615	0.027065277	-0.78982925	6.2561035E-4	35_42960	Rep: AT3g18370/MYF24_8 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q93ZM0	CHR3V7|COORD:6306368..6310262| C2 domain-containing protein	AT3G18370.1	CHR01V5|COORD:1594288..1601412|protein C2 domain containing protein, expressed	LOC_Os01g03820.1	no descriptionmoderately similar to ( 216)AT3G18370| Symbols:  | C2 domain-containing protein | chr3:6306368-6310262 FORWARDCOG5038	not assigned.no ontology.C2 domain-containing protein	35_1_19

CUST_84264_PI403524517	2	-0.004436493	-0.14723873	0.04024315	0.018777847	-0.07137394	0.004436493	35_24146	"Cluster: Hypothetical protein OSJNBb0035N08.29; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0035N08.29 - Oryza sativa (japonica"	UniRef90_Q6H526	"CHR3V7|COORD:21759539..21760573| similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:BAD86968.1); contains domain"	AT3G58800.1	CHR02V5|COORD:7321447..7324810|protein expressed protein	LOC_Os02g13650.2	"no descriptionweakly similar to ( 180)AT3G58800| Symbols:  | similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:BAD86968.1); contains domain alpha/beta-Hydrolases (SSF53474) | chr3:21759539-21760573 FORWARD"	cell wall.cell wall proteins	10_5

CUST_19752_PI404877155	2	0.1434021	0.20985413	0.014778137	-0.20178413	-0.29245186	-0.014778137	X74365_at	0	0	0	0	0	0	subunit 9 of mitochondrial F0-ATPase	mitochondrial electron transport / ATP synthesis.F1-ATPase	9_9

CUST_7342_PI404877155	2	-0.64871264	-0.22347021	-0.11771679	0.25605297	0.64004993	0.11771679	Contig21417_at	putative receptor protein kinase [Oryza sativa (japonica cultivar-group)]	BAB64771.1	protein kinase family protein	At4g26540.1	protein Leucine Rich Repeat, putative	Os01g07560	NONE	signalling.receptor kinases.leucine rich repeat XI	30_2_11

CUST_43518_PI403524517	2	0.28324413	-0.12132645	0.43335152	-0.016175747	0.016176224	-0.18657446	35_12492	"Cluster: Hypothetical protein OSJNBb0076N15.15; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0076N15.15 - Oryza sativa (japonica"	UniRef90_Q8H7K9	"CHR3V7|COORD:4696122..4697996| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G19610.1); similar to Os09g0516700 [Oryza sativa (japonica"	AT3G14170.1	CHR03V5|COORD:4266452..4270963|protein expressed protein	LOC_Os03g08390.1	no descriptionDUF936	not assigned.unknown	35_2

CUST_150940_PI403524517	2	-0.10239029	1.2911096	0.35309362	0.08845854	-0.22444391	-0.08845854	35_42217	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_117914_PI403524517	2	-0.19373941	-0.7243056	0.05128002	0.13859081	0.013810158	-0.013810158	35_33400	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_8192_PI403524517	2	-0.0400486	0.7876787	0.09156513	-0.1778574	-0.082427025	0.040049553	35_2286	"Cluster: Splicing factor-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Splicing factor-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8LHF3	CHR4V7|COORD:432186..433727| ubiquitin family protein	AT4G01000.1	CHR01V5|COORD:28407240..28410235|protein expressed protein	LOC_Os01g48930.1	no descriptionweakly similar to ( 150)AT4G01000| Symbols:  | ubiquitin family protein | chr4:432186-433727 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07003 PRK07764 Atrophin-1 GRASP55_65 Pneumo_att_G TFIIF_alpha HPC2 PRK05648 Herpes_BLLF1 PRK08853 Tymo_45kd_70kd	protein.degradation.ubiquitin.ubiquitin	29_5_11_1

CUST_132_PI399407379	2	-1.7890599	-1.0398002	0.5004425	0.25903034	-0.25903034	1.2353029	HvABI3b									

CUST_137234_PI403524517	2	-0.13626528	0.6981716	0.30919266	0.13626528	-0.67812634	-0.29828882	35_38485	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_95569_PI403524517	2	0.014816284	-0.083844185	0.030532837	-0.014816284	0.09209061	-0.06931591	35_27313	"Cluster: Os02g0265700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os02g0265700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E274	0	0	CHR02V5|COORD:9486435..9494273|protein expressed protein	LOC_Os02g16600.2	no description	not assigned.unknown	35_2

CUST_157947_PI403524517	2	-0.39652824	0.4578576	0.17576885	0.2220335	-0.17576885	-0.22157717	35_44095	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_17317_PI403524517	2	-0.008590698	0.07245445	-0.025540352	-0.08780098	0.11303997	0.008590698	35_5004	"Cluster: Putative dis1-suppressing protein kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative dis1-suppressing protein kinase - Oryza sativa (jap"	UniRef90_Q69ML8	CHR2V7|COORD:7633600..7635706| protein kinase family protein	AT2G17530.1	CHR09V5|COORD:21884141..21880614|protein serine/threonine-protein kinase SRPK1, putative, expressed	LOC_Os09g37949.1	no descriptionhighly similar to ( 583)AT2G17530| Symbols:  | protein kinase family protein | chr2:7633600-7635461 FORWARDvery weakly similar to (63.5)G11A_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase SPS1 TyrKc Pkinase_Tyr PTKc	protein.postranslational modification	29_4

CUST_140138_PI403524517	2	0.20891476	-0.014913559	-0.13283014	0.014913559	0.20933437	-0.09228563	35_39298	Rep: Putative oxidase - Oryza sativa (Rice)	UniRef90_Q8W5P8	CHR3V7|COORD:8382867..8386031| alcohol oxidase-related	AT3G23410.1	CHR10V5|COORD:17355571..17353161|protein alcohol oxidase, putative, expressed	LOC_Os10g33540.1	no descriptionmoderately similar to ( 255)AT3G23410| Symbols:  | alcohol oxidase-related | chr3:8382867-8386031 FORWARDGMC_oxred_N BetA	not assigned.no ontology	35_1

CUST_98548_PI403524517	2	0.32367706	-0.2252655	-0.22694683	0.21572495	0.097073555	-0.09707451	35_28134	0	0	CHR1V7|COORD:24733543..24735807| senescence-associated family protein	AT1G66330.1	CHR05V5|COORD:2764068..2770016|protein ATA15 protein, putative, expressed	LOC_Os05g05600.6	no descriptionmoderately similar to ( 225)AT1G66330| Symbols:  | senescence-associated family protein | chr1:24733543-24735807 REVERSE	development.unspecified	33_99

CUST_35444_PI403524517	2	0.16211891	-0.005757332	0.01597023	-0.3256197	-0.52560234	0.0057582855	35_10221	"Cluster: Os03g0213400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os03g0213400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DU12	CHR5V7|COORD:24607225..24620537| DEAD box RNA helicase, putative	AT5G61140.1	CHR03V5|COORD:5910488..5899030|protein activating signal cointegrator 1 complex subunit 3, putative, expressed	LOC_Os03g11470.1	 no descriptionhighly similar to ( 594)AT5G61140| Symbols:  | DEAD box RNA helicase, putative | chr5:24607225-24620537 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned COG1204 PRK01172 PRK00254 PRK02362 Lhr COG4581 COG1202 DEXDc DEAD COG1205 DEXHc DEXDc PRK09751 SrmB SSL2 	DNA.synthesis/chromatin structure	28_1

CUST_51310_PI403524517	2	0.12912941	0.2754221	0.06853771	-0.09923649	-0.06853676	-0.09544468	35_14626	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_19847_PI403524517	2	-0.18690872	0.2873025	0.1869092	-0.2724352	-1.196177	0.6174941	35_5757	"Cluster: Os09g0365900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os09g0365900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J296	CHR4V7|COORD:18479097..18481178| L-ascorbate oxidase, putative	AT4G39830.1	CHR09V5|COORD:12034267..12028987|protein L-ascorbate oxidase precursor, putative, expressed	LOC_Os09g20090.1	 no descriptionmoderately similar to ( 261)AT4G39830| Symbols:  | L-ascorbate oxidase, putative | chr4:18479097-18481178 FORWARDmoderately similar to ( 241)ASO_CUCSAL-ascorbate oxidase precursor - Cucumis sativus (Cucumber)not assigned not assigned Cu-oxidase_2 SufI 	secondary metabolism.simple phenols	16_10

CUST_59556_PI403524517	2	0.0493412	0.3594408	-0.083631516	-0.018017769	-0.04311943	0.018016815	35_16980	Rep: Pathogen induced protein 2-4 - Hordeum vulgare (Barley)	UniRef90_Q84QC5	CHR2V7|COORD:9255829..9257066| RD2 (RESPONSIVE TO DESSICATION 2)	AT2G21620.1	CHR02V5|COORD:29107571..29111301|protein pathogen induced protein 2-4, putative, expressed	LOC_Os02g47650.1	no descriptionmoderately similar to ( 241)AT2G21620| Symbols: RD2 | RD2 (RESPONSIVE TO DESSICATION 2) | chr2:9255829-9257066 FORWARDUSP_Like Usp UspA KdpD	stress.abiotic.unspecified	20_2_99

CUST_8306_PI404877155	2	-0.06186104	-0.005068779	0.005068779	0.1264677	-0.023415565	0.18900394	Contig24596_at	0	BAD10378.1	p300/CBP acetyltransferase-related protein 2 (PCAT2)	At1g79000.1	protein expressed protein	Os02g04490	"PCAT2;p300/CBP acetyltransferase-related protein 2 (PCAT2), contains Pfam domains PF02135: TAZ zinc finger and PF00569: Zinc finger, ZZ type; identical to cDNA p300/CBP acetyltransferase-related protein 2  GI:12597460"	RNA.regulation of transcription.Histone acetyltransferases	27_3_54

CUST_8605_PI403524517	2	0.115698814	0.035593033	0.12100124	-0.26379967	-0.0448761	-0.035593033	35_2411	"Cluster: Os03g0222600 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os03g0222600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DTV5	"CHR2V7|COORD:14152060..14153450| RD20 (RESPONSIVE TO DESSICATION 20); calcium ion binding"	AT2G33380.1	CHR03V5|COORD:6397018..6399816|protein caleosin, putative, expressed	LOC_Os03g12230.1	"no descriptionmoderately similar to ( 243)AT2G33380| Symbols: RD20 | RD20 (RESPONSIVE TO DESSICATION 20); calcium ion binding | chr2:14152060-14153450 REVERSECaleosin"	development.unspecified	33_99

CUST_59989_PI403524517	2	0.09328365	0.06041813	-0.0136909485	-0.09670544	-0.015753746	0.0136909485	35_17100	"Cluster: Dihydrodipicolinate synthase 1, chloroplast precursor; n=1; Triticum aestivum|Rep: Dihydrodipicolinate synthase 1, chloroplast precursor - Triticum aes"	UniRef90_P24846	"CHR2V7|COORD:18738368..18739941| DHDPS2 (DIHYDRODIPICOLINATE SYNTHASE); dihydrodipicolinate synthase"	AT2G45440.1	CHR04V5|COORD:10037029..10040474|protein dihydrodipicolinate synthase 2, chloroplast precursor, putative, expressed	LOC_Os04g18200.1	" no descriptionhighly similar to ( 503)AT2G45440| Symbols: DHDPS2 | DHDPS2 (DIHYDRODIPICOLINATE SYNTHASE); dihydrodipicolinate synthase | chr2:18738368-18739941 FORWARDhighly similar to ( 661)DAPA1_WHEATDihydrodipicolinate synthase 1, chloroplast precursor - Triticum aestivum (Wheat)DHDPS DHDPS PRK03170 DHDPS-like DapA NAL PRK04147 KDG_aldolase PRK03620 KDGDH CHBPH_aldolase "	amino acid metabolism.synthesis.aspartate family.lysine	13_1_3_5

CUST_159975_PI403524517	2	-0.058897972	0.039998055	0.02041912	-0.01832819	-0.4576645	0.01832819	35_44647	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_83184_PI403524517	2	0.06850433	-1.125329	-0.10579872	-0.0049991608	0.04975128	0.0049991608	35_23848	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_114983_PI403524517	2	0.2187891	-1.0710344	-0.15734482	0.14445591	0.030578613	-0.03057766	35_32625	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_11052_PI399408534	2	-0.020567417	0.020567894	0.22332096	0.093091965	-0.23091555	-0.16489649	35_11327	"Cluster: Nuclear protein-like; n=1; Arabidopsis thaliana|Rep: Nuclear protein-like - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9FMF9	CHR5V7|COORD:25724135..25727944| splicing factor, putative	AT5G64270.1	CHR02V5|COORD:2545982..2551238|protein splicing factor 3B subunit 1, putative, expressed	LOC_Os02g05310.4	 no descriptionmoderately similar to ( 226)AT5G64270| Symbols:  | splicing factor, putative | chr5:25724135-25727944 FORWARDnot assigned not assigned SF3b1 	RNA.processing.splicing	27_1_1

CUST_158667_PI403524517	2	-0.08670664	-0.77667713	0.11360884	0.086707115	-0.27190256	0.11360884	35_44291	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_165788_PI403524517	2	0.12969112	0.24984169	0.12033558	-0.39374447	-0.57678604	-0.120334625	35_46193	"Cluster: Os01g0898800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0898800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JGW8		0	0	0	no description	not assigned.unknown	35_2

CUST_21113_PI403524517	2	0.119000435	-0.70547295	-0.012904167	0.012904167	-0.035912514	0.15211773	35_6128	Rep: Plastid division protein FtsZ - Oryza sativa (Rice)	UniRef90_Q94F85	"CHR5V7|COORD:22437966..22439753| FTSZ1-1 (FtsZ1-1); structural molecule"	AT5G55280.1	CHR04V5|COORD:33747684..33744604|protein cell division protein ftsZ homolog, chloroplast precursor, putative, expressed	LOC_Os04g56970.2	" no descriptionmoderately similar to ( 476)AT5G55280| Symbols: ATFTSZ1-1, CPFTSZ, FTSZ1-1 | FTSZ1-1 (FtsZ1-1); structural molecule | chr5:22437966-22439753 REVERSEFtsZ_type1 PRK09330 FtsZ PRK13018 FtsZ Tubulin_FtsZ Tubulin FtsZ_type2 Tubulin_C "	cell.division	31_2

CUST_172223_PI403524517	2	-0.21725416	0.113580704	-0.11358118	0.30813265	-0.13356209	0.1857605	35_47973	"Cluster: Serine/threonine-protein phosphatase PP2A-4 catalytic subunit; n=2; Oryza sativa|Rep: Serine/threonine-protein phosphatase PP2A-4 catalytic subunit - O"	UniRef90_Q9SBW3	"CHR3V7|COORD:21646480..21649888| PP2A-3 (PROTEIN PHOSPHATASE 2A-3); protein phosphatase type 2A"	AT3G58500.1	CHR03V5|COORD:33560844..33565477|protein OsPP2Ac-2 - Phosphatase 2A isoform 2 belonging to family 2, expressed	LOC_Os03g59060.2	" no descriptionweakly similar to ( 185)AT3G58500| Symbols: EP7, PP2A-3 | PP2A-3 (PROTEIN PHOSPHATASE 2A-3); protein phosphatase type 2A | chr3:21646480-21649888 REVERSEweakly similar to ( 187)PP2A2_ORYSAnot assigned not assigned not assigned not assigned not assigned PP2Ac PP2Ac "	protein.postranslational modification	29_4

CUST_3340_PI399408534	2	0.08006859	0.28528166	0.1305852	-0.080069065	-0.11266041	-0.08880901	35_36056	"Cluster: Helicase associated domain family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Helicase associated domain family protein, expre"	UniRef90_Q2R6C2	CHR1V7|COORD:9715602..9720333| RNA helicase, putative	AT1G27900.1	CHR11V5|COORD:11886409..11902562|protein pre-mRNA-splicing factor ATP-dependent RNA helicase F56D2.6, putative, expressed	LOC_Os11g20554.1	 no descriptionvery weakly similar to (82.4)AT1G27900| Symbols:  | RNA helicase, putative | chr1:9715602-9720333 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned HrpA 	RNA.processing.RNA helicase	27_1_2

CUST_60969_PI403524517	2	0.03017044	0.014159203	0.06483936	-0.014160156	-0.067183495	-0.027306557	35_17389	Rep: H0805A05.15 protein - Oryza sativa (Rice)	UniRef90_Q01IF5	CHR3V7|COORD:10088597..10090314| PUX1 (PLANT UBX DOMAIN-CONTAINING PROTEIN 1)	AT3G27310.1	CHR04V5|COORD:24034213..24038366|protein expressed protein	LOC_Os04g40870.1	no descriptionweakly similar to ( 174)AT3G27310| Symbols: PUX1 | PUX1 (PLANT UBX DOMAIN-CONTAINING PROTEIN 1) | chr3:10088597-10090314 REVERSE	not assigned.unknown	35_2

CUST_79492_PI403524517	2	-0.17851591	0.072291374	-0.048951626	0.04607439	-0.046073914	0.07448244	35_22802	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_21044_PI403524517	2	-0.17273426	-0.26863956	0.108631134	-0.010533333	0.12184906	0.010533333	35_6108	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10RZ6	CHR4V7|COORD:9965799..9966790| binding	AT4G17940.1	CHR03V5|COORD:2227941..2229831|protein expressed protein	LOC_Os03g04710.1	"no descriptionvery weakly similar to (99.4)AT5G20190| Symbols:  | similar to binding [Arabidopsis thaliana] (TAIR:AT1G80130.1); similar to Os06g0606700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001058025.1); similar to Tetratricopeptide-like helical [Medicago truncatula] (GB:ABE92034.1); contains InterPro domain Tetratricopeptide region; (InterPro:IPR013026) | chr5:6814095-6815173 FORWARD"	not assigned.unknown	35_2

CUST_12584_PI403524517	2	-0.062113285	0.28203487	-0.022786617	0.1599741	-0.115036964	0.022786617	35_3596	"Cluster: Smr domain-containing protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Smr domain-containing protein-like - Oryza sativa (japonica cultiv"	UniRef90_Q69K57	"CHR2V7|COORD:11195221..11197657| CID7; ATP binding / damaged DNA binding"	AT2G26280.1	CHR06V5|COORD:5040240..5035117|protein smr domain containing protein, expressed	LOC_Os06g09890.2	"no descriptionmoderately similar to ( 387)AT2G26280| Symbols: CID7 | CID7; ATP binding / damaged DNA binding | chr2:11195221-11197657 REVERSEnot assigned not assigned DUF1771 SMR PRK07764"	DNA.synthesis/chromatin structure	28_1

CUST_151160_PI403524517	2	0.095199585	-0.0280056	0.028004646	-0.07929897	0.27057838	-0.05546856	35_42275	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10QK0	CHR3V7|COORD:7959861..7961893| hydroxyproline-rich glycoprotein family protein	AT3G22440.1	CHR03V5|COORD:4845856..4841301|protein ABI3-interacting protein 2, putative, expressed	LOC_Os03g09310.1	no descriptionvery weakly similar to (58.5)AT3G22440| Symbols:  | hydroxyproline-rich glycoprotein family protein | chr3:7959861-7961893 FORWARDFrigida	cell wall.cell wall proteins.HRGP	10_5_4

CUST_5680_PI403524517	2	-0.026686668	0.21942043	0.04107952	0.026686668	-0.07506943	-0.05243683	35_1570	Rep: SGT1 - Hordeum vulgare (Barley)	UniRef90_Q8W516	"CHR4V7|COORD:12300025..12302503| SGT1A (Suppressor of G2 (Two) 1A); binding"	AT4G23570.2	CHR01V5|COORD:25264513..25269752|protein suppressor of G2 allele of SKP1, putative, expressed	LOC_Os01g43540.1	"no descriptionmoderately similar to ( 427)AT4G23570| Symbols: SGT1A | SGT1A (Suppressor of G2 (Two) 1A); binding | chr4:12300025-12302503 FORWARDvery weakly similar to (67.4)STIP_SOYBNHeat shock protein STI - Glycine max (Soybean)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned SGT1 SGS p23 CS TPR"	protein.postranslational modification	29_4

CUST_68571_PI403524517	2	-0.2480259	-0.006504059	0.077329636	0.006504059	-0.17467403	0.15277576	35_19615	"Cluster: Hypothetical protein B1793G04.5; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1793G04.5 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q5JJJ8	"CHR3V7|COORD:10046695..10048459| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G40860.1); similar to Os04g0380200 [Oryza sativa (japonica"	AT3G27210.1	CHR01V5|COORD:40494589..40497102|protein expressed protein	LOC_Os01g69100.1	"no descriptionvery weakly similar to (79.0)AT3G01860| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G27210.1); similar to Os04g0380200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001052596.1); similar to OSJNBb0089B03.11 [Oryza sativa (japonica cultivar-group)] (GB:CAE03997.1); similar to Os01g0920100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001045217.1) | chr3:303774-304336 FORWARD"	not assigned.unknown	35_2

CUST_28631_PI403524517	2	0.04540348	0.6317005	-0.019320488	-0.1796627	-0.025911331	0.019319534	35_8272	"Cluster: Hypothetical protein OSJNBa0059G06.13; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0059G06.13 - Oryza sativa (japonica"	UniRef90_Q84M82	"CHR1V7|COORD:24150819..24152036| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G38060.1); similar to unknown protein [Oryza sativa (japonica"	AT1G65000.1	CHR03V5|COORD:36132837..36132339|protein expressed protein	LOC_Os03g64060.1	"no descriptionweakly similar to ( 135)AT1G65000| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G38060.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAP21387.1) | chr1:24150819-24152036 FORWARDnot assigned"	not assigned.unknown	35_2

CUST_27269_PI399408534	2	0.07426262	0.6545067	-0.2180562	0.16021156	-0.32780027	-0.07426262	35_44064	"Cluster: Hypothetical protein P0015C02.3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0015C02.3 - Oryza sativa (japonica"	UniRef90_Q6ATX3	CHR5V7|COORD:18611307..18614448| leucine-rich repeat transmembrane protein kinase, putative	AT5G45840.1	CHR05V5|COORD:23034091..23029470|protein ATP binding protein, putative, expressed	LOC_Os05g39410.3	 no descriptionweakly similar to ( 146)AT5G45840| Symbols:  | leucine-rich repeat transmembrane protein kinase, putative | chr5:18611307-18614448 REVERSEvery weakly similar to (57.4)NORK_MEDTRNodulation receptor kinase precursor - Medicago truncatula (Barrel medic)not assigned not assigned not assigned TyrKc Pkinase_Tyr PTKc 	signalling.receptor kinases.DUF 26	30_2_17

CUST_106060_PI403524517	2	0.3343258	0.012628555	-0.06862068	0.14138412	-0.025241852	-0.012628555	35_30193	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_13255_PI399408534	2	0.28080082	-0.36960793	-0.058626175	0.027163506	0.22916508	-0.027163506	35_8776	"Cluster: SCARECROW; n=3; Oryza sativa (japonica cultivar-group)|Rep: SCARECROW - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6L5Z0	"CHR3V7|COORD:20081528..20083603| SCR (SCARECROW); transcription factor"	AT3G54220.1	CHR11V5|COORD:1118747..1122351|protein DELLA protein GAIP-B, putative, expressed	LOC_Os11g03110.1	" no descriptionmoderately similar to ( 294)AT3G54220| Symbols: SGR1, SCR | SCR (SCARECROW); transcription factor | chr3:20081528-20083603 FORWARDweakly similar to ( 129)GAI_GOSHIDELLA protein GAI - Gossypium hirsutum (Upland cotton) (Gossypium mexicanum)not assigned GRAS "	RNA.regulation of transcription.GRAS transcription factor family	27_3_21

CUST_177849_PI403524517	2	0.06069565	-0.10342789	-0.13116837	-0.039274216	0.039274216	0.06451321	35_49467	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_78072_PI403524517	2	-0.022474289	0.12147713	0.022474289	-0.07346153	-0.28212738	0.17945671	35_22381	"Cluster: Os03g0758600 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os03g0758600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DNE0	0	0	CHR03V5|COORD:31317009..31320400|protein expressed protein	LOC_Os03g55130.2	no description	not assigned.unknown	35_2

CUST_50405_PI403524517	2	0.026064873	-0.012378693	0.012379646	-0.0508976	0.16061592	-0.21269608	35_14390	Rep: Ribosomal protein L3-A2-II - Triticum aestivum (Wheat)	UniRef90_A1YE28	"CHR1V7|COORD:16269432..16271071| ARP1 (ARABIDOPSIS RIBOSOMAL PROTEIN 1); structural constituent of ribosome"	AT1G43170.3	CHR12V5|COORD:3428223..3430787|protein 60S ribosomal protein L3, putative, expressed	LOC_Os12g07010.1	 no descriptionmoderately similar to ( 279)AT1G43170| Symbols: EMB2207, RPL3A | ARP1 (ARABIDOPSIS RIBOSOMAL PROTEIN 1) | chr1:16269959-16271071 FORWARDmoderately similar to ( 298)RL3_ORYSAnot assigned rpl3p Ribosomal_L3 	protein.synthesis.misc ribososomal protein	29_2_2

CUST_111744_PI403524517	2	0.17252016	-0.2251029	-0.054739	0.15087461	0.054739	-0.11910772	35_31725	Rep: Hypothetical protein - Ustilago maydis (Smut fungus)	UniRef90_Q4P2X8	"CHR5V7|COORD:16265739..16267679| PBB2 (20S proteasome beta subunit B 2); peptidase"	AT5G40580.1	CHR05V5|COORD:5313077..5316256|protein proteasome subunit beta type 7-A precursor, putative, expressed	LOC_Os05g09490.1	"no descriptionweakly similar to ( 173)AT5G40580| Symbols: PBB2 | PBB2 (20S proteasome beta subunit B 2); peptidase | chr5:16265739-16267679 REVERSEvery weakly similar to (65.9)PSB6_TOBACProteasome subunit beta type-6 precursor - Nicotiana tabacum (Common tobacco)not assigned not assigned not assigned not assigned proteasome_beta_type_7 proteasome_beta proteasome_protease_HslV PRE1 Proteasome proteasome_beta_type_6 Ntn_hydrolase proteasome_beta_archeal proteasome_beta_type_5 proteasome_alpha"	protein.degradation.ubiquitin.proteasom	29_5_11_20

CUST_1843_PI403524517	2	-0.017828941	0.13919544	-0.22215748	0.017829895	-0.6584368	0.48343563	35_488	"Cluster: Metallothioneine type2; n=1; Hordeum vulgare subsp. vulgare|Rep: Metallothioneine type2 - Hordeum vulgare var. distichum (Two-rowed barley)"	UniRef90_Q8GTD0	0	0	CHR01V5|COORD:43373803..43374809|protein metallothionein-like protein type 2, putative, expressed	LOC_Os01g74300.1	no description	not assigned.unknown	35_2

CUST_14626_PI399408534	2	-0.30520248	-0.017875671	0.1390028	0.45111084	0.017875671	-0.13270235	35_30319	"Cluster: Serine/threonine kinase-like protein; n=3; Arabidopsis thaliana|Rep: Serine/threonine kinase-like protein - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_O81906	"CHR4V7|COORD:11394469..11397485| B120; protein kinase/ sugar binding"	AT4G21390.1	CHR04V5|COORD:32062384..32059084|protein serine/threonine-protein kinase receptor precursor, putative, expressed	LOC_Os04g54190.1	"no descriptionweakly similar to ( 163)AT4G21390| Symbols: B120 | B120; protein kinase/ sugar binding | chr4:11394469-11397485 REVERSEweakly similar to ( 102)PSKR_DAUCAPhytosulfokine receptor precursor - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TyrKc Pkinase_Tyr PTKc Pkinase S_TKc S_TKc PTKc_Trk PTKc_EGFR_like PTKc_EphR PTKc_Srm_Brk PTKc_Ror PTKc_Syk_like PTKc_Jak_rpt2 PTKc_Src_like PTKc_TrkA PTKc_TrkB PTKc_Fes_like PTKc_Itk PTKc_Csk_like PTKc_Frk_like PTKc_ALK_LTK PTKc_EphR_B PTKc_Tec_like PTKc_TrkC PTK_Jak2_Jak3_rpt1 PTKc_Axl_like PTKc_Musk PTKc_EphR_A2 PTKc_Lck_Blk PTKc_EphR_A PTKc_EphR_A10 PTKc_Jak2_Jak3_rpt2 PTKc_DDR PTKc_c-ros SPS1 PTKc_Tie2 PTKc_Ror1 PTKc_Tec_Rlk PTKc_Ror2 PTKc_DDR_like PTKc_Btk_Bmx PTKc_Abl PTKc_InsR_like PTKc_Lyn PTKc_DDR1 PTKc_Ack_like PTKc_Tyk2_rpt2 PTK_CCK4 PTKc_HER4 PTK_Jak_rpt1 PTKc_Fer"	signalling.receptor kinases.DUF 26	30_2_17

CUST_27127_PI403524517	2	0.48156166	0.5755863	6.5612793E-4	-6.5660477E-4	-0.18950701	-0.055589676	35_7855	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_52_PI399407379	2	0.29441166	-0.31962442	0.12558222	-0.04767275	0.047673225	-0.2729411	HvRR23									

CUST_45042_PI403524517	2	0.1139164	-0.12519455	0.055272102	-0.055273056	0.07848549	-0.26535463	35_12913	Rep: Putative proline-rich protein - Oryza sativa (Rice)	UniRef90_Q9AUJ9	CHR3V7|COORD:5556934..5558357| GDSL-motif lipase/hydrolase family protein	AT3G16370.1	CHR03V5|COORD:27201111..27205741|protein anther-specific proline-rich protein APG precursor, putative, expressed	LOC_Os03g47940.1	 no descriptionweakly similar to ( 116)AT5G22810| Symbols:  | GDSL-motif lipase, putative | chr5:7621571-7623370 FORWARDvery weakly similar to (74.3)APG_BRANAAnther-specific proline-rich protein APG - Brassica napus (Rape)SGNH_plant_lipase_like 	misc.GDSL-motif lipase	26_28

CUST_22341_PI403524517	2	0.05797577	-0.6036949	-0.06880283	0.07970524	-0.034841537	0.034840584	35_6491	"Cluster: Nucleolar protein, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Nucleolar protein, putative, expressed - Oryza sativa (japonic"	UniRef90_Q7XE52	CHR5V7|COORD:14047101..14052635| 3'-5' exonuclease domain-containing protein / helicase and RNase D C-terminal domain-containing protein / HRDC	AT5G35910.1	CHR10V5|COORD:15314972..15308510|protein nucleolar protein, putative, expressed	LOC_Os10g30100.1	no descriptionvery weakly similar to (56.2)AT5G35910| Symbols:  | 3'-5' exonuclease domain-containing protein / helicase and RNase D C-terminal domain-containing protein / HRDC domain-containing protein | chr5:14047101-14052635 REVERSE	DNA.synthesis/chromatin structure	28_1

CUST_15042_PI403524517	2	-0.022634506	-0.2551365	0.3020401	0.022633553	0.27186394	-0.38596535	35_4336	"Cluster: Transmembrane protein, putative, expressed; n=4; Oryza sativa|Rep: Transmembrane protein, putative, expressed - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10RS5	CHR1V7|COORD:440757..442459| transmembrane protein, putative	AT1G02260.1	CHR03V5|COORD:2640879..2631043|protein citrate transporter family protein, expressed	LOC_Os03g05390.6	 no descriptionmoderately similar to ( 271)AT1G02260| Symbols:  | transmembrane protein, putative | chr1:440757-442459 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned YbiR_permease CitMHS ArsB_NhaD_permease ArsB P_permease SLC13_permease ArsB_permease CitT PRK07003 PRK12323 HPC2 APC_basic DUF566 	not assigned.no ontology	35_1

CUST_92829_PI403524517	2	0.12603378	0.19606304	-0.07124424	-0.47532654	-1.0328388	0.07124519	35_26542	"Cluster: Agenet domain, putative; n=2; Oryza sativa (japonica cultivar-group)|Rep: Agenet domain, putative - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53QJ2	CHR5V7|COORD:8022219..8024692| agenet domain-containing protein	AT5G23800.1	CHR11V5|COORD:11350958..11354295|protein expressed protein	LOC_Os11g19730.1	no descriptionvery weakly similar to (50.4)AT5G23800| Symbols:  | agenet domain-containing protein | chr5:8022219-8024692 REVERSEDUF724	not assigned.no ontology.agenet domain-containing protein	35_1_2

CUST_91919_PI403524517	2	0.017714977	-0.65750694	0.025001049	-0.017714977	-0.2238245	0.0643034	35_26281	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_159822_PI403524517	2	0.43643665	-0.29009056	0.18183136	-0.0592885	0.04460001	-0.04460001	35_44601	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_169644_PI403524517	2	0.07107735	0.09100342	-0.031871796	-0.021791458	-0.43478966	0.021790504	35_47251	"Cluster: Protein kinase domain containing protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Protein kinase domain containing protein, express"	UniRef90_Q2QLI7	CHR1V7|COORD:22427673..22431471| U2 snRNP auxiliary factor large subunit, putative	AT1G60900.1	CHR12V5|COORD:27452843..27446516|protein serine/threonine-protein kinase PRP4, putative, expressed	LOC_Os12g44330.2	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF1777 PRK12678	not assigned.unknown	35_2

CUST_37653_PI403524517	2	-0.25155354	0.07731724	0.1681757	0.13127041	-0.07731724	-0.2794981	35_10843	"Cluster: Hypothetical protein OJ1005_B11.6; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1005_B11.6 - Oryza sativa (japonica cultivar"	UniRef90_Q6L539	0	0	CHR05V5|COORD:25212501..25215933|protein BSD domain containing protein, expressed	LOC_Os05g43520.2	no description	not assigned.unknown	35_2

CUST_23205_PI403524517	2	0.14993763	-0.27010632	0.010920525	-0.063547134	-0.010919571	0.04500389	35_6744	"Cluster: Microtubule-associated protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Microtubule-associated protein-like - Oryza sativa (japonica cult"	UniRef90_Q5N7P7	CHR5V7|COORD:20978287..20981306| PLE (PLEIADE)	AT5G51600.1	CHR01V5|COORD:28609661..28613939|protein microtubule-associated protein, putative, expressed	LOC_Os01g49200.1	 no descriptionweakly similar to ( 115)AT5G51600| Symbols: ATMAP65-3, PLE | PLE (PLEIADE) | chr5:20978287-20981306 REVERSEnot assigned MAP65_ASE1 	cell.organisation	31_1

CUST_16976_PI403524517	2	0.017634392	-0.41512394	0.091267586	-0.026209831	0.16089153	-0.017634392	35_4904	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QM08	CHR3|COORD:20275683..20279726| expressed protein	AT3G54750.1	CHR12V5|COORD:26496675..26502438|protein expressed protein	LOC_Os12g42700.1	"no descriptionmoderately similar to ( 318)AT3G54750| Symbols:  | similar to unnamed protein product [Ostreococcus tauri] (GB:CAL52683.1); similar to Os12g0621700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001067304.1); contains domain FAMILY NOT NAMED (PTHR12972); contains domain SUBFAMILY NOT NAMED (PTHR12972:SF3) | chr3:20275811-20279394 REVERSE"	not assigned.unknown	35_2

CUST_150094_PI403524517	2	0.13881397	0.041182995	-0.04118347	-0.2838168	0.45777988	-0.3928585	35_41988	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_27955_PI399408534	2	-0.06665802	-0.9676342	-0.087981224	0.6451082	0.54213524	0.06665897	35_20086	"Cluster: Putative bZIP protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative bZIP protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6AUN3	"CHR2V7|COORD:19007932..19009974| GBF3 (G-BOX BINDING FACTOR 3); transcription factor"	AT2G46270.1	CHR05V5|COORD:28251473..28256334|protein G-box-binding factor 3, putative, expressed	LOC_Os05g49420.1	"no descriptionweakly similar to ( 140)AT2G46270| Symbols: GBF3 | GBF3 (G-BOX BINDING FACTOR 3); transcription factor | chr2:19007932-19009974 FORWARDvery weakly similar to (97.8)HBP1A_WHEATTranscription factor HBP-1a - Triticum aestivum (Wheat)not assigned not assigned not assigned MFMR bZIP_1 BRLZ bZIP_2"	RNA.regulation of transcription.bZIP transcription factor family	27_3_35

CUST_2150_PI403524517	2	-0.940464	-1.6755314	2.595892	0.8371296	1.4548435	-0.8371296	35_576	"Cluster: GDSL-like Lipase/Acylhydrolase family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: GDSL-like Lipase/Acylhydrolase"	UniRef90_Q2QNG2	CHR5V7|COORD:22354971..22356967| GDSL-motif lipase/hydrolase family protein	AT5G55050.1	CHR12V5|COORD:23265644..23261363|protein GDSL-motif lipase/hydrolase-like protein, putative, expressed	LOC_Os12g37910.2	no descriptionvery weakly similar to (69.3)AT5G55050| Symbols:  | GDSL-motif lipase/hydrolase family protein | chr5:22354971-22356967 FORWARDvery weakly similar to (50.4)APG_BRANAAnther-specific proline-rich protein APG - Brassica napus (Rape)SGNH_plant_lipase_like Pneumo_att_G fatty_acyltransferase_like	misc.GDSL-motif lipase	26_28

CUST_135346_PI403524517	2	-0.0018539429	-0.21263409	0.06972599	0.0018529892	0.08658028	-0.013077736	35_37965	"Cluster: Putative ubiquitin C-terminal hydrolase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ubiquitin C-terminal hydrolase - Oryza sativa (japon"	UniRef90_Q8H557	CHR5V7|COORD:7290158..7293597| ubiquitin-specific protease 8, putative (UBP8)	AT5G22030.1	CHR07V5|COORD:3205422..3212359|protein ubiquitin-specific protease-like protein, putative, expressed	LOC_Os07g06610.1	 no descriptionweakly similar to ( 128)AT5G22030| Symbols:  | ubiquitin-specific protease 8, putative (UBP8) | chr5:7290158-7293597 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned Peptidase_C19R UBP12 UCH Peptidase_C19 Peptidase_C19D Peptidase_C19K Peptidase_C19E Peptidase_C19L peptidase_C19C UBP5 Peptidase_C19M Peptidase_C19G Peptidase_C19O 	protein.degradation.ubiquitin.ubiquitin protease	29_5_11_5

CUST_75170_PI403524517	2	-0.13322258	0.09262371	-0.034584045	0.034585	-0.077383995	0.04391384	35_21546	"Cluster: Putative adapter-related protein complex 4 epsilon 1 subunit; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative adapter-related protein complex"	UniRef90_Q8RZX0	CHR1V7|COORD:11359888..11363897| epsilon-adaptin, putative	AT1G31730.1	CHR01V5|COORD:40265016..40258122|protein clathrin binding protein, putative, expressed	LOC_Os01g68750.1	 no descriptionvery weakly similar to (51.6)AT1G31730| Symbols:  | epsilon-adaptin, putative | chr1:11359888-11363897 FORWARD	cell. vesicle transport	31_4

CUST_9801_PI403524517	2	-0.0221138	0.18294907	0.061992645	0.02182293	-0.021821976	-0.031243324	35_2763	"Cluster: Biogenesis protein; n=1; Hordeum vulgare subsp. vulgare|Rep: Biogenesis protein - Hordeum vulgare var. distichum (Two-rowed barley)"	UniRef90_Q8GZD0	CHR5V7|COORD:22068323..22071149| cytochrome c biogenesis protein family	AT5G54290.1	CHR11V5|COORD:1886469..1882964|protein expressed protein	LOC_Os11g04500.1	no descriptionmoderately similar to ( 422)AT5G54290| Symbols:  | cytochrome c biogenesis protein family | chr5:22068323-22071149 FORWARDDsbD CcdA COG4232 dipZ RhtB	protein assembly and cofactor ligation	29_8

CUST_11980_PI399408534	2	0.22680998	-0.11946249	0.11946249	-0.18858004	-0.91891	0.17369986	35_47287	"Cluster: Putative auxin response factor; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative auxin response factor - Oryza sativa (japonica cultivar-group"	UniRef90_Q851W5	CHR4V7|COORD:16047361..16049314| DNA binding / transcription factor	AT4G33280.1	CHR03V5|COORD:23477788..23482609|protein B3 DNA binding domain containing protein, expressed	LOC_Os03g42280.1	no descriptionvery weakly similar to (52.4)AT4G33280| Symbols:  | DNA binding / transcription factor | chr4:16047361-16049314 REVERSEB3	RNA.regulation of transcription.B3 transcription factor family	27_3_41

CUST_142971_PI403524517	2	-0.057609558	0.67572784	0.11308479	-0.16382504	-0.071502686	0.057609558	35_40065	"Cluster: Expressed protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10M62		0	CHR03V5|COORD:11643090..11639233|protein expressed protein	LOC_Os03g20580.1	no description	not assigned.unknown	35_2

CUST_108881_PI403524517	2	-0.14732647	0.16713524	-0.22417736	0.41562176	3.938675E-4	-3.9482117E-4	35_30959	"Cluster: Hypothetical protein OSJNBb0048A17.13; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0048A17.13 - Oryza sativa (japonica"	UniRef90_Q94HB1	"CHR5V7|COORD:15792530..15794827| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G29180.1); similar to Os12g0577600 [Oryza sativa (japonica"	AT5G39430.1	CHR03V5|COORD:31341292..31338207|protein expressed protein	LOC_Os03g55180.1	"no descriptionweakly similar to ( 137)AT5G39430| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G29180.1); similar to Os12g0577600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001067115.1); similar to Os03g0759000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001051338.1); similar to Protein of unknown function DUF1336 [Medicago truncatula] (GB:ABE78635.1); contains InterPro domain Protein of unknown function DUF1336; (InterPro:IPR009769) | chr5:15792530-15794827 REVERSEDUF1336"	not assigned.unknown	35_2

CUST_2469_PI404877155	2	-0.06630421	-0.09113312	0.043676376	0.08560181	-0.04367733	0.06363106	Contig12861_at	0	AAR88580.1	acyl-CoA binding family protein	At3g05420.2	protein putative transcription factor	Os03g61930	"ACYL-COA-BINDING DOMAIN 4;acyl-CoA binding family protein, similar to PIR:S68824:S68824 rngB protein, cytosolic (Dictyostelium discoideum); contains Pfam profiles PF00887: Acyl CoA binding protein, PF01344: Kelch motif or  acyl-CoA binding family protein,"	lipid metabolism.FA synthesis and FA elongation.acyl-CoA binding protein	11_1_13

CUST_41627_PI403524517	2	0.15599298	-0.30290318	0.18295193	-0.047482014	0.047482014	-0.11500645	35_11961	"Cluster: Integral membrane transporter-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Integral membrane transporter-like protein - Oryza sativa"	UniRef90_Q69P43	CHR5V7|COORD:3420877..3423167| integral membrane transporter family protein	AT5G10820.1	CHR09V5|COORD:15331944..15337883|protein membrane protein, putative, expressed	LOC_Os09g25560.1	no descriptionweakly similar to ( 199)AT5G10820| Symbols:  | integral membrane transporter family protein | chr5:3420877-3423167 REVERSEnot assigned not assigned BT1	transport.misc	34_99

CUST_74399_PI403524517	2	-0.1005249	-0.5584564	-0.056738853	0.062747	0.094433784	0.0567379	35_21335	Rep: 40S ribosomal protein S11-1 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_P16181	"CHR3V7|COORD:18152002..18153174| EMB1080 (EMBRYO DEFECTIVE 1080); structural constituent of ribosome"	AT3G48930.1	CHR04V5|COORD:24859946..24857706|protein 40S ribosomal protein S11, putative, expressed	LOC_Os04g42380.1	"no descriptionmoderately similar to ( 287)AT3G48930| Symbols: EMB1080 | EMB1080 (EMBRYO DEFECTIVE 1080); structural constituent of ribosome | chr3:18152002-18153174 REVERSEmoderately similar to ( 291)RS11_MAIZE40S ribosomal protein S11 - Zea mays (Maize)not assigned not assigned rps17p Ribosomal_S17 RpsQ rpsQ"	protein.synthesis.misc ribososomal protein	29_2_2

CUST_1932_PI404877155	2	-0.06911945	-0.3174963	0.060438156	0.052168846	-0.052168846	0.17220116	Contig12155_at	putative mitochondrial carrier protein [Hordeum vulgare subsp. vulgare]	AAG48999.1	mitochondrial substrate carrier family protein	At5g15640.1	protein putative mitochondrial carrier protein	Os03g54760	mitochondrial substrate carrier family protein, contains Pfam profile: PF00153 mitochondrial carrier protein	transport.metabolite transporters at the mitochondrial membrane	34_9

CUST_120389_PI403524517	2	-0.16104889	-0.20455647	0.06702995	0.018798828	0.08740997	-0.018798828	35_34035	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_38501_PI403524517	2	0.14282942	0.12884188	0.1840477	-0.21826696	-0.2751274	-0.12884188	35_11079	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QVB9	"CHR3V7|COORD:289225..292564| similar to nucleolar protein gar2-related [Arabidopsis thaliana] (TAIR:AT2G42320.2); similar to expressed protein [Oryza"	AT3G01810.1	CHR12V5|COORD:7443509..7438434|protein expressed protein	LOC_Os12g13340.2	"no descriptionvery weakly similar to (99.4)AT3G01810| Symbols:  | similar to nucleolar protein gar2-related [Arabidopsis thaliana] (TAIR:AT2G42320.2); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABA96901.1) | chr3:289225-292382 FORWARD"	not assigned.unknown	35_2

CUST_8890_PI399408534	2	0.25635147	0.47462654	0.081207275	-0.2986927	-0.10721207	-0.08120823	35_18480	Rep: Putative GTP-binding protein - Oryza sativa (Rice)	UniRef90_Q947Y0	"CHR5V7|COORD:885740..887060| ATRAB ALPHA (Arabidopsis Rab GTPase homolog C2a); GTP binding"	AT5G03530.1	CHR03V5|COORD:2532954..2538336|protein ras-related protein Rab-18, putative, expressed	LOC_Os03g05280.1	" no descriptionmoderately similar to ( 294)AT5G03530| Symbols: AtRab18B, AtRABC2a, ATRAB, ATRAB ALPHA | ATRAB ALPHA (Arabidopsis Rab GTPase homolog C2a); GTP binding | chr5:885740-887060 REVERSEweakly similar to ( 193)YPTV3_VOLCAGTP-binding protein yptV3 - Volvox carterinot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Rab18 RAB Rab Rab8_Rab10_Rab13_like Ras Rab1_Ypt1 Rab11_like Rab5_related Rab4 Rab2 Rab35 Rab26 Rab39 Rab6 Rab30 Rab19 Rab3 Rab14 RabA_like Rab7 Ras Ras_like_GTPase Rab21 Rab12 Rab15 Rab33B_Rab33A Rab32_Rab38 RAS Rab40 Rab27A Rho RheB RJL Rap_like COG1100 Rab9 RalA_RalB Rab24 Rab23_lke M_R_Ras_like RHO Rab28 Rap1 Ras2 Rap2 Rit_Rin_Ric Rab36_Rab34 RabL2 ARHI_like RERG_RasL11_like H_N_K_Ras_like Rho4_like Rab20 Wrch_1 RSR1 RabL4 Ran Rho3 RGK Spg1 Tc10 Rac1_like RhoA_like Cdc42 Rop_like RhoG Arf_Arl Rho2 RabL3 Miro RAN Miro1 Arfrp1 Rhes_like Arl10_like Arf Ras_dva Rnd Rnd2_Rho7 Arl5_Arl8 Rnd3_RhoE_Rho8 ARLTS1 Arl2 ARF ARD1 Arf1_5_like Rnd1_Rho6 Arf6 Arl3 "	signalling.G-proteins	30_5

CUST_6887_PI403524517	2	-0.09563923	0.29765034	0.048768044	-0.048768044	-0.23961926	0.0541296	35_1910	"Cluster: Malate dehydrogenase, glyoxysomal precursor; n=2; Oryza sativa|Rep: Malate dehydrogenase, glyoxysomal precursor - Oryza sativa (Rice)"	UniRef90_Q42972	"CHR2V7|COORD:9697075..9699003| PMDH1 (PEROXISOMAL NAD-MALATE DEHYDROGENASE 1); malate dehydrogenase"	AT2G22780.1	CHR12V5|COORD:27065750..27061046|protein malate dehydrogenase, glyoxysomal precursor, putative, expressed	LOC_Os12g43630.1	"no descriptionmoderately similar to ( 230)AT2G22780| Symbols: PMDH1 | PMDH1 (PEROXISOMAL NAD-MALATE DEHYDROGENASE 1); malate dehydrogenase | chr2:9697075-9699003 REVERSEmoderately similar to ( 255)MDHG_ORYSAnot assigned MDH_glycosomal_mitochondrial PRK05086 Ldh_1_C Mdh LDH_MDH LDH-like_MDH PRK06223"	gluconeogenesis.Malate DH	6_3

CUST_83462_PI403524517	2	-0.0013341904	0.097925186	0.0038576126	-0.11167431	0.001335144	-0.1730423	35_23930	"Cluster: Os02g0805500 protein; n=3; Oryza sativa|Rep: Os02g0805500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DWN3	"CHR5V7|COORD:22103359..22104812| AHL (HAL2-LIKE); 3'(2'),5'-bisphosphate nucleotidase/ inositol or phosphatidylinositol phosphatase"	AT5G54390.1	CHR02V5|COORD:34359665..34356432|protein PAP-specific phosphatase, putative, expressed	LOC_Os02g56170.1	" no descriptionmoderately similar to ( 220)AT5G54390| Symbols: ATAHL, AHL | AHL (HAL2-LIKE); 3'(2'),5'-bisphosphate nucleotidase/ inositol or phosphatidylinositol phosphatase | chr5:22103359-22104812 FORWARDweakly similar to ( 142)DPNP_ORYSA3'(2'),5'-bisphosphate nucleotidase - Oryza sativa (Rice)not assigned PAP_phosphatase Inositol_P CysQ CysQ IMPase_like SuhB Bacterial_IMPase_like_2 "	nucleotide metabolism.degradation	23_2

CUST_168927_PI403524517	2	-0.037117004	0.4035225	0.09150982	-0.110339165	0.0020484924	-0.002049446	35_47045	"Cluster: Hypothetical protein OSJNBa0011N12.31; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0011N12.31 - Oryza sativa (japonica"	UniRef90_Q6K503		0	CHR02V5|COORD:8455935..8453871|protein F-box domain containing protein, expressed	LOC_Os02g15160.1	no description	not assigned.unknown	35_2

CUST_74321_PI403524517	2	0.013728142	-0.110821724	-0.013728142	0.038009644	-0.12995434	0.1081295	35_21312	Rep: B0103C08-B0602B01.14 protein - Oryza sativa (Rice)	UniRef90_Q01H89	"CHR2V7|COORD:11981880..11983566| ATFUC1 (alpha-L-fucosidase 1); alpha-L-fucosidase"	AT2G28100.1	CHR04V5|COORD:27855504..27852342|protein alpha-L-fucosidase 1 precursor, putative, expressed	LOC_Os04g47280.1	"no descriptionweakly similar to ( 118)AT2G28100| Symbols: ATFUC1 | ATFUC1 (alpha-L-fucosidase 1); alpha-L-fucosidase | chr2:11981880-11983566 FORWARDmoderately similar to ( 213)FUCO1_ORYSA"	not assigned.no ontology	35_1

CUST_4000_PI403524517	2	0.2345829	0.40142155	0.030273438	-0.030273914	-0.46971512	-0.17732525	35_1107	"Cluster: Putative cinnamyl alcohol dehydrogenase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative cinnamyl alcohol dehydrogenase - Oryza sativa (japon"	UniRef90_Q6ERW5	"CHR4V7|COORD:17852664..17854296| ELI3-1 (ELICITOR-ACTIVATED GENE 3); oxidoreductase/ zinc ion binding"	AT4G37980.1	CHR09V5|COORD:14000191..14002181|protein mannitol dehydrogenase, putative, expressed	LOC_Os09g23560.1	"no descriptionmoderately similar to ( 437)AT4G37980| Symbols: ELI3-1 | ELI3-1 (ELICITOR-ACTIVATED GENE 3); oxidoreductase/ zinc ion binding | chr4:17852664-17853908 FORWARDmoderately similar to ( 436)MTDH_MESCRProbable mannitol dehydrogenase - Mesembryanthemum crystallinum (Common ice plant)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned AdhP PRK09422 Tdh AdhC Qor ADH_N tdh ADH_zinc_N PRK10083 PRK10309 PRK09880 PRK12678 Herpes_BLLF1 PRK07003 infB PRK12323 PRK10754 COG2130"	secondary metabolism.phenylpropanoids.lignin biosynthesis.CAD	16_2_1_10

CUST_117657_PI403524517	2	-0.7789087	0.111429214	0.2897148	0.15376854	-0.111429214	-0.30536938	35_33334	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_113467_PI403524517	2	0.23258734	0.61401606	-0.09669256	-0.19239235	-0.4578681	0.09669256	35_32208	"Cluster: Expressed protein; n=4; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q108W5		0	CHR10V5|COORD:22377421..22369432|protein expressed protein	LOC_Os10g42196.1	no description	not assigned.unknown	35_2

CUST_10916_PI404877155	2	-0.10852146	-0.33518028	0.030747414	0.053266525	0.07241726	-0.030747414	Contig4635_at	OSJNBa0020P07.11 [Oryza sativa (japonica cultivar-group)] ref|XP_471066.1| OSJNBa0020P07.11 [Oryza sativa (japonica cultivar-group)]	CAE01294.2	pyruvate dehydrogenase E1 component alpha subunit, chloroplast	At1g01090.1	protein Dehydrogenase E1 component, putative	Os04g02900	0	lipid metabolism.FA synthesis and FA elongation.pyruvate DH	11_1_31

CUST_20927_PI403524517	2	0.018621445	0.71011543	0.11209774	-0.10854912	-0.018621445	-0.12568188	35_6075	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_18952_PI403524517	2	-0.010047913	-0.28861237	0.07052994	-0.09429455	0.010047913	0.014663696	35_5489	"Cluster: Putative ribosomal protein S5; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative ribosomal protein S5 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6YU81	CHR1V7|COORD:24109376..24112443| ribosomal protein S5 family protein	AT1G64880.1	CHR02V5|COORD:130189..126771|protein structural constituent of ribosome, putative, expressed	LOC_Os02g01230.1	 no descriptionmoderately similar to ( 339)AT1G64880| Symbols:  | ribosomal protein S5 family protein | chr1:24109376-24112443 FORWARDvery weakly similar to (78.6)RR5_SPIOL30S ribosomal protein S5, chloroplast precursor - Spinacia oleracea (Spinach)not assigned RpsE rpsE rps5p rps5 Ribosomal_S5 	protein.synthesis.mito/plastid ribosomal protein.unknown	29_2_1_99

CUST_18035_PI404877155	2	-0.14894962	-0.17207813	-0.053837776	0.23081684	0.23736572	0.053836823	HVSMEb0009O24f_at	NADH-ubiquinone oxidoreductase 12 kD subunit -related [Arabidopsis thaliana]	NP_564540.1	NADH-ubiquinone oxidoreductase-related	At1g49140.1	protein expressed protein	Os10g42540	NADH-ubiquinone oxidoreductase-related, similar to NADH-ubiquinone oxidoreductase 12 kDa subunit, mitochondrial precursor (EC 1.6.5.3) (EC 1.6.99.3) (Complex I-12KD) (CI-12KD). (Swiss-Prot:Q03015) (Neurospora crassa)	mitochondrial electron transport / ATP synthesis.NADH-DH.localisation not clear	9_1_2

CUST_12919_PI403524517	2	-0.28060722	0.16402721	-0.03172016	0.26114655	0.031719208	-0.36762142	35_3697	"Cluster: Fiber protein Fb19, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Fiber protein Fb19, putative, expressed - Oryza sativa (japon"	UniRef90_Q2QNV2	CHR2V7|COORD:19562115..19563026| universal stress protein (USP) family protein	AT2G47710.1	CHR12V5|COORD:22398239..22395790|protein fiber protein Fb19, putative, expressed	LOC_Os12g36640.2	no descriptionweakly similar to ( 189)AT2G47710| Symbols:  | universal stress protein (USP) family protein | chr2:19562115-19563026 REVERSEnot assigned not assigned not assigned USP_Like Usp UspA PRK12323 STK_N	stress.abiotic.unspecified	20_2_99

CUST_111274_PI403524517	2	0.034442425	0.27664232	0.10906649	-0.034441948	-0.061823845	-0.24457121	35_31596	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_24586_PI403524517	2	-0.11933994	0.014408112	-0.052755356	0.03355694	-0.014408112	0.10377693	35_7136	"Cluster: Putative light-inducible protein ATLS1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative light-inducible protein ATLS1 - Oryza sativa (japonic"	UniRef90_Q5Z858	CHR5V7|COORD:23179427..23180366| macrophage migration inhibitory factor family protein / MIF family protein	AT5G57170.1	CHR06V5|COORD:29402743..29401707|protein macrophage migration inhibitory factor, putative, expressed	LOC_Os06g48600.1	no descriptionweakly similar to ( 150)AT5G57170| Symbols:  | macrophage migration inhibitory factor family protein / MIF family protein | chr5:23179427-23180366 REVERSEnot assigned MIF	not assigned.no ontology	35_1

CUST_84666_PI403524517	2	0.3297825	0.58461666	0.063673496	-0.083024025	-0.4170084	-0.06367302	35_24261	Rep: OSJNBa0089N06.16 protein - Oryza sativa (Rice)	UniRef90_Q7XN66	0	0	CHR07V5|COORD:21535981..21531049|protein retrotransposon protein, putative, unclassified	LOC_Os07g36000.1	no description	not assigned.unknown	35_2

CUST_165398_PI403524517	2	-0.033059597	0.42861938	0.44114733	-0.02752161	0.027521133	-0.25667572	35_46093	"Cluster: Hypothetical protein; n=1; Neosartorya fischeri NRRL 181|Rep: Hypothetical protein - Neosartorya fischeri NRRL 181"	UniRef90_A1CVJ4		0	0	0	no description	not assigned.unknown	35_2

CUST_15881_PI403524517	2	-0.069880486	0.24261093	-0.037163734	0.36143398	0.037163734	-0.21751356	35_4585	"Cluster: Hypothetical protein B1329D01.1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1329D01.1 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q5JJM7	0	0	0	0	no description	not assigned.unknown	35_2

CUST_42876_PI403524517	2	-0.04434681	-0.71293163	-0.060569763	0.23595047	0.2664566	0.044347763	35_12312	"Cluster: Putative gag-pol polyprotein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative gag-pol polyprotein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q9FW76	CHRMV7|COORD:235916..236392| hypothetical protein	ATMG00860.1	CHR07V5|COORD:28666503..28661144|protein retrotransposon protein, putative, unclassified, expressed	LOC_Os07g48000.1	" no descriptionvery weakly similar to (88.6)ATMG00860| Symbols: ORF158 | Identical to Hypothetical mitochondrial protein AtMg00860 (ORF158) [Arabidopsis Thaliana] (GB:P92523); similar to Os10g0317000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001064331.1); similar to retrotransposon protein, putative, unclassified [Oryza sativa (japonica cultivar-group)] (GB:ABF94845.1); similar to Os08g0451600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001061948.1); contains domain DNA/RNA polymerases (SSF56672); contains domain GAG/POL/ENV POLYPROTEIN (PTHR10178); contains domain RETROVIRUS POLYPROTEIN (PTHR10178:SF14); contains domain no description (G3D.3.30.70.270) | chrM:235916-236392 FORWARDweakly similar to ( 104)RRPO_OENBERNA-directed DNA polymerase homolog - Oenothera bertiana (Bertero's evening primrose)RT_LTR RVT_1 RT_ZFREV_like RT_Rtv "	RNA.transcription	27_2

CUST_47982_PI403524517	2	0.16975784	0.60771275	-0.5480919	-0.14102077	-0.2131424	0.14102173	35_13722	"Cluster: Putative serine/threonine protein kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative serine/threonine protein kinase - Oryza sativa (jap"	UniRef90_Q75GK4	"CHR4V7|COORD:8367883..8369163| CIPK4 (CBL-INTERACTING PROTEIN KINASE 4); kinase"	AT4G14580.1	CHR03V5|COORD:24182129..24180423|protein CBL-interacting serine/threonine-protein kinase 15, putative, expressed	LOC_Os03g43440.1	" no descriptionvery weakly similar to (86.7)AT4G14580| Symbols: SnRK3.3, CIPK4 | CIPK4 (CBL-INTERACTING PROTEIN KINASE 4); kinase | chr4:8367883-8369163 REVERSEvery weakly similar to (61.6)CIPK1_ORYSAnot assigned Glycolytic NAF "	protein.postranslational modification	29_4

CUST_98331_PI403524517	2	0.26073122	-0.35362864	-0.2839365	-0.14071703	0.35796213	0.14071703	35_28075	"Cluster: Similar to A. thaliana C3HC4-type RING zinc finger protein AB005237; n=1; Hordeum vulgare subsp. vulgare|Rep: Similar to A. thaliana C3HC4-type RING zi"	UniRef90_Q8S404	"CHR5V7|COORD:1746939..1748000| ATL43; protein binding / zinc ion binding"	AT5G05810.1	CHR06V5|COORD:9815571..9817613|protein retrotransposon protein, putative, Ty1-copia subclass	LOC_Os06g16940.1	"no descriptionweakly similar to ( 102)AT5G05810| Symbols: ATL43 | ATL43; protein binding / zinc ion binding | chr5:1746939-1748000 FORWARDvery weakly similar to (64.7)EL5_ORYSAnot assigned not assigned not assigned not assigned not assigned RING PRK07003 PRK12323 COG5540"	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_12898_PI403524517	2	0.049388885	-0.29769707	-0.08297539	0.019804	-0.019804	0.08219528	35_3689	"Cluster: Isoleucine-tRNA ligase-like protein; n=3; Arabidopsis thaliana|Rep: Isoleucine-tRNA ligase-like protein - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9SV89	CHR4V7|COORD:6397522..6404505| isoleucyl-tRNA synthetase, putative / isoleucine--tRNA ligase, putative	AT4G10320.1	CHR06V5|COORD:26331890..26344253|protein ATP binding protein, putative, expressed	LOC_Os06g43760.1	 no descriptionmoderately similar to ( 421)AT4G10320| Symbols:  | isoleucyl-tRNA synthetase, putative / isoleucine--tRNA ligase, putative | chr4:6397522-6404505 REVERSEnot assigned not assigned ileS IleS Anticodon_1 ValS valS 	protein.aa activation.isoleucine-tRNA ligase	29_1_5

CUST_59540_PI403524517	2	-0.05830574	-0.36710072	0.12311268	0.011685371	-0.011685371	0.0529356	35_16976	"Cluster: PCI domain containing protein, expressed; n=4; Oryza sativa (japonica cultivar-group)|Rep: PCI domain containing protein, expressed - Oryza sativa (jap"	UniRef90_Q10Q05	CHR4V7|COORD:10409360..10411358| 26S proteasome regulatory subunit, putative (RPN9)	AT4G19006.1	CHR01V5|COORD:18329712..18326145|protein 26S proteasome non-ATPase regulatory subunit 13, putative, expressed	LOC_Os01g32800.2	 no descriptionhighly similar to ( 588)AT4G19006| Symbols:  | 26S proteasome regulatory subunit, putative (RPN9) | chr4:10409360-10411358 REVERSEnot assigned not assigned not assigned PCI PINT 	protein.degradation.ubiquitin.proteasom	29_5_11_20

CUST_18205_PI404877155	2	-0.13745594	0.21289825	-0.061163902	0.061163902	-0.26394653	0.09110737	HVSMEf0011J01r2_at	0	0	0	0	protein putative receptor-like protein kinase	Os03g62180	NONE	signalling.receptor kinases.misc	30_2_99

CUST_8691_PI404877155	2	0.061332703	0.18320179	-0.08193207	-0.061333656	-0.25095654	0.061332703	Contig25788_at	OSJNBa0083N12.1 [Oryza sativa (japonica cultivar-group)]	CAE03464.2	wall-associated kinase, putative	At1g79670.2	protein Protein kinase domain, putative	Os04g51050	NONE	signalling.receptor kinases.wall associated kinase	30_2_25

CUST_14137_PI399408534	2	0.14124298	-0.008430481	0.14293098	0.008431435	-0.23785448	-0.21124506	35_32540	"Cluster: RNA binding protein Rp120; n=2; Oryza sativa (japonica cultivar-group)|Rep: RNA binding protein Rp120 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7X6J0	CHR5V7|COORD:24839238..24843867| tudor domain-containing protein / nuclease family protein	AT5G61780.1	CHR02V5|COORD:19099665..19092986|protein 4SNc-Tudor domain protein, putative, expressed	LOC_Os02g32350.2	no descriptionweakly similar to ( 122)AT5G61780| Symbols:  | tudor domain-containing protein / nuclease family protein | chr5:24839238-24843867 FORWARDnot assigned SNc SNc	RNA.regulation of transcription.Zn-finger(CCHC)	27_3_73

CUST_5875_PI403524517	2	-0.5961256	0.38484287	0.19761658	0.2617073	-0.38437843	-0.19761753	35_1623	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2R8J4	0	0	CHR11V5|COORD:6644455..6645711|protein expressed protein	LOC_Os11g11980.1	no description	not assigned.unknown	35_2

CUST_11302_PI403524517	2	0.1407299	-0.4943428	4.4727325E-4	0.037000656	-0.02263832	-4.4727325E-4	35_3202	"Cluster: Putative threonine synthase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative threonine synthase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6L4H5	"CHR4V7|COORD:14599440..14601020| MTO2 (METHIONINE OVER-ACCUMULATOR); threonine synthase"	AT4G29840.1	CHR05V5|COORD:27207287..27209310|protein threonine synthase, chloroplast precursor, putative, expressed	LOC_Os05g47640.1	" no descriptionhighly similar to ( 697)AT4G29840| Symbols: TS, MTO2 | MTO2 (METHIONINE OVER-ACCUMULATOR); threonine synthase | chr4:14599440-14601020 REVERSEhighly similar to ( 691)THRC_SOLTUThreonine synthase, chloroplast precursor - Solanum tuberosum (Potato)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK06260 ThrC PRK06177 PRK07409 PRK07871 PRK08197 PRK07702 PRK06352 PRK06721 PRK07591 PALP PRK05638 PRK08329 PRK09225 IlvA PRK06381 PRK07764 PRK07003 Herpes_BLLF1 PRK06450 Atrophin-1 PRK12323 Tymo_45kd_70kd APC_basic AF-4 HPC2 CysK Extensin_2 DUF1421 PRK06815 PRK08246 PRK05648 Herpes_TAF50 Syndecan KAR9 CTF_NFI DUF566 Metaviral_G ProSAAS PRK08639 GRASP55_65 PRK12372 STOP PRK12678 DUF1509 TT_ORF1 Pneumo_att_G Gag_spuma DAG1 "	amino acid metabolism.synthesis.aspartate family.threonine.threonine synthase	13_1_3_2_1

CUST_172767_PI403524517	2	0.05594778	0.12053347	-0.24373627	-0.27966022	-0.055947304	0.14760733	35_48118	Rep: Apospory-associated protein - Oryza sativa (Rice)	UniRef90_Q8RVS1	"CHR4V7|COORD:16839867..16841764| AKR2 (ANKYRIN REPEAT-CONTAINING PROTEIN 2); protein binding"	AT4G35450.2	CHR09V5|COORD:19960588..19963923|protein ankyrin repeat domain-containing protein 2, putative, expressed	LOC_Os09g33810.4	no description	not assigned.unknown	35_2

CUST_13947_PI399408534	2	0.020127296	1.0570879	-0.1167469	0.019594193	-0.019594193	-0.16495705	35_4349	"Cluster: EF hand family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: EF hand family protein, expressed - Oryza sativa (japonica cultivar"	UniRef90_Q2RAR8	CHR3V7|COORD:3186441..3187830| calcium-binding EF hand family protein	AT3G10300.2	CHR12V5|COORD:1796406..1793262|protein grancalcin, putative, expressed	LOC_Os12g04240.2	no descriptionmoderately similar to ( 224)AT3G10300| Symbols:  | calcium ion binding | chr3:3186441-3188080 FORWARDnot assigned not assigned FRQ1	signalling.calcium	30_3

CUST_2377_PI403524517	2	-2.7930803	0.35446835	-2.2556477	2.0048718	0.987319	-0.35446835	35_648	"Cluster: Os06g0142300 protein; n=7; Oryza sativa (japonica cultivar-group)|Rep: Os06g0142300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DEP2	CHR5V7|COORD:9054255..9055154| early nodulin-related	AT5G25940.1	CHR06V5|COORD:2180117..2179199|protein early nodulin 93, putative, expressed	LOC_Os06g04950.1	no descriptionvery weakly similar to (60.1)AT5G25940| Symbols:  | early nodulin-related | chr5:9054255-9055154 REVERSEvery weakly similar to (69.7)NO93_SOYBNEarly nodulin 93 - Glycine max (Soybean)ENOD93	development.unspecified	33_99

CUST_57144_PI403524517	2	0.021818161	-1.4358692	-0.40795374	0.28651524	0.18230057	-0.021818161	35_16288	"Cluster: Putative aminoimidazolecarboximide ribonucleotide transformylase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative aminoimidazolecarboximide"	UniRef90_Q6ZKK5	CHR2V7|COORD:14772426..14775348| AICARFT/IMPCHase bienzyme family protein	AT2G35040.1	CHR08V5|COORD:6212344..6217711|protein bifunctional purine biosynthesis protein purH, putative, expressed	LOC_Os08g10570.1	no descriptionhighly similar to ( 846)AT2G35040| Symbols:  | AICARFT/IMPCHase bienzyme family protein | chr2:14772426-14775348 REVERSEnot assigned purH PurH AICARFT_IMPCHas IMPCH PRK07106 MGS MGS-like	nucleotide metabolism.synthesis.purine.AICAR transformylase and IMP synthase	23_1_2_9

CUST_31426_PI399408534	2	-1.769978	1.6103039	-0.17570543	1.06176	0.17570591	-0.3985734	35_23881	"Cluster: Putative immediate-early fungal elicitor protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative immediate-early fungal elicitor protein - O"	UniRef90_Q654Q4	CHR3V7|COORD:618487..619626| immediate-early fungal elicitor family protein	AT3G02840.1	CHR06V5|COORD:7708066..7709507|protein immediate-early fungal elicitor protein CMPG1, putative, expressed	LOC_Os06g13870.1	no descriptionvery weakly similar to (60.5)AT3G02840| Symbols:  | immediate-early fungal elicitor family protein | chr3:618487-619626 FORWARD	RNA.regulation of transcription.PHOR1	27_3_64

CUST_68302_PI403524517	2	0.020579338	0.23158741	-0.020579338	-0.07924461	-0.070944786	0.042696	35_19527	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10SE2	"CHR5V7|COORD:16638655..16639847| similar to Os03g0125700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001048819.1); similar to expressed protein [Oryza"	AT5G41560.1	CHR03V5|COORD:1445268..1441845|protein expressed protein	LOC_Os03g03420.1	"no descriptionvery weakly similar to (89.7)AT5G41560| Symbols:  | similar to Os03g0125700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001048819.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABF93748.1) | chr5:16638655-16639847 REVERSEnot assigned"	not assigned.unknown	35_2

CUST_128154_PI403524517	2	0.05263233	0.5408459	0.0642004	-0.36355734	-0.05263233	-0.17669964	35_36029	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_58477_PI403524517	2	-0.10661602	-0.04193592	0.11762047	0.041934967	0.19643211	-0.10035324	35_16680	"Cluster: Os01g0961600 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0961600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JFU0	0	0	CHR01V5|COORD:42728043..42720250|protein expressed protein	LOC_Os01g73080.3	no description	not assigned.unknown	35_2

CUST_79754_PI403524517	2	0.081664085	-0.011466026	-0.07310295	0.011466026	-0.024718285	0.07569599	35_22873	"Cluster: Hypothetical protein B1164G01.1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1164G01.1 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q5W6R5	CHR5V7|COORD:2207066..2209356| phox (PX) domain-containing protein	AT5G07120.1	CHR05V5|COORD:16211099..16218548|protein PX domain containing protein, expressed	LOC_Os05g27920.1	no descriptionweakly similar to ( 197)AT5G07120| Symbols:  | phox (PX) domain-containing protein | chr5:2207066-2209356 REVERSEnot assigned Vps5	not assigned.no ontology	35_1

CUST_17142_PI403524517	2	0.057498932	-0.090361595	0.15110302	0.007964134	-0.108436584	-0.007964134	35_4956	Rep: Putative quinone oxidoreductase - Oryza sativa (Rice)	UniRef90_Q948G0	CHR4V7|COORD:11475834..11477526| oxidoreductase, zinc-binding dehydrogenase family protein	AT4G21580.1	CHR02V5|COORD:34361610..34363856|protein quinone oxidoreductase, putative, expressed	LOC_Os02g56180.1	 no descriptionmoderately similar to ( 391)AT4G21580| Symbols:  | oxidoreductase, zinc-binding dehydrogenase family protein | chr4:11475834-11477526 FORWARDvery weakly similar to (56.6)QORH_SPIOLChloroplastic quinone-oxidoreductase homolog - Spinacia oleracea (Spinach)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Qor AdhP PRK10754 Tdh ADH_zinc_N COG2130 AdhC tdh PRK09422 PRK10083 PRK12323 ADH_N PRK07764 PRK07003 	misc.oxidases - copper, flavone etc.	26_7

CUST_101340_PI403524517	2	0.0041012764	0.88237286	0.2615652	-0.010334015	-0.048006535	-0.0041017532	35_28921	"Cluster: Callose synthase 1 catalytic subunit-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Callose synthase 1 catalytic subunit-like protein -"	UniRef90_Q5JLH4	"CHR1V7|COORD:1978761..1989045| ATGSL07 (GLUCAN SYNTHASE-LIKE 7); 1,3-beta-glucan synthase/ transferase, transferring glycosyl groups"	AT1G06490.1	CHR01V5|COORD:19632883..19630197|protein ATGSL07, putative, expressed	LOC_Os01g34930.1	" no descriptionweakly similar to ( 155)AT3G59100| Symbols: GSL11, ATGSL11 | ATGSL11 (GLUCAN SYNTHASE-LIKE 11); 1,3-beta-glucan synthase/ transferase, transferring glycosyl groups | chr3:21854384-21864837 FORWARDnot assigned "	minor CHO metabolism.callose	3_6

CUST_57686_PI403524517	2	0.024650574	-0.35260773	-0.1850338	0.032915115	-0.020150185	0.020150185	35_16447	"Cluster: Importin-beta2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Importin-beta2 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q9ZWR4	CHR5V7|COORD:21731242..21733935| importin beta-2, putative	AT5G53480.1	CHR12V5|COORD:23369158..23375239|protein importin beta-1 subunit, putative, expressed	LOC_Os12g38110.1	 no descriptionhighly similar to ( 769)AT5G53480| Symbols:  | importin beta-2, putative | chr5:21731242-21733935 FORWARDnot assigned not assigned not assigned KAP95 	protein.targeting.nucleus	29_3_1

CUST_16195_PI404877155	2	-0.1421318	0.036725998	0.012413025	0.20940495	-0.041041374	-0.012413025	EBma03_SQ001_K06_x_at	seed maturation protein PM37 [Glycine max]	AAD51625.1	DNAJ heat shock protein, putative (J3)	At3g44110.1	protein putative  DnaJ like protein	Os03g57340	DnaJ-like protein	stress.abiotic.heat	20_2_1

CUST_156452_PI403524517	2	0.31027126	0.6820774	0.016029835	-0.016029358	-0.33136415	-0.17278862	35_43697	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_78628_PI403524517	2	0.13655853	0.75570583	0.019756317	-0.18659687	-0.19314194	-0.019756317	35_22544	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_6010_PI399408534	2	-0.70025206	-0.24729156	-0.08536816	0.9360056	0.46632624	0.08536816	35_18577	Rep: DNA-binding protein - Oryza sativa (Rice)	UniRef90_Q40691	"CHR3V7|COORD:22331763..22333345| HAT3 (homeobox-leucine zipper protein 3); transcription factor"	AT3G60390.1	CHR10V5|COORD:21822942..21824474|protein homeobox-leucine zipper protein HAT1, putative, expressed	LOC_Os10g41230.1	" no descriptionweakly similar to ( 147)AT4G16780| Symbols: HAT4, ATHB2, ATHB-2 | ATHB-2 (Homeobox-leucine zipper protein HAT4); DNA binding / transcription factor | chr4:9449310-9450623 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned HD-ZIP_N HALZ PRK07003 HOX homeodomain Homeobox HALZ PRK07764 COG5576 PRK12323 PRK12678 Pol_Y_like "	RNA.regulation of transcription.HB,Homeobox transcription factor family	27_3_22

CUST_1400_PI404877155	2	-0.005596161	-0.11119366	-0.033830643	0.008676529	0.15373135	0.005596161	Contig11519_at	SLL2-S9-protein [Brassica rapa]	BAA77395.1	S locus-linked protein, putative	At1g66680.1	protein hypothetical protein	Os01g49250	S locus-linked protein, putative	signalling.receptor kinases.misc	30_2_99

CUST_22157_PI403524517	2	-0.14633131	-0.044205666	0.07320547	0.044205666	0.42803	-0.3805952	35_6440	"Cluster: Putative dehydration-responsive element binding protein 3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative dehydration-responsive element bin"	UniRef90_Q6ZGQ0	"CHR1V7|COORD:29369683..29370687| RAP2.4 (related to AP2 4); DNA binding / transcription factor"	AT1G78080.1	CHR02V5|COORD:31642599..31644669|protein AP2 domain-containing protein, putative, expressed	LOC_Os02g51670.1	no descriptionnot assigned PRK07764	not assigned.unknown	35_2

CUST_85893_PI403524517	2	0.068696976	0.14739561	-0.124305725	-0.0686965	-0.14189005	0.23100233	35_24599	"Cluster: Os05g0241000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0241000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DJR0	0	0	CHR05V5|COORD:8568787..8563863|protein expressed protein	LOC_Os05g15140.2	no description	not assigned.unknown	35_2

CUST_13547_PI399408534	2	-0.26893377	0.79965734	0.0030288696	-0.002292633	-0.17090702	0.00229311	35_8745	"Cluster: AGO1 homologous protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: AGO1 homologous protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K972	CHR1V7|COORD:17889953..17895560| AGO1 (ARGONAUTE 1)	AT1G48410.2	CHR02V5|COORD:35762538..35755268|protein PINHEAD protein, putative, expressed	LOC_Os02g58490.1	no descriptionmoderately similar to ( 281)AT1G48410| Symbols: AGO1 | AGO1 (ARGONAUTE 1) | chr1:17889953-17895560 REVERSEnot assigned not assigned Piwi_ago-like Piwi Piwi-like Piwi_piwi-like_Euk	RNA.regulation of transcription.Argonaute	27_3_36

CUST_134256_PI403524517	2	0.042848587	-0.27288818	-0.021791458	-0.0594244	0.021791458	0.07242489	35_37674	"Cluster: Putative plastin 3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative plastin 3 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5QMW7		0	CHR01V5|COORD:18513831..18520220|protein fimbrin-like protein 3, putative, expressed	LOC_Os01g33080.1	no description	not assigned.unknown	35_2

CUST_28640_PI403524517	2	0.051023483	0.49587917	-0.051023483	-0.14278698	-0.109451294	0.21418762	35_8274	"Cluster: Putative glutathione S-transferase OsGSTU2; n=4; Oryza sativa (japonica cultivar-group)|Rep: Putative glutathione S-transferase OsGSTU2 - Oryza sativa"	UniRef90_Q9FUE2	"CHR1V7|COORD:3395740..3396808| ATGSTU18 (GLUTATHIONE S-TRANSFERASE 29); glutathione transferase"	AT1G10360.1	CHR10V5|COORD:20270188..20272250|protein glutathione S-transferase GSTU6, putative, expressed	LOC_Os10g38630.1	" no descriptionmoderately similar to ( 224)AT1G10360| Symbols: GST29, ATGSTU18 | ATGSTU18 (GLUTATHIONE S-TRANSFERASE 29); glutathione transferase | chr1:3395740-3396808 REVERSEmoderately similar to ( 246)GSTU6_ORYSAnot assigned not assigned not assigned not assigned GST_C_Tau GST_N_Tau Gst GST_N_family GST_N_Zeta GST_N sspA GST_N_SspA GST_C_family GST_N_Phi "	misc.glutathione S transferases	26_9

CUST_46982_PI403524517	2	0.081710815	0.07771397	-0.21256828	-0.070124626	-0.085933685	0.070124626	35_13452	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_61990_PI403524517	2	0.10806179	0.30269432	0.004937172	-0.10241699	-0.1391182	-0.0049381256	35_17683	Rep: Carboxyl-terminal proteinase-like - Oryza sativa (japonica cultivar-group)	UniRef90_Q6H7H9	CHR4V7|COORD:9767127..9768661| ubiquitin carboxyl-terminal hydrolase, putative / ubiquitin thiolesterase, putative	AT4G17510.1	CHR02V5|COORD:26398988..26403641|protein ubiquitin carboxyl-terminal hydrolase isozyme L3, putative, expressed	LOC_Os02g43760.1	 no descriptionmoderately similar to ( 286)AT4G17510| Symbols:  | ubiquitin carboxyl-terminal hydrolase, putative / ubiquitin thiolesterase, putative | chr4:9767127-9768661 REVERSEnot assigned not assigned Peptidase_C12 	protein.degradation	29_5

CUST_1081_PI403524517	2	0.1601448	-0.04333973	0.043338776	-0.09004784	-0.10531616	0.087067604	35_286	"Cluster: Glyceraldehyde-3-phosphate dehydrogenase, cytosolic 1; n=9; Poaceae|Rep: Glyceraldehyde-3-phosphate dehydrogenase, cytosolic 1 -"	UniRef90_P08735	"CHR1V7|COORD:4608462..4610491| GAPC-2; glyceraldehyde-3-phosphate dehydrogenase"	AT1G13440.1	CHR08V5|COORD:1518951..1522883|protein glyceraldehyde-3-phosphate dehydrogenase, cytosolic, putative, expressed	LOC_Os08g03290.1	 no descriptionhighly similar to ( 567)AT1G13440| Symbols: GAPC-2 | GAPC-2 | chr1:4608462-4610491 REVERSEhighly similar to ( 638)G3PX_HORVUGlyceraldehyde-3-phosphate dehydrogenase, cytosolic - Hordeum vulgare (Barley)not assigned GapA PRK07729 PRK07403 PRK08955 Gp_dh_C PRK08289 Gp_dh_N Asd PRK04207 	glycolysis.glyceraldehyde 3-phosphate dehydrogenase	4_9

CUST_60097_PI403524517	2	0.10820866	0.6584401	-0.073214054	0.073214054	-0.28445435	-0.33080673	35_17132	Rep: NPH1-2 - Avena sativa (Oat)	UniRef90_O49004	"CHR3V7|COORD:16829542..16834945| PHOT1 (phototropin 1); kinase"	AT3G45780.2	CHR12V5|COORD:74285..88965|protein phototropin-1, putative, expressed	LOC_Os12g01140.4	" no descriptionhighly similar to ( 763)AT3G45780| Symbols: NPH1, JK224, RPT1, PHOT1 | PHOT1 (phototropin 1); kinase | chr3:16829542-16834945 FORWARDmoderately similar to ( 323)KPK1_PHAVUProtein kinase PVPK-1 - Phaseolus vulgaris (Kidney bean) (French bean)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase SPS1 Pkinase_Tyr TyrKc PTKc PTKc_Jak_rpt2 PTKc_Tec_like PTKc_Srm_Brk PTKc_Fes_like PTKc_Frk_like PTKc_EGFR_like PTKc_Jak2_Jak3_rpt2 PTKc_Src_like PTKc_Ack_like PTKc_Lck_Blk PTKc_Csk_like PTKc_Syk_like PTKc_Tec_Rlk PTKc_Lyn PTKc_EphR PTKc_Ror PTKc_Tyk2_rpt2 PTKc_Abl PTKc_Btk_Bmx PTKc_Fer PTKc_EphR_B PTKc_Jak1_rpt2 PTKc_DDR PTK_HER3 PTKc_Itk PTKc_Fyn_Yrk PTKc_Hck PTKc_FAK PTKc_Csk PTKc_EGFR PTKc_Src PTKc_DDR2 PTKc_EphR_A PTKc_Fes PTKc_HER4 PTKc_DDR1 PTKc_Chk PTKc_Yes PTKc_Zap-70 PTKc_DDR_like PTKc_Axl_like PTKc_Ror1 PTKc_Axl PTKc_EphR_A2 PTKc_Tyro3 PTKc_VEGFR3 PTKc_Syk PTKc_RET PTKc_HER2 "	protein.postranslational modification	29_4

CUST_30143_PI399408534	2	0.15741444	-0.87322044	-0.13424683	-0.0047101974	0.0047101974	0.033514023	35_2848	"Cluster: Zinc finger protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Zinc finger protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q653D5	"CHR1V7|COORD:11040594..11043574| SUF4 (SUPPRESSOR OF FRIGIDA4); transcription factor"	AT1G30970.1	CHR09V5|COORD:22291265..22286693|protein zinc finger protein 207, putative, expressed	LOC_Os09g38790.3	no descriptionmoderately similar to ( 267)AT1G30970| Symbols: SUF4 | SUF4 (SUPPRESSOR OF FRIGIDA4) | chr1:11040594-11043414 REVERSEnot assigned not assigned not assigned not assigned	RNA.regulation of transcription.C2H2 zinc finger family	27_3_11

CUST_88904_PI403524517	2	0.21059036	-0.2093296	-0.053772926	-0.019878387	0.042634964	0.019877434	35_25437	"Cluster: Putative SEC14 cytosolic factor; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative SEC14 cytosolic factor - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6Z7A1	0	0	CHR02V5|COORD:5604236..5609533|protein SEC14-like protein 1, putative, expressed	LOC_Os02g10650.2	no description	not assigned.unknown	35_2

CUST_141581_PI403524517	2	-0.06064987	-0.05628395	-0.0053157806	0.0053167343	0.08497238	0.048666954	35_39684	Rep: F3O9.7 protein - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q9SA26	CHR1V7|COORD:5563884..5568139| protein kinase family protein	AT1G16270.1	CHR07V5|COORD:14721415..14729883|protein protein kinase domain containing protein, expressed	LOC_Os07g25680.1	no descriptionvery weakly similar to (86.3)AT1G79570| Symbols:  | protein kinase family protein | chr1:29937749-29942433 REVERSEnot assigned	protein.postranslational modification	29_4

CUST_56130_PI403524517	2	-0.11550093	0.86903477	0.18052578	-0.0061206818	-0.2157402	0.0061206818	35_15974	"Cluster: Hypothetical protein OJ1378_A04.12; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1378_A04.12 - Oryza sativa (japonica cultiv"	UniRef90_Q6I5U6	CHR1V7|COORD:27084115..27085235| identical protein binding / subtilase	AT1G71950.1	CHR05V5|COORD:21133733..21131630|protein Pi starvation-induced protein, putative, expressed	LOC_Os05g35740.1	no descriptionweakly similar to ( 115)AT1G71950| Symbols:  | identical protein binding / subtilase | chr1:27084115-27085235 REVERSEnot assigned Subtilisin_N	protein.degradation.subtilases	29_5_1

CUST_25417_PI403524517	2	0.18743515	0.016613007	0.13458824	-0.20849037	-0.231534	-0.016612053	35_7368	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_69690_PI403524517	2	0.31521988	0.18909168	-0.119342804	-0.5473652	-0.58131695	0.119342804	35_19939	"Cluster: Squamosa promoter binding protein 2-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Squamosa promoter binding protein 2-like - Oryza sativa (jap"	UniRef90_Q5Z818	0	0	CHR02V5|COORD:2105740..2110538|protein squamosa promoter-binding-like protein 10, putative, expressed	LOC_Os02g04680.2	no description	not assigned.unknown	35_2

CUST_32176_PI399408534	2	0.034585953	-0.07061577	-0.035858154	0.013978958	-0.013978004	0.034934998	35_17162	"Cluster: DNA-binding protein-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: DNA-binding protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69XV5	CHR2V7|COORD:7566951..7570556| ARID/BRIGHT DNA-binding domain-containing protein	AT2G17410.1	CHR06V5|COORD:25012594..25018847|protein ARID/BRIGHT DNA binding domain containing protein, expressed	LOC_Os06g41730.2	no descriptionmoderately similar to ( 388)AT2G17410| Symbols:  | ARID/BRIGHT DNA-binding domain-containing protein | chr2:7566951-7570556 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned BRIGHT ARID Tymo_45kd_70kd Atrophin-1	RNA.regulation of transcription.AT-rich interaction domain containing transcription factor family	27_3_38

CUST_3860_PI403524517	2	-0.11353016	-1.1610155	0.3245592	0.032320976	0.4718027	-0.032320976	35_1069	Rep: Alpha-expansin EXPA2 - Triticum aestivum (Wheat)	UniRef90_Q56TP5	CHR1V7|COORD:26145697..26146714| ATEXPA1 (ARABIDOPSIS THALIANA EXPANSIN A1)	AT1G69530.2	CHR01V5|COORD:35472366..35474187|protein alpha-expansin 10 precursor, putative, expressed	LOC_Os01g60770.1	 no descriptionmoderately similar to ( 236)AT1G69530| Symbols: EXP1, AT-EXP1, ATEXP1, ATHEXP ALPHA 1.2, ATEXPA1 | ATEXPA1 (ARABIDOPSIS THALIANA EXPANSIN A1) | chr1:26145697-26146714 FORWARDmoderately similar to ( 283)EXPA2_ORYSADPBB_1 	cell wall.modification	10_7

CUST_66055_PI403524517	2	0.085038185	0.38066864	-0.046733856	0.0350008	-0.15058613	-0.034999847	35_18865	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_81477_PI403524517	2	0.007962227	0.40695667	0.23207474	-0.007962227	-0.052913666	-0.019247055	35_23374	"Cluster: Putative aminopeptidase C; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative aminopeptidase C - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69TI3	CHR5V7|COORD:14265432..14270502| serine-type peptidase	AT5G36210.1	CHR06V5|COORD:5875422..5868896|protein acyl-peptide hydrolase-like, putative, expressed	LOC_Os06g11190.1	no descriptionmoderately similar to ( 365)AT5G36210| Symbols:  | serine-type peptidase | chr5:14265432-14270502 REVERSEnot assigned DAP2 Peptidase_S9	protein.degradation	29_5

CUST_166923_PI403524517	2	0.022732735	-0.007555008	-0.012986183	0.007555008	0.07472229	-0.12162781	35_46500	0	0		0	CHR02V5|COORD:27656549..27661487|protein nucleic acid binding protein, putative, expressed	LOC_Os02g45480.1	no description	not assigned.unknown	35_2

CUST_12256_PI403524517	2	0.3036585	-0.21349621	0.1524558	0.08979368	-0.3136425	-0.08979368	35_3488	"Cluster: Hypothetical protein B1370C05.31; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1370C05.31 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6YU79	CHR5V7|COORD:24645480..24646004| ankyrin repeat family protein	AT5G61230.1	CHR02V5|COORD:132948..135155|protein ankyrin-3, putative, expressed	LOC_Os02g01240.1	no descriptionvery weakly similar to (59.3)AT5G61230| Symbols:  | ankyrin repeat family protein | chr5:24645480-24646004 FORWARD	cell.organisation	31_1

CUST_11685_PI403524517	2	-0.67299414	1.1746182	-0.1467452	0.1467452	-0.3176012	0.17803907	35_3321	"Cluster: Hypothetical protein P0643D11.22-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0643D11.22-1 - Oryza sativa (japonica cultiv"	UniRef90_Q6ES34	"CHR5V7|COORD:15946485..15949443| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G69610.1); similar to conserved hypothetical protein [Medicago"	AT5G39785.1	CHR09V5|COORD:14698203..14693433|protein expressed protein	LOC_Os09g24700.1	"no descriptionmoderately similar to ( 215)AT5G39785| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G69610.1); similar to conserved hypothetical protein [Medicago truncatula] (GB:ABD32213.1); contains InterPro domain Protein of unknown function DUF1666; (InterPro:IPR012870) | chr5:15946485-15949443 FORWARDDUF1666 PRK12323"	not assigned.unknown	35_2

CUST_47620_PI403524517	2	0.25657558	-0.1918993	0.032200336	-0.03219986	0.15852642	-0.31635666	35_13628	"Cluster: Putative UDP-N-acetylmuramoylananyl-D-glutamate-2, 6-diaminopimelate ligase; n=1; Oryza sativa (japonica"	UniRef90_Q94LU9	"CHR1V7|COORD:23618124..23620764| PDE316 (PIGMENT DEFECTIVE EMBRYO); ATP binding / ligase"	AT1G63680.1	CHR10V5|COORD:21156630..21153047|protein UDP-N-acetylmuramoylalanyl-D-glutamate--2, 6-diaminopimelate ligase, putative, expressed	LOC_Os10g40130.1	"no descriptionmoderately similar to ( 213)AT1G63680| Symbols: PDE316 | PDE316 (PIGMENT DEFECTIVE EMBRYO); ATP binding / ligase | chr1:23618124-23620764 FORWARDMur_ligase_M murE MurE PRK11929 MurD"	not assigned.no ontology	35_1

CUST_103550_PI403524517	2	-0.15121794	0.16246843	0.24396515	0.0026783943	-0.6371546	-0.0026779175	35_29527	"Cluster: Hypothetical protein P0416D03.38-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0416D03.38-1 - Oryza sativa (japonica"	UniRef90_Q5ZDL8		0	CHR01V5|COORD:2557688..2562175|protein IWS1 C-terminus family protein, expressed	LOC_Os01g05420.1	no description	not assigned.unknown	35_2

CUST_95898_PI403524517	2	0.008142471	-0.7858038	0.066428185	0.26657677	-0.008142948	-0.056034088	35_27399	Rep: Protease 1 - Pneumocystis carinii	UniRef90_Q96VI4	CHR5|COORD:23654933..23658146| zinc finger (Ran-binding) family protein, weak similarity to SP:Q01844 RNA-binding protein EWS (EWS oncogene) (Ewing	AT5G58470.2	CHR12V5|COORD:17005898..17003336|protein expressed protein	LOC_Os12g28770.1	no description	not assigned.unknown	35_2

CUST_60510_PI403524517	2	0.24799919	-0.28701496	-0.04787159	0.047870636	-0.051003456	0.08835983	35_17251	"Cluster: Blue copper-binding protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Blue copper-binding protein-like - Oryza sativa (japonica cultivar-g"	UniRef90_Q7F1H3	CHR2V7|COORD:11542748..11543329| plastocyanin-like domain-containing protein	AT2G27035.1	CHR07V5|COORD:699125..698143|protein blue copper protein precursor, putative, expressed	LOC_Os07g02200.1	no descriptionvery weakly similar to (85.1)AT2G27035| Symbols:  | plastocyanin-like domain-containing protein | chr2:11542748-11543329 FORWARDvery weakly similar to (64.7)BCP_PEABlue copper protein precursor - Pisum sativum (Garden pea)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Cu_bind_like PRK12323 PRK07764 Atrophin-1 DUF1421 TT_ORF1 PRK05648 Extensin_2 Drf_FH1	misc.plastocyanin-like	26_19

CUST_72996_PI403524517	2	0.009739876	0.93507385	0.1817522	-0.009740353	-0.08739376	-0.07009888	35_20928	"Cluster: C-terminal zinc-finger-like; n=3; Oryza sativa|Rep: C-terminal zinc-finger-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5QLR5	0	0	CHR01V5|COORD:27639153..27629959|protein RING-finger protein like, putative, expressed	LOC_Os01g47740.3	no description	not assigned.unknown	35_2

CUST_13693_PI403524517	2	0.3186202	-0.5137572	-0.016767502	-0.10329914	0.16201115	0.016767979	35_3930	"Cluster: Putative DNA polymerase I 3'-5' exo domain; n=3; Oryza sativa (japonica cultivar-group)|Rep: Putative DNA polymerase I 3'-5' exo domain - Oryza sativa"	UniRef90_Q5N8X0	0	0	CHR01V5|COORD:38285850..38281937|protein DNA polymerase I, putative, expressed	LOC_Os01g65400.2	no description	not assigned.unknown	35_2

CUST_132162_PI403524517	2	0.3089323	0.57726765	0.16581678	-0.16581726	-0.9914794	-0.36405373	35_37119	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_15691_PI404877155	2	0.006331444	-0.06920433	-0.00633049	0.050456047	-0.069452286	0.016153336	Contig9510_at	peroxisomal membrane protein ABC transporter homologue [Oryza sativa (japonica cultivar-group)]	CAD59604.1	peroxisomal ABC transporter (PXA1)	At4g39850.1	protein ABC transporter	Os05g01700	peroxisomal membrane protein ABC transporter homologue	transport.ABC transporters and multidrug resistance systems	34_16

CUST_64047_PI403524517	2	0.01776123	0.5585289	0.046977997	-0.10080814	-0.06686115	-0.01776123	35_18290	"Cluster: Hypothetical protein OSJNBa0048L03.18-2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0048L03.18-2 - Oryza sativa (japon"	UniRef90_Q67IW5	"CHR3V7|COORD:8019792..8020381| Identical to Protein At3g22680 [Arabidopsis Thaliana] (GB:Q9LUJ3;GB:Q84MD0); similar to Os06g0630300 [Oryza sativa (japonica"	AT3G22680.1	CHR06V5|COORD:25497388..25500756|protein expressed protein	LOC_Os06g42430.2	"no descriptionweakly similar to ( 175)AT3G22680| Symbols:  | Identical to Protein At3g22680 [Arabidopsis Thaliana] (GB:Q9LUJ3;GB:Q84MD0); similar to Os06g0630300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001058122.1) | chr3:8019792-8020381 FORWARDDUF1950"	not assigned.unknown	35_2

CUST_171447_PI403524517	2	0.4322939	0.0069098473	0.01155138	-0.28908443	-0.006910324	-0.11686039	35_47774	"Cluster: Os03g0284000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os03g0284000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DSW5		0	CHR03V5|COORD:9736057..9738381|protein expressed protein	LOC_Os03g17560.1	no description	not assigned.unknown	35_2

CUST_16901_PI403524517	2	0.527689	-0.015901089	0.015900612	-0.39913464	-0.31346464	0.07310486	35_4883	"Cluster: Hypothetical protein P0556A05.23; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0556A05.23 - Oryza sativa (japonica cultivar-g"	UniRef90_Q651Y4	CHR1V7|COORD:17885804..17887523| F-box family protein	AT1G48400.1	CHR09V5|COORD:18268123..18268792|protein expressed protein	LOC_Os09g30030.1	no descriptionnot assigned not assigned not assigned not assigned not assigned Atrophin-1 PRK07764	not assigned.unknown	35_2

CUST_150139_PI403524517	2	0.13375664	0.36937332	-0.014938831	-0.009428024	0.009427547	-0.42490053	35_42002	"Cluster: Hypothetical protein OSJNBb0012G21.3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0012G21.3 - Oryza sativa (japonica cu"	UniRef90_Q688J4	CHR5V7|COORD:105366..107044| glycoside hydrolase starch-binding domain-containing protein	AT5G01260.2	CHR05V5|COORD:21834195..21831474|protein starch binding domain containing protein, expressed	LOC_Os05g37450.1	no descriptionweakly similar to ( 123)AT5G01260| Symbols:  | glycoside hydrolase starch-binding domain-containing protein | chr5:105366-106487 FORWARDCBM_20	major CHO metabolism.degradation.starch.D enzyme	2_2_2_4

CUST_54423_PI403524517	2	0.03672409	-0.23373604	-0.13420105	0.023212433	0.00182724	-0.0018291473	35_15491	Rep: Hypothetical protein - Trichomonas vaginalis G3	UniRef90_A2DFD4	"CHR2V7|COORD:9704460..9706664| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G37820.1); similar to hypothetical protein B14911_03489 [Bacillus sp."	AT2G22795.1	CHR12V5|COORD:26396477..26391717|protein brain acid soluble protein 1, putative, expressed	LOC_Os12g42550.2	"no descriptionvery weakly similar to (53.5)AT2G22795| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G37820.1); similar to hypothetical protein B14911_03489 [Bacillus sp. NRRL B-14911] (GB:ZP_01168655.1) | chr2:9704460-9706664 REVERSEnot assigned not assigned not assigned not assigned CDC27 BASP1 infB MDN1 DUF612 TolA PRK10416 Ehrlichia_rpt Caldesmon PRK08691"	not assigned.unknown	35_2

CUST_55954_PI403524517	2	0.007101059	0.22650146	0.014249802	-0.16531086	-0.14092255	-0.007101059	35_15924	"Cluster: Os05g0589000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0589000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DFI0	CHR3V7|COORD:496186..498779| similar to hypothetical protein [Cleome spinosa] (GB:ABD96906.1)	AT3G02420.1	CHR05V5|COORD:29252833..29257234|protein expressed protein	LOC_Os05g51140.1	no descriptionmoderately similar to ( 313)AT3G02420| Symbols:  | similar to hypothetical protein [Cleome spinosa] (GB:ABD96906.1) | chr3:496186-498779 REVERSETT_ORF1	not assigned.unknown	35_2

CUST_63776_PI403524517	2	-0.18617916	0.22419739	0.12651443	0.13142204	-0.23209953	-0.12651443	35_18210	"Cluster: Os10g0569300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os10g0569300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IVI1	CHR1V7|COORD:9301133..9303419| dehydration-responsive family protein	AT1G26850.2	CHR10V5|COORD:22239213..22243797|protein methyltransferase, putative, expressed	LOC_Os10g41970.1	no descriptionhighly similar to ( 803)AT1G26850| Symbols:  | dehydration-responsive family protein | chr1:9301133-9303419 REVERSEDUF248	stress.abiotic.drought/salt	20_2_3

CUST_135079_PI403524517	2	-0.09923649	-0.21521282	0.099236965	0.14833307	0.16767406	-0.36555767	35_37894	"Cluster: Putative GTP-binding protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative GTP-binding protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q84TX8	CHR5V7|COORD:23610584..23612791| GTP binding	AT5G58370.1	CHR03V5|COORD:34171067..34166462|protein GTP binding protein, putative, expressed	LOC_Os03g60180.1	no descriptionweakly similar to ( 102)AT5G58370| Symbols:  | GTP binding | chr5:23610584-23612871 FORWARD	not assigned.unknown	35_2

CUST_5900_PI403524517	2	0.14814758	-0.0028562546	-0.4488492	0.13240623	-0.7059617	0.002855301	35_1629	"Cluster: Hypothetical protein P0015C07.40; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0015C07.40 - Oryza sativa (japonica"	UniRef90_Q69U48	CHR3V7|COORD:4136553..4136813| similar to seed maturation protein [Glycine tomentella] (GB:ABB72392.1)	AT3G12960.1	CHR08V5|COORD:228184..227469|protein expressed protein	LOC_Os08g01370.1	no descriptionvery weakly similar to (68.9)AT3G12960| Symbols:  | similar to seed maturation protein [Glycine tomentella] (GB:ABB72392.1) | chr3:4136553-4136813 FORWARD	not assigned.unknown	35_2

CUST_60879_PI403524517	2	-0.0068187714	0.11961746	0.006819725	-0.017129898	0.072870255	-0.11167908	35_17362	"Cluster: Hypothetical protein P0036D10.16; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0036D10.16 - Oryza sativa (japonica cultivar-g"	UniRef90_Q9FW26	0	0	CHR05V5|COORD:130088..127993|protein expressed protein	LOC_Os05g01210.2	no description	not assigned.unknown	35_2

CUST_16994_PI404877155	2	0.18397999	-0.49087143	-0.12400532	0.06021309	0.02560711	-0.02560711	HS06K05u_s_at	glyceraldehyde 3-phosphate dehydrogenase, cytosolic, putative / NAD-dependent glyceraldehyde-3-phosphate dehydrogenase,	NP_178071.1	glyceraldehyde 3-phosphate dehydrogenase, cytosolic, putative / NAD-dependent glyceraldehyde-3-phosphate dehyd	At1g79530.1	protein glyceraldehyde-3-phosphate dehydrogenase, type I, putative	Os02g07490	glyceraldehyde-3-phosphate dehydrogenase -related	glycolysis.glyceraldehyde 3-phosphate dehydrogenase	4_09

CUST_49207_PI403524517	2	-0.028676987	-0.6376152	-0.08516693	0.06831741	0.10822296	0.028676987	35_14041	"Cluster: PREDICTED: similar to histone 1, H2ai (predicted); n=1; Canis familiaris|Rep: PREDICTED: similar to histone 1, H2ai (predicted) - Canis familiaris"	UniRef90_UPI00005A5838	CHR5V7|COORD:3270479..3270889| histone H3	AT5G10400.1	CHR11V5|COORD:2622185..2621575|protein histone H3, putative, expressed	LOC_Os11g05730.1	no descriptionmoderately similar to ( 262)AT5G65360| Symbols:  | histone H3 | chr5:26137325-26137735 REVERSEmoderately similar to ( 261)H32_WHEATHistone H3.2 - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned H3 HHT1 Histone PRK07003 PRK12323 DUF566	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_80236_PI403524517	2	0.1294756	-0.5634699	0.0130229	0.012896061	-0.012895584	-0.23101759	35_23008	Rep: H0219H12.4 protein - Oryza sativa (Rice)	UniRef90_Q01IJ3	CHR5V7|COORD:15963997..15966414| ATP-dependent RNA helicase, mitochondrial, putative	AT5G39840.1	CHR04V5|COORD:22732811..22728742|protein ATP-dependent RNA helicase SUV3, mitochondrial precursor, putative, expressed	LOC_Os04g38630.1	 no descriptionmoderately similar to ( 468)AT5G39840| Symbols:  | ATP-dependent RNA helicase, mitochondrial, putative | chr5:15963997-15966414 FORWARDnot assigned not assigned not assigned HELICc HELICc Helicase_C COG4581 SrmB 	RNA.transcription	27_2

CUST_4835_PI403524517	2	-0.05286312	0.023993492	-0.03968239	0.029512405	0.027170181	-0.023994446	35_1335	"Cluster: Pyruvate kinase family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Pyruvate kinase family protein, expressed - Oryza sativa (j"	UniRef90_Q2R8U5	CHR2V7|COORD:15346332..15349860| pyruvate kinase, putative	AT2G36580.1	CHR11V5|COORD:6054813..6061304|protein pyruvate kinase, cytosolic isozyme, putative, expressed	LOC_Os11g10980.1	 no descriptionhighly similar to ( 651)AT2G36580| Symbols:  | pyruvate kinase, putative | chr2:15346332-15349860 FORWARDmoderately similar to ( 337)KPYC_SOLTUPyruvate kinase, cytosolic isozyme - Solanum tuberosum (Potato)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pyruvate_Kinase PykF PRK05826 PRK06354 PRK09206 PK PRK06247 PRK06739 PK_C DnaJ PRK08187 DnaJ CbpA DnaJ PRK10266 PRK10767 	glycolysis.PK	4_13

CUST_161161_PI403524517	2	0.08538246	0.111679554	0.24245453	-0.085381985	-0.22176361	-0.6369524	35_44964	"Cluster: Hypothetical protein OSJNBa0038E17.10; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0038E17.10 - Oryza sativa (japonica"	UniRef90_Q60DP8	"CHR1V7|COORD:10673066..10675043| similar to phosphonate metabolism protein-related [Arabidopsis thaliana] (TAIR:AT4G03610.1); similar to Os03g0643200 [Oryza"	AT1G30300.1	CHR12V5|COORD:26075228..26070476|protein hydrolase-like protein, putative, expressed	LOC_Os12g42100.1	"no descriptionvery weakly similar to (74.3)AT1G30300| Symbols:  | similar to phosphonate metabolism protein-related [Arabidopsis thaliana] (TAIR:AT4G03610.1); similar to Os03g0643200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001050752.1); similar to Os12g0615500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001067275.1); similar to hypothetical protein LOC_Os12g42100 [Oryza sativa (japonica cultivar-group)] (GB:ABA99850.1); contains domain no description (G3D.3.60.15.10); contains domain Metallo-hydrolase/oxidoreductase (SSF56281) | chr1:10673066-10675043 FORWARD"	not assigned.no ontology	35_1

CUST_6745_PI403524517	2	0.13071632	0.052966118	0.13858414	-0.19946766	-0.052966118	-0.1865139	35_1873	"Cluster: Ubiquitin family protein, expressed; n=4; Oryza sativa|Rep: Ubiquitin family protein, expressed - Oryza sativa (japonica cultivar-group)"	UniRef90_Q336W0	CHR2V7|COORD:7485354..7488443| ubiquitin family protein	AT2G17190.1	CHR10V5|COORD:20844903..20839650|protein ubiquilin-1, putative, expressed	LOC_Os10g39620.7	no descriptionvery weakly similar to (91.3)AT2G17200| Symbols:  | ubiquitin family protein | chr2:7489215-7492172 REVERSEnot assigned not assigned not assigned UBL Scythe_N UBQ ubiquitin RAD23_N UBQ	protein.degradation.ubiquitin.ubiquitin	29_5_11_1

CUST_12692_PI403524517	2	0.04086685	-0.39096546	-0.0661602	0.051299095	0.0049114227	-0.0049114227	35_3627	"Cluster: Putative xyloglucan fucosyltransferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative xyloglucan fucosyltransferase - Oryza sativa (japonic"	UniRef90_Q6Z6F7	"CHR2V7|COORD:970398..972350| FT1 (FUCOSYLTRANSFERASE 1); fucosyltransferase/ transferase, transferring glycosyl groups"	AT2G03220.1	CHR02V5|COORD:32158655..32161950|protein galactoside 2-alpha-L-fucosyltransferase, putative, expressed	LOC_Os02g52560.1	" no descriptionmoderately similar to ( 479)AT2G03220| Symbols: MUR2, ATFUT1, ATFT1, FT1 | FT1 (FUCOSYLTRANSFERASE 1); fucosyltransferase/ transferase, transferring glycosyl groups | chr2:970398-972350 REVERSEmoderately similar to ( 452)FUT1_PEAGalactoside 2-alpha-L-fucosyltransferase - Pisum sativum (Garden pea)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned XG_FTase PRK07764 PRK07003 AF-4 Herpes_BLLF1 PRK12678 Atrophin-1 APC_basic PRK12323 FimV DUF390 Tymo_45kd_70kd "	cell wall.hemicellulose synthesis	10_3

CUST_121922_PI403524517	2	-0.35754204	-0.6727705	0.29318428	0.38656807	0.28325367	-0.28325367	35_34422	"Cluster: IN2-1 protein, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: IN2-1 protein, putative, expressed - Oryza sativa (japonica cultiv"	UniRef90_Q10N45	CHR3V7|COORD:20409695..20411282| In2-1 protein, putative	AT3G55040.1	CHR03V5|COORD:9694100..9691275|protein IN2-1 protein, putative, expressed	LOC_Os03g17470.1	 no descriptionvery weakly similar to (79.0)AT3G55040| Symbols:  | In2-1 protein, putative | chr3:20409695-20411282 REVERSEvery weakly similar to (84.3)IN21_MAIZEProtein IN2-1 - Zea mays (Maize)not assigned GST_C_Lambda 	not assigned.no ontology	35_1

CUST_18063_PI403524517	2	-0.01963234	0.089001656	0.019631386	-0.13392258	0.023227692	-0.024496078	35_5217	"Cluster: Hypothetical protein OSJNBa0083M16.21-1; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0083M16.21-1 - Oryza sativa (japon"	UniRef90_Q5ZCN1	CHR1V7|COORD:8900266..8903207| metallo-beta-lactamase family protein	AT1G25375.1	CHR01V5|COORD:1846636..1853105|protein metallo-beta-lactamase superfamily protein, expressed	LOC_Os01g04200.2	no descriptionmoderately similar to ( 357)AT1G25375| Symbols:  | metallo-beta-lactamase family protein | chr1:8900266-8903207 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned GloB Lactamase_B PRK07764 PRK12323 PRK07003	not assigned.no ontology	35_1

CUST_57171_PI403524517	2	0.041685104	-0.041007996	0.041007996	-0.10730934	0.11658478	-0.22060204	35_16296	"Cluster: Seryl-tRNA synthetase, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Seryl-tRNA synthetase, putative, expressed - Oryza sativa"	UniRef90_Q10QF5	CHR5V7|COORD:9695090..9697157| seryl-tRNA synthetase / serine--tRNA ligase	AT5G27470.1	CHR01V5|COORD:21502591..21506788|protein seryl-tRNA synthetase, putative, expressed	LOC_Os01g37837.2	no descriptionmoderately similar to ( 405)AT5G27470| Symbols:  | seryl-tRNA synthetase / serine--tRNA ligase | chr5:9695090-9697157 FORWARDmoderately similar to ( 406)SYS_HELANSeryl-tRNA synthetase - Helianthus annuus (Common sunflower)not assigned not assigned not assigned not assigned not assigned not assigned PRK05431 SerS SerRS_core Seryl_tRNA_N tRNA-synt_2b Gly_His_Pro_Ser_Thr_tRS_core ThrS ThrRS_core thrS	protein.aa activation.serine-tRNA ligase	29_1_11

CUST_167034_PI403524517	2	0.06803131	-0.10389662	-0.0656991	0.0656991	-0.73907614	0.27639818	35_46528	Rep: Nucleoside diphosphate kinase - Lolium perenne (Perennial ryegrass)	UniRef90_Q9LKM0	"CHR4V7|COORD:5923421..5924363| NDPK1 (nucleoside diphosphate kinase 1); ATP binding / nucleoside diphosphate kinase"	AT4G09320.1	CHR10V5|COORD:21930749..21928224|protein nucleoside diphosphate kinase 1, putative, expressed	LOC_Os10g41410.2	no description	not assigned.unknown	35_2

CUST_132085_PI403524517	2	0.26458025	0.13692045	0.0017828941	-0.0017824173	-0.2672677	-0.23773718	35_37096	"Cluster: Pex2/Pex12 amino terminal region family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Pex2/Pex12 amino terminal region family pr"	UniRef90_Q337M1	CHR3V7|COORD:1186647..1189100| APM4/ATPEX12/PEX12 (PEROXIN-12)	AT3G04460.1	CHR10V5|COORD:16921376..16926275|protein peroxisome assembly protein 12, putative, expressed	LOC_Os10g32960.1	 no descriptionweakly similar to ( 148)AT3G04460| Symbols: PEX12, ATPEX12, APM4 | APM4/ATPEX12/PEX12 (PEROXIN-12) | chr3:1186647-1189100 FORWARDnot assigned Pex2_Pex12 	not assigned.no ontology	35_1

CUST_153471_PI403524517	2	0.21716261	0.8086543	-0.024969101	0.024969101	-0.4531288	-0.20204353	35_42892	"Cluster: Disease resistance protein RPM1 homolog; n=1; Sorghum bicolor|Rep: Disease resistance protein RPM1 homolog - Sorghum bicolor (Sorghum) (Sorghum vulgare"	UniRef90_Q9XEQ9	CHR3V7|COORD:2226250..2229030| RPM1 (RESISTANCE TO P. SYRINGAE PV MACULICOLA 1)	AT3G07040.1	CHR12V5|COORD:23138411..23133534|protein resistance protein LR10, putative, expressed	LOC_Os12g37740.1	 no descriptionweakly similar to ( 117)AT3G07040| Symbols: RPS3, RPM1 | RPM1 (RESISTANCE TO P. SYRINGAE PV MACULICOLA 1) | chr3:2226250-2229030 REVERSEnot assigned NB-ARC 	stress.biotic	20_1

CUST_66027_PI403524517	2	-0.056848526	0.03644657	0.0060768127	-0.04108429	0.05373192	-0.006075859	35_18858	"Cluster: Zinc finger (C3HC4-type RING finger) protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Zinc finger (C3HC4-type RING finger) protein-like -"	UniRef90_Q6H4E3	CHR2V7|COORD:14876258..14878752| zinc finger (C3HC4-type RING finger) protein-related	AT2G35330.1	CHR09V5|COORD:12382167..12386954|protein inhibitor of apoptosis, putative, expressed	LOC_Os09g20550.1	no descriptionvery weakly similar to (81.6)AT2G35330| Symbols:  | zinc finger (C3HC4-type RING finger) protein-related | chr2:14876258-14878752 FORWARD	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_155150_PI403524517	2	0.39474344	-0.6286135	0.043713093	-0.043712616	0.119487286	-0.5540681	35_43340	Rep: Luminal binding protein - Pseudotsuga menziesii (Douglas-fir)	UniRef90_Q40924	CHR5V7|COORD:10540669..10543278| luminal binding protein 1 (BiP-1) (BP1)	AT5G28540.1	CHR02V5|COORD:842672..838717|protein luminal-binding protein 3 precursor, putative, expressed	LOC_Os02g02410.1	"no descriptionvery weakly similar to (60.8)AT5G42020| Symbols: BIP | BIP (LUMINAL BINDING PROTEIN); ATP binding | chr5:16824925-16827708 REVERSEvery weakly similar to (60.8)BIP5_TOBACLuminal-binding protein 5 precursor - Nicotiana tabacum (Common tobacco)not assigned HSP70"	stress.abiotic.heat	20_2_1

CUST_71214_PI403524517	2	0.013622284	0.61604404	0.013786316	-0.19451427	-0.0970602	-0.013623238	35_20403	"Cluster: Hypothetical protein B1015E06.9; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1015E06.9 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q5QN03	CHR3V7|COORD:5526599..5528112| mitotic phosphoprotein N' end (MPPN) family protein	AT3G16310.1	CHR01V5|COORD:5439659..5443068|protein MPPN domain containing protein, expressed	LOC_Os01g10350.1	no descriptionmoderately similar to ( 209)AT3G16310| Symbols:  | mitotic phosphoprotein N' end (MPPN) family protein | chr3:5526599-5528112 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned MPPN PRK07003	not assigned.no ontology	35_1

CUST_120454_PI403524517	2	0.17914486	0.045783997	-0.35130692	-0.1696415	0.039951324	-0.039952278	35_34051	"Cluster: PREDICTED: similar to LINE-1 reverse transcriptase homolog isoform 4; n=2; Canis familiaris|Rep: PREDICTED: similar to LINE-1 reverse transcriptase hom"	UniRef90_UPI00005A34CA		0	0	0	no descriptionXthA	not assigned.unknown	35_2

CUST_46049_PI403524517	2	0.34066725	0.5992861	0.20775652	-0.20775604	-0.3997469	-0.29307365	35_13188	Rep: F3N23.26 protein - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q9SSM1	"CHR1V7|COORD:27482688..27484919| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G48790.1); similar to unnamed protein product [Ostreococcus tauri]"	AT1G73060.1	CHR02V5|COORD:896074..900376|protein expressed protein	LOC_Os02g02520.1	"no descriptionvery weakly similar to (88.6)AT1G73060| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G48790.1); similar to unnamed protein product [Ostreococcus tauri] (GB:CAL50320.1); similar to Os02g0117100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001045684.1) | chr1:27482688-27484919 FORWARD"	not assigned.unknown	35_2

CUST_13757_PI403524517	2	0.4501729	-1.1676979	0.013849258	0.35996675	-0.12050772	-0.013849735	35_3946	"Cluster: Nuclear movement protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Nuclear movement protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8W065	CHR5V7|COORD:23743162..23744754| nuclear movement family protein	AT5G58740.1	CHR01V5|COORD:27663108..27666211|protein nudC domain-containing protein 2, putative, expressed	LOC_Os01g47770.1	no descriptionmoderately similar to ( 271)AT5G58740| Symbols:  | nuclear movement family protein | chr5:23743162-23744754 REVERSEnot assigned CS	not assigned.no ontology	35_1

CUST_6626_PI403524517	2	-0.75636864	0.9501066	0.1540327	0.107666016	-0.107666016	-0.29159164	35_1840	"Cluster: Thioredoxin-like 1, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Thioredoxin-like 1, putative, expressed - Oryza sativa (japon"	UniRef90_Q10M18	CHR1V7|COORD:2713062..2714315| thioredoxin family protein	AT1G08570.1	CHR03V5|COORD:11900185..11898085|protein thioredoxin-like 1, putative, expressed	LOC_Os03g21000.1	 no descriptionmoderately similar to ( 285)AT1G08570| Symbols:  | thioredoxin family protein | chr1:2713062-2714315 FORWARDvery weakly similar to (51.2)TRXF_SPIOLThioredoxin F-type, chloroplast precursor - Spinacia oleracea (Spinach)not assigned not assigned TRX_family Thioredoxin TRX_CDSP32 PDI_a_family 	redox.thioredoxin	21_1

CUST_8193_PI404877155	2	-0.015939713	0.015938759	-0.12691021	0.016718864	-0.065867424	0.039405823	Contig2414_s_at	Transcription initiation factor IIA gamma chain (TFIIA-gamma) gb|AAK73129.1| putative transcription factor IIA small subunit [Oryza sativa]	Q94HL5	transcription initiation factor IIA gamma chain / TFIIA-gamma (TFIIA-S)	At4g24440.1	protein transcription initiation factor iia gamma chain (tfiia-gamma)	Os01g73890	Transcription initiation factor IIA gamma chain (TFIIA-gamma)	RNA.transcription	27_2

CUST_76804_PI403524517	2	0.088459015	0.063510895	-0.034457684	-0.22005749	0.034457684	-0.27049303	35_22016	"Cluster: Os07g0618400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0618400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D4M3	CHR3V7|COORD:4783122..4787006| leucine-rich repeat transmembrane protein kinase, putative	AT3G14350.1	CHR07V5|COORD:25514758..25521489|protein leucine-rich repeat transmembrane protein kinase 1-like protein, putative, expressed	LOC_Os07g42626.3	 no descriptionmoderately similar to ( 274)AT3G14350| Symbols:  | leucine-rich repeat transmembrane protein kinase, putative | chr3:4783122-4787006 REVERSEweakly similar to ( 142)PSKR_DAUCAPhytosulfokine receptor precursor - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pkinase Pkinase_Tyr S_TKc S_TKc PTKc TyrKc PTKc_Src_like PTKc_Tec_like SPS1 PTKc_Csk_like PTKc_Itk PTKc_Srm_Brk PTKc_Frk_like PTKc_Jak_rpt2 PTKc_Ror PTKc_Tec_Rlk PTKc_Fyn_Yrk PTKc_EphR PTKc_Trk PTKc_Src PTKc_Btk_Bmx PTKc_Fes_like PTKc_FGFR PTKc_Musk PTKc_Yes PTKc_Lck_Blk PTK_Ryk PTKc_Chk PTKc_Ack_like PTKc_DDR PTKc_Lyn PTKc_Met_Ron PTKc_Ror1 PTKc_Hck PTKc_Fer PTKc_Csk PTKc_Fes PTKc_FGFR4 PTKc_EGFR_like PTK_HER3 PTKc_c-ros PTKc_RET PTKc_PDGFR PTKc_EphR_B PTK_CCK4 PTKc_Syk_like PTKc_FAK PTKc_EphR_A2 PTKc_Axl PTKc_Axl_like PTKc_TrkC PTKc_FGFR1 PTKc_Tyk2_rpt2 PTKc_Abl PTKc_ALK_LTK PTKc_Aatyk PTKc_DDR_like PTKc_FGFR2 PTKc_InsR_like PTKc_FGFR3 PTKc_Jak2_Jak3_rpt2 PTKc_Ror2 PTKc_Syk PTKc_Jak1_rpt2 PTKc_EphR_A PTKc_Tyro3 PTKc_Tie PTK_Jak_rpt1 PTKc_TrkB PTKc_EphR_A10 PTK_Jak1_rpt1 PTKc_Tie1 PTKc_Tie2 PTKc_TrkA PTKc_HER4 PTKc_DDR1 PTKc_DDR2 PTK_Jak2_Jak3_rpt1 PTKc_Zap-70 PTKc_EGFR PTKc_Aatyk1_Aatyk3 PTK_Tyk2_rpt1 PTKc_HER2 PTKc_Aatyk2 	protein.postranslational modification.kinase.receptor like cytoplasmatic kinase VII	29_4_1_57

CUST_5671_PI403524517	2	-0.0992651	-0.09969807	0.12304878	0.036021233	0.024790764	-0.024790764	35_1568	Rep: Multidomain cystatin - Triticum aestivum (Wheat)	UniRef90_Q1XHC6	CHR3|COORD:3959870..3961918| cysteine protease inhibitor, putative / cystatin, putative, similar to PRLI-interacting factor M (Arabidopsis thaliana)	AT3G12490.1	CHR01V5|COORD:9326112..9322323|protein multidomain cystatin, putative, expressed	LOC_Os01g16430.1	 no descriptionmoderately similar to ( 269)AT3G12490| Symbols:  | cysteine protease inhibitor, putative / cystatin, putative | chr3:3960530-3961784 REVERSEweakly similar to ( 127)CYTI_VIGUNCysteine proteinase inhibitor - Vigna unguiculata (Cowpea)not assigned CY CY Cystatin 	protein.degradation.cysteine protease	29_5_3

CUST_10669_PI403524517	2	0.10074425	0.3096285	0.038196564	-0.042956352	-0.04136753	-0.038196564	35_3014	"Cluster: Putative survival motor neuron domain containing 1; splicing factor 30, survival of motor neuron-related; n=1; Oryza sativa (japonica cultivar-group)|R"	UniRef90_Q6ZC63	CHR2V7|COORD:698360..700793| nucleic acid binding	AT2G02570.2	CHR08V5|COORD:511930..507400|protein nucleic acid binding protein, putative, expressed	LOC_Os08g01840.1	no descriptionmoderately similar to ( 372)AT2G02570| Symbols:  | nucleic acid binding | chr2:698360-700793 REVERSEnot assigned not assigned TUDOR	not assigned.unknown	35_2

CUST_903_PI399408534	2	-0.62519264	0.78825665	0.2378583	0.13535309	-0.74159	-0.13535357	35_38305	"Cluster: Serine/threonine protein kinase; n=1; Triticum aestivum|Rep: Serine/threonine protein kinase - Triticum aestivum (Wheat)"	UniRef90_Q5BQ31	CHR5V7|COORD:20240086..20244493| leucine-rich repeat transmembrane protein kinase, putative	AT5G49770.1	CHR11V5|COORD:6591843..6598479|protein protein kinase domain containing protein, expressed	LOC_Os11g11890.1	 no descriptionweakly similar to ( 119)AT5G49770| Symbols:  | leucine-rich repeat transmembrane protein kinase, putative | chr5:20240086-20244493 FORWARDvery weakly similar to (96.7)PSKR_DAUCAPhytosulfokine receptor precursor - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pkinase S_TKc TyrKc S_TKc Pkinase_Tyr PTKc PTKc_Jak_rpt2 PTKc_Trk PTKc_Tyk2_rpt2 PTKc_Jak2_Jak3_rpt2 PTKc_Musk PTKc_DDR SPS1 PTKc_Abl PTKc_Ror PTKc_Src_like PTKc_Csk_like PTKc_EphR PTKc_Jak1_rpt2 PTKc_EGFR_like PTKc_Aatyk PTKc_Fes_like PTKc_Itk PTKc_Srm_Brk PTKc_Aatyk1_Aatyk3 PTKc_InsR_like PTKc_DDR2 PTKc_EphR_A2 PTKc_DDR1 PTK_HER3 PTKc_Syk_like PTKc_Btk_Bmx PTKc_TrkB PTKc_DDR_like PTKc_FAK PTKc_c-ros PTKc_Ack_like PTKc_Tec_like PTKc_Tie1 	signalling.receptor kinases.DUF 26	30_2_17

CUST_161394_PI403524517	2	-0.19275045	0.137249	0.4240427	0.24530125	-0.137249	-0.6045847	35_45027	Rep: CSLC7 - Oryza sativa (Rice)	UniRef90_Q8W1N7	"CHR3V7|COORD:10507347..10510304| ATCSLC04 (Cellulose synthase-like C4); transferase, transferring glycosyl groups"	AT3G28180.1	CHR05V5|COORD:25221462..25217543|protein CSLC7 - cellulose synthase-like family C, expressed	LOC_Os05g43530.1	no description	not assigned.unknown	35_2

CUST_10717_PI404877155	2	0.3669939	-0.62893724	-0.17895412	0.28496647	-0.029803276	0.029803276	Contig4437_at	ATP synthase delta chain, chloroplast precursor pir||S43728 H+-transporting two-sector ATPase (EC 3.6.3.14) delta chain	Q07300	ATP synthase delta chain, chloroplast, putative / H(+)-transporting two-sector ATPase, delta (OSCP) subunit, put	At4g09650.1	protein ATP synthase F1, delta subunit, putative	Os02g51470	NONE	PS.lightreaction.ATP synthase	1_01_04

CUST_73711_PI403524517	2	-0.2102747	0.21100712	-0.055412292	0.0938673	-0.081038475	0.05541134	35_21139	"Cluster: Leucine Rich Repeat family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Leucine Rich Repeat family protein, expressed - Oryza s"	UniRef90_Q337L7	CHR4V7|COORD:2033425..2035944| disease resistance family protein	AT4G04220.1	CHR10V5|COORD:17037437..17035636|protein hcrVf2 protein, putative, expressed	LOC_Os10g33140.1	no descriptionweakly similar to ( 146)AT4G04220| Symbols:  | disease resistance family protein | chr4:2033425-2035944 FORWARDweakly similar to ( 108)PSKR_DAUCAPhytosulfokine receptor precursor - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG4886	stress.biotic	20_1

CUST_123154_PI403524517	2	-0.07827997	-0.049455166	0.077773094	0.33959913	-0.0338645	0.0338645	35_34734	"Cluster: OSJNBa0041M06.7 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0041M06.7 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XMA7	CHR2V7|COORD:7348574..7349200| ribosomal protein L27 family protein	AT2G16930.1	CHR08V5|COORD:19174556..19178147|protein 50S ribosomal protein L27, putative, expressed	LOC_Os08g31228.2	 no descriptionweakly similar to ( 140)AT2G16930| Symbols:  | ribosomal protein L27 family protein | chr2:7348574-7349200 FORWARDvery weakly similar to (77.0)RK27_TOBAC50S ribosomal protein L27, chloroplast precursor - Nicotiana tabacum (Common tobacco)not assigned rpmA RpmA Ribosomal_L27 rpl27 	protein.synthesis.mito/plastid ribosomal protein.unknown	29_2_1_99

CUST_131980_PI403524517	2	0.4448099	-0.43876362	0.083378315	-0.103981495	-0.083378315	0.18520308	35_37069	"Cluster: Os09g0464400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os09g0464400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J140		0	CHR09V5|COORD:17607512..17599529|protein ubiquitin-specific protease 16, putative, expressed	LOC_Os09g28940.1	no description	not assigned.unknown	35_2

CUST_45589_PI403524517	2	0.06044054	0.19143248	0.004899025	-0.08862448	-0.522254	-0.004899025	35_13068	"Cluster: Ubiquitin carboxyl-terminal hydrolase family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Ubiquitin carboxyl-terminal"	UniRef90_Q10RB2	CHR3V7|COORD:17685722..17692429| binding / nucleic acid binding / ubiquitin thiolesterase/ zinc ion binding	AT3G47910.1	CHR03V5|COORD:3529825..3519262|protein cysteine-type endopeptidase/ nucleic acid binding protein, putative, expressed	LOC_Os03g06950.1	no description	not assigned.unknown	35_2

CUST_468_PI403524517	2	0.18373108	-0.38480854	-0.042425156	0.095451355	-0.039753914	0.03975296	35_121	0	0	CHR3V7|COORD:2586038..2586212| 60S ribosomal protein L41 (RPL41D)	AT3G08520.1	0	0	no description	not assigned.unknown	35_2

CUST_70817_PI403524517	2	-0.060991287	-0.06956482	0.008583069	0.032042503	0.1615324	-0.008583069	35_20292	"Cluster: Putative ceramide glucosyltransferase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative ceramide glucosyltransferase - Oryza sativa (japonica"	UniRef90_Q5N724	CHR2V7|COORD:8588660..8592200| ceramide glucosyltransferase, putative	AT2G19880.1	CHR01V5|COORD:39769722..39764816|protein ceramide glucosyltransferase, putative, expressed	LOC_Os01g67870.1	 no descriptionmoderately similar to ( 390)AT2G19880| Symbols:  | ceramide glucosyltransferase, putative | chr2:8588660-8592200 FORWARDnot assigned COG1215 	lipid metabolism.'exotics' (steroids, squalene etc).sphingolipids.ceramide glucosyltransferase	11_8_1_3

CUST_181718_PI403524517	2	0.29877996	0.43003035	-0.06610584	0.017924786	-0.23771381	-0.017925262	35_50523	"Cluster: Pentatricopeptide, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Pentatricopeptide, putative, expressed - Oryza sativa (japonic"	UniRef90_Q10RD7	CHR3V7|COORD:8177222..8179750| pentatricopeptide (PPR) repeat-containing protein	AT3G23020.1	CHR03V5|COORD:3387100..3393069|protein expressed protein	LOC_Os03g06710.1	no descriptionmoderately similar to ( 211)AT3G23020| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr3:8177222-8179750 REVERSEvery weakly similar to ( 100)RF1_ORYSA	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_18971_PI404877155	2	0.0026407242	-0.5532088	-0.18301153	0.011206627	-0.0026407242	0.003906727	HY02P12u_at	SAC1-like protein AtSAC1b [Arabidopsis thaliana] gb|AAP49839.1| SAC domain protein 6 [Arabidopsis thaliana]	AAP41367.1	phosphoinositide phosphatase family protein	At3g51460.1	protein Similar to SAC domain protein 7	Os11g20380	gi|11281506|pir||T45777 hypothetical protein F26O13.100	lipid metabolism.lipid degradation.lysophospholipases	11_9_3

CUST_104265_PI403524517	2	0.10869503	0.22704792	0.008468628	-0.023000717	-0.008469582	-0.11813736	35_29715	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_53865_PI403524517	2	0.0065078735	-0.09059143	-0.13613605	0.039769173	0.013468742	-0.006508827	35_15327	Rep: H0402C08.9 protein - Oryza sativa (Rice)	UniRef90_Q259K4	CHR5V7|COORD:2778434..2780301| pyruvate kinase, putative	AT5G08570.1	CHR04V5|COORD:34390061..34386142|protein pyruvate kinase, cytosolic isozyme, putative, expressed	LOC_Os04g58110.1	 no descriptionweakly similar to ( 164)AT5G08570| Symbols:  | pyruvate kinase, putative | chr5:2778434-2780301 FORWARDweakly similar to ( 171)KPYC_SOLTUPyruvate kinase, cytosolic isozyme - Solanum tuberosum (Potato)not assigned PK_C Pyruvate_Kinase PRK06354 PykF 	glycolysis.PK	4_13

CUST_73579_PI403524517	2	0.38229275	0.63150454	0.22240973	-0.2224102	-0.98258924	-0.7725365	35_21100	"Cluster: Os05g0155000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0155000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DKM2	"CHR3V7|COORD:2161932..2166015| MFP2 (MULTIFUNCTIONAL PROTEIN); enoyl-CoA hydratase"	AT3G06860.1	CHR05V5|COORD:3206141..3198017|protein glyoxysomal fatty acid beta-oxidation multifunctional protein MFP-a, putative, expressed	LOC_Os05g06300.1	" no descriptionvery weakly similar to (80.9)AT3G06860| Symbols: ATMPF2, MFP2 | MFP2 (MULTIFUNCTIONAL PROTEIN); enoyl-CoA hydratase | chr3:2161932-2166015 FORWARDvery weakly similar to (82.8)MFPA_CUCSAGlyoxysomal fatty acid beta-oxidation multifunctional protein MFP-a [Includes: Enoyl-CoA hydratase/3-2-trans-enoyl-CoA isomerase/3-hydroxybutyryl-CoA epimerase - Cucumis sativus (Cucumber)"	lipid metabolism.lipid degradation.beta-oxidation.mutifunctional	11_9_4_9

CUST_50665_PI403524517	2	0.11989212	0.6850252	0.18031883	-0.19548225	-0.11989212	-0.26861525	35_14459	"Cluster: OSJNBb0017I01.21 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBb0017I01.21 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XKD3	"CHR1V7|COORD:11532648..11534386| PRK (PHOSPHORIBULOKINASE); ATP binding / phosphoribulokinase/ protein binding"	AT1G32060.1	CHR04V5|COORD:34532434..34536998|protein mismatch repair ATPase, putative, expressed	LOC_Os04g58410.1	" no descriptionweakly similar to ( 139)AT1G32060| Symbols: PRK | PRK (PHOSPHORIBULOKINASE); ATP binding / phosphoribulokinase/ protein binding | chr1:11532648-11534386 FORWARDweakly similar to ( 142)KPPR_WHEATPhosphoribulokinase, chloroplast precursor - Triticum aestivum (Wheat)not assigned PRK07429 PRK00409 Lon_C Lon COG1193 PRK10787 ABC_MutS2 LonB "	PS.calvin cyle.PRK	1_3_12

CUST_74376_PI403524517	2	0.18769264	-0.18108368	-0.1902008	0.07053661	-0.018694878	0.018693924	35_21328	"Cluster: Ribose 5-phosphate isomerase, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Ribose 5-phosphate isomerase, putative, expressed -"	UniRef90_Q10CS9	CHR5V7|COORD:17951837..17953668| ribose 5-phosphate isomerase-related	AT5G44520.1	CHR03V5|COORD:32336193..32333874|protein ribose-5-phosphate isomerase, putative, expressed	LOC_Os03g56869.1	no description	not assigned.unknown	35_2

CUST_21967_PI399408534	2	-0.04889679	0.3003769	-0.03996086	0.19200325	-0.1268549	0.039961815	35_6251	"Cluster: Putative receptor-like protein kinase; n=1; Arabidopsis thaliana|Rep: Putative receptor-like protein kinase - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9ZUH2	CHR2V7|COORD:10309059..10311620| leucine-rich repeat transmembrane protein kinase, putative	AT2G24230.1	CHR08V5|COORD:10652201..10649073|protein BRASSINOSTEROID INSENSITIVE 1 precursor, putative, expressed	LOC_Os08g17410.1	 no descriptionmoderately similar to ( 498)AT2G24230| Symbols:  | leucine-rich repeat transmembrane protein kinase, putative | chr2:10309059-10311620 REVERSEweakly similar to ( 189)PSKR_DAUCAPhytosulfokine receptor precursor - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TyrKc Pkinase_Tyr PTKc Pkinase S_TKc S_TKc PTKc_Trk PTKc_Csk_like PTKc_Src_like SPS1 PTKc_EphR PTKc_Srm_Brk PTKc_RET PTKc_Tec_like PTKc_Btk_Bmx PTKc_Itk PTKc_FGFR PTKc_Frk_like PTKc_Jak_rpt2 PTKc_Lck_Blk PTKc_EphR_A2 PTKc_Ror PTKc_EGFR_like PTKc_Tec_Rlk PTKc_Syk_like PTKc_Lyn PTKc_Chk PTKc_FGFR3 PTKc_TrkB PTKc_PDGFR PTKc_FGFR2 PTKc_Axl_like PTKc_Musk PTKc_Yes PTKc_Fyn_Yrk PTKc_InsR_like PTKc_TrkA PTKc_Tie PTKc_Jak2_Jak3_rpt2 PTKc_Tie1 PTKc_TrkC PTKc_Fes_like PTKc_c-ros PTKc_FGFR4 PTKc_Abl PTKc_CSF-1R PTKc_EphR_A PTK_Ryk PTKc_Src PTKc_EphR_B PTKc_Tie2 PTKc_FGFR1 PTKc_Met_Ron PTKc_ALK_LTK PTKc_Ack_like PTK_CCK4 PTKc_Hck PTKc_VEGFR PTKc_Axl PTKc_FAK PTKc_DDR_like PTK_Jak_rpt1 PTKc_Ror1 PTKc_EGFR PTKc_Tyk2_rpt2 PTKc_Kit PTKc_Csk PTKc_DDR PTKc_Fer PTKc_IGF-1R PTKc_Tyro3 PTKc_DDR1 PTKc_HER4 PTKc_Zap-70 PTKc_VEGFR3 	signalling.receptor kinases.misc	30_2_99

CUST_2219_PI403524517	2	0.071107864	1.5914173	-0.014466286	-0.12165451	-0.13736057	0.014465332	35_600	"Cluster: Os05g0188100 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0188100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DK70	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	CHR05V5|COORD:5394176..5395447|protein expressed protein	LOC_Os05g09580.1	no description	not assigned.unknown	35_2

CUST_33493_PI403524517	2	-0.5086832	-0.149086	0.7552681	0.024728775	0.27805328	-0.024728775	35_9657	"Cluster: Putative cytochrome P450-dependent fatty acid hydroxylase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative cytochrome P450-dependent fatty ac"	UniRef90_Q94DD8	"CHR2V7|COORD:11816450..11817937| CYP94C1 (cytochrome P450, family 94, subfamily C, polypeptide 1); oxygen binding"	AT2G27690.1	CHR01V5|COORD:37426032..37422252|protein cytochrome P450 94A2, putative, expressed	LOC_Os01g63930.2	" no descriptionhighly similar to ( 507)AT2G27690| Symbols: CYP94C1 | CYP94C1 (cytochrome P450, family 94, subfamily C, polypeptide 1); oxygen binding | chr2:11816450-11817937 FORWARDvery weakly similar to (90.1)C97B2_SOYBNCytochrome P450 97B2 - Glycine max (Soybean)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned p450 CypX Herpes_BLLF1 SerH PRK07003 PRK12678 "	misc.cytochrome P450	26_10

CUST_4032_PI404877155	2	0.15408039	-0.16189289	-0.13669491	0.06521511	-0.065216064	0.10212326	Contig14763_at	putative Heterogeneous nuclear ribonucleoprotein [Oryza sativa (japonica cultivar-group)]	BAC56813.1	heterogeneous nuclear ribonucleoprotein, putative / hnRNP, putative	At4g14300.1	protein RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain), putative	Os07g03240	NONE	RNA.RNA binding	27_4

CUST_294_PI399407379	2	-0.08296394	-0.030478477	0.030478477	0.15455818	0.18743134	-0.035176277	HvNCED10									

CUST_13627_PI404877155	2	-1.0568104	-0.4717369	0.36569595	0.3757038	0.6982508	-0.365695	Contig7373_s_at	OSJNBb0003B01.7 [Oryza sativa (japonica cultivar-group)]	CAE03616.2	stress enhanced protein 2 (SEP2)	At2g21970.1	protein conjugal transfer protein, putative	Os04g54630	"EBNA-2  T01618  EBV; activator, requires cellular RBP-Jkappa for DNA-binding"	stress	20

CUST_19479_PI404877155	2	-0.012606621	-0.73110867	-0.06826496	0.24373722	0.42631435	0.012605667	rbags21e13_at	putative chloroplast outer envelope hexokinase 1 [Oryza sativa (japonica cultivar-group)]	NP_914545.1	hexokinase 1 (HXK1)	At4g29130.1	protein Hexokinase, putative	Os01g09460	hexokinase 1 (HXK1), identical to hexokinase 1 (Arabidopsis thaliana) Swiss-Prot:Q42525	major CHO metabolism.degradation.sucrose.hexokinase	2_2_1_04

CUST_114714_PI403524517	2	0.0476408	0.5757332	0.37335396	-0.16089153	-0.22504425	-0.0476408	35_32556	"Cluster: Vegetative cell wall protein; n=1; Chlamydomonas incerta|Rep: Vegetative cell wall protein - Chlamydomonas incerta"	UniRef90_A0N015	CHR4V7|COORD:10275928..10278502| leucine-rich repeat family protein / extensin family protein	AT4G18670.1	CHR01V5|COORD:4178236..4175962|protein protein binding protein, putative, expressed	LOC_Os01g08470.1	no descriptionnot assigned not assigned not assigned Amelogenin	not assigned.unknown	35_2

CUST_2447_PI403524517	2	0.032979965	0.23399353	-0.037160873	-0.06889343	0.00607872	-0.0060768127	35_665	Rep: Eukaryotic initiation factor 4A-2 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_P41377	"CHR3V7|COORD:4592642..4594135| EIF4A1 (eukaryotic translation initiation factor 4A-1); ATP-dependent helicase"	AT3G13920.1	CHR06V5|COORD:29506320..29502687|protein eukaryotic initiation factor 4A, putative, expressed	LOC_Os06g48750.2	 no descriptionhighly similar to ( 760)AT3G13920| Symbols: RH4, TIF4A1, EIF4A1 | EIF4A1 (eukaryotic translation initiation factor 4A-1) | chr3:4592642-4594101 REVERSEhighly similar to ( 816)IF4A_WHEATEukaryotic initiation factor 4A - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned SrmB PRK11776 DEADc PRK11634 PRK11192 PRK10590 PRK01297 PRK04837 PRK04537 DEAD DEXDc HELICc DEXDc Lhr HELICc Helicase_C RecQ COG1205 COG1202 COG1204 PRK11057 RecG SSL2 DEXHc MPH1 	protein.synthesis.initiation	29_2_3

CUST_28545_PI403524517	2	0.39537573	-0.03235531	-0.023501396	0.47282124	0.02350092	-0.07709408	35_8249	"Cluster: F-box protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: F-box protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q67UA7	CHR1V7|COORD:3592876..3594311| F-box family protein	AT1G10780.1	CHR09V5|COORD:17070782..17073130|protein F-box domain containing protein, expressed	LOC_Os09g28120.1	no descriptionvery weakly similar to (99.0)AT1G10780| Symbols:  | F-box family protein | chr1:3592876-3594311 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TT_ORF1 PRK12323 PRK12678 infB Protamine_P1 DUF1777	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_19664_PI399408534	2	0.17037773	-0.015722275	-0.060876846	0.055095673	-0.09992981	0.015722752	35_14994	Rep: Auxin response factor 2 - Oryza sativa (Rice)	UniRef90_Q8S982	CHR5|COORD:24927608..24932431| transcriptional factor B3 family protein / auxin-responsive factor, putative (ARF1), contains Pfam profile: PF02362 B3 DNA bindin	AT5G62000.3	CHR01V5|COORD:41022491..41027847|protein auxin response factor 2, putative, expressed	LOC_Os01g70270.3	 no descriptionhighly similar to ( 720)AT5G62000| Symbols: ARF1-BP, ARF2 | ARF2 (AUXIN RESPONSE FACTOR 2) | chr5:24928085-24931906 FORWARDvery weakly similar to (65.5)IAA9_ORYSAnot assigned not assigned not assigned Auxin_resp B3 AUX_IAA PRK12323 PRK07003 	RNA.regulation of transcription.ARF, Auxin Response Factor family	27_3_4

CUST_174485_PI403524517	2	0.029883385	0.31737757	0.09164381	-0.08637667	-0.24251127	-0.029883862	35_48574	"Cluster: Like-Sm ribonucleoprotein-related, core; n=1; Medicago truncatula|Rep: Like-Sm ribonucleoprotein-related, core - Medicago truncatula (Barrel medic)"	UniRef90_Q1SIG7	CHR2V7|COORD:1180303..1181253| small nuclear ribonucleoprotein, putative / snRNP, putative / Sm protein, putative	AT2G03870.2	CHR08V5|COORD:4556084..4559061|protein LSM7 homolog, U6 small nuclear RNA associated, putative, expressed	LOC_Os08g08040.1	no description	not assigned.unknown	35_2

CUST_65662_PI403524517	2	-0.13930988	-0.08280468	0.09185505	0.030295372	-0.030295372	0.08812523	35_18756	"Cluster: Hypothetical protein OSJNBb0016H12.23; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0016H12.23 - Oryza sativa"	UniRef90_Q84R45	"CHR2V7|COORD:5959087..5960084| similar to HAD-superfamily phosphatase subfamily IIIC; TonB box, N-terminal [Medicago truncatula] (GB:ABD28541.1);"	AT2G14110.1	CHR03V5|COORD:30180764..30178781|protein magnesium-dependent phosphatase 1, putative, expressed	LOC_Os03g52730.1	" no descriptionmoderately similar to ( 254)AT2G14110| Symbols:  | similar to HAD-superfamily phosphatase subfamily IIIC; TonB box, N-terminal [Medicago truncatula] (GB:ABD28541.1); contains InterPro domain HAD-superfamily phosphatase subfamily IIIC; (InterPro:IPR010033) | chr2:5959087-5960084 FORWARDnot assigned "	not assigned.unknown	35_2

CUST_8981_PI399408534	2	-0.09252262	0.39589405	0.011168003	0.2179575	-0.12186861	-0.011168003	35_18477	Rep: GRAB2 protein - Triticum sp	UniRef90_Q9ZRZ2	"CHR5V7|COORD:15875819..15876878| ANAC092/ATNAC2/ATNAC6 (Arabidopsis NAC domain containing protein 92); protein heterodimerization/ protein homodimerization/"	AT5G39610.1	CHR07V5|COORD:29040604..29038740|protein NAC domain-containing protein 21/22, putative, expressed	LOC_Os07g48550.1	" no descriptionmoderately similar to ( 241)AT5G39610| Symbols: ANAC092, ATNAC6, ATNAC2 | ANAC092/ATNAC2/ATNAC6 (Arabidopsis NAC domain containing protein 92); protein heterodimerization/ protein homodimerization/ transcription factor | chr5:15875819-15876878 REVERSEmoderately similar to ( 213)NAC77_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned NAM PRK07003 PRK07764 APC_basic PRK12323 DUF390 PRK12678 Herpes_BLLF1 "	RNA.regulation of transcription.NAC domain transcription factor family	27_3_27

CUST_4989_PI403524517	2	-0.004942894	0.3460703	0.004942894	-0.109568596	-0.03797722	0.026784897	35_1375	0	0	0	0	CHR12V5|COORD:714414..706530|protein nucleic acid binding protein, putative, expressed	LOC_Os12g02260.2	no description	not assigned.unknown	35_2

CUST_68531_PI403524517	2	-0.90330935	0.5679083	0.08024883	0.08324814	-0.56674767	-0.08024883	35_19603	"Cluster: OSIGBa0153E02-OSIGBa0093I20.5 protein; n=3; Oryza sativa|Rep: OSIGBa0153E02-OSIGBa0093I20.5 protein - Oryza sativa (Rice)"	UniRef90_Q01HS0	"CHR3V7|COORD:2413829..2415878| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G10820.2); similar to OSJNBa0067K08.3 [Oryza sativa (japonica"	AT3G07565.1	CHR04V5|COORD:25954823..25949527|protein expressed protein	LOC_Os04g44210.1	"no descriptionvery weakly similar to (94.0)AT3G07565| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G10820.2); similar to OSJNBa0067K08.3 [Oryza sativa (japonica cultivar-group)] (GB:CAE03109.1); similar to Os05g0305700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001055150.1); similar to H0322F07.7 [Oryza sativa (indica cultivar-group)] (GB:CAH67770.1); contains InterPro domain Homeodomain-like; (InterPro:IPR009057) | chr3:2413829-2415878 FORWARD"	not assigned.unknown	35_2

CUST_9334_PI399408534	2	0.14806366	0.10086632	-0.09573746	-0.32095718	-0.38889694	0.09573746	35_26034	"Cluster: Putative IAA amidohydrolase; n=4; Oryza sativa (japonica cultivar-group)|Rep: Putative IAA amidohydrolase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q851L5	"CHR1V7|COORD:16837189..16840641| ILL6 (IAA-leucine resistant (ILR)-like gene 6); metallopeptidase"	AT1G44350.1	CHR03V5|COORD:35099318..35102118|protein IAA-amino acid hydrolase ILR1 precursor, putative, expressed	LOC_Os03g62060.1	"no descriptionvery weakly similar to (77.8)AT1G44350| Symbols: ILL6 | ILL6 (IAA-leucine resistant (ILR)-like gene 6); metallopeptidase | chr1:16837189-16840641 REVERSEnot assigned AbgB"	hormone metabolism.auxin.synthesis-degradation	17_2_1

CUST_168897_PI403524517	2	0.27508545	-0.13449192	0.22962046	-0.1115036	-0.36088133	0.111503124	35_47037	"Cluster: Putative kinesin-like centromere protein; n=1; Arabidopsis thaliana|Rep: Putative kinesin-like centromere protein - Arabidopsis thaliana (Mouse-ear cre"	UniRef90_Q9SS30	CHR3V7|COORD:3143479..3154649| kinesin motor protein-related	AT3G10180.1	CHR11V5|COORD:20076132..20070716|protein centromeric protein E, putative, expressed	LOC_Os11g35090.1	no descriptionmoderately similar to ( 244)AT3G10180| Symbols:  | kinesin motor protein-related | chr3:3143479-3154649 REVERSEweakly similar to ( 119)FLA10_CHLREKinesin-like protein FLA10 - Chlamydomonas reinhardtiinot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned KISc_CENP_E KISc Kinesin KISc KISc_KHC_KIF5 KISc_KIP3_like KISc_C_terminal KIP1 KISc_KIF3 KISc_KIF4 KISc_KLP2_like KISc_KIF1A_KIF1B KISc_BimC_Eg5 KISc_KIF2_like KISc_KID_like KISc_KIF9_like KISc_KIF23_like Motor_domain	cell.organisation	31_1

CUST_130581_PI403524517	2	0.079114914	0.10520172	0.026028633	-0.095505714	-0.02602768	-0.07880211	35_36671	"Cluster: Modification methylase, HemK family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Modification methylase, HemK family protein, e"	UniRef90_Q2QM99	CHR1V7|COORD:22496859..22500684| proline-rich family protein	AT1G61080.1	CHR12V5|COORD:25881031..25879339|protein protein hemK, putative, expressed	LOC_Os12g41830.1	no description	not assigned.unknown	35_2

CUST_72245_PI403524517	2	0.08952618	-0.28174305	0.030947685	-0.030947685	-0.05450821	0.035134315	35_20707	Rep: Kelch motif family protein, expressed - Oryza sativa (japonica cultivar-group)	UniRef90_Q7XES2	CHR1V7|COORD:20622000..20623592| kelch repeat-containing F-box family protein	AT1G55270.1	CHR10V5|COORD:13900487..13896640|protein kelch motif family protein, expressed	LOC_Os10g26990.1	no descriptionhighly similar to ( 543)AT1G55270| Symbols:  | kelch repeat-containing F-box family protein | chr1:20622000-20623592 REVERSEnot assigned not assigned Kelch_1	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_8032_PI404877155	2	0.08496761	0.36873245	0.40915108	-0.13772583	-0.08496761	-0.28211975	Contig23650_at	OSJNBa0020J04.11 [Oryza sativa (japonica cultivar-group)]	CAD41306.2	rac GTPase activating protein, putative	At2g46710.1	protein RhoGAP domain, putative	Os04g48790	NONE	signalling.G-proteins	30_5

CUST_1043_PI404877155	2	-0.016036034	-0.60453606	0.10240173	0.016036034	0.21235847	-0.046722412	Contig11063_at	sucrose transporter 2 [Hordeum vulgare subsp. vulgare]	CAB75881.1	sucrose transporter / sucrose-proton symporter (SUT4)	At1g09960.1	protein sucrose/H+ symporter	Os12g44380	"ATSUT4;SUC4;SUCROSE TRANSPORTER 4;sucrose transporter / sucrose-proton symporter (SUT4), nearly identical to sucrose transporter SUT4 (Arabidopsis thaliana) GI:9957053"	transporter.sugars.sucrose	34_2_01

CUST_8141_PI403524517	2	-0.048348427	0.2432499	0.2976675	0.03155899	-0.06670666	-0.03155899	35_2272	"Cluster: Putative ethylene-responsive protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ethylene-responsive protein - Oryza sativa (japonica"	UniRef90_Q8S3R7	CHR5V7|COORD:4731623..4733028| universal stress protein (USP) family protein	AT5G14680.1	CHR02V5|COORD:29259628..29254194|protein ethylene response protein, putative, expressed	LOC_Os02g47840.1	no descriptionmoderately similar to ( 278)AT5G14680| Symbols:  | universal stress protein (USP) family protein | chr5:4731623-4733028 REVERSEUSP_Like Usp UspA	stress.abiotic.unspecified	20_2_99

CUST_388_PI404877155	2	0.10682869	-0.06830406	-0.15734673	0.08191872	0.06355572	-0.06355572	Contig10280_at	putative nucleic acid binding protein [Oryza sativa (japonica cultivar-group)]	BAC84634.1	PHD finger family protein	At5g20510.1	protein Putative nucleic acid binding protein	Os07g41740	PHD finger family protein, contains Pfam domain, PF00628: PHD-finger	RNA.regulation of transcription.Alfin-like	27_3_02

CUST_65072_PI403524517	2	-0.0048532486	0.16675568	0.0048532486	-0.13582134	0.10930252	-0.10204029	35_18579	"Cluster: Hypothetical protein OSJNBa0027L23.9; n=3; Oryza sativa|Rep: Hypothetical protein OSJNBa0027L23.9 - Oryza sativa (Rice)"	UniRef90_Q8W3G9	"CHR1V7|COORD:24158186..24160174| similar to NERD [Medicago truncatula] (GB:ABE94711.1); contains InterPro domain NERD; (InterPro:IPR011528)"	AT1G65020.1	CHR10V5|COORD:22660210..22657152|protein expressed protein	LOC_Os10g42630.1	"no descriptionmoderately similar to ( 305)AT1G65020| Symbols:  | similar to NERD [Medicago truncatula] (GB:ABE94711.1); contains InterPro domain NERD; (InterPro:IPR011528) | chr1:24158186-24160174 REVERSEnot assigned NERD"	not assigned.unknown	35_2

CUST_31059_PI403524517	2	0.023254871	0.44621277	0.14558697	-0.09978008	-0.023254395	-0.2602296	35_8963	"Cluster: Os06g0635500 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0635500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DAR7	"CHR5V7|COORD:16511788..16514197| ATGSTT3 (Arabidopsis thaliana Glutathione S-transferase (class theta) 3); glutathione transferase"	AT5G41220.1	CHR12V5|COORD:3526563..3524514|protein transposon protein, putative, Pong sub-class, expressed	LOC_Os12g07180.1	" no descriptionvery weakly similar to (53.1)AT5G41220| Symbols: GST10C, ATGSTT3 | ATGSTT3 (Arabidopsis thaliana Glutathione S-transferase (class theta) 3); glutathione transferase | chr5:16511788-16514197 REVERSE"	misc.glutathione S transferases	26_9

CUST_16054_PI404877155	2	0.09355736	-0.0021343231	-0.17740154	0.0732708	-0.021037102	0.0021343231	Contig9928_at	0	BAD07935.1	S1 RNA-binding domain-containing protein	At1g12800.1	protein S1 RNA binding domain, putative	Os02g02390	S1 RNA-binding domain-containing protein, contains Pfam domain, PF00575: S1 RNA binding domain	RNA.regulation of transcription.HSF,Heat-shock transcription factor family	27_3_23

CUST_121136_PI403524517	2	0.037102222	0.5226221	-0.010838985	-0.34041548	-0.12107229	0.010838985	35_34222	"Cluster: Putative transcriptional regulator; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative transcriptional regulator - Oryza sativa (japonica cultiv"	UniRef90_Q69XZ5	"CHR5V7|COORD:26539119..26541763| similar to hypothetical protein [Thellun (GB:ABB45848.1); similar to Os06g0472400 [Oryza sativa (japonica cultivar-group)]"	AT5G66420.1	CHR06V5|COORD:15737387..15743820|protein ATPase, putative, expressed	LOC_Os06g27800.2	"no descriptionweakly similar to ( 102)AT5G66420| Symbols:  | similar to hypothetical protein [Thellun (GB:ABB45848.1); similar to Os06g0472400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001057623.1); contains InterPro domain Protein of unknown function UPF0261; (InterPro:IPR010647) | chr5:26539119-26542212 REVERSETIM-br_sig_trns COG5564"	not assigned.unknown	35_2

CUST_15590_PI404877155	2	0.026388168	-0.63565254	-0.10119152	0.02179718	-0.02179718	0.06736183	Contig9432_at	alpha-glucosidase, putative [Arabidopsis thaliana] dbj|BAB11032.1| glucosidase II alpha subunit [Arabidopsis thaliana]	NP_201189.1	alpha-glucosidase, putative	At5g63840.1	protein Similar to glucosidase II alpha subunit	Os03g11720	glycosyl hydrolase family 31	major CHO metabolism.degradation.starch.starch cleavage	2_2_2_01

CUST_76717_PI403524517	2	-0.25995636	1.2064552	0.52203083	-0.6848707	-0.025640488	0.025640488	35_21992	"Cluster: Putative hioredoxin 5; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative hioredoxin 5 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z7L3	"CHR5V7|COORD:2060652..2061957| (THIOREDOXIN-LIKE 5); thiol-disulfide exchange intermediate"	AT5G06690.1	CHR02V5|COORD:32678281..32680178|protein thioredoxin-like 5, chloroplast precursor, putative, expressed	LOC_Os02g53400.1	"no descriptionweakly similar to ( 166)AT5G06690| Symbols:  | (THIOREDOXIN-LIKE 5); thiol-disulfide exchange intermediate | chr5:2060853-2061957 REVERSEvery weakly similar to (66.2)TRXH_ORYSAnot assigned not assigned not assigned TRX_family Thioredoxin PRK10996"	redox.thioredoxin	21_1

CUST_100641_PI403524517	2	-0.07003021	0.67738676	0.23293066	-0.44412422	-0.17022324	0.07003021	35_28724	"Cluster: Os07g0119000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0119000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D8Z1	"CHR5V7|COORD:26713191..26716385| MAPKKK5 (Mitogen-activated protein kinase kinase kinase 5); kinase"	AT5G66850.1	CHR07V5|COORD:1019896..1013637|protein MAPKKK5, putative, expressed	LOC_Os07g02780.1	"no descriptionmoderately similar to ( 226)AT5G66850| Symbols: MAPKKK5 | MAPKKK5 (Mitogen-activated protein kinase kinase kinase 5); kinase | chr5:26713191-26716385 REVERSEvery weakly similar to (85.5)CDC22_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase Pkinase_Tyr TyrKc PTKc SPS1 PTKc_Tyk2_rpt2 PTKc_Jak_rpt2 PTKc_Trk PTKc_Jak2_Jak3_rpt2 PTKc_Fes_like PTKc_Csk_like PTKc_Src_like PTKc_Jak1_rpt2 PTKc_Tec_like PTKc_Tec_Rlk PTKc_PDGFR PTKc_Btk_Bmx PTKc_EphR PTKc_EGFR_like PTKc_DDR PTKc_Frk_like PTKc_Srm_Brk PTKc_FAK PTKc_EphR_A2 PTKc_Syk_like PTKc_Fer PTKc_InsR_like PTKc_TrkB PTKc_TrkA PTKc_Itk PTKc_Abl PTKc_Met_Ron PTKc_FGFR PTKc_Ack_like PTKc_Fes PTKc_TrkC PTKc_EphR_B PTKc_c-ros PTKc_Chk PTKc_Lyn PTKc_EphR_A PTKc_Src PTKc_Hck PTKc_Musk PTKc_Csk PTKc_ALK_LTK PTKc_Lck_Blk PTKc_DDR_like PTKc_RET PTKc_DDR2 PTKc_FGFR3 PTKc_FGFR2 PTKc_Fyn_Yrk PTKc_HER4 PTKc_Yes PTKc_FGFR4 PTKc_DDR1 PTK_HER3 PTKc_FGFR1 PTKc_Zap-70 PTKc_Tie2 PTKc_Syk PTKc_EGFR PTKc_Ror PTKc_Tyro3 PTKc_Aatyk1_Aatyk3 PTKc_Tie1 PTK_Jak_rpt1"	protein.postranslational modification	29_4

CUST_9953_PI404877155	2	-0.005628586	-0.07483673	0.005628586	-0.026040077	0.04311657	0.019572258	Contig3664_at	putative  NADH dehydrogenase [Oryza sativa (japonica cultivar-group)] gb|AAP68893.1| putative  NADH dehydrogenase [Oryza sativa (japonica	NP_919060.1	NADH-ubiquinone oxidoreductase 23 kDa subunit, mitochondrial (TYKY)	At1g79010.1	protein putative  NADH dehydrogenase	Os03g56300	putative NADH dehydrogenase	mitochondrial electron transport / ATP synthesis.NADH-DH.localisation not clear	9_1_2

CUST_103864_PI403524517	2	-0.00867939	0.008678913	0.069708824	0.098049164	-0.22780514	-0.114126205	35_29609	"Cluster: PREDICTED: hypothetical protein; n=1; Rattus norvegicus|Rep: PREDICTED: hypothetical protein - Rattus norvegicus"	UniRef90_UPI0000DA2073	CHR3V7|COORD:10273113..10274858| zinc finger protein-related	AT3G27720.1	CHR03V5|COORD:26326865..26329082|protein acidic leucine-rich nuclear phosphoprotein 32 family member A, expressed	LOC_Os03g46600.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TT_ORF1 Protamine_P1 Protamine_P2 DUF1777 Adeno_VII RNA_polI_A34	not assigned.unknown	35_2

CUST_56402_PI403524517	2	0.2634945	0.036737442	-0.027495384	-0.13530159	-0.37441444	0.027495384	35_16055	"Cluster: Os10g0506200 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os10g0506200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IWI9	"CHR1V7|COORD:5008497..5014481| TWN2 (TWIN 2); ATP binding / aminoacyl-tRNA ligase"	AT1G14610.1	CHR03V5|COORD:27776040..27784346|protein valyl-tRNA synthetase, putative, expressed	LOC_Os03g48850.2	" no descriptionweakly similar to ( 139)AT1G14610| Symbols: VALRS, TWN2 | TWN2 (TWIN 2); ATP binding / aminoacyl-tRNA ligase | chr1:5008497-5014481 REVERSEnot assigned valS ValS ValRS_core tRNA-synt_1 Ile_Leu_Val_MetRS_core IleS IleRS_core ileS class_I_aaRS_core ileS MetG tRNA-synt_1g PRK11893 MetRS_core LeuS PRK12267 LeuRS_core "	protein.aa activation	29_1

CUST_77963_PI403524517	2	0.08069897	-0.20959187	0.035123825	-0.03512478	0.22604275	-0.10506153	35_22350	"Cluster: Putative valyl-tRNA synthetase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative valyl-tRNA synthetase - Oryza sativa (japonica cultivar-group"	UniRef90_Q7EZJ3	"CHR5V7|COORD:5485356..5493232| EMB2247 (EMBRYO DEFECTIVE 2247); ATP binding / aminoacyl-tRNA ligase"	AT5G16715.1	CHR07V5|COORD:3393161..3398476|protein valyl-tRNA synthetase, putative, expressed	LOC_Os07g06940.1	"no descriptionhighly similar to ( 530)AT5G16715| Symbols: EMB2247 | EMB2247 (EMBRYO DEFECTIVE 2247); ATP binding / aminoacyl-tRNA ligase | chr5:5485356-5493232 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned valS ValS ValRS_core tRNA-synt_1 IleS ileS Ile_Leu_Val_MetRS_core ileS Anticodon_1 LeuS IleRS_core PRK11893 leuS PRK12267 MetG leuS class_I_aaRS_core tRNA-synt_1g metG LeuRS_core CysS MetRS_core PRK12268 cysS"	protein.aa activation	29_1

CUST_114922_PI403524517	2	0.03952408	-0.3198967	-0.057914734	0.022259712	0.014828682	-0.014828682	35_32610	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_14041_PI404877155	2	-0.012188911	-0.28448296	0.03771496	0.012187958	0.072660446	-0.07085228	Contig7835_at	OSJNBa0023J03.8 [Oryza sativa (japonica cultivar-group)] ref|XP_471731.1| OSJNBa0023J03.8 [Oryza sativa (japonica cultivar-group)]	CAD40521.2	expressed protein	At2g01290.1	protein expressed protein	Os04g24140	ribose 5-phosphate isomerase	PS.calvin cyle.Rib5P Isomerase	1_03_10

CUST_55495_PI403524517	2	0.1511116	0.5402174	-0.035315514	-0.30169773	-0.19164562	0.03531456	35_15797	"Cluster: Putative histidine-rich Ca2+-binding protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative histidine-rich Ca2+-binding protein - Oryza sat"	UniRef90_Q9LGP3	"CHR5V7|COORD:9875072..9876446| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G53800.1); similar to vitellogenin, related [Medicago truncatula]"	AT5G27860.1	CHR01V5|COORD:1167932..1165449|protein sarcoplasmic reticulum histidine-rich calcium-binding protein precursor, putative, expressed	LOC_Os01g03060.3	no description	not assigned.unknown	35_2

CUST_17996_PI403524517	2	0.039637566	-0.036806107	0.036806107	-0.097522736	0.12731647	-0.09471893	35_5197	Rep: OSJNBa0089N06.17 protein - Oryza sativa (Rice)	UniRef90_Q7XN65	"CHR4V7|COORD:2675336..2679480| ATK5 (Arabidopsis thaliana kinesin 5); microtubule motor"	AT4G05190.1	CHR04V5|COORD:31820009..31814822|protein kinesin-1, putative, expressed	LOC_Os04g53760.2	"no descriptionhighly similar to ( 501)AT4G05190| Symbols: ATK5 | ATK5 (Arabidopsis thaliana kinesin 5); microtubule motor | chr4:2675336-2679480 FORWARDmoderately similar to ( 202)K125_TOBAC125 kDa kinesin-related protein - Nicotiana tabacum (Common tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned KISc_C_terminal KISc Kinesin KISc KISc_KIF4 KISc_KIF1A_KIF1B KISc_KIF3 KISc_KHC_KIF5 KISc_CENP_E KISc_BimC_Eg5 KISc_KIP3_like KIP1 KISc_KIF9_like KISc_KLP2_like KISc_KID_like KISc_KIF2_like KISc_KIF23_like Motor_domain"	cell.organisation	31_1

CUST_84650_PI403524517	2	0.60109663	0.43058395	-0.2840433	0.17081642	-0.17081594	-0.26005554	35_24257	"Cluster: Ferric reductase; n=3; Oryza sativa (japonica cultivar-group)|Rep: Ferric reductase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6L8G3	"CHR5V7|COORD:20218581..20221681| ATFRO6/FRO6 (FERRIC REDUCTION OXIDASE 6); ferric-chelate reductase/ oxidoreductase"	AT5G49730.1	CHR04V5|COORD:21963524..21967868|protein ferric reductase-like transmembrane component, putative, expressed	LOC_Os04g36720.1	" no descriptionweakly similar to ( 142)AT5G49730| Symbols: ATFRO6, FRO6 | ATFRO6/FRO6 (FERRIC REDUCTION OXIDASE 6); ferric-chelate reductase/ oxidoreductase | chr5:20218581-20221681 REVERSEnot assigned not assigned not assigned "	metal handling.acquisition	15_1

CUST_31937_PI399408534	2	-0.04684162	0.42521667	0.046842575	-0.13082695	-0.07136154	0.06390667	35_3225	"Cluster: Putative caltractin; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative caltractin - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7F0J0	"CHR3V7|COORD:18685403..18686484| ATCEN2 (CENTRIN2); calcium ion binding"	AT3G50360.1	CHR07V5|COORD:25538752..25541034|protein caltractin, putative, expressed	LOC_Os07g42660.1	"no descriptionmoderately similar to ( 251)AT3G50360| Symbols: ATCEN2 | ATCEN2 (CENTRIN2); calcium ion binding | chr3:18685403-18686484 FORWARDmoderately similar to ( 203)CATR_CHLRECaltractin - Chlamydomonas reinhardtiinot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned FRQ1 EFh"	signalling.calcium	30_3

CUST_30372_PI399408534	2	0.03275299	0.46621418	-0.0034418106	-0.09485626	0.0034418106	-0.048645973	35_2823	"Cluster: Putative GTP-binding protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative GTP-binding protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5TKI5	CHR4V7|COORD:1247416..1249351| GTP-binding family protein	AT4G02790.1	CHR05V5|COORD:21046459..21042833|protein GTPase, putative, expressed	LOC_Os05g35540.1	no descriptionmoderately similar to ( 465)AT4G02790| Symbols:  | GTP-binding family protein | chr4:1247416-1249351 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned rbgA COG1161 YlqF YlqF_related_GTPase MJ1464 Nucleostemin_like HSR1_MMR1 NGP_1 MMR_HSR1 engA COG1160 EngA2 EngA1 YqeH Era_like YihA_EngB engA PRK09518	signalling.G-proteins	30_5

CUST_91251_PI403524517	2	-0.025499344	0.055883884	0.04165125	-0.034454346	-0.102403164	0.025498867	35_26094	"Cluster: Putative receptor serine/threonine kinase PR5K; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative receptor serine/threonine kinase PR5K - Oryza"	UniRef90_Q5ZC63	0	0	CHR01V5|COORD:1981069..1983196|protein Ser/Thr protein kinase, putative	LOC_Os01g04460.1	no description	not assigned.unknown	35_2

CUST_173428_PI403524517	2	-0.006143093	0.50308084	-8.382797E-4	0.3855505	-0.061065197	8.382797E-4	35_48290	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_16071_PI404877155	2	0.006034851	-0.76952934	-0.0060358047	0.030686378	0.033776283	-0.054997444	Contig994_at	Phosphoglycerate kinase, cytosolic pir||TVWTGY phosphoglycerate kinase (EC 2.7.2.3), cytosolic - wheat emb|CAA33302.1| unnamed protein produ	P12783	phosphoglycerate kinase, putative	At1g79550.1	protein phosphoglycerate kinase	Os06g45710	Phosphoglycerate kinase, cytosolic	glycolysis.phosphoglycerate kinase	4_10

CUST_14130_PI403524517	2	-0.09389973	0.19227219	-0.0039429665	-0.0059132576	0.0039429665	0.081365585	35_4055	"Cluster: Hypothetical protein OJ1131_E05.126; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1131_E05.126 - Oryza sativa (japonica cult"	UniRef90_Q8H5H1	0	0	CHR07V5|COORD:21001135..21003053|protein F-box domain containing protein, expressed	LOC_Os07g35060.2	no description	not assigned.unknown	35_2

CUST_31281_PI403524517	2	0.018255234	-0.20421982	-0.0059928894	0.0059928894	0.06679344	-0.020990372	35_9029	"Cluster: Hypothetical protein OJ1288_A07.9; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1288_A07.9 - Oryza sativa (japonica cultivar"	UniRef90_Q65XN0	CHR5V7|COORD:4684785..4686868| transducin family protein / WD-40 repeat family protein	AT5G14530.1	CHR05V5|COORD:26879699..26882594|protein set1 complex component swd2, putative, expressed	LOC_Os05g46570.1	no descriptionweakly similar to ( 110)AT5G14530| Symbols:  | transducin family protein / WD-40 repeat family protein | chr5:4684785-4686868 REVERSEnot assigned not assigned not assigned WD40	not assigned.no ontology	35_1

CUST_14429_PI403524517	2	0.013750076	0.091944695	-0.013750076	-0.087135315	-0.08955002	0.16100407	35_4147	"Cluster: Putative DNA topoisomerase II; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative DNA topoisomerase II - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z8D9	"CHR3V7|COORD:8624938..8631113| TOPII (TOPOISOMERASE II); ATP binding / DNA binding / DNA topoisomerase (ATP-hydrolyzing)"	AT3G23890.1	CHR02V5|COORD:28778718..28771135|protein DNA topoisomerase 2, putative, expressed	LOC_Os02g47150.1	" no descriptionweakly similar to ( 151)AT3G23890| Symbols: ATTOPII, TOPII | TOPII (TOPOISOMERASE II); ATP binding / DNA binding / DNA topoisomerase (ATP-hydrolyzing) | chr3:8624938-8631113 FORWARDweakly similar to ( 175)TOP2_PEADNA topoisomerase 2 - Pisum sativum (Garden pea)not assigned not assigned not assigned not assigned TOP4c DNA_topoisoIV TOP4c PRK07735 infB CDC27 TolA "	DNA.synthesis/chromatin structure	28_1

CUST_14771_PI403524517	2	0.1678524	-0.372797	-0.041049004	0.0011692047	0.014760017	-0.0011701584	35_4254	"Cluster: Hypothetical protein P0046G12.37; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0046G12.37 - Oryza sativa (japonica cultivar-g"	UniRef90_Q67UT1	"CHR2V7|COORD:12044932..12046086| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G09070.1); similar to Os09g0443500 [Oryza sativa (japonica"	AT2G28230.1	CHR09V5|COORD:16507811..16502940|protein expressed protein	LOC_Os09g27140.2	"no descriptionmoderately similar to ( 255)AT2G28230| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G09070.1); similar to Os09g0443500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001063296.1); similar to hypothetical protein DDBDRAFT_0189078 [Dictyostelium discoideum AX4] (GB:XP_635527.1); contains domain FAMILY NOT NAMED (PTHR12465) | chr2:12044932-12046086 REVERSEnot assigned not assigned TATA_RF PRK12323 DUF566"	not assigned.unknown	35_2

CUST_54556_PI403524517	2	-0.09125042	0.56211853	0.006114006	0.024676323	-0.14943409	-0.006114006	35_15527	"Cluster: Peroxisomal fatty acid beta-oxidation multifunctional protein (MFP) [Includes: Enoyl-CoA hydratase (EC 4.2.1.17); 3-2-trans-enoyl-CoA isomerase (EC 5.3"	UniRef90_Q8W1L6	"CHR4V7|COORD:14297318..14302022| AIM1 (ABNORMAL INFLORESCENCE MERISTEM); enoyl-CoA hydratase"	AT4G29010.1	CHR02V5|COORD:10001462..10010226|protein peroxisomal fatty acid beta-oxidation multifunctional protein, putative, expressed	LOC_Os02g17390.1	"no descriptionhighly similar to ( 924)AT4G29010| Symbols: AIM1 | AIM1 (ABNORMAL INFLORESCENCE MERISTEM); enoyl-CoA hydratase | chr4:14297318-14302022 REVERSEnearly identical (1228)MFP_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned fadJ fadB FadB 3HCDH_N PRK05808 PRK08268 PRK09117 PRK07658 PRK09260 PRK07819 PRK07530 PRK07660 CaiD PRK06035 PRK06688 ECH PRK06130 PRK07657 PRK05809 PRK09076 PRK08293 PRK05979 PRK08138 PRK08252 PRK05980 PRK09674 PRK08260 PRK07628 PRK06494 PRK06495 PRK08150 PRK08269 PRK06190 PRK05869 PRK07510 PRK05862 PRK08259 PRK07509 PRK08258 PRK03580 PRK06144 PRK06127 PRK06143 PRK09245 PRK07799 PRK06142 PRK06210 PRK07629 PRK06129 PRK07511 PRK08140 PRK07817 MenB 3HCDH PRK06951 PRK07396 PRK05870 PRK05864 PRK08139 PRK07531 PRK07830 PRK05995 PRK07938 PRK08788 PRK07468 PRK09120 PRK07659 PRK06023 PRK07327 PRK07854 PRK07110 PRK06952 PRK06563 PRK05981 PRK08290 PRK07112 PRK08272 PRK07828 PRK06213 PRK07759 PRK11423 PRK07827 PRK06072 PRK07066 PRK07260 PRK06493 PRK08321 PRK06028 PRK08184 PRK05674 PRK05617"	lipid metabolism.lipid degradation.beta-oxidation.mutifunctional	11_9_4_9

CUST_177675_PI403524517	2	0.13323879	0.1893444	0.039214134	-0.1102972	-0.15723991	-0.039215088	35_49422	Rep: CsAtPR5 - Aegilops tauschii (Tausch's goatgrass) (Aegilops squarrosa)	UniRef90_Q8LK50		0	0	0	no description	not assigned.unknown	35_2

CUST_44744_PI403524517	2	-0.53125143	1.4206686	0.114172935	-0.11417246	0.75764656	-1.1129746	35_12831	"Cluster: Putative Cys2/His2 zinc-finger protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Cys2/His2 zinc-finger protein - Oryza sativa (japonic"	UniRef90_Q84T96	0	0	CHR03V5|COORD:34363114..34364034|protein ZFP16-2, putative, expressed	LOC_Os03g60560.1	no description	not assigned.unknown	35_2

CUST_75516_PI403524517	2	-0.6809764	0.6920719	0.13834572	0.111032486	-0.22206688	-0.111032486	35_21646	"Cluster: Palmitoyl protein thioesterase containing protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Palmitoyl protein thioesterase"	UniRef90_Q10T54	CHR3|COORD:22315148..22317899| palmitoyl protein thioesterase family protein, palmitoyl-protein thioesterase precursor, Mus musculus, EMBL:AF071025	AT3G60340.2	CHR03V5|COORD:84861..88892|protein palmitoyl-protein thioesterase 1 precursor, putative, expressed	LOC_Os03g01150.1	no descriptionmoderately similar to ( 430)AT3G60340| Symbols:  | palmitoyl protein thioesterase family protein | chr3:22315370-22317364 FORWARDnot assigned not assigned Palm_thioest Lipase_2	protein.postranslational modification	29_4

CUST_10311_PI403524517	2	0.119194984	0.063402176	-0.0057144165	-0.05719757	-0.031367302	0.005713463	35_2908	"Cluster: Hypothetical protein P0437H03.102; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0437H03.102 - Oryza sativa (japonica"	UniRef90_Q7F8T0	"CHR1V7|COORD:25131390..25132808| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G14750.1); similar to transglutaminase [Zea mays] (GB:CAD13455.1);"	AT1G67170.1	CHR02V5|COORD:5121535..5118281|protein expressed protein	LOC_Os02g09890.1	"no descriptionweakly similar to ( 164)AT1G67170| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G14750.1); similar to transglutaminase [Zea mays] (GB:CAD13455.1); similar to Os04g0479100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001053092.1); similar to transglutaminase [Zea mays] (GB:CAD32336.1) | chr1:25131390-25132808 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07003 PRK12323 Atrophin-1 PRK07764 Smc COG4372 TT_ORF1 COG1579 TolA"	not assigned.no ontology	35_1

CUST_162674_PI403524517	2	0.01561594	0.791595	0.08210516	-0.16650486	-0.087620735	-0.015616417	35_45373	"Cluster: Putative heat shock protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative heat shock protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q94H94		0	CHR03V5|COORD:31434870..31439555|protein heat shock protein binding protein, putative, expressed	LOC_Os03g55360.1	no description	not assigned.unknown	35_2

CUST_131391_PI403524517	2	0.15387344	0.048872948	0.028875351	-0.081246376	-0.028875351	-0.20454025	35_36901	"Cluster: Os01g0235800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0235800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JP89	CHR1V7|COORD:19129280..19131770| KH domain-containing protein	AT1G51580.1	CHR01V5|COORD:7503015..7508570|protein nucleic acid binding protein, putative, expressed	LOC_Os01g13470.1	"no descriptionvery weakly similar to (67.4)AT5G64390| Symbols: HEN4 | HEN4 (HUA ENHANCER 4); nucleic acid binding | chr5:25760668-25764606 FORWARDnot assigned not assigned not assigned not assigned PCBP_like_KH KH-I KH_1 KH"	not assigned.no ontology	35_1

CUST_129851_PI403524517	2	-0.5373192	-0.8237982	0.8791342	0.17078686	0.28038406	-0.1707859	35_36470	"Cluster: Putative 12-oxophytodienoate reductase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative 12-oxophytodienoate reductase - Oryza sativa (japonic"	UniRef90_Q6Z965		0	CHR08V5|COORD:22414344..22417898|protein 12-oxophytodienoate reductase 3, putative, expressed	LOC_Os08g35740.2	no description	not assigned.unknown	35_2

CUST_85500_PI403524517	2	-0.41588783	-0.15903378	0.23066425	0.44036436	-0.11150694	0.11150694	35_24491	"Cluster: Putative Bile acid beta-glucosidase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Bile acid beta-glucosidase - Oryza sativa (japonica"	UniRef90_Q6ZC53	"CHR3|COORD:8734641..8741732| similar to expressed protein [Arabidopsis thaliana] (TAIR:At5g49900.1); similar to expressed protein [Arabidopsis thaliana]"	AT3G24180.2	CHR08V5|COORD:580111..573850|protein expressed protein	LOC_Os08g01940.2	"no descriptionweakly similar to ( 146)AT3G24180| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G49900.1); similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G33700.2); similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G10060.1); similar to unknown protein [Oryza sativa] (GB:AAL31035.1); similar to unknown protein [Oryza sativa] (GB:AAG16864.1); similar to At5g49900 [Oryza sativa (japonica cultivar-group)] (GB:AAX95400.1); contains InterPro domain Protein of unknown function DUF608; (InterPro:IPR006775) | chr3:8735018-8741154 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned DUF608 PRK12323 COG4354 PRK07003 Atrophin-1"	not assigned.unknown	35_2

CUST_172178_PI403524517	2	-0.07694054	0.3550372	0.43217087	-0.24570131	0.07694006	-0.24414873	35_47961	Rep: Serotransferrin precursor - Oryzias latipes (Medaka fish) (Japanese ricefish)	UniRef90_P79819		0	0	0	no description	not assigned.unknown	35_2

CUST_81833_PI403524517	2	-0.7850504	-0.8972902	0.46420097	0.039744377	0.22830486	-0.039744377	35_23472	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_3434_PI404877155	2	-0.15728569	0.30555725	0.1529789	0.065984726	-0.19006824	-0.06598377	Contig13898_at	0	AAM67294.1	no apical meristem (NAM) family protein	At1g34180.1	protein Similar to nam-like protein 7	Os09g32040	similar to hypothetical protein MGC23166	RNA.regulation of transcription.NAC domain transcription factor family	27_3_27

CUST_75254_PI403524517	2	0.006119728	0.3349018	0.040872574	-0.0130262375	-0.0061187744	-0.035562515	35_21569	Rep: H0311C03.8 protein - Oryza sativa (Rice)	UniRef90_Q01I86	"CHR4V7|COORD:15101470..15102467| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G24290.1); similar to H0311C03.8 [Oryza sativa (indica"	AT4G30996.1	CHR04V5|COORD:24837567..24839874|protein expressed protein	LOC_Os04g42340.1	"no descriptionweakly similar to ( 164)AT4G30996| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G24290.1); similar to H0311C03.8 [Oryza sativa (indica cultivar-group)] (GB:CAH67554.1); similar to Os04g0501800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001053232.1); contains InterPro domain Protein of unknown function DUF1068; (InterPro:IPR010471) | chr4:15101470-15102467 FORWARDnot assigned DUF1068"	not assigned.unknown	35_2

CUST_180525_PI403524517	2	0.404665	0.29895306	0.05210066	-0.052101135	-0.31092596	-0.19491673	35_50206	Rep: triacylglycerol lipase - Arabidopsis thaliana	UniRef90_UPI000034EE73	CHR2V7|COORD:17679503..17681932| lipase class 3 family protein	AT2G42450.1	CHR09V5|COORD:22813586..22810710|protein triacylglycerol lipase, putative, expressed	LOC_Os09g39790.1	no descriptionvery weakly similar to (84.7)AT2G42450| Symbols:  | lipase class 3 family protein | chr2:17679503-17681932 REVERSE	lipid metabolism.lipid degradation.lipases.triacylglycerol lipase	11_9_2_1

CUST_51395_PI403524517	2	-0.12167549	1.5095444	0.1216774	-0.41838264	-0.2472992	0.33145905	35_14650	"Cluster: Auxin-repressed protein-like protein ARP1, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Auxin-repressed protein-like"	UniRef90_Q2QZU5	CHR2V7|COORD:14316844..14317362| dormancy/auxin associated family protein	AT2G33830.2	CHR11V5|COORD:26611199..26609579|protein auxin-repressed 12.5 kDa protein, putative, expressed	LOC_Os11g44810.1	no descriptionweakly similar to ( 106)AT2G33830| Symbols:  | dormancy/auxin associated family protein | chr2:14316844-14317362 REVERSEweakly similar to ( 105)12KD_FRAANAuxin-repressed 12.5 kDa protein - Fragaria ananassa (Strawberry)Auxin_repressed	development.unspecified	33_99

CUST_9825_PI403524517	2	-0.2765541	-0.20219803	-0.03447151	0.47543526	0.64184475	0.03447056	35_2769	"Cluster: Branched-chain amino acid aminotransferase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Branched-chain amino acid aminotransferase-like - Ory"	UniRef90_Q5NAM3	CHR5V7|COORD:23452774..23454513| aminotransferase class IV family protein	AT5G57850.1	CHR01V5|COORD:7661903..7664959|protein aldehyde dehydrogenase, putative, expressed	LOC_Os01g13690.2	no descriptionmoderately similar to ( 367)AT5G57850| Symbols:  | aminotransferase class IV family protein | chr5:23452774-23454513 REVERSEnot assigned not assigned not assigned not assigned ADCL_like PLPDE_IV D-AAT_like IlvE PRK06680 PRK08320 Aminotran_4 PRK07849 PRK12479 PRK12400 BCAT_beta_family PRK06606 PRK07650 PRK06092 PRK07544 PRK07003 PRK12678 PRK09266 PRK12323	misc.aminotransferases.aminotransferase class IV family protein	26_26_1

CUST_15187_PI403524517	2	0.12186527	-0.12380886	-0.0120306015	-0.10596657	0.0120306015	0.09379864	35_4378	"Cluster: Hypothetical protein P0005A05.20; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0005A05.20 - Oryza sativa (japonica cultivar-g"	UniRef90_Q657Y6	"CHR5V7|COORD:24189308..24190186| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G56660.1); similar to PREDICTED: hypothetical protein [Mus"	AT5G60030.1	CHR01V5|COORD:329141..327040|protein expressed protein	LOC_Os01g01670.2	no descriptionnot assigned not assigned	not assigned.unknown	35_2

CUST_41657_PI403524517	2	0.21008301	1.1372614	-0.007925987	-0.30435085	0.007925987	-0.2207756	35_11971	0	0	"CHR1V7|COORD:27124069..27126423| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G19950.3); similar to hypothetical protein DDBDRAFT_0205563"	AT1G72080.1	0	0	no description	not assigned.unknown	35_2

CUST_840_PI399408534	2	0.09558964	0.265028	0.06892872	-0.1198287	-0.06892967	-0.26509094	35_24182	"Cluster: Os02g0551900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os02g0551900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E0H1	CHR4V7|COORD:3764496..3766436| zinc finger (C2H2 type) family protein	AT4G06634.1	CHR02V5|COORD:20795089..20798606|protein transcription repressor TRM protein, putative, expressed	LOC_Os02g34680.1	no descriptionmoderately similar to ( 246)AT4G06634| Symbols:  | nucleic acid binding / zinc ion binding | chr4:3764496-3766174 REVERSEnot assigned not assigned not assigned not assigned	RNA.regulation of transcription.unclassified	27_3_99

CUST_54410_PI403524517	2	-0.025716782	-0.11366463	-0.0070409775	0.04301262	0.121068	0.0070409775	35_15488	"Cluster: Hypothetical protein P0488B06.35; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0488B06.35 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6YZK5	CHR5V7|COORD:15490515..15492727| APE1 (ACCLIMATION OF PHOTOSYNTHESIS TO ENVIRONMENT)	AT5G38660.1	CHR08V5|COORD:16373283..16377474|protein APE1, putative, expressed	LOC_Os08g27010.1	no descriptionmoderately similar to ( 215)AT5G38660| Symbols: APE1 | APE1 (ACCLIMATION OF PHOTOSYNTHESIS TO ENVIRONMENT) | chr5:15490515-15492727 REVERSE	not assigned.unknown	35_2

CUST_70276_PI403524517	2	-0.009468079	-0.01774311	0.009468079	0.14202404	-0.039103508	0.10486317	35_20123	Rep: H0502B11.6 protein - Oryza sativa (Rice)	UniRef90_Q01L45	"CHR5V7|COORD:9820315..9822872| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G47900.1); similar to Os01g0931100 [Oryza sativa (japonica"	AT5G27730.1	CHR04V5|COORD:19904425..19896520|protein expressed protein	LOC_Os04g33200.2	"no descriptionweakly similar to ( 173)AT5G27730| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G47900.1); similar to Os01g0931100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001045294.1); similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE92860.1) | chr5:9820315-9822872 FORWARDnot assigned COG4299"	not assigned.unknown	35_2

CUST_60765_PI403524517	2	-0.14615917	0.15674686	0.026809692	-0.004542351	-0.25757504	0.004541397	35_17331	"Cluster: Serine palmitoyltransferase 2, putative, expressed; n=2; Poaceae|Rep: Serine palmitoyltransferase 2, putative, expressed - Oryza sativa (japonica culti"	UniRef90_Q2R3K3	"CHR5|COORD:7981660..7985401| similar to serine C-palmitoyltransferase, putative [Arabidopsis thaliana] (TAIR:At3g48780.1); similar to putative serine"	AT5G23670.2	CHR01V5|COORD:41105453..41101347|protein serine palmitoyltransferase 2, putative, expressed	LOC_Os01g70380.1	" no descriptionhighly similar to ( 769)AT5G23670| Symbols: ATLCB2, LCB2 | LCB2 (Serine palmitoyltransferase LCB2 (long chain base) subunit gene); serine C-palmitoyltransferase | chr5:7981892-7985040 FORWARDnot assigned not assigned not assigned not assigned BioF PRK05958 PRK06939 PRK09064 Aminotran_1_2 PRK07179 PRK05937 PRK07505 csdA WecE Beta_elim_lyase GlyA COG0436 "	lipid metabolism.'exotics' (steroids, squalene etc).sphingolipids.serine C-palmitoyltransferase	11_8_1_2

CUST_136822_PI403524517	2	-9.5653534E-4	0.4551983	9.570122E-4	-0.0012617111	0.13946915	-0.16104746	35_38370	"Cluster: Hypothetical protein P0509B06.3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0509B06.3 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q5VRD9	"CHR5V7|COORD:6741165..6743704| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G72080.1); similar to unknown protein [Oryza sativa (japonica"	AT5G19950.3	CHR01V5|COORD:4056312..4059992|protein expressed protein	LOC_Os01g08280.2	"no descriptionweakly similar to ( 120)AT5G19950| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G72080.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD67825.1); contains domain FAMILY NOT NAMED (PTHR13681); contains domain gb def: Hypothetical protein At5g19950 (PTHR13681:SF2) | chr5:6741165-6743704 REVERSE"	not assigned.unknown	35_2

CUST_6371_PI404877155	2	-0.70829105	-0.06150055	0.37081528	0.29393768	-0.18199348	0.06150055	Contig19054_at	putative permease [Oryza sativa (japonica cultivar-group)] gb|AAO18455.1| putative permease [Oryza sativa (japonica cultivar-group)]	NP_910042.1	permease, putative	At5g62890.2	protein putative permease	Os03g60880	"similar to xanthine/uracil permease family protein [Arabidopsis thaliana] (TAIR:At1g10540.1); similar to xanthine/uracil permease family protein [Arabidopsis thaliana] (TAIR:At1g60030.1); similar to xanthine/uracil permease family protein [Arabidopsis tha"	transport.misc	34_99

CUST_46723_PI403524517	2	0.08190489	0.19417572	0.14311886	-0.08190489	-0.63587046	-0.13081837	35_13379	"Cluster: Leucine-rich repeat family protein /protein kinase family protein- like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Leucine-rich repeat family pr"	UniRef90_Q6EQG8	CHR1V7|COORD:2359814..2366420| leucine-rich repeat transmembrane protein kinase, putative	AT1G07650.1	CHR09V5|COORD:10784209..10792868|protein receptor-like protein kinase 2, putative, expressed	LOC_Os09g17630.1	 no descriptionmoderately similar to ( 231)AT1G07650| Symbols:  | leucine-rich repeat transmembrane protein kinase, putative | chr1:2359814-2366420 REVERSEweakly similar to ( 110)RPK1_IPONIReceptor-like protein kinase precursor - Ipomoea nil (Japanese morning glory) (Pharbitis nil)not assigned not assigned not assigned not assigned not assigned 	stress.biotic	20_1

CUST_22928_PI403524517	2	0.21209145	0.103229046	-0.05668497	-0.12199259	-0.23365736	0.056685448	35_6658	"Cluster: Nucleoporin family protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Nucleoporin family protein, putative, expressed - Ory"	UniRef90_Q10R44	CHR1V7|COORD:30329111..30333381| PRE (PRECOZ, SUPPRESSOR OF AUXIN RESISTANCE3)	AT1G80680.1	CHR03V5|COORD:3838496..3843836|protein PRE, putative, expressed	LOC_Os03g07580.1	 no descriptionmoderately similar to ( 232)AT1G80680| Symbols: MOS3, SAR3, PRE | PRE (PRECOZ, SUPPRESSOR OF AUXIN RESISTANCE3) | chr1:30329111-30333381 FORWARDNucleoporin2 	protein.targeting.nucleus	29_3_1

CUST_161934_PI403524517	2	-0.024857998	0.55374146	0.13109303	0.024858475	-0.088204384	-0.098918915	35_45170	Rep: Starch branching enzyme IIb - Triticum aestivum (Wheat)	UniRef90_Q24M29	CHR5V7|COORD:932493..937469| SBE2.2 (STARCH BRANCHING ENZYME 2.2)	AT5G03650.1	CHR02V5|COORD:19361259..19349880|protein 1,4-alpha-glucan branching enzyme IIB, chloroplast precursor, putative, expressed	LOC_Os02g32660.1	 no descriptionmoderately similar to ( 236)AT5G03650| Symbols: SBE2.2 | SBE2.2 (STARCH BRANCHING ENZYME 2.2) | chr5:932493-937469 FORWARDmoderately similar to ( 250)GLGB_MAIZE1,4-alpha-glucan-branching enzyme 2, chloroplast precursor - Zea mays (Maize)not assigned GlgB 	major CHO metabolism.synthesis.starch.starch branching	2_1_2_3

CUST_20818_PI403524517	2	0.049661636	0.12677574	0.014663696	-0.20076275	-0.29969978	-0.014663696	35_6046	0	0	CHR1V7|COORD:3045515..3047395| protein kinase family protein	AT1G09440.1	CHR10V5|COORD:18640884..18645624|protein BRASSINOSTEROID INSENSITIVE 1-associated receptor kinase 1 precursor, putative, expressed	LOC_Os10g35450.1	no description	not assigned.unknown	35_2

CUST_72692_PI403524517	2	0.24190521	1.5879002	-0.25678492	-0.13189793	-0.039393425	0.039393425	35_20835	"Cluster: Zinc finger, C3HC4 type family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Zinc finger, C3HC4 type family"	UniRef90_Q2QN37	CHR4V7|COORD:9948866..9960416| zinc finger (C3HC4-type RING finger) family protein / pentatricopeptide (PPR) repeat-containing protein	AT4G17910.1	CHR12V5|COORD:24027070..24031102|protein zinc finger, C3HC4 type family protein, expressed	LOC_Os12g39110.1	no descriptionvery weakly similar to (65.1)AT1G49850| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr1:18458994-18460112 REVERSEvery weakly similar to (51.2)EL5_ORYSAnot assigned not assigned RING	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_2172_PI404877155	2	0.07110214	0.09975624	-0.025444984	-0.02721405	-0.0308609	0.02544403	Contig12490_at	small nuclear ribonucleoprotein F, putative / snRNP-F, putative / Sm protein F, putative [Arabidopsis thaliana]	NP_194751.1	small nuclear ribonucleoprotein F, putative / snRNP-F, putative / Sm protein F, putative	At4g30220.1	protein probable small nuclear ribonucleoprotein f (snrnp-f) (sm protein f)(sm-f) (smf)	Os02g08090	snRNP Sm protein F - like	RNA.processing	27_1

CUST_76744_PI403524517	2	0.19901276	-0.8228359	-0.16052628	0.034244537	0.169693	-0.034244537	35_22000	"Cluster: F-box protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: F-box protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q67UA7	CHR1V7|COORD:3592876..3594311| F-box family protein	AT1G10780.1	CHR09V5|COORD:17070782..17073130|protein F-box domain containing protein, expressed	LOC_Os09g28120.1	no descriptionmoderately similar to ( 232)AT1G10780| Symbols:  | F-box family protein | chr1:3592876-3594311 REVERSE	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_11912_PI403524517	2	0.016565323	-0.66277456	-0.35102558	0.14931488	-0.016565323	0.031049728	35_3389	Rep: Homocysteine S-methyltransferase 1 - Zea mays (Maize)	UniRef90_Q9FUN0	"CHR3V7|COORD:9482201..9483921| ATHMT-1/HMT-1; homocysteine S-methyltransferase"	AT3G25900.1	CHR03V5|COORD:6333974..6336920|protein homocysteine S-methyltransferase 1, putative, expressed	LOC_Os03g12110.1	" no descriptionweakly similar to ( 116)AT3G25900| Symbols: HMT-1, ATHMT-1 | ATHMT-1/HMT-1; homocysteine S-methyltransferase | chr3:9482201-9483921 FORWARDweakly similar to ( 150)HMT1_MAIZEHomocysteine S-methyltransferase 1 - Zea mays (Maize)not assigned mmuM MHT1 S-methyl_trans PRK08645 MetH "	amino acid metabolism.synthesis.aspartate family.methionine	13_1_3_4

CUST_163067_PI403524517	2	0.06616974	0.38304138	0.010385513	-0.01038456	-0.16325378	-0.13953686	35_45479	Rep: Urease - Solanum tuberosum (Potato)	UniRef90_Q93X19	"CHR1V7|COORD:25316505..25320574| URE (UREASE); urease"	AT1G67550.1	0	0	"no descriptionvery weakly similar to (80.1)AT1G67550| Symbols: URE | URE (UREASE); urease | chr1:25316505-25320574 FORWARDvery weakly similar to (82.8)UREA_SOYBNUrease - Glycine max (Soybean)UreC Urease_alpha"	amino acid metabolism.degradation.glutamate family.arginine	13_2_2_3

CUST_177590_PI403524517	2	0.04492998	-0.8910837	0.13772202	0.8345547	-0.044930458	-0.08523941	35_49397	"Cluster: Oryza sativa (japonica cultivar-group) genomic DNA, chromosome 1, PAC clone:P0433F09; n=1; Oryza sativa (japonica cultivar-group)|Rep: Oryza sativa (ja"	UniRef90_Q7F805	CHR5V7|COORD:14575028..14577414| RNase H domain-containing protein	AT5G36905.1	CHR05V5|COORD:17232443..17233748|protein retrotransposon protein, putative, LINE subclass	LOC_Os05g29910.1	no description	not assigned.unknown	35_2

CUST_2887_PI404877155	2	-0.028137207	0.14693165	-0.051031113	0.008282661	0.012786865	-0.008283615	Contig13285_at	Putative growth regulator protein [Oryza sativa (japonica cultivar-group)] gb|AAN65001.1| Putative growth regulator protein [Oryza sativa (j	NP_912425.1	expressed protein	At1g14020.1	protein Plant protein family, putative	Os01g07410	NONE	hormone metabolism.auxin.induced-regulated-responsive-activated	17_2_3

CUST_21398_PI403524517	2	0.034178734	0.00863266	-0.007484436	-0.09346485	0.0074853897	-0.041973114	35_6209	"Cluster: Putative DEAD/DEAH box RNA helicase protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative DEAD/DEAH box RNA helicase protein - Oryza sativ"	UniRef90_Q8H7P8	CHR3V7|COORD:2201537..2204668| DEAD/DEAH box helicase, putative	AT3G06980.1	CHR03V5|COORD:484267..487347|protein DEAD/DEAH box helicase, putative, expressed	LOC_Os03g01830.1	 no descriptionmoderately similar to ( 225)AT3G06980| Symbols:  | DEAD/DEAH box helicase, putative | chr3:2201537-2204668 FORWARDvery weakly similar to (57.0)DB10_NICSYATP-dependent RNA helicase-like protein DB10 - Nicotiana sylvestris (Wood tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned SrmB HELICc Helicase_C PRK11192 HELICc PRK11776 PRK01297 PRK04837 PRK04537 PRK11634 RecQ PRK10590 PRK11057 Lhr 	DNA.synthesis/chromatin structure	28_1

CUST_51425_PI403524517	2	0.05285549	0.26451397	-0.22846222	0.11622143	-0.05285549	-0.27275467	35_14658	"Cluster: Putative glycolate oxidase (Os07g0152900 protein) (Putative (S)-2- hydroxy-acid oxidase); n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative gly"	UniRef90_Q6YT73	CHR3V7|COORD:4821811..4823906| (S)-2-hydroxy-acid oxidase, peroxisomal, putative / glycolate oxidase, putative / short chain alpha-hydroxy acid oxidase,	AT3G14420.2	CHR07V5|COORD:2795991..2799663|protein hydroxyacid oxidase 1, putative, expressed	LOC_Os07g05820.3	 no descriptionmoderately similar to ( 367)AT3G14420| Symbols:  | (S)-2-hydroxy-acid oxidase, peroxisomal, putative / glycolate oxidase, putative / short chain alpha-hydroxy acid oxidase, putative | chr3:4821906-4823906 FORWARDmoderately similar to ( 355)GOX_SPIOLPeroxisomal - Spinacia oleracea (Spinach)not assigned FMN_dh alpha_hydroxyacid_oxid_FMN FCB2_FMN idi LOX_like_FMN LMO_FMN MDH_FMN lldD 	PS.photorespiration.glycolate oxydase	1_2_2

CUST_98507_PI403524517	2	0.22547245	1.3282852	0.18430233	-0.18630266	-0.18430185	-0.40155077	35_28122	0	0	"CHR4V7|COORD:18511852..18514133| ATUBP3 (UBIQUITIN-SPECIFIC PROTEASE 3); ubiquitin-specific protease"	AT4G39910.1	CHR03V5|COORD:4698392..4694244|protein ubiquitin carboxyl-terminal hydrolase 4, putative, expressed	LOC_Os03g09080.1	"no descriptionweakly similar to ( 149)AT2G22310| Symbols: ATUBP4 | ATUBP4 (UBIQUITIN-SPECIFIC PROTEASE 4); ubiquitin-specific protease | chr2:9483813-9485905 REVERSEnot assigned not assigned not assigned Peptidase_C19G UCH Peptidase_C19E peptidase_C19C Peptidase_C19 Peptidase_C19K Peptidase_C19L Peptidase_C19O Peptidase_C19R Peptidase_C19H"	protein.degradation.ubiquitin.ubiquitin protease	29_5_11_5

CUST_36225_PI403524517	2	0.24732685	0.028284073	-0.021400452	-0.09472084	-0.024061203	0.021401405	35_10445	"Cluster: Hypothetical protein P0706E03.2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0706E03.2 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6K2Q0	"CHR2V7|COORD:15898978..15899214| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G54085.1); similar to conserved hypothetical protein [Medicago"	AT2G37975.1	CHR09V5|COORD:9628853..9630895|protein conserved hypothetical protein	LOC_Os09g15760.1	"no descriptionvery weakly similar to (84.3)AT2G37975| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G54085.1); similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE83862.1); contains domain UNCHARACTERIZED (PTHR15858); contains domain SUBFAMILY NOT NAMED (PTHR15858:SF1) | chr2:15898978-15899214 REVERSEnot assigned Yos1"	not assigned.unknown	35_2

CUST_168598_PI403524517	2	-0.3908348	-0.3307581	0.30041218	0.7550659	0.9405117	-0.30041218	35_46954	"Cluster: Os01g0223000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0223000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JPH3	CHR1V7|COORD:11295616..11297265| GDSL-motif lipase, putative	AT1G31550.1	CHR01V5|COORD:6725383..6721741|protein alpha-L-fucosidase 2 precursor, putative, expressed	LOC_Os01g12320.1	no descriptionweakly similar to ( 145)AT1G31550| Symbols:  | carboxylic ester hydrolase/ lipase | chr1:11295616-11297265 REVERSEvery weakly similar to (74.3)EST_HEVBREsterase precursor - Hevea brasiliensis (Para rubber tree)SGNH_plant_lipase_like fatty_acyltransferase_like	misc.GDSL-motif lipase	26_28

CUST_19063_PI404877155	2	-0.8179889	-0.6091814	0.6626768	0.0934782	0.023454666	-0.023454666	HY08N20u_at	0	0	0	0	protein retrotransposon protein, putative, unclassified	Os07g18890	lipase-like protein	lipid metabolism.lipid degradation.lipases	11_9_2

CUST_1605_PI404877155	2	0.028812408	0.09324455	-0.0026845932	-0.03512478	-0.019677162	0.0026855469	Contig11808_at	unnamed protein product [Oryza sativa (japonica cultivar-group)]	NP_913553.1	basic helix-loop-helix (bHLH) family protein	At1g01260.1	protein Helix-loop-helix DNA-binding domain, putative	Os01g13460	0	RNA.regulation of transcription.bHLH,Basic Helix-Loop-Helix family	27_3_06

CUST_104541_PI403524517	2	-0.19282961	-0.19501972	-0.10789347	0.3236084	0.3223338	0.10789347	35_29793	"Cluster: Hypothetical protein OJ1570_H12.17; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1570_H12.17 - Oryza sativa (japonica cultiv"	UniRef90_Q6Z7G7		0	CHR02V5|COORD:14049222..14051159|protein hypothetical protein	LOC_Os02g24240.1	no description	not assigned.unknown	35_2

CUST_121036_PI403524517	2	0.11306858	0.39197826	0.028857231	-0.028857231	-0.13672352	-0.17393017	35_34197	"Cluster: Hypothetical protein OSJNBa0093B11.14; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0093B11.14 - Oryza sativa (japonica"	UniRef90_Q9AV56		0	CHR10V5|COORD:17827053..17821105|protein zinc finger, C3HC4 type family protein, expressed	LOC_Os10g34030.1	no description	not assigned.unknown	35_2

CUST_5374_PI399408534	2	0.23545456	-0.039581776	0.039581776	0.28158283	-0.8737173	-0.557518	35_42670	"Cluster: Putative receptor-like kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative receptor-like kinase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8LQN6	"CHR1V7|COORD:24472595..24475992| ARK1 (A. THALIANA RECEPTOR KINASE I); kinase"	AT1G65790.1	CHR01V5|COORD:33554500..33558619|protein receptor protein kinase, putative, expressed	LOC_Os01g57510.1	"no descriptionvery weakly similar to (65.9)AT1G65790| Symbols: ARK1 | ARK1 (A. THALIANA RECEPTOR KINASE I); kinase | chr1:24472595-24475992 FORWARD"	signalling.receptor kinases.S-locus glycoprotein like	30_2_24

CUST_11099_PI404877155	2	-0.20939064	-0.2769165	-0.08717251	0.1805439	0.27890205	0.08717346	Contig481_at	Sucrose synthase 2 (Sucrose-UDP glucosyltransferase 2) gb|AAA33515.1| sucrose synthase 2 gb|AAA33514.1| UDP-glucose:D-fructose 2-glucosyl-tr	P49036	sucrose synthase / sucrose-UDP glucosyltransferase (SUS1)	At5g20830.1	protein sucrose-UDP glucosyltransferase 2	Os03g28330	NONE	major CHO metabolism.degradation.sucrose.Susy	2_2_1_05

CUST_40150_PI403524517	2	-2.9501448	-3.6857042	0.97479916	0.28523207	0.24960804	-0.24960756	35_11546	0	0	0	0	CHR06V5|COORD:22978951..22981926|protein retrotransposon protein, putative, unclassified, expressed	LOC_Os06g38700.1	no description	not assigned.unknown	35_2

CUST_178312_PI403524517	2	-0.004043579	-1.2453461	-0.12304878	0.13577843	0.18483257	0.004043579	35_49589	"Cluster: Putative glycoprotease; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative glycoprotease - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6L4N8	CHR4V7|COORD:11937478..11938728| glycoprotease M22 family protein	AT4G22720.1	CHR05V5|COORD:5776610..5771108|protein O-sialoglycoprotein endopeptidase, putative, expressed	LOC_Os05g10630.1	no descriptionvery weakly similar to (92.4)AT4G22720| Symbols:  | glycoprotease M22 family protein | chr4:11937478-11938728 FORWARDnot assigned PRK09605 QRI7	protein.degradation	29_5

CUST_66364_PI403524517	2	0.4023056	-0.5243778	-0.071320534	-0.09568119	0.3870039	0.07132149	35_18952	Rep: H0307D04.7 protein - Oryza sativa (Rice)	UniRef90_Q01K59	CHR4V7|COORD:9833961..9834676| senescence-associated protein-related	AT4G17670.1	CHR04V5|COORD:29392042..29391067|protein expressed protein	LOC_Os04g49660.1	no descriptionvery weakly similar to (87.4)AT5G47060| Symbols:  | senescence-associated protein-related | chr5:19134070-19134866 FORWARDDUF581	development.unspecified	33_99

CUST_161889_PI403524517	2	-0.5244646	0.014190674	-0.015633583	0.09500122	0.10808182	-0.014190674	35_45158	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_154181_PI403524517	2	0.23483944	0.3158207	-0.06188488	-0.21362734	-0.15856075	0.06188488	35_43082	"Cluster: Pentatricopeptide, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Pentatricopeptide, putative, expressed - Oryza sativa (japonic"	UniRef90_Q10IY6	CHR5V7|COORD:4222517..4224985| pentatricopeptide (PPR) repeat-containing protein	AT5G13230.1	CHR03V5|COORD:18637724..18632704|protein pentatricopeptide repeat protein PPR986-12, putative, expressed	LOC_Os03g32620.1	no description	not assigned.unknown	35_2

CUST_80437_PI403524517	2	0.30815125	-0.22340631	0.018860817	-0.018861294	-0.16289616	0.06498623	35_23069	"Cluster: OSJNBb0059K02.16 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: OSJNBb0059K02.16 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XMP5	CHR5V7|COORD:4415811..4420162| alpha-N-acetylglucosaminidase family / NAGLU family	AT5G13690.1	CHR04V5|COORD:32960273..32951140|protein alpha-N-acetylglucosaminidase precursor, putative, expressed	LOC_Os04g55730.1	no descriptionweakly similar to ( 144)AT5G13690| Symbols:  | alpha-N-acetylglucosaminidase family / NAGLU family | chr5:4415811-4420162 FORWARDnot assigned NAGLU	misc.nitrilases, *nitrile lyases, berberine bridge enzymes, reticuline oxidases, troponine reductases	26_8

CUST_105305_PI403524517	2	0.29001808	0.03975916	0.06124592	-0.17929506	-0.039758682	-0.074650764	35_29994	"Cluster: Casein kinase I-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Casein kinase I-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8LR51	CHR1V7|COORD:27376215..27379840| casein kinase, putative	AT1G72710.1	CHR01V5|COORD:29758448..29763313|protein casein kinase I isoform delta-like, putative, expressed	LOC_Os01g51200.1	 no descriptionweakly similar to ( 113)AT1G72710| Symbols:  | casein kinase, putative | chr1:27376215-27379840 FORWARDnot assigned not assigned not assigned 	protein.postranslational modification	29_4

CUST_63067_PI403524517	2	0.15110111	0.11403656	-0.19969463	-0.066093445	-4.3582916E-4	4.348755E-4	35_17996	"Cluster: Putative phosphatidylinositol-phosphatidylcholine transfer protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative"	UniRef90_Q7F8U2	CHR1|COORD:20811960..20816506| SEC14 cytosolic factor family protein / phosphoglyceride transfer family protein, similar to similar to phosphatidylinositol	AT1G55690.2	CHR08V5|COORD:24428050..24433268|protein phosphatidylinositol transporter/ transporter, putative, expressed	LOC_Os08g38850.2	 no descriptionmoderately similar to ( 451)AT3G24840| Symbols:  | SEC14 cytosolic factor, putative / phosphoglyceride transfer protein, putative | chr3:9067308-9070263 FORWARDnot assigned not assigned CRAL_TRIO SEC14 SEC14 CRAL_TRIO_N 	DNA.unspecified	28_99

CUST_44589_PI403524517	2	0.5612569	0.47966623	0.23451042	-0.26232052	-0.28605938	-0.23450994	35_12790	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_123730_PI403524517	2	-0.05505991	0.48375463	0.055060387	-0.6082783	-0.53621244	0.48625517	35_34889	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_13906_PI404877155	2	-0.09713936	0.10922909	0.04835224	-0.11916733	-0.048353195	0.060235977	Contig7652_s_at	transcription factor-like protein [Oryza sativa (japonica cultivar-group)] dbj|BAC07004.1| putative bZIP family transcription factor [Oryza	NP_913739.1	bZIP transcription factor family protein	At2g40950.1	protein bZIP transcription factor, putative	Os05g34050	bZIP family transcription factor	RNA.regulation of transcription.bZIP transcription factor family	27_3_35

CUST_12175_PI403524517	2	-0.042197227	-0.5905924	-0.10765743	0.15553474	0.2348051	0.042197227	35_3466	"Cluster: Polygalacturonase, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Polygalacturonase, putative, expressed - Oryza sativa (japonic"	UniRef90_Q10SE9	CHR3V7|COORD:18159002..18160972| glycoside hydrolase family 28 protein / polygalacturonase (pectinase) family protein	AT3G48950.1	CHR03V5|COORD:1408928..1412597|protein glycoside hydrolase, family 28, putative, expressed	LOC_Os03g03350.1	no descriptionhighly similar to ( 558)AT3G48950| Symbols:  | glycoside hydrolase family 28 protein / polygalacturonase (pectinase) family protein | chr3:18159002-18160972 FORWARDvery weakly similar to (96.7)PGLR_ACTCHPolygalacturonase precursor - Actinidia chinensis (Kiwi) (Yangtao)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PGU1 Glyco_hydro_28 Herpes_BLLF1 DUF390 DUF566 PRK12323 Atrophin-1 PRK07003	cell wall.degradation.pectate lyases and polygalacturonases	10_6_3

CUST_19360_PI404877155	2	-0.48607826	0.6974535	-0.09516811	0.57250214	-0.2322712	0.09516811	rbags11h24_s_at	alanine--glyoxylate aminotransferase, putative / beta-alanine-pyruvate aminotransferase, putative / AGT,	NP_187498.1	alanine--glyoxylate aminotransferase, putative / beta-alanine-pyruvate aminotransferase, putative / AGT, putativ	At3g08860.1	protein aminotransferase, putative	Os05g39770	alanine--glyoxylate aminotransferase (beta-alanine-pyruvate aminotransferase/AGT)	amino acid metabolism.degradation.branched-chain group.shared	13_2_4_1

CUST_92419_PI403524517	2	0.19673443	0.2712264	0.18578672	-0.24986696	-0.18578672	-0.5389571	35_26426	"Cluster: Hypothetical protein OJ1521_G01.18; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1521_G01.18 - Oryza sativa (japonica cultiv"	UniRef90_Q6Z7I5	"CHR5V7|COORD:16319457..16323599| similar to Os02g0329300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001046716.1); similar to serine-threonine rich"	AT5G40740.1	CHR02V5|COORD:13349857..13360648|protein expressed protein	LOC_Os02g22370.3	"no descriptionweakly similar to ( 194)AT5G40740| Symbols:  | similar to Os02g0329300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001046716.1); similar to serine-threonine rich antigen [Staphylococcus aureus] (GB:AAL58470.1) | chr5:16319457-16323599 REVERSEnot assigned"	not assigned.unknown	35_2

CUST_111905_PI403524517	2	0.021561623	-0.15698624	0.10761833	-0.010321617	7.634163E-4	-7.6293945E-4	35_31769	"Cluster: Chitinase (EC 3.2.1.14) III C10701-rice; n=1; Oryza sativa (japonica cultivar-group)|Rep: Chitinase (EC 3.2.1.14) III C10701-rice - Oryza sativa (japon"	UniRef90_Q53NL9	CHR5V7|COORD:8143808..8145156| acidic endochitinase (CHIB1)	AT5G24090.1	CHR11V5|COORD:28195854..28197110|protein xylanase inhibitor protein 1 precursor, putative, expressed	LOC_Os11g47580.1	no descriptionvery weakly similar to (89.7)XIP1_ORYSA	stress.biotic	20_1

CUST_14540_PI399408534	2	0.05312252	-0.37592316	-0.0023126602	-0.047286987	0.0023126602	0.009950638	35_10771	"Cluster: Os01g0832300 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0832300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JI08	"CHR3V7|COORD:19243644..19246503| CPK13 (calcium-dependent protein kinase 13); calcium- and calmodulin-dependent protein kinase/ kinase"	AT3G51850.1	CHR05V5|COORD:22841236..22836130|protein calcium-dependent protein kinase, isoform 2, putative, expressed	LOC_Os05g39090.1	"no descriptionmoderately similar to ( 277)AT3G51850| Symbols: CPK13 | CPK13 (calcium-dependent protein kinase 13); calcium- and calmodulin-dependent protein kinase/ kinase | chr3:19243644-19246503 FORWARDweakly similar to ( 163)CDPK2_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned FRQ1 EFh"	signalling.calcium	30_3

CUST_41611_PI403524517	2	0.1322341	0.5912404	0.4725809	-0.1322341	-0.5562978	-0.6754079	35_11957	"Cluster: Putative ABC transporter AbcG1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ABC transporter AbcG1 - Oryza sativa (japonica cultivar-group"	UniRef90_Q6YYM2	CHR1V7|COORD:11375233..11377625| ABC transporter family protein	AT1G31770.1	CHR08V5|COORD:3922118..3927233|protein ABC-2 type transporter family protein, expressed	LOC_Os08g07010.1	no descriptionweakly similar to ( 189)AT1G31770| Symbols:  | ABC transporter family protein | chr1:11375233-11377625 REVERSEvery weakly similar to (99.8)PDR13_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned ABCG_White ABCG_EPDR CcmA ABC_PDR_domain2 ABC_Carb_Solutes_like ABC_PDR_domain1 ABC_tran PotA ABC_NrtD_SsuB_transporters ABC_MJ0796_Lo1CDE_FtsE ABC_subfamily_A ABC_Mj1267_LivG_branched GlnQ ABC_Org_Solvent_Resistant TauB SalX ABC_HisP_GlnQ_permeases CysA MalK ABC_cobalt_CbiO_domain1 FepC ABC_ModC_molybdenum_transporter LivG ABC_Metallic_Cations ABC_drug_resistance_like ABC_Class3 ZnuC COG1123 ABC_PhnC_transporter ABC_NikE_OppD_transporters ABC_DR_subfamily_A ABC_ModC_like TauB Ttg2A ABC_TM1139_LivF_branched COG3638 LivF PRK10851 CydD ABC_cobalt_CbiO_domain2 ABC_CysA_sulfate_importer ABC_PotA_N ABC_PstB_phosphate_transporter CydC PRK11264 COG4181 ABCC_MRP_Like OpuBA ABC_Iron-Siderophores_B12_Hemin DppF SunT ABC_BcrA_bacitracin_resist ABC_MalK_N MglA ABC_putative_ATPase ABC_NatA_sodium_exporter ABCC_ATM1_transporter COG4136 tauB CbiO ModF COG3845 COG4559 NatA DppD ModC FtsE ABC_YhbG COG4152 sufC ABC_DrrA PRK11160 lolD ABC_FtsE_transporter PRK10584 ABCC_MsbA AbcC ABC_MetN_methionine_transporter ABCC_bacteriocin_exporters COG4172 ABC_OpuCA_Osmoprotection YhbG ABC_Pro_Gly_Bertaine artP potA ugpC MdlB Uup ATM1 glnQ PRK11000 ThiQ ArtP ABCC_Glucan_exporter_like ABC_ATPase ABC_ThiQ_thiamine_transporter ProV CcmA ABC_FeS_Assembly HisP ABC_MTABC3_MDL1_MDL2 COG4619 livG COG4178 COG4674 ABC_NatA_like ABC_CcmA_heme_exporter ABCC_cytochrome_bd ArpD modC COG4586 PstB thiQ PRK10575 fecE sufC PRK10789 fbpC ABC_Carb_Monos_II PRK03695 ABCC_Protease_Secretion araG PRK11174 PhnK ABCC_Hemolysin PRK10535 PRK10895 AppF btuD dppF phnK potG CeuD PRK09700 PRK09984 ycf16 PhnK PhnL ABCC_MRP_domain2 PRK10619 ABCC_TAP ABC_KpsT_Wzt PRK10419 PRK10908 PRK11831 PRK12323 znuC BtuD PRK10762 PRK12678 PRK10938 livF oppD ssuB ABCD_peroxisomal_ALDP PRK10253 metN PRK11819 ABCC_MRP_domain1 PRK07764 PRK10418 COG1245 PRK07003 PRK10070 ABC_Carb_Monos_I PRK11176 PRK10261 COG2401 PRK11147 TagH ABC_RNaseL_inhibitor_domain2 PRK10247 PvdE ABC_RNaseL_inhibitor_domain1 PRK10982 PRK10744 ABCC_CFTR1 ABCF_EF-3	transport.ABC transporters and multidrug resistance systems	34_16

CUST_104139_PI403524517	2	0.064626694	-0.20079422	0.048114777	-0.04811573	0.13866901	-0.059669495	35_29681	Rep: High molecular weight oleosin - Hordeum vulgare (Barley)	UniRef90_Q43769	CHR1V7|COORD:21359232..21360029| 60S ribosomal protein L21 (RPL21E)	AT1G57660.1	CHR03V5|COORD:27972011..27971039|protein oleosin 18 kDa, putative, expressed	LOC_Os03g49190.1	no descriptionvery weakly similar to (53.5)AT1G57860| Symbols:  | 60S ribosomal protein L21 | chr1:21433699-21434492 REVERSEPRK12323 Oleosin PRK07003 PRK07764	protein.synthesis.misc ribososomal protein	29_2_2

CUST_90227_PI403524517	2	-0.050923347	0.3710842	0.4980669	-0.19485092	-0.37123203	0.050923347	35_25808	"Cluster: Hydroxyproline-rich glycoprotein DZ-HRGP precursor; n=1; Volvox carteri f. nagariensis|Rep: Hydroxyproline-rich glycoprotein DZ-HRGP precursor - Volvox"	UniRef90_Q9SBM1	CHR4V7|COORD:7758606..7760888| leucine-rich repeat family protein / extensin family protein	AT4G13340.1	CHR08V5|COORD:18353923..18348097|protein expressed protein	LOC_Os08g30070.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Extensin_2 DUF1421 Atrophin-1 PRK07764 PRK12323 Drf_FH1 TT_ORF1 Tymo_45kd_70kd PRK05648 Gag_spuma FAP PRK07003 Totivirus_coat tatB MCPVI PRK10819 GRASP55_65 DUF605 PRK08853 PRK06958	not assigned.unknown	35_2

CUST_85094_PI403524517	2	-0.04852724	-0.63259315	0.18715143	0.048527718	0.2896986	-0.2479639	35_24379	"Cluster: Homogentisate phytyltransferase VTE2-1; n=1; Triticum aestivum|Rep: Homogentisate phytyltransferase VTE2-1 - Triticum aestivum (Wheat)"	UniRef90_Q1ACB7	"CHR2V7|COORD:8214573..8217129| HPT1 (HOMOGENTISATE PHYTYLTRANSFERASE 1); prenyltransferase"	AT2G18950.1	CHR06V5|COORD:27086509..27091922|protein homogentisate geranylgeranyl transferase, putative, expressed	LOC_Os06g44840.2	" no descriptionweakly similar to ( 130)AT2G18950| Symbols: TPT1, ATHPT, HPT, VTE2, HPT1 | HPT1 (HOMOGENTISATE PHYTYLTRANSFERASE 1); prenyltransferase | chr2:8214573-8217129 FORWARDubiA UbiA PRK09573 ubiA "	secondary metabolism.isoprenoids.tocopherol biosynthesis.homogentisate phytyltransferase	16_1_3_2

CUST_90776_PI403524517	2	0.31081963	-0.51145935	-0.16663551	0.068302155	0.05288887	-0.052887917	35_25964	"Cluster: Unknow protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Unknow protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5KQJ2	CHR4V7|COORD:18359729..18361159| chloroplast lumen common family protein	AT4G39470.1	CHR05V5|COORD:4918967..4916327|protein expressed protein	LOC_Os05g08930.1	no descriptionweakly similar to ( 138)AT4G39470| Symbols:  | chloroplast lumen common family protein | chr4:18359729-18361159 REVERSE	not assigned.no ontology	35_1

CUST_21842_PI403524517	2	0.21393013	-0.7527609	-0.016217232	0.019820213	0.016218185	-0.06268406	35_6344	Rep: OSIGBa0157N01.8 protein - Oryza sativa (Rice)	UniRef90_Q01LZ3	CHR2V7|COORD:11516986..11518981| exonuclease family protein	AT2G26970.1	CHR02V5|COORD:15649747..15644369|protein oligoribonuclease, mitochondrial precursor, putative, expressed	LOC_Os02g26660.2	no descriptionmoderately similar to ( 266)AT2G26970| Symbols:  | exonuclease | chr2:11516986-11518981 REVERSEnot assigned PRK05359 Orn Exonuc_X-T EXOIII	DNA.unspecified	28_99

CUST_120876_PI403524517	2	0.13418913	-0.3629179	0.36581326	-0.01948309	-0.049649715	0.019483566	35_34157	"Cluster: Putative phosphate transporter; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative phosphate transporter - Oryza sativa (japonica cultivar-group"	UniRef90_Q6K991	CHR1V7|COORD:25816398..25820237| EXS family protein / ERD1/XPR1/SYG1 family protein	AT1G68740.1	CHR02V5|COORD:34603539..34609266|protein phosphate transporter 1, putative, expressed	LOC_Os02g56510.1	no descriptionvery weakly similar to (79.0)AT1G68740| Symbols:  | EXS family protein / ERD1/XPR1/SYG1 family protein | chr1:25816398-25820237 REVERSEnot assigned	transport.phosphate	34_7

CUST_18309_PI403524517	2	-0.06284523	0.0976181	0.06336403	-0.012649536	0.012649536	-0.069010735	35_5294	"Cluster: Hypothetical protein OJ1261C08.10; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1261C08.10 - Oryza sativa (japonica cultivar"	UniRef90_Q84Q81	CHR5V7|COORD:24015648..24016871| zinc finger (C3HC4-type RING finger) family protein	AT5G59550.1	CHR03V5|COORD:9063531..9065005|protein protein binding protein, putative, expressed	LOC_Os03g16480.1	no descriptionweakly similar to ( 195)AT5G59550| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr5:24015648-24016871 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF1117 COG5540 PRK07003 PRK12678 PRK12323 RING DUF390 PRK07764 zf-C3HC4 Herpes_BLLF1 DUF566 Atrophin-1 RING APC_basic	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_31548_PI399408534	2	0.14298534	-0.49898815	-0.23044682	-3.4618378E-4	0.035455704	3.4618378E-4	35_5429	"Cluster: Os06g0225100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0225100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DDG5	CHR4V7|COORD:10275928..10278502| leucine-rich repeat family protein / extensin family protein	AT4G18670.1	CHR06V5|COORD:6479981..6478284|protein mTERF family protein, expressed	LOC_Os06g12100.1	no descriptionvery weakly similar to (77.8)AT5G64950| Symbols:  | mitochondrial transcription termination factor-related / mTERF-related | chr5:25971113-25972288 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Atrophin-1 PRK07003 PRK12323 PRK05648 GRASP55_65 Extensin_2 DUF1421 HPC2 PRK07764 Herpes_BLLF1 mTERF DamX PRK08853 DUF605 Drf_FH1 PRK10819 ETS_PEA3_N APC_basic Tymo_45kd_70kd DedD KAR9 PRK11633 DAG1 TT_ORF1 Totivirus_coat PRK12372 PRK08770 FimV PRK00708 MCPVI PRK12678 AF-4	RNA.regulation of transcription.unclassified	27_3_99

CUST_11805_PI403524517	2	-0.064991	0.08781433	0.0800848	-0.0019216537	-0.116464615	0.0019207001	35_3358	"Cluster: Putative immunophilin; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative immunophilin - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5N801	"CHR3V7|COORD:9183928..9185700| FKBP15-1 (FK506-binding protein 15 kD-1); FK506 binding / peptidyl-prolyl cis-trans isomerase"	AT3G25220.1	CHR01V5|COORD:40243343..40240743|protein FK506-binding protein 2-1 precursor, putative, expressed	LOC_Os01g68710.2	"no descriptionmoderately similar to ( 215)AT3G25220| Symbols: FKBP15-1 | FKBP15-1 (FK506-binding protein 15 kD-1); FK506 binding / peptidyl-prolyl cis-trans isomerase | chr3:9183928-9185700 FORWARDmoderately similar to ( 202)FKB15_VICFAFK506-binding protein 2 precursor - Vicia faba (Broad bean)not assigned not assigned not assigned not assigned FkpA FKBP_C PRK11570 PRK10902 SlpA"	protein.folding	29_6

CUST_10860_PI404877155	2	-0.02893734	-0.6134796	0.028936386	0.06447697	-0.04673958	0.050253868	Contig4592_s_at	putative calcium-dependent protein kinase [Oryza sativa (japonica cultivar-group)]	NP_917748.1	calcium-dependent protein kinase, putative / CDPK, putative	At4g23650.1	protein Protein kinase domain, putative	Os01g43410	calcium-dependent protein kinase	signalling.calcium	30_3

CUST_19392_PI404877155	2	-0.01053524	0.3676567	0.06053543	-0.13517857	-0.007814407	0.007815361	rbags16c12_at	putative GTP binding protein [Oryza sativa (japonica cultivar-group)] dbj|BAC06946.1| putative GTP binding protein [Oryza sativa (japonica	NP_911060.1	GTP-binding protein-related	At1g50920.1	protein Nucleolar GTP-binding protein 1 (NOG1), putative	Os06g09570	putative GTP binding protein	signalling.G-proteins	30_5

CUST_167989_PI403524517	2	-0.18121004	0.52563953	0.18120956	0.41681147	-0.5696211	-0.20639992	35_46786	Rep: Flap endonuclease 1b - Oryza sativa (Rice)	UniRef90_Q75LI2	CHR5V7|COORD:9311885..9315461| endonuclease, putative	AT5G26680.1	CHR03V5|COORD:34985543..34991069|protein flap endonuclease 1b, putative, expressed	LOC_Os03g61820.1	 no descriptionvery weakly similar to (89.0)AT5G26680| Symbols:  | endonuclease, putative | chr5:9311885-9315461 REVERSEweakly similar to ( 135)FEN1B_ORYSAnot assigned PRK03980 XPG 	DNA.synthesis/chromatin structure	28_1

CUST_11663_PI399408534	2	0.08889866	-0.09458637	-0.13441944	0.01527977	0.027568817	-0.01527977	35_4403	"Cluster: Putative nucleic acid binding protein; n=2; Oryza sativa|Rep: Putative nucleic acid binding protein - Oryza sativa (Rice)"	UniRef90_Q94LL0	CHR5V7|COORD:6939993..6942848| PHD finger family protein	AT5G20510.1	CHR07V5|COORD:25011811..25016119|protein PHD finger protein, putative, expressed	LOC_Os07g41740.1	no descriptionmoderately similar to ( 290)AT5G26210| Symbols:  | PHD finger family protein | chr5:9158569-9160224 REVERSEnot assigned PHD PHD	RNA.regulation of transcription.Alfin-like	27_3_2

CUST_113789_PI403524517	2	-0.0060276985	0.010481358	0.0060276985	-0.5309038	0.39764023	-0.031948566	35_32294	Rep: OSJNBa0035B13.5 protein - Oryza sativa (Rice)	UniRef90_Q7XVU6	CHR4V7|COORD:14632659..14635891| heat shock protein-related	AT4G29920.1	CHR04V5|COORD:13200384..13195408|protein expressed protein	LOC_Os04g23220.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_131694_PI403524517	2	-0.2725711	-0.22059059	-0.007033348	0.04732895	0.007033825	0.097081184	35_36986	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_7303_PI399408534	2	-0.05737114	0.30586433	0.03342247	-0.033423424	-0.09761906	0.042586327	35_23498	"Cluster: Os01g0169900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0169900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JQC8	CHR5V7|COORD:4687336..4689627| proline-rich family protein	AT5G14540.1	CHR01V5|COORD:3592956..3588613|protein proline-rich protein, putative, expressed	LOC_Os01g07520.1	no descriptionvery weakly similar to (95.9)AT5G14540| Symbols:  | proline-rich family protein | chr5:4687336-4689627 REVERSEDUF1421	RNA.regulation of transcription.Trihelix, Triple-Helix transcription factor family	27_3_30

CUST_166400_PI403524517	2	0.21573162	-0.024395466	-0.16990185	0.029466152	0.024395466	-0.17999601	35_46357	"Cluster: Class III peroxidase 24 precursor; n=2; Oryza sativa (japonica cultivar-group)|Rep: Class III peroxidase 24 precursor - Oryza sativa (japonica cultivar"	UniRef90_Q5U1R9	CHR3V7|COORD:7673352..7674668| peroxidase 30 (PER30) (P30) (PRXR9)	AT3G21770.1	CHR02V5|COORD:3339092..3336125|protein peroxidase 39 precursor, putative, expressed	LOC_Os02g06630.1	 no descriptionvery weakly similar to (56.6)AT4G33870| Symbols:  | peroxidase, putative | chr4:16234675-16236497 REVERSEvery weakly similar to (57.0)PER1_ORYSAsecretory_peroxidase peroxidase plant_peroxidase 	misc.peroxidases	26_12

CUST_62308_PI403524517	2	0.002465248	-0.19900322	-0.0024662018	0.0049676895	0.09697151	-0.2073021	35_17768	"Cluster: Os11g0143500 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os11g0143500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IUP6	CHR3V7|COORD:17695485..17698411| ATGLDH (L-GALACTONO-1,4-LACTONE DEHYDOROGENASE)	AT3G47930.1	CHR11V5|COORD:2020096..2015624|protein L-Galactono-1,4-lactone dehydrogenase, putative, expressed	LOC_Os11g04740.1	 no descriptionhighly similar to ( 509)AT3G47930| Symbols: ATGLDH | ATGLDH (L-GALACTONO-1,4-LACTONE DEHYDOROGENASE) | chr3:17695485-17698411 FORWARDnot assigned ALO 	redox.ascorbate and glutathione.ascorbate.L-Galactono-1,4-lactone dehydrogenase	21_2_1_5

CUST_100273_PI403524517	2	0.03184986	0.07539654	0.034381866	-0.09451389	-0.07243824	-0.031848907	35_28625	"Cluster: Ubiquitin/60s ribosomal protein L40 fusion; n=14; Eukaryota|Rep: Ubiquitin/60s ribosomal protein L40 fusion - Ostreococcus tauri"	UniRef90_Q00Y36	"CHR5V7|COORD:771975..772895| UBQ3 (POLYUBIQUITIN 3); protein binding"	AT5G03240.2	CHR06V5|COORD:28400733..28403579|protein polyubiquitin containing 7 ubiquitin monomers, putative, expressed	LOC_Os06g46770.3	"no descriptionmoderately similar to ( 345)AT5G03240| Symbols: UBQ3 | UBQ3 (POLYUBIQUITIN 3); protein binding | chr5:771975-772895 REVERSEweakly similar to ( 150)UBIQ_WHEATUbiquitin - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned Ubiquitin ubiquitin UBQ Nedd8 UBL AN1_N RAD23_N Scythe_N UBQ parkin_N Fubi GDX_N SF3a120_C NIRF_N ISG15_repeat2 UBI4 hPLIC_N"	protein.degradation.ubiquitin.ubiquitin	29_5_11_1

CUST_38825_PI403524517	2	0.1340065	0.51938343	-0.119752884	-0.022497177	-0.10332203	0.022496223	35_11173	"Cluster: Transposon protein, putative, CACTA, En/Spm sub-class, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Transposon protein, putative,"	UniRef90_Q2QW52	"CHR5V7|COORD:1743235..1744752| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G11290.1); similar to PIF-like orf1 [Daucus carota]"	AT5G05800.1	CHR12V5|COORD:5595768..5597891|protein transposon protein, putative, CACTA, En/Spm sub-class, expressed	LOC_Os12g10550.1	no description	not assigned.unknown	35_2

CUST_20118_PI399408534	2	0.03486204	0.53594255	-0.034861565	-0.18972063	0.07958317	-0.25868988	35_24723	"Cluster: Expressed protein; n=4; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q108W5	CHR3V7|COORD:641050..645310| PHD finger protein-related	AT3G02890.1	CHR10V5|COORD:22377421..22369432|protein expressed protein	LOC_Os10g42196.1	no descriptionweakly similar to ( 142)AT3G02890| Symbols:  | PHD finger protein-related | chr3:641050-645310 FORWARD	RNA.regulation of transcription.unclassified	27_3_99

CUST_58241_PI403524517	2	-0.29430008	0.22026825	0.07556915	0.04962635	-0.04962635	-0.10751057	35_16605	"Cluster: Hypothetical protein OSJNBa0092M19.20; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0092M19.20 - Oryza sativa (japonica"	UniRef90_Q84SW9	CHR1V7|COORD:6676415..6677095| zinc finger (C3HC4-type RING finger) family protein	AT1G19310.1	CHR03V5|COORD:26812135..26814186|protein RING finger protein 5, putative, expressed	LOC_Os03g47500.2	no descriptionweakly similar to ( 169)AT1G19310| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr1:6676415-6677095 REVERSEnot assigned not assigned not assigned not assigned not assigned RING RING PEX10 zf-C3HC4	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_148648_PI403524517	2	0.3125782	0.15171528	-0.12018013	-0.16035557	-0.5685282	0.12018013	35_41587	Rep: unknown protein - Arabidopsis thaliana	UniRef90_UPI0000163312	"CHR1V7|COORD:29824069..29837702| similar to CIP1 (COP1-INTERACTIVE PROTEIN 1) [Arabidopsis thaliana] (TAIR:AT5G41790.1); similar to Os02g0741500 [Oryza sativa"	AT1G79280.1	CHR01V5|COORD:27033006..27026041|protein viral A-type inclusion protein repeat containing protein, expressed	LOC_Os01g46810.1	" no descriptionmoderately similar to ( 217)AT1G79280| Symbols:  | similar to CIP1 (COP1-INTERACTIVE PROTEIN 1) [Arabidopsis thaliana] (TAIR:AT5G41790.1); similar to Os02g0741500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001048082.1); similar to PREDICTED: similar to translocated promoter re (GB:XP_422300.2); contains InterPro domain Prefoldin; (InterPro:IPR009053); contains InterPro domain Tetratricopeptide, MLP1/MLP2-like; (InterPro:IPR012929) | chr1:29824069-29837702 REVERSEnot assigned not assigned not assigned Smc Myosin_tail_1 PRK03918 "	not assigned.no ontology	35_1

CUST_170515_PI403524517	2	0.19202042	0.5056267	-0.005048752	-0.18346119	-0.18816566	0.0050497055	35_47497	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_18201_PI399408534	2	0.05265951	0.25861073	-0.05265951	-0.21624231	0.1788516	-0.1551423	35_19875	Rep: Putative zinc finger protein - Oryza sativa (Rice)	UniRef90_Q9SW92	CHR3V7|COORD:5315444..5316055| zinc finger (Ran-binding) family protein	AT3G15680.1	CHR06V5|COORD:2168684..2161624|protein zinc finger protein, putative, expressed	LOC_Os06g04920.1	no descriptionweakly similar to ( 150)AT3G15680| Symbols:  | zinc finger (Ran-binding) family protein | chr3:5315444-5316055 FORWARDnot assigned	RNA.regulation of transcription.unclassified	27_3_99

CUST_45467_PI403524517	2	0.33114767	0.1773057	0.02562666	-0.02562666	-0.41388178	-0.056030273	35_13031	"Cluster: Nucleotidyltransferase domain containing protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Nucleotidyltransferase domain containing"	UniRef90_Q10Q39	CHR3V7|COORD:22839324..22844452| nucleotidyltransferase	AT3G61690.1	CHR03V5|COORD:5767948..5758740|protein nucleic acid binding protein, putative, expressed	LOC_Os03g11240.1	no descriptionvery weakly similar to (52.8)AT3G61690| Symbols:  | nucleotidyltransferase | chr3:22839324-22844452 FORWARD	not assigned.unknown	35_2

CUST_70610_PI403524517	2	-0.04331875	0.26380157	0.028692245	-0.053027153	-0.0013237	0.0013237	35_20224	"Cluster: Hydroxyproline-rich glycoprotein-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hydroxyproline-rich glycoprotein-like protein - Oryza"	UniRef90_Q67UA8	CHR3V7|COORD:6559180..6562050| leucine-rich repeat family protein / extensin family protein	AT3G19020.1	CHR09V5|COORD:17066607..17061565|protein RING zinc finger protein-related, putative, expressed	LOC_Os09g28110.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Extensin_2 Atrophin-1 DUF1421 Drf_FH1 PRK12323 Tymo_45kd_70kd PRK05648 GRASP55_65 Cytadhesin_P30 Chon_Sulph_att HPC2 DUF605 CTF_NFI PRK10819	not assigned.unknown	35_2

CUST_55497_PI403524517	2	-0.4899044	0.36875057	0.14118195	-0.0868454	0.0868454	-0.2745161	35_15798	"Cluster: Putative histidine-rich Ca2+-binding protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative histidine-rich Ca2+-binding protein - Oryza sat"	UniRef90_Q9LGP3	CHR2|COORD:81455..83217| expressed protein	AT2G01100.3	CHR01V5|COORD:1167932..1165449|protein sarcoplasmic reticulum histidine-rich calcium-binding protein precursor, putative, expressed	LOC_Os01g03060.3	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF1777	not assigned.unknown	35_2

CUST_103761_PI403524517	2	-0.14786243	0.28212976	0.25975323	-0.064721584	-0.07813978	0.06472111	35_29581	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_8233_PI403524517	2	-0.010797501	0.010797501	0.056687355	-0.13514805	0.10394478	-0.034215927	35_2297	"Cluster: Hypothetical protein OJ1150_A11.18; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1150_A11.18 - Oryza sativa (japonica"	UniRef90_Q6ZJ17	CHR3|COORD:17903400..17904960| protein-L-isoaspartate O-methyltransferase / PIMT (PCM), identical to SP:Q42539 Protein-L-isoaspartate O-methyltransferase (EC 2.	AT3G48330.2	CHR08V5|COORD:27744500..27747839|protein protein-L-isoaspartate O-methyltransferase, putative, expressed	LOC_Os08g44280.2	no descriptionweakly similar to ( 153)AT5G50240| Symbols: PIMT2 | PIMT2 (PROTEIN-L-ISOASPARTATE METHYLTRANSFERASE 2) | chr5:20468477-20469687 FORWARDweakly similar to ( 167)PIMT_WHEATProtein-L-isoaspartate O-methyltransferase - Triticum aestivum (Wheat)not assigned PCMT Pcm pcm	protein.postranslational modification	29_4

CUST_6317_PI404877155	2	-0.13629436	0.17975521	0.13629436	-0.14007473	0.61454487	-0.24160957	Contig18910_at	RNA helicase, putative [Arabidopsis thaliana] gb|AAL67014.1| putative RNA helicase [Arabidopsis thaliana]	NP_174527.2	RNA helicase, putative	At1g32490.1	protein RNA helicase, putative	Os05g32370	"EMB2733;EMBRYO DEFECTIVE 2733;RNA helicase, putative, similar to ATP-dependent RNA helicase #3 (Homo sapiens) GI:3107913; contains Pfam profiles PF04408: Helicase associated domain (HA2), PF00271: Helicase conserved C-terminal domain"	RNA.processing.RNA helicase	27_1_2

CUST_1442_PI404877155	2	-0.07851124	0.011618614	0.022943497	0.051552773	-0.051403046	-0.0116176605	Contig11563_at	DNA-directed RNA polymerase, chloroplast precursor [Hordeum vulgare subsp. vulgare]	CAD45446.1	DNA-directed RNA polymerase, chloroplast (RPOPT)	At2g24120.1	protein DNA-dependent RNA polymerase, putative	Os06g44230	NONE	RNA.transcription	27_2

CUST_46171_PI403524517	2	-0.06632614	-0.32133007	0.05282688	-0.031695366	0.09010792	0.03169632	35_13222	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QMN9	0	0	CHR12V5|COORD:25052473..25048998|protein FAD dependent oxidoreductase, putative, expressed	LOC_Os12g40540.2	no description	not assigned.unknown	35_2

CUST_148886_PI403524517	2	-0.044917107	1.1100721	-0.017656326	0.017656326	0.071733475	-0.20543003	35_41650	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_63620_PI403524517	2	-0.012216568	-0.379323	0.012216568	0.09937191	0.22263718	-0.06442547	35_18161	"Cluster: Hypothetical protein P0702F05.21; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0702F05.21 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5VMX2	"CHR2V7|COORD:18991532..18992923| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G26530.1); similar to Nucleotide binding protein, PINc [Medicago"	AT2G46230.1	CHR06V5|COORD:2994595..2991047|protein nucleolar protein involved in pre-mRNA processing, putative, expressed	LOC_Os06g06410.2	" no descriptionmoderately similar to ( 283)AT2G46230| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G26530.1); similar to Nucleotide binding protein, PINc [Medicago truncatula] (GB:ABE90358.1); contains InterPro domain Nucleotide binding protein, PINc; (InterPro:IPR006596); contains InterPro domain Protein of unknown function DUF652; (InterPro:IPR006984) | chr2:18991767-18992923 REVERSEnot assigned not assigned Fcf1 COG1412 PINc "	not assigned.unknown	35_2

CUST_56827_PI403524517	2	0.02088356	0.18548393	-0.020882607	-0.031606674	-0.075021744	0.07962608	35_16185	Rep: Af10-protein - Avena fatua (Wild oats)	UniRef90_P92917	"CHR5V7|COORD:3772982..3776317| (EPSIN1); binding"	AT5G11710.1	CHR04V5|COORD:30052137..30057199|protein af10-protein, putative, expressed	LOC_Os04g51120.1	"no descriptionmoderately similar to ( 401)AT5G11710| Symbols:  | (EPSIN1); binding | chr5:3772982-3776317 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned ENTH_epsin ENTH ENTH VHS_ENTH_ANTH"	not assigned.no ontology.epsin N-terminal homology (ENTH) domain-containing protein	35_1_21

CUST_29886_PI399408534	2	1.4153366	2.0257177	1.6685438	-1.4153366	-2.3960862	-1.6387134	35_38581	"Cluster: Cytokinin-regulated kinase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Cytokinin-regulated kinase-like - Oryza sativa (japonica cultivar-gro"	UniRef90_Q5VMJ7	"CHR2V7|COORD:7732318..7734034| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G35920.2); similar to Unknown protein [Oryza sativa (japonica"	AT2G17780.3	CHR06V5|COORD:2662465..2660305|protein protein kinase, putative, expressed	LOC_Os06g05830.1	"no descriptionvery weakly similar to (86.3)AT2G17780| Symbols: MCA2 | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G35920.2); similar to Unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAM51833.1); similar to Os03g0157300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001049013.1) | chr2:7732890-7734034 REVERSEvery weakly similar to (50.8)CRI4_MAIZEPutative receptor protein kinase CRINKLY4 precursor - Zea mays (Maize)not assigned"	signalling.receptor kinases.DUF 26	30_2_17

CUST_23121_PI403524517	2	-0.048625946	0.42964363	0.027087212	-0.08685398	-0.027088165	0.082323074	35_6722	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_108202_PI403524517	2	0.091071606	0.0784626	-0.07846308	0.55242395	-0.46641445	-0.0897975	35_30781	"Cluster: Transposon protein, putative, CACTA, En/Spm sub-class, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Transposon protein, putative,"	UniRef90_Q7XDT4	CHR3V7|COORD:8063070..8064482| leucine-rich repeat family protein / extensin family protein	AT3G22800.1	CHR10V5|COORD:16172350..16171271|protein fibroin heavy chain precursor, putative, expressed	LOC_Os10g31500.1	no descriptionnot assigned not assigned not assigned not assigned DUF1210 Drf_FH1 Trypan_PARP	not assigned.unknown	35_2

CUST_47678_PI403524517	2	0.011222839	-0.6770334	-0.15275955	0.07659531	0.19211769	-0.011222839	35_13643	"Cluster: Os01g0835900 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0835900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JHY5	CHR5V7|COORD:24068875..24069186| histone H4	AT5G59690.1	CHR10V5|COORD:20690219..20689571|protein histone H4, putative, expressed	LOC_Os10g39410.1	no descriptionweakly similar to ( 162)AT5G59970| Symbols:  | histone H4 | chr5:24163578-24163889 REVERSEweakly similar to ( 162)H4_PEAHistone H4 - Pisum sativum (Garden pea)not assigned H4 H4 HHT1 Histone	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_45966_PI403524517	2	-0.034202576	-0.14601898	0.23307133	-0.0031013489	0.37235832	0.0031003952	35_13167	"Cluster: Putative beta-amylase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative beta-amylase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q652P5	"CHR4V7|COORD:222422..224862| BMY9 (beta-amylase 9); beta-amylase"	AT4G00490.1	CHR09V5|COORD:22712810..22716154|protein beta-amylase, putative, expressed	LOC_Os09g39570.1	"no descriptionvery weakly similar to (53.5)AT4G00490| Symbols: BMY9 | BMY9 (beta-amylase 9); beta-amylase | chr4:222422-224862 FORWARD"	major CHO metabolism.degradation.starch.starch cleavage	2_2_2_1

CUST_17599_PI399408534	2	-0.0017290115	0.031453133	-0.20510578	0.0017290115	0.047987938	-0.1756525	35_3791	"Cluster: Hypothetical protein P0686C03.126; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0686C03.126 - Oryza sativa (japonica cultivar"	UniRef90_Q84Z62	CHR4V7|COORD:17902406..17903778| PDE191 (PIGMENT DEFECTIVE 191)	AT4G38160.2	CHR08V5|COORD:25457751..25455212|protein PDE191, putative, expressed	LOC_Os08g40430.1	no descriptionmoderately similar to ( 381)AT4G38160| Symbols: PDE191 | PDE191 (PIGMENT DEFECTIVE 191) | chr4:17902406-17903778 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned mTERF DUF566	RNA.regulation of transcription.unclassified	27_3_99

CUST_10684_PI404877155	2	-0.6084423	0.10506821	0.4736004	-0.10506916	0.13506985	-0.1158638	Contig4387_at	WRKY transcription factor [Hordeum vulgare]	AAS48544.1	WRKY family transcription factor	At1g80840.1	protein WRKY DNA -binding domain, putative	Os06g44010	0	RNA.regulation of transcription.WRKY domain transcription factor family	27_3_32

CUST_80710_PI403524517	2	-2.1900635	-0.80619717	0.64003754	0.89993954	0.5284052	-0.52840424	35_23149	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q75KB0	"CHR1V7|COORD:3322972..3323475| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G58420.1); similar to Os07g0123800 [Oryza sativa (japonica"	AT1G10140.1	CHR03V5|COORD:31806155..31806867|protein expressed protein	LOC_Os03g55980.1	"no descriptionvery weakly similar to (67.0)AT1G10140| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G58420.1); similar to Os07g0123800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001058800.1); similar to Os03g0769700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001051398.1); similar to hypothetical protein MtrDRAFT_AC140720g19v1 [Medicago truncatula] (GB:ABE79597.1) | chr1:3322972-3323475 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07003"	not assigned.unknown	35_2

CUST_5247_PI403524517	2	-0.3098755	0.945961	0.3957119	-0.08346939	0.08346939	-0.23091602	35_1447	"Cluster: Putative serine/threonine kinase; n=3; Oryza sativa (japonica cultivar-group)|Rep: Putative serine/threonine kinase - Oryza sativa (japonica cultivar-g"	UniRef90_Q8S5V9	"CHR1V7|COORD:64398..67512| CIPK9 (CBL-INTERACTING PROTEIN KINASE 9); kinase"	AT1G01140.2	CHR03V5|COORD:1497641..1492966|protein CIPK-like protein 1, putative, expressed	LOC_Os03g03510.2	" no descriptionvery weakly similar to (96.3)AT1G30270| Symbols: SnRK3.23, ATCIPK23, CIPK23, LKS1 | CIPK23 (CBL-INTERACTING PROTEIN KINASE 23); kinase | chr1:10655254-10658508 FORWARDvery weakly similar to (99.4)CIPK1_ORYSAnot assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase "	protein.postranslational modification	29_4

CUST_105902_PI403524517	2	-0.010261536	-0.06533623	-0.009065628	0.070589066	0.22697067	0.009065628	35_30152	"Cluster: 40S ribosomal protein S5, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: 40S ribosomal protein S5, putative, expressed - Oryza s"	UniRef90_Q2R4A1	"CHR2V7|COORD:15654962..15656121| ATRPS5B (RIBOSOMAL PROTEIN 5B); structural constituent of ribosome"	AT2G37270.1	CHR11V5|COORD:16418056..16415960|protein 40S ribosomal protein S5, putative, expressed	LOC_Os11g29190.2	"no descriptionmoderately similar to ( 219)AT2G37270| Symbols: ATRPS5B | ATRPS5B (RIBOSOMAL PROTEIN 5B); structural constituent of ribosome | chr2:15654962-15656121 REVERSEmoderately similar to ( 219)RS5_CICAR40S ribosomal protein S5 - Cicer arietinum (Chickpea) (Garbanzo)not assigned PRK04027 RpsG Ribosomal_S7 rps7 PRK05302"	protein.synthesis.misc ribososomal protein	29_2_2

CUST_29145_PI403524517	2	0.03186989	0.2681074	-0.03186989	0.10105419	-0.1160326	-0.06437206	35_8419	"Cluster: Putative UDP-glucose:sterol glucosyltransferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative UDP-glucose:sterol glucosyltransferase - Ory"	UniRef90_Q5N968	CHR1V7|COORD:16428094..16431940| UDP-glucose:sterol glucosyltransferase, putative	AT1G43620.2	CHR01V5|COORD:37892900..37902841|protein sterol 3-beta-glucosyltransferase, putative, expressed	LOC_Os01g64750.1	 no descriptionmoderately similar to ( 233)AT1G43620| Symbols:  | UDP-glucose:sterol glucosyltransferase, putative | chr1:16428094-16431940 REVERSEnot assigned COG1819 	lipid metabolism.'exotics' (steroids, squalene etc).UDP-glucose:sterol glucosyltransferase	11_8_3

CUST_1317_PI404877155	2	0.037032127	0.13801289	-0.03703308	-0.106539726	-0.1645174	0.091290474	Contig11423_at	P0456E05.12 [Oryza sativa (japonica cultivar-group)]	BAB92613.1	ribonuclease III family protein	At3g43920.1	protein RNase3 domain, putative	Os01g68120	"ribonuclease III family protein, similar to RNA helicase/RNAseIII CAF protein (Arabidopsis thaliana) GI:6102610; contains Pfam profiles PF02170: PAZ domain, PF00636: RNase3 domain"	RNA.processing.degradation dicer	27_1_20

CUST_139233_PI403524517	2	-0.05660534	-0.079208374	0.15226936	0.05660534	-0.24791002	0.13224983	35_39050	"Cluster: LHCI-680, photosystem I antenna protein; n=2; Pooideae|Rep: LHCI-680, photosystem I antenna protein - Hordeum vulgare (Barley)"	UniRef90_Q43485	"CHR3V7|COORD:22756711..22758007| LHCA2 (Photosystem I light harvesting complex gene 2); chlorophyll binding"	AT3G61470.1	CHR07V5|COORD:23355989..23357999|protein chlorophyll a-b binding protein, chloroplast precursor, putative, expressed	LOC_Os07g38960.2	" no descriptionweakly similar to ( 117)AT3G61470| Symbols: LHCA2 | LHCA2 (Photosystem I light harvesting complex gene 2); chlorophyll binding | chr3:22756711-22758007 FORWARDweakly similar to ( 116)CB12_PETHYChlorophyll a-b binding protein, chloroplast precursor - Petunia hybrida (Petunia)Chloroa_b-bind "	PS.lightreaction.photosystem II.LHC-II	1_1_1_1

CUST_156048_PI403524517	2	0.2382145	0.5400319	0.19688511	-0.19688511	-0.7200022	-0.7410703	35_43580	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_42906_PI403524517	2	0.026463509	0.35634327	-0.026463509	-0.17424583	-0.31109047	0.1933918	35_12320	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_3537_PI403524517	2	-0.027923584	0.26243782	-0.05063343	0.027923584	-0.26626682	0.052441597	35_964	Rep: BAX inhibitor 1 - Hordeum vulgare (Barley)	UniRef90_Q93XL2	CHR5V7|COORD:19153298..19154812| ATBI-1 (ARABIDOPSIS BAX INHIBITOR 1)	AT5G47120.1	CHR02V5|COORD:1326922..1330307|protein bax inhibitor 1, putative, expressed	LOC_Os02g03280.2	 no descriptionmoderately similar to ( 290)AT5G47120| Symbols: BI-1, ATBI1, ATBI-1 | ATBI-1 (ARABIDOPSIS BAX INHIBITOR 1) | chr5:19153298-19154812 FORWARDmoderately similar to ( 369)BI1_ORYSAnot assigned not assigned not assigned UPF0005 COG0670 PRK10447 	stress.biotic	20_1

CUST_3909_PI403524517	2	0.043132782	-0.10427284	-0.02995491	0.02995491	-0.033145905	0.06029129	35_1083	"Cluster: Os01g0273000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0273000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JNQ2	CHR1V7|COORD:24056450..24057375| ATDSS1(I)	AT1G64750.2	CHR01V5|COORD:9441001..9438356|protein deleted in split hand/splt foot protein 1, putative, expressed	LOC_Os01g16640.1	no descriptionnot assigned DSS1_SEM1	not assigned.unknown	35_2

CUST_21785_PI403524517	2	0.030679703	-0.0424757	-0.017670631	-0.028625488	0.017670631	0.08167648	35_6326	"Cluster: Hypothetical protein OJ1136_F08.108; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1136_F08.108 - Oryza sativa (japonica cult"	UniRef90_Q7EYI3	CHR4V7|COORD:12192146..12194620| eukaryotic translation initiation factor-related	AT4G23330.1	CHR04V5|COORD:20520644..20522442|protein extensin precursor, putative, expressed	LOC_Os04g34170.2	no descriptionvery weakly similar to (75.1)AT4G23330| Symbols:  | eukaryotic translation initiation factor-related | chr4:12192146-12194620 FORWARD	protein.synthesis.initiation	29_2_3

CUST_91897_PI403524517	2	0.11115837	0.04525566	-0.11638641	-0.04525566	-0.1608553	0.14360142	35_26276	"Cluster: Os02g0515000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os02g0515000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E0X2	CHR5V7|COORD:19817495..19819851| similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD22996.1)	AT5G48830.1	CHR02V5|COORD:18558369..18562688|protein expressed protein	LOC_Os02g31070.3	no descriptionmoderately similar to ( 230)AT5G48830| Symbols:  | similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD22996.1) | chr5:19817495-19819851 REVERSE	not assigned.unknown	35_2

CUST_80087_PI403524517	2	0.21300888	-0.31667233	-0.022597313	0.022598267	0.15015125	-0.04054451	35_22968	"Cluster: Os08g0141000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os08g0141000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J830	0	0	CHR08V5|COORD:2283046..2287271|protein csAtPR5, putative	LOC_Os08g04590.1	no description	not assigned.unknown	35_2

CUST_26786_PI399408534	2	0.1694169	-0.01924467	-0.07352495	0.01924467	0.42506266	-0.07217789	35_19533	"Cluster: Putative early nodule-specific-like protein ENOD8; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative early nodule-specific-like protein ENOD8 -"	UniRef90_Q5WA78	"CHR4V7|COORD:14232496..14233923| similar to early nodule-specific-like protein ENOD8 gene [Triticum aestivum] (GB:AAP80670.1); similar to Os06g0162600"	AT4G28830.1	CHR06V5|COORD:3157431..3153275|protein S-adenosylmethionine-dependent methyltransferase, putative, expressed	LOC_Os06g06730.1	"no descriptionmoderately similar to ( 293)AT4G28830| Symbols:  | similar to MGC130850 protein [Xenopus laevis] (GB:AAI10730.1); similar to Os06g0162600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001056890.1); contains InterPro domain SAM (and some other nucleotide) binding motif; (InterPro:IPR000051); contains InterPro domain Methyltransferase type 11; (InterPro:IPR013216) | chr4:14232496-14233702 FORWARDnot assigned COG2263 prmA MTS PrmA PrmA HemK RsmC COG4123 TrmA UPF0020 COG1041 UbiG COG1092"	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_67791_PI403524517	2	-0.01266861	0.012669563	-0.10529709	-0.06589508	0.016322136	0.03639984	35_19366	"Cluster: Putative methyltransferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative methyltransferase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K852	"CHR5V7|COORD:23221759..23223711| similar to SAM (and some other nucleotide) binding motif [Medicago truncatula] (GB:ABE83993.1); contains InterPro domain"	AT5G57280.1	CHR02V5|COORD:34290504..34293554|protein methyltransferase WBSCR22, putative, expressed	LOC_Os02g56020.1	"no descriptionmoderately similar to ( 385)AT5G57280| Symbols:  | similar to SAM (and some other nucleotide) binding motif [Medicago truncatula] (GB:ABE83993.1); contains InterPro domain SAM (and some other nucleotide) binding motif; (InterPro:IPR000051); contains InterPro domain Methyltransferase type 11; (InterPro:IPR013216) | chr5:23221759-23223711 FORWARDnot assigned Methyltransf_11"	not assigned.unknown	35_2

CUST_160999_PI403524517	2	0.28884315	0.059902668	-0.059903145	0.2523713	-0.12070608	-0.35497713	35_44924	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_12844_PI404877155	2	0.10544014	-0.14556408	0.026958466	0.23685837	-0.14800453	-0.026958466	Contig6574_at	peptide transport protein - barley gb|AAC32034.1| peptide transporter [Hordeum vulgare]	T04378	proton-dependent oligopeptide transport (POT) family protein	At3g54140.1	protein POT family, putative	Os01g04950	peptide transport protein - barley	transport.peptides and oligopeptides	34_13

CUST_51797_PI403524517	2	0.13420153	-0.2782402	-0.2240591	0.70718575	0.24399805	-0.13420153	35_14763	Rep: H0413E07.6 protein - Oryza sativa (Rice)	UniRef90_Q25A76	CHR4V7|COORD:10275928..10278502| leucine-rich repeat family protein / extensin family protein	AT4G18670.1	CHR04V5|COORD:32575099..32573137|protein expressed protein	LOC_Os04g55159.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Drf_FH1 PRK12323 PRK07003 TT_ORF1 Herpes_BLLF1 PRK05648 DUF1777 Atrophin-1 PRK12678 Protamine_P1 PRK07764 Syndecan Chon_Sulph_att	not assigned.unknown	35_2

CUST_28518_PI403524517	2	-0.005918503	0.31321716	-0.13232708	-0.084394455	0.042754173	0.0059194565	35_8241	"Cluster: Hypothetical protein OJ1663_H12.20; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1663_H12.20 - Oryza sativa (japonica cultiv"	UniRef90_Q5Z802	"CHR5V7|COORD:8354818..8355720| similar to Os06g0712200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001058555.1); contains domain no description"	AT5G24460.1	CHR06V5|COORD:30116757..30117770|protein expressed protein	LOC_Os06g49780.1	"no descriptionweakly similar to ( 141)AT5G24460| Symbols:  | similar to Os06g0712200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001058555.1); contains domain no description (G3D.3.90.79.10); contains domain Nudix (SSF55811) | chr5:8354818-8355720 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Tymo_45kd_70kd PRK12323 PRK07003 PRK07764 IER"	not assigned.unknown	35_2

CUST_27347_PI403524517	2	0.07680702	-0.14420033	-0.2671175	-0.044205666	0.044205666	0.16196537	35_7917	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QM11	CHR1V7|COORD:11399903..11405702| actin binding	AT1G31810.1	CHR12V5|COORD:26481035..26480146|protein expressed protein	LOC_Os12g42670.1	no description	not assigned.unknown	35_2

CUST_123901_PI403524517	2	0.16064072	-0.16011429	-0.035743713	0.007933617	0.002316475	-0.0023155212	35_34934	0	0		0	CHR12V5|COORD:23483112..23484957|protein mitochondrial import inner membrane translocase subunit Tim9, putative, expressed	LOC_Os12g38310.1	no description	not assigned.unknown	35_2

CUST_52937_PI403524517	2	0.059171677	-0.86340475	0.00762558	0.020019054	-0.10281086	-0.00762558	35_15074	"Cluster: Putative aconitate hydratase, cytoplasmic; n=1; Oryza sativa|Rep: Putative aconitate hydratase, cytoplasmic - Oryza sativa (Rice)"	UniRef90_Q6YZX6	CHR2V7|COORD:2141588..2146347| aconitate hydratase, cytoplasmic, putative / citrate hydro-lyase/aconitase, putative	AT2G05710.1	CHR08V5|COORD:5328607..5321187|protein aconitate hydratase, cytoplasmic, putative, expressed	LOC_Os08g09200.1	 no descriptionweakly similar to ( 159)AT2G05710| Symbols:  | aconitate hydratase, cytoplasmic, putative / citrate hydro-lyase/aconitase, putative | chr2:2141588-2146347 FORWARDweakly similar to ( 161)ACOC_ORYSAnot assigned PRK09277 acnA AcnA AcnA_IRP_Swivel 	TCA / org. transformation.TCA.aconitase	8_1_3

CUST_18680_PI404877155	2	0.0029025078	-0.0029029846	-0.23699236	0.121421814	-0.18193913	0.048356056	HVSMEm0008F11r2_at	P0018C10.37 [Oryza sativa (japonica cultivar-group)] dbj|BAC06236.1| DNA ligase-like [Oryza sativa (japonica cultivar-group)] dbj|BAB90354.1	NP_915058.1	DNA cross-link repair protein-related	At1g19025.1	protein hypothetical protein	Os01g65890	gi|37527946|ref|NP_931291.1| hypothetical protein	RNA.regulation of transcription.GRAS transcription factor family	27_3_21

CUST_90040_PI403524517	2	0.39424086	0.78749037	0.21183968	-0.21183968	-0.26865864	-0.4353056	35_25758	"Cluster: Vps52/Sac2 family protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Vps52/Sac2 family protein, putative, expressed - Oryza"	UniRef90_Q337J1	CHR1V7|COORD:26877726..26881981| Vps52/Sac2 family protein	AT1G71300.1	CHR10V5|COORD:18156871..18167124|protein vacuolar protein sorting protein 52, putative, expressed	LOC_Os10g34680.1	no descriptionweakly similar to ( 129)AT1G71300| Symbols:  | Vps52/Sac2 family protein | chr1:26877726-26881981 FORWARDnot assigned Vps52	not assigned.no ontology	35_1

CUST_3371_PI404877155	2	-0.027910233	0.27236366	-0.02669239	0.02669239	0.10299206	-0.055104256	Contig13824_at	putative MAR-binding protein MFP1 [Oryza sativa (japonica cultivar-group)]	NP_914440.1	matrix-localized MAR DNA-binding protein-related	At3g16000.1	protein hypothetical protein	Os01g08510	NONE	RNA.regulation of transcription.Orphan family	27_3_34

CUST_4488_PI404877155	2	-0.172266	0.27314377	0.1346407	-0.019914627	0.019914627	-0.050434113	Contig15440_at	zinc finger protein [imported] - garden pea gb|AAD45720.1| zinc finger protein [Pisum sativum]	T48868	zinc finger (CCCH-type) family protein	At5g16540.1	protein zinc finger protein [imported] - garden pea	Os12g21700	similar to hypothetical protein FLJ20958	RNA.regulation of transcription.C3H zinc finger family	27_3_12

CUST_92405_PI403524517	2	-0.39829445	0.089380264	0.2888031	-0.089380264	0.10009241	-0.32603264	35_26423	"Cluster: Hypothetical protein OSJNBa0050H14.22; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0050H14.22 - Oryza sativa (japonica"	UniRef90_Q8GSI0	CHR5V7|COORD:15457074..15460237| protein kinase family protein	AT5G38560.1	CHR03V5|COORD:4212155..4211118|protein ZIM motif family protein, expressed	LOC_Os03g08310.1	no description	not assigned.unknown	35_2

CUST_79636_PI403524517	2	0.104074955	-0.016774178	-0.0561409	0.1791935	-0.7140236	0.0167737	35_22839	"Cluster: AFG1-like ATPase family protein, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: AFG1-like ATPase family protein, putative, expre"	UniRef90_Q10AH7	CHR2V7|COORD:10870137..10873675| AFG1-like ATPase family protein	AT2G25530.1	CHR03V5|COORD:35814424..35807631|protein ATPase, putative, expressed	LOC_Os03g63500.2	no descriptionvery weakly similar to (67.8)AT2G25530| Symbols:  | AFG1-like ATPase family protein | chr2:10870137-10873675 FORWARDnot assigned not assigned	not assigned.no ontology	35_1

CUST_153536_PI403524517	2	0.07658863	0.29622555	-0.10883427	-0.039891243	-0.006006241	0.006005287	35_42910	0	0	CHR5V7|COORD:2468240..2473658| formin homology 2 domain-containing protein / FH2 domain-containing protein	AT5G07760.1	CHR02V5|COORD:12052089..12039379|protein retrotransposon protein, putative, LINE subclass	LOC_Os02g20420.1	no description	not assigned.unknown	35_2

CUST_115020_PI403524517	2	-1.1911764	-0.05276394	0.3764205	0.28672886	-1.0408063	0.05276394	35_32635	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_9790_PI404877155	2	0.045609474	-0.045609474	-0.05575943	0.6068268	0.7664242	-0.17235279	Contig3512_s_at	OSJNBa0043L09.23 [Oryza sativa (japonica cultivar-group)] ref|XP_474027.1| OSJNBa0043L09.23 [Oryza sativa (japonica cultivar-group)]	CAE03004.2	wound-responsive family protein	At4g10270.1	protein retrotransposon protein, putative, Ty1-copia sub-class	Os04g54280	gi|32487987|emb|CAE03004.1| OSJNBa0043L09.23	stress.abiotic.touch/wounding	20_2_4

CUST_123320_PI403524517	2	0.049791336	0.38748932	-0.49779034	0.07332134	-0.53103924	-0.04979229	35_34780	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_48853_PI403524517	2	0.13586235	-1.0454121	-0.102864265	0.102864265	-0.10507202	0.14707375	35_13951	Rep: Histone H2A - Zea mays (Maize)	UniRef90_P40280	CHR5V7|COORD:575435..576454| histone H2A, putative	AT5G02560.1	CHR03V5|COORD:9478877..9477951|protein histone H2A, putative, expressed	LOC_Os03g17100.1	 no descriptionweakly similar to ( 173)AT5G02560| Symbols:  | histone H2A, putative | chr5:575435-576454 FORWARDweakly similar to ( 193)H2A5_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned H2A H2A HTA1 Histone PRK12323 Tymo_45kd_70kd Atrophin-1 PRK12678 PRK07003 Herpes_UL56 	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_53617_PI403524517	2	0.050736427	-0.5464144	-0.092149734	0.08157349	0.03578949	-0.035790443	35_15250	"Cluster: VTC2, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: VTC2, putative, expressed - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QWM9	"CHR5V7|COORD:22386741..22388935| similar to VTC2 (VITAMIN C DEFECTIVE 2) [Arabidopsis thaliana] (TAIR:AT4G26850.1); similar to unknown [Xerophyta"	AT5G55120.1	CHR12V5|COORD:4536219..4531910|protein VTC2, putative, expressed	LOC_Os12g08810.1	"no descriptionhighly similar to ( 533)AT5G55120| Symbols:  | similar to VTC2 (VITAMIN C DEFECTIVE 2) [Arabidopsis thaliana] (TAIR:AT4G26850.1); similar to unknown [Xerophyta humilis] (GB:AAT45011.1); similar to Os12g0190000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001066338.1); contains domain SUBFAMILY NOT NAMED (PTHR20884:SF3); contains domain FAMILY NOT NAMED (PTHR20884) | chr5:22386741-22388935 FORWARDnot assigned"	not assigned.unknown	35_2

CUST_179903_PI403524517	2	0.04711628	-0.35544872	0.17409325	-0.17742348	-0.047117233	0.07857895	35_50033	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_47897_PI403524517	2	-1.2520866	0.13784409	0.48634624	-0.13784504	0.28811264	-0.7077427	35_13700	Rep: Cytochrome P450 CYP709C1 - Triticum aestivum (Wheat)	UniRef90_Q6DV71	"CHR2V7|COORD:19296535..19298610| CYP709B2 (cytochrome P450, family 709, subfamily B, polypeptide 2); oxygen binding"	AT2G46950.1	CHR07V5|COORD:13322237..13324707|protein cytochrome P450 72A1, putative, expressed	LOC_Os07g23570.1	" no descriptionmoderately similar to ( 491)AT2G46950| Symbols: CYP709B2 | CYP709B2 (cytochrome P450, family 709, subfamily B, polypeptide 2); oxygen binding | chr2:19296535-19298610 REVERSEmoderately similar to ( 382)C72A1_CATROCytochrome P450 72A1 - Catharanthus roseus (Rosy periwinkle) (Madagascar periwinkle)not assigned not assigned not assigned not assigned not assigned p450 CypX PRK12678 "	misc.cytochrome P450	26_10

CUST_3821_PI404877155	2	-0.011167526	-0.20218658	-0.008020401	0.008021355	0.07815647	0.03896141	Contig14441_at	acyl-[acyl-carrier protein] thioesterase [Triticum aestivum]	CAD32683.1	acyl-(acyl carrier protein) thioesterase, putative / acyl-ACP thioesterase, putative / oleoyl-(acyl-carrier prot	At4g13050.1	protein acyl-[acyl-carrier protein] thioesterase	Os09g32760	acyl-[acyl-carrier protein] thioesterase	lipid metabolism.FA synthesis and FA elongation	11_1

CUST_4568_PI403524517	2	0.023963928	0.25989723	0.010797501	-0.07364941	-0.010798454	-0.084469795	35_1261	"Cluster: Putative 24 kDa seed maturation protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative 24 kDa seed maturation protein - Oryza sativa"	UniRef90_Q656J2	CHR4V7|COORD:12318080..12319584| BTI1 (VIRB2-INTERACTING PROTEIN 1)	AT4G23630.1	CHR06V5|COORD:17835937..17839857|protein reticulon, putative, expressed	LOC_Os06g30750.1	no descriptionmoderately similar to ( 234)AT4G11220| Symbols: BTI2 | BTI2 (VIRB2-INTERACTING PROTEIN 2) | chr4:6838172-6839574 REVERSEnot assigned Reticulon TT_ORF1	not assigned.no ontology	35_1

CUST_12609_PI403524517	2	0.020262718	-0.23950768	-0.020261765	0.020904541	0.027542114	-0.02728939	35_3605	"Cluster: Immature pollen 1; n=3; Oryza sativa (japonica cultivar-group)|Rep: Immature pollen 1 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q1HFN6	CHR2V7|COORD:8468886..8471429| transducin family protein / WD-40 repeat family protein	AT2G19540.1	CHR11V5|COORD:1614246..1609889|protein glutamate-rich WD repeat-containing protein 1, putative, expressed	LOC_Os11g03990.1	no descriptionhighly similar to ( 595)AT2G19540| Symbols:  | transducin family protein / WD-40 repeat family protein | chr2:8468886-8471429 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned WD40 COG2319	development.unspecified	33_99

CUST_14466_PI399408534	2	-0.05198574	-0.2611847	0.1655941	0.039373398	-0.039373398	0.08659458	35_18258	"Cluster: Guanylate-binding family protein, putative, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Guanylate-binding family protein, putative, exp"	UniRef90_Q10C30	CHR2V7|COORD:16234407..16239193| guanylate-binding family protein	AT2G38840.1	CHR03V5|COORD:33119932..33126163|protein ATP binding protein, putative, expressed	LOC_Os03g58240.1	no descriptionmoderately similar to ( 264)AT2G38840| Symbols:  | guanylate-binding family protein | chr2:16234407-16239193 FORWARD	signalling.G-proteins	30_5

CUST_44853_PI403524517	2	-0.006324768	0.25929356	0.001707077	0.06536007	-0.15155602	-0.0017080307	35_12861	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_105880_PI403524517	2	0.07785797	0.0026435852	-0.0026435852	-0.013216019	0.019294739	-0.025177002	35_30146	Rep: 40S ribosomal protein S13 - Zea mays (Maize)	UniRef90_Q05761	CHR3V7|COORD:22471500..22472631| 40S ribosomal protein S13 (RPS13A)	AT3G60770.1	CHR08V5|COORD:958188..956223|protein 40S ribosomal protein S13, putative, expressed	LOC_Os08g02410.1	" no descriptionweakly similar to ( 154)AT4G00100| Symbols: RPS13, PFL2, ATRPS13A | ATRPS13A (RIBOSOMAL PROTEIN S13A); structural constituent of ribosome | chr4:37172-38123 FORWARDweakly similar to ( 159)RS13_MAIZE40S ribosomal protein S13 - Zea mays (Maize)not assigned rps15p Ribosomal_S15p_S13e Ribosomal_S15 RpsO S15_NS1_EPRS_RNA-bind "	protein.synthesis.misc ribososomal protein	29_2_2

CUST_15543_PI399408534	2	-0.50296307	-0.07712364	0.10188866	0.3760748	0.030542374	-0.03054142	35_3817	"Cluster: Putative auxin-induced protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative auxin-induced protein - Oryza sativa (japonica cultivar-group"	UniRef90_Q7F1F1	CHR4V7|COORD:7589667..7591071| auxin-responsive protein, putative	AT4G12980.1	CHR08V5|COORD:25941936..25939337|protein membrane protein, putative, expressed	LOC_Os08g41280.1	 no descriptionmoderately similar to ( 303)AT4G12980| Symbols:  | auxin-responsive protein, putative | chr4:7589667-7591071 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned B561 DUF568 PRK12323 Tymo_45kd_70kd DoH Cytochrom_B561 PRK07764 PRK12678 PRK07003 TT_ORF1 Atrophin-1 Herpes_UL56 Rubella_Capsid 	hormone metabolism.auxin.induced-regulated-responsive-activated	17_2_3

CUST_137491_PI403524517	2	0.26044846	0.26079798	-0.20594692	-0.1963563	-0.08560324	0.085603714	35_38558	"Cluster: Putative cation-transporting ATPase; n=1; Arabidopsis thaliana|Rep: Putative cation-transporting ATPase - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9LT02	"CHR5V7|COORD:7960759..7967647| (MALE GAMETOGENESIS IMPAIRED ANTHERS); cation-transporting ATPase"	AT5G23630.1	CHR05V5|COORD:19541562..19526329|protein cation-transporting ATPase, putative, expressed	LOC_Os05g33390.1	"no descriptionmoderately similar to ( 291)AT5G23630| Symbols:  | (MALE GAMETOGENESIS IMPAIRED ANTHERS); cation-transporting ATPase | chr5:7960759-7967647 REVERSEnot assigned not assigned not assigned not assigned not assigned MgtA PRK10517"	transport.unspecified cations	34_14

CUST_9748_PI403524517	2	0.02560711	-0.053565025	-0.04445362	0.05566883	0.057333946	-0.025608063	35_2747	"Cluster: Putative selenoprotein O; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative selenoprotein O - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5ZA96	"CHR5V7|COORD:4133219..4136464| similar to Os06g0320700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001057514.1); similar to hypothetical protein"	AT5G13030.1	CHR06V5|COORD:12461589..12455760|protein selenoprotein O, putative, expressed	LOC_Os06g21600.1	"no descriptionhighly similar to ( 706)AT5G13030| Symbols:  | similar to Os06g0320700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001057514.1); similar to hypothetical protein ebA6654 [Azoarcus sp. EbN1] (GB:YP_160826.1); contains InterPro domain Protein of unknown function UPF0061; (InterPro:IPR003846) | chr5:4133219-4136464 FORWARDnot assigned PRK00029 COG0397 UPF0061"	not assigned.unknown	35_2

CUST_79550_PI403524517	2	0.10116625	0.846787	-0.09774399	-0.037745	-0.10912514	0.037745	35_22817	"Cluster: Os06g0183700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os06g0183700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DE22	"CHR4V7|COORD:15098207..15099941| similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD72545.1); contains domain Metallo-dependent"	AT4G30993.2	CHR06V5|COORD:4166025..4161948|protein expressed protein	LOC_Os06g08470.1	no description	not assigned.unknown	35_2

CUST_4745_PI403524517	2	0.094236374	-0.6422987	-0.060256958	0.030262947	-0.028552055	0.028553009	35_1309	"Cluster: Ribosomal protein l34; n=4; Magnoliophyta|Rep: Ribosomal protein l34 - Triticum aestivum (Wheat)"	UniRef90_Q5I7K8	CHR1V7|COORD:9315627..9316668| 60S ribosomal protein L34 (RPL34A)	AT1G26880.1	CHR08V5|COORD:21090210..21088355|protein 60S ribosomal protein L34, putative, expressed	LOC_Os08g33920.1	"no descriptionweakly similar to ( 175)AT1G69620| Symbols: RPL34 | RPL34 (RIBOSOMAL PROTEIN L34); structural constituent of ribosome | chr1:26193563-26194744 FORWARDweakly similar to ( 180)RL34_TOBAC60S ribosomal protein L34 - Nicotiana tabacum (Common tobacco)not assigned Ribosomal_L34e RPL34A rpl34e"	protein.synthesis.misc ribososomal protein	29_2_2

CUST_17751_PI403524517	2	0.2135477	0.53144073	0.09434509	-0.31661892	-0.33544254	-0.09434414	35_5124	"Cluster: Hypothetical protein P0504H10.27; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0504H10.27 - Oryza sativa (japonica cultivar-g"	UniRef90_Q9LGB6	CHRCV7|COORD:118377..118907| NADH dehydrogenase ND6	ATCG01080.1	CHR01V5|COORD:1743218..1745348|protein pathogenesis-related genes transcriptional activator PTI6, putative, expressed	LOC_Os01g04020.2	no descriptionnot assigned ndhG	not assigned.unknown	35_2

CUST_154826_PI403524517	2	-0.5945678	-0.4361925	0.03278923	0.5315943	0.39414692	-0.032788754	35_43255	"Cluster: Putative UDP-N-acetylmuramoylananyl-D-glutamate-2, 6-diaminopimelate ligase; n=1; Oryza sativa (japonica"	UniRef90_Q94LU9	"CHR1V7|COORD:23618124..23620764| PDE316 (PIGMENT DEFECTIVE EMBRYO); ATP binding / ligase"	AT1G63680.1	CHR10V5|COORD:21156630..21153047|protein UDP-N-acetylmuramoylalanyl-D-glutamate--2, 6-diaminopimelate ligase, putative, expressed	LOC_Os10g40130.1	"no descriptionweakly similar to ( 116)AT1G63680| Symbols: PDE316 | PDE316 (PIGMENT DEFECTIVE EMBRYO); ATP binding / ligase | chr1:23618124-23620764 FORWARDmurE MurE"	not assigned.no ontology	35_1

CUST_7397_PI403524517	2	-0.75405455	1.5765781	0.8822894	-0.08677626	-0.32128716	0.08677626	35_2057	"Cluster: Sterol desaturase family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Sterol desaturase family protein, expressed - Oryza sativ"	UniRef90_Q10SX1	"CHR4V7|COORD:11955135..11956706| SMO1-2 (STEROL C4-METHYL OXIDASE); catalytic"	AT4G22756.1	CHR03V5|COORD:480200..478264|protein C-4 methylsterol oxidase, putative, expressed	LOC_Os03g01820.1	" no descriptionvery weakly similar to (82.4)AT4G12110| Symbols: ATSMO1, ATSMO1-1, SMO1-1 | SMO1-1 (STEROL-4ALPHA-METHYL OXIDASE 1-1); catalytic | chr4:7254191-7255998 FORWARDnot assigned "	lipid metabolism.'exotics' (steroids, squalene etc).methylsterol monooxygenase	11_8_2

CUST_3513_PI403524517	2	-0.10449982	0.02960968	-0.029920578	0.032447815	-0.02960968	0.12252426	35_958	Rep: Aldehyde dehydrogenase - Oryza sativa (Rice)	UniRef90_Q9FPK6	CHR1|COORD:20198932..20202640| aldehyde dehydrogenase, putative / antiquitin, putative, strong similarity to SP:Q41247 Aldehyde dehydrogenase family 7 member A1	AT1G54100.2	CHR09V5|COORD:16337637..16329087|protein aldehyde dehydrogenase family 7 member A1, putative, expressed	LOC_Os09g26880.4	"no descriptionmoderately similar to ( 228)AT1G54100| Symbols: ALDH7B4 | ALDH7B4 (ALDEHYDE DEHYDROGENASE 7B4); 3-chloroallyl aldehyde dehydrogenase | chr1:20199103-20202521 REVERSEmoderately similar to ( 241)AL7A1_MALDOAldehyde dehydrogenase family 7 member A1 - Malus domestica (Apple) (Malus sylvestris)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Aldedh PutA PRK03137 gabD2 gabD PRK10090 gabD1 astD COG4230 PRK11905 putA PRK09847"	fermentation.LDH	5_1

CUST_8481_PI399408534	2	0.07947731	0.017777443	-0.017776966	0.106404305	-0.16596174	-0.18274021	35_46900	"Cluster: Putative SC35-like splicing factor SCL30a; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative SC35-like splicing factor SCL30a - Oryza sativa (j"	UniRef90_Q7XI49	"CHR1V7|COORD:20634343..20636161| SR33 (SC35-like splicing factor 33); RNA binding"	AT1G55310.1	CHR07V5|COORD:26263799..26266978|protein splicing factor, arginine/serine-rich 4, putative, expressed	LOC_Os07g43950.1	" no descriptionvery weakly similar to (55.1)AT1G55310| Symbols: ATSCL33, SCL33, SR33 | SR33 (SC35-like splicing factor 33); RNA binding | chr1:20634343-20636240 FORWARDnot assigned "	RNA.processing.splicing	27_1_1

CUST_171665_PI403524517	2	-0.020015717	0.648716	0.020015717	-0.3359599	-0.5714402	0.25696468	35_47832	0	0	CHR1V7|COORD:23241239..23242177| invertase/pectin methylesterase inhibitor family protein	AT1G62760.1	0	0	no description	not assigned.unknown	35_2

CUST_52876_PI403524517	2	-0.5914717	0.37420082	0.21262646	0.0706377	-0.07063675	-0.20700741	35_15058	"Cluster: Putative soluble inorganic pyrophosphatase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative soluble inorganic"	UniRef90_Q75HX3	CHR2V7|COORD:19260912..19262129| inorganic pyrophosphatase, putative (soluble) / pyrophosphate phospho-hydrolase, putative / PPase, putative	AT2G46860.1	CHR05V5|COORD:21408757..21410519|protein soluble inorganic pyrophosphatase, putative, expressed	LOC_Os05g36260.1	 no descriptionmoderately similar to ( 362)AT2G46860| Symbols: ATPPA3 | inorganic pyrophosphatase, putative (soluble) / pyrophosphate phospho-hydrolase, putative / PPase, putative | chr2:19260912-19262129 FORWARDmoderately similar to ( 362)IPYR_MAIZESoluble inorganic pyrophosphatase - Zea mays (Maize)not assigned not assigned pyrophosphatase Ppa PRK02230 Pyrophosphatase PRK01250 PRK00642 	nucleotide metabolism.phosphotransfer and pyrophosphatases.misc	23_4_99

CUST_123157_PI403524517	2	0.3821802	-0.20796537	-0.31139803	0.13853836	0.08684158	-0.08684111	35_34735	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_106890_PI403524517	2	-0.08990288	0.49690104	0.0098900795	0.19204473	-0.118032455	-0.009889603	35_30422	"Cluster: Hypothetical protein OJ1123F12.18; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1123F12.18 - Oryza sativa (japonica cultivar"	UniRef90_Q8S5T2		0	CHR03V5|COORD:3414474..3412135|protein expressed protein	LOC_Os03g06750.1	no descriptionDUF1668	not assigned.unknown	35_2

CUST_5171_PI404877155	2	-0.09851456	-0.6631508	0.075959206	0.39768887	0.3672371	-0.075959206	Contig16673_at	protein kinase family protein [Arabidopsis thaliana]	NP_180839.2	protein kinase family protein	At2g32800.1	protein probable protein kinase [imported] - Arabidopsis thaliana	Os11g25860	"AP4.3A;protein kinase family protein, contains dual protein kinase domains, Pfam:PF00069"	signalling.receptor kinases.legume-lectin	30_2_19

CUST_17053_PI399408534	2	0.02892971	-0.23341846	0.16958618	-0.02892971	-0.07315922	0.2009058	35_24834	"Cluster: Putative SUVH4; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative SUVH4 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8S1X3	CHR5V7|COORD:4501690..4505981| SUVH4 (SU(VAR)3-9 HOMOLOG 4)	AT5G13960.1	CHR01V5|COORD:40981037..40991245|protein histone-lysine N-methyltransferase, H3 lysine-9 specific SUVH6, putative, expressed	LOC_Os01g70220.1	 no descriptionmoderately similar to ( 234)AT5G13960| Symbols: KYP, SUVH4 | SUVH4 (SU(VAR)3-9 HOMOLOG 4) | chr5:4501690-4505981 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned SET SET COG2940 	RNA.regulation of transcription.SET-domain transcriptional regulator family	27_3_69

CUST_19264_PI404877155	2	-0.017056465	-0.60443115	-0.042570114	0.28036118	0.1719799	0.017057419	rbaal1m15_at	glycine dehydrogenase (decarboxylating) (EC 1.4.4.2) [imported] - Hordeum sp. x Triticum sp gb|AAB82711.1| glycine decarboxylase P subunit [	T46636	glycine dehydrogenase (decarboxylating), putative / glycine decarboxylase, putative / glycine cleavage system	At2g26080.1	protein glycine dehydrogenase	Os06g40940	NONE	amino acid metabolism.degradation.serine-glycine-cysteine group.glycine	13_2_5_2

CUST_23728_PI403524517	2	-0.04725933	0.011069298	-0.011068344	0.19661045	0.12372875	-0.09319019	35_6895	"Cluster: Hypothetical protein OJ1297_C09.35; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1297_C09.35 - Oryza sativa (japonica cultiv"	UniRef90_Q6H7Z8	0	0	CHR02V5|COORD:4616844..4622108|protein expressed protein	LOC_Os02g08540.1	no description	not assigned.unknown	35_2

CUST_74746_PI403524517	2	0.04637146	0.29376793	0.064572334	-0.16469955	-0.10758591	-0.04637146	35_21434	"Cluster: Allyl alcohol dehydrogenase-like protein; n=4; Arabidopsis thaliana|Rep: Allyl alcohol dehydrogenase-like protein - Arabidopsis thaliana (Mouse-ear cre"	UniRef90_Q9M1Z0	CHR3V7|COORD:22116830..22117123| similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE93068.1)	AT3G59840.1	CHR05V5|COORD:24543631..24543139|protein allyl alcohol dehydrogenase-like protein, putative, expressed	LOC_Os05g42110.1	no descriptionvery weakly similar to (93.6)AT3G59840| Symbols:  | similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE93068.1) | chr3:22116830-22117123 REVERSEnot assigned	not assigned.unknown	35_2

CUST_33804_PI399408534	2	0.00476408	-0.004763603	0.04171896	-0.7358732	-0.57158566	0.10129738	35_5398	Rep: MADS-box protein 8 - Hordeum vulgare (Barley)	UniRef90_Q9LEI0	"CHR1V7|COORD:25986239..25989765| AP1 (APETALA1); DNA binding / transcription factor"	AT1G69120.1	CHR07V5|COORD:475954..469473|protein MADS-box transcription factor 15, putative, expressed	LOC_Os07g01820.2	"no descriptionmoderately similar to ( 219)AT1G69120| Symbols: AP1 | AP1 (APETALA1); DNA binding / transcription factor | chr1:25986239-25989765 REVERSEmoderately similar to ( 314)MAD15_ORYSAnot assigned not assigned not assigned not assigned K-box MADS_MEF2_like MADS MADS MADS_SRF_like SRF-TF ARG80 GAL11 PRK11637"	RNA.regulation of transcription.MADS box transcription factor family	27_3_24

CUST_77245_PI403524517	2	-0.33021355	0.110658646	0.7052698	0.09728432	-0.097284794	-0.38695955	35_22141	"Cluster: Putative oxidoreductase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative oxidoreductase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q75LE3	CHR4V7|COORD:6268360..6270176| short-chain dehydrogenase/reductase (SDR) family protein	AT4G10020.1	CHR03V5|COORD:35369420..35367523|protein expressed protein	LOC_Os03g62590.1	no descriptionmoderately similar to ( 350)AT4G10020| Symbols:  | short-chain dehydrogenase/reductase (SDR) family protein | chr4:6268360-6270176 FORWARDvery weakly similar to (55.8)GRDH_DAUCAGlucose and ribitol dehydrogenase - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK06181 DltE FabG COG4221 PRK07109 fabG PRK05872 PRK06179 fabG PRK12829 PRK12826 PRK07024 fabG PRK07201 PRK06139 fabG fabG PRK12429 PRK07062 PRK07890 PRK05855 PRK09135 PRK06180 adh_short PRK12939 PRK06200 PRK09072 PRK12828 PRK07479 PRK08277 PRK08267 PRK06346 PRK05650 PRK05866 PRK06841 PRK06194 PRK07478 fabG PRK08324 PRK08251 PRK08213 PRK08263 PRK06500 PRK06172 PRK06182 PRK07677 PRK07831 fabG PRK07035 PRK06482 PRK08945 PRK06122 PRK07825 PRK07576 PRK06138 PRK08265 PRK06198 PRK07633 PRK06914 PRK12935 PRK07067 benD fabG PRK08936 PRK07326 PRK08278 fabG fabG PRK12827 PRK07063 PRK06949 PRK07454 PRK07832 PRK06484 PRK08264 PRK07041 PRK07774 PRK07814 PRK05876 fabG PRK08220 PRK12937 PRK06128 PRK08339 PRK08226 PRK12323 PRK07764 PRK12678 PRK06124 PRK07856 fabG PRK06523 PRK06125 PRK07806 PRK09291 PRK09134 PRK08219 PRK05717 PRK08628 PRK07775 PRK07102 PRK05867 DltE PRK08643 fabG PRK05875 PRK07069 PRK05693 fabG PRK06701 PRK10538 PRK07523 PRK06398 PRK07003 PRK06114 PRK06113 PRK06123 PRK06101 PRK07791 PRK12936 PRK09242 PRK06171 PRK12745 PRK12481 PRK08721 PRK07577 PRK08063 PRK12824 PRK08993 PRK12743 PRK08703 KR fabG infB PRK12742 PRK08017 PRK07985 PRK06057 PRK08340 PRK07097 PRK07074 PRK12744	misc.short chain dehydrogenase/reductase (SDR)	26_22

CUST_34701_PI403524517	2	0.1814003	0.36833954	0.01867342	-0.01867342	-0.16703367	-0.37829208	35_10005	"Cluster: Calcineurin-like phosphoesterase-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Calcineurin-like phosphoesterase-like protein - Oryza s"	UniRef90_Q69L69	CHR1V7|COORD:17777907..17783293| calcineurin-like phosphoesterase family protein	AT1G48120.1	CHR02V5|COORD:22928261..22934458|protein hydrolase/ protein serine/threonine phosphatase, putative, expressed	LOC_Os02g37950.3	no descriptionmoderately similar to ( 206)AT1G48120| Symbols:  | calcineurin-like phosphoesterase family protein | chr1:17777907-17783293 REVERSEDUF1723	not assigned.unknown	35_2

CUST_19698_PI403524517	2	-0.1578865	0.34472656	0.23693085	0.05478096	-0.21554756	-0.05478096	35_5707	Rep: UL36 tegument protein - Suid herpesvirus 1 (Pseudorabies virus)	UniRef90_Q5PPB8	CHR4V7|COORD:7758606..7760888| leucine-rich repeat family protein / extensin family protein	AT4G13340.1	CHR02V5|COORD:30880725..30876004|protein actin binding protein, putative, expressed	LOC_Os02g50570.1	no descriptionnot assigned not assigned not assigned PRK07764	not assigned.unknown	35_2

CUST_165661_PI403524517	2	0.06791401	0.15760326	-0.06791401	-0.19522667	-0.2341137	0.1050787	35_46160	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_64261_PI403524517	2	0.017382622	-0.7061744	0.04975605	-0.12409592	0.2607994	-0.017381668	35_18347	"Cluster: Putative ethanolamine kinase 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ethanolamine kinase 1 - Oryza sativa (japonica cultivar-group"	UniRef90_Q69QD7	"CHR2V7|COORD:11450677..11454036| EMB1187 (EMBRYO DEFECTIVE 1187); kinase/ phosphotransferase, alcohol group as acceptor"	AT2G26830.1	CHR09V5|COORD:16223957..16228507|protein choline/ethanolamine kinase, putative, expressed	LOC_Os09g26700.1	" no descriptionmoderately similar to ( 486)AT2G26830| Symbols: EMB1187 | EMB1187 (EMBRYO DEFECTIVE 1187); kinase/ phosphotransferase, alcohol group as acceptor | chr2:11450677-11454036 FORWARDnot assigned not assigned Choline_kinase ycfN APH COG2334 "	lipid metabolism.Phospholipid synthesis.choline kinase	11_3_2

CUST_43043_PI403524517	2	0.05617237	0.40480614	0.07897091	-0.17121506	-0.056172848	-0.45451117	35_12360	"AAD25820.1; n=2; Arabidopsis thaliana|Rep: Gb|AAD25820.1 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9LV27	"CHR3|COORD:6212645..6214791| similar to transducin family protein / WD-40 repeat family protein [Arabidopsis thaliana] (TAIR:At2g22040.1); similar to"	AT3G18140.2	CHR03V5|COORD:27069202..27072986|protein WD-repeat protein pop3, putative, expressed	LOC_Os03g47780.2	no descriptionweakly similar to ( 102)AT3G18140| Symbols:  | nucleotide binding | chr3:6213231-6214573 REVERSEnot assigned not assigned	not assigned.no ontology	35_1

CUST_117609_PI403524517	2	-0.031625748	0.20087814	-0.26673317	0.11739159	0.031625748	-0.12691402	35_33321	"Cluster: NADH-ubiquinone oxidoreductase 27 kDa subunit; n=22; Magnoliophyta|Rep: NADH-ubiquinone oxidoreductase 27 kDa subunit - Oryza sativa (Rice)"	UniRef90_Q35322	CHRMV7|COORD:23663..24235| NADH dehydrogenase subunit 9	ATMG00070.1	0	0	no descriptionweakly similar to ( 189)ATMG00070| Symbols: NAD9 | NADH dehydrogenase subunit 9 | chrM:23663-24235 REVERSEweakly similar to ( 199)NDUS3_ORYSAnot assigned PRK06074 NuoC	mitochondrial electron transport / ATP synthesis.NADH-DH.localisation not clear	9_1_2

CUST_155225_PI403524517	2	-0.09211731	-0.042047024	0.087733746	0.10344553	0.042046547	-0.06725311	35_43361	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_23742_PI403524517	2	0.18765974	-0.89499664	-0.18766022	0.38312626	-0.28122234	0.38555527	35_6899	Rep: CsAtPR5 - Aegilops tauschii (Tausch's goatgrass) (Aegilops squarrosa)	UniRef90_Q8LK50	0	0	CHR11V5|COORD:151112..154483|protein expressed protein	LOC_Os11g01280.1	no description	not assigned.unknown	35_2

CUST_16875_PI399408534	2	0.39637184	-0.8920393	-0.26025105	0.05189514	0.16991997	-0.051896095	35_20493	Rep: Growth-regulating factor 1 - Oryza sativa (Rice)	UniRef90_Q9SDZ5	CHR2|COORD:2426268..2427320| expressed protein	AT2G06200.1	CHR02V5|COORD:32836587..32834495|protein atGRF5, putative, expressed	LOC_Os02g53690.1	no descriptionvery weakly similar to (75.1)AT3G13960| Symbols: AtGRF5 | AtGRF5 (GROWTH-REGULATING FACTOR 5) | chr3:4608533-4610167 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned WRC Herpes_BLLF1 Herpes_UL32 PRK07003 AF-4 HPC2 Mucin	RNA.regulation of transcription.General Transcription	27_3_50

CUST_32379_PI403524517	2	0.2290287	-0.08793259	-0.21288776	0.03713131	-0.037130356	0.12929153	35_9338	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_62230_PI403524517	2	0.34097004	-0.038292885	0.038292885	-0.17116451	-0.15220642	0.074326515	35_17745	"Cluster: Os02g0154600 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os02g0154600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E3T9	CHR1V7|COORD:28640082..28641200| integral membrane family protein	AT1G76340.1	CHR03V5|COORD:5996314..5992253|protein expressed protein	LOC_Os03g11590.1	no descriptionmoderately similar to ( 420)AT1G76340| Symbols:  | integral membrane family protein | chr1:28640082-28641200 REVERSEnot assigned not assigned not assigned not assigned not assigned VRG4 RhaT UAA	not assigned.no ontology	35_1

CUST_142664_PI403524517	2	-0.18360281	0.51820946	-0.08726454	0.50717306	-0.49008703	0.08726454	35_39983	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_148391_PI403524517	2	-0.3164792	-0.10829067	0.9001417	0.108291626	0.21835518	-0.34999084	35_41514	"Cluster: Hypothetical protein P0701D05.13; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0701D05.13 - Oryza sativa (japonica cultivar-g"	UniRef90_Q942P3		0	CHR01V5|COORD:3373395..3374007|protein expressed protein	LOC_Os01g07150.1	no description	not assigned.unknown	35_2

CUST_100036_PI403524517	2	0.008724213	-0.008725166	0.044174194	-0.012214661	0.012872696	-0.030636787	35_28557	Rep: Hypothetical protein - Fugu rubripes (Japanese pufferfish) (Takifugu rubripes)	UniRef90_O73808	CHR1V7|COORD:22496859..22500684| proline-rich family protein	AT1G61080.1	CHR01V5|COORD:23094659..23099527|protein bZIP-like protein, putative, expressed	LOC_Os01g40330.1	no description	not assigned.unknown	35_2

CUST_169203_PI403524517	2	0.2874756	0.517828	-0.1214757	0.09671497	-0.22457838	-0.09671402	35_47125	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_71266_PI403524517	2	0.084303856	-0.75872993	-0.105700016	1.5106645	0.082624435	-0.082624435	35_20416	"Cluster: Putative amino acid permease; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative amino acid permease - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ZLK8	"CHR5V7|COORD:20159907..20163667| AAP6 (AMINO ACID PERMEASE 6); amino acid permease"	AT5G49630.1	CHR07V5|COORD:1792928..1786881|protein amino acid permease 6, putative, expressed	LOC_Os07g04180.2	"no descriptionmoderately similar to ( 201)AT5G49630| Symbols: AAP6 | AAP6 (AMINO ACID PERMEASE 6); amino acid permease | chr5:20159907-20163667 REVERSEnot assigned not assigned Aa_trans TT_ORF1"	transport.amino acids	34_3

CUST_25881_PI403524517	2	-0.075175285	0.8481512	0.08842754	-0.0746727	0.074671745	-0.10167885	35_7503	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_80742_PI403524517	2	-0.022400856	0.022400856	0.35238266	0.2921257	-0.52360725	-0.21818304	35_23158	"Cluster: OSJNBa0085I10.18 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0085I10.18 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7X6L7	CHR1V7|COORD:10997256..11000524| vacuolar sorting receptor, putative	AT1G30900.1	CHR04V5|COORD:30784767..30789016|protein vacuolar sorting receptor 7 precursor, putative, expressed	LOC_Os04g52190.1	 no descriptionweakly similar to ( 181)AT1G30900| Symbols:  | vacuolar sorting receptor, putative | chr1:10997256-11000524 FORWARDweakly similar to ( 153)VSR1_PEAVacuolar-sorting receptor 1 precursor - Pisum sativum (Garden pea)not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07764 PRK07003 	protein.targeting.secretory pathway.vacuole	29_3_4_3

CUST_6517_PI403524517	2	-0.028766632	0.1167078	-0.13150024	0.21542454	-0.13564014	0.028766632	35_1807	"Cluster: Putative Pti1-like kinase; n=3; Poaceae|Rep: Putative Pti1-like kinase - Zea mays (Maize)"	UniRef90_Q00GA6	CHR2V7|COORD:19340186..19341829| serine/threonine protein kinase, putative	AT2G47060.2	CHR05V5|COORD:2074035..2078452|protein pto kinase interactor 1, putative, expressed	LOC_Os05g04520.1	no descriptionhighly similar to ( 548)AT2G47060| Symbols:  | kinase | chr2:19340186-19341829 REVERSEmoderately similar to ( 213)NORK_MEDTRNodulation receptor kinase precursor - Medicago truncatula (Barrel medic)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pkinase_Tyr TyrKc PTKc S_TKc S_TKc Pkinase PTKc_Csk_like PTKc_Jak_rpt2 PTKc_Trk PTKc_Src_like PTKc_Fes_like PTKc_Syk_like PTKc_Ror PTKc_Ack_like PTKc_InsR_like PTKc_EGFR_like PTKc_ALK_LTK PTKc_Srm_Brk PTKc_Frk_like PTKc_Tec_like SPS1 PTKc_c-ros PTKc_Chk PTKc_EphR PTKc_FGFR PTKc_Fer PTKc_Src PTKc_TrkA PTKc_Itk PTKc_Fes PTKc_Fyn_Yrk PTKc_Abl PTKc_Tyk2_rpt2 PTKc_Yes PTKc_Csk PTKc_TrkB PTKc_Btk_Bmx PTK_CCK4 PTKc_DDR1 PTKc_Tie1 PTKc_Ror1 PTKc_TrkC PTKc_Lck_Blk PTKc_EphR_B PTKc_Syk PTKc_Lyn PTKc_Tec_Rlk PTKc_Musk PTKc_FGFR3 PTKc_Tie PTKc_RET PTKc_FGFR4 PTKc_FGFR1 PTKc_FGFR2 PTKc_FAK PTKc_Jak1_rpt2 PTKc_PDGFR PTKc_Tie2 PTKc_Ror2 PTKc_Met_Ron PTKc_Hck PTKc_Jak2_Jak3_rpt2 PTK_Ryk PTKc_DDR PTKc_EphR_A2 PTKc_Zap-70 PTKc_EGFR PTKc_DDR_like PTKc_EphR_A PTKc_InsR PTKc_Axl_like PTKc_Aatyk PTKc_DDR2 PTKc_HER2 PTK_HER3 PTKc_HER4 PTKc_EphR_A10 PTKc_IGF-1R PTKc_Aatyk1_Aatyk3 PTK_Jak_rpt1 PTK_Jak2_Jak3_rpt1 PTKc_Axl PTKc_VEGFR3 PTKc_VEGFR PTKc_Tyro3 PTKc_Aatyk2 PTKc_PDGFR_beta PTKc_VEGFR2 PTKc_CSF-1R PTK_Tyk2_rpt1	protein.postranslational modification.kinase.receptor like cytoplasmatic kinase VII	29_4_1_57

CUST_88279_PI403524517	2	0.04281807	-0.13918018	-0.042819023	0.14029598	0.17817116	-0.065052986	35_25273	Rep: OSJNBa0009P12.10 protein - Oryza sativa (Rice)	UniRef90_Q5VSW6	"CHR1V7|COORD:11821059..11821661| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G35200.1); similar to Os04g0591300 [Oryza sativa (japonica"	AT1G32690.1	CHR04V5|COORD:29719823..29720863|protein expressed protein	LOC_Os04g50176.1	no description	not assigned.unknown	35_2

CUST_2257_PI404877155	2	-0.09443855	0.13733006	0.15879154	-0.25960732	-0.7080908	0.09443855	Contig12627_at	putative transcription factor X1 [Oryza sativa (japonica cultivar-group)] gb|AAF21887.1| putative transcription factor X1 [Oryza sativa subs	NP_917841.1	XH/XS domain-containing protein / XS zinc finger domain-containing protein	At3g48670.1	protein XS domain, putative	Os01g44230	0	RNA.regulation of transcription.putative DNA-binding protein	27_3_67

CUST_6636_PI403524517	2	0.023208618	-0.02345848	-0.015918732	-0.015473366	0.015473366	0.038796425	35_1842	Rep: OSIGBa0131J24.5 protein - Oryza sativa (Rice)	UniRef90_Q01MT8	CHR3V7|COORD:2245695..2250083| protein transport protein Sec24, putative	AT3G07100.1	CHR04V5|COORD:1845051..1852374|protein protein transport protein Sec24-like, putative, expressed	LOC_Os04g04020.1	 no descriptionhighly similar to ( 946)AT3G07100| Symbols:  | protein transport protein Sec24, putative | chr3:2245695-2250083 REVERSEnot assigned not assigned not assigned COG5028 Sec24-like Sec23_trunk trunk_domain Sec23_BS Sec23_helical SEC23 zf-Sec23_Sec24 	protein.targeting.secretory pathway.golgi	29_3_4_2

CUST_3250_PI403524517	2	-0.07362175	-0.36365604	-0.14690208	0.16654015	0.1968193	0.073620796	35_885	Rep: B0806H07.1 protein - Oryza sativa (Rice)	UniRef90_Q01J03	"CHR4V7|COORD:13456799..13459896| MRH5/SHV3 (morphogenesis of root hair 5); glycerophosphodiester phosphodiesterase/ kinase"	AT4G26690.1	CHR04V5|COORD:23387527..23392407|protein glycerophosphoryl diester phosphodiesterase family protein, putative, expressed	LOC_Os04g39610.2	" no descriptionweakly similar to ( 196)AT4G26690| Symbols: MRH5, SHV3 | MRH5/SHV3 (morphogenesis of root hair 5); glycerophosphodiester phosphodiesterase/ kinase | chr4:13456799-13459896 REVERSEnot assigned GDPD "	lipid metabolism.lipid degradation.lysophospholipases.glycerophosphodiester phosphodiesterase	11_9_3_3

CUST_132779_PI403524517	2	0.085214615	-0.23119831	-0.08521509	0.732625	0.3867035	-0.12513685	35_37287	"Cluster: Putative mono-or diacylglycerol acyltransferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative mono-or diacylglycerol acyltransferase - Ory"	UniRef90_Q69PT1	CHR3V7|COORD:19121718..19123497| diacylglycerol acyltransferase family	AT3G51520.1	CHR06V5|COORD:12808624..12811496|protein diacylglycerol O-acyltransferase 1, putative, expressed	LOC_Os06g22080.2	no descriptionvery weakly similar to (84.3)AT3G51520| Symbols:  | diacylglycerol acyltransferase family | chr3:19121718-19123497 FORWARDnot assigned DAGAT	not assigned.no ontology	35_1

CUST_39753_PI403524517	2	0.28834915	-0.5686097	0.10232639	0.0057902336	-0.0057902336	-0.023498058	35_11433	"Cluster: Calcium-dependent protein kinase, isoform AK1, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Calcium-dependent protein kinase,"	UniRef90_Q2QX45	0	0	CHR12V5|COORD:3557399..3552408|protein calcium-dependent protein kinase, isoform AK1, putative, expressed	LOC_Os12g07230.1	no description	not assigned.unknown	35_2

CUST_49031_PI403524517	2	0.020084381	-0.09328079	-0.007543564	0.020084381	-0.044870377	0.007545471	35_13997	Rep: Histone H2B.2 - Triticum aestivum (Wheat)	UniRef90_P05621	CHR3V7|COORD:16924599..16925036| histone H2B, putative	AT3G46030.1	CHR01V5|COORD:2845932..2841231|protein core histone H2A/H2B/H3/H4 family protein, expressed	LOC_Os01g05970.1	no descriptionweakly similar to ( 181)AT3G45980| Symbols:  | histone H2B | chr3:16908477-16908929 REVERSEmoderately similar to ( 222)H2B2_WHEATHistone H2B.2 - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned H2B Histone Tymo_45kd_70kd PRK07764 TT_ORF1 PRK07003 DUF566	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_18171_PI403524517	2	-0.034347534	0.7303171	0.034348488	-0.058660507	-0.06409454	0.078487396	35_5246	"Cluster: Myosin-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Myosin-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ZKC2	"CHR1V7|COORD:20584245..20585373| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G14750.1); similar to myosin-like protein, putative, expressed"	AT1G55170.1	CHR08V5|COORD:20657585..20661973|protein myosin-like protein, putative, expressed	LOC_Os08g33330.1	" no descriptionweakly similar to ( 139)AT1G55170| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G14750.1); similar to myosin-like protein, putative, expressed [Oryza sativa (japonica cultivar-group)] (GB:ABA96059.1); contains InterPro domain t-snare; (InterPro:IPR010989) | chr1:20584245-20585373 FORWARDnot assigned not assigned Smc Myosin_tail_1 COG4372 "	not assigned.unknown	35_2

CUST_47119_PI403524517	2	0.11215353	0.009558201	0.24194479	-0.009558678	-0.023368359	-0.18405819	35_13492	"Cluster: Hypothetical protein P0412D08.22; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0412D08.22 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6Z061	CHR5V7|COORD:609379..611677| F-box family protein	AT5G02700.1	CHR08V5|COORD:5617319..5620343|protein F-box domain containing protein, expressed	LOC_Os08g09730.1	no descriptionvery weakly similar to (58.2)AT5G02700| Symbols:  | F-box family protein | chr5:609379-611677 REVERSE	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_80704_PI403524517	2	-0.03367853	-0.5139017	0.072873116	0.14563847	0.03367853	-0.10764027	35_23147	"Cluster: Hypothetical protein P0410E11.116; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0410E11.116 - Oryza sativa (japonica cultivar"	UniRef90_Q84QU2	"CHR2V7|COORD:1519642..1521027| similar to hypothetical protein alr4045 [Nostoc sp. PCC 7120] (GB:NP_488085.1); similar to Os08g0345400 [Oryza sativa (japonica"	AT2G04360.1	CHR08V5|COORD:15504916..15509157|protein expressed protein	LOC_Os08g25700.1	"no descriptionmoderately similar to ( 273)AT2G04360| Symbols:  | similar to hypothetical protein alr4045 [Nostoc sp. PCC 7120] (GB:NP_488085.1); similar to Os08g0345400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001061601.1) | chr2:1519642-1521027 REVERSE"	not assigned.unknown	35_2

CUST_159506_PI403524517	2	0.016482353	-0.21911049	-0.016482353	0.64764786	-0.054434776	0.31657457	35_44519	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_155544_PI403524517	2	-0.07678509	0.4481268	0.26256704	0.07678509	-0.37078047	-0.410429	35_43449	Rep: H0818H01.12 protein - Oryza sativa (Rice)	UniRef90_Q259P4	CHR3V7|COORD:6747606..6748910| reticulon family protein (RTNLB11)	AT3G19460.1	CHR04V5|COORD:33947430..33950421|protein reticulon, putative, expressed	LOC_Os04g57420.1	no descriptionnot assigned Reticulon	not assigned.unknown	35_2

CUST_18911_PI404877155	2	-0.06326485	0.32966995	0.10025215	-0.078617096	0.023321152	-0.023320198	HW08N05u_s_at	putative enoyl CoA hydratase [Cicer arietinum]	CAB61740.1	enoyl-CoA hydratase/isomerase family protein	At4g16210.1	protein enoyl CoA hydratase, putative	Os03g19680	putative enoyl CoA hydratase	lipid metabolism.lipid degradation.beta-oxidation.hydroxybutyryl CoA DH	11_9_4_04

CUST_57900_PI403524517	2	-0.03717804	0.34244633	0.15960789	-0.032866478	0.03259468	-0.03259468	35_16505	"Cluster: Copine I-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Copine I-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5JMT9	"CHR5|COORD:25623997..25626213| similar to copine-related [Arabidopsis thaliana] (TAIR:At3g01650.1); similar to P0401G10.23 [Oryza sativa"	AT5G63970.2	CHR01V5|COORD:42682246..42677791|protein copine-4, putative, expressed	LOC_Os01g73000.3	no descriptionweakly similar to ( 132)AT5G63970| Symbols:  | protein binding / zinc ion binding | chr5:25624232-25626142 REVERSEnot assigned vWA_copine_like Copine	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_14013_PI403524517	2	0.0684948	0.3333888	-0.22103167	0.43867445	-0.12735367	-0.0684948	35_4016	"Cluster: Hypothetical protein P0492F05.31; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0492F05.31 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5NAF6	CHR1|COORD:23800382..23805383| AAA-type ATPase family protein, contains Pfam domain, PF00004: ATPase, AAA family	AT1G64110.1	CHR01V5|COORD:6973512..6967663|protein ATP binding protein, putative, expressed	LOC_Os01g12660.1	no descriptionhighly similar to ( 521)AT1G64110| Symbols:  | AAA-type ATPase family protein | chr1:23800550-23804903 REVERSEweakly similar to ( 174)CDC48_SOYBNCell division cycle protein 48 homolog - Glycine max (Soybean)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned SpoVK PRK03992 RPT1 AAA hflB HflB COG1223 AAA AAA PRK04195 COG0714 Lon MGS1 clpA clpC	protein.degradation.AAA type	29_5_9

CUST_131818_PI403524517	2	0.15014744	-0.73821354	-0.09112644	-0.0271101	0.048238754	0.0271101	35_37026	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_46932_PI403524517	2	-0.36413622	-0.9454191	2.2113442	2.4578857	0.1450324	-0.1450324	35_13437	"Cluster: Putative cytochrome b5; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative cytochrome b5 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6H3Z7	CHR5V7|COORD:19806475..19807406| ATB5-B (Cytochrome b5 B)	AT5G48810.1	CHR02V5|COORD:26158352..26157190|protein cytochrome b5, putative, expressed	LOC_Os02g43360.1	 no descriptionvery weakly similar to (77.0)AT5G53560| Symbols: B5 #2, ATB5-A | ATB5-A (Cytochrome b5 A) | chr5:21776854-21777579 FORWARDvery weakly similar to (71.2)CYB5_TOBACCytochrome b5 - Nicotiana tabacum (Common tobacco)not assigned Cyt-b5 	redox.ascorbate and glutathione	21_2

CUST_59886_PI403524517	2	0.09691143	0.4637308	0.10499191	-0.28748417	-0.17257786	-0.09691048	35_17074	"Cluster: Transcription initiation factor IID, 31kD subunit family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Transcription initiation"	UniRef90_Q10JT5	"CHR1V7|COORD:20217743..20218536| TAFII21 (TATA BINDING PROTEIN ASSOCIATED FACTOR 21KDA SUBUNIT); transcription initiation factor"	AT1G54140.1	CHR03V5|COORD:16749241..16754470|protein transcription initiation factor TFIID subunit 9B, putative, expressed	LOC_Os03g29470.1	"no descriptionweakly similar to ( 179)AT1G54140| Symbols: TAFII21 | TAFII21 (TATA BINDING PROTEIN ASSOCIATED FACTOR 21KDA SUBUNIT); transcription initiation factor | chr1:20217743-20218536 REVERSEnot assigned TFIID-31kDa TAF9 TT_ORF1"	RNA.transcription	27_2

CUST_29854_PI403524517	2	-0.122961044	-0.08331585	0.111646175	0.03626728	0.27483368	-0.036267757	35_8619	0	0	0	0	CHR12V5|COORD:22539245..22542728|protein polygalacturonase, putative, expressed	LOC_Os12g36810.1	no description	not assigned.unknown	35_2

CUST_88397_PI403524517	2	0.09106064	-1.0912247	-0.080724716	-0.0075235367	0.0075235367	0.13089561	35_25304	"Cluster: Nucleoporin-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Nucleoporin-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6YWF9	"CHR1V7|COORD:12109749..12118808| similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:BAD13231.1); similar to"	AT1G33410.1	CHR02V5|COORD:2331695..2345503|protein expressed protein	LOC_Os02g04970.1	"no descriptionweakly similar to ( 146)AT1G33410| Symbols:  | similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:BAD13231.1); similar to Os02g0142500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001045864.1) | chr1:12109749-12118808 REVERSEnot assigned"	not assigned.unknown	35_2

CUST_179980_PI403524517	2	0.21436405	0.6843519	0.4170313	-0.28412247	-0.7162752	-0.21436405	35_50054	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_17759_PI403524517	2	0.103097916	-0.37644958	-0.0156030655	-0.005677223	0.005678177	0.03371811	35_5127	"Cluster: Myb-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Myb-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q84PV0	CHR1V7|COORD:25812961..25813793| AGP19/ATAGP19 (ARABINOGALACTAN-PROTEIN 19)	AT1G68725.1	CHR08V5|COORD:3432104..3435659|protein dnajc2 protein, putative, expressed	LOC_Os08g06240.1	no descriptionnot assigned not assigned not assigned not assigned not assigned	not assigned.unknown	35_2

CUST_170249_PI403524517	2	0.1570816	0.026530266	0.07374954	-0.09163284	-0.026529312	-0.2205801	35_47419	"Cluster: Hypothetical protein P0403C05.12-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0403C05.12-1 - Oryza sativa (japonica cultiv"	UniRef90_Q5JN10	CHR1V7|COORD:9207607..9209753| aspartate/glutamate/uridylate kinase family protein	AT1G26640.1	CHR01V5|COORD:32516604..32512254|protein archaeal kinase, putative, expressed	LOC_Os01g55890.4	no descriptionweakly similar to ( 199)AT1G26640| Symbols:  | aspartate/glutamate/uridylate kinase family protein | chr1:9207607-9209753 REVERSEAAK_FomA-like COG1608	nucleotide metabolism.phosphotransfer and pyrophosphatases.misc	23_4_99

CUST_3985_PI404877155	2	0.03392887	0.26318264	-0.07697296	-0.116620064	-0.033929825	0.06663513	Contig14677_at	putative zinc finger POZ domain protein [Oryza sativa (japonica cultivar-group)]	BAC20790.1	speckle-type POZ protein-related	At3g06190.1	protein BTB/POZ domain, putative	Os06g45730	"ATBPM2;speckle-type POZ protein-related, similar to SPOP (novel nuclear speckle-type protein)  (SP:O43791)   (Homo sapiens); contains Pfam PF00651 : BTB/POZ domain; contains Pfam PF00917: MATH domain or  speckle-type POZ protein-related, similar to SPOP ("	RNA.regulation of transcription.unclassified	27_3_99

CUST_7496_PI403524517	2	0.014388084	0.06829262	-0.026643753	-0.099466324	0.042782784	-0.014388084	35_2086	"Cluster: Serine/threonine-protein phosphatase PP2A-5 catalytic subunit; n=22; Magnoliophyta|Rep: Serine/threonine-protein phosphatase PP2A-5 catalytic"	UniRef90_O04951	"CHR1V7|COORD:3428706..3430438| PP2A-2 (protein phosphatase 2a-2); protein phosphatase type 2A"	AT1G10430.1	CHR02V5|COORD:6577608..6572759|protein OsPP2Ac-3 - Phosphatase 2A isoform 3 belonging to family 1, expressed	LOC_Os02g12580.1	"no descriptionhighly similar to ( 597)AT1G10430| Symbols: PP2A-2 | PP2A-2 (protein phosphatase 2a-2); protein phosphatase type 2A | chr1:3428706-3430438 REVERSEhighly similar to ( 629)PP2A3_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned PP2Ac PP2Ac ApaH Metallophos"	protein.postranslational modification	29_4

CUST_79954_PI403524517	2	-0.085783005	-1.4022045	0.19065475	-0.23669147	0.085783005	0.19340706	35_22928	"Cluster: Negatively light-regulated protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Negatively light-regulated protein, putative,"	UniRef90_Q10ML2	"CHR4V7|COORD:9142677..9144370| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G69510.2); similar to negatively light-regulated protein, putative,"	AT4G16146.1	CHR03V5|COORD:10785605..10782926|protein expressed protein	LOC_Os03g19220.2	" no descriptionvery weakly similar to (81.6)AT4G16146| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G69510.2); similar to negatively light-regulated protein, putative, expressed [Oryza sativa (japonica cultivar-group)] (GB:ABA97694.2); contains InterPro domain Lg106-like; (InterPro:IPR012482) | chr4:9142677-9144370 REVERSELg106 "	not assigned.unknown	35_2

CUST_139081_PI403524517	2	-0.1995306	0.39269304	0.12262344	-0.06958628	0.069586754	-0.07333946	35_39011	Rep: OSJNBb0003B01.9 protein - Oryza sativa (Rice)	UniRef90_Q7XPH4	"CHR2V7|COORD:9362070..9364038| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G56180.1); similar to Os04g0639300 [Oryza sativa (japonica"	AT2G21960.1	CHR04V5|COORD:32266490..32263959|protein expressed protein	LOC_Os04g54640.2	"no descriptionvery weakly similar to (86.3)AT2G21960| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G56180.1); similar to Os04g0639300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001054033.1); similar to OSJNBb0003B01.9 [Oryza sativa (japonica cultivar-group)] (GB:CAE03618.3); similar to unnamed protein product [Ostreococcus tauri] (GB:CAL58559.1) | chr2:9362070-9364038 FORWARD"	not assigned.unknown	35_2

CUST_15622_PI399408534	2	0.04253578	-0.042536736	-0.12083435	-0.052189827	0.05528927	0.07653046	35_23195	Rep: H0801D08.6 protein - Oryza sativa (Rice)	UniRef90_Q259D3	CHR2V7|COORD:12370758..12372157| Dof-type zinc finger domain-containing protein	AT2G28810.1	CHR04V5|COORD:34437850..34435230|protein expressed protein	LOC_Os04g58190.3	no descriptionweakly similar to ( 104)AT2G28810| Symbols:  | Dof-type zinc finger domain-containing protein | chr2:12370758-12372157 FORWARDweakly similar to ( 104)PBF_MAIZEDof zinc finger protein PBF - Zea mays (Maize)zf-Dof	RNA.regulation of transcription.C2C2(Zn) DOF zinc finger family	27_3_8

CUST_57373_PI403524517	2	0.18774223	-0.20940971	-0.052052498	0.05205345	-0.08543587	0.21413326	35_16361	"Cluster: Os05g0478200 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0478200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DHB3	"CHR3V7|COORD:19142146..19143995| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G64385.1); similar to Os05g0478200 [Oryza sativa (japonica"	AT3G51580.1	CHR05V5|COORD:23431818..23436994|protein expressed protein	LOC_Os05g40040.1	"no descriptionvery weakly similar to (90.1)AT3G51580| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G64385.1); similar to Os05g0478200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001055846.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAT01366.1) | chr3:19142146-19143995 REVERSE"	not assigned.unknown	35_2

CUST_163044_PI403524517	2	-0.007078171	0.6366205	0.007078171	-0.18052673	0.068014145	-0.013429642	35_45473	"Cluster: Hypothetical protein P0026H03.10; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0026H03.10 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6H742	"CHR4V7|COORD:9638602..9641659| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G14290.1); similar to unknown protein [Arabidopsis thaliana]"	AT4G17150.1	CHR02V5|COORD:5483079..5489303|protein expressed protein	LOC_Os02g10440.1	"no descriptionvery weakly similar to (51.6)AT4G17150| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G14290.1); similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G23540.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABF96061.1); similar to Os06g0609700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001058047.1); contains InterPro domain Esterase/lipase/thioesterase; (InterPro:IPR000379) | chr4:9638602-9641659 FORWARD"	not assigned.unknown	35_2

CUST_11204_PI403524517	2	0.12200546	-0.041246414	-0.037107468	-0.0052814484	0.0052833557	0.058713913	35_3176	Rep: Proteasome subunit alpha type 4-1 - Oryza sativa (Rice)	UniRef90_P0C1G8	"CHR3V7|COORD:7792826..7793578| PAC1 (20S proteasome alpha subunit C1); peptidase"	AT3G22110.1	CHR06V5|COORD:3869165..3869917|protein proteasome subunit alpha type 4, putative	LOC_Os06g07978.1	"no descriptionmoderately similar to ( 387)AT3G22110| Symbols: PAC1 | PAC1 (20S proteasome alpha subunit C1); peptidase | chr3:7792826-7793578 REVERSEmoderately similar to ( 452)PSA4A_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned proteasome_alpha_type_4 proteasome_alpha PRK03996 proteasome_alpha_archeal PRE1 proteasome_alpha_type_7 proteasome_alpha_type_5 proteasome_protease_HslV proteasome_alpha_type_2 Proteasome proteasome_alpha_type_3 proteasome_alpha_type_6 proteasome_alpha_type_1 Ntn_hydrolase proteasome_beta_archeal proteasome_beta PRK12323 proteasome_beta_type_7 PRK07003 proteasome_beta_type_6 Atrophin-1 PRK07764 proteasome_beta_type_2 Herpes_BLLF1 APC_basic DUF566 HPC2 Tymo_45kd_70kd proteasome_beta_type_1 proteasome_beta_type_5 KAR9 PRK12678 Pneumo_att_G DUF1421 PRK10856 AF-4 MAP65_ASE1 IER Drf_FH1 Metaviral_G Herpes_capsid WTX Extensin_2 DUF1509 PRK05648"	protein.degradation.ubiquitin.proteasom	29_5_11_20

CUST_48791_PI403524517	2	0.11179924	-1.5320425	-0.14119339	0.20596409	-0.11179924	0.28595448	35_13933	Rep: Histone H2AX - Picea abies (Norway spruce) (Picea excelsa)	UniRef90_P35063	CHR1V7|COORD:20418274..20418873| histone H2A, putative	AT1G54690.1	CHR03V5|COORD:29242072..29242796|protein histone H2A, putative, expressed	LOC_Os03g51200.1	 no descriptionweakly similar to ( 177)AT1G54690| Symbols:  | histone H2A, putative | chr1:20418274-20418873 REVERSEweakly similar to ( 178)H2AXA_ORYSAnot assigned not assigned H2A H2A HTA1 Histone PRK12678 Protamine_P1 	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_4521_PI403524517	2	-1.1059008	-0.9285145	-0.012034416	0.061012268	0.30694485	0.012034416	35_1247	Rep: H0716A07.8 protein - Oryza sativa (Rice)	UniRef90_Q01MR5	CHR1V7|COORD:24050550..24052200| CP5	AT1G64720.1	CHR04V5|COORD:1139305..1135888|protein CP5, putative, expressed	LOC_Os04g02910.3	no descriptionweakly similar to ( 133)AT1G64720| Symbols: CP5 | CP5 | chr1:24050550-24052200 REVERSE	not assigned.no ontology	35_1

CUST_182776_PI403524517	2	0.41614056	-0.0555892	-0.07193756	0.0555892	-0.36077547	0.10900068	35_50804	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_17102_PI404877155	2	-0.053216934	0.15174389	0.053216934	-0.10549164	-0.08506107	0.09882736	HS17M12u_s_at	unknown protein [Arabidopsis thaliana] gb|AAM20073.1| unknown protein [Arabidopsis thaliana]	AAL49823.1	zinc finger protein-related / D111/G-patch domain-containing protein / RNA recognition motif (RRM)-containing	At3g54230.1	protein RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain), putative	Os02g07070	"similar to RNA recognition motif (RRM)-containing protein [Arabidopsis thaliana] (TAIR:At2g16940.1); similar to putative RNA-binding protein 10 [Oryza sativa (japonica cultivar-group)] (GB:XP_464248.1); contains InterPro domain D111/G-patch domain (InterP"	RNA.RNA binding	27_4

CUST_33402_PI403524517	2	-0.09698582	-1.3812485	1.0883331	0.09698582	0.3553276	-0.22143364	35_9633	Rep: OSIGBa0101C23.5 protein - Oryza sativa (Rice)	UniRef90_Q01J22	CHR4V7|COORD:5792246..5792629| AGP10 (Arabinogalactan protein 10)	AT4G09030.1	CHR04V5|COORD:27108415..27107534|protein fibroin heavy chain precursor, putative	LOC_Os04g46110.1	no descriptionPRK12323 PRK07764	not assigned.unknown	35_2

CUST_53578_PI403524517	2	0.061286926	-0.21337509	-0.06830406	0.026460648	-0.021347046	0.021348953	35_15239	Rep: Structural protein - Hordeum vulgare (Barley)	UniRef90_Q43493	0	0	0	0	no description	not assigned.unknown	35_2

CUST_105481_PI403524517	2	0.05354595	0.0094919205	-0.009492874	-0.29726696	-0.10957813	0.023395538	35_30041	Rep: OSIGBa0143N19.8 protein - Oryza sativa (Rice)	UniRef90_Q01IM6	CHR1V7|COORD:25589639..25591264| thioesterase family protein	AT1G68260.1	CHR04V5|COORD:27483581..27481805|protein pollen thioesterase, putative, expressed	LOC_Os04g46730.1	no descriptionweakly similar to ( 149)AT1G68260| Symbols:  | thioesterase family protein | chr1:25589639-25591264 REVERSE4HBT FcbC hot_dog	not assigned.no ontology	35_1

CUST_2556_PI403524517	2	0.007504463	0.47497177	0.19645977	-0.20854759	-0.0075035095	-0.20579433	35_699	"Cluster: CBS domain containing protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: CBS domain containing protein, expressed - Oryza sativa"	UniRef90_Q10D87	CHR5V7|COORD:3429174..3430143| CBS domain-containing protein	AT5G10860.1	CHR03V5|COORD:30160996..30156918|protein CBS domain protein, putative, expressed	LOC_Os03g52690.4	no descriptionweakly similar to ( 154)AT5G10860| Symbols:  | CBS domain-containing protein | chr5:3429174-3430143 REVERSECBS_pair_10 CBS_pair_9 CBS_pair_CAP-ED_DUF294_PBI_assoc2 CBS_pair_17 CBS_pair_BON_assoc COG0517 CBS CBS_pair_CAP-ED_DUF294_PBI_assoc CBS_pair_3 COG2905 CBS_pair CBS_pair_21 CBS_pair_KpsF_GutQ_assoc CBS_pair_23 CBS_pair_ACT_assoc CBS_pair_12 CBS_pair_CAP-ED_DUF294_assoc_bac CBS_pair_8 CBS_pair_25 CBS_pair_20 CBS_pair_ACT_assoc2	not assigned.no ontology	35_1

CUST_158774_PI403524517	2	0.05180931	0.02749157	0.06621361	-0.107774734	-0.027490616	-0.036663055	35_44320	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_67345_PI403524517	2	-0.3965206	0.7688942	-0.091641426	0.09164047	-0.33852482	0.1709652	35_19229	"Cluster: Membrane protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Membrane protein, putative, expressed - Oryza sativa (japonica"	UniRef90_Q10SN4	"CHR1V7|COORD:23412719..23414390| ATRBL2 (ARABIDOPSIS THALIANA RHOMBOID-LIKE 2); serine-type endopeptidase"	AT1G63120.1	CHR03V5|COORD:910583..913121|protein membrane protein, putative, expressed	LOC_Os03g02530.1	"no descriptionmoderately similar to ( 308)AT1G63120| Symbols: ATRBL2 | ATRBL2 (ARABIDOPSIS THALIANA RHOMBOID-LIKE 2); serine-type endopeptidase | chr1:23412719-23414390 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Rhomboid COG0705 Herpes_BLLF1 PRK07764 Tymo_45kd_70kd PRK10907 PRK12323 PRK07003 SerH Pneumo_att_G"	not assigned.no ontology	35_1

CUST_4636_PI404877155	2	0.19744873	0.057782173	0.10262203	-0.057782173	-0.25506687	-0.089315414	Contig15805_at	DNAJ heat shock N-terminal domain-containing protein [Arabidopsis thaliana] pir||H96770 protein heat shock protein F1O17.8 [imported] - Arab	NP_177565.1	DNAJ heat shock N-terminal domain-containing protein	At1g74250.1	protein protein heat shock protein F1O17.8 [imported] - Arabidopsis thaliana	Os12g31840	NONE	stress.abiotic.heat	20_2_1

CUST_1580_PI404877155	2	0.29459572	0.07849121	-0.07849026	-0.25109768	-0.2699871	0.09090233	Contig11777_at	putative zinc transporter [Oryza sativa (japonica cultivar-group)] gb|AAP59426.1| zinc transporter [Oryza sativa (japonica cultivar-group)]	AAO37513.1	metal transporter, putative (ZIP11)	At1g55910.1	protein putative zinc transporter	Os03g29850	"metal transporter, putative (ZIP11), similar to putative zinc transporter ZIP2 (Arabidopsis thaliana) gi:3252868:gb:AAC24198; member of the Zinc (Zn2+)-Iron (Fe2+) permease (ZIP) family, PMID:11500563"	transport.metal	34_12

CUST_63517_PI403524517	2	0.116108894	0.010931969	0.05143833	-0.13050175	-0.05299759	-0.010931969	35_18134	"Cluster: NADP dependent malic enzyme; n=4; Oryza sativa (japonica cultivar-group)|Rep: NADP dependent malic enzyme - Oryza sativa (japonica cultivar-group)"	UniRef90_Q9FRT2	"CHR5V7|COORD:9024552..9028263| ATNADP-ME3 (NADP-MALIC ENZYME 3); malate dehydrogenase (oxaloacetate-decarboxylating) (NADP+)/ malic enzyme/"	AT5G25880.1	CHR01V5|COORD:30492864..30498506|protein NADP-dependent malic enzyme, putative, expressed	LOC_Os01g52500.2	" no descriptionhighly similar to ( 889)AT5G11670| Symbols: ATNADP-ME2 | ATNADP-ME2 (NADP-MALIC ENZYME 2); malate dehydrogenase (oxaloacetate-decarboxylating) (NADP+)/ malic enzyme/ oxidoreductase, acting on NADH or NADPH, NAD or NADP as acceptor | chr5:3754457-3758041 FORWARDhighly similar to ( 936)MAOX_VITVINADP-dependent malic enzyme - Vitis vinifera (Grape)not assigned SfcA Malic_M malic PRK07232 PRK12862 PRK12861 "	TCA / org. transformation.other organic acid transformaitons.malic	8_2_10

CUST_3193_PI403524517	2	-0.053715706	-0.085139275	0.11655426	0.04168701	0.0063209534	-0.006321907	35_869	Rep: Acyl-CoA-binding protein - Tropaeolum majus (Common nasturtium)	UniRef90_Q7XJJ8	"CHR1V7|COORD:11411113..11412080| ACBP (ACYL-COA-BINDING PROTEIN); acyl-CoA binding"	AT1G31812.1	CHR06V5|COORD:861570..859906|protein acyl-CoA-binding protein, putative, expressed	LOC_Os06g02490.1	"no descriptionvery weakly similar to (98.6)AT1G31812| Symbols: ACBP | ACBP (ACYL-COA-BINDING PROTEIN); acyl-CoA binding | chr1:11411113-11412080 REVERSEweakly similar to ( 115)ACBP_RICCOAcyl-CoA-binding protein - Ricinus communis (Castor bean)not assigned ACBP ACBP ACB"	lipid metabolism.FA synthesis and FA elongation.acyl-CoA binding protein	11_1_13

CUST_3502_PI399408534	2	-2.8374462	-1.0889254	0.7541475	0.40114403	0.3549919	-0.3549919	35_30738	"Cluster: Putative immediate-early fungal elicitor protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative immediate-early fungal elicitor protein - O"	UniRef90_Q6ER82	CHR2V7|COORD:15090180..15091415| U-box domain-containing protein	AT2G35930.1	CHR02V5|COORD:19977308..19975637|protein ubiquitin-protein ligase, putative, expressed	LOC_Os02g33590.1	no descriptionweakly similar to ( 129)AT2G35930| Symbols:  | U-box domain-containing protein | chr2:15090180-15091415 REVERSEnot assigned not assigned PRK12323 PRK07764	RNA.regulation of transcription.PHOR1	27_3_64

CUST_115030_PI403524517	2	0.15967655	-0.36822033	0.06979561	-0.11561298	-0.04924488	0.04924488	35_32637	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_9214_PI403524517	2	0.025583267	0.12907696	-0.0059461594	-0.13624763	0.0059461594	-0.043034554	35_2589	"Cluster: Os09g0504700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0504700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J0N2	CHR5|COORD:19748399..19750251| zinc finger (C3HC4-type RING finger) family protein, contains Pfam profile: PF00097 zinc finger, C3HC4 type (RING finger)	AT5G48655.3	CHR09V5|COORD:19506572..19502940|protein ubiquitin-protein ligase/ zinc ion binding protein, putative, expressed	LOC_Os09g32690.2	no descriptionvery weakly similar to (85.9)AT5G48655| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr5:19748801-19749712 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned RING PEX10 RING	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_3262_PI404877155	2	-0.0014038086	0.22651291	0.09682274	-0.07978821	-0.065989494	0.0014038086	Contig13726_at	putative male sterility 1 protein [Oryza sativa (japonica cultivar-group)] dbj|BAC07324.1| putative male sterility 1 protein [Oryza sativa (	NP_915021.1	PHD finger family protein	At1g33420.1	protein PHD-finger, putative	Os01g65600	PHD finger family protein, contains Pfam profile: PF00628: PHD-finger	RNA.regulation of transcription.Alfin-like	27_3_02

CUST_56056_PI403524517	2	0.055088043	-0.03785515	-0.0108881	-0.033341408	0.10385418	0.010887146	35_15955	"Cluster: Hypothetical protein OJ1135_F06.5; n=3; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1135_F06.5 - Oryza sativa (japonica cultivar"	UniRef90_Q6ZHU5	CHR1V7|COORD:10223447..10224578| nucleic acid binding	AT1G29250.1	CHR06V5|COORD:23820377..23822342|protein expressed protein	LOC_Os06g40040.1	no descriptionweakly similar to ( 174)AT1G29250| Symbols:  | nucleic acid binding | chr1:10223447-10224578 REVERSEAlba	not assigned.unknown	35_2

CUST_52993_PI403524517	2	0.02186203	-0.022903442	0.0812397	-0.07396793	0.06376648	-0.02186203	35_15088	"Cluster: Putative 24 kDa seed maturation protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative 24 kDa seed maturation protein - Oryza sativa (japon"	UniRef90_Q8S2K0	CHR4V7|COORD:12318080..12319584| BTI1 (VIRB2-INTERACTING PROTEIN 1)	AT4G23630.1	CHR01V5|COORD:31065545..31067577|protein seed maturation protein, putative, expressed	LOC_Os01g53520.1	no descriptionmoderately similar to ( 268)AT4G23630| Symbols: BTI1 | BTI1 (VIRB2-INTERACTING PROTEIN 1) | chr4:12318080-12319584 FORWARDnot assigned Reticulon	not assigned.no ontology	35_1

CUST_1758_PI399408534	2	-0.061453342	-0.3840351	0.10798216	0.028777122	-0.024318695	0.024318695	35_9627	"Cluster: Putative heat stress transcription factor Spl7; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative heat stress transcription factor Spl7 - Oryza"	UniRef90_Q6K6S5	"CHR4V7|COORD:8077514..8079242| AT-HSFA5 (Arabidopsis thaliana heat shock transcription factor A5); DNA binding / transcription factor"	AT4G13980.1	CHR02V5|COORD:17422157..17425503|protein heat shock transcription factor like protein, putative, expressed	LOC_Os02g29340.1	" no descriptionvery weakly similar to (51.6)AT4G13980| Symbols: HSFA5, AT-HSFA5 | AT-HSFA5 (Arabidopsis thaliana heat shock transcription factor A5); DNA binding / transcription factor | chr4:8077514-8079242 REVERSE"	RNA.regulation of transcription.HSF,Heat-shock transcription factor family	27_3_23

CUST_133191_PI403524517	2	-0.21298122	-0.72816944	0.04207611	-0.04207611	0.6804218	0.12457371	35_37395	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_169448_PI403524517	2	0.035902977	0.26173878	0.05832529	-0.07753372	-0.0359025	-0.29710913	35_47196	"Cluster: Putative receptor-like protein kinase; n=2; Arabidopsis thaliana|Rep: Putative receptor-like protein kinase - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q8RWC6	CHR2V7|COORD:10309059..10311620| leucine-rich repeat transmembrane protein kinase, putative	AT2G24230.1	CHR08V5|COORD:10652201..10649073|protein BRASSINOSTEROID INSENSITIVE 1 precursor, putative, expressed	LOC_Os08g17410.1	 no descriptionweakly similar to ( 151)AT2G24230| Symbols:  | leucine-rich repeat transmembrane protein kinase, putative | chr2:10309059-10311620 REVERSEvery weakly similar to (55.8)PSKR_DAUCAPhytosulfokine receptor precursor - Daucus carota (Carrot)not assigned not assigned not assigned not assigned COG4886 	stress.biotic	20_1

CUST_61409_PI403524517	2	0.08868885	-0.16449451	0.023417473	-0.046429634	-0.02341652	0.054698944	35_17529	"Cluster: Putative inositol-1-monophosphatase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative inositol-1-monophosphatase - Oryza sativa (japonica"	UniRef90_Q6H6B9	CHR1V7|COORD:11144842..11146781| inositol monophosphatase family protein	AT1G31190.1	CHR02V5|COORD:3796759..3792677|protein inositol-1-monophosphatase, putative, expressed	LOC_Os02g07350.1	no descriptionmoderately similar to ( 466)AT1G31190| Symbols:  | inositol monophosphatase family protein | chr1:11144842-11146781 FORWARDweakly similar to ( 132)IMPP_MESCRInositol monophosphatase - Mesembryanthemum crystallinum (Common ice plant)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned IMPase Inositol_P SuhB IMPase_like PRK10757 PRK12676 Bacterial_IMPase_like_2 Bacterial_IMPase_like_1 Arch_FBPase_1 CysQ PAP_phosphatase CysQ FIG Arch_FBPase_2 IPPase PRK07764 Extensin_2	minor CHO metabolism.myo-inositol.inositol phosphatase	3_4_5

CUST_106035_PI403524517	2	0.12391853	-0.45907402	-0.15260887	-0.01048851	0.015057564	0.01048851	35_30186	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_148405_PI403524517	2	0.3423705	0.08871937	0.027983189	-0.027982712	-0.06642246	-0.4560609	35_41517	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_28260_PI399408534	2	0.14242935	0.2832489	-0.056061745	-0.08850193	-0.21018124	0.056061745	35_7767	"Cluster: Hypothetical protein P0617H07.8; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0617H07.8 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q53WJ1	CHR1V7|COORD:2737557..2743373| transcription factor jumonji (jmj) family protein / zinc finger (C5HC2 type) family protein	AT1G08620.1	CHR05V5|COORD:5919449..5926178|protein jmjC domain containing protein, expressed	LOC_Os05g10770.1	no descriptionmoderately similar to ( 213)AT1G08620| Symbols:  | transcription factor jumonji (jmj) family protein / zinc finger (C5HC2 type) family protein | chr1:2737557-2743373 FORWARDnot assigned FYRC FYRC FYRN	RNA.regulation of transcription.JUMONJI family	27_3_57

CUST_15498_PI403524517	2	0.077988625	0.0867672	-0.15961933	-0.04265213	-0.01266861	0.01266861	35_4476	"Cluster: Putative polyprotein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative polyprotein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8H8L9	0	0	CHR03V5|COORD:32140799..32146457|protein retrotransposon protein, putative, unclassified	LOC_Os03g56530.1	no description	not assigned.unknown	35_2

CUST_6236_PI399408534	2	-0.44158077	-0.63038063	0.9267101	0.18316364	0.32436752	-0.18316269	35_14193	Rep: Lipoxygenase 2 - Hordeum vulgare var. distichum (Two-rowed barley)	UniRef90_Q42847	CHR3V7|COORD:7927018..7931174| lipoxygenase, putative	AT3G22400.1	CHR03V5|COORD:30266016..30269529|protein lipoxygenase 2, putative, expressed	LOC_Os03g52860.1	 no descriptionhighly similar to ( 962)AT3G22400| Symbols: LOX5 | lipoxygenase, putative | chr3:7927018-7931174 FORWARDnearly identical (1356)LOX2_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Lipoxygenase PLAT_LH2 LH2 PLAT Herpes_BLLF1 APC_basic PRK07764 PRK12323 PRK12678 PRK07003 AF-4 Atrophin-1 DUF566 Metaviral_G SerH PRK05648 Tymo_45kd_70kd Glutenin_hmw HPC2 Pneumo_att_G KAR9 Herpes_TAF50 	hormone metabolism.jasmonate.synthesis-degradation.lipoxygenase	17_7_1_2

CUST_154140_PI403524517	2	0.012957573	-0.7172117	-0.01295805	0.35729504	0.11123943	-0.21015263	35_43071	"Cluster: Hypothetical protein OJ1119_A04.111; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1119_A04.111 - Oryza sativa (japonica cult"	UniRef90_Q7F1U5		0	CHR07V5|COORD:929603..926794|protein expressed protein	LOC_Os07g02590.2	no description	not assigned.unknown	35_2

CUST_6615_PI403524517	2	0.014129639	-0.5679045	-0.042330742	0.13321209	0.08825874	-0.014130592	35_1835	"Cluster: Serine/threonine protein phosphatase 2A 55 kDa regulatory subunit B beta isoform; n=2; Oryza sativa|Rep: Serine/threonine protein phosphatase 2A 55 kDa"	UniRef90_Q6Z8B7	"CHR1V7|COORD:6093942..6098058| ATB BETA (Arabidopsis thaliana serine/threonine protein phosphatase 2A 55 kDa regulatory subunit B beta isofor); nucleotide bindi"	AT1G17720.1	CHR02V5|COORD:6971934..6963959|protein serine/threonine protein phosphatase 2A 55 kDa regulatory subunit Bbeta isoform, putative, expressed	LOC_Os02g13110.2	"no descriptionhighly similar to ( 749)AT1G17720| Symbols:  | ATB BETA (Arabidopsis thaliana serine/threonine protein phosphatase 2A 55 kDa regulatory subunit B beta isofor); nucleotide binding | chr1:6093942-6098058 REVERSEhighly similar to ( 850)2ABB_ORYSAnot assigned not assigned not assigned CDC55 WD40"	protein.postranslational modification	29_4

CUST_9356_PI399408534	2	0.06072998	-0.08132172	-0.046424866	-0.03694153	0.044846535	0.03694153	35_18430	"Cluster: Small GTP-binding protein domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Small GTP-binding protein domain"	UniRef90_Q10QD5	"CHR3V7|COORD:18503659..18505006| ATARLA1C (ADP-ribosylation factor-like A1C); GTP binding"	AT3G49870.1	CHR03V5|COORD:5269680..5266711|protein ADP-ribosylation factor-like protein 8B, putative, expressed	LOC_Os03g10370.1	"no descriptionmoderately similar to ( 324)AT3G49870| Symbols: ATARLA1C | ATARLA1C (ADP-ribosylation factor-like A1C); GTP binding | chr3:18503659-18505006 REVERSEweakly similar to ( 110)ARF1_CHLREADP-ribosylation factor 1 - Chlamydomonas reinhardtiinot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Arl10_like Arf_Arl Arf Sar1 Arl1 Arl6 Arl3 Arl2 Arfrp1 Arf6 ARF Ras_like_GTPase Arf1_5_like Arl5_Arl8 Arl9_Arfrp2_like ARLTS1 Arl4_Arl7 Arl2l1_Arl13_like SAR ARD1 Rab COG1100 Ras RAB Rab32_Rab38 Rab18 Rab1_Ypt1 Rab8_Rab10_Rab13_like Rab6 SR_beta Rab5_related Ras Rab19 Rab33B_Rab33A Rab4 RabA_like Spg1 Rab11_like Rab21 Rab35 Rab7 Rab30 Era_like COG2229 Rab36_Rab34 HflX Rho Rab23_lke Rab9 Rab26 Miro Rab28 Ran Rab20 RJL RAS Rab39 Rab3 Rit_Rin_Ric MMR_HSR1"	signalling.G-proteins	30_5

CUST_104799_PI403524517	2	-0.06612301	-0.08393288	0.20925665	0.42889833	0.06612301	-0.14536238	35_29860	"Cluster: Hypothetical protein F4D11.90; n=3; Arabidopsis thaliana|Rep: Hypothetical protein F4D11.90 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_O65530	CHR4V7|COORD:10275928..10278502| leucine-rich repeat family protein / extensin family protein	AT4G18670.1	0	0	no description	not assigned.unknown	35_2

CUST_159115_PI403524517	2	0.2686262	-0.13312292	-0.15701103	-0.16075039	0.19546843	0.13312244	35_44412	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_44464_PI403524517	2	0.14825392	0.76551247	0.05289173	-0.05289173	-0.17516088	-0.30626202	35_12756	Rep: H0212B02.1 protein - Oryza sativa (Rice)	UniRef90_Q25AN2	CHR2V7|COORD:9956536..9959807| transport protein-related	AT2G23360.1	CHR04V5|COORD:32861822..32867352|protein expressed protein	LOC_Os04g55570.1	no descriptionweakly similar to ( 103)AT2G23360| Symbols:  | transport protein-related | chr2:9956536-9959807 FORWARDDUF869	not assigned.unknown	35_2

CUST_888_PI403524517	2	-0.11473751	0.31682682	-0.101592064	0.044548035	-0.028074265	0.028075218	35_232	"Cluster: Adenosine 5'-phosphosulfate reductase 6, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Adenosine 5'-phosphosulfate"	UniRef90_Q2QP53	"CHR3V7|COORD:992472..994322| ATAPRL5 (APR-LIKE 5); electron carrier/ protein disulfide oxidoreductase"	AT3G03860.1	CHR12V5|COORD:21635926..21632781|protein OsAPRL6 - Oryza sativa adenosine 5'-phosphosulfate reductase-like, expressed	LOC_Os12g35640.1	"no descriptionweakly similar to ( 157)AT3G03860| Symbols: ATAPRL5 | ATAPRL5 (APR-LIKE 5); electron carrier/ protein disulfide oxidoreductase | chr3:992472-994322 FORWARDnot assigned not assigned PDI_a_ERp44_like PDI_a_family TRX_family"	redox.thioredoxin	21_1

CUST_155026_PI403524517	2	-0.03917885	0.36620522	0.11847305	-0.08394623	0.03917885	-0.047784805	35_43307	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_53899_PI403524517	2	-0.021821976	0.4058113	0.08659363	-0.349576	-0.056842804	0.021821976	35_15336	"Cluster: Putative trehalose-6-phosphate synthase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative trehalose-6-phosphate synthase - Oryza sativa (japon"	UniRef90_Q8H7S6	"CHR1V7|COORD:25501156..25503904| ATTPS6 (Arabidopsis thaliana trehalose phosphatase/synthase 6); trehalose-phosphatase"	AT1G68020.2	CHR03V5|COORD:6502602..6498166|protein trehalose-6-phosphate synthase, putative, expressed	LOC_Os03g12360.2	" no descriptionhighly similar to ( 630)AT1G68020| Symbols: TPS6, ATTPS6 | ATTPS6 (Arabidopsis thaliana trehalose phosphatase/synthase 6); trehalose-phosphatase | chr1:25501156-25503904 FORWARDnot assigned not assigned not assigned Trehalose_PPase Glyco_transf_20 OtsB OtsA PRK10117 PRK12323 "	minor CHO metabolism.trehalose.potential TPS/TPP	3_2_3

CUST_6233_PI404877155	2	0.011673927	0.47454834	-0.38839817	0.11664009	-0.32314587	-0.011673927	Contig18748_at	putative leucine-rich repeat transmembrane protein kinase 1 [Oryza sativa (japonica cultivar-group)] dbj|BAC75564.1| putative leucine-rich r	NP_910457.1	leucine-rich repeat transmembrane protein kinase, putative	At5g45840.1	protein Leucine Rich Repeat, putative	Os05g39410	leucine-rich repeat transmembrane protein kinase, putative,  and genscan+	signalling.receptor kinases.leucine rich repeat VI	30_2_6

CUST_130668_PI403524517	2	-0.039589882	-0.2905836	0.07999039	0.03958893	0.12015438	-0.046369553	35_36695	"Cluster: Hydrolase, TatD family like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hydrolase, TatD family like protein - Oryza sativa (japonica cult"	UniRef90_Q6Z130	CHR3V7|COORD:19434083..19436161| tatD-related deoxyribonuclease family protein	AT3G52390.1	CHR07V5|COORD:3117115..3120818|protein deoxyribonuclease tatD, putative, expressed	LOC_Os07g06440.2	no descriptionweakly similar to ( 158)AT3G52390| Symbols:  | tatD-related deoxyribonuclease family protein | chr3:19434083-19436161 REVERSEnot assigned TatD_DNAse TatD_DNase TatD PRK10425	not assigned.no ontology	35_1

CUST_8940_PI399408534	2	-0.36936283	-0.039153576	0.062253952	0.22065163	-0.19608593	0.039153576	35_124	"Cluster: Calmodulin-binding protein-like; n=3; Oryza sativa (japonica cultivar-group)|Rep: Calmodulin-binding protein-like - Oryza sativa (japonica cultivar-gro"	UniRef90_Q5VS79	"CHR5V7|COORD:25069603..25071396| ATBAG7 (ARABIDOPSIS THALIANA BCL-2-ASSOCIATED ATHANOGENE 7); calmodulin binding"	AT5G62390.1	CHR06V5|COORD:307754..304994|protein IQ calmodulin-binding motif family protein, expressed	LOC_Os06g01500.1	 no descriptionvery weakly similar to (93.2)AT4G31990| Symbols: AAT3, ATAAT1 | ASP5 (ASPARTATE AMINOTRANSFERASE 5) | chr4:15470882-15473527 REVERSEnot assigned 	signalling.calcium	30_3

CUST_9237_PI404877155	2	-0.052544594	-0.30194378	-0.03354168	0.052666664	0.11045265	0.03354168	Contig3031_at	OSJNBb0060E08.6 [Oryza sativa (japonica cultivar-group)]	CAE04743.3	RNA-binding protein 45 (RBP45), putative	At1g11650.2	protein RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain), putative	Os08g09100	NONE	RNA.regulation of transcription.unclassified	27_3_99

CUST_21578_PI399408534	2	-0.01082325	0.0078029633	-0.050304413	0.025616646	0.12279892	-0.0078029633	35_6294	"Cluster: Calmodulin-binding protein MPCBP, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Calmodulin-binding protein MPCBP, putative, exp"	UniRef90_Q2QNH6	"CHR2V7|COORD:17903126..17905601| NPG1 (NO POLLEN GERMINATION 1); calmodulin binding"	AT2G43040.1	CHR12V5|COORD:23167260..23162944|protein calmodulin-binding protein MPCBP, putative, expressed	LOC_Os12g37780.1	"no descriptionhighly similar to ( 527)AT2G43040| Symbols: NPG1 | NPG1 (NO POLLEN GERMINATION 1); calmodulin binding | chr2:17903126-17905601 REVERSEnot assigned not assigned TPR"	signalling.calcium	30_3

CUST_111195_PI403524517	2	-0.22507	-0.008278847	0.1334405	-0.007404804	0.007404804	0.010168552	35_31576	"Cluster: Putative cytochrome P450; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative cytochrome P450 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q9AS41	"CHR4V7|COORD:10931755..10934222| (cytochrome P450, family 71, subfamily A, polypeptide 27); oxygen binding"	AT4G20240.1	CHR01V5|COORD:15910552..15908652|protein cytochrome P450 71D10, putative, expressed	LOC_Os01g27890.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_63967_PI403524517	2	-0.08858204	0.044708252	-0.008077621	0.008076668	0.06300545	-0.070347786	35_18270	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10NA6	0	0	CHR03V5|COORD:9355002..9356774|protein expressed protein	LOC_Os03g16874.3	"no descriptionvery weakly similar to (95.5)AT1G47278| Symbols:  | similar to Os08g0422300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001061827.1); similar to Os03g0276700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001049714.1) | chr1:17333823-17334166 FORWARD"	not assigned.no ontology	35_1

CUST_30266_PI403524517	2	0.160676	0.3534422	0.16464376	-0.16067553	-0.5682173	-0.22035694	35_8736	"Cluster: Os02g0191700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0191700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E365	CHR1V7|COORD:20340237..20343202| calcium-binding EF-hand family protein	AT1G54450.1	CHR02V5|COORD:5075533..5071312|protein calcium ion binding protein, putative, expressed	LOC_Os02g09840.1	no descriptionweakly similar to ( 101)AT1G54450| Symbols:  | calcium-binding EF-hand family protein | chr1:20340237-20343202 REVERSEnot assigned PRK12323	protein.postranslational modification	29_4

CUST_7126_PI399408534	2	-0.24698448	-0.48278618	0.1117363	0.29675293	0.44012833	-0.11173725	35_5075	"Cluster: Os09g0462700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os09g0462700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J148	"CHR1V7|COORD:17435122..17437245| ATRBP47C' (RNA-BINDING PROTEIN 47C'); RNA binding"	AT1G47500.1	CHR09V5|COORD:17498162..17502055|protein expressed protein	LOC_Os09g28810.1	" no descriptionmoderately similar to ( 234)AT1G47500| Symbols: ATRBP47C' | ATRBP47C' (RNA-BINDING PROTEIN 47C'); RNA binding | chr1:17435122-17437245 FORWARDvery weakly similar to (59.7)ROC1_NICSY29 kDa ribonucleoprotein A, chloroplast precursor - Nicotiana sylvestris (Wood tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned RRM COG0724 RRM_1 "	RNA.regulation of transcription.unclassified	27_3_99

CUST_152759_PI403524517	2	-0.12612629	-0.06864643	0.13854218	0.068647385	0.24014091	-0.30046368	35_42699	"Cluster: Os07g0297300 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os07g0297300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D745	"CHR1V7|COORD:23999659..24002288| similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAC84790.1); contains domain no description"	AT1G64600.1	CHR07V5|COORD:11634963..11630345|protein expressed protein	LOC_Os07g20150.1	"no descriptionweakly similar to ( 130)AT1G64600| Symbols:  | similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAC84790.1); contains domain no description (G3D.3.40.50.150); contains domain S-adenosyl-L-methionine-dependent methyltransferases (SSF53335); contains domain CYTOCHROME C OXIDASE ASSEMBLY PROTEIN COX11 (PTHR21320) | chr1:23999659-24002288 FORWARD"	not assigned.unknown	35_2

CUST_164_PI399407379	2	-0.30652237	-0.017717361	-0.09028721	0.16985607	0.017718315	0.20974636	HvCKX8									

CUST_138127_PI403524517	2	0.08984709	-0.14666939	0.1131897	-0.07153177	-0.0040359497	0.004035473	35_38739	Rep: H0402C08.4 protein - Oryza sativa (Rice)	UniRef90_Q259J4	CHR3V7|COORD:6984061..6987951| protein arginine N-methyltransferase family protein	AT3G20020.1	CHR04V5|COORD:34362020..34366822|protein protein arginine N-methyltransferase 6, putative, expressed	LOC_Os04g58060.2	no descriptionvery weakly similar to (65.1)AT3G20020| Symbols:  | protein arginine N-methyltransferase family protein | chr3:6984061-6987951 REVERSEnot assigned	misc.O- methyl transferases	26_6

CUST_26493_PI403524517	2	0.030433655	0.050628662	-0.12110424	-0.10243416	-0.018553734	0.018553734	35_7675	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QP93	"CHR4V7|COORD:1403289..1404663| similar to hypothetical protein DDBDRAFT_0185878 [Dictyostelium discoideum AX4] (GB:XP_638709.1); similar to Os12g0538100 [Oryza"	AT4G03180.1	CHR12V5|COORD:21398248..21396181|protein expressed protein	LOC_Os12g35270.1	"no descriptionvery weakly similar to (97.4)AT4G03180| Symbols:  | similar to hypothetical protein DDBDRAFT_0185878 [Dictyostelium discoideum AX4] (GB:XP_638709.1); similar to Os12g0538100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001066939.1) | chr4:1403289-1404663 FORWARDnot assigned rRNA_processing"	not assigned.unknown	35_2

CUST_19269_PI404877155	2	-0.051962852	-0.60443306	-0.07947159	0.219347	0.19876862	0.051963806	rbaal1m15_s_at	glycine dehydrogenase (decarboxylating) (EC 1.4.4.2) [imported] - Hordeum sp. x Triticum sp gb|AAB82711.1| glycine decarboxylase P subunit [	T46636	glycine dehydrogenase (decarboxylating), putative / glycine decarboxylase, putative / glycine cleavage system	At4g33010.1	protein glycine dehydrogenase	Os01g51410	glycine dehydrogenase (decarboxylating)	amino acid metabolism.degradation.serine-glycine-cysteine group.glycine	13_2_5_2

CUST_52954_PI403524517	2	0.010604858	0.0	-0.011195183	-0.008506775	0.0	0.017653465	35_15078	Rep: Putative thiol protease - Hordeum vulgare (Barley)	UniRef90_O48605	CHR2V7|COORD:14400510..14401856| cysteine proteinase, putative	AT2G34080.1	CHR04V5|COORD:463423..461638|protein cysteine proteinase At4g11310 precursor, putative, expressed	LOC_Os04g01710.1	 no descriptionvery weakly similar to (99.0)AT2G34080| Symbols:  | cysteine proteinase, putative | chr2:14400510-14401856 REVERSEvery weakly similar to (87.4)CYSEP_PHAVUVignain precursor - Phaseolus vulgaris (Kidney bean) (French bean)not assigned not assigned Peptidase_C1A Peptidase_C1 Pept_C1 Peptidase_C1A_CathepsinB Peptidase_C1A_CathepsinC Peptidase_C1A_CathepsinX Peptidase_C1 	protein.degradation.cysteine protease	29_5_3

CUST_83646_PI403524517	2	-0.1510024	-0.23654222	0.15828848	0.15100193	-0.30039692	0.29388332	35_23981	"Cluster: Cytidine/deoxycytidylate deaminase-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Cytidine/deoxycytidylate deaminase-like protein - Ory"	UniRef90_Q6ERC2	CHR5V7|COORD:8448883..8451049| hydrolase/ zinc ion binding	AT5G24670.1	CHR09V5|COORD:2221909..2211165|protein hydrolase/ zinc ion binding protein, putative, expressed	LOC_Os09g04210.3	no descriptionweakly similar to ( 180)AT5G24670| Symbols:  | hydrolase/ zinc ion binding | chr5:8448883-8451049 FORWARDnot assigned CumB nucleoside_deaminase	nucleotide metabolism.deoxynucleotide metabolism.cytosine deaminase	23_5_3

CUST_2479_PI403524517	2	0.03604889	-0.2293005	-7.49588E-4	7.4863434E-4	0.0259161	-0.021547318	35_673	"Cluster: Cell division protease ftsH homolog, chloroplast precursor; n=4; Magnoliophyta|Rep: Cell division protease ftsH homolog, chloroplast precursor - Oryza"	UniRef90_Q5Z974	"CHR1V7|COORD:18618066..18620598| FTSH1 (FtsH protease 1); ATP-dependent peptidase/ ATPase/ metallopeptidase"	AT1G50250.1	CHR06V5|COORD:30876995..30869319|protein OsFtsH1 - Oryza sativa FtsH protease, homologue of AtFtsH1/5, expressed	LOC_Os06g51029.1	"no descriptionhighly similar to ( 775)AT1G50250| Symbols: FTSH1 | FTSH1 (FtsH protease 1); ATP-dependent peptidase/ ATPase/ metallopeptidase | chr1:18618066-18620598 REVERSEhighly similar to ( 784)FTSH_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned HflB hflB Peptidase_M41 RPT1 PRK03992 AAA SpoVK COG1223 AAA COG0714 AAA TT_ORF1 PRK04195 MGS1 clpX HslU hslU"	protein.degradation.metalloprotease	29_5_7

CUST_147585_PI403524517	2	0.0860939	0.1278553	-0.31254864	0.12754631	-0.086094856	-0.09943962	35_41299	"Cluster: Hypothetical protein OJ1791_B03.17-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1791_B03.17-1 - Oryza sativa (japonica cu"	UniRef90_Q6K5H8	"CHR1V7|COORD:25377958..25379473| similar to At1g67700/F12A21_30 [Medicago truncatula] (GB:ABE84614.1); contains domain OLIGOPEPTIDASE"	AT1G67700.2	CHR02V5|COORD:23462202..23460100|protein expressed protein	LOC_Os02g38820.1	"no descriptionvery weakly similar to (89.0)AT1G67700| Symbols:  | similar to At1g67700/F12A21_30 [Medicago truncatula] (GB:ABE84614.1); contains domain OLIGOPEPTIDASE (PTHR11804:SF2); contains domain PROTEASE M3 THIMET OLIGOPEPTIDASE-RELATED (PTHR11804) | chr1:25377958-25379473 FORWARD"	protein.degradation	29_5

CUST_110872_PI403524517	2	-0.17505455	-0.23387432	0.029563904	0.06044388	0.20407009	-0.029563904	35_31484	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_25168_PI403524517	2	-0.020943642	-0.43802643	-0.06871605	0.062137604	0.1424408	0.020943642	35_7299	"Cluster: Putative ribosomal protein L3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ribosomal protein L3 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q9LIT4	"CHR3V7|COORD:5978065..5979578| RPL3P (ribosomal protein large subunit 3P); structural constituent of ribosome"	AT3G17465.1	CHR01V5|COORD:8288164..8293023|protein 50S ribosomal protein L3-2, chloroplast precursor, putative, expressed	LOC_Os01g14830.1	"no descriptionvery weakly similar to (78.2)AT3G17465| Symbols: RPL3P | RPL3P (ribosomal protein large subunit 3P); structural constituent of ribosome | chr3:5978065-5979578 REVERSEnot assigned"	protein.synthesis.misc ribososomal protein	29_2_2

CUST_130608_PI403524517	2	0.015459061	-0.00879097	0.00879097	-0.028266907	-0.058519363	0.00879097	35_36678	"Cluster: 60S ribosomal protein L8; n=5; Magnoliophyta|Rep: 60S ribosomal protein L8 - Solanum lycopersicum (Tomato) (Lycopersicon esculentum)"	UniRef90_P29766	"CHR2V7|COORD:7844233..7845242| EMB2296 (EMBRYO DEFECTIVE 2296); structural constituent of ribosome"	AT2G18020.1	CHR12V5|COORD:23316452..23318339|protein 60S ribosomal protein L2, putative, expressed	LOC_Os12g38000.1	no descriptionmoderately similar to ( 264)AT4G36130| Symbols:  | 60S ribosomal protein L8 (RPL8C) | chr4:17097616-17098659 FORWARDmoderately similar to ( 256)RL8_TOBAC60S ribosomal protein L8 - Nicotiana tabacum (Common tobacco)not assigned not assigned rpl2p RplB Ribosomal_L2_C rpl2 rplB	protein.synthesis.mito/plastid ribosomal protein.plastid	29_2_1_1

CUST_4475_PI403524517	2	0.05719948	1.521863	0.08182621	-0.34430695	-0.1267662	-0.05720043	35_1235	Rep: Hypersensitive-induced response protein - Zea mays (Maize)	UniRef90_Q9M582	CHR5V7|COORD:25218546..25219761| band 7 family protein	AT5G62740.1	CHR05V5|COORD:29408904..29403455|protein hypersensitive-induced response protein, putative, expressed	LOC_Os05g51420.2	no descriptionmoderately similar to ( 280)AT5G62740| Symbols:  | band 7 family protein | chr5:25218546-25219761 FORWARDnot assigned Band_7_4 Band_7 PHB Band_7_stomatin_like HflC Band_7 Band_7_HflK	not assigned.no ontology	35_1

CUST_119741_PI403524517	2	0.0065517426	0.70819855	0.17978	-0.07286453	-0.0065517426	-0.1147213	35_33871	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_78830_PI403524517	2	-0.011191845	0.45209694	0.011192322	0.07409859	-0.40381145	-0.24511147	35_22604	"Cluster: Putative amino acid transporter; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative amino acid transporter - Oryza sativa (japonica cultivar-gro"	UniRef90_Q5Z9R9	"CHR1V7|COORD:21680288..21683978| AAP1 (AMINO ACID PERMEASE 1); amino acid permease"	AT1G58360.1	CHR06V5|COORD:21207205..21213384|protein amino acid permease 1, putative, expressed	LOC_Os06g36210.1	" no descriptionmoderately similar to ( 434)AT1G58360| Symbols: NAT2, AAP1 | AAP1 (AMINO ACID PERMEASE 1); amino acid permease | chr1:21680288-21683978 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Aa_trans SdaC CodB Herpes_BLLF1 PotE PRK12323 PRK07003 APC_basic "	transport.amino acids	34_3

CUST_78624_PI403524517	2	0.06500149	-0.6713381	-0.12363148	0.052900314	-0.052900314	0.16678429	35_22543	"Cluster: Hypothetical protein OJ1126_B10.10; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1126_B10.10 - Oryza sativa (japonica cultiv"	UniRef90_Q6L5F2	"CHR3V7|COORD:10370830..10373555| similar to hypothetical protein MtrDRAFT_AC124951g14v1 [Medicago truncatula] (GB:ABE84845.1); similar to Os05g0577800"	AT3G27930.1	CHR05V5|COORD:28690832..28683779|protein expressed protein	LOC_Os05g50200.2	"no descriptionvery weakly similar to (77.0)AT3G27930| Symbols:  | similar to hypothetical protein MtrDRAFT_AC124951g14v1 [Medicago truncatula] (GB:ABE84845.1); similar to Os05g0577800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001056409.1) | chr3:10370830-10373555 REVERSE"	not assigned.unknown	35_2

CUST_13707_PI403524517	2	-0.24285507	0.059301376	0.16416264	0.18032265	-0.10984039	-0.05930233	35_3933	Rep: H0313F03.11 protein - Oryza sativa (Rice)	UniRef90_Q25AQ9	"CHR1V7|COORD:10855478..10857952| MUR4 (MURUS 4); catalytic"	AT1G30620.2	CHR04V5|COORD:31184307..31188222|protein UDP-arabinose 4-epimerase 2, putative, expressed	LOC_Os04g52730.1	 no descriptionhighly similar to ( 578)AT1G30620| Symbols: UXE1, MUR4 | MUR4 (MURUS 4) | chr1:10855478-10857952 FORWARDhighly similar to ( 607)ARAE2_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned GalE PRK10675 Epimerase WcaG RfbB Gmd PRK10084 PRK10217 COG1086 RmlD_sub_bind Polysacc_synt_2 RfbD rfaD 3Beta_HSD 	cell wall.precursor synthesis.MUR4	10_1_9

CUST_26061_PI399408534	2	-0.19725513	0.95704174	0.09212017	-0.19274426	-0.011457443	0.011457443	35_20107	"Cluster: Putative aspartic proteinase nepenthesin II; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative aspartic proteinase nepenthesin II - Oryza sativ"	UniRef90_Q8RVE6	"CHR5V7|COORD:435320..436681| PCS1 (PROMOTION OF CELL SURVIVAL1); aspartic-type endopeptidase/ peptidase"	AT5G02190.1	CHR01V5|COORD:36596586..36594912|protein aspartic proteinase nepenthesin-2 precursor, putative, expressed	LOC_Os01g62630.1	"no descriptionmoderately similar to ( 423)AT5G02190| Symbols: PCS1 | PCS1 (PROMOTION OF CELL SURVIVAL1); aspartic-type endopeptidase/ peptidase | chr5:435320-436681 FORWARDvery weakly similar to (70.1)ASP1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Asp Atrophin-1 PRK12323 PRK07003 Herpes_BLLF1 PRK07764 PRK12678 SerH TT_ORF1 Protamine_P1"	RNA.regulation of transcription.unclassified	27_3_99

CUST_29719_PI403524517	2	0.031414986	-0.22538185	-0.04030323	0.045431137	0.11020088	-0.031414032	35_8582	"Cluster: Hypothetical protein OSJNBa0009H03.25; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0009H03.25 - Oryza sativa (japonica"	UniRef90_Q6EPR6	"CHR5V7|COORD:22434034..22435847| PPX2 (protein phosphatase x-2); protein serine/threonine phosphatase"	AT5G55260.1	CHR09V5|COORD:6232843..6237922|protein serine/threonine-protein phosphatase PP-X isozyme 2, putative, expressed	LOC_Os09g11230.1	" no descriptionhighly similar to ( 588)AT5G55260| Symbols: EP128, PPX-2, PPX2 | PPX2 (protein phosphatase x-2); protein serine/threonine phosphatase | chr5:22434034-22435847 FORWARDmoderately similar to ( 430)PP2A_TOBACSerine/threonine-protein phosphatase PP2A catalytic subunit - Nicotiana tabacum (Common tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned PP2Ac PP2Ac ApaH Metallophos "	protein.postranslational modification	29_4

CUST_92840_PI403524517	2	0.19237041	0.20036697	-0.058005333	-0.11458349	0.049429417	-0.04942894	35_26544	"Cluster: CBS domain-containing protein, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: CBS domain-containing protein, putative, expressed"	UniRef90_Q10SE0	CHR4V7|COORD:16176550..16179191| CBS domain-containing protein	AT4G33700.1	CHR03V5|COORD:1454680..1461706|protein hemolysin, putative, expressed	LOC_Os03g03430.2	no descriptionweakly similar to ( 158)AT4G33700| Symbols:  | CBS domain-containing protein | chr4:16176550-16179191 REVERSEnot assigned CBS_pair_CorC_HlyC_assoc TlyC CorB	not assigned.no ontology	35_1

CUST_149289_PI403524517	2	-0.20703268	0.1030097	0.07956076	0.12093067	-0.07956076	-0.12192249	35_41761	"Cluster: Zinc finger protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Zinc finger protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69QZ4	CHR5V7|COORD:18367238..18369319| zinc finger (C3HC4-type RING finger) family protein	AT5G45290.1	CHR02V5|COORD:33990985..33984751|protein zinc finger, C3HC4 type family protein, expressed	LOC_Os02g55520.2	no descriptionvery weakly similar to (71.2)AT5G45290| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr5:18367238-18369319 REVERSEnot assigned COG5540	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_66756_PI403524517	2	0.04212761	-0.12943935	-0.029016495	-0.01516819	0.01516819	0.08598328	35_19061	"Cluster: Putative MAGE; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative MAGE - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XIY9	CHR1|COORD:12746598..12748538| MAGE-8 antigen-related, contains weak similarity to Swiss-Prot:P43361 melanoma-associated antigen 8 (MAGE-8 antigen) (Homo	AT1G34770.2	CHR07V5|COORD:2688958..2691389|protein MAGE, putative, expressed	LOC_Os07g05650.1	no descriptionmoderately similar to ( 263)AT1G34770| Symbols:  | MAGE-8 antigen-related | chr1:12746602-12748427 FORWARDnot assigned MAGE	not assigned.no ontology	35_1

CUST_73084_PI403524517	2	-0.13984108	0.5272474	0.33167458	-0.100990295	-0.01798153	0.017980576	35_20956	"Cluster: Os07g0162300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0162300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D8G3	CHR5V7|COORD:14810267..14813058| RIO1 family protein	AT5G37350.1	CHR07V5|COORD:3322052..3328243|protein serine/threonine-protein kinase RIO1, putative, expressed	LOC_Os07g06820.1	no descriptionmoderately similar to ( 243)AT5G37350| Symbols:  | RIO1 family protein | chr5:14811067-14813058 FORWARDnot assigned not assigned RIO1_euk RIO RIO1_like RIO1 RIO1 RIO RIO3_euk	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_136453_PI403524517	2	-0.055073738	0.07277107	0.05507469	-0.16166401	0.07495594	-0.397398	35_38262	"Cluster: Putative ABC transporter; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative ABC transporter - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K7R4	CHR1V7|COORD:23972513..23977032| ATGCN3 (Arabidopsis thaliana general control non-repressible 3)	AT1G64550.1	CHR02V5|COORD:35517489..35511662|protein protein GCN20, putative, expressed	LOC_Os02g58020.3	no descriptionweakly similar to ( 171)AT1G64550| Symbols: ATGCN3 | ATGCN3 (Arabidopsis thaliana general control non-repressible 3) | chr1:23972513-23977032 FORWARDnot assigned not assigned not assigned Uup ABCF_EF-3 ABC_Iron-Siderophores_B12_Hemin ABC_ATPase FepC PRK10575	transport.ABC transporters and multidrug resistance systems	34_16

CUST_84919_PI403524517	2	0.12404537	-0.566216	-0.49563313	0.17016792	-0.12404537	0.20213604	35_24330	"Cluster: Os02g0261000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0261000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E289	0	0	CHR02V5|COORD:9106570..9111691|protein harpin-induced protein, putative, expressed	LOC_Os02g16030.1	no description	not assigned.unknown	35_2

CUST_58258_PI403524517	2	-0.067863464	0.7498131	0.24285793	-0.21181297	-0.10401344	0.067863464	35_16610	Rep: OSIGBa0076I14.4 protein - Oryza sativa (Rice)	UniRef90_Q01L88	CHR4V7|COORD:8231175..8232781| heterogeneous nuclear ribonucleoprotein, putative / hnRNP, putative	AT4G14300.1	CHR04V5|COORD:20760952..20753676|protein expressed protein	LOC_Os04g34610.1	no descriptionnot assigned not assigned not assigned PRK07003 PRK08581 AraH Herpes_BLLF1	not assigned.unknown	35_2

CUST_40823_PI403524517	2	0.045567513	0.31670284	-0.1006279	-0.045567513	-0.16660786	0.07010746	35_11740	"Cluster: Putative dihydropyrimidine amidohydrolase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative dihydropyrimidine amidohydrolase - Oryza sativa"	UniRef90_Q5VR53	CHR5V7|COORD:3941701..3944728| dihydropyrimidinase / DHPase / dihydropyrimidine amidohydrolase / hydantoinase (PYD2)	AT5G12200.1	CHR01V5|COORD:34622500..34632829|protein dihydropyrimidinase, putative, expressed	LOC_Os01g59340.2	no descriptionweakly similar to ( 104)AT5G12200| Symbols:  | dihydropyrimidinase / DHPase / dihydropyrimidine amidohydrolase / hydantoinase (PYD2) | chr5:3941701-3944728 REVERSEnot assigned PRK08323 D-HYD	nucleotide metabolism.degradation	23_2

CUST_3049_PI403524517	2	-0.036969185	-0.3998146	-0.21188068	0.19295502	0.036969185	0.117853165	35_830	"Cluster: Hypothetical protein P0431A03.1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0431A03.1 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6ZAA3	"CHR1V7|COORD:25781721..25782746| similar to Os08g0432500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001061868.1); similar to ATP-dependent Clp"	AT1G68660.1	CHR08V5|COORD:20815137..20812214|protein ATP-dependent Clp protease adaptor protein ClpS containing protein, expressed	LOC_Os08g33540.1	"no descriptionweakly similar to ( 180)AT1G68660| Symbols:  | similar to Os08g0432500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001061868.1); contains InterPro domain ATP-dependent Clp protease adaptor protein ClpS; (InterPro:IPR003769) | chr1:25781721-25782746 REVERSEclpS ClpS clpS COG2127"	not assigned.unknown	35_2

CUST_30450_PI403524517	2	0.005166054	-0.515018	-0.061080933	0.049804688	-0.0051651	0.044866562	35_8791	"Cluster: Putative oxysterol binding protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative oxysterol binding protein - Oryza sativa (japonica cultiv"	UniRef90_Q6ZJR8	CHR4V7|COORD:11860980..11866119| oxysterol-binding family protein	AT4G22540.1	CHR08V5|COORD:3154294..3158875|protein oxysterol-binding protein-related protein 6, putative, expressed	LOC_Os08g05870.1	no descriptionweakly similar to ( 144)AT4G22540| Symbols:  | oxysterol binding | chr4:11860980-11863897 REVERSEnot assigned not assigned	cell. vesicle transport	31_4

CUST_3940_PI404877155	2	-0.006467819	0.027819633	0.0064668655	-0.0067663193	0.10681534	-0.040449142	Contig14567_at	putative transcription activator [Oryza sativa (japonica cultivar-group)]	AAO38468.1	expressed protein	At4g37740.1	protein growth-regulating factor, putative	Os11g35030	NONE	RNA.regulation of transcription.General Transcription	27_3_50

CUST_88013_PI403524517	2	-0.5852957	0.22295856	-0.21140385	0.29227257	-0.21929646	0.2114029	35_25198	Rep: WRKY transcription factor - Triticum aestivum (Wheat)	UniRef90_A0MAV0	"CHR5V7|COORD:114184..116236| similar to proline-rich family protein [Arabidopsis thaliana] (TAIR:AT3G09000.1); similar to Os01g0141900 [Oryza"	AT5G01280.1	CHR09V5|COORD:10127824..10130135|protein OsWRKY74 - Superfamily of rice TFs having WRKY and zinc finger domains, expressed	LOC_Os09g16510.1	no description	not assigned.unknown	35_2

CUST_53103_PI403524517	2	0.009692192	0.18561172	-0.009693146	-0.08418846	-0.11007595	0.03362751	35_15116	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_114400_PI403524517	2	0.6246333	-0.07094908	-0.28285027	-0.27440214	0.0709486	0.37584972	35_32468	Rep: PREDICTED: hypothetical protein - Pan troglodytes	UniRef90_UPI0000E23E36	CHR1V7|COORD:22496859..22500684| proline-rich family protein	AT1G61080.1	CHR01V5|COORD:7690789..7683686|protein myb-like DNA-binding domain, SHAQKYF class family protein, expressed	LOC_Os01g13740.1	no description	not assigned.unknown	35_2

CUST_103233_PI403524517	2	0.12497425	0.53954315	0.004785061	-0.1969676	-0.004785061	-0.3184476	35_29437	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_82759_PI403524517	2	0.02401781	0.10598707	2.2822604	-0.02401781	-0.91692686	-0.42154217	35_23733	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10LU7	"CHR5V7|COORD:1541854..1543876| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G61670.1); similar to Os02g0464500 [Oryza sativa (japonica"	AT5G05190.1	CHR03V5|COORD:12333699..12337372|protein expressed protein	LOC_Os03g21640.2	"no descriptionvery weakly similar to (72.8)AT5G05190| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G61670.1); similar to Os02g0464500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001046806.1); similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:BAD19834.1); similar to Os03g0334200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001050029.1) | chr5:1541854-1543876 FORWARD"	not assigned.unknown	35_2

CUST_379_PI404877155	2	0.111522675	-0.5323267	-0.13477516	0.07839203	0.0440979	-0.0440979	Contig10271_at	GTP-binding protein TypA [Trifolium pratense]	AAR17698.1	elongation factor family protein	At5g13650.1	protein Elongation factor Tu GTP binding domain, putative	Os02g18450	elongation factor family protein, contains Pfam profiles: PF00009 elongation factor Tu GTP binding domain,PF00679 elongation factor G C-terminus,  PF03144 elongation factor Tu domain 2 or  elongation factor family protein, contains Pfam profiles: PF00009	signalling.G-proteins	30_5

CUST_82984_PI403524517	2	0.03839016	0.112504005	0.58523273	-0.18456268	-0.2767725	-0.038389206	35_23796	"Cluster: Os06g0698900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0698900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D9U1	"CHR3V7|COORD:7422838..7424604| ZML1 (ZIM-LIKE 1); transcription factor"	AT3G21175.2	CHR06V5|COORD:29369368..29364983|protein GATA transcription factor 25, putative, expressed	LOC_Os06g48534.1	no description	not assigned.unknown	35_2

CUST_28938_PI403524517	2	0.086735725	-0.13250446	0.061945915	-0.023762703	0.023763657	-0.042494774	35_8364	"Cluster: Hypothetical protein OSJNBa0088M05.10; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0088M05.10 - Oryza sativa (japonica"	UniRef90_Q6L4D0	CHR2V7|COORD:16224077..16225915| calmodulin-binding protein-related	AT2G38800.1	CHR05V5|COORD:18366859..18371065|protein expressed protein	LOC_Os05g31690.1	no descriptionCaM_binding	not assigned.unknown	35_2

CUST_1548_PI399408534	2	0.18096161	0.7252922	0.12042141	-0.12042189	-0.15532494	-0.39727688	35_45460	Rep: At5g02250 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q6NQJ6	"CHR5V7|COORD:454900..459061| EMB2730 (EMBRYO DEFECTIVE 2730); RNA binding / ribonuclease"	AT5G02250.1	CHR01V5|COORD:36473151..36465551|protein expressed protein	LOC_Os01g62440.1	"no descriptionweakly similar to ( 186)AT5G02250| Symbols: EMB2730 | EMB2730 (EMBRYO DEFECTIVE 2730); RNA binding / ribonuclease | chr5:454900-459061 FORWARDnot assigned RNB VacB"	RNA.processing.ribonucleases	27_1_19

CUST_58902_PI403524517	2	0.010402679	0.020076752	-0.010403633	-0.019936562	-0.04722023	0.064567566	35_16804	"Cluster: Os01g0195500 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0195500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JPX3	CHR5V7|COORD:3834155..3836024| eukaryotic translation initiation factor SUI1 family protein	AT5G11900.1	CHR01V5|COORD:5137727..5135265|protein density-regulated protein, putative, expressed	LOC_Os01g09890.1	no descriptionmoderately similar to ( 254)AT5G11900| Symbols:  | eukaryotic translation initiation factor SUI1 family protein | chr5:3834155-3836024 FORWARDnot assigned not assigned not assigned not assigned not assigned SUI1 SUI1 TT_ORF1 PRK09169	protein.synthesis.initiation	29_2_3

CUST_10931_PI404877155	2	-0.0013904572	0.0013904572	-0.25721836	0.12773514	-0.15555859	0.07956505	Contig4657_at	putative trehalose-6-phosphate synthase homolog [Oryza sativa (japonica cultivar-group)]	NP_916110.1	glycosyl transferase family 20 protein / trehalose-phosphatase family protein	At1g06410.1	protein trehalose-phosphatase, putative	Os01g54560	NONE	minor CHO metabolism.trehalose.potential TPS/TPP	3_2_3

CUST_88747_PI403524517	2	0.07631683	-0.2234993	-0.051948547	0.09367895	0.051948547	-0.16857052	35_25396	"Cluster: Lipoate-protein ligase A-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Lipoate-protein ligase A-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6YWJ8	CHR3V7|COORD:11008477..11009214| similar to Biotin/lipoate A/B protein ligase [Medicago truncatula] (GB:ABE80361.1)	AT3G29010.1	CHR08V5|COORD:21036917..21032164|protein lipoate protein ligase-like protein, putative, expressed	LOC_Os08g33810.1	no descriptionvery weakly similar to (71.2)AT3G29010| Symbols:  | similar to Biotin/lipoate A/B protein ligase [Medicago truncatula] (GB:ABE80361.1) | chr3:11008477-11009214 FORWARDnot assigned LplA	not assigned.unknown	35_2

CUST_84258_PI403524517	2	0.09082222	-0.18151855	-0.13111973	0.012160778	-0.012160301	0.33006763	35_24145	"Cluster: Hypothetical protein OSJNBb0024F06.11; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0024F06.11 - Oryza sativa (japonica"	UniRef90_Q8LJ56	0	0	CHR01V5|COORD:23002782..23005468|protein expressed protein	LOC_Os01g40190.1	no description	not assigned.unknown	35_2

CUST_14219_PI404877155	2	-0.016868591	0.35519123	0.10243511	-0.027884483	-0.09677029	0.016867638	Contig8050_s_at	major facilitator superfamily antiporter [Oryza sativa (japonica cultivar-group)] dbj|BAD81084.1| major facilitator superfamily antiporter [	AAN33181.1	15669835|transporter-related	At3g43790.1	protein major facilitator superfamily protein	Os01g17200	major facilitator superfamily antiporter	transport.ABC transporters and multidrug resistance systems	34_16

CUST_49117_PI403524517	2	-0.012784958	-0.4112816	-0.061624527	0.012784958	0.12829018	0.08256912	35_14019	Rep: Histone H2B.4 - Triticum aestivum (Wheat)	UniRef90_Q43215	CHR2V7|COORD:15743910..15744326| histone H2B, putative	AT2G37470.1	CHR01V5|COORD:36341546..36340693|protein histone H2B.4, putative, expressed	LOC_Os01g62230.1	 no descriptionweakly similar to ( 182)AT5G22880| Symbols:  | histone H2B, putative | chr5:7652133-7652570 REVERSEweakly similar to ( 186)H2B4_WHEATHistone H2B.4 - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned H2B Histone Tymo_45kd_70kd TT_ORF1 Protamine_P1 	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_99625_PI403524517	2	-0.48511744	0.3006339	0.0382452	0.27788877	-0.038244724	-0.35928774	35_28438	"Cluster: Putative cyclopropane synthase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative cyclopropane synthase - Oryza sativa (japonica cultivar-group"	UniRef90_Q7F0I5	CHR3V7|COORD:8428078..8433166| cyclopropane fatty acid synthase, putative / CPA-FA synthase, putative	AT3G23510.1	CHR12V5|COORD:9529283..9538466|protein cyclopropane fatty acid synthase, putative, expressed	LOC_Os12g16650.2	 no descriptionmoderately similar to ( 266)AT3G23510| Symbols:  | cyclopropane fatty acid synthase, putative / CPA-FA synthase, putative | chr3:8428078-8433166 FORWARDCOG2907 	lipid metabolism.Phospholipid synthesis.cyclopropane-fatty-acyl-phospholipid synthase	11_3_7

CUST_178385_PI403524517	2	-0.0024700165	-0.04260826	0.0024700165	0.19858074	-0.0065021515	0.28118515	35_49607	"Cluster: Hypothetical protein OSJNBa0053C23.17; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0053C23.17 - Oryza sativa (japonica"	UniRef90_Q8LN42	CHR4V7|COORD:12530042..12533674| hydrolase, alpha/beta fold family protein	AT4G24140.1	CHR10V5|COORD:20366572..20362881|protein catalytic/ hydrolase, putative, expressed	LOC_Os10g38860.1	 no descriptionvery weakly similar to ( 100)AT4G24140| Symbols:  | hydrolase, alpha/beta fold family protein | chr4:12530042-12533674 REVERSE	not assigned.no ontology	35_1

CUST_59892_PI403524517	2	0.15379047	0.19579697	0.031274796	-0.16290283	-0.15163422	-0.03127384	35_17075	"Cluster: Transcription initiation factor IID, 31kD subunit family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Transcription initiation"	UniRef90_Q10JT5	"CHR1V7|COORD:20217743..20218536| TAFII21 (TATA BINDING PROTEIN ASSOCIATED FACTOR 21KDA SUBUNIT); transcription initiation factor"	AT1G54140.1	CHR03V5|COORD:16749241..16754470|protein transcription initiation factor TFIID subunit 9B, putative, expressed	LOC_Os03g29470.1	"no descriptionweakly similar to ( 182)AT1G54140| Symbols: TAFII21 | TAFII21 (TATA BINDING PROTEIN ASSOCIATED FACTOR 21KDA SUBUNIT); transcription initiation factor | chr1:20217743-20218536 REVERSEnot assigned TFIID-31kDa TAF9"	RNA.transcription	27_2

CUST_95560_PI403524517	2	0.12525654	-0.25945568	-0.21341085	0.29070997	-0.12525702	0.21416092	35_27309	"Cluster: Putative ring finger protein; n=2; Oryza sativa|Rep: Putative ring finger protein - Oryza sativa (Rice)"	UniRef90_Q9FRJ9	0	0	CHR10V5|COORD:20726522..20725448|protein ring finger protein, putative, expressed	LOC_Os10g39450.1	no description	not assigned.unknown	35_2

CUST_22235_PI399408534	2	-0.83087254	-0.39767742	0.39767838	0.7379427	0.9866524	-1.0381155	35_14890	"Cluster: Putative transcription factor; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative transcription factor - Oryza sativa (japonica cultivar-group)"	UniRef90_Q94LQ6	CHR3V7|COORD:22384323..22385122| zinc finger (GATA type) family protein	AT3G60530.1	CHR10V5|COORD:21613604..21615499|protein GATA transcription factor 9, putative, expressed	LOC_Os10g40810.1	no descriptionweakly similar to ( 120)AT3G60530| Symbols:  | zinc finger (GATA type) family protein | chr3:22384323-22385122 FORWARD	RNA.regulation of transcription.C2C2(Zn) GATA transcription factor family	27_3_9

CUST_17628_PI399408534	2	0.008372307	0.06084442	-0.09200096	-0.07155228	-0.008371353	0.24388409	35_20425	"Cluster: Hypothetical protein OJ1124_H03.4; n=3; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1124_H03.4 - Oryza sativa (japonica cultivar"	UniRef90_Q94GQ7	CHR5V7|COORD:14478020..14482957| PHD finger family protein	AT5G36740.1	CHR03V5|COORD:30698003..30706129|protein DNA binding protein, putative, expressed	LOC_Os03g53630.1	no descriptionweakly similar to ( 160)AT5G36740| Symbols:  | PHD finger family protein | chr5:14478020-14482957 FORWARD	RNA.regulation of transcription.PHD finger transcription factor	27_3_63

CUST_56182_PI403524517	2	-1.3017654E-4	0.23935223	0.054728985	-0.037322998	1.3017654E-4	-0.11003208	35_15992	"Cluster: Os01g0929100 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os01g0929100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JGD3	CHR5V7|COORD:17597327..17598372| similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD88171.1)	AT5G43750.1	CHR01V5|COORD:41111973..41114069|protein expressed protein	LOC_Os01g70400.1	no descriptionmoderately similar to ( 218)AT5G43750| Symbols:  | similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD88171.1) | chr5:17597327-17598372 REVERSE	not assigned.unknown	35_2

CUST_125676_PI403524517	2	0.18961287	0.34411907	-0.13242531	-0.07713175	-0.38695955	0.077132225	35_35391	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_52933_PI403524517	2	-0.010457993	-0.4674015	0.05939865	-0.045892715	0.010457993	0.036143303	35_15073	"Cluster: Putative aconitate hydratase, cytoplasmic; n=1; Oryza sativa|Rep: Putative aconitate hydratase, cytoplasmic - Oryza sativa (Rice)"	UniRef90_Q6YZX6	CHR2V7|COORD:2141588..2146347| aconitate hydratase, cytoplasmic, putative / citrate hydro-lyase/aconitase, putative	AT2G05710.1	CHR08V5|COORD:5328607..5321187|protein aconitate hydratase, cytoplasmic, putative, expressed	LOC_Os08g09200.1	 no descriptionnearly identical (1592)AT2G05710| Symbols:  | aconitate hydratase, cytoplasmic, putative / citrate hydro-lyase/aconitase, putative | chr2:2141588-2146347 FORWARDnearly identical (1690)ACOC_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK09277 acnA AcnA AcnA_IRP Aconitase PRK07229 AcnA_IRP_Swivel Aconitase AcnA_Mitochondrial AcnA_Bact IPMI Aconitase_C LeuC PRK12466 PRK00402 PRK05478 Homoaconitase PRK11413 AcnA_Bact_Swivel Aconitase_swivel AcnA_Mitochon_Swivel LeuD AcnB AcnB PRK09238 IPMI_Swivel leuD 	TCA / org. transformation.TCA.aconitase	8_1_3

CUST_61182_PI403524517	2	-0.00582695	-1.8728561	-0.5555315	0.7123871	0.5219612	0.00582695	35_17454	"Cluster: Protease inhibitor/seed storage/LTP family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Protease inhibitor/seed storage/LTP"	UniRef90_Q108Z8	CHR4V7|COORD:7758606..7760888| leucine-rich repeat family protein / extensin family protein	AT4G13340.1	CHR10V5|COORD:21456421..21457351|protein NT16 polypeptide, putative, expressed	LOC_Os10g40614.1	no descriptionweakly similar to ( 120)AT4G12510| Symbols:  | protease inhibitor/seed storage/lipid transfer protein (LTP) family protein | chr4:7417411-7417800 REVERSEweakly similar to ( 117)CCDP_MAIZECortical cell-delineating protein precursor - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned HPS_like Drf_FH1 Extensin_2 PRK12323 DUF1421 Amelogenin Atrophin-1 TT_ORF1 PRK07764 PRK05648 GRP DUF1210 GRASP55_65 DUF605 COG4371 MFMR Tymo_45kd_70kd GP38 Tryp_alpha_amyl PRK10819 FAP Gag_spuma PRK06958 PRK11633 Totivirus_coat MCPVI TonB DUF1517 DedD tatB Cytadhesin_P30 PRK07003 Chorion_1 SMN COG5651 Harpin tolA COG2931 COG1512 DUF1777 Chon_Sulph_att HpaP CTNNB1_binding eIF-4B PRK12495 Prog_receptor PRK08853 PRK09111 Dehydrin PRK12372 Trypan_PARP Orthopox_C10L VirB10 PRK08770 PRK10856	misc.protease inhibitor/seed storage/lipid transfer protein (LTP) family protein	26_21

CUST_11767_PI404877155	2	0.08833885	-0.34834766	-0.091073036	-0.0025110245	0.04304123	0.0025110245	Contig5452_at	RNA helicase, putative [Arabidopsis thaliana] sp|O22899|DD15_ARATH Putative pre-mRNA splicing factor ATP-dependent RNA helicase pir||H84912	NP_182247.1	RNA helicase, putative	At2g47250.1	protein pre-mrna splicing factor atp-dependent rna helicase, putative	Os03g19960	RNA helicase, putative	RNA.processing.RNA helicase	27_1_2

CUST_8224_PI404877155	2	-0.05915737	0.61344147	0.05915737	-0.1845169	-0.1429472	0.09213066	Contig24221_at	ABC transporter family protein [Arabidopsis thaliana] pir||C96702 probable ABC transporter T23K23.21 [imported] - Arabidopsis thaliana	NP_176961.1	ABC transporter family protein	At1g67940.1	protein probable ABC transporter T23K23.21 [imported] - Arabidopsis thaliana	Os06g48060	NONE	transport.ABC transporters and multidrug resistance systems	34_16

CUST_18361_PI399408534	2	-0.06325531	0.063256264	0.12239838	-0.24670696	0.091059685	-0.17216015	35_3716	"Cluster: Hypothetical protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XXQ5	"CHR5V7|COORD:22234496..22236219| ILR3 (IAA-LEUCINE RESISTANT3); DNA binding / transcription factor"	AT5G54680.1	CHR07V5|COORD:21468163..21465042|protein bHLH transcription factor, putative, expressed	LOC_Os07g35870.1	"no descriptionmoderately similar to ( 205)AT5G54680| Symbols: ILR3 | ILR3 (IAA-LEUCINE RESISTANT3); DNA binding / transcription factor | chr5:22234496-22236219 FORWARD"	RNA.regulation of transcription.bHLH,Basic Helix-Loop-Helix family	27_3_6

CUST_57379_PI403524517	2	0.03133583	-0.12138176	-0.017735481	0.017736435	0.05432129	-0.092163086	35_16362	Rep: H0523F07.15 protein - Oryza sativa (Rice)	UniRef90_Q01JP8	"CHR1V7|COORD:27022237..27025504| SERK1 (SOMATIC EMBRYOGENESIS RECEPTOR-LIKE KINASE 1); kinase"	AT1G71830.1	CHR04V5|COORD:22653439..22648195|protein BRASSINOSTEROID INSENSITIVE 1-associated receptor kinase 1 precursor, putative, expressed	LOC_Os04g38480.1	" no descriptionhighly similar to ( 725)AT1G71830| Symbols: ATSERK1, SERK1 | SERK1 (SOMATIC EMBRYOGENESIS RECEPTOR-LIKE KINASE 1); kinase | chr1:27022237-27025504 FORWARDmoderately similar to ( 230)PSKR_DAUCAPhytosulfokine receptor precursor - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PTKc TyrKc S_TKc Pkinase_Tyr S_TKc Pkinase PTKc_EphR PTKc_Jak_rpt2 PTKc_Fes_like PTKc_Csk_like PTKc_Srm_Brk PTKc_InsR_like SPS1 PTKc_Met_Ron PTKc_Trk PTKc_EGFR_like PTKc_Src_like PTKc_FGFR PTKc_Syk_like PTKc_Fer PTKc_EphR_A2 PTKc_Ror PTKc_Abl PTKc_Frk_like PTKc_EphR_B PTKc_Ack_like PTKc_ALK_LTK PTKc_Musk PTKc_Jak2_Jak3_rpt2 PTKc_Tec_like PTK_CCK4 PTKc_Fes PTKc_Chk PTKc_Lck_Blk PTKc_EphR_A PTKc_Axl_like PTKc_Itk PTKc_c-ros PTKc_Aatyk PTKc_TrkA PTKc_InsR PTKc_Csk PTKc_Lyn PTKc_FGFR1 PTKc_RET PTKc_Aatyk1_Aatyk3 PTKc_Tie2 PTKc_FGFR3 PTKc_FGFR2 PTKc_Btk_Bmx PTKc_Tyk2_rpt2 PTKc_Src PTKc_HER2 PTKc_Fyn_Yrk PTKc_EGFR PTKc_TrkC PTKc_TrkB PTKc_HER4 PTKc_FGFR4 PTKc_Ror1 PTKc_Yes PTKc_Axl PTKc_Tec_Rlk PTKc_PDGFR PTKc_DDR PTKc_IGF-1R PTKc_Hck PTK_HER3 PTKc_Jak1_rpt2 PTKc_FAK PTK_Ryk PTKc_Aatyk2 PTKc_Tyro3 PTKc_Tie1 PTKc_Tie PTKc_VEGFR PTKc_DDR_like PTKc_EphR_A10 PTKc_VEGFR3 PTKc_DDR2 PTKc_DDR1 PTKc_Ror2 PTKc_Zap-70 PRK07764 PTK_Jak2_Jak3_rpt1 PTKc_Syk PTK_Jak_rpt1 PRK12323 PRK07003 PTKc_Kit PTKc_CSF-1R Extensin_2 FAP DUF1421 PRK05648 PTKc_VEGFR2 tatB "	protein.postranslational modification.kinase.receptor like cytoplasmatic kinase VII	29_4_1_57

CUST_14082_PI403524517	2	0.22143173	0.50102043	0.064391136	-0.23433113	-0.064391136	-0.068489075	35_4039	"Cluster: Hypothetical protein P0022B05.125; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0022B05.125 - Oryza sativa (japonica cultivar"	UniRef90_Q7XIE8	"CHR2V7|COORD:16735456..16738238| similar to proline-rich family protein [Arabidopsis thaliana] (TAIR:AT3G09000.1); similar to Os01g0141900 [Oryza"	AT2G40070.1	CHR07V5|COORD:1087509..1085687|protein F-box domain containing protein, expressed	LOC_Os07g02910.1	no descriptionnot assigned not assigned not assigned not assigned PRK12323 PRK07003 Herpes_BLLF1 Tymo_45kd_70kd Herpes_LP	not assigned.unknown	35_2

CUST_4110_PI404877155	2	-0.17425871	1.7611418	-0.01707983	0.456285	-0.27571678	0.017080307	Contig14939_at	sucrose transporter [Oryza sativa (japonica cultivar-group)]	BAC67165.1	sucrose transporter / sucrose-proton symporter (SUC3)	At2g02860.1	protein Sucrose Transporter	Os02g36700	sucrose transporter	transporter.sugars.sucrose	34_2_01

CUST_9644_PI404877155	2	-0.69699764	-2.4676895	0.69699764	1.0928679	0.90300274	-0.98715687	Contig3392_at	sucrose-fructan 6-fructosyltransferase (EC 2.4.1.-) large chain - barley emb|CAA58235.1| sucrose:fructan 6-fructosyltransferase [Hordeum vul	T06184	beta-fructosidase (BFRUCT3) / beta-fructofuranosidase / invertase, vacuolar	At1g62660.1	protein vacuolar acid invertase	Os02g01590	sucrose-fructan 6-fructosyltransferase (EC 2.4.1.-) large chain	major CHO metabolism.degradation.sucrose.invertases.vacuolar	2_2_1_03_03

CUST_20535_PI403524517	2	-0.097673416	0.3663311	0.033384323	0.025724411	-0.13117218	-0.025725365	35_5958	"Cluster: Hypothetical protein OSJNBa0016N23.107; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0016N23.107 - Oryza sativa (japonic"	UniRef90_Q7EXZ3	CHR3V7|COORD:20332502..20334826| armadillo/beta-catenin repeat family protein / U-box domain-containing family protein	AT3G54850.1	CHR08V5|COORD:25137215..25140785|protein nucleic acid binding protein, putative, expressed	LOC_Os08g39880.1	no descriptionvery weakly similar to (83.2)AT3G54850| Symbols:  | armadillo/beta-catenin repeat family protein / U-box domain-containing family protein | chr3:20332502-20334826 FORWARDvery weakly similar to (55.5)SPL11_ORYSAnot assigned	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_16694_PI403524517	2	-0.00504303	0.6065769	0.121697426	-0.17776394	0.005042076	-0.085736275	35_4819	"Cluster: Os01g0835600 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0835600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JHY8	CHR1V7|COORD:28373098..28373601| glycine-rich protein	AT1G75550.1	CHR01V5|COORD:36147709..36144316|protein AT hook motif family protein, expressed	LOC_Os01g61890.1	no descriptionHerpes_TAF50	not assigned.unknown	35_2

CUST_10930_PI403524517	2	0.02836895	0.056318283	0.07407951	-0.12051678	-0.06851387	-0.028367996	35_3089	"Cluster: Branched-chain amino acid aminotransferase; n=2; Triticeae|Rep: Branched-chain amino acid aminotransferase - Hordeum vulgare (Barley)"	UniRef90_Q70KX9	CHR4V7|COORD:11475834..11477526| zinc ion binding	AT4G21580.2	CHR03V5|COORD:6927108..6930457|protein branched-chain-amino-acid aminotransferase, putative, expressed	LOC_Os03g12890.2	 no descriptionvery weakly similar to (82.8)AT4G21580| Symbols:  | oxidoreductase, zinc-binding dehydrogenase family protein | chr4:11475834-11477526 FORWARDnot assigned Qor ADH_zinc_N 	misc.misc2	26_1

CUST_75089_PI403524517	2	0.06516552	-0.25124264	-0.1833024	0.5268841	0.3326683	-0.065166	35_21526	"Cluster: Isp4 protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Isp4 protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8S2I4	"CHR5V7|COORD:25768147..25772200| ATOPT4 (oligopeptide transporter 4); oligopeptide transporter"	AT5G64410.1	CHR01V5|COORD:25514098..25516365|protein oligopeptide transporter 4, putative	LOC_Os01g43940.1	"no descriptionhighly similar to ( 649)AT5G64410| Symbols: ATOPT4 | ATOPT4 (oligopeptide transporter 4); oligopeptide transporter | chr5:25768147-25772200 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned OPT PRK07003 Herpes_BLLF1"	transport.peptides and oligopeptides	34_13

CUST_12965_PI403524517	2	0.01224041	0.58159447	0.037064552	-0.11941242	-0.0132780075	-0.012239456	35_3710	"Cluster: Phosphoglycerate mutase-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Phosphoglycerate mutase-like protein - Oryza sativa (japonica"	UniRef90_Q6ZG49	CHR3V7|COORD:18759039..18760399| phosphoglycerate/bisphosphoglycerate mutase family protein	AT3G50520.1	CHR08V5|COORD:23339765..23335901|protein phosphoglycerate mutase gpmB, putative, expressed	LOC_Os08g37140.1	no descriptionmoderately similar to ( 244)AT3G50520| Symbols:  | phosphoglycerate/bisphosphoglycerate mutase family protein | chr3:18759039-18760399 FORWARDnot assigned PGAM phoE PRK07238 PRK03482 GpmA PRK01295 PRK01112	glycolysis.phosphoglycerate mutase	4_11

CUST_5347_PI399408534	2	-0.12583923	0.67274284	-0.021566391	-0.07056141	0.021567345	0.058644295	35_292	"Cluster: Putative nitrate-induced NOI protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative nitrate-induced NOI protein - Oryza sativa (japonica cu"	UniRef90_Q5VN82	CHR5V7|COORD:22620843..22622177| NOI	AT5G55850.1	CHR06V5|COORD:10371162..10374003|protein nitrate-induced NOI protein, putative, expressed	LOC_Os06g17870.1	"no descriptionvery weakly similar to (90.1)AT2G04410| Symbols:  | similar to NOI [Arabidopsis thaliana] (TAIR:AT5G55850.1); similar to nitrate-induced NOI protein [Zea mays] (GB:AAB86937.1); contains InterPro domain Nitrate-induced NOI; (InterPro:IPR008700) | chr2:1534009-1535037 REVERSENOI"	signalling.in sugar and nutrient physiology	30_1

CUST_32347_PI399408534	2	0.027584076	0.2686653	0.0071907043	-0.15497017	-0.0071897507	-0.14926338	35_19322	"Cluster: Ubiquitin family protein, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Ubiquitin family protein, putative, expressed - Oryza s"	UniRef90_Q7XDQ7	CHR2V7|COORD:12854905..12858985| ubiquitin family protein	AT2G30100.1	CHR10V5|COORD:16344074..16336424|protein small GTP-binding protein domain, putative, expressed	LOC_Os10g31790.2	no descriptionweakly similar to ( 192)AT2G30100| Symbols:  | ubiquitin family protein | chr2:12854905-12858985 FORWARDvery weakly similar to (59.7)RPK1_IPONIReceptor-like protein kinase precursor - Ipomoea nil (Japanese morning glory) (Pharbitis nil)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG4886	signalling.receptor kinases.leucine rich repeat XI	30_2_11

CUST_138874_PI403524517	2	0.998364	-0.021303177	0.08079672	0.021303177	-0.44940376	-0.43378544	35_38955	"Cluster: Putative exportin, tRNA; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative exportin, tRNA - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8H3A7	"CHR1V7|COORD:27328688..27333129| PSD (PAUSED); tRNA binding"	AT1G72560.1	CHR07V5|COORD:25238070..25246771|protein PAUSED, putative, expressed	LOC_Os07g42180.1	no description	not assigned.unknown	35_2

CUST_66585_PI403524517	2	0.05847311	-0.0047712326	0.0047712326	-0.012337208	-0.17431116	0.04460001	35_19014	"Cluster: Putative myrosinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative myrosinase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7EY72	"CHR1V7|COORD:5498627..5501012| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G80910.1); similar to Os08g0427300 [Oryza sativa (japonica"	AT1G16020.2	CHR08V5|COORD:20420264..20425051|protein myrosinase precursor, putative, expressed	LOC_Os08g33076.1	"no descriptionmoderately similar to ( 269)AT1G16020| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G80910.1); similar to Os08g0427300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001061842.1); similar to myrosinase precursor [Brassica oleracea] (GB:AAL67437.1); contains domain FAMILY NOT NAMED (PTHR13056); contains domain SUBFAMILY NOT NAMED (PTHR13056:SF2) | chr1:5498627-5501012 FORWARDnot assigned"	not assigned.unknown	35_2

CUST_7792_PI403524517	2	0.062892914	-0.03583145	-0.009950638	4.6539307E-4	0.062892914	-4.6539307E-4	35_2169	"Cluster: Putative vesicle-associated membrane protein-associated protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative vesicle-associated"	UniRef90_Q6ZD98	CHR2V7|COORD:18618104..18620046| vesicle-associated membrane protein, putative / VAMP, putative	AT2G45140.1	CHR08V5|COORD:3283530..3278662|protein VAP27, putative, expressed	LOC_Os08g06020.1	 no descriptionmoderately similar to ( 246)AT2G45140| Symbols:  | vesicle-associated membrane protein, putative / VAMP, putative | chr2:18618104-18620046 FORWARDnot assigned Motile_Sperm SCS2 	not assigned.no ontology	35_1

CUST_24175_PI403524517	2	0.10589504	0.09489632	0.03430128	-0.034300804	-0.30761528	-0.30854368	35_7018	"Cluster: Hypothetical protein P0478H03.8; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0478H03.8 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q5N7N6	CHR1V7|COORD:3297480..3300355| protein prenyltransferase	AT1G10095.1	CHR01V5|COORD:28514701..28520197|protein protein prenyltransferase, putative, expressed	LOC_Os01g49060.1	no descriptionvery weakly similar to (52.4)AT1G10095| Symbols:  | protein prenyltransferase | chr1:3297480-3300355 REVERSE	not assigned.no ontology	35_1

CUST_46844_PI403524517	2	-0.0067071915	0.0061445236	-0.11658096	0.032601357	0.028623581	-0.0061445236	35_13413	"Cluster: Os09g0468800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os09g0468800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J122	0	0	CHR09V5|COORD:17833915..17829901|protein RING-H2 finger protein ATL5F, putative, expressed	LOC_Os09g29370.1	no description	not assigned.unknown	35_2

CUST_61346_PI403524517	2	0.080776215	-0.11382198	0.040301323	-0.040301323	0.07401657	-0.0416584	35_17508	"Cluster: Peptide chain release factor-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Peptide chain release factor-like protein - Oryza sativa (j"	UniRef90_Q8S0P6	CHR1V7|COORD:12084948..12086218| peptide chain release factor, putative	AT1G33330.1	CHR01V5|COORD:38885230..38872428|protein expressed protein	LOC_Os01g66379.1	 no descriptionweakly similar to ( 162)AT1G33330| Symbols:  | peptide chain release factor, putative | chr1:12084948-12086218 FORWARDnot assigned 	protein.synthesis.release	29_2_5

CUST_21145_PI403524517	2	0.36165237	0.7301512	-0.15017128	-0.34248352	-0.19016552	0.15017033	35_6136	"Cluster: Hypothetical protein OSJNBa0090O10.25; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0090O10.25 - Oryza sativa (japonica"	UniRef90_Q8GZV9	CHR4V7|COORD:12497297..12499671| short-chain dehydrogenase/reductase (SDR) family protein	AT4G24050.1	CHR03V5|COORD:865350..862904|protein retinol dehydrogenase 12, putative, expressed	LOC_Os03g02460.1	no descriptionmoderately similar to ( 387)AT4G24050| Symbols:  | short-chain dehydrogenase/reductase (SDR) family protein | chr4:12497297-12499671 FORWARDvery weakly similar to (72.0)SDR1_PICABShort-chain type dehydrogenase/reductase - Picea abies (Norway spruce) (Picea excelsa)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK06196 PRK06197 PRK05854 FabG fabG PRK07453 PRK12826 DltE fabG PRK12829 fabG PRK12939 PRK06949 PRK06500 COG4221 PRK07825 adh_short PRK07109 PRK08213 PRK12827 PRK07063 PRK08220 PRK06181 PRK12937 PRK07454 PRK06841 PRK07201 fabG PRK07478 PRK07479 PRK05855 PRK12828 PRK06523 PRK07024 PRK06123 PRK06914 PRK08277 PRK12429 PRK05866 PRK06182 PRK06179 PRK07067 fabG PRK06194 PRK09242 PRK12745 PRK08324 PRK05872 PRK07774 PRK09072 PRK06138 PRK08226 PRK08264 PRK12743 PRK07326 PRK06180 PRK07060 PRK08017 PRK06484 PRK06124 PRK07791 PRK09135 PRK07035 PRK06125 PRK12428 DltE PRK07577 PRK07775 PRK07069 PRK12748 PRK06947 PRK06198 PRK12936 PRK08589 PRK08945 fabG PRK07890 PRK08219 PRK08936 PRK06172 PRK12746 PRK12824 PRK06935 PRK07062 PRK07003 fabG PRK06122 PRK06200 fabG PRK08628 KR PRK08251 PRK06114 PRK05650 PRK09291 PRK06346 PRK07523 PRK07814 fabG PRK07856 PRK07102 PRK08339 fabG PRK07023 PRK08265 PRK08267 PRK06139 PRK09134 fabG PRK08063 PRK06128 fabG PRK07832 PRK12935 fabG PRK10538 PRK06113 PRK07677 fabG PRK12678 PRK05867 PRK07074 benD PRK12323 Keratin_B2 fabG PRK07806 PRK08085 PRK08278 PRK06482 PRK07831 PRK08721 PRK09186 PRK09730 PRK12744 PRK05876 PRK08263	misc.short chain dehydrogenase/reductase (SDR)	26_22

CUST_1450_PI404877155	2	0.09224224	-0.258276	0.0042696	0.057600975	-0.03542137	-0.0042686462	Contig11574_at	uncoupling protein [Triticum aestivum]	BAB16385.1	plant uncoupling mitochondrial protein (PUMP)	At3g54110.1	protein Mitochondrial carrier protein, putative	Os01g74640	plant uncoupling mitochondrial protein (PUMP), identical to plant uncoupling mitochondrial protein (Arabidopsis thaliana) GI:3115108	mitochondrial electron transport / ATP synthesis.uncoupling protein	9_8

CUST_86454_PI403524517	2	0.06925392	0.24378586	-0.13379955	-0.06925297	0.18894196	-0.18635845	35_24758	"Cluster: Hypothetical protein P0669G04.10; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0669G04.10 - Oryza sativa (japonica cultivar-g"	UniRef90_Q650U2	"CHR3V7|COORD:22507999..22508417| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G45450.1); similar to Os09g0520500 [Oryza sativa (japonica"	AT3G60890.1	CHR09V5|COORD:20331847..20330398|protein expressed protein	LOC_Os09g34890.1	no description	not assigned.unknown	35_2

CUST_78187_PI403524517	2	0.21524525	0.037568092	-0.037568092	-0.12876225	-0.26511097	0.055457115	35_22412	Rep: MMPL - Kineococcus radiotolerans SRS30216	UniRef90_Q40XD1	0	0	0	0	no description	not assigned.unknown	35_2

CUST_88808_PI403524517	2	0.1059885	0.35506058	-0.04077387	-0.1616888	-0.8715377	0.04077387	35_25412	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_49495_PI403524517	2	0.18902588	0.42736053	-0.051473618	-0.13007927	0.051473618	-0.24374008	35_14115	Rep: Gamma-TIP-like protein - Hordeum vulgare (Barley)	UniRef90_Q43480	"CHR2V7|COORD:15452569..15453415| GAMMA-TIP (Tonoplast intrinsic protein (TIP) gamma); water channel"	AT2G36830.1	CHR03V5|COORD:2543759..2541843|protein aquaporin TIP1.1, putative, expressed	LOC_Os03g05290.1	" no descriptionweakly similar to ( 141)AT2G36830| Symbols: TIP1;1, GAMMA-TIP1, GAMMA-TIP | GAMMA-TIP (Tonoplast intrinsic protein (TIP) gamma); water channel | chr2:15452569-15453415 FORWARDweakly similar to ( 175)TIP11_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned MIP MIP GlpF PRK05420 PRK12323 PRK07003 PRK07764 PRK12678 PRK05648 "	transport.Major Intrinsic Proteins.TIP	34_19_2

CUST_61676_PI403524517	2	-0.019181252	0.079203606	0.019182205	-0.13596725	-0.13126373	0.076579094	35_17599	Rep: OSJNBa0014K14.17 protein - Oryza sativa (Rice)	UniRef90_Q7X8I9	CHR2V7|COORD:17960796..17962851| catalytic	AT2G43180.1	CHR04V5|COORD:24968756..24973650|protein carboxyvinyl-carboxyphosphonate phosphorylmutase, putative, expressed	LOC_Os04g42580.1	no descriptionmoderately similar to ( 321)AT2G43180| Symbols:  | catalytic | chr2:17960909-17962851 REVERSEweakly similar to ( 107)CPPM_DIACAnot assigned PrpB prpB	not assigned.unknown	35_2

CUST_138510_PI403524517	2	-0.003727913	-0.46375656	0.0037288666	0.076768875	0.20399952	-0.030735016	35_38852	Rep: Probable histone H2AXb - Oryza sativa (Rice)	UniRef90_Q2QPG9	CHR1V7|COORD:20418274..20418873| histone H2A, putative	AT1G54690.1	CHR12V5|COORD:20855670..20854734|protein histone H2A, putative, expressed	LOC_Os12g34510.1	 no descriptionvery weakly similar to (70.1)AT1G54690| Symbols:  | histone H2A, putative | chr1:20418274-20418873 REVERSEvery weakly similar to (71.6)H2AXB_ORYSAnot assigned not assigned H2A H2A HTA1 	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_10316_PI404877155	2	-0.18545341	-0.0044164658	-0.046525955	0.14906502	0.0044164658	0.14312553	Contig4075_at	unnamed protein product [Oryza sativa (japonica cultivar-group)] dbj|BAB07934.1| NADP-dependent malic enzyme [Oryza sativa (japonica cultiva	NP_914533.1	malate oxidoreductase, putative	At1g79750.1	protein Malic enzyme, N-terminal domain, putative	Os01g09320	Oryza sativa NADP-dependent malic enzyme, chloroplast precursor	TCA / org. transformation.other organic acid transformations.malic	8_2_10

CUST_75065_PI403524517	2	0.038589478	0.5136032	-0.057826996	-0.093943596	-0.005589485	0.005589485	35_21517	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QLM0	"CHR2V7|COORD:7127584..7129854| PAP10; acid phosphatase/ protein serine/threonine phosphatase"	AT2G16430.2	CHR12V5|COORD:27269114..27266682|protein purple acid phosphatase precursor, putative, expressed	LOC_Os12g44010.1	"no descriptionhighly similar to ( 531)AT2G16430| Symbols: PAP10 | PAP10; acid phosphatase/ protein serine/threonine phosphatase | chr2:7127584-7129854 REVERSEhighly similar to ( 543)PPAF_SOYBNPurple acid phosphatase precursor - Glycine max (Soybean)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Herpes_BLLF1 Metallophos PRK07003 APC_basic PRK07764 AF-4 Atrophin-1 Icc Herpes_UL32 KAR9 DUF1509 DUF566 Tymo_45kd_70kd PRK08853 HPC2 Herpes_TAF50 Syndecan MAP65_ASE1 Pneumo_att_G"	misc.acid and other phosphatases	26_13

CUST_17165_PI403524517	2	0.13766003	-0.1382904	-0.0130701065	-0.047338486	0.07788944	0.0130701065	35_4962	"Cluster: Myosin-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Myosin-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ZKC2	"CHR1V7|COORD:20584245..20585373| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G14750.1); similar to myosin-like protein, putative, expressed"	AT1G55170.1	CHR08V5|COORD:20657585..20661973|protein myosin-like protein, putative, expressed	LOC_Os08g33330.1	" no descriptionweakly similar to ( 153)AT1G55170| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G14750.1); similar to myosin-like protein, putative, expressed [Oryza sativa (japonica cultivar-group)] (GB:ABA96059.1); contains InterPro domain t-snare; (InterPro:IPR010989) | chr1:20584245-20585373 FORWARDnot assigned not assigned not assigned not assigned not assigned Smc PRK03918 Myosin_tail_1 COG4942 SbcC "	not assigned.unknown	35_2

CUST_20517_PI399408534	2	0.02630806	0.9000397	-0.038798332	0.006682396	-0.006682396	-0.0997982	35_3684	Rep: Phytochrome C - Triticum aestivum (Wheat)	UniRef90_Q66NG4	CHR5V7|COORD:14025279..14028849| PHYC (PHYTOCHROME DEFECTIVE C)	AT5G35840.1	CHR03V5|COORD:30955132..30960190|protein phytochrome C, putative, expressed	LOC_Os03g54084.1	no descriptionmoderately similar to ( 420)AT5G35840| Symbols: PHYC | PHYC (PHYTOCHROME DEFECTIVE C) | chr5:14025279-14028849 FORWARDhighly similar to ( 704)PHYC_SORBIPhytochrome C - Sorghum bicolor (Sorghum) (Sorghum vulgare)PRK10841 PRK11107 BaeS PRK11091 PAS HATPase_c PRK11100 HATPase_c HATPase_c PRK11466 KdpD NtrB HisKA	signalling.light	30_11

CUST_63392_PI403524517	2	0.3116207	-0.003027916	-0.38621235	-0.011675835	0.055994987	0.0030288696	35_18099	"Cluster: 3'-N-debenzoyltaxol N-benzoyltransferase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: 3'-N-debenzoyltaxol N-benzoyltransferase-like - Oryza"	UniRef90_Q9LGF6	CHR3V7|COORD:23025308..23026783| transferase family protein	AT3G62160.1	CHR01V5|COORD:4108928..4107182|protein 10-deacetylbaccatin III 10-O-acetyltransferase, putative, expressed	LOC_Os01g08380.1	no descriptionweakly similar to ( 192)AT3G62160| Symbols:  | transferase family protein | chr3:23025308-23026783 REVERSEvery weakly similar to (71.6)HCBT1_DIACAAnthranilate N-benzoyltransferase protein 1 - Dianthus caryophyllus (Carnation) (Clove pink)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Transferase Atrophin-1 PRK07764 PRK07003 Herpes_BLLF1 PRK12323 TT_ORF1 HPC2 Tymo_45kd_70kd PRK12678	not assigned.no ontology	35_1

CUST_82593_PI403524517	2	-0.014509201	-0.5946064	-0.06770134	0.20178127	0.014509201	0.051800728	35_23691	"Cluster: Boron transporter; n=2; Oryza sativa (japonica cultivar-group)|Rep: Boron transporter - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7X9F3	"CHR2V7|COORD:19364810..19367857| BOR1 (REQUIRES HIGH BORON 1); anion exchanger"	AT2G47160.1	CHR12V5|COORD:23215284..23219805|protein boron transporter 1, putative, expressed	LOC_Os12g37840.1	no descriptionmoderately similar to ( 209)AT2G47160| Symbols: BOR1 | BOR1 (REQUIRES HIGH BORON 1) | chr2:19364810-19367857 REVERSEnot assigned	transport.unspecified anions	34_18

CUST_75957_PI403524517	2	-0.009874344	0.07472134	0.009874344	-0.38984585	0.016728401	-0.18093109	35_21774	"Cluster: Protein phosphatase 2A B'kappa subunit; n=3; Oryza sativa|Rep: Protein phosphatase 2A B'kappa subunit - Oryza sativa (Rice)"	UniRef90_Q8L6I7	CHR5V7|COORD:8882731..8884328| serine/threonine protein phosphatase 2A (PP2A) regulatory subunit B', putative	AT5G25510.1	CHR05V5|COORD:27519142..27522228|protein transposon protein, putative, unclassified, expressed	LOC_Os05g48150.2	 no descriptionmoderately similar to ( 323)AT5G25510| Symbols:  | serine/threonine protein phosphatase 2A (PP2A) regulatory subunit B', putative | chr5:8882731-8884328 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned B56 PRK07003 PRK12323 PRK07764 SerH TT_ORF1 RNA_capsid Atrophin-1 	protein.postranslational modification	29_4

CUST_19467_PI399408534	2	0.20051384	-0.23429298	-0.1461277	-0.025284767	0.025284767	0.060967445	35_26963	"Cluster: Os06g0225100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0225100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DDG5	CHR5V7|COORD:2520189..2521406| mitochondrial transcription termination factor family protein / mTERF family protein	AT5G07900.1	CHR06V5|COORD:6479981..6478284|protein mTERF family protein, expressed	LOC_Os06g12100.1	no descriptionvery weakly similar to (68.9)AT5G07900| Symbols:  | mitochondrial transcription termination factor family protein / mTERF family protein | chr5:2520189-2521406 FORWARDnot assigned mTERF	RNA.regulation of transcription.unclassified	27_3_99

CUST_53148_PI403524517	2	-0.07619572	-0.35838604	-0.07532883	0.07532978	0.08257294	0.097117424	35_15129	"Cluster: Mitochondrial processing peptidase beta subunit, mitochondrial, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Mitochondrial pro"	UniRef90_Q10Q21	"CHR3V7|COORD:365631..368533| MPPBETA; metalloendopeptidase"	AT3G02090.1	CHR03V5|COORD:5849271..5853931|protein mitochondrial-processing peptidase beta subunit, mitochondrial precursor, putative, expressed	LOC_Os03g11410.1	" no descriptionhighly similar to ( 714)AT3G02090| Symbols: MPPBETA | MPPBETA; metalloendopeptidase | chr3:365631-368541 FORWARDweakly similar to ( 197)MPPA_SOLTUMitochondrial-processing peptidase subunit alpha, mitochondrial precursor - Solanum tuberosum (Potato)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PqqL Peptidase_M16 Peptidase_M16_C Ptr PRK07003 Atrophin-1 PRK12323 PRK07764 COG1026 Tymo_45kd_70kd TT_ORF1 PRK12678 AF-4 HPC2 PRK05648 DUF1421 APC_basic IER Extensin_2 KAR9 DUF1509 DUF566 Herpes_BLLF1 Herpes_UL32 Metaviral_G Drf_FH1 "	protein.targeting.mitochondria	29_3_2

CUST_5926_PI403524517	2	0.015576363	0.3798952	0.007379532	-0.11542034	-0.117219925	-0.007379532	35_1636	"Cluster: Transposon protein, putative, Mutator sub-class, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Transposon protein, putative,"	UniRef90_Q2QVL9	CHR2V7|COORD:18212611..18215107| La domain-containing protein	AT2G43970.1	CHR12V5|COORD:6805867..6798086|protein RNA binding protein, putative, expressed	LOC_Os12g12360.1	no descriptionmoderately similar to ( 271)AT2G43970| Symbols:  | La domain-containing protein | chr2:18212611-18215107 REVERSEnot assigned not assigned LA La	RNA.RNA binding	27_4

CUST_15202_PI403524517	2	0.0735445	0.3170042	-0.018280983	-0.07725716	-0.010631561	0.010632515	35_4383	"Cluster: Os12g0446700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os12g0446700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0INI1	"CHR5V7|COORD:26743223..26744775| similar to Os12g0446700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001066715.1); similar to hypothetical protein"	AT5G66930.2	CHR12V5|COORD:15127244..15124868|protein expressed protein	LOC_Os12g26044.2	"no descriptionweakly similar to ( 136)AT5G66930| Symbols:  | similar to Os12g0446700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001066715.1); similar to hypothetical protein DDBDRAFT_0187874 [Dictyostelium discoideum AX4] (GB:XP_636793.1); contains InterPro domain Protein of unknown function DUF1649; (InterPro:IPR012445) | chr5:26743223-26744775 FORWARDnot assigned DUF1649"	not assigned.unknown	35_2

CUST_49582_PI403524517	2	-2.0085258	0.8816862	-0.08194828	0.7202883	-0.50701237	0.08194733	35_14142	"Cluster: Glutamate decarboxylase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Glutamate decarboxylase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q84U04	"CHR5V7|COORD:5711143..5714841| GAD (Glutamate decarboxylase 1); calmodulin binding"	AT5G17330.1	CHR03V5|COORD:7160193..7163149|protein glutamate decarboxylase, putative, expressed	LOC_Os03g13300.1	" no descriptionhighly similar to ( 834)AT5G17330| Symbols: GAD1, GAD | GAD (Glutamate decarboxylase 1); calmodulin binding | chr5:5711143-5714841 FORWARDhighly similar to ( 822)DCE_PETHYGlutamate decarboxylase - Petunia hybrida (Petunia)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned GadB Pyridoxal_deC PRK02769 PRK12323 PRK07003 csdA Herpes_BLLF1 Keratin_B2 DUF566 APC_basic PRK12678 "	amino acid metabolism.synthesis.central amino acid metabolism.GABA.Glutamate decarboxylase	13_1_1_1_1

CUST_1516_PI399408534	2	0.027697563	-0.65756035	-0.13964558	0.042099953	0.007372856	-0.007372856	35_16512	Rep: Ran-binding protein - Triticum aestivum (Wheat)	UniRef90_A0MA43	"CHR1V7|COORD:2192359..2193687| SIRANBP (Ran-binding protein 1a); Ran GTPase binding"	AT1G07140.1	CHR03V5|COORD:10169308..10166460|protein ran-binding protein 1 homolog c, putative, expressed	LOC_Os03g18180.1	no descriptionweakly similar to ( 114)AT5G58590| Symbols: RANBP1 | RANBP1 (RAN BINDING PROTEIN 1) | chr5:23697545-23698940 REVERSEnot assigned RanBD RanBD YRB1 Ran_BP1	signalling.G-proteins	30_5

CUST_54612_PI403524517	2	-0.41285753	0.6601186	0.10412407	0.030135632	-0.030136108	-0.50675726	35_15543	Rep: Hypothetical protein - Deschampsia antarctica (Antarctic hairgrass)	UniRef90_Q8RX53	CHR3V7|COORD:732073..732736| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G24890.1)	AT3G03170.1	CHR01V5|COORD:31213188..31211669|protein expressed protein	LOC_Os01g53730.1	no description	not assigned.unknown	35_2

CUST_26444_PI399408534	2	-0.049381256	0.57804585	-0.046880722	-0.0010604858	0.022619247	0.0010614395	35_19578	"Cluster: IQ calmodulin-binding motif family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: IQ calmodulin-binding motif family protein, exp"	UniRef90_Q2QM35	"CHR3V7|COORD:7831668..7833519| IQD5 (IQ-domain 5); calmodulin binding"	AT3G22190.1	CHR12V5|COORD:26341045..26335618|protein calmodulin binding protein, putative, expressed	LOC_Os12g42430.3	"no descriptionweakly similar to ( 149)AT3G22190| Symbols: IQD5 | IQD5 (IQ-domain 5); calmodulin binding | chr3:7831668-7833519 REVERSE"	signalling.calcium	30_3

CUST_1139_PI399408534	2	0.012330055	0.47329807	-0.070492744	-0.15811348	-0.012329102	0.036008835	35_16556	Rep: Acetyl-coenzyme A carboxylase - Triticum aestivum (Wheat)	UniRef90_O48959	"CHR1V7|COORD:13535408..13544985| ACC1 (ACETYL-COENZYME A CARBOXYLASE 1); acetyl-CoA carboxylase"	AT1G36160.1	CHR06V5|COORD:4014963..4018328|protein terminal acidic SANT 1, putative, expressed	LOC_Os06g08290.1	" no descriptionvery weakly similar to ( 100)AT1G36160| Symbols: AT-ACC1, EMB22, GK, PAS3, ACC1 | ACC1 (ACETYL-COENZYME A CARBOXYLASE 1); acetyl-CoA carboxylase | chr1:13535408-13544985 FORWARDnot assigned Carboxyl_trans SANT SANT "	RNA.regulation of transcription.MYB-related transcription factor family	27_3_26

CUST_38567_PI403524517	2	0.49528646	0.36633873	0.0955081	-0.209198	-0.60370827	-0.09550762	35_11097	Rep: H0322F07.2 protein - Oryza sativa (Rice)	UniRef90_Q258Z8	0	0	CHR04V5|COORD:34101088..34095024|protein poly polymerase catalytic domain containing protein, expressed	LOC_Os04g57640.2	no description	not assigned.unknown	35_2

CUST_40829_PI403524517	2	0.02807045	-0.19564104	0.04155588	0.040911674	-0.059105396	-0.02807045	35_11742	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_4774_PI399408534	2	0.3534727	0.07575798	-0.07245159	-0.08767891	-0.42081118	0.072451115	35_25746	"Cluster: Enhancer of polycomb-like protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Enhancer of polycomb-like protein - Oryza sativa (japonica cultivar"	UniRef90_Q6EPR2	CHR1V7|COORD:29732175..29734952| transcription factor-related	AT1G79020.1	CHR09V5|COORD:6259438..6250862|protein enhancer of polycomb-like protein, putative, expressed	LOC_Os09g11270.1	no descriptionvery weakly similar to (63.5)AT1G79020| Symbols:  | transcription factor-related | chr1:29732175-29734952 REVERSEnot assigned not assigned not assigned	RNA.regulation of transcription.Polycomb Group (PcG)	27_3_65

CUST_159240_PI403524517	2	0.11590958	0.042393208	-0.012583256	-0.21043444	0.012583256	-0.3008709	35_44447	Rep: 40S ribosomal protein SA - Glycine max (Soybean)	UniRef90_O22518	"CHR3V7|COORD:1309471..1310852| RPSAB (40S ribosomal protein SA B); structural constituent of ribosome"	AT3G04770.1	CHR07V5|COORD:25413991..25411732|protein 40S ribosomal protein SA, putative, expressed	LOC_Os07g42450.1	"no descriptionweakly similar to ( 130)AT3G04770| Symbols: RPSAB | RPSAB (40S ribosomal protein SA B); structural constituent of ribosome | chr3:1309550-1310852 REVERSEweakly similar to ( 142)RSSA_SOYBN40S ribosomal protein SA - Glycine max (Soybean)not assigned Ribosomal_S2 rps2P RpsB"	protein.synthesis.misc ribososomal protein	29_2_2

CUST_85539_PI403524517	2	0.20916557	-0.3102188	-0.029454231	0.029455185	-0.049328804	0.19342613	35_24502	"Cluster: Hypothetical protein P0585H11.111; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0585H11.111 - Oryza sativa (japonica cultivar"	UniRef90_Q8H3W7	"CHR5V7|COORD:21911613..21913509| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G28770.1); similar to hypothetical protein DDBDRAFT_0192009"	AT5G53930.1	CHR07V5|COORD:427110..430046|protein expressed protein	LOC_Os07g01720.1	"no descriptionvery weakly similar to (53.9)AT5G53930| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G28770.1); similar to hypothetical protein DDBDRAFT_0192009 [Dictyostelium discoideum AX4] (GB:XP_629009.1) | chr5:21911613-21913509 REVERSE"	not assigned.unknown	35_2

CUST_173379_PI403524517	2	0.119496346	0.20551682	0.25030947	-0.119496346	-0.29291916	-0.19162416	35_48275	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10SM2	CHR3V7|COORD:22618127..22619858| fructosamine kinase family protein	AT3G61080.1	CHR03V5|COORD:952949..956760|protein expressed protein	LOC_Os03g02640.1	no descriptionvery weakly similar to (75.9)AT3G61080| Symbols:  | fructosamine kinase family protein | chr3:22618127-22619858 FORWARDnot assigned Fructosamin_kin COG3001	not assigned.no ontology	35_1

CUST_13649_PI404877155	2	-0.22078133	1.5783405	-2.0431643	0.46274567	-1.050045	0.22078228	Contig7382_s_at	fructose-1,6-bisphosphatase [Porteresia coarctata]	AAF23509.1	fructose-1, 6-bisphosphatase, putative / D-fructose-1,6-bisphosphate 1-phosphohydrolase, putative / FBPase, pu	At1g43670.1	protein fructose-1,6-bisphosphatase	Os05g36270	fructose-1,6-bisphosphatase	major CHO metabolism.synthesis.sucrose.FBPase	2_1_1_03

CUST_151840_PI403524517	2	-0.08151245	0.02371788	0.023536682	-0.023537636	0.053617477	-0.07364082	35_42452	"Cluster: SH3 domain containing protein, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: SH3 domain containing protein, expressed - Oryza sativa (jap"	UniRef90_Q10NM0	CHR2V7|COORD:3047620..3057096| SH3 domain-containing protein	AT2G07360.1	CHR03V5|COORD:8755236..8765107|protein SH3 domain containing protein, expressed	LOC_Os03g15900.2	no descriptionmoderately similar to ( 281)AT2G07360| Symbols:  | SH3 domain-containing protein | chr2:3047620-3057096 REVERSE	not assigned.no ontology	35_1

CUST_24725_PI399408534	2	0.19993925	-1.0076652	-0.24253702	0.5156598	-0.0056118965	0.0056118965	35_26797	"Cluster: Putative SET domain protein SDG117; n=3; Oryza sativa (japonica cultivar-group)|Rep: Putative SET domain protein SDG117 - Oryza sativa (japonica cultiv"	UniRef90_Q6YV15	CHR2V7|COORD:10105293..10110309| nucleic acid binding / transcription factor/ zinc ion binding	AT2G23740.1	CHR02V5|COORD:29297002..29301346|protein SET domain protein SDG117, putative, expressed	LOC_Os02g47900.1	no descriptionvery weakly similar to (94.0)AT2G23740| Symbols:  | nucleic acid binding / transcription factor/ zinc ion binding | chr2:10105293-10110309 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned SET SET COG2940	RNA.regulation of transcription.SET-domain transcriptional regulator family	27_3_69

CUST_87547_PI403524517	2	0.16691875	0.038687706	-0.12983322	-0.043963432	-0.03868866	0.068237305	35_25062	Rep: Pi-ta protein - Oryza sativa (Rice)	UniRef90_Q9AY26	0	0	CHR12V5|COORD:10609467..10603772|protein RGH2A, putative, expressed	LOC_Os12g18360.2	no description	not assigned.unknown	35_2

CUST_36780_PI403524517	2	0.0030097961	0.4463129	-0.0030097961	-0.07082653	0.049851418	-0.0841198	35_10599	"Cluster: NB-ARC domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: NB-ARC domain containing protein, expressed - Oryza sativ"	UniRef90_Q2QZH9	0	0	CHR11V5|COORD:27286969..27291013|protein NB-ARC domain containing protein, expressed	LOC_Os11g45930.1	no description	not assigned.unknown	35_2

CUST_158245_PI403524517	2	0.11673164	0.48232794	-0.33170843	0.11145544	-0.544857	-0.11145544	35_44180	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_5778_PI404877155	2	-0.4237914	-0.5083461	0.17527723	0.16200829	0.77202415	-0.16200876	Contig17818_at	receptor-like serine/threonine kinase [Arabidopsis thaliana]	BAB11593.1	protein kinase family protein	At5g40380.1	protein Protein kinase domain, putative	Os05g03920	protein kinase family protein, contains Pfam domain, PF00069: Protein kinase domain	signalling.receptor kinases.DUF 26	30_2_17

CUST_24163_PI403524517	2	0.20125008	-0.27514362	0.05121374	-0.05121374	0.055205822	-0.07789087	35_7015	Rep: H0215A08.5 protein - Oryza sativa (Rice)	UniRef90_Q01N37	CHR1V7|COORD:6914826..6916648| APS2 (ATP SULFURYLASE PRECURSOR)	AT1G19920.1	CHR03V5|COORD:30485922..30482453|protein bifunctional 3-phosphoadenosine 5-phosphosulfate synthetase, putative, expressed	LOC_Os03g53230.1	 no descriptionmoderately similar to ( 208)AT1G19920| Symbols: ASA1, APS2 | APS2 (ATP SULFURYLASE PRECURSOR) | chr1:6914826-6916648 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned ATPS sat ATP-sulfurylase PRK05537 MET3 PRK07003 PRK07764 PRK12323 Atrophin-1 infB Herpes_BLLF1 Drf_FH1 DUF1421 HPC2 Extensin_2 Tymo_45kd_70kd APC_basic COG5373 	S-assimilation.APS	14_1

CUST_18187_PI404877155	2	0.06504154	-0.0257473	-0.09956932	0.005429268	0.2440567	-0.0054302216	HVSMEf0008K18r2_at	0	0	expressed protein	At2g34570.1	protein expressed protein	Os02g26850	ribulose-1,5-bisphosphate carboxylase/oxygenase large subunit	PS.calvin cyle.rubisco large subunit	1_03_01

CUST_168624_PI403524517	2	-0.27807283	-0.86389875	0.056201935	1.2551584	-0.05620098	0.47599697	35_46962	"Cluster: Beta-glucosidase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Beta-glucosidase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8L7J2	CHR1V7|COORD:9178500..9181713| glycosyl hydrolase family 1 protein	AT1G26560.1	CHR03V5|COORD:5862419..5855359|protein non-cyanogenic beta-glucosidase precursor, putative, expressed	LOC_Os03g11420.1	 no descriptionmoderately similar to ( 241)AT1G26560| Symbols:  | glycosyl hydrolase family 1 protein | chr1:9178500-9181713 FORWARDweakly similar to ( 122)BGLC_MAIZEBeta-glucosidase, chloroplast precursor - Zea mays (Maize)not assigned Glyco_hydro_1 BglB arb celA PRK09852 	misc.gluco-, galacto- and mannosidases	26_3

CUST_19072_PI403524517	2	0.03755951	0.107904434	-0.042386055	-0.03755951	0.12822342	-0.08416748	35_5527	"Cluster: Os01g0232300 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0232300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JPB2	CHR3V7|COORD:5509403..5513124| catalytic	AT3G16260.1	CHR01V5|COORD:7321947..7329338|protein metallo-beta-lactamase superfamily protein, expressed	LOC_Os01g13150.1	no descriptionmoderately similar to ( 448)AT3G16260| Symbols:  | catalytic | chr3:5509403-5513124 FORWARDnot assigned ElaC PRK00055 PRK02126	not assigned.no ontology	35_1

CUST_15085_PI404877155	2	0.018767357	0.27199078	-0.17398834	0.055749893	-0.1961813	-0.018766403	Contig8949_at	P-type ATPase [Hordeum vulgare]	CAC40034.1	calcium-transporting ATPase 4, endoplasmic reticulum-type (ECA4)	At1g07670.1	protein calcium-translocating P-type ATPase, SERCA-type	Os05g02940	"calcium-transporting ATPase 4, endoplasmic reticulum-type (ECA4), identical to SP:Q9XES1 Calcium-transporting ATPase 4, endoplasmic reticulum-type (EC 3.6.3.8) {Arabidopsis thaliana); contains InterPro Accession IPR006069: Cation transporting ATPase"	transport.calcium	34_21

CUST_24001_PI399408534	2	0.09076643	-0.16572332	-0.11920738	-0.05547571	0.29684687	0.05547571	35_17461	0	0	CHR5|COORD:4600999..4604485| SET domain-containing protein, low similarity to ribulose-1,5-bisphosphate carboxylase/oxygenase small subunit N-methyltransferase	AT5G14260.2	CHR12V5|COORD:7543984..7551701|protein SET domain containing protein, expressed	LOC_Os12g13460.1	no descriptionweakly similar to ( 156)AT5G14260| Symbols:  | SET domain-containing protein | chr5:4601142-4603876 FORWARDRubis-subs-bind	RNA.regulation of transcription.SET-domain transcriptional regulator family	27_3_69

CUST_53988_PI403524517	2	0.12113571	-0.1607666	-0.11509514	0.05885887	0.016077995	-0.016077042	35_15365	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10SD2	"CHR5V7|COORD:18007094..18008746| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G44590.1); similar to expressed protein [Oryza sativa (japonica"	AT5G44600.1	CHR03V5|COORD:1482587..1477964|protein expressed protein	LOC_Os03g03470.4	"no descriptionmoderately similar to ( 202)AT5G44600| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G44590.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABF93757.1); contains domain no description (G3D.3.40.50.150); contains domain S-adenosyl-L-methionine-dependent methyltransferases (SSF53335) | chr5:18007094-18008746 FORWARDSpeE"	not assigned.unknown	35_2

CUST_65108_PI403524517	2	-0.026255608	0.026255608	-0.13642025	0.117878914	-0.038287163	0.094049454	35_18588	Rep: OSIGBa0092O07.5 protein - Oryza sativa (Rice)	UniRef90_Q01ME5	CHR5|COORD:23541713..23550337| protein kinase family protein / non phototropic hypocotyl 1-like protein (NPL1), contains Pfam domains, PF00069: Protein kinase	AT5G58140.1	CHR04V5|COORD:13630009..13616871|protein phototropin-1, putative, expressed	LOC_Os04g23890.3	" no descriptionmoderately similar to ( 230)AT5G58140| Symbols: NPL1, PHOT2 | PHOT2 (NON PHOTOTROPIC HYPOCOTYL 1-LIKE); kinase | chr5:23541997-23547219 FORWARDweakly similar to ( 157)G11A_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase SPS1 "	protein.postranslational modification	29_4

CUST_77113_PI403524517	2	0.15962791	0.5801697	0.014051437	-0.12911987	-0.014050484	-0.050570488	35_22106	0	0	0	0	CHR07V5|COORD:28472489..28467379|protein pre-mRNA-splicing factor SF2, putative, expressed	LOC_Os07g47630.1	no description	not assigned.unknown	35_2

CUST_128682_PI403524517	2	-0.11877823	0.0039362907	1.906898	-0.09847212	0.44766712	-0.0039362907	35_36168	"Cluster: Os11g0704100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os11g0704100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IQW0	"CHR3V7|COORD:20529495..20531667| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G63270.1); similar to expressed protein [Oryza sativa (japonica"	AT3G55350.1	CHR11V5|COORD:28257720..28253737|protein pollen signalling protein with adenylyl cyclase activity, putative, expressed	LOC_Os11g47780.1	"no descriptionvery weakly similar to (63.5)AT3G55350| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G63270.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABA95488.2); similar to Os11g0702700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001068533.1); contains InterPro domain Trp repressor/replication initiator; (InterPro:IPR010921) | chr3:20529495-20531667 FORWARD"	not assigned.unknown	35_2

CUST_105401_PI403524517	2	-0.045339584	0.045340538	-0.16901112	0.5886879	0.49403763	-0.37823296	35_30020	"Cluster: Hypothetical protein B1123E10.108; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1123E10.108 - Oryza sativa (japonica cultivar"	UniRef90_Q7EY22	CHR5V7|COORD:22830994..22833388| carbonic anhydrase family protein	AT5G56330.1	CHR07V5|COORD:13514085..13511435|protein F-box domain containing protein, expressed	LOC_Os07g23900.1	no description	not assigned.unknown	35_2

CUST_16028_PI403524517	2	0.034121513	-0.25504017	-0.043056488	-0.027810097	0.027810097	0.05792904	35_4625	"Cluster: Hypothetical protein P0604E01.3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0604E01.3 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6YYY1	"CHR3V7|COORD:16804840..16808365| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G45760.1); similar to S-M checkpoint control protein CID1 and"	AT3G45750.1	CHR08V5|COORD:27881215..27887412|protein expressed protein	LOC_Os08g44560.1	"no descriptionvery weakly similar to (53.9)AT3G45750| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G45760.1); similar to S-M checkpoint control protein CID1 and related nucleotidyltransferases (ISS) [Ostreococcus tauri] (GB:CAL55446.1); similar to Os09g0570600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001063988.1); similar to Os08g0559900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001062505.1); contains InterPro domain PAP/25A core; (InterPro:IPR001201) | chr3:16804840-16808365 REVERSE"	not assigned.unknown	35_2

CUST_60117_PI403524517	2	0.13952637	-0.09276581	-0.055838585	-0.10939407	0.05583954	0.06361866	35_17138	"Cluster: Putative senescence-associated protein 5; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative senescence-associated protein 5 - Oryza sativa (jap"	UniRef90_Q67WQ6	CHR2V7|COORD:10142939..10144432| TET8 (TETRASPANIN8)	AT2G23810.1	CHR06V5|COORD:26751554..26754225|protein senescence-associated protein DH, putative, expressed	LOC_Os06g44310.1	no descriptionmoderately similar to ( 214)AT2G23810| Symbols: TET8 | TET8 (TETRASPANIN8) | chr2:10142939-10144432 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Tetraspannin DUF566 Herpes_BLLF1 PRK07003 PRK07764 PRK12323	development.unspecified	33_99

CUST_155589_PI403524517	2	-0.53148127	0.4824896	0.06539774	-0.06539774	0.10416174	-0.22427082	35_43462	"Cluster: Respiratory burst oxidase protein D, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Respiratory burst oxidase protein D, putativ"	UniRef90_Q2R351	"CHR1V7|COORD:2932745..2936497| ATRBOHB (RESPIRATORY BURST OXIDASE HOMOLOG B); FAD binding / calcium ion binding / iron ion binding / oxidoreductase"	AT1G09090.2	CHR11V5|COORD:19094970..19087450|protein respiratory burst oxidase protein D, putative, expressed	LOC_Os11g33120.3	"no descriptionweakly similar to ( 160)AT1G09090| Symbols: ATRBOHB | ATRBOHB (RESPIRATORY BURST OXIDASE HOMOLOG B); FAD binding / calcium ion binding / iron ion binding / oxidoreductase | chr1:2932745-2935592 FORWARDnot assigned Ferric_reduct"	stress.biotic.respiratory burst	20_1_1

CUST_8542_PI404877155	2	-0.11735439	0.36849308	0.021900177	-0.04489231	-0.007892609	0.007892609	Contig2524_s_at	putative aldehyde dehydrogenase BIS1 [Hordeum vulgare]	AAL70106.1	delta-1-pyrroline-5- carboxylate dehydrogenase (P5CDH)	At5g62530.1	protein aldehyde dehydrogenase MIS1, putative	Os05g45960	1 putative aldehyde dehydrogenase BIS1	amino acid metabolism.synthesis.glutamate family.proline	13_1_2_2

CUST_19494_PI399408534	2	0.28685427	0.1548934	-0.26906013	-0.081643105	-0.36523676	0.081643105	35_38919	"Cluster: PHD-finger family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: PHD-finger family protein, expressed - Oryza sativa (japonica"	UniRef90_Q2QSD0	CHR5V7|COORD:5467537..5472959| PHD finger family protein	AT5G16680.1	CHR12V5|COORD:14017653..14010131|protein PHD-finger family protein, expressed	LOC_Os12g24540.1	no descriptionvery weakly similar to (83.6)AT5G16680| Symbols:  | PHD finger family protein | chr5:5467537-5472959 REVERSE	RNA.regulation of transcription.unclassified	27_3_99

CUST_28944_PI403524517	2	0.14013481	-0.5825186	0.058057785	-0.13401604	0.10752773	-0.05805683	35_8365	Rep: Putative ribonucleotide reductase - Oryza sativa (japonica cultivar-group)	UniRef90_Q6K848	"CHR2V7|COORD:9300609..9304660| R1/RIBONUCLEOTIDE REDUCTASE, REDUCTASE PROTEIN R1; ribonucleoside-diphosphate reductase"	AT2G21790.1	CHR02V5|COORD:34322368..34327357|protein ribonucleoside-diphosphate reductase large subunit, putative, expressed	LOC_Os02g56100.1	" no descriptionhighly similar to ( 977)AT2G21790| Symbols: R1, RIBONUCLEOTIDE REDUCTASE, REDUCTASE PROTEIN R1, RNR1 | R1/RIBONUCLEOTIDE REDUCTASE, REDUCTASE PROTEIN R1; ribonucleoside-diphosphate reductase | chr2:9300609-9304660 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned RNR_1 Ribonuc_red_lgC PRK07207 NrdA PRK12365 PRK08447 PRK06539 PRK09209 PRK12364 PRK09102 PRK07088 RNR_1_like PRK09103 PRK08665 PRK06406 PRK07187 PRK07632 PRK08188 PRK07306 PRK06556 PRK06948 Ribonuc_red_lgN PRK08115 ATP-cone PRK08332 RNR_PFL PRK07562 TT_ORF1 PRK07003 "	nucleotide metabolism.deoxynucleotide metabolism	23_5

CUST_7323_PI399408534	2	-0.04857397	0.04857397	0.059456825	0.22164011	-0.68705463	-0.5829258	35_39802	"Cluster: OSJNBa0088I22.18 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0088I22.18 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7FAG4	CHR4V7|COORD:12129496..12134097| protein kinase family protein	AT4G23160.1	CHR12V5|COORD:2381942..2365316|protein retrotransposon protein, putative, unclassified	LOC_Os12g05310.1	no descriptionvery weakly similar to (51.6)AT4G23160| Symbols:  | protein kinase family protein | chr4:12129496-12134097 FORWARDRVT_2	signalling.receptor kinases.DUF 26	30_2_17

CUST_76469_PI403524517	2	-0.07834244	-0.3354864	0.09394741	0.060539246	0.11726189	-0.060539246	35_21923	Rep: Hypothetical protein - Medicago truncatula (Barrel medic)	UniRef90_Q1RV00	"CHR5V7|COORD:25370482..25372636| similar to Protein of unknown function (DUF410) [Medicago truncatula] (GB:ABE77873.1); contains InterPro domain Protein of"	AT5G63220.1	CHR01V5|COORD:3333052..3340023|protein expressed protein	LOC_Os01g07100.1	"no descriptionmoderately similar to ( 201)AT5G63220| Symbols:  | similar to Protein of unknown function (DUF410) [Medicago truncatula] (GB:ABE77873.1); contains InterPro domain Protein of unknown function DUF410; (InterPro:IPR007317) | chr5:25370482-25372636 REVERSEnot assigned"	not assigned.unknown	35_2

CUST_36874_PI403524517	2	-0.048507214	0.029580116	0.19458199	0.0073752403	-0.0073747635	-0.104263306	35_10628	"Cluster: Hypothetical protein OSJNBa0036C12.15; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0036C12.15 - Oryza sativa (japonica"	UniRef90_Q5W6Y2	"CHR2V7|COORD:19491277..19491609| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G62640.1); similar to conserved hypothetical protein [Medicago"	AT2G47480.1	CHR05V5|COORD:16829065..16827960|protein expressed protein	LOC_Os05g28840.1	"no descriptionvery weakly similar to (65.9)AT2G47480| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G62640.1); similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE84415.1) | chr2:19491277-19491609 REVERSE"	not assigned.unknown	35_2

CUST_16211_PI403524517	2	0.049660683	-0.050718307	-0.0037965775	-0.02078724	0.0037956238	0.07940674	35_4674	"Cluster: Os06g0146300 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os06g0146300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DEL6	"CHR5V7|COORD:9731761..9733647| similar to Os06g0146300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001056793.1); similar to unnamed protein product"	AT5G27560.1	CHR06V5|COORD:2436368..2432394|protein expressed protein	LOC_Os06g05390.1	" no descriptionmoderately similar to ( 346)AT5G27560| Symbols:  | similar to Os06g0146300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001056793.1); similar to unnamed protein product [Ostreococcus tauri] (GB:CAL54638.1); contains domain FAD/NAD-linked reductases, dimerisation (C-terminal) domain (SSF55424) | chr5:9731761-9733647 FORWARDDUF1995 "	not assigned.unknown	35_2

CUST_74031_PI403524517	2	0.072580814	0.039741516	-0.012468815	-0.099905014	-0.08878803	0.012468338	35_21230	"Cluster: Actin-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Actin-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5ZBL6	CHR3V7|COORD:3938316..3940717| ATARP5 (ACTIN-RELATED PROTEIN 5)	AT3G12380.1	CHR12V5|COORD:3233557..3230453|protein actin-7, putative, expressed	LOC_Os12g06660.1	no descriptionmoderately similar to ( 414)AT3G12380| Symbols: ATARP5 | ATARP5 (ACTIN-RELATED PROTEIN 5) | chr3:3938316-3940717 REVERSEvery weakly similar to (80.5)ACT2_PEAActin-2 - Pisum sativum (Garden pea)not assigned not assigned not assigned not assigned not assigned not assigned not assigned ACTIN ACTIN Actin COG5277	cell.organisation	31_1

CUST_19154_PI404877155	2	0.009304047	-0.0067186356	0.0067186356	0.1366272	-0.020822525	-0.15327358	MitoContig16_at	0	0	0	0	0	0	ubiquinone reductase subunit 2	mitochondrial electron transport / ATP synthesis.NADH-DH.localisation not clear	9_1_2

CUST_92030_PI403524517	2	0.031982422	0.4141941	-0.06720257	-0.07064819	-9.050369E-4	9.050369E-4	35_26315	"Cluster: Os06g0705300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0705300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D9P4	CHR3|COORD:3167956..3170908| expressed protein	AT3G10250.2	CHR06V5|COORD:29800549..29797152|protein plant-specific domain TIGR01589 family protein, expressed	LOC_Os06g49180.2	" no descriptionvery weakly similar to (91.3)AT3G10250| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G04090.2); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD10374.1); similar to Os02g0137100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001045827.1); contains InterPro domain Conserved hypothetical protein 1589, plant; (InterPro:IPR006476) | chr3:3168376-3170423 REVERSE"	not assigned.unknown	35_2

CUST_151719_PI403524517	2	0.57625675	0.5555916	-0.06825447	-0.22448444	-0.0058727264	0.0058732033	35_42421	"Cluster: Os08g0561600 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os08g0561600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J3N8	"CHR2V7|COORD:12007092..12009304| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G59790.1); similar to Protein of unknown function DUF966 [Medicago"	AT2G28150.1	CHR08V5|COORD:27993793..27990452|protein expressed protein	LOC_Os08g44760.2	"no descriptionweakly similar to ( 103)AT2G28150| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G59790.1); similar to Protein of unknown function DUF966 [Medicago truncatula] (GB:ABE84105.1); contains InterPro domain Protein of unknown function DUF966; (InterPro:IPR010369) | chr2:12007092-12009304 FORWARDDUF966"	not assigned.unknown	35_2

CUST_120513_PI403524517	2	0.09122753	-0.26552963	0.007218361	-0.020441055	0.052327156	-0.007218361	35_34066	"Cluster: Ornithine carbamoyltransferase, chloroplast precursor; n=1; Pisum sativum|Rep: Ornithine carbamoyltransferase, chloroplast precursor - Pisum sativum (G"	UniRef90_Q43814	"CHR1V7|COORD:28270118..28272044| OTC (ORNITHINE CARBAMOYLTRANSFERASE); amino acid binding / carboxyl- and carbamoyltransferase"	AT1G75330.1	CHR02V5|COORD:29072394..29075389|protein ornithine carbamoyltransferase, chloroplast precursor, putative, expressed	LOC_Os02g47590.1	" no descriptionvery weakly similar to (62.0)AT1G75330| Symbols: OTC | OTC (ORNITHINE CARBAMOYLTRANSFERASE); amino acid binding / carboxyl- and carbamoyltransferase | chr1:28270118-28272044 REVERSEvery weakly similar to (62.0)OTC_PEAOrnithine carbamoyltransferase, chloroplast precursor - Pisum sativum (Garden pea)not assigned ArgF PRK00779 "	amino acid metabolism.synthesis.glutamate family.arginine	13_1_2_3

CUST_84625_PI403524517	2	-0.0076179504	0.046670914	0.007618904	-0.10918999	-0.2026596	0.059090614	35_24250	"Cluster: Phospholipid-translocating P-type ATPase, flippase family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Phospholipid-translocati"	UniRef90_Q10LU3	"CHR5V7|COORD:1445510..1449569| ALA1 (AMINOPHOSPHOLIPID ATPASE1); ATPase, coupled to transmembrane movement of ions, phosphorylative mechanism"	AT5G04930.1	CHR03V5|COORD:12353041..12359161|protein phospholipid-translocating P-type ATPase, flippase family protein, expressed	LOC_Os03g21680.4	no description	not assigned.unknown	35_2

CUST_132098_PI403524517	2	0.079527855	0.07505798	0.08889294	-0.26514053	-0.48086166	-0.07505703	35_37100	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_28280_PI403524517	2	0.4823947	1.7717729	0.040308	-0.55586624	-0.09426355	-0.04030752	35_8175	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_17485_PI403524517	2	0.091321945	-0.87876606	-0.23595524	0.090569496	-0.04162979	0.041630745	35_5052	Rep: Oligopeptidase B - Triticum aestivum (Wheat)	UniRef90_Q0WYN8	CHR1V7|COORD:18666148..18669853| prolyl oligopeptidase family protein	AT1G50380.1	CHR06V5|COORD:31144707..31135654|protein protease 2, putative, expressed	LOC_Os06g51410.1	no descriptionmoderately similar to ( 284)AT1G50380| Symbols:  | prolyl oligopeptidase family protein | chr1:18666148-18669853 FORWARDnot assigned PtrB PRK10115 Peptidase_S9 COG1505 DAP2	protein.degradation	29_5

CUST_182881_PI403524517	2	0.28212786	-0.18169022	-0.028511047	0.028511047	-0.22253227	0.07305288	35_50831	"Cluster: Os09g0516700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0516700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J0C7	"CHR1V7|COORD:2805481..2808412| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G13370.1); similar to Os09g0516700 [Oryza sativa (japonica"	AT1G08760.1	CHR09V5|COORD:20133970..20127673|protein expressed protein	LOC_Os09g34110.1	" no descriptionweakly similar to ( 182)AT1G08760| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G13370.1); similar to Os09g0516700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001063674.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD44860.1); similar to Os08g0541500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001062388.1); contains InterPro domain Nucleic acid-binding, OB-fold; (InterPro:IPR008994); contains InterPro domain Protein of unknown function DUF936, plant; (InterPro:IPR010341) | chr1:2805481-2808412 FORWARDDUF936 "	not assigned.unknown	35_2

CUST_63880_PI403524517	2	0.1352396	0.24469757	-0.020000458	-0.17868996	-0.2774048	0.020000458	35_18241	"Cluster: Agenet domain containing protein, expressed; n=6; Oryza sativa|Rep: Agenet domain containing protein, expressed - Oryza sativa (japonica cultivar-group"	UniRef90_Q108Y7	"CHR4V7|COORD:9689275..9693384| ATG2484-1 (Arabidopsis thaliana G2484-1 protein); RNA binding"	AT4G17330.1	CHR10V5|COORD:21706564..21694510|protein ATG2484-1, putative, expressed	LOC_Os10g41030.2	no description	not assigned.unknown	35_2

CUST_25591_PI399408534	2	0.034035683	0.21731567	-0.102443695	-0.17224216	-0.004385948	0.004385948	35_20155	"Cluster: Hypothetical protein B1122D01.8; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1122D01.8 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q60EH1	CHR2V7|COORD:15952356..15953853| myb family transcription factor	AT2G38090.1	CHR05V5|COORD:22000281..21998158|protein MYB-like transcription factor DIVARICATA, putative, expressed	LOC_Os05g37730.1	no descriptionweakly similar to ( 133)AT2G38090| Symbols:  | myb family transcription factor | chr2:15952356-15953853 FORWARDnot assigned not assigned not assigned not assigned PRK07764 PRK12323	RNA.regulation of transcription.MYB-related transcription factor family	27_3_26

CUST_820_PI404877155	2	0.2909298	-0.7485275	-0.15756989	0.006075859	0.0863266	-0.0060749054	Contig10767_at	Putative receptor-like protein kinase [Oryza sativa (japonica cultivar-group)]	AAM27467.1	leucine-rich repeat transmembrane protein kinase, putative	At5g65700.1	protein Leucine Rich Repeat, putative	Os03g12730	Putative receptor-like protein kinase	signalling.receptor kinases.misc	30_2_99

CUST_75141_PI403524517	2	0.05541706	0.040672302	-0.040672302	0.18640041	-0.3445797	-0.16567802	35_21539	"Cluster: Os01g0825800 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os01g0825800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JI42	CHR3V7|COORD:20861066..20862758| amino acid transporter family protein	AT3G56200.1	CHR01V5|COORD:35654013..35647630|protein amino acid-polyamine transporter, putative, expressed	LOC_Os01g61044.2	no descriptionmoderately similar to ( 231)AT3G56200| Symbols:  | amino acid transporter family protein | chr3:20861066-20862758 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Aa_trans SdaC APC_basic DUF566 Tymo_45kd_70kd	transport.amino acids	34_3

CUST_31501_PI399408534	2	0.0023260117	-0.4413948	-0.019050598	0.022016525	0.06540966	-0.0023269653	35_7608	"Cluster: Os07g0511500 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0511500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D646	CHR1V7|COORD:1471623..1476066| SNF2 domain-containing protein / helicase domain-containing protein / RING finger domain-containing protein	AT1G05120.1	CHR07V5|COORD:19539787..19544112|protein DNA repair protein rhp16, putative, expressed	LOC_Os07g32730.1	no descriptionweakly similar to ( 182)AT1G05120| Symbols:  | SNF2 domain-containing protein / helicase domain-containing protein / RING finger domain-containing protein | chr1:1471623-1476066 REVERSEvery weakly similar to (71.2)ISW2_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned HepA Helicase_C HELICc HELICc	RNA.regulation of transcription.Chromatin Remodeling Factors	27_3_44

CUST_7300_PI404877155	2	0.16280556	0.18281746	-0.23037815	-0.123215675	-0.09313774	0.09313679	Contig21274_at	ESTs C22657(S0014),C22656(S0014) correspond to a region of the predicted gene.~Similar to receptor protein kinase, ERECTA (AC004484) [Oryza	NP_910390.1	leucine-rich repeat family protein / protein kinase family protein	At5g62230.1	protein receptor-like protein kinase	Os06g03970	 ESTs C22657(S0014),C22656(S0014) correspond to a region of the predicted gene	signalling.receptor kinases.misc	30_2_99

CUST_6638_PI399408534	2	-2.2068686	1.113617	0.31840277	0.30887985	-0.30888033	-2.0114045	35_16332	Rep: ABA-responsive protein - Hordeum vulgare (Barley)	UniRef90_Q9ZTW0	CHR5V7|COORD:4207084..4208082| GRAM domain-containing protein / ABA-responsive protein-related	AT5G13200.1	CHR12V5|COORD:17459220..17457321|protein ABA-responsive protein, putative, expressed	LOC_Os12g29400.1	no descriptionmoderately similar to ( 287)AT5G13200| Symbols:  | GRAM domain-containing protein / ABA-responsive protein-related | chr5:4207084-4208082 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF566 GRAM PRK12323 Tymo_45kd_70kd PRK07003 APC_basic PRK10263 PRK07764 PRK05648 GRAM PRK08853 AF-4 Atrophin-1	hormone metabolism.abscisic acid.induced-regulated-responsive-activated	17_1_3

CUST_74313_PI403524517	2	0.01570797	1.075037	-0.33307648	0.18325615	-0.12684536	-0.015707016	35_21310	"Cluster: CAA303718.1 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: CAA303718.1 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53PP2	"CHR1V7|COORD:27986398..27987591| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G18740.1); similar to Protein of unknown function DUF793 [Medicago"	AT1G74450.1	CHR11V5|COORD:3106479..3108333|protein expressed protein	LOC_Os11g06440.1	"no descriptionweakly similar to ( 147)AT1G74450| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G18740.1); similar to Protein of unknown function DUF793 [Medicago truncatula] (GB:ABE83157.1); contains InterPro domain Protein of unknown function DUF793; (InterPro:IPR008511) | chr1:27986398-27987591 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF793"	not assigned.unknown	35_2

CUST_14830_PI403524517	2	0.058444977	0.19277668	-0.11856079	-0.058444977	-0.10289478	0.103378296	35_4270	"Cluster: Protein kinase family protein, putative, expressed; n=4; Oryza sativa (japonica cultivar-group)|Rep: Protein kinase family protein, putative, expressed"	UniRef90_Q2QNK0	CHR3V7|COORD:2062839..2067144| protein kinase family protein	AT3G06620.1	CHR12V5|COORD:23027641..23034880|protein ATP binding protein, putative, expressed	LOC_Os12g37570.1	no descriptionmoderately similar to ( 454)AT3G06620| Symbols:  | protein kinase family protein | chr3:2062839-2067144 REVERSEvery weakly similar to (98.6)CRI4_MAIZEPutative receptor protein kinase CRINKLY4 precursor - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pkinase_Tyr S_TKc TyrKc Pkinase S_TKc PTKc PTKc_Jak_rpt2 PTKc_Src_like PTKc_Csk_like PTKc_Abl PTKc_Tec_like PTKc_Srm_Brk PTKc_InsR_like PTKc_Frk_like PTKc_Fes_like PTKc_EphR PTKc_FAK PTKc_Btk_Bmx PTKc_Src PTKc_Ack_like PTKc_Itk PTKc_Yes PTKc_Jak2_Jak3_rpt2 PTKc_EGFR_like PTKc_Fyn_Yrk PTKc_Chk PTKc_FGFR PTKc_Ror PTKc_Csk PTKc_Lck_Blk PTKc_Tec_Rlk PTKc_Met_Ron PTKc_Lyn PTKc_EphR_B PTKc_Fer SPS1 PTKc_EphR_A PTKc_Tie1 PTKc_Fes PTKc_Tie2 PTKc_DDR PTKc_IGF-1R PTKc_Hck PTKc_EphR_A2 PTKc_PDGFR PTKc_FGFR4 PTKc_Syk_like PTKc_Ror1 PTKc_Trk PTKc_FGFR1 PTKc_DDR2 PTKc_Axl_like PTKc_DDR_like PTKc_Jak1_rpt2 PTKc_FGFR2 PTKc_Tie PTKc_Musk PTKc_FGFR3 PTK_CCK4 PTKc_InsR PTKc_c-ros PTKc_DDR1 PTKc_Tyk2_rpt2 PTKc_TrkB PTKc_Tyro3 PTKc_EGFR PTK_Ryk PTKc_HER4 PTKc_Aatyk1_Aatyk3 PTKc_TrkA PTKc_ALK_LTK PTKc_Aatyk PTK_HER3 PTKc_TrkC PTKc_RET PTKc_HER2 PTKc_Ror2 PTKc_EphR_A10 PTKc_Axl PTKc_Syk PTKc_Zap-70 PTKc_VEGFR PTKc_Aatyk2 PTKc_VEGFR2 PTKc_VEGFR3 PTK_Jak_rpt1 PTKc_Kit	protein.postranslational modification	29_4

CUST_134615_PI403524517	2	0.032746315	0.46172428	0.034604073	-0.3725958	-0.1552124	-0.032746315	35_37769	Rep: Probable autophagy protein 5 - Oryza sativa (Rice)	UniRef90_Q6ZGL4	"CHR5V7|COORD:5687162..5689823| APG5/ATG5 (AUTOPHAGY 5); transporter"	AT5G17290.1	CHR02V5|COORD:934291..930252|protein autophagy protein 5, putative, expressed	LOC_Os02g02570.1	" no descriptionvery weakly similar to (52.8)AT5G17290| Symbols: ATG5, APG5 | APG5/ATG5 (AUTOPHAGY 5); transporter | chr5:5687162-5689823 REVERSEvery weakly similar to (73.6)ATG5_ORYSA"	protein.degradation.autophagy	29_5_2

CUST_70943_PI403524517	2	-0.001250267	0.14744186	-0.011384964	-0.04469776	0.0029935837	0.001250267	35_20325	Rep: H0315A08.13 protein - Oryza sativa (Rice)	UniRef90_Q01I58	CHR1|COORD:7483772..7486311| expressed protein	AT1G21370.2	CHR04V5|COORD:21614565..21611817|protein cytoplasm protein, putative, expressed	LOC_Os04g35780.1	no descriptionmoderately similar to ( 420)AT1G21370| Symbols:  | similar to H0315A08.13 [Oryza sativa (indica cultivar-group)] (GB:CAH67583.1) | chr1:7484239-7485440 FORWARDnot assigned	not assigned.unknown	35_2

CUST_140564_PI403524517	2	0.28425503	1.1222811	-0.28425503	-0.630847	-0.29327536	0.38593864	35_39411	"Cluster: Leaf senescence related protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Leaf senescence related protein-like - Oryza sativa (japonica cu"	UniRef90_Q6ZGL3	"CHR5V7|COORD:25793252..25794942| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G14530.1); similar to Os02g0117900 [Oryza sativa (japonica"	AT5G64470.2	CHR02V5|COORD:937786..934586|protein expressed protein	LOC_Os02g02580.1	" no descriptionweakly similar to ( 118)AT5G64470| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G14530.1); similar to Os02g0117900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001045691.1); similar to Protein of unknown function DUF231, plant [Medicago truncatula] (GB:ABE84785.1); contains InterPro domain Protein of unknown function DUF231, plant; (InterPro:IPR004253) | chr5:25793252-25794719 FORWARDnot assigned not assigned not assigned not assigned not assigned PRK12678 "	not assigned.unknown	35_2

CUST_148400_PI403524517	2	0.23579216	0.13070726	-0.16226387	-0.11044407	-0.62397814	0.11044359	35_41516	"Cluster: Cyclin-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Cyclin-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5N857	CHR1V7|COORD:1808477..1815059| binding	AT1G05960.1	CHR01V5|COORD:39385823..39379111|protein expressed protein	LOC_Os01g67290.2	no descriptionvery weakly similar to ( 100)AT1G05960| Symbols:  | binding | chr1:1808477-1815059 REVERSEnot assigned	not assigned.unknown	35_2

CUST_58526_PI403524517	2	0.06078911	-0.2735567	0.023831367	-0.023831367	-0.039566994	0.059096336	35_16693	Rep: Putative ribophorin I - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q9ZUA0	CHR2V7|COORD:317192..320015| ribophorin I family protein	AT2G01720.1	CHR05V5|COORD:13451459..13456251|protein dolichyl-diphosphooligosaccharide--protein glycosyltransferase 67 kDasubunit precursor, putative,	LOC_Os05g23600.2	no descriptionhighly similar to ( 548)AT2G01720| Symbols:  | ribophorin I family protein | chr2:317192-320015 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Ribophorin_I Extensin_2 PRK12323 Atrophin-1 Tymo_45kd_70kd PRK07003 HPC2 DUF566 PRK07764 GRASP55_65 DUF1421 Herpes_BLLF1 APC_basic KAR9 Herpes_TAF50 Drf_FH1 AF-4 Pneumo_att_G DUF605 PRK09169 PRK05648 MAP65_ASE1 IER CTF_NFI DamX	protein.glycosylation	29_7

CUST_32933_PI403524517	2	-0.24448156	-0.43400955	0.8470416	0.24448156	0.41165733	-0.3340516	35_9491	"Cluster: Os09g0566000 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os09g0566000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IZJ9	CHR1V7|COORD:2588991..2590232| prephenate dehydratase family protein	AT1G08250.1	CHR09V5|COORD:22560739..22564786|protein prephenate dehydratase, putative, expressed	LOC_Os09g39260.1	no descriptionmoderately similar to ( 260)AT1G08250| Symbols:  | prephenate dehydratase family protein | chr1:2588991-2590232 REVERSEnot assigned PheA PRK11898 PRK11899 ACT_CM-PDT pheA ACT_AAAH-PDT-like PDT	amino acid metabolism.synthesis.aromatic aa.phenylalanine.arogenate dehydratase / prephenate dehydratase	13_1_6_3_1

CUST_132150_PI403524517	2	0.24398899	0.47766972	0.039396286	-0.1386118	-0.16409302	-0.039396286	35_37116	"Cluster: Os01g0109700 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os01g0109700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JRB9	CHR1V7|COORD:8563847..8569985| ATSIN3/SIN3 (Arabidopsis thaliana sin3 homolog)	AT1G24190.1	CHR01V5|COORD:519250..510696|protein paired amphipathic helix repeat family protein, expressed	LOC_Os01g01960.1	no descriptionvery weakly similar to (50.1)AT1G70060| Symbols:  | paired amphipathic helix repeat-containing protein | chr1:26387452-26393231 FORWARD	not assigned.no ontology.paired amphipathic helix repeat-containing protein	35_1_24

CUST_73990_PI403524517	2	-0.22394943	0.013130188	-0.41032028	0.43132973	-0.013131142	0.09316635	35_21220	"Cluster: Os02g0741700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0741700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DXP1	"CHR1V7|COORD:22099325..22100099| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G10530.1); similar to T10O24.15, related [Lycopersicon esculentum]"	AT1G60010.1	CHR02V5|COORD:31034669..31032632|protein expressed protein	LOC_Os02g50810.1	" no descriptionvery weakly similar to (84.7)AT1G60010| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G10530.1); similar to T10O24.15, related [Lycopersicon esculentum] (GB:AAX95759.1) | chr1:22099325-22100099 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07003 PRK12323 PRK07764 PRK12678 "	not assigned.unknown	35_2

CUST_61192_PI403524517	2	0.34125805	0.44795275	0.2188921	-0.24740934	-0.6046276	-0.21889257	35_17456	"Cluster: Expressed protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10M62	"CHR3V7|COORD:20414166..20417199| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G39300.1); similar to Moesin; Prefoldin [Medicago truncatula]"	AT3G55060.1	CHR03V5|COORD:11643090..11639233|protein expressed protein	LOC_Os03g20580.1	"no descriptionvery weakly similar to (60.1)AT3G55060| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G39300.1); similar to Moesin; Prefoldin [Medicago truncatula] (GB:ABE91351.1); contains InterPro domain Prefoldin; (InterPro:IPR009053) | chr3:20414166-20417199 REVERSE"	DNA.synthesis/chromatin structure	28_1

CUST_168943_PI403524517	2	0.65651274	0.3056283	0.073933125	-0.073933125	-0.6352954	-0.5780473	35_47049	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_18619_PI404877155	2	-0.11761427	0.0	0.0	0.36752176	0.1792283	-0.04454422	HVSMEl0011A04f_at	0	0	0	0	0	0	RNA polymerase beta' subunit-1	RNA.transcription	27_2

CUST_138778_PI403524517	2	0.12533665	0.34077835	0.05124712	-0.051247597	-0.06004381	-0.19949389	35_38927	"Cluster: OSJNBa0088H09.3 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0088H09.3 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XPV3	CHR4V7|COORD:7013950..7017840| NTRB (NADPH-dependent thioredoxin reductase B)	AT4G11610.1	CHR04V5|COORD:34696725..34701023|protein phosphoribosylanthranilate transferase, putative, expressed	LOC_Os04g58720.1	 no descriptionweakly similar to ( 199)AT4G11610| Symbols: ATNTRB, NTRB | NTRB (NADPH-dependent thioredoxin reductase B) | chr4:7013950-7017840 REVERSEnot assigned not assigned C2 C2 C2 C2_1 C2_2 COG5038 	not assigned.no ontology.C2 domain-containing protein	35_1_19

CUST_181349_PI403524517	2	-0.19758701	0.20066214	0.061852455	0.19161701	-0.28735638	-0.061852455	35_50427	"Cluster: Os07g0517700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0517700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D617	CHR1V7|COORD:23241239..23242177| invertase/pectin methylesterase inhibitor family protein	AT1G62760.1	CHR07V5|COORD:19963975..19968222|protein F-box domain containing protein	LOC_Os07g33400.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07764 Pneumo_att_G Atrophin-1 PRK12323 TT_ORF1 PRK10856 PRK12678	not assigned.unknown	35_2

CUST_23975_PI399408534	2	0.17898273	0.19564438	0.015234947	-0.061696053	-0.11941624	-0.015234947	35_21942	"Cluster: Os05g0494900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0494900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DH32	"CHR1V7|COORD:24310608..24317990| GTB1 (GLOBAL TRANSCRIPTION FACTOR GROUP B1); RNA binding / hydrolase, acting on ester bonds"	AT1G65440.1	CHR05V5|COORD:24218139..24226685|protein SH2 motif, putative, expressed	LOC_Os05g41510.1	" no descriptionmoderately similar to ( 358)AT1G65440| Symbols: GTB1 | GTB1 (GLOBAL TRANSCRIPTION FACTOR GROUP B1); RNA binding / hydrolase, acting on ester bonds | chr1:24310571-24317990 REVERSEnot assigned "	RNA.regulation of transcription.Global transcription factor group	27_3_52

CUST_7785_PI403524517	2	-0.03650093	-8.068085E-4	8.068085E-4	0.054555893	-0.0020885468	0.08012962	35_2168	"Cluster: Hypothetical protein OJ1124_B05.23; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1124_B05.23 - Oryza sativa (japonica cultiv"	UniRef90_Q6ZKB0	"CHR4V7|COORD:9280154..9280563| similar to Os08g0431500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001061863.1); similar to unknown protein [Oryza"	AT4G16450.1	CHR08V5|COORD:20740728..20741550|protein expressed protein	LOC_Os08g33460.1	"no descriptionweakly similar to ( 171)AT4G16450| Symbols:  | similar to Os08g0431500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001061863.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAC99342.1) | chr4:9280154-9280563 FORWARD"	not assigned.unknown	35_2

CUST_6838_PI399408534	2	0.32372856	0.06648445	0.097023964	-0.06648445	-0.42631006	-0.42435026	35_43093	Rep: Hypothetical protein - Phaeosphaeria nodorum SN15	UniRef90_Q0UVM4	"CHR1V7|COORD:28781876..28783165| OPR1 (12-oxophytodienoate reductase 1); 12-oxophytodienoate reductase"	AT1G76680.2	CHR02V5|COORD:21225482..21223084|protein 12-oxophytodienoate reductase 2, putative, expressed	LOC_Os02g35310.1	"no descriptionvery weakly similar to (86.7)AT1G76680| Symbols: OPR1 | OPR1 (12-oxophytodienoate reductase 1); 12-oxophytodienoate reductase | chr1:28781876-28783165 FORWARDnot assigned OYE_like_FMN NemA PRK10605 Oxidored_FMN"	hormone metabolism.jasmonate.synthesis-degradation.12-Oxo-PDA-reductase	17_7_1_5

CUST_114492_PI403524517	2	0.69606113	0.41975594	-0.04880953	-0.22769928	-0.5149751	0.048810005	35_32493	"Cluster: Os05g0384800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0384800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DIJ3	CHR5V7|COORD:3995790..4000546| Ran GTPase binding / chromatin binding / zinc ion binding	AT5G12350.1	CHR05V5|COORD:18512299..18503854|protein ran GTPase binding protein, putative, expressed	LOC_Os05g31920.2	no descriptionvery weakly similar to (68.6)AT5G12350| Symbols:  | Ran GTPase binding / chromatin binding / zinc ion binding | chr5:3995790-4000546 FORWARDnot assigned	cell.division	31_2

CUST_14273_PI403524517	2	0.06273079	0.14732075	0.018850327	-0.0999279	-0.01885128	-0.24412823	35_4095	"Cluster: Putative actin-related protein 4; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative actin-related protein 4 - Oryza sativa (japonica"	UniRef90_Q6ZJW9	"CHR1V7|COORD:6348192..6351759| ATARP4 (ACTIN-RELATED PROTEIN 4); structural constituent of cytoskeleton"	AT1G18450.1	CHR08V5|COORD:2078210..2087374|protein actin-like protein 6A, putative, expressed	LOC_Os08g04280.2	" no descriptionmoderately similar to ( 261)AT1G18450| Symbols: ARP4, ATARP4 | ATARP4 (ACTIN-RELATED PROTEIN 4); structural constituent of cytoskeleton | chr1:6348192-6351759 FORWARDweakly similar to ( 137)ACT_VOLCAActin - Volvox carterinot assigned not assigned not assigned not assigned not assigned not assigned Actin ACTIN ACTIN COG5277 "	cell.organisation	31_1

CUST_50460_PI403524517	2	0.16609097	-0.8110533	-0.016133308	-0.050372124	0.30699348	0.016134262	35_14407	"Cluster: Pherophorin-C1 protein precursor; n=1; Chlamydomonas reinhardtii|Rep: Pherophorin-C1 protein precursor - Chlamydomonas reinhardtii"	UniRef90_Q3HTK6	CHR1V7|COORD:22496859..22500684| proline-rich family protein	AT1G61080.1	CHR08V5|COORD:395077..393302|protein vegetative cell wall protein gp1 precursor, putative, expressed	LOC_Os08g01690.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Extensin_2 PRK12323 Drf_FH1 DUF1421 PRK07764 TT_ORF1 Atrophin-1 PRK07003 Tymo_45kd_70kd TolA PRK05648 tolA MARCKS DUF1777 TolA rne PRK12678 TrbL PRK10416 PRK10819 FimV DREPP Cytadhesin_P30 PRK12372 PRK06958 Totivirus_coat BASP1 SerH TonB PRK12688 PRK11855 GP38 eIF-4B HpaP PRK08853 Protamine_P1 GRASP55_65 Gag_spuma Caldesmon HPC2 DUF1210 DUF1509 COG3827 PRK07735 aceF MCPVI COG5373 motB IER AF-4 PRK05035 DUF605 PRK09169 DUF1431 PRK12373 DUF612 COG5651 PRK03427 STOP PRK08770 Adeno_PV Herpes_UL56 DUF1750	not assigned.unknown	35_2

CUST_27102_PI403524517	2	0.06724739	0.29415703	0.093551636	-0.06724548	-0.081624985	-0.17697525	35_7848	Rep: Photosystem Q(B) protein - Glycine max (Soybean)	UniRef90_P02957	CHRCV7|COORD:383..1444| Encodes chlorophyll binding protein D1, a part of the photosystem II reaction center core	ATCG00020.1	CHR08V5|COORD:22191746..22192851|protein photosystem Q, putative, expressed	LOC_Os08g35420.1	 no descriptionmoderately similar to ( 444)ATCG00020| Symbols: PSBA | Encodes chlorophyll binding protein D1, a part of the photosystem II reaction center core | chrC:383-1444 REVERSEmoderately similar to ( 450)PSBA_HORVUPhotosystem Q(B) protein precursor - Hordeum vulgare (Barley)psbA Photo_RC psbD 	PS.lightreaction.photosystem II.PSII polypeptide subunits	1_1_1_2

CUST_87204_PI403524517	2	0.1950159	0.92322683	0.11405134	-0.13505602	-0.5732446	-0.114050865	35_24970	"Cluster: Erythroid differentiation-related factor 1-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Erythroid differentiation-related factor 1-li"	UniRef90_Q5N730	CHR1V7|COORD:13192721..13197262| binding	AT1G35660.1	CHR01V5|COORD:38224296..38217479|protein expressed protein	LOC_Os01g65320.1	no descriptionvery weakly similar to (88.2)AT1G35660| Symbols:  | binding | chr1:13192721-13197262 FORWARD	not assigned.unknown	35_2

CUST_41225_PI403524517	2	-0.050376892	0.15074873	0.26529074	0.050376892	-0.4625821	-0.42853642	35_11851	"Cluster: Os08g0474800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os08g0474800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J520	"CHR1V7|COORD:18382445..18383404| similar to cell death associated protein-related [Arabidopsis thaliana] (TAIR:AT1G49650.1); similar to"	AT1G49660.1	CHR08V5|COORD:23271502..23270207|protein gibberellin receptor GID1L2, putative, expressed	LOC_Os08g37010.1	"no descriptionvery weakly similar to (63.9)AT1G49660| Symbols:  | similar to cell death associated protein-related [Arabidopsis thaliana] (TAIR:AT1G49650.1); similar to Esterase/lipase/thioesterase [Medicago truncatula] (GB:ABE83375.1); contains InterPro domain Esterase/lipase/thioesterase; (InterPro:IPR000379); contains InterPro domain Alpha/beta hydrolase fold-3; (InterPro:IPR013094) | chr1:18382445-18383404 REVERSEnot assigned TT_ORF1"	not assigned.no ontology	35_1

CUST_78116_PI403524517	2	-0.10209131	0.13175821	0.10209179	-0.44308662	-0.43665504	0.10323286	35_22393	"Cluster: Os11g0216300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os11g0216300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0ITU3	"CHR4|COORD:15233080..15237115| similar to ABC1 family protein [Arabidopsis thaliana] (TAIR:At1g79600.1); similar to COG0661: Predicted unusual protein kinase"	AT4G31390.2	CHR11V5|COORD:6069267..6063702|protein ubiquinone biosynthesis protein ubiB, putative, expressed	LOC_Os11g11000.2	no descriptionmoderately similar to ( 205)AT4G31390| Symbols:  | ATP binding / protein kinase | chr4:15233132-15236770 FORWARDnot assigned AarF ubiB	transport.ABC transporters and multidrug resistance systems	34_16

CUST_15550_PI404877155	2	-0.053429604	-0.3629465	-0.047091484	0.17632008	0.21364784	0.047091484	Contig940_s_at	0	AAS05825.1	fructose-bisphosphate aldolase, putative	At2g36460.1	protein Fructose-bisphosphate aldolase class-I	Os05g33380	1.2_bHLH   T01541 esc1/fructose 1-,6-biphosphate aldolase	glycolysis.aldolase	4_07

CUST_8939_PI403524517	2	-0.06615448	0.09922981	-0.021922112	0.021922112	0.09242439	-0.09305096	35_2506	Rep: Alpha-glucan phosphorylase, H isozyme - Triticum aestivum (Wheat)	UniRef90_Q9LKJ3	"CHR3V7|COORD:17312610..17317096| ATPHS2/PHS2 (ALPHA-GLUCAN PHOSPHORYLASE 2); phosphorylase/ transferase, transferring glycosyl groups"	AT3G46970.1	CHR01V5|COORD:37003327..36997070|protein alpha-glucan phosphorylase, H isozyme, putative, expressed	LOC_Os01g63270.1	" no descriptionhighly similar to ( 621)AT3G46970| Symbols: ATPHS2, PHS2 | ATPHS2/PHS2 (ALPHA-GLUCAN PHOSPHORYLASE 2); phosphorylase/ transferase, transferring glycosyl groups | chr3:17312610-17317096 REVERSEhighly similar to ( 704)PHSH_WHEATAlpha-glucan phosphorylase, H isozyme - Triticum aestivum (Wheat)not assigned Phosphorylase GlgP "	major CHO metabolism.degradation.starch.starch phosphorylase	2_2_2_2

CUST_13676_PI403524517	2	-0.33344364	0.48166275	0.118058205	-0.03736019	-0.12169838	0.037361145	35_3925	"Cluster: Putative senescence-associated protein; n=2; Oryza sativa|Rep: Putative senescence-associated protein - Oryza sativa (Rice)"	UniRef90_Q8SB36	CHR3V7|COORD:19039206..19041421| senescence/dehydration-associated protein-related	AT3G51250.1	CHR06V5|COORD:30467104..30463799|protein senescence-associated protein 12, putative, expressed	LOC_Os06g50330.1	no descriptionmoderately similar to ( 231)AT3G51250| Symbols:  | senescence/dehydration-associated protein-related | chr3:19039206-19041421 FORWARDnot assigned Senescence	development.unspecified	33_99

CUST_179907_PI403524517	2	-0.26300573	-1.1416292	0.5534229	0.26300573	0.4675908	-0.4097972	35_50034	"Cluster: Os01g0600500 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0600500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JLH2	CHR4V7|COORD:14496170..14497316| 2,3-diketo-5-methylthio-1-phosphopentane phosphatase family	AT4G29530.1	CHR01V5|COORD:23913007..23910829|protein phosphoethanolamine/phosphocholine phosphatase, putative, expressed	LOC_Os01g41660.1	 no descriptionmoderately similar to ( 252)AT4G29530| Symbols:  | 2,3-diketo-5-methylthio-1-phosphopentane phosphatase family | chr4:14496170-14497316 FORWARDnot assigned Put_Phosphatase 	misc.acid and other phosphatases	26_13

CUST_135703_PI403524517	2	0.22699642	-0.32267952	-0.06911278	-0.15817833	0.15874577	0.06911373	35_38061	"Cluster: Transducin family protein, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Transducin family protein, putative, expressed - Oryza"	UniRef90_Q2QM63	CHR1V7|COORD:24160461..24162174| transducin family protein / WD-40 repeat family protein	AT1G65030.1	CHR12V5|COORD:26094981..26097168|protein nucleotide binding protein, putative, expressed	LOC_Os12g42150.1	no description	not assigned.unknown	35_2

CUST_154664_PI403524517	2	0.010072708	0.9687376	-0.088523865	-0.010072231	0.023659706	-0.2969079	35_43213	"Cluster: OSJNBb0008G24.20 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: OSJNBb0008G24.20 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8RU81	CHR1V7|COORD:7964191..7966211| proton-dependent oligopeptide transport (POT) family protein	AT1G22540.1	CHR01V5|COORD:38161026..38163774|protein peptide transporter PTR2, putative, expressed	LOC_Os01g65200.1	no descriptionweakly similar to ( 164)AT1G22540| Symbols:  | proton-dependent oligopeptide transport (POT) family protein | chr1:7964191-7966211 FORWARDnot assigned PTR2 PTR2	transport.peptides and oligopeptides	34_13

CUST_113376_PI403524517	2	0.12658405	0.015695572	-0.043649673	-0.015696526	-0.02272892	0.07101822	35_32181	"Cluster: Endonuclease/exonuclease/phosphatase family protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Endonuclease/exonuclease/phosphatase family"	UniRef90_Q5ZE24	CHR4V7|COORD:7758606..7760888| leucine-rich repeat family protein / extensin family protein	AT4G13340.1	CHR01V5|COORD:24489420..24482495|protein endonuclease/Exonuclease/phosphatase family protein, expressed	LOC_Os01g42490.1	no descriptionnot assigned not assigned not assigned	not assigned.unknown	35_2

CUST_77793_PI403524517	2	0.10180426	0.28464317	-0.010685921	-0.052601814	-0.07045889	0.010685921	35_22302	"Cluster: Putative receptor-like protein kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative receptor-like protein kinase - Oryza sativa (japonica"	UniRef90_Q6YVY8	CHR3V7|COORD:381231..384188| leucine-rich repeat transmembrane protein kinase, putative	AT3G02130.1	CHR07V5|COORD:24619369..24623214|protein receptor-like protein kinase precursor, putative, expressed	LOC_Os07g41140.1	 no descriptionmoderately similar to ( 375)AT3G02130| Symbols:  | leucine-rich repeat transmembrane protein kinase, putative | chr3:381231-384188 FORWARDweakly similar to ( 135)RPK1_IPONIReceptor-like protein kinase precursor - Ipomoea nil (Japanese morning glory) (Pharbitis nil)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG4886 	stress.biotic	20_1

CUST_26583_PI403524517	2	-0.13006449	0.1289978	0.18100739	-0.023264408	0.023264885	-0.13235712	35_7701	"Cluster: Putative major facilitator superfamily antiporter; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative major facilitator superfamily antiporter -"	UniRef90_Q5NBL6	CHR3|COORD:15666371..15670002| transporter-related, low similarity to SP:P39843 Multidrug resistance protein 2 (Multidrug-efflux transporter 2) {Bacillus subtil	AT3G43790.2	CHR01V5|COORD:9208576..9200778|protein carbohydrate transporter/ sugar porter/ transporter, putative, expressed	LOC_Os01g16260.3	"no descriptionmoderately similar to ( 224)AT3G43790| Symbols: ZIFL2 | ZIFL2 (ZINC INDUCED FACILITATOR-LIKE 2); carbohydrate transporter/ sugar porter | chr3:15666430-15669835 FORWARDnot assigned not assigned not assigned not assigned not assigned MFS_1 ProP PRK09874 AraJ PRK12307 UhpC"	transporter.sugars	34_2

CUST_112996_PI403524517	2	-0.4528618	-0.73368454	0.911355	0.3401289	0.8459797	-0.3401289	35_32073	Rep: OSIGBa0092E01.5 protein - Oryza sativa (Rice)	UniRef90_Q01ID0	"CHR5V7|COORD:5576294..5578004| AT-AER (ALKENAL REDUCTASE); 2-alkenal reductase"	AT5G16970.1	CHR04V5|COORD:24640566..24638960|protein NADP-dependent oxidoreductase P1, putative, expressed	LOC_Os04g41960.1	"no descriptionweakly similar to ( 130)AT5G16970| Symbols: AT-AER | AT-AER (ALKENAL REDUCTASE); 2-alkenal reductase | chr5:5576294-5578004 REVERSEnot assigned not assigned not assigned COG2130"	misc.oxidases - copper, flavone etc.	26_7

CUST_13362_PI404877155	2	0.06867218	-0.67937183	-0.06867123	0.19469929	0.1933403	-0.13116455	Contig7074_s_at	OSJNBa0060D06.5 [Oryza sativa (japonica cultivar-group)] emb|CAE04513.2| OSJNBb0059K02.23 [Oryza sativa (japonica cultivar-group)]	CAE03539.2	sulfate transporter, putative	At1g23090.1	protein Similar to sulphate transporter protein	Os04g55800	"SULTR3;3;SULFATE TRANSPORTER;SULFATE TRANSPORTER 91;sulfate transporter, putative, similar to sulfate transporter (Arabidopsis thaliana) GI:2285885; contains Pfam profiles PF00916: Sulfate transporter family, PF01740: STAS domain"	transport.sulphate	34_6

CUST_20779_PI403524517	2	-0.075799465	-0.4675951	-0.050676346	0.08393812	0.2381401	0.050676346	35_6034	"Cluster: Hypothetical protein P0482F12.17; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0482F12.17 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6Z2M6	"CHR4V7|COORD:17604138..17604912| similar to calcium-binding EF hand family protein [Arabidopsis thaliana] (TAIR:AT1G64850.1); similar to Os02g0126600"	AT4G37445.1	CHR02V5|COORD:1397688..1399010|protein expressed protein	LOC_Os02g03430.1	"no descriptionvery weakly similar to (87.0)AT4G37445| Symbols:  | similar to calcium-binding EF hand family protein [Arabidopsis thaliana] (TAIR:AT1G64850.1); similar to Os02g0126600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001045753.1); similar to Os04g0601400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001053764.1) | chr4:17604138-17604912 REVERSE"	not assigned.unknown	35_2

CUST_52854_PI403524517	2	0.066560745	0.092451096	-0.05137825	-0.0024614334	0.0024604797	-0.037571907	35_15053	Rep: 40S ribosomal protein S13 - Zea mays (Maize)	UniRef90_Q05761	"CHR4V7|COORD:37172..38123| ATRPS13A (RIBOSOMAL PROTEIN S13A); structural constituent of ribosome"	AT4G00100.1	CHR08V5|COORD:958188..956223|protein 40S ribosomal protein S13, putative, expressed	LOC_Os08g02410.1	" no descriptionweakly similar to ( 139)AT4G00100| Symbols: RPS13, PFL2, ATRPS13A | ATRPS13A (RIBOSOMAL PROTEIN S13A); structural constituent of ribosome | chr4:37172-38123 FORWARDweakly similar to ( 144)RS13_MAIZE40S ribosomal protein S13 - Zea mays (Maize)not assigned rps15p Ribosomal_S15p_S13e RpsO Ribosomal_S15 S15_NS1_EPRS_RNA-bind "	protein.synthesis.misc ribososomal protein	29_2_2

CUST_1070_PI399408534	2	0.0010442734	0.09411526	-0.0010437965	0.035896778	-0.10293865	-0.10246372	35_28516	Rep: At1g07590/F22G5_2 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q940Q2	CHR1V7|COORD:2336646..2338478| pentatricopeptide (PPR) repeat-containing protein	AT1G07590.1	CHR08V5|COORD:3674581..3682369|protein expressed protein	LOC_Os08g06500.1	no descriptionmoderately similar to ( 278)AT1G07590| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr1:2336646-2338478 REVERSE	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_9045_PI403524517	2	0.19168568	-0.4364195	-0.4310093	0.16987991	0.03312397	-0.033124924	35_2536	"Cluster: Streptomyces cyclase/dehydrase family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Streptomyces cyclase/dehydrase family protei"	UniRef90_Q10MS2	"CHR2V7|COORD:16057329..16057952| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G05440.1); similar to hypothetical protein [Nicotiana tabacum]"	AT2G38310.1	CHR03V5|COORD:10398864..10397670|protein cyclase/dehydrase family protein, putative, expressed	LOC_Os03g18600.1	"no descriptionweakly similar to ( 137)AT2G38310| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G05440.1); similar to hypothetical protein [Nicotiana tabacum] (GB:CAI84653.1); contains InterPro domain Bet v I allergen; (InterPro:IPR000916) | chr2:16057329-16057952 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07764 PRK07003 FAP Tymo_45kd_70kd PRK12678 Totivirus_coat IER Atrophin-1 PRK05648 PRK08853 Drf_FH1 Rubella_Capsid tatB HpaP PRK09169 PRK06958"	not assigned.unknown	35_2

CUST_146723_PI403524517	2	-0.23181391	-0.030922413	0.37862587	-0.21808815	0.12772703	0.03092289	35_41068	"Cluster: Os10g0462300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os10g0462300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IX72		0	CHR10V5|COORD:16681624..16678156|protein expressed protein	LOC_Os10g32470.1	no description	not assigned.unknown	35_2

CUST_13932_PI403524517	2	1.0766716	-0.07290316	-0.102656364	0.31113625	0.07290363	-0.3473959	35_3994	"Cluster: Hypothetical protein P0034C09.20; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0034C09.20 - Oryza sativa (japonica cultivar-g"	UniRef90_Q8RZZ1	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	CHR04V5|COORD:4408286..4406320|protein serine/arginine repetitive matrix protein 1, putative, expressed	LOC_Os04g08280.1	no descriptionnot assigned not assigned not assigned not assigned PRK12323 PRK07764 PRK07003 PRK12678	not assigned.unknown	35_2

CUST_36735_PI403524517	2	0.03001976	1.004353	-0.36822987	0.039738655	-0.048117638	-0.03001976	35_10588	"Cluster: Os01g0314700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0314700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JN92	CHR1V7|COORD:19907567..19910580| disease resistance protein (CC-NBS-LRR class), putative	AT1G53350.1	CHR01V5|COORD:11838033..11841455|protein MLA6 protein, putative, expressed	LOC_Os01g21240.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_144580_PI403524517	2	0.27805567	0.2572732	0.19615889	-0.19615889	-0.431314	-0.5223179	35_40491	"Cluster: Hypothetical protein; n=1; Chaetomium globosum CBS 148.51|Rep: Hypothetical protein - Chaetomium globosum CBS 148.51"	UniRef90_Q2H2Z7		0	0	0	no description	not assigned.unknown	35_2

CUST_12353_PI399408534	2	-0.027317047	-0.096339226	0.13155746	0.011299133	0.10857105	-0.011300087	35_1772	"Cluster: 9,10-9',10' carotenoid cleavage dioxygenase 1; n=5; Zea mays|Rep: 9,10-9',10' carotenoid cleavage dioxygenase 1 - Zea mays (Maize)"	UniRef90_Q45VT7	CHR3V7|COORD:23463915..23466871| CCD1 (CAROTENOID CLEAVAGE DIOXYGENASE 1)	AT3G63520.1	CHR12V5|COORD:27431135..27438430|protein 9,10-9,10 carotenoid cleavage dioxygenase 1, putative, expressed	LOC_Os12g44310.2	 no descriptionhighly similar to ( 873)AT3G63520| Symbols: ATCCD1, ATNCED1, NCED1, CCD1 | CCD1 (CAROTENOID CLEAVAGE DIOXYGENASE 1) | chr3:23463915-23466871 FORWARDnot assigned not assigned not assigned not assigned not assigned RPE65 COG3670 PRK07764 PRK06958 	hormone metabolism.abscisic acid.synthesis-degradation.synthesis.9-cis-epoxycarotenoid dioxygenase	17_1_1_1_10

CUST_56280_PI403524517	2	0.23989868	-0.31060886	-0.0629673	0.043341637	0.13783741	-0.043340683	35_16021	"Cluster: Adenylate kinase, chloroplast, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Adenylate kinase, chloroplast, putative, expressed"	UniRef90_Q10S93	"CHR2V7|COORD:15649070..15650397| ADK/ATPADK1 (ADENOSINE KINASE); nucleotide kinase"	AT2G37250.1	CHR03V5|COORD:1694780..1698023|protein adenylate kinase, chloroplast precursor, putative, expressed	LOC_Os03g03820.1	" no descriptionweakly similar to ( 167)AT2G37250| Symbols: ADK, ATPADK1 | ADK/ATPADK1 (ADENOSINE KINASE); nucleotide kinase | chr2:15649070-15650397 FORWARDweakly similar to ( 169)KADC_SOLTUAdenylate kinase, chloroplast precursor - Solanum tuberosum (Potato)not assigned not assigned not assigned not assigned ADK adk ADK Adk adk TT_ORF1 "	nucleotide metabolism.phosphotransfer and pyrophosphatases.adenylate kinase	23_4_1

CUST_31418_PI399408534	2	0.6655803	-0.24177265	0.111466885	-0.15273142	0.26001453	-0.11146641	35_23882	Rep: Growth-regulating factor 1 - Oryza sativa (Rice)	UniRef90_Q9SDZ5	CHR3V7|COORD:4608533..4610167| AtGRF5 (GROWTH-REGULATING FACTOR 5)	AT3G13960.1	CHR02V5|COORD:32836587..32834495|protein atGRF5, putative, expressed	LOC_Os02g53690.1	no descriptionvery weakly similar to (78.2)AT3G13960| Symbols: AtGRF5 | AtGRF5 (GROWTH-REGULATING FACTOR 5) | chr3:4608533-4610167 FORWARDQLQ	RNA.regulation of transcription.General Transcription	27_3_50

CUST_111683_PI403524517	2	-1.1444092E-4	0.27166796	0.16524172	1.1396408E-4	-0.26706457	-0.04868698	35_31710	"Cluster: Retrotransposon protein, putative, unclassified; n=1; Oryza sativa (japonica cultivar-group)|Rep: Retrotransposon protein, putative,"	UniRef90_Q7G249		0	CHR02V5|COORD:26901457..26903865|protein retrotransposon protein, putative, unclassified	LOC_Os02g44440.1	no description	not assigned.unknown	35_2

CUST_1558_PI403524517	2	0.010050774	2.190094	-0.010050774	0.089951515	-0.31755066	-0.06263924	35_411	Rep: Xyloglucan endotransglycosylase - Hordeum vulgare (Barley)	UniRef90_P93671	"CHR4V7|COORD:13128703..13129724| XTR6 (XYLOGLUCAN ENDOTRANSGLYCOSYLASE 6); hydrolase, acting on glycosyl bonds"	AT4G25810.1	CHR06V5|COORD:29156885..29155427|protein xyloglucan endotransglucosylase/hydrolase protein 23 precursor, putative, expressed	LOC_Os06g48200.1	" no descriptionmoderately similar to ( 404)AT5G57550| Symbols: XTR3 | XTR3 (XYLOGLUCAN ENDOTRANSGLYCOSYLASE 3); hydrolase, acting on glycosyl bonds | chr5:23322281-23323610 REVERSEmoderately similar to ( 360)BRU1_SOYBNBrassinosteroid-regulated protein BRU1 precursor - Glycine max (Soybean)not assigned not assigned not assigned not assigned GH16_XET Glyco_hydro_16 Glyco_hydrolase_16 GH16_GPI_glucanosyltransferase GH16_lichenase XET_C SKN1 Herpes_BLLF1 PRK07003 DUF566 PRK12323 "	cell wall.modification	10_7

CUST_48017_PI403524517	2	0.056530952	-0.8255253	0.043211937	-0.04321289	-0.083250046	0.09816933	35_13733	Rep: AT4g05320/C17L7_240 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q93ZJ0	"CHR5V7|COORD:6973317..6974465| UBQ4 (ubiquitin 4); protein binding"	AT5G20620.1	CHR06V5|COORD:28400733..28403579|protein polyubiquitin containing 7 ubiquitin monomers, putative, expressed	LOC_Os06g46770.3	"no descriptionmoderately similar to ( 424)AT5G03240| Symbols: UBQ3 | UBQ3 (POLYUBIQUITIN 3); protein binding | chr5:771975-772895 REVERSEweakly similar to ( 150)UBIQ_WHEATUbiquitin - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned Ubiquitin ubiquitin UBQ Nedd8 UBL AN1_N RAD23_N Scythe_N UBQ parkin_N Fubi GDX_N SF3a120_C NIRF_N ISG15_repeat2 UBI4 hPLIC_N"	protein.degradation.ubiquitin.ubiquitin	29_5_11_1

CUST_152229_PI403524517	2	0.33532047	0.61582756	0.21085596	-0.27766037	-0.3430195	-0.21085596	35_42551	"Cluster: Hypothetical protein At5g20610; n=3; Arabidopsis thaliana|Rep: Hypothetical protein At5g20610 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q0WLI8	"CHR5V7|COORD:6969186..6972796| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G26160.1); similar to unknown protein [Oryza sativa (japonica cultivar"	AT5G20610.1	CHR01V5|COORD:30009857..30005937|protein expressed protein	LOC_Os01g51640.1	"no descriptionweakly similar to ( 107)AT5G20610| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G26160.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD82279.1); similar to Os01g0714100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001044057.1) | chr5:6969186-6972796 FORWARD"	not assigned.unknown	35_2

CUST_131584_PI403524517	2	-0.04362154	0.043622017	0.21322012	0.05924225	-0.075786114	-0.18728924	35_36953	"Cluster: Os01g0977200 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0977200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JFJ2	CHR5V7|COORD:750285..752670| DNAJ heat shock N-terminal domain-containing protein	AT5G03160.1	CHR01V5|COORD:43516004..43520382|protein dnaJ homolog subfamily C member 7, putative, expressed	LOC_Os01g74580.3	no descriptionweakly similar to ( 106)AT5G03160| Symbols:  | DNAJ heat shock N-terminal domain-containing protein | chr5:750285-752670 FORWARDnot assigned not assigned TPR PRK11189	stress.abiotic.heat	20_2_1

CUST_39178_PI403524517	2	0.08593941	0.038701057	0.20326996	-0.09741688	-0.03870201	-0.15560818	35_11267	"Cluster: Putative cyclin-dependent kinase B1-2; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative cyclin-dependent kinase B1-2 - Oryza sativa (japonica"	UniRef90_Q5N8M3	"CHR2V7|COORD:16159629..16160944| CDKB1;2 (cyclin-dependent kinase B1;2); kinase"	AT2G38620.2	CHR01V5|COORD:39310927..39308151|protein cell division control protein 2 homolog C, putative, expressed	LOC_Os01g67160.1	"no descriptionmoderately similar to ( 253)AT2G38620| Symbols: CDKB1;2 | CDKB1;2 (cyclin-dependent kinase B1;2); kinase | chr2:16159629-16160944 FORWARDmoderately similar to ( 269)CDC2C_ANTMACell division control protein 2 homolog C - Antirrhinum majus (Garden snapdragon)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase SPS1 PTKc Pkinase_Tyr TyrKc PTKc_Jak_rpt2 PTK_CCK4 PTKc_Jak1_rpt2 PTKc_Tyk2_rpt2 PTKc_InsR_like PTKc_RET PTK_Ryk PTKc_Tyro3 PTKc_Fes_like PTKc_Csk_like PTKc_FGFR PTKc_Src_like PTKc_Jak2_Jak3_rpt2 PTKc_Chk PTKc_Fes PTKc_Ack_like PTKc_Srm_Brk PTKc_Axl_like PTKc_Trk PTKc_EphR PTKc_Ror PTKc_Musk PTKc_Syk PTKc_FAK PTKc_TrkA PTKc_FGFR4 PTKc_PDGFR"	protein.postranslational modification	29_4

CUST_27450_PI399408534	2	-0.009336472	0.26441097	0.009336472	-0.027317047	-0.07801628	0.016516685	35_2927	"Cluster: Myb-like DNA-binding domain, SHAQKYF class family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Myb-like DNA-binding domain,"	UniRef90_Q10LZ1	"CHR4V7|COORD:14133170..14134957| PHR1 (PHOSPHATE STARVATION RESPONSE 1); transcription factor"	AT4G28610.1	CHR03V5|COORD:12105075..12110143|protein PHR1, putative, expressed	LOC_Os03g21240.1	" no descriptionmoderately similar to ( 229)AT4G28610| Symbols: ATPHR1, PHR1 | PHR1 (PHOSPHATE STARVATION RESPONSE 1); transcription factor | chr4:14133170-14134957 REVERSE"	RNA.regulation of transcription.G2-like transcription factor family, GARP	27_3_20

CUST_24470_PI403524517	2	0.20619106	0.020262718	0.2880497	-0.022965431	-0.13925457	-0.020263672	35_7103	"Cluster: SRP40, C-terminal domain containing protein, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: SRP40, C-terminal domain containing protein, e"	UniRef90_Q2QM87	"CHR5V7|COORD:23139993..23141626| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G60030.1); similar to BRI1-KD interacting protein 132 [Oryza sativa"	AT5G57120.1	CHR12V5|COORD:25956458..25959754|protein SRP40, C-terminal domain containing protein, expressed	LOC_Os12g41930.3	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07764 Extensin_2	not assigned.unknown	35_2

CUST_149350_PI403524517	2	-0.057146072	-0.06465244	0.08222103	0.12092781	0.0041561127	-0.0041561127	35_41778	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_166750_PI403524517	2	-0.047573566	-0.38173294	-0.0133628845	0.05695963	0.20643759	0.0133628845	35_46454	"Cluster: Hypothetical protein P0498B01.17; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0498B01.17 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5SMX9	"CHR1V7|COORD:6062306..6063100| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G11890.1); similar to Heavy metal transport/detoxification protein;"	AT1G17620.1	CHR01V5|COORD:5129675..5128274|protein harpin-induced protein, putative, expressed	LOC_Os01g09880.1	no description	not assigned.unknown	35_2

CUST_25220_PI403524517	2	-0.124920845	-0.0059280396	0.04046154	-0.073825836	0.005927086	0.05079937	35_7313	"Cluster: Hypothetical protein P0543C11.11; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0543C11.11 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6K2Z7	"CHR1V7|COORD:9976582..9979066| similar to myosin heavy chain-related [Arabidopsis thaliana] (TAIR:AT4G31340.2); similar to Os02g0305600 [Oryza sativa (japonica"	AT1G28410.1	CHR02V5|COORD:11941769..11935197|protein expressed protein	LOC_Os02g20270.1	"no descriptionvery weakly similar to (55.8)AT1G28410| Symbols:  | similar to myosin heavy chain-related [Arabidopsis thaliana] (TAIR:AT4G31340.2); similar to Os02g0305600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001046635.1); similar to unknown [Oryza sativa (japonica cultivar-group)] (GB:AAO72581.1); similar to Os08g0519400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001062259.1); contains domain no description (G3D.1.10.274.10); contains domain E set domains (SSF81296) | chr1:9976582-9979066 REVERSE"	not assigned.no ontology	35_1

CUST_144047_PI403524517	2	0.12952852	0.07412958	-0.068367004	0.068367004	-0.9168525	-0.35565615	35_40351	"Cluster: XPG I-region family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: XPG I-region family protein, expressed - Oryza sativa (japonic"	UniRef90_Q10Q89		0	CHR03V5|COORD:5487907..5496058|protein DNA-repair protein UVH3, putative, expressed	LOC_Os03g10780.1	no description	not assigned.unknown	35_2

CUST_23164_PI399408534	2	-0.052684307	0.052684784	0.096111774	-0.31411886	0.15109682	-0.3518572	35_41579	Rep: OJ000223_09.13 protein - Oryza sativa (japonica cultivar-group)	UniRef90_Q7XUC2	CHR1V7|COORD:4612996..4615112| DNA binding protein GT-1	AT1G13450.1	CHR04V5|COORD:24077355..24082116|protein DNA-binding protein, putative, expressed	LOC_Os04g40930.1	no descriptionweakly similar to ( 130)AT1G13450| Symbols:  | DNA binding protein GT-1 | chr1:4612996-4615112 REVERSEnot assigned not assigned not assigned not assigned not assigned PRK07003 PRK12323 PRK07764 Tymo_45kd_70kd PRK12678	RNA.regulation of transcription.Trihelix, Triple-Helix transcription factor family	27_3_30

CUST_178762_PI403524517	2	0.070794106	0.7789483	0.1568389	-0.1396637	-0.1207304	-0.07079458	35_49720	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_54841_PI403524517	2	-0.21000099	-0.2107315	0.37800026	0.1979599	0.082775116	-0.082775116	35_15607	"Cluster: Phospho-2-dehydro-3-deoxyheptonate aldolase 2, chloroplast precursor; n=2; Oryza sativa|Rep: Phospho-2-dehydro-3-deoxyheptonate aldolase"	UniRef90_Q75W16	CHR1V7|COORD:7912109..7914731| 2-dehydro-3-deoxyphosphoheptonate aldolase, putative / 3-deoxy-D-arabino-heptulosonate 7-phosphate synthase,	AT1G22410.1	CHR07V5|COORD:25728486..25724728|protein phospho-2-dehydro-3-deoxyheptonate aldolase 1, chloroplast precursor, putative, expressed	LOC_Os07g42960.1	 no descriptionhighly similar to ( 788)AT1G22410| Symbols:  | 2-dehydro-3-deoxyphosphoheptonate aldolase, putative / 3-deoxy-D-arabino-heptulosonate 7-phosphate synthase, putative / DAHP synthetase, putative | chr1:7912109-7914731 FORWARDhighly similar to ( 892)AROG_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DAHP_synth_2 AroG PRK12323 Tymo_45kd_70kd PRK07003 DUF1421 Extensin_2 APC_basic Atrophin-1 PRK12678 Drf_FH1 PRK07764 PRK08853 PRK05648 Herpes_BLLF1 HPC2 Cytadhesin_P30 TonB GRASP55_65 AF-4 ETS_PEA3_N 	amino acid metabolism.synthesis.aromatic aa.chorismate.3-deoxy-D-arabino-heptulosonate 7-phosphate synthase	13_1_6_1_1

CUST_57689_PI403524517	2	0.22985077	-0.4776144	-0.13691139	0.042331696	-0.042330742	0.07574463	35_16449	"Cluster: Putative VAP27; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative VAP27 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5JMK3	"CHR1|COORD:2821555..2825278| similar to vesicle-associated membrane protein, putative / VAMP, putative [Arabidopsis thaliana] (TAIR:At3g60600.1);"	AT1G08820.2	CHR01V5|COORD:41449161..41443834|protein VAP27-2, putative, expressed	LOC_Os01g71050.1	"no descriptionvery weakly similar to (93.2)AT1G08820| Symbols: VAP27-2 | VAP27-2 (VAMP/SYNAPTOBREVIN-ASSOCIATED PROTEIN 27-2); structural molecule | chr1:2821813-2824415 REVERSEnot assigned"	not assigned.no ontology	35_1

CUST_2204_PI404877155	2	-0.03284645	-0.020025253	0.5326433	0.0200243	-0.2276249	0.15662193	Contig12535_at	protein F26F24.8 [imported] - Arabidopsis thaliana gb|AAF86997.1| F26F24.8 [Arabidopsis thaliana]	F86366	expressed protein	At1g23230.1	protein Myb-like DNA-binding domain, putative	Os02g49990	NONE	RNA.regulation of transcription.putative DNA-binding protein	27_3_67

CUST_112227_PI403524517	2	0.042758465	0.50615215	1.9160447	-0.042758465	-0.41755247	-0.28200674	35_31864	"Cluster: Os12g0595000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os12g0595000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IM66	CHR5V7|COORD:13911171..13914051| EXS family protein / ERD1/XPR1/SYG1 family protein	AT5G35730.1	CHR12V5|COORD:24947521..24942252|protein EXS, C-terminal, putative, expressed	LOC_Os12g40340.1	no descriptionweakly similar to ( 148)AT5G35730| Symbols:  | EXS family protein / ERD1/XPR1/SYG1 family protein | chr5:13911171-13914051 FORWARD	not assigned.no ontology	35_1

CUST_136249_PI403524517	2	0.38118172	3.0865169	0.055995464	-0.055995464	-0.8895087	-0.2393794	35_38209	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_44942_PI403524517	2	-1.4884171	-0.57614756	1.673048	0.5761471	1.9494267	-0.66925764	35_12887	"Cluster: AP2-domain DNA-binding protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: AP2-domain DNA-binding protein-like - Oryza sativa (japonica cult"	UniRef90_Q84ZA1	0	0	CHR08V5|COORD:28189551..28188373|protein dehydration-responsive element-binding protein 2D, putative, expressed	LOC_Os08g45110.1	no description	not assigned.unknown	35_2

CUST_14255_PI403524517	2	0.00976944	0.36546707	-0.537879	0.0046167374	-0.412385	-0.0046167374	35_4088	Rep: Putative adagio-like protein 2 - Oryza sativa (Rice)	UniRef90_Q67UX0	"CHR5V7|COORD:23258823..23261482| ZTL (ZEITLUPE); ubiquitin-protein ligase"	AT5G57360.1	CHR02V5|COORD:2798802..2803829|protein adagio protein 1, putative, expressed	LOC_Os02g05700.2	" no descriptionhighly similar to ( 898)AT5G57360| Symbols: ZTL, LKP1, ADO1, FKL2 | ZTL (ZEITLUPE); ubiquitin-protein ligase | chr5:23258823-23261482 FORWARDnearly identical (1055)ADO2_ORYSAnot assigned not assigned not assigned not assigned not assigned PAS "	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_103966_PI403524517	2	-5.207062E-4	-0.10041523	0.060585976	0.015048027	-0.006421089	5.207062E-4	35_29636	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_12373_PI404877155	2	0.17802048	-0.01580143	-0.084404945	0.04112625	0.014356613	-0.014357567	Contig6132_at	putative sugar transporter type 2a [Saccharum hybrid cultivar]	AAO37640.1	16796437|transporter-related	At4g35300.1	protein sugar transporter type 2a, putative	Os02g13560	"transporter-related, low similarity to hexose transporter (Solanum tuberosum) GI:8347246; contains Pfam profile PF00083: major facilitator superfamily protein or  transporter-related, low similarity to hexose transporter (Solanum tuberosum) GI:8347246; co"	transporter.sugars	34_2

CUST_52905_PI403524517	2	0.005824089	-0.36118412	0.13604069	0.046465874	-0.054751396	-0.005824089	35_15066	Rep: Cathepsin B - Triticum aestivum (Wheat)	UniRef90_Q03107	CHR1V7|COORD:455816..457974| cathepsin B-like cysteine protease, putative	AT1G02305.1	CHR05V5|COORD:14083307..14089202|protein cathepsin B-like cysteine proteinase 3 precursor, putative, expressed	LOC_Os05g24550.6	 no descriptionhighly similar to ( 506)AT1G02305| Symbols:  | cathepsin B-like cysteine protease, putative | chr1:455816-457974 FORWARDweakly similar to ( 124)ALEU_HORVUThiol protease aleurain precursor - Hordeum vulgare (Barley)not assigned not assigned not assigned Peptidase_C1A_CathepsinB Peptidase_C1 Pept_C1 Peptidase_C1A Peptidase_C1A_CathepsinC Peptidase_C1A_CathepsinX Peptidase_C1 COG4870 Propeptide_C1 	protein.degradation.cysteine protease	29_5_3

CUST_43535_PI403524517	2	-0.25729084	0.16967678	0.1947937	-0.039732933	-0.1648674	0.039732933	35_12496	"Cluster: Hypothetical protein P0460C04.21; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0460C04.21 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5QLC1	"CHR4V7|COORD:5255381..5256522| similar to protein-methionine-S-oxide reductase [Arabidopsis thaliana] (TAIR:AT2G17705.1); similar to hypothetical"	AT4G08330.1	CHR01V5|COORD:36013258..36014647|protein expressed protein	LOC_Os01g61680.1	"no descriptionvery weakly similar to (64.7)AT4G08330| Symbols:  | similar to protein-methionine-S-oxide reductase [Arabidopsis thaliana] (TAIR:AT2G17705.1); similar to hypothetical protein MtrDRAFT_AC152348g2v1 [Medicago truncatula] (GB:ABE86174.1); similar to Os01g0833400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001044712.1); similar to Os05g0466700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001055787.1) | chr4:5255381-5256522 REVERSEnot assigned PRK12323 TT_ORF1"	not assigned.unknown	35_2

CUST_42390_PI403524517	2	0.23608303	-0.4654045	0.04166794	-0.041666985	0.053913116	-0.1468172	35_12181	"Cluster: Putative N-acetyltransferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative N-acetyltransferase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q60E62	CHR1V7|COORD:6309421..6311319| GCN5-related N-acetyltransferase (GNAT) family protein	AT1G18335.1	CHR05V5|COORD:18684040..18680509|protein N-acetyltransferase, putative, expressed	LOC_Os05g32180.1	no descriptionweakly similar to ( 167)AT1G18335| Symbols:  | GCN5-related N-acetyltransferase (GNAT) family protein | chr1:6309421-6311319 REVERSEnot assigned Acetyltransf_1	misc.GCN5-related N-acetyltransferase	26_24

CUST_11644_PI404877155	2	-0.0109500885	-0.5777416	-0.0025720596	0.10738468	0.32275486	0.0025720596	Contig5309_at	biostress-resistance-related protein [Triticum aestivum]	AAM29178.1	phospholipase/carboxylester ase family protein	At5g20060.2	protein Phospholipase/Carboxylesterase	Os01g07960	"phospholipase/carboxylesterase family protein, similar to lysophospholipase II (Mus musculus) GI:4589453; contains Pfam profile PF02230: Phospholipase/Carboxylesterase family or  phospholipase/carboxylesterase family protein, similar to lysophospholipase"	lipid metabolism.lipid degradation.lysophospholipases	11_9_3

CUST_43756_PI403524517	2	0.06362867	0.41623974	0.08794308	-0.13209057	-0.06362915	-0.3894682	35_12557	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_71725_PI403524517	2	0.15106773	-0.18427467	0.016676903	-0.029168129	-0.01667595	0.093419075	35_20560	"Cluster: Putative DNA-(Apurinic or apyrimidinic site) lyase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative DNA-(Apurinic or apyrimidinic site) lyase"	UniRef90_Q5VQJ9	CHR2V7|COORD:17292809..17295847| ARP (apurinic endonuclease-redox protein)	AT2G41460.1	CHR01V5|COORD:34246241..34251512|protein apurinic endonuclease-redox protein, putative, expressed	LOC_Os01g58680.1	no descriptionmoderately similar to ( 458)AT2G41460| Symbols: ARP | ARP (apurinic endonuclease-redox protein) | chr2:17292809-17295847 FORWARDmoderately similar to ( 215)APEA_DICDIDNA-(apurinic or apyrimidinic site) lyase - Dictyostelium discoideum (Slime mold)not assigned XthA Exo_endo_phos PRK11756	DNA.synthesis/chromatin structure	28_1

CUST_2121_PI403524517	2	0.0054101944	0.104504585	-0.010225296	-0.082221985	-0.0054101944	0.066477776	35_562	Rep: 40S ribosomal protein S23-1 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q9SF35	CHR5V7|COORD:693278..694394| 40S ribosomal protein S23 (RPS23B)	AT5G02960.1	CHR03V5|COORD:34288349..34286109|protein 40S ribosomal protein S23, putative, expressed	LOC_Os03g60400.1	no descriptionmoderately similar to ( 276)AT5G02960| Symbols:  | 40S ribosomal protein S23 (RPS23B) | chr5:693278-694394 REVERSEmoderately similar to ( 280)RS23_FRAAN40S ribosomal protein S23 - Fragaria ananassa (Strawberry)not assigned not assigned Ribosomal_S23 rps12P Ribosomal_S12 RpsL Ribosomal_S12_like Ribosomal_S12 rps12 rpsL	protein.synthesis.misc ribososomal protein	29_2_2

CUST_177942_PI403524517	2	0.0035772324	-0.08324337	0.058279037	-0.09138012	-0.0035772324	0.2140255	35_49491	"Cluster: SNF7 family protein, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: SNF7 family protein, expressed - Oryza sativa (japonica cultivar-group"	UniRef90_Q2QYF7	CHR2V7|COORD:8565183..8566471| SNF7 family protein	AT2G19830.1	CHR11V5|COORD:1081413..1077105|protein charged multivesicular body protein 4b, putative, expressed	LOC_Os11g03060.2	no description	not assigned.unknown	35_2

CUST_21521_PI403524517	2	0.1035552	-0.60867834	-0.19472551	0.017041683	-0.017041683	0.15130568	35_6245	"Cluster: Os10g0360900 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os10g0360900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IY68	CHR3V7|COORD:18411465..18415412| FAD binding / oxidoreductase	AT3G49640.1	CHR07V5|COORD:9397691..9402250|protein FAD binding protein, putative, expressed	LOC_Os07g16140.1	no descriptionweakly similar to ( 119)AT3G49640| Symbols:  | FAD binding / oxidoreductase | chr3:18411465-18415412 REVERSE	N-metabolism.misc	12_4

CUST_6166_PI404877155	2	0.0059051514	-0.0032901764	0.0032892227	-0.066171646	-0.061472893	0.13676643	Contig18528_at	mitogen-activated protein kinase kinase [Suaeda maritima subsp. salsa]	AAM19158.1	mitogen-activated protein kinase kinase (MAPKK), putative (MKK3)	At5g40440.1	protein Similar to mitogen-activated protein kinase kinase (EC 2.7.1.-) 3 [imported] - Arabidops	Os06g27890	NONE	signalling.MAP kinases	30_6

CUST_16870_PI403524517	2	-0.14397764	-0.05914402	1.0053172	0.5727258	0.05914402	-0.9138651	35_4871	"Cluster: Putative P450; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative P450 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ZD80	"CHR3V7|COORD:17887556..17889158| CYP71A26 (cytochrome P450, family 71, subfamily A, polypeptide 26); oxygen binding"	AT3G48270.1	CHR08V5|COORD:283954..282431|protein cytochrome P450 71C4, putative, expressed	LOC_Os08g01450.1	" no descriptionmoderately similar to ( 355)AT3G48270| Symbols: CYP71A26 | CYP71A26 (cytochrome P450, family 71, subfamily A, polypeptide 26); oxygen binding | chr3:17887556-17889158 FORWARDhighly similar to ( 536)C71C4_MAIZECytochrome P450 71C4 - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned p450 CypX "	misc.cytochrome P450	26_10

CUST_14640_PI403524517	2	-0.10700512	-0.041584015	0.10326767	0.09646034	0.041584015	-0.05853176	35_4212	"Cluster: Hypothetical protein OJ2055_H10.18; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ2055_H10.18 - Oryza sativa (japonica cultiv"	UniRef90_Q6K5Y3	"CHR3V7|COORD:8928373..8929288| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G17240.1); similar to conserved hypothetical protein [Medicago"	AT3G24506.1	CHR02V5|COORD:24236689..24234221|protein expressed protein	LOC_Os02g40040.1	"no descriptionvery weakly similar to (93.6)AT2G17240| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G24506.1); similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE77731.1) | chr2:7505260-7506078 FORWARD"	not assigned.unknown	35_2

CUST_13109_PI403524517	2	-0.40806293	-0.0780735	0.56326675	-0.0072841644	0.04580593	0.007285118	35_3754	"Cluster: Vacuolar sorting receptor 1, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Vacuolar sorting receptor 1, putative, expressed - O"	UniRef90_Q2QYK3	CHR3V7|COORD:19598977..19602668| ATELP1 (VACUOLAR SORTING RECEPTOR HOMOLOG)	AT3G52850.1	CHR11V5|COORD:746744..741794|protein vacuolar sorting receptor 1 precursor, putative, expressed	LOC_Os11g02464.1	 no descriptionmoderately similar to ( 407)AT3G52850| Symbols: VSR1, BP-80, ATELP, VSR-1, BP80, BP80B, ATELP1 | ATELP1 (VACUOLAR SORTING RECEPTOR HOMOLOG) | chr3:19598977-19602668 FORWARDmoderately similar to ( 385)VSR1_PEAVacuolar-sorting receptor 1 precursor - Pisum sativum (Garden pea)not assigned not assigned not assigned not assigned not assigned 	protein.targeting.secretory pathway.vacuole	29_3_4_3

CUST_61445_PI403524517	2	-0.6655512	0.030703545	0.117093086	-0.02559948	-0.15709972	0.02559948	35_17540	"Cluster: Copine III-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Copine III-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5N6Z8	CHR5|COORD:4648115..4651312| copine-related, low similarity to SP:Q99829 Copine I {Homo sapiens}	AT5G14420.2	CHR01V5|COORD:39897025..39892600|protein copine-6, putative, expressed	LOC_Os01g68060.1	no descriptionhighly similar to ( 549)AT5G14420| Symbols:  | copine-related | chr5:4648358-4650566 REVERSEnot assigned not assigned not assigned vWA_copine_like Copine	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_90326_PI403524517	2	0.04989624	0.05306816	-0.091623306	-0.012256622	0.012256622	-0.01537323	35_25835	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_11445_PI404877155	2	0.2334156	-0.18144798	0.061576843	-0.052295685	0.012205124	-0.012206078	Contig5115_at	hypothetical protein [Oryza sativa (japonica cultivar-group)] gb|AAP06858.1| hypothetical protein [Oryza sativa (japonica cultivar-group)]	NP_912415.1	hydroxyproline-rich glycoprotein family protein	At2g32600.1	protein At2g32600/T26B15.16	Os03g15700	putative spliceosome associated protein	RNA.processing.splicing	27_1_1

CUST_34841_PI403524517	2	0.12915039	0.034190178	-0.34218788	-0.22052288	-0.014357567	0.0143585205	35_10044	Rep: OSIGBa0157A06.2 protein - Oryza sativa (Rice)	UniRef90_Q01IV7	CHR4|COORD:14207467..14212050| expressed protein, predicted protein. Arabidopsis thaliana	AT4G28760.2	CHR04V5|COORD:25101490..25095177|protein expressed protein	LOC_Os04g42770.6	"no descriptionvery weakly similar to (57.8)AT4G28760| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G20240.1); similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE89949.1); contains domain PHOSPHATIDYLINOSITOL N-ACETYLGLUCOSAMINYLTRANSFERASE SUBUNIT P (DOWN SYNDROME CRITICAL REGION PROTEIN 5)-RELATED (PTHR21726); contains domain gb def: Hypothetical protein At4g28760 (PTHR21726:SF7) | chr4:14208646-14211817 FORWARD"	not assigned.unknown	35_2

CUST_57437_PI403524517	2	0.11177254	-0.59326935	-0.09460926	0.031736374	0.091332436	-0.031736374	35_16377	"Cluster: Putative vesicle-associated membrane protein 725; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative vesicle-associated membrane protein 725 - O"	UniRef90_Q6YZI8	CHR3V7|COORD:20119333..20121105| ATVAMP727 (Arabidopsis thaliana vesicle-associated membrane protein 727)	AT3G54300.1	CHR08V5|COORD:27826137..27823458|protein vesicle-associated membrane protein 727, putative, expressed	LOC_Os08g44430.2	 no descriptionmoderately similar to ( 342)AT3G54300| Symbols: VAMP727, ATVAMP727 | ATVAMP727 (Arabidopsis thaliana vesicle-associated membrane protein 727) | chr3:20119333-20121105 REVERSEnot assigned not assigned not assigned not assigned Synaptobrevin SNC1 	cell. vesicle transport	31_4

CUST_110459_PI403524517	2	0.016173363	-0.7388668	-0.048444748	0.035752296	0.12091446	-0.016172409	35_31375	"Cluster: Ribosomal protein L4/L1 family protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Ribosomal protein L4/L1 family protein - Oryza sativa (japonic"	UniRef90_Q2QQM8	CHR2V7|COORD:8666465..8668308| ribosomal protein L4 family protein	AT2G20060.1	CHR12V5|COORD:18272661..18277148|protein 50S ribosomal protein L4, putative, expressed	LOC_Os12g30490.1	no descriptionweakly similar to ( 150)AT2G20060| Symbols:  | ribosomal protein L4 family protein | chr2:8666465-8668308 FORWARDnot assigned rplD RplD	protein.synthesis.mito/plastid ribosomal protein.unknown	29_2_1_99

CUST_15778_PI403524517	2	0.04778099	0.037324905	-0.037324905	-0.15937805	-0.09059811	0.07659912	35_4555	"Cluster: Hypothetical protein P0512H04.11; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0512H04.11 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6ES95	CHR3V7|COORD:6311008..6313187| DNA binding / sequence-specific DNA binding / transcription factor	AT3G18380.1	CHR09V5|COORD:10876965..10871550|protein retrotransposon protein, putative, unclassified, expressed	LOC_Os09g17770.2	no descriptionweakly similar to ( 191)AT3G18380| Symbols:  | sequence-specific DNA binding / transcription factor | chr3:6311008-6313187 REVERSE	not assigned.unknown	35_2

CUST_15908_PI404877155	2	0.135396	0.032901764	-0.032901764	-0.155859	-0.06925869	0.04472828	Contig9749_at	putative receptor ser/thr protein kinase [Oryza sativa (japonica cultivar-group)] dbj|BAB16326.1| putative receptor ser/thr protein kinase [	NP_908350.1	protein kinase family protein / C-type lectin domain-containing protein	At1g52310.1	protein Protein kinase domain, putative	Os01g01410	protein kinase family	signalling.receptor kinases.misc	30_2_99

CUST_32871_PI403524517	2	0.06489086	-0.20452976	-0.080266	-0.004085541	0.004084587	0.14168644	35_9474	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_3892_PI404877155	2	-0.16886234	0.696434	0.049800873	-0.06900215	0.082146645	-0.049801826	Contig14514_at	putative bZIP protein [Oryza sativa (japonica cultivar-group)] dbj|BAD31698.1| putative bZIP protein [Oryza sativa (japonica cultivar-group)	NP_911370.1	expressed protein	At5g25590.1	protein hypothetical protein	Os07g11070	expressed protein, contains Pfam profile PF04783: Protein of unknown function (DUF630)	RNA.regulation of transcription.bZIP transcription factor family	27_3_35

CUST_133188_PI403524517	2	-0.16242409	0.3060627	0.30013657	-0.12812424	-0.008790016	0.00879097	35_37394	0	0	CHR1V7|COORD:180401..182066| heavy-metal-associated domain-containing protein	AT1G01490.1	0	0	no description	not assigned.unknown	35_2

CUST_73995_PI403524517	2	0.0047950745	0.4132223	0.013176918	-0.17796993	-0.09374142	-0.0047950745	35_21221	Rep: OSIGBa0140C02.4 protein - Oryza sativa (Rice)	UniRef90_Q01N12	CHR1|COORD:21865049..21869855| expressed protein (CW7)	AT1G59520.1	CHR04V5|COORD:5646506..5635855|protein CW7, putative, expressed	LOC_Os04g10420.1	no descriptionweakly similar to ( 122)AT1G59520| Symbols: CW7 | CW7 | chr1:21865254-21869681 FORWARDnot assigned	not assigned.unknown	35_2

CUST_16489_PI403524517	2	0.0060167313	-0.0030641556	0.0030641556	-0.058564186	0.028982162	-0.11583042	35_4761	"Cluster: Putative sugar transporter; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative sugar transporter - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K7S9	CHR1V7|COORD:25197495..25200414| hexose transporter, putative	AT1G67300.1	CHR02V5|COORD:10074579..10081496|protein metabolite transport protein csbC, putative, expressed	LOC_Os02g17500.3	 no descriptionmoderately similar to ( 316)AT1G67300| Symbols:  | hexose transporter, putative | chr1:25197495-25200414 REVERSEvery weakly similar to (93.2)HEX6_RICCOHexose carrier protein HEX6 - Ricinus communis (Castor bean)not assigned not assigned not assigned not assigned not assigned not assigned Sugar_tr xylE MFS_1 AraJ ProP 	transporter.sugars	34_2

CUST_39932_PI403524517	2	0.12508678	0.40036774	-0.028289795	-0.0937891	-0.16108131	0.028288841	35_11485	"Cluster: Hypothetical protein OJ1136_F03.4; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1136_F03.4 - Oryza sativa (japonica cultivar"	UniRef90_Q5Z7U2	0	0	CHR06V5|COORD:30230312..30224222|protein F-box domain containing protein, expressed	LOC_Os06g49930.3	no description	not assigned.unknown	35_2

CUST_23983_PI403524517	2	-0.0034666061	0.0034666061	0.018844604	0.13812065	-0.033512115	-0.02474308	35_6968	"Cluster: Os01g0777200 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0777200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JIU4	CHR5V7|COORD:7633720..7636301| aspartyl protease family protein	AT5G22850.1	CHR01V5|COORD:33213733..33219492|protein aspartic proteinase nepenthesin-2 precursor, putative, expressed	LOC_Os01g56930.1	no descriptionweakly similar to ( 135)AT5G22850| Symbols:  | aspartyl protease family protein | chr5:7633720-7636301 REVERSEnot assigned	protein.degradation.aspartate protease	29_5_4

CUST_170620_PI403524517	2	-0.0016951561	0.4501624	0.0016951561	-0.13784266	0.035779476	-0.1795063	35_47524	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_68330_PI403524517	2	0.07676315	-1.6417494	-0.30844212	0.12742996	0.084485054	-0.0767622	35_19536	"Cluster: Membrane-associated salt-inducible protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Membrane-associated salt-inducible protein-like - Ory"	UniRef90_Q6K9T5	CHR1V7|COORD:22868991..22870217| pentatricopeptide (PPR) repeat-containing protein	AT1G61870.1	CHR02V5|COORD:35670562..35668931|protein expressed protein	LOC_Os02g58300.1	no descriptionvery weakly similar to (87.0)AT1G61870| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr1:22868991-22870217 REVERSEvery weakly similar to (65.9)RF1_ORYSA	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_96840_PI403524517	2	0.09570217	0.040459633	-0.08510208	-0.19139004	-0.028903961	0.028904915	35_27657	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_57358_PI403524517	2	-0.020632744	0.7310629	0.22656918	-0.08080864	-0.009931564	0.009931564	35_16357	"Cluster: Putative THO complex 2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative THO complex 2 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5JLC8	"CHR1V7|COORD:8742196..8755229| similar to DEAD box RNA helicase, putative [Arabidopsis thaliana] (TAIR:AT1G20920.1); similar to F5A9.21, related [Medicago"	AT1G24706.1	CHR01V5|COORD:40302766..40287152|protein expressed protein	LOC_Os01g68810.1	" no descriptionvery weakly similar to (57.0)AT1G24706| Symbols:  | similar to DEAD box RNA helicase, putative [Arabidopsis thaliana] (TAIR:AT1G20920.1); similar to F5A9.21, related [Medicago truncatula] (GB:ABE85730.1); similar to putative THO complex 2 [Oryza sativa (japonica cultivar-group)] (GB:BAD87730.1); similar to Eukaryotic DNA topoisomerases I, dispensable insert [Medicago truncatula] (GB:ABE94293.1); contains domain THO2 PROTEIN (PTHR21597); contains domain Prion-like (SSF54098) | chr1:8742196-8755229 FORWARDnot assigned not assigned PRK12323 "	not assigned.unknown	35_2

CUST_108122_PI403524517	2	-0.4376669	0.34512424	0.90554047	-0.27076006	-0.08037615	0.080376625	35_30760	"Cluster: Putative ABC transporter; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ABC transporter - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K4D2		0	CHR09V5|COORD:18033120..18038232|protein ATP-binding cassette sub-family G member 2, putative, expressed	LOC_Os09g29660.1	no description	not assigned.unknown	35_2

CUST_2435_PI399408534	2	0.026348114	0.16099358	-0.0706501	-0.10105705	0.19804478	-0.02634716	35_19139	"Cluster: Dcp1-like decapping family, putative; n=1; Oryza sativa (japonica cultivar-group)|Rep: Dcp1-like decapping family, putative - Oryza sativa (japonica"	UniRef90_Q53QH1	CHR1V7|COORD:2638352..2640364| DCP1 (DECAPPING 1)	AT1G08370.1	CHR11V5|COORD:2561056..2564404|protein dcp1-like decapping family protein, expressed	LOC_Os11g05650.1	no descriptionmoderately similar to ( 323)AT1G08370| Symbols: DCP1 | DCP1 (DECAPPING 1) | chr1:2638352-2640364 FORWARDnot assigned not assigned not assigned not assigned not assigned DCP1	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_49358_PI403524517	2	0.10650921	0.15945148	-0.04835415	-0.06744194	-0.006711006	0.006711006	35_14079	"Cluster: Fiddlehead, putative, expressed; n=5; Oryza sativa (japonica cultivar-group)|Rep: Fiddlehead, putative, expressed - Oryza sativa (japonica cultivar-gro"	UniRef90_Q10QW0	"CHR2V7|COORD:11177877..11180137| FDH (FIDDLEHEAD); acyltransferase"	AT2G26250.1	CHR03V5|COORD:4246095..4250981|protein fiddlehead-like protein, putative, expressed	LOC_Os03g08360.1	"no descriptionhighly similar to ( 744)AT2G26250| Symbols: FDH | FDH (FIDDLEHEAD); acyltransferase | chr2:11177877-11180137 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned FAE1_CUT1_RppA CHS_like BcsA PRK12323 Herpes_BLLF1 KAS_III PRK07003 FabH Atrophin-1 APC_basic HPC2 PRK07764 Tymo_45kd_70kd AF-4 init_cond_enzymes ACP_syn_III_C SerH PRK12879 KAR9 DUF566 PRK09352 PRK07515 Pneumo_att_G Herpes_TAF50 TT_ORF1 Keratin_B2 DUF1421 Coprinus_mating PRK05648 Extensin_2"	lipid metabolism.FA synthesis and FA elongation.beta ketoacyl CoA synthase	11_1_10

CUST_137447_PI403524517	2	0.18022442	-0.43659592	-0.03720379	-0.08825016	0.10086155	0.03720379	35_38547	0	0	CHR5V7|COORD:2479708..2482639| formin homology 2 domain-containing protein / FH2 domain-containing protein	AT5G07780.1	0	0	no description	not assigned.unknown	35_2

CUST_126085_PI403524517	2	-0.8033786	0.4201646	0.052506924	0.5945325	-0.51252365	-0.052506924	35_35496	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_73822_PI403524517	2	-0.0720644	0.23347378	0.023017883	-0.04237938	0.09222984	-0.023017883	35_21172	"Cluster: Os05g0476100 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0476100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DHC5	"CHR2V7|COORD:16079262..16081246| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G51720.1); similar to putative paramyosin [Zea mays]"	AT2G38370.1	CHR05V5|COORD:23333209..23336135|protein expressed protein	LOC_Os05g39840.1	no description	not assigned.unknown	35_2

CUST_157637_PI403524517	2	-0.086193085	0.24281979	0.0024995804	0.010840416	-0.34851313	-0.0024995804	35_44012	"Cluster: Putative aminoacyl-t-RNA synthetase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative aminoacyl-t-RNA synthetase - Oryza sativa (japonica cult"	UniRef90_Q5VRH2	CHR3V7|COORD:17774096..17781949| EDD1 (EMBRYO-DEFECTIVE-DEVELOPMENT 1)	AT3G48110.1	CHR06V5|COORD:232787..243624|protein glycyl-tRNA synthetase 2, chloroplast/mitochondrial precursor, putative, expressed	LOC_Os06g01400.1	 no descriptionvery weakly similar to (57.8)AT3G48110| Symbols: EDD, EDD1 | EDD1 (EMBRYO-DEFECTIVE-DEVELOPMENT 1) | chr3:17774096-17781949 FORWARDGlyRS_alpha_core glyQ tRNA-synt_2e GlyQ 	protein.aa activation	29_1

CUST_8874_PI403524517	2	-0.7830143	0.095765114	0.27637196	0.13753414	-0.09576416	-0.2187767	35_2487	"Cluster: Hypothetical protein OJ1127_B08.4; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1127_B08.4 - Oryza sativa (japonica cultivar"	UniRef90_Q75L42	"CHR3V7|COORD:5989315..5992633| CIPK1 (CBL-INTERACTING PROTEIN KINASE 1); kinase"	AT3G17510.1	CHR05V5|COORD:2095321..2091611|protein CBL-interacting serine/threonine-protein kinase 1, putative, expressed	LOC_Os05g04550.1	" no descriptionhighly similar to ( 505)AT3G17510| Symbols: SnRK3.16, CIPK1 | CIPK1 (CBL-INTERACTING PROTEIN KINASE 1); kinase | chr3:5989315-5992633 REVERSEmoderately similar to ( 385)CIPK1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase SPS1 Pkinase_Tyr TyrKc PTKc PTKc_Ack_like PTKc_Jak_rpt2 PTKc_Srm_Brk PTKc_Csk_like PTKc_Fes PTKc_Tec_like PTKc_Fes_like PTKc_Btk_Bmx PTKc_Syk_like PTKc_Src_like PTKc_EGFR_like PTKc_Tec_Rlk PTKc_Abl PTKc_Tyk2_rpt2 PTKc_FAK PTKc_Jak2_Jak3_rpt2 PTKc_Chk PTKc_EphR PTKc_FGFR PTKc_Fer PTKc_Itk PTKc_Jak1_rpt2 PTK_CCK4 PTKc_Trk PTKc_PDGFR PTKc_InsR_like PTKc_Csk PTKc_Tyro3 PTKc_Zap-70 PTKc_Frk_like PTKc_Lyn PTKc_EphR_B PTKc_EphR_A PTKc_Axl_like PTKc_Tie PTKc_Tie1 PTKc_Tie2 PTKc_RET NAF PTKc_Lck_Blk PTKc_Ror PTKc_Syk PTKc_Hck PTKc_ALK_LTK PTKc_TrkB PTKc_FGFR1 PTKc_FGFR4 PTKc_c-ros PTKc_EphR_A2 PTKc_Fyn_Yrk PTKc_EGFR PTKc_InsR PTK_Ryk PTKc_FGFR3 PTKc_TrkC PTKc_Axl PTKc_HER4 PTKc_Musk PTKc_Ror1 PTKc_Ror2 PTKc_TrkA PTKc_DDR PTKc_FGFR2 PTKc_Met_Ron PTKc_EphR_A10 PTKc_Yes PTKc_DDR_like PTKc_Aatyk PTKc_HER2 PTKc_DDR2 PTK_Jak_rpt1 PTKc_PDGFR_alpha PTKc_Src PTKc_PDGFR_beta PTKc_IGF-1R PTK_HER3 PTKc_DDR1 PTK_Tyk2_rpt1 PTKc_VEGFR PTK_Jak1_rpt1 PTKc_VEGFR3 "	protein.postranslational modification	29_4

CUST_58555_PI403524517	2	-0.29853344	0.9724407	0.20715809	-0.09938955	0.09939003	-0.26646805	35_16703	"Cluster: SF16 protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: SF16 protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5VMB6	CHR3V7|COORD:8063070..8064482| leucine-rich repeat family protein / extensin family protein	AT3G22800.1	CHR06V5|COORD:2854442..2858562|protein calmodulin binding protein, putative, expressed	LOC_Os06g06160.5	no description	not assigned.unknown	35_2

CUST_15038_PI399408534	2	0.15199661	0.42854118	-0.03542137	-0.09341955	-0.42817402	0.035420895	35_41863	Rep: OSIGBa0130K07.8 protein - Oryza sativa (Rice)	UniRef90_Q01LJ9	"CHR1V7|COORD:3162004..3165124| ATCDC5 (Arabidopsis thaliana homolog of cdc5); DNA binding / transcription factor"	AT1G09770.1	CHR04V5|COORD:16392478..16399791|protein cell division cycle 5-like protein, putative, expressed	LOC_Os04g28090.1	" no descriptionmoderately similar to ( 255)AT1G09770| Symbols: AtMYBCDC5, CDC5, ATCDC5 | ATCDC5 (Arabidopsis thaliana homolog of cdc5); DNA binding / transcription factor | chr1:3162004-3165124 FORWARDnot assigned REB1 "	RNA.regulation of transcription.MYB-related transcription factor family	27_3_26

CUST_25232_PI399408534	2	-0.010799408	-0.12048578	0.11710358	0.010799885	-0.18198156	0.10664654	35_26730	"Cluster: Os06g0196700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os06g0196700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DDV5	"CHR1V7|COORD:6628386..6632770| ARF19 (AUXIN RESPONSE FACTOR 11); transcription factor"	AT1G19220.1	CHR06V5|COORD:4925493..4931178|protein auxin response factor 19, putative, expressed	LOC_Os06g09660.1	" no descriptionweakly similar to ( 197)AT1G19220| Symbols: IAA22, ARF11, ARF19 | ARF19 (AUXIN RESPONSE FACTOR 11); transcription factor | chr1:6628386-6632770 REVERSEnot assigned not assigned "	RNA.regulation of transcription.ARF, Auxin Response Factor family	27_3_4

CUST_63077_PI403524517	2	-0.018532753	-0.55490494	-0.04471016	0.018533707	0.13803005	0.05622959	35_17999	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10NZ2	"CHR4V7|COORD:11634..13285| similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABF95014.1); similar to expressed protein [Oryza"	AT4G00026.1	CHR03V5|COORD:8096795..8091161|protein expressed protein	LOC_Os03g14890.1	"no descriptionmoderately similar to ( 207)AT4G00026| Symbols:  | similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABF95014.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABF95013.1); contains InterPro domain Mitochondrial TIM21; (InterPro:IPR013261) | chr4:11634-13285 REVERSEnot assigned TIM21"	not assigned.unknown	35_2

CUST_239_PI399407379	2	-0.22826242	-0.3272524	0.31563234	0.29773903	0.10616493	-0.10616541	HvIPT6									

CUST_55583_PI403524517	2	-0.025983334	-0.11934662	0.67694616	0.623971	-0.011421204	0.011420727	35_15821	"Cluster: Heavy metal-associated domain containing protein, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Heavy metal-associated domain"	UniRef90_Q10LJ9	CHR1V7|COORD:21039380..21040684| copper chaperone (CCH)-related	AT1G56210.1	CHR03V5|COORD:12886584..12884726|protein heavy metal-associated domain containing protein, expressed	LOC_Os03g22490.1	no descriptionvery weakly similar to (86.7)AT1G56210| Symbols:  | copper chaperone (CCH)-related | chr1:21039380-21040684 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07003 Atrophin-1 PRK12323 DUF1421 PRK07764 TT_ORF1 PRK05648 Protamine_P1 DUF1777 HMA PRK12678 PRK12372 Transformer HMA PRK08770 Extensin_2 rne MARCKS CDC27 PRK08691	metal handling.binding, chelation and storage	15_2

CUST_161368_PI403524517	2	0.015630245	0.96244764	-0.015630245	-0.035581112	-0.41553926	0.097765446	35_45021	"Cluster: BWF1-like protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: BWF1-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5ZDE5	CHR5V7|COORD:6146934..6149732| WD-40 repeat family protein	AT5G18525.1	CHR01V5|COORD:12577242..12567139|protein beige/BEACH domain containing protein, expressed	LOC_Os01g22390.3	no description	not assigned.unknown	35_2

CUST_73847_PI403524517	2	0.23666286	0.15207195	-0.06787014	0.06786919	-0.08613682	-0.12127018	35_21178	"Cluster: RNA recognition motif family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: RNA recognition motif family protein, expressed - Ory"	UniRef90_Q10N14	CHR1V7|COORD:28691826..28693400| RNA recognition motif (RRM)-containing protein	AT1G76460.1	CHR03V5|COORD:9859981..9857077|protein RNA recognition motif family protein, expressed	LOC_Os03g17760.1	no descriptionweakly similar to ( 126)AT1G22910| Symbols:  | RNA recognition motif (RRM)-containing protein | chr1:8105797-8107938 FORWARDvery weakly similar to (63.9)GRP1_DAUCAGlycine-rich RNA-binding protein - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned RRM COG0724 RRM_1	RNA.RNA binding	27_4

CUST_30903_PI399408534	2	-0.034070015	-0.4709034	0.034071922	0.02702427	0.0023374557	-0.0023374557	35_9865	"Cluster: SET-domain transcriptional regulator-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: SET-domain transcriptional regulator-like protein -"	UniRef90_Q6ZA95	CHR1V7|COORD:9248291..9251590| SET domain-containing protein	AT1G26760.1	CHR08V5|COORD:20881616..20885890|protein expressed protein	LOC_Os08g33650.2	no descriptionvery weakly similar to (69.7)AT1G26760| Symbols:  | SET domain-containing protein | chr1:9248291-9251590 REVERSE	RNA.regulation of transcription.SET-domain transcriptional regulator family	27_3_69

CUST_106323_PI403524517	2	0.08217573	0.5972905	-0.33906412	-0.082175255	-0.3358574	1.0134649	35_30262	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_147463_PI403524517	2	0.30321407	0.5012922	-0.027014732	-0.014408112	-0.2848282	0.014407158	35_41266	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_63590_PI403524517	2	0.16548634	0.25694656	0.0027914047	-0.06284809	-0.08528805	-0.0027914047	35_18154	"Cluster: Putative RNA polymerase II subunit 5; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative RNA polymerase II subunit 5 - Oryza sativa (japonica cu"	UniRef90_Q6ATY6	CHR5V7|COORD:23900725..23902202| DNA-directed RNA polymerase II	AT5G59180.1	CHR05V5|COORD:19407444..19405225|protein DNA-directed RNA polymerase II 19 kDa polypeptide, putative, expressed	LOC_Os05g33240.1	no descriptionmoderately similar to ( 303)AT5G59180| Symbols:  | DNA-directed RNA polymerase II | chr5:23900725-23902202 FORWARDmoderately similar to ( 315)RPB7_SOYBNDNA-directed RNA polymerase II subunit RPB7 - Glycine max (Soybean)not assigned not assigned RPB7 RNAP_II_Rpb7_N RNA_pol_Rpb7_N PRK08563 RNAP_Rpb7_N_like RNAP_E_N	RNA.transcription	27_2

CUST_22148_PI403524517	2	-0.07226467	0.19816494	-0.04415703	-0.049484253	0.044156075	0.16444206	35_6436	"Cluster: Os09g0415800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os09g0415800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J1S6	CHR2V7|COORD:9552750..9555494| phosphofructokinase family protein	AT2G22480.1	CHR09V5|COORD:14877181..14869985|protein 6-phosphofructokinase 2, putative, expressed	LOC_Os09g24910.2	no descriptionmoderately similar to ( 361)AT2G22480| Symbols:  | phosphofructokinase family protein | chr2:9552750-9555494 FORWARDnot assigned PRK06830 PfkA PRK03202 PFK Bacterial_PFK PFK	glycolysis.PPFK	4_4

CUST_27516_PI399408534	2	0.38933277	0.07283354	0.059265137	-0.2623248	-0.05926466	-0.2225318	35_44036	Rep: Zgc:123169 - Brachydanio rerio (Zebrafish) (Danio rerio)	UniRef90_Q32LS2	CHR1V7|COORD:20711233..20712468| Kin17 DNA-binding protein-related	AT1G55460.1	CHR03V5|COORD:20647156..20645314|protein antigenic determinant of rec-A protein, putative, expressed	LOC_Os03g37330.1	no descriptionvery weakly similar to (50.8)AT1G55460| Symbols:  | Kin17 DNA-binding protein-related | chr1:20711233-20712468 FORWARDnot assigned	RNA.regulation of transcription.unclassified	27_3_99

CUST_77352_PI403524517	2	0.035639763	0.6230612	-0.15221596	0.01509285	-0.01509285	-0.058068275	35_22168	Rep: Putative cyclin - Triticum aestivum (Wheat)	UniRef90_Q70AJ3	0	0	CHR05V5|COORD:24157193..24160446|protein cyclin-A1, putative, expressed	LOC_Os05g41390.1	no description	not assigned.unknown	35_2

CUST_13995_PI404877155	2	-0.0057296753	-0.05843067	-0.0069675446	0.008263588	0.0057296753	0.11509991	Contig7772_at	RabGAP/TBC domain-containing protein [Arabidopsis thaliana] dbj|BAB08757.1| unnamed protein product [Arabidopsis thaliana]	NP_200289.1	RabGAP/TBC domain-containing protein	At5g54780.1	protein TBC domain, putative	Os11g37690	"similar to RabGAP/TBC domain-containing protein [Arabidopsis thaliana] (TAIR:At4g27100.1); similar to putative GTPase activating protein [Oryza sativa (japonica cultivar-group)] (GB:XP_468334.1); contains InterPro domain RabGAP/TBC domain (InterPro:IPR000"	signalling.G-proteins	30_5

CUST_24343_PI403524517	2	0.17195702	-0.0042715073	-0.12320423	0.0042705536	-0.0442276	0.26766872	35_7064	"Cluster: Phospholipase-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Phospholipase-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q94D81	CHR5V7|COORD:6494115..6495107| esterase/lipase/thioesterase family protein	AT5G19290.1	CHR01V5|COORD:12050165..12051594|protein monoglyceride lipase, putative, expressed	LOC_Os01g21560.1	no descriptionweakly similar to ( 123)AT5G14980| Symbols:  | esterase/lipase/thioesterase family protein | chr5:4849603-4850586 FORWARDnot assigned not assigned not assigned PldB PRK12323	not assigned.no ontology	35_1

CUST_5923_PI404877155	2	0.22215462	-0.69666195	-0.023453712	0.037903786	-0.08719826	0.023454666	Contig18093_at	putative LRR receptor-like protein kinase [Oryza sativa (japonica cultivar-group)] dbj|BAB39873.1| putative LRR receptor-like protein kinase	NP_908412.1	protein kinase family protein	At1g26150.1	protein transposon protein, putative, CACTA, En/Spm sub-class	Os05g01040	NONE	signalling.receptor kinases.proline extensin like	30_2_22

CUST_56439_PI403524517	2	-0.015571594	0.57067585	0.030788422	-0.11038113	0.013228416	-0.01322937	35_16065	"Cluster: Putative splicing factor, arginine/serine-rich 2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative splicing factor, arginine/serine-rich 2 - O"	UniRef90_Q8LHL0	"CHR5|COORD:25698800..25700858| arginine/serine-rich splicing factor SC35, contains similarity to splicing factor; contains Pfam profile PF00076: RNA recognition"	AT5G64200.2	CHR07V5|COORD:25791825..25796006|protein splicing factor, arginine/serine-rich 2, putative, expressed	LOC_Os07g43050.1	" no descriptionweakly similar to ( 194)AT5G64200| Symbols: ATSC35 | ATSC35 (""Arabidopsis thaliana arginine/serine-rich splicing factor 35, 35 kDa protein""); RNA binding | chr5:25699075-25700779 REVERSEvery weakly similar to (58.2)GRP10_BRANAGlycine-rich RNA-binding protein 10 - Brassica napus (Rape)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG0724 RRM_1 DUF1777 RRM rne Transformer PRK12678 "	RNA.RNA binding	27_4

CUST_1219_PI404877155	2	0.0051498413	0.46610546	-0.0051498413	-0.34652233	-0.1146822	0.027895927	Contig11280_at	putative cleavage and polyadenylation specifity factor protein [Oryza sativa (japonica cultivar-group)]	AAO20067.1	cleavage and polyadenylation specificity factor, putative	At1g61010.1	protein putative cleavage and polyadenylation specifity factor	Os03g63590	cleavage and polyadenylation specificity factor, putative, similar to cleavage and polyadenylation specificity factor 73 kDa subunit (Homo sapiens) SWISS-PROT:Q9UKF6 or  cleavage and polyadenylation specificity factor, putative, similar to cleavage and po	RNA.processing	27_1

CUST_181078_PI403524517	2	0.29575825	-0.3336506	-0.0011301041	-0.3826928	0.0011310577	0.0038309097	35_50357	Rep: Hypothetical protein - Hordeum vulgare (Barley)	UniRef90_Q5LJI9	"CHR2V7|COORD:9018735..9020937| similar to hypothetical protein [Hordeum vulgare] (GB:CAG30729.1); similar to Os09g0539400 [Oryza sativa (japonica cultivar-group"	AT2G20980.1	CHR09V5|COORD:21239269..21242101|protein MCM10 minichromosome maintenance deficient 10, putative, expressed	LOC_Os09g36820.1	"no descriptionweakly similar to ( 133)AT2G20980| Symbols:  | similar to hypothetical protein [Hordeum vulgare] (GB:CAG30729.1); similar to Os09g0539400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001063804.1); contains domain gb def: Hypothetical protein (PTHR13454:SF4); contains domain FAMILY NOT NAMED (PTHR13454) | chr2:9018735-9020937 REVERSEnot assigned not assigned not assigned"	not assigned.unknown	35_2

CUST_72727_PI403524517	2	0.08976364	0.33970833	-0.08907318	-0.107061386	-0.053441048	0.053440094	35_20844	"Cluster: Putative Serine/threonine Kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Serine/threonine Kinase - Oryza sativa (japonica cultivar-g"	UniRef90_Q6H7U5	"CHR5V7|COORD:2196744..2198114| CIPK2 (CBL-INTERACTING PROTEIN KINASE 2); kinase"	AT5G07070.1	CHR02V5|COORD:3286406..3283210|protein CBL-interacting serine/threonine-protein kinase 15, putative, expressed	LOC_Os02g06570.2	" no descriptionweakly similar to ( 197)AT5G07070| Symbols: SnRK3.2, CIPK2 | CIPK2 (CBL-INTERACTING PROTEIN KINASE 2); kinase | chr5:2196744-2198114 REVERSEweakly similar to ( 131)CIPK1_ORYSAnot assigned not assigned NAF "	protein.postranslational modification	29_4

CUST_134539_PI403524517	2	-0.31204033	-0.05524063	0.18974972	0.11592722	0.019682407	-0.019682407	35_37748	"Cluster: Hypothetical protein OSJNBa0012L23.45; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0012L23.45 - Oryza sativa (japonica"	UniRef90_Q8LNW5		0	CHR10V5|COORD:17889881..17890612|protein conserved hypothetical protein	LOC_Os10g34140.1	no description	not assigned.unknown	35_2

CUST_9087_PI403524517	2	0.084955215	-0.2727604	0.016048431	-0.0091362	-0.103606224	0.0091362	35_2547	"Cluster: Hypothetical protein OSJNBb0084L07.33; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0084L07.33 - Oryza sativa (japonica"	UniRef90_Q6Z4D6	CHR4V7|COORD:8120744..8122283| transferase, transferring glycosyl groups	AT4G14100.1	CHR07V5|COORD:4771348..4772750|protein expressed protein	LOC_Os07g09140.1	 no descriptionweakly similar to ( 193)AT4G14100| Symbols:  | transferase, transferring glycosyl groups | chr4:8120744-8122283 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07003 PRK12323 TT_ORF1 	not assigned.unknown	35_2

CUST_104211_PI403524517	2	0.16592407	0.57493114	-0.029808998	-0.19109249	-0.13858795	0.029808044	35_29699	"Cluster: Putative extensin; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative extensin - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5N8V9		0	CHR01V5|COORD:39466229..39463786|protein extensin-1 precursor, putative, expressed	LOC_Os01g67390.1	no description	not assigned.unknown	35_2

CUST_4197_PI403524517	2	-0.017508507	0.4336195	0.06954861	-0.035071373	-0.021095276	0.017507553	35_1160	"Cluster: Delta-1-pyrroline-5-carboxylate dehydrogenase; n=8; Poaceae|Rep: Delta-1-pyrroline-5-carboxylate dehydrogenase - Triticum"	UniRef90_Q3S832	"CHR5V7|COORD:25116994..25120385| ALDH12A1 (Aldehyde dehydrogenase 12A1); 1-pyrroline-5-carboxylate dehydrogenase/ 3-chloroallyl aldehyde dehydrogenase"	AT5G62530.1	CHR01V5|COORD:16457381..16458308|protein PRAS-rich protein, putative, expressed	LOC_Os01g28790.1	" no descriptionweakly similar to ( 182)AT5G62530| Symbols: ATP5CDH, P5CDH, ALDH12A1 | ALDH12A1 (Aldehyde dehydrogenase 12A1); 1-pyrroline-5-carboxylate dehydrogenase/ 3-chloroallyl aldehyde dehydrogenase | chr5:25116994-25120385 REVERSEnot assigned not assigned PRK09169 "	amino acid metabolism.degradation.glutamate family.proline	13_2_2_2

CUST_130777_PI403524517	2	-0.050395966	0.31463432	0.19792843	-0.052832603	0.050395966	-0.11601734	35_36723	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_167044_PI403524517	2	-0.016739845	0.029754639	-0.027908325	-0.10795879	0.106375694	0.016738892	35_46530	"Cluster: Os09g0111800 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0111800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J3H6	CHR1V7|COORD:1816252..1816990| nucleotide binding	AT1G05970.2	CHR04V5|COORD:35061587..35063617|protein RNA-binding region RNP-1, putative, expressed	LOC_Os04g59340.1	no descriptionweakly similar to ( 137)AT1G05970| Symbols:  | nucleotide binding | chr1:1816252-1816990 REVERSE	not assigned.unknown	35_2

CUST_42329_PI403524517	2	0.37141895	0.3565321	-0.06817436	-0.053380966	-0.51418686	0.053380013	35_12166	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_9761_PI404877155	2	-0.048892975	0.20597363	0.020383835	-0.04299736	0.077402115	-0.020384789	Contig3489_at	putative methyl-binding domain protein MBD105 [Zea mays]	AAK40307.1	methyl-CpG-binding domain-containing protein	At1g15340.1	protein methyl-binding domain protein MBD106, putative	Os12g42550	putative methyl-binding domain protein MBD105	RNA.regulation of transcription.Methyl binding domain proteins	27_3_59

CUST_73783_PI403524517	2	0.22561598	0.02280426	0.10206556	-0.27716398	-0.022803783	-0.033680916	35_21162	Rep: H0702G05.10 protein - Oryza sativa (Rice)	UniRef90_Q25AI3	"CHR1V7|COORD:29849722..29858108| EMB1135 (EMBRYO DEFECTIVE 1135); DNA binding"	AT1G79350.1	CHR04V5|COORD:30684842..30669078|protein EMB1135, putative, expressed	LOC_Os04g52020.1	"no descriptionmoderately similar to ( 442)AT1G79350| Symbols: EMB1135 | EMB1135 (EMBRYO DEFECTIVE 1135); DNA binding | chr1:29849722-29858108 REVERSEnot assigned not assigned"	development.unspecified	33_99

CUST_22803_PI403524517	2	-0.06940842	-0.022789001	-0.044262886	0.022789955	0.039586067	0.053622246	35_6623	"Cluster: Os03g0288400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os03g0288400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DSU0	"CHR4V7|COORD:8152494..8153086| similar to kinesin like protein, putative, expressed [Oryza sativa (japonica cultivar-group)] (GB:ABF95375.1); contains domain Ar"	AT4G14145.1	CHR03V5|COORD:9957977..9960077|protein kinesin like protein, putative, expressed	LOC_Os03g17910.1	" no descriptionweakly similar to ( 160)AT4G14145| Symbols:  | similar to kinesin like protein, putative, expressed [Oryza sativa (japonica cultivar-group)] (GB:ABF95375.1); contains domain Arp2/3 complex subunits (SSF69645) | chr4:8152494-8153086 REVERSE"	not assigned.unknown	35_2

CUST_477_PI404877155	2	-0.047249794	0.047249794	-0.15790176	0.23155689	0.19586945	-0.12223339	Contig10383_at	MADS box protein 1 [Zea mays] emb|CAD23418.1| m5 [Zea mays]	AAG43199.1	MADS-box protein (AGL20)	At2g45660.1	protein SRF-type transcription factor (DNA-binding and dimerisation domain), putative	Os02g01360	0	RNA.regulation of transcription.MADS box transcription factor family	27_3_24

CUST_19056_PI404877155	2	-0.027807236	-0.21416187	0.027807236	0.1354456	0.08619881	-0.1849041	HY08M06u_at	0	0	0	0	0	0	nucleic acid-binding protein/RNA-binding protein RNP-T	RNA.regulation of transcription.unclassified	27_3_99

CUST_79329_PI403524517	2	-0.068647385	0.14499187	0.022256851	-0.046562195	-0.00765419	0.0076532364	35_22756	"Cluster: Os09g0246700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0246700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J390	0	0	CHR09V5|COORD:3504050..3499534|protein expressed protein	LOC_Os09g07160.1	no description	not assigned.unknown	35_2

CUST_104456_PI403524517	2	-0.045520782	-0.071068764	-0.061818123	0.072592735	0.06525612	0.04551983	35_29768	Rep: Putative DNA ligase 4 - Oryza sativa (Rice)	UniRef90_Q7X7E9	CHR5V7|COORD:23172376..23178914| ATLIG4 (Arabidopsis thaliana DNA ligase IV)	AT5G57160.1	CHR04V5|COORD:30419719..30410572|protein DNA ligase I, ATP-dependent family protein, expressed	LOC_Os04g51700.1	no descriptionvery weakly similar to (65.1)AT5G57160| Symbols: ATLIG4 | ATLIG4 (Arabidopsis thaliana DNA ligase IV) | chr5:23172376-23178914 REVERSEweakly similar to ( 108)DNL4_ORYSAnot assigned	DNA.synthesis/chromatin structure	28_1

CUST_84764_PI403524517	2	0.03467369	0.0018224716	-0.121406555	-0.22472095	0.01597023	-0.0018234253	35_24287	"Cluster: Os01g0972300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0972300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JFM3	CHR2|COORD:12530419..12531186| expressed protein	AT2G29125.1	CHR03V5|COORD:9136936..9136640|protein expressed protein	LOC_Os03g16600.1	 no descriptionvery weakly similar to (50.8)AT4G35783| Symbols: RTFL6, DVL17 | DVL17/RTFL6 (ROTUNDIFOLIA LIKE 6) | chr4:16952617-16952805 FORWARDnot assigned not assigned PRK07003 PRK12323 	not assigned.unknown	35_2

CUST_13761_PI403524517	2	0.058073044	-0.29748344	-0.039388657	-0.011982918	0.011983871	0.05668354	35_3948	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QWU3	0	0	CHR12V5|COORD:4192710..4190337|protein expressed protein	LOC_Os12g08210.1	no descriptionDUF1903	not assigned.unknown	35_2

CUST_154863_PI403524517	2	0.051445007	-0.21588135	-0.11230278	0.09620857	0.19549179	-0.051444054	35_43266	"Cluster: PREDICTED: hypothetical protein; n=1; Tribolium castaneum|Rep: PREDICTED: hypothetical protein - Tribolium castaneum"	UniRef90_UPI0000D569EA	CHR2V7|COORD:10661187..10666462| formin homology 2 domain-containing protein / FH2 domain-containing protein	AT2G25050.1	CHR05V5|COORD:191609..195732|protein AFH1, putative, expressed	LOC_Os05g01350.1	no description	not assigned.unknown	35_2

CUST_137300_PI403524517	2	0.6037288	0.47188377	-0.10093641	-0.2062788	-0.509007	0.10093641	35_38503	Rep: H0425E08.5 protein - Oryza sativa (Rice)	UniRef90_Q01IA3	CHR3V7|COORD:21961552..21970128| protein kinase family protein	AT3G59410.1	CHR04V5|COORD:24396460..24405557|protein serine/threonine-protein kinase GCN2, putative, expressed	LOC_Os04g41510.1	no descriptionmoderately similar to ( 284)AT3G59410| Symbols:  | protein kinase family protein | chr3:21961552-21970128 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase SPS1	protein.postranslational modification	29_4

CUST_162734_PI403524517	2	0.43282795	0.06571007	0.31592703	-0.06571007	-0.32137966	-0.54085207	35_45390	"Cluster: Hypothetical protein OSJNBa0049H05.23; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0049H05.23 - Oryza sativa (japonica"	UniRef90_Q5SN79	"CHR5V7|COORD:21706670..21709468| ORG1 (OBP3-RESPONSIVE GENE 1); kinase"	AT5G53450.2	CHR01V5|COORD:26938647..26945552|protein protein kinase domain containing protein, expressed	LOC_Os01g46720.1	"no descriptionvery weakly similar to (59.7)AT5G53450| Symbols: ORG1 | ORG1 (OBP3-RESPONSIVE GENE 1); kinase | chr5:21706430-21709468 FORWARD"	protein.postranslational modification	29_4

CUST_9479_PI403524517	2	0.05518055	0.16759014	0.03254509	-0.10329151	-0.15341187	-0.03254509	35_2665	"Cluster: OSJNBa0085I10.17 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0085I10.17 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XPK9	"CHR1V7|COORD:10993360..10994037| similar to Os04g0611300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001053837.1); similar to OSJNBa0085I10.17 [Oryza"	AT1G30880.1	CHR04V5|COORD:30781042..30782909|protein expressed protein	LOC_Os04g52180.1	no description	not assigned.unknown	35_2

CUST_3912_PI399408534	2	0.29860687	0.06118393	0.044348717	-0.04434967	-0.055704117	-0.32298374	35_9574	Rep: Cryptochrome 1b - Hordeum vulgare (Barley)	UniRef90_Q947B3	CHR4V7|COORD:5724257..5726902| CRY1 (CRYPTOCHROME 1, OUT OF PHASE 2)	AT4G08920.1	CHR04V5|COORD:22330830..22336011|protein cryptochrome 1 apoprotein, putative, expressed	LOC_Os04g37920.6	 no descriptionweakly similar to ( 120)AT4G08920| Symbols: BLU1, HY4, OOP2, CRY1 | CRY1 (CRYPTOCHROME 1, OUT OF PHASE 2) | chr4:5724257-5726902 FORWARDweakly similar to ( 107)PHR1_SINALDeoxyribodipyrimidine photo-lyase - Sinapis alba (White mustard) (Brassica hirta)not assigned FAD_binding_7 PhrB PRK10674 	signalling.light	30_11

CUST_103798_PI403524517	2	-0.17515564	0.40024185	0.012641907	-0.19743156	0.07590389	-0.01264286	35_29593	"Cluster: Os11g0124500 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os11g0124500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IV02	"CHR1V7|COORD:21341114..21342077| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G09575.1); similar to Os12g0122100 [Oryza sativa (japonica"	AT1G57610.1	CHR12V5|COORD:1051828..1052879|protein expressed protein	LOC_Os12g02880.1	"no descriptionweakly similar to ( 154)AT1G57610| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G09575.1); similar to Os11g0124500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001065618.1); similar to hypothetical protein LOC_Os11g03130 [Oryza sativa (japonica cultivar-group)] (GB:ABA91271.1); similar to Os01g0817000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001044621.1); contains InterPro domain Protein of unknown function DUF607; (InterPro:IPR006769) | chr1:21341274-21342077 REVERSEnot assigned DUF607"	not assigned.unknown	35_2

CUST_154220_PI403524517	2	0.039909363	0.3015747	1.6909142	-0.05933571	-0.03990841	-0.6406975	35_43098	"Cluster: Hypothetical protein OJ1643_A10.31; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1643_A10.31 - Oryza sativa (japonica cultiv"	UniRef90_Q6H7I8	"CHR5V7|COORD:7807322..7808991| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G08270.1); similar to Os02g0634600 [Oryza sativa (japonica"	AT5G23200.1	CHR02V5|COORD:25429184..25433567|protein expressed protein	LOC_Os02g42300.1	"no descriptionweakly similar to ( 114)AT5G23200| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G08270.1); similar to Os02g0634600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001047513.1); similar to hypothetical protein MA4_54B05.28 [Musa acuminata] (GB:ABF70082.1) | chr5:7807322-7808991 FORWARD"	not assigned.unknown	35_2

CUST_16515_PI403524517	2	0.010558128	0.44473362	0.49790764	-0.010558605	-0.18308401	-0.1220541	35_4769	"Cluster: Os05g0209100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0209100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DK00	CHR1V7|COORD:10509516..10512304| glycoside hydrolase family 47 protein	AT1G30000.1	CHR05V5|COORD:6735709..6731537|protein alpha-mannosidase/ calcium ion binding protein, putative, expressed	LOC_Os05g11850.1	no descriptionhighly similar to ( 738)AT1G30000| Symbols:  | glycoside hydrolase family 47 protein | chr1:10509516-10512304 REVERSEnot assigned not assigned not assigned not assigned Glyco_hydro_47	misc.gluco-, galacto- and mannosidases	26_3

CUST_59397_PI403524517	2	0.02532959	0.06861973	0.023216248	-0.18820477	-0.18791294	-0.023216248	35_16938	"Cluster: Thioredoxin family Trp26-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Thioredoxin family Trp26-like protein - Oryza sativa (japonica"	UniRef90_Q5JKQ4	"CHR2V7|COORD:11075813..11077602| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G04780.1); similar to Os01g0559000 [Oryza sativa (japonica"	AT2G25950.1	CHR01V5|COORD:21494720..21499508|protein thioredoxin family Trp26, putative, expressed	LOC_Os01g37832.1	"no descriptionmoderately similar to ( 341)AT2G25950| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G04780.1); similar to Os01g0559000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001043339.1); similar to hypothetical protein DDBDRAFT_0204321 [Dictyostelium discoideum AX4] (GB:XP_642028.1); contains InterPro domain Protein of unknown function DUF1000; (InterPro:IPR010400); contains InterPro domain Galactose-binding like; (InterPro:IPR008979) | chr2:11075813-11077602 FORWARDnot assigned not assigned DUF1000"	not assigned.unknown	35_2

CUST_105664_PI403524517	2	-0.0612998	0.13548565	0.15195084	0.061299324	-0.119880676	-0.5297017	35_30089	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_15362_PI403524517	2	0.03155327	-1.0263538	-0.1807766	0.07410145	0.2400856	-0.03155327	35_4431	"Cluster: Putative flavonol 4'-sulfotransferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative flavonol 4'-sulfotransferase - Oryza sativa (japonica"	UniRef90_Q6K424	CHR5V7|COORD:2174961..2176040| sulfotransferase family protein	AT5G07010.1	CHR09V5|COORD:4249758..4250917|protein flavonol 4-sulfotransferase, putative, expressed	LOC_Os09g08190.1	no descriptionmoderately similar to ( 245)AT5G07010| Symbols:  | sulfotransferase family protein | chr5:2174961-2176040 REVERSEnot assigned not assigned not assigned Sulfotransfer_1 PRK12323	lipid metabolism.'exotics' (steroids, squalene etc)	11_8

CUST_113601_PI403524517	2	0.23229885	-0.07670021	0.24271393	-0.09174824	-0.43873024	0.07669926	35_32245	Rep: OSJNba0093F12.13 protein - Oryza sativa (Rice)	UniRef90_Q7XNU5	CHR4V7|COORD:7758606..7760888| leucine-rich repeat family protein / extensin family protein	AT4G13340.1	CHR04V5|COORD:29948149..29952818|protein expressed protein	LOC_Os04g50960.1	no descriptionPRK12323 FimV PRK07003	not assigned.unknown	35_2

CUST_110981_PI403524517	2	0.27049255	-0.89887905	-0.41182327	0.30525684	0.11586428	-0.11586475	35_31515	"Cluster: Hypothetical protein OJ1057_B02.12; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1057_B02.12 - Oryza sativa (japonica cultiv"	UniRef90_Q6AUW5	"CHR2V7|COORD:6765899..6767534| UGT73B5 (UDP-glucosyl transferase 73B5); UDP-glycosyltransferase/ transferase, transferring glycosyl groups"	AT2G15480.1	CHR05V5|COORD:24532939..24534404|protein UDP-glucose flavonoid-O-glucosyltransferase, putative, expressed	LOC_Os05g42070.1	no descriptionnot assigned not assigned	not assigned.unknown	35_2

CUST_31519_PI403524517	2	0.0134391785	0.389791	0.3668685	-0.032427788	-0.36517954	-0.0134391785	35_9098	"Cluster: Hypothetical protein OJ1012B02.5; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1012B02.5 - Oryza sativa (japonica cultivar-g"	UniRef90_Q84QB6	0	0	CHR03V5|COORD:8693704..8691685|protein nucleic acid binding protein, putative, expressed	LOC_Os03g15790.1	no description	not assigned.unknown	35_2

CUST_49974_PI403524517	2	0.4410534	-2.120555	-0.3778162	0.67956257	0.3778162	-0.8163872	35_14265	"Cluster: Chlorophyll a/b-binding protein precursor; n=2; Hordeum vulgare|Rep: Chlorophyll a/b-binding protein precursor - Hordeum vulgare (Barley)"	UniRef90_Q9LKC7	"CHR3V7|COORD:17504607..17505758| LHCA4 (Photosystem I light harvesting complex gene 4); chlorophyll binding"	AT3G47470.1	CHR08V5|COORD:21039838..21038387|protein chlorophyll a-b binding protein 4, chloroplast precursor, putative, expressed	LOC_Os08g33820.1	" no descriptionmoderately similar to ( 365)AT3G47470| Symbols: CAB4, LHCA4 | LHCA4 (Photosystem I light harvesting complex gene 4); chlorophyll binding | chr3:17504607-17505758 REVERSEmoderately similar to ( 218)CB12_PETHYChlorophyll a-b binding protein, chloroplast precursor - Petunia hybrida (Petunia)not assigned not assigned not assigned not assigned Chloroa_b-bind PRK07764 "	PS.lightreaction.photosystem II.LHC-II	1_1_1_1

CUST_7979_PI403524517	2	-0.07269764	-0.10755253	0.10170078	0.017315865	-0.017315865	0.2811737	35_2222	"Cluster: Hypothetical protein OJ1414_E05.5; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1414_E05.5 - Oryza sativa (japonica cultivar"	UniRef90_Q8S0T6	"CHR1V7|COORD:10503395..10505978| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G34510.1); similar to unknown [Ricinus communis] (GB:CAB02653.1);"	AT1G29980.1	CHR01V5|COORD:32075997..32080222|protein expressed protein	LOC_Os01g55190.1	"no descriptionhighly similar to ( 502)AT1G29980| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G34510.1); similar to unknown [Ricinus communis] (GB:CAB02653.1); similar to Os01g0756600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001044289.1); similar to Os01g0531400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001043243.1); contains InterPro domain Galactose-binding like; (InterPro:IPR008979); contains InterPro domain Protein of unknown function DUF642; (InterPro:IPR006946) | chr1:10503395-10505978 REVERSEDUF642"	not assigned.unknown	35_2

CUST_55187_PI403524517	2	0.20135403	0.56259155	-0.10805225	0.08585358	-0.15015507	-0.08585262	35_15710	Rep: Thioredoxin domain 2 - Medicago truncatula (Barrel medic)	UniRef90_Q1S8R6	"CHR5V7|COORD:2666044..2666937| YLS8 (yellow-leaf-specific gene 8); catalytic"	AT5G08290.1	CHR07V5|COORD:5509095..5506351|protein mitosis protein dim1, putative, expressed	LOC_Os07g10256.1	"no descriptionmoderately similar to ( 287)AT5G08290| Symbols: YLS8 | YLS8 (yellow-leaf-specific gene 8); catalytic | chr5:2666044-2666937 FORWARDnot assigned DIM1 DIM1 DLP"	not assigned.no ontology	35_1

CUST_126400_PI403524517	2	0.04809141	0.044139385	-0.3436718	0.04397726	-0.246984	-0.043977737	35_35578	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_17933_PI404877155	2	-0.069438934	-0.49183178	0.10091019	-0.022580147	0.022580147	0.022871971	HVSMEa0011L19r2_x_at	putative transketolase [Oryza sativa (japonica cultivar-group)] gb|AAO33154.1| putative transketolase [Oryza sativa (japonica cultivar-group	BAB19388.1	transketolase, putative	At2g45290.1	protein transketolase	Os06g04270	putative transketolase	PS.calvin cyle.transketolase	1_03_08

CUST_81228_PI403524517	2	0.138412	0.24271154	-0.13852787	-0.20779324	-0.138412	0.16476774	35_23301	"Cluster: Endosperm specific protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Endosperm specific protein-like - Oryza sativa (japonica cultivar-gro"	UniRef90_Q67W76	CHR2V7|COORD:10400099..10400941| fasciclin-like arabinogalactan family protein	AT2G24450.1	CHR06V5|COORD:26957614..26956539|protein fasciclin-like arabinogalactan protein 8 precursor, putative, expressed	LOC_Os06g44660.1	no descriptionvery weakly similar to (65.9)AT3G60900| Symbols: FLA10 | FLA10 (fasciclin-like arabinogalactan-protein 10) | chr3:22510548-22511816 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07003 PRK12323 PRK07764 Tymo_45kd_70kd Herpes_BLLF1 AF-4 APC_basic Atrophin-1 HPC2 TT_ORF1 Pneumo_att_G DUF566 PRK12678 FAP Drf_FH1 PRK05648 PRK08853 DUF1421 PRK09169 DUF1509 Extensin_2 IER	cell wall.cell wall proteins.AGPs	10_5_1

CUST_154433_PI403524517	2	-0.021132946	0.25884056	0.02113247	0.13658714	-0.22080469	-0.093975544	35_43155	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_100899_PI403524517	2	0.2110939	0.15136433	0.006538391	-0.006538391	-0.3385496	-0.018137932	35_28795	"Cluster: Putative retrotransposon protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative retrotransposon protein - Oryza sativa (japonica cultivar-g"	UniRef90_Q852D8	"CHR5V7|COORD:21174538..21175805| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G40680.1); similar to putative AP endonuclease/reverse"	AT5G52065.1	CHR03V5|COORD:35666801..35668212|protein retrotransposon protein, putative, LINE subclass, expressed	LOC_Os03g63230.1	"no descriptionvery weakly similar to (82.8)AT5G52065| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G40680.1); similar to putative AP endonuclease/reverse transcriptase [Brassica napus] (GB:AAM82604.1); contains domain NON-LTR RETROELEMENT REVERSE TRANSCRIPTASE RELATED (PTHR19446:SF34); contains domain REVERSE TRANSCRIPTASES (PTHR19446) | chr5:21174538-21175805 REVERSE"	not assigned.unknown	35_2

CUST_47312_PI403524517	2	0.06659889	0.5692072	-0.026281357	-0.2501192	0.02628231	-0.07253075	35_13544	"Cluster: Hypothetical protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QP17	0	0	CHR12V5|COORD:21976965..21978745|protein conserved hypothetical protein	LOC_Os12g36000.1	no description	not assigned.unknown	35_2

CUST_18924_PI403524517	2	0.0406456	-0.6137581	-0.016487122	0.016488075	0.31373596	-0.15384483	35_5482	"Cluster: DEAD/DEAH box helicase, putative; n=4; Oryza sativa (japonica cultivar-group)|Rep: DEAD/DEAH box helicase, putative - Oryza sativa (japonica cultivar-g"	UniRef90_Q53RP3	CHR4|COORD:274257..278677| DEAD/DEAH box helicase, putative, similar to ATP-dependent RNA helicases	AT4G00660.1	CHR10V5|COORD:18912323..18906756|protein ATP-dependent RNA helicase dhh1, putative, expressed	LOC_Os10g35990.2	 no descriptionmoderately similar to ( 373)AT4G00660| Symbols:  | DEAD/DEAH box helicase, putative | chr4:274638-277438 FORWARDweakly similar to ( 146)IF4A3_NICPLEukaryotic initiation factor 4A-3 - Nicotiana plumbaginifolia (Leadwort-leaved tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DEADc SrmB PRK11776 DEAD PRK10590 PRK11634 PRK11192 DEXDc PRK01297 PRK04837 DEXDc PRK04537 COG1204 Lhr DEXHc 	DNA.synthesis/chromatin structure	28_1

CUST_33962_PI399408534	2	-0.20611763	-0.04228306	0.13913918	0.06651783	0.042282104	-0.16103935	35_9731	"Cluster: Leucine Rich Repeat family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Leucine Rich Repeat family protein, expressed - Oryza s"	UniRef90_Q337M0	CHR4V7|COORD:5637464..5640493| leucine-rich repeat family protein / protein kinase family protein	AT4G08850.2	CHR10V5|COORD:16982871..16988532|protein receptor-like protein kinase precursor, putative, expressed	LOC_Os10g33040.1	no descriptionweakly similar to ( 191)AT4G08850| Symbols:  | leucine-rich repeat family protein / protein kinase family protein | chr4:5637464-5640493 REVERSEweakly similar to ( 147)RPK1_IPONIReceptor-like protein kinase precursor - Ipomoea nil (Japanese morning glory) (Pharbitis nil)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc Pkinase S_TKc Pkinase_Tyr TyrKc PTKc SPS1 PTKc_Trk PTKc_Jak_rpt2 PTKc_Csk_like PTKc_EphR PTKc_Srm_Brk PTKc_Jak2_Jak3_rpt2 PTKc_Src_like PTKc_Tec_like PTKc_Fes_like PTKc_TrkB PTKc_Tec_Rlk PTKc_Ror PTKc_TrkA PTKc_Ack_like PTKc_Tyk2_rpt2 PTKc_DDR PTKc_Itk PTKc_Syk_like PTKc_Csk PTKc_EphR_A2 PTKc_Frk_like PTKc_TrkC PTKc_Chk PTKc_EphR_B PTKc_PDGFR PTKc_FAK PTKc_EGFR_like PTKc_EphR_A PTKc_InsR_like PTKc_Fes PTKc_Musk PTKc_Btk_Bmx PTKc_Src PTKc_EphR_A10 PTKc_Lck_Blk PTKc_Jak1_rpt2 PTKc_Hck PTK_CCK4 PTKc_DDR_like PTKc_FGFR PTKc_Fer PTKc_Abl PTKc_Aatyk PTKc_Fyn_Yrk PTKc_Lyn PTK_HER3 PTKc_Tie2 PTKc_ALK_LTK PTKc_Yes PTKc_IGF-1R PTK_Jak_rpt1 PTKc_Aatyk1_Aatyk3 PTKc_Syk PTKc_RET PTKc_DDR2 PTKc_DDR1 PTKc_FGFR4 PTKc_Tie1 PTKc_c-ros PTKc_Tie PTKc_FGFR2 PTK_Tyk2_rpt1	signalling.receptor kinases.DUF 26	30_2_17

CUST_20949_PI403524517	2	-0.06075096	0.17443275	0.0014247894	0.023878098	-0.0014257431	-0.31181192	35_6081	"Cluster: Hypothetical protein OJ1217B09.21; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1217B09.21 - Oryza sativa (japonica cultivar"	UniRef90_Q8H7M5	"CHR1V7|COORD:12685295..12687413| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G51150.1); similar to Os03g0190900 [Oryza sativa (japonica"	AT1G34630.1	CHR03V5|COORD:4703179..4699765|protein expressed protein	LOC_Os03g09090.1	"no descriptionmoderately similar to ( 329)AT1G34630| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G51150.1); similar to Os03g0190900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001049229.1); similar to Acyl-CoA-binding protein (ISS) [Ostreococcus tauri] (GB:CAL54448.1) | chr1:12685295-12687413 FORWARDnot assigned"	not assigned.unknown	35_2

CUST_10396_PI399408534	2	0.23314095	-0.06917	-0.10820675	0.052347183	-0.017228127	0.01722908	35_11398	"Cluster: Putative leucine-rich repeat/receptor protein kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative leucine-rich repeat/receptor protein ki"	UniRef90_Q6Z3S1	CHR3V7|COORD:21430755..21433297| leucine-rich repeat transmembrane protein kinase, putative	AT3G57830.1	CHR08V5|COORD:24927900..24930560|protein ATP binding protein, putative, expressed	LOC_Os08g39590.1	 no descriptionvery weakly similar to (70.5)AT3G57830| Symbols:  | leucine-rich repeat transmembrane protein kinase, putative | chr3:21430755-21433297 FORWARD	signalling.receptor kinases.leucine rich repeat III	30_2_3

CUST_103773_PI403524517	2	0.11389017	-2.8394895	-0.113889694	1.444869	0.45688057	-1.0002422	35_29586	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_156937_PI403524517	2	0.12990665	-0.2541399	0.10869503	0.12419224	-0.1163044	-0.10869455	35_43830	"Cluster: Putative CRS2-associated factor 2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative CRS2-associated factor 2 - Oryza sativa (japonica cultivar"	UniRef90_Q657G7	CHR1V7|COORD:8312188..8314729| ATCAF2/CAF2 (ARABIDOPSIS THALIANA HOMOLOG OF MAIZE CAF2)	AT1G23400.1	CHR01V5|COORD:12326941..12333707|protein CRS2-associated factor 2, putative, expressed	LOC_Os01g21990.1	 no descriptionvery weakly similar to (95.5)AT1G23400| Symbols: CAF2, ATCAF2 | ATCAF2/CAF2 (ARABIDOPSIS THALIANA HOMOLOG OF MAIZE CAF2) | chr1:8312188-8314729 REVERSE	not assigned.unknown	35_2

CUST_52336_PI403524517	2	0.07041073	-0.16993237	0.0077667236	-0.0077667236	0.08156204	-0.29636765	35_14912	"Cluster: Ribosomal protein L10A; n=1; Triticum aestivum|Rep: Ribosomal protein L10A - Triticum aestivum (Wheat)"	UniRef90_Q5I7L3	CHR2|COORD:11770332..11771821| 60S ribosomal protein L10A (RPL10aB)	AT2G27530.2	CHR08V5|COORD:27830357..27832900|protein 60S ribosomal protein L10a-1, putative, expressed	LOC_Os08g44450.2	no descriptionweakly similar to ( 158)AT2G27530| Symbols:  | 60S ribosomal protein L10A (RPL10aB) | chr2:11770520-11771647 REVERSEweakly similar to ( 114)RL10A_CHLRE60S ribosomal protein L10a - Chlamydomonas reinhardtiinot assigned not assigned RplA Ribosomal_L1 rplJ rpl1P RplJ	protein.synthesis.misc ribososomal protein	29_2_2

CUST_20403_PI403524517	2	0.016755104	-0.4057722	-0.072405815	0.047843933	-0.001783371	0.0017824173	35_5914	"Cluster: Monothiol glutaredoxin-S12, chloroplast precursor; n=1; Oryza sativa|Rep: Monothiol glutaredoxin-S12, chloroplast precursor - Oryza sativa (Rice)"	UniRef90_Q2QX01	"CHR2V7|COORD:16038425..16040132| CXIP2 (CAX-INTERACTING PROTEIN 2); electron carrier/ protein disulfide oxidoreductase"	AT2G38270.1	CHR12V5|COORD:3852388..3848321|protein OsGrx_S16 - glutaredoxin subgroup II, expressed	LOC_Os12g07650.1	"no descriptionmoderately similar to ( 306)AT2G38270| Symbols: CXIP2 | CXIP2 (CAX-INTERACTING PROTEIN 2); electron carrier/ protein disulfide oxidoreductase | chr2:16038425-16040132 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned GRX_PICOT_like COG0278 PRK10824 GRX_family Glutaredoxin GRX_GRXh_1_2_like GRX_GRX_like PRK12323 GrxC Atrophin-1 Tymo_45kd_70kd Extensin_2 DUF1421 GRASP55_65"	redox.glutaredoxins	21_4

CUST_121066_PI403524517	2	0.08796883	0.24378014	0.0021543503	-0.038518906	-0.002155304	-0.032396317	35_34204	"Cluster: Putative ribosomal protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ribosomal protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8LNG5	CHR1V7|COORD:2215319..2216667| 30S ribosomal protein S18 family	AT1G07210.1	CHR10V5|COORD:18754688..18758059|protein ribosomal protein S18 containing protein, expressed	LOC_Os10g35690.1	no descriptionvery weakly similar to (59.3)AT1G07210| Symbols:  | 30S ribosomal protein S18 family | chr1:2215319-2216667 FORWARD	protein.synthesis.misc ribososomal protein	29_2_2

CUST_2301_PI404877155	2	0.11213112	0.5354605	0.10639763	-0.17250824	-0.2413826	-0.10639858	Contig12668_s_at	OSJNBb0021I10.1 [Oryza sativa (japonica cultivar-group)] emb|CAE03196.2| OSJNBb0060M15.8 [Oryza sativa (japonica cultivar-group)]	CAD39379.2	E2F transcription factor-3 (E2F3)	At2g36010.2	protein transposon protein, putative, CACTA, En/Spm sub-class	Os04g02140	NONE	RNA.regulation of transcription.E2F/DP transcription factor family	27_3_18

CUST_35803_PI403524517	2	0.12910843	0.12171888	-0.03826952	-0.22317791	0.03826952	-0.06373739	35_10324	"Cluster: Os07g0102300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0102300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D977	CHR1|COORD:22885880..22888718| expressed protein, contains similarity to glutamic acid/alanine-rich protein GI:6707830 from (Trypanosoma congolense)	AT1G61900.2	CHR07V5|COORD:141877..132461|protein expressed protein	LOC_Os07g01240.2	"no descriptionweakly similar to ( 125)AT1G61900| Symbols:  | Identical to Uncharacterized GPI-anchored protein At1g61900 precursor [Arabidopsis Thaliana] (GB:Q8GUI4;GB:O80696;GB:Q3ECK6); similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G30700.1); similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE83923.1) | chr1:22886226-22888387 REVERSE"	not assigned.no ontology	35_1

CUST_9363_PI404877155	2	0.09632015	-0.14879513	-0.17481995	0.06896019	0.10196018	-0.068959236	Contig3135_at	nuclear transcription factor SLN1 [Hordeum vulgare]	AAL66734.1	gibberellin response modulator (RGA1) / gibberellin-responsive modulator	At2g01570.1	protein gibberellin-insensitive protein OsGAI	Os03g49990	nuclear transcription factor SLN1/RGA1-like protein, possible involvement in nitrogen metabolism	hormone metabolism.gibberelin.signal transduction	17_6_2

CUST_179853_PI403524517	2	0.15378428	0.1310916	-0.052651405	-0.006971836	0.006971836	-0.066280365	35_50017	"Cluster: Putative cationic amino acid transporter; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative cationic amino acid transporter - Oryza sativa (jap"	UniRef90_Q84ST3	"CHR1V7|COORD:21467850..21471806| CAT2 (CATIONIC AMINO ACID TRANSPORTER 2); amino acid transporter"	AT1G58030.1	CHR03V5|COORD:25464184..25458436|protein high-affinity cationic amino acid transporter 1, putative, expressed	LOC_Os03g45170.1	"no descriptionweakly similar to ( 171)AT1G58030| Symbols: CAT2 | CAT2 (CATIONIC AMINO ACID TRANSPORTER 2); amino acid transporter | chr1:21467850-21471806 REVERSEnot assigned not assigned PotE"	transport.amino acids	34_3

CUST_52342_PI403524517	2	-0.30372953	-0.5643177	-0.008994579	0.53383636	0.008995056	0.1007328	35_14916	Rep: Caffeic acid O-methyltransferase - Triticum aestivum (Wheat)	UniRef90_Q84N28	CHR5V7|COORD:21999301..22001393| ATOMT1 (O-METHYLTRANSFERASE 1)	AT5G54160.1	CHR08V5|COORD:3334615..3331407|protein quercetin 3-O-methyltransferase 1, putative, expressed	LOC_Os08g06100.1	 no descriptionweakly similar to ( 173)AT5G54160| Symbols: OMT1, ATOMT1 | ATOMT1 (O-METHYLTRANSFERASE 1) | chr5:21999301-22001393 FORWARDmoderately similar to ( 242)COMT1_SACOFCaffeic acid 3-O-methyltransferase - Saccharum officinarum (Sugarcane)not assigned Methyltransf_2 	secondary metabolism.phenylpropanoids.lignin biosynthesis.COMT	16_2_1_9

CUST_74789_PI403524517	2	0.06312561	0.2572193	0.04168892	-0.04168892	-0.19985008	-0.102778435	35_21445	"Cluster: Proteophosphoglycan ppg4; n=1; Leishmania major strain Friedlin|Rep: Proteophosphoglycan ppg4 - Leishmania major strain Friedlin"	UniRef90_Q4FX63	CHR2V7|COORD:18571231..18574707| structural constituent of nuclear pore	AT2G45000.1	0	0	no descriptionnot assigned	not assigned.unknown	35_2

CUST_34947_PI403524517	2	0.06859112	0.42021847	-0.035518646	-0.054380417	-0.034443855	0.034443855	35_10072	"Cluster: Hypothetical protein P0434D08.22-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0434D08.22-1 - Oryza sativa (japonica cultiv"	UniRef90_Q5NBD4	CHR3V7|COORD:23044567..23047628| zinc finger (C2H2 type) family protein	AT3G62240.1	CHR01V5|COORD:8294388..8299209|protein nucleic acid binding protein, putative, expressed	LOC_Os01g14840.1	no descriptionweakly similar to ( 118)AT3G62240| Symbols:  | zinc finger (C2H2 type) family protein | chr3:23044567-23047628 REVERSEnot assigned	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_165358_PI403524517	2	0.31500292	-0.039693356	0.039693356	0.07783365	-0.5695648	-0.53586864	35_46081	"Cluster: F-box domain containing protein, expressed; n=3; Oryza sativa|Rep: F-box domain containing protein, expressed - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XH18	CHR1V7|COORD:9039777..9042860| protein kinase	AT1G26150.1	CHR10V5|COORD:2230121..2227150|protein F-box domain containing protein, expressed	LOC_Os10g04700.2	no descriptionnot assigned not assigned not assigned	not assigned.unknown	35_2

CUST_160555_PI403524517	2	0.039640427	-0.44167995	-0.13215733	0.05762291	-0.001534462	0.0015335083	35_44803	"Cluster: Putative Importin 9; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Importin 9 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5VN12	CHR1V7|COORD:9047526..9054425| importin beta-2 subunit family protein	AT1G26170.1	CHR06V5|COORD:9279990..9266069|protein expressed protein	LOC_Os06g16280.1	no descriptionvery weakly similar to (59.3)AT1G26170| Symbols:  | importin beta-2 subunit family protein | chr1:9047526-9054425 REVERSE	protein.targeting.nucleus	29_3_1

CUST_109655_PI403524517	2	0.05390358	-0.017000198	-0.13820267	0.102846146	-0.13008308	0.017001152	35_31163	"Cluster: Putative glycerol 3-phosphate permease; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative glycerol 3-phosphate permease - Oryza sativa (japonic"	UniRef90_Q8H607	CHR2V7|COORD:5397288..5398846| glycerol-3-phosphate transporter, putative / glycerol 3-phosphate permease, putative	AT2G13100.1	CHR06V5|COORD:3963777..3961447|protein sugar porter/ transporter, putative, expressed	LOC_Os06g08170.1	 no descriptionweakly similar to ( 123)AT2G13100| Symbols:  | glycerol-3-phosphate transporter, putative / glycerol 3-phosphate permease, putative | chr2:5397288-5398846 FORWARDnot assigned 	transporter.membrane system unknown	34_98

CUST_77470_PI403524517	2	0.1649437	-0.27043056	-0.037083626	-0.022583961	0.022583961	0.07180786	35_22203	"Cluster: Gt-2-related-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Gt-2-related-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q67UM4	CHR2V7|COORD:14217256..14218563| gt-2-related	AT2G33550.1	CHR02V5|COORD:18655968..18652159|protein conserved hypothetical protein	LOC_Os02g31160.1	no descriptionvery weakly similar to (85.1)AT2G33550| Symbols:  | gt-2-related | chr2:14217256-14218563 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Tymo_45kd_70kd Extensin_2 PRK12323 Atrophin-1 Drf_FH1 DUF1421	not assigned.no ontology	35_1

CUST_84869_PI403524517	2	0.04204607	-0.19965506	0.035670757	-0.009167194	0.009167671	-0.1130414	35_24318	"Cluster: Putative thaumatin-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative thaumatin-like protein - Oryza sativa (japonica cultivar-gro"	UniRef90_Q69JY6	CHR4V7|COORD:18066442..18067786| thaumatin, putative	AT4G38660.2	CHR08V5|COORD:27386619..27388360|protein thaumatin-like protein 1 precursor, putative, expressed	LOC_Os08g43510.1	 no descriptionweakly similar to ( 141)AT4G38660| Symbols:  | thaumatin, putative | chr4:18066442-18067786 REVERSEweakly similar to ( 122)TP1A_MALDOThaumatin-like protein 1a precursor - Malus domestica (Apple) (Malus sylvestris)THN Thaumatin 	stress.biotic	20_1

CUST_14993_PI399408534	2	-0.109537125	-0.6125946	0.05859661	-0.0068330765	0.0068330765	0.020171165	35_1691	"Cluster: Putative calcium-dependent protein kinase; n=2; BEP clade|Rep: Putative calcium-dependent protein kinase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5ZE73	"CHR4V7|COORD:12324977..12327425| CDPK6 (CALCIUM-DEPENDENT PROTEIN KINASE 6); anion channel/ calcium- and calmodulin-dependent protein kinase/ kinase"	AT4G23650.1	CHR01V5|COORD:25165972..25170466|protein calcium-dependent protein kinase, isoform 2, putative, expressed	LOC_Os01g43410.1	" no descriptionhighly similar to ( 784)AT4G23650| Symbols: CPK3, CDPK6 | CDPK6 (CALCIUM-DEPENDENT PROTEIN KINASE 6); anion channel/ calcium- and calmodulin-dependent protein kinase/ kinase | chr4:12324977-12327425 REVERSEhighly similar to ( 663)CDPK2_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase SPS1 FRQ1 Pkinase_Tyr TyrKc PTKc PTKc_Tec_like PTKc_Jak_rpt2 PTKc_Itk PTKc_Ack_like PTKc_Tec_Rlk EFh PTKc_FAK PTKc_Btk_Bmx PTKc_Csk_like PTKc_PDGFR PTKc_Trk PTKc_Ror PTKc_Tyk2_rpt2 PTKc_FGFR PTKc_Syk_like PTKc_Jak2_Jak3_rpt2 PTKc_ALK_LTK PTKc_EphR_A PTKc_FGFR3 PTKc_EphR PTKc_Chk PTKc_Jak1_rpt2 PTKc_Fes_like PTKc_EphR_B PTKc_Srm_Brk PTKc_c-ros PTK_CCK4 PTKc_Fes PTKc_EphR_A2 PTKc_Tie2 PTKc_Abl PTKc_InsR_like PTKc_FGFR1 PTKc_Src_like PTKc_TrkC PTKc_Frk_like PTKc_Csk PTKc_Tie1 PTKc_FGFR2 PTKc_Fer PTKc_FGFR4 PTKc_Musk PTKc_Zap-70 PTKc_TrkA PTKc_Tie PTKc_TrkB PTKc_CSF-1R PTKc_Tyro3 PTKc_Fyn_Yrk PTKc_Syk KIND PTKc_IGF-1R "	signalling.calcium	30_3

CUST_24071_PI403524517	2	0.40643263	0.10008192	-0.059227943	-0.12023497	-0.44080925	0.05922842	35_6992	"Cluster: Os07g0163800 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os07g0163800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D8F5	"CHR5V7|COORD:2019546..2027835| UBP12 (UBIQUITIN-SPECIFIC PROTEASE 12); ubiquitin-specific protease"	AT5G06600.1	CHR07V5|COORD:3410019..3422806|protein ubiquitin carboxyl-terminal hydrolase 7, putative, expressed	LOC_Os07g06950.1	"no descriptionmoderately similar to ( 493)AT5G06600| Symbols: UBP12 | UBP12 (UBIQUITIN-SPECIFIC PROTEASE 12); ubiquitin-specific protease | chr5:2019546-2027835 REVERSEnot assigned not assigned not assigned not assigned COG5077 peptidase_C19C MATH MATH_Ubp21p UCH MATH_HAUSP MATH Peptidase_C19L MATH UBP12 MATH_TRIM37 Peptidase_C19A Peptidase_C19D Peptidase_C19O"	not assigned.no ontology	35_1

CUST_59072_PI403524517	2	-0.011676788	-0.22630882	0.0332222	0.06325531	-0.023490906	0.011677742	35_16848	"Cluster: Putative heterogeneous nuclear ribonucleoprotein A1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative heterogeneous nuclear ribonucleoprotein"	UniRef90_Q84ZR9	0	0	CHR07V5|COORD:23702460..23707234|protein RNA-binding protein, putative, expressed	LOC_Os07g39560.3	no description	not assigned.unknown	35_2

CUST_117832_PI403524517	2	0.07360172	0.06903744	-0.033083916	-0.08855343	-0.09606838	0.033083916	35_33379	"Cluster: Putative Ligatin; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Ligatin - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6YVX8	CHR1V7|COORD:26892187..26894871| eukaryotic translation initiation factor SUI1 family protein	AT1G71350.1	CHR02V5|COORD:21116265..21109486|protein ligatin, putative, expressed	LOC_Os02g35160.1	no descriptionvery weakly similar to (78.6)AT1G71350| Symbols:  | eukaryotic translation initiation factor SUI1 family protein | chr1:26892187-26894871 REVERSEnot assigned	protein.synthesis.initiation	29_2_3

CUST_5044_PI404877155	2	-0.046113014	0.38533497	0.013781548	-0.039922714	-0.013782501	0.11329174	Contig16462_at	HAC13 protein (HAC13) [Arabidopsis thaliana] gb|AAM34782.1| HAF1 [Arabidopsis thaliana]	NP_174552.1	HAC13 protein (HAC13)	At1g32750.1	protein Transposable element protein, putative	Os06g43790	NONE	RNA.regulation of transcription.Histone acetyltransferases	27_3_54

CUST_85360_PI403524517	2	0.31731415	0.027977943	-0.4873705	-0.10832119	0.770875	-0.027977943	35_24451	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53PI7	0	0	CHR11V5|COORD:3830720..3829955|protein expressed protein	LOC_Os11g07580.1	no description	not assigned.unknown	35_2

CUST_26733_PI399408534	2	-0.020798683	0.17869186	0.016884804	-0.01688385	-0.16050339	0.0559206	35_17366	"Cluster: NAC2 protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: NAC2 protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7EZD3	CHR1V7|COORD:11975498..11978473| ANAC014	AT1G33060.2	CHR08V5|COORD:3387106..3382673|protein ANAC014, putative, expressed	LOC_Os08g06140.3	no descriptionmoderately similar to ( 230)AT1G33060| Symbols: ANAC014 | ANAC014 | chr1:11975498-11978473 REVERSEweakly similar to ( 182)NAC74_ORYSAnot assigned NAM	RNA.regulation of transcription.NAC domain transcription factor family	27_3_27

CUST_119485_PI403524517	2	-0.15540409	0.071290016	-0.050491333	0.07829952	-0.10998154	0.050492287	35_33807	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_41965_PI403524517	2	-0.07721901	0.14927197	0.006608963	-0.006608963	-0.10589886	0.019918442	35_12063	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_61361_PI403524517	2	-0.0046691895	0.9733467	0.103816986	-0.073441505	-0.17186546	0.004670143	35_17512	Rep: H0801D08.4 protein - Oryza sativa (Rice)	UniRef90_Q259E5	"CHR3V7|COORD:5226496..5227673| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G52910.1); similar to fiber protein Fb34 [Gossypium barbadense]"	AT3G15480.1	CHR04V5|COORD:34420342..34425545|protein fiber protein Fb34, putative, expressed	LOC_Os04g58160.2	"no descriptionweakly similar to ( 108)AT3G15480| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G52910.1); similar to fiber protein Fb34 [Gossypium barbadense] (GB:AAR07596.1); contains InterPro domain Protein of unknown function DUF1218; (InterPro:IPR009606) | chr3:5226496-5227673 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF1218 PRK07003 DUF1777 PRK12323 TT_ORF1 SerH PRK12678"	not assigned.unknown	35_2

CUST_35268_PI403524517	2	0.17162895	-0.4641981	-0.11706638	0.11706638	-0.39481068	0.14426422	35_10167	Rep: Ca2+ binding protein cbp1 - Triticum aestivum (Wheat)	UniRef90_Q0IKM2	0	0	CHR02V5|COORD:23869012..23860526|protein calcium-binding mitochondrial protein Anon-60Da, putative, expressed	LOC_Os02g39550.3	no description	not assigned.unknown	35_2

CUST_32509_PI403524517	2	-0.026996613	0.026997566	-0.114873886	0.13620758	-0.118151665	0.04465103	35_9373	"Cluster: Putative C3H2C3 RING-finger protein; n=1; Triticum turgidum subsp. durum|Rep: Putative C3H2C3 RING-finger protein - Triticum turgidum subsp. durum (dur"	UniRef90_Q6S5C6	CHR4V7|COORD:18229631..18231276| protein binding / zinc ion binding	AT4G39140.4	CHR01V5|COORD:8783314..8789188|protein C3H2C3 RING-finger protein, putative, expressed	LOC_Os01g15630.2	no descriptionweakly similar to ( 102)AT4G39140| Symbols:  | protein binding / zinc ion binding | chr4:18229631-18231276 REVERSE	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_68914_PI403524517	2	0.12408829	-0.59764767	-0.06042099	0.0032749176	-0.0032749176	0.026491165	35_19717	Rep: Replication protein A2 - Oryza sativa (Rice)	UniRef90_Q9FY12	"CHR2V7|COORD:10405731..10407496| ATRPA2/ROR1/RPA2 (REPLICON PROTEIN A); protein binding"	AT2G24490.1	CHR02V5|COORD:35636693..35633876|protein replication protein A 32 kDa subunit, putative, expressed	LOC_Os02g58220.1	" no descriptionweakly similar to ( 171)AT2G24490| Symbols: RPA2, ATRPA2, ROR1 | ATRPA2/ROR1/RPA2 (REPLICON PROTEIN A); protein binding | chr2:10405731-10407496 REVERSEnot assigned not assigned RFA2 RPA2_DBD_D RPA_C "	DNA.repair	28_2

CUST_64344_PI403524517	2	-0.04796505	0.25638008	0.007369995	-0.0073690414	0.053412437	-0.052083015	35_18369	"Cluster: Hypothetical protein OSJNBa0079B15.24; n=3; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0079B15.24 - Oryza sativa (japonica"	UniRef90_Q7Y0C7	CHR1V7|COORD:17345522..17347058| similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE81232.1)	AT1G47310.1	CHR03V5|COORD:31619883..31620765|protein expressed protein	LOC_Os03g55630.1	no descriptionweakly similar to ( 113)AT1G47310| Symbols:  | similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE81232.1) | chr1:17345522-17347058 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned APC_basic HPC2 PRK07003 Atrophin-1 PRK12323 DUF1421 Extensin_2 PRK12678 Herpes_BLLF1 TT_ORF1 infB PRK07764 DUF566 Tymo_45kd_70kd AF-4 Drf_FH1 Gag_spuma DUF1777 GRASP55_65 TonB Protamine_P1 PRK09169 DUF1509 Rubella_Capsid PRK11901 Pneumo_att_G Transformer PRK10819	not assigned.unknown	35_2

CUST_47720_PI403524517	2	-0.09783268	0.22617245	-0.0034227371	0.0034227371	-0.187109	0.010617256	35_13653	"Cluster: Ubiquitin-like protein; n=1; Phaseolus vulgaris|Rep: Ubiquitin-like protein - Phaseolus vulgaris (Kidney bean) (French bean)"	UniRef90_P93501	"CHR5V7|COORD:6973317..6974465| UBQ4 (ubiquitin 4); protein binding"	AT5G20620.1	CHR06V5|COORD:28400733..28403579|protein polyubiquitin containing 7 ubiquitin monomers, putative, expressed	LOC_Os06g46770.3	"no descriptionhighly similar to ( 569)AT5G03240| Symbols: UBQ3 | UBQ3 (POLYUBIQUITIN 3); protein binding | chr5:771975-772895 REVERSEweakly similar to ( 150)UBIQ_WHEATUbiquitin - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Ubiquitin ubiquitin UBQ Nedd8 UBL AN1_N RAD23_N Scythe_N UBQ parkin_N Fubi GDX_N SF3a120_C NIRF_N ISG15_repeat2 Tymo_45kd_70kd UBI4 hPLIC_N"	protein.degradation.ubiquitin.ubiquitin	29_5_11_1

CUST_160577_PI403524517	2	0.21947718	-0.1365881	0.061133385	0.17045784	-0.06113386	-0.14832544	35_44808	"Cluster: Lipase-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Lipase-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ZLH2	"CHR3V7|COORD:6780768..6782639| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G49840.1); similar to Protein of unknown function DUF620 [Medicago"	AT3G19540.1	CHR07V5|COORD:24088031..24085625|protein expressed protein	LOC_Os07g40150.1	"no descriptionvery weakly similar to (51.6)AT1G49840| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G19540.1); similar to Protein of unknown function DUF620 [Medicago truncatula] (GB:ABD33276.1); contains InterPro domain Protein of unknown function DUF620; (InterPro:IPR006873) | chr1:18455911-18457825 FORWARD"	not assigned.unknown	35_2

CUST_151974_PI403524517	2	0.3407669	0.42867804	-0.012476444	0.012475967	-0.5738201	-0.07212162	35_42485	Rep: OSIGBa0131F24.1 protein - Oryza sativa (Rice)	UniRef90_Q01MG8	CHR1V7|COORD:5878486..5879864| integral membrane family protein	AT1G17200.1	CHR04V5|COORD:12002197..12004847|protein salicylic acid-induced fragment 1 protein, putative, expressed	LOC_Os04g21320.1	no descriptionweakly similar to ( 144)AT1G17200| Symbols:  | integral membrane family protein | chr1:5878486-5879864 FORWARDDUF588	not assigned.no ontology	35_1

CUST_178356_PI403524517	2	-0.38355398	-0.69404936	0.018511295	0.06652689	0.10435295	-0.018511772	35_49600	"Cluster: Hypothetical protein P0627E03.35; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0627E03.35 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6Z682	"CHR5V7|COORD:3241667..3242128| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G37810.1); similar to 80A08_28 [Brassica rapa subsp. pekinensis]"	AT5G10310.1	CHR02V5|COORD:31809740..31808470|protein expressed protein	LOC_Os02g51950.1	"no descriptionvery weakly similar to (60.1)AT5G10310| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G37810.1); similar to 80A08_28 [Brassica rapa subsp. pekinensis] (GB:AAZ67613.1) | chr5:3241667-3242128 REVERSE"	not assigned.unknown	35_2

CUST_76826_PI403524517	2	0.08467388	0.084150314	-0.17716932	-0.048475266	0.048475266	-0.10644913	35_22023	"Cluster: Putative O-acetylserine (Thiol)-lyase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative O-acetylserine (Thiol)-lyase - Oryza sativa (japonica"	UniRef90_Q5N761	"CHR3V7|COORD:878395..880407| CS26 (cysteine synthase 26); cysteine synthase"	AT3G03630.1	CHR01V5|COORD:34977620..34973886|protein cysteine synthase, chloroplast precursor, putative, expressed	LOC_Os01g59920.1	" no descriptionmoderately similar to ( 235)AT3G03630| Symbols: CS26 | CS26 (cysteine synthase 26); cysteine synthase | chr3:878395-880407 REVERSEmoderately similar to ( 235)CYSKP_SOLTUCysteine synthase, chloroplast/chromoplast precursor - Solanum tuberosum (Potato)not assigned not assigned CysK PRK10717 PALP cysM IlvA ThrC PRK06450 "	amino acid metabolism.synthesis.serine-glycine-cysteine group.cysteine.OASTL	13_1_5_3_1

CUST_33119_PI399408534	2	0.46416998	0.45867014	0.061291695	-0.08774185	-0.061291695	-0.28488684	35_28644	"Cluster: Histone-lysine N-methyltransferase SUVR2 (EC 2.1.1.43) (Suppressor of variegation 3-9-related protein 2) (Su(var)3-9-related protein 2); n=3; Arabidops"	UniRef90_Q9FNC7	"CHR5V7|COORD:17715750..17718960| SUVR2; histone-lysine N-methyltransferase/ zinc ion binding"	AT5G43990.3	CHR02V5|COORD:24702116..24711432|protein pre-SET motif family protein, expressed	LOC_Os02g40770.2	"no descriptionvery weakly similar to (57.0)AT5G43990| Symbols: SUVR2 | SUVR2; histone-lysine N-methyltransferase/ zinc ion binding | chr5:17715750-17718960 FORWARD"	RNA.regulation of transcription.SET-domain transcriptional regulator family	27_3_69

CUST_35677_PI403524517	2	0.11606407	-0.5161524	-0.082717896	0.030115128	-0.030114174	0.09009266	35_10289	"Cluster: Putative ATP-dependent DNA helicase recQ; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ATP-dependent DNA helicase recQ - Oryza sativa (jap"	UniRef90_Q7XHW1	0	0	CHR07V5|COORD:28899755..28907004|protein superfamily II DNA helicase, putative, expressed	LOC_Os07g48360.1	no description	not assigned.unknown	35_2

CUST_132639_PI403524517	2	-0.6010246	0.21801472	0.4066267	-0.2180152	0.9868126	-0.3756132	35_37248	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_13224_PI399408534	2	0.015936852	0.13091469	-0.023880959	-0.015936852	-0.030970573	0.099123	35_23230	"Cluster: Helicase associated domain family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Helicase associated domain family protein, expre"	UniRef90_Q2R6C2	CHR1V7|COORD:9715602..9720333| RNA helicase, putative	AT1G27900.1	CHR11V5|COORD:11886409..11902562|protein pre-mRNA-splicing factor ATP-dependent RNA helicase F56D2.6, putative, expressed	LOC_Os11g20554.1	 no descriptionmoderately similar to ( 246)AT1G27900| Symbols:  | RNA helicase, putative | chr1:9715602-9720333 REVERSEnot assigned not assigned not assigned not assigned not assigned DUF1605 HrpA 	RNA.processing.RNA helicase	27_1_2

CUST_55486_PI403524517	2	-0.42256165	0.36895847	0.027332306	-0.027332306	0.03361416	-0.028983116	35_15795	"Cluster: Putative histidine-rich Ca2+-binding protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative histidine-rich Ca2+-binding protein - Oryza sat"	UniRef90_Q9LGP3	CHR2|COORD:81455..83217| expressed protein	AT2G01100.3	CHR01V5|COORD:1167932..1165449|protein sarcoplasmic reticulum histidine-rich calcium-binding protein precursor, putative, expressed	LOC_Os01g03060.3	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12678 DUF1777	not assigned.unknown	35_2

CUST_72629_PI403524517	2	0.15378857	-0.32397747	-0.15954685	0.063531876	-0.063531876	0.065553665	35_20820	"Cluster: Os06g0237400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0237400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DDB0	"CHR1V7|COORD:3461772..3465591| EMB2004 (EMBRYO DEFECTIVE 2004); protein binding"	AT1G10510.1	CHR06V5|COORD:7157823..7147962|protein peroxidase family protein, expressed	LOC_Os06g13050.1	"no descriptionmoderately similar to ( 419)AT1G10510| Symbols: EMB2004 | EMB2004 (EMBRYO DEFECTIVE 2004); protein binding | chr1:3461772-3465591 FORWARDnot assigned not assigned LRR_RI RNA1"	development.unspecified	33_99

CUST_28412_PI399408534	2	0.009853363	0.039212227	0.13800621	-0.11901569	-0.009852409	-0.15655994	35_39098	Rep: Sterol-8,7-isomerase - Zea mays (Maize)	UniRef90_Q2TU57	CHR1V7|COORD:6949151..6950126| HYD1 (Hydra 1)	AT1G20050.1	CHR01V5|COORD:187648..183048|protein 3-beta-hydroxysteroid-delta-isomerase, putative, expressed	LOC_Os01g01369.1	no descriptionweakly similar to ( 164)AT1G20050| Symbols: HYD1 | HYD1 (Hydra 1) | chr1:6949151-6950126 FORWARDmoderately similar to ( 201)EBP_ORYSAnot assigned not assigned EBP	hormone metabolism.brassinosteroid.synthesis-degradation.sterols.HYD1	17_3_1_2_5

CUST_7779_PI403524517	2	0.08087349	0.48316097	-0.011885643	-0.13693619	-0.18117428	0.011884689	35_2166	Rep: OSIGBa0126B18.7 protein - Oryza sativa (Rice)	UniRef90_Q01K11	"CHR3V7|COORD:7835293..7838870| POP2 (POLLEN-PISTIL INCOMPATIBILITY 2); 4-aminobutyrate transaminase"	AT3G22200.1	CHR06V5|COORD:16149734..16156327|protein retrotransposon protein, putative, unclassified	LOC_Os06g28390.1	no descriptionnot assigned not assigned	not assigned.unknown	35_2

CUST_13504_PI399408534	2	0.20335436	0.9413519	0.40138292	-0.3766632	-0.5998559	-0.20335436	35_23203	"Cluster: Putative squamosa promoter binding protein-like 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative squamosa promoter binding protein-like 1 -"	UniRef90_Q9LGU7	"CHR3V7|COORD:22176833..22180387| SPL12 (SQUAMOSA PROMOTER-BINDING PROTEIN-LIKE 12); transcription factor"	AT3G60030.1	CHR01V5|COORD:10646917..10653557|protein squamosa promoter-binding-like protein 12, putative, expressed	LOC_Os01g18850.4	"no descriptionvery weakly similar to (73.2)AT2G47070| Symbols: SPL1 | SPL1 (SQUAMOSA PROMOTER BINDING PROTEIN-LIKE 1); DNA binding / transcription factor | chr2:19344214-19347622 FORWARDvery weakly similar to (65.5)LG1_MAIZEProtein LIGULELESS 1 - Zea mays (Maize)SBP"	RNA.regulation of transcription.SBP,Squamosa promoter binding protein family	27_3_28

CUST_34599_PI403524517	2	0.22066498	-0.25131798	-0.22358322	0.03650856	-0.028203964	0.028203964	35_9976	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QTT0	"CHR5V7|COORD:8455786..8458516| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G22790.1); similar to conserved hypothetical protein [Medicago"	AT5G24690.1	CHR12V5|COORD:10760219..10754000|protein expressed protein	LOC_Os12g18630.1	"no descriptionweakly similar to ( 120)AT5G24690| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G22790.1); similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE84237.1) | chr5:8455786-8458516 REVERSE"	not assigned.unknown	35_2

CUST_76761_PI403524517	2	-0.01829052	-0.010725975	0.064953804	-0.0019922256	0.079589844	0.0019922256	35_22005	"Cluster: Os06g0139700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0139700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DER3	"CHR5V7|COORD:19144501..19145720| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G03710.1); similar to hypothetical protein 26.t00106 [Brassica"	AT5G47090.1	CHR06V5|COORD:2083593..2086401|protein expressed protein	LOC_Os06g04780.1	"no descriptionweakly similar to ( 148)AT5G47090| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G03710.1); similar to hypothetical protein 26.t00106 [Brassica oleracea] (GB:ABD65045.1) | chr5:19144501-19145720 FORWARDnot assigned not assigned"	not assigned.unknown	35_2

CUST_13253_PI404877155	2	-0.0687027	-3.118515E-4	-0.0017271042	3.118515E-4	0.027989388	0.009747505	Contig6951_at	acyl carrier family protein / ACP family protein [Arabidopsis thaliana]	NP_176708.1	acyl carrier family protein / ACP family protein	At1g65290.1	protein acyl carrier protein, putative	Os03g22950	acyl carrier protein family	lipid metabolism.FA synthesis and FA elongation.ACP protein	11_1_12

CUST_18243_PI399408534	2	0.03290367	-0.14011955	-0.06996155	0.09546375	-0.032902718	0.07983971	35_5906	Rep: B0103C08-B0602B01.10 protein - Oryza sativa (Rice)	UniRef90_Q01H93	"CHR1V7|COORD:23628871..23632694| YDA (YODA); kinase"	AT1G63700.1	CHR04V5|COORD:27837844..27830151|protein YDA, putative, expressed	LOC_Os04g47240.3	" no descriptionvery weakly similar to (88.6)AT1G63700| Symbols: MAPKKK4, YDA | YDA (YODA); kinase | chr1:23628871-23632694 REVERSE"	signalling.MAP kinases	30_6

CUST_11465_PI403524517	2	-0.015839577	-0.8536482	0.015839577	0.09206295	-0.06304264	0.13431072	35_3253	"Cluster: Rhamnose biosynthetic enzyme 1, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Rhamnose biosynthetic enzyme 1,"	UniRef90_Q10N92	"CHR1V7|COORD:29555003..29557100| RHM1/ROL1 (RHAMNOSE BIOSYNTHESIS1); UDP-glucose 4,6-dehydratase/ catalytic"	AT1G78570.1	CHR03V5|COORD:9424485..9427754|protein RHM1, putative, expressed	LOC_Os03g17000.3	" no descriptionhighly similar to ( 749)AT1G78570| Symbols: RHM1, ROL1 | RHM1/ROL1 (RHAMNOSE BIOSYNTHESIS1); UDP-glucose 4,6-dehydratase/ catalytic | chr1:29555003-29557100 FORWARDvery weakly similar to (55.5)FCL1_ORYSAnot assigned not assigned not assigned RfbB PRK10217 PRK10084 RfbD WcaG RmlD_sub_bind Epimerase "	cell wall.precursor synthesis.RHM	10_1_10

CUST_120187_PI403524517	2	0.06884956	0.12135506	-0.13022614	0.02349472	-0.023495674	-0.054825783	35_33984	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_89627_PI403524517	2	-0.0074367523	0.25912666	0.007437706	-0.042629242	-0.052474976	0.068265915	35_25641	"Cluster: Os01g0861700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0861700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JHI7	"CHR3V7|COORD:20115601..20116823| similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:BAD82039.1); similar to"	AT3G54290.1	CHR01V5|COORD:37630366..37634778|protein hemerythrin family protein, expressed	LOC_Os01g64250.1	"no descriptionweakly similar to ( 129)AT3G54290| Symbols:  | similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:BAD82039.1); similar to Os01g0861700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001044877.1); contains InterPro domain Thioredoxin-like fold; (InterPro:IPR012336); contains InterPro domain Hemerythrin HHE cation binding region; (InterPro:IPR012312); contains InterPro domain Thioredoxin fold; (InterPro:IPR012335) | chr3:20115601-20116823 REVERSE"	not assigned.unknown	35_2

CUST_6181_PI403524517	2	0.059728622	0.1095314	-6.3323975E-4	-0.066682816	-0.07124519	6.3323975E-4	35_1713	Rep: OSIGBa0140A01.7 protein - Oryza sativa (Rice)	UniRef90_Q01KT2	CHR5V7|COORD:24561214..24563253| nuclear transport factor 2 (NTF2) family protein / RNA recognition motif (RRM)-containing protein	AT5G60980.2	CHR04V5|COORD:17989723..17984758|protein RNA-binding protein-like, putative, expressed	LOC_Os04g30430.1	no descriptionweakly similar to ( 114)AT5G60980| Symbols:  | nuclear transport factor 2 (NTF2) family protein / RNA recognition motif (RRM)-containing protein | chr5:24561214-24563253 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned RRM COG0724 RRM_1	protein.targeting.nucleus	29_3_1

CUST_8440_PI403524517	2	0.06459999	-0.16946125	-0.10028744	0.07069111	0.030015945	-0.030015945	35_2358	"Cluster: Putative alkaline/neutral invertase; n=2; Oryza sativa|Rep: Putative alkaline/neutral invertase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69T31	CHR4|COORD:6021271..6023815| beta-fructofuranosidase, putative / invertase, putative / saccharase, putative / beta-fructosidase, putative, similar to neutral	AT4G09510.2	CHR02V5|COORD:20716052..20712022|protein neutral/alkaline invertase, putative, expressed	LOC_Os02g34560.2	 no descriptionmoderately similar to ( 485)AT4G09510| Symbols:  | beta-fructofuranosidase, putative / invertase, putative / saccharase, putative / beta-fructosidase, putative | chr4:6021676-6023307 REVERSEInvertase_neut 	major CHO metabolism.degradation.sucrose.invertases.neutral	2_2_1_3_1

CUST_155890_PI403524517	2	0.40318823	0.2005353	0.3261509	-0.35251427	-0.20053482	-0.70134974	35_43539	0	0		0	CHR04V5|COORD:28189563..28196928|protein translation initiation factor IF-2, putative, expressed	LOC_Os04g47860.1	no description	not assigned.unknown	35_2

CUST_19119_PI404877155	2	0.061444283	-0.6173229	-0.18315506	-0.061444283	0.15055943	0.111206055	HZ53O02r_at	unnamed protein product [Arabidopsis thaliana]	BAB08352.1	gibberellin-regulated family protein	At5g59845.1	protein expressed protein	Os07g40240	gi|18424288|ref|NP_568914.1| expressed protein	hormone metabolism.gibberelin.induced-regulated-responsive-activated	17_6_3

CUST_145845_PI403524517	2	0.17936754	0.15386677	0.025319576	-0.0253191	-0.08272648	-0.1818881	35_40832	"Cluster: Retrotransposon protein, putative, unclassified; n=1; Oryza sativa (japonica cultivar-group)|Rep: Retrotransposon protein, putative, unclassified - Ory"	UniRef90_Q2QMX5	"CHR3V7|COORD:2921810..2923264| similar to reverse transcriptase-related [Arabidopsis thaliana] (TAIR:AT2G02650.1); similar to 52O08_2 [Brassica rapa"	AT3G09510.1	CHR09V5|COORD:16322517..16320537|protein retrotransposon protein, putative, unclassified	LOC_Os09g26860.1	" no descriptionvery weakly similar to (62.0)AT3G09510| Symbols:  | similar to reverse transcriptase-related [Arabidopsis thaliana] (TAIR:AT2G02650.1); similar to 52O08_2 [Brassica rapa subsp. pekinensis] (GB:AAZ67547.1); contains InterPro domain Polynucleotidyl transferase, Ribonuclease H fold; (InterPro:IPR012337) | chr3:2921810-2923264 FORWARD"	not assigned.unknown	35_2

CUST_105274_PI403524517	2	0.050237656	-0.16014671	-0.050236702	0.1526289	0.2557621	-0.10835934	35_29985	"Cluster: Amino acid permease-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Amino acid permease-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6H6H8		0	CHR02V5|COORD:26481468..26485466|protein yfnA, putative, expressed	LOC_Os02g43860.2	no description	not assigned.unknown	35_2

CUST_81293_PI403524517	2	-0.2487793	-0.09997654	0.4538126	0.09997654	0.34188366	-0.14303493	35_23318	"Cluster: Putative serine-threonine rich antigen; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative serine-threonine rich antigen - Oryza sativa (japonic"	UniRef90_Q6Z7R3	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	CHR02V5|COORD:31058195..31065395|protein DNA binding protein, putative, expressed	LOC_Os02g50840.2	no description	not assigned.unknown	35_2

CUST_43565_PI403524517	2	-0.060643196	-0.08730316	0.03836727	-0.03836727	0.15086937	0.046726227	35_12504	"Cluster: Os04g0543500 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os04g0543500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JBB9	CHR3V7|COORD:9073649..9074581| hydroxyproline-rich glycoprotein family protein	AT3G24860.1	CHR04V5|COORD:26991077..26992157|protein expressed protein	LOC_Os04g45940.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07764 PRK07003 Atrophin-1 PRK08853 PRK05648 DUF1421 Tymo_45kd_70kd IER DUF1509	not assigned.unknown	35_2

CUST_90051_PI403524517	2	0.049489975	-0.93934727	-0.25758743	0.24462986	0.20897865	-0.049489975	35_25762	Rep: PCF2 - Oryza sativa (japonica cultivar-group)	UniRef90_O23876	0	0	CHR08V5|COORD:27165333..27163375|protein TCP family transcription factor containing protein, expressed	LOC_Os08g43160.1	no description	not assigned.unknown	35_2

CUST_71480_PI403524517	2	0.093720436	0.43425274	0.22376823	-0.09372091	-0.44986868	-0.48196983	35_20482	"Cluster: IBR domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: IBR domain containing protein, expressed - Oryza sativa (jap"	UniRef90_Q10PH9	CHR2V7|COORD:6994449..6996904| zinc finger protein-related	AT2G16090.1	CHR03V5|COORD:7053797..7058366|protein protein ariadne-1, putative, expressed	LOC_Os03g13100.1	no descriptionmoderately similar to ( 296)AT2G16090| Symbols:  | zinc finger protein-related | chr2:6994449-6996904 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned IBR IBR	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_3290_PI404877155	2	-0.09041786	0.04526663	0.015928268	0.67695236	-0.35542822	-0.015928745	Contig13748_s_at	putative receptor-type protein kinase LRK1 [Oryza sativa (japonica cultivar-group)]	BAC06925.1	lectin protein kinase, putative	At4g02420.1	protein Protein kinase domain, putative	Os07g38800	NONE	signalling.receptor kinases.legume-lectin	30_2_19

CUST_54946_PI403524517	2	-0.094049454	0.37832546	0.028862	-0.16946411	-0.028862	0.043382645	35_15640	Rep: Starch branching enzyme 2 - Triticum aestivum (Wheat)	UniRef90_Q9FUU7	CHR5V7|COORD:932493..937469| SBE2.2 (STARCH BRANCHING ENZYME 2.2)	AT5G03650.1	CHR02V5|COORD:19361259..19349880|protein 1,4-alpha-glucan branching enzyme IIB, chloroplast precursor, putative, expressed	LOC_Os02g32660.1	 no descriptionnearly identical (1256)AT5G03650| Symbols: SBE2.2 | SBE2.2 (STARCH BRANCHING ENZYME 2.2) | chr5:932493-937469 FORWARDnearly identical (1294)GLGB_MAIZE1,4-alpha-glucan-branching enzyme 2, chloroplast precursor - Zea mays (Maize)not assigned not assigned GlgB PRK12313 PRK05402 PRK12568 Glycogen_branching_enzyme_like_N_term PulA Alpha-amylase Aamy Isoamylase_N Alpha-amylase_C AmyA Glycogen_branching_enzyme_N_term PRK03705 malS PRK09441 	major CHO metabolism.synthesis.starch.starch branching	2_1_2_3

CUST_3049_PI399408534	2	0.65904427	1.1625657	-0.80805874	-0.3169651	-1.0252328	0.31696558	35_28480	"Cluster: Transposon protein, putative, Mutator sub-class, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Transposon protein, putative, Mutator sub-"	UniRef90_Q2QN08	CHR4V7|COORD:17663074..17665293| phototropic-responsive NPH3 family protein	AT4G37590.1	CHR12V5|COORD:24191416..24184822|protein transposon protein, putative, Mutator sub-class, expressed	LOC_Os12g39380.1	no descriptionvery weakly similar to (65.9)AT4G37590| Symbols:  | phototropic-responsive NPH3 family protein | chr4:17663074-17665293 REVERSE	RNA.regulation of transcription.unclassified	27_3_99

CUST_52382_PI403524517	2	0.015455246	0.091695786	-0.015455246	0.015455246	-0.05654335	-0.05265808	35_14927	"Cluster: Os12g0150000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os12g0150000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IQ32	CHR3V7|COORD:18515296..18515736| 60S ribosomal protein L26 (RPL26A)	AT3G49910.1	CHR01V5|COORD:2134579..2135798|protein 60S ribosomal protein L26-1, putative, expressed	LOC_Os01g04730.1	no descriptionweakly similar to ( 181)AT3G49910| Symbols:  | 60S ribosomal protein L26 (RPL26A) | chr3:18515296-18515736 FORWARDweakly similar to ( 165)RL26_BRARA60S ribosomal protein L26 - Brassica rapa (Turnip)not assigned not assigned not assigned not assigned rpl24p RplX PRK07003 PRK12323	protein.synthesis.misc ribososomal protein	29_2_2

CUST_601_PI399407379	2	-0.08646011	-0.12064457	-0.099155426	0.18895817	0.09668732	0.08646011	HvCHLH4									

CUST_5569_PI403524517	2	-1.4200058	0.69031143	-0.03613472	0.8082533	-0.97255135	0.036135674	35_1538	"Cluster: Cold acclimation protein WCOR615; n=1; Triticum aestivum|Rep: Cold acclimation protein WCOR615 - Triticum aestivum (Wheat)"	UniRef90_P93614	CHR3V7|COORD:5310148..5310908| late embryogenesis abundant protein, putative / LEA protein, putative	AT3G15670.1	CHR05V5|COORD:26844337..26845632|protein late embryogenesis abundant protein, group 3, putative, expressed	LOC_Os05g46480.2	 no descriptionvery weakly similar to (57.0)AT3G15670| Symbols:  | late embryogenesis abundant protein, putative / LEA protein, putative | chr3:5310148-5310908 REVERSEweakly similar to ( 106)LEA1_HORVUABA-inducible protein PHV A1 - Hordeum vulgare (Barley)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12678 PRK12323 DUF566 Protamine_P2 Transformer 	development.late embryogenesis abundant	33_2

CUST_27390_PI403524517	2	-0.019937515	0.47468758	-0.04150486	-0.15181446	0.03278351	0.019937515	35_7929	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_171275_PI403524517	2	-0.01576233	0.26163673	0.26299953	0.01576233	-0.30113792	-0.089972496	35_47716	0	0		0	CHR11V5|COORD:10990647..11000938|protein expressed protein	LOC_Os11g19250.1	no description	not assigned.unknown	35_2

CUST_2947_PI403524517	2	0.068642616	-0.07157421	-0.03538418	0.03538418	0.13716602	-0.10458088	35_804	"Cluster: Heterogeneous nuclear ribonucleoprotein, putative, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Heterogeneous nuclear"	UniRef90_Q2RAY1	CHR5V7|COORD:26416838..26417979| RNA binding	AT5G66010.1	CHR11V5|COORD:1550980..1553325|protein RNA binding protein, putative, expressed	LOC_Os11g03890.1	no descriptionvery weakly similar to (63.5)AT5G66010| Symbols:  | RNA binding | chr5:26416838-26417979 FORWARDnot assigned	not assigned.no ontology	35_1

CUST_112863_PI403524517	2	0.10210562	0.036054134	-0.21656609	-0.0026359558	0.0026359558	-0.066260815	35_32034	"Cluster: Putative dimethylaniline monooxygenase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative dimethylaniline monooxygenase - Oryza sativa (japonic"	UniRef90_Q7XHL8	CHR1V7|COORD:1104622..1105987| flavin-containing monooxygenase family protein / FMO family protein	AT1G04180.1	CHR07V5|COORD:14618807..14616512|protein disulfide oxidoreductase/ monooxygenase/ oxidoreductase, putative, expressed	LOC_Os07g25540.1	no descriptionweakly similar to ( 173)AT1G04180| Symbols:  | flavin-containing monooxygenase family protein / FMO family protein | chr1:1104622-1105987 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TrkA PRK07764 Herpes_BLLF1 PRK12323 PRK10856 HPC2 FMO-like PRK07003 DUF566 Tymo_45kd_70kd	misc.oxidases - copper, flavone etc.	26_7

CUST_13146_PI399408534	2	0.036455154	0.38501263	0.07607269	-0.058095932	-0.13724232	-0.036456108	35_17822	"Cluster: Putative receptor-like protein kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative receptor-like protein kinase - Oryza sativa (japonica"	UniRef90_Q75J19	CHR3V7|COORD:381231..384188| leucine-rich repeat transmembrane protein kinase, putative	AT3G02130.1	CHR03V5|COORD:31151420..31146033|protein phytosulfokine receptor precursor, putative, expressed	LOC_Os03g54900.2	 no descriptionhighly similar to ( 506)AT3G02130| Symbols:  | leucine-rich repeat transmembrane protein kinase, putative | chr3:381231-384188 FORWARDmoderately similar to ( 221)PSKR_DAUCAPhytosulfokine receptor precursor - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc TyrKc Pkinase Pkinase_Tyr PTKc PTKc_Jak_rpt2 PTKc_Csk_like SPS1 PTKc_Srm_Brk PTKc_Src_like PTKc_Jak2_Jak3_rpt2 PTKc_Frk_like PTKc_Ack_like PTKc_EGFR_like PTKc_Itk PTKc_Tec_like PTKc_EphR PTKc_Fyn_Yrk PTKc_Syk_like PTKc_Chk PTKc_Csk PTKc_Yes PTKc_Fes_like PTKc_Btk_Bmx PTKc_Src PTKc_Ror PTKc_Met_Ron PTKc_Tyk2_rpt2 PTKc_FAK PTKc_Tec_Rlk PTKc_Abl PTKc_Jak1_rpt2 PTKc_Fer PTKc_ALK_LTK PTKc_Lyn PTKc_FGFR PTKc_Trk PTKc_EphR_A2 PTKc_Musk PTKc_Lck_Blk PTKc_Hck PTKc_PDGFR PTKc_DDR PTKc_Fes PTKc_HER4 PTKc_c-ros PTKc_EphR_A PTKc_EphR_B PTK_HER3 PTKc_Axl_like PTKc_Ror1 PTKc_TrkC PTKc_Zap-70 PTKc_Tie2 PTKc_InsR_like PTKc_EGFR PTKc_HER2 PTKc_TrkB PTKc_DDR_like PTKc_TrkA PTKc_Ror2 PTKc_FGFR4 PTK_CCK4 PTKc_FGFR3 PTKc_CSF-1R PTKc_RET PTKc_Aatyk1_Aatyk3 PTKc_Tie1 PTKc_VEGFR PTKc_FGFR1 PTKc_Syk PTKc_Aatyk PTKc_FGFR2 PTKc_Axl PTKc_Tie PTK_Ryk PTKc_Tyro3 PTKc_DDR1 PTKc_DDR2 PTKc_Kit PTKc_VEGFR2 PTKc_VEGFR3 PTKc_EphR_A10 PTKc_IGF-1R PTKc_InsR 	signalling.receptor kinases.DUF 26	30_2_17

CUST_123692_PI403524517	2	0.2976961	-0.21283054	0.06668234	-3.7145615E-4	-0.43054962	3.7193298E-4	35_34879	"Cluster: OSJNBb0034I13.6 protein; n=2; Oryza sativa|Rep: OSJNBb0034I13.6 protein - Oryza sativa (Rice)"	UniRef90_Q7XND3		0	CHR04V5|COORD:32159200..32151382|protein expressed protein	LOC_Os04g54410.1	no description	not assigned.unknown	35_2

CUST_114513_PI403524517	2	0.40382528	0.08948183	-0.0025119781	0.002512455	-0.2929983	-0.075110435	35_32498	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_17878_PI404877155	2	9.2601776E-4	-0.2698555	-9.2601776E-4	0.28369236	0.39012623	-0.07542324	HVSMEa0004F18f2_s_at	unnamed protein product [Hordeum vulgare subsp. vulgare]	CAA34131.1	glutamine synthetase (GS2)	At5g35630.1	protein Glutamine synthetase, catalytic domain, putative	Os04g56400	gi|755762|emb|CAA34131.1| unnamed protein product	N-metabolism.ammonia metabolism.glutamine synthase	12_2_02

CUST_170492_PI403524517	2	0.24209261	-0.083805084	0.036389828	-0.036389828	-0.2335062	0.25488758	35_47490	"Cluster: Expressed protein; n=4; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10CY9	"CHR1V7|COORD:10598748..10599511| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G27260.1); similar to Homeodomain-related [Medicago truncatula]"	AT1G30140.1	CHR03V5|COORD:30683886..30677321|protein expressed protein	LOC_Os03g53590.2	"no descriptionvery weakly similar to (62.0)AT1G30140| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G27260.1); similar to Homeodomain-related [Medicago truncatula] (GB:ABE86928.1); contains InterPro domain Homeodomain-like; (InterPro:IPR009057) | chr1:10598748-10599511 FORWARD"	not assigned.unknown	35_2

CUST_80609_PI403524517	2	0.01816082	-0.10268402	0.085484505	-0.021511078	0.32361317	-0.01816082	35_23119	"Cluster: Protein arginine N-methyltransferase 3-like protein; n=3; Arabidopsis thaliana|Rep: Protein arginine N-methyltransferase 3-like protein - Arabidopsis t"	UniRef90_Q9LHH9	CHR3V7|COORD:3910649..3913129| methyltransferase	AT3G12270.1	CHR07V5|COORD:26632178..26635548|protein protein arginine N-methyltransferase 3-like protein, putative, expressed	LOC_Os07g44640.1	no descriptionmoderately similar to ( 205)AT3G12270| Symbols:  | methyltransferase | chr3:3910649-3913129 FORWARDnot assigned not assigned UbiE PrmA prmA COG2263 PrmA	misc.O- methyl transferases	26_6

CUST_8129_PI403524517	2	-0.021607399	-0.30635643	0.021607399	0.092004776	0.06833649	-0.3243208	35_2269	"Cluster: Monothiol glutaredoxin-S4 precursor; n=1; Oryza sativa|Rep: Monothiol glutaredoxin-S4 precursor - Oryza sativa (Rice)"	UniRef90_Q0JM76	"CHR3|COORD:5307951..5309563| similar to thioredoxin family protein [Arabidopsis thaliana] (TAIR:At4g04950.1); similar to glutaredoxin-related"	AT3G15660.2	CHR01V5|COORD:19416756..19421151|protein OsGrx_S15.1 - glutaredoxin subgroup II, expressed	LOC_Os01g34620.6	no descriptionweakly similar to ( 168)AT3G15660| Symbols:  | electron carrier/ protein disulfide oxidoreductase | chr3:5308141-5309390 REVERSEnot assigned not assigned not assigned GRX_PICOT_like COG0278 PRK10824 GRX_family Glutaredoxin GRX_GRXh_1_2_like GRX_GRX_like GRX_GRXb_1_3_like	redox.glutaredoxins	21_4

CUST_24981_PI399408534	2	0.3727436	0.09629917	0.08526564	-0.08950853	-0.08526611	-0.11686468	35_46315	"Cluster: Os08g0451400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os08g0451400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J5A5	CHR3V7|COORD:15221020..15225428| ARID/BRIGHT DNA-binding domain-containing protein	AT3G43240.1	CHR09V5|COORD:15942745..15935943|protein DNA binding protein, putative, expressed	LOC_Os09g26390.3	no descriptionweakly similar to ( 163)AT3G43240| Symbols:  | ARID/BRIGHT DNA-binding domain-containing protein | chr3:15221020-15225428 REVERSE	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_203_PI404877155	2	0.124744415	0.60432434	-0.023091316	-0.14132118	-0.021692276	0.021692276	Contig10078_at	putative Transcription initiation factor IIE, beta subunit [Oryza sativa (japonica cultivar-group)] gb|AAP53614.1| putative Transcription in	NP_921327.1	transcription initiation factor-related	At4g20330.1	protein expressed protein	Os10g25770	NONE	RNA.processing	27_1

CUST_9981_PI404877155	2	-0.03191471	0.28430462	0.04981327	-0.091303825	0.02331543	-0.023314476	Contig3709_at	sucrase-related [Arabidopsis thaliana] gb|AAM61112.1| sucrase-like protein [Arabidopsis thaliana]	NP_567751.1	13427605|sucrase-related	At4g26620.1	protein hypothetical protein	Os02g49320	sucrose cleavage protein homolog T15N24.70	major CHO metabolism.degradation.sucrose.misc	2_2_1_99

CUST_48802_PI403524517	2	-0.023609161	-0.38964653	-0.12944221	0.032981873	0.09302902	0.023609161	35_13937	Rep: Probable histone H2AXb - Oryza sativa (Rice)	UniRef90_Q2QPG9	CHR1V7|COORD:20418274..20418873| histone H2A, putative	AT1G54690.1	CHR12V5|COORD:20855670..20854734|protein histone H2A, putative, expressed	LOC_Os12g34510.1	 no descriptionweakly similar to ( 160)AT1G54690| Symbols:  | histone H2A, putative | chr1:20418274-20418873 REVERSEweakly similar to ( 166)H2AXB_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned H2A H2A HTA1 Histone PRK07003 PRK12323 Herpes_BLLF1 PRK07764 TT_ORF1 	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_180620_PI403524517	2	0.08785629	1.1458349	-0.08785629	0.10295296	-0.2740345	-0.2373662	35_50230	"Cluster: Putative stress-induced protein sti1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative stress-induced protein sti1 - Oryza sativa (japonica cu"	UniRef90_Q5WA76	CHR1V7|COORD:23234691..23237045| stress-inducible protein, putative	AT1G62740.1	CHR06V5|COORD:3180763..3174776|protein protein kinase, putative, expressed	LOC_Os06g06760.3	 no descriptionweakly similar to ( 122)AT1G62740| Symbols:  | stress-inducible protein, putative | chr1:23234691-23237045 FORWARDweakly similar to ( 124)STIP_SOYBNHeat shock protein STI - Glycine max (Soybean)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TPR 	stress	20

CUST_123988_PI403524517	2	-0.090304375	0.107886314	0.23089695	-0.04275322	0.04275322	-0.068330765	35_34957	0	0	CHR5V7|COORD:5786745..5788168| peroxisomal protein PEX19 family protein	AT5G17550.1	CHR02V5|COORD:26760516..26756776|protein peroxisomal biogenesis factor 19, putative, expressed	LOC_Os02g44220.1	no description	not assigned.unknown	35_2

CUST_10067_PI399408534	2	-0.08934927	-0.56143427	0.11006355	0.3484063	0.08934879	-0.1735034	35_7127	"Cluster: Os09g0526200 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0526200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J077	"CHR4V7|COORD:299741..304103| ANL2 (ANTHOCYANINLESS 2); transcription factor"	AT4G00730.1	CHR09V5|COORD:20573844..20567501|protein OCL3 protein, putative, expressed	LOC_Os09g35760.2	" no descriptionmoderately similar to ( 256)AT4G00730| Symbols: AHDP, ANL2 | ANL2 (ANTHOCYANINLESS 2); transcription factor | chr4:299741-304103 REVERSE"	RNA.regulation of transcription.HB,Homeobox transcription factor family	27_3_22

CUST_53020_PI403524517	2	-0.031456947	0.74081135	0.053297043	0.019186974	-0.18637943	-0.019187927	35_15095	Rep: Thiolase - Medicago truncatula (Barrel medic)	UniRef90_Q1T0G6	"CHR2V7|COORD:14054891..14058060| PED1 (PEROXISOME DEFECTIVE 1); acetyl-CoA C-acyltransferase"	AT2G33150.1	CHR02V5|COORD:35079332..35075010|protein 3-ketoacyl-CoA thiolase 2, peroxisomal precursor, putative, expressed	LOC_Os02g57260.1	" no descriptionvery weakly similar to (97.1)AT2G33150| Symbols: PED1, KAT2 | PED1 (PEROXISOME DEFECTIVE 1); acetyl-CoA C-acyltransferase | chr2:14054891-14058060 REVERSEnot assigned not assigned not assigned thiolase Thiolase_C PRK08234 PRK08242 PRK07661 PRK07491 PRK05790 PRK07801 PRK06025 fadA PRK06845 PRK07025 PRK09052 PRK06205 PaaJ PRK07850 PRK09050 PRK08235 PRK07851 PRK06445 PRK05656 PRK09051 PRK06504 PRK07124 fadI PRK07800 PRK08170 PRK08131 PRK06689 PRK07108 PRK06954 PRK08041 PRK06633 PRK06366 nondecarbox_cond_enzymes PRK06690 PRK09268 "	lipid metabolism.lipid degradation.beta-oxidation.acyl-CoA thioesterase	11_9_4_5

CUST_51119_PI403524517	2	0.024374962	-0.73984814	-0.21649647	0.09460354	0.49587345	-0.024374962	35_14573	"Cluster: Os06g0137700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0137700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DES4	CHR3V7|COORD:19018211..19019332| MUR1 (MURUS 1)	AT3G51160.1	CHR06V5|COORD:2016779..2018456|protein GDP-mannose 4,6 dehydratase 2, putative, expressed	LOC_Os06g04620.1	" no descriptionweakly similar to ( 177)AT5G66280| Symbols: GMD1 | GMD1 (GDP-D-MANNOSE 4,6-DEHYDRATASE 1); GDP-mannose 4,6-dehydratase | chr5:26493660-26494745 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Gmd Epimerase WcaG PRK07003 PRK12323 TT_ORF1 HPC2 Herpes_BLLF1 RmlD_sub_bind Tymo_45kd_70kd Pneumo_att_G PRK07764 "	cell wall.precursor synthesis.GMD	10_1_7

CUST_78636_PI403524517	2	0.019627571	-0.3961525	-0.0056200027	0.0067768097	-0.050031662	0.005619049	35_22546	Rep: ASC1-like protein 1 - Oryza sativa (Rice)	UniRef90_Q6EUN0	CHR1V7|COORD:4645003..4646762| LAG13 (LAG1 LONGEVITY ASSURANCE HOMOLOG 3)	AT1G13580.2	CHR02V5|COORD:22406455..22401835|protein ASC1-like protein 1, putative, expressed	LOC_Os02g37080.1	no descriptionweakly similar to ( 129)AT1G13580| Symbols: LAG13 | LAG13 (LAG1 LONGEVITY ASSURANCE HOMOLOG 3) | chr1:4645003-4646762 REVERSEweakly similar to ( 135)ASCL1_ORYSAnot assigned LAG1 TLC LAG1	lipid metabolism.'exotics' (steroids, squalene etc).sphingolipids	11_8_1

CUST_76529_PI403524517	2	0.1409297	0.5647993	0.10990381	-0.10990381	-0.21658754	-0.28330183	35_21941	"Cluster: Os06g0223800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0223800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DDH4	CHR2V7|COORD:9413873..9421303| binding	AT2G22125.1	CHR06V5|COORD:6406786..6400423|protein armadillo/beta-catenin-like repeat family protein, expressed	LOC_Os06g11990.1	no descriptionhighly similar to ( 819)AT2G22125| Symbols:  | binding | chr2:9413873-9421303 FORWARDnot assigned ARM	not assigned.no ontology.C2 domain-containing protein	35_1_19

CUST_32768_PI399408534	2	0.23084259	0.3423972	-0.09992504	-0.30718708	-0.12693262	0.09992504	35_42939	"Cluster: Os09g0510700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0510700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J0G6	CHR5V7|COORD:4255926..4262021| SFC (SCARFACE, VASCULAR NETWORK DEFECTIVE 3)	AT5G13300.1	CHR09V5|COORD:19830851..19823250|protein VAN3, putative, expressed	LOC_Os09g33600.1	 no descriptionweakly similar to ( 192)AT5G13300| Symbols: VAN3, SFC | SFC (SCARFACE, VASCULAR NETWORK DEFECTIVE 3) | chr5:4255926-4262021 REVERSEnot assigned 	signalling.G-proteins	30_5

CUST_55773_PI403524517	2	-0.08996105	0.03917408	-0.03917408	0.092534065	0.088038445	-0.10063934	35_15875	"Cluster: Glycolipid transfer protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Glycolipid transfer protein-like - Oryza sativa (japonica cultivar-g"	UniRef90_Q6K1Q5	"CHR2|COORD:14183492..14185543| glycolipid transfer protein-related, similar to phosphoinositol 4-phosphate adaptor protein-2 (GI:14165198) (Homo sapiens); simil"	AT2G33470.2	CHR02V5|COORD:24774022..24776955|protein pleckstrin homology domain containing, family A, putative, expressed	LOC_Os02g40890.2	no descriptionmoderately similar to ( 241)AT2G33470| Symbols: GLTP1 | GLTP1 (GLYCOLIPID TRANSFER PROTEIN 1) | chr2:14183675-14185026 REVERSEnot assigned not assigned GLTP	not assigned.no ontology	35_1

CUST_77556_PI403524517	2	-1.155581	0.54885197	0.24239826	0.02181387	-1.1939139	-0.021813393	35_22225	"Cluster: Clathrin assembly protein AP180 short form-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Clathrin assembly protein AP180 short form-like - Ory"	UniRef90_Q69SJ3	CHR5V7|COORD:13479693..13482811| epsin N-terminal homology (ENTH) domain-containing protein	AT5G35200.1	CHR02V5|COORD:34248773..34255405|protein ANTH domain containing protein, expressed	LOC_Os02g55970.2	no descriptionmoderately similar to ( 282)AT5G35200| Symbols:  | epsin N-terminal homology (ENTH) domain-containing protein | chr5:13479693-13482811 REVERSEnot assigned ANTH ANTH_AP180_CALM ENTH	not assigned.no ontology.epsin N-terminal homology (ENTH) domain-containing protein	35_1_21

CUST_7688_PI403524517	2	-0.28656578	-0.2450409	0.28643513	0.06972313	-0.004573822	0.004573822	35_2139	"Cluster: Pantothenate kinase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Pantothenate kinase-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69T90	CHR4V7|COORD:16812308..16814661| pantothenate kinase family protein	AT4G35360.1	CHR06V5|COORD:12707085..12712102|protein pantothenate kinase 4, putative, expressed	LOC_Os06g21980.1	no descriptionhighly similar to ( 546)AT4G35360| Symbols:  | pantothenate kinase family protein | chr4:16812308-16814661 REVERSEnot assigned COG1578 DUF89	Co-factor and vitamine metabolism.pantothenate.pantothenate kinase	18_4_1

CUST_6180_PI403524517	2	0.15428162	0.08588982	0.07315731	-0.24773026	-0.07315636	-0.10206413	35_1712	Rep: OSIGBa0140A01.7 protein - Oryza sativa (Rice)	UniRef90_Q01KT2	CHR5V7|COORD:24561214..24563253| nuclear transport factor 2 (NTF2) family protein / RNA recognition motif (RRM)-containing protein	AT5G60980.2	CHR04V5|COORD:17989723..17984758|protein RNA-binding protein-like, putative, expressed	LOC_Os04g30430.1	no descriptionmoderately similar to ( 246)AT5G60980| Symbols:  | nuclear transport factor 2 (NTF2) family protein / RNA recognition motif (RRM)-containing protein | chr5:24561214-24563253 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned NTF2 NTF2 PRK05648 PRK12323 COG0724 RRM PRK07764 PRK07003 NTF2_like RRM_1 PRK10819 DUF605 rne	protein.targeting.nucleus	29_3_1

CUST_56673_PI403524517	2	0.0025911331	-1.133676	-0.13025284	0.07505131	0.06894302	-0.0025901794	35_16142	Rep: Ribose-phosphate pyrophosphokinase 4 - Oryza sativa (Rice)	UniRef90_Q6ZFT5	CHR2V7|COORD:17863473..17865471| ribose-phosphate pyrophosphokinase 4 / phosphoribosyl diphosphate synthetase 4 (PRS4)	AT2G42910.1	CHR02V5|COORD:29619592..29622249|protein ribose-phosphate pyrophosphokinase 4, putative, expressed	LOC_Os02g48390.2	no descriptionhighly similar to ( 501)AT2G42910| Symbols:  | ribose-phosphate pyrophosphokinase 4 / phosphoribosyl diphosphate synthetase 4 (PRS4) | chr2:17863473-17865471 FORWARDhighly similar to ( 587)KPRS4_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PrsA PRK01999 PRK03092 PRK05259 PRK05038 PRK02458 PRK07199 PRK00553 PRK02812 PRK02269 Herpes_BLLF1 PRK02039 PRK01506 PRK01259 PRK02270 PRK04117 PRK00934 PRK04923 APC_basic PRK04554 Tymo_45kd_70kd HPC2 PRK07003 Atrophin-1 DUF566 PRK07764 PRK01132 AF-4 PRK06827 PRK12323 Pneumo_att_G Extensin_2 PRK03675 Pribosyltran KAR9 ComFC DUF1421 ROM1 MAP65_ASE1 IER	nucleotide metabolism.synthesis.PRS-PP	23_1_3

CUST_125021_PI403524517	2	0.2624159	-0.19992304	-0.13163757	-0.021560192	0.25749016	0.021560669	35_35225	"Cluster: Hypothetical protein P0470D12.139; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0470D12.139 - Oryza sativa (japonica cultivar"	UniRef90_Q7XI73	CHR1V7|COORD:635474..637083| SPX (SYG1/Pho81/XPR1) domain-containing protein / zinc finger (C3HC4-type RING finger) protein-related	AT1G02860.1	CHR07V5|COORD:28454876..28451029|protein expressed protein	LOC_Os07g47590.3	no descriptionvery weakly similar to (52.8)AT1G02860| Symbols: NLA | SPX (SYG1/Pho81/XPR1) domain-containing protein / zinc finger (C3HC4-type RING finger) protein-related | chr1:635474-637083 FORWARD	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_57681_PI403524517	2	0.16407204	-0.22288704	-0.069229126	-0.018053055	0.018053055	0.23103905	35_16446	"Cluster: Importin-beta2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Importin-beta2 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q9ZWR4	CHR5V7|COORD:21731242..21733935| importin beta-2, putative	AT5G53480.1	CHR12V5|COORD:23369158..23375239|protein importin beta-1 subunit, putative, expressed	LOC_Os12g38110.1	 no descriptionmoderately similar to ( 396)AT5G53480| Symbols:  | importin beta-2, putative | chr5:21731242-21733935 FORWARDnot assigned not assigned KAP95 	protein.targeting.nucleus	29_3_1

CUST_137685_PI403524517	2	0.019612312	0.2233839	-0.019612312	-0.12090492	-0.11891556	0.048991203	35_38612	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_50478_PI403524517	2	-0.04916382	0.10194397	0.0542984	-0.021120071	-0.011827469	0.011829376	35_14412	"Cluster: 60S ribosomal protein L37a-2; n=7; Spermatophyta|Rep: 60S ribosomal protein L37a-2 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q8RXU5	CHR3V7|COORD:3423898..3424571| 60S ribosomal protein L37a (RPL37aB)	AT3G10950.1	CHR05V5|COORD:27616473..27618590|protein 60S ribosomal protein L37a, putative, expressed	LOC_Os05g48320.1	no descriptionweakly similar to ( 180)AT3G10950| Symbols:  | 60S ribosomal protein L37a (RPL37aB) | chr3:3423898-3424571 FORWARDweakly similar to ( 189)RL37A_ORYSAnot assigned Ribosomal_L37ae RPL43A rpl37ae	protein.synthesis.misc ribososomal protein	29_2_2

CUST_32181_PI399408534	2	0.060108185	-0.36922264	-0.07565689	-0.01442337	0.014424324	0.041182518	35_1019	"Cluster: Nucleolar protein Nop56, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Nucleolar protein Nop56, putative, expressed - Oryza sat"	UniRef90_Q10LF8	CHR1V7|COORD:20988209..20990558| NOP56 (ARABIDOPSIS HOMOLOG OF NUCLEOLAR PROTEIN NOP56)	AT1G56110.1	CHR03V5|COORD:13204309..13201367|protein nucleolar protein Nop56, putative, expressed	LOC_Os03g22880.1	 no descriptionhighly similar to ( 685)AT3G12860| Symbols:  | nucleolar protein Nop56, putative | chr3:4091685-4093928 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned SIK1 Nop NOSIC NOP5NT DUF566 	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_10843_PI403524517	2	-0.02278614	0.12666035	0.07938099	-0.021612167	0.021612167	-0.0822134	35_3061	Rep: H0525C06.4 protein - Oryza sativa (Rice)	UniRef90_Q01K80	CHR4V7|COORD:5828750..5833472| T-complex protein 11	AT4G09150.1	CHR04V5|COORD:21654904..21660754|protein T-complex protein 11 containing protein, expressed	LOC_Os04g35840.1	no descriptionmoderately similar to ( 386)AT4G09150| Symbols:  | T-complex protein 11 | chr4:5828750-5833472 FORWARDnot assigned Tcp11	not assigned.no ontology	35_1

CUST_177773_PI403524517	2	-0.025686264	0.28180218	0.14949703	0.018572807	-0.11591244	-0.018572807	35_49447	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_13719_PI404877155	2	0.074783325	0.31244564	-0.07211399	-0.12942886	-0.052181244	0.052181244	Contig7453_at	putative N-amidino-scyllo-inosamine-4-phosphate phosphatase [Oryza sativa (japonica cultivar-group)]	BAC83859.1	inositol monophosphatase family protein	At4g39120.1	protein putative, inositol monophosphatase family	Os07g09330	0	minor CHO metabolism.myo-inositol.inositol phosphatase	3_4_05

CUST_151470_PI403524517	2	-0.015698433	0.65594816	0.48825884	-0.08104181	-0.0851984	0.015697956	35_42354	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_42356_PI403524517	2	0.07915449	0.38441658	0.10463905	-0.07915449	-0.18781567	-0.21015453	35_12172	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_3902_PI403524517	2	0.017433167	0.052537918	0.042383194	-0.14602089	-0.13231564	-0.017433167	35_1080	"Cluster: Hypothetical protein OJ1714_H10.115; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1714_H10.115 - Oryza sativa (japonica cult"	UniRef90_Q8H559	CHR3V7|COORD:3724332..3725482| MD-2-related lipid recognition domain-containing protein / ML domain-containing protein	AT3G11780.1	CHR07V5|COORD:3197066..3200252|protein ML domain protein, putative, expressed	LOC_Os07g06590.1	no descriptionweakly similar to ( 151)AT3G11780| Symbols:  | MD-2-related lipid recognition domain-containing protein / ML domain-containing protein | chr3:3724332-3725482 REVERSEnot assigned PG-PI_TP ML E1_DerP2_DerF2	not assigned.no ontology	35_1

CUST_32925_PI403524517	2	0.37397766	-1.0711341	0.049872875	0.30323648	-0.056557655	-0.049872875	35_9489	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_139011_PI403524517	2	0.1851387	0.47866583	-0.08191252	-0.044286728	-0.2720337	0.044286728	35_38991	"Cluster: Aminoacyl-tRNA synthetase family, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Aminoacyl-tRNA synthetase family, putative, exp"	UniRef90_Q10BW3	CHR1V7|COORD:6546530..6551540| aminoacyl-tRNA synthetase family	AT1G18950.1	CHR07V5|COORD:5075921..5069371|protein aminoacyl-tRNA synthetase, putative, expressed	LOC_Os07g09580.2	no descriptionvery weakly similar to (54.3)AT1G18950| Symbols:  | aminoacyl-tRNA synthetase family | chr1:6546530-6551540 FORWARD	protein.aa activation	29_1

CUST_19737_PI403524517	2	0.026018143	0.97082615	-0.105890274	-0.026019096	-0.08970928	0.037736893	35_5719	"Cluster: Zinc finger, C3HC4 type family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Zinc finger, C3HC4 type family protein, expressed -"	UniRef90_Q10Q76	CHR1V7|COORD:18458994..18460112| zinc finger (C3HC4-type RING finger) family protein	AT1G49850.1	CHR03V5|COORD:5572937..5575131|protein RING-H2 finger protein, putative, expressed	LOC_Os03g10890.1	no descriptionvery weakly similar to (75.5)AT1G49850| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr1:18458994-18460112 REVERSEvery weakly similar to (51.6)EL5_ORYSAnot assigned not assigned RING COG5540	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_86774_PI403524517	2	0.10475063	0.27833652	-0.05343628	-0.073949814	-0.18713856	0.053435326	35_24852	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_181661_PI403524517	2	0.04916668	0.99010086	0.51030827	-0.32418108	-0.049166203	-0.21704817	35_50509	"Cluster: Putative phosducin-like 3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative phosducin-like 3 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q9LGR1	"CHR5V7|COORD:4596226..4597571| similar to Os01g0184800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001042236.1); similar to phosducin-like 3 [Homo"	AT5G14240.1	CHR01V5|COORD:4494429..4491400|protein phosducin-like protein 3, putative, expressed	LOC_Os01g08960.1	"no descriptionweakly similar to ( 139)AT5G14240| Symbols:  | similar to Os01g0184800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001042236.1); similar to phosducin-like 3 [Homo sapiens] (GB:NP_076970.1); contains InterPro domain Thioredoxin-like fold; (InterPro:IPR012336); contains InterPro domain Phosducin; (InterPro:IPR001200); contains InterPro domain Thioredoxin fold; (InterPro:IPR012335) | chr5:4596226-4597571 REVERSEnot assigned Phd_like_VIAF Phd_like Phd_like_Phd"	not assigned.unknown	35_2

CUST_272_PI404877155	2	-0.2881136	-0.20946789	0.15991783	0.077077866	0.029519081	-0.029518127	Contig10148_at	putative  receptor-like protein kinase 1 [Oryza sativa (japonica cultivar-group)] gb|AAP68887.1| putative  receptor-like protein kinase 1 [O	NP_919058.1	leucine-rich repeat transmembrane protein kinase, putative	At5g65700.1	protein putative  receptor-like protein kinase 1	Os03g56270	putative receptor-like protein kinase 1	signalling.receptor kinases.misc	30_2_99

CUST_91555_PI403524517	2	-0.10325813	0.9079046	-0.047197342	0.36687565	-0.312253	0.04719639	35_26176	"Cluster: Protease-1 (PRT1) protein, putative; n=3; Pneumocystis carinii|Rep: Protease-1 (PRT1) protein, putative - Pneumocystis carinii"	UniRef90_Q6AHT0	CHR1V7|COORD:18414845..18416447| leucine-rich repeat family protein	AT1G49750.1	CHR01V5|COORD:23612086..23614184|protein protein binding protein, putative, expressed	LOC_Os01g41120.1	no descriptionnot assigned not assigned not assigned PRK07764 Trypan_PARP TT_ORF1 PRK12323 PRK10819 DUF1421 PRK10263 TonB	not assigned.unknown	35_2

CUST_17226_PI404877155	2	-0.036483765	0.30025005	0.08308792	-0.13866901	-0.09396362	0.036483765	HT08G03u_x_at	calcineurin-like protein [Eucalyptus grandis] gb|AAL25650.1| calcineurin-like protein [Eucalyptus camaldulensis]	AAL25647.1	calcium-binding EF hand family protein	At3g18430.1	protein calcineurin-like protein	Os02g55880	calcineurin-like protein	signalling.calcium	30_3

CUST_2563_PI399408534	2	0.14131641	-0.1334362	-0.14827347	0.09945202	-0.099451065	0.14087772	35_21416	Rep: GFP binding protein - Brachypodium sylvaticum (False brome)	UniRef90_A1YKF4	CHR5V7|COORD:15993947..15996153| GTP binding / translation elongation factor	AT5G39900.1	CHR06V5|COORD:2371122..2365603|protein GTP-binding protein lepA, putative, expressed	LOC_Os06g05250.1	no descriptionmoderately similar to ( 241)AT5G39900| Symbols:  | GTP binding / translation elongation factor | chr5:15993947-15996153 REVERSEnot assigned PRK05433 LepA LepA_C lepA_C Elongation_Factor_C EFG_C	signalling.G-proteins	30_5

CUST_105915_PI403524517	2	0.3743539	-0.31837893	0.02245617	0.06031084	-0.10094309	-0.022455692	35_30155	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_28963_PI403524517	2	0.07707834	0.33520126	0.08025217	-0.3991046	-0.07707834	-0.32560444	35_8370	"Cluster: Glycosyl transferase-like protein; n=1; Triticum aestivum|Rep: Glycosyl transferase-like protein - Triticum aestivum (Wheat)"	UniRef90_Q2L3W6	"CHR1V7|COORD:22808660..22809983| similar to protein kinase-related [Arabidopsis thaliana] (TAIR:AT1G63600.1); similar to receptor-like protein"	AT1G61750.1	CHR09V5|COORD:18440075..18444157|protein transferase, transferring glycosyl groups, putative, expressed	LOC_Os09g30280.1	no descriptionnot assigned PRK07764 PRK07003	not assigned.unknown	35_2

CUST_19624_PI403524517	2	0.009615898	0.38384342	-0.009614944	-0.10635185	0.024995804	-0.031721115	35_5685	"Cluster: Equilibrative nucleoside transporter 1; n=3; Oryza sativa (japonica cultivar-group)|Rep: Equilibrative nucleoside transporter 1 - Oryza sativa (japonic"	UniRef90_Q4W6L4	"CHR1V7|COORD:26506583..26508023| ENT1,AT (EQUILIBRATIVE NUCLEOTIDE TRANSPORTER 1); nucleoside transporter"	AT1G70330.1	CHR08V5|COORD:6138076..6135784|protein nucleoside transporter, putative, expressed	LOC_Os08g10450.1	" no descriptionmoderately similar to ( 452)AT1G70330| Symbols: ENT1,AT | ENT1,AT (EQUILIBRATIVE NUCLEOTIDE TRANSPORTER 1); nucleoside transporter | chr1:26506583-26508023 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Nucleoside_tran TT_ORF1 PRK07003 HPC2 Herpes_BLLF1 PRK12323 APC_basic PRK07764 DUF566 Protamine_P1 "	transport.unspecified cations	34_14

CUST_16211_PI404877155	2	0.011017799	-0.35831547	-0.1686287	0.753108	0.7547722	-0.011017799	EBma08_SQ004_I07_at	OSJNBa0043L09.19 [Oryza sativa (japonica cultivar-group)]	CAE03000.2	wound-responsive family protein	At4g10270.1	protein retrotransposon protein, putative, Ty1-copia sub-class	Os04g54280	gi|32487987|emb|CAE03004.1| OSJNBa0043L09.23	stress.abiotic.touch/wounding	20_2_4

CUST_4722_PI399408534	2	-0.21003914	0.684144	-0.15999794	0.01463604	0.053868294	-0.01463604	35_15977	"Cluster: EF-hand Ca2+-binding protein CCD1; n=1; Triticum aestivum|Rep: EF-hand Ca2+-binding protein CCD1 - Triticum aestivum (Wheat)"	UniRef90_Q9LLM1	"CHR5V7|COORD:22138684..22139067| PBP1 (PINOID-BINDING PROTEIN 1); calcium ion binding"	AT5G54490.1	CHR06V5|COORD:28482811..28483626|protein EF-hand Ca2+-binding protein CCD1, putative, expressed	LOC_Os06g46950.1	 no descriptionweakly similar to ( 102)AT2G46600| Symbols:  | calcium-binding protein, putative | chr2:19143141-19143548 FORWARDnot assigned not assigned not assigned not assigned PRK12323 PRK07764 FAP 	signalling.calcium	30_3

CUST_22406_PI403524517	2	0.07208443	-0.1307745	-0.10307884	0.12018108	0.10155773	-0.07208538	35_6509	"Cluster: Hypothetical protein OSJNBb0006J12.20; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0006J12.20 - Oryza sativa (japonica"	UniRef90_Q6AUK1	CHR2|COORD:19669920..19671535| expressed protein	AT2G48070.2	CHR05V5|COORD:19611145..19608200|protein expressed protein	LOC_Os05g33520.1	"no descriptionmoderately similar to ( 245)AT2G48070| Symbols:  | similar to unnamed protein product [Ostreococcus tauri] (GB:CAL55449.1); similar to Os05g0404400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001055503.1) | chr2:19669933-19670843 FORWARD"	not assigned.unknown	35_2

CUST_11329_PI403524517	2	-0.79281235	0.48529243	0.08016777	0.43482208	-0.71743107	-0.08016682	35_3209	Rep: Xylanase inhibitor precursor - Hordeum vulgare (Barley)	UniRef90_Q6KE44	CHR1V7|COORD:787143..788444| extracellular dermal glycoprotein, putative / EDGP, putative	AT1G03220.1	CHR01V5|COORD:41470307..41468523|protein xylanase inhibitor, putative, expressed	LOC_Os01g71090.1	 no descriptionvery weakly similar to (69.3)AT1G03220| Symbols:  | extracellular dermal glycoprotein, putative / EDGP, putative | chr1:787143-788444 FORWARDvery weakly similar to (52.8)7SBG2_SOYBNBasic 7S globulin 2 precursor - Glycine max (Soybean)not assigned 	not assigned.no ontology	35_1

CUST_179849_PI403524517	2	-0.02934742	-0.21509981	0.022659302	0.24175072	-0.022658825	0.07544899	35_50016	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_86476_PI403524517	2	0.13802528	0.010169983	-0.06578064	0.026046753	-0.18327236	-0.010169029	35_24765	"Cluster: Tyrosine specific protein phosphatase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Tyrosine specific protein phosphatase-like - Oryza sativa"	UniRef90_Q6ZHH2	"CHR1V7|COORD:5675918..5678679| SR45 (arginine/serine-rich 45); RNA binding"	AT1G16610.2	CHR02V5|COORD:32531029..32529506|protein expressed protein	LOC_Os02g53150.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK05648	not assigned.unknown	35_2

CUST_17939_PI403524517	2	-0.1509924	0.067484856	0.008377075	-0.008377075	-0.09061527	0.06399536	35_5181	"Cluster: STAM binding protein-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: STAM binding protein-like protein - Oryza sativa (japonica cultivar"	UniRef90_Q5QLJ2	CHR1V7|COORD:18047593..18051095| mov34 family protein	AT1G48790.1	CHR01V5|COORD:17545156..17537101|protein mov34/MPN/PAD-1 family protein, expressed	LOC_Os01g31470.1	"no descriptionmoderately similar to ( 445)AT4G16144| Symbols:  | similar to mov34 family protein [Arabidopsis thaliana] (TAIR:AT1G48790.1); similar to Os01g0499300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001043127.1); similar to ALM beta-like [Oryza sativa (japonica cultivar-group)] (GB:BAD72364.1); similar to Os01g0338200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001042943.1); contains InterPro domain Mov34/MPN/PAD-1; (InterPro:IPR000555) | chr4:9138066-9141437 REVERSEnot assigned Mov34 JAB_MPN"	not assigned.no ontology	35_1

CUST_13777_PI403524517	2	0.13751602	0.017076492	-0.1260252	-0.016397476	0.0026922226	-0.0026931763	35_3952	Rep: P60 katanin - Triticum aestivum (Wheat)	UniRef90_Q7X9J7	CHR1V7|COORD:18573589..18579492| AAA-type ATPase family protein	AT1G50140.1	CHR06V5|COORD:6513400..6502736|protein ATP binding protein, putative, expressed	LOC_Os06g12160.1	no descriptionweakly similar to ( 109)AT1G50140| Symbols:  | AAA-type ATPase family protein | chr1:18573589-18579492 REVERSEnot assigned	protein.degradation.AAA type	29_5_9

CUST_2604_PI403524517	2	-0.74247456	0.75210094	0.22995758	0.37269115	-0.22995758	-0.32710266	35_711	Rep: Chitinase 2 - Triticum aestivum (Wheat)	UniRef90_Q8W428	"CHR3V7|COORD:3962508..3963952| ATHCHIB (BASIC CHITINASE); chitinase"	AT3G12500.1	CHR05V5|COORD:19343273..19344732|protein basic endochitinase A precursor, putative, expressed	LOC_Os05g33130.1	" no descriptionmoderately similar to ( 392)AT3G12500| Symbols: PR3, PR-3, CHI-B, B-CHI, ATHCHIB | ATHCHIB (BASIC CHITINASE); chitinase | chr3:3962508-3963952 REVERSEmoderately similar to ( 424)CHIA_SECCEBasic endochitinase A precursor - Secale cereale (Rye)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Glyco_hydro_19 chitinase_glyco_hydro_19 lysozyme_like Chitin_bind_1 ChtBD1 ChtBD1 PRK07003 PRK12323 PRK07764 Atrophin-1 COG3179 TT_ORF1 PRK12678 PRK05648 Herpes_BLLF1 PRK08853 Protamine_P1 "	stress.biotic	20_1

CUST_90461_PI403524517	2	0.029604912	0.47391224	0.10776043	-0.12161255	-0.029604912	-0.051060677	35_25872	"Cluster: Hypothetical protein P0431H09.11; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0431H09.11 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5N9Q6	0	0	CHR01V5|COORD:29007003..29002361|protein expressed protein	LOC_Os01g49930.1	no description	not assigned.unknown	35_2

CUST_43289_PI403524517	2	0.32868958	0.23306656	-0.04348564	0.035723686	-0.2358675	-0.035723686	35_12431	"Cluster: Os12g0172500 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os12g0172500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IPR5	CHR3V7|COORD:19803759..19807406| transducin family protein / WD-40 repeat family protein	AT3G53390.1	CHR12V5|COORD:3678298..3671804|protein nucleotide binding protein, putative, expressed	LOC_Os12g07450.3	no descriptionvery weakly similar to (96.3)AT3G53390| Symbols:  | transducin family protein / WD-40 repeat family protein | chr3:19803759-19807406 FORWARDnot assigned	not assigned.no ontology	35_1

CUST_8661_PI403524517	2	0.41466713	-0.10503483	0.08224201	0.023469925	-0.1040678	-0.023468971	35_2425	"Cluster: Os01g0847700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0847700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JHR5	CHR2V7|COORD:15841966..15843737| oxidoreductase	AT2G37770.2	CHR01V5|COORD:36737487..36741459|protein aldose reductase, putative, expressed	LOC_Os01g62870.1	no descriptionvery weakly similar to (95.5)AT2G37770| Symbols:  | oxidoreductase | chr2:15841966-15843737 FORWARDvery weakly similar to (65.1)ALDR_HORVUAldose reductase - Hordeum vulgare (Barley)not assigned Aldo_ket_red ARA1 dkgA dkgB	minor CHO metabolism.others	3_5

CUST_16361_PI403524517	2	0.3320036	-0.55587006	-0.1220932	0.10962105	0.010422707	-0.010422707	35_4719	"Cluster: OSIGBa0158F05.10 protein; n=3; Oryza sativa|Rep: OSIGBa0158F05.10 protein - Oryza sativa (Rice)"	UniRef90_Q01KG0	CHR2V7|COORD:10962742..10963095| similar to hypothetical protein SDM1_56t00007 [Solanum demissum] (GB:AAU90329.1)	AT2G25720.1	CHR04V5|COORD:28157655..28157290|protein expressed protein	LOC_Os04g47820.1	no descriptionvery weakly similar to (74.3)AT2G25720| Symbols:  | similar to hypothetical protein SDM1_56t00007 [Solanum demissum] (GB:AAU90329.1) | chr2:10962742-10963095 REVERSEnot assigned not assigned not assigned not assigned not assigned PRK12323	not assigned.unknown	35_2

CUST_12613_PI404877155	2	-0.13986301	-0.15726757	0.15648556	0.100878716	0.09573746	-0.09573746	Contig6341_s_at	putative ribose-5-phosphate isomerase [Oryza sativa (japonica cultivar-group)]	BAC83439.1	ribose 5-phosphate isomerase-related	At3g04790.1	protein ribose 5-phosphate isomerase A	Os07g08030	ribose 5-phosphate isomerase-related, similar to ribose-5-phosphate isomerase GI:18654317 from (Spinacia oleracea)	PS.calvin cyle.Rib5P Isomerase	1_03_10

CUST_19489_PI403524517	2	0.12790966	-0.48926544	-0.057157516	-0.04414749	0.04414749	0.06136036	35_5647	"Cluster: Hypothetical protein OSJNBa0010K01.26; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0010K01.26 - Oryza sativa (japonica"	UniRef90_Q5NA57	CHR2V7|COORD:11995900..11998474| similar to Os01g0241100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001042551.1)	AT2G28130.1	CHR01V5|COORD:7807774..7803434|protein expressed protein	LOC_Os01g13940.1	no descriptionmoderately similar to ( 329)AT2G28130| Symbols:  | similar to Os01g0241100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001042551.1) | chr2:11995900-11998474 FORWARD	not assigned.unknown	35_2

CUST_7725_PI403524517	2	-0.20303917	0.42133617	0.090065	-0.041490555	-0.3044567	0.041490555	35_2150	Rep: Protein kinase-like protein - Oryza sativa (Rice)	UniRef90_Q9FWF0	CHR4V7|COORD:16755330..16758046| protein kinase family protein	AT4G35230.1	CHR10V5|COORD:20870078..20875097|protein ATP binding protein, putative, expressed	LOC_Os10g39670.1	no descriptionweakly similar to ( 127)AT4G35230| Symbols:  | protein kinase family protein | chr4:16755330-16758046 REVERSEvery weakly similar to (51.2)CRI4_MAIZEPutative receptor protein kinase CRINKLY4 precursor - Zea mays (Maize)not assigned TyrKc	protein.postranslational modification	29_4

CUST_106762_PI403524517	2	0.047091484	-0.21252441	-0.22484398	-0.035808563	0.035809517	0.07595825	35_30384	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QZT3		0	CHR11V5|COORD:26684215..26686214|protein calmodulin binding protein, putative, expressed	LOC_Os11g44920.1	no description	not assigned.unknown	35_2

CUST_60332_PI403524517	2	-0.1065979	0.0023326874	0.09422684	0.12275696	-0.0023317337	-0.13561344	35_17197	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10J01	"CHR5V7|COORD:26894893..26896691| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G11840.1); similar to Protein of unknown function DUF1230 [Medicago"	AT5G67370.1	CHR03V5|COORD:18532489..18530351|protein expressed protein	LOC_Os03g32490.1	"no descriptionmoderately similar to ( 301)AT5G67370| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G11840.1); similar to Protein of unknown function DUF1230 [Medicago truncatula] (GB:ABE85761.1); contains InterPro domain Protein of unknown function DUF1230; (InterPro:IPR009631) | chr5:26894893-26896691 REVERSEDUF1230"	not assigned.unknown	35_2

CUST_13238_PI403524517	2	-0.016694069	0.3840351	0.19896793	-0.2646141	0.016694069	-0.1144495	35_3788	"Cluster: Hypothetical protein P0456F08.33; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0456F08.33 - Oryza sativa (japonica cultivar-g"	UniRef90_Q9ASD3	CHR2V7|COORD:11112819..11113685| RTE1 (REVERSION-TO-ETHYLENE SENSITIVITY1)	AT2G26070.1	CHR01V5|COORD:29899500..29902553|protein expressed protein	LOC_Os01g51430.1	no descriptionvery weakly similar to (74.7)AT2G26070| Symbols: RTE1 | RTE1 (REVERSION-TO-ETHYLENE SENSITIVITY1) | chr2:11112819-11113685 REVERSEnot assigned DUF778	not assigned.unknown	35_2

CUST_79957_PI403524517	2	0.19581223	-0.33723068	-0.031129837	0.24599218	-0.26937437	0.031129837	35_22929	"Cluster: Os02g0181900 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0181900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E3C8	"CHR2V7|COORD:10704956..10709077| CLPB-M/CLPB4/HSP98.7 (HEAT SHOCK PROTEIN 98.7); ATP binding / ATPase"	AT2G25140.1	CHR02V5|COORD:4572910..4567614|protein chaperone clpB 1, putative, expressed	LOC_Os02g08490.1	" no descriptionweakly similar to ( 106)AT2G25140| Symbols: HSP98.7, CLPB-M, CLPB4 | CLPB-M/CLPB4/HSP98.7 (HEAT SHOCK PROTEIN 98.7); ATP binding / ATPase | chr2:10704956-10709077 REVERSEnot assigned Clp_N "	stress.abiotic.heat	20_2_1

CUST_33950_PI403524517	2	7.5769424E-4	0.27067327	0.5295181	-0.02524805	-7.572174E-4	-0.17115402	35_9786	0	0	0	0	CHR06V5|COORD:6246720..6242662|protein oxidation resistance protein 1, putative, expressed	LOC_Os06g11790.2	no description	not assigned.unknown	35_2

CUST_86217_PI403524517	2	0.17828941	0.4505663	0.06962347	-0.1307087	-0.06962395	-0.08681965	35_24693	Rep: Seven transmembrane protein Mlo4 - Zea mays (Maize)	UniRef90_Q94CH1	"CHR1V7|COORD:3671935..3675909| MLO4 (MILDEW RESISTANCE LOCUS O 4); calmodulin binding"	AT1G11000.1	CHR11V5|COORD:4082034..4086654|protein MLO-like protein 4, putative, expressed	LOC_Os11g07912.1	" no descriptionmoderately similar to ( 238)AT1G11000| Symbols: ATMLO4, MLO4 | MLO4 (MILDEW RESISTANCE LOCUS O 4); calmodulin binding | chr1:3671935-3675909 REVERSEvery weakly similar to (95.9)MLOH1_HORVUMLO protein homolog 1 - Hordeum vulgare (Barley)Mlo "	stress.biotic	20_1

CUST_73152_PI403524517	2	-0.76897764	0.07811737	0.2909031	-0.07811737	0.10958195	-0.15548706	35_20976	"Cluster: Hypothetical protein OSJNBa0057G07.10; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0057G07.10 - Oryza sativa (japonica"	UniRef90_Q7Y1G8	"CHR4V7|COORD:10574914..10576366| similar to structural constituent of ribosome [Arabidopsis thaliana] (TAIR:AT5G13720.1); similar to Os07g0656700 [Oryza"	AT4G19390.1	CHR03V5|COORD:30299751..30301510|protein uncharacterized UPF0114 domain containing protein, expressed	LOC_Os03g52910.1	"no descriptionweakly similar to ( 106)AT4G19390| Symbols:  | similar to structural constituent of ribosome [Arabidopsis thaliana] (TAIR:AT5G13720.1); similar to Os07g0656700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001060506.1); similar to Os06g0710300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001058543.1); similar to Uncharacterized protein UPF0114 [Thiomicrospira denitrificans ATCC 33889] (GB:YP_393149.1); contains InterPro domain Uncharacterized protein UPF0114; (InterPro:IPR005134) | chr4:10574914-10576366 REVERSEUPF0114"	not assigned.unknown	35_2

CUST_9929_PI399408534	2	1.0374417	-0.1792512	-1.2166357	0.7507863	0.1792512	-0.4733219	35_9323	"Cluster: Putative MYB29 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative MYB29 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5VS69	CHR5V7|COORD:21376649..21379263| myb family transcription factor	AT5G52660.2	CHR06V5|COORD:402494..397592|protein MYBR5, putative, expressed	LOC_Os06g01670.1	no descriptionweakly similar to ( 137)AT5G52660| Symbols:  | myb family transcription factor | chr5:21376649-21379263 REVERSEnot assigned Myb_DNA-binding	RNA.regulation of transcription.MYB-related transcription factor family	27_3_26

CUST_17876_PI403524517	2	0.018463135	0.11947632	-0.06687164	-0.018463135	0.075268745	-0.08864117	35_5159	"Cluster: Putative serine/threonine-specific protein kinase NAK; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative serine/threonine-specific protein kina"	UniRef90_Q8S1E8	CHR5V7|COORD:4886417..4888558| protein kinase, putative	AT5G15080.1	CHR01V5|COORD:23250718..23245301|protein protein kinase APK1A, chloroplast precursor, putative, expressed	LOC_Os01g40590.1	 no descriptionhighly similar to ( 598)AT5G15080| Symbols:  | protein kinase, putative | chr5:4886417-4888558 FORWARDmoderately similar to ( 223)NORK_MEDTRNodulation receptor kinase precursor - Medicago truncatula (Barrel medic)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pkinase_Tyr TyrKc PTKc Pkinase S_TKc S_TKc PTKc_Jak_rpt2 PTKc_InsR_like PTKc_EphR PTKc_Srm_Brk PTKc_Ror PTKc_Csk_like PTKc_Trk PTKc_Fes_like PTKc_Syk_like PTKc_Itk PTKc_Tyk2_rpt2 PTKc_EGFR_like PTKc_DDR PTKc_Tec_like PTKc_Ack_like SPS1 PTKc_TrkC PTKc_Src_like PTKc_Jak2_Jak3_rpt2 PTKc_c-ros PTKc_Axl_like PTKc_Musk PTKc_DDR1 PTKc_TrkB PTK_HER3 PTKc_DDR_like PTKc_Frk_like PTKc_Chk PTKc_FAK PTKc_ALK_LTK PTKc_Met_Ron PTKc_Abl PTKc_TrkA PTKc_FGFR PTKc_Fer PTKc_EphR_B PTKc_DDR2 PTKc_Tec_Rlk PTKc_HER4 PTKc_Csk PTKc_Jak1_rpt2 PTKc_EphR_A10 PTKc_RET PTK_CCK4 PTKc_Lck_Blk PTKc_EphR_A2 PTKc_IGF-1R PTKc_InsR PTKc_EphR_A PTKc_Ror1 PTKc_Zap-70 PTKc_Fes PTKc_EGFR PTKc_Ror2 PTKc_PDGFR PTKc_FGFR3 PTKc_Btk_Bmx PTKc_Tyro3 PTKc_Tie1 PTKc_Yes PTK_Ryk PTKc_FGFR4 PTKc_Fyn_Yrk PTKc_Syk PTKc_Lyn PTKc_FGFR1 PTKc_Tie PTKc_Src PTKc_HER2 PTKc_FGFR2 PTKc_Tie2 PTKc_Aatyk PTKc_Hck PTKc_Axl PTK_Jak_rpt1 PTKc_Aatyk1_Aatyk3 PTKc_VEGFR3 PTK_Jak1_rpt1 PTKc_CSF-1R PTKc_Kit PTKc_VEGFR PTK_Jak2_Jak3_rpt1 PTKc_VEGFR2 PTKc_Aatyk2 PTK_Tyk2_rpt1 PTKc_PDGFR_alpha PTKc_PDGFR_beta 	protein.postranslational modification.kinase.receptor like cytoplasmatic kinase VII	29_4_1_57

CUST_120691_PI403524517	2	-0.21032	0.0016226768	0.07641649	-0.0016222	-0.011397362	0.009153843	35_34110	"Cluster: Os02g0168000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0168000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E3L5	"CHR1V7|COORD:7666848..7667570| UREF (UREASE ACCESSORY PROTEIN F); nickel ion binding"	AT1G21840.1	CHR02V5|COORD:3674670..3677975|protein urease accessory protein F, putative, expressed	LOC_Os02g07150.3	no description	not assigned.unknown	35_2

CUST_15598_PI399408534	2	0.5592375	0.7105074	-0.15573406	-0.19380188	-0.43794012	0.15573406	35_47102	Rep: Homeobox protein KNOX3 - Hordeum vulgare (Barley)	UniRef90_Q43484	"CHR4V7|COORD:5147966..5150607| KNAT1 (BREVIPEDICELLUS 1); transcription factor"	AT4G08150.1	CHR03V5|COORD:29557422..29546838|protein homeobox protein OSH1, putative, expressed	LOC_Os03g51690.3	" no descriptionweakly similar to ( 149)AT4G08150| Symbols: BP, BP1, KNAT1 | KNAT1 (BREVIPEDICELLUS 1); transcription factor | chr4:5147966-5150607 REVERSEweakly similar to ( 194)KNOX3_HORVUHomeobox protein KNOX3 - Hordeum vulgare (Barley)not assigned not assigned HOX homeodomain "	RNA.regulation of transcription.HB,Homeobox transcription factor family	27_3_22

CUST_130780_PI403524517	2	0.63339233	0.1693058	-0.027874947	0.02787447	-0.59808254	-0.055058956	35_36725	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QV87	"CHR1V7|COORD:9699252..9703688| similar to proline-rich family protein [Arabidopsis thaliana] (TAIR:AT3G09000.1); similar to expressed protein [Oryza sativa (jap"	AT1G27850.1	CHR12V5|COORD:7683511..7676111|protein expressed protein	LOC_Os12g13660.1	"no descriptionvery weakly similar to (93.2)AT1G27850| Symbols:  | similar to proline-rich family protein [Arabidopsis thaliana] (TAIR:AT3G09000.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABG21939.1) | chr1:9699252-9703688 FORWARDnot assigned not assigned"	DNA.synthesis/chromatin structure	28_1

CUST_18165_PI404877155	2	-0.5925865	-0.63212204	-0.002213955	0.12923193	0.0022144318	0.08222628	HVSMEf0001K20r2_at	OSJNBa0036B21.19 [Oryza sativa (japonica cultivar-group)] ref|XP_472739.1| OSJNBa0036B21.19 [Oryza sativa (japonica cultivar-group)]	CAD40901.2	aldose 1-epimerase family protein	At3g47800.1	protein non-cell-autonomous protein pathway2	Os04g38540	Glyceraldehyde 3-phosphate dehydrogenase, cytosolic pir	glycolysis.glyceraldehyde 3-phosphate dehydrogenase	4_09

CUST_45282_PI403524517	2	-0.004050255	0.07460594	0.112924576	0.004049301	-0.43632984	-0.107292175	35_12979	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_117165_PI403524517	2	-0.2769122	0.77887726	-0.12167215	0.20752335	0.12167215	-0.21698427	35_33204	"Cluster: Hypothetical protein P0433E10.24; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0433E10.24 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6ZA67		0	CHR08V5|COORD:19795820..19796465|protein expressed protein	LOC_Os08g32120.1	no description	not assigned.unknown	35_2

CUST_57461_PI403524517	2	0.033102036	0.7043028	-0.14077854	0.15088272	-0.17377281	-0.033102036	35_16384	Rep: H0821G03.7 protein - Oryza sativa (Rice)	UniRef90_Q25A09	"CHR1V7|COORD:30251852..30253947| NHO1 (NONHOST RESISTANCE TO P. S. PHASEOLICOLA 1); carbohydrate kinase"	AT1G80460.1	CHR04V5|COORD:32740875..32736641|protein glycerol kinase, putative, expressed	LOC_Os04g55410.1	" no descriptionhighly similar to ( 757)AT1G80460| Symbols: GLI1, NHO1 | NHO1 (NONHOST RESISTANCE TO P. S. PHASEOLICOLA 1); carbohydrate kinase | chr1:30251852-30253947 REVERSEnot assigned not assigned glpK GlpK XylB FGGY_N FGGY_C PRK10331 AraB PRK10939 PRK04123 "	lipid metabolism.glyceral metabolism	11_5

CUST_167216_PI403524517	2	-0.051029205	0.24411249	0.5068183	-0.102581024	0.051029205	-0.5077481	35_46577	0	0		0	CHR01V5|COORD:15635934..15639882|protein retrotransposon protein, putative, unclassified	LOC_Os01g27430.1	no description	not assigned.unknown	35_2

CUST_688_PI404877155	2	-9.965897E-4	0.22628307	-0.054213524	0.082411766	-0.016968727	9.965897E-4	Contig10646_at	putative NADH dehydrogenase [Oryza sativa (japonica cultivar-group)]	NP_915326.1	pyridine nucleotide-disulphide oxidoreductase family protein	At1g07180.1	protein hAT family dimerisation domain, putative	Os07g37730	"ATNDI1;NDA1;ALTERNATIVE  NAD(P)H DEHYDROGENASE 1;Internal NAD(P)H dehydrogenase in mitochondria. The predicted protein sequence has high homology with other designated NAD(P)H DHs from microorganisms; the capacity for matrix NAD(P)H oxidation via the rote"	mitochondrial electron transport / ATP synthesis.NADH-DH.type II.internal matrix	9_2_1

CUST_76588_PI403524517	2	0.06081581	-0.060816765	0.11742306	-0.12952995	0.17851162	-0.20566368	35_21957	"Cluster: Putative nucleoporin p58; nucleoporin p45; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative nucleoporin p58; nucleoporin p45 - Oryza sativa"	UniRef90_Q67UZ2	CHR4V7|COORD:17489561..17491767| hydroxyproline-rich glycoprotein family protein	AT4G37130.1	CHR09V5|COORD:17013364..17007657|protein nucleoporin p58/p45, putative, expressed	LOC_Os09g28019.1	no descriptionweakly similar to ( 189)AT4G37130| Symbols:  | hydroxyproline-rich glycoprotein family protein | chr4:17489561-17491767 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned GAL11 PRK10263 PRK07003 PRK12323 DUF566 DUF1421 Glutenin_hmw Metallothio tolA LSR PRK07764 DUF1777 PRK10927	protein.targeting.nucleus	29_3_1

CUST_31375_PI403524517	2	0.4326887	0.3376608	0.114783764	-0.23107433	-0.3543439	-0.11478424	35_9056	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_113908_PI403524517	2	-0.2082448	0.31408358	0.2428093	-0.03637743	-0.52111626	0.03637743	35_32329	"Cluster: Putative ATPase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative ATPase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5ZCG4		0	CHR01V5|COORD:33337069..33326897|protein ATP binding protein, putative, expressed	LOC_Os01g57110.1	no description	not assigned.unknown	35_2

CUST_5379_PI403524517	2	0.4555807	-0.1599102	0.09670067	0.21588612	-0.35029364	-0.09670067	35_1485	"Cluster: Putative isocitrate dehydrogenase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative isocitrate dehydrogenase - Oryza sativa (japonica cultivar"	UniRef90_Q9SDG5	CHR5V7|COORD:794042..795938| isocitrate dehydrogenase, putative / NAD+ isocitrate dehydrogenase, putative	AT5G03290.1	CHR01V5|COORD:9662190..9667012|protein 3-isopropylmalate dehydrogenase, chloroplast precursor, putative, expressed	LOC_Os01g16900.2	 no descriptionhighly similar to ( 607)AT5G03290| Symbols:  | isocitrate dehydrogenase, putative / NAD+ isocitrate dehydrogenase, putative | chr5:794042-795938 FORWARDhighly similar to ( 573)LEU3_SOLTU3-isopropylmalate dehydrogenase, chloroplast precursor - Solanum tuberosum (Potato)not assigned not assigned not assigned not assigned LeuB PRK08997 PRK09222 Iso_dh PRK00772 Icd PRK03437 PRK06451 PRK07006 PRK08194 PRK07362 	TCA / org. transformation.other organic acid transformaitons.IDH	8_2_4

CUST_43855_PI403524517	2	0.009114265	-0.009113312	-0.04441929	-0.032788277	0.03360653	0.07905769	35_12585	"Cluster: Unknow protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Unknow protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q688Q3	CHR1V7|COORD:21142430..21145147| serine/threonine protein phosphatase-related	AT1G56440.1	CHR05V5|COORD:1726877..1722603|protein TPR Domain containing protein, expressed	LOC_Os05g03910.1	no descriptionvery weakly similar to (76.6)AT1G56440| Symbols:  | serine/threonine protein phosphatase-related | chr1:21142430-21145147 REVERSE	not assigned.no ontology	35_1

CUST_14199_PI404877155	2	-0.064297676	-0.42731953	-0.048698425	0.048698425	0.08578205	0.05672455	Contig8040_at	putative aminotransferase [Oryza sativa (japonica cultivar-group)] gb|AAP54917.1| putative aminotransferase [Oryza sativa (japonica cultivar	NP_922630.1	branched-chain amino acid aminotransferase 5 / branched-chain amino acid transaminase 5 (BCAT5)	At5g65780.1	protein branched-chain amino acid aminotransferase, putative	Os05g48450	17 putative aminotransferase	amino acid metabolism.synthesis.branched chain group.common	13_1_4_1

CUST_134336_PI403524517	2	-0.1046319	0.30900574	0.61454105	0.04656458	-0.15701008	-0.046565056	35_37694	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_33636_PI399408534	2	0.25222874	0.0	0.0	-0.18534946	-0.21318054	0.35171986	35_10094	"Cluster: Leucine-rich repeat/receptor protein kinase precursor; n=3; Oryza sativa|Rep: Leucine-rich repeat/receptor protein kinase precursor - Oryza sativa (Ric"	UniRef90_Q40699	"CHR1V7|COORD:28467292..28470313| CLV1 (CLAVATA 1); ATP binding / kinase/ protein serine/threonine kinase"	AT1G75820.1	CHR06V5|COORD:30473475..30469047|protein receptor protein kinase CLAVATA1 precursor, putative, expressed	LOC_Os06g50340.1	" no descriptionmoderately similar to ( 223)AT1G75820| Symbols: FAS3, FLO5, CLV1 | CLV1 (CLAVATA 1); ATP binding / kinase/ protein serine/threonine kinase | chr1:28467292-28470313 REVERSEweakly similar to ( 110)RPK1_IPONIReceptor-like protein kinase precursor - Ipomoea nil (Japanese morning glory) (Pharbitis nil)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase Pkinase_Tyr PTKc TyrKc PTKc_Syk_like PTKc_Csk_like PTKc_Ack_like SPS1 PTKc_Frk_like PTKc_EphR PTKc_EGFR_like PTKc_Srm_Brk PTKc_Met_Ron PTKc_Jak_rpt2 PTKc_Tec_like PTKc_Src_like PTKc_EphR_A2 PTKc_EphR_A PTKc_EphR_B PTKc_Abl PTKc_Lck_Blk PTKc_InsR_like PTKc_HER2 PTKc_HER4 PTKc_Itk PTKc_Tec_Rlk PTKc_Jak2_Jak3_rpt2 TT_ORF1 PTKc_Fyn_Yrk PRK12323 PTKc_Hck Herpes_BLLF1 PRK07003 Atrophin-1 PTKc_Lyn PTKc_DDR PTKc_Btk_Bmx PTKc_Yes PTKc_Ror PTKc_Src PTKc_Syk PTKc_Axl_like PRK08770 PTK_HER3 PTKc_Zap-70 PTKc_EGFR PTKc_FGFR PTKc_Kit PTKc_Chk PRK12678 PTKc_Musk PTKc_Axl PTKc_Tyk2_rpt2 "	signalling.receptor kinases.leucine rich repeat XI	30_2_11

CUST_9953_PI399408534	2	0.08810711	0.4685068	0.056167603	-0.18896246	-0.07324886	-0.05616808	35_25585	"Cluster: Tesmin-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Tesmin-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5JMF9	CHR4V7|COORD:14293963..14296608| tesmin/TSO1-like CXC domain-containing protein	AT4G29000.1	CHR01V5|COORD:32349249..32343470|protein tesmin/TSO1-like CXC domain containing protein, expressed	LOC_Os01g55580.2	no descriptionmoderately similar to ( 261)AT4G29000| Symbols:  | tesmin/TSO1-like CXC domain-containing protein | chr4:14293963-14296608 FORWARDnot assigned CXC PRK07764 PRK12323 PRK07003	RNA.regulation of transcription.CPP(Zn),CPP1-related transcription factor family	27_3_17

CUST_97248_PI403524517	2	0.32009268	0.067780495	0.11449337	-0.15688133	-0.3769846	-0.067780495	35_27774	"Cluster: OSJNBa0089N06.3 protein; n=4; Oryza sativa|Rep: OSJNBa0089N06.3 protein - Oryza sativa (Rice)"	UniRef90_Q7XN79	CHR3V7|COORD:7662549..7663645| APO4 (ACCUMULATION OF PHOTOSYSTEM ONE 4)	AT3G21740.1	CHR04V5|COORD:31742815..31740471|protein expressed protein	LOC_Os04g53612.1	no descriptionmoderately similar to ( 222)AT3G21740| Symbols: APO4 | APO4 (ACCUMULATION OF PHOTOSYSTEM ONE 4) | chr3:7662549-7663645 REVERSEDUF794	not assigned.unknown	35_2

CUST_18765_PI403524517	2	-0.0022001266	0.8471966	0.002199173	-0.11157131	-0.043750763	0.23504257	35_5433	"Cluster: RNA-binding protein, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: RNA-binding protein, putative, expressed - Oryza sativa (jap"	UniRef90_Q337S3	CHR5V7|COORD:206796..208398| zinc finger (C3HC4-type RING finger) family protein	AT5G01520.1	CHR10V5|COORD:15757312..15755073|protein ubiquitin-protein ligase/ zinc ion binding protein, putative, expressed	LOC_Os10g30850.2	no descriptionweakly similar to ( 200)AT5G01520| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr5:206796-208398 FORWARDnot assigned	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_15667_PI399408534	2	-0.39855385	0.5560818	0.16468716	-0.0808506	-0.42421913	0.080851555	35_19948	Rep: ACC synthase - Triticum aestivum (Wheat)	UniRef90_Q43204	CHR1|COORD:176141..178400| 1-aminocyclopropane-1-carboxylate synthase 2 /  ACC synthase 2  (ACS2) (ACC1), identical to	AT1G01480.2	CHR04V5|COORD:28915586..28912714|protein 1-aminocyclopropane-1-carboxylate synthase, putative, expressed	LOC_Os04g48850.1	 no descriptionweakly similar to ( 175)AT1G01480| Symbols: AT-ACC2, ACS2 | ACS2 (1-Amino-cyclopropane-1-carboxylate synthase 2) | chr1:176607-178051 FORWARDweakly similar to ( 181)1A1C_SOYBN1-aminocyclopropane-1-carboxylate synthase - Glycine max (Soybean)not assigned not assigned not assigned Aminotran_1_2 PRK07003 PRK07764 	hormone metabolism.ethylene.synthesis-degradation	17_5_1

CUST_156168_PI403524517	2	-0.10864353	1.3443975	-0.16330624	0.584177	0.10864353	-0.5750456	35_43613	"Cluster: Ribulose bisphosphate carboxylase small chain, chloroplast precursor; n=5; Triticeae|Rep: Ribulose bisphosphate carboxylase small chain,"	UniRef90_Q40004	CHR1V7|COORD:25052253..25052912| ribulose bisphosphate carboxylase small chain 1A / RuBisCO small subunit 1A (RBCS-1A) (ATS1A)	AT1G67090.2	CHR12V5|COORD:11274441..11275784|protein ribulose bisphosphate carboxylase small chain C, chloroplast precursor, putative, expressed	LOC_Os12g19394.1	 no descriptionweakly similar to ( 129)AT5G38410| Symbols:  | ribulose-bisphosphate carboxylase | chr5:15394731-15395536 REVERSEweakly similar to ( 187)RBS_HORVURibulose bisphosphate carboxylase small chain, chloroplast precursor - Hordeum vulgare (Barley)RuBisCO_small RuBisCO_small RbcS 	PS.calvin cyle.rubisco small subunit	1_3_2

CUST_2600_PI404877155	2	0.10669422	-0.30004597	-0.054265022	-0.012937546	0.040995598	0.012937546	Contig13025_at	hypothetical protein [Oryza sativa (japonica cultivar-group)]	NP_910691.1	basic helix-loop-helix (bHLH) family protein	At1g68920.1	protein Helix-loop-helix DNA-binding domain, putative	Os06g16400	helix-loop-helix DNA-binding protein	RNA.regulation of transcription.bHLH,Basic Helix-Loop-Helix family	27_3_06

CUST_131619_PI403524517	2	0.055335045	-0.3888073	0.10350323	-0.165802	-0.055335045	0.09194565	35_36963	"Cluster: Os05g0295800 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0295800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DJE6	CHR1V7|COORD:2535699..2537627| calmodulin binding / lactoylglutathione lyase	AT1G08110.3	CHR05V5|COORD:13021153..13016464|protein lactoylglutathione lyase, putative, expressed	LOC_Os05g22970.1	no descriptionweakly similar to ( 188)AT1G08110| Symbols:  | calmodulin binding / lactoylglutathione lyase | chr1:2535460-2537627 FORWARDweakly similar to ( 192)LGUL_CICARLactoylglutathione lyase - Cicer arietinum (Chickpea) (Garbanzo)not assigned potato_inhibit Glyoxalase PRK10291	amino acid metabolism.degradation.aspartate family.threonine	13_2_3_2

CUST_96169_PI403524517	2	0.03719139	-0.037190914	-0.14477634	0.31245518	0.1859684	-0.5946355	35_27475	"Cluster: Os01g0735300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0735300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JJJ6	CHR3V7|COORD:5618853..5620839| UDP-glucoronosyl/UDP-glucosyl transferase family protein	AT3G16520.2	CHR01V5|COORD:31002321..31004269|protein anthocyanidin 5,3-O-glucosyltransferase, putative, expressed	LOC_Os01g53390.1	no descriptionweakly similar to ( 104)AT3G16520| Symbols:  | UDP-glucoronosyl/UDP-glucosyl transferase family protein | chr3:5618853-5620839 REVERSE	misc.UDP glucosyl and glucoronyl transferases	26_2

CUST_83618_PI403524517	2	0.0055742264	0.25593376	-0.014601707	-0.00557518	-0.2910328	0.046175003	35_23974	"Cluster: Putative pentatricopeptide (PPR) repeat-containing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative pentatricopeptide (PPR)"	UniRef90_Q6YUS7	0	0	CHR02V5|COORD:1050120..1047595|protein pentatricopeptide, putative, expressed	LOC_Os02g02770.1	no description	not assigned.unknown	35_2

CUST_8370_PI404877155	2	0.28153992	1.6936169	-0.31352806	-0.045664787	-0.03267193	0.03267193	Contig2479_at	DRE-binding protein 1A [Oryza sativa]	AAN02486.1	DRE-binding protein (DREB1C) / CRT/DRE-binding factor 2 (CBF2)	At4g25470.1	protein DRE-binding protein 1A	Os09g35030	NONE	stress.abiotic.drought/salt	20_2_3

CUST_170076_PI403524517	2	0.06568718	0.02325821	0.09236336	-0.0993948	-0.23674107	-0.023257256	35_47373	"Cluster: Expressed protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2R9D1	CHR4V7|COORD:6083857..6087799| similar to EMB2756 (EMBRYO DEFECTIVE 2756), hydrolase, acting on carbon-nitrogen (but not peptide) bonds, in linear	AT4G09630.1	CHR11V5|COORD:4914681..4919536|protein EMB2756, putative, expressed	LOC_Os11g09170.2	no description	not assigned.unknown	35_2

CUST_4344_PI399408534	2	-0.2945423	0.6157088	0.08353281	0.062396526	-0.71388435	-0.062396526	35_5174	"Cluster: Os06g0283300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0283300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DCW3	CHR5V7|COORD:5131287..5133049| serine/threonine protein kinase, putative	AT5G15730.1	CHR08V5|COORD:2157675..2153168|protein nodulation receptor kinase precursor, putative, expressed	LOC_Os08g04420.1	 no descriptionmoderately similar to ( 412)AT5G15730| Symbols:  | serine/threonine protein kinase, putative | chr5:5131287-5133049 FORWARDmoderately similar to ( 202)NORK_MEDTRNodulation receptor kinase precursor - Medicago truncatula (Barrel medic)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TyrKc S_TKc Pkinase_Tyr S_TKc PTKc Pkinase PTKc_Csk_like PTKc_Srm_Brk PTKc_Jak_rpt2 PTKc_Musk PTKc_Abl PTKc_Frk_like SPS1 PTKc_Jak2_Jak3_rpt2 PTKc_Src_like PTKc_Chk PTKc_Trk PTKc_Fes_like PTKc_EphR PTKc_Tyk2_rpt2 PTKc_Ror PTKc_InsR_like PTKc_Tie1 PTK_CCK4 PTKc_PDGFR PTKc_Syk_like PTKc_Itk PTKc_c-ros PTKc_Csk PTKc_Tie2 PTKc_Met_Ron PTKc_Tec_like PTKc_Tie PTKc_TrkC PTKc_ALK_LTK PTKc_FGFR PTKc_Btk_Bmx PTKc_TrkB PTKc_Axl_like PTKc_RET PTKc_Tec_Rlk PTKc_Lck_Blk PTKc_Tyro3 PTKc_DDR_like PTKc_Fyn_Yrk PTKc_Src PTKc_EGFR_like PTKc_TrkA PTKc_Lyn PTKc_DDR PTKc_Ror1 PTKc_Fer PTKc_Ack_like PTKc_EphR_A2 PTKc_Jak1_rpt2 PTK_Ryk PTKc_DDR1 PTKc_FAK PTKc_Fes PTKc_Yes PTKc_FGFR1 PTKc_Axl PTKc_IGF-1R PTKc_Hck PTKc_InsR PTKc_FGFR3 PTKc_Zap-70 PTKc_DDR2 PTKc_Syk PTKc_FGFR2 PTKc_FGFR4 PTKc_Ror2 PTKc_EphR_B PTKc_EphR_A PTKc_HER4 PTKc_VEGFR PTKc_EphR_A10 PTKc_HER2 PTKc_Aatyk PTKc_EGFR PTK_HER3 PTKc_PDGFR_alpha PTKc_VEGFR2 PTKc_VEGFR3 PTK_Jak2_Jak3_rpt1 PTKc_CSF-1R PTKc_PDGFR_beta PTKc_Kit PTKc_Aatyk1_Aatyk3 PTKc_Aatyk2 TT_ORF1 PTK_Jak_rpt1 	signalling.receptor kinases.misc	30_2_99

CUST_1457_PI404877155	2	-0.02624607	0.07894802	-0.051729202	0.0	0.05126381	0.0	Contig11582_at	DNAJ heat shock protein, putative [Arabidopsis thaliana] gb|AAL67104.1| At1g24120/F3I6_4 [Arabidopsis thaliana]	NP_173822.2	DNAJ heat shock protein, putative	At1g24120.1	protein DnaJ domain, putative	Os02g50760	"DNAJ heat shock protein, putative, similar to Altered Response to Gravity (Arabidopsis thaliana) GI:4249662; contains Pfam profile PF00226 DnaJ domain"	stress.abiotic.heat	20_2_1

CUST_56013_PI403524517	2	0.1265564	-0.41607666	-0.008120537	-0.036535263	0.0081214905	0.02950573	35_15945	Rep: Proteasome subunit beta type 3 - Oryza sativa (Rice)	UniRef90_Q9LST7	"CHR1V7|COORD:7626383..7628059| PBC1 (20S proteasome beta subunit C1); peptidase"	AT1G21720.1	CHR02V5|COORD:4601379..4598612|protein proteasome subunit beta type 3, putative, expressed	LOC_Os02g08520.1	"no descriptionmoderately similar to ( 260)AT1G21720| Symbols: PBC1 | PBC1 (20S proteasome beta subunit C1); peptidase | chr1:7626383-7628059 FORWARDmoderately similar to ( 268)PSB3_ORYSAnot assigned not assigned not assigned proteasome_beta_type_3 proteasome_beta proteasome_protease_HslV Proteasome PRE1 proteasome_beta_archeal proteasome_beta_type_1 Ntn_hydrolase proteasome_beta_type_6"	protein.degradation.ubiquitin.proteasom	29_5_11_20

CUST_2150_PI404877155	2	0.045765877	-0.17151356	-0.03733635	-0.0059804916	0.011175156	0.0059814453	Contig12468_at	putative Polycomb group protein FIE2 [Oryza sativa (japonica cultivar-group)]	BAD03073.1	fertilization-independent endosperm protein (FIE)	At3g20740.1	protein expressed protein	Os08g04270	"FIE1;FIS3;FERTILIZATION-INDEPENDENT ENDOSPERM;FERTILIZATION-INDEPENDENT ENDOSPERM 1;fertilization-independent endosperm protein (FIE), contains 6 WD-40 repeats (PF00400); identical to fertilization-independent endosperm protein (GI:4567095) (Arabidopsis t"	RNA.regulation of transcription.Polycomb Group (PcG)	27_3_65

CUST_11860_PI404877155	2	0.014960289	0.21006489	-0.25675106	0.010006905	-0.20888233	-0.010006905	Contig5561_at	putative receptor-protein kinase [Oryza sativa (japonica cultivar-group)] dbj|BAB56062.1| putative protein kinase [Oryza sativa (japonica cu	NP_916295.1	protein kinase family protein	At3g51550.1	protein Protein kinase domain, putative	Os01g56330	putative receptor-protein kinase	signalling.receptor kinases.misc	30_2_99

CUST_10161_PI403524517	2	0.2754345	-0.21626568	-0.09049606	0.01132679	-0.01132679	0.06529617	35_2868	"Cluster: Hypothetical protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QRY0	CHR5V7|COORD:12693688..12695633| hAT dimerisation domain-containing protein	AT5G33406.1	CHR12V5|COORD:15115162..15111850|protein conserved hypothetical protein	LOC_Os12g26020.1	no descriptionvery weakly similar to (57.8)AT5G33406| Symbols:  | hAT dimerisation domain-containing protein | chr5:12693688-12695633 REVERSE	not assigned.no ontology	35_1

CUST_19522_PI404877155	2	0.43187714	0.02313137	-0.023132324	0.030563354	-0.17141533	-0.14033604	rbah22f22_s_at	chlorophyll a/b-binding protein CP29 precursor - barley emb|CAA44777.1| Precursor of CP29, core chlorophyll a/b binding (CAB) protein of pho	S21386	chlorophyll A-B binding protein CP26, chloroplast / light-harvesting complex II protein 5 / LHCIIc (LHCB5)	At4g10340.1	protein chlorophyll a/b-binding protein CP26 precursor - maize	Os11g13890	chlorophyll a/b-binding protein CP29	PS.lightreaction.photosystem II.LHC-II	1_01_01_01

CUST_44393_PI403524517	2	0.038503647	0.53392506	0.05254364	-0.28919983	-0.12796307	-0.038503647	35_12736	"Cluster: Os07g0517700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0517700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D617	0	0	CHR07V5|COORD:19963975..19968222|protein F-box domain containing protein	LOC_Os07g33400.1	no description	not assigned.unknown	35_2

CUST_166156_PI403524517	2	0.13838196	-0.2351532	-0.100717545	0.16709709	0.10071659	-0.105716705	35_46290	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_165983_PI403524517	2	0.2748785	0.042014122	0.15956497	-0.042014122	-0.30981445	-0.32711458	35_46243	"Cluster: Hypothetical protein; n=1; Chaetomium globosum CBS 148.51|Rep: Hypothetical protein - Chaetomium globosum CBS 148.51"	UniRef90_Q2GTP7		0	0	0	no description	not assigned.unknown	35_2

CUST_20709_PI399408534	2	0.0023479462	1.8802929	-1.0709419	0.33935738	-2.8572502	-0.0023479462	35_5832	"Cluster: CRT/DRE binding factor 1; n=2; Hordeum vulgare subsp. vulgare|Rep: CRT/DRE binding factor 1 - Hordeum vulgare var. distichum (Two-rowed barley)"	UniRef90_Q8S4R3	"CHR4V7|COORD:13018363..13019013| DREB1A (DEHYDRATION RESPONSE ELEMENT B1A); DNA binding / transcription factor/ transcriptional activator"	AT4G25480.1	CHR02V5|COORD:27647066..27648337|protein dehydration-responsive element-binding protein 1A, putative, expressed	LOC_Os02g45450.1	" no descriptionweakly similar to ( 125)AT4G25480| Symbols: CBF3, DREB1, DREB1A | DREB1A (DEHYDRATION RESPONSE ELEMENT B1A); DNA binding / transcription factor/ transcriptional activator | chr4:13018363-13019013 REVERSEvery weakly similar to (52.8)ERF4_NICSYEthylene-responsive transcription factor 4 - Nicotiana sylvestris (Wood tobacco)not assigned AP2 AP2 AP2 PRK12323 PRK07003 "	RNA.regulation of transcription.AP2/EREBP, APETALA2/Ethylene-responsive element binding protein family	27_3_3

CUST_17785_PI403524517	2	0.0017757416	0.28660583	0.06638527	-0.33962822	-0.48425102	-0.0017757416	35_5134	"Cluster: Unknow protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Unknow protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q84SZ3	CHR4V7|COORD:7758606..7760888| leucine-rich repeat family protein / extensin family protein	AT4G13340.1	CHR03V5|COORD:33452657..33451859|protein expressed protein	LOC_Os03g58850.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Drf_FH1 Atrophin-1 PRK12323 Extensin_2 PRK05648 PRK07764 TT_ORF1 PRK07003 DUF1421 FAP GRASP55_65 PRK10819 TonB PRK12678 MCPVI Tymo_45kd_70kd DUF1210 Totivirus_coat Gag_spuma PRK08853 Amelogenin DUF605 tatB Protamine_P1 Chon_Sulph_att	not assigned.unknown	35_2

CUST_13054_PI404877155	2	0.0019493103	0.33917427	0.23905945	-0.108683586	-0.11377239	-0.0019493103	Contig6775_at	cadmium-transporting ATPase-like protein [Arabidopsis thaliana] emb|CAB43846.1| cadmium-transporting ATPase-like protein [Arabidopsis thalia	CAB81004.1	ATPase E1-E2 type family protein / haloacid dehalogenase-like hydrolase family protein / heavy-metal-associate	At4g30110.1	protein cadmium-translocating P-type ATPase, putative	Os06g48720	putative heavy-metal transporter/Zn/Cd/Pb pump, AtHMA2	transport.metal	34_12

CUST_150409_PI403524517	2	0.11287689	0.48853397	0.15964794	-0.2807827	-0.11287689	-0.3140812	35_42076	Rep: Glutathione reductase, cytosolic - Oryza sativa (Rice)	UniRef90_P48642	"CHR3V7|COORD:8729769..8734122| ATGR1; glutathione-disulfide reductase"	AT3G24170.1	CHR02V5|COORD:34831877..34838075|protein glutathione reductase, cytosolic, putative, expressed	LOC_Os02g56850.3	"no descriptionweakly similar to ( 123)AT3G24170| Symbols: ATGR1 | ATGR1; glutathione-disulfide reductase | chr3:8729769-8734122 REVERSEweakly similar to ( 163)GSHRC_ORYSAnot assigned not assigned PRK06116 Lpd PRK06292 Protamine_P1"	redox.ascorbate and glutathione.glutathione	21_2_2

CUST_118695_PI403524517	2	-0.05309248	0.029713154	-0.02971363	0.35794115	0.12419844	-0.052364826	35_33599	"Cluster: Putative cyclic nucleotide and calmodulin-regulated ion channel protein; n=1; Hordeum vulgare subsp. vulgare|Rep: Putative cyclic nucleotide and"	UniRef90_Q7X9R7	CHR1V7|COORD:6363165..6366077| pentatricopeptide (PPR) repeat-containing protein	AT1G18485.1	CHR05V5|COORD:2712277..2715020|protein vegetative storage protein, putative, expressed	LOC_Os05g05490.1	no descriptionvery weakly similar to (72.4)AT1G18485| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr1:6363165-6366077 FORWARD	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_139401_PI403524517	2	0.107011795	0.3125515	-0.27605724	-0.07562256	-0.025485992	0.025485992	35_39096	"Cluster: Mitochondrial transcription termination factor-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Mitochondrial transcription termination factor-li"	UniRef90_Q67UI0	CHR1V7|COORD:16816094..16817173| DNA binding / ligand-dependent nuclear receptor	AT1G44191.1	CHR06V5|COORD:6453455..6451739|protein mTERF family protein, expressed	LOC_Os06g12040.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Extensin_2 Drf_FH1 Atrophin-1 PRK07764 PRK05648 DUF1421 HPC2 PRK12323 Tymo_45kd_70kd DUF605 Gag_spuma PRK10819 TT_ORF1 GRASP55_65	not assigned.unknown	35_2

CUST_113709_PI403524517	2	0.22612476	0.65003395	-0.04247904	-0.18417692	-0.37618113	0.04247856	35_32273	"Cluster: PHD finger protein-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: PHD finger protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6H8E1	CHR5V7|COORD:8885553..8888160| transcription elongation factor-related	AT5G25520.1	CHR02V5|COORD:6083116..6092493|protein transcription factor S-II, central domain containing protein, expressed	LOC_Os02g11780.1	no description	not assigned.unknown	35_2

CUST_7487_PI403524517	2	0.008403778	-0.22206497	-0.005139351	-0.032565117	0.032239914	0.005139351	35_2084	"Cluster: Putative trafficking protein particle complex 1; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative trafficking protein particle complex 1 - Ory"	UniRef90_Q5QNC8	"CHR1|COORD:18953259..18955431| similar to synbindin, putative [Arabidopsis thaliana] (TAIR:At5g02280.1); similar to putative trafficking protein particle comple"	AT1G51160.2	CHR01V5|COORD:18465181..18462134|protein trafficking protein particle complex subunit 1, putative, expressed	LOC_Os01g33020.2	 no descriptionmoderately similar to ( 236)AT1G51160| Symbols:  | synbindin, putative | chr1:18953725-18955228 FORWARDnot assigned not assigned Sybindin TRS23 	not assigned.no ontology	35_1

CUST_46245_PI403524517	2	-0.078956604	0.07895565	-0.17527485	0.15750694	-0.15636444	0.086937904	35_13246	"Cluster: Hypothetical protein OSJNBa0001O14.15; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0001O14.15 - Oryza sativa (japonica"	UniRef90_Q9AV30	"CHR5V7|COORD:1271887..1277794| similar to glycosyltransferase family protein 1 [Arabidopsis thaliana] (TAIR:AT4G01210.1); similar to Os10g0546200"	AT5G04480.1	CHR10V5|COORD:21011214..21018389|protein transferase, transferring glycosyl groups, putative, expressed	LOC_Os10g39900.1	" no descriptionweakly similar to ( 103)AT5G04480| Symbols:  | similar to glycosyltransferase family protein 1 [Arabidopsis thaliana] (TAIR:AT4G01210.1); similar to Os10g0546200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001065214.1); similar to Os01g0622000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001043608.1); contains InterPro domain Glycosyl transferase, group 1; (InterPro:IPR001296) | chr5:1271887-1277794 REVERSE"	not assigned.unknown	35_2

CUST_44412_PI403524517	2	0.36621952	-0.2071166	-0.14022064	0.10232067	0.16655493	-0.10232067	35_12740	"Cluster: Os09g0556500 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0556500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IZQ2	CHR3V7|COORD:8063070..8064482| leucine-rich repeat family protein / extensin family protein	AT3G22800.1	CHR09V5|COORD:22119509..22113719|protein cysteinyl-tRNA synthetase, putative, expressed	LOC_Os09g38420.1	no descriptionweakly similar to ( 160)AT2G31170| Symbols:  | tRNA synthetase class I (C) family protein | chr2:13289636-13291333 REVERSEnot assigned cysS CysS CysRS_core tRNA-synt_1e PRK12418 MetG PRK11893 tRNA-synt_1g	protein.aa activation.cysteine-tRNA ligase	29_1_16

CUST_113034_PI403524517	2	-0.09288883	-0.16548157	0.05450344	0.2530403	-0.021707535	0.021708488	35_32084	"Cluster: DNA cross-link repair 1B-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: DNA cross-link repair 1B-like protein - Oryza sativa (japonica"	UniRef90_Q8LQQ4	CHR1V7|COORD:9517213..9518730| DNA cross-link repair protein-related	AT1G27410.1	CHR01V5|COORD:33524733..33522176|protein DNA cross-link repair 1B protein, putative, expressed	LOC_Os01g57440.1	no descriptionweakly similar to ( 137)AT1G27410| Symbols:  | DNA cross-link repair protein-related | chr1:9517213-9518730 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07764 PRK07003 YSH1 Drf_FH1	DNA.repair	28_2

CUST_85608_PI403524517	2	-0.03451538	-0.37690258	-0.091711044	0.034514427	0.09873581	0.043154716	35_24521	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_3543_PI399408534	2	0.16361046	-0.06731415	-0.09190178	0.11969805	-0.24179459	0.06731367	35_20950	"Cluster: P0028E10.21 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: P0028E10.21 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q9AS71	"CHR1V7|COORD:4802927..4805108| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G03280.1); similar to Os03g0169000 [Oryza sativa (japonica"	AT1G14020.1	CHR01V5|COORD:3508637..3512704|protein axi 1 protein, putative, expressed	LOC_Os01g07410.1	" no descriptionmoderately similar to ( 292)AT1G14020| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G03280.1); similar to Os03g0169000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001049097.1); similar to hypothetical protein [Cleome spinosa] (GB:ABD96844.1); contains InterPro domain Protein of unknown function DUF246, plant; (InterPro:IPR004348) | chr1:4802927-4805108 FORWARDDUF246 "	hormone metabolism.auxin.induced-regulated-responsive-activated	17_2_3

CUST_2075_PI403524517	2	-0.13624668	-0.018614769	0.854002	0.42411518	0.018614769	-0.8919902	35_550	"Cluster: Putative acid phosphatase; n=1; Hordeum vulgare|Rep: Putative acid phosphatase - Hordeum vulgare (Barley)"	UniRef90_Q9M4D6	0	0	CHR07V5|COORD:16106979..16107737|protein stem 28 kDa glycoprotein precursor, putative	LOC_Os07g27580.1	no descriptionAcid_phosphat_B	not assigned.unknown	35_2

CUST_167978_PI403524517	2	-0.10563183	0.14473438	0.027026176	-0.027026176	0.039665222	-0.12029266	35_46783	Rep: Phosphomannomutase - Triticum aestivum (Wheat)	UniRef90_Q1W374	CHR2V7|COORD:18862950..18864827| eukaryotic phosphomannomutase family protein	AT2G45790.1	CHR04V5|COORD:34609185..34612214|protein phosphomannomutase, putative, expressed	LOC_Os04g58580.2	no descriptionmoderately similar to ( 201)AT2G45790| Symbols: ATPMM | eukaryotic phosphomannomutase family protein | chr2:18862950-18864827 FORWARDnot assigned PMM	cell wall.precursor synthesis.phosphomannomutase	10_1_21

CUST_17084_PI403524517	2	0.33160686	-0.2133112	0.066043854	-0.04880047	0.04880047	-0.12071705	35_4940	Rep: Putative cyclin - Triticum aestivum (Wheat)	UniRef90_Q70AJ3	"CHR5V7|COORD:1859543..1861571| CYC1BAT (CYCLIN B 1;2); cyclin-dependent protein kinase regulator"	AT5G06150.1	CHR05V5|COORD:24157193..24160446|protein cyclin-A1, putative, expressed	LOC_Os05g41390.1	no descriptionnot assigned not assigned PRK12678	not assigned.unknown	35_2

CUST_115491_PI403524517	2	0.18008232	0.0057735443	0.48778534	-0.005774021	-0.09487295	-0.085531235	35_32758	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_6303_PI399408534	2	-0.076397896	-0.5355692	0.042002678	0.05501175	0.085538864	-0.042002678	35_26146	"Cluster: EST AU068209(C12438) corresponds to a region of the predicted gene; n=1; Oryza sativa (japonica cultivar-group)|Rep: EST AU068209(C12438) corresponds t"	UniRef90_Q9SNK4	CHR2V7|COORD:7616477..7622963| ribonuclease II family protein	AT2G17510.1	CHR03V5|COORD:1639785..1631539|protein exosome complex exonuclease RRP44, putative, expressed	LOC_Os03g03710.1	no descriptionmoderately similar to ( 442)AT2G17510| Symbols:  | ribonuclease II family protein | chr2:7616477-7622963 REVERSEnot assigned VacB RNB PRK05054 PRK11642 Rnb	cell.division	31_2

CUST_2997_PI399408534	2	0.02805233	-0.38080692	-0.4765272	0.13831615	0.145195	-0.02805233	35_2567	"Cluster: Os05g0595300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0595300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DFE5	"CHR5V7|COORD:21690909..21692695| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G27900.2); similar to CCT [Medicago truncatula] (GB:ABE82748.1);"	AT5G53420.1	CHR05V5|COORD:29573277..29577048|protein CCT motif family protein, expressed	LOC_Os05g51690.1	"no descriptionweakly similar to ( 196)AT5G53420| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G27900.2); similar to CCT [Medicago truncatula] (GB:ABE82748.1); contains InterPro domain CCT; (InterPro:IPR010402) | chr5:21691926-21692695 FORWARDvery weakly similar to (55.1)PRR37_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned CCT Tymo_45kd_70kd"	RNA.regulation of transcription.C2C2(Zn) CO-like, Constans-like zinc finger family	27_3_7

CUST_112689_PI403524517	2	0.32012177	0.07519722	0.18689585	-0.14342308	-0.07519722	-0.19337702	35_31986	"Cluster: Hypothetical protein; n=2; Filobasidiella neoformans|Rep: Hypothetical protein - Cryptococcus neoformans (Filobasidiella neoformans)"	UniRef90_Q5KG31	CHR1V7|COORD:16816094..16817173| DNA binding / ligand-dependent nuclear receptor	AT1G44191.1	CHR04V5|COORD:24705559..24701241|protein peroxidase 18 precursor, putative, expressed	LOC_Os04g42100.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_91333_PI403524517	2	-0.15247107	0.26183224	0.043179512	-0.043179512	-0.14828444	0.26495647	35_26116	"Cluster: Unknow protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Unknow protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q84SZ4	"CHR5V7|COORD:26212936..26215338| similar to PFT1 (PHYTOCHROME AND FLOWERING TIME 1) [Arabidopsis thaliana] (TAIR:AT1G25540.2); similar to hypothetical"	AT5G65540.1	CHR03V5|COORD:33419140..33413277|protein expressed protein	LOC_Os03g58780.1	"no descriptionweakly similar to ( 145)AT5G65540| Symbols:  | similar to PFT1 (PHYTOCHROME AND FLOWERING TIME 1) [Arabidopsis thaliana] (TAIR:AT1G25540.2); similar to hypothetical protein [Trifolium pratense] (GB:BAE71249.1) | chr5:26212936-26215338 FORWARD"	not assigned.unknown	35_2

CUST_126738_PI403524517	2	-0.062600136	0.4163108	0.16763735	-0.044979572	-0.1339612	0.044979095	35_35664	"Cluster: Hypothetical protein P0700F06.21; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0700F06.21 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6K681		0	CHR02V5|COORD:33718795..33716274|protein F-box domain containing protein, expressed	LOC_Os02g55050.1	no description	not assigned.unknown	35_2

CUST_33047_PI399408534	2	0.5375328	-0.32527876	-0.16974068	0.11341572	-0.113414764	0.18415833	35_24292	"Cluster: Probable indole-3-acetic acid-amido synthetase GH3.8; n=2; Oryza sativa|Rep: Probable indole-3-acetic acid-amido synthetase GH3.8 - Oryza sativa (Rice)"	UniRef90_Q7XIN9	CHR2V7|COORD:6458741..6460752| GH3.1	AT2G14960.1	CHR07V5|COORD:24150384..24147954|protein indole-3-acetic acid-amido synthetase GH3.8, putative, expressed	LOC_Os07g40290.1	no descriptionmoderately similar to ( 222)AT2G14960| Symbols: GH3.1 | GH3.1 | chr2:6458741-6460752 REVERSEmoderately similar to ( 253)GH38_ORYSAGH3	hormone metabolism.auxin.induced-regulated-responsive-activated	17_2_3

CUST_17859_PI403524517	2	0.22281551	-0.22934914	-0.011566162	-0.023807526	0.013812065	0.011567116	35_5155	Rep: OSIGBa0101C23.3 protein - Oryza sativa (Rice)	UniRef90_Q01J24	CHR3V7|COORD:22285278..22287814| phagocytosis and cell motility protein ELMO1-related	AT3G60260.2	CHR04V5|COORD:27097920..27081743|protein ELMO domain-containing protein 2, putative, expressed	LOC_Os04g46079.1	no descriptionmoderately similar to ( 325)AT3G60260| Symbols:  | phagocytosis and cell motility protein ELMO1-related | chr3:22285278-22287814 FORWARDnot assigned not assigned ELMO_CED12	not assigned.no ontology	35_1

CUST_104206_PI403524517	2	-0.06973505	0.5807681	-0.09646511	0.06973457	0.15548468	-0.27931595	35_29698	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_112557_PI403524517	2	0.25127506	0.1214838	0.06906986	-0.5542774	-0.06906986	-0.102757454	35_31949	"Cluster: Putative arogenate dehydrogenase isoform 2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative arogenate dehydrogenase isoform 2 - Oryza sativa"	UniRef90_Q5Z9H3	CHR1V7|COORD:5404500..5405576| prephenate dehydrogenase family protein	AT1G15710.1	CHR06V5|COORD:29993594..29995122|protein arogenate dehydrogenase isoform 2, putative, expressed	LOC_Os06g49520.1	no descriptionvery weakly similar to (63.2)AT5G34930| Symbols:  | arogenate dehydrogenase | chr5:13250621-13252752 FORWARDnot assigned	amino acid metabolism.synthesis.aromatic aa.tyrosine.arogenate dehydrogenase & prephenate dehydrogenase	13_1_6_4_1

CUST_98044_PI403524517	2	-0.33489132	-0.8888302	-0.12476015	0.12476015	0.30591154	0.21329594	35_27994	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_75467_PI403524517	2	0.19132805	0.16652393	-0.048547745	-0.034664154	-0.032333374	0.03233242	35_21630	0	0	"CHR1V7|COORD:22998305..22998988| similar to glycine-rich protein [Arabidopsis thaliana] (TAIR:AT5G46730.1); similar to PREDICTED: hypothetical"	AT1G62240.1	CHR05V5|COORD:20537735..20545179|protein expressed protein	LOC_Os05g34760.1	no description	not assigned.unknown	35_2

CUST_554_PI404877155	2	-0.50621414	0.43804836	-0.15979004	0.09139252	0.1636858	-0.09139252	Contig10472_at	OSJNBa0079A21.14 [Oryza sativa (japonica cultivar-group)] ref|XP_473403.1| OSJNBa0079A21.14 [Oryza sativa (japonica cultivar-group)]	CAE02016.2	ethylene-responsive element-binding protein 1 (ERF1) / EREBP-2 protein	At4g17500.1	protein AP2 domain, putative	Os04g46220	NONE	RNA.regulation of transcription.AP2/EREBP, APETALA2/Ethylene-responsive element binding protein family	27_3_03

CUST_6516_PI404877155	2	-0.040359497	0.040359497	0.06275034	-0.120013714	-0.07783222	0.05131483	Contig19445_at	OSJNBa0024J22.11 [Oryza sativa (japonica cultivar-group)] ref|XP_471744.1| OSJNBa0024J22.11 [Oryza sativa (japonica cultivar-group)]	CAE02407.2	wall-associated kinase 4	At1g21210.1	protein Protein kinase domain, putative	Os04g24290	"WALL ASSOCIATED KINASE 5;wall-associated kinase, putative, similar to wall-associated kinase 1 (Arabidopsis thaliana) GI:3549626; expressed in leaves and stems & induced by salicylic acid or INA (PMID:10380805)"	signalling.receptor kinases.wall associated kinase	30_2_25

CUST_171326_PI403524517	2	-0.017745972	0.23725796	0.0048322678	-0.10008049	0.04188156	-0.0048332214	35_47736	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_31740_PI403524517	2	0.41797256	0.5187435	0.09601307	-0.6494789	-0.09601307	-0.8807125	35_9156	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10SS1	"CHR4V7|COORD:17130954..17134305| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G18100.1); similar to expressed protein [Oryza sativa (japonica"	AT4G36210.1	CHR03V5|COORD:703629..699458|protein expressed protein	LOC_Os03g02170.3	"no descriptionvery weakly similar to (68.6)AT2G18100| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G36210.3); similar to hypothetical protein LOC_Os10g36830 [Oryza sativa (japonica cultivar-group)] (GB:AAP54584.2); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABF93615.1); similar to Os03g0112800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001048731.1); contains InterPro domain Protein of unknown function DUF726; (InterPro:IPR007941) | chr2:7875011-7878419 FORWARDnot assigned not assigned PRK07764 PRK07003 PRK12678"	not assigned.unknown	35_2

CUST_5438_PI404877155	2	-0.061618805	0.09677601	-0.2515707	0.061618328	-0.20269394	0.13504171	Contig17144_at	transducin family protein / WD-40 repeat family protein [Arabidopsis thaliana] pir||A84578 probable WD-40 repeat protein [imported] - Arabid	NP_179544.1	transducin family protein / WD-40 repeat family protein	At2g19540.1	protein probable WD-40 repeat protein [imported] - Arabidopsis thaliana	Os11g03990	transducin / WD-40 repeat protein family	RNA.regulation of transcription.unclassified	27_3_99

CUST_29603_PI403524517	2	-0.001961708	0.103785515	0.04626274	-0.12403965	-0.23983002	0.001961708	35_8549	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_27809_PI403524517	2	0.110375404	0.1277256	-0.04191208	-0.16910458	-0.10595894	0.041911125	35_8041	"Cluster: Hypothetical protein OSJNBa0057L21.18; n=2; Oryza sativa|Rep: Hypothetical protein OSJNBa0057L21.18 - Oryza sativa (Rice)"	UniRef90_Q8S7D7	CHR5V7|COORD:17636175..17639095| pentatricopeptide (PPR) repeat-containing protein	AT5G43820.1	CHR10V5|COORD:22134671..22136863|protein expressed protein	LOC_Os10g41730.1	no descriptionvery weakly similar to (75.9)AT5G43820| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr5:17636175-17639095 FORWARD	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_74222_PI403524517	2	-0.0061426163	-0.07878113	-0.089253426	0.021990776	0.0662899	0.0061416626	35_21285	"Cluster: Putative DNA helicase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative DNA helicase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5WN04	"CHR5V7|COORD:9794247..9798640| RECQSIM (Arabidopsis RecQ helicase sim); ATP-dependent helicase"	AT5G27680.1	CHR05V5|COORD:2891798..2884246|protein DNA helicase RecQsim, putative, expressed	LOC_Os05g05810.2	"no descriptionvery weakly similar to (99.8)AT5G27680| Symbols: RECQSIM | RECQSIM (Arabidopsis RecQ helicase sim); ATP-dependent helicase | chr5:9794247-9798640 REVERSE"	DNA.synthesis/chromatin structure	28_1

CUST_78580_PI403524517	2	-0.11401272	0.3004341	0.11401272	-0.22272205	0.11736393	-0.22474766	35_22529	"Cluster: Os01g0133100 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0133100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JQX8	CHR3V7|COORD:8063070..8064482| leucine-rich repeat family protein / extensin family protein	AT3G22800.1	CHR01V5|COORD:1830912..1834535|protein expressed protein	LOC_Os01g04160.1	no descriptionPRK07003	not assigned.unknown	35_2

CUST_30663_PI399408534	2	-0.51736164	0.17598534	-0.00813961	0.149477	-0.45909023	0.008140564	35_16763	"Cluster: Serine/threonine protein kinase; n=1; Triticum aestivum|Rep: Serine/threonine protein kinase - Triticum aestivum (Wheat)"	UniRef90_Q5BQ31	CHR4V7|COORD:11402474..11405036| protein kinase family protein	AT4G21410.1	CHR11V5|COORD:6591843..6598479|protein protein kinase domain containing protein, expressed	LOC_Os11g11890.1	no descriptionweakly similar to ( 197)AT4G21410| Symbols:  | protein kinase family protein | chr4:11402474-11405036 REVERSEweakly similar to ( 132)NORK_MEDTRNodulation receptor kinase precursor - Medicago truncatula (Barrel medic)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc Pkinase S_TKc Pkinase_Tyr PTKc TyrKc SPS1 PTKc_Jak_rpt2 PTKc_Srm_Brk PTKc_Csk_like PTKc_EphR PTKc_Fes_like PTKc_Tyk2_rpt2 PTKc_Src_like PTKc_Syk_like PTKc_Trk PTKc_Btk_Bmx PTKc_EGFR_like PTKc_Jak2_Jak3_rpt2 PTKc_InsR_like PTKc_Ack_like PTKc_Ror PTKc_EphR_A2 PTKc_Chk PTKc_c-ros PTKc_Tec_like PTKc_Frk_like PTKc_Fes PTKc_Itk PTKc_Src PTKc_Fer PTKc_FGFR PTKc_Abl PTKc_Yes PTKc_PDGFR PTKc_Jak1_rpt2 PTKc_Lck_Blk PTKc_TrkA PTKc_EphR_A PTKc_Fyn_Yrk PTKc_HER2 PTK_CCK4 PTKc_TrkB PTKc_Tec_Rlk PTKc_ALK_LTK PTKc_Axl_like PTKc_Musk PTKc_Csk PTKc_EphR_B PTKc_Hck PTKc_RET PTKc_FAK PTKc_Tie1 PTKc_IGF-1R PTKc_InsR PTKc_DDR PTK_HER3 PTKc_TrkC PTKc_Tyro3 PTKc_Ror1 PTKc_EGFR PTKc_Met_Ron PTKc_HER4 PTKc_Lyn PTKc_Tie PTKc_Zap-70 PTKc_Tie2 PTKc_Aatyk PTKc_FGFR2 PTKc_DDR_like PTKc_EphR_A10 PTKc_FGFR4 PTKc_VEGFR PTKc_Axl PTKc_Syk PTKc_Ror2 PTKc_DDR2 PTKc_VEGFR3 PTKc_DDR1 PTK_Ryk PTKc_Kit PTKc_Aatyk1_Aatyk3 PTKc_FGFR3 PTKc_FGFR1 PTKc_VEGFR2 PTKc_CSF-1R PTK_Jak_rpt1 PTKc_PDGFR_beta PTKc_PDGFR_alpha PTKc_Aatyk2	signalling.receptor kinases.DUF 26	30_2_17

CUST_10112_PI399408534	2	0.09885788	0.26933956	-0.28514385	-0.09885788	0.2331667	-0.34700394	35_45119	"Cluster: Os11g0118500 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os11g0118500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IV23	CHR3V7|COORD:2602264..2604281| phototropic-responsive protein, putative	AT3G08570.1	CHR12V5|COORD:868553..863792|protein transposon protein, putative, Mutator sub-class, expressed	LOC_Os12g02540.1	 no descriptionweakly similar to ( 140)AT3G08570| Symbols:  | phototropic-responsive protein, putative | chr3:2602264-2604281 REVERSEvery weakly similar to (86.3)NPH3_ORYSANPH3 	signalling.light	30_11

CUST_169160_PI403524517	2	0.8900819	0.5580778	-0.033774376	0.0337739	-0.14647388	-0.2561617	35_47112	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_87526_PI403524517	2	0.23992443	-0.13255405	-0.006746292	0.037474155	-0.36450338	0.006746292	35_25057	Rep: B0403H10-OSIGBa0105A11.22 protein - Oryza sativa (Rice)	UniRef90_Q01HS6	CHR5V7|COORD:14145781..14151584| kinase	AT5G35980.2	CHR02V5|COORD:28942548..28933874|protein ATP binding protein, putative, expressed	LOC_Os02g47410.3	no descriptionmoderately similar to ( 269)AT5G35980| Symbols:  | kinase | chr5:14145781-14151584 FORWARDvery weakly similar to (68.2)KC47_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase SPS1 Pkinase_Tyr TyrKc PTKc	protein.postranslational modification	29_4

CUST_60870_PI403524517	2	0.12992859	0.3693657	0.02622509	-0.026226044	-0.043236732	-0.042290688	35_17360	"Cluster: Putative dihydroneopterin aldolase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative dihydroneopterin aldolase - Oryza sativa (japonica cultiv"	UniRef90_Q6Z0T7	CHR5V7|COORD:25293610..25294309| dihydroneopterin aldolase, putative	AT5G62980.1	CHR08V5|COORD:27700148..27701289|protein dihydroneopterin aldolase, putative, expressed	LOC_Os08g44210.1	 no descriptionweakly similar to ( 144)AT5G62980| Symbols:  | dihydroneopterin aldolase, putative | chr5:25293610-25294309 FORWARDDHNA_DHNTPE FolB FolB TFold folB 	C1-metabolism.dihydroneopterin aldolase	25_9

CUST_130991_PI403524517	2	0.082107544	0.29580116	-0.10261059	-0.080836296	0.08083534	-0.1098156	35_36790	Rep: LigA precursor - Anaeromyxobacter sp. Fw109-5	UniRef90_A1I5Q0		0	0	0	no description	not assigned.unknown	35_2

CUST_167936_PI403524517	2	0.065960884	-0.49045658	0.072740555	0.124982834	-0.065960884	-0.1754961	35_46773	Rep: Hexokinase-2 - Oryza sativa (Rice)	UniRef90_Q2KNB9	"CHR4V7|COORD:14352344..14354871| ATHXK1 (GLUCOSE INSENSITIVE 2); ATP binding / hexokinase"	AT4G29130.1	CHR05V5|COORD:26339274..26335359|protein hexokinase-2, putative, expressed	LOC_Os05g45590.1	" no descriptionweakly similar to ( 157)AT4G29130| Symbols: GIN2, HXK1, ATHXK1 | ATHXK1 (GLUCOSE INSENSITIVE 2); ATP binding / hexokinase | chr4:14352344-14354871 REVERSEweakly similar to ( 191)HXK2_ORYSAnot assigned not assigned not assigned Hexokinase_1 COG5026 PRK07764 Protamine_P1 PRK12323 "	major CHO metabolism.degradation.sucrose.hexokinase	2_2_1_4

CUST_24434_PI399408534	2	0.04307556	0.58629894	0.091812134	-0.24791813	-0.043074608	-0.15387249	35_17413	"Cluster: Putative transfactor; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative transfactor - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69TN6	CHR2V7|COORD:73456..74902| myb family transcription factor	AT2G01060.1	CHR09V5|COORD:7328540..7332290|protein MYB-CC type transfactor, putative, expressed	LOC_Os09g12770.2	no descriptionweakly similar to ( 157)AT2G01060| Symbols:  | myb family transcription factor | chr2:73456-74902 REVERSE	RNA.regulation of transcription.G2-like transcription factor family, GARP	27_3_20

CUST_24127_PI403524517	2	0.060199738	-0.0036640167	-0.0845871	0.038208008	-0.03427887	0.0036649704	35_7006	Rep: ABC1 protein - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_O65576	CHR4V7|COORD:708652..711095| ABC1At (ARABIDOPSIS THALIANA ABC TRANSPORTER 1)	AT4G01660.1	CHR01V5|COORD:12091350..12093194|protein chaperone-activity of bc1 complex-like, mitochondrial precursor, putative, expressed	LOC_Os01g21610.1	 no descriptionhighly similar to ( 602)AT4G01660| Symbols: ATATH10, ABC1At | ABC1At (ARABIDOPSIS THALIANA ABC TRANSPORTER 1) | chr4:708652-711095 FORWARDnot assigned not assigned not assigned AarF ABC1 ubiB 	not assigned.no ontology.ABC1 family protein	35_1_1

CUST_77722_PI403524517	2	0.29046535	-0.9177394	-0.01345253	0.019900322	-0.25833988	0.01345253	35_22281	Rep: Minichromosome maintenance protein - Zea mays (Maize)	UniRef90_Q5I285	CHR5V7|COORD:18023658..18027769| minichromosome maintenance family protein / MCM family protein	AT5G44635.1	CHR05V5|COORD:8292208..8298700|protein DNA replication licensing factor MCM6, putative, expressed	LOC_Os05g14590.1	no descriptionmoderately similar to ( 302)AT5G44635| Symbols:  | minichromosome maintenance family protein / MCM family protein | chr5:18023658-18027769 REVERSEnot assigned not assigned not assigned MCM2 MCM	DNA.synthesis/chromatin structure	28_1

CUST_138276_PI403524517	2	0.046837807	-0.51780796	-0.009817123	-0.05446148	0.042120934	0.009817123	35_38783	"Cluster: Signal peptidase I family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Signal peptidase I family protein, expressed - Oryza sat"	UniRef90_Q2R135	CHR1V7|COORD:19981917..19983446| signal peptidase I family protein	AT1G53530.1	CHR11V5|COORD:23668297..23665106|protein mitochondrial inner membrane protease subunit 1, putative, expressed	LOC_Os11g40500.3	no descriptionweakly similar to ( 168)AT1G53530| Symbols:  | signal peptidase I family protein | chr1:19982156-19983446 FORWARDnot assigned not assigned LepB	protein.degradation	29_5

CUST_160530_PI403524517	2	0.0021133423	-0.08248234	-0.079155445	0.154006	1.5873828	-0.0021138191	35_44796	"Cluster: Putative membrane protein; n=1; Emiliania huxleyi virus 86|Rep: Putative membrane protein - Emiliania huxleyi virus 86"	UniRef90_Q4A2B5	CHR1V7|COORD:16816094..16817173| DNA binding / ligand-dependent nuclear receptor	AT1G44191.1	CHR10V5|COORD:18724059..18726498|protein expressed protein	LOC_Os10g35630.1	no descriptionTT_ORF1	not assigned.unknown	35_2

CUST_7702_PI403524517	2	0.22359753	-0.31923485	-0.16389179	-0.08928394	0.08928394	0.34637356	35_2144	"Cluster: Os08g0203800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os08g0203800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J7C5	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	CHR08V5|COORD:6049485..6052675|protein F-box domain containing protein, expressed	LOC_Os08g10340.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07003 PRK12678 PRK07764 PRK12323 DUF390 Totivirus_coat Tymo_45kd_70kd APC_basic FecR	not assigned.unknown	35_2

CUST_36174_PI403524517	2	0.17975616	0.64955807	-0.294075	-0.20878983	-0.021467209	0.021468163	35_10428	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_7239_PI404877155	2	0.07359123	-0.19565487	-0.054823875	0.03513527	-0.035134315	0.12526989	Contig21106_at	P0446G04.23 [Oryza sativa (japonica cultivar-group)]	NP_915338.1	phosphatidate cytidylyltransferase family protein	At5g58560.1	protein phosphatidate cytidylyltransferase	Os01g61560	phosphatidate cytidylyltransferase family protein, contains Pfam profile: PF01148 phosphatidate cytidylyltransferase	lipid metabolism.Phospholipid synthesis	11_3

CUST_43368_PI403524517	2	-0.08362293	0.5436678	0.21517277	-0.24637794	-3.9196014E-4	3.9196014E-4	35_12451	"Cluster: Unknow protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Unknow protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q84T06	CHR1V7|COORD:6546530..6551540| aminoacyl-tRNA synthetase family	AT1G18950.1	CHR07V5|COORD:5075921..5069371|protein aminoacyl-tRNA synthetase, putative, expressed	LOC_Os07g09580.1	no descriptionvery weakly similar to (76.6)AT1G18950| Symbols:  | aminoacyl-tRNA synthetase family | chr1:6546530-6551540 FORWARD	protein.aa activation	29_1

CUST_99217_PI403524517	2	0.26092815	-0.34895897	0.0384264	-0.07772493	-2.6512146E-4	2.641678E-4	35_28321	"Cluster: Arabidopsis thaliana genomic DNA, chromosome 5, P1 clone:MYH19; n=1; Arabidopsis thaliana|Rep: Arabidopsis thaliana genomic DNA, chromosome 5, P1 clone"	UniRef90_Q9FLE1	CHR5V7|COORD:16004877..16007789| oxidoreductase	AT5G39940.1	CHR12V5|COORD:27360807..27364795|protein oxidoreductase, putative, expressed	LOC_Os12g44160.2	no descriptionmoderately similar to ( 265)AT5G39940| Symbols:  | oxidoreductase | chr5:16004877-16007789 FORWARDHI0933_like COG2081 FixC	not assigned.unknown	35_2

CUST_59321_PI403524517	2	0.03358841	-0.39876652	0.09419155	-0.042951584	0.03478813	-0.03358841	35_16916	"Cluster: Putative silverleaf whitefly-induced protein 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative silverleaf"	UniRef90_Q6ZGS9	CHR4V7|COORD:9915929..9918062| peptidase M20/M25/M40 family protein	AT4G17830.1	CHR02V5|COORD:28356954..28361062|protein acetylornithine deacetylase, putative, expressed	LOC_Os02g46520.1	no descriptionhighly similar to ( 638)AT4G17830| Symbols:  | peptidase M20/M25/M40 family protein | chr4:9915929-9918062 FORWARDnot assigned not assigned not assigned PRK08651 Peptidase_M20 ArgE PRK08588 PRK13013 PRK07522 PRK13009 PRK07906 PRK07907 PRK05111 PRK08554 M20_dimer PRK09133 PRK13004 PRK06915 PRK06156	protein.degradation	29_5

CUST_10738_PI404877155	2	0.008821011	0.4445877	0.1292839	-0.008821487	-0.29681063	-0.08376217	Contig4459_at	Sip1 protein - barley gb|AAA32975.1| seed imbibition protein	S27762	alkaline alpha galactosidase, putative	At3g57520.1	protein Raffinose synthase or seed imbibition protein Sip1	Os07g10840	NONE	minor CHO metabolism.raffinose family.raffinose synthases.putative	3_1_2_02

CUST_105011_PI403524517	2	0.12096882	-0.0734272	-0.014213562	0.014213562	0.13456726	-0.022622108	35_29916	Rep: 4-coumarate: CoA ligase - Scutellaria baicalensis (Baical skullcap)	UniRef90_Q5CD66	CHR5V7|COORD:25404807..25407252| 4-coumarate--CoA ligase family protein / 4-coumaroyl-CoA synthase family protein	AT5G63380.1	CHR02V5|COORD:4280496..4285928|protein 4-coumarate--CoA ligase 1, putative, expressed	LOC_Os02g08100.1	no descriptionvery weakly similar to (92.8)AT5G63380| Symbols:  | 4-coumarate--CoA ligase family protein / 4-coumaroyl-CoA synthase family protein | chr5:25404807-25407252 REVERSEvery weakly similar to (95.1)4CL2_TOBAC4-coumarate--CoA ligase 2 - Nicotiana tabacum (Common tobacco)not assigned not assigned CaiC PRK03640 PRK07787 PRK07788 PRK07529 Acs PRK08316 PRK10524 PRK09089 PRK06187 PRK06839 PRK08315 PRK07770 PRK07656 PRK07786 PRK03429 PRK07771 PRK12583 PRK07059 PRK00851 PRK06178 PRK07514 PRK07470 PRK05677 PRK06219 PRK05605 PRK08162 PRK06188 PRK06145	secondary metabolism.phenylpropanoids.lignin biosynthesis.4CL	16_2_1_3

CUST_134686_PI403524517	2	-0.28464222	0.0056009293	-0.22297144	0.48190355	0.05294752	-0.0056009293	35_37788	"Cluster: Os03g0598200 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os03g0598200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DQG5	"CHR1V7|COORD:25971084..25975052| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G28770.1); similar to unknown protein [Oryza sativa (japonica"	AT1G69070.1	CHR03V5|COORD:22247189..22240310|protein nop14-like family protein, expressed	LOC_Os03g40110.1	" no descriptionvery weakly similar to (67.0)AT1G69070| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G28770.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAN08225.2); similar to Nop14-like family protein, expressed [Oryza sativa (japonica cultivar-group)] (GB:ABF97462.1); similar to Nop14-like protein [Medicago truncatula] (GB:ABE90856.1); contains InterPro domain Nop14-like protein; (InterPro:IPR007276) | chr1:25971084-25975052 REVERSEnot assigned "	not assigned.unknown	35_2

CUST_17154_PI403524517	2	-0.0034227371	0.42793941	-0.15599632	-0.2340002	0.0034236908	0.14137173	35_4959	Rep: H0418A01.6 protein - Oryza sativa (Rice)	UniRef90_Q01J62	"CHR5V7|COORD:22767886..22769589| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G26450.1); similar to hypothetical protein [Triticum aestivum]"	AT5G56210.1	CHR04V5|COORD:23327798..23324866|protein expressed protein	LOC_Os04g39540.1	"no descriptionvery weakly similar to (70.5)AT5G56210| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G26450.1); similar to hypothetical protein [Triticum aestivum] (GB:CAJ19339.1) | chr5:22767886-22769589 REVERSE"	not assigned.unknown	35_2

CUST_50363_PI403524517	2	-0.6087861	1.0638971	-0.16528416	0.28000975	0.16528416	-0.8130388	35_14369	Rep: Embryo globulin - Hordeum vulgare (Barley)	UniRef90_Q03678	CHR3V7|COORD:8011909..8013890| cupin family protein	AT3G22640.1	CHR03V5|COORD:26027070..26024637|protein globulin-1 S allele precursor, putative, expressed	LOC_Os03g46100.1	no descriptionweakly similar to ( 136)AT3G22640| Symbols:  | cupin family protein | chr3:8011909-8013890 REVERSEmoderately similar to ( 408)GLB1_MAIZEGlobulin-1 S allele precursor - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Cupin_1 PRK12678 PRK07003 Tymo_45kd_70kd PRK07764 DUF1431 DM6 PRK09169 DUF1777 PRK12323 Cornifin Keratin_B2	development.storage proteins	33_1

CUST_10011_PI403524517	2	0.017593384	0.045591354	-0.062005043	-0.13846302	-0.017594337	0.022436142	35_2828	"Cluster: At3g03330/T21P5_25; n=2; Oryza sativa (japonica cultivar-group)|Rep: At3g03330/T21P5_25 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53LS6	CHR3V7|COORD:783579..786155| short-chain dehydrogenase/reductase (SDR) family protein	AT3G03330.1	CHR11V5|COORD:9051714..9056814|protein dehydrogenase/reductase SDR family member 7 precursor, putative, expressed	LOC_Os11g16410.1	no descriptionmoderately similar to ( 423)AT3G03330| Symbols:  | short-chain dehydrogenase/reductase (SDR) family protein | chr3:783579-786155 REVERSEvery weakly similar to (75.1)SDR1_PICABShort-chain type dehydrogenase/reductase - Picea abies (Norway spruce) (Picea excelsa)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DltE PRK06181 PRK07825 COG4221 FabG fabG fabG PRK07109 PRK12826 PRK06182 fabG PRK06179 PRK06180 PRK08220 PRK06484 PRK07024 PRK08264 PRK09242 PRK07201 PRK09072 PRK06914 PRK06172 PRK08226 PRK06125 PRK08263 PRK08219 PRK12829 PRK07479 PRK12939 fabG adh_short PRK05866 PRK05872 fabG PRK07814 PRK08017 PRK08721 PRK08251 PRK07478 PRK06523 PRK07063 PRK12429 PRK08945 PRK07890 PRK12828 fabG PRK07454 PRK06346 PRK06138 PRK05855 PRK07774 PRK09291 PRK06124 PRK07326 PRK06482 PRK06841 PRK07067 PRK07832 PRK05993 PRK12827 PRK06500 PRK08339 PRK06139 PRK12936 fabG fabG PRK08213 fabG DltE PRK10538 PRK05650 PRK07102 PRK06701 PRK06398 PRK07677 PRK07577 PRK05876 PRK07633 PRK08265 PRK06171 PRK06113 PRK07060 PRK06935 PRK12937 PRK08277 PRK12748 PRK08267 PRK06949 PRK08324 fabG PRK12824 PRK08936 PRK07985 fabG PRK05693 PRK12935 fabG PRK08589 PRK07035 PRK12743 PRK06128 PRK08643 PRK07523 PRK06122 PRK06200 PRK06101 PRK09135 benD PRK06194 PRK06114 PRK07775 PRK12745 PRK08703 PRK12746 PRK07062 fabG PRK12742 PRK06197 fabG PRK07576 PRK12384 PRK05854 PRK07097 PRK08340 PRK07856 PRK08416 PRK07074 PRK08063 PRK06947 PRK07831 fabG PRK06057 PRK12747 KR PRK06123 fabG fabG PRK06198 PRK06924 PRK05717 FabI PRK06953 PRK12938 PRK08177 PRK06196 PRK07904 PRK07791 PRK07041 PRK08628 PRK12481 PRK09186 PRK07533 PRK12744 PRK07806 PRK08278 COG1086 PRK08594 PRK08085 PRK07069 PRK08993 PRK08415	misc.short chain dehydrogenase/reductase (SDR)	26_22

CUST_111346_PI403524517	2	0.1898508	-0.10134792	-0.03138733	0.18496895	0.031386375	-0.03138733	35_31618	0	0	CHR3V7|COORD:9916575..9919748| hydroxyproline-rich glycoprotein family protein	AT3G26910.1	0	0	no description	not assigned.unknown	35_2

CUST_21810_PI403524517	2	0.21844292	0.19351292	0.07214928	-0.20705032	-0.17703438	-0.07214928	35_6332	"Cluster: Ubiquitin-activating enzyme E1 1; n=2; Triticum aestivum|Rep: Ubiquitin-activating enzyme E1 1 - Triticum aestivum (Wheat)"	UniRef90_P20973	"CHR5V7|COORD:1970240..1974383| ATUBA2 (Arabidopsis thaliana ubiquitin activating enzyme 2); ubiquitin activating enzyme"	AT5G06460.1	CHR11V5|COORD:300611..294655|protein ubiquitin-activating enzyme E1 2, putative, expressed	LOC_Os11g01510.3	"no descriptionmoderately similar to ( 421)AT5G06460| Symbols: ATUBA2 | ATUBA2 (Arabidopsis thaliana ubiquitin activating enzyme 2); ubiquitin activating enzyme | chr5:1970240-1974383 FORWARDmoderately similar to ( 489)UBE11_WHEATUbiquitin-activating enzyme E1 1 - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned Ube1_repeat2 E1-2_like ThiF ThiF ThiF_MoeB_HesA_family Uba2_SUMO E1_enzyme_family PRK05690 Uba3_RUB PRK08762 Ube1_repeat1 Aos1_SUMO YgdL_like COG1179 PRK07688 PRK12475 PRK05600 APPBP1_RUB PRK07878 PRK08328 PRK07411 PRK08644 PRK05597 E1-1_like PRK08223 E1_ThiF_like"	protein.degradation.ubiquitin.E1	29_5_11_2

CUST_80012_PI403524517	2	0.17434883	-0.37189102	-0.25981522	0.06142044	-0.061421394	0.11215305	35_22944	"Cluster: Putative speckle-type POZ protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative speckle-type POZ protein - Oryza sativa (japonica cultivar"	UniRef90_Q6YYI9	"CHR3V7|COORD:1874583..1876581| ATBPM2; protein binding"	AT3G06190.1	CHR02V5|COORD:12213587..12219559|protein speckle-type POZ protein, putative	LOC_Os02g20720.1	"no descriptionweakly similar to ( 161)AT3G06190| Symbols: ATBPM2 | ATBPM2; protein binding | chr3:1874583-1876581 REVERSEnot assigned not assigned not assigned not assigned not assigned BTB BTB"	protein.degradation.ubiquitin.E3.BTB/POZ Cullin3.BTB/POZ	29_5_11_4_5_2

CUST_53232_PI403524517	2	-0.038222313	0.71105194	0.091599464	-0.081459045	-0.26820946	0.038222313	35_15150	"Cluster: Nup133 nucleoporin family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Nup133 nucleoporin family protein, expressed - Oryza sat"	UniRef90_Q10PQ6	0	0	CHR03V5|COORD:6552313..6559819|protein nucleoporin, putative, expressed	LOC_Os03g12450.1	no description	not assigned.unknown	35_2

CUST_115377_PI403524517	2	0.0022478104	-0.0022473335	0.25233173	-0.0774436	0.11316824	-0.13252354	35_32727	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_134445_PI403524517	2	0.50746346	-0.14098454	0.01809311	-0.018094063	-0.25475597	0.09855461	35_37723	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_38991_PI403524517	2	-0.093948364	-0.18667221	-0.13557243	0.35521507	0.10038853	0.093948364	35_11217	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_5676_PI404877155	2	0.020902634	-0.07972813	0.003938675	-0.019093513	-0.003938675	0.18062973	Contig17619_at	FYVE finger-containing phosphoinositide kinase-like [Oryza sativa (japonica cultivar-group)]	BAC24937.1	phosphatidylinositol-4- phosphate 5-kinase family protein	At1g71010.1	protein Phosphatidylinositol-4-phosphate 5-Kinase, putative	Os06g14750	"phosphatidylinositol-4-phosphate 5-kinase family protein, similar to SP:Q9Z1T6 FYVE finger-containing phosphoinositide kinase (EC 2.7.1.68) (1- phosphatidylinositol-4-phosphate kinase) (PIP5K) (PtdIns(4)P-5-kinase) {Mus musculus}; contains Pfam profiles P"	signalling.phosphinositides	30_4

CUST_95100_PI403524517	2	0.3726473	0.14121819	0.041158676	-0.041158676	-0.44254255	-0.08424425	35_27177	"Cluster: Putative membrane protein precursor; n=1; Emiliania huxleyi virus 86|Rep: Putative membrane protein precursor - Emiliania huxleyi virus 86"	UniRef90_Q4A2Z7	CHR3V7|COORD:8063070..8064482| leucine-rich repeat family protein / extensin family protein	AT3G22800.1	0	0	no description	not assigned.unknown	35_2

CUST_345_PI399407379	2	0.050383568	-0.2938962	-0.062024593	-0.050383568	0.19608164	0.09069824	HvIPT29									

CUST_19736_PI404877155	2	0.5655298	-2.3983183	-0.7904587	1.3924351	0.89524937	-0.5655308	X12735_at	Chlorophyll a-b binding protein 2, chloroplast precursor (LHCII type I CAB-2) (LHCP) pir||S04028 chlorophyll a/b-binding protein 2 precursor	P08963	chlorophyll A-B binding protein 2, chloroplast / LHCII type I CAB-2 / CAB-140 (CAB2B)	At1g29930.1	protein Chlorophyll A-B binding protein, putative	Os01g52240	chlorophyll a/b-binding protein WCAB precursor	PS.lightreaction.photosystem II.LHC-II	1_01_01_01

CUST_60966_PI403524517	2	0.12530708	-0.34814644	0.030160904	-0.030160904	-0.12604141	0.13467407	35_17388	"Cluster: LMBR1 integral membrane family protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: LMBR1 integral membrane family protein-like - Oryza sativ"	UniRef90_Q658I5	CHR5V7|COORD:186822..190007| LMBR1 integral membrane family protein	AT5G01460.1	CHR06V5|COORD:1489635..1484906|protein LMBR1-like conserved region family protein, expressed	LOC_Os06g03760.2	no descriptionhighly similar to ( 705)AT5G01460| Symbols:  | LMBR1 integral membrane family protein | chr5:186822-190007 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned LMBR1 Pneumo_att_G DUF566 Herpes_BLLF1 AF-4	not assigned.no ontology	35_1

CUST_31620_PI399408534	2	-0.027552605	-0.089476585	0.07044697	0.027551651	0.08331299	-0.15040302	35_23868	"Cluster: Putative GTP-binding protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative GTP-binding protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q652A2	"CHR1V7|COORD:86715..88145| AtRABA3 (Arabidopsis Rab GTPase homolog A3); GTP binding"	AT1G01200.1	CHR09V5|COORD:20637344..20639288|protein ras-related protein Rab11A, putative, expressed	LOC_Os09g35860.1	"no descriptionmoderately similar to ( 225)AT1G01200| Symbols: AtRABA3 | AtRABA3 (Arabidopsis Rab GTPase homolog A3); GTP binding | chr1:86715-88145 REVERSEmoderately similar to ( 218)RB11A_LOTJARas-related protein Rab11A - Lotus japonicusnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Rab11_like RAB Rab Ras Rab4 Rab5_related Rab2 Rab14 Rab8_Rab10_Rab13_like Rab1_Ypt1 Rab18 Rab19 Rab6 Rab35 Rab39 Rab26 Rab3 Rab30 Rab21 Rab33B_Rab33A Rab15 Rab32_Rab38 RabA_like Ras_like_GTPase Rab7 Rab12 COG1100 Rab27A Rab28 Rab36_Rab34 Rab40 Rab23_lke Rab9 RJL Rab24 Ran Ras RabL2 RAS RHO RalA_RalB Rho RabL4 Spg1 RERG_RasL11_like M_R_Ras_like Ras2 RheB Rab20 RAN Rho4_like H_N_K_Ras_like Miro Rap_like Tc10 Rho3 RSR1 Ras_dva Rho2 Rit_Rin_Ric Rap2 Rop_like Rnd3_RhoE_Rho8 RabL3 Rnd RhoA_like ARHI_like Rnd2_Rho7 Wrch_1 RGK Rap1 Rac1_like Arf Arf_Arl Arl10_like Rnd1_Rho6 Miro1 Cdc42 RhoG Arl5_Arl8 ARLTS1"	signalling.G-proteins	30_5

CUST_79263_PI403524517	2	0.023911476	-0.6554432	-0.086678505	0.09312439	0.13564491	-0.023911476	35_22737	"Cluster: Bile acid:sodium symporter-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Bile acid:sodium symporter-like - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6K739	CHR3V7|COORD:9215802..9217568| bile acid:sodium symporter family protein	AT3G25410.1	CHR02V5|COORD:16259510..16262963|protein bile acid sodium symporter, putative, expressed	LOC_Os02g27490.2	no descriptionvery weakly similar to (62.8)AT3G25410| Symbols:  | bile acid:sodium symporter family protein | chr3:9215802-9217568 REVERSE	transport.unspecified cations	34_14

CUST_81397_PI403524517	2	-0.09242439	0.45676327	0.2471261	-0.033821106	-0.09823799	0.033821583	35_23349	"Cluster: Hypothetical protein OSJNBb0011E04.124; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0011E04.124 - Oryza sativa (japonic"	UniRef90_Q7EYM9	CHR3V7|COORD:198862..201689| 5'-AMP-activated protein kinase beta-1 subunit-related	AT3G01510.1	CHR08V5|COORD:17719062..17724883|protein protein tyrosine/serine/threonine phosphatase, putative, expressed	LOC_Os08g29160.1	no descriptionmoderately similar to ( 406)AT3G01510| Symbols:  | 5'-AMP-activated protein kinase beta-1 subunit-related | chr3:198862-201689 REVERSEnot assigned DSPc DSPc DSPc	misc.acid and other phosphatases	26_13

CUST_59137_PI403524517	2	0.03945923	-0.7124424	-0.02795124	5.6266785E-4	-5.636215E-4	0.020531654	35_16865	0	0	0	0	CHR08V5|COORD:27265105..27269369|protein nucleic acid binding protein, putative, expressed	LOC_Os08g43360.3	no description	not assigned.unknown	35_2

CUST_164801_PI403524517	2	0.02607584	-0.31415987	0.3811555	-0.02607584	0.36058092	-0.40513563	35_45930	Rep: Cinnamyl alcohol dehydrogenase - Lolium perenne (Perennial ryegrass)	UniRef90_Q8S412	"CHR4V7|COORD:17852664..17854296| ELI3-1 (ELICITOR-ACTIVATED GENE 3); oxidoreductase/ zinc ion binding"	AT4G37980.1	CHR09V5|COORD:13987783..13985804|protein mannitol dehydrogenase, putative, expressed	LOC_Os09g23540.1	"no descriptionweakly similar to ( 169)AT4G37980| Symbols: ELI3-1 | ELI3-1 (ELICITOR-ACTIVATED GENE 3); oxidoreductase/ zinc ion binding | chr4:17852664-17853908 FORWARDweakly similar to ( 176)MTDH_MESCRProbable mannitol dehydrogenase - Mesembryanthemum crystallinum (Common ice plant)not assigned not assigned not assigned AdhP ADH_N PRK09422 AdhC Tdh tdh PRK10083 Qor PRK10309"	secondary metabolism.phenylpropanoids.lignin biosynthesis.CAD	16_2_1_10

CUST_71730_PI403524517	2	0.014195442	-0.15087986	-0.0141944885	0.057588577	-0.13635063	0.08775139	35_20561	Rep: Hypothetical protein - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q8L8N3	CHR2V7|COORD:7552785..7553230| similar to Os08g0511800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001062215.1)	AT2G17350.1	CHR09V5|COORD:18962967..18961060|protein expressed protein	LOC_Os09g31466.1	no descriptionweakly similar to ( 124)AT2G17350| Symbols:  | similar to Os08g0511800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001062215.1) | chr2:7552785-7553230 REVERSEnot assigned not assigned not assigned not assigned PRK07764 Atrophin-1	not assigned.unknown	35_2

CUST_9817_PI404877155	2	-0.05525589	-0.5235138	-0.08232212	0.06817913	0.19031525	0.055254936	Contig3536_s_at	Putative heat shock 70 KD protein, mitochondrial precursor [Oryza sativa (japonica cultivar-group)]	AAO17017.1	heat shock protein 70 / HSP70 (HSC70-5)	At5g09590.1	protein chaperone protein DnaK	Os02g53420	Putative heat shock 70 KD protein, mitochondrial precursor	stress.abiotic.heat	20_2_1

CUST_14931_PI403524517	2	0.25703526	-0.51984787	-0.5584469	0.056199074	0.0017576218	-0.0017576218	35_4302	"Cluster: Putative bacterial-induced peroxidase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative bacterial-induced peroxidase - Oryza sativa (japonica"	UniRef90_Q5QNM7	CHR5V7|COORD:1579143..1580820| peroxidase, putative	AT5G05340.1	CHR01V5|COORD:5786111..5787911|protein peroxidase 68 precursor, putative, expressed	LOC_Os01g10850.1	 no descriptionmoderately similar to ( 325)AT5G05340| Symbols:  | peroxidase, putative | chr5:1579143-1580820 REVERSEmoderately similar to ( 320)PERP7_BRARAPeroxidase P7 - Brassica rapa (Turnip)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned secretory_peroxidase plant_peroxidase peroxidase ascorbate_peroxidase TT_ORF1 PRK12678 PRK07764 PRK12323 ligninase PRK07003 	misc.peroxidases	26_12

CUST_11437_PI403524517	2	-0.08556366	0.6725483	-0.24920559	0.19250488	-0.0696888	0.0696888	35_3246	"Cluster: Hypothetical protein OSJNBa0029B02.7; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0029B02.7 - Oryza sativa (japonica cu"	UniRef90_Q6AT22	"CHR3V7|COORD:5297195..5297518| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G52720.1); similar to conserved hypothetical protein [Medicago"	AT3G15630.1	CHR05V5|COORD:4572060..4571216|protein expressed protein	LOC_Os05g08420.1	"no descriptionvery weakly similar to (61.2)AT3G15630| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G52720.1); similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE92597.1) | chr3:5297195-5297518 REVERSEPRK12323 PRK07764"	not assigned.unknown	35_2

CUST_2504_PI404877155	2	0.1425724	-0.2926569	0.012360573	-0.0123615265	0.043543816	-0.4669571	Contig12896_at	DDT domain-containing protein [Arabidopsis thaliana]	NP_196480.2	DDT domain-containing protein	At5g08630.1	protein expressed protein	Os02g35100	gi|30682510|ref|NP_196480.2| expressed protein	RNA.regulation of transcription.Nucleosome/chromatin assembly factor group	27_3_62

CUST_88213_PI403524517	2	-0.55160666	0.8847408	0.2958269	0.30459213	-0.43621588	-0.2958269	35_25254	"Cluster: Putative senescence-associated protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative senescence-associated protein - Oryza sativa (japonic"	UniRef90_Q5Z619	CHR2V7|COORD:8479475..8482103| TET2 (TETRASPANIN2)	AT2G19580.1	CHR06V5|COORD:22199011..22196399|protein senescence-associated protein 5, putative, expressed	LOC_Os06g37510.1	no descriptionmoderately similar to ( 249)AT2G19580| Symbols: TET2 | TET2 (TETRASPANIN2) | chr2:8479475-8482103 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Tetraspannin PRK07003 PRK12323 Atrophin-1 Herpes_BLLF1 APC_basic PRK07764 Tymo_45kd_70kd PRK12678 DUF566 DUF1421 PRK09169 Herpes_TAF50 TT_ORF1 HPC2 Pol_Y_like PRK05648 Pneumo_att_G	development.unspecified	33_99

CUST_22021_PI403524517	2	0.24669456	-0.007300377	0.007300377	-0.16194916	-0.051883698	0.09744549	35_6398	"Cluster: Dentin sialophosphoprotein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Dentin sialophosphoprotein-like - Oryza sativa (japonica"	UniRef90_Q6H4U9	"CHR1V7|COORD:2037460..2040147| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G30820.2); similar to hypothetical protein [Oryza sativa (japonica"	AT1G06660.1	CHR02V5|COORD:3687916..3691364|protein expressed protein	LOC_Os02g07180.1	"no descriptionvery weakly similar to (82.8)AT1G06660| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G30820.2); similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:AAM19018.1) | chr1:2037460-2040147 REVERSE"	not assigned.unknown	35_2

CUST_180999_PI403524517	2	0.06260252	-0.35145235	-0.01834631	0.01834631	0.1318593	-0.34452772	35_50334	Rep: OSJNBa0029H02.6 protein - Oryza sativa (Rice)	UniRef90_Q7XU79	"CHR3V7|COORD:21004848..21009510| CIP111 (CAM INTERACTING PROTEIN 111); ATPase/ calmodulin binding"	AT3G56690.1	CHR05V5|COORD:18077106..18079883|protein cell division control protein 48 homolog B, putative	LOC_Os05g31220.1	"no descriptionvery weakly similar to (68.6)AT3G56690| Symbols: CIP111 | CIP111 (CAM INTERACTING PROTEIN 111); ATPase/ calmodulin binding | chr3:21004848-21009510 REVERSEvery weakly similar to (71.6)CDC48_CAPANCell division cycle protein 48 homolog - Capsicum annuum (Bell pepper)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK03992 RPT1 SpoVK AAA HflB COG1223 hflB"	protein.degradation.metalloprotease	29_5_7

CUST_68_PI404877155	2	-0.07301617	0.13800621	0.28113937	-0.0039567947	0.0039577484	-0.04840851	baak12i08_at	putative 1,4-benzoquinone reductase [Oryza sativa (japonica cultivar-group)] dbj|BAB92583.1| putative quinone-oxidoreductase QR2 [Oryza sati	NP_916411.1	quinone reductase, putative	At5g54500.1	protein flavodoxin, putative	Os01g57570	putative 1,4-benzoquinone reductase	lipid metabolism.'exotics' (steroids, squalene etc)	11_8

CUST_42495_PI403524517	2	0.063682556	0.12859249	-0.09344101	0.17559719	-0.063682556	-0.26509953	35_12210	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_29715_PI403524517	2	0.24445009	-0.18104315	0.030451775	0.42348194	-0.5671077	-0.030452251	35_8581	Rep: Heat shock protein 101 - Oryza sativa (Rice)	UniRef90_Q6F2Y7	"CHR1V7|COORD:27940376..27943523| ATHSP101 (HEAT SHOCK PROTEIN 101); ATP binding / ATPase"	AT1G74310.1	CHR05V5|COORD:25723954..25720324|protein heat shock protein 101, putative, expressed	LOC_Os05g44340.1	" no descriptionhighly similar to ( 672)AT1G74310| Symbols: HSP101, HOT1, ATHSP101 | ATHSP101 (HEAT SHOCK PROTEIN 101); ATP binding / ATPase | chr1:27940376-27943523 REVERSEhighly similar to ( 736)HS101_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned clpA PRK10865 clpC clpA PRK12678 AAA DUF566 PRK07003 PRK12323 infB TT_ORF1 PRK07764 AAA APC_basic Tymo_45kd_70kd Herpes_BLLF1 AAA AF-4 Clp_N MGS1 "	stress.abiotic.heat	20_2_1

CUST_97084_PI403524517	2	0.43888855	0.2804227	0.32634068	-0.31060553	-0.2804222	-0.30825996	35_27725	"Cluster: Hypothetical protein OSJNBb0092G21.1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0092G21.1 - Oryza sativa (japonica cu"	UniRef90_Q75HW4	"CHR3V7|COORD:5018282..5020111| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G05480.1); similar to Peptide-N4-(N-acetyl-beta-glucosaminyl)aspara"	AT3G14920.1	CHR05V5|COORD:19141191..19138972|protein peptide-N4-asparagine amidase A, putative, expressed	LOC_Os05g32820.1	"no descriptionweakly similar to ( 118)AT5G05480| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G14920.1); similar to Os05g0395000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001055461.1); similar to Peptide-N4-(N-acetyl-beta-glucosaminyl)aspara (GB:P81898) | chr5:1622339-1624165 REVERSEnot assigned not assigned not assigned not assigned DUF1421 Atrophin-1 Extensin_2 TT_ORF1"	not assigned.unknown	35_2

CUST_158084_PI403524517	2	0.14818192	-0.08169842	0.081698895	0.15300941	-0.15278673	-0.32735062	35_44137	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_1116_PI403524517	2	-0.007945061	0.0695591	-0.044638634	-0.010050774	0.089304924	0.007944107	35_296	"Cluster: Early nodulin; n=1; Oryza sativa (japonica cultivar-group)|Rep: Early nodulin - Oryza sativa (japonica cultivar-group)"	UniRef90_O82157	CHR5V7|COORD:9054255..9055154| early nodulin-related	AT5G25940.1	CHR02V5|COORD:7138046..7135189|protein early nodulin 93, putative, expressed	LOC_Os02g13380.1	no descriptionvery weakly similar to (90.5)AT5G25940| Symbols:  | early nodulin-related | chr5:9054255-9055154 REVERSEvery weakly similar to (80.1)NO93_SOYBNEarly nodulin 93 - Glycine max (Soybean)ENOD93	development.unspecified	33_99

CUST_38605_PI403524517	2	-0.0464921	0.28476095	0.0464921	-0.25916243	0.07640457	-0.47970772	35_11107	Rep: OSIGBa0122F23.3 protein - Oryza sativa (Rice)	UniRef90_Q01JC7	CHR1V7|COORD:22057832..22060717| formin homology 2 domain-containing protein / FH2 domain-containing protein	AT1G59910.1	CHR04V5|COORD:27353621..27351239|protein expressed protein	LOC_Os04g46480.2	no descriptionnot assigned not assigned PRK07764	not assigned.unknown	35_2

CUST_15548_PI403524517	2	0.0031118393	-1.3472137	-0.55718136	0.18869781	0.17789173	-0.0031108856	35_4488	"Cluster: Hypothetical protein P0514G12.27; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0514G12.27 - Oryza sativa (japonica cultivar-g"	UniRef90_Q9SNH1	"CHR3V7|COORD:22752676..22753188| BRH1 (BRASSINOSTEROID-RESPONSIVE RING-H2); protein binding / zinc ion binding"	AT3G61460.1	CHR02V5|COORD:27802465..27801183|protein RING zinc finger protein-like, putative, expressed	LOC_Os02g45710.1	"no descriptionvery weakly similar to (65.9)AT3G61460| Symbols: BRH1 | BRH1 (BRASSINOSTEROID-RESPONSIVE RING-H2); protein binding / zinc ion binding | chr3:22752676-22753188 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned RING PRK12678 COG5540 PRK12323 PRK07003 Tymo_45kd_70kd PRK07764"	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_93502_PI403524517	2	0.12449169	0.086886406	-0.030783653	-0.021800518	-0.003499031	0.003499031	35_26735	Rep: OSIGBa0115K01-H0319F09.19 protein - Oryza sativa (Rice)	UniRef90_Q01HN3	"CHR1V7|COORD:19572714..19573673| similar to Hus1-like protein [Medicago truncatula] (GB:ABE90135.1); contains InterPro domain Hus1-like protein; (InterPro:IPR00"	AT1G52530.1	CHR04V5|COORD:26185627..26178674|protein hus1-like protein, expressed	LOC_Os04g44620.2	"no descriptionweakly similar to ( 181)AT1G52530| Symbols:  | similar to Hus1-like protein [Medicago truncatula] (GB:ABE90135.1); contains InterPro domain Hus1-like protein; (InterPro:IPR007150) | chr1:19572714-19573673 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07003 DUF566 Herpes_BLLF1"	not assigned.no ontology	35_1

CUST_7326_PI403524517	2	0.11361694	-0.11903763	-0.60221577	0.013019562	-0.013018608	0.13570118	35_2036	"Cluster: Hypothetical protein P0623A10.12; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0623A10.12 - Oryza sativa (japonica cultivar-g"	UniRef90_Q653H1	"CHR4V7|COORD:6218498..6218761| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G11970.1); similar to conserved hypothetical protein [Medicago"	AT4G09890.1	CHR06V5|COORD:28628911..28628103|protein expressed protein	LOC_Os06g47220.1	"no descriptionvery weakly similar to (70.1)AT4G09890| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G11970.1); similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE81195.1) | chr4:6218498-6218761 FORWARD"	not assigned.unknown	35_2

CUST_80771_PI403524517	2	0.14345169	0.21980286	0.040703773	-0.142663	-0.49641895	-0.040703773	35_23165	Rep: Krm protein - Lotus japonicus	UniRef90_O04181	CHR5V7|COORD:14947728..14949939| binding	AT5G37590.1	0	0	no descriptionweakly similar to ( 166)AT5G37590| Symbols:  | binding | chr5:14947728-14949939 REVERSEnot assigned not assigned TPR	cell.organisation	31_1

CUST_51195_PI403524517	2	-0.09269714	-0.030603409	-0.01877594	0.14535332	0.01877594	0.098091125	35_14597	"Cluster: Eukaryotic translation initiation factor 1A; n=3; BEP clade|Rep: Eukaryotic translation initiation factor 1A - Triticum aestivum (Wheat)"	UniRef90_P47815	CHR2V7|COORD:1574799..1575236| eukaryotic translation initiation factor 1A, putative / eIF-1A, putative / eIF-4C, putative	AT2G04520.1	CHR06V5|COORD:13684423..13685181|protein eukaryotic translation initiation factor 1A, putative, expressed	LOC_Os06g23440.1	 no descriptionmoderately similar to ( 203)AT2G04520| Symbols:  | eukaryotic translation initiation factor 1A, putative / eIF-1A, putative / eIF-4C, putative | chr2:1574799-1575236 REVERSEmoderately similar to ( 222)IF1A_WHEATEukaryotic translation initiation factor 1A - Triticum aestivum (Wheat)not assigned not assigned not assigned eIF1a eIF-1a PRK04012 InfA PRK12678 Gag_spuma 	protein.synthesis.initiation	29_2_3

CUST_55005_PI403524517	2	-0.13746643	0.109389305	0.04758072	0.015821457	-0.08360863	-0.015821457	35_15658	"Cluster: Hypersensitive-induced reaction protein 1; n=1; Hordeum vulgare subsp. vulgare|Rep: Hypersensitive-induced reaction protein 1 - Hordeum vulgare var. di"	UniRef90_Q8H1V3	CHR5V7|COORD:25218546..25219761| band 7 family protein	AT5G62740.1	CHR08V5|COORD:18878967..18883158|protein hypersensitive-induced response protein, putative, expressed	LOC_Os08g30790.3	no descriptionmoderately similar to ( 488)AT5G62740| Symbols:  | band 7 family protein | chr5:25218546-25219761 FORWARDnot assigned Band_7_4 Band_7 HflC Band_7_stomatin_like PHB Band_7 Band_7_HflK Band_7_prohibitin Band_7_HflC Band_7_flotillin	not assigned.no ontology	35_1

CUST_41296_PI403524517	2	0.33077288	0.017207146	-0.050646782	-0.33366585	-0.017207146	0.25492287	35_11870	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_19705_PI404877155	2	0.024604797	-0.44911385	-0.042840004	-0.024603844	0.03299713	0.092451096	S0001100138H07F1_x_at	0	0	0	0	0	0	calcium dependent protein kinase	signalling.calcium	30_3

CUST_7577_PI403524517	2	0.16575336	-0.020979881	-0.124305725	0.08615494	-0.04357052	0.020978928	35_2111	"Cluster: YT521-B-like family protein, expressed; n=2; Oryza sativa|Rep: YT521-B-like family protein, expressed - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10CW7	CHR3V7|COORD:4385281..4388227| ECT2	AT3G13460.4	CHR03V5|COORD:30728128..30732240|protein YT521-B-like family protein, expressed	LOC_Os03g53670.1	no descriptionmoderately similar to ( 411)AT3G13460| Symbols: ECT2 | ECT2 | chr3:4385281-4388227 REVERSEnot assigned not assigned not assigned YTH	not assigned.unknown	35_2

CUST_14428_PI403524517	2	0.12949276	1.0557337	-0.57676744	0.007877827	-0.2144413	-0.0078783035	35_4146	"Cluster: Hypothetical protein OSJNBb0092G21.8; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0092G21.8 - Oryza sativa (japonica cu"	UniRef90_Q75HV7	"CHR5V7|COORD:6457351..6457920| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G06070.1); similar to hypothetical protein MtrDRAFT_AC152499g26v1"	AT5G19190.1	CHR05V5|COORD:19248341..19244286|protein expressed protein	LOC_Os05g32970.1	"no descriptionvery weakly similar to (53.5)AT3G06070| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G19190.1); similar to hypothetical protein MtrDRAFT_AC152499g26v1 [Medicago truncatula] (GB:ABE77806.1) | chr3:1831311-1831852 REVERSEnot assigned"	not assigned.unknown	35_2

CUST_41031_PI403524517	2	0.10254192	0.15070724	-0.10254192	0.19045162	-0.10323286	-0.112287045	35_11795	"Cluster: Hypothetical protein OSJNBa0073L01.15; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0073L01.15 - Oryza sativa (japonica"	UniRef90_Q8S6N2	"CHR1V7|COORD:7773362..7780575| similar to F-box family protein [Arabidopsis thaliana] (TAIR:AT1G22000.1); similar to putative myosin [Oryza sativa (japonica"	AT1G22060.1	CHR10V5|COORD:10985691..10973612|protein expressed protein	LOC_Os10g21940.1	"no descriptionweakly similar to ( 166)AT1G22060| Symbols:  | similar to F-box family protein [Arabidopsis thaliana] (TAIR:AT1G22000.1); similar to putative myosin [Oryza sativa (japonica cultivar-group)] (GB:AAO72668.1); similar to Os10g0363700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001064442.1); contains InterPro domain Spectrin repeat; (InterPro:IPR002017) | chr1:7773362-7780575 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Smc SbcC PRK03918 PRK02224 Myosin_tail_1 MAD"	not assigned.unknown	35_2

CUST_95829_PI403524517	2	0.39532948	0.15963984	-0.11882591	-0.02104044	-0.3682909	0.021039963	35_27382	"Cluster: Bromodomain protein 103-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Bromodomain protein 103-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69IM3	CHR1V7|COORD:1790795..1796502| cell division cycle protein 48-related / CDC48-related	AT1G05910.1	CHR09V5|COORD:20059107..20066133|protein bromodomain protein 103, putative, expressed	LOC_Os09g33980.1	no descriptionmoderately similar to ( 337)AT1G05910| Symbols:  | cell division cycle protein 48-related / CDC48-related | chr1:1790795-1796502 FORWARDweakly similar to ( 139)CDC48_SOYBNCell division cycle protein 48 homolog - Glycine max (Soybean)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK03992 RPT1 AAA SpoVK HflB hflB COG1223	protein.degradation.ubiquitin.proteasom	29_5_11_20

CUST_86354_PI403524517	2	0.37014532	0.66051435	-0.16195917	0.12571573	-0.12571573	-0.21703911	35_24731	"Cluster: Leucine Rich Repeat family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Leucine Rich Repeat family protein, expressed - Oryza s"	UniRef90_Q2RBJ7	CHR5V7|COORD:267115..270388| F-box family protein (FBL3)	AT5G01720.1	CHR12V5|COORD:463699..467351|protein ubiquitin-protein ligase, putative, expressed	LOC_Os12g01760.1	no descriptionmoderately similar to ( 216)AT5G01720| Symbols:  | F-box family protein (FBL3) | chr5:267115-270388 REVERSEnot assigned not assigned not assigned	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_45808_PI403524517	2	0.13706875	0.19424534	-0.1845932	-0.037554264	-0.4159193	0.037554264	35_13126	Rep: Isoform CBP107 of P27884 - Oryctolagus cuniculus (Rabbit)	UniRef90_P27884-5	0	0	0	0	no description	not assigned.unknown	35_2

CUST_7054_PI404877155	2	-0.5491824	-1.413918	-0.14615011	0.74560595	0.3007989	0.14615011	Contig20667_s_at	0	BAD33589.1	zinc finger protein, putative (SHI)	At5g66350.1	protein zinc finger protein SHI, putative	Os06g49830	NONE	RNA.regulation of transcription.unclassified	27_3_99

CUST_6922_PI403524517	2	0.14176178	-0.5870266	-0.09120941	0.021056175	0.038765907	-0.021055222	35_1919	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_7323_PI403524517	2	-0.049495697	-0.16560173	-0.033631325	0.056609154	0.033631325	0.07351112	35_2033	"Cluster: Os09g0497400 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0497400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J0J5	"CHR4V7|COORD:7451288..7452973| similar to Os09g0497400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001063559.1); similar to AT4g12590-like protein"	AT4G12590.1	CHR09V5|COORD:19234783..19238306|protein protein pob, putative, expressed	LOC_Os09g32220.1	" no descriptionmoderately similar to ( 372)AT4G12590| Symbols:  | similar to Os09g0497400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001063559.1); similar to AT4g12590-like protein [Hyacinthus orientalis] (GB:AAS20990.1); contains InterPro domain Protein of unknown function DUF850, transmembrane eukaryotic; (InterPro:IPR008568) | chr4:7451288-7452973 REVERSEnot assigned not assigned DUF850 "	not assigned.unknown	35_2

CUST_58410_PI403524517	2	0.024101257	-0.50925255	0.0027427673	0.16905594	-0.011552811	-0.0027427673	35_16661	"Cluster: Hypothetical protein OJ1111_A10.16; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1111_A10.16 - Oryza sativa (japonica cultiv"	UniRef90_Q60EZ7	"CHR2V7|COORD:15988026..15988537| PSRP4 (PLASTID-SPECIFIC RIBOSOMAL PROTEIN 4); structural constituent of ribosome"	AT2G38140.1	CHR05V5|COORD:5257116..5253550|protein PSRP4, putative, expressed	LOC_Os05g09400.3	no description	not assigned.unknown	35_2

CUST_55001_PI403524517	2	0.020195961	-0.29732704	-0.22180748	0.089188576	-0.0035066605	0.0035066605	35_15656	"Cluster: Putative BRI1-KD interacting protein 128; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative BRI1-KD interacting protein 128 - Oryza sativa (jap"	UniRef90_Q5VRC9	"CHR2V7|COORD:10936140..10937697| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G32610.1); similar to Os05g0179800 [Oryza sativa (japonica"	AT2G25670.2	CHR01V5|COORD:4120222..4123181|protein early fruit mRNA, putative, expressed	LOC_Os01g08410.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TolA tolA TolA Caldesmon PRK12678 PRK07735 Atrophin-1 COG2268 infB MARCKS Utp14 Tymo_45kd_70kd BUD22 TT_ORF1	not assigned.unknown	35_2

CUST_160925_PI403524517	2	-0.011838913	-0.17590714	0.0655365	0.011837959	-0.042141914	0.095911026	35_44902	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_50255_PI403524517	2	-0.014656067	-0.06869888	0.19270325	-0.18906975	0.017946243	0.014655113	35_14338	"Cluster: Tubulin beta-1 chain; n=11; Magnoliophyta|Rep: Tubulin beta-1 chain - Triticum aestivum (Wheat)"	UniRef90_Q9ZRB2	CHR5V7|COORD:3961318..3962972| TUB6 (BETA-6 TUBULIN)	AT5G12250.1	CHR01V5|COORD:34494781..34498658|protein tubulin beta-4 chain, putative, expressed	LOC_Os01g59150.2	no descriptionhighly similar to ( 838)AT5G12250| Symbols: TUB6 | TUB6 (BETA-6 TUBULIN) | chr5:3961318-3962972 REVERSEhighly similar to ( 853)TBB_HORVUTubulin beta chain - Hordeum vulgare (Barley)not assigned not assigned not assigned beta_tubulin COG5023 Tubulin_FtsZ alpha_tubulin gamma_tubulin epsilon_tubulin Tubulin delta_tubulin Tubulin_C FtsZ_type2 AroH_like	cell.organisation	31_1

CUST_181396_PI403524517	2	0.21216679	0.57549286	0.051757812	-0.21990299	-0.34540844	-0.05175829	35_50439	"Cluster: BRASSINOSTEROID INSENSITIVE 1-associated receptor kinase 1, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: BRASSINOSTEROID INSEN"	UniRef90_Q2R1F3	CHR1V7|COORD:23318959..23321726| leucine-rich repeat transmembrane protein kinase, putative	AT1G62950.1	CHR11V5|COORD:22935483..22929909|protein BRASSINOSTEROID INSENSITIVE 1-associated receptor kinase 1 precursor, putative, expressed	LOC_Os11g39370.2	 no descriptionvery weakly similar to (60.8)AT1G62950| Symbols:  | leucine-rich repeat transmembrane protein kinase, putative | chr1:23318959-23321726 FORWARDvery weakly similar to (52.8)RPK1_IPONIReceptor-like protein kinase precursor - Ipomoea nil (Japanese morning glory) (Pharbitis nil)	stress.biotic	20_1

CUST_17081_PI399408534	2	-0.115719795	0.2107954	-0.06644821	0.11752415	-0.009493828	0.009493828	35_20476	"Cluster: Putative MAR binding filament-like protein 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative MAR binding filament-like protein 1 - Oryza sat"	UniRef90_Q5VR43	CHR3V7|COORD:5431047..5433619| MFP1 (MAR BINDING FILAMENT-LIKE PROTEIN 1)	AT3G16000.1	CHR01V5|COORD:4210104..4205355|protein MAR binding filament-like protein 1, putative, expressed	LOC_Os01g08510.1	no descriptionvery weakly similar to (80.1)AT3G16000| Symbols: MFP1 | MFP1 (MAR BINDING FILAMENT-LIKE PROTEIN 1) | chr3:5431047-5433619 REVERSEvery weakly similar to (95.1)MFP1_TOBACMAR-binding filament-like protein 1-1 - Nicotiana tabacum (Common tobacco)not assigned	RNA.regulation of transcription.Orphan family	27_3_34

CUST_37431_PI403524517	2	-0.16954899	0.017857552	0.06118536	-0.017857552	0.027734756	-0.15585613	35_10781	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_138530_PI403524517	2	0.11951828	-0.036909103	0.036909103	-0.11095524	0.07213116	-0.21304607	35_38857	0	0		0	CHR03V5|COORD:11938398..11936096|protein expressed protein	LOC_Os03g21040.3	no description	not assigned.unknown	35_2

CUST_1783_PI404877155	2	-1.072793	1.4030275	0.26415777	0.9006014	-0.7705798	-0.26415777	Contig120_at	Carbonic anhydrase, chloroplast precursor (Carbonate dehydratase) gb|AAC41656.1| carbonic anhydrase pir||T04478 probable carbonate dehydrata	P40880	carbonic anhydrase 2 / carbonate dehydratase 2 (CA2) (CA18)	At5g14740.2	protein Carbonic anhydrase, putative	Os01g45280	carbonic anhydrase 2 / carbonate dehydratase 2 (CA2) (CA18), nearly identical to SP:P42737 Carbonic anhydrase 2 (EC 4.2.1.1) (Carbonate dehydratase 2) {Arabidopsis thaliana} or  carbonic anhydrase 2 / carbonate dehydratase 2 (CA2) (CA18), nearly identical	TCA / org. transformation.carbonic anhydrases	8_3

CUST_134585_PI403524517	2	-0.012496948	0.717401	0.038353443	-0.16975021	-0.11677885	0.012496948	35_37761	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_17874_PI399408534	2	-0.57488155	1.3793278	0.86166286	-1.4936366	0.12885761	-0.12885761	35_5933	"Cluster: Os06g0298200 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os06g0298200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DCR8	"CHR3V7|COORD:2442500..2443907| COL9 (CONSTANS-LIKE 9); zinc ion binding"	AT3G07650.3	CHR06V5|COORD:11075720..11069109|protein CCT motif family protein, expressed	LOC_Os06g19444.2	"no descriptionmoderately similar to ( 226)AT3G07650| Symbols: COL9 | COL9 (CONSTANS-LIKE 9); zinc ion binding | chr3:2442500-2443907 FORWARDBBOX"	RNA.regulation of transcription.C2C2(Zn) CO-like, Constans-like zinc finger family	27_3_7

CUST_60601_PI403524517	2	-0.059500694	-1.219286	0.059500694	0.42066383	0.124396324	-0.36131954	35_17280	"Cluster: Putative ripening regulated protein DDTFR18; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ripening regulated protein DDTFR18 - Oryza sativ"	UniRef90_Q6ZBX7	CHR4V7|COORD:13076962..13078974| MATE efflux family protein	AT4G25640.1	CHR08V5|COORD:28053023..28050973|protein transparent testa 12 protein, putative, expressed	LOC_Os08g44870.1	no descriptionmoderately similar to ( 421)AT4G25640| Symbols:  | MATE efflux family protein | chr4:13076962-13078974 REVERSEnot assigned not assigned not assigned NorM MatE PRK01766 PRK00187	transport.misc	34_99

CUST_8151_PI403524517	2	-0.010848999	-0.7520075	-0.08192444	0.08553028	0.07396793	0.010849953	35_2274	"Cluster: Malonyl CoA-acyl carrier protein transacylase containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Malonyl CoA-acyl carrier"	UniRef90_Q10MS3	CHR2V7|COORD:12890239..12892559| [acyl-carrier-protein] S-malonyltransferase/ transferase	AT2G30200.1	CHR03V5|COORD:10383326..10379780|protein malonyl CoA-acyl carrier protein transacylase, mitochondrial precursor, putative, expressed	LOC_Os03g18590.1	no descriptionweakly similar to ( 196)AT2G30200| Symbols:  | transferase | chr2:12890417-12892559 REVERSEnot assigned FabD	lipid metabolism.FA synthesis and FA elongation.Acetyl CoA Transacylase	11_1_2

CUST_78834_PI403524517	2	1.1372643	0.029689789	0.7824006	-0.029689312	-0.45107841	-0.1902647	35_22606	"Cluster: Uncharacterized protein At1g22800; n=2; Arabidopsis thaliana|Rep: Uncharacterized protein At1g22800 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_O80543	"CHR1V7|COORD:8072009..8074028| Identical to Uncharacterized protein At1g22800 [Arabidopsis Thaliana] (GB:O80543;GB:Q84MB4); similar to hypothetical protein"	AT1G22800.1	CHR12V5|COORD:5393905..5390903|protein SAM-dependent methyltransferase, putative, expressed	LOC_Os12g10200.1	"no descriptionmoderately similar to ( 323)AT1G22800| Symbols:  | Identical to Uncharacterized protein At1g22800 [Arabidopsis Thaliana] (GB:O80543;GB:Q84MB4); similar to hypothetical protein Rru_A0736 [Rhodospirillum rubrum ATCC 11170] (GB:YP_425827.1); similar to Os12g0203100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001066375.1); contains InterPro domain Methyltransferase type 11; (InterPro:IPR013216) | chr1:8072009-8074028 FORWARDnot assigned"	Co-factor and vitamine metabolism.biotin	18_6

CUST_82765_PI403524517	2	0.105609894	0.278162	0.23600101	-0.17134953	-0.32069778	-0.10561037	35_23735	"Cluster: Putative adapter-related protein complex 4 epsilon 1 subunit; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative adapter-related protein complex"	UniRef90_Q8RZX0	CHR1V7|COORD:11359888..11363897| epsilon-adaptin, putative	AT1G31730.1	CHR01V5|COORD:40265016..40258122|protein clathrin binding protein, putative, expressed	LOC_Os01g68750.1	 no descriptionhighly similar to ( 514)AT1G31730| Symbols:  | epsilon-adaptin, putative | chr1:11359888-11363897 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Adaptin_N COG5096 AF-4 PRK07003 DUF566 Herpes_BLLF1 Tymo_45kd_70kd Pneumo_att_G HPC2 PRK12323 Atrophin-1 PRK07764 KAR9 DUF936 Herpes_TAF50 Herpes_UL32 APC_basic PRK12678 Gag_spuma 	cell. vesicle transport	31_4

CUST_154480_PI403524517	2	0.255383	0.2926445	0.14937973	-0.14937925	-0.6055846	-0.16634655	35_43167	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_139758_PI403524517	2	0.2804737	0.5270834	0.43997478	-0.40035868	-0.2804737	-0.31751013	35_39194	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_44673_PI403524517	2	0.09568977	0.47037888	-0.10150719	-0.12444496	-0.06349182	0.06349182	35_12814	"Cluster: OSJNBa0088I22.8 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0088I22.8 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XU45	"CHR3|COORD:23467132..23469410| similar to zinc finger (C3HC4-type RING finger) family protein [Arabidopsis thaliana] (TAIR:At3g19910.1); similar to putative"	AT3G63530.2	CHR04V5|COORD:28525293..28528779|protein zinc finger, C3HC4 type family protein, expressed	LOC_Os04g48260.1	" no descriptionweakly similar to ( 132)AT3G63530| Symbols: BB2, BB | BB (BIG BROTHER); protein binding / zinc ion binding | chr3:23467382-23468762 REVERSEnot assigned COG5540 RING zf-C3HC4 "	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_92500_PI403524517	2	-0.30846643	-0.09304285	0.010960102	0.1940403	0.4431882	-0.010960102	35_26448	"Cluster: Sugar transporter family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Sugar transporter family protein, expressed - Oryza sativ"	UniRef90_Q2R1T1	"CHR5V7|COORD:7839135..7840877| STP11 (SUGAR TRANSPORTER 11); carbohydrate transporter/ sugar porter"	AT5G23270.1	CHR11V5|COORD:22124220..22126256|protein hexose carrier protein HEX6, putative, expressed	LOC_Os11g38160.1	"no descriptionmoderately similar to ( 214)AT1G11260| Symbols: STP1 | STP1 (SUGAR TRANSPORTER 1); carbohydrate transporter/ sugar porter | chr1:3777460-3780133 FORWARDmoderately similar to ( 266)HEX6_RICCOHexose carrier protein HEX6 - Ricinus communis (Castor bean)not assigned not assigned not assigned Sugar_tr xylE MFS_1 ProP"	transporter.sugars	34_2

CUST_67632_PI403524517	2	-0.05620098	0.58773327	-0.015195847	0.070902824	0.004620552	-0.0046195984	35_19319	Rep: H0322F07.6 protein - Oryza sativa (Rice)	UniRef90_Q259A3	CHR4|COORD:15122235..15123492| expressed protein	AT4G31090.1	CHR04V5|COORD:34123484..34126600|protein expressed protein	LOC_Os04g57690.1	"no descriptionvery weakly similar to (67.4)AT4G31080| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G24330.1); similar to Os02g0631000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001047497.1); similar to Os04g0672900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001054229.1); similar to H0322F07.6 [Oryza sativa (indica cultivar-group)] (GB:CAH67769.1); contains domain FAMILY NOT NAMED (PTHR22166); contains domain SUBFAMILY NOT NAMED (PTHR22166:SF1) | chr4:15121192-15123078 FORWARDnot assigned"	not assigned.unknown	35_2

CUST_101467_PI403524517	2	0.11348534	0.80920887	0.17806149	-0.16601944	-0.16868114	-0.11348534	35_28957	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_31447_PI403524517	2	-0.06889963	0.20112944	-0.070869446	0.068899155	0.3193388	-0.18516827	35_9078	Rep: H0305E08.4 protein - Oryza sativa (Rice)	UniRef90_Q01IK7	0	0	CHR04V5|COORD:23413318..23416172|protein expressed protein	LOC_Os04g39670.1	no description	not assigned.unknown	35_2

CUST_2801_PI404877155	2	-1.4555378	-0.6890125	0.5540848	0.06573391	-0.06573486	0.23484135	Contig13217_at	putative S-receptor kinase [Oryza sativa (japonica cultivar-group)] dbj|BAC65366.1| putative S-receptor kinase KIK1 precursor [Oryza sativa	NP_910655.1	S-locus lectin protein kinase family protein	At4g21390.1	protein S-locus glycoprotein family, putative	Os07g36570	S-locus protein kinase, putative (ARK3), identical to PIR:T05180:T05180 S-receptor kinase ARK3 precursor - (Arabidopsis thaliana)	signalling.receptor kinases.S-locus glycoprotein like	30_2_24

CUST_2179_PI399408534	2	0.121785164	0.19822454	-0.023403645	-0.30401182	0.023403168	-0.28898144	35_19184	"Cluster: ZIGA1 protein-like; n=3; Oryza sativa (japonica cultivar-group)|Rep: ZIGA1 protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5N770	"CHR1V7|COORD:2762823..2768390| ZIGA4 (ARF GAP-LIKE ZINC FINGER-CONTAINING PROTEIN ZIGA4); DNA binding"	AT1G08680.2	CHR01V5|COORD:34939478..34945854|protein ZIGA4, putative, expressed	LOC_Os01g59850.1	" no descriptionmoderately similar to ( 291)AT1G08680| Symbols: AGD14, ZIGA4 | ZIGA4 (ARF GAP-LIKE ZINC FINGER-CONTAINING PROTEIN ZIGA4); DNA binding | chr1:2762823-2768390 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned COG5347 ArfGap ArfGap "	RNA.regulation of transcription.unclassified	27_3_99

CUST_411_PI399407379	2	-0.06929588	0.17580414	0.00730896	-0.08711052	0.07859039	-0.0073080063	HvIPT18									

CUST_112838_PI403524517	2	0.4281497	-0.024495602	0.10788107	0.0	0.0	-0.2582984	35_32027	Rep: Protein At2g47020 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q3E6W0	CHR2V7|COORD:19327160..19329349| peptide chain release factor, putative	AT2G47020.1	0	0	 no descriptionvery weakly similar to (50.1)AT2G47020| Symbols:  | peptide chain release factor, putative | chr2:19327160-19329349 REVERSE	protein.synthesis.release	29_2_5

CUST_36438_PI403524517	2	0.12275219	0.027044296	-0.33183384	-0.030288696	-0.02704525	0.034466743	35_10509	"Cluster: Putative RNA apurinic site specific lyase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative RNA apurinic site specific lyase - Oryza sativa (j"	UniRef90_Q8GVM0	0	0	CHR07V5|COORD:10979228..10977428|protein ribosomal RNA apurinic site specific lyase, putative, expressed	LOC_Os07g18560.1	no descriptionFBD	not assigned.unknown	35_2

CUST_85858_PI403524517	2	0.025671959	-0.34812164	0.024924278	0.084106445	-0.024924278	-0.025553703	35_24588	"Cluster: Hypothetical protein P0490F09.8; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0490F09.8 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q69XI0	0	0	CHR06V5|COORD:24281504..24276342|protein expressed protein	LOC_Os06g40730.1	no description	not assigned.unknown	35_2

CUST_2594_PI403524517	2	-0.011734009	0.17477417	0.028110504	0.011734009	-0.08329582	-0.051143646	35_709	"Cluster: Os11g0153800 protein; n=4; Oryza sativa (japonica cultivar-group)|Rep: Os11g0153800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IUI8	CHR2V7|COORD:9243709..9244590| 40S ribosomal protein S25 (RPS25B)	AT2G21580.1	CHR09V5|COORD:22702652..22701242|protein 40S ribosomal protein S25, putative, expressed	LOC_Os09g39540.1	no descriptionweakly similar to ( 119)AT2G21580| Symbols:  | structural constituent of ribosome | chr2:9243709-9244590 FORWARDnot assigned not assigned Ribosomal_S25 COG4901 PRK09334	protein.synthesis.misc ribososomal protein	29_2_2

CUST_87308_PI403524517	2	-1.9168854E-4	0.66521835	0.009634018	-0.061514854	-0.10204792	1.9264221E-4	35_24998	"Cluster: Sterol glucosyltransferase-like protein; n=2; Arabidopsis thaliana|Rep: Sterol glucosyltransferase-like protein - Arabidopsis thaliana (Mouse-ear cress"	UniRef90_Q9FT43	"CHR5V7|COORD:8490824..8494539| similar to UDP-glucose:sterol glucosyltransferase, putative [Arabidopsis thaliana] (TAIR:AT1G43620.3); similar to"	AT5G24750.1	CHR02V5|COORD:6188760..6193368|protein sterol glucosyltransferase-like protein, putative, expressed	LOC_Os02g11940.1	" no descriptionmoderately similar to ( 331)AT5G24750| Symbols:  | similar to UDP-glucose:sterol glucosyltransferase, putative [Arabidopsis thaliana] (TAIR:AT1G43620.3); similar to Os02g0210800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001046269.1); similar to glucosyltransferase [Xanthomonas campestris pv. campestris str. ATCC 33913] (GB:NP_639206.1); contains domain UDP-Glycosyltransferase/glycogen phosphorylase (SSF53756); contains domain no description (G3D.3.40.50.2000) | chr5:8490824-8494539 REVERSECOG1819 "	not assigned.unknown	35_2

CUST_43232_PI403524517	2	0.01924467	-0.33295918	-0.0025525093	0.0025525093	-0.13662195	0.061575413	35_12414	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_153398_PI403524517	2	0.36714458	-0.9182677	-0.03314686	0.033147812	-0.213171	0.15469551	35_42872	"Cluster: Putative FAS2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative FAS2 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ZD63	"CHR5V7|COORD:25850524..25853048| FAS2 (FASCIATA 2); nucleotide binding"	AT5G64630.1	CHR08V5|COORD:388881..394551|protein chromatin assembly factor 1 subunit B, putative, expressed	LOC_Os08g01680.1	" no descriptionmoderately similar to ( 299)AT5G64630| Symbols: NFB01, NFB1, MUB3, FAS2 | FAS2 (FASCIATA 2); nucleotide binding | chr5:25850524-25853384 FORWARDvery weakly similar to (78.6)PF20_CHLREFlagellar WD repeat-containing protein Pf20 - Chlamydomonas reinhardtiinot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned WD40 COG2319 "	not assigned.no ontology	35_1

CUST_9221_PI403524517	2	0.018341064	-0.4429674	-0.018341064	0.20377922	0.089609146	-0.12697601	35_2591	"Cluster: Hypothetical protein P0006C08.11; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0006C08.11 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6ETY5	CHR3V7|COORD:22821258..22821604| AGP20 (ARABINOGALACTAN PROTEIN 20)	AT3G61640.1	CHR06V5|COORD:17983209..17986267|protein AGP16, putative, expressed	LOC_Os06g30920.1	 no descriptionvery weakly similar to (64.7)AT2G46330| Symbols: ATAGP16, AGP16 | AGP16 (ARABINOGALACTAN PROTEIN 16) | chr2:19025803-19026181 REVERSEDUF1070 	cell wall.cell wall proteins.AGPs	10_5_1

CUST_3971_PI403524517	2	-0.08983326	0.38418484	0.33695602	-0.107834816	-0.06492329	0.06492329	35_1100	Rep: Putative nuclease - Hordeum vulgare (Barley)	UniRef90_Q9ARD4	CHR4V7|COORD:11478000..11479965| bifunctional nuclease, putative	AT4G21585.1	CHR04V5|COORD:33034849..33037559|protein nuclease PA3, putative, expressed	LOC_Os04g55850.1	 no descriptionmoderately similar to ( 276)AT4G21585| Symbols:  | bifunctional nuclease, putative | chr4:11478000-11479965 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned S1-P1_nuclease PRK07764 PRK12323 	DNA.synthesis/chromatin structure	28_1

CUST_106801_PI403524517	2	0.06554794	-0.09767437	-0.077340126	0.028889656	0.04991436	-0.028888702	35_30397	"Cluster: Hypothetical protein P0688H12.37; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0688H12.37 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6Z6T2	"CHR1V7|COORD:5675918..5678679| SR45 (arginine/serine-rich 45); RNA binding"	AT1G16610.1	CHR02V5|COORD:13014483..13015689|protein expressed protein	LOC_Os02g21890.1	no description	not assigned.unknown	35_2

CUST_172797_PI403524517	2	0.0021009445	-0.0021014214	0.6495733	0.50310516	-0.286191	-0.91511154	35_48126	0	0	CHR1V7|COORD:12169072..12171858| ADR1 (ACTIVATED DISEASE RESISTANCE 1)	AT1G33560.1	CHR12V5|COORD:24421410..24426253|protein disease resistance protein, putative, expressed	LOC_Os12g39620.4	no description	not assigned.unknown	35_2

CUST_36097_PI403524517	2	0.31335163	-0.40739536	0.05275011	0.3158183	-0.21209812	-0.052750587	35_10409	"Cluster: Kinesin-like protein; n=4; Oryza sativa (japonica cultivar-group)|Rep: Kinesin-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q84VC0	"CHR5|COORD:19383709..19389978| kinesin-like protein (FRA1), identical to kinesin-like protein (Arabidopsis thaliana) GI:27260890; contains Pfam profile PF00225:"	AT5G47820.2	CHR09V5|COORD:1157082..1166873|protein chromosome-associated kinesin KLP1, putative, expressed	LOC_Os09g02650.1	"no descriptionweakly similar to ( 186)AT5G47820| Symbols: FRA1 | FRA1 (FRAGILE FIBER 1); microtubule motor | chr5:19383731-19389455 FORWARDvery weakly similar to (75.5)K125_TOBAC125 kDa kinesin-related protein - Nicotiana tabacum (Common tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned KISc_KIF4 Kinesin KISc KISc KISc_KHC_KIF5 KISc_C_terminal KISc_BimC_Eg5 KISc_CENP_E KIP1 KISc_KIF2_like KISc_KIP3_like KISc_KIF1A_KIF1B KISc_KIF3 KISc_KIF23_like KISc_KLP2_like KISc_KIF9_like KISc_KID_like"	cell.organisation	31_1

CUST_79598_PI403524517	2	0.32309246	0.17338085	-0.07707119	-0.05080223	-0.1625719	0.05080223	35_22829	"Cluster: Hypothetical protein B1156C07.28; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1156C07.28 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5Z4Q7	CHR5V7|COORD:8367471..8368718| similar to Os06g0316100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001057496.1)	AT5G24500.1	CHR06V5|COORD:12196495..12199663|protein adhesin FhaB, putative, expressed	LOC_Os06g21120.1	no descriptionnot assigned PRK07003	not assigned.unknown	35_2

CUST_95421_PI403524517	2	0.12503147	-0.017353058	-0.0613575	0.0010356903	0.11503315	-0.001036644	35_27272	Rep: ENSANGP00000029682 - Anopheles gambiae str. PEST	UniRef90_UPI00002463AE	CHR5V7|COORD:15457074..15460237| protein kinase family protein	AT5G38560.1	CHR04V5|COORD:24705559..24701241|protein peroxidase 18 precursor, putative, expressed	LOC_Os04g42100.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07764 PRK12323 PRK05648 PRK12372 PRK07003	not assigned.unknown	35_2

CUST_844_PI404877155	2	-0.32951546	0.58285713	0.022628784	0.116176605	-0.20621014	-0.022629738	Contig10794_at	calcium-binding EF hand family protein [Arabidopsis thaliana] emb|CAC05499.1| EF-hand Calcium binding protein-like [Arabidopsis thaliana] gb	NP_196037.2	calcium-binding EF hand family protein	At5g04170.1	protein expressed protein	Os11g04480	calcium-binding EF-hand family protein	signalling.calcium	30_3

CUST_93711_PI403524517	2	0.08972359	-0.040719986	0.040719032	-0.27053356	-0.16281605	0.052340508	35_26795	"Cluster: Os01g0175200 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0175200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JQ94	"CHR3|COORD:1278090..1281124| similar to stress-inducible protein, putative [Arabidopsis thaliana] (TAIR:At4g12400.1); similar to"	AT3G04710.2	CHR01V5|COORD:3858641..3855404|protein ankyrin-like protein, putative, expressed	LOC_Os01g07980.1	no descriptionvery weakly similar to (81.6)AT3G04710| Symbols:  | binding | chr3:1278235-1280948 FORWARDvery weakly similar to (56.2)STIP_SOYBNHeat shock protein STI - Glycine max (Soybean)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TPR	protein.postranslational modification	29_4

CUST_112893_PI403524517	2	0.33060646	-0.4065733	-0.12744236	0.10897541	0.18549347	-0.108976364	35_32042	"Cluster: Putative high-affinity potassium transporter; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative high-affinity potassium transporter - Oryza sat"	UniRef90_Q69L88	"CHR3V7|COORD:7795290..7796294| CWLP (CELL WALL-PLASMA MEMBRANE LINKER PROTEIN); lipid binding"	AT3G22120.1	CHR01V5|COORD:34462650..34464431|protein expressed protein	LOC_Os01g59070.1	" no descriptionvery weakly similar to (67.8)AT2G04280| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G12700.1); similar to Os10g0456400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001064754.1); similar to Proteinase inhibitor I4, serpin [Medicago truncatula] (GB:ABE79305.1); contains domain YggU-like (SSF69786) | chr2:1480274-1481980 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07003 HPC2 Atrophin-1 PRK12323 "	not assigned.unknown	35_2

CUST_40884_PI403524517	2	0.26024294	-0.023435116	-0.013520241	0.12667942	-0.044315338	0.013520241	35_11757	"Cluster: Os05g0510300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0510300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DGV1	"CHR3V7|COORD:4811960..4815217| UBP25 (UBIQUITIN-SPECIFIC PROTEASE 25); ubiquitin-specific protease"	AT3G14400.1	CHR05V5|COORD:25191163..25196932|protein UBP25, putative, expressed	LOC_Os05g43480.1	"no descriptionweakly similar to ( 164)AT3G14400| Symbols: UBP25 | UBP25 (UBIQUITIN-SPECIFIC PROTEASE 25); ubiquitin-specific protease | chr3:4811960-4815217 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Peptidase_C19E Peptidase_C19 Peptidase_C19R UCH peptidase_C19C Peptidase_C19G Peptidase_C19D Peptidase_C19K Peptidase_C19H Peptidase_C19L UBP5 COG5077 Peptidase_C19O UBP12"	protein.degradation.ubiquitin.ubiquitin protease	29_5_11_5

CUST_5188_PI403524517	2	-0.10103989	0.10803127	0.10029793	0.018707275	-0.025572777	-0.018707275	35_1427	"Cluster: Oxysterol-binding protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Oxysterol-binding protein, expressed - Oryza sativa (japonica"	UniRef90_Q10NC7	CHR3V7|COORD:2858074..2860468| oxysterol-binding family protein	AT3G09300.1	CHR03V5|COORD:9197817..9203234|protein oxysterol-binding protein homolog C2F12.05c, putative, expressed	LOC_Os03g16690.1	no descriptionhighly similar to ( 718)AT5G59420| Symbols:  | oxysterol-binding family protein | chr5:23978957-23981849 FORWARDnot assigned not assigned not assigned Oxysterol_BP	cell. vesicle transport	31_4

CUST_84887_PI403524517	2	0.13318062	0.37217903	-0.0012893677	-0.12782574	0.0012893677	-0.051156044	35_24322	"Cluster: Putative phospholipase D; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative phospholipase D - Oryza sativa (japonica cultivar-group)"	UniRef90_Q67UR5	0	0	CHR06V5|COORD:26578687..26574128|protein phospholipase D. Active site motif family protein, expressed	LOC_Os06g44060.2	no descriptionnot assigned PLD_envelope	not assigned.unknown	35_2

CUST_5745_PI404877155	2	-0.2442007	0.14590979	-0.107914925	0.47019196	0.038829327	-0.03882885	Contig17756_at	OJ000126_13.1 [Oryza sativa (japonica cultivar-group)] emb|CAD40654.2| OSJNBa0073L04.9 [Oryza sativa (japonica cultivar-group)]	CAD40596.2	carbonic anhydrase family protein	At3g52720.1	protein Eukaryotic-type carbonic anhydrase	Os04g33660	"carbonic anhydrase family protein, low similarity to storage protein (dioscorin) (Dioscorea cayenensis) GI:433463; contains Pfam profile PF00194: Eukaryotic-type carbonic anhydrase or  carbonic anhydrase family protein, low similarity to storage protein ("	TCA / org. transformation.carbonic anhydrases	8_3

CUST_67621_PI403524517	2	0.15478325	-0.05295658	-0.0076169968	-0.025864601	0.023737907	0.0076169968	35_19317	"Cluster: Possible metal-binding domain in RNase L inhibitor, RLI family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Possible metal-bind"	UniRef90_Q10QI6	CHR5V7|COORD:3148685..3150325| RNase L inhibitor protein-related	AT5G10070.1	CHR03V5|COORD:4924675..4920180|protein expressed protein	LOC_Os03g09920.1	no descriptionmoderately similar to ( 340)AT5G10070| Symbols:  | RNase L inhibitor protein-related | chr5:3148685-3150325 REVERSEnot assigned COG2042 DUF367 PRK02287	RNA.transcription	27_2

CUST_46626_PI403524517	2	0.06410217	-0.24900913	-0.017697334	0.017697334	0.17450237	-0.06950283	35_13352	Rep: Extensin - Volvox carteri	UniRef90_Q41645	CHR4V7|COORD:7758606..7760888| leucine-rich repeat family protein / extensin family protein	AT4G13340.1	CHR09V5|COORD:11335336..11331584|protein transposon protein, putative, CACTA, En/Spm sub-class	LOC_Os09g18490.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07764 Extensin_2 Atrophin-1 PRK12323 PRK08853 PRK05648 Drf_FH1 Tymo_45kd_70kd DUF1421 PRK07003 FAP GRASP55_65	not assigned.unknown	35_2

CUST_7208_PI404877155	2	0.010123253	-0.14261818	-0.010122299	-0.025880814	0.07263851	0.09363556	Contig21021_at	putative heat shock protein [Oryza sativa] gb|AAK52144.1| putative heat shock protein [Oryza sativa]	NP_909829.1	DNAJ heat shock N-terminal domain-containing protein	At5g53150.1	protein putative heat shock protein	Os03g28310	putative heat shock protein	stress.abiotic.heat	20_2_1

CUST_2797_PI404877155	2	0.19029522	-0.12972355	0.006924629	-0.052288055	-0.0069236755	0.0927887	Contig13214_at	presenilin family protein [Arabidopsis thaliana] sp|Q9SIK7|PSNB_ARATH Presenilin-like protein At2g29900	NP_180551.1	presenilin family protein	At2g29900.1	protein putative presenilin	Os03g40700	presenilin -related	signalling.misc	30_8

CUST_30882_PI403524517	2	0.15399933	-0.20275497	-0.037282944	0.035108566	-0.035107613	0.1288147	35_8913	"Cluster: Protein At1g03780; n=2; Arabidopsis thaliana|Rep: Protein At1g03780 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q3EDJ2	CHR1V7|COORD:947784..951695| targeting protein-related	AT1G03780.2	CHR07V5|COORD:19256324..19251154|protein targeting protein for Xklp2 containing protein, expressed	LOC_Os07g32390.1	no descriptionweakly similar to ( 178)AT1G03780| Symbols:  | targeting protein-related | chr1:948063-951695 REVERSETPX2	not assigned.unknown	35_2

CUST_199_PI404877155	2	0.12661648	0.3136444	-0.12661648	-0.41026306	-0.46351433	0.3110752	Contig10074_at	putative transcription factor [Oryza sativa (japonica cultivar-group)]	BAC84851.1	CCAAT-binding transcription factor (CBF-B/NF-YA) family protein	At1g54160.1	protein CCAAT-binding transcription factor (CBF-B/NF-YA) subunit B, putative	Os07g41720	putative transcription factor	RNA.regulation of transcription.CCAAT box binding factor family, HAP2	27_3_14

CUST_86362_PI403524517	2	0.04964161	0.4876442	-0.07163334	-0.08456612	-0.04964161	0.18220901	35_24733	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_161401_PI403524517	2	-0.01166296	0.63476944	0.30845642	-0.046132565	-0.2446332	0.01166296	35_45029	"Cluster: Prolyl oligopeptidase family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Prolyl oligopeptidase family protein, expressed - Ory"	UniRef90_Q10MJ1	CHR2V7|COORD:19449348..19453323| serine-type peptidase	AT2G47390.1	CHR03V5|COORD:10897165..10904821|protein secreted protein, putative, expressed	LOC_Os03g19410.1	no descriptionweakly similar to ( 181)AT2G47390| Symbols:  | serine-type peptidase | chr2:19449348-19453323 REVERSEnot assigned DAP2 Peptidase_S9	not assigned.unknown	35_2

CUST_65258_PI403524517	2	-0.1465025	0.22859669	0.022089005	0.024868011	-0.18226814	-0.02208805	35_18632	"Cluster: Putative SufD; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative SufD - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5ZDZ8	CHR1V7|COORD:11750071..11751974| ATNAP6 (NON-INTRINSIC ABC PROTEIN 6)	AT1G32500.1	CHR01V5|COORD:1504859..1500795|protein expressed protein	LOC_Os01g03650.1	no descriptionweakly similar to ( 117)AT1G32500| Symbols: ATNAP6 | ATNAP6 (NON-INTRINSIC ABC PROTEIN 6) | chr1:11750071-11751974 REVERSESufB PRK10948 UPF0051 ycf24	transport.ABC transporters and multidrug resistance systems	34_16

CUST_65240_PI403524517	2	-0.72597504	-1.0455017	0.6148882	0.3230362	0.52966595	-0.3230362	35_18626	Rep: Proline-rich protein precursor - Zea mays (Maize)	UniRef90_Q9ZNY1	CHR1V7|COORD:6978101..6985306| family II extracellular lipase, putative	AT1G20130.1	CHR05V5|COORD:7727609..7725710|protein early nodulin 75 protein, putative, expressed	LOC_Os05g13940.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK10819 TonB PRK12323 Atrophin-1 Trypan_PARP DUF1421 PRK07764 PRK05648 Extensin_2 PRK11633 Drf_FH1 DUF1210 Cytadhesin_P30 DUF605 Neisseria_TspB GRASP55_65 HPC2 PRK09752 DedD PRK07003 AF-4 MCPVI PRK10263 Tymo_45kd_70kd IER Harpin PRK03427 tatB FtsN Totivirus_coat APC_basic	not assigned.unknown	35_2

CUST_48730_PI403524517	2	0.19163895	-0.26423454	0.006778717	-0.018809319	0.023495674	-0.006778717	35_13918	Rep: Wound-induced basic protein - Phaseolus vulgaris (Kidney bean) (French bean)	UniRef90_Q09020	CHR3V7|COORD:2299926..2300189| wound-responsive protein-related	AT3G07230.1	0	0	no descriptionvery weakly similar to (70.1)AT3G07230| Symbols:  | wound-responsive protein-related | chr3:2299926-2300189 FORWARDvery weakly similar to (79.7)PR4_PHAVUWound-induced basic protein - Phaseolus vulgaris (Kidney bean) (French bean)Wound_ind	stress.abiotic.touch/wounding	20_2_4

CUST_78589_PI403524517	2	-0.26321793	-0.68211603	1.2622805	0.23751259	1.510189	-0.23751211	35_22532	"Cluster: Os08g0139700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os08g0139700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J834	CHR4V7|COORD:9403141..9406025| lyase/ magnesium ion binding	AT4G16730.1	CHR08V5|COORD:2207552..2203677|protein terpene synthase 6, putative, expressed	LOC_Os08g04500.1	no descriptionweakly similar to ( 171)AT4G16730| Symbols:  | lyase/ magnesium ion binding | chr4:9403141-9406025 FORWARDmoderately similar to ( 219)DCS1_GOSHI(+)-delta-cadinene synthase - Gossypium hirsutum (Upland cotton) (Gossypium mexicanum)Terpene_cyclase_plant_C1 Terpene_synth Terpene_synth_C Terpene_cyclase_C1	secondary metabolism.isoprenoids.terpenoids	16_1_5

CUST_96999_PI403524517	2	-0.03153801	0.09572601	0.104708195	-0.00196743	0.001967907	-0.08021355	35_27703	"Cluster: OSJNBb0085F13.3 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBb0085F13.3 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7X669	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	CHR04V5|COORD:372485..374831|protein hypothetical protein	LOC_Os04g01560.1	no descriptionnot assigned not assigned not assigned not assigned not assigned DUF1719	not assigned.unknown	35_2

CUST_69051_PI403524517	2	0.073488235	-0.4952631	-0.08796215	-0.013102531	0.06396961	0.013102531	35_19757	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53NS3	"CHR3V7|COORD:18267071..18268960| EMB1796 (EMBRYO DEFECTIVE 1796); binding"	AT3G49240.1	CHR11V5|COORD:13527294..13529637|protein EMB1796, putative, expressed	LOC_Os11g24570.1	"no descriptionmoderately similar to ( 277)AT3G49240| Symbols: EMB1796 | EMB1796 (EMBRYO DEFECTIVE 1796); binding | chr3:18267071-18268960 FORWARDweakly similar to ( 105)RF1_ORYSANrfG TolA TolA tolA"	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_9263_PI399408534	2	0.089645386	0.48381042	0.0063667297	-0.12294197	-0.1441307	-0.0063676834	35_20744	Rep: Putative Zn-finger protein - Triticum aestivum (Wheat)	UniRef90_Q70JP6	"CHR4V7|COORD:17906696..17909398| FRS5 (FAR1-RELATED SEQUENCE 5); zinc ion binding"	AT4G38180.1	CHR09V5|COORD:5680749..5680007|protein transposon protein, putative, unclassified	LOC_Os09g10380.1	"no descriptionvery weakly similar to (68.9)AT4G38180| Symbols: FRS5 | FRS5 (FAR1-RELATED SEQUENCE 5); zinc ion binding | chr4:17906696-17909398 REVERSE"	signalling.light	30_11

CUST_45292_PI403524517	2	0.13560677	0.14806461	0.62277555	-0.13560677	-0.15414667	-0.5842953	35_12982	Rep: OSIGBa0117N13.1 protein - Oryza sativa (Rice)	UniRef90_Q00RL6	CHR5V7|COORD:18776329..18780585| disease resistance protein (TIR-NBS-LRR class), putative	AT5G46260.1	CHR04V5|COORD:31635367..31643224|protein NBS-LRR disease resistance protein, putative, expressed	LOC_Os04g53496.1	no description	not assigned.unknown	35_2

CUST_47910_PI403524517	2	-5.2165985E-4	-0.06267834	5.207062E-4	0.15246677	0.08982086	-0.059607506	35_13703	Rep: Alternative splicing regulator - Triticum aestivum (Wheat)	UniRef90_Q2QKB0	0	0	CHR03V5|COORD:12793413..12798201|protein pre-mRNA-splicing factor SF2, putative, expressed	LOC_Os03g22380.1	no description	not assigned.unknown	35_2

CUST_169694_PI403524517	2	0.022111416	-0.26149988	0.029258728	-0.022111893	0.13308907	-0.189991	35_47266	Rep: AT3g52260/T25B15_30 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q8VYW0	CHR3V7|COORD:19394430..19397418| pseudouridine synthase family protein	AT3G52260.2	CHR03V5|COORD:9960290..9965728|protein RNA binding protein, putative, expressed	LOC_Os03g17920.2	no descriptionmoderately similar to ( 253)AT3G52260| Symbols:  | pseudouridine synthase family protein | chr3:19394961-19397418 REVERSEnot assigned PseudoU_synth_RluCD_like RluA PseudoU_synth_ScRIB2 PseudoU_synth_2 rluD PseudoU_synth_TruC PRK11025 PseudoU_synth_Rsu_Rlu_like PRK11112 PSRA_1 PRK10158 PseudoU_synth_RsuA_like	protein.aa activation.pseudouridylate synthase	29_1_30

CUST_34047_PI399408534	2	0.08851242	0.078361034	0.24749851	-0.07836056	-0.15402794	-0.15080023	35_37947	"Cluster: Putative Sac domain-containing inositol phosphatase 3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Sac domain-containing inositol phospha"	UniRef90_Q69YB0	CHR3V7|COORD:4716015..4720531| phosphoinositide phosphatase family protein	AT3G14205.1	CHR06V5|COORD:4853760..4843483|protein phosphoinositide 5-phosphatase, putative, expressed	LOC_Os06g09540.1	no descriptionvery weakly similar to (66.6)AT3G14205| Symbols:  | phosphoinositide phosphatase family protein | chr3:4716015-4720531 REVERSEnot assigned	signalling.phosphinositides	30_4

CUST_85295_PI403524517	2	0.22791195	-0.039419174	0.09892464	-0.096095085	0.018776894	-0.018776894	35_24435	"Cluster: Os01g0768400 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0768400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JIZ8	0	0	CHR01V5|COORD:32727004..32723284|protein expressed protein	LOC_Os01g56260.1	no description	not assigned.unknown	35_2

CUST_35597_PI403524517	2	1.3937626	-0.1628046	0.24162197	-0.019861221	-0.6399927	0.019861221	35_10265	"Cluster: hypothetical protein Mvan_5366; n=1; Mycobacterium vanbaalenii PYR-1|Rep: hypothetical protein Mvan_5366 - Mycobacterium vanbaalenii PYR-1"	UniRef90_UPI0000EC942E	CHR5|COORD:26694591..26695091| expressed protein	AT5G66815.1	CHR07V5|COORD:16891936..16898511|protein argonaute-like protein, putative, expressed	LOC_Os07g28850.1	no descriptionnot assigned not assigned Protamine_P1	not assigned.unknown	35_2

CUST_14222_PI403524517	2	0.02915287	-0.39970112	-0.07916832	4.043579E-4	0.02997303	-4.0340424E-4	35_4078	Rep: Ribosomal L14 protein - Triticum aestivum (Wheat)	UniRef90_Q5R1X9	CHR5V7|COORD:18728683..18729568| ribosomal protein L14 family protein / huellenlos paralog (HLP)	AT5G46160.2	CHR12V5|COORD:26108174..26105879|protein 50S ribosomal protein L14, putative, expressed	LOC_Os12g42180.1	no descriptionweakly similar to ( 174)AT5G46160| Symbols:  | ribosomal protein L14 family protein / huellenlos paralog (HLP) | chr5:18728683-18729568 REVERSEvery weakly similar to (94.7)RK14_NEPOLChloroplast 50S ribosomal protein L14 - Nephroselmis olivaceanot assigned not assigned rplN RplN rpl14 Ribosomal_L14 rpl14p	protein.synthesis.mito/plastid ribosomal protein.plastid	29_2_1_1

CUST_112584_PI403524517	2	0.07113457	0.05948925	0.029474258	-0.077527046	-0.029475212	-0.24711895	35_31957	"Cluster: Hypothetical protein OSJNBa0010I09.2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0010I09.2 - Oryza sativa (japonica cu"	UniRef90_Q8S7I4	"CHR1V7|COORD:1457171..1458530| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G32580.1); similar to unknown protein [Phytophthora sojae]"	AT1G05070.1	CHR03V5|COORD:32185758..32183393|protein expressed protein	LOC_Os03g56610.1	no descriptionDUF1068	not assigned.unknown	35_2

CUST_162210_PI403524517	2	0.073075294	0.4476552	0.17265606	-0.45714664	-0.28636885	-0.073075294	35_45245	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_18525_PI399408534	2	0.26263046	0.47930527	0.12077284	-0.12197447	-0.3045988	-0.12077236	35_19840	Rep: NOT2/NOT3/NOT5 - Medicago truncatula (Barrel medic)	UniRef90_Q1SHR2	"CHR5V7|COORD:24075383..24078962| VIP2 (VIRE2 INTERACTING PROTEIN2); transcription regulator"	AT5G59710.1	CHR02V5|COORD:33163156..33153352|protein VIP2, putative, expressed	LOC_Os02g54120.4	" no descriptionvery weakly similar to (99.8)AT1G07705| Symbols:  | similar to VIP2 (VIRE2 INTERACTING PROTEIN2), transcription regulator [Arabidopsis thaliana] (TAIR:AT5G59710.1); similar to NOT2/NOT3/NOT5 [Medicago truncatula] (GB:ABE93791.1); similar to NOT2/NOT3/NOT5 family protein, expressed [Oryza sativa (japonica cultivar-group)] (GB:ABF98742.1); similar to VIP2 [Nicotiana benthamiana] (GB:AAY15746.1); contains InterPro domain NOT2/NOT3/NOT5; (InterPro:IPR007282) | chr1:2382087-2385853 FORWARD"	RNA.regulation of transcription.unclassified	27_3_99

CUST_137191_PI403524517	2	0.012634754	0.36699343	0.24441957	-0.012634277	-0.068434715	-0.16964626	35_38473	"Cluster: Hypothetical protein OJ1063_D06.21; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1063_D06.21 - Oryza sativa (japonica cultiv"	UniRef90_Q6KA98		0	CHR02V5|COORD:35441726..35444096|protein F-box domain containing protein, expressed	LOC_Os02g57910.1	no description	not assigned.unknown	35_2

CUST_109815_PI403524517	2	-0.07082176	0.27024746	0.13637733	0.07082176	-0.11714935	-0.08232117	35_31206	"Cluster: hypothetical protein MG04599.4; n=1; Magnaporthe grisea 70-15|Rep: hypothetical protein MG04599.4 - Magnaporthe grisea 70-15"	UniRef90_UPI000021B7ED	CHR1V7|COORD:16816094..16817173| DNA binding / ligand-dependent nuclear receptor	AT1G44191.1	CHR03V5|COORD:20523944..20527257|protein ATP binding protein, putative, expressed	LOC_Os03g37120.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 Tymo_45kd_70kd HPC2 PRK07003 Extensin_2 KAR9 Atrophin-1	not assigned.unknown	35_2

CUST_14495_PI403524517	2	2.9945374E-4	-0.12392998	-0.17870903	-2.9945374E-4	0.03213215	0.08816528	35_4166	Rep: H0404F02.16 protein - Oryza sativa (Rice)	UniRef90_Q01KI1	CHR4V7|COORD:123097..125300| mechanosensitive ion channel domain-containing protein / MS ion channel domain-containing protein	AT4G00290.1	CHR04V5|COORD:28967957..28974485|protein mechanosensitive ion channel family protein, expressed	LOC_Os04g48940.3	no descriptionmoderately similar to ( 357)AT4G00290| Symbols:  | mechanosensitive ion channel domain-containing protein / MS ion channel domain-containing protein | chr4:123097-125300 REVERSEMS_channel MscS COG3264 PRK10334 PRK11281	not assigned.no ontology	35_1

CUST_43984_PI403524517	2	0.29218197	0.04378748	0.045149803	-0.118643284	-0.24389553	-0.043787956	35_12622	Rep: H0112G12.14 protein - Oryza sativa (Rice)	UniRef90_Q01JK6	CHR1V7|COORD:26630297..26634418| cyclin-related	AT1G70620.1	CHR04V5|COORD:33553313..33545898|protein expressed protein	LOC_Os04g56630.2	no description	not assigned.unknown	35_2

CUST_132794_PI403524517	2	-0.004942894	0.7608795	-0.0970602	-0.12837696	0.0052671432	0.004942894	35_37291	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_69233_PI403524517	2	0.01490593	0.035386086	-0.05368042	-5.970001E-4	5.979538E-4	-0.033657074	35_19807	"Cluster: Putative Altered Response to Gravity; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Altered Response to Gravity - Oryza sativa (japonica cu"	UniRef90_Q6Z7S3	"CHR1V7|COORD:8529272..8531935| ARL1 (ARG1-LIKE1); heat shock protein binding / unfolded protein binding"	AT1G24120.1	CHR02V5|COORD:30988505..30993126|protein chaperone protein dnaJ 16, putative, expressed	LOC_Os02g50760.2	"no descriptionmoderately similar to ( 494)AT1G24120| Symbols: ARL1 | ARL1 (ARG1-LIKE1); heat shock protein binding / unfolded protein binding | chr1:8529272-8531935 REVERSEvery weakly similar to (71.2)DNJH_CUCSADnaJ protein homolog - Cucumis sativus (Cucumber)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DnaJ DnaJ PRK10767 DnaJ CbpA SEC63 PRK10266 ZUO1 djlA"	stress.abiotic.heat	20_2_1

CUST_61196_PI403524517	2	0.006873131	0.028213501	-0.08458328	0.009939194	-0.0068740845	-0.07574463	35_17457	"Cluster: Expressed protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10M62	"CHR2V7|COORD:16417187..16419947| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G55060.1); similar to Moesin; Prefoldin [Medicago truncatula]"	AT2G39300.1	CHR03V5|COORD:11643090..11639233|protein expressed protein	LOC_Os03g20580.1	"no descriptionweakly similar to ( 122)AT2G39300| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G55060.1); similar to Moesin; Prefoldin [Medicago truncatula] (GB:ABE91351.1); contains InterPro domain Helix-loop-helix DNA-binding; (InterPro:IPR011598) | chr2:16417187-16419947 REVERSEnot assigned not assigned"	DNA.synthesis/chromatin structure	28_1

CUST_101652_PI403524517	2	0.23642778	0.70043564	0.27109432	-0.37862253	-0.3078127	-0.23642826	35_29006	"Cluster: Auxin-regulated protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Auxin-regulated protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z3T8	CHR5V7|COORD:7786176..7792083| HUA2 (ENHANCER OF AG-4 2)	AT5G23150.1	CHR08V5|COORD:24890472..24893543|protein OTU-like cysteine protease family protein, expressed	LOC_Os08g39560.1	no description	not assigned.unknown	35_2

CUST_31934_PI403524517	2	0.034485817	0.033083916	-0.2449522	-0.033083916	0.33830643	-0.09667635	35_9211	"Cluster: Os08g0475000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os08g0475000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J519	"CHR1V7|COORD:17420063..17421736| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G48700.1); similar to CXE carboxylesterase [Malus pumila]"	AT1G47480.1	CHR08V5|COORD:23276778..23275789|protein gibberellin receptor GID1L2, putative	LOC_Os08g37030.1	"no descriptionvery weakly similar to (69.7)AT1G47480| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G48700.1); similar to CXE carboxylesterase [Malus pumila] (GB:ABB89003.1); contains InterPro domain Esterase/lipase/thioesterase; (InterPro:IPR000379); contains InterPro domain Alpha/beta hydrolase fold-3; (InterPro:IPR013094) | chr1:17420063-17421736 FORWARDnot assigned not assigned not assigned not assigned Abhydrolase_3 PRK07764"	not assigned.no ontology	35_1

CUST_946_PI403524517	2	-0.06814766	1.3444519	-0.20870209	0.5581045	0.06814766	-0.54272366	35_248	"Cluster: Ribulose bisphosphate carboxylase small chain, chloroplast precursor; n=5; Triticeae|Rep: Ribulose bisphosphate carboxylase small chain,"	UniRef90_Q40004	"CHR1V7|COORD:20971910..20974742| LOS1 (Low expression of osmotically responsive genes 1); translation elongation factor/ translation factor, nucleic acid bindin"	AT1G56070.1	CHR12V5|COORD:11317603..11319883|protein ribulose bisphosphate carboxylase small chain C, chloroplast precursor, putative, expressed	LOC_Os12g19470.2	" no descriptionweakly similar to ( 153)AT1G56070| Symbols: AT1G56075.1, LOS1 | LOS1 (Low expression of osmotically responsive genes 1); translation elongation factor/ translation factor, nucleic acid binding | chr1:20971910-20974742 REVERSEweakly similar to ( 188)RBS3_WHEATRibulose bisphosphate carboxylase small chain clone 512 - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned RuBisCO_small EF2 RuBisCO_small PRK07560 FusA GTP_EFTU PRK05433 RbcS rbcS LepA GTP_translation_factor LepA TypA_BipA TypA RuBisCO_small_like Snu114p PRK10218 TetM_like EF-G "	PS.calvin cyle.rubisco small subunit	1_3_2

CUST_167202_PI403524517	2	-0.04245758	0.04245758	-0.10330486	0.10734558	0.065885544	-0.07256985	35_46574	"Cluster: Major Facilitator Superfamily protein, expressed; n=4; Oryza sativa (japonica cultivar-group)|Rep: Major Facilitator Superfamily protein, expressed - O"	UniRef90_Q337A9	"CHR1V7|COORD:24027468..24029999| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G27720.1); similar to unknown protein [Arabidopsis thaliana]"	AT1G64650.1	CHR10V5|COORD:19762051..19765394|protein major Facilitator Superfamily protein, expressed	LOC_Os10g37520.2	" no descriptionvery weakly similar to (50.8)AT4G27720| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G64650.1); similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G49310.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABF93637.1); similar to Os10g0519600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001065080.1); similar to Major Facilitator Superfamily protein, expressed [Oryza sativa (japonica cultivar-group)] (GB:ABB47893.2); contains InterPro domain Protein of unknown function DUF791; (InterPro:IPR008509) | chr4:13831209-13833527 FORWARDnot assigned DUF791 "	not assigned.unknown	35_2

CUST_156088_PI403524517	2	0.1174345	0.56542015	-0.018319607	0.018320084	-0.49107313	-0.046758175	35_43590	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_125809_PI403524517	2	0.22229958	-0.1598444	-0.019922256	-0.02525711	0.01992321	0.029017448	35_35426	"Cluster: Os05g0493500 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0493500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DH40	"CHR3V7|COORD:3625481..3627145| CYCB1;3 (CYCLIN B1;3); cyclin-dependent protein kinase regulator"	AT3G11520.1	CHR05V5|COORD:24157193..24160446|protein cyclin-A1, putative, expressed	LOC_Os05g41390.1	" no descriptionvery weakly similar to (50.4)AT3G11520| Symbols: CYC2, CYCB1;3 | CYCB1;3 (CYCLIN B1;3); cyclin-dependent protein kinase regulator | chr3:3625481-3627145 REVERSEvery weakly similar to (52.4)CCNB1_SOYBNG2/mitotic-specific cyclin S13-6 - Glycine max (Soybean)not assigned "	cell.cycle	31_3

CUST_41144_PI403524517	2	0.07668114	0.7025418	0.053739548	-0.12369156	-0.053740025	-0.23571062	35_11828	"Cluster: NB-ARC domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: NB-ARC domain containing protein, expressed - Oryza sativ"	UniRef90_Q2QNI0	CHR3V7|COORD:17224054..17226597| disease resistance protein (CC-NBS class), putative	AT3G46730.1	CHR12V5|COORD:23138411..23133534|protein resistance protein LR10, putative, expressed	LOC_Os12g37740.1	 no descriptionvery weakly similar to (65.1)AT3G46730| Symbols:  | disease resistance protein (CC-NBS class), putative | chr3:17224054-17226597 REVERSE	stress.biotic	20_1

CUST_17162_PI403524517	2	-0.008420944	-0.33796024	-0.017043114	0.019778252	0.097203255	0.008420944	35_4961	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QYQ7	CHR3V7|COORD:8063070..8064482| leucine-rich repeat family protein / extensin family protein	AT3G22800.1	CHR12V5|COORD:514426..516055|protein expressed protein	LOC_Os12g01880.1	no descriptionDUF1668	not assigned.unknown	35_2

CUST_72712_PI403524517	2	0.35385704	-0.07516956	0.18729973	-0.2418356	0.07516956	-0.119503975	35_20840	"Cluster: Putative glycinamide ribonucleotide synthetase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative glycinamide ribonucleotide synthetase - Oryza"	UniRef90_Q6YZX5	CHR1V7|COORD:3192785..3194938| phosphoribosylamine--glycine ligase (PUR2)	AT1G09830.1	CHR08V5|COORD:5335086..5339058|protein phosphoribosylamine--glycine ligase, putative, expressed	LOC_Os08g09210.2	no descriptionvery weakly similar to (91.7)AT1G09830| Symbols:  | phosphoribosylamine--glycine ligase (PUR2) | chr1:3192785-3194938 REVERSEnot assigned GARS_N PRK00885 PurD	nucleotide metabolism.synthesis.purine.GAR Synthetase	23_1_2_2

CUST_21191_PI403524517	2	0.031992912	0.5584755	-0.025939941	-0.55815315	-0.42513752	0.025939941	35_6148	Rep: ORF52 - Xestia c-nigrum granulosis virus (XnGV) (Xestia c-nigrumgranulovirus)	UniRef90_Q9PYZ1	"CHR5V7|COORD:6973317..6974465| UBQ4 (ubiquitin 4); protein binding"	AT5G20620.1	CHR04V5|COORD:31743477..31746245|protein polyubiquitin OUB2, putative, expressed	LOC_Os04g53620.1	"no descriptionvery weakly similar to (54.3)AT5G03240| Symbols: UBQ3 | UBQ3 (POLYUBIQUITIN 3); protein binding | chr5:771975-772895 REVERSEvery weakly similar to (56.2)UBIQ_ACECLUbiquitin - Acetabularia cliftonii (Green alga)not assigned not assigned UBQ Ubiquitin"	protein.degradation.ubiquitin.ubiquitin	29_5_11_1

CUST_82056_PI403524517	2	0.075772285	0.083146095	-0.0965147	-0.08804703	-0.05474186	0.054740906	35_23537	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QV86	"CHR1V7|COORD:9699252..9703688| similar to proline-rich family protein [Arabidopsis thaliana] (TAIR:AT3G09000.1); similar to expressed protein [Oryza sativa (jap"	AT1G27850.1	CHR12V5|COORD:7696616..7686375|protein expressed protein	LOC_Os12g13670.2	"no descriptionvery weakly similar to (79.0)AT1G27850| Symbols:  | similar to proline-rich family protein [Arabidopsis thaliana] (TAIR:AT3G09000.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABG21939.1) | chr1:9699252-9703688 FORWARD"	DNA.synthesis/chromatin structure	28_1

CUST_120930_PI403524517	2	-0.086218834	0.10533047	-0.053883553	0.007470131	-0.007470131	0.14826679	35_34170	0	0	"CHR1V7|COORD:411883..413426| LOL3 (LSD ONE LIKE 3); caspase/ cysteine-type endopeptidase"	AT1G02170.1	0	0	no description	not assigned.unknown	35_2

CUST_18991_PI403524517	2	-0.04204178	-0.41254997	0.0017614365	0.08924866	0.050935745	-0.0017614365	35_5501	"Cluster: Os01g0164700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0164700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JQG0	"CHR5V7|COORD:25370482..25372636| similar to Protein of unknown function (DUF410) [Medicago truncatula] (GB:ABE77873.1); contains InterPro domain Protein of"	AT5G63220.1	CHR01V5|COORD:3333052..3340023|protein expressed protein	LOC_Os01g07100.1	"no descriptionweakly similar to ( 107)AT5G63220| Symbols:  | similar to Protein of unknown function (DUF410) [Medicago truncatula] (GB:ABE77873.1); contains InterPro domain Protein of unknown function DUF410; (InterPro:IPR007317) | chr5:25370482-25372636 REVERSEnot assigned"	not assigned.unknown	35_2

CUST_163262_PI403524517	2	-0.0048923492	0.26654816	0.09603882	0.004892826	-0.099401	-0.2303214	35_45531	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_54262_PI403524517	2	-0.6380062	0.46636295	0.21955585	0.47726154	-0.5020342	-0.21955585	35_15445	"Cluster: Hypothetical protein OSJNBb0040H10.32; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0040H10.32 - Oryza sativa (japonica"	UniRef90_Q6Z4F5	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	CHR07V5|COORD:24807955..24808673|protein EGG APPARATUS-1 protein, putative, expressed	LOC_Os07g41410.1	no descriptionnot assigned not assigned	not assigned.unknown	35_2

CUST_128636_PI403524517	2	-0.19442654	1.062499	-0.10865688	0.4859562	-0.24413204	0.10865593	35_36157	Rep: Protein kinase SNF1 - Fusarium oxysporum	UniRef90_Q8J2N0		0	0	0	no description	not assigned.unknown	35_2

CUST_164558_PI403524517	2	-0.026086807	0.25908375	0.067558765	-0.030035973	0.016225338	-0.016224861	35_45869	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_26743_PI403524517	2	-0.18472672	-0.7047367	-0.01593399	0.01593399	0.18943119	0.52482224	35_7747	"Cluster: Hypothetical protein F14F18_160; n=1; Arabidopsis thaliana|Rep: Hypothetical protein F14F18_160 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9LYH4	CHR5V7|COORD:3872652..3873197| proline-rich family protein	AT5G11990.1	CHR01V5|COORD:23612086..23614184|protein protein binding protein, putative, expressed	LOC_Os01g41120.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Extensin_2 Drf_FH1 GRASP55_65 DUF1421 Atrophin-1 PRK07003 TT_ORF1 DUF605 PRK12678 Herpes_LMP2 PRK12323 HPC2 Herpes_BLLF1 Tymo_45kd_70kd Pneumo_att_G PRK07764	not assigned.unknown	35_2

CUST_148912_PI403524517	2	0.020046234	0.099653244	-0.020046234	0.025803566	-0.20006561	-0.022792816	35_41658	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_2265_PI403524517	2	0.054502964	-0.87223005	1.3101902	-0.05450344	1.2643261	-0.15629292	35_612	"Cluster: Type 1 non specific lipid transfer protein precursor; n=3; Triticum aestivum|Rep: Type 1 non specific lipid transfer protein precursor - Triticum"	UniRef90_Q2PCB9	"CHR5V7|COORD:23946277..23946718| LTP3 (LIPID TRANSFER PROTEIN 3); lipid binding"	AT5G59320.1	CHR12V5|COORD:726800..727700|protein nonspecific lipid-transfer protein 4 precursor, putative, expressed	LOC_Os12g02300.1	"no descriptionvery weakly similar to (95.5)AT5G59320| Symbols: LTP3 | LTP3 (LIPID TRANSFER PROTEIN 3); lipid binding | chr5:23946277-23946718 FORWARDweakly similar to ( 142)NLTP3_ORYSAnsLTP1 Tryp_alpha_amyl AAI_LTSS AAI"	lipid metabolism.lipid transfer proteins etc	11_6

CUST_112329_PI403524517	2	0.25422096	0.010920048	0.30557537	-0.010920525	-0.230546	-0.014286518	35_31892	"Cluster: Asparagine synthetase [glutamine-hydrolyzing]; n=2; Oryza sativa|Rep: Asparagine synthetase [glutamine-hydrolyzing] - Oryza sativa (Rice)"	UniRef90_Q43011	"CHR5V7|COORD:3212935..3216419| ASN3 (ASPARAGINE SYNTHETASE 3); asparagine synthase (glutamine-hydrolyzing)"	AT5G10240.1	CHR06V5|COORD:8764754..8757770|protein asparagine synthetase, putative, expressed	LOC_Os06g15420.1	no descriptionvery weakly similar to (51.2)ASNS_ORYSA	amino acid metabolism.synthesis.aspartate family.asparagine	13_1_3_1

CUST_15252_PI403524517	2	0.0056829453	0.08482075	-0.0100364685	-0.046113014	-0.005683899	0.07242203	35_4396	"Cluster: Expressed protein; n=4; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10FY5	CHR3V7|COORD:21634351..21637325| rhomboid family protein / ubiquitin-associated (UBA)/TS-N domain-containing protein	AT3G58460.1	CHR03V5|COORD:25240588..25233612|protein rhomboid family protein, expressed	LOC_Os03g44830.1	no descriptionmoderately similar to ( 450)AT3G58460| Symbols:  | rhomboid family protein / ubiquitin-associated (UBA)/TS-N domain-containing protein | chr3:21634351-21637325 REVERSEnot assigned not assigned not assigned Rhomboid COG0705 DER1 PRK10907	protein.degradation.ubiquitin.E2	29_5_11_3

CUST_20407_PI403524517	2	0.051740646	-0.30233765	-0.0537405	-0.011976242	0.11405468	0.011976242	35_5918	"Cluster: Os05g0323100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0323100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DJ66	CHR2V7|COORD:17017128..17019046| rhodanese-like domain-containing protein	AT2G40760.1	CHR05V5|COORD:14919775..14922686|protein rhodanese like protein, putative, expressed	LOC_Os05g25780.1	no descriptionmoderately similar to ( 348)AT2G40760| Symbols:  | rhodanese-like domain-containing protein | chr2:17017128-17019046 FORWARDCOG1054 PRK00142 PRK01415 RHOD_YceA PRK05320 RHOD Rhodanese RHOD Polysulfide_ST	misc.rhodanese	26_23

CUST_144977_PI403524517	2	0.02015543	0.1226778	0.0393281	-0.16579247	-0.02015543	-0.4213004	35_40602	"Cluster: Putative potassium transporter; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative potassium transporter - Oryza sativa (japonica cultivar-group"	UniRef90_Q5Z6K9	CHR5V7|COORD:4814247..4817670| potassium transporter, putative	AT5G14880.1	CHR06V5|COORD:9036776..9032863|protein potassium transporter 8, putative, expressed	LOC_Os06g15910.1	 no descriptionmoderately similar to ( 278)AT5G14880| Symbols:  | potassium transporter, putative | chr5:4814247-4817670 FORWARDmoderately similar to ( 290)HAK10_ORYSAK_trans Kup trkD 	transport.potassium	34_15

CUST_27239_PI403524517	2	0.23802185	-0.13326168	-0.022746086	-0.04450798	0.02274704	0.1253767	35_7888	Rep: Kinesin heavy chain - Zea mays (Maize)	UniRef90_Q93XF3	CHR5V7|COORD:17005837..17009850| kinesin motor family protein	AT5G42490.1	CHR04V5|COORD:26748998..26742550|protein kinesin heavy chain, putative, expressed	LOC_Os04g45580.1	no descriptionvery weakly similar to (88.6)AT5G42490| Symbols:  | kinesin motor family protein | chr5:17005837-17009850 REVERSE	cell.organisation	31_1

CUST_20035_PI399408534	2	0.0018291473	0.03587246	-0.06477928	-0.16927528	0.017802238	-0.0018291473	35_18079	"Cluster: BZIP transcription factor family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: BZIP transcription factor family protein, express"	UniRef90_Q2R8T2	"CHR1|COORD:21519139..21521824| similar to bZIP family transcription factor [Arabidopsis thaliana] (TAIR:At1g35490.1); similar to putative transcription"	AT1G58110.2	CHR11V5|COORD:6138499..6142089|protein DNA binding protein, putative, expressed	LOC_Os11g11100.1	no descriptionweakly similar to ( 157)AT1G58110| Symbols:  | DNA binding / transcription factor | chr1:21519584-21521039 REVERSEvery weakly similar to (63.5)RF2A_ORYSABRLZ	RNA.regulation of transcription.bZIP transcription factor family	27_3_35

CUST_17536_PI399408534	2	-0.07170105	-0.0089221	0.11046076	0.034533024	0.005899906	-0.005899906	35_47091	"Cluster: Bromo-adjacent homology (BAH) domain-containing protein-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: Bromo-adjacent homology (BAH)"	UniRef90_Q6Z809	CHR3V7|COORD:17745255..17750397| bromo-adjacent homology (BAH) domain-containing protein	AT3G48050.1	CHR02V5|COORD:31072266..31078068|protein DNA binding protein, putative, expressed	LOC_Os02g50850.2	no descriptionvery weakly similar to (62.4)AT3G48050| Symbols:  | bromo-adjacent homology (BAH) domain-containing protein | chr3:17745255-17750397 REVERSE	RNA.regulation of transcription.unclassified	27_3_99

CUST_138253_PI403524517	2	0.055020332	-0.0107245445	0.023347855	0.010725021	-0.04516411	-0.10817909	35_38777	"Cluster: Os06g0730300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0730300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D9A4	"CHR3V7|COORD:22290842..22291608| UCC3 (UCLACYANIN 3); copper ion binding"	AT3G60280.1	CHR06V5|COORD:31126417..31129684|protein expressed protein	LOC_Os06g51390.2	no description	not assigned.unknown	35_2

CUST_129913_PI403524517	2	0.17479897	-0.14174461	-0.13991737	-0.04246521	0.13031483	0.042466164	35_36487	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_37724_PI403524517	2	0.48306704	-0.06513262	0.045000553	-0.20307827	-0.04500103	0.22661972	35_10860	"Cluster: Hypothetical protein OSJNBa0060A14.5; n=2; Oryza sativa|Rep: Hypothetical protein OSJNBa0060A14.5 - Oryza sativa (Rice)"	UniRef90_Q948J1	0	0	CHR10V5|COORD:13511726..13517239|protein expressed protein	LOC_Os10g26560.1	no description	not assigned.unknown	35_2

CUST_12602_PI403524517	2	-0.11999512	0.15951443	-0.021684647	0.01170826	0.0805912	-0.011709213	35_3601	"Cluster: Hypothetical protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XXQ9	CHR5V7|COORD:23571772..23573087| steroid binding	AT5G58220.1	CHR03V5|COORD:15627663..15630919|protein carrier/ steroid binding protein, putative, expressed	LOC_Os03g27320.1	no descriptionweakly similar to ( 191)AT5G58220| Symbols:  | steroid binding | chr5:23571772-23573087 REVERSEnot assigned OHCU_decarbox COG3195 Transthyretin	not assigned.unknown	35_2

CUST_60263_PI403524517	2	0.1411457	0.0050354004	-0.0050354004	-0.059161186	-0.09156895	0.016568184	35_17178	"Cluster: Nucleotide-sensitive chloride conductance regulator family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Nucleotide-sensitive ch"	UniRef90_Q10P28	CHR5V7|COORD:25036794..25038198| nucleotide-sensitive chloride conductance regulator (ICln) family protein	AT5G62290.1	CHR03V5|COORD:7860293..7863387|protein nucleotide-sensitive chloride conductance regulator family protein, expressed	LOC_Os03g14520.1	no descriptionweakly similar to ( 178)AT5G62290| Symbols:  | nucleotide-sensitive chloride conductance regulator (ICln) family protein | chr5:25036794-25038198 FORWARDnot assigned ICln_channel	transport.unspecified anions	34_18

CUST_115289_PI403524517	2	-0.33713007	0.10696125	-0.45798826	0.04319954	0.0713768	-0.043198586	35_32703	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_107930_PI403524517	2	0.05965042	-0.19002724	-0.04367256	0.012292862	-0.012293816	0.07960892	35_30711	"Cluster: Putative ring finger protein 126 isoform 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ring finger protein 126 isoform 1 - Oryza sativa"	UniRef90_Q5VME8	CHR3V7|COORD:6942859..6943845| zinc finger (C3HC4-type RING finger) family protein	AT3G19950.1	CHR06V5|COORD:141308..145648|protein RHC1A, putative, expressed	LOC_Os06g01200.1	no descriptionvery weakly similar to (70.1)AT3G19950| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr3:6942859-6943845 FORWARD	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_9093_PI399408534	2	0.16060019	0.36422253	9.3746185E-4	-0.21295881	-0.38444805	-9.379387E-4	35_10989	"Cluster: 1-phosphatidylinositol-3-phosphate 5-kinase-like; n=3; Oryza sativa (japonica cultivar-group)|Rep: 1-phosphatidylinositol-3-phosphate 5-kinase-like - O"	UniRef90_Q6ZLF2	CHR3V7|COORD:4754631..4761192| phosphatidylinositol-4-phosphate 5-kinase family protein	AT3G14270.1	CHR08V5|COORD:21868285..21879039|protein 1-phosphatidylinositol-4-phosphate 5-kinase/ zinc ion binding protein, putative, expressed	LOC_Os08g34950.1	no descriptionmoderately similar to ( 334)AT3G14270| Symbols:  | phosphatidylinositol-4-phosphate 5-kinase family protein | chr3:4754631-4761192 FORWARDnot assigned not assigned PIPKc PIPKc MSS4 PIP5K	signalling.phosphinositides.phosphatidylinositol-4-phosphate 5-kinase	30_4_1

CUST_70745_PI403524517	2	0.08238459	0.4048829	0.18318081	-0.3415346	-0.08238459	-0.58339405	35_20269	"Cluster: Class III peroxidase 123 precursor; n=1; Oryza sativa (japonica cultivar-group)|Rep: Class III peroxidase 123 precursor - Oryza sativa (japonica cultiv"	UniRef90_Q5U1H0	CHR5V7|COORD:4558864..4560030| peroxidase, putative	AT5G14130.1	CHR09V5|COORD:19676631..19674156|protein peroxidase 73 precursor, putative, expressed	LOC_Os09g32964.1	 no descriptionweakly similar to ( 176)AT5G14130| Symbols:  | peroxidase, putative | chr5:4558864-4560030 REVERSEweakly similar to ( 119)PER1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned secretory_peroxidase plant_peroxidase peroxidase TT_ORF1 PRK07764 Protamine_P1 PRK12323 DUF1777 DUF1509 	misc.peroxidases	26_12

CUST_136082_PI403524517	2	-0.18112087	0.5267868	0.008439064	-0.15705872	-0.00843811	0.018697739	35_38160	"Cluster: Hypothetical protein OSJNBa0058I18.3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0058I18.3 - Oryza sativa (japonica cu"	UniRef90_Q69S51		0	CHR07V5|COORD:22105972..22108442|protein F-box domain containing protein, expressed	LOC_Os07g36920.1	no description	not assigned.unknown	35_2

CUST_54123_PI403524517	2	0.013678551	-0.15795517	0.058713913	-0.0407362	0.009939194	-0.009940147	35_15400	"Cluster: Os11g0174000 protein; n=5; Oryza sativa (japonica cultivar-group)|Rep: Os11g0174000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IU95	CHR4V7|COORD:15264082..15267390| coatomer beta subunit, putative / beta-coat protein, putative / beta-COP, putative	AT4G31480.1	CHR01V5|COORD:10023900..10018206|protein coatomer subunit beta, putative, expressed	LOC_Os01g17430.1	 no descriptionmoderately similar to ( 354)AT4G31480| Symbols:  | coatomer beta subunit, putative / beta-coat protein, putative / beta-COP, putative | chr4:15264082-15267390 FORWARDnot assigned 	cell. vesicle transport	31_4

CUST_88102_PI403524517	2	-0.20969868	0.45418215	-0.08587456	0.37149477	-0.19895363	0.08587456	35_25223	"Cluster: Receptor-like protein kinase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Receptor-like protein kinase-like - Oryza sativa (japonica cultivar"	UniRef90_Q5Z9P3	"CHR1V7|COORD:12520691..12524024| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G08660.1); similar to Os05g0430300 [Oryza sativa (japonica"	AT1G34320.1	CHR06V5|COORD:30407670..30413578|protein expressed protein	LOC_Os06g50220.1	"no descriptionmoderately similar to ( 302)AT1G34320| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G08660.1); similar to Os05g0430300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001055623.1); similar to Trp repressor/replication initiator [Medicago truncatula] (GB:ABE83667.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD82727.1); contains InterPro domain Protein of unknown function DUF668; (InterPro:IPR007700) | chr1:12520691-12524024 FORWARDDUF668"	not assigned.unknown	35_2

CUST_32814_PI399408534	2	0.15116882	0.19325447	-0.16937923	-0.046340942	0.046341896	-0.1835537	35_4932	Rep: HvCBF7 - Hordeum vulgare var. distichum (Two-rowed barley)	UniRef90_Q3T5P2	CHR2V7|COORD:18544369..18545256| AP2 domain-containing transcription factor TINY, putative	AT2G44940.1	CHR02V5|COORD:26545085..26546348|protein dehydration-responsive element-binding protein 1A, putative, expressed	LOC_Os02g43970.1	 no descriptionweakly similar to ( 130)AT2G44940| Symbols:  | AP2 domain-containing transcription factor TINY, putative | chr2:18544369-18545256 FORWARDvery weakly similar to (81.3)ERF1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned AP2 AP2 AP2 Atrophin-1 PRK12323 Tymo_45kd_70kd PRK07003 PRK07764 APC_basic 	RNA.regulation of transcription.AP2/EREBP, APETALA2/Ethylene-responsive element binding protein family	27_3_3

CUST_13252_PI403524517	2	-0.024027824	-0.011498451	0.066744804	-0.030460358	0.0134010315	0.011497498	35_3794	"Cluster: Prefoldin-related KE2-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Prefoldin-related KE2-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K4Y6	CHR2V7|COORD:3045641..3046603| prefoldin-related KE2 family protein	AT2G07340.1	CHR02V5|COORD:15518249..15522294|protein prefoldin subunit 1, putative, expressed	LOC_Os02g26440.1	no descriptionweakly similar to ( 179)AT2G07340| Symbols:  | prefoldin-related KE2 family protein | chr2:3045641-3046603 FORWARDnot assigned Prefoldin_2 GimC PRK09343 Prefoldin_beta	not assigned.no ontology	35_1

CUST_135371_PI403524517	2	0.0028305054	-0.0028309822	-0.2862501	0.37562084	0.012346745	-0.31714582	35_37972	"Cluster: Os01g0588700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0588700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JLM7	CHR1V7|COORD:5854257..5856465| cell cycle control protein-related	AT1G17130.1	CHR01V5|COORD:23258775..23264120|protein coiled-coil domain-containing protein 94, putative, expressed	LOC_Os01g40610.1	no description	not assigned.unknown	35_2

CUST_22263_PI399408534	2	0.12782669	0.2664976	-0.3536806	0.027453423	-0.027452469	-0.25937366	35_4044	Rep: Os08g0159500 protein - Oryza sativa (japonica cultivar-group)	UniRef90_Q0J7V9	CHR1V7|COORD:11768023..11769571| LOL1 (LSD ONE LIKE 1)	AT1G32540.2	CHR08V5|COORD:3458497..3454366|protein LOL1, putative, expressed	LOC_Os08g06280.2	no descriptionvery weakly similar to (71.2)AT1G32540| Symbols: LOL1 | LOL1 (LSD ONE LIKE 1) | chr1:11768233-11769571 FORWARDPRK07003	RNA.regulation of transcription.unclassified	27_3_99

CUST_61169_PI403524517	2	-0.39695644	-0.5574503	0.41105556	-0.038020134	0.12069702	0.038020134	35_17451	Rep: Fructan 1-exohydrolase precursor - Hordeum vulgare (Barley)	UniRef90_Q70AT7	"CHR1V7|COORD:20570284..20572832| ATFRUCT5 (BETA-FRUCTOFURANOSIDASE 5); hydrolase, hydrolyzing O-glycosyl compounds / levanase"	AT1G55120.1	CHR01V5|COORD:42953169..42957287|protein beta-fructofuranosidase, insoluble isoenzyme 4 precursor, putative, expressed	LOC_Os01g73580.1	" no descriptionweakly similar to ( 138)AT1G55120| Symbols: ATCWINV3, ATFRUCT5 | ATFRUCT5 (BETA-FRUCTOFURANOSIDASE 5); hydrolase, hydrolyzing O-glycosyl compounds / levanase | chr1:20570284-20572832 FORWARDmoderately similar to ( 222)INV4_ORYSAnot assigned Glyco_hydro_32C Glyco_32 "	major CHO metabolism.degradation.sucrose.invertases.cell wall	2_2_1_3_2

CUST_60157_PI403524517	2	-0.23153877	0.32462263	0.032581806	-0.06321812	-0.032581806	0.03356886	35_17148	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_167913_PI403524517	2	-0.046401978	0.46454334	0.046401978	-0.08790779	0.08920479	-0.29368305	35_46767	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QYD3	"CHR3V7|COORD:4362156..4364039| similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABG21861.1); similar to Os12g0123900 [Oryza sativa"	AT3G13410.1	CHR11V5|COORD:1278092..1273455|protein expressed protein	LOC_Os11g03380.1	"no descriptionweakly similar to ( 108)AT3G13410| Symbols:  | similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABG21861.1); similar to Os12g0123900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001066036.1); similar to Os11g0127700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001065630.1) | chr3:4362156-4364039 REVERSE"	not assigned.unknown	35_2

CUST_19519_PI399408534	2	0.8060608	-0.40855694	0.21623325	-0.1623745	0.056471825	-0.056471825	35_8514	"Cluster: Receptor protein kinase CLAVATA1, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Receptor protein kinase CLAVATA1, putative, exp"	UniRef90_Q10PM6	"CHR3V7|COORD:18428726..18431821| BAM2 (big apical meristem 2); ATP binding / protein serine/threonine kinase"	AT3G49670.1	CHR03V5|COORD:6787909..6783625|protein receptor protein kinase CLAVATA1 precursor, putative, expressed	LOC_Os03g12730.1	"no descriptionmoderately similar to ( 319)AT3G49670| Symbols: BAM2 | BAM2 (big apical meristem 2); ATP binding / protein serine/threonine kinase | chr3:18428726-18431821 FORWARDweakly similar to ( 121)RPK1_IPONIReceptor-like protein kinase precursor - Ipomoea nil (Japanese morning glory) (Pharbitis nil)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG4886 LRR_RI"	signalling.receptor kinases.leucine rich repeat XI	30_2_11

CUST_21096_PI399408534	2	0.00920105	0.11149502	0.06414604	-0.21574211	-0.16235447	-0.00920105	35_3602	"Cluster: Os05g0562400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0562400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DFY8	CHR5V7|COORD:17800399..17807099| homeobox transcription factor, putative	AT5G44180.1	CHR05V5|COORD:27903100..27892393|protein DDT domain containing protein, expressed	LOC_Os05g48820.1	 no descriptionmoderately similar to ( 214)AT5G44180| Symbols:  | homeobox transcription factor, putative | chr5:17800399-17807099 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned PRK02363 PRK12678 SelP_N MDN1 CobT 	RNA.regulation of transcription.HB,Homeobox transcription factor family	27_3_22

CUST_103329_PI403524517	2	0.040769577	0.01253891	-0.045142174	-0.12235832	0.025824547	-0.01253891	35_29466	Rep: Glycine-rich protein-related - Brassica oleracea (Wild cabbage)	UniRef90_Q2A993	CHR4V7|COORD:9822018..9824872| glycine-rich protein	AT4G17620.1	CHR05V5|COORD:18988309..18995149|protein expressed protein	LOC_Os05g32580.1	no descriptionvery weakly similar to (50.4)AT4G17620| Symbols:  | glycine-rich protein | chr4:9822018-9824872 FORWARD	not assigned.no ontology.glycine rich proteins	35_1_40

CUST_57407_PI403524517	2	-0.042099476	-1.1696591	0.042099476	0.78445673	0.6293111	-0.102003574	35_16369	Rep: Alpha-glucosidase precursor - Hordeum vulgare (Barley)	UniRef90_Q43763	CHR5V7|COORD:3776841..3780026| alpha-glucosidase 1 (AGLU1)	AT5G11720.1	CHR06V5|COORD:28057084..28044149|protein alpha-glucosidase precursor, putative, expressed	LOC_Os06g46284.2	no descriptionhighly similar to ( 598)AT5G11720| Symbols:  | alpha-glucosidase 1 (AGLU1) | chr5:3776841-3780026 FORWARDhighly similar to ( 931)AGLU_HORVUAlpha-glucosidase precursor - Hordeum vulgare (Barley)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Glyco_hydro_31 COG1501 PRK10658 PRK10426 Herpes_BLLF1 PRK12678 PRK07764 PRK07003 SerH DUF566 PRK09169 APC_basic PRK12323 DUF1509 AF-4 HPC2	major CHO metabolism.degradation.starch.starch cleavage	2_2_2_1

CUST_67765_PI403524517	2	-0.012228012	0.3426609	0.012228966	-0.09772587	-0.012727737	0.067212105	35_19360	"Cluster: Os02g0114600 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os02g0114600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E4K5	CHR3V7|COORD:22714178..22715349| SKIP4 (SKP1 INTERACTING PARTNER 4)	AT3G61350.1	CHR02V5|COORD:785676..780642|protein SKIP4, putative, expressed	LOC_Os02g02350.3	no descriptionweakly similar to ( 186)AT3G61350| Symbols: SKIP4 | SKIP4 (SKP1 INTERACTING PARTNER 4) | chr3:22714178-22715349 FORWARDnot assigned not assigned	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_4016_PI404877155	2	-0.8767443	0.30478382	0.19252205	0.14728546	-0.38789368	-0.14728451	Contig14714_at	P-type ATPase [Hordeum vulgare]	CAC40028.1	calcium-transporting ATPase 2, plasma membrane-type / Ca(2+)-ATPase isoform 2 (ACA2)	At4g37640.1	protein calcium-translocating P-type ATPase, PMCA-type	Os03g10640	calcium-transporting ATPase 2, plasma membrane-type / Ca(2+)-ATPase isoform 2 (ACA2), identical to SP:O81108 Calcium-transporting ATPase 2, plasma membrane-type (EC 3.6.3.8) (Ca(2+)-ATPase isoform 2) {Arabidopsis thaliana}	signalling.calcium	30_3

CUST_16359_PI403524517	2	0.061750412	-0.7585459	-0.14803123	0.08634758	0.095155716	-0.061750412	35_4718	"Cluster: Membrane-associated salt-inducible protein like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Membrane-associated salt-inducible protein like - Ory"	UniRef90_Q6H7J7	CHR4V7|COORD:17292483..17293721| pentatricopeptide (PPR) repeat-containing protein	AT4G36680.1	CHR02V5|COORD:25387106..25388896|protein membrane-associated salt-inducible protein like, putative, expressed	LOC_Os02g42210.1	no descriptionmoderately similar to ( 213)AT4G36680| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr4:17292483-17293721 REVERSEweakly similar to ( 107)RF1_ORYSA	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_16801_PI399408534	2	0.015524864	-9.288788E-4	-0.15142345	9.288788E-4	-0.041028023	0.010956764	35_4232	Rep: Putative transcription factor - Oryza sativa (Rice)	UniRef90_Q94GE2	"CHR3V7|COORD:2825428..2826856| PTAC13 (PLASTID TRANSCRIPTIONALLY ACTIVE13); transcriptional elongation regulator"	AT3G09210.1	CHR03V5|COORD:34610220..34613605|protein transcription termination factor nusG family protein, expressed	LOC_Os03g61030.2	"no descriptionweakly similar to ( 129)AT3G09210| Symbols: PTAC13 | PTAC13 (PLASTID TRANSCRIPTIONALLY ACTIVE13); transcriptional elongation regulator | chr3:2825428-2826856 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned NGN nusG NusG NusG PRK07764 PRK12323 PRK07003 PRK05648 Atrophin-1"	RNA.regulation of transcription.unclassified	27_3_99

CUST_83398_PI403524517	2	-0.17454386	0.24652481	0.013111591	-0.013111591	0.20048904	-0.44093895	35_23912	"Cluster: Putative MAR binding filament-like protein 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative MAR binding filament-like protein 1 - Oryza sat"	UniRef90_Q5VR43	CHR3V7|COORD:5431047..5433619| MFP1 (MAR BINDING FILAMENT-LIKE PROTEIN 1)	AT3G16000.1	CHR01V5|COORD:4210104..4205355|protein MAR binding filament-like protein 1, putative, expressed	LOC_Os01g08510.1	no descriptionweakly similar to ( 197)AT3G16000| Symbols: MFP1 | MFP1 (MAR BINDING FILAMENT-LIKE PROTEIN 1) | chr3:5431047-5433619 REVERSEweakly similar to ( 166)MFP1_TOBACMAR-binding filament-like protein 1-1 - Nicotiana tabacum (Common tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Smc SbcC Myosin_tail_1 PRK02224 PRK03918 SCP-1 TPR_MLP1_2 PRK01156 PRK11637 HOOK COG1340 PRK04778 MAD DUF827 HEC1 DUF869 TACC PRK12704 Filament COG5283 EzrA RecN CALCOCO1 EzrA PRK10920 COG1579 COG4942 COG3883 PRK11281 ATG16 COG4372 PRK09039 mukB	not assigned.unknown	35_2

CUST_27133_PI403524517	2	0.13577461	0.35382175	-0.031107903	-0.2075901	-0.4678583	0.031106949	35_7857	"Cluster: Hypothetical protein OSJNBb0026F09.30; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0026F09.30 - Oryza sativa (japonica"	UniRef90_Q6K2T2	0	0	CHR06V5|COORD:7734542..7740580|protein conserved hypothetical protein	LOC_Os06g13890.1	no description	not assigned.unknown	35_2

CUST_135605_PI403524517	2	-0.27746677	0.34544373	1.0053148	0.20485306	-0.20485258	-0.47268486	35_38034	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_2779_PI404877155	2	-0.15090847	0.85922337	0.25146866	-0.617939	-0.07522392	0.07522392	Contig13201_at	pseudo-response regulator 3 (APRR3) [Arabidopsis thaliana] dbj|BAA96939.1| unnamed protein product [Arabidopsis thaliana] dbj|BAB13744.1| ps	NP_568919.1	pseudo-response regulator 3 (APRR3)	At5g60100.1	protein Similar to timing of CAB expression 1-like protein	Os11g05930	"APRR9;TL1;PSEUDO-RESPONSE REGULATOR 9;TIMING OF CAB EXPRESSION 1-LIKE;TOC-LIKE PROTEIN 1;pseudo-response regulator 9 (APRR9) / timing of CAB expression 1-like protein (TL1), identical to pseudo-response regulator 9 GI:10281000 from (Arabidopsis thaliana),"	RNA.regulation of transcription.Psudo ARR transcription factor family	27_3_66

CUST_15072_PI404877155	2	0.06538868	-0.013843536	0.013843536	-0.15469265	-0.0722065	0.14080524	Contig8945_at	OSJNBa0053B21.9 [Oryza sativa (japonica cultivar-group)] ref|XP_472289.1| OSJNBa0053B21.9 [Oryza sativa (japonica cultivar-group)]	CAE05535.2	DNAJ heat shock N-terminal domain-containing protein	At5g53150.1	protein expressed protein	Os04g31940	gi|32487820|emb|CAE05538.1| OSJNBa0053B21.12	stress.abiotic.heat	20_2_1

CUST_24411_PI399408534	2	0.03136635	-0.43549633	-0.053281784	-0.031367302	0.031993866	0.06417942	35_871	"Cluster: Putative snRNP splicing factor-related; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative snRNP splicing factor-related - Oryza sativa (japonic"	UniRef90_Q6ZBS1	CHR2|COORD:1180214..1181378| small nuclear ribonucleoprotein, putative / snRNP, putative / Sm protein, putative, similar to U6 snRNA-associated	AT2G03870.1	CHR08V5|COORD:4556084..4559061|protein LSM7 homolog, U6 small nuclear RNA associated, putative, expressed	LOC_Os08g08040.1	 no descriptionweakly similar to ( 163)AT2G03870| Symbols:  | small nuclear ribonucleoprotein, putative / snRNP, putative / Sm protein, putative | chr2:1180303-1181253 FORWARDvery weakly similar to (52.8)RUXG_MEDSAProbable small nuclear ribonucleoprotein G - Medicago sativa (Alfalfa)not assigned not assigned not assigned LSm7 Sm Sm_G LSM archeal_Sm1 LSM1 LSm3 Sm_like LSm8 PRK00737 	RNA.processing	27_1

CUST_70166_PI403524517	2	0.084549904	-0.08163071	0.031917572	-0.031917572	-0.039759636	0.0966177	35_20084	"Cluster: Thioredoxin-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Thioredoxin-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q655X0	"CHR2V7|COORD:14761477..14762967| ATO1 (ARABIDOPSIS THIOREDOXIN O1); thiol-disulfide exchange intermediate"	AT2G35010.1	CHR06V5|COORD:27529120..27531713|protein thioredoxin domain-containing protein 2, putative, expressed	LOC_Os06g45510.1	no descriptionweakly similar to ( 117)AT2G35010| Symbols: ATO1 | ATO1 (ARABIDOPSIS THIOREDOXIN O1) | chr2:14761477-14762967 FORWARDvery weakly similar to (66.2)TRXH_CHLREThioredoxin H-type - Chlamydomonas reinhardtiinot assigned not assigned not assigned TRX_family Thioredoxin TRX_PICOT PDI_a_family PDI_a_ERp38 TrxA	redox.thioredoxin	21_1

CUST_82662_PI403524517	2	-0.038647175	0.16633987	0.17155504	-0.18695831	0.038646698	-0.64526224	35_23709	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_78615_PI403524517	2	0.041202545	0.03562832	-0.16855335	-0.1287365	-0.035627365	0.064517975	35_22540	"Cluster: Putative riboflavin biosynthesis protein ribA; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative riboflavin biosynthesis protein ribA - Oryza s"	UniRef90_Q6Z234	CHR5V7|COORD:24090623..24092637| riboflavin biosynthesis protein, putative	AT5G59750.1	CHR02V5|COORD:21929696..21924751|protein riboflavin biosynthesis protein ribAB, chloroplast precursor, putative, expressed	LOC_Os02g36340.2	 no descriptionvery weakly similar to (94.7)AT5G59750| Symbols:  | riboflavin biosynthesis protein, putative | chr5:24090623-24092637 FORWARDPRK09311 GTP_cyclohydro2 RibA GTP_cyclohydro2 PRK09319 ribA 	Co-factor and vitamine metabolism.riboflavin.GTP cyclohydrolase II	18_3_1

CUST_51198_PI403524517	2	0.036097527	-0.3227377	-0.032834053	0.17419243	-0.07295799	0.032835007	35_14598	"Cluster: Eukaryotic translation initiation factor 1A; n=3; BEP clade|Rep: Eukaryotic translation initiation factor 1A - Triticum aestivum (Wheat)"	UniRef90_P47815	CHR2V7|COORD:1574799..1575236| eukaryotic translation initiation factor 1A, putative / eIF-1A, putative / eIF-4C, putative	AT2G04520.1	CHR06V5|COORD:13684423..13685181|protein eukaryotic translation initiation factor 1A, putative, expressed	LOC_Os06g23440.1	 no descriptionweakly similar to ( 158)AT2G04520| Symbols:  | eukaryotic translation initiation factor 1A, putative / eIF-1A, putative / eIF-4C, putative | chr2:1574799-1575236 REVERSEweakly similar to ( 173)IF1A_WHEATEukaryotic translation initiation factor 1A - Triticum aestivum (Wheat)not assigned not assigned not assigned eIF1a COG3474 eIF-1a PRK04012 InfA Gag_spuma 	mitochondrial electron transport / ATP synthesis.cytochrome c	9_6

CUST_35762_PI403524517	2	0.032951355	-0.19306374	-0.41055202	0.055044174	0.12865925	-0.032951355	35_10312	"Cluster: Hypothetical protein P0778G11.12; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0778G11.12 - Oryza sativa (japonica cultivar-g"	UniRef90_Q651H6	0	0	CHR06V5|COORD:28019403..28017050|protein expressed protein	LOC_Os06g46250.1	no description	not assigned.unknown	35_2

CUST_26180_PI403524517	2	0.13361597	-0.28737688	-0.071858406	0.07185888	-0.10743284	0.12959003	35_7582	"Cluster: P0028E10.12 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: P0028E10.12 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q9AS80	CHR1V7|COORD:17777907..17783293| calcineurin-like phosphoesterase family protein	AT1G48120.1	CHR01V5|COORD:3468907..3464660|protein hydrolase/ protein serine/threonine phosphatase, putative, expressed	LOC_Os01g07350.1	no descriptionweakly similar to ( 183)AT1G48120| Symbols:  | calcineurin-like phosphoesterase family protein | chr1:17777907-17783293 REVERSE	not assigned.unknown	35_2

CUST_119278_PI403524517	2	-0.18243504	6.842613E-4	-0.1336441	-6.837845E-4	0.010718346	0.20098543	35_33754	"Cluster: OSJNBa0072K14.9 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0072K14.9 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XVM5	CHR3V7|COORD:9916575..9919748| hydroxyproline-rich glycoprotein family protein	AT3G26910.1	CHR04V5|COORD:19224022..19231337|protein expressed protein	LOC_Os04g32370.1	no description	not assigned.unknown	35_2

CUST_19636_PI399408534	2	0.090743065	-0.0091638565	0.009162903	-0.1436081	0.07185459	-0.07843208	35_22595	"Cluster: SET-domain transcriptional regulator-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: SET-domain transcriptional regulator-like protein -"	UniRef90_Q6ZCF6	CHR2V7|COORD:8498483..8499679| SET domain-containing protein	AT2G19640.2	CHR08V5|COORD:6148820..6151471|protein expressed protein	LOC_Os08g10470.2	no descriptionweakly similar to ( 122)AT2G19640| Symbols: ASHR2 | SET domain-containing protein | chr2:8498483-8499679 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK12678 PRK07003 PRK07764 Tymo_45kd_70kd Atrophin-1 PRK05648 HPC2 Herpes_BLLF1 DUF1421 Extensin_2 SMN DUF1509 APC_basic FAP PRK08853 tatB IER PRK00708 PRK09169 AF-4 TT_ORF1	RNA.regulation of transcription.SET-domain transcriptional regulator family	27_3_69

CUST_47010_PI403524517	2	0.19995594	0.4118719	-0.011998653	-0.06284475	-0.024048328	0.01199913	35_13459	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_37511_PI403524517	2	0.34439182	1.1203508	-1.8311348	0.50580597	-1.3339672	-0.3443923	35_10803	"Cluster: Putative Ntdin; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative Ntdin - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5Z985	CHR4V7|COORD:16945078..16945988| SEN1 (DARK INDUCIBLE 1)	AT4G35770.1	CHR06V5|COORD:30825116..30822444|protein senescence-associated protein DIN1, putative, expressed	LOC_Os06g50930.2	no description	not assigned.unknown	35_2

CUST_20843_PI403524517	2	0.117767334	0.19126701	-0.049900055	-0.09147072	0.0498991	-0.06509781	35_6053	"Cluster: Hypothetical protein precursor; n=1; Kineococcus radiotolerans SRS30216|Rep: Hypothetical protein precursor - Kineococcus radiotolerans SRS30216"	UniRef90_Q411K9	CHR2V7|COORD:9014170..9016692| pEARLI4	AT2G20960.1	0	0	no description	not assigned.unknown	35_2

CUST_45476_PI403524517	2	0.04762268	-0.08237839	-0.07160187	-0.04762268	0.12788296	0.20317936	35_13033	"Cluster: Breast cancer 2-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: Breast cancer 2-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5VQI6	CHR4|COORD:3894..5908| expressed protein	AT4G00010.1	CHR01V5|COORD:3351851..3342005|protein BRCA2 repeat family protein, expressed	LOC_Os01g07110.1	 no descriptionvery weakly similar to (68.6)AT4G00020| Symbols: MEE43, EDA20, BRCA2(IV), BRCA2A | BRCA2A (breast cancer 2 like 2A, embryo sac development arrest 20, maternal effect embryo arrest 43) | chr4:4107-10364 REVERSE	not assigned.no ontology	35_1

CUST_12682_PI404877155	2	0.018439293	0.23458385	-0.60802364	-0.018439293	-0.344759	0.10083866	Contig6411_at	senescence-associated protein 15 [Hemerocallis hybrid cultivar]	AAC34858.1	fatty acid elongase 3-ketoacyl-CoA synthase 1 (KCS1)	At1g01120.1	protein senescence-associated protein 15	Os03g14170	fatty acid elongase, putative, similar to fatty acid elongase 1, Arabidopsis thaliana,gb:U29142 (GI:881615)	lipid metabolism.FA synthesis and FA elongation.beta ketoacyl CoA synthase	11_1_10

CUST_85951_PI403524517	2	0.2300005	0.41128922	0.06401491	-0.064014435	-0.65280294	-0.20170641	35_24615	"Cluster: Expressed protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q336V4	CHR2|COORD:11884507..11893090| expressed protein, similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAP54889.1)	AT2G27900.2	CHR10V5|COORD:21020227..21029523|protein expressed protein	LOC_Os10g39910.1	"no descriptionweakly similar to ( 199)AT2G27900| Symbols:  | similar to Os10g0546300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001065215.1); similar to hypothetical protein [Ipomoea trifida] (GB:BAF36336.1); similar to hypothetical protein [Ipomoea trifida] (GB:AAS79598.1); contains domain Ribosomal protein S5 domain 2-like (SSF54211); contains domain no description (G3D.3.30.970.10); contains domain gb def: Hypothetical protein At2g27890:At2g27900:At2g27910 (At2g27890) (PTHR13258:SF4); contains domain FAMILY NOT NAMED (PTHR13258) | chr2:11884731-11892315 FORWARD"	not assigned.unknown	35_2

CUST_70940_PI403524517	2	0.08175087	-0.1026907	-0.023342133	-0.01390934	0.01390934	0.033753395	35_20324	"Cluster: Hypothetical protein OSJNBb0034B12.19; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0034B12.19 - Oryza sativa (japonica"	UniRef90_Q69MT8	CHR4V7|COORD:12951669..12952844| similar to hypothetical protein MtrDRAFT_AC126006g16v2 [Medicago truncatula] (GB:ABE94432.1)	AT4G25315.1	CHR09V5|COORD:20145098..20146086|protein expressed protein	LOC_Os09g34120.1	no descriptionvery weakly similar to (74.3)AT4G25315| Symbols:  | similar to hypothetical protein MtrDRAFT_AC126006g16v2 [Medicago truncatula] (GB:ABE94432.1) | chr4:12951669-12952844 REVERSE	not assigned.unknown	35_2

CUST_95158_PI403524517	2	0.13454247	0.040930748	-0.040930748	-0.2475667	0.09757614	-0.52371264	35_27193	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QLX7	"CHR1|COORD:20304793..20307552| expressed protein, similar to expressed protein [Arabidopsis thaliana] (TAIR:At3g03970.1); similar to expressed protein"	AT1G54385.2	CHR12V5|COORD:26655802..26653186|protein expressed protein	LOC_Os12g42960.1	no descriptionvery weakly similar to (99.0)AT1G54385| Symbols:  | binding | chr1:20304956-20306715 REVERSE	not assigned.unknown	35_2

CUST_74188_PI403524517	2	0.25762272	1.2466612	-0.020328045	0.020327568	-0.21897602	-0.06166458	35_21276	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2RBA7	"CHR2V7|COORD:13016148..13017944| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G01970.1); similar to Os05g0315200 [Oryza sativa (japonica"	AT2G30530.1	CHR12V5|COORD:889817..886161|protein expressed protein	LOC_Os12g02570.1	"no descriptionweakly similar to ( 166)AT2G30530| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G01970.1); similar to Os05g0315200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001055171.1); similar to Os11g0118800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001065600.1); similar to expressed protein-like protein [Sorghum bicolor] (GB:AAO16693.1) | chr2:13016148-13017944 FORWARD"	not assigned.unknown	35_2

CUST_24242_PI399408534	2	0.10937214	0.81468296	-0.029877663	-0.00907135	0.009072304	-0.11346626	35_17438	"Cluster: Expressed protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2RA28	CHR1V7|COORD:28532166..28534149| nucleic acid binding	AT1G76010.1	CHR11V5|COORD:3293877..3299239|protein expressed protein	LOC_Os11g06760.1	no descriptionweakly similar to ( 199)AT1G20220| Symbols:  | nucleic acid binding | chr1:7005081-7007276 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Alba	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_102489_PI403524517	2	0.14715958	0.2231803	0.084778786	-0.18140268	-0.20257092	-0.08477926	35_29236	"Cluster: Putative multifunctional amino acid-tRNA ligase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative multifunctional amino acid-tRNA ligase - Ory"	UniRef90_Q9LIZ8	CHR5V7|COORD:9305676..9308250| glutamate-tRNA ligase, putative / glutamyl-tRNA synthetase, putatuve / GluRS, putative	AT5G26710.1	CHR01V5|COORD:9374982..9370494|protein glutamyl-tRNA synthetase, cytoplasmic, putative, expressed	LOC_Os01g16520.1	 no descriptionvery weakly similar to (95.9)AT5G26710| Symbols:  | glutamate-tRNA ligase, putative / glutamyl-tRNA synthetase, putatuve / GluRS, putative | chr5:9305676-9308250 FORWARDnot assigned 	tetrapyrrole synthesis.glu-tRNA synthetase	19_1

CUST_178739_PI403524517	2	-0.0035181046	-0.40485096	0.0035190582	0.09554386	0.13986588	-0.118094444	35_49713	"Cluster: Putative inosine-uridine nucleoside N-ribohydrolase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative inosine-uridine nucleoside N-ribohydrola"	UniRef90_Q6ZJ05	CHR2V7|COORD:15231771..15233712| inosine-uridine preferring nucleoside hydrolase family protein	AT2G36310.1	CHR08V5|COORD:27793971..27789983|protein pyrimidine-specific ribonucleoside hydrolase rihA, putative, expressed	LOC_Os08g44370.1	no descriptionweakly similar to ( 171)AT2G36310| Symbols:  | inosine-uridine preferring nucleoside hydrolase family protein | chr2:15231771-15233712 REVERSEnot assigned nuc_hydro_CaPnhB URH1 nuc_hydro_IU_UC_XIUA nuc_hydro_CeIAG IU_nuc_hydro nuc_hydro_3 nuc_hydro PRK10768 rihA nuc_hydro_1 rihB nuc_hydro_CjNH	nucleotide metabolism.degradation	23_2

CUST_17127_PI403524517	2	-0.002049446	1.6526699	-0.56666183	0.12809849	-0.5561037	0.0020503998	35_4952	Rep: OSIGBa0127A14.1 protein - Oryza sativa (Rice)	UniRef90_Q01JM6	CHR3V7|COORD:22614141..22615311| ATPP2-A13	AT3G61060.1	CHR04V5|COORD:28531964..28535306|protein ATPP2-A13, putative, expressed	LOC_Os04g48270.3	no descriptionmoderately similar to ( 266)AT3G61060| Symbols: ATPP2-A13 | ATPP2-A13 | chr3:22614141-22615311 FORWARD	cell.organisation	31_1

CUST_62548_PI403524517	2	-0.0070123672	0.41556263	0.015734673	-0.1785574	-0.11506748	0.0070123672	35_17835	"Cluster: Zinc finger, C3HC4 type family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Zinc finger, C3HC4 type family"	UniRef90_Q336R3	"CHR1V7|COORD:20613833..20615969| HUB2 (HISTONE MONO-UBIQUITINATION 2); protein binding / zinc ion binding"	AT1G55255.1	CHR10V5|COORD:22059010..22066180|protein zinc finger, C3HC4 type family protein, expressed	LOC_Os10g41590.1	"no descriptionmoderately similar to ( 426)AT1G55255| Symbols: HUB2 | HUB2 (HISTONE MONO-UBIQUITINATION 2); protein binding / zinc ion binding | chr1:20613833-20615969 FORWARDvery weakly similar to (60.1)MFP1_TOBACMAR-binding filament-like protein 1-1 - Nicotiana tabacum (Common tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned SbcC Smc PRK03918 Myosin_tail_1 PRK02224 PRK04778 MAD HOOK SCP-1 CALCOCO1 DUF869 Filament mukB COG4717 EzrA RING PRK01156 Caldesmon COG4372 TPR_MLP1_2 COG1340 COG1579 COG4942 DUF827 ERM EzrA HEC1 Tektin"	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_160235_PI403524517	2	-0.038098335	1.1904898	0.7223568	-0.4135208	-0.36307335	0.03809738	35_44715	"Cluster: OSJNBb0065L13.2 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: OSJNBb0065L13.2 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7X6D5	CHR2V7|COORD:8763556..8766926| protein kinase family protein	AT2G20300.1	CHR04V5|COORD:25234353..25240710|protein ATP binding protein, putative, expressed	LOC_Os04g43020.1	no description	not assigned.unknown	35_2

CUST_14280_PI403524517	2	0.094545364	0.20320892	-0.114774704	0.007159233	-0.072239876	-0.007160187	35_4096	"Cluster: Putative actin-related protein 4; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative actin-related protein 4 - Oryza sativa (japonica"	UniRef90_Q6ZJW9	"CHR1V7|COORD:6348192..6351759| ATARP4 (ACTIN-RELATED PROTEIN 4); structural constituent of cytoskeleton"	AT1G18450.1	CHR08V5|COORD:2078210..2087374|protein actin-like protein 6A, putative, expressed	LOC_Os08g04280.2	" no descriptionhighly similar to ( 586)AT1G18450| Symbols: ARP4, ATARP4 | ATARP4 (ACTIN-RELATED PROTEIN 4); structural constituent of cytoskeleton | chr1:6348192-6351759 FORWARDmoderately similar to ( 249)ACT_MESVIActin - Mesostigma viridenot assigned not assigned not assigned not assigned not assigned not assigned not assigned Actin ACTIN ACTIN COG5277 PRK12323 "	cell.organisation	31_1

CUST_164378_PI403524517	2	-0.008896351	0.27040148	0.062095642	0.008896828	-0.28289986	-0.16286087	35_45821	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_132740_PI403524517	2	0.028199196	-0.005153656	-0.06140423	0.0051546097	-0.07346344	0.023582458	35_37277	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_6959_PI404877155	2	0.07080555	-2.109375	1.2556295	-0.0708065	1.3115082	-0.16087627	Contig2043_s_at	lipid transfer protein [Oryza sativa]	AAN76490.1	lipid transfer protein 3 (LTP3)	At5g59320.1	protein lipid transfer protein	Os11g02350	"lipid transfer protein 3 (LTP3), identical to lipid transfer protein 3 from Arabidopsis thaliana (gi:8571921); contains Pfam protease inhibitor/seed storage/LTP family domain PF00234"	lipid metabolism.lipid transfer proteins etc	11_6

CUST_617_PI404877155	2	-0.32883263	-0.4867239	0.32311535	0.0089998245	0.1475172	-0.0089998245	Contig10546_at	OSJNBa0018M05.19 [Oryza sativa (japonica cultivar-group)]	CAE03244.2	DNAJ heat shock N-terminal domain-containing protein	At5g23240.1	protein expressed protein	Os06g28050	NONE	stress.abiotic.heat	20_2_1

CUST_9625_PI404877155	2	-0.20999718	0.73918915	0.031370163	0.18560028	-0.32917023	-0.031370163	Contig3373_s_at	0	BAD09487.1	trehalose-6-phosphate synthase, putative	At1g70290.1	protein trehalose-phosphatase, putative	Os02g54820	"TPS10;TREHALOSE PHOSPHATE SYNTHASE;glycosyl transferase family 20 protein / trehalose-phosphatase family protein, contains Pfam profile: PF02358 trehalose-phosphatase"	minor CHO metabolism.trehalose.potential TPS/TPP	3_2_3

CUST_19587_PI403524517	2	0.23182583	-0.88255024	-0.35202408	0.09954834	0.11631489	-0.09954834	35_5675	Rep: OSJNBb0034I13.9 protein - Oryza sativa (Rice)	UniRef90_Q7XTU5	0	0	CHR04V5|COORD:32173421..32169373|protein RNA-binding protein AKIP1, putative, expressed	LOC_Os04g54440.3	no description	not assigned.unknown	35_2

CUST_107063_PI403524517	2	0.3683691	0.041259766	-0.04125929	-0.12547207	-0.5485182	0.5657301	35_30467	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_18002_PI399408534	2	0.043066025	0.08304787	-0.062888145	-0.2300272	-0.042607307	0.042606354	35_5920	"Cluster: Transcription factor AP2D8; n=1; Oryza sativa (japonica cultivar-group)|Rep: Transcription factor AP2D8 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2TQ37	"CHR5V7|COORD:23270685..23273663| AIL5 (AINTEGUMENTA-LIKE 5); DNA binding / transcription factor"	AT5G57390.1	CHR02V5|COORD:31408315..31404043|protein protein BABY BOOM 2, putative, expressed	LOC_Os02g51300.1	"no descriptionmoderately similar to ( 222)AT5G57390| Symbols: AIL5 | AIL5 (AINTEGUMENTA-LIKE 5); DNA binding / transcription factor | chr5:23270685-23273663 REVERSEmoderately similar to ( 226)BBM2_BRANAProtein BABY BOOM 2 - Brassica napus (Rape)AP2 AP2 AP2"	RNA.regulation of transcription.AP2/EREBP, APETALA2/Ethylene-responsive element binding protein family	27_3_3

CUST_59088_PI403524517	2	0.09656525	-0.20040894	-0.061029434	-0.021243095	0.046468735	0.02124405	35_16852	"Cluster: Ubiquitin activating enzyme, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Ubiquitin activating enzyme, putative, expressed - O"	UniRef90_Q2R3X8	"CHR5|COORD:20635969..20638163| similar to SUMO activating enzyme 1a (SAE1a) [Arabidopsis thaliana] (TAIR:At4g24940.1); similar to probable ubiquitin"	AT5G50680.2	CHR11V5|COORD:17167755..17174070|protein ubiquitin-like 1-activating enzyme E1A, putative, expressed	LOC_Os11g30410.1	no descriptionweakly similar to ( 158)AT5G50680| Symbols:  | SUMO activating enzyme | chr5:20636068-20637969 FORWARDvery weakly similar to (52.8)UBE13_WHEATUbiquitin-activating enzyme E1 3 - Triticum aestivum (Wheat)not assigned not assigned not assigned Aos1_SUMO Ube1_repeat1	protein.degradation.ubiquitin.E1	29_5_11_2

CUST_26745_PI403524517	2	-0.06051731	0.088918686	-0.023320198	-0.28479004	0.023320198	0.114292145	35_7748	"Cluster: Hypothetical protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53M08	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	CHR11V5|COORD:7785586..7784619|protein hypothetical protein	LOC_Os11g14030.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07003 PRK12323 PRK07764 Atrophin-1 PRK12678 APC_basic TT_ORF1	not assigned.unknown	35_2

CUST_68505_PI403524517	2	-0.040005684	0.34125328	0.06816101	-0.086688995	-0.034238815	0.03423977	35_19594	"Cluster: OSIGBa0142C11.1 protein; n=2; Oryza sativa|Rep: OSIGBa0142C11.1 protein - Oryza sativa (Rice)"	UniRef90_Q01L58	CHR3V7|COORD:3092282..3094836| aspartate/glutamate/uridylate kinase family protein	AT3G10030.1	CHR04V5|COORD:19951488..19954474|protein uridylate kinase, putative, expressed	LOC_Os04g33300.1	no descriptionvery weakly similar to (96.7)AT3G10030| Symbols:  | aspartate/glutamate/uridylate kinase family protein | chr3:3092623-3094836 REVERSEAAK_UMPK-PyrH-Ec AAK_UMPK-like pyrH PyrH	nucleotide metabolism.phosphotransfer and pyrophosphatases.uridylate kinase	23_4_3

CUST_6560_PI399408534	2	0.08333492	0.0335207	-0.108239174	-0.033521652	0.10943794	-0.29245472	35_9487	"Cluster: Os03g0174100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os03g0174100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DUQ0	CHR5V7|COORD:6518980..6521297| RNA-binding protein 45 (RBP45), putative	AT5G19350.1	CHR03V5|COORD:3949327..3953643|protein RNA-binding post-transcriptional regulator csx1, putative, expressed	LOC_Os03g07800.1	 no descriptionmoderately similar to ( 247)AT5G19350| Symbols:  | RNA-binding protein 45 (RBP45), putative | chr5:6518980-6521297 FORWARDvery weakly similar to (64.3)ROC1_SPIOL28 kDa ribonucleoprotein, chloroplast - Spinacia oleracea (Spinach)not assigned not assigned not assigned not assigned not assigned RRM RRM_1 COG0724 	RNA.regulation of transcription.unclassified	27_3_99

CUST_99673_PI403524517	2	-0.10641861	0.46776962	-0.15463543	0.20537376	-0.24674511	0.10641861	35_28453	Rep: H0525E10.12 protein - Oryza sativa (Rice)	UniRef90_Q01JZ6	CHR5V7|COORD:3056091..3057381| structural molecule	AT5G09820.2	CHR04V5|COORD:20685947..20688981|protein structural molecule, putative, expressed	LOC_Os04g34460.1	no descriptionweakly similar to ( 139)AT5G09820| Symbols:  | structural molecule | chr5:3056091-3057381 REVERSEPAP_fibrillin	cell.organisation	31_1

CUST_5955_PI404877155	2	-0.21000099	-0.11146164	-0.070399284	0.3868208	0.2709217	0.07039833	Contig18148_at	0	BAD09238.1	heat shock factor protein 7 (HSF7) / heat shock transcription factor 7 (HSTF7)	At4g11660.1	protein HSF-type DNA-binding domain, putative	Os08g43340	heat shock factor RHSF2	RNA.regulation of transcription.HSF,Heat-shock transcription factor family	27_3_23

CUST_12930_PI403524517	2	0.003241539	0.43891048	0.1360941	-0.0032405853	-0.14906883	-0.15497494	35_3700	"Cluster: Protein kinase, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Protein kinase, putative, expressed - Oryza sativa (japonica cult"	UniRef90_Q10SQ6	CHR4V7|COORD:12515233..12519346| protein kinase family protein	AT4G24100.1	CHR03V5|COORD:778372..787647|protein ATP binding protein, putative, expressed	LOC_Os03g02320.2	no descriptionvery weakly similar to (87.8)AT4G24100| Symbols:  | protein kinase family protein | chr4:12515233-12519346 FORWARD	protein.postranslational modification	29_4

CUST_82008_PI403524517	2	0.07377148	-0.65802	-0.08567715	-0.002978325	0.0029792786	0.13508987	35_23524	"Cluster: Os07g0154400 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os07g0154400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D8J4	CHR4V7|COORD:8553851..8561661| similar to putative fanconi anemia, complementation group D2 [Oryza sativa (japonica cultivar-group)] (GB:BAD31595.1)	AT4G14970.1	CHR07V5|COORD:2890947..2881339|protein conserved hypothetical protein	LOC_Os07g05960.1	 no descriptionvery weakly similar to (64.3)AT4G14970| Symbols:  | similar to putative fanconi anemia, complementation group D2 [Oryza sativa (japonica cultivar-group)] (GB:BAD31595.1) | chr4:8553851-8561661 FORWARDnot assigned 	not assigned.unknown	35_2

CUST_70258_PI403524517	2	0.02130127	0.20170212	-0.08301163	-0.0068712234	-0.14612293	0.00687027	35_20119	"Cluster: Os05g0443300 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0443300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DHT6	CHR2V7|COORD:11747748..11751945| sec23/sec24 transport family protein	AT2G27460.1	CHR05V5|COORD:21614639..21609302|protein sec23/Sec24 trunk domain containing protein, expressed	LOC_Os05g37120.1	no descriptionweakly similar to ( 164)AT2G27460| Symbols:  | sec23/sec24 transport family protein | chr2:11747748-11751945 FORWARDnot assigned	protein.targeting.secretory pathway.golgi	29_3_4_2

CUST_66372_PI403524517	2	-0.041368484	0.23542595	0.03293705	-0.09887886	-0.032938004	0.13960648	35_18954	"Cluster: Os01g0744300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0744300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JJE0	CHR3V7|COORD:1014419..1018251| protein kinase family protein	AT3G03940.1	CHR01V5|COORD:31442973..31438140|protein ATP binding protein, putative, expressed	LOC_Os01g54100.2	no descriptionmoderately similar to ( 440)AT3G03940| Symbols:  | protein kinase family protein | chr3:1014419-1018251 REVERSE	protein.postranslational modification	29_4

CUST_76337_PI403524517	2	0.12572098	0.45799637	-0.06344032	-0.030529976	-0.054109573	0.030529022	35_21886	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_51015_PI403524517	2	0.069701195	-0.74199295	-0.11361599	0.0146074295	0.019264221	-0.0146074295	35_14547	"Cluster: Putative fiber protein Fb14; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative fiber protein Fb14 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ZJ19	CHR2V7|COORD:19558333..19559122| NADH-ubiquinone oxidoreductase-related	AT2G47690.1	CHR08V5|COORD:27723997..27725670|protein fb14, putative, expressed	LOC_Os08g44250.1	no descriptionweakly similar to ( 123)AT2G47690| Symbols:  | NADH-ubiquinone oxidoreductase-related | chr2:19558333-19559122 FORWARD	mitochondrial electron transport / ATP synthesis.NADH-DH.localisation not clear	9_1_2

CUST_56000_PI403524517	2	-0.020466805	0.11833382	-0.04121113	0.020025253	0.023303032	-0.020025253	35_15939	"Cluster: Putative cinnamoyl-CoA reductase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative cinnamoyl-CoA reductase - Oryza sativa (japonica cultivar-g"	UniRef90_Q69U05	CHR2V7|COORD:14231698..14233441| cinnamoyl-CoA reductase family	AT2G33590.1	CHR06V5|COORD:25075552..25072545|protein dihydroflavonol-4-reductase, putative, expressed	LOC_Os06g41810.1	no descriptionmoderately similar to ( 372)AT2G33590| Symbols:  | cinnamoyl-CoA reductase family | chr2:14231698-14233441 FORWARDmoderately similar to ( 216)DFRA_MAIZEDihydroflavonol-4-reductase - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned WcaG Epimerase 3Beta_HSD adh_short NAD_binding_4 Polysacc_synt_2 KR GalE COG1086 COG0702 COG3320 NmrA	secondary metabolism.flavonoids.dihydroflavonols	16_8_3

CUST_89545_PI403524517	2	-0.19649696	0.6821976	0.07233143	-0.072330475	-0.15086174	0.12510681	35_25619	"Cluster: Os06g0695800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0695800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D9V6	CHR1V7|COORD:25481468..25482330| ATNAP3 (Arabidopsis thaliana non-intrinsic ABC protein 3)	AT1G67940.1	CHR06V5|COORD:29075033..29071352|protein phosphate import ATP-binding protein pstB 1, putative, expressed	LOC_Os06g48060.1	no descriptionvery weakly similar to (98.6)AT1G67940| Symbols: ATNAP3 | ATNAP3 (Arabidopsis thaliana non-intrinsic ABC protein 3) | chr1:25481468-25482330 FORWARDnot assigned ABC_PstB_phosphate_transporter ABC_Org_Solvent_Resistant Ttg2A PstB AbcC COG1123 GlnQ OpuBA CcmA ABC_Class3 DppD LivF ABC_MetN_methionine_transporter ABC_OpuCA_Osmoprotection CbiO ABC_tran ABC_Carb_Solutes_like metN DppF ABC_Pro_Gly_Bertaine ABC_YhbG ABC_ATPase COG3638 MalK ABC_NikE_OppD_transporters FepC ABC_Carb_Monos_I MglA ABC_TM1139_LivF_branched ThiQ ABC_DR_subfamily_A PRK10744 YhbG ABC_Iron-Siderophores_B12_Hemin ABC_PhnC_transporter ProV ABC_MTABC3_MDL1_MDL2 PRK11831 ABC_cobalt_CbiO_domain1 ABCC_MRP_Like AppF COG3845 PRK10070 TauB ABC_MJ0796_Lo1CDE_FtsE ABC_ThiQ_thiamine_transporter ABC_putative_ATPase COG4172 COG4152 MdlB CydD PotA SalX NatA ABCC_Glucan_exporter_like thiQ ssuB ABC_subfamily_A ABC_HisP_GlnQ_permeases	transport.ABC transporters and multidrug resistance systems	34_16

CUST_16001_PI404877155	2	0.0020503998	0.090376854	0.002673149	-0.07313156	-0.01375103	-0.0020503998	Contig9869_at	putative ES43 protein [Oryza sativa (japonica cultivar-group)]	BAC79935.1	PHD finger family protein / bromo-adjacent homology (BAH) domain-containing protein	At4g39100.1	protein BAH domain, putative	Os07g08880	"similar to bromo-adjacent homology (BAH) domain-containing protein [Arabidopsis thaliana] (TAIR:At4g04260.1); similar to receptor like protein [Oryza sativa (japonica cultivar-group)] (GB:XP_482453.1); contains InterPro domain Zn-finger-like, PHD finger ("	RNA.regulation of transcription.PHD finger transcription factor	27_3_63

CUST_78202_PI403524517	2	0.10770035	0.28630352	0.008215904	-0.13485432	-0.008215904	-0.030403137	35_22417	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2R2Q1	CHR2V7|COORD:19391129..19393542| 3' exoribonuclease family domain 1 protein-related	AT2G47220.1	CHR11V5|COORD:20036917..20031764|protein expressed protein	LOC_Os11g35050.1	no descriptionvery weakly similar to (62.8)AT2G47220| Symbols:  | 3' exoribonuclease family domain 1 protein-related | chr2:19391129-19393542 FORWARDDUF724	not assigned.no ontology.agenet domain-containing protein	35_1_2

CUST_94432_PI403524517	2	0.06224823	0.2969303	-0.17368793	-0.033064842	-0.041475296	0.033065796	35_26992	0	0	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	0	0	no description	not assigned.unknown	35_2

CUST_78925_PI403524517	2	0.09020901	0.09481621	-0.0187006	-0.161273	-0.12547112	0.018701553	35_22637	Rep: N-acetylglucosaminyltransferase 1 - Oryza sativa (Rice)	UniRef90_Q8RW24	CHR4|COORD:17931564..17935319| alpha-1,3-mannosyl-glycoprotein beta-1,2-N-acetylglucosaminyltransferase, putative,	AT4G38240.2	CHR02V5|COORD:35812310..35806734|protein N-acetylglucosaminyltransferase I, putative, expressed	LOC_Os02g58590.1	 no descriptionvery weakly similar to (56.2)AT4G38240| Symbols: GNTI, CGL1 | CGL1 (COMPLEX GLYCAN LESS) | chr4:17932000-17935203 REVERSEGNT-I 	protein.glycosylation	29_7

CUST_87349_PI403524517	2	0.1774621	0.2184143	0.26996422	-0.28826952	-0.17746258	-0.18522835	35_25009	"Cluster: Transposon protein, putative, mutator sub-class; n=1; Oryza sativa (japonica cultivar-group)|Rep: Transposon protein, putative, mutator sub-class - Ory"	UniRef90_Q53P91	0	0	CHR11V5|COORD:3526481..3523164|protein transposon protein, putative, Mutator sub-class	LOC_Os11g07080.1	no description	not assigned.unknown	35_2

CUST_170426_PI403524517	2	-0.18785954	0.9431863	-0.040292263	0.04029274	0.1725378	-0.13690281	35_47471	"Cluster: Os05g0414200 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os05g0414200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DI60	CHR3V7|COORD:4851997..4856271| disease resistance protein (NBS-LRR class), putative	AT3G14460.1	CHR05V5|COORD:20175507..20179320|protein disease resistance protein, putative, expressed	LOC_Os05g34220.2	 no descriptionvery weakly similar to (95.1)AT3G14460| Symbols:  | disease resistance protein (NBS-LRR class), putative | chr3:4851997-4856271 REVERSEnot assigned NB-ARC 	stress.biotic	20_1

CUST_3634_PI404877155	2	-0.110672	-0.4073906	-0.036622047	0.39465046	0.036621094	0.1879654	Contig14186_at	putative cyclin-dependent kinase CDC2C [Oryza sativa (japonica cultivar-group)]	BAC79804.1	expressed protein	At1g74325.1	protein Protein kinase domain, putative	Os07g40550	putative cyclin-dependent kinase CDC2C	signalling.unspecified	30_99

CUST_78162_PI403524517	2	0.22257233	-0.21361637	-0.20050144	0.18016529	0.0068006516	-0.0068006516	35_22406	"Cluster: Putative membrane protein precursor; n=1; Emiliania huxleyi virus 86|Rep: Putative membrane protein precursor - Emiliania huxleyi virus 86"	UniRef90_Q4A2U1	CHR4V7|COORD:13870388..13873515| proline-rich family protein	AT4G27850.1	CHR09V5|COORD:11335336..11331584|protein transposon protein, putative, CACTA, En/Spm sub-class	LOC_Os09g18490.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_10128_PI403524517	2	0.021741867	-0.07511139	-0.011962891	-0.053081512	0.011961937	0.17774773	35_2859	"Cluster: Actin-related protein 7, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Actin-related protein 7, putative, expressed - Oryza sat"	UniRef90_Q10CH7	"CHR3V7|COORD:22485273..22486975| ATARP7 (ACTIN-RELATED PROTEIN 7); structural constituent of cytoskeleton"	AT3G60830.1	CHR03V5|COORD:32383069..32388445|protein ATARP7, putative, expressed	LOC_Os03g56970.1	" no descriptionweakly similar to ( 179)AT3G60830| Symbols: ARP7, ATARP7 | ATARP7 (ACTIN-RELATED PROTEIN 7); structural constituent of cytoskeleton | chr3:22485273-22486975 FORWARDvery weakly similar to (77.4)ACT13_SOLTUActin-101 - Solanum tuberosum (Potato)not assigned not assigned not assigned Actin ACTIN ACTIN COG5277 "	cell.organisation	31_1

CUST_157224_PI403524517	2	0.11047554	0.07350969	0.1203289	-0.30606556	-0.07350969	-0.24132872	35_43906	"Cluster: Hypothetical protein OSJNBb0012G21.7; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0012G21.7 - Oryza sativa (japonica cu"	UniRef90_Q688J0		0	CHR05V5|COORD:21882827..21880589|protein expressed protein	LOC_Os05g37520.1	no description	not assigned.unknown	35_2

CUST_80898_PI403524517	2	-0.036873817	0.24693012	0.07671261	-0.064668655	-0.026950836	0.026950836	35_23201	"Cluster: Trans-2-enoyl-CoA reductase, mitochondrial, putative; n=2; Oryza sativa (japonica cultivar-group)|Rep: Trans-2-enoyl-CoA reductase, mitochondrial, puta"	UniRef90_Q2QYY6	CHR3V7|COORD:16816738..16818759| oxidoreductase, zinc-binding dehydrogenase family protein	AT3G45770.1	CHR12V5|COORD:92091..94423|protein trans-2-enoyl-CoA reductase, mitochondrial precursor, putative	LOC_Os12g01160.1	 no descriptionweakly similar to ( 195)AT3G45770| Symbols:  | oxidoreductase, zinc-binding dehydrogenase family protein | chr3:16816738-16818759 REVERSEnot assigned Qor 	protein.targeting.nucleus	29_3_1

CUST_178888_PI403524517	2	0.080571175	0.27153492	-0.16027832	-0.080571175	-0.51747704	0.21670818	35_49756	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_37025_PI403524517	2	0.18204784	0.3707385	0.39649343	-0.19032192	-0.48822117	-0.18204784	35_10667	Rep: OSJNBa0079A21.6 protein - Oryza sativa (Rice)	UniRef90_Q7X7J3	CHR5V7|COORD:2364828..2365537| plastocyanin-like domain-containing protein	AT5G07475.1	CHR04V5|COORD:27110340..27109682|protein blue copper protein precursor, putative	LOC_Os04g46120.1	no descriptionweakly similar to ( 112)AT5G07475| Symbols:  | plastocyanin-like domain-containing protein | chr5:2364828-2365537 REVERSEweakly similar to ( 104)BCP_PEABlue copper protein precursor - Pisum sativum (Garden pea)Cu_bind_like	misc.plastocyanin-like	26_19

CUST_10875_PI404877155	2	-0.050243378	0.12263012	0.01958847	0.03735447	-0.052293777	-0.019587517	Contig4608_at	Vacuolar ATP synthase subunit C (V-ATPase C subunit) (Vacuolar proton pump C subunit)	Q9SCB9	vacuolar ATP synthase subunit C (VATC) / V-ATPase C subunit / vacuolar proton pump C subunit (DET3)	At1g12840.1	protein V-ATPase subunit C	Os05g51530	vacuolar ATP synthase subunit C/H+-exporting ATPase (EC 3.6.3.6) chain C, vacuolar	transport.p- and v-ATPases	34_1

CUST_35196_PI403524517	2	-0.19308758	0.5039997	-0.20358849	0.3397436	-0.3786316	0.19308662	35_10146	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q339M6	"CHR2V7|COORD:12139169..12140524| similar to integral membrane protein, putative [Arabidopsis thaliana] (TAIR:AT2G37200.1); similar to unknown [Solanum"	AT2G28370.1	CHR10V5|COORD:9845948..9843145|protein expressed protein	LOC_Os10g20250.1	" no descriptionweakly similar to ( 135)AT2G28370| Symbols:  | similar to integral membrane protein, putative [Arabidopsis thaliana] (TAIR:AT2G37200.1); similar to unknown [Solanum tuberosum] (GB:ABB16987.1); similar to Os03g0206600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001049320.1); contains InterPro domain Protein of unknown function DUF588; (InterPro:IPR006702) | chr2:12139169-12140524 FORWARDnot assigned not assigned not assigned not assigned not assigned DUF588 PRK07764 PRK12323 "	not assigned.unknown	35_2

CUST_47958_PI403524517	2	0.05410576	-0.022717476	0.022717476	-0.042517662	-0.15766811	0.15467453	35_13715	Rep: Ubiquitin - Glycine max (Soybean)	UniRef90_Q9S7H2	"CHR5V7|COORD:6973317..6974465| UBQ4 (ubiquitin 4); protein binding"	AT5G20620.1	CHR04V5|COORD:31743477..31746245|protein polyubiquitin OUB2, putative, expressed	LOC_Os04g53620.1	"no descriptionhighly similar to ( 588)AT5G03240| Symbols: UBQ3 | UBQ3 (POLYUBIQUITIN 3); protein binding | chr5:771975-772895 REVERSEweakly similar to ( 150)UBIQ_WHEATUbiquitin - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Ubiquitin ubiquitin UBQ Nedd8 UBL AN1_N RAD23_N Scythe_N UBQ parkin_N Fubi GDX_N SF3a120_C NIRF_N ISG15_repeat2 UBI4 Tymo_45kd_70kd hPLIC_N"	protein.degradation.ubiquitin.ubiquitin	29_5_11_1

CUST_134097_PI403524517	2	0.024186134	0.2038269	-0.08648491	-0.087825775	-0.024186134	0.024186134	35_37633	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_156744_PI403524517	2	0.20967484	0.07994747	-0.07994747	0.20160389	-0.08248043	-0.081131935	35_43777	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_128729_PI403524517	2	0.053196907	-0.024077415	0.05195713	0.024077415	-0.033226967	-0.17551422	35_36181	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_5547_PI404877155	2	0.058431625	-0.52948284	-0.013500214	-0.05010414	0.11605644	0.013501167	Contig17401_at	hexokinase [Citrus sinensis]	AAG28503.1	hexokinase 2 (HXK2)	At2g19860.1	protein hexokinase	Os05g45590	"HEXOKINASE 2;hexokinase 2 (HXK2), identical to hexokinase 2 (Arabidopsis thaliana) Swiss-Prot:P93834"	major CHO metabolism.degradation.sucrose.hexokinase	2_2_1_04

CUST_28012_PI403524517	2	0.061240196	-0.061240196	0.57283497	-0.11889362	0.32824612	-0.076627254	35_8097	"Cluster: Os03g0196600 protein; n=4; Oryza sativa (japonica cultivar-group)|Rep: Os03g0196600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DUA9	"CHR1V7|COORD:20916043..20916987| AtSerat2;1 (SERINE ACETYLTRANSFERASE 1)"	AT1G55920.1	CHR03V5|COORD:5044314..5042931|protein serine acetyltransferase 1, putative, expressed	LOC_Os03g10050.1	" no descriptionvery weakly similar to (55.5)AT1G55920| Symbols: SAT5, SAT1, AtSerat2;1 | AtSerat2;1 (SERINE ACETYLTRANSFERASE 1) | chr1:20916043-20916987 FORWARDnot assigned not assigned not assigned not assigned SATase_N cysE PRK07764 CysE "	amino acid metabolism.synthesis.serine-glycine-cysteine group.cysteine.SAT	13_1_5_3_2

CUST_91499_PI403524517	2	0.045690536	-0.015835762	-0.049768448	-0.03905487	0.2022543	0.015835762	35_26162	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_3637_PI403524517	2	-0.45519352	-0.07402611	-0.011189461	0.17337418	0.011188507	0.024155617	35_992	"Cluster: Os02g0250400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os02g0250400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E2D0	CHR5V7|COORD:18637647..18639491| GDSL-motif lipase/hydrolase family protein	AT5G45910.1	CHR02V5|COORD:8501441..8504976|protein esterase precursor, putative, expressed	LOC_Os02g15230.1	no descriptionmoderately similar to ( 313)AT5G45910| Symbols:  | GDSL-motif lipase/hydrolase family protein | chr5:18637647-18639491 REVERSEweakly similar to ( 148)EST_HEVBREsterase precursor - Hevea brasiliensis (Para rubber tree)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned SGNH_plant_lipase_like fatty_acyltransferase_like Herpes_BLLF1 COG3240 Atrophin-1 PRK12323 PRK07003 Pneumo_att_G DUF566 PRK07764	misc.GDSL-motif lipase	26_28

CUST_18472_PI403524517	2	-0.060463905	0.06046486	0.10962105	-0.11391449	0.22938633	-0.32525826	35_5338	Rep: Amino acid permease - Oryza sativa (Rice)	UniRef90_Q9LUH7	"CHR3V7|COORD:20706765..20709136| ProT2 (PROLINE TRANSPORTER 2); amino acid permease"	AT3G55740.1	CHR03V5|COORD:24808576..24804380|protein proline transporter, putative, expressed	LOC_Os03g44230.1	 no descriptionmoderately similar to ( 355)AT3G55740| Symbols: ATPROT2, ProT2 | ProT2 (PROLINE TRANSPORTER 2) | chr3:20707552-20709136 FORWARDnot assigned Aa_trans 	transport.amino acids	34_3

CUST_58828_PI403524517	2	0.01882124	0.64971256	-0.01882124	0.0879612	-0.24481916	-0.28830004	35_16785	"Cluster: Putative amidotransferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative amidotransferase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z6Y1	"CHR5V7|COORD:24354100..24355873| ATPDX2/EMB2407/PDX2 (PYRIDOXINE BIOSYNTHESIS 2); glutaminase/ glutamyl-tRNA(Gln) amidotransferase/ protein"	AT5G60540.1	CHR02V5|COORD:1569558..1566087|protein glutamine amidotransferase subunit pdxT, putative, expressed	LOC_Os02g03740.1	" no descriptionvery weakly similar to (64.3)AT5G60540| Symbols: EMB2407, ATPDX2, PDX2 | ATPDX2/EMB2407/PDX2 (PYRIDOXINE BIOSYNTHESIS 2); glutaminase/ glutamyl-tRNA(Gln) amidotransferase/ protein heterodimerization | chr5:24354100-24355873 REVERSEGATase1_PB PDX2 "	not assigned.no ontology	35_1

CUST_127131_PI403524517	2	0.22409153	-0.017544746	0.017543793	-0.10345745	-0.41783905	0.33914375	35_35765	"Cluster: Kinesin heavy chain, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Kinesin heavy chain, putative, expressed - Oryza sativa (jap"	UniRef90_Q7XCW8	CHR2V7|COORD:9148913..9155963| kinesin motor protein-related	AT2G21380.1	CHR10V5|COORD:19438390..19427099|protein ATP binding protein, putative, expressed	LOC_Os10g36880.1	no descriptionweakly similar to ( 174)AT2G21380| Symbols:  | kinesin motor protein-related | chr2:9148913-9155963 FORWARD	cell.organisation	31_1

CUST_77977_PI403524517	2	0.042152405	0.0862875	-0.09639168	0.004527092	-0.09145832	-0.004527092	35_22354	"Cluster: Immature colon carcinoma transcript 1 protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Immature colon carcinoma transcrip"	UniRef90_Q10P29	CHR1|COORD:23276139..23277071| expressed protein, similar to Immature colon carcinoma transcript 1 (Digestion substraction 1) (DS- 1) (Swiss-Prot:Q14197)	AT1G62850.1	CHR03V5|COORD:7853590..7857478|protein immature colon carcinoma transcript 1 protein precursor, putative, expressed	LOC_Os03g14510.2	no description	not assigned.unknown	35_2

CUST_92793_PI403524517	2	-0.35452938	-0.45982552	0.6480932	0.061626434	0.36075592	-0.061626434	35_26533	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_22249_PI399408534	2	0.2723179	0.7433815	-0.058454514	-0.043935776	-0.07546997	0.043935776	35_6221	Rep: OSIGBa0130P02.6 protein - Oryza sativa (Rice)	UniRef90_Q01JD3	CHR5V7|COORD:4826601..4827764| gibberellin-regulated family protein	AT5G14920.1	CHR04V5|COORD:23024096..23023181|protein gibberellin-regulated protein 1 precursor, putative, expressed	LOC_Os04g39110.1	no descriptionvery weakly similar to (86.7)AT5G14920| Symbols:  | structural constituent of cell wall | chr5:4826601-4827520 FORWARDGASA	hormone metabolism.gibberelin.induced-regulated-responsive-activated	17_6_3

CUST_42292_PI403524517	2	0.31416273	0.19061518	-0.03168392	-0.060420036	-0.04094076	0.031683445	35_12155	"Cluster: Hypothetical protein OSJNBb0091N21.50; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0091N21.50 - Oryza sativa (japonica"	UniRef90_Q8L4S9	"CHR3V7|COORD:22441221..22442720| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G45260.1); similar to expressed protein [Oryza sativa (japonica"	AT3G60680.1	CHR10V5|COORD:19132688..19134422|protein expressed protein	LOC_Os10g36400.1	no descriptionnot assigned not assigned not assigned DUF641 PRK12323 Totivirus_coat Protamine_P2	not assigned.unknown	35_2

CUST_6212_PI404877155	2	0.31505966	0.03318596	-0.18743515	-0.11025143	-0.03318596	0.13523293	Contig18698_at	auxin transporter PIN1 [Triticum aestivum]	AAS19858.1	auxin efflux carrier protein, putative (PIN1)	At1g73590.1	protein auxin transporter PIN1	Os06g12610	"ATPIN1;PIN-FORMED 1;auxin efflux carrier protein, putative (PIN1), identical to putative auxin efflux carrier protein; AtPIN1 (Arabidopsis thaliana) GI:4151319; contains Pfam profile PF03547: Auxin Efflux Carrier"	hormone metabolism.auxin.signal transduction	17_2_2

CUST_179049_PI403524517	2	0.015937805	-0.7371731	0.037783623	-0.015937805	0.038269997	-0.077878	35_49799	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_92851_PI403524517	2	0.25927973	0.4439249	0.0883317	-0.0883317	-0.4445691	-0.40073252	35_26547	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_23_PI399407379	2	0.36477947	-0.24552536	0.015920639	-0.015919685	-0.32598686	0.42109776	HvPRR2									

CUST_38164_PI403524517	2	0.02550888	0.4516573	-0.02550888	-0.19965458	-0.15079594	0.17518997	35_10981	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_90097_PI403524517	2	0.05422783	-0.41108894	0.15625763	-0.16701221	-0.05422783	0.1550417	35_25774	"Cluster: Tumor-related protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Tumor-related protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5VMF1	"CHR1V7|COORD:27569389..27570867| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G08125.1); similar to Os06g0101100 [Oryza sativa (japonica"	AT1G73320.1	CHR06V5|COORD:137513..138803|protein tumor-related protein, putative, expressed	LOC_Os06g01180.1	no description	not assigned.unknown	35_2

CUST_35325_PI403524517	2	0.11414814	0.23155117	-0.022942543	-0.037068367	-0.11291027	0.02294159	35_10184	"Cluster: Hypothetical protein P0605D08.11; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0605D08.11 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6ESG1	CHR3V7|COORD:20848712..20852520| bile acid:sodium symporter	AT3G56160.1	CHR02V5|COORD:19543855..19550635|protein bile acid sodium symporter, putative, expressed	LOC_Os02g32930.1	no descriptionvery weakly similar to (97.1)AT3G56160| Symbols:  | bile acid:sodium symporter | chr3:20848712-20852520 REVERSEnot assigned	not assigned.unknown	35_2

CUST_14692_PI399408534	2	-0.0238204	0.26909828	0.01709795	-0.017097473	0.021784306	-0.26132965	35_12935	Rep: MAP kinase kinase - Oryza minuta	UniRef90_Q069I5	"CHR4V7|COORD:14593305..14595247| ATMKK2 (MAP KINASE KINASE 2); MAP kinase kinase/ kinase"	AT4G29810.1	CHR06V5|COORD:2501902..2497848|protein OsMKK1 - putative MAPKK based on amino acid sequence homology, expressed	LOC_Os06g05520.1	" no descriptionweakly similar to ( 134)AT4G29810| Symbols: MKK2, MK1, ATMKK2 | ATMKK2 (MAP KINASE KINASE 2); MAP kinase kinase/ kinase | chr4:14593305-14595247 REVERSEweakly similar to ( 105)M2K1_ORYSAnot assigned not assigned S_TKc S_TKc "	signalling.MAP kinases	30_6

CUST_7628_PI403524517	2	-0.17914772	0.44859695	-0.17090797	0.16790581	0.0969162	-0.0969162	35_2123	"Cluster: Coproporphyrinogen III oxidase, chloroplast precursor; n=1; Hordeum vulgare|Rep: Coproporphyrinogen III oxidase, chloroplast precursor - Hordeum vulgar"	UniRef90_Q42840	"CHR1V7|COORD:869458..871176| LIN2 (LESION INITIATION 2); coproporphyrinogen oxidase"	AT1G03475.1	CHR04V5|COORD:30742528..30746427|protein coproporphyrinogen III oxidase, chloroplast precursor, putative, expressed	LOC_Os04g52130.1	" no descriptionhighly similar to ( 506)AT1G03475| Symbols: HEMF1, ATCPO-I, LIN2 | LIN2 (LESION INITIATION 2); coproporphyrinogen oxidase | chr1:869458-871176 REVERSEhighly similar to ( 689)HEM6_HORVUCoproporphyrinogen III oxidase, chloroplast precursor - Hordeum vulgare (Barley)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Coprogen_oxidas PRK05330 HemF PRK07003 PRK12678 PRK12323 PRK07764 MAP65_ASE1 Tymo_45kd_70kd "	tetrapyrrole synthesis.coproporphyrinogen III oxidase	19_8

CUST_10451_PI403524517	2	-0.09500122	-0.4824896	-0.055696487	0.06827831	0.05569744	0.072473526	35_2948	"Cluster: Putative vesicle trafficking protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative vesicle trafficking protein - Oryza sativa (japonica"	UniRef90_Q852J3	"CHR1V7|COORD:4011508..4012834| SEC22 (secretion 22); transporter"	AT1G11890.1	CHR03V5|COORD:32854092..32850137|protein 25.3 kDa vesicle transport protein, putative, expressed	LOC_Os03g57760.2	" no descriptionmoderately similar to ( 375)AT1G11890| Symbols: ATSEC22, SEC22 | SEC22 (secretion 22); transporter | chr1:4011508-4012834 FORWARDnot assigned not assigned not assigned SNC1 Synaptobrevin "	cell. vesicle transport	31_4

CUST_107800_PI403524517	2	0.19426918	0.43784714	-0.068146706	-0.083153725	0.068146706	-0.25397682	35_30675	Rep: Gamma-TIP-like protein - Hordeum vulgare (Barley)	UniRef90_Q43480	"CHR3V7|COORD:9724007..9724940| TIP2 (TONOPLAST INTRINSIC PROTEIN 2); water channel"	AT3G26520.1	CHR03V5|COORD:2543759..2541843|protein aquaporin TIP1.1, putative, expressed	LOC_Os03g05290.1	" no descriptionweakly similar to ( 187)AT3G26520| Symbols: SITIP, GAMMA-TIP2, TIP1;2, TIP2 | TIP2 (TONOPLAST INTRINSIC PROTEIN 2); water channel | chr3:9724007-9724940 REVERSEmoderately similar to ( 216)TIP11_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned MIP MIP GlpF PRK05420 PRK12323 PRK07764 PRK07003 TT_ORF1 "	transport.Major Intrinsic Proteins.TIP	34_19_2

CUST_11575_PI404877155	2	0.07918453	-0.0036096573	-0.54464626	0.708848	-0.1642971	0.003610611	Contig5249_at	auxin response factor 10 [Oryza sativa]	BAB85919.1	transcriptional factor B3 family protein	At4g30080.1	protein auxin response factor 10	Os06g47150	NONE	RNA.regulation of transcription.ARF, Auxin Response Factor family	27_3_04

CUST_20360_PI399408534	2	-0.02064085	0.12497854	-0.4538474	0.14693213	0.02064085	-0.8628864	35_18039	"Cluster: CONSTANS-like protein; n=1; Hordeum vulgare subsp. vulgare|Rep: CONSTANS-like protein - Hordeum vulgare var. distichum (Two-rowed barley)"	UniRef90_Q8L4X3	CHR5V7|COORD:23372799..23373955| zinc finger (B-box type) family protein	AT5G57660.1	CHR04V5|COORD:24670888..24672388|protein CONSTANS-like protein, putative, expressed	LOC_Os04g42020.1	no descriptionweakly similar to ( 178)AT5G24930| Symbols:  | zinc finger (B-box type) family protein | chr5:8589328-8590952 FORWARDvery weakly similar to (57.8)PRR73_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned CCT PRK12323 TT_ORF1 PRK07764 PRK07003 APC_basic PRK12678 DUF1509 Herpes_BLLF1 KAR9 AF-4 Tymo_45kd_70kd DUF1777 Protamine_P1 Atrophin-1 PRK09169 DUF390 BBOX BBOX zf-B_box DUF566 Totivirus_coat Pneumo_att_G	RNA.regulation of transcription.C2C2(Zn) CO-like, Constans-like zinc finger family	27_3_7

CUST_9966_PI399408534	2	0.29962778	0.43733263	-0.19561195	-0.2672677	0.07019901	-0.07019901	35_25583	"Cluster: Dual-specific kinase DSK1-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Dual-specific kinase DSK1-like - Oryza sativa (japonica cultivar-group"	UniRef90_Q5ZBB1	CHR3V7|COORD:4486927..4490018| protein kinase family protein	AT3G13690.1	CHR01V5|COORD:24054609..24059925|protein ATP binding protein, putative, expressed	LOC_Os01g41870.2	no descriptionweakly similar to ( 194)AT3G13690| Symbols:  | protein kinase family protein | chr3:4486927-4490018 FORWARD	signalling.receptor kinases.proline extensin like	30_2_22

CUST_180116_PI403524517	2	0.3789816	-0.36593723	0.36593676	-0.77979755	0.63391113	-0.8562722	35_50091	"Cluster: OSJNBa0088K19.7 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0088K19.7 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XUZ4		0	CHR04V5|COORD:21356188..21352075|protein expressed protein	LOC_Os04g35410.2	no description	not assigned.unknown	35_2

CUST_11688_PI404877155	2	-0.055446625	-0.33751106	-0.026168823	0.11041069	0.23064423	0.026168823	Contig5363_at	putative diphosphate-fructose-6-phosphate 1-phosphotransferase alpha chain [Oryza sativa (japonica cultivar-group)] dbj|BAD07793.1| putative	XP_467453.1	pyrophosphate--fructose- 6-phosphate 1-phosphotransferase alpha subunit, putative / pyrophosphate-dependent 6-	At1g76550.1	protein Phosphofructokinase, putative	Os02g48360	Pyrophosphate--fructose 6-phosphate 1-phosphotransferase alpha subunit	glycolysis.pyrophosphate-fructose-6-P phosphotransferase	4_05

CUST_103661_PI403524517	2	0.036058426	0.21708679	-0.13820934	0.041392326	-0.14168072	-0.03605938	35_29555	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_49462_PI403524517	2	0.22565556	0.47790813	-0.12817287	0.12817287	-0.46408796	-0.13379908	35_14107	Rep: Gamma-TIP-like protein - Hordeum vulgare (Barley)	UniRef90_Q43480	"CHR3V7|COORD:9724007..9724940| TIP2 (TONOPLAST INTRINSIC PROTEIN 2); water channel"	AT3G26520.1	CHR03V5|COORD:2543759..2541843|protein aquaporin TIP1.1, putative, expressed	LOC_Os03g05290.1	" no descriptionvery weakly similar to (61.2)AT3G26520| Symbols: SITIP, GAMMA-TIP2, TIP1;2, TIP2 | TIP2 (TONOPLAST INTRINSIC PROTEIN 2); water channel | chr3:9724007-9724940 REVERSEvery weakly similar to (80.5)TIP11_ORYSA"	transport.Major Intrinsic Proteins.TIP	34_19_2

CUST_60658_PI403524517	2	0.15730095	-0.37366962	0.0051145554	-0.005115509	0.045104027	-0.024184227	35_17302	"Cluster: UPF0139 protein, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: UPF0139 protein, putative, expressed - Oryza sativa (japonica"	UniRef90_Q10CL8	"CHR5V7|COORD:2542351..2543254| Identical to UPF0139 protein At5g07960 [Arabidopsis Thaliana] (GB:Q9SD88); similar to unknown protein [Sorghum bicolor]"	AT5G07960.1	CHR03V5|COORD:31194901..31198096|protein PTD008 protein, putative, expressed	LOC_Os03g54980.1	"no descriptionweakly similar to ( 125)AT5G07960| Symbols:  | Identical to UPF0139 protein At5g07960 [Arabidopsis Thaliana] (GB:Q9SD88); similar to unknown protein [Sorghum bicolor] (GB:AAM47587.1); similar to Os03g0756800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001051319.1); contains InterPro domain Protein of unknown function UPF0139; (InterPro:IPR005351) | chr5:2542351-2543254 FORWARDnot assigned not assigned not assigned UPF0139"	not assigned.unknown	35_2

CUST_685_PI404877155	2	-0.0341959	0.5732708	0.013865471	-0.013865471	0.063477516	-0.03610325	Contig10636_at	putative CorA-like Mg2+ transporter protein [Oryza sativa (japonica cultivar-group)] gb|AAP54877.1| putative CorA-like Mg2+ transporter prot	NP_922590.1	magnesium transporter CorA-like family protein	At3g58970.1	protein putative CorA-like Mg2+ transporter protein	Os10g39790	magnesium transporter CorA-like family protein, contains Pfam profile PF01544: CorA-like Mg2+ transporter protein	transport.unspecified cations	34_14

CUST_90321_PI403524517	2	0.09912491	0.13709259	-0.011133194	-0.33020306	0.011134148	-0.33382893	35_25834	"Cluster: Putative DNA-(Apurinic or apyrimidinic site) lyase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative DNA-(Apurinic or apyrimidinic site) lyase"	UniRef90_Q5VQJ9	0	0	CHR01V5|COORD:34246241..34251512|protein apurinic endonuclease-redox protein, putative, expressed	LOC_Os01g58680.1	no description	not assigned.unknown	35_2

CUST_57657_PI403524517	2	-0.04113388	0.2042656	0.04113388	-0.067715645	-0.068348885	0.06354427	35_16437	"Cluster: TPR Domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: TPR Domain containing protein, expressed - Oryza sativa (jap"	UniRef90_Q2QML4	CHR3V7|COORD:1278235..1280948| ankyrin repeat family protein	AT3G04710.1	CHR12V5|COORD:25202409..25207146|protein ankyrin-1, putative, expressed	LOC_Os12g40770.1	no descriptionmoderately similar to ( 296)AT3G04710| Symbols:  | binding | chr3:1278235-1280948 FORWARDvery weakly similar to (75.5)AKT1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned ANK Arp TPR Ank	cell.organisation	31_1

CUST_36324_PI403524517	2	-0.11209297	-0.049141884	0.12561417	-0.036927223	0.036927223	0.068992615	35_10474	"Cluster: HGA6, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: HGA6, putative, expressed - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QV89	"CHR3V7|COORD:6228399..6229553| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G18180.1); similar to glycosyltransferase [Saccharum officinarum]"	AT3G18170.1	CHR12V5|COORD:7662133..7666944|protein HGA6, putative, expressed	LOC_Os12g13640.1	no description	not assigned.unknown	35_2

CUST_154697_PI403524517	2	-0.01845932	0.085145	-0.0083937645	0.17704105	-0.036117077	0.0083937645	35_43221	"Cluster: Hypothetical protein P0685B10.17; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0685B10.17 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6ZBD8	CHR2V7|COORD:6987532..6988035| DC1 domain-containing protein	AT2G16050.1	CHR08V5|COORD:19192294..19193356|protein protein binding protein, putative, expressed	LOC_Os08g31250.1	no description	not assigned.unknown	35_2

CUST_118745_PI403524517	2	-1.4441814	1.3401031	-0.35713768	0.2749791	-0.15103912	0.15103865	35_33613	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_56145_PI403524517	2	0.098605156	0.62833595	0.19951916	-0.18563175	-0.098605156	-0.47304153	35_15983	"Cluster: Von Willebrand factor type A domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Von Willebrand factor"	UniRef90_Q2QSE5	CHR5V7|COORD:24428179..24432075| zinc finger (C3HC4-type RING finger) family protein	AT5G60710.1	CHR12V5|COORD:13911270..13913324|protein retrotransposon protein, putative, unclassified, expressed	LOC_Os12g24390.1	no descriptionvery weakly similar to (97.4)AT5G60710| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr5:24428179-24432075 REVERSEnot assigned not assigned not assigned vWA_C3HC4_type vWA_interalpha_trypsin_inhibitor vWA_subgroup vWFA VWA VWA PRK12323 vWFA_subfamily_ECM PRK07764	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_155492_PI403524517	2	0.026233196	0.23097277	0.100141525	-0.09577322	-0.026233196	-0.53210735	35_43436	"Cluster: Nodulin-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Nodulin-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5Z9H6	CHR3V7|COORD:16878231..16879823| integral membrane family protein / nodulin MtN21-related	AT3G45870.1	CHR06V5|COORD:29980993..29977814|protein nodulin-like protein, putative, expressed	LOC_Os06g49500.3	no descriptionvery weakly similar to (88.6)AT3G45870| Symbols:  | integral membrane family protein / nodulin MtN21-related | chr3:16878618-16879823 FORWARD	development.unspecified	33_99

CUST_74129_PI403524517	2	-0.012019157	0.3474636	-0.013635635	-0.029296875	0.012020111	0.08387089	35_21259	"Cluster: Hypothetical protein OJ1484_G09.107; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1484_G09.107 - Oryza sativa (japonica cult"	UniRef90_Q8H4W9	"CHR5V7|COORD:15206720..15207194| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G65000.1); similar to Os08g0364500 [Oryza sativa (japonica"	AT5G38060.1	CHR08V5|COORD:16743564..16740754|protein hypothetical protein	LOC_Os08g27700.1	"no descriptionweakly similar to ( 160)AT5G38060| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G65000.1); similar to Os08g0364500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001061643.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAP21387.1) | chr5:15206720-15207194 FORWARD"	not assigned.unknown	35_2

CUST_116503_PI403524517	2	0.03288555	-0.03288555	0.5041704	0.4731574	-0.083512306	-0.094628334	35_33027	"Cluster: O-methyltransferase family protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: O-methyltransferase family protein - Oryza sativa (japonica cultiv"	UniRef90_Q2R333		0	CHR11V5|COORD:19194862..19193297|protein O-methyltransferase ZRP4, putative	LOC_Os11g33300.1	no descriptionvery weakly similar to (52.4)ZRP4_MAIZEO-methyltransferase ZRP4 - Zea mays (Maize)	misc.O- methyl transferases	26_6

CUST_97997_PI403524517	2	-0.25593185	-0.5568409	-0.3158617	0.28670502	0.2559328	0.28478813	35_27982	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_161097_PI403524517	2	-0.025929451	0.55402756	0.050354004	-0.1091156	0.0055599213	-0.0055599213	35_44948	"Cluster: FAD dependent oxidoreductase family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: FAD dependent oxidoreductase family protein, e"	UniRef90_Q10AT7	CHR1V7|COORD:21398919..21401800| amine oxidase family	AT1G57770.1	CHR03V5|COORD:35337050..35331863|protein carotenoid isomerase 1, chloroplast precursor, putative, expressed	LOC_Os03g62510.3	no description	not assigned.unknown	35_2

CUST_170699_PI403524517	2	0.077819824	0.124694824	0.060564518	-0.18071842	-0.38488388	-0.06056404	35_47545	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_72787_PI403524517	2	-0.20716667	-0.46747684	0.5629263	-0.09846401	0.42794895	0.09846401	35_20865	"Cluster: OSIGBa0118P15.3 protein; n=2; Oryza sativa|Rep: OSIGBa0118P15.3 protein - Oryza sativa (Rice)"	UniRef90_Q01KK8	0	0	CHR04V5|COORD:30232310..30226789|protein expressed protein	LOC_Os04g51410.1	no description	not assigned.unknown	35_2

CUST_14458_PI399408534	2	-0.06054306	-0.15716267	0.18809319	0.046066284	0.064985275	-0.046066284	35_18259	"Cluster: Os07g0181700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os07g0181700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D863	CHR2V7|COORD:16234407..16239193| guanylate-binding family protein	AT2G38840.1	CHR03V5|COORD:33119932..33126163|protein ATP binding protein, putative, expressed	LOC_Os03g58240.1	no descriptionweakly similar to ( 191)AT2G38840| Symbols:  | guanylate-binding family protein | chr2:16234407-16239193 FORWARD	signalling.G-proteins	30_5

CUST_87960_PI403524517	2	0.2653246	0.3629074	-0.23768711	-0.079325676	-0.023022175	0.023022175	35_25182	"Cluster: Hypothetical protein P0434D08.22-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0434D08.22-1 - Oryza sativa (japonica cultiv"	UniRef90_Q5NBD4	CHR3V7|COORD:23044567..23047628| zinc finger (C2H2 type) family protein	AT3G62240.1	CHR01V5|COORD:8294388..8299209|protein nucleic acid binding protein, putative, expressed	LOC_Os01g14840.1	no descriptionweakly similar to ( 190)AT3G62240| Symbols:  | zinc finger (C2H2 type) family protein | chr3:23044567-23047628 REVERSEnot assigned not assigned not assigned not assigned not assigned	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_31760_PI403524517	2	0.21528912	0.13335752	-0.017482758	0.006793499	-0.4093132	-0.006793499	35_9163	"Cluster: Zinc finger protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Zinc finger protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5JNB3	CHR5V7|COORD:23626889..23634569| binding / heme binding / protein binding / zinc ion binding	AT5G58410.1	CHR01V5|COORD:43542101..43529322|protein zinc finger, C3HC4 type family protein, expressed	LOC_Os01g74610.1	no descriptionweakly similar to ( 109)AT5G58410| Symbols:  | binding / heme binding / protein binding / zinc ion binding | chr5:23626889-23634569 FORWARD	not assigned.unknown	35_2

CUST_83640_PI403524517	2	-0.19837618	0.44024944	-0.011900425	0.042388916	-0.5741081	0.011900425	35_23979	"Cluster: Putative squamosa promoter binding protein-like 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative squamosa promoter binding protein-like 1 -"	UniRef90_Q9LGU7	"CHR2V7|COORD:19344214..19347622| SPL1 (SQUAMOSA PROMOTER BINDING PROTEIN-LIKE 1); DNA binding / transcription factor"	AT2G47070.1	CHR01V5|COORD:10646917..10653557|protein squamosa promoter-binding-like protein 12, putative, expressed	LOC_Os01g18850.4	no description	not assigned.unknown	35_2

CUST_180408_PI403524517	2	-0.0061626434	0.006163597	0.13534546	-0.099871635	0.16780567	-0.040880203	35_50173	"Cluster: Hypothetical protein OSJNBb0031B09.4; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0031B09.4 - Oryza sativa (japonica cu"	UniRef90_Q6YUV3	"CHR3V7|COORD:166860..167991| similar to Os02g0189100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001046139.1); similar to hypothetical protein"	AT3G01435.1	CHR02V5|COORD:4942072..4938605|protein expressed protein	LOC_Os02g09600.1	"no descriptionweakly similar to ( 133)AT3G01435| Symbols:  | similar to Os02g0189100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001046139.1); similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:BAD16345.1) | chr3:166860-167991 REVERSE"	not assigned.unknown	35_2

CUST_4440_PI403524517	2	-0.05226803	-0.005929947	0.19285393	0.031218529	0.005929947	-0.036759377	35_1226	"Cluster: Os05g0399100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0399100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DID5	CHR3V7|COORD:8473840..8475662| dienelactone hydrolase family protein	AT3G23600.1	"CHR05V5|COORD:19326441..19330448|protein endo-1,3;1,4-beta-D-glucanase precursor, putative, expressed"	LOC_Os05g33100.1	" no descriptionmoderately similar to ( 303)AT3G23600| Symbols:  | hydrolase | chr3:8473840-8475662 FORWARDweakly similar to ( 176)E134_MAIZEEndo-1,3;1,4-beta-D-glucanase precursor - Zea mays (Maize)not assigned COG0412 DLH "	misc.misc2	26_1

CUST_163509_PI403524517	2	-0.02069664	0.1649952	0.059030533	-0.10054493	0.020697594	-0.23279953	35_45594	"Cluster: Os01g0921200 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0921200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JGI9	"CHR1V7|COORD:25284296..25290244| GCS1 (GLUCOSIDASE 1); alpha-glucosidase"	AT1G67490.1	CHR01V5|COORD:40547968..40556113|protein mannosyl-oligosaccharide glucosidase, putative, expressed	LOC_Os01g69210.1	" no descriptionmoderately similar to ( 271)AT1G67490| Symbols: KNOPF, KNF, GCS1 | GCS1 (GLUCOSIDASE 1); alpha-glucosidase | chr1:25284296-25290244 REVERSEnot assigned Glyco_hydro_63 "	misc.gluco-, galacto- and mannosidases	26_3

CUST_4746_PI404877155	2	-0.55093575	0.2272625	-0.022904396	0.022903442	-0.091368675	0.053352356	Contig15981_at	putative EF-hand Ca2+-binding protein CCD1 [Oryza sativa (japonica cultivar-group)] dbj|BAD07944.1| putative EF-hand Ca2+-binding protein CC	XP_463927.1	calcium-binding protein, putative	At2g46600.1	protein EF hand, putative	Os02g03020	calcium-binding protein, putative, similar to EF-hand Ca2+-binding protein CCD1 (Triticum aestivum) GI:9255753	signalling.calcium	30_3

CUST_98427_PI403524517	2	-0.00349617	0.00349617	0.14764118	-0.077334404	0.0145020485	-0.14291906	35_28102	0	0	CHR5V7|COORD:6131309..6133789| glycogenin glucosyltransferase (glycogenin)-related	AT5G18480.1	CHR02V5|COORD:24893654..24899193|protein glycosyl transferase family 8 protein, expressed	LOC_Os02g41520.1	no descriptionmoderately similar to ( 360)AT5G18480| Symbols: PGSIP6 | glycogenin glucosyltransferase (glycogenin)-related | chr5:6131309-6133789 REVERSEnot assigned Glyco_transf_8	not assigned.no ontology	35_1

CUST_54721_PI403524517	2	0.16640091	-0.2994032	-0.032336235	0.03233528	-0.042009354	0.034931183	35_15575	"Cluster: Fructose-6-phosphate 2-kinase/fructose-2,6-bisphosphatase; n=1; Bruguiera gymnorhiza|Rep: Fructose-6-phosphate 2-kinase/fructose-2,6-bisphosphatase - B"	UniRef90_Q93XR7	"CHR1V7|COORD:2178362..2183979| F2KP (FRUCTOSE-2,6-BISPHOSPHATASE); fructose-2,6-bisphosphate 2-phosphatase"	AT1G07110.1	CHR05V5|COORD:3741132..3749474|protein fructose-6-phosphate-2-kinase/fructose-2, 6-bisphosphatase, putative, expressed	LOC_Os05g07130.1	" no descriptionhighly similar to ( 896)AT1G07110| Symbols: ATF2KP, FKFBP, F2KP | F2KP (FRUCTOSE-2,6-BISPHOSPHATASE); fructose-2,6-bisphosphate 2-phosphatase | chr1:2178362-2183979 REVERSEnot assigned not assigned 6PF2K phoE PGAM GpmA PRK07238 PRK01112 PRK03482 "	glycolysis.Fruc2,6BisPase	4_6

CUST_113988_PI403524517	2	-0.09929609	0.1038785	0.03886175	-0.24198055	0.049998283	-0.03886175	35_32350	"Rep: Zinc finger, RING-type; RINGv - Medicago truncatula (Barrel medic)"	UniRef90_Q1STD2	CHR4V7|COORD:16330595..16334869| protein binding / zinc ion binding	AT4G34100.1	CHR08V5|COORD:27171..19925|protein zinc finger, C3HC4 type family protein, expressed	LOC_Os08g01040.1	no descriptionweakly similar to ( 134)AT4G34100| Symbols:  | protein binding / zinc ion binding | chr4:16330595-16334869 FORWARDnot assigned not assigned SSM4 RINGv	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_21764_PI403524517	2	0.12120056	-0.23420048	-0.21158123	0.16589165	0.036100388	-0.036100388	35_6317	"Cluster: Os02g0122200 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0122200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E4F0	CHR2V7|COORD:9139721..9143316| enhanced disease susceptibility protein, putative / salicylic acid induction deficient protein, putative	AT2G21340.1	CHR02V5|COORD:1173549..1166107|protein enhanced disease susceptibility 5, putative, expressed	LOC_Os02g02980.1	 no descriptionmoderately similar to ( 218)AT2G21340| Symbols:  | enhanced disease susceptibility protein, putative / salicylic acid induction deficient protein, putative | chr2:9139721-9143316 FORWARD	stress.biotic	20_1

CUST_7206_PI399408534	2	-0.8683357	0.21134233	0.42284727	0.726429	-0.66292095	-0.21134281	35_5065	"Cluster: Embryonic abundant protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Embryonic abundant protein-like - Oryza sativa (japonica cultivar-gro"	UniRef90_Q8S1M1	CHR5V7|COORD:3423732..3424650| embryo-abundant protein-related	AT5G10830.1	CHR01V5|COORD:30147576..30148986|protein S-adenosylmethionine-dependent methyltransferase, putative, expressed	LOC_Os01g51870.1	no descriptionmoderately similar to ( 254)AT5G10830| Symbols:  | embryo-abundant protein-related | chr5:3423732-3424650 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07003 PRK12678 PRK12323 PRK07764 Tymo_45kd_70kd APC_basic Methyltransf_11 Atrophin-1 Methyltransf_12	RNA.regulation of transcription.unclassified	27_3_99

CUST_133357_PI403524517	2	0.22669697	0.40011358	0.012081146	-0.42276812	-0.15523052	-0.012080669	35_37439	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_15748_PI403524517	2	0.044237137	-0.52468395	-0.064175606	-0.044237137	0.14647675	0.044700623	35_4545	"Cluster: CHY zinc finger family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: CHY zinc finger family protein, expressed - Oryza sativa (j"	UniRef90_Q2QP88	CHR5V7|COORD:6218262..6220376| zinc finger (C3HC4-type RING finger) family protein	AT5G18650.1	CHR12V5|COORD:21422848..21426505|protein RING finger and CHY zinc finger domain-containing protein 1, putative, expressed	LOC_Os12g35320.1	no descriptionmoderately similar to ( 362)AT5G18650| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr5:6218262-6220376 FORWARDnot assigned zf-CHY RING RING	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_270_PI403524517	2	-0.07293606	-0.29693413	-0.07045269	0.10371685	0.07045269	0.18332767	35_72	"Cluster: Phosphoglycerate kinase, cytosolic; n=11; Poaceae|Rep: Phosphoglycerate kinase, cytosolic - Triticum aestivum (Wheat)"	UniRef90_P12783	CHR1V7|COORD:29929240..29931188| PGK (PHOSPHOGLYCERATE KINASE)	AT1G79550.2	CHR06V5|COORD:27678757..27675320|protein phosphoglycerate kinase, cytosolic, putative, expressed	LOC_Os06g45710.1	 no descriptionweakly similar to ( 109)AT1G79550| Symbols: PGK | PGK (PHOSPHOGLYCERATE KINASE) | chr1:29929240-29931188 REVERSEweakly similar to ( 114)PGKY_WHEATPhosphoglycerate kinase, cytosolic - Triticum aestivum (Wheat)not assigned Phosphoglycerate_kinase pgk PGK Pgk 	PS.calvin cyle.phosphoglycerate kinase	1_3_3

CUST_32622_PI403524517	2	0.15467644	-0.18236542	0.17798805	0.09299517	-0.09299517	-0.25935316	35_9405	Rep: Purple acid phosphatase - Nicotiana tabacum (Common tobacco)	UniRef90_Q84KZ2	"CHR2V7|COORD:7127584..7129854| PAP10; acid phosphatase/ protein serine/threonine phosphatase"	AT2G16430.2	CHR01V5|COORD:33179458..33175084|protein purple acid phosphatase precursor, putative, expressed	LOC_Os01g56880.2	"no descriptionweakly similar to ( 140)AT2G16430| Symbols: PAP10 | PAP10; acid phosphatase/ protein serine/threonine phosphatase | chr2:7127584-7129854 REVERSEweakly similar to ( 139)PPAF_SOYBNPurple acid phosphatase precursor - Glycine max (Soybean)not assigned"	misc.acid and other phosphatases	26_13

CUST_137728_PI403524517	2	-0.16028881	-0.11410236	-0.023166656	0.3993683	0.07394886	0.02316761	35_38623	Rep: Ribosomal protein L35A - Zea mays (Maize)	UniRef90_A0EVF3	CHR1V7|COORD:2168651..2169702| 60S ribosomal protein L35a (RPL35aA)	AT1G07070.1	CHR02V5|COORD:33353475..33355613|protein 60S ribosomal protein L33-B, putative, expressed	LOC_Os02g54470.2	no descriptionweakly similar to ( 106)AT1G74270| Symbols:  | 60S ribosomal protein L35a (RPL35aC) | chr1:27932076-27933127 REVERSEnot assigned Ribosomal_L35Ae COG2451	protein.synthesis.misc ribososomal protein	29_2_2

CUST_22720_PI403524517	2	-0.013313293	-0.31351376	-0.051552773	0.18531227	0.051841736	0.01331234	35_6598	"Cluster: Putative F8K7.10 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative F8K7.10 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6AVR6	CHR5V7|COORD:15457074..15460237| protein kinase family protein	AT5G38560.1	CHR03V5|COORD:35271028..35273355|protein WD40-like Beta Propeller Repeat family protein, expressed	LOC_Os03g62370.1	no descriptionvery weakly similar to (62.8)AT4G01870| Symbols:  | tolB protein-related | chr4:808473-810431 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07003 Extensin_2 Atrophin-1 HPC2 DUF1421 PRK07764 Tymo_45kd_70kd Herpes_BLLF1 Drf_FH1 PRK10819 FAP PRK05648 PRK08853 PRK12678 GRASP55_65 Herpes_TAF50 DUF605 KAR9 Pneumo_att_G Prog_receptor TT_ORF1 APC_basic AF-4 IER tatB Protamine_P1	not assigned.no ontology	35_1

CUST_71798_PI403524517	2	0.019824028	0.20588112	0.12651539	-0.18342304	-0.019824028	-0.054662704	35_20583	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_48334_PI403524517	2	0.032733917	0.0022220612	-0.0022220612	-0.1784687	0.04491806	-0.25595093	35_13814	"Cluster: Elongation factor 1-alpha; n=109; cellular organisms|Rep: Elongation factor 1-alpha - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_P13905	CHR5V7|COORD:24306452..24307803| calmodulin binding / translation elongation factor	AT5G60390.2	CHR03V5|COORD:4089482..4092860|protein elongation factor 1-alpha, putative, expressed	LOC_Os03g08050.4	no descriptionmoderately similar to ( 444)AT5G60390| Symbols:  | calmodulin binding / translation elongation factor | chr5:24306452-24307803 FORWARDmoderately similar to ( 449)EF1A_WHEATElongation factor 1-alpha - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned EF1_alpha TEF1 PRK12317 GTP_EFTU CysN_ATPS CysN cysN PRK05506 GTP_translation_factor EF_Tu TufB tufA PRK12736 PRK00049 PRK12735 SelB SelB PRK04000 FusA SelB_euk TetM_like LepA GCD11 EF-G LepA TypA_BipA PRK12740 Snu114p EF2 eIF2_gamma EF-G_bact TypA PRK05433 PRK07560 RF3 PRK12739 PrfC PRK10218 PRK00007 GTPBP1 PRK10512 IF2_eIF5B prfC	protein.synthesis.elongation	29_2_4

CUST_120404_PI403524517	2	-0.06816101	0.15485716	0.37499142	-0.620327	0.06816101	-0.24196672	35_34039	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_65993_PI403524517	2	0.034368515	-0.25694084	-0.03436947	0.06916523	0.08042717	-0.04332447	35_18850	"Cluster: Methyltransferase-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: Methyltransferase-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q67V78	CHR5V7|COORD:8533900..8534655| methyltransferase	AT5G24840.1	CHR06V5|COORD:7117830..7119404|protein tRNA (guanine-N(1)-)-methyltransferase, putative, expressed	LOC_Os06g12990.1	no descriptionmoderately similar to ( 208)AT5G24840| Symbols:  | methyltransferase | chr5:8533900-8534655 REVERSEnot assigned Methyltransf_4 COG0220 trmB	not assigned.unknown	35_2

CUST_172462_PI403524517	2	-0.14097214	0.25996208	-0.1638794	0.06331682	-0.047932625	0.047932625	35_48037	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_9267_PI404877155	2	-0.0813427	-0.0025405884	0.18820953	-0.0813427	0.0025405884	0.06897545	Contig3042_at	Phospholipase D alpha 2 (PLD alpha 2) (Choline phosphatase 2) (Phosphatidylcholine-hydrolyzing phospholipase D 2) pir||T03401 probable phosp	P93844	phospholipase D alpha 2 / PLD alpha 2 (PLDALPHA2) (PLD2) / choline phosphatase 2	At1g52570.1	protein phospholipase d alpha 2 (ec 3.1.4.4) (pld alpha 2) (cholinephosphatase 2) (phosphatidylc	Os06g40190	"PHOSPHLIPASE D ALPHA 2;PHOSPHOLIPASE D;phospholipase D alpha 2 / PLD alpha 2 (PLDALPHA2) (PLD2) / choline phosphatase 2, identical to phospholipase D alpha 2 ( PLD alpha 2) SP:Q9SSQ9 from (Arabidopsis thaliana)"	lipid metabolism.lipid degradation.lysophospholipases	11_9_3

CUST_33726_PI403524517	2	-0.03665161	0.017482758	-0.017482758	0.066952705	-0.039453506	0.11263275	35_9719	"Cluster: Helix-loop-helix DNA-binding domain containing protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Helix-loop-helix DNA-binding domain"	UniRef90_Q10PJ6	CHR1V7|COORD:8407042..8408469| F-box family protein	AT1G23780.1	CHR03V5|COORD:6968749..6959752|protein helix-loop-helix DNA-binding domain containing protein, expressed	LOC_Os03g12940.3	no descriptionweakly similar to ( 115)AT1G23780| Symbols:  | F-box family protein | chr1:8407042-8408469 REVERSE	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_7041_PI403524517	2	-0.043354034	0.2560959	0.043354034	-0.10662842	-0.12759876	0.077222824	35_1954	"Cluster: Delta-aminolevulinic acid dehydratase, chloroplast precursor; n=1; Hordeum vulgare|Rep: Delta-aminolevulinic acid dehydratase, chloroplast precursor -"	UniRef90_Q42836	"CHR1V7|COORD:26235860..26238376| HEMB1; porphobilinogen synthase"	AT1G69740.1	CHR06V5|COORD:29760837..29756047|protein delta-aminolevulinic acid dehydratase, chloroplast precursor, putative, expressed	LOC_Os06g49110.3	 no descriptionhighly similar to ( 552)AT1G69740| Symbols: HEMB1 | HEMB1 | chr1:26235860-26238376 FORWARDhighly similar to ( 754)HEM2_HORVUDelta-aminolevulinic acid dehydratase, chloroplast precursor - Hordeum vulgare (Barley)not assigned PRK09283 ALAD HemB 	tetrapyrrole synthesis.ALA dehydratase	19_4

CUST_414_PI404877155	2	-0.1509428	0.17464352	-0.0023441315	0.0023431778	-0.08739853	0.044296265	Contig10334_at	bromo-adjacent homology (BAH) domain-containing protein [Arabidopsis thaliana]	NP_190388.1	bromo-adjacent homology (BAH) domain-containing protein	At3g48050.1	protein BAH domain, putative	Os02g50850	gi|15594033|emb|CAC69851.1| hypothetical protein	RNA.regulation of transcription.unclassified	27_3_99

CUST_7847_PI404877155	2	0.4715414	0.976594	-0.123865604	-0.19526482	-0.3516178	0.12386513	Contig23128_at	Putative steroid 22-alpha-hydroxylase [Oryza sativa (japonica cultivar-group)] gb|AAN60994.1| Putative steroid 22-alpha-hydroxylase [Oryza s	NP_912511.1	steroid 22-alpha-hydroxylase (CYP90B1) (DWF4)	At3g50660.1	protein Cytochrome P450	Os03g12660	steroid 22-alpha-hydroxylase (CYP90B1) (DWF4), identical to gi:2935342	hormone metabolism.brassinosteroid.synthesis-degradation.BRs.DWF4	17_03_01_01_02

CUST_65658_PI403524517	2	-0.028946877	-0.3546877	0.013867378	0.06963444	0.07767391	-0.013867378	35_18753	"Cluster: Putative 3-methyl-2-oxobutanoate hydroxymethyltransferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative 3-methyl-2-oxobutanoate"	UniRef90_Q9AWZ8	"CHR2V7|COORD:18961880..18963484| KPHMT1/PANB1 (KETOPANTOATE HYDROXYMETHYLTRANSFERASE 1); 3-methyl-2-oxobutanoate hydroxymethyltransferase"	AT2G46110.1	CHR01V5|COORD:6908933..6906493|protein 3-methyl-2-oxobutanoate hydroxymethyltransferase, putative, expressed	LOC_Os01g12560.1	" no descriptionmoderately similar to ( 478)AT2G46110| Symbols: PANB1, KPHMT1 | KPHMT1/PANB1 (KETOPANTOATE HYDROXYMETHYLTRANSFERASE 1); 3-methyl-2-oxobutanoate hydroxymethyltransferase | chr2:18961880-18963484 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned panB PanB Pantoate_transf TT_ORF1 Pneumo_att_G PrpB "	not assigned.no ontology	35_1

CUST_58822_PI403524517	2	-0.07927704	0.38885307	8.211136E-4	-0.034568787	-8.201599E-4	0.011451721	35_16784	"Cluster: OSJNBb0006L01.5 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBb0006L01.5 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7F9U3	"CHR5V7|COORD:17470884..17472339| ETFBETA; electron carrier"	AT5G43430.1	CHR04V5|COORD:5620495..5616753|protein electron transfer flavoprotein beta-subunit, putative, expressed	LOC_Os04g10400.1	"no descriptionmoderately similar to ( 330)AT5G43430| Symbols: ETFBETA | ETFBETA; electron carrier | chr5:17471059-17472339 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned FixA ETF_beta ETF ETF PRK03359 PRK12342"	mitochondrial electron transport / ATP synthesis.electron transfer flavoprotein	9_3

CUST_6001_PI403524517	2	0.0014438629	0.32104874	0.034706116	-0.0014438629	-0.013449669	-0.24720478	35_1659	"Cluster: Putative phosphatidylinositol/ phophatidylcholine transfer protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative phosphatidylinositol/"	UniRef90_Q6Z6I6	CHR4V7|COORD:18240881..18243615| SEC14 cytosolic factor, putative / phosphoglyceride transfer protein, putative	AT4G39170.1	CHR02V5|COORD:1743145..1748216|protein phosphatidylinositol transfer-like protein III, putative, expressed	LOC_Os02g04020.1	 no descriptionhighly similar to ( 749)AT4G39170| Symbols:  | SEC14 cytosolic factor, putative / phosphoglyceride transfer protein, putative | chr4:18240881-18243615 FORWARDnot assigned not assigned CRAL_TRIO SEC14 SEC14 CRAL_TRIO_N 	DNA.unspecified	28_99

CUST_15303_PI403524517	2	0.18928242	-0.065291405	-0.34086418	0.06529045	0.1615305	-0.18160534	35_4416	Rep: One helix protein - Deschampsia antarctica (Antarctic hairgrass)	UniRef90_Q8LPV2	CHR5V7|COORD:419141..419630| OHP (ONE HELIX PROTEIN)	AT5G02120.1	CHR12V5|COORD:17618414..17620146|protein expressed protein	LOC_Os12g29570.1	no descriptionweakly similar to ( 125)AT5G02120| Symbols: OHP | OHP (ONE HELIX PROTEIN) | chr5:419141-419630 FORWARD	PS.lightreaction.photosystem II.PSII polypeptide subunits	1_1_1_2

CUST_71129_PI403524517	2	0.05592537	-0.17694616	-0.055925846	0.21637344	-0.29012632	0.10832977	35_20377	"Cluster: Putative latex cyanogenic beta glucosidase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative latex cyanogenic beta glucosidase - Oryza sativa"	UniRef90_Q5N863	"CHR5|COORD:14558580..14563459| similar to glycosyl hydrolase family 1 protein [Arabidopsis thaliana] (TAIR:At1g26560.1); similar to putative latex cyanogenic"	AT5G36890.2	CHR01V5|COORD:39331837..39337475|protein lactase-like protein precursor, putative, expressed	LOC_Os01g67220.2	 no descriptionweakly similar to ( 122)AT5G36890| Symbols:  | hydrolase, hydrolyzing O-glycosyl compounds | chr5:14558757-14563320 REVERSEvery weakly similar to (80.9)BGLC_MAIZEBeta-glucosidase, chloroplast precursor - Zea mays (Maize)not assigned Glyco_hydro_1 BglB 	misc.gluco-, galacto- and mannosidases	26_3

CUST_57309_PI403524517	2	0.10952091	-0.2416296	-0.017290115	0.017291069	-0.021873474	0.13254738	35_16344	"Cluster: Ferrochelatase-2, chloroplast precursor; n=2; Oryza sativa|Rep: Ferrochelatase-2, chloroplast precursor - Oryza sativa (Rice)"	UniRef90_O22101	CHR2V7|COORD:12958319..12961062| ferrochelatase II	AT2G30390.1	CHR05V5|COORD:17128594..17135790|protein ferrochelatase-2, chloroplast precursor, putative, expressed	LOC_Os05g29760.3	no descriptionhighly similar to ( 601)AT2G30390| Symbols:  | ferrochelatase II | chr2:12958319-12961062 REVERSEhighly similar to ( 655)HEMH_ORYSAnot assigned Ferrochelatase hemH HemH Ferrochelatase_C Ferrochelatase_N PRK12435 Chelatase_Class_II	tetrapyrrole synthesis.ferrochelatase	19_20

CUST_131323_PI403524517	2	-0.25204659	-0.1921215	0.45019722	-0.005080223	0.20905304	0.0050807	35_36883	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_10663_PI399408534	2	0.041909218	0.2697401	-0.04191017	-0.13815308	0.050476074	-0.20913887	35_6696	Rep: RCOP11 protein - Oryza sativa (Rice)	UniRef90_Q9FVN4	CHR3V7|COORD:22637310..22639870| FUS6 (FUSCA 6)	AT3G61140.1	CHR03V5|COORD:917559..913389|protein COP9 signalosome complex subunit 1, putative, expressed	LOC_Os03g02540.1	 no descriptionmoderately similar to ( 236)AT3G61140| Symbols: ATFUS6, CSN1, COP11, EMB78, FUS6 | FUS6 (FUSCA 6) | chr3:22637310-22639870 FORWARDnot assigned not assigned 	signalling.light.COP9 signalosome	30_11_1

CUST_4926_PI404877155	2	0.4879465	0.020651817	-0.020651817	-0.03303528	-0.2663517	0.39826965	Contig1628_at	CRC-related protein [Triticum aestivum]	AAQ11881.1	transcription factor CRC (CRABS CLAW)	At1g69180.1	protein Similar to transcription factor CRC	Os03g11600	0	RNA.regulation of transcription.C2C2(Zn) YABBY family	27_3_10

CUST_9989_PI404877155	2	0.21721983	-1.2819333	-0.24646807	0.11253309	-0.017258167	0.017258167	Contig3710_at	sucrase-related [Arabidopsis thaliana] gb|AAM61112.1| sucrase-like protein [Arabidopsis thaliana]	NP_567751.1	13427605|sucrase-related	At4g26620.1	protein hypothetical protein	Os02g49320	sucrase-related protein	major CHO metabolism.degradation.sucrose.misc	2_2_1_99

CUST_48500_PI403524517	2	-0.06960583	-0.15366936	0.024149895	-0.024149895	0.12418461	0.041145325	35_13855	"Cluster: Putative dihydropyrimidine dehydrogenase; n=2; Oryza sativa|Rep: Putative dihydropyrimidine dehydrogenase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z744	CHR3V7|COORD:6094285..6096295| dihydroorotate dehydrogenase family protein / dihydroorotate oxidase family protein	AT3G17810.1	CHR02V5|COORD:30743502..30739467|protein dihydropyrimidine dehydrogenase precursor, putative, expressed	LOC_Os02g50350.1	no descriptionhighly similar to ( 653)AT3G17810| Symbols:  | dihydroorotate dehydrogenase family protein / dihydroorotate oxidase family protein | chr3:6094285-6096295 FORWARDnot assigned not assigned DHPD_FMN PRK08318 PyrD DHOD_1B_like PRK07259 DHOD_DHPD_FMN DHO_dh DHOD_like DHOD_1A_like PRK07565 PRK02506 DHOD_2_like PRK05286	nucleotide metabolism.degradation	23_2

CUST_77442_PI403524517	2	0.040587425	-0.1495924	-0.103512764	0.10145664	0.033337593	-0.033337593	35_22192	"Cluster: Os02g0788500 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os02g0788500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DWX6	CHR3V7|COORD:2839086..2840300| DNA binding / nuclease	AT3G09250.1	CHR02V5|COORD:33492293..33490106|protein expressed protein	LOC_Os02g54710.1	no descriptionweakly similar to ( 175)AT3G09250| Symbols:  | DNA binding / nuclease | chr3:2839086-2840300 FORWARDnot assigned not assigned not assigned not assigned not assigned COG4319 PRK07764 PRK12323	not assigned.unknown	35_2

CUST_42754_PI403524517	2	0.40713787	-0.51789856	0.060718536	0.00288105	-0.0028820038	-0.09993267	35_12281	"Cluster: Putative heterogeneous nuclearribonucleoprotein A2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative heterogeneous nuclearribonucleoprotein A2"	UniRef90_Q6YVH3	CHR5V7|COORD:16242711..16244651| RNA recognition motif (RRM)-containing protein	AT5G40490.1	CHR02V5|COORD:6788332..6784175|protein heterogeneous nuclear ribonucleoprotein A3, putative, expressed	LOC_Os02g12850.1	 no descriptionmoderately similar to ( 228)AT3G13224| Symbols:  | RNA recognition motif (RRM)-containing protein | chr3:4254855-4256628 FORWARDvery weakly similar to ( 100)ROC3_NICSY28 kDa ribonucleoprotein, chloroplast precursor - Nicotiana sylvestris (Wood tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG0724 RRM RRM_1 	RNA.RNA binding	27_4

CUST_92799_PI403524517	2	0.13331556	0.5004754	0.27986813	-0.13331604	-0.48725796	-0.22843552	35_26534	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_160847_PI403524517	2	0.33587646	0.32958984	-0.004135132	-0.17168808	-0.07076073	0.004134178	35_44881	0	0	CHR4V7|COORD:13870388..13873515| proline-rich family protein	AT4G27850.1	0	0	no description	not assigned.unknown	35_2

CUST_123956_PI403524517	2	0.1982441	0.54604816	-0.009202957	-0.13659191	-0.055202484	0.009202957	35_34948	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_17962_PI404877155	2	-0.52529335	0.04864788	0.27989674	-0.04864788	0.09724617	-0.21515751	HVSMEa0017I09r2_s_at	ethylene-insensitive-3-like protein [Oryza sativa (japonica cultivar-group)]	BAB78462.1	ethylene-insensitive3- like1 (EIL1)	At2g27050.1	protein Ethylene insensitive 3, putative	Os03g20790	ethylene-insensitive-3-like protein/EIN3  T02648  ETHYLENE-INSENSITIVE3	hormone metabolism.ethylene.signal transduction	17_5_2

CUST_14912_PI404877155	2	-0.380291	-3.6453428	0.93778706	0.38029003	0.4549427	-1.0659513	Contig8739_at	asparaginase [Hordeum vulgare]	AAG28786.1	L-asparaginase, putative / L-asparagine amidohydrolase, putative	At3g16150.1	protein transposon protein, putative, unclassified	Os04g55710	L-asparaginase, putative / L-asparagine amidohydrolase, putative, similar to Swiss-Prot:P30364 L-asparaginase (EC 3.5.1.1) (L-asparagine amidohydrolase) (Lupinus angustifolius)	amino acid metabolism.degradation.aspartate family.asparagine	13_2_3_1

CUST_61911_PI403524517	2	-0.020678043	-0.08616972	-0.015646458	0.2505579	0.12498045	0.015646935	35_17663	"Cluster: SEC15 (S. cerevisiae)-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: SEC15 (S. cerevisiae)-like protein - Oryza sativa (japonica"	UniRef90_Q8S213	CHR4V7|COORD:1038157..1040571| exocyst complex subunit Sec15-like family protein	AT4G02350.1	CHR01V5|COORD:14042080..14047386|protein exocyst complex subunit Sec15-like family protein, expressed	LOC_Os01g24950.2	no descriptionvery weakly similar to (94.4)AT4G02350| Symbols:  | exocyst complex subunit Sec15-like family protein | chr4:1038157-1040571 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12678	cell. vesicle transport	31_4

CUST_87689_PI403524517	2	0.016241074	0.39476776	-0.016241074	-0.24144459	0.05447769	-0.17226982	35_25101	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QM21	"CHR3V7|COORD:3718535..3721129| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G04860.1); similar to expressed protein [Oryza sativa (japonica"	AT3G11760.1	CHR12V5|COORD:26404392..26399720|protein expressed protein	LOC_Os12g42570.1	"no descriptionmoderately similar to ( 283)AT3G11760| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G04860.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABF97907.1); similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE84189.1); similar to Os03g0649000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001050782.1) | chr3:3718535-3721129 FORWARD"	not assigned.unknown	35_2

CUST_4456_PI403524517	2	0.013417244	-0.6294012	-0.20470715	0.026122093	0.017828941	-0.013417244	35_1230	"Cluster: Heat shock 70 kDa protein, mitochondrial, putative, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Heat shock 70 kDa protein,"	UniRef90_Q10SR3	"CHR5V7|COORD:2975722..2978509| mtHSC70-2 (HEAT SHOCK PROTEIN 70); ATP binding / unfolded protein binding"	AT5G09590.1	CHR02V5|COORD:32687175..32682738|protein heat shock 70 kDa protein, mitochondrial precursor, putative, expressed	LOC_Os02g53420.1	" no descriptionnearly identical (1027)AT5G09590| Symbols: HSC70-5, mtHSC70-2 | mtHSC70-2 (HEAT SHOCK PROTEIN 70); ATP binding / unfolded protein binding | chr5:2975722-2978509 FORWARDnearly identical (1050)HSP7M_PHAVUHeat shock 70 kDa protein, mitochondrial precursor - Phaseolus vulgaris (Kidney bean) (French bean)not assigned not assigned not assigned not assigned not assigned dnaK HSP70 dnaK DnaK hscA hscA PRK11678 MreB_Mbl MreB ftsA EutJ "	stress.abiotic.heat	20_2_1

CUST_57625_PI403524517	2	0.29036236	-0.0035943985	-0.036192894	0.11708832	0.0035934448	-0.010889053	35_16428	"Cluster: Os01g0761000 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os01g0761000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JJ44	"CHR1V7|COORD:19457439..19458274| similar to TMP14 (THYLAKOID MEMBRANE PHOSPHOPROTEIN OF 14 KDA) [Arabidopsis thaliana] (TAIR:AT2G46820.2); similar to"	AT1G52220.1	CHR01V5|COORD:32341246..32343122|protein thylakoid membrane phosphoprotein 14 kda, chloroplast precursor, putative, expressed	LOC_Os01g55570.1	"no descriptionvery weakly similar to (97.8)AT1G52220| Symbols:  | similar to TMP14 (THYLAKOID MEMBRANE PHOSPHOPROTEIN OF 14 KDA) [Arabidopsis thaliana] (TAIR:AT2G46820.2); similar to P0460E08.25 [Oryza sativa (japonica cultivar-group)] (GB:BAB61215.1); similar to Os01g0761000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001044320.1) | chr1:19457439-19458274 REVERSE"	not assigned.unknown	35_2

CUST_7028_PI403524517	2	0.21104717	0.043368816	-0.19591141	0.072999	-0.104735374	-0.04336834	35_1949	"Cluster: Os03g0308100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os03g0308100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DSH2	"CHR1V7|COORD:538000..539805| CLPP5 (NUCLEAR ENCODED CLP PROTEASE 1); endopeptidase Clp"	AT1G02560.1	CHR03V5|COORD:10948659..10945534|protein ATP-dependent Clp protease proteolytic subunit 1, putative, expressed	LOC_Os03g19510.1	" no descriptionweakly similar to ( 123)AT1G02560| Symbols: NCLPP1, NCLPP5, CLPP5 | CLPP5 (NUCLEAR ENCODED CLP PROTEASE 1); endopeptidase Clp | chr1:538000-539805 FORWARDvery weakly similar to (56.2)CLPP_CHLVUATP-dependent Clp protease proteolytic subunit - Chlorella vulgaris (Green alga)not assigned clpP CLP_protease ClpP PRK12551 PRK12553 clpP PRK12552 "	protein.degradation.serine protease	29_5_5

CUST_80585_PI403524517	2	0.4053917	-0.3491974	-0.20519447	0.27002716	0.20519352	-0.8140316	35_23112	Rep: OSIGBa0099L20.7 protein - Oryza sativa (Rice)	UniRef90_Q01K29	"CHR5V7|COORD:15868711..15870996| similar to hypothetical protein [Prunus persica] (GB:AAO14626.1); contains InterPro domain TLDc; (InterPro:IPR006571)"	AT5G39590.1	CHR04V5|COORD:33653836..33650009|protein TLD family protein, expressed	LOC_Os04g56790.1	"no descriptionmoderately similar to ( 303)AT5G39590| Symbols:  | similar to hypothetical protein [Prunus persica] (GB:AAO14626.1); contains InterPro domain TLDc; (InterPro:IPR006571) | chr5:15868711-15870996 FORWARDnot assigned not assigned TLDc TLD"	not assigned.unknown	35_2

CUST_106776_PI403524517	2	-0.07902956	0.07903004	0.13967896	0.13596678	-0.1553607	-0.290195	35_30389	"Cluster: Aldehyde dehydrogenase; n=1; Kineococcus radiotolerans SRS30216|Rep: Aldehyde dehydrogenase - Kineococcus radiotolerans SRS30216"	UniRef90_Q40VR5	"CHR1V7|COORD:8412227..8414793| ALDH2B7 (Aldehyde dehydrogenase 2B7); 3-chloroallyl aldehyde dehydrogenase/ aldehyde dehydrogenase (NAD)"	AT1G23800.1	CHR08V5|COORD:20246952..20253219|protein betaine-aldehyde dehydrogenase, putative, expressed	LOC_Os08g32870.1	"no descriptionvery weakly similar to (56.6)AT1G74920| Symbols: ALDH10A8 | ALDH10A8 (Aldehyde dehydrogenase 10A8); 3-chloroallyl aldehyde dehydrogenase | chr1:28142836-28146234 REVERSEvery weakly similar to (66.2)BADH_ORYSAnot assigned not assigned not assigned not assigned Aldedh PutA gabD2 gabD1 PRK09847 PRK11904 PRK11905 PRK03137 COG4230 PRK10090 astD"	secondary metabolism.N misc.betaine	16_4_2

CUST_58648_PI403524517	2	0.011973381	0.036842346	-0.1469326	0.045920372	-0.20496559	-0.011972427	35_16730	"Cluster: Os05g0401200 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0401200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DIC2	0	0	CHR05V5|COORD:19431019..19426830|protein expressed protein	LOC_Os05g33290.1	no description	not assigned.unknown	35_2

CUST_58817_PI403524517	2	0.010774612	0.25726414	0.004365921	-0.05344391	-0.023381233	-0.0043668747	35_16783	Rep: Protein BUD31 homolog 2 - Oryza sativa (Rice)	UniRef90_Q65WT0	CHR4V7|COORD:11267684..11268785| G10 family protein	AT4G21110.1	CHR05V5|COORD:21792752..21795268|protein protein G10 homolog 2, putative, expressed	LOC_Os05g37390.2	no descriptionmoderately similar to ( 286)AT4G21110| Symbols:  | G10 family protein | chr4:11267684-11268785 FORWARDmoderately similar to ( 308)BD31B_ORYSAnot assigned G10 BUD31	not assigned.no ontology	35_1

CUST_144403_PI403524517	2	0.05426979	0.4823022	0.04014349	-0.04014349	-0.24617672	-0.17457342	35_40442	"Cluster: Ion channel DMI1-like, chloroplast, putative, expressed; n=5; Poaceae|Rep: Ion channel DMI1-like, chloroplast, putative, expressed - Oryza sativa (japo"	UniRef90_Q10AR7	"CHR5V7|COORD:20341399..20344913| Identical to Putative ion channel DMI1 [Arabidopsis Thaliana] (GB:Q9LTX4); similar to unknown protein [Arabidopsis thaliana]"	AT5G49960.1	CHR03V5|COORD:35392356..35399350|protein ion channel DMI1-like, chloroplast precursor, putative, expressed	LOC_Os03g62650.2	" no descriptionweakly similar to ( 155)AT5G49960| Symbols:  | Identical to Putative ion channel DMI1 [Arabidopsis Thaliana] (GB:Q9LTX4); similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G02940.1); similar to Putative ion channel DMI-1 (Does not make infections protein 1) (GB:Q6RHR6); similar to Putative ion channel POLLUX, chloroplast precursor (GB:Q5H8A5); similar to putative DMI1 protein [Oryza sativa (japonica cultivar-group)] (GB:BAD81711.1); contains InterPro domain Protein of unknown function DUF1012; (InterPro:IPR010420) | chr5:20341399-20344913 REVERSEmoderately similar to ( 209)DMI1L_ORYSA"	not assigned.unknown	35_2

CUST_17864_PI404877155	2	0.046362877	-0.29658127	-0.04636383	0.14058208	0.088890076	-0.08683777	HVSMEa0002L16r2_at	plastid-specific ribosomal protein 2 precursor [Deschampsia antarctica]	AAM11915.1	RNA recognition motif (RRM)-containing protein	At3g52150.1	protein plastid-specific ribosomal protein 2 precursor	Os09g10760	NONE	RNA.regulation of transcription.unclassified	27_3_99

CUST_92947_PI403524517	2	0.05255413	-0.12571716	-0.033223152	0.0332222	-0.044347763	0.16666222	35_26577	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_129932_PI403524517	2	-1.3510561	-0.7007508	0.65297985	0.36832428	0.18628407	-0.18628502	35_36492	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_16017_PI404877155	2	0.030193329	0.5554428	0.04646206	-0.31882668	-0.37195778	-0.030193329	Contig9883_at	At5g14140 [Arabidopsis thaliana]	AAO24563.1	zinc finger (C2H2 type) family protein	At5g14140.1	protein Similar to At5g14140	Os11g30490	gi|27808566|gb|AAO24563.1| At5g14140	RNA.regulation of transcription.C2H2 zinc finger family	27_3_11

CUST_17563_PI404877155	2	0.011192322	-0.24216366	-0.025151253	-0.011192322	0.04490757	0.018105507	HV_CEb0004D22r2_at	OSJNBa0069D17.4 [Oryza sativa (japonica cultivar-group)] ref|XP_472174.1| OSJNBa0069D17.4 [Oryza sativa (japonica cultivar-group)]	CAD40575.1	8002125|permease-related	At4g13800.1	protein expressed protein	Os04g30450	"permease-related, contains 9 predicted transmembrane domains; contains Pfam PF05653: Protein of unknown function (DUF803); identified as COG0697, Permeases of the drug/metabolite transporter (DMT) superfamily"	transport.misc	34_99

CUST_58689_PI403524517	2	0.10979748	-0.1686554	-0.27328014	0.20020866	0.49640083	-0.10979748	35_16744	Rep: CIPK-like protein 1 - Oryza sativa (Rice)	UniRef90_Q6X4A2	CHR5V7|COORD:7218084..7221746| protein kinase family protein / NAF domain-containing protein	AT5G21326.1	CHR03V5|COORD:11510816..11505106|protein CIPK-like protein 1, putative, expressed	LOC_Os03g20380.1	no descriptionhighly similar to ( 630)AT5G21326| Symbols:  | protein kinase family protein / NAF domain-containing protein | chr5:7218084-7221746 FORWARDhighly similar to ( 832)CIPK1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase SPS1 Pkinase_Tyr TyrKc PTKc PTKc_Jak_rpt2 PTKc_Csk_like PTKc_Srm_Brk NAF PTKc_FAK PTKc_EphR PTKc_Ack_like PTKc_Tec_like PTKc_Fes_like PTKc_Src_like PTKc_Fes PTKc_FGFR PTKc_Jak2_Jak3_rpt2 PTKc_Tec_Rlk PTKc_Fer PTKc_EGFR_like PTK_CCK4 PTKc_InsR_like PTKc_Syk_like PTKc_FGFR4 PTKc_EphR_A PTKc_Btk_Bmx PTKc_Jak1_rpt2 PTKc_Trk PTKc_Abl PTKc_Tyk2_rpt2 PTKc_Ror PTKc_FGFR3 PTKc_FGFR1 PTKc_Tyro3 PTKc_FGFR2 PTKc_PDGFR PTKc_Chk PTKc_EphR_B PTKc_Frk_like PTKc_Csk PTKc_Lyn PTKc_Lck_Blk PTKc_EphR_A2 PTKc_Hck PTKc_Axl_like PTKc_Itk PTKc_Syk PTKc_Axl PTKc_Met_Ron PTKc_ALK_LTK PTKc_TrkC PTKc_EphR_A10 PTKc_HER4 PTK_Ryk PTKc_Fyn_Yrk PTKc_Ror2 PTKc_Musk PTKc_RET PTKc_Src PTKc_Zap-70 PTKc_Aatyk PTKc_TrkB PTKc_DDR PTKc_EGFR PTKc_HER2 PTK_Jak_rpt1 PTKc_TrkA PTKc_Yes PTKc_DDR_like PTKc_c-ros PTKc_IGF-1R PTKc_Ror1 PTK_HER3 PTKc_InsR PTKc_Tie1 PTKc_Tie PTK_Jak2_Jak3_rpt1 PTKc_Tie2	protein.postranslational modification	29_4

CUST_90723_PI403524517	2	0.53615236	-0.07644081	0.07644129	0.13888407	-0.49276543	-0.554286	35_25950	"Cluster: Hypothetical protein; n=1; Anaeromyxobacter sp. Fw109-5|Rep: Hypothetical protein - Anaeromyxobacter sp. Fw109-5"	UniRef90_A1HY15	CHR1V7|COORD:11399903..11405702| actin binding	AT1G31810.1	CHR07V5|COORD:24271675..24264784|protein formin-2, putative, expressed	LOC_Os07g40510.1	no description	not assigned.unknown	35_2

CUST_1942_PI404877155	2	0.15979767	0.35509205	-0.025255203	-0.16890812	-0.1782856	0.02525425	Contig12164_at	OSJNBb0067G11.13 [Oryza sativa (japonica cultivar-group)] emb|CAD39890.2| OSJNBb0067G11.13 [Oryza sativa (japonica cultivar-group)]	XP_471492.1	transcriptional regulator Sir2 family protein	At5g55760.1	protein transcriptional regulator, Sir2 family, putative	Os04g20270	NONE	RNA.regulation of transcription.HDA	27_3_55

CUST_91820_PI403524517	2	-0.5703554	0.046807766	0.041727066	0.07255983	-0.34797907	-0.041727066	35_26252	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_14325_PI399408534	2	-0.23077822	1.2138929	-0.0075979233	0.0075979233	0.031871796	-0.14296341	35_4304	"Cluster: Putative macronuclear development protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative macronuclear development protein - Oryza sativa"	UniRef90_Q6AVS5	CHR1V7|COORD:28532166..28534149| nucleic acid binding	AT1G76010.1	CHR03V5|COORD:30073805..30070138|protein expressed protein	LOC_Os03g52490.1	no descriptionvery weakly similar to (68.6)AT1G76010| Symbols:  | nucleic acid binding | chr1:28532166-28534149 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Drf_FH1 Extensin_2 DUF1421 Atrophin-1 Tymo_45kd_70kd GRP	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_77729_PI403524517	2	0.004266739	-0.03775978	1.8596649E-4	-1.8596649E-4	0.07923794	-0.035294533	35_22283	"Cluster: Peptide chain release factor 2 family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Peptide chain release factor 2 family protei"	UniRef90_Q10MK3	CHR1V7|COORD:21098505..21101491| peptide chain release factor, putative	AT1G56350.1	CHR03V5|COORD:10829627..10832773|protein peptide chain release factor 2, putative, expressed	LOC_Os03g19300.1	 no descriptionmoderately similar to ( 365)AT1G56350| Symbols:  | peptide chain release factor, putative | chr1:21098505-21101491 FORWARDnot assigned prfB PRK07342 PRK05589 PrfB PRK08787 PRK07245 PrfA prfA PRK06746 PCRF prfH 	protein.synthesis.release	29_2_5

CUST_86588_PI403524517	2	-0.21596527	0.34850407	0.24099159	0.076955795	-0.24289608	-0.076955795	35_24797	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_103487_PI403524517	2	-0.13130474	-1.1971388	0.11135149	0.69939804	0.55958414	-0.11135197	35_29511	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_113086_PI403524517	2	-0.080168724	-0.1417613	-0.03010273	0.23626804	0.25980377	0.030103683	35_32098	"Cluster: Putative CRS2-associated factor 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative CRS2-associated factor 1 - Oryza sativa (japonica cultivar"	UniRef90_Q6Z4U2	CHR4V7|COORD:15106714..15108044| DNA binding	AT4G31010.2	CHR08V5|COORD:4357055..4359175|protein CRS2-associated factor 1, putative, expressed	LOC_Os08g07790.1	no descriptionvery weakly similar to ( 100)AT4G31010| Symbols:  | DNA binding | chr4:15106714-15108452 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07764 Atrophin-1 PRK12323 PRK07003 Gag_spuma	not assigned.unknown	35_2

CUST_61797_PI403524517	2	0.13633728	0.13538027	0.18214035	-0.13538074	-0.32362413	-0.38751602	35_17633	"Cluster: Os07g0571100 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os07g0571100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D5B0	"CHR3V7|COORD:7913188..7918886| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G63180.1); similar to Os07g0571100 [Oryza sativa (japonica cultivar-gr"	AT3G22380.1	CHR07V5|COORD:23054053..23047743|protein expressed protein	LOC_Os07g38360.4	"no descriptionvery weakly similar to (99.0)AT3G22380| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G63180.1); similar to Os07g0571100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001060049.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAC84664.1) | chr3:7913188-7918886 FORWARDPRK07003"	not assigned.unknown	35_2

CUST_12995_PI404877155	2	-1.1331177	-2.89917E-4	0.5442362	0.40743065	2.8896332E-4	-0.106490135	Contig6725_at	omega-3 fatty acid desaturase (EC 1.14.99.-) FAD7 - maize dbj|BAA22441.1| fatty acid desaturase [Zea mays]	T01697	omega-3 fatty acid desaturase, chloroplast, temperature-sensitive (FAD8)	At5g05580.1	protein plastid omega-3 fatty acid desaturase	Os03g18070	omega-3 fatty acid desaturase	lipid metabolism.FA desaturation.omega 3 desaturase	11_2_03

CUST_19248_PI404877155	2	-0.07544279	-0.084943295	0.3084383	0.41002846	0.075442314	-0.14559841	rbaal1h20_s_at	putative aldo/keto reductase [Oryza sativa (japonica cultivar-group)] gb|AAP54633.1| putative aldo/keto reductase [Oryza sativa (japonica	NP_922346.1	aldo/keto reductase family protein	At5g53580.1	protein putative aldo/keto reductase	Os10g37330	aldo/keto reductase family protein, contains Pfam profile PF00248: oxidoreductase, aldo/keto reductase family	minor CHO metabolism.others	3_5

CUST_766_PI399408534	2	0.0870657	0.24952412	-0.0060987473	-0.016929626	-0.021109581	0.0060987473	35_2629	"Cluster: BolA-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: BolA-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5N9F3	CHR5V7|COORD:3057817..3058770| BolA-like family protein	AT5G09830.1	CHR01V5|COORD:37853641..37852742|protein bolA-like protein, expressed	LOC_Os01g64680.1	no descriptionvery weakly similar to (97.1)AT5G09830| Symbols:  | BolA-like family protein | chr5:3057817-3058770 REVERSEnot assigned not assigned not assigned BolA BolA COG5007 PRK11628	RNA.regulation of transcription	27_3

CUST_95116_PI403524517	2	-0.2106533	-0.2249093	0.06833553	0.12608433	0.44512272	-0.06833553	35_27181	"Cluster: Putative heat stress protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative heat stress protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6EUG4	"CHR3V7|COORD:8941462..8942538| AT-HSFC1 (Arabidopsis thaliana heat shock transcription factor C1); DNA binding / transcription factor"	AT3G24520.1	CHR02V5|COORD:7463932..7465506|protein heat shock factor protein 1, putative, expressed	LOC_Os02g13800.1	" no descriptionweakly similar to ( 145)AT3G24520| Symbols: HSFC1, AT-HSFC1 | AT-HSFC1 (Arabidopsis thaliana heat shock transcription factor C1); DNA binding / transcription factor | chr3:8941462-8942538 FORWARDnot assigned not assigned not assigned not assigned HSF_DNA-bind HSF HSF1 "	stress.abiotic.heat	20_2_1

CUST_17999_PI404877155	2	0.090826035	-0.53176403	-0.061151505	0.04352665	0.05428219	-0.04352665	HVSMEb0006M02r2_s_at	putative protein kinase, PF00069 [Oryza sativa (japonica cultivar-group)]	AAS16898.1	mitogen-activated protein kinase, putative / MAPK, putative (MPK20)	At2g42880.1	protein Protein kinase domain, putative	Os01g43910	MAP kinase-like protein	signalling.MAP kinases	30_6

CUST_76841_PI403524517	2	0.095080376	-0.57307434	-0.095080376	0.32148647	0.13426113	-0.1529131	35_22027	"Cluster: Putative uridine kinase/uracil phosphoribosyltransferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative uridine kinase/uracil phosphoribosy"	UniRef90_Q6ZIA3	CHR3V7|COORD:10040741..10044154| uracil phosphoribosyltransferase, putative / UMP pyrophosphorylase, putative / UPRTase, putative	AT3G27190.1	CHR08V5|COORD:26256888..26262446|protein uridine/cytidine kinase-like 1, putative, expressed	LOC_Os08g41790.1	 no descriptionmoderately similar to ( 471)AT3G27190| Symbols:  | uracil phosphoribosyltransferase, putative / UMP pyrophosphorylase, putative / UPRTase, putative | chr3:10040741-10044154 REVERSEvery weakly similar to (75.9)UPP_TOBACUracil phosphoribosyltransferase - Nicotiana tabacum (Common tobacco)not assigned not assigned Upp UMPK PRK05480 upp Udk PRK PRK PRK07429 	nucleotide metabolism.salvage.phosphoribosyltransferases.upp	23_3_1_3

CUST_18717_PI403524517	2	0.3570814	-0.04889822	-0.007648945	0.040202618	-0.4283409	0.007648468	35_5413	"Cluster: OSIGBa0145G11.5 protein; n=3; Oryza sativa|Rep: OSIGBa0145G11.5 protein - Oryza sativa (Rice)"	UniRef90_Q01I34	CHR5V7|COORD:6986404..6990949| 24 kDa vacuolar protein, putative	AT5G20660.1	CHR04V5|COORD:25816411..25804855|protein ATP binding protein, putative, expressed	LOC_Os04g43916.1	 no descriptionmoderately similar to ( 213)AT5G20660| Symbols:  | 24 kDa vacuolar protein, putative | chr5:6986404-6990949 FORWARDnot assigned 	protein.degradation	29_5

CUST_54370_PI403524517	2	0.11036682	-0.17944336	-0.09318066	0.025716782	0.03910446	-0.025716782	35_15478	"Cluster: V-type ATPase 116kDa subunit family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: V-type ATPase 116kDa subunit family protein, e"	UniRef90_Q10P12	"CHR4V7|COORD:18209507..18214746| VHA-A3 (VACUOLAR PROTON ATPASE A3); ATPase"	AT4G39080.1	CHR03V5|COORD:7961449..7968490|protein vacuolar ATP synthase 91 kDa subunit, putative, expressed	LOC_Os03g14690.1	"no descriptionhighly similar to ( 913)AT4G39080| Symbols: VHA-A3 | VHA-A3 (VACUOLAR PROTON ATPASE A3); ATPase | chr4:18209507-18214746 FORWARDnot assigned V_ATPase_I NtpI PRK05771"	transport.p- and v-ATPases	34_1

CUST_1085_PI403524517	2	-0.6992707	-0.4476323	0.1799841	0.39874935	0.010210037	-0.010210514	35_287	"Cluster: Nonspecific lipid-transfer protein 4.1 precursor; n=4; Hordeum vulgare|Rep: Nonspecific lipid-transfer protein 4.1 precursor - Hordeum vulgare (Barley)"	UniRef90_Q43767	"CHR5V7|COORD:23942522..23942998| LTP4 (LIPID TRANSFER PROTEIN 4); lipid binding"	AT5G59310.1	CHR11V5|COORD:13168259..13169383|protein nonspecific lipid-transfer protein 1 precursor, putative, expressed	LOC_Os11g24070.1	"no descriptionvery weakly similar to (92.4)AT5G59310| Symbols: LTP4 | LTP4 (LIPID TRANSFER PROTEIN 4); lipid binding | chr5:23942522-23942998 REVERSEweakly similar to ( 149)NLT43_HORVUNon-specific lipid-transfer protein 4.3 precursor - Hordeum vulgare (Barley)nsLTP1 Tryp_alpha_amyl AAI_LTSS AAI"	lipid metabolism.lipid transfer proteins etc	11_6

CUST_71743_PI403524517	2	-0.04267025	0.16015244	0.028024673	0.020700455	-0.020701408	-0.03823948	35_20564	"Cluster: Hypothetical protein OSJNBa0049D13.6; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0049D13.6 - Oryza sativa (japonica cu"	UniRef90_Q5KQF4	CHR3V7|COORD:19197949..19199415| saposin B domain-containing protein	AT3G51730.1	CHR05V5|COORD:15584407..15578571|protein saposin-like type B, region 1 family protein, expressed	LOC_Os05g26954.1	no descriptionweakly similar to ( 156)AT3G51730| Symbols:  | saposin B domain-containing protein | chr3:19197949-19199415 FORWARDnot assigned SapB	not assigned.no ontology	35_1

CUST_75198_PI403524517	2	-0.46650124	-1.370388	0.079502106	0.1972847	0.530962	-0.07950306	35_21554	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_76756_PI403524517	2	-0.86749935	1.6671348	-0.08117819	0.08117819	0.23212194	-0.5435343	35_22003	"Cluster: Hypothetical protein OSJNBa0094J08.13; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0094J08.13 - Oryza sativa (japonica"	UniRef90_Q84TV6	CHR3V7|COORD:8063070..8064482| leucine-rich repeat family protein / extensin family protein	AT3G22800.1	CHR03V5|COORD:34237482..34239065|protein hypothetical protein	LOC_Os03g60310.1	no descriptionnot assigned not assigned DUF1668 Herpes_BLLF1 PRK12323 PRK07003	not assigned.unknown	35_2

CUST_63011_PI403524517	2	0.020695686	0.2854433	-0.0654068	0.07821274	-0.02069664	-0.23489761	35_17975	"Cluster: Rhodanese-like domain-containing protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Rhodanese-like domain-containing protein-like - Oryza s"	UniRef90_Q6ZI49	"CHR4V7|COORD:12758432..12760759| similar to rhodanese-like domain-containing protein [Arabidopsis thaliana] (TAIR:AT3G08920.1); similar to Os09g0279400"	AT4G24750.1	CHR02V5|COORD:23124033..23121042|protein rhodanese family protein, putative, expressed	LOC_Os02g38240.1	"no descriptionmoderately similar to ( 299)AT4G24750| Symbols:  | similar to rhodanese-like domain-containing protein [Arabidopsis thaliana] (TAIR:AT3G08920.1); similar to Os09g0279400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001062759.1); similar to Os03g0289400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001049793.1); similar to Os02g0596000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001047318.1); contains InterPro domain Rhodanese-like; (InterPro:IPR001763) | chr4:12758432-12760759 REVERSERHOD RHOD_1 RHOD"	misc.rhodanese	26_23

CUST_70920_PI403524517	2	0.08882046	-0.09470749	-0.010798454	0.0018463135	0.02687645	-0.0018463135	35_20319	"Cluster: Hypothetical protein OSJNBb0035N08.25-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0035N08.25-1 - Oryza sativa (japon"	UniRef90_Q6H529	"CHR5V7|COORD:3740546..3740910| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G17310.1); similar to conserved hypothetical protein [Medicago"	AT5G11630.1	CHR02V5|COORD:7314657..7311853|protein expressed protein	LOC_Os02g13630.3	no description	not assigned.unknown	35_2

CUST_28791_PI403524517	2	-0.05044079	-0.35437107	0.050439835	0.16440678	0.07454872	-0.058582306	35_8316	"Cluster: Hypothetical protein P0481E08.12; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0481E08.12 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5Z9P9	"CHR2V7|COORD:7828706..7829182| similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE81091.1); similar to Os06g0715200 [Oryza sativa"	AT2G17972.1	CHR06V5|COORD:30361752..30362812|protein expressed protein	LOC_Os06g50130.1	"no descriptionvery weakly similar to (92.8)AT2G17972| Symbols:  | similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE81091.1); similar to Os06g0715200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001058582.1) | chr2:7828706-7829182 FORWARDnot assigned not assigned not assigned not assigned not assigned PRK07003 PRK07764 Tymo_45kd_70kd PRK12323 Atrophin-1 Herpes_BLLF1"	not assigned.unknown	35_2

CUST_173692_PI403524517	2	-0.25152636	0.018923283	-0.16906118	0.050860405	-0.018923283	0.081749916	35_48365	"Cluster: Hypothetical protein B1080D07.19; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1080D07.19 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5QMV5	"CHR1V7|COORD:20556788..20557841| similar to PFT1 (PHYTOCHROME AND FLOWERING TIME 1) [Arabidopsis thaliana] (TAIR:AT1G25540.2); similar to unknown protein"	AT1G55080.1	CHR01V5|COORD:17652606..17636151|protein expressed protein	LOC_Os01g31629.3	"no descriptionvery weakly similar to (59.7)AT1G55080| Symbols:  | similar to PFT1 (PHYTOCHROME AND FLOWERING TIME 1) [Arabidopsis thaliana] (TAIR:AT1G25540.2); similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G29580.1); similar to Spectrin repeat [Medicago truncatula] (GB:ABE79768.1) | chr1:20556788-20557841 REVERSE"	not assigned.unknown	35_2

CUST_11897_PI403524517	2	-0.048908234	-0.21303368	0.004085541	0.03398037	-0.004084587	0.08622646	35_3384	"Cluster: Adapter-related protein complex 1 sigma 1B subunit, putative, expressed; n=3; Oryza sativa|Rep: Adapter-related protein complex 1 sigma 1B subunit,"	UniRef90_Q10CG6	"CHR2V7|COORD:7560204..7561969| AP19 (associated protein 19); ATP binding / protein kinase"	AT2G17380.1	CHR03V5|COORD:32454933..32452544|protein AP-1 complex subunit sigma-2, putative, expressed	LOC_Os03g57040.2	"no descriptionmoderately similar to ( 295)AT2G17380| Symbols: AP19 | AP19 (associated protein 19); ATP binding / protein kinase | chr2:7560204-7561969 FORWARDweakly similar to ( 157)AP2S1_MAIZEAP-2 complex subunit sigma-1 - Zea mays (Maize)not assigned not assigned not assigned APS2 Clat_adaptor_s"	cell. vesicle transport	31_4

CUST_888_PI404877155	2	-0.28348875	-0.1930027	0.29397678	0.27365398	0.12429619	-0.12429571	Contig10887_at	OSJNBa0040D17.13 [Oryza sativa (japonica cultivar-group)]	CAE04544.2	ABC transporter family protein	At1g53390.1	protein ABC transporter, putative	Os04g11820	ABC transporter family protein, similar to ATP-binding cassette, sub-family G, member 2 (Placenta-specific ATP- binding cassette transporter) (Breast cancer resistance protein) SP:Q9UNQ0 from (Homo sapiens)	transport.ABC transporters and multidrug resistance systems	34_16

CUST_115173_PI403524517	2	0.17186546	0.3127203	-0.03614807	-0.052196503	-0.019607544	0.019608498	35_32673	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_24922_PI403524517	2	-0.8181915	0.033484936	0.637537	-0.033485413	0.773859	-0.848269	35_7235	"Cluster: Hypothetical protein P0478E02.19; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0478E02.19 - Oryza sativa (japonica cultivar-g"	UniRef90_Q7XJ08	"CHR1V7|COORD:28551511..28552329| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G20310.1); similar to syringolide-induced protein 14-1-1 [Glycine"	AT1G76070.1	CHR09V5|COORD:21385424..21386648|protein expressed protein	LOC_Os09g37080.1	"no descriptionvery weakly similar to (65.5)AT1G76070| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G20310.1); similar to syringolide-induced protein 14-1-1 [Glycine max] (GB:BAB86891.1) | chr1:28551511-28552329 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07003 PRK07764 PRK12678 Tymo_45kd_70kd PRK09169 PRK04537"	not assigned.unknown	35_2

CUST_119420_PI403524517	2	-0.026896477	-0.26328945	0.026896477	0.08282852	-0.39910698	0.18817234	35_33791	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_108271_PI403524517	2	0.07002783	-0.511672	0.07195139	0.17192936	-0.12085581	-0.07002735	35_30800	"Cluster: Os07g0102200 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0102200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D978		0	CHR07V5|COORD:129670..126967|protein expressed protein	LOC_Os07g01230.1	no description	not assigned.unknown	35_2

CUST_4141_PI404877155	2	-0.48487377	0.07904339	0.0070381165	-0.0070381165	-0.17079735	0.09039116	Contig14972_s_at	peroxisomal membrane protein ABC transporter homologue [Oryza sativa (japonica cultivar-group)]	CAD59604.1	peroxisomal ABC transporter (PXA1)	At4g39850.1	protein ABC transporter, putative	Os01g73530	"peroxisomal ABC transporter (PXA1), identical to peroxisomal ABC transporter PXA1 GI:15320529 from (Arabidopsis thaliana); contains Pfam profile PF00005: ABC transporter;"	transport.ABC transporters and multidrug resistance systems	34_16

CUST_180453_PI403524517	2	3.3569336E-4	0.13553238	-0.005543709	-0.025316238	0.15993404	-3.3569336E-4	35_50186	"Cluster: OSJNBa0049B20.21 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0049B20.21 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q9XHX2	"CHR3V7|COORD:3972611..3973871| Identical to DNA replication complex GINS protein PSF2 [Arabidopsis Thaliana] (GB:Q9C7A8;GB:Q5EAG9;GB:Q9LHF6); similar to"	AT3G12530.1	CHR01V5|COORD:8179897..8175701|protein DNA replication complex GINS protein PSF2, putative, expressed	LOC_Os01g14610.2	" no descriptionmoderately similar to ( 213)AT3G12530| Symbols:  | Identical to DNA replication complex GINS protein PSF2 [Arabidopsis Thaliana] (GB:Q9C7A8;GB:Q5EAG9;GB:Q9LHF6); similar to At3g12530-like protein [Boechera stricta] (GB:ABB89770.1); contains InterPro domain GINS complex, Psf2 component; (InterPro:IPR007257) | chr3:3972611-3973735 REVERSEnot assigned Psf2 COG5093 "	DNA.synthesis/chromatin structure	28_1

CUST_17196_PI404877155	2	-0.16274738	-0.45945358	-0.030248642	0.06904411	0.19362831	0.030249596	HT06O16u_s_at	pyruvate kinase-like [Deschampsia antarctica]	AAM22747.1	pyruvate kinase, putative	At3g52990.1	protein pyruvate kinase	Os11g05110	pyruvate kinase, putative	glycolysis.PK	4_13

CUST_16730_PI404877155	2	-0.04466057	0.37678528	0.14853	-0.0749712	-0.013286591	0.013285637	HF14H23r_x_at	0	0	0	0	0	0	NONE	amino acid metabolism.synthesis.glutamate family.proline	13_1_2_2

CUST_148634_PI403524517	2	-0.0022335052	-0.016929626	0.002234459	0.17333412	0.19369125	-0.09852409	35_41582	"Cluster: Diphthamide synthesis DPH2-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Diphthamide synthesis DPH2-like - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6K6C0	CHR5V7|COORD:24936272..24937633| diphthamide synthesis DPH2 family protein	AT5G62030.1	CHR02V5|COORD:34931108..34928662|protein diphthamide biosynthesis protein 1, putative, expressed	LOC_Os02g57050.1	no descriptionvery weakly similar to (84.3)AT5G62030| Symbols:  | diphthamide synthesis DPH2 family protein | chr5:24936272-24937633 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DPH2 Diphthamide_syn Tymo_45kd_70kd PRK12323 PRK07003 Extensin_2 HPC2 Atrophin-1 DUF1421 DUF566 BASP1 AF-4 Pneumo_att_G PRK07764 APC_basic Herpes_BLLF1 PRK05648 Metaviral_G GRASP55_65 PRK08853 Transformer	not assigned.no ontology	35_1

CUST_134801_PI403524517	2	-0.053038597	0.5692363	0.053038597	-0.19792795	-0.24847269	0.07006407	35_37819	"Cluster: ATATH14; ATPase, coupled to transmembrane movement of substances; n=1; Arabidopsis thaliana|Rep: ATATH14; ATPase, coupled to transmembrane movement of"	UniRef90_UPI000016290A	"CHR3V7|COORD:17640569..17644696| ATATH7 (ABC2 homolog 7); ATPase, coupled to transmembrane movement of substances"	AT3G47790.1	CHR09V5|COORD:11777331..11784465|protein ABC-type transport protein, putative, expressed	LOC_Os09g19680.1	" no descriptionweakly similar to ( 190)AT3G47790| Symbols: ATATH7 | ATATH7 (ABC2 homolog 7); ATPase, coupled to transmembrane movement of substances | chr3:17640569-17644696 FORWARDnot assigned not assigned not assigned ABC_subfamily_A CcmA ABC_DrrA ABC_drug_resistance_like ABC_DR_subfamily_A ABC_tran NatA ABC_BcrA_bacitracin_resist ABCG_White ABC_cobalt_CbiO_domain1 ABC_NatA_sodium_exporter ZnuC Ttg2A ABC_Org_Solvent_Resistant TauB CbiO ABC_Mj1267_LivG_branched ABC_ATPase OpuBA ABC_putative_ATPase ABC_Metallic_Cations ABC_NrtD_SsuB_transporters COG4152 MalK ABC_YhbG SalX ABC_PotA_N ABC_KpsT_Wzt phnK ABC_Carb_Solutes_like DppD ABCG_EPDR COG1123 PhnK ABC_NikE_OppD_transporters ABC_Class3 ABC_Pro_Gly_Bertaine ABC_MJ0796_Lo1CDE_FtsE CydC "	transport.ABC transporters and multidrug resistance systems	34_16

CUST_73486_PI403524517	2	0.027869225	0.027662277	-0.07326031	-0.12679577	-0.02766323	0.09957218	35_21073	"Cluster: Hypothetical protein P0481E08.10; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0481E08.10 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5Z9Q2	"CHR2V7|COORD:13899217..13901372| similar to At2g32760/F24L7.10 [Medicago truncatula] (GB:ABE83602.1); contains domain FAMILY NOT NAMED"	AT2G32760.1	CHR06V5|COORD:30351996..30356041|protein expressed protein	LOC_Os06g50110.1	"no descriptionmoderately similar to ( 245)AT2G32760| Symbols:  | similar to At2g32760/F24L7.10 [Medicago truncatula] (GB:ABE83602.1); contains domain FAMILY NOT NAMED (PTHR15157); contains domain SUBFAMILY NOT NAMED (PTHR15157:SF2) | chr2:13899719-13901372 FORWARDnot assigned"	not assigned.unknown	35_2

CUST_106813_PI403524517	2	0.3248062	0.35767174	-0.018112183	-0.26144314	0.018112183	-0.061473846	35_30400	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_2964_PI403524517	2	0.011623383	0.21921825	0.07563496	-0.12336922	-0.011622429	-0.044104576	35_808	"Cluster: YT521-B-like family protein, expressed; n=5; Oryza sativa (japonica cultivar-group)|Rep: YT521-B-like family protein, expressed - Oryza sativa"	UniRef90_Q10RI3	"CHR3V7|COORD:4385281..4388227| ECT2; protein binding"	AT3G13460.1	CHR03V5|COORD:3109594..3105044|protein YT521-B-like family protein, expressed	LOC_Os03g06240.1	no descriptionmoderately similar to ( 379)AT3G13460| Symbols: ECT2 | ECT2 | chr3:4385281-4388227 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned YTH PRK12323 PRK07764 COG5651 PRK05648	not assigned.unknown	35_2

CUST_11001_PI403524517	2	0.20655346	-0.19865131	-0.14167786	-0.110259056	0.1675539	0.110259056	35_3109	"Cluster: Putative polygalacturonase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative polygalacturonase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q75LI0	CHR3V7|COORD:23008288..23010478| glycoside hydrolase family 28 protein / polygalacturonase (pectinase) family protein	AT3G62110.1	CHR03V5|COORD:34976288..34980561|protein polygalacturonase, putative, expressed	LOC_Os03g61800.2	no descriptionhighly similar to ( 538)AT3G62110| Symbols:  | glycoside hydrolase family 28 protein / polygalacturonase (pectinase) family protein | chr3:23008288-23010478 REVERSEvery weakly similar to (92.4)PGLR_ACTCHPolygalacturonase precursor - Actinidia chinensis (Kiwi) (Yangtao)PGU1 Glyco_hydro_28	cell wall.degradation.pectate lyases and polygalacturonases	10_6_3

CUST_41007_PI403524517	2	0.2012248	-0.07349682	0.31134224	-0.27472496	0.07349682	-0.4545145	35_11789	"Cluster: Hypothetical protein OSJNBb0053D02.12; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0053D02.12 - Oryza sativa (japonica"	UniRef90_Q6AUF9	0	0	CHR05V5|COORD:28001848..28009156|protein C-terminal zinc-finger, putative, expressed	LOC_Os05g48970.1	no description	not assigned.unknown	35_2

CUST_82496_PI403524517	2	-0.1827507	-0.55721474	0.3045807	0.18275023	0.5770745	-0.49716854	35_23659	Rep: Putative laccase - Zea mays (Maize)	UniRef90_Q2PAI9	"CHR2V7|COORD:12532266..12534776| LAC2 (laccase 2); copper ion binding / oxidoreductase"	AT2G29130.1	CHR01V5|COORD:36563691..36565915|protein laccase, putative	LOC_Os01g62600.1	"no descriptionmoderately similar to ( 329)AT2G29130| Symbols: LAC2 | LAC2 (laccase 2); copper ion binding / oxidoreductase | chr2:12532266-12534776 REVERSEvery weakly similar to (92.8)ASO_TOBACL-ascorbate oxidase precursor - Nicotiana tabacum (Common tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned Cu-oxidase_2 PRK07003 SufI Herpes_BLLF1 HPC2 PRK12323 PRK07764 Pneumo_att_G Tymo_45kd_70kd"	secondary metabolism.simple phenols	16_10

CUST_5300_PI404877155	2	-0.11902428	0.16026402	-0.07117844	0.051163673	0.043795586	-0.043794632	Contig16875_at	Na+/H+ antiporter [Triticum aestivum]	AAK76737.1	sodium proton exchanger / Na+/H+ antiporter (NHX1)	At5g27150.1	protein sodium/hydrogen exchanger 3	Os05g05590	NONE	transport.unspecified cations	34_14

CUST_117035_PI403524517	2	0.028294563	0.008056641	-0.04852867	0.1931572	-0.17196465	-0.008057594	35_33169	"Cluster: Red chlorophyll catabolite reductase; n=1; Hordeum vulgare|Rep: Red chlorophyll catabolite reductase - Hordeum vulgare (Barley)"	UniRef90_Q9MTQ6	CHR4V7|COORD:17442621..17443756| ACD2 (ACCELERATED CELL DEATH 2)	AT4G37000.1	CHR10V5|COORD:12556910..12554947|protein red chlorophyll catabolite reductase, putative, expressed	LOC_Os10g25030.1	no descriptionvery weakly similar to (97.8)RCCR_HORVURed chlorophyll catabolite reductase - Hordeum vulgare (Barley)RCC_reductase	not assigned.unknown	35_2

CUST_7273_PI404877155	2	0.08195686	0.46877098	-0.07255173	-0.09364319	-0.058032036	0.058032036	Contig21181_at	unknown protein [Oryza sativa (japonica cultivar-group)]	AAP73843.1	PAPA-1-like family protein / zinc finger (HIT type) family protein	At1g56460.1	protein expressed protein	Os03g59680	NONE	RNA.regulation of transcription.unclassified	27_3_99

CUST_23244_PI403524517	2	0.041900635	0.36292934	-0.041900635	-0.19493628	0.07764149	-0.13907814	35_6755	"Cluster: OSJNBa0013K16.4 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0013K16.4 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XP63	"CHR5V7|COORD:26402639..26404423| similar to hypothetical protein DDBDRAFT_0189734 [Dictyostelium discoideum AX4] (GB:XP_647509.1); similar to"	AT5G65960.1	CHR04V5|COORD:29319646..29323478|protein expressed protein	LOC_Os04g49530.1	"no descriptionweakly similar to ( 200)AT5G65960| Symbols:  | similar to hypothetical protein DDBDRAFT_0189734 [Dictyostelium discoideum AX4] (GB:XP_647509.1); similar to Os04g0584800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001053672.1); contains domain RAS-RELATED GTPASE (PTHR11708); contains domain no description (G3D.3.40.50.300); contains domain P-loop containing nucleoside triphosphate hydrolases (SSF52540) | chr5:26402639-26404423 FORWARDnot assigned not assigned Ras_like_GTPase Rab Ras COG1100 RabA_like Rab21"	not assigned.unknown	35_2

CUST_74391_PI403524517	2	-0.044242382	0.2590251	0.044241905	-0.13063002	-0.39948177	0.4563942	35_21333	"Cluster: Rhs element Vgr protein; n=1; Burkholderia ambifaria MC40-6|Rep: Rhs element Vgr protein - Burkholderia ambifaria MC40-6"	UniRef90_A0TLU6	"CHR3V7|COORD:10807368..10809606| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G28840.1); similar to putative lipoprotein [Burkholderia"	AT3G28780.1	CHR07V5|COORD:28059682..28061571|protein altronate dehydratase, putative, expressed	LOC_Os07g46950.1	"no descriptionvery weakly similar to (67.4)AT3G28780| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G28840.1); similar to putative lipoprotein [Burkholderia pseudomallei 1710b] (GB:YP_332515.1); contains InterPro domain Protein of unknown function DUF1216; (InterPro:IPR009605) | chr3:10807368-10809606 REVERSEvery weakly similar to (62.0)GRP1_PETHYGlycine-rich cell wall structural protein 1 precursor - Petunia hybrida (Petunia)not assigned not assigned not assigned not assigned not assigned not assigned not assigned Plasmodium_HRP PRK07003 Drf_FH1 Atrophin-1 PRK12323 Tymo_45kd_70kd"	cell wall.cell wall proteins.LRR	10_5_3

CUST_92024_PI403524517	2	-0.011031151	1.1689491	0.013785362	-0.7218685	-0.71766376	0.011031151	35_26313	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_3308_PI403524517	2	-0.16996765	0.15157127	0.032423973	0.044410706	-0.032424927	-0.15954018	35_903	"Cluster: Peroxisome type ascorbate peroxidase; n=3; BEP clade|Rep: Peroxisome type ascorbate peroxidase - Hordeum vulgare (Barley)"	UniRef90_Q94IC3	"CHR4V7|COORD:16665012..16667546| APX3 (ASCORBATE PEROXIDASE 3); L-ascorbate peroxidase"	AT4G35000.1	CHR08V5|COORD:27426527..27422183|protein OsAPx4 - Peroxisomal Ascorbate Peroxidase encoding gene, expressed	LOC_Os08g43560.1	"no descriptionmoderately similar to ( 382)AT4G35000| Symbols: APX3 | APX3 (ASCORBATE PEROXIDASE 3); L-ascorbate peroxidase | chr4:16665012-16667546 REVERSEmoderately similar to ( 456)APX4_ORYSAascorbate_peroxidase plant_peroxidase peroxidase KatG catalase_peroxidase secretory_peroxidase ligninase"	redox.ascorbate and glutathione.ascorbate	21_2_1

CUST_434_PI399407379	2	-0.034830093	-0.18671322	-0.12038422	0.03508663	0.072050095	0.034831047	HvIPT10									

CUST_20983_PI403524517	2	0.07054424	0.17129993	-0.08032608	0.015553474	-0.10087776	-0.015552521	35_6089	"Cluster: Os11g0216300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os11g0216300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0ITU3	"CHR4|COORD:15233080..15237115| similar to ABC1 family protein [Arabidopsis thaliana] (TAIR:At1g79600.1); similar to COG0661: Predicted unusual protein kinase"	AT4G31390.2	CHR11V5|COORD:6069267..6063702|protein ubiquinone biosynthesis protein ubiB, putative, expressed	LOC_Os11g11000.3	no descriptionweakly similar to ( 123)AT4G31390| Symbols:  | ATP binding / protein kinase | chr4:15233132-15236770 FORWARDnot assigned GED GED	misc.dynamin	26_17

CUST_162107_PI403524517	2	0.05168867	0.11680937	-0.04699421	0.03502512	-0.03652239	-0.03502512	35_45218	"Cluster: Os04g0647300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os04g0647300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J9K3	CHR5V7|COORD:23551169..23556691| actin binding	AT5G58160.1	CHR07V5|COORD:24271675..24264784|protein formin-2, putative, expressed	LOC_Os07g40510.1	no description	not assigned.unknown	35_2

CUST_57839_PI403524517	2	0.08338356	-0.12578297	-0.002617836	0.002617836	0.23800278	-0.30882454	35_16490	"Cluster: Putative proteasome regulatory non-ATPase subunit; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative proteasome regulatory non-ATPase subunit -"	UniRef90_Q851Y6	CHR5V7|COORD:3089463..3092435| EMB2107 (EMBRYO DEFECTIVE 2107)	AT5G09900.2	CHR03V5|COORD:35776941..35772907|protein 26S proteasome non-ATPase regulatory subunit 12, putative, expressed	LOC_Os03g63430.2	no descriptionmoderately similar to ( 333)AT5G09900| Symbols: EMB2107 | EMB2107 (EMBRYO DEFECTIVE 2107) | chr5:3089463-3092435 REVERSEnot assigned RPN5	protein.degradation.ubiquitin.proteasom	29_5_11_20

CUST_104134_PI403524517	2	-0.032814026	-0.29100323	0.008361816	0.017187119	-0.00836277	0.031719208	35_29680	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_12223_PI404877155	2	-0.06899452	0.5141096	0.1677866	-0.011148453	-0.033252716	0.011147499	Contig5971_at	BRI1-KD interacting protein 109 [Oryza sativa (japonica cultivar-group)]	BAD11337.1	SNF7 family protein	At2g06530.1	protein SNF7 family, putative	Os11g47710	NF-X1  T01688: required for normal development of the CNS	RNA.regulation of transcription.SNF7	27_3_71

CUST_92069_PI403524517	2	0.17120647	0.3580861	0.10542488	-0.10542488	-0.55898714	-0.4389701	35_26328	"Cluster: Pumilio-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Pumilio-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K9R1	"CHR3V7|COORD:3211281..3215149| APUM4 (ARABIDOPSIS PUMILIO 4); RNA binding"	AT3G10360.1	CHR02V5|COORD:35156719..35162500|protein RNA binding protein, putative, expressed	LOC_Os02g57390.1	"no descriptionvery weakly similar to (83.2)AT3G10360| Symbols: APUM4 | APUM4 (ARABIDOPSIS PUMILIO 4); RNA binding | chr3:3211281-3215149 REVERSE"	not assigned.no ontology.pumilio/Puf RNA-binding domain-containing protein	35_1_12

CUST_160628_PI403524517	2	0.067649364	0.35190248	0.13776827	-0.067649364	-0.52948046	-0.072548866	35_44822	"Cluster: Hypothetical protein OSJNBa0025H18.42; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0025H18.42 - Oryza sativa (japonica"	UniRef90_Q6K370	CHR4V7|COORD:171650..172744| transcription regulator	AT4G00390.1	CHR09V5|COORD:2047654..2048740|protein expressed protein	LOC_Os09g03990.1	no descriptionDUF573	not assigned.unknown	35_2

CUST_78735_PI403524517	2	0.473567	0.030698776	-0.030698776	-0.37351847	-0.4637351	0.07477188	35_22576	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QMH5	"CHR4V7|COORD:8450562..8453941| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G22810.1); similar to Protein of unknown function DUF828, plant"	AT4G14740.2	CHR12V5|COORD:25460139..25453893|protein expressed protein	LOC_Os12g41140.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07764 TT_ORF1 Atrophin-1 Protamine_P1 PRK07003 Extensin_2 DUF1421	not assigned.unknown	35_2

CUST_17198_PI403524517	2	-0.04275036	-0.13691998	-0.009012222	0.009013176	0.06134987	0.10567474	35_4971	Rep: OSIGBa0132G14.2 protein - Oryza sativa (Rice)	UniRef90_Q01MX1	CHR4V7|COORD:16304643..16307508| zinc finger (C3HC4-type RING finger) family protein	AT4G34040.1	CHR04V5|COORD:5782062..5791158|protein protein binding protein, putative, expressed	LOC_Os04g10680.4	no descriptionweakly similar to ( 169)AT4G34040| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr4:16304643-16307508 REVERSEvery weakly similar to (52.4)EL5_ORYSAnot assigned not assigned RING RING zf-C3HC4 COG5540	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_124689_PI403524517	2	-0.03760147	0.32644463	0.042357445	-0.09532642	-0.14679337	0.037600517	35_35141	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_29970_PI403524517	2	0.07945728	0.5934963	0.094162464	-0.07945728	-0.22529602	-0.123885155	35_8653	"Cluster: Os07g0596300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0596300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D4Y8	CHR2V7|COORD:10661187..10666462| formin homology 2 domain-containing protein / FH2 domain-containing protein	AT2G25050.1	CHR07V5|COORD:24271675..24264784|protein formin-2, putative, expressed	LOC_Os07g40510.1	no descriptionmoderately similar to ( 302)AT2G25050| Symbols:  | formin homology 2 domain-containing protein / FH2 domain-containing protein | chr2:10661187-10666462 REVERSEnot assigned not assigned not assigned not assigned FH2 FH2	not assigned.no ontology.formin homology 2 domain-containing protein	35_1_20

CUST_52157_PI403524517	2	0.863853	-0.69433594	5.078316E-4	0.08902073	-0.13903522	-5.0735474E-4	35_14863	Rep: 16.9 kDa class I heat shock protein - Triticum aestivum (Wheat)	UniRef90_P12810	CHR5V7|COORD:24079858..24080343| HSP18.2 (HEAT SHOCK PROTEIN 18.2)	AT5G59720.1	CHR01V5|COORD:1946389..1945553|protein 16.9 kDa class I heat shock protein 1, putative, expressed	LOC_Os01g04370.1	no descriptionweakly similar to ( 164)AT5G59720| Symbols:  | HSP18.2 (HEAT SHOCK PROTEIN 18.2) | chr5:24079858-24080343 FORWARDmoderately similar to ( 226)HSP11_WHEAT16.9 kDa class I heat shock protein - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned HSP20 alpha-crystallin-Hsps IbpA	stress.abiotic.heat	20_2_1

CUST_69377_PI403524517	2	0.10830307	-0.25143528	-0.095106125	0.071157455	0.040916443	-0.040916443	35_19851	"Cluster: Hypothetical protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2R3K2	0	0	CHR11V5|COORD:18006364..18009906|protein expressed protein	LOC_Os11g31650.2	no description	not assigned.unknown	35_2

CUST_12257_PI399408534	2	-0.0969944	-0.3362589	0.0969944	0.21984482	0.18881416	-0.122410774	35_7086	"Cluster: Putataive nodule inception protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putataive nodule inception protein - Oryza sativa (japonica"	UniRef90_Q8LSP7	CHR4V7|COORD:16777662..16780829| RWP-RK domain-containing protein	AT4G35270.1	CHR03V5|COORD:1759242..1754614|protein nodule inception protein, putative, expressed	LOC_Os03g03900.1	no descriptionweakly similar to ( 120)AT4G35270| Symbols:  | RWP-RK domain-containing protein | chr4:16777662-16780829 REVERSEPB1 PB1	RNA.regulation of transcription.NIN-like bZIP-related family	27_3_60

CUST_181416_PI403524517	2	0.24211884	-0.4611206	-0.054764748	0.054763794	0.30113602	-0.18633938	35_50444	"Cluster: Hypothetical protein P0417G05.34; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0417G05.34 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5NAQ2	CHR5V7|COORD:21624812..21626306| PDV1 (PLASTID DIVISION1)	AT5G53280.1	CHR01V5|COORD:6829572..6826906|protein expressed protein	LOC_Os01g12460.1	no description	not assigned.unknown	35_2

CUST_30386_PI403524517	2	-0.029128075	0.03136635	-0.12143421	0.029127121	0.10475922	-0.08372021	35_8772	"Cluster: Hypothetical protein At3g56120; n=1; Arabidopsis thaliana|Rep: Hypothetical protein At3g56120 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q93YU6	CHR3V7|COORD:20834222..20837336| Met-10+ like family protein	AT3G56120.1	CHR02V5|COORD:23760009..23755253|protein TRM5 tRNA methyltransferase 5, putative	LOC_Os02g39370.1	no descriptionmoderately similar to ( 276)AT3G56120| Symbols:  | Met-10+ like family protein | chr3:20834222-20837336 FORWARDnot assigned COG2520 Met_10	not assigned.no ontology	35_1

CUST_63158_PI403524517	2	0.10211563	-0.28043938	-0.1636219	0.10744667	0.023735046	-0.023735046	35_18021	Rep: OSIGBa0097P08.1 protein - Oryza sativa (Rice)	UniRef90_Q01JK4	CHR5V7|COORD:25819020..25820924| loricrin-related	AT5G64550.1	CHR04V5|COORD:22671224..22673673|protein expressed protein	LOC_Os04g38520.1	no descriptionmoderately similar to ( 479)AT5G09670| Symbols:  | loricrin-related | chr5:2996110-2997750 REVERSEvery weakly similar to (64.3)EXTN_TOBACExtensin precursor - Nicotiana tabacum (Common tobacco)not assigned not assigned Atrophin-1	not assigned.no ontology	35_1

CUST_28985_PI403524517	2	0.08963394	0.049212933	0.0890398	-0.04921341	-0.15858746	-0.34614944	35_8376	"Cluster: Hypothetical protein F12E4_190; n=3; Arabidopsis thaliana|Rep: Hypothetical protein F12E4_190 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q94EY8	CHR5V7|COORD:849236..852866| phosphoadenosine phosphosulfate (PAPS) reductase family protein	AT5G03430.1	CHR01V5|COORD:8705431..8697966|protein transferase, putative, expressed	LOC_Os01g15490.3	no descriptionmoderately similar to ( 327)AT5G03430| Symbols:  | phosphoadenosine phosphosulfate (PAPS) reductase family protein | chr5:849236-852866 REVERSEnot assigned PAPS_reductase PAPS_reduct CysH PRK08557 PRK05253 PRK02090	not assigned.no ontology	35_1

CUST_517_PI399407379	2	-0.028984547	-0.8177748	0.0058369637	0.50946283	0.0075306892	-0.0058369637	HvRR8									

CUST_163162_PI403524517	2	0.2954979	0.08814716	-0.027667046	-0.097093105	0.027667046	-0.20163727	35_45504	"Cluster: Putative F-box protein family; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative F-box protein family - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6L541	CHR4V7|COORD:10157968..10159110| F-box family protein	AT4G18380.1	CHR05V5|COORD:25199902..25203482|protein F-box domain containing protein, expressed	LOC_Os05g43490.2	no descriptionvery weakly similar to (74.3)AT5G46170| Symbols:  | F-box family protein | chr5:18732865-18734052 REVERSE	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_47866_PI403524517	2	-0.031635284	-0.5966816	-0.031635284	0.10520172	0.17267036	0.031635284	35_13691	"Cluster: Os01g0835900 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0835900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JHY5	CHR5V7|COORD:24068875..24069186| histone H4	AT5G59690.1	CHR10V5|COORD:20690219..20689571|protein histone H4, putative, expressed	LOC_Os10g39410.1	no descriptionweakly similar to ( 157)AT5G59970| Symbols:  | histone H4 | chr5:24163578-24163889 REVERSEweakly similar to ( 157)H4_PEAHistone H4 - Pisum sativum (Garden pea)not assigned not assigned H4 H4 HHT1 Histone	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_61288_PI403524517	2	0.024223328	-0.5346117	-0.09298515	0.015486717	0.101691246	-0.015486717	35_17489	"Cluster: Casein kinase II subunit alpha; n=23; Magnoliophyta|Rep: Casein kinase II subunit alpha - Zea mays (Maize)"	UniRef90_P28523	"CHR3V7|COORD:18545470..18547726| CKA2 (casein kinase II alpha chain 2); kinase"	AT3G50000.1	CHR07V5|COORD:803486..797777|protein casein kinase II subunit alpha-2, putative, expressed	LOC_Os07g02350.1	"no descriptionhighly similar to ( 596)AT3G50000| Symbols: CKA2 | CKA2 (casein kinase II alpha chain 2); kinase | chr3:18545470-18547726 FORWARDhighly similar to ( 601)CSK2A_MAIZECasein kinase II subunit alpha - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pkinase S_TKc S_TKc SPS1 PTKc TyrKc Pkinase_Tyr PTKc_Jak_rpt2 PTKc_FAK PTKc_Tyk2_rpt2 PTKc_Jak1_rpt2 PTKc_Lyn PTKc_PDGFR PTKc_Met_Ron PTKc_Frk_like PTKc_Srm_Brk PTKc_InsR_like PTKc_Src_like PTKc_Ack_like PTKc_Trk COG0478"	protein.postranslational modification	29_4

CUST_5457_PI404877155	2	-0.08502674	-0.48347282	-0.12282562	0.24080658	0.32294464	0.08502579	Contig1717_s_at	dehydrin 5 [imported] - barley gb|AAD02262.1| dehydrin 5 [Hordeum vulgare]	T52420	dehydrin xero2 (XERO2) / low-temperature-induced protein LTI30 (LTI30)	At3g50970.1	protein embryogenic-cell protein 40 (ecp40)	Os11g26570	dehydrin xero2 (XERO2) / low-temperature-induced protein LTI30 (LTI30), identical to dehydrin Xero 2 (Low-temperature-induced protein LTI30) (Arabidopsis thaliana) SWISS-PROT:P42758	stress.abiotic.unspecified	20_2_99

CUST_76014_PI403524517	2	0.08586502	0.2190094	0.12717247	-0.091501236	-0.15806389	-0.08586311	35_21791	"Cluster: Hypothetical protein; n=2; Candidatus Phytoplasma asteris|Rep: Hypothetical protein - Onion yellows phytoplasma"	UniRef90_Q6YQ83	0	0	CHR10V5|COORD:10457616..10459725|protein hypothetical protein	LOC_Os10g21190.1	no description	not assigned.unknown	35_2

CUST_11349_PI404877155	2	-0.08278179	-0.024609566	-0.019276619	0.019276619	0.11532974	0.106967926	Contig5025_at	gibberellin-stimulated transcript 1 like protein - rice gb|AAK63933.1| putative protein of gibberellin-stimulated transcript [Oryza sativa (	JE0159	gibberellin-regulated family protein	At2g39540.1	protein putative protein of gibberellin-stimulated transcript	Os03g55290	gibberellin-stimulated transcript 1	hormone metabolism.gibberelin.induced-regulated-responsive-activated	17_6_3

CUST_63293_PI403524517	2	0.023927689	0.5012102	-0.023926735	-0.15328217	-0.12500954	0.0966301	35_18072	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_31141_PI399408534	2	0.10658455	0.43964672	0.047824383	-0.29932737	-0.2559328	-0.047823906	35_10156	"Cluster: Transducin family protein / WD-40 repeat family protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Transducin family protein / WD-40"	UniRef90_Q5N9R6	CHR3V7|COORD:18330234..18335358| transducin family protein / WD-40 repeat family protein	AT3G49400.1	CHR01V5|COORD:29436783..29446209|protein expressed protein	LOC_Os01g50690.1	no descriptionmoderately similar to ( 224)AT3G49400| Symbols:  | transducin family protein / WD-40 repeat family protein | chr3:18330234-18335358 REVERSE	RNA.regulation of transcription.MADS box transcription factor family	27_3_24

CUST_7540_PI399408534	2	0.082837105	0.054940224	-0.014431953	-0.0059022903	-0.12088108	0.0059022903	35_7202	Rep: Phophatdylinositol 4-kinase - Oryza sativa (Rice)	UniRef90_Q8LPD1	CHR5V7|COORD:25654718..25661128| phosphatidylinositol 4-kinase (PI4K)	AT5G64070.1	CHR11V5|COORD:5659051..5648671|protein 1-phosphatidylinositol 4-kinase, putative, expressed	LOC_Os11g10420.1	no descriptionweakly similar to ( 136)AT5G64070| Symbols:  | phosphatidylinositol 4-kinase (PI4K) | chr5:25654718-25661128 REVERSEnot assigned not assigned PI4Kc TEL1 PI3Kc	signalling.phosphinositides.phosphatidylinositol 4-kinase	30_4_2

CUST_85933_PI403524517	2	-0.026351929	0.031292915	-0.03103447	0.026352882	-0.03196907	0.05984211	35_24611	"Cluster: COP1-interacting protein 7 (CIP7)-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: COP1-interacting protein 7 (CIP7)-like - Oryza sativa"	UniRef90_Q8GRM2	CHR1V7|COORD:27255611..27259908| COP1-interacting protein-related	AT1G72410.1	CHR07V5|COORD:25380003..25387852|protein expressed protein	LOC_Os07g42410.1	no descriptionweakly similar to ( 125)AT1G72410| Symbols:  | COP1-interacting protein-related | chr1:27255611-27259908 REVERSE	development.unspecified	33_99

CUST_106824_PI403524517	2	0.43502188	0.29895258	0.06370735	-0.5384407	-0.06370783	-0.11103678	35_30403	"Cluster: Peptidase C14, caspase catalytic subunit p20 precursor; n=1; Rhodopseudomonas palustris BisB18|Rep: Peptidase C14, caspase catalytic subunit p20 precur"	UniRef90_Q212G2	CHR2V7|COORD:6925121..6927401| leucine-rich repeat family protein / extensin family protein	AT2G15880.1	CHR08V5|COORD:395077..393302|protein vegetative cell wall protein gp1 precursor, putative, expressed	LOC_Os08g01690.1	no descriptionnot assigned not assigned not assigned not assigned PRK07764 Extensin_2 PRK12323	not assigned.unknown	35_2

CUST_665_PI403524517	2	-0.2720337	-1.0902977	-0.20479107	0.31629944	0.20479012	0.2257843	35_176	Rep: Xyloglucan endotransglycosylase - Hordeum vulgare (Barley)	UniRef90_P93670	"CHR5V7|COORD:23322281..23323610| XTR3 (XYLOGLUCAN ENDOTRANSGLYCOSYLASE 3); hydrolase, acting on glycosyl bonds"	AT5G57550.1	CHR08V5|COORD:8321540..8323056|protein xyloglucan endotransglycosylase/hydrolase protein 8 precursor, putative, expressed	LOC_Os08g13920.1	" no descriptionmoderately similar to ( 284)AT5G57550| Symbols: XTR3 | XTR3 (XYLOGLUCAN ENDOTRANSGLYCOSYLASE 3); hydrolase, acting on glycosyl bonds | chr5:23322281-23323610 REVERSEmoderately similar to ( 449)XTH8_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned GH16_XET Glyco_hydro_16 Glyco_hydrolase_16 GH16_GPI_glucanosyltransferase GH16_lichenase SKN1 Herpes_BLLF1 XET_C PRK07003 PRK07764 PRK12323 Atrophin-1 AF-4 Herpes_TAF50 HPC2 Tymo_45kd_70kd PRK05648 Herpes_UL32 Metaviral_G APC_basic Pneumo_att_G "	cell wall.modification	10_7

CUST_81917_PI403524517	2	-0.043387413	-0.33877945	0.017204285	0.09416294	0.1527052	-0.017205238	35_23496	"Cluster: MATE efflux protein-like; n=3; Oryza sativa (japonica cultivar-group)|Rep: MATE efflux protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K702	CHR4V7|COORD:13076962..13078974| MATE efflux family protein	AT4G25640.1	CHR02V5|COORD:35261791..35262961|protein transparent testa 12 protein, putative	LOC_Os02g57570.1	no descriptionweakly similar to ( 110)AT4G25640| Symbols:  | MATE efflux family protein | chr4:13076962-13078974 REVERSEnot assigned not assigned not assigned NorM MatE Protamine_P1	transport.misc	34_99

CUST_8750_PI403524517	2	-1.0556812	0.52360725	0.26077366	-0.26077366	0.4984436	-0.54138565	35_2454	"Cluster: Signal recognition particle 14 kDa protein; n=3; Oryza sativa|Rep: Signal recognition particle 14 kDa protein - Oryza sativa (Rice)"	UniRef90_O04433	CHR2V7|COORD:18104691..18105696| signal recognition particle 14 kDa family protein / SRP14 family protein	AT2G43640.1	CHR04V5|COORD:31478225..31481226|protein signal recognition particle 14 kDa protein, putative, expressed	LOC_Os04g53220.1	no descriptionvery weakly similar to (61.6)AT2G43640| Symbols:  | signal recognition particle 14 kDa family protein / SRP14 family protein | chr2:18104691-18105696 REVERSEvery weakly similar to (71.2)SRP14_ORYSASRP14	protein.targeting.secretory pathway.unspecified	29_3_4_99

CUST_90019_PI403524517	2	0.40516853	0.3053193	0.076476574	-0.2174573	-0.32010984	-0.076476574	35_25752	"Cluster: Os09g0500600 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0500600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J0S6	"CHR2|COORD:13623013..13628718| similar to DNA topoisomerase III alpha, putative [Arabidopsis thaliana] (TAIR:At5g63920.1); similar to topoisomerase (DNA) III"	AT2G32000.2	CHR09V5|COORD:19368774..19382538|protein DNA topoisomerase 3-beta-1, putative, expressed	LOC_Os09g32450.1	no descriptionmoderately similar to ( 265)AT2G32000| Symbols:  | DNA binding / DNA topoisomerase type I | chr2:13623076-13628474 REVERSEnot assigned not assigned TOP1Ac TopA TOP1Ac PRK08620 Topoisom_bac PRK07220 PRK08413 PRK08938 PRK09001 PRK05776 PRK09401 COG1110	DNA.synthesis/chromatin structure	28_1

CUST_90625_PI403524517	2	0.16905117	-0.10432625	-0.0354681	-0.021191597	0.021190643	0.08307457	35_25920	"Cluster: Transducin family protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Transducin family protein-like - Oryza sativa (japonica cultivar-group"	UniRef90_Q5Z991	CHR4V7|COORD:18003951..18005996| transducin family protein / WD-40 repeat family protein	AT4G38480.1	CHR06V5|COORD:30778654..30775900|protein nucleotide binding protein, putative, expressed	LOC_Os06g50880.1	no descriptionweakly similar to ( 127)AT4G38480| Symbols:  | transducin family protein / WD-40 repeat family protein | chr4:18003951-18005996 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned AF-4 PRK02363 COG5137 SLD3 COG5099 Daxx WD40 FYDLN_acid	not assigned.no ontology	35_1

CUST_76809_PI403524517	2	0.10156536	0.3487835	-0.020853043	-0.09344578	-0.19556236	0.020853996	35_22018	"Cluster: Uridine kinase-like protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Uridine kinase-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6YV21	CHR1V7|COORD:9057272..9060420| phosphoribulokinase/uridine kinase family protein	AT1G26190.1	CHR02V5|COORD:29271738..29278052|protein uridine kinase, putative, expressed	LOC_Os02g47860.2	no descriptionweakly similar to ( 193)AT1G26190| Symbols:  | phosphoribulokinase/uridine kinase family protein | chr1:9057272-9060420 REVERSE	nucleotide metabolism.salvage.nucleoside kinases.uridine kinase	23_3_2_2

CUST_12434_PI404877155	2	-1.1177402	0.042637825	0.9439926	0.029404163	-0.029404163	-1.574841	Contig6170_s_at	unknown protein [Oryza sativa (japonica cultivar-group)] dbj|BAB78620.1| unknown protein [Oryza sativa (japonica cultivar-group)]	NP_908393.1	basic helix-loop-helix (bHLH) family protein	At4g20970.1	protein Helix-loop-helix DNA-binding domain, putative	Os01g01840	NONE	RNA.regulation of transcription.bHLH,Basic Helix-Loop-Helix family	27_3_06

CUST_63914_PI403524517	2	-0.5243039	-0.060075283	0.084450245	0.060075283	0.07520199	-0.40275717	35_18253	"Cluster: Putative infection-related protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative infection-related protein - Oryza sativa (japonica"	UniRef90_Q94EA4	CHR1V7|COORD:29626340..29627324| pathogenesis-related family protein	AT1G78780.2	CHR01V5|COORD:30848413..30847448|protein pathogen-related protein, putative	LOC_Os01g53110.1	no descriptionmoderately similar to ( 288)AT1G78780| Symbols:  | pathogenesis-related family protein | chr1:29626340-29627324 REVERSEmoderately similar to ( 256)PRPX_HORVUPathogen-related protein - Hordeum vulgare (Barley)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07764 PRK07003	stress.biotic	20_1

CUST_89237_PI403524517	2	0.0	0.07025814	-0.07093334	0.0	-0.12754631	0.031446457	35_25528	"Cluster: Glucose-6-phosphate 1-dehydrogenase 4, chloroplast, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Glucose-6-phosphate"	UniRef90_Q10M94	"CHR1V7|COORD:3038642..3041717| G6PD4 (GLUCOSE-6-PHOSPHATE DEHYDROGENASE 4); glucose-6-phosphate 1-dehydrogenase"	AT1G09420.1	CHR03V5|COORD:11454616..11447346|protein glucose-6-phosphate 1-dehydrogenase 4, chloroplast precursor, putative, expressed	LOC_Os03g20300.2	" no descriptionweakly similar to ( 199)AT1G09420| Symbols: G6PD4 | G6PD4 (GLUCOSE-6-PHOSPHATE DEHYDROGENASE 4); glucose-6-phosphate 1-dehydrogenase | chr1:3038642-3041717 REVERSEweakly similar to ( 169)G6PDC_SOLTUGlucose-6-phosphate 1-dehydrogenase, chloroplast precursor - Solanum tuberosum (Potato)not assigned G6PD_C PRK05722 PRK12853 Zwf PRK12854 "	OPP.oxidative PP.G6PD	7_1_1

CUST_15632_PI403524517	2	0.033834457	0.0034484863	-0.09128475	-0.026425362	-0.0034484863	0.078606606	35_4510	"Cluster: Hypothetical protein P0663C08.15; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0663C08.15 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6L4R3	CHR1V7|COORD:27376215..27379840| casein kinase, putative	AT1G72710.1	CHR05V5|COORD:29492740..29487869|protein casein kinase I isoform delta-like, putative, expressed	LOC_Os05g51560.3	 no descriptionweakly similar to ( 130)AT1G72710| Symbols:  | casein kinase, putative | chr1:27376215-27379840 FORWARDnot assigned not assigned not assigned not assigned 	protein.postranslational modification	29_4

CUST_95206_PI403524517	2	0.14153767	-0.16693401	-0.26391888	0.020618439	-0.020618439	0.087426186	35_27208	"Cluster: Isoamylase N-terminal domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Isoamylase N-terminal domain"	UniRef90_Q10F03	CHR1V7|COORD:9396932..9399212| 5'-AMP-activated protein kinase-related	AT1G27070.1	CHR03V5|COORD:27357503..27362415|protein isoamylase N-terminal domain containing protein, expressed	LOC_Os03g48170.1	no descriptionvery weakly similar to (73.2)AT1G27070| Symbols:  | 5'-AMP-activated protein kinase-related | chr1:9396932-9399212 REVERSEAMPKbeta_GBD_like	protein.postranslational modification	29_4

CUST_154655_PI403524517	2	0.13284111	0.1499691	-0.26320744	-0.13284016	-0.5997777	0.19912338	35_43211	"Cluster: SYD chromatin remodeling ATPase; n=1; Oryza sativa (japonica cultivar-group)|Rep: SYD chromatin remodeling ATPase - Oryza sativa (japonica cultivar-gro"	UniRef90_Q5QE81	CHR2V7|COORD:12063848..12080027| SYD (SPLAYED)	AT2G28290.1	CHR06V5|COORD:8054255..8066365|protein expressed protein	LOC_Os06g14412.1	 no descriptionvery weakly similar to (52.8)AT2G28290| Symbols: CHR3, SYD | SYD (SPLAYED) | chr2:12063848-12080027 FORWARD	DNA.synthesis/chromatin structure	28_1

CUST_106087_PI403524517	2	0.025896072	1.5350971	0.12812805	-0.5259037	-0.31127644	-0.025897026	35_30199	"Cluster: Os01g0889200 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0889200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JH19	CHR5V7|COORD:2911314..2913137| DNA-directed RNA polymerase III RPC4 family protein	AT5G09380.1	CHR01V5|COORD:38988159..38986083|protein RNA polymerase III RPC4 family protein, expressed	LOC_Os01g66580.1	no descriptionvery weakly similar to (90.9)AT5G09380| Symbols:  | DNA-directed RNA polymerase III RPC4 family protein | chr5:2911314-2913137 REVERSEnot assigned RNA_pol_Rpc4	RNA.transcription	27_2

CUST_14720_PI399408534	2	-0.4264326	0.96694183	8.058548E-4	0.15792799	-0.6324444	-8.0633163E-4	35_9195	"Cluster: Serine/threonine protein kinase-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Serine/threonine protein kinase-like protein - Oryza sat"	UniRef90_Q53JG3	CHR5V7|COORD:16990662..16991741| protein kinase family protein	AT5G42440.1	CHR11V5|COORD:3309986..3312195|protein serine/threonine-protein kinase BRI1-like 1 precursor, putative, expressed	LOC_Os11g06780.1	no descriptionweakly similar to ( 119)AT5G42440| Symbols:  | protein kinase family protein | chr5:16990662-16991741 REVERSEweakly similar to ( 110)PSKR_DAUCAPhytosulfokine receptor precursor - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pkinase_Tyr PTKc TyrKc Pkinase S_TKc S_TKc PTKc_Trk PTKc_Jak_rpt2 PTKc_EGFR_like PTKc_Srm_Brk PTKc_Syk_like PTKc_EphR_A2 PTKc_InsR_like PTKc_EphR PRK07003 PTKc_Musk PTKc_Fes_like PTKc_EphR_B PTKc_TrkA PTKc_c-ros PTKc_DDR PTKc_Csk_like PTKc_Ror PTKc_Jak2_Jak3_rpt2	signalling.receptor kinases.DUF 26	30_2_17

CUST_148918_PI403524517	2	0.020819664	0.059688568	-0.14377785	0.027248383	-0.042215347	-0.02081871	35_41659	"Cluster: Hypothetical protein P0664C05.19; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0664C05.19 - Oryza sativa (japonica cultivar-g"	UniRef90_Q69T56	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	CHR06V5|COORD:5521554..5522177|protein hypothetical protein	LOC_Os06g10610.1	no descriptionnot assigned not assigned not assigned not assigned not assigned PRK12323 PRK07764	not assigned.unknown	35_2

CUST_73386_PI403524517	2	0.0702467	0.1641283	0.013374329	-0.1160965	-0.013373375	-0.27843857	35_21039	"Cluster: Ankyrin-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Ankyrin-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69IU6	CHR2V7|COORD:13537427..13539639| ankyrin repeat family protein	AT2G31820.1	CHR09V5|COORD:20235938..20240138|protein protein binding protein, putative, expressed	LOC_Os09g34280.4	no descriptionmoderately similar to ( 374)AT2G31820| Symbols:  | ankyrin repeat family protein | chr2:13537427-13539639 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned ANK Arp	cell.organisation	31_1

CUST_8782_PI403524517	2	-0.06958866	-0.07845116	0.16730595	0.06958866	-0.20667267	0.078336716	35_2462	"Cluster: CRAL/TRIO domain, putative; n=1; Oryza sativa (japonica cultivar-group)|Rep: CRAL/TRIO domain, putative - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53K09	"CHR1|COORD:28217468..28220053| similar to SEC14 cytosolic factor-related [Arabidopsis thaliana] (TAIR:At5g04780.1); similar to putative cellular"	AT1G75170.3	CHR03V5|COORD:29371677..29376000|protein expressed protein	LOC_Os03g51430.2	no descriptionweakly similar to ( 193)AT1G75170| Symbols:  | transporter | chr1:28218405-28219347 FORWARDnot assigned not assigned SEC14 SEC14 CRAL_TRIO	transport.misc	34_99

CUST_32261_PI403524517	2	0.01717949	0.5196905	0.026558876	-0.4275446	-0.017180443	-0.21148682	35_9304	Rep: D-type cyclin - Saccharum officinarum (Sugarcane)	UniRef90_Q5XLI2	"CHR5V7|COORD:3280612..3282343| CYCD4;2 (CYCLIN D4;2); cyclin-dependent protein kinase"	AT5G10440.1	CHR09V5|COORD:17679695..17682507|protein cyclin delta-2, putative, expressed	LOC_Os09g29100.1	"no descriptionmoderately similar to ( 208)AT5G10440| Symbols: CYCD4;2 | CYCD4;2 (CYCLIN D4;2); cyclin-dependent protein kinase | chr5:3280612-3282343 REVERSEvery weakly similar to (60.8)CCNB2_MEDSAG2/mitotic-specific cyclin-2 - Medicago sativa (Alfalfa)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Cyclin_N CYCLIN CYCLIN COG5024 PRK12323 PRK07003"	cell.cycle	31_3

CUST_133756_PI403524517	2	0.10709858	0.391078	0.019000053	-0.08024883	-0.019000053	-0.0487175	35_37545	"Cluster: Putative phospholipase D; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative phospholipase D - Oryza sativa (japonica cultivar-group)"	UniRef90_Q67UR5		0	CHR06V5|COORD:26578687..26574128|protein phospholipase D. Active site motif family protein, expressed	LOC_Os06g44060.2	no descriptionnot assigned PLDc Cls	not assigned.unknown	35_2

CUST_161920_PI403524517	2	-0.1755557	0.06379223	0.4700899	-0.023240566	0.023241043	-0.07438135	35_45167	"Cluster: Os11g0124500 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os11g0124500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IV02	"CHR1V7|COORD:3101853..3102834| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G57610.2); similar to Os12g0122100 [Oryza sativa (japonica"	AT1G09575.1	CHR12V5|COORD:1051828..1052879|protein expressed protein	LOC_Os12g02880.1	"no descriptionweakly similar to ( 102)AT1G09575| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G57610.2); similar to Os12g0122100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001066028.1); similar to hypothetical protein LOC_Os11g03130 [Oryza sativa (japonica cultivar-group)] (GB:ABA91271.1); similar to Os01g0817000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001044621.1); contains InterPro domain Protein of unknown function DUF607; (InterPro:IPR006769) | chr1:3101853-3102834 REVERSEnot assigned not assigned not assigned DUF607 PRK12323 PRK07764 PRK07003"	not assigned.unknown	35_2

CUST_5293_PI399408534	2	0.04294491	-0.060198784	-0.041193962	0.08284092	0.028268814	-0.028268814	35_13720	Rep: Knotted 7 - Hordeum vulgare (Barley)	UniRef90_Q717U4	"CHR5V7|COORD:8736211..8738118| KNAT3 (KNOTTED1-LIKE HOMEOBOX GENE 3); transcription factor"	AT5G25220.1	CHR06V5|COORD:26413838..26410491|protein homeobox protein knotted-1-like 3, putative, expressed	LOC_Os06g43860.1	no descriptionmoderately similar to ( 201)AT5G25220| Symbols: KNAT3 | KNAT3 (KNOTTED1-LIKE HOMEOBOX GENE 3) | chr5:8736211-8738090 FORWARDweakly similar to ( 199)KNAP3_MALDOHomeobox protein knotted-1-like 3 - Malus domestica (Apple) (Malus sylvestris)not assigned not assigned not assigned homeodomain HOX	RNA.regulation of transcription.HB,Homeobox transcription factor family	27_3_22

CUST_60542_PI403524517	2	-0.013429642	-0.048038483	0.036120415	0.013429642	0.05765438	-0.06287193	35_17259	"Cluster: Os09g0498100 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0498100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J0I9	CHR5V7|COORD:23048105..23049426| ribosomal protein S16 family protein	AT5G56940.1	CHR09V5|COORD:19265555..19267271|protein 30S ribosomal protein S16, putative, expressed	LOC_Os09g32274.1	no descriptionmoderately similar to ( 215)AT5G56940| Symbols:  | ribosomal protein S16 family protein | chr5:23048105-23049426 FORWARDvery weakly similar to (68.9)RR16_MESVIChloroplast 30S ribosomal protein S16 - Mesostigma viridenot assigned RpsP rpsP Ribosomal_S16 rps16	protein.synthesis.mito/plastid ribosomal protein.plastid	29_2_1_1

CUST_99485_PI403524517	2	0.33973932	0.33393383	0.05986929	-0.09774399	-0.05986929	-0.16496181	35_28398	"Cluster: Exostosin family protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Exostosin family protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5VQN0	CHR5V7|COORD:5551667..5554744| exostosin family protein	AT5G16890.1	CHR01V5|COORD:34816660..34812055|protein secondary cell wall-related glycosyltransferase family 47, putative, expressed	LOC_Os01g59630.1	no descriptionmoderately similar to ( 359)AT5G16890| Symbols:  | exostosin family protein | chr5:5551667-5554744 FORWARDnot assigned Exostosin	misc.UDP glucosyl and glucoronyl transferases	26_2

CUST_1361_PI403524517	2	0.10000706	-0.76728773	-0.10915089	0.058945656	-0.012876511	0.012876034	35_360	"Cluster: RuBisCO large subunit-binding protein subunit beta, chloroplast precursor; n=4; Brassicaceae|Rep: RuBisCO large subunit-binding protein subunit beta, c"	UniRef90_P21240	"CHR1V7|COORD:20719383..20722339| CPN60B (CHAPERONIN 60 BETA); ATP binding / protein binding / unfolded protein binding"	AT1G55490.2	CHR06V5|COORD:815535..810035|protein ruBisCO large subunit-binding protein subunit beta, chloroplast, putative, expressed	LOC_Os06g02380.2	" no descriptionhighly similar to ( 941)AT1G55490| Symbols: LEN1, CPN60B | CPN60B (CHAPERONIN 60 BETA); ATP binding / protein binding / unfolded protein binding | chr1:20719383-20722339 REVERSEhighly similar to ( 922)RUBB_SECCERuBisCO large subunit-binding protein subunit beta, chloroplast - Secale cereale (Rye)not assigned not assigned not assigned not assigned not assigned not assigned not assigned groEL GroEL groEL groEL groEL groEL groEL GroL Cpn60_TCP1 chaperonin_type_I_II chaperonin_like cpn60 TCP1_beta TCP1_alpha TCP1_eta TCP1_epsilon TCP1_zeta TCP1_delta TCP1_theta TCP1_gamma "	protein.folding	29_6

CUST_324_PI403524517	2	-0.15979862	0.30440617	0.21365929	-0.043585777	-0.048864365	0.04358673	35_85	"Cluster: Putative reversibly glycosylated polypeptide; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative reversibly glycosylated polypeptide - Oryza sat"	UniRef90_Q6Z4G3	"CHR5V7|COORD:5092206..5094096| RGP2 (Reversibly glycosylated polypeptide-3); DNA binding / alpha-1,4-glucan-protein synthase (UDP-forming)"	AT5G15650.1	CHR07V5|COORD:24771581..24774831|protein alpha-1,4-glucan-protein synthase 1, putative, expressed	LOC_Os07g41360.1	" no descriptionhighly similar to ( 652)AT5G15650| Symbols: REVERSIBLY GLYCOSYLATED POLYPEPTIDE 2, RGP2 | RGP2 (Reversibly glycosylated polypeptide-3); DNA binding / alpha-1,4-glucan-protein synthase (UDP-forming) | chr5:5092206-5094096 FORWARDhighly similar to ( 670)UPTG1_SOLTUAlpha-1,4-glucan-protein synthase [UDP-forming] 1 - Solanum tuberosum (Potato)not assigned not assigned RGP Herpes_BLLF1 "	cell wall.cell wall proteins.RGP	10_5_5

CUST_97361_PI403524517	2	0.10182476	0.64766407	0.017014503	-0.22689915	-0.21068001	-0.017014503	35_27807	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_83915_PI403524517	2	0.017313957	-0.023201942	-0.026334763	0.070640564	0.11790657	-0.01731491	35_24052	"Cluster: Os04g0278200 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os04g0278200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JEG4	CHR5V7|COORD:14944633..14946796| binding / protein binding	AT5G37580.1	CHR04V5|COORD:11739982..11773259|protein expressed protein	LOC_Os04g20960.1	no description	not assigned.unknown	35_2

CUST_72850_PI403524517	2	0.011724472	0.22414112	0.021962166	-0.14303017	-0.011725426	-0.16708374	35_20886	"Cluster: Putative TAF14b; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative TAF14b - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5VPH6	CHR5V7|COORD:18505286..18506893| GAS41 (Gliomas 41)	AT5G45600.1	CHR06V5|COORD:1989030..1992736|protein transcription factor TFIIF, putative, expressed	LOC_Os06g04580.1	no descriptionweakly similar to ( 181)AT5G45600| Symbols: GAS41 | GAS41 (Gliomas 41) | chr5:18505286-18506893 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned YEATS TFG3 PRK12323 PRK07764 PRK05648 tatB FAP	not assigned.no ontology	35_1

CUST_89722_PI403524517	2	-0.026889801	0.12683296	-0.076081276	0.026889801	-0.14938498	0.18112087	35_25671	"Cluster: Indole-3-acetate beta-glucosyltransferase, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Indole-3-acetate"	UniRef90_Q2RAM8	CHR4V7|COORD:8122429..8123799| UDP-glucoronosyl/UDP-glucosyl transferase family protein	AT4G14090.1	CHR11V5|COORD:2065286..2063600|protein indole-3-acetate beta-glucosyltransferase, putative, expressed	LOC_Os11g04860.1	no description	not assigned.unknown	35_2

CUST_35880_PI403524517	2	0.13488483	0.36000156	-0.051132202	-0.20414639	-0.16066837	0.051132202	35_10345	Rep: H0818E04.11 protein - Oryza sativa (Rice)	UniRef90_Q01JH2	CHR1V7|COORD:17375444..17377745| protein phosphatase 2C-related / PP2C-related	AT1G47380.1	CHR04V5|COORD:22174758..22170230|protein catalytic/ protein phosphatase type 2C, putative, expressed	LOC_Os04g37660.1	no descriptionmoderately similar to ( 413)AT1G47380| Symbols:  | protein phosphatase 2C-related / PP2C-related | chr1:17375444-17377745 REVERSEnot assigned not assigned not assigned not assigned PP2Cc PP2Cc PP2C PTC1	protein.postranslational modification	29_4

CUST_658_PI403524517	2	0.32328224	-0.17244148	-0.4100952	-0.022472382	0.022472382	0.22698975	35_174	"Cluster: Putative F-box containing protein TIR1; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative F-box containing protein TIR1 - Oryza sativa (japonic"	UniRef90_Q8H7P5	"CHR5V7|COORD:20351646..20353757| AFB5 (AUXIN F-BOX PROTEIN 5); ubiquitin-protein ligase"	AT5G49980.1	CHR03V5|COORD:4565965..4563459|protein transport inhibitor response 1 protein, putative, expressed	LOC_Os03g08850.1	"no descriptionmoderately similar to ( 343)AT5G49980| Symbols: AFB5 | AFB5 (AUXIN F-BOX PROTEIN 5); ubiquitin-protein ligase | chr5:20351646-20353757 REVERSEnot assigned not assigned"	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_159778_PI403524517	2	0.17231894	0.48387337	-0.010172844	-0.046108246	-0.6324935	0.010172844	35_44590	"Cluster: Leucine Rich Repeat family protein, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Leucine Rich Repeat family protein, expressed - Oryza s"	UniRef90_Q10PT8	CHR1V7|COORD:17949208..17954073| leucine-rich repeat family protein	AT1G48540.1	CHR03V5|COORD:6367776..6359396|protein protein binding protein, putative, expressed	LOC_Os03g12160.1	no descriptionweakly similar to ( 185)AT1G48540| Symbols:  | leucine-rich repeat family protein | chr1:17949208-17954073 FORWARDnot assigned not assigned not assigned not assigned not assigned COG4886	not assigned.no ontology	35_1

CUST_51436_PI403524517	2	0.38927555	0.5340414	-0.055366993	0.055366993	-0.07933521	-0.062796116	35_14660	Rep: Glycolate oxidase - Oryza sativa (Rice)	UniRef90_O22544	CHR3V7|COORD:4818674..4820755| (S)-2-hydroxy-acid oxidase, peroxisomal, putative / glycolate oxidase, putative / short chain alpha-hydroxy acid oxidase,	AT3G14415.1	CHR03V5|COORD:32567463..32571470|protein hydroxyacid oxidase 1, putative, expressed	LOC_Os03g57220.2	 no descriptionvery weakly similar to (51.6)AT3G14415| Symbols:  | (S)-2-hydroxy-acid oxidase, peroxisomal, putative / glycolate oxidase, putative / short chain alpha-hydroxy acid oxidase, putative | chr3:4818674-4820755 FORWARD	PS.photorespiration.glycolate oxydase	1_2_2

CUST_83753_PI403524517	2	0.043684006	-0.043684006	0.1171093	-0.28139067	0.28077888	-0.18399048	35_24008	Rep: predicted protein - Magnaporthe grisea 70-15	UniRef90_UPI0000219B85	0	0	CHR01V5|COORD:1246683..1248250|protein pr5, putative, expressed	LOC_Os01g03180.1	no descriptionPRK07764	not assigned.unknown	35_2

CUST_55105_PI403524517	2	-0.058529377	0.24044228	0.12228823	0.058529377	-0.51721144	-0.35860682	35_15685	Rep: F20B17.3 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q9MA15	CHR1V7|COORD:29954998..29957409| ABC1 family protein	AT1G79600.1	CHR05V5|COORD:14962846..14966674|protein ubiquinone biosynthesis protein ubiB, putative, expressed	LOC_Os05g25840.3	no descriptionhighly similar to ( 897)AT1G79600| Symbols:  | ABC1 family protein | chr1:29954998-29957409 REVERSEnot assigned not assigned not assigned not assigned not assigned AarF ubiB ABC1 PRK07764 PRK12323	not assigned.no ontology.ABC1 family protein	35_1_1

CUST_73805_PI403524517	2	0.0853529	0.36762094	0.25665092	-0.085353374	-0.21758842	-0.5121398	35_21168	"Cluster: Os02g0817900 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0817900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DWE8	"CHR1V7|COORD:11396421..11399451| CYP97A3/LUT5 (CYTOCHROME P450-TYPE MONOOXYGENASE 97A3); carotene beta-ring hydroxylase/ oxygen binding"	AT1G31800.1	CHR02V5|COORD:35093422..35085325|protein cytochrome P450 97B3, putative, expressed	LOC_Os02g57290.4	" no descriptionweakly similar to ( 134)AT1G31800| Symbols: CYP97A3, LUT5 | CYP97A3/LUT5 (CYTOCHROME P450-TYPE MONOOXYGENASE 97A3); carotene beta-ring hydroxylase/ oxygen binding | chr1:11396421-11399451 FORWARDvery weakly similar to (75.5)C97B2_SOYBNCytochrome P450 97B2 - Glycine max (Soybean)not assigned not assigned p450 CypX "	misc.cytochrome P450	26_10

CUST_15167_PI403524517	2	0.077739716	-0.6885195	-0.15926647	0.0021038055	0.1262722	-0.0021047592	35_4373	"Cluster: Proliferating-cell nucleolar protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Proliferating-cell nucleolar protein-like - Oryza sativa (j"	UniRef90_Q6K4D4	CHR2V7|COORD:9511903..9515868| NOL1/NOP2/sun family protein	AT2G22400.1	CHR09V5|COORD:18012220..18019627|protein NOL1/NOP2/sun family protein, expressed	LOC_Os09g29630.1	no descriptionvery weakly similar to (50.4)AT2G22400| Symbols:  | NOL1/NOP2/sun family protein | chr2:9511903-9515868 REVERSE	not assigned.no ontology	35_1

CUST_25563_PI399408534	2	0.07586098	-0.34367847	-0.048597336	0.048597336	0.24397945	-0.05833435	35_24515	Rep: SET domain protein - Triticum aestivum (Wheat)	UniRef90_Q6GV24	CHR1V7|COORD:27495631..27497640| SUVH3 (SU(VAR)3-9 HOMOLOG 3)	AT1G73100.1	CHR05V5|COORD:24038459..24032373|protein histone-lysine N-methyltransferase, H3 lysine-9 specific SUVH1, putative, expressed	LOC_Os05g41172.2	no descriptionweakly similar to ( 126)AT1G73100| Symbols: SUVH3 | SUVH3 (SU(VAR)3-9 HOMOLOG 3) | chr1:27495631-27497640 FORWARDnot assigned not assigned not assigned not assigned SET SET	RNA.regulation of transcription.SET-domain transcriptional regulator family	27_3_69

CUST_162488_PI403524517	2	-0.0054512024	-0.4119587	0.13599014	0.005452156	0.3611784	-0.12420559	35_45318	"Cluster: 5-methyltetrahydropteroyltriglutamate--homocysteine methyltransferase; n=7; Arabidopsis thaliana|Rep: 5-methyltetrahydropteroyltriglutamate--homocystei"	UniRef90_O50008	"CHR5V7|COORD:5935773..5939197| ATCIMS (COBALAMIN-INDEPENDENT METHIONINE SYNTHASE); 5-methyltetrahydropteroyltriglutamate-homocysteine"	AT5G17920.1	CHR12V5|COORD:26623587..26629389|protein 5-methyltetrahydropteroyltriglutamate--homocysteine methyltransferase, putative, expressed	LOC_Os12g42884.3	 no descriptionweakly similar to ( 164)AT5G17920| Symbols: ATMETS, ATMS1, ATCIMS | ATCIMS (COBALAMIN-INDEPENDENT METHIONINE SYNTHASE) | chr5:5935773-5939197 FORWARDweakly similar to ( 165)METE_CATRO5-methyltetrahydropteroyltriglutamate--homocysteine methyltransferase - Catharanthus roseus (Rosy periwinkle) (Madagascar periwinkle)not assigned PRK05222 Meth_synt_2 MetE CIMS_C_terminal_like PRK04326 	amino acid metabolism.synthesis.aspartate family.methionine	13_1_3_4

CUST_84129_PI403524517	2	-0.010307312	0.1858263	0.04429531	-0.12463188	-0.021471977	0.010306358	35_24110	"Cluster: Os04g0280200 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os04g0280200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JEG1	0	0	CHR04V5|COORD:11844428..11862809|protein expressed protein	LOC_Os04g21110.1	no description	not assigned.unknown	35_2

CUST_10887_PI404877155	2	-0.002412796	-0.036488533	-0.0204916	0.002412796	0.05967331	0.14087963	Contig4614_s_at	0	BAD07953.1	mannose 6-phosphate reductase (NADPH-dependent), putative	At2g21250.1	protein oxidoreductase, aldo/keto reductase family, putative	Os02g03100	putative NADPH dependent mannose 6-phosphate reductase	minor CHO metabolism.others	3_5

CUST_77842_PI403524517	2	0.14445591	0.45137596	0.047739506	-0.18354511	-0.29853344	-0.047739506	35_22318	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10N52	0	0	CHR03V5|COORD:9664916..9659941|protein expressed protein	LOC_Os03g17410.1	no description	not assigned.unknown	35_2

CUST_96093_PI403524517	2	0.09703064	-0.01573658	-0.058932304	0.01573658	-0.21392727	0.017446518	35_27453	"Cluster: Hypothetical protein OSJNBa0047A17.12-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0047A17.12-1 - Oryza sativa (japon"	UniRef90_Q6H558	CHR2V7|COORD:12661679..12662509| thioesterase family protein	AT2G29590.1	CHR02V5|COORD:19015774..19018851|protein thioesterase family protein, putative, expressed	LOC_Os02g32200.1	no descriptionvery weakly similar to (80.1)AT2G29590| Symbols:  | thioesterase family protein | chr2:12661679-12662509 REVERSEnot assigned not assigned TT_ORF1	not assigned.no ontology	35_1

CUST_92280_PI403524517	2	0.0858593	0.07743549	-0.14554977	-0.06557846	-0.02599144	0.025990486	35_26389	"Cluster: Os01g0704200 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0704200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JK10	CHR5|COORD:25305372..25307638| expressed protein, similar to unknown protein (emb:CAB81845.1)	AT5G63040.2	CHR01V5|COORD:29518922..29521581|protein expressed protein	LOC_Os01g50830.1	"no descriptionweakly similar to ( 163)AT5G63040| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G48460.1); similar to hypothetical protein MtrDRAFT_AC124952g33v1 [Medicago truncatula] (GB:ABE93586.1) | chr5:25306176-25307552 FORWARD"	not assigned.unknown	35_2

CUST_57436_PI403524517	2	0.011914253	-0.37237835	-0.051234245	0.07337952	0.11931896	-0.011914253	35_16376	"Cluster: Acetyltransferase 1-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: Acetyltransferase 1-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5ZDJ3	"CHR1V7|COORD:30232855..30239724| EMB2753 (EMBRYO DEFECTIVE 2753); binding"	AT1G80410.1	CHR01V5|COORD:24873543..24861675|protein NMDA receptor-regulated 1-like protein, putative, expressed	LOC_Os01g43030.1	"no descriptionnearly identical (1188)AT1G80410| Symbols: EMB2753 | EMB2753 (EMBRYO DEFECTIVE 2753); binding | chr1:30232855-30239724 REVERSEnot assigned not assigned not assigned not assigned NrfG TPR"	misc.acyl transferases	26_5

CUST_15982_PI399408534	2	-0.012047291	0.46548843	0.21581411	-0.0012674332	-0.071098804	0.0012674332	35_13362	"Cluster: Putative ethylene response factor ERF1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ethylene response factor ERF1 - Oryza sativa (japonic"	UniRef90_Q651A3	CHR1V7|COORD:1883045..1883779| ethylene-responsive factor, putative	AT1G06160.1	CHR09V5|COORD:22846659..22847455|protein transcription factor TSRF1, putative, expressed	LOC_Os09g39850.1	 no descriptionvery weakly similar to (90.5)AT1G06160| Symbols:  | ethylene-responsive factor, putative | chr1:1883045-1883779 FORWARD	hormone metabolism.ethylene.signal transduction	17_5_2

CUST_45420_PI403524517	2	0.08621216	0.16179371	-0.06800842	-0.014279366	-0.0797987	0.014279366	35_13018	"Cluster: Os02g0773600 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0773600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DX54	CHR2V7|COORD:17550360..17552141| similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:BAD35859.1)	AT2G42040.1	CHR02V5|COORD:32662176..32660474|protein expressed protein	LOC_Os02g53360.1	no descriptionvery weakly similar to (78.6)AT2G42040| Symbols:  | similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:BAD35859.1) | chr2:17550360-17552141 FORWARDnot assigned WRC PRK07764 PRK12323 PRK12678	not assigned.unknown	35_2

CUST_77540_PI403524517	2	-0.019338608	0.37333965	0.05053425	-0.1885767	0.019338608	-0.096964836	35_22220	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10SE4	CHR2V7|COORD:18957992..18960152| diacylglycerol kinase family protein	AT2G46090.1	CHR03V5|COORD:1427408..1430368|protein D-erythro-sphingosine kinase/ diacylglycerol kinase, putative, expressed	LOC_Os03g03400.1	no descriptionweakly similar to ( 179)AT2G46090| Symbols:  | diacylglycerol kinase family protein | chr2:18957992-18960152 FORWARDnot assigned LCB5 PRK11914	lipid metabolism.Phospholipid synthesis	11_3

CUST_9809_PI399408534	2	-0.35680628	-0.19482708	-0.11506367	0.6635947	0.3157668	0.115064144	35_9331	"Cluster: Putative LRP1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative LRP1 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5Z5Y2	"CHR5V7|COORD:26521940..26523369| SHI (SHORT INTERNODES); transcription factor"	AT5G66350.1	CHR06V5|COORD:30160501..30161655|protein SHI, putative, expressed	LOC_Os06g49830.1	"no descriptionvery weakly similar to (61.6)AT5G66350| Symbols: SHI | SHI (SHORT INTERNODES); transcription factor | chr5:26521940-26523369 REVERSEnot assigned DUF702"	RNA.regulation of transcription.C2H2 zinc finger family	27_3_11

CUST_17052_PI403524517	2	-0.59315205	-0.060191154	0.060190678	1.2981339	-0.34259748	0.6307087	35_4929	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_7721_PI403524517	2	-0.16781712	-0.032042503	0.06353283	0.032042503	-0.036952972	0.043403625	35_2149	Rep: Protein kinase-like protein - Oryza sativa (Rice)	UniRef90_Q9FWF0	CHR4V7|COORD:16755330..16758046| protein kinase family protein	AT4G35230.1	CHR10V5|COORD:20870078..20875097|protein ATP binding protein, putative, expressed	LOC_Os10g39670.1	no descriptionhighly similar to ( 731)AT4G35230| Symbols:  | protein kinase family protein | chr4:16755330-16758046 REVERSEweakly similar to ( 117)CRI4_MAIZEPutative receptor protein kinase CRINKLY4 precursor - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pkinase_Tyr PTKc TyrKc PTKc_Csk_like Pkinase S_TKc S_TKc PTKc_Src_like PTKc_Frk_like PTKc_Srm_Brk PTKc_EphR PTKc_Chk PTK_Jak2_Jak3_rpt1 PTKc_Fes_like PTKc_Tec_like PTKc_Fes PTKc_Src PTKc_ALK_LTK PTKc_Yes PTKc_Abl PTKc_Lck_Blk PTKc_Fyn_Yrk PTKc_Ror PTKc_Csk PTKc_Jak_rpt2 PTKc_Tec_Rlk PTKc_Itk PTKc_Btk_Bmx PTKc_Trk PTKc_Lyn PTKc_Syk_like PTKc_Hck PTKc_Axl_like PTKc_InsR_like PTKc_EphR_A2 PTKc_InsR PTKc_Musk PTKc_EphR_B PTKc_Tyk2_rpt2 PTKc_c-ros PTKc_TrkC PTKc_FAK PTKc_Fer PRK07764 PTKc_DDR PTKc_EphR_A10 PTK_Jak_rpt1 PTKc_TrkB PTKc_Axl PTKc_Ack_like PTKc_RET PRK12323 PTKc_EGFR_like PTKc_Ror1 PTKc_EphR_A PTKc_FGFR2 PTKc_IGF-1R PTK_Tyk2_rpt1	protein.postranslational modification	29_4

CUST_47953_PI403524517	2	0.2522087	-0.4500847	5.0354004E-4	-0.04302025	-5.044937E-4	0.16169262	35_13714	Rep: Ubiquitin - Aspergillus clavatus NRRL 1	UniRef90_A1CKM6	"CHR5V7|COORD:6973317..6974465| UBQ4 (ubiquitin 4); protein binding"	AT5G20620.1	CHR06V5|COORD:28400733..28403579|protein polyubiquitin containing 7 ubiquitin monomers, putative, expressed	LOC_Os06g46770.3	"no descriptionweakly similar to ( 132)AT5G03240| Symbols: UBQ3 | UBQ3 (POLYUBIQUITIN 3); protein binding | chr5:771975-772895 REVERSEweakly similar to ( 131)UBIQ_WHEATUbiquitin - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned Ubiquitin ubiquitin UBQ Nedd8 UBL AN1_N RAD23_N Scythe_N UBQ parkin_N Fubi GDX_N SF3a120_C NIRF_N ISG15_repeat2 UBI4 hPLIC_N"	protein.degradation.ubiquitin.ubiquitin	29_5_11_1

CUST_126603_PI403524517	2	-0.0960207	0.089567184	-0.28338766	0.075556755	0.17562771	-0.075556755	35_35629	"Cluster: Os03g0835100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os03g0835100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DM09	CHR4V7|COORD:1104766..1109360| TOC159 (translocon outer membrane complex 159)	AT4G02510.1	CHR03V5|COORD:35023706..35029233|protein chloroplast protein import component Toc159, putative, expressed	LOC_Os03g61890.2	no description	not assigned.unknown	35_2

CUST_52852_PI403524517	2	-0.07109928	-0.2800436	9.021759E-4	0.11462307	-9.012222E-4	0.046895027	35_15052	"Cluster: Putative disulfide-isomerase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative disulfide-isomerase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q75M08	"CHR2V7|COORD:19488573..19490753| ATPDIL2-1/MEE30/UNE5 (PDI-LIKE 2-1, maternal effect embryo arrest 30, unfertilized embryo sac 5); thiol-disulfide exchange"	AT2G47470.1	CHR05V5|COORD:3276073..3272714|protein OsPDIL2-1 - Oryza sativa protein disulfide isomerase, expressed	LOC_Os05g06430.2	 no descriptionhighly similar to ( 528)AT2G47470| Symbols: ATPDIL2-1, UNE5, MEE30 | ATPDIL2-1/MEE30/UNE5 (PDI-LIKE 2-1, maternal effect embryo arrest 30, unfertilized embryo sac 5) | chr2:19488573-19490753 FORWARDhighly similar to ( 531)PDIA6_MEDSAProbable protein disulfide-isomerase A6 precursor - Medicago sativa (Alfalfa)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PDI_a_ERp38 PDI_a_family Thioredoxin PDI_a_PDI_a'_C PDI_a_P5 ERp29 PDI_a_ERp46 PDI_a_PDIR ERp29c PDI_a_MPD1_like PDI_a_QSOX PDI_a_ERdj5_C PDI_a_TMX3 TRX_family PDI_a_ERp44 PDI_a_TMX PDI_a_ERdj5_N COG3118 PDI_a_APS_reductase trxA TxlA PRK10996 ybbN PDI_a_ERp44_like TrxA TRX_superfamily DsbDgamma TRX_NTR TRX_PICOT 	redox.thioredoxin	21_1

CUST_21618_PI399408534	2	0.06326008	-0.85437775	-0.0857563	0.053754807	-0.04499054	0.044989586	35_15324	"Cluster: Os05g0482600 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0482600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DH92	"CHR3V7|COORD:20072737..20074858| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G38630.1); similar to Os01g0817800 [Oryza sativa (japonica"	AT3G54190.1	CHR05V5|COORD:23660266..23664389|protein expressed protein	LOC_Os05g40410.1	"no descriptionhighly similar to ( 672)AT3G54190| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G38630.1); similar to Os01g0817800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001044626.1); similar to Os05g0482600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001055867.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAW56876.1); contains InterPro domain WD40-like; (InterPro:IPR011046) | chr3:20072737-20074858 REVERSE"	not assigned.unknown	35_2

CUST_13829_PI404877155	2	-0.009525299	0.7770386	0.009525299	-0.07208824	-0.097356796	0.012428284	Contig7583_at	histone-like DNA-binding protein PF 1 - oat (strain Gary) gb|AAA32718.1| DNA-binding protein	S43476	high-mobility-group protein / HMG-I/Y protein	At1g14900.1	protein linker histone H1 and H5 family, putative	Os08g33190	0	RNA.regulation of transcription.High mobility group (HMG) family	27_3_53

CUST_112014_PI403524517	2	-0.17356491	0.05184841	0.03329277	-0.044986725	-0.03329277	0.048357964	35_31801	"Cluster: Hypothetical protein P0446G04.43-2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0446G04.43-2 - Oryza sativa (japonica cultiv"	UniRef90_Q8S227	CHR5V7|COORD:23715222..23716731| selenium binding	AT5G58640.2	CHR01V5|COORD:35939952..35936466|protein selT-like protein precursor, putative, expressed	LOC_Os01g61580.1	no descriptionweakly similar to ( 164)AT5G58640| Symbols:  | selenium binding | chr5:23715222-23716731 FORWARDnot assigned	not assigned.no ontology	35_1

CUST_7591_PI403524517	2	-0.1081419	0.076322556	0.03595543	-0.073373795	-0.035956383	0.060938835	35_2114	"Cluster: Transposable element protein, putative, MuDR, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Transposable element protein,"	UniRef90_Q10J61	CHR5V7|COORD:3300377..3304006| MSL2 (MSCS-LIKE 2)	AT5G10490.1	CHR03V5|COORD:18166274..18177547|protein retrotransposon protein, putative, unclassified	LOC_Os03g31839.1	no descriptionvery weakly similar to (97.8)AT5G10490| Symbols: MSL2 | MSL2 (MSCS-LIKE 2) | chr5:3300377-3303837 REVERSE	not assigned.no ontology	35_1

CUST_62447_PI403524517	2	0.1624012	0.41228104	-0.01887703	-0.04908371	-0.026177406	0.018876076	35_17808	Rep: Expressed protein - Oryza sativa (japonica cultivar-group)	UniRef90_Q2R037	"CHR4V7|COORD:14597734..14599163| VIP3 (VERNALIZATION INDEPENDENCE 3); nucleotide binding"	AT4G29830.1	CHR11V5|COORD:25994838..25997529|protein expressed protein	LOC_Os11g43890.2	"no descriptionmoderately similar to ( 423)AT4G29830| Symbols: VIP3 | VIP3 (VERNALIZATION INDEPENDENCE 3); nucleotide binding | chr4:14597734-14599163 FORWARDvery weakly similar to (67.4)GBLP_NICPLGuanine nucleotide-binding protein subunit beta-like protein - Nicotiana plumbaginifolia (Leadwort-leaved tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned WD40 COG2319 TT_ORF1 WD40 eIF2A WD40"	not assigned.no ontology	35_1

CUST_28585_PI403524517	2	0.25430107	0.80208397	0.0104055405	-0.36596966	-0.10526466	-0.0104055405	35_8260	"Cluster: Putative AG-motif binding protein-4; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative AG-motif binding protein-4 - Oryza sativa (japonica cult"	UniRef90_Q6H635	"CHR3V7|COORD:10807368..10809606| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G28840.1); similar to putative lipoprotein [Burkholderia"	AT3G28780.1	CHR02V5|COORD:25991045..25993307|protein GATA zinc finger family protein, expressed	LOC_Os02g43150.2	no descriptionnot assigned not assigned not assigned not assigned not assigned PRK12323 infB PRK07764 PRK07003	not assigned.unknown	35_2

CUST_167274_PI403524517	2	0.2677989	0.7443485	0.11171675	-0.13576746	-0.14004421	-0.111717224	35_46592	"Cluster: Os06g0691700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os06g0691700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D9Y4	CHR5V7|COORD:19857011..19860970| leucine-rich repeat transmembrane protein kinase, putative	AT5G48940.1	CHR06V5|COORD:28852373..28855938|protein phytosulfokine receptor precursor, putative, expressed	LOC_Os06g47650.1	 no descriptionvery weakly similar to (54.3)AT5G48940| Symbols:  | leucine-rich repeat transmembrane protein kinase, putative | chr5:19857011-19860970 FORWARD	stress.biotic	20_1

CUST_127_PI404877155	2	0.32841206	0.13120842	0.115283966	-0.18725014	-0.2396183	-0.11528301	bah21p16_at	0	0	0	0	0	0	cytochrome c oxidase subunit 2	mitochondrial electron transport / ATP synthesis.cytochrome c oxidase	9_7

CUST_53817_PI403524517	2	-0.61024	-1.2192607	1.7526302	0.610239	1.0335121	-0.65696526	35_15314	"Cluster: Patatin-like phospholipase family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Patatin-like phospholipase family protein, expre"	UniRef90_Q2R189	"CHR4V7|COORD:17464910..17467052| PLA IVA/PLP1; nutrient reservoir"	AT4G37070.2	CHR11V5|COORD:23343292..23347243|protein patatin T5 precursor, putative, expressed	LOC_Os11g39990.1	" no descriptionmoderately similar to ( 434)AT4G37050| Symbols: PLP4, PLA V | PLA V/PLP4 (Patatin-like protein 4); nutrient reservoir | chr4:17457255-17459636 REVERSEmoderately similar to ( 296)PAT3_SOLTUnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Patatin COG3621 Herpes_BLLF1 Atrophin-1 APC_basic PRK07003 HPC2 KAR9 DUF1421 PRK12323 AF-4 Tymo_45kd_70kd PRK07764 Pneumo_att_G Extensin_2 Herpes_TAF50 DUF566 Herpes_UL32 GRASP55_65 Metaviral_G CTF_NFI Orthopox_A5L Coprinus_mating COG3889 COG5099 "	development.storage proteins	33_1

CUST_42483_PI403524517	2	0.13983345	0.36404514	-0.1245203	-0.19393063	-0.20554256	0.12451935	35_12207	"Cluster: Importin beta-like protein; n=2; Oryza sativa|Rep: Importin beta-like protein - Oryza sativa (Rice)"	UniRef90_Q8GTC5	CHR5V7|COORD:21731242..21733935| importin beta-2, putative	AT5G53480.1	CHR05V5|COORD:16615805..16620648|protein importin beta-1 subunit, putative, expressed	LOC_Os05g28510.4	 no descriptionvery weakly similar to (70.9)AT5G53480| Symbols:  | importin beta-2, putative | chr5:21731242-21733935 FORWARDnot assigned KAP95 	protein.targeting.nucleus	29_3_1

CUST_48437_PI403524517	2	0.30635834	-0.19309044	-0.024403572	-0.047887802	0.024402618	0.27411366	35_13840	Rep: AT4g05320/C17L7_240 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q93ZJ0	"CHR5V7|COORD:6973317..6974465| UBQ4 (ubiquitin 4); protein binding"	AT5G20620.1	CHR06V5|COORD:28400733..28403579|protein polyubiquitin containing 7 ubiquitin monomers, putative, expressed	LOC_Os06g46770.3	"no descriptionmoderately similar to ( 442)AT5G03240| Symbols: UBQ3 | UBQ3 (POLYUBIQUITIN 3); protein binding | chr5:771975-772895 REVERSEweakly similar to ( 150)UBIQ_WHEATUbiquitin - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Ubiquitin ubiquitin UBQ Nedd8 UBL AN1_N RAD23_N Scythe_N UBQ parkin_N Fubi GDX_N SF3a120_C NIRF_N ISG15_repeat2 UBI4 hPLIC_N"	protein.degradation.ubiquitin.ubiquitin	29_5_11_1

CUST_20071_PI403524517	2	0.04234028	-0.100260735	0.0304842	-0.0304842	0.077568054	-0.16661644	35_5815	Rep: H0523F07.5 protein - Oryza sativa (Rice)	UniRef90_Q01JQ8	"CHR1V7|COORD:13451679..13454267| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G22200.1); similar to Serolo (GB:ABF95668.1); similar to"	AT1G36050.1	CHR04V5|COORD:22593088..22587640|protein serologically defined breast cancer antigen NY-BR-84, putative, expressed	LOC_Os04g38340.1	"no descriptionmoderately similar to ( 413)AT1G36050| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G22200.1); similar to Serolo (GB:ABF95668.1); similar to Os04g0455900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001052965.1); contains InterPro domain Protein of unknown function DUF1692; (InterPro:IPR012936) | chr1:13451679-13454267 FORWARDnot assigned DUF1692"	not assigned.unknown	35_2

CUST_114433_PI403524517	2	0.053833008	-0.20576477	5.712509E-4	-5.722046E-4	-0.07088661	0.05173683	35_32476	Rep: Hypothetical protein OSJNBb0006J12.7 - Oryza sativa (japonica cultivar-group)	UniRef90_Q6AUL4	"CHR5V7|COORD:7960759..7967647| (MALE GAMETOGENESIS IMPAIRED ANTHERS); cation-transporting ATPase"	AT5G23630.1	CHR05V5|COORD:19541562..19526329|protein cation-transporting ATPase, putative, expressed	LOC_Os05g33390.1	no description	not assigned.unknown	35_2

CUST_17206_PI404877155	2	-1.1979771	0.31202316	-0.024962425	0.32971	-0.31076336	0.024962425	HT07M06u_at	early drought induced protein [Oryza sativa (indica cultivar-group)] gb|AAS72306.1| drought-induced hydrophobic protein [Oryza sativa (japon	AAM46894.1	hydrophobic protein (RCI2A) / low temperature and salt responsive protein (LTI6A)	At3g05880.1	protein Uncharacterized protein family, putative	Os05g04700	early drought induced protein	stress.abiotic.unspecified	20_2_99

CUST_1123_PI404877155	2	-0.032917023	0.21302223	0.08615017	-0.178792	-0.06492233	0.03291607	Contig11155_at	unknown protein [Arabidopsis thaliana] gb|AAM20073.1| unknown protein [Arabidopsis thaliana]	AAL49823.1	zinc finger protein-related / D111/G-patch domain-containing protein / RNA recognition motif (RRM)-containing	At3g54230.1	protein RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain), putative	Os02g07070	"similar to RNA recognition motif (RRM)-containing protein [Arabidopsis thaliana] (TAIR:At2g16940.1); similar to putative RNA-binding protein 10 [Oryza sativa (japonica cultivar-group)] (GB:XP_464248.1); contains InterPro domain D111/G-patch domain (InterP"	RNA.RNA binding	27_4

CUST_167741_PI403524517	2	0.36367655	0.5959997	0.0146842	-0.07739353	-0.0146842	-0.31151056	35_46723	"Cluster: CDK5 activator-binding protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: CDK5 activator-binding protein-like - Oryza sativa (japonica cult"	UniRef90_Q5Z9Z1	"CHR5V7|COORD:2116883..2119560| Identical to CDK5RAP3-like protein [Arabidopsis Thaliana] (GB:Q9FG23); similar to Os06g0320100 [Oryza sativa"	AT5G06830.1	CHR06V5|COORD:12433085..12436479|protein CDK5RAP3-like protein, putative, expressed	LOC_Os06g21560.2	"no descriptionvery weakly similar to (71.2)AT5G06830| Symbols:  | Identical to CDK5RAP3-like protein [Arabidopsis Thaliana] (GB:Q9FG23); similar to Os06g0320100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001057510.1); similar to CDK5 regulatory subunit associated protein 3 [Mus musculus] (GB:NP_084524.1); contains InterPro domain Protein of unknown function DUF773; (InterPro:IPR008491) | chr5:2116883-2119560 REVERSEnot assigned DUF773"	not assigned.unknown	35_2

CUST_4350_PI403524517	2	-0.0074853897	0.007484436	0.012438774	-0.039694786	0.15639496	-0.0940094	35_1202	Rep: Probable DNA repair protein RAD23 - Oryza sativa (Rice)	UniRef90_Q40742	CHR5V7|COORD:15421950..15424730| DNA repair protein RAD23, putative	AT5G38470.1	CHR09V5|COORD:14361992..14365948|protein DNA repair protein RAD23, putative, expressed	LOC_Os09g24200.2	 no descriptionmoderately similar to ( 317)AT5G38470| Symbols:  | DNA repair protein RAD23, putative | chr5:15421950-15424481 FORWARDmoderately similar to ( 389)RAD23_ORYSAnot assigned not assigned not assigned not assigned RAD23_N XPC-binding UBQ UBL ubiquitin PRK07764 Nedd8 PRK05648 Scythe_N PRK07003 Ubiquitin Atrophin-1 PRK12323 	DNA.repair	28_2

CUST_28513_PI403524517	2	0.25054455	-0.9190216	-0.16277313	-0.027703285	0.06638813	0.027704239	35_8240	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_96508_PI403524517	2	-0.04778576	-0.20848751	-0.048381805	0.04778576	0.056732178	0.090639114	35_27562	"Cluster: Putative cytochrome c-type biogenesis protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative cytochrome c-type biogenesis protein - Oryza s"	UniRef90_Q9AV33	CHR3V7|COORD:19220870..19221640| ATG1 (G1p-related protein)	AT3G51790.1	CHR10V5|COORD:21001807..21002970|protein ATG1, putative, expressed	LOC_Os10g39870.1	no descriptionvery weakly similar to (58.9)AT3G51790| Symbols: ATG1 | ATG1 (G1p-related protein) | chr3:19220870-19221640 REVERSE	mitochondrial electron transport / ATP synthesis.cytochrome c	9_6

CUST_8889_PI404877155	2	0.042346	0.26511765	-0.007078171	-0.03998947	0.007078171	-0.056455612	Contig26555_at	mitochondrial transcription termination factor-like protein [Oryza sativa (japonica cultivar-group)] dbj|BAD34257.1| mitochondrial transcrip	XP_466404.1	mitochondrial transcription termination factor-related / mTERF-related	At2g03050.1	protein hypothetical protein	Os02g36780	mitochondrial transcription termination factor-related / mTERF-related, contains Pfam profile PF02536: mTERF	RNA.regulation of transcription.unclassified	27_3_99

CUST_171267_PI403524517	2	-0.044211388	0.474576	0.21601105	-0.04459381	0.044210434	-0.26815033	35_47712	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_34371_PI403524517	2	-0.026025772	-0.56233215	0.026026726	0.20643806	0.21155548	-0.29953957	35_9909	"Cluster: Putative thioredoxin; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative thioredoxin - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7Y0D4	"CHR4V7|COORD:17509830..17511224| HCF164 (High chlorophyll fluorescence 164); thiol-disulfide exchange intermediate"	AT4G37200.1	CHR03V5|COORD:31720359..31717212|protein thiol disulfide interchange protein txlA, putative, expressed	LOC_Os03g55820.1	"no descriptionweakly similar to ( 126)AT4G37200| Symbols: HCF164 | HCF164 (High chlorophyll fluorescence 164); thiol-disulfide exchange intermediate | chr4:17509830-17511224 REVERSETxlA"	protein assembly and cofactor ligation	29_8

CUST_51209_PI403524517	2	-0.014352798	-0.25344658	-0.030189514	0.024812698	0.05908394	0.014352798	35_14601	"Cluster: Hypothetical protein OJ1005_B11.18; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1005_B11.18 - Oryza sativa (japonica cultiv"	UniRef90_Q6L527	CHR1V7|COORD:26054155..26055506| beta-1,3-glucanase-related	AT1G69295.1	CHR05V5|COORD:25316035..25318657|protein GPI-anchored protein, putative, expressed	LOC_Os05g43690.1	 no descriptionweakly similar to ( 104)AT1G69295| Symbols:  | beta-1,3-glucanase-related | chr1:26054155-26055506 REVERSEvery weakly similar to (87.4)E13B_WHEATGlucan endo-1,3-beta-glucosidase precursor - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned X8 PRK07003 PRK12323 PRK07764 PRK05648 Atrophin-1 Herpes_BLLF1 PRK12372 PRK10819 Drf_FH1 TT_ORF1 GRASP55_65 	not assigned.no ontology	35_1

CUST_10016_PI399408534	2	0.14314651	-0.4830532	-0.30670166	0.12761497	-0.12761593	0.19971275	35_1836	"Cluster: 24-methylenesterol C-methyltransferase 2; n=2; Oryza sativa|Rep: 24-methylenesterol C-methyltransferase 2 - Oryza sativa (Rice)"	UniRef90_O82427	CHR1V7|COORD:7038958..7040043| SMT2 (STEROL METHYLTRANSFERASE 2)	AT1G20330.1	CHR03V5|COORD:1982221..1984095|protein 24-methylenesterol C-methyltransferase 2, putative, expressed	LOC_Os03g04340.1	 no descriptionhighly similar to ( 501)AT1G20330| Symbols: CVP1, FRL1, SMT2 | SMT2 (STEROL METHYLTRANSFERASE 2) | chr1:7038958-7040043 REVERSEhighly similar to ( 630)SMT2_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Sterol_MT_C Methyltransf_11 PRK08317 UbiE Cfa ubiE CMAS Ubie_methyltran PRK11705 PRK07003 Herpes_BLLF1 arsM Methyltransf_12 COG1041 TT_ORF1 PRK12323 SmtA UbiG DUF566 Atrophin-1 DUF1509 APC_basic PRK05134 rrmA Gag_spuma KAR9 	hormone metabolism.brassinosteroid.synthesis-degradation.sterols.SMT	17_3_1_2_2

CUST_88293_PI403524517	2	-0.64174175	-0.043538094	0.27474403	0.043538094	0.38053703	-0.29695225	35_25277	"Cluster: Os01g0699600 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0699600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JK34	0	0	CHR01V5|COORD:29274892..29272075|protein mitogen-activated protein kinase kinase kinase 2, putative, expressed	LOC_Os01g50420.1	no description	not assigned.unknown	35_2

CUST_11889_PI403524517	2	0.16411686	-0.10369015	0.05726719	0.02077198	-0.02077198	-0.21529818	35_3382	"Cluster: DnaJ domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: DnaJ domain containing protein, expressed - Oryza sativa (j"	UniRef90_Q2QQD1	CHR5V7|COORD:7222297..7223403| DNAJ heat shock N-terminal domain-containing protein	AT5G21430.1	CHR12V5|COORD:18892094..18889665|protein heat shock protein binding protein, putative, expressed	LOC_Os12g31460.1	no descriptionweakly similar to ( 170)AT5G21430| Symbols:  | heat shock protein binding | chr5:7222297-7223403 FORWARDDnaJ	stress.abiotic.heat	20_2_1

CUST_42983_PI403524517	2	0.11946726	0.63905144	-0.11946726	-0.28641415	0.3405161	-0.1804676	35_12344	"Cluster: P53 binding protein-like; n=3; Oryza sativa (japonica cultivar-group)|Rep: P53 binding protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7F1K4	CHR1V7|COORD:25213488..25216075| zinc finger (Ran-binding) family protein	AT1G67325.1	CHR08V5|COORD:25804243..25809602|protein Zn-finger, RanBP-type, containing protein, expressed	LOC_Os08g41010.7	no description	not assigned.unknown	35_2

CUST_74534_PI403524517	2	0.1796732	-0.062221527	0.012877464	-0.050822258	0.011942863	-0.011943817	35_21373	Rep: H0523F07.5 protein - Oryza sativa (Rice)	UniRef90_Q01JQ8	"CHR1V7|COORD:13451679..13454267| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G22200.1); similar to Serolo (GB:ABF95668.1); similar to"	AT1G36050.1	CHR04V5|COORD:22593088..22587640|protein serologically defined breast cancer antigen NY-BR-84, putative, expressed	LOC_Os04g38340.1	"no descriptionweakly similar to ( 176)AT1G36050| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G22200.1); similar to Serolo (GB:ABF95668.1); similar to Os04g0455900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001052965.1); contains InterPro domain Protein of unknown function DUF1692; (InterPro:IPR012936) | chr1:13451679-13454267 FORWARDnot assigned DUF1692"	not assigned.unknown	35_2

CUST_7714_PI404877155	2	0.6052308	0.040695667	0.28671837	-0.80896187	-0.840116	-0.040695667	Contig22626_at	putative proton-dependent oligopeptide transport [Oryza sativa (japonica cultivar-group)] gb|AAP53384.1| putative proton-dependent oligopept	NP_921097.1	peptide transporter (PTR2-B) / oligopeptide transporter 1-1, putative (OPT1-1)	At2g02040.1	protein POT family, putative	Os10g22560	putative LeOPT1 - oligopeptide transporter	transport.amino acids	34_3

CUST_61029_PI403524517	2	0.09716034	0.2702875	-0.041962624	-0.099990845	-0.009339333	0.009340286	35_17406	"Cluster: Putative zinc finger and C2 domain protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative zinc finger and C2 domain protein - Oryza sativa"	UniRef90_Q6Z653	CHR4|COORD:11284387..11286755| zinc finger and C2 domain protein (ZAC), identical to zinc finger and C2 domain protein GI:9957238 from (Arabidopsis thaliana)	AT4G21160.4	CHR02V5|COORD:29996944..29991699|protein ZAC, putative, expressed	LOC_Os02g49070.1	" no descriptionmoderately similar to ( 384)AT4G21160| Symbols: AGD12, ZAC | ZAC (ARF-GAP DOMAIN 12); ARF GTPase activator | chr4:11284704-11286542 FORWARDvery weakly similar to (58.9)ERG1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned ArfGap ArfGap COG5347 C2 C2 C2 C2_1 COG5038 "	not assigned.no ontology.C2 domain-containing protein	35_1_19

CUST_140460_PI403524517	2	0.08026409	0.10540867	-0.10513115	-0.012556076	-0.28147125	0.01255703	35_39384	"Cluster: Putative membrane protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative membrane protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6YSE8	CHR5V7|COORD:6943538..6946317| WAV2 (WAVY GROWTH 2)	AT5G20520.1	CHR07V5|COORD:25005528..25010899|protein protein bem46, putative, expressed	LOC_Os07g41730.1	no descriptionvery weakly similar to (54.3)AT5G20520| Symbols: WAV2 | WAV2 (WAVY GROWTH 2) | chr5:6943538-6946317 REVERSE	not assigned.unknown	35_2

CUST_72645_PI403524517	2	0.02469492	-0.54972124	0.09414911	-0.15388727	-0.024694443	0.18375397	35_20824	"Cluster: Os01g0175700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0175700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JQ89	CHR1V7|COORD:5310191..5313371| anion exchange family protein	AT1G15460.1	CHR01V5|COORD:3880853..3874871|protein boron transporter-like protein 2, putative, expressed	LOC_Os01g08020.1	no descriptionmoderately similar to ( 226)AT1G15460| Symbols:  | anion exchange family protein | chr1:5310191-5313371 REVERSEnot assigned HCO3_cotransp	transport.unspecified anions	34_18

CUST_107770_PI403524517	2	0.029162407	0.68122864	0.59230614	-0.48481655	-0.5109129	-0.02916336	35_30666	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_171030_PI403524517	2	0.06488228	-0.2730198	-0.028352737	0.06488228	0.002532959	-0.002532959	35_47641	"Cluster: Glyceraldehyde-3-phosphate dehydrogenase, cytosolic 3; n=11; commelinids|Rep: Glyceraldehyde-3-phosphate dehydrogenase, cytosolic 3 -"	UniRef90_Q43247	"CHR3V7|COORD:1081084..1083138| GAPC (GLYCERALDEHYDE-3-PHOSPHATE DEHYDROGENASE C SUBUNIT); glyceraldehyde-3-phosphate dehydrogenase"	AT3G04120.1	CHR04V5|COORD:24086354..24090074|protein glyceraldehyde-3-phosphate dehydrogenase, cytosolic 3, putative, expressed	LOC_Os04g40950.2	" no descriptionweakly similar to ( 118)AT3G04120| Symbols: GAPC-1, GAPC | GAPC (GLYCERALDEHYDE-3-PHOSPHATE DEHYDROGENASE C SUBUNIT); glyceraldehyde-3-phosphate dehydrogenase | chr3:1081084-1083138 FORWARDweakly similar to ( 147)G3PC_HORVUGlyceraldehyde-3-phosphate dehydrogenase, cytosolic - Hordeum vulgare (Barley)not assigned GapA PRK07729 PRK08955 PRK07403 Gp_dh_C PRK08289 "	glycolysis.glyceraldehyde 3-phosphate dehydrogenase	4_9

CUST_5384_PI403524517	2	0.30360508	0.07530022	0.16248131	-0.14037418	-0.16549301	-0.07529926	35_1486	"Cluster: Clathrin heavy chain, putative, expressed; n=11; Magnoliophyta|Rep: Clathrin heavy chain, putative, expressed - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2RBN7	CHR3V7|COORD:2587177..2595417| clathrin heavy chain, putative	AT3G08530.1	CHR12V5|COORD:248725..258877|protein clathrin heavy chain, putative, expressed	LOC_Os12g01390.1	 no descriptionmoderately similar to ( 272)AT3G08530| Symbols:  | clathrin heavy chain, putative | chr3:2587177-2595417 REVERSEnot assigned Clathrin CLH 	cell. vesicle transport	31_4

CUST_64387_PI403524517	2	0.25121117	-0.2552662	-0.059716225	-0.023592949	0.023592949	0.043821335	35_18383	"Cluster: Os01g0593600 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0593600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JLK2	CHR1|COORD:30089007..30090492| expressed protein	AT1G79975.1	CHR01V5|COORD:23566661..23570842|protein protein SYS1, putative, expressed	LOC_Os01g41040.1	"no descriptionmoderately similar to ( 219)AT1G79975| Symbols:  | similar to Os01g0593600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001043462.1); similar to hypothetical protein DDBDRAFT_0190211 [Dictyostelium discoideum AX4] (GB:XP_645912.1); contains domain SUBFAMILY NOT NAMED (PTHR12952:SF5); contains domain FAMILY NOT NAMED (PTHR12952) | chr1:30089415-30090087 FORWARDnot assigned not assigned"	not assigned.unknown	35_2

CUST_19776_PI403524517	2	-0.46985435	0.6990967	-0.13854599	0.13854504	-0.4609537	0.20168209	35_5734	"Cluster: Chloroplast nucleoid DNA-binding protein-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Chloroplast nucleoid DNA-binding protein-like p"	UniRef90_Q7XJ13	CHR4V7|COORD:16993342..16995724| aspartyl protease family protein	AT4G35880.1	CHR06V5|COORD:30508420..30511325|protein aspartic-type endopeptidase/ pepsin A, putative, expressed	LOC_Os06g50390.1	no descriptionmoderately similar to ( 291)AT4G35880| Symbols:  | aspartyl protease family protein | chr4:16993342-16995724 FORWARDvery weakly similar to (74.7)ASP1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Asp PRK07003 PRK12678 PRK07764 PRK12323 APC_basic	protein.degradation.aspartate protease	29_5_4

CUST_2638_PI404877155	2	-0.009407043	-0.27293205	-0.370162	0.26605415	0.114201546	0.00940609	Contig13064_at	putative transcription factor MADS32 [Triticum aestivum]	CAE53899.1	agamous-like MADS box protein AGL8 / FRUITFULL (AGL8)	At5g60910.1	protein SRF-type transcription factor (DNA-binding and dimerisation domain), putative	Os01g52680	NONE	RNA.regulation of transcription.MADS box transcription factor family	27_3_24

CUST_11415_PI403524517	2	0.08450699	0.38090515	-0.041811943	-0.123018265	-0.14837265	0.041811943	35_3240	"Cluster: Putative SF21C1 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative SF21C1 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5Z901	CHR5V7|COORD:22975212..22977832| Ndr family protein	AT5G56750.1	CHR06V5|COORD:21640997..21636462|protein pollen-specific protein SF21, putative, expressed	LOC_Os06g36740.1	no descriptionhighly similar to ( 501)AT5G56750| Symbols:  | Ndr family protein | chr5:22975212-22977832 FORWARDmoderately similar to ( 421)SF21_HELANPollen-specific protein SF21 - Helianthus annuus (Common sunflower)not assigned not assigned Ndr MhpC Abhydrolase_1	not assigned.no ontology	35_1

CUST_63006_PI403524517	2	0.08061886	-0.27685928	-0.010831833	0.010831833	-0.04001999	0.015533447	35_17974	"Cluster: Tetrahydrofolate dehydrogenase/cyclohydrolase; n=1; Medicago truncatula|Rep: Tetrahydrofolate dehydrogenase/cyclohydrolase - Medicago truncatula"	UniRef90_Q2HVK9	CHR4V7|COORD:259265..260788| tetrahydrofolate dehydrogenase/cyclohydrolase, putative	AT4G00620.1	CHR02V5|COORD:1089571..1086158|protein C-1-tetrahydrofolate synthase, cytoplasmic, putative, expressed	LOC_Os02g02850.1	 no descriptionmoderately similar to ( 474)AT4G00620| Symbols:  | tetrahydrofolate dehydrogenase/cyclohydrolase, putative | chr4:259265-260788 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned FolD PRK10792 THF_DHG_CYH_C THF_DHG_CYH PRK12323 PRK07764 Drf_FH1 PRK12678 PRK07003 PRK05648 	C1-metabolism.Methylenetetrahydrofolate dehydrogenase & Methenyltetrahydrofolate cyclohydrolase	25_5

CUST_4093_PI399408534	2	-0.060172558	0.6086874	-0.033226013	0.16701698	-0.031001568	0.031001091	35_45379	"Cluster: Putative bZIP transcription factor; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative bZIP transcription factor - Oryza sativa (japonica"	UniRef90_Q8S5V5	CHR4V7|COORD:18139558..18141514| bZIP protein	AT4G38900.2	CHR03V5|COORD:1529769..1532164|protein DNA binding protein, putative, expressed	LOC_Os03g03550.1	no descriptionweakly similar to ( 108)AT4G38900| Symbols:  | DNA binding | chr4:18139558-18141514 REVERSEvery weakly similar to (80.1)RF2A_ORYSABRLZ PRK12323 bZIP_1	RNA.regulation of transcription.bZIP transcription factor family	27_3_35

CUST_3831_PI403524517	2	-0.013960838	1.056364	-0.08062744	0.07067585	-0.24238205	0.013960838	35_1051	"Cluster: Methylenetetrahydrofolate reductase 1; n=4; Poaceae|Rep: Methylenetetrahydrofolate reductase 1 - Zea mays (Maize)"	UniRef90_Q9SE94	"CHR2V7|COORD:18269377..18272261| MTHFR2 (METHYLENETETRAHYDROFOLATE REDUCTASE 2); methylenetetrahydrofolate reductase (NADPH)"	AT2G44160.1	CHR03V5|COORD:34112270..34106735|protein methylenetetrahydrofolate reductase, putative, expressed	LOC_Os03g60090.2	"no descriptionweakly similar to ( 134)AT2G44160| Symbols: MTHFR2 | MTHFR2 (METHYLENETETRAHYDROFOLATE REDUCTASE 2); methylenetetrahydrofolate reductase (NADPH) | chr2:18269377-18272261 FORWARDweakly similar to ( 151)MTHR_ORYSAnot assigned"	C1-metabolism	25

CUST_28879_PI403524517	2	0.05085373	-0.6084418	-0.04993725	0.04993725	-0.2169199	0.20162296	35_8346	"Cluster: Putative mitotic control protein dis3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative mitotic control protein dis3 - Oryza sativa (japonica"	UniRef90_Q8H885	CHR2V7|COORD:7616477..7622963| ribonuclease II family protein	AT2G17510.1	CHR03V5|COORD:1639785..1631539|protein exosome complex exonuclease RRP44, putative, expressed	LOC_Os03g03710.1	no descriptionweakly similar to ( 107)AT2G17510| Symbols:  | ribonuclease II family protein | chr2:7616477-7622963 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned TT_ORF1 PRK07003	cell.division	31_2

CUST_104328_PI403524517	2	-0.16085815	0.062412262	0.25120354	0.0062966347	-0.006296158	-0.113051414	35_29732	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_33148_PI399408534	2	0.23535728	0.4459057	-0.015882492	-0.10275078	0.015883446	-0.11415768	35_38417	"Cluster: OSJNBa0088K19.9 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0088K19.9 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XQB5	CHR3V7|COORD:5039938..5044818| PHD finger transcription factor, putative	AT3G14980.1	CHR04V5|COORD:21378606..21371847|protein PHD-finger family protein, expressed	LOC_Os04g35430.1	 no descriptionweakly similar to ( 194)AT3G14980| Symbols:  | PHD finger transcription factor, putative | chr3:5039938-5044818 REVERSEnot assigned not assigned not assigned PHD PHD 	RNA.regulation of transcription.PHD finger transcription factor	27_3_63

CUST_125234_PI403524517	2	0.25863552	-0.9324808	-0.18353939	0.13290119	0.16448879	-0.13290119	35_35278	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_7889_PI399408534	2	0.015415192	0.16880703	-0.2835884	-0.10056496	-0.015415192	0.03741741	35_23427	Rep: DNA methyltransferase ZMET4 - Zea mays (Maize)	UniRef90_Q94IR0	"CHR5V7|COORD:8870072..8872202| DNMT2 (DNA METHYLTRANSFERASE-2); DNA binding"	AT5G25480.1	0	0	"no descriptionweakly similar to ( 176)AT5G25480| Symbols: DNMT2 | DNMT2 (DNA METHYLTRANSFERASE-2); DNA binding | chr5:8870072-8872202 REVERSEnot assigned Cyt_C5_DNA_methylase"	RNA.regulation of transcription.DNA methyltransferases	27_3_46

CUST_2686_PI399408534	2	0.018439293	-0.5145807	-0.0030202866	0.6364765	-1.3851485	0.003019333	35_4766	Rep: WRKY transcription factor 45 - Oryza sativa (Rice)	UniRef90_Q20DP9	"CHR3V7|COORD:20920061..20921388| WRKY70 (WRKY DNA-binding protein 70); transcription factor"	AT3G56400.1	CHR05V5|COORD:14913495..14915716|protein OsWRKY45 - Superfamily of rice TFs having WRKY and zinc finger domains, expressed	LOC_Os05g25770.1	" no descriptionvery weakly similar to (72.8)AT3G56400| Symbols: ATWRKY70, WRKY70 | WRKY70 (WRKY DNA-binding protein 70); transcription factor | chr3:20920061-20921388 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned WRKY PRK07764 PRK07003 PRK12323 APC_basic Tymo_45kd_70kd FAP Atrophin-1 "	RNA.regulation of transcription.WRKY domain transcription factor family	27_3_32

CUST_154904_PI403524517	2	-0.09882927	-0.012705803	0.012705326	0.035303116	0.07642746	-0.0396986	35_43277	0	0	CHR1V7|COORD:16816094..16817173| DNA binding / ligand-dependent nuclear receptor	AT1G44191.1	CHR03V5|COORD:3165048..3163603|protein late embryogenesis abundant protein D-34, putative, expressed	LOC_Os03g06360.2	no description	not assigned.unknown	35_2

CUST_18476_PI403524517	2	0.066617966	-0.1076746	-0.09950352	-0.0316267	0.031625748	0.059412956	35_5339	"Cluster: Putative DNA polymerase V; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative DNA polymerase V - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z0Z0	CHR5V7|COORD:25773642..25778348| DNA polymerase V family	AT5G64420.1	CHR02V5|COORD:1882715..1888951|protein DNA binding protein, putative, expressed	LOC_Os02g04270.1	no descriptionmoderately similar to ( 285)AT5G64420| Symbols:  | DNA polymerase V family | chr5:25773642-25778348 FORWARDnot assigned not assigned not assigned not assigned not assigned DNA_pol_phi PRK02363 COG5137	DNA.repair	28_2

CUST_31496_PI403524517	2	-0.036128998	0.46843338	0.1333847	0.009372711	-0.11771202	-0.009372711	35_9090	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_48449_PI403524517	2	0.47370338	-0.7785454	-0.23664951	0.26909637	0.23664951	-0.5116024	35_13843	"Cluster: Plasma membrane intrinsic protein 1; n=1; Triticum aestivum|Rep: Plasma membrane intrinsic protein 1 - Triticum aestivum (Wheat)"	UniRef90_Q9M7C4	"CHR3V7|COORD:19814884..19816432| PIP2A (plasma membrane intrinsic protein 2;1)"	AT3G53420.2	CHR07V5|COORD:15404748..15408107|protein aquaporin PIP2.1, putative, expressed	LOC_Os07g26690.2	" no descriptionweakly similar to ( 139)AT3G53420| Symbols: PIP2, PIP2;1, PIP2A | PIP2A (plasma membrane intrinsic protein 2;1) | chr3:19814884-19816432 REVERSEweakly similar to ( 183)PIP21_ORYSAnot assigned not assigned MIP MIP "	transport.Major Intrinsic Proteins.PIP	34_19_1

CUST_30993_PI403524517	2	0.07447815	0.44725132	0.029331207	-0.12099266	-0.029332161	-0.038479805	35_8944	"Cluster: Aspartate aminotransferase; n=1; Aspergillus terreus NIH2624|Rep: Aspartate aminotransferase - Aspergillus terreus NIH2624"	UniRef90_Q0CPI2	0	0	0	0	no description	not assigned.unknown	35_2

CUST_128087_PI403524517	2	0.0016527176	0.5082016	-0.0016527176	-0.32209682	0.030712128	-0.22210312	35_36011	Rep: Hypothetical protein - Gibberella zeae (Fusarium graminearum)	UniRef90_Q4IBZ4	"CHR1V7|COORD:17563954..17565299| OSB1 (ORGANELLAR SINGLE-STRANDED); single-stranded DNA binding"	AT1G47720.1	CHR03V5|COORD:23050994..23047775|protein single-strand binding protein family protein, expressed	LOC_Os03g41530.2	"no descriptionvery weakly similar to (53.1)AT1G47720| Symbols: OSB1 | OSB1 (ORGANELLAR SINGLE-STRANDED); single-stranded DNA binding | chr1:17563954-17565299 REVERSEnot assigned CenpB-DNA-bind CENPB"	not assigned.unknown	35_2

CUST_67909_PI403524517	2	-0.057077885	0.4193573	0.30275536	-0.021210194	-0.107337475	0.021209717	35_19403	"Cluster: Hypothetical protein P0462H08.32-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0462H08.32-1 - Oryza sativa (japonica cultiv"	UniRef90_Q5NAV8	CHR5V7|COORD:6192738..6195373| protein kinase family protein	AT5G18610.1	CHR01V5|COORD:8679731..8684383|protein protein kinase APK1B, chloroplast precursor, putative, expressed	LOC_Os01g15470.3	no descriptionmoderately similar to ( 265)AT5G18610| Symbols:  | protein kinase family protein | chr5:6192738-6195373 FORWARDweakly similar to ( 124)NORK_MEDTRNodulation receptor kinase precursor - Medicago truncatula (Barrel medic)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase Pkinase_Tyr PTKc TyrKc SPS1 PTKc_EGFR_like PTKc_Srm_Brk PTKc_Ack_like PTKc_Fyn_Yrk PTKc_Src_like PTKc_Chk PTKc_Yes PTKc_Ror PTKc_Lck_Blk PTKc_Jak_rpt2 PTKc_Jak2_Jak3_rpt2 PTKc_Src PTKc_DDR1 PTKc_Csk_like PTK_HER3 PTKc_Lyn PTKc_HER2 PTKc_Frk_like PTKc_Tec_Rlk PTKc_Met_Ron PTKc_Tec_like PTKc_RET PTKc_Zap-70 PTKc_Itk PTKc_FGFR PTKc_TrkA PTKc_Hck PTKc_Ror1 PTKc_DDR2 PTKc_Syk_like	protein.postranslational modification.kinase.receptor like cytoplasmatic kinase VII	29_4_1_57

CUST_74216_PI403524517	2	0.14144135	-0.046299934	-0.14346886	-0.0068473816	0.006846428	0.03955555	35_21283	"Cluster: Hypothetical protein P0643F09.3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0643F09.3 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6K6C2	CHR5V7|COORD:14822667..14825343| similar to Os02g0815400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001048502.1)	AT5G37360.1	CHR02V5|COORD:34920767..34923520|protein expressed protein	LOC_Os02g57030.1	no description	not assigned.unknown	35_2

CUST_74824_PI403524517	2	-0.08571243	0.004752159	-0.004752159	-0.04089451	0.020524979	0.014393806	35_21453	"Cluster: Putative 2-oxoglutarate dehydrogenase, E1 subunit; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative 2-oxoglutarate dehydrogenase, E1 subunit -"	UniRef90_Q6Z3X5	CHR5V7|COORD:26321438..26325173| 2-oxoglutarate dehydrogenase E1 component, putative / oxoglutarate decarboxylase, putative / alpha-ketoglutaric	AT5G65750.1	CHR07V5|COORD:29655167..29660816|protein 2-oxoglutarate dehydrogenase E1 component, mitochondrial precursor, putative, expressed	LOC_Os07g49520.1	 no descriptionmoderately similar to ( 401)AT5G65750| Symbols:  | 2-oxoglutarate dehydrogenase E1 component, putative / oxoglutarate decarboxylase, putative / alpha-ketoglutaric dehydrogenase, putative | chr5:26321438-26325173 FORWARDnot assigned not assigned kgd SucA kgd Transket_pyr 	TCA / org. transformation.TCA.2-oxoglutarate dehydrogenase	8_1_5

CUST_33132_PI403524517	2	0.021308899	0.7898531	0.11029911	-0.081422806	-0.04966259	-0.021308899	35_9553	"Cluster: Uncharacterized protein family UPF0016 containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Uncharacterized protein family"	UniRef90_Q2R2Z4	"CHR4V7|COORD:7901365..7903788| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G64150.1); similar to transmembrane protein FT27 [Synechocystis sp."	AT4G13590.1	CHR11V5|COORD:19512084..19507286|protein expressed protein	LOC_Os11g34180.1	"no descriptionmoderately similar to ( 202)AT4G13590| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G64150.1); similar to transmembrane protein FT27 [Synechocystis sp. PCC 6803] (GB:NP_442278.1); similar to Os11g0544500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001068053.1); contains InterPro domain Protein of unknown function UPF0016; (InterPro:IPR001727) | chr4:7901365-7903788 REVERSEnot assigned UPF0016 COG2119"	not assigned.unknown	35_2

CUST_26079_PI403524517	2	0.29735088	-0.9893198	-0.03820896	-0.018173218	0.12902164	0.018173218	35_7555	"Cluster: Putative FAS1; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative FAS1 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5N8N5	CHR1V7|COORD:24323569..24327542| FAS1 (FASCIATA 1)	AT1G65470.1	CHR01V5|COORD:39280512..39286189|protein expressed protein	LOC_Os01g67100.1	 no descriptionmoderately similar to ( 213)AT1G65470| Symbols: NFB2, FAS1 | FAS1 (FASCIATA 1) | chr1:24323569-24327542 REVERSEnot assigned 	DNA.synthesis/chromatin structure	28_1

CUST_7009_PI403524517	2	0.015163422	-1.1634932	0.18217516	-0.015163422	0.56290865	-0.1499939	35_1944	Rep: Profilin-1 - Phleum pratense (Common timothy)	UniRef90_P35079	"CHR2V7|COORD:8526967..8528201| PRF5 (PROFILIN5); actin binding / actin monomer binding"	AT2G19770.1	CHR10V5|COORD:8606979..8605864|protein profilin A, putative, expressed	LOC_Os10g17680.1	"no descriptionmoderately similar to ( 206)AT2G19770| Symbols: PRF5 | PRF5 (PROFILIN5); actin binding / actin monomer binding | chr2:8526967-8528201 REVERSEmoderately similar to ( 229)PROFA_ORYSAnot assigned Profilin PROF PROF"	cell.organisation	31_1

CUST_4314_PI404877155	2	0.31190968	-1.1108685	-0.37598324	0.42813206	0.35211754	-0.31190968	Contig1523_at	OSJNBa0036B21.6 [Oryza sativa (japonica cultivar-group)] ref|XP_472726.1| OSJNBa0036B21.6 [Oryza sativa (japonica cultivar-group)]	CAD40888.1	chlorophyll A-B binding protein, chloroplast (LHCB6)	At1g15820.1	protein chlorophyll a/b-binding apoprotein CP24 precursor - maize	Os04g38410	chlorophyll binding protein GI:169213	PS.lightreaction.photosystem II.LHC-II	1_01_01_01

CUST_489_PI403524517	2	-0.05827713	-0.102585316	0.05827713	0.20170212	0.47053957	-0.36825657	35_128	Rep: Putative phospholipase - Oryza sativa (Rice)	UniRef90_Q94GR5	"CHR2V7|COORD:2842472..2843209| ATSPLA2-ALPHA/PLA2-ALPHA (PHOSPHOLIPASE A2-ALPHA); phospholipase A2"	AT2G06925.1	CHR03V5|COORD:28497524..28499203|protein phospholipase A2, putative, expressed	LOC_Os03g50030.1	" no descriptionweakly similar to ( 108)AT2G06925| Symbols: ATSPLA2-ALPHA, PLA2-ALPHA | ATSPLA2-ALPHA/PLA2-ALPHA (PHOSPHOLIPASE A2-ALPHA); phospholipase A2 | chr2:2842472-2843209 REVERSEPLA2_plant PLA2_like "	lipid metabolism.lipid degradation.lysophospholipases.phospholipase A2	11_9_3_4

CUST_89523_PI403524517	2	0.019130707	-1.0124187	-0.1121788	0.14984608	0.016804695	-0.016804695	35_25611	"Cluster: 30S ribosomal protein S1-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: 30S ribosomal protein S1-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5ZC75	CHR1V7|COORD:26987406..26989555| S1 RNA-binding domain-containing protein	AT1G71720.1	CHR01V5|COORD:23310024..23306790|protein RNA binding protein, putative, expressed	LOC_Os01g40640.3	 no descriptionweakly similar to ( 126)AT1G71720| Symbols:  | S1 RNA-binding domain-containing protein | chr1:26987406-26989555 FORWARDvery weakly similar to (50.4)RR1_SPIOL30S ribosomal protein S1, chloroplast precursor - Spinacia oleracea (Spinach)PRK07400 RpsA 	protein.synthesis.mito/plastid ribosomal protein.plastid	29_2_1_1

CUST_15317_PI404877155	2	-0.45932722	0.2834463	0.16762829	1.7542906	-0.3707776	-0.16762877	Contig9172_s_at	probable germin protein 4 [Oryza sativa (japonica cultivar-group)] dbj|BAB64225.1| putative nectarin I [Oryza sativa (japonica cultivar-grou	NP_912610.1	germin-like protein (GLP4) (GLP5)	At1g09560.1	protein Cupin, putative	Os01g18170	NONE	stress.abiotic.unspecified	20_2_99

CUST_132460_PI403524517	2	-0.0019817352	-0.0720768	0.0019817352	0.22891998	-0.11554241	0.10453701	35_37199	"Cluster: Putative alkaline/neutral invertase; n=2; Oryza sativa|Rep: Putative alkaline/neutral invertase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69T31	CHR1V7|COORD:8013518..8015636| beta-fructofuranosidase, putative / invertase, putative / saccharase, putative / beta-fructosidase, putative	AT1G22650.1	CHR02V5|COORD:20716052..20712022|protein neutral/alkaline invertase, putative, expressed	LOC_Os02g34560.1	 no descriptionweakly similar to ( 141)AT1G22650| Symbols:  | beta-fructofuranosidase, putative / invertase, putative / saccharase, putative / beta-fructosidase, putative | chr1:8013518-8015636 REVERSEInvertase_neut 	major CHO metabolism.degradation.sucrose.invertases.neutral	2_2_1_3_1

CUST_43546_PI403524517	2	0.11748886	0.12997723	-0.009426117	-0.048373222	-0.34763718	0.009425163	35_12499	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_48002_PI403524517	2	0.083120346	0.614419	0.014514923	-0.19065475	-0.014514923	-0.023620605	35_13728	"Cluster: Os01g0316900 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0316900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JN83	CHR2V7|COORD:18185910..18190899| endonuclease/exonuclease/phosphatase family protein	AT2G43900.1	CHR01V5|COORD:11956610..11964440|protein expressed protein	LOC_Os01g21450.3	" no descriptionvery weakly similar to (50.8)AT3G59670| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G37440.2); similar to Os05g0366300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001055330.1); similar to Os05g0365200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001055324.1); similar to Os01g0316900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001042881.1); contains domain GHMP Kinase, C-terminal domain (SSF55060) | chr3:22051462-22053357 FORWARD"	not assigned.unknown	35_2

CUST_35683_PI403524517	2	0.31017494	0.2611103	0.09619522	-0.15148067	-0.16256046	-0.09619427	35_10291	"Cluster: Serine/arginine repetitive matrix 1; n=1; Mus musculus|Rep: Serine/arginine repetitive matrix 1 - Mus musculus (Mouse)"	UniRef90_A2A8V9	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	CHR06V5|COORD:27959871..27970325|protein expressed protein	LOC_Os06g46149.2	no descriptionnot assigned	not assigned.unknown	35_2

CUST_73147_PI403524517	2	0.088643074	0.51358986	0.16006565	-0.08864403	-0.13113403	-0.3934188	35_20975	"Cluster: AT-hook motif nuclear localized protein 2; n=1; Oryza sativa (japonica cultivar-group)|Rep: AT-hook motif nuclear localized protein 2 - Oryza sativa"	UniRef90_A1A6F0	0	0	CHR08V5|COORD:25276260..25272100|protein AT-hook protein 1, putative, expressed	LOC_Os08g40150.2	no description	not assigned.unknown	35_2

CUST_56956_PI403524517	2	-0.0021829605	0.16088963	-0.06911087	0.0021829605	-0.0060243607	0.004712105	35_16233	Rep: OSIGBa0116M22.11 protein - Oryza sativa (Rice)	UniRef90_Q01JY8	"CHR4V7|COORD:16774499..16776238| IDH1 (ISOCITRATE DEHYDROGENASE 1); isocitrate dehydrogenase (NAD+)"	AT4G35260.1	CHR02V5|COORD:23104521..23101062|protein isocitrate dehydrogenase subunit 1, mitochondrial precursor, putative, expressed	LOC_Os02g38200.1	" no descriptionhighly similar to ( 588)AT4G35260| Symbols: IDH1 | IDH1 (ISOCITRATE DEHYDROGENASE 1); isocitrate dehydrogenase (NAD+) | chr4:16774499-16776238 REVERSEmoderately similar to ( 289)LEU3_SOLTU3-isopropylmalate dehydrogenase, chloroplast precursor - Solanum tuberosum (Potato)not assigned not assigned not assigned LeuB PRK08997 PRK09222 Iso_dh PRK00772 Icd PRK07006 PRK03437 PRK06451 PRK08194 PRK07362 PRK12323 "	TCA / org. transformation.TCA.IDH	8_1_4

CUST_34148_PI399408534	2	-0.11400795	0.32246017	0.09095955	-0.09410381	0.06935406	-0.06935406	35_3174	"Cluster: Transposon protein, putative, unclassified, expressed; n=4; Oryza sativa (japonica cultivar-group)|Rep: Transposon protein, putative, unclassified, exp"	UniRef90_Q109D4	CHR4V7|COORD:9434590..9437187| oxidoreductase, 2OG-Fe(II) oxygenase family protein	AT4G16770.1	CHR10V5|COORD:19963523..19969788|protein transposon protein, putative, unclassified, expressed	LOC_Os10g37899.1	 no descriptionweakly similar to ( 150)AT4G16770| Symbols:  | oxidoreductase, 2OG-Fe(II) oxygenase family protein | chr4:9434590-9437187 REVERSEnot assigned PcbC 	hormone metabolism.gibberelin.synthesis-degradation	17_6_1

CUST_33036_PI403524517	2	-0.031187534	-0.0021362305	-0.02829504	0.1551857	0.009080887	0.0021357536	35_9526	Rep: UPI0000D8B970 UniRef100 entry - Danio rerio	UniRef90_UPI0000D8B970	CHR5V7|COORD:19852631..19853248| hydroxyproline-rich glycoprotein family protein	AT5G48920.1	CHR07V5|COORD:13353603..13352403|protein vegetative cell wall protein gp1 precursor, putative, expressed	LOC_Os07g23640.1	no descriptionnot assigned PRK08853	not assigned.unknown	35_2

CUST_139720_PI403524517	2	0.12231827	0.34539986	-0.08317375	0.08317423	-0.15802622	-0.3210039	35_39184	"Cluster: Plus agglutinin; n=1; Chlamydomonas reinhardtii|Rep: Plus agglutinin - Chlamydomonas reinhardtii"	UniRef90_Q6SSE6	"CHR3V7|COORD:7795290..7796294| CWLP (CELL WALL-PLASMA MEMBRANE LINKER PROTEIN); lipid binding"	AT3G22120.1	CHR10V5|COORD:13398690..13406381|protein transposon protein, putative, CACTA, En/Spm sub-class	LOC_Os10g26420.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_9348_PI403524517	2	0.020936012	-0.56393623	-0.13989925	0.0956974	-0.020936012	0.0956974	35_2626	"Cluster: Putative eukaryotic translation initiation factor 4G; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative eukaryotic translation initiation facto"	UniRef90_Q69S49	CHR3|COORD:22274060..22279420| MIF4G domain-containing protein / MA3 domain-containing protein, similar to eukaryotic protein synthesis initiation factor (Homo	AT3G60240.1	CHR07V5|COORD:22113267..22121435|protein eukaryotic translation initiation factor 4G, putative, expressed	LOC_Os07g36940.2	 no descriptionmoderately similar to ( 488)AT3G60240| Symbols: CUM2, EIF4G | EIF4G (EUKARYOTIC TRANSLATION INITIATION FACTOR 4G) | chr3:22272817-22279270 FORWARDweakly similar to ( 140)IF41_WHEATEukaryotic initiation factor iso-4F subunit p82-34 - Triticum aestivum (Wheat)not assigned not assigned not assigned MIF4G MIF4G MA3 MA3 	protein.synthesis.initiation	29_2_3

CUST_4223_PI404877155	2	-0.26846313	0.060217857	0.08013821	0.2082262	-0.060216904	-0.2813263	Contig15111_at	oxygen evolving enhancer 3 (PsbQ) family protein [Arabidopsis thaliana]	NP_563937.1	oxygen evolving enhancer 3 (PsbQ) family protein	At1g14150.1	protein Oxygen evolving enhancer protein 3 (PsbQ)	Os02g36850	"oxygen evolving enhancer 3 (PsbQ) family protein, extrinsic pII protein; contains Pfam profile PF05757: Oxygen evolving enhancer protein 3 (PsbQ) or  oxygen evolving enhancer 3 (PsbQ) family protein, extrinsic pII protein; contains Pfam profile PF05757: O"	PS.lightreaction.photosystem II.PSII polypeptide subunits	1_01_01_02

CUST_173292_PI403524517	2	0.047811985	0.012701511	0.23393106	-0.08981037	-0.012701511	-0.59410715	35_48253	"Cluster: Remorin, C-terminal region family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Remorin, C-terminal region family protein, expre"	UniRef90_Q2QM86	CHR2V7|COORD:556594..558609| remorin family protein	AT2G02170.1	CHR12V5|COORD:25964821..25968244|protein DNA binding protein, putative, expressed	LOC_Os12g41940.1	no descriptionRemorin_C	not assigned.unknown	35_2

CUST_962_PI404877155	2	0.097058296	0.0049467087	0.02539444	-0.08262825	-0.07176399	-0.0049476624	Contig10971_at	P0022F10.12 [Oryza sativa (japonica cultivar-group)] dbj|BAB89496.1| P0022F10.12 [Oryza sativa (japonica cultivar-group)]	NP_916713.1	malate oxidoreductase, putative	At5g11670.1	protein Malic enzyme, N-terminal domain, putative	Os01g52500	The malic enzyme (EC 1.1.1.40) encoded by the ATNADP-ME3 is presumably cytosolic and restricted in its expression by both developmental and cell-specific signals.	TCA / org. transformation.other organic acid transformations.malic	8_2_10

CUST_19530_PI399408534	2	0.094426155	0.15119362	-0.04638195	-0.27021122	0.04638195	-0.148839	35_44332	Rep: MYB1 - Dendrobium sp. XMW-2002-1	UniRef90_Q84U53	"CHR5V7|COORD:4974897..4976109| AtMIXTA/AtMYB16 (myb domain protein 16); DNA binding / transcription factor"	AT5G15310.1	CHR08V5|COORD:20888621..20886528|protein MYB1, putative, expressed	LOC_Os08g33660.1	 no descriptionmoderately similar to ( 254)AT5G15310| Symbols: AtMYB16, AtMIXTA | AtMIXTA/AtMYB16 (myb domain protein 16) | chr5:4974897-4976109 FORWARDmoderately similar to ( 201)MYB4_ORYSAnot assigned not assigned not assigned not assigned REB1 Myb_DNA-binding SANT SANT 	RNA.regulation of transcription.MYB domain transcription factor family	27_3_25

CUST_20333_PI403524517	2	0.16114426	-0.28510666	0.033784866	0.045204163	-0.07249069	-0.033784866	35_5892	"Cluster: Hypothetical protein; n=1; Anaeromyxobacter sp. Fw109-5|Rep: Hypothetical protein - Anaeromyxobacter sp. Fw109-5"	UniRef90_A1HY15	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	CHR03V5|COORD:26483568..26480476|protein expressed protein	LOC_Os03g46920.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned	not assigned.unknown	35_2

CUST_8994_PI404877155	2	-1.6297209	-0.07273865	0.072739124	0.6569071	-0.60294294	0.2487402	Contig2787_s_at	thaumatin-like protein TLP6 [Hordeum vulgare]	AAK55324.1	osmotin-like protein (OSM34)	At4g11650.1	protein thaumatin-like protein TLP7	Os12g43490	NONE	stress.abiotic	20_2

CUST_181532_PI403524517	2	0.31357765	0.44170475	-0.3135767	-0.35492134	-0.59636974	0.47293472	35_50474	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_92360_PI403524517	2	-0.16872883	0.4310193	0.1077528	0.26588917	-0.53184175	-0.1077528	35_26409	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_12954_PI403524517	2	0.0011234283	-0.37164783	-0.18898201	0.111925125	-0.001124382	0.02344513	35_3707	"Cluster: Putative senescence-associated protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative senescence-associated protein - Oryza sativa (japonic"	UniRef90_Q9FVY6	CHR1V7|COORD:23470640..23472610| TET10 (TETRASPANIN10)	AT1G63260.2	CHR10V5|COORD:18903588..18900655|protein senescence-associated protein DH, putative, expressed	LOC_Os10g35980.1	no descriptionmoderately similar to ( 208)AT1G63260| Symbols: TET10 | TET10 (TETRASPANIN10) | chr1:23470659-23472610 REVERSE	development.unspecified	33_99

CUST_22350_PI403524517	2	0.06930256	-0.20873833	0.068136215	-9.012222E-4	9.021759E-4	-0.05814743	35_6493	"Cluster: Os02g0602500 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0602500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DZR6	"CHR3V7|COORD:6477859..6478761| similar to 2 coiled coil domains of eukaryotic ori (GB:BAD19345.1); contains InterPro domain Isy1-like splicing; (InterPro:IPR009"	AT3G18790.1	CHR02V5|COORD:23574978..23572529|protein pre-mRNA-splicing factor ISY1, putative, expressed	LOC_Os02g39050.1	"no descriptionvery weakly similar to (50.8)AT3G18790| Symbols:  | similar to 2 coiled coil domains of eukaryotic ori (GB:BAD19345.1); contains InterPro domain Isy1-like splicing; (InterPro:IPR009360) | chr3:6477859-6478761 FORWARDnot assigned not assigned not assigned Isy1"	not assigned.unknown	35_2

CUST_7929_PI403524517	2	0.074780464	-0.8648453	-0.07568169	0.030068398	-0.030067444	0.067305565	35_2208	Rep: H0207B04.8 protein - Oryza sativa (Rice)	UniRef90_Q01MV8	"CHR5V7|COORD:4977650..4978661| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G01130.1); similar to conserved hypothetical protein [Medicago"	AT5G15320.1	CHR04V5|COORD:997275..995137|protein expressed protein	LOC_Os04g02670.1	"no descriptionvery weakly similar to (61.2)AT5G15320| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G01130.1); similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE79949.1) | chr5:4977650-4978661 FORWARDnot assigned"	not assigned.unknown	35_2

CUST_29604_PI399408534	2	-0.10108471	0.07395172	0.0759182	0.076309204	-0.13332367	-0.07395172	35_19434	"Cluster: Leucine Rich Repeat family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Leucine Rich Repeat family protein, expressed - Oryza s"	UniRef90_Q2QWU6	CHR1V7|COORD:12584565..12587548| leucine-rich repeat family protein / protein kinase family protein	AT1G34420.1	CHR12V5|COORD:4181622..4177403|protein receptor-like protein kinase precursor, putative, expressed	LOC_Os12g08180.1	no descriptionmoderately similar to ( 245)AT1G34420| Symbols:  | leucine-rich repeat family protein / protein kinase family protein | chr1:12584565-12587548 FORWARDweakly similar to ( 112)RPK1_IPONIReceptor-like protein kinase precursor - Ipomoea nil (Japanese morning glory) (Pharbitis nil)not assigned not assigned not assigned not assigned Pkinase S_TKc S_TKc Pkinase_Tyr PTKc TyrKc	signalling.receptor kinases.leucine rich repeat XI	30_2_11

CUST_40791_PI403524517	2	0.100608826	0.36498165	0.2978592	-0.26654005	-0.10060835	-0.28697634	35_11728	"Cluster: Os10g0508500 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os10g0508500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IWH8	CHR3V7|COORD:22458360..22464300| TTN1 (TITAN 1)	AT3G60740.1	CHR10V5|COORD:19195752..19187274|protein tubulin folding cofactor D, putative, expressed	LOC_Os10g36490.1	 no descriptionvery weakly similar to (80.5)AT3G60740| Symbols: TTN1, EMB133, TFC D, CHO | TTN1 (TITAN 1) | chr3:22458360-22464300 REVERSEnot assigned 	cell.organisation	31_1

CUST_171461_PI403524517	2	0.36834526	0.5118437	0.050971985	-0.05097246	-0.0810833	-0.18789291	35_47778	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_60277_PI403524517	2	-0.40194988	1.0544643	0.02710247	-0.027101517	-0.11940098	0.14808846	35_17182	"Cluster: Phosphoribulokinase/uridine kinase family protein, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Phosphoribulokinase/uridine ki"	UniRef90_Q2QMK2	CHR1V7|COORD:701621..703568| phosphoribulokinase/uridine kinase family protein	AT1G03030.1	CHR12V5|COORD:25272204..25276175|protein ATP binding protein, putative, expressed	LOC_Os12g40880.1	no descriptionmoderately similar to ( 340)AT1G03030| Symbols:  | phosphoribulokinase/uridine kinase family protein | chr1:701621-703568 FORWARDnot assigned not assigned frcK CoaA Udk UMPK PRK05480 PRK PRK06696 PRK PRK05439 PRK07429	PS.calvin cyle.PRK	1_3_12

CUST_66296_PI403524517	2	-0.2705164	-0.18158054	0.34264565	0.2401619	0.1815815	-0.24266338	35_18931	"Cluster: UDP-glucoronosyl and UDP-glucosyl transferase family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: UDP-glucoronosyl and UDP-gluc"	UniRef90_Q7XE18	CHR2V7|COORD:15536129..15537791| UDP-glucoronosyl/UDP-glucosyl transferase family protein	AT2G36970.1	CHR10V5|COORD:15566669..15564356|protein cytokinin-O-glucosyltransferase 2, putative, expressed	LOC_Os10g30560.1	no descriptionhighly similar to ( 516)AT2G36970| Symbols:  | UDP-glucoronosyl/UDP-glucosyl transferase family protein | chr2:15536129-15537791 FORWARDweakly similar to ( 198)IAAG_MAIZEIndole-3-acetate beta-glucosyltransferase - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned UDPGT COG1819 PRK07003 PRK12323 PRK07764 SerH PRK12678 Herpes_BLLF1 TT_ORF1 PRK07883 PRK09169	misc.UDP glucosyl and glucoronyl transferases	26_2

CUST_57710_PI403524517	2	6.8569183E-4	-0.063877106	0.028227806	-6.8473816E-4	-0.03814125	0.0374012	35_16455	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10PB0	"CHR1V7|COORD:17910743..17911995| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G17780.1); similar to Os02g0734900 [Oryza sativa (japonica"	AT1G48440.1	CHR03V5|COORD:7428664..7425043|protein erwinia induced protein 2, putative, expressed	LOC_Os03g13750.1	"no descriptionvery weakly similar to (54.7)AT1G48440| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G17780.1); similar to Os02g0734900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001048043.1); similar to Os03g0240700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001049510.1); similar to Erwinia induced protein 2 [Solanum tuberosum] (GB:AAO32066.1) | chr1:17910743-17911995 FORWARD"	not assigned.unknown	35_2

CUST_18093_PI403524517	2	0.057621002	-0.032369614	-0.1051321	0.01992035	-0.019919395	0.03669548	35_5227	"Cluster: Hypothetical protein P0705D01.4; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0705D01.4 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q9SDK9	"CHR3V7|COORD:19525162..19525574| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G18590.1); similar to Os01g0253600 [Oryza sativa (japonica"	AT3G52630.1	CHR01V5|COORD:8395424..8393302|protein pollen-specific protein like, putative, expressed	LOC_Os01g14980.2	" no descriptionvery weakly similar to (92.0)AT3G52630| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G18590.1); similar to Os01g0253600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001042613.1); similar to replication factor A, 14kD-subunit, putative [Aedes aegypti] (GB:EAT41037.1); contains InterPro domain Nucleic acid-binding, OB-fold, subgroup; (InterPro:IPR012340); contains InterPro domain Nucleic acid-binding, OB-fold; (InterPro:IPR008994) | chr3:19525162-19525574 FORWARDRPA3 Rep_fac-A_3 "	not assigned.unknown	35_2

CUST_78659_PI403524517	2	0.11744022	-0.50327206	-0.10831261	0.025687218	-0.025688171	0.069462776	35_22555	"Cluster: AFR615Wp, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: AFR615Wp, putative, expressed - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10CT5	"CHR5V7|COORD:17931587..17933244| similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAK09232.1); contains InterPro domain SAM (and some"	AT5G44450.1	CHR03V5|COORD:32322756..32318861|protein S-adenosylmethionine-dependent methyltransferase/ methyltransferase, putative, expressed	LOC_Os03g56830.2	" no descriptionmoderately similar to ( 345)AT5G44450| Symbols:  | similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAK09232.1); contains InterPro domain SAM (and some other nucleotide) binding motif; (InterPro:IPR000051); contains InterPro domain Generic methyltransferase; (InterPro:IPR001601); contains InterPro domain Protein of unknown function DUF858, methyltransferase-like; (InterPro:IPR008576) | chr5:17931587-17933244 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF858 PRK12323 PRK07764 PRK07003 "	not assigned.unknown	35_2

CUST_4913_PI403524517	2	0.08646965	0.10580635	-0.030324936	-0.047593117	-0.096411705	0.030323982	35_1356	"Cluster: High-glucose-regulated protein 8-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: High-glucose-regulated protein 8-like - Oryza sativa (japonica"	UniRef90_Q69LD0	CHR5|COORD:24574427..24577105| YT521-B-like family protein, contains Pfam profile PF04146: YT521-B-like family	AT5G61020.2	CHR07V5|COORD:3729470..3724874|protein YT521-B-like family protein, expressed	LOC_Os07g07490.1	no descriptionmoderately similar to ( 337)AT5G61020| Symbols: ECT3 | ECT3 (evolutionary conserved C-terminal 3) | chr5:24574711-24577006 REVERSEnot assigned not assigned YTH	not assigned.unknown	35_2

CUST_72991_PI403524517	2	-0.36366463	0.10294199	0.3745942	-0.06676149	-0.24470615	0.06676197	35_20927	"Cluster: Putative esterase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative esterase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8H5P5	"CHR5V7|COORD:7933369..7934376| similar to ATGID1C/GID1C (GA INSENSITIVE DWARF1C) [Arabidopsis thaliana] (TAIR:AT5G27320.1); similar to"	AT5G23530.1	CHR07V5|COORD:26790345..26789104|protein gibberellin receptor GID1L2, putative, expressed	LOC_Os07g44890.1	"no descriptionweakly similar to ( 145)AT5G23530| Symbols:  | similar to ATGID1C/GID1C (GA INSENSITIVE DWARF1C) [Arabidopsis thaliana] (TAIR:AT5G27320.1); similar to Esterase/lipase/thioesterase [Medicago truncatula] (GB:ABE80317.1); contains InterPro domain Esterase/lipase/thioesterase; (InterPro:IPR000379); contains InterPro domain Alpha/beta hydrolase fold-3; (InterPro:IPR013094) | chr5:7933369-7934376 REVERSEweakly similar to ( 104)GID1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Abhydrolase_3 Aes PnbA COesterase PRK12323 DUF566 PRK12678 PRK07003 Herpes_BLLF1 Esterase_lipase"	not assigned.no ontology	35_1

CUST_131401_PI403524517	2	0.47654915	0.50801134	0.20796871	-0.41271544	-0.62504196	-0.20796824	35_36904	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_29470_PI399408534	2	-0.0129032135	0.60751534	0.078201294	-0.08256245	-0.0073337555	0.0073337555	35_15090	Rep: Leucine-rich repeat protein - Oryza sativa (Rice)	UniRef90_Q84JK7	CHR5V7|COORD:7164760..7166906| leucine-rich repeat protein, putative	AT5G21090.1	CHR01V5|COORD:34705945..34709933|protein BRASSINOSTEROID INSENSITIVE 1-associated receptor kinase 1 precursor, putative, expressed	LOC_Os01g59440.1	 no descriptionmoderately similar to ( 329)AT5G21090| Symbols:  | leucine-rich repeat protein, putative | chr5:7164760-7166906 FORWARDweakly similar to ( 115)RPK1_IPONIReceptor-like protein kinase precursor - Ipomoea nil (Japanese morning glory) (Pharbitis nil)not assigned not assigned not assigned not assigned not assigned not assigned not assigned LRRNT_2 COG4886 PRK12323 	stress.biotic	20_1

CUST_14598_PI404877155	2	-0.1134758	0.2534094	0.015803337	-0.057780266	0.059480667	-0.01580429	Contig8406_at	expressed protein [Arabidopsis thaliana] pir||C86345 hypothetical protein F16F4.11 - Arabidopsis thaliana gb|AAF81362.1| Contains weak simil	NP_564136.1	expressed protein	At1g21200.1	protein expressed protein	Os11g06410	gi|18394964|ref|NP_564136.1| expressed protein	RNA.regulation of transcription.Trihelix, Triple-Helix transcription factor family	27_3_30

CUST_111156_PI403524517	2	0.1855793	2.245183	-0.045085907	0.045085907	-0.4009037	-0.24213314	35_31565	Rep: Xyloglucan endotransglycosylase - Hordeum vulgare (Barley)	UniRef90_P93671	"CHR5V7|COORD:23322281..23323610| XTR3 (XYLOGLUCAN ENDOTRANSGLYCOSYLASE 3); hydrolase, acting on glycosyl bonds"	AT5G57550.1	CHR06V5|COORD:29156885..29155427|protein xyloglucan endotransglucosylase/hydrolase protein 23 precursor, putative, expressed	LOC_Os06g48200.1	" no descriptionweakly similar to ( 147)AT5G57550| Symbols: XTR3 | XTR3 (XYLOGLUCAN ENDOTRANSGLYCOSYLASE 3); hydrolase, acting on glycosyl bonds | chr5:23322281-23323610 REVERSEweakly similar to ( 146)BRU1_SOYBNBrassinosteroid-regulated protein BRU1 precursor - Glycine max (Soybean)GH16_XET Glyco_hydro_16 XET_C Glyco_hydrolase_16 "	cell wall.modification	10_7

CUST_53701_PI403524517	2	0.041581154	-0.1937294	-0.07605457	0.08830643	0.033872604	-0.033872604	35_15282	"Cluster: Putative ATP synthase delta chain; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ATP synthase delta chain - Oryza sativa (japonica cultivar"	UniRef90_Q67W57	CHR5V7|COORD:4310561..4311944| ATP synthase delta chain, mitochondrial, putative / H(+)-transporting two-sector ATPase, delta (OSCP) subunit, putative	AT5G13450.1	CHR06V5|COORD:26407090..26409940|protein ATP synthase delta chain, mitochondrial precursor, putative, expressed	LOC_Os06g43850.2	 no descriptionweakly similar to ( 171)AT5G13450| Symbols:  | ATP synthase delta chain, mitochondrial, putative / H(+)-transporting two-sector ATPase, delta (OSCP) subunit, putative | chr5:4310561-4311944 REVERSEmoderately similar to ( 205)ATPO_IPOBAATP synthase subunit O, mitochondrial precursor - Ipomoea batatas (Sweet potato) (Batate)not assigned OSCP AtpH PRK05758 atpD 	mitochondrial electron transport / ATP synthesis.F1-ATPase	9_9

CUST_29712_PI399408534	2	0.22609329	0.4283123	0.13875866	-0.5163441	-0.46804047	-0.13875961	35_694	Rep: MADS box transcription factor - Triticum aestivum (Wheat)	UniRef90_O82128	"CHR1V7|COORD:25986239..25989765| AP1 (APETALA1); DNA binding / transcription factor"	AT1G69120.1	CHR03V5|COORD:30991977..30981554|protein MADS-box transcription factor 14, putative, expressed	LOC_Os03g54160.2	"no descriptionmoderately similar to ( 231)AT1G69120| Symbols: AP1 | AP1 (APETALA1); DNA binding / transcription factor | chr1:25986239-25989765 REVERSEmoderately similar to ( 324)MAD14_ORYSAnot assigned not assigned K-box MADS_MEF2_like MADS MADS MADS_SRF_like SRF-TF ARG80"	RNA.regulation of transcription.MADS box transcription factor family	27_3_24

CUST_171526_PI403524517	2	-0.14609575	0.32342434	0.03773451	-0.037734985	0.11850786	-0.28375244	35_47796	Rep: H0523F07.13 protein - Oryza sativa (Rice)	UniRef90_Q01JQ0	"CHR4V7|COORD:18400602..18402855| GGT1; gamma-glutamyltransferase/ glutathione gamma-glutamylcysteinyltransferase"	AT4G39640.1	CHR04V5|COORD:22641935..22636289|protein gamma-glutamyltranspeptidase 1 precursor, putative, expressed	LOC_Os04g38450.1	"no descriptionweakly similar to ( 196)AT4G39640| Symbols: GGT1 | GGT1; gamma-glutamyltransferase | chr4:18400602-18402855 FORWARDnot assigned G_glu_transpept Ggt ggt"	redox.ascorbate and glutathione.glutathione	21_2_2

CUST_86628_PI403524517	2	-0.32006502	1.0881252	-0.6999178	0.32006454	0.63280535	-0.6455369	35_24809	"Cluster: Hypothetical protein OJ1759_F09.16; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1759_F09.16 - Oryza sativa (japonica cultiv"	UniRef90_Q6H5M3	0	0	CHR09V5|COORD:12189874..12192474|protein dnaJ domain containing protein	LOC_Os09g20320.1	no description	not assigned.unknown	35_2

CUST_7380_PI403524517	2	-0.08737755	-0.012076855	0.012076378	0.30486393	-0.056697845	0.0782547	35_2051	"Cluster: Hypothetical protein B1088C09.2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1088C09.2 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q941X4	"CHR3V7|COORD:20840386..20843648| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G40400.2); similar to Trimeric LpxA-like [Medicago truncatula]"	AT3G56140.1	CHR01V5|COORD:35718462..35713543|protein expressed protein	LOC_Os01g61120.1	"no descriptionhighly similar to ( 663)AT3G56140| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G40400.2); similar to Trimeric LpxA-like [Medicago truncatula] (GB:ABE84885.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAU44243.1); similar to Os01g0826900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001044677.1); contains InterPro domain Protein of unknown function DUF399; (InterPro:IPR007314) | chr3:20840386-20843648 FORWARDDUF399"	not assigned.unknown	35_2

CUST_11977_PI403524517	2	0.03646946	0.113705635	-0.03646946	-0.107151985	-0.08864117	0.039595604	35_3407	Rep: OSIGBa0157K09-H0214G12.1 protein - Oryza sativa (Rice)	UniRef90_Q01HF6	"CHR1V7|COORD:7215334..7216637| similar to Os04g0509200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001053277.1); similar to hypothetical protein"	AT1G20770.1	CHR04V5|COORD:25252460..25249577|protein expressed protein	LOC_Os04g43040.3	"no descriptionweakly similar to ( 155)AT1G20770| Symbols:  | similar to Os04g0509200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001053277.1); similar to hypothetical protein LOC503608 [Danio rerio] (GB:NP_001013313.1) | chr1:7215334-7216637 REVERSE"	not assigned.unknown	35_2

CUST_80941_PI403524517	2	0.17704582	0.057275772	-0.04699135	-0.020838737	0.010091782	-0.010092735	35_23214	"Cluster: Multidrug resistance protein 1 homolog; n=1; Triticum aestivum|Rep: Multidrug resistance protein 1 homolog - Triticum aestivum (Wheat)"	UniRef90_Q8RVT7	"CHR1V7|COORD:524134..528745| PGP11 (P-GLYCOPROTEIN 11); ATPase, coupled to transmembrane movement of substances"	AT1G02520.1	CHR01V5|COORD:29120147..29112956|protein multidrug resistance protein 4, putative, expressed	LOC_Os01g50100.1	" no descriptionvery weakly similar to (65.9)AT1G02520| Symbols: PGP11 | PGP11 (P-GLYCOPROTEIN 11); ATPase, coupled to transmembrane movement of substances | chr1:524134-528745 FORWARDnot assigned "	transport.ABC transporters and multidrug resistance systems	34_16

CUST_161065_PI403524517	2	-0.0045166016	0.5329628	0.06735611	-0.077344894	0.004515648	-0.15747166	35_44940	"Cluster: Chain A, C-Terminal Domain Of Mouse Brain Tubby Protein-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: Chain A, C-Terminal Domain Of Mouse"	UniRef90_Q5QM27	"CHR1V7|COORD:19894905..19897097| AtTLP7 (TUBBY LIKE PROTEIN 7); phosphoric diester hydrolase/ transcription factor"	AT1G53320.1	CHR01V5|COORD:28048065..28043036|protein tubby protein, putative, expressed	LOC_Os01g48370.1	"no descriptionweakly similar to ( 177)AT1G53320| Symbols: AtTLP7 | AtTLP7 (TUBBY LIKE PROTEIN 7); phosphoric diester hydrolase/ transcription factor | chr1:19894905-19897097 REVERSEnot assigned Tub"	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_42097_PI403524517	2	-0.31175804	0.82265186	0.3464203	-0.5246372	0.0025959015	-0.0025949478	35_12104	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_56170_PI403524517	2	0.2255888	-0.43526936	-0.24670887	0.08008766	0.13413525	-0.08008766	35_15989	Rep: Serine/threonine-protein kinase SAPK6 - Oryza sativa (Rice)	UniRef90_Q6ZI44	"CHR1|COORD:3655777..3658578| similar to serine/threonine protein kinase, putative [Arabidopsis thaliana] (TAIR:At1g60940.1); similar to serine/threonine protein"	AT1G10940.2	CHR04V5|COORD:21227117..21232577|protein serine/threonine-protein kinase SAPK7, putative, expressed	LOC_Os04g35240.1	" no descriptionhighly similar to ( 514)AT5G63650| Symbols: SNRK2-5, SNRK2.5, SRK2H | SNRK2-5/SNRK2.5/SRK2H (SNF1-RELATED PROTEIN KINASE 2-5, SNF1-RELATED PROTEIN KINASE 2.5); kinase | chr5:25498857-25500721 REVERSEhighly similar to ( 603)SAPK7_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase SPS1 Pkinase_Tyr TyrKc PTKc PTKc_Jak_rpt2 PTKc_Ack_like PTKc_Csk_like PTKc_Tyk2_rpt2 PTKc_Jak2_Jak3_rpt2 PTKc_Syk_like PTKc_Jak1_rpt2 PTKc_Srm_Brk PTKc_Src_like PTKc_EphR PTKc_Btk_Bmx PTKc_Tec_like PTKc_Tec_Rlk PTKc_DDR PTKc_EphR_A2 PTKc_EphR_B PTKc_Itk PTKc_EGFR_like PTKc_Fes_like PTKc_EphR_A PTKc_InsR_like PTKc_Csk PTKc_FGFR PTKc_FAK PTKc_Chk PTKc_Fes PTKc_Lyn PTKc_Lck_Blk PTKc_PDGFR PTKc_c-ros PTKc_Trk PTKc_Frk_like PTKc_ALK_LTK PTKc_Tie1 PTKc_Zap-70 PTKc_Tie PTK_Ryk PTKc_Abl PTKc_Aatyk PTKc_Axl_like PTKc_Syk PTKc_Met_Ron PTKc_Hck PTKc_RET PTKc_DDR_like PTKc_Fer PTKc_Ror PTKc_TrkB PTKc_Aatyk1_Aatyk3 PTKc_FGFR3 PTKc_Tie2 PTKc_Fyn_Yrk PTKc_Musk PTKc_DDR2 PTKc_HER4 PTKc_EphR_A10 PTKc_FGFR2 PTK_CCK4 PTKc_TrkC PTKc_Aatyk2 "	protein.postranslational modification	29_4

CUST_8897_PI403524517	2	0.098189354	0.48961735	-0.15295887	0.006459236	-0.18292046	-0.0064582825	35_2493	"Cluster: Oxidoreductase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Oxidoreductase-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q656T5	CHR1V7|COORD:6069587..6071957| phosphogluconate dehydrogenase (decarboxylating)	AT1G17650.1	CHR01V5|COORD:22417867..22415051|protein 2-hydroxy-3-oxopropionate reductase, putative, expressed	LOC_Os01g39270.1	no descriptionmoderately similar to ( 431)AT1G17650| Symbols:  | phosphogluconate dehydrogenase (decarboxylating) | chr1:6069587-6071957 REVERSEnot assigned MmsB garR NAD_binding_2 PRK09599 Gnd PRK12490	OPP.oxidative PP.6-phosphogluconate dehydrogenase	7_1_3

CUST_138464_PI403524517	2	0.17178345	-0.0489254	0.048924446	-0.16254234	0.048924446	-0.43967438	35_38838	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_72661_PI403524517	2	-0.2621889	0.26664734	-0.080862045	0.04067564	0.7516556	-0.040675163	35_20828	"Cluster: Major Facilitator Superfamily, putative; n=3; Oryza sativa (japonica cultivar-group)|Rep: Major Facilitator Superfamily, putative - Oryza sativa (japon"	UniRef90_Q53Q54	"CHR2V7|COORD:7383458..7388026| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G16990.2); similar to Major facilitator superfamily MFS_1 [Medicago"	AT2G16980.2	CHR11V5|COORD:2413437..2409500|protein tetracycline transporter protein, putative, expressed	LOC_Os11g05390.1	" no descriptionweakly similar to ( 141)AT5G42210| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G16990.2); similar to Major Facilitator Superfamily, putative [Oryza sativa (japonica cultivar-group)] (GB:AAX94836.1); similar to Os11g0151500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001065767.1); similar to Os02g0667500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001047681.1); contains InterPro domain Major facilitator superfamily MFS_1; (InterPro:IPR011701) | chr5:16885093-16887796 FORWARDnot assigned MFS_1 "	not assigned.unknown	35_2

CUST_4327_PI399408534	2	0.04686165	-0.019395828	-0.0010728836	-0.13913059	0.11335468	0.0010738373	35_49708	"Cluster: PHD finger protein-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: PHD finger protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6H8E1	CHR5V7|COORD:3648476..3652257| transcription elongation factor-related	AT5G11430.1	CHR02V5|COORD:6083116..6092493|protein transcription factor S-II, central domain containing protein, expressed	LOC_Os02g11780.1	no descriptionweakly similar to ( 116)AT5G11430| Symbols:  | transcription elongation factor-related | chr5:3648476-3652257 FORWARD	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_48795_PI403524517	2	-0.04304886	-0.09283829	-0.008308411	0.008306503	0.024587631	0.047843933	35_13934	"Cluster: ADP-ribosylation factor-like protein; n=6; Viridiplantae|Rep: ADP-ribosylation factor-like protein - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9LYJ3	"CHR5V7|COORD:4729322..4730498| ATARFA1B (ADP-ribosylation factor A1B); GTP binding / phospholipase activator/ protein binding"	AT5G14670.1	CHR07V5|COORD:6821005..6823997|protein ADP-ribosylation factor 1, putative, expressed	LOC_Os07g12200.1	"no descriptionvery weakly similar to (98.6)AT5G14670| Symbols: ATARFA1B | ATARFA1B (ADP-ribosylation factor A1B); GTP binding / phospholipase activator/ protein binding | chr5:4729322-4730498 FORWARDvery weakly similar to (98.6)ARF_VIGUNADP-ribosylation factor - Vigna unguiculata (Cowpea)not assigned not assigned not assigned Arf1_5_like ARF Arf Arl1 Arf6 Arl5_Arl8 Arf_Arl Arl3 Arl2 ARD1"	protein.postranslational modification	29_4

CUST_8353_PI403524517	2	-0.0011940002	-0.21288872	-0.099308014	0.0011940002	0.026632309	0.018860817	35_2333	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10SR2	CHR5V7|COORD:16803053..16806588| binding	AT5G41950.1	CHR03V5|COORD:749785..755437|protein expressed protein	LOC_Os03g02270.1	no descriptionhighly similar to ( 560)AT5G41950| Symbols:  | binding | chr5:16803053-16806588 FORWARDnot assigned not assigned not assigned TPR PRK12678	not assigned.unknown	35_2

CUST_137528_PI403524517	2	0.0037112236	-0.0037117004	0.15976238	0.34536695	-0.17811966	-0.012127399	35_38567	Rep: Acetolactate synthase - Lolium multiflorum (Italian ryegrass) (Lolium perenne subsp.multiflorum)	UniRef90_Q9FUD0	CHR3V7|COORD:18012515..18014527| CSR1 (CHLORSULFURON/IMIDAZOLINONE RESISTANT 1)	AT3G48560.1	CHR02V5|COORD:18230156..18232502|protein acetolactate synthase III, chloroplast precursor, putative, expressed	LOC_Os02g30630.2	no descriptionvery weakly similar to (80.9)ILV1_MAIZE	amino acid metabolism.synthesis.branched chain group.common	13_1_4_1

CUST_7076_PI403524517	2	-0.3991809	-0.039618492	0.039618492	1.1149254	0.37490368	-0.43564653	35_1962	"Cluster: NADP-dependent glyceraldehyde-3-phosphate dehydrogenase; n=2; Poaceae|Rep: NADP-dependent glyceraldehyde-3-phosphate dehydrogenase - Zea mays"	UniRef90_Q43272	CHR2|COORD:10334132..10336955| NADP-dependent glyceraldehyde-3-phosphate dehydrogenase, putative, similar to NADP-dependent glyceraldehyde-3-phosphate	AT2G24270.1	CHR08V5|COORD:21312945..21317964|protein NADP-dependent glyceraldehyde-3-phosphate dehydrogenase, putative, expressed	LOC_Os08g34210.1	"no descriptionhighly similar to ( 894)AT2G24270| Symbols: ALDH11A3 | ALDH11A3 (Aldehyde dehydrogenase 11A3); 3-chloroallyl aldehyde dehydrogenase/ glyceraldehyde-3-phosphate dehydrogenase (NADP+) | chr2:10334405-10336681 REVERSEhighly similar to ( 959)GAPN_MAIZENADP-dependent glyceraldehyde-3-phosphate dehydrogenase - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned Aldedh PutA PRK03137 PRK10090 gabD2 gabD gabD1 PRK11904 PRK11905 COG4230 PRK09847 putA astD PRK11563 PRK11903 ProA"	PS.calvin cyle.GAP	1_3_4

CUST_104710_PI403524517	2	-0.11824608	-0.07924652	0.06308937	0.121406555	0.303957	-0.06309128	35_29835	Rep: PZE40 protein - Hordeum vulgare (Barley)	UniRef90_Q06804	CHR5V7|COORD:506753..507162| MT2B (METALLOTHIONEIN 2B)	AT5G02380.1	CHR05V5|COORD:583802..584913|protein metallothionein-like protein type 2, putative, expressed	LOC_Os05g02070.3	no descriptionnot assigned not assigned Metallothio_2 PRK07764 PRK12323 TT_ORF1 PRK07003 Atrophin-1 Protamine_P1	metal handling.binding, chelation and storage	15_2

CUST_45847_PI403524517	2	0.021068573	-0.537714	-0.04027939	-0.021068573	0.06432009	0.29647207	35_13136	"Cluster: Os07g0517700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0517700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D617	CHR5V7|COORD:15457074..15460237| protein kinase family protein	AT5G38560.1	CHR07V5|COORD:19963975..19968222|protein F-box domain containing protein	LOC_Os07g33400.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 Atrophin-1 PRK07764 PRK07003 DUF566 PRK12678	not assigned.unknown	35_2

CUST_50974_PI403524517	2	-1.5627599	1.3616953	0.9304447	-0.38035488	-0.60649395	0.38035488	35_14537	Rep: Dehydrin DHN3 - Hordeum vulgare (Barley)	UniRef90_P12948	CHR5V7|COORD:26535737..26536379| RAB18 (RESPONSIVE TO ABA 18)	AT5G66400.1	CHR11V5|COORD:14843591..14842298|protein water stress-inducible protein Rab21, putative, expressed	LOC_Os11g26790.1	no descriptionvery weakly similar to (63.5)DHN3_HORVUDehydrin DHN3 - Hordeum vulgare (Barley)Dehydrin	not assigned.unknown	35_2

CUST_33500_PI399408534	2	-0.0382123	-0.64945126	0.0382123	0.16762161	-0.3652134	0.2567153	35_16640	"Cluster: Hypothetical protein OJ1214_E03.7; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1214_E03.7 - Oryza sativa (japonica cultivar"	UniRef90_Q6I612	CHR3V7|COORD:22868872..22870229| auxin-responsive protein -related	AT3G61750.1	CHR05V5|COORD:27583056..27586172|protein dopamine beta-monooxygenase, putative, expressed	LOC_Os05g48270.1	no descriptionweakly similar to ( 152)AT3G61750| Symbols:  | auxin-responsive protein -related | chr3:22868872-22870229 REVERSEnot assigned not assigned B561	hormone metabolism.auxin.induced-regulated-responsive-activated	17_2_3

CUST_55529_PI403524517	2	-1.3082252	-0.17405224	0.2901144	0.3932104	0.17405128	-0.40234184	35_15808	"Cluster: Delta 1-pyrroline-5-carboxylate synthetase (P5CS) [Includes: Glutamate 5-kinase (EC 2.7.2.11) (Gamma-glutamyl kinase) (GK); Gamma-glutamyl phosphate"	UniRef90_O04226	CHR2V7|COORD:16605594..16610017| P5CS1 (DELTA1-PYRROLINE-5-CARBOXYLATE SYNTHASE 1)	AT2G39800.1	CHR01V5|COORD:36757827..36767692|protein delta 1-pyrroline-5-carboxylate synthetase, putative, expressed	LOC_Os01g62900.1	 no descriptionhighly similar to ( 965)AT2G39800| Symbols: ATP5CS, P5CS1 | P5CS1 (DELTA1-PYRROLINE-5-CARBOXYLATE SYNTHASE 1) | chr2:16605594-16610017 REVERSEnearly identical (1079)P5CS_ORYSAnot assigned not assigned not assigned ProA proA AAK_P5CS_ProBA AAK_G5K_ProB PRK05429 ProB PRK12314 AA_kinase AAK AAK_FomA-like COG1608 PutA PRK00942 AAK_UMPK-like AAK_NAGK-like pyrH ArgB AAK_NAGK-C PyrH Aldedh AAK_NAGK-NC AAK_CK PRK12354 AAK_NAGK-UC AAK_UMPK-PyrH-Pf 	amino acid metabolism.synthesis.glutamate family.proline	13_1_2_2

CUST_156482_PI403524517	2	0.08105469	0.1552372	-0.08877182	-0.08105469	0.14365101	-0.08762455	35_43704	"Cluster: Putative pRGR1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative pRGR1 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z7E9	"CHR5V7|COORD:7939917..7941482| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G24170.1); similar to PREDICTED: similar to SFT2 domain containing"	AT5G23550.1	CHR02V5|COORD:21429115..21426356|protein pRGR1, putative, expressed	LOC_Os02g35640.1	"no descriptionweakly similar to ( 185)AT5G23550| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G24170.1); similar to PREDICTED: similar to SFT2 domain containing 2 [Bos taurus] (GB:XP_583469.1); similar to Os02g0564500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001047161.1); similar to SFT2 domain containing 2 [Mus musculus] (GB:NP_663487.1); contains InterPro domain SFT2-like; (InterPro:IPR011691) | chr5:7939917-7941482 REVERSEnot assigned SFT2 SFT2"	not assigned.unknown	35_2

CUST_8282_PI403524517	2	0.013366699	-0.114658356	-0.17359066	0.014448166	-0.013365746	0.030410767	35_2312	"Cluster: Os04g0613700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os04g0613700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JA66	CHR1V7|COORD:11084932..11088342| UDP-N-acetylglucosamine pyrophosphorylase-related	AT1G31070.2	CHR04V5|COORD:30894406..30889853|protein UDP-N-acetylglucosamine pyrophosphorylase, putative, expressed	LOC_Os04g52370.1	no descriptionhighly similar to ( 704)AT1G31070| Symbols:  | UDP-N-acetylglucosamine pyrophosphorylase-related | chr1:11084932-11088342 FORWARDnot assigned not assigned COG4284 UDPGP	cell wall.precursor synthesis	10_1

CUST_9668_PI399408534	2	-0.059158325	-0.1778369	-0.41571474	0.059158325	0.11241341	0.26037502	35_10910	"Cluster: Protein kinase domain containing protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Protein kinase domain containing protein, express"	UniRef90_Q2R8P3	CHR5V7|COORD:19396029..19398284| protein kinase, putative	AT5G47850.1	CHR11V5|COORD:6381307..6377136|protein protein kinase, putative, expressed	LOC_Os11g11490.1	 no descriptionweakly similar to ( 110)AT5G47850| Symbols:  | protein kinase, putative | chr5:19396029-19398284 REVERSEvery weakly similar to (63.5)CRI4_MAIZEPutative receptor protein kinase CRINKLY4 precursor - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned 	signalling.receptor kinases.crinkly like	30_2_26

CUST_30869_PI399408534	2	-0.005619049	0.93822	0.0056185722	-0.73057365	0.07963228	-0.19130468	35_26506	"Cluster: Os03g0424200 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os03g0424200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DR28	CHR2V7|COORD:18901593..18905285| protein kinase family protein / U-box domain-containing protein	AT2G45910.1	CHR03V5|COORD:17664951..17657495|protein ATP binding protein, putative, expressed	LOC_Os03g31070.1	no descriptionmoderately similar to ( 283)AT2G45910| Symbols:  | protein kinase family protein / U-box domain-containing protein | chr2:18901593-18905285 FORWARDvery weakly similar to (77.0)CRI4_MAIZEPutative receptor protein kinase CRINKLY4 precursor - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pkinase S_TKc S_TKc Ubox Pkinase_Tyr SPS1 PTKc U-box TyrKc PTKc_Ack_like PTKc_TrkB PTKc_InsR_like PTKc_Jak2_Jak3_rpt2 PTKc_Musk	signalling.receptor kinases.misc	30_2_99

CUST_16866_PI404877155	2	-0.11469555	1.3303442	-0.17984676	0.6245575	0.11469555	-0.57147884	HM09E06r_at	Ribulose bisphosphate carboxylase small chain clone 512 (RuBisCO small subunit)	P07398	ribulose bisphosphate carboxylase small chain 2B / RuBisCO small subunit 2B (RBCS-2B) (ATS2B)	At5g38420.1	protein Ribulose bisphosphate carboxylase, small subunit, putative	Os12g19470	ribulose-bisphosphate carboxylase small unit	PS.calvin cyle.rubisco small subunit	1_03_02

CUST_17583_PI404877155	2	1.8839321	-0.7229333	0.31409025	0.039947033	-0.039947033	-0.20107841	HV_CEb0006N04r2_at	OSJNBa0052O21.14 [Oryza sativa (japonica cultivar-group)] ref|XP_474839.1| OSJNBa0052O21.14 [Oryza sativa (japonica cultivar-group)]	CAD40029.2	UDP-glucoronosyl/UDP- glucosyl transferase family protein	At1g05680.1	protein UDP-glucoronosyl and UDP-glucosyl transferase	Os04g12960	UDP-glucoronosyl/UDP-glucosyl transferase family protein, contains Pfam profile: PF00201 UDP-glucoronosyl and UDP-glucosyl transferase	hormone metabolism.salicylic acid.synthesis-degradation	17_8_1

CUST_1702_PI403524517	2	-0.082363605	0.06439924	0.2280302	0.5139966	-0.07557106	-0.06439972	35_449	Rep: Zinc-finger protein - Oryza sativa (indica cultivar-group) Big brother	UniRef90_Q84K08	"CHR3|COORD:23467132..23469410| similar to zinc finger (C3HC4-type RING finger) family protein [Arabidopsis thaliana] (TAIR:At3g19910.1); similar to putative"	AT3G63530.2	CHR06V5|COORD:1382619..1385323|protein protein binding protein, putative, expressed	LOC_Os06g03580.2	" no descriptionvery weakly similar to (94.7)AT3G63530| Symbols: BB2, BB | BB (BIG BROTHER); protein binding / zinc ion binding | chr3:23467382-23468762 REVERSEnot assigned not assigned not assigned not assigned RING COG5540 RING zf-C3HC4 "	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_61471_PI403524517	2	0.058363914	-0.63467884	-0.021783829	0.008049011	0.047546387	-0.008048058	35_17546	"Cluster: Armadillo/beta-catenin-like repeat family protein, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Armadillo/beta-catenin-like repeat"	UniRef90_Q2R0N3	CHR1V7|COORD:19039519..19042406| armadillo/beta-catenin repeat family protein	AT1G51350.1	CHR11V5|COORD:24751413..24744428|protein armadillo/beta-catenin-like repeat family protein, expressed	LOC_Os11g41990.1	no descriptionmoderately similar to ( 451)AT1G51350| Symbols:  | armadillo/beta-catenin repeat family protein | chr1:19039519-19042406 FORWARDnot assigned not assigned COG5369 ARM	not assigned.no ontology.armadillo/beta-catenin repeat family protein	35_1_3

CUST_73939_PI403524517	2	0.17155838	0.4222412	-0.1703291	-0.06226158	-0.07458687	0.062260628	35_21205	"Cluster: Os09g0504800 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0504800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J0N0	CHR3V7|COORD:8063070..8064482| leucine-rich repeat family protein / extensin family protein	AT3G22800.1	CHR09V5|COORD:19506638..19508782|protein expressed protein	LOC_Os09g32700.1	"no descriptionweakly similar to ( 149)AT3G02370| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G57360.1); similar to Os09g0504800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001063597.1); contains domain FAMILY NOT NAMED (PTHR21027); contains domain SUBFAMILY NOT NAMED (PTHR21027:SF2) | chr3:484752-485345 FORWARDnot assigned"	not assigned.unknown	35_2

CUST_11047_PI403524517	2	-0.0047912598	0.31510258	0.14877701	-0.044524193	-0.10616398	0.0047912598	35_3122	"Cluster: RING-H2 finger protein RHF2a, putative, expressed; n=4; Oryza sativa (japonica cultivar-group)|Rep: RING-H2 finger protein RHF2a, putative, expressed -"	UniRef90_Q2R2A8	CHR5|COORD:7277272..7280258| zinc finger (C3HC4-type RING finger) family protein, contains Pfam profile: PF00097 zinc finger, C3HC4 type (RING finger)	AT5G22000.3	CHR11V5|COORD:20983820..20978853|protein zinc finger, RING-type, putative, expressed	LOC_Os11g36430.2	" no descriptionmoderately similar to ( 372)AT5G22000| Symbols: RHF2A, CIC7E11 | CIC7E11; protein binding / zinc ion binding | chr5:7277439-7279556 FORWARDnot assigned not assigned not assigned RING zf-C3HC4 HRD1 RING "	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_115360_PI403524517	2	-0.197196	0.10051346	-0.33608294	0.38345194	-0.06246662	0.0624671	35_32723	"Cluster: P0076O17.8 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: P0076O17.8 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7X619		0	CHR04V5|COORD:21788538..21783407|protein peptide transporter PTR2, putative, expressed	LOC_Os04g36040.1	no description	not assigned.unknown	35_2

CUST_113509_PI403524517	2	0.51842403	0.6047907	0.07961893	-0.07961893	-0.23687029	-0.13138628	35_32219	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_19436_PI404877155	2	0.094685555	-0.025898933	-0.011849403	0.041319847	0.011850357	-0.056655884	rbags16o16_at	0	0	0	0	0	0	diaminopimelate epimerase - like protein	amino acid metabolism.synthesis.aspartate family.lysine	13_1_3_5

CUST_3354_PI399408534	2	0.10055733	-0.47141933	0.12728882	-0.11959696	0.013597488	-0.013597488	35_40528	Rep: E2F protein - Triticum sp	UniRef90_Q9ST55	"CHR5V7|COORD:7360752..7364123| E2F1; transcription factor"	AT5G22220.2	CHR02V5|COORD:19867439..19862332|protein transcription factor E2F3, putative, expressed	LOC_Os02g33430.2	" no descriptionweakly similar to ( 131)AT5G22220| Symbols: E2FB, ATE2FB, E2F1 | E2F1; transcription factor | chr5:7360752-7364123 FORWARDnot assigned not assigned E2F_TDP "	RNA.regulation of transcription.E2F/DP transcription factor family	27_3_18

CUST_9248_PI404877155	2	-0.033179283	0.13548279	0.025138855	-0.119647026	-0.025138855	0.042352676	Contig3033_at	nucleic acid binding protein [Nicotiana tabacum]	CAC69852.1	RNA-binding protein 47 (RBP47), putative	At1g47500.1	protein RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain), putative	Os04g37690	"PAB1 ACBP-67 T01254; yeast protein encoded by PUB1 binds T-rich single stranded DANN"	RNA.regulation of transcription.unclassified	27_3_99

CUST_112278_PI403524517	2	-0.2499752	-0.077334404	0.16713524	0.39467096	0.077334404	-0.178298	35_31879	"Cluster: Putative regulatory protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative regulatory protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q84Q21	CHR2V7|COORD:6406761..6407291| AGP9 (ARABINOGALACTAN PROTEIN 9)	AT2G14890.2	CHR07V5|COORD:11494957..11503519|protein regulatory protein, putative, expressed	LOC_Os07g19444.1	no description	not assigned.unknown	35_2

CUST_6729_PI403524517	2	-0.20048904	0.19852066	-0.013395309	0.07263279	-0.1855421	0.013396263	35_1869	"Cluster: OSJNBa0088I22.11 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0088I22.11 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XU42	CHR4V7|COORD:314405..317507| dehydration-responsive family protein	AT4G00750.1	CHR04V5|COORD:28508533..28503391|protein ankyrin protein kinase-like, putative, expressed	LOC_Os04g48230.2	no descriptionhighly similar to ( 783)AT4G00750| Symbols:  | dehydration-responsive family protein | chr4:314405-317507 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF248 PRK07764 PRK12323 PRK07003 APC_basic PRK12678 TT_ORF1 Tymo_45kd_70kd DUF1509 Herpes_UL56 AF-4 Atrophin-1 DUF390	stress.abiotic.drought/salt	20_2_3

CUST_130346_PI403524517	2	-0.097013	-0.023711681	0.08876991	0.023711681	0.02630186	-0.04731989	35_36605	"Cluster: Histones H3 and H4; n=1; Ostreococcus tauri|Rep: Histones H3 and H4 - Ostreococcus tauri"	UniRef90_Q018N5	CHR5V7|COORD:3270479..3270889| histone H3	AT5G10400.1	CHR11V5|COORD:2622185..2621575|protein histone H3, putative, expressed	LOC_Os11g05730.1	no descriptionweakly similar to ( 187)AT5G65360| Symbols:  | histone H3 | chr5:26137325-26137735 REVERSEweakly similar to ( 188)H32_WHEATHistone H3.2 - Triticum aestivum (Wheat)not assigned H3 HHT1 Histone	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_48168_PI403524517	2	-0.013504982	-1.4512911	0.013504982	0.57891273	0.8825655	-0.0544672	35_13771	"Cluster: Os01g0525800 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0525800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JM89	CHR1V7|COORD:4525849..4525974| DVL4/RTFL17 (ROTUNDIFOLIA LIKE 17)	AT1G13245.1	0	0	no description	not assigned.unknown	35_2

CUST_167673_PI403524517	2	-0.19830513	-0.3725605	-0.03098774	0.31254768	0.042708397	0.030986786	35_46705	Rep: Hypothetical protein - Salinispora arenicola CNS205	UniRef90_A1G9M5	CHR1V7|COORD:16816094..16817173| DNA binding / ligand-dependent nuclear receptor	AT1G44191.1	CHR04V5|COORD:24705559..24701241|protein peroxidase 18 precursor, putative, expressed	LOC_Os04g42100.1	no descriptionnot assigned Atrophin-1	not assigned.unknown	35_2

CUST_13005_PI404877155	2	-0.69235134	-0.7797198	0.5024767	0.27928162	0.5661335	-0.27928257	Contig6733_at	OSJNBa0042I15.10 [Oryza sativa (japonica cultivar-group)]	CAE04888.2	prephenate dehydratase family protein	At1g08250.1	protein protein T23G18.10 [imported] - Arabidopsis thaliana	Os04g33390	prephenate dehydratase family protein, similar to bacterial PheA gene products	amino acid metabolism.synthesis.aromatic aa.phenylalanine	13_1_6_3

CUST_12719_PI404877155	2	0.23155212	-0.020543098	-0.03951454	0.020543098	-0.03010273	0.12050247	Contig6460_at	P0460C04.18 [Oryza sativa (japonica cultivar-group)] dbj|BAB92925.1| P0460C04.18 [Oryza sativa (japonica cultivar-group)]	NP_915355.1	calmodulin-binding family protein	At3g52290.1	protein IQ calmodulin-binding motif, putative	Os01g61720	NONE	signalling.calcium	30_3

CUST_49335_PI403524517	2	-0.03338051	0.22948265	0.1115036	-0.09313011	-0.11032295	0.03338051	35_14073	Rep: Tubulin alpha-2 chain - Zea mays (Maize)	UniRef90_P14641	CHR4V7|COORD:8548765..8550315| TUA6 (tubulin alpha-6 chiain)	AT4G14960.2	CHR11V5|COORD:7955967..7958851|protein tubulin alpha-3 chain, putative, expressed	LOC_Os11g14220.2	no descriptionhighly similar to ( 828)AT4G14960| Symbols: TUA6 | TUA6 (tubulin alpha-6 chiain) | chr4:8548765-8550315 REVERSEhighly similar to ( 841)TBA3_HORVUTubulin alpha-3 chain - Hordeum vulgare (Barley)not assigned not assigned not assigned not assigned not assigned alpha_tubulin COG5023 Tubulin_FtsZ beta_tubulin gamma_tubulin epsilon_tubulin Tubulin Tubulin_C delta_tubulin	cell.organisation	31_1

CUST_117764_PI403524517	2	0.0018253326	-0.21388245	-0.0110321045	0.07024765	0.09425163	-0.0018253326	35_33361	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_169966_PI403524517	2	0.51568556	0.020874977	0.16504335	-0.020874977	-0.28570747	-0.45991468	35_47341	"Cluster: Endonuclease-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Endonuclease-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8GT06	"CHR4V7|COORD:15028592..15032467| ATMUS81; endonuclease/ nucleic acid binding"	AT4G30870.1	CHR01V5|COORD:42018023..42025555|protein ERCC4 domain containing protein, expressed	LOC_Os01g71960.1	"no descriptionvery weakly similar to (80.1)AT4G30870| Symbols: ATMUS81 | ATMUS81; endonuclease/ nucleic acid binding | chr4:15028592-15032467 FORWARD"	DNA.synthesis/chromatin structure	28_1

CUST_100859_PI403524517	2	0.114144325	-0.106723785	0.06551933	-0.06551933	0.1693182	-0.10377693	35_28784	"Cluster: Cell division protease ftsH homolog, chloroplast precursor; n=2; Solanaceae|Rep: Cell division protease ftsH homolog, chloroplast precursor - Nicotiana"	UniRef90_O82150	"CHR1V7|COORD:18618066..18620598| FTSH1 (FtsH protease 1); ATP-dependent peptidase/ ATPase/ metallopeptidase"	AT1G50250.1	CHR06V5|COORD:30876995..30869319|protein OsFtsH1 - Oryza sativa FtsH protease, homologue of AtFtsH1/5, expressed	LOC_Os06g51029.2	" no descriptionmoderately similar to ( 311)AT5G42270| Symbols: FTSH5, VAR1 | VAR1 (VARIEGATED 1); ATP-dependent peptidase/ ATPase/ metallopeptidase | chr5:16919887-16922330 FORWARDmoderately similar to ( 315)FTSH_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned HflB hflB Peptidase_M41 RPT1 PRK03992 AAA SpoVK COG1223 AAA "	protein.degradation.metalloprotease	29_5_7

CUST_61229_PI403524517	2	-0.085001945	0.8513756	-0.21482182	0.085001945	-0.26730633	0.2617464	35_17471	"Cluster: GHMP kinase-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: GHMP kinase-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6YX79	"CHR4V7|COORD:9120887..9127668| ARA1 (ARABINOSE SENSITIVE 1); ATP binding / galactokinase"	AT4G16130.1	CHR02V5|COORD:2239525..2230652|protein ARA1, putative, expressed	LOC_Os02g04840.1	" no descriptionnearly identical (1125)AT4G16130| Symbols: ISA1, ATISA1, ARA1 | ARA1 (ARABINOSE SENSITIVE 1); ATP binding / galactokinase | chr4:9120887-9127668 FORWARDnot assigned PRK05101 GalK PRK05322 PRK03817 PRK00555 GHMP_kinases_N ERG12 PRK03926 "	minor CHO metabolism.galactose.galactokinases	3_8_1

CUST_74742_PI403524517	2	0.18228912	-0.28302383	-0.031038284	0.005080223	-0.005080223	0.09565449	35_21433	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q75G59	"CHR3V7|COORD:20262863..20265009| ATCDT1B/CDT1/CDT1B (ARABIDOPSIS HOMOLOG OF YEAST CDT1 B); cyclin-dependent protein kinase"	AT3G54710.1	CHR10V5|COORD:18261569..18266026|protein CDT1a protein, putative, expressed	LOC_Os10g34820.2	" no descriptionvery weakly similar to (57.4)AT3G54710| Symbols: ATCDT1B, CDT1B, CDT1 | ATCDT1B/CDT1/CDT1B (ARABIDOPSIS HOMOLOG OF YEAST CDT1 B); cyclin-dependent protein kinase | chr3:20262863-20265009 FORWARDnot assigned "	not assigned.unknown	35_2

CUST_3206_PI404877155	2	0.4095087	0.35679483	0.27042055	-0.27042055	-0.31708813	-0.659359	Contig13680_at	sensory transduction histidine kinase-related [Arabidopsis thaliana] emb|CAC08246.1| histidine kinase-like protein [Arabidopsis thaliana]	NP_196633.1	sensory transduction histidine kinase-related	At5g10720.1	protein histidine kinase-like protein	Os06g44410	NONE	hormone metabolism.cytokinin.signal transduction	17_4_2

CUST_35491_PI403524517	2	0.1639595	-0.38937664	-0.29967785	0.17225838	0.048181534	-0.048181534	35_10235	"Cluster: Hypothetical protein OSJNBa0070N04.1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0070N04.1 - Oryza sativa (japonica cu"	UniRef90_Q8H8P0	"CHR5V7|COORD:17167733..17168869| similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAP68897.1); similar to Os03g0774400 [Oryza sativa"	AT5G42765.1	CHR03V5|COORD:32045979..32049346|protein expressed protein	LOC_Os03g56320.3	"no descriptionweakly similar to ( 155)AT5G42765| Symbols:  | similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAP68897.1); similar to Os03g0774400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001051422.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABF99113.1); contains InterPro domain Twin-arginine translocation pathway signal; (InterPro:IPR006311) | chr5:17167733-17168869 REVERSE"	not assigned.unknown	35_2

CUST_92457_PI403524517	2	0.044478416	0.016897202	-0.016897202	-0.2150402	0.018834114	-0.21768093	35_26437	"Cluster: Calmodulin-binding protein-like; n=3; Oryza sativa (japonica cultivar-group)|Rep: Calmodulin-binding protein-like - Oryza sativa (japonica cultivar-gro"	UniRef90_Q5VS79	CHR4V7|COORD:7758606..7760888| leucine-rich repeat family protein / extensin family protein	AT4G13340.1	CHR06V5|COORD:307754..304994|protein IQ calmodulin-binding motif family protein, expressed	LOC_Os06g01500.2	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Extensin_2 Atrophin-1 DUF1421 PRK12323 Herpes_BLLF1 PRK07764 Drf_FH1 Tymo_45kd_70kd IER PRK05648 PRK07003 HPC2 Pneumo_att_G GRASP55_65 CTF_NFI PRK08853 DUF605 PRK12678 PRK10819 Amelogenin Gag_spuma Herpes_DNAp_acc Metaviral_G AF-4 Coprinus_mating	not assigned.unknown	35_2

CUST_4672_PI403524517	2	0.176013	-0.17601204	-0.74751234	0.17785454	-0.8604989	1.452652	35_1290	Rep: O-methyltransferase - Hordeum vulgare (Barley)	UniRef90_Q8H0D1	CHR5V7|COORD:21999301..22001393| ATOMT1 (O-METHYLTRANSFERASE 1)	AT5G54160.1	CHR08V5|COORD:3334615..3331407|protein quercetin 3-O-methyltransferase 1, putative, expressed	LOC_Os08g06100.1	 no descriptionmoderately similar to ( 379)AT5G54160| Symbols: OMT1, ATOMT1 | ATOMT1 (O-METHYLTRANSFERASE 1) | chr5:21999301-22001393 FORWARDmoderately similar to ( 465)OMT1_ORYSAnot assigned Methyltransf_2 Dimerisation 	secondary metabolism.phenylpropanoids.lignin biosynthesis.COMT	16_2_1_9

CUST_26699_PI403524517	2	0.00497818	-0.06731129	0.06381607	-0.004977703	0.31543684	-0.17450905	35_7736	"Cluster: Exodeoxyribonuclease V; n=1; Kineococcus radiotolerans SRS30216|Rep: Exodeoxyribonuclease V - Kineococcus radiotolerans SRS30216"	UniRef90_Q40UB0	0	0	CHR04V5|COORD:4408286..4406320|protein serine/arginine repetitive matrix protein 1, putative, expressed	LOC_Os04g08280.1	no description	not assigned.unknown	35_2

CUST_30560_PI403524517	2	0.19978523	0.091049194	0.02176857	-0.021767616	-0.090717316	-0.07866669	35_8822	Rep: Acetyl-CoA carboxylase - Triticum aestivum (Wheat)	UniRef90_Q41525	CHR1|COORD:13547727..13559608| acetyl-CoA carboxylase 2 (ACC2), nearly identical to acetyl-CoA carboxylase 2 (ACC2) (Arabidopsis thaliana) GI:11869928	AT1G36180.1	CHR10V5|COORD:10942514..10953621|protein acetyl-coenzyme A carboxylase ACC1A, putative, expressed	LOC_Os10g21910.1	" no descriptionhighly similar to ( 738)AT1G36160| Symbols: AT-ACC1, EMB22, GK, PAS3, ACC1 | ACC1 (ACETYL-COENZYME A CARBOXYLASE 1); acetyl-CoA carboxylase | chr1:13535408-13544985 FORWARDnot assigned not assigned Carboxyl_trans COG4799 "	lipid metabolism.FA synthesis and FA elongation.Acetyl CoA Carboxylation	11_1_1

CUST_164709_PI403524517	2	0.12721491	0.6028991	-0.1613679	0.015007973	-0.04384899	-0.015007973	35_45907	"Cluster: Hypothetical protein P0668F02.16; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0668F02.16 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6AU85		0	CHR05V5|COORD:20072848..20070784|protein myb-like DNA-binding domain, SHAQKYF class family protein, expressed	LOC_Os05g34110.1	no description	not assigned.unknown	35_2

CUST_59730_PI403524517	2	0.035359383	0.12069321	-0.5680742	0.18190956	-0.331398	-0.03535843	35_17030	"Cluster: Putative MTD2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative MTD2 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5N6U7	CHR1V7|COORD:8662328..8663765| protein binding / zinc ion binding	AT1G24440.1	CHR01V5|COORD:39755913..39759345|protein protein binding protein, putative, expressed	LOC_Os01g67850.1	no descriptionvery weakly similar to (54.7)AT1G24440| Symbols:  | protein binding / zinc ion binding | chr1:8662328-8663765 FORWARD	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_54733_PI403524517	2	0.015794754	-0.0836401	0.113471985	-0.026946068	0.08837795	-0.015794754	35_15578	"Cluster: Mitochondrial aldehyde dehydrogenase ALDH2; n=2; Triticeae|Rep: Mitochondrial aldehyde dehydrogenase ALDH2 - Hordeum vulgare (Barley)"	UniRef90_Q93XI6	"CHR1V7|COORD:8412227..8414793| ALDH2B7 (Aldehyde dehydrogenase 2B7); 3-chloroallyl aldehyde dehydrogenase/ aldehyde dehydrogenase (NAD)"	AT1G23800.1	CHR06V5|COORD:9090017..9095678|protein aldehyde dehydrogenase, mitochondrial precursor, putative, expressed	LOC_Os06g15990.1	" no descriptionhighly similar to ( 823)AT1G23800| Symbols: ALDH2B, ALDH2B7 | ALDH2B7 (Aldehyde dehydrogenase 2B7); 3-chloroallyl aldehyde dehydrogenase/ aldehyde dehydrogenase (NAD) | chr1:8412227-8414793 REVERSEmoderately similar to ( 353)BADH_SPIOLBetaine aldehyde dehydrogenase, chloroplast precursor - Spinacia oleracea (Spinach)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Aldedh PutA PRK09847 PRK10090 gabD2 gabD PRK03137 gabD1 PRK11904 PRK11905 COG4230 putA astD PRK11563 PRK11903 "	fermentation.aldehyde dehydrogenase	5_10

CUST_28983_PI403524517	2	0.054852486	0.08423233	0.09855509	-0.054852486	-1.3673089	-0.2716465	35_8375	"Cluster: Hypothetical protein OJ1065_E04.22; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1065_E04.22 - Oryza sativa (japonica cultiv"	UniRef90_Q653R0	CHR2V7|COORD:2975562..2978689| binding	AT2G07170.1	CHR09V5|COORD:22253928..22247967|protein HEAT repeat family protein, expressed	LOC_Os09g38710.2	no descriptionvery weakly similar to (93.6)AT2G07170| Symbols:  | binding | chr2:2975562-2978689 FORWARDPRK12323	not assigned.unknown	35_2

CUST_30187_PI403524517	2	-0.07085705	0.25799274	0.08751297	-0.08898544	-0.11899662	0.070858	35_8713	"Cluster: Os01g0182900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0182900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JQ42	"CHR4V7|COORD:18347587..18354695| similar to Os01g0182900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001042222.1); similar to unknown protein [Oryza"	AT4G39450.1	CHR01V5|COORD:4370952..4390885|protein expressed protein	LOC_Os01g08750.3	"no descriptionweakly similar to ( 130)AT4G39450| Symbols:  | similar to Os01g0182900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001042222.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD67785.1); contains domain gb def: Hypothetical protein AT4g39450 (PTHR13650:SF3); contains domain FAMILY NOT NAMED (PTHR13650) | chr4:18347587-18354695 FORWARDnot assigned"	not assigned.unknown	35_2

CUST_131542_PI403524517	2	-1.0074272	-1.3920193	0.9791384	0.039082527	0.597373	-0.039082527	35_36942	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_82409_PI403524517	2	0.13989544	0.2683611	-0.13989544	-0.3382826	0.36539936	-0.23453045	35_23634	"Cluster: Hypothetical protein OSJNAa0034B05.10; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNAa0034B05.10 - Oryza sativa (japonica"	UniRef90_Q7G6D9	0	0	CHR10V5|COORD:3446976..3448411|protein expressed protein	LOC_Os10g06680.1	no description	not assigned.unknown	35_2

CUST_61866_PI403524517	2	0.0077085495	-0.7188959	-0.08718681	-0.007707596	0.16177177	0.046535492	35_17652	"Cluster: Mucin-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Mucin-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8S2G4	"CHR5V7|COORD:25029453..25031233| similar to mucin-related [Arabidopsis thaliana] (TAIR:AT2G02880.1); similar to unknown [Hyacinthus orientalis]"	AT5G62270.1	CHR01V5|COORD:34286950..34283602|protein expressed protein	LOC_Os01g58750.1	"no descriptionmoderately similar to ( 361)AT5G62270| Symbols:  | similar to mucin-related [Arabidopsis thaliana] (TAIR:AT2G02880.1); similar to unknown [Hyacinthus orientalis] (GB:AAS20992.1); similar to Os01g0801700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001044542.1); similar to Os03g0379400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001050235.1) | chr5:25029453-25031233 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07764 Tymo_45kd_70kd APC_basic"	not assigned.unknown	35_2

CUST_12190_PI403524517	2	0.17780495	-0.23807716	-0.18657589	0.06742287	-0.051195145	0.0511961	35_3471	"Cluster: Putative dihydrolipoamide S-acetyltransferase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative dihydrolipoamide S-acetyltransferase - Oryza s"	UniRef90_Q6YPG2	CHR3V7|COORD:4596247..4600150| dihydrolipoamide S-acetyltransferase, putative	AT3G13930.1	CHR07V5|COORD:12817710..12809918|protein dihydrolipoyllysine-residue acetyltransferase component of pyruvatedehydrogenase complex, mitochondrial	LOC_Os07g22720.2	 no descriptionhighly similar to ( 588)AT3G13930| Symbols:  | dihydrolipoamide S-acetyltransferase, putative | chr3:4596247-4600150 FORWARDnot assigned not assigned not assigned PRK11856 AceF PRK11855 2-oxoacid_dh aceF PRK05704 PRK11857 PRK11892 Biotin_lipoyl kgd E3_binding 	TCA / org. transformation.TCA.pyruvate DH.E2	8_1_1_2

CUST_2302_PI404877155	2	0.16901493	0.13163471	-0.13163376	-0.47323418	-0.6497116	0.18517113	Contig12673_at	putative z-protein [Oryza sativa (japonica cultivar-group)]	BAC83445.1	expressed protein	At1g03070.1	protein Uncharacterized protein family UPF0005	Os07g08070	putative z-protein	signalling.in sugar and nutrient physiology	30_1

CUST_5985_PI399408534	2	0.28034163	-0.41795015	0.2671666	-0.5149627	0.3067298	-0.2671666	35_50205	Rep: OSJNBa0089N06.14 protein - Oryza sativa (Rice)	UniRef90_Q7XN68	CHR1V7|COORD:18676496..18681033| SNF2 domain-containing protein / helicase domain-containing protein / RING finger domain-containing protein	AT1G50410.1	CHR04V5|COORD:31797344..31790413|protein ATP binding protein, putative, expressed	LOC_Os04g53720.1	no descriptionvery weakly similar to (77.4)AT1G50410| Symbols:  | SNF2 domain-containing protein / helicase domain-containing protein / RING finger domain-containing protein | chr1:18676496-18681033 FORWARDnot assigned not assigned	RNA.regulation of transcription.Chromatin Remodeling Factors	27_3_44

CUST_3059_PI403524517	2	0.052139282	-0.07856178	-0.010402679	-0.0294981	0.010402679	0.018108368	35_832	"Cluster: NADH dehydrogenase; n=3; Magnoliophyta|Rep: NADH dehydrogenase - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q8LAL7	CHR5V7|COORD:2759849..2761727| NADH-ubiquinone oxidoreductase 51 kDa subunit, mitochondrial, putative	AT5G08530.1	CHR07V5|COORD:26911769..26915801|protein NADH-ubiquinone oxidoreductase 51 kDa subunit, mitochondrial precursor, putative, expressed	LOC_Os07g45090.1	 no descriptionhighly similar to ( 865)AT5G08530| Symbols:  | NADH-ubiquinone oxidoreductase 51 kDa subunit, mitochondrial, putative | chr5:2759849-2761727 REVERSEnot assigned NuoF Complex1_51K PRK11278 RnfC 	mitochondrial electron transport / ATP synthesis.NADH-DH.localisation not clear	9_1_2

CUST_32260_PI399408534	2	0.023329735	-0.019202232	0.019202232	-0.10514641	0.050689697	-0.1278305	35_50596	Rep: Poly(A)-binding protein - Triticum aestivum (Wheat)	UniRef90_P93616	"CHR1V7|COORD:18420408..18423421| PAB8 (POLY(A) BINDING PROTEIN 8); RNA binding / translation initiation factor"	AT1G49760.1	CHR09V5|COORD:1217011..1211856|protein polyadenylate-binding protein 2, putative, expressed	LOC_Os09g02700.1	" no descriptionmoderately similar to ( 231)AT1G49760| Symbols: PAB8 | PAB8 (POLY(A) BINDING PROTEIN 8); RNA binding / translation initiation factor | chr1:18420408-18423421 FORWARDvery weakly similar to (53.5)ROC2_NICPL31 kDa ribonucleoprotein, chloroplast precursor - Nicotiana plumbaginifolia (Leadwort-leaved tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned RRM RRM_1 COG0724 "	RNA.processing	27_1

CUST_4707_PI404877155	2	0.11062336	0.37775612	-0.010525703	-0.0068302155	0.006829262	-0.014286041	Contig15931_at	GTP-binding protein-like [Arabidopsis thaliana]	BAB01956.1	GTP-binding family protein	At3g12080.1	protein Similar to GTP-binding protein	Os11g41910	"EMB2738;EMBRYO DEFECTIVE 2738;GTP-binding family protein, contains Pfam domain, PF01926: GTPase of unknown function"	signalling.G-proteins	30_5

CUST_33528_PI399408534	2	-0.2739539	0.6457062	-0.021592617	0.5246482	0.021592617	-0.41760635	35_26418	"Cluster: Serine/threonine kinase receptor-like protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Serine/threonine kinase receptor-like protein - Oryza s"	UniRef90_Q84SG8	CHR4V7|COORD:12121408..12124048| CRK6 (CYSTEINE-RICH RLK 6)	AT4G23140.2	CHR07V5|COORD:21173358..21176869|protein protein kinase, putative, expressed	LOC_Os07g35410.1	 no descriptionvery weakly similar to (67.0)AT4G23140| Symbols: RLK5, CRK6 | CRK6 (CYSTEINE-RICH RLK 6) | chr4:12121408-12124048 FORWARD	signalling.receptor kinases.DUF 26	30_2_17

CUST_43433_PI403524517	2	0.033655167	-0.0306921	-0.004357338	0.03401184	0.0043582916	-0.19224548	35_12471	"Cluster: Hypothetical protein P0651G05.14; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0651G05.14 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6H436	CHR3V7|COORD:7268808..7271105| oxidoreductase family protein	AT3G20790.1	CHR09V5|COORD:5899633..5904440|protein NAD-dependent dyhydrogenase, Gfo/Idh/MocA family, putative, expressed	LOC_Os09g10820.1	no descriptionweakly similar to ( 149)AT3G20790| Symbols:  | oxidoreductase family protein | chr3:7268808-7271105 FORWARDMviM	not assigned.no ontology	35_1

CUST_4552_PI403524517	2	0.11727047	0.54529	0.006788254	-0.07534981	-0.006788254	-0.09651947	35_1257	"Cluster: Putative tetrafunctional protein of glyoxysomal fatty acid beta- oxidation; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative tetrafunctional p"	UniRef90_Q94CN1	"CHR3V7|COORD:2161932..2166015| MFP2 (MULTIFUNCTIONAL PROTEIN); enoyl-CoA hydratase"	AT3G06860.1	CHR01V5|COORD:13869753..13875774|protein glyoxysomal fatty acid beta-oxidation multifunctional protein MFP-a, putative, expressed	LOC_Os01g24680.2	" no descriptionmoderately similar to ( 322)AT3G06860| Symbols: ATMPF2, MFP2 | MFP2 (MULTIFUNCTIONAL PROTEIN); enoyl-CoA hydratase | chr3:2161932-2166015 FORWARDmoderately similar to ( 315)MFPA_CUCSAGlyoxysomal fatty acid beta-oxidation multifunctional protein MFP-a [Includes: Enoyl-CoA hydratase/3-2-trans-enoyl-CoA isomerase/3-hydroxybutyryl-CoA epimerase - Cucumis sativus (Cucumber)not assigned not assigned not assigned FadB 3HCDH_N fadB PRK05808 fadJ PRK07660 PRK08268 PRK09117 PRK09260 PRK06035 PRK07819 PRK07530 PRK06130 PRK08293 PRK08269 PRK06129 PRK07531 "	lipid metabolism.lipid degradation.beta-oxidation.mutifunctional	11_9_4_9

CUST_120859_PI403524517	2	0.034524918	0.5053053	-0.011341095	-0.22404575	-0.027953148	0.011341095	35_34152	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_98439_PI403524517	2	0.27299118	-0.0070056915	0.0070061684	-0.41875172	-0.51058674	0.06350231	35_28105	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_163600_PI403524517	2	0.152277	-0.033950806	-0.0034828186	-0.030591965	0.003481865	0.1366167	35_45618	0	0	CHR3V7|COORD:18779748..18780500| histamine receptor	AT3G50580.1	0	0	no description	not assigned.unknown	35_2

CUST_8244_PI404877155	2	-0.704072	2.295434	2.0410452	-0.9719944	-0.28183842	0.28183842	Contig24321_at	N-acetyltransferase and Transcription factor-like protein [Oryza sativa (japonica cultivar-group)] dbj|BAD10660.1| N-acetyltransferase and T	XP_483271.1	transcription factor jumonji (jmjC) domain-containing protein	At3g20810.2	protein transposon protein, putative, unclassified	Os08g39810	transcription factor jumonji (jmjC) domain-containing protein, contains Pfam domain PF02373: jmjC domain or  transcription factor jumonji (jmjC) domain-containing protein, contains Pfam domain PF02373: jmjC domain or  similar to transcription factor jumon	RNA.regulation of transcription.JUMONJI family	27_3_57

CUST_179446_PI403524517	2	0.046061516	0.08845043	0.011149406	-0.17965126	-0.03262043	-0.01115036	35_49908	Rep: H0311C03.7 protein - Oryza sativa (Rice)	UniRef90_Q01I87	CHR5V7|COORD:5730653..5736417| tubulin family protein	AT5G17410.2	CHR04V5|COORD:24829333..24835384|protein gamma-tubulin complex component 2, putative, expressed	LOC_Os04g42330.2	no descriptionmoderately similar to ( 208)AT5G17410| Symbols:  | tubulin family protein | chr5:5730653-5736417 FORWARDnot assigned not assigned not assigned Spc97_Spc98	cell.organisation	31_1

CUST_96601_PI403524517	2	0.21382856	0.21937275	0.11183405	-0.11183357	-0.1623764	-0.3002429	35_27592	0	0	0	0	CHR03V5|COORD:30619258..30617076|protein hypothetical protein	LOC_Os03g53480.1	no description	not assigned.unknown	35_2

CUST_67340_PI403524517	2	0.20679665	0.40306664	0.049212456	-0.04921198	-0.55419874	-0.12314987	35_19227	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_61562_PI403524517	2	0.015405655	0.5478897	-0.004638672	-0.25797844	-0.28172684	0.004637718	35_17571	"Cluster: Putative pathogenesis-related protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative pathogenesis-related protein - Oryza sativa (japonica"	UniRef90_Q6AVH9	CHR5V7|COORD:26591481..26592038| allergen V5/Tpx-1-related family protein	AT5G66590.1	CHR03V5|COORD:29987427..29984664|protein conserved hypothetical protein	LOC_Os03g52300.1	no descriptionweakly similar to ( 124)AT5G66590| Symbols:  | allergen V5/Tpx-1-related family protein | chr5:26591481-26592038 FORWARDweakly similar to ( 134)ST14_SOLTUSTS14 protein precursor - Solanum tuberosum (Potato)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned SCP SCP SCP TT_ORF1 PRK12323 PRK07764 PRK07003 Protamine_P1 Tymo_45kd_70kd HpaP PRK09169 PRK12678	stress.biotic	20_1

CUST_11623_PI403524517	2	0.008625984	0.25695324	0.15456963	-0.008625984	-0.09580231	-0.014367104	35_3303	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10AY8	"CHR5V7|COORD:7374214..7375115| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G44280.1); similar to Os07g0250300 [Oryza sativa (japonica"	AT5G22280.1	CHR03V5|COORD:35088738..35086174|protein expressed protein	LOC_Os03g62030.4	" no descriptionvery weakly similar to (80.1)AT5G22280| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G44280.1); similar to Os07g0250300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001059297.1); similar to Os03g0836500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001051825.1); similar to unknown protein, 3'-partial [Oryza sativa (japonica cultivar-group)] (GB:AAO41143.1) | chr5:7374214-7375115 REVERSE"	not assigned.unknown	35_2

CUST_118797_PI403524517	2	2.3190546	0.041377544	0.007824898	-0.007824898	-0.899807	-0.70074415	35_33626	"Cluster: Putative triacylglycerol lipase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative triacylglycerol lipase - Oryza sativa (japonica cultivar-gro"	UniRef90_Q8H3R3	CHR5V7|COORD:6213249..6215496| lipase class 3 family protein	AT5G18640.1	CHR07V5|COORD:28238772..28243756|protein lipase precursor, putative, expressed	LOC_Os07g47250.3	no descriptionmoderately similar to ( 215)AT5G18640| Symbols:  | lipase class 3 family protein | chr5:6213249-6215496 FORWARDnot assigned Lipase_3 Lipase_3	lipid metabolism.lipid degradation.lipases	11_9_2

CUST_116362_PI403524517	2	0.19089651	0.0077471733	-0.07685852	0.13760567	-0.030727386	-0.0077471733	35_32991	"Cluster: Os08g0387700 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os08g0387700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J5Y6	CHR1V7|COORD:9433564..9439206| disease resistance protein (TIR-NBS-LRR class), putative	AT1G27170.1	CHR08V5|COORD:18197071..18186256|protein resistance protein LR10, putative, expressed	LOC_Os08g29809.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_1781_PI404877155	2	0.4628663	-0.4951973	-0.23262358	0.31015158	-1.1975017	0.23262358	Contig11996_s_at	chloroplast nucleoid DNA-binding protein cnd41-like [Oryza sativa (japonica cultivar-group)]	NP_917607.1	chloroplast nucleoid DNA-binding protein, putative	At5g10770.1	protein Eukaryotic aspartyl protease, putative	Os02g48870	aspartyl protease family protein, contains Pfam domain, PF00026: eukaryotic aspartyl protease	RNA.regulation of transcription.unclassified	27_3_99

CUST_41210_PI403524517	2	0.0584116	0.0761385	-0.058412552	0.13589287	-0.06627083	-0.090566635	35_11845	"Cluster: Harpin-induced protein 1 containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Harpin-induced protein 1 containing protein, e"	UniRef90_Q2QXF1	CHR5V7|COORD:7355691..7356874| harpin-induced family protein / HIN1 family protein / harpin-responsive family protein	AT5G22200.1	CHR12V5|COORD:2979864..2978479|protein VAMP protein SEC22, putative, expressed	LOC_Os12g06260.1	no descriptionvery weakly similar to (61.6)AT5G22200| Symbols:  | harpin-induced family protein / HIN1 family protein / harpin-responsive family protein | chr5:7355691-7356874 FORWARD	not assigned.no ontology	35_1

CUST_5662_PI404877155	2	0.15968418	0.61573315	0.25103283	-0.281085	-0.23628712	-0.15968418	Contig1760_s_at	probable RNA binding protein [imported] - Arabidopsis thaliana emb|CAA75602.1| putative RNA binding protein [Arabidopsis thaliana]	T51863	expressed protein	At1g09340.1	protein RNA binding protein, putative	Os12g23180	0	RNA.regulation of transcription	27_3

CUST_149515_PI403524517	2	0.1093421	0.42305326	-0.0013241768	0.0013246536	-0.5521884	-0.83749294	35_41827	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_5980_PI403524517	2	0.04046631	-0.16659641	-0.19900227	-0.007624626	0.0076236725	0.037298203	35_1653	"Cluster: FAM10 family protein At4g22670; n=1; Arabidopsis thaliana|Rep: FAM10 family protein At4g22670 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q93YR3	CHR4V7|COORD:11918247..11920682| tetratricopeptide repeat (TPR)-containing protein	AT4G22670.1	CHR02V5|COORD:14061..18598|protein hsc70-interacting protein, putative, expressed	LOC_Os02g01030.2	no descriptionmoderately similar to ( 233)AT4G22670| Symbols:  | tetratricopeptide repeat (TPR)-containing protein | chr4:11918247-11920682 FORWARDvery weakly similar to (55.1)STIP_SOYBNHeat shock protein STI - Glycine max (Soybean)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Drf_FH1 TPR Extensin_2 PRK07764 PRK12323 DUF1421 Atrophin-1 TT_ORF1 PRK05648 FAP MFMR Fork_head_N Cytadhesin_P30 PRK10819 TonB Totivirus_coat DUF1210 Pneumo_att_G SSDP SMN Metaviral_G Bindin Gag_spuma tatB DEC-1_N PRK12678 Amelogenin GRP DUF605 COG4783 GRASP55_65 COG5403 Tymo_45kd_70kd	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_17262_PI403524517	2	0.10301113	-0.15194893	-0.021522522	-0.070364	0.021523476	0.13811207	35_4988	"Cluster: Os06g0499000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0499000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DC06	"CHR3V7|COORD:9350930..9353495| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G23890.1); similar to Os06g0499000 [Oryza sativa (japonica"	AT3G25680.1	CHR06V5|COORD:17554679..17561529|protein expressed protein	LOC_Os06g30390.1	"no descriptionmoderately similar to ( 287)AT3G25680| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G23890.1); similar to Os06g0499000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001057703.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD45364.1); contains InterPro domain S-layer homology region; (InterPro:IPR001119) | chr3:9350930-9353495 FORWARDnot assigned not assigned not assigned SbcC"	not assigned.unknown	35_2

CUST_62803_PI403524517	2	0.025007248	0.7223091	-0.09404278	-0.13875961	-0.025006294	0.03719902	35_17907	Rep: Alpha-mannosidase - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q9FFX7	CHR5V7|COORD:4508628..4514336| glycosyl hydrolase family 38 protein	AT5G13980.2	CHR11V5|COORD:18556844..18566342|protein lysosomal alpha-mannosidase precursor, putative, expressed	LOC_Os11g32260.1	no descriptionhighly similar to ( 626)AT5G13980| Symbols:  | alpha-mannosidase | chr5:4508628-4513930 FORWARDnot assigned not assigned Glyco_hydro_38C	misc.gluco-, galacto- and mannosidases	26_3

CUST_21716_PI403524517	2	0.05720091	-0.46977854	-0.05720091	-0.060691357	0.15148497	0.21730375	35_6301	Rep: H0510A06.2 protein - Oryza sativa (Rice)	UniRef90_Q25AK3	CHR3V7|COORD:9554945..9556848| glycosyl hydrolase family 5 protein / cellulase family protein	AT3G26130.1	CHR04V5|COORD:23845623..23849410|protein hydrolase, hydrolyzing O-glycosyl compounds, putative, expressed	LOC_Os04g40510.2	no descriptionweakly similar to ( 142)AT3G26130| Symbols:  | glycosyl hydrolase family 5 protein / cellulase family protein | chr3:9554945-9556848 REVERSEPRK07764 PRK12323	cell wall.degradation.cellulases and beta -1,4-glucanases	10_6_1

CUST_85287_PI403524517	2	-0.0029697418	1.0864153	0.14155293	-0.25594616	-0.052550316	0.0029697418	35_24433	"Cluster: Os05g0516400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0516400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DGR4	CHR4V7|COORD:10275928..10278502| leucine-rich repeat family protein / extensin family protein	AT4G18670.1	CHR12V5|COORD:6108924..6103451|protein transposon protein, putative, CACTA, En/Spm sub-class	LOC_Os12g11330.1	no descriptionPRK12323	not assigned.unknown	35_2

CUST_37335_PI403524517	2	0.14641953	0.44829845	0.004524231	-0.0771637	-0.05547142	-0.004524231	35_10756	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_68113_PI403524517	2	0.11729336	0.014514923	-0.18383598	0.052692413	-0.1610527	-0.014515877	35_19464	"Cluster: Hypothetical protein OJ1126_G08.47; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1126_G08.47 - Oryza sativa (japonica cultiv"	UniRef90_Q5VNI7	CHR3|COORD:20186382..20189958| expressed protein	AT3G54500.2	CHR01V5|COORD:17478501..17484701|protein expressed protein	LOC_Os01g31360.6	"no descriptionvery weakly similar to (87.0)AT3G54500| Symbols:  | similar to dentin sialophosphoprotein-related [Arabidopsis thaliana] (TAIR:AT5G64170.2); similar to conserved hypothetical protein [Medicago truncatula] (GB:ABD28297.1) | chr3:20186770-20189253 REVERSE"	not assigned.unknown	35_2

CUST_34575_PI399408534	2	0.043156624	-0.6070137	-0.037769318	-0.004634857	0.043156624	0.004634857	35_19276	"Cluster: Small nuclear ribonucleoprotein-like; n=2; Magnoliophyta|Rep: Small nuclear ribonucleoprotein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5N9F1	CHR1V7|COORD:7419978..7420845| small nuclear ribonucleoprotein, putative / snRNP, putative / Sm protein, putative	AT1G21190.1	CHR01V5|COORD:37855951..37854248|protein U6 snRNA-associated Sm-like protein LSm3, putative, expressed	LOC_Os01g64690.1	 no descriptionweakly similar to ( 172)AT1G21190| Symbols:  | small nuclear ribonucleoprotein, putative / snRNP, putative / Sm protein, putative | chr1:7419978-7420845 REVERSEnot assigned LSm3 LSM1 archeal_Sm1 Sm LSM PRK00737 Sm_like Sm_D2 LSm7 	RNA.processing	27_1

CUST_43892_PI403524517	2	-0.009887695	-0.07322502	-0.08372116	0.009888649	0.09590912	0.034887314	35_12598	"Cluster: Os02g0782600 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os02g0782600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DX06	0	0	CHR02V5|COORD:33186454..33192785|protein phosphoinositide 5-phosphatase, putative, expressed	LOC_Os02g54150.1	no description	not assigned.unknown	35_2

CUST_90935_PI403524517	2	-0.6049366	-0.39237022	0.18270683	-0.13555717	0.92336464	0.13555717	35_26007	Rep: PST19 - Triticum aestivum (Wheat)	UniRef90_Q9ATQ9	CHR3V7|COORD:8063070..8064482| leucine-rich repeat family protein / extensin family protein	AT3G22800.1	CHR08V5|COORD:24004427..24005539|protein hypothetical protein	LOC_Os08g38100.1	no description	not assigned.unknown	35_2

CUST_96894_PI403524517	2	-0.09176731	0.15371323	-0.09245682	0.06393814	0.05188179	-0.05188179	35_27673	"Cluster: E-class P450, group I; n=1; Medicago truncatula|Rep: E-class P450, group I - Medicago truncatula (Barrel medic)"	UniRef90_Q1SYG3	"CHR1V7|COORD:24131250..24132782| CYP89A5 (cytochrome P450, family 87, subfamily A, polypeptide 5); oxygen binding"	AT1G64950.1	CHR04V5|COORD:1768484..1767030|protein cytochrome P450 89A2, putative	LOC_Os04g03890.1	" no descriptionvery weakly similar to (53.9)AT1G64950| Symbols: CYP89A5 | CYP89A5 (cytochrome P450, family 87, subfamily A, polypeptide 5); oxygen binding | chr1:24131250-24132782 FORWARDnot assigned "	misc.cytochrome P450	26_10

CUST_1417_PI399408534	2	0.2354722	-8.7976456E-4	8.792877E-4	0.10991478	-0.5927291	-0.6200943	35_49848	"Cluster: CwfJ / zinc finger(CCCH-type)-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: CwfJ / zinc finger(CCCH-type)-like protein - Oryza sativa"	UniRef90_Q69NK8	CHR5V7|COORD:23036976..23039896| CwfJ-like family protein / zinc finger (CCCH-type) family protein	AT5G56900.2	CHR09V5|COORD:11933576..11939137|protein nucleic acid binding protein, putative, expressed	LOC_Os09g19940.1	no descriptionweakly similar to ( 127)AT5G56900| Symbols:  | CwfJ-like family protein / zinc finger (CCCH-type) family protein | chr5:23036976-23039896 REVERSEnot assigned	RNA.regulation of transcription.unclassified	27_3_99

CUST_107915_PI403524517	2	-0.3349576	-0.17817497	0.4656334	0.31860542	0.17817497	-1.0815568	35_30707	"Cluster: Hypothetical protein OSJNBa0009L15.7; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0009L15.7 - Oryza sativa (japonica cu"	UniRef90_Q6L478	CHR3V7|COORD:2156936..2157630| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G49170.1)	AT3G06840.1	CHR05V5|COORD:16993662..16993234|protein hypothetical protein	LOC_Os05g29080.1	no descriptionvery weakly similar to (58.5)AT3G06840| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G49170.1) | chr3:2156936-2157630 FORWARDnot assigned not assigned	not assigned.unknown	35_2

CUST_141924_PI403524517	2	-0.0543828	-0.0462389	0.1954484	0.038294315	0.20862103	-0.038294315	35_39776	"Cluster: Basal transcription factor SNAPc large chain SNAP190-like protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Basal transcription factor SNAPc la"	UniRef90_Q7XIP8		0	CHR07V5|COORD:2089953..2082409|protein MYB transcription factor, putative, expressed	LOC_Os07g04700.4	no description	not assigned.unknown	35_2

CUST_14210_PI404877155	2	0.10498142	0.16191864	-1.6640053	-0.06711483	-1.410531	0.06711483	Contig8049_at	glycerophosphoryl diester phosphodiesterase family protein [Arabidopsis thaliana] dbj|BAB09710.1| unnamed protein product [Arabidopsis thali	NP_198924.1	glycerophosphoryl diester phosphodiesterase family protein	At5g41080.1	protein Glycerophosphoryl diester phosphodiesterase family, putative	Os02g31030	"SENESCENCE-RELATED GENE 3;glycerophosphoryl diester phosphodiesterase family protein, contains Pfam profile PF03009: Glycerophosphoryl diester phosphodiesterase family"	lipid metabolism.lipid degradation.lysophospholipases	11_9_3

CUST_30645_PI403524517	2	0.08608818	0.19426918	-0.08608723	-0.14984226	0.096624374	-0.1627016	35_8844	"Cluster: Os08g0152800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os08g0152800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J7Z4	"CHR1V7|COORD:12046824..12049774| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G10430.3); similar to Os02g0106800 [Oryza sativa (japonica"	AT1G33230.1	CHR08V5|COORD:3020441..3016249|protein expressed protein	LOC_Os08g05660.1	"no descriptionweakly similar to ( 139)AT1G33230| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G10430.3); similar to Os02g0106800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001045630.1); similar to Os08g0152800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001061007.1); similar to Predicted membrane protein (ISS) [Ostreococcus tauri] (GB:CAL54240.1); contains InterPro domain TMPIT-like; (InterPro:IPR012926) | chr1:12046824-12049774 FORWARDnot assigned not assigned not assigned not assigned TMPIT Protamine_P1 Protamine_P2"	not assigned.unknown	35_2

CUST_63833_PI403524517	2	0.03728485	0.17587376	-0.03728485	-0.28902054	0.12617493	-0.19402122	35_18229	Rep: OSEYA1 - Oryza sativa (Rice)	UniRef90_Q9SSX1	"CHR2V7|COORD:14874153..14875466| ATEYA (ARABIDOPSIS THALIANA EYES ABSENT HOMOLOG); protein tyrosine phosphatase, metal-dependent"	AT2G35320.1	CHR06V5|COORD:586544..591230|protein eyes absent homolog 4, putative, expressed	LOC_Os06g02028.1	" no descriptionweakly similar to ( 187)AT2G35320| Symbols: ATEYA | ATEYA (ARABIDOPSIS THALIANA EYES ABSENT HOMOLOG); protein tyrosine phosphatase, metal-dependent | chr2:14874153-14875466 REVERSEnot assigned "	misc.acid and other phosphatases	26_13

CUST_15519_PI403524517	2	0.030910492	0.29694176	-0.008795738	-0.12804222	-0.09666157	0.008794785	35_4481	Rep: OSIGBa0135C09.6 protein - Oryza sativa (Rice)	UniRef90_A0B9Y0	CHR3V7|COORD:2280434..2282103| sterile alpha motif (SAM) domain-containing protein	AT3G07170.1	CHR04V5|COORD:18280841..18286428|protein SAM domain family protein, expressed	LOC_Os04g30910.2	no descriptionweakly similar to ( 169)AT3G07170| Symbols:  | sterile alpha motif (SAM) domain-containing protein | chr3:2280434-2282103 FORWARDnot assigned SAM SAM_1 SAM	not assigned.no ontology	35_1

CUST_92082_PI403524517	2	0.033827305	-0.46505785	0.10325241	-0.033827305	-0.15401316	0.27804518	35_26331	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_65782_PI403524517	2	0.12908173	0.24279976	-0.1290822	-0.18029976	0.27938557	-0.30440378	35_18789	"Cluster: Hypothetical protein OSJNBa0033D24.31-1; n=3; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0033D24.31-1 - Oryza sativa (japon"	UniRef90_Q6Z1G6	"CHR5V7|COORD:16469826..16472217| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G26890.3); similar to Os09g0509400 [Oryza sativa (japonica"	AT5G41110.1	CHR08V5|COORD:26652618..26658222|protein expressed protein	LOC_Os08g42420.5	"no descriptionvery weakly similar to (84.7)AT5G41110| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G26890.3); similar to Os09g0509400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001063629.1); similar to Os08g0536100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001062361.1); similar to unnamed protein product; gene_id:MEE6.18 unknown protein-related [Medicago truncatula] (GB:ABE89396.1); contains domain FAMILY NOT NAMED (PTHR13199); contains domain SUBFAMILY NOT NAMED (PTHR13199:SF3) | chr5:16469826-16472217 FORWARDnot assigned"	not assigned.unknown	35_2

CUST_15641_PI403524517	2	0.09240341	-1.5794506	-0.28663826	0.06995964	-0.032931328	0.032930374	35_4514	Rep: Replication protein A1 - Oryza sativa (Rice)	UniRef90_O24183	CHR5V7|COORD:2572108..2574880| replication protein, putative	AT5G08020.1	CHR03V5|COORD:5958709..5962209|protein replication protein A 70 kDa DNA-binding subunit, putative, expressed	LOC_Os03g11540.1	 no descriptionhighly similar to ( 501)AT5G08020| Symbols:  | replication protein, putative | chr5:2572108-2574880 FORWARDRep_fac-A_C RPA1_DBD_C RPA1_DBD_B RPA1_DBD_A RPA1_DBD_B_like RFA1 	DNA.synthesis/chromatin structure	28_1

CUST_27962_PI403524517	2	0.0040397644	0.12870407	-0.0040388107	-0.017024994	-0.00662899	0.15615082	35_8084	"Cluster: Hypothetical protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53MG0	CHR4V7|COORD:10988741..10989744| similar to Picornavirus 2B protein [Medicago truncatula] (GB:ABE88460.1)	AT4G20350.1	CHR11V5|COORD:10888771..10893517|protein expressed protein	LOC_Os11g19130.1	no descriptionvery weakly similar to (53.9)AT4G20350| Symbols:  | similar to Picornavirus 2B protein [Medicago truncatula] (GB:ABE88460.1) | chr4:10988741-10989744 FORWARD	not assigned.unknown	35_2

CUST_82032_PI403524517	2	0.06892872	0.18454504	-0.04508972	0.045089245	-0.3033805	-0.16606998	35_23531	"Cluster: Os11g0174000 protein; n=5; Oryza sativa (japonica cultivar-group)|Rep: Os11g0174000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IU95	CHR4V7|COORD:15269466..15272699| coatomer beta subunit, putative / beta-coat protein, putative / beta-COP, putative	AT4G31490.1	CHR01V5|COORD:10023900..10018206|protein coatomer subunit beta, putative, expressed	LOC_Os01g17430.1	 no descriptionweakly similar to ( 191)AT4G31490| Symbols:  | coatomer beta subunit, putative / beta-coat protein, putative / beta-COP, putative | chr4:15269466-15272699 FORWARDnot assigned COG5096 Adaptin_N 	cell. vesicle transport	31_4

CUST_111407_PI403524517	2	0.049679756	0.39601994	0.14262676	-0.049680233	-0.08426046	-0.11980629	35_31634	"Cluster: Hypothetical protein; n=2; Filobasidiella neoformans|Rep: Hypothetical protein - Cryptococcus neoformans (Filobasidiella neoformans)"	UniRef90_Q5KG31	CHR1V7|COORD:11399903..11405702| actin binding	AT1G31810.1	CHR04V5|COORD:13432239..13435982|protein transposon protein, putative, CACTA, En/Spm sub-class, expressed	LOC_Os04g23530.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07764 Drf_FH1 PRK12323	not assigned.unknown	35_2

CUST_7746_PI404877155	2	0.0266819	-0.022385597	0.0771122	0.022384644	-0.08391094	-0.044487	Contig2275_s_at	ferredoxin-NADP(H) oxidoreductase [Triticum aestivum]	CAD30024.2	ferredoxin--NADP(+) reductase, putative / adrenodoxin reductase, putative	At5g66190.1	protein Oxidoreductase NAD-binding domain, putative	Os02g01340	NONE	PS.lightreaction.other electron carrier (ox/red).ferredoxin reductase	1_01_05_03

CUST_30492_PI399408534	2	-0.044034004	0.68586826	0.09001064	-0.12413502	0.03015995	-0.03015995	35_2810	"Cluster: Auxin-regulated protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Auxin-regulated protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q84ZE8	CHR5V7|COORD:24759856..24761812| small G protein family protein / RhoGAP family protein	AT5G61530.1	CHR07V5|COORD:17905647..17910604|protein rho-GTPase-activating protein 8, putative, expressed	LOC_Os07g30300.1	no descriptionmoderately similar to ( 390)AT5G61530| Symbols:  | small G protein family protein / RhoGAP family protein | chr5:24759856-24761812 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned RhoGAP RhoGAP RhoGAP RhoGAP-p50rhoGAP RhoGAP_fRGD1 RhoGAP_nadrin RhoGAP_ARHGAP22_24_25 RhoGAP_myosin_IX RhoGAP_p190 RhoGAP_ARAP RhoGAP_FAM13A1a RhoGAP_GMIP_PARG1 RhoGAP_ARHGAP21 RhoGAP-ARHGAP11A RhoGAP_SYD1 RhoGAP_ARHGAP20 RhoGAP_ARHGAP6 RhoGAP_fSAC7_BAG7 RhoGAP_myosin_IXB RhoGAP_PARG1 RhoGAP_ARHGAP27_15_12_9 RhoGAP_GMIP RhoGAP_CdGAP RhoGap_RalBP1 RhoGAP_myosin_IXA RhoGAP_Bcr RhoGAP_DLC1 RhoGAP_fBEM3 RhoGAP_OCRL1 RhoGAP_KIAA1688 RhoGAP_ARHGAP19 RhoGAP_chimaerin RhoGAP_MgcRacGAP RhoGAP_Graf RhoGAP_fLRG1 RhoGAP_srGAP RhoGAP_ARHGAP18 RhoGAP_p85	signalling.G-proteins	30_5

CUST_58149_PI403524517	2	-0.40775156	0.08464956	-0.100223064	1.8792987	-0.08464956	0.26577663	35_16582	"Cluster: Cinnamoyl CoA reductase; n=4; Oryza sativa|Rep: Cinnamoyl CoA reductase - Oryza sativa (Rice)"	UniRef90_Q8VXA7	CHR1V7|COORD:5478849..5481909| CCR1 (CINNAMOYL COA REDUCTASE 1)	AT1G15950.1	CHR02V5|COORD:34736625..34738412|protein dihydroflavonol-4-reductase, putative, expressed	LOC_Os02g56680.1	 no descriptionmoderately similar to ( 335)AT1G15950| Symbols: IRX4, ATCCR1, CCR1 | CCR1 (CINNAMOYL COA REDUCTASE 1) | chr1:5478849-5481943 FORWARDweakly similar to ( 162)DFRA_DIACADihydroflavonol-4-reductase - Dianthus caryophyllus (Carnation) (Clove pink)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned WcaG Epimerase 3Beta_HSD GalE COG0702 PRK07003 Herpes_BLLF1 TT_ORF1 NAD_binding_4 Polysacc_synt_2 NmrA PRK12323 adh_short PRK12678 PRK05865 COG1086 COG2910 APC_basic KR 	secondary metabolism.flavonoids.dihydroflavonols	16_8_3

CUST_18607_PI399408534	2	0.09076977	0.30874825	-0.0749464	-0.108112335	-0.11676884	0.07494545	35_17650	Rep: Enhancer of zeste 1 - Triticum monococcum (Einkorn wheat) (Small spelt)	UniRef90_A0SQK6	"CHR4V7|COORD:886693..891743| EZA1 (SWINGER); transcription factor"	AT4G02020.1	CHR03V5|COORD:10938668..10930966|protein polycomb protein EZ3, putative, expressed	LOC_Os03g19480.1	" no descriptionhighly similar to ( 520)AT4G02020| Symbols: SWN, SWINGER, EZA1 | EZA1 (SWINGER); transcription factor | chr4:886693-891743 FORWARDhighly similar to ( 737)EZ3_MAIZEPolycomb protein EZ3 - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned SET SET COG2940 "	RNA.regulation of transcription.Polycomb Group (PcG)	27_3_65

CUST_121392_PI403524517	2	0.74359274	-0.5556164	-0.00622797	1.1334825	0.00622797	-0.08373213	35_34286	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_13215_PI404877155	2	0.13460827	0.264596	-0.01129055	0.011289597	-0.12576103	-0.104361534	Contig6918_s_at	metal-transporting P-type ATPase-like protein [Oryza sativa (japonica cultivar-group)]	BAC79908.1	metal-transporting P-type ATPase, putative (PAA1)	At4g33520.1	protein heavy metal-associated domain, putative	Os07g43040	metal-transporting P-type ATPase-like protein	transport.metal	34_12

CUST_170440_PI403524517	2	0.070334435	0.002248764	-0.0022497177	-0.01657486	0.012946129	-0.04347706	35_47475	Rep: Hypothetical protein OJ1540_H01.11 - Oryza sativa (Rice)	UniRef90_Q8SB34	"CHR1V7|COORD:17614554..17614844| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G47813.1); similar to hypothetical protein [Oryza sativa]"	AT1G47820.1	CHR06V5|COORD:30478412..30479800|protein expressed protein	LOC_Os06g50350.1	"no descriptionvery weakly similar to (55.1)AT1G47820| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G47813.1); similar to hypothetical protein [Oryza sativa] (GB:AAL79720.1) | chr1:17614554-17614844 FORWARD"	not assigned.unknown	35_2

CUST_395_PI399408534	2	0.08450699	1.0037146	-0.102573395	0.03245163	-0.17514992	-0.03245163	35_17013	Rep: B0811B10.16 protein - Oryza sativa (Rice)	UniRef90_Q259X1	CHR2V7|COORD:1186196..1188148| phosphatidylinositol 3- and 4-kinase family protein	AT2G03890.1	CHR04V5|COORD:33897895..33895058|protein phosphatidylinositol 3- and 4-kinase family protein, expressed	LOC_Os04g57300.2	no descriptionhighly similar to ( 520)AT1G13640| Symbols:  | phosphatidylinositol 3- and 4-kinase family protein | chr1:4677273-4679141 REVERSEnot assigned PI3_PI4_kinase	protein.degradation.ubiquitin	29_5_11

CUST_62794_PI403524517	2	0.06257057	0.22219181	-0.020072937	-0.1622982	0.020072937	-0.07392979	35_17905	"Cluster: Putative SEU1 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative SEU1 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q9LWV8	CHR5|COORD:24952189..24956335| expressed protein	AT5G62090.2	CHR06V5|COORD:1394805..1388014|protein transcriptional corepressor SEUSS, putative, expressed	LOC_Os06g03600.2	"no descriptionmoderately similar to ( 332)AT5G62090| Symbols:  | similar to transcriptional co-regulator family protein [Arabidopsis thaliana] (TAIR:AT4G25520.1); similar to SEU1 protein [Antirrhinum majus] (GB:CAF18247.1) | chr5:24952447-24955766 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned GAL11 tolA PRK12323 BAF1_ABF1 Glutenin_hmw TolA PRK07003 COG4372 PRK10263 SKG6 TolA PRK07764 Vicilin_N"	not assigned.no ontology	35_1

CUST_67124_PI403524517	2	0.0034751892	-0.08987427	0.14359665	-0.0034761429	0.090195656	-0.2290039	35_19170	"Cluster: Putative P58IPK; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative P58IPK - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5JNB5	CHR5V7|COORD:750285..752670| DNAJ heat shock N-terminal domain-containing protein	AT5G03160.1	CHR01V5|COORD:43516004..43520382|protein dnaJ homolog subfamily C member 7, putative, expressed	LOC_Os01g74580.3	no descriptionmoderately similar to ( 246)AT5G03160| Symbols:  | DNAJ heat shock N-terminal domain-containing protein | chr5:750285-752670 FORWARDnot assigned not assigned not assigned not assigned not assigned TPR PRK11189 NrfG	stress.abiotic.heat	20_2_1

CUST_152602_PI403524517	2	-0.0024347305	0.0024337769	0.10137558	-0.2543993	0.0059099197	-0.3755045	35_42651	"Cluster: Phosphatidylinositol 3-and 4-kinase family-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Phosphatidylinositol 3-and 4-kinase family-like - Ory"	UniRef90_Q5VMR5	CHR2V7|COORD:1186196..1188148| phosphatidylinositol 3- and 4-kinase family protein	AT2G03890.1	CHR06V5|COORD:10016980..10012743|protein phosphatidylinositol 3- and 4-kinase family protein, expressed	LOC_Os06g17290.1	no descriptionmoderately similar to ( 230)AT1G26270| Symbols:  | phosphatidylinositol 3- and 4-kinase family protein | chr1:9089809-9091701 REVERSEnot assigned	protein.degradation.ubiquitin	29_5_11

CUST_25068_PI399408534	2	0.033294678	-0.18103218	3.33786E-4	-3.33786E-4	0.19417381	-0.07781792	35_36534	"Cluster: Os05g0350600 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0350600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DIY4	CHR5V7|COORD:23697545..23698940| RANBP1 (RAN BINDING PROTEIN 1)	AT5G58590.1	CHR05V5|COORD:16481600..16484384|protein ran-binding protein 1 homolog c, putative, expressed	LOC_Os05g28290.1	no descriptionweakly similar to ( 167)AT5G58590| Symbols: RANBP1 | RANBP1 (RAN BINDING PROTEIN 1) | chr5:23697545-23698940 REVERSEnot assigned not assigned RanBD YRB1 Ran_BP1 RanBD P5_C	signalling.G-proteins	30_5

CUST_7602_PI399408534	2	0.29301167	0.25203753	-0.012971401	-0.1807313	-0.15862513	0.012970924	35_33236	"Cluster: Os08g0333000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os08g0333000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J6D0	CHR3V7|COORD:1294043..1300561| SWP (STRUWWELPETER)	AT3G04740.1	CHR08V5|COORD:14619766..14626799|protein SWP, putative, expressed	LOC_Os08g24420.1	no descriptionmoderately similar to ( 218)AT3G04740| Symbols: SWP | SWP (STRUWWELPETER) | chr3:1294043-1300561 FORWARDnot assigned	RNA.regulation of transcription	27_3

CUST_61164_PI403524517	2	-0.14521027	0.2058363	-0.084218025	0.010983467	-0.010983467	0.024020195	35_17449	"Cluster: Hypothetical protein P0724B10.36; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0724B10.36 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6YVI2	"CHR3V7|COORD:18931170..18932980| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G66480.1); similar to hypothetical protein [Thellun"	AT3G50910.1	CHR02V5|COORD:29070619..29066543|protein expressed protein	LOC_Os02g47580.1	"no descriptionmoderately similar to ( 225)AT3G50910| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G66480.1); similar to hypothetical protein [Thellun (GB:ABB45854.1); contains domain no description (G3D.3.40.50.300) | chr3:18931170-18932980 FORWARD"	not assigned.unknown	35_2

CUST_62173_PI403524517	2	0.15113735	0.0074739456	-0.02969551	-0.039922714	0.017478943	-0.0074739456	35_17731	"Cluster: Hypothetical protein P0019D06.31; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0019D06.31 - Oryza sativa (japonica cultivar-g"	UniRef90_Q9FU80	CHR5V7|COORD:1806912..1807896| mitochondrial glycoprotein family protein / MAM33 family protein	AT5G05990.1	CHR01V5|COORD:2357246..2354653|protein mitochondrial glycoprotein, expressed	LOC_Os01g05010.1	no descriptionweakly similar to ( 191)AT5G05990| Symbols:  | mitochondrial glycoprotein family protein / MAM33 family protein | chr5:1806912-1807896 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned MAM33 Tymo_45kd_70kd	not assigned.no ontology	35_1

CUST_97833_PI403524517	2	0.24524021	-1.7153935	-0.08824253	-0.060373783	0.06037426	0.18936348	35_27933	Rep: H0717B12.2 protein - Oryza sativa (Rice)	UniRef90_Q01JC0	CHR3V7|COORD:6736388..6738336| late embryogenesis abundant protein-related / LEA protein-related	AT3G19430.1	CHR04V5|COORD:20092973..20094590|protein root cap protein 2, putative, expressed	LOC_Os04g33520.1	no description	not assigned.unknown	35_2

CUST_97145_PI403524517	2	0.057912827	0.0049972534	-0.0049972534	0.006977558	-0.006427765	-0.38699722	35_27745	"Cluster: Putative nucleolar protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative nucleolar protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7F1D1	CHR1V7|COORD:2007659..2011823| NOL1/NOP2/sun family protein	AT1G06560.1	CHR08V5|COORD:16827150..16813642|protein RNA binding protein, putative, expressed	LOC_Os08g27824.1	no descriptionweakly similar to ( 195)AT1G06560| Symbols:  | NOL1/NOP2/sun family protein | chr1:2007659-2011823 FORWARDnot assigned	not assigned.no ontology	35_1

CUST_16227_PI404877155	2	-0.014223099	-0.08994198	-0.13742065	0.05768776	0.014224052	0.12040329	EBpi01_SQ002_G23_s_at	putative tetrafunctional protein of glyoxysomal fatty acid beta-oxidation [Oryza sativa (japonica cultivar-group)] dbj|BAB93398.1| putative	NP_908896.1	fatty acid multifunctional protein (MFP2)	At3g06860.1	protein 3-hydroxyacyl-CoA dehydrogenase, C-terminal domain, putative	Os01g24680	Glyoxysomal fatty acid beta-oxidation multifunctional protein MFP-a [Includes: Enoyl-CoA hydratase	lipid metabolism.lipid degradation.beta-oxidation.mutifunctional	11_9_4_09

CUST_86324_PI403524517	2	0.12937069	-0.40812397	0.009009361	-0.046712875	-0.009009361	0.11008167	35_24721	"Cluster: BolA-like protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: BolA-like protein, expressed - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10PW0	"CHR4V7|COORD:13382464..13383579| ATSUFE/CPSUFE/EMB1374 (EMBRYO DEFECTIVE 1374); enzyme activator/ transcription regulator"	AT4G26500.1	CHR03V5|COORD:6261969..6263500|protein UV-induced protein uvi31, putative, expressed	LOC_Os03g11990.3	" no descriptionweakly similar to ( 120)AT4G26500| Symbols: EMB1374, CPSUFE, ATSUFE | ATSUFE/CPSUFE/EMB1374 (EMBRYO DEFECTIVE 1374); enzyme activator/ transcription regulator | chr4:13382464-13383579 REVERSEnot assigned not assigned BolA BolA PRK11628 COG5007 "	not assigned.no ontology	35_1

CUST_82670_PI403524517	2	-0.26842785	0.46569824	0.119565964	0.05523777	-0.05523777	-0.32223225	35_23711	"Cluster: Heat shock factor RHSF5; n=2; Oryza sativa (japonica cultivar-group)|Rep: Heat shock factor RHSF5 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6VBB2	"CHR3V7|COORD:8078988..8080902| AT-HSFA6B (Arabidopsis thaliana heat shock transcription factor A6B); DNA binding / transcription factor"	AT3G22830.1	CHR03V5|COORD:33044765..33048025|protein heat shock factor protein HSF30, putative, expressed	LOC_Os03g58160.1	" no descriptionmoderately similar to ( 306)AT3G22830| Symbols: HSFA6B, AT-HSFA6B | AT-HSFA6B (Arabidopsis thaliana heat shock transcription factor A6B); DNA binding / transcription factor | chr3:8078988-8080902 FORWARDnot assigned HSF_DNA-bind HSF HSF1 "	stress.abiotic.heat	20_2_1

CUST_31627_PI399408534	2	0.07153034	0.15694046	0.048402786	-0.18948174	-0.11291313	-0.048402786	35_1066	"Cluster: rRNA 2'-O-methyltransferase fibrillarin-2; n=3; Arabidopsis thaliana|Rep: rRNA 2'-O-methyltransferase fibrillarin-2 - Arabidopsis thaliana (Mouse-ear c"	UniRef90_Q94AH9	CHR5V7|COORD:21311516..21313735| FIB1 (FIBRILLARIN 1)	AT5G52470.1	CHR02V5|COORD:35265718..35268913|protein fibrillarin-2, putative, expressed	LOC_Os02g57590.1	 no descriptionmoderately similar to ( 296)AT5G52470| Symbols: FBR1, ATFIB1, ATFBR1, SKIP7, FIB1 | FIB1 (FIBRILLARIN 1) | chr5:21311516-21313735 FORWARDnot assigned Fibrillarin NOP1 PRK04266 	RNA.processing	27_1

CUST_158785_PI403524517	2	-0.089943886	-0.1661644	0.028585434	0.08122969	0.07570362	-0.028585434	35_44323	Rep: Predicted membrane protein - Ostreococcus tauri	UniRef90_Q010M7	CHR1V7|COORD:16816094..16817173| DNA binding / ligand-dependent nuclear receptor	AT1G44191.1	CHR01V5|COORD:554817..550824|protein ATP binding protein, putative, expressed	LOC_Os01g02040.2	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Atrophin-1 PRK12323	not assigned.unknown	35_2

CUST_23961_PI399408534	2	-0.054984093	0.18547249	0.049880028	-0.0030536652	9.3364716E-4	-9.3364716E-4	35_19647	"Cluster: Putative RAE1 (RNA export 1, S.pombe) homolog; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative RAE1 (RNA export 1, S.pombe) homolog - Oryza s"	UniRef90_Q6ZBS9	CHR1V7|COORD:30325701..30328435| transducin family protein / WD-40 repeat family protein	AT1G80670.1	CHR08V5|COORD:4495898..4490335|protein rae1-like protein, putative, expressed	LOC_Os08g07960.2	no descriptionvery weakly similar to (92.4)AT1G80670| Symbols:  | transducin family protein / WD-40 repeat family protein | chr1:30325701-30328435 REVERSEnot assigned	RNA.processing	27_1

CUST_136562_PI403524517	2	0.0071353912	0.6916232	-0.0071353912	-0.25124788	0.049381256	-0.07860947	35_38298	Rep: OSIGBa0148I18.2 protein - Oryza sativa (Rice)	UniRef90_Q01N35	"CHR4V7|COORD:8500393..8502053| PBD2 (20S PROTEASOME BETA SUBUNIT 2); peptidase"	AT4G14800.1	CHR04V5|COORD:213365..210063|protein PCI domain containing protein, expressed	LOC_Os04g01290.3	"no descriptionvery weakly similar to (58.9)AT4G14800| Symbols: PBD2 | PBD2 (20S PROTEASOME BETA SUBUNIT 2); peptidase | chr4:8500393-8502053 FORWARDvery weakly similar to (64.3)PSB2_ORYSAnot assigned proteasome_beta_type_2"	protein.degradation.ubiquitin.proteasom	29_5_11_20

CUST_24170_PI403524517	2	0.0011672974	0.19627953	0.073596954	-0.13489342	-0.0011663437	-0.022874832	35_7017	"Cluster: Hypothetical protein P0478H03.8; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0478H03.8 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q5N7N6	CHR1V7|COORD:3297480..3300355| protein prenyltransferase	AT1G10095.1	CHR01V5|COORD:28514701..28520197|protein protein prenyltransferase, putative, expressed	LOC_Os01g49060.3	no descriptionmoderately similar to ( 209)AT1G10095| Symbols:  | protein prenyltransferase | chr1:3297480-3300355 REVERSEnot assigned not assigned BET4	not assigned.no ontology	35_1

CUST_113105_PI403524517	2	-0.047887802	-0.11002302	0.049530983	0.1974268	-0.1313777	0.047887802	35_32103	"Cluster: Sucrose:sucrose 1-fructosytransferase; n=1; Triticum aestivum|Rep: Sucrose:sucrose 1-fructosytransferase - Triticum aestivum (Wheat)"	UniRef90_Q8W430		0	0	0	no description	not assigned.unknown	35_2

CUST_13760_PI404877155	2	-0.015028954	0.42062378	0.015029907	-0.09186077	-0.115875244	0.017231941	Contig7503_at	0	AAN15502.1	expressed protein	At4g13400.1	protein expressed protein	Os05g48230	NONE	RNA.regulation of transcription	27_3

CUST_151772_PI403524517	2	-0.044736862	0.6381011	0.7396312	-0.15405989	0.044736862	-0.22525358	35_42434	"Cluster: Putative ATP-binding cassette transporter1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ATP-binding cassette transporter1 - Oryza sativa"	UniRef90_Q69Q33	CHR3V7|COORD:4247975..4250710| ABC transporter family protein	AT3G13220.1	CHR06V5|COORD:24174748..24180966|protein ABC transporter-like protein, putative, expressed	LOC_Os06g40550.1	no descriptionweakly similar to ( 144)AT3G13220| Symbols:  | ABC transporter family protein | chr3:4247975-4250710 REVERSEnot assigned not assigned ABC2_membrane	transport.ABC transporters and multidrug resistance systems	34_16

CUST_25405_PI399408534	2	0.33992577	-0.55743456	0.29572582	-0.05976343	0.05976343	-0.47701168	35_32137	Rep: AT5g66560/K1F13_23 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q94A73	CHR5V7|COORD:26581594..26583888| phototropic-responsive NPH3 family protein	AT5G66560.1	CHR03V5|COORD:30276114..30279144|protein transposon protein, putative, Mutator sub-class, expressed	LOC_Os03g52880.1	no descriptionvery weakly similar to (78.6)AT5G66560| Symbols:  | phototropic-responsive NPH3 family protein | chr5:26581594-26583888 FORWARD	signalling.light	30_11

CUST_14014_PI404877155	2	0.02818489	-0.58330727	-0.14746761	0.119999886	0.0017242432	-0.0017251968	Contig7788_at	putative oligouridylate binding protein [Oryza sativa (japonica cultivar-group)]	BAC16506.1	oligouridylate-binding protein, putative	At3g14100.1	protein oligouridylate binding protein, putative	Os11g40510	putative oligouridylate binding protein	RNA.regulation of transcription	27_3

CUST_12360_PI403524517	2	-0.08187103	-0.020962715	0.020961761	0.08446026	0.12983894	-0.055597305	35_3521	Rep: Chlorophyll synthase - Avena sativa (Oat)	UniRef90_Q9M3W5	"CHR3V7|COORD:19227278..19229911| ATG4/CHLG/G4 (CHLOROPHYLL SYNTHASE); chlorophyll synthetase"	AT3G51820.1	CHR05V5|COORD:16433929..16439703|protein bacteriochlorophyll synthase 34 kDa chain, putative, expressed	LOC_Os05g28200.1	" no descriptionmoderately similar to ( 239)AT3G51820| Symbols: ATG4, G4, CHLG | ATG4/CHLG/G4 (CHLOROPHYLL SYNTHASE); chlorophyll synthetase | chr3:19227278-19229911 REVERSEPRK07566 UbiA UbiA PRK12392 ubiA ubiA ubiA ubiA PRK09573 ubiA "	tetrapyrrole synthesis.chlorophyll synthase	19_15

CUST_158472_PI403524517	2	-0.30692625	-0.0060358047	0.006035328	0.18021393	-0.17342281	0.13095379	35_44240	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_21498_PI399408534	2	-0.15007973	-0.659328	-0.0836463	0.23639297	0.0836463	0.17766619	35_15342	"Cluster: Os05g0437100 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0437100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DHV9	CHR5V7|COORD:20383174..20384061| DNA binding / transcription factor	AT5G50080.1	CHR05V5|COORD:21321368..21325846|protein DNA binding protein, putative, expressed	LOC_Os05g36100.1	no descriptionvery weakly similar to (99.8)AT5G50080| Symbols:  | DNA binding / transcription factor | chr5:20383174-20384061 FORWARDvery weakly similar to (78.2)ERF1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned AP2 AP2 AP2 PRK12323 PRK07764 Gag_spuma PRK07003	RNA.regulation of transcription.AP2/EREBP, APETALA2/Ethylene-responsive element binding protein family	27_3_3

CUST_80355_PI403524517	2	0.29815674	-0.023127556	-0.33164883	-0.05790901	0.17351341	0.023126602	35_23047	"Cluster: Putative 1-acylglycerol-3-phosphate acyltransferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative 1-acylglycerol-3-phosphate acyltransfera"	UniRef90_Q60EI7	CHR3|COORD:6499421..6501280| phospholipid/glycerol acyltransferase family protein, contains Pfam profile: PF01553 Acyltransferase	AT3G18850.2	CHR05V5|COORD:24641118..24644053|protein 1-acyl-sn-glycerol-3-phosphate acyltransferase 4, putative, expressed	LOC_Os05g42270.1	no descriptionmoderately similar to ( 284)AT3G18850| Symbols: LPAT5 | LPAT5 | chr3:6499535-6500846 REVERSEweakly similar to ( 116)LPAT_MAIZE1-acyl-sn-glycerol-3-phosphate acyltransferase PLS1 - Zea mays (Maize)not assigned not assigned PlsC PlsC Acyltransferase	not assigned.no ontology	35_1

CUST_10365_PI404877155	2	0.00701046	0.27926826	-0.007009506	-0.024759293	0.008811951	-0.0073080063	Contig4107_x_at	unknown protein [Oryza sativa (japonica cultivar-group)] dbj|BAD15815.1| unknown protein [Oryza sativa (japonica cultivar-group)] dbj|BAD155	XP_466277.1	expressed protein	At1g14450.1	protein expressed protein	Os02g35610	gi|18394120|ref|NP_563952.1| expressed protein	mitochondrial electron transport / ATP synthesis.cytochrome c oxidase	9_7

CUST_71445_PI403524517	2	0.105195045	-0.54081535	-0.1769762	0.2211008	-0.050601006	0.05060196	35_20471	"Cluster: Putative anion/sugar transporter; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative anion/sugar transporter - Oryza sativa (japonica cultivar-g"	UniRef90_Q53WP9	CHR2V7|COORD:15929805..15932701| transporter-related	AT2G38060.1	CHR05V5|COORD:22072792..22076533|protein sialin, putative, expressed	LOC_Os05g37820.1	no descriptionhighly similar to ( 546)AT2G38060| Symbols:  | transporter-related | chr2:15929805-15932701 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned MFS_1 UhpC AraJ ProP NarK PRK11551 CynX Sugar_tr PRK12382 FucP DUF894 PRK10473 MelB PRK12307 PRK11102 glpT PRK08633 PRK05122	transport.phosphate	34_7

CUST_181391_PI403524517	2	-0.8089638	-0.8030758	0.48514652	0.16545963	0.59263515	-0.16546059	35_50438	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_60454_PI403524517	2	0.09141064	-0.64384747	-0.1385374	0.25772572	0.11594486	-0.09141159	35_17234	"Cluster: Putative 3-beta hydroxysteroid dehydrogenase/isomerase protein; n=2; Oryza sativa|Rep: Putative 3-beta hydroxysteroid dehydrogenase/isomerase protein -"	UniRef90_Q94HJ5	CHR2V7|COORD:15802559..15804055| catalytic/ coenzyme binding	AT2G37660.1	CHR05V5|COORD:530063..539815|protein NAD-dependent epimerase/dehydratase, putative, expressed	LOC_Os05g01970.5	no descriptionmoderately similar to ( 399)AT2G37660| Symbols:  | catalytic/ coenzyme binding | chr2:15802559-15804055 REVERSEnot assigned COG0702 WcaG NmrA 3Beta_HSD	not assigned.unknown	35_2

CUST_97950_PI403524517	2	0.030936241	0.69625664	-0.19031715	-0.030937195	-0.36533928	0.48478127	35_27966	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_15784_PI404877155	2	-0.5395546	0.008478165	-0.008477211	0.35797882	0.4643631	-0.41249943	Contig9601_s_at	putative cyclopropane synthase [Oryza sativa (japonica cultivar-group)] dbj|BAC83939.1| putative cyclopropane synthase [Oryza sativa (japoni	BAC83502.1	cyclopropane fatty acid synthase, putative / CPA-FA synthase, putative	At3g23510.1	protein retrotransposon protein, putative, unclassified	Os07g29220	"cyclopropane fatty acid synthase, putative / CPA-FA synthase, putative, similar to cyclopropane synthase (Sterculia foetida) GI:21069167; contains Pfam profile PF02353: Cyclopropane-fatty-acyl-phospholipid synthase"	lipid metabolism.'exotics' (steroids, squalene etc)	11_8

CUST_4138_PI404877155	2	-0.32298756	0.05873871	0.041150093	-0.028422356	-0.24365997	0.02842331	Contig14972_at	simiar to ATP-binding cassette, sub-family D, member 3 [Oryza sativa (japonica cultivar-group)] dbj|BAC05621.1| simiar to ATP-binding casset	NP_914292.1	peroxisomal ABC transporter (PXA1)	At4g39850.1	protein ABC transporter, putative	Os01g73530	NONE	transport.ABC transporters and multidrug resistance systems	34_16

CUST_136647_PI403524517	2	0.0720458	0.29579926	0.103982925	-0.19312572	-0.38135242	-0.0720458	35_38321	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_2552_PI404877155	2	-0.27182102	0.23574829	0.012841225	-0.47049332	-0.012841225	0.01535511	Contig12951_at	unnamed protein product [Oryza sativa (japonica cultivar-group)] dbj|BAA85219.1| unnamed protein product [Oryza sativa (japonica cultivar-gr	NP_912805.1	zinc finger (CCCH type) helicase family protein	At2g47680.1	protein probable ATP-dependent RNA helicase A [imported] - Arabidopsis thaliana	Os01g15300	"zinc finger (CCCH type) helicase family protein, similar to SP:Q28141 ATP-dependent RNA helicase A (Nuclear DNA helicase II) (DEAD-box protein 9) {Bos taurus}; contains Pfam profiles PF00271: Helicase conserved C-terminal domain, PF00642: Zinc finger C-x8"	RNA.regulation of transcription.C3H zinc finger family	27_3_12

CUST_13326_PI403524517	2	0.10488129	-0.19220686	0.06550503	0.052636623	-0.059905052	-0.0526371	35_3815	"Cluster: Os09g0510000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0510000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J0G9	CHR1V7|COORD:4367330..4368518| proline-rich family protein	AT1G12810.1	CHR09V5|COORD:19795711..19798297|protein rhodopsin-like receptor, putative, expressed	LOC_Os09g33559.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF1421 PRK12323 PRK07764 Extensin_2 PRK07003	not assigned.unknown	35_2

CUST_3034_PI403524517	2	-0.13001156	0.67199516	2.9481459	0.03530693	-0.03530693	-2.0756984	35_826	"Cluster: Multicopper oxidase family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Multicopper oxidase family protein, expressed - Oryza s"	UniRef90_Q339K6	"CHR3V7|COORD:2827440..2830483| LAC7 (laccase 7); copper ion binding / oxidoreductase"	AT3G09220.1	CHR10V5|COORD:10065242..10059501|protein laccase LAC2-1, putative, expressed	LOC_Os10g20610.1	"no descriptionmoderately similar to ( 499)AT3G09220| Symbols: LAC7 | LAC7 (laccase 7); copper ion binding / oxidoreductase | chr3:2827440-2830483 REVERSEmoderately similar to ( 248)ASO_CUCSAL-ascorbate oxidase precursor - Cucumis sativus (Cucumber)not assigned Cu-oxidase_3 SufI Cu-oxidase_2 Cu-oxidase PRK10965"	secondary metabolism.simple phenols	16_10

CUST_33098_PI399408534	2	0.18994427	1.2001514	-0.5176945	0.08663273	-0.41370678	-0.08663368	35_2721	Rep: Putative EREBP-like protein - Oryza sativa (Rice)	UniRef90_Q94HF6	"CHR1V7|COORD:20138910..20140249| RAP2.12; DNA binding / transcription factor"	AT1G53910.2	CHR03V5|COORD:4352577..4351232|protein ethylene-responsive element binding protein 2, putative, expressed	LOC_Os03g08500.1	no descriptionvery weakly similar to (93.2)AT1G53910| Symbols: RAP2.12 | RAP2.12 | chr1:20138910-20140249 FORWARDvery weakly similar to (82.8)ERF1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned AP2 AP2 PRK12323 PRK07764 PRK07003 Atrophin-1 Herpes_BLLF1 Tymo_45kd_70kd AP2 AF-4 Pneumo_att_G APC_basic HPC2 DUF1509 PRK12678 DUF566 Adeno_PV KAR9 PRK09169 TT_ORF1 DUF1421 Extensin_2 DUF1645 DAG1 PRK12495 DUF390 Peptidase_S21	RNA.regulation of transcription.AP2/EREBP, APETALA2/Ethylene-responsive element binding protein family	27_3_3

CUST_69510_PI403524517	2	-0.14452648	0.037449837	-0.037449837	0.05509758	0.10111523	-0.051384926	35_19891	Rep: H0913C04.1 protein - Oryza sativa (Rice)	UniRef90_Q259U8	CHR5V7|COORD:23837804..23840325| protein kinase-related	AT5G59010.1	CHR04V5|COORD:34723918..34730685|protein protein kinase APK1B, chloroplast precursor, putative, expressed	LOC_Os04g58750.4	no descriptionmoderately similar to ( 251)AT5G59010| Symbols:  | ATP binding / binding / protein kinase | chr5:23837804-23839725 REVERSEnot assigned not assigned not assigned TPR	protein.postranslational modification	29_4

CUST_83509_PI403524517	2	0.16444206	0.45535278	0.0801239	-0.26480293	-0.36665154	-0.0801239	35_23943	"Cluster: Os09g0502100 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0502100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J0Q5	CHR1V7|COORD:11399903..11405702| actin binding	AT1G31810.1	CHR09V5|COORD:19430435..19424547|protein expressed protein	LOC_Os09g32540.1	no descriptionnot assigned PRK12323	not assigned.unknown	35_2

CUST_75248_PI403524517	2	0.07976818	-0.4712324	-0.07828426	0.022541046	0.14919472	-0.022541046	35_21567	"Cluster: Hypothetical protein B1003C08.3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1003C08.3 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q75G54	CHR1V7|COORD:5668938..5670336| Per1-like family protein	AT1G16560.3	CHR05V5|COORD:7382666..7377797|protein CAB2, putative, expressed	LOC_Os05g13330.1	no descriptionmoderately similar to ( 414)AT1G16560| Symbols:  | Per1-like family protein | chr1:5669227-5670336 FORWARDnot assigned Per1 PER1	stress.abiotic	20_2

CUST_53355_PI403524517	2	-0.08554268	-0.6241722	0.23799706	0.08554268	0.6197376	-0.27460575	35_15181	"Cluster: Os03g0162800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os03g0162800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DUX1	CHR5V7|COORD:17603130..17605713| beta-ketoacyl-CoA synthase, putative	AT5G43760.1	CHR03V5|COORD:3381850..3386044|protein fatty acid elongase, putative, expressed	LOC_Os03g06700.1	 no descriptionweakly similar to ( 174)AT2G26640| Symbols:  | beta-ketoacyl-CoA synthase, putative | chr2:11337172-11338701 FORWARDCHS_like ACP_syn_III_C BcsA KAS_III FabH PRK09352 	lipid metabolism.FA synthesis and FA elongation.beta ketoacyl CoA synthase	11_1_10

CUST_33012_PI403524517	2	0.0173769	-0.011210442	0.06382084	-0.098223686	0.011209488	-0.18575382	35_9519	Rep: Hypothetical protein - Brachypodium sylvaticum (False brome)	UniRef90_Q2L3A0	CHR5V7|COORD:22772097..22775018| nucleoside-triphosphatase/ nucleotide binding / transmembrane receptor	AT5G56220.1	CHR08V5|COORD:24500565..24504351|protein expressed protein	LOC_Os08g38970.1	no descriptionweakly similar to ( 122)AT5G56220| Symbols:  | nucleoside-triphosphatase/ nucleotide binding / transmembrane receptor | chr5:22772097-22775018 FORWARD	not assigned.unknown	35_2

CUST_142242_PI403524517	2	0.21303701	0.7825651	0.5045886	-0.21303749	-0.49586344	-0.3705969	35_39870	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_832_PI404877155	2	-0.21237564	0.7088108	0.20066357	-0.1450901	0.14377308	-0.14377213	Contig10775_at	P0035F12.11 [Oryza sativa (japonica cultivar-group)] dbj|BAB90521.1| B1065G12.3 [Oryza sativa (japonica cultivar-group)]	NP_915198.1	basic helix-loop-helix (bHLH) family protein	At1g05805.1	protein Helix-loop-helix DNA-binding domain, putative	Os01g67480	basic helix-loop-helix (bHLH) family protein	RNA.regulation of transcription.bHLH,Basic Helix-Loop-Helix family	27_3_06

CUST_121850_PI403524517	2	-0.0025606155	-0.07280636	0.03344536	-0.09816933	0.07266617	0.0025606155	35_34404	"Cluster: Zinc finger (C3HC4-type RING finger)-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Zinc finger (C3HC4-type RING finger)-like protein -"	UniRef90_Q6ERQ7	CHR3V7|COORD:19909975..19911022| zinc finger (C3HC4-type RING finger) family protein	AT3G53690.1	CHR09V5|COORD:15125249..15128036|protein ubiquitin-protein ligase/ zinc ion binding protein, putative, expressed	LOC_Os09g25260.1	no descriptionvery weakly similar to (60.1)AT3G53690| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr3:19909975-19911022 REVERSEnot assigned	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_143079_PI403524517	2	0.15784979	-0.019068241	0.019067764	0.032465935	-0.02394247	-0.20767593	35_40093	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2RAK3	CHR1V7|COORD:20474583..20478565| similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABA91482.1)	AT1G54920.2	CHR11V5|COORD:2230462..2234960|protein expressed protein	LOC_Os11g05100.1	no descriptionvery weakly similar to (58.5)AT1G54920| Symbols:  | similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABA91482.1) | chr1:20475864-20478088 FORWARD	not assigned.unknown	35_2

CUST_136087_PI403524517	2	-8.8596344E-4	0.15091228	0.08969498	-0.012018204	8.869171E-4	-0.035429	35_38162	"Cluster: Hypothetical protein OJ1014_E02.13; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1014_E02.13 - Oryza sativa (japonica cultiv"	UniRef90_Q6YYA4	"CHR5V7|COORD:20050127..20050977| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G73940.1); similar to Os08g0360000 [Oryza sativa (japonica"	AT5G49410.1	CHR08V5|COORD:16448490..16449680|protein expressed protein	LOC_Os08g27140.1	"no descriptionvery weakly similar to (91.7)AT5G49410| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G73940.1); similar to Os08g0360000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001061634.1); similar to Os03g0852500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001051924.1) | chr5:20050127-20050977 FORWARD"	not assigned.unknown	35_2

CUST_90416_PI403524517	2	-0.1368146	0.102303505	0.008893013	0.09869957	-0.008893013	-0.05230522	35_25859	"Cluster: Hypothetical protein; n=1; Anaeromyxobacter sp. Fw109-5|Rep: Hypothetical protein - Anaeromyxobacter sp. Fw109-5"	UniRef90_A1I2E9	CHR4V7|COORD:10275928..10278502| leucine-rich repeat family protein / extensin family protein	AT4G18670.1	CHR03V5|COORD:2886219..2891783|protein expressed protein	LOC_Os03g05812.3	no descriptionnot assigned	not assigned.unknown	35_2

CUST_8085_PI404877155	2	0.15179634	0.17169094	-0.23163223	-0.05044079	-0.0661726	0.050441742	Contig23835_at	putative integral membrane protein [Oryza sativa (japonica cultivar-group)]	BAC83625.1	integral membrane transporter family protein	At2g32040.1	protein folate/biopterin transporter	Os07g07660	The At2g32040 gene product has been demonstrated to mediate folate monoglutamate transport involved in tetrahydrofolate biosynthesis. It also mediates transport of antifolates, such as methotrexate and aminopterin. The gene is expressed in both chloroplas	transport.misc	34_99

CUST_136504_PI403524517	2	0.038952827	0.4308195	-0.013464928	-0.1914463	-0.03539276	0.013464928	35_38280	"Cluster: OJ1005_B10.23 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OJ1005_B10.23 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7EZN3		0	CHR01V5|COORD:19030303..19033308|protein transposon protein, putative, CACTA, En/Spm sub-class	LOC_Os01g33990.1	no description	not assigned.unknown	35_2

CUST_5746_PI403524517	2	-0.18153858	0.17163324	0.3374238	0.13999033	-0.13999033	-0.2524557	35_1587	"Cluster: Hypothetical protein P0515G01.44-2; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0515G01.44-2 - Oryza sativa (japonica cultiv"	UniRef90_Q5QNK9	"CHR1V7|COORD:10136362..10139068| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G34070.1); similar to unknown [Pisum sativum] (GB:ABA29158.1);"	AT1G29050.1	CHR01V5|COORD:6388269..6384493|protein expressed protein	LOC_Os01g11810.2	" no descriptionmoderately similar to ( 247)AT1G29050| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G34070.1); similar to unknown [Pisum sativum] (GB:ABA29158.1); contains InterPro domain Protein of unknown function DUF231, plant; (InterPro:IPR004253) | chr1:10136362-10139068 REVERSEDUF231 "	not assigned.unknown	35_2

CUST_94267_PI403524517	2	0.5025058	0.20296955	0.038059235	-0.26598406	-0.038059235	-0.654305	35_26949	0	0	0	0	CHR06V5|COORD:19225412..19229085|protein transposon protein, putative, CACTA, En/Spm sub-class	LOC_Os06g33030.1	no description	not assigned.unknown	35_2

CUST_145153_PI403524517	2	0.022734642	0.054264545	0.057455063	-0.022734642	-0.044332027	-0.15577221	35_40647	"Cluster: Os05g0357700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0357700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DIW1	CHR2V7|COORD:15221686..15223528| prenyl-dependent CAAX protease	AT2G36305.1	CHR05V5|COORD:16891953..16894985|protein CAAX prenyl protease 2, putative, expressed	LOC_Os05g28950.1	no descriptionweakly similar to ( 132)AT2G36305| Symbols:  | prenyl-dependent CAAX protease | chr2:15221686-15223528 FORWARDnot assigned	not assigned.no ontology	35_1

CUST_40524_PI403524517	2	0.0011668205	-0.12975883	0.35483837	-0.0011663437	0.10342693	-0.0022706985	35_11654	Rep: PREDICTED: hypothetical protein - Homo sapiens	UniRef90_UPI0000DD7B21	0	0	0	0	no description	not assigned.unknown	35_2

CUST_89939_PI403524517	2	-0.09143448	-0.020355225	0.020355225	0.028461456	-0.03451252	0.104141235	35_25728	Rep: Putative RGA protein 567B-3.2 - Aegilops tauschii (Tausch's goatgrass) (Aegilops squarrosa)	UniRef90_Q84QH1	0	0	CHR02V5|COORD:9163263..9166120|protein xa1-like protein, putative	LOC_Os02g16110.1	no description	not assigned.unknown	35_2

CUST_21036_PI403524517	2	0.22099876	-0.3359375	0.050712585	-0.05071354	0.1058588	-0.3725729	35_6105	"Cluster: Syringomycin biosynthesis enzyme-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Syringomycin biosynthesis enzyme-like - Oryza sativa (japonica"	UniRef90_Q5SNI3	CHR3V7|COORD:7522871..7524042| oxidoreductase	AT3G21360.1	CHR01V5|COORD:4797049..4798979|protein syringomycin biosynthesis enzyme, putative, expressed	LOC_Os01g09430.1	no descriptionmoderately similar to ( 202)AT3G21360| Symbols:  | oxidoreductase | chr3:7522871-7524042 FORWARDnot assigned not assigned not assigned not assigned TauD PRK07764 PRK12323 HpaP	not assigned.unknown	35_2

CUST_162282_PI403524517	2	0.07943487	0.22495174	-0.049226284	0.033522606	-0.033522606	-0.22196436	35_45263	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_6726_PI403524517	2	-0.14720821	0.32798576	-0.03604412	0.03604412	-0.07668018	0.036502838	35_1868	"Cluster: OSJNBa0088I22.11 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0088I22.11 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XU42	CHR1V7|COORD:9301133..9303419| dehydration-responsive family protein	AT1G26850.2	CHR04V5|COORD:28508533..28503391|protein ankyrin protein kinase-like, putative, expressed	LOC_Os04g48230.2	no descriptionweakly similar to ( 115)AT4G00750| Symbols:  | dehydration-responsive family protein | chr4:314405-317507 FORWARDDUF248	stress.abiotic.drought/salt	20_2_3

CUST_85659_PI403524517	2	0.02132225	0.03145027	0.10438061	-0.08656216	-0.021323204	-0.053637505	35_24534	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_84786_PI403524517	2	0.18302202	0.41832304	0.036345005	-0.036345005	-0.29123545	-0.051385403	35_24295	"Cluster: Os09g0483400 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0483400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J0U1	CHR3|COORD:19516614..19517910| ubiquitin extension protein 1 (UBQ1) / 60S ribosomal protein L40 (RPL40B), identical to GI:166929, GI:166930	AT3G52590.1	CHR09V5|COORD:16972710..16974635|protein UBiQuitin family member, putative, expressed	LOC_Os09g27930.1	" no descriptionweakly similar to ( 162)AT3G52590| Symbols: EMB2167, ERD16, UBQ1 | UBQ1 (EARLY-RESPONSIVE TO DEHYDRATION 16, UBIQUITIN EXTENSION PROTEIN 1); protein binding | chr3:19516646-19517659 FORWARDweakly similar to ( 101)UBIQ_CHLREUbiquitin - Chlamydomonas reinhardtiinot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Ubiquitin ubiquitin UBQ UBL Nedd8 Ribosomal_L40e Scythe_N RAD23_N UBQ GDX_N parkin_N AN1_N Fubi RPL40A NIRF_N hPLIC_N ISG15_repeat2 "	protein.degradation.ubiquitin.ubiquitin	29_5_11_1

CUST_99336_PI403524517	2	0.25183582	0.17718792	-0.06290913	-0.023000717	-0.06860447	0.023000717	35_28354	Rep: 40S ribosomal protein S26 - Oryza sativa (Rice)	UniRef90_P49216	CHR2V7|COORD:16952293..16953423| 40S ribosomal protein S26 (RPS26B)	AT2G40590.1	CHR05V5|COORD:23402575..23399874|protein 40S ribosomal protein S26, putative, expressed	LOC_Os05g39960.3	no descriptionvery weakly similar to (55.1)AT3G56340| Symbols:  | 40S ribosomal protein S26 (RPS26C) | chr3:20903288-20904322 REVERSEvery weakly similar to (69.3)RS26_ORYSAnot assigned Ribosomal_S26e	protein.synthesis.misc ribososomal protein	29_2_2

CUST_19184_PI404877155	2	0.009232521	-0.52345276	-0.056303978	0.050421715	-0.009231567	0.09577179	rbaal0c08_at	unnamed protein product [Oryza sativa (japonica cultivar-group)]	NP_912925.1	GDP dissociation inhibitor family protein / Rab GTPase activator family protein	At3g06540.1	protein GDP dissociation inhibitor, putative	Os01g16350	NONE	signalling.G-proteins	30_5

CUST_48890_PI403524517	2	-0.14292526	0.20752907	0.13571548	-0.21110153	0.018304825	-0.018302917	35_13960	Rep: Glycine-rich RNA-binding protein - Triticum aestivum (Wheat)	UniRef90_Q0KIW2	"CHR2V7|COORD:9272557..9273396| ATGRP7 (COLD, CIRCADIAN RHYTHM, AND RNA BINDING 2); RNA binding"	AT2G21660.2	CHR03V5|COORD:26409256..26410490|protein glycine-rich RNA-binding protein 2, putative, expressed	LOC_Os03g46770.2	" no descriptionweakly similar to ( 146)AT2G21660| Symbols: GR-RBP7, CCR2, ATGRP7 | ATGRP7 (COLD, CIRCADIAN RHYTHM, AND RNA BINDING 2); RNA binding | chr2:9272557-9273396 REVERSEweakly similar to ( 145)GRP1_DAUCAGlycine-rich RNA-binding protein - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned RRM RRM_1 COG0724 "	RNA.RNA binding	27_4

CUST_10590_PI404877155	2	0.09133911	0.52066326	-0.15396118	-0.099793434	0.0042648315	-0.004263878	Contig4283_at	acyl-CoA binding protein [Arabidopsis thaliana]	AAD03482.2	acyl-CoA binding protein, putative / ACBP, putative	At5g53470.1	protein acyl-CoA binding protein 2	Os03g14000	NONE	lipid metabolism.FA synthesis and FA elongation.acyl-CoA binding protein	11_1_13

CUST_28081_PI403524517	2	0.04394245	0.109454155	-0.09231663	-0.26206875	0.019762993	-0.019763947	35_8118	"Cluster: Hypothetical protein OJ1210_A07.18; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1210_A07.18 - Oryza sativa (japonica cultiv"	UniRef90_Q69NI5	CHR5V7|COORD:6979316..6981769| receptor	AT5G20635.1	CHR09V5|COORD:21727320..21730623|protein expressed protein	LOC_Os09g37700.1	no descriptionnot assigned not assigned Keratin_B2 PRK12323 PRK07003 PRK05648 Atrophin-1 PRK07764	not assigned.unknown	35_2

CUST_80735_PI403524517	2	-0.4125309	0.8033323	-0.20397377	0.3175335	-0.22881985	0.20397282	35_23156	"Cluster: Hypothetical protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53RC2	0	0	CHR09V5|COORD:9861866..9860268|protein conserved hypothetical protein	LOC_Os09g16170.1	no description	not assigned.unknown	35_2

CUST_14812_PI403524517	2	0.016514778	0.37985992	-0.0355587	-0.016513824	-0.07501888	0.13488388	35_4264	"Cluster: Hypothetical protein OSJNBa0055O03.5; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0055O03.5 - Oryza sativa (japonica cu"	UniRef90_Q9FW07	"CHR4V7|COORD:18189243..18190529| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G21350.1); similar to Protein of unknown function UPF0044 [Medicago"	AT4G39040.1	CHR10V5|COORD:19419963..19417539|protein CRS1 / YhbY domain containing protein, expressed	LOC_Os10g36860.1	"no descriptionweakly similar to ( 130)AT4G39040| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G21350.1); similar to Protein of unknown function UPF0044 [Medicago truncatula] (GB:ABE78777.1); contains InterPro domain CRS1/YhbY; (InterPro:IPR001890) | chr4:18189286-18190529 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned CRS1_YhbY COG1534 DUF566 Drf_FH1 Atrophin-1"	not assigned.unknown	35_2

CUST_11895_PI403524517	2	-0.7819414	0.048446655	0.25707722	-0.026883125	-0.25495625	0.026883125	35_3383	"Cluster: Os07g0637000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0637000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D4B2	"CHR3V7|COORD:5989315..5992633| CIPK1 (CBL-INTERACTING PROTEIN KINASE 1); kinase"	AT3G17510.1	CHR07V5|COORD:26462481..26467164|protein CBL-interacting serine/threonine-protein kinase 1, putative, expressed	LOC_Os07g44290.1	" no descriptionmoderately similar to ( 495)AT3G17510| Symbols: SnRK3.16, CIPK1 | CIPK1 (CBL-INTERACTING PROTEIN KINASE 1); kinase | chr3:5989315-5992633 REVERSEmoderately similar to ( 404)CIPK1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase SPS1 Pkinase_Tyr TyrKc PTKc PTKc_Srm_Brk PTKc_Jak_rpt2 PTKc_Csk_like PTKc_Src_like PTKc_InsR_like PTKc_Tec_like PTKc_EphR PTKc_Fes_like PTKc_EGFR_like PTKc_Fes PTKc_Ack_like PTKc_Tec_Rlk PTKc_Abl PTKc_Jak1_rpt2 PTKc_Btk_Bmx PTKc_Tyk2_rpt2 PTKc_Syk_like PTKc_Fer PTKc_Frk_like PTKc_FGFR PTKc_Lyn PTKc_Itk PTKc_EphR_B PTKc_Jak2_Jak3_rpt2 PTK_CCK4 PTKc_Csk PTKc_Lck_Blk PTKc_PDGFR PTKc_Trk PTKc_Chk PTKc_EphR_A PTKc_Musk PTKc_FAK PTKc_Tyro3 PTKc_FGFR1 PTKc_c-ros PTKc_FGFR2 PTKc_RET PTKc_FGFR3 PTKc_EphR_A10 PTKc_Hck PTKc_FGFR4 PTKc_Ror PTKc_Axl_like PTKc_Fyn_Yrk PTKc_Met_Ron PTKc_EGFR PTKc_EphR_A2 PTKc_HER4 PTKc_Syk PTKc_ALK_LTK NAF PTKc_DDR PTKc_TrkB PTKc_Src PTKc_TrkC PTK_Ryk PTKc_Yes PTKc_Aatyk PTKc_DDR_like PTKc_Tie1 PTKc_HER2 PTKc_Tie PTKc_Tie2 PTKc_TrkA PTKc_Zap-70 PTKc_Ror2 PTKc_Axl PTKc_IGF-1R PTK_HER3 PTKc_Ror1 PTKc_InsR PTKc_DDR2 PTKc_DDR1 PTKc_PDGFR_beta PTK_Jak_rpt1 PTKc_VEGFR PTKc_PDGFR_alpha PTKc_Kit PTKc_Aatyk2 "	protein.postranslational modification	29_4

CUST_27222_PI403524517	2	-0.06670475	-0.59717655	-0.03499794	0.03499794	0.12092495	0.117479324	35_7884	"Cluster: Putative flavonol glucosyltransferase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative flavonol glucosyltransferase - Oryza sativa (japonica"	UniRef90_Q65XD0	CHR4V7|COORD:8714065..8715144| UDP-glucoronosyl/UDP-glucosyl transferase family protein	AT4G15260.1	CHR05V5|COORD:26144398..26142402|protein hydroquinone glucosyltransferase, putative, expressed	LOC_Os05g45180.2	no descriptionvery weakly similar to (65.5)AT4G15280| Symbols:  | UDP-glucoronosyl/UDP-glucosyl transferase family protein | chr4:8719182-8720618 FORWARDvery weakly similar to (56.6)ZOX_PHAVUZeatin O-xylosyltransferase - Phaseolus vulgaris (Kidney bean) (French bean)PRK07764	misc.UDP glucosyl and glucoronyl transferases	26_2

CUST_158068_PI403524517	2	-0.6716733	-0.22344494	0.8306756	0.5862937	0.22344494	-0.3001628	35_44133	"Cluster: Putative NBS-LRR type resistance protein; n=1; Triticum monococcum|Rep: Putative NBS-LRR type resistance protein - Triticum monococcum (Einkorn wheat)"	UniRef90_Q5NKQ5		0	CHR11V5|COORD:5907411..5903428|protein NBS-LRR disease resistance protein, putative, expressed	LOC_Os11g10760.1	no description	not assigned.unknown	35_2

CUST_81345_PI403524517	2	-0.035542488	0.035542488	0.19398308	-0.16343021	0.090610504	-0.041113853	35_23331	"Cluster: Os02g0566800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os02g0566800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E0A0	CHR1V7|COORD:29265793..29267895| galactosyltransferase family protein	AT1G77810.2	CHR02V5|COORD:21549149..21543938|protein avr9 elicitor response protein, putative, expressed	LOC_Os02g35870.1	no descriptionmoderately similar to ( 252)AT1G77810| Symbols:  | galactosyltransferase family protein | chr1:29265793-29267895 REVERSEnot assigned Galactosyl_T	protein.glycosylation	29_7

CUST_8889_PI403524517	2	0.04102707	-0.023241043	0.02324009	-0.064222336	-0.11621857	0.1703167	35_2491	"Cluster: Prolyl oligopeptidase family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Prolyl oligopeptidase family protein, expressed - Ory"	UniRef90_Q338C1	CHR4V7|COORD:8362582..8366521| acylaminoacyl-peptidase-related	AT4G14570.1	CHR10V5|COORD:14203446..14213827|protein acylamino-acid-releasing enzyme, putative, expressed	LOC_Os10g28020.1	no descriptionhighly similar to ( 860)AT4G14570| Symbols:  | acylaminoacyl-peptidase-related | chr4:8362582-8366521 FORWARDnot assigned not assigned not assigned not assigned DAP2 Peptidase_S9 COG1505 Aes COG0412 Abhydrolase_3 DLH PtrB	protein.degradation	29_5

CUST_56021_PI403524517	2	0.0010070801	-0.13823509	0.025305748	-0.0010070801	-0.0015535355	0.13750458	35_15947	"Cluster: Putative 6-phosphogluconolactonase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative 6-phosphogluconolactonase - Oryza sativa (japonica"	UniRef90_Q69NG5	"CHR5V7|COORD:8330535..8331787| EMB2024 (EMBRYO DEFECTIVE 2024); catalytic"	AT5G24400.1	CHR09V5|COORD:20727503..20724416|protein 6-phosphogluconolactonase, putative, expressed	LOC_Os09g35970.1	"no descriptionmoderately similar to ( 335)AT5G24400| Symbols: EMB2024 | EMB2024 (EMBRYO DEFECTIVE 2024); catalytic | chr5:8330535-8331787 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned 6PGL NagB GlcN6P_deaminase nagB PRK12323 Drf_FH1 Extensin_2 PRK07764 Atrophin-1 PRK07003 DUF1421 Tymo_45kd_70kd HPC2 Glucosamine_iso PRK05648 PRK10819 PRK12678 GRASP55_65 Coprinus_mating FAP PRK09169 HpaP SugarP_isomerase"	OPP.oxidative PP.6-phosphogluconolactonase	7_1_2

CUST_138603_PI403524517	2	-0.07719517	-0.059947968	-0.0066843033	0.028643608	0.057107925	0.0066833496	35_38876	"Cluster: Hypothetical protein OSJNBa0014O06.14; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0014O06.14 - Oryza sativa (japonica"	UniRef90_Q8H058	CHR1V7|COORD:16816094..16817173| DNA binding / ligand-dependent nuclear receptor	AT1G44191.1	CHR03V5|COORD:5649038..5651105|protein expressed protein	LOC_Os03g11020.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Tymo_45kd_70kd PRK12323 PRK07764 AF-4 Gag_spuma	not assigned.unknown	35_2

CUST_14949_PI403524517	2	-0.045482635	-0.57624626	-0.02690506	0.075006485	0.07186794	0.02690506	35_4311	Rep: F7H2.19 protein - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q9LMP9	CHR1V7|COORD:5455050..5456735| calcium ion binding	AT1G15860.1	CHR08V5|COORD:21222541..21227896|protein DCN1-like protein 4, putative, expressed	LOC_Os08g34070.2	no descriptionmoderately similar to ( 269)AT1G15860| Symbols:  | calcium ion binding | chr1:5455050-5456735 FORWARDnot assigned DUF298	not assigned.unknown	35_2

CUST_152096_PI403524517	2	0.13301754	0.2953291	0.2686057	-0.25908184	-0.27339935	-0.13301802	35_42518	Rep: Expressed protein - Oryza sativa (japonica cultivar-group)	UniRef90_Q7XC65	CHR5V7|COORD:19246389..19248749| similar to hypothetical protein 25.t00068 [Brassica oleracea] (GB:ABD64961.1)	AT5G47400.1	CHR10V5|COORD:21753987..21757445|protein expressed protein	LOC_Os10g41120.1	no descriptionvery weakly similar to (84.3)AT5G47400| Symbols:  | similar to hypothetical protein 25.t00068 [Brassica oleracea] (GB:ABD64961.1) | chr5:19246389-19248749 FORWARD	not assigned.unknown	35_2

CUST_106112_PI403524517	2	-0.1326704	-0.22753334	0.029377937	0.1142292	0.075743675	-0.029377937	35_30206	"Cluster: Putative phosphoethanolamine N-methyltransferase; n=1; Zea mays|Rep: Putative phosphoethanolamine N-methyltransferase - Zea mays (Maize)"	UniRef90_Q5SDQ0	CHR1V7|COORD:17969742..17972745| phosphoethanolamine N-methyltransferase 2, putative (NMT2)	AT1G48600.2	CHR05V5|COORD:27150431..27146135|protein phosphoethanolamine N-methyltransferase, putative, expressed	LOC_Os05g47540.4	no description	not assigned.unknown	35_2

CUST_178892_PI403524517	2	0.048362732	0.7057762	0.13307858	-0.048363686	-0.056110382	-0.1422596	35_49757	"Cluster: Putative acid phosphatase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative acid phosphatase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q60DS6	CHR5V7|COORD:20849448..20850692| acid phosphatase, putative	AT5G51260.1	CHR05V5|COORD:5612217..5605024|protein acid phosphatase, putative, expressed	LOC_Os05g10310.1	 no descriptionvery weakly similar to (52.8)AT5G51260| Symbols:  | acid phosphatase, putative | chr5:20849448-20850692 REVERSEAcid_phosphat_B 	misc.acid and other phosphatases	26_13

CUST_35465_PI403524517	2	0.19095898	-0.5980387	-0.12168217	0.119758606	0.026187897	-0.026187897	35_10227	"Cluster: Putative helicase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative helicase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z5P0	"CHR1V7|COORD:26393679..26397811| PDE317 (PIGMENT DEFECTIVE 317); ATP-dependent helicase"	AT1G70070.1	CHR02V5|COORD:30866902..30877002|protein PDE317, putative, expressed	LOC_Os02g50560.1	"no descriptionweakly similar to ( 194)AT1G70070| Symbols: PDE317 | PDE317 (PIGMENT DEFECTIVE 317); ATP-dependent helicase | chr1:26393679-26397811 REVERSEnot assigned DSHCT COG4581"	DNA.synthesis/chromatin structure	28_1

CUST_138189_PI403524517	2	0.09470034	0.27078485	0.17995071	-0.09469986	-0.10852575	-0.3081131	35_38760	"Cluster: Os07g0591300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0591300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D502	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	CHR07V5|COORD:24097408..24096468|protein expressed protein	LOC_Os07g40160.1	no description	not assigned.unknown	35_2

CUST_20829_PI399408534	2	0.09959507	0.65954113	-0.10189533	-0.021086693	0.02108574	-0.0281744	35_19784	Rep: MADS box protein 1 - Hordeum vulgare (Barley)	UniRef90_Q9LEI5	"CHR2V7|COORD:9587497..9590683| SVP (SHORT VEGETATIVE PHASE); transcription factor"	AT2G22540.1	CHR03V5|COORD:4504876..4498522|protein MADS-box transcription factor 47, putative, expressed	LOC_Os03g08754.2	" no descriptionmoderately similar to ( 229)AT2G22540| Symbols: AGL22, SVP | SVP (SHORT VEGETATIVE PHASE); transcription factor | chr2:9587497-9590683 FORWARDmoderately similar to ( 297)MAD47_ORYSAnot assigned not assigned MADS_MEF2_like MADS MADS MADS_SRF_like SRF-TF K-box ARG80 "	RNA.regulation of transcription.MADS box transcription factor family	27_3_24

CUST_158931_PI403524517	2	-0.0074357986	0.0074357986	0.07070875	0.1355629	-0.27220058	-0.3544178	35_44364	"Cluster: Os06g0710700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0710700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D9L4	CHR5V7|COORD:5782063..5783684| transferase family protein	AT5G17540.1	CHR06V5|COORD:30052357..30050704|protein taxadien-5-alpha-ol O-acetyltransferase, putative, expressed	LOC_Os06g49660.1	no descriptionvery weakly similar to (56.2)AT5G17540| Symbols:  | transferase family protein | chr5:5782063-5783684 REVERSE	stress.biotic	20_1

CUST_14332_PI404877155	2	0.07205391	-0.09723377	-0.03722763	-0.085671425	0.059375763	0.037228584	Contig8160_at	PHD finger protein-related [Arabidopsis thaliana] ref|NP_974600.1| PHD finger protein-related [Arabidopsis thaliana]	NP_194117.3	PHD finger protein-related	At4g23860.1	protein 5730410I19Rik protein	Os06g33810	gi|17064724|gb|AAL32516.1| putative protein	RNA.regulation of transcription.PHD finger transcription factor	27_3_63

CUST_178080_PI403524517	2	-0.0022773743	0.6502838	-0.100073814	0.0022773743	-0.22915077	0.04971409	35_49529	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_48363_PI403524517	2	0.1207962	-0.13738728	0.040532112	-0.040533066	-0.11069584	0.22198296	35_13821	"Cluster: Ubiquitin-like protein; n=1; Phaseolus vulgaris|Rep: Ubiquitin-like protein - Phaseolus vulgaris (Kidney bean) (French bean)"	UniRef90_P93501	"CHR5V7|COORD:6973317..6974465| UBQ4 (ubiquitin 4); protein binding"	AT5G20620.1	CHR06V5|COORD:28400733..28403579|protein polyubiquitin containing 7 ubiquitin monomers, putative, expressed	LOC_Os06g46770.3	"no descriptionhighly similar to ( 588)AT5G03240| Symbols: UBQ3 | UBQ3 (POLYUBIQUITIN 3); protein binding | chr5:771975-772895 REVERSEweakly similar to ( 150)UBIQ_WHEATUbiquitin - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Ubiquitin ubiquitin UBQ Nedd8 UBL AN1_N RAD23_N Scythe_N UBQ parkin_N Fubi GDX_N SF3a120_C NIRF_N ISG15_repeat2 Tymo_45kd_70kd Glutenin_hmw UBI4 hPLIC_N"	protein.degradation.ubiquitin.ubiquitin	29_5_11_1

CUST_105508_PI403524517	2	-7.6007843E-4	0.20707273	7.6007843E-4	-0.14620876	-0.7317438	0.059714317	35_30048	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_28065_PI403524517	2	0.045713425	-0.0904665	-0.14967918	0.018554688	-0.018553734	0.022306442	35_8113	"Cluster: Hypothetical protein At1g26160; n=2; Arabidopsis thaliana|Rep: Hypothetical protein At1g26160 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q93ZV1	CHR1V7|COORD:9044771..9046932| metal-dependent phosphohydrolase HD domain-containing protein	AT1G26160.1	CHR01V5|COORD:26089338..26093373|protein HD domain containing protein, expressed	LOC_Os01g45390.2	no descriptionweakly similar to ( 123)AT1G26160| Symbols:  | metal-dependent phosphohydrolase HD domain-containing protein | chr1:9044771-9046932 REVERSEnot assigned	not assigned.no ontology	35_1

CUST_87507_PI403524517	2	0.04031658	-0.050545692	-0.09679508	0.011872292	0.021737099	-0.011872292	35_25051	"Cluster: Os03g0695500 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os03g0695500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DPE9	"CHR1V7|COORD:20367232..20369541| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G57345.1); similar to unknown protein [Oryza sativa (japonica"	AT1G54520.1	CHR03V5|COORD:27803974..27807677|protein membrane protein, putative, expressed	LOC_Os03g48920.1	"no descriptionvery weakly similar to (65.9)AT1G54520| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G57345.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAO19365.1); contains InterPro domain Protein of unknown function DUF1517; (InterPro:IPR010903) | chr1:20367232-20369541 FORWARDDUF1517"	not assigned.unknown	35_2

CUST_19240_PI404877155	2	0.0012874603	0.1269064	-0.111102104	-0.0012865067	0.024157524	-0.015427589	rbaal1d15_s_at	acetohydroxyacid synthase [Triticum aestivum]	AAO53548.1	acetolactate synthase, chloroplast / acetohydroxy-acid synthase (ALS)	At3g48560.1	protein acetolactate synthase, large subunit, biosynthetic type	Os02g30630	acetohydroxyacid synthase	amino acid metabolism.synthesis.branched chain group.common	13_1_4_1

CUST_14485_PI404877155	2	0.02832985	0.71807384	0.06276798	-0.13500023	-0.02832985	-0.03650856	Contig8330_at	putative acetoacetyl-coenzyme A thiolase [Oryza sativa (japonica cultivar-group)] dbj|BAB39872.1| putative acetoacetyl-coenzyme A thiolase [	NP_908411.1	acetyl-CoA C-acyltransferase, putative / 3-ketoacyl-CoA thiolase, putative	At5g47720.1	protein acetyl-CoA acyltransferases	Os01g02020	putative acetoacyl-CoA-thiolase	amino acid metabolism.degradation.aspartate family.lysine	13_2_3_5

CUST_17024_PI403524517	2	0.20940304	-0.29196453	-0.19615269	-7.724762E-5	0.055770874	7.724762E-5	35_4921	"Cluster: Hypothetical protein OJ1261C08.7; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1261C08.7 - Oryza sativa (japonica cultivar-g"	UniRef90_Q84Q84	"CHR1V7|COORD:2703464..2706699| SIGB (SIGMA FACTOR B); DNA binding / DNA-directed RNA polymerase/ transcription factor"	AT1G08540.1	CHR03V5|COORD:9043907..9047129|protein RNA polymerase sigma factor rpoD1, putative, expressed	LOC_Os03g16430.2	" no descriptionweakly similar to ( 175)AT1G08540| Symbols: SIGA, SIG2, SIGB | SIGB (SIGMA FACTOR B); DNA binding / DNA-directed RNA polymerase/ transcription factor | chr1:2703464-2706699 FORWARDPRK09210 PRK07406 RpoD PRK07598 PRK05901 PRK07921 PRK05658 PRK07405 PRK05949 PRK05657 PRK06596 rpoH2 Sigma70_r4 Sigma70_r3 FliA PRK05803 PRK07670 PRK06288 fliA PRK07408 PRK08301 PRK05572 "	RNA.transcription	27_2

CUST_18114_PI404877155	2	0.037324905	-0.29563618	-0.03732586	-0.056806564	0.08336353	0.042622566	HVSMEc0005N19r2_at	ATP-dependent RNA helicase [mitochondrial] (suv3) [Arabidopsis thaliana]	NP_193215.2	ATP-dependent RNA helicase, mitochondrial (SUV3)	At4g14790.1	protein putative mitochondrial RNA helicase	Os03g53500	NONE	RNA.processing	27_1

CUST_96104_PI403524517	2	0.77630043	0.5811782	-0.056897163	0.056897163	-0.529397	-0.3000393	35_27455	"Cluster: Beta-fructofuranosidase, insoluble isoenzyme 5; n=1; Oryza sativa|Rep: Beta-fructofuranosidase, insoluble isoenzyme 5 - Oryza sativa (Rice)"	UniRef90_Q56UD1	"CHR1V7|COORD:20570284..20572832| ATFRUCT5 (BETA-FRUCTOFURANOSIDASE 5); hydrolase, hydrolyzing O-glycosyl compounds / levanase"	AT1G55120.1	CHR04V5|COORD:33727460..33724931|protein beta-fructofuranosidase, insoluble isoenzyme 5, putative, expressed	LOC_Os04g56930.1	" no descriptionweakly similar to ( 181)AT1G55120| Symbols: ATCWINV3, ATFRUCT5 | ATFRUCT5 (BETA-FRUCTOFURANOSIDASE 5); hydrolase, hydrolyzing O-glycosyl compounds / levanase | chr1:20570284-20572832 FORWARDmoderately similar to ( 259)INV5_ORYSAnot assigned not assigned Glyco_hydro_32N Glyco_32 SacC Herpes_BLLF1 "	major CHO metabolism.degradation.sucrose.invertases.cell wall	2_2_1_3_2

CUST_114299_PI403524517	2	0.2507558	0.07384157	-0.07384205	-0.106004715	-0.4256382	0.13484383	35_32438	"Cluster: Putative FUSED serine/threonine kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative FUSED serine/threonine kinase - Oryza sativa (japonic"	UniRef90_Q5NAR7	"CHR5V7|COORD:6235389..6240735| EMB3013 (EMBRYO DEFECTIVE 3013); kinase"	AT5G18700.1	CHR01V5|COORD:8696430..8688631|protein EMB3013, putative, expressed	LOC_Os01g15480.1	"no descriptionweakly similar to ( 109)AT5G18700| Symbols: EMB3013 | EMB3013 (EMBRYO DEFECTIVE 3013); kinase | chr5:6235389-6240735 REVERSEnot assigned"	protein.postranslational modification	29_4

CUST_18405_PI403524517	2	0.2549553	-0.11959553	-0.025569916	0.008032799	-0.008032799	0.1763277	35_5321	"Cluster: OJ991113_30.19 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OJ991113_30.19 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XUF0	"CHR5V7|COORD:17285632..17286108| similar to unnamed protein product [Ostreococcus tauri] (GB:CAL55186.1); similar to Os04g0488600 [Oryza sativa (japonica"	AT5G43050.1	CHR04V5|COORD:24183565..24186010|protein expressed protein	LOC_Os04g41150.1	"no descriptionweakly similar to ( 142)AT5G43050| Symbols:  | similar to unnamed protein product [Ostreococcus tauri] (GB:CAL55186.1); similar to Os04g0488600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001053153.1); contains InterPro domain Protein of unknown function DUF565; (InterPro:IPR007572) | chr5:17285632-17286108 FORWARDDUF565"	not assigned.unknown	35_2

CUST_169218_PI403524517	2	0.66760826	-0.27769947	0.028007507	-0.046191216	-0.028007507	0.1455164	35_47129	"Cluster: Putative homeodomain leucine zipper protein CPHB-3; n=4; Oryza sativa (japonica cultivar-group)|Rep: Putative homeodomain leucine zipper protein CPHB-3"	UniRef90_Q67UE2	"CHR3V7|COORD:18615926..18618145| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G50120.1); similar to hypothetical protein [Oryza sativa (japonica"	AT3G50180.1	CHR09V5|COORD:16675358..16673584|protein homeobox-leucine zipper protein HAT14, putative, expressed	LOC_Os09g27450.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_67937_PI403524517	2	0.19819927	0.023586273	-0.06491947	-0.03274536	-0.023586273	0.114453316	35_19411	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_60676_PI403524517	2	0.009765625	-0.009765625	0.06931305	-0.043088913	0.018936157	-0.029953957	35_17306	"Cluster: Beta subunit 3 of SnRK1; n=2; Oryza sativa (japonica cultivar-group)|Rep: Beta subunit 3 of SnRK1 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q18PR7	CHR2V7|COORD:11957251..11957695| protein kinase-related	AT2G28060.1	CHR09V5|COORD:11984970..11988547|protein SNF1-related protein kinase regulatory subunit beta-2, putative, expressed	LOC_Os09g20010.2	no descriptionweakly similar to ( 127)AT2G28060| Symbols:  | protein kinase-related | chr2:11957251-11957695 REVERSEnot assigned not assigned AMPKBI	protein.postranslational modification	29_4

CUST_9297_PI404877155	2	-0.7999382	-0.91627216	1.3198633	0.64185715	0.8534031	-0.64185715	Contig3096_s_at	allene oxide synthase [Hordeum vulgare subsp. vulgare]	CAB86384.1	allene oxide synthase (AOS) / hydroperoxide dehydrase / cytochrome P450 74A (CYP74A)	At5g42650.1	protein expressed protein	Os03g12500	putative respiratory burst oxidase protein	hormone metabolism.jasmonate.synthesis-degradation.allene oxidase synthase	17_7_1_3

CUST_51479_PI403524517	2	0.04724598	0.103321075	-0.0029382706	0.0029382706	-0.061327934	-0.066251755	35_14672	"Cluster: Putative peptide methionine sulfoxide reductase; n=2; Oryza sativa|Rep: Putative peptide methionine sulfoxide reductase - Oryza sativa (Rice)"	UniRef90_Q9AY51	CHR4V7|COORD:12898812..12900008| peptide methionine sulfoxide reductase, putative	AT4G25130.1	CHR10V5|COORD:21925085..21927573|protein peptide methionine sulfoxide reductase, putative, expressed	LOC_Os10g41400.1	 no descriptionmoderately similar to ( 317)AT4G25130| Symbols:  | peptide methionine sulfoxide reductase, putative | chr4:12898812-12900008 REVERSEmoderately similar to ( 327)MSRA_LACSAPeptide methionine sulfoxide reductase - Lactuca sativa (Garden lettuce)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK00058 MsrA PRK05550 PMSR PRK13014 PRK05528 PRK12323 PRK07764 Atrophin-1 PRK07003 PRK12678 Drf_FH1 PRK05648 infB DUF1509 Tymo_45kd_70kd DUF1421 APC_basic FAP Herpes_BLLF1 HPC2 	protein.postranslational modification	29_4

CUST_1446_PI403524517	2	-0.25298405	-0.09813738	0.5157504	0.13643932	0.09813738	-0.3960886	35_382	Rep: Proline-rich protein - Triticum aestivum (Wheat)	UniRef90_Q01979	CHR3V7|COORD:6559180..6562050| leucine-rich repeat family protein / extensin family protein	AT3G19020.1	CHR05V5|COORD:7727609..7725710|protein early nodulin 75 protein, putative, expressed	LOC_Os05g13940.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Extensin_2 PRK12323 PRK10819 PRK05648 Trypan_PARP TonB Atrophin-1 HPC2 CDC27 DUF1421 Drf_FH1 PRK07003 PRK07764 PRK10263 PRK11633 Harpin AF-4 DUF1210 GRASP55_65 DUF605 COG5651 FtsN MCPVI Tymo_45kd_70kd Cytadhesin_P30 NESP55 DedD COG3921 PRK03427 Chon_Sulph_att BASP1 RR_TM4-6 COG5099 PRK08691 ZipA PRK08853 tolA DUF1032 APC_basic IER TolA PRK00708 VirB10 Calreticulin Neisseria_TspB DREPP Voltage_gated_ClC PRK09752 TolA ArnT COG3827 PRK07735	not assigned.unknown	35_2

CUST_7092_PI404877155	2	-0.41691494	0.6897259	0.038107872	0.4346695	-0.10309124	-0.038107872	Contig20753_at	putative diacylglycerol kinase [Oryza sativa (japonica cultivar-group)]	NP_916401.1	diacylglycerol kinase, putative	At2g20900.2	protein Diacylglycerol kinase catalytic domain (presumed), putative	Os01g57420	putative diacylglycerol kinase	lipid metabolism.Phospholipid synthesis	11_3

CUST_180820_PI403524517	2	0.059144974	-0.0559597	-0.03814888	0.13456535	0.038147926	-0.15682983	35_50286	Rep: OSIGBa0157K09-H0214G12.12 protein - Oryza sativa (Rice)	UniRef90_Q01HE5	"CHR4V7|COORD:7754244..7755833| similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE83614.1); contains domain UNCHARACTERIZED"	AT4G13330.1	CHR04V5|COORD:25334704..25332226|protein expressed protein	LOC_Os04g43164.1	"no descriptionmoderately similar to ( 205)AT4G13330| Symbols:  | similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE83614.1); contains domain UNCHARACTERIZED (PTHR12176); contains domain no description (G3D.3.40.50.150); contains domain S-adenosyl-L-methionine-dependent methyltransferases (SSF53335) | chr4:7754244-7755833 REVERSE"	not assigned.unknown	35_2

CUST_16506_PI404877155	2	-0.08139515	-0.071003914	0.17984676	0.071003914	-0.12997627	0.08030605	HA29I16r_s_at	long-chain acyl-CoA synthetase [Arabidopsis thaliana]	BAB40450.1	long-chain-fatty-acid--CoA ligase / long-chain acyl-CoA synthetase (LACS6)	At3g05970.1	protein long-chain acyl-CoA synthetase	Os12g04990	Predicted hydrolases or acyltransferases (alpha/beta hydrolase superfamily)	lipid metabolism.FA synthesis and FA elongation.long chain fatty acid CoA ligase	11_1_09

CUST_51129_PI403524517	2	0.05924511	-0.05924511	0.23172855	0.20180702	-0.36368847	-0.43048906	35_14576	"Cluster: Putative 60S ribosomal protein L10A; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative 60S ribosomal protein L10A - Oryza sativa (japonica cult"	UniRef90_Q8LR24	CHR1V7|COORD:2636228..2637691| 60S ribosomal protein L10A (RPL10aA)	AT1G08360.1	CHR02V5|COORD:12869457..12872468|protein 60S ribosomal protein L10a-1, putative, expressed	LOC_Os02g21660.3	no descriptionweakly similar to ( 140)AT1G08360| Symbols:  | 60S ribosomal protein L10A (RPL10aA) | chr1:2636228-2637691 FORWARDweakly similar to ( 107)RL10A_CHLRE60S ribosomal protein L10a - Chlamydomonas reinhardtiinot assigned not assigned Ribosomal_L31e RplA Ribosomal_L1	protein.synthesis.misc ribososomal protein	29_2_2

CUST_68267_PI403524517	2	0.24253464	-0.043756485	0.060131073	-0.079143524	-0.0993557	0.043756485	35_19516	"Cluster: Putative ribosomal RNA apurinic site specific lyase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ribosomal RNA apurinic site specific lya"	UniRef90_Q9AX10	CHR1V7|COORD:4642525..4643927| F-box family protein	AT1G13570.1	CHR01V5|COORD:30776054..30774270|protein ribosomal RNA apurinic site specific lyase, putative, expressed	LOC_Os01g52970.1	no descriptionvery weakly similar to (74.3)AT1G13570| Symbols:  | F-box family protein | chr1:4642525-4643927 REVERSEnot assigned not assigned not assigned Herpes_BLLF1 PRK07003 FBD Tymo_45kd_70kd	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_115411_PI403524517	2	-0.39760447	0.416646	0.40228605	-0.06937361	0.06937361	-0.32072163	35_32736	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_24387_PI403524517	2	0.093803406	-0.122615814	-0.19622421	0.081707	-0.081707	0.15622997	35_7077	"Cluster: Hypothetical protein At2g15880; n=1; Arabidopsis thaliana|Rep: Hypothetical protein At2g15880 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9XIL9	CHR2V7|COORD:6925121..6927401| leucine-rich repeat family protein / extensin family protein	AT2G15880.1	CHR01V5|COORD:4178236..4175962|protein protein binding protein, putative, expressed	LOC_Os01g08470.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Extensin_2 Drf_FH1 DUF1421 Atrophin-1 DUF1210 PRK12323 PRK05648 Tymo_45kd_70kd PRK07764 PRK10819 GRASP55_65 FAP DUF605 TonB Totivirus_coat TT_ORF1 tatB GP38 Amelogenin PRK03427 GRP HPC2 PRK08853 SMN	not assigned.unknown	35_2

CUST_14837_PI403524517	2	0.005496025	0.005174637	-0.043951035	-0.005174637	-0.12269974	0.08428383	35_4272	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QNG8	0	0	CHR12V5|COORD:23232491..23239375|protein expressed protein	LOC_Os12g37860.1	no description	not assigned.unknown	35_2

CUST_40348_PI403524517	2	0.32363987	0.12733555	-0.053770542	-0.030410767	-0.15650797	0.030411243	35_11604	Rep: Expressed protein - Oryza sativa (japonica cultivar-group)	UniRef90_Q7XDE1	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	CHR10V5|COORD:17423926..17422249|protein expressed protein	LOC_Os10g33670.1	no descriptionnot assigned not assigned not assigned PRK07003 Atrophin-1	not assigned.unknown	35_2

CUST_73643_PI403524517	2	0.001891613	-0.090343475	0.2118144	0.05837822	-0.14200735	-0.001891613	35_21119	"Cluster: DnaJ domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: DnaJ domain containing protein, expressed - Oryza sativa (j"	UniRef90_Q2QUP1	CHR1V7|COORD:22813885..22816035| DNAJ heat shock N-terminal domain-containing protein	AT1G61770.1	CHR12V5|COORD:8912514..8903834|protein dnaJ homolog dnj-2 precursor, putative, expressed	LOC_Os12g15590.2	no descriptionweakly similar to ( 128)AT1G61770| Symbols:  | DNAJ heat shock N-terminal domain-containing protein | chr1:22813885-22816035 FORWARDnot assigned	stress.abiotic.heat	20_2_1

CUST_28351_PI403524517	2	0.022817612	-0.0243721	-0.062093735	-0.022816658	0.11363125	0.0866127	35_8193	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_80670_PI403524517	2	-0.26868534	0.39208412	0.046118736	-0.09636688	0.10900688	-0.046118736	35_23136	"Cluster: Hypothetical protein OSJNBb0061M13.14; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0061M13.14 - Oryza sativa (japonica"	UniRef90_Q6ATF8	"CHR5V7|COORD:17038687..17039725| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G48660.1); similar to unknown protein [Oryza sativa (japonica"	AT5G42570.1	CHR05V5|COORD:11031728..11028380|protein B-cell receptor-associated protein 31-like containing protein, expressed	LOC_Os05g19040.1	"no descriptionvery weakly similar to (90.5)AT5G42570| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G48660.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD69146.1); similar to Os02g0321800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001046689.1); similar to Os05g0272900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001055067.1); contains InterPro domain B-cell receptor-associated 31-like; (InterPro:IPR008417) | chr5:17038687-17039725 REVERSEnot assigned"	not assigned.unknown	35_2

CUST_77510_PI403524517	2	-3.6664777	-2.9855742	-3.3349738	2.9855738	3.03716	3.1635962	35_22213	Rep: OSIGBa0131J24.2 protein - Oryza sativa (Rice)	UniRef90_Q01MU1	"CHR4V7|COORD:8023559..8025538| WRNEXO (WERNER SYNDROME-LIKE EXONUCLEASE); 3'-5' exonuclease/ nucleic acid binding"	AT4G13870.2	CHR04V5|COORD:1826738..1822597|protein Werner syndrome ATP-dependent helicase, putative, expressed	LOC_Os04g03990.1	" no descriptionvery weakly similar to (79.0)AT4G13870| Symbols: WRNEXO, ATWRNEXO, WEX, ATWEX | WRNEXO (WERNER SYNDROME-LIKE EXONUCLEASE); 3'-5' exonuclease/ nucleic acid binding | chr4:8023559-8025538 REVERSEnot assigned "	DNA.unspecified	28_99

CUST_69770_PI403524517	2	-0.006175041	0.44651127	-0.16827679	0.006175041	-0.19382286	0.1474266	35_19963	"Cluster: Putative ubiquinone oxidoreductase subunit 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ubiquinone oxidoreductase subunit 1 - Oryza sat"	UniRef90_Q6ZCP8	CHR2V7|COORD:19621811..19622629| CRR6 (CHLORORESPIRATORY REDUCTION 6)	AT2G47910.1	CHR08V5|COORD:3942673..3944792|protein expressed protein	LOC_Os08g07060.1	no descriptionmoderately similar to ( 269)AT2G47910| Symbols: CRR6 | CRR6 (CHLORORESPIRATORY REDUCTION 6) | chr2:19622033-19622629 FORWARDDUF1817 COG5474	not assigned.unknown	35_2

CUST_134983_PI403524517	2	0.095555305	-0.16003132	-0.2565012	0.108636856	-0.095555305	0.10175419	35_37869	"Cluster: Putative diacylglycerol acyltransferase; n=1; Tropaeolum majus|Rep: Putative diacylglycerol acyltransferase - Tropaeolum majus (Common nasturtium)"	UniRef90_Q8RX96	"CHR2V7|COORD:8433518..8436537| TAG1 (TRIACYLGLYCEROL BIOSYNTHESIS DEFECT 1); diacylglycerol O-acyltransferase"	AT2G19450.1	CHR05V5|COORD:5951246..5958028|protein diacylglycerol O-acyltransferase 1, putative, expressed	LOC_Os05g10810.1	" no descriptionvery weakly similar to (96.3)AT2G19450| Symbols: AS11, ABX45, DGAT1, RDS1, ATDGAT, TAG1 | TAG1 (TRIACYLGLYCEROL BIOSYNTHESIS DEFECT 1); diacylglycerol O-acyltransferase | chr2:8433518-8436537 FORWARDnot assigned "	lipid metabolism.TAG synthesis	11_4

CUST_12982_PI404877155	2	0.010800362	-0.089304924	-0.010801315	-0.061964035	0.08585739	0.018864632	Contig6721_at	expressed protein [Arabidopsis thaliana] pir||T48144 hypothetical protein T4C9.180 - Arabidopsis thaliana	NP_567389.1	expressed protein	At4g12340.1	protein expressed protein	Os05g01300	Toc34-1 protein	signalling.G-proteins	30_5

CUST_22468_PI399408534	2	0.15299702	-0.037769318	2.641678E-4	-0.103178024	0.005672455	-2.641678E-4	35_4027	"Cluster: GATA zinc finger family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: GATA zinc finger family protein, expressed - Oryza sativa"	UniRef90_Q2QLX6	CHR3V7|COORD:22384323..22385122| zinc finger (GATA type) family protein	AT3G60530.1	CHR12V5|COORD:26659915..26662912|protein GATA zinc finger family protein, expressed	LOC_Os12g42970.1	no descriptionweakly similar to ( 129)AT3G60530| Symbols:  | zinc finger (GATA type) family protein | chr3:22384323-22385122 FORWARDnot assigned ZnF_GATA GATA ZnF_GATA	RNA.regulation of transcription.C2C2(Zn) GATA transcription factor family	27_3_9

CUST_50588_PI403524517	2	0.2334156	-0.47895813	-0.18496895	0.2440424	0.18496895	-0.39753628	35_14439	"Cluster: Photosystem II 10 kDa polypeptide; n=3; BEP clade|Rep: Photosystem II 10 kDa polypeptide - Oryza sativa (Rice)"	UniRef90_P93443	CHR1V7|COORD:29740978..29741674| PSBR (photosystem II subunit R)	AT1G79040.1	CHR08V5|COORD:5802114..5800115|protein photosystem II 10 kDa polypeptide, chloroplast precursor, putative, expressed	LOC_Os08g10020.2	 no descriptionweakly similar to ( 132)AT1G79040| Symbols: PSBR | PSBR (photosystem II subunit R) | chr1:29740978-29741674 FORWARDweakly similar to ( 150)PSBR_SPIOLPhotosystem II 10 kDa polypeptide, chloroplast precursor - Spinacia oleracea (Spinach)PsbR 	PS.lightreaction.photosystem II.PSII polypeptide subunits	1_1_1_2

CUST_73671_PI403524517	2	0.0147275925	0.014297485	-0.2831049	-0.15688038	-0.014296532	0.09801006	35_21127	Rep: H0525G02.8 protein - Oryza sativa (Rice)	UniRef90_Q00RR2	CHR1V7|COORD:20981654..20982850| tetratricopeptide repeat (TPR)-containing protein	AT1G56090.1	CHR04V5|COORD:31043375..31041029|protein TPR Domain containing protein	LOC_Os04g52580.1	no descriptionvery weakly similar to (52.0)AT1G56090| Symbols:  | tetratricopeptide repeat (TPR)-containing protein | chr1:20981654-20982850 REVERSE	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_62021_PI403524517	2	-0.007378578	-0.18561172	0.007378578	-0.04866314	0.012570381	0.11589527	35_17691	"Cluster: Unc-84 homolog B-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Unc-84 homolog B-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5NBL8	CHR5V7|COORD:1471699..1473771| sad1/unc-84 protein-related	AT5G04990.1	CHR01V5|COORD:9178676..9176018|protein sad1/unc-84-like protein 2, putative, expressed	LOC_Os01g16220.1	no descriptionmoderately similar to ( 238)AT5G04990| Symbols:  | sad1/unc-84 protein-related | chr5:1471699-1473771 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Sad1_UNC Tymo_45kd_70kd APC_basic Atrophin-1 DUF1421 PRK12678 PRK07003 PRK12323 PRK07764 Extensin_2	not assigned.no ontology	35_1

CUST_33137_PI399408534	2	0.25003672	0.1394844	0.2679019	-0.13948488	-0.26404428	-0.29566765	35_24288	"Cluster: Auxin efflux carrier protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Auxin efflux carrier protein-like - Oryza sativa (japonica cultivar"	UniRef90_Q6YZX7	CHR1V7|COORD:26816213..26817586| auxin efflux carrier family protein	AT1G71090.1	CHR08V5|COORD:5316374..5318918|protein auxin Efflux Carrier family protein, expressed	LOC_Os08g09190.1	no descriptionvery weakly similar to (72.0)AT1G71090| Symbols:  | auxin efflux carrier family protein | chr1:26816213-26817586 FORWARDnot assigned PRK07764	transport.misc	34_99

CUST_12905_PI404877155	2	-0.028152466	-0.7040901	-0.16503334	0.15489388	0.12740898	0.02815342	Contig6616_at	OSJNBa0044K18.22 [Oryza sativa (japonica cultivar-group)] ref|XP_472893.1| OSJNBa0044K18.22 [Oryza sativa (japonica cultivar-group)]	CAE05880.3	isocitrate dehydrogenase subunit 1 / NAD+ isocitrate dehydrogenase subunit 1	At4g35260.1	protein isocitrate dehydrogenase, NAD-dependent	Os04g40310	isocitrate dehydrogenase subunit 1 / NAD+ isocitrate dehydrogenase subunit 1, nearly identical to NAD+ dependent isocitrate dehydrogenase subunit 1 (Arabidopsis thaliana) GI:1766046	TCA / org. transformation.TCA.IDH	8_1_04

CUST_138081_PI403524517	2	0.7351117	0.9530883	0.18253326	-0.4836092	-0.36207676	-0.18253326	35_38727	"Cluster: Hypothetical protein precursor; n=1; Kineococcus radiotolerans SRS30216|Rep: Hypothetical protein precursor - Kineococcus radiotolerans SRS30216"	UniRef90_Q411K9	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	CHR04V5|COORD:29658804..29662209|protein DNA binding protein, putative	LOC_Os04g50090.1	no description	not assigned.unknown	35_2

CUST_6709_PI403524517	2	0.018039703	-0.23334122	-0.06945896	0.029891014	0.013830185	-0.013830185	35_1864	"Cluster: Putative aminoacylase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative aminoacylase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z8P2	CHR4V7|COORD:17925245..17926913| aminoacylase, putative / N-acyl-L-amino-acid amidohydrolase, putative	AT4G38220.1	CHR08V5|COORD:25259477..25255520|protein aminoacylase-1, putative, expressed	LOC_Os08g40110.1	 no descriptionhighly similar to ( 541)AT4G38220| Symbols:  | aminoacylase, putative / N-acyl-L-amino-acid amidohydrolase, putative | chr4:17925245-17926913 FORWARDnot assigned not assigned ArgE PRK08651 Peptidase_M20 PRK07906 PRK08262 PRK09133 PRK13013 PRK06837 PRK08588 PRK13009 PRK06915 PRK07907 PRK09104 PRK13004 PRK08201 PRK07522 PRK08596 PRK06446 PRK07205 PRK07079 PRK08554 PRK05111 PRK07318 PRK07473 PRK12893 	misc.nitrilases, *nitrile lyases, berberine bridge enzymes, reticuline oxidases, troponine reductases	26_8

CUST_140263_PI403524517	2	0.039027214	-0.02517414	-0.032381058	0.16800213	0.009902954	-0.009902954	35_39333	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_23230_PI399408534	2	0.43276548	0.17582607	0.022759438	-0.1963067	-0.02275896	-0.22125435	35_37099	"Cluster: Putative far-red impaired response protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative far-red impaired response protein - Oryza sativa"	UniRef90_Q75LD4	"CHR4V7|COORD:8614980..8617867| FAR1 (FAR-RED IMPAIRED RESPONSE 1); zinc ion binding"	AT4G15090.1	CHR03V5|COORD:35401103..35405323|protein transposon protein, putative, unclassified, expressed	LOC_Os03g62660.1	"no descriptionweakly similar to ( 127)AT4G15090| Symbols: FAR1 | FAR1 (FAR-RED IMPAIRED RESPONSE 1); zinc ion binding | chr4:8614980-8617867 FORWARD"	signalling.light	30_11

CUST_6139_PI399408534	2	0.08493805	0.106461525	-0.084939	-0.105335236	0.18035412	-0.102846146	35_49692	"Cluster: Leucine-rich repeat family protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Leucine-rich repeat family protein, putative,"	UniRef90_Q2QLL2	CHR5V7|COORD:25204664..25207551| leucine-rich repeat family protein / protein kinase family protein	AT5G62710.1	CHR12V5|COORD:27310535..27306633|protein ATP binding protein, putative, expressed	LOC_Os12g44090.1	no descriptionweakly similar to ( 164)AT5G62710| Symbols:  | leucine-rich repeat family protein / protein kinase family protein | chr5:25204664-25207551 FORWARDvery weakly similar to (99.0)NORK_MEDTRNodulation receptor kinase precursor - Medicago truncatula (Barrel medic)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pkinase_Tyr PTKc TyrKc Pkinase S_TKc S_TKc PTKc_Jak_rpt2 PTKc_EphR PTKc_EGFR_like PTKc_Trk PTK_CCK4 PTKc_EphR_B PTKc_DDR PTKc_EphR_A PTKc_Srm_Brk PTKc_Src_like PTKc_EphR_A2 SPS1 PTKc_Csk_like PTKc_Tyk2_rpt2 PTKc_Ack_like PTKc_Frk_like PTKc_c-ros PTKc_Itk PTKc_ALK_LTK PTKc_Ror	signalling.receptor kinases.leucine rich repeat XI	30_2_11

CUST_160488_PI403524517	2	0.073218346	0.6495104	0.025675774	-0.07782841	-0.07664585	-0.025675774	35_44786	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_104631_PI403524517	2	-0.25741577	-1.1040573	-0.36831284	0.25741482	0.41288376	0.31974602	35_29815	"Cluster: Putative proton-dependent oligopeptide transporter; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative proton-dependent oligopeptide transporter"	UniRef90_Q6AU97	CHR1V7|COORD:25750474..25753773| proton-dependent oligopeptide transport (POT) family protein	AT1G68570.1	CHR05V5|COORD:19967651..19962043|protein peptide transporter PTR2, putative, expressed	LOC_Os05g33960.1	no descriptionvery weakly similar to (72.0)AT1G68570| Symbols:  | proton-dependent oligopeptide transport (POT) family protein | chr1:25750474-25753773 FORWARDnot assigned	transport.peptides and oligopeptides	34_13

CUST_1865_PI399408534	2	0.08499384	0.3133707	0.060348988	-0.10274267	-0.17027044	-0.060348988	35_37834	"Cluster: MYND finger family protein, expressed; n=5; Oryza sativa (japonica cultivar-group)|Rep: MYND finger family protein, expressed - Oryza sativa (japonica"	UniRef90_Q10E92	"CHR2V7|COORD:7780502..7783757| SDG37 (SET DOMAIN GROUP 37); zinc ion binding"	AT2G17900.1	CHR03V5|COORD:28261443..28257514|protein histone-lysine N-methyltransferase ASHR1, putative, expressed	LOC_Os03g49730.3	"no descriptionmoderately similar to ( 271)AT2G17900| Symbols: SDG37 | SDG37 (SET DOMAIN GROUP 37); zinc ion binding | chr2:7780502-7783757 REVERSEnot assigned zf-MYND"	RNA.regulation of transcription.SET-domain transcriptional regulator family	27_3_69

CUST_89520_PI403524517	2	0.0128183365	-0.54432106	-0.16445541	0.028326035	0.020692825	-0.01281929	35_25609	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_35405_PI403524517	2	-0.03502941	-0.2232256	0.03502941	0.07099342	0.10979557	-0.2081213	35_10207	"Cluster: Hypothetical protein P0486H12.3; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0486H12.3 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q69XL0	CHR5V7|COORD:3595558..3597077| OCP3 (OVEREXPRESSOR OF CATIONIC PEROXIDASE 3)	AT5G11270.1	CHR06V5|COORD:23731558..23733539|protein OCP3, putative, expressed	LOC_Os06g39906.1	no description	not assigned.unknown	35_2

CUST_115923_PI403524517	2	0.15846062	-5.8984756E-4	-0.03342247	0.011129856	-0.3130617	5.8984756E-4	35_32873	"Cluster: Os01g0916800 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0916800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JGL7	"CHR1V7|COORD:8742196..8755229| similar to DEAD box RNA helicase, putative [Arabidopsis thaliana] (TAIR:AT1G20920.1); similar to F5A9.21, related [Medicago"	AT1G24706.1	CHR01V5|COORD:40302766..40287152|protein expressed protein	LOC_Os01g68810.1	" no descriptionmoderately similar to ( 300)AT1G24706| Symbols:  | similar to DEAD box RNA helicase, putative [Arabidopsis thaliana] (TAIR:AT1G20920.1); similar to F5A9.21, related [Medicago truncatula] (GB:ABE85730.1); similar to putative THO complex 2 [Oryza sativa (japonica cultivar-group)] (GB:BAD87730.1); similar to Eukaryotic DNA topoisomerases I, dispensable insert [Medicago truncatula] (GB:ABE94293.1); contains domain THO2 PROTEIN (PTHR21597); contains domain Prion-like (SSF54098) | chr1:8742196-8755229 FORWARDnot assigned "	not assigned.unknown	35_2

CUST_32203_PI403524517	2	0.08720398	-0.04321575	0.04321575	-0.13978195	0.1561575	-0.1045866	35_9289	"Cluster: Transducin / WD-40 repeat protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Transducin / WD-40 repeat protein-like - Oryza sativa (japonic"	UniRef90_Q6Z5M6	"CHR3|COORD:4303881..4310220| transducin family protein / WD-40 repeat family protein, contains 2 WD-40 repeats (PF00400);  autoantigen locus HUMAUTANT (GI:53320"	AT3G13300.2	CHR02V5|COORD:30020066..30010129|protein nucleotide binding protein, putative, expressed	LOC_Os02g49090.2	"no descriptionweakly similar to ( 140)AT3G13300| Symbols: VCS | VCS (VARICOSE); nucleotide binding | chr3:4304092-4309956 FORWARDnot assigned"	development.unspecified	33_99

CUST_34773_PI403524517	2	-0.04483509	-0.7129345	0.1224432	0.044834614	0.5752115	-0.0759573	35_10026	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10NR6	"CHR5V7|COORD:7315006..7316397| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G19260.1); similar to putative protein-related [Medicago"	AT5G22090.1	CHR03V5|COORD:8512124..8509963|protein expressed protein	LOC_Os03g15530.1	no description	not assigned.unknown	35_2

CUST_72259_PI403524517	2	0.021730423	0.10169029	-0.021730423	-0.0607996	-0.10781002	0.08358097	35_20710	"Cluster: Putative acyl-ACP thioesterase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative acyl-ACP thioesterase - Oryza sativa (japonica cultivar-group"	UniRef90_Q9SNP5	"CHR1V7|COORD:2691549..2693412| FATB (FATTY ACYL-ACP THIOESTERASES B); acyl carrier/ acyl-ACP thioesterase"	AT1G08510.1	CHR06V5|COORD:2273693..2278524|protein myristoyl-acyl carrier protein thioesterase, chloroplast precursor, putative, expressed	LOC_Os06g05130.1	" no descriptionweakly similar to ( 119)AT1G08510| Symbols: FATB | FATB (FATTY ACYL-ACP THIOESTERASES B); acyl carrier/ acyl-ACP thioesterase | chr1:2691549-2693412 REVERSEweakly similar to ( 127)FATB_GOSHIMyristoyl-acyl carrier protein thioesterase, chloroplast precursor - Gossypium hirsutum (Upland cotton) (Gossypium mexicanum)Acyl-ACP_TE FatA "	lipid metabolism.FA synthesis and FA elongation.ACP thioesterase	11_1_7

CUST_81620_PI403524517	2	0.09286213	-0.14282703	-0.13345623	-0.09286213	0.120905876	0.13199043	35_23411	"Cluster: Putative pentatricopeptide (PPR) repeat-containing protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative pentatricopeptide (PPR)"	UniRef90_Q6Z7E0	CHR1V7|COORD:3218135..3219931| pentatricopeptide (PPR) repeat-containing protein	AT1G09900.1	CHR02V5|COORD:21465862..21469764|protein rf1 protein, mitochondrial precursor, putative, expressed	LOC_Os02g35750.3	no descriptionweakly similar to ( 109)AT1G09900| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr1:3218135-3219931 FORWARDvery weakly similar to (57.8)RF1_ORYSA	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_17243_PI399408534	2	0.0072155	-0.3922844	-0.061621666	0.38346672	0.07769394	-0.007214546	35_18163	"Cluster: Os02g0170500 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os02g0170500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E3J5	"CHR1V7|COORD:21028783..21029382| HAP5B (Heme activator protein (yeast) homolog 5B); DNA binding / transcription factor"	AT1G56170.1	CHR02V5|COORD:3850126..3846037|protein nuclear transcription factor Y subunit C-2, putative, expressed	LOC_Os02g07450.2	 no descriptionweakly similar to ( 188)AT1G56170| Symbols: ATHAP5B, HAP5B | HAP5B (Heme activator protein (yeast) homolog 5B) | chr1:21028783-21029382 FORWARDnot assigned not assigned not assigned not assigned not assigned HAP5 CBFD_NFYB_HMF Histone BUR6 	RNA.regulation of transcription.CCAAT box binding factor family, HAP5	27_3_16

CUST_40905_PI403524517	2	0.095282555	0.38285065	-0.09528303	0.119464874	-0.117669106	-0.15324068	35_11763	"Cluster: Hypothetical protein OJ1212_D02.6; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1212_D02.6 - Oryza sativa (japonica cultivar"	UniRef90_Q6K5K7	"CHR5V7|COORD:16294573..16297486| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G27390.1); similar to Steroid nuclear receptor, ligand-binding"	AT5G40640.1	CHR02V5|COORD:23231284..23235556|protein steroid nuclear receptor, ligand-binding, putative, expressed	LOC_Os02g38430.1	" no descriptionweakly similar to ( 138)AT5G40640| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G27390.1); similar to Steroid nuclear receptor, ligand-binding [Medicago truncatula] (GB:ABD28762.1); contains domain Ribosome inactivating proteins (RIP) (SSF56371) | chr5:16294573-16297486 FORWARD"	not assigned.unknown	35_2

CUST_3327_PI404877155	2	0.2416935	-0.15571308	-0.02982521	1.0214148	-0.056468964	0.02982521	Contig13774_at	OSJNBa0070M12.14 [Oryza sativa (japonica cultivar-group)]	CAD41937.2	DNAJ heat shock N-terminal domain-containing protein	At2g18465.1	protein DnaJ domain, putative	Os05g01590	gi|32483048|emb|CAE01862.1| OSJNBa0070M12.15	stress.abiotic.heat	20_2_1

CUST_95481_PI403524517	2	0.07145405	-0.42755413	-0.07790375	-0.019195557	0.019195557	0.07981396	35_27288	"Cluster: Putative heat shock protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative heat shock protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q94H83	CHR5V7|COORD:9597555..9600869| DNAJ heat shock N-terminal domain-containing protein	AT5G27240.1	CHR03V5|COORD:16275886..16272407|protein dnaJ domain containing protein, expressed	LOC_Os03g28310.1	no descriptionvery weakly similar to (54.3)AT5G27240| Symbols:  | DNAJ heat shock N-terminal domain-containing protein | chr5:9597555-9600869 FORWARD	stress.abiotic.heat	20_2_1

CUST_22799_PI403524517	2	-0.077093124	0.11267662	-0.036580086	0.0075645447	-0.0075645447	0.10684776	35_6621	"Cluster: Hypothetical protein OJ1479_B12.25-2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1479_B12.25-2 - Oryza sativa (japonica cu"	UniRef90_Q69VK3	CHR5|COORD:26398945..26402447| expressed protein, similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD33026.1)	AT5G65950.2	CHR02V5|COORD:29612661..29618595|protein expressed protein	LOC_Os02g48380.1	no descriptionweakly similar to ( 172)AT5G65950| Symbols:  | binding | chr5:26397516-26402186 FORWARDnot assigned DUF1683	not assigned.unknown	35_2

CUST_5647_PI403524517	2	-0.0021409988	-0.16411972	-0.034840584	0.0021409988	0.046367645	0.043362617	35_1562	"Cluster: Os09g0497700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0497700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J0J2	CHR4V7|COORD:15205668..15208956| myosin heavy chain-related	AT4G31340.1	CHR08V5|COORD:25671491..25666294|protein expressed protein	LOC_Os08g40790.3	no descriptionvery weakly similar to (81.3)AT4G31340| Symbols:  | myosin heavy chain-related | chr4:15205668-15208901 FORWARD	cell.organisation	31_1

CUST_30362_PI403524517	2	-0.0055117607	0.013955116	0.0055117607	0.11116934	-0.110545635	-0.3896432	35_8764	"Cluster: Putative speckle-type POZ protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative speckle-type POZ protein - Oryza sativa (japonica cultivar"	UniRef90_Q6Z0V7	"CHR2V7|COORD:16590291..16591893| ATBPM3; protein binding"	AT2G39760.2	CHR02V5|COORD:12144153..12143092|protein speckle-type POZ protein, putative	LOC_Os02g20590.1	"no descriptionvery weakly similar to (79.7)AT2G39760| Symbols: ATBPM3 | ATBPM3; protein binding | chr2:16590291-16591893 FORWARDMATH MATH_SPOP"	protein.degradation.ubiquitin.E3.BTB/POZ Cullin3.BTB/POZ	29_5_11_4_5_2

CUST_81033_PI403524517	2	0.015707016	0.2840166	-0.1195302	0.27070808	-0.01570654	-0.07395458	35_23244	"Cluster: DTW domain containing protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: DTW domain containing protein, expressed - Oryza sativa (jap"	UniRef90_Q2QXU5	CHR2V7|COORD:17428824..17429585| DTW domain-containing protein	AT2G41750.1	CHR11V5|COORD:2062391..2059758|protein DTW, putative, expressed	LOC_Os11g04850.2	no descriptionweakly similar to ( 132)AT2G41750| Symbols:  | DTW domain-containing protein | chr2:17428824-17429585 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DTW COG3148 PRK12323 PRK07003 Extensin_2 Atrophin-1 PRK05648 Drf_FH1 DUF1421 Tymo_45kd_70kd PRK07764 Herpes_BLLF1 HPC2 FAP GRASP55_65 Pneumo_att_G IER DUF605 KAR9 APC_basic PRK08853 DUF1210 CTF_NFI Totivirus_coat PRK12678 MCPVI Amelogenin PRK10819 TonB PRK03427 BASP1 PRK08770 DUF1509 tatB PRK00708 PRK12372	not assigned.no ontology	35_1

CUST_120502_PI403524517	2	0.08928394	-0.22428894	-0.22018337	0.03013897	-0.03013897	0.14553928	35_34063	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_146862_PI403524517	2	0.15345764	-0.6153445	-0.18767262	-0.0688324	0.12463188	0.0688324	35_41106	"Cluster: Hypothetical protein OJ1567_G09.116; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1567_G09.116 - Oryza sativa (japonica cult"	UniRef90_Q8LIM9	CHR3V7|COORD:11592543..11594312| NLI interacting factor (NIF) family protein	AT3G29760.1	CHR03V5|COORD:31133330..31130357|protein NLI interacting factor-like phosphatase family protein, expressed	LOC_Os03g54870.1	no descriptionvery weakly similar to (58.5)AT3G29760| Symbols:  | NLI interacting factor (NIF) family protein | chr3:11592543-11594312 REVERSE	not assigned.no ontology	35_1

CUST_52980_PI403524517	2	0.048074722	-0.27753258	-0.16402054	0.026899338	-0.026899338	0.026899338	35_15084	"Cluster: 40S ribosomal protein S15a-4; n=5; Magnoliophyta|Rep: 40S ribosomal protein S15a-4 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9LX88	CHR5|COORD:24129426..24130836| 40S ribosomal protein S15A (RPS15aF), cytoplasmic ribosomal protein S15a, Arabidopsis thaliana, EMBL:ATAF1412	AT5G59850.1	CHR02V5|COORD:16434397..16436646|protein 40S ribosomal protein S15a, putative, expressed	LOC_Os02g27760.1	no descriptionmoderately similar to ( 261)AT5G59850| Symbols:  | 40S ribosomal protein S15A (RPS15aF) | chr5:24129725-24130310 REVERSEmoderately similar to ( 257)RS15A_BRANA40S ribosomal protein S15a - Brassica napus (Rape)not assigned rps8p Ribosomal_S8 RpsH rpsH rps8	protein.synthesis.misc ribososomal protein	29_2_2

CUST_66912_PI403524517	2	0.071311	-0.3638878	-0.025429726	0.019802094	0.112648964	-0.019803047	35_19108	"Cluster: Hypothetical protein P0015C07.37-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0015C07.37-1 - Oryza sativa (japonica cultiv"	UniRef90_Q69U50	"CHR1V7|COORD:12534563..12535905| similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE84251.1); contains domain FAMILY NOT NAMED"	AT1G34350.1	CHR08V5|COORD:219015..216112|protein transmembrane protein 18, putative, expressed	LOC_Os08g01350.1	"no descriptionweakly similar to ( 182)AT1G34350| Symbols:  | similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE84251.1); contains domain FAMILY NOT NAMED (PTHR22593); contains domain SUBFAMILY NOT NAMED (PTHR22593:SF2) | chr1:12534563-12535905 FORWARD"	not assigned.unknown	35_2

CUST_100678_PI403524517	2	0.13402176	0.21738052	-0.059200287	-0.29605484	-0.48901272	0.059200287	35_28734	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2R2Q1		0	CHR11V5|COORD:20036917..20031764|protein expressed protein	LOC_Os11g35050.2	no description	not assigned.unknown	35_2

CUST_80423_PI403524517	2	0.022624016	0.13033676	-0.022623062	0.10281658	-0.13790035	-0.02286911	35_23064	"Cluster: Putative hydroxyproline-rich glycoprotein; n=3; Oryza sativa|Rep: Putative hydroxyproline-rich glycoprotein - Oryza sativa (Rice)"	UniRef90_Q8W3G7	CHR2|COORD:14849397..14851510| VQ motif-containing protein, contains PF05678: VQ motif	AT2G35230.2	CHR10V5|COORD:22669442..22667490|protein vegetative cell wall protein gp1 precursor, putative, expressed	LOC_Os10g42650.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Atrophin-1 PRK07764 PRK12323	not assigned.unknown	35_2

CUST_161458_PI403524517	2	-0.069087505	-0.7065134	0.069087505	0.35616207	-0.23647356	0.10970402	35_45043	"Cluster: Putative tRNA/rRNA methyltransferase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative tRNA/rRNA methyltransferase - Oryza sativa (japonica"	UniRef90_Q5JKV8		0	CHR01V5|COORD:31312428..31311369|protein expressed protein	LOC_Os01g53890.1	no description	not assigned.unknown	35_2

CUST_130107_PI403524517	2	0.10135889	-0.12573576	0.29747438	0.14782143	-0.14176226	-0.10135889	35_36541	Rep: Histone H2B.2 - Triticum aestivum (Wheat)	UniRef90_P05621	CHR5V7|COORD:7652133..7652570| histone H2B, putative	AT5G22880.1	CHR01V5|COORD:2671202..2672174|protein histone H2B.1, putative, expressed	LOC_Os01g05610.1	no descriptionweakly similar to ( 170)AT3G45980| Symbols:  | histone H2B | chr3:16908477-16908929 REVERSEweakly similar to ( 175)H2B3_MAIZEHistone H2B.3 - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned H2B Histone Atrophin-1 FAP	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_69953_PI403524517	2	0.25471163	-0.29355	-0.11266899	0.19631815	-0.046171665	0.046171665	35_20017	"Cluster: Os01g0143100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0143100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JQR9	CHR3V7|COORD:19982236..19984542| mitochondrial substrate carrier family protein	AT3G53940.1	CHR01V5|COORD:2350304..2346721|protein protein brittle-1, chloroplast precursor, putative, expressed	LOC_Os01g04990.1	 no descriptionweakly similar to ( 176)AT3G53940| Symbols:  | mitochondrial substrate carrier family protein | chr3:19982236-19984542 REVERSEvery weakly similar to ( 100)BT1_MAIZEProtein brittle-1, chloroplast precursor - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Mito_carr 	transport.metabolite transporters at the mitochondrial membrane	34_9

CUST_172536_PI403524517	2	-0.15532589	-0.06709385	0.0070152283	0.45243406	-0.007015705	0.03272295	35_48058	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_154319_PI403524517	2	0.29915094	0.14582491	-0.1282525	-0.047021866	-0.4475174	0.047021866	35_43125	"Cluster: Putative PKG-Ib; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative PKG-Ib - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K3D4	CHR2V7|COORD:8656860..8659483| kinase	AT2G20040.1	CHR02V5|COORD:10419060..10428058|protein cyclic nucleotide-binding domain containing protein, expressed	LOC_Os02g17970.2	no descriptionweakly similar to ( 174)AT2G20040| Symbols:  | kinase | chr2:8656860-8659483 REVERSEnot assigned not assigned CAP_ED cNMP cNMP_binding Crp	protein.postranslational modification	29_4

CUST_34234_PI403524517	2	0.038585663	0.14432812	-0.038585663	-0.12181616	-0.3130083	0.20508671	35_9869	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_2564_PI404877155	2	0.37026024	-0.87913847	-0.040492058	0.29016113	0.040491104	-0.1537838	Contig12973_at	RNA-binding protein RNP1 precursor - kidney bean emb|CAA57551.1| chloroplast RNA binding protein [Phaseolus vulgaris]	S49463	29 kDa ribonucleoprotein, chloroplast, putative / RNA-binding protein cp29, putative	At1g60000.1	protein RNA-binding protein - fava bean (fragment)	Os02g57010	NONE	RNA.RNA binding	27_4

CUST_49198_PI403524517	2	0.07842064	-0.45492935	-0.0077381134	0.021699905	0.0077381134	-0.6868248	35_14039	"Cluster: PREDICTED: similar to H3 histone, family 2 isoform 2; n=4; Eutheria|Rep: PREDICTED: similar to H3 histone, family 2 isoform 2 - Canis"	UniRef90_UPI00004A5DE9	CHR5V7|COORD:3270479..3270889| histone H3	AT5G10400.1	CHR11V5|COORD:2622185..2621575|protein histone H3, putative, expressed	LOC_Os11g05730.1	no descriptionmoderately similar to ( 244)AT5G65360| Symbols:  | histone H3 | chr5:26137325-26137735 REVERSEmoderately similar to ( 243)H32_WHEATHistone H3.2 - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned H3 HHT1 Histone PRK07003 PRK07764 PRK12323 DUF566	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_98778_PI403524517	2	-0.11506271	0.40617943	0.028337479	-0.13883209	-0.028337479	0.10121727	35_28197	Rep: Hypothetical protein - Sorghum bicolor (Sorghum) (Sorghum vulgare)	UniRef90_Q1KSB1	"CHR2V7|COORD:15530631..15534324| TKI1 (TSL-KINASE INTERACTING PROTEIN 1); DNA binding / transcription factor"	AT2G36960.1	CHR03V5|COORD:7448669..7454622|protein TKI1, putative, expressed	LOC_Os03g13790.2	no description	not assigned.unknown	35_2

CUST_170755_PI403524517	2	-0.027666569	0.46603012	0.16907072	0.027666569	-0.28938723	-0.16729832	35_47564	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_69638_PI403524517	2	-0.23002052	-0.13053513	0.47528934	0.06476593	0.14514256	-0.064766884	35_19926	"Cluster: Putative ferredoxin-thioredoxin reductase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ferredoxin-thioredoxin reductase - Oryza sativa"	UniRef90_Q6H5V4	"CHR5V7|COORD:2709975..2710529| FTRA2 (ferredoxin/thioredoxin reductase subunit A (variable subunit) 2); ferredoxin:thioredoxin reductase"	AT5G08410.1	CHR02V5|COORD:25584932..25584057|protein ferredoxin-thioredoxin reductase, variable chain, putative, expressed	LOC_Os02g42570.1	" no descriptionvery weakly similar to (91.7)AT5G08410| Symbols: FTRA2 | FTRA2 (ferredoxin/thioredoxin reductase subunit A (variable subunit) 2); ferredoxin:thioredoxin reductase | chr5:2709975-2710529 REVERSEweakly similar to ( 135)FTRV_MAIZEFerredoxin-thioredoxin reductase, variable chain - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned FeThRed_A PRK07003 PRK12323 PRK07764 DUF1421 Tymo_45kd_70kd Atrophin-1 HPC2 Herpes_BLLF1 APC_basic Extensin_2 IER DUF566 PRK05648 AF-4 KAR9 GRASP55_65 PRK08853 Totivirus_coat Pneumo_att_G "	redox.thioredoxin	21_1

CUST_154802_PI403524517	2	-0.018350124	-0.08194685	0.018350124	-0.13003254	0.46194696	0.07655048	35_43249	Rep: Proteasome subunit alpha type 3 - Oryza sativa (Rice)	UniRef90_Q9LSU0	"CHR2V7|COORD:11535593..11537936| PAG1 (20S proteasome alpha subunit G1); peptidase"	AT2G27020.1	CHR01V5|COORD:34797869..34802372|protein proteasome subunit alpha type 3, putative, expressed	LOC_Os01g59600.2	"no descriptionweakly similar to ( 123)AT2G27020| Symbols: PAG1 | PAG1 (20S proteasome alpha subunit G1); peptidase | chr2:11535593-11537936 REVERSEweakly similar to ( 139)PSA3_ORYSAnot assigned proteasome_alpha_type_3 proteasome_alpha"	protein.degradation.ubiquitin.proteasom	29_5_11_20

CUST_52237_PI403524517	2	-0.024399757	0.4779911	0.024399757	-0.024730682	-0.04390812	0.032197952	35_14887	Rep: HvB12D protein - Hordeum vulgare (Barley)	UniRef90_Q40019	CHR3V7|COORD:17789456..17790284| senescence-associated protein, putative	AT3G48140.1	CHR06V5|COORD:7592328..7590593|protein B12D protein, expressed	LOC_Os06g13680.1	 no descriptionweakly similar to ( 140)AT3G48140| Symbols:  | senescence-associated protein, putative | chr3:17789456-17790284 FORWARDB12D 	development.unspecified	33_99

CUST_24603_PI399408534	2	-0.1735487	-0.0010213852	0.0010213852	0.13659382	0.03676653	-0.11810064	35_36580	"Cluster: Hypothetical protein P0702G08.11; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0702G08.11 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6ZC85	CHR1V7|COORD:20844115..20848801| transcription factor-related	AT1G55750.1	CHR08V5|COORD:15079109..15070347|protein BSD domain containing protein, expressed	LOC_Os08g25060.1	no descriptionweakly similar to ( 185)AT1G55750| Symbols:  | transcription factor-related | chr1:20844115-20848801 REVERSEnot assigned	RNA.regulation of transcription.unclassified	27_3_99

CUST_424_PI399408534	2	0.20608139	0.066804886	-0.10409546	-0.08714962	-0.06680393	0.11169529	35_2672	"Cluster: Putative SF16 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative SF16 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5QLD5	"CHR3V7|COORD:19405419..19407174| IQD3 (IQ-domain 3); calmodulin binding"	AT3G52290.1	CHR01V5|COORD:36040511..36036347|protein IQD1, putative, expressed	LOC_Os01g61720.8	"no descriptionmoderately similar to ( 243)AT3G52290| Symbols: IQD3 | IQD3 (IQ-domain 3); calmodulin binding | chr3:19405419-19407174 FORWARD"	signalling.calcium	30_3

CUST_66773_PI403524517	2	0.010718346	-0.07265091	-0.020469666	-0.010717392	0.03668785	0.17615986	35_19066	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QVB9	"CHR3V7|COORD:289225..292564| similar to nucleolar protein gar2-related [Arabidopsis thaliana] (TAIR:AT2G42320.2); similar to expressed protein [Oryza"	AT3G01810.1	CHR12V5|COORD:7443509..7438434|protein expressed protein	LOC_Os12g13340.1	"no descriptionmoderately similar to ( 279)AT3G01810| Symbols:  | similar to nucleolar protein gar2-related [Arabidopsis thaliana] (TAIR:AT2G42320.2); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABA96901.1) | chr3:289225-292382 FORWARD"	not assigned.unknown	35_2

CUST_75770_PI403524517	2	0.084264755	0.28572083	-0.039866447	-0.2231884	-0.40110207	0.039865494	35_21722	"Cluster: Os02g0677700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0677700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DYP5	CHR5V7|COORD:21130876..21133128| nucleic acid binding	AT5G51980.2	CHR02V5|COORD:27656549..27661487|protein nucleic acid binding protein, putative, expressed	LOC_Os02g45480.2	no descriptionvery weakly similar to (55.1)AT5G51980| Symbols:  | nucleic acid binding | chr5:21130876-21133128 REVERSE	not assigned.no ontology	35_1

CUST_67665_PI403524517	2	-0.1476798	0.57421637	0.0882535	-0.0882535	-0.44062567	0.09691572	35_19330	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10QF7	0	0	CHR03V5|COORD:5140627..5145886|protein expressed protein	LOC_Os03g10180.2	no descriptionPRK07764	not assigned.unknown	35_2

CUST_130876_PI403524517	2	0.41495275	0.13464975	0.016397953	-0.01639843	-0.07543278	-0.12515974	35_36758	"Cluster: Signal peptide peptidase, putative; n=3; Oryza sativa (japonica cultivar-group)|Rep: Signal peptide peptidase, putative - Oryza sativa (japonica cultiv"	UniRef90_Q53P98	CHR2V7|COORD:17918310..17921853| protease-associated (PA) domain-containing protein	AT2G43070.1	CHR11V5|COORD:13496290..13507143|protein signal peptide peptidase-like 2B, putative, expressed	LOC_Os11g24540.2	no descriptionvery weakly similar to (52.4)AT1G05820| Symbols:  | protease-associated (PA) domain-containing protein | chr1:1749775-1753766 FORWARDnot assigned PA_GO-like	not assigned.no ontology	35_1

CUST_33164_PI403524517	2	-0.11677265	-1.6314325	0.38049698	0.116773605	0.5502701	-0.35387897	35_9561	"Cluster: Os09g0510500 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0510500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J0G7	0	0	CHR09V5|COORD:19814715..19812148|protein bHLH transcription factor GBOF-1, putative, expressed	LOC_Os09g33580.2	no description	not assigned.unknown	35_2

CUST_80491_PI403524517	2	0.020421982	0.050320625	0.18658352	-0.17903137	-0.020421028	-0.09433937	35_23084	"Cluster: CRS1/YhbY domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: CRS1/YhbY domain containing protein, expressed - Oryza"	UniRef90_Q2R1U8	"CHR4V7|COORD:8337386..8341053| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G23070.1); similar to Protein of unknown function UPF0044 [Medicago tr"	AT4G14510.1	CHR08V5|COORD:26025020..26021174|protein expressed protein	LOC_Os08g41420.1	" no descriptionvery weakly similar to (89.4)AT4G14510| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G23070.1); similar to Protein of unknown function UPF0044 [Medicago truncatula] (GB:ABE83057.1); similar to CRS1/YhbY domain containing protein, expressed [Oryza sativa (japonica cultivar-group)] (GB:ABA94534.1); contains InterPro domain CRS1/YhbY; (InterPro:IPR001890) | chr4:8337386-8341053 REVERSEnot assigned "	not assigned.unknown	35_2

CUST_133347_PI403524517	2	-0.6971731	0.4464569	0.10394287	0.1887579	-0.7430458	-0.103943825	35_37437	"Cluster: Eukaryotic aspartyl protease family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Eukaryotic aspartyl protease family protein, e"	UniRef90_Q2QWY6	CHR1V7|COORD:29119840..29122044| nucellin protein, putative	AT1G77480.2	CHR12V5|COORD:3931470..3934989|protein aspartic proteinase Asp1 precursor, putative, expressed	LOC_Os12g07780.2	 no descriptionweakly similar to ( 189)AT1G77480| Symbols:  | nucellin protein, putative | chr1:29119599-29122044 REVERSEweakly similar to ( 178)ASP1_ORYSAnot assigned 	protein.degradation.aspartate protease	29_5_4

CUST_4787_PI404877155	2	-0.035411358	-0.9824128	-0.08735371	0.24541426	0.07851553	0.03541088	Contig16062_at	glycoside hydrolase starch-binding domain-containing protein [Arabidopsis thaliana]	NP_198009.2	glycoside hydrolase starch-binding domain-containing protein	At5g26570.1	protein Starch binding domain, putative	Os12g20150	"similar to starch excess protein (SEX1) [Arabidopsis thaliana] (TAIR:At1g10760.1); similar to starch associated protein R1 [Solanum tuberosum] (GB:AAK11735.1); contains InterPro domain Glycoside hydrolase, starch-binding domain (InterPro:IPR002044)"	major CHO metabolism.degradation.starch.glucan water dikinase	2_2_2_03

CUST_48603_PI403524517	2	-0.01914692	-0.107605934	0.019145966	-0.07822323	0.11032486	0.031132698	35_13881	"Cluster: Os01g0349400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0349400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JMY6	"CHR5V7|COORD:9863315..9864832| TOPP8 (Type one serine/threonine protein phosphatase 8); protein phosphatase type 1"	AT5G27840.1	CHR01V5|COORD:13909936..13904825|protein serine/threonine-protein phosphatase PP1, putative, expressed	LOC_Os01g24750.1	"no descriptionmoderately similar to ( 473)AT5G27840| Symbols: TOPP8 | TOPP8 (Type one serine/threonine protein phosphatase 8); protein phosphatase type 1 | chr5:9863469-9864832 REVERSEmoderately similar to ( 474)PP1_PHAVUSerine/threonine-protein phosphatase PP1 - Phaseolus vulgaris (Kidney bean) (French bean)not assigned not assigned not assigned not assigned not assigned not assigned not assigned PP2Ac PP2Ac Metallophos ApaH"	protein.postranslational modification	29_4

CUST_29192_PI403524517	2	0.014798164	-0.14905357	-0.0055007935	0.005501747	0.068611145	-0.04192829	35_8436	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10NU8	CHR5V7|COORD:5246164..5247212| similar to hypothetical protein [Cleome spinosa] (GB:ABD96913.1)	AT5G16060.1	CHR03V5|COORD:8316422..8318809|protein expressed protein	LOC_Os03g15240.1	no descriptionweakly similar to ( 145)AT5G16060| Symbols:  | similar to hypothetical protein [Cleome spinosa] (GB:ABD96913.1) | chr5:5246164-5247212 FORWARDnot assigned	not assigned.unknown	35_2

CUST_64002_PI403524517	2	0.01315403	0.059316635	-0.0131549835	-0.045690536	0.039875984	-0.0798502	35_18279	"Cluster: Putative alpha-galactosidase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative alpha-galactosidase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XIV4	CHR3V7|COORD:20893865..20896724| alpha-galactosidase, putative / melibiase, putative / alpha-D-galactoside galactohydrolase, putative	AT3G56310.1	CHR07V5|COORD:28762730..28767566|protein alpha-galactosidase precursor, putative, expressed	LOC_Os07g48160.1	 no descriptionhighly similar to ( 613)AT3G56310| Symbols:  | alpha-galactosidase, putative / melibiase, putative / alpha-D-galactoside galactohydrolase, putative | chr3:20893865-20896724 FORWARDmoderately similar to ( 477)AGAL_ORYSAnot assigned not assigned Melibiase 	minor CHO metabolism.galactose.alpha-galactosidases	3_8_2

CUST_16319_PI403524517	2	-0.079722404	0.06809044	-0.024201393	-0.060221672	0.02420044	0.05599022	35_4703	"Cluster: Adenosine 5'-phosphosulfate reductase 3; n=2; Zea mays|Rep: Adenosine 5'-phosphosulfate reductase 3 - Zea mays (Maize)"	UniRef90_Q5EUC7	"CHR1V7|COORD:12748813..12750102| ATAPRL4 (APR-LIKE 4); electron carrier/ protein disulfide oxidoreductase"	AT1G34780.1	CHR02V5|COORD:31755693..31753149|protein OsAPRL3 - Oryza sativa adenosine 5'-phosphosulfate reductase-like, expressed	LOC_Os02g51850.1	"no descriptionmoderately similar to ( 254)AT1G34780| Symbols: ATAPRL4 | ATAPRL4 (APR-LIKE 4); electron carrier/ protein disulfide oxidoreductase | chr1:12748813-12750102 REVERSEvery weakly similar to (55.1)PDIA6_MEDSAProbable protein disulfide-isomerase A6 precursor - Medicago sativa (Alfalfa)not assigned not assigned not assigned not assigned PDI_a_ERp44_like PDI_a_family PDI_a_P5 PDI_a_PDI_a'_C PDI_a_MPD1_like PDI_a_PDIR PDI_a_ERp38 Thioredoxin PDI_a_ERp44 PDI_a_TMX3"	redox.thioredoxin	21_1

CUST_16235_PI403524517	2	0.08502197	0.41646004	-0.15224743	-0.12136364	-0.08502293	0.12777138	35_4680	"Cluster: Hypothetical protein OSJNBa0040E01.11; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0040E01.11 - Oryza sativa (japonica"	UniRef90_Q9AUW4	CHR3V7|COORD:11156329..11158444| similar to hypothetical protein MtrDRAFT_AC147482g2v1 [Medicago truncatula] (GB:ABD32485.1)	AT3G29185.1	CHR03V5|COORD:31330339..31337999|protein OsWRKY4 - Superfamily of rice TFs having WRKY and zinc finger domains, expressed	LOC_Os03g55164.1	no descriptionmoderately similar to ( 421)AT3G29185| Symbols:  | similar to hypothetical protein MtrDRAFT_AC147482g2v1 [Medicago truncatula] (GB:ABD32485.1) | chr3:11156329-11158444 REVERSE	not assigned.unknown	35_2

CUST_4854_PI403524517	2	0.09083271	0.3766718	0.49353886	-0.09083271	-0.3360157	-0.75872993	35_1340	"Cluster: Ice recrystallization inhibition protein 1 precursor; n=1; Triticum aestivum|Rep: Ice recrystallization inhibition protein 1 precursor - Triticum aesti"	UniRef90_Q56B90	CHR1V7|COORD:5901162..5903432| leucine-rich repeat family protein	AT1G17250.1	CHR07V5|COORD:423169..426822|protein phytosulfokine receptor precursor, putative, expressed	LOC_Os07g01710.1	no descriptionvery weakly similar to (85.1)AT1G17250| Symbols:  | leucine-rich repeat family protein | chr1:5901162-5903432 REVERSEvery weakly similar to (60.8)NORK_PEANodulation receptor kinase precursor - Pisum sativum (Garden pea)	stress.biotic	20_1

CUST_1657_PI399408534	2	-0.01902771	0.9301119	0.551342	-0.32727337	-0.3905897	0.019028664	35_43273	"Cluster: Os01g0895600 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0895600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JGY7	"CHR1V7|COORD:2668005..2671797| CRT3 (CALRETICULIN 3); calcium ion binding"	AT1G08450.1	CHR01V5|COORD:39261619..39257218|protein calreticulin-3 precursor, putative, expressed	LOC_Os01g67054.2	"no descriptionweakly similar to ( 145)AT1G08450| Symbols: CRT3 | CRT3 (CALRETICULIN 3); calcium ion binding | chr1:2668005-2671797 REVERSEweakly similar to ( 124)CALR_ORYSAnot assigned not assigned Calreticulin"	signalling.calcium	30_3

CUST_108613_PI403524517	2	0.19572544	0.07884836	0.023506165	-0.40315485	-0.48640823	-0.023505688	35_30890	"Cluster: Putative membrane protein; n=1; Emiliania huxleyi virus 86|Rep: Putative membrane protein - Emiliania huxleyi virus 86"	UniRef90_Q4A2B5	"CHR3V7|COORD:7795290..7796294| CWLP (CELL WALL-PLASMA MEMBRANE LINKER PROTEIN); lipid binding"	AT3G22120.1	CHR01V5|COORD:554817..550824|protein ATP binding protein, putative, expressed	LOC_Os01g02040.2	no descriptionvery weakly similar to (52.0)AT5G45350| Symbols:  | proline-rich family protein | chr5:18399327-18400081 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 Drf_FH1 Atrophin-1 Extensin_2 PRK05648 Tymo_45kd_70kd PRK07003 Herpes_BLLF1 DUF1421 HPC2 PRK07764 GRASP55_65 APC_basic DUF605 Coprinus_mating PRK10819 PRK08770 FAP PRK00708 PRK08853 PRK10263 Hia Gag_spuma CTF_NFI Totivirus_coat Pneumo_att_G	not assigned.no ontology.proline rich family	35_1_42

CUST_143345_PI403524517	2	0.21305323	-0.18700409	-0.005117893	0.005117893	0.21837759	-0.11196947	35_40163	"Cluster: Hypothetical protein P0507H12.22; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0507H12.22 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6ZDZ2	CHR4V7|COORD:12055039..12059619| calcineurin-like phosphoesterase family protein	AT4G23000.1	CHR07V5|COORD:1840296..1846876|protein hydrolase/ protein serine/threonine phosphatase, putative	LOC_Os07g04210.1	no descriptionmoderately similar to ( 290)AT4G23000| Symbols:  | calcineurin-like phosphoesterase family protein | chr4:12055039-12059619 FORWARD	misc.calcineurin-like phosphoesterase family protein	26_27

CUST_24120_PI403524517	2	0.023331642	0.20946312	-0.015047073	-0.089505196	0.015047073	-0.03811741	35_7004	"Cluster: Hypothetical protein At5g65840; n=1; Arabidopsis thaliana|Rep: Hypothetical protein At5g65840 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q8L5Y8	"CHR5V7|COORD:26361323..26363283| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G37240.1); similar to Os03g0729300 [Oryza sativa (japonica"	AT5G65840.1	CHR03V5|COORD:29748361..29745260|protein expressed protein	LOC_Os03g51950.1	"no descriptionmoderately similar to ( 300)AT5G65840| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G37240.1); similar to Os03g0729300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001051154.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABF98680.1); similar to Os03g0729200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001051153.1); contains InterPro domain Thioredoxin-like fold; (InterPro:IPR012336); contains InterPro domain Thioredoxin fold; (InterPro:IPR012335) | chr5:26361323-26363283 REVERSEnot assigned PRX_like2"	not assigned.unknown	35_2

CUST_50853_PI403524517	2	0.0012197495	-0.069556236	-0.0012197495	-0.0046281815	0.0028524399	0.0326643	35_14506	"Cluster: Triosephosphate isomerase, cytosolic; n=3; Triticeae|Rep: Triosephosphate isomerase, cytosolic - Hordeum vulgare (Barley)"	UniRef90_P34937	"CHR3V7|COORD:20564771..20567055| ATCTIMC (CYTOSOLIC TRIOSE PHOSPHATE ISOMERASE); triose-phosphate isomerase"	AT3G55440.1	CHR01V5|COORD:2590443..2586339|protein triosephosphate isomerase, cytosolic, putative, expressed	LOC_Os01g05490.1	" no descriptionmoderately similar to ( 312)AT3G55440| Symbols: TPI, ATCTIMC | ATCTIMC (CYTOSOLIC TRIOSE PHOSPHATE ISOMERASE); triose-phosphate isomerase | chr3:20564771-20567055 FORWARDmoderately similar to ( 386)TPIS_HORVUTriosephosphate isomerase, cytosolic - Hordeum vulgare (Barley)not assigned TIM TIM tpiA TpiA PRK04302 "	glycolysis.TPI	4_8

CUST_53793_PI403524517	2	0.017047882	-0.41755772	-0.14953613	0.053333282	0.02976036	-0.017047882	35_15305	"Cluster: Expressed protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2R678	CHR5V7|COORD:14290749..14294003| eIF4-gamma/eIF5/eIF2-epsilon domain-containing protein	AT5G36230.1	CHR11V5|COORD:12160495..12152854|protein eukaryotic initiation factor 5C CG2922-PF, isoform F, putative, expressed	LOC_Os11g21990.1	no descriptionhighly similar to ( 643)AT5G36230| Symbols:  | eIF4-gamma/eIF5/eIF2-epsilon domain-containing protein | chr5:14290749-14294003 FORWARDnot assigned not assigned not assigned eIF5C W2	protein.synthesis.initiation	29_2_3

CUST_5611_PI404877155	2	0.29067087	0.26624727	-0.12774086	0.118882656	-0.38704395	-0.118882656	Contig17499_at	0	AAR88589.1	protein kinase family protein	At4g23160.1	protein retrotransposon protein, putative, Ty1-copia sub-class	Os08g43110	protein kinase family protein, contains Pfam domain PF00069: Protein kinase domain	signalling.receptor kinases.DUF 26	30_2_17

CUST_129826_PI403524517	2	0.110845566	0.982676	-0.027587414	-0.063839436	-0.023059368	0.023059368	35_36463	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_6477_PI403524517	2	0.07309818	-1.1501117	-0.2145176	0.10192394	0.03199196	-0.03199196	35_1797	"Cluster: OSJNBa0088H09.13 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0088H09.13 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XPU3	CHR2V7|COORD:15907791..15910106| ribosome biogenesis regulatory protein (RRS1) family protein	AT2G37990.1	CHR04V5|COORD:34775731..34772889|protein ribosome biogenesis regulatory protein, putative, expressed	LOC_Os04g58830.1	no descriptionmoderately similar to ( 298)AT2G37990| Symbols:  | ribosome biogenesis regulatory protein (RRS1) family protein | chr2:15907791-15910106 FORWARDnot assigned RRS1 RRS1	not assigned.no ontology	35_1

CUST_68759_PI403524517	2	5.1546097E-4	-0.30167532	0.19380999	-5.159378E-4	-0.1587205	0.10658598	35_19670	"Cluster: Phosphoglycerate mutase family protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Phosphoglycerate mutase family protein - Oryza sativa (japonic"	UniRef90_Q2QY22	CHR3V7|COORD:18759039..18760399| phosphoglycerate/bisphosphoglycerate mutase family protein	AT3G50520.1	CHR12V5|COORD:1729563..1726835|protein phosphoglycerate mutase gpmB, putative	LOC_Os12g04120.1	no descriptionmoderately similar to ( 207)AT3G50520| Symbols:  | phosphoglycerate/bisphosphoglycerate mutase family protein | chr3:18759039-18760399 FORWARDnot assigned not assigned phoE PGAM PRK07238 PRK03482 PRK01295 GpmA PRK01112 SixA	glycolysis.phosphoglycerate mutase	4_11

CUST_40464_PI403524517	2	0.03762865	-0.8325181	-0.03762865	0.31951094	0.2508254	-0.48105955	35_11637	Rep: OSIGBa0143N19.9 protein - Oryza sativa (Rice)	UniRef90_Q01IM5	CHR5V7|COORD:19288489..19290072| pectinesterase family protein	AT5G47500.1	CHR04V5|COORD:27489753..27487568|protein pectinesterase-4 precursor, putative, expressed	LOC_Os04g46740.1	no descriptionweakly similar to ( 116)AT5G47500| Symbols:  | pectinesterase family protein | chr5:19288489-19290072 REVERSEvery weakly similar to (54.7)PME_DAUCAPectinesterase - Daucus carota (Carrot)not assigned Pectinesterase TT_ORF1 PemB PRK12323	cell wall.pectin*esterases.PME	10_8_1

CUST_28289_PI403524517	2	-0.030495644	0.29991055	-0.013230801	0.19543266	-0.5642123	0.013230324	35_8178	"Cluster: Putative DnaJ; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative DnaJ - Oryza sativa (japonica cultivar-group)"	UniRef90_Q65X46	CHR2V7|COORD:9217921..9219779| DNAJ heat shock N-terminal domain-containing protein	AT2G21510.1	CHR01V5|COORD:29446608..29451479|protein dehydrin family protein, expressed	LOC_Os01g50700.1	no descriptionmoderately similar to ( 414)AT4G39150| Symbols:  | DNAJ heat shock N-terminal domain-containing protein | chr4:18233645-18235734 REVERSEvery weakly similar to (77.0)DNJH_CUCSADnaJ protein homolog - Cucumis sativus (Cucumber)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DnaJ DnaJ DnaJ PRK10767 CbpA PRK10266	stress.abiotic.heat	20_2_1

CUST_56209_PI403524517	2	0.020970345	0.039985657	-0.014464378	-0.009401321	-0.023544312	0.009401321	35_15999	Rep: OSIGBa0123D13.3 protein - Oryza sativa (Rice)	UniRef90_Q01N46	"CHR5V7|COORD:25790235..25792330| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G58280.1); similar to phosphoglycerate mutase-like protein [Glycine"	AT5G64460.4	CHR04V5|COORD:167811..172785|protein phosphoglycerate mutase-like protein, putative, expressed	LOC_Os04g01230.1	"no descriptionmoderately similar to ( 396)AT5G64460| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G58280.1); similar to phosphoglycerate mutase-like protein [Glycine max] (GB:AAG38144.1); contains InterPro domain Phosphoglycerate mutase; (InterPro:IPR013078) | chr5:25790235-25792097 REVERSEnot assigned PGAM phoE"	not assigned.unknown	35_2

CUST_3096_PI404877155	2	-0.0021038055	1.7688026	-1.1602783	0.32066822	-2.7045422	0.0021028519	Contig13523_at	CRT/DRE binding factor 1 [Hordeum vulgare subsp. vulgare]	AAL84170.1	DRE-binding protein (DREB1A) / CRT/DRE-binding factor 3 (CBF3)	At4g25480.1	protein CRT/DRE binding factor 1	Os02g45450	NONE	RNA.regulation of transcription	27_3

CUST_168811_PI403524517	2	-0.012762547	-0.00393486	0.3410735	0.17414618	-0.22494411	0.00393486	35_47012	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_134770_PI403524517	2	0.082398415	-0.87487316	-0.19339943	0.07563782	0.03545189	-0.03545189	35_37810	Rep: Ribosomal protein L35A - Zea mays (Maize)	UniRef90_A0EVF3	CHR1V7|COORD:2168651..2169702| 60S ribosomal protein L35a (RPL35aA)	AT1G07070.1	CHR02V5|COORD:33353475..33355613|protein 60S ribosomal protein L33-B, putative, expressed	LOC_Os02g54470.2	no descriptionweakly similar to ( 160)AT1G74270| Symbols:  | 60S ribosomal protein L35a (RPL35aC) | chr1:27932076-27933127 REVERSEnot assigned Ribosomal_L35Ae COG2451 PRK04337	protein.synthesis.misc ribososomal protein	29_2_2

CUST_3962_PI399408534	2	-0.11236668	0.41089964	0.2766323	0.01958561	-0.019586086	-0.42887163	35_12070	"Cluster: Os07g0541400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0541400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D5R3	"CHR1V7|COORD:24472595..24475992| ARK1 (A. THALIANA RECEPTOR KINASE I); kinase"	AT1G65790.1	CHR07V5|COORD:21376396..21379579|protein CRK6, putative, expressed	LOC_Os07g35690.2	"no descriptionweakly similar to ( 189)AT1G65790| Symbols: ARK1 | ARK1 (A. THALIANA RECEPTOR KINASE I); kinase | chr1:24472595-24475992 FORWARDvery weakly similar to (94.4)RPK1_IPONIReceptor-like protein kinase precursor - Ipomoea nil (Japanese morning glory) (Pharbitis nil)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase TyrKc PTKc Pkinase_Tyr PTKc_Src_like PTKc_Srm_Brk PTKc_Tec_like PTKc_Syk_like PTKc_EphR SPS1 PTKc_Frk_like PTKc_Fyn_Yrk PTKc_Yes PTKc_Jak_rpt2 PTKc_InsR_like PTKc_Ack_like PTKc_Lck_Blk PTKc_Lyn PTKc_Hck PTKc_Src PTKc_Itk PTKc_EGFR_like PTKc_Btk_Bmx PTKc_Tec_Rlk PTKc_EphR_A PTKc_Csk_like PTKc_Jak2_Jak3_rpt2 PTKc_Ror PTKc_Chk PTKc_Fes_like PTKc_FGFR PTKc_Musk PTKc_Trk"	signalling.receptor kinases.DUF 26	30_2_17

CUST_19404_PI404877155	2	-0.010672569	0.19372177	0.06686211	-0.07631302	-0.095394135	0.010671616	rbags16h12_at	Putative Squalene monooxygenase [Oryza sativa (japonica cultivar-group)]	AAO00686.1	squalene monooxygenase, putative / squalene epoxidase, putative	At4g37760.1	protein Monooxygenase, putative	Os03g12900	NONE	lipid metabolism.'exotics' (steroids, squalene etc)	11_8

CUST_131429_PI403524517	2	0.092965126	0.19371557	0.16653872	-0.13808393	-0.092965126	-0.18844175	35_36912	"Cluster: Adaptin N terminal region family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Adaptin N terminal region family protein, express"	UniRef90_Q10PP1	CHR4V7|COORD:16471960..16476799| coatomer gamma-2 subunit, putative / gamma-2 coat protein, putative / gamma-2 COP, putative	AT4G34450.1	CHR03V5|COORD:6655404..6662963|protein coatomer subunit gamma-2, putative, expressed	LOC_Os03g12590.1	 no descriptionvery weakly similar to (75.9)AT4G34450| Symbols:  | coatomer gamma-2 subunit, putative / gamma-2 coat protein, putative / gamma-2 COP, putative | chr4:16471960-16476799 FORWARD	cell. vesicle transport	31_4

CUST_89317_PI403524517	2	-0.015830517	0.25763512	0.015830994	-0.36993742	0.016189575	-0.3810253	35_25550	"Cluster: P0497A05.3 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: P0497A05.3 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8LIW8	CHR5V7|COORD:25366269..25370125| tetratricopeptide repeat (TPR)-containing protein	AT5G63200.1	CHR01V5|COORD:39800687..39794145|protein TPR Domain containing protein, expressed	LOC_Os01g67920.2	no descriptionweakly similar to ( 114)AT5G63200| Symbols:  | tetratricopeptide repeat (TPR)-containing protein | chr5:25366269-25370125 FORWARD	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_180485_PI403524517	2	-0.031593323	-0.263309	0.13929749	-0.13756466	0.13971138	0.03159237	35_50194	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_6141_PI399408534	2	0.028912544	0.239151	0.0767622	-0.09762001	-0.061350822	-0.02891159	35_18555	Rep: Hypothetical protein P0016H04.7 - Oryza sativa (japonica cultivar-group)	UniRef90_Q65XW1	"CHR5V7|COORD:23976987..23977956| similar to Rab5-interacting family protein [Arabidopsis thaliana] (TAIR:AT2G29020.1); similar to Os05g0110600 [Oryza"	AT5G59410.1	CHR05V5|COORD:546271..544544|protein RAB5-interacting protein isoform a, putative, expressed	LOC_Os05g01994.1	"no descriptionweakly similar to ( 170)AT5G59410| Symbols:  | similar to Rab5-interacting family protein [Arabidopsis thaliana] (TAIR:AT2G29020.1); similar to Os05g0110600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001054441.1); similar to hypothetical protein [Oryza sativa] (GB:AAK73154.1); contains InterPro domain Rab5-interacting; (InterPro:IPR010742) | chr5:23976987-23977956 REVERSEnot assigned not assigned not assigned not assigned not assigned Rab5ip TT_ORF1 PRK07764 PRK12323 Protamine_P1"	not assigned.unknown	35_2

CUST_6574_PI403524517	2	0.20048809	-0.37581158	-0.005376816	0.0053777695	-0.083132744	0.03749466	35_1824	Rep: DNAJ homologue - Oryza sativa (Rice)	UniRef90_Q948S9	CHR4V7|COORD:18534188..18536314| DNAJ heat shock family protein	AT4G39960.1	CHR05V5|COORD:15560411..15557274|protein chaperone protein dnaJ, putative, expressed	LOC_Os05g26926.1	no descriptionhighly similar to ( 541)AT2G22360| Symbols:  | DNAJ heat shock family protein | chr2:9505242-9507539 FORWARDweakly similar to ( 149)DNJH_CUCSADnaJ protein homolog - Cucumis sativus (Cucumber)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DnaJ PRK10767 DnaJ_C PRK10266 DnaJ_CXXCXGXG DnaJ DnaJ CbpA SEC63 djlA	stress.abiotic.heat	20_2_1

CUST_82872_PI403524517	2	0.11646366	-0.37651157	-0.15233994	-0.00784111	0.007840157	0.029829025	35_23764	Rep: Tic62 protein, putative, expressed - Oryza sativa (japonica cultivar-group)	UniRef90_Q10A77	CHR3V7|COORD:6511175..6514735| catalytic/ coenzyme binding	AT3G18890.1	CHR10V5|COORD:42509..30112|protein tic62 protein, putative, expressed	LOC_Os10g01044.3	no description	not assigned.unknown	35_2

CUST_48256_PI403524517	2	0.03395176	0.041434288	-0.019714355	-0.033124924	0.019713402	-0.23929119	35_13794	"Cluster: Putative Xaa-Pro dipeptidase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Xaa-Pro dipeptidase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z8B5	CHR4V7|COORD:14487949..14491327| X-Pro dipeptidase	AT4G29490.1	CHR02V5|COORD:6985223..6993606|protein xaa-Pro dipeptidase, putative, expressed	LOC_Os02g13140.1	no descriptionweakly similar to ( 196)AT4G29490| Symbols:  | X-Pro dipeptidase | chr4:14487949-14491327 FORWARDnot assigned AMP_N	protein.degradation	29_5

CUST_17180_PI399408534	2	-2.089532	-1.1793504	0.946743	1.0698223	0.17626953	-0.17626905	35_24823	Rep: OSIGBa0092M08.11 protein - Oryza sativa (Rice)	UniRef90_Q01I41	CHR3V7|COORD:19451921..19453228| U-box domain-containing protein	AT3G52450.1	CHR02V5|COORD:19977308..19975637|protein ubiquitin-protein ligase, putative, expressed	LOC_Os02g33590.1	no descriptionweakly similar to ( 144)AT3G52450| Symbols:  | U-box domain-containing protein | chr3:19451921-19453228 REVERSE	RNA.regulation of transcription.PHOR1	27_3_64

CUST_72022_PI403524517	2	-0.07687092	0.71331215	-0.32482338	0.10319996	-0.42517948	0.07687092	35_20645	Rep: Beta3-glucuronyltransferase - Hordeum vulgare (Barley)	UniRef90_Q7XHJ6	CHR1|COORD:9603165..9606088| glycosyl transferase family 43 protein, similar to Galactosylgalactosylxylosylprotein 3-beta-glucuronosyltransferase 1, Rattus norv	AT1G27600.2	CHR04V5|COORD:206469..209979|protein galactosylgalactosylxylosylprotein 3-beta-glucuronosyltransferase 1, putative, expressed	LOC_Os04g01280.1	no descriptionmoderately similar to ( 246)AT1G27600| Symbols:  | glycosyl transferase family 43 protein | chr1:9604070-9605868 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned GlcAT-I Glyco_transf_43 PRK12323 PRK07003 PRK12678	protein.glycosylation	29_7

CUST_151663_PI403524517	2	0.15570164	-0.07968235	-0.08357525	-0.27340698	0.14170647	0.0796814	35_42407	Rep: H0410G08.15 protein - Oryza sativa (Rice)	UniRef90_Q25A99		0	CHR04V5|COORD:32143586..32140136|protein conserved hypothetical protein	LOC_Os04g54380.1	no descriptionAlum_res COG4100	not assigned.unknown	35_2

CUST_47154_PI403524517	2	0.0663228	0.5898595	0.3973379	-0.4477911	-0.31078386	-0.06632328	35_13501	"Cluster: Putative membrane protein precursor; n=1; Emiliania huxleyi virus 86|Rep: Putative membrane protein precursor - Emiliania huxleyi virus 86"	UniRef90_Q4A2Z7	CHR1V7|COORD:22496859..22500684| proline-rich family protein	AT1G61080.1	CHR07V5|COORD:24271675..24264784|protein formin-2, putative, expressed	LOC_Os07g40510.1	no descriptionnot assigned not assigned not assigned	not assigned.unknown	35_2

CUST_76226_PI403524517	2	0.1823206	-0.09587288	-0.037434578	-0.029548645	0.07257366	0.029547691	35_21852	"Cluster: Hypothetical protein OSJNBa0041P03.16; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0041P03.16 - Oryza sativa (japonica"	UniRef90_Q8LNT6	0	0	CHR10V5|COORD:18464931..18468956|protein expressed protein	LOC_Os10g35190.1	no description	not assigned.unknown	35_2

CUST_84921_PI403524517	2	0.1128149	-0.7305908	-0.020869255	0.0053071976	0.06769085	-0.0053071976	35_24332	"Cluster: Os03g0345100 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os03g0345100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DRY7	"CHR3|COORD:1585308..1588338| similar to PCNA-like DNA checkpoint protein Rad9 [Xenopus laevis] (GB:AAP13339.1); contains InterPro domain Rad9"	AT3G05480.2	CHR03V5|COORD:12848125..12844061|protein auxin response factor 75, putative, expressed	LOC_Os03g22450.1	no descriptionvery weakly similar to (52.4)AT3G05480| Symbols:  | cell cycle checkpoint control protein family | chr3:1585389-1588244 FORWARD	cell.cycle	31_3

CUST_30572_PI399408534	2	0.35784388	0.029702663	0.5888009	-0.029702187	-0.66941595	-0.24490547	35_2802	Rep: Small GTP-binding protein - Triticum aestivum (Wheat)	UniRef90_Q9XEN4	CHR5V7|COORD:18261722..18263287| RHA1	AT5G45130.1	CHR03V5|COORD:26188352..26194902|protein ras-related protein RHN1, putative, expressed	LOC_Os03g46390.1	 no descriptionmoderately similar to ( 285)AT5G45130| Symbols: AtRab5A, AtRABF2a, Rha1, RHA1 | RHA1 | chr5:18261722-18263287 FORWARDmoderately similar to ( 268)RAB5_TOBACRas-related protein Rab5 - Nicotiana tabacum (Common tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Rab5_related Ras Rab RAB Rab11_like Rab21 Rab6 Rab4 Rab1_Ypt1 Rab14 Rab2 Rab8_Rab10_Rab13_like Rab18 Rab19 Rab7 Rab30 Rab26 Rab24 Ras Ras_like_GTPase Rab35 RabA_like Rab39 RAS Rab32_Rab38 Rab3 Rab33B_Rab33A Rab15 COG1100 Rap_like Rab23_lke RJL Rab9 Rap2 Rho Ras2 Rab27A Rab28 Rab12 RabL2 M_R_Ras_like Rab20 Rap1 H_N_K_Ras_like Rab36_Rab34 RalA_RalB RheB RabL4 Rit_Rin_Ric RSR1 Ran RHO RERG_RasL11_like Rho4_like Spg1 ARHI_like Rab40 Rho2 RGK RAN RhoA_like Rho3 Miro Wrch_1 Rhes_like Ras_dva Tc10 Rop_like Miro1 Rac1_like Arf_Arl Arf Rnd RabL3 RhoG Arl10_like Rnd3_RhoE_Rho8 Rnd2_Rho7 Arl5_Arl8 Rnd1_Rho6 ARF Cdc42 Centaurin_gamma ARLTS1 Arf6 Arl4_Arl7 Arf1_5_like 	signalling.G-proteins	30_5

CUST_18025_PI399408534	2	-0.06732178	0.25278568	0.057516098	-0.1066761	0.06675625	-0.05751705	35_3745	"Cluster: Rac-like GTP-binding protein ARAC3; n=9; Magnoliophyta|Rep: Rac-like GTP-binding protein ARAC3 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q38912	"CHR4V7|COORD:16673181..16674545| ARAC3/ATROP6/RHO1PS/ROP6 (rho-related protein from plants 6); GTP binding / GTPase"	AT4G35020.1	CHR02V5|COORD:35874978..35879805|protein rac-like GTP-binding protein 5, putative, expressed	LOC_Os02g58730.2	" no descriptionweakly similar to ( 179)AT4G35020| Symbols: ARAC3, ROP6, RHO1PS, ATROP6 | ARAC3/ATROP6/RHO1PS/ROP6 (rho-related protein from plants 6); GTP binding / GTPase | chr4:16673181-16674545 FORWARDweakly similar to ( 187)RAC5_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned Rop_like RHO Rho Rac1_like Rho4_like Wrch_1 Cdc42 RhoG RhoA_like Tc10 Rho2 Ras Rho3 Rab Miro1 Rnd1_Rho6 Rnd RhoBTB RAB Rnd2_Rho7 COG1100 Rnd3_RhoE_Rho8 Ras Ras_like_GTPase RheB Rab5_related Rab19 Rab21 Rab6 RAS Rap_like Rab8_Rab10_Rab13_like Rab39 "	signalling.G-proteins	30_5

CUST_94072_PI403524517	2	0.1309495	0.19150305	0.10757685	-0.3286934	-0.29237938	-0.10757685	35_26895	"Cluster: Expressed protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XCF0	CHR4V7|COORD:203471..210666| CRP (CRYPTIC PRECOCIOUS)	AT4G00450.1	CHR07V5|COORD:27068287..27081801|protein expressed protein	LOC_Os07g45400.1	no descriptionmoderately similar to ( 263)AT4G00450| Symbols: CRP | CRP (CRYPTIC PRECOCIOUS) | chr4:203471-210666 FORWARDnot assigned	not assigned.unknown	35_2

CUST_140683_PI403524517	2	0.039031982	-0.10519695	-0.10645294	-0.0104551315	0.03310299	0.010454178	35_39443	"Cluster: DEAD/DEAH box helicase, putative; n=1; Oryza sativa (japonica cultivar-group)|Rep: DEAD/DEAH box helicase, putative - Oryza sativa (japonica cultivar-g"	UniRef90_Q53RK8	CHR2V7|COORD:14272755..14274956| DEAD box RNA helicase, putative	AT2G33730.1	CHR03V5|COORD:28520493..28516169|protein ATP-dependent RNA helicase DDX23, putative, expressed	LOC_Os03g50090.4	 no descriptionweakly similar to ( 142)AT2G33730| Symbols:  | DEAD box RNA helicase, putative | chr2:14272755-14274956 REVERSEvery weakly similar to (57.4)DB10_NICSYATP-dependent RNA helicase-like protein DB10 - Nicotiana sylvestris (Wood tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK11192 PRK11776 SrmB PRK04837 	protein.synthesis.initiation	29_2_3

CUST_171302_PI403524517	2	0.24796343	0.6293974	-0.014585972	-0.08474207	-0.13986492	0.014585972	35_47726	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_7738_PI403524517	2	-0.09152031	-0.010818481	0.0053901672	0.0053901672	-0.0053901672	0.008321762	35_2153	"Cluster: H/ACA ribonucleoprotein complex subunit 1-like protein 1, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: H/ACA ribonucleoprotein"	UniRef90_Q2R242	CHR3V7|COORD:1009130..1010386| Gar1 RNA-binding region family protein	AT3G03920.1	CHR11V5|COORD:21389097..21391069|protein h/ACA ribonucleoprotein complex subunit 1-like protein 1, putative, expressed	LOC_Os11g37080.1	no descriptionweakly similar to ( 178)AT3G03920| Symbols:  | Gar1 RNA-binding region family protein | chr3:1009130-1010386 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Gar1 GAR1 TT_ORF1 Atrophin-1	RNA.RNA binding	27_4

CUST_49241_PI403524517	2	0.05173111	0.009023666	-0.026327133	-0.009021759	-0.07343674	0.07037163	35_14050	"Cluster: PREDICTED: similar to histone 1, H2ai (predicted); n=1; Canis familiaris|Rep: PREDICTED: similar to histone 1, H2ai (predicted) - Canis familiaris"	UniRef90_UPI00005A5824	CHR5V7|COORD:3472592..3473350| histone H3	AT5G10980.1	CHR06V5|COORD:1645327..1644415|protein histone H3, putative, expressed	LOC_Os06g04030.1	no descriptionmoderately similar to ( 249)AT5G10980| Symbols:  | histone H3 | chr5:3472592-3473350 REVERSEmoderately similar to ( 247)H33_VITVIHistone H3.3 - Vitis vinifera (Grape)not assigned H3 HHT1 Histone	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_122800_PI403524517	2	-0.10266113	0.637763	0.09394646	-0.108159065	-0.08775711	0.08775711	35_34645	Rep: Hypothetical protein - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q8L8N3	CHR2V7|COORD:7552785..7553230| similar to Os08g0511800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001062215.1)	AT2G17350.1	CHR09V5|COORD:18962967..18961060|protein expressed protein	LOC_Os09g31466.1	no descriptionvery weakly similar to (77.0)AT2G17350| Symbols:  | similar to Os08g0511800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001062215.1) | chr2:7552785-7553230 REVERSE	not assigned.unknown	35_2

CUST_16801_PI404877155	2	0.0024323463	0.33935595	0.25156164	-0.21745062	-0.13326073	-0.0024323463	HK03H13r_at	serine/threonine kinase receptor precursor-like protein [Oryza sativa (japonica cultivar-group)] dbj|BAD31720.1| serine/threonine kinase rec	NP_910775.1	protein kinase family protein	At4g23160.1	protein Protein kinase domain, putative	Os07g35310	protein kinase family protein, contains Pfam domain PF00069: Protein kinase domain	signalling.receptor kinases.DUF 26	30_2_17

CUST_71124_PI403524517	2	0.14591122	-0.50463486	-0.0767746	0.08889103	-0.06969929	0.06970024	35_20375	"Cluster: Os02g0119800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os02g0119800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E4H0	"CHR3|COORD:9296548..9299983| similar to aminoalcoholphosphotransferase (AAPT1) [Arabidopsis thaliana] (TAIR:At1g13560.1); similar to"	AT3G25585.4	CHR02V5|COORD:1040528..1046183|protein ethanolaminephosphotransferase, putative, expressed	LOC_Os02g02750.2	"no descriptionmoderately similar to ( 374)AT3G25585| Symbols: AAPT2 | AAPT2 (AMINOALCOHOLPHOSPHOTRANSFERASE); phosphatidyltransferase | chr3:9297093-9299508 FORWARDnot assigned EPT1"	misc.misc2	26_1

CUST_98359_PI403524517	2	-0.11796713	0.033364773	0.2204957	0.00999403	-0.11754942	-0.009994507	35_28082	"Cluster: Hypothetical protein; n=1; Hordeum vulgare subsp. vulgare|Rep: Hypothetical protein - Hordeum vulgare var. distichum (Two-rowed barley)"	UniRef90_Q8S3W7	CHR1V7|COORD:6978101..6985306| family II extracellular lipase, putative	AT1G20130.1	0	0	no description	not assigned.unknown	35_2

CUST_15070_PI399408534	2	0.027160645	-0.055996895	-0.013955116	-0.075078964	0.050735474	0.013955116	35_9160	Rep: 14-3-3-like protein - Glycine max (Soybean)	UniRef90_Q9M5K7	"CHR1V7|COORD:7879233..7881092| GRF10 (GENERAL REGULATORY FACTOR 10); protein phosphorylated amino acid binding"	AT1G22300.2	CHR08V5|COORD:23617489..23619728|protein 14-3-3-like protein A, putative, expressed	LOC_Os08g37490.1	" no descriptionweakly similar to ( 165)AT1G22300| Symbols: GF14 EPSILON, GRF10 | GRF10 (GENERAL REGULATORY FACTOR 10); protein phosphorylated amino acid binding | chr1:7879590-7881092 REVERSEweakly similar to ( 165)1433_TOBAC14-3-3-like protein - Nicotiana tabacum (Common tobacco)not assigned 14-3-3 14_3_3 BMH1 "	signalling.14-3-3 proteins	30_7

CUST_113305_PI403524517	2	0.06815624	-0.39085865	-0.20043564	0.19409466	0.31075668	-0.06815624	35_32162	0	0	CHR5V7|COORD:7786176..7792083| HUA2 (ENHANCER OF AG-4 2)	AT5G23150.1	CHR02V5|COORD:22427693..22428862|protein vegetative cell wall protein gp1 precursor, putative, expressed	LOC_Os02g37109.2	no description	not assigned.unknown	35_2

CUST_178147_PI403524517	2	0.084542274	0.282259	0.06151104	-0.14508724	-0.12700081	-0.061510086	35_49547	"Cluster: Anaphase promoting complex subunit 11; n=4; Magnoliophyta|Rep: Anaphase promoting complex subunit 11 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q940X6	"CHR3V7|COORD:1754469..1754808| APC11 (anaphase-promoting complex/cyclosome 11); protein binding / zinc ion binding"	AT3G05870.1	CHR03V5|COORD:10651614..10653089|protein anaphase-promoting complex subunit 11, putative, expressed	LOC_Os03g19059.1	"no descriptionweakly similar to ( 123)AT3G05870| Symbols: APC11 | APC11 (anaphase-promoting complex/cyclosome 11); protein binding / zinc ion binding | chr3:1754469-1754808 FORWARDnot assigned not assigned APC11 RING"	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_181065_PI403524517	2	0.014526367	0.35357094	0.017549515	-0.24151897	-0.13334656	-0.014526367	35_50354	0	0	CHR5V7|COORD:12679602..12679958| glycine-rich protein	AT5G33390.1	0	0	no description	not assigned.unknown	35_2

CUST_28399_PI403524517	2	0.10076618	-0.12251568	0.10781288	-0.10076618	0.18010521	-0.11088848	35_8208	"Cluster: Branched-chain amino acid aminotransferase, putative, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Branched-chain amino acid"	UniRef90_Q10L47	CHR3V7|COORD:1471463..1475073| aminotransferase class IV family protein	AT3G05190.1	CHR03V5|COORD:13927614..13920181|protein aminotransferase, class IV family protein, expressed	LOC_Os03g24460.1	no descriptionhighly similar to ( 562)AT3G05190| Symbols:  | aminotransferase class IV family protein | chr3:1471463-1475073 FORWARDnot assigned D-AAT_like PRK08320 IlvE PLPDE_IV PRK12479 PRK07544 Aminotran_4 ADCL_like PRK07650	misc.aminotransferases.aminotransferase class IV family protein	26_26_1

CUST_116933_PI403524517	2	-0.0017490387	0.3695755	0.0017485619	-0.16526985	-0.22140741	0.1369338	35_33143	"Cluster: Putative kinase interacting protein 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative kinase interacting protein 1 - Oryza sativa (japonica"	UniRef90_Q6Z3X7	CHR1V7|COORD:21557286..21561721| EMB1674 (EMBRYO DEFECTIVE 1674)	AT1G58210.1	CHR07V5|COORD:29636670..29631892|protein expressed protein	LOC_Os07g49480.2	no descriptionweakly similar to ( 117)AT1G58210| Symbols: EMB1674 | EMB1674 (EMBRYO DEFECTIVE 1674) | chr1:21557286-21561721 FORWARD	protein.postranslational modification	29_4

CUST_145313_PI403524517	2	0.030961037	0.54361105	0.42490625	-0.4076538	-0.47535896	-0.030961514	35_40688	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_62970_PI403524517	2	0.15258312	-0.3905859	0.08811283	-0.1576724	0.084070206	-0.084070206	35_17964	"Cluster: Putative peroxidase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative peroxidase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z3Y8	CHR2V7|COORD:15605304..15607083| peroxidase 21 (PER21) (P21) (PRXR5)	AT2G37130.1	CHR07V5|COORD:29560842..29559487|protein peroxidase 21 precursor, putative, expressed	LOC_Os07g49360.1	no descriptionweakly similar to ( 150)AT2G37130| Symbols:  | peroxidase 21 (PER21) (P21) (PRXR5) | chr2:15605304-15607083 REVERSEvery weakly similar to (78.6)PER2_ARAHYCationic peroxidase 2 precursor - Arachis hypogaea (Peanut)not assigned not assigned secretory_peroxidase plant_peroxidase peroxidase PRK12323	misc.peroxidases	26_12

CUST_30180_PI403524517	2	0.07953262	0.3048954	-0.030195236	0.010295868	-0.010295868	-0.037914276	35_8711	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_4034_PI404877155	2	0.0432024	0.15064621	-0.08964825	-0.0432024	-0.123659134	0.09987831	Contig14766_at	auxin response factor 7b [Oryza sativa]	BAB85917.1	auxin-responsive factor (ARF7)	At5g20730.2	protein Auxin response factor, putative	Os08g40900	auxin-responsive factor (ARF7), identical to auxin response factor 7 GI:4104929 from (Arabidopsis thaliana) or  auxin-responsive factor (ARF7), identical to auxin response factor 7 GI:4104929 from (Arabidopsis thaliana) or  auxin-responsive factor (ARF7),	RNA.regulation of transcription.ARF, Auxin Response Factor family	27_3_04

CUST_15567_PI404877155	2	0.018527031	0.043362617	-0.018527031	-0.07533169	-0.027014732	0.018527031	Contig9416_at	putative snRNP core protein SMX5d [Oryza sativa (japonica cultivar-group)]	BAC99422.1	small nuclear ribonucleoprotein D, putative / snRNP core SM-like protein, putative / U6 snRNA-associated Sm-like p	At1g03330.1	protein Sm protein, putative	Os08g05850	gi|27817924|dbj|BAC55689.1| OJ1066_B03.23	RNA.processing	27_1

CUST_17692_PI404877155	2	-0.16004658	0.18774223	-0.10422993	-0.0012283325	0.0012283325	0.101065636	HV02E01u_at	0	0	0	0	0	0	NONE	RNA.RNA binding	27_4

CUST_17064_PI404877155	2	0.18307877	0.21131992	-0.009961605	0.009962082	-0.43510008	-0.40705872	HS09M06u_at	metal-transporting P-type ATPase-like protein [Oryza sativa (japonica cultivar-group)]	BAC79908.1	metal-transporting P-type ATPase, putative (PAA1)	At4g33520.1	protein heavy metal-associated domain, putative	Os07g43040	NONE	transport.metal	34_12

CUST_47393_PI403524517	2	0.06805897	0.0029902458	-0.0029907227	0.028146744	-0.01045084	-0.42316914	35_13566	"Cluster: Putative mitochondrial deoxynucleotide carrier; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative mitochondrial deoxynucleotide carrier - Oryza"	UniRef90_Q5JMQ9	CHR5V7|COORD:19874254..19876600| mitochondrial substrate carrier family protein	AT5G48970.1	CHR01V5|COORD:41305282..41310429|protein mitochondrial deoxynucleotide carrier, putative, expressed	LOC_Os01g70800.2	no descriptionvery weakly similar to (68.2)AT5G48970| Symbols:  | mitochondrial substrate carrier family protein | chr5:19874254-19876600 REVERSE	transport.metabolite transporters at the mitochondrial membrane	34_9

CUST_14326_PI404877155	2	0.13734055	-0.3407259	-0.2156725	0.03263378	-0.032634735	0.07933998	Contig8159_at	cysteine desulfurase, putative [Arabidopsis thaliana] gb|AAL14994.1| NIFS-like protein CpNifsp precursor [Arabidopsis thaliana] gb|AAM19798.	NP_172325.2	cysteine desulfurase, putative	At1g08490.1	protein Similar to At1g08490/T27G7_14	Os12g18900	"cysteine desulfurase, putative, similar to nitrogen fixation protein (nifS) GB:D64004 GI:1001701 from (Synechocystis sp); contains TIGRFAM TIGR01364: phosphoserine aminotransferase; contains Pfam PF00266: aminotransferase, class V"	signalling.in sugar and nutrient physiology	30_1

CUST_47037_PI403524517	2	0.12373161	-0.23892021	0.0048389435	-0.0048389435	-0.062846184	0.0579319	35_13467	"Cluster: Os03g0833200 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os03g0833200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DM17	"CHR4V7|COORD:810810..812882| similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAP46236.1); contains InterPro domain Protein of"	AT4G01880.1	0	0	"no descriptionmoderately similar to ( 258)AT4G01880| Symbols:  | similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAP46236.1); contains InterPro domain Protein of unknown function DUF715; (InterPro:IPR007871) | chr4:810810-812882 REVERSEnot assigned TRM13"	not assigned.unknown	35_2

CUST_12716_PI403524517	2	-0.011472702	-0.28480148	0.011472702	0.12241268	0.16328526	-0.028422356	35_3637	"Cluster: Hypothetical protein OSJNOa178M01.8; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNOa178M01.8 - Oryza sativa (japonica cult"	UniRef90_Q64MB0	CHR1V7|COORD:3189462..3190052| DNA polymerase delta subunit 4 family	AT1G09815.1	CHR09V5|COORD:20315233..20313087|protein delta DNA polymerase, putative, expressed	LOC_Os09g34850.3	no descriptionvery weakly similar to (90.1)AT1G09815| Symbols:  | DNA polymerase delta subunit 4 family | chr1:3189462-3190052 FORWARDDNA_pol_delta_4	DNA.synthesis/chromatin structure	28_1

CUST_173564_PI403524517	2	2.1808023	-0.7003803	0.023077011	0.20760107	-0.023077488	-0.20440483	35_48330	"Cluster: Os08g0369500 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os08g0369500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J645		0	CHR08V5|COORD:17088397..17081287|protein tesmin/TSO1-like CXC domain containing protein, expressed	LOC_Os08g28214.4	no description	not assigned.unknown	35_2

CUST_44825_PI403524517	2	-0.13716316	-0.54408455	0.07581806	-0.010219574	0.15113926	0.010219574	35_12854	"Cluster: Hypothetical protein OSJNBa0042F15.16; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0042F15.16 - Oryza sativa (japonica"	UniRef90_Q75G99	CHR1V7|COORD:9039777..9042860| protein kinase	AT1G26150.1	CHR05V5|COORD:8026103..8026901|protein expressed protein	LOC_Os05g14310.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_40732_PI403524517	2	0.090492725	-0.22584438	0.018476486	0.04216814	-0.05262041	-0.018476486	35_11712	"Cluster: Putative nucleoside-triphosphatase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative nucleoside-triphosphatase - Oryza sativa (japonica"	UniRef90_Q6Z4P2	CHR5V7|COORD:6050801..6054025| ATAPY2 (APYRASE 2)	AT5G18280.1	CHR03V5|COORD:12006112..12000616|protein nucleoside-triphosphatase, putative, expressed	LOC_Os03g21120.1	no descriptionweakly similar to ( 177)AT5G18280| Symbols: ATAPY2 | ATAPY2 (APYRASE 2) | chr5:6050801-6054025 REVERSEweakly similar to ( 113)APY_SOLTUApyrase precursor - Solanum tuberosum (Potato)not assigned GDA1_CD39	nucleotide metabolism.degradation	23_2

CUST_11465_PI399408534	2	0.3136778	0.06367397	-0.06367302	-0.13864994	-0.117801666	0.26709175	35_22871	Rep: Protein kinase - Medicago truncatula (Barrel medic)	UniRef90_Q1S8N8	CHR2V7|COORD:15342662..15344804| leucine-rich repeat transmembrane protein kinase, putative	AT2G36570.1	CHR01V5|COORD:1864738..1867192|protein receptor kinase, putative, expressed	LOC_Os01g04230.1	 no descriptionmoderately similar to ( 421)AT2G36570| Symbols:  | leucine-rich repeat transmembrane protein kinase, putative | chr2:15342662-15344804 FORWARDweakly similar to ( 162)PSKR_DAUCAPhytosulfokine receptor precursor - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pkinase Pkinase_Tyr TyrKc PTKc S_TKc S_TKc SPS1 PTKc_Src_like PTKc_Csk_like PTKc_Srm_Brk PTKc_Jak_rpt2 PTKc_EGFR_like PTKc_EphR PTKc_Frk_like PTKc_Ror PTKc_Fes_like PTKc_Lck_Blk PTKc_Tec_like PTKc_Jak2_Jak3_rpt2 PTKc_TrkB PTKc_Src PTKc_EphR_B PTKc_TrkC PTKc_Lyn PTKc_Abl PTKc_Trk PTKc_Csk PTKc_Ack_like PTKc_Itk PTKc_EphR_A2 PTKc_Yes PTKc_Fyn_Yrk PTKc_EphR_A PTKc_TrkA PTKc_Syk_like PTKc_Ror2 PTKc_Fes PTKc_c-ros PTKc_DDR2 PTKc_Hck PTKc_Musk PTKc_Tec_Rlk PTKc_Btk_Bmx PTKc_Fer PTKc_DDR PRK07003 PTKc_Chk PTKc_HER4 PTKc_Tyk2_rpt2 PTKc_Axl_like PTK_Jak2_Jak3_rpt1 PTKc_Tyro3 PTKc_RET PTKc_FAK PTK_HER3 PTKc_FGFR PTK_Ryk PTKc_DDR_like PTKc_Ror1 PTKc_EGFR PTKc_Tie2 PTKc_Zap-70 PTKc_DDR1 PTKc_ALK_LTK PTKc_Tie PRK12323 PTKc_Axl PRK07764 PTKc_InsR_like PTK_CCK4 PTKc_FGFR4 PTKc_HER2 PTKc_Tie1 PRK12678 SerH PTKc_Met_Ron APC_basic 	signalling.receptor kinases.leucine rich repeat III	30_2_3

CUST_16824_PI404877155	2	0.04628849	-0.06698036	0.52194786	0.19241238	-0.20117283	-0.046289444	HM02C19r_at	0	0	0	0	0	0	NONE	lipid metabolism.FA synthesis and FA elongation.long chain fatty acid CoA ligase	11_1_09

CUST_39987_PI403524517	2	0.0035429	-0.2525921	-0.03656292	0.31693554	0.13515759	-0.0035419464	35_11501	Rep: H0306F03.13 protein - Oryza sativa (Rice)	UniRef90_Q25A62	"CHR1V7|COORD:5425709..5426317| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G80520.1); similar to Jp18 [Poncirus trifoliata] (GB:AAN62342.1);"	AT1G15760.1	CHR04V5|COORD:32554329..32555229|protein jp18, putative, expressed	LOC_Os04g55120.1	"no descriptionvery weakly similar to (83.6)AT1G15760| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G80520.1); similar to Jp18 [Poncirus trifoliata] (GB:AAN62342.1); contains InterPro domain Sterile alpha motif-type; (InterPro:IPR013761); contains InterPro domain Sterile alpha motif homology; (InterPro:IPR010993) | chr1:5425709-5426317 FORWARDnot assigned"	not assigned.unknown	35_2

CUST_5127_PI403524517	2	-0.06573868	0.44540405	-0.027802467	0.027802467	0.30959034	-0.0971756	35_1409	"Cluster: Hypothetical protein OJ1126B12.18; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1126B12.18 - Oryza sativa (japonica cultivar"	UniRef90_Q8H8G3	"CHR2V7|COORD:16750185..16751533| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G55880.2); similar to Os03g0123800 [Oryza sativa (japonica"	AT2G40095.1	CHR03V5|COORD:1333858..1336527|protein hydrolase, putative, expressed	LOC_Os03g03200.2	no description	not assigned.unknown	35_2

CUST_74926_PI403524517	2	0.03713703	-0.4484539	3.74794E-4	-0.08155441	-3.74794E-4	0.015316963	35_21481	"Cluster: F-box protein-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: F-box protein-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q67UT5	"CHR3V7|COORD:10814814..10816825| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G28830.1); similar to PREDICTED: hypothetical protein [Rattus norve"	AT3G28790.1	CHR09V5|COORD:16485822..16483145|protein F-box domain containing protein	LOC_Os09g27090.1	no description	not assigned.unknown	35_2

CUST_5786_PI399408534	2	0.24576712	0.37439823	0.12226915	-0.12226915	-1.0713968	-0.33175993	35_18598	"Cluster: Putative male sterility 1 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative male sterility 1 protein - Oryza sativa (japonica cultivar"	UniRef90_Q8LJG8	CHR1V7|COORD:12121043..12123326| PHD finger family protein	AT1G33420.1	CHR01V5|COORD:38408457..38412329|protein PHD-finger family protein, expressed	LOC_Os01g65600.1	no descriptionvery weakly similar to (67.0)AT1G33420| Symbols:  | PHD finger family protein | chr1:12121043-12123326 REVERSE	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_123007_PI403524517	2	3.2615662E-4	0.4289894	0.022910118	-0.1497078	-0.0547266	-3.2615662E-4	35_34696	0	0		0	CHR05V5|COORD:27559844..27564573|protein expressed protein	LOC_Os05g48230.1	no description	not assigned.unknown	35_2

CUST_149695_PI403524517	2	0.019784927	-0.019784927	-0.11311054	0.04708433	-0.19121552	0.52812386	35_41878	"Cluster: Hypothetical protein P0501G08.4; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0501G08.4 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q5ZA53	"CHR3V7|COORD:1371792..1373306| similar to Os06g0298500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001057443.1); contains InterPro domain SEC-C"	AT3G04950.1	CHR06V5|COORD:11096269..11093772|protein expressed protein	LOC_Os06g19480.1	"no descriptionvery weakly similar to (69.7)AT3G04950| Symbols:  | similar to Os06g0298500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001057443.1); contains InterPro domain SEC-C motif; (InterPro:IPR004027) | chr3:1371792-1373306 FORWARD"	not assigned.unknown	35_2

CUST_51737_PI403524517	2	0.12592983	-0.9358988	-0.3965578	0.7585001	0.0059604645	-0.005961418	35_14745	"Cluster: Putative inorganic pyrophosphatase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative inorganic pyrophosphatase - Oryza sativa (japonica cultiv"	UniRef90_Q75L10	CHR3V7|COORD:19892469..19894286| inorganic pyrophosphatase, putative (soluble) / pyrophosphate phospho-hydrolase, putative / PPase, putative	AT3G53620.1	CHR01V5|COORD:43402003..43399596|protein soluble inorganic pyrophosphatase, putative, expressed	LOC_Os01g74350.1	 no descriptionmoderately similar to ( 366)AT3G53620| Symbols: ATPPA4 | inorganic pyrophosphatase, putative (soluble) / pyrophosphate phospho-hydrolase, putative / PPase, putative | chr3:19892469-19894286 FORWARDmoderately similar to ( 349)IPYR_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned pyrophosphatase Ppa PRK02230 Pyrophosphatase PRK01250 PRK00642 Tymo_45kd_70kd PRK07003 Herpes_BLLF1 DUF566 Pneumo_att_G Herpes_gp2 	nucleotide metabolism.phosphotransfer and pyrophosphatases.misc	23_4_99

CUST_65196_PI403524517	2	0.04158497	0.19914913	0.06212902	-0.055581093	-0.04158497	-0.08056831	35_18615	"Cluster: Os01g0556400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0556400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JLZ0	CHR3|COORD:21229986..21231463| DNAJ heat shock N-terminal domain-containing protein, similar to SP:Q9QYI4 DnaJ homolog subfamily B member 12 Mus	AT3G57340.2	CHR01V5|COORD:21314607..21319381|protein chaperone protein dnaJ 49, putative, expressed	LOC_Os01g37560.3	no descriptionweakly similar to ( 197)AT3G57340| Symbols:  | DNAJ heat shock N-terminal domain-containing protein | chr3:21230153-21231256 FORWARDDUF1977 DnaJ	stress.abiotic.heat	20_2_1

CUST_24185_PI403524517	2	0.11629772	0.22503948	-0.039150238	-0.10299301	0.039149284	-0.10083866	35_7021	"Cluster: Hypothetical protein OSJNBa0077L08.15; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0077L08.15 - Oryza sativa (japonica"	UniRef90_Q6AUQ4	CHR3V7|COORD:23049491..23051366| protein phosphatase 2C, putative / PP2C, putative	AT3G62260.1	CHR05V5|COORD:1972267..1974927|protein protein phosphatase 2C homolog 2, putative, expressed	LOC_Os05g04360.1	 no descriptionvery weakly similar to (99.0)AT3G62260| Symbols:  | protein phosphatase 2C, putative / PP2C, putative | chr3:23049491-23051366 REVERSEnot assigned 	protein.postranslational modification	29_4

CUST_15802_PI403524517	2	0.15545559	-0.1612339	-0.07963467	0.09673023	-0.015435219	0.0154361725	35_4561	"Cluster: Hypothetical protein P0556A05.35; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0556A05.35 - Oryza sativa (japonica cultivar-g"	UniRef90_Q651X4	CHR2V7|COORD:1514408..1515200| similar to Os09g0478400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001063471.1)	AT2G04340.1	CHR09V5|COORD:18332053..18330052|protein expressed protein	LOC_Os09g30140.1	no descriptionweakly similar to ( 146)AT2G04340| Symbols:  | similar to Os09g0478400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001063471.1) | chr2:1514408-1515200 FORWARDnot assigned not assigned	not assigned.unknown	35_2

CUST_16413_PI404877155	2	0.19038105	0.09486294	-0.029733658	-0.06478977	-0.02873516	0.02873516	HA11F23u_at	OSJNBa0083D01.12 [Oryza sativa (japonica cultivar-group)] ref|XP_472211.1| OSJNBa0083D01.12 [Oryza sativa (japonica cultivar-group)]	CAE05697.3	sterile alpha motif (SAM) domain-containing protein	At3g07170.1	protein SAM domain (Sterile alpha motif), putative	Os08g41480	putative Myb-family transcription factor	RNA.regulation of transcription	27_3

CUST_46377_PI403524517	2	0.23253918	0.08094978	-0.23416805	-0.04489708	-0.26002502	0.044896126	35_13281	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_26309_PI399408534	2	0.2921381	-0.25086975	-0.40457153	0.33725452	0.25086975	-0.2803774	35_21891	"Cluster: Putative receptor-like kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative receptor-like kinase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8LQN6	"CHR4V7|COORD:11389230..11393101| ARK3 (Arabidopsis Receptor Kinase 3); kinase"	AT4G21380.1	CHR01V5|COORD:33554500..33558619|protein receptor protein kinase, putative, expressed	LOC_Os01g57510.1	 no descriptionweakly similar to ( 170)AT4G27290| Symbols:  | S-locus protein kinase, putative | chr4:13666287-13669208 FORWARDweakly similar to ( 145)SLSG6_BRAOLS-locus-specific glycoprotein S6 precursor - Brassica oleracea (Wild cabbage)not assigned not assigned not assigned not assigned not assigned S_locus_glycop PAN_2 PAN_AP_plant PRK12323 PRK07003 	signalling.receptor kinases.S-locus glycoprotein like	30_2_24

CUST_11112_PI404877155	2	-0.14194107	0.25946808	-0.045516968	0.045516014	-0.13805962	0.045516014	Contig4811_at	OSJNBa0088I22.11 [Oryza sativa (japonica cultivar-group)] ref|XP_473556.1| OSJNBa0088I22.11 [Oryza sativa (japonica cultivar-group)]	CAD41579.3	dehydration-responsive family protein	At4g00750.1	protein Putative methyltransferase	Os02g45310	gi|21741472|emb|CAD41576.1| OSJNBa0088I22.8	stress.abiotic.drought/salt	20_2_3

CUST_138520_PI403524517	2	0.08224392	-0.08224392	0.30792046	-0.17278099	0.21965456	-0.2501564	35_38854	"Cluster: Hypothetical protein OJ1293_A01.5; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1293_A01.5 - Oryza sativa (japonica cultivar"	UniRef90_Q6K7H0		0	CHR02V5|COORD:32951550..32955521|protein expressed protein	LOC_Os02g53810.1	no description	not assigned.unknown	35_2

CUST_123051_PI403524517	2	0.032897472	0.2765665	-0.00988102	0.009881496	-0.1195097	-0.05788231	35_34707	"Cluster: Os02g0463000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0463000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E1C2		0	CHR02V5|COORD:15526038..15523769|protein transposon protein, putative, unclassified	LOC_Os02g26450.1	no description	not assigned.unknown	35_2

CUST_33458_PI399408534	2	0.7621441	-0.53357697	0.34898663	-0.15571928	-0.25655222	0.15571976	35_47789	"Cluster: B3 DNA binding domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: B3 DNA binding domain containing protein, express"	UniRef90_Q10GM4	CHR4V7|COORD:16047361..16049314| DNA binding / transcription factor	AT4G33280.1	CHR03V5|COORD:23564065..23566179|protein B3 DNA binding domain containing protein, expressed	LOC_Os03g42420.1	no descriptionvery weakly similar to (91.3)AT4G33280| Symbols:  | DNA binding / transcription factor | chr4:16047361-16049314 REVERSEB3	RNA.regulation of transcription.B3 transcription factor family	27_3_41

CUST_13021_PI399408534	2	0.16174316	0.20607471	0.069823265	-0.11596203	-0.20110321	-0.06982231	35_23256	Rep: Protein kinase, putative - Musa balbisiana (Banana)	UniRef90_Q1EP43	CHR2|COORD:12444991..12449424| leucine-rich repeat protein kinase, putative, similar to light repressible receptor protein kinase (Arabidopsis thaliana)	AT2G28960.1	CHR12V5|COORD:23311305..23304360|protein senescence-induced receptor-like serine/threonine-protein kinase precursor, putative,	LOC_Os12g37980.1	no descriptionweakly similar to ( 146)AT1G51810| Symbols:  | kinase | chr1:19230788-19234253 REVERSEweakly similar to ( 107)NORK_MEDTRNodulation receptor kinase precursor - Medicago truncatula (Barrel medic)not assigned not assigned PTKc S_TKc Pkinase_Tyr S_TKc TyrKc	signalling.receptor kinases.misc	30_2_99

CUST_18808_PI399408534	2	-0.004295349	-0.037999153	-0.013612747	0.004295349	0.06853485	0.16781998	35_15442	Rep: H0115B09.1 protein - Oryza sativa (Rice)	UniRef90_Q01IQ1	CHR5|COORD:26513181..26514903| zinc finger (GATA type) family protein	AT5G66320.2	CHR02V5|COORD:25991045..25993307|protein GATA zinc finger family protein, expressed	LOC_Os02g43150.1	no descriptionweakly similar to ( 140)AT5G66320| Symbols:  | zinc finger (GATA type) family protein | chr5:26513434-26514535 REVERSEnot assigned ZnF_GATA GATA ZnF_GATA PRK07003 PRK12323	RNA.regulation of transcription.C2C2(Zn) GATA transcription factor family	27_3_9

CUST_17717_PI404877155	2	0.017671585	-0.8498764	-0.12189865	0.077421665	0.10936022	-0.017671108	HV04A09u_at	putative pre-mRNA splicing factor [Oryza sativa (japonica cultivar-group)] gb|AAP54456.1| putative pre-mRNA splicing factor [Oryza sativa (j	NP_922169.1	pre-mRNA splicing factor-related	At4g03430.1	protein putative pre-mRNA splicing factor	Os10g35550	allyl alcohol dehydrogenase	RNA.processing	27_1

CUST_1700_PI404877155	2	-0.20670891	1.058198	-0.24088955	0.3987503	0.014594078	-0.014595032	Contig11933_at	putative serine acetyltransferase [Oryza sativa (japonica cultivar-group)] dbj|BAB84419.1| putative serine acetyltransferase [Oryza sativa (	NP_916690.1	serine O-acetyltransferase (SAT-52)	At5g56760.1	protein serine O-acetyltransferase, putative	Os01g52260	NONE	amino acid metabolism.synthesis.serine-glycine-cysteine group.cysteine.SAT	13_1_5_3_02

CUST_33894_PI403524517	2	0.52810955	0.039113045	0.020364761	-0.25714874	-0.020364285	-0.24690247	35_9770	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QPH0	CHR1V7|COORD:22496859..22500684| proline-rich family protein	AT1G61080.1	CHR12V5|COORD:20851271..20852959|protein expressed protein	LOC_Os12g34500.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Drf_FH1 PRK12678 TT_ORF1 Protamine_P1 PRK12323 Pneumo_att_G	not assigned.unknown	35_2

CUST_20498_PI399408534	2	-0.10410595	0.03249359	0.018154144	0.5621567	-0.018154144	-0.06457996	35_10546	Rep: OSJNBa0038P21.14 protein - Oryza sativa (Rice)	UniRef90_Q7XKR7	CHR3V7|COORD:8528940..8530662| basic helix-loop-helix (bHLH) family protein	AT3G23690.1	CHR04V5|COORD:16547418..16545005|protein BHLH transcription factor, putative, expressed	LOC_Os04g28280.1	no descriptionvery weakly similar to ( 100)AT3G23690| Symbols:  | basic helix-loop-helix (bHLH) family protein | chr3:8528940-8530662 REVERSE	RNA.regulation of transcription.bHLH,Basic Helix-Loop-Helix family	27_3_6

CUST_62410_PI403524517	2	-0.41129255	0.46999598	-0.013379097	0.26814032	-0.92347527	0.013379097	35_17799	Rep: Elicitor-responsive protein 1 - Oryza sativa (Rice)	UniRef90_Q7GC09	CHR3V7|COORD:20575334..20577070| C2 domain-containing protein	AT3G55470.1	CHR01V5|COORD:36462660..36464144|protein elicitor-responsive protein 1, putative, expressed	LOC_Os01g62430.3	no descriptionweakly similar to ( 161)AT3G55470| Symbols:  | C2 domain-containing protein | chr3:20575334-20577070 FORWARDmoderately similar to ( 229)ERG1_ORYSAnot assigned not assigned not assigned not assigned C2 C2 C2 C2_1 COG5038 C2_2	not assigned.no ontology.C2 domain-containing protein	35_1_19

CUST_123522_PI403524517	2	0.045524597	-0.15137577	0.11398125	-0.13389492	0.21022034	-0.045523643	35_34832	Rep: Cyclin - Oryza sativa (Rice)	UniRef90_Q9SSZ6	"CHR1V7|COORD:16777475..16779622| CYCA1;1 (CYCLIN A1;1); cyclin-dependent protein kinase regulator"	AT1G44110.1	CHR01V5|COORD:7390510..7386144|protein cyclin-A2, putative, expressed	LOC_Os01g13260.1	"no descriptionmoderately similar to ( 287)AT1G44110| Symbols: CYCA1;1 | CYCA1;1 (CYCLIN A1;1); cyclin-dependent protein kinase regulator | chr1:16777475-16779622 REVERSEweakly similar to ( 194)CCNAL_DAUCAG2/mitotic-specific cyclin C13-1 - Daucus carota (Carrot)not assigned not assigned not assigned not assigned Cyclin_N COG5024 CYCLIN CYCLIN Cyclin_C"	cell.cycle	31_3

CUST_12733_PI403524517	2	0.04325676	-0.5545721	-0.13604164	0.031843185	0.012174606	-0.012174606	35_3642	"Cluster: Beta subunit 1 of SnRK1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Beta subunit 1 of SnRK1 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q18PR9	CHR5V7|COORD:7205721..7208242| 5'-AMP-activated protein kinase beta-2 subunit, putative	AT5G21170.1	CHR03V5|COORD:11486413..11491179|protein SNF1-related protein kinase regulatory subunit beta-1, putative, expressed	LOC_Os03g20340.1	no descriptionmoderately similar to ( 234)AT5G21170| Symbols:  | AMP-activated protein kinase | chr5:7205721-7208242 FORWARDnot assigned AMPKbeta_GBD_like AMPKBI TT_ORF1 Protamine_P1	protein.postranslational modification	29_4

CUST_58340_PI403524517	2	-0.021859169	-0.09409237	0.021859169	0.12928867	0.113695145	-0.057899475	35_16638	Rep: Porphobilinogen deaminase - Triticum aestivum (Wheat)	UniRef90_Q8RYB1	"CHR5V7|COORD:2663764..2665597| HEMC (HYDROXYMETHYLBILANE SYNTHASE); hydroxymethylbilane synthase"	AT5G08280.1	CHR02V5|COORD:3715272..3718264|protein porphobilinogen deaminase, chloroplast precursor, putative, expressed	LOC_Os02g07230.1	" no descriptionmoderately similar to ( 468)AT5G08280| Symbols: HEMC | HEMC (HYDROXYMETHYLBILANE SYNTHASE); hydroxymethylbilane synthase | chr5:2663764-2665597 REVERSEmoderately similar to ( 487)HEM3_PEAPorphobilinogen deaminase, chloroplast precursor - Pisum sativum (Garden pea)not assigned hemC HMBS HemC Porphobil_deam PRK01066 Porphobil_deamC "	tetrapyrrole synthesis.porphobilinogen deaminase	19_5

CUST_27318_PI403524517	2	0.103648186	-0.73150635	-0.29740143	0.109350204	0.020277023	-0.020277023	35_7910	"Cluster: Hypothetical protein OSJNBa0025P09.6; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0025P09.6 - Oryza sativa (japonica cu"	UniRef90_Q6I5Q5	CHR5V7|COORD:1548199..1549535| nucleolar matrix protein-related	AT5G05210.1	CHR05V5|COORD:17852352..17850927|protein surfeit 6, putative, expressed	LOC_Os05g30880.1	no descriptionweakly similar to ( 102)AT5G05210| Symbols:  | nucleolar matrix protein-related | chr5:1548399-1549535 FORWARDnot assigned not assigned not assigned SURF6	not assigned.no ontology	35_1

CUST_29739_PI403524517	2	0.08703327	0.25373936	-0.080267906	-0.06247139	-7.9250336E-4	7.9250336E-4	35_8587	"Cluster: Respiratory-chain NADH dehydrogenase domain, 51 kDa subunit; n=2; Nocardioides sp. JS614|Rep: Respiratory-chain NADH dehydrogenase domain, 51 kDa"	UniRef90_Q3H1X9	CHR1V7|COORD:23241239..23242177| invertase/pectin methylesterase inhibitor family protein	AT1G62760.1	CHR09V5|COORD:22702884..22705225|protein expressed protein	LOC_Os09g39550.1	no description	not assigned.unknown	35_2

CUST_30425_PI403524517	2	0.0619545	-0.8754797	-0.0619545	0.23704147	0.18423557	-0.0844717	35_8783	"Cluster: Putative kinase-binding protein 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative kinase-binding protein 1 - Oryza sativa (japonica cultivar"	UniRef90_Q6YXZ7	CHR4|COORD:15132125..15136624| Skb1 methyltransferase family protein, contains Pfam profile:  PF05185 Skb1 methyltransferase	AT4G31120.2	CHR02V5|COORD:2093051..2087063|protein protein arginine N-methyltransferase 5, putative, expressed	LOC_Os02g04660.1	no descriptionhighly similar to ( 549)AT4G31120| Symbols: SKB1 | Skb1 methyltransferase family protein | chr4:15132544-15136574 REVERSEnot assigned PRMT5	C1-metabolism	25

CUST_1063_PI404877155	2	0.3096056	1.7685213	-0.76803684	0.020208359	-1.0294895	-0.020207882	Contig11081_at	HAP3-like transcriptional-activator [Oryza sativa (indica cultivar-group)]	AAL47206.1	CCAAT-box binding transcription factor subunit B (NF-YB) (HAP3 ) (AHAP3) family	At4g14540.1	protein putative DNA binding transcription factor	Os03g29970	NONE	RNA.regulation of transcription.CCAAT box binding factor family, HAP3	27_3_15

CUST_90529_PI403524517	2	-0.10626793	0.4425764	0.10626888	-0.2774601	0.11477184	-0.25490856	35_25891	Rep: Hypothetical protein - Sphingopyxis alaskensis (Sphingomonas alaskensis)	UniRef90_Q1GV78	0	0	0	0	no description	not assigned.unknown	35_2

CUST_135517_PI403524517	2	-0.009319305	-0.1382637	-0.11205673	0.018759727	0.025452614	0.009320259	35_38011	"Cluster: Os06g0661900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0661900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DAD0	"CHR5V7|COORD:23218210..23220331| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G25870.1); similar to Protein of unknown function DUF266, plant"	AT5G57270.2	CHR06V5|COORD:27284001..27278953|protein expressed protein	LOC_Os06g45110.1	" no descriptionvery weakly similar to (72.8)AT5G57270| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G25870.1); similar to Protein of unknown function DUF266, plant [Medicago truncatula] (GB:ABD28621.1); contains InterPro domain Protein of unknown function DUF266, plant; (InterPro:IPR004949) | chr5:23218210-23220331 REVERSEDUF266 "	not assigned.unknown	35_2

CUST_66528_PI403524517	2	-0.1361475	0.38621235	-0.009718895	0.009719849	-0.16209698	0.16669083	35_18998	"Cluster: OSIGBa0142I02-OSIGBa0101B20.21 protein; n=3; Oryza sativa|Rep: OSIGBa0142I02-OSIGBa0101B20.21 protein - Oryza sativa (Rice)"	UniRef90_Q01HG8	0	0	CHR04V5|COORD:29785219..29786034|protein pathogenesis-related 10 protein PR10-1, putative	LOC_Os04g50710.1	no descriptionBet_v_I	not assigned.unknown	35_2

CUST_40080_PI403524517	2	-0.03290367	0.4725666	-0.13178158	0.18929958	0.032902718	-0.17830849	35_11527	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_158342_PI403524517	2	0.42376566	-0.012938499	0.039746284	0.012938023	-1.082036	-0.43891382	35_44204	"Cluster: Os05g0297900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0297900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DJD8	CHR1V7|COORD:19594281..19596155| signal peptidase, putative	AT1G52600.1	CHR05V5|COORD:13204685..13208572|protein microsomal signal peptidase 18 kDa subunit, putative, expressed	LOC_Os05g23260.1	 no descriptionweakly similar to ( 104)AT1G52600| Symbols:  | signal peptidase, putative | chr1:19594281-19596155 FORWARDnot assigned 	protein.targeting.secretory pathway.unspecified	29_3_4_99

CUST_114772_PI403524517	2	0.2678976	0.5425825	-0.04695797	-0.23655891	-0.4530368	0.046958447	35_32572	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_177298_PI403524517	2	0.17258596	-0.17258644	0.33517075	0.40609694	-0.34467316	-0.3490286	35_49320	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_50061_PI403524517	2	0.05355835	0.31271935	-0.04812622	-0.07149315	-0.02264309	0.022644043	35_14290	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_8975_PI403524517	2	0.010451317	-0.080430984	0.06825733	-0.010451317	-0.13283634	0.06171894	35_2516	Rep: Chromatin-remodeling factor CHD3 - Oryza sativa (Rice)	UniRef90_Q6YNJ6	CHR2V7|COORD:10721490..10730842| PKL/SSL2 (PICKLE, SUPPRESSOR OF SLR2)	AT2G25170.1	CHR06V5|COORD:4182563..4166231|protein CHD3-type chromatin remodeling factor PICKLE, putative, expressed	LOC_Os06g08480.1	 no descriptionvery weakly similar to (58.2)AT2G25170| Symbols: CHR6, GYM, CHD3, SSL2, PKL | PKL/SSL2 (PICKLE, SUPPRESSOR OF SLR2) | chr2:10721490-10730842 FORWARD	DNA.unspecified	28_99

CUST_11217_PI404877155	2	0.02297306	-0.12147999	-0.032301903	-0.013329506	0.013328552	0.03945923	Contig4886_at	putative COP9 complex subunit 6 [Oryza sativa (japonica cultivar-group)]	BAD08810.1	COP9 signalosome subunit 6 / CSN subunit 6 (CSN6A)	At5g56280.1	protein Mov34/MPN/PAD-1 family, putative	Os08g39070	0.2_HMGI_Y T01851	signalling.light.COP9 signalosome	30_11_1

CUST_24960_PI403524517	2	-0.3292532	-0.32550907	0.104413986	0.5056114	0.15575409	-0.104413986	35_7245	"Cluster: Group 3 late embryogenesis abundant protein; n=1; Triticum aestivum|Rep: Group 3 late embryogenesis abundant protein - Triticum aestivum (Wheat)"	UniRef90_Q03967	CHR5V7|COORD:15457074..15460237| protein kinase family protein	AT5G38560.1	CHR01V5|COORD:9676606..9677661|protein embryonic protein DC-8, putative, expressed	LOC_Os01g16920.1	no descriptionvery weakly similar to (56.6)AT2G36640| Symbols: ATECP63 | ATECP63 (EMBRYONIC CELL PROTEIN 63) | chr2:15364098-15365631 REVERSEvery weakly similar to (54.7)LEAD8_DAUCAEmbryonic protein DC-8 - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 Atrophin-1 PRK07003 Tymo_45kd_70kd Extensin_2 PRK12678 PRK07764 DUF1421 HPC2 PRK05648 APC_basic	development.late embryogenesis abundant	33_2

CUST_57878_PI403524517	2	0.1367197	0.26819134	-0.03704357	-0.050792694	-0.41921043	0.03704357	35_16500	"Cluster: Mitochondrial L2 ribosomal protein; n=2; Triticum aestivum|Rep: Mitochondrial L2 ribosomal protein - Triticum aestivum (Wheat)"	UniRef90_Q1AN57	"CHR2|COORD:18235586..18238483| ribosomal protein L2 family protein, similar to ribosomal protein L2 (Gossypium arboreum) GI:17644114; contains Pfam profile"	AT2G44065.2	CHR04V5|COORD:9119699..9117170|protein chloroplast 50S ribosomal protein L2, putative, expressed	LOC_Os04g16771.1	 no descriptionvery weakly similar to (99.0)ATMG00560| Symbols: RPL2 | encodes a mitochondrial ribosomal protein L2, a constituent of the large subunit of the ribosomal complex | chrM:154744-157345 FORWARDmoderately similar to ( 204)RM02_ORYSAnot assigned not assigned rplB RplB rpl2 Ribosomal_L2_C rpl2p Ribosomal_L2 	protein.synthesis.mito/plastid ribosomal protein.plastid	29_2_1_1

CUST_162191_PI403524517	2	-0.007996559	0.22915459	0.0079956055	-0.03941822	0.020807266	-0.066942215	35_45240	"Cluster: Kinesin motor protein, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Kinesin motor protein, putative, expressed - Oryza sativa"	UniRef90_Q2QM62		0	CHR12V5|COORD:26102591..26097414|protein ATP binding protein, putative, expressed	LOC_Os12g42160.1	no description	not assigned.unknown	35_2

CUST_86349_PI403524517	2	0.07674408	-0.28221512	-0.03407383	0.034072876	-0.035297394	0.09704113	35_24729	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_106868_PI403524517	2	0.06317997	-0.16275978	0.16083622	-0.06318092	0.13401127	-0.09083748	35_30416	"Cluster: Hypothetical protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53PF9		0	CHR11V5|COORD:3686956..3685238|protein hypothetical protein	LOC_Os11g07330.1	no description	not assigned.unknown	35_2

CUST_140099_PI403524517	2	0.16491747	-0.3407588	0.30069017	0.12174702	-0.8173723	-0.12174702	35_39286	Rep: Cyclophilin 1 - Oryza sativa (Rice)	UniRef90_Q40672	"CHR3V7|COORD:20817966..20818496| ROC2 (rotamase CyP 2); peptidyl-prolyl cis-trans isomerase"	AT3G56070.1	CHR09V5|COORD:22809423..22810520|protein peptidyl-prolyl cis-trans isomerase CYP19-3, putative, expressed	LOC_Os09g39780.2	no descriptionweakly similar to ( 185)AT3G56070| Symbols: ROC2 | ROC2 (rotamase CyP 2) | chr3:20817966-20818496 REVERSEweakly similar to ( 192)CYPH_CATROPeptidyl-prolyl cis-trans isomerase - Catharanthus roseus (Rosy periwinkle) (Madagascar periwinkle)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned cyclophilin_ABH_like Pro_isomerase cyclophilin PpiB cyclophilin_WD40 cyclophilin_SpCYP2_like cyclophilin_RING Cyclophilin_PPIL3_like cyclophilin_CeCYP16-like cyclophilin_RRM TT_ORF1 cyclophilin_EcCYP_like PRK10903 PRK07003 PRK10791 PRK12323	cell.cycle.peptidylprolyl isomerase	31_3_1

CUST_26254_PI403524517	2	0.10285139	0.10285139	0.0011334419	-0.0011334419	-0.49488878	-0.58236647	35_7610	"Cluster: Hypothetical protein; n=1; Anaeromyxobacter sp. Fw109-5|Rep: Hypothetical protein - Anaeromyxobacter sp. Fw109-5"	UniRef90_A1HY15	0	0	CHR10V5|COORD:18816916..18818979|protein expressed protein	LOC_Os10g35800.1	no description	not assigned.unknown	35_2

CUST_171803_PI403524517	2	-0.17268944	0.43550396	0.17426872	-0.2602768	-0.0022249222	0.0022249222	35_47866	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_123926_PI403524517	2	0.05338669	-0.053459167	0.03747368	-0.02362156	-0.02938366	0.02362156	35_34940	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QYQ2		0	CHR12V5|COORD:557636..553442|protein expressed protein	LOC_Os12g01930.5	no description	not assigned.unknown	35_2

CUST_8634_PI404877155	2	-0.12746906	0.6177702	0.10891056	0.08709335	-0.13976383	-0.08709335	Contig25582_at	urease accessory protein G [Solanum tuberosum]	CAC33003.1	urease accessory protein (UREG)	At2g34470.1	protein urease accessory protein UreG, putative	Os05g49050	"PSKF109;UREASE ACCESSORY PROTEIN UREG;urease accessory protein (UREG), identical to urease accessory protein UREG GI:4324678 from (Arabidopsis thaliana); contains Pfam profile: PF01495 HypB/UreG nucleotide-binding domain or  similar to urease accessory pr"	amino acid metabolism.degradation.glutamate family.arginine	13_2_2_3

CUST_121642_PI403524517	2	0.10385132	-0.88302994	-0.22450542	0.030992508	0.01913166	-0.01913166	35_34351	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_72909_PI403524517	2	0.030483246	0.027804375	-0.018520355	-0.078211784	0.018520355	-0.04370594	35_20903	"Cluster: Putative auxin-regulated protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative auxin-regulated protein - Oryza sativa (japonica cultivar-g"	UniRef90_Q6YZJ0	"CHR5V7|COORD:1038673..1041452| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G10000.2); similar to Os08g0558200 [Oryza sativa (japonica"	AT5G03880.1	CHR08V5|COORD:27805368..27808318|protein glutathione S-transferase, N-terminal domain containing protein, expressed	LOC_Os08g44400.1	"no descriptionmoderately similar to ( 249)AT5G03880| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G10000.2); similar to Os08g0558200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001062492.1); similar to unnamed protein product [Ostreococcus tauri] (GB:CAL56846.1); contains InterPro domain Thioredoxin-like fold; (InterPro:IPR012336); contains InterPro domain Thioredoxin fold; (InterPro:IPR012335) | chr5:1038673-1041452 REVERSEGST_N_2GST_N GST_N_family"	not assigned.unknown	35_2

CUST_77810_PI403524517	2	0.019359589	0.11955404	0.08300543	-0.2685032	-0.12219906	-0.019359589	35_22308	"Cluster: Os01g0148000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0148000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JQP7	"CHR5V7|COORD:474277..482550| CER3 (ECERIFERUM 3); protein binding / ubiquitin-protein ligase/ zinc ion binding"	AT5G02310.1	CHR01V5|COORD:2596652..2609664|protein zinc finger in N-recognin family protein, putative, expressed	LOC_Os01g05500.2	"no descriptionweakly similar to ( 118)AT5G02310| Symbols: CER3 | CER3 (ECERIFERUM 3); protein binding / ubiquitin-protein ligase/ zinc ion binding | chr5:474277-482550 FORWARDnot assigned"	secondary metabolism.wax	16_7

CUST_67192_PI403524517	2	0.24359131	0.015171051	-0.1275816	-0.07051468	0.0679512	-0.015171051	35_19188	"Cluster: Bifunctional phosphopantetheine adenylyl transferase dephospho CoA kinase-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Bifunctional"	UniRef90_Q6ZLC4	"CHR2V7|COORD:7947107..7948581| ATCOAD (4-PHOSPHOPANTETHEINE ADENYLYLTRANSFERASE); nucleotidyltransferase/ pantetheine-phosphate"	AT2G18250.1	CHR07V5|COORD:4186335..4183505|protein bifunctional coenzyme A synthase, putative, expressed	LOC_Os07g08210.3	"no descriptionmoderately similar to ( 214)AT2G18250| Symbols: ATCOAD | ATCOAD (4-PHOSPHOPANTETHEINE ADENYLYLTRANSFERASE); nucleotidyltransferase/ pantetheine-phosphate adenylyltransferase | chr2:7947107-7948581 FORWARDnot assigned PPAT_CoAS COG1019 PRK00777 cytidylyltransferase_like PRK01170 nt_trans CTP_transf_2"	not assigned.no ontology	35_1

CUST_66679_PI403524517	2	0.040755272	-0.042856216	-0.042856216	-0.020864487	0.020864487	0.02149105	35_19038	"Cluster: Hypothetical protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q84ME6	"CHR4V7|COORD:10080532..10081721| similar to unknown [Solanum tuberosum] (GB:ABA81886.1); contains domain UDP-Glycosyltransferase/glycogen phosphorylase"	AT4G18230.1	CHR03V5|COORD:17577245..17571133|protein UDP-N-acetylglucosamine transferase subunit ALG14, putative, expressed	LOC_Os03g30934.2	"no descriptionmoderately similar to ( 259)AT4G18230| Symbols:  | similar to unknown [Solanum tuberosum] (GB:ABA81886.1); contains domain UDP-Glycosyltransferase/glycogen phosphorylase (SSF53756); contains domain no description (G3D.3.40.50.2000); contains domain FAMILY NOT NAMED (PTHR12154); contains domain SUBFAMILY NOT NAMED (PTHR12154:SF8) | chr4:10080532-10081721 REVERSEnot assigned Alg14"	not assigned.unknown	35_2

CUST_29009_PI399408534	2	0.18038082	-0.25984383	-0.08831406	0.030107498	-0.030107498	0.1962719	35_19487	"Cluster: Putative 6b-interacting protein 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative 6b-interacting protein 1 - Oryza sativa (japonica cultivar"	UniRef90_Q6Z7E6	CHR1V7|COORD:20184640..20185791| transcription factor	AT1G54060.1	CHR02V5|COORD:21445480..21443732|protein 6b-interacting protein 1, putative, expressed	LOC_Os02g35690.1	no descriptionweakly similar to ( 158)AT3G11100| Symbols:  | transcription factor | chr3:3476496-3477326 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned HPC2 PRK07003 Adeno_VII	RNA.regulation of transcription.Trihelix, Triple-Helix transcription factor family	27_3_30

CUST_62277_PI403524517	2	-0.16962719	-0.14567184	-0.017661095	0.18252277	0.22454166	0.017661095	35_17757	"Cluster: Hypothetical protein P0406F06.10; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0406F06.10 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6ZF52	CHR4V7|COORD:11446205..11447037| F-box family protein	AT4G21510.1	CHR07V5|COORD:22411377..22409514|protein F-box domain containing protein, expressed	LOC_Os07g37400.1	no descriptionvery weakly similar to (77.0)AT1G61340| Symbols:  | F-box family protein | chr1:22632191-22633406 FORWARD	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_47951_PI403524517	2	-0.13736868	0.12315464	0.22746229	0.34371614	-0.4301877	-0.12315464	35_13713	"Cluster: Putative peroxidase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative peroxidase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q9FYP0	CHR4V7|COORD:16084859..16086108| peroxidase, putative	AT4G33420.1	CHR05V5|COORD:1988139..1993112|protein peroxidase 1 precursor, putative, expressed	LOC_Os05g04380.1	 no descriptionweakly similar to ( 198)AT4G33420| Symbols:  | peroxidase, putative | chr4:16084859-16086108 FORWARDweakly similar to ( 179)PER1_ARAHYCationic peroxidase 1 precursor - Arachis hypogaea (Peanut)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned secretory_peroxidase peroxidase plant_peroxidase PRK07764 Herpes_BLLF1 PRK07003 PRK12678 PRK12323 Drf_FH1 Totivirus_coat PRP8 	misc.peroxidases	26_12

CUST_88304_PI403524517	2	0.00970459	0.16741419	0.16791153	-0.47772884	-0.009705067	-0.5235677	35_25280	"Cluster: Putative NAD(P)-dependent cholesterol dehydrogenase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative NAD(P)-dependent cholesterol dehydrogena"	UniRef90_Q6ZHP8	CHR2V7|COORD:14244027..14245810| 3-beta hydroxysteroid dehydrogenase/isomerase family protein	AT2G33630.1	CHR02V5|COORD:29664774..29669157|protein beta-hydroxysteroid dehydrogenase type 7, putative, expressed	LOC_Os02g48460.1	no descriptionmoderately similar to ( 222)AT2G33630| Symbols:  | 3-beta hydroxysteroid dehydrogenase/isomerase family protein | chr2:14244027-14245810 REVERSEnot assigned not assigned not assigned not assigned 3Beta_HSD Epimerase WcaG GalE Polysacc_synt_2 COG1086 NAD_binding_4 RmlD_sub_bind RfbB RfbD	lipid metabolism.'exotics' (steroids, squalene etc).3-beta hydroxysteroid dehydrogenase/isomerase	11_8_4

CUST_103593_PI403524517	2	0.19797659	-0.34536648	-0.1743555	0.096921444	0.16015863	-0.096921444	35_29538	"Cluster: Os05g0126500 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0126500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DL31		0	0	0	no description	not assigned.unknown	35_2

CUST_176793_PI403524517	2	-0.014420509	0.061415672	0.014420509	0.1292963	-0.1734333	-0.1830678	35_49189	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_13856_PI399408534	2	-0.012346268	0.017181396	0.1178503	-0.052581787	-0.097886086	0.012347221	35_2179	Rep: Sterol-8,7-isomerase - Zea mays (Maize)	UniRef90_Q2TU57	CHR1V7|COORD:6949151..6950126| HYD1 (Hydra 1)	AT1G20050.1	CHR01V5|COORD:187648..183048|protein 3-beta-hydroxysteroid-delta-isomerase, putative, expressed	LOC_Os01g01369.1	no descriptionmoderately similar to ( 250)AT1G20050| Symbols: HYD1 | HYD1 (Hydra 1) | chr1:6949151-6950126 FORWARDmoderately similar to ( 340)EBP_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned EBP DUF566 PRK12323 PRK07003 PRK07764 Tymo_45kd_70kd AF-4	hormone metabolism.brassinosteroid.synthesis-degradation.sterols.HYD1	17_3_1_2_5

CUST_162092_PI403524517	2	0.2686596	0.15929556	0.014566898	-0.06630373	-0.014566898	-0.30771732	35_45214	"Cluster: Putative membrane protein; n=1; Emiliania huxleyi virus 86|Rep: Putative membrane protein - Emiliania huxleyi virus 86"	UniRef90_Q4A2B5	CHR4V7|COORD:6952794..6954237| hydroxyproline-rich glycoprotein family protein	AT4G11430.1	CHR08V5|COORD:395077..393302|protein vegetative cell wall protein gp1 precursor, putative, expressed	LOC_Os08g01690.1	no descriptionnot assigned not assigned	not assigned.unknown	35_2

CUST_148675_PI403524517	2	-0.0052461624	0.5348644	0.0052452087	-0.089152336	-0.119244576	0.029087067	35_41595	"Cluster: Os02g0282500 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0282500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E209	CHR3V7|COORD:16207279..16211410| disease resistance protein RPP1-WsB-like (TIR-NBS-LRR class), putative	AT3G44630.2	CHR02V5|COORD:10503047..10508539|protein NB-ARC domain containing protein, expressed	LOC_Os02g18080.1	no description	not assigned.unknown	35_2

CUST_11269_PI403524517	2	-0.019582748	0.38150215	-0.014770508	-0.10537243	0.014770508	0.13855743	35_3194	"Cluster: Protein kinase CK2 regulatory subunit CK2B2; n=6; Poaceae|Rep: Protein kinase CK2 regulatory subunit CK2B2 - Zea mays (Maize)"	UniRef90_Q9FQF7	"CHR2V7|COORD:18433973..18435241| CKB4 (CASEIN KINASE II BETA SUBUNIT 4); protein kinase CK2/ protein kinase CK2 regulator"	AT2G44680.1	CHR10V5|COORD:21979200..21984175|protein casein kinase II subunit beta-4, putative, expressed	LOC_Os10g41520.2	"no descriptionmoderately similar to ( 381)AT2G44680| Symbols: CKB4 | CKB4 (CASEIN KINASE II BETA SUBUNIT 4); protein kinase CK2 regulator | chr2:18433973-18435241 REVERSEnot assigned CK_II_beta SKB2"	protein.postranslational modification	29_4

CUST_17552_PI404877155	2	-0.053923607	-0.7320719	-0.12427044	0.053923607	0.06481457	0.082987785	HV_CEb0003E11r2_at	receptor-like protein kinase-like [Oryza sativa (japonica cultivar-group)]	NP_917600.1	leucine-rich repeat transmembrane protein kinase, putative	At5g58300.1	protein Protein kinase domain	Os01g42290	NONE	signalling.receptor kinases.leucine rich repeat III	30_2_3

CUST_166304_PI403524517	2	0.25680637	0.52916145	0.051063538	-0.21621895	-0.24587345	-0.051063538	35_46329	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_300_PI404877155	2	-1.0607271	-1.1649346	0.2518854	0.67406464	0.9087658	-0.25188637	Contig10172_at	OsNAC5 protein [imported] - rice dbj|BAA89799.1| OsNAC5 protein [Oryza sativa]	T52344	splicing factor PWI domain-containing protein	At2g29210.1	protein OsNAC5 protein [imported] - rice	Os11g08210	NONE	RNA.regulation of transcription.NAC domain transcription factor family	27_3_27

CUST_99957_PI403524517	2	0.23337173	-0.0066947937	0.006694317	-0.2707677	-0.668077	0.05234909	35_28536	"Cluster: Os01g0321300 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0321300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JN74	CHR4V7|COORD:770926..776131| preprotein translocase secA subunit, putative	AT4G01800.1	CHR01V5|COORD:12230694..12217743|protein preprotein translocase secA subunit, chloroplast precursor, putative, expressed	LOC_Os01g21820.1	 no descriptionweakly similar to ( 168)AT4G01800| Symbols:  | preprotein translocase secA subunit, putative | chr4:770926-776131 REVERSEweakly similar to ( 165)SECA_SPIOLProtein translocase subunit secA, chloroplast precursor - Spinacia oleracea (Spinach)PRK12904 secA SecA_DEAD PRK09200 secA SecA secA secA secA secA secA secA secA PRK12326 	protein.targeting.chloroplast	29_3_3

CUST_95082_PI403524517	2	0.2184453	0.33376503	0.058847427	-0.38278103	-0.058847427	-0.38278103	35_27172	"Cluster: Gastric mucin-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Gastric mucin-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5QLZ3	"CHR3V7|COORD:2633952..2636542| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G40070.1); similar to Os01g0819000 [Oryza sativa (japonica"	AT3G08670.1	CHR01V5|COORD:35215162..35219656|protein transposon protein, putative, CACTA, En/Spm sub-class, expressed	LOC_Os01g60309.1	no description	not assigned.unknown	35_2

CUST_13093_PI404877155	2	0.029047012	-0.14707947	0.019768715	-0.019767761	-0.041137695	0.05859375	Contig6807_at	secretory carrier membrane protein [Oryza sativa] dbj|BAB63575.1| secretory carrier membrane protein [Oryza sativa (japonica	AAF36688.1	secretory carrier membrane protein (SCAMP) family protein (SC3)	At1g61250.1	protein SCAMP family, putative	Os05g42330	secretory carrier membrane protein	transport.misc	34_99

CUST_22262_PI403524517	2	-0.01980877	0.19575596	-0.3311615	-0.006585121	0.085289955	0.0065841675	35_6467	"Cluster: F-box protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: F-box protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z7V6	CHR4V7|COORD:5758990..5760105| F-box family protein (FBW2)	AT4G08980.2	CHR02V5|COORD:31902663..31905823|protein ubiquitin-protein ligase, putative, expressed	LOC_Os02g52130.9	no descriptionmoderately similar to ( 275)AT4G08980| Symbols:  | F-box family protein (FBW2) | chr4:5758990-5760105 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07764 PRK12678 PRK07003 PRK12323 APC_basic Tymo_45kd_70kd infB SerH	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_34337_PI403524517	2	-0.26300812	-0.012310028	-0.014631271	0.35166168	0.012310028	0.07620144	35_9899	"Cluster: Harpin-induced protein 1 containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Harpin-induced protein 1 containing protein, e"	UniRef90_Q2QXF5	CHR3V7|COORD:6736388..6738336| late embryogenesis abundant protein-related / LEA protein-related	AT3G19430.1	CHR12V5|COORD:2950601..2949701|protein YLS9, putative, expressed	LOC_Os12g06220.1	no descriptionvery weakly similar to (67.0)AT5G06320| Symbols: NHL3 | NHL3 (NDR1/HIN1-like 3) | chr5:1931017-1931712 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Hin1 PRK07003 PRK12323 Atrophin-1 PRK07764 DUF1421 Herpes_BLLF1 AF-4 HPC2 FAP PRK05648 TT_ORF1 APC_basic Extensin_2 PRK10856 PRK12495 Pneumo_att_G	not assigned.no ontology	35_1

CUST_5331_PI403524517	2	0.07763672	-0.1427803	-0.077635765	0.31145096	0.32728004	-0.21389294	35_1472	Rep: Temperature stress-induced lipocalin - Triticum aestivum (Wheat)	UniRef90_Q8S9H0	CHR5V7|COORD:23517738..23518382| lipocalin, putative	AT5G58070.1	CHR02V5|COORD:24147204..24146243|protein OsTIL-1 - Oryza sativa Temperature-induced lipocalin-1, expressed	LOC_Os02g39930.1	 no descriptionweakly similar to ( 131)AT5G58070| Symbols:  | lipocalin, putative | chr5:23517738-23518382 REVERSEnot assigned Lipocalin_2 Blc 	not assigned.no ontology	35_1

CUST_136389_PI403524517	2	0.10981655	-0.017439842	-0.15174103	0.017439842	0.13006878	-0.053334236	35_38246	"Cluster: Hypothetical protein P0022B05.123; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0022B05.123 - Oryza sativa (japonica cultivar"	UniRef90_Q8LHX9		0	CHR07V5|COORD:1082724..1081104|protein F-box domain containing protein, expressed	LOC_Os07g02890.1	no description	not assigned.unknown	35_2

CUST_85906_PI403524517	2	-0.0016269684	0.6681223	0.020149231	-0.29400063	-0.14235783	0.0016269684	35_24602	"Cluster: Putative transcription factor; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative transcription factor - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XHS7	CHR3V7|COORD:8063070..8064482| leucine-rich repeat family protein / extensin family protein	AT3G22800.1	CHR07V5|COORD:8314636..8319731|protein dcp1-like decapping family protein, expressed	LOC_Os07g14580.1	no description	not assigned.unknown	35_2

CUST_18388_PI404877155	2	0.38595486	-1.5676298	-0.42099094	0.6655674	0.64077854	-0.3859539	HVSMEh0080L10r2_x_at	chlorophyll a/b binding protein precursor [Hordeum vulgare]	AAF23819.1	chlorophyll A-B binding protein / LHCI type I (CAB)	At3g54890.1	protein Chlorophyll A-B binding protein, putative	Os06g21590	chlorophyll a/b binding protein	PS.lightreaction.photosystem I.LHC-I	1_01_02_01

CUST_1958_PI403524517	2	-0.03391838	1.3010664	-0.19227791	0.51509285	0.03391838	-0.6043596	35_520	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_58355_PI403524517	2	0.14027786	-0.04027176	-0.057692528	0.07774544	-0.01036644	0.01036644	35_16645	"Cluster: SLT1 protein, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: SLT1 protein, putative, expressed - Oryza sativa (japonica cultivar"	UniRef90_Q10NA2	"CHR3V7|COORD:3989414..3990883| similar to SLT1 (SODIUM- AND LITHIUM-TOLERANT 1) [Arabidopsis thaliana] (TAIR:AT2G37570.1); similar to SLT1 protein [Nicotiana"	AT3G12570.4	CHR03V5|COORD:9381674..9384607|protein SLT1 protein, putative, expressed	LOC_Os03g16910.2	"no descriptionvery weakly similar to (54.7)AT3G12570| Symbols:  | similar to SLT1 (SODIUM- AND LITHIUM-TOLERANT 1) [Arabidopsis thaliana] (TAIR:AT2G37570.1); similar to SLT1 protein [Nicotiana tabacum] (GB:AAG39002.1); contains InterPro domain HSP20-like chaperone; (InterPro:IPR008978) | chr3:3989414-3990883 FORWARD"	stress.abiotic	20_2

CUST_165313_PI403524517	2	0.34711027	-0.048074722	-0.041476727	0.2721877	-0.10229492	0.041476727	35_46069	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_15359_PI399408534	2	0.22388268	-0.539608	-0.157835	-0.014429092	0.014429092	0.099594116	35_19972	Rep: Homeodomain protein JUBEL2 - Hordeum vulgare (Barley)	UniRef90_Q94KS4	"CHR5V7|COORD:395751..398869| LSN (LARSON, VAAMANA); DNA binding / transcription factor"	AT5G02030.1	CHR01V5|COORD:36776800..36771873|protein homeodomain protein JUBEL2, putative, expressed	LOC_Os01g62920.1	" no descriptionmoderately similar to ( 251)AT5G02030| Symbols: HB-6, PNY, BLR, RPL, BLH9, VAN, LSN | LSN (LARSON, VAAMANA); DNA binding / transcription factor | chr5:395751-398869 FORWARDvery weakly similar to (64.7)KN1_MAIZEHomeotic protein knotted-1 - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned POX POX PRK12323 PRK12678 Atrophin-1 PRK07764 PRK07003 DUF1509 AF-4 infB homeodomain Tymo_45kd_70kd Herpes_BLLF1 APC_basic HOX HPC2 rne "	RNA.regulation of transcription.HB,Homeobox transcription factor family	27_3_22

CUST_67928_PI403524517	2	0.11792946	-0.09003639	-0.020864487	0.02086544	-0.05944729	0.047899246	35_19407	Rep: Sucrose synthase 3 - Zea mays (Maize)	UniRef90_Q8L5H0	"CHR4V7|COORD:995166..998719| SUS3; UDP-glycosyltransferase/ sucrose synthase/ transferase, transferring glycosyl groups"	AT4G02280.1	CHR03V5|COORD:12659490..12653295|protein sucrose synthase 2, putative, expressed	LOC_Os03g22120.1	" no descriptionnearly identical (1320)AT4G02280| Symbols: SUS3 | SUS3; UDP-glycosyltransferase/ sucrose synthase/ transferase, transferring glycosyl groups | chr4:995166-998719 FORWARDnearly identical (1318)SUS2_PEASucrose synthase 2 - Pisum sativum (Garden pea)not assigned not assigned Sucrose_synth RfaG Glycos_transf_1 "	major CHO metabolism.degradation.sucrose.Susy	2_2_1_5

CUST_13122_PI399408534	2	0.1507988	-0.3568306	-0.036231995	-0.19630718	0.14837837	0.03623295	35_23248	"Cluster: Os07g0688200 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0688200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D3F9	"CHR5V7|COORD:20154717..20156610| AtMYB78 (myb domain protein 78); DNA binding / transcription factor"	AT5G49620.1	CHR07V5|COORD:29240396..29241932|protein typical P-type R2R3 Myb protein, putative, expressed	LOC_Os07g48870.1	" no descriptionweakly similar to ( 138)AT3G06490| Symbols: AtMYB108, BOS1, MYB108 | MYB108 (BOTRYTIS-SUSCEPTIBLE1, myb domain protein 108); DNA binding / transcription factor | chr3:2004304-2006364 FORWARDweakly similar to ( 113)MYBP_MAIZEMyb-related protein P - Zea mays (Maize)not assigned not assigned not assigned Myb_DNA-binding SANT PRK12323 PRK07764 PRK07003 SANT "	RNA.regulation of transcription.MYB domain transcription factor family	27_3_25

CUST_169584_PI403524517	2	0.21549988	0.093565464	-0.016617775	0.003942013	-0.003942013	-0.43520832	35_47234	"Cluster: Os06g0526600 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0526600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DBU5	CHR1V7|COORD:16816094..16817173| DNA binding / ligand-dependent nuclear receptor	AT1G44191.1	CHR06V5|COORD:19523705..19515633|protein ATP binding protein, putative, expressed	LOC_Os06g33520.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned Atrophin-1 Drf_FH1 HPC2 PRK12678 AF-4 Tymo_45kd_70kd	not assigned.unknown	35_2

CUST_292_PI404877155	2	-0.8168421	-0.13353014	0.25381422	0.13353014	-0.8355341	0.1539936	Contig10168_at	B1131B07.13 [Oryza sativa (japonica cultivar-group)] dbj|BAB93351.1| B1131B07.13 [Oryza sativa (japonica cultivar-group)]	NP_916632.1	WRKY family transcription factor	At5g26170.1	protein WRKY DNA -binding domain, putative	Os05g46020	NONE	RNA.regulation of transcription.WRKY domain transcription factor family	27_3_32

CUST_67711_PI403524517	2	0.0204916	-0.28823185	0.36901474	0.08027363	-0.059132576	-0.0204916	35_19343	Rep: Hexokinase-7 - Oryza sativa (Rice)	UniRef90_Q1WM16	"CHR4V7|COORD:14352344..14354871| ATHXK1 (GLUCOSE INSENSITIVE 2); ATP binding / hexokinase"	AT4G29130.1	CHR05V5|COORD:5320524..5316546|protein hexokinase-1, putative, expressed	LOC_Os05g09500.1	" no descriptionmoderately similar to ( 488)AT4G29130| Symbols: GIN2, HXK1, ATHXK1 | ATHXK1 (GLUCOSE INSENSITIVE 2); ATP binding / hexokinase | chr4:14352344-14354871 REVERSEhighly similar to ( 682)HXK7_ORYSAnot assigned COG5026 Hexokinase_2 Hexokinase_1 "	major CHO metabolism.degradation.sucrose.hexokinase	2_2_1_4

CUST_53697_PI403524517	2	0.23465776	-0.060638428	0.19764471	0.060638428	-0.28799152	-0.23348856	35_15281	"Cluster: Hypothetical protein P0016H04.11; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0016H04.11 - Oryza sativa (japonica cultivar-g"	UniRef90_Q65XV7	CHR5V7|COORD:18416217..18418871| replication protein, putative	AT5G45400.1	CHR05V5|COORD:571398..576110|protein DNA binding protein, putative, expressed	LOC_Os05g02040.1	 no descriptionvery weakly similar to (79.3)AT5G45400| Symbols:  | replication protein, putative | chr5:18416217-18418871 FORWARDRPA1N Rep-A_N 	DNA.synthesis/chromatin structure	28_1

CUST_82425_PI403524517	2	0.13897848	0.11933422	0.20648575	-0.34546137	-0.1193347	-0.36507988	35_23639	"Cluster: Hypothetical protein OSJNBa0085L11.3-1; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0085L11.3-1 - Oryza sativa (japonic"	UniRef90_Q5VMN5	CHR1|COORD:29633206..29635446| expressed protein	AT1G78810.2	CHR06V5|COORD:2769430..2765129|protein expressed protein	LOC_Os06g06014.4	"no descriptionvery weakly similar to (68.2)AT1G78810| Symbols:  | similar to Os06g0153600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001056841.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD69284.1) | chr1:29633581-29635403 REVERSEnot assigned not assigned Drf_FH1"	not assigned.unknown	35_2

CUST_42271_PI403524517	2	0.2813058	0.13184881	-0.06919432	-0.15185928	-0.53197384	0.06919432	35_12150	Rep: F2J10.1 protein - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q9LPN2	CHR1V7|COORD:18573589..18579492| AAA-type ATPase family protein	AT1G50140.1	CHR06V5|COORD:6513400..6502736|protein ATP binding protein, putative, expressed	LOC_Os06g12160.1	no descriptionweakly similar to ( 169)AT1G50140| Symbols:  | AAA-type ATPase family protein | chr1:18573589-18579492 REVERSE	protein.degradation.AAA type	29_5_9

CUST_87554_PI403524517	2	0.14478064	0.3409667	0.11412859	-0.11412859	-0.44679308	-0.33273172	35_25064	"Cluster: 'putative inositol-1,4,5-trisphosphate phosphatase'; n=1; Oryza sativa (japonica cultivar-group)|Rep: 'putative inositol-1,4,5-trisphosphate phosphatas"	UniRef90_Q6L5I9	"CHR1V7|COORD:12426809..12429504| IP5PI (INOSITOL POLYPHOSPHATE 5-PHOSPHATASE I); inositol-polyphosphate 5-phosphatase"	AT1G34120.1	CHR01V5|COORD:30156969..30163085|protein inositol-1,4,5-trisphosphate 5-Phosphatase, putative, expressed	LOC_Os01g51890.1	 no descriptionweakly similar to ( 163)AT1G71710| Symbols:  | inositol polyphosphate 5-phosphatase, putative | chr1:26977458-26980436 REVERSEnot assigned IPPc COG5411 	DNA.synthesis/chromatin structure	28_1

CUST_20255_PI403524517	2	0.16338158	0.19876671	-0.09723854	-0.092487335	-0.06956005	0.06956005	35_5871	"Cluster: Os01g0775300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0775300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JIV6	0	0	CHR01V5|COORD:33111173..33100327|protein MATH domain containing protein, expressed	LOC_Os01g56800.3	no description	not assigned.unknown	35_2

CUST_156225_PI403524517	2	0.2646165	0.11104441	-0.012742043	0.012742519	-0.30028105	-0.021997929	35_43631	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_116516_PI403524517	2	0.0036468506	0.4212103	-0.0036468506	-0.1491108	-0.10995197	0.09425259	35_33031	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_67210_PI403524517	2	0.2060976	0.49981976	-0.4978819	-0.11428833	-0.05935669	0.05935669	35_19194	"Cluster: TPR Domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: TPR Domain containing protein, expressed - Oryza sativa (jap"	UniRef90_Q10ML4	CHR4V7|COORD:930228..932049| DNAJ heat shock N-terminal domain-containing protein	AT4G02100.1	CHR03V5|COORD:10754829..10751311|protein heat shock protein binding protein, putative, expressed	LOC_Os03g19200.1	no descriptionmoderately similar to ( 264)AT4G02100| Symbols:  | DNAJ heat shock N-terminal domain-containing protein | chr4:930228-932049 FORWARDnot assigned not assigned	stress.abiotic.heat	20_2_1

CUST_13343_PI403524517	2	-0.027385712	-0.4849844	-0.07389927	0.061159134	0.027384758	0.5404234	35_3821	"Cluster: Putative glutathione S-transferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative glutathione S-transferase - Oryza sativa (japonica cultiv"	UniRef90_Q8H8D8	"CHR2V7|COORD:19565283..19566336| ATGSTF8 (GLUTATHIONE S-TRANSFERASE 8); glutathione transferase"	AT2G47730.1	CHR03V5|COORD:1928654..1927427|protein glutathione S-transferase, putative, expressed	LOC_Os03g04240.1	" no descriptionweakly similar to ( 165)AT2G47730| Symbols: GST6, ATGSTF5, GSTF8, ATGSTF8 | ATGSTF8 (GLUTATHIONE S-TRANSFERASE 8); glutathione transferase | chr2:19565283-19566336 FORWARDweakly similar to ( 143)GSTF3_MAIZEGlutathione S-transferase 3 - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned GST_C_Phi Gst GST_N_Phi GST_C_GTT2_like GST_C_EFB1gamma GST_C_family GST_C_Ure2p_like GST_C PRK10542 GST_N GST_C_2 GST_N_family GST_N_Theta GST_N_GTT1_like GST_C_1 KAR9 "	misc.glutathione S transferases	26_9

CUST_88421_PI403524517	2	0.012055397	-0.40225887	0.35240936	0.18319654	-0.012055397	-0.114818096	35_25310	Rep: Kinesin-like protein - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q8GS71	"CHR5|COORD:19383709..19389978| kinesin-like protein (FRA1), identical to kinesin-like protein (Arabidopsis thaliana) GI:27260890; contains Pfam profile PF00225:"	AT5G47820.2	CHR09V5|COORD:1157082..1166873|protein chromosome-associated kinesin KLP1, putative, expressed	LOC_Os09g02650.1	"no descriptionmoderately similar to ( 221)AT5G47820| Symbols: FRA1 | FRA1 (FRAGILE FIBER 1); microtubule motor | chr5:19383731-19389455 FORWARDvery weakly similar to (82.0)K125_TOBAC125 kDa kinesin-related protein - Nicotiana tabacum (Common tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned KISc_KIF4 KISc Kinesin KISc KISc_KHC_KIF5 KISc_BimC_Eg5 KISc_KIF3 KISc_CENP_E KISc_KIP3_like KISc_KIF1A_KIF1B KISc_KIF2_like KISc_C_terminal KIP1 KISc_KLP2_like KISc_KIF9_like KISc_KIF23_like KISc_KID_like Motor_domain"	cell.organisation	31_1

CUST_4254_PI403524517	2	0.14335442	0.21136379	-0.023223877	0.0049152374	-0.23925686	-0.004916191	35_1176	"Cluster: GAMYB-binding protein; n=1; Hordeum vulgare subsp. vulgare|Rep: GAMYB-binding protein - Hordeum vulgare var. distichum (Two-rowed barley)"	UniRef90_Q84UD4	CHR4V7|COORD:10454781..10457479| protein kinase, putative	AT4G19110.1	CHR06V5|COORD:884831..891704|protein serine/threonine-protein kinase MAK, putative, expressed	LOC_Os06g02550.2	 no descriptionhighly similar to ( 541)AT4G19110| Symbols:  | protein kinase, putative | chr4:10454781-10457043 REVERSEmoderately similar to ( 216)CDC22_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase SPS1 Pkinase_Tyr TyrKc PTKc PTKc_Tec_like PTKc_EphR PTKc_Itk PTKc_Ack_like PTKc_Src_like PTKc_Tec_Rlk PTKc_Btk_Bmx PTKc_Srm_Brk PTKc_Csk_like PTKc_Frk_like PTKc_Jak_rpt2 PTKc_Trk PTKc_Lck_Blk PTKc_Abl PTKc_Hck PTKc_Ror PTKc_InsR_like PTKc_Lyn PTKc_c-ros PTKc_EphR_B PTKc_Musk PTKc_Jak2_Jak3_rpt2 PTKc_EphR_A2 PTKc_Syk_like PTKc_Fes_like PTKc_FGFR PTKc_EphR_A PTK_CCK4 PTKc_EGFR_like PTKc_Tyk2_rpt2 PTKc_Jak1_rpt2 PTKc_Src PTKc_Fyn_Yrk PTKc_FAK PTKc_PDGFR PTKc_Chk PTKc_Syk PTKc_Csk PTKc_TrkB PTKc_Yes PTKc_Fes PTKc_DDR PTKc_DDR_like PTKc_TrkC PTKc_DDR2 PTKc_TrkA PTKc_FGFR4 PTKc_RET PTKc_ALK_LTK PTKc_Zap-70 PTKc_Ror1 PTKc_InsR PTKc_Aatyk PTKc_Fer PTKc_DDR1 PTKc_FGFR3 PTKc_FGFR2 PTKc_FGFR1 PTKc_Tyro3 PTKc_Tie1 PTKc_EphR_A10 PTKc_VEGFR3 PTK_Ryk PTKc_Tie PTKc_VEGFR PTKc_Tie2 PTKc_Axl_like PTKc_Met_Ron PTKc_VEGFR2 PTKc_Aatyk2 PTKc_Aatyk1_Aatyk3 PTKc_EGFR PTKc_Ror2 PTKc_IGF-1R PTKc_HER4 PTKc_CSF-1R PTKc_HER2 PTKc_PDGFR_beta PTKc_Kit PTK_HER3 PTKc_PDGFR_alpha PTKc_Axl 	protein.postranslational modification	29_4

CUST_64162_PI403524517	2	-0.019586563	0.041374207	-0.16685772	0.019586563	-0.079390526	0.106598854	35_18321	"Cluster: P0648C09.19 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: P0648C09.19 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8RYY1	CHR1V7|COORD:16899334..16900867| universal stress protein (USP) family protein	AT1G44760.1	CHR01V5|COORD:38309698..38312558|protein universal stress protein family protein, expressed	LOC_Os01g65440.1	no descriptionmoderately similar to ( 206)AT1G44760| Symbols:  | universal stress protein (USP) family protein | chr1:16899334-16900867 REVERSEnot assigned USP_Like Usp PRK07003 PRK12323	stress.abiotic.unspecified	20_2_99

CUST_322_PI399408534	2	-0.0752182	0.21524048	-0.022071838	0.022070885	0.13069344	-0.12115097	35_13902	"Cluster: MADS-box transcription factor TaAGL11; n=1; Triticum aestivum|Rep: MADS-box transcription factor TaAGL11 - Triticum aestivum (Wheat)"	UniRef90_Q1G193	"CHR2V7|COORD:9587497..9590683| SVP (SHORT VEGETATIVE PHASE); transcription factor"	AT2G22540.1	CHR02V5|COORD:32033033..32039261|protein MADS-box transcription factor 22, putative, expressed	LOC_Os02g52340.1	" no descriptionmoderately similar to ( 222)AT2G22540| Symbols: AGL22, SVP | SVP (SHORT VEGETATIVE PHASE); transcription factor | chr2:9587497-9590683 FORWARDmoderately similar to ( 328)MAD22_ORYSAnot assigned not assigned MADS_MEF2_like MADS MADS MADS_SRF_like SRF-TF K-box ARG80 "	RNA.regulation of transcription.MADS box transcription factor family	27_3_24

CUST_1741_PI404877155	2	0.17076015	0.37349224	-0.02593422	-0.10738659	-0.121533394	0.02593422	Contig11975_at	phosphoenolpyruvate carboxylase [Oryza sativa]	AAG00180.1	phosphoenolpyruvate carboxylase, putative / PEP carboxylase, putative (PPC1)	At1g53310.1	protein phosphoenolpyruvate carboxylase	Os02g14770	Phosphoenolpyruvate carboxylase 1 (PEPCase 1) (CP21) pir|	glycolysis.PEPCase	4_14

CUST_178777_PI403524517	2	0.0058345795	0.07977867	-0.0058345795	-0.107328415	-0.046779633	0.040864944	35_49726	Rep: Cytosolic heat shock protein 90 - Hordeum vulgare (Barley)	UniRef90_Q7XJ80	"CHR5V7|COORD:22704149..22706659| HSP81-2 (EARLY-RESPONSIVE TO DEHYDRATION 8); ATP binding"	AT5G56030.1	CHR09V5|COORD:18540207..18535779|protein heat shock protein 81-3, putative, expressed	LOC_Os09g30439.1	" no descriptionmoderately similar to ( 265)AT5G56030| Symbols: ERD8, HSP81-2 | HSP81-2 (EARLY-RESPONSIVE TO DEHYDRATION 8); ATP binding | chr5:22704149-22706659 FORWARDmoderately similar to ( 273)HSP83_ORYSAnot assigned not assigned HSP90 HtpG PRK05218 "	stress.abiotic.heat	20_2_1

CUST_3042_PI403524517	2	-0.3011217	0.5583029	0.062345505	-0.06234455	0.08904743	-0.7780447	35_828	Rep: ORF1 protein - Hordeum vulgare (Barley)	UniRef90_Q40048	CHR1V7|COORD:17885804..17887523| F-box family protein	AT1G48400.1	CHR03V5|COORD:20523944..20527257|protein ATP binding protein, putative, expressed	LOC_Os03g37120.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned LEA_3 PRK12323 PRK07764 Atrophin-1 DUF1421	not assigned.unknown	35_2

CUST_50542_PI403524517	2	0.07917786	0.22086525	0.123547554	-0.07917881	-0.10754013	-0.1425438	35_14428	"Cluster: GTP-binding signal recognition particle SRP54, G-domain; n=1; Medicago truncatula|Rep: GTP-binding signal recognition particle SRP54, G-domain - Medica"	UniRef90_Q1SSS8	CHR4V7|COORD:14938148..14940606| signal recognition particle receptor alpha subunit family protein	AT4G30600.1	CHR08V5|COORD:23589406..23584742|protein signal recognition particle receptor alpha subunit, putative, expressed	LOC_Os08g37444.6	no descriptionweakly similar to ( 194)AT4G30600| Symbols:  | signal recognition particle receptor alpha subunit family protein | chr4:14938148-14940606 REVERSEnot assigned not assigned not assigned not assigned not assigned SRP-alpha_N	protein.targeting.secretory pathway.unspecified	29_3_4_99

CUST_159037_PI403524517	2	-0.20639896	-0.47703362	0.13023949	0.12846184	0.22218704	-0.12846088	35_44392	"Cluster: FAD binding domain containing protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: FAD binding domain containing protein-like - Oryza sativa"	UniRef90_Q8S9W7	CHR5V7|COORD:3703003..3704982| FAD-binding domain-containing protein	AT5G11540.1	CHR01V5|COORD:28706534..28703246|protein FAD binding domain containing protein, putative, expressed	LOC_Os01g49360.1	no descriptionweakly similar to ( 126)AT5G11540| Symbols:  | FAD-binding domain-containing protein | chr5:3703003-3704982 REVERSEnot assigned ALO	not assigned.no ontology	35_1

CUST_64236_PI403524517	2	0.1911602	0.09870434	0.08928394	-0.15796566	-0.117705345	-0.08928394	35_18340	"Cluster: Hypothetical protein P0039H02.131; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0039H02.131 - Oryza sativa (japonica cultivar"	UniRef90_Q7XID1	"CHR4V7|COORD:12594866..12597825| similar to NSL1 (NECROTIC SPOTTED LESIONS 1) [Arabidopsis thaliana] (TAIR:AT1G28380.1); similar to Membrane attack complex"	AT4G24290.2	CHR07V5|COORD:3567469..3559390|protein MAC/Perforin domain containing protein, expressed	LOC_Os07g07194.1	"no descriptionhighly similar to ( 582)AT4G24290| Symbols:  | similar to NSL1 (NECROTIC SPOTTED LESIONS 1) [Arabidopsis thaliana] (TAIR:AT1G28380.1); similar to Membrane attack complex component/perforin/complement C9 [Medicago truncatula] (GB:ABE83668.1); similar to Os07g0166100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001058970.1); similar to Membrane attack complex component/perforin/complement C9 [Medicago truncatula] (GB:ABE79564.1); contains InterPro domain Membrane attack complex component/perforin/complement C9; (InterPro:IPR001862) | chr4:12594866-12597825 FORWARDMACPF MACPF"	not assigned.unknown	35_2

CUST_168795_PI403524517	2	0.43292332	-0.22313738	-0.4922824	0.21500301	-0.12324762	0.12324762	35_47007	"Cluster: Beta subunit 1 of SnRK1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Beta subunit 1 of SnRK1 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q18PR9	CHR5V7|COORD:7205721..7208242| 5'-AMP-activated protein kinase beta-2 subunit, putative	AT5G21170.1	CHR03V5|COORD:11486413..11491179|protein SNF1-related protein kinase regulatory subunit beta-1, putative, expressed	LOC_Os03g20340.1	no description	not assigned.unknown	35_2

CUST_170898_PI403524517	2	0.5269184	1.9973154	-0.51560974	-0.24131775	-0.46758556	0.2413187	35_47602	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_73927_PI403524517	2	-0.13293171	0.011361122	0.64079666	-0.04942417	-6.713867E-4	6.713867E-4	35_21200	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_136550_PI403524517	2	0.17275047	-0.36210442	-0.099126816	0.015903473	-0.015903473	0.040361404	35_38295	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_16188_PI404877155	2	-1.6759465	-2.214943	-1.2422099	1.7384586	1.2422099	1.8205452	EBes01_SQ002_J08_at	putative DNA cytosine methyltransferase Zmet3 [Zea mays]	AAF68437.1	cytosine methyltransferase (DRM2)	At5g14620.1	protein DNA cytosine methyltransferase Zmet3, putative	Os03g02010	cytosine methyltransferase (DRM2), identical to cytosine methyltransferase GI:7658293 from (Arabidopsis thaliana)	RNA.regulation of transcription.DNA methyltransferases	27_3_46

CUST_21345_PI403524517	2	0.123161316	-0.13218975	-0.11181545	-0.025115013	0.025115013	0.14817905	35_6192	"Cluster: Phosphoethanolamine cytidylyltransferase; n=1; Hordeum vulgare subsp. vulgare|Rep: Phosphoethanolamine cytidylyltransferase - Hordeum vulgare var. dist"	UniRef90_Q84X92	"CHR2V7|COORD:16176057..16178758| PECT1 (PHOSPHORYLETHANOLAMINE CYTIDYLYLTRANSFERASE 1); ethanolamine-phosphate cytidylyltransferase"	AT2G38670.1	CHR12V5|COORD:1010142..1004447|protein ethanolamine-phosphate cytidylyltransferase, putative, expressed	LOC_Os12g02820.1	"no descriptionmoderately similar to ( 291)AT2G38670| Symbols: PECT1 | PECT1 (PHOSPHORYLETHANOLAMINE CYTIDYLYLTRANSFERASE 1); ethanolamine-phosphate cytidylyltransferase | chr2:16176057-16178758 FORWARDnot assigned not assigned ECT cytidylyltransferase CCT TagD RfaE_N G3P_Cytidylyltransferase RfaE PRK11316 cytidylyltransferase_like CTP_transf_2 nt_trans"	not assigned.no ontology	35_1

CUST_11383_PI403524517	2	0.063111305	0.20143414	-0.004867077	0.004867077	-0.1061039	-0.030228615	35_3224	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_112786_PI403524517	2	0.0012760162	0.022834778	-0.07793903	-0.0012760162	0.12965107	-0.1366396	35_32013	"Cluster: Putative auxin-independent growth promoter; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative auxin-independent growth promoter - Oryza sativa"	UniRef90_Q6ETI4	CHR5V7|COORD:7786176..7792083| HUA2 (ENHANCER OF AG-4 2)	AT5G23150.1	CHR02V5|COORD:3197139..3203166|protein auxin-independent growth promoter-like protein, putative, expressed	LOC_Os02g06400.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 Tymo_45kd_70kd Atrophin-1 Drf_FH1	not assigned.unknown	35_2

CUST_3607_PI403524517	2	0.07317352	0.013589859	-0.037309647	0.072380066	-0.10078812	-0.013589859	35_983	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_52152_PI403524517	2	0.09106445	-0.4037838	-0.052188873	0.09885788	0.048645973	-0.048645973	35_14861	Rep: 17.4 kDa class I heat shock protein 3 - Oryza sativa (Rice)	UniRef90_Q84Q77	CHR1V7|COORD:19984178..19984651| 17.6 kDa class I small heat shock protein (HSP17.6C-CI) (AA 1-156)	AT1G53540.1	CHR03V5|COORD:8784620..8785654|protein 17.4 kDa class I heat shock protein 3, putative, expressed	LOC_Os03g15960.1	no descriptionweakly similar to ( 174)AT3G46230| Symbols:  | ATHSP17.4 (Arabidopsis thaliana heat shock protein 17.4) | chr3:16995248-16995718 REVERSEweakly similar to ( 199)HSP23_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned HSP20 alpha-crystallin-Hsps IbpA	stress.abiotic.heat	20_2_1

CUST_24544_PI403524517	2	0.07871199	0.07473755	0.03990221	-0.06527996	-0.03990221	-0.14322615	35_7123	Rep: PREDICTED: hypothetical protein - Pan troglodytes	UniRef90_UPI0000E2473C	0	0	0	0	no description	not assigned.unknown	35_2

CUST_62341_PI403524517	2	0.02720642	0.4018097	0.050354004	-0.16325569	-0.13656425	-0.02720642	35_17778	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_99072_PI403524517	2	-0.012151718	0.42034054	0.030636787	-0.1508007	0.012151718	-0.16970634	35_28281	"Cluster: Chloroplast inositol phosphatase-like protein; n=2; Triticum aestivum|Rep: Chloroplast inositol phosphatase-like protein - Triticum aestivum (Wheat)"	UniRef90_Q5XUV3	CHR2V7|COORD:8994864..8996266| PSB29 (THYLAKOID FORMATION1)	AT2G20890.1	CHR07V5|COORD:22321480..22317313|protein chloroplast-localized Ptr ToxA-binding protein1, putative, expressed	LOC_Os07g37250.1	 no descriptionweakly similar to ( 154)AT2G20890| Symbols: THF1, PSB29 | PSB29 (THYLAKOID FORMATION1) | chr2:8994864-8996266 FORWARDweakly similar to ( 162)THF1_ORYSA	protein.targeting	29_3

CUST_168038_PI403524517	2	-0.11677456	0.113678455	-0.1989665	0.7010741	-0.113678455	0.36531973	35_46798	Rep: Caffeic acid O-methyltransferase - Triticum aestivum (Wheat)	UniRef90_Q84N28	CHR5V7|COORD:21999301..22001393| ATOMT1 (O-METHYLTRANSFERASE 1)	AT5G54160.1	CHR08V5|COORD:3334615..3331407|protein quercetin 3-O-methyltransferase 1, putative, expressed	LOC_Os08g06100.1	 no descriptionweakly similar to ( 121)AT5G54160| Symbols: OMT1, ATOMT1 | ATOMT1 (O-METHYLTRANSFERASE 1) | chr5:21999301-22001393 FORWARDweakly similar to ( 130)COMT1_SACOFCaffeic acid 3-O-methyltransferase - Saccharum officinarum (Sugarcane)not assigned Methyltransf_2 	secondary metabolism.phenylpropanoids.lignin biosynthesis.COMT	16_2_1_9

CUST_19194_PI404877155	2	0.1749239	0.423131	-0.38738537	0.143754	-0.37993717	-0.14375305	rbaal10k01_at	Rubisco activase alpha form precursor [Deschampsia antarctica]	AAP83927.1	ribulose bisphosphate carboxylase/oxygenase activase / RuBisCO activase	At2g39730.1	protein ATPase, AAA family, putative	Os11g47970	"RUBISCO ACTIVASE;ribulose bisphosphate carboxylase/oxygenase activase / RuBisCO activase, identical to SWISS-PROT:P10896 ribulose bisphosphate carboxylase/oxygenase activase, chloroplast precursor (RuBisCO activase, RA)(Arabidopsis thaliana) or  ribulose"	PS.calvin cyle.rubisco interacting	1_03_13

CUST_101044_PI403524517	2	0.36592674	-0.008212566	0.1841011	-0.14191914	-0.32023382	0.008212566	35_28839	"Cluster: Putative ubiquitin carboxyl terminal hydrolase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ubiquitin carboxyl terminal hydrolase - Oryza"	UniRef90_Q8LMT7	CHR4V7|COORD:6523653..6528054| ubiquitin carboxyl-terminal hydrolase family protein	AT4G10570.1	CHR10V5|COORD:3825587..3815651|protein ubiquitin carboxyl-terminal hydrolase 5, putative, expressed	LOC_Os10g07270.1	no descriptionweakly similar to ( 156)AT4G10570| Symbols:  | ubiquitin carboxyl-terminal hydrolase family protein | chr4:6523653-6528054 REVERSEnot assigned DUF1055 DUSP	protein.degradation.ubiquitin	29_5_11

CUST_8238_PI404877155	2	-0.05665207	-0.80545616	-0.3004322	1.537715	0.6930084	0.056653023	Contig24300_at	putative cytokinin oxidase [Oryza sativa (japonica cultivar-group)]	BAB90259.1	FAD-binding domain-containing protein / cytokinin oxidase family protein	At2g41510.1	protein FAD binding domain, putative	Os01g71310	NONE	hormone metabolism.cytokinin.synthesis-degradation	17_4_1

CUST_142693_PI403524517	2	0.07167721	0.40329456	-0.30921078	-0.080106735	0.09778309	-0.071676254	35_39991	Rep: Expressed protein - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_O80644	CHR2V7|COORD:16515041..16516819| ACT domain-containing protein	AT2G39570.1	CHR05V5|COORD:677045..683361|protein amino acid binding protein, putative, expressed	LOC_Os05g02220.5	no descriptionweakly similar to ( 193)AT2G39570| Symbols:  | ACT domain-containing protein | chr2:16515041-16516819 FORWARDACT_ACR-like_4 ACT_ACR-like_3	not assigned.no ontology	35_1

CUST_65669_PI403524517	2	0.008107185	0.028003693	-0.029403687	-0.008107185	-0.033226967	0.087607384	35_18758	"Cluster: Hypothetical protein P0560C03.15; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0560C03.15 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6L4G1	CHR3V7|COORD:6313578..6317590| EMB1865 (EMBRYO DEFECTIVE 1865)	AT3G18390.1	CHR05V5|COORD:27362681..27357491|protein CRS1, putative, expressed	LOC_Os05g47850.1	no descriptionvery weakly similar to (67.8)AT3G18390| Symbols: EMB1865 | EMB1865 (EMBRYO DEFECTIVE 1865) | chr3:6313578-6317590 FORWARDnot assigned	development.unspecified	33_99

CUST_104145_PI403524517	2	-0.15343952	0.41424084	0.04672432	-0.0043115616	-0.07617283	0.0043115616	35_29683	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_21061_PI399408534	2	0.14358234	0.11929989	5.607605E-4	-0.2991867	-0.265316	-5.617142E-4	35_25175	"Cluster: Putative far-red impaired response protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative far-red impaired response"	UniRef90_Q6K4T2	"CHR4V7|COORD:17906696..17909398| FRS5 (FAR1-RELATED SEQUENCE 5); zinc ion binding"	AT4G38180.1	CHR02V5|COORD:10692548..10696750|protein transposon protein, putative, unclassified, expressed	LOC_Os02g18370.1	"no descriptionweakly similar to ( 176)AT4G38180| Symbols: FRS5 | FRS5 (FAR1-RELATED SEQUENCE 5); zinc ion binding | chr4:17906696-17909398 REVERSE"	signalling.light	30_11

CUST_78441_PI403524517	2	-0.111536026	0.20747852	-0.09601784	0.20549679	0.09601784	-0.15020323	35_22490	"Cluster: Putative leucine-rich repeat transmembrane protein kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative leucine-rich repeat transmembrane"	UniRef90_Q6EUQ1	CHR4V7|COORD:1490911..1494552| leucine-rich repeat transmembrane protein kinase, putative	AT4G03390.1	CHR02V5|COORD:4175209..4165204|protein ATP binding protein, putative, expressed	LOC_Os02g07960.4	 no descriptionweakly similar to ( 167)AT4G03390| Symbols:  | leucine-rich repeat transmembrane protein kinase, putative | chr4:1490911-1494552 REVERSEvery weakly similar to (84.0)NORK_PEANodulation receptor kinase precursor - Pisum sativum (Garden pea)not assigned not assigned not assigned not assigned not assigned not assigned PTKc Pkinase_Tyr S_TKc S_TKc TyrKc Pkinase PTKc_Jak_rpt2 	protein.postranslational modification.kinase.receptor like cytoplasmatic kinase VII	29_4_1_57

CUST_60816_PI403524517	2	0.022313118	0.19478321	-0.022312164	-0.21683884	-0.091012	0.037481308	35_17345	"Cluster: Pyridoxal-phosphate dependent enzyme family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Pyridoxal-phosphate dependent"	UniRef90_Q10PZ5	CHR1V7|COORD:20902957..20904805| pyridoxal-5'-phosphate-dependent enzyme, beta family protein	AT1G55880.1	CHR03V5|COORD:6064754..6068165|protein cysteine synthase, putative, expressed	LOC_Os03g11660.1	 no descriptionhighly similar to ( 536)AT1G55880| Symbols:  | pyridoxal-5'-phosphate-dependent enzyme, beta family protein | chr1:20903284-20904805 REVERSEweakly similar to ( 119)CYSK_SPIOLCysteine synthase - Spinacia oleracea (Spinach)not assigned not assigned not assigned PRK10717 CysK PALP cysM IlvA PRK07871 PRK06177 PRK07702 PRK06352 ThrC PRK06721 PRK07409 PRK07476 PRK05638 PRK06450 PRK06110 PRK06815 	amino acid metabolism.synthesis.serine-glycine-cysteine group.cysteine.OASTL	13_1_5_3_1

CUST_34762_PI403524517	2	-0.012604713	0.3840437	-0.03372383	-0.06571293	0.01260376	0.15598679	35_10023	Rep: OSIGBa0130P02.4 protein - Oryza sativa (Rice)	UniRef90_Q01JD5	CHR1V7|COORD:26430431..26432760| sterile alpha motif (SAM) domain-containing protein	AT1G70180.2	CHR04V5|COORD:23009840..23015877|protein SAM domain family protein, expressed	LOC_Os04g39090.2	no descriptionvery weakly similar to (76.3)AT1G70180| Symbols:  | sterile alpha motif (SAM) domain-containing protein | chr1:26430431-26432760 FORWARDnot assigned SAM SAM_1	not assigned.no ontology	35_1

CUST_30065_PI399408534	2	0.002401352	0.01880169	-0.0024023056	-0.0050401688	0.0997076	-0.03010273	35_8153	"Cluster: Hypothetical protein P0041E11.9; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0041E11.9 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q5ZEL8	CHR5V7|COORD:1691114..1695465| transcription factor	AT5G05660.1	CHR01V5|COORD:3087689..3082208|protein protein shuttle craft, putative, expressed	LOC_Os01g06550.1	no descriptionweakly similar to ( 122)AT5G05660| Symbols:  | transcription factor | chr5:1691114-1695465 REVERSE	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_146337_PI403524517	2	-0.06733894	0.10496807	0.06733894	0.17229366	-0.23658657	-0.70851135	35_40964	Rep: Hypothetical protein - Coccidioides immitis RS	UniRef90_Q1DLI4		0	0	0	no descriptionnot assigned Peptidase_M28	not assigned.unknown	35_2

CUST_116040_PI403524517	2	-0.026748657	0.5463028	0.109259605	-0.07827282	0.026749134	-0.48074627	35_32905	"Cluster: Metal transporter Nramp2, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Metal transporter Nramp2, putative, expressed - Oryza s"	UniRef90_Q2QN30	"CHR1V7|COORD:17311483..17313748| NRAMP2 (NRAMP metal ion transporter 2); metal ion transporter"	AT1G47240.1	CHR12V5|COORD:24090178..24086315|protein metal transporter Nramp2, putative, expressed	LOC_Os12g39180.1	" no descriptionmoderately similar to ( 284)AT1G47240| Symbols: NRAMP2, ATNRAMP2 | NRAMP2 (NRAMP metal ion transporter 2); metal ion transporter | chr1:17311483-17313748 REVERSEnot assigned Nramp PRK00701 MntH "	transport.metal	34_12

CUST_15557_PI404877155	2	0.086488724	0.075668335	-0.077949524	-0.026252747	-0.029732704	0.026252747	Contig9400_at	putative calcineurin B-like protein [Oryza sativa] gb|AAR01663.1| calcineurin B protein [Oryza sativa (japonica cultivar-group)]	AAL31695.1	calcineurin B-like protein 3 (CBL3)	At4g26570.1	protein putative calcineurin B-like protein	Os03g42840	calcineurin B-like protein 2 (CBL2), identical to calcineurin B-like protein 2 GI:3309084 from (Arabidopsis thaliana)	signalling.calcium	30_3

CUST_174165_PI403524517	2	-0.2910366	-0.64682007	5.9890747E-4	0.13550758	-5.9890747E-4	0.23127651	35_48491	"Cluster: Os01g0102600 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0102600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JRG4	CHR3V7|COORD:9913551..9915661| shikimate kinase family protein	AT3G26900.1	CHR01V5|COORD:142379..144654|protein shikimate kinase family protein, expressed	LOC_Os01g01302.1	no description	not assigned.unknown	35_2

CUST_95761_PI403524517	2	0.24436235	-0.23082304	0.2668829	0.15365267	-0.15365314	-0.1858902	35_27365	"Cluster: Hypothetical protein P0544B02.28; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0544B02.28 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6ETK7	"CHR4V7|COORD:14993389..14997791| similar to protein transport protein-related [Arabidopsis thaliana] (TAIR:AT4G27595.1); similar to Ubiquitin [Medicago"	AT4G30790.1	CHR02V5|COORD:4438113..4432872|protein expressed protein	LOC_Os02g08350.1	"no descriptionmoderately similar to ( 205)AT4G30790| Symbols:  | similar to protein transport protein-related [Arabidopsis thaliana] (TAIR:AT4G27595.1); similar to Ubiquitin [Medicago truncatula] (GB:ABE79505.1); similar to Os02g0179800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001046086.1); contains InterPro domain Spectrin repeat; (InterPro:IPR002017) | chr4:14993389-14997791 REVERSE"	not assigned.unknown	35_2

CUST_18787_PI404877155	2	0.09516716	0.6722164	0.15782738	-0.19196892	-0.20313358	-0.09516811	HVSMEn0019E08r2_at	0	0	0	0	0	0	0	signalling.receptor kinases.misc	30_2_99

CUST_84199_PI403524517	2	1.6403198E-4	0.14959908	-0.19360352	-1.6403198E-4	-0.3070402	0.20025158	35_24129	"Cluster: Putative COPT5; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative COPT5 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69P80	"CHR5V7|COORD:6985483..6985923| COPT5 (copper transporter 5); copper ion transporter"	AT5G20650.1	CHR09V5|COORD:16346079..16346904|protein COPT5, putative, expressed	LOC_Os09g26900.1	"no descriptionvery weakly similar to (53.9)AT5G20650| Symbols: COPT5 | COPT5 (copper transporter 5); copper ion transporter | chr5:6985483-6985923 REVERSEnot assigned Ctr"	transport.metal	34_12

CUST_181280_PI403524517	2	-0.08095932	0.25495338	0.19582939	0.073685646	-0.073685646	-0.12065983	35_50410	"Cluster: TP-binding region, ATPase-like domain-containing protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: TP-binding region, ATPase-like"	UniRef90_Q5JKF4	CHR1V7|COORD:6595551..6601150| ATP-binding region, ATPase-like domain-containing protein-related	AT1G19100.1	CHR06V5|COORD:15932056..15921987|protein ATP binding protein, putative, expressed	LOC_Os06g28060.2	 no descriptionweakly similar to ( 188)AT1G19100| Symbols:  | ATP-binding region, ATPase-like domain-containing protein-related | chr1:6595551-6601150 FORWARDnot assigned 	not assigned.no ontology	35_1

CUST_8325_PI399408534	2	-0.08810234	0.16716576	0.009104729	0.064227104	-0.058872223	-0.009104729	35_6749	Rep: OSIGBa0131L05.10 protein - Oryza sativa (Rice)	UniRef90_Q01IB1	"CHR5V7|COORD:21983059..21985060| ILL3 (IAA-amino acid hydrolase ILR1-like 3); metallopeptidase"	AT5G54140.1	CHR04V5|COORD:25895663..25899284|protein IAA-amino acid hydrolase ILR1-like 3 precursor, putative, expressed	LOC_Os04g44110.1	"no descriptionmoderately similar to ( 437)AT5G54140| Symbols: ILL3 | ILL3 (IAA-amino acid hydrolase ILR1-like 3); metallopeptidase | chr5:21983059-21985060 FORWARDAbgB Peptidase_M20 ArgE PRK08651 PRK08588 PRK06133 PRK09290"	hormone metabolism.auxin.synthesis-degradation	17_2_1

CUST_6026_PI403524517	2	0.01908207	0.13578796	0.11697769	-0.20479965	-0.01908207	-0.024263382	35_1665	"Cluster: Amino acid permease family protein, putative, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Amino acid permease family protein, putative,"	UniRef90_Q2QLZ1	"CHR5V7|COORD:14607560..14611367| CAT3 (CATIONIC AMINO ACID TRANSPORTER 3); cationic amino acid transporter"	AT5G36940.1	CHR12V5|COORD:26592498..26587454|protein high-affinity cationic amino acid transporter 1, putative, expressed	LOC_Os12g42850.1	"no descriptionweakly similar to ( 148)AT1G58030| Symbols: CAT2 | CAT2 (CATIONIC AMINO ACID TRANSPORTER 2); amino acid transporter | chr1:21467850-21471806 REVERSEnot assigned"	transport.amino acids	34_3

CUST_131744_PI403524517	2	0.012541771	0.5119877	-0.14706993	-0.012540817	-0.49459934	0.030872345	35_37001	Rep: Cellulose synthase 4 - Eucalyptus grandis (Flooded gum)	UniRef90_Q2IB40	"CHR5V7|COORD:1530402..1535091| CESA3 (CELLULASE SYNTHASE 3); cellulose synthase/ transferase, transferring glycosyl groups"	AT5G05170.1	CHR07V5|COORD:5857018..5851011|protein CESA8 - cellulose synthase, expressed	LOC_Os07g10770.1	" no descriptionvery weakly similar to (75.1)AT5G05170| Symbols: CESA3, IXR1, ATCESA3, ATH-B, CEV1 | CESA3 (CELLULASE SYNTHASE 3); cellulose synthase/ transferase, transferring glycosyl groups | chr5:1530402-1535091 REVERSECellulose_synt "	cell wall.cellulose synthesis.cellulose synthase	10_2_1

CUST_181781_PI403524517	2	0.27587128	-0.3133297	0.02133274	-0.02133274	-0.14494038	0.07922554	35_50540	"Cluster: BRI1-KD interacting protein 135; n=2; Oryza sativa (japonica cultivar-group)|Rep: BRI1-KD interacting protein 135 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6K624	CHR1V7|COORD:30370467..30373790| binding	AT1G80810.1	CHR02V5|COORD:24140836..24133884|protein AT hook motif family protein, expressed	LOC_Os02g39920.1	no descriptionweakly similar to ( 107)AT1G80810| Symbols:  | binding | chr1:30370467-30373790 FORWARDnot assigned	not assigned.no ontology	35_1

CUST_30406_PI403524517	2	-0.09303951	0.5087204	0.25632286	-0.034819603	-0.23267937	0.03481865	35_8778	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10P54	"CHR1V7|COORD:6856203..6859504| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G47900.1); similar to Putative myosin-like protein [Oryza sativa (japo"	AT1G19835.1	CHR03V5|COORD:7719922..7728422|protein expressed protein	LOC_Os03g14250.1	" no descriptionmoderately similar to ( 347)AT1G19835| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G47900.1); similar to Putative myosin-like protein [Oryza sativa (japonica cultivar-group)] (GB:AAL77142.1); similar to Os03g0246500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001049544.1); contains InterPro domain Prefoldin; (InterPro:IPR009053); contains InterPro domain Protein of unknown function DUF869, plant; (InterPro:IPR008587) | chr1:6856203-6859504 REVERSEDUF869 "	not assigned.unknown	35_2

CUST_63343_PI403524517	2	-0.05193901	0.17116547	-0.0012464523	-0.1000576	0.0012464523	0.020845413	35_18087	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2RA23	"CHR2V7|COORD:17785541..17789111| similar to hypothetical protein LOC_Os11g06810 [Oryza sativa (japonica cultivar-group)] (GB:AAX93012.1); similar to"	AT2G42700.1	CHR11V5|COORD:3328349..3334865|protein expressed protein	LOC_Os11g06810.1	"no descriptionmoderately similar to ( 323)AT2G42700| Symbols:  | similar to hypothetical protein LOC_Os11g06810 [Oryza sativa (japonica cultivar-group)] (GB:AAX93012.1); similar to Os11g0169100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001065849.1); contains InterPro domain Sec1-like protein; (InterPro:IPR001619) | chr2:17785541-17789111 FORWARD"	not assigned.unknown	35_2

CUST_9111_PI404877155	2	-0.33602524	-1.0483465	0.6274681	0.33602524	0.4224062	-0.7349987	Contig2900_at	jasmonate induced protein - barley emb|CAA58110.1| jasmonate induced protein [Hordeum vulgare subsp. vulgare]	S58215	strictosidine synthase, putative (YLS2)	At3g51430.1	protein mucin-like protein	Os10g39710	jasmonate induced protein	hormone metabolism.jasmonate.induced-regulated-responsive-activated	17_7_3

CUST_142622_PI403524517	2	0.5787692	0.20466614	0.15152168	-0.33761215	-0.60667133	-0.15152216	35_39973	"Cluster: Reverse transcriptase, RNaseH; n=10; Aspergillus fumigatus|Rep: Reverse transcriptase, RNaseH - Aspergillus fumigatus (Sartorya fumigata)"	UniRef90_Q4WBZ2		0	0	0	no description	not assigned.unknown	35_2

CUST_13484_PI399408534	2	-0.05243206	-0.87219477	0.007818222	1.09235	-0.007817268	0.10151005	35_4393	"Cluster: Putative serine/threonine-specific protein kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative serine/threonine-specific protein kinase -"	UniRef90_Q6YVV8	"CHR4V7|COORD:12138182..12140791| CRK10 (CYSTEINE-RICH RLK10); kinase"	AT4G23180.1	CHR07V5|COORD:21157102..21153656|protein receptor-like protein kinase homolog RK20-1, putative, expressed	LOC_Os07g35370.1	" no descriptionmoderately similar to ( 414)AT4G23180| Symbols: RLK4, CRK10 | CRK10 (CYSTEINE-RICH RLK10); kinase | chr4:12138182-12140791 FORWARDmoderately similar to ( 207)NORK_MEDTRNodulation receptor kinase precursor - Medicago truncatula (Barrel medic)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TyrKc S_TKc Pkinase PTKc S_TKc Pkinase_Tyr PTKc_Jak_rpt2 PTKc_EGFR_like PTKc_Src_like PTKc_Srm_Brk PTKc_Ror SPS1 PTKc_EphR PTKc_Csk_like PTKc_Syk_like PTKc_Frk_like PTKc_Abl PTKc_Trk PTKc_Tec_like PTKc_InsR_like PTKc_Jak2_Jak3_rpt2 PTKc_c-ros PTKc_Itk PTKc_Fes_like PTKc_Lyn PTKc_DDR PTKc_Lck_Blk PTKc_RET PTKc_Axl_like PTKc_Ack_like PTKc_EphR_A2 PTKc_EGFR PTKc_Musk PTKc_HER2 PTKc_ALK_LTK PTKc_Fyn_Yrk PTKc_TrkA PTKc_Src PTKc_Ror1 PTKc_EphR_B PTK_CCK4 PTKc_TrkB PTKc_Chk PTKc_Btk_Bmx PTKc_Fer PTK_HER3 PTKc_Yes PTKc_EphR_A PTKc_FAK PTKc_DDR_like PTKc_Zap-70 PTKc_TrkC PTKc_FGFR PTKc_Ror2 PTKc_HER4 PTKc_Hck PTKc_PDGFR PTKc_DDR2 PTKc_Met_Ron PTKc_Tec_Rlk PTKc_Jak1_rpt2 PTKc_Syk PTKc_FGFR4 PTKc_Axl PTKc_Tyk2_rpt2 PTKc_DDR1 PTKc_FGFR2 PTKc_Tie2 PTKc_EphR_A10 PTKc_Fes PTKc_IGF-1R PTKc_FGFR3 PTKc_Csk PTKc_Tyro3 PTKc_VEGFR PTKc_Tie1 PTKc_InsR PTKc_Tie PTKc_FGFR1 PTK_Ryk PTKc_VEGFR3 PTKc_Aatyk PTKc_VEGFR2 PTK_Jak_rpt1 PTKc_Aatyk1_Aatyk3 PTK_Jak1_rpt1 PTK_Jak2_Jak3_rpt1 PTKc_CSF-1R PTKc_Kit PTKc_PDGFR_beta PTKc_PDGFR_alpha PTK_Tyk2_rpt1 PTKc_Aatyk2 "	signalling.receptor kinases.DUF 26	30_2_17

CUST_25747_PI403524517	2	-0.11494827	0.9028435	0.63309	-0.1220808	-0.16881561	0.11494923	35_7464	Rep: RGH1A - Hordeum vulgare (Barley)	UniRef90_Q8LLA9	0	0	CHR09V5|COORD:11555179..11553937|protein retrotransposon protein, putative, unclassified	LOC_Os09g19310.1	no description	not assigned.unknown	35_2

CUST_158119_PI403524517	2	0.13368797	-0.021220207	0.18157339	-0.0066547394	-0.037600994	0.006655216	35_44147	"Cluster: Os05g0552600 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0552600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DG52	CHR3V7|COORD:6736388..6738336| late embryogenesis abundant protein-related / LEA protein-related	AT3G19430.1	CHR01V5|COORD:554817..550824|protein ATP binding protein, putative, expressed	LOC_Os01g02040.2	no descriptionnot assigned not assigned not assigned not assigned not assigned PRK10819 PRK12323 Atrophin-1	not assigned.unknown	35_2

CUST_41408_PI403524517	2	0.14966583	-0.4635439	0.058158875	-0.05815983	0.15426159	-0.3334713	35_11900	"Cluster: Os06g0251000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0251000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DD65	CHR5V7|COORD:14923735..14926250| thiF family protein	AT5G37530.1	CHR06V5|COORD:7824469..7828697|protein mitochondrion protein, putative, expressed	LOC_Os06g14040.1	no descriptionweakly similar to ( 193)AT5G37530| Symbols:  | thiF family protein | chr5:14923735-14926250 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned YgdL_like COG1179 ThiF ThiF_MoeB_HesA_family ThiF E1_enzyme_family PRK05690 PRK08644 E1_ThiF_like PRK08328 PRK12475 PRK07688 PRK05597 PRK08762 PRK05600 PRK07878 PRK07411 PRK08223 Uba2_SUMO E1-2_like Uba3_RUB	not assigned.no ontology	35_1

CUST_59226_PI403524517	2	-0.38669872	-0.39373446	0.58772993	0.13476896	0.28225946	-0.13476896	35_16890	"Cluster: Os02g0704800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os02g0704800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DYB2	"CHR1V7|COORD:28270118..28272044| OTC (ORNITHINE CARBAMOYLTRANSFERASE); amino acid binding / carboxyl- and carbamoyltransferase"	AT1G75330.1	CHR02V5|COORD:29072394..29075389|protein ornithine carbamoyltransferase, chloroplast precursor, putative, expressed	LOC_Os02g47590.1	" no descriptionhighly similar to ( 503)AT1G75330| Symbols: OTC | OTC (ORNITHINE CARBAMOYLTRANSFERASE); amino acid binding / carboxyl- and carbamoyltransferase | chr1:28270118-28272044 REVERSEhighly similar to ( 525)OTC_PEAOrnithine carbamoyltransferase, chloroplast precursor - Pisum sativum (Garden pea)not assigned PRK00779 ArgF PRK02102 PRK02255 PRK04284 PRK03515 PRK12562 PRK01713 PRK04523 OTCace_N PyrB pyrB OTCace PRK08192 PRK11891 PRK07200 "	amino acid metabolism.synthesis.glutamate family.arginine	13_1_2_3

CUST_130970_PI403524517	2	0.1266923	-0.5518656	-0.12669182	0.61452436	0.1650219	-0.30188465	35_36785	Rep: Ribosomal protein L18A - Hyacinthus orientalis (Common hyacinth)	UniRef90_Q677B0	CHR2V7|COORD:14539995..14541240| 60S ribosomal protein L18A (RPL18aB)	AT2G34480.1	CHR05V5|COORD:28035018..28037223|protein 60S ribosomal protein L18a, putative, expressed	LOC_Os05g49030.1	no descriptionweakly similar to ( 121)AT2G34480| Symbols:  | 60S ribosomal protein L18A (RPL18aB) | chr2:14539995-14541240 REVERSEweakly similar to ( 122)RL18A_ORYSAnot assigned Ribosomal_L18ae	protein.synthesis.misc ribososomal protein	29_2_2

CUST_79695_PI403524517	2	0.18848515	0.14326286	-0.085614204	-0.04955864	-0.07057667	0.04955864	35_22856	"Cluster: BSD protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: BSD protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q70KS2	CHR5V7|COORD:26378818..26380567| BSD domain-containing protein	AT5G65910.1	CHR03V5|COORD:29793865..29788929|protein BSD domain containing protein, expressed	LOC_Os03g52000.1	no description	not assigned.unknown	35_2

CUST_83385_PI403524517	2	0.29185438	-0.5645008	-0.03922224	0.039221764	0.066316605	-0.053444862	35_23909	"Cluster: Putative glucose-6-phosphate/phosphate translocator; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative glucose-6-phosphate/phosphate translocat"	UniRef90_Q6ZJN0	CHR1V7|COORD:7678197..7679686| glucose-6-phosphate/phosphate translocator-related	AT1G21870.1	CHR08V5|COORD:265730..262369|protein organic anion transporter, putative, expressed	LOC_Os08g01410.1	no descriptionweakly similar to ( 110)AT1G21870| Symbols:  | glucose-6-phosphate/phosphate translocator-related | chr1:7678197-7679686 FORWARDnot assigned	transport.metabolite transporters at the envelope membrane	34_8

CUST_8113_PI404877155	2	0.094841	-0.12853909	-0.068154335	0.00356102	0.04036522	-0.0035600662	Contig2393_at	RAB1Y [Lotus corniculatus var. japonicus]	CAA98164.1	Ras-related GTP-binding protein, putative	At1g43890.1	protein Ras family, putative	Os10g31830	RAB1Y	signalling.G-proteins	30_5

CUST_152940_PI403524517	2	-0.09065056	0.44057035	0.1318388	0.06831169	-0.07534742	-0.068311214	35_42746	"Cluster: Hypothetical protein P0005A05.37; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0005A05.37 - Oryza sativa (japonica cultivar-g"	UniRef90_Q657X5	"CHR5V7|COORD:7919834..7926502| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G08440.1); similar to Os05g0100900 [Oryza sativa (japonica"	AT5G23490.1	CHR01V5|COORD:419264..428490|protein expressed protein	LOC_Os01g01800.2	"no descriptionmoderately similar to ( 210)AT5G23490| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G08440.1); similar to Os05g0100900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001054377.1); similar to Os01g0108000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001041786.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABF98471.1) | chr5:7919834-7926502 FORWARD"	not assigned.unknown	35_2

CUST_2735_PI404877155	2	-0.022925377	-0.05004978	0.13624668	0.07482529	0.022924423	-0.05300522	Contig13151_at	P58IPK [Nicotiana benthamiana]	AAP41819.1	DNAJ heat shock N-terminal domain-containing protein	At5g03160.1	protein TPR Domain, putative	Os01g74580	"DNAJ heat shock N-terminal domain-containing protein, similar to P58 protein, Bos primigenius taurus, PIR:A56534; similar to p58 (GI:1353270) {Homo sapiens}; contains Pfam PF00226: DnaJ domain; contains Pfam PF00515: TPR Domain"	stress.abiotic.heat	20_2_1

CUST_28249_PI403524517	2	0.0929718	0.60117626	0.0108680725	-0.013295174	-0.12549591	-0.0108680725	35_8168	Rep: Hypothetical protein - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q6DYE4	CHR1V7|COORD:9020496..9022606| ATP binding	AT1G26090.1	0	0	no descriptionweakly similar to ( 172)AT1G26090| Symbols:  | ATP binding | chr1:9020496-9022606 FORWARD	not assigned.unknown	35_2

CUST_25492_PI403524517	2	-0.44466305	-1.4339628	1.0663443	0.08608246	0.6329737	-0.086081505	35_7386	"Cluster: MATE efflux protein-like; n=3; Oryza sativa (japonica cultivar-group)|Rep: MATE efflux protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K702	CHR4V7|COORD:151978..153988| MATE efflux family protein	AT4G00350.1	CHR02V5|COORD:35263349..35264388|protein anthocyanin permease, putative	LOC_Os02g57580.1	no descriptionweakly similar to ( 114)AT4G00350| Symbols:  | MATE efflux family protein | chr4:151978-153988 FORWARDnot assigned	transport.misc	34_99

CUST_128502_PI403524517	2	0.29769897	-0.012839317	0.012839317	-0.44646168	-0.5586176	0.35801983	35_36122	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_121048_PI403524517	2	-0.03627348	-0.012917042	0.012917042	0.24861193	-0.12591314	0.35288525	35_34200	Rep: Enolase 2 - Zea mays (Maize)	UniRef90_P42895	"CHR2V7|COORD:15328160..15330865| LOS2 (Low expression of osmotically responsive genes 1); phosphopyruvate hydratase"	AT2G36530.1	CHR10V5|COORD:4410384..4405764|protein enolase, putative, expressed	LOC_Os10g08550.5	"no descriptionmoderately similar to ( 245)AT2G36530| Symbols: LOS2 | LOS2 (Low expression of osmotically responsive genes 1); phosphopyruvate hydratase | chr2:15328160-15330865 REVERSEmoderately similar to ( 265)ENO_ORYSAnot assigned Enolase_C enolase eno Eno"	glycolysis.enolase	4_12

CUST_134671_PI403524517	2	0.01426506	-0.21032906	-0.18293619	-0.01426506	0.031386852	0.06473112	35_37785	Rep: Transmembrane protein-like - Oryza sativa (japonica cultivar-group)	UniRef90_Q6K5X9	CHR1V7|COORD:12367339..12368945| transporter-related	AT1G34020.1	CHR05V5|COORD:7155887..7150493|protein integral membrane protein like, putative, expressed	LOC_Os05g12490.1	no descriptionmoderately similar to ( 224)AT4G09810| Symbols:  | transporter-related | chr4:6175412-6176889 REVERSEnot assigned not assigned	not assigned.no ontology	35_1

CUST_17443_PI404877155	2	0.005490303	-0.7817402	-0.37605953	0.25096416	-0.0054893494	0.04221058	HU14A19u_x_at	0	0	0	0	0	0	NONE	fermentation.ADH	5_03

CUST_14939_PI399408534	2	0.06970501	-0.005206108	0.02882862	-0.06758976	0.005206108	-0.034401894	35_16031	Rep: Silencing group B protein - Zea mays (Maize)	UniRef90_Q94F75	CHR1V7|COORD:756461..758441| GCN5-related N-acetyltransferase (GNAT) family protein	AT1G03150.1	CHR03V5|COORD:27991552..27988520|protein N-acetyltransferase 5, putative, expressed	LOC_Os03g49230.1	no descriptionmoderately similar to ( 293)AT1G03150| Symbols:  | GCN5-related N-acetyltransferase (GNAT) family protein | chr1:756461-758441 FORWARDnot assigned not assigned not assigned RimI Acetyltransf_1	RNA.regulation of transcription.Silencing Group	27_3_70

CUST_3760_PI399408534	2	0.04450035	0.24453449	-0.044501305	-0.2351284	-0.08381462	0.04619217	35_18629	"Cluster: P53 binding protein-like; n=3; Oryza sativa (japonica cultivar-group)|Rep: P53 binding protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7F1K4	CHR1V7|COORD:25213488..25216075| zinc finger (Ran-binding) family protein	AT1G67325.1	CHR07V5|COORD:18245246..18239826|protein Zn-finger, RanBP-type, containing protein, expressed	LOC_Os07g30820.1	no descriptionweakly similar to ( 145)AT1G67325| Symbols:  | zinc finger (Ran-binding) family protein | chr1:25213488-25216075 REVERSEnot assigned not assigned	RNA.regulation of transcription.unclassified	27_3_99

CUST_20240_PI399408534	2	-0.21356249	0.9272938	-0.023921967	0.037098885	-0.35409594	0.023921967	35_18057	"Cluster: Putative calmodulin-binding protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative calmodulin-binding protein - Oryza sativa (japonica"	UniRef90_Q656X7	CHR2V7|COORD:11154979..11157160| calmodulin-binding family protein	AT2G26190.1	CHR01V5|COORD:22230156..22226897|protein calmodulin binding protein, putative, expressed	LOC_Os01g38980.2	no descriptionmoderately similar to ( 277)AT2G26190| Symbols:  | calmodulin-binding family protein | chr2:11154979-11157160 REVERSE	signalling.calcium	30_3

CUST_101521_PI403524517	2	0.043290615	0.24991512	0.12138653	-0.043290615	-0.103701115	-0.18245983	35_28972	Rep: Profilin-2 - Triticum aestivum (Wheat)	UniRef90_P49233	"CHR5V7|COORD:22927108..22928047| PFN3/PRF3 (PROFILIN 3); actin binding"	AT5G56600.1	CHR06V5|COORD:2689214..2692053|protein profilin-2, putative, expressed	LOC_Os06g05880.1	"no descriptionweakly similar to ( 149)AT2G19770| Symbols: PRF5 | PRF5 (PROFILIN5); actin binding / actin monomer binding | chr2:8526967-8528201 REVERSEweakly similar to ( 185)PROF1_HORVUProfilin-1 - Hordeum vulgare (Barley)not assigned Profilin PROF PROF"	cell.organisation	31_1

CUST_90508_PI403524517	2	-0.18830347	0.18830347	0.8881993	-0.19596386	-0.39917278	0.19214106	35_25883	"Cluster: Cytochrome P450 monooxygenase CYP72A16-like protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Cytochrome P450 monooxygenase CYP72A16-like prote"	UniRef90_Q5VMP8	"CHR2V7|COORD:11387778..11390491| BAS1 (PHYB ACTIVATION TAGGED SUPPRESSOR 1); oxygen binding"	AT2G26710.1	CHR01V5|COORD:16655240..16652356|protein cytochrome P450 72A1, putative, expressed	LOC_Os01g29150.1	" no descriptionmoderately similar to ( 217)AT2G26710| Symbols: CYP734A1, BAS1 | BAS1 (PHYB ACTIVATION TAGGED SUPPRESSOR 1); oxygen binding | chr2:11387778-11390491 FORWARDweakly similar to ( 151)C72A1_CATROCytochrome P450 72A1 - Catharanthus roseus (Rosy periwinkle) (Madagascar periwinkle)not assigned not assigned not assigned not assigned not assigned p450 CypX "	misc.cytochrome P450	26_10

CUST_26234_PI403524517	2	-0.06675196	-0.5460563	-0.50985146	0.06675148	0.16496181	0.066999435	35_7600	"Cluster: OSIGBa0138H21-OSIGBa0138E01.12 protein; n=3; Oryza sativa|Rep: OSIGBa0138H21-OSIGBa0138E01.12 protein - Oryza sativa (Rice)"	UniRef90_Q01HY4	CHR1V7|COORD:27006264..27011626| ABC1 family protein	AT1G71810.1	CHR04V5|COORD:32355340..32362615|protein ubiquinone biosynthesis protein ubiB, putative, expressed	LOC_Os04g54790.1	no descriptionvery weakly similar to (81.6)AT1G71810| Symbols:  | ABC1 family protein | chr1:27006264-27011626 REVERSE	not assigned.no ontology.ABC1 family protein	35_1_1

CUST_76011_PI403524517	2	-0.059786797	1.0793171	0.110212326	-0.251091	-0.09812927	0.05978775	35_21790	Rep: Glutathione S-transferase zeta - Oryza glaberrima (African rice)	UniRef90_Q75WE5	"CHR2V7|COORD:629014..630954| ATGSTZ1 (GLUTATHIONE S-TRANSFERASE 18); glutathione transferase"	AT2G02390.1	CHR12V5|COORD:5755418..5759064|protein glutathione S-transferase, putative, expressed	LOC_Os12g10720.2	" no descriptionmoderately similar to ( 238)AT2G02390| Symbols: GST18, ATGSTZ1 | ATGSTZ1 (GLUTATHIONE S-TRANSFERASE 18); glutathione transferase | chr2:629014-630954 FORWARDmoderately similar to ( 328)GSTZ_WHEATGlutathione S-transferase - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned GST_C_Zeta Gst GST_N_Zeta GST_N_family GST_N_GTT1_like GST_N_Beta sspA GST_N_Theta GST_N_Delta_Epsilon GST_N_Phi GST_N_Tau GST_N GST_N_etherase_LigE GST_N_SspA GST_N_Ure2p_like GST_N_4 "	misc.glutathione S transferases	26_9

CUST_127_PI399408534	2	-1.2950268	-0.1846571	0.28546524	0.1846571	0.24422836	-0.31041527	35_498	Rep: NAC23 - Saccharum officinarum (Sugarcane)	UniRef90_Q4QWQ6	"CHR1V7|COORD:268471..269514| ATAF1 (Arabidopsis NAC domain containing protein 2); transcription factor"	AT1G01720.1	CHR01V5|COORD:38728382..38725366|protein NAC domain-containing protein 48, putative, expressed	LOC_Os01g66120.2	" no descriptionweakly similar to ( 186)AT1G01720| Symbols: ANAC002, ATAF1 | ATAF1 (Arabidopsis NAC domain containing protein 2); transcription factor | chr1:268471-269514 FORWARDweakly similar to ( 195)NAC48_ORYSAnot assigned NAM "	RNA.regulation of transcription.NAC domain transcription factor family	27_3_27

CUST_91933_PI403524517	2	-0.008264542	0.008263588	0.35212612	0.06526852	-0.04302883	-0.04201317	35_26285	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_47700_PI403524517	2	-0.09003687	0.13005877	-0.056707382	0.17699242	0.056707382	-0.077441216	35_13648	Rep: BP 2B - Hordeum vulgare (Barley)	UniRef90_Q42854	CHR1V7|COORD:26968021..26970219| peroxidase 12 (PER12) (P12) (PRXR6)	AT1G71695.1	CHR01V5|COORD:42772849..42774502|protein peroxidase 12 precursor, putative, expressed	LOC_Os01g73220.1	no descriptionmoderately similar to ( 246)AT1G71695| Symbols:  | peroxidase 12 (PER12) (P12) (PRXR6) | chr1:26968021-26970219 FORWARDmoderately similar to ( 270)PER1_SORBICationic peroxidase SPC4 precursor - Sorghum bicolor (Sorghum) (Sorghum vulgare)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned secretory_peroxidase plant_peroxidase peroxidase ascorbate_peroxidase PRK12323 PRK07003 Herpes_BLLF1 HPC2 Pneumo_att_G DUF1421 APC_basic	misc.peroxidases	26_12

CUST_24902_PI399408534	2	0.119467735	0.42337132	0.030808926	-0.18334055	-0.57118607	-0.030809402	35_44148	"Cluster: PHD-finger family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: PHD-finger family protein, expressed - Oryza sativa (japonica"	UniRef90_Q2QSD0	CHR5V7|COORD:5467537..5472959| PHD finger family protein	AT5G16680.1	CHR12V5|COORD:14017653..14010131|protein PHD-finger family protein, expressed	LOC_Os12g24540.1	no descriptionvery weakly similar to (75.9)AT5G16680| Symbols:  | PHD finger family protein | chr5:5467537-5472959 REVERSE	RNA.regulation of transcription.unclassified	27_3_99

CUST_31877_PI403524517	2	-0.33504105	0.4794464	0.0036611557	0.12572289	-0.20014477	-0.0036611557	35_9197	Rep: H0525E10.12 protein - Oryza sativa (Rice)	UniRef90_Q01JZ6	CHR5V7|COORD:3056091..3057381| structural molecule	AT5G09820.2	CHR04V5|COORD:20685947..20688981|protein structural molecule, putative, expressed	LOC_Os04g34460.1	no descriptionweakly similar to ( 115)AT5G09820| Symbols:  | structural molecule | chr5:3056091-3057381 REVERSEPAP_fibrillin	cell.organisation	31_1

CUST_8981_PI404877155	2	0.08011055	-0.44034338	-0.008723259	0.07592106	0.008723259	-0.095199585	Contig2784_at	2-oxoglutarate/malate translocator (clone OMT103), mitochondrial membrane - proso millet dbj|BAA08105.1| 2-oxoglutarate/malate translocator	S65042	dicarboxylate/tricarboxylat e carrier (DTC)	At5g19760.1	protein 2-oxoglutarate/malate translocator (clone OMT103), mitochondrial membrane - proso millet	Os05g11780	dicarboxylate/tricarboxylate carrier (DTC), identical to dicarboxylate/tricarboxylate carrier (Arabidopsis thaliana) GI:19913113	transport.metabolite transporters at the mitochondrial membrane	34_9

CUST_173492_PI403524517	2	0.8108525	0.119960785	-0.119960785	0.27332973	-0.16033459	-0.31677914	35_48309	"Cluster: Rac GTPase activating protein 1, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Rac GTPase activating protein 1, putative, expre"	UniRef90_Q2QXI8		0	CHR12V5|COORD:2712514..2707478|protein rac GTPase activating protein 1, putative, expressed	LOC_Os12g05900.2	no description	not assigned.unknown	35_2

CUST_132102_PI403524517	2	-0.4051323	0.5144777	-8.72612E-4	-0.88559675	0.036880493	8.7213516E-4	35_37101	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_9689_PI403524517	2	-0.018345833	-0.03908634	0.05656147	-0.025907516	0.068657875	0.018345833	35_2732	"Cluster: Acyl carrier protein, mitochondrial, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Acyl carrier protein, mitochondrial, putativ"	UniRef90_Q10LF1	CHR1V7|COORD:24252751..24254029| acyl carrier family protein / ACP family protein	AT1G65290.1	CHR03V5|COORD:13239471..13237065|protein acyl carrier protein, mitochondrial precursor, putative, expressed	LOC_Os03g22950.1	 no descriptionweakly similar to ( 132)AT1G65290| Symbols:  | acyl carrier family protein / ACP family protein | chr1:24252751-24254029 REVERSEvery weakly similar to (60.8)ACP2_BRANAAcyl carrier protein, chloroplast precursor - Brassica napus (Rape)not assigned acpP AcpP acpP PP-binding PRK12449 	lipid metabolism.FA synthesis and FA elongation.ACP protein	11_1_12

CUST_102854_PI403524517	2	-0.05202532	0.27104568	0.36140633	-0.1710782	0.0056853294	-0.0056858063	35_29332	Rep: Putative pectinesterase - Oryza sativa (indica cultivar-group)	UniRef90_Q7XAB4	CHR3V7|COORD:5816959..5818464| pectinesterase family protein	AT3G17060.1	CHR03V5|COORD:11014375..11012355|protein pectinesterase precursor, putative, expressed	LOC_Os03g19610.1	no descriptionvery weakly similar to (79.3)AT3G17060| Symbols:  | pectinesterase family protein | chr3:5816959-5818464 REVERSEPectinesterase	cell wall.pectin*esterases.PME	10_8_1

CUST_8296_PI399408534	2	0.047139168	0.08566952	-0.055285454	-0.14327526	0.019464493	-0.01946354	35_8928	"Cluster: HIT zinc finger family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: HIT zinc finger family protein, expressed - Oryza sativa"	UniRef90_Q337A7	CHR5V7|COORD:25560811..25561842| zinc finger (HIT type) family protein	AT5G63830.1	CHR10V5|COORD:19815198..19810982|protein HIT zinc finger family protein, expressed	LOC_Os10g37640.2	no descriptionmoderately similar to ( 217)AT5G63830| Symbols:  | zinc finger (HIT type) family protein | chr5:25560811-25561842 REVERSEnot assigned not assigned	RNA.regulation of transcription.unclassified	27_3_99

CUST_69547_PI403524517	2	0.00863266	0.33104897	-0.08896923	-0.07902908	-0.008631706	0.02715969	35_19900	"Cluster: Cyclin G-associated kinase-like protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Cyclin G-associated kinase-like protein - Oryza sativa (japon"	UniRef90_Q69L76	CHR2V7|COORD:13942525..13945054| protein kinase family protein	AT2G32850.2	CHR02V5|COORD:22886399..22891575|protein cyclin G-associated kinase, putative, expressed	LOC_Os02g37880.3	no descriptionhighly similar to ( 623)AT2G32850| Symbols:  | protein kinase family protein | chr2:13942525-13945054 REVERSEvery weakly similar to (85.1)CDPK3_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase SPS1 Pkinase_Tyr PTKc PTKc_Csk_like TyrKc PTKc_FGFR PTKc_Srm_Brk PTKc_Chk PTKc_Csk PTKc_Fes_like PTKc_FGFR4 PTKc_Ack_like PTKc_Src_like PTKc_EphR PTKc_Abl PTKc_Frk_like PTKc_Jak_rpt2 PTKc_Jak2_Jak3_rpt2 PTKc_Fer PTKc_Tec_like PTKc_FGFR1	protein.postranslational modification	29_4

CUST_13517_PI399408534	2	0.21549845	0.004210949	0.0607028	-0.080647945	-0.026586533	-0.004210472	35_23202	"Cluster: Hypothetical protein P0702G08.11; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0702G08.11 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6ZC85	CHR1V7|COORD:20844115..20848801| transcription factor-related	AT1G55750.1	CHR08V5|COORD:15079109..15070347|protein BSD domain containing protein, expressed	LOC_Os08g25060.1	no descriptionmoderately similar to ( 265)AT1G55750| Symbols:  | transcription factor-related | chr1:20844115-20848801 REVERSEnot assigned BSD BSD	RNA.regulation of transcription.unclassified	27_3_99

CUST_55888_PI403524517	2	0.013632774	-0.05960369	-0.12631035	-0.013631821	0.036917686	0.07587242	35_15907	"Cluster: Putative acetyl-CoA synthetase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative acetyl-CoA synthetase - Oryza sativa (japonica cultivar-group"	UniRef90_Q6H798	CHR5V7|COORD:14552191..14557526| AMP binding / acetate-CoA ligase/ catalytic	AT5G36880.2	CHR02V5|COORD:19213179..19219283|protein acetyl-coenzyme A synthetase, putative, expressed	LOC_Os02g32490.1	no descriptionnearly identical (1177)AT5G36880| Symbols:  | AMP binding / acetate-CoA ligase/ catalytic | chr5:14552191-14557526 REVERSEvery weakly similar to (90.5)4CL2_SOYBN4-coumarate--CoA ligase 2 - Glycine max (Soybean)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK01291 PRK02167 PRK02239 PRK03613 PRK04664 PRK03582 acsA PRK03429 PRK02530 PRK00851 PRK03914 Acs PRK10524 PRK04319 AMP-binding PRK03584 CaiC PRK07529 PRK07684 PRK08316 PRK08314 PRK08276 PRK06087 PRK06187 PRK07798 PRK07788 EntE PRK06060 PRK03640 PRK09088 PRK07656 PRK06155 EntF PRK06178 PRK06188 FAA1 PRK07514 PRK07470 PRK06839 PRK07771 PRK06710 PRK06145 PRK07059 PRK07786 PRK12316 PRK07787 PRK07638 PRK06018 PRK12406 PRK12467 PRK06164 PRK05677 entE PRK07008 PRK08974 PRK08162 caiC PRK06368 PRK08279 PRK06219 PRK12492 PRK07770 PRK07867 PRK05852 PRK09089 PRK05691 PRK08315 PRK12583 PRK05620 PRK05605 PRK07824 PRK08751 PRK07445 PRK10252 PRK08633 PRK09274 PRK08043 PRK04813 TT_ORF1 PRK08308 PRK12323 PRK06814 PRK09188 PRK06334	lipid metabolism.FA synthesis and FA elongation.acyl coa ligase	11_1_8

CUST_33367_PI399408534	2	-0.20959711	0.2605133	0.016711235	0.08134556	-0.016710758	-0.8724289	35_16659	"Cluster: Putative development regulation gene OsNAC4; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative development regulation gene OsNAC4 - Oryza sativ"	UniRef90_Q6Z1G9	"CHR2V7|COORD:14188351..14189323| ANAC041 (Arabidopsis NAC domain containing protein 41); transcription factor"	AT2G33480.1	CHR08V5|COORD:26633973..26637501|protein NAC domain-containing protein 68, putative, expressed	LOC_Os08g42400.3	"no descriptionvery weakly similar to (74.7)AT2G33480| Symbols: ANAC041 | ANAC041 (Arabidopsis NAC domain containing protein 41); transcription factor | chr2:14188351-14189323 FORWARDvery weakly similar to (60.1)NAC71_ORYSANAM"	RNA.regulation of transcription.NAC domain transcription factor family	27_3_27

CUST_21195_PI399408534	2	0.12520838	0.6793556	-0.13224602	0.15519953	-0.12520838	-0.33393717	35_25150	"Cluster: Hypothetical protein P0668F02.16; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0668F02.16 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6AU85	CHR3V7|COORD:3369819..3370826| myb family transcription factor	AT3G10760.1	CHR05V5|COORD:20072848..20070784|protein myb-like DNA-binding domain, SHAQKYF class family protein, expressed	LOC_Os05g34110.1	no descriptionweakly similar to ( 171)AT5G05090| Symbols:  | myb family transcription factor | chr5:1503394-1504194 FORWARDDUF566	RNA.regulation of transcription.G2-like transcription factor family, GARP	27_3_20

CUST_21868_PI403524517	2	-0.16841269	0.3167925	0.06983948	0.20032215	-0.069839	-0.23502159	35_6350	"Cluster: Pantothenate kinase 1-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Pantothenate kinase 1-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69TF4	"CHR4V7|COORD:15538346..15543721| ATPANK2 (PANTOTHENATE KINASE 2); pantothenate kinase"	AT4G32180.2	CHR06V5|COORD:5419909..5426255|protein pantothenate kinase family protein, expressed	LOC_Os06g10520.1	"no descriptionmoderately similar to ( 344)AT4G32180| Symbols: ATPANK2 | ATPANK2 (PANTOTHENATE KINASE 2); pantothenate kinase | chr4:15538346-15543721 REVERSEnot assigned not assigned Fumble PanK"	Co-factor and vitamine metabolism.pantothenate.pantothenate kinase	18_4_1

CUST_157574_PI403524517	2	0.10172844	0.08613491	0.1382513	-0.23295212	-0.25090027	-0.08613491	35_43996	"Cluster: PREDICTED: hypothetical protein; n=1; Rattus norvegicus|Rep: PREDICTED: hypothetical protein - Rattus norvegicus"	UniRef90_UPI0000DA342C	"CHR5V7|COORD:22215082..22218875| Fh5 (FORMIN HOMOLOGY5); actin binding"	AT5G54650.1	CHR07V5|COORD:22271922..22266055|protein protein kinase-like, putative, expressed	LOC_Os07g37180.2	no description	not assigned.unknown	35_2

CUST_12646_PI404877155	2	0.21152449	-0.44680166	-0.023038387	0.35208178	0.023038387	-0.19768906	Contig6382_s_at	cytosolic aldehyde dehydrogenase [Oryza sativa (japonica cultivar-group)] dbj|BAB55806.1| putative aldehyde dehydrogenase (NAD+) [Oryza sati	NP_917471.1	aldehyde dehydrogenase (ALDH1a)	At3g24503.1	protein aldehyde dehydrogenase (NAD) family protein	Os01g40860	cytosolic aldehyde dehydrogenase RF2C	fermentation.aldehyde dehydrogenase	5_10

CUST_77224_PI403524517	2	0.08334446	0.10828781	-0.008905411	-0.1391859	-0.009845734	0.008905411	35_22135	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10QC4	"CHR2V7|COORD:7997850..7999670| similar to Os03g0201700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001049299.1); similar to Unknown (protein for"	AT2G18410.1	CHR03V5|COORD:5303750..5307442|protein expressed protein	LOC_Os03g10460.1	no description	not assigned.unknown	35_2

CUST_17348_PI403524517	2	0.068139076	0.60343647	-0.0681386	0.08046675	-0.14340782	-0.16392136	35_5011	"Cluster: Putative cinnamoyl-CoA reductase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative cinnamoyl-CoA reductase - Oryza sativa (japonica cultivar-g"	UniRef90_Q69U02	CHR1V7|COORD:28694849..28696299| cinnamoyl-CoA reductase	AT1G76470.1	CHR09V5|COORD:19013398..19010574|protein dihydroflavonol-4-reductase, putative, expressed	LOC_Os09g31502.3	no descriptionmoderately similar to ( 204)AT1G76470| Symbols:  | cinnamoyl-CoA reductase | chr1:28694849-28696299 REVERSEweakly similar to ( 136)DFRA_VITVIDihydroflavonol-4-reductase - Vitis vinifera (Grape)not assigned not assigned not assigned not assigned WcaG Epimerase 3Beta_HSD GalE NAD_binding_4 Polysacc_synt_2 KR COG1086 adh_short COG0702	secondary metabolism.flavonoids.dihydroflavonols	16_8_3

CUST_26044_PI403524517	2	-0.022559166	-0.114562035	0.015284538	-0.014463425	0.12055206	0.014463425	35_7545	"Cluster: Hypothetical protein P0012B02.6; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0012B02.6 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q69XQ4	"CHR1V7|COORD:18943148..18945228| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G20760.1); similar to Os06g0618000 [Oryza sativa (japonica"	AT1G51130.1	CHR02V5|COORD:5257593..5254077|protein expressed protein	LOC_Os02g10090.1	"no descriptionmoderately similar to ( 348)AT1G51130| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G20760.1); similar to Os06g0618000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001058082.1); similar to Os08g0510900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001062210.1); similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:BAD23477.1); contains InterPro domain tRNA-binding arm; (InterPro:IPR010978) | chr1:18943148-18945228 REVERSEnot assigned Nse4 COG5125"	not assigned.unknown	35_2

CUST_7972_PI399408534	2	0.048051834	-0.28896332	-0.018789291	0.018789291	0.21663094	-0.16093636	35_44777	"Cluster: Putative fibrillarin protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative fibrillarin protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6AT27	CHR5V7|COORD:21311516..21313735| FIB1 (FIBRILLARIN 1)	AT5G52470.1	CHR05V5|COORD:4537270..4540444|protein fibrillarin-2, putative, expressed	LOC_Os05g08360.1	 no descriptionmoderately similar to ( 243)AT5G52470| Symbols: FBR1, ATFIB1, ATFBR1, SKIP7, FIB1 | FIB1 (FIBRILLARIN 1) | chr5:21311516-21313735 FORWARDnot assigned Fibrillarin NOP1 PRK04266 	RNA.processing	27_1

CUST_111880_PI403524517	2	0.01856041	0.4937563	0.029327393	-0.22979927	-0.018561363	-0.16501999	35_31762	Rep: Homeobox protein Hox-A4 - Gallus gallus (Chicken)	UniRef90_P17277	CHR5V7|COORD:15457074..15460237| protein kinase family protein	AT5G38560.1	CHR06V5|COORD:7557431..7554464|protein expressed protein	LOC_Os06g13640.1	no description	not assigned.unknown	35_2

CUST_136981_PI403524517	2	0.13544655	0.41115475	0.28811073	-0.13544655	-0.26089668	-0.2834959	35_38413	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_24602_PI403524517	2	0.21723175	-0.1869421	-0.023207664	0.023207664	-0.030861855	0.1867075	35_7140	"Cluster: Hypothetical protein OSJNBa0065C11.1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0065C11.1 - Oryza sativa (japonica cu"	UniRef90_Q5W6X5	CHR3|COORD:2624467..2627376| metal transporter family protein, contains ZIP Zinc transporter domain, Pfam:PF02535	AT3G08650.2	CHR05V5|COORD:14528126..14519682|protein metal ion transporter, putative, expressed	LOC_Os05g25194.2	no descriptionweakly similar to ( 191)AT3G08650| Symbols:  | metal transporter family protein | chr3:2624700-2627314 REVERSECOG0428 PRK04201 Zip	transport.metal	34_12

CUST_52430_PI403524517	2	0.18024254	-0.2534914	-0.5183315	0.0022592545	-0.0022587776	0.10365009	35_14939	"Cluster: NAC transcription factor; n=1; Hordeum vulgare subsp. vulgare|Rep: NAC transcription factor - Hordeum vulgare var. distichum (Two-rowed barley)"	UniRef90_Q5Y5S4	0	0	CHR06V5|COORD:27256070..27260258|protein clathrin assembly protein, putative, expressed	LOC_Os06g45050.1	no description	not assigned.unknown	35_2

CUST_91982_PI403524517	2	-0.20020676	-0.92804956	-0.46422672	0.23867416	0.20020676	0.42763615	35_26298	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_67272_PI403524517	2	0.011248589	-0.016144753	-0.006767273	0.006767273	-0.018309593	0.13410091	35_19209	"Cluster: Similarity to kinesin heavy chain; n=2; Arabidopsis thaliana|Rep: Similarity to kinesin heavy chain - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9FKP4	CHR5V7|COORD:26179057..26186227| kinesin motor protein-related	AT5G65460.1	CHR06V5|COORD:5986672..5981670|protein ATP binding protein, putative, expressed	LOC_Os06g11380.1	no descriptionhighly similar to ( 773)AT5G65460| Symbols:  | kinesin motor protein-related | chr5:26179057-26186227 REVERSEnot assigned	cell.organisation	31_1

CUST_132059_PI403524517	2	-0.06449604	-0.08992672	-0.19286633	0.09463501	0.08908653	0.06449509	35_37089	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_120675_PI403524517	2	0.15820599	0.027828217	-0.027827263	-0.040520668	-0.027827263	0.04205036	35_34106	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_136272_PI403524517	2	0.24077654	-0.08295536	0.47401667	0.08295536	-0.35702324	-0.25707817	35_38214	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_72905_PI403524517	2	0.20436954	0.07959652	-0.052567482	0.018597603	-0.07208538	-0.018597603	35_20902	"Cluster: Hypothetical protein P0643F09.3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0643F09.3 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6K6C2	CHR5V7|COORD:14822667..14825343| similar to Os02g0815400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001048502.1)	AT5G37360.1	CHR02V5|COORD:34920767..34923520|protein expressed protein	LOC_Os02g57030.2	no descriptionweakly similar to ( 113)AT5G37360| Symbols:  | similar to Os02g0815400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001048502.1) | chr5:14822667-14825343 REVERSEnot assigned not assigned PRK07764	not assigned.unknown	35_2

CUST_23412_PI399408534	2	0.23741817	1.0336084	0.048891068	-0.3764925	-0.04889202	-0.051968575	35_45905	"Cluster: Os06g0134700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0134700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DEU2	CHR2V7|COORD:18698813..18701540| leucine-rich repeat transmembrane protein kinase, putative	AT2G45340.1	CHR06V5|COORD:1863516..1867212|protein ATP binding protein, putative, expressed	LOC_Os06g04370.1	 no descriptionweakly similar to ( 148)AT5G51560| Symbols:  | leucine-rich repeat transmembrane protein kinase, putative | chr5:20963033-20965839 FORWARDvery weakly similar to (63.9)CRI4_MAIZEPutative receptor protein kinase CRINKLY4 precursor - Zea mays (Maize)not assigned PTKc Pkinase_Tyr 	signalling.receptor kinases.DUF 26	30_2_17

CUST_56190_PI403524517	2	-0.49695253	-0.0025920868	0.45378304	0.40551186	-0.23095798	0.00259161	35_15994	"Cluster: Hypothetical protein B1097D05.32; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1097D05.32 - Oryza sativa (japonica cultivar-g"	UniRef90_Q8LJ71	"CHR5V7|COORD:3877976..3879484| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G29780.1); similar to Os01g0582600 [Oryza sativa (japonica"	AT5G12010.1	CHR01V5|COORD:22931366..22933651|protein expressed protein	LOC_Os01g40070.1	"no descriptionhighly similar to ( 501)AT5G12010| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G29780.1); similar to Os01g0582600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001043414.1); similar to Os05g0593000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001056499.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD72250.1) | chr5:3877976-3879484 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07764 PRK07003 Atrophin-1 APC_basic Herpes_BLLF1 Tymo_45kd_70kd AF-4 HPC2 SerH TT_ORF1 DUF566 Herpes_UL32 Pol_Y_like PRK12678 PRK09169 PRK12495 DUF390"	not assigned.unknown	35_2

CUST_182756_PI403524517	2	0.030341148	-0.0985136	-0.029675484	0.056321144	-0.22418118	0.029675484	35_50798	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_1835_PI399408534	2	0.08552647	-0.27151394	-0.18189526	0.010210037	-0.010209084	0.02126503	35_3082	"Cluster: Putative splicing factor 3a; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative splicing factor 3a - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6EUD5	CHR1V7|COORD:5028072..5030515| SWAP (Suppressor-of-White-APricot)/surp domain-containing protein / ubiquitin family protein	AT1G14650.1	CHR02V5|COORD:8196894..8200387|protein splicing factor 3 subunit 1, putative, expressed	LOC_Os02g14780.2	no descriptionmoderately similar to ( 471)AT1G14650| Symbols:  | SWAP (Suppressor-of-White-APricot)/surp domain-containing protein / ubiquitin family protein | chr1:5028072-5030515 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned SF3a120_C Drf_FH1 SWAP Atrophin-1 Surp GRASP55_65 Extensin_2 Cytadhesin_P30 DUF1421 UBQ Amelogenin UBL Tymo_45kd_70kd ubiquitin PRK07764 PRK12323	RNA.processing	27_1

CUST_102504_PI403524517	2	0.06617546	-0.20800686	-0.019551277	0.01955223	-0.29185963	0.12459278	35_29239	"Cluster: Myosin heavy chain class XI E3 protein, putative; n=1; Oryza sativa (japonica cultivar-group)|Rep: Myosin heavy chain class XI E3 protein, putative - O"	UniRef90_Q6AVV2	"CHR5V7|COORD:6927066..6936827| XIK (Myosin-like protein XIK); motor/ protein binding"	AT5G20490.1	CHR03V5|COORD:27336685..27324008|protein myosin XI, putative, expressed	LOC_Os03g48140.1	" no descriptionvery weakly similar to (74.3)AT1G08730| Symbols: ATXIC, PCR43, XIC | XIC (Myosin-like protein XIC); motor/ protein binding | chr1:2779966-2788328 FORWARDnot assigned "	cell.organisation	31_1

CUST_58724_PI403524517	2	0.062078476	-1.4448767	-0.3751831	0.35954285	0.27039337	-0.062077522	35_16752	"Cluster: Small heat shock protein Hsp23.6 precursor; n=1; Triticum aestivum|Rep: Small heat shock protein Hsp23.6 precursor - Triticum aestivum (Wheat)"	UniRef90_Q9ZP24	CHR5V7|COORD:20908468..20909239| 23.5 kDa mitochondrial small heat shock protein (HSP23.5-M)	AT5G51440.1	CHR06V5|COORD:6152439..6151020|protein heat shock 22 kDa protein, mitochondrial precursor, putative, expressed	LOC_Os06g11610.1	 no descriptionweakly similar to ( 101)AT5G51440| Symbols:  | 23.5 kDa mitochondrial small heat shock protein (HSP23.5-M) | chr5:20908468-20909239 FORWARDweakly similar to ( 110)HS22M_SOYBNHeat shock 22 kDa protein, mitochondrial precursor - Glycine max (Soybean)not assigned not assigned HSP20 IbpA alpha-crystallin-Hsps 	stress.abiotic.heat	20_2_1

CUST_3891_PI403524517	2	0.2568407	-0.17202282	-0.17464638	-0.03406048	0.03406048	0.22721863	35_1077	"Cluster: Beta 7 subunit of 20S proteasome; n=1; Oryza sativa (japonica cultivar-group)|Rep: Beta 7 subunit of 20S proteasome - Oryza sativa (japonica cultivar-g"	UniRef90_Q9LST4	"CHR1V7|COORD:21145635..21147851| PBG1 (20S proteasome beta subunit G1); peptidase"	AT1G56450.1	CHR09V5|COORD:20069021..20066476|protein proteasome subunit beta type 4 precursor, putative, expressed	LOC_Os09g33986.2	"no descriptionmoderately similar to ( 338)AT1G56450| Symbols: PBG1 | PBG1 (20S proteasome beta subunit G1); peptidase | chr1:21145635-21147851 FORWARDvery weakly similar to (52.0)PSB6_TOBACProteasome subunit beta type-6 precursor - Nicotiana tabacum (Common tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned proteasome_beta_type_4 proteasome_beta proteasome_protease_HslV PRE1 Proteasome Ntn_hydrolase proteasome_beta_archeal proteasome_beta_type_2 proteasome_beta_type_1 proteasome_beta_type_7 proteasome_beta_type_3 proteasome_beta_type_6 proteasome_beta_type_5 proteasome_alpha_archeal"	protein.degradation.ubiquitin.proteasom	29_5_11_20

CUST_178455_PI403524517	2	0.2874236	-0.4606638	-0.27521324	0.10138607	0.22573519	-0.10138655	35_49633	Rep: H0212B02.11 protein - Oryza sativa (Rice)	UniRef90_Q25AM8	"CHR1V7|COORD:22030234..22031839| similar to Os04g0650500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001054091.1); similar to H0212B02.11 [Oryza"	AT1G59840.1	CHR04V5|COORD:32928320..32931418|protein expressed protein	LOC_Os04g55690.1	"no descriptionmoderately similar to ( 216)AT1G59840| Symbols:  | similar to Os04g0650500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001054091.1); similar to H0212B02.11 [Oryza sativa (indica cultivar-group)] (GB:CAJ86182.1) | chr1:22030234-22031839 FORWARD"	not assigned.unknown	35_2

CUST_2263_PI404877155	2	-0.6903744	-0.18530846	0.35219765	0.29397392	-0.67992115	0.18530846	Contig12629_s_at	P0034C09.1 [Oryza sativa (japonica cultivar-group)]	NP_917017.1	serine/threonine protein kinase family protein	At5g38210.1	protein Protein kinase domain, putative	Os01g49520	"serine/threonine protein kinase family protein, contains protein kinase domain, Pfam:PF00069; contains serine/threonine protein kinase domain, INTERPRO:IPR002290"	signalling.receptor kinases.wheat LRK10 like	30_2_20

CUST_85423_PI403524517	2	0.115449905	0.63619995	-0.037376404	-0.15710258	-0.09621334	0.03737545	35_24471	"Cluster: Hypothetical protein P0562A06.5; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0562A06.5 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6YZI9	"CHR3V7|COORD:16047241..16047801| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G01080.1); similar to Os12g0119800 [Oryza sativa (japonica"	AT3G44380.1	CHR08V5|COORD:27809197..27809775|protein harpin-induced protein, putative	LOC_Os08g44410.1	"no descriptionweakly similar to ( 169)AT3G44380| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G01080.1); similar to Os12g0119800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001066015.1); similar to Os08g0558300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001062493.1); contains InterPro domain Harpin-induced 1; (InterPro:IPR010847) | chr3:16047241-16047801 REVERSEnot assigned not assigned not assigned not assigned not assigned Hin1 PRK12323 PRK07003 Herpes_BLLF1 DUF566"	not assigned.unknown	35_2

CUST_18832_PI404877155	2	0.15932941	0.37788963	0.031838417	-0.103857994	-0.07188797	-0.031838417	HW01I10u_x_at	0	0	0	0	0	0	GTP-binding protein -related	signalling.G-proteins	30_5

CUST_75535_PI403524517	2	0.1053648	0.05818081	-0.13120747	-0.115880966	-0.03265667	0.032655716	35_21651	"Cluster: Putative RNA helicase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative RNA helicase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q942Q0	CHR5V7|COORD:1612078..1615196| DEAD/DEAH box helicase, putative (RH18)	AT5G05450.1	CHR01V5|COORD:3328765..3325340|protein ATP-dependent rRNA helicase spb4, putative, expressed	LOC_Os01g07080.2	 no descriptionmoderately similar to ( 308)AT5G05450| Symbols:  | DEAD/DEAH box helicase, putative (RH18) | chr5:1612078-1615196 FORWARDweakly similar to ( 111)DB10_NICSYATP-dependent RNA helicase-like protein DB10 - Nicotiana sylvestris (Wood tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned SrmB PRK11776 PRK10590 PRK11192 PRK11634 PRK04537 PRK01297 PRK04837 HELICc DEADc Helicase_C HELICc DEAD DEXDc MPH1 SSL2 RecQ Lhr 	DNA.synthesis/chromatin structure	28_1

CUST_8935_PI404877155	2	-0.32816505	-0.112335205	0.44707394	0.19349289	-0.019612312	0.019611359	Contig2747_at	putative calreticulin [Oryza sativa (japonica cultivar-group)] dbj|BAC06263.1| putative calreticulin [Oryza sativa (japonica cultivar-group)	NP_915149.1	calreticulin 3 (CRT3)	At1g08450.1	protein calreticulin 3	Os05g43170	NONE	signalling.calcium	30_3

CUST_183260_PI403524517	2	-0.8553033	-0.11285305	1.1261578	0.5548177	0.090909004	-0.09090853	35_50936	Rep: Phenylalanine ammonia-lyase - Hordeum vulgare (Barley)	UniRef90_Q42851	"CHR2V7|COORD:15564681..15567316| PAL1 (PHE AMMONIA LYASE 1); phenylalanine ammonia-lyase"	AT2G37040.1	CHR04V5|COORD:25690991..25687768|protein phenylalanine ammonia-lyase, putative, expressed	LOC_Os04g43760.1	"no descriptionweakly similar to ( 160)AT2G37040| Symbols: PAL1 | PAL1 (PHE AMMONIA LYASE 1); phenylalanine ammonia-lyase | chr2:15564681-15567316 REVERSEweakly similar to ( 168)PAL1_ORYSAnot assigned PAL PAL-HAL"	secondary metabolism.phenylpropanoids.lignin biosynthesis.PAL	16_2_1_1

CUST_53172_PI403524517	2	-0.37061024	-0.08109951	0.21975994	0.08109951	0.26049328	-0.16357136	35_15135	"Cluster: Putative annexin; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative annexin - Oryza sativa (japonica cultivar-group)"	UniRef90_Q67VZ1	"CHR5V7|COORD:3209739..3211397| ANN7 (ANN7, ANNEXIN ARABIDOPSIS 7); calcium ion binding / calcium-dependent phospholipid binding"	AT5G10230.1	CHR06V5|COORD:6249718..6252709|protein annexin-like protein RJ4, putative, expressed	LOC_Os06g11800.1	" no descriptionweakly similar to ( 180)AT5G10230| Symbols: ANNAT7, ANN7 | ANN7 (ANN7, ANNEXIN ARABIDOPSIS 7); calcium ion binding / calcium-dependent phospholipid binding | chr5:3209739-3211397 REVERSEweakly similar to ( 157)ANX4_FRAANAnnexin-like protein RJ4 - Fragaria ananassa (Strawberry)not assigned not assigned Annexin ANX "	cell.organisation	31_1

CUST_68804_PI403524517	2	0.08583832	0.57160664	-0.023564339	0.023565292	-0.16976166	-0.052728653	35_19684	"Cluster: Hypothetical protein OJ1134_H03.7; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1134_H03.7 - Oryza sativa (japonica cultivar"	UniRef90_Q6ZK86	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	CHR08V5|COORD:24802771..24803808|protein thylakoid lumenal 19 kDa protein, chloroplast precursor, putative, expressed	LOC_Os08g39430.1	no descriptionvery weakly similar to (55.1)AT1G77090| Symbols:  | thylakoid lumenal 29.8 kDa protein | chr1:28965470-28966769 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned PRK07764 Tymo_45kd_70kd	PS.lightreaction.photosystem II.PSII polypeptide subunits	1_1_1_2

CUST_3834_PI404877155	2	0.009581566	-0.10605335	0.066758156	-0.1276598	-0.009581566	0.023446083	Contig14444_s_at	OSJNBb0058J09.5 [Oryza sativa (japonica cultivar-group)] ref|XP_471516.1| OSJNBb0058J09.5 [Oryza sativa (japonica cultivar-group)]	CAD39868.2	expressed protein	At4g38495.1	protein Similar to contains similarity to arabinosidase	Os04g20590	0	RNA.regulation of transcription	27_3

CUST_150339_PI403524517	2	-0.34290123	-0.08374548	0.9391227	-0.040260315	0.4706545	0.040260315	35_42058	"Cluster: Os02g0172600 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os02g0172600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E3J1	"CHR5V7|COORD:18093073..18097044| RAN1 (RESPONSIVE-TO-ANTAGONIST1); ATPase, coupled to transmembrane movement of ions, phosphorylative mechanism"	AT5G44790.1	CHR02V5|COORD:3955896..3950375|protein copper-transporting ATPase RAN1, putative, expressed	LOC_Os02g07630.1	" no descriptionweakly similar to ( 159)AT5G44790| Symbols: HMA7, RAN1 | RAN1 (RESPONSIVE-TO-ANTAGONIST1); ATPase, coupled to transmembrane movement of ions, phosphorylative mechanism | chr5:18093073-18097044 REVERSEnot assigned ZntA E1-E2_ATPase PRK10671 zntA PRK01122 KdpB "	transport.metal	34_12

CUST_2852_PI404877155	2	0.023639679	0.12822533	-0.20739365	-0.09085369	0.005979538	-0.0059804916	Contig13255_at	0	BAB08963.1	DNAJ heat shock N-terminal domain-containing protein	At5g06410.1	protein co-chaperone Hsc20, putative	Os12g27070	gene_id:MHF15.7~similar to unknown protein~sp|P36540	stress.abiotic.heat	20_2_1

CUST_12141_PI403524517	2	-0.023631096	-0.24068356	0.2055521	0.009510994	0.005414009	-0.005414009	35_3457	"Cluster: Putative enoyl-CoA-hydratase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative enoyl-CoA-hydratase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5JMX9	CHR1V7|COORD:2003833..2006563| enoyl-CoA hydratase/isomerase family protein	AT1G06550.1	CHR01V5|COORD:31883685..31879305|protein 3-hydroxyisobutyryl-CoA hydrolase/ catalytic, putative, expressed	LOC_Os01g54860.1	no descriptionmoderately similar to ( 469)AT1G06550| Symbols:  | enoyl-CoA hydratase/isomerase family protein | chr1:2003833-2006563 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned PRK06493 PRK06028 PRK07759 PRK06952 PRK07828 PRK05617 CaiD PRK05980 ECH PRK07510 PRK07260 PRK05809 PRK05995 PRK07629 PRK08138 PRK07658 PRK06190 PRK03580 PRK08139 PRK09120 PRK06072 PRK07657 PRK06494 PRK06144 PRK08252 PRK06688 PRK08290 PRK07511 PRK05979 PRK07628 PRK06127 PRK06143 PRK06495 PRK05870 PRK08260 PRK07827 PRK07659 PRK08140 PRK09674 PRK08150 PRK07327 PRK05674 PRK07830 PRK07799 PRK06023 PRK09076 PRK06210 PRK06142 PRK09245 PRK07468 PRK07854 PRK06951 PRK05862 MenB PRK07112 PRK07938 PRK05864 PRK07509 PRK11423 PRK07396 PRK08259 fadB PRK08272	amino acid metabolism.degradation.aspartate family.lysine	13_2_3_5

CUST_59717_PI403524517	2	0.15237617	-0.398592	-0.15618229	0.005063057	0.05897808	-0.0050640106	35_17025	0	0	0	0	CHR09V5|COORD:22691494..22689696|protein DNA polymerase epsilon subunit 3, putative, expressed	LOC_Os09g39490.1	no description	not assigned.unknown	35_2

CUST_13774_PI403524517	2	0.028428078	0.62299347	0.10648632	-0.079956055	-0.14791298	-0.028427124	35_3951	"Cluster: Os06g0225900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0225900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DDF9	CHR1V7|COORD:18573589..18579492| AAA-type ATPase family protein	AT1G50140.1	CHR06V5|COORD:6513400..6502736|protein ATP binding protein, putative, expressed	LOC_Os06g12160.1	no descriptionmoderately similar to ( 461)AT1G50140| Symbols:  | AAA-type ATPase family protein | chr1:18573589-18579492 REVERSEweakly similar to ( 139)CDC48_CAPANCell division cycle protein 48 homolog - Capsicum annuum (Bell pepper)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned SpoVK AAA RPT1 PRK03992 hflB HflB COG1223 AAA AAA COG0714 MGS1 PRK04195 clpA TIP49	protein.degradation.AAA type	29_5_9

CUST_42657_PI403524517	2	0.0772028	-0.150321	0.01661253	-0.016612053	0.018854618	-0.018428802	35_12254	"Cluster: Hypothetical protein P0476C12.24; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0476C12.24 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6Z868	"CHR1V7|COORD:9054811..9056513| similar to Os02g0326000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001046704.1); similar to unnamed protein product"	AT1G26180.1	CHR02V5|COORD:13127037..13119918|protein membrane protein, putative, expressed	LOC_Os02g22060.1	"no descriptionvery weakly similar to (82.4)AT1G26180| Symbols:  | similar to Os02g0326000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001046704.1); similar to unnamed protein product [Ostreococcus tauri] (GB:CAL54160.1) | chr1:9054811-9056513 FORWARD"	not assigned.unknown	35_2

CUST_134331_PI403524517	2	0.0469985	-0.26873493	0.3193779	-1.2271943	-0.0469985	0.081330776	35_37693	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_52832_PI403524517	2	-1.1997232	0.047911644	0.5962877	-0.24165154	0.046334267	-0.046334267	35_15047	Rep: Fatty acid desaturase - Zea mays (Maize)	UniRef90_O23824	"CHR5V7|COORD:1664332..1666346| FAD8 (FATTY ACID DESATURASE 8); omega-3 fatty acid desaturase"	AT5G05580.1	CHR03V5|COORD:10062499..10059317|protein omega-3 fatty acid desaturase, chloroplast precursor, putative, expressed	LOC_Os03g18070.1	" no descriptionhighly similar to ( 556)AT5G05580| Symbols: SH1, FAD8 | FAD8 (FATTY ACID DESATURASE 8); omega-3 fatty acid desaturase | chr5:1664332-1666346 FORWARDhighly similar to ( 580)FAD3C_SOYBNOmega-3 fatty acid desaturase, chloroplast precursor - Glycine max (Soybean)not assigned not assigned Delta12-FADS-like FA_desaturase DesA Membrane-FADS-like Delta6-FADS-like Rhizopine-oxygenase-like Rhizobitoxine-FADS-like Delta4-sphingolipid-FADS-like CrtR_beta-carotene-hydroxylase DesA_FADS-like "	lipid metabolism.FA desaturation.omega 3 desaturase	11_2_3

CUST_53963_PI403524517	2	-0.09501934	-0.7507744	0.09501934	0.2115736	0.22785664	-0.17338657	35_15359	Rep: Endoxyloglucan transferase - Hordeum vulgare (Barley)	UniRef90_P93668	"CHR5V7|COORD:4475091..4476219| EXGT-A4 (ENDOXYLOGLUCAN TRANSFERASE A4); hydrolase, acting on glycosyl bonds"	AT5G13870.1	CHR11V5|COORD:19173505..19176590|protein xyloglucan endotransglucosylase/hydrolase precursor, putative, expressed	LOC_Os11g33270.1	" no descriptionmoderately similar to ( 482)AT5G13870| Symbols: EXGT-A4 | EXGT-A4 (ENDOXYLOGLUCAN TRANSFERASE A4); hydrolase, acting on glycosyl bonds | chr5:4475091-4476219 REVERSEhighly similar to ( 577)XTH_WHEATProbable xyloglucan endotransglucosylase/hydrolase precursor - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned GH16_XET Glyco_hydro_16 Glyco_hydrolase_16 GH16_GPI_glucanosyltransferase GH16_lichenase XET_C Herpes_BLLF1 SKN1 APC_basic "	cell wall.modification	10_7

CUST_17856_PI403524517	2	-0.15595245	-0.98655415	0.40303135	0.1559534	0.39905834	-0.2611599	35_5154	"Cluster: Putative serine carboxypeptidase II; n=3; Oryza sativa (japonica cultivar-group)|Rep: Putative serine carboxypeptidase II - Oryza sativa (japonica"	UniRef90_Q6K673	CHR4V7|COORD:14944225..14948397| BRS1 (BRI1 SUPPRESSOR 1)	AT4G30610.1	CHR02V5|COORD:33763429..33770655|protein serine carboxypeptidase K10B2.2 precursor, putative, expressed	LOC_Os02g55130.4	 no descriptionhighly similar to ( 545)AT4G30610| Symbols: SCPL24, BRS1 | BRS1 (BRI1 SUPPRESSOR 1) | chr4:14944225-14948397 FORWARDmoderately similar to ( 399)CBP2_WHEATSerine carboxypeptidase 2 precursor - Triticum aestivum (Wheat)not assigned not assigned not assigned Peptidase_S10 COG2939 AF-4 Herpes_BLLF1 Pneumo_att_G PRK12323 	protein.degradation.serine protease	29_5_5

CUST_15918_PI404877155	2	-0.07069397	-0.09455109	0.006632805	0.07837486	-0.006631851	0.05801201	Contig9762_at	AP2 domain-containing transcription factor family protein [Arabidopsis thaliana]	NP_193040.2	AP2 domain-containing transcription factor family protein	At4g13040.1	protein AP2 domain, putative	Os02g29550	AP2 domain-containing transcription factor family protein, contains Pfam profile PF00847: AP2 domain	RNA.regulation of transcription.AP2/EREBP, APETALA2/Ethylene-responsive element binding protein family	27_3_03

CUST_17282_PI399408534	2	0.17042351	-0.36370182	0.13346958	-0.08755016	0.08754921	-0.4145975	35_22639	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10RA9	CHR1V7|COORD:28532166..28534149| nucleic acid binding	AT1G76010.1	CHR03V5|COORD:3544476..3540612|protein TATA-binding protein-associated factor 2N, putative, expressed	LOC_Os03g06980.1	no descriptionweakly similar to ( 169)AT1G76010| Symbols:  | nucleic acid binding | chr1:28532166-28534149 REVERSEnot assigned Alba	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_145510_PI403524517	2	0.3255248	0.2909255	0.23513126	-0.23513174	-0.36814737	-0.24792194	35_40741	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_59271_PI403524517	2	0.053376198	-0.08614349	0.0020446777	-0.040927887	-0.0020446777	0.021931648	35_16901	"Cluster: Putative P18; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative P18 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ZH90	"CHR2V7|COORD:18806955..18808397| SAP18 (SIN3 ASSOCIATED POLYPEPTIDE P18); protein binding / transcription regulator"	AT2G45640.1	CHR02V5|COORD:1161278..1158885|protein histone deacetylase complex subunit SAP18, putative, expressed	LOC_Os02g02960.4	"no descriptionweakly similar to ( 170)AT2G45640| Symbols: SAP18 | SAP18 (SIN3 ASSOCIATED POLYPEPTIDE P18); protein binding / transcription regulator | chr2:18806955-18808397 REVERSEnot assigned SAP18"	not assigned.no ontology	35_1

CUST_57002_PI403524517	2	0.049725533	-0.38695526	-0.053212166	0.0075187683	0.038910866	-0.0075187683	35_16245	"Cluster: Hypothetical protein OSJNBb0024N19.16; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0024N19.16 - Oryza sativa (japonica"	UniRef90_Q6AVU9	CHR4V7|COORD:15306989..15308070| SRZ-22 (serine/arginine-rich 22)	AT4G31580.1	CHR03V5|COORD:27314038..27318264|protein expressed protein	LOC_Os03g48110.1	no descriptionnot assigned not assigned not assigned	not assigned.unknown	35_2

CUST_25495_PI403524517	2	0.009961128	-0.5125189	-0.16547966	0.051906586	-0.009960175	0.041498184	35_7387	"Cluster: Os05g0519500 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os05g0519500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DGP5	CHR1|COORD:5306056..5309509| transducin family protein / WD-40 repeat family protein, Strong similarity to gb X95263 Periodic tryptophan protein 2 gene (PWP2) f	AT1G15440.2	CHR05V5|COORD:25710432..25705547|protein periodic tryptophan protein 2, putative, expressed	LOC_Os05g44320.1	no descriptionmoderately similar to ( 245)AT1G15440| Symbols:  | transducin family protein / WD-40 repeat family protein | chr1:5306154-5309455 REVERSEnot assigned PWP2	not assigned.no ontology	35_1

CUST_100333_PI403524517	2	0.247468	-0.29554415	-0.01646614	0.32355452	0.01646614	-0.016740799	35_28642	"Cluster: Double-stranded RNA-binding domain (DsRBD)-containing protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Double-stranded RNA-binding domain"	UniRef90_Q6H5U8	"CHR4V7|COORD:11511523..11516934| CPL1 (FIERY 2); double-stranded RNA binding"	AT4G21670.1	CHR02V5|COORD:25620879..25630203|protein CPL1, putative, expressed	LOC_Os02g42600.1	" no descriptionmoderately similar to ( 273)AT4G21670| Symbols: FRY2, ATCPL1, FLP1, CPL1 | CPL1 (FIERY 2); double-stranded RNA binding | chr4:11511523-11516934 FORWARDnot assigned "	RNA.RNA binding	27_4

CUST_86851_PI403524517	2	-0.0046014786	0.20409584	0.0046014786	-0.062170982	0.11920738	-0.07672882	35_24874	"Cluster: Putative RNA recognition motif (RRM)-containing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative RNA recognition motif (RRM)-containi"	UniRef90_Q6ZJG0	CHR2V7|COORD:18212611..18215107| La domain-containing protein	AT2G43970.2	CHR08V5|COORD:27030759..27036224|protein RNA binding protein, putative, expressed	LOC_Os08g42980.1	no descriptionweakly similar to ( 134)AT2G43970| Symbols:  | La domain-containing protein | chr2:18212611-18215107 REVERSEnot assigned not assigned not assigned LA La PRK12323 PRK07764	RNA.RNA binding	27_4

CUST_105050_PI403524517	2	0.049666405	0.10239792	-0.049666405	0.05551529	-0.13182068	-0.10239601	35_29926	"Cluster: Hypothetical protein B1130G10.21; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1130G10.21 - Oryza sativa (japonica"	UniRef90_Q75II1		0	CHR05V5|COORD:25594388..25599394|protein expressed protein	LOC_Os05g44190.1	no description	not assigned.unknown	35_2

CUST_12108_PI399408534	2	0.10243416	-0.033493042	0.04471016	-0.045844078	-0.23949623	0.033493042	35_9277	"Cluster: Putative chromodomain-helicase-DNA-binding protein; n=3; rosids|Rep: Putative chromodomain-helicase-DNA-binding protein - Arabidopsis thaliana (Mouse-e"	UniRef90_Q9SI41	"CHR2V7|COORD:5551683..5562625| CHR5 (chromatin remodeling 5); ATP binding / DNA binding / chromatin binding / helicase"	AT2G13370.1	CHR07V5|COORD:27831876..27824101|protein chromodomain-helicase-DNA-binding protein, putative, expressed	LOC_Os07g46590.1	"no descriptionmoderately similar to ( 389)AT2G13370| Symbols: CHR5 | CHR5 (chromatin remodeling 5); ATP binding / DNA binding / chromatin binding / helicase | chr2:5551683-5562625 REVERSEmoderately similar to ( 229)ISW2_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned HepA HELICc HELICc Helicase_C SNF2_N SrmB"	RNA.regulation of transcription.Chromatin Remodeling Factors	27_3_44

CUST_16020_PI403524517	2	-0.052404404	-0.18183422	-0.13031769	0.052404404	0.08683872	0.18868065	35_4623	"Cluster: Putative ceramide glucosyltransferase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative ceramide glucosyltransferase - Oryza sativa (japonica"	UniRef90_Q5N724	CHR2V7|COORD:8588660..8592200| ceramide glucosyltransferase, putative	AT2G19880.1	CHR01V5|COORD:39769722..39764816|protein ceramide glucosyltransferase, putative, expressed	LOC_Os01g67870.1	 no descriptionweakly similar to ( 179)AT2G19880| Symbols:  | ceramide glucosyltransferase, putative | chr2:8588660-8592200 FORWARD	lipid metabolism.'exotics' (steroids, squalene etc).sphingolipids.ceramide glucosyltransferase	11_8_1_3

CUST_2989_PI404877155	2	-0.08514309	0.2531662	-0.006304741	-0.03255081	0.006304741	0.029320717	Contig13414_at	expressed protein [Arabidopsis thaliana]	NP_194434.2	expressed protein	At4g27040.1	protein Similar to SNF8 protein homolog F10M23.380 - Arabidopsis thaliana	Os09g36020	EAP30 subunit of ELL complex	signalling.in sugar and nutrient physiology	30_1

CUST_169891_PI403524517	2	0.04010296	0.08948994	0.10212231	-0.04010248	-0.14567614	-0.04469776	35_47322	"Cluster: Putative vacuolar protein sorting protein 18; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative vacuolar protein sorting protein 18 - Oryza sat"	UniRef90_Q6ZKF1	CHR1V7|COORD:4251357..4257199| Pep3/Vps18/deep orange family protein	AT1G12470.1	CHR08V5|COORD:4564660..4574401|protein vacuolar protein sorting 18, putative, expressed	LOC_Os08g08060.1	no descriptionweakly similar to ( 191)AT1G12470| Symbols:  | Pep3/Vps18/deep orange family protein | chr1:4251357-4257199 FORWARDnot assigned Pep3_Vps18	protein.targeting.secretory pathway.vacuole	29_3_4_3

CUST_10787_PI403524517	2	0.030507088	0.05924797	-0.024447441	-0.07978439	0.024447441	-0.11140251	35_3046	"Cluster: Putative CENP-E like kinetochore protein; n=1; Hordeum vulgare|Rep: Putative CENP-E like kinetochore protein - Hordeum vulgare (Barley)"	UniRef90_Q8L5E4	CHR5V7|COORD:23594954..23596867| kinase interacting protein-related	AT5G58320.2	CHR05V5|COORD:4112242..4107200|protein CENP-E like kinetochore protein, putative, expressed	LOC_Os05g07680.2	no descriptionweakly similar to ( 167)AT2G30500| Symbols:  | kinase interacting family protein | chr2:13005406-13007149 REVERSEvery weakly similar to (51.2)MFP1_TOBACMAR-binding filament-like protein 1-1 - Nicotiana tabacum (Common tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned KIP1 Smc PRK02224 PRK03918 SbcC Myosin_tail_1 PRK04778 HOOK MAD Filament COG4717 DUF869 SCP-1 EzrA HEC1 EzrA HCR COG4942 PRK01156 COG1579 COG1340 DUF827 CALCOCO1	protein.postranslational modification	29_4

CUST_5061_PI404877155	2	0.5758381	-0.118774414	0.016900063	-0.016899109	-0.14160061	0.414711	Contig1648_at	glutamine synthetase isoform GSe2 [Triticum aestivum]	AAR84350.1	glutamine synthetase, putative	At1g66200.1	protein putative glutamine synthetase	Os03g50490	glutamine synthetase	N-metabolism.ammonia metabolism.glutamine synthase	12_2_02

CUST_658_PI399407379	2	-0.08617592	0.45976257	0.42879677	-0.29873848	0.08617592	-0.13201523	HvFCA4									

CUST_88543_PI403524517	2	-0.02748108	0.044534683	-0.05176592	0.02748108	-0.27428293	0.14362907	35_25343	"Cluster: Plus agglutinin; n=1; Chlamydomonas incerta|Rep: Plus agglutinin - Chlamydomonas incerta"	UniRef90_Q58NA5	CHR1V7|COORD:23241239..23242177| invertase/pectin methylesterase inhibitor family protein	AT1G62760.1	0	0	no description	not assigned.unknown	35_2

CUST_52653_PI403524517	2	0.007375717	-0.3667593	-0.076392174	-0.0073747635	0.06933117	0.05010128	35_15001	"AAD34459.1; n=3; Magnoliophyta|Rep: Gb|AAD34459.1 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9FGU1	CHR5V7|COORD:23504247..23505709| transport protein particle (TRAPP) component Bet3 family protein	AT5G58030.1	CHR01V5|COORD:29769497..29773991|protein transport protein particle subunit trs31, putative, expressed	LOC_Os01g51220.1	no descriptionmoderately similar to ( 359)AT5G58030| Symbols:  | transport protein particle (TRAPP) component Bet3 family protein | chr5:23504247-23505709 REVERSEnot assigned not assigned not assigned not assigned not assigned COG5128 TRAPP_Bet3	transport.misc	34_99

CUST_332_PI399408534	2	0.11066437	-0.18437004	-0.0435915	0.01819706	0.046481133	-0.018198013	35_17027	"Cluster: SAP domain containing protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: SAP domain containing protein, expressed - Oryza sativa (jap"	UniRef90_Q10KI0	CHR4V7|COORD:18414598..18416932| SAP domain-containing protein	AT4G39680.1	CHR03V5|COORD:15197832..15192959|protein DNA binding protein, putative, expressed	LOC_Os03g26630.2	no descriptionmoderately similar to ( 296)AT4G39680| Symbols:  | SAP domain-containing protein | chr4:18414598-18416932 REVERSEnot assigned	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_100369_PI403524517	2	0.4388337	0.1135602	-0.015068531	-0.1825018	-0.26381683	0.015068531	35_28653	"Cluster: G14587-6, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: G14587-6, putative, expressed - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QP00	CHR4V7|COORD:9017468..9022760| binding	AT4G15890.1	CHR12V5|COORD:22136367..22130208|protein HEAT repeat family protein, expressed	LOC_Os12g36170.1	no descriptionweakly similar to ( 145)AT4G15890| Symbols:  | binding | chr4:9017468-9022760 FORWARDnot assigned	not assigned.unknown	35_2

CUST_90185_PI403524517	2	0.7288532	-0.06375408	-0.3848667	0.074016094	-0.41043758	0.063753605	35_25797	"Cluster: Os06g0651900 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os06g0651900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DAH9	CHR4V7|COORD:13961250..13961566| hydrophobic protein, putative / low temperature and salt responsive protein, putative	AT4G28088.1	CHR06V5|COORD:26675856..26676198|protein low temperature and salt responsive protein, putative	LOC_Os06g44220.1	 no descriptionvery weakly similar to (72.4)AT4G28088| Symbols:  | hydrophobic protein, putative / low temperature and salt responsive protein, putative | chr4:13961250-13961566 REVERSEvery weakly similar to (81.3)OSR8_ORYSAnot assigned COG0401 UPF0057 	stress.abiotic.cold	20_2_2

CUST_13459_PI399408534	2	-0.0010490417	0.19451141	-0.0075559616	0.0010499954	0.16278362	-0.063251495	35_36978	"Cluster: Os08g0537600 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os08g0537600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J435	"CHR5V7|COORD:24911698..24916404| AGD1 (ARF-GAP DOMAIN 1); protein binding"	AT5G61980.1	CHR08V5|COORD:26747143..26738434|protein VAN3, putative, expressed	LOC_Os08g42530.1	"no descriptionvery weakly similar to (94.0)AT5G61980| Symbols: AGD1 | AGD1 (ARF-GAP DOMAIN 1); protein binding | chr5:24911698-24916404 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned ANK Arp"	signalling.G-proteins	30_5

CUST_57389_PI403524517	2	0.1637125	-1.3072677	-0.08331585	0.08331585	0.12874413	-0.16988373	35_16365	"Cluster: Cell death suppressor protein Lls1, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Cell death suppressor protein Lls1, putative,"	UniRef90_Q10BT2	"CHR4V7|COORD:13081030..13083162| ACD1-LIKE; electron carrier"	AT4G25650.2	CHR03V5|COORD:33577546..33580082|protein pheophorbide a oxygenase, chloroplast precursor, putative, expressed	LOC_Os03g59090.1	"no descriptionweakly similar to ( 199)AT4G25650| Symbols: ACD1-LIKE | ACD1-LIKE; electron carrier | chr4:13081030-13083162 REVERSEPaO"	misc. other Ferredoxins and Rieske domain	26_30

CUST_32474_PI399408534	2	0.13963604	-0.020620346	0.020619392	-0.030968666	0.16390896	-0.12650585	35_588	"Cluster: Guanine nucleotide-binding protein subunit beta-like protein; n=2; Oryza sativa|Rep: Guanine nucleotide-binding protein subunit beta-like protein -"	UniRef90_P49027	CHR3V7|COORD:6211115..6212377| guanine nucleotide-binding family protein / activated protein kinase C receptor (RACK1)	AT3G18130.1	CHR01V5|COORD:28657648..28660240|protein guanine nucleotide-binding protein beta subunit-like protein, putative, expressed	LOC_Os01g49290.1	no descriptionweakly similar to ( 197)AT3G18130| Symbols:  | guanine nucleotide-binding family protein / activated protein kinase C receptor (RACK1) | chr3:6211115-6212377 REVERSEmoderately similar to ( 253)GBLP_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned WD40 COG2319 PRK07003 Herpes_BLLF1 PRK12323 Pneumo_att_G	signalling.G-proteins	30_5

CUST_3942_PI404877155	2	-0.18231392	0.3813448	-6.8569183E-4	0.012984276	-0.19599247	6.8569183E-4	Contig14594_at	putative homogentisate 1,2-dioxygenase [Oryza sativa (japonica cultivar-group)]	BAC22220.1	homogentisate 1,2-dioxygenase / homogentisicase/homogentisate oxygenase / homogentisic acid oxidase (HGO)	At5g54080.1	protein homogentisate 1,2-dioxygenase	Os06g01360	homogentisate 1,2-dioxygenase / homogentisicase/homogentisate oxygenase / homogentisic acid oxidase (HGO), identical to SP:Q9ZRA2 Homogentisate 1,2-dioxygenase (EC 1.13.11.5) (Homogentisicase) (Homogentisate oxygenase) (Homogentisic acid oxidase) {Arabido	amino acid metabolism.degradation.aromatic aa.tyrosine	13_2_6_2

CUST_55941_PI403524517	2	0.020066261	-0.21521235	0.098184586	0.009521484	-0.03507614	-0.009520531	35_15921	"Cluster: Os02g0232400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os02g0232400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E2K1	"CHR2V7|COORD:17810209..17813068| CSY3 (CITRATE SYNTHASE 3); citrate (SI)-synthase"	AT2G42790.1	CHR02V5|COORD:7491165..7497888|protein citrate synthase, glyoxysomal precursor, putative, expressed	LOC_Os02g13840.1	" no descriptionmoderately similar to ( 295)AT2G42790| Symbols: CSY3 | CSY3 (CITRATE SYNTHASE 3); citrate (SI)-synthase | chr2:17810209-17813068 REVERSEmoderately similar to ( 283)CYSZ_CUCMACitrate synthase, glyoxysomal precursor - Cucurbita maxima (Pumpkin) (Winter squash)not assigned gltA GltA PRK12351 Citrate_synt PRK12350 PRK12349 PRK06224 PRK09569 "	gluconeogenese/ glyoxylate cycle.citrate synthase	6_1

CUST_67495_PI403524517	2	0.077631	-0.24022198	0.030992508	-0.17917919	-5.1021576E-4	5.1116943E-4	35_19275	Rep: Putative Trp-Asp repeat protein - Oryza sativa (japonica cultivar-group)	UniRef90_Q6Z9W0	CHR1V7|COORD:29360113..29363261| WD-40 repeat family protein	AT1G78070.2	CHR08V5|COORD:19389254..19395937|protein WD-repeat protein-like, putative, expressed	LOC_Os08g31560.2	no descriptionmoderately similar to ( 459)AT1G78070| Symbols:  | WD-40 repeat family protein | chr1:29360113-29363261 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned WD40 COG2319 WD40	not assigned.no ontology	35_1

CUST_44292_PI403524517	2	0.057123184	0.49222898	0.03764963	-0.17208242	-0.107347965	-0.03764963	35_12706	"Cluster: Os01g0388500 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0388500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JMK9	"CHR2V7|COORD:19658630..19659835| similar to Os01g0388500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001043105.1); similar to hypothetical protein"	AT2G48040.1	CHR01V5|COORD:16704582..16716582|protein expressed protein	LOC_Os01g29230.1	"no descriptionvery weakly similar to (65.1)AT2G48040| Symbols:  | similar to Os01g0388500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001043105.1); similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:BAD69280.1); contains domain UNCHARACTERIZED (PTHR13167); contains domain UNCHARACTERIZED (PTHR13167:SF2) | chr2:19658630-19659835 REVERSE"	not assigned.unknown	35_2

CUST_65427_PI403524517	2	0.16968727	0.22798538	0.01180172	-0.12016487	-0.026547432	-0.011800766	35_18680	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_162244_PI403524517	2	0.23868418	0.32618713	-0.021271706	-0.062253952	0.021271229	-0.5474739	35_45254	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10NC3		0	CHR03V5|COORD:9245130..9249712|protein expressed protein	LOC_Os03g16730.1	no description	not assigned.unknown	35_2

CUST_18614_PI403524517	2	-0.4041443	1.5840836	-0.01224041	0.026557922	-0.043439865	0.012239456	35_5382	"Cluster: Hypothetical protein OJ1226_A12.9; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1226_A12.9 - Oryza sativa (japonica cultivar"	UniRef90_Q67W63	CHR1V7|COORD:9078127..9079563| proline-rich extensin-like family protein	AT1G26240.1	CHR06V5|COORD:26383997..26384662|protein expressed protein	LOC_Os06g43810.1	no description	not assigned.unknown	35_2

CUST_21412_PI403524517	2	0.017336845	-0.4449911	-0.42208958	0.06918526	0.04258156	-0.017335892	35_6213	"Cluster: Hypothetical protein P0592B08.36-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0592B08.36-1 - Oryza sativa (japonica cultiv"	UniRef90_Q5Z9Y9	"CHR3|COORD:21458084..21458936| expressed protein, similar to expressed protein [Arabidopsis thaliana] (TAIR:At2g42190.1); similar to hypothetical protein"	AT3G57930.2	CHR06V5|COORD:12447248..12445308|protein expressed protein	LOC_Os06g21580.1	" no descriptionvery weakly similar to (68.6)AT3G57930| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G42190.1); similar to HMG-I and HMG-Y, DNA-binding [Medicago truncatula] (GB:ABE85991.1); contains InterPro domain HMG-I and HMG-Y, DNA-binding; (InterPro:IPR000637) | chr3:21458227-21458652 REVERSE"	not assigned.unknown	35_2

CUST_61212_PI403524517	2	-0.029791832	0.30488968	-0.058730125	-0.13723183	0.07278061	0.029792786	35_17465	"Cluster: Putative CLB1 protein (Calcium-dependent lipid binding) protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative CLB1 protein"	UniRef90_Q7XAL6	"CHR3|COORD:22608202..22612124| similar to C2 domain-containing protein [Arabidopsis thaliana] (TAIR:At3g60950.1); similar to C2 domain-containing"	AT3G61050.2	CHR07V5|COORD:12745815..12758984|protein lipid binding protein, putative, expressed	LOC_Os07g22640.2	no descriptionmoderately similar to ( 309)AT3G61050| Symbols:  | lipid binding | chr3:22608460-22611907 FORWARDnot assigned not assigned not assigned not assigned C2 C2 C2 COG5038 C2_1 C2_2	not assigned.no ontology.C2 domain-containing protein	35_1_19

CUST_14278_PI404877155	2	-0.8112011	-0.5631838	0.62607384	0.30329514	0.18726826	-0.18726921	Contig8122_at	PDR-like ABC transporter [Oryza sativa (japonica cultivar-group)] tpg|DAA00887.1| TPA: PDR4 ABC transporter [Oryza sativa (japonica cultivar	CAD59569.1	ABC transporter family protein	At1g15520.1	protein ABC transporter, putative	Os01g42410	NONE	transport.ABC transporters and multidrug resistance systems	34_16

CUST_15413_PI399408534	2	-0.028468132	0.232584	0.028467178	-0.12937927	-0.08346081	0.08652592	35_3827	"Cluster: Putative BRI1-KD interacting protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative BRI1-KD interacting protein - Oryza sativa (japonica"	UniRef90_Q6H7U2	CHR3V7|COORD:7684859..7688367| zinc finger (CCCH-type) family protein	AT3G21810.1	CHR02V5|COORD:3297208..3304374|protein zinc finger C-x8-C-x5-C-x3-H type family protein, expressed	LOC_Os02g06584.2	no descriptionweakly similar to ( 116)AT3G21810| Symbols:  | zinc finger (CCCH-type) family protein | chr3:7684859-7688367 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned	RNA.regulation of transcription.unclassified	27_3_99

CUST_132399_PI403524517	2	0.3376131	-0.06918907	0.06918907	-0.15898228	-0.23672199	0.3237009	35_37181	"Cluster: Putative kinesin; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative kinesin - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5VQ09	"CHR1V7|COORD:4234120..4238550| PAK (PHOSPHATIDIC ACID KINASE); microtubule motor"	AT1G12430.1	CHR06V5|COORD:1982164..1972530|protein PAK, putative, expressed	LOC_Os06g04560.2	"no descriptionmoderately similar to ( 328)AT1G12430| Symbols: PAK | PAK (PHOSPHATIDIC ACID KINASE); microtubule motor | chr1:4234120-4238550 REVERSEweakly similar to ( 126)FLA10_CHLREKinesin-like protein FLA10 - Chlamydomonas reinhardtiinot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Kinesin KISc_KHC_KIF5 KISc KISc KISc_C_terminal KISc_BimC_Eg5 KISc_KIF4 KISc_KIP3_like KISc_KIF3 KISc_KIF1A_KIF1B KIP1 KISc_KLP2_like KISc_KIF9_like KISc_CENP_E KISc_KIF23_like KISc_KIF2_like KISc_KID_like Motor_domain"	cell.organisation	31_1

CUST_171508_PI403524517	2	0.15097237	-0.11671448	0.2163887	0.03537941	-0.1844039	-0.03537941	35_47792	"Cluster: Hypothetical protein P0434D08.42; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0434D08.42 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5NBC3		0	CHR01V5|COORD:8359072..8355819|protein nucleic acid binding protein, putative, expressed	LOC_Os01g14920.1	no description	not assigned.unknown	35_2

CUST_3036_PI404877155	2	0.2698679	-0.8293457	-0.25517654	0.23183727	0.011444092	-0.011444092	Contig13476_at	putative ATP-binding-cassette protein [Oryza sativa (japonica cultivar-group)] dbj|BAB40032.1| putative ATP-binding-cassette protein [Oryza	NP_909039.1	ABC transporter family protein	At2g01320.3	protein expressed protein	Os01g03150	ABC transporter family protein or  ABC transporter family protein or  ABC transporter family protein or  ABC transporter family protein	transport.ABC transporters and multidrug resistance systems	34_16

CUST_3355_PI404877155	2	0.08750439	-0.020519257	-0.0458889	-0.05144787	0.020519257	0.20861721	Contig13814_at	phosphoethanolamine cytidylyltransferase [Hordeum vulgare subsp. vulgare]	AAO43227.1	ethanolamine-phosphate cytidylyltransferase, putative / phosphorylethanolamine transferase, putative / CTP:pho	At2g38670.1	protein Similar to phosphoethanolamine cytidylyltransferase	Os11g03050	phosphoethanolamine cytidylyltransferase	lipid metabolism.Phospholipid synthesis	11_3

CUST_70721_PI403524517	2	-0.47661972	0.3287964	0.2406826	0.047968864	-0.04796791	-0.29386616	35_20263	"Cluster: Hypothetical protein P0519E12.107; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0519E12.107 - Oryza sativa (japonica cultivar"	UniRef90_Q8LHN8	0	0	CHR07V5|COORD:26188309..26186433|protein expressed protein	LOC_Os07g43770.1	no description	not assigned.unknown	35_2

CUST_105708_PI403524517	2	0.23229647	0.16057444	8.330345E-4	-0.33970594	-8.3351135E-4	-0.15060806	35_30101	"Cluster: Putative Rieske iron-sulfur protein Tic55; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Rieske iron-sulfur protein Tic55 - Oryza sativa (j"	UniRef90_Q6K689	"CHR2V7|COORD:10582117..10583908| TIC55 (TRANSLOCON AT THE INNER ENVELOPE MEMBRANE OF CHLOROPLASTS 55); oxidoreductase"	AT2G24820.1	CHR02V5|COORD:33682481..33684618|protein pheophorbide a oxygenase, chloroplast precursor, putative, expressed	LOC_Os02g54980.1	"no descriptionvery weakly similar to (95.1)AT2G24820| Symbols: TIC55 | TIC55 (TRANSLOCON AT THE INNER ENVELOPE MEMBRANE OF CHLOROPLASTS 55); oxidoreductase | chr2:10582117-10583908 FORWARDPaO"	protein.targeting.chloroplast	29_3_3

CUST_160204_PI403524517	2	0.16636562	0.03434086	0.007958412	-0.3931284	-0.4425974	-0.007959366	35_44705	"Cluster: Os05g0409500 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0409500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DI80	CHR5V7|COORD:2191534..2193354| nodulin MtN21 family protein	AT5G07050.1	CHR05V5|COORD:19916416..19914384|protein nodulin-like protein, putative, expressed	LOC_Os05g33900.1	no descriptionvery weakly similar to (76.3)AT5G07050| Symbols:  | nodulin MtN21 family protein | chr5:2191534-2193354 REVERSE	development.unspecified	33_99

CUST_58421_PI403524517	2	0.028336525	-0.009149551	-0.08549309	-0.050318718	0.009149551	0.022395134	35_16664	"Cluster: Putative translational inhibitor protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative translational inhibitor protein - Oryza sativa (jap"	UniRef90_Q8H4B9	CHR3V7|COORD:7110233..7111701| endoribonuclease L-PSP family protein	AT3G20390.1	CHR07V5|COORD:19859915..19862847|protein expressed protein	LOC_Os07g33240.1	no descriptionmoderately similar to ( 202)AT3G20390| Symbols:  | endoribonuclease L-PSP family protein | chr3:7110233-7111701 REVERSEnot assigned not assigned not assigned not assigned Ribonuc_L-PSP YjgH YjgF_like TdcF PRK11401 TT_ORF1 YjgF_like1 PRK07764 Drf_FH1	not assigned.no ontology	35_1

CUST_166128_PI403524517	2	-0.3016324	0.020406723	0.14887428	-0.020730972	-0.020406723	0.25262642	35_46283	"Cluster: Activating transcription factor 2; n=1; Takifugu rubripes|Rep: Activating transcription factor 2 - Fugu rubripes (Japanese pufferfish) (Takifugu rubrip"	UniRef90_Q1KKT6	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	0	0	no description	not assigned.unknown	35_2

CUST_133439_PI403524517	2	0.030254364	0.21541595	-0.030255318	-0.15493011	-0.13373566	0.10186863	35_37461	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_89455_PI403524517	2	-0.04732704	-0.11722374	0.006099701	0.006904602	0.07209396	-0.006099701	35_25590	"Cluster: Putative proline-rich protein; n=2; Arabidopsis thaliana|Rep: Putative proline-rich protein - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q8VYM7	CHR1V7|COORD:27767598..27769989| ESP1 (ENHANCED SILENCING PHENOTYPE 1)	AT1G73840.1	CHR11V5|COORD:3791883..3797110|protein cleavage stimulation factor 64, putative, expressed	LOC_Os11g07490.1	no description	not assigned.unknown	35_2

CUST_84758_PI403524517	2	0.2950182	0.5874629	0.03877735	-0.03877783	-0.35696316	-0.3502164	35_24286	"Cluster: Putative dihydropyrimidine amidohydrolase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative dihydropyrimidine amidohydrolase - Oryza sativa"	UniRef90_Q5VR53	CHR5V7|COORD:3941701..3944728| dihydropyrimidinase / DHPase / dihydropyrimidine amidohydrolase / hydantoinase (PYD2)	AT5G12200.1	CHR01V5|COORD:34622500..34632829|protein dihydropyrimidinase, putative, expressed	LOC_Os01g59340.2	no descriptionmoderately similar to ( 270)AT5G12200| Symbols:  | dihydropyrimidinase / DHPase / dihydropyrimidine amidohydrolase / hydantoinase (PYD2) | chr5:3941701-3944728 REVERSEnot assigned D-HYD PRK08323 PyrC L-HYD_ALN PRK06189 PRK02382 Cyclic_amidohydrolases DHOase_IIb	nucleotide metabolism.degradation	23_2

CUST_123083_PI403524517	2	0.042916298	-0.081427574	-0.001625061	-0.017382622	0.001625061	0.044647217	35_34716	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10LQ3	"CHR3V7|COORD:19196098..19197497| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G38370.1); similar to putative myosin heavy chain [Dendrobium grex"	AT3G51720.1	CHR03V5|COORD:12606123..12609223|protein expressed protein	LOC_Os03g22040.1	no description	not assigned.unknown	35_2

CUST_48719_PI403524517	2	0.06446934	-0.6167822	-0.24903584	-0.007727623	0.0593853	0.007727623	35_13913	Rep: Protein H2A.6 - Triticum aestivum (Wheat)	UniRef90_Q43214	CHR5V7|COORD:575435..576454| histone H2A, putative	AT5G02560.1	CHR03V5|COORD:9478877..9477951|protein histone H2A, putative, expressed	LOC_Os03g17100.1	 no descriptionweakly similar to ( 152)AT5G27670| Symbols:  | histone H2A, putative | chr5:9792810-9793368 REVERSEweakly similar to ( 182)H2A5_WHEATProtein H2A.5 - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned H2A H2A HTA1 Histone PRK12323 PRK07003 Tymo_45kd_70kd Extensin_2 PRK08853 Herpes_BLLF1 KAR9 HPC2 Atrophin-1 PRK07764 DUF936 DUF1421 	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_31158_PI399408534	2	-0.21529865	0.46475506	0.032022476	0.2279377	-0.032022476	-0.08898926	35_5471	"Cluster: Ethylene-insensitive-3-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Ethylene-insensitive-3-like protein - Oryza sativa"	UniRef90_Q8W3L9	"CHR2V7|COORD:11553392..11555146| EIL1 (ETHYLENE-INSENSITIVE3-LIKE 1); transcription factor"	AT2G27050.1	CHR07V5|COORD:29116988..29114176|protein ETHYLENE-INSENSITIVE3-like 1 protein, putative, expressed	LOC_Os07g48630.2	"no descriptionvery weakly similar to (50.8)AT2G27050| Symbols: EIL1 | EIL1 (ETHYLENE-INSENSITIVE3-LIKE 1); transcription factor | chr2:11553392-11555146 FORWARD"	RNA.regulation of transcription.EIN3-like(EIL) transcription factor family	27_3_19

CUST_44730_PI403524517	2	-0.22881794	0.7618685	0.09588432	-0.550436	-0.09588528	0.1734581	35_12828	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_63129_PI403524517	2	0.18936157	0.08652878	-0.08210945	-0.077111244	-0.42173386	0.0771122	35_18014	"Cluster: Ser/Thr protein phosphatase family protein, putative; n=2; Oryza sativa (japonica cultivar-group)|Rep: Ser/Thr protein phosphatase family protein, puta"	UniRef90_Q53Q74	"CHR3V7|COORD:7157932..7160250| ATPAP18/PAP18 (purple acid phosphatase 18); acid phosphatase/ protein serine/threonine phosphatase"	AT3G20500.1	CHR11V5|COORD:2422484..2419507|protein expressed protein	LOC_Os11g05400.1	" no descriptionvery weakly similar to (88.6)AT3G20500| Symbols: ATPAP18, PAP18 | ATPAP18/PAP18 (purple acid phosphatase 18); acid phosphatase/ protein serine/threonine phosphatase | chr3:7157932-7160250 FORWARDvery weakly similar to (60.1)PPAF_SOYBNPurple acid phosphatase precursor - Glycine max (Soybean)not assigned "	misc.acid and other phosphatases	26_13

CUST_55575_PI403524517	2	0.07457256	0.31757164	-0.5408802	0.107055664	-0.26441097	-0.07457352	35_15819	Rep: Extracellular invertase - Triticum monococcum (Einkorn wheat) (Small spelt)	UniRef90_Q8GT63	"CHR1V7|COORD:20570284..20572832| ATFRUCT5 (BETA-FRUCTOFURANOSIDASE 5); hydrolase, hydrolyzing O-glycosyl compounds / levanase"	AT1G55120.1	CHR09V5|COORD:4164397..4169977|protein beta-fructofuranosidase, insoluble isoenzyme 7 precursor, putative, expressed	LOC_Os09g08072.1	" no descriptionvery weakly similar to ( 100)AT1G55120| Symbols: ATCWINV3, ATFRUCT5 | ATFRUCT5 (BETA-FRUCTOFURANOSIDASE 5); hydrolase, hydrolyzing O-glycosyl compounds / levanase | chr1:20570284-20572832 FORWARDweakly similar to ( 147)INV7_ORYSAnot assigned not assigned Glyco_32 Glyco_hydro_32C "	major CHO metabolism.degradation.sucrose.invertases.cell wall	2_2_1_3_2

CUST_169270_PI403524517	2	0.019322395	0.0124874115	-0.043997765	-0.0124874115	-0.17880726	0.13047695	35_47144	"Cluster: VSP-3 protein precursor; n=1; Chlamydomonas reinhardtii|Rep: VSP-3 protein precursor - Chlamydomonas reinhardtii"	UniRef90_Q39620	CHR1V7|COORD:16816094..16817173| DNA binding / ligand-dependent nuclear receptor	AT1G44191.1	CHR02V5|COORD:30880725..30876004|protein actin binding protein, putative, expressed	LOC_Os02g50570.1	no descriptionnot assigned not assigned not assigned not assigned not assigned PRK12323 PRK07764 Tymo_45kd_70kd Atrophin-1 PRK07003 DUF1421	not assigned.unknown	35_2

CUST_166455_PI403524517	2	-0.021308899	0.021307945	-0.02170372	0.10859585	0.04057312	-0.025752068	35_46371	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10PY9		0	CHR03V5|COORD:6101491..6100439|protein expressed protein	LOC_Os03g11710.1	no description	not assigned.unknown	35_2

CUST_150241_PI403524517	2	-0.19871998	-0.045096397	-0.042048454	0.05842209	0.042048454	0.07281685	35_42030	Rep: Predicted protein - Phaeosphaeria nodorum SN15	UniRef90_Q0U8R7	CHR5V7|COORD:15457074..15460237| protein kinase family protein	AT5G38560.1	CHR01V5|COORD:4230362..4228902|protein fibroin heavy chain precursor, putative, expressed	LOC_Os01g08530.1	no descriptionnot assigned Drf_FH1	not assigned.unknown	35_2

CUST_548_PI403524517	2	0.084851265	-0.12892246	0.03340769	0.21445227	-0.17432785	-0.033408165	35_144	"Cluster: Lipid transfer protein 7a2b; n=3; Triticeae|Rep: Lipid transfer protein 7a2b - Hordeum vulgare (Barley)"	UniRef90_Q42848	"CHR5V7|COORD:23946277..23946718| LTP3 (LIPID TRANSFER PROTEIN 3); lipid binding"	AT5G59320.1	CHR12V5|COORD:759919..761527|protein nonspecific lipid-transfer protein 3 precursor, putative, expressed	LOC_Os12g02340.1	"no descriptionweakly similar to ( 112)AT5G59320| Symbols: LTP3 | LTP3 (LIPID TRANSFER PROTEIN 3); lipid binding | chr5:23946277-23946718 FORWARDweakly similar to ( 140)NLTP3_HORVUNon-specific lipid-transfer protein 3 precursor - Hordeum vulgare (Barley)not assigned not assigned nsLTP1 Tryp_alpha_amyl Atrophin-1 AAI"	lipid metabolism.lipid transfer proteins etc	11_6

CUST_156962_PI403524517	2	0.27087975	-0.9801178	0.12861443	-0.12861395	0.28282118	-0.5859966	35_43836	"Cluster: CHY zinc finger family protein, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: CHY zinc finger family protein, expressed - Oryza sativa (j"	UniRef90_Q337P2	CHR5V7|COORD:7665146..7667034| zinc finger (C3HC4-type RING finger) family protein	AT5G22920.1	CHR10V5|COORD:16379105..16375540|protein RING finger and CHY zinc finger domain-containing protein 1, putative, expressed	LOC_Os10g31850.5	no descriptionvery weakly similar to (75.5)AT5G22920| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr5:7665146-7667034 FORWARDzf-CHY	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_97629_PI403524517	2	0.42447042	0.04200697	0.1492176	-0.53070116	-0.54345226	-0.04200697	35_27879	"Cluster: Unknow protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Unknow protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q60EL9	CHR3V7|COORD:20633647..20634868| mitochondrial glycoprotein family protein / MAM33 family protein	AT3G55605.1	CHR05V5|COORD:22323041..22321114|protein mitochondrial glycoprotein, expressed	LOC_Os05g38210.1	no descriptionvery weakly similar to (51.6)AT3G55605| Symbols:  | mitochondrial glycoprotein family protein / MAM33 family protein | chr3:20633647-20634868 FORWARDnot assigned	not assigned.no ontology	35_1

CUST_137766_PI403524517	2	0.2279005	-0.5217037	-0.03163433	-0.032283783	0.031633377	0.17954254	35_38633	"Cluster: Cytosolic 6-phosphogluconate dehydrogenase; n=8; Poaceae|Rep: Cytosolic 6-phosphogluconate dehydrogenase - Oryza sativa (Rice)"	UniRef90_Q7FRX8	CHR3V7|COORD:482505..483965| 6-phosphogluconate dehydrogenase family protein	AT3G02360.2	CHR06V5|COORD:642684..645769|protein 6-phosphogluconate dehydrogenase, decarboxylating, putative, expressed	LOC_Os06g02144.2	no descriptionweakly similar to ( 109)AT3G02360| Symbols:  | 6-phosphogluconate dehydrogenase family protein | chr3:482505-483965 FORWARDnot assigned 6PGD PRK09287 Gnd	OPP.oxidative PP.6-phosphogluconate dehydrogenase	7_1_3

CUST_164554_PI403524517	2	0.028981209	0.3654847	-0.2529664	0.116666794	-0.08872223	-0.028981686	35_45868	"Cluster: Ser/Thr protein phosphatase family protein, putative; n=2; Oryza sativa (japonica cultivar-group)|Rep: Ser/Thr protein phosphatase family protein, puta"	UniRef90_Q53Q74	"CHR3V7|COORD:7157932..7160250| ATPAP18/PAP18 (purple acid phosphatase 18); acid phosphatase/ protein serine/threonine phosphatase"	AT3G20500.1	CHR11V5|COORD:2422484..2419507|protein expressed protein	LOC_Os11g05400.1	" no descriptionvery weakly similar to (70.5)AT3G20500| Symbols: ATPAP18, PAP18 | ATPAP18/PAP18 (purple acid phosphatase 18); acid phosphatase/ protein serine/threonine phosphatase | chr3:7157932-7160250 FORWARDnot assigned "	misc.acid and other phosphatases	26_13

CUST_11258_PI404877155	2	0.20845127	0.4196434	-0.21196556	-0.045063972	-0.2500534	0.045063972	Contig4928_at	OSJNBb0038F03.5 [Oryza sativa (japonica cultivar-group)] ref|XP_473381.1| OSJNBb0038F03.5 [Oryza sativa (japonica cultivar-group)]	CAE04341.1	glutamate dehydrogenase 2 (GDH2)	At5g07440.1	protein glutamate dehydrogenase 2 (ec 1.4.1.3) (gdh 2). [mouse-ear cress	Os04g45970	gi|32488960|emb|CAE04341.1| OSJNBb0038F03.5	N-metabolism.N-degradation.glutamate dehydrogenase	12_3_01

CUST_31143_PI403524517	2	0.18144321	-0.12525558	-0.15252495	0.03848076	0.12057495	-0.038481712	35_8986	0	0	CHR5V7|COORD:1755911..1756826| zinc finger (C3HC4-type RING finger) family protein	AT5G05830.1	CHR05V5|COORD:22125388..22129240|protein zinc finger, C3HC4 type family protein, expressed	LOC_Os05g37900.1	no description	not assigned.unknown	35_2

CUST_3379_PI404877155	2	0.083530426	-0.1296072	-0.06798744	-0.08169079	0.06798649	0.16112041	Contig13826_at	transducin family protein / WD-40 repeat family protein [Arabidopsis thaliana] pir||T46032 WD-40 repeat regulatory protein tup1 homolog - Ar	NP_190535.1	transducin family protein / WD-40 repeat family protein	At3g49660.1	protein putative WD G-beta repeat protein	Os03g51550	transducin / WD-40 repeat protein family	RNA.regulation of transcription.unclassified	27_3_99

CUST_4439_PI404877155	2	-0.67628956	-1.9655828	0.40576458	0.54528236	0.42629433	-0.40576458	Contig15395_at	OJ1414_E05.1 [Oryza sativa (japonica cultivar-group)]	BAB90136.1	bZIP transcription factor family protein	At3g58120.1	protein bZIP transcription factor, putative	Os01g55150	"bZIP transcription factor family protein, contains Pfam profile: PF00170 bZIP transcription factor ;supported by cDNA gi:15100054:gb:AF401300.1:AF401300"	RNA.regulation of transcription.bZIP transcription factor family	27_3_35

CUST_20796_PI399408534	2	0.131742	0.5461221	0.36168814	-0.29741	-0.13174248	-0.39784002	35_10501	"Cluster: Os01g0595300 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0595300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JLJ6	CHR1V7|COORD:23851419..23853578| zinc finger protein-related	AT1G64260.1	CHR01V5|COORD:23655646..23658625|protein transposon protein, putative, Mutator sub-class, expressed	LOC_Os01g41210.1	no descriptionvery weakly similar to (74.3)AT1G64260| Symbols:  | zinc finger protein-related | chr1:23851419-23853578 FORWARD	RNA.regulation of transcription.unclassified	27_3_99

CUST_25143_PI403524517	2	0.019747734	-0.6268711	-0.109363556	-0.019748688	0.052583694	0.032138824	35_7293	"Cluster: OSJNBa0044K18.20 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0044K18.20 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XK25	CHR4V7|COORD:12745762..12749005| ATPase	AT4G24710.1	CHR04V5|COORD:23736372..23740876|protein thyroid receptor-interacting protein 13, putative, expressed	LOC_Os04g40290.1	no descriptionmoderately similar to ( 238)AT4G24710| Symbols:  | ATPase | chr4:12745762-12749005 REVERSEnot assigned not assigned not assigned AAA SpoVK	protein.degradation.AAA type	29_5_9

CUST_15863_PI399408534	2	0.025146484	0.05721855	-0.053901672	-0.026903152	-0.025146484	0.045027733	35_15559	Rep: F18B13.15 protein - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q9SSD2	CHR1V7|COORD:30122945..30132467| SUS2 (ABNORMAL SUSPENSOR 2)	AT1G80070.1	CHR05V5|COORD:3692532..3682198|protein pre-mRNA-processing-splicing factor 8, putative, expressed	LOC_Os05g07050.1	 no descriptionhighly similar to ( 923)AT1G80070| Symbols: EMB158, EMB33, EMB177, EMB14, SUS2 | SUS2 (ABNORMAL SUSPENSOR 2) | chr1:30122945-30132467 FORWARDnot assigned PRP8 PROCT JAB_MPN Mov34 	RNA.processing.splicing	27_1_1

CUST_12528_PI399408534	2	0.07226372	0.07226372	-0.0017156601	-0.021400452	0.0017147064	-0.06092453	35_29855	Rep: At4g00840 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q5M757	CHR4V7|COORD:355483..357105| zinc ion binding	AT4G00840.1	CHR07V5|COORD:16648683..16655552|protein transposon protein, putative, unclassified, expressed	LOC_Os07g28460.1	no descriptionweakly similar to ( 143)AT4G00840| Symbols:  | zinc ion binding | chr4:355483-357105 REVERSEnot assigned not assigned not assigned not assigned not assigned COG5273 zf-DHHC	RNA.regulation of transcription.unclassified	27_3_99

CUST_62129_PI403524517	2	0.122748375	-0.3286972	-0.10379124	0.016809464	0.02401352	-0.016809464	35_17720	"Cluster: Similarity to unknown protein; n=1; Arabidopsis thaliana|Rep: Similarity to unknown protein - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9FGZ3	CHR5V7|COORD:20118160..20121468| SIN-like family protein	AT5G49530.1	CHR08V5|COORD:10251371..10262586|protein sin-like protein conserved region containing protein, expressed	LOC_Os08g16780.1	no descriptionmoderately similar to ( 251)AT5G49530| Symbols:  | SIN-like family protein | chr5:20118160-20121468 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned Sin_N PRK07764 PRK11633	RNA.transcription	27_2

CUST_95786_PI403524517	2	-0.3531952	0.27869034	-0.538805	0.58115196	0.057850838	-0.057850838	35_27371	"Cluster: OSJNBa0094O15.15 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0094O15.15 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XXI7	"CHR5|COORD:24371256..24374188| similar to zinc finger (C3HC4-type RING finger) family protein [Arabidopsis thaliana] (TAIR:At3g09760.1); similar to zinc finger"	AT5G60580.4	CHR04V5|COORD:324227..327627|protein protein binding protein, putative, expressed	LOC_Os04g01490.2	no descriptionvery weakly similar to (55.8)AT5G60580| Symbols:  | protein binding / zinc ion binding | chr5:24371524-24373932 FORWARD	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_14587_PI404877155	2	0.13285255	0.4223814	-0.1466198	-0.055545807	-0.022075653	0.022075653	Contig8400_at	SET domain-containing protein [Oryza sativa]	AAN01115.1	zeste-like protein 1 (EZA1)	At4g02020.1	protein Similar to SET domain-containing protein	Os03g19480	Polycomb protein EZ2 (Enhancer of zeste protein 2)/ALL-1  T02337 Zinc finger motif	RNA.regulation of transcription.Polycomb Group (PcG)	27_3_65

CUST_135989_PI403524517	2	0.0053682327	0.38682556	0.0053682327	-0.143713	-0.0053682327	-0.09012413	35_38137	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6F379	CHR3V7|COORD:7959861..7961893| hydroxyproline-rich glycoprotein family protein	AT3G22440.1	CHR03V5|COORD:33000291..33004126|protein hydroxyproline-rich glycoprotein, putative, expressed	LOC_Os03g58070.1	no descriptionweakly similar to ( 132)AT3G22440| Symbols:  | hydroxyproline-rich glycoprotein family protein | chr3:7959861-7961893 FORWARDFrigida	cell wall.cell wall proteins.HRGP	10_5_4

CUST_50104_PI403524517	2	0.06997585	0.25841522	-0.0059690475	-0.062339783	-0.0461998	0.005970001	35_14300	"Cluster: Os08g0274700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os08g0274700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J6S2	CHR3V7|COORD:4242246..4243983| Cwf15 / Cwc15 cell cycle control family protein	AT3G13200.1	CHR08V5|COORD:10560988..10571668|protein TTN10, putative, expressed	LOC_Os08g17294.2	no description	not assigned.unknown	35_2

CUST_180782_PI403524517	2	-0.18073273	0.8630676	-0.2565832	0.18073273	-1.3333988	0.28078938	35_50276	"Cluster: Hypothetical protein F24M12.110; n=1; Arabidopsis thaliana|Rep: Hypothetical protein F24M12.110 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9SD39	CHR3V7|COORD:18980048..18983271| dehydration-responsive protein-related	AT3G51070.1	CHR06V5|COORD:30182276..30185941|protein ankyrin-like protein, putative, expressed	LOC_Os06g49860.1	no descriptionmoderately similar to ( 226)AT3G51070| Symbols:  | dehydration-responsive protein-related | chr3:18980048-18983271 FORWARDnot assigned DUF248	stress.abiotic.drought/salt	20_2_3

CUST_6889_PI404877155	2	0.23691177	-0.87593937	-0.18340492	-0.021205902	0.023284912	0.021206856	Contig20292_at	unnamed protein product [Oryza sativa (japonica cultivar-group)]	NP_913295.1	bZIP transcription factor family protein	At3g58120.1	protein bZIP transcription factor, putative	Os02g14910	"bZIP transcription factor family protein, contains Pfam profile: PF00170 bZIP transcription factor ;supported by cDNA gi:15100054:gb:AF401300.1:AF401300"	RNA.regulation of transcription.bZIP transcription factor family	27_3_35

CUST_72355_PI403524517	2	0.43518543	-0.1401453	0.028510094	-0.028511047	-0.21995544	0.30130386	35_20736	Rep: F18B13.7 protein - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q9SSD5	CHR1V7|COORD:30090803..30096842| coatomer protein complex, subunit beta 2 (beta prime), putative	AT1G79990.1	CHR06V5|COORD:2328667..2319806|protein coatomer subunit beta, putative, expressed	LOC_Os06g05180.2	 no descriptionweakly similar to ( 130)AT1G79990| Symbols:  | coatomer protein complex, subunit beta 2 (beta prime), putative | chr1:30090803-30096842 FORWARDnot assigned not assigned not assigned 	cell. vesicle transport	31_4

CUST_20903_PI399408534	2	0.029800415	-0.041653633	-0.029801369	0.09471321	-0.345047	0.036717415	35_25196	"Cluster: Putative CTR1-like kinase kinase kinase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative CTR1-like kinase kinase kinase - Oryza sativa (japon"	UniRef90_Q67UL6	CHR1V7|COORD:27695908..27700379| protein kinase family protein	AT1G73660.1	CHR06V5|COORD:6831863..6821980|protein ATP binding protein, putative, expressed	LOC_Os06g12590.1	no descriptionmoderately similar to ( 211)AT1G73660| Symbols:  | protein kinase family protein | chr1:27695908-27700379 REVERSE	signalling.MAP kinases	30_6

CUST_62206_PI403524517	2	-0.039099693	0.035669327	-0.0433836	0.15303802	0.046725273	-0.035668373	35_17739	"Cluster: Target of myb1-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Target of myb1-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5N7Y5	CHR4V7|COORD:15799381..15803837| protein transporter	AT4G32760.1	CHR01V5|COORD:7125951..7134131|protein VHS and GAT domain protein, putative, expressed	LOC_Os01g12880.1	no descriptionvery weakly similar to (87.4)AT4G32760| Symbols:  | protein transporter | chr4:15799381-15803837 FORWARDnot assigned not assigned not assigned not assigned not assigned	cell. vesicle transport	31_4

CUST_77783_PI403524517	2	0.03145504	0.0075979233	-0.24420357	-0.0038604736	-0.04188919	0.0038604736	35_22299	"Cluster: Hypothetical protein P0033D06.11; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0033D06.11 - Oryza sativa (japonica cultivar-g"	UniRef90_Q65XT7	"CHR4V7|COORD:873075..874619| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G64680.1); similar to hypothetical protein LOC_Os11g37650 [Oryza sativa"	AT4G01995.1	CHR05V5|COORD:1811351..1808764|protein expressed protein	LOC_Os05g04070.1	"no descriptionmoderately similar to ( 236)AT4G01995| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G64680.1); similar to hypothetical protein LOC_Os11g37650 [Oryza sativa (japonica cultivar-group)] (GB:ABA94460.1); similar to Os05g0131100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001054553.1); similar to Os08g0114100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001060847.1) | chr4:873075-874619 FORWARD"	not assigned.unknown	35_2

CUST_155256_PI403524517	2	0.25221348	0.02974224	-0.04824543	-0.00548172	0.00548172	-0.24070454	35_43369	"Cluster: Putative stress-induced protein sti1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative stress-induced protein sti1 - Oryza sativa (japonica"	UniRef90_Q6H660	CHR1V7|COORD:23234691..23237045| stress-inducible protein, putative	AT1G62740.1	CHR02V5|COORD:25889630..25894062|protein heat shock protein STI, putative, expressed	LOC_Os02g43020.1	 no descriptionvery weakly similar to (91.3)AT1G12270| Symbols:  | stress-inducible protein, putative | chr1:4172103-4174573 FORWARDnot assigned not assigned not assigned 	stress	20

CUST_53605_PI403524517	2	0.31736374	0.18505573	-0.0758214	0.0758214	-0.33336544	-0.3748598	35_15247	"Cluster: Beta-D-glucan exohydrolase, isoenzyme ExoII; n=3; Triticeae|Rep: Beta-D-glucan exohydrolase, isoenzyme ExoII - Hordeum vulgare (Barley)"	UniRef90_Q42835	CHR5|COORD:7107378..7111311| glycosyl hydrolase family 3 protein, beta-D-glucan exohydrolase, Nicotiana tabacum, EMBL:AB017502	AT5G20950.2	CHR03V5|COORD:30802114..30807741|protein periplasmic beta-glucosidase precursor, putative, expressed	LOC_Os03g53800.5	no descriptionvery weakly similar to (86.7)AT5G20950| Symbols:  | glycosyl hydrolase family 3 protein | chr5:7107611-7110777 REVERSE	cell wall.degradation.cellulases and beta -1,4-glucanases	10_6_1

CUST_9674_PI403524517	2	0.12965107	-1.2295351	-0.9403038	0.12636471	-0.048316956	0.048316956	35_2728	"Cluster: Os05g0592300 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0592300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DFG5	"CHR5V7|COORD:15991771..15993241| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G15120.1); similar to unknown protein [Oryza sativa (japonica"	AT5G39890.1	CHR05V5|COORD:29423748..29426700|protein cupin, RmlC-type, putative, expressed	LOC_Os05g51470.1	" no descriptionmoderately similar to ( 210)AT5G39890| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G15120.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAB03364.1); similar to Os01g0185500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001042241.1); contains InterPro domain Protein of unknown function DUF1637; (InterPro:IPR012864); contains InterPro domain Cupin, RmlC-type; (InterPro:IPR011051) | chr5:15991771-15993241 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF1637 PRK12323 PRK07764 IER Extensin_2 PRK07003 PRK05648 DUF1421 "	not assigned.unknown	35_2

CUST_171708_PI403524517	2	0.20773315	-0.27893257	-0.09654713	0.1181488	0.08675194	-0.08675289	35_47843	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10ME5	CHR3V7|COORD:2054653..2055318| transcription factor	AT3G06590.1	CHR03V5|COORD:11111968..11113058|protein expressed protein	LOC_Os03g19780.1	no description	not assigned.unknown	35_2

CUST_32735_PI403524517	2	-0.027672768	-0.24197483	-0.0076265335	0.27954292	0.33304024	0.007627487	35_9436	"Cluster: Putative membrane protein; n=1; Emiliania huxleyi virus 86|Rep: Putative membrane protein - Emiliania huxleyi virus 86"	UniRef90_Q4A2B5	CHR4V7|COORD:7758606..7760888| leucine-rich repeat family protein / extensin family protein	AT4G13340.1	CHR04V5|COORD:24705559..24701241|protein peroxidase 18 precursor, putative, expressed	LOC_Os04g42100.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Drf_FH1 PRK07764 Extensin_2 PRK12323 Atrophin-1 PRK07003 TT_ORF1 PRK12678 Tymo_45kd_70kd DUF1421 PRK05648 DUF566 IER Gag_spuma APC_basic	not assigned.unknown	35_2

CUST_105634_PI403524517	2	0.05709362	-0.017340183	0.017340183	0.110441685	-0.52054834	-0.5685611	35_30081	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_68622_PI403524517	2	-0.16977024	-0.0069036484	0.01461792	-0.14782429	0.1692257	0.006904602	35_19628	"Cluster: Gastric mucin-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Gastric mucin-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5QLZ3	"CHR3V7|COORD:2633952..2636542| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G40070.1); similar to Os01g0819000 [Oryza sativa (japonica"	AT3G08670.1	CHR01V5|COORD:35215162..35219656|protein transposon protein, putative, CACTA, En/Spm sub-class, expressed	LOC_Os01g60309.1	"no descriptionweakly similar to ( 150)AT3G08670| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G40070.1); similar to Os01g0819000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001044636.1); similar to Os05g0480600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001055856.1); similar to putative proteophosphoglycan [Oryza sativa (japonica cultivar-group)] (GB:BAD61066.1) | chr3:2633952-2636542 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF566 PRK07003 Tymo_45kd_70kd Herpes_BLLF1 PRK12323 AF-4 APC_basic HPC2 KAR9 Atrophin-1"	not assigned.unknown	35_2

CUST_20875_PI399408534	2	0.03506565	-0.35007	-0.046780586	0.05097103	0.014728546	-0.014728546	35_1450	"Cluster: Putative sterol delta-7 reductase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative sterol delta-7 reductase - Oryza sativa (japonica cultivar"	UniRef90_Q6K4V9	"CHR1V7|COORD:18685843..18689223| DWF5 (DWARF 5); sterol delta7 reductase"	AT1G50430.1	CHR02V5|COORD:15641511..15635392|protein 7-dehydrocholesterol reductase, putative, expressed	LOC_Os02g26650.2	 no descriptionweakly similar to ( 171)AT1G50430| Symbols: PA, LE, ST7R, 7RED, DWF5 | DWF5 (DWARF 5) | chr1:18685843-18689223 REVERSEnot assigned ERG4_ERG24 	hormone metabolism.brassinosteroid.synthesis-degradation.sterols.DWF5	17_3_1_2_7

CUST_4599_PI404877155	2	0.16251469	0.2539177	-0.0026435852	0.0026445389	-0.018547058	-0.013633728	Contig15701_at	0	AAS07224.1	phosphatidic acid phosphatase family protein / PAP2 family protein	At3g58490.1	protein putative phosphatase	Os03g59070	NONE	lipid metabolism.'exotics' (steroids, squalene etc).sphingolipids	11_8_1

CUST_180280_PI403524517	2	0.014690399	0.40267515	0.1678567	-0.014690399	-0.06548262	-0.12367344	35_50138	"Cluster: Ribosomal RNA apurinic site specific lyase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Ribosomal RNA apurinic site specific lyase-like - Ory"	UniRef90_Q8LQV5		0	CHR01V5|COORD:23703446..23705442|protein ribosomal RNA apurinic site specific lyase, putative, expressed	LOC_Os01g41310.1	no description	not assigned.unknown	35_2

CUST_49771_PI403524517	2	0.04654789	0.21228123	-0.08331871	-0.035647392	-0.10054493	0.035647392	35_14212	Rep: H-ATPase - Oryza sativa (Rice)	UniRef90_Q43001	"CHR5V7|COORD:25176721..25182183| AHA11 (ARABIDOPSIS H(+)-ATPASE 11); ATPase"	AT5G62670.1	CHR12V5|COORD:27353353..27360490|protein plasma membrane ATPase 1, putative, expressed	LOC_Os12g44150.2	"no descriptionweakly similar to ( 185)AT5G62670| Symbols: AHA11 | AHA11 (ARABIDOPSIS H(+)-ATPASE 11); ATPase | chr5:25176721-25182183 FORWARDweakly similar to ( 182)PMA3_NICPLPlasma membrane ATPase 3 - Nicotiana plumbaginifolia (Leadwort-leaved tobacco)not assigned"	transport.p- and v-ATPases	34_1

CUST_135071_PI403524517	2	-1.867877	0.29521656	0.28062916	0.43323326	-1.3164854	-0.28062916	35_37891	"Cluster: Leucine rich repeat containing protein kinase; n=2; Oryza sativa|Rep: Leucine rich repeat containing protein kinase - Oryza sativa (Rice)"	UniRef90_Q9LLN7	CHR3V7|COORD:17538596..17541733| leucine-rich repeat transmembrane protein kinase, putative	AT3G47570.1	CHR11V5|COORD:5598545..5587911|protein receptor-like protein kinase precursor, putative, expressed	LOC_Os11g10310.1	 no descriptionweakly similar to ( 185)AT3G47570| Symbols:  | leucine-rich repeat transmembrane protein kinase, putative | chr3:17538596-17541733 FORWARDweakly similar to ( 115)KPRO_MAIZEPutative receptor protein kinase ZmPK1 precursor - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc Pkinase S_TKc Pkinase_Tyr TyrKc PTKc PTKc_Srm_Brk PTKc_Jak_rpt2 PTKc_Csk_like PTKc_Src_like SPS1 PTKc_Fes_like PTKc_Tec_like PTKc_Frk_like PTKc_Trk PTKc_Axl_like PTKc_Ror PTKc_Abl PTKc_EphR PTKc_EphR_A2 PTKc_c-ros PTKc_Lck_Blk PTKc_TrkA PTKc_Itk PTKc_Tec_Rlk PTKc_Jak2_Jak3_rpt2 PTKc_Fer PTKc_EGFR_like PTKc_ALK_LTK PTKc_Btk_Bmx PTKc_Musk PTKc_InsR_like PTKc_Lyn PTKc_Src PTKc_Chk PTKc_Tie1 PTKc_Tyk2_rpt2 PTKc_Tie2 PTKc_Ack_like PTKc_EphR_A PTKc_Syk_like PTKc_Fes PTKc_Csk PTKc_Tie PTKc_Tyro3 PTKc_FAK PTKc_EphR_B PTKc_Met_Ron PTKc_Aatyk1_Aatyk3 PTKc_Zap-70 PTKc_TrkB PTKc_PDGFR PTKc_Fyn_Yrk PTKc_Ror1 PTKc_Axl PTK_CCK4 PTKc_Hck PTKc_TrkC PTKc_FGFR PTKc_Yes PTKc_Aatyk PTKc_Jak1_rpt2 PTKc_DDR PTKc_HER4 PTKc_RET PTKc_DDR_like PTKc_Ror2 PTKc_Syk PTKc_EGFR PTK_Ryk PTKc_FGFR4 	misc.myrosinases-lectin-jacalin	26_16

CUST_28432_PI403524517	2	-0.32763958	-0.15920448	0.52909756	0.056186676	0.25155258	-0.056186676	35_8217	Rep: Putative dehydrogenase - Oryza sativa (Rice)	UniRef90_Q8W309	CHR3V7|COORD:1035507..1036442| short-chain dehydrogenase/reductase (SDR) family protein	AT3G04000.1	CHR03V5|COORD:30738832..30739866|protein estradiol 17-beta-dehydrogenase 8, putative, expressed	LOC_Os03g53690.1	no descriptionnot assigned not assigned not assigned not assigned not assigned fabG PRK12937 fabG FabG PRK12939 PRK08324 fabG PRK07479 PRK05872 PRK12826 PRK07067 PRK07806 adh_short fabG PRK06196 PRK07063 PRK06138 PRK12429 PRK08936 PRK09135 PRK08265 PRK06198 fabG fabG PRK07791 PRK08277 Transformer PRK07069 PRK07774 PRK07109 PRK07478 PRK09134 fabG PRK06841 PRK12935 PRK12744 KR PRK06523	misc.short chain dehydrogenase/reductase (SDR)	26_22

CUST_57552_PI403524517	2	-0.02519989	0.42817116	0.29064178	-0.11441231	0.02519989	-0.10657215	35_16408	"Cluster: PEX14-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: PEX14-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q657X8	CHR5V7|COORD:25237549..25240797| PEX14 (PEROXISOME DEFECTIVE 2)	AT5G62810.1	CHR01V5|COORD:383503..379849|protein peroxin Pex14, putative, expressed	LOC_Os01g01720.2	 no descriptionweakly similar to ( 140)AT5G62810| Symbols: ATPEX14, PED2, PEX14 | PEX14 (PEROXISOME DEFECTIVE 2) | chr5:25237549-25240797 FORWARDnot assigned Pex14_N 	not assigned.no ontology	35_1

CUST_16422_PI403524517	2	-0.28756428	0.035085678	0.13426304	0.121216774	-0.035085678	-0.31224728	35_4741	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_78312_PI403524517	2	0.12514162	-0.7075896	0.033832073	-0.013601303	-0.035651684	0.013601303	35_22449	Rep: Hypothetical protein - Medicago truncatula (Barrel medic)	UniRef90_Q1T437	CHR5V7|COORD:19525436..19532000| binding	AT5G48120.1	0	0	no descriptionvery weakly similar to (85.5)AT5G48120| Symbols:  | binding | chr5:19525436-19532000 REVERSE	not assigned.no ontology	35_1

CUST_130894_PI403524517	2	0.100375175	0.2058177	0.5300131	-0.100375175	-0.12974882	-0.121925354	35_36763	"Cluster: Hypothetical protein OSJNBa0011N12.31; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0011N12.31 - Oryza sativa (japonica"	UniRef90_Q6K503	CHR1V7|COORD:11399903..11405702| actin binding	AT1G31810.1	CHR02V5|COORD:8455935..8453871|protein F-box domain containing protein, expressed	LOC_Os02g15160.1	no description	not assigned.unknown	35_2

CUST_3447_PI404877155	2	-0.52378607	0.78622866	0.4691677	-0.04002762	0.04002762	-0.52705336	Contig13912_at	putative ubiquitin-conjugating enzyme binding protein [Oryza sativa (japonica cultivar-group)] ref|XP_463240.1| putative ubiquitin-conjugati	AAR01647.1	zinc finger protein-related	At3g27720.1	protein putative ubiquitin-conjugating enzyme binding protein	Os03g42760	NONE	RNA.regulation of transcription.unclassified	27_3_99

CUST_14142_PI404877155	2	-0.050694466	0.3968544	0.06474304	-0.048226357	-0.053621292	0.048226357	Contig7958_s_at	peptide transporter [Oryza sativa (japonica cultivar-group)] dbj|BAB62327.1| peptide transporter [Oryza sativa (japonica cultivar-group)]	BAB62326.1	peptide transporter (PTR2-B) / oligopeptide transporter 1-1, putative (OPT1-1)	At2g02040.1	protein putative peptide transporter 1	Os03g51050	"NTR1;PTR2-B;HISTIDINE TRANSPORT PROTEIN;NITRATE TRANSPORTER 1;peptide transporter (PTR2-B) / oligopeptide transporter 1-1, putative (OPT1-1), identical to peptide transporter PTR2-B SP:P46032 from (Arabidopsis thaliana); contains Pfam profile: PF00854 POT"	transport.peptides and oligopeptides	34_13

CUST_102820_PI403524517	2	0.2547989	1.0004411	-0.075883865	-0.060532093	-0.1872654	0.060532093	35_29322	"Cluster: Triticum aestivum Cab-1 gene upstream region; n=1; Triticum aestivum|Rep: Triticum aestivum Cab-1 gene upstream region - Triticum aestivum (Wheat)"	UniRef90_Q36812		0	0	0	no description	not assigned.unknown	35_2

CUST_163271_PI403524517	2	-0.033925056	-0.29368877	0.033925056	-0.045663834	0.103551865	0.118795395	35_45533	Rep: Beta tubulin 3 - Hordeum vulgare (Barley)	UniRef90_Q9M407	CHR5V7|COORD:3961318..3962972| TUB6 (BETA-6 TUBULIN)	AT5G12250.1	CHR05V5|COORD:20120973..20124399|protein tubulin beta-6 chain, putative, expressed	LOC_Os05g34170.3	no descriptionmoderately similar to ( 229)AT5G23860| Symbols: TUB8 | TUB8 (tubulin beta-8) | chr5:8042965-8044531 FORWARDmoderately similar to ( 229)TBB5_WHEATTubulin beta-5 chain - Triticum aestivum (Wheat)not assigned not assigned not assigned beta_tubulin COG5023 Tubulin_FtsZ alpha_tubulin gamma_tubulin Tubulin epsilon_tubulin Tubulin_C delta_tubulin	cell.organisation	31_1

CUST_2715_PI404877155	2	0.0068187714	0.4999094	0.033800125	-0.08813095	-0.033460617	-0.006819725	Contig13130_at	Homeobox protein HOX1A pir||S25237 homeotic protein Hox1a - maize emb|CAA47859.1| Zmhox1a homeobox protein [Zea mays]	P46605	homeobox protein (HAT 3.1)	At3g19510.1	protein PHD-finger, putative	Os06g12400	NONE	RNA.regulation of transcription.HB,Homeobox transcription factor family	27_3_22

CUST_138677_PI403524517	2	0.046792984	0.057079792	0.06970835	-0.20555973	-0.9143257	-0.04679346	35_38896	"Cluster: Hypothetical protein OJ1509_C06.27; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1509_C06.27 - Oryza sativa (japonica cultiv"	UniRef90_Q6K4B7	"CHR4V7|COORD:5730983..5732170| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G21970.1); similar to Os05g0571100 [Oryza sativa (japonica"	AT4G08940.1	CHR09V5|COORD:18090034..18091413|protein expressed protein	LOC_Os09g29760.1	" no descriptionvery weakly similar to (71.6)AT4G08940| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G21970.1); similar to Os05g0571100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001056371.1); similar to Os09g0473400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001063450.1); similar to Plant specific of unknown function (DUF860), putative [Medicago truncatula] (GB:ABE89611.1); contains InterPro domain Protein of unknown function DUF860, plant; (InterPro:IPR008578) | chr4:5730983-5732170 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07003 Tymo_45kd_70kd Adeno_PV PRK07764 PRK12678 HPC2 Atrophin-1 "	not assigned.unknown	35_2

CUST_30460_PI399408534	2	-0.4346013	-2.889608	0.15130615	0.699069	0.70967865	-0.15130663	35_8114	"Cluster: Hypothetical protein OJ1378_A04.9; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1378_A04.9 - Oryza sativa (japonica cultivar"	UniRef90_Q6I5U9	CHR4V7|COORD:6073011..6073513| GASA3 (GAST1 PROTEIN HOMOLOG 3)	AT4G09600.1	CHR05V5|COORD:21114925..21115803|protein gibberellin-regulated protein 2 precursor, putative, expressed	LOC_Os05g35690.1	no descriptionweakly similar to ( 110)AT4G09600| Symbols: GASA3 | GASA3 (GAST1 PROTEIN HOMOLOG 3) | chr4:6073011-6073513 REVERSEGASA	hormone metabolism.gibberelin.induced-regulated-responsive-activated	17_6_3

CUST_13825_PI403524517	2	-0.027754784	0.42162514	-0.06526184	0.027755737	-0.045074463	0.08895588	35_3964	"Cluster: Hypothetical protein OSJNBb0065C04.33; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0065C04.33 - Oryza sativa (japonica"	UniRef90_Q654A0	CHR2V7|COORD:2981079..2983268| protein kinase, putative	AT2G07180.1	CHR06V5|COORD:27368187..27362819|protein protein kinase APK1B, chloroplast precursor, putative, expressed	LOC_Os06g45280.1	 no descriptionmoderately similar to ( 207)AT2G07180| Symbols:  | protein kinase, putative | chr2:2981079-2983268 REVERSEvery weakly similar to (88.6)CRI4_MAIZEPutative receptor protein kinase CRINKLY4 precursor - Zea mays (Maize)not assigned not assigned S_TKc Pkinase S_TKc PTKc 	protein.postranslational modification.kinase.receptor like cytoplasmatic kinase VII	29_4_1_57

CUST_116937_PI403524517	2	0.18554544	1.1036582	0.44293022	-0.18554544	-0.4346857	-0.4801426	35_33144	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_9561_PI399408534	2	0.10656738	0.2453022	-0.05672455	-0.24842262	0.056725502	-0.18459415	35_1893	"Cluster: Putative AT-hook protein 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative AT-hook protein 1 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K9W5	CHR1V7|COORD:23540496..23542528| DNA-binding family protein	AT1G63470.1	CHR02V5|COORD:35413615..35409302|protein DNA binding protein, putative, expressed	LOC_Os02g57820.1	no descriptionweakly similar to ( 165)AT2G45850| Symbols:  | DNA-binding family protein | chr2:18878975-18880531 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF296 Keratin_B2 Drf_FH1 Atrophin-1 Extensin_2	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_108301_PI403524517	2	-0.06740379	0.45817852	0.3565464	-0.31863213	-0.14495277	0.06740284	35_30807	"Cluster: Putative Avr9/Cf-9 rapidly elicited protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Avr9/Cf-9 rapidly elicited protein - Oryza sativ"	UniRef90_Q69SQ5	CHR5V7|COORD:6308..8269| protein kinase family protein	AT5G01020.1	CHR06V5|COORD:5198452..5195740|protein protein kinase APK1A, chloroplast precursor, putative, expressed	LOC_Os06g10160.1	no descriptionmoderately similar to ( 246)AT5G01020| Symbols:  | protein kinase family protein | chr5:6308-8269 REVERSEweakly similar to ( 130)NORK_PEANodulation receptor kinase precursor - Pisum sativum (Garden pea)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pkinase_Tyr PTKc S_TKc TyrKc Pkinase S_TKc PTKc_Csk_like PTKc_Jak_rpt2 PTKc_DDR PTKc_Srm_Brk PTKc_Src_like PTKc_Ack_like PTKc_EphR PTKc_EGFR_like PTKc_Syk_like PTKc_InsR_like PTKc_Fes_like PTKc_Tyk2_rpt2 SPS1 PTK_HER3 PTKc_Trk PTKc_DDR_like PTKc_Ror PTKc_c-ros PTKc_Chk PTKc_Abl PTKc_Csk PTKc_Tec_like PTKc_DDR1 PTKc_ALK_LTK PTKc_Axl_like PTKc_TrkA PTKc_Frk_like PTKc_Itk PTKc_RET PTKc_Lck_Blk PTKc_Btk_Bmx PTKc_TrkB PTKc_Aatyk PTKc_EphR_A PTKc_EphR_B PTKc_Musk PTKc_EphR_A2 PTKc_PDGFR PTKc_IGF-1R PTKc_Aatyk1_Aatyk3 PTK_CCK4 PTKc_Jak1_rpt2 PTKc_Zap-70 PTKc_FGFR PTKc_EphR_A10 PTKc_Jak2_Jak3_rpt2 PTKc_FAK PTKc_Tie2 PTKc_Fer PTKc_DDR2 PTKc_Tie1 PTKc_Tec_Rlk PTKc_TrkC PTKc_Tie PTKc_Met_Ron PTKc_Fes PTKc_InsR PTKc_Lyn PTKc_HER4 PTKc_Axl PTKc_Ror1 PTKc_Tyro3 PTKc_FGFR1 PTKc_Fyn_Yrk PTK_Jak_rpt1 PTKc_Yes PTKc_Src PTKc_Syk PTKc_FGFR3 PTKc_EGFR PTKc_HER2 PTKc_FGFR4 PTKc_Hck	protein.postranslational modification.kinase.receptor like cytoplasmatic kinase VII	29_4_1_57

CUST_95222_PI403524517	2	0.39459515	-0.42903662	0.063844204	-0.046377182	0.046377182	-0.45800304	35_27213	Rep: Cytochrome P450 724B1 - Oryza sativa (Rice)	UniRef90_Q6F4F5	CHR3V7|COORD:18825243..18828149| DWF4 (DWARF 4)	AT3G50660.1	CHR04V5|COORD:23252493..23248036|protein cytochrome P450 724B1, putative, expressed	LOC_Os04g39430.2	 no descriptionweakly similar to ( 126)AT3G50660| Symbols: CYP90B1, CLM, DWF4, SNP2 | DWF4 (DWARF 4) | chr3:18825243-18828149 REVERSEmoderately similar to ( 220)C724B_ORYSAnot assigned 	misc.cytochrome P450	26_10

CUST_171851_PI403524517	2	0.11680794	-0.061388016	-0.116760254	-0.19529343	0.06138897	0.21203804	35_47878	"Cluster: Hypothetical protein P0445H04.31; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0445H04.31 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5SMR6		0	CHR01V5|COORD:27296033..27294743|protein 3-5 exonuclease/ nucleic acid binding protein, putative, expressed	LOC_Os01g47180.1	no description	not assigned.unknown	35_2

CUST_125068_PI403524517	2	-0.082074165	0.29142094	0.07903004	-0.15962696	0.15071201	-0.07903004	35_35237	Rep: Hypothetical protein - Gibberella zeae (Fusarium graminearum)	UniRef90_Q4IFC7		0	0	0	no descriptionAcetyltransf_1	not assigned.unknown	35_2

CUST_170330_PI403524517	2	0.2606578	-0.007320881	-0.12504625	0.058032036	0.0073213577	-0.18163967	35_47443	"Cluster: Hypothetical protein B1003C08.4; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1003C08.4 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q75G53		0	0	0	no description	not assigned.unknown	35_2

CUST_1125_PI399408534	2	0.24023247	-0.5608511	-0.15983868	-0.07520199	0.16947079	0.07520199	35_47698	"Cluster: Os07g0592000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os07g0592000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D500	CHR5V7|COORD:24128669..24129034| gibberellin-regulated family protein	AT5G59845.1	CHR07V5|COORD:24123638..24125792|protein GIR1, putative, expressed	LOC_Os07g40240.1	no descriptionvery weakly similar to (75.5)AT5G59845| Symbols:  | gibberellin-regulated family protein | chr5:24128669-24129034 FORWARDGASA	hormone metabolism.gibberelin.induced-regulated-responsive-activated	17_6_3

CUST_9450_PI404877155	2	0.035206795	-0.10193539	-0.17142105	0.17522621	0.037973404	-0.03520775	Contig3181_at	OSJNBa0064H22.16 [Oryza sativa (japonica cultivar-group)]	CAD40867.2	zeaxanthin epoxidase (ZEP) (ABA1)	At5g67030.1	protein Monooxygenase, putative	Os04g37620	"zeaxanthin epoxidase (ZEP) (ABA1), identical to GI:9857296 AtABA1; controls Pfam profiles PF01360: Monooxygenase and PF00498: FHA domain; identical to cDNA AtABA1,  GI:9857295 or  zeaxanthin epoxidase (ZEP) (ABA1), identical to GI:9857296 AtABA1; controls"	hormone metabolism.abscisic acid.synthesis-degradation.synthesis.zeaxanthin epoxidase	17_1_1_1_1

CUST_162905_PI403524517	2	0.10840607	0.18057442	0.07417679	-0.19338322	-0.07417774	-0.07978153	35_45435	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_103480_PI403524517	2	0.11615515	0.0014424324	-0.0014429092	-0.2678933	0.007993221	-0.08392334	35_29509	"Cluster: Single-strand DNA endonuclease-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Single-strand DNA endonuclease-1 - Oryza sativa (japonica cultivar-g"	UniRef90_Q8W5R1	CHRomatin binding | chr3V7|COORD:omatin| chromatin binding	AT3G48910.1	CHR08V5|COORD:85601..80898|protein XPG I-region family protein, expressed	LOC_Os08g01130.1	no descriptionvery weakly similar to (65.1)AT3G48910| Symbols:  | chromatin binding | chr3:18146073-18147224 FORWARD	not assigned.unknown	35_2

CUST_16242_PI404877155	2	-0.05163002	0.04106617	-0.0025758743	0.02277565	-0.07295418	0.002576828	EBpi01_SQ005_P17_at	P0518C01.30 [Oryza sativa (japonica cultivar-group)] dbj|BAB89865.1| P0698H10.8 [Oryza sativa (japonica cultivar-group)] dbj|BAB63691.1| P05	NP_914364.1	haloacid dehalogenase-like hydrolase family protein	At5g02230.1	protein HAD-superfamily hydrolase, subfamily IA, variant 3, putative	Os01g74150	putative ripening-related protein/1.4_NF-1   T00640  NF-A1	RNA.regulation of transcription	27_3

CUST_11891_PI404877155	2	0.0146455765	0.10102844	-0.14127922	-0.115255356	-0.01464653	0.07649517	Contig5599_at	DNAJ heat shock N-terminal domain-containing protein [Arabidopsis thaliana] dbj|BAB02987.1| unnamed protein product [Arabidopsis thaliana]	NP_188036.1	DNAJ heat shock N-terminal domain-containing protein	At3g14200.1	protein DnaJ domain, putative	Os02g54130	NONE	stress.abiotic.heat	20_2_1

CUST_28218_PI403524517	2	-0.010551453	-0.04529476	-0.07442665	0.0454731	0.010551453	0.13843346	35_8160	"Cluster: Os08g0226800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os08g0226800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J766	"CHR2V7|COORD:16590291..16593061| ATBPM3; protein binding"	AT2G39760.1	CHR08V5|COORD:7734031..7735475|protein speckle-type POZ protein, putative	LOC_Os08g13030.1	"no descriptionvery weakly similar to (68.2)AT2G39760| Symbols: ATBPM3 | ATBPM3; protein binding | chr2:16590291-16591893 FORWARD"	protein.degradation.ubiquitin.E3.BTB/POZ Cullin3.BTB/POZ	29_5_11_4_5_2

CUST_179952_PI403524517	2	0.024428368	-0.8687153	-0.29255772	0.12733078	-0.024428368	0.46347332	35_50046	"Cluster: Hypothetical protein P0579G08.23; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0579G08.23 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6K5P2		0	CHR02V5|COORD:17217744..17221458|protein expressed protein	LOC_Os02g29090.1	no description	not assigned.unknown	35_2

CUST_64905_PI403524517	2	0.08494091	0.15297604	-0.36302948	0.03528118	-0.035282135	-0.18947983	35_18532	"Cluster: Putative drought-induced protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative drought-induced protein - Oryza sativa (japonica cultivar-g"	UniRef90_Q6K6K3	CHR5V7|COORD:17374921..17375214| chaperone protein dnaJ-related	AT5G43260.1	CHR02V5|COORD:18053052..18054244|protein drought-induced protein 1, putative, expressed	LOC_Os02g30320.1	no descriptionvery weakly similar to (55.1)AT5G43260| Symbols:  | chaperone protein dnaJ-related | chr5:17374921-17375214 REVERSE	protein.folding	29_6

CUST_9353_PI403524517	2	-0.01540184	0.14293861	0.1132803	0.01540184	-0.802732	-0.28165913	35_2630	"Cluster: Os03g0638800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os03g0638800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DQ42	CHR3V7|COORD:8037371..8039103| protein kinase, putative	AT3G22750.1	CHR03V5|COORD:24430210..24435129|protein ATP binding protein, putative, expressed	LOC_Os03g43760.1	 no descriptionhighly similar to ( 571)AT3G22750| Symbols:  | protein kinase, putative | chr3:8037371-8039103 REVERSEvery weakly similar to (98.2)CIPK1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc Pkinase_Tyr TyrKc PTKc S_TKc Pkinase PTKc_Csk_like PTKc_Chk PTKc_Jak_rpt2 PTKc_Fes_like PTKc_InsR_like PTKc_Abl PTKc_Tec_like PTKc_Csk PTKc_FGFR PTKc_Met_Ron PTKc_Src_like PTKc_ALK_LTK PTKc_Syk_like PTKc_FAK PTKc_Ror PTKc_Ack_like PTKc_Frk_like PTKc_Itk PTKc_Fer PTKc_EphR PTKc_Jak2_Jak3_rpt2 PTKc_Fes PTK_CCK4 PTKc_c-ros PTKc_Srm_Brk PTKc_EGFR_like PTKc_Lck_Blk PTKc_Musk PTKc_Btk_Bmx PTKc_PDGFR PTKc_Axl_like PTKc_DDR PTKc_EphR_A2 PTKc_Lyn PTKc_FGFR4 PTKc_RET PTKc_InsR PTKc_Jak1_rpt2 SPS1 PTKc_EphR_B PTKc_Zap-70 PTKc_Syk PTKc_FGFR3 PTKc_IGF-1R PTKc_Fyn_Yrk PTKc_Yes PTKc_Tyro3 PTKc_Trk PTKc_FGFR1 PTKc_EphR_A PTKc_FGFR2 PTKc_Tec_Rlk PTK_Ryk PTKc_Src PTKc_Hck PTKc_Tyk2_rpt2 PTKc_Tie1 PTKc_Axl PTKc_Kit PTKc_Ror1 PTKc_VEGFR3 PTKc_VEGFR PTKc_DDR_like PTKc_EGFR PTKc_HER4 PTKc_DDR2 PTKc_VEGFR2 PTKc_Tie PTKc_Ror2 PTKc_DDR1 PTKc_PDGFR_beta PTKc_TrkC PTKc_HER2 PTKc_CSF-1R PTKc_PDGFR_alpha PTKc_Aatyk PTKc_Tie2 PTKc_EphR_A10 PTKc_TrkB PTKc_TrkA PTK_HER3 PTKc_Aatyk1_Aatyk3 PTK_Jak_rpt1 PTKc_Aatyk2 PTK_Jak2_Jak3_rpt1 PTK_Jak1_rpt1 PTK_Tyk2_rpt1 	protein.postranslational modification	29_4

CUST_51415_PI403524517	2	-0.11065292	0.22790432	-0.22705364	0.21432781	0.093008995	-0.09300804	35_14655	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_103715_PI403524517	2	0.1306076	0.060663223	-0.060663223	-0.12652683	-0.15634346	0.21139622	35_29568	Rep: CSLD4 - Oryza sativa (Rice)	UniRef90_Q8W1N5	"CHR1V7|COORD:594697..598473| ATCSLD5 (Cellulose synthase-like D5); cellulose synthase"	AT1G02730.1	CHR12V5|COORD:22573754..22569319|protein CSLD4 - cellulose synthase-like family D, expressed	LOC_Os12g36890.1	" no descriptionmoderately similar to ( 220)AT1G02730| Symbols: CSLD5, ATCSLD5 | ATCSLD5 (Cellulose synthase-like D5); cellulose synthase | chr1:594697-598473 REVERSECellulose_synt "	cell wall.cellulose synthesis.cellulose synthase	10_2_1

CUST_10700_PI403524517	2	-0.028692245	-0.007757187	-0.024823189	0.022452354	0.07171726	0.0077581406	35_3021	"Cluster: AT5g49540/K6M13_9; n=1; Arabidopsis thaliana|Rep: AT5g49540/K6M13_9 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9AST5	"CHR5V7|COORD:20122030..20122835| similar to Protein of unknown function DUF786 [Medicago truncatula] (GB:ABE90870.1); contains InterPro domain Protein of"	AT5G49540.1	0	0	"no descriptionweakly similar to ( 144)AT5G49540| Symbols:  | similar to Protein of unknown function DUF786 [Medicago truncatula] (GB:ABE90870.1); contains InterPro domain Protein of unknown function DUF786; (InterPro:IPR008504) | chr5:20122030-20122835 REVERSEnot assigned DUF786"	not assigned.unknown	35_2

CUST_70980_PI403524517	2	0.078511715	-0.038905144	0.038905144	-0.063323975	0.1706667	-0.15792418	35_20335	"Cluster: OSJNBb0020J19.7 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBb0020J19.7 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XKA3	CHR1V7|COORD:7994467..7997556| C2 domain-containing protein	AT1G22610.1	CHR04V5|COORD:35179528..35183528|protein phosphoribosylanthranilate transferase, putative, expressed	LOC_Os04g59520.1	no descriptionweakly similar to ( 110)AT1G22610| Symbols:  | C2 domain-containing protein | chr1:7994467-7997556 FORWARD	not assigned.no ontology.C2 domain-containing protein	35_1_19

CUST_27771_PI399408534	2	-0.2612934	0.2918663	0.15376806	0.035360813	-0.03536129	-0.7630906	35_26634	"Cluster: Putative receptor-like protein kinase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative receptor-like protein kinase - Oryza sativa (japonica"	UniRef90_Q7XZX3	CHR2V7|COORD:7046764..7050015| leucine-rich repeat transmembrane protein kinase, putative	AT2G16250.1	CHR03V5|COORD:31987355..31982784|protein wound and phytochrome signaling involved receptor like kinase, putative, expressed	LOC_Os03g56250.1	 no descriptionvery weakly similar to (60.1)AT2G16250| Symbols:  | leucine-rich repeat transmembrane protein kinase, putative | chr2:7046764-7050015 REVERSEnot assigned 	signalling.receptor kinases.leucine rich repeat XIV	30_2_14

CUST_54297_PI403524517	2	-0.22890759	-0.6540489	0.5776596	0.13812447	0.04364586	-0.043644905	35_15458	"Cluster: Low temperature and salt responsive protein; n=1; Pennisetum glaucum|Rep: Low temperature and salt responsive protein - Pennisetum americanum (Pearl"	UniRef90_Q5MJ27	CHR3V7|COORD:1758185..1758458| RCI2B (RARE-COLD-INDUCIBLE 2B)	AT3G05890.1	CHR07V5|COORD:26401979..26403034|protein hydrophobic protein LTI6A, putative, expressed	LOC_Os07g44180.1	no descriptionvery weakly similar to (66.2)AT3G05890| Symbols: RCI2B | RCI2B (RARE-COLD-INDUCIBLE 2B) | chr3:1758185-1758458 REVERSEvery weakly similar to (84.3)LTI6A_ORYSAnot assigned UPF0057 COG0401	stress.abiotic.cold	20_2_2

CUST_156046_PI403524517	2	0.014062405	0.07082224	-0.050009727	0.14911032	-0.5058193	-0.014062405	35_43579	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_38790_PI403524517	2	0.008743286	-0.19385862	-0.008743763	0.044529438	0.07152271	-0.035169125	35_11164	"Cluster: Harpin-induced protein 1 containing protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Harpin-induced protein 1 containing"	UniRef90_Q2RB97	CHR4V7|COORD:10275928..10278502| leucine-rich repeat family protein / extensin family protein	AT4G18670.1	CHR11V5|COORD:886579..885243|protein harpin-induced protein, putative, expressed	LOC_Os11g02730.1	no description	not assigned.unknown	35_2

CUST_15799_PI403524517	2	0.20329094	-0.42605686	0.058994293	-0.058994293	-0.06634617	0.2499857	35_4560	"Cluster: LEM3 family/CDC50 family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: LEM3 family/CDC50 family protein, expressed - Oryza sativ"	UniRef90_Q10SJ9	CHR3V7|COORD:4049746..4051568| LEM3 (ligand-effect modulator 3) family protein / CDC50 family protein	AT3G12740.1	CHR03V5|COORD:1084991..1080805|protein cell division control protein 50, putative, expressed	LOC_Os03g02830.1	no descriptionmoderately similar to ( 421)AT3G12740| Symbols:  | LEM3 (ligand-effect modulator 3) family protein / CDC50 family protein | chr3:4049746-4051568 FORWARDnot assigned CDC50 CDC50	not assigned.no ontology	35_1

CUST_88627_PI403524517	2	0.31530237	0.08557415	0.3656144	-0.17180061	-0.3003006	-0.08557415	35_25365	"Cluster: YLP motif containing protein 1 (Nuclear protein ZAP3) (ZAP113).; n=1; Xenopus tropicalis|Rep: YLP motif containing protein 1 (Nuclear protein ZAP3) (ZA"	UniRef90_UPI00004D5DA1	CHR4V7|COORD:7758606..7760888| leucine-rich repeat family protein / extensin family protein	AT4G13340.1	CHR02V5|COORD:3291233..3295478|protein formin homology 2 domain-containing protein 5, putative, expressed	LOC_Os02g06580.1	no descriptionnot assigned Agenet	not assigned.unknown	35_2

CUST_100715_PI403524517	2	0.24431801	0.7556591	0.008128166	-0.13818645	-0.008128166	-0.15346813	35_28745	"Cluster: HEAT repeat family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: HEAT repeat family protein, expressed - Oryza sativa (japonica"	UniRef90_Q10RT3	CHR2V7|COORD:15432818..15443960| binding	AT2G36810.1	CHR03V5|COORD:2572240..2584613|protein HEAT repeat family protein, expressed	LOC_Os03g05330.1	no descriptionvery weakly similar to (84.7)AT2G36810| Symbols:  | binding | chr2:15432818-15443960 REVERSEnot assigned	not assigned.unknown	35_2

CUST_165450_PI403524517	2	0.16396809	0.20912838	-0.16975594	-0.2190857	-0.004468918	0.004468918	35_46106	"Cluster: Hypothetical protein OJ1741_B01.13; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1741_B01.13 - Oryza sativa (japonica cultiv"	UniRef90_Q6L5I1		0	CHR05V5|COORD:26578395..26576294|protein F-box domain containing protein, expressed	LOC_Os05g45990.1	no description	not assigned.unknown	35_2

CUST_25397_PI403524517	2	0.06287193	-0.15367794	-0.02229786	0.07346439	0.02229786	-0.024142265	35_7362	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_178881_PI403524517	2	0.22111893	-0.107871056	0.10787201	-0.22143078	-0.34778595	0.19677925	35_49754	Rep: SMC2 protein - Oryza sativa (Rice)	UniRef90_Q8GU55	CHR3V7|COORD:17497750..17504163| ATSMC2 (Arabidopsis thaliana structural maintenance of chromosome 2)	AT3G47460.1	CHR01V5|COORD:39701077..39692769|protein mitotic chromosome and X-chromosome-associated protein mix-1, putative, expressed	LOC_Os01g67740.1	no descriptionweakly similar to ( 146)AT3G47460| Symbols: ATSMC2 | ATSMC2 (Arabidopsis thaliana structural maintenance of chromosome 2) | chr3:17497750-17504163 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned Smc SbcC COG1579	DNA.synthesis/chromatin structure	28_1

CUST_79922_PI403524517	2	0.062395573	0.1252017	-0.062395573	0.15694666	-0.09230232	-0.1980052	35_22919	"Cluster: Putative ubiquitin-specific protease; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ubiquitin-specific protease - Oryza sativa (japonica"	UniRef90_Q7EZJ0	"CHR5V7|COORD:2019546..2027835| UBP12 (UBIQUITIN-SPECIFIC PROTEASE 12); ubiquitin-specific protease"	AT5G06600.2	CHR07V5|COORD:3410019..3422806|protein ubiquitin carboxyl-terminal hydrolase 7, putative, expressed	LOC_Os07g06950.1	"no descriptionvery weakly similar to (87.4)AT5G06600| Symbols: UBP12 | UBP12 (UBIQUITIN-SPECIFIC PROTEASE 12); ubiquitin-specific protease | chr5:2019546-2027835 REVERSE"	protein.degradation.ubiquitin	29_5_11

CUST_6227_PI403524517	2	-0.025226593	-0.40138912	-0.1318388	0.05875683	0.0660038	0.025226593	35_1725	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QX38	"CHR1V7|COORD:3453590..3459926| Identical to UPF0202 protein At1g10490 [Arabidopsis Thaliana] (GB:Q9XIK4); similar to unknown protein [Arabidopsis thaliana]"	AT1G10490.1	CHR12V5|COORD:3590141..3596518|protein expressed protein	LOC_Os12g07300.1	" no descriptionmoderately similar to ( 214)AT1G10490| Symbols:  | Identical to UPF0202 protein At1g10490 [Arabidopsis Thaliana] (GB:Q9XIK4); similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G57940.1); similar to DEAD/DEAH box helicase, N-terminal [Medicago truncatula] (GB:ABE87709.1); similar to PREDICTED: similar to N-acetyltransferase-like protein isoform 2 [Canis familiaris] (GB:XP_849122.1); similar to PREDICTED: similar to N-acetyltransferase-like protein isoform 9 [Bos taurus] (GB:XP_881645.1); contains InterPro domain Protein of unknown function DUF699, ATPase putative; (InterPro:IPR007807); contains InterPro domain Domain of unknown function DUF1726; (InterPro:IPR013562) | chr1:3453590-3459926 FORWARDnot assigned COG1444 "	not assigned.unknown	35_2

CUST_54449_PI403524517	2	0.25418854	-0.3029189	-0.05105734	0.04390478	-0.043904305	0.15681267	35_15499	"Cluster: Glucose-1-phosphate adenylyltransferase large subunit 1, chloroplast precursor; n=7; BEP clade|Rep: Glucose-1-phosphate adenylyltransferase large subun"	UniRef90_P30524	CHR1V7|COORD:9631617..9634437| APL2 (large subunit of AGP 2)	AT1G27680.1	CHR05V5|COORD:28794005..28788522|protein glucose-1-phosphate adenylyltransferase large subunit, chloroplast precursor, putative, expressed	LOC_Os05g50380.1	 no descriptionhighly similar to ( 646)AT1G27680| Symbols: APL2 | APL2 (large subunit of AGP 2) | chr1:9631617-9634437 FORWARDnearly identical (1055)GLGL1_HORVUGlucose-1-phosphate adenylyltransferase large subunit 1, chloroplast precursor - Hordeum vulgare (Barley)not assigned not assigned not assigned glgC GlgC glgC NTP_transferase glgC glgC glgC glgC glgC glgC GCD1 RfbA 	major CHO metabolism.synthesis.starch.AGPase	2_1_2_1

CUST_55258_PI403524517	2	0.13677311	-0.5986872	-0.13629246	0.10324478	-0.0048160553	0.0048160553	35_15730	"Cluster: Os04g0137500 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os04g0137500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JF69	"CHR4V7|COORD:1149419..1151132| (VACUOLAR ATPASE SUBUNIT F); hydrogen ion transporting ATP synthase, rotational mechanism / hydrogen ion transporting ATPase, rot"	AT4G02620.1	CHR02V5|COORD:35421683..35424771|protein vacuolar ATP synthase subunit F, putative, expressed	LOC_Os02g57854.1	" no descriptionmoderately similar to ( 222)AT4G02620| Symbols:  | (VACUOLAR ATPASE SUBUNIT F); hydrogen ion transporting ATP synthase, rotational mechanism / hydrogen ion transporting ATPase, rotational mechanism | chr4:1149419-1151132 REVERSEnot assigned ATP-synt_F NtpG PRK03957 "	transport.p- and v-ATPases	34_1

CUST_40861_PI403524517	2	0.03158188	0.11860371	0.1020813	-0.12184334	-0.57058716	-0.0315814	35_11751	"Cluster: Actin-like protein; n=3; Arabidopsis thaliana|Rep: Actin-like protein - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9LHH0	CHR2V7|COORD:17567289..17569023| actin, putative	AT2G42100.1	CHR10V5|COORD:19277210..19281221|protein actin-2, putative, expressed	LOC_Os10g36650.1	 no descriptionvery weakly similar to (83.2)AT2G42100| Symbols:  | actin, putative | chr2:17567289-17569023 FORWARDvery weakly similar to (79.7)ACT13_SOLTUActin-101 - Solanum tuberosum (Potato)not assigned not assigned not assigned not assigned not assigned not assigned ACTIN Actin ACTIN COG5277 	cell.organisation	31_1

CUST_34713_PI403524517	2	-0.02723074	0.22673035	0.02723074	0.07675743	-0.51410294	-0.106945515	35_10009	"Cluster: Os07g0520900 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os07g0520900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D604	CHR1V7|COORD:22859982..22865890| patatin family protein	AT1G61850.1	CHR07V5|COORD:20121270..20113836|protein patatin-like phospholipase family protein, expressed	LOC_Os07g33670.1	no descriptionmoderately similar to ( 445)AT1G61850| Symbols:  | patatin family protein | chr1:22859982-22865890 FORWARDnot assigned Patatin	protein.postranslational modification	29_4

CUST_131548_PI403524517	2	-0.018855095	-0.19806671	0.061860085	0.018856049	0.043354034	-0.112392426	35_36943	"Cluster: Pantothenate kinase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Pantothenate kinase-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69T90	CHR4V7|COORD:16812308..16814661| pantothenate kinase family protein	AT4G35360.1	CHR06V5|COORD:12707085..12712102|protein pantothenate kinase 4, putative, expressed	LOC_Os06g21980.2	no descriptionweakly similar to ( 111)AT4G35360| Symbols:  | pantothenate kinase family protein | chr4:16812308-16814661 REVERSEnot assigned	Co-factor and vitamine metabolism.pantothenate.pantothenate kinase	18_4_1

CUST_21528_PI399408534	2	-0.0069770813	-0.08043671	0.0069770813	-0.029924393	0.036150932	0.022906303	35_17519	"Cluster: Polypyrimidine tract-binding protein 1-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: Polypyrimidine tract-binding protein 1-like - Oryza sativ"	UniRef90_Q5ZBG2	CHR5V7|COORD:21585619..21588763| polypyrimidine tract-binding protein, putative / heterogeneous nuclear ribonucleoprotein, putative	AT5G53180.1	CHR01V5|COORD:24966124..24960602|protein polypyrimidine tract-binding protein homolog 2, putative, expressed	LOC_Os01g43170.1	 no descriptionmoderately similar to ( 491)AT5G53180| Symbols:  | polypyrimidine tract-binding protein, putative / heterogeneous nuclear ribonucleoprotein, putative | chr5:21585619-21588307 REVERSEnot assigned not assigned not assigned RRM 	RNA.processing	27_1

CUST_124822_PI403524517	2	0.26713562	-0.036269188	-0.025694847	0.018131256	-0.008490562	0.008490562	35_35174	"Cluster: DNA-directed RNA polymerase II largest subunit; n=3; rosids|Rep: DNA-directed RNA polymerase II largest subunit - Arabidopsis thaliana (Mouse-ear cress"	UniRef90_P18616	"CHR4V7|COORD:16961119..16967896| NRPB1 (RNA POLYMERASE II LARGE SUBUNIT); DNA binding / DNA-directed RNA polymerase"	AT4G35800.1	CHR05V5|COORD:2922402..2912509|protein DNA-directed RNA polymerase II largest subunit, putative, expressed	LOC_Os05g05860.1	" no descriptionweakly similar to ( 105)AT4G35800| Symbols: RNA_POL_II_LSRNA_POL_II_LS, RNA_POL_II_LS, RPB1, NRPB1 | NRPB1 (RNA POLYMERASE II LARGE SUBUNIT); DNA binding / DNA-directed RNA polymerase | chr4:16961119-16967896 REVERSEnot assigned not assigned not assigned RNA_pol_Rpb1_4 PRK08566 RpoC "	RNA.transcription	27_2

CUST_48910_PI403524517	2	-0.06479645	0.17069817	-0.14525414	0.15776443	-0.16558456	0.06479645	35_13965	"Cluster: Hypothetical protein OJ1699_E05.24; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1699_E05.24 - Oryza sativa (japonica cultiv"	UniRef90_Q6ZL14	CHR4V7|COORD:7758606..7760888| leucine-rich repeat family protein / extensin family protein	AT4G13340.1	CHR01V5|COORD:23612086..23614184|protein protein binding protein, putative, expressed	LOC_Os01g41120.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TT_ORF1 PRK07764 Protamine_P1 DUF1777 Drf_FH1 GRP	not assigned.unknown	35_2

CUST_42625_PI403524517	2	0.043299675	0.06716061	-0.10906029	-0.043299675	-0.32744122	0.13042259	35_12246	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_88111_PI403524517	2	-0.08610821	-0.31467438	0.24844837	0.26063538	0.031440735	-0.031440735	35_25225	Rep: CsAtPR5 - Aegilops tauschii (Tausch's goatgrass) (Aegilops squarrosa)	UniRef90_Q8LK50	0	0	CHR12V5|COORD:3725841..3722610|protein csAtPR5, putative, expressed	LOC_Os12g07500.1	no description	not assigned.unknown	35_2

CUST_69239_PI403524517	2	0.060860634	-0.4612751	-0.30150414	0.055194855	-0.0551939	0.17209911	35_19808	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_112406_PI403524517	2	0.15890312	-0.120443344	-0.03164482	0.031643867	0.12037563	-0.03755188	35_31912	"Cluster: CHP-rich zinc finger protein-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: CHP-rich zinc finger protein-like - Oryza sativa (japonica cultivar"	UniRef90_Q84S20	CHR1V7|COORD:3822171..3822899| universal stress protein (USP) family protein	AT1G11360.1	CHR07V5|COORD:21897033..21893148|protein USP family protein, putative, expressed	LOC_Os07g36600.2	no descriptionvery weakly similar to (64.7)AT5G54430| Symbols:  | universal stress protein (USP) family protein | chr5:22114789-22116919 REVERSEnot assigned not assigned	stress.abiotic.unspecified	20_2_99

CUST_26763_PI403524517	2	-0.01827526	-0.13236332	-0.0688591	0.19467163	0.01827526	0.101914406	35_7752	Rep: At1g12390 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q84W04	CHR1V7|COORD:4220345..4221479| cornichon family protein	AT1G12390.1	CHR06V5|COORD:1926257..1929884|protein ER-derived vesicles protein ERV14, putative, expressed	LOC_Os06g04500.2	no descriptionweakly similar to ( 153)AT1G12390| Symbols:  | cornichon family protein | chr1:4220345-4221479 FORWARDnot assigned Cornichon	not assigned.no ontology	35_1

CUST_13621_PI403524517	2	0.22633743	-0.6035609	-0.038011074	0.13179493	0.032145023	-0.032144547	35_3909	"Cluster: Putative ubiquinol-cytochrome C reductase complex 7.8 kDa protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ubiquinol-cytochrome C"	UniRef90_Q6ESZ6	CHR1V7|COORD:5203086..5203892| ubiquinol-cytochrome C reductase complex 7.8 kDa protein, putative / mitochondrial hinge protein, putative	AT1G15120.1	CHR02V5|COORD:20124366..20119391|protein ubiquinol-cytochrome C reductase hinge protein, expressed	LOC_Os02g33730.1	 no descriptionweakly similar to ( 102)AT1G15120| Symbols:  | ubiquinol-cytochrome C reductase complex 7.8 kDa protein, putative / mitochondrial hinge protein, putative | chr1:5203086-5203892 FORWARDweakly similar to ( 103)UCRH_SOLTUnot assigned UCR_hinge 	mitochondrial electron transport / ATP synthesis.cytochrome c reductase	9_5

CUST_76767_PI403524517	2	0.093961716	-0.0012674332	-0.07433891	-0.09761715	0.055968285	0.0012674332	35_22006	"Cluster: Nodulin-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Nodulin-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8H613	CHR1V7|COORD:30283116..30285139| nodulin family protein	AT1G80530.1	CHR06V5|COORD:3936230..3933040|protein nodulin-like protein, putative, expressed	LOC_Os06g08110.1	no descriptionmoderately similar to ( 298)AT1G80530| Symbols:  | nodulin family protein | chr1:30283116-30285139 REVERSEnot assigned MFS_1	development.unspecified	33_99

CUST_32394_PI403524517	2	-0.21025276	0.16621447	0.007706642	0.04436636	-0.38421583	-0.007706642	35_9342	"Cluster: Putative NBS-LRR resistance protein RGH2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative NBS-LRR resistance protein RGH2 - Oryza sativa (jap"	UniRef90_Q67UX2	CHR1V7|COORD:26152499..26154610| leucine-rich repeat family protein	AT1G69545.1	CHR01V5|COORD:41487575..41482662|protein NBS-LRR disease resistance protein, putative, expressed	LOC_Os01g71106.2	no descriptionvery weakly similar to (69.7)AT1G69545| Symbols:  | leucine-rich repeat family protein | chr1:26152499-26154610 REVERSEnot assigned	stress.biotic	20_1

CUST_19927_PI399408534	2	0.39306927	-0.097743034	0.18959475	-0.14458704	-0.17274952	0.09774256	35_32340	Rep: FACT complex subunit SPT16 - Oryza sativa (Rice)	UniRef90_Q7X923	"CHR4V7|COORD:6602222..6605446| SPT16 (GLOBAL TRANSCRIPTION FACTOR C); metalloexopeptidase"	AT4G10710.1	CHR04V5|COORD:14782667..14788523|protein cell division control protein 68, putative, expressed	LOC_Os04g25550.1	"no descriptionweakly similar to ( 170)AT4G10710| Symbols: SPT16 | SPT16 (GLOBAL TRANSCRIPTION FACTOR C); metalloexopeptidase | chr4:6602222-6605446 REVERSEmoderately similar to ( 241)SPT16_ORYSAnot assigned CDC68-like COG5406"	RNA.regulation of transcription.Global transcription factor group	27_3_52

CUST_66029_PI403524517	2	0.15016651	0.096868515	0.22280836	-0.36034966	-0.09686804	-0.45157766	35_18859	"Cluster: Putative kinase-associated protein phosophatase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative kinase-associated protein phosophatase - Ory"	UniRef90_Q6ATQ8	"CHR5V7|COORD:6488452..6493184| KAPP (Kinase-associated protein phosphatase); protein phosphatase type 2C"	AT5G19280.1	CHR03V5|COORD:33825754..33830821|protein protein Kinase-associated protein phosphatase, putative, expressed	LOC_Os03g59530.1	" no descriptionvery weakly similar to (91.7)AT5G19280| Symbols: KAPP, RAG1 | KAPP (Kinase-associated protein phosphatase); protein phosphatase type 2C | chr5:6488452-6493184 FORWARD"	protein.postranslational modification	29_4

CUST_11621_PI399408534	2	0.048998356	-0.22073221	-0.14830446	-0.048998356	0.16677046	0.08294058	35_42400	"Cluster: Os06g0225100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0225100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DDG5	CHR5V7|COORD:25971113..25972288| mitochondrial transcription termination factor-related / mTERF-related	AT5G64950.1	CHR06V5|COORD:6479981..6478284|protein mTERF family protein, expressed	LOC_Os06g12100.1	no descriptionweakly similar to ( 106)AT5G64950| Symbols:  | mitochondrial transcription termination factor-related / mTERF-related | chr5:25971113-25972288 FORWARDnot assigned mTERF	RNA.regulation of transcription.unclassified	27_3_99

CUST_149413_PI403524517	2	0.022564888	1.6784668E-4	-0.052181244	0.08121395	-1.66893E-4	-0.066991806	35_41796	"Cluster: Putative ribosomal RNA apurinic site specific lyase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ribosomal RNA apurinic site specific lya"	UniRef90_Q69PU6	CHR1V7|COORD:26195303..26196837| F-box family protein	AT1G69630.1	CHR07V5|COORD:10306677..10304067|protein ribosomal RNA apurinic site specific lyase, putative, expressed	LOC_Os07g17460.1	no descriptionvery weakly similar to (53.5)AT5G02910| Symbols:  | F-box family protein | chr5:677118-678905 FORWARD	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_129965_PI403524517	2	0.069654465	0.16900158	0.0	-0.080783844	-0.02494526	0.0	35_36503	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_147317_PI403524517	2	-0.03769493	-0.19764614	-0.02486515	0.06610584	0.024866104	0.102861404	35_41227	"Cluster: Outer membrane protein, OMP85 family protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Outer membrane protein, OMP85 family protein - Oryza sat"	UniRef90_Q2RBM6	CHR3V7|COORD:3467807..3469821| outer membrane OMP85 family protein	AT3G11070.1	CHR12V5|COORD:304271..300967|protein outer membrane protein, OMP85 family protein, expressed	LOC_Os12g01500.1	no descriptionvery weakly similar to (53.9)AT3G11070| Symbols:  | outer membrane OMP85 family protein | chr3:3467807-3469821 FORWARD	not assigned.no ontology	35_1

CUST_1320_PI399408534	2	0.15386486	0.4317956	-0.2165308	-0.1070528	-0.44021797	0.107052326	35_47676	"Cluster: Putative SNF2 domain-containing protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative SNF2 domain-containing protein - Oryza sativa (japon"	UniRef90_Q6H7U1	CHR3V7|COORD:20103339..20114785| ATP binding / DNA binding / helicase	AT3G54280.1	CHR02V5|COORD:3311243..3313328|protein ATP-binding associated factor, putative, expressed	LOC_Os02g06588.1	no descriptionmoderately similar to ( 275)AT3G54280| Symbols:  | ATP binding / DNA binding / helicase | chr3:20103339-20114785 FORWARDnot assigned	RNA.regulation of transcription.Chromatin Remodeling Factors	27_3_44

CUST_160093_PI403524517	2	0.07714081	-0.7762623	-0.6019306	0.058843613	0.16145515	-0.058843613	35_44677	"Cluster: UDP-glucose 6-dehydrogenase, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: UDP-glucose 6-dehydrogenase, putative, expressed - O"	UniRef90_Q10JC3	CHR5V7|COORD:5027875..5029317| UDP-glucose 6-dehydrogenase, putative	AT5G15490.1	CHR12V5|COORD:14885249..14887821|protein UDP-glucose 6-dehydrogenase, putative, expressed	LOC_Os12g25690.1	 no descriptionvery weakly similar to (65.5)AT5G15490| Symbols:  | UDP-glucose 6-dehydrogenase, putative | chr5:5027875-5029317 REVERSEvery weakly similar to (65.1)UGDH_SOYBNUDP-glucose 6-dehydrogenase - Glycine max (Soybean)not assigned 	cell wall.precursor synthesis.UGD	10_1_4

CUST_46087_PI403524517	2	-0.046959877	0.08360958	0.046958923	-0.1767888	-0.39796162	0.08665943	35_13200	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_6078_PI399408534	2	0.344388	0.04378128	-0.04378128	-0.2484951	-0.13891602	0.080739975	35_38112	"Cluster: Putative Scl1 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Scl1 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6H6L0	CHR4V7|COORD:57429..59105| scarecrow-like transcription factor 6 (SCL6)	AT4G00150.1	CHR02V5|COORD:26846210..26849195|protein nodulation signaling pathway 2 protein, putative, expressed	LOC_Os02g44370.1	no descriptionvery weakly similar to (81.3)AT4G00150| Symbols:  | scarecrow-like transcription factor 6 (SCL6) | chr4:57429-59105 REVERSEGRAS	RNA.regulation of transcription.GRAS transcription factor family	27_3_21

CUST_169919_PI403524517	2	0.48723698	-0.17072725	0.07908583	0.018936634	-0.56065893	-0.018936634	35_47330	"Cluster: UBA/THIF-type NAD/FAD binding fold:MoeZ/MoeB; n=1; Kineococcus radiotolerans SRS30216|Rep: UBA/THIF-type NAD/FAD binding fold:MoeZ/MoeB - Kineococcus"	UniRef90_Q40W39	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	CHR02V5|COORD:24052178..24051352|protein conserved hypothetical protein	LOC_Os02g39810.1	no descriptionnot assigned PRK12323	not assigned.unknown	35_2

CUST_136152_PI403524517	2	0.078722954	0.010196686	-0.20868206	-0.11497879	0.0036802292	-0.0036802292	35_38180	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_3428_PI403524517	2	-0.09057331	0.013780594	0.04696083	-0.01377964	-0.046322823	0.047941208	35_936	"Cluster: Diacylglycerol kinase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Diacylglycerol kinase-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K4P5	CHR2V7|COORD:8126058..8128771| diacylglycerol kinase, putative	AT2G18730.1	CHR02V5|COORD:33478149..33470359|protein diacylglycerol kinase, putative, expressed	LOC_Os02g54650.1	 no descriptionmoderately similar to ( 333)AT2G18730| Symbols:  | diacylglycerol kinase, putative | chr2:8126058-8128771 FORWARDnot assigned not assigned not assigned DAGKa DAGK_acc 	lipid metabolism.Phospholipid synthesis.diacylglycerol kinase	11_3_5

CUST_33665_PI399408534	2	0.10194874	-0.43993473	-0.3437538	0.14105129	-0.008543968	0.008543968	35_24221	"Cluster: DNA binding protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: DNA binding protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ESL3	CHR1V7|COORD:25864952..25866545| basic helix-loop-helix (bHLH) family protein	AT1G68810.1	CHR09V5|COORD:14585344..14582472|protein helix-loop-helix DNA-binding domain containing protein, expressed	LOC_Os09g24490.1	no descriptionvery weakly similar to (91.7)AT1G68810| Symbols:  | basic helix-loop-helix (bHLH) family protein | chr1:25864952-25866545 FORWARDACT_ACR-UUR-like_2 ACT_UUR-ACR-like	RNA.regulation of transcription.bHLH,Basic Helix-Loop-Helix family	27_3_6

CUST_82431_PI403524517	2	-0.024044037	0.37194252	0.024043083	-0.09628105	-0.03469944	0.10467625	35_23640	"Cluster: Spotted leaf protein 11, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Spotted leaf protein 11, putative, expressed - Oryza sat"	UniRef90_Q10NB2	CHR2V7|COORD:12375465..12377685| armadillo/beta-catenin repeat family protein / U-box domain-containing protein	AT2G28830.1	CHR03V5|COORD:9308458..9314139|protein spotted leaf protein 11, putative, expressed	LOC_Os03g16824.1	no descriptionvery weakly similar to (82.8)AT2G28830| Symbols:  | armadillo/beta-catenin repeat family protein / U-box domain-containing protein | chr2:12375465-12377685 REVERSEvery weakly similar to (94.0)SPL11_ORYSA	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_58613_PI403524517	2	0.02673626	-1.0514059	-0.13413239	0.046365738	0.11204529	-0.026737213	35_16721	"Cluster: Putative nucleic acid binding protein; n=2; Oryza sativa|Rep: Putative nucleic acid binding protein - Oryza sativa (Rice)"	UniRef90_Q9AY47	"CHR4V7|COORD:13197289..13199548| PEP (PEPPER); nucleic acid binding"	AT4G26000.1	CHR10V5|COORD:21944810..21948324|protein nucleic acid binding protein, putative, expressed	LOC_Os10g41440.1	"no descriptionmoderately similar to ( 359)AT4G26000| Symbols: PEP | PEP (PEPPER); nucleic acid binding | chr4:13197289-13199548 FORWARDnot assigned not assigned not assigned not assigned not assigned PCBP_like_KH KH-I KH_1 KH"	RNA.RNA binding	27_4

CUST_21645_PI403524517	2	0.07802105	0.022153854	0.13481045	-0.16149807	-0.022153854	-0.39867687	35_6283	"Cluster: OSIGBa0132E09-OSIGBa0108L24.20 protein; n=2; Oryza sativa|Rep: OSIGBa0132E09-OSIGBa0108L24.20 protein - Oryza sativa (Rice)"	UniRef90_Q01HZ8	"CHR5V7|COORD:8028464..8030733| AAP7 (amino acid permease 7); amino acid permease"	AT5G23810.1	CHR04V5|COORD:33442787..33445173|protein AAP7, putative, expressed	LOC_Os04g56470.2	no descriptionweakly similar to ( 109)AT5G23810| Symbols: AAP7 | AAP7 (amino acid permease 7) | chr5:8028464-8030141 FORWARDnot assigned Aa_trans	transport.amino acids	34_3

CUST_63206_PI403524517	2	0.42376184	-0.1625781	0.008885384	0.40645504	-0.079652786	-0.00888586	35_18040	Rep: Violaxanthin de-epoxidase - Triticum aestivum (Wheat)	UniRef90_Q9AU61	"CHR1|COORD:2706927..2709534| similar to violaxanthin de-epoxidase-related [Arabidopsis thaliana] (TAIR:At2g21860.1); similar to violaxanthin de-epoxidase"	AT1G08550.2	CHR04V5|COORD:18366414..18363856|protein violaxanthin de-epoxidase, putative, expressed	LOC_Os04g31040.1	no descriptionhighly similar to ( 562)AT1G08550| Symbols: AVDE1 | NPQ1 (NON-PHOTOCHEMICAL QUENCHING 1) | chr1:2707465-2709390 FORWARDVDE	secondary metabolism.isoprenoids.carotenoids.violaxanthin de-epoxidase	16_1_4_21

CUST_50464_PI403524517	2	-0.030378342	-0.32571793	-0.002547264	0.061081886	0.002547264	0.13035774	35_14408	"Cluster: Putative transaldolase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative transaldolase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5JK10	CHR5V7|COORD:4302083..4304215| transaldolase, putative	AT5G13420.1	CHR01V5|COORD:40940312..40937362|protein transaldolase 2, putative, expressed	LOC_Os01g70170.1	 no descriptionhighly similar to ( 613)AT5G13420| Symbols:  | transaldolase, putative | chr5:4302083-4304215 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK03343 Transaldolase_like PRK09533 Transaldolase PRK03903 Transaldolase MipB PRK01362 PRK05269 Transaldolase_FSA Transaldolase_TalAB PRK12323 PRK07764 COG5373 PRK05648 PRK07003 	OPP.non-reductive PP.transaldolase	7_2_2

CUST_91137_PI403524517	2	0.12420845	-0.11149788	7.123947E-4	-7.133484E-4	0.15190029	-0.12952137	35_26061	"Cluster: Hypothetical protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2RAR5	"CHR5V7|COORD:1075956..1077357| similar to oxidoreductase/ transition metal ion binding [Arabidopsis thaliana] (TAIR:AT3G51940.1); similar to"	AT5G03990.1	CHR12V5|COORD:1812870..1814809|protein conserved hypothetical protein	LOC_Os12g04280.1	"no descriptionvery weakly similar to (78.6)AT5G03990| Symbols:  | similar to oxidoreductase/ transition metal ion binding [Arabidopsis thaliana] (TAIR:AT3G51940.1); similar to hypothetical protein LOC_Os12g04280 [Oryza sativa (japonica cultivar-group)] (GB:ABA95765.1); similar to Os01g0801200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001044539.1) | chr5:1075956-1077357 FORWARD"	not assigned.unknown	35_2

CUST_58325_PI403524517	2	-0.302742	-0.07707596	0.07707596	0.37515736	-0.1141243	0.23041344	35_16634	"Cluster: C2 domain-containing protein; n=1; Hordeum vulgare subsp. vulgare|Rep: C2 domain-containing protein - Hordeum vulgare var. distichum (Two-rowed barley)"	UniRef90_Q5DVL6	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	CHR09V5|COORD:22806568..22805358|protein C2 domain containing protein, expressed	LOC_Os09g39770.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07764 PRK12323 PRK07003 PRK03427	not assigned.unknown	35_2

CUST_37838_PI403524517	2	-0.21998501	0.83976173	-0.22741795	-0.0124435425	0.3173504	0.0124435425	35_10890	"Cluster: OSJNBb0008G24.17 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: OSJNBb0008G24.17 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7F2J4	CHR1V7|COORD:7964191..7966211| proton-dependent oligopeptide transport (POT) family protein	AT1G22540.1	CHR01V5|COORD:38141522..38143624|protein expressed protein	LOC_Os01g65150.1	no descriptionmoderately similar to ( 276)AT1G22540| Symbols:  | proton-dependent oligopeptide transport (POT) family protein | chr1:7964191-7966211 FORWARDnot assigned not assigned PTR2 PTR2	transport.peptides and oligopeptides	34_13

CUST_77545_PI403524517	2	-0.13641453	0.25443077	0.038095474	-0.0041942596	0.0041942596	-0.0076961517	35_22223	"Cluster: Putative NPSN12; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative NPSN12 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5Z9Q1	"CHR2V7|COORD:14838166..14840058| NPSN11 (NOVEL PLANT SNARE 11); protein transporter"	AT2G35190.1	CHR06V5|COORD:30360203..30356701|protein novel plant SNARE 11, putative, expressed	LOC_Os06g50120.1	" no descriptionweakly similar to ( 149)AT2G35190| Symbols: ATNPSN11, NSPN11, NPSN11 | NPSN11 (NOVEL PLANT SNARE 11); protein transporter | chr2:14838166-14840058 FORWARDt_SNARE "	cell. vesicle transport	31_4

CUST_5208_PI399408534	2	-0.38412857	-0.48071766	1.1108341	0.38412952	0.44287777	-0.49660015	35_23504	"Cluster: Helix-loop-helix DNA-binding domain containing protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Helix-loop-helix DNA-binding domain"	UniRef90_Q10FD6	CHR2V7|COORD:9679225..9680704| basic helix-loop-helix (bHLH) family protein	AT2G22750.1	CHR03V5|COORD:26458705..26454358|protein DNA binding protein, putative, expressed	LOC_Os03g46860.1	no descriptionweakly similar to ( 110)AT4G37850| Symbols:  | basic helix-loop-helix (bHLH) family protein | chr4:17796356-17797641 REVERSEvery weakly similar to (66.6)ARRS_MAIZEAnthocyanin regulatory R-S protein - Zea mays (Maize)not assigned not assigned not assigned HLH HLH HLH	RNA.regulation of transcription.bHLH,Basic Helix-Loop-Helix family	27_3_6

CUST_51723_PI403524517	2	0.11041069	-0.2846737	0.024074554	-0.008043289	0.008043289	-0.064941406	35_14737	"Cluster: Cold shock domain protein 3; n=2; Triticum aestivum|Rep: Cold shock domain protein 3 - Triticum aestivum (Wheat)"	UniRef90_Q75QN8	"CHR2V7|COORD:9044064..9044669| ATGRP2B (GLYCINE-RICH PROTEIN 2B); nucleic acid binding"	AT2G21060.1	CHR08V5|COORD:1639659..1638642|protein glycine-rich protein 2b, putative, expressed	LOC_Os08g03520.1	"no descriptionweakly similar to ( 123)AT4G36020| Symbols: CSDP1 | CSDP1 (COLD SHOCK DOMAIN PROTEIN 1); nucleic acid binding | chr4:17043446-17044345 REVERSEweakly similar to ( 128)GRP2_NICSYGlycine-rich protein 2 - Nicotiana sylvestris (Wood tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Drf_FH1 Extensin_2 CSD CspC Atrophin-1 PRK07003 cspE DUF1421 GRP PRK09890 PRK10354 PRK10943 Tymo_45kd_70kd TT_ORF1 PRK12323 PRK07764 PRK09937 PRK05648 CSP PRK06958 rne PRK10819 DUF605 AIR1 GRASP55_65 TonB DUF1210 tolA eIF-4B PRK05035 FAP COG4371 TolA DUF571 Trp_oprn_chp tatB Totivirus_coat Chorion_1 PRK12372 PRK08770 TolA GP38 DUF1517 PRK12472 Trypan_PARP FimV MFMR Harpin Amelogenin Dehydrin DUF2029 Lipoprotein_2 Tra5 PRK07735 COG1512 COG5373 Gag_spuma SerH aceF PRK12678 TrbL PRK11855 Cytadhesin_P30 COG5651 MARCKS Protamine_P1 PRK11633 PRK07586 PRK08853 SMN Protamine_P2 PRP8 DUF1777"	stress.abiotic.cold	20_2_2

CUST_180003_PI403524517	2	0.06554794	-0.025554657	-0.019106865	-0.013360977	0.013361931	0.023805618	35_50060	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_5653_PI404877155	2	-0.033395767	-0.40341187	0.03470421	0.033395767	-0.05513668	0.052310944	Contig17591_at	putative 3-dehydroquinate dehydratase [Oryza sativa (japonica cultivar-group)]	NP_918759.1	dehydroquinate dehydratase, putative / shikimate dehydrogenase, putative	At3g06350.1	protein dehydroquinase shikimate dehydrogenase, putative	Os12g34870	"EMB3004;EMBRYO DEFECTIVE 3004;dehydroquinate dehydratase, putative / shikimate dehydrogenase, putative, similar to dehydroquinate dehydratase/shikimate dehydrogenase (Nicotiana tabacum)(GI:535771), dehydroquinate dehydratase/shikimate:NADP oxidoreductase"	amino acid metabolism.synthesis.aromatic aa.chorismate	13_1_6_1

CUST_110793_PI403524517	2	-0.09176397	0.39838457	0.09176397	0.43474245	-0.17706537	-0.33196592	35_31464	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_71988_PI403524517	2	-1.033246	-0.92056274	0.70423794	0.20579052	0.4061699	-0.20579052	35_20635	Rep: OSJNBb0003B01.7 protein - Oryza sativa (Rice)	UniRef90_Q7XPH6	0	0	CHR04V5|COORD:32259613..32260550|protein expressed protein	LOC_Os04g54620.1	no description	not assigned.unknown	35_2

CUST_18683_PI399408534	2	0.3918934	0.19085312	-0.018242836	-0.20872116	-0.039648056	0.01824379	35_25239	"Cluster: Putative phytosulfokine receptor; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative phytosulfokine receptor - Oryza sativa (japonica cultivar-g"	UniRef90_Q7EYF8	CHR4V7|COORD:11202739..11206049| leucine-rich repeat family protein	AT4G20940.1	CHR07V5|COORD:2317309..2311700|protein protein binding protein, putative, expressed	LOC_Os07g05190.1	no descriptionmoderately similar to ( 218)AT4G20940| Symbols:  | leucine-rich repeat family protein | chr4:11202739-11206049 FORWARDnot assigned TyrKc	signalling.receptor kinases.leucine rich repeat III	30_2_3

CUST_171227_PI403524517	2	0.42937136	0.017787457	-0.03284073	-0.05468607	-0.017787457	0.111662865	35_47696	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_45060_PI403524517	2	0.029048443	0.83034134	0.2669487	-0.029047966	-0.8132496	-0.109129906	35_12917	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_28215_PI403524517	2	0.0608778	0.22521782	0.018953323	-0.12903976	-0.018953323	-0.20193768	35_8158	"Cluster: Nucleotidyltransferase family protein, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Nucleotidyltransferase family"	UniRef90_Q2RBE2	"CHR3V7|COORD:19154838..19158923| similar to nucleotidyltransferase [Arabidopsis thaliana] (TAIR:AT3G61690.1); similar to Os11g0114700 [Oryza sativa"	AT3G51620.2	CHR12V5|COORD:714414..706530|protein nucleic acid binding protein, putative, expressed	LOC_Os12g02260.1	" no descriptionmoderately similar to ( 401)AT3G51620| Symbols:  | similar to nucleotidyltransferase [Arabidopsis thaliana] (TAIR:AT3G61690.1); similar to Os11g0114700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001065579.1); similar to nucleotidyltransferase family protein, putative, expressed [Oryza sativa (japonica cultivar-group)] (GB:ABA91191.1); contains InterPro domain PAP/25A core; (InterPro:IPR001201) | chr3:19154838-19158923 FORWARDnot assigned not assigned "	not assigned.unknown	35_2

CUST_166988_PI403524517	2	0.43189812	0.107357025	-0.25787258	-0.107357025	-0.36625195	0.16629791	35_46516	"Cluster: Transmembrane protein kinase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Transmembrane protein kinase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XB99	"CHR5V7|COORD:2227788..2233233| ERL2 (ERECTA-LIKE 2); kinase"	AT5G07180.1	CHR06V5|COORD:1604461..1611410|protein receptor-like protein kinase 5 precursor, putative, expressed	LOC_Os06g03970.1	"no descriptionmoderately similar to ( 250)AT5G07180| Symbols: ERL2 | ERL2 (ERECTA-LIKE 2); kinase | chr5:2227788-2233233 REVERSEvery weakly similar to (87.8)RPK1_IPONIReceptor-like protein kinase precursor - Ipomoea nil (Japanese morning glory) (Pharbitis nil)not assigned not assigned not assigned not assigned not assigned not assigned COG4886"	stress.biotic	20_1

CUST_129925_PI403524517	2	-0.4587884	-0.493845	0.33755875	0.37517595	-0.086117744	0.08611822	35_36490	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_58772_PI403524517	2	0.012901306	-0.53090477	-0.1167593	-0.0043592453	0.0043582916	0.07430649	35_16771	"Cluster: Nucleosome/chromatin assembly factor group C; n=6; Poaceae|Rep: Nucleosome/chromatin assembly factor group C - Zea mays (Maize)"	UniRef90_Q8L8G4	CHR2V7|COORD:8463088..8466317| FVE (FVE)	AT2G19520.1	CHR01V5|COORD:29827969..29833802|protein WD-40 repeat protein MSI4, putative, expressed	LOC_Os01g51300.2	 no descriptionhighly similar to ( 720)AT2G19520| Symbols: ACG1, MSI4, NFC4, NFC04, ATMSI4, FVE | FVE (FVE) | chr2:8463088-8466317 FORWARDvery weakly similar to (66.6)GBB_SOLTUGuanine nucleotide-binding protein subunit beta - Solanum tuberosum (Potato)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned WD40 COG2319 	development.unspecified	33_99

CUST_45579_PI403524517	2	-0.39993858	-0.5904703	-0.25053692	0.25053644	0.5297222	0.61235523	35_13065	"Cluster: OSJNBa0095E20.10 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0095E20.10 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XRM6	"CHR3V7|COORD:16424846..16426119| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G22930.1); similar to Os05g0115100 [Oryza sativa (japonica"	AT3G44940.1	CHR04V5|COORD:2489959..2488767|protein expressed protein	LOC_Os04g05070.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF1635 PRK07764 PRK12323 PRK07003 Totivirus_coat FAP TT_ORF1 PRK05648	not assigned.unknown	35_2

CUST_73720_PI403524517	2	-0.28263283	-0.68068314	0.6839409	0.038394928	0.48359203	-0.038393974	35_21141	"Cluster: Hydroxyproline-rich glycoprotein DZ-HRGP precursor; n=1; Volvox carteri f. nagariensis|Rep: Hydroxyproline-rich glycoprotein DZ-HRGP precursor - Volvox"	UniRef90_Q9SBM1	CHR1V7|COORD:25812961..25813793| AGP19/ATAGP19 (ARABINOGALACTAN-PROTEIN 19)	AT1G68725.1	CHR07V5|COORD:24078295..24076272|protein transcriptional regulatory protein algP, putative	LOC_Os07g40130.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK05648 PRK07003 Extensin_2 TonB PRK07764 Tymo_45kd_70kd DUF1421 PRK12678 Atrophin-1 PRK08691 PRK10819 Drf_FH1 PRK11633 PRK08853 PRK10263 PRK11855 PRK12372 Cytadhesin_P30 Totivirus_coat PRK12727 Rubella_Capsid TrbL PRK08770 PRK00708 BASP1 COG3827	not assigned.unknown	35_2

CUST_16773_PI404877155	2	0.09560108	0.49704552	-0.038481712	-0.20705318	-0.38180447	0.038481712	HI04O04u_at	putative calreticulin [Oryza sativa (japonica cultivar-group)] dbj|BAC06263.1| putative calreticulin [Oryza sativa (japonica cultivar-group)	NP_915149.1	calreticulin 3 (CRT3)	At1g08450.2	protein Calreticulin family, putative	Os01g67060	putative calreticulin	signalling.calcium	30_3

CUST_139572_PI403524517	2	0.103180885	-0.06568861	0.4266472	0.06568861	-0.5459399	-0.18509674	35_39142	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_20791_PI403524517	2	0.019726753	-0.24175453	-0.0197258	-0.039214134	0.10726929	0.05996895	35_6038	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_28007_PI399408534	2	0.10793829	-0.025634289	0.025634289	-0.12335348	-0.04284954	0.20078564	35_9972	"Cluster: Homeodomain-leucine zipper transcription factor TaHDZipII-1; n=1; Triticum aestivum|Rep: Homeodomain-leucine zipper transcription factor"	UniRef90_Q27W76	CHR2V7|COORD:18524962..18526600| homeobox-leucine zipper protein 4 (HB-4) / HD-ZIP protein 4	AT2G44910.1	CHR06V5|COORD:2136451..2138096|protein homeobox-leucine zipper protein HAT1, putative, expressed	LOC_Os06g04870.1	" no descriptionweakly similar to ( 102)AT4G16780| Symbols: HAT4, ATHB2, ATHB-2 | ATHB-2 (Homeobox-leucine zipper protein HAT4); DNA binding / transcription factor | chr4:9449310-9450623 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned HALZ Homeobox HOX homeodomain COG5576 HALZ PRK07764 PRK12323 PRK07003 "	RNA.regulation of transcription.HB,Homeobox transcription factor family	27_3_22

CUST_81689_PI403524517	2	0.18844223	0.21364784	-0.0507555	-0.106853485	-0.23280191	0.0507555	35_23434	"Cluster: Putative Spo76 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Spo76 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5VMT5	CHR5V7|COORD:19335125..19344240| binding	AT5G47690.1	CHR06V5|COORD:10357412..10343191|protein HEAT repeat family protein, expressed	LOC_Os06g17840.1	no descriptionmoderately similar to ( 276)AT5G47690| Symbols:  | binding | chr5:19335125-19344240 FORWARDnot assigned	not assigned.unknown	35_2

CUST_70556_PI403524517	2	-0.1385088	0.38842392	0.04626751	-0.21856499	-0.034640312	0.034640312	35_20208	"Cluster: Putative vascular plant one zinc finger protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative vascular plant one zinc finger protein - Ory"	UniRef90_Q5JMX2	"CHR1V7|COORD:10029699..10031465| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G42400.1); similar to putative vascular plant one zinc finger"	AT1G28520.1	CHR01V5|COORD:31924230..31918975|protein vascular plant one zinc finger protein, putative, expressed	LOC_Os01g54930.1	" no descriptionmoderately similar to ( 347)AT1G28520| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G42400.1); similar to putative vascular plant one zinc finger protein [Oryza sativa (japonica cultivar-group)] (GB:BAD87186.1); contains InterPro domain Colicin E3, catalytic; (InterPro:IPR009105) | chr1:10029699-10031465 FORWARD"	not assigned.unknown	35_2

CUST_1107_PI399408534	2	0.18315125	-0.024104118	-0.1786623	-0.16489983	0.024103165	0.12575531	35_26334	Rep: CAA30379.1 protein - Oryza sativa (Rice)	UniRef90_Q9ST88	CHR3V7|COORD:6690248..6693216| protein kinase family protein	AT3G19300.1	CHR04V5|COORD:35051877..35057717|protein protein kinase domain containing protein, expressed	LOC_Os04g59320.1	no descriptionvery weakly similar to (67.4)AT3G19300| Symbols:  | protein kinase family protein | chr3:6690248-6693216 REVERSE	signalling.receptor kinases.misc	30_2_99

CUST_169741_PI403524517	2	0.28454494	-0.17239141	0.07492685	-0.021780014	-0.19377232	0.021779537	35_47280	"Cluster: Putative elicitor inducible beta-1,3-glucanase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative elicitor inducible beta-1,3-glucanase - Oryza"	UniRef90_Q6ZL97	CHR3V7|COORD:4425491..4427291| glycosyl hydrolase family 17 protein	AT3G13560.3	CHR07V5|COORD:23342395..23347029|protein glucan endo-1,3-beta-glucosidase 4 precursor, putative, expressed	LOC_Os07g38930.1	no description	not assigned.unknown	35_2

CUST_86133_PI403524517	2	-0.049492836	0.5209236	-0.09674883	0.049493313	-0.1758461	0.11983204	35_24669	"Cluster: Putative acyl-CoA synthetase; n=1; Hordeum vulgare subsp. vulgare|Rep: Putative acyl-CoA synthetase - Hordeum vulgare var. distichum (Two-rowed barley)"	UniRef90_A1C0L8	CHR4V7|COORD:12403730..12408273| long-chain-fatty-acid--CoA ligase / long-chain acyl-CoA synthetase	AT4G23850.1	CHR06V5|COORD:2948765..2956843|protein ACS-like protein, putative, expressed	LOC_Os06g06350.1	no descriptionhighly similar to ( 654)AT4G23850| Symbols:  | long-chain-fatty-acid--CoA ligase / long-chain acyl-CoA synthetase | chr4:12403730-12408273 REVERSEvery weakly similar to (92.8)4CL1_ORYSAnot assigned not assigned not assigned not assigned not assigned FAA1 AMP-binding CaiC PRK09089 PRK05605 PRK08751 PRK05677 PRK08974 PRK06710 PRK03640 PRK07656 PRK07514 PRK08162 PRK08316 PRK07059 PRK06145 PRK07770 Acs PRK07684 PRK06187 PRK06368 PRK07771 PRK12583 PRK08315 PRK09088 PRK12492 PRK06219 PRK08314 PRK08633 PRK07529 PRK08180 PRK07787 PRK06839 PRK06188 PRK06087 PRK05620 EntF PRK09029 PRK06814 PRK06178 PRK07008 PRK07470 caiC PRK06334 PRK07786 PRK05852 PRK07768 PRK09274 PRK08279 PRK07788 PRK07638 PRK06018 PRK08043 PRK05857 PRK07445 PRK12582 PRK09192 PRK07867 PRK12406 PRK06155 PRK06164 PRK05851	lipid metabolism.FA synthesis and FA elongation.long chain fatty acid CoA ligase	11_1_9

CUST_169992_PI403524517	2	0.048389435	0.2940693	0.15422916	-0.296175	-0.04838848	-0.4251852	35_47349	"Cluster: Os02g0232400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os02g0232400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E2K1	"CHR3V7|COORD:21735541..21738435| CSY2 (CITRATE SYNTHASE 2); citrate (SI)-synthase"	AT3G58750.1	CHR02V5|COORD:7491165..7497888|protein citrate synthase, glyoxysomal precursor, putative, expressed	LOC_Os02g13840.1	" no descriptionweakly similar to ( 193)AT2G42790| Symbols: CSY3 | CSY3 (CITRATE SYNTHASE 3); citrate (SI)-synthase | chr2:17810209-17813068 REVERSEweakly similar to ( 195)CYSZ_CUCMACitrate synthase, glyoxysomal precursor - Cucurbita maxima (Pumpkin) (Winter squash)not assigned PRK12351 gltA GltA Citrate_synt PRK12349 "	gluconeogenese/ glyoxylate cycle.citrate synthase	6_1

CUST_22943_PI403524517	2	0.035170555	0.07358551	0.0036697388	-0.0936079	-0.0036697388	-0.023326874	35_6662	"Cluster: Os12g0535900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os12g0535900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IMW0	CHR1V7|COORD:22487482..22489413| VIP5 (VERNALIZATION INDEPENDENCE 5)	AT1G61040.1	CHR12V5|COORD:21288793..21291064|protein plus-3 domain containing protein, expressed	LOC_Os12g35030.2	no descriptionvery weakly similar to (97.8)AT1G61040| Symbols: VIP5 | VIP5 (VERNALIZATION INDEPENDENCE 5) | chr1:22487482-22489413 FORWARD	not assigned.no ontology	35_1

CUST_5177_PI403524517	2	-0.0059013367	0.0059013367	0.053016663	-0.07219124	0.1406231	-0.18750286	35_1425	"Cluster: Methionine aminopeptidase 2, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Methionine aminopeptidase 2, putative, expressed - O"	UniRef90_Q2QLT5	"CHR2V7|COORD:18276518..18278861| MAP2A (METHIONINE AMINOPEPTIDASE 2A); methionyl aminopeptidase"	AT2G44180.1	CHR12V5|COORD:26872676..26876489|protein methionine aminopeptidase 2B, putative, expressed	LOC_Os12g43370.1	"no descriptionweakly similar to ( 177)AT2G44180| Symbols: MAP2A | MAP2A (METHIONINE AMINOPEPTIDASE 2A); methionyl aminopeptidase | chr2:18276518-18278861 REVERSEnot assigned MetAP2"	protein.degradation.metalloprotease	29_5_7

CUST_27161_PI403524517	2	0.18613625	0.5020218	-0.1153841	0.050817966	-0.2194128	-0.050818443	35_7865	"Cluster: Hypothetical protein OJ1117_G01.1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1117_G01.1 - Oryza sativa (japonica cultivar"	UniRef90_Q8L4D7	0	0	CHR01V5|COORD:28041460..28042167|protein expressed protein	LOC_Os01g48360.2	no description	not assigned.unknown	35_2

CUST_78879_PI403524517	2	-0.6927662	-0.4446473	-0.018324852	0.30199862	0.018325329	0.12529564	35_22621	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QQC6	"CHR5V7|COORD:14038252..14038842| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G04480.1); similar to Os12g0498900 [Oryza sativa (japonica"	AT5G35870.1	CHR12V5|COORD:18926126..18927207|protein expressed protein	LOC_Os12g31510.1	no description	not assigned.unknown	35_2

CUST_16289_PI403524517	2	0.045916557	-0.44961023	-0.11066151	0.01851368	-0.01851368	0.03144741	35_4694	"Cluster: Putative beta-galactosidase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative beta-galactosidase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5N8X6	"CHR5V7|COORD:25554468..25558541| BGAL10 (beta-galactosidase 10); beta-galactosidase"	AT5G63810.1	CHR01V5|COORD:38321362..38328433|protein beta-galactosidase precursor, putative, expressed	LOC_Os01g65460.2	"no descriptionmoderately similar to ( 449)AT5G63810| Symbols: BGAL10 | BGAL10 (beta-galactosidase 10); beta-galactosidase | chr5:25554468-25558541 FORWARDmoderately similar to ( 396)BGAL_ASPOFBeta-galactosidase precursor - Asparagus officinalis (Garden asparagus)not assigned not assigned Gal_Lectin"	misc.gluco-, galacto- and mannosidases	26_3

CUST_56940_PI403524517	2	0.18908787	-0.10984135	-0.13345814	0.24820137	0.10984135	-0.1683321	35_16227	"Cluster: Hypothetical protein OSJNBa0044E16.27; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0044E16.27 - Oryza sativa (japonica"	UniRef90_Q6Z1P2	CHR2V7|COORD:2081201..2081684| PGR5 (PROTON GRADIENT REGULATION 5)	AT2G05620.1	CHR08V5|COORD:28244927..28246078|protein PGR5, putative, expressed	LOC_Os08g45190.1	no descriptionweakly similar to ( 151)AT2G05620| Symbols: PGR5 | PGR5 (PROTON GRADIENT REGULATION 5) | chr2:2081201-2081684 REVERSE	PS.lightreaction.cyclic electron flow-chlororespiration	1_1_40

CUST_62959_PI403524517	2	0.11438179	-0.31295967	-0.055430412	-0.04848194	0.22022247	0.048480988	35_17960	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_50872_PI403524517	2	-1.2298784	-0.105306625	0.53240013	0.36814594	-0.44126892	0.10530758	35_14511	"Cluster: Nucleotide pyrophosphatase/phosphodiesterase; n=2; Hordeum vulgare|Rep: Nucleotide pyrophosphatase/phosphodiesterase - Hordeum vulgare"	UniRef90_Q687E1	0	0	CHR08V5|COORD:26306741..26312631|protein nucleotide pyrophosphatase/phosphodiesterase, putative, expressed	LOC_Os08g41880.1	no description	not assigned.unknown	35_2

CUST_28652_PI403524517	2	0.0522213	0.58215046	0.11261654	-0.15914917	-0.052220345	-0.16685009	35_8277	"Cluster: Putative dihydroflavonal-4-reductase; n=1; Oryza sativa|Rep: Putative dihydroflavonal-4-reductase - Oryza sativa (Rice)"	UniRef90_Q94HG6	CHR4V7|COORD:16067992..16069377| terpene cyclase/mutase-related	AT4G33360.1	CHR03V5|COORD:4421073..4422951|protein dihydroflavonol-4-reductase, putative, expressed	LOC_Os03g08624.1	no descriptionweakly similar to ( 136)AT4G33360| Symbols:  | terpene cyclase/mutase-related | chr4:16067992-16069377 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned WcaG Epimerase COG0702 TT_ORF1 GalE 3Beta_HSD PRK05865 NmrA COG1086 NAD_binding_4 Polysacc_synt_2 Protamine_P1 adh_short PRK12323 COG3320 PRK07003 RmlD_sub_bind DUF1777	secondary metabolism.flavonoids.flavonols	16_8_4

CUST_91308_PI403524517	2	0.13872337	0.3927889	-0.010748863	-0.14260483	0.010749817	-0.059872627	35_26109	"Cluster: Putative arsenite transport subunit B; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative arsenite transport subunit B - Oryza sativa (japonica"	UniRef90_Q6K6Z6	CHR1V7|COORD:440757..442459| transmembrane protein, putative	AT1G02260.1	CHR02V5|COORD:35280916..35284847|protein arsenite transport subunit B, putative, expressed	LOC_Os02g57620.1	no description	not assigned.unknown	35_2

CUST_6047_PI404877155	2	-0.83056927	1.2354083	0.23488331	-0.14176035	-0.40510798	0.14176035	Contig1832_s_at	Late embryogenesis abundant protein B19.1A (B19.1) pir||S23749 embryonic abundant protein B19.1 - barley emb|CAA44622.1| LEA B19.1 [Hordeum	Q05190	Em-like protein GEA6 (EM6)	At2g40170.1	protein embryonic abundant protein 1	Os05g28210	Late embryogenesis abundant protein B19.1B pir	development.late embryogenesis abundant	33_2

CUST_5446_PI403524517	2	-0.05343342	-0.8312917	0.16856337	0.44847298	0.053433895	-0.26704025	35_1502	Rep: Aminopropyl transferase - Oryza sativa (japonica cultivar-group)	UniRef90_Q7XAP2	CHR5V7|COORD:21552655..21554879| SPDS3 (SPERMIDINE SYNTHASE 3)	AT5G53120.3	CHR06V5|COORD:19613275..19618692|protein spermidine synthase 1, putative, expressed	LOC_Os06g33710.4	 no descriptionmoderately similar to ( 231)AT5G53120| Symbols: SPMS, SPDS3 | SPDS3 (SPERMIDINE SYNTHASE 3) | chr5:21552655-21554879 FORWARDweakly similar to ( 171)SPD1_PEASpermidine synthase 1 - Pisum sativum (Garden pea)not assigned Spermine_synth PRK00811 SpeE PRK03612 COG4262 speE 	polyamine metabolism.synthesis.spermidine synthase	22_1_6

CUST_11820_PI404877155	2	-0.74319553	0.729558	0.21204281	0.26861286	-0.21204376	-0.23195839	Contig5531_at	mitogen-activated protein kinase 1 homolog (clone Aspk9) - oat emb|CAA56314.1| MAP KINASE [Avena sativa]	S56638	mitogen-activated protein kinase, putative / MAPK, putative (MPK3)	At3g45640.1	protein Protein kinase domain, putative	Os03g17700	mitogen-activated protein kinase 1 homolog (clone Aspk9)	signalling.MAP kinases	30_6

CUST_180176_PI403524517	2	0.3014593	-0.08443022	-0.056602	0.17503452	-0.06783104	0.056602	35_50108	"Cluster: Os07g0436100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0436100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D6V4	CHR1V7|COORD:1340890..1342964| ankyrin repeat family protein	AT1G04780.1	CHR07V5|COORD:14578640..14572802|protein protein binding protein, putative, expressed	LOC_Os07g25460.1	no descriptionmoderately similar to ( 238)AT1G04780| Symbols:  | ankyrin repeat family protein | chr1:1340890-1342964 REVERSEnot assigned	cell.organisation	31_1

CUST_117698_PI403524517	2	-0.37477016	0.591856	-0.23045826	0.6422701	-1.0444279	0.23045874	35_33344	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_114976_PI403524517	2	-0.4741826	0.35744572	-0.08827925	0.5942378	0.08827925	-0.8297968	35_32624	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_167166_PI403524517	2	0.07958412	0.29660416	0.037485123	-0.09262276	-0.03748417	-0.27217007	35_46563	"Cluster: Os01g0166700 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os01g0166700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JQE7	CHR3V7|COORD:19197949..19199415| saposin B domain-containing protein	AT3G51730.1	CHR01V5|COORD:3418826..3422361|protein saposin-like type B, region 1 family protein, expressed	LOC_Os01g07250.1	no description	not assigned.unknown	35_2

CUST_9340_PI403524517	2	0.032354355	0.1794405	-0.032354355	-0.100029945	-0.050367355	0.15284538	35_2624	"Cluster: Putative hUPF2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative hUPF2 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6H470	CHR2V7|COORD:16399366..16406666| RNA binding	AT2G39260.1	CHR02V5|COORD:25278192..25267175|protein regulator of nonsense transcripts 2, putative, expressed	LOC_Os02g42040.1	no descriptionvery weakly similar to (75.9)AT2G39260| Symbols:  | RNA binding | chr2:16399366-16406666 REVERSEnot assigned Upf2	protein.synthesis.misc	29_2_99

CUST_44321_PI403524517	2	0.28771257	0.48013163	0.09568882	-0.47463465	-0.0956893	-0.15986156	35_12715	"Cluster: ALG2-interacting protein X-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: ALG2-interacting protein X-like - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6H5V3	CHR4V7|COORD:10275928..10278502| leucine-rich repeat family protein / extensin family protein	AT4G18670.1	CHR02V5|COORD:25589280..25586057|protein vacuolar protein-sorting protein bro1, putative, expressed	LOC_Os02g42580.1	no descriptionvery weakly similar to (58.2)AT1G15130| Symbols:  | hydroxyproline-rich glycoprotein family protein | chr1:5206212-5209843 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned BRO1 Atrophin-1 DUF1421 PRK12323 PRK07764 Herpes_gI PRK07003 Extensin_2 DUF1509 Drf_FH1 STOP GRASP55_65 Herpes_BLLF1	not assigned.no ontology.hydroxyproline rich proteins	35_1_41

CUST_11922_PI403524517	2	0.06063652	0.33862495	0.044386864	-0.21954155	-0.15631008	-0.044387817	35_3392	Rep: B0616E02-H0507E05.12 protein - Oryza sativa (Rice)	UniRef90_Q01HW0	CHR1V7|COORD:4274647..4275829| oxidoreductase family protein	AT1G12550.1	CHR04V5|COORD:443957..447666|protein glyoxylate reductase, putative, expressed	LOC_Os04g01674.1	no descriptionmoderately similar to ( 290)AT1G12550| Symbols:  | oxidoreductase family protein | chr1:4274647-4275829 FORWARDvery weakly similar to (89.0)DHGY_CUCSAGlycerate dehydrogenase - Cucumis sativus (Cucumber)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned LdhA 2-Hacid_dh SerA 2-Hacid_dh_C PRK06487 PRK08410 PRK06932 PRK11790 PRK06436 PRK07574 PRK00257 PRK12480 PRK08605 PRK12678 PRK12323 PRK07764 PRK09169 MmsB Herpes_BLLF1 DUF390 PRK07003	amino acid metabolism.degradation.serine-glycine-cysteine group.glycine	13_2_5_2

CUST_135611_PI403524517	2	0.09753513	-0.1868105	-0.04925537	0.007948875	0.017295837	-0.007948875	35_38036	"Cluster: Putative RNA-binding protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative RNA-binding protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8H642	CHR1V7|COORD:22496859..22500684| proline-rich family protein	AT1G61080.1	CHR06V5|COORD:1454386..1457726|protein nucleic acid binding protein, putative, expressed	LOC_Os06g03690.2	no description	not assigned.unknown	35_2

CUST_173702_PI403524517	2	0.027122974	-0.027123451	0.33912992	0.14693642	-0.39150524	-0.031226158	35_48367	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_27734_PI403524517	2	0.060275078	0.5794153	-0.10775375	-0.1731968	-0.060275078	0.08997917	35_8021	Rep: H0410G08.12 protein - Oryza sativa (Rice)	UniRef90_Q25AA2	CHR4V7|COORD:5311090..5312403| proline-rich extensin-like family protein	AT4G08380.1	CHR04V5|COORD:32132785..32129344|protein heterogeneous nuclear ribonucleoprotein U-like protein 1, putative, expressed	LOC_Os04g54350.1	no descriptionvery weakly similar to (52.4)AT4G08380| Symbols:  | proline-rich extensin-like family protein | chr4:5311090-5312403 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned Atrophin-1	not assigned.no ontology.proline rich family	35_1_42

CUST_89410_PI403524517	2	0.20159435	0.6513715	0.15445614	-0.3762803	-0.15445662	-0.18551588	35_25576	"Cluster: Putative transcriptional regulator; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative transcriptional regulator - Oryza sativa (japonica cultiv"	UniRef90_Q69XZ5	"CHR5V7|COORD:26539119..26542212| similar to hypothetical protein [Thellun (GB:ABB45848.1); similar to Os06g0472400 [Oryza sativa (japonica cultivar-group)]"	AT5G66420.2	CHR06V5|COORD:15737387..15743820|protein ATPase, putative, expressed	LOC_Os06g27800.2	"no descriptionweakly similar to ( 108)AT5G66420| Symbols:  | similar to hypothetical protein [Thellun (GB:ABB45848.1); similar to Os06g0472400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001057623.1); contains InterPro domain Protein of unknown function UPF0261; (InterPro:IPR010647) | chr5:26539119-26542212 REVERSEPRK02399 UPF0261 COG5441"	not assigned.unknown	35_2

CUST_21711_PI399408534	2	-0.08532047	0.0021829605	-0.0021839142	0.049024582	0.17494488	-0.10464096	35_8453	"Cluster: IQ calmodulin-binding motif family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: IQ calmodulin-binding motif family protein, exp"	UniRef90_Q10CD0	"CHR3V7|COORD:7831668..7833519| IQD5 (IQ-domain 5); calmodulin binding"	AT3G22190.1	CHR03V5|COORD:32643421..32639553|protein calmodulin binding protein, putative, expressed	LOC_Os03g57330.2	"no descriptionweakly similar to ( 174)AT3G22190| Symbols: IQD5 | IQD5 (IQ-domain 5); calmodulin binding | chr3:7831668-7833519 REVERSE"	signalling.calcium	30_3

CUST_85880_PI403524517	2	0.31573582	0.14554882	0.057623863	-0.24272442	-0.34901905	-0.057624817	35_24594	Rep: OSJNBa0065H10.9 protein - Oryza sativa (Rice)	UniRef90_Q5CAF8	CHR3V7|COORD:2022602..2033643| BAP28-related	AT3G06530.1	CHR04V5|COORD:27225370..27240995|protein HEAT repeat family protein, expressed	LOC_Os04g46310.1	no description	not assigned.unknown	35_2

CUST_111890_PI403524517	2	0.05155945	0.16070747	-0.051560402	-0.27602005	0.103284836	-0.2450018	35_31765	"Cluster: Hypothetical protein P0036F10.42; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0036F10.42 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5VP35	CHR3V7|COORD:7803611..7808053| Encodes a Protease inhibitor/seed storage/LTP family protein	AT3G22142.1	CHR06V5|COORD:2508041..2504593|protein nucleic acid binding protein, putative, expressed	LOC_Os06g05530.2	no description	not assigned.unknown	35_2

CUST_82346_PI403524517	2	0.12554741	-0.004776478	-0.10264492	-0.1310978	0.004776478	0.09042883	35_23618	"Cluster: Actin bundling protein ABP135; n=3; Lilium longiflorum|Rep: Actin bundling protein ABP135 - Lilium longiflorum (Trumpet lily)"	UniRef90_Q9SQH4	"CHR2V7|COORD:17418040..17423956| VLN2 (VILLIN 2); actin binding"	AT2G41740.1	CHR03V5|COORD:13755895..13767519|protein villin-3, putative, expressed	LOC_Os03g24220.3	"no descriptionmoderately similar to ( 400)AT2G41740| Symbols: VLN2 | VLN2 (VILLIN 2); actin binding | chr2:17418040-17423956 REVERSEnot assigned not assigned not assigned GEL"	cell.organisation	31_1

CUST_72894_PI403524517	2	0.26373863	0.050992966	-0.17831421	-0.050992012	-0.061260223	0.06512356	35_20899	"Cluster: Os01g0912600 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0912600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JGP9	"CHR1V7|COORD:10038183..10040368| SRD2 (SHOOT REDIFFERENTIATION DEFECTIVE 2); DNA binding"	AT1G28560.1	CHR01V5|COORD:40099940..40103636|protein expressed protein	LOC_Os01g68440.2	"no descriptionmoderately similar to ( 255)AT1G28560| Symbols: SRD2 | SRD2 (SHOOT REDIFFERENTIATION DEFECTIVE 2); DNA binding | chr1:10038183-10040368 REVERSEnot assigned"	not assigned.no ontology	35_1

CUST_18749_PI399408534	2	-0.42395592	0.12690163	0.05362892	0.19012594	-0.5512371	-0.0536294	35_27401	"Cluster: GRAS family transcription factor containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: GRAS family transcription factor"	UniRef90_Q2QNA3	CHR1V7|COORD:2313825..2316134| scarecrow-like transcription factor 14 (SCL14)	AT1G07530.1	CHR11V5|COORD:28329630..28331546|protein SCARECROW-like protein, putative, expressed	LOC_Os11g47890.1	no descriptionweakly similar to ( 166)AT1G07530| Symbols:  | scarecrow-like transcription factor 14 (SCL14) | chr1:2313825-2316134 REVERSEvery weakly similar to (88.2)CIGR1_ORYSAGRAS	RNA.regulation of transcription.GRAS transcription factor family	27_3_21

CUST_40234_PI403524517	2	-0.38327646	1.9507837	0.3110776	-0.4284129	-0.15638971	0.15638924	35_11573	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10RP3	CHR1V7|COORD:22057832..22060717| formin homology 2 domain-containing protein / FH2 domain-containing protein	AT1G59910.1	CHR03V5|COORD:2821502..2820901|protein expressed protein	LOC_Os03g05700.1	no descriptionnot assigned not assigned TT_ORF1 Protamine_P1	not assigned.unknown	35_2

CUST_114801_PI403524517	2	0.06268501	0.33304977	-0.042804718	-0.1776371	-0.428483	0.04280567	35_32579	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_14721_PI403524517	2	0.10225105	-0.036250114	-0.11694527	0.053391457	-0.06966114	0.036250114	35_4237	"Cluster: Putative interferon-related protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative interferon-related protein - Oryza sativa (japonica"	UniRef90_Q6ZIP6	0	0	CHR07V5|COORD:23924198..23929528|protein interferon-related developmental regulator family protein, expressed	LOC_Os07g39900.1	no description	not assigned.unknown	35_2

CUST_11798_PI404877155	2	-0.017291069	-0.7270546	-0.15032005	0.10313892	0.15751076	0.017292023	Contig5494_at	OSJNBb0059K02.15 [Oryza sativa (japonica cultivar-group)] ref|XP_474138.1| OSJNBb0059K02.15 [Oryza sativa (japonica cultivar-group)]	CAE04505.1	D-3-phosphoglycerate dehydrogenase, putative / 3-PGDH, putative	At4g34200.1	protein D-3-phosphoglycerate dehydrogenase	Os04g55720	"Dof2  T02690  DNA-binding with One Finger 2;  maize,"	amino acid metabolism.synthesis.serine-glycine-cysteine group.serine	13_1_5_1

CUST_15651_PI404877155	2	0.11093044	-0.0688982	-0.009199142	0.009199142	0.07426262	-0.023080826	Contig9484_at	putative pre-mRNA splicing factor [Oryza sativa (japonica cultivar-group)]	AAP12948.1	transducin family protein / WD-40 repeat family protein	At1g10580.1	protein putative pre-mRNA splicing factor	Os03g27970	"transducin family protein / WD-40 repeat family protein, similar to splicing factor hPRP17 (gi:3283220); contains 7 WD-40 repeats (PF00400);similar to ESTs emb:F15435 and dbj:AUO62661"	RNA.processing	27_1

CUST_46681_PI403524517	2	-0.11153984	-0.12186432	0.06511402	0.10608196	-0.05511093	0.055109978	35_13368	"Cluster: Hypothetical protein P0431H09.29; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0431H09.29 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5N9P7	"CHR1V7|COORD:23030654..23032854| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G11940.1); similar to Os01g0695200 [Oryza sativa (japonica"	AT1G62305.1	CHR01V5|COORD:29073395..29078193|protein expressed protein	LOC_Os01g50040.1	" no descriptionmoderately similar to ( 327)AT1G62305| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G11940.1); similar to Os01g0695200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001043958.1); similar to Protein of unknown function DUF266, plant [Medicago truncatula] (GB:ABD28621.1); similar to Os05g0170000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001054766.1); contains InterPro domain Protein of unknown function DUF266, plant; (InterPro:IPR004949) | chr1:23030654-23032854 REVERSEDUF266 "	not assigned.unknown	35_2

CUST_18397_PI399408534	2	0.059718132	-0.8005104	-0.112446785	0.10403633	0.09958744	-0.05971718	35_19856	"Cluster: Putative tRNA/rRNA methyltransferase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative tRNA/rRNA methyltransferase - Oryza sativa (japonica"	UniRef90_Q5JKV8	CHR2V7|COORD:8583116..8584885| tRNA/rRNA methyltransferase (SpoU) family protein	AT2G19870.1	CHR01V5|COORD:31312428..31311369|protein expressed protein	LOC_Os01g53890.1	no descriptionmoderately similar to ( 377)AT2G19870| Symbols:  | tRNA/rRNA methyltransferase (SpoU) family protein | chr2:8583116-8584885 FORWARDnot assigned SpoU SpoU_methylase PRK11181 PRK10864 PRK11081	not assigned.no ontology	35_1

CUST_59420_PI403524517	2	0.06498194	0.7900057	0.31422472	-0.11658716	-0.104307175	-0.06498194	35_16944	"Cluster: OTU-like cysteine protease family protein, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: OTU-like cysteine protease family"	UniRef90_Q10AA4	0	0	CHR03V5|COORD:36228149..36225286|protein cysteine-type peptidase, putative, expressed	LOC_Os03g64219.3	no description	not assigned.unknown	35_2

CUST_49533_PI403524517	2	-0.1715231	0.717535	0.0054302216	-0.005431175	-0.123488426	0.02576065	35_14127	Rep: Phospholipase D alpha 1 - Zea mays (Maize)	UniRef90_Q43270	"CHR3V7|COORD:5330842..5333481| PLDALPHA1 (PHOSPHOLIPASE D ALPHA 1); phospholipase D"	AT3G15730.1	CHR01V5|COORD:3726086..3721117|protein phospholipase D alpha 1 precursor, putative, expressed	LOC_Os01g07760.2	" no descriptionnearly identical (1363)AT3G15730| Symbols: PLD, PLDALPHA1 | PLDALPHA1 (PHOSPHOLIPASE D ALPHA 1); phospholipase D | chr3:5330842-5333481 FORWARDnearly identical (1525)PLDA1_ORYSAnot assigned C2_2 Cls PLDc cls C2 C2 "	lipid metabolism.lipid degradation.lysophospholipases	11_9_3

CUST_77621_PI403524517	2	0.09710407	0.11798382	-0.09710407	-0.14323044	0.14550781	-0.13170052	35_22251	"Cluster: Transcription factor jumonji, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Transcription factor jumonji, putative, expressed -"	UniRef90_Q2R2A5	"CHR5V7|COORD:2001247..2003069| similar to transcription factor jumonji (jmjC) domain-containing protein [Arabidopsis thaliana] (TAIR:AT1G78280.1); similar to"	AT5G06550.1	CHR11V5|COORD:20992087..20989245|protein transferase, transferring glycosyl groups, putative, expressed	LOC_Os11g36450.1	"no descriptionmoderately similar to ( 333)AT5G06550| Symbols:  | similar to transcription factor jumonji (jmjC) domain-containing protein [Arabidopsis thaliana] (TAIR:AT1G78280.1); similar to hypothetical protein DDBDRAFT_0205230 [Dictyostelium discoideum AX4] (GB:XP_641202.1); similar to Os11g0572800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001068128.1); contains InterPro domain Cyclin-like F-box; (InterPro:IPR001810); contains InterPro domain Transcription factor jumonji; (InterPro:IPR013129); contains InterPro domain Transcription factor jumonji/aspartyl beta-hydroxylase; (InterPro:IPR003347) | chr5:2001247-2003069 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12678 PRK12323 PRK07003 Tymo_45kd_70kd Herpes_BLLF1"	not assigned.no ontology.transcription factor jumonji (jmjC) domain-containing protein	35_1_17

CUST_18551_PI399408534	2	0.35327053	0.71212006	-0.079818726	-0.135468	0.07981825	-0.08020544	35_37212	"Cluster: Hypothetical protein T10O8_20; n=1; Arabidopsis thaliana|Rep: Hypothetical protein T10O8_20 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9M041	CHR5V7|COORD:125303..128959| basic helix-loop-helix (bHLH) family protein	AT5G01310.1	CHR03V5|COORD:10191422..10194800|protein appr-1-p processing enzyme family protein, expressed	LOC_Os03g18210.1	no descriptionweakly similar to ( 154)AT5G01310| Symbols:  | basic helix-loop-helix (bHLH) family protein | chr5:125303-128959 FORWARDnot assigned	RNA.regulation of transcription.bHLH,Basic Helix-Loop-Helix family	27_3_6

CUST_99207_PI403524517	2	-0.06740284	0.092757225	0.007818222	-0.007818222	0.14868736	-0.0756855	35_28317	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_85344_PI403524517	2	0.019508362	0.42590427	-0.019508362	-0.09721851	0.09590435	-0.023934364	35_24447	"Cluster: Os06g0163500 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os06g0163500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DEB2	CHR5V7|COORD:6642120..6646420| subtilase family protein	AT5G19660.1	CHR06V5|COORD:3212519..3218043|protein membrane-bound transcription factor site 1 protease precursor, putative, expressed	LOC_Os06g06810.1	no descriptionvery weakly similar to (94.7)AT5G19660| Symbols:  | subtilase family protein | chr5:6642120-6646420 REVERSEnot assigned	protein.degradation.subtilases	29_5_1

CUST_49402_PI403524517	2	-0.092671394	-0.065442085	0.20972061	0.065442085	0.090517044	-0.10086727	35_14091	Rep: Glutathione transferase F5 - Triticum aestivum (Wheat)	UniRef90_Q8GTB8	"CHR3V7|COORD:23228401..23229222| ATGSTF13 (Arabidopsis thaliana Glutathione S-transferase (class phi) 13); glutathione transferase"	AT3G62760.1	CHR01V5|COORD:41291097..41289250|protein glutathione S-transferase III, putative, expressed	LOC_Os01g70770.1	"no descriptionweakly similar to ( 180)AT3G62760| Symbols: ATGSTF13 | ATGSTF13 (Arabidopsis thaliana Glutathione S-transferase (class phi) 13); glutathione transferase | chr3:23228401-23229222 REVERSEmoderately similar to ( 281)GSTF3_MAIZEGlutathione S-transferase 3 - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned GST_C_Phi Gst GST_N_Phi GST_N_GTT1_like GST_N_4 GST_N_family GST_N_Ure2p_like PRK11752 GST_N_Delta_Epsilon GST_N GST_N_Beta GST_N_Theta GST_N_2 PRK10542 GST_C GST_N_GTT2_like GST_N_Zeta GST_C_family PRK07003 GST_C_2 GST_N_SspA DUF566 GST_N_EF1Bgamma HPC2 GST_C_Beta TT_ORF1 GST_N_3 GST_C_Ure2p_like GST_C_EFB1gamma Herpes_BLLF1 Tymo_45kd_70kd GST_C_1 PRK12323 Atrophin-1 APC_basic PRK07764 Extensin_2 Pneumo_att_G infB"	misc.glutathione S transferases	26_9

CUST_28646_PI399408534	2	-0.39643192	-0.14826155	0.35546207	0.2806821	0.14826107	-0.15193605	35_45722	"Cluster: Expressed protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10F72	CHR2V7|COORD:15810578..15812593| FHY1 (FAR-RED ELONGATED HYPOCOTYL 1)	AT2G37680.1	CHR01V5|COORD:2383175..2385413|protein expressed protein	LOC_Os01g05090.1	 no descriptionmoderately similar to ( 208)AT2G37680| Symbols: PAT3, FRY1, FHY1 | FHY1 (FAR-RED ELONGATED HYPOCOTYL 1) | chr2:15810578-15812593 REVERSEnot assigned VID24 	signalling.light	30_11

CUST_2912_PI404877155	2	0.04582119	0.07557297	-0.14590359	-0.08091545	0.015273094	-0.015273094	Contig13334_at	putative leucine-rich repeat transmembrane protein kinase 1 [Oryza sativa (japonica cultivar-group)] dbj|BAC22547.1| putative leucine-rich r	NP_911229.1	leucine-rich repeat transmembrane protein kinase, putative	At4g03390.1	protein Protein kinase domain, putative	Os07g37810	NONE	signalling.receptor kinases.misc	30_2_99

CUST_119992_PI403524517	2	0.11341858	-0.13929653	-0.001953125	0.001953125	-0.09115791	0.03753853	35_33934	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_5807_PI399408534	2	-0.00817585	-0.20214939	0.054763794	0.127666	0.008175373	-0.2566538	35_42620	"Cluster: Os07g0207100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0207100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D7V2	CHR2V7|COORD:17454248..17456992| leucine-rich repeat transmembrane protein kinase, putative	AT2G41820.1	CHR07V5|COORD:5776111..5772175|protein ATP binding protein, putative, expressed	LOC_Os07g10630.1	 no descriptionvery weakly similar to (58.5)AT2G41820| Symbols:  | leucine-rich repeat transmembrane protein kinase, putative | chr2:17454248-17456992 FORWARDnot assigned 	signalling.receptor kinases.leucine rich repeat X	30_2_10

CUST_15474_PI403524517	2	0.13298988	-0.26218414	-0.014266968	0.014266968	0.047039986	-0.05558014	35_4465	Rep: H0515C11.13 protein - Oryza sativa (Rice)	UniRef90_Q01MH8	CHR4V7|COORD:17970106..17971216| phosphoglycerate/bisphosphoglycerate mutase family protein	AT4G38370.1	CHR04V5|COORD:8265113..8260125|protein phosphoglycerate mutase family protein, expressed	LOC_Os04g14760.1	no descriptionmoderately similar to ( 264)AT4G38370| Symbols:  | phosphoglycerate/bisphosphoglycerate mutase family protein | chr4:17970106-17971216 REVERSEnot assigned phoE PGAM PRK07238	not assigned.no ontology	35_1

CUST_17511_PI399408534	2	-0.063137054	-0.49738598	-0.18400669	0.20384693	0.24759197	0.063137054	35_22610	Rep: Mitogen-activated protein kinase 2 - Oryza sativa (Rice)	UniRef90_Q5J4W4	"CHR4V7|COORD:567219..568889| ATMPK4 (MAP KINASE 4); MAP kinase/ kinase"	AT4G01370.1	CHR08V5|COORD:3301176..3304246|protein mitogen-activated protein kinase homolog 4, putative, expressed	LOC_Os08g06060.1	" no descriptionmoderately similar to ( 259)AT4G01370| Symbols: MPK4, ATMPK4 | ATMPK4 (MAP KINASE 4); MAP kinase/ kinase | chr4:567219-568889 FORWARDmoderately similar to ( 290)MPK2_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase "	signalling.MAP kinases	30_6

CUST_142910_PI403524517	2	-0.04947853	0.15983391	-0.036185265	0.12028122	0.036185265	-0.076584816	35_40048	"Cluster: Os01g0171800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0171800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JQB6	"CHR1V7|COORD:3533010..3534782| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G62960.1); similar to hypothetical protein MtrDRAFT_AC124952g40v1"	AT1G10660.4	CHR01V5|COORD:3696607..3692957|protein expressed protein	LOC_Os01g07700.3	"no descriptionweakly similar to ( 107)AT1G10660| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G62960.1); similar to hypothetical protein MtrDRAFT_AC124952g40v1 [Medicago truncatula] (GB:ABE93571.1) | chr1:3533010-3534782 FORWARD"	not assigned.unknown	35_2

CUST_172550_PI403524517	2	-0.39729738	-0.49152374	0.43389893	0.5143652	0.11149931	-0.11149931	35_48061	"Cluster: Putative cytochrome P450-dependent fatty acid hydroxylase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative cytochrome P450-dependent fatty ac"	UniRef90_Q94DD8	"CHR2V7|COORD:11816450..11817937| CYP94C1 (cytochrome P450, family 94, subfamily C, polypeptide 1); oxygen binding"	AT2G27690.1	CHR01V5|COORD:37426032..37422252|protein cytochrome P450 94A2, putative, expressed	LOC_Os01g63930.2	no description	not assigned.unknown	35_2

CUST_24775_PI399408534	2	0.21935129	-0.015304565	0.15124416	-0.0017061234	0.0017066002	-0.2032342	35_8340	"Cluster: Putative mature anther-specific protein LAT61; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative mature anther-specific protein LAT61 - Oryza s"	UniRef90_Q5Z9E5	CHR1V7|COORD:29604747..29606432| brassinosteroid signalling positive regulator-related	AT1G78700.1	CHR06V5|COORD:20940123..20943278|protein brassinazole-resistant 1 protein, putative, expressed	LOC_Os06g35900.1	no descriptionweakly similar to ( 199)AT1G78700| Symbols:  | brassinosteroid signalling positive regulator-related | chr1:29604747-29606432 FORWARDnot assigned DUF822 PRK07003	hormone metabolism.brassinosteroid.signal transduction.BZR	17_3_2_2

CUST_100290_PI403524517	2	-0.4991398	0.17576408	0.018370152	0.20468903	-0.23908663	-0.018370628	35_28630	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_74531_PI403524517	2	-0.21933079	1.0525188	0.14920807	0.1020422	-0.10204315	-0.41868782	35_21372	"Cluster: Hypothetical protein OSJNBa0089K24.31; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0089K24.31 - Oryza sativa (japonica"	UniRef90_Q5VQZ9	0	0	CHR01V5|COORD:3852862..3851848|protein expressed protein	LOC_Os01g07970.1	no description	not assigned.unknown	35_2

CUST_99773_PI403524517	2	-0.0910306	0.11137819	0.0910306	0.09659338	-0.22035742	-0.097771645	35_28484	Rep: OSIGBa0130P02.2 protein - Oryza sativa (Rice)	UniRef90_Q01JD7	"CHR3V7|COORD:139040..143484| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G23070.1); similar to Protein of unknown function UPF0044 [Medicago"	AT3G01370.1	CHR04V5|COORD:22998986..22993044|protein CRS1 / YhbY domain containing protein, expressed	LOC_Os04g39060.1	"no descriptionweakly similar to ( 179)AT3G01370| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G23070.1); similar to Protein of unknown function UPF0044 [Medicago truncatula] (GB:ABE83057.1); similar to OSIGBa0130P02.2 [Oryza sativa (indica cultivar-group)] (GB:CAH67138.1); similar to Os04g0464800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001053020.1); contains InterPro domain CRS1/YhbY; (InterPro:IPR001890) | chr3:139040-143484 FORWARDnot assigned CRS1_YhbY"	not assigned.unknown	35_2

CUST_55017_PI403524517	2	-0.12989902	-0.09697056	0.009483337	-0.0062799454	0.1803608	0.006280899	35_15661	"Cluster: P0482D04.15 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: P0482D04.15 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8S1X9	"CHR5V7|COORD:24856591..24858929| GUT1; catalytic"	AT5G61840.1	CHR01V5|COORD:40946479..40942549|protein secondary cell wall-related glycosyltransferase family 47, putative, expressed	LOC_Os01g70180.2	"no descriptionmoderately similar to ( 379)AT5G61840| Symbols: GUT1 | GUT1; catalytic | chr5:24856591-24858929 REVERSEnot assigned not assigned not assigned not assigned Exostosin PRK12323 dnaE2 PRK07764"	misc.UDP glucosyl and glucoronyl transferases	26_2

CUST_30917_PI403524517	2	-0.005036354	0.23503208	-0.0041046143	-0.06706333	0.009100914	0.004105568	35_8922	Rep: Cyclophilin-like protein - Triticum aestivum (Wheat)	UniRef90_Q6XPZ5	CHR3V7|COORD:23423424..23426410| peptidyl-prolyl cis-trans isomerase cyclophilin-type family protein	AT3G63400.1	CHR07V5|COORD:4173732..4179949|protein peptidyl-prolyl cis-trans isomerase G, putative, expressed	LOC_Os07g08190.1	no descriptionvery weakly similar to (63.2)AT3G63400| Symbols:  | peptidyl-prolyl cis-trans isomerase cyclophilin-type family protein | chr3:23423424-23426410 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned	cell.cycle.peptidylprolyl isomerase	31_3_1

CUST_39395_PI403524517	2	-0.0074214935	0.8083887	0.40615177	-0.0037412643	0.0037412643	-0.012050629	35_11331	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_159014_PI403524517	2	-0.03822565	0.11970234	-0.1653266	0.14897633	0.038226128	-0.14868975	35_44386	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_14907_PI399408534	2	-0.47426844	-0.010855675	1.7349634	0.010856152	0.9989376	-0.9261942	35_18212	Rep: Myb-related protein - Triticum aestivum (Wheat)	UniRef90_Q2AAT5	"CHR5V7|COORD:9331778..9333047| ATMYB4 (myb domain protein 4); transcriptional repressor"	AT5G26660.1	CHR05V5|COORD:26904201..26905764|protein myb-related protein Hv33, putative, expressed	LOC_Os05g46610.1	" no descriptionmoderately similar to ( 214)AT5G26660| Symbols: AtMYB4, AtMYB86, ATMYB4 | ATMYB4 (myb domain protein 4); transcriptional repressor | chr5:9331778-9333047 REVERSEmoderately similar to ( 261)MYB3_HORVUMyb-related protein Hv33 - Hordeum vulgare (Barley)not assigned not assigned not assigned REB1 Myb_DNA-binding SANT SANT "	RNA.regulation of transcription.MYB domain transcription factor family	27_3_25

CUST_14645_PI404877155	2	0.065470695	0.6283617	0.012639046	-0.32218933	-0.012639999	-0.013134003	Contig8450_at	putative DHHC-type zinc finger domain-containing protein [Oryza sativa (japonica cultivar-group)] dbj|BAD13105.1| putative DHHC-type zinc fi	BAD01220.1	zinc finger (DHHC type) family protein	At3g26935.1	protein DHHC zinc finger domain, putative	Os09g33450	NONE	RNA.regulation of transcription.unclassified	27_3_99

CUST_4631_PI399408534	2	0.044561386	0.47454262	-0.018122673	0.0027618408	-0.0027627945	-0.10761833	35_5141	"Cluster: Putative DNA-binding protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative DNA-binding protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q850T7	"CHR5V7|COORD:19253046..19257823| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G17410.1); similar to hypothetical protein 31.t00039 [Brassica"	AT5G47430.1	CHR03V5|COORD:25764976..25759459|protein zinc knuckle family protein, expressed	LOC_Os03g45730.1	"no descriptionweakly similar to ( 171)AT5G47430| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G17410.1); similar to hypothetical protein 31.t00039 [Brassica oleracea] (GB:ABD65123.1); similar to hypothetical protein 24.t00020 [Brassica oleracea] (GB:ABD64942.1); contains domain RING/U-box (SSF57850); contains domain Retrovirus zinc finger-like domains (SSF57756); contains domain RETINOBLASTOMA-BINDING PROTEIN 6 (PTHR15439); contains domain no description (G3D.4.10.60.10); contains domain no description (G3D.3.30.40.10) | chr5:19253046-19257374 REVERSEnot assigned COG5222"	not assigned.unknown	35_2

CUST_38480_PI403524517	2	0.19408894	0.033272266	-0.033272266	-0.2698121	-0.31217003	0.082363605	35_11072	"Cluster: Nup133 nucleoporin family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Nup133 nucleoporin family protein, expressed - Oryza sat"	UniRef90_Q10PQ6	CHR2V7|COORD:1842066..1846855| transporter	AT2G05120.1	CHR03V5|COORD:6552313..6559819|protein nucleoporin, putative, expressed	LOC_Os03g12450.1	no descriptionweakly similar to ( 102)AT2G05120| Symbols:  | transporter | chr2:1842066-1846855 REVERSE	not assigned.unknown	35_2

CUST_83270_PI403524517	2	-0.15475607	0.3619399	0.026206017	0.04906082	-0.02620554	-0.28669643	35_23877	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_8855_PI404877155	2	-0.08481312	0.31399345	0.12590122	0.055016518	-0.23330307	-0.055015564	Contig26429_at	putative peptide transporter [Oryza sativa (japonica cultivar-group)] dbj|BAC84485.1| putative peptide transporter [Oryza sativa (japonica	BAC83867.1	proton-dependent oligopeptide transport (POT) family protein	At3g54140.1	protein POT family, putative	Os07g41250	putative peptide transporter	transport.peptides and oligopeptides	34_13

CUST_18064_PI404877155	2	-0.04414463	0.5996828	0.044145584	-0.073391914	-0.17447567	0.25260258	HVSMEb0012O23r2_s_at	OSJNBb0103I08.15 [Oryza sativa (japonica cultivar-group)] ref|XP_473374.1| OSJNBb0103I08.15 [Oryza sativa (japonica cultivar-group)] gb|AAS4	CAE04269.2	transporter, putative	At5g24380.1	protein transposon protein, putative, unclassified	Os04g45900	"similar to transporter, putative [Arabidopsis thaliana] (TAIR:At5g53550.1); similar to oligopeptide transporter OPT family protein [Arabidopsis thaliana] (TAIR:At5g41000.1); similar to oligopeptide transporter OPT family protein [Arabidopsis thaliana] (TA"	transport.metal	34_12

CUST_167800_PI403524517	2	0.15121412	0.778924	-0.02809143	-0.02981472	0.028090954	-0.21825504	35_46739	"Cluster: Transposon protein, putative, CACTA, En/Spm sub-class; n=3; Oryza sativa (japonica cultivar-group)|Rep: Transposon protein, putative, CACTA, En/Spm sub"	UniRef90_Q7G4N7		0	CHR10V5|COORD:6007189..6002618|protein transposon protein, putative, CACTA, En/Spm sub-class	LOC_Os10g11250.1	no description	not assigned.unknown	35_2

CUST_68227_PI403524517	2	0.040382385	0.08390522	-0.019158363	-0.032052994	-0.104512215	0.01915741	35_19504	"Cluster: Os05g0103800 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0103800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DLG1	"CHR2V7|COORD:18143521..18143724| similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABA99375.1); similar to Os12g0611700 [Oryza sativa"	AT2G43780.1	CHR05V5|COORD:187735..185545|protein expressed protein	LOC_Os05g01330.1	"no descriptionvery weakly similar to (79.7)AT2G43780| Symbols:  | similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABA99375.1); similar to Os12g0611700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001067254.1) | chr2:18143521-18143724 REVERSE"	not assigned.unknown	35_2

CUST_109058_PI403524517	2	-0.08865166	-0.12770367	0.03815937	0.22021008	-0.038158417	0.23256397	35_31005	Rep: Ubiquitin extension protein - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q0WV69	"CHR5V7|COORD:771975..772895| UBQ3 (POLYUBIQUITIN 3); protein binding"	AT5G03240.2	CHR06V5|COORD:28400733..28403579|protein polyubiquitin containing 7 ubiquitin monomers, putative, expressed	LOC_Os06g46770.3	"no descriptionweakly similar to ( 117)AT5G03240| Symbols: UBQ3 | UBQ3 (POLYUBIQUITIN 3); protein binding | chr5:771975-772895 REVERSEweakly similar to ( 117)UBIQ_WHEATUbiquitin - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned Ubiquitin ubiquitin UBQ Nedd8 UBL Scythe_N AN1_N SF3a120_C UBQ NIRF_N RAD23_N Fubi"	protein.degradation.ubiquitin.ubiquitin	29_5_11_1

CUST_120193_PI403524517	2	0.156847	0.0024957657	-0.33861446	-0.14600372	0.034845352	-0.002494812	35_33986	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_18742_PI403524517	2	-0.25963306	-0.2515874	0.03815508	0.16386652	-0.03815508	0.27735186	35_5424	"Cluster: Hypothetical protein P0699D11.20; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0699D11.20 - Oryza sativa (japonica cultivar-g"	UniRef90_Q9LE46	0	0	CHR01V5|COORD:8767467..8770345|protein expressed protein	LOC_Os01g15610.1	no description	not assigned.unknown	35_2

CUST_18893_PI403524517	2	0.5114026	-0.38217783	-0.069307804	0.26598597	0.06930828	-0.09777117	35_5474	Rep: OSIGBa0145M07.1 protein - Oryza sativa (Rice)	UniRef90_Q01J56	"CHR1V7|COORD:2743951..2745688| THA1 (THREONINE ALDOLASE 1); aldehyde-lyase"	AT1G08630.2	CHR04V5|COORD:25611609..25607574|protein L-allo-threonine aldolase, putative, expressed	LOC_Os04g43650.2	no descriptionmoderately similar to ( 445)AT1G08630| Symbols: THA1 | THA1 (THREONINE ALDOLASE 1) | chr1:2743951-2745688 REVERSEnot assigned not assigned not assigned Beta_elim_lyase GLY1 PRK10534 WecE DegT_DnrJ_EryC1 NifS Cys_Met_Meta_PP csdA COG0436 MET17 MetC BioF GadB TT_ORF1	amino acid metabolism.degradation.serine-glycine-cysteine group.glycine	13_2_5_2

CUST_160167_PI403524517	2	-0.2506895	0.014174938	0.26656532	-0.014175415	-0.35818768	0.52782583	35_44696	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_67689_PI403524517	2	-0.6558466	0.07323933	0.6082716	-0.46269417	-0.07323933	0.103684425	35_19337	"Cluster: DnaJ, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: DnaJ, putative, expressed - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10MP5	CHR1V7|COORD:21082687..21083833| DNAJ heat shock N-terminal domain-containing protein	AT1G56300.1	CHR03V5|COORD:10552300..10550674|protein chaperone protein dnaJ, putative, expressed	LOC_Os03g18870.1	no descriptionweakly similar to ( 134)AT1G56300| Symbols:  | DNAJ heat shock N-terminal domain-containing protein | chr1:21082687-21083833 REVERSEvery weakly similar to (59.7)DNJH_CUCSADnaJ protein homolog - Cucumis sativus (Cucumber)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DnaJ DnaJ DnaJ CbpA PRK10767 PRK10266 SEC63 djlA	stress.abiotic.heat	20_2_1

CUST_41526_PI403524517	2	0.11551714	0.45177984	0.14548731	-0.15188217	-0.4700246	-0.11551714	35_11935	Rep: Hypothetical protein - Brachypodium sylvaticum (False brome)	UniRef90_Q2L397	0	0	CHR09V5|COORD:18472902..18468701|protein expressed protein	LOC_Os09g30350.1	no description	not assigned.unknown	35_2

CUST_50958_PI403524517	2	-2.4633114	1.275003	0.811532	-0.20720434	-0.11324787	0.11324787	35_14533	Rep: Dehydrin DHN4 - Hordeum vulgare (Barley)	UniRef90_P12949	CHR5V7|COORD:26535737..26536379| RAB18 (RESPONSIVE TO ABA 18)	AT5G66400.1	CHR11V5|COORD:14843591..14842298|protein water stress-inducible protein Rab21, putative, expressed	LOC_Os11g26790.1	no descriptionvery weakly similar to (99.8)DHN4_HORVUDehydrin DHN4 - Hordeum vulgare (Barley)not assigned not assigned Dehydrin Drf_FH1	not assigned.unknown	35_2

CUST_23585_PI403524517	2	0.15251541	-0.5949173	-0.21343422	-0.023220062	0.023220062	0.06767368	35_6855	"Cluster: Putative CMP-sialic acid transporter; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative CMP-sialic acid transporter - Oryza sativa (japonica cu"	UniRef90_Q6ZL17	CHR4V7|COORD:16807291..16809809| nucleotide-sugar transporter family protein	AT4G35335.1	CHR07V5|COORD:23190650..23185598|protein UDP-galactose translocator, putative, expressed	LOC_Os07g38610.1	no descriptionmoderately similar to ( 310)AT4G35335| Symbols:  | nucleotide-sugar transporter family protein | chr4:16807291-16809809 FORWARDnot assigned not assigned not assigned Nuc_sug_transp UAA RhaT	transport.NDP-sugars at the ER	34_11

CUST_513_PI399407379	2	0.10735607	-0.808506	0.13020706	-0.10735607	0.48052788	-0.12622261	HvRR9									

CUST_75829_PI403524517	2	0.20875931	0.009819984	0.21068001	-0.064515114	-0.009819984	-0.081103325	35_21738	"Cluster: Os09g0293900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os09g0293900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J2V8	CHR4V7|COORD:12959667..12962642| immunophilin-related / FKBP-type peptidyl-prolyl cis-trans isomerase-related	AT4G25340.1	CHR09V5|COORD:6989893..6993458|protein FK506-binding protein 39 kDa, putative, expressed	LOC_Os09g12270.1	no descriptionweakly similar to ( 101)AT4G25340| Symbols:  | immunophilin-related / FKBP-type peptidyl-prolyl cis-trans isomerase-related | chr4:12959667-12962642 REVERSE	protein.folding	29_6

CUST_48645_PI403524517	2	-0.015827179	-0.012460709	0.1388588	-0.06928921	0.012459755	0.19227219	35_13892	"Cluster: Os01g0259600 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0259600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JNX4	CHR5V7|COORD:849236..852866| phosphoadenosine phosphosulfate (PAPS) reductase family protein	AT5G03430.1	CHR01V5|COORD:8705431..8697966|protein transferase, putative, expressed	LOC_Os01g15490.1	no descriptionmoderately similar to ( 248)AT5G03430| Symbols:  | phosphoadenosine phosphosulfate (PAPS) reductase family protein | chr5:849236-852866 REVERSEcinA CinA PRK01215 MoCF_biosynth PRK03670	not assigned.no ontology	35_1

CUST_162969_PI403524517	2	0.1030612	0.29230976	0.05153513	-0.53472614	-0.05153513	-0.70220375	35_45451	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_176230_PI403524517	2	-0.046052933	0.2919941	0.021225452	-0.021225452	-0.7832074	0.05981064	35_49044	Rep: Histone H2A - Petroselinum crispum (Parsley) (Petroselinum hortense)	UniRef90_P19177	CHR5V7|COORD:575435..576454| histone H2A, putative	AT5G02560.1	CHR05V5|COORD:22574849..22573640|protein histone H2A, putative, expressed	LOC_Os05g38640.1	no description	not assigned.unknown	35_2

CUST_8696_PI403524517	2	0.027506828	-0.22003841	0.69894266	0.2875576	-0.027507305	-0.85819197	35_2434	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QZP3	0	0	CHR11V5|COORD:26901200..26903186|protein retrotransposon protein, putative, unclassified, expressed	LOC_Os11g45290.2	no description	not assigned.unknown	35_2

CUST_59472_PI403524517	2	-0.023626328	0.20171928	0.005517006	-0.005517006	0.10474396	-0.19460106	35_16959	"Cluster: Hypothetical protein P0544B02.33; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0544B02.33 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6ETK1	"CHR2V7|COORD:10224949..10226349| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G30620.1); similar to Conserved hypothetical protein 103 [Medicago"	AT2G24020.1	CHR02V5|COORD:4460297..4463700|protein complex interacting protein 9, putative, expressed	LOC_Os02g08380.1	"no descriptionmoderately similar to ( 202)AT2G24020| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G30620.1); similar to Conserved hypothetical protein 103 [Medicago truncatula] (GB:ABE78786.1); similar to Os02g0180200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001046090.1); contains InterPro domain Conserved hypothetical protein 103; (InterPro:IPR004401) | chr2:10224949-10226349 REVERSEPRK00153 DUF149 COG0718"	not assigned.unknown	35_2

CUST_108418_PI403524517	2	-0.76975775	-0.1362915	1.2051325	0.1362915	0.5612421	-1.4224176	35_30839	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_81522_PI403524517	2	0.13141155	0.16256142	-0.05928898	-0.055315018	0.055315018	-0.07299328	35_23387	"Cluster: Hypothetical protein P0518C01.16; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0518C01.16 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5JME4	"CHR4V7|COORD:704578..705866| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G08720.1); similar to COG2867: Oligoketide cyclase/lipid transport prote"	AT4G01650.1	CHR01V5|COORD:43199534..43197372|protein cyclase/dehydrase, putative, expressed	LOC_Os01g74010.3	"no descriptionweakly similar to ( 181)AT4G01650| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G08720.1); similar to COG2867: Oligoketide cyclase/lipid transport protein [Nostoc punctiforme PCC 73102] (GB:ZP_00109164.1); similar to Os01g0971700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001045536.1); contains InterPro domain Streptomyces cyclase/dehydrase; (InterPro:IPR005031) | chr4:704578-706931 REVERSEPolyketide_cyc"	not assigned.unknown	35_2

CUST_89419_PI403524517	2	-0.53841114	0.03768921	0.75458336	0.3123865	-0.19795609	-0.037690163	35_25579	"Cluster: Os05g0107300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0107300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DLD5	"CHR5V7|COORD:7437148..7442937| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G19390.1); similar to Os01g0967100 [Oryza sativa (japonica cultivar-gr"	AT5G22450.1	CHR05V5|COORD:389137..397582|protein expressed protein	LOC_Os05g01690.1	"no descriptionweakly similar to ( 102)AT5G22450| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G19390.1); similar to Os01g0967100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001045507.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAU44129.1); similar to Os05g0107300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001054424.1) | chr5:7437148-7442937 REVERSE"	not assigned.unknown	35_2

CUST_133794_PI403524517	2	0.06762791	-0.29018974	0.008071899	-0.008071899	0.07852173	-0.10646725	35_37554	Rep: Protein disulfide isomerase - Zea mays (Maize)	UniRef90_Q5EUD4	"CHR1V7|COORD:2467678..2468828| ATPDIL5-1 (PDI-LIKE 5-1); thiol-disulfide exchange intermediate"	AT1G07960.3	CHR03V5|COORD:9934189..9931839|protein OsPDIL5-1 - Oryza sativa protein disulfide isomerase, expressed	LOC_Os03g17860.1	"no descriptionweakly similar to ( 176)AT1G07960| Symbols: ATPDIL5-1 | ATPDIL5-1 (PDI-LIKE 5-1); thiol-disulfide exchange intermediate | chr1:2467678-2468828 FORWARDvery weakly similar to (60.8)PDIA6_MEDSAProbable protein disulfide-isomerase A6 precursor - Medicago sativa (Alfalfa)not assigned not assigned not assigned PDI_a_ERp46 PDI_a_family PDI_a_ERp38 Thioredoxin PDI_a_P5 PDI_a_ERdj5_N PDI_a_ERdj5_C PDI_a_TMX3 PDI_a_ERp44 PDI_a_PDI_a'_C PDI_a_MPD1_like"	redox.thioredoxin	21_1

CUST_105469_PI403524517	2	0.0029773712	0.22289371	-0.17847252	-0.002978325	-0.15599918	0.061392784	35_30038	Rep: Meiosis 5 - Triticum aestivum (Wheat)	UniRef90_Q5RZZ4	CHR1V7|COORD:23135846..23136739| protease inhibitor/seed storage/lipid transfer protein (LTP) family protein	AT1G62500.1	CHR01V5|COORD:5547794..5546421|protein meiosis 5, putative, expressed	LOC_Os01g10490.1	no description	not assigned.unknown	35_2

CUST_47006_PI403524517	2	0.17341614	0.024653435	0.13329697	-0.32507992	-0.39256048	-0.024652481	35_13458	"Cluster: Os09g0573000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os09g0573000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IZE8	CHR4V7|COORD:7758606..7760888| leucine-rich repeat family protein / extensin family protein	AT4G13340.1	CHR09V5|COORD:22916723..22925111|protein conserved hypothetical protein	LOC_Os09g39970.1	no descriptionvery weakly similar to (61.2)AT3G62890| Symbols:  | binding | chr3:23257143-23258948 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07764 Tymo_45kd_70kd Herpes_BLLF1 Atrophin-1 DUF1421 PRK07003 PRK05648 HPC2 PRK10819 Extensin_2 DUF605 APC_basic Pneumo_att_G GRASP55_65 Syndecan DUF566 AF-4 PRK08853 PRK12678 Drf_FH1 CTF_NFI DAG1 MCPVI DamX tatB PRK10856 TonB PRK12727 KAR9	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_50496_PI403524517	2	0.111533165	-0.030509949	0.052778244	-0.05578804	0.0023841858	-0.0023832321	35_14416	"Cluster: 60S ribosomal protein L37a-2; n=7; Spermatophyta|Rep: 60S ribosomal protein L37a-2 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q8RXU5	CHR3V7|COORD:3423898..3424571| 60S ribosomal protein L37a (RPL37aB)	AT3G10950.1	CHR05V5|COORD:27616473..27618590|protein 60S ribosomal protein L37a, putative, expressed	LOC_Os05g48320.1	no descriptionweakly similar to ( 180)AT3G10950| Symbols:  | 60S ribosomal protein L37a (RPL37aB) | chr3:3423898-3424571 FORWARDweakly similar to ( 189)RL37A_ORYSAnot assigned Ribosomal_L37ae RPL43A rpl37ae	protein.synthesis.misc ribososomal protein	29_2_2

CUST_6576_PI404877155	2	-0.0054445267	-0.14206696	0.0054445267	0.031064987	0.17737198	-0.028676033	Contig1956_s_at	ATP synthase beta chain, mitochondrial precursor pir||S11491 H+-transporting two-sector ATPase (EC 3.6.3.14) beta chain,	P19023	ATP synthase beta chain 2, mitochondrial	At5g08690.1	protein ATP synthase F1, beta subunit	Os01g49190	mitochondrial ATP synthase beta-subunit	mitochondrial electron transport / ATP synthesis.F1-ATPase	9_9

CUST_49603_PI403524517	2	0.1608715	-0.2027483	0.16020393	0.6889305	-0.21635771	-0.16020441	35_14147	Rep: GAD1 - Hordeum vulgare (Barley)	UniRef90_Q7XZU7	"CHR5V7|COORD:5711143..5714841| GAD (Glutamate decarboxylase 1); calmodulin binding"	AT5G17330.1	CHR03V5|COORD:7160193..7163149|protein glutamate decarboxylase, putative, expressed	LOC_Os03g13300.1	" no descriptionmoderately similar to ( 211)AT5G17330| Symbols: GAD1, GAD | GAD (Glutamate decarboxylase 1); calmodulin binding | chr5:5711143-5714841 FORWARDmoderately similar to ( 205)DCE_PETHYGlutamate decarboxylase - Petunia hybrida (Petunia)not assigned GadB Pyridoxal_deC "	amino acid metabolism.synthesis.central amino acid metabolism.GABA.Glutamate decarboxylase	13_1_1_1_1

CUST_50506_PI403524517	2	0.058437347	-0.58575344	-0.15783978	6.875992E-4	0.04304886	-6.866455E-4	35_14419	"Cluster: 40S ribosomal protein S6-1; n=12; Magnoliophyta|Rep: 40S ribosomal protein S6-1 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_O48549	"CHR5V7|COORD:3258735..3260143| EMB3010 (EMBRYO DEFECTIVE 3010); structural constituent of ribosome"	AT5G10360.1	CHR07V5|COORD:25721185..25723890|protein 40S ribosomal protein S6, putative, expressed	LOC_Os07g42950.1	"no descriptionmoderately similar to ( 355)AT5G10360| Symbols: EMB3010 | EMB3010 (EMBRYO DEFECTIVE 3010); structural constituent of ribosome | chr5:3258735-3260143 REVERSEmoderately similar to ( 359)RS6_ASPOF40S ribosomal protein S6 - Asparagus officinalis (Garden asparagus)not assigned Ribosomal_S6e RPS6A PRK04290"	protein.synthesis.misc ribososomal protein	29_2_2

CUST_29981_PI403524517	2	0.2792759	-0.02624607	0.02624607	-0.054685593	-0.10156345	0.04852581	35_8656	"Cluster: Expressed protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10KF1	"CHR2V7|COORD:16210263..16217331| similar to LBA1/UPF1 (LOW-LEVEL BETA-AMYLASE 1), RNA helicase [Arabidopsis thaliana] (TAIR:AT5G47010.1); similar to putative"	AT2G38770.1	CHR03V5|COORD:15389194..15398364|protein aquarius, putative, expressed	LOC_Os03g26960.1	" no descriptionmoderately similar to ( 428)AT2G38770| Symbols:  | similar to LBA1/UPF1 (LOW-LEVEL BETA-AMYLASE 1), RNA helicase [Arabidopsis thaliana] (TAIR:AT5G47010.1); similar to putative aquarius [Oryza sativa (japonica cultivar-group)] (GB:AAT78813.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABF96318.1); similar to AAA ATPase [Medicago truncatula] (GB:ABE89230.1); contains domain DNA2/NAM7 HELICASE FAMILY (PTHR10887); contains domain DNA2/NAM7 HELICASE FAMILY MEMBER (PTHR10887:SF5); contains domain no description (G3D.3.90.500.16); contains domain no description (G3D.3.40.50.300); contains domain no description (G3D.1.20.58.60); contains domain P-loop containing nucleoside triphosphate hydrolases (SSF52540) | chr2:16210263-16217331 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned COG1112 "	not assigned.unknown	35_2

CUST_14062_PI403524517	2	5.979538E-4	0.068326	0.005519867	-5.979538E-4	-0.06886387	-0.023691177	35_4032	"Cluster: Os01g0170600 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0170600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JQC2	CHR3V7|COORD:5802734..5804069| universal stress protein (USP) family protein	AT3G17020.1	CHR01V5|COORD:3642389..3647164|protein universal stress protein family protein, expressed	LOC_Os01g07590.1	no descriptionweakly similar to ( 181)AT3G17020| Symbols:  | universal stress protein (USP) family protein | chr3:5802734-5804069 REVERSEUSP_Like Usp UspA STK_N	stress.abiotic.unspecified	20_2_99

CUST_73850_PI403524517	2	0.13392544	-0.27622128	-0.063482285	0.0	0.068255424	0.0	35_21179	"Cluster: Plastocyanin-like domain, putative; n=1; Oryza sativa (japonica cultivar-group)|Rep: Plastocyanin-like domain, putative - Oryza sativa (japonica cultiv"	UniRef90_Q53RK4	"CHR2V7|COORD:826629..827719| ARPN (PLANTACYANIN); copper ion binding"	AT2G02850.1	CHR03V5|COORD:28548386..28547351|protein basic blue protein precursor, putative, expressed	LOC_Os03g50140.1	"no descriptionweakly similar to ( 107)AT2G02850| Symbols: ARPN | ARPN (PLANTACYANIN); copper ion binding | chr2:826629-827719 REVERSEweakly similar to ( 115)BABL_CUCSABasic blue protein - Cucumis sativus (Cucumber)not assigned not assigned not assigned not assigned not assigned Cu_bind_like TT_ORF1 Protamine_P1 DUF1777"	misc.plastocyanin-like	26_19

CUST_29551_PI399408534	2	-0.13695431	0.30397224	0.14094639	0.013538361	-0.21563387	-0.013538361	35_31517	"Cluster: Os08g0514100 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os08g0514100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J4H2	CHR5V7|COORD:22611881..22613926| lectin protein kinase, putative	AT5G55830.1	CHR08V5|COORD:25365021..25369318|protein lectin-like protein kinase, putative, expressed	LOC_Os08g40280.1	 no descriptionweakly similar to ( 132)AT5G55830| Symbols:  | lectin protein kinase, putative | chr5:22611881-22613926 FORWARDweakly similar to ( 102)PSKR_DAUCAPhytosulfokine receptor precursor - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase_Tyr Pkinase PTKc TyrKc PTKc_Jak_rpt2 PTKc_Met_Ron PTKc_EphR PTKc_Syk_like PTKc_EGFR_like PTKc_EphR_A PTKc_EphR_A2 PTKc_EphR_B PTKc_Ack_like SPS1 PTKc_Trk PTKc_InsR_like PTKc_HER4 PTKc_Tyk2_rpt2 PTKc_Src_like PTKc_Frk_like PTKc_Jak2_Jak3_rpt2 PTKc_Syk PTKc_Lck_Blk PTKc_Jak1_rpt2 PTKc_Hck PTKc_Zap-70 PTKc_Srm_Brk PTKc_Tec_Rlk PTKc_Csk_like PTKc_HER2 PTKc_FAK PTKc_TrkC PTKc_Tec_like PTKc_InsR PTKc_FGFR PTKc_IGF-1R PTKc_Lyn PTKc_c-ros PTKc_FGFR4 PTKc_Tie1 PTKc_TrkA PTKc_Abl PTKc_TrkB PTKc_Fyn_Yrk PTKc_FGFR2 PTKc_EGFR PTKc_Btk_Bmx PTKc_FGFR1 PTKc_FGFR3 PTKc_Src PTKc_Ror PTKc_Yes PTK_HER3 PTKc_Chk PTKc_Tie2 PTKc_Kit PTKc_CSF-1R PTKc_PDGFR PTKc_RET PTKc_VEGFR3 PTKc_DDR PTKc_Tie PTKc_VEGFR2 PTKc_ALK_LTK PTKc_DDR1 PTKc_Axl_like PTKc_Fes PTKc_Tyro3 PTKc_VEGFR PTK_Ryk 	misc.myrosinases-lectin-jacalin	26_16

CUST_18313_PI403524517	2	-0.38006878	0.14498043	0.20487595	-0.035964012	-0.14599466	0.035964966	35_5295	Rep: Secretory carrier membrane protein - Oryza sativa (Rice)	UniRef90_Q9M5P1	CHR2V7|COORD:8979006..8981481| secretory carrier membrane protein (SCAMP) family protein	AT2G20840.1	CHR01V5|COORD:33386035..33392240|protein SC3 protein, putative, expressed	LOC_Os01g57220.2	no descriptionweakly similar to ( 197)AT2G20840| Symbols:  | secretory carrier membrane protein (SCAMP) family protein | chr2:8979006-8981481 REVERSEnot assigned SCAMP	transport.misc	34_99

CUST_18562_PI403524517	2	0.13528252	-0.32521248	-0.114935875	0.025259972	-0.025259018	0.030797958	35_5365	"Cluster: Hypothetical protein B1423D04.24-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1423D04.24-1 - Oryza sativa (japonica cultiv"	UniRef90_Q651J2	CHR1V7|COORD:26387452..26393231| paired amphipathic helix repeat-containing protein	AT1G70060.1	CHR06V5|COORD:17155037..17158874|protein expressed protein	LOC_Os06g29804.1	no description	not assigned.unknown	35_2

CUST_3430_PI403524517	2	0.050343513	0.18446064	-0.34503603	-0.050344467	-0.66273355	0.33548355	35_937	"Cluster: Putative aminoacyl-t-RNA synthetase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative aminoacyl-t-RNA synthetase - Oryza sativa (japonica cult"	UniRef90_Q5VRH2	CHR3V7|COORD:17774096..17781949| EDD1 (EMBRYO-DEFECTIVE-DEVELOPMENT 1)	AT3G48110.1	CHR06V5|COORD:232787..243624|protein glycyl-tRNA synthetase 2, chloroplast/mitochondrial precursor, putative, expressed	LOC_Os06g01400.1	 no descriptionvery weakly similar to (61.2)AT3G48110| Symbols: EDD, EDD1 | EDD1 (EMBRYO-DEFECTIVE-DEVELOPMENT 1) | chr3:17774096-17781949 FORWARDGlyRS_alpha_core glyQ tRNA-synt_2e GlyQ 	protein.aa activation	29_1

CUST_6013_PI404877155	2	4.6539307E-4	0.01102829	-0.058944702	0.0012426376	-0.043624878	-4.6539307E-4	Contig18284_at	zinc finger (C2H2 type) family protein / transcription factor jumonji (jmj) family protein [Arabidopsis thaliana] emb|CAC05506.1| zinc finge	NP_196044.1	zinc finger (C2H2 type) family protein / transcription factor jumonji (jmj) family protein	At5g04240.1	protein Zinc finger, C2H2 type, putative	Os03g05690	"similar to zinc finger (C2H2 type) family protein / transcription factor jumonji (jmj) family protein [Arabidopsis thaliana] (TAIR:At5g04240.1); similar to putative zinc finger protein [Oryza sativa (japonica cultivar-group)] (GB:XP_463579.1); contains In"	RNA.regulation of transcription.JUMONJI family	27_3_57

CUST_79973_PI403524517	2	0.02284336	-0.022843838	-0.20788717	0.77087307	0.5875449	-0.07624531	35_22934	"Cluster: Putative galactoside 2-alpha-L-fucosyltransferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative galactoside 2-alpha-L-fucosyltransferase -"	UniRef90_Q6K7S6	"CHR2V7|COORD:968332..970015| FUT2 (fucosyltransferase 2); fucosyltransferase/ transferase, transferring glycosyl groups"	AT2G03210.1	CHR02V5|COORD:10095191..10088208|protein fucosyltransferase 8, putative, expressed	LOC_Os02g17534.1	" no descriptionmoderately similar to ( 322)AT2G03210| Symbols: ATFUT2, FUT2 | FUT2 (fucosyltransferase 2); fucosyltransferase/ transferase, transferring glycosyl groups | chr2:968332-970015 REVERSEmoderately similar to ( 338)FUT1_PEAGalactoside 2-alpha-L-fucosyltransferase - Pisum sativum (Garden pea)XG_FTase "	cell wall.hemicellulose synthesis	10_3

CUST_15259_PI403524517	2	-0.02486515	0.526762	-0.0084962845	-0.021845818	0.0084962845	0.11566353	35_4398	Rep: F23A5.31 protein - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q9SAG5	CHR1V7|COORD:30417545..30419827| phospholipid/glycerol acyltransferase family protein	AT1G80950.1	CHR05V5|COORD:16901206..16896317|protein JD1, putative, expressed	LOC_Os05g28960.2	no descriptionvery weakly similar to (69.7)AT1G80950| Symbols:  | phospholipid/glycerol acyltransferase family protein | chr1:30417545-30419827 REVERSE	not assigned.no ontology	35_1

CUST_114746_PI403524517	2	-0.061911106	0.3214035	-0.11306524	0.1035738	-0.75261736	0.061911583	35_32564	Rep: OSIGBa0157A06.2 protein - Oryza sativa (Rice)	UniRef90_Q01IV7	"CHR4V7|COORD:14208646..14211817| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G20240.1); similar to conserved hypothetical protein [Medicago"	AT4G28760.1	CHR04V5|COORD:25101490..25095177|protein expressed protein	LOC_Os04g42770.4	no description	not assigned.unknown	35_2

CUST_8382_PI403524517	2	0.12682056	0.62160873	0.23850107	-0.12682056	-0.3015895	-0.54422617	35_2343	"Cluster: Hypothetical protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8H8U7	0	0	CHR03V5|COORD:9682740..9686230|protein expressed protein	LOC_Os03g17450.1	no description	not assigned.unknown	35_2

CUST_254_PI404877155	2	0.11092377	-0.45879078	-0.04943657	0.049435616	0.16798973	-0.072686195	Contig10130_at	aldo/keto reductase family-like protein [Oryza sativa (japonica cultivar-group)] dbj|BAC21407.1| aldo/keto reductase family-like protein [Or	NP_911150.1	aldo/keto reductase family protein	At1g06690.1	protein oxidoreductase, aldo/keto reductase family	Os07g05000	aldo/keto reductase family protein, contains Pfam profile PF00248: oxidoreductase, aldo/keto reductase family	minor CHO metabolism.others	3_5

CUST_41521_PI403524517	2	-0.122036934	0.6923537	0.30639744	0.091487885	-0.09148741	-0.36828184	35_11933	"Cluster: Hypothetical protein B1155G07.13; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1155G07.13 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5TKG9	CHR1V7|COORD:12604552..12606736| permease-related	AT1G34470.1	CHR05V5|COORD:25375397..25378937|protein non-imprinted in Prader-Willi/Angelman syndrome region protein 1, putative, expressed	LOC_Os05g43790.2	no descriptionweakly similar to ( 177)AT1G34470| Symbols:  | permease-related | chr1:12604552-12606736 FORWARDnot assigned DUF803 RhaT DUF6	not assigned.unknown	35_2

CUST_100572_PI403524517	2	0.021554947	0.98333454	0.04049015	-0.2508707	-0.27909756	-0.021554947	35_28704	"Cluster: Zinc finger protein ZFP-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: Zinc finger protein ZFP-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5JL96	CHR5V7|COORD:8899489..8901394| zinc finger (C3HC4-type RING finger) family protein	AT5G25560.1	CHR01V5|COORD:30297614..30291911|protein RING finger and CHY zinc finger domain-containing protein 1, putative, expressed	LOC_Os01g52110.9	no descriptionweakly similar to ( 108)AT5G25560| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr5:8899489-8901456 FORWARDnot assigned	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_170117_PI403524517	2	0.18460369	0.012228012	-0.012228012	-0.42078114	-0.684762	0.050311565	35_47384	0	0		0	CHR02V5|COORD:10692548..10696750|protein transposon protein, putative, unclassified, expressed	LOC_Os02g18370.1	no description	not assigned.unknown	35_2

CUST_15161_PI403524517	2	0.07703209	0.08062935	-0.3675022	0.10364914	-0.077031136	-0.08422947	35_4372	"Cluster: Lipase, putative; n=1; Oryza sativa (japonica cultivar-group)|Rep: Lipase, putative - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53LH1	"CHR3V7|COORD:19442544..19445270| PAD4 (PHYTOALEXIN DEFICIENT 4); triacylglycerol lipase"	AT3G52430.1	CHR11V5|COORD:4781030..4785296|protein phytoalexin-deficient 4-1 protein, putative, expressed	LOC_Os11g09010.2	"no descriptionweakly similar to ( 125)AT3G52430| Symbols: PAD4 | PAD4 (PHYTOALEXIN DEFICIENT 4); triacylglycerol lipase | chr3:19442544-19445270 FORWARDnot assigned Lipase_3 Lipase_3 Lipase"	stress.biotic	20_1

CUST_46799_PI403524517	2	0.1834321	-0.16353798	0.092972755	-0.009085178	-0.0128855705	0.009084702	35_13401	"Cluster: Putative angel protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative angel protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5Z6P3	CHR5V7|COORD:3621584..3625413| endonuclease/exonuclease/phosphatase family protein	AT5G11350.1	CHR06V5|COORD:8756479..8753367|protein protein angel, putative	LOC_Os06g15410.1	no descriptionvery weakly similar to (80.1)AT5G11350| Symbols:  | endonuclease/exonuclease/phosphatase family protein | chr5:3621584-3625413 FORWARDnot assigned not assigned CCR4	DNA.synthesis/chromatin structure	28_1

CUST_25934_PI403524517	2	-0.08796692	0.15353966	-8.3351135E-4	8.325577E-4	-0.12014961	0.08757305	35_7516	Rep: H0723C07.2 protein - Oryza sativa (Rice)	UniRef90_Q259N7	"CHR5V7|COORD:889605..893915| (EXOCYST SUBUNIT EXO70 FAMILY PROTEIN A1); protein binding"	AT5G03540.1	CHR04V5|COORD:34801722..34797521|protein protein binding protein, putative, expressed	LOC_Os04g58870.3	"no descriptionweakly similar to ( 111)AT5G03540| Symbols:  | (EXOCYST SUBUNIT EXO70 FAMILY PROTEIN A1); protein binding | chr5:889605-893915 FORWARDnot assigned Exo70"	cell. vesicle transport	31_4

CUST_8763_PI403524517	2	0.0014982224	0.067079544	0.0035905838	-0.022324562	-0.001499176	-0.08141327	35_2457	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10NY2	CHR1V7|COORD:5415081..5420354| TPL/WSIP1 (WUS-INTERACTING PROTEIN 1)	AT1G15750.4	CHR03V5|COORD:8153958..8144879|protein lissencephaly type-1-like homology motif, putative, expressed	LOC_Os03g14980.2	no descriptionnearly identical (1225)AT1G80490| Symbols: TPR1 | TPR1 (TOPLESS-RELATED 1) | chr1:30265986-30271338 REVERSEvery weakly similar to (61.6)PF20_CHLREFlagellar WD repeat-containing protein Pf20 - Chlamydomonas reinhardtiinot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned WD40 COG2319	not assigned.no ontology	35_1

CUST_2714_PI403524517	2	-0.118481636	0.41051388	0.1530428	-0.04648018	-0.014117241	0.014117241	35_742	"Cluster: Gamma interferon inducible lysosomal thiol reductase family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Gamma interferon induc"	UniRef90_Q10MT7	CHR1V7|COORD:2170068..2171860| gamma interferon responsive lysosomal thiol reductase family protein / GILT family protein	AT1G07080.1	CHR03V5|COORD:10338327..10333654|protein gamma-interferon-inducible lysosomal thiol reductase precursor, putative, expressed	LOC_Os03g18454.2	no descriptionmoderately similar to ( 203)AT1G07080| Symbols:  | gamma interferon responsive lysosomal thiol reductase family protein / GILT family protein | chr1:2170068-2171860 FORWARDnot assigned GILT	not assigned.no ontology	35_1

CUST_19256_PI403524517	2	0.010925293	0.24923229	-0.0065402985	0.006541252	-0.12097359	-0.025662422	35_5584	"Cluster: Hypothetical protein P0410E01.34-1; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0410E01.34-1 - Oryza sativa (japonica cultiv"	UniRef90_Q5ZDY1	CHR2V7|COORD:14403362..14406249| MEE18 (maternal effect embryo arrest 18)	AT2G34090.1	CHR01V5|COORD:24687332..24680999|protein uncharacterised protein family protein, expressed	LOC_Os01g42800.1	no descriptionhighly similar to ( 583)AT2G34090| Symbols: MEE18 | MEE18 (maternal effect embryo arrest 18) | chr2:14403362-14406249 REVERSEnot assigned not assigned UPF0052 COG0391	not assigned.unknown	35_2

CUST_50950_PI403524517	2	0.03172922	1.1324668	-0.03172922	-0.53370714	-2.0385494	0.15233183	35_14531	Rep: Dehydrin - Hordeum vulgare (Barley)	UniRef90_P93179	CHR5V7|COORD:26535737..26536379| RAB18 (RESPONSIVE TO ABA 18)	AT5G66400.1	CHR11V5|COORD:14843591..14842298|protein water stress-inducible protein Rab21, putative, expressed	LOC_Os11g26790.1	no descriptionweakly similar to ( 140)DHN1_HORVUDehydrin DHN1 - Hordeum vulgare (Barley)Dehydrin	not assigned.unknown	35_2

CUST_15059_PI404877155	2	0.061362267	-0.0048599243	-0.11331558	-0.10604	0.0048599243	0.032894135	Contig8925_at	putative ARF GAP-like zinc finger-containing protein ZiGA4 [Oryza sativa (japonica cultivar-group)] dbj|BAB90399.1| putative ARF GAP-like zi	NP_915957.1	ARF GAP-like zinc finger-containing protein ZiGA4 (ZIGA4)	At1g08680.1	protein Putative GTP-ase activating protein for Arf	Os01g59850	like zinc finger-containing protein (ZiGA4)	RNA.regulation of transcription.unclassified	27_3_99

CUST_14234_PI403524517	2	-0.14315319	0.11306715	-0.23715258	0.3690505	-0.11306715	0.35487843	35_4083	"Cluster: Harpin-induced protein 1 family (HIN1)-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Harpin-induced protein 1 family (HIN1)-like - Oryza sativ"	UniRef90_Q69U64	CHR3V7|COORD:3679037..3679666| NHL1 (NDR1/HIN1-like 1)	AT3G11660.1	CHR08V5|COORD:147105..145539|protein VAMP protein SEC22, putative, expressed	LOC_Os08g01220.1	no descriptionweakly similar to ( 164)AT3G11660| Symbols: NHL1 | NHL1 (NDR1/HIN1-like 1) | chr3:3679037-3679666 REVERSEnot assigned Hin1 PRK07764	not assigned.no ontology	35_1

CUST_51422_PI403524517	2	0.41224194	0.37877083	-0.25513887	0.03493595	-0.41007376	-0.03493595	35_14657	"Cluster: Putative glycolate oxidase (Os07g0152900 protein) (Putative (S)-2- hydroxy-acid oxidase); n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative gly"	UniRef90_Q6YT73	CHR3V7|COORD:4818674..4820755| (S)-2-hydroxy-acid oxidase, peroxisomal, putative / glycolate oxidase, putative / short chain alpha-hydroxy acid oxidase,	AT3G14415.1	CHR03V5|COORD:32567463..32571470|protein hydroxyacid oxidase 1, putative, expressed	LOC_Os03g57220.2	 no descriptionhighly similar to ( 600)AT3G14415| Symbols:  | (S)-2-hydroxy-acid oxidase, peroxisomal, putative / glycolate oxidase, putative / short chain alpha-hydroxy acid oxidase, putative | chr3:4818674-4820755 FORWARDhighly similar to ( 592)GOX_SPIOLPeroxisomal - Spinacia oleracea (Spinach)not assigned not assigned not assigned FMN_dh alpha_hydroxyacid_oxid_FMN FCB2_FMN idi LOX_like_FMN LMO_FMN MDH_FMN lldD PRK05437 IDI-2_FMN GltS_FMN TIM_phosphate_binding IMPDH NPD_like COG2070 IMPDH PRK08649 PRK05567 PRK07003 PRK09169 	PS.photorespiration.glycolate oxydase	1_2_2

CUST_64870_PI403524517	2	-0.15050125	-0.20857143	0.30948162	0.07988548	0.21801758	-0.07988644	35_18522	"Cluster: Cellulose synthase-like A1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Cellulose synthase-like A1 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7PC76	"CHR5V7|COORD:7555382..7559869| ATCSLA02 (Cellulose synthase-like A2); transferase, transferring glycosyl groups"	AT5G22740.1	"CHR02V5|COORD:5158914..5151780|protein CSLA1 - cellulose synthase-like family A; mannan synthase, expressed"	LOC_Os02g09930.1	" no descriptionhighly similar to ( 770)AT5G22740| Symbols: CSLA02, ATCSLA2, ATCSLA02 | ATCSLA02 (Cellulose synthase-like A2); transferase, transferring glycosyl groups | chr5:7555382-7559869 REVERSEnot assigned not assigned COG1215 bcsA PRK11204 COG1216 Glycos_transf_2 PRK05454 PRK12323 PRK07764 PRK07003 "	cell wall.cellulose synthesis	10_2

CUST_6944_PI399408534	2	-0.6089201	-0.26981163	0.4785576	0.4017477	-0.035877228	0.035876274	35_16304	"Cluster: Serine/threonine kinase receptor-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Serine/threonine kinase receptor-like protein - Oryza s"	UniRef90_Q84SH0	CHR4V7|COORD:12129496..12134097| protein kinase family protein	AT4G23160.1	CHR07V5|COORD:21102815..21108266|protein serine/threonine kinase-like protein, putative, expressed	LOC_Os07g35260.1	no descriptionweakly similar to ( 184)AT4G23160| Symbols:  | protein kinase family protein | chr4:12129496-12134097 FORWARDvery weakly similar to (87.4)PSKR_DAUCAPhytosulfokine receptor precursor - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase TyrKc Pkinase_Tyr PTKc PTKc_Srm_Brk PTKc_Src_like PTKc_Tec_like PTKc_Frk_like PTKc_EGFR_like PTKc_Fyn_Yrk SPS1 PTKc_Jak_rpt2 PTKc_InsR_like PTKc_Ack_like PTKc_Yes PTKc_Csk_like PTKc_Lck_Blk PTKc_Src PTKc_Lyn PTKc_Syk_like PTKc_Jak2_Jak3_rpt2 PTKc_PDGFR PTKc_Trk PTKc_Ror PTKc_FGFR PTKc_Itk PTKc_Hck PTKc_DDR PTKc_CSF-1R PTKc_c-ros PTKc_Btk_Bmx PTKc_Tec_Rlk PTKc_Tyk2_rpt2 PTK_HER3 PTKc_EphR	signalling.receptor kinases.DUF 26	30_2_17

CUST_23895_PI403524517	2	0.034484863	-0.17990303	0.024104118	-0.024104118	0.0511961	-0.098213196	35_6943	"Cluster: Hypothetical protein OJ2056_H01.9; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ2056_H01.9 - Oryza sativa (japonica cultivar"	UniRef90_Q6ZGV2	"CHR5V7|COORD:6628149..6629939| similar to Esterase/lipase/thioesterase [Medicago truncatula] (GB:ABE92731.1); contains InterPro domain"	AT5G19630.1	CHR02V5|COORD:29739677..29741543|protein expressed protein	LOC_Os02g48590.1	"no descriptionmoderately similar to ( 263)AT5G19630| Symbols:  | similar to Esterase/lipase/thioesterase [Medicago truncatula] (GB:ABE92731.1); contains InterPro domain Esterase/lipase/thioesterase; (InterPro:IPR000379) | chr5:6628149-6629939 REVERSEnot assigned not assigned COG2945 COG0412 PRK07764 PldB PRK12323 DAP2 Aes"	not assigned.unknown	35_2

CUST_173075_PI403524517	2	0.0011472702	1.0093384	0.69893646	-0.38389778	-0.32455254	-0.0011472702	35_48198	"Cluster: Hypothetical protein P0015F11.13; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0015F11.13 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5W6M4	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	CHR05V5|COORD:16101566..16100403|protein expressed protein	LOC_Os05g27780.1	no description	not assigned.unknown	35_2

CUST_24232_PI399408534	2	0.04692459	0.047694206	-0.015024185	-0.010152817	0.010152817	-0.021445274	35_890	"Cluster: Protein At1g02620; n=1; Arabidopsis thaliana|Rep: Protein At1g02620 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q3E6Q3	"CHR4V7|COORD:921554..922547| ASAR1 (Arabidopsis thaliana secretion-associated RAS super family 2); GTP binding"	AT4G02080.1	CHR01V5|COORD:13268584..13270947|protein GTP-binding protein SAR1A, putative, expressed	LOC_Os01g23620.1	" no descriptionweakly similar to ( 143)AT4G02080| Symbols: ATSARA1C, ATSAR2, ASAR1 | ASAR1 (Arabidopsis thaliana secretion-associated RAS super family 2); GTP binding | chr4:921554-922547 FORWARDweakly similar to ( 140)SAR1A_BRACMGTP-binding protein SAR1A - Brassica campestris (Field mustard)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned SAR Sar1 Arf PRK07003 TT_ORF1 FAP PRK07764 PRK12323 PRK12678 Protamine_P1 Atrophin-1 GRASP55_65 Tymo_45kd_70kd HPC2 PRK08770 "	signalling.G-proteins	30_5

CUST_92311_PI403524517	2	-0.37544775	0.29869747	0.2766161	0.04191208	-0.041912556	-0.40256596	35_26397	"Cluster: Os02g0464500 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os02g0464500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E1B8	0	0	CHR02V5|COORD:15589114..15592265|protein expressed protein	LOC_Os02g26560.1	no description	not assigned.unknown	35_2

CUST_2286_PI404877155	2	0.41264057	-0.08961105	-0.5631752	0.46636295	0.08961105	-0.12997818	Contig12652_at	AOBP-like protein [Oryza sativa (japonica cultivar-group)] dbj|BAC83814.1| putative ascorbate oxidase promoter-binding protein AOBP [Oryza	AAO72549.1	Dof-type zinc finger domain-containing protein	At5g39660.1	protein Dof domain, zinc finger, putative	Os07g48570	Dof-type zinc finger domain-containing protein, identical to H-protein promoter binding factor-2a GI:3386546 from (Arabidopsis thaliana). Interacts with LKP2 and FKF1, but its overexpression does not change flowering time under short or long day condition	RNA.regulation of transcription.C2C2(Zn) DOF zinc finger family	27_3_08

CUST_124609_PI403524517	2	0.043807507	0.033160686	-0.017947674	-0.24189377	0.01794815	-0.05133915	35_35121	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_6059_PI404877155	2	0.19343185	-0.63344383	-0.17229748	-0.008261681	0.008261681	0.023260117	Contig18326_at	putative mitochondrial dicarboxylate carrier protein [Arabidopsis thaliana]	AAM63236.1	mitochondrial substrate carrier family protein	At2g22500.1	protein mitochondrial dicarboxylate carrier protein, putative	Os09g29050	mitochondrial substrate carrier family protein, contains Pfam profile: PF00153 mitochondrial carrier protein	transport.metabolite transporters at the mitochondrial membrane	34_9

CUST_51873_PI403524517	2	-0.03898716	-0.5146742	0.03898716	0.05446434	3.284258	-0.22333956	35_14782	Rep: Expansin EXPB2 - Triticum aestivum (Wheat)	UniRef90_Q6QFA2	CHR1V7|COORD:24430929..24432062| ATEXPB2 (ARABIDOPSIS THALIANA EXPANSIN B2)	AT1G65680.1	CHR10V5|COORD:21529063..21531620|protein beta-expansin 1a precursor, putative, expressed	LOC_Os10g40730.1	 no descriptionvery weakly similar to (85.9)AT1G65680| Symbols: EXPB2, ATEXPB2, ATHEXP BETA 1.4 | ATEXPB2 (ARABIDOPSIS THALIANA EXPANSIN B2) | chr1:24430929-24432062 FORWARDweakly similar to ( 163)EXPB4_ORYSAPollen_allerg_1 	cell wall.modification	10_7

CUST_140030_PI403524517	2	0.4982791	1.6657863	-0.51750946	-0.11890936	-0.28903913	0.118909836	35_39267	"Cluster: Putative 3-hydroxyisobutyrate dehydrogenase, mitochondrial; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative 3-hydroxyisobutyrate"	UniRef90_Q653U8	CHR4V7|COORD:11198638..11201047| 3-hydroxyisobutyrate dehydrogenase, putative	AT4G20930.1	CHR06V5|COORD:28138206..28141556|protein 3-hydroxyisobutyrate dehydrogenase, mitochondrial precursor, putative, expressed	LOC_Os06g46372.1	 no descriptionvery weakly similar to (77.4)AT4G20930| Symbols:  | 3-hydroxyisobutyrate dehydrogenase, putative | chr4:11198638-11201047 REVERSEnot assigned NAD_binding_2 MmsB PRK09599 garR 	amino acid metabolism.degradation.branched-chain group.valine	13_2_4_3

CUST_1574_PI399408534	2	0.021922112	-0.045786858	-0.26098824	0.19122219	-0.021922112	0.045160294	35_12140	"Cluster: Os01g0195200 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0195200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JPX5	CHR5V7|COORD:23028027..23032785| protein kinase family protein	AT5G56890.1	CHR01V5|COORD:5113815..5106751|protein ATP binding protein, putative, expressed	LOC_Os01g09860.1	no descriptionvery weakly similar to (55.1)AT5G56890| Symbols:  | protein kinase family protein | chr5:23028027-23032785 REVERSE	signalling.receptor kinases.extensin	30_2_18

CUST_180970_PI403524517	2	-9.813309E-4	0.16776371	9.813309E-4	-0.06545162	-0.02816391	0.18472576	35_50326	"Cluster: Hypothetical protein B1130G10.14; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1130G10.14 - Oryza sativa (japonica cultivar-g"	UniRef90_Q75II8	"CHR1V7|COORD:29018126..29020424| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G38360.2); similar to MAP kinase activating protein-like [Oryza"	AT1G77220.1	CHR05V5|COORD:25545597..25551826|protein expressed protein	LOC_Os05g44080.2	"no descriptionvery weakly similar to (94.0)AT1G77220| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G38360.2); similar to MAP kinase activating protein-like [Oryza sativa (japonica cultivar-group)] (GB:BAD61807.1); similar to Os05g0516900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001056049.1); contains InterPro domain Protein of unknown function DUF300; (InterPro:IPR005178) | chr1:29018126-29020424 FORWARD"	not assigned.unknown	35_2

CUST_19221_PI404877155	2	0.21240711	0.42864132	0.1309061	-0.53498745	-0.44265652	-0.1309061	rbaal14f06_s_at	MADS-box protein 5 [Hordeum vulgare subsp. vulgare]	CAB97352.1	floral homeotic protein APETALA1 (AP1) / agamous-like MADS box protein (AGL7)	At1g69120.1	protein putative MADS box protein	Os03g54160	MADS box transcription factor	RNA.regulation of transcription.MADS box transcription factor family	27_3_24

CUST_23300_PI399408534	2	0.13414097	-0.16469574	-0.045472145	0.0454731	0.25766182	-0.13066292	35_31789	Rep: H0801D08.6 protein - Oryza sativa (Rice)	UniRef90_Q259D3	CHR1V7|COORD:9912521..9913456| Dof-type zinc finger domain-containing protein	AT1G28310.1	CHR04V5|COORD:34437850..34435230|protein expressed protein	LOC_Os04g58190.2	no descriptionweakly similar to ( 113)AT1G28310| Symbols:  | DNA binding | chr1:9912521-9913672 REVERSEweakly similar to ( 107)PBF_MAIZEDof zinc finger protein PBF - Zea mays (Maize)zf-Dof PRK12323	RNA.regulation of transcription.C2C2(Zn) DOF zinc finger family	27_3_8

CUST_59612_PI403524517	2	-0.08428478	-0.09557629	0.0557518	0.017206192	0.037935257	-0.017206192	35_16997	"Cluster: Ubiquinol--cytochrome-c reductase, putative; n=2; Oryza sativa (japonica cultivar-group)|Rep: Ubiquinol--cytochrome-c reductase, putative - Oryza"	UniRef90_Q53PN7	CHR1V7|COORD:5203086..5203892| ubiquinol-cytochrome C reductase complex 7.8 kDa protein, putative / mitochondrial hinge protein, putative	AT1G15120.1	CHR11V5|COORD:3033412..3035921|protein ubiquinol-cytochrome c reductase complex 7.8 kDa protein, putative, expressed	LOC_Os11g06340.1	 no descriptionweakly similar to ( 119)AT1G15120| Symbols:  | ubiquinol-cytochrome C reductase complex 7.8 kDa protein, putative / mitochondrial hinge protein, putative | chr1:5203086-5203892 FORWARDweakly similar to ( 105)UCRH_SOLTUnot assigned UCR_hinge 	mitochondrial electron transport / ATP synthesis.cytochrome c reductase	9_5

CUST_162663_PI403524517	2	0.15669107	-0.08812761	0.072986126	0.05526209	-0.05526209	-0.22468233	35_45371	"Cluster: Putative serine carboxypeptidase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative serine carboxypeptidase - Oryza sativa (japonica"	UniRef90_Q75HY2	"CHR1V7|COORD:5168608..5169942| SCPL50 (serine carboxypeptidase-like 50); serine carboxypeptidase"	AT1G15000.1	CHR05V5|COORD:28920835..28922577|protein serine carboxypeptidase CPVL precursor, putative, expressed	LOC_Os05g50600.1	"no descriptionvery weakly similar to (54.7)AT1G15000| Symbols: SCPL50 | SCPL50 (serine carboxypeptidase-like 50); serine carboxypeptidase | chr1:5168608-5169942 FORWARDnot assigned"	protein.degradation.serine protease	29_5_5

CUST_14178_PI399408534	2	0.09039211	-0.19267654	-0.0421772	0.016622543	-0.016622543	0.117035866	35_12989	"Cluster: Putative receptor-like protein kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative receptor-like protein kinase - Oryza sativa (japonica"	UniRef90_Q8LI36	CHR5V7|COORD:3133515..3136950| leucine-rich repeat transmembrane protein kinase, putative	AT5G10020.1	CHR07V5|COORD:25948867..25944224|protein ATP binding protein, putative, expressed	LOC_Os07g43350.1	 no descriptionmoderately similar to ( 407)AT5G10020| Symbols:  | leucine-rich repeat transmembrane protein kinase, putative | chr5:3133515-3136950 FORWARDweakly similar to ( 101)RPK1_IPONIReceptor-like protein kinase precursor - Ipomoea nil (Japanese morning glory) (Pharbitis nil)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc Pkinase S_TKc SPS1 PTKc TyrKc Pkinase_Tyr PTKc_Jak_rpt2 PTKc_Fes_like PTKc_EphR PTKc_Srm_Brk 	signalling.receptor kinases.leucine rich repeat III	30_2_3

CUST_24662_PI403524517	2	0.04276657	-0.45734978	-0.11222935	0.03037262	-0.03037262	0.07588196	35_7156	"Cluster: DNA-binding protein family-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: DNA-binding protein family-like - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6ZC68	0	0	CHR08V5|COORD:469055..476635|protein DNA binding protein, putative, expressed	LOC_Os08g01794.2	no description	not assigned.unknown	35_2

CUST_55289_PI403524517	2	-0.036179543	0.03135872	-0.031357765	0.12131882	-0.119226456	0.049865723	35_15740	"Cluster: Os03g0733800 protein; n=4; Oryza sativa (japonica cultivar-group)|Rep: Os03g0733800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DNU9	CHR1V7|COORD:27215701..27218168| AERO1 (ARABIDOPSIS ENDOPLASMIC RETICULUM OXIDOREDUCTINS 1)	AT1G72280.1	CHR03V5|COORD:30016716..30012896|protein endoplasmic oxidoreductin-1 precursor, putative, expressed	LOC_Os03g52340.1	no descriptionhighly similar to ( 623)AT1G72280| Symbols: AERO1 | AERO1 (ARABIDOPSIS ENDOPLASMIC RETICULUM OXIDOREDUCTINS 1) | chr1:27215701-27218168 REVERSEnot assigned not assigned ERO1 ERO1	not assigned.no ontology	35_1

CUST_134818_PI403524517	2	-0.014941692	0.21088552	0.47017336	-0.2345376	-0.06233549	0.014941692	35_37824	"Cluster: Formyl transferase family protein, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Formyl transferase family protein,"	UniRef90_Q10T42	CHR5V7|COORD:19259006..19260651| formyltetrahydrofolate deformylase, putative	AT5G47435.1	CHR03V5|COORD:122950..126116|protein formyltetrahydrofolate deformylase, putative, expressed	LOC_Os03g01222.4	 no descriptionvery weakly similar to (79.3)AT5G47435| Symbols:  | formyltetrahydrofolate deformylase, putative | chr5:19259006-19260651 FORWARDPurU purU PRK13011 purU 	not assigned.no ontology	35_1

CUST_117201_PI403524517	2	-0.113195896	-0.06875181	0.06875181	0.41044188	-0.23849535	0.077759266	35_33213	"Cluster: Putative ABC family transporter; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ABC family transporter - Oryza sativa (japonica cultivar-gro"	UniRef90_Q69XA0	"CHR3V7|COORD:17611636..17615950| ATATH2 (ABC2 homolog 2); ATPase, coupled to transmembrane movement of substances"	AT3G47740.1	CHR06V5|COORD:23112101..23104228|protein ATATH6, putative, expressed	LOC_Os06g38950.1	" no descriptionvery weakly similar to (53.9)AT3G47740| Symbols: ATATH2 | ATATH2 (ABC2 homolog 2); ATPase, coupled to transmembrane movement of substances | chr3:17611636-17615950 FORWARD"	transport.ABC transporters and multidrug resistance systems	34_16

CUST_23877_PI403524517	2	-1.0180817	-0.11716223	0.31889582	0.5086279	0.117162704	-0.59293175	35_6939	Rep: Glutathione S-transferase GST 24 - Zea mays (Maize)	UniRef90_Q9FQB5	"CHR3V7|COORD:2848413..2849232| ATGSTU8 (Arabidopsis thaliana Glutathione S-transferase (class tau) 8); glutathione transferase"	AT3G09270.1	CHR01V5|COORD:42173262..42174214|protein glutathione S-transferase, putative, expressed	LOC_Os01g72150.1	"no descriptionweakly similar to ( 172)AT3G09270| Symbols: ATGSTU8 | ATGSTU8 (Arabidopsis thaliana Glutathione S-transferase (class tau) 8); glutathione transferase | chr3:2848413-2849232 REVERSEweakly similar to ( 179)GSTX6_SOYBNProbable glutathione S-transferase - Glycine max (Soybean)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned GST_C_Tau GST_N_Tau Gst GST_N_family PRK12678 sspA GST_C_family GST_N_SspA GST_N_Zeta GST_N DUF1509 Herpes_BLLF1 TT_ORF1"	misc.glutathione S transferases	26_9

CUST_2405_PI403524517	2	0.028455734	-0.32908058	-0.10830498	-0.012586594	0.012584686	0.017416	35_655	Rep: 60S ribosomal protein L144 - Brassica rapa subsp. pekinensis (Chinese cabbage)	UniRef90_Q94ER6	CHR4|COORD:8242544..8243880| 60S ribosomal protein L36a/L44 (RPL36aB)	AT4G14320.1	CHR07V5|COORD:20308348..20310417|protein 60S ribosomal protein L44, putative, expressed	LOC_Os07g33997.1	no descriptionweakly similar to ( 162)AT4G14320| Symbols:  | 60S ribosomal protein L36a/L44 (RPL36aB) | chr4:8242680-8243801 REVERSEweakly similar to ( 156)RL44_GOSHI60S ribosomal protein L44 - Gossypium hirsutum (Upland cotton) (Gossypium mexicanum)not assigned Ribosomal_L44 RPL42A rpl44e	protein.synthesis.misc ribososomal protein	29_2_2

CUST_170545_PI403524517	2	0.083030224	0.32667828	0.04321575	-0.15600967	-0.04321575	-0.2022767	35_47504	"Cluster: Lecithin cholesterol acyltransferase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Lecithin cholesterol acyltransferase-like - Oryza sativa"	UniRef90_Q69IN7	CHR3V7|COORD:778774..781495| lecithin:cholesterol acyltransferase family protein / LACT family protein	AT3G03310.1	CHR09V5|COORD:19964721..19969670|protein phospholipase A1, putative, expressed	LOC_Os09g33820.1	no descriptionvery weakly similar to (59.7)AT3G03310| Symbols:  | lecithin:cholesterol acyltransferase family protein / LACT family protein | chr3:778774-781495 REVERSE	lipid metabolism.'exotics' (steroids, squalene etc).phosphatidylcholine¿sterol O-acyltransferase	11_8_10

CUST_86799_PI403524517	2	0.094145775	-0.033821106	0.033821106	0.22594738	-0.17694712	-0.1395688	35_24860	"Cluster: Hypothetical protein OSJNBa0062J13.32; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0062J13.32 - Oryza sativa (japonica"	UniRef90_Q5VPR5	0	0	CHR06V5|COORD:1024966..1024099|protein expressed protein	LOC_Os06g02800.1	no description	not assigned.unknown	35_2

CUST_5974_PI404877155	2	-0.9137955	-1.5089502	-1.1664515	0.9137964	1.1139727	1.1409321	Contig18199_at	OSJNBb0020O11.16 [Oryza sativa (japonica cultivar-group)] ref|XP_473307.1| OSJNBb0020O11.16 [Oryza sativa (japonica cultivar-group)]	CAD41515.3	27615843|calmodulin-related	At1g73440.1	protein EF hand, putative	Os04g45180	"calmodulin-related, low similarity to calmodulin 8 (Arabidopsis thaliana) GI:5825600; contains Pfam profiles PF02809: Ubiquitin interaction motif, PF00036: EF hand"	signalling.calcium	30_3

CUST_79523_PI403524517	2	0.32545662	0.055300713	-0.23573875	-0.078736305	0.15299511	-0.05529976	35_22810	"Cluster: Hypothetical protein P0644A02.33; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0644A02.33 - Oryza sativa (japonica cultivar-g"	UniRef90_Q69QA5	"CHR1V7|COORD:12896892..12897362| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G72240.1); similar to Avr9/Cf-9 rapidly elicited protein 75"	AT1G35210.1	CHR06V5|COORD:6100062..6101117|protein expressed protein	LOC_Os06g11510.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_29172_PI399408534	2	-0.35085583	1.2187862	-0.040224075	0.3598137	-0.34160423	0.04022503	35_19470	"Cluster: Myb family transcription factor-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Myb family transcription factor-like - Oryza sativa (japonica cu"	UniRef90_Q6Z869	CHR1V7|COORD:4556974..4558588| myb family transcription factor	AT1G13300.1	CHR02V5|COORD:13096082..13098217|protein DNA binding protein, putative, expressed	LOC_Os02g22020.1	no descriptionweakly similar to ( 132)AT1G25550| Symbols:  | myb family transcription factor | chr1:8976631-8977929 FORWARD	RNA.regulation of transcription.G2-like transcription factor family, GARP	27_3_20

CUST_81497_PI403524517	2	0.25613403	0.0117173195	-0.22688437	0.22719145	-0.35294867	-0.0117173195	35_23381	"Cluster: Os02g0819900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os02g0819900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DWD6	CHR3V7|COORD:21150078..21151448| protein kinase family protein	AT3G57120.1	CHR02V5|COORD:35199142..35200416|protein protein kinase APK1B, chloroplast precursor, putative, expressed	LOC_Os02g57440.1	no descriptionvery weakly similar to (77.8)AT3G57120| Symbols:  | protein kinase family protein | chr3:21150078-21151448 FORWARD	protein.postranslational modification	29_4

CUST_101497_PI403524517	2	0.054054737	0.21376991	-0.31873178	-0.031808376	0.0318079	-0.32231522	35_28965	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_88527_PI403524517	2	0.03021717	-0.4603119	-0.16189575	0.06531143	-0.03021717	0.047677994	35_25339	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_4965_PI403524517	2	-0.119903564	-0.54042435	0.291358	-0.005856514	0.63107586	0.005856514	35_1369	Rep: H0307D04.12 protein - Oryza sativa (Rice)	UniRef90_Q01K54	CHR4V7|COORD:9833961..9834676| senescence-associated protein-related	AT4G17670.1	CHR04V5|COORD:29406044..29405065|protein expressed protein	LOC_Os04g49680.1	no descriptionvery weakly similar to (62.4)AT5G47060| Symbols:  | senescence-associated protein-related | chr5:19134070-19134866 FORWARDnot assigned not assigned not assigned DUF581	development.unspecified	33_99

CUST_29903_PI403524517	2	-0.38316965	0.110694885	0.16714287	0.6849408	-0.11069536	-0.2815175	35_8634	"Cluster: Putative dioscorin class A; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative dioscorin class A - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z9S4	CHR1V7|COORD:2517019..2518543| carbonic anhydrase family protein	AT1G08080.1	CHR08V5|COORD:22986652..22984187|protein carbonic anhydrase precursor, putative, expressed	LOC_Os08g36630.1	no descriptionmoderately similar to ( 275)AT1G08080| Symbols:  | carbonic anhydrase family protein | chr1:2517019-2518543 REVERSEvery weakly similar to (66.6)CAH1_CHLRECarbonic anhydrase 1 precursor - Chlamydomonas reinhardtiinot assigned not assigned not assigned not assigned alpha_CA_prokaryotic_like alpha_CA Cah Carb_anhydrase alpha_CA_I_II_III_XIII alpha_CA_IV_XV_like alpha_CARP_receptor_like alpha_CA_VI_IX_XII_XIV alpha_CA_VII alpha_CA_VI alpha_CARP_X_XI_like alpha_CA_V alpha_CA_IX alpha_CA_XII_XIV alpha_CARP_VIII	TCA / org. transformation.carbonic anhydrases	8_3

CUST_15051_PI404877155	2	0.09650612	0.46206665	-0.009249687	-0.18743134	-0.130167	0.009250641	Contig8916_at	RNA Polymerase II subunit 14.5 kD-like protein~contains EST C74017(E30162) [Oryza sativa (japonica cultivar-group)] dbj|BAC16509.1| putative	NP_914682.1	DNA-directed RNA polymerase II, putative	At3g16980.1	protein RNA Polymerase II subunit 14.5 kD, putative	Os12g37370	"DNA-directed RNA polymerase II, putative, similar to SP:P36958 DNA-directed RNA polymerase II 15.1 kDa polypeptide (EC 2.7.7.6) {Drosophila melanogaster}; contains Pfam profile PF02150: RNA polymerases M/15 Kd subunit"	RNA.transcription	27_2

CUST_114344_PI403524517	2	0.24394321	0.35806274	-0.22485828	0.08422375	-0.08422375	-0.1669383	35_32451	Rep: OSJNBa0085C10.16 protein - Oryza sativa (Rice)	UniRef90_Q7XWH8	CHR1V7|COORD:3690406..3692826| hydroxyproline-rich glycoprotein family protein	AT1G11070.1	CHR02V5|COORD:23843870..23849365|protein transposon protein, putative, unclassified, expressed	LOC_Os02g39520.2	no description	not assigned.unknown	35_2

CUST_153810_PI403524517	2	-0.011355877	0.011355877	0.14759827	-0.12116718	0.10590315	-0.27275276	35_42985	"Cluster: Os09g0514300 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0514300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J0E3	"CHR2V7|COORD:18003951..18006235| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G14000.1); similar to At2g43320/T1O24.6 [Medicago truncatula]"	AT2G43320.1	CHR09V5|COORD:20020280..20022942|protein expressed protein	LOC_Os09g33920.2	"no descriptionvery weakly similar to (75.1)AT2G43320| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G14000.1); similar to At2g43320/T1O24.6 [Medicago truncatula] (GB:ABE90565.1); similar to hypothetical protein MtrDRAFT_AC150786g4v1 [Medicago truncatula] (GB:ABE85983.1); contains domain no description (G3D.3.40.50.150); contains domain S-adenosyl-L-methionine-dependent methyltransferases (SSF53335); contains domain UNCHARACTERIZED (PTHR21095); contains domain UNCHARACTERIZED (PTHR21095:SF6) | chr2:18003951-18006235 REVERSE"	not assigned.unknown	35_2

CUST_12731_PI403524517	2	-0.010520935	-0.2978506	0.0035619736	0.056630135	0.027680397	-0.0035629272	35_3641	"Cluster: Os09g0512700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0512700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J0F7	CHR3V7|COORD:19296789..19298480| binding	AT3G51980.1	CHR09V5|COORD:19943043..19948238|protein expressed protein	LOC_Os09g33780.1	no descriptionweakly similar to ( 154)AT3G51980| Symbols:  | binding | chr3:19296789-19298480 REVERSEnot assigned	not assigned.unknown	35_2

CUST_13412_PI404877155	2	-0.16315174	0.365942	0.13125229	-0.031333923	-0.1007843	0.03133297	Contig7132_s_at	TF-like protein [Oryza sativa (japonica cultivar-group)]	AAO72621.1	NF-X1 type zinc finger family protein	At1g10170.1	protein NF-X1 type zinc finger, putative	Os06g14190	TF-like protein	RNA.regulation of transcription.unclassified	27_3_99

CUST_149158_PI403524517	2	-0.0011634827	0.33290005	0.103219986	-0.10111666	-0.24760675	0.001162529	35_41725	"Cluster: Hypothetical protein; n=1; Anaeromyxobacter sp. Fw109-5|Rep: Hypothetical protein - Anaeromyxobacter sp. Fw109-5"	UniRef90_A1HY15	CHR3V7|COORD:7803611..7808053| Encodes a Protease inhibitor/seed storage/LTP family protein	AT3G22142.1	CHR11V5|COORD:20098860..20102546|protein transposon protein, putative, CACTA, En/Spm sub-class	LOC_Os11g35140.1	no description	not assigned.unknown	35_2

CUST_66393_PI403524517	2	-0.08620262	-0.42576218	0.08620262	0.15209293	0.09416199	-0.20135498	35_18960	"Cluster: Ribosomal protein L17-like protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Ribosomal protein L17-like protein - Oryza sativa (japonica"	UniRef90_Q75GR6	CHR3V7|COORD:20078650..20079363| ribosomal protein L17 family protein	AT3G54210.1	CHR03V5|COORD:34113707..34115636|protein 50S ribosomal protein L17, putative, expressed	LOC_Os03g60100.1	 no descriptionmoderately similar to ( 221)AT3G54210| Symbols:  | ribosomal protein L17 family protein | chr3:20078650-20079363 REVERSEmoderately similar to ( 219)RK17_TOBAC50S ribosomal protein L17, chloroplast precursor - Nicotiana tabacum (Common tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned rplQ RplQ Ribosomal_L17 Extensin_2 PRK07764 Drf_FH1 Tymo_45kd_70kd Atrophin-1 DUF1421 PRK12323 	protein.synthesis.mito/plastid ribosomal protein.plastid	29_2_1_1

CUST_130393_PI403524517	2	0.14631462	-0.21182394	-0.027152538	0.027152061	-0.1716404	0.07684755	35_36617	Rep: Osr40c1 protein - Oryza sativa (Rice)	UniRef90_Q40705	CHR2V7|COORD:16310505..16312414| hydroxyproline-rich glycoprotein family protein	AT2G39050.1	CHR07V5|COORD:29002524..29004559|protein expressed protein	LOC_Os07g48490.4	no descriptionvery weakly similar to (92.0)AT2G39050| Symbols:  | hydroxyproline-rich glycoprotein family protein | chr2:16310505-16312414 FORWARD	protein.synthesis.misc ribososomal protein	29_2_2

CUST_80480_PI403524517	2	0.36978674	0.42344713	0.037361145	-0.6425061	-0.037361145	-0.2741332	35_23080	Rep: H0818E04.16 protein - Oryza sativa (Rice)	UniRef90_Q01JG7	CHR4V7|COORD:12612564..12613596| hydrolase, acting on ester bonds	AT4G24380.1	CHR04V5|COORD:22209757..22212506|protein expressed protein	LOC_Os04g37710.1	"no descriptionvery weakly similar to (88.2)AT4G24380| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G65400.1); similar to H0818E04.16 [Oryza sativa (indica cultivar-group)] (GB:CAH67099.1); contains InterPro domain Protein of unknown function DUF341; (InterPro:IPR005645) | chr4:12612564-12613320 FORWARDnot assigned"	not assigned.unknown	35_2

CUST_130846_PI403524517	2	0.11303234	-0.06050682	0.06792545	-0.22169971	0.06050682	-0.44796944	35_36748	"Cluster: PREDICTED: similar to eukaryotic translation elongation factor 1 alpha 2 isoform 3; n=2; Eutheria|Rep: PREDICTED: similar to eukaryotic translation elo"	UniRef90_UPI00005A06B2	CHR5V7|COORD:24306452..24307901| elongation factor 1-alpha / EF-1-alpha	AT5G60390.1	CHR03V5|COORD:4089482..4092860|protein elongation factor 1-alpha, putative, expressed	LOC_Os03g08050.4	no descriptionweakly similar to ( 157)AT5G60390| Symbols:  | calmodulin binding / translation elongation factor | chr5:24306452-24307803 FORWARDweakly similar to ( 159)EF1A_WHEATElongation factor 1-alpha - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned EF1_alpha TEF1 PRK12317 GTP_EFTU GTP_translation_factor CysN_ATPS CysN PRK05506 LepA LepA TufB EF-G PRK05433 cysN PRK00049	protein.synthesis.elongation	29_2_4

CUST_18858_PI403524517	2	0.06884003	0.29239655	0.0176754	-0.069428444	-0.017674446	-0.021893501	35_5462	"Cluster: Putative dTDP-4-dehydrorhamnose reductase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative dTDP-4-dehydrorhamnose reductase - Oryza sativa"	UniRef90_Q6K7R8	CHR4V7|COORD:240798..242267| methionine adenosyltransferase regulatory beta subunit-related	AT4G00560.1	CHR02V5|COORD:35501286..35505010|protein 3-beta hydroxysteroid dehydrogenase/isomerase, putative, expressed	LOC_Os02g57990.1	no descriptionmoderately similar to ( 386)AT4G00560| Symbols:  | methionine adenosyltransferase regulatory beta subunit-related | chr4:241135-242267 REVERSEnot assigned not assigned not assigned not assigned RfbD RmlD_sub_bind WcaG Epimerase GalE RfbB PRK09987	not assigned.no ontology	35_1

CUST_3966_PI404877155	2	0.08030987	0.124783516	-0.06162548	-0.11088562	-0.0948267	0.06162548	Contig14634_at	Hypothetical protein [Oryza sativa (japonica cultivar-group)]	AAN05323.1	0	At5g16610.1	protein No apical meristem (NAM) protein, putative	Os03g12120	NONE	RNA.regulation of transcription.NAC domain transcription factor family	27_3_27

CUST_92274_PI403524517	2	-0.0132751465	0.0132751465	0.032299995	-0.12223053	0.025252342	-0.13572216	35_26388	"Cluster: Hypothetical protein OSJNBb0088N06.13; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0088N06.13 - Oryza sativa (japonica"	UniRef90_Q6YUS4	"CHR1V7|COORD:23703220..23704617| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G27400.1); similar to hypothetical protein MtrDRAFT_AC123571g20v2"	AT1G63855.3	CHR02V5|COORD:1067025..1069448|protein expressed protein	LOC_Os02g02800.1	"no descriptionmoderately similar to ( 242)AT1G63855| Symbols:  | similar to hypothetical protein MtrDRAFT_AC123571g20v2 [Medicago truncatula] (GB:ABE93464.1); contains domain no description (G3D.3.40.50.150); contains domain S-adenosyl-L-methionine-dependent methyltransferases (SSF53335); contains domain UNCHARACTERIZED (PTHR14614:SF11); contains domain UNCHARACTERIZED (PTHR14614) | chr1:23703935-23704617 REVERSEnot assigned not assigned COG3897"	not assigned.unknown	35_2

CUST_111640_PI403524517	2	0.037535667	-0.36380863	-0.03510666	-0.09852791	0.19544601	0.035105705	35_31697	"Cluster: Putative serine/threonine kinase protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative serine/threonine kinase protein - Oryza sativa (jap"	UniRef90_Q7XHL0	CHR1V7|COORD:16816094..16817173| DNA binding / ligand-dependent nuclear receptor	AT1G44191.1	CHR07V5|COORD:21297882..21293502|protein CRK6, putative, expressed	LOC_Os07g35580.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07003 PRK12323 PRK07764	not assigned.unknown	35_2

CUST_35153_PI403524517	2	-0.080550194	0.06587887	-0.014360428	-0.13592052	0.014359474	0.04902363	35_10135	Rep: Putative gamma-adaptin 1 - Oryza sativa (Rice)	UniRef90_Q948F4	"CHR1V7|COORD:8441368..8447141| GAMMA-ADAPTIN 1 (GAMMA-ADAPTIN 1); clathrin binding"	AT1G23900.2	CHR02V5|COORD:34338160..34330503|protein AP-1 complex subunit gamma-1, putative, expressed	LOC_Os02g56110.1	" no descriptionweakly similar to ( 133)AT1G23900| Symbols: GAMMA-ADR, GAMMA-ADAPTIN 1 | GAMMA-ADAPTIN 1 (GAMMA-ADAPTIN 1); clathrin binding | chr1:8441368-8447141 FORWARDnot assigned Alpha_adaptinC2 "	cell. vesicle transport	31_4

CUST_5316_PI399408534	2	0.027753353	0.13923788	-0.027753353	-0.05780649	0.14425564	-0.07185602	35_42680	"Cluster: Os02g0608300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os02g0608300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DZN8	"CHR1V7|COORD:19569602..19571917| FRS6 (FAR1-related sequence 6); zinc ion binding"	AT1G52520.1	CHR02V5|COORD:23853968..23858768|protein transposon protein, putative, unclassified, expressed	LOC_Os02g39540.1	"no descriptionvery weakly similar to (83.6)AT1G52520| Symbols: FRS6 | FRS6 (FAR1-related sequence 6); zinc ion binding | chr1:19569602-19571917 FORWARD"	signalling.light	30_11

CUST_13908_PI399408534	2	0.4350257	0.07906389	-0.07906389	-0.59580135	0.8719864	-0.19228649	35_44526	"Cluster: Putative auxin-independent growth promoter; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative auxin-independent growth promoter - Oryza sativa"	UniRef90_Q67UT6	"CHR5V7|COORD:13767331..13770613| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G37980.1); similar to Os09g0442900 [Oryza sativa (japonica"	AT5G35570.1	CHR09V5|COORD:16475942..16480748|protein axi 1 like protein, putative, expressed	LOC_Os09g27080.2	" no descriptionvery weakly similar to (57.8)AT5G35570| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G37980.1); similar to Os09g0442900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001063294.1); similar to Plant protein family, putative [Medicago truncatula] (GB:ABE88136.1); contains InterPro domain Protein of unknown function DUF246, plant; (InterPro:IPR004348) | chr5:13767331-13770613 REVERSEnot assigned not assigned not assigned not assigned PRK07003 PRK07764 PRK12323 PRK08853 PRK05648 "	hormone metabolism.auxin.signal transduction	17_2_2

CUST_136398_PI403524517	2	0.22257996	-0.17964554	0.18406296	-0.019088745	-6.8473816E-4	6.8569183E-4	35_38248	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_19094_PI404877155	2	0.0968256	0.45146942	-0.0968256	-0.28110218	-0.18033981	0.09960461	HZ01B01u_at	OSJNBa0067K08.5 [Oryza sativa (japonica cultivar-group)] ref|XP_473028.1| OSJNBa0067K08.5 [Oryza sativa (japonica cultivar-group)]	CAE03110.2	RWP-RK domain-containing protein	At2g43500.1	protein RWP-RK domain, putative	Os11g16290	gi|32488567|emb|CAE03110.1| OSJNBa0067K08.5	RNA.regulation of transcription.NIN-like bZIP-related family	27_3_60

CUST_48752_PI403524517	2	0.032115936	-0.2340641	-0.12667847	-0.01922226	0.096868515	0.01922226	35_13923	Rep: Histone H2A - Zea mays (Maize)	UniRef90_P40280	CHR5V7|COORD:575435..576454| histone H2A, putative	AT5G02560.1	CHR03V5|COORD:9478877..9477951|protein histone H2A, putative, expressed	LOC_Os03g17100.1	 no descriptionweakly similar to ( 144)AT5G02560| Symbols:  | histone H2A, putative | chr5:575435-576454 FORWARDweakly similar to ( 159)H2A_PETCRHistone H2A - Petroselinum crispum (Parsley) (Petroselinum hortense)not assigned not assigned not assigned not assigned not assigned H2A H2A HTA1 Histone PRK07003 PRK12678 PRK12323 DUF566 	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_87672_PI403524517	2	0.10449505	0.43002415	0.2302742	-0.47177696	-0.6365919	-0.104494095	35_25096	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_168647_PI403524517	2	0.44906044	-0.8101444	-0.029407501	0.029407501	-0.18998337	0.24234772	35_46967	"Cluster: Os01g0896300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0896300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JGY5	CHR1V7|COORD:24323569..24327542| FAS1 (FASCIATA 1)	AT1G65470.1	CHR01V5|COORD:39280512..39286189|protein expressed protein	LOC_Os01g67100.1	 no descriptionweakly similar to ( 113)AT1G65470| Symbols: NFB2, FAS1 | FAS1 (FASCIATA 1) | chr1:24323569-24327542 REVERSEnot assigned 	DNA.synthesis/chromatin structure	28_1

CUST_36977_PI403524517	2	0.08922291	-0.08922291	0.15990019	0.11034536	-0.09474611	-0.4986	35_10655	"Cluster: Putative Acid phosphatase 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Acid phosphatase 1 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5Z7F8	CHR4V7|COORD:14423803..14424854| acid phosphatase class B family protein	AT4G29270.1	CHR06V5|COORD:21376316..21373016|protein acid phosphatase 1 precursor, putative, expressed	LOC_Os06g36400.1	no descriptionvery weakly similar to (52.4)AT4G29270| Symbols:  | acid phosphatase class B family protein | chr4:14423803-14424854 REVERSEnot assigned not assigned not assigned not assigned Acid_phosphat_B	misc.acid and other phosphatases	26_13

CUST_81104_PI403524517	2	0.038965225	0.12225914	-0.03896427	-0.12757683	-0.052527428	0.115982056	35_23263	"Cluster: Os10g0400900 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os10g0400900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IXT3	CHR3V7|COORD:3821523..3825543| similar to Colon cancer-associated protein Mic1-like containing protein, expressed [Oryza sativa (japonica cultivar-group)]	AT3G12010.1	CHR10V5|COORD:13211979..13220794|protein colon cancer-associated protein Mic1-like containing protein, expressed	LOC_Os10g26140.3	" no descriptionweakly similar to ( 192)AT3G12010| Symbols:  | similar to Colon cancer-associated protein Mic1-like containing protein, expressed [Oryza sativa (japonica cultivar-group)] (GB:ABB47549.2); similar to Colon cancer-associated protein Mic1-like containing protein, expressed [Oryza sativa (japonica cultivar-group)] (GB:ABB47548.2); similar to Putative Mic1 homolog [Oryza sativa (japonica cultivar-group)] (GB:AAK50423.1); contains InterPro domain Colon cancer-associated Mic1-like; (InterPro:IPR009755); contains InterPro domain Quinonprotein alcohol dehydrogenase-like; (InterPro:IPR011047) | chr3:3821523-3825543 FORWARDnot assigned Mic1 "	not assigned.unknown	35_2

CUST_9470_PI403524517	2	0.34075165	-0.03442478	0.17661619	0.01028347	-0.010283947	-0.32018518	35_2663	"Cluster: Putative 5'-phosphoribosyl-5-aminoimidazole synthetase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative 5'-phosphoribosyl-5-aminoimidazole sy"	UniRef90_Q850Z8	CHR3|COORD:20397614..20399783| phosphoribosylformylglycinamidine cyclo-ligase, chloroplast / phosphoribosyl-aminoimidazole synthetase /	AT3G55010.2	CHR03V5|COORD:34865640..34862796|protein phosphoribosylformylglycinamidine cyclo-ligase,chloroplast/mitochondrial precursor,	LOC_Os03g61600.1	 no descriptionvery weakly similar to (82.8)AT3G55010| Symbols: ATPURM, PUR5 | phosphoribosylformylglycinamidine cyclo-ligase, chloroplast / phosphoribosyl-aminoimidazole synthetase / AIR synthase (PUR5) | chr3:20397795-20399526 FORWARDvery weakly similar to (88.6)PUR5_VIGUNPhosphoribosylformylglycinamidine cyclo-ligase, chloroplast/mitochondrial precursor - Vigna unguiculata (Cowpea)not assigned not assigned not assigned not assigned not assigned PRK05385 PurM_N PurM 	nucleotide metabolism.synthesis.purine.AIR synthase	23_1_2_5

CUST_32117_PI403524517	2	1.3832664	-0.549458	0.84177923	0.14898872	-0.14898872	-0.38977528	35_9262	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_59753_PI403524517	2	0.03330326	0.55181885	-0.03330326	-0.051858902	-0.1872549	0.16426373	35_17038	"Cluster: Hypothetical protein P0592E11.18; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0592E11.18 - Oryza sativa (japonica cultivar-g"	UniRef90_Q656M8	CHR2V7|COORD:18571231..18574707| structural constituent of nuclear pore	AT2G45000.1	CHR06V5|COORD:8054255..8066365|protein expressed protein	LOC_Os06g14412.1	no descriptionnot assigned not assigned PRK05648	not assigned.unknown	35_2

CUST_11694_PI403524517	2	0.06577015	-0.004190445	0.004190445	-0.056384087	-0.023187637	0.09256935	35_3323	"Cluster: Hypothetical protein OSJNBa0047P18.32-1; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0047P18.32-1 - Oryza sativa (japon"	UniRef90_Q651M3	CHR4V7|COORD:7071949..7075250| SAY1	AT4G11740.1	CHR09V5|COORD:20539763..20534813|protein SAY1, putative, expressed	LOC_Os09g35710.1	no descriptionmoderately similar to ( 283)AT4G11740| Symbols: SAY1 | SAY1 | chr4:7071949-7075250 FORWARDnot assigned not assigned not assigned not assigned UBX UBX UBX TolA Faf1_UBX	protein.degradation	29_5

CUST_85774_PI403524517	2	0.5088177	0.026849747	-0.026848793	-0.11026859	0.31186485	-0.14255238	35_24565	"Cluster: Myosin heavy chain-like protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Myosin heavy chain-like protein - Oryza sativa (japonica cultivar-gro"	UniRef90_Q84VF1	"CHR1V7|COORD:29514498..29515572| Identical to Uncharacterized protein At1g78430 [Arabidopsis Thaliana] (GB:Q9M9F9); similar to tropomyosin-related [Arabidopsis"	AT1G78430.1	CHR01V5|COORD:32143624..32142365|protein expressed protein	LOC_Os01g55280.1	"no descriptionvery weakly similar to (81.6)AT1G78430| Symbols:  | Identical to Uncharacterized protein At1g78430 [Arabidopsis Thaliana] (GB:Q9M9F9); similar to tropomyosin-related [Arabidopsis thaliana] (TAIR:AT1G17140.2); similar to myosin heavy chain-like protein [Oryza sativa (japonica cultivar-group)] (GB:AAO72652.1); contains InterPro domain Prefoldin; (InterPro:IPR009053) | chr1:29514498-29515572 FORWARDnot assigned not assigned not assigned Transformer PRK12678"	not assigned.no ontology	35_1

CUST_83879_PI403524517	2	-0.32653332	-0.24869823	0.17174625	0.3722868	-0.1717453	0.20220852	35_24043	"Cluster: TA11 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: TA11 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q70KS9	"CHR2V7|COORD:12412876..12415139| PLL4 (POLTERGEIST LIKE 4); protein phosphatase type 2C"	AT2G28890.1	CHR03V5|COORD:34417304..34413629|protein catalytic/ protein phosphatase type 2C, putative, expressed	LOC_Os03g60650.1	"no descriptionvery weakly similar to (77.8)AT2G28890| Symbols: PLL4 | PLL4 (POLTERGEIST LIKE 4); protein phosphatase type 2C | chr2:12412876-12415139 REVERSE"	misc.acid and other phosphatases	26_13

CUST_93289_PI403524517	2	0.7218919	-0.2988944	0.67116404	0.19183683	-0.19183683	-0.332664	35_26674	"Cluster: Hypothetical protein B1136H02.8; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1136H02.8 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6EPY1	CHR3V7|COORD:8063070..8064482| leucine-rich repeat family protein / extensin family protein	AT3G22800.1	CHR02V5|COORD:19648574..19647959|protein expressed protein	LOC_Os02g33090.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07003 PRK12323 PRK12678 FecR	not assigned.unknown	35_2

CUST_20665_PI403524517	2	-0.051522255	-0.16459846	-0.078095436	0.25939322	0.09578228	0.05152273	35_6000	"Cluster: Exocyst subunit EXO70 family protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Exocyst subunit EXO70 family"	UniRef90_Q2RAC2	"CHR5V7|COORD:889605..893915| (EXOCYST SUBUNIT EXO70 FAMILY PROTEIN A1); protein binding"	AT5G03540.1	CHR11V5|COORD:2760888..2755661|protein protein binding protein, putative, expressed	LOC_Os11g05880.1	"no descriptionhighly similar to ( 750)AT5G03540| Symbols:  | (EXOCYST SUBUNIT EXO70 FAMILY PROTEIN A1); protein binding | chr5:889605-893915 FORWARDnot assigned Exo70"	cell. vesicle transport	31_4

CUST_24764_PI399408534	2	0.08757496	-0.087574005	0.38549614	-0.36082697	0.1376772	-0.42161798	35_38741	"Cluster: Os01g0702700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0702700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JK18	"CHR5V7|COORD:9331778..9333047| ATMYB4 (myb domain protein 4); transcriptional repressor"	AT5G26660.1	CHR01V5|COORD:29460787..29459008|protein myb-related protein Hv33, putative, expressed	LOC_Os01g50720.1	" no descriptionmoderately similar to ( 217)AT5G26660| Symbols: AtMYB4, AtMYB86, ATMYB4 | ATMYB4 (myb domain protein 4); transcriptional repressor | chr5:9331778-9333047 REVERSEmoderately similar to ( 232)MYB3_HORVUMyb-related protein Hv33 - Hordeum vulgare (Barley)not assigned not assigned not assigned REB1 Myb_DNA-binding SANT SANT "	RNA.regulation of transcription.MYB domain transcription factor family	27_3_25

CUST_6139_PI404877155	2	0.13653278	-0.2516327	0.057961464	-0.09303188	0.085305214	-0.057961464	Contig18488_at	PHAVOLUTA-like HD-ZIPIII protein [Nicotiana sylvestris]	AAS66760.1	homeobox-leucine zipper transcription factor (HB-14)	At2g34710.1	protein homeodomain transcription factor (ATHB-14) [imported] - Arabidopsis thaliana	Os12g41860	"homeodomain-leucine zipper protein Revoluta (REV) / fascicular fiberless 1 (IFL1), identical to HD-zip transcription factor Revoluta (GI:9759333) {Arabidopsis thaliana}; contains Pfam profiles PF01852: START domain and PF00046: Homeobox domain"	RNA.regulation of transcription.HB,Homeobox transcription factor family	27_3_22

CUST_72265_PI403524517	2	0.0010409355	0.07976055	0.12652206	-0.20083141	-0.0010404587	-0.51444435	35_20712	"Cluster: Putative beta-galactosidase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative beta-galactosidase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5N8X6	"CHR5V7|COORD:25554468..25558541| BGAL10 (beta-galactosidase 10); beta-galactosidase"	AT5G63810.1	CHR01V5|COORD:38321362..38328433|protein beta-galactosidase precursor, putative, expressed	LOC_Os01g65460.2	"no descriptionmoderately similar to ( 348)AT5G63810| Symbols: BGAL10 | BGAL10 (beta-galactosidase 10); beta-galactosidase | chr5:25554468-25558541 FORWARDmoderately similar to ( 313)BGAL_MALDOBeta-galactosidase precursor - Malus domestica (Apple) (Malus sylvestris)not assigned not assigned not assigned not assigned Glyco_hydro_35 LacA"	misc.gluco-, galacto- and mannosidases	26_3

CUST_15183_PI403524517	2	0.011886597	0.39369488	0.10863304	-0.062607765	-0.14252758	-0.011886597	35_4377	"Cluster: Membrane steroid binding protein 1, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Membrane steroid binding protein 1, putative,"	UniRef90_Q10M72	"CHR3V7|COORD:18140654..18142338| ATMP2 (ARABIDOPSIS THALIANA MEMBRANE-ASSOCIATED PROGESTERONE BINDING PROTEIN 3); heme binding / transition metal ion binding"	AT3G48890.1	CHR03V5|COORD:11578668..11581721|protein membrane steroid-binding protein 1, putative, expressed	LOC_Os03g20470.1	" no descriptionweakly similar to ( 153)AT3G48890| Symbols: ATMAPR3, ATMP2 | ATMP2 (ARABIDOPSIS THALIANA MEMBRANE-ASSOCIATED PROGESTERONE BINDING PROTEIN 3); heme binding / transition metal ion binding | chr3:18140654-18142338 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned DedD Cyt-b5 Tymo_45kd_70kd "	redox.ascorbate and glutathione	21_2

CUST_26993_PI403524517	2	0.059322357	-0.77697325	0.009884834	-0.009884834	0.14284611	-0.09668207	35_7818	"Cluster: Hypothetical protein OJ1057_G07.2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1057_G07.2 - Oryza sativa (japonica cultivar"	UniRef90_Q75KI0	"CHR5V7|COORD:9173520..9174545| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G42750.1); similar to Os05g0390600 [Oryza sativa (japonica"	AT5G26230.1	CHR05V5|COORD:18859761..18858318|protein expressed protein	LOC_Os05g32440.1	no descriptionnot assigned not assigned not assigned not assigned PRK07003	not assigned.unknown	35_2

CUST_88250_PI403524517	2	0.11571789	-0.023324013	-0.21840477	0.023324966	-0.07690334	0.0764637	35_25266	"Cluster: Hypothetical protein At4g34100; n=3; Arabidopsis thaliana|Rep: Hypothetical protein At4g34100 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q0WLP2	CHR4V7|COORD:16330595..16334869| protein binding / zinc ion binding	AT4G34100.1	CHR06V5|COORD:25973647..25966863|protein protein binding protein, putative, expressed	LOC_Os06g43210.1	no descriptionweakly similar to ( 160)AT4G34100| Symbols:  | protein binding / zinc ion binding | chr4:16330595-16334869 FORWARD	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_162368_PI403524517	2	-0.26459312	0.21757746	-0.02624464	0.05337906	-0.3563261	0.02624464	35_45286	"Cluster: Os01g0141900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0141900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JQS7	"CHR2V7|COORD:16735456..16738238| similar to proline-rich family protein [Arabidopsis thaliana] (TAIR:AT3G09000.1); similar to Os01g0141900 [Oryza"	AT2G40070.1	CHR01V5|COORD:2258257..2263694|protein transposon protein, putative, CACTA, En/Spm sub-class, expressed	LOC_Os01g04880.1	"no descriptionweakly similar to ( 115)AT2G40070| Symbols:  | similar to proline-rich family protein [Arabidopsis thaliana] (TAIR:AT3G09000.1); similar to Os01g0141900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001041987.1); similar to putative proteophosphoglycan [Oryza sativa (japonica cultivar-group)] (GB:BAD61066.1) | chr2:16735456-16738118 REVERSE"	not assigned.unknown	35_2

CUST_3885_PI403524517	2	0.075668335	-0.0082502365	-0.043481827	-0.030900002	0.008249283	0.033911705	35_1076	"Cluster: Beta 7 subunit of 20S proteasome; n=1; Oryza sativa (japonica cultivar-group)|Rep: Beta 7 subunit of 20S proteasome - Oryza sativa (japonica cultivar-g"	UniRef90_Q9LST4	"CHR1V7|COORD:21145635..21147851| PBG1 (20S proteasome beta subunit G1); peptidase"	AT1G56450.1	CHR09V5|COORD:20069021..20066476|protein proteasome subunit beta type 4 precursor, putative, expressed	LOC_Os09g33986.1	"no descriptionmoderately similar to ( 340)AT1G56450| Symbols: PBG1 | PBG1 (20S proteasome beta subunit G1); peptidase | chr1:21145635-21147851 FORWARDvery weakly similar to (52.0)PSB6_TOBACProteasome subunit beta type-6 precursor - Nicotiana tabacum (Common tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned proteasome_beta_type_4 proteasome_beta proteasome_protease_HslV PRE1 Proteasome Ntn_hydrolase proteasome_beta_archeal proteasome_beta_type_2 proteasome_beta_type_1 proteasome_beta_type_7 proteasome_beta_type_3 proteasome_beta_type_6 proteasome_beta_type_5 proteasome_alpha_archeal"	protein.degradation.ubiquitin.proteasom	29_5_11_20

CUST_29133_PI403524517	2	-0.10434103	-0.2709818	0.37391615	0.26866388	0.10434103	-0.8698578	35_8416	"Cluster: Harpin-induced protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Harpin-induced protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ER87	CHR5V7|COORD:7355691..7356874| harpin-induced family protein / HIN1 family protein / harpin-responsive family protein	AT5G22200.1	CHR02V5|COORD:19949792..19948685|protein VAMP protein SEC22, putative, expressed	LOC_Os02g33550.1	no descriptionweakly similar to ( 157)AT5G22200| Symbols:  | harpin-induced family protein / HIN1 family protein / harpin-responsive family protein | chr5:7355691-7356874 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Hin1 PRK07003 PRK12323 Herpes_BLLF1	not assigned.no ontology	35_1

CUST_29058_PI399408534	2	0.39517355	0.36055183	-0.3605523	0.40933323	-0.71391726	-0.59442854	35_5516	"Cluster: Putative cytoskeletal protein-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative cytoskeletal protein-like protein - Oryza sativa"	UniRef90_Q7XIF1	CHR2V7|COORD:1059923..1062256| myb family transcription factor	AT2G03500.1	CHR07V5|COORD:1044316..1046351|protein myb-like DNA-binding domain, SHAQKYF class family protein, expressed	LOC_Os07g02800.4	no descriptionvery weakly similar to (86.3)AT2G03500| Symbols:  | myb family transcription factor | chr2:1059923-1062256 FORWARDnot assigned not assigned PRK07003	RNA.regulation of transcription.G2-like transcription factor family, GARP	27_3_20

CUST_13300_PI403524517	2	-0.16803455	0.42570114	0.06968498	-0.023622513	0.02362156	-0.044150352	35_3808	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QT64	CHR1V7|COORD:3605737..3607450| sodium symporter-related	AT1G10830.1	CHR12V5|COORD:12201766..12205356|protein nnrU, putative, expressed	LOC_Os12g21710.1	no descriptionmoderately similar to ( 394)AT1G10830| Symbols:  | sodium symporter-related | chr1:3605737-3607450 REVERSECOG4094 NnrU	transport.unspecified cations	34_14

CUST_6395_PI403524517	2	-0.106347084	-0.13046837	0.009979248	0.018195152	0.013161659	-0.009980202	35_1773	"Cluster: Putative carbamoyl-phosphate synthetase small subunit; n=3; Oryza sativa (japonica cultivar-group)|Rep: Putative carbamoyl-phosphate synthetase small s"	UniRef90_Q6YV24	"CHR3V7|COORD:10282707..10285029| CARA (CARBAMOYL PHOSPHATE SYNTHETASE A); carbamoyl-phosphate synthase (glutamine-hydrolyzing)"	AT3G27740.1	CHR02V5|COORD:29264187..29268775|protein carbamoyl-phosphate synthase small chain, putative, expressed	LOC_Os02g47850.2	no descriptionhighly similar to ( 612)AT3G27740| Symbols: CARA | CARA (CARBAMOYL PHOSPHATE SYNTHETASE A) | chr3:10282707-10285029 REVERSEnot assigned not assigned not assigned PRK12564 CarA PRK12838 GATase1_CPSase CPSase_sm_chain GATase GATase1_Anthranilate_Synthase PabA PRK08544 PRK08702 PRK06968 PRK05670 PRK05780 PRK07255 GATase1_GMP_Synthase PRK08746 PRK08007 guaA PRK07649 GATase1_1 PRK06679 PRK06774 PRK08857 GuaA PRK07765 trpG PRK00758 PRK06401 PRK08856 PRK05637 PRK06895 PRK06896 PRK06773 GAT_1 PRK09065 GATase1	nucleotide metabolism.synthesis.pyrimidine.carbamoyl phosphate synthetase	23_1_1_1

CUST_106314_PI403524517	2	-0.0037384033	-0.15896606	-0.01146698	0.059293747	0.02350235	0.0037384033	35_30260	Rep: 60S ribosomal protein L24 - Hordeum vulgare (Barley)	UniRef90_P50888	"CHR2V7|COORD:15357627..15358898| RPL24A (RIBOSOMAL PROTEIN L24); structural constituent of ribosome"	AT2G36620.1	CHR01V5|COORD:35009367..35012334|protein 60S ribosomal protein L24, putative, expressed	LOC_Os01g59990.1	"no descriptionweakly similar to ( 192)AT2G36620| Symbols: RPL24A | RPL24A (RIBOSOMAL PROTEIN L24); structural constituent of ribosome | chr2:15357627-15358898 REVERSEmoderately similar to ( 207)RL24_HORVU60S ribosomal protein L24 - Hordeum vulgare (Barley)not assigned not assigned Ribosomal_L24e RPL24A PRK00807"	protein.synthesis.misc ribososomal protein	29_2_2

CUST_21730_PI403524517	2	0.009842873	-0.9653082	-0.009842873	0.14234352	0.2487402	-0.06808853	35_6308	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10NA8	CHR3V7|COORD:1041078..1042384| similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE78669.1)	AT3G04020.1	CHR03V5|COORD:9354845..9352280|protein expressed protein	LOC_Os03g16870.1	no descriptionweakly similar to ( 185)AT3G04020| Symbols:  | similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE78669.1) | chr3:1041078-1042384 FORWARD	not assigned.unknown	35_2

CUST_93974_PI403524517	2	0.16992378	0.19755554	0.13435745	-0.42806816	-0.1343565	-0.29454613	35_26869	"Cluster: Hypothetical protein P0636F09.16; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0636F09.16 - Oryza sativa (japonica cultivar-g"	UniRef90_Q75HQ2	0	0	CHR05V5|COORD:20926508..20923498|protein universal stress protein family protein, expressed	LOC_Os05g35380.1	no description	not assigned.unknown	35_2

CUST_15080_PI403524517	2	-0.13301468	0.28599453	-0.39210892	0.17102528	-0.0672102	0.067209244	35_4345	"Cluster: Heavy metal-associated domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Heavy metal-associated domain"	UniRef90_Q10RN8	CHR5V7|COORD:832399..834127| metal ion binding	AT5G03380.2	CHR03V5|COORD:2847353..2845426|protein metal ion binding protein, putative, expressed	LOC_Os03g05750.1	no descriptionnot assigned PRK07003 PRK12323	not assigned.unknown	35_2

CUST_64573_PI403524517	2	-0.004368782	0.14663124	-0.15086842	0.0043678284	-0.012726784	0.024130821	35_18436	Rep: Phytoene synthase 2 - Zea mays (Maize)	UniRef90_Q6EI12	"CHR5|COORD:5659551..5662467| similar to phytoene synthase [Capsicum annuum] (GB:CAA48155.1); contains InterPro domain Squalene/phytoene synthase"	AT5G17230.2	CHR12V5|COORD:26749996..26746885|protein phytoene synthase, chloroplast precursor, putative, expressed	LOC_Os12g43130.2	 no descriptionweakly similar to ( 136)AT5G17230| Symbols: PSY | PSY (PHYTOENE SYNTHASE) | chr5:5659841-5662089 REVERSEweakly similar to ( 136)PSY_DAUCAPhytoene synthase, chloroplast precursor - Daucus carota (Carrot)not assigned SQS_PSY Trans_IPPS_HH ERG9 	secondary metabolism.isoprenoids.carotenoids.phytoene synthase	16_1_4_1

CUST_19543_PI404877155	2	-0.008347511	0.41414452	0.008346558	-0.052164078	-0.20705223	0.10664368	rbah46h10_s_at	putative iron inhibited ABC transporter 2 [Oryza sativa (japonica cultivar-group)] dbj|BAD09633.1| putative iron inhibited ABC transporter 2	BAC55994.1	ABC transporter family protein	At5g60790.1	protein ABC transporter, putative	Os09g39910	gi|16579843|gb|AAL26658.1| unknown	transport.ABC transporters and multidrug resistance systems	34_16

CUST_25587_PI403524517	2	0.053432465	-0.08008385	0.08531475	-0.11874199	0.05363846	-0.053432465	35_7413	"Cluster: Putative 50S ribosomal protein L20; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative 50S ribosomal protein L20 - Oryza sativa (japonica cultiv"	UniRef90_Q942D0	CHR1V7|COORD:5727766..5728943| ribosomal protein L20 family protein	AT1G16740.1	CHR01V5|COORD:30935211..30938732|protein 50S ribosomal protein L20, putative, expressed	LOC_Os01g53280.2	no descriptionmoderately similar to ( 207)AT1G16740| Symbols:  | ribosomal protein L20 family protein | chr1:5727766-5728943 FORWARDweakly similar to ( 103)RK20_CHLVUChloroplast 50S ribosomal protein L20 - Chlorella vulgaris (Green alga)not assigned rplT RplT rpl20 Ribosomal_L20	protein.synthesis.mito/plastid ribosomal protein.plastid	29_2_1_1

CUST_43124_PI403524517	2	0.03309965	-0.20183706	-0.03309965	0.036453247	-0.04492569	0.15108776	35_12384	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_23237_PI403524517	2	0.07266617	0.5420704	-0.035448074	-0.14336586	-0.089728355	0.035448074	35_6754	"Cluster: Hypothetical protein precursor; n=1; Delftia acidovorans SPH-1|Rep: Hypothetical protein precursor - Delftia acidovorans SPH-1"	UniRef90_A0VHU4	0	0	CHR01V5|COORD:1246683..1248250|protein pr5, putative, expressed	LOC_Os01g03180.1	no description	not assigned.unknown	35_2

CUST_7134_PI399408534	2	0.0043001175	-0.33132172	-0.039090157	-0.004301071	0.016625404	0.0443058	35_27872	"Cluster: Zinc finger DHHC domain containing protein 2-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Zinc finger DHHC domain containing protein 2-like -"	UniRef90_Q5N9N4	CHR3V7|COORD:2862148..2864119| zinc finger (DHHC type) family protein	AT3G09320.1	CHR01V5|COORD:36588593..36584284|protein palmitoyltransferase PFA4, putative, expressed	LOC_Os01g62620.1	no descriptionweakly similar to ( 142)AT3G09320| Symbols:  | zinc finger (DHHC type) family protein | chr3:2862148-2864119 REVERSEnot assigned	RNA.regulation of transcription.unclassified	27_3_99

CUST_19580_PI404877155	2	-0.013802528	0.67609406	-0.066329	0.013802528	0.13883114	-0.26844788	rbasd17i02_s_at	Fructose-bisphosphate aldolase, chloroplast precursor (ALDP) pir||T03679 probable fructose-bisphosphate aldolase (EC 4.1.2.13) precursor, ch	Q40677	fructose-bisphosphate aldolase, putative	At4g38970.1	protein Fructose-bisphosphate aldolase class-I	Os11g07020	chloroplastic aldolase	PS.calvin cyle.aldolase	1_03_06

CUST_26782_PI403524517	2	0.091750145	-0.56126213	-0.0034942627	0.0034942627	0.2380743	-0.15576935	35_7760	Rep: H0307D04.2 protein - Oryza sativa (Rice)	UniRef90_Q01K64	"CHR2V7|COORD:7506655..7510039| similar to Os04g0585300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001053677.1); similar to OSJNBa0013K16.9 [Oryza"	AT2G17250.1	CHR04V5|COORD:29358590..29352529|protein nucleolar complex protein 4, putative, expressed	LOC_Os04g49580.2	"no descriptionweakly similar to ( 137)AT2G17250| Symbols:  | similar to Os04g0585300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001053677.1); similar to OSJNBa0013K16.9 [Oryza sativa (japonica cultivar-group)] (GB:CAE03760.2); similar to H0307D04.2 [Oryza sativa (indica cultivar-group)] (GB:CAH66857.1); contains InterPro domain CBF; (InterPro:IPR005612) | chr2:7506655-7510039 FORWARDnot assigned not assigned not assigned PRK12323 PRK07764"	not assigned.no ontology	35_1

CUST_8785_PI403524517	2	0.1295433	-0.123090744	-0.123781204	0.054535866	-0.05453682	0.19196129	35_2463	"Cluster: Prolyl carboxypeptidase like protein, putative, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Prolyl carboxypeptidase like protein, putat"	UniRef90_Q337C3	CHR4V7|COORD:17127205..17129790| serine carboxypeptidase S28 family protein	AT4G36195.1	CHR10V5|COORD:19357589..19363242|protein prolyl carboxypeptidase like protein, putative, expressed	LOC_Os10g36780.3	no descriptionhighly similar to ( 590)AT4G36195| Symbols:  | serine-type peptidase | chr4:17127205-17129790 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned Peptidase_S28 Herpes_BLLF1 PRK07003	protein.degradation.serine protease	29_5_5

CUST_6866_PI404877155	2	0.050245285	0.16584015	-0.09474659	-0.07510376	-0.019003868	0.019003868	Contig20240_at	myb family transcription factor [Arabidopsis thaliana] gb|AAL36380.1| unknown protein [Arabidopsis thaliana]	NP_850470.1	myb family transcription factor	At2g47210.1	protein Myb-like DNA-binding domain, putative	Os05g46330	NONE	RNA.regulation of transcription.MYB-related transcription factor family	27_3_26

CUST_153087_PI403524517	2	0.08936834	0.112195015	-0.08936834	0.30024433	-0.4015751	-0.67057896	35_42784	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_133612_PI403524517	2	-0.56211185	0.12312889	-0.0847044	-0.11260557	0.36861706	0.0847044	35_37506	Rep: Adhesin FhaB - Bordetella avium	UniRef90_Q8GD27	CHR4V7|COORD:7758606..7760888| leucine-rich repeat family protein / extensin family protein	AT4G13340.1	CHR08V5|COORD:10918875..10929831|protein actin binding protein, putative, expressed	LOC_Os08g17820.2	no descriptionnot assigned not assigned Extensin_2	not assigned.unknown	35_2

CUST_160966_PI403524517	2	0.3087144	-0.31047058	0.4766569	-0.02294445	0.02294445	-0.07177687	35_44914	"Cluster: Putative glossy1 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative glossy1 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ETL8	"CHR5V7|COORD:23437815..23441058| WAX2; catalytic"	AT5G57800.1	CHR02V5|COORD:4362385..4355042|protein gl1 protein, putative, expressed	LOC_Os02g08230.2	" no descriptionvery weakly similar to (68.6)AT5G57800| Symbols: FLP1, YRE, WAX2 | WAX2; catalytic | chr5:23437815-23441058 FORWARD"	secondary metabolism.wax	16_7

CUST_104686_PI403524517	2	0.0025024414	0.06356716	0.119812965	-0.13372898	-0.0025014877	-0.014011383	35_29829	"Cluster: Hypothetical protein OJ1548_F12.24; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1548_F12.24 - Oryza sativa (japonica cultiv"	UniRef90_Q6K839	CHR2V7|COORD:15627449..15628543| similar to Os02g0805700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001048443.1)	AT2G37195.1	CHR02V5|COORD:34366180..34364172|protein expressed protein	LOC_Os02g56190.1	no descriptionvery weakly similar to (59.7)AT2G37195| Symbols:  | similar to Os02g0805700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001048443.1) | chr2:15627449-15628543 FORWARD	not assigned.unknown	35_2

CUST_49159_PI403524517	2	0.116384506	-0.18388939	-0.017896652	0.0054130554	0.1399765	-0.0054130554	35_14029	"Cluster: Histones H3 and H4; n=1; Ostreococcus tauri|Rep: Histones H3 and H4 - Ostreococcus tauri"	UniRef90_Q018N5	CHR1V7|COORD:28394414..28395122| histone H3.2, putative	AT1G75600.1	CHR06V5|COORD:3048172..3045566|protein core histone H2A/H2B/H3/H4 family protein, expressed	LOC_Os06g06480.1	" no descriptionweakly similar to ( 174)AT1G19890| Symbols: ATMGH3, MGH3 | ATMGH3/MGH3 (MALE-GAMETE-SPECIFIC HISTONE H3); DNA binding | chr1:6905025-6905783 FORWARDweakly similar to ( 179)H3_VOLCAHistone H3 - Volvox carterinot assigned not assigned not assigned not assigned not assigned not assigned H3 HHT1 Histone PRK07764 PRK07003 "	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_6278_PI404877155	2	-0.5335002	-0.17325258	0.17325306	0.5078144	0.31426668	-0.5500884	Contig18853_at	putative amino acid transport protein [Oryza sativa (japonica cultivar-group)] dbj|BAD08181.1| putative amino acid transport protein [Oryza	XP_463772.1	amino acid transporter family protein	At5g02180.1	protein Transmembrane amino acid transporter protein, putative	Os02g01100	amino acid transporter family protein, belongs to INTERPRO:IPR002422 amino acid/polyamine transporter, family II	transport.amino acids	34_3

CUST_6281_PI404877155	2	-0.006365776	-0.39576626	-0.123044014	0.006365776	0.14417934	0.022094727	Contig18867_at	DNA-directed RNA polymerase, putative [Arabidopsis thaliana] pir||D96631 RNA polymerase subunit (isoform B) [imported] - Arabidopsis	NP_176261.1	DNA-directed RNA polymerase, putative	At1g60620.1	protein RNA polymerase Rpb3/Rpb11 dimerisation domain, putative	Os03g18410	"RNA POLYMERASE I SUBUNIT 43;DNA-directed RNA polymerase, putative, identical to RNA polymerase subunit (Arabidopsis thaliana) GI:514324; contains Pfam profile PF01000: RNA polymerase Rpb3/RpoA insert domain"	RNA.transcription	27_2

CUST_32946_PI399408534	2	0.080868244	-0.039738655	0.039738655	-0.17201376	0.33738518	-0.35354042	35_40736	"Cluster: Os06g0332700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0332700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DCG2	CHR4V7|COORD:14293963..14296608| tesmin/TSO1-like CXC domain-containing protein	AT4G29000.1	CHR06V5|COORD:13188127..13181292|protein tesmin/TSO1-like CXC domain containing protein, expressed	LOC_Os06g22670.1	no descriptionweakly similar to ( 192)AT4G29000| Symbols:  | tesmin/TSO1-like CXC domain-containing protein | chr4:14293963-14296608 FORWARDnot assigned CXC	RNA.regulation of transcription.CPP(Zn),CPP1-related transcription factor family	27_3_17

CUST_89177_PI403524517	2	0.15925407	0.0049533844	0.09323263	-0.019341469	-0.0049533844	-0.1369443	35_25511	"Cluster: Protein TOC75, chloroplast precursor; n=2; Oryza sativa|Rep: Protein TOC75, chloroplast precursor - Oryza sativa (Rice)"	UniRef90_Q84Q83	"CHR3V7|COORD:17227089..17230281| TOC75-III (translocon outer membrane complex 75-III); protein translocase"	AT3G46740.1	CHR03V5|COORD:9047390..9053113|protein protein TOC75, chloroplast precursor, putative, expressed	LOC_Os03g16440.1	"no descriptionmoderately similar to ( 330)AT3G46740| Symbols: TOC75-III | TOC75-III (translocon outer membrane complex 75-III); protein translocase | chr3:17227089-17230281 REVERSEmoderately similar to ( 410)TOC75_ORYSACOG4775"	protein.targeting.chloroplast	29_3_3

CUST_170793_PI403524517	2	0.15042591	-0.4814062	-0.025204659	-0.041625977	0.12521839	0.025205612	35_47574	"Cluster: Hypothetical protein OJ1058_C01.6; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1058_C01.6 - Oryza sativa (japonica cultivar"	UniRef90_Q6I5R9	CHR2V7|COORD:18439977..18443704| RNA recognition motif (RRM)-containing protein	AT2G44710.1	CHR05V5|COORD:22905044..22908282|protein expressed protein	LOC_Os05g39210.1	no description	not assigned.unknown	35_2

CUST_28904_PI403524517	2	0.03659582	-0.557456	-0.2501421	0.35628414	0.23196173	-0.036595345	35_8353	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10MX5	"CHR2V7|COORD:12812910..12816303| similar to PMR5 (POWDERY MILDEW RESISTANT 5) [Arabidopsis thaliana] (TAIR:AT5G58600.1); similar to unknown [Pisum sativum]"	AT2G30010.1	CHR03V5|COORD:10085032..10087077|protein expressed protein	LOC_Os03g18110.1	" no descriptionweakly similar to ( 117)AT2G30010| Symbols:  | similar to PMR5 (POWDERY MILDEW RESISTANT 5) [Arabidopsis thaliana] (TAIR:AT5G58600.1); similar to unknown [Pisum sativum] (GB:ABA29157.1); similar to unknown [Pisum sativum] (GB:ABA29158.1); similar to Os03g0290900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001049797.1); contains InterPro domain Protein of unknown function DUF231, plant; (InterPro:IPR004253) | chr2:12812910-12816303 FORWARDDUF231 "	not assigned.unknown	35_2

CUST_20262_PI403524517	2	0.05518818	-0.043203354	-0.22979355	0.039933205	-4.5108795E-4	4.5108795E-4	35_5873	"Cluster: Myosin heavy chain-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Myosin heavy chain-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8LHQ6	"CHR2V7|COORD:11306643..11309154| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G42880.1); similar to unknown protein [Arabidopsis thaliana]"	AT2G26570.1	CHR07V5|COORD:25561731..25566146|protein paramyosin, putative, expressed	LOC_Os07g42700.4	" no descriptionmoderately similar to ( 220)AT2G26570| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G42880.1); similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G33390.1); similar to IMP dehydrogenase/GMP reductase [Medicago truncatula] (GB:ABE88908.1); contains InterPro domain Protein of unknown function DUF827, plant; (InterPro:IPR008545) | chr2:11306643-11309154 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF827 Smc PRK02224 TolA SbcC TolA COG4942 Myosin_tail_1 COG4372 DUF745 Tropomyosin PRK05035 DUF390 PRK03918 MA tolA COG1579 MukB Caldesmon ERM PspA "	not assigned.unknown	35_2

CUST_27617_PI403524517	2	0.015359879	-0.08775711	0.011202812	0.003112793	-0.1323452	-0.0031137466	35_7989	"Cluster: Hypothetical protein OSJNBa0078O01.3; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0078O01.3 - Oryza sativa (japonica cu"	UniRef90_Q8LNH7	"CHR2V7|COORD:19632701..19635939| similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAM93677.1); contains InterPro domain"	AT2G47960.1	CHR10V5|COORD:18698514..18704017|protein expressed protein	LOC_Os10g35570.1	" no descriptionweakly similar to ( 176)AT2G47960| Symbols:  | similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAM93677.1); contains InterPro domain Transglutaminase, C-terminal; (InterPro:IPR008958); contains InterPro domain Protein of unknown function DUF974; (InterPro:IPR010378) | chr2:19632701-19635939 FORWARDnot assigned DUF974 "	not assigned.unknown	35_2

CUST_16142_PI399408534	2	0.052139282	-0.6149616	0.0053710938	-0.0053710938	0.093790054	-0.13640118	35_46658	"Cluster: Putative transcription factor; n=3; Oryza sativa (japonica cultivar-group)|Rep: Putative transcription factor - Oryza sativa (japonica"	UniRef90_Q8H7V1	CHR1V7|COORD:27544167..27545025| nascent polypeptide-associated complex (NAC) domain-containing protein	AT1G73230.1	CHR03V5|COORD:541030..538555|protein transcription factor BTF3, putative, expressed	LOC_Os03g01910.1	no descriptionweakly similar to ( 147)AT1G73230| Symbols:  | nascent polypeptide-associated complex (NAC) domain-containing protein | chr1:27544167-27545025 REVERSEnot assigned	RNA.regulation of transcription.General Transcription	27_3_50

CUST_122459_PI403524517	2	-0.06556797	-0.12165737	0.06556797	0.08102512	0.21659184	-0.09045029	35_34558	Rep: Hypothetical protein - Phaeosphaeria nodorum SN15	UniRef90_Q0U800	CHR3V7|COORD:19820873..19821373| 60S ribosomal protein L12 (RPL12B)	AT3G53430.1	CHR04V5|COORD:29961241..29962967|protein 60S ribosomal protein L12, putative, expressed	LOC_Os04g50990.1	no descriptionvery weakly similar to (73.9)AT5G60670| Symbols:  | 60S ribosomal protein L12 (RPL12C) | chr5:24398292-24398792 REVERSEvery weakly similar to (56.2)RL12_CHLRE60S ribosomal protein L12 - Chlamydomonas reinhardtiinot assigned	protein.synthesis.misc ribososomal protein	29_2_2

CUST_78894_PI403524517	2	-0.1840043	-0.47837687	0.24150229	0.34713173	0.12796259	-0.12796259	35_22627	"Cluster: Putative family II extracellular lipase 3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative family II extracellular lipase 3 - Oryza sativa (j"	UniRef90_Q5QLD0	CHR2V7|COORD:13440981..13441846| GDSL-motif lipase/hydrolase family protein	AT2G31550.1	CHR01V5|COORD:35932554..35934765|protein anther-specific proline-rich protein APG precursor, putative, expressed	LOC_Os01g61570.1	no descriptionweakly similar to ( 172)AT2G40250| Symbols:  | GDSL-motif lipase/hydrolase family protein | chr2:16820408-16822329 FORWARDweakly similar to ( 110)APG_BRANAAnther-specific proline-rich protein APG - Brassica napus (Rape)SGNH_plant_lipase_like fatty_acyltransferase_like COG3240 Triacylglycerol_lipase_like Lipase_GDSL PRK12323	misc.GDSL-motif lipase	26_28

CUST_149069_PI403524517	2	-0.04985428	0.02755642	0.01960373	-0.0061831474	0.0061826706	-0.2675519	35_41700	"Cluster: Putative PrMC3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative PrMC3 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ZDG4	"CHR2V7|COORD:1077077..1078015| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G48690.1); similar to unknown protein [Arabidopsis thaliana]"	AT2G03550.1	CHR08V5|COORD:23284331..23285293|protein gibberellin receptor GID1L2, putative, expressed	LOC_Os08g37050.1	"no descriptionvery weakly similar to (71.2)AT2G03550| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G48690.1); similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G48700.1); similar to Esterase/lipase/thioesterase [Medicago truncatula] (GB:ABE83378.1); contains InterPro domain Esterase/lipase/thioesterase; (InterPro:IPR000379); contains InterPro domain Alpha/beta hydrolase fold-3; (InterPro:IPR013094) | chr2:1077077-1078015 FORWARDnot assigned not assigned not assigned TT_ORF1"	not assigned.no ontology	35_1

CUST_14204_PI399408534	2	-0.099356174	5.531311E-5	-0.052442074	0.0016317368	-5.531311E-5	0.12629986	35_34714	Rep: Hypothetical protein - Gibberella zeae (Fusarium graminearum)	UniRef90_Q4I5H5	CHR1V7|COORD:20988209..20990558| NOP56 (ARABIDOPSIS HOMOLOG OF NUCLEOLAR PROTEIN NOP56)	AT1G56110.1	CHR03V5|COORD:13204309..13201367|protein nucleolar protein Nop56, putative, expressed	LOC_Os03g22880.1	 no descriptionweakly similar to ( 139)AT3G12860| Symbols:  | nucleolar protein Nop56, putative | chr3:4091685-4093928 FORWARDnot assigned not assigned not assigned SIK1 Nop Pectinesterase 	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_94457_PI403524517	2	-0.01322937	-0.18515587	0.13436222	0.01322937	-0.031103134	0.19860935	35_27000	"Cluster: Coiled-coil protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Coiled-coil protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53JH6	"CHR3V7|COORD:1500809..1502932| similar to myosin heavy chain-related [Arabidopsis thaliana] (TAIR:AT1G77580.2); similar to Protein of unknown function DUF869, p"	AT3G05270.1	CHR11V5|COORD:3391832..3385190|protein coiled-coil protein, putative, expressed	LOC_Os11g06910.3	no descriptionDUF869	not assigned.unknown	35_2

CUST_171313_PI403524517	2	-0.04557228	-0.069553375	-0.11595631	0.08190632	0.19999981	0.04557228	35_47732	"Cluster: Conserved proline-rich protein; n=1; Aspergillus clavatus NRRL 1|Rep: Conserved proline-rich protein - Aspergillus clavatus NRRL 1"	UniRef90_A1CPW0	CHR1V7|COORD:25812961..25813793| AGP19/ATAGP19 (ARABINOGALACTAN-PROTEIN 19)	AT1G68725.1	CHR02V5|COORD:3297208..3304374|protein zinc finger C-x8-C-x5-C-x3-H type family protein, expressed	LOC_Os02g06584.4	no description	not assigned.unknown	35_2

CUST_117690_PI403524517	2	0.12946749	-0.07742405	0.077424526	-0.20525074	0.13715076	-0.1237793	35_33342	"Cluster: Hypothetical protein OSJNBb0074M06.9; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0074M06.9 - Oryza sativa (japonica cu"	UniRef90_Q7Y0E6	"CHR1V7|COORD:6611017..6612405| similar to PREDICTED: similar to Coenzyme Q9 homolog (yeast) [Gallus gallus] (GB:XP_414002.1); similar to Os03g0405100 [Oryza sat"	AT1G19140.1	CHR03V5|COORD:16534924..16540918|protein ubiquinone biosynthesis protein COQ9, mitochondrial precursor, putative, expressed	LOC_Os03g29180.1	"no descriptionweakly similar to ( 117)AT1G19140| Symbols:  | similar to PREDICTED: similar to Coenzyme Q9 homolog (yeast) [Gallus gallus] (GB:XP_414002.1); similar to Os03g0405100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001050328.1); contains InterPro domain RpsU-divergently transcribed; (InterPro:IPR012762); contains InterPro domain COQ9; (InterPro:IPR013718) | chr1:6611017-6612405 REVERSEvery weakly similar to (86.7)GUB2_HORVULichenase-2 precursor - Hordeum vulgare (Barley)not assigned COQ9 Glyco_hydro_17 COG5590"	misc.beta 1,3 glucan hydrolases	26_4

CUST_74429_PI403524517	2	0.0069179535	-0.35045433	0.03293228	0.12841415	-0.0069179535	-0.009824753	35_21344	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_3721_PI404877155	2	-0.1781292	0.5676775	-0.02777481	-0.22516441	0.027775764	0.10520649	Contig14309_at	hypothetical protein [Oryza sativa (japonica cultivar-group)]	NP_910570.1	BSD domain-containing protein	At5g65910.1	protein BSD domain, putative	Os06g07820	NONE	RNA.regulation of transcription.Polycomb Group (PcG)	27_3_65

CUST_8758_PI404877155	2	0.014344692	-0.40554047	0.12616444	-0.014344692	-0.14039469	0.031083584	Contig26196_at	0	0	0	0	0	0	"raffinose synthase family protein, similar to galactinol-raffinose galactosyltransferase (Vigna angularis) GI:6634701, seed imbibition protein GB:AAA32975 GI:167100 from (Hordeum vulgare); contains Pfam profile PF05691: Raffinose synthase or seed imbibiti"	minor CHO metabolism.raffinose family.raffinose synthases.known	3_1_2_01

CUST_5141_PI403524517	2	-0.070510864	-0.0762434	0.07050991	0.10574818	0.11719322	-0.19094944	35_1414	"Cluster: NADP-dependant malate dehydrogenase; n=5; Magnoliophyta|Rep: NADP-dependant malate dehydrogenase - Oplismenus compositus"	UniRef90_Q8H0P4	CHR5V7|COORD:23597236..23599513| malate dehydrogenase (NADP), chloroplast, putative	AT5G58330.1	CHR08V5|COORD:28008211..28013427|protein malate dehydrogenase 1, chloroplast precursor, putative, expressed	LOC_Os08g44810.1	 no descriptionhighly similar to ( 639)AT5G58330| Symbols:  | malate dehydrogenase (NADP), chloroplast, putative | chr5:23597236-23599513 REVERSEhighly similar to ( 711)MDHP1_SORBIMalate dehydrogenase [NADP] 1, chloroplast precursor - Sorghum bicolor (Sorghum) (Sorghum vulgare)not assigned MDH_choloroplast PRK05442 MDH MDH_cytoplasmic_cytosolic LDH_MDH Mdh MDH_1B Ldh_1_C Ldh_1_N LDH LDH-like_MDH PRK06223 PRK05086 MDH_glycosomal_mitochondrial 	TCA / org. transformation.other organic acid transformaitons.cyt MDH	8_2_9

CUST_78827_PI403524517	2	0.22215176	0.056685448	0.2136364	-0.0982995	-0.05668497	-0.27475977	35_22603	"Cluster: Putative lung seven transmembrane receptor 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative lung seven transmembrane receptor 1 - Oryza sat"	UniRef90_Q6L517	"CHR3V7|COORD:2940529..2941848| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G18520.1); similar to Os01g0836800 [Oryza sativa (japonica"	AT3G09570.1	CHR05V5|COORD:22636077..22638131|protein transmembrane receptor, putative, expressed	LOC_Os05g38720.1	"no descriptionvery weakly similar to (72.4)AT3G09570| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G18520.1); similar to Os01g0836800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001044733.1); similar to Os05g0462500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001055767.1); similar to unknown [Sorghum bicolor] (GB:AAQ06259.1); contains InterPro domain Lung seven transmembrane receptor; (InterPro:IPR009637) | chr3:2940529-2941848 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Atrophin-1 PRK12323 PRK07003 TT_ORF1 DUF566 Tymo_45kd_70kd PRK07764 PRK09169 IER"	not assigned.unknown	35_2

CUST_17366_PI399408534	2	-0.026960373	0.24481583	0.026961327	-0.122291565	0.09674835	-0.072942734	35_2008	"Cluster: Putative NAC2; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative NAC2 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K6Z3	"CHR5V7|COORD:1243981..1246417| NAC2 (Arabidopsis NAC domain containing protein 78); transcription factor"	AT5G04410.1	CHR02V5|COORD:35297324..35301398|protein NAC domain-containing protein 78, putative, expressed	LOC_Os02g57650.1	" no descriptionmoderately similar to ( 234)AT5G04410| Symbols: ANAC078, NAC2 | NAC2 (Arabidopsis NAC domain containing protein 78); transcription factor | chr5:1243981-1246417 FORWARDweakly similar to ( 129)NAC68_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned NAM PRK07764 PRK12323 PRK07003 "	RNA.regulation of transcription.NAC domain transcription factor family	27_3_27

CUST_9576_PI404877155	2	0.14161396	0.45036125	0.013511658	-0.16490555	-0.03403473	-0.013511658	Contig3329_at	"GTP-binding family protein [Arabidopsis thaliana] gb|AAG52287.1| putative GTP-binding protein; 106556-109264 [Arabidopsis thaliana]"	NP_175706.1	GTP-binding family protein	At1g52980.1	"protein GTP-binding protein; 106556-109264, putative"	Os03g22890	GTP-binding protein -related	signalling.G-proteins	30_5

CUST_34363_PI399408534	2	0.1330967	0.1479578	-0.02232933	-0.15514183	-0.14285946	0.022328377	35_21590	"Cluster: Putative auxin-independent growth promoter; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative auxin-independent growth promoter - Oryza sativa"	UniRef90_Q6ETI4	"CHR3V7|COORD:9658123..9660978| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G65470.1); similar to Os02g0158800 [Oryza sativa (japonica"	AT3G26370.1	CHR02V5|COORD:3197139..3203166|protein auxin-independent growth promoter-like protein, putative, expressed	LOC_Os02g06400.1	" no descriptionmoderately similar to ( 452)AT3G26370| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G65470.1); similar to Os02g0158800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001045959.1); similar to putative axi 1 [Oryza sativa (japonica cultivar-group)] (GB:BAD46055.1); contains InterPro domain Protein of unknown function DUF246, plant; (InterPro:IPR004348) | chr3:9658123-9660978 FORWARDDUF246 "	hormone metabolism.auxin.induced-regulated-responsive-activated	17_2_3

CUST_104008_PI403524517	2	0.23467922	-0.14059639	0.008979797	-0.008979797	-0.038451195	0.10074997	35_29646	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_3126_PI403524517	2	-0.75088024	0.9240217	0.023488522	0.98036337	-0.023488522	-0.63929987	35_849	Rep: Xylanase inhibitor XIP-III - Triticum aestivum (Wheat)	UniRef90_Q4W6G2	CHR5V7|COORD:8143808..8145156| acidic endochitinase (CHIB1)	AT5G24090.1	CHR07V5|COORD:26213400..26214563|protein xylanase inhibitor protein 1 precursor, putative, expressed	LOC_Os07g43820.1	no descriptionvery weakly similar to (81.3)AT5G24090| Symbols:  | acidic endochitinase (CHIB1) | chr5:8143808-8145156 REVERSEweakly similar to ( 137)XIP1_WHEATXylanase inhibitor protein 1 precursor - Triticum aestivum (Wheat)not assigned	stress.biotic	20_1

CUST_3197_PI399408534	2	0.39993048	0.33354044	-0.003991604	-0.21474838	-0.3878336	0.0039920807	35_18695	"Cluster: Transducin family protein / WD-40 repeat family protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Transducin family protein / WD-40"	UniRef90_Q5N9R6	CHR3V7|COORD:18330234..18335358| transducin family protein / WD-40 repeat family protein	AT3G49400.1	CHR01V5|COORD:29436783..29446209|protein expressed protein	LOC_Os01g50690.1	no descriptionweakly similar to ( 182)AT3G49400| Symbols:  | transducin family protein / WD-40 repeat family protein | chr3:18330234-18335358 REVERSE	RNA.regulation of transcription.MADS box transcription factor family	27_3_24

CUST_12296_PI403524517	2	-0.40082932	0.030578613	0.009386063	0.03724575	-0.14225578	-0.009386063	35_3501	"Cluster: Putative ERD4 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ERD4 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ZLQ0	CHR1V7|COORD:10715874..10718781| ERD4 (EARLY-RESPONSIVE TO DEHYDRATION 4)	AT1G30360.1	CHR07V5|COORD:2604525..2599487|protein ERD4 protein, putative, expressed	LOC_Os07g05570.1	no descriptionvery weakly similar to (95.9)AT1G30360| Symbols: ERD4 | ERD4 (EARLY-RESPONSIVE TO DEHYDRATION 4) | chr1:10715874-10718781 FORWARDnot assigned DUF221	stress.abiotic.drought/salt	20_2_3

CUST_22138_PI399408534	2	0.21042252	0.16166306	-0.03246498	-0.0086631775	0.0086631775	-0.011629105	35_46409	Rep: F18B13.15 protein - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q9SSD2	CHR1V7|COORD:30122945..30132467| SUS2 (ABNORMAL SUSPENSOR 2)	AT1G80070.1	CHR05V5|COORD:3692532..3682198|protein pre-mRNA-processing-splicing factor 8, putative, expressed	LOC_Os05g07050.1	 no descriptionvery weakly similar to (90.9)AT1G80070| Symbols: EMB158, EMB33, EMB177, EMB14, SUS2 | SUS2 (ABNORMAL SUSPENSOR 2) | chr1:30122945-30132467 FORWARDnot assigned PROCT 	RNA.processing.splicing	27_1_1

CUST_15681_PI403524517	2	0.15116024	0.18146706	-0.08516693	-0.0657711	-0.049206734	0.049207687	35_4527	"Cluster: Os01g0109700 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os01g0109700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JRB9	CHR1V7|COORD:26387452..26393231| paired amphipathic helix repeat-containing protein	AT1G70060.1	CHR05V5|COORD:25054..16630|protein paired amphipathic helix repeat family protein, expressed	LOC_Os05g01020.3	no descriptionvery weakly similar to (67.0)AT1G70060| Symbols:  | paired amphipathic helix repeat-containing protein | chr1:26387452-26393231 FORWARD	not assigned.no ontology.paired amphipathic helix repeat-containing protein	35_1_24

CUST_171756_PI403524517	2	0.13500404	-0.087376595	-0.05479145	0.0060014725	-0.003320694	0.0033216476	35_47855	"Cluster: Putative PPR2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative PPR2 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5SND3		0	CHR06V5|COORD:3639787..3642652|protein PPR2, putative, expressed	LOC_Os06g07550.1	no description	not assigned.unknown	35_2

CUST_57466_PI403524517	2	0.07545662	-0.2369461	-0.06256962	0.032431602	0.038057327	-0.032431602	35_16385	"Cluster: Hypothetical protein T9L3_90; n=1; Arabidopsis thaliana|Rep: Hypothetical protein T9L3_90 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9LEQ9	CHR5V7|COORD:4784061..4785511| binding	AT5G14790.1	CHR02V5|COORD:11961692..11967963|protein HEAT repeat family protein, expressed	LOC_Os02g20310.3	no descriptionmoderately similar to ( 323)AT5G14790| Symbols:  | binding | chr5:4784061-4785511 FORWARDnot assigned	not assigned.unknown	35_2

CUST_15075_PI403524517	2	-0.08661795	-0.102962494	-8.54969E-4	8.54969E-4	0.01811409	0.04918003	35_4344	Rep: H0801D08.18 protein - Oryza sativa (Rice)	UniRef90_Q259E4	CHR3V7|COORD:17371223..17372864| protein binding / zinc ion binding	AT3G47160.1	CHR07V5|COORD:27919498..27913627|protein RNA-binding protein, putative, expressed	LOC_Os07g46700.3	no descriptionmoderately similar to ( 231)AT3G47160| Symbols:  | protein binding / zinc ion binding | chr3:17371223-17372864 REVERSEnot assigned not assigned not assigned RING	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_48952_PI403524517	2	-0.03046894	0.03046894	-0.07131195	0.08773613	-0.08503628	0.17430115	35_13976	Rep: MFP1 attachment factor 1 - Zea mays (Maize)	UniRef90_Q9M7N5	CHR1V7|COORD:17300621..17301163| WPP2 (WPP domain protein 2)	AT1G47200.1	CHR03V5|COORD:5665732..5666720|protein MFP1 attachment factor 1, putative, expressed	LOC_Os03g11060.1	no descriptionvery weakly similar to (51.2)AT1G47200| Symbols: WPP2 | WPP2 (WPP domain protein 2) | chr1:17300621-17301163 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07764 PRK12323 PRK07003 Tymo_45kd_70kd TT_ORF1 Atrophin-1 PRK12678 PRK05648 APC_basic Protamine_P1 DUF1509 KAR9 IER AF-4 DUF1421	cell.organisation	31_1

CUST_120159_PI403524517	2	-0.28888607	-0.2461586	0.1524458	0.49444008	0.2328701	-0.1524458	35_33977	"Cluster: Putative peptide methionine sulfoxide reductase; n=2; Oryza sativa|Rep: Putative peptide methionine sulfoxide reductase - Oryza sativa (Rice)"	UniRef90_Q9AY51	CHR5V7|COORD:25038614..25039461| 40S ribosomal protein S20 (RPS20C)	AT5G62300.1	CHR10V5|COORD:21925085..21927573|protein peptide methionine sulfoxide reductase, putative, expressed	LOC_Os10g41400.1	"no descriptionweakly similar to ( 112)AT5G61640| Symbols: PMSR1 | PMSR1 (PEPTIDEMETHIONINE SULFOXIDE REDUCTASE 1); protein-methionine-S-oxide reductase | chr5:24792333-24793373 FORWARDweakly similar to ( 117)MSRA_LACSAPeptide methionine sulfoxide reductase - Lactuca sativa (Garden lettuce)not assigned not assigned Ribosomal_S10 rps10P RpsJ MsrA PRK00058 PMSR PRK13014 PRK05550"	protein.postranslational modification	29_4

CUST_133965_PI403524517	2	-0.32756805	0.095433235	-0.095433235	0.11004543	-0.14555645	0.138237	35_37598	Rep: 40S ribosomal protein S3a-like - Solanum tuberosum (Potato)	UniRef90_Q2VCH9	CHR4V7|COORD:16548729..16550227| 40S ribosomal protein S3A (RPS3aB)	AT4G34670.1	CHR03V5|COORD:5254038..5257127|protein 40S ribosomal protein S3a, putative, expressed	LOC_Os03g10340.1	no descriptionmoderately similar to ( 221)AT4G34670| Symbols:  | 40S ribosomal protein S3A (RPS3aB) | chr4:16548729-16550227 FORWARDmoderately similar to ( 219)RS3A_ORYSAnot assigned Ribosomal_S3Ae RPS1A PRK04057	protein.synthesis.misc ribososomal protein	29_2_2

CUST_169427_PI403524517	2	0.4509096	-0.038206577	0.4120021	-0.5154705	-0.18322611	0.038207054	35_47190	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_5911_PI403524517	2	0.003083229	0.0584116	0.007555008	-0.05412388	-0.068297386	-0.003083229	35_1632	Rep: OSIGBa0140O07.14 protein - Oryza sativa (Rice)	UniRef90_Q01J29	CHR2V7|COORD:16688744..16690569| microsomal signal peptidase 25 kDa subunit, putative (SPC25)	AT2G39960.1	CHR04V5|COORD:22030642..22027598|protein signal peptidase complex subunit 2, putative, expressed	LOC_Os04g36859.1	 no descriptionmoderately similar to ( 256)AT2G39960| Symbols:  | microsomal signal peptidase 25 kDa subunit, putative (SPC25) | chr2:16688744-16690569 REVERSEnot assigned SPC25 	not assigned.no ontology	35_1

CUST_12306_PI403524517	2	-0.03724289	-0.46416283	-0.073970795	0.06397438	0.037241936	0.11466026	35_3508	"Cluster: Putative chaperonin containing TCP1, subunit 3; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative chaperonin containing TCP1, subunit 3 - Oryza"	UniRef90_Q6K3R8	CHR5V7|COORD:9255564..9258894| chaperonin, putative	AT5G26360.1	CHR06V5|COORD:20157644..20164626|protein T-complex protein 1 subunit gamma, putative, expressed	LOC_Os06g34690.1	 no descriptionhighly similar to ( 543)AT5G26360| Symbols:  | chaperonin, putative | chr5:9255564-9258894 REVERSEweakly similar to ( 149)TCPE1_AVESAT-complex protein 1 subunit epsilon - Avena sativa (Oat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TCP1_gamma chaperonin_type_I_II cpn60 Cpn60_TCP1 GroL TCP1_eta TCP1_epsilon TCP1_zeta TCP1_theta TCP1_delta chaperonin_like TCP1_alpha TCP1_beta Fab1_TCP groEL 	protein.folding	29_6

CUST_162241_PI403524517	2	0.0814538	0.5115137	0.055654526	-0.055655003	-0.18799448	-0.14008188	35_45253	"Cluster: Putative tetrafunctional protein of glyoxysomal fatty acid beta- oxidation; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative tetrafunctional p"	UniRef90_Q94CN1	"CHR3V7|COORD:2161932..2166015| MFP2 (MULTIFUNCTIONAL PROTEIN); enoyl-CoA hydratase"	AT3G06860.1	CHR01V5|COORD:13869753..13875774|protein glyoxysomal fatty acid beta-oxidation multifunctional protein MFP-a, putative, expressed	LOC_Os01g24680.2	" no descriptionweakly similar to ( 158)AT3G06860| Symbols: ATMPF2, MFP2 | MFP2 (MULTIFUNCTIONAL PROTEIN); enoyl-CoA hydratase | chr3:2161932-2166015 FORWARDweakly similar to ( 179)MFPA_CUCSAGlyoxysomal fatty acid beta-oxidation multifunctional protein MFP-a [Includes: Enoyl-CoA hydratase/3-2-trans-enoyl-CoA isomerase/3-hydroxybutyryl-CoA epimerase - Cucumis sativus (Cucumber)not assigned not assigned PRK07658 fadJ fadB ECH PRK05809 CaiD PRK07657 PRK06688 PRK09076 PRK06143 PRK05979 PRK05862 PRK07628 PRK09674 PRK06144 PRK03580 PRK08150 PRK08788 "	lipid metabolism.lipid degradation.beta-oxidation.mutifunctional	11_9_4_9

CUST_150613_PI403524517	2	0.31140852	0.10509443	0.1816101	-0.10509491	-0.35278416	-0.20162296	35_42132	"Cluster: Adenylyl cyclase-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: Adenylyl cyclase-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5JJP6	CHR5V7|COORD:6979316..6981769| receptor	AT5G20635.1	CHR01V5|COORD:40816509..40810154|protein GYF domain containing protein, expressed	LOC_Os01g69990.1	no descriptionnot assigned not assigned not assigned not assigned Keratin_B2	not assigned.unknown	35_2

CUST_60521_PI403524517	2	6.875992E-4	0.4861822	-6.875992E-4	-0.14256573	-0.13445759	0.041828156	35_17254	"Cluster: Hypothetical protein B1003C08.7; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1003C08.7 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q75G50	CHR3V7|COORD:17665241..17666985| similar to Os05g0220900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001054948.1)	AT3G47850.1	CHR05V5|COORD:7411639..7417618|protein expressed protein	LOC_Os05g13390.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned PRK07764 Drf_FH1 Atrophin-1	not assigned.unknown	35_2

CUST_19367_PI403524517	2	0.4675069	0.32416248	0.05490446	-0.27389145	-0.054903984	-0.2913041	35_5614	Rep: S-locus protein 5 - Triticum aestivum (Wheat)	UniRef90_Q7X9J6	CHR1V7|COORD:5702806..5705530| DNAJ heat shock N-terminal domain-containing protein / S-locus protein, putative	AT1G16680.1	CHR12V5|COORD:25873967..25867850|protein S-locus protein 5, putative, expressed	LOC_Os12g41820.1	 no descriptionweakly similar to ( 113)AT1G16680| Symbols:  | DNAJ heat shock N-terminal domain-containing protein / S-locus protein, putative | chr1:5702806-5705530 FORWARDnot assigned 	stress.abiotic.heat	20_2_1

CUST_49869_PI403524517	2	-1.2152891	-0.26071644	1.2312727	0.50418854	0.06277752	-0.06277752	35_14237	Rep: Phenylalanine ammonia-lyase - Triticum aestivum (Wheat)	UniRef90_Q43210	"CHR2V7|COORD:15564681..15567316| PAL1 (PHE AMMONIA LYASE 1); phenylalanine ammonia-lyase"	AT2G37040.1	CHR04V5|COORD:25710651..25707907|protein phenylalanine ammonia-lyase, putative, expressed	LOC_Os04g43800.1	"no descriptionnearly identical (1065)AT2G37040| Symbols: PAL1 | PAL1 (PHE AMMONIA LYASE 1); phenylalanine ammonia-lyase | chr2:15564681-15567316 REVERSEnearly identical (1325)PALY_WHEATPhenylalanine ammonia-lyase - Triticum aestivum (Wheat)not assigned not assigned PAL PAL-HAL HutH PRK09367 Lyase_I_like"	secondary metabolism.phenylpropanoids.lignin biosynthesis.PAL	16_2_1_1

CUST_23547_PI403524517	2	-0.044499397	0.14962864	0.08687973	-0.0771265	0.04450035	-0.07687092	35_6845	"Cluster: Cation exchanger-like protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Cation exchanger-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6YZC6	"CHR3V7|COORD:20631661..20633320| similar to cation exchanger, putative (CAX10) [Arabidopsis thaliana] (TAIR:AT1G54110.1); similar to Os09g0272500 [Oryza"	AT3G55600.1	CHR08V5|COORD:26473848..26476695|protein cation cation antiporter, putative, expressed	LOC_Os08g42110.1	" no descriptionmoderately similar to ( 257)AT3G55600| Symbols:  | similar to cation exchanger, putative (CAX10) [Arabidopsis thaliana] (TAIR:AT1G54110.1); similar to Os09g0272500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001062740.1); similar to Os08g0533700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001062347.1); similar to cation exchanger-like protein [Oryza sativa (japonica cultivar-group)] (GB:BAD13159.1); contains domain no description (G3D.1.20.5.110) | chr3:20631661-20633320 FORWARDnot assigned "	transport.calcium	34_21

CUST_102373_PI403524517	2	0.50908566	0.4314952	0.02255869	-0.1156168	-0.02255869	-0.22470379	35_29205	"Cluster: Os12g0127600 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os12g0127600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IQE1	"CHR5V7|COORD:5927908..5932294| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G29620.1); similar to hypothetical protein [Glycine max]"	AT5G17910.1	CHR12V5|COORD:1325834..1322539|protein expressed protein	LOC_Os12g03410.1	no description	not assigned.unknown	35_2

CUST_83375_PI403524517	2	0.26442814	-0.035764694	0.061299324	0.006216049	-0.014541626	-0.006216049	35_23906	0	0	0	0	CHR02V5|COORD:35413615..35409302|protein DNA binding protein, putative, expressed	LOC_Os02g57820.1	no description	not assigned.unknown	35_2

CUST_63573_PI403524517	2	0.06931496	0.2395525	0.042312622	-0.08720398	-0.042312622	-0.08927059	35_18150	"Cluster: Hypothetical protein P0524G08.117; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0524G08.117 - Oryza sativa (japonica cultivar"	UniRef90_Q8GRJ4	"CHR5V7|COORD:3959121..3960778| similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAC16476.1); similar to Os07g0641800 [Oryza sativa"	AT5G12240.1	CHR07V5|COORD:26710205..26706436|protein expressed protein	LOC_Os07g44744.1	"no descriptionvery weakly similar to (62.0)AT5G12240| Symbols:  | similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAC16476.1); similar to Os07g0641800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001060432.1) | chr5:3959121-3960778 REVERSE"	not assigned.unknown	35_2

CUST_133346_PI403524517	2	0.38287735	1.6839123	0.026123047	-0.026122093	-0.19995975	-0.093976974	35_37436	Rep: Endotransglucosylase/hydrolase XTH5 - Triticum aestivum (Wheat)	UniRef90_Q56TP0	"CHR4V7|COORD:14819451..14820454| MERI5B (MERISTEM-5); hydrolase, acting on glycosyl bonds"	AT4G30270.1	CHR06V5|COORD:29132003..29133773|protein xyloglucan endotransglucosylase/hydrolase protein 23 precursor, putative, expressed	LOC_Os06g48160.1	" no descriptionweakly similar to ( 132)AT4G30270| Symbols: MERI-5, BRU1, MERI5B | MERI5B (MERISTEM-5); hydrolase, acting on glycosyl bonds | chr4:14819451-14820454 REVERSEweakly similar to ( 127)BRU1_SOYBNBrassinosteroid-regulated protein BRU1 precursor - Glycine max (Soybean)not assigned GH16_XET Glyco_hydro_16 Glyco_hydrolase_16 "	cell wall.modification	10_7

CUST_24452_PI403524517	2	-0.22489452	0.5022888	0.32710886	0.030659676	-0.12393427	-0.030659199	35_7097	"Cluster: Putative peptide transporter; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative peptide transporter - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6YVW2	"CHR2V7|COORD:487541..489706| ATPTR2-B (NITRATE TRANSPORTER 1); transporter"	AT2G02040.1	CHR07V5|COORD:24718372..24722198|protein peptide transporter PTR2, putative, expressed	LOC_Os07g41250.1	" no descriptionmoderately similar to ( 323)AT2G02040| Symbols: PTR2-B, NTR1, ATPTR2-B | ATPTR2-B (NITRATE TRANSPORTER 1); transporter | chr2:487541-489706 FORWARDnot assigned PTR2 PTR2 "	transport.peptides and oligopeptides	34_13

CUST_26334_PI403524517	2	0.16849327	0.09195614	-0.017547607	-0.19059277	-0.109802246	0.017547607	35_7633	"Cluster: Hypothetical protein OJ1057_F01.22; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1057_F01.22 - Oryza sativa (japonica"	UniRef90_Q6K8H5	CHR4V7|COORD:18166892..18167734| unknown protein	AT4G38980.1	CHR02V5|COORD:15823380..15827304|protein expressed protein	LOC_Os02g26960.1	no description	not assigned.unknown	35_2

CUST_61738_PI403524517	2	0.21117401	-0.15817165	-0.24832726	-0.03297615	0.039523125	0.03297615	35_17618	Rep: Mitochondrial ribosomal protein L11 - Triticum aestivum (Wheat)	UniRef90_Q948T0	CHR4V7|COORD:16855923..16856390| ribosomal protein L11 family protein	AT4G35490.1	CHR10V5|COORD:16873689..16872097|protein 50S ribosomal protein L11, putative, expressed	LOC_Os10g32870.1	 no descriptionweakly similar to ( 192)AT4G35490| Symbols:  | ribosomal protein L11 family protein | chr4:16855923-16856390 FORWARDvery weakly similar to (71.2)RK11_SPIOL50S ribosomal protein L11, chloroplast precursor - Spinacia oleracea (Spinach)not assigned RL11 RplK rplK Ribosomal_L11 rpl11 rpl11p Ribosomal_L11 Ribosomal_L11_N 	protein.synthesis.mito/plastid ribosomal protein	29_2_1

CUST_156813_PI403524517	2	-0.0015592575	0.6731281	0.5065279	-0.41107178	-0.51057816	0.0015602112	35_43795	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_43820_PI403524517	2	0.18848705	0.048913002	0.10800791	-0.17698717	-0.17463446	-0.048912525	35_12573	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q75GJ2	"CHR5V7|COORD:26318928..26320648| similar to Os03g0726900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001051138.1); similar to Fanconi anemia,"	AT5G65740.2	CHR03V5|COORD:29546360..29543527|protein ubiquitin ligase protein FANCL, putative, expressed	LOC_Os03g51680.2	" no descriptionweakly similar to ( 155)AT5G65740| Symbols:  | similar to PREDICTED: similar to Fanconi anemia, complementation group L [Rattus norve (GB:XP_223701.4); similar to Os03g0726900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001051138.1); similar to hypothetical protein LOC614512 [Bos taurus] (GB:NP_001069800.1); contains domain FAMILY NOT NAMED (PTHR13206); contains domain RING/U-box (SSF57850); contains domain gb def: Hypothetical protein At5g65740/MPA24_9 (PTHR13206:SF3); contains domain no description (G3D.3.30.40.10) | chr5:26318928-26320118 REVERSEnot assigned "	not assigned.unknown	35_2

CUST_12211_PI404877155	2	-0.8313341	0.44981098	-0.037784576	-0.0407238	0.14511871	0.037784576	Contig5941_at	OSJNBa0083M16.33 [Oryza sativa (japonica cultivar-group)]	NP_909169.1	touch-responsive protein / calmodulin-related protein 2, touch-induced (TCH2)	At5g37770.1	protein EF hand, putative	Os01g04330	CALMODULIN-RELATED PROTEIN 2, TOUCH-INDUCED (TCH2)	signalling.calcium	30_3

CUST_45355_PI403524517	2	0.0476408	-0.041499138	-0.034283638	0.022812843	0.22002792	-0.022812843	35_13000	"Cluster: Glycosylphosphatidylinositol anchor attachment 1-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: Glycosylphosphatidylinositol anchor attachment"	UniRef90_Q8LHE8	CHR5|COORD:6415154..6419023| GPI transamidase component family protein / Gaa1-like family protein, contains Pfam profile: PF04114 Gaa1-like, GPI transamidase co	AT5G19130.2	CHR01V5|COORD:28450148..28444903|protein GPI-anchor transamidase, putative, expressed	LOC_Os01g48980.1	no descriptionweakly similar to ( 192)AT5G19130| Symbols:  | GPI transamidase component family protein / Gaa1-like family protein | chr5:6416130-6418995 REVERSEnot assigned Gaa1	protein.postranslational modification	29_4

CUST_24071_PI399408534	2	0.61726856	-0.809206	-0.47302532	0.084074974	-0.084074974	0.298563	35_25052	"Cluster: Non-phototropic hypocotyl 3-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Non-phototropic hypocotyl 3-like - Oryza sativa (japonica cultivar-g"	UniRef90_Q5SMN3	CHR2V7|COORD:6365946..6368382| phototropic-responsive NPH3 family protein	AT2G14820.1	CHR06V5|COORD:4232158..4228185|protein transposon protein, putative, Mutator sub-class, expressed	LOC_Os06g08550.1	no descriptionweakly similar to ( 159)AT2G14820| Symbols:  | phototropic-responsive NPH3 family protein | chr2:6365946-6368382 FORWARDweakly similar to ( 124)NPH3_ORYSAnot assigned not assigned not assigned NPH3 PRK12323 PRK07003	signalling.light	30_11

CUST_171841_PI403524517	2	0.057845116	-0.20985651	0.810853	-0.16867447	0.48997784	-0.057845592	35_47876	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_369_PI403524517	2	-0.016295433	0.1968298	-0.23608875	0.016295433	-0.724206	0.54490757	35_97	"Cluster: Metallothioneine type2; n=1; Hordeum vulgare subsp. vulgare|Rep: Metallothioneine type2 - Hordeum vulgare var. distichum (Two-rowed barley)"	UniRef90_Q8GTD0	CHR3V7|COORD:2889743..2890194| MT2A (METALLOTHIONEIN 2A)	AT3G09390.1	CHR05V5|COORD:583802..584913|protein metallothionein-like protein type 2, putative, expressed	LOC_Os05g02070.3	no descriptionnot assigned Metallothio_2 PRK12323 PRK07764	metal handling.binding, chelation and storage	15_2

CUST_165438_PI403524517	2	0.26324177	0.23014164	-0.008318424	-0.30902147	0.008317947	-0.5033169	35_46103	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_66906_PI403524517	2	0.04420376	0.44410706	0.10365772	-0.074082375	-0.06995869	-0.044202805	35_19107	Rep: Glutathione S-transferase GST 18 - Zea mays (Maize)	UniRef90_Q9FQC1	"CHR2V7|COORD:626877..628568| ATGSTZ2 (Arabidopsis thaliana Glutathione S-transferase (class zeta) 2); glutathione transferase"	AT2G02380.1	CHR12V5|COORD:5755418..5759064|protein glutathione S-transferase, putative, expressed	LOC_Os12g10720.2	"no descriptionmoderately similar to ( 219)AT2G02380| Symbols: ATGSTZ2 | ATGSTZ2 (Arabidopsis thaliana Glutathione S-transferase (class zeta) 2); glutathione transferase | chr2:626877-628568 FORWARDmoderately similar to ( 310)GSTZ_WHEATGlutathione S-transferase - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned GST_C_Zeta Gst GST_N_Zeta GST_N_family GST_N_GTT1_like GST_N_Phi GST_N_Beta GST_N_4 GST_N_Theta GST_N sspA GST_N_Ure2p_like"	misc.glutathione S transferases	26_9

CUST_50472_PI403524517	2	0.08425808	-0.8740597	-0.12704468	0.15826702	0.1898508	-0.084257126	35_14410	"Cluster: 60S ribosomal protein L37a-2; n=7; Spermatophyta|Rep: 60S ribosomal protein L37a-2 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q8RXU5	CHR3V7|COORD:3423898..3424571| 60S ribosomal protein L37a (RPL37aB)	AT3G10950.1	CHR05V5|COORD:27616473..27618590|protein 60S ribosomal protein L37a, putative, expressed	LOC_Os05g48320.1	no descriptionweakly similar to ( 180)AT3G10950| Symbols:  | 60S ribosomal protein L37a (RPL37aB) | chr3:3423898-3424571 FORWARDweakly similar to ( 189)RL37A_ORYSAnot assigned Ribosomal_L37ae RPL43A rpl37ae	protein.synthesis.misc ribososomal protein	29_2_2

CUST_19449_PI404877155	2	-0.026955605	0.056121826	-0.018362045	-0.03415394	0.018361092	0.036924362	rbags19n07_at	Unknown protein [Oryza sativa (japonica cultivar-group)]	AAN77300.1	mitochondrial ribosomal protein L51/S25/CI-B8 family protein	At3g59650.1	protein Mitochondrial ribosomal protein L51 / S25 / CI-B8 domain, putative	Os03g10930	"mitochondrial ribosomal protein L51/S25/CI-B8 family protein, low similarity to mitochondrial ribosomal protein bMRP36a (Mus musculus) GI:13559406; contains Pfam profile PF05047: Mitochondrial ribosomal protein L51 / S25 / CI-B8 domain"	RNA.regulation of transcription.unclassified	27_3_99

CUST_8587_PI404877155	2	-0.12004471	-0.10670948	0.030626297	0.05512142	-0.025227547	0.025227547	Contig2537_at	GTP-binding protein RAB1 - garden petunia gb|AAD10389.1| Rab1-like small GTP-binding protein [Petunia x hybrida]	S72515	Ras-related GTP-binding protein, putative	At3g11730.1	protein GTP-binding protein RAB1 - garden petunia	Os05g01490	GTP-binding protein RAB1	signalling.G-proteins	30_5

CUST_104091_PI403524517	2	0.32391548	-0.33880377	-0.11810589	0.118106365	-0.39341784	0.21240854	35_29669	"Cluster: Hypothetical protein OSJNBa0060A14.5; n=2; Oryza sativa|Rep: Hypothetical protein OSJNBa0060A14.5 - Oryza sativa (Rice)"	UniRef90_Q948J1		0	CHR10V5|COORD:13511726..13517239|protein expressed protein	LOC_Os10g26560.1	no description	not assigned.unknown	35_2

CUST_106969_PI403524517	2	0.03204918	0.11036396	-0.1210804	0.0470953	-0.032048225	-0.07214928	35_30442	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_80246_PI403524517	2	0.18710184	0.0255332	-0.016131878	0.016131878	-0.2714615	-0.21495676	35_23012	Rep: Putative transmembrane protein - Oryza sativa (Rice)	UniRef90_Q94HE8	CHR5V7|COORD:21306268..21308975| MATE efflux protein-related	AT5G52450.1	CHR10V5|COORD:9973017..9970197|protein transparent testa 12 protein, putative, expressed	LOC_Os10g20470.1	no descriptionmoderately similar to ( 374)AT5G52450| Symbols:  | MATE efflux protein-related | chr5:21306268-21308975 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned NorM PRK01766 MatE PRK00187 PRK07003 APC_basic Herpes_BLLF1 PRK12323 PRK07764 Atrophin-1 PRK09169	transport.misc	34_99

CUST_70844_PI403524517	2	0.11167431	-0.18096924	-0.06189251	-0.012875557	0.012875557	0.049995422	35_20299	Rep: H0315A08.11 protein - Oryza sativa (Rice)	UniRef90_Q01I61	"CHR1V7|COORD:28982321..28983568| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G69210.1); similar to Os04g0438300 [Oryza sativa (japonica"	AT1G77122.1	CHR04V5|COORD:21607861..21605505|protein expressed protein	LOC_Os04g35760.1	"no descriptionweakly similar to ( 192)AT1G77122| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G69210.1); similar to Os04g0438300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001052862.1); similar to H0315A08.11 [Oryza sativa (indica cultivar-group)] (GB:CAH67581.1); contains InterPro domain Protein of unknown function DUF150; (InterPro:IPR003728) | chr1:28982321-28983568 REVERSEDUF150 COG0779 PRK00092"	not assigned.unknown	35_2

CUST_4020_PI399408534	2	0.08158684	-0.077423096	-0.03874874	0.071629524	-0.027664185	0.027665138	35_24021	"Cluster: Photosynthetic reaction centre, H-chain, cytoplasmic; n=1; Medicago truncatula|Rep: Photosynthetic reaction centre, H-chain, cytoplasmic - Medicago tru"	UniRef90_Q1SFI4	CHR5V7|COORD:18847226..18850120| 16S rRNA processing protein RimM family	AT5G46420.1	CHR04V5|COORD:30894406..30889853|protein UDP-N-acetylglucosamine pyrophosphorylase, putative, expressed	LOC_Os04g52370.2	no descriptionweakly similar to ( 110)AT5G46420| Symbols:  | 16S rRNA processing protein RimM family | chr5:18847226-18850120 FORWARDCOG4284	RNA.processing	27_1

CUST_35811_PI403524517	2	0.13434792	-0.83782005	-0.06734848	0.084215164	0.06734848	-0.3775711	35_10326	"Cluster: Os11g0222200 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os11g0222200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0ITS4	CHR1V7|COORD:17560711..17562501| serpin, putative / serine protease inhibitor, putative	AT1G47710.1	CHR11V5|COORD:6390071..6388252|protein protein Z, putative, expressed	LOC_Os11g11500.1	 no descriptionweakly similar to ( 174)AT1G47710| Symbols:  | serpin, putative / serine protease inhibitor, putative | chr1:17560711-17562501 FORWARDweakly similar to ( 173)PRTZ_HORVUProtein Z - Hordeum vulgare (Barley)not assigned plant_SERPIN SERPIN Serpin SERPIN bacterial_SERPIN ovalbumin_like COG4826 PAI-2 ov-serpin antithrombin-III_like PAI-1_nexin-1 alpha-1-antitrypsin_like neuroserpin maspin_like C1_inh alpha2AP PEDF 	protein.degradation.serine protease	29_5_5

CUST_38220_PI403524517	2	0.26689196	0.087641716	0.40950298	-0.1408577	-0.26782894	-0.087641716	35_11000	"Cluster: OSJNBa0071I13.18 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0071I13.18 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7FAL6	0	0	CHR04V5|COORD:33309387..33305663|protein farnesyl pyrophosphate synthetase, putative, expressed	LOC_Os04g56230.1	no description	not assigned.unknown	35_2

CUST_163290_PI403524517	2	0.13671207	-0.1713295	0.15098429	-0.00938797	-0.0075445175	0.0075445175	35_45538	"Cluster: Putative NAD-malate dehydrogenase; n=3; Oryza sativa (japonica cultivar-group)|Rep: Putative NAD-malate dehydrogenase - Oryza sativa (japonica cultivar"	UniRef90_Q6YWL3	"CHR3V7|COORD:17524642..17525853| MDH (malate dehydrogenase); malate dehydrogenase"	AT3G47520.1	CHR08V5|COORD:20924719..20921817|protein malate dehydrogenase, mitochondrial precursor, putative, expressed	LOC_Os08g33720.1	no descriptionMDH_glycosomal_mitochondrial	not assigned.unknown	35_2

CUST_63445_PI403524517	2	0.35384274	-0.30644846	0.0138783455	0.14495707	-0.14390373	-0.0138783455	35_18116	"Cluster: Putative mono-or diacylglycerol acyltransferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative mono-or diacylglycerol acyltransferase - Ory"	UniRef90_Q6ZFU0	CHR3V7|COORD:19121718..19123497| diacylglycerol acyltransferase family	AT3G51520.1	CHR02V5|COORD:29595977..29593105|protein diacylglycerol O-acyltransferase 1, putative, expressed	LOC_Os02g48350.1	no descriptionweakly similar to ( 101)AT3G51520| Symbols:  | diacylglycerol acyltransferase family | chr3:19121718-19123497 FORWARDnot assigned DAGAT	not assigned.no ontology	35_1

CUST_118483_PI403524517	2	0.05003929	0.10714531	-0.03903675	-0.0089530945	-0.024336815	0.0089530945	35_33544	"Cluster: Putative allyl alcohol dehydrogenase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative allyl alcohol dehydrogenase - Oryza sativa (japonica cu"	UniRef90_Q8S0M7	CHR3V7|COORD:698537..700285| NADP-dependent oxidoreductase, putative	AT3G03080.1	CHR01V5|COORD:39079460..39081807|protein NADP-dependent oxidoreductase P1, putative, expressed	LOC_Os01g66720.1	 no descriptionweakly similar to ( 106)AT3G03080| Symbols:  | NADP-dependent oxidoreductase, putative | chr3:698537-700285 REVERSEnot assigned COG2130 	misc.oxidases - copper, flavone etc.	26_7

CUST_91439_PI403524517	2	-0.114068985	0.039753914	-0.039753914	0.07409668	-0.14831066	0.07409668	35_26145	"Cluster: Os05g0531500 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0531500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DGH5	CHR1V7|COORD:9868508..9871785| similar to hydrolase, acting on carbon-nitrogen (but not peptide) bonds, in linear amides [Arabidopsis thaliana] (TAIR:AT1G53040.	AT1G28240.1	CHR05V5|COORD:26296553..26301106|protein EMB2756, putative, expressed	LOC_Os05g45490.1	" no descriptionweakly similar to ( 152)AT1G28240| Symbols:  | similar to hydrolase, acting on carbon-nitrogen (but not peptide) bonds, in linear amides [Arabidopsis thaliana] (TAIR:AT1G53040.2); similar to Os01g0304300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001042838.1); similar to Os05g0531500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001056134.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAT47075.1); contains InterPro domain Protein of unknown function DUF616; (InterPro:IPR006852) | chr1:9868508-9871785 REVERSEDUF616 "	not assigned.unknown	35_2

CUST_44800_PI403524517	2	0.006380081	-0.23584747	0.0012922287	-0.33089924	-0.0012922287	0.16622257	35_12846	"Cluster: Hypothetical protein B1015E06.28; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1015E06.28 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5QN07	CHR1V7|COORD:9886639..9887382| VQ motif-containing protein	AT1G28280.1	CHR01V5|COORD:5527299..5530411|protein expressed protein	LOC_Os01g10460.1	no descriptionvery weakly similar to (62.8)AT1G28280| Symbols:  | VQ motif-containing protein | chr1:9886639-9887382 REVERSEnot assigned not assigned	not assigned.no ontology	35_1

CUST_122951_PI403524517	2	0.0397892	-0.14204884	0.013286591	0.043179512	-0.013286591	-0.040727615	35_34682	Rep: Hypothetical protein - Gibberella zeae (Fusarium graminearum)	UniRef90_Q4I8S4		0	0	0	no descriptionnot assigned COG5028	not assigned.unknown	35_2

CUST_8808_PI404877155	2	-0.8867893	-0.33272743	0.4530077	-0.018099785	0.28226757	0.018099785	Contig26335_at	OSJNBa0064H22.1 [Oryza sativa (japonica cultivar-group)]	CAD40882.2	lipoxygenase, putative	At1g72520.1	protein Lipoxygenase, putative	Os04g37430	lipoxygenase, putative, similar to lipoxygenase gi:1495804 (Solanum tuberosum), gi:1654140 (Lycopersicon esculentum), GB:CAB56692 (Arabidopsis thaliana)	hormone metabolism.jasmonate.synthesis-degradation.lipoxygenase	17_7_1_2

CUST_114826_PI403524517	2	-0.028601646	-0.03168106	0.026245117	-0.024946213	0.024946213	0.03548813	35_32585	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_170961_PI403524517	2	0.08330917	0.029395103	-0.029395103	-0.09345245	0.20978642	-0.1014452	35_47619	Rep: Coated vesicle membrane protein-like - Triticum aestivum (Wheat)	UniRef90_A0MAU7	CHR3V7|COORD:2455633..2456658| emp24/gp25L/p24 family protein	AT3G07680.1	CHR09V5|COORD:19680969..19677366|protein coated vesicle membrane protein, putative, expressed	LOC_Os09g32968.2	no descriptionvery weakly similar to (61.6)AT3G07680| Symbols:  | emp24/gp25L/p24 family protein | chr3:2455633-2456658 FORWARD	protein.targeting.secretory pathway.unspecified	29_3_4_99

CUST_59134_PI403524517	2	-0.026104927	-0.77839565	0.0023441315	0.046328545	-0.0023441315	0.059497833	35_16864	"Cluster: Putative glycoprotein 3-alpha-L-fucosyltransferase; n=2; Triticeae|Rep: Putative glycoprotein 3-alpha-L-fucosyltransferase - Triticum aestivum (Wheat)"	UniRef90_Q70G72	"CHR3V7|COORD:6681415..6683807| FUT11 (Fucosyltransferase 11); 4-galactosyl-N-acetylglucosaminide"	AT3G19280.1	CHR08V5|COORD:23140478..23148744|protein glycoprotein 3-alpha-L-fucosyltransferase A, putative, expressed	LOC_Os08g36840.1	" no descriptionhighly similar to ( 575)AT3G19280| Symbols: ATFUT11, FUCT1, FUCTA, FUT11 | FUT11 (Fucosyltransferase 11); 4-galactosyl-N-acetylglucosaminide 3-alpha-L-fucosyltransferase/ fucosyltransferase/ transferase, transferring glycosyl groups | chr3:6681415-6683807 REVERSEnot assigned Glyco_transf_10 "	cell wall.hemicellulose synthesis	10_3

CUST_124055_PI403524517	2	0.16968346	0.38173008	0.023629189	-0.46340895	-0.6308098	-0.023630142	35_34973	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_89787_PI403524517	2	-0.011494637	0.14242554	0.092453	-0.13667488	-0.1482811	0.011494637	35_25688	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_56588_PI403524517	2	0.186203	0.23491383	-0.013047218	-0.039247513	-0.027053833	0.013048172	35_16109	"Cluster: Os05g0493500 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0493500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DH40	"CHR2V7|COORD:11408629..11410283| CYCB1;4 (CYCLIN 3); cyclin-dependent protein kinase regulator"	AT2G26760.1	CHR05V5|COORD:24157193..24160446|protein cyclin-A1, putative, expressed	LOC_Os05g41390.1	" no descriptionweakly similar to ( 125)AT2G26760| Symbols: CYCB1;4, CYC3 | CYCB1;4 (CYCLIN 3); cyclin-dependent protein kinase regulator | chr2:11408629-11410283 FORWARDweakly similar to ( 124)CCNB2_SOYBNG2/mitotic-specific cyclin S13-7 - Glycine max (Soybean)not assigned not assigned Cyclin_C COG5024 CYCLIN CYCLIN "	cell.cycle	31_3

CUST_106398_PI403524517	2	0.1746149	-0.096720695	-0.050595284	0.05059433	0.15167427	-0.06127262	35_30283	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_13388_PI404877155	2	0.06990719	0.071741104	-0.02863884	-0.11042595	-0.02990532	0.028639793	Contig7106_at	Transcription initiation factor TFIID-2 (TATA-box factor 2) (TATA sequence-binding protein 2) (TBP-2)	P50159	transcription initiation factor IID-2 (TFIID-2) / TATA-box factor 2 / TATA sequence-binding protein 2 (TBP2)	At1g55520.1	protein TATA-binding protein TBP2	Os03g45410	Transcription initiation factor TFIID-2 (TATA-box factor 2)	RNA.transcription	27_2

CUST_11859_PI399408534	2	0.041934967	0.1407814	-0.016588211	-0.044488907	-0.04117489	0.016587257	35_20646	Rep: Transcriptional adapter ADA2 - Oryza sativa (Rice)	UniRef90_Q75LL6	"CHR3V7|COORD:2470020..2473068| ADA2A (Arabidopsis adaptor 2A homolog); DNA binding / transcription factor"	AT3G07740.1	CHR03V5|COORD:30893415..30885994|protein transcriptional adaptor, putative, expressed	LOC_Os03g53960.2	" no descriptionweakly similar to ( 165)AT4G16420| Symbols: PRZ1, ADA2B | ADA2B (PROPORZ1); DNA binding / transcription factor | chr4:9262828-9265798 REVERSEnot assigned COG5114 "	RNA.regulation of transcription.Histone acetyltransferases	27_3_54

CUST_673_PI399407379	2	-0.5576	0.333992	-0.13951397	0.38103485	0.13951492	-0.21935272	HvABF3									

CUST_4838_PI404877155	2	0.009226799	-0.5770397	0.28971004	-0.19629383	0.47667027	-0.009225845	Contig16163_at	OSJNBa0058K23.18 [Oryza sativa (japonica cultivar-group)]	CAE02153.2	remorin family protein	At1g30320.1	protein Remorin, C-terminal region, putative	Os04g52920	remorin family protein, contains Pfam domain, PF03763: Remorin, C-terminal region	RNA.regulation of transcription.unclassified	27_3_99

CUST_70138_PI403524517	2	0.06851387	-0.39496517	-0.075873375	0.184515	-0.008846283	0.008847237	35_20076	"Cluster: Probable prenylcysteine oxidase precursor; n=1; Arabidopsis thaliana|Rep: Probable prenylcysteine oxidase precursor - Arabidopsis thaliana (Mouse-ear"	UniRef90_P57681	"CHR5V7|COORD:25589279..25591303| Identical to Probable prenylcysteine oxidase precursor (EC 1.8.3.5) [Arabidopsis Thaliana] (GB:P57681); similar to"	AT5G63910.1	0	0	"no descriptionmoderately similar to ( 296)AT5G63910| Symbols:  | Identical to Probable prenylcysteine oxidase precursor (EC 1.8.3.5) [Arabidopsis Thaliana] (GB:P57681); similar to hypothetical protein LOC550289 [Danio rerio] (GB:NP_001017626.1); contains InterPro domain Prenylcysteine lyase; (InterPro:IPR010795) | chr5:25589279-25591303 REVERSEPrenylcys_lyase"	not assigned.unknown	35_2

CUST_49268_PI403524517	2	-0.054974556	-0.34098816	-0.16274738	0.2056408	0.054974556	0.109025955	35_14056	"Cluster: Os07g0590800 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os07g0590800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D504	CHR4V7|COORD:7758606..7760888| leucine-rich repeat family protein / extensin family protein	AT4G13340.1	CHR07V5|COORD:24078295..24076272|protein transcriptional regulatory protein algP, putative	LOC_Os07g40130.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Tymo_45kd_70kd PRK12323 Extensin_2 PRK05648 PRK07003 Atrophin-1 DUF1421 PRK07764 Drf_FH1 HPC2 Cytadhesin_P30 PRK10819 PRK08770 PRK00708 MARCKS BASP1 TonB PRK10263 DUF1509 MCPVI FAP PRK12372 GRASP55_65 Amelogenin APC_basic Herpes_LP DamX FimV TrbL PRK08853 CDC27 PRK06132 IER COG5373 PRK03427 Gag_spuma PRK12678 tatB PRK12373 PRK08691 DUF605 DedD KAR9 rne PRK11855 DEC-1_N DUF1210 PRK10856 ProSAAS PRK05035 PRK11633 Totivirus_coat PRK12495 Herpes_BLLF1 PRK12727 tolA AF-4 Herpes_UL56 DUF1431 PRK09169 DM6 Treacle PRK04654	not assigned.unknown	35_2

CUST_10916_PI403524517	2	0.018281937	0.4129591	0.043759346	-0.21034622	-0.05677414	-0.018280983	35_3085	Rep: Expressed protein - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q8H0X2	CHR1|COORD:6421109..6425872| zinc finger (C3HC4-type RING finger) family protein, contains Pfam profile: PF00097 zinc finger, C3HC4 type	AT1G18660.1	CHR07V5|COORD:19405372..19403870|protein peptidase S16, lon, putative, expressed	LOC_Os07g32560.1	no descriptionhighly similar to ( 518)AT1G18660| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr1:6421425-6425557 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned COG2802 LON RING Lon RING	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_16368_PI399408534	2	-0.0071458817	-0.36117077	0.008375168	-0.051389694	0.007144928	0.03693962	35_4278	"Cluster: Putative glyoxylate induced protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative glyoxylate induced protein - Oryza sativa (japonica cult"	UniRef90_Q7F1K9	CHR4V7|COORD:9589681..9592432| transcription factor	AT4G17050.1	CHR07V5|COORD:18508283..18513516|protein uncharacterized protein, possibly involved in glyoxylate utilization, putative, expressed	LOC_Os07g31270.1	no descriptionmoderately similar to ( 235)AT4G17050| Symbols:  | transcription factor | chr4:9589681-9592432 FORWARDPRK11171 GlxB	RNA.regulation of transcription.Trihelix, Triple-Helix transcription factor family	27_3_30

CUST_82172_PI403524517	2	-0.047086716	1.0785627	0.21455574	-0.42924595	-0.24801064	0.047086716	35_23570	"Cluster: Multidrug resistance protein 1 homolog; n=1; Triticum aestivum|Rep: Multidrug resistance protein 1 homolog - Triticum aestivum (Wheat)"	UniRef90_Q8RVT7	"CHR1V7|COORD:524134..528745| PGP11 (P-GLYCOPROTEIN 11); ATPase, coupled to transmembrane movement of substances"	AT1G02520.1	CHR01V5|COORD:29120147..29112956|protein multidrug resistance protein 4, putative, expressed	LOC_Os01g50100.1	no descriptionnot assigned ABC_membrane	not assigned.unknown	35_2

CUST_72771_PI403524517	2	-0.0343647	-0.39717865	-0.010380745	0.04608822	0.08293629	0.010381699	35_20860	"Cluster: UPF0326 protein hag1, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: UPF0326 protein hag1, putative, expressed - Oryza sativa (j"	UniRef90_Q10QF4	CHR1|COORD:17570148..17572599| expressed protein	AT1G47740.2	CHR03V5|COORD:5154255..5158348|protein expressed protein	LOC_Os03g10200.1	" no descriptionmoderately similar to ( 313)AT1G47740| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G25170.1); similar to UPF0326 protein hag1, putative, expressed [Oryza sativa (japonica cultivar-group)] (GB:ABF94476.1); similar to Os03g0198500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001049279.1); contains InterPro domain Protein of unknown function DUF862, eukaryotic; (InterPro:IPR008580) | chr1:17570343-17571475 FORWARDnot assigned DUF862 "	not assigned.unknown	35_2

CUST_10012_PI404877155	2	0.17219543	-0.117409706	-0.042388916	0.037653923	-0.032327652	0.032327652	Contig3728_at	unnamed protein product [Oryza sativa (japonica cultivar-group)] dbj|BAA84612.1| putative small GTP-binding protein Bsar1a [Oryza sativa (ja	NP_912773.1	GTP-binding protein (SAR1A)	At4g02080.1	protein ADP-ribosylation factor family	Os12g37360	gi|5922611|dbj|BAA84612.1| unnamed protein product	signalling.G-proteins	30_5

CUST_131843_PI403524517	2	0.44370604	0.29312468	0.25641155	-0.30406237	-0.6617651	-0.25641155	35_37032	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_50057_PI403524517	2	0.11644268	0.31679726	-0.0035333633	-0.08991909	-0.038072586	0.0035333633	35_14288	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_10539_PI403524517	2	0.17762375	-0.43300915	-0.09319973	0.064686775	0.0037765503	-0.0037765503	35_2973	"Cluster: ER lumen protein retaining receptor, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: ER lumen protein retaining receptor, putativ"	UniRef90_Q2R4I7	CHR3V7|COORD:9124486..9126058| ER lumen protein retaining receptor, putative / HDEL receptor, putative	AT3G25040.1	CHR11V5|COORD:15803989..15807795|protein ER lumen protein retaining receptor, putative, expressed	LOC_Os11g28340.1	 no descriptionmoderately similar to ( 376)AT3G25040| Symbols:  | ER lumen protein retaining receptor, putative / HDEL receptor, putative | chr3:9124486-9126058 FORWARDmoderately similar to ( 384)ERD2_PETHYER lumen protein retaining receptor - Petunia hybrida (Petunia)not assigned ER_lumen_recept ERD2 	protein.targeting.secretory pathway.ER	29_3_4_1

CUST_3704_PI399408534	2	0.109256744	0.011254311	-0.011254311	-0.060049057	-0.09024525	0.17721081	35_9596	"Cluster: Os08g0400200 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os08g0400200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J5U8	"CHR2|COORD:9671245..9674061| SET domain-containing protein (SUVH6), identical to SUVH6 (Arabidopsis thaliana) GI:13517753; contains Pfam profiles PF00856:"	AT2G22740.1	CHR09V5|COORD:11868806..11873416|protein YDG/SRA domain containing protein, expressed	LOC_Os09g19830.1	no descriptionweakly similar to ( 132)AT2G22740| Symbols: SUVH6 | SUVH6 (SU(VAR)3-9 homolog 6) | chr2:9671336-9673708 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned SET SET COG2940	RNA.regulation of transcription.SET-domain transcriptional regulator family	27_3_69

CUST_67331_PI403524517	2	0.052628517	0.17089653	-0.03740406	-0.09483147	-0.07848835	0.037403107	35_19225	"Cluster: Os12g0172500 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os12g0172500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IPR5	0	0	CHR12V5|COORD:3678298..3671804|protein nucleotide binding protein, putative, expressed	LOC_Os12g07450.3	no description	not assigned.unknown	35_2

CUST_74379_PI403524517	2	0.24980831	-0.05728531	-0.02660942	0.03542328	0.02660942	-0.10724163	35_21329	"Cluster: Ribose 5-phosphate isomerase, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Ribose 5-phosphate isomerase, putative, expressed -"	UniRef90_Q10CS9	CHR5V7|COORD:17951837..17953668| ribose 5-phosphate isomerase-related	AT5G44520.1	CHR03V5|COORD:32336193..32333874|protein ribose-5-phosphate isomerase, putative, expressed	LOC_Os03g56869.1	no descriptionvery weakly similar to (55.8)AT5G44520| Symbols:  | ribose 5-phosphate isomerase-related | chr5:17951837-17953668 REVERSE	OPP.non-reductive PP.ribose 5-phosphate isomerase	7_2_4

CUST_25673_PI399408534	2	0.10139656	0.24389839	0.040742874	-0.3613882	-0.040743828	-0.22022915	35_32100	"Cluster: Rac GTPase activating protein 3-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Rac GTPase activating protein 3-like protein - Oryza sat"	UniRef90_Q7XAL7	CHR4V7|COORD:1374361..1375913| rac GTPase activating protein, putative	AT4G03100.1	CHR07V5|COORD:12706326..12703672|protein rac GTPase activating protein, putative, expressed	LOC_Os07g22580.1	 no descriptionvery weakly similar to (80.5)AT3G11490| Symbols:  | rac GTPase activating protein, putative | chr3:3617529-3619573 REVERSEnot assigned not assigned not assigned PRK12323 	signalling.G-proteins	30_5

CUST_8383_PI404877155	2	0.1169672	0.45066452	0.07071686	-0.3938074	-0.10468197	-0.07071686	Contig24818_at	OSJNBa0063C18.1 [Oryza sativa (japonica cultivar-group)]	CAE05960.2	DNA-directed RNA polymerase family protein	At3g23780.1	protein DNA-directed RNA polymerase, beta subunit, putative	Os04g54840	"NRPD2B;DNA-directed RNA polymerase family protein, similar to SP:P38420 DNA-directed RNA polymerase II 135 kDa polypeptide (EC 2.7.7.6) (RNA polymerase II subunit 2) {Arabidopsis thaliana}; contains Pfam profiles PF04560: RNA polymerase Rpb2 domain 7, PF0"	RNA.transcription	27_2

CUST_24993_PI403524517	2	0.00676775	1.1059656	0.43456125	-0.00676775	-0.37530327	-0.33357906	35_7254	"Cluster: Putative alpha,alpha-trehalose-phosphate synthase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative alpha,alpha-trehalose-phosphate synthase -"	UniRef90_Q6KAF3	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	CHR02V5|COORD:33563394..33568251|protein trehalose-6-phosphate synthase, putative, expressed	LOC_Os02g54820.3	no descriptionnot assigned not assigned not assigned not assigned PRK07003 Atrophin-1 Tymo_45kd_70kd PRK12323	not assigned.unknown	35_2

CUST_30185_PI399408534	2	0.07779026	0.27565193	-0.016031265	0.016031265	-0.066999435	-0.060806274	35_8137	"Cluster: Phosphoinositide-specific phospholipase C; n=2; Oryza sativa|Rep: Phosphoinositide-specific phospholipase C - Oryza sativa (Rice)"	UniRef90_Q9AXF1	CHR2V7|COORD:16758860..16761389| phosphoinositide-specific phospholipase C family protein	AT2G40116.1	CHR07V5|COORD:29547288..29544132|protein phosphoinositide-specific phospholipase C, putative, expressed	LOC_Os07g49330.1	no descriptionweakly similar to ( 139)AT2G40116| Symbols:  | phosphoinositide-specific phospholipase C family protein | chr2:16758860-16761389 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned C2_2 C2 PRK12323 C2 C2 PRK07764 FAP PRK07003	lipid metabolism.lipid degradation.lysophospholipases.phosphoinositide phospholipase C	11_9_3_5

CUST_11599_PI404877155	2	0.12843037	-0.51391506	-0.027610779	0.108486176	0.027609825	-0.047409058	Contig5268_s_at	glucose-1-phosphate adenylyltransferase (EC 2.7.7.27) large chain - barley gb|AAC49729.1| ADP-glucose pyrophosphorylase large subunit [Horde	T06194	glucose-1-phosphate adenylyltransferase large subunit 1 (APL1) / ADP-glucose pyrophosphorylase (ADG2)	At5g19220.1	protein putative ADP-glucose pyrophosphorylase	Os03g52460	Encodes the large subunit of ADP-glucose pyrophosphorylase which catalyzes the first, rate limiting step in starch biosynthesis.  The large subunit plays a regulatory role whereas the small subunit (ApS) is the catalytic isoform. Four isoforms (ApL1-4) ha	major CHO metabolism.synthesis.starch.AGPase	2_1_2_01

CUST_83364_PI403524517	2	-0.14703369	0.06592941	-0.2662325	-0.003259182	0.02839613	0.003259182	35_23903	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_19407_PI399408534	2	0.0031385422	0.37622833	0.09430313	-0.025387764	-0.052742004	-0.0031394958	35_11029	"Cluster: BZIP-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: BZIP-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q84LF3	CHR2V7|COORD:16961882..16963950| bZIP transcription factor family protein	AT2G40620.1	CHR11V5|COORD:2935176..2938738|protein transcription factor RF2b, putative, expressed	LOC_Os11g06170.2	"no descriptionvery weakly similar to (61.2)AT1G43700| Symbols: VIP1 | VIP1 (VIRE2-INTERACTING PROTEIN 1); transcription factor | chr1:16486792-16488457 FORWARDvery weakly similar to (61.2)RF2B_ORYSA"	RNA.regulation of transcription.bZIP transcription factor family	27_3_35

CUST_26605_PI403524517	2	0.1836257	0.028398514	0.1409173	-0.032148838	-0.039910793	-0.028398037	35_7710	"Cluster: Os05g0212200 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0212200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DJZ0	CHR4V7|COORD:12400389..12403200| leucine-rich repeat family protein	AT4G23840.1	CHR05V5|COORD:6919086..6916174|protein Leucine Rich Repeat family protein, expressed	LOC_Os05g12140.2	no descriptionweakly similar to ( 116)AT4G23840| Symbols:  | leucine-rich repeat family protein | chr4:12400389-12403200 FORWARD	not assigned.no ontology	35_1

CUST_83644_PI403524517	2	0.06622219	0.07800293	0.18047905	-0.11211586	-0.0987978	-0.06622219	35_23980	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_13617_PI403524517	2	-0.025960445	-0.17693996	0.025960445	0.2736187	0.21239519	-0.26478434	35_3908	"Cluster: Putative ubiquinol-cytochrome C reductase complex 7.8 kDa protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ubiquinol-cytochrome C"	UniRef90_Q6ESZ6	CHR1V7|COORD:5203086..5203892| ubiquinol-cytochrome C reductase complex 7.8 kDa protein, putative / mitochondrial hinge protein, putative	AT1G15120.1	CHR02V5|COORD:20124366..20119391|protein ubiquinol-cytochrome C reductase hinge protein, expressed	LOC_Os02g33730.1	 no descriptionweakly similar to ( 105)AT1G15120| Symbols:  | ubiquinol-cytochrome C reductase complex 7.8 kDa protein, putative / mitochondrial hinge protein, putative | chr1:5203086-5203892 FORWARDweakly similar to ( 106)UCRH_SOLTUnot assigned UCR_hinge 	mitochondrial electron transport / ATP synthesis.cytochrome c reductase	9_5

CUST_180463_PI403524517	2	0.36822748	-0.0463233	0.1643467	-0.030707836	-0.006866932	0.006866455	35_50189	"Cluster: OSJNBa0035O13.10 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0035O13.10 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XSL8		0	CHR04V5|COORD:7236704..7234302|protein ribosomal RNA apurinic site specific lyase, putative, expressed	LOC_Os04g13150.1	no description	not assigned.unknown	35_2

CUST_19293_PI404877155	2	-0.056952477	1.337244	-0.33261395	0.55294514	0.056952477	-0.5454254	rbaal24m19_at	ribulosebisphosphate carboxylase [Triticum aestivum]	CAA25058.1	0	0	0	0	ribulose-bisphosphate carboxylase small unit	PS.calvin cyle.rubisco small subunit	1_03_02

CUST_143625_PI403524517	2	0.15923595	-2.8467178E-4	0.03843403	-0.14995337	2.8419495E-4	-0.25076294	35_40238	Rep: Telomere binding protein-1 - Oryza sativa (Rice)	UniRef90_Q9LL45	CHR5V7|COORD:23985480..23987979| ATTRP1 (TELOMERE REPEAT BINDING PROTEIN 1)	AT5G59430.3	CHR02V5|COORD:35084790..35080218|protein initiator binding protein, putative, expressed	LOC_Os02g57270.2	no descriptionvery weakly similar to (88.6)AT5G59430| Symbols: ATTRP1 | ATTRP1 (TELOMERE REPEAT BINDING PROTEIN 1) | chr5:23985480-23987921 FORWARD	DNA.synthesis/chromatin structure	28_1

CUST_17898_PI403524517	2	-0.15999985	-0.5814018	-0.13002968	0.5918293	0.212224	0.13002872	35_5166	"Cluster: Putative AAA-type ATPase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative AAA-type ATPase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q84SZ7	CHR3V7|COORD:10686893..10688485| AAA-type ATPase family protein	AT3G28510.1	CHR03V5|COORD:33420968..33423089|protein ATPase 3, putative, expressed	LOC_Os03g58790.1	no descriptionmoderately similar to ( 360)AT3G28510| Symbols:  | AAA-type ATPase family protein | chr3:10686893-10688485 FORWARDvery weakly similar to (55.5)PRS4_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned AAA RPT1 SpoVK PRK03992 HflB hflB PRK12678 PRK12323 DUF566 Glutenin_hmw PRK07003 Herpes_BLLF1 Pneumo_att_G Tymo_45kd_70kd APC_basic	protein.degradation.AAA type	29_5_9

CUST_111715_PI403524517	2	-0.05316353	0.20111847	-0.02281332	0.15695906	0.02281332	-0.43029022	35_31718	"Cluster: Oxidoreductase, 2OG-Fe oxygenase family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Oxidoreductase, 2OG-Fe oxygenase"	UniRef90_Q10SI2	CHR5V7|COORD:8378967..8383157| oxidoreductase, 2OG-Fe(II) oxygenase family protein	AT5G24530.1	CHR03V5|COORD:1223277..1213718|protein flavonol synthase/flavanone 3-hydroxylase, putative, expressed	LOC_Os03g03034.1	 no descriptionvery weakly similar to (76.6)AT5G24530| Symbols:  | oxidoreductase, 2OG-Fe(II) oxygenase family protein | chr5:8378967-8383157 FORWARDvery weakly similar to (62.0)FLS_MALDOFlavonol synthase/flavanone 3-hydroxylase - Malus domestica (Apple) (Malus sylvestris)not assigned PcbC 	secondary metabolism.flavonoids.flavonols	16_8_4

CUST_74513_PI403524517	2	0.021519661	-0.21456242	-0.021518707	0.19574165	-0.14104271	0.13490295	35_21366	"Cluster: 'putative lipoic acid synthase, contains radical SAM superfamily'; n=1; Oryza sativa (japonica cultivar-group)|Rep: 'putative lipoic acid synthase,"	UniRef90_Q6L534	CHR5V7|COORD:2710984..2713102| lipoic acid synthase family protein	AT5G08415.1	CHR05V5|COORD:25260594..25263053|protein lipoic acid synthetase, mitochondrial precursor, putative, expressed	LOC_Os05g43576.1	no descriptionmoderately similar to ( 478)AT5G08415| Symbols:  | lipoic acid synthase family protein | chr5:2710984-2713102 REVERSEnot assigned not assigned PRK05481 LipA PRK12928 Radical_SAM Elp3 PRK06256 BioB ThiH	Co-factor and vitamine metabolism	18

CUST_71556_PI403524517	2	-0.028130531	9.317398E-4	-0.035093307	0.0015420914	0.017912865	-9.3078613E-4	35_20507	"Cluster: P0028E10.18 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: P0028E10.18 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q9AS74	"CHR3V7|COORD:20934632..20936675| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G40800.1); similar to Os01g0168300 [Oryza sativa (japonica"	AT3G56430.1	CHR01V5|COORD:3493361..3490021|protein expressed protein	LOC_Os01g07382.1	"no descriptionmoderately similar to ( 335)AT3G56430| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G40800.1); similar to Os01g0168300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001042128.1); contains InterPro domain Mitochondrial TIM21; (InterPro:IPR013261) | chr3:20934632-20936675 REVERSE"	not assigned.unknown	35_2

CUST_72970_PI403524517	2	0.049108505	0.53862	0.25095558	-0.14753819	-0.13209057	-0.04910946	35_20922	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_160097_PI403524517	2	0.6954713	0.44725704	-0.008975983	0.0089764595	-0.16509533	-0.44960117	35_44678	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_14789_PI404877155	2	0.062895775	0.009367943	-0.009367943	-0.06746292	0.16454792	-0.06771088	Contig861_at	Sucrose synthase 1 (Sucrose-UDP glucosyltransferase 1) pir||S29242 sucrose synthase (EC 2.4.1.13) Ss1 - barley emb|CAA46701.1| sucrose synth	P31922	sucrose synthase / sucrose-UDP glucosyltransferase (SUS1)	At5g20830.1	protein sucrose synthase (EC 2.4.1.13) 1 - rice	Os06g09450	sucrose synthase type I	major CHO metabolism.degradation.sucrose.Susy	2_2_1_05

CUST_25244_PI403524517	2	0.06299305	0.45501137	-0.13870811	-0.15175343	-0.038283348	0.038283348	35_7319	"Cluster: Hypothetical protein OJ1521_G01.18; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1521_G01.18 - Oryza sativa (japonica cultiv"	UniRef90_Q6Z7I5	"CHR5V7|COORD:16319457..16323599| similar to Os02g0329300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001046716.1); similar to serine-threonine rich"	AT5G40740.1	CHR02V5|COORD:13349857..13360648|protein expressed protein	LOC_Os02g22370.1	"no descriptionvery weakly similar to (84.7)AT5G40740| Symbols:  | similar to Os02g0329300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001046716.1); similar to serine-threonine rich antigen [Staphylococcus aureus] (GB:AAL58470.1) | chr5:16319457-16323599 REVERSE"	not assigned.unknown	35_2

CUST_25004_PI403524517	2	-0.011859894	-0.10136032	0.0118608475	-0.07126045	0.15227604	0.037841797	35_7256	Rep: Isoform 3 of Q95JC9 - Sus scrofa (Pig)	UniRef90_Q95JC9-3	CHR5V7|COORD:2468240..2473658| formin homology 2 domain-containing protein / FH2 domain-containing protein	AT5G07760.1	0	0	no description	not assigned.unknown	35_2

CUST_79305_PI403524517	2	0.04088211	1.3670483	-0.04776001	-0.040881157	-0.2328825	0.07820034	35_22750	"P47179 Saccharomyces cerevisiae YJR151c; n=1; Candida glabrata|Rep: Similarities with sp|P47179 Saccharomyces cerevisiae"	UniRef90_Q6FSJ1	CHR1V7|COORD:23241239..23242177| invertase/pectin methylesterase inhibitor family protein	AT1G62760.1	CHR03V5|COORD:8786381..8788265|protein transposon protein, putative, Mariner sub-class	LOC_Os03g15970.1	no description	not assigned.unknown	35_2

CUST_11552_PI404877155	2	-0.07675648	0.14350224	0.018351555	-0.03644848	-0.018351555	0.042015076	Contig5241_at	NAC-like protein [Oryza sativa (japonica cultivar-group)]	AAO72552.1	no apical meristem (NAM) family protein	At5g04410.1	protein No apical meristem (NAM) protein, putative	Os02g57650	"NAM protein, putative similar to NAM protein GI:6066594 from [Petunia hybrida]; supported by cDNA: gi_14334571_gb_AY034959.1_"	RNA.regulation of transcription.NAC domain transcription factor family	27_3_27

CUST_15063_PI399408534	2	-0.91221	-0.07994509	0.6126423	0.07994509	0.088579655	-0.3555317	35_29789	"Cluster: Putative receptor-like protein kinase; n=2; Oryza sativa|Rep: Putative receptor-like protein kinase - Oryza sativa (Rice)"	UniRef90_Q7G6W1	CHR5V7|COORD:8139337..8141017| protein kinase family protein	AT5G24080.1	CHR10V5|COORD:78971..81917|protein receptor-like protein kinase, putative, expressed	LOC_Os10g01100.1	no descriptionweakly similar to ( 104)AT5G24080| Symbols:  | protein kinase family protein | chr5:8139337-8141017 REVERSEvery weakly similar to (56.6)NORK_PEANodulation receptor kinase precursor - Pisum sativum (Garden pea)not assigned Pkinase	signalling.receptor kinases.DUF 26	30_2_17

CUST_25822_PI403524517	2	0.11864281	0.01863861	-0.6126213	-0.01863861	-0.14936447	0.057602882	35_7485	"Cluster: Os02g0168400 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0168400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E3L1	0	0	CHR02V5|COORD:3694689..3699715|protein expressed protein	LOC_Os02g07190.1	no description	not assigned.unknown	35_2

CUST_24239_PI403524517	2	0.06244564	-0.30844975	-0.16695213	-0.062446594	0.08296013	0.12740517	35_7034	"Cluster: Os01g0201000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0201000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JPU4	CHR1V7|COORD:19776242..19779199| protein kinase family protein	AT1G53050.1	CHR01V5|COORD:5489988..5496253|protein transposon protein, putative, unclassified, expressed	LOC_Os01g10430.2	no descriptionweakly similar to ( 110)AT1G53050| Symbols:  | protein kinase family protein | chr1:19776242-19779199 FORWARD	protein.postranslational modification	29_4

CUST_113583_PI403524517	2	0.16156578	-0.39582062	-0.08390713	0.08390617	-0.5097461	0.2906456	35_32240	"Cluster: Importin-beta N-terminal domain containing protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Importin-beta N-terminal domain"	UniRef90_Q10MU9	CHR5V7|COORD:21731242..21733935| importin beta-2, putative	AT5G53480.1	CHR03V5|COORD:10262050..10258773|protein importin beta-1 subunit, putative, expressed	LOC_Os03g18350.1	 no descriptionvery weakly similar to (66.6)AT5G53480| Symbols:  | importin beta-2, putative | chr5:21731242-21733935 FORWARDnot assigned 	protein.targeting.nucleus	29_3_1

CUST_7196_PI404877155	2	0.019165039	0.012023926	-0.065179825	-0.06792259	0.0045928955	-0.004591942	Contig21001_at	OSJNBa0058G03.4 [Oryza sativa (japonica cultivar-group)] ref|XP_472636.1| OSJNBa0058G03.4 [Oryza sativa (japonica cultivar-group)]	CAE02429.1	calmodulin-binding protein	At5g57580.1	protein expressed protein	Os02g35470	calmodulin-binding protein, similar to calmodulin-binding protein TCB60 GI:1698548 from (Nicotiana tabacum)	signalling.calcium	30_3

CUST_164591_PI403524517	2	-0.007946014	0.36114883	-0.012123108	-0.15395546	0.024891853	0.007945061	35_45877	"Cluster: Hypothetical protein OJ1126_B10.10; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1126_B10.10 - Oryza sativa (japonica cultiv"	UniRef90_Q6L5F2	"CHR3V7|COORD:10370830..10373555| similar to hypothetical protein MtrDRAFT_AC124951g14v1 [Medicago truncatula] (GB:ABE84845.1); similar to Os05g0577800"	AT3G27930.1	CHR05V5|COORD:28690832..28683779|protein expressed protein	LOC_Os05g50200.2	"no descriptionvery weakly similar to (76.3)AT3G27930| Symbols:  | similar to hypothetical protein MtrDRAFT_AC124951g14v1 [Medicago truncatula] (GB:ABE84845.1); similar to Os05g0577800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001056409.1) | chr3:10370830-10373555 REVERSE"	not assigned.unknown	35_2

CUST_106855_PI403524517	2	-0.14784718	0.26026154	-0.009267807	0.009267807	0.17015505	-0.1000247	35_30412	"Cluster: Os07g0603600 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0603600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D4U5	CHR3V7|COORD:11650950..11653044| hydrolase, alpha/beta fold family protein	AT3G29770.1	CHR07V5|COORD:24697800..24702099|protein esterase PIR7B, putative, expressed	LOC_Os07g41230.1	 no descriptionweakly similar to ( 116)AT3G29770| Symbols:  | hydrolase, alpha/beta fold family protein | chr3:11650950-11653044 FORWARDvery weakly similar to (58.5)PIR7A_ORYSA	misc.nitrilases, *nitrile lyases, berberine bridge enzymes, reticuline oxidases, troponine reductases	26_8

CUST_16814_PI404877155	2	0.09469223	-0.33973503	0.018283844	-0.03196335	-0.014097214	0.014095306	HK06B02r_s_at	calmodulin TaCaM2-2 gb|AAC49583.1| calmodulin TaCaM2-3	AAC49582.1	calmodulin-7 (CAM7)	At3g43810.1	protein calmodulin.	Os07g48780	calmodulin TaCaM2-3	signalling.calcium	30_3

CUST_62678_PI403524517	2	0.12136936	0.57429695	0.007863998	-0.020689964	-0.16168022	-0.007863045	35_17870	"Cluster: Hypothetical protein P0001H02.9; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0001H02.9 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q5VNV6	0	0	CHR06V5|COORD:1841841..1837558|protein expressed protein	LOC_Os06g04330.2	no description	not assigned.unknown	35_2

CUST_27484_PI403524517	2	0.0012674332	0.12712765	0.116342545	-0.13713837	-0.0012683868	-0.03426838	35_7953	"Cluster: Zinc finger protein family-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Zinc finger protein family-like - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6ZCW1	"CHR5V7|COORD:25961564..25962568| CIP8 (COP1-INTERACTING PROTEIN 8); protein binding / zinc ion binding"	AT5G64920.1	CHR08V5|COORD:23981409..23980164|protein ubiquitin-protein ligase CIP8, putative, expressed	LOC_Os08g38060.1	"no descriptionweakly similar to ( 103)AT5G64920| Symbols: CIP8 | CIP8 (COP1-INTERACTING PROTEIN 8); protein binding / zinc ion binding | chr5:25961564-25962568 REVERSEnot assigned not assigned COG5540 RING RING"	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_7478_PI403524517	2	-0.060303688	-0.14154625	0.16157722	0.16129398	0.060302734	-0.077848434	35_2081	"Cluster: Similar to Hordeum vulgare carboxypeptidase D; n=2; Oryza sativa (japonica cultivar-group)|Rep: Similar to Hordeum vulgare carboxypeptidase D - Oryza s"	UniRef90_Q9FYP7	"CHR3V7|COORD:2552550..2554650| SCPL27 (serine carboxypeptidase-like 27); serine carboxypeptidase"	AT3G07990.1	CHR01V5|COORD:3051267..3054000|protein serine carboxypeptidase K10B2.2 precursor, putative, expressed	LOC_Os01g06490.1	"no descriptionhighly similar to ( 610)AT3G07990| Symbols: SCPL27 | SCPL27 (serine carboxypeptidase-like 27); serine carboxypeptidase | chr3:2552550-2554650 FORWARDhighly similar to ( 689)CBP21_HORVUSerine carboxypeptidase II-1 precursor - Hordeum vulgare (Barley)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Peptidase_S10 COG2939 PRK07764 TT_ORF1 HPC2 PRK12323 PRK07003 Protamine_P1 Herpes_BLLF1"	protein.degradation.serine protease	29_5_5

CUST_46789_PI403524517	2	-0.25106335	0.56692886	-0.1147089	0.021105766	0.095425606	-0.021104813	35_13398	"Cluster: Os02g0739100 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0739100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DXQ8	CHR1V7|COORD:22057832..22060717| formin homology 2 domain-containing protein / FH2 domain-containing protein	AT1G59910.1	CHR02V5|COORD:30880725..30876004|protein actin binding protein, putative, expressed	LOC_Os02g50570.1	" no descriptionweakly similar to ( 169)AT1G24150| Symbols: ATFH4, FH4 | ATFH4/FH4 (FORMIN HOMOLOGUE 4); actin binding / protein binding | chr1:8549507-8551899 FORWARDnot assigned FH2 FH2 "	not assigned.no ontology.formin homology 2 domain-containing protein	35_1_20

CUST_89376_PI403524517	2	-1.2619505	-0.45685387	0.3776474	0.68103695	0.12730408	-0.12730312	35_25566	Rep: OSIGBa0127A14.5 protein - Oryza sativa (Rice)	UniRef90_Q01JM2	CHR5V7|COORD:21156159..21157676| MATE efflux protein-related	AT5G52050.1	CHR04V5|COORD:28553345..28555487|protein antiporter/ drug transporter/ transporter, putative, expressed	LOC_Os04g48290.1	no descriptionweakly similar to ( 115)AT5G52050| Symbols:  | MATE efflux protein-related | chr5:21156159-21157676 FORWARDnot assigned NorM	transport.misc	34_99

CUST_181848_PI403524517	2	0.12402916	0.20373917	0.026162148	-0.124448776	-0.026162148	-0.10057449	35_50558	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XDP3	"CHR5V7|COORD:1209614..1212377| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G10440.1); similar to hypothetical protein [Oryza sativa (japonica"	AT5G04320.2	CHR10V5|COORD:16437453..16439611|protein shugoshin-1, putative, expressed	LOC_Os10g31930.1	" no descriptionvery weakly similar to (60.5)AT5G04320| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G10440.1); similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:BAD36062.1); contains InterPro domain Shugoshin, C-terminal; (InterPro:IPR011515) | chr5:1209614-1212377 FORWARDvery weakly similar to (77.8)SGO1_MAIZEShugoshin-1 - Zea mays (Maize)"	not assigned.unknown	35_2

CUST_84341_PI403524517	2	0.28412628	0.11752701	0.19376993	-0.17122173	-0.46084595	-0.11752701	35_24167	"Cluster: Putative lipase; n=3; Arabidopsis thaliana|Rep: Putative lipase - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q949N8	CHR1V7|COORD:27794855..27798359| lipase family protein	AT1G73920.1	0	0	no descriptionweakly similar to ( 184)AT1G73920| Symbols:  | lipase family protein | chr1:27795428-27798359 FORWARD	lipid metabolism.lipid degradation.lipases.triacylglycerol lipase	11_9_2_1

CUST_151376_PI403524517	2	0.43918085	0.5576954	-0.014224052	-0.14276409	0.014224529	-0.1865902	35_42331	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QM21	"CHR3V7|COORD:3718535..3721129| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G04860.1); similar to expressed protein [Oryza sativa (japonica"	AT3G11760.1	CHR12V5|COORD:26404392..26399720|protein expressed protein	LOC_Os12g42570.1	"no descriptionvery weakly similar to (94.7)AT3G11760| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G04860.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABF97907.1); similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE84189.1); similar to Os03g0649000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001050782.1) | chr3:3718535-3721129 FORWARD"	not assigned.unknown	35_2

CUST_170251_PI403524517	2	0.40029907	0.15121269	-0.023822308	-0.0053772926	0.0053772926	-0.33850718	35_47420	"Cluster: Putative Hec1 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Hec1 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ZC35	"CHR3V7|COORD:20232173..20233879| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G27330.1); similar to HEC/Ndc80p [Medicago truncatula]"	AT3G54630.1	CHR08V5|COORD:22906573..22911781|protein HEC/Ndc80p family protein, expressed	LOC_Os08g36490.1	"no descriptionvery weakly similar to (94.0)AT3G54630| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G27330.1); similar to HEC/Ndc80p [Medicago truncatula] (GB:ABE93729.1); contains InterPro domain HEC/Ndc80p; (InterPro:IPR005550) | chr3:20232173-20233879 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07003 Atrophin-1 DUF1421 PRK07764 PRK05648 DUF566 Tymo_45kd_70kd Ndc80_HEC Herpes_BLLF1 FAP Drf_FH1 Extensin_2 GRASP55_65 HPC2 Herpes_TAF50 COG5373 PRK08770 Pneumo_att_G APC_basic HEC1 Gag_spuma Coprinus_mating PRK08853 TonB IER Totivirus_coat TT_ORF1 DUF605 PRK00708"	cell.cycle	31_3

CUST_87938_PI403524517	2	-0.067071915	0.4259472	0.03509426	-0.03509426	0.14199162	-0.11538792	35_25176	"Cluster: Expressed protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QP65	"CHR3V7|COORD:7534830..7536299| similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABA99446.2); contains domain Winged helix"	AT3G21400.1	CHR12V5|COORD:21581383..21584050|protein expressed protein	LOC_Os12g35550.2	" no descriptionweakly similar to ( 104)AT3G21400| Symbols:  | similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABA99446.2); contains domain ""Winged helix"" DNA-binding domain (SSF46785) | chr3:7534830-7536299 REVERSEnot assigned not assigned PRP8 "	not assigned.unknown	35_2

CUST_51996_PI403524517	2	0.011510849	0.13669968	-0.011508942	-0.07904053	0.029499054	-0.062440872	35_14821	"Cluster: Putative 60S ribosomal protein L28; n=3; Oryza sativa (japonica cultivar-group)|Rep: Putative 60S ribosomal protein L28 - Oryza sativa (japonica"	UniRef90_Q6K705	CHR2V7|COORD:8518834..8520077| structural constituent of ribosome	AT2G19730.2	CHR02V5|COORD:35252366..35250270|protein 60S ribosomal protein L28, putative, expressed	LOC_Os02g57540.1	no descriptionweakly similar to ( 196)AT2G19730| Symbols:  | 60S ribosomal protein L28 (RPL28A) | chr2:8518834-8520077 FORWARDnot assigned Ribosomal_L28e	protein.synthesis.misc ribososomal protein	29_2_2

CUST_25855_PI403524517	2	-0.13812208	0.117955685	2.056417	-0.117955685	0.22880459	-0.7077851	35_7495	"Cluster: Putative root-specific protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative root-specific protein - Oryza sativa (japonica cultivar-group"	UniRef90_Q852G9	CHR2V7|COORD:18633451..18633855| protease inhibitor/seed storage/lipid transfer protein (LTP) family protein	AT2G45180.1	CHR03V5|COORD:29060896..29061695|protein cortical cell-delineating protein precursor, putative, expressed	LOC_Os03g50960.1	no descriptionvery weakly similar to (82.0)AT2G45180| Symbols:  | protease inhibitor/seed storage/lipid transfer protein (LTP) family protein | chr2:18633451-18633855 FORWARDvery weakly similar to (82.4)CCDP_MAIZECortical cell-delineating protein precursor - Zea mays (Maize)HPS_like	misc.protease inhibitor/seed storage/lipid transfer protein (LTP) family protein	26_21

CUST_1016_PI404877155	2	0.065582275	0.40274906	0.070970535	-0.20910263	-0.16657352	-0.06558132	Contig11034_at	putative glutamine synthetase [Oryza sativa (japonica cultivar-group)] gb|AAP54087.1| putative glutamine synthetase [Oryza sativa (japonica	NP_921800.1	glutamine synthetase, putative	At3g53180.1	protein Glutamine synthetase, catalytic domain, putative	Os10g31820	putative glutamine synthetase	N-metabolism.ammonia metabolism.glutamine synthase	12_2_02

CUST_31472_PI399408534	2	0.12269497	0.411726	-0.06296444	-0.10611534	0.044766426	-0.044766426	35_10110	"Cluster: Os02g0551900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os02g0551900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E0H1	CHR4V7|COORD:3764496..3766174| nucleic acid binding / zinc ion binding	AT4G06634.2	CHR02V5|COORD:20795089..20798606|protein transcription repressor TRM protein, putative, expressed	LOC_Os02g34680.1	no descriptionvery weakly similar to (97.8)AT4G06634| Symbols:  | nucleic acid binding / zinc ion binding | chr4:3764496-3766174 REVERSE	RNA.regulation of transcription.unclassified	27_3_99

CUST_91059_PI403524517	2	0.053394318	0.5828943	-0.10608673	-0.1799469	-0.034341812	0.034341812	35_26040	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q75GU4	"CHR3V7|COORD:18886643..18888322| similar to PRLI-interacting factor-related [Arabidopsis thaliana] (TAIR:AT1G63850.1); similar to PRLI-interacting factor"	AT3G50780.1	CHR03V5|COORD:29348155..29351967|protein expressed protein	LOC_Os03g51380.1	no description	not assigned.unknown	35_2

CUST_83010_PI403524517	2	0.8302121	0.45056295	-0.18393087	-0.23733425	0.1839304	-0.47247696	35_23803	Rep: P70 protein - Nicotiana tabacum (Common tobacco)	UniRef90_Q8VXD2	CHR5V7|COORD:24260755..24262858| cytoplasmic linker protein-related	AT5G60210.1	CHR01V5|COORD:36053161..36047870|protein expressed protein	LOC_Os01g61760.1	no description	not assigned.unknown	35_2

CUST_173583_PI403524517	2	0.15135479	-0.20817232	0.24358606	0.46587563	-0.22998047	-0.15135479	35_48335	"Cluster: Putative dihydrolipoamide S-acetyltransferase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative dihydrolipoamide S-acetyltransferase - Oryza s"	UniRef90_Q5VS74	CHR3V7|COORD:4596247..4600150| dihydrolipoamide S-acetyltransferase, putative	AT3G13930.1	CHR06V5|COORD:373997..369059|protein dihydrolipoyllysine-residue acetyltransferase component of pyruvatedehydrogenase complex, putative, expressed	LOC_Os06g01630.5	 no descriptionweakly similar to ( 143)AT3G13930| Symbols:  | dihydrolipoamide S-acetyltransferase, putative | chr3:4596247-4600150 FORWARDweakly similar to ( 139)G3PC_HORVUGlyceraldehyde-3-phosphate dehydrogenase, cytosolic - Hordeum vulgare (Barley)not assigned not assigned not assigned not assigned 2-oxoacid_dh PRK11856 GapA AceF PRK07729 PRK08955 PRK11855 PRK07403 Gp_dh_C PRK05704 aceF PRK11857 PRK08289 	glycolysis.glyceraldehyde 3-phosphate dehydrogenase	4_9

CUST_52017_PI403524517	2	0.08393669	-0.59338856	-0.08970356	0.04776001	0.032094955	-0.032096863	35_14827	Rep: 60S ribosomal protein L7a - Oryza sativa (Rice)	UniRef90_P35685	CHR2V7|COORD:19536924..19538471| 60S ribosomal protein L7A (RPL7aA)	AT2G47610.1	CHR09V5|COORD:19685463..19683254|protein 60S ribosomal protein L7a, putative, expressed	LOC_Os09g32976.1	no descriptionmoderately similar to ( 396)AT2G47610| Symbols:  | 60S ribosomal protein L7A (RPL7aA) | chr2:19536924-19538471 FORWARDmoderately similar to ( 423)RL7A_ORYSAnot assigned not assigned not assigned not assigned not assigned Ribosomal_L7Ae RPL8A rpl7ae PRK12323 PRK07764	protein.synthesis.misc ribososomal protein	29_2_2

CUST_137899_PI403524517	2	0.08914995	0.09931755	-0.028330326	-0.14118671	-0.010246754	0.010246754	35_38674	"Cluster: Mannan endo-1,4-beta-mannosidase 2 precursor; n=2; Oryza sativa|Rep: Mannan endo-1,4-beta-mannosidase 2 precursor - Oryza sativa (Rice)"	UniRef90_Q0JJD4	CHR2V7|COORD:8928105..8930147| glycosyl hydrolase family 5 protein / cellulase family protein	AT2G20680.1	CHR01V5|COORD:31581755..31579307|protein hydrolase, hydrolyzing O-glycosyl compounds, putative, expressed	LOC_Os01g54300.1	no descriptionmoderately similar to ( 218)AT2G20680| Symbols:  | glycosyl hydrolase family 5 protein / cellulase family protein | chr2:8928105-8930147 FORWARDCOG3934 Cellulase	cell wall.degradation.mannan-xylose-arabinose-fucose	10_6_2

CUST_41483_PI403524517	2	0.22258186	0.47580194	0.09043169	-0.2680478	-0.09043169	-0.215199	35_11922	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10SE4	CHR2V7|COORD:18957992..18960152| diacylglycerol kinase family protein	AT2G46090.1	CHR03V5|COORD:1427408..1430368|protein D-erythro-sphingosine kinase/ diacylglycerol kinase, putative, expressed	LOC_Os03g03400.2	no descriptionmoderately similar to ( 213)AT2G46090| Symbols:  | diacylglycerol kinase family protein | chr2:18957992-18960152 FORWARDnot assigned not assigned LCB5 DAGK_cat DAGKc PRK11914 PRK12361 PRK00861	lipid metabolism.Phospholipid synthesis	11_3

CUST_52976_PI403524517	2	-0.010501862	0.048309326	0.0	-0.028747559	0.0	0.019735336	35_15083	"Cluster: 40S ribosomal protein S15a-4; n=5; Magnoliophyta|Rep: 40S ribosomal protein S15a-4 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9LX88	CHR5|COORD:24129426..24130836| 40S ribosomal protein S15A (RPS15aF), cytoplasmic ribosomal protein S15a, Arabidopsis thaliana, EMBL:ATAF1412	AT5G59850.1	CHR02V5|COORD:16434397..16436646|protein 40S ribosomal protein S15a, putative, expressed	LOC_Os02g27760.1	no descriptionmoderately similar to ( 261)AT5G59850| Symbols:  | 40S ribosomal protein S15A (RPS15aF) | chr5:24129725-24130310 REVERSEmoderately similar to ( 257)RS15A_BRANA40S ribosomal protein S15a - Brassica napus (Rape)not assigned rps8p Ribosomal_S8 RpsH rpsH rps8	protein.synthesis.misc ribososomal protein	29_2_2

CUST_171406_PI403524517	2	0.015987396	0.46922112	0.0936842	-0.22005081	-0.015987396	-0.05764389	35_47763	Rep: Major intrinsic protein - Oryza sativa (Rice)	UniRef90_Q40746	"CHR4V7|COORD:10366222..10368190| NIP1;2/NLM2 (NOD26-like intrinsic protein 1;2); water channel"	AT4G18910.1	CHR02V5|COORD:7519336..7515989|protein aquaporin NIP1.2, putative, expressed	LOC_Os02g13870.1	" no descriptionvery weakly similar to (59.3)AT4G18910| Symbols: NIP1;2, NLM2 | NIP1;2/NLM2 (NOD26-like intrinsic protein 1;2); water channel | chr4:10366222-10368190 FORWARDvery weakly similar to (55.8)NO26_SOYBNNodulin-26 - Glycine max (Soybean)not assigned not assigned GlpF MIP MIP PRK05420 "	transport.Major Intrinsic Proteins	34_19

CUST_37348_PI403524517	2	0.1059351	0.23004913	-0.16570091	-0.053606033	-0.27601814	0.053606033	35_10759	"Cluster: Putative heme binding protein cemA; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative heme binding protein cemA - Oryza sativa (japonica cultiv"	UniRef90_Q7F1V0	CHR4V7|COORD:15111817..15113887| proton extrusion protein-related	AT4G31040.1	CHR08V5|COORD:7567953..7562192|protein expressed protein	LOC_Os08g12780.2	no descriptionmoderately similar to ( 381)AT4G31040| Symbols:  | proton extrusion protein-related | chr4:15111817-15113887 REVERSEweakly similar to ( 123)CEMA_NEPOLChloroplast envelope membrane protein - Nephroselmis olivaceaPRK02507 CemA cemA	not assigned.no ontology	35_1

CUST_17730_PI399408534	2	-0.0541234	0.9313669	-0.025114536	0.02511406	-0.32840633	0.3185253	35_9074	"Cluster: Calmodulin-binding protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Calmodulin-binding protein-like - Oryza sativa (japonica cultivar-gro"	UniRef90_Q943R3	CHR2V7|COORD:8132909..8135445| calmodulin binding	AT2G18750.2	CHR01V5|COORD:1899538..1902042|protein calmodulin binding protein, putative, expressed	LOC_Os01g04280.1	no descriptionmoderately similar to ( 201)AT2G18750| Symbols:  | calmodulin binding | chr2:8132909-8135445 FORWARDnot assigned Calmodulin_bind	signalling.calcium	30_3

CUST_2514_PI404877155	2	5.0735474E-4	-0.38085842	-0.11272144	-5.0735474E-4	0.04369259	0.05745697	Contig12907_at	DNAJ heat shock protein, putative [Arabidopsis thaliana] ref|NP_849910.1| DNAJ heat shock protein, putative [Arabidopsis thaliana]	NP_565227.1	DNAJ heat shock protein, putative	At1g80030.1	protein chaperone protein DnaJ, putative	Os02g56040	NONE	stress.abiotic.heat	20_2_1

CUST_64711_PI403524517	2	0.013414383	-0.0067768097	0.006775856	-0.02802658	0.06749153	-0.022525787	35_18474	"Cluster: Os12g0556400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os12g0556400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IMP3	"CHR1V7|COORD:5494570..5495143| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G80890.1); similar to Os12g0556400 [Oryza sativa (japonica"	AT1G16000.1	CHR12V5|COORD:22607829..22609523|protein expressed protein	LOC_Os12g36930.1	"no descriptionvery weakly similar to (75.9)AT1G16000| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G80890.1); similar to Os12g0556400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001067003.1); similar to hypothetical protein LOC_Os12g36930 [Oryza sativa (japonica cultivar-group)] (GB:ABA99557.1) | chr1:5494570-5495143 FORWARD"	not assigned.unknown	35_2

CUST_84452_PI403524517	2	0.077328205	0.26532602	0.35105896	-0.077328205	-0.35582733	-0.4987936	35_24197	"Cluster: OSJNBb0020J19.18 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBb0020J19.18 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XK92	"CHR5V7|COORD:25589279..25591303| Identical to Probable prenylcysteine oxidase precursor (EC 1.8.3.5) [Arabidopsis Thaliana] (GB:P57681); similar to"	AT5G63910.1	CHR04V5|COORD:35243470..35244021|protein prenylcysteine oxidase precursor, putative, expressed	LOC_Os04g59630.1	"no descriptionweakly similar to ( 123)AT5G63910| Symbols:  | Identical to Probable prenylcysteine oxidase precursor (EC 1.8.3.5) [Arabidopsis Thaliana] (GB:P57681); similar to hypothetical protein LOC550289 [Danio rerio] (GB:NP_001017626.1); contains InterPro domain Prenylcysteine lyase; (InterPro:IPR010795) | chr5:25589279-25591303 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07003 PRK12323 PRK07764 AF-4 HemY HPC2 DUF566 Atrophin-1 TT_ORF1 DUF1421 PRK00708 PRK11883 Tymo_45kd_70kd PRK05648 MAP65_ASE1 Pneumo_att_G Herpes_BLLF1 PRK12372 GRASP55_65 Amino_oxidase PRK08853 Drf_FH1 BASP1 PRK12678 Herpes_UL32"	not assigned.unknown	35_2

CUST_3367_PI399408534	2	0.0947752	-0.21173096	0.0032243729	-0.10202503	-0.0032243729	0.17842484	35_18674	"Cluster: BZIP transcription factor ZIP1; n=1; Hordeum vulgare subsp. vulgare|Rep: BZIP transcription factor ZIP1 - Hordeum vulgare var. distichum (Two-rowed bar"	UniRef90_Q8GTR5	CHR2V7|COORD:14930359..14933104| bZIP transcription factor family protein	AT2G35530.1	CHR12V5|COORD:7335516..7329478|protein transcription factor HBP-1a, putative, expressed	LOC_Os12g13170.2	no descriptionmoderately similar to ( 251)AT2G35530| Symbols:  | bZIP transcription factor family protein | chr2:14930359-14933104 REVERSEweakly similar to ( 194)HBP1A_WHEATTranscription factor HBP-1a - Triticum aestivum (Wheat)not assigned not assigned not assigned MFMR BRLZ bZIP_1 bZIP_2	RNA.regulation of transcription.bZIP transcription factor family	27_3_35

CUST_26789_PI403524517	2	0.10283375	0.49015045	-0.02251625	-0.20496368	-0.38192844	0.022517204	35_7762	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_25828_PI399408534	2	-0.054963112	-0.39420366	-0.1659236	0.4094267	0.054963112	0.17316294	35_7854	"Cluster: Putative homeobox; n=3; Oryza sativa (japonica cultivar-group)|Rep: Putative homeobox - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69T58	CHR1V7|COORD:27582554..27585481| homeobox-leucine zipper family protein / lipid-binding START domain-containing protein	AT1G73360.1	CHR06V5|COORD:5501412..5498343|protein DNA binding protein, putative, expressed	LOC_Os06g10600.1	no descriptionweakly similar to ( 179)AT1G73360| Symbols:  | homeobox-leucine zipper family protein / lipid-binding START domain-containing protein | chr1:27582554-27585481 REVERSEnot assigned	RNA.regulation of transcription.HB,Homeobox transcription factor family	27_3_22

CUST_49562_PI403524517	2	-0.3796959	0.10497856	-0.060587883	0.19238472	-0.05302334	0.053022385	35_14134	"Cluster: Metallothionein-like protein type 3; n=1; Hordeum vulgare subsp. vulgare|Rep: Metallothionein-like protein type 3 - Hordeum vulgare var. distichum"	UniRef90_Q84L52	CHR3V7|COORD:5180832..5181332| MT3 (METALLOTHIONEIN 3)	AT3G15353.1	CHR05V5|COORD:6373195..6375408|protein metallothionein-like protein type 3, putative, expressed	LOC_Os05g11320.1	no descriptionvery weakly similar to (54.3)AT3G15353| Symbols: MT3 | MT3 (METALLOTHIONEIN 3) | chr3:5180832-5181332 REVERSEvery weakly similar to (55.8)MT3_MALDOMetallothionein-like protein type 3 - Malus domestica (Apple) (Malus sylvestris)Metallothio_2	metal handling.binding, chelation and storage	15_2

CUST_18325_PI404877155	2	-0.0013093948	-0.1907978	0.18211842	-0.006254196	0.0013103485	0.16819859	HVSMEg0007I24r2_at	putative SUVH4 [Oryza sativa (japonica cultivar-group)] dbj|BAB89674.1| putative SUVH4 [Oryza sativa (japonica cultivar-group)]	NP_914875.1	SET domain-containing protein (SUVH4)	At5g13960.1	protein YDG/SRA domain, putative	Os01g70220	"SET domain-containing protein (SUVH4), identical to SUVH4 (Arabidopsis thaliana) GI:13517749; contains Pfam profiles PF00856: SET domain, PF05033: Pre-SET motif, PF02182: YDG/SRA domain; identical to cDNA SUVH4 (SUVH4) GI:13517748"	RNA.regulation of transcription.SET-domain transcriptional regulator family	27_3_69

CUST_40585_PI403524517	2	-0.54062366	0.1405201	0.110367775	0.24832344	-1.1391859	-0.11036682	35_11672	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_11722_PI404877155	2	-0.0047864914	-0.4252901	-0.11131668	0.0881052	0.14113235	0.004787445	Contig5403_at	ferredoxin-NADP+ reductase [Oryza sativa] gb|AAK72892.1| ferredoxin-NADP+ reductase [Oryza sativa] pir||T03758 probable ferredoxin-NADP redu	NP_909912.1	ferredoxin--NADP(+) reductase, putative / adrenodoxin reductase, putative	At1g30510.2	protein ferredoxin-NADP+ reductase	Os03g57120	ferredoxin-NADP+ reductase	OPP.electron transfer	7_3

CUST_61932_PI403524517	2	0.052695274	-0.23689556	-0.052695274	0.06585884	0.2553091	-0.18703938	35_17668	"Cluster: Putative monodehydroascorbate reductase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative monodehydroascorbate reductase - Oryza sativa (japon"	UniRef90_Q84PW3	CHR1V7|COORD:23733758..23737197| monodehydroascorbate reductase, putative	AT1G63940.2	CHR08V5|COORD:2971047..2976354|protein monodehydroascorbate reductase, chloroplast precursor, putative, expressed	LOC_Os08g05570.4	 no descriptionmoderately similar to ( 391)AT1G63940| Symbols:  | monodehydroascorbate reductase, putative | chr1:23733758-23737197 FORWARDmoderately similar to ( 206)MDAR_PEAMonodehydroascorbate reductase - Pisum sativum (Garden pea)not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pyr_redox_2 HcaD Lpd NirB PRK06416 PRK09754 PRK09564 PRK06116 PRK07818 PRK05976 PRK06370 PRK04965 PRK05249 Pyr_redox TrxB PRK06327 PRK07251 PRK06292 Ndh PRK06115 PRK07845 PRK11749 PRK07846 PRK12770 acoL gltD PRK06467 PRK08010 AhpF PRK12771 PRK12831 PRK09853 	redox.ascorbate and glutathione.ascorbate	21_2_1

CUST_32061_PI399408534	2	0.38174152	-0.088905334	0.22244167	-0.010079384	-0.09674263	0.0100803375	35_21655	Rep: H0525C06.6 protein - Oryza sativa (Rice)	UniRef90_Q01K78	CHR5V7|COORD:2798576..2802139| DDT domain-containing protein	AT5G08630.1	CHR02V5|COORD:21063148..21058269|protein DDT domain containing protein, expressed	LOC_Os02g35100.2	no descriptionweakly similar to ( 132)AT5G08630| Symbols:  | DDT domain-containing protein | chr5:2798576-2802139 REVERSEnot assigned	RNA.regulation of transcription.Nucleosome/chromatin assembly factor group	27_3_62

CUST_100991_PI403524517	2	-0.05270481	0.014689922	0.053873062	0.14151716	-0.35366106	-0.014689922	35_28821	Rep: Single-subunit RNA polymerase C - Triticum aestivum (Wheat)	UniRef90_Q41524	"CHR2V7|COORD:10257219..10261610| PDE319/SCA3 (PIGMENT DEFECTIVE 319, SCABRA 3); DNA binding / DNA-directed RNA polymerase"	AT2G24120.2	CHR06V5|COORD:26679143..26689052|protein DNA-directed RNA polymerase 3, chloroplast precursor, putative, expressed	LOC_Os06g44230.1	 no descriptionweakly similar to ( 148)AT1G68990| Symbols:  | DNA-directed RNA polymerase, mitochondrial (RPOMT) | chr1:25939162-25944418 REVERSEweakly similar to ( 145)RPO2B_TOBACDNA-directed RNA polymerase 2B, chloroplast/mitochondrial precursor - Nicotiana tabacum (Common tobacco)not assigned 	RNA.transcription	27_2

CUST_98985_PI403524517	2	0.105959415	0.43326044	0.16697264	-0.10595894	-0.24565172	-0.44132996	35_28255	"Cluster: Tonoplast membrane integral protein ZmTIP1-2; n=3; Poaceae|Rep: Tonoplast membrane integral protein ZmTIP1-2 - Zea mays (Maize)"	UniRef90_Q9ATM0	"CHR3V7|COORD:9724007..9724940| TIP2 (TONOPLAST INTRINSIC PROTEIN 2); water channel"	AT3G26520.1	CHR01V5|COORD:43444079..43442592|protein aquaporin TIP1.2, putative, expressed	LOC_Os01g74450.1	no descriptionvery weakly similar to (50.4)TIP12_ORYSA	transport.Major Intrinsic Proteins.TIP	34_19_2

CUST_30261_PI403524517	2	0.0025343895	0.6410637	0.42154026	-0.31510592	-0.0025348663	-0.22068787	35_8735	"Cluster: Hypothetical protein OJ1045_C06.8; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1045_C06.8 - Oryza sativa (japonica cultivar"	UniRef90_Q5W795	CHR1V7|COORD:30417545..30419827| phospholipid/glycerol acyltransferase family protein	AT1G80950.1	CHR05V5|COORD:16901206..16896317|protein JD1, putative, expressed	LOC_Os05g28960.2	no descriptionnot assigned not assigned PRK07764	not assigned.unknown	35_2

CUST_148362_PI403524517	2	0.0696373	0.29477692	-0.4296217	0.11058426	-0.07370472	-0.06963825	35_41505	"Cluster: Putative MTD2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative MTD2 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5N6U7	CHR3V7|COORD:17371223..17372864| protein binding / zinc ion binding	AT3G47160.1	CHR01V5|COORD:39755913..39759345|protein protein binding protein, putative, expressed	LOC_Os01g67850.1	no descriptionweakly similar to ( 145)AT5G58787| Symbols:  | protein binding / zinc ion binding | chr5:23759959-23761550 FORWARDnot assigned	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_17444_PI403524517	2	-0.041139126	0.12392616	0.04113865	-0.16320801	0.044089317	-0.22524023	35_5038	"Cluster: Lipase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Lipase-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8RZ61	CHR1V7|COORD:10051214..10053059| lipase, putative	AT1G28600.1	CHR01V5|COORD:26524908..26528558|protein esterase precursor, putative, expressed	LOC_Os01g46080.1	no descriptionmoderately similar to ( 291)AT1G28600| Symbols:  | carboxylic ester hydrolase | chr1:10051590-10053059 REVERSEweakly similar to ( 149)EST_HEVBREsterase precursor - Hevea brasiliensis (Para rubber tree)SGNH_plant_lipase_like fatty_acyltransferase_like COG3240 Triacylglycerol_lipase_like Lipase_GDSL	misc.GDSL-motif lipase	26_28

CUST_126552_PI403524517	2	0.0323267	0.42193413	0.0323267	-0.08795452	-0.3494091	-0.0323267	35_35617	"Cluster: OJ000315_02.20 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OJ000315_02.20 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7F8X1	"CHR5V7|COORD:19398882..19401536| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G43540.1); similar to H0502B11.12 [Oryza sativa (indica"	AT5G47860.1	CHR04V5|COORD:19943832..19937205|protein expressed protein	LOC_Os04g33280.3	no description	not assigned.unknown	35_2

CUST_3112_PI403524517	2	0.028560638	0.07991028	0.084877014	-0.12938023	-0.029325485	-0.028560638	35_845	"Cluster: Os08g0128500 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os08g0128500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J889	CHR1V7|COORD:19478882..19479821| 60S ribosomal protein L37 (RPL37B)	AT1G52300.1	CHR02V5|COORD:633642..635608|protein 60S ribosomal protein L37, putative	LOC_Os02g02130.1	no descriptionweakly similar to ( 158)AT1G52300| Symbols:  | 60S ribosomal protein L37 (RPL37B) | chr1:19478882-19479821 REVERSEnot assigned Ribosomal_L37e RPL37A rpl37e	protein.synthesis.misc ribososomal protein	29_2_2

CUST_29297_PI403524517	2	0.13779259	-0.090143204	0.002708435	-0.38280582	0.12834358	-0.0027093887	35_8466	"Cluster: QUAKING isoform 5-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: QUAKING isoform 5-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5N8G9	CHR1|COORD:3127783..3131049| KH domain-containing quaking protein, putative, similar to GB:AAC67357	AT1G09660.2	CHR01V5|COORD:38835972..38840465|protein nucleic acid binding protein, putative, expressed	LOC_Os01g66300.1	 no descriptionweakly similar to ( 112)AT1G09660| Symbols:  | KH domain-containing quaking protein, putative | chr1:3128207-3130793 REVERSEnot assigned 	not assigned.no ontology	35_1

CUST_77683_PI403524517	2	0.09686041	0.59373665	-0.603003	0.8457327	-0.8325877	-0.096860886	35_22269	"Cluster: Ubiquitin-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: Ubiquitin-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5N715	CHR5V7|COORD:4631041..4631644| ubiquitin family protein	AT5G14360.1	CHR01V5|COORD:39810617..39811657|protein BCL-2 binding anthanogene-1, putative, expressed	LOC_Os01g67950.1	no descriptionweakly similar to ( 117)AT5G14360| Symbols:  | ubiquitin family protein | chr5:4631041-4631644 FORWARDnot assigned BAG1_N UBL PRK12323	not assigned.no ontology	35_1

CUST_20868_PI399408534	2	0.02996254	-0.3715248	-0.04121685	0.051733017	0.013544083	-0.013545036	35_1451	"Cluster: Putative sterol delta-7 reductase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative sterol delta-7 reductase - Oryza sativa (japonica cultivar"	UniRef90_Q6K4V9	"CHR1V7|COORD:18685843..18689223| DWF5 (DWARF 5); sterol delta7 reductase"	AT1G50430.1	CHR02V5|COORD:15641511..15635392|protein 7-dehydrocholesterol reductase, putative, expressed	LOC_Os02g26650.2	 no descriptionweakly similar to ( 197)AT1G50430| Symbols: PA, LE, ST7R, 7RED, DWF5 | DWF5 (DWARF 5) | chr1:18685843-18689223 REVERSEnot assigned ERG4_ERG24 	hormone metabolism.brassinosteroid.synthesis-degradation.sterols.DWF5	17_3_1_2_7

CUST_122490_PI403524517	2	-0.004208088	-0.13072538	-0.0073480606	0.02565384	0.42305708	0.004207611	35_34566	Rep: Hypothetical protein - Gibberella zeae (Fusarium graminearum)	UniRef90_Q4I3N6		0	0	0	no description	not assigned.unknown	35_2

CUST_73828_PI403524517	2	0.02590561	-0.59942245	0.017037392	-0.02286911	0.14611149	-0.017038345	35_21173	"Cluster: DNA-directed RNA polymerase III 130 kDa polypeptide, putative, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: DNA-directed RNA polymerase"	UniRef90_Q10JZ3	"CHR5V7|COORD:18264643..18274940| NRPC2 (nuclear RNA polymerase C 2); DNA binding / DNA-directed RNA polymerase"	AT5G45140.1	CHR03V5|COORD:16375821..16394361|protein DNA-directed RNA polymerase III 130 kDa polypeptide, putative, expressed	LOC_Os03g28960.1	"no descriptionweakly similar to ( 149)AT5G45140| Symbols: NRPC2 | NRPC2 (nuclear RNA polymerase C 2); DNA binding / DNA-directed RNA polymerase | chr5:18264643-18274940 REVERSEnot assigned not assigned not assigned RNA_pol_B_RPB2 RNA_pol_Rpb2_6 RpoB PRK07225 PRK08565 rpoB"	RNA.transcription	27_2

CUST_21060_PI403524517	2	-0.045511246	0.37070656	0.045510292	-0.13207054	0.050247192	-0.11343956	35_6112	"Cluster: Os12g0136200 protein; n=5; Oryza sativa (japonica cultivar-group)|Rep: Os12g0136200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IQ94	"CHR3|COORD:19532644..19535884| similar to RNA recognition motif (RRM)-containing protein [Arabidopsis thaliana] (TAIR:At4g00830.1); similar to putative"	AT3G52660.2	CHR12V5|COORD:1754561..1758696|protein heterogeneous nuclear ribonucleoprotein R, putative, expressed	LOC_Os12g04180.4	 no descriptionmoderately similar to ( 271)AT3G52660| Symbols:  | RNA binding | chr3:19533576-19535713 FORWARDvery weakly similar to (65.9)ROC1_NICSY29 kDa ribonucleoprotein A, chloroplast precursor - Nicotiana sylvestris (Wood tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned RRM RRM_1 COG0724 	RNA.RNA binding	27_4

CUST_29947_PI403524517	2	6.5517426E-4	-0.13434315	-6.5517426E-4	0.027770996	-0.13259697	0.024083138	35_8645	"Cluster: Ribosomal protein S2; n=1; Hordeum vulgare subsp. vulgare|Rep: Ribosomal protein S2 - Hordeum vulgare var. distichum (Two-rowed barley)"	UniRef90_Q60HB3	"CHR3V7|COORD:867854..868513| RPS2 (RIBOSOMAL PROTEIN S2); structural constituent of ribosome"	AT3G03600.1	0	0	"no descriptionweakly similar to ( 119)AT3G03600| Symbols: RPS2 | RPS2 (RIBOSOMAL PROTEIN S2); structural constituent of ribosome | chr3:867854-868513 REVERSEvery weakly similar to (72.4)RT02_MARPOMitochondrial ribosomal protein S2 - Marchantia polymorpha (Liverwort)not assigned Ribosomal_S2 rpsB"	protein.synthesis.mito/plastid ribosomal protein.mitochondrial	29_2_1_2

CUST_114287_PI403524517	2	-0.07378054	0.12804413	0.07378006	-0.24510765	-0.647686	0.17520237	35_32435	0	0		0	CHR09V5|COORD:18280422..18287451|protein expressed protein	LOC_Os09g30070.1	no description	not assigned.unknown	35_2

CUST_12137_PI403524517	2	-0.09069443	-0.6622081	0.043292046	0.86031723	0.7186756	-0.04329157	35_3456	Rep: H0418A01.2 protein - Oryza sativa (Rice)	UniRef90_Q01J66	"CHR5V7|COORD:8028464..8030733| AAP7 (amino acid permease 7); amino acid permease"	AT5G23810.1	CHR04V5|COORD:23303993..23293279|protein AAP7, putative, expressed	LOC_Os04g39489.1	no descriptionhighly similar to ( 565)AT5G23810| Symbols: AAP7 | AAP7 (amino acid permease 7) | chr5:8028464-8030141 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Aa_trans SdaC Herpes_BLLF1 PotE PRK12323 AA_permease PRK07003 Atrophin-1	transport.amino acids	34_3

CUST_2127_PI404877155	2	-8.535385E-4	-0.2484026	0.02224636	0.029969215	-0.016830444	8.535385E-4	Contig12448_at	putative extra-large G-protein [Oryza sativa (japonica cultivar-group)] dbj|BAA93022.1| putative extra-large G-protein [Oryza sativa (japoni	NP_910280.1	extra-large guanine nucleotide binding protein, putative / G-protein, putative	At1g31930.1	protein G-protein alpha subunit, putative	Os06g02130	"extra-large guanine nucleotide binding protein, putative / G-protein, putative, similar to extra-large G-protein (XLG) (Arabidopsis thaliana) GI:3201680; contains Pfam profile PF00503: G-protein alpha subunit or  extra-large guanine nucleotide binding pro"	signalling.G-proteins	30_5

CUST_114165_PI403524517	2	0.09974861	0.16035748	0.23365927	-0.3795719	-0.42704248	-0.09974861	35_32399	"Cluster: Putative PROPYZAMIDE-HTPERSENSITIVE 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative PROPYZAMIDE-HTPERSENSITIVE 1 - Oryza sativa (japonica"	UniRef90_Q655C5	"CHR5V7|COORD:7998312..8002597| PHS1 (PROPYZAMIDE-HYPERSENSITIVE 1); protein tyrosine/serine/threonine phosphatase"	AT5G23720.1	CHR01V5|COORD:11676292..11682491|protein PHS1, putative, expressed	LOC_Os01g20940.2	"no descriptionvery weakly similar to (90.9)AT5G23720| Symbols: PHS1 | PHS1 (PROPYZAMIDE-HYPERSENSITIVE 1); protein tyrosine/serine/threonine phosphatase | chr5:7998509-8002597 FORWARD"	protein.postranslational modification	29_4

CUST_76544_PI403524517	2	-0.05525875	0.8196583	0.05525875	-0.1808958	-0.1255045	0.11564064	35_21945	"Cluster: Potential autophagy related protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Potential autophagy related protein-like - Oryza sativa (jap"	UniRef90_Q5Z9U9	"CHR3V7|COORD:6639885..6648242| similar to unnamed protein product; gene_id:MVI11.11 unknown protein-related [Medicago truncatula] (GB:ABE80517.1); similar to"	AT3G19190.1	CHR06V5|COORD:8889919..8902219|protein expressed protein	LOC_Os06g15700.1	no descriptionnot assigned ATG_C	not assigned.unknown	35_2

CUST_22258_PI399408534	2	-0.003042221	-0.30594826	0.0030412674	0.028806686	0.053408623	-0.10384941	35_26847	"Cluster: Expressed protein; n=4; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2RBI6	CHR1|COORD:7570875..7573823| similar to putative tonoplast membrane integral protein [Oryza sativa (japonica cultivar-group)] (GB:BAD81369.1)	AT1G21600.2	CHR11V5|COORD:483798..486701|protein expressed protein	LOC_Os11g01890.2	no descriptionweakly similar to ( 131)AT1G21600| Symbols: PTAC6 | PTAC6 (PLASTID TRANSCRIPTIONALLY ACTIVE6) | chr1:7571503-7573771 REVERSEnot assigned not assigned not assigned not assigned TT_ORF1 Herpes_BLLF1 Protamine_P1	RNA.regulation of transcription	27_3

CUST_21820_PI399408534	2	0.5060463	0.2648425	-0.25651932	-0.1149292	-0.2014842	0.11492872	35_36666	Rep: OSJNBb0004A17.6 protein - Oryza sativa (Rice)	UniRef90_Q7XPI3	"CHR5V7|COORD:14647381..14651336| ARF8 (AUXIN RESPONSE FACTOR 8); transcription factor"	AT5G37020.1	CHR04V5|COORD:34066807..34059350|protein auxin response factor 8, putative, expressed	LOC_Os04g57610.3	no descriptionvery weakly similar to (83.2)AT5G37020| Symbols: ARF8 | ARF8 (AUXIN RESPONSE FACTOR 8) | chr5:14647381-14651146 FORWARD	RNA.regulation of transcription.ARF, Auxin Response Factor family	27_3_4

CUST_9792_PI403524517	2	0.12050247	-0.5607014	0.024115562	-0.024115562	0.19051743	-0.15686226	35_2760	"Cluster: Putative nucleolar essential protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative nucleolar essential protein - Oryza sativa (japonica"	UniRef90_Q6K882	CHR3V7|COORD:21103589..21105088| nucleolar essential protein-related	AT3G57000.1	CHR02V5|COORD:10990462..10993769|protein ribosome biogenesis protein NEP1, putative, expressed	LOC_Os02g18830.1	no descriptionmoderately similar to ( 286)AT3G57000| Symbols:  | nucleolar essential protein-related | chr3:21103589-21105088 FORWARDnot assigned Nep1 Mra1 PRK04171	not assigned.no ontology	35_1

CUST_19428_PI404877155	2	-0.10010719	0.013663292	-0.024032593	-0.013662338	0.10497093	0.020809174	rbags16k21_at	mitochondrial phosphate transporter [Arabidopsis thaliana] dbj|BAB08283.1| mitochondrial phosphate translocator [Arabidopsis thaliana]	NP_196908.1	mitochondrial phosphate transporter	At5g14040.1	0	0	NONE	transport.metabolite transporters at the mitochondrial membrane	34_9

CUST_43324_PI403524517	2	0.18560886	-0.013560295	0.013560295	0.029459476	-0.20890522	-0.9467044	35_12440	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_1169_PI399408534	2	-0.27701855	1.0257554	-0.13894224	0.2158823	-0.9223299	0.13894224	35_14377	Rep: 14-3-3-like protein GF14-B - Oryza sativa (Rice)	UniRef90_Q7XTE8	"CHR3V7|COORD:526807..527922| GRF7 (General regulatory factor 7); protein phosphorylated amino acid binding"	AT3G02520.1	CHR02V5|COORD:22327412..22331843|protein 14-3-3-like protein B, putative, expressed	LOC_Os02g36974.5	" no descriptionweakly similar to ( 192)AT3G02520| Symbols: GF14 NU, GENERAL REGULATORY FACTOR 7, GRF7 | GRF7 (General regulatory factor 7); protein phosphorylated amino acid binding | chr3:526807-527922 REVERSEmoderately similar to ( 217)14335_ORYSAnot assigned 14_3_3 14-3-3 BMH1 "	signalling.14-3-3 proteins	30_7

CUST_15337_PI404877155	2	-8.3732605E-4	0.48151684	0.22416401	-0.06291485	8.3732605E-4	-0.10376644	Contig9182_x_at	carnitine racemase like protein [Arabidopsis thaliana]	AAM63923.1	enoyl-CoA hydratase/isomerase family protein	At4g14430.1	protein probable carnitine racemase - Arabidopsis thaliana	Os05g45300	enoyl-CoA hydratase/isomerase family	lipid metabolism.lipid degradation.beta-oxidation.enoyl CoA hydratase	11_9_4_03

CUST_24632_PI403524517	2	0.045505524	-0.49991226	0.038894653	-0.038894653	0.08125687	-0.16439152	35_7147	"Cluster: Hypothetical protein At3g60910; n=1; Arabidopsis thaliana|Rep: Hypothetical protein At3g60910 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q8RXT8	CHR3V7|COORD:22512702..22514157| catalytic	AT3G60910.1	CHR07V5|COORD:27633820..27636964|protein methylase, putative, expressed	LOC_Os07g46340.1	no descriptionmoderately similar to ( 269)AT3G60910| Symbols:  | catalytic | chr3:22512702-22514157 FORWARDnot assigned not assigned Methyltransf_11 PRK08317	not assigned.no ontology	35_1

CUST_138391_PI403524517	2	0.03573799	-0.5600233	-0.051852226	0.081819534	0.1542387	-0.035737038	35_38818	"Cluster: Hypothetical protein OSJNBa0091M20.26-1; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0091M20.26-1 - Oryza sativa (japon"	UniRef90_Q6Z1L3	CHR2V7|COORD:16577148..16577420| complex 1 family protein / LVR family protein	AT2G39725.1	CHR08V5|COORD:10797500..10789480|protein complex 1 protein containing protein, expressed	LOC_Os08g17650.2	no descriptionweakly similar to ( 104)AT2G39725| Symbols:  | complex 1 family protein / LVR family protein | chr2:16577148-16577420 FORWARDnot assigned Complex1_LYR	not assigned.no ontology	35_1

CUST_17694_PI403524517	2	0.026309013	-1.0159512	0.012436867	-0.01243782	0.2891369	-0.041734695	35_5110	"Cluster: Notchless, putative, expressed; n=4; Oryza sativa (japonica cultivar-group)|Rep: Notchless, putative, expressed - Oryza sativa (japonica cultivar-group"	UniRef90_Q2R1T0	CHR5V7|COORD:21418649..21421429| WD-40 repeat family protein / notchless protein, putative	AT5G52820.1	CHR11V5|COORD:22129652..22136474|protein notchless homolog 1, putative, expressed	LOC_Os11g38170.2	 no descriptionhighly similar to ( 747)AT5G52820| Symbols:  | WD-40 repeat family protein / notchless protein, putative | chr5:21418649-21421429 FORWARDweakly similar to ( 113)GBLP_CHLREGuanine nucleotide-binding protein subunit beta-like protein - Chlamydomonas reinhardtiinot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned WD40 COG2319 NLE WD40 WD40 	not assigned.no ontology	35_1

CUST_178227_PI403524517	2	-0.08444309	0.21801281	0.09498024	-0.20776653	0.02448368	-0.024482727	35_49567	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_65804_PI403524517	2	0.0715971	0.88920784	0.09744644	-0.20287132	-0.27965164	-0.0715971	35_18795	"Cluster: Hypothetical protein CBG15462; n=1; Caenorhabditis briggsae|Rep: Hypothetical protein CBG15462 - Caenorhabditis briggsae"	UniRef90_Q615U0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_17818_PI399408534	2	-0.14581871	0.17786312	0.05319643	-0.0622344	0.08747959	-0.053196907	35_10627	"Cluster: TPR Domain, putative; n=1; Oryza sativa (japonica cultivar-group)|Rep: TPR Domain, putative - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53LZ5	CHR1|COORD:6076123..6082330| transcription factor-related, low similarity to SP:P33339 Transcription factor tau 131 kDa subunit (TFIIIC 131 kDa subunit)	AT1G17680.2	CHR11V5|COORD:9151240..9134491|protein TPR Domain containing protein, expressed	LOC_Os11g16540.1	no descriptionmoderately similar to ( 249)AT1G17680| Symbols:  | transcription factor-related | chr1:6076381-6082153 FORWARDnot assigned	RNA.regulation of transcription.General Transcription	27_3_50

CUST_4758_PI404877155	2	-0.03445244	-0.7910137	-0.01234436	0.01234436	0.38546085	0.10119724	Contig16003_at	ribonuclease II family protein [Arabidopsis thaliana]	NP_177891.1	ribonuclease II family protein	At1g77680.1	protein RNB-like protein, putative	Os02g51780	3'-5' exoribonuclease -related	RNA.processing.ribonucleases	27_1_19

CUST_119996_PI403524517	2	0.5656166	-0.028910637	0.02891016	-0.124296665	-0.31925058	0.1785636	35_33935	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_108355_PI403524517	2	-0.046806335	-0.23921204	-0.029629707	0.10238075	0.029630661	0.09771919	35_30821	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_64917_PI403524517	2	0.17410946	-0.74994755	-0.13892078	0.017621994	-0.017621994	0.04833889	35_18535	"Cluster: Hypothetical protein OSJNBa0053E05.17; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0053E05.17 - Oryza sativa (japonica"	UniRef90_Q6I5G9	CHR4V7|COORD:14486271..14487263| mitochondrial ATP synthase g subunit family protein	AT4G29480.1	CHR05V5|COORD:26414438..26416371|protein hydrogen-transporting ATP synthase, rotational mechanism, putative, expressed	LOC_Os05g45740.2	no descriptionweakly similar to ( 185)AT4G29480| Symbols:  | mitochondrial ATP synthase g subunit family protein | chr4:14486271-14487263 REVERSEATP-synt_G PRK12323 Tymo_45kd_70kd	mitochondrial electron transport / ATP synthesis.F1-ATPase	9_9

CUST_88359_PI403524517	2	0.052373886	0.0691576	-0.29019356	0.017037392	-0.027285576	-0.017037392	35_25294	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_99462_PI403524517	2	0.054875374	0.7701807	-0.056728363	-0.14020634	-0.016245842	0.016245842	35_28392	"Cluster: Auxin-regulated protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Auxin-regulated protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z3T8	CHR3V7|COORD:21427313..21428786| OTU-like cysteine protease family protein	AT3G57810.2	CHR08V5|COORD:24890472..24893543|protein OTU-like cysteine protease family protein, expressed	LOC_Os08g39560.1	no descriptionmoderately similar to ( 216)AT3G57810| Symbols:  | OTU-like cysteine protease family protein | chr3:21427313-21428786 FORWARDnot assigned OTU	protein.degradation.cysteine protease	29_5_3

CUST_70018_PI403524517	2	0.19152975	0.2919278	-0.07406855	0.035527706	-0.03552723	-0.71038485	35_20042	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_33658_PI403524517	2	0.11990166	-0.30316257	0.7740507	-0.11697292	0.008355141	-0.008355141	35_9702	"Cluster: CIPK-like protein 1, putative, expressed; n=5; Poaceae|Rep: CIPK-like protein 1, putative, expressed - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2RAX3	"CHR2V7|COORD:11522312..11525504| CIPK3 (CBL-INTERACTING PROTEIN KINASE 3); kinase"	AT2G26980.4	CHR12V5|COORD:1553888..1559308|protein CIPK-like protein 1, putative, expressed	LOC_Os12g03810.3	" no descriptionmoderately similar to ( 406)AT2G26980| Symbols: SnRK3.17, CIPK3 | CIPK3 (CBL-INTERACTING PROTEIN KINASE 3); kinase | chr2:11522536-11525283 REVERSEmoderately similar to ( 390)CIPK1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase SPS1 Pkinase_Tyr TyrKc PTKc PTKc_Jak_rpt2 PTKc_Csk_like PTKc_Srm_Brk PTKc_Jak2_Jak3_rpt2 PTKc_Fes PTKc_Jak1_rpt2 PTKc_Ack_like PTKc_Tec_Rlk PTKc_EphR PTKc_Tec_like PTKc_Tyk2_rpt2 PTKc_Fes_like PTKc_Src_like PTKc_Abl PTKc_Chk PTKc_Btk_Bmx PTKc_EGFR_like PTKc_FAK PTKc_Syk_like PTKc_InsR_like PTKc_Fer PTKc_FGFR PTKc_Csk PTKc_EphR_A PTKc_Tyro3 PTKc_Axl_like PTKc_EphR_B PTKc_Frk_like PTKc_Ror PTKc_Lyn PTKc_Hck PTKc_Itk PTKc_FGFR1 PTKc_PDGFR PTKc_FGFR4 PTKc_EphR_A2 PTKc_FGFR3 PTKc_FGFR2 PTKc_Lck_Blk PTK_CCK4 PTKc_ALK_LTK PTKc_RET PTK_Ryk PTKc_Met_Ron PTKc_EphR_A10 PTKc_Axl PTKc_Trk PTKc_Tie1 PTKc_Tie PTKc_Aatyk PTKc_c-ros PTKc_Fyn_Yrk PTKc_Syk PTKc_EGFR PTKc_Src PTKc_TrkC PTKc_HER4 PTKc_InsR PTKc_Musk PTKc_DDR PTK_HER3 PTKc_Yes PTKc_HER2 PTKc_TrkB PTKc_Ror2 PTKc_Tie2 PTKc_DDR_like PTK_Jak2_Jak3_rpt1 PTKc_Zap-70 "	protein.postranslational modification	29_4

CUST_177976_PI403524517	2	0.1486187	-0.05716896	-0.15710068	0.057168007	-0.06397343	0.14213371	35_49500	"Cluster: Os05g0144000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0144000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DKT8	CHR1V7|COORD:21334394..21338261| membrane bound O-acyl transferase (MBOAT) family protein	AT1G57600.1	CHR05V5|COORD:2514271..2506922|protein GUP1, putative, expressed	LOC_Os05g05200.2	no descriptionweakly similar to ( 104)AT1G57600| Symbols:  | membrane bound O-acyl transferase (MBOAT) family protein | chr1:21334394-21338261 REVERSEnot assigned	mitochondrial electron transport / ATP synthesis.cytochrome c oxidase	9_7

CUST_56100_PI403524517	2	-0.12181187	-0.32866287	-0.025063515	0.025064468	0.1573124	0.034622192	35_15966	"Cluster: Vegetatible incompatibility protein HET-E-1, putative, expressed; n=3; Oryza sativa|Rep: Vegetatible incompatibility protein HET-E-1, putative, express"	UniRef90_Q10F11	CHR1V7|COORD:27026086..27028042| transducin family protein / WD-40 repeat family protein	AT1G71840.1	CHR03V5|COORD:27300389..27296303|protein vegetatible incompatibility protein HET-E-1, putative, expressed	LOC_Os03g48090.1	no descriptionmoderately similar to ( 312)AT1G71840| Symbols:  | transducin family protein / WD-40 repeat family protein | chr1:27026086-27028042 FORWARDweakly similar to ( 105)PF20_CHLREFlagellar WD repeat-containing protein Pf20 - Chlamydomonas reinhardtiinot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned WD40 COG2319 WD40 WD40	not assigned.no ontology	35_1

CUST_55058_PI403524517	2	-0.030900955	-0.27758598	0.15131378	0.04176426	0.030900955	-0.09579182	35_15672	"Cluster: Putative Serine/threonine Kinase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative Serine/threonine Kinase - Oryza sativa (japonica cultivar-g"	UniRef90_Q7X996	"CHR5V7|COORD:23614318..23615757| CIPK10 (CBL-INTERACTING PROTEIN KINASE 10); kinase"	AT5G58380.1	CHR07V5|COORD:28727912..28725095|protein CBL-interacting serine/threonine-protein kinase 15, putative, expressed	LOC_Os07g48100.1	" no descriptionhighly similar to ( 550)AT5G58380| Symbols: SIP1, SnRK3.8, PKS2, CIPK10 | CIPK10 (CBL-INTERACTING PROTEIN KINASE 10); kinase | chr5:23614318-23615757 REVERSEmoderately similar to ( 438)CIPK1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase SPS1 Pkinase_Tyr TyrKc PTKc PTKc_Csk_like PTKc_Fer PTKc_Fes_like PTKc_Fes PTKc_Srm_Brk PTKc_Jak_rpt2 PTKc_Tec_like PTKc_Abl PTKc_Tec_Rlk PTKc_Itk PTKc_FGFR PTKc_FAK PTKc_Src_like PTKc_Frk_like PTKc_EphR PTKc_Ack_like PTKc_Chk PTKc_Btk_Bmx NAF PTKc_Ror PTKc_EGFR_like PTKc_PDGFR PTKc_InsR_like PTKc_EphR_A PTKc_EphR_B PTKc_Syk_like PTKc_Lck_Blk PTKc_Trk PTK_CCK4 PTKc_Jak1_rpt2 PTKc_Csk PTKc_Tyro3 PTKc_Jak2_Jak3_rpt2 PTKc_Axl_like PTKc_EphR_A2 PTKc_Met_Ron PTKc_Tyk2_rpt2 PTKc_Lyn PTKc_FGFR3 PTKc_FGFR4 PTKc_ALK_LTK PTKc_Src PTKc_FGFR2 PTKc_Ror2 PTKc_Fyn_Yrk PTK_Ryk PTKc_FGFR1 PTKc_RET PTKc_c-ros PTKc_Musk PTKc_TrkB PTKc_Yes PTKc_Syk PTKc_Hck PTKc_Tie1 PTKc_DDR PTKc_Tie2 PTKc_Tie PTKc_VEGFR PTKc_Zap-70 PTKc_Ror1 PTKc_EGFR PTKc_Axl PTKc_VEGFR2 PTK_Jak_rpt1 PTKc_VEGFR3 PTKc_Aatyk PTKc_TrkC PTKc_HER2 PTKc_EphR_A10 PTKc_HER4 PTKc_TrkA PTKc_DDR2 PTKc_IGF-1R PTKc_InsR PTKc_Aatyk1_Aatyk3 PTKc_DDR_like "	protein.postranslational modification	29_4

CUST_22190_PI403524517	2	-0.09087515	-0.01464653	0.064888954	0.20466423	0.01464653	-0.027599335	35_6448	"Cluster: Putative latex cyanogenic beta glucosidase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative latex cyanogenic beta glucosidase - Oryza sativa"	UniRef90_Q5N863	"CHR5|COORD:14558580..14563459| similar to glycosyl hydrolase family 1 protein [Arabidopsis thaliana] (TAIR:At1g26560.1); similar to putative latex cyanogenic"	AT5G36890.2	CHR01V5|COORD:39331837..39337475|protein lactase-like protein precursor, putative, expressed	LOC_Os01g67220.3	 no descriptionmoderately similar to ( 423)AT5G36890| Symbols:  | hydrolase, hydrolyzing O-glycosyl compounds | chr5:14558757-14563320 REVERSEmoderately similar to ( 264)BGLC_MAIZEBeta-glucosidase, chloroplast precursor - Zea mays (Maize)not assigned Glyco_hydro_1 BglB celA PRK09852 arb 	misc.gluco-, galacto- and mannosidases	26_3

CUST_48622_PI403524517	2	0.10594082	-0.34123325	0.088900566	-0.08889961	-0.14966106	0.24782753	35_13886	Rep: Polyubiquitin 4 UBQ4 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q0WRN6	"CHR5V7|COORD:6973317..6974465| UBQ4 (ubiquitin 4); protein binding"	AT5G20620.1	CHR06V5|COORD:28400733..28403579|protein polyubiquitin containing 7 ubiquitin monomers, putative, expressed	LOC_Os06g46770.3	"no descriptionmoderately similar to ( 277)AT5G03240| Symbols: UBQ3 | UBQ3 (POLYUBIQUITIN 3); protein binding | chr5:771975-772895 REVERSEweakly similar to ( 150)UBIQ_WHEATUbiquitin - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned Ubiquitin ubiquitin UBQ Nedd8 UBL AN1_N RAD23_N Scythe_N UBQ parkin_N Fubi GDX_N SF3a120_C NIRF_N ISG15_repeat2 UBI4 hPLIC_N"	protein.degradation.ubiquitin.ubiquitin	29_5_11_1

CUST_67182_PI403524517	2	-0.0033607483	-0.12264919	-0.098727226	0.0033597946	0.044481277	0.060682297	35_19186	"Cluster: Hypothetical protein OSJNBa0094F01.10; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0094F01.10 - Oryza sativa (japonica"	UniRef90_Q7Y1H6	"CHR5V7|COORD:17574658..17576465| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G04230.1); similar to unnamed protein product [Ostreococcus tauri]"	AT5G43720.1	CHR03V5|COORD:33179200..33183744|protein expressed protein	LOC_Os03g58340.1	"no descriptionweakly similar to ( 197)AT5G43720| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G04230.1); similar to unnamed protein product [Ostreococcus tauri] (GB:CAL54460.1); similar to Os03g0797700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001051564.1); contains domain no description (G3D.1.20.5.20) | chr5:17574658-17576465 REVERSEnot assigned"	not assigned.unknown	35_2

CUST_72541_PI403524517	2	3.4853258	4.1699333	3.9824448	-3.5829954	-3.9237075	-3.4853258	35_20791	"Cluster: Protein kinase domain containing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Protein kinase domain containing protein - Oryza sativa (jap"	UniRef90_Q2QQC1	"CHR3V7|COORD:21970848..21973535| ACR4 (ARABIDOPSIS CRINKLY4); kinase"	AT3G59420.1	CHR12V5|COORD:18956069..18958083|protein protein kinase domain containing protein	LOC_Os12g31560.1	"no descriptionvery weakly similar to (94.4)AT3G59420| Symbols: ACR4 | ACR4 (ARABIDOPSIS CRINKLY4); kinase | chr3:21970848-21973535 REVERSEvery weakly similar to (98.2)CRI4_MAIZEPutative receptor protein kinase CRINKLY4 precursor - Zea mays (Maize)not assigned"	protein.postranslational modification.kinase.receptor like cytoplasmatic kinase VII	29_4_1_57

CUST_9200_PI403524517	2	-0.52823925	0.25893688	-0.19645023	0.03738022	-0.037379265	0.19087124	35_2584	"Cluster: Os01g0590200 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0590200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JLL6	0	0	CHR01V5|COORD:23352964..23349890|protein expressed protein	LOC_Os01g40750.1	no description	not assigned.unknown	35_2

CUST_94614_PI403524517	2	0.24329472	5.464554E-4	-5.455017E-4	-0.10602379	-0.11599064	0.026123047	35_27047	"Cluster: Harpin-induced protein 1 containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Harpin-induced protein 1 containing protein, e"	UniRef90_Q10NQ5	CHR2V7|COORD:78038..79176| similar to harpin-induced protein-related / HIN1-related / harpin-responsive protein-related [Arabidopsis thaliana]	AT2G01080.1	CHR03V5|COORD:8602374..8603621|protein harpin-induced protein, putative, expressed	LOC_Os03g15630.1	"no descriptionvery weakly similar to (97.8)AT2G01080| Symbols:  | similar to harpin-induced protein-related / HIN1-related / harpin-responsive protein-related [Arabidopsis thaliana] (TAIR:AT1G65690.1); similar to Os03g0262700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001049630.1); similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:AAP06852.1); contains InterPro domain Harpin-induced 1; (InterPro:IPR010847) | chr2:78038-79176 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 Pneumo_att_G Tymo_45kd_70kd PRK07003 PRK07764 Hin1 Atrophin-1 HPC2 Herpes_BLLF1 Extensin_2 APC_basic PRK05648"	not assigned.unknown	35_2

CUST_166236_PI403524517	2	-0.051810265	9.0646744E-4	-9.0646744E-4	0.026418686	-0.08619881	0.1747818	35_46310	"Cluster: Hypothetical protein OSJNBa0071M09.16; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0071M09.16 - Oryza sativa (japonica"	UniRef90_Q84Q64		0	CHR03V5|COORD:8981592..8976295|protein transposon protein, putative, unclassified	LOC_Os03g16300.1	no description	not assigned.unknown	35_2

CUST_33477_PI403524517	2	0.028232574	0.04098797	0.012394905	-0.012393951	-0.05801201	-0.053878784	35_9653	"Cluster: Putative phospholipase D; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative phospholipase D - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6L479	"CHR3V7|COORD:5711335..5718702| PLDP1 (PHOSPHOLIPASE D ZETA1); phospholipase D"	AT3G16785.1	CHR05V5|COORD:16981729..16970428|protein phospholipase D p1, putative, expressed	LOC_Os05g29050.2	" no descriptionmoderately similar to ( 240)AT3G16785| Symbols: PLDZ1, PLDZETA1, PLD ZETA 1, PLDP1 | PLDP1 (PHOSPHOLIPASE D ZETA1); phospholipase D | chr3:5711335-5718702 FORWARDnot assigned "	lipid metabolism.lipid degradation.lysophospholipases.phospholipase D	11_9_3_1

CUST_85842_PI403524517	2	0.052324295	0.14992237	-0.03401661	-0.15534782	-0.105241776	0.034017563	35_24582	"Cluster: Mi-2 autoantigen-like protein; n=2; Arabidopsis thaliana|Rep: Mi-2 autoantigen-like protein - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_O48579	"CHR5V7|COORD:18100886..18109389| CHR4/MI-2-LIKE (chromatin remodeling 4); ATP binding / DNA binding / chromatin binding / helicase"	AT5G44800.1	CHR07V5|COORD:18637639..18624091|protein ATP binding protein, putative, expressed	LOC_Os07g31450.1	" no descriptionweakly similar to ( 184)AT5G44800| Symbols: CHR4, MI-2-LIKE | CHR4/MI-2-LIKE (chromatin remodeling 4); ATP binding / DNA binding / chromatin binding / helicase | chr5:18100886-18109389 REVERSE"	DNA.synthesis/chromatin structure	28_1

CUST_12415_PI399408534	2	0.3445778	-0.52635765	-0.15282536	0.15282536	0.23915768	-0.18542862	35_16102	Rep: Auxin-responsive protein IAA31 - Oryza sativa (Rice)	UniRef90_P0C133	"CHR1V7|COORD:1128563..1129318| SHY2 (SHORT HYPOCOTYL 2); transcription factor"	AT1G04240.1	CHR12V5|COORD:25291947..25293965|protein OsIAA31 - Auxin-responsive Aux/IAA gene family member, expressed	LOC_Os12g40900.1	" no descriptionweakly similar to ( 157)AT1G04240| Symbols: IAA3, SHY2 | SHY2 (SHORT HYPOCOTYL 2); transcription factor | chr1:1128563-1129318 REVERSEmoderately similar to ( 235)IAA31_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned AUX_IAA PRK12678 PRK12323 "	hormone metabolism.auxin.induced-regulated-responsive-activated	17_2_3

CUST_164588_PI403524517	2	0.22168398	-0.19596434	0.3062544	-0.17689514	0.167315	-0.16731548	35_45876	"Cluster: Os01g0617600 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0617600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JL81	CHR4V7|COORD:16111352..16112581| RPD1 (ROOT PRIMORDIUM DEFECTIVE 1)	AT4G33495.1	CHR01V5|COORD:24882427..24878803|protein expressed protein	LOC_Os01g43040.1	no description	not assigned.unknown	35_2

CUST_107683_PI403524517	2	-0.688004	-0.6100364	0.6892028	0.086690426	0.042624474	-0.042624474	35_30643	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_161037_PI403524517	2	-0.14526558	-0.048407555	0.048407078	0.15100288	0.20558643	-0.06996822	35_44933	"Cluster: Putative CRK1 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative CRK1 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ZCC7		0	CHR08V5|COORD:661212..655821|protein transposon protein, putative, unclassified, expressed	LOC_Os08g02050.1	no description	not assigned.unknown	35_2

CUST_137362_PI403524517	2	0.022406578	-0.68276644	-0.25950146	-0.022406101	0.07328987	0.19474459	35_38521	"Cluster: Glyceraldehyde-3-phosphate dehydrogenase, cytosolic 3; n=11; commelinids|Rep: Glyceraldehyde-3-phosphate dehydrogenase, cytosolic 3 -"	UniRef90_Q43247	"CHR1V7|COORD:4608462..4610491| GAPC-2; glyceraldehyde-3-phosphate dehydrogenase"	AT1G13440.1	CHR04V5|COORD:24086354..24090074|protein glyceraldehyde-3-phosphate dehydrogenase, cytosolic 3, putative, expressed	LOC_Os04g40950.1	 no descriptionvery weakly similar to (90.9)AT1G13440| Symbols: GAPC-2 | GAPC-2 | chr1:4608462-4610491 REVERSEweakly similar to ( 104)G3PC_HORVUGlyceraldehyde-3-phosphate dehydrogenase, cytosolic - Hordeum vulgare (Barley)not assigned 	glycolysis.glyceraldehyde 3-phosphate dehydrogenase	4_9

CUST_4448_PI404877155	2	-0.38039303	-1.6777773	0.44428778	0.44018507	0.38039303	-0.726851	Contig15396_at	OJ1414_E05.1 [Oryza sativa (japonica cultivar-group)]	BAB90136.1	bZIP transcription factor family protein	At2g42380.2	protein bZIP transcription factor, putative	Os01g55150	NONE	RNA.regulation of transcription.bZIP transcription factor family	27_3_35

CUST_110700_PI403524517	2	0.57766485	0.6578965	0.17173672	-0.23938799	-0.17173672	-0.30041885	35_31438	"Cluster: Arm repeat containing protein homolog-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Arm repeat containing protein homolog-like - Oryza sativa"	UniRef90_Q7F1U7	CHR1V7|COORD:16816094..16817173| DNA binding / ligand-dependent nuclear receptor	AT1G44191.1	CHR07V5|COORD:23720078..23723101|protein spotted leaf protein 11, putative, expressed	LOC_Os07g39590.1	no descriptionvery weakly similar to (53.5)AT4G16490| Symbols:  | armadillo/beta-catenin repeat family protein | chr4:9294747-9295553 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07003 Atrophin-1 PRK07764 PRK10263 Tymo_45kd_70kd Extensin_2 HPC2 APC_basic Pneumo_att_G PRK05648	not assigned.no ontology.armadillo/beta-catenin repeat family protein	35_1_3

CUST_45469_PI403524517	2	0.24846077	0.3221798	0.03257513	-0.19778013	-0.03257513	-0.32591867	35_13032	Rep: Putative copper-exporting ATPase - Sorghum bicolor (Sorghum) (Sorghum vulgare)	UniRef90_Q6JAG2	"CHR1V7|COORD:23531320..23534774| HMA5 (HEAVY METAL ATPASE 5); ATPase, coupled to transmembrane movement of ions, phosphorylative mechanism"	AT1G63440.1	CHR04V5|COORD:27610679..27616441|protein copper-transporting ATPase 3, putative, expressed	LOC_Os04g46940.1	" no descriptionmoderately similar to ( 282)AT1G63440| Symbols: HMA5 | HMA5 (HEAVY METAL ATPASE 5); ATPase, coupled to transmembrane movement of ions, phosphorylative mechanism | chr1:23531320-23534774 FORWARDnot assigned ZntA zntA PRK10671 E1-E2_ATPase KdpB PRK01122 MgtA "	transport.metal	34_12

CUST_141723_PI403524517	2	-0.058465958	-0.25115204	0.097249985	0.18249226	0.049833298	-0.049832344	35_39721	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_18142_PI404877155	2	0.21171284	0.103201866	0.04277897	-0.042778015	-0.11897659	-0.17947865	HVSMEc0015E05f_at	0	0	0	0	0	0	RNA polymerase beta' subunit-1	RNA.transcription	27_2

CUST_62717_PI403524517	2	0.12955952	-0.31398392	-0.021422386	0.021421432	0.034132957	-0.0318985	35_17880	"Cluster: Os01g0262500 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0262500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JNW2	"CHR1V7|COORD:12877208..12878622| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G35170.1); similar to Os01g0262500 [Oryza sativa (japonica"	AT1G35180.1	CHR01V5|COORD:8880040..8882209|protein expressed protein	LOC_Os01g15770.1	" no descriptionmoderately similar to ( 228)AT1G35180| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G35170.1); similar to Os01g0262500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001042652.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD81243.1); contains InterPro domain TRAM, LAG1 and CLN8 homology; (InterPro:IPR006634) | chr1:12877208-12878622 REVERSEnot assigned not assigned TLC DUF887 "	not assigned.unknown	35_2

CUST_158382_PI403524517	2	-0.084617615	0.1712389	0.39371157	0.08461714	-0.49333668	-0.27815008	35_44214	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_104793_PI403524517	2	-0.039297104	0.80641174	0.18027306	0.007771492	-0.25195694	-0.007771492	35_29858	Rep: H0306F03.9 protein - Oryza sativa (Rice)	UniRef90_Q25A66	"CHR2V7|COORD:10208356..10211091| ATCNGC6 (CYCLIC NUCLEOTIDE GATED CHANNEL 6); calmodulin binding"	AT2G23980.1	CHR04V5|COORD:32534595..32539669|protein cyclic nucleotide-gated ion channel 9, putative, expressed	LOC_Os04g55080.1	" no descriptionvery weakly similar to (82.4)AT2G23980| Symbols: CNGC6, ATCNGC6 | ATCNGC6 (CYCLIC NUCLEOTIDE GATED CHANNEL 6); calmodulin binding | chr2:10208356-10211091 REVERSEnot assigned "	transport.cyclic nucleotide or calcium regulated channels	34_22

CUST_62488_PI403524517	2	-0.07887554	-0.019491196	0.17661285	0.018393517	0.095936775	-0.01839447	35_17818	"Cluster: Solute carrier family 35, member F5-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Solute carrier family 35, member F5-like - Oryza sativa (jap"	UniRef90_Q653X2	CHR3V7|COORD:2241366..2242940| membrane protein	AT3G07080.1	CHR06V5|COORD:28425918..28429248|protein integral membrane protein, putative, expressed	LOC_Os06g46820.1	no descriptionmoderately similar to ( 374)AT3G07080| Symbols:  | membrane protein | chr3:2241366-2242940 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned RhaT DUF914 DUF6 UAA PRK11689	not assigned.no ontology	35_1

CUST_47790_PI403524517	2	0.095668316	-0.10742235	0.18132448	-0.095668316	0.42290878	-0.14983797	35_13672	Rep: Hypothetical protein - Medicago truncatula (Barrel medic)	UniRef90_Q1T5X1	CHR4V7|COORD:16771406..16773274| vestitone reductase-related	AT4G35250.1	CHR08V5|COORD:27567438..27562341|protein expressed protein	LOC_Os08g44000.1	 no descriptionweakly similar to ( 183)AT4G35250| Symbols:  | vestitone reductase-related | chr4:16771406-16773274 REVERSEvery weakly similar to (97.8)PHYK_WHEATProbable phytol kinase, chloroplast precursor - Triticum aestivum (Wheat)	not assigned.no ontology	35_1

CUST_8532_PI404877155	2	0.16709518	-0.4028101	-0.13210297	0.087278366	-0.087278366	0.18498135	Contig25201_at	OJ991113_30.6 [Oryza sativa (japonica cultivar-group)]	CAE02056.2	kelch repeat-containing protein	At1g51540.1	protein Kelch motif, putative	Os04g41020	kelch repeat-containing protein, contains Pfam profile PF01344: Kelch motif	RNA.regulation of transcription.putative DNA-binding protein	27_3_67

CUST_154789_PI403524517	2	0.120334625	-0.70488167	-0.34893417	0.26934338	0.01567936	-0.01567936	35_43246	0	0		0	CHR01V5|COORD:34466616..34468063|protein expressed protein	LOC_Os01g59090.1	no description	not assigned.unknown	35_2

CUST_11743_PI399408534	2	-0.59951687	1.2222781	0.1508708	0.6070018	-0.73018694	-0.1508708	35_22846	"Cluster: EF hand family protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: EF hand family protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QYW1	CHR5V7|COORD:16959986..16960543| calmodulin-related protein, putative	AT5G42380.1	CHR12V5|COORD:260030..259311|protein calmodulin-like protein 41, putative, expressed	LOC_Os12g01400.1	 no descriptionvery weakly similar to (80.9)AT5G42380| Symbols:  | calmodulin-related protein, putative | chr5:16959986-16960543 REVERSEvery weakly similar to (51.6)CALM3_ORYSAnot assigned not assigned FRQ1 EFh 	signalling.calcium	30_3

CUST_84615_PI403524517	2	0.06522179	-0.48545933	-0.27868366	0.111997604	0.038596153	-0.038597107	35_24245	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_20051_PI399408534	2	0.16964579	0.027322292	-0.15533352	0.07782364	-0.027321815	-0.18715382	35_18071	"Cluster: Transcription elongation factor, putative, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Transcription elongation factor, putative, expre"	UniRef90_Q2QX87	CHR5V7|COORD:3063489..3065222| transcription elongation factor-related	AT5G09850.1	CHR12V5|COORD:3328116..3324751|protein expressed protein	LOC_Os12g06850.3	no descriptionvery weakly similar to (70.5)AT5G09850| Symbols:  | transcription elongation factor-related | chr5:3063489-3065222 REVERSE	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_123285_PI403524517	2	-0.13322258	0.69043064	0.025756836	-0.027097702	0.010246277	-0.010246277	35_34769	Rep: Hypothetical protein - Gibberella zeae (Fusarium graminearum)	UniRef90_Q4HYW3	CHR3V7|COORD:22797228..22798577| delta-8 sphingolipid desaturase (SLD1)	AT3G61580.1	CHR01V5|COORD:38760519..38758155|protein expressed protein	LOC_Os01g66150.1	no descriptionvery weakly similar to (75.5)AT3G61580| Symbols:  | delta-8 sphingolipid desaturase (SLD1) | chr3:22797228-22798577 FORWARDnot assigned Delta6-FADS-like DesA FA_desaturase Delta12-FADS-like	lipid metabolism.'exotics' (steroids, squalene etc).sphingolipids	11_8_1

CUST_76459_PI403524517	2	-0.0029687881	0.08922291	0.09993076	-0.12141991	-0.11840248	0.0029697418	35_21920	"Cluster: Os09g0114700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0114700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J3H0	0	0	CHR09V5|COORD:1174665..1167868|protein expressed protein	LOC_Os09g02660.1	no description	not assigned.unknown	35_2

CUST_65523_PI403524517	2	-0.013620377	-0.23395729	-0.096759796	0.10223293	0.013620377	0.05051422	35_18711	"Cluster: Os08g0224800 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os08g0224800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J772	"CHR2V7|COORD:16176057..16178758| PECT1 (PHOSPHORYLETHANOLAMINE CYTIDYLYLTRANSFERASE 1); ethanolamine-phosphate cytidylyltransferase"	AT2G38670.1	CHR08V5|COORD:7599257..7603883|protein ethanolamine-phosphate cytidylyltransferase, putative, expressed	LOC_Os08g12830.1	"no descriptionmoderately similar to ( 495)AT2G38670| Symbols: PECT1 | PECT1 (PHOSPHORYLETHANOLAMINE CYTIDYLYLTRANSFERASE 1); ethanolamine-phosphate cytidylyltransferase | chr2:16176057-16178758 FORWARDnot assigned not assigned CCT ECT cytidylyltransferase TagD cytidylyltransferase_like RfaE_N PRK11316 RfaE G3P_Cytidylyltransferase nt_trans CTP_transf_2 PRK00777"	not assigned.no ontology	35_1

CUST_18233_PI404877155	2	0.024190903	-0.025218964	-0.068255424	-0.024189949	0.04318428	0.060131073	HVSMEf0018G20r2_s_at	putative RNA-binding like protein [Oryza sativa (japonica cultivar-group)] dbj|BAB63863.1| putative RNA-binding like protein [Oryza sativa (	NP_914646.1	RNA recognition motif (RRM)-containing protein	At4g36960.1	protein RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain), putative	Os01g71770	0	RNA.regulation of transcription	27_3

CUST_42942_PI403524517	2	0.33824062	-1.2879615	-0.13891315	0.034109116	-0.034109116	0.07899666	35_12330	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_76052_PI403524517	2	-0.61346245	0.08873844	0.38829136	-0.27725124	0.03643799	-0.03643799	35_21802	"Cluster: Cytochrome P450; n=1; Oryza sativa (japonica cultivar-group)|Rep: Cytochrome P450 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53PZ7	"CHR2V7|COORD:11816450..11817937| CYP94C1 (cytochrome P450, family 94, subfamily C, polypeptide 1); oxygen binding"	AT2G27690.1	CHR11V5|COORD:2388224..2386304|protein cytochrome P450 94A2, putative, expressed	LOC_Os11g05380.1	" no descriptionmoderately similar to ( 280)AT2G27690| Symbols: CYP94C1 | CYP94C1 (cytochrome P450, family 94, subfamily C, polypeptide 1); oxygen binding | chr2:11816450-11817937 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned p450 PRK07003 DUF566 Herpes_BLLF1 APC_basic SerH Mucin PRK12323 "	misc.cytochrome P450	26_10

CUST_11226_PI403524517	2	-0.2854061	0.6781235	-0.03326702	0.033266068	-0.036188126	0.123324394	35_3183	"Cluster: Os01g0886900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0886900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JH32	CHR5V7|COORD:20263979..20266658| EMB1879 (EMBRYO DEFECTIVE 1879)	AT5G49820.1	CHR01V5|COORD:38861672..38867219|protein expressed protein	LOC_Os01g66350.1	no descriptionhighly similar to ( 559)AT5G49820| Symbols: EMB1879 | EMB1879 (EMBRYO DEFECTIVE 1879) | chr5:20263979-20266658 REVERSEnot assigned not assigned not assigned not assigned not assigned DUF647 PRK12323 PRK07764 PRK07003 Totivirus_coat	not assigned.unknown	35_2

CUST_19563_PI404877155	2	-0.011919022	-0.21260262	-0.11115837	0.11795616	0.25319386	0.011918068	rbah59e19_s_at	OSJNBa0070M12.3 [Oryza sativa (japonica cultivar-group)] emb|CAE03463.1| OSJNBa0088H09.21 [Oryza sativa (japonica cultivar-group)] ref|XP_47	CAD41925.1	leucine-rich repeat family protein / protein kinase family protein	At3g23750.1	protein Protein kinase domain, putative	Os04g58910	gi|21741125|emb|CAD41925.1| OSJNBa0070M12.3	signalling.receptor kinases.misc	30_2_99

CUST_21077_PI403524517	2	-0.018230438	-0.46026897	-0.0051631927	0.047826767	0.019731522	0.005162239	35_6117	"Cluster: Os01g0159300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0159300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JQI1	CHR5|COORD:8544788..8547116| zinc finger (C3HC4-type RING finger) family protein, similar to Pfam domain, PF00097: Zinc finger, C3HC4 type (RING finger)	AT5G24870.2	CHR01V5|COORD:3102037..3096274|protein protein containing C-terminal RING-finger, putative, expressed	LOC_Os01g06590.3	no descriptionweakly similar to ( 117)AT5G24870| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr5:8545011-8546926 REVERSEvery weakly similar to (52.4)EL5_ORYSAnot assigned not assigned COG5540 RING zf-C3HC4 RING	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_6769_PI404877155	2	-0.021754265	-0.07482624	-0.05370617	0.021754265	0.035334587	0.03660488	Contig20021_at	C2H2 zinc-finger protein [Zea mays]	AAK63209.1	C2H2 zinc-finger protein SERRATE (SE)	At2g27100.1	protein expressed protein	Os06g48530	"SERRATE;C2H2 zinc-finger protein SERRATE (SE), identical to C2H2 zinc-finger protein SERRATE GI:14486602 from (Arabidopsis thaliana)"	RNA.regulation of transcription.C2H2 zinc finger family	27_3_11

CUST_29637_PI399408534	2	0.259243	-0.4506445	-0.13872147	0.40295315	0.072600365	-0.07260132	35_31509	Rep: H0913C04.7 protein - Oryza sativa (Rice)	UniRef90_Q259T7	CHR5V7|COORD:7365608..7366444| CCR4-NOT transcription complex protein, putative	AT5G22250.1	CHR04V5|COORD:34761534..34763136|protein CCR4-NOT transcription complex subunit 8, putative, expressed	LOC_Os04g58810.1	 no descriptionvery weakly similar to (83.2)AT5G22250| Symbols:  | CCR4-NOT transcription complex protein, putative | chr5:7365608-7366444 REVERSEnot assigned CAF1 POP2 	RNA.processing.ribonucleases	27_1_19

CUST_113284_PI403524517	2	0.0090351105	0.083789825	-0.09157181	0.09531784	-0.09443855	-0.009036064	35_32157	Rep: UPI00006176C1 UniRef100 entry - Bos Taurus	UniRef90_UPI00006176C1	CHR2V7|COORD:6406761..6407291| AGP9 (ARABINOGALACTAN PROTEIN 9)	AT2G14890.2	CHR02V5|COORD:2023354..2020973|protein vegetative cell wall protein gp1 precursor, putative, expressed	LOC_Os02g04540.1	no descriptionnot assigned not assigned not assigned not assigned Atrophin-1 PRK12323 PRK07764	not assigned.unknown	35_2

CUST_32548_PI399408534	2	0.12349939	0.8820691	0.2634282	-0.12349939	-0.13580132	-0.2262621	35_17127	"Cluster: TF-like protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: TF-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q84P66	CHR1V7|COORD:3333927..3337493| NF-X1 type zinc finger family protein	AT1G10170.1	CHR06V5|COORD:7923038..7919481|protein transcriptional repressor NF-X1, putative, expressed	LOC_Os06g14190.1	no descriptionhighly similar to ( 645)AT1G10170| Symbols:  | NF-X1 type zinc finger family protein | chr1:3333927-3337493 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_6566_PI403524517	2	0.031326294	0.295249	-0.024582863	-0.04096508	-0.0043945312	0.0043945312	35_1822	Rep: Eukaryotic initiation factor 3e - Oryza sativa (japonica cultivar-group)	UniRef90_A0MLT8	CHR3V7|COORD:21207765..21210052| EIF3E (eukaryotic translation initiation factor 3E)	AT3G57290.1	CHR07V5|COORD:6765633..6761784|protein eukaryotic translation initiation factor 3 subunit 6, putative, expressed	LOC_Os07g12110.1	 no descriptionhighly similar to ( 610)AT3G57290| Symbols: TIF3E1, ATEIF3E-1, INT-6, ATINT6, INT6, EIF3E | EIF3E (eukaryotic translation initiation factor 3E) | chr3:21207765-21210052 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned eIF3_N PCI PINT DUF566 	protein.synthesis.initiation	29_2_3

CUST_288_PI399407379	2	0.2812662	-0.015129089	-0.16164112	0.015128136	0.045679092	-0.0630188	HvNCED12									

CUST_18091_PI404877155	2	0.17239189	-0.046541214	-0.09767437	9.441376E-4	0.085681915	-9.441376E-4	HVSMEb0017B20r2_at	DNA binding protein-like [Oryza sativa (japonica cultivar-group)]	BAC57283.1	remorin family protein	At3g57540.1	protein Remorin, C-terminal region, putative	Os07g10780	remorin family protein, contains Pfam domain, PF03763: Remorin, C-terminal region	RNA.regulation of transcription.putative DNA-binding protein	27_3_67

CUST_53816_PI403524517	2	-0.094599724	0.37953234	0.78347063	0.094599724	-0.11590958	-0.40098858	35_15313	"Cluster: Patatin-like phospholipase family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Patatin-like phospholipase family protein, expre"	UniRef90_Q2R189	"CHR4V7|COORD:17464910..17467052| PLA IVA/PLP1; nutrient reservoir"	AT4G37070.2	CHR11V5|COORD:23343292..23347243|protein patatin T5 precursor, putative, expressed	LOC_Os11g39990.1	" no descriptionmoderately similar to ( 414)AT4G37050| Symbols: PLP4, PLA V | PLA V/PLP4 (Patatin-like protein 4); nutrient reservoir | chr4:17457255-17459636 REVERSEmoderately similar to ( 293)PAT3_SOLTUnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Patatin COG3621 Herpes_BLLF1 "	development.storage proteins	33_1

CUST_26901_PI403524517	2	-0.011285782	0.17242527	0.09590578	-0.07756567	0.011285782	-0.38306427	35_7794	"Cluster: Os01g0822200 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0822200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JI62	"CHR3V7|COORD:2658135..2659990| ATSIK; kinase"	AT3G08760.1	CHR01V5|COORD:35427474..35423026|protein serine/threonine-protein kinase NAK, putative, expressed	LOC_Os01g60700.2	"no descriptionmoderately similar to ( 322)AT3G08760| Symbols: ATSIK | ATSIK; kinase | chr3:2658135-2659990 REVERSEweakly similar to ( 113)NORK_PEANodulation receptor kinase precursor - Pisum sativum (Garden pea)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PTKc Pkinase_Tyr TyrKc PTKc_Jak_rpt2 S_TKc Pkinase S_TKc PTKc_EphR PTKc_Csk_like PTKc_EGFR_like PTKc_Src_like PTKc_Ror PTKc_Lck_Blk PTKc_Srm_Brk PTKc_Csk PTKc_Chk PTKc_Trk PTKc_EphR_A10 PTKc_Syk_like PTKc_Tec_like PTKc_Axl_like PTKc_Lyn PTKc_Jak2_Jak3_rpt2 PTKc_Tie1 PTKc_InsR_like PTKc_Frk_like PTKc_Ack_like PTKc_DDR PTKc_Itk PTKc_Fes_like PTKc_Tie PTKc_Hck PTKc_Tyro3 PTKc_Met_Ron SPS1 PTKc_EphR_A PTKc_TrkA PTKc_Aatyk PTKc_c-ros PTKc_Fes PTKc_EphR_B PTKc_RET PTKc_Fyn_Yrk PTKc_Musk PTKc_Btk_Bmx PTKc_Tie2 PTKc_TrkB PTKc_Ror1 PTKc_Abl PTKc_Jak1_rpt2 PTKc_TrkC PTKc_InsR"	protein.postranslational modification.kinase.receptor like cytoplasmatic kinase VII	29_4_1_57

CUST_137992_PI403524517	2	0.24027061	0.23618841	0.14843512	-0.14886904	-0.14843512	-0.25162125	35_38700	"Cluster: Diaphanous protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Diaphanous protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69MT2	"CHR3V7|COORD:9252557..9256063| AFH1 (FORMIN HOMOLOGY 1); actin binding"	AT3G25500.1	CHR09V5|COORD:20179233..20182554|protein AFH1, putative, expressed	LOC_Os09g34180.1	no description	not assigned.unknown	35_2

CUST_11054_PI404877155	2	-0.015569687	0.45142937	-0.004330635	-0.09671402	0.004330635	0.050020218	Contig4780_at	nucleic acid binding protein [Oryza sativa]	AAC98962.1	PHD finger family protein	At1g14510.1	protein probable zinc finger protein - alfalfa (fragment)	Os11g14010	nucleic acid binding protein	RNA.regulation of transcription.Alfin-like	27_3_02

CUST_13591_PI399408534	2	0.05058098	0.3216133	-0.05058098	-0.07333851	-0.2524557	0.090872765	35_42383	"Cluster: Os03g0306200 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os03g0306200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DSI7	CHR2V7|COORD:19456203..19464061| nucleotide binding	AT2G47410.1	CHR03V5|COORD:10861878..10845331|protein nucleotide binding protein, putative, expressed	LOC_Os03g19340.1	no descriptionweakly similar to ( 132)AT2G47410| Symbols:  | nucleotide binding | chr2:19456203-19464061 FORWARDnot assigned	development.unspecified	33_99

CUST_17452_PI404877155	2	0.017541885	-0.4233513	-0.05181694	0.08120632	0.10575771	-0.017541885	HU14O14u_s_at	Acyl carrier protein II, chloroplast precursor (ACP II) pir||T10175 acyl carrier protein II - barley	P08817	acyl carrier protein, chloroplast, putative / ACP, putative	At1g54580.1	protein acyl carrier protein, putative	Os08g43580	Acyl carrier protein II, chloroplast precursor (ACP II)	lipid metabolism.FA synthesis and FA elongation.ACP protein	11_1_12

CUST_158293_PI403524517	2	-0.024247646	-0.09213829	0.024247646	0.2085352	0.03231287	-0.18021488	35_44192	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_100156_PI403524517	2	0.53957033	-0.3898363	0.031000137	-0.18426418	-0.017365456	0.017365932	35_28594	"Cluster: GEKO1-like protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: GEKO1-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K4F9	CHR2V7|COORD:1156779..1158692| GEK1 (GEKO1)	AT2G03800.1	CHR09V5|COORD:3619063..3632216|protein ethanol tolerance protein GEKO1, putative, expressed	LOC_Os09g07320.1	no descriptionvery weakly similar to (54.7)AT2G03800| Symbols: GEK1 | GEK1 (GEKO1) | chr2:1156779-1158692 FORWARD	not assigned.unknown	35_2

CUST_24747_PI399408534	2	0.037739277	-0.037739277	0.11057377	-0.08421087	0.12269592	-0.21078348	35_8347	"Cluster: MAP3K-like protein kinase, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: MAP3K-like protein kinase, putative, expressed - Oryza"	UniRef90_Q10JM3	CHR1V7|COORD:4690694..4692699| phospholipase C	AT1G13680.1	CHR03V5|COORD:17165521..17162223|protein phospholipase C, putative, expressed	LOC_Os03g30130.2	no descriptionmoderately similar to ( 386)AT1G13680| Symbols:  | phospholipase C | chr1:4690694-4692699 FORWARD	not assigned.unknown	35_2

CUST_10032_PI403524517	2	0.010205269	-0.28657722	0.027656555	-0.010205746	-0.043021202	0.045838833	35_2834	"Cluster: Hypothetical protein OSJNBa0090O10.20; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0090O10.20 - Oryza sativa (japonica"	UniRef90_Q8GZW4	CHR1V7|COORD:24026145..24026814| plastocyanin-like domain-containing protein	AT1G64640.1	CHR03V5|COORD:829110..830468|protein early nodulin-like protein 1 precursor, putative, expressed	LOC_Os03g02400.1	no descriptionweakly similar to ( 121)AT1G64640| Symbols:  | plastocyanin-like domain-containing protein | chr1:24026145-24026814 REVERSEvery weakly similar to (52.4)NO552_SOYBNEarly nodulin 55-2 precursor - Glycine max (Soybean)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Cu_bind_like Atrophin-1 PRK07003 PRK12323 DUF566 APC_basic Herpes_BLLF1 Tymo_45kd_70kd PRK07764 PRK12678 AF-4	misc.plastocyanin-like	26_19

CUST_70839_PI403524517	2	0.032416344	-0.18558311	-0.0492754	-0.03241539	0.037147522	0.03554535	35_20298	Rep: H0315A08.11 protein - Oryza sativa (Rice)	UniRef90_Q01I61	"CHR1V7|COORD:28982321..28983568| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G69210.1); similar to Os04g0438300 [Oryza sativa (japonica"	AT1G77122.1	CHR04V5|COORD:21607861..21605505|protein expressed protein	LOC_Os04g35760.1	"no descriptionmoderately similar to ( 232)AT1G77122| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G69210.1); similar to Os04g0438300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001052862.1); similar to H0315A08.11 [Oryza sativa (indica cultivar-group)] (GB:CAH67581.1); contains InterPro domain Protein of unknown function DUF150; (InterPro:IPR003728) | chr1:28982321-28983568 REVERSEnot assigned not assigned not assigned not assigned not assigned DUF150 PRK02363 FYDLN_acid COG0779"	not assigned.unknown	35_2

CUST_39900_PI403524517	2	0.05967331	-0.17081356	0.016051292	-0.032173157	0.1904316	-0.016051292	35_11476	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_41837_PI403524517	2	-0.15268469	0.41156673	0.03975296	0.10515642	-0.5047364	-0.03975296	35_12023	"Cluster: Putative blight resistance protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative blight resistance protein - Oryza sativa (japonica cultiv"	UniRef90_Q5JMJ4	CHR1V7|COORD:26152499..26154610| leucine-rich repeat family protein	AT1G69545.1	CHR08V5|COORD:10071081..10075054|protein NBS-LRR disease resistance protein, putative	LOC_Os08g16460.1	no descriptionvery weakly similar to ( 100)AT1G69545| Symbols:  | leucine-rich repeat family protein | chr1:26152499-26154610 REVERSEnot assigned not assigned not assigned not assigned	stress.biotic	20_1

CUST_21983_PI403524517	2	0.42562008	0.118000984	-0.22271204	0.11650562	-0.7777052	-0.11650562	35_6387	"Cluster: Putative lycopene epsilon-cyclase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative lycopene epsilon-cyclase - Oryza sativa (japonica cultivar"	UniRef90_Q8LJ81	"CHR5V7|COORD:23094624..23097044| LUT2 (LUTEIN DEFICIENT 2); lycopene epsilon cyclase"	AT5G57030.1	CHR01V5|COORD:22861853..22865590|protein lycopene epsilon cyclase, chloroplast precursor, putative, expressed	LOC_Os01g39960.1	" no descriptionmoderately similar to ( 394)AT5G57030| Symbols: LUT2 | LUT2 (LUTEIN DEFICIENT 2); lycopene epsilon cyclase | chr5:23094624-23097044 FORWARDweakly similar to ( 190)LCYB_CAPANLycopene beta cyclase, chloroplast/chromoplast precursor - Capsicum annuum (Bell pepper)Lycopene_cycl "	secondary metabolism.isoprenoids.carotenoids.lycopene beta cyclase	16_1_4_5

CUST_24883_PI399408534	2	-0.82685757	-1.0747972	0.15315628	0.23205519	0.07049751	-0.070497036	35_24595	Rep: B0103C08-B0602B01.16 protein - Oryza sativa (Rice)	UniRef90_Q01H87	CHR1|COORD:28543724..28545531| calcium-dependent protein kinase, putative / CDPK, putative, similar to calcium-dependent protein kinase GB:AAC25423 GI:3283996	AT1G76040.1	CHR04V5|COORD:27863201..27860415|protein calcium-dependent protein kinase, putative, expressed	LOC_Os04g47300.1	"no descriptionvery weakly similar to (66.6)AT4G04720| Symbols: CPK21 | CPK21 (calcium-dependent protein kinase 21); calcium- and calmodulin-dependent protein kinase/ kinase | chr4:2394815-2397629 REVERSEvery weakly similar to (65.1)CDPK_DAUCACalcium-dependent protein kinase - Daucus carota (Carrot)"	signalling.calcium	30_3

CUST_13083_PI399408534	2	0.061641693	0.07769203	-0.061641693	-0.2831602	-0.5471735	0.08716869	35_13473	"Cluster: Putative transcriptional regulator; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative transcriptional regulator - Oryza sativa (japonica cultiv"	UniRef90_Q60EX7	CHR3V7|COORD:1802441..1807290| homeotic gene regulator, putative	AT3G06010.1	CHR05V5|COORD:2537189..2526610|protein ATP binding protein, putative, expressed	LOC_Os05g05230.1	 no descriptionmoderately similar to ( 347)AT3G06010| Symbols:  | homeotic gene regulator, putative | chr3:1802441-1807290 REVERSEmoderately similar to ( 204)ISW2_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned SNF2_N HepA 	RNA.regulation of transcription.Chromatin Remodeling Factors	27_3_44

CUST_6655_PI399408534	2	0.017964363	0.23397636	-0.08089733	-0.081560135	0.048635483	-0.01796341	35_20808	"Cluster: GTPase activating protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: GTPase activating protein-like - Oryza sativa (japonica cultivar-group"	UniRef90_Q5SMT0	CHR5V7|COORD:21357810..21360074| RabGAP/TBC domain-containing protein	AT5G52590.1	CHR02V5|COORD:29375217..29367149|protein TBC domain containing protein, expressed	LOC_Os02g48000.2	no descriptionmoderately similar to ( 296)AT5G52590| Symbols:  | RabGAP/TBC domain-containing protein | chr5:21357810-21360074 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned TBC COG5210 TBC	signalling.G-proteins	30_5

CUST_40514_PI403524517	2	0.33056164	0.65491676	0.32780266	-0.5386791	-0.32780266	-0.46808624	35_11651	"Cluster: Os05g0110700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0110700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DLB7	"CHR3V7|COORD:17860420..17862381| similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAU44202.1); similar to Os05g0110700 [Oryza sativa"	AT3G48210.1	CHR05V5|COORD:550556..546763|protein expressed protein	LOC_Os05g02000.1	no description	not assigned.unknown	35_2

CUST_5880_PI403524517	2	-0.684227	0.4541254	0.19911575	0.26298904	-0.41384602	-0.1991167	35_1624	0	0	0	0	CHR11V5|COORD:6644455..6645711|protein expressed protein	LOC_Os11g11980.1	no description	not assigned.unknown	35_2

CUST_95510_PI403524517	2	-0.010428429	0.22804546	-0.231596	-0.20170403	0.010428429	0.02325344	35_27297	"Cluster: Cyclin dependent protein kinase; n=1; Triticum aestivum|Rep: Cyclin dependent protein kinase - Triticum aestivum (Wheat)"	UniRef90_Q2L390	0	0	0	0	no description	not assigned.unknown	35_2

CUST_17178_PI403524517	2	0.10448933	0.4121685	0.04980564	-0.27497292	-0.04980564	-0.07154846	35_4965	"Cluster: Hypothetical protein OJ1489_G03.2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1489_G03.2 - Oryza sativa (japonica cultivar"	UniRef90_Q75KH4	CHR5V7|COORD:21179342..21181943| agenet domain-containing protein	AT5G52070.1	CHR05V5|COORD:2317681..2312729|protein agenet domain containing protein, expressed	LOC_Os05g04860.1	no descriptionweakly similar to ( 136)AT5G52070| Symbols:  | agenet domain-containing protein | chr5:21179342-21181943 FORWARD	not assigned.no ontology.agenet domain-containing protein	35_1_2

CUST_80678_PI403524517	2	0.061050415	0.17873955	-0.06105137	-0.08565283	0.10191059	-0.073617935	35_23138	"Cluster: Os01g0704200 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0704200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JK10	CHR5|COORD:25305372..25307638| expressed protein, similar to unknown protein (emb:CAB81845.1)	AT5G63040.2	CHR01V5|COORD:29518922..29521581|protein expressed protein	LOC_Os01g50830.1	"no descriptionweakly similar to ( 103)AT5G63040| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G48460.1); similar to hypothetical protein MtrDRAFT_AC124952g33v1 [Medicago truncatula] (GB:ABE93586.1) | chr5:25306176-25307552 FORWARD"	not assigned.unknown	35_2

CUST_53787_PI403524517	2	0.009355545	-0.17801285	-0.029925346	0.026630402	0.124985695	-0.009355545	35_15303	"Cluster: OSJNBa0004B13.8 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0004B13.8 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q9ARZ0	"CHR1V7|COORD:6774928..6777083| GAMMA CA1 (GAMMA CARBONIC ANHYDRASE 1); carbonate dehydratase"	AT1G19580.1	CHR01V5|COORD:10115989..10120593|protein transcription factor APFI, putative, expressed	LOC_Os01g18070.1	"no descriptionmoderately similar to ( 418)AT1G19580| Symbols: GAMMA CA1 | GAMMA CA1 (GAMMA CARBONIC ANHYDRASE 1); carbonate dehydratase | chr1:6774928-6777083 FORWARDnot assigned not assigned PaaY WbbJ LpxD"	mitochondrial electron transport / ATP synthesis.NADH-DH.carbonic anhydrase	9_1_1_5

CUST_20653_PI403524517	2	-0.014997482	0.30352116	0.10494518	-0.008437157	-0.19583797	0.008436203	35_5994	"Cluster: Hypothetical protein At4g02880; n=2; Arabidopsis thaliana|Rep: Hypothetical protein At4g02880 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q8VY14	"CHR4V7|COORD:1275131..1277913| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G03290.1); similar to conserved hypothetical protein [Medicago"	AT4G02880.1	CHR10V5|COORD:7862436..7869735|protein CUE domain containing protein, expressed	LOC_Os10g16440.1	"no descriptionweakly similar to ( 129)AT4G02880| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G03290.1); similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE77463.1); contains InterPro domain UBA-like; (InterPro:IPR009060) | chr4:1275131-1277913 FORWARD"	not assigned.unknown	35_2

CUST_106317_PI403524517	2	-0.10580826	-0.009820938	0.17162037	0.009819984	-0.028921127	0.05175495	35_30261	"Cluster: Polycomb group protein Pc; n=2; Drosophila melanogaster|Rep: Polycomb group protein Pc - Drosophila melanogaster (Fruit fly)"	UniRef90_P26017	CHR3V7|COORD:1947477..1949534| nucleic acid binding	AT3G06410.1	CHR01V5|COORD:8596216..8590594|protein zinc finger CCCH type domain-containing protein ZFN-like 3, putative, expressed	LOC_Os01g15350.1	no description	not assigned.unknown	35_2

CUST_49060_PI403524517	2	-0.0064086914	-0.43850327	-0.012161255	0.10158157	0.08420563	0.0064105988	35_14004	Rep: Histone H2B.3 - Zea mays (Maize)	UniRef90_Q43261	CHR5V7|COORD:24144432..24144884| histone H2B	AT5G59910.1	CHR01V5|COORD:2845932..2841231|protein core histone H2A/H2B/H3/H4 family protein, expressed	LOC_Os01g05970.1	 no descriptionweakly similar to ( 173)AT5G22880| Symbols:  | histone H2B, putative | chr5:7652133-7652570 REVERSEweakly similar to ( 181)H2B1_WHEATHistone H2B.1 - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned H2B Histone TT_ORF1 Tymo_45kd_70kd Extensin_2 DUF566 DUF1777 DUF390 	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_576_PI399408534	2	0.021139145	0.33630085	-0.17089605	0.042110443	-0.021139145	-0.45168543	35_36173	"Cluster: SCARECROW-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: SCARECROW-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5N9X3	CHR2V7|COORD:15799701..15801857| scarecrow-like transcription factor 9 (SCL9)	AT2G37650.1	CHR01V5|COORD:36485067..36488385|protein SCARECROW-like protein, putative, expressed	LOC_Os01g62460.3	no descriptionweakly similar to ( 111)AT2G37650| Symbols:  | scarecrow-like transcription factor 9 (SCL9) | chr2:15799701-15801857 FORWARDGRAS	RNA.regulation of transcription.GRAS transcription factor family	27_3_21

CUST_7958_PI403524517	2	0.10465622	0.25502014	-0.0068454742	-0.1872673	-0.11749172	0.0068454742	35_2216	"Cluster: Os11g0109900 protein; n=4; Oryza sativa (japonica cultivar-group)|Rep: Os11g0109900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IV63	CHR1V7|COORD:3137962..3140120| HYL1 (HYPONASTIC LEAVES 1)	AT1G09700.1	CHR11V5|COORD:460681..456120|protein RBP2 protein, putative, expressed	LOC_Os11g01869.1	 no descriptionmoderately similar to ( 207)AT1G09700| Symbols: DRB1, HYL1 | HYL1 (HYPONASTIC LEAVES 1) | chr1:3137962-3140120 REVERSEDSRM rnc Rnc DSRM dsrm 	RNA.RNA binding	27_4

CUST_12825_PI403524517	2	0.06690407	0.61580276	0.14643669	-0.15454197	-0.101117134	-0.066903114	35_3667	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_64459_PI403524517	2	-0.042141914	-1.3929076	0.042141914	0.34795046	0.49331903	-0.23385382	35_18404	"Cluster: Putative nodulin 3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative nodulin 3 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K602	CHR5V7|COORD:4181334..4183174| nodulin MtN3 family protein	AT5G13170.1	CHR02V5|COORD:18451267..18448535|protein MTN3, putative, expressed	LOC_Os02g30910.1	no descriptionweakly similar to ( 128)AT5G50790| Symbols:  | nodulin MtN3 family protein | chr5:20673687-20675053 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned MtN3_slv PRK12678 PRK12323	development.unspecified	33_99

CUST_154156_PI403524517	2	0.17461395	-0.52626705	0.011977196	-0.011976242	0.116493225	-0.027140617	35_43075	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_101998_PI403524517	2	-0.2980442	-0.18011951	1.0799541	0.18011951	0.917366	-0.41522217	35_29100	"Cluster: Hypothetical protein OJ1695_D07.18; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1695_D07.18 - Oryza sativa (japonica cultiv"	UniRef90_Q69QZ0	CHR2V7|COORD:10910232..10912056| protein phosphatase 2C, putative / PP2C, putative	AT2G25620.1	CHR02V5|COORD:34020404..34024432|protein DNA-binding protein phosphatase 2C, putative, expressed	LOC_Os02g55560.2	 no descriptionvery weakly similar to (85.1)AT2G25620| Symbols:  | protein phosphatase 2C, putative / PP2C, putative | chr2:10910232-10912056 REVERSEnot assigned not assigned PP2Cc PP2Cc 	protein.postranslational modification	29_4

CUST_61397_PI403524517	2	-0.02082634	-0.42525387	-0.031852722	0.16841888	0.02082634	0.06463814	35_17522	"Cluster: RNA recognition motif (RRM)-containing protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: RNA recognition motif (RRM)-containing protein-li"	UniRef90_Q6ZK85	CHR3V7|COORD:4014462..4017682| RNA binding / nucleic acid binding	AT3G12640.1	CHR08V5|COORD:24805859..24814208|protein RNA recognition motif family protein, expressed	LOC_Os08g39440.2	no descriptionmoderately similar to ( 258)AT3G12640| Symbols:  | RNA binding / nucleic acid binding | chr3:4014462-4017682 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG0724 RRM RRM_1 rne	not assigned.no ontology	35_1

CUST_20067_PI399408534	2	-0.026144028	0.2675991	0.06801796	-0.036909103	0.026143074	-0.114860535	35_26906	"Cluster: Hydroxyproline-rich glycoprotein family protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hydroxyproline-rich glycoprotein"	UniRef90_Q2QVM6	"CHR5V7|COORD:19502460..19505609| ELP1 (EDM2-LIKE PROTEIN1); zinc ion binding"	AT5G48090.1	CHR12V5|COORD:6761923..6758950|protein expressed protein	LOC_Os12g12300.1	"no descriptionweakly similar to ( 127)AT5G48090| Symbols: ELP1 | ELP1 (EDM2-LIKE PROTEIN1); zinc ion binding | chr5:19502460-19505609 FORWARD"	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_178258_PI403524517	2	-0.4269762	0.050453186	0.30507278	0.028220177	-0.02822113	-0.34473038	35_49575	"Cluster: Serine carboxypeptidase family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Serine carboxypeptidase family protein, expressed -"	UniRef90_Q2R8W8	"CHR5V7|COORD:16905945..16908159| SCPL42 (serine carboxypeptidase-like 42); serine carboxypeptidase"	AT5G42240.1	CHR11V5|COORD:5898161..5894116|protein serine carboxypeptidase F13S12.6 precursor, putative, expressed	LOC_Os11g10750.1	"no descriptionmoderately similar to ( 258)AT5G42240| Symbols: SCPL42 | SCPL42 (serine carboxypeptidase-like 42); serine carboxypeptidase | chr5:16905945-16908159 FORWARDweakly similar to ( 110)CBP23_HORVUSerine carboxypeptidase II-3 precursor - Hordeum vulgare (Barley)not assigned Peptidase_S10"	protein.degradation.serine protease	29_5_5

CUST_96681_PI403524517	2	0.27766323	-0.20973492	0.29873943	-0.10343647	-0.20474815	0.10343742	35_27615	"Cluster: Os05g0493500 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0493500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DH40	0	0	CHR05V5|COORD:24157193..24160446|protein cyclin-A1, putative, expressed	LOC_Os05g41390.1	no description	not assigned.unknown	35_2

CUST_65494_PI403524517	2	0.003033638	0.31849766	0.011693001	-0.06607723	-0.13947678	-0.003033638	35_18703	"Cluster: Hypothetical protein P0026H03.1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0026H03.1 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6H749	CHR3V7|COORD:5201021..5201314| similar to Os02g0197400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001046198.1)	AT3G15395.3	CHR02V5|COORD:5464425..5463612|protein expressed protein	LOC_Os02g10370.1	no descriptionvery weakly similar to (62.4)AT3G15395| Symbols:  | similar to Os02g0197400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001046198.1) | chr3:5201021-5201314 FORWARD	not assigned.unknown	35_2

CUST_136007_PI403524517	2	-0.120910645	0.5781622	0.03478241	-0.07837105	-0.020367622	0.020367622	35_38142	"Cluster: UDP-acetylglucosamine acyltransferase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: UDP-acetylglucosamine acyltransferase-like - Oryza"	UniRef90_Q5JMA6	CHR4V7|COORD:14497781..14499771| acyl-[acyl-carrier-protein]-UDP-N-acetylglucosamine O-acyltransferase/ acyltransferase	AT4G29540.2	CHR01V5|COORD:30429632..30434206|protein acyl---UDP-N-acetylglucosamine O-acyltransferase, putative, expressed	LOC_Os01g52400.1	no descriptionvery weakly similar to (58.9)AT4G29540| Symbols:  | acyl-[acyl-carrier-protein]-UDP-N-acetylglucosamine O-acyltransferase/ acyltransferase | chr4:14497781-14499771 FORWARD	not assigned.no ontology	35_1

CUST_32373_PI403524517	2	-0.019608498	-0.7981901	-0.04271221	0.13038826	0.019608498	0.2181549	35_9337	"Cluster: Hypothetical protein OSJNBa0051O02.22; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0051O02.22 - Oryza sativa (japonica"	UniRef90_Q651V5	"CHR5V7|COORD:23144441..23144644| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G29905.1); similar to conserved hypothetical protein [Medicago"	AT5G57123.1	CHR06V5|COORD:27209290..27208779|protein conserved hypothetical protein	LOC_Os06g44980.1	"no descriptionvery weakly similar to (77.8)AT5G57123| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G29905.1); similar to conserved hypothetical protein [Medicago truncatula] (GB:ABD28467.1); contains domain Glucocorticoid receptor-like (DNA-binding domain) (SSF57716) | chr5:23144441-23144644 REVERSE"	not assigned.unknown	35_2

CUST_10098_PI404877155	2	-0.1602583	-0.7180109	0.24360609	-0.0816946	0.3224187	0.0816946	Contig3810_at	WSI76 protein induced by water stress [Oryza sativa (japonica cultivar-group)] ref|XP_506583.1| PREDICTED OJ1165_F02.103 gene product [Oryza	NP_910394.1	galactinol synthase, putative	At1g09350.1	protein WSI76 protein - rice	Os07g48830	NONE	minor CHO metabolism.raffinose family.galactinol synthases.known	3_1_1_01

CUST_31032_PI399408534	2	0.11419487	0.46609592	-0.045236588	-0.219944	-0.13602448	0.045236588	35_9845	"Cluster: Os06g0134700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0134700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DEU2	CHR5V7|COORD:20963033..20965839| leucine-rich repeat transmembrane protein kinase, putative	AT5G51560.1	CHR06V5|COORD:1863516..1867212|protein ATP binding protein, putative, expressed	LOC_Os06g04370.1	 no descriptionvery weakly similar to (60.8)AT5G51560| Symbols:  | leucine-rich repeat transmembrane protein kinase, putative | chr5:20963033-20965839 FORWARDnot assigned 	signalling.receptor kinases.leucine rich repeat IV	30_2_4

CUST_33200_PI403524517	2	0.25842857	0.37589455	-0.09163809	-0.40711832	-0.2754078	0.09163761	35_9570	Rep: Putative reductase - Oryza sativa (Rice)	UniRef90_Q8W305	CHR4V7|COORD:17324647..17326220| quinone reductase family protein	AT4G36750.1	CHR03V5|COORD:30759117..30758056|protein flavoprotein wrbA, putative, expressed	LOC_Os03g53730.1	no description	not assigned.unknown	35_2

CUST_50041_PI403524517	2	0.091303825	0.3166933	-0.010755539	-0.015527725	-0.053260803	0.010754585	35_14284	"Cluster: Os05g0549000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0549000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DG77	CHR2V7|COORD:268974..272355| epsin N-terminal homology (ENTH) domain-containing protein	AT2G01600.1	CHR05V5|COORD:27160251..27153385|protein clathrin assembly protein, putative, expressed	LOC_Os05g47550.1	no descriptionmoderately similar to ( 303)AT2G01600| Symbols:  | epsin N-terminal homology (ENTH) domain-containing protein | chr2:268974-272355 FORWARDnot assigned not assigned ANTH ANTH_AP180_CALM ENTH ENTH	not assigned.no ontology.epsin N-terminal homology (ENTH) domain-containing protein	35_1_21

CUST_38463_PI403524517	2	0.054344177	0.35821438	0.043136597	-0.32460117	-0.04313755	-0.15976238	35_11068	"Cluster: Putative organic solute transporter; n=2; Oryza sativa|Rep: Putative organic solute transporter - Oryza sativa (Rice)"	UniRef90_Q8SAX6	"CHR3V7|COORD:1777598..1779654| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G26740.3); similar to Protein of unknown function [Medicago"	AT3G05940.1	CHR03V5|COORD:34701938..34698222|protein expressed protein	LOC_Os03g61210.1	"no descriptionweakly similar to ( 175)AT3G05940| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G26740.3); similar to Protein of unknown function [Medicago truncatula] (GB:ABD32854.1); contains InterPro domain Protein of unknown function DUF300; (InterPro:IPR005178) | chr3:1777598-1779654 REVERSEnot assigned DUF300"	not assigned.unknown	35_2

CUST_75886_PI403524517	2	-0.3721676	-0.90591526	0.0051441193	0.32611084	0.67481804	-0.0051441193	35_21753	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_48981_PI403524517	2	0.009545326	-0.8893194	-0.15673923	0.02586174	-0.00954628	0.05242157	35_13984	Rep: Histone H2B.3 - Zea mays (Maize)	UniRef90_Q43261	CHR5V7|COORD:24144432..24144884| histone H2B	AT5G59910.1	CHR01V5|COORD:2845932..2841231|protein core histone H2A/H2B/H3/H4 family protein, expressed	LOC_Os01g05970.1	 no descriptionweakly similar to ( 172)AT5G22880| Symbols:  | histone H2B, putative | chr5:7652133-7652570 REVERSEweakly similar to ( 187)H2B1_WHEATHistone H2B.1 - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned H2B Histone TT_ORF1 Tymo_45kd_70kd DUF566 DUF1777 DUF390 Protamine_P1 PRK12323 Transformer PRK09169 APC_basic PRK07764 PRK12678 	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_58994_PI403524517	2	0.0269804	-0.68667126	-0.19268608	0.09111118	0.03749466	-0.026981354	35_16829	"Cluster: Heat shock 70 kDa protein, mitochondrial precursor; n=3; Papilionoideae|Rep: Heat shock 70 kDa protein, mitochondrial precursor - Pisum sativum (Garden"	UniRef90_P37900	"CHR5V7|COORD:2975722..2978509| mtHSC70-2 (HEAT SHOCK PROTEIN 70); ATP binding / unfolded protein binding"	AT5G09590.1	CHR09V5|COORD:18990156..18986942|protein heat shock 70 kDa protein, mitochondrial precursor, putative, expressed	LOC_Os09g31486.1	" no descriptionhighly similar to ( 999)AT5G09590| Symbols: HSC70-5, mtHSC70-2 | mtHSC70-2 (HEAT SHOCK PROTEIN 70); ATP binding / unfolded protein binding | chr5:2975722-2978509 FORWARDnearly identical (1004)HSP7M_PHAVUHeat shock 70 kDa protein, mitochondrial precursor - Phaseolus vulgaris (Kidney bean) (French bean)not assigned not assigned not assigned not assigned not assigned not assigned dnaK HSP70 dnaK DnaK hscA hscA PRK11678 MreB_Mbl MreB EutJ "	stress.abiotic.heat	20_2_1

CUST_103865_PI403524517	2	0.2185154	-0.04394579	0.23636484	-0.118276596	0.043946266	-0.17828369	35_29610	Rep: OSIGBa0140O07.7 protein - Oryza sativa (Rice)	UniRef90_Q01J36	CHR4V7|COORD:15647556..15652109| peptidyl-prolyl cis-trans isomerase cyclophilin-type family protein	AT4G32420.1	CHR04V5|COORD:21993573..21995041|protein 6b-interacting protein 1, putative, expressed	LOC_Os04g36790.1	no descriptionnot assigned not assigned	not assigned.unknown	35_2

CUST_23619_PI403524517	2	0.07054138	-0.30929756	-0.0775795	-0.014801979	0.13867283	0.014801979	35_6865	"Cluster: Transducin /WD-40 repeat protein family-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Transducin /WD-40 repeat protein"	UniRef90_Q8LH68	"CHR2V7|COORD:19644080..19645672| SWA1 (SLOW WALKER1); nucleotide binding"	AT2G47990.1	CHR07V5|COORD:6948238..6950474|protein small nucleolar ribonucleoprotein complex subunit, putative, expressed	LOC_Os07g12320.1	" no descriptionweakly similar to ( 194)AT2G47990| Symbols: EDA13, EDA19, SWA1 | SWA1 (SLOW WALKER1); nucleotide binding | chr2:19644080-19645672 REVERSEnot assigned U3_snoRNA_C "	not assigned.no ontology	35_1

CUST_173431_PI403524517	2	-0.0644598	-0.8023939	0.14472008	0.3732729	0.06446028	-0.1384058	35_48291	"Cluster: Chloroplast lumen common protein family-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Chloroplast lumen common protein family-like pro"	UniRef90_Q7F0B4	CHR2V7|COORD:15864030..15865871| LCD1 (LOWER CELL DENSITY 1)	AT2G37860.3	CHR07V5|COORD:7788517..7793354|protein expressed protein	LOC_Os07g13590.1	no descriptionvery weakly similar to (87.4)AT2G37860| Symbols: LCD1 | LCD1 (LOWER CELL DENSITY 1) | chr2:15864030-15865871 FORWARD	not assigned.unknown	35_2

CUST_12012_PI404877155	2	-0.010708809	0.4424286	0.05899334	-0.06461811	0.0074357986	-0.0074357986	Contig5739_at	DNAJ heat shock N-terminal domain-containing protein [Arabidopsis thaliana] emb|CAC34501.1| putative protein [Arabidopsis thaliana]	NP_680194.1	DNAJ heat shock N-terminal domain-containing protein	At5g22080.1	protein expressed protein	Os03g15480	DnaJ protein family	stress.abiotic.heat	20_2_1

CUST_122390_PI403524517	2	1.4095192	1.5349417	-0.022287369	0.022288322	-0.34797573	-0.81092453	35_34540	Rep: Protein TAR1 - Kluyveromyces lactis (Yeast) (Candida sphaerica)	UniRef90_Q6CQE5		0	0	0	no description	not assigned.unknown	35_2

CUST_12054_PI403524517	2	0.38799953	-0.11758518	-0.03719616	0.02426815	-0.02426815	0.11616039	35_3431	"Cluster: Hypothetical protein OSJNBa0011L09.25; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0011L09.25 - Oryza sativa"	UniRef90_Q7G7C7	CHR4V7|COORD:16081643..16083122| signal peptide peptidase family protein	AT4G33410.1	CHR10V5|COORD:12783835..12781345|protein signal peptide peptidase-like 3, putative, expressed	LOC_Os10g25360.1	no descriptionhighly similar to ( 521)AT4G33410| Symbols:  | signal peptide peptidase family protein | chr4:16081643-16083122 FORWARDnot assigned not assigned Peptidase_A22B PSN	protein.degradation	29_5

CUST_176350_PI403524517	2	0.37546015	0.63337183	0.13100243	-0.16424704	-0.28379107	-0.1310029	35_49074	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_68031_PI403524517	2	-0.01285696	0.15605068	-0.0048418045	0.0048422813	0.127244	-0.2609067	35_19437	"Cluster: Os01g0198200 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os01g0198200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JPV8	CHR2V7|COORD:10992196..10995730| protein kinase family protein	AT2G25760.1	CHR05V5|COORD:6261878..6251998|protein ATP binding protein, putative, expressed	LOC_Os05g11140.3	no descriptionmoderately similar to ( 496)AT2G25760| Symbols:  | protein kinase family protein | chr2:10992196-10995730 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc Pkinase S_TKc SPS1 Pkinase_Tyr	protein.postranslational modification	29_4

CUST_75214_PI403524517	2	-0.078308105	-0.20233297	0.38941336	0.2909026	0.078308105	-1.2185063	35_21558	"Cluster: Hypothetical protein OSJNBa0006L06.25; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0006L06.25 - Oryza sativa (japonica"	UniRef90_Q9AV76	0	0	CHR10V5|COORD:16907347..16907616|protein hypothetical protein	LOC_Os10g32930.1	no description	not assigned.unknown	35_2

CUST_39020_PI403524517	2	0.046399593	0.4081912	0.23833704	-0.04640007	-0.30472517	-0.44563913	35_11224	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_58979_PI403524517	2	0.010122299	0.8133278	-0.21494102	0.30949593	-0.23505974	-0.0101213455	35_16825	"Cluster: Os03g0174800 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os03g0174800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DUP3	CHR3V7|COORD:19334372..19334584| similar to putative protein [Medicago truncatula] (GB:ABE93778.1)	AT3G52105.1	CHR03V5|COORD:3979143..3978199|protein expressed protein	LOC_Os03g07870.1	no description	not assigned.unknown	35_2

CUST_1704_PI404877155	2	-0.10885239	-0.13560677	0.017708778	0.038769722	0.0846653	-0.017707825	Contig11934_at	kinase-like protein [Oryza sativa]	BAB41205.1	DNA-binding bromodomain-containing protein	At5g14270.1	protein kinase-like protein	Os02g38980	NONE	RNA.regulation of transcription.Global transcription factor group	27_3_52

CUST_134798_PI403524517	2	0.26302195	0.013116837	-0.013116837	-0.40639877	0.050597668	-0.21077204	35_37818	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_150561_PI403524517	2	0.26795292	-0.22482967	0.09409714	0.29855442	-0.16596985	-0.094097614	35_42116	"Cluster: Endoglucanase, putative; n=1; Aspergillus clavatus NRRL 1|Rep: Endoglucanase, putative - Aspergillus clavatus NRRL 1"	UniRef90_A1C4H2	CHR5V7|COORD:15457074..15460237| protein kinase family protein	AT5G38560.1	CHR11V5|COORD:25814722..25811841|protein extensin-like protein, putative	LOC_Os11g43640.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned Glyco_hydro_61 Herpes_BLLF1 Tymo_45kd_70kd Atrophin-1 APC_basic KAR9	not assigned.unknown	35_2

CUST_27578_PI403524517	2	0.051979065	0.28455544	-0.012664795	-0.13161755	7.9345703E-4	-7.9345703E-4	35_7979	"Cluster: Hypothetical protein P0020D05.17; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0020D05.17 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6YTI4	CHR4|COORD:5194672..5195920| expressed protein	AT4G08240.1	CHR02V5|COORD:21557407..21555979|protein expressed protein	LOC_Os02g35890.1	"no descriptionvery weakly similar to (66.2)AT4G08240| Symbols:  | similar to Os02g0567000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001047176.1); contains domain no description (G3D.4.10.850.10) | chr4:5194710-5195753 FORWARD"	not assigned.unknown	35_2

CUST_6189_PI404877155	2	-0.030341148	0.030342102	0.08957672	-0.13909721	0.055423737	-0.0724411	Contig18584_at	0	BAD09331.1	COP1-interacting protein (CIP8) / zinc finger (C3HC4-type RING finger) family protein	At5g64920.1	protein Zinc finger, C3HC4 type (RING finger), putative	Os08g38060	COP1-interacting protein CIP8	RNA.regulation of transcription.unclassified	27_3_99

CUST_50164_PI403524517	2	0.9571538	0.6401558	-0.535964	-0.35342312	-1.2344747	0.35342264	35_14315	Rep: Hypothetical protein p23k-1 - Hordeum vulgare (Barley)	UniRef90_Q0KKC6	0	0	CHR04V5|COORD:14015791..14016744|protein jasmonate-induced protein, putative	LOC_Os04g24478.1	no descriptionmoderately similar to ( 373)JI23_HORVU23 kDa jasmonate-induced protein - Hordeum vulgare (Barley)	not assigned.unknown	35_2

CUST_136095_PI403524517	2	0.06670189	0.1486597	0.01586914	-0.14820194	-0.01586914	-0.01770401	35_38165	"Cluster: Putative kinesin; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative kinesin - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5W7C6	CHR3V7|COORD:16866799..16871935| kinesin motor protein-related	AT3G45850.1	CHR05V5|COORD:918451..925034|protein kinesin-related protein, putative, expressed	LOC_Os05g02670.3	no descriptionweakly similar to ( 181)AT3G45850| Symbols:  | kinesin motor protein-related | chr3:16866799-16871935 REVERSEvery weakly similar to (82.8)K125_TOBAC125 kDa kinesin-related protein - Nicotiana tabacum (Common tobacco)not assigned	cell.organisation	31_1

CUST_117391_PI403524517	2	-0.42038727	-0.53808975	0.33126354	0.21317387	0.038758278	-0.038758278	35_33264	"Cluster: Ribulose bisphosphate carboxylase large chain; n=65; Viridiplantae|Rep: Ribulose bisphosphate carboxylase large chain - Aegilops crassa (Persian"	UniRef90_P25413	CHRCV7|COORD:54958..56397| large subunit of RUBISCO.	ATCG00490.1	CHR10V5|COORD:10530028..10531336|protein ribulose bisphosphate carboxylase large chain precursor, putative, expressed	LOC_Os10g21280.1	no descriptionweakly similar to ( 194)ATCG00490| Symbols: RBCL | large subunit of RUBISCO. | chrC:54958-56397 FORWARDmoderately similar to ( 217)RBL_WHEATRibulose bisphosphate carboxylase large chain precursor - Triticum aestivum (Wheat)rbcL rbcL RuBisCO_large RbcL	PS.calvin cyle.rubisco large subunit	1_3_1

CUST_50376_PI403524517	2	0.13633728	0.21913242	0.009476662	-0.057987213	-0.009476662	-0.015991211	35_14372	"Cluster: Putative D-isomer specific 2-hydroxyacid dehydrogenase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative D-isomer specific 2-hydroxyacid dehyd"	UniRef90_Q8W0A4	CHR1V7|COORD:30049687..30050744| oxidoreductase family protein	AT1G79870.1	CHR01V5|COORD:7100068..7096815|protein glyoxylate reductase, putative, expressed	LOC_Os01g12830.1	no descriptionmoderately similar to ( 370)AT1G79870| Symbols:  | oxidoreductase family protein | chr1:30049687-30050744 FORWARDvery weakly similar to (98.6)DHGY_CUCSAGlycerate dehydrogenase - Cucumis sativus (Cucumber)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned LdhA 2-Hacid_dh SerA 2-Hacid_dh_C PRK08410 PRK11790 PRK06487 PRK06932 PRK07574 PRK06436 PRK12480 PRK08605 PRK00257 TT_ORF1 DUF1777 PRK12678 PRK12323 PRK12495 Herpes_BLLF1 PRK07764 APC_basic DUF566	amino acid metabolism.degradation.serine-glycine-cysteine group.glycine	13_2_5_2

CUST_52617_PI403524517	2	0.11319351	-0.2695179	-0.08852768	0.023507118	-0.010412216	0.0104112625	35_14987	"Cluster: 26S protease regulatory subunit 7; n=12; Magnoliophyta|Rep: 26S protease regulatory subunit 7 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9SSB5	"CHR1V7|COORD:20069589..20071992| RPT1A (regulatory particle triple-A 1A); ATPase"	AT1G53750.1	CHR06V5|COORD:4666487..4669981|protein 26S protease regulatory subunit 7, putative, expressed	LOC_Os06g09290.1	"no descriptionhighly similar to ( 784)AT1G53750| Symbols: RPT1A | RPT1A (regulatory particle triple-A 1A); ATPase | chr1:20069589-20071992 REVERSEhighly similar to ( 806)PRS7_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned RPT1 PRK03992 HflB SpoVK hflB AAA COG1223 AAA AAA PRK04195 COG0714"	protein.degradation.ubiquitin.proteasom	29_5_11_20

CUST_125890_PI403524517	2	0.011339188	-0.82708836	-0.011339188	0.10963726	0.24973106	-0.08108711	35_35447	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_137479_PI403524517	2	-0.06348038	0.37901926	0.034931183	0.19935465	-0.03493166	-0.073958874	35_38555	"Cluster: Putative calcium-independent phospholipase A2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative calcium-independent phospholipase A2 - Oryza s"	UniRef90_Q69VY8	CHR1V7|COORD:22859982..22865890| patatin family protein	AT1G61850.1	CHR07V5|COORD:20121270..20113836|protein patatin-like phospholipase family protein, expressed	LOC_Os07g33670.1	no descriptionvery weakly similar to (73.6)AT1G61850| Symbols:  | patatin family protein | chr1:22859982-22865890 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07764 PRK12678 Atrophin-1 Extensin_2 Pneumo_att_G PRK12323 PRK07003	protein.postranslational modification	29_4

CUST_75131_PI403524517	2	-0.004491806	0.101044655	0.0048060417	-0.019228458	-0.18544531	0.004491806	35_21536	Rep: Hypothetical protein - Medicago truncatula (Barrel medic)	UniRef90_Q1RWG6	"CHR4V7|COORD:15040027..15042209| similar to hypothetical protein MtrDRAFT_AC152068g2v2 [Medicago truncatula] (GB:ABE88728.1); similar to Os05g0279600"	AT4G30900.1	CHR05V5|COORD:11650782..11660301|protein endonuclease/exonuclease/phosphatase family protein, putative, expressed	LOC_Os05g19974.1	"no descriptionmoderately similar to ( 252)AT4G30900| Symbols:  | similar to hypothetical protein MtrDRAFT_AC152068g2v2 [Medicago truncatula] (GB:ABE88728.1); similar to Os05g0279600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001055085.1); contains domain no description (G3D.3.60.10.10); contains domain DNase I-like (SSF56219) | chr4:15040027-15042209 FORWARD"	not assigned.unknown	35_2

CUST_113463_PI403524517	2	0.29302025	-0.24170208	0.12637901	-0.100940704	-0.15548897	0.10093975	35_32207	"Cluster: Os08g0398700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os08g0398700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J5V5	CHR4V7|COORD:15965918..15970421| APM1 (Aberrant peroxisome morphology 1)	AT4G33090.1	CHR08V5|COORD:18888973..18898829|protein puromycin-sensitive aminopeptidase, putative, expressed	LOC_Os08g30810.1	 no descriptionweakly similar to ( 152)AT4G33090| Symbols: ATAPM1, APM1 | APM1 (Aberrant peroxisome morphology 1) | chr4:15965918-15970421 REVERSEnot assigned not assigned Peptidase_M1 PepN 	protein.degradation	29_5

CUST_103874_PI403524517	2	-0.031336784	-0.09010029	-0.008089066	0.008090019	0.008090019	0.030861855	35_29613	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_53486_PI403524517	2	-6.1893463E-4	-0.24561691	-0.03797531	6.1798096E-4	0.020801544	0.0041561127	35_15214	Rep: SEC1-family transport protein SLY1 - Oryza sativa (Rice)	UniRef90_Q851W1	"CHR2V7|COORD:7831434..7833486| ATSLY1; protein transporter"	AT2G17980.1	CHR03V5|COORD:23501962..23499613|protein SEC1-family transport protein SLY1, putative, expressed	LOC_Os03g42320.1	"no descriptionhighly similar to ( 505)AT2G17980| Symbols: ATSLY1 | ATSLY1; protein transporter | chr2:7831434-7833486 FORWARDhighly similar to ( 667)SLY1_ORYSAnot assigned not assigned not assigned Sec1 SEC1"	protein.targeting.secretory pathway.plasma membrane	29_3_4_4

CUST_71053_PI403524517	2	0.06949139	-0.24324226	-0.102113724	-0.028168678	0.028168678	0.05113983	35_20355	"Cluster: Hypothetical protein P0503B05.32; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0503B05.32 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6ESV2	CHR1V7|COORD:29510171..29512165| protein binding / zinc ion binding	AT1G78420.1	CHR02V5|COORD:8114960..8121924|protein expressed protein	LOC_Os02g14720.2	no descriptionmoderately similar to ( 243)AT1G78420| Symbols:  | protein binding / zinc ion binding | chr1:29510171-29512165 FORWARDnot assigned not assigned not assigned DSHCT COG4581	not assigned.unknown	35_2

CUST_557_PI399407379	2	-0.65214777	-0.13098526	1.0929618	0.13098478	1.2802925	-0.49160385	HvDREB4									

CUST_24533_PI403524517	2	-0.050964355	-0.1831131	0.067798615	0.08203125	-0.089282036	0.050964355	35_7121	"Cluster: Putative CTR1-like kinase kinase kinase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative CTR1-like kinase kinase kinase - Oryza sativa (japon"	UniRef90_Q67UL6	CHR1V7|COORD:27695908..27700379| protein kinase family protein	AT1G73660.1	CHR06V5|COORD:6831863..6821980|protein ATP binding protein, putative, expressed	LOC_Os06g12590.1	no descriptionweakly similar to ( 117)AT1G73660| Symbols:  | protein kinase family protein | chr1:27695908-27700379 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned Pkinase_Tyr TyrKc PTKc PTKc_InsR_like PTKc_IGF-1R PTK_CCK4 PTKc_InsR S_TKc PTKc_Ack_like PTKc_FAK PTKc_EphR PTKc_Abl PTKc_Tie2 PTKc_Syk_like	protein.postranslational modification	29_4

CUST_83396_PI403524517	2	0.053120613	1.1475983	-0.006258011	-0.15137291	0.006258011	-0.075325966	35_23911	"Cluster: Os10g0506200 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os10g0506200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IWI9	"CHR1V7|COORD:5008497..5014481| TWN2 (TWIN 2); ATP binding / aminoacyl-tRNA ligase"	AT1G14610.1	CHR03V5|COORD:27776040..27784346|protein valyl-tRNA synthetase, putative, expressed	LOC_Os03g48850.2	" no descriptionweakly similar to ( 133)AT1G14610| Symbols: VALRS, TWN2 | TWN2 (TWIN 2); ATP binding / aminoacyl-tRNA ligase | chr1:5008497-5014481 REVERSEnot assigned valS ValS "	protein.aa activation. valine-tRNA ligase	29_1_9

CUST_1370_PI399408534	2	0.11909008	0.6637049	0.16390419	-0.19950962	-0.11909008	-0.1482687	35_14357	"Cluster: Zinc finger A20 and AN1 domain-containing stress-associated protein 8; n=1; Oryza sativa|Rep: Zinc finger A20 and AN1 domain-containing stress-associat"	UniRef90_Q69WY4	CHR1V7|COORD:18989358..18989879| zinc finger (AN1-like) family protein	AT1G51200.1	CHR06V5|COORD:24490982..24493241|protein zinc finger A20 and AN1 domains-containing protein, putative, expressed	LOC_Os06g41010.4	no descriptionweakly similar to ( 180)AT1G51200| Symbols:  | DNA binding / zinc ion binding | chr1:18989358-18989879 FORWARDweakly similar to ( 103)ISAP1_ORYSAnot assigned zf-AN1 ZnF_AN1	RNA.regulation of transcription.unclassified	27_3_99

CUST_11590_PI399408534	2	0.077810764	0.1697545	-0.034207344	0.034206867	-0.25895882	-0.14503384	35_30455	"Cluster: Leucine-rich repeat/receptor protein kinase precursor; n=3; Oryza sativa|Rep: Leucine-rich repeat/receptor protein kinase precursor - Oryza sativa (Ric"	UniRef90_Q40699	"CHR1V7|COORD:28467292..28470313| CLV1 (CLAVATA 1); ATP binding / kinase/ protein serine/threonine kinase"	AT1G75820.1	CHR06V5|COORD:30473475..30469047|protein receptor protein kinase CLAVATA1 precursor, putative, expressed	LOC_Os06g50340.1	" no descriptionweakly similar to ( 122)AT1G75820| Symbols: FAS3, FLO5, CLV1 | CLV1 (CLAVATA 1); ATP binding / kinase/ protein serine/threonine kinase | chr1:28467292-28470313 REVERSEvery weakly similar to (65.9)RPK1_IPONIReceptor-like protein kinase precursor - Ipomoea nil (Japanese morning glory) (Pharbitis nil)not assigned not assigned "	signalling.receptor kinases.leucine rich repeat XI	30_2_11

CUST_50099_PI403524517	2	0.060131073	0.3043537	-0.018831253	0.0029449463	-0.053966522	-0.0029449463	35_14299	"Cluster: Hypothetical protein P0483G10.26; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0483G10.26 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5JMS5	0	0	CHR01V5|COORD:42751712..42748520|protein expressed protein	LOC_Os01g73150.1	no description	not assigned.unknown	35_2

CUST_12393_PI403524517	2	0.013481617	0.28015995	-0.4716611	-0.1781745	0.19981956	-0.01348114	35_3530	"Cluster: Hypothetical protein P0758B01.33; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0758B01.33 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6YVF0	CHR1V7|COORD:11399903..11405702| actin binding	AT1G31810.1	CHR02V5|COORD:6915413..6916663|protein expressed protein	LOC_Os02g13060.1	"no descriptionvery weakly similar to (62.0)AT5G11970| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G19460.1); similar to hypothetical protein MtrDRAFT_AC152551g19v1 [Medicago truncatula] (GB:ABE86249.1) | chr5:3863290-3863607 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07764 Drf_FH1 Atrophin-1 TT_ORF1 PRK05648 PRK07003 Extensin_2 Tymo_45kd_70kd Gag_spuma DUF1421 Totivirus_coat FAP GRASP55_65"	not assigned.unknown	35_2

CUST_61948_PI403524517	2	0.08685064	0.43581104	0.40080976	-0.10657883	-0.13267183	-0.08685064	35_17672	"Cluster: U1 snRNP-interacting 70 kDa protein; n=1; Triticum aestivum|Rep: U1 snRNP-interacting 70 kDa protein - Triticum aestivum (Wheat)"	UniRef90_Q2QKB6	"CHR3V7|COORD:18837457..18840473| U1-70K (SPLICEOSOMAL PROTEIN U1A); RNA binding"	AT3G50670.1	CHR10V5|COORD:997065..991733|protein U1 snRNP 70K protein, putative, expressed	LOC_Os10g02630.1	" no descriptionvery weakly similar to (53.5)AT3G50670| Symbols: U1SNRNP, U1-70K | U1-70K (SPLICEOSOMAL PROTEIN U1A); RNA binding | chr3:18839213-18840473 REVERSEnot assigned "	not assigned.no ontology	35_1

CUST_21653_PI403524517	2	0.08289719	0.19242287	0.045944214	-0.06752968	-0.045944214	-0.075489044	35_6285	"Cluster: Metal-dependent phosphohydrolase HD domain-containing protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Metal-dependent phosphohydrolase H"	UniRef90_Q8LQ52	CHR1V7|COORD:9044771..9046932| metal-dependent phosphohydrolase HD domain-containing protein	AT1G26160.1	CHR01V5|COORD:26089338..26093373|protein HD domain containing protein, expressed	LOC_Os01g45390.2	no descriptionweakly similar to ( 144)AT1G26160| Symbols:  | metal-dependent phosphohydrolase HD domain-containing protein | chr1:9044771-9046932 REVERSEnot assigned not assigned COG1896	not assigned.no ontology	35_1

CUST_64422_PI403524517	2	-0.16246319	0.017986298	-0.017985344	0.050281525	-0.04723358	0.029338837	35_18394	"Cluster: Putative beta-glucan binding protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative beta-glucan binding protein - Oryza sativa (japonica cu"	UniRef90_Q6H5B5	CHR5V7|COORD:5182644..5184881| glycosyl hydrolase family 81 protein	AT5G15870.1	CHR09V5|COORD:12804260..12801545|protein beta-glucan elicitor receptor, putative, expressed	LOC_Os09g21210.1	no descriptionhighly similar to ( 629)AT5G15870| Symbols:  | glycosyl hydrolase family 81 protein | chr5:5182644-5184881 REVERSEnot assigned Glyco_hydro_81 ACF2 TT_ORF1	stress.biotic	20_1

CUST_46742_PI403524517	2	0.2125578	0.08411884	-0.031707764	0.031707287	-0.10116482	-0.19206381	35_13385	"Cluster: Os01g0786900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0786900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JIN9	CHR1V7|COORD:836155..840361| AtATG18g (Arabidopsis thaliana homolog of yeast autophagy 18 (ATG18) g)	AT1G03380.1	CHR01V5|COORD:33701745..33695538|protein expressed protein	LOC_Os01g57720.3	no descriptionmoderately similar to ( 254)AT1G54710| Symbols: AtATG18h | AtATG18h (Arabidopsis thaliana homolog of yeast autophagy 18 (ATG18) h) | chr1:20420686-20424400 REVERSEnot assigned	not assigned.unknown	35_2

CUST_148422_PI403524517	2	-0.10860777	0.29117727	0.30140495	0.108608246	-0.19345284	-0.16927624	35_41521	"Cluster: Hypothetical protein P0005A05.37; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0005A05.37 - Oryza sativa (japonica cultivar-g"	UniRef90_Q657X5	"CHR5V7|COORD:7919834..7926502| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G08440.1); similar to Os05g0100900 [Oryza sativa (japonica"	AT5G23490.1	CHR01V5|COORD:419264..428490|protein expressed protein	LOC_Os01g01800.2	"no descriptionweakly similar to ( 105)AT5G23490| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G08440.1); similar to Os05g0100900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001054377.1); similar to Os01g0108000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001041786.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABF98471.1) | chr5:7919834-7926502 FORWARD"	not assigned.unknown	35_2

CUST_30317_PI403524517	2	0.2626686	-0.69691753	-0.19848347	0.15330982	0.05514145	-0.055140972	35_8753	"Cluster: Putative DegP2 protease; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative DegP2 protease - Oryza sativa (japonica cultivar-group)"	UniRef90_Q67VA4	"CHR5V7|COORD:16087630..16090329| DEGP9 (DEGP PROTEASE 9); serine-type peptidase/ trypsin"	AT5G40200.1	CHR06V5|COORD:6979032..6985314|protein protease Do-like 9, putative, expressed	LOC_Os06g12780.1	"no descriptionweakly similar to ( 171)AT5G40200| Symbols: DEGP9 | DEGP9 (DEGP PROTEASE 9); serine-type peptidase/ trypsin | chr5:16087630-16090329 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07764 PRK12323 Atrophin-1 PRK07003 PRK05648 Drf_FH1 Extensin_2 FAP DUF1509 DUF1421 Tymo_45kd_70kd"	protein.degradation.serine protease	29_5_5

CUST_96378_PI403524517	2	-0.12486267	0.8013568	0.17716885	-0.38650608	0.12486315	-0.26930094	35_27528	"Cluster: Leucine Rich Repeat family protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Leucine Rich Repeat family protein - Oryza sativa (japonica"	UniRef90_Q2R2K0	0	0	CHR11V5|COORD:20338160..20335858|protein Leucine Rich Repeat family protein	LOC_Os11g35550.1	no description	not assigned.unknown	35_2

CUST_34099_PI399408534	2	0.11240864	0.38150787	-0.02088356	-0.12848854	-0.009633064	0.009634018	35_7538	"Cluster: Putative pre-mRNA splicing factor; n=3; Oryza sativa (japonica cultivar-group)|Rep: Putative pre-mRNA splicing factor - Oryza sativa (japonica cultivar"	UniRef90_Q8W3F7	"CHR4V7|COORD:1517409..1520498| STA1 (STABILIZED1); RNA splicing factor, transesterification mechanism"	AT4G03430.1	CHR10V5|COORD:18684668..18680074|protein pre-mRNA-splicing factor prp1, putative, expressed	LOC_Os10g35550.1	" no descriptionvery weakly similar to (64.7)AT4G03430| Symbols: STA1 | STA1 (STABILIZED1); RNA splicing factor, transesterification mechanism | chr4:1517409-1520498 REVERSE"	RNA.processing.splicing	27_1_1

CUST_152919_PI403524517	2	-0.1026392	-0.76418495	-0.32847404	0.2940855	0.17418003	0.102638245	35_42740	"Cluster: Alcohol dehydrogenase 1; n=139; Poaceae|Rep: Alcohol dehydrogenase 1 - Hordeum vulgare (Barley)"	UniRef90_P05336	"CHR1V7|COORD:28980403..28982110| ADH1 (ALCOHOL DEHYDROGENASE 1); alcohol dehydrogenase"	AT1G77120.1	CHR11V5|COORD:5711756..5708111|protein alcohol dehydrogenase 1, putative, expressed	LOC_Os11g10480.4	" no descriptionweakly similar to ( 137)AT1G77120| Symbols: ADH, ATADH, ADH1 | ADH1 (ALCOHOL DEHYDROGENASE 1); alcohol dehydrogenase | chr1:28980403-28982110 FORWARDweakly similar to ( 163)ADH1_HORVUAlcohol dehydrogenase 1 - Hordeum vulgare (Barley)not assigned AdhC "	fermentation.ADH	5_3

CUST_86033_PI403524517	2	-1.2133927	1.4895401	-0.01594925	0.015948296	0.2873392	-0.972229	35_24642	"Cluster: Os06g0683700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0683700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DA18	CHR4V7|COORD:6374801..6375073| wound-responsive family protein	AT4G10270.1	CHR06V5|COORD:28489689..28488994|protein expressed protein	LOC_Os06g46970.1	no descriptionnot assigned not assigned TT_ORF1	not assigned.unknown	35_2

CUST_32054_PI399408534	2	0.034852028	0.010943413	9.5939636E-4	-0.21726036	-9.5939636E-4	-0.0978241	35_21656	"Cluster: Os04g0295100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os04g0295100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JEC5	"CHR1V7|COORD:1291349..1291804| EMB1687 (EMBRYO DEFECTIVE 1687); ribonuclease P"	AT1G04635.1	CHR04V5|COORD:12935196..12931044|protein rpp14 family protein, expressed	LOC_Os04g22870.1	"no descriptionweakly similar to ( 153)AT1G04635| Symbols: EMB1687 | EMB1687 (EMBRYO DEFECTIVE 1687); ribonuclease P | chr1:1291349-1291804 FORWARDnot assigned RNase_P_Rpp14 POP5"	RNA.processing.ribonucleases	27_1_19

CUST_105450_PI403524517	2	0.26721382	0.11816597	0.04302454	-0.061439514	-0.5710335	-0.043024063	35_30032	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10A91	CHR5V7|COORD:17396963..17402615| COP1-interacting protein-related	AT5G43310.1	CHR03V5|COORD:36286751..36297543|protein expressed protein	LOC_Os03g64320.1	no description	not assigned.unknown	35_2

CUST_102204_PI403524517	2	0.10922527	0.11432934	-0.12648106	-0.10922575	-0.6085596	0.13962269	35_29161	"Cluster: Os04g0550400 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os04g0550400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JB84	"CHR2V7|COORD:18549677..18555322| HUB1 (HISTONE MONO-UBIQUITINATION 1); protein binding / zinc ion binding"	AT2G44950.1	CHR04V5|COORD:27340546..27332264|protein zinc finger, C3HC4 type family protein, expressed	LOC_Os04g46450.1	"no descriptionweakly similar to ( 147)AT2G44950| Symbols: HUB1 | HUB1 (HISTONE MONO-UBIQUITINATION 1); protein binding / zinc ion binding | chr2:18549677-18555322 REVERSE"	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_76913_PI403524517	2	0.2373085	-0.16682625	-0.04265213	0.03280449	-0.032805443	0.16986847	35_22048	"Cluster: Pherophorin-dz1 protein precursor; n=1; Volvox carteri f. nagariensis|Rep: Pherophorin-dz1 protein precursor - Volvox carteri f. nagariensis"	UniRef90_Q8L685	CHR3V7|COORD:8063070..8064482| leucine-rich repeat family protein / extensin family protein	AT3G22800.1	CHR07V5|COORD:29268228..29266524|protein collagen-like protein 2, putative, expressed	LOC_Os07g48910.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07764 TT_ORF1 Drf_FH1 PRK12323 PRK10819 GRP tatB DUF1210 DUF1421 Extensin_2 Trypan_PARP FAP Atrophin-1 Totivirus_coat TonB PRK05648 Protamine_P1 PRK06958 Tymo_45kd_70kd COG4371 PRK11633 DUF605	not assigned.unknown	35_2

CUST_179540_PI403524517	2	-0.20161629	-0.3527546	0.1723938	0.19717693	-0.06311321	0.063114166	35_49933	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_870_PI404877155	2	0.065283775	-0.028063774	-0.050148964	0.041657448	-0.03560257	0.028063774	Contig10849_at	nucleotide-sugar transporter family protein [Arabidopsis thaliana]	NP_181853.2	nucleotide-sugar transporter family protein	At2g43240.1	protein hypothetical protein	Os05g23420	NONE	transporter.sugars	34_2

CUST_65221_PI403524517	2	0.25312042	-0.13968372	0.0031404495	-0.0031404495	-0.03377247	0.13096523	35_18622	"Cluster: Putative chloroplastic RNA-binding protein, with alternative splicing isoforms; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative chloroplastic"	UniRef90_Q75IP8	"CHR1V7|COORD:5287130..5288370| similar to Lon (GB:ABD28727.1); contains InterPro domain Longin-like; (InterPro:IPR011012)"	AT1G15370.1	CHR03V5|COORD:36046241..36050827|protein salt-inducible protein, putative, expressed	LOC_Os03g63910.1	"no descriptionmoderately similar to ( 216)AT1G15370| Symbols:  | similar to Lon (GB:ABD28727.1); contains InterPro domain Longin-like; (InterPro:IPR011012) | chr1:5287130-5288370 FORWARD"	not assigned.unknown	35_2

CUST_6056_PI399408534	2	0.081977844	-0.05205345	-0.11125851	-1.5640259E-4	1.5735626E-4	0.09243488	35_20863	Rep: OSJNBa0035I04.11 protein - Oryza sativa (Rice)	UniRef90_Q7XKX1	CHR2V7|COORD:8364413..8367013| ELM2 domain-containing protein / PHD finger family protein	AT2G19260.1	CHR04V5|COORD:20814342..20823358|protein DNA binding protein, putative, expressed	LOC_Os04g34720.1	no descriptionvery weakly similar to (89.7)AT2G19260| Symbols:  | ELM2 domain-containing protein / PHD finger family protein | chr2:8364413-8367013 FORWARD	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_11677_PI399408534	2	-0.2380619	0.45490646	0.10027027	0.015750885	-0.21819496	-0.015750885	35_2229	"Cluster: Hypothetical protein P0036D10.19; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0036D10.19 - Oryza sativa (japonica cultivar-g"	UniRef90_Q9FW24	CHR3V7|COORD:3323506..3324910| SNF7 family protein	AT3G10640.1	CHR05V5|COORD:152480..155641|protein charged multivesicular body protein 5, putative, expressed	LOC_Os05g01250.1	no descriptionmoderately similar to ( 243)AT3G10640| Symbols:  | SNF7 family protein | chr3:3323506-3324489 REVERSEnot assigned not assigned not assigned not assigned not assigned Snf7	RNA.regulation of transcription.SNF7	27_3_71

CUST_88473_PI403524517	2	-0.18145657	-1.3795757	-0.22083569	0.21138287	0.28042603	0.18145752	35_25325	"Cluster: Hypothetical protein B1003C08.1; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1003C08.1 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q75G56	CHR1V7|COORD:30053548..30057096| helicase-related	AT1G79890.1	CHR05V5|COORD:7353798..7346482|protein ATP binding protein, putative, expressed	LOC_Os05g13300.1	no descriptionweakly similar to ( 165)AT1G79890| Symbols:  | helicase-related | chr1:30053548-30057096 FORWARDnot assigned not assigned not assigned HELICc2 DinG	DNA.synthesis/chromatin structure	28_1

CUST_1732_PI399408534	2	-0.18354559	0.077589035	0.022014618	-0.022015572	-0.0314188	0.046212196	35_47627	"Cluster: Myb-like DNA-binding domain, SHAQKYF class family protein, expressed; n=5; Oryza sativa (japonica cultivar-group)|Rep: Myb-like DNA-binding domain,"	UniRef90_Q10FV1	"CHR4V7|COORD:7936860..7938493| UNE16 (unfertilized embryo sac 16); transcription factor"	AT4G13640.1	CHR03V5|COORD:25479421..25471909|protein short-chain dehydrogenase/reductase SDR, putative, expressed	LOC_Os03g45194.1	no descriptionvery weakly similar to (70.1)AT4G13640| Symbols: UNE16 | UNE16 (unfertilized embryo sac 16) | chr4:7936860-7938493 REVERSE	RNA.regulation of transcription.G2-like transcription factor family, GARP	27_3_20

CUST_8407_PI403524517	2	0.018492699	-0.21069431	0.027579308	-0.027641296	0.053481102	-0.018493652	35_2350	"Cluster: 2-alkenal reductase; n=1; Hordeum vulgare subsp. vulgare|Rep: 2-alkenal reductase - Hordeum vulgare var. distichum (Two-rowed barley)"	UniRef90_Q2KM86	CHR3V7|COORD:698537..700285| NADP-dependent oxidoreductase, putative	AT3G03080.1	CHR04V5|COORD:24640566..24638960|protein NADP-dependent oxidoreductase P1, putative, expressed	LOC_Os04g41960.1	 no descriptionmoderately similar to ( 245)AT3G03080| Symbols:  | NADP-dependent oxidoreductase, putative | chr3:698537-700285 REVERSEnot assigned not assigned not assigned COG2130 UAS UAS ADH_zinc_N Qor 	misc.oxidases - copper, flavone etc.	26_7

CUST_104804_PI403524517	2	0.099264145	-0.110816956	-0.12512112	-0.070272446	0.08744335	0.070272446	35_29862	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_30221_PI403524517	2	0.17407417	-0.0017204285	0.0017204285	-0.14642525	-0.38557625	0.18116379	35_8722	Rep: Kinesin, motor region - Medicago truncatula (Barrel medic)	UniRef90_Q2HU33	CHR3V7|COORD:16866799..16871935| kinesin motor protein-related	AT3G45850.1	CHR05V5|COORD:918451..925034|protein kinesin-related protein, putative, expressed	LOC_Os05g02670.3	no descriptionmoderately similar to ( 425)AT3G45850| Symbols:  | kinesin motor protein-related | chr3:16866799-16871935 REVERSEmoderately similar to ( 398)K125_TOBAC125 kDa kinesin-related protein - Nicotiana tabacum (Common tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned KISc_BimC_Eg5 Kinesin KISc KISc KIP1 KISc_KIF3 KISc_CENP_E KISc_KIF1A_KIF1B KISc_KIF4 KISc_C_terminal KISc_KHC_KIF5 KISc_KIP3_like KISc_KLP2_like KISc_KIF2_like Motor_domain KISc_KID_like KISc_KIF23_like KISc_KIF9_like	cell.organisation	31_1

CUST_40708_PI403524517	2	-0.019420624	0.2910118	0.057397842	-0.104328156	0.019420624	-0.08540726	35_11706	"Cluster: Putative katanin; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative katanin - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8S118	"CHR1V7|COORD:30210391..30212942| ERH3 (ECTOPIC ROOT HAIR 3); ATP binding / nucleoside-triphosphatase/ nucleotide binding"	AT1G80350.1	CHR01V5|COORD:28463215..28470193|protein katanin p60 ATPase-containing subunit, putative, expressed	LOC_Os01g49000.1	" no descriptionmoderately similar to ( 340)AT1G80350| Symbols: AAA1, LUE1, FRA2, ATKTN1, KTN1, FRC2, BOT1, FTR, ERH3 | ERH3 (ECTOPIC ROOT HAIR 3); ATP binding / nucleoside-triphosphatase/ nucleotide binding | chr1:30210391-30212942 REVERSEweakly similar to ( 103)CDC48_CAPANCell division cycle protein 48 homolog - Capsicum annuum (Bell pepper)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned SpoVK AAA RPT1 PRK03992 HflB hflB COG1223 "	protein.degradation.metalloprotease	29_5_7

CUST_59210_PI403524517	2	-9.832382E-4	0.30568695	9.832382E-4	-0.047305107	-0.037935257	0.056120872	35_16886	"Cluster: Os02g0820700 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os02g0820700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DWC9	"CHR3V7|COORD:21553609..21554752| ATBS14A; protein transporter"	AT3G58170.1	CHR02V5|COORD:35228257..35232159|protein BS14b, putative, expressed	LOC_Os02g57510.2	" no descriptionweakly similar to ( 190)AT3G58170| Symbols: ATBET11, BET11, ATBS14A | ATBS14A; protein transporter | chr3:21553609-21554752 REVERSEnot assigned not assigned SNARE "	protein.targeting.secretory pathway.golgi	29_3_4_2

CUST_156548_PI403524517	2	-0.3140769	-0.021862984	0.021862984	0.16311836	0.22085953	-0.2013073	35_43722	"Cluster: Nucleoporin autopeptidase family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Nucleoporin autopeptidase family protein, express"	UniRef90_Q2QX83	CHR1V7|COORD:3407266..3412046| nucleoporin family protein	AT1G10390.1	CHR12V5|COORD:3337065..3343345|protein nucleoporin autopeptidase family protein, expressed	LOC_Os12g06870.1	no descriptionweakly similar to ( 125)AT1G10390| Symbols:  | transporter | chr1:3407266-3412046 REVERSENucleoporin2	protein.targeting.nucleus	29_3_1

CUST_45813_PI403524517	2	0.07676506	-0.10494232	-0.07676411	0.15537357	-0.08113861	0.114258766	35_13128	"Cluster: Hypothetical protein P0481E12.33; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0481E12.33 - Oryza sativa (japonica cultivar-g"	UniRef90_Q94J22	"CHR1V7|COORD:10379296..10381847| CAD1 (CONSTITUTIVELY ACTIVATED CELL DEATH 1); oxidoreductase"	AT1G29690.1	CHR01V5|COORD:31676460..31680009|protein MAC/Perforin domain containing protein, expressed	LOC_Os01g54510.1	"no descriptionweakly similar to ( 158)AT1G29690| Symbols: CAD1 | CAD1 (CONSTITUTIVELY ACTIVATED CELL DEATH 1); oxidoreductase | chr1:10379296-10381847 REVERSE"	not assigned.unknown	35_2

CUST_52751_PI403524517	2	-0.019324303	0.6759615	0.06324482	-0.18107891	-0.14832497	0.019324303	35_15025	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_3899_PI403524517	2	0.045908928	-0.16064358	-0.034986496	0.0029735565	0.0018196106	-0.0018196106	35_1079	"Cluster: Mitochondrial ATP synthase 6 KD subunit; n=3; Oryza sativa (japonica cultivar-group)|Rep: Mitochondrial ATP synthase 6 KD subunit - Oryza sativa (japon"	UniRef90_Q9AYP0	CHR5|COORD:24032700..24033726| expressed protein	AT5G59613.1	CHR03V5|COORD:22693876..22697983|protein expressed protein	LOC_Os03g40920.1	"no descriptionvery weakly similar to (61.2)AT5G59613| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G46430.1); similar to mitochondrial ATP synthase 6 KD subunit [Oryza sativa (japonica cultivar-group)] (GB:BAB21526.1) | chr5:24033388-24033726 REVERSE"	not assigned.unknown	35_2

CUST_173195_PI403524517	2	0.047145844	0.03697586	0.047399998	-0.03697586	-0.092222214	-0.06636524	35_48229	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_171669_PI403524517	2	0.15108395	-0.038274765	-0.06427193	0.038274765	0.2166996	-0.046499252	35_47833	"Cluster: Putative homoserine kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative homoserine kinase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K969	"CHR2V7|COORD:7515688..7516800| HSK (HOMOSERINE KINASE); homoserine kinase"	AT2G17265.1	CHR02V5|COORD:35766329..35768918|protein homoserine kinase, putative, expressed	LOC_Os02g58510.1	"no descriptionvery weakly similar to (55.1)AT2G17265| Symbols: HSK | HSK (HOMOSERINE KINASE); homoserine kinase | chr2:7515688-7516800 FORWARDnot assigned not assigned not assigned not assigned not assigned ThrB PRK01212 GHMP_kinases_N PRK12323 PRK07764 PRK03188"	amino acid metabolism.synthesis.aspartate family.misc.homoserine.homoserine kinase	13_1_3_6_1_4

CUST_158031_PI403524517	2	0.21384287	0.783031	0.1363535	-0.41129255	-0.1363535	-0.597425	35_44120	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_28271_PI403524517	2	0.30801296	-0.24894905	0.06321907	-0.019264221	-0.18005371	0.019265175	35_8173	"Cluster: Putative chaperonin; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative chaperonin - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5TKQ5	CHR3V7|COORD:4561711..4565140| chaperonin, putative	AT3G13860.1	CHR05V5|COORD:26757045..26752405|protein chaperonin CPN60-2, mitochondrial precursor, putative, expressed	LOC_Os05g46290.1	 no descriptionmoderately similar to ( 354)AT3G13860| Symbols:  | chaperonin, putative | chr3:4561711-4565140 REVERSEmoderately similar to ( 345)CH62_CUCMAChaperonin CPN60-2, mitochondrial precursor - Cucurbita maxima (Pumpkin) (Winter squash)not assigned not assigned not assigned not assigned GroEL groEL groEL groEL groEL groEL groEL GroL chaperonin_type_I_II Cpn60_TCP1 TCP1_beta cpn60 chaperonin_like TCP1_epsilon TCP1_delta TCP1_eta TCP1_theta 	protein.folding	29_6

CUST_82209_PI403524517	2	0.053277016	0.30789948	-0.06374264	-0.08182716	-0.053277016	0.05743313	35_23580	"Cluster: Putative microtubule-associated protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative microtubule-associated protein - Oryza sativa (japon"	UniRef90_Q6I569	"CHR5V7|COORD:22419942..22422408| ATMAP65-1 (MICROTUBULE-ASSOCIATED PROTEINS 65-1); microtubule binding"	AT5G55230.1	CHR05V5|COORD:19905604..19910939|protein microtubule-associated protein MAP65-1a, putative, expressed	LOC_Os05g33890.1	"no descriptionweakly similar to ( 127)AT5G55230| Symbols: ATMAP65-1 | ATMAP65-1 (MICROTUBULE-ASSOCIATED PROTEINS 65-1); microtubule binding | chr5:22419942-22422408 FORWARDnot assigned MAP65_ASE1"	cell.organisation	31_1

CUST_163694_PI403524517	2	0.16091633	0.040928364	0.113801956	-0.040927887	-0.22474289	-0.21904707	35_45643	"Cluster: CASP C terminal, putative; n=3; Oryza sativa (japonica cultivar-group)|Rep: CASP C terminal, putative - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53RI9	CHR3V7|COORD:6336930..6341602| CCAAT displacement protein-related / CDP-related	AT3G18480.1	CHR03V5|COORD:28620469..28628207|protein protein CASP, putative, expressed	LOC_Os03g50300.1	no descriptionvery weakly similar to (53.9)AT3G18480| Symbols:  | CCAAT displacement protein-related / CDP-related | chr3:6336930-6341602 FORWARD	not assigned.no ontology	35_1

CUST_27697_PI403524517	2	0.044262886	-0.8556099	0.016402245	-0.41017246	0.081790924	-0.016402245	35_8010	Rep: Endoglucanase 17 precursor - Oryza sativa (Rice)	UniRef90_Q652F9	"CHR1V7|COORD:26663018..26666624| CEL1 (cellulase 1); hydrolase, hydrolyzing O-glycosyl compounds"	AT1G70710.1	CHR06V5|COORD:8183625..8177992|protein endoglucanase 1 precursor, putative, expressed	LOC_Os06g14540.1	" no descriptionweakly similar to ( 127)AT1G70710| Symbols: CEL1 | CEL1 (cellulase 1); hydrolase, hydrolyzing O-glycosyl compounds | chr1:26663018-26666624 REVERSEweakly similar to ( 167)GUN17_ORYSAnot assigned Glyco_hydro_9 "	cell wall.degradation.cellulases and beta -1,4-glucanases	10_6_1

CUST_52986_PI403524517	2	0.12454224	0.08961105	0.0055007935	-0.027551651	-0.0055007935	-0.007045746	35_15086	"Cluster: Hypothetical protein OJ1593_C11.13; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1593_C11.13 - Oryza sativa (japonica cultiv"	UniRef90_Q65X89	CHR4V7|COORD:12318080..12319584| BTI1 (VIRB2-INTERACTING PROTEIN 1)	AT4G23630.1	CHR05V5|COORD:26099147..26096881|protein seed maturation protein, putative, expressed	LOC_Os05g45050.1	no descriptionweakly similar to ( 151)AT4G23630| Symbols: BTI1 | BTI1 (VIRB2-INTERACTING PROTEIN 1) | chr4:12318080-12319584 FORWARDnot assigned Reticulon	not assigned.no ontology	35_1

CUST_16705_PI404877155	2	0.042476177	0.01946354	0.18817616	-0.01946354	-0.04580927	-0.050321102	HF03B07r_at	tonoplast membrane integral protein ZmTIP4-4 [Zea mays]	AAK26775.1	tonoplast intrinsic protein, putative	At2g25810.1	protein MIP family channel proteins	Os01g13120	tonoplast membrane integral protein ZmTIP4-4	transport.Major Intrinsic Proteins.TIP	34_19_2

CUST_177403_PI403524517	2	0.10685778	-0.16447353	0.12931538	-0.047276974	-0.41332197	0.04727745	35_49348	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_14543_PI404877155	2	0.00666523	-0.43263817	0.064291	-0.00666523	0.016914368	-0.163167	Contig8365_at	OSJNBa0084K20.14 [Oryza sativa (japonica cultivar-group)] emb|CAE02489.2| OSJNBa0076N16.12 [Oryza sativa (japonica cultivar-group)]	CAD41136.2	phosphoglycolate phosphatase, putative	At5g36790.1	protein Similar to 4-nitrophenylphosphatase-like protein	Os09g08660	gi|21740673|emb|CAD41136.1| OSJNBa0084K20.14	PS.photorespiration.phosphoglycolate phosphatase	1_02_01

CUST_151592_PI403524517	2	0.027803421	0.32607555	0.036658287	-0.1727047	-0.027803421	-0.094257355	35_42387	"Cluster: Hypothetical protein OSJNBb0048A17.5; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0048A17.5 - Oryza sativa (japonica cu"	UniRef90_Q94HA2	CHR4V7|COORD:16404142..16406157| TIP41-like family protein	AT4G34270.1	CHR03V5|COORD:31397847..31394612|protein tipA protein, putative, expressed	LOC_Os03g55270.1	no descriptionweakly similar to ( 159)AT4G34270| Symbols:  | TIP41-like family protein | chr4:16404142-16406157 REVERSEnot assigned TIP41	not assigned.no ontology	35_1

CUST_137836_PI403524517	2	0.16111755	-0.00633049	-0.12640476	0.00633049	-0.52127934	0.21190643	35_38653	"Cluster: Putative thimet oligopeptidase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative thimet oligopeptidase - Oryza sativa (japonica cultivar-group"	UniRef90_Q5N6Y0	CHR1V7|COORD:25372749..25377393| peptidase M3 family protein / thimet oligopeptidase family protein	AT1G67690.1	CHR01V5|COORD:39616146..39623495|protein neurolysin, mitochondrial precursor, putative, expressed	LOC_Os01g67590.1	no descriptionweakly similar to ( 164)AT1G67690| Symbols:  | peptidase M3 family protein / thimet oligopeptidase family protein | chr1:25372749-25377393 FORWARDnot assigned Dcp	protein.degradation	29_5

CUST_66565_PI403524517	2	-0.19474602	0.40497398	-0.027622223	0.04952717	-0.07852936	0.02762127	35_19009	"Cluster: Alpha-rhamnosidase-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Alpha-rhamnosidase-like protein - Oryza sativa (japonica cultivar-gro"	UniRef90_Q7F0N4	CHR5V7|COORD:23392501..23394169| BNR/Asp-box repeat family protein	AT5G57700.1	CHR07V5|COORD:19849290..19852778|protein glycosyl hydrolase, BNR repeat, putative, expressed	LOC_Os07g33220.1	no descriptionmoderately similar to ( 494)AT5G57700| Symbols:  | BNR/Asp-box repeat family protein | chr5:23392483-23394169 FORWARDCOG4692 Sialidase	not assigned.no ontology	35_1

CUST_67645_PI403524517	2	0.0019636154	-0.8367996	-0.13263226	-0.0019626617	0.043302536	0.03446102	35_19324	"Cluster: Putative serine/threonine phosphatase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative serine/threonine phosphatase - Oryza sativa (japonica"	UniRef90_Q5W6J3	"CHR2V7|COORD:17819413..17822973| PAPP5/PP5 (PROTEIN PHOSPHATASE 5); phosphoprotein phosphatase/ protein binding / protein serine/threonine phosphatase"	AT2G42810.1	CHR05V5|COORD:6509109..6516668|protein serine/threonine-protein phosphatase 5, putative, expressed	LOC_Os05g11550.1	" no descriptionhighly similar to ( 692)AT2G42810| Symbols: PAPP5, PP5 | PAPP5/PP5 (PROTEIN PHOSPHATASE 5); phosphoprotein phosphatase/ protein binding | chr2:17819413-17822973 REVERSEmoderately similar to ( 228)PP1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned PP2Ac PP2Ac PPP5 ApaH Metallophos "	protein.postranslational modification	29_4

CUST_36681_PI403524517	2	0.06343222	-0.39365292	0.031820297	0.027531624	-0.12552023	-0.027531147	35_10573	"Cluster: OSJNBb0039L24.10 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: OSJNBb0039L24.10 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XMK8	CHR4|COORD:274257..278677| DEAD/DEAH box helicase, putative, similar to ATP-dependent RNA helicases	AT4G00660.1	CHR02V5|COORD:25761340..25768594|protein ATP-dependent RNA helicase dhh1, putative, expressed	LOC_Os02g42860.1	 no descriptionvery weakly similar to (50.1)AT4G00660| Symbols:  | DEAD/DEAH box helicase, putative | chr4:274638-277438 FORWARDnot assigned not assigned PRK07764 PRK05648 	DNA.synthesis/chromatin structure	28_1

CUST_7934_PI403524517	2	0.049262047	0.23429775	0.0014743805	-0.0014753342	-0.051437378	-0.022274017	35_2209	Rep: H0714H04.5 protein - Oryza sativa (Rice)	UniRef90_Q01JU7	"CHR2V7|COORD:14610346..14619466| ATMRP2 (MULTIDRUG RESISTANCE-ASSOCIATED PROTEIN 2); ATPase, coupled to transmembrane movement of substances"	AT2G34660.1	CHR04V5|COORD:31295251..31283883|protein multidrug resistance-associated protein 2, putative, expressed	LOC_Os04g52900.1	" no descriptionnearly identical (1023)AT2G34660| Symbols: MRP2, EST4, ATMRP2 | ATMRP2 (MULTIDRUG RESISTANCE-ASSOCIATED PROTEIN 2); ATPase, coupled to transmembrane movement of substances | chr2:14610346-14619466 FORWARDweakly similar to ( 120)MDR_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned ABCC_MRP_domain2 MdlB ABCC_NFT1 SunT ABCC_SUR2 CydD ABCC_Glucan_exporter_like CydC ABCC_ATM1_transporter ABCC_MsbA ATM1 ABCC_MRP_Like ABC_MTABC3_MDL1_MDL2 ABCC_bacteriocin_exporters ABCC_CFTR2 PRK10790 PRK11176 PRK11160 ABCC_Hemolysin PRK11174 ABCC_TAP CcmA ArpD PRK10789 ABC_tran FepC ABCC_Protease_Secretion COG4178 COG1123 ABC_membrane ABCC_MRP_domain1 ABCC_cytochrome_bd ZnuC ABC_cobalt_CbiO_domain1 ABC_NikE_OppD_transporters CbiO AbcC ABC_PstB_phosphate_transporter ABC_Iron-Siderophores_B12_Hemin ABC_DR_subfamily_A ABC_Metallic_Cations ABC_PhnC_transporter DppF MglA PhnK DppD ABC_Org_Solvent_Resistant YhbG MalK ABC_MJ0796_Lo1CDE_FtsE COG3638 LivF ABC_ATPase ABC_YhbG ABC_TM1139_LivF_branched ABC_Class3 ABC_MetN_methionine_transporter ABC_Mj1267_LivG_branched SalX NatA PstB Ttg2A OpuBA LivG ABC_NatA_sodium_exporter ABC_Carb_Solutes_like ABC_subfamily_A COG3845 GlnQ ABC_cobalt_CbiO_domain2 FtsE PvdE ABC_NrtD_SsuB_transporters COG4559 AppF ABC_OpuCA_Osmoprotection ABC_HisP_GlnQ_permeases COG4619 TauB ABCG_EPDR ABC_drug_resistance_like PotA ABC_KpsT_Wzt ABC_BcrA_bacitracin_resist ABC_FtsE_transporter COG4172 ProV Uup ABC_ModC_like TagH CysA PRK10522 ABC_Carb_Monos_I PRK10895 ThiQ glnQ ModF ABC_Carb_Monos_II fecE ABC_putative_ATPase ABC_Pro_Gly_Bertaine btuD ABC_DrrA PRK10070 CcmA ABCD_peroxisomal_ALDP ABC_CysA_sulfate_importer ABC_ModC_molybdenum_transporter metN PRK10744 COG4181 thiQ PRK11264 COG4586 sufC ABC_FeS_Assembly araG CeuD ABCC_SUR1_N ABC_NatA_like ABC_PotA_N dppF livF ABCF_EF-3 PhnL PRK10575 ModC ABCG_White ABC_MalK_N ABCC_CFTR1 ABC_CcmA_heme_exporter HisP COG4152 COG4674 PRK10419 modC PRK10762 ABC_ThiQ_thiamine_transporter SapF PRK10247 PRK10535 oppD PRK10851 PRK10619 TauB znuC artP PRK09700 livG phnK COG1245 ArtP potG PhnK potA ssuB PRK03695 PRK10908 PRK10261 PRK09984 PRK10982 PRK10938 COG2401 lolD PRK11147 ABC_PDR_domain1 ABC_RNaseL_inhibitor_domain2 PRK10584 PRK11831 tauB PRK10636 "	transport.ABC transporters and multidrug resistance systems	34_16

CUST_12381_PI403524517	2	0.06208229	0.31483364	-0.062081337	-0.062729836	-0.09399986	0.06764984	35_3527	"Cluster: Hypothetical protein F7J7.130; n=2; Arabidopsis thaliana|Rep: Hypothetical protein F7J7.130 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_O49560	CHR4V7|COORD:11292503..11293773| EMB1417 (EMBRYO DEFECTIVE 1417)	AT4G21190.1	CHR01V5|COORD:32157030..32152814|protein EMB1417, putative, expressed	LOC_Os01g55290.2	no descriptionmoderately similar to ( 306)AT4G21190| Symbols: EMB1417 | EMB1417 (EMBRYO DEFECTIVE 1417) | chr4:11292503-11293773 REVERSE	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_134923_PI403524517	2	0.051778793	-0.17932129	0.10933018	-0.05068016	0.027916908	-0.027917862	35_37853	"Cluster: DnaJ C terminal region family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: DnaJ C terminal region family protein, expressed - O"	UniRef90_Q2QX63	"CHR5V7|COORD:19483524..19486979| GFA2 (GAMETOPHYTIC FACTOR 2); heat shock protein binding / unfolded protein binding"	AT5G48030.1	CHR12V5|COORD:3454589..3462155|protein chaperone protein dnaJ, putative, expressed	LOC_Os12g07060.1	"no descriptionweakly similar to ( 157)AT5G48030| Symbols: GFA2 | GFA2 (GAMETOPHYTIC FACTOR 2); heat shock protein binding / unfolded protein binding | chr5:19483524-19486979 REVERSEvery weakly similar to (71.6)DNJH_CUCSADnaJ protein homolog - Cucumis sativus (Cucumber)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DnaJ PRK10767 DnaJ PRK10266 DnaJ CbpA"	stress.abiotic.heat	20_2_1

CUST_37961_PI403524517	2	-0.09965181	0.33582354	0.05490446	-0.31712532	0.09711361	-0.054904938	35_10925	"Cluster: Hypothetical protein P0504A05.1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0504A05.1 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6ETP4	"CHR4V7|COORD:14601824..14602880| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G19350.1); similar to unknown [Gymnadenia conopsea]"	AT4G29850.1	CHR02V5|COORD:4185808..4184164|protein expressed protein	LOC_Os02g07980.1	" no descriptionvery weakly similar to (99.4)AT4G29850| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G19350.1); similar to unknown [Gymnadenia conopsea] (GB:ABD66514.1); contains InterPro domain Protein of unknown function DUF872, eukaryotic; (InterPro:IPR008590) | chr4:14601824-14602880 REVERSEnot assigned DUF872 "	not assigned.unknown	35_2

CUST_56435_PI403524517	2	-0.012914658	0.012915611	0.04572296	0.015302658	-0.2273283	-0.048383713	35_16063	Rep: ATP synthase C chain - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_P56760	CHRCV7|COORD:13262..13507| ATPase III subunit	ATCG00140.1	CHR10V5|COORD:20153691..20149896|protein chloroplast ATP synthase a chain precursor, putative, expressed	LOC_Os10g38292.2	 no descriptionweakly similar to ( 105)ATCG00150| Symbols: ATPI | Encodes a subunit of ATPase complex CF0, which is a proton channel that supplies the proton motive force to drive ATP synthesis by CF1 portion of the complex. | chrC:14021-14770 REVERSEweakly similar to ( 105)ATPI_WHEATChloroplast ATP synthase a chain precursor - Triticum aestivum (Wheat)not assigned not assigned atpI atpH PRK07354 AtpE ATP-synt_C PRK05815 atpF AtpB ATP-synt_A PRK08482 PRK07874 PRK06876 PRK05880 PRK07558 PRK07159 PRK06251 PRK06271 PRK07352 	PS.lightreaction.ATP synthase	1_1_4

CUST_13826_PI404877155	2	-0.003481865	-0.22573185	0.012247086	-0.03775215	0.003481865	0.14201164	Contig7575_at	putative GTP-binding protein [Oryza sativa (japonica cultivar-group)] gb|AAK09228.1| putative GTP-binding protein [Oryza sativa (japonica	NP_909887.1	GTP-binding protein-related	At1g56050.1	protein putative GTP-binding protein	Os03g56840	GTP-binding protein-related, similar to GTP-binding protein GI:10176676 from (Bacillus halodurans)	signalling.G-proteins	30_5

CUST_574_PI404877155	2	0.16225958	-0.4254551	-0.036646843	0.15564823	0.036646366	-0.18881321	Contig10498_at	L-galactose dehydrogenase [Malus x domestica]	AAP21783.1	L-galactose dehydrogenase (L-GalDH)	At4g33670.1	protein galactose dehydrogenase	Os12g29760	auxin-induced protein/1.4_NF-1   T00640  NF-A1	minor CHO metabolism.others	3_5

CUST_1866_PI403524517	2	-0.8453574	-0.45151806	0.865623	1.3479109	0.34175444	-0.3417549	35_494	"Cluster: Nonspecific lipid-transfer protein 4.1 precursor; n=4; Hordeum vulgare|Rep: Nonspecific lipid-transfer protein 4.1 precursor - Hordeum vulgare (Barley)"	UniRef90_Q43767	"CHR5V7|COORD:23942522..23942998| LTP4 (LIPID TRANSFER PROTEIN 4); lipid binding"	AT5G59310.1	CHR11V5|COORD:13168259..13169383|protein nonspecific lipid-transfer protein 1 precursor, putative, expressed	LOC_Os11g24070.1	"no descriptionvery weakly similar to (97.1)AT5G59310| Symbols: LTP4 | LTP4 (LIPID TRANSFER PROTEIN 4); lipid binding | chr5:23942522-23942998 REVERSEweakly similar to ( 159)NLT43_HORVUNon-specific lipid-transfer protein 4.3 precursor - Hordeum vulgare (Barley)nsLTP1 Tryp_alpha_amyl AAI_LTSS AAI"	lipid metabolism.lipid transfer proteins etc	11_6

CUST_70903_PI403524517	2	-0.012019157	-0.026678085	-0.11351299	0.17798042	0.012019157	0.08891773	35_20315	"Cluster: Hypothetical protein P0481H08.9; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0481H08.9 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q69X17	CHR1V7|COORD:11399903..11405702| actin binding	AT1G31810.1	CHR06V5|COORD:23948822..23949697|protein expressed protein	LOC_Os06g40210.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Tymo_45kd_70kd PRK12323 PRK12678 PRK07764 DUF1509 Extensin_2 PRK07003	not assigned.unknown	35_2

CUST_179514_PI403524517	2	-0.026508331	0.020115376	0.023296356	-0.020115376	0.17193079	-0.20027065	35_49926	"Cluster: RNaseP-associated protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: RNaseP-associated protein-like - Oryza sativa (japonica cultivar-group"	UniRef90_Q7XIX6		0	CHR07V5|COORD:26431006..26433562|protein ribonuclease P, putative, expressed	LOC_Os07g44230.1	no description	not assigned.unknown	35_2

CUST_92495_PI403524517	2	0.114525795	0.08750057	0.041199684	-0.041199684	-0.043572426	-0.22829628	35_26447	Rep: Os05g0110500 protein - Oryza sativa (japonica cultivar-group)	UniRef90_Q0DLB9	CHR2V7|COORD:16983861..16986470| DEAD/DEAH box helicase, putative (RH17)	AT2G40700.1	CHR05V5|COORD:540918..544863|protein ATP binding protein, putative, expressed	LOC_Os05g01990.2	 no descriptionmoderately similar to ( 229)AT2G40700| Symbols:  | DEAD/DEAH box helicase, putative (RH17) | chr2:16983861-16986470 FORWARDvery weakly similar to (61.6)DB10_NICSYATP-dependent RNA helicase-like protein DB10 - Nicotiana sylvestris (Wood tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DEADc SrmB DEAD PRK04837 PRK11776 DEXDc PRK10590 PRK11192 DEXDc PRK11634 PRK04537 PRK01297 	DNA.synthesis/chromatin structure	28_1

CUST_31089_PI399408534	2	0.17055607	0.47171593	0.03557682	-0.2932644	-0.059464455	-0.03557682	35_10162	"Cluster: P0482D04.5 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: P0482D04.5 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8RUU5	CHR3V7|COORD:9934238..9936455| zinc finger (DHHC type) family protein	AT3G26935.1	CHR01V5|COORD:40896626..40893509|protein palmitoyltransferase ZDHHC9, putative, expressed	LOC_Os01g70100.1	no descriptionmoderately similar to ( 377)AT3G26935| Symbols:  | zinc finger (DHHC type) family protein | chr3:9934238-9936455 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned COG5273 zf-DHHC	RNA.regulation of transcription.unclassified	27_3_99

CUST_122377_PI403524517	2	0.0141067505	0.29083824	-0.044867516	-0.0141067505	-0.029084206	0.33799934	35_34537	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_36288_PI403524517	2	-0.016669273	-0.6202326	-0.10638142	0.021166801	0.12770844	0.016670227	35_10463	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_102062_PI403524517	2	-0.13247252	-0.10622072	0.14982557	0.106220245	0.23343563	-0.13033581	35_29118	"Cluster: Ubiquitin-specific protease 12, putative, expressed; n=5; Oryza sativa|Rep: Ubiquitin-specific protease 12, putative, expressed - Oryza sativa (japonic"	UniRef90_Q2QQM3	CHR3V7|COORD:3761764..3770296| ubiquitin-specific protease, putative	AT3G11910.1	CHR12V5|COORD:18306101..18320796|protein ubiquitin carboxyl-terminal hydrolase 21, putative, expressed	LOC_Os12g30540.1	 no descriptionmoderately similar to ( 306)AT3G11910| Symbols:  | ubiquitin-specific protease, putative | chr3:3761764-3770296 REVERSEnot assigned COG5077 MATH MATH_Ubp21p 	protein.degradation.ubiquitin	29_5_11

CUST_98794_PI403524517	2	-0.07744026	-0.58269215	0.022069931	0.060424805	0.13027668	-0.022068977	35_28201	"Cluster: Calcium-binding EF hand-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Calcium-binding EF hand-like protein - Oryza sativa (japonica"	UniRef90_Q6H739	CHR4V7|COORD:13371385..13372351| calcium ion binding	AT4G26470.1	CHR02V5|COORD:5501165..5504378|protein calcium ion binding protein, putative, expressed	LOC_Os02g10470.1	"no descriptionweakly similar to ( 130)AT4G26470| Symbols:  | similar to calcium-binding EF hand family protein [Arabidopsis thaliana] (TAIR:AT3G24110.1); similar to Os06g0609600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001058046.1); similar to Os02g0198200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001046205.1); similar to calcium-dependent protein kinase CDPK1 [Lycopersicon esculentum] (GB:AAK52801.1); contains InterPro domain EF-Hand type; (InterPro:IPR011992); contains InterPro domain Calcium-binding EF-hand; (InterPro:IPR002048) | chr4:13371385-13372205 FORWARDnot assigned not assigned EFh FRQ1"	protein.postranslational modification	29_4

CUST_4854_PI404877155	2	0.098703384	0.2821722	-0.04197693	-0.11035824	-0.05038929	0.04197693	Contig16184_at	GTPase activating protein-like [Oryza sativa (japonica cultivar-group)]	BAD07764.1	RabGAP/TBC domain-containing protein	At5g52590.1	protein TBC domain, putative	Os02g48000	0	signalling.G-proteins	30_5

CUST_41598_PI403524517	2	0.053997993	0.5123148	-0.06123066	-0.058574677	-0.053997993	0.12536907	35_11954	"Cluster: Os02g0221300 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0221300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E2Q3	CHR1V7|COORD:27381702..27383255| eukaryotic translation initiation factor 4A, putative / eIF-4A, putative	AT1G72730.1	CHR02V5|COORD:6769015..6778383|protein helicase conserved C-terminal domain containing protein, expressed	LOC_Os02g12840.1	 no descriptionweakly similar to ( 182)AT1G72730| Symbols:  | eukaryotic translation initiation factor 4A, putative / eIF-4A, putative | chr1:27381702-27383255 REVERSEweakly similar to ( 184)IF4A_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned SrmB PRK11192 PRK11776 HELICc PRK11634 PRK10590 PRK01297 PRK04537 HELICc Helicase_C PRK04837 RecQ PRK11057 	protein.synthesis.initiation	29_2_3

CUST_118414_PI403524517	2	0.23098755	-0.23098755	-0.42617226	0.3311348	-0.2660737	0.5299082	35_33527	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_180802_PI403524517	2	0.44521666	0.3978448	0.15511751	-0.38040495	-0.52525043	-0.15511751	35_50281	0	0	"CHR1V7|COORD:29557388..29562375| ATTPS1 (TREHALOSE-6-PHOSPHATE SYNTHASE); transferase, transferring glycosyl groups"	AT1G78580.1	CHR05V5|COORD:25630514..25638883|protein alpha,alpha-trehalose-phosphate synthase, putative, expressed	LOC_Os05g44210.1	no description	not assigned.unknown	35_2

CUST_794_PI399408534	2	0.080230236	0.65234613	-0.06525898	-0.14487886	0.06525898	-0.1927228	35_28544	"Cluster: Hypothetical protein OJ1012B02.14; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1012B02.14 - Oryza sativa (japonica cultivar"	UniRef90_Q84QA7	"CHR2V7|COORD:16679926..16682564| COI1 (CORONATINE INSENSITIVE 1); ubiquitin-protein ligase"	AT2G39940.1	CHR03V5|COORD:8740551..8746062|protein coronatine-insensitive protein 1, putative, expressed	LOC_Os03g15880.5	"no descriptionweakly similar to ( 191)AT2G39940| Symbols: COI1 | COI1 (CORONATINE INSENSITIVE 1); ubiquitin-protein ligase | chr2:16679926-16682564 REVERSEnot assigned not assigned not assigned PRK07764 PRK07003"	hormone metabolism.auxin.signal transduction	17_2_2

CUST_3901_PI399408534	2	0.15850258	-0.036329746	0.2742672	-0.18442392	-0.32037067	0.036329746	35_9579	"Cluster: Mitogen-activated protein kinase 16; n=2; Oryza sativa|Rep: Mitogen-activated protein kinase 16 - Oryza sativa (Rice)"	UniRef90_Q5VP69	"CHR1V7|COORD:6244634..6247575| ATMPK8 (Arabidopsis thaliana MAP kinase 21); MAP kinase"	AT1G18150.1	CHR01V5|COORD:26249826..26244471|protein OsMPK21-2 - putative MAPK based on amino acid sequence homology, expressed	LOC_Os01g45620.2	"no descriptionhighly similar to ( 573)AT1G18150| Symbols: ATMPK8 | ATMPK8 (Arabidopsis thaliana MAP kinase 21); MAP kinase | chr1:6244634-6247575 REVERSEhighly similar to ( 597)MPK16_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase SPS1 Pkinase_Tyr TyrKc PTKc PTKc_Jak_rpt2 PTKc_Jak2_Jak3_rpt2 PTKc_Src_like PTKc_Csk_like PTKc_Srm_Brk PTKc_EphR PTKc_EphR_A PTKc_Frk_like PTKc_EphR_A2 PTKc_EphR_B PTKc_FAK PTKc_Tec_Rlk PTKc_InsR_like PTKc_EGFR_like PTKc_Abl PTKc_Chk PTKc_Ack_like PTKc_Itk PTKc_Syk_like PTKc_Fes_like PTKc_PDGFR PTKc_Tec_like PTKc_Met_Ron PTKc_Trk PTKc_Hck PTKc_Lck_Blk PTKc_Fyn_Yrk PTKc_PDGFR_alpha PTKc_Csk PTKc_Src PTKc_Ror PTKc_FGFR PTKc_Tyro3 PTKc_Yes PTKc_Fer PTKc_Jak1_rpt2 PTKc_Kit PTKc_Syk PTKc_Fes PTKc_CSF-1R PTKc_VEGFR3 PTKc_Lyn PTK_HER3 PTKc_RET PTKc_Tyk2_rpt2 PTKc_Btk_Bmx PTKc_DDR PTKc_VEGFR PTKc_VEGFR2 PTKc_HER4 PTKc_FGFR4 PTKc_Musk PTKc_Axl_like PTKc_PDGFR_beta PTKc_FGFR2 PTKc_DDR2 PTKc_DDR_like PTKc_FGFR1 PTKc_FGFR3 PTK_CCK4 PTKc_Zap-70 PTK_Ryk PTKc_TrkA PTKc_Axl PTKc_EGFR PTKc_c-ros PTKc_Aatyk PTKc_DDR1 PTKc_TrkB PTKc_Tie2 PTKc_TrkC PTKc_Ror1 PTKc_Aatyk1_Aatyk3 PTKc_ALK_LTK PTKc_Ror2 PTKc_HER2 PTKc_InsR PTKc_Tie1 PTKc_IGF-1R PTKc_Tie PTKc_Aatyk2"	signalling.MAP kinases	30_6

CUST_25476_PI403524517	2	-0.660089	-2.0430055	-0.25980997	0.2598095	0.35335255	0.717577	35_7382	"Cluster: Putative PrMC3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative PrMC3 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69Y18	"CHR3V7|COORD:18048171..18049145| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G48700.1); similar to Esterase/lipase/thioesterase [Medicago"	AT3G48690.1	CHR06V5|COORD:5834563..5836107|protein gibberellin receptor GID1L2, putative, expressed	LOC_Os06g11130.1	"no descriptionvery weakly similar to (81.6)AT3G48690| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G48700.1); similar to Esterase/lipase/thioesterase [Medicago truncatula] (GB:ABE83378.1); contains InterPro domain Esterase/lipase/thioesterase; (InterPro:IPR000379); contains InterPro domain Alpha/beta hydrolase fold-3; (InterPro:IPR013094) | chr3:18048171-18049145 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned Abhydrolase_3"	not assigned.no ontology	35_1

CUST_23316_PI403524517	2	0.17684746	-0.10720062	-0.05460739	-0.08063221	0.054606438	0.088139534	35_6774	"Cluster: MDR-like ABC transporter; n=4; Oryza sativa (japonica cultivar-group)|Rep: MDR-like ABC transporter - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8GU78	"CHR2V7|COORD:15509241..15514129| ATPGP1 (ARABIDOPSIS THALIANA P GLYCOPROTEIN1); calmodulin binding"	AT2G36910.1	CHR08V5|COORD:28131423..28137286|protein multidrug resistance protein 1, putative, expressed	LOC_Os08g45030.1	" no descriptionvery weakly similar to (97.8)AT2G36910| Symbols: PGP1, ATMDR1 | ATPGP1 (ARABIDOPSIS THALIANA P GLYCOPROTEIN1); calmodulin binding | chr2:15509241-15514129 FORWARDnot assigned not assigned not assigned ABC_MTABC3_MDL1_MDL2 ABCC_ATM1_transporter ABCC_MsbA SunT ABCC_Hemolysin PRK11176 MdlB ABCC_Glucan_exporter_like ATM1 PRK10790 CydD "	transport.ABC transporters and multidrug resistance systems	34_16

CUST_129996_PI403524517	2	0.15659523	-0.04067993	-0.03166294	-0.06657314	0.031661987	0.0394516	35_36511	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_12905_PI403524517	2	0.15917301	-0.032744408	-0.0955801	0.032744408	-0.140975	0.13054085	35_3691	"Cluster: Putative Na+/K+/Cl-cotransport protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative Na+/K+/Cl-cotransport protein - Oryza sativa (japonic"	UniRef90_Q6Z0E2	CHR1|COORD:10762721..10769514| cation-chloride cotransporter, putative, similar to cation-chloride co-transporter GB:AAC49874 GI:2582381 from (Nicotiana	AT1G30450.2	CHR08V5|COORD:14062577..14053301|protein CCC1, putative, expressed	LOC_Os08g23440.1	" no descriptionmoderately similar to ( 377)AT1G30450| Symbols: ATCCC1, CCC1 | CCC1; cation:chloride symporter | chr1:10762887-10769043 FORWARDnot assigned not assigned "	transport.unspecified cations	34_14

CUST_61497_PI403524517	2	0.07195473	-0.17084885	-0.17084885	0.050326347	0.025621414	-0.025622368	35_17553	"Cluster: Os05g0566500 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0566500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DFW6	CHR4|COORD:11216955..11219330| similar to eukaryotic translation initiation factor 3 subunit 7, putative / eIF-3 zeta, putative / eIF3d, putative [Arabidopsis	AT4G20980.3	CHR05V5|COORD:28120955..28118814|protein eukaryotic translation initiation factor 3 subunit 7, putative, expressed	LOC_Os05g49150.1	no descriptionhighly similar to ( 547)AT4G20980| Symbols:  | translation initiation factor | chr4:11217008-11218783 FORWARDnot assigned not assigned not assigned eIF-3_zeta	protein.synthesis.initiation	29_2_3

CUST_29261_PI399408534	2	-0.039466858	0.08560467	0.007618904	-0.0076179504	0.10441017	-0.14869785	35_39020	"Cluster: Putative poly(A) binding protein II; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative poly(A) binding protein II - Oryza sativa (japonica"	UniRef90_Q67X81	"CHR5V7|COORD:20796986..20798467| ATPABN1/PABN1 (polyadenylate-binding protein 1); RNA binding"	AT5G51120.1	CHR06V5|COORD:6154941..6158887|protein polyadenylate-binding protein 2, putative, expressed	LOC_Os06g11620.1	" no descriptionvery weakly similar to (58.9)AT5G51120| Symbols: PABN1, ATPABN1 | ATPABN1/PABN1 (polyadenylate-binding protein 1); RNA binding | chr5:20796986-20798467 FORWARD"	RNA.processing	27_1

CUST_18837_PI404877155	2	-0.019344807	0.70995283	0.026013374	0.009819508	-0.673296	-0.009819508	HW02F14u_at	0	0	0	0	protein oxidoreductase, zinc-binding dehydrogenase family	Os08g01760	NONE	fermentation.ADH	5_03

CUST_15501_PI403524517	2	0.08364487	0.12460804	-0.106349945	-0.019518852	0.018397331	-0.018396378	35_4477	"Cluster: Hypothetical protein OSJNBa0070N04.19; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0070N04.19 - Oryza sativa (japonica"	UniRef90_Q8H8M7	CHR4V7|COORD:10275928..10278502| leucine-rich repeat family protein / extensin family protein	AT4G18670.1	CHR03V5|COORD:32109465..32110868|protein F-box domain containing protein	LOC_Os03g56450.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07003 PRK12323 PRK12678 PRK07764 Atrophin-1 PRK05648 Tymo_45kd_70kd HPC2 BASP1 APC_basic Herpes_BLLF1 PRK08853 Pneumo_att_G DUF1750 DUF566 Protamine_P2 DamX	not assigned.unknown	35_2

CUST_130880_PI403524517	2	-0.014597893	-0.4757223	0.12648773	0.014596939	-0.15421486	0.09141159	35_36759	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_27267_PI403524517	2	0.35200405	-0.65600777	-0.006418228	0.006419182	-0.34487724	0.35200405	35_7896	"Cluster: Putative ATP-dependent proteinase LON2; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative ATP-dependent proteinase LON2 - Oryza sativa (japonic"	UniRef90_Q69UZ3	"CHR5V7|COORD:9451051..9456634| LON_ARA_ARA (Lon protease homolog gene); ATP binding / ATP-dependent peptidase/ serine-type peptidase"	AT5G26860.1	CHR07V5|COORD:29301149..29290616|protein lon protease homolog 2, mitochondrial precursor, putative, expressed	LOC_Os07g48960.1	" no descriptionvery weakly similar to (73.6)AT5G26860| Symbols: LON_ARA_ARA | LON_ARA_ARA (Lon protease homolog gene); ATP binding / ATP-dependent peptidase/ serine-type peptidase | chr5:9451051-9456634 FORWARDvery weakly similar to (85.9)LONH2_MAIZELon protease homolog 2, mitochondrial precursor - Zea mays (Maize)not assigned not assigned not assigned PRK07764 "	protein.degradation.serine protease	29_5_5

CUST_5131_PI404877155	2	-0.009738922	0.49481678	0.009737968	-0.1618576	-0.06880665	0.043977737	Contig16596_at	small nuclear ribonucleoprotein-related / snRNP-related [Arabidopsis thaliana]	NP_680719.1	small nuclear ribonucleoprotein-related / snRNP-related	At4g18372.1	protein At4g18372	Os06g46390	small nuclear ribonucleoprotein-related / snRNP-related, contains similarity to snRNP-associated polypeptide N (Rattus norvegicus) GP:206694:gb:AAA42059	RNA.processing	27_1

CUST_123019_PI403524517	2	-0.007452965	-1.5760527	-0.16381454	0.102519035	0.14724636	0.007452011	35_34699	Rep: Hypothetical protein - Gibberella zeae (Fusarium graminearum)	UniRef90_Q4HUU7		0	0	0	no description	not assigned.unknown	35_2

CUST_6189_PI403524517	2	0.28824234	-0.13113213	-0.14821434	0.47244024	-0.025113583	0.025113583	35_1715	"Cluster: Proline-rich family protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Proline-rich family protein-like - Oryza sativa (japonica cultivar-g"	UniRef90_Q6ZI79	CHR5V7|COORD:2180670..2182285| proline-rich family protein	AT5G07020.1	CHR02V5|COORD:21055762..21053518|protein expressed protein	LOC_Os02g35090.1	no descriptionweakly similar to ( 129)AT5G07020| Symbols:  | proline-rich family protein | chr5:2180670-2182285 REVERSEnot assigned not assigned not assigned	not assigned.no ontology.proline rich family	35_1_42

CUST_12015_PI404877155	2	-0.14319706	0.33495808	-0.1867361	0.17020607	-0.22351551	0.14319801	Contig5740_at	unnamed protein product [Oryza sativa (japonica cultivar-group)] dbj|BAB03447.1| putative NAM [Oryza sativa (japonica cultivar-group)] dbj|B	NP_912844.1	no apical meristem (NAM) family protein	At5g17260.1	protein No apical meristem (NAM) protein, putative	Os01g15640	OsNAC8 protein	RNA.regulation of transcription.NAC domain transcription factor family	27_3_27

CUST_104319_PI403524517	2	0.14924479	0.10008621	0.053258896	-0.34914732	-0.521615	-0.053259373	35_29730	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_61522_PI403524517	2	0.060445786	0.21071815	0.0014486313	-0.0903244	-0.0041770935	-0.001449585	35_17560	"Cluster: Hypothetical protein P0015C02.2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0015C02.2 - Oryza sativa (japonica"	UniRef90_Q6ATX4	CHR5V7|COORD:1632913..1635105| outer membrane OMP85 family protein	AT5G05520.1	CHR05V5|COORD:23026712..23021011|protein outer membrane protein, OMP85 family protein, expressed	LOC_Os05g39390.1	no descriptionweakly similar to ( 150)AT5G05520| Symbols:  | outer membrane OMP85 family protein | chr5:1632913-1635105 FORWARDnot assigned Bac_surface_Ag	not assigned.no ontology	35_1

CUST_4558_PI404877155	2	0.050997734	0.34122562	-0.035494804	-0.15270138	-0.14465904	0.035494804	Contig15605_at	senescence-associated putative protein-like [Oryza sativa (japonica cultivar-group)]	BAC79863.1	zinc finger (FYVE type) family protein	At3g43230.1	protein hypothetical protein	Os07g42500	zinc finger (FYVE type) family protein, contains Pfam domain PF01363: FYVE zinc finger	RNA.regulation of transcription.unclassified	27_3_99

CUST_11160_PI404877155	2	-0.0022659302	0.33572006	0.0022649765	-0.05039978	-0.006459236	0.10899258	Contig4838_at	small nuclear ribonucleoprotein D2, putative / snRNP core protein D2, putative / Sm protein D2, putative [Arabidopsis thaliana]	NP_566107.1	small nuclear ribonucleoprotein D2, putative / snRNP core protein D2, putative / Sm protein D2, putative	At2g47640.1	protein small nuclear ribonucleoprotein-like protein	Os05g24970	small nuclear ribonucleo protein D2	RNA.processing	27_1

CUST_171239_PI403524517	2	0.4361515	0.1754446	-0.17975044	0.24121714	-0.76475525	-0.17544413	35_47700	"Cluster: Putative cyclic nucleotide-gated calmodulin-binding ion channel; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative cyclic nucleotide-gated"	UniRef90_Q6EN46	"CHR5V7|COORD:21555056..21557716| CNGC1 (CYCLIC NUCLEOTIDE GATED CHANNEL 1); calmodulin binding / cation channel/ cyclic nucleotide binding / inward rectifier"	AT5G53130.1	CHR02V5|COORD:8756040..8746950|protein cyclic nucleotide-gated ion channel 1, putative, expressed	LOC_Os02g15580.3	" no descriptionvery weakly similar to (71.2)AT5G53130| Symbols: ATCNGC1, CNGC1 | CNGC1 (CYCLIC NUCLEOTIDE GATED CHANNEL 1); calmodulin binding / cation channel/ cyclic nucleotide binding / inward rectifier potassium channel | chr5:21555056-21557716 REVERSEnot assigned "	transport.cyclic nucleotide or calcium regulated channels	34_22

CUST_10757_PI403524517	2	0.030154705	1.9284935	0.58198833	-0.030154228	-0.45050478	-0.053409576	35_3036	Rep: Serine-threonine protein kinase - Triticum aestivum (Wheat)	UniRef90_O24395	"CHR4V7|COORD:16272369..16274662| OST1 (OPEN STOMATA 1); kinase/ protein kinase"	AT4G33950.1	CHR03V5|COORD:15611227..15606862|protein serine/threonine-protein kinase SAPK1, putative, expressed	LOC_Os03g27280.1	 no descriptionmoderately similar to ( 488)AT1G78290| Symbols:  | serine/threonine protein kinase, putative | chr1:29462350-29463802 REVERSEhighly similar to ( 635)AAIP_WHEATAbscisic acid-inducible protein kinase - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase SPS1 TyrKc Pkinase_Tyr PTKc PTKc_Jak_rpt2 PTKc_Tec_like PTKc_Btk_Bmx PTKc_Csk_like PTKc_Tyk2_rpt2 PTKc_Ack_like PTKc_Jak2_Jak3_rpt2 PTKc_Jak1_rpt2 PTKc_DDR PTKc_Itk PTKc_EphR PTKc_Tec_Rlk PTKc_Syk_like PTKc_EphR_B PTKc_EphR_A PTKc_EphR_A2 PTKc_Srm_Brk PTKc_InsR_like PTKc_Src_like PTKc_EGFR_like PTKc_Trk PTKc_Met_Ron PTKc_FGFR PTKc_Fes PTKc_FAK PTKc_Fes_like PTKc_Axl_like PTKc_VEGFR2 PTK_Ryk PTKc_VEGFR PTKc_Csk PTKc_Chk PTKc_Zap-70 PTKc_c-ros PTKc_DDR2 PTKc_Aatyk1_Aatyk3 PTKc_DDR_like PTKc_VEGFR3 PTKc_PDGFR PTKc_Aatyk PTKc_Lyn PTKc_Ror PTKc_Abl PTKc_Frk_like PTKc_Syk PTKc_Tie1 PTKc_Musk PTKc_Lck_Blk PTKc_Fer PTKc_Axl PTKc_Tie PTKc_TrkC PTKc_RET PTKc_TrkB PTKc_EphR_A10 PTK_CCK4 PTKc_FGFR2 PTKc_FGFR4 PTKc_TrkA PTKc_Tie2 PTK_Jak_rpt1 PTKc_FGFR3 	protein.postranslational modification	29_4

CUST_63213_PI403524517	2	0.020656586	-0.028847694	-0.029740334	0.13990879	-0.02065754	0.05857849	35_18042	"Cluster: Putative F-box containing protein TIR1; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative F-box containing protein TIR1 - Oryza sativa (japonic"	UniRef90_Q6K8E2	"CHR5V7|COORD:20351646..20353757| AFB5 (AUXIN F-BOX PROTEIN 5); ubiquitin-protein ligase"	AT5G49980.1	CHR02V5|COORD:31980085..31983554|protein transport inhibitor response 1 protein, putative, expressed	LOC_Os02g52230.1	"no descriptionhighly similar to ( 639)AT5G49980| Symbols: AFB5 | AFB5 (AUXIN F-BOX PROTEIN 5); ubiquitin-protein ligase | chr5:20351646-20353757 REVERSEnot assigned not assigned not assigned"	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_113420_PI403524517	2	0.17233992	-0.05553484	0.056983948	-0.109166145	-0.7539649	0.05553484	35_32192	"Cluster: Putative ubiquitin-specific protease 15; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative ubiquitin-specific protease 15 - Oryza sativa (japon"	UniRef90_Q67WC7	CHR2V7|COORD:10482692..10486420| ubiquitin carboxyl-terminal hydrolase family protein / zinc finger (MYND type) family protein	AT2G24640.1	CHR06V5|COORD:26791029..26784111|protein ubiquitin carboxyl-terminal hydrolase family protein, expressed	LOC_Os06g44380.1	no descriptionvery weakly similar to (67.0)AT2G24640| Symbols:  | ubiquitin carboxyl-terminal hydrolase family protein / zinc finger (MYND type) family protein | chr2:10482692-10486420 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 zf-MYND Protamine_P1 PRK12678 TT_ORF1	protein.degradation.ubiquitin	29_5_11

CUST_62941_PI403524517	2	0.043827057	0.07764435	-0.0045928955	-0.05971527	-0.09437275	0.004591942	35_17953	"Cluster: N-acetylglucosaminyl-phosphatidylinositol-like protein; n=2; Arabidopsis thaliana|Rep: N-acetylglucosaminyl-phosphatidylinositol-like protein -"	UniRef90_Q9M1U9	CHR3|COORD:16515445..16517988| N-acetylglucosaminyl-phosphatidylinositol biosynthetic protein, putative, similar to PIG-A from Mus musculus	AT3G45100.2	CHR07V5|COORD:9978647..9974830|protein phosphatidylinositol N-acetylglucosaminyltransferase subunit A, putative, expressed	LOC_Os07g16960.1	" no descriptionweakly similar to ( 194)AT3G45100| Symbols: SETH2 | SETH2; transferase, transferring glycosyl groups | chr3:16515633-16517843 FORWARDnot assigned "	protein.postranslational modification	29_4

CUST_38046_PI403524517	2	-0.09059715	-0.10854435	0.23214817	0.003004074	-0.0030031204	0.09902477	35_10950	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_20398_PI399408534	2	-2.6818056	-1.9531617	-2.8169699	1.9531622	1.9912167	1.9610472	35_43871	"Cluster: OSJNBb0039L24.13 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBb0039L24.13 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XMK5	CHR5V7|COORD:8010007..8011456| remorin family protein	AT5G23750.1	CHR04V5|COORD:26449344..26445600|protein remorin, putative, expressed	LOC_Os04g45070.2	no descriptionvery weakly similar to (98.6)AT5G23750| Symbols:  | remorin family protein | chr5:8010007-8011456 REVERSEvery weakly similar to (94.7)REMO_SOLTURemorin - Solanum tuberosum (Potato)Remorin_C	RNA.regulation of transcription.unclassified	27_3_99

CUST_2598_PI399408534	2	-1.37537	0.02684784	0.45097446	0.46198082	-0.105911255	-0.026848793	35_2599	"Cluster: Serine/threonine protein kinase; n=1; Triticum aestivum|Rep: Serine/threonine protein kinase - Triticum aestivum (Wheat)"	UniRef90_Q5BQ31	"CHR4V7|COORD:12138182..12140791| CRK10 (CYSTEINE-RICH RLK10); kinase"	AT4G23180.1	CHR11V5|COORD:6591843..6598479|protein protein kinase domain containing protein, expressed	LOC_Os11g11890.1	" no descriptionmoderately similar to ( 202)AT4G23180| Symbols: RLK4, CRK10 | CRK10 (CYSTEINE-RICH RLK10); kinase | chr4:12138182-12140791 FORWARDweakly similar to ( 152)KPRO_MAIZEPutative receptor protein kinase ZmPK1 precursor - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pkinase S_TKc S_TKc Pkinase_Tyr PTKc TyrKc PTKc_Jak_rpt2 PTKc_Src_like SPS1 PTKc_Jak2_Jak3_rpt2 PTKc_Ror PTKc_Fes_like PTKc_InsR_like PTKc_Frk_like PTKc_Srm_Brk PTKc_Csk_like PTKc_Itk PTKc_Axl_like PTKc_Src PTKc_Tec_like PTKc_EGFR_like PTKc_Syk_like PTKc_Trk PTKc_EphR PTKc_EphR_A2 PTKc_Fer PTKc_Lck_Blk PTKc_Tyk2_rpt2 PTKc_Btk_Bmx PTKc_Fyn_Yrk PTKc_Yes PTKc_Ack_like PTKc_Tec_Rlk PTKc_InsR PTKc_Ror1 PTKc_c-ros PTKc_FGFR PTKc_ALK_LTK PTKc_RET PTKc_Fes PTK_CCK4 PTKc_EphR_B PTKc_EphR_A PTKc_Abl PTKc_TrkA PTKc_Lyn PTKc_IGF-1R PTKc_FAK PTKc_PDGFR PTKc_Musk PTKc_Ror2 PTKc_Chk PTKc_Jak1_rpt2 PTK_HER3 PTKc_Tyro3 PTKc_TrkB PTKc_TrkC PTKc_Aatyk PTKc_Tie1 PTKc_Axl PTKc_Csk PTKc_Hck PTKc_DDR_like PTKc_HER4 PTKc_DDR2 PTKc_FGFR2 PTKc_HER2 PTKc_Tie PTKc_DDR PTKc_DDR1 PTKc_FGFR4 PTKc_Zap-70 PTKc_EGFR PTKc_Tie2 PTKc_FGFR3 PTKc_FGFR1 PTK_Ryk PTKc_VEGFR3 PTKc_VEGFR PTKc_Met_Ron PTKc_PDGFR_beta PTKc_Aatyk1_Aatyk3 PTKc_EphR_A10 PTKc_Syk PTK_Jak_rpt1 PTKc_PDGFR_alpha "	signalling.receptor kinases.DUF 26	30_2_17

CUST_10100_PI404877155	2	-0.16073322	-0.47537518	0.36941338	0.02905798	0.502038	-0.029058456	Contig3810_s_at	WSI76 protein induced by water stress [Oryza sativa (japonica cultivar-group)] ref|XP_506583.1| PREDICTED OJ1165_F02.103 gene product [Oryza	NP_910394.1	galactinol synthase, putative	At1g60470.1	protein WSI76 protein - rice	Os07g48830	galactinol synthase, putative, similar to galactinol synthase, isoform GolS-1 GI:5608497 from (Ajuga reptans)	minor CHO metabolism.raffinose family.galactinol synthases.known	3_1_1_01

CUST_2765_PI404877155	2	-0.15210629	0.08125496	-0.006983757	-0.0120334625	0.0069847107	0.022375107	Contig13183_s_at	putative RAE1 (RNA export 1, S.pombe) homolog [Oryza sativa (japonica cultivar-group)] dbj|BAD03234.1| putative RAE1 (RNA export 1, S.pombe)	BAD03038.1	transducin family protein / WD-40 repeat family protein	At1g80670.1	protein hypothetical protein	Os08g07960	NONE	RNA.processing	27_1

CUST_108888_PI403524517	2	0.28466606	-0.091721535	-0.07312775	0.0943985	-0.10018921	0.07312775	35_30961	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10S15	"CHR1V7|COORD:1040517..1042312| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G44040.1); similar to At1g04030 [Coffea canephora] (GB:ABD93477.2);"	AT1G04030.1	CHR03V5|COORD:2102799..2104848|protein expressed protein	LOC_Os03g04550.1	no description	not assigned.unknown	35_2

CUST_18984_PI404877155	2	0.12724304	-0.008416176	-0.13483906	-0.34276104	0.03743553	0.008416176	HY03N03T_at	putative zinc finger protein [Oryza sativa (japonica cultivar-group)]	NP_918483.1	0	0	protein Zinc finger, C2H2 type, putative	Os01g39110	putative zinc finger protein	RNA.regulation of transcription.unclassified	27_3_99

CUST_105515_PI403524517	2	0.060696602	0.3674593	0.06800842	-0.06574726	-0.07848263	-0.060696602	35_30049	"Cluster: Os02g0712500 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os02g0712500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DY67	"CHR2V7|COORD:14224437..14226119| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G44670.1); similar to Os06g0328800 [Oryza sativa (japonica"	AT2G33570.1	CHR02V5|COORD:29500832..29496781|protein expressed protein	LOC_Os02g48190.1	"no descriptionvery weakly similar to (87.4)AT2G33570| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G44670.1); similar to Os06g0328800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001057533.1); similar to Os02g0712500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001047907.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD72474.1); contains InterPro domain Protein of unknown function DUF23; (InterPro:IPR008166) | chr2:14224437-14226119 FORWARD"	not assigned.unknown	35_2

CUST_88856_PI403524517	2	0.10181141	0.76736546	-0.093239784	-0.079021454	-0.23718452	0.079021454	35_25424	"Cluster: Os01g0716800 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0716800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JJU2	CHR1V7|COORD:26977458..26980436| inositol polyphosphate 5-phosphatase, putative	AT1G71710.1	CHR01V5|COORD:30156969..30163085|protein inositol-1,4,5-trisphosphate 5-Phosphatase, putative, expressed	LOC_Os01g51890.1	 no descriptionmoderately similar to ( 271)AT1G71710| Symbols:  | inositol polyphosphate 5-phosphatase, putative | chr1:26977458-26980436 REVERSEnot assigned not assigned IPPc COG5411 	DNA.synthesis/chromatin structure	28_1

CUST_94212_PI403524517	2	0.21946478	0.11826897	-0.09069538	0.090694904	-0.2466526	-0.15816784	35_26933	"Cluster: Putative respiratory burst oxidase protein E; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative respiratory burst oxidase protein E - Oryza sat"	UniRef90_Q69LJ7	CHR1V7|COORD:6644180..6649140| respiratory burst oxidase protein E (RbohE) / NADPH oxidase	AT1G19230.1	CHR09V5|COORD:16185279..16196219|protein calcium ion binding protein, putative, expressed	LOC_Os09g26660.1	no descriptionmoderately similar to ( 212)AT1G19230| Symbols:  | respiratory burst oxidase protein E (RbohE) / NADPH oxidase | chr1:6644180-6649140 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned Ferric_reduct	stress.biotic.respiratory burst	20_1_1

CUST_79794_PI403524517	2	0.4792509	-0.5940609	-0.035920143	0.057121277	0.035921097	-0.13532352	35_22883	"Cluster: Os11g0441500 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os11g0441500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0ISY7	CHR3V7|COORD:3556734..3558155| UDP-glucoronosyl/UDP-glucosyl transferase family protein	AT3G11340.1	CHR11V5|COORD:14016082..14009504|protein cytokinin-N-glucosyltransferase 1, putative, expressed	LOC_Os11g25454.1	no descriptionmoderately similar to ( 239)AT3G11340| Symbols:  | UDP-glucoronosyl/UDP-glucosyl transferase family protein | chr3:3556734-3558155 FORWARDweakly similar to ( 158)UFO1_MAIZEnot assigned UDPGT COG1819	misc.UDP glucosyl and glucoronyl transferases	26_2

CUST_54501_PI403524517	2	0.025876045	0.19743824	-0.053894997	-0.06755352	-0.021635056	0.021635056	35_15513	"Cluster: Putative eukaryotic translation initiation factor 6; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative eukaryotic translation initiation factor"	UniRef90_Q8GVF5	"CHR3V7|COORD:20645560..20647291| EMB1624 (EMBRYO DEFECTIVE 1624); translation initiation factor"	AT3G55620.1	CHR07V5|COORD:26626744..26629563|protein eukaryotic translation initiation factor 6, putative, expressed	LOC_Os07g44620.2	"no descriptionweakly similar to ( 157)AT3G55620| Symbols: EMB1624 | EMB1624 (EMBRYO DEFECTIVE 1624); translation initiation factor | chr3:20645560-20647291 FORWARDvery weakly similar to (67.8)IF6_BETVUEukaryotic translation initiation factor 6 - Beta vulgaris (Sugar beet)not assigned IF6 TIF6 eIF6 eIF-6 PRK04046"	protein.synthesis.initiation	29_2_3

CUST_148617_PI403524517	2	0.09895229	0.24094534	0.011128426	-0.6209674	-0.011128426	-0.96201324	35_41577	"Cluster: Heavy meromyosin-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Heavy meromyosin-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8S0A4	"CHR3V7|COORD:16022910..16030860| CEF (CLONE EIGHTY-FOUR); transporter"	AT3G44340.1	CHR01V5|COORD:40056829..40063666|protein expressed protein	LOC_Os01g68380.2	no descriptionnot assigned	not assigned.unknown	35_2

CUST_28027_PI399408534	2	0.09766817	-0.01402998	0.014030457	0.043847084	-0.40412378	-0.059740543	35_10290	"Cluster: HEAT repeat family protein, expressed; n=4; Oryza sativa (japonica cultivar-group)|Rep: HEAT repeat family protein, expressed - Oryza sativa (japonica"	UniRef90_Q2RAU4	CHR2V7|COORD:11417203..11430676| binding	AT2G26780.1	CHR11V5|COORD:1734148..1717965|protein HEAT repeat family protein, expressed	LOC_Os11g04220.1	no descriptionweakly similar to ( 196)AT2G26780| Symbols:  | binding | chr2:11417203-11430676 FORWARDnot assigned	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_128150_PI403524517	2	0.31398726	-0.2131238	0.68947935	0.10592222	-0.39306784	-0.10592222	35_36028	"Cluster: Putative auxin-regulated protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative auxin-regulated protein - Oryza sativa (japonica cultivar-g"	UniRef90_Q6YYY6	"CHR2V7|COORD:12007092..12009304| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G59790.1); similar to Protein of unknown function DUF966 [Medicago"	AT2G28150.1	CHR08V5|COORD:27993793..27990452|protein expressed protein	LOC_Os08g44760.3	"no descriptionvery weakly similar to (53.5)AT2G28150| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G59790.1); similar to Protein of unknown function DUF966 [Medicago truncatula] (GB:ABE84105.1); contains InterPro domain Protein of unknown function DUF966; (InterPro:IPR010369) | chr2:12007092-12009304 FORWARDDUF966"	not assigned.unknown	35_2

CUST_21559_PI403524517	2	-0.14652061	0.41950703	-0.0085840225	-0.10113144	0.07999039	0.008583069	35_6258	Rep: H0624F09.2 protein - Oryza sativa (Rice)	UniRef90_Q258Z6	CHR5|COORD:26816997..26819292| SEC-C motif-containing protein / OTU-like cysteine protease family protein, contains Pfam profiles PF02338: OTU-like cysteine	AT5G67170.2	CHR04V5|COORD:33986622..33981961|protein OTU domain-containing protein 3, putative, expressed	LOC_Os04g57480.5	no descriptionmoderately similar to ( 214)AT5G67170| Symbols:  | SEC-C motif-containing protein / OTU-like cysteine protease family protein | chr5:26817077-26818989 FORWARDnot assigned not assigned OTU	protein.degradation.cysteine protease	29_5_3

CUST_4311_PI403524517	2	-0.04029751	0.1993351	0.040296555	-0.10693741	0.06192684	-0.05610943	35_1192	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q109N3	0	0	CHR10V5|COORD:15008816..15011868|protein expressed protein	LOC_Os10g29530.3	no description	not assigned.unknown	35_2

CUST_76625_PI403524517	2	0.050260067	0.067079544	0.081151485	-0.05025959	-0.07386112	-0.07032776	35_21967	"Cluster: ZW18 protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: ZW18 protein, putative, expressed - Oryza sativa (japonica cultivar"	UniRef90_Q2QX94	CHR1V7|COORD:21666796..21670492| ZW18	AT1G58350.1	CHR12V5|COORD:3301862..3295491|protein serine esterase family protein, putative, expressed	LOC_Os12g06800.1	no descriptionmoderately similar to ( 229)AT1G58350| Symbols: ZW18 | ZW18 | chr1:21666796-21670492 REVERSEnot assigned	not assigned.unknown	35_2

CUST_67842_PI403524517	2	-0.030409813	0.2032814	0.07411671	-0.08083534	-0.12420654	0.030409813	35_19384	"Cluster: Os01g0155400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0155400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JQK0	"CHR5V7|COORD:4361582..4366321| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G37370.1); similar to Os03g0281300 [Oryza sativa (japonica cultivar-gr"	AT5G13560.1	CHR01V5|COORD:2976115..2967929|protein expressed protein	LOC_Os01g06270.1	"no descriptionmoderately similar to ( 313)AT5G13560| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G37370.1); similar to Os03g0281300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001049742.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAT07652.1) | chr5:4361582-4366321 REVERSEnot assigned not assigned Smc SbcC PRK03918 COG1340"	not assigned.no ontology	35_1

CUST_58_PI404877155	2	-0.111992836	0.25131273	-1.3065577	0.14549112	-0.59974337	0.111992836	AJ303355_at	MCB2 protein [Hordeum vulgare subsp. vulgare]	CAC24845.1	myb family transcription factor	At3g16350.1	protein Transposable element protein, putative	Os01g41900	NONE	RNA.regulation of transcription.MYB-related transcription factor family	27_3_26

CUST_19177_PI399408534	2	0.01063633	0.30568075	-0.0106368065	0.044297695	-0.1815319	-0.13181877	35_38946	Rep: OSIGBa0127A14.7 protein - Oryza sativa (Rice)	UniRef90_Q01JM0	CHR5V7|COORD:21141418..21142116| AP2 domain-containing protein	AT5G52020.1	CHR02V5|COORD:27615353..27616404|protein ap2/EREBP transcription factor, putative, expressed	LOC_Os02g45420.1	" no descriptionvery weakly similar to (63.2)AT5G11590| Symbols: DREB3, TINY2 | TINY2 (TINY2); DNA binding / transcription factor | chr5:3727790-3728500 REVERSEnot assigned not assigned AP2 AP2 AP2 PRK07764 "	RNA.regulation of transcription.AP2/EREBP, APETALA2/Ethylene-responsive element binding protein family	27_3_3

CUST_88982_PI403524517	2	0.16204405	0.4792533	0.055383682	-0.11295748	-0.05538416	-0.20913315	35_25458	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_127666_PI403524517	2	0.12231159	0.1119194	-0.5375476	0.6922927	-0.111918926	-0.683321	35_35904	Rep: Phosphate transporter 2-1 - Triticum aestivum (Wheat)	UniRef90_Q7YME0	"CHR3V7|COORD:9757498..9759650| PHT2;1 (phosphate transporter 2;1)"	AT3G26570.1	CHR02V5|COORD:22965699..22969422|protein inorganic phosphate transporter 2-1, chloroplast precursor, putative, expressed	LOC_Os02g38020.2	" no descriptionweakly similar to ( 107)AT3G26570| Symbols: PHT2;1, ORF02 | PHT2;1 (phosphate transporter 2;1) | chr3:9757653-9759650 FORWARDnot assigned PHO4 PitA "	transport.phosphate	34_7

CUST_171845_PI403524517	2	-0.08519459	-0.13691807	-0.058582306	0.058582306	0.11467838	0.12843704	35_47877	"Cluster: Putative serine/threonine protein phosphatase 2A (PP2A) regulatory subunit B'; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative serine/threoni"	UniRef90_Q5VRD6		0	CHR01V5|COORD:4067133..4065420|protein serine/threonine protein phosphatase 2A 59 kDa regulatory subunit Bgamma isoform, putative, expressed	LOC_Os01g08310.1	no description	not assigned.unknown	35_2

CUST_172261_PI403524517	2	-0.084367275	0.084367275	0.21071863	0.32619762	-0.19295263	-0.27876616	35_47983	"Cluster: Elongation factor-1 alpha; n=3; Magnoliophyta|Rep: Elongation factor-1 alpha - Triticum aestivum (Wheat)"	UniRef90_Q7X9K3	CHR1V7|COORD:2459011..2460455| elongation factor 1-alpha / EF-1-alpha	AT1G07930.2	CHR03V5|COORD:4096033..4098979|protein elongation factor 1-alpha, putative, expressed	LOC_Os03g08060.2	no descriptionweakly similar to ( 156)AT5G60390| Symbols:  | calmodulin binding / translation elongation factor | chr5:24306452-24307803 FORWARDweakly similar to ( 175)EF1A_WHEATElongation factor 1-alpha - Triticum aestivum (Wheat)not assigned not assigned EF1_alpha_III PRK12317 TEF1 GTP_EFTU_D3 Translation_factor_III eRF3c_III HBS1_C	protein.synthesis.elongation	29_2_4

CUST_33858_PI403524517	2	-0.050081253	-0.7185612	0.49360943	-0.29814434	0.050082207	0.10247803	35_9760	"Cluster: WW domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: WW domain containing protein, expressed - Oryza sativa (japon"	UniRef90_Q2QVE4	"CHR4V7|COORD:5712386..5713244| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G78170.1); similar to Os11g0294400 [Oryza sativa (japonica"	AT4G08910.1	CHR12V5|COORD:7283319..7284983|protein WW domain containing protein, expressed	LOC_Os12g13100.1	"no descriptionvery weakly similar to (50.1)AT4G08910| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G78170.1); similar to Os11g0294400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001067715.1); similar to Os03g0191200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001049232.1) | chr4:5712386-5713244 FORWARD"	not assigned.unknown	35_2

CUST_2916_PI404877155	2	-0.034727097	-0.39471054	-0.1811285	0.15889359	0.034726143	0.05582142	Contig13338_at	putative brassinosteroid LRR receptor kinase prrotein [Oryza sativa (japonica cultivar-group)] dbj|BAD30371.1| putative brassinosteroid LRR	NP_911359.1	leucine-rich repeat transmembrane protein kinase, putative	At3g03770.1	protein Leucine Rich Repeat, putative	Os07g07230	NONE	hormone metabolism.brassinosteroid.signal transduction.BRI	17_3_2_01

CUST_29357_PI399408534	2	0.1210289	-0.02919197	-0.04477024	-0.035365105	0.051553726	0.02919197	35_17286	Rep: Ca2+ binding protein cbp1 - Triticum aestivum (Wheat)	UniRef90_Q0IKM2	CHR1V7|COORD:24366045..24369674| calcium-binding EF hand family protein	AT1G65540.1	CHR02V5|COORD:23869012..23860526|protein calcium-binding mitochondrial protein Anon-60Da, putative, expressed	LOC_Os02g39550.2	no descriptionweakly similar to ( 197)AT1G65540| Symbols:  | calcium-binding EF hand family protein | chr1:24366045-24369674 REVERSE	signalling.calcium	30_3

CUST_83715_PI403524517	2	0.39993477	0.096918106	0.22788715	-0.19384766	-0.096918106	-0.1446352	35_23998	"Cluster: Putative Bplo; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Bplo - Oryza sativa (japonica cultivar-group)"	UniRef90_Q9LX04	"CHR5V7|COORD:19650521..19652838| SKS3 (SKU5 Similar 3); copper ion binding"	AT5G48450.1	CHR06V5|COORD:300812..296160|protein monocopper oxidase precursor, putative, expressed	LOC_Os06g01490.1	"no descriptionweakly similar to ( 197)AT5G48450| Symbols: SKS3 | SKS3 (SKU5 Similar 3); copper ion binding | chr5:19650521-19652838 REVERSEweakly similar to ( 165)ASO_BRANAnot assigned not assigned not assigned not assigned not assigned not assigned Cu-oxidase_3 SufI"	misc.oxidases - copper, flavone etc.	26_7

CUST_13915_PI399408534	2	0.32160187	-0.13375664	-0.012381554	0.05287981	-0.14134932	0.012381554	35_8707	"Cluster: DNA-binding protein family-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: DNA-binding protein family-like - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6ZC68	CHR1V7|COORD:21461884..21465422| DNA binding	AT1G58025.1	CHR06V5|COORD:14583463..14589227|protein DNA binding protein, putative, expressed	LOC_Os06g24870.3	no descriptionweakly similar to ( 172)AT1G58025| Symbols:  | DNA binding | chr1:21461884-21465422 REVERSEnot assigned not assigned not assigned not assigned BROMO Bromodomain COG5076	RNA.regulation of transcription.Global transcription factor group	27_3_52

CUST_98638_PI403524517	2	0.093580246	-0.20951176	-0.13733768	0.34927845	0.003894806	-0.0038952827	35_28157	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_34046_PI403524517	2	0.059467316	0.28125763	0.06578255	-0.2410698	-0.05946684	-0.295712	35_9815	"Cluster: Nicotinate phosphoribosyltransferase-like protein; n=2; Oryza sativa|Rep: Nicotinate phosphoribosyltransferase-like protein - Oryza sativa"	UniRef90_Q6XQM4	CHR4V7|COORD:17416935..17419880| nicotinate phosphoribosyltransferase	AT4G36940.1	CHR03V5|COORD:35129728..35136497|protein nicotinate phosphoribosyltransferase, putative, expressed	LOC_Os03g62110.3	no descriptionmoderately similar to ( 399)AT4G36940| Symbols:  | nicotinate phosphoribosyltransferase | chr4:17416935-17419880 FORWARDnot assigned NAPRTase_A PRK09243 NAPRTase_PncB PncB PRK12484 PRTase_typeII PRK08662 NAPRTase_B NAPRTase PncB_like PRK05321	not assigned.no ontology	35_1

CUST_12570_PI399408534	2	0.20643044	0.6273079	-0.020845413	-0.31000042	0.02084446	-0.23497677	35_41925	"Cluster: Putative DHHC-type zinc finger domain-containing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative DHHC-type zinc finger domain-contai"	UniRef90_Q6Z1H3	CHR3V7|COORD:9934238..9936455| zinc finger (DHHC type) family protein	AT3G26935.1	CHR09V5|COORD:19706208..19701630|protein palmitoyltransferase ZDHHC9, putative, expressed	LOC_Os09g33450.2	no descriptionvery weakly similar to (78.6)AT3G26935| Symbols:  | zinc finger (DHHC type) family protein | chr3:9934238-9936455 REVERSEnot assigned	RNA.regulation of transcription.unclassified	27_3_99

CUST_14577_PI404877155	2	-0.04381752	0.11597252	0.10390377	-0.076496124	0.0042181015	-0.004219055	Contig8386_at	hypothetical protein [Oryza sativa (japonica cultivar-group)] dbj|BAC83769.1| putative bHLH protein [Oryza sativa (japonica cultivar-group)]	BAC78588.1	basic helix-loop-helix (bHLH) family protein	At5g54680.1	protein Helix-loop-helix DNA-binding domain, putative	Os07g35870	gi|32352190|dbj|BAC78588.1| hypothetical protein	RNA.regulation of transcription.bHLH,Basic Helix-Loop-Helix family	27_3_06

CUST_180047_PI403524517	2	0.1314354	-0.018333435	0.018333435	-0.08190632	0.084056854	-0.21199322	35_50072	"Cluster: Methionyl-tRNA synthetase-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Methionyl-tRNA synthetase-like protein - Oryza sativa (japonic"	UniRef90_Q8RUP8	CHR2V7|COORD:16973089..16975944| tRNA-binding region domain-containing protein	AT2G40660.1	CHR01V5|COORD:35401340..35396100|protein methionyl-tRNA synthetase, putative, expressed	LOC_Os01g60660.2	no descriptionvery weakly similar to (95.5)AT2G40660| Symbols:  | tRNA-binding region domain-containing protein | chr2:16973089-16975944 FORWARD	protein.aa activation	29_1

CUST_163479_PI403524517	2	0.4410715	0.075758934	0.028156757	-0.255404	-0.49182987	-0.02815628	35_45587	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_158476_PI403524517	2	0.17645264	0.30288506	0.039707184	-0.19362354	-0.20870018	-0.039707184	35_44241	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_18699_PI403524517	2	-0.1113472	0.9152231	-0.02918911	0.02918911	-0.23464298	0.2555275	35_5407	"Cluster: Syntaxin; n=1; Hordeum vulgare subsp. vulgare|Rep: Syntaxin - Hordeum vulgare var. distichum (Two-rowed barley)"	UniRef90_Q6X9V9	"CHR3V7|COORD:3729546..3730874| SYP121 (syntaxin 121); t-SNARE"	AT3G11820.1	CHR03V5|COORD:32633646..32635045|protein syntaxin 121, putative, expressed	LOC_Os03g57310.1	" no descriptionweakly similar to ( 186)AT3G11820| Symbols: AT-SYR1, ATSYP121, SYR1, ATSYR1, PEN1, SYP121 | SYP121 (syntaxin 121); t-SNARE | chr3:3729546-3730874 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG5074 COG5325 SNARE PRK07764 t_SNARE PRK12323 t_SNARE PRK07003 SynN FAP Drf_FH1 "	cell. vesicle transport	31_4

CUST_17253_PI403524517	2	0.007165432	0.18760204	0.18831873	-0.07514477	-0.21192265	-0.007165432	35_4986	"Cluster: Putative microtubule bundling polypeptide TMBP200; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative microtubule bundling polypeptide TMBP200 -"	UniRef90_Q5N749	CHR2V7|COORD:14973907..14987440| MOR1 (MICROTUBULE ORGANIZATION 1)	AT2G35630.1	CHR01V5|COORD:35049392..35032331|protein cytoskeleton-associated protein 5, putative, expressed	LOC_Os01g60040.2	 no descriptionmoderately similar to ( 311)AT2G35630| Symbols: GEM1, MOR1 | MOR1 (MICROTUBULE ORGANIZATION 1) | chr2:14973907-14987440 FORWARD	cell.organisation	31_1

CUST_1887_PI403524517	2	-0.0153923035	1.3424387	-0.13455582	0.4882965	0.015393257	-0.56989956	35_500	"Cluster: Hypothetical protein; n=1; Medicago truncatula|Rep: Hypothetical protein - Medicago truncatula (Barrel medic)"	UniRef90_Q1RXY0	CHR1V7|COORD:25052253..25052912| ribulose bisphosphate carboxylase small chain 1A / RuBisCO small subunit 1A (RBCS-1A) (ATS1A)	AT1G67090.2	CHR12V5|COORD:11274441..11275784|protein ribulose bisphosphate carboxylase small chain C, chloroplast precursor, putative, expressed	LOC_Os12g19394.1	no descriptionvery weakly similar to (60.5)AT1G67090| Symbols: RBCS1A | ribulose bisphosphate carboxylase small chain 1A / RuBisCO small subunit 1A (RBCS-1A) (ATS1A) | chr1:25052253-25052912 REVERSEweakly similar to ( 104)RBS2_ORYSA	PS.calvin cyle.rubisco small subunit	1_3_2

CUST_105921_PI403524517	2	0.017296791	-0.017297745	-0.2550888	-0.19493484	0.02132225	0.048461914	35_30158	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_113355_PI403524517	2	0.5721183	-0.041707516	0.041707516	-0.07570124	-0.26896	0.28596306	35_32175	"Cluster: Os01g0668300 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0668300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JKJ9	CHR3V7|COORD:5088494..5095489| AAA-type ATPase family protein	AT3G15120.1	CHR01V5|COORD:27684185..27690709|protein ATP binding protein, putative, expressed	LOC_Os01g47800.1	no descriptionvery weakly similar to (96.7)AT3G15120| Symbols:  | AAA-type ATPase family protein | chr3:5088494-5095489 REVERSEnot assigned	protein.folding	29_6

CUST_171772_PI403524517	2	0.019498825	-1.0364962	-0.028806686	0.12648678	0.14394188	-0.019497871	35_47859	"Cluster: Homolog of Homo sapiens Histone 1, H2ai; n=1; Takifugu rubripes|Rep: Homolog of Homo sapiens Histone 1, H2ai - Takifugu rubripes"	UniRef90_UPI000065E2E5	CHR5V7|COORD:24068875..24069186| histone H4	AT5G59690.1	CHR10V5|COORD:20690219..20689571|protein histone H4, putative, expressed	LOC_Os10g39410.1	no description	not assigned.unknown	35_2

CUST_3151_PI404877155	2	0.09360695	-0.12451649	0.014291763	0.026047707	-0.20025921	-0.014292717	Contig13616_at	putative MAP3K delta-1 protein kinase [Oryza sativa (japonica cultivar-group)] dbj|BAD17616.1| putative MAP3K delta-1 protein kinase [Oryza	XP_464691.1	protein kinase family protein	At5g11850.1	protein AT5g11850/F14F18_20	Os02g12810	NONE	signalling.MAP kinases	30_6

CUST_4334_PI403524517	2	-0.06677437	-0.19678211	0.017261505	0.31430435	0.07415295	-0.017261505	35_1198	"Cluster: Putative taxadien-5-alpha-ol O-acetyltransferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative taxadien-5-alpha-ol O-acetyltransferase - O"	UniRef90_Q9LGQ6	CHR3V7|COORD:23025308..23026783| transferase family protein	AT3G62160.1	CHR01V5|COORD:4524788..4529695|protein 3-N-debenzoyl-2-deoxytaxol N-benzoyltransferase, putative, expressed	LOC_Os01g09010.1	no descriptionmoderately similar to ( 300)AT3G62160| Symbols:  | transferase family protein | chr3:23025308-23026783 REVERSEweakly similar to ( 107)HCBT1_DIACAAnthranilate N-benzoyltransferase protein 1 - Dianthus caryophyllus (Carnation) (Clove pink)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Transferase PRK12323 PRK07764 PRK07003 Herpes_BLLF1 DUF390 PRK04537 PRK12678	not assigned.no ontology	35_1

CUST_28211_PI403524517	2	-0.37642956	1.7174501	0.5075693	-0.060863018	0.06086254	-0.07484388	35_8157	Rep: OSIGBa0145M07.1 protein - Oryza sativa (Rice)	UniRef90_Q01J56	"CHR3V7|COORD:1217403..1219577| THA2 (THREONINE ALDOLASE 2); threonine aldolase"	AT3G04520.1	CHR04V5|COORD:25611609..25607574|protein L-allo-threonine aldolase, putative, expressed	LOC_Os04g43650.2	"no descriptionmoderately similar to ( 207)AT3G04520| Symbols: THA2 | THA2 (THREONINE ALDOLASE 2); threonine aldolase | chr3:1217403-1219577 REVERSEnot assigned Beta_elim_lyase GLY1 PRK10534"	amino acid metabolism.degradation.serine-glycine-cysteine group.glycine	13_2_5_2

CUST_106232_PI403524517	2	0.15656853	0.0979166	0.04127693	-0.078974724	-0.09307289	-0.041275978	35_30238	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_128407_PI403524517	2	0.053534508	0.0023832321	-0.100195885	-0.03216076	0.15701962	-0.0023841858	35_36095	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_169285_PI403524517	2	0.6029115	-0.031286716	0.0045309067	-0.0045309067	-0.21503735	0.053938866	35_47148	"Cluster: Hypothetical protein OSJNBb0062D12.128; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0062D12.128 - Oryza sativa (japonic"	UniRef90_Q7EZ30	CHR1V7|COORD:947784..951695| targeting protein-related	AT1G03780.2	CHR07V5|COORD:19256324..19251154|protein targeting protein for Xklp2 containing protein, expressed	LOC_Os07g32390.1	no descriptionvery weakly similar to (89.0)AT1G03780| Symbols:  | targeting protein-related | chr1:948063-951695 REVERSEnot assigned not assigned not assigned not assigned	not assigned.no ontology	35_1

CUST_18695_PI403524517	2	0.002193451	-0.026024818	-0.0021944046	0.032177925	-0.04398918	0.11498737	35_5406	"Cluster: Hypothetical protein P0677H08.27-1; n=3; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0677H08.27-1 - Oryza sativa (japonica cultiv"	UniRef90_Q5N951	"CHR1V7|COORD:26859151..26863261| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G23390.1); similar to Os01g0869000 [Oryza sativa (japonica"	AT1G71240.1	CHR01V5|COORD:37988083..37982168|protein expressed protein	LOC_Os01g64870.1	"no descriptionmoderately similar to ( 311)AT1G71240| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G48840.1); similar to Os01g0869000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001044923.1); similar to Protein of unknown function DUF639 [Medicago truncatula] (GB:ABE78259.1); contains InterPro domain Protein of unknown function DUF639; (InterPro:IPR006927) | chr1:26859151-26863261 FORWARDDUF639"	not assigned.unknown	35_2

CUST_43903_PI403524517	2	-0.22376728	0.2120266	0.03815174	-0.03815174	-0.040564537	0.14832115	35_12601	Rep: Rust-resistance protein Lr21 - Aegilops tauschii (Tausch's goatgrass) (Aegilops squarrosa)	UniRef90_Q7XZE4	CHR3V7|COORD:4857947..4861111| disease resistance protein (NBS-LRR class), putative	AT3G14470.1	CHR11V5|COORD:26448788..26446344|protein disease resistance RPP13-like protein 1, putative, expressed	LOC_Os11g44580.1	 no descriptionvery weakly similar to (53.9)AT3G14470| Symbols:  | disease resistance protein (NBS-LRR class), putative | chr3:4857947-4861111 FORWARD	stress.biotic	20_1

CUST_11705_PI404877155	2	0.02594471	0.21516895	-0.0037956238	0.0037956238	-0.047766685	-0.025925636	Contig5380_s_at	OSJNBa0058K23.17 [Oryza sativa (japonica cultivar-group)] ref|XP_473919.1| OSJNBa0058K23.17 [Oryza sativa (japonica cultivar-group)]	CAD41751.2	glutathione S-conjugate ABC transporter (MRP2)	At2g34660.1	protein ABC transporter transmembrane region, putative	Os04g52900	MRP-like ABC transporter	transport.ABC transporters and multidrug resistance systems	34_16

CUST_29592_PI403524517	2	0.39740372	-0.9720602	-0.027898312	0.052875042	0.018980503	-0.01898098	35_8545	"Cluster: Putative aspartate kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative aspartate kinase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q852E4	CHR5V7|COORD:4249519..4252657| AK-LYS1 (ASPARTATE KINASE 1)	AT5G13280.1	CHR03V5|COORD:35728980..35734424|protein aspartokinase, putative, expressed	LOC_Os03g63330.2	 no descriptionweakly similar to ( 105)AT5G13280| Symbols: AK, AK1, AK-LYS1 | AK-LYS1 (ASPARTATE KINASE 1) | chr5:4249519-4252657 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned AAK_AK-LysC-like AAK_AK-HSDH-like AAK_AK-HSDH LysC AAK_AK AAK_AK-DapG-like AAK_AKii-LysC-BS thrA PRK06291 PRK06635 AAK_AKiii-LysC-EC PRK07764 metL 	amino acid metabolism.synthesis.aspartate family.misc.homoserine.aspartate kinase	13_1_3_6_1_1

CUST_65401_PI403524517	2	0.3808093	0.45269966	0.300344	-0.300344	-0.48508644	-0.33136702	35_18673	"Cluster: Protein phosphatase regulatory subunit-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Protein phosphatase regulatory subunit-like prote"	UniRef90_Q7XAK8	0	0	CHR07V5|COORD:342225..348402|protein protein binding protein, putative, expressed	LOC_Os07g01550.1	no description	not assigned.unknown	35_2

CUST_54664_PI403524517	2	-0.6866188	0.016221523	0.11693525	-0.16262865	-0.016221523	0.6174264	35_15556	"Cluster: Ripening-related protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Ripening-related protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8LHP3	CHR3V7|COORD:22986303..22987493| hydrolase	AT3G62040.1	CHR07V5|COORD:26328076..26325708|protein catalytic/ hydrolase, putative, expressed	LOC_Os07g44060.1	no descriptionmoderately similar to ( 328)AT3G62040| Symbols:  | hydrolase | chr3:22986303-22987493 REVERSEnot assigned COG1011 Hydrolase COG0637 PRK12678 Gph	not assigned.no ontology	35_1

CUST_10097_PI403524517	2	0.024644852	0.30759048	0.0077209473	-0.057724	-0.07706356	-0.0077209473	35_2852	"Cluster: Ulp1 protease family protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Ulp1 protease family protein, putative, expressed -"	UniRef90_Q2R8W5	CHR1V7|COORD:3148019..3154238| Ulp1 protease family protein	AT1G09730.1	CHR11V5|COORD:5919246..5917073|protein ulp1 protease family protein, putative, expressed	LOC_Os11g10780.1	no descriptionvery weakly similar to (74.7)AT1G09730| Symbols:  | Ulp1 protease family protein | chr1:3148019-3154238 REVERSEnot assigned not assigned ULP1 Peptidase_C48	not assigned.no ontology	35_1

CUST_161814_PI403524517	2	0.10139942	-0.1675129	0.019118786	-0.34373522	0.24945116	-0.019118786	35_45136	"Cluster: Lipase-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Lipase-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8GS76	CHR1V7|COORD:10069533..10071068| lipase, putative	AT1G28650.1	CHR07V5|COORD:26728284..26725727|protein esterase precursor, putative, expressed	LOC_Os07g44780.1	no description	not assigned.unknown	35_2

CUST_14155_PI399408534	2	-0.33368778	0.3343506	0.062374115	-0.010251045	0.010251999	-0.19110012	35_2140	"Cluster: Mitogen-activated protein kinase homolog 1; n=3; BEP clade|Rep: Mitogen-activated protein kinase homolog 1 - Festuca arundinacea (Tall fescue) (Schedon"	UniRef90_Q0E6U4	"CHR1V7|COORD:3349581..3350778| ATMPK1 (MITOGEN-ACTIVATED PROTEIN KINASE 1); MAP kinase/ kinase"	AT1G10210.2	CHR06V5|COORD:29397209..29401633|protein OsMPK7 - putative MAPK based on amino acid sequence homology, expressed	LOC_Os06g48590.2	" no descriptionhighly similar to ( 615)AT1G10210| Symbols: MPK1, ATMPK1 | ATMPK1 (MITOGEN-ACTIVATED PROTEIN KINASE 1); MAP kinase/ kinase | chr1:3349581-3350778 FORWARDhighly similar to ( 683)MPK4_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase SPS1 TyrKc Pkinase_Tyr PTKc PTKc_Jak_rpt2 PTKc_Jak1_rpt2 PTKc_Srm_Brk PTKc_EphR PTKc_Met_Ron PTK_CCK4 PTKc_Jak2_Jak3_rpt2 PTKc_PDGFR PTKc_Csk_like PTKc_Src_like PTKc_FGFR PTKc_Syk_like PTKc_Chk PTKc_EphR_A2 PTKc_Tec_Rlk PTKc_EGFR_like PTKc_Trk PTKc_CSF-1R PTKc_Frk_like PTKc_Lck_Blk PTKc_Tyk2_rpt2 PTKc_EphR_A PTKc_Tec_like PTKc_Ack_like PTKc_DDR PTKc_DDR2 PTKc_Src PTKc_Hck PTKc_InsR_like PTKc_EphR_B PTKc_Fes_like PTKc_Btk_Bmx PTKc_Abl PTKc_Itk PTKc_Tyro3 PTKc_FGFR2 PTKc_Csk PTKc_VEGFR PTKc_Fes PTKc_Fyn_Yrk PTKc_Axl PTKc_Kit PTKc_VEGFR3 PTKc_TrkB PTKc_PDGFR_alpha PTKc_PDGFR_beta PTKc_VEGFR2 PTKc_FGFR4 PTKc_Ror PTKc_Fer PTKc_Yes PTKc_Syk PTKc_Lyn PTKc_DDR_like PTKc_FGFR3 PTKc_Axl_like PTKc_FGFR1 PTKc_TrkC PTKc_EGFR PTKc_FAK PTKc_Aatyk1_Aatyk3 PTKc_TrkA PTKc_RET PTKc_Tie2 PTKc_c-ros PTKc_ALK_LTK PTKc_DDR1 PTKc_Tie1 PTK_Ryk PTKc_HER4 PTKc_Musk PTKc_Tie PTKc_Ror1 "	signalling.MAP kinases	30_6

CUST_157457_PI403524517	2	-0.042275906	0.68481445	0.10248089	-0.17508507	0.042276382	-0.16602612	35_43967	"Cluster: NBS-LRR disease resistance protein homologue; n=2; Hordeum vulgare|Rep: NBS-LRR disease resistance protein homologue - Hordeum vulgare (Barley)"	UniRef90_Q84KC4		0	CHR08V5|COORD:17346049..17337465|protein resistance protein, putative	LOC_Os08g28600.1	no description	not assigned.unknown	35_2

CUST_43099_PI403524517	2	-0.25286484	-0.122579575	-0.08097267	0.08530426	0.09060669	0.08097267	35_12376	"Cluster: Hypothetical protein OJ1268_B08.11; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1268_B08.11 - Oryza sativa (japonica cultiv"	UniRef90_Q6F363	CHR1V7|COORD:18414845..18416447| leucine-rich repeat family protein	AT1G49750.1	CHR05V5|COORD:28549790..28552533|protein pentatricopeptide repeat protein PPR1106-17, putative, expressed	LOC_Os05g49920.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned Extensin_2 PRK07764 TT_ORF1 PRK05648 Atrophin-1 PRK12323 PRK10819 DUF1210	not assigned.unknown	35_2

CUST_45573_PI403524517	2	0.6441946	-0.13966513	0.63282585	-0.2630105	0.13966513	-0.28008318	35_13064	Rep: Maturase-like protein - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q9LZA5	CHR5V7|COORD:1096091..1097794| maturase-related	AT5G04050.1	CHR06V5|COORD:27129159..27125263|protein type II intron maturase family protein	LOC_Os06g44880.1	no descriptionweakly similar to ( 186)AT5G04050| Symbols:  | maturase-related | chr5:1096091-1097794 FORWARD	DNA.synthesis/chromatin structure	28_1

CUST_19528_PI404877155	2	-0.02517414	0.81446743	0.025173187	-0.2138853	0.19431305	-0.1038475	rbah31f14_s_at	putative wound inductive gene [Oryza sativa (japonica cultivar-group)]	BAD03757.1	wound-responsive family protein	At1g19660.1	protein expressed protein	Os08g26870	wound inducive gene	stress.abiotic.touch/wounding	20_2_4

CUST_18119_PI399408534	2	-0.6470556	0.15120316	0.35635185	-0.09286404	0.09286404	-0.42536354	35_5916	"Cluster: Putative NAM (No apical meristem) protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative NAM (No apical meristem) protein - Oryza sativa (j"	UniRef90_Q8H7M1	"CHR3V7|COORD:1061580..1062983| ANAC047 (Arabidopsis NAC domain containing protein 47); transcription factor"	AT3G04070.1	CHR07V5|COORD:28984104..28986339|protein NAC domain-containing protein 18, putative, expressed	LOC_Os07g48450.1	" no descriptionweakly similar to ( 144)AT1G69490| Symbols: ANAC029, ATNAP, NAP | NAP (NAC-LIKE, ACTIVATED BY AP3/PI); transcription factor | chr1:26125896-26126885 FORWARDweakly similar to ( 139)NAC71_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned NAM PRK12323 PRK07764 PRK07003 PRK05648 PRK00708 FAP Atrophin-1 "	RNA.regulation of transcription.NAC domain transcription factor family	27_3_27

CUST_121938_PI403524517	2	0.25892258	0.061692238	-0.1586008	-0.05372238	0.009175301	-0.009176254	35_34426	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_80084_PI403524517	2	0.048583984	0.6080437	-0.048583984	-0.22480774	-0.15936565	0.12786007	35_22965	"Cluster: Os07g0596300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0596300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D4Y8	CHR5V7|COORD:2479708..2482639| formin homology 2 domain-containing protein / FH2 domain-containing protein	AT5G07780.1	CHR07V5|COORD:24271675..24264784|protein formin-2, putative, expressed	LOC_Os07g40510.1	no description	not assigned.unknown	35_2

CUST_69964_PI403524517	2	0.14126301	0.43306923	0.13619518	-0.19025993	-0.13619518	-0.25517893	35_20019	"Cluster: Hypothetical protein P0021G06.102; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0021G06.102 - Oryza sativa (japonica cultivar"	UniRef90_Q7XHS9	CHR1V7|COORD:21865254..21869681| CW7	AT1G59520.3	CHR07V5|COORD:8277272..8263075|protein retrotransposon protein, putative, unclassified, expressed	LOC_Os07g14514.3	no descriptionmoderately similar to ( 235)AT1G59520| Symbols: CW7 | CW7 | chr1:21865254-21869681 FORWARDnot assigned	not assigned.unknown	35_2

CUST_11251_PI403524517	2	-0.48236418	-0.11261511	0.11261511	0.29785442	-0.1358161	0.25758982	35_3189	Rep: Putative ABA-induced protein - Cynodon dactylon (Bermuda grass)	UniRef90_Q6Q7Y1	CHR1V7|COORD:26651004..26652204| caleosin-related family protein	AT1G70680.1	CHR06V5|COORD:8013838..8010836|protein ABA-induced protein, putative, expressed	LOC_Os06g14370.2	no descriptionweakly similar to ( 186)AT1G70680| Symbols:  | caleosin-related family protein | chr1:26651004-26652204 FORWARDCaleosin	development.unspecified	33_99

CUST_176395_PI403524517	2	0.047021866	-0.04702282	-0.09946442	0.28770065	-0.16822815	0.116163254	35_49086	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_18542_PI403524517	2	-0.2886672	-0.86616707	0.528142	0.28866673	0.69741726	-0.40411758	35_5360	"Cluster: Hypothetical protein P0551A03.34-1; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0551A03.34-1 - Oryza sativa (japonica cultiv"	UniRef90_Q5Z6U2	CHR1V7|COORD:6978101..6985306| family II extracellular lipase, putative	AT1G20130.1	CHR06V5|COORD:20178046..20177126|protein expressed protein	LOC_Os06g34730.1	no descriptionnot assigned not assigned not assigned not assigned not assigned PRK12323 PRK07764 IER PRK07003	not assigned.unknown	35_2

CUST_55314_PI403524517	2	-0.099606514	1.217371	0.012207031	0.19439888	-0.34958363	-0.012207031	35_15748	Rep: Acyl-CoA dehydrogenase - Medicago truncatula (Barrel medic)	UniRef90_Q1RWA6	CHR3V7|COORD:16632644..16635833| IVD (ISOVALERYL-COA-DEHYDROGENASE)	AT3G45300.1	CHR05V5|COORD:1452110..1441203|protein isovaleryl-CoA dehydrogenase, mitochondrial precursor, putative, expressed	LOC_Os05g03480.5	 no descriptionweakly similar to ( 110)AT3G45300| Symbols: ATIVD, IVD | IVD (ISOVALERYL-COA-DEHYDROGENASE) | chr3:16632644-16635833 REVERSEweakly similar to ( 115)IVD1_SOLTUIsovaleryl-CoA dehydrogenase 1, mitochondrial precursor - Solanum tuberosum (Potato)not assigned not assigned not assigned not assigned IVD SCAD/SBCAD ACAD LCAD CaiA VLCAD IBD GCD 	amino acid metabolism.degradation.branched-chain group.leucine	13_2_4_4

CUST_177701_PI403524517	2	-0.023487091	-0.2596817	-0.02274704	0.022746086	0.12850666	0.07199955	35_49428	"Cluster: Alkylated DNA repair protein alkB, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Alkylated DNA repair protein alkB, putative, e"	UniRef90_Q2R451	CHR1V7|COORD:3977613..3979176| oxidoreductase, 2OG-Fe(II) oxygenase family protein	AT1G11780.1	CHR11V5|COORD:16705435..16707435|protein alkylated DNA repair protein alkB, putative, expressed	LOC_Os11g29690.1	 no descriptionweakly similar to ( 169)AT1G11780| Symbols:  | oxidoreductase, 2OG-Fe(II) oxygenase family protein | chr1:3977613-3979176 REVERSEnot assigned AlkB 	DNA.unspecified	28_99

CUST_47484_PI403524517	2	0.1489029	-0.2409668	-0.14090443	0.16500473	-0.06096649	0.06096649	35_13591	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_166171_PI403524517	2	0.018541336	-0.13289642	0.56986237	0.06911278	-0.018541336	-0.3721552	35_46294	"Cluster: Ankyrin repeat family protein, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Ankyrin repeat family protein, putative, expressed"	UniRef90_Q10N66	CHR3V7|COORD:3934153..3936502| ankyrin repeat family protein	AT3G12360.1	CHR03V5|COORD:9584204..9587487|protein protein binding protein, putative, expressed	LOC_Os03g17240.1	no descriptionweakly similar to ( 197)AT3G12360| Symbols:  | ankyrin repeat family protein | chr3:3934153-3936502 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned ANK Arp	cell.organisation	31_1

CUST_67318_PI403524517	2	0.51216507	-0.017299652	0.017299652	-0.025482178	-0.24757767	0.2761221	35_19222	"Cluster: Putative CTV.2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative CTV.2 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5NBT9	CHR1V7|COORD:30265986..30271338| TPR1 (TOPLESS-RELATED 1)	AT1G80490.2	CHR01V5|COORD:8427082..8417725|protein lissencephaly type-1-like homology motif, putative, expressed	LOC_Os01g15020.2	no descriptionmoderately similar to ( 226)AT1G80490| Symbols: TPR1 | TPR1 (TOPLESS-RELATED 1) | chr1:30265986-30271338 REVERSECTLH	not assigned.no ontology	35_1

CUST_105472_PI403524517	2	0.0036773682	0.07531929	-0.0036754608	-0.054698944	-0.11775589	0.02653122	35_30039	Rep: Lipid transfer protein - Hordeum vulgare (Barley)	UniRef90_Q9SES6	CHR2V7|COORD:16137496..16137971| LP1 (nonspecific lipid transfer protein 1)	AT2G38540.1	CHR01V5|COORD:35457766..35456709|protein nonspecific lipid-transfer protein precursor, putative, expressed	LOC_Os01g60740.2	 no descriptionvery weakly similar to (75.9)AT2G38540| Symbols: LTP1, ATLTP1, LP1 | LP1 (nonspecific lipid transfer protein 1) | chr2:16137496-16137971 FORWARDvery weakly similar to (79.7)NLTP2_ORYSAnsLTP1 Tryp_alpha_amyl AAI_LTSS 	lipid metabolism.lipid transfer proteins etc	11_6

CUST_30013_PI403524517	2	0.23361969	-1.0446944	-0.27137566	0.15302086	-0.088461876	0.08846092	35_8665	"Cluster: 3-oxoacyl-[acyl-carrier-protein] synthase I, chloroplast precursor; n=4; BEP clade|Rep: 3-oxoacyl-[acyl-carrier-protein] synthase I, chloroplast"	UniRef90_P23902	"CHR5V7|COORD:18791666..18793856| KAS I (3-KETOACYL-ACYL CARRIER PROTEIN SYNTHASE I); fatty-acid synthase"	AT5G46290.1	CHR04V5|COORD:22002270..21997834|protein 3-oxoacyl-synthase I, chloroplast precursor, putative, expressed	LOC_Os04g36800.1	" no descriptionhighly similar to ( 723)AT5G46290| Symbols: KAS I | KAS I (3-KETOACYL-ACYL CARRIER PROTEIN SYNTHASE I); fatty-acid synthase | chr5:18791666-18793856 REVERSEhighly similar to ( 853)KASC1_HORVU3-oxoacyl-[acyl-carrier-protein] synthase I, chloroplast precursor - Hordeum vulgare (Barley)not assigned not assigned not assigned not assigned not assigned not assigned not assigned KAS_I_II PRK06333 PRK07314 FabB PRK08722 PRK08768 PRK08439 PRK07910 PRK09116 PRK07967 elong_cond_enzymes PRK06501 PKS CLF PRK07103 PRK09185 PRK05952 ketoacyl-synt decarbox_cond_enzymes COG3321 Ketoacyl-synt_C cond_enzymes PRK06519 PRK07764 "	lipid metabolism.FA synthesis and FA elongation.ketoacyl ACP synthase	11_1_3

CUST_129633_PI403524517	2	0.006145954	-0.668828	0.025454998	0.091052055	-0.28176975	-0.006145954	35_36414	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_43049_PI403524517	2	0.04045868	0.3526888	-0.04045868	-0.06109047	-0.3769951	0.1230278	35_12363	"Cluster: Os08g0178700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os08g0178700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J7M1	CHR4V7|COORD:13971558..13974329| diacylglycerol kinase accessory domain-containing protein	AT4G28130.1	CHR08V5|COORD:4598370..4593393|protein diacylglycerol kinase, putative, expressed	LOC_Os08g08110.1	no descriptionweakly similar to ( 184)AT4G28130| Symbols:  | diacylglycerol kinase accessory domain-containing protein | chr4:13971558-13974329 FORWARDnot assigned not assigned not assigned DAGKc DAGK_cat LCB5	lipid metabolism.Phospholipid synthesis.diacylglycerol kinase	11_3_5

CUST_116550_PI403524517	2	0.85436153	-1.0399065	-1.0674267	0.680521	0.13025856	-0.13025951	35_33039	"Cluster: Putative UOS1; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative UOS1 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5Z8V8	CHR1V7|COORD:5723154..5726241| oxidoreductase/ transcriptional repressor	AT1G16720.1	CHR06V5|COORD:29765747..29761521|protein nmrA-like family protein, expressed	LOC_Os06g49120.1	no descriptionweakly similar to ( 144)AT1G16720| Symbols:  | oxidoreductase/ transcriptional repressor | chr1:5723154-5726241 FORWARD	not assigned.unknown	35_2

CUST_170208_PI403524517	2	-0.20513344	0.32544327	0.10210228	-0.16332626	0.0015249252	-0.0015239716	35_47408	Rep: H0211F06-OSIGBa0153M17.4 protein - Oryza sativa (Rice)	UniRef90_Q01HL4	CHR5V7|COORD:26447471..26448004| metal ion binding	AT5G66110.1	CHR04V5|COORD:9344407..9343202|protein farnesylated protein 1, putative, expressed	LOC_Os04g17100.1	no descriptionweakly similar to ( 152)AT5G66110| Symbols:  | metal ion binding | chr5:26447471-26448004 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned TT_ORF1 HMA PRK12678 Protamine_P1 HMA	metal handling.binding, chelation and storage	15_2

CUST_19878_PI399408534	2	0.07911682	-0.28733253	0.047034264	-0.047035217	0.2241354	-0.16223335	35_20391	"Cluster: Putative N2,N2-dimethylguanosine tRNA methyltransferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative N2,N2-dimethylguanosine tRNA methylt"	UniRef90_Q6F3B7	CHR5V7|COORD:5157801..5161124| N2,N2-dimethylguanosine tRNA methyltransferase family protein	AT5G15810.1	CHR03V5|COORD:32604929..32610189|protein N-dimethylguanosine tRNA methyltransferase, putative, expressed	LOC_Os03g57280.1	 no descriptionmoderately similar to ( 471)AT5G15810| Symbols:  | N2,N2-dimethylguanosine tRNA methyltransferase family protein | chr5:5157801-5161124 FORWARDnot assigned TRM TRM1 PRK04338 	RNA.regulation of transcription.unclassified	27_3_99

CUST_27964_PI399408534	2	0.1484375	0.05155754	-0.050029755	-0.03443432	-0.07837486	0.034433365	35_20082	"Cluster: Putative early flowering 3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative early flowering 3 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q9SNQ6	CHR2V7|COORD:11066537..11070256| ELF3 (EARLY FLOWERING 3)	AT2G25930.1	CHR01V5|COORD:21969958..21963878|protein early flowering 3, putative, expressed	LOC_Os01g38530.1	 no descriptionweakly similar to ( 101)AT2G25930| Symbols: PYK20, ELF3 | ELF3 (EARLY FLOWERING 3) | chr2:11066537-11070256 FORWARD	not assigned.unknown	35_2

CUST_54977_PI403524517	2	0.19599628	-0.42974377	-0.052149773	-0.01570797	0.015708923	0.07768631	35_15650	"Cluster: 26S proteasome non-ATPase regulatory subunit 6; n=4; Oryza sativa|Rep: 26S proteasome non-ATPase regulatory subunit 6 - Oryza sativa (Rice)"	UniRef90_Q8W425	CHR4|COORD:12789040..12792732| 26S proteasome regulatory subunit, putative (RPN7), contains similarity to ubiquitin activating enzyme GI:3647283 from (Lycopersi	AT4G24820.2	CHR02V5|COORD:23455595..23460059|protein 26S proteasome non-ATPase regulatory subunit 6, putative, expressed	LOC_Os02g38810.1	 no descriptionhighly similar to ( 601)AT4G24820| Symbols:  | 26S proteasome regulatory subunit, putative (RPN7) | chr4:12790481-12792609 REVERSEhighly similar to ( 667)PSMD6_ORYSAnot assigned not assigned not assigned RPN7 PCI PINT 	protein.degradation.ubiquitin.proteasom	29_5_11_20

CUST_26430_PI403524517	2	0.14716339	-0.087572575	0.13967562	-0.016117573	0.016117573	-0.030439377	35_7657	"Cluster: RNA polymerase III subunit-like protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: RNA polymerase III subunit-like protein - Oryza sativa (japon"	UniRef90_Q5QM91	CHR3V7|COORD:18173888..18176831| RNA polymerase III subunit RPC82 family protein	AT3G49000.1	CHR01V5|COORD:28265626..28273895|protein DNA binding protein, putative, expressed	LOC_Os01g48720.1	no descriptionmoderately similar to ( 207)AT3G49000| Symbols:  | RNA polymerase III subunit RPC82 family protein | chr3:18173888-18176831 FORWARDnot assigned RNA_pol_Rpc82 HTH_9	RNA.transcription	27_2

CUST_29654_PI403524517	2	-0.22133541	0.65706825	0.0011835098	-0.0011844635	-0.93242407	0.15487194	35_8565	"Cluster: NB-ARC domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: NB-ARC domain containing protein, expressed - Oryza sativ"	UniRef90_Q2R8I8	CHR3V7|COORD:2226250..2229030| RPM1 (RESISTANCE TO P. SYRINGAE PV MACULICOLA 1)	AT3G07040.1	CHR11V5|COORD:6690783..6693393|protein disease resistance protein RPM1, putative, expressed	LOC_Os11g12040.1	 no descriptionmoderately similar to ( 205)AT3G07040| Symbols: RPS3, RPM1 | RPM1 (RESISTANCE TO P. SYRINGAE PV MACULICOLA 1) | chr3:2226250-2229030 REVERSEnot assigned NB-ARC 	stress.biotic	20_1

CUST_70897_PI403524517	2	0.049268723	0.15888214	0.042834282	-0.06164837	-0.06735134	-0.04283333	35_20314	"Cluster: RNA binding protein-like; n=1; Arabidopsis thaliana|Rep: RNA binding protein-like - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9LZT1	CHR3V7|COORD:16923496..16924235| RNA-binding protein, putative	AT3G46020.1	CHR01V5|COORD:17754486..17749761|protein expressed protein	LOC_Os01g31810.1	 no descriptionweakly similar to ( 103)AT3G46020| Symbols:  | RNA-binding protein, putative | chr3:16923496-16924235 REVERSEvery weakly similar to (67.4)GRP1_DAUCAGlycine-rich RNA-binding protein - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned RRM_1 RRM COG0724 	RNA.RNA binding	27_4

CUST_19612_PI404877155	2	-0.06928539	0.41348648	0.06928539	-0.12250614	-0.0793829	0.09195137	rbasd3a10_s_at	cp31AHv protein - barley emb|CAA06469.1| cp31AHv protein [Hordeum vulgare subsp. vulgare]	T05725	31 kDa ribonucleoprotein, chloroplast, putative / RNA-binding protein RNP-T, putative / RNA-binding protein 1/	At4g24770.1	protein Ps16 protein - wheat	Os09g39180	RNA-binding protein-like/cp31AHv protein	RNA.RNA binding	27_4

CUST_6102_PI404877155	2	-0.7441902	-0.7211971	0.9602108	0.030280113	1.3535528	-0.03027916	Contig18390_at	putative AP2-domain transcriptional regulator [Oryza sativa (japonica cultivar-group)]	NP_921100.1	AP2 domain-containing transcription factor RAP2.4	At1g78080.1	protein AP2 domain, putative	Os03g09170	NONE	RNA.regulation of transcription.AP2/EREBP, APETALA2/Ethylene-responsive element binding protein family	27_3_03

CUST_133601_PI403524517	2	-0.64600754	-0.3561716	0.58546543	0.23757744	0.050452232	-0.050452232	35_37502	"Cluster: Hypothetical protein OJ1764_D01.15; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1764_D01.15 - Oryza sativa (japonica cultiv"	UniRef90_Q60ER7	CHR5V7|COORD:9714667..9716247| mitochondrial substrate carrier family protein	AT5G27520.1	CHR05V5|COORD:19029642..19025419|protein peroxisomal carrier protein, putative, expressed	LOC_Os05g32630.1	no descriptionvery weakly similar to (90.1)AT5G27520| Symbols:  | mitochondrial substrate carrier family protein | chr5:9714667-9716247 REVERSEnot assigned	transport.metabolite transporters at the mitochondrial membrane	34_9

CUST_9434_PI403524517	2	0.16107845	0.4417162	-0.06144333	-0.09668541	-0.18389606	0.06144333	35_2651	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_176693_PI403524517	2	-0.0463171	0.0463171	0.33222914	0.20501232	-0.6484318	-0.4769945	35_49164	"Cluster: Putative sphingolipid delta 4 desaturase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative sphingolipid delta 4 desaturase - Oryza sativa (jap"	UniRef90_Q6H5U3	"CHR4V7|COORD:2509234..2510916| DES-1-LIKE (fatty acid desaturase 1-like); oxidoreductase"	AT4G04930.1	CHR02V5|COORD:25654427..25658494|protein dihydroceramide delta, putative, expressed	LOC_Os02g42660.1	no description	not assigned.unknown	35_2

CUST_181485_PI403524517	2	0.5369048	-0.2387228	0.09500694	0.13502407	-0.09500694	-0.115357876	35_50462	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_84082_PI403524517	2	0.009874344	0.12895489	-0.14464474	-0.17475033	0.0057821274	-0.005783081	35_24096	"Cluster: Os03g0196900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os03g0196900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DUA7	0	0	CHR03V5|COORD:5064156..5061423|protein TFIIB-related protein, putative, expressed	LOC_Os03g10070.1	no description	not assigned.unknown	35_2

CUST_6380_PI403524517	2	-0.6561127	-0.15662575	0.15662575	0.38586807	0.6767626	-0.22251129	35_1767	"Cluster: ZIM motif family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: ZIM motif family protein, expressed - Oryza sativa (japonica cult"	UniRef90_Q7XEZ6	"CHR5V7|COORD:7090885..7092203| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G43440.1); similar to ZIM motif family protein, expressed [Oryza"	AT5G20900.1	CHR10V5|COORD:12700622..12699604|protein ZIM motif family protein, expressed	LOC_Os10g25230.1	no descriptiontify CCT_2	not assigned.unknown	35_2

CUST_106297_PI403524517	2	0.04948616	-0.34206486	-0.10566616	-0.021669388	0.07716751	0.021669388	35_30256	Rep: Probable methionyl-tRNA synthetase - Oryza sativa (Rice)	UniRef90_Q9ZTS1	CHR4V7|COORD:7993362..7998429| methionine--tRNA ligase, putative / methionyl-tRNA synthetase, putative / MetRS, putative	AT4G13780.1	CHR06V5|COORD:18153559..18144504|protein methionyl-tRNA synthetase, putative, expressed	LOC_Os06g31210.1	 no descriptionweakly similar to ( 200)AT4G13780| Symbols:  | methionine--tRNA ligase, putative / methionyl-tRNA synthetase, putative / MetRS, putative | chr4:7993362-7998429 REVERSEmoderately similar to ( 295)SYM_ORYSAnot assigned tRNA_bind_EMAP-II_like tRNA_bind tRNA_bindingDomain metG tRNA_bind_EcMetRS_like PRK12267 PRK10089 ARC1 tRNA_bind_CsaA pheT tRNA_bind_bactPheRS 	protein.aa activation.methionine-tRNA ligase	29_1_10

CUST_2190_PI404877155	2	0.029676437	0.22014809	-0.028588295	-0.095339775	0.028589249	-0.090844154	Contig12516_at	transcription factor, putative [Arabidopsis thaliana] dbj|BAB03155.1| unnamed protein product [Arabidopsis thaliana]	NP_187854.2	transcription factor, putative	At3g12480.1	protein At3g12480/MQC3.32	Os05g41450	NONE	RNA.regulation of transcription.CCAAT box binding factor family, HAP5	27_3_16

CUST_3602_PI403524517	2	0.0033092499	1.2826691	0.108343124	-0.05201626	-0.09599209	-0.0033102036	35_982	"Cluster: CREG2-protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: CREG2-protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q67VB8	CHR2V7|COORD:1644625..1646176| cellular repressor of E1A-stimulated genes (CREG) family	AT2G04690.1	CHR06V5|COORD:7190424..7187390|protein CREG1 protein precursor, putative, expressed	LOC_Os06g13100.1	no descriptionmoderately similar to ( 226)AT2G04690| Symbols:  | cellular repressor of E1A-stimulated genes (CREG) family | chr2:1644625-1646032 FORWARDnot assigned	not assigned.no ontology	35_1

CUST_161519_PI403524517	2	0.15302658	0.12875032	0.19364643	-0.29704952	-0.27294827	-0.12874985	35_45060	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_1934_PI399408534	2	0.099639416	0.46702576	0.054886818	-0.22918034	-0.1897521	-0.054886818	35_23697	"Cluster: Hypothetical protein P0617H07.8; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0617H07.8 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q53WJ1	CHR1V7|COORD:2737557..2743373| transcription factor jumonji (jmj) family protein / zinc finger (C5HC2 type) family protein	AT1G08620.1	CHR05V5|COORD:5919449..5926178|protein jmjC domain containing protein, expressed	LOC_Os05g10770.1	no descriptionweakly similar to ( 152)AT1G08620| Symbols:  | transcription factor jumonji (jmj) family protein / zinc finger (C5HC2 type) family protein | chr1:2737557-2743373 FORWARDnot assigned zf-C5HC2	RNA.regulation of transcription.JUMONJI family	27_3_57

CUST_22190_PI399408534	2	-0.37774658	0.89970016	-0.26701832	0.26701832	-0.8478632	0.30340862	35_8408	"Cluster: Putative calcium-dependent protein kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative calcium-dependent protein kinase - Oryza sativa"	UniRef90_Q6F3A6	"CHR5V7|COORD:1417016..1419878| CPK1 (calcium-dependent protein kinase isoform AK1); calcium- and calmodulin-dependent protein kinase/ kinase"	AT5G04870.1	CHR03V5|COORD:32690661..32694605|protein calcium-dependent protein kinase, isoform AK1, putative, expressed	LOC_Os03g57450.1	" no descriptionweakly similar to ( 119)AT5G04870| Symbols: AK1, ATCPK1, CPK1 | CPK1 (calcium-dependent protein kinase isoform AK1); calcium- and calmodulin-dependent protein kinase/ kinase | chr5:1417016-1419878 REVERSEweakly similar to ( 103)CDPK_SOYBNCalcium-dependent protein kinase SK5 - Glycine max (Soybean)not assigned not assigned not assigned not assigned EFh FRQ1 "	signalling.calcium	30_3

CUST_96509_PI403524517	2	-0.0019140244	-1.3502083	0.22902489	0.3398862	0.0019140244	-0.15683985	35_27563	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_15986_PI403524517	2	-0.13041878	5.340576E-5	-0.01069355	0.11552715	-5.340576E-5	0.018762589	35_4615	"Cluster: Prolyl 4-hydroxylase alpha subunit, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Prolyl 4-hydroxylase alpha subunit, putative,"	UniRef90_Q337H1	CHR1V7|COORD:7021373..7022913| oxidoreductase, 2OG-Fe(II) oxygenase family protein	AT1G20270.1	CHR10V5|COORD:18651720..18655606|protein oxidoreductase, putative, expressed	LOC_Os10g35470.1	 no descriptionmoderately similar to ( 400)AT1G20270| Symbols:  | oxidoreductase, 2OG-Fe(II) oxygenase family protein | chr1:7021373-7022913 REVERSEnot assigned P4Hc 2OG-FeII_Oxy 	amino acid metabolism.degradation.glutamate family.proline	13_2_2_2

CUST_84435_PI403524517	2	0.03663826	0.35319233	0.3183565	-0.036637783	-0.03901577	-0.2847948	35_24193	"Cluster: Expressed protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QYN0	"CHR3V7|COORD:19165321..19168113| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G51650.1); similar to Os11g0113200 [Oryza sativa (japonica"	AT3G51640.1	CHR12V5|COORD:644370..650369|protein expressed protein	LOC_Os12g02130.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned TolA Caldesmon MAP7 TolA	not assigned.unknown	35_2

CUST_118172_PI403524517	2	0.10771084	-0.41498566	-0.086205006	0.1923213	0.086205006	-0.21012974	35_33466	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_91803_PI403524517	2	0.038226128	-0.066165924	-0.0042686462	0.0042686462	0.056087494	-0.016780853	35_26248	Rep: Metal tolerance protein C4 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q8H1G3	CHR1V7|COORD:19140293..19143289| cation efflux family protein / metal tolerance protein, putative (MTPc4)	AT1G51610.1	CHR04V5|COORD:13159250..13152221|protein solute carrier family 30, putative, expressed	LOC_Os04g23180.1	 no descriptionmoderately similar to ( 286)AT1G51610| Symbols:  | cation efflux family protein / metal tolerance protein, putative (MTPc4) | chr1:19140293-19143289 FORWARDnot assigned Cation_efflux MMT1 	transport.metal	34_12

CUST_148158_PI403524517	2	0.31130219	0.3773384	0.2153368	-0.67725086	-0.8197818	-0.21533632	35_41451	Rep: Hypothetical protein - Coccidioides immitis RS	UniRef90_Q1DUG1	CHR1V7|COORD:29957982..29961963| sodium proton exchanger, putative (NHX6)	AT1G79610.1	CHR09V5|COORD:6382644..6372275|protein sodium/hydrogen exchanger family protein, expressed	LOC_Os09g11450.2	 no descriptionweakly similar to ( 148)AT1G79610| Symbols:  | sodium proton exchanger, putative (NHX6) | chr1:29957982-29961963 REVERSEnot assigned not assigned NhaP Na_H_Exchanger KefB PRK05326 COG3263 	transport.unspecified cations	34_14

CUST_58969_PI403524517	2	0.017333984	0.26300526	-0.017334938	-0.10428238	-0.115377426	0.021783829	35_16823	"Cluster: Hypothetical protein P0453H11.7; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0453H11.7 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q5KQK0	CHR5|COORD:8901758..8903219| expressed protein	AT5G25570.2	CHR05V5|COORD:4846102..4847618|protein expressed protein	LOC_Os05g08820.1	no descriptionvery weakly similar to (73.9)AT5G25570| Symbols:  | similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE83630.1) | chr5:8901835-8902894 FORWARDnot assigned not assigned	not assigned.unknown	35_2

CUST_2272_PI404877155	2	0.003818512	0.25531483	-0.043462753	-0.097257614	0.04756546	-0.0038175583	Contig12632_at	arginine/serine-rich splicing factor RSP31 (RSP31) [Arabidopsis thaliana] sp|P92964|RS31_ARATH Arginine/serine-rich splicing factor RSP31	NP_567120.1	arginine/serine-rich splicing factor RSP31 (RSP31)	At3g61860.1	protein RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain), putative	Os02g03040	arginine/serine-rich splicing factor, atRSp31	RNA.processing	27_1

CUST_137223_PI403524517	2	-0.039837837	0.3023529	0.21043777	-0.23125553	-0.0475502	0.039836884	35_38481	"Cluster: Os07g0185800 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os07g0185800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D842	"CHR2V7|COORD:5914215..5915236| similar to unnamed protein product [Tetraodon nigroviridis] (GB:CAF94409.1); similar to Os07g0185800 [Oryza sativa"	AT2G14045.1	CHR07V5|COORD:4555542..4557978|protein C-Myc-binding protein, putative, expressed	LOC_Os07g08820.1	"no descriptionweakly similar to ( 126)AT2G14045| Symbols:  | similar to unnamed protein product [Tetraodon nigroviridis] (GB:CAF94409.1); similar to Os07g0185800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001059067.1); contains domain ASSOCIATE OF C-MYC (AMY-1) (PTHR13168) | chr2:5914215-5915236 FORWARD"	not assigned.unknown	35_2

CUST_149040_PI403524517	2	0.2757082	0.16910887	0.37937593	-0.16910839	-0.26798773	-1.4560053	35_41693	"Cluster: Meltrins, fertilins and related Zn-dependent metalloproteinases of the ADAMs family; n=1; Ostreococcus tauri|Rep: Meltrins, fertilins and related"	UniRef90_Q01AC1	"CHR1V7|COORD:23115483..23118958| LRX2 (LEUCINE-RICH REPEAT/EXTENSIN 2); protein binding / structural constituent of cell wall"	AT1G62440.1	CHR01V5|COORD:23002782..23005468|protein expressed protein	LOC_Os01g40190.1	no description	not assigned.unknown	35_2

CUST_167980_PI403524517	2	0.19696712	0.34836006	0.095124245	-0.1691103	-0.095124245	-0.18662262	35_46784	Rep: N-acetylglucosaminyltransferase 1 - Oryza sativa (Rice)	UniRef90_Q8RW24	"CHR4V7|COORD:17932000..17935203| CGL1 (COMPLEX GLYCAN LESS); transferase, transferring glycosyl groups"	AT4G38240.1	CHR02V5|COORD:35812310..35806734|protein N-acetylglucosaminyltransferase I, putative, expressed	LOC_Os02g58590.1	 no descriptionvery weakly similar to (99.8)AT4G38240| Symbols: GNTI, CGL1 | CGL1 (COMPLEX GLYCAN LESS) | chr4:17932000-17935203 REVERSEnot assigned GNT-I 	protein.glycosylation	29_7

CUST_181626_PI403524517	2	0.05307579	-0.1579876	-0.009506226	0.009505272	0.10320473	-0.064543724	35_50498	"Cluster: Hypothetical protein P0513E02.14; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0513E02.14 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5Z6A2	"CHR3V7|COORD:4525115..4526221| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G02720.1); similar to SMAD/FHA [Medicago truncatula]"	AT3G13780.1	CHR06V5|COORD:21764047..21762121|protein expressed protein	LOC_Os06g36940.1	no descriptionMerozoite_SPAM	not assigned.unknown	35_2

CUST_17491_PI404877155	2	0.51661587	-2.1074305	-0.49362278	0.725152	0.49362183	-1.1350346	HV_CEa0005J05r2_s_at	chlorophyll a/b-binding protein II precursor - rice prf||1707316B chlorophyll a/b binding protein 2	B44956	chlorophyll A-B binding protein (LHCB2:4)	At3g27690.1	protein chlorophyll a/b binding protein	Os03g39610	NONE	PS.lightreaction.photosystem II.LHC-II	1_01_01_01

CUST_80377_PI403524517	2	-0.04738617	-0.113456726	0.0076732635	0.0010881424	0.14916325	-0.0010871887	35_23053	"Cluster: Putative membrane protein precursor; n=1; Emiliania huxleyi virus 86|Rep: Putative membrane protein precursor - Emiliania huxleyi virus 86"	UniRef90_Q4A2Z7	CHR3V7|COORD:6736388..6738336| late embryogenesis abundant protein-related / LEA protein-related	AT3G19430.1	CHR07V5|COORD:24271675..24264784|protein formin-2, putative, expressed	LOC_Os07g40510.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF1421 Extensin_2 PRK12323 Atrophin-1 Drf_FH1 Herpes_BLLF1 PRK07003 Tymo_45kd_70kd PRK10819	not assigned.unknown	35_2

CUST_8800_PI404877155	2	-0.9397917	-0.36219406	0.94677067	0.1973381	0.24761105	-0.1973381	Contig2631_at	lipase-like protein [Oryza sativa (japonica cultivar-group)]	NP_917262.1	lipase class 3 family protein	At4g18550.1	protein Lipase, putative	Os05g49840	lipase-like protein	lipid metabolism.lipid degradation.lipases	11_9_2

CUST_17857_PI399408534	2	-0.011400223	-0.23186398	-0.011268616	0.179883	0.24760532	0.011268616	35_5938	"Cluster: Hypothetical protein OSJNBa0069C14.13; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0069C14.13 - Oryza sativa (japonica"	UniRef90_Q5Z5B0	CHR4V7|COORD:6074924..6075570| GASA2 (GAST1 PROTEIN HOMOLOG 2)	AT4G09610.1	CHR06V5|COORD:31081748..31083113|protein gibberellin-regulated protein 1 precursor, putative, expressed	LOC_Os06g51320.1	no descriptionvery weakly similar to (80.1)AT4G09610| Symbols: GASA2 | GASA2 (GAST1 PROTEIN HOMOLOG 2) | chr4:6074924-6075570 REVERSEGASA PRK12323 Atrophin-1	hormone metabolism.gibberelin.induced-regulated-responsive-activated	17_6_3

CUST_66688_PI403524517	2	0.04502678	0.0044441223	-0.066002846	-0.0044441223	0.07052517	-0.04205227	35_19041	Rep: Hypothetical protein - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q0WSU0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_62557_PI403524517	2	-0.16074371	0.103806496	0.015123367	-0.16812897	-0.015123367	0.022851944	35_17838	"Cluster: Putative polyphosphoinositide binding protein Ssh2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative polyphosphoinositide binding protein Ssh2"	UniRef90_Q6Z8I8	CHR1V7|COORD:7828423..7829734| SEC14 cytosolic factor family protein / phosphoglyceride transfer family protein	AT1G22180.2	CHR02V5|COORD:31602284..31598599|protein transporter-like protein, putative, expressed	LOC_Os02g51610.2	no descriptionmoderately similar to ( 332)AT1G22180| Symbols:  | SEC14 cytosolic factor family protein / phosphoglyceride transfer family protein | chr1:7828423-7829734 REVERSEnot assigned not assigned SEC14 SEC14 CRAL_TRIO	transport.misc	34_99

CUST_13685_PI404877155	2	0.096458435	0.21448326	-0.0685606	-0.08588982	-0.008290291	0.008289337	Contig7413_s_at	putative ABC transporter [Hordeum vulgare subsp. vulgare]	AAG49002.1	ABC transporter (TAP2)	At5g39040.1	protein putative  ABC (ATP-binding cassette) transporter transmembrane protein	Os03g54790	"ABC transporter (TAP2), TAP-like ABC transporter, Rattus norvegicus, EMBL:AB027520; identical to cDNA transporter associated with antigen processing-like protein (TAP2); GI:19335723"	transport.ABC transporters and multidrug resistance systems	34_16

CUST_26409_PI403524517	2	-0.24730968	-0.028508186	0.3106413	0.028508186	0.11500454	-0.059449196	35_7652	"Cluster: Plastidic alpha 1,4-glucan phosphorylase; n=4; Triticum aestivum|Rep: Plastidic alpha 1,4-glucan phosphorylase - Triticum aestivum (Wheat)"	UniRef90_Q6UZD6	CHR3V7|COORD:11254108..11258824| glucan phosphorylase, putative	AT3G29320.1	CHR03V5|COORD:31278112..31271345|protein alpha-1,4 glucan phosphorylase, L isozyme, chloroplast precursor, putative, expressed	LOC_Os03g55090.1	 no descriptionmoderately similar to ( 482)AT3G29320| Symbols:  | glucan phosphorylase, putative | chr3:11254108-11258824 FORWARDmoderately similar to ( 480)PHSL2_SOLTUAlpha-1,4 glucan phosphorylase L-2 isozyme, chloroplast precursor - Solanum tuberosum (Potato)not assigned Phosphorylase GlgP 	major CHO metabolism.degradation.starch.starch phosphorylase	2_2_2_2

CUST_3641_PI403524517	2	0.04210949	0.15511608	-0.016363144	-0.039395332	0.01636219	-0.023007393	35_993	Rep: Sucrose-phosphate synthase 7 - Triticum aestivum (Wheat)	UniRef90_Q6EZE3	"CHR5V7|COORD:3536427..3540902| ATSPS2F (sucrose phosphate synthase 2F); sucrose-phosphate synthase"	AT5G11110.1	CHR06V5|COORD:26249272..26241008|protein sucrose-phosphate synthase 1, putative, expressed	LOC_Os06g43630.1	" no descriptionmoderately similar to ( 222)AT5G11110| Symbols: ATSPS2F, SPS1 | ATSPS2F (sucrose phosphate synthase 2F); sucrose-phosphate synthase | chr5:3536427-3540902 FORWARDmoderately similar to ( 246)SPS_SPIOLSucrose-phosphate synthase - Spinacia oleracea (Spinach)S6PP "	major CHO metabolism.synthesis.sucrose.SPS	2_1_1_1

CUST_1209_PI404877155	2	0.020876884	0.35529137	-0.020877838	-0.15222073	-0.3690462	0.4170704	Contig11270_at	CCAAT-binding transcription factor (CBF-B/NF-YA) family protein [Arabidopsis thaliana]	NP_196269.1	CCAAT-binding transcription factor (CBF-B/NF-YA) family protein	At5g06510.3	protein CCAAT-box transcription factor -related	Os03g44540	NONE	RNA.regulation of transcription.CCAAT box binding factor family, HAP2	27_3_14

CUST_19471_PI404877155	2	0.18684673	-0.21796608	-0.08869743	-0.1915102	0.08869743	0.21805096	rbags1m21_at	Unknown protein [Oryza sativa (japonica cultivar-group)] gb|AAO15296.1| Unknown protein [Oryza sativa (japonica cultivar-group)]	NP_912455.1	remorin family protein	At2g02170.1	protein Remorin, C-terminal region, putative	Os03g02840	remorin family protein, contains Pfam domain, PF03763: Remorin, C-terminal region	RNA.regulation of transcription.unclassified	27_3_99

CUST_30414_PI399408534	2	0.16471386	0.18311119	-0.1410408	-0.10994339	0.049674988	-0.049674988	35_26568	"Cluster: Hypothetical protein OJ1562_H01.8; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1562_H01.8 - Oryza sativa (japonica cultivar"	UniRef90_Q6I5X7	0	0	CHR05V5|COORD:18808838..18817716|protein dynamin family protein, expressed	LOC_Os05g32390.2	"no descriptionvery weakly similar to (65.5)AT1G03160| Symbols: FZL | FZL (FZO-LIKE); GTP binding / GTPase/ thiamin-phosphate diphosphorylase | chr1:761321-765091 FORWARD"	signalling.G-proteins	30_5

CUST_152470_PI403524517	2	0.050974846	-0.43937778	0.03837776	-0.038853645	0.14316082	-0.03837681	35_42616	"Cluster: Putative cytochrome c oxidase assembly protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative cytochrome c oxidase"	UniRef90_Q852H1	CHR1V7|COORD:491300..492762| cytochrome c oxidase assembly protein CtaG / Cox11 family	AT1G02410.1	CHR03V5|COORD:29054159..29051168|protein cytochrome c oxidase assembly protein ctaG, putative, expressed	LOC_Os03g50940.1	no descriptionweakly similar to ( 109)AT1G02410| Symbols:  | cytochrome c oxidase assembly protein CtaG / Cox11 family | chr1:491300-492762 FORWARDnot assigned CtaG_Cox11 COX11 PRK05089	mitochondrial electron transport / ATP synthesis.cytochrome c oxidase	9_7

CUST_102142_PI403524517	2	-0.19311333	-5.2547455E-4	5.2547455E-4	0.0018100739	-0.112397194	0.0018100739	35_29142	"Cluster: Os08g0543500 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os08g0543500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J400	CHR1V7|COORD:21763832..21767430| disease resistance protein (CC-NBS-LRR class), putative	AT1G58602.1	CHR08V5|COORD:27077108..27073030|protein disease resistance protein RGA2, putative, expressed	LOC_Os08g43050.1	no descriptionvery weakly similar to (54.3)AT1G58602| Symbols:  | ATP binding / protein binding | chr1:21763832-21767430 FORWARD	stress.biotic	20_1

CUST_17735_PI399408534	2	0.14866924	1.1925755	0.122387886	-0.3384776	-0.41817474	-0.122387886	35_39470	"Cluster: Putative SWAP (Suppressor-of-White-APricot)/surp domain-containing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative SWAP"	UniRef90_Q67VW6	"CHR5V7|COORD:7743229..7748892| TGH (TOUGH); RNA binding"	AT5G23080.1	CHR06V5|COORD:16835212..16824603|protein surp module family protein, expressed	LOC_Os06g29400.1	"no descriptionweakly similar to ( 166)AT5G23080| Symbols: TGH | TGH (TOUGH); RNA binding | chr5:7743229-7748892 REVERSEnot assigned"	RNA.processing	27_1

CUST_52828_PI403524517	2	-0.07620621	-1.2447519	-0.15098953	0.07620621	0.25923443	0.14932632	35_15046	Rep: Omega-3 fatty acid desaturase - Triticum aestivum (Wheat)	UniRef90_O65792	"CHR5V7|COORD:1664332..1666346| FAD8 (FATTY ACID DESATURASE 8); omega-3 fatty acid desaturase"	AT5G05580.1	CHR12V5|COORD:229189..225239|protein omega-3 fatty acid desaturase, chloroplast precursor, putative, expressed	LOC_Os12g01370.1	" no descriptionhighly similar to ( 539)AT5G05580| Symbols: SH1, FAD8 | FAD8 (FATTY ACID DESATURASE 8); omega-3 fatty acid desaturase | chr5:1664332-1666346 FORWARDhighly similar to ( 546)FAD3C_SOYBNOmega-3 fatty acid desaturase, chloroplast precursor - Glycine max (Soybean)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Delta12-FADS-like FA_desaturase DesA Membrane-FADS-like Rhizopine-oxygenase-like Delta6-FADS-like Rhizobitoxine-FADS-like DUF1421 PRK12323 CrtR_beta-carotene-hydroxylase Protamine_P1 Herpes_BLLF1 Atrophin-1 Herpes_UL56 PRK07764 Drf_FH1 Extensin_2 DUF1777 Delta4-sphingolipid-FADS-like "	lipid metabolism.FA desaturation.omega 3 desaturase	11_2_3

CUST_9606_PI403524517	2	0.064640045	0.10622978	0.038695335	-0.09769058	-0.03869629	-0.056649208	35_2708	"Cluster: Os05g0373700 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os05g0373700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DIP0	CHR3V7|COORD:3942351..3943602| nascent polypeptide associated complex alpha chain protein, putative / alpha-NAC, putative	AT3G12390.1	CHR01V5|COORD:41541160..41543918|protein nascent polypeptide-associated complex alpha subunit-like protein 3, putative, expressed	LOC_Os01g71230.2	no descriptionweakly similar to ( 120)AT5G13850| Symbols: NACA3 | nascent polypeptide-associated complex (NAC) domain-containing protein | chr5:4471364-4472544 FORWARDnot assigned NAC	protein.synthesis.elongation	29_2_4

CUST_62010_PI403524517	2	0.23051834	-0.2986889	-0.28116417	0.291502	0.26756477	-0.23051739	35_17688	"Cluster: Hypothetical protein OSJNBa0035J16.9; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0035J16.9 - Oryza sativa (japonica cu"	UniRef90_Q6ATY4	CHR1V7|COORD:20443200..20444620| thylakoid lumen 18.3 kDa protein	AT1G54780.1	CHR05V5|COORD:19425948..19424344|protein beta-propeller domains of methanol dehydrogenase type, putative, expressed	LOC_Os05g33280.1	no descriptionmoderately similar to ( 345)AT1G54780| Symbols:  | thylakoid lumen 18.3 kDa protein | chr1:20443200-20444620 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF477 COG1512 PRK12678 APC_basic PRK07003 DUF566 PRK07764 PRK12323 Umbravirus_LDM	not assigned.no ontology	35_1

CUST_9729_PI403524517	2	-0.06458473	0.101558685	-0.04800129	0.06944656	0.045557022	-0.045557976	35_2743	Rep: CDK5RAP1-like protein - Oryza sativa (Rice)	UniRef90_Q2R1U4	CHR4V7|COORD:17194749..17197057| radical SAM domain-containing protein / TRAM domain-containing protein	AT4G36390.1	CHR11V5|COORD:22064036..22060220|protein CDK5RAP1-like protein, putative, expressed	LOC_Os11g38030.1	no descriptionweakly similar to ( 110)AT4G36390| Symbols:  | radical SAM domain-containing protein / TRAM domain-containing protein | chr4:17194749-17197057 REVERSEweakly similar to ( 172)CK5P1_ORYSAnot assigned	metal handling.binding, chelation and storage	15_2

CUST_33506_PI403524517	2	-0.025146484	0.07852268	0.025147438	-0.19569969	-0.10160065	0.027742386	35_9661	"Cluster: Hypothetical protein At5g10490; n=3; Arabidopsis thaliana|Rep: Hypothetical protein At5g10490 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q56X46	CHR5V7|COORD:3300377..3304006| MSL2 (MSCS-LIKE 2)	AT5G10490.1	CHR03V5|COORD:18166274..18177547|protein retrotransposon protein, putative, unclassified	LOC_Os03g31839.1	no descriptionhighly similar to ( 513)AT5G10490| Symbols: MSL2 | MSL2 (MSCS-LIKE 2) | chr5:3300377-3303837 REVERSEMS_channel MscS COG3264	not assigned.no ontology	35_1

CUST_7413_PI399408534	2	0.026968002	0.5132532	-0.06965828	-0.26433754	0.010549545	-0.010549545	35_15888	"Cluster: Phosphatidylinositol 3-and 4-kinase family-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Phosphatidylinositol 3-and 4-kinase family-like - Ory"	UniRef90_Q69JJ2	CHR2V7|COORD:1186196..1188148| phosphatidylinositol 3- and 4-kinase family protein	AT2G03890.1	CHR09V5|COORD:18177938..18173537|protein phosphatidylinositol 3- and 4-kinase family protein, expressed	LOC_Os09g29890.2	no descriptionhighly similar to ( 688)AT2G03890| Symbols:  | phosphatidylinositol 3- and 4-kinase family protein | chr2:1186196-1188148 FORWARDnot assigned PI3_PI4_kinase	protein.degradation.ubiquitin	29_5_11

CUST_15256_PI403524517	2	-0.039765358	-0.062291145	0.15104103	0.022758484	-0.022758484	0.16409588	35_4397	"Cluster: Putative geranylgeranyl diphosphate synthase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative geranylgeranyl diphosphate synthase - Oryza sat"	UniRef90_Q7XI92	"CHR4V7|COORD:17343517..17344632| GGPS1 (GERANYLGERANYL PYROPHOSPHATE SYNTHASE 1); farnesyltranstransferase"	AT4G36810.1	CHR07V5|COORD:23507599..23505158|protein geranylgeranyl pyrophosphate synthetase 1, chloroplast precursor, putative, expressed	LOC_Os07g39270.2	" no descriptionweakly similar to ( 181)AT4G36810| Symbols: GGPS1 | GGPS1 (GERANYLGERANYL PYROPHOSPHATE SYNTHASE 1); farnesyltranstransferase | chr4:17343517-17344632 FORWARDweakly similar to ( 189)GGPPS_HEVBRGeranylgeranyl pyrophosphate synthetase, chloroplast precursor - Hevea brasiliensis (Para rubber tree)not assigned Trans_IPPS_HT IspA polyprenyl_synt PRK10581 Trans_IPPS Isoprenoid_Biosyn_C1 PRK10888 "	secondary metabolism.isoprenoids.non-mevalonate pathway.geranylgeranyl pyrophosphate synthase	16_1_1_10

CUST_86930_PI403524517	2	-0.013861656	0.23503208	0.18330956	-0.020277023	-1.2493134E-4	1.2493134E-4	35_24897	"Cluster: Putative kinesin-like DNA binding protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative kinesin-like DNA binding protein - Oryza sativa"	UniRef90_Q6L512	CHR5V7|COORD:503442..506386| kinesin motor protein-related	AT5G02370.1	CHR05V5|COORD:22490867..22494507|protein kinesin-like protein KIF22, putative, expressed	LOC_Os05g38480.1	no descriptionweakly similar to ( 192)AT5G02370| Symbols:  | kinesin motor protein-related | chr5:503442-506386 FORWARDvery weakly similar to (81.6)FLA10_CHLREKinesin-like protein FLA10 - Chlamydomonas reinhardtiinot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned KISc_KID_like Kinesin KISc KISc KISc_KIF4 KISc_KIP3_like KISc_C_terminal KISc_KIF3 KISc_KHC_KIF5 KISc_KIF1A_KIF1B KISc_BimC_Eg5 KIP1 KISc_CENP_E KISc_KIF23_like KISc_KIF2_like Motor_domain KISc_KIF9_like KISc_KLP2_like	cell.organisation	31_1

CUST_98096_PI403524517	2	-0.17632675	0.31016254	-0.018250465	-0.11888027	0.018250465	0.08975124	35_28010	"Cluster: STAM binding protein-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: STAM binding protein-like protein - Oryza sativa (japonica cultivar"	UniRef90_Q5QLJ2	"CHR4V7|COORD:9138066..9141437| similar to mov34 family protein [Arabidopsis thaliana] (TAIR:AT1G48790.1); similar to Os01g0499300 [Oryza sativa (japonica"	AT4G16144.1	CHR01V5|COORD:17545156..17537101|protein mov34/MPN/PAD-1 family protein, expressed	LOC_Os01g31470.1	"no descriptionweakly similar to ( 192)AT4G16144| Symbols:  | similar to mov34 family protein [Arabidopsis thaliana] (TAIR:AT1G48790.1); similar to Os01g0499300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001043127.1); similar to ALM beta-like [Oryza sativa (japonica cultivar-group)] (GB:BAD72364.1); similar to Os01g0338200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001042943.1); contains InterPro domain Mov34/MPN/PAD-1; (InterPro:IPR000555) | chr4:9138066-9141437 REVERSEnot assigned Mov34"	not assigned.no ontology	35_1

CUST_66964_PI403524517	2	0.06838703	0.22339725	-0.06838608	-0.64154243	-0.8253498	0.17963505	35_19124	Rep: Hypothetical protein - Streptomyces avermitilis	UniRef90_Q82LY9	"CHR1V7|COORD:5675918..5678679| SR45 (arginine/serine-rich 45); RNA binding"	AT1G16610.1	CHR01V5|COORD:42602391..42607415|protein serine/arginine repetitive matrix protein 1, putative, expressed	LOC_Os01g72890.2	no descriptionnot assigned	not assigned.unknown	35_2

CUST_161778_PI403524517	2	-0.021212578	0.016993523	-0.0039339066	-0.043437004	0.0039339066	0.007838249	35_45127	Rep: Beta1 proteasome-7D - Aegilops tauschii (Tausch's goatgrass) (Aegilops squarrosa)	UniRef90_Q4TZW1	"CHR4V7|COORD:15188933..15190941| PBA1 (20S proteasome beta subunit A 1); peptidase"	AT4G31300.1	CHR02V5|COORD:32462724..32458900|protein proteasome subunit beta type 6 precursor, putative, expressed	LOC_Os02g53060.1	"no descriptionmoderately similar to ( 216)AT4G31300| Symbols: PBA1 | PBA1 (20S proteasome beta subunit A 1); peptidase | chr4:15188933-15190941 FORWARDmoderately similar to ( 219)PSB6_TOBACProteasome subunit beta type-6 precursor - Nicotiana tabacum (Common tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned proteasome_beta_type_6 proteasome_beta proteasome_protease_HslV Proteasome PRE1 proteasome_beta_archeal proteasome_beta_type_7 Ntn_hydrolase proteasome_beta_type_2 proteasome_beta_type_5 proteasome_alpha_type_4 proteasome_alpha proteasome_beta_type_3 proteasome_beta_type_1 proteasome_alpha_archeal"	protein.degradation.ubiquitin.proteasom	29_5_11_20

CUST_73922_PI403524517	2	-0.1753645	0.014614105	0.67202663	-0.0076971054	-0.08069229	0.007698059	35_21199	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_16097_PI399408534	2	0.08164215	0.104701996	-0.014696121	-0.13412762	0.014696121	-0.13676834	35_8662	"Cluster: Os07g0434500 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os07g0434500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D6W2	"CHR2V7|COORD:7104720..7108178| DRD1 (DEFECTIVE IN RNA-DIRECTED DNA METHYLATION 1); ATP binding / DNA binding / helicase/ nucleic acid binding"	AT2G16390.1	CHR06V5|COORD:8096282..8103473|protein DRD1, putative, expressed	LOC_Os06g14440.2	" no descriptionmoderately similar to ( 304)AT2G16390| Symbols: CHR35, DRD1 | DRD1 (DEFECTIVE IN RNA-DIRECTED DNA METHYLATION 1); ATP binding / DNA binding / helicase/ nucleic acid binding | chr2:7104720-7108178 FORWARDnot assigned not assigned not assigned not assigned not assigned SNF2_N HepA "	RNA.regulation of transcription.Chromatin Remodeling Factors	27_3_44

CUST_79445_PI403524517	2	0.12648201	0.29408073	-0.0880909	-0.12920094	-0.12980938	0.08808994	35_22789	"Cluster: Putative pectinacetylesterase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative pectinacetylesterase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5JL22	CHR3V7|COORD:2898249..2900990| pectinacetylesterase family protein	AT3G09410.1	CHR05V5|COORD:611731..616897|protein carboxylic ester hydrolase, putative, expressed	LOC_Os05g02120.1	no descriptionmoderately similar to ( 329)AT3G09410| Symbols:  | pectinacetylesterase family protein | chr3:2895015-2897372 REVERSEnot assigned not assigned not assigned not assigned PAE PRK07764	cell wall.pectin*esterases.acetyl esterase	10_8_2

CUST_98837_PI403524517	2	0.10995388	0.13721085	-0.029904366	-0.074790955	-0.07031822	0.029903412	35_28212	"Cluster: Hypothetical protein OJ1370_E02.126; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1370_E02.126 - Oryza sativa (japonica cult"	UniRef90_Q7F229	CHR1V7|COORD:7477364..7479000| electron carrier/ oxidoreductase	AT1G21350.3	CHR07V5|COORD:9097402..9101211|protein thiol-disulfide isomerase and thioredoxins, putative, expressed	LOC_Os07g15670.3	no descriptionweakly similar to ( 110)AT1G21350| Symbols:  | electron carrier/ oxidoreductase | chr1:7477364-7479000 REVERSEPRX_like1	not assigned.unknown	35_2

CUST_162798_PI403524517	2	0.22303009	-0.029853344	0.1923604	0.029852867	-0.26165867	-0.064189434	35_45407	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_116471_PI403524517	2	0.2512188	-0.6258068	-0.13042736	-0.016814232	0.016814232	0.10143089	35_33019	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_50012_PI403524517	2	-0.13160896	-0.0041799545	-0.007928371	0.18682623	0.13369274	0.0041799545	35_14276	"Cluster: Putative MtN21; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative MtN21 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69PB8	CHR4V7|COORD:14877075..14878920| nodulin MtN21 family protein	AT4G30420.1	CHR09V5|COORD:15449011..15446650|protein nodulin-like protein 5NG4, putative, expressed	LOC_Os09g25770.2	no descriptionweakly similar to ( 179)AT4G30420| Symbols:  | nodulin MtN21 family protein | chr4:14877075-14878920 FORWARDDUF6 RhaT TPT	development.unspecified	33_99

CUST_14480_PI403524517	2	0.3331418	0.23220873	-0.11927843	-0.043846607	-0.18875599	0.04384613	35_4160	Rep: AT5g52970/MNB8_3 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q94AF5	CHR5V7|COORD:21496846..21498244| thylakoid lumen 15.0 kDa protein	AT5G52970.1	CHR07V5|COORD:20934397..20939958|protein permeases of the major facilitator superfamily, putative, expressed	LOC_Os07g34950.1	no descriptionmoderately similar to ( 271)AT5G52970| Symbols:  | thylakoid lumen 15.0 kDa protein | chr5:21496846-21498244 FORWARDnot assigned PRK12323	not assigned.no ontology	35_1

CUST_86127_PI403524517	2	1.7016153	2.247758	0.023528576	-0.32046413	-0.304255	-0.023529053	35_24667	Rep: Hypothetical protein - Bacillus megaterium	UniRef90_Q848W0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_89129_PI403524517	2	0.10525322	0.1806345	0.052103043	-0.53299713	-0.05210209	-0.312603	35_25498	"Cluster: Hypothetical protein OJ1288_A07.5; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1288_A07.5 - Oryza sativa (japonica cultivar"	UniRef90_Q65XN4	CHR1V7|COORD:30158538..30160575| polygalacturonase, putative / pectinase, putative	AT1G80170.1	CHR05V5|COORD:26860109..26862598|protein polygalacturonase precursor, putative, expressed	LOC_Os05g46520.1	 no descriptionweakly similar to ( 116)AT1G80170| Symbols:  | polygalacturonase, putative / pectinase, putative | chr1:30158538-30160575 REVERSEvery weakly similar to (93.2)PGLR_MALDOPolygalacturonase precursor - Malus domestica (Apple) (Malus sylvestris)not assigned Glyco_hydro_28 	cell wall.degradation.pectate lyases and polygalacturonases	10_6_3

CUST_60379_PI403524517	2	0.028277397	-0.23026752	-0.066963196	-0.0028038025	0.025595665	0.0028038025	35_17215	"Cluster: Small subunit ribosomal protein, putative; n=3; Oryza sativa (japonica cultivar-group)|Rep: Small subunit ribosomal protein, putative - Oryza sativa (j"	UniRef90_Q6ASY6	"CHR1V7|COORD:11414913..11416337| NFD3 (NUCLEAR FUSION DEFECTIVE 3); structural constituent of ribosome"	AT1G31817.1	CHR03V5|COORD:15302709..15300624|protein ribosomal protein S11 containing protein, expressed	LOC_Os03g26860.1	"no descriptionweakly similar to ( 126)AT1G31817| Symbols: NFD3 | NFD3 (NUCLEAR FUSION DEFECTIVE 3); structural constituent of ribosome | chr1:11414913-11416337 REVERSEvery weakly similar to (65.5)RT11_MARPOMitochondrial ribosomal protein S11 - Marchantia polymorpha (Liverwort)not assigned PRK05309 Ribosomal_S11 rps11 RpsK"	protein.synthesis.mito/plastid ribosomal protein.plastid	29_2_1_1

CUST_179072_PI403524517	2	0.48185492	-0.097173214	-0.025305748	-0.05715418	0.025305748	0.10113716	35_49806	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_106504_PI403524517	2	-0.10015869	0.050231934	0.029155731	-0.029153824	0.07292938	-0.07835579	35_30311	"Cluster: 60S ribosomal protein L18a; n=4; Oryza sativa|Rep: 60S ribosomal protein L18a - Oryza sativa (Rice)"	UniRef90_Q943F3	CHR2V7|COORD:14539995..14541240| 60S ribosomal protein L18A (RPL18aB)	AT2G34480.1	CHR05V5|COORD:28035018..28037223|protein 60S ribosomal protein L18a, putative, expressed	LOC_Os05g49030.1	no descriptionmoderately similar to ( 240)AT2G34480| Symbols:  | 60S ribosomal protein L18A (RPL18aB) | chr2:14539995-14541240 REVERSEmoderately similar to ( 243)RL18A_ORYSAnot assigned Ribosomal_L18ae RPL20A	protein.synthesis.misc ribososomal protein	29_2_2

CUST_2755_PI399408534	2	0.046083927	0.5959101	0.21691942	-0.46263552	-0.046084404	-0.18805361	35_40578	Rep: Small GTP-binding protein - Triticum aestivum (Wheat)	UniRef90_Q9XEN4	CHR5V7|COORD:18261722..18263287| RHA1	AT5G45130.1	CHR03V5|COORD:26188352..26194902|protein ras-related protein RHN1, putative, expressed	LOC_Os03g46390.1	 no descriptionmoderately similar to ( 203)AT5G45130| Symbols: AtRab5A, AtRABF2a, Rha1, RHA1 | RHA1 | chr5:18261722-18263287 FORWARDweakly similar to ( 194)RHN1_NICPLRas-related protein RHN1 - Nicotiana plumbaginifolia (Leadwort-leaved tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Rab5_related Rab Ras RAB Rab21 Rab11_like Rab6 Rab4 Rab18 Rab1_Ypt1 Rab14 Rab8_Rab10_Rab13_like Rab19 Rab2 Rab7 Rab24 RabA_like Rab30 Ras_like_GTPase Rab35 Rab26 Rab32_Rab38 Rab39 COG1100 Rab33B_Rab33A Rab3 Ras Rab23_lke Rab15 RabL2 Rab20 Rab36_Rab34 RAS Rho Rab12 Rab9 Rab28 RJL Rab27A Ran RHO Spg1 Miro M_R_Ras_like Rap_like Rap2 RheB RAN Ras2 H_N_K_Ras_like RabL4 Rit_Rin_Ric Rho4_like Rap1 RERG_RasL11_like RSR1 Rho2 RhoA_like Wrch_1 Rop_like Rab40 Arf_Arl RalA_RalB Tc10 ARHI_like Rho3 Rac1_like Arf Miro1 Arl10_like RabL3 RhoG RGK Rnd Rnd1_Rho6 Rnd3_RhoE_Rho8 Arl5_Arl8 Rnd2_Rho7 Ras_dva ARF 	signalling.G-proteins	30_5

CUST_38637_PI403524517	2	-0.047212124	0.15124798	0.25672436	-0.055469513	0.047211647	-0.19030333	35_11116	"Cluster: Hypothetical protein OSJNBa0078O01.3; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0078O01.3 - Oryza sativa (japonica cu"	UniRef90_Q8LNH7	"CHR2V7|COORD:19632701..19635939| similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAM93677.1); contains InterPro domain"	AT2G47960.1	CHR10V5|COORD:18698514..18704017|protein expressed protein	LOC_Os10g35570.1	" no descriptionmoderately similar to ( 226)AT2G47960| Symbols:  | similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAM93677.1); contains InterPro domain Transglutaminase, C-terminal; (InterPro:IPR008958); contains InterPro domain Protein of unknown function DUF974; (InterPro:IPR010378) | chr2:19632701-19635939 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned DUF974 PRK12323 "	not assigned.unknown	35_2

CUST_29870_PI403524517	2	0.0056676865	0.37711048	-0.07398796	-0.0056676865	-0.1291256	0.07310581	35_8623	"Cluster: Putative heat shock factor; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative heat shock factor - Oryza sativa (japonica cultivar-group)"	UniRef90_Q94J16	"CHR4V7|COORD:10347780..10349062| AT-HSFA4A (Arabidopsis thaliana heat shock transcription factor A4A); DNA binding / transcription factor"	AT4G18880.1	CHR01V5|COORD:31697073..31699607|protein heat shock factor, putative, expressed	LOC_Os01g54550.1	" no descriptionvery weakly similar to (86.3)AT4G18880| Symbols: HSFA4A, AT-HSFA4A | AT-HSFA4A (Arabidopsis thaliana heat shock transcription factor A4A); DNA binding / transcription factor | chr4:10347780-10349062 REVERSE"	stress.abiotic.heat	20_2_1

CUST_142718_PI403524517	2	0.20171118	1.3453884	0.16303253	-0.16303301	-0.16825819	-0.3945222	35_39997	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_95912_PI403524517	2	-0.18337345	-0.27270508	0.24885178	0.030755997	0.059965134	-0.030755997	35_27403	"Cluster: Putative sodium/calcium exchanger protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative sodium/calcium exchanger protein - Oryza sativa"	UniRef90_Q7Y0B2	CHR5V7|COORD:5902640..5904352| cation exchanger, putative (CAX7)	AT5G17860.1	CHR03V5|COORD:25567977..25570352|protein K-exchanger-like protein, putative, expressed	LOC_Os03g45370.1	 no descriptionweakly similar to ( 153)AT5G17860| Symbols:  | cation exchanger, putative (CAX7) | chr5:5902640-5904352 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned Na_Ca_ex PRK12323 ECM27 PRK07764 	transport.calcium	34_21

CUST_31481_PI403524517	2	0.273098	-0.03648281	0.0273242	-0.0273242	0.27413654	-0.12392712	35_9087	"Cluster: 'putative triglyceride lipase, PF01764'; n=1; Oryza sativa (japonica cultivar-group)|Rep: 'putative triglyceride lipase, PF01764' - Oryza sativa (japon"	UniRef90_Q6I5Q3	CHR5V7|COORD:6213249..6215496| lipase class 3 family protein	AT5G18640.1	CHR05V5|COORD:17864526..17860814|protein lipase precursor, putative, expressed	LOC_Os05g30900.1	no descriptionweakly similar to ( 187)AT5G18640| Symbols:  | lipase class 3 family protein | chr5:6213249-6215496 FORWARDnot assigned Lipase_3	lipid metabolism.lipid degradation.lipases	11_9_2

CUST_8530_PI399408534	2	-0.54499626	0.23867798	0.006258011	0.037032127	-0.041762352	-0.006258011	35_8901	"Cluster: DNA-binding protein EMBP-1 (Histone promoter-binding protein 1a(1)) (HBP-1a(1)); n=6; Triticeae|Rep: DNA-binding protein EMBP-1 (Histone promoter-bindi"	UniRef90_P25032	CHR1V7|COORD:11566002..11568297| bZIP transcription factor family protein	AT1G32150.1	CHR07V5|COORD:5949034..5954014|protein DNA-binding protein EMBP-1, putative, expressed	LOC_Os07g10890.1	no descriptionvery weakly similar to (89.4)AT2G35530| Symbols:  | bZIP transcription factor family protein | chr2:14930359-14933104 REVERSEmoderately similar to ( 271)EMBP1_WHEATDNA-binding protein EMBP-1 - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned bZIP_1 BRLZ bZIP_2	RNA.regulation of transcription.bZIP transcription factor family	27_3_35

CUST_10563_PI403524517	2	0.068517685	-0.32412815	-0.27952957	0.037483215	-0.014014244	0.014015198	35_2979	"Cluster: Putative cellular retinaldehyde-binding/triple function; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative cellular retinaldehyde-binding/tripl"	UniRef90_Q5TKJ2	CHR4V7|COORD:5839758..5842155| SEC14 cytosolic factor family protein / phosphoglyceride transfer family protein	AT4G09160.1	CHR05V5|COORD:20985241..20982245|protein patellin-1, putative, expressed	LOC_Os05g35460.1	no descriptionmoderately similar to ( 398)AT4G09160| Symbols:  | SEC14 cytosolic factor family protein / phosphoglyceride transfer family protein | chr4:5839758-5842155 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned SEC14 SEC14 CRAL_TRIO PRK12323 Tymo_45kd_70kd PRK07003 PRK07764 Atrophin-1 DUF1421 Extensin_2 DUF566 Totivirus_coat TT_ORF1 PRK05648	DNA.unspecified	28_99

CUST_204_PI403524517	2	0.081150055	-0.29615593	-0.112306595	-0.031923294	0.031924248	0.074739456	35_53	"Cluster: Zinc finger, C3HC4 type family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Zinc finger, C3HC4 type family protein, expressed -"	UniRef90_Q2R1H8	CHR2V7|COORD:9401106..9403848| protein binding / zinc ion binding	AT2G22120.1	CHR11V5|COORD:22789730..22793239|protein zinc finger, C3HC4 type family protein, expressed	LOC_Os11g39130.1	no descriptionmoderately similar to ( 478)AT2G22120| Symbols:  | protein binding / zinc ion binding | chr2:9401106-9403848 FORWARDnot assigned not assigned RINGv SSM4	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_16040_PI399408534	2	0.05038166	0.010253906	-0.01025486	-0.0914526	0.16297531	-0.1250906	35_23131	"Cluster: Zinc finger-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Zinc finger-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K9R3	CHR5V7|COORD:1182897..1184719| zinc ion binding	AT5G04270.1	CHR02V5|COORD:35149792..35152853|protein palmitoyltransferase pfa3, putative, expressed	LOC_Os02g57370.1	no descriptionweakly similar to ( 135)AT5G04270| Symbols:  | zinc ion binding | chr5:1182897-1184719 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG5273 zf-DHHC DUF1777 TT_ORF1 PRK09169 Protamine_P1	RNA.regulation of transcription.unclassified	27_3_99

CUST_99511_PI403524517	2	-0.5125108	0.37307644	-0.117711544	0.11771202	0.2496109	-0.52347565	35_28404	"Cluster: Beta-galactosidase, putative, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Beta-galactosidase, putative, expressed - Oryza sativa (japon"	UniRef90_Q10NX8	"CHR2V7|COORD:12176124..12180241| BGAL8 (beta-glactosidase 8); beta-galactosidase"	AT2G28470.1	CHR03V5|COORD:8181221..8174999|protein beta-galactosidase precursor, putative, expressed	LOC_Os03g15020.4	"no descriptionweakly similar to ( 150)AT2G28470| Symbols: BGAL8 | BGAL8 (beta-glactosidase 8); beta-galactosidase | chr2:12176124-12180241 REVERSEweakly similar to ( 124)BGAL_DIACAPutative beta-galactosidase precursor - Dianthus caryophyllus (Carnation) (Clove pink)not assigned"	misc.gluco-, galacto- and mannosidases	26_3

CUST_137475_PI403524517	2	0.36502647	-0.9249134	-0.30764866	0.3076477	0.42232895	-0.34278202	35_38554	Rep: PIP aquaporin isoform - Hordeum vulgare (Barley)	UniRef90_Q4LDT4	"CHR3V7|COORD:19814884..19816432| PIP2A (plasma membrane intrinsic protein 2;1); water channel"	AT3G53420.1	CHR07V5|COORD:15404748..15408107|protein aquaporin PIP2.1, putative, expressed	LOC_Os07g26690.2	" no descriptionmoderately similar to ( 267)AT3G53420| Symbols: PIP2, PIP2;1, PIP2A | PIP2A (plasma membrane intrinsic protein 2;1) | chr3:19814884-19816432 REVERSEmoderately similar to ( 319)PIP21_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned MIP MIP GlpF PRK05420 PRK07003 PRK12323 TT_ORF1 Herpes_BLLF1 Protamine_P1 DUF566 PRK07764 DUF936 "	transport.Major Intrinsic Proteins.PIP	34_19_1

CUST_93524_PI403524517	2	0.017453194	-0.017454147	0.7930765	-0.17841816	0.27757072	-0.4535575	35_26740	"Cluster: Os07g0551500 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0551500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D5L5	"CHR3V7|COORD:687880..691636| CSLD3 (CELLULOSE SYNTHASE-LIKE 3); cellulose synthase/ transferase, transferring glycosyl groups"	AT3G03050.1	"CHR07V5|COORD:21906799..21899811|protein CSLF9 - cellulose synthase-like family F; beta1,3;1,4 glucan synthase, expressed"	LOC_Os07g36610.1	" no descriptionmoderately similar to ( 347)AT3G03050| Symbols: KJK, ATCSLD3, CSLD3 | CSLD3 (CELLULOSE SYNTHASE-LIKE 3); cellulose synthase/ transferase, transferring glycosyl groups | chr3:687880-691636 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Cellulose_synt Herpes_BLLF1 Pneumo_att_G PRK07003 APC_basic PRK10856 PRK12323 Atrophin-1 "	cell wall.cellulose synthesis.cellulose synthase	10_2_1

CUST_12648_PI403524517	2	0.009842873	-0.29102325	-0.009842873	0.086502075	-0.017006874	0.04232216	35_3614	"Cluster: EF hand family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: EF hand family protein, expressed - Oryza sativa (japonica"	UniRef90_Q7XDE0	CHR1V7|COORD:20340237..20343202| calcium-binding EF-hand family protein	AT1G54450.1	CHR10V5|COORD:17426399..17434260|protein serine/threonine-protein phosphatase 2A 72/130 kDa regulatory subunitB, putative, expressed	LOC_Os10g33680.1	 no descriptionhighly similar to ( 725)AT5G44090| Symbols:  | calcium-binding EF hand family protein, putative / protein phosphatase 2A 62 kDa B'' regulatory subunit, putative | chr5:17760491-17765136 REVERSEnot assigned 	protein.postranslational modification	29_4

CUST_56489_PI403524517	2	0.3115077	-0.231812	-0.1690588	0.11828661	-0.08450556	0.08450508	35_16079	"Cluster: Putative TIP120 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative TIP120 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6H4V4	"CHR2V7|COORD:690344..697341| CAND1 (CULLIN-ASSOCIATED AND NEDDYLATION DISSOCIATED, HEMIVENATA); binding"	AT2G02560.2	CHR02V5|COORD:3669320..3659090|protein cullin-associated NEDD8-dissociated protein 1, putative, expressed	LOC_Os02g07120.1	" no descriptionhighly similar to ( 996)AT2G02560| Symbols: ATCAND1, ETA2, TIP120, HVE, CAND1 | CAND1 (CULLIN-ASSOCIATED AND NEDDYLATION DISSOCIATED, HEMIVENATA); binding | chr2:690344-697341 FORWARDnot assigned TIP120 "	not assigned.no ontology	35_1

CUST_26948_PI403524517	2	0.13287067	-0.031560898	-0.09895992	0.031560898	-0.058252335	0.04148674	35_7805	"Cluster: Carboxyl-terminal peptidase-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: Carboxyl-terminal peptidase-like - Oryza sativa (japonica cultivar-g"	UniRef90_Q6Z1P7	"CHR5V7|COORD:6123207..6126507| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G23340.2); similar to Protein of unknown function DUF239, plant"	AT5G18460.1	CHR08V5|COORD:28227952..28222515|protein carboxyl-terminal proteinase, putative, expressed	LOC_Os08g45170.2	" no descriptionweakly similar to ( 115)AT5G18460| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G23340.2); similar to Protein of unknown function DUF239, plant [Medicago truncatula] (GB:ABE82132.1); contains InterPro domain Protein of unknown function DUF239, plant; (InterPro:IPR004314) | chr5:6123207-6126507 FORWARD"	not assigned.unknown	35_2

CUST_81515_PI403524517	2	0.16815948	6.4468384E-4	-0.03028202	-6.4468384E-4	-0.24230576	0.20079994	35_23385	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53MQ7	"CHR1V7|COORD:15897968..15902379| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G06720.1); similar to Os11g0298400 [Oryza sativa (japonica"	AT1G42440.1	CHR11V5|COORD:10990647..11000938|protein expressed protein	LOC_Os11g19250.1	" no descriptionmoderately similar to ( 228)AT1G42440| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G06720.1); similar to Os11g0298400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001067728.1); similar to PREDICTED: TSR1, 20S rRNA accumulation, homolog [Gallus gallus] (GB:XP_001234320.1); contains InterPro domain AARP2CN; (InterPro:IPR012948); contains InterPro domain Protein of unknown function DUF663; (InterPro:IPR007034) | chr1:15897968-15902379 REVERSEnot assigned "	not assigned.unknown	35_2

CUST_17377_PI403524517	2	0.0069179535	0.5355034	0.04727459	-0.16672802	-0.0069179535	-0.062898636	35_5020	"Cluster: Peptidyl-prolyl cis-trans isomerase, cyclophilin type; n=1; Medicago truncatula|Rep: Peptidyl-prolyl cis-trans isomerase, cyclophilin type -"	UniRef90_Q1S411	CHR4V7|COORD:15647556..15652109| peptidyl-prolyl cis-trans isomerase cyclophilin-type family protein	AT4G32420.1	CHR02V5|COORD:5826295..5834383|protein peptidyl-prolyl cis-trans isomerase 1, putative, expressed	LOC_Os02g10970.3	no descriptionmoderately similar to ( 213)AT3G63400| Symbols:  | peptidyl-prolyl cis-trans isomerase cyclophilin-type family protein | chr3:23423424-23426410 FORWARDweakly similar to ( 172)CYPH_MAIZEPeptidyl-prolyl cis-trans isomerase - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned cyclophilin_ABH_like Pro_isomerase cyclophilin PpiB cyclophilin_RING Cyclophilin_PPIL3_like cyclophilin_WD40 cyclophilin_SpCYP2_like cyclophilin_CeCYP16-like cyclophilin_RRM cyclophilin_EcCYP_like PRK10903 PRK10791 cyclophilin_TLP40_like Atrophin-1 AF-4 rne Nop53 DUF1777 PRK12678 Poxvirus_B22R TFIIF_alpha Caldesmon MMS22	cell.cycle.peptidylprolyl isomerase	31_3_1

CUST_76221_PI403524517	2	0.39736938	0.43086624	0.016002178	-0.016002655	-0.6397934	-0.24695301	35_21851	"Cluster: MATE efflux protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: MATE efflux protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5N7N1	CHR1V7|COORD:26828424..26830410| MATE efflux family protein	AT1G71140.1	CHR05V5|COORD:27458856..27462800|protein transparent testa 12 protein, putative, expressed	LOC_Os05g48040.1	no descriptionvery weakly similar to (99.0)AT1G71140| Symbols:  | MATE efflux family protein | chr1:26828424-26830410 FORWARDnot assigned	transport.misc	34_99

CUST_87868_PI403524517	2	-0.13024616	-0.4749174	-0.0014410019	0.19313335	0.14237404	0.0014410019	35_25157	Rep: Fasciclin-like protein FLA31 - Triticum aestivum (Wheat)	UniRef90_Q06I75	CHR4V7|COORD:7491595..7492806| FLA2 (FLA2)	AT4G12730.1	CHR02V5|COORD:30193979..30192724|protein fasciclin-like arabinogalactan protein 10 precursor, putative, expressed	LOC_Os02g49420.1	no descriptionnot assigned not assigned	not assigned.unknown	35_2

CUST_22237_PI403524517	2	0.032346725	-8.087158E-4	8.096695E-4	-0.01758957	0.014093399	-0.0032567978	35_6460	"Cluster: Putative tryptophanyl-tRNA synthetase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative tryptophanyl-tRNA synthetase - Oryza sativa (japonica"	UniRef90_Q5JKV2	"CHR2V7|COORD:11029002..11032236| OVA4 (OVULE ABORTION 4); ATP binding / aminoacyl-tRNA ligase"	AT2G25840.2	CHR01V5|COORD:31403127..31397014|protein tryptophanyl-tRNA synthetase, putative, expressed	LOC_Os01g54020.2	"no descriptionmoderately similar to ( 243)AT2G25840| Symbols: OVA4 | OVA4 (OVULE ABORTION 4); ATP binding / aminoacyl-tRNA ligase | chr2:11029002-11032236 FORWARDnot assigned PRK00927 TrpS TrpRS_core PRK12282 PRK12284 Tyr_Trp_RS_core tRNA-synt_1b PRK12283 PRK12556"	protein.aa activation	29_1

CUST_17309_PI404877155	2	0.06384373	0.43980026	-0.06384373	-0.20383453	-0.56465244	0.090146065	HU01I21w_at	myb family transcription factor [Arabidopsis thaliana] pir||T46095 hypothetical protein T25B15.20 - Arabidopsis thaliana	NP_190793.1	myb family transcription factor	At3g52250.1	protein Myb-like DNA-binding domain, putative	Os05g03550	NONE	RNA.regulation of transcription.MYB domain transcription factor family	27_3_25

CUST_126715_PI403524517	2	0.25965643	0.26043844	0.22836304	-0.29868507	-0.4057002	-0.22836351	35_35658	Rep: Hypothetical protein - Gibberella zeae (Fusarium graminearum)	UniRef90_Q4ICZ5	"CHR1V7|COORD:564293..567580| BXL2 (BETA-XYLOSIDASE 2); hydrolase, hydrolyzing O-glycosyl compounds"	AT1G02640.1	CHR01V5|COORD:10868149..10871043|protein beta-D-xylosidase, putative, expressed	LOC_Os01g19220.1	" no descriptionvery weakly similar to (53.5)AT1G02640| Symbols: ATBXL2, BXL2 | BXL2 (BETA-XYLOSIDASE 2); hydrolase, hydrolyzing O-glycosyl compounds | chr1:564293-567580 FORWARDGlyco_hydro_3_C "	cell wall.degradation.mannan-xylose-arabinose-fucose	10_6_2

CUST_160854_PI403524517	2	0.060094833	0.5013962	0.006896019	-0.21979237	-0.18458843	-0.0068950653	35_44882	Rep: OSJNBa0014K14.10 protein - Oryza sativa (Rice)	UniRef90_Q7X6S6	CHR1V7|COORD:30276087..30277323| intracellular transporter	AT1G80500.1	CHR02V5|COORD:24190188..24195562|protein trafficking protein particle complex protein 2, putative, expressed	LOC_Os02g40000.3	no descriptionweakly similar to ( 188)AT1G80500| Symbols:  | intracellular transporter | chr1:30276087-30277323 FORWARDnot assigned Sedlin_N TRS20	not assigned.no ontology	35_1

CUST_25713_PI399408534	2	-0.13646221	0.35650158	0.001033783	0.020020485	-0.14526558	-0.001033783	35_7868	"Cluster: Os01g0674800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0674800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JKH1	CHR5V7|COORD:18611307..18614448| leucine-rich repeat transmembrane protein kinase, putative	AT5G45840.1	CHR01V5|COORD:28060257..28066692|protein ATP binding protein, putative, expressed	LOC_Os01g48390.2	 no descriptionmoderately similar to ( 240)AT5G45840| Symbols:  | leucine-rich repeat transmembrane protein kinase, putative | chr5:18611307-18614448 REVERSEvery weakly similar to (88.6)CRI4_MAIZEPutative receptor protein kinase CRINKLY4 precursor - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pkinase_Tyr PTKc TyrKc S_TKc Pkinase S_TKc PTKc_Csk_like PTK_CCK4 PTKc_Csk PTKc_Ror PTKc_Src_like PTKc_Fes_like PTKc_EphR PTKc_Syk_like PTKc_DDR PTKc_Frk_like PTKc_Chk PTKc_FGFR4 PTKc_Itk PTKc_Trk PTKc_DDR1 PTKc_Srm_Brk 	signalling.receptor kinases.misc	30_2_99

CUST_18852_PI399408534	2	-0.12334442	-0.32813835	0.05686474	0.06964588	0.07489681	-0.05686474	35_17611	"Cluster: Putative gibberellin regulated protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative gibberellin regulated protein - Oryza sativa (japonic"	UniRef90_Q75I50	CHR5V7|COORD:24128669..24129034| gibberellin-regulated family protein	AT5G59845.1	CHR03V5|COORD:22772384..22771542|protein gibberellin-regulated protein 1 precursor, putative, expressed	LOC_Os03g41060.1	no descriptionvery weakly similar to (79.3)AT2G39540| Symbols:  | gibberellin-regulated family protein | chr2:16507944-16508319 FORWARDGASA PRK12323	hormone metabolism.gibberelin.induced-regulated-responsive-activated	17_6_3

CUST_154988_PI403524517	2	-0.04715395	0.29087257	0.28376102	0.04715395	-0.68814325	-0.3039837	35_43298	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_54308_PI403524517	2	0.6032686	-0.1043396	-0.049533844	0.049533844	0.83064747	-0.05343151	35_15460	Rep: Defensin precursor - Triticum aestivum (Wheat)	UniRef90_Q8L698	"CHR2V7|COORD:528396..528884| LCR69/PDF2.2 (Low-molecular-weight cysteine-rich 69); protease inhibitor"	AT2G02100.1	CHR02V5|COORD:25184615..25185352|protein low-molecular-weight cysteine-rich protein LCR69 precursor, putative, expressed	LOC_Os02g41904.1	" no descriptionvery weakly similar to (66.2)AT2G02100| Symbols: LCR69, PDF2.2 | LCR69/PDF2.2 (Low-molecular-weight cysteine-rich 69); protease inhibitor | chr2:528396-528884 FORWARDvery weakly similar to (72.4)P322_SOLTUProbable protease inhibitor P322 precursor - Solanum tuberosum (Potato)Gamma-thionin Knot1 "	stress.biotic	20_1

CUST_7822_PI403524517	2	0.22421074	-0.7759137	-0.0644393	0.06824875	0.06443882	-0.07117939	35_2177	"Cluster: Hypothetical protein OJ1206_C08.12; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1206_C08.12 - Oryza sativa (japonica cultiv"	UniRef90_Q65X38	CHR4V7|COORD:18240881..18243615| SEC14 cytosolic factor, putative / phosphoglyceride transfer protein, putative	AT4G39170.1	CHR05V5|COORD:26960047..26965297|protein phosphatidylinositol transfer-like protein III, putative, expressed	LOC_Os05g46720.2	 no descriptionmoderately similar to ( 323)AT4G39170| Symbols:  | SEC14 cytosolic factor, putative / phosphoglyceride transfer protein, putative | chr4:18240881-18243615 FORWARDnot assigned not assigned CRAL_TRIO SEC14 SEC14 CRAL_TRIO_N 	DNA.unspecified	28_99

CUST_100064_PI403524517	2	-0.31638098	0.08062172	0.020452976	-0.0204525	0.10436773	-0.03992939	35_28567	Rep: OSIGBa0096P03.3 protein - Oryza sativa (Rice)	UniRef90_Q01LE2	CHR3V7|COORD:319296..321495| nodulin family protein	AT3G01930.2	CHR04V5|COORD:18935170..18939679|protein nodulin-like protein, putative, expressed	LOC_Os04g31924.2	no description	not assigned.unknown	35_2

CUST_126112_PI403524517	2	0.227561	0.6160145	-0.2228117	0.12246609	-0.38266277	-0.12246609	35_35503	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_693_PI403524517	2	-8.678436E-5	0.33609867	-3.9958954E-4	-0.13148403	8.678436E-5	0.01650238	35_183	Rep: N-carbamoylputrescine amidase - Oryza sativa (Rice)	UniRef90_Q93XI4	"CHR2V7|COORD:11744744..11746655| NLP1 (NITRILASE-LIKE PROTEIN 1); hydrolase, acting on carbon-nitrogen (but not peptide) bonds"	AT2G27450.1	CHR02V5|COORD:19644045..19647600|protein hydrolase, carbon-nitrogen family, putative, expressed	LOC_Os02g33080.1	" no descriptionmoderately similar to ( 491)AT2G27450| Symbols: ATNLP1, CPA, NLP1 | NLP1 (NITRILASE-LIKE PROTEIN 1); hydrolase, acting on carbon-nitrogen (but not peptide) bonds | chr2:11744744-11746655 REVERSEhighly similar to ( 540)AGUB_ORYSAnot assigned not assigned not assigned not assigned COG0388 CN_hydrolase nadE lnt "	polyamine metabolism.synthesis.N-carbamoylputrescine amidohydrolase	22_1_5

CUST_86430_PI403524517	2	0.22039032	0.53801346	0.035164833	-0.6158867	-0.03516388	-0.36507702	35_24752	Rep: OSJNBa0016O02.10 protein - Oryza sativa (Rice)	UniRef90_Q7XJW0	"CHR5V7|COORD:1928469..1930796| ATPOT1 (PROTECTION OF TELOMERES 1); DNA binding"	AT5G06310.1	CHR04V5|COORD:23153640..23148083|protein pot1-like protein, putative, expressed	LOC_Os04g39280.1	"no descriptionweakly similar to ( 115)AT5G06310| Symbols: ATPOT1 | ATPOT1 (PROTECTION OF TELOMERES 1); DNA binding | chr5:1928469-1930796 FORWARDnot assigned hPOT1_OB1_like Telo_bind"	not assigned.unknown	35_2

CUST_1105_PI399408534	2	0.152812	-0.17528915	0.031944275	-0.03194332	0.11114311	-0.05128002	35_26335	"Cluster: TPR Domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: TPR Domain containing protein, expressed - Oryza sativa (jap"	UniRef90_Q337L2	"CHR4V7|COORD:14130052..14132605| NPGR2 (NO POLLEN GERMINATION RELATED 2); calmodulin binding"	AT4G28600.1	CHR10V5|COORD:17161415..17154993|protein NPGR2, putative, expressed	LOC_Os10g33290.2	"no descriptionmoderately similar to ( 218)AT4G28600| Symbols: NPGR2 | NPGR2 (NO POLLEN GERMINATION RELATED 2); calmodulin binding | chr4:14130052-14132605 FORWARDnot assigned"	signalling.calcium	30_3

CUST_131024_PI403524517	2	-0.11325359	0.01635933	-0.05277157	-0.016358376	0.12104702	0.14111328	35_36800	"Cluster: Erwinia induced protein 2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Erwinia induced protein 2 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z756	"CHR5V7|COORD:5652312..5652704| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G03160.1); similar to Erwinia induced protein 2 [Solanum tuberosum]"	AT5G17190.1	CHR02V5|COORD:30652555..30653482|protein erwinia induced protein 2, putative, expressed	LOC_Os02g50210.1	"no descriptionvery weakly similar to (57.8)AT5G17190| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G03160.1); similar to Erwinia induced protein 2 [Solanum tuberosum] (GB:AAO32066.1) | chr5:5652312-5652704 FORWARD"	not assigned.unknown	35_2

CUST_31728_PI403524517	2	0.016752243	-0.4335518	0.066002846	0.05509758	-0.016753197	-0.18739128	35_9153	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_159448_PI403524517	2	0.09518957	-0.3262849	-0.006638527	0.207623	0.006638527	-0.31528473	35_44503	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_56785_PI403524517	2	0.02220726	-0.58877754	-0.052532196	0.036096573	0.20680618	-0.022206306	35_16173	"Cluster: Biostress-resistance-related protein; n=1; Triticum aestivum|Rep: Biostress-resistance-related protein - Triticum aestivum (Wheat)"	UniRef90_Q84VJ1	"CHR5|COORD:6776277..6779616| similar to phospholipase/carboxylesterase family protein [Arabidopsis thaliana] (TAIR:At1g52700.1); similar to"	AT5G20060.3	CHR01V5|COORD:3847047..3842983|protein acyl-protein thioesterase 2, putative, expressed	LOC_Os01g07960.3	no descriptionmoderately similar to ( 360)AT5G20060| Symbols:  | carboxylic ester hydrolase | chr5:6776802-6779449 FORWARDnot assigned Abhydrolase_2 COG0400 DAP2	lipid metabolism.lipid degradation.lysophospholipases.carboxylesterase	11_9_3_2

CUST_117322_PI403524517	2	-0.20063877	0.11494589	0.13264418	-0.114946365	0.5629554	-0.56511784	35_33247	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_4556_PI404877155	2	0.091088295	-0.68239594	-0.0581398	0.03991127	-0.039912224	0.13802338	Contig1560_at	OSJNBb0012E08.10 [Oryza sativa (japonica cultivar-group)] ref|XP_472371.1| OSJNBb0012E08.10 [Oryza sativa (japonica cultivar-group)]	CAD40786.1	calnexin 1 (CNX1)	At5g61790.1	protein Calreticulin family, putative	Os04g32950	gi|21740628|emb|CAD40786.1| OSJNBb0012E08.10	signalling.calcium	30_3

CUST_129769_PI403524517	2	0.00360775	0.089199066	-0.014404297	-0.0036067963	0.004825592	-0.033498764	35_36449	Rep: Ubiquitin-like protein SMT3 - Oryza sativa (Rice)	UniRef90_P55857	CHR5V7|COORD:22400973..22401998| SUM2 (SMALL UBIQUITIN-LIKE MODIFIER 2)	AT5G55160.1	CHR01V5|COORD:40393254..40390920|protein ubiquitin-like protein SMT3, putative, expressed	LOC_Os01g68950.3	 no descriptionweakly similar to ( 134)AT5G55160| Symbols: SUMO 2, SUMO2, SUM2 | SUM2 (SMALL UBIQUITIN-LIKE MODIFIER 2) | chr5:22400973-22401998 REVERSEweakly similar to ( 140)SMT3_ORYSAnot assigned Sumo SMT3 UBQ ubiquitin 	protein.degradation.ubiquitin.ubiquitin	29_5_11_1

CUST_10408_PI403524517	2	0.04110813	0.49948025	-0.011017799	-0.12939167	-0.17294025	0.011017799	35_2935	Rep: Extensin-like protein - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q9T0K5	CHR4V7|COORD:7758606..7760888| leucine-rich repeat family protein / extensin family protein	AT4G13340.1	CHR01V5|COORD:31804447..31800745|protein receptor protein kinase PERK1, putative, expressed	LOC_Os01g54700.1	no description	not assigned.unknown	35_2

CUST_24087_PI403524517	2	0.03496647	0.5911188	0.122029305	-0.2779336	-0.2449789	-0.03496647	35_6996	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_166349_PI403524517	2	-0.39049435	0.074207306	-0.003941536	0.003941536	0.07162571	-0.1005764	35_46341	"Cluster: Os02g0327100 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0327100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E1L4	"CHR2V7|COORD:7995417..7996456| TTN5 (TITAN 5); GTP binding"	AT2G18390.1	CHR02V5|COORD:13184671..13179011|protein ADP-ribosylation factor, putative, expressed	LOC_Os02g22140.1	" no descriptionweakly similar to ( 147)AT2G18390| Symbols: ATARLC1, HAL, ARL2, TTN5 | TTN5 (TITAN 5); GTP binding | chr2:7995417-7996456 FORWARDvery weakly similar to (69.7)ARF_MAIZEADP-ribosylation factor - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Arl2 Arf Arl3 Arf_Arl Arl1 Arf1_5_like ARLTS1 Arf6 ARF Arl5_Arl8 ARD1 Arfrp1 Arl4_Arl7 Arl6 Arl10_like Arl9_Arfrp2_like Sar1 Arl2l1_Arl13_like Ras_like_GTPase COG1100 SAR "	protein.postranslational modification	29_4

CUST_44143_PI403524517	2	0.014622688	0.29839516	-0.014622688	-0.08251858	0.14793396	-0.04288006	35_12666	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q337K5	CHR3V7|COORD:1200822..1209719| exportin-related	AT3G04490.1	CHR10V5|COORD:17449112..17463951|protein expressed protein	LOC_Os10g33710.1	no descriptionvery weakly similar to (99.4)AT3G04490| Symbols:  | exportin-related | chr3:1200822-1209719 FORWARDnot assigned not assigned	not assigned.no ontology	35_1

CUST_148082_PI403524517	2	0.13652897	-0.13652897	0.15575314	0.18791914	-0.46552944	-0.2633648	35_41431	"Cluster: Sugar transporter superfamily; Major facilitator superfamily MFS_1; n=1; Medicago truncatula|Rep: Sugar transporter superfamily; Major facilitator supe"	UniRef90_Q1SE63	CHR5V7|COORD:5587854..5592335| sugar transporter family protein	AT5G17010.1	CHR10V5|COORD:22770122..22765590|protein D-xylose-proton symporter, putative, expressed	LOC_Os10g42830.1	no descriptionvery weakly similar to (90.1)AT5G17010| Symbols:  | sugar transporter family protein | chr5:5587854-5592335 REVERSEnot assigned not assigned Sugar_tr xylE	transporter.sugars	34_2

CUST_51866_PI403524517	2	0.07200909	-1.0063639	-0.03962326	-0.10948467	0.03962326	0.04904747	35_14780	Rep: Expansin-B4 precursor - Oryza sativa (Rice)	UniRef90_Q94LR4	CHR1V7|COORD:24430929..24432062| ATEXPB2 (ARABIDOPSIS THALIANA EXPANSIN B2)	AT1G65680.1	CHR10V5|COORD:21529063..21531620|protein beta-expansin 1a precursor, putative, expressed	LOC_Os10g40730.1	 no descriptionmoderately similar to ( 210)AT1G65680| Symbols: EXPB2, ATEXPB2, ATHEXP BETA 1.4 | ATEXPB2 (ARABIDOPSIS THALIANA EXPANSIN B2) | chr1:24430929-24432062 FORWARDmoderately similar to ( 406)EXPB4_ORYSAnot assigned Pollen_allerg_1 DPBB_1 PRK07764 PRK07003 Herpes_BLLF1 	cell wall.modification	10_7

CUST_21368_PI403524517	2	0.025791168	-0.096876144	-0.025792122	-0.055809975	0.1169672	0.052696228	35_6200	Rep: Actin-depolymerizing factor 10 - Oryza sativa (Rice)	UniRef90_Q337A5	"CHR2V7|COORD:13301248..13302025| ADF6 (ACTIN DEPOLYMERIZING FACTOR 6); actin binding"	AT2G31200.1	CHR10V5|COORD:19832769..19831327|protein actin-depolymerizing factor, putative, expressed	LOC_Os10g37670.1	"no descriptionweakly similar to ( 189)AT2G31200| Symbols: ADF6 | ADF6 (ACTIN DEPOLYMERIZING FACTOR 6); actin binding | chr2:13301248-13302025 FORWARDmoderately similar to ( 202)ADF_VITVIActin-depolymerizing factor - Vitis vinifera (Grape)not assigned not assigned not assigned ADF ADF Cofilin_ADF"	cell.organisation	31_1

CUST_69926_PI403524517	2	0.42913628	-0.067583084	-0.08050394	0.11880779	0.06758356	-0.5106535	35_20008	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QN86	"CHR5V7|COORD:2578419..2578965| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G74730.1); similar to Os12g0575000 [Oryza sativa (japonica"	AT5G08050.1	CHR12V5|COORD:23703243..23702199|protein expressed protein	LOC_Os12g38640.1	"no descriptionvery weakly similar to (95.5)AT5G08050| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G74730.1); similar to Os12g0575000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001067105.1); similar to hypothetical protein LOC_Os11g27300 [Oryza sativa (japonica cultivar-group)] (GB:ABA93451.1); contains InterPro domain Protein of unknown function DUF1118; (InterPro:IPR009500) | chr5:2578419-2578965 FORWARDnot assigned not assigned DUF1118 PRK07764 PRK12323 PRK07003"	not assigned.unknown	35_2

CUST_80764_PI403524517	2	0.21622992	0.09803486	-0.03545952	0.03545904	-0.05373764	-0.14180851	35_23163	"Cluster: Os11g0545800 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os11g0545800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IS91	CHR5V7|COORD:2834859..2837867| regulator of chromosome condensation (RCC1) family protein / UVB-resistance protein-related	AT5G08710.1	CHR11V5|COORD:19623872..19618171|protein UVB-resistance protein UVR8, putative, expressed	LOC_Os11g34320.1	no descriptionweakly similar to ( 139)AT5G08710| Symbols:  | regulator of chromosome condensation (RCC1) family protein / UVB-resistance protein-related | chr5:2834859-2837867 REVERSEnot assigned not assigned not assigned ATS1	cell.division	31_2

CUST_79810_PI403524517	2	-0.19505024	-0.99211216	-0.50359535	0.19505024	0.29679012	0.4744234	35_22887	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_47864_PI403524517	2	0.019386292	-0.58332634	-0.0025558472	0.0025568008	0.19877052	-0.010464668	35_13690	"Cluster: Os01g0835900 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0835900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JHY5	CHR5V7|COORD:24068875..24069186| histone H4	AT5G59690.1	CHR10V5|COORD:20690219..20689571|protein histone H4, putative, expressed	LOC_Os10g39410.1	no descriptionweakly similar to ( 162)AT5G59970| Symbols:  | histone H4 | chr5:24163578-24163889 REVERSEweakly similar to ( 162)H4_PEAHistone H4 - Pisum sativum (Garden pea)not assigned H4 H4 HHT1 Histone PRK07764	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_75238_PI403524517	2	0.031492233	-0.4099846	-0.228508	0.09938431	0.15637684	-0.031492233	35_21564	"Cluster: Putative ripening regulated protein DDTFR18; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ripening regulated protein DDTFR18 - Oryza sativ"	UniRef90_Q6ZBX6	CHR4V7|COORD:13076962..13078974| MATE efflux family protein	AT4G25640.1	CHR08V5|COORD:28053023..28050973|protein transparent testa 12 protein, putative, expressed	LOC_Os08g44870.3	no descriptionweakly similar to ( 154)AT4G25640| Symbols:  | MATE efflux family protein | chr4:13076962-13078974 REVERSEnot assigned not assigned not assigned not assigned not assigned MatE NorM PRK01766 TT_ORF1 PRK07003	transport.misc	34_99

CUST_13451_PI403524517	2	-0.038352966	0.038352013	0.048217773	-0.08037281	0.05322838	-0.044244766	35_3857	Rep: HesB/YadR/YfhF - Medicago truncatula (Barrel medic)	UniRef90_Q1S6K5	CHR5V7|COORD:1052727..1054040| hesB-like domain-containing protein	AT5G03905.1	CHR08V5|COORD:17092535..17095190|protein protein aq_1857, putative, expressed	LOC_Os08g28230.1	no descriptionweakly similar to ( 171)AT5G03905| Symbols:  | hesB-like domain-containing protein | chr5:1052727-1054040 FORWARDnot assigned not assigned sufA Fe-S_biosyn sufA iscA	not assigned.no ontology	35_1

CUST_18014_PI404877155	2	0.06701565	-0.43848515	-0.23219681	0.6142111	-0.06701565	0.39779568	HVSMEb0006O18r2_at	0	0	0	0	0	0	DnaJ protein homolog	stress.abiotic.heat	20_2_1

CUST_2543_PI404877155	2	0.122281075	0.90053654	-0.39089966	0.18770981	-0.6380615	-0.1222806	Contig12942_at	putative electron transfer oxidoreductase [Oryza sativa (japonica cultivar-group)] gb|AAP54621.1| putative electron transfer oxidoreductase	NP_922334.1	electron transfer flavoprotein-ubiquinone oxidoreductase family protein	At2g43400.1	protein putative electron transfer oxidoreductase	Os10g37210	"ETFQO;electron transfer flavoprotein-ubiquinone oxidoreductase family protein, contains Pfam profile: PF05187 Electron transfer flavoprotein-ubiquinone   oxidoreductase"	mitochondrial electron transport / ATP synthesis.electron transfer flavoprotein	9_3

CUST_15814_PI403524517	2	-0.5917568	-1.1487937	-0.8715086	0.9007883	0.62112236	0.59175587	35_4564	"Cluster: OSJNBa0088A01.11 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0088A01.11 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XNE0	CHR5V7|COORD:4445464..4447293| pentatricopeptide (PPR) repeat-containing protein	AT5G13770.1	CHR04V5|COORD:29236771..29239037|protein expressed protein	LOC_Os04g49350.1	no descriptionmoderately similar to ( 280)AT5G13770| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr5:4445464-4447293 FORWARDvery weakly similar to (89.7)RF1_ORYSAPRK12323	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_115434_PI403524517	2	-0.21758842	0.04228592	-0.026498795	0.045555115	-0.20485783	0.026498795	35_32743	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_117906_PI403524517	2	0.27592802	0.8714981	0.43243742	-0.43885803	-0.2759285	-0.7407465	35_33398	"Cluster: Retrotransposon protein, putative, unclassified; n=1; Oryza sativa (japonica cultivar-group)|Rep: Retrotransposon protein, putative, unclassified - Ory"	UniRef90_Q2R4A2	CHRMV7|COORD:235916..236392| hypothetical protein	ATMG00860.1	CHR11V5|COORD:16412969..16413754|protein retrotransposon protein, putative, unclassified	LOC_Os11g29180.1	" no descriptionvery weakly similar to (75.1)ATMG00860| Symbols: ORF158 | Identical to Hypothetical mitochondrial protein AtMg00860 (ORF158) [Arabidopsis Thaliana] (GB:P92523); similar to Os10g0317000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001064331.1); similar to retrotransposon protein, putative, unclassified [Oryza sativa (japonica cultivar-group)] (GB:ABF94845.1); similar to Os08g0451600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001061948.1); contains domain DNA/RNA polymerases (SSF56672); contains domain GAG/POL/ENV POLYPROTEIN (PTHR10178); contains domain RETROVIRUS POLYPROTEIN (PTHR10178:SF14); contains domain no description (G3D.3.30.70.270) | chrM:235916-236392 FORWARD"	not assigned.unknown	35_2

CUST_79272_PI403524517	2	-0.0067920685	0.45292664	0.20095444	-0.0733881	-0.08878994	0.006793022	35_22739	0	0	CHR5V7|COORD:22347146..22347986| DNA-binding bromodomain-containing protein	AT5G55040.1	0	0	no description	not assigned.unknown	35_2

CUST_148563_PI403524517	2	0.12189102	0.47897482	0.013970852	-0.013970375	-0.27179813	-0.84560394	35_41562	Rep: ENSANGP00000028192 - Anopheles gambiae str. PEST	UniRef90_UPI00002462C3	CHR2V7|COORD:17833404..17834503| PDF1 (PROTODERMAL FACTOR 1)	AT2G42840.1	CHR08V5|COORD:10918875..10929831|protein actin binding protein, putative, expressed	LOC_Os08g17820.2	no description	not assigned.unknown	35_2

CUST_95413_PI403524517	2	-0.05615425	-0.54812527	-0.16529179	0.104655266	0.205019	0.05615425	35_27268	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_68807_PI403524517	2	0.07419014	0.45994282	0.023210526	-0.1749134	-0.023210526	-0.081596375	35_19685	Rep: Beclin 1 protein - Triticum aestivum (Wheat)	UniRef90_Q4A191	CHR3V7|COORD:22851186..22853228| autophagy protein Apg6 family	AT3G61710.2	CHR03V5|COORD:24789797..24795537|protein beclin-1-like protein, putative, expressed	LOC_Os03g44200.2	no descriptionweakly similar to ( 150)AT3G61710| Symbols:  | autophagy protein Apg6 family | chr3:22851186-22852790 REVERSEnot assigned APG6	protein.degradation.autophagy	29_5_2

CUST_76392_PI403524517	2	0.20417786	-1.2128687	-0.2071724	0.0031137466	0.14441776	-0.0031137466	35_21901	"Cluster: Putative UDP-glucose:salicylic acid glucosyltransferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative UDP-glucose:salicylic acid glucosylt"	UniRef90_Q5VQX0	CHR2V7|COORD:12879277..12880768| UDP-glucoronosyl/UDP-glucosyl transferase family protein	AT2G30140.1	CHR01V5|COORD:34473009..34476029|protein indole-3-acetate beta-glucosyltransferase, putative, expressed	LOC_Os01g59110.1	no descriptionmoderately similar to ( 228)AT2G30140| Symbols:  | UDP-glucoronosyl/UDP-glucosyl transferase family protein | chr2:12879277-12880768 FORWARDweakly similar to ( 157)IAAG_MAIZEIndole-3-acetate beta-glucosyltransferase - Zea mays (Maize)not assigned UDPGT COG1819	misc.UDP glucosyl and glucoronyl transferases	26_2

CUST_105572_PI403524517	2	0.070905685	0.024801254	-0.024801254	-0.1829195	-0.13367367	0.036841393	35_30065	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_101814_PI403524517	2	0.1823883	0.015721798	0.14244223	-0.13302755	-0.015721798	-0.11938667	35_29049	"Cluster: Os09g0503400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os09g0503400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J0N6	CHR1V7|COORD:3113079..3116457| ATP binding / aminoacyl-tRNA ligase	AT1G09620.1	CHR09V5|COORD:19472047..19476757|protein leucyl-tRNA synthetase, cytoplasmic, putative, expressed	LOC_Os09g32650.1	no descriptionmoderately similar to ( 360)AT1G09620| Symbols:  | ATP binding / aminoacyl-tRNA ligase | chr1:3113079-3116457 REVERSEnot assigned leuS LeuRS_core LeuS Ile_Leu_Val_MetRS_core tRNA-synt_1	protein.aa activation. leucine-tRNA ligase	29_1_4

CUST_49047_PI403524517	2	-0.043308258	-0.37384033	-0.10181618	0.043310165	0.17456436	0.055179596	35_14001	"Cluster: 40S ribosomal protein S16; n=2; Oryza sativa|Rep: 40S ribosomal protein S16 - Oryza sativa (Rice)"	UniRef90_P46294	CHR2V7|COORD:3788525..3788965| 40S ribosomal protein S16 (RPS16A)	AT2G09990.1	CHR12V5|COORD:1169460..1168472|protein 40S ribosomal protein S16, putative, expressed	LOC_Os12g03090.1	no descriptionmoderately similar to ( 225)AT2G09990| Symbols:  | 40S ribosomal protein S16 (RPS16A) | chr2:3788525-3788965 FORWARDmoderately similar to ( 284)RS16_ORYSAnot assigned not assigned not assigned not assigned not assigned rps9p Ribosomal_S9 RpsI rpsI rps9 PRK12323	protein.synthesis.misc ribososomal protein	29_2_2

CUST_827_PI404877155	2	0.16837978	0.36277676	-0.1809535	0.16134548	-0.16134548	-0.21733284	Contig10771_s_at	haloacid dehalogenase-like hydrolase family protein [Arabidopsis thaliana] dbj|BAB10715.1| unnamed protein product [Arabidopsis thaliana]	NP_974931.1	haloacid dehalogenase-like hydrolase family protein	At5g53850.2	protein 2,3-diketo-5-methylthio-1-phosphopentane phosphatase, putative	Os11g29370	"haloacid dehalogenase-like hydrolase family protein, low similarity to enolase-phosphatase E-1 enzyme (Klebsiella oxytoca) GI:401712; contains InterPro accession IPR005834: Haloacid dehalogenase-like hydrolase or  haloacid dehalogenase-like hydrolase fami"	minor CHO metabolism.others	3_5

CUST_11663_PI403524517	2	-0.1721754	0.0313406	0.2335825	-0.004289627	0.004289627	-0.015123367	35_3314	Rep: Quinone reductase 2 - Triticum monococcum (Einkorn wheat) (Small spelt)	UniRef90_Q5EI63	CHR5V7|COORD:22141900..22143482| FQR1 (FLAVODOXIN-LIKE QUINONE REDUCTASE 1)	AT5G54500.1	CHR01V5|COORD:33591079..33595292|protein minor allergen Alt a 7, putative, expressed	LOC_Os01g57570.1	no descriptionmoderately similar to ( 284)AT5G54500| Symbols: FQR1 | FQR1 (FLAVODOXIN-LIKE QUINONE REDUCTASE 1) | chr5:22141900-22143482 FORWARDnot assigned PRK03767 WrbA Flavodoxin_1	lipid metabolism.'exotics' (steroids, squalene etc)	11_8

CUST_51123_PI403524517	2	-0.010812759	-0.006269455	0.006269455	-0.036312103	0.034690857	0.047332764	35_14574	"Cluster: Ribosomal protein L10A; n=1; Triticum aestivum|Rep: Ribosomal protein L10A - Triticum aestivum (Wheat)"	UniRef90_Q5I7L3	CHR1V7|COORD:2636228..2637691| 60S ribosomal protein L10A (RPL10aA)	AT1G08360.1	CHR02V5|COORD:12869457..12872468|protein 60S ribosomal protein L10a-1, putative, expressed	LOC_Os02g21660.1	no descriptionmoderately similar to ( 345)AT1G08360| Symbols:  | 60S ribosomal protein L10A (RPL10aA) | chr1:2636228-2637691 FORWARDmoderately similar to ( 255)RL10A_CHLRE60S ribosomal protein L10a - Chlamydomonas reinhardtiinot assigned not assigned RplA Ribosomal_L1 rpl1P rplA	protein.synthesis.misc ribososomal protein	29_2_2

CUST_134734_PI403524517	2	-0.05013466	0.54744244	-0.065485954	0.08774376	0.022966385	-0.022967339	35_37801	"Cluster: Proliferating-cell nucleolar antigen-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Proliferating-cell nucleolar antigen-like protein -"	UniRef90_Q6YTT4	CHR2V7|COORD:9511903..9515868| NOL1/NOP2/sun family protein	AT2G22400.1	CHR08V5|COORD:23801478..23794065|protein proliferating-cell nucleolar antigen-like protein, putative, expressed	LOC_Os08g37780.2	no descriptionweakly similar to ( 155)AT2G22400| Symbols:  | NOL1/NOP2/sun family protein | chr2:9511903-9515868 REVERSE	not assigned.no ontology	35_1

CUST_51064_PI403524517	2	-0.05491066	-1.2806053	-0.060697556	0.14604759	0.10578537	0.054912567	35_14559	Rep: Adenosylhomocysteinase 1 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_O23255	"CHR4V7|COORD:8054926..8056671| HOG1 (HOMOLOGY-DEPENDENT GENE SILENCING 1); adenosylhomocysteinase"	AT4G13940.1	CHR11V5|COORD:14922707..14919682|protein adenosylhomocysteinase, putative, expressed	LOC_Os11g26850.2	 no descriptionhighly similar to ( 892)AT4G13940| Symbols: EMB1395, MEE58, SAHH, SAHH1, HOG1 | HOG1 (HOMOLOGY-DEPENDENT GENE SILENCING 1) | chr4:8054926-8056758 FORWARDhighly similar to ( 935)SAHH_WHEATAdenosylhomocysteinase - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned AdoHcyase AdoHcyase PRK05476 SAM1 AdoHcyase_NAD PRK07003 PRK12323 Tymo_45kd_70kd Herpes_BLLF1 Atrophin-1 HPC2 PRK07764 APC_basic DUF1421 PRK05648 Extensin_2 GRASP55_65 Herpes_TAF50 DUF566 TT_ORF1 KAR9 Herpes_UL32 PRK08853 2-Hacid_dh_C DUF1509 Pneumo_att_G AF-4 Drf_FH1 DUF390 Herpes_gI PRK12372 SerA Metaviral_G FimV PRK00708 DAG1 TonB 	amino acid metabolism.degradation.aspartate family.methionine	13_2_3_4

CUST_28190_PI399408534	2	0.46322727	0.27879238	0.0729599	-0.12083864	-0.0729599	-0.53032446	35_32001	"Cluster: Putative zinc finger protein ID1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative zinc finger protein ID1 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5SMY2	"CHR3V7|COORD:4544948..4547307| ATIDD11 (ARABIDOPSIS THALIANA INDETERMINATE(ID)-DOMAIN 11); nucleic acid binding / transcription factor/ zinc ion binding"	AT3G13810.1	CHR01V5|COORD:5096335..5102725|protein zinc finger, C2H2-type, putative, expressed	LOC_Os01g09850.2	"no descriptionweakly similar to ( 180)AT3G13810| Symbols: ATIDD11 | ATIDD11 (ARABIDOPSIS THALIANA INDETERMINATE(ID)-DOMAIN 11); nucleic acid binding / transcription factor/ zinc ion binding | chr3:4544948-4547307 FORWARD"	RNA.regulation of transcription.C2H2 zinc finger family	27_3_11

CUST_16220_PI403524517	2	-0.008223534	0.051467896	-0.061388016	-0.06205654	0.00822258	0.00835228	35_4676	"Cluster: 26S proteasome regulatory subunit-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: 26S proteasome regulatory subunit-like protein - Oryza"	UniRef90_Q69Q88	CHR5V7|COORD:23477991..23479354| 26S proteasome regulatory subunit, putative	AT5G57950.1	CHR09V5|COORD:15156001..15152763|protein 26S proteasome non-ATPase regulatory subunit 9, putative, expressed	LOC_Os09g25310.1	 no descriptionmoderately similar to ( 218)AT5G57950| Symbols:  | 26S proteasome regulatory subunit, putative | chr5:23477991-23479354 FORWARDnot assigned 	protein.degradation.ubiquitin.proteasom	29_5_11_20

CUST_165845_PI403524517	2	0.11406422	-0.41795254	0.043430805	0.17121172	-0.043431282	-0.14873981	35_46208	"Cluster: Hypothetical protein P0758B01.3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0758B01.3 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6YVH1	"CHR1V7|COORD:25040392..25042786| similar to Os02g0221600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001046323.1); similar to hypothetical protein"	AT1G67060.1	CHR02V5|COORD:6790686..6795157|protein expressed protein	LOC_Os02g12870.1	"no descriptionvery weakly similar to (51.2)AT1G67060| Symbols:  | similar to Os02g0221600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001046323.1); similar to hypothetical protein [Plasmodium falciparum 3D7] (GB:NP_705382.1) | chr1:25040392-25042786 FORWARD"	not assigned.unknown	35_2

CUST_59725_PI403524517	2	-0.1364975	-1.0327063	0.14042664	0.13649845	0.38955688	-0.45638466	35_17029	Rep: Defensin precursor - Triticum aestivum (Wheat)	UniRef90_Q8L698	"CHR2V7|COORD:528396..528884| LCR69/PDF2.2 (Low-molecular-weight cysteine-rich 69); protease inhibitor"	AT2G02100.1	CHR02V5|COORD:25184615..25185352|protein low-molecular-weight cysteine-rich protein LCR69 precursor, putative, expressed	LOC_Os02g41904.1	" no descriptionvery weakly similar to (62.8)AT2G02100| Symbols: LCR69, PDF2.2 | LCR69/PDF2.2 (Low-molecular-weight cysteine-rich 69); protease inhibitor | chr2:528396-528884 FORWARDvery weakly similar to (69.3)THGF_HELANFlower-specific gamma-thionin precursor - Helianthus annuus (Common sunflower)Gamma-thionin Knot1 "	stress.biotic	20_1

CUST_8077_PI403524517	2	-0.06661224	0.19782925	0.0040302277	-0.0040302277	-0.020032883	0.088422775	35_2251	"Cluster: Hypothetical protein P0465E03.10; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0465E03.10 - Oryza sativa (japonica cultivar-g"	UniRef90_Q69N38	CHR3V7|COORD:18782273..18790201| transducin family protein / WD-40 repeat family protein	AT3G50590.1	CHR09V5|COORD:14403670..14415594|protein nucleotide binding protein, putative, expressed	LOC_Os09g24260.1	no descriptionweakly similar to ( 148)AT3G50590| Symbols:  | transducin family protein / WD-40 repeat family protein | chr3:18782273-18790201 FORWARD	not assigned.no ontology	35_1

CUST_12049_PI404877155	2	0.013490677	-0.7841673	-0.078424454	0.025194168	0.06319046	-0.013489723	Contig5770_at	pyruvate dehydrogenase E1 alpha subunit [Zea mays]	AAC72195.1	pyruvate dehydrogenase E1 component alpha subunit, mitochondrial (PDHE1-A)	At1g59900.1	protein Dehydrogenase E1 component, putative	Os02g50620	pyruvate dehydrogenase E1 alpha subunit	TCA / org. transformation.TCA.pyruvate DH.E1	8_1_01_01

CUST_97942_PI403524517	2	0.44234753	0.3686142	-0.027914047	0.027914524	-0.4862075	-0.060474873	35_27964	"Cluster: Putative maize transposon MuDR mudrA-like protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Putative maize transposon MuDR mudrA-like protein -"	UniRef90_Q9AYI6	0	0	CHR10V5|COORD:351014..344789|protein transposon protein, putative, Mutator sub-class, expressed	LOC_Os10g01550.1	no descriptionPB1 PB1	not assigned.unknown	35_2

CUST_58700_PI403524517	2	0.13938904	0.33373833	-0.08278465	-0.098220825	-0.07991314	0.079912186	35_16746	Rep: SMC3 protein - Oryza sativa (Rice)	UniRef90_Q8GU54	"CHR2V7|COORD:11616397..11624142| TTN7 (TITAN7); ATP binding"	AT2G27170.1	CHR02V5|COORD:1764006..1758439|protein chromosome segregation protein sudA, putative, expressed	LOC_Os02g04050.1	 no descriptionhighly similar to ( 729)AT2G27170| Symbols: SMC3, TTN7 | TTN7 (TITAN7) | chr2:11616397-11624142 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Smc ABC_SMC3_euk SMC_N SbcC PRK03918 ABC_SMC2_euk ABC_SMC_head ABC_SMC_barmotin SMC_hinge PRK01156 PRK02224 Myosin_tail_1 ABC_SMC1_euk ABC_Class2 COG1340 RecN CALCOCO1 ABC_SMC4_euk MAD COG4717 SCP-1 PRK11281 COG4942 DUF827 HOOK Filament mukB EzrA COG1579 PRK04778 ABC_ATPase MukB recF Caldesmon COG3883 RecF HEC1 ERM COG4372 COG5022 PRK10246 DUF869 PRK10929 NtpI ABC_Rad50 TPR_MLP1_2 PRK05771 COG1106 GlnQ TACC Tektin COG3593 ABC_tran EzrA PRK12704 ABC_cobalt_CbiO_domain1 	cell.division	31_2

CUST_15020_PI399408534	2	-0.03835678	0.1522789	0.0678854	-0.09121418	0.03835678	-0.16923428	35_18201	"Cluster: Helix-loop-helix-like protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Helix-loop-helix-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ZKI8	"CHR5V7|COORD:22234496..22236219| ILR3 (IAA-LEUCINE RESISTANT3); DNA binding / transcription factor"	AT5G54680.1	CHR08V5|COORD:2145187..2140185|protein bHLH transcription factor, putative, expressed	LOC_Os08g04390.3	"no descriptionweakly similar to ( 176)AT5G54680| Symbols: ILR3 | ILR3 (IAA-LEUCINE RESISTANT3); DNA binding / transcription factor | chr5:22234496-22236219 FORWARD"	RNA.regulation of transcription.bHLH,Basic Helix-Loop-Helix family	27_3_6

CUST_15247_PI403524517	2	0.16363907	-0.6506367	-0.046279907	-0.03502655	0.12274742	0.03502655	35_4395	"Cluster: Putative adiponectin receptor 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative adiponectin receptor 1 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6ETK9	"CHR2V7|COORD:10272712..10274425| HHP3 (heptahelical protein 3); receptor"	AT2G24150.1	CHR06V5|COORD:26695436..26692490|protein haemolysin-III related family protein, expressed	LOC_Os06g44250.1	"no descriptionmoderately similar to ( 300)AT2G24150| Symbols: HHP3 | HHP3 (heptahelical protein 3); receptor | chr2:10272712-10274425 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned HlyIII COG1272 PRK12678 PRK07764 PRK07003 TT_ORF1"	not assigned.unknown	35_2

CUST_17885_PI404877155	2	-0.04759407	-0.07239151	0.012145042	-0.012144089	0.10227585	0.039431572	HVSMEa0005E13r2_s_at	putative 29 kDa ribonucleoprotein A, chloroplast precursor [Oryza sativa (japonica cultivar-group)] dbj|BAC10140.1| putative 29 kDa ribonucl	NP_917982.1	29 kDa ribonucleoprotein, chloroplast, putative / RNA-binding protein cp29, putative	At2g37220.1	protein RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain), putative	Os07g43810	putative RNA-binding protein/PUB1  T01253	RNA.RNA binding	27_4

CUST_101257_PI403524517	2	0.119501114	0.0035181046	-0.1493063	0.032896996	-0.10415554	-0.0035181046	35_28900	Rep: OSJNBb0065J09.4 protein - Oryza sativa (Rice)	UniRef90_Q7XKG5	CHR2V7|COORD:424253..425677| calcium ion binding	AT2G01918.1	CHR04V5|COORD:25948810..25949456|protein oxygen-evolving enhancer protein 3, chloroplast precursor, putative	LOC_Os04g44200.1	 no descriptionweakly similar to ( 111)AT2G01918| Symbols:  | calcium ion binding | chr2:424253-425677 REVERSEvery weakly similar to (74.7)PSBQ_SPIOLOxygen-evolving enhancer protein 3, chloroplast precursor - Spinacia oleracea (Spinach)not assigned not assigned PsbQ 	PS.lightreaction.photosystem II.PSII polypeptide subunits	1_1_1_2

CUST_30645_PI399408534	2	0.10348034	0.14251804	-0.12366009	-0.14289093	-0.07501793	0.07501793	35_18941	"Cluster: Os01g0621300 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0621300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JL61	"CHR2V7|COORD:19046450..19049244| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G61670.1); similar to unknown [Striga asiatica] (GB:ABE66402.1);"	AT2G46380.1	CHR01V5|COORD:25095105..25089478|protein expressed protein	LOC_Os01g43330.1	"no descriptionmoderately similar to ( 220)AT2G46380| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G61670.1); similar to unknown [Striga asiatica] (GB:ABE66402.1); similar to Os02g0258300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001046475.1); similar to Os06g0524300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001057757.1); contains domain Zinc beta-ribbon (SSF57783) | chr2:19046450-19049244 FORWARD"	signalling.G-proteins	30_5

CUST_69958_PI403524517	2	-0.14809227	-0.09386158	-0.532475	0.7448416	0.3629284	0.093860626	35_20018	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53JF1	"CHR1V7|COORD:5675918..5678679| SR45 (arginine/serine-rich 45); RNA binding"	AT1G16610.2	CHR11V5|COORD:14497153..14497916|protein expressed protein	LOC_Os11g26190.1	no description	not assigned.unknown	35_2

CUST_19398_PI404877155	2	0.035824776	0.27300358	-0.031036377	-0.08809662	-0.050110817	0.031036377	rbags16c12_s_at	putative GTP binding protein [Oryza sativa (japonica cultivar-group)] dbj|BAC06946.1| putative GTP binding protein [Oryza sativa (japonica	NP_911060.1	GTP-binding protein-related	At1g50920.1	protein Nucleolar GTP-binding protein 1 (NOG1), putative	Os06g09570	putative GTP binding protein	signalling.G-proteins	30_5

CUST_11601_PI403524517	2	0.0137143135	0.039697647	0.0016360283	-0.0016360283	-0.53240824	-0.29575968	35_3293	"Cluster: Putative oligosaccharyl transferase STT3 subunit; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative oligosaccharyl transferase STT3 subunit - O"	UniRef90_Q6F2Z1	"CHR5V7|COORD:6652651..6658216| STT3A (STAUROSPORIN AND TEMPERATURE SENSITIVE 3-LIKE A); oligosaccharyl transferase"	AT5G19690.1	CHR05V5|COORD:25733970..25727978|protein oligosaccharyl transferase STT3 subunit, putative, expressed	LOC_Os05g44360.1	"no descriptionhighly similar to ( 707)AT5G19690| Symbols: STT3A | STT3A (STAUROSPORIN AND TEMPERATURE SENSITIVE 3-LIKE A); oligosaccharyl transferase | chr5:6652651-6658216 FORWARDnot assigned STT3 COG1287"	not assigned.no ontology	35_1

CUST_83301_PI403524517	2	0.18227959	-0.24315071	-0.034540176	0.034540176	0.19275284	-0.122122765	35_23887	"Cluster: Tubby protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Tubby protein, putative, expressed - Oryza sativa (japonica cultiv"	UniRef90_Q2QXB2	"CHR1V7|COORD:8864948..8866595| AtTLP10 (TUBBY LIKE PROTEIN 10); phosphoric diester hydrolase/ transcription factor"	AT1G25280.1	CHR12V5|COORD:3216728..3211526|protein tubby-like protein, putative, expressed	LOC_Os12g06630.2	"no descriptionmoderately similar to ( 304)AT1G25280| Symbols: AtTLP10 | AtTLP10 (TUBBY LIKE PROTEIN 10); phosphoric diester hydrolase/ transcription factor | chr1:8865663-8866595 FORWARDnot assigned Tub"	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_33111_PI403524517	2	0.043290615	0.46929884	0.855145	-0.08458519	-0.04329014	-0.08959484	35_9547	"Cluster: Hypothetical protein P0474F11.3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0474F11.3 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6K720	CHR3|COORD:3016545..3018988| protein kinase, putative, similar to protein kinase (Lophopyrum elongatum) gi:13022177:gb:AAK11674	AT3G09830.2	CHR02V5|COORD:35188442..35184524|protein protein kinase APK1A, chloroplast precursor, putative, expressed	LOC_Os02g57420.1	 no descriptionweakly similar to ( 155)AT3G09830| Symbols:  | protein kinase, putative | chr3:3017204-3018701 FORWARDvery weakly similar to (63.9)NORK_PEANodulation receptor kinase precursor - Pisum sativum (Garden pea)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07003 Atrophin-1 PRK07764 TyrKc Pkinase_Tyr PTKc APC_basic Tymo_45kd_70kd PTKc_EGFR_like HPC2 PTKc_Jak_rpt2 DUF1421 PTKc_c-ros Herpes_BLLF1 PTKc_Syk_like PRK10856 AF-4 Extensin_2 	protein.postranslational modification.kinase.receptor like cytoplasmatic kinase VII	29_4_1_57

CUST_84493_PI403524517	2	-0.037220955	0.46649933	0.037220955	-0.19100189	-0.22920322	0.067025185	35_24211	"Cluster: ABC transporter, transmembrane region:ABC transporter; n=1; Kineococcus radiotolerans SRS30216|Rep: ABC transporter, transmembrane region:ABC transport"	UniRef90_Q412U6	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	CHR10V5|COORD:3712113..3714512|protein expressed protein	LOC_Os10g07080.1	no description	not assigned.unknown	35_2

CUST_162863_PI403524517	2	0.27138138	0.1010437	-0.09269047	0.09269047	-0.400517	-0.32726717	35_45425	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_15722_PI404877155	2	-0.17343235	-0.022649765	0.029013634	0.022649765	-0.2390604	0.064888	Contig9559_at	OSJNBa0060D06.18 [Oryza sativa (japonica cultivar-group)]	CAE03552.1	calcium exchanger (CAX2)	At3g13320.1	protein calcium/proton exchanger	Os04g55940	gi|32488880|emb|CAE03552.1| OSJNBa0060D06.18	transport.calcium	34_21

CUST_50194_PI403524517	2	0.87044334	0.44218254	-0.76309204	-0.44218254	-1.499546	0.5589862	35_14323	Rep: Hypothetical protein p23k-1 - Hordeum vulgare (Barley)	UniRef90_Q0KKC6	0	0	CHR04V5|COORD:14015791..14016744|protein jasmonate-induced protein, putative	LOC_Os04g24478.1	no descriptionmoderately similar to ( 274)JI23_HORVU23 kDa jasmonate-induced protein - Hordeum vulgare (Barley)	not assigned.unknown	35_2

CUST_21778_PI403524517	2	0.04538393	-0.18170118	-0.012057304	0.016889095	0.012056828	-0.4073515	35_6323	"Cluster: Hypothetical protein OSJNBb0092E21.14; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0092E21.14 - Oryza sativa (japonica"	UniRef90_Q6L4Y0	CHR1V7|COORD:7593502..7604141| preprotein translocase secA family protein	AT1G21650.1	CHR05V5|COORD:20642853..20638308|protein zinc finger, C3HC4 type family protein, expressed	LOC_Os05g34880.2	no descriptionweakly similar to ( 146)AT1G21650| Symbols:  | preprotein translocase secA family protein | chr1:7593502-7604141 REVERSEnot assigned not assigned not assigned not assigned not assigned WD40	protein.targeting.chloroplast	29_3_3

CUST_14263_PI403524517	2	0.18876934	0.49215698	0.018435478	-0.3754921	-0.31782627	-0.018434525	35_4091	"Cluster: Putative GDSL-like lipase/hydrolase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative GDSL-like lipase/hydrolase - Oryza sativa (japonica"	UniRef90_Q75II0	CHR5V7|COORD:18545827..18547391| GDSL-motif lipase/hydrolase family protein	AT5G45670.1	CHR01V5|COORD:30688603..30690949|protein anther-specific proline-rich protein APG, putative, expressed	LOC_Os01g52770.1	no descriptionmoderately similar to ( 343)AT5G45670| Symbols:  | GDSL-motif lipase/hydrolase family protein | chr5:18545827-18547391 FORWARDweakly similar to ( 113)APG_BRANAAnther-specific proline-rich protein APG - Brassica napus (Rape)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned SGNH_plant_lipase_like fatty_acyltransferase_like Herpes_BLLF1 PRK12323 APC_basic PRK07764 Triacylglycerol_lipase_like Tymo_45kd_70kd PRK07003 Pneumo_att_G	misc.GDSL-motif lipase	26_28

CUST_1952_PI403524517	2	-0.9920273	0.5706806	0.08717728	0.15698433	-0.4400816	-0.08717728	35_517	"Cluster: UDP-glucose 6-dehydrogenase, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: UDP-glucose 6-dehydrogenase, putative, expressed - O"	UniRef90_Q10CK6	"CHR1V7|COORD:9182788..9184233| ATUGD1/UGD1 (UDP-glucose dehydrogenase 1); UDP-glucose 6-dehydrogenase"	AT1G26570.1	CHR12V5|COORD:14885249..14887821|protein UDP-glucose 6-dehydrogenase, putative, expressed	LOC_Os12g25690.1	" no descriptionvery weakly similar to (92.8)AT1G26570| Symbols: UGD1, ATUGD1 | ATUGD1/UGD1 (UDP-glucose dehydrogenase 1); UDP-glucose 6-dehydrogenase | chr1:9182788-9184233 FORWARDvery weakly similar to (93.2)UGDH_SOYBNUDP-glucose 6-dehydrogenase - Glycine max (Soybean)not assigned "	cell wall.precursor synthesis.UGD	10_1_4

CUST_56233_PI403524517	2	-0.23236084	-0.043424606	0.3025179	0.08629608	0.043423653	-0.04809475	35_16006	"Cluster: Hypothetical protein OSJNBa0053L11.37; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0053L11.37 - Oryza sativa (japonica"	UniRef90_Q6K3E0	"CHR3V7|COORD:2243159..2244482| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G25170.1); similar to expressed protein [Oryza sativa (japonica"	AT3G07090.1	CHR02V5|COORD:34875144..34873620|protein thioredoxin, putative, expressed	LOC_Os02g56900.1	" no descriptionvery weakly similar to (68.6)AT3G07090| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G25170.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABB47783.1); similar to unknown protein [Oryza sativa] (GB:AAG16855.1); similar to Os02g0814000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001048488.1); contains InterPro domain Protein of unknown function DUF862, eukaryotic; (InterPro:IPR008580) | chr3:2243159-2244482 REVERSE"	not assigned.unknown	35_2

CUST_63003_PI403524517	2	0.008740425	0.18491554	-0.008741379	-0.09870148	0.03340912	-0.090735435	35_17973	"Cluster: Putative steroid membrane binding protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative steroid membrane binding protein - Oryza sativa (j"	UniRef90_Q9FVZ9	CHR5V7|COORD:21230347..21231783| MSBP1 (ARABIDOPSIS THALIANA MEMBRANE-ASSOCIATED PROGESTERONE BINDING PROTEIN 5)	AT5G52240.1	CHR10V5|COORD:18839202..18836715|protein membrane steroid-binding protein 1, putative, expressed	LOC_Os10g35850.1	 no descriptionweakly similar to ( 190)AT5G52240| Symbols: ATMP1, ATMAPR5, MSBP1 | MSBP1 (ARABIDOPSIS THALIANA MEMBRANE-ASSOCIATED PROGESTERONE BINDING PROTEIN 5) | chr5:21230347-21231783 FORWARDnot assigned not assigned Cyt-b5 	redox.ascorbate and glutathione	21_2

CUST_97541_PI403524517	2	0.35691833	-1.3082371	-0.81579685	0.6920881	0.15391064	-0.15390968	35_27854	"Cluster: Os01g0846800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0846800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JHS2	CHR3V7|COORD:20623745..20626709| regulator of chromosome condensation (RCC1) family protein	AT3G55580.1	CHR01V5|COORD:36706478..36712238|protein expressed protein	LOC_Os01g62810.3	no descriptionweakly similar to ( 185)AT3G55580| Symbols:  | regulator of chromosome condensation (RCC1) family protein | chr3:20623745-20626709 FORWARDnot assigned not assigned not assigned not assigned ATS1	cell.division	31_2

CUST_69939_PI403524517	2	-0.0012025833	-0.296813	-0.16213036	0.0012025833	0.035373688	0.003868103	35_20011	"Cluster: Putative hASNA-I; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative hASNA-I - Oryza sativa (japonica cultivar-group)"	UniRef90_Q64MA8	CHR1V7|COORD:313595..315831| anion-transporting ATPase, putative	AT1G01910.2	CHR09V5|COORD:20374723..20371287|protein arsenical pump-driving ATPase, putative, expressed	LOC_Os09g34970.1	 no descriptionmoderately similar to ( 277)AT1G01910| Symbols:  | anion-transporting ATPase, putative | chr1:313595-315831 REVERSEnot assigned not assigned not assigned not assigned ArsA_ATPase ArsA_ATPase ArsA ArsA PRK12323 	transport.unspecified anions.arsenite-transporting ATPase	34_18_1

CUST_16936_PI403524517	2	-0.03981018	0.3956051	-0.05113125	-0.061767578	0.07003403	0.039809227	35_4893	"Cluster: Os08g0374200 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os08g0374200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J636	CHR4|COORD:6719203..6722198| expressed protein	AT4G10970.3	CHR08V5|COORD:17390235..17385523|protein expressed protein	LOC_Os08g28690.1	"no descriptionweakly similar to ( 107)AT4G10970| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G23910.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD05314.1) | chr4:6719714-6721881 REVERSE"	not assigned.unknown	35_2

CUST_7719_PI403524517	2	0.16367292	0.4890194	0.33620358	-0.26876163	-0.16367292	-0.19349003	35_2148	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_1168_PI403524517	2	0.42766476	-0.020531654	0.020531654	-0.3324356	-0.62405586	0.23968554	35_309	"Cluster: Phosphoenolpyruvate carboxylase, housekeeping isozyme; n=1; Saccharum sp.|Rep: Phosphoenolpyruvate carboxylase, housekeeping isozyme - Saccharum hybrid"	UniRef90_P29193	"CHR3V7|COORD:5025591..5029483| ATPPC3 (PHOSPHOENOLPYRUVATE CARBOXYLASE 3); phosphoenolpyruvate carboxylase"	AT3G14940.1	CHR08V5|COORD:16837728..16831868|protein phosphoenolpyruvate carboxylase 2, putative, expressed	LOC_Os08g27840.1	" no descriptionmoderately similar to ( 241)AT3G14940| Symbols: ATPPC3 | ATPPC3 (PHOSPHOENOLPYRUVATE CARBOXYLASE 3); phosphoenolpyruvate carboxylase | chr3:5025591-5029483 FORWARDmoderately similar to ( 278)CAPP1_SACHYPhosphoenolpyruvate carboxylase, housekeeping isozyme - Saccharum hybrid (Sugarcane)PEPcase PRK00009 Ppc "	glycolysis.PEPCase	4_14

CUST_2459_PI403524517	2	-0.03715706	0.2912712	-0.111831665	0.09069729	-0.053510666	0.03715706	35_668	"Cluster: Phosphatidylinositol 3-and 4-kinase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Phosphatidylinositol 3-and 4-kinase-like - Oryza sativa"	UniRef90_Q6K881	CHR2V7|COORD:19093813..19095606| phosphatidylinositol 3- and 4-kinase family protein / ubiquitin family protein	AT2G46500.2	CHR06V5|COORD:13603918..13600952|protein phosphatidylinositol 3- and 4-kinase family protein, expressed	LOC_Os06g23290.5	no descriptionhighly similar to ( 596)AT2G46500| Symbols:  | phosphatidylinositol 3- and 4-kinase family protein / ubiquitin family protein | chr2:19093813-19095606 REVERSEnot assigned PI3_PI4_kinase ubiquitin	protein.degradation.ubiquitin	29_5_11

CUST_160295_PI403524517	2	0.16574717	-0.2114706	0.35630178	-0.09289122	0.09289122	-0.46062803	35_44731	"Cluster: Os04g0565500 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os04g0565500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JAZ8	CHR5V7|COORD:26412181..26413547| amino acid transporter family protein	AT5G65990.1	CHR04V5|COORD:28124173..28122496|protein amino acid transport protein, putative, expressed	LOC_Os04g47780.1	no descriptionweakly similar to ( 139)AT5G65990| Symbols:  | amino acid transporter family protein | chr5:26412181-26413547 FORWARDnot assigned not assigned not assigned Aa_trans SdaC	transport.amino acids	34_3

CUST_40086_PI403524517	2	0.31363487	-0.38126945	-0.050047874	0.05004835	-0.17428303	0.20750237	35_11529	"Cluster: Os12g0117800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os12g0117800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IQJ2	"CHR3V7|COORD:2612652..2613602| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G22900.1); similar to Os12g0117800 [Oryza sativa (japonica"	AT3G08600.1	CHR12V5|COORD:876652..875293|protein expressed protein	LOC_Os12g02550.1	"no descriptionweakly similar to ( 159)AT3G08600| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G22900.1); similar to Os12g0117800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001066004.1); similar to Os11g0118600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001065599.1); similar to hypothetical protein-like protein [Sorghum bicolor] (GB:AAO16689.1); contains InterPro domain Protein of unknown function DUF1191; (InterPro:IPR010605) | chr3:2612652-2613602 FORWARDDUF1191"	not assigned.unknown	35_2

CUST_66263_PI403524517	2	0.023033142	0.12802792	-0.086037636	-0.09604645	-0.0065612793	0.006562233	35_18923	Rep: Blr0521 protein - Bradyrhizobium japonicum	UniRef90_Q89X06	CHR4V7|COORD:10275928..10278502| leucine-rich repeat family protein / extensin family protein	AT4G18670.1	CHR05V5|COORD:7429610..7425651|protein glycoprotein X precursor, putative, expressed	LOC_Os05g13420.1	no descriptionnot assigned not assigned not assigned not assigned not assigned Atrophin-1 PRK07764 PRK07003 PRK12323 HPC2 Tymo_45kd_70kd	not assigned.unknown	35_2

CUST_23768_PI403524517	2	0.18066883	0.012553215	-0.43076324	-0.13274193	-0.012552261	0.121788025	35_6905	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q75GL2	"CHR4V7|COORD:8450562..8453941| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G22810.1); similar to Protein of unknown function DUF828, plant"	AT4G14740.2	CHR03V5|COORD:24232104..24225603|protein expressed protein	LOC_Os03g43510.1	" no descriptionmoderately similar to ( 320)AT4G14740| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G22810.1); similar to Protein of unknown function DUF828, plant [Medicago truncatula] (GB:ABE80297.1); contains InterPro domain Pleckstrin-like, plant; (InterPro:IPR013666); contains InterPro domain Protein of unknown function DUF828, plant; (InterPro:IPR008546) | chr4:8450562-8452674 REVERSEnot assigned not assigned PH_2 DUF828 Atrophin-1 Tymo_45kd_70kd "	not assigned.unknown	35_2

CUST_15049_PI404877155	2	0.01296711	-0.06465912	-0.01296711	-0.040647507	0.04918003	0.036362648	Contig8914_s_at	OSJNBa0006M15.17 [Oryza sativa (japonica cultivar-group)] ref|XP_472721.1| OSJNBa0006M15.17 [Oryza sativa (japonica cultivar-group)]	CAE02574.2	expressed protein	At1g22200.1	protein expressed protein	Os03g20520	gi|32480309|emb|CAE02579.1| OSJNBa0006M15.22	lipid metabolism.FA synthesis and FA elongation	11_1

CUST_72167_PI403524517	2	-0.08917999	0.09404373	0.03162384	-0.08588982	0.06074047	-0.031624794	35_20686	"Cluster: Hypothetical protein P0459B04.13; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0459B04.13 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5JL20	CHR2V7|COORD:16496169..16496452| similar to Os01g0974800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001045558.1)	AT2G39500.1	0	0	no description	not assigned.unknown	35_2

CUST_178732_PI403524517	2	-2.066208	1.3462114	0.56888294	-0.0377903	0.0377903	-1.2414093	35_49711	Rep: Catalase isozyme 2 - Hordeum vulgare (Barley)	UniRef90_P55308	"CHR1V7|COORD:7146802..7149599| CAT1 (CATALASE 1); catalase"	AT1G20630.1	CHR02V5|COORD:827644..824850|protein catalase isozyme A, putative, expressed	LOC_Os02g02400.1	"no descriptionvery weakly similar to (92.0)AT1G20630| Symbols: CAT1 | CAT1 (CATALASE 1); catalase | chr1:7146802-7149599 FORWARDweakly similar to ( 141)CATA2_HORVUCatalase isozyme 2 - Hordeum vulgare (Barley)not assigned catalase"	redox.dismutases and catalases	21_6

CUST_44562_PI403524517	2	-2.0183496	0.5709791	0.037724495	1.0532937	-1.4711003	-0.037724495	35_12783	"Cluster: Putative phytosulfokine receptor; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative phytosulfokine receptor - Oryza sativa (japonica cultivar-g"	UniRef90_Q6ET59	CHR1V7|COORD:27221341..27224628| leucine-rich repeat transmembrane protein kinase, putative	AT1G72300.1	CHR02V5|COORD:3095182..3092568|protein phytosulfokine receptor precursor, putative, expressed	LOC_Os02g06190.1	 no descriptionweakly similar to ( 127)AT1G72300| Symbols:  | leucine-rich repeat transmembrane protein kinase, putative | chr1:27221341-27224628 REVERSEweakly similar to ( 106)PSKR_DAUCAPhytosulfokine receptor precursor - Daucus carota (Carrot)not assigned not assigned not assigned not assigned 	stress.biotic	20_1

CUST_16682_PI403524517	2	-0.14946175	-0.45439053	0.12411213	0.19046402	0.20381927	-0.12411213	35_4816	"Cluster: Glycosyl hydrolases family 17 protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Glycosyl hydrolases family 17 protein, expressed - O"	UniRef90_Q10P58	CHR1V7|COORD:11907288..11908783| glycosyl hydrolase family 17 protein	AT1G32860.1	CHR03V5|COORD:7689579..7686670|protein glucan endo-1,3-beta-glucosidase 7 precursor, putative, expressed	LOC_Os03g14210.1	 no descriptionweakly similar to ( 195)AT2G27500| Symbols:  | hydrolase, hydrolyzing O-glycosyl compounds | chr2:11759442-11760592 REVERSEweakly similar to ( 135)E13D_HORVUGlucan endo-1,3-beta-glucosidase GIV - Hordeum vulgare (Barley)not assigned not assigned Glyco_hydro_17 PRK12678 	misc.beta 1,3 glucan hydrolases	26_4

CUST_74393_PI403524517	2	0.04361534	-0.056658745	0.0	0.0	0.07060528	-0.061597824	35_21334	"Cluster: Similar to AT5g49210/K21P3_8; n=1; Oryza sativa (japonica cultivar-group)|Rep: Similar to AT5g49210/K21P3_8 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53PX1	CHR5|COORD:19967069..19968910| expressed protein	AT5G49210.2	CHR11V5|COORD:2243075..2240903|protein expressed protein	LOC_Os11g05120.1	"no descriptionvery weakly similar to (83.2)AT5G49210| Symbols:  | similar to cupin family protein [Arabidopsis thaliana] (TAIR:AT2G18540.1); similar to unknown [Brassica rapa] (GB:ABB97028.1) | chr5:19967319-19968690 FORWARD"	not assigned.unknown	35_2

CUST_68997_PI403524517	2	0.03799534	-0.45996475	-0.009301186	-0.029773712	0.009301186	0.054854393	35_19742	"Cluster: Putative serine/threonine kinase 38; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative serine/threonine kinase 38 - Oryza sativa (japonica cult"	UniRef90_Q5SNF8	CHR4V7|COORD:15960149..15964299| protein kinase, putative	AT4G33080.1	CHR01V5|COORD:4628167..4618480|protein serine/threonine-protein kinase 38, putative, expressed	LOC_Os01g09200.1	no descriptionmoderately similar to ( 236)AT4G33080| Symbols:  | kinase | chr4:15960149-15963601 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc	protein.postranslational modification	29_4

CUST_108018_PI403524517	2	-0.20973206	-0.48928928	0.6259289	0.041880608	0.5383549	-0.041880608	35_30733	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_4449_PI404877155	2	0.041819572	0.24275208	-0.041819572	-0.060028076	-0.22171307	0.17968655	Contig15398_at	auxin transport protein (BIG) [Arabidopsis thaliana]	NP_186875.2	auxin transport protein (BIG)	At3g02260.1	protein Putative zinc finger in N-recognin	Os09g07300	gi|30678519|ref|NP_186875.2| expressed protein	RNA.regulation of transcription.unclassified	27_3_99

CUST_6383_PI404877155	2	0.062992096	0.09562302	-0.062992096	-0.13878918	-0.23371792	0.09279251	Contig19081_at	OSJNBb0103I08.11 [Oryza sativa (japonica cultivar-group)] ref|XP_473370.1| OSJNBb0103I08.11 [Oryza sativa (japonica cultivar-group)]	CAD41272.2	transporter, putative	At5g53550.1	protein transposon protein, putative, unclassified	Os04g45860	"similar to transporter, putative [Arabidopsis thaliana] (TAIR:At5g53550.1); similar to oligopeptide transporter OPT family protein [Arabidopsis thaliana] (TAIR:At5g41000.1); similar to oligopeptide transporter OPT family protein [Arabidopsis thaliana] (TA"	transport.metal	34_12

CUST_475_PI399407379	2	-0.32899666	-0.26885605	0.592206	-0.28162098	0.33275986	0.2688551	HvABI5									

CUST_84964_PI403524517	2	-0.017541409	0.45977688	0.13816023	-0.13033056	0.017541409	-0.06124258	35_24343	"Cluster: Os01g0674100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0674100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JKH6	CHR3|COORD:21697718..21704818| protein kinase family protein, contains eukaryotic protein kinase domain, INTERPRO:IPR000719	AT3G58640.2	CHR01V5|COORD:28029324..28019405|protein ATP binding protein, putative, expressed	LOC_Os01g48330.1	no descriptionweakly similar to ( 149)AT3G58640| Symbols:  | protein kinase family protein | chr3:21698130-21703652 REVERSE	protein.postranslational modification	29_4

CUST_4915_PI404877155	2	0.26282692	0.49825191	-0.37833595	-0.027668953	-0.23824883	0.027668	Contig16258_at	OSJNBa0027G07.10 [Oryza sativa (japonica cultivar-group)]	CAE04374.1	monosaccharide transporter, putative	At1g34580.1	protein hypothetical protein	Os02g36490	gi|32489189|emb|CAE04374.1| OSJNBa0027G07.10	transporter.sugars	34_2

CUST_19215_PI404877155	2	0.24484348	0.4297123	0.11631584	-0.55244064	-0.43031693	-0.116316795	rbaal14f06_at	MADS-box protein 5 [Hordeum vulgare subsp. vulgare]	CAB97352.1	0	0	0	0	NONE	RNA.regulation of transcription.MADS box transcription factor family	27_3_24

CUST_139828_PI403524517	2	0.16298485	0.107097626	0.0025510788	-0.0025501251	-0.12836456	-0.05183983	35_39213	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_34007_PI399408534	2	0.31304455	0.011550903	-0.01154995	-0.06604576	-0.05282879	0.30654812	35_10057	Rep: Scl1 protein - Oryza sativa (Rice)	UniRef90_Q9ZTB0	CHR2V7|COORD:18625185..18627107| scarecrow transcription factor family protein	AT2G45160.1	CHR02V5|COORD:26835716..26838462|protein SCARECROW gene regulator, putative, expressed	LOC_Os02g44360.1	no descriptionvery weakly similar to (85.5)AT2G45160| Symbols:  | scarecrow transcription factor family protein | chr2:18625185-18627107 REVERSE	RNA.regulation of transcription.GRAS transcription factor family	27_3_21

CUST_15820_PI404877155	2	-0.28339148	0.24637365	0.024368763	-0.024368286	-0.20957279	0.06920719	Contig9679_at	thioesterase family protein [Arabidopsis thaliana] dbj|BAA98194.1| unnamed protein product [Arabidopsis thaliana]	NP_199648.1	thioesterase family protein	At5g48370.1	protein expressed protein	Os09g34190	thioesterase family	lipid metabolism.lipid degradation.beta-oxidation	11_9_4

CUST_74939_PI403524517	2	0.012476921	-0.6085539	-0.14884949	-0.012477875	0.031924248	0.060447693	35_21484	"Cluster: DNA polymerase delta catalytic subunit; n=2; Oryza sativa|Rep: DNA polymerase delta catalytic subunit - Oryza sativa (Rice)"	UniRef90_Q9LRE6	CHR5V7|COORD:25616823..25623842| DNA-directed DNA polymerase delta catalytic subunit, putative (POLD1)	AT5G63960.1	CHR11V5|COORD:4393710..4383363|protein DNA polymerase delta catalytic subunit, putative, expressed	LOC_Os11g08330.1	 no descriptionhighly similar to ( 515)AT5G63960| Symbols:  | DNA-directed DNA polymerase delta catalytic subunit, putative (POLD1) | chr5:25616823-25623842 FORWARDhighly similar to ( 742)DPOD1_ORYSAnot assigned not assigned not assigned DNA_pol_B PolB PRK05762 PRK05761 POLBc 	DNA.synthesis/chromatin structure	28_1

CUST_11118_PI403524517	2	0.2580347	-0.05251789	0.05251789	-0.059002876	-0.40011406	0.0975256	35_3147	Rep: OSJNBa0065H10.9 protein - Oryza sativa (Rice)	UniRef90_Q5CAF8	CHR3V7|COORD:2022602..2033643| BAP28-related	AT3G06530.1	CHR04V5|COORD:27225370..27240995|protein HEAT repeat family protein, expressed	LOC_Os04g46310.1	no descriptionvery weakly similar to (52.0)AT3G06530| Symbols:  | BAP28-related | chr3:2022602-2033643 FORWARD	not assigned.no ontology	35_1

CUST_109566_PI403524517	2	0.12980461	-0.0382185	0.29841852	-0.055994034	0.0382185	-0.12514639	35_31139	"Cluster: Hypothetical protein OJ1261C08.4; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1261C08.4 - Oryza sativa (japonica cultivar-g"	UniRef90_Q84JV9	"CHR3V7|COORD:8260066..8261661| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G51670.1); similar to P0650D04.6 [Oryza sativa (japonica"	AT3G23160.1	CHR03V5|COORD:9020552..9018616|protein expressed protein	LOC_Os03g16390.1	"no descriptionvery weakly similar to (66.2)AT3G23160| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G51670.1); similar to P0650D04.6 [Oryza sativa (japonica cultivar-group)] (GB:CAI44602.1); contains InterPro domain Protein of unknown function DUF668; (InterPro:IPR007700) | chr3:8260066-8261661 REVERSE"	not assigned.unknown	35_2

CUST_160397_PI403524517	2	-0.101854324	0.06588936	-0.025382996	-0.048623085	0.025382996	0.07178497	35_44758	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XDQ5	"CHR2V7|COORD:1480274..1481980| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G12700.1); similar to Os10g0456400 [Oryza sativa (japonica"	AT2G04280.1	CHR10V5|COORD:16346121..16348484|protein expressed protein	LOC_Os10g31810.1	" no descriptionweakly similar to ( 120)AT2G04280| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G12700.1); similar to Os10g0456400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001064754.1); similar to Proteinase inhibitor I4, serpin [Medicago truncatula] (GB:ABE79305.1); contains domain YggU-like (SSF69786) | chr2:1480274-1481980 REVERSE"	not assigned.unknown	35_2

CUST_34171_PI403524517	2	0.1731739	-0.032078743	0.005566597	-0.046067238	-0.0055675507	0.14671516	35_9852	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_76538_PI403524517	2	0.016550064	0.061466217	0.013920784	-0.013920784	-0.12880802	-0.026936531	35_21944	"Cluster: Putative ES2 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ES2 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q656K0	CHR3V7|COORD:2487497..2489023| DGCR14-related	AT3G07790.1	CHR06V5|COORD:17811061..17815175|protein DGCR14 protein, putative, expressed	LOC_Os06g30710.3	no descriptionmoderately similar to ( 366)AT3G07790| Symbols:  | DGCR14-related | chr3:2487497-2489023 FORWARDnot assigned	not assigned.no ontology	35_1

CUST_154899_PI403524517	2	-0.061374187	0.75938606	0.29047632	-0.30481148	-0.277205	0.06137371	35_43276	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_40979_PI403524517	2	0.18170166	0.0012016296	0.19043732	-0.2673788	-0.0012025833	-0.07398033	35_11782	"Cluster: La domain containing protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: La domain containing protein, expressed - Oryza sativa (japon"	UniRef90_Q10AA9	CHR5V7|COORD:6387912..6389857| heavy-metal-associated domain-containing protein	AT5G19090.1	CHR03V5|COORD:36210423..36204457|protein la domain containing protein, expressed	LOC_Os03g64190.2	no descriptionnot assigned not assigned not assigned not assigned	not assigned.unknown	35_2

CUST_165420_PI403524517	2	0.0082407	0.25637197	0.03595972	-0.025578499	-0.14326	-0.008240223	35_46098	"Cluster: Mannitol transporter, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Mannitol transporter, putative, expressed - Oryza sativa"	UniRef90_Q10QG5	CHR2V7|COORD:7003809..7005523| mannitol transporter, putative	AT2G16120.1	CHR03V5|COORD:5077357..5079808|protein polyol transporter protein 4, putative, expressed	LOC_Os03g10090.1	 no descriptionvery weakly similar to (60.1)AT2G16120| Symbols:  | mannitol transporter, putative | chr2:7003809-7005523 REVERSE	transporter.sugars	34_2

CUST_77836_PI403524517	2	0.025092602	-0.22133827	0.12380457	0.08467913	-0.025092602	-0.13362932	35_22316	"Cluster: Os07g0265100 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os07g0265100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D7C6	CHR2V7|COORD:9090272..9090768| similar to Os07g0265100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001059333.1)	AT2G21195.1	CHR07V5|COORD:9404144..9405525|protein expressed protein	LOC_Os07g16150.1	no descriptionvery weakly similar to (50.1)AT2G21195| Symbols:  | unknown protein | chr2:9090397-9090768 FORWARD	not assigned.unknown	35_2

CUST_95502_PI403524517	2	0.08782673	0.38478947	0.019598007	-0.09927559	-0.06890011	-0.019598007	35_27294	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_14526_PI403524517	2	-0.030293465	0.32886124	0.030293465	-0.08817482	0.030293465	-0.050584793	35_4177	"Cluster: 40S ribosomal protein S3a; n=5; Oryza sativa|Rep: 40S ribosomal protein S3a - Oryza sativa (Rice)"	UniRef90_P49397	CHR4V7|COORD:16548729..16550227| 40S ribosomal protein S3A (RPS3aB)	AT4G34670.1	CHR03V5|COORD:5254038..5257127|protein 40S ribosomal protein S3a, putative, expressed	LOC_Os03g10340.1	no descriptionvery weakly similar to (50.1)RS3A_ORYSA	protein.synthesis.misc ribososomal protein	29_2_2

CUST_130607_PI403524517	2	0.13566685	-0.2585349	-0.035835743	0.2101531	0.035835743	-0.09160519	35_36677	Rep: Iron transport protein 1 - Oryza sativa (Rice)	UniRef90_Q6R5L9	"CHR5V7|COORD:21773307..21776002| YSL3 (YELLOW STRIPE LIKE 3); oligopeptide transporter"	AT5G53550.1	CHR04V5|COORD:26939713..26935253|protein transposon protein, putative, unclassified, expressed	LOC_Os04g45860.2	"no descriptionweakly similar to ( 108)AT1G48370| Symbols: YSL8 | YSL8 (YELLOW STRIPE LIKE 8); oligopeptide transporter | chr1:17878228-17880924 FORWARDOPT"	transport.peptides and oligopeptides	34_13

CUST_108794_PI403524517	2	-0.16404152	0.057048798	-0.09365845	0.07460117	0.028939247	-0.028939247	35_30937	"Cluster: Hypothetical protein P0683F02.29; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0683F02.29 - Oryza sativa (japonica cultivar-g"	UniRef90_Q94DD4	CHR1V7|COORD:16816094..16817173| DNA binding / ligand-dependent nuclear receptor	AT1G44191.1	CHR01V5|COORD:37460406..37462229|protein sialyltransferase-like protein, putative, expressed	LOC_Os01g63970.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07764 DUF1421 Extensin_2 PRK07003 Tymo_45kd_70kd Drf_FH1 PRK12678 Atrophin-1 Totivirus_coat DUF390 PRK10819 PRK05648 DUF605 PRK06958 PRK08853 IER	not assigned.unknown	35_2

CUST_87717_PI403524517	2	0.15686607	0.016190529	-0.016189575	-0.17400932	0.15825844	-0.18193817	35_25110	Rep: Transcription initiation factor IIB - Oryza sativa (Rice)	UniRef90_Q8W0W3	CHR3V7|COORD:3199912..3201647| transcription initiation factor IIB-2 / general transcription factor TFIIB-2 (TFIIB2)	AT3G10330.1	CHR09V5|COORD:21028488..21031541|protein transcription initiation factor IIB, putative, expressed	LOC_Os09g36440.1	no descriptionweakly similar to ( 183)AT3G10330| Symbols:  | transcription initiation factor IIB-2 / general transcription factor TFIIB-2 (TFIIB2) | chr3:3199912-3201647 FORWARDweakly similar to ( 197)TF2B_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned SUA7 tfb TFIIB_Zn_Ribbon PRK12323 TT_ORF1 PRK07764	RNA.transcription	27_2

CUST_7518_PI404877155	2	-0.1531086	-1.1135778	0.039143562	0.2334404	0.3025484	-0.039144516	Contig2191_at	phosphoethanolamine methyltransferase [Triticum aestivum]	AAL40895.1	phosphoethanolamine N-methyltransferase 2, putative (NMT2)	At1g48600.2	protein expressed protein	Os05g47540	phosphoethanolamine methyltransferase	amino acid metabolism.aspartate family.misc.homocysteine.synthesis	13_1_3_6_2

CUST_45881_PI403524517	2	-0.0061597824	-0.851676	-0.37789822	0.12232876	0.0061588287	0.027682304	35_13146	"Cluster: Hypothetical protein OSJNBa0029G06.23; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0029G06.23 - Oryza sativa (japonica"	UniRef90_Q69TZ4	"CHR2V7|COORD:14224437..14226119| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G44670.1); similar to Os06g0328800 [Oryza sativa (japonica"	AT2G33570.1	CHR06V5|COORD:25144629..25147018|protein expressed protein	LOC_Os06g41910.1	"no descriptionmoderately similar to ( 358)AT2G33570| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G44670.1); similar to Os06g0328800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001057533.1); similar to Os02g0712500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001047907.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD72474.1); contains InterPro domain Protein of unknown function DUF23; (InterPro:IPR008166) | chr2:14224437-14226119 FORWARDnot assigned not assigned not assigned DUF23"	not assigned.unknown	35_2

CUST_75937_PI403524517	2	0.025076866	-0.27794456	-0.23911	0.020540237	0.039938927	-0.020540237	35_21769	"Cluster: Os01g0505400 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0505400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JMH0	CHR5V7|COORD:5724922..5726722| pyruvate decarboxylase family protein	AT5G17380.1	CHR01V5|COORD:17887602..17891794|protein 2-hydroxyphytanoyl-CoA lyase, putative, expressed	LOC_Os01g32080.1	no descriptionweakly similar to ( 187)AT5G17380| Symbols:  | pyruvate decarboxylase family protein | chr5:5724922-5726722 REVERSEnot assigned PRK09259 TPP_BZL_OCoD_HPCL IlvB TPP_POX TPP_enzyme_C TPP_enzymes TPP_AHAS TPP_BFDC PRK05858 PRK08327 TPP_ALS PRK08199 PRK08611 TPP_PDC_IPDC PRK08527 PRK06276 PRK08617 PRK08322 PRK06048 PRK06546 PRK08266 PRK07092 PRK06112 PRK06457	fermentation.PDC	5_2

CUST_95707_PI403524517	2	0.020471573	0.32584858	-0.020471573	-0.11610508	-0.14511871	0.11276913	35_27350	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_78448_PI403524517	2	0.21804523	-0.042947292	0.026025772	-0.026026249	0.05496025	-0.19798326	35_22491	"Cluster: Os01g0660900 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0660900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JKN8	CHR5V7|COORD:25245522..25246898| phosphoglycerate/bisphosphoglycerate mutase family protein	AT5G62840.1	CHR01V5|COORD:27298488..27300479|protein phosphoglycerate mutase family protein, expressed	LOC_Os01g47190.1	no descriptionmoderately similar to ( 216)AT5G62840| Symbols:  | phosphoglycerate/bisphosphoglycerate mutase family protein | chr5:25245522-25246898 REVERSE	not assigned.no ontology	35_1

CUST_17337_PI403524517	2	0.05261135	-0.3751831	-0.07650375	0.06059456	0.08314991	-0.05261135	35_5009	"Cluster: Os03g0333100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os03g0333100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DS53	"CHR1V7|COORD:2060614..2067280| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G42440.1); similar to PREDICTED: hypothetical protein LOC553241"	AT1G06720.1	CHR03V5|COORD:12275908..12286466|protein ribosome biogenesis protein Bms1, putative, expressed	LOC_Os03g21530.1	"no descriptionvery weakly similar to (53.5)AT1G06720| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G42440.1); similar to PREDICTED: hypothetical protein LOC553241 isoform 2 [Danio rerio] (GB:XP_709801.1); similar to PREDICTED: hypothetical protein XP_679814 isoform 1 [Danio rerio] (GB:XP_684906.1); similar to unnamed protein product [Ostreococcus tauri] (GB:CAL57303.1); contains InterPro domain AARP2CN; (InterPro:IPR012948); contains InterPro domain Protein of unknown function DUF663; (InterPro:IPR007034) | chr1:2060614-2067280 REVERSEnot assigned"	not assigned.unknown	35_2

CUST_346_PI404877155	2	0.09427738	0.659379	-0.048139572	-0.14410305	-0.03404045	0.034041405	Contig10250_s_at	putative TATA binding protein-associated factor [Oryza sativa (japonica cultivar-group)] dbj|BAB92191.1| putative TAF6 [Oryza sativa (japoni	NP_918649.1	TATA box-binding protein-associated factor (TAF) family protein	At1g04950.1	protein TATA box binding protein associated factor (TAF), putative	Os01g32750	putative TATA binding protein-associated factor	RNA.regulation of transcription.putative DNA-binding protein	27_3_67

CUST_8858_PI399408534	2	0.017486572	1.1315327	0.6673565	-0.6738949	-0.46254826	-0.017486572	35_20782	"Cluster: Os07g0152000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os07g0152000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D8K4	"CHR1|COORD:10627183..10630594| TCP family transcription factor, putative, similar to TFPD (GI:6681577) (Arabidopsis thaliana); contains similarity to cyc1A"	AT1G30210.2	CHR07V5|COORD:2749514..2755000|protein TCP family transcription factor containing protein, expressed	LOC_Os07g05720.1	 no descriptionweakly similar to ( 118)AT4G18390| Symbols:  | TCP family transcription factor, putative | chr4:10163223-10164320 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TCP PRK07003 Herpes_BLLF1 Atrophin-1 Tymo_45kd_70kd PRK12323 	RNA.regulation of transcription.TCP transcription factor family	27_3_29

CUST_94810_PI403524517	2	0.003045082	-0.04122162	-0.13827229	0.0996809	-0.0030441284	0.04180622	35_27099	"Cluster: D123-like protein [imported]-Arabidopsis thaliana-related; n=1; Medicago truncatula|Rep: D123-like protein [imported]-Arabidopsis thaliana-related - Me"	UniRef90_Q2HSP9	0	0	0	0	no description	not assigned.unknown	35_2

CUST_18851_PI403524517	2	0.0	0.1224699	-0.03980446	-0.13910866	0.009554863	0.0	35_5457	"Cluster: Hypothetical protein At3g56120; n=1; Arabidopsis thaliana|Rep: Hypothetical protein At3g56120 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q93YU6	CHR3V7|COORD:20834222..20837336| Met-10+ like family protein	AT3G56120.1	CHR02V5|COORD:23760009..23755253|protein TRM5 tRNA methyltransferase 5, putative	LOC_Os02g39370.1	no descriptionweakly similar to ( 174)AT3G56120| Symbols:  | Met-10+ like family protein | chr3:20834222-20837336 FORWARDnot assigned COG2520	not assigned.no ontology	35_1

CUST_114_PI399408534	2	-0.052309036	0.13259888	0.083628654	-0.12886524	0.052308083	-0.20187855	35_21521	Rep: Probable lipoxygenase 6 - Oryza sativa (Rice)	UniRef90_Q8H016	"CHR1V7|COORD:5977505..5981377| LOX3 (Lipoxygenase 3); iron ion binding / lipoxygenase"	AT1G17420.1	CHR03V5|COORD:4166275..4172656|protein lipoxygenase 6, putative, expressed	LOC_Os03g08220.1	"no descriptionmoderately similar to ( 204)AT1G17420| Symbols: LOX3 | LOX3 (Lipoxygenase 3); iron ion binding / lipoxygenase | chr1:5977505-5981377 FORWARDmoderately similar to ( 291)LOX6_ORYSALipoxygenase PRK12323 PRK07003"	hormone metabolism.jasmonate.synthesis-degradation.lipoxygenase	17_7_1_2

CUST_4365_PI404877155	2	-0.3856058	-0.6347542	0.4615879	-0.14249897	0.30139923	0.14249992	Contig15334_at	bZIP transcription factor ABI5 [Hordeum vulgare subsp. vulgare]	AAO06115.1	ABA-responsive element-binding protein 2 (AREB2)	At3g19290.1	protein bZIP transcription factor ABI5	Os09g28310	NONE	RNA.regulation of transcription.bZIP transcription factor family	27_3_35

CUST_87850_PI403524517	2	0.07013512	-0.020223618	-0.0078077316	0.007806778	0.08271122	-0.09679937	35_25153	Rep: PREDICTED: hypothetical protein - Pan troglodytes	UniRef90_UPI0000E232E3	0	0	CHR08V5|COORD:15207632..15202877|protein conserved hypothetical protein	LOC_Os08g25250.1	no description	not assigned.unknown	35_2

CUST_101589_PI403524517	2	0.32837248	0.11044216	0.07484388	-0.13819313	-0.30970335	-0.07484388	35_28990	"Cluster: Os02g0738900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os02g0738900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DXR0	CHR1V7|COORD:21897078..21904445| ADL3 (ARABIDOPSIS DYNAMIN-LIKE 3)	AT1G59610.1	CHR02V5|COORD:30865302..30855622|protein dynamin-2B, putative, expressed	LOC_Os02g50550.1	 no descriptionmoderately similar to ( 238)AT1G59610| Symbols: CF1, ADL3 | ADL3 (ARABIDOPSIS DYNAMIN-LIKE 3) | chr1:21897078-21904445 FORWARDnot assigned Dynamin_N DYNc 	misc.dynamin	26_17

CUST_154615_PI403524517	2	0.1690383	0.32462358	-0.0058636665	-0.044867992	0.0058636665	-0.2698884	35_43201	"Cluster: Putative VIP2 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative VIP2 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69UA1	CHR3V7|COORD:1609442..1612139| transcription factor, putative / zinc finger (C3HC4 type RING finger) family protein	AT3G05545.1	CHR08V5|COORD:26815729..26820669|protein VIP2 protein, putative, expressed	LOC_Os08g42640.1	 no descriptionweakly similar to ( 136)AT3G05545| Symbols:  | transcription factor, putative / zinc finger (C3HC4 type RING finger) family protein | chr3:1609442-1612139 FORWARD	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_155721_PI403524517	2	0.38778067	0.20639277	0.4484415	-0.28474426	-0.20639277	-0.40763378	35_43496	"Cluster: MATE efflux protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: MATE efflux protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5N7N1	CHR1V7|COORD:26828424..26830410| MATE efflux family protein	AT1G71140.1	CHR01V5|COORD:28565482..28561550|protein transparent testa 12 protein, putative, expressed	LOC_Os01g49120.1	no descriptionweakly similar to ( 122)AT1G71140| Symbols:  | MATE efflux family protein | chr1:26828424-26830410 FORWARDnot assigned MatE NorM	transport.misc	34_99

CUST_139_PI399408534	2	0.1728611	0.49972534	-0.20474386	0.021417618	-0.021418571	-0.21210718	35_21519	"Cluster: Putative transfactor; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative transfactor - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5Z811	CHR3|COORD:4172149..4175255| myb family transcription factor, contains Pfam profile: PF00249 myb-like DNA-binding domain	AT3G13040.2	CHR06V5|COORD:29722459..29726124|protein transfactor-like protein, putative, expressed	LOC_Os06g49040.1	no descriptionweakly similar to ( 114)AT3G13040| Symbols:  | myb family transcription factor | chr3:4172422-4174463 REVERSE	RNA.regulation of transcription.G2-like transcription factor family, GARP	27_3_20

CUST_21544_PI403524517	2	-0.19159985	-1.6414537	0.19159985	0.4827652	0.9660311	-0.43725872	35_6252	"Cluster: Putative transcription factor; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative transcription factor - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8LR43	0	0	CHR01V5|COORD:32436591..32433690|protein TCP family transcription factor containing protein, expressed	LOC_Os01g55750.3	no description	not assigned.unknown	35_2

CUST_41883_PI403524517	2	0.061330795	0.1545763	0.032618523	-0.06854725	-0.07256985	-0.032618523	35_12035	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_17520_PI404877155	2	0.46894932	0.038627148	0.37811995	-0.051350117	-0.11989546	-0.038627148	HV_CEa0013J19f_at	0	0	0	0	0	0	"Encodes psaA protein comprising the reaction center for photosystem I along with psaB protein; hydrophobic protein encoded by the chloroplast genome."	PS.lightreaction.photosystem I.PSI polypeptide subunits	1_01_02_02

CUST_157532_PI403524517	2	0.040013313	0.34519196	0.03851223	-0.06214714	-0.070370674	-0.038511276	35_43986	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_64035_PI403524517	2	0.0412035	0.3629141	0.0360775	-0.06889343	-0.0360775	-0.3379717	35_18287	"Cluster: Hypothetical protein OSJNBa0066C06.19; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0066C06.19 - Oryza sativa (japonica"	UniRef90_Q5JKN1	CHR4|COORD:13851876..13854197| protein phosphatase 2C PPH1 / PP2C PPH1 (PPH1), identical to SP:P49599:P2C3_ARATH Protein phosphatase 2C PPH1 (EC	AT4G27800.3	CHR01V5|COORD:21065430..21069278|protein protein phosphatase 2C PPH1, putative, expressed	LOC_Os01g37130.2	no descriptionweakly similar to ( 149)AT4G27800| Symbols:  | protein phosphatase 2C PPH1 / PP2C PPH1 (PPH1) | chr4:13852411-13854097 REVERSEnot assigned not assigned PP2Cc PP2Cc PTC1 PP2C	protein.postranslational modification	29_4

CUST_58709_PI403524517	2	0.034279823	-0.020659447	0.062107086	-0.13022137	-0.007844925	0.007844925	35_16749	"Cluster: DIRP family protein, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: DIRP family protein, expressed - Oryza sativa (japonica cultivar-group"	UniRef90_Q10G93	CHR3|COORD:7544634..7550830| expressed protein	AT3G21430.1	CHR03V5|COORD:24471620..24488798|protein always early protein 3, putative, expressed	LOC_Os03g43800.1	no descriptionmoderately similar to ( 475)AT3G21430| Symbols:  | DNA binding | chr3:7544806-7552847 REVERSEnot assigned DIRP	not assigned.unknown	35_2

CUST_912_PI404877155	2	0.08848286	-0.33570576	-0.13631916	-0.0042676926	0.0042676926	0.12706375	Contig10910_at	3-beta hydroxysteroid dehydrogenase/isomerase family protein [Arabidopsis thaliana]	NP_565998.1	3-beta hydroxysteroid dehydrogenase/isomerase family protein	At2g43420.1	protein 3-beta hydroxysteroid dehydrogenase/isomerase family, putative	Os09g34090	NONE	lipid metabolism.'exotics' (steroids, squalene etc)	11_8

CUST_170633_PI403524517	2	0.32810402	0.08682871	0.10948849	-0.08682823	-0.3478489	-0.700233	35_47527	Rep: Minus agglutinin - Chlamydomonas reinhardtii	UniRef90_Q6SSE8	CHR1V7|COORD:25812961..25813793| AGP19/ATAGP19 (ARABINOGALACTAN-PROTEIN 19)	AT1G68725.1	CHR04V5|COORD:24093561..24100010|protein ATP binding protein, putative, expressed	LOC_Os04g40970.1	no descriptionnot assigned not assigned PRK12323	not assigned.unknown	35_2

CUST_37096_PI403524517	2	0.23013735	0.4039526	-0.008218288	-0.087483406	-0.24926376	0.008217812	35_10686	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_180570_PI403524517	2	-8.044243E-4	-0.12877798	0.25935364	-0.07450771	0.032485962	8.049011E-4	35_50217	"Cluster: Putative cyclic nucleotide-gated calmodulin-binding ion channel; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative cyclic nucleotide-gated"	UniRef90_Q6EN46	"CHR5V7|COORD:21555056..21557716| CNGC1 (CYCLIC NUCLEOTIDE GATED CHANNEL 1); calmodulin binding / cation channel/ cyclic nucleotide binding / inward rectifier"	AT5G53130.1	CHR02V5|COORD:8756040..8746950|protein cyclic nucleotide-gated ion channel 1, putative, expressed	LOC_Os02g15580.2	" no descriptionmoderately similar to ( 253)AT5G53130| Symbols: ATCNGC1, CNGC1 | CNGC1 (CYCLIC NUCLEOTIDE GATED CHANNEL 1); calmodulin binding / cation channel/ cyclic nucleotide binding / inward rectifier potassium channel | chr5:21555056-21557716 REVERSEnot assigned not assigned "	transport.cyclic nucleotide or calcium regulated channels	34_22

CUST_84226_PI403524517	2	-0.011304855	-0.67619133	-0.0440588	0.011304855	0.43275166	0.14640331	35_24137	"Cluster: Putative heat shock transcription factor HSF5; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative heat shock transcription factor HSF5 - Oryza s"	UniRef90_Q67U94	"CHR1V7|COORD:17227344..17228623| AT-HSFB4 (Arabidopsis thaliana heat shock transcription factor B4); DNA binding / transcription factor"	AT1G46264.1	CHR09V5|COORD:17110076..17108288|protein AT-HSFB4, putative, expressed	LOC_Os09g28200.1	no description	not assigned.unknown	35_2

CUST_19962_PI403524517	2	0.13591385	-0.01936531	-0.0043268204	0.0043258667	0.106925964	-0.13603306	35_5787	"Cluster: Putative ubiquitin C-terminal hydrolase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ubiquitin C-terminal hydrolase - Oryza sativa (japon"	UniRef90_Q6K6Z5	CHR1V7|COORD:24418835..24421129| ubiquitin carboxyl-terminal hydrolase family 1 protein	AT1G65650.1	CHR02V5|COORD:35287542..35290686|protein ubiquitin carboxyl-terminal hydrolase isozyme L5, putative, expressed	LOC_Os02g57630.2	no descriptionmoderately similar to ( 215)AT1G65650| Symbols:  | ubiquitin carboxyl-terminal hydrolase family 1 protein | chr1:24418835-24421129 REVERSEnot assigned not assigned Peptidase_C12	protein.degradation.ubiquitin	29_5_11

CUST_140466_PI403524517	2	-0.15303421	0.18183804	0.026308537	0.18237925	-0.026309013	-0.08695221	35_39386	"Cluster: Putative BRI1-KD interacting protein 118; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative BRI1-KD interacting protein 118 - Oryza sativa (jap"	UniRef90_Q69Q42	"CHR4V7|COORD:15609807..15611873| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G25480.1); similar to putative BRI1-KD interacting protein [Oryza"	AT4G32330.1	CHR06V5|COORD:24095121..24090285|protein WDL1, putative, expressed	LOC_Os06g40450.3	no description	not assigned.unknown	35_2

CUST_122264_PI403524517	2	0.026051521	0.025418282	-0.29462194	-0.025418282	-0.10131645	0.18796253	35_34509	Rep: Hypothetical protein - Gibberella zeae (Fusarium graminearum)	UniRef90_Q4IMA3		0	0	0	no description	not assigned.unknown	35_2

CUST_151514_PI403524517	2	0.3593607	0.1506052	-0.12116814	-0.15527534	0.07644081	-0.07644081	35_42365	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_47801_PI403524517	2	0.07738972	0.93715286	-0.014873505	-0.038331985	-0.091124535	0.014872551	35_13675	Rep: Hypothetical protein - Medicago truncatula (Barrel medic)	UniRef90_Q1T5X1	CHR4V7|COORD:16771406..16773274| vestitone reductase-related	AT4G35250.1	CHR08V5|COORD:27567438..27562341|protein expressed protein	LOC_Os08g44000.1	no descriptionweakly similar to ( 183)AT4G35250| Symbols:  | vestitone reductase-related | chr4:16771406-16773274 REVERSE	not assigned.no ontology	35_1

CUST_17892_PI403524517	2	0.057227135	-0.09505272	-0.05722618	-0.097379684	0.08382988	0.14759064	35_5163	"Cluster: OSJNBa0072D21.14 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0072D21.14 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XVC4	"CHR2V7|COORD:1870017..1873275| ATVPS11 (Arabidopsis thaliana vacuolar protein sorting 11); transporter"	AT2G05170.1	CHR04V5|COORD:18583326..18588758|protein vacuolar protein sorting 11, putative, expressed	LOC_Os04g31390.1	"no descriptionhighly similar to ( 547)AT2G05170| Symbols: ATVPS11 | ATVPS11 (Arabidopsis thaliana vacuolar protein sorting 11); transporter | chr2:1870017-1873275 FORWARDnot assigned not assigned"	protein.targeting.secretory pathway.vacuole	29_3_4_3

CUST_127682_PI403524517	2	0.18888617	0.119421005	-0.016263485	-0.13903952	0.016263485	-0.41348982	35_35908	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2R2S3	"CHR3V7|COORD:17574239..17576016| similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABA94181.1); contains domain FAMILY NOT NAMED"	AT3G47630.1	CHR11V5|COORD:19917936..19915029|protein expressed protein	LOC_Os11g34840.1	"no descriptionweakly similar to ( 108)AT3G47630| Symbols:  | similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABA94181.1); contains domain FAMILY NOT NAMED (PTHR13619); contains domain gb def: Hypothetical protein F1P2.180 (At3g47630) (PTHR13619:SF1) | chr3:17574239-17576147 REVERSEnot assigned Mmp37"	not assigned.unknown	35_2

CUST_12431_PI399408534	2	0.0073165894	0.025683403	-0.20408058	-0.22677898	-9.5939636E-4	9.584427E-4	35_3947	"Cluster: ZIGA1 protein-like; n=3; Oryza sativa (japonica cultivar-group)|Rep: ZIGA1 protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5N770	"CHR1V7|COORD:2762823..2768390| ZIGA4 (ARF GAP-LIKE ZINC FINGER-CONTAINING PROTEIN ZIGA4); DNA binding"	AT1G08680.3	CHR01V5|COORD:34939478..34945854|protein ZIGA4, putative, expressed	LOC_Os01g59850.1	" no descriptionweakly similar to ( 101)AT1G08680| Symbols: AGD14, ZIGA4 | ZIGA4 (ARF GAP-LIKE ZINC FINGER-CONTAINING PROTEIN ZIGA4); DNA binding | chr1:2762823-2768390 FORWARDnot assigned "	RNA.regulation of transcription.unclassified	27_3_99

CUST_53679_PI403524517	2	0.018642426	-0.12983036	0.10951328	-0.01864338	0.047711372	-0.0730896	35_15276	"Cluster: Mammalian acyl CoA oxidase homologous; n=1; Hordeum vulgare|Rep: Mammalian acyl CoA oxidase homologous - Hordeum vulgare (Barley)"	UniRef90_Q43476	CHR4V7|COORD:9424918..9428710| ACX1 (ACYL-COA OXIDASE 1)	AT4G16760.1	CHR06V5|COORD:226793..231808|protein acyl-coenzyme A oxidase 1.2, peroxisomal, putative, expressed	LOC_Os06g01390.1	 no descriptionweakly similar to ( 178)AT4G16760| Symbols: ATACX1, ACX1 | ACX1 (ACYL-COA OXIDASE 1) | chr4:9424918-9428710 REVERSEnot assigned ACOX AXO 	lipid metabolism.lipid degradation.beta-oxidation.acyl CoA DH	11_9_4_2

CUST_19485_PI399408534	2	-0.14742565	0.11715746	0.22721863	0.07426405	-0.07426453	-0.11429167	35_32381	"Cluster: Ice recrystallization inhibition protein 1 precursor; n=1; Triticum aestivum|Rep: Ice recrystallization inhibition protein 1 precursor - Triticum aesti"	UniRef90_Q56B90	CHR5V7|COORD:21894461..21897571| leucine-rich repeat transmembrane protein kinase, putative	AT5G53890.1	CHR07V5|COORD:423169..426822|protein phytosulfokine receptor precursor, putative, expressed	LOC_Os07g01710.1	 no descriptionvery weakly similar to (63.2)AT5G53890| Symbols:  | leucine-rich repeat transmembrane protein kinase, putative | chr5:21894461-21897571 FORWARD	signalling.receptor kinases.leucine rich repeat X	30_2_10

CUST_117806_PI403524517	2	0.05634451	0.27104998	0.009652615	-0.009652138	-0.14303017	-0.14277744	35_33372	"Cluster: OSJNBb0017I01.21 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBb0017I01.21 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XKD3		0	CHR04V5|COORD:34532434..34536998|protein mismatch repair ATPase, putative, expressed	LOC_Os04g58410.1	no description	not assigned.unknown	35_2

CUST_64135_PI403524517	2	0.2071867	0.31824875	0.07198143	-0.2510109	-0.2260828	-0.071982384	35_18314	Rep: Translation initiation factor 3 - Oryza sativa (Rice)	UniRef90_Q70Z43	CHR4V7|COORD:6947829..6952048| EIF3A (eukaryotic translation initiation factor 3A)	AT4G11420.1	CHR01V5|COORD:1176174..1168611|protein eukaryotic translation initiation factor 3 subunit 10, putative, expressed	LOC_Os01g03070.2	 no descriptionmoderately similar to ( 440)AT4G11420| Symbols: ATEIF3A-1, EIF3A-1, ATTIF3A1, TIF3A1, EIF3A | EIF3A (eukaryotic translation initiation factor 3A) | chr4:6947829-6952048 REVERSEmoderately similar to ( 459)IF3A_MAIZEnot assigned 	protein.synthesis.initiation	29_2_3

CUST_101392_PI403524517	2	0.05460787	0.03685999	-0.03946352	0.0063562393	-0.006356716	-0.13054371	35_28935	Rep: Hypothetical protein - Epiphyas postvittana nucleopolyhedrovirus (EppoMNPV)	UniRef90_Q91GH4	CHR4V7|COORD:7758606..7760888| leucine-rich repeat family protein / extensin family protein	AT4G13340.1	CHR03V5|COORD:20523944..20527257|protein ATP binding protein, putative, expressed	LOC_Os03g37120.1	no description	not assigned.unknown	35_2

CUST_10879_PI399408534	2	0.18740082	-0.01432991	0.00826931	-0.008268356	-0.15442657	0.16797638	35_13528	"Cluster: Putative GTP-binding protein Rab11b; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative GTP-binding protein Rab11b - Oryza sativa (japonica cult"	UniRef90_Q8RZ83	"CHR5V7|COORD:24501976..24502791| AtRABA1f (Arabidopsis Rab GTPase homolog A1f); GTP binding"	AT5G60860.1	CHR01V5|COORD:27628275..27629873|protein ras-related protein Rab11B, putative, expressed	LOC_Os01g47730.1	"no descriptionmoderately similar to ( 204)AT5G60860| Symbols: AtRABA1f | AtRABA1f (Arabidopsis Rab GTPase homolog A1f); GTP binding | chr5:24501976-24502791 FORWARDweakly similar to ( 196)RB11B_TOBACRas-related protein Rab11B - Nicotiana tabacum (Common tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Rab11_like RAB Ras Rab Rab5_related Rab2 Rab4 Rab1_Ypt1 Rab14 Rab19 Rab8_Rab10_Rab13_like Rab6 Rab39 Rab18 Rab26 Rab21 RAS Ras_like_GTPase Ras RheB RJL Rab30 Rab28 RERG_RasL11_like Rab32_Rab38 RabL4 Ras2 Rab27A M_R_Ras_like Rap_like Rab7 RabA_like RalA_RalB RGK Rab40 Rab33B_Rab33A Rab35 Rap2 RHO Rab3 Rho H_N_K_Ras_like Wrch_1 RSR1 ARHI_like Rap1 RabL2 Rho4_like Rab12 COG1100 Rit_Rin_Ric Rab24 Rab15"	signalling.G-proteins	30_5

CUST_73562_PI403524517	2	0.06122303	-0.13609886	-0.044617653	0.026871681	0.08051109	-0.026871681	35_21095	"Cluster: Small subunit ribosomal protein, putative; n=3; Oryza sativa (japonica cultivar-group)|Rep: Small subunit ribosomal protein, putative - Oryza sativa (j"	UniRef90_Q6ASY6	0	0	CHR03V5|COORD:15302709..15300624|protein ribosomal protein S11 containing protein, expressed	LOC_Os03g26860.1	no description	not assigned.unknown	35_2

CUST_63108_PI403524517	2	-0.17552567	-0.15997124	-0.041977882	0.041977882	0.10440636	0.054447174	35_18006	"Cluster: Plastid (P)ppGpp synthase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Plastid (P)ppGpp synthase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XAP3	"CHR3V7|COORD:4650909..4653521| RSH2 (RELA-SPOT HOMOLOG); catalytic"	AT3G14050.1	CHR09V5|COORD:16454045..16457598|protein RSH2, putative, expressed	LOC_Os09g27050.1	" no descriptionhighly similar to ( 766)AT3G14050| Symbols: AT-RSH2, RSH2 | RSH2 (RELA-SPOT HOMOLOG); catalytic | chr3:4650909-4653521 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned SpoT PRK11092 relA RelA_SpoT COG2357 PRK12678 PRK07764 PRK07003 PRK12323 "	not assigned.no ontology	35_1

CUST_25359_PI403524517	2	-0.08721256	-0.18441677	0.10973358	-0.15436459	0.29121017	0.08721161	35_7350	Rep: Fimbrin-1 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q7G188	"CHR4V7|COORD:13463766..13467432| ATFIM1 (Arabidopsis thaliana fimbrin 1); actin binding"	AT4G26700.2	CHR02V5|COORD:29827376..29832174|protein fimbrin 1, putative, expressed	LOC_Os02g48740.1	 no descriptionvery weakly similar to (58.2)AT5G55400| Symbols:  | fimbrin-like protein, putative | chr5:22472761-22476176 REVERSEnot assigned 	cell.organisation	31_1

CUST_119745_PI403524517	2	0.4472537	0.36655903	-0.025331974	-0.022585392	0.022585392	-0.082202435	35_33872	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_50199_PI403524517	2	0.12996006	0.07529831	-0.29495716	-0.058361053	-0.1485405	0.058362007	35_14324	"Cluster: Os01g0631700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0631700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JL16	CHR2V7|COORD:17875674..17877707| protein kinase family protein	AT2G42960.1	CHR01V5|COORD:25608530..25613462|protein BRASSINOSTEROID INSENSITIVE 1-associated receptor kinase 1 precursor, putative, expressed	LOC_Os01g44110.1	no descriptionhighly similar to ( 553)AT2G42960| Symbols:  | protein kinase family protein | chr2:17875674-17877707 REVERSEmoderately similar to ( 207)PSKR_DAUCAPhytosulfokine receptor precursor - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TyrKc S_TKc Pkinase S_TKc Pkinase_Tyr PTKc PTKc_Csk_like PTKc_Srm_Brk SPS1 PTKc_Jak_rpt2 PTKc_Tec_like PTKc_Itk PTKc_Src_like PTKc_EGFR_like PTKc_EphR PTKc_Syk_like PTKc_Fes_like PTKc_Frk_like PTKc_Trk PTKc_InsR_like PTKc_Ror PTKc_Chk PTKc_EphR_A2 PTKc_Tec_Rlk PTKc_Ack_like PTKc_Jak2_Jak3_rpt2 PTKc_EphR_B PTKc_EphR_A PTKc_ALK_LTK PTKc_Csk PTKc_Btk_Bmx PTKc_Lck_Blk PTKc_Fer PTKc_c-ros PTKc_Zap-70 PTKc_Syk PTKc_Abl PTKc_Src PTKc_Met_Ron PTKc_RET PTKc_Fes PTK_CCK4 PTKc_TrkA PTKc_FGFR PTKc_TrkC PTKc_DDR PTKc_TrkB PTKc_Fyn_Yrk PTK_HER3 PTKc_Ror1 PTKc_Lyn PTK_Ryk PTKc_Yes PTKc_PDGFR PTKc_FAK PTKc_Axl_like PTKc_HER4 PTKc_Tie2 PTKc_EGFR PTKc_Jak1_rpt2 PTKc_FGFR2 PTKc_DDR_like PTKc_EphR_A10 PTKc_Tyk2_rpt2 PTKc_IGF-1R PTKc_FGFR3 PTKc_Hck PTKc_Tie1 PTKc_Ror2 PTKc_DDR1 PTKc_Musk PTKc_DDR2 PTKc_HER2 PTKc_InsR PTKc_FGFR1 PTKc_Aatyk PTKc_FGFR4 PTKc_Tie PTKc_Axl PTK_Jak_rpt1 PTKc_Aatyk1_Aatyk3 PTK_Jak2_Jak3_rpt1 PTKc_Aatyk2 PTKc_Tyro3 PTK_Jak1_rpt1 PTKc_CSF-1R PTKc_VEGFR	protein.postranslational modification.kinase.receptor like cytoplasmatic kinase VII	29_4_1_57

CUST_4065_PI404877155	2	0.036886215	0.27071857	-0.052941322	-0.034404755	0.0063180923	-0.006319046	Contig14853_s_at	RGA-like [Arabidopsis thaliana]	CAA12242.1	transducin family protein / WD-40 repeat family protein	At2g47790.1	protein Sec23/Sec24 trunk domain, putative	Os01g21850	transducin / WD-40 repeat protein family	RNA.regulation of transcription.putative DNA-binding protein	27_3_67

CUST_66001_PI403524517	2	0.104444504	0.14515305	-0.04317856	-0.27893257	0.026098251	-0.026098251	35_18852	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10G00	"CHR3V7|COORD:3718535..3721129| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G04860.1); similar to expressed protein [Oryza sativa (japonica"	AT3G11760.1	CHR03V5|COORD:25105743..25101630|protein expressed protein	LOC_Os03g44670.1	"no descriptionhighly similar to ( 508)AT3G11760| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G04860.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABF97907.1); similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE84189.1); similar to Os03g0649000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001050782.1) | chr3:3718535-3721129 FORWARD"	not assigned.unknown	35_2

CUST_158417_PI403524517	2	-0.04193735	0.27045107	0.041936874	-0.23155594	0.17081785	-0.41029072	35_44224	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_70089_PI403524517	2	0.21003532	0.7367239	-0.15337086	-0.17955971	-0.05654049	0.05654049	35_20064	"Cluster: Putative NTS2 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative NTS2 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5N731	"CHR2V7|COORD:9059184..9061347| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G38730.1); similar to Os06g0715700 [Oryza sativa (japonica"	AT2G21120.1	CHR01V5|COORD:38214454..38217368|protein non-imprinted in Prader-Willi/Angelman syndrome region protein 1homolog, putative, expressed	LOC_Os01g65310.1	"no descriptionmoderately similar to ( 360)AT2G21120| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G38730.1); similar to Os06g0715700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001058587.1); similar to Os05g0430700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001055625.1); similar to Protein of unknown function DUF803 [Medicago truncatula] (GB:ABE83665.1); contains InterPro domain Protein of unknown function DUF803; (InterPro:IPR008521) | chr2:9059184-9061347 REVERSEnot assigned DUF803 RhaT TT_ORF1"	not assigned.unknown	35_2

CUST_7436_PI403524517	2	0.98787785	-0.9868746	-0.96704817	0.8289089	0.15290546	-0.15290546	35_2066	"Cluster: Putative UOS1; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative UOS1 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5Z8V8	CHR1V7|COORD:5723154..5726241| oxidoreductase/ transcriptional repressor	AT1G16720.1	CHR06V5|COORD:29765747..29761521|protein nmrA-like family protein, expressed	LOC_Os06g49120.1	no descriptionhighly similar to ( 686)AT1G16720| Symbols:  | oxidoreductase/ transcriptional repressor | chr1:5723154-5726241 FORWARDnot assigned not assigned CIA30	not assigned.unknown	35_2

CUST_137016_PI403524517	2	0.023169518	0.052832603	-0.081427574	-0.023169518	0.19552326	-0.025714874	35_38425	"Cluster: Pentatricopeptide (PPR) repeat-containing protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Pentatricopeptide (PPR) repeat-containing prot"	UniRef90_Q5SMM9	CHR3V7|COORD:9181924..9182724| pentatricopeptide (PPR) repeat-containing protein	AT3G25210.1	CHR06V5|COORD:4267140..4265427|protein expressed protein	LOC_Os06g08570.1	no descriptionweakly similar to ( 192)AT3G25210| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr3:9181924-9182724 FORWARDvery weakly similar to (81.6)RF1_ORYSA	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_137576_PI403524517	2	-0.015543938	0.09232044	0.01076889	-0.02429676	-0.01076889	0.08937836	35_38582	"Cluster: Os02g0775400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os02g0775400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DX42	CHR3V7|COORD:3827022..3834152| kinesin motor protein-related	AT3G12020.1	CHR02V5|COORD:32734631..32725320|protein ATP binding protein, putative, expressed	LOC_Os02g53520.1	no descriptionweakly similar to ( 174)AT3G12020| Symbols:  | kinesin motor protein-related | chr3:3827022-3834152 FORWARDnot assigned COG4372 Smc SbcC	cell.organisation	31_1

CUST_28357_PI399408534	2	-0.020652771	-0.11714935	0.040409088	-0.07221508	0.020653725	0.06690407	35_20035	"Cluster: Transcription factor (PWWP domain protein)-like protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Transcription factor (PWWP domain protein)-li"	UniRef90_Q8H3E3	CHR3V7|COORD:23313642..23320550| PWWP domain-containing protein	AT3G63070.1	CHR07V5|COORD:27554178..27565323|protein PWWP domain containing protein, expressed	LOC_Os07g46180.1	no descriptionweakly similar to ( 157)AT3G63070| Symbols:  | PWWP domain-containing protein | chr3:23313642-23320550 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Extensin_2 Drf_FH1 Atrophin-1 Tymo_45kd_70kd DUF1421 PRK07764 ETS_PEA3_N Amelogenin DUF1210 GRASP55_65 DUF605 FAP PRK05648 tatB WT1 Herpes_LMP2 Totivirus_coat	RNA.regulation of transcription.PWWP domain protein	27_3_68

CUST_23284_PI399408534	2	0.16369247	-0.6000271	-0.36083794	0.024642944	-0.024642944	0.09052086	35_5740	Rep: Phytochrome B - Oryza sativa (Rice)	UniRef90_P25764	"CHR2V7|COORD:8147161..8151233| PHYB (PHYTOCHROME B); G-protein coupled photoreceptor/ signal transducer"	AT2G18790.1	CHR03V5|COORD:10998924..11007061|protein phytochrome B, putative, expressed	LOC_Os03g19590.1	" no descriptionweakly similar to ( 116)AT2G18790| Symbols: HY3, OOP1, PHYB | PHYB (PHYTOCHROME B); G-protein coupled photoreceptor/ signal transducer | chr2:8147161-8151233 FORWARDweakly similar to ( 134)PHYB_ORYSAHATPase_c "	signalling.light	30_11

CUST_20301_PI403524517	2	0.17133427	0.017912865	-0.050894737	-0.025081635	0.06534386	-0.017912865	35_5884	Rep: CAA303719.1 protein - Oryza sativa (Rice)	UniRef90_Q9ST78	"CHR1|COORD:8863906..8866792| F-box family protein / tubby family protein, similar to Tubby protein homolog (SP:O88808) (Rattus norvegicus); contains Pfam PF0064"	AT1G25280.2	CHR04V5|COORD:34957073..34960724|protein tubby-like protein, putative, expressed	LOC_Os04g59130.1	"no descriptionweakly similar to ( 134)AT2G18280| Symbols: AtTLP2 | AtTLP2 (TUBBY LIKE PROTEIN 2); phosphoric diester hydrolase/ transcription factor | chr2:7953836-7955258 FORWARDnot assigned not assigned Tub"	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_86859_PI403524517	2	-0.34994984	0.16402054	-0.001127243	0.10395813	0.001127243	-0.120713234	35_24877	Rep: OSIGBa0105P02.4 protein - Oryza sativa (Rice)	UniRef90_Q01KU1	"CHR3V7|COORD:12154428..12160021| similar to AT hook motif-containing protein-related [Arabidopsis thaliana] (TAIR:AT1G35940.1); similar to unknown protein"	AT3G30560.1	CHR04V5|COORD:16883142..16876227|protein retrotransposon protein, putative, unclassified, expressed	LOC_Os04g28820.1	" no descriptionweakly similar to ( 129)AT3G30560| Symbols:  | similar to AT hook motif-containing protein-related [Arabidopsis thaliana] (TAIR:AT1G35940.1); similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G13250.1); similar to AT hook motif-containing protein-related [Arabidopsis thaliana] (TAIR:AT3G42100.1); similar to hypothetical protein 27.t00039 [Brassica oleracea] (GB:ABD65060.1); similar to hypothetical protein 31.t00030 [Brassica oleracea] (GB:ABD65117.1); similar to AAA ATPase [Medicago truncatula] (GB:ABE80108.1); contains InterPro domain Protein of unknown function DUF889, eukaryote; (InterPro:IPR010285) | chr3:12154428-12160021 FORWARDnot assigned DUF889 "	DNA.unspecified	28_99

CUST_105807_PI403524517	2	0.0110321045	0.37225056	0.08840752	-0.13185024	-0.0110321045	-0.08766365	35_30126	"Cluster: Os02g0134300 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0134300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E463	"CHR5V7|COORD:18687758..18688365| Identical to Transcription elongation factor 1 homolog [Arabidopsis Thaliana] (GB:Q8LEF3;GB:Q9FNL9); similar to hypothetical"	AT5G46030.1	CHR02V5|COORD:1819094..1816290|protein transcription elongation factor 1, putative, expressed	LOC_Os02g04160.2	" no descriptionvery weakly similar to (51.6)AT5G46030| Symbols:  | Identical to Transcription elongation factor 1 homolog [Arabidopsis Thaliana] (GB:Q8LEF3;GB:Q9FNL9); similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:BAD69422.1); similar to Os07g0631100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001060360.1); similar to Os02g0134300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001045811.1); contains InterPro domain Protein of unknown function DUF701, zinc-binding putative; (InterPro:IPR007808) | chr5:18687758-18688365 FORWARDvery weakly similar to (57.0)ELOF1_ORYSA"	not assigned.unknown	35_2

CUST_21834_PI403524517	2	0.17008305	-0.03869629	-0.07863188	0.09097576	0.038695812	-0.093883514	35_6342	"Cluster: Putative threonyl-tRNA synthetase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative threonyl-tRNA synthetase - Oryza sativa (japonica cultivar"	UniRef90_Q6ER90	CHR2V7|COORD:1698463..1701268| threonyl-tRNA synthetase, putative / threonine--tRNA ligase, putative	AT2G04842.1	CHR02V5|COORD:19922472..19918486|protein threonyl-tRNA synthetase, putative, expressed	LOC_Os02g33500.1	 no descriptionmoderately similar to ( 495)AT2G04842| Symbols:  | threonyl-tRNA synthetase, putative / threonine--tRNA ligase, putative | chr2:1698463-1701268 REVERSEnot assigned not assigned thrS ThrS thrS ThrRS_core PRK03772 PRK12444 PRK04483 thrS PRK03991 ThrRS_anticodon PRK08661 HGTP_anticodon tRNA-synt_2b Gly_His_Pro_Ser_Thr_tRS_core class_II_aaRS-like_core hisS HGTP_anticodon HisS ProRS_anticodon_zinc HisRS_anticodon ProS PRK04173 	protein.aa activation.threonine-tRNA ligase	29_1_3

CUST_63809_PI403524517	2	-0.10157585	0.25386238	0.05976677	-0.041360855	-0.07867241	0.041360855	35_18223	"Cluster: OSJNBa0088H09.18 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0088H09.18 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XPT8	"CHR5V7|COORD:889605..893915| (EXOCYST SUBUNIT EXO70 FAMILY PROTEIN A1); protein binding"	AT5G03540.1	CHR04V5|COORD:34809101..34802547|protein protein binding protein, putative, expressed	LOC_Os04g58880.1	"no descriptionhighly similar to ( 653)AT5G03540| Symbols:  | (EXOCYST SUBUNIT EXO70 FAMILY PROTEIN A1); protein binding | chr5:889605-893915 FORWARDnot assigned Exo70"	cell. vesicle transport	31_4

CUST_33591_PI399408534	2	0.06357193	0.22687149	0.04086399	-0.05073452	-0.10652065	-0.04086399	35_7599	Rep: OSIGBa0115K01-H0319F09.8 protein - Oryza sativa (Rice)	UniRef90_Q01HP4	CHR5V7|COORD:2686418..2687176| GRAM domain-containing protein / ABA-responsive protein-related	AT5G08350.1	CHR04V5|COORD:26124698..26123360|protein FIP1, putative, expressed	LOC_Os04g44500.1	no descriptionvery weakly similar to (83.2)AT5G08350| Symbols:  | GRAM domain-containing protein / ABA-responsive protein-related | chr5:2686418-2687176 REVERSE	hormone metabolism.abscisic acid.induced-regulated-responsive-activated	17_1_3

CUST_100611_PI403524517	2	0.38812447	0.029462337	0.23041773	-0.17016697	-0.3529482	-0.029462337	35_28714	"Cluster: Importin beta-like protein; n=2; Oryza sativa|Rep: Importin beta-like protein - Oryza sativa (Rice)"	UniRef90_Q8GTC5	CHR5V7|COORD:21731242..21733935| importin beta-2, putative	AT5G53480.1	CHR05V5|COORD:16615805..16620648|protein importin beta-1 subunit, putative, expressed	LOC_Os05g28510.4	 no descriptionvery weakly similar to (87.4)AT5G53480| Symbols:  | importin beta-2, putative | chr5:21731242-21733935 FORWARDnot assigned not assigned not assigned not assigned KAP95 IBN_N 	protein.targeting.nucleus	29_3_1

CUST_45912_PI403524517	2	0.018107891	0.24600649	-0.018107414	-0.104260445	0.19443703	-0.28153467	35_13153	"Cluster: Putative mitochondrial carrier protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative mitochondrial carrier protein - Oryza sativa (japonic"	UniRef90_Q5ZDR4	CHR5V7|COORD:5087593..5089680| mitochondrial substrate carrier family protein	AT5G15640.1	CHR01V5|COORD:12692289..12687181|protein expressed protein	LOC_Os01g22600.1	no descriptionweakly similar to ( 127)AT5G15640| Symbols:  | mitochondrial substrate carrier family protein | chr5:5087593-5089680 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned Mito_carr	transport.metabolite transporters at the mitochondrial membrane	34_9

CUST_177618_PI403524517	2	0.007816315	-0.035512924	0.036670685	0.046634674	-0.07350922	-0.007818222	35_49406	Rep: Ribosomal protein P1 - Triticum aestivum (Wheat)	UniRef90_Q5I7K5	CHR4V7|COORD:346179..346957| 60S acidic ribosomal protein P1 (RPP1B)	AT4G00810.1	CHR08V5|COORD:897767..899365|protein 60S acidic ribosomal protein P1, putative, expressed	LOC_Os08g02340.2	 no descriptionvery weakly similar to (84.0)AT5G24510| Symbols:  | 60s acidic ribosomal protein P1, putative | chr5:8369298-8369869 REVERSEweakly similar to ( 103)RLA1_MAIZE60S acidic ribosomal protein P1 - Zea mays (Maize)not assigned not assigned Ribosomal_60s RPP1A rpl12p 	protein.synthesis.misc ribososomal protein	29_2_2

CUST_19741_PI404877155	2	-0.1824398	1.4901209	-0.8745837	0.1824398	0.63663006	-1.0176744	X15691_x_at	Low molecular mass early light-inducible protein HV60, chloroplast precursor (ELIP) pir||S07473 early light-induced protein, low molecular w	P14896	chlorophyll A-B binding family protein / early light-induced protein (ELIP)	At3g22840.1	protein Chlorophyll A-B binding protein, putative	Os07g08160	"ELIP;EARLY LIGHT-INDUCABLE PROTEIN;chlorophyll A-B binding family protein / early light-induced protein (ELIP), identical to early light-induced protein; ELIP (Arabidopsis thaliana) GI:1872544; contains Pfam profile: PF00504 chlorophyll A-B binding protei"	signalling.light	30_11

CUST_151537_PI403524517	2	-0.018760681	0.25026417	0.018759727	-0.091368675	0.06728363	-0.20099926	35_42371	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_179466_PI403524517	2	0.12647629	-0.010845661	0.010845184	-0.2739048	-0.34659624	0.4203267	35_49913	"Cluster: RNA polymerase Rpb3/Rpb11 dimerisation domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: RNA polymerase Rpb3/Rpb11"	UniRef90_Q2QWI0	"CHR2V7|COORD:12649804..12650905| ATRPC14 (Arabidopsis thaliana RNA polymerase I(A) and III(C) 14 kDa subunit); DNA binding / DNA-directed RNA polymerase"	AT2G29540.1	CHR12V5|COORD:4862095..4859177|protein DNA-directed RNA polymerases I and III 14 kDa polypeptide, putative, expressed	LOC_Os12g09280.1	 no descriptionvery weakly similar to (85.5)AT2G29540| Symbols: ATRPAC14, ATRPC14 | ATRPC14 (Arabidopsis thaliana RNA polymerase I(A) and III(C) 14 kDa subunit) | chr2:12650365-12650905 FORWARDnot assigned not assigned RPB11 RNA_pol_L 	RNA.transcription	27_2

CUST_180319_PI403524517	2	3.8814545E-4	0.04541111	-0.0021238327	-0.077991486	-3.8909912E-4	0.044535637	35_50149	"Cluster: Amidase, hydantoinase/carbamoylase family protein, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Amidase, hydantoinase/carbamoylase"	UniRef90_Q2QMN7	CHR5V7|COORD:17529878..17532507| N-carbamyl-L-amino acid hydrolase, putative	AT5G43600.1	CHR12V5|COORD:25058018..25053401|protein N-carbamoyl-L-amino acid hydrolase, putative, expressed	LOC_Os12g40550.2	 no descriptionweakly similar to ( 175)AT5G43600| Symbols:  | N-carbamyl-L-amino acid hydrolase, putative | chr5:17529878-17532507 FORWARDPRK09290 PRK12893 PRK12890 PRK12892 Peptidase_M20 PRK12891 ArgE 	protein.degradation	29_5

CUST_130498_PI403524517	2	-0.06966114	0.11537933	0.06966019	-0.07273102	0.12617779	-0.20327282	35_36646	"Cluster: ABC1 family protein kinase-like protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: ABC1 family protein kinase-like protein - Oryza sativa (japon"	UniRef90_Q8H2L4	CHR5V7|COORD:1544207..1547083| ABC1 family protein	AT5G05200.1	CHR07V5|COORD:7156322..7151118|protein ubiquinone biosynthesis protein ubiB, putative, expressed	LOC_Os07g12530.1	no descriptionweakly similar to ( 134)AT5G05200| Symbols:  | ABC1 family protein | chr5:1544207-1547083 REVERSEnot assigned AarF	not assigned.unknown	35_2

CUST_779_PI404877155	2	0.16958618	-0.9602814	-0.14875507	-0.011322975	0.011323929	0.07344055	Contig10739_at	putative potassium transporter [Vicia faba]	CAD20577.1	potassium transporter family protein	At1g60160.1	protein potassium uptake protein	Os09g21000	putative potassium transporter	transport.potassium	34_15

CUST_63421_PI403524517	2	0.25045156	0.008713722	-0.008713245	0.052897453	-0.46470737	-0.25330496	35_18110	"Cluster: Pathogenesis-related protein precursor; n=1; Hordeum vulgare|Rep: Pathogenesis-related protein precursor - Hordeum vulgare (Barley)"	UniRef90_P93181	0	0	0	0	no description	not assigned.unknown	35_2

CUST_58931_PI403524517	2	0.057915688	-0.27364254	-0.05153656	0.021648407	0.09151554	-0.021648407	35_16812	"Cluster: Mitochondrial import inner membrane translocase subunit Tim13; n=4; Oryza sativa|Rep: Mitochondrial import inner membrane translocase subunit Tim13 - O"	UniRef90_Q9XGY5	"CHR1V7|COORD:22722562..22723138| TIM13 (TIM13); protein translocase"	AT1G61570.1	CHR02V5|COORD:27906198..27903683|protein mitochondrial import inner membrane translocase subunit Tim13, putative, expressed	LOC_Os02g45820.1	"no descriptionvery weakly similar to (57.8)AT1G61570| Symbols: TIM13 | TIM13 (TIM13); protein translocase | chr1:22722562-22723138 REVERSEvery weakly similar to (73.9)TIM13_ORYSAnot assigned not assigned zf-Tim10_DDP"	protein.targeting.mitochondria	29_3_2

CUST_56867_PI403524517	2	-0.12376213	-0.15274334	0.16129684	0.03266239	0.08926201	-0.03266239	35_16205	"Cluster: Isopentenyl pyrophosphate:dimethyllallyl pyrophosphate isomerase; n=4; Magnoliophyta|Rep: Isopentenyl pyrophosphate:dimethyllallyl pyrophosphate isomer"	UniRef90_Q9M6K4	"CHR3V7|COORD:602585..604655| IPP2 (ISOPENTENYL PYROPHOSPHATE:DIMETHYLLALLYL PYROPHOSPHATE ISOMERASE 2); isopentenyl-diphosphate delta-isomerase"	AT3G02780.1	CHR07V5|COORD:21623925..21627132|protein isopentenyl-diphosphate delta-isomerase II, putative, expressed	LOC_Os07g36190.1	" no descriptionmoderately similar to ( 402)AT3G02780| Symbols: IPP2, IPIAT1, IDI2 | IPP2 (ISOPENTENYL PYROPHOSPHATE:DIMETHYLLALLYL PYROPHOSPHATE ISOMERASE 2); isopentenyl-diphosphate delta-isomerase | chr3:602585-604655 REVERSEnot assigned IPP_Isomerase Idi PRK03759 Nudix_Hydrolase_33 NUDIX Nudix_Hydrolase_34 Nudix_Hydrolase_38 "	secondary metabolism.isoprenoids.mevalonate pathway.isopentenyl pyrophosphate:dimethyllallyl pyrophosphate isomerase	16_1_2_7

CUST_103340_PI403524517	2	0.07606888	0.050341606	0.05096054	-0.20081949	-0.19173002	-0.05034256	35_29468	"Cluster: Os08g0280200 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os08g0280200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J6R0	CHR1V7|COORD:22496859..22500684| proline-rich family protein	AT1G61080.1	CHR08V5|COORD:10918875..10929831|protein actin binding protein, putative, expressed	LOC_Os08g17820.2	no description	not assigned.unknown	35_2

CUST_168476_PI403524517	2	0.17265177	-0.07317495	0.14855194	0.07317495	-0.30678082	-0.12374973	35_46919	"Cluster: 60S ribosomal protein L23; n=13; Spermatophyta|Rep: 60S ribosomal protein L23 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_P49690	CHR2V7|COORD:14150794..14151720| 60S ribosomal protein L23 (RPL23B)	AT2G33370.1	CHR10V5|COORD:16899979..16897967|protein 60S ribosomal protein L23, putative, expressed	LOC_Os10g32920.1	"no descriptionweakly similar to ( 172)AT3G04400| Symbols: EMB2171 | EMB2171 (EMBRYO DEFECTIVE 2171); structural constituent of ribosome | chr3:1167345-1168314 FORWARDweakly similar to ( 170)RL23_TOBAC60S ribosomal protein L23 - Nicotiana tabacum (Common tobacco)not assigned rpl14p RplN Ribosomal_L14 rplN rpl14"	protein.synthesis.mito/plastid ribosomal protein.plastid	29_2_1_1

CUST_132839_PI403524517	2	0.54354	0.028698444	0.32683563	-0.028698444	-0.38640785	-0.50876665	35_37304	"Cluster: Putative thylakoid lumen 15.0-kDa protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative thylakoid lumen 15.0-kDa protein - Oryza sativa (j"	UniRef90_Q7XIT0	CHR5V7|COORD:21496846..21498244| thylakoid lumen 15.0 kDa protein	AT5G52970.1	CHR07V5|COORD:20934397..20939958|protein permeases of the major facilitator superfamily, putative, expressed	LOC_Os07g34950.2	no description	not assigned.unknown	35_2

CUST_160704_PI403524517	2	0.29289198	-0.5808873	-0.29289198	1.0764318	0.59018755	-0.52245665	35_44842	Rep: Defensin precursor - Triticum aestivum (Wheat)	UniRef90_Q8L698	"CHR2V7|COORD:528396..528884| LCR69/PDF2.2 (Low-molecular-weight cysteine-rich 69); protease inhibitor"	AT2G02100.1	CHR02V5|COORD:25184615..25185352|protein low-molecular-weight cysteine-rich protein LCR69 precursor, putative, expressed	LOC_Os02g41904.1	" no descriptionvery weakly similar to (58.9)AT2G02100| Symbols: LCR69, PDF2.2 | LCR69/PDF2.2 (Low-molecular-weight cysteine-rich 69); protease inhibitor | chr2:528396-528884 FORWARDvery weakly similar to (62.4)THGF_HELANFlower-specific gamma-thionin precursor - Helianthus annuus (Common sunflower)Gamma-thionin Knot1 "	stress.biotic	20_1

CUST_133705_PI403524517	2	-0.6106949	-0.07030392	0.23661709	0.3630314	-0.29746246	0.07030392	35_37531	"Cluster: OSJNBa0074L08.18 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0074L08.18 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7X7P2		0	CHR04V5|COORD:26303893..26304457|protein conserved hypothetical protein	LOC_Os04g44790.1	no description	not assigned.unknown	35_2

CUST_9294_PI403524517	2	0.0052261353	-0.33895016	-0.15073967	0.054864883	0.053108215	-0.0052261353	35_2613	Rep: Hypothetical protein - Gibberella zeae (Fusarium graminearum)	UniRef90_Q4IIJ1	CHR1V7|COORD:3113079..3116457| ATP binding / aminoacyl-tRNA ligase	AT1G09620.1	CHR09V5|COORD:12734641..12729526|protein leucyl-tRNA synthetase, cytoplasmic, putative, expressed	LOC_Os09g21110.1	no descriptionweakly similar to ( 157)AT1G09620| Symbols:  | ATP binding / aminoacyl-tRNA ligase | chr1:3113079-3116457 REVERSEnot assigned COG4295	protein.aa activation. leucine-tRNA ligase	29_1_4

CUST_75053_PI403524517	2	-0.02012062	0.27177715	0.0849514	-0.118561745	-0.0595932	0.02012062	35_21514	Rep: B0812A04.9 protein - Oryza sativa (Rice)	UniRef90_Q25A89	CHR2V7|COORD:10624342..10627113| DNA binding	AT2G24960.1	CHR04V5|COORD:22925887..22928355|protein expressed protein	LOC_Os04g38960.1	"no descriptionvery weakly similar to (75.9)AT5G05800| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G11290.1); similar to PIF-like orf1 [Daucus carota] (GB:ABB83643.1); contains InterPro domain Homeodomain-like; (InterPro:IPR009057) | chr5:1743235-1744752 REVERSE"	not assigned.unknown	35_2

CUST_2921_PI403524517	2	0.078920364	3.3172874	-0.078920364	-0.90218353	-1.225131	0.3233118	35_798	"Cluster: Glutamine-dependent asparagine synthetase; n=2; Triticeae|Rep: Glutamine-dependent asparagine synthetase - Triticum aestivum (Wheat)"	UniRef90_Q5QFC3	CHR3V7|COORD:17449121..17452028| ASN1 (DARK INDUCIBLE 6)	AT3G47340.1	CHR06V5|COORD:8764754..8757770|protein asparagine synthetase, putative, expressed	LOC_Os06g15420.1	 no descriptionhighly similar to ( 967)AT3G47340| Symbols: DIN6, AT-ASN1, ASN1 | ASN1 (DARK INDUCIBLE 6) | chr3:17449430-17452028 REVERSEnearly identical (1007)ASNS_ASPOFAsparagine synthetase [glutamine-hydrolyzing] - Asparagus officinalis (Garden asparagus)not assigned not assigned not assigned asnB AsnB Asn_Synthase_B_C AsnB Asn_synthase Gn_AT_II Gn_AT_II_novel GATase_2 GlmS PurF PRK00331 GFAT GPATase_N Wali7 PRK09123 GlxB PRK07272 PRK07631 	amino acid metabolism.synthesis.aspartate family.asparagine	13_1_3_1

CUST_53799_PI403524517	2	0.05444908	0.1654644	0.023364067	-0.21521378	-0.023363113	-0.03235817	35_15307	Rep: Glutaredoxin-C8 precursor - Oryza sativa (Rice)	UniRef90_Q0DAE4	CHR5V7|COORD:6938654..6939667| glutaredoxin, putative	AT5G20500.1	CHR06V5|COORD:27150479..27153089|protein OsGrx_C4 - glutaredoxin subgroup I, expressed	LOC_Os06g44910.1	 no descriptionweakly similar to ( 150)AT5G20500| Symbols:  | glutaredoxin, putative | chr5:6938654-6939667 FORWARDvery weakly similar to (92.4)GLRX_ORYSAnot assigned GRX_GRXh_1_2_like GRX_family GRX_GRXb_1_3_like Glutaredoxin GrxC grxA GRX_hybridPRX5 PRK10638 COG0278 GRX_GRX_like GRX_PICOT_like 	redox.glutaredoxins	21_4

CUST_48681_PI403524517	2	0.2292881	0.5184202	-0.32196426	0.09286022	-0.4035139	-0.092861176	35_13903	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_73536_PI403524517	2	-0.015232086	0.5434847	0.015232086	-0.33233547	-0.060926437	0.03391075	35_21087	"Cluster: Hypothetical protein OJ1212_B02.4; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1212_B02.4 - Oryza sativa (japonica cultivar"	UniRef90_Q60EP5	"CHR4V7|COORD:499497..500831| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G07730.1); similar to Os04g0539100 [Oryza sativa (japonica cultivar-grou"	AT4G01170.1	CHR05V5|COORD:20665685..20669702|protein expressed protein	LOC_Os05g34920.1	"no descriptionvery weakly similar to (71.6)AT4G01170| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G07730.1); similar to Os04g0539100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001053436.1); similar to Os05g0423200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001055589.1); similar to Os04g0221000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001052267.1) | chr4:499497-500831 FORWARD"	not assigned.unknown	35_2

CUST_48823_PI403524517	2	-0.013130188	0.08610535	0.032518387	-0.013130188	-0.048711777	0.013130188	35_13943	"Cluster: Glycine rich protein, RNA binding protein; n=2; Triticeae|Rep: Glycine rich protein, RNA binding protein - Hordeum vulgare (Barley)"	UniRef90_Q40052	"CHR4V7|COORD:18274160..18274952| ATGRP8/GR-RBP8 (COLD, CIRCADIAN RHYTHM, AND RNA BINDING 1, GLYCINE-RICH PROTEIN 8); RNA binding"	AT4G39260.4	CHR03V5|COORD:26409256..26410490|protein glycine-rich RNA-binding protein 2, putative, expressed	LOC_Os03g46770.2	" no descriptionvery weakly similar to (63.9)AT4G39260| Symbols: GR-RBP8, ATGRP8, CCR1 | ATGRP8/GR-RBP8 (COLD, CIRCADIAN RHYTHM, AND RNA BINDING 1, GLYCINE-RICH PROTEIN 8); RNA binding | chr4:18274160-18274952 REVERSEvery weakly similar to (65.5)GRP1_SINALGlycine-rich RNA-binding protein GRP1A - Sinapis alba (White mustard) (Brassica hirta)"	RNA.RNA binding	27_4

CUST_20240_PI403524517	2	-0.42277765	-1.258492	1.5600729	0.42277718	0.7008667	-0.9262428	35_5866	"Cluster: GDA1/CD39 family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: GDA1/CD39 family protein, expressed - Oryza sativa (japonica cult"	UniRef90_Q2QYE1	CHR5V7|COORD:6050801..6054025| ATAPY2 (APYRASE 2)	AT5G18280.1	CHR11V5|COORD:1221801..1225702|protein nucleoside-triphosphatase, putative, expressed	LOC_Os11g03290.1	"no descriptionmoderately similar to ( 397)AT3G04080| Symbols: ATAPY1 | ATAPY1 (APYRASE 1); calmodulin binding | chr3:1068075-1070924 REVERSEmoderately similar to ( 410)NTPA_PEANucleoside-triphosphatase - Pisum sativum (Garden pea)not assigned not assigned GDA1_CD39 COG5371"	nucleotide metabolism.degradation	23_2

CUST_8041_PI403524517	2	0.09453297	-0.85844517	0.21715641	-0.04061985	-0.028903961	0.028903961	35_2242	Rep: Putative ribonucleotide reductase - Oryza sativa (japonica cultivar-group)	UniRef90_Q6K848	"CHR2V7|COORD:9300609..9304660| R1/RIBONUCLEOTIDE REDUCTASE, REDUCTASE PROTEIN R1; ribonucleoside-diphosphate reductase"	AT2G21790.1	CHR02V5|COORD:34322368..34327357|protein ribonucleoside-diphosphate reductase large subunit, putative, expressed	LOC_Os02g56100.1	" no descriptionmoderately similar to ( 433)AT2G21790| Symbols: R1, RIBONUCLEOTIDE REDUCTASE, REDUCTASE PROTEIN R1, RNR1 | R1/RIBONUCLEOTIDE REDUCTASE, REDUCTASE PROTEIN R1; ribonucleoside-diphosphate reductase | chr2:9300609-9304660 FORWARDnot assigned Ribonuc_red_lgC PRK07207 NrdA PRK12365 RNR_1 PRK09102 PRK06539 PRK08447 PRK08332 PRK12364 PRK09209 PRK09103 PRK07088 PRK08665 PRK07187 PRK08188 RNR_1_like "	nucleotide metabolism.deoxynucleotide metabolism	23_5

CUST_10681_PI404877155	2	-0.58068275	0.0555439	0.23259544	0.0555439	-0.055542946	-0.0772028	Contig4386_at	WRKY transcription factor [Hordeum vulgare]	AAS48544.1	WRKY family transcription factor	At1g80840.1	protein WRKY DNA -binding domain, putative	Os02g08440	0	RNA.regulation of transcription.WRKY domain transcription factor family	27_3_32

CUST_19598_PI404877155	2	-0.13004589	0.06649494	0.043421745	-0.043421745	0.10384369	-0.2264452	rbasd24g02_at	1-aminocyclopropane-1-carboxylate oxidase [Phyllostachys edulis]	BAB32502.1	1-aminocyclopropane-1- carboxylate oxidase, putative / ACC oxidase, putative	At1g12010.1	protein 1-aminocyclopropane-1-carboxylate oxidase 1 (ec 1.14.17.4) (accoxidase 1) (ethylene-form	Os09g27820	NONE	hormone metabolism.ethylene.synthesis-degradation	17_5_1

CUST_55066_PI403524517	2	0.028421402	-0.35418797	-0.1390009	0.72428894	0.7613754	-0.028421402	35_15674	"Cluster: H0315F07.12 protein; n=10; Oryza sativa|Rep: H0315F07.12 protein - Oryza sativa (Rice)"	UniRef90_Q259Z0	CHR4V7|COORD:6374801..6375073| wound-responsive family protein	AT4G10270.1	CHR04V5|COORD:32104684..32100580|protein retrotransposon protein, putative, unclassified	LOC_Os04g54280.1	no descriptionvery weakly similar to (79.7)AT4G10270| Symbols:  | wound-responsive family protein | chr4:6374801-6375073 FORWARD	not assigned.no ontology	35_1

CUST_57126_PI403524517	2	-0.20612621	-0.17970085	-0.0060367584	0.4530716	0.006037712	0.109012604	35_16284	Rep: Os07g0245100 protein - Oryza sativa (japonica cultivar-group)	UniRef90_Q0D7H8	CHR5V7|COORD:10044213..10045759| cytidine/deoxycytidylate deaminase family protein	AT5G28050.1	CHR03V5|COORD:34983588..34980888|protein cytidine/deoxycytidylate deaminase family protein, putative, expressed	LOC_Os03g61810.1	no descriptionmoderately similar to ( 286)AT5G28050| Symbols:  | hydrolase/ zinc ion binding | chr5:10044213-10045488 REVERSEnot assigned nucleoside_deaminase CumB dCMP_cyt_deam_1 PRK10860 RibD Riboflavin_deaminase-reductase	nucleotide metabolism.degradation	23_2

CUST_71600_PI403524517	2	0.06439781	0.05133915	-0.09192085	-0.058387756	-0.01556015	0.015561104	35_20523	"Cluster: MATH domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: MATH domain containing protein, expressed - Oryza sativa (j"	UniRef90_Q2QMP1	CHR5|COORD:17517656..17522873| meprin and TRAF homology domain-containing protein / MATH domain-containing protein, weak similarity to ubiquitin-specific protea	AT5G43560.2	CHR12V5|COORD:25036052..25044093|protein MATH domain containing protein, expressed	LOC_Os12g40520.1	" no descriptionvery weakly similar to (57.0)AT1G04300| Symbols:  | similar to meprin and TRAF homology domain-containing protein / MATH domain-containing protein [Arabidopsis thaliana] (TAIR:AT5G43560.2); similar to MATH domain, putative [Medicago truncatula] (GB:ABE87963.1); similar to Os12g0597100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001067191.1); contains InterPro domain TRAF-like; (InterPro:IPR008974); contains InterPro domain MATH; (InterPro:IPR002083); contains InterPro domain TRAF-type; (InterPro:IPR013322) | chr1:1148817-1153894 REVERSE"	not assigned.no ontology	35_1

CUST_35025_PI403524517	2	0.37051678	-1.1136439	-0.1301732	0.02524376	0.19260693	-0.025244236	35_10097	"Cluster: Pentatricopeptide (PPR) repeat-containing protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Pentatricopeptide (PPR) repeat-containing prot"	UniRef90_Q8GRU0	CHR4V7|COORD:17572034..17573932| pentatricopeptide (PPR) repeat-containing protein	AT4G37380.1	CHR07V5|COORD:741230..743331|protein pentatricopeptide repeat protein PPR868-14, putative, expressed	LOC_Os07g02280.1	no descriptionmoderately similar to ( 288)AT4G37380| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr4:17572034-17573932 REVERSE	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_19291_PI403524517	2	0.05446911	0.015807152	-0.010917664	-0.10525322	1.1634827E-4	-1.1634827E-4	35_5593	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q338Y6	"CHR2V7|COORD:18671735..18673012| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G34080.1); similar to expressed protein [Oryza sativa (japonica"	AT2G45260.1	CHR10V5|COORD:11784984..11782050|protein expressed protein	LOC_Os10g23220.2	" no descriptionmoderately similar to ( 335)AT2G45260| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G34080.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABB47396.1); contains InterPro domain Protein of unknown function DUF641, plant; (InterPro:IPR006943); contains InterPro domain t-snare; (InterPro:IPR010989) | chr2:18671735-18673012 REVERSE"	not assigned.unknown	35_2

CUST_111630_PI403524517	2	0.20144272	0.30600786	0.025528431	-0.28111744	-0.025528431	-0.26759577	35_31695	Rep: HGA6 - Hordeum vulgare var. distichum (Two-rowed barley)	UniRef90_Q7XZU4	"CHR3V7|COORD:6228399..6229553| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G18180.1); similar to glycosyltransferase [Saccharum officinarum]"	AT3G18170.1	CHR01V5|COORD:1056658..1053939|protein HGA6, putative, expressed	LOC_Os01g02900.1	"no descriptionweakly similar to ( 108)AT3G18170| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G18180.1); similar to glycosyltransferase [Saccharum officinarum] (GB:CAI30073.1); contains InterPro domain Protein of unknown function DUF563; (InterPro:IPR007657) | chr3:6228399-6229553 FORWARDnot assigned DUF563"	not assigned.unknown	35_2

CUST_5167_PI404877155	2	-0.017168999	-0.17183876	0.046092033	0.009987831	0.115820885	-0.009987831	Contig16667_at	zinc finger (HIT type) family protein [Arabidopsis thaliana]	NP_194611.2	zinc finger (HIT type) family protein	At4g28820.1	protein hypothetical protein	Os01g61430	gi|15235449|ref|NP_194611.1| hypothetical protein	RNA.regulation of transcription.unclassified	27_3_99

CUST_17644_PI403524517	2	-0.22254086	-1.8294868	0.22254038	0.40677166	0.9044938	-0.38833237	35_5097	"Cluster: Fructan:fructan 1-fructosyltransferase; n=2; Triticum aestivum|Rep: Fructan:fructan 1-fructosyltransferase - Triticum aestivum (Wheat)"	UniRef90_Q4AEI9	CHR1V7|COORD:23203614..23207180| beta-fructosidase (BFRUCT3) / beta-fructofuranosidase / invertase, vacuolar	AT1G62660.1	CHR02V5|COORD:343057..347196|protein beta-fructofuranosidase 1 precursor, putative, expressed	LOC_Os02g01590.1	" no descriptionvery weakly similar to (61.2)AT1G12240| Symbols: ATBETAFRUCT4, VAC-INV | ATBETAFRUCT4/VAC-INV (VACUOLAR INVERTASE); beta-fructofuranosidase/ hydrolase, hydrolyzing O-glycosyl compounds | chr1:4153697-4157455 FORWARDvery weakly similar to (68.2)INVA_PHAAUAcid beta-fructofuranosidase precursor - Phaseolus aureus (Mung bean) (Vigna radiata)not assigned "	major CHO metabolism.degradation.sucrose.invertases.vacuolar	2_2_1_3_3

CUST_28571_PI403524517	2	-0.15038204	0.29927254	-0.07040024	-0.0024356842	0.07209015	0.0024366379	35_8255	"Cluster: F-box protein family-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: F-box protein family-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ZJM8	CHR5V7|COORD:15803273..15805105| F-box family protein	AT5G39450.1	CHR08V5|COORD:275000..271659|protein F-box domain containing protein, expressed	LOC_Os08g01430.1	no descriptionmoderately similar to ( 211)AT5G39450| Symbols:  | F-box family protein | chr5:15803273-15805105 FORWARD	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_161250_PI403524517	2	0.1882391	0.44963932	0.033466816	-0.115208626	-0.03346634	-0.19815159	35_44987	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_104275_PI403524517	2	0.07050133	0.7496786	0.11117649	-0.17810535	-0.070501804	-0.10197163	35_29717	0	0		0	CHR08V5|COORD:16329352..16328696|protein ligA, putative	LOC_Os08g26960.1	no description	not assigned.unknown	35_2

CUST_168408_PI403524517	2	0.3734026	0.14376926	0.11102009	-0.2592306	-0.11102009	-0.2381649	35_46899	Rep: UPI0000ECBAD6 UniRef100 entry - Gallus gallus	UniRef90_UPI0000ECBAD6	CHR4V7|COORD:7758606..7760888| leucine-rich repeat family protein / extensin family protein	AT4G13340.1	CHR03V5|COORD:29692207..29695852|protein kinetoplast-associated protein, putative, expressed	LOC_Os03g51870.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Drf_FH1 Extensin_2 Atrophin-1 DUF1421 PRK12323 TT_ORF1 PRK05648	not assigned.unknown	35_2

CUST_74233_PI403524517	2	0.27562332	0.0010843277	-0.001083374	-0.006137848	-0.1427803	0.08220005	35_21289	"Cluster: HVA22-like protein i, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: HVA22-like protein i, putative, expressed - Oryza sativa (j"	UniRef90_Q10S69	0	0	CHR03V5|COORD:1818892..1814950|protein receptor expression-enhancing protein 3, putative, expressed	LOC_Os03g04030.1	no description	not assigned.unknown	35_2

CUST_18932_PI404877155	2	0.19601822	-0.5034323	-0.19377136	0.026708603	-0.026708603	0.55276394	HX04J05u_at	OSJNBb0103I08.20 [Oryza sativa (japonica cultivar-group)] emb|CAE04339.2| OSJNBb0038F03.3 [Oryza sativa (japonica cultivar-group)]	CAE04272.2	amino acid permease family protein	At3g10600.1	protein Similar to amino acid transporter-like protein	Os04g45950	"CATIONIC AMINO ACID TRANSPORTER 7;amino acid permease family protein, similar to SP:Q09143 High-affinity cationic amino acid transporter-1 (CAT-1) {Mus musculus}; contains Pfam profile PF00324: Amino acid permease"	transport.amino acids	34_3

CUST_116942_PI403524517	2	-0.04782486	0.015089989	0.22170544	-0.05607319	-0.015090942	0.17678833	35_33145	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_118485_PI403524517	2	0.07921696	0.5708399	0.060185432	-0.26131725	-0.22437954	-0.060185432	35_33545	0	0		0	CHR05V5|COORD:28579987..28583710|protein F-box domain containing protein, expressed	LOC_Os05g49980.1	no description	not assigned.unknown	35_2

CUST_131252_PI403524517	2	0.48108435	-0.03269148	0.3789997	0.032691956	-0.16021729	-0.32861137	35_36863	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_12228_PI404877155	2	-0.062135696	0.7216749	-0.04487133	0.15515232	-0.1426754	0.044870377	Contig5972_at	glycerol kinase [Pandanus amaryllifolius]	AAR88660.1	glycerol kinase, putative	At1g80460.1	protein glycerol kinase	Os04g55410	"GLI1;glycerol kinase, putative, similar to glycerol kinase (ATP:glycerol 3-phosphotransferase, Glycerokinase, GK)(Mycobacterium tuberculosis) Swiss-Prot:O69664 or  similar to glycerol kinase [Pandanus amaryllifolius] (GB:AAR88660.1); contains InterPro dom"	lipid metabolism.glyceral metabolism	11_5

CUST_21046_PI403524517	2	0.1096611	-0.017562866	-0.0447731	-0.023249626	0.017562866	0.15875244	35_6109	"Cluster: Transposon protein, putative, unclassified, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Transposon protein, putative, unclassified, exp"	UniRef90_Q10NX9	0	0	CHR03V5|COORD:8170947..8174224|protein transposon protein, putative, unclassified, expressed	LOC_Os03g15010.1	no description	not assigned.unknown	35_2

CUST_113570_PI403524517	2	0.14288282	-0.06611681	-0.15316486	-0.19638443	0.3967657	0.06611729	35_32236	"Cluster: Hypothetical protein OSJNBa0018H09.8; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0018H09.8 - Oryza sativa (japonica cu"	UniRef90_Q6ATD7	CHR4V7|COORD:7758606..7760888| leucine-rich repeat family protein / extensin family protein	AT4G13340.1	CHR05V5|COORD:11243931..11241112|protein EMB2745, putative, expressed	LOC_Os05g19390.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07764 Extensin_2 DUF1421	not assigned.unknown	35_2

CUST_44628_PI403524517	2	0.26364136	0.033369064	0.036287308	-0.033369064	-0.06538868	-0.08882046	35_12799	"Cluster: Zinc finger-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Zinc finger-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5ZD36	CHR2V7|COORD:10963829..10979807| binding / heme binding	AT2G25730.1	CHR01V5|COORD:23516210..23540540|protein expressed protein	LOC_Os01g40990.3	no descriptionmoderately similar to ( 342)AT2G25730| Symbols:  | binding / heme binding | chr2:10963829-10979807 REVERSEnot assigned	not assigned.unknown	35_2

CUST_99590_PI403524517	2	0.032898426	0.24020004	-0.032898426	0.05853796	-0.10450506	-0.14056206	35_28427	Rep: 1,3-beta-glucan synthase component-like - Oryza sativa (japonica cultivar-group)	UniRef90_Q8W0J2	"CHR4V7|COORD:2537037..2542432| ATGSL1 (GLUCAN SYNTHASE LIKE-1); 1,3-beta-glucan synthase/ transferase, transferring glycosyl groups"	AT4G04970.1	CHR01V5|COORD:31975604..31968079|protein ATGSL05, putative, expressed	LOC_Os01g55040.1	" no descriptionmoderately similar to ( 400)AT4G04970| Symbols: ATGSL01, GSL01, ATGSL1 | ATGSL1 (GLUCAN SYNTHASE LIKE-1); 1,3-beta-glucan synthase/ transferase, transferring glycosyl groups | chr4:2537037-2542432 FORWARDnot assigned Glucan_synthase "	minor CHO metabolism.callose	3_6

CUST_102261_PI403524517	2	0.06707764	0.10188055	-0.06707764	0.26828957	-0.62672853	-0.27049398	35_29176	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_179492_PI403524517	2	0.047637463	-0.18323421	-0.047637463	-0.1513567	0.06158161	0.12373161	35_49920	"Cluster: Putative cell division cycle protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative cell division cycle protein - Oryza sativa (japonica cu"	UniRef90_Q6Z562	CHR3V7|COORD:19734394..19737467| cell division cycle protein 48, putative / CDC48, putative	AT3G53230.1	CHR10V5|COORD:15582011..15586577|protein cell division control protein 48 homolog E, putative, expressed	LOC_Os10g30580.1	 no descriptionmoderately similar to ( 263)AT3G53230| Symbols:  | cell division cycle protein 48, putative / CDC48, putative | chr3:19734394-19737467 FORWARDmoderately similar to ( 261)CDC48_SOYBNCell division cycle protein 48 homolog - Glycine max (Soybean)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned SpoVK AAA RPT1 PRK03992 HflB hflB COG1223 AAA 	protein.degradation.ubiquitin.proteasom	29_5_11_20

CUST_36891_PI403524517	2	-0.091775894	0.40947247	0.016142845	-0.016142845	-0.20906448	0.10027218	35_10632	"Cluster: Probable histone acetyltransferase HAC-like 1; n=1; Oryza sativa|Rep: Probable histone acetyltransferase HAC-like 1 - Oryza sativa (Rice)"	UniRef90_Q6YXY2	CHR3V7|COORD:2291349..2292229| zinc finger (C3HC4-type RING finger) family protein	AT3G07200.1	CHR02V5|COORD:1986422..1997361|protein HAC1, putative, expressed	LOC_Os02g04490.1	no descriptionvery weakly similar to (86.3)AT3G07200| Symbols:  | protein binding / zinc ion binding | chr3:2291349-2292229 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned RING PEX10 RING	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_9370_PI404877155	2	-0.006608963	-0.38812733	0.006608963	0.05010414	0.017411232	-0.061003685	Contig3141_at	putative acyl-CoA oxidase [Oryza sativa (japonica cultivar-group)]	BAC22222.1	acyl-CoA oxidase (ACX1)	At4g16760.1	protein Acyl-CoA oxidase, putative	Os06g01390	 probable acyl-CoA oxidase (EC 1.3.3.6), peroxisomal - barley emb	lipid metabolism.lipid degradation.beta-oxidation.acyl CoA DH	11_9_4_02

CUST_85548_PI403524517	2	0.011925697	0.46785736	-0.011924744	-0.21277428	0.14854336	-0.2793789	35_24504	"Cluster: Hypothetical protein B1096D03.23; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1096D03.23 - Oryza sativa (japonica cultivar-g"	UniRef90_Q8LIU0	CHR5V7|COORD:2406069..2407331| F-box family protein	AT5G07610.1	CHR01V5|COORD:16177833..16181495|protein F-box domain containing protein, expressed	LOC_Os01g28300.1	no descriptionvery weakly similar to (55.5)AT5G07610| Symbols:  | F-box family protein | chr5:2406069-2407331 FORWARD	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_19089_PI403524517	2	0.4185691	0.043646336	-0.26273394	0.17268991	-0.14392662	-0.043646336	35_5532	"Cluster: Putative zinc finger protein ID1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative zinc finger protein ID1 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5SMY2	"CHR3V7|COORD:4544948..4547307| ATIDD11 (ARABIDOPSIS THALIANA INDETERMINATE(ID)-DOMAIN 11); nucleic acid binding / transcription factor/ zinc ion binding"	AT3G13810.1	CHR01V5|COORD:5096335..5102725|protein zinc finger, C2H2-type, putative, expressed	LOC_Os01g09850.3	no descriptionnot assigned	not assigned.unknown	35_2

CUST_3170_PI399408534	2	0.10285854	0.31715202	0.030219078	-0.10835552	-0.030219078	-0.45335913	35_18699	"Cluster: Similarity to transcription regulator; n=1; Arabidopsis thaliana|Rep: Similarity to transcription regulator - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9FK48	CHR5V7|COORD:6021612..6027033| transcription regulator NOT2/NOT3/NOT5 family protein	AT5G18230.1	CHR03V5|COORD:25288499..25299206|protein CCR4-NOT transcription complex subunit 3, putative, expressed	LOC_Os03g44900.1	no descriptionmoderately similar to ( 432)AT5G18230| Symbols:  | transcription regulator NOT2/NOT3/NOT5 family protein | chr5:6021612-6027033 REVERSEnot assigned not assigned not assigned not assigned not assigned Not3 NOT5 Smc	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_69202_PI403524517	2	-0.0026779175	-0.3229828	-0.14505386	0.07106972	0.08397484	0.0026779175	35_19798	"Cluster: Os01g0719000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0719000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JJT4	CHR3V7|COORD:7991834..7992812| senescence-associated protein-related	AT3G22550.1	CHR01V5|COORD:30287541..30289914|protein expressed protein	LOC_Os01g52100.1	no descriptionvery weakly similar to (80.1)AT3G22550| Symbols:  | senescence-associated protein-related | chr3:7991834-7992812 REVERSEDUF581	development.unspecified	33_99

CUST_105954_PI403524517	2	0.24311256	-0.08214855	0.0821476	-0.13547039	0.12567234	-0.18623829	35_30166	"Cluster: Putative methyltransferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative methyltransferase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6YXY1	CHR5V7|COORD:3439589..3441518| mraW methylase family protein	AT5G10910.1	CHR02V5|COORD:1998224..2000921|protein S-adenosyl-methyltransferase mraW, putative, expressed	LOC_Os02g04500.2	no descriptionweakly similar to ( 111)AT5G10910| Symbols:  | mraW methylase family protein | chr5:3439589-3441518 FORWARDnot assigned mraW COG0275 Methyltransf_5	not assigned.no ontology	35_1

CUST_75821_PI403524517	2	-0.36682844	0.90386677	0.29410982	-0.1033926	0.103392124	-0.44404602	35_21736	"Cluster: Hypothetical protein OSJNBa0014O06.9; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0014O06.9 - Oryza sativa (japonica cu"	UniRef90_Q8H063	CHR4V7|COORD:16260881..16262708| protein phosphatase 2C family protein / PP2C family protein	AT4G33920.1	CHR03V5|COORD:5604848..5606901|protein catalytic/ protein phosphatase type 2C, putative, expressed	LOC_Os03g10950.1	no descriptionweakly similar to ( 181)AT4G33920| Symbols:  | protein phosphatase 2C family protein / PP2C family protein | chr4:16260881-16262708 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PP2Cc PP2Cc PP2C PRK12323 PRK07003 TT_ORF1 PRK07764	protein.postranslational modification	29_4

CUST_88921_PI403524517	2	0.43737936	0.44083977	0.161623	-0.5808506	-0.161623	-0.16781235	35_25443	"Cluster: Hypothetical protein OJ1126_D01.5; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1126_D01.5 - Oryza sativa (japonica cultivar"	UniRef90_Q6I645	"CHR2V7|COORD:16650775..16652028| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G55690.1); similar to Os01g0850000 [Oryza sativa (japonica"	AT2G39870.1	CHR05V5|COORD:22158446..22155807|protein expressed protein	LOC_Os05g37930.2	no description	not assigned.unknown	35_2

CUST_73527_PI403524517	2	0.08317375	-0.17361736	-0.07099724	0.20603275	0.07099819	-0.102350235	35_21085	"Cluster: Hypothetical protein OJ1476_F05.21-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1476_F05.21-1 - Oryza sativa (japonica cu"	UniRef90_Q6K9C2	CHR4V7|COORD:13935842..13937373| similar to hypothetical protein MtrDRAFT_AC157348g23v1 [Medicago truncatula] (GB:ABE86435.1)	AT4G28025.1	CHR02V5|COORD:23994932..23992210|protein expressed protein	LOC_Os02g39730.1	no descriptionweakly similar to ( 103)AT4G28025| Symbols:  | similar to hypothetical protein MtrDRAFT_AC157348g23v1 [Medicago truncatula] (GB:ABE86435.1) | chr4:13935842-13937373 REVERSE	not assigned.unknown	35_2

CUST_50796_PI403524517	2	-0.02485466	0.07746124	0.0074710846	-0.0074710846	0.0074710846	-0.023687363	35_14491	"Cluster: Ribosomal protein L19; n=1; Triticum aestivum|Rep: Ribosomal protein L19 - Triticum aestivum (Wheat)"	UniRef90_Q7XY20	"CHR1V7|COORD:608120..609391| EMB2386 (EMBRYO DEFECTIVE 2386); structural constituent of ribosome"	AT1G02780.1	CHR03V5|COORD:12523525..12521018|protein 60S ribosomal protein L19-3, putative, expressed	LOC_Os03g21940.1	no descriptionmoderately similar to ( 242)AT3G16780| Symbols:  | 60S ribosomal protein L19 (RPL19B) | chr3:5708988-5710255 FORWARDweakly similar to ( 101)RL19_MAIZE60S ribosomal protein L19 - Zea mays (Maize)not assigned Ribosomal_L19e_E Ribosomal_L19e Ribosomal_L19e RPL19A rpl19e Ribosomal_L19e_A	protein.synthesis.misc ribososomal protein	29_2_2

CUST_81047_PI403524517	2	-0.04775715	-0.21894932	0.050019264	0.02723217	0.11355305	-0.027231216	35_23247	"Cluster: Selenium binding protein-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Selenium binding protein-like protein - Oryza sativa (japonica"	UniRef90_Q7EXY6	CHR3V7|COORD:1493690..1495387| pentatricopeptide (PPR) repeat-containing protein	AT3G05240.1	CHR08V5|COORD:25211862..25213817|protein selenium binding protein, putative, expressed	LOC_Os08g40020.1	no descriptionweakly similar to ( 134)AT3G05240| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr3:1493690-1495387 REVERSE	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_7222_PI404877155	2	-0.026389122	0.42008114	0.061808586	-0.2063427	0.026389122	-0.49687052	Contig21055_at	contains EST AU065194(E60541)~similar to oligopeptide transporter [Oryza sativa (japonica cultivar-group)] dbj|BAB86548.1| contains EST AU06	NP_915698.1	proton-dependent oligopeptide transport (POT) family protein	At1g22540.1	protein POT family, putative	Os01g65200	gi|19571124|dbj|BAB86548.1| contains EST AU065194(E60541)	transport.peptides and oligopeptides	34_13

CUST_29531_PI399408534	2	-0.12855625	0.36617565	0.03171158	-0.0559597	-0.031710625	0.05172634	35_17266	"Cluster: Putative maize transposon MuDR mudrA-like protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Putative maize transposon MuDR mudrA-like protein -"	UniRef90_Q9AYI6	CHR1V7|COORD:23851419..23853578| zinc finger protein-related	AT1G64260.1	CHR10V5|COORD:351014..344789|protein transposon protein, putative, Mutator sub-class, expressed	LOC_Os10g01550.1	no descriptionweakly similar to ( 112)AT1G64260| Symbols:  | zinc finger protein-related | chr1:23851419-23853578 FORWARDMuDR	RNA.regulation of transcription.unclassified	27_3_99

CUST_62571_PI403524517	2	0.12087059	-0.06199646	0.088772774	0.0583086	-0.08997059	-0.058309555	35_17841	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_49173_PI403524517	2	0.0020008087	-0.7659941	-0.14339161	-0.0020008087	0.10475922	0.087688446	35_14033	"Cluster: PREDICTED: similar to H3 histone, family 2 isoform 2; n=4; Eutheria|Rep: PREDICTED: similar to H3 histone, family 2 isoform 2 - Canis"	UniRef90_UPI00004A5DE9	CHR5V7|COORD:3270479..3270889| histone H3	AT5G10400.1	CHR11V5|COORD:2622185..2621575|protein histone H3, putative, expressed	LOC_Os11g05730.1	no descriptionmoderately similar to ( 262)AT5G65360| Symbols:  | histone H3 | chr5:26137325-26137735 REVERSEmoderately similar to ( 261)H32_WHEATHistone H3.2 - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned H3 HHT1 Histone DUF566 PRK12323 PRK07003 PRK07764 Tymo_45kd_70kd APC_basic	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_164645_PI403524517	2	0.08187485	0.48115826	-0.038516045	-0.26153946	0.038516045	-0.11810303	35_45890	"Cluster: Os04g0467800 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os04g0467800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JCI5	"CHR5V7|COORD:1928469..1930796| ATPOT1 (PROTECTION OF TELOMERES 1); DNA binding"	AT5G06310.1	CHR04V5|COORD:23153640..23148083|protein pot1-like protein, putative, expressed	LOC_Os04g39280.2	"no descriptionvery weakly similar to (61.2)AT5G06310| Symbols: ATPOT1 | ATPOT1 (PROTECTION OF TELOMERES 1); DNA binding | chr5:1928469-1930796 FORWARD"	not assigned.unknown	35_2

CUST_97889_PI403524517	2	-0.039536476	0.49089432	0.03953743	-0.13102913	0.060995102	-0.114295006	35_27951	"Cluster: Hypothetical protein; n=1; Tetrahymena thermophila SB210|Rep: Hypothetical protein - Tetrahymena thermophila SB210"	UniRef90_Q22H38	0	0	CHR08V5|COORD:6225725..6227791|protein expressed protein	LOC_Os08g10590.1	no description	not assigned.unknown	35_2

CUST_64314_PI403524517	2	0.28541374	-0.8271513	1.2116909	-0.4399891	0.1753912	-0.17539024	35_18360	Rep: OSIGBa0147B06.7 protein - Oryza sativa (Rice)	UniRef90_Q01N16	CHR4V7|COORD:7962546..7966008| pectate lyase family protein	AT4G13710.1	CHR04V5|COORD:2467671..2473052|protein pectate lyase 8 precursor, putative, expressed	LOC_Os04g05050.1	no descriptionhighly similar to ( 623)AT4G13710| Symbols:  | pectate lyase family protein | chr4:7962546-7966008 FORWARDmoderately similar to ( 422)PEL_LILLOPectate lyase precursor - Lilium longiflorum (Trumpet lily)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Amb_all Pec_lyase_C PelB Herpes_BLLF1 PRK07003 PRK12323 APC_basic Atrophin-1 PRK07764 Pneumo_att_G SerH PRK08770 Syndecan Mucin GRASP55_65 Peptidase_S39 DUF566 TT_ORF1 AF-4 HPC2	cell wall.degradation.pectate lyases and polygalacturonases	10_6_3

CUST_31466_PI403524517	2	-0.6504469	0.05428505	0.17198849	-0.054285526	0.21360111	-0.46271515	35_9083	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_100489_PI403524517	2	0.50702477	0.42772865	0.114123344	-0.11412287	-0.43788576	-0.18025589	35_28683	"Cluster: Vacuolar protein sorting 13C protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Vacuolar protein sorting 13C protein-like - Oryza sativa (j"	UniRef90_Q6K796	CHR1V7|COORD:17736251..17761639| C2 domain-containing protein	AT1G48090.1	CHR02V5|COORD:15944630..15925427|protein expressed protein	LOC_Os02g27110.1	no descriptionweakly similar to ( 169)AT1G48090| Symbols:  | C2 domain-containing protein | chr1:17740060-17761639 REVERSE	not assigned.no ontology.C2 domain-containing protein	35_1_19

CUST_3702_PI399408534	2	-0.0826993	0.30550194	-0.0897522	0.24992228	0.082699776	-0.45192719	35_16451	Rep: OSIGBa0159F11.8 protein - Oryza sativa (Rice)	UniRef90_Q01IQ6	CHR3V7|COORD:2418211..2420212| membrane protein, putative	AT3G07570.1	CHR04V5|COORD:24547152..24550223|protein dopamine beta-monooxygenase, putative, expressed	LOC_Os04g41810.1	 no descriptionmoderately similar to ( 281)AT3G07570| Symbols:  | membrane protein, putative | chr3:2418211-2420212 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned B561 Herpes_BLLF1 PRK12323 PRK07003 DoH PRK07764 DUF566 DOMON Pneumo_att_G TT_ORF1 	hormone metabolism.auxin.induced-regulated-responsive-activated	17_2_3

CUST_60507_PI403524517	2	0.02166748	-0.025161743	0.015174866	-0.015175819	-0.017866135	0.05721855	35_17250	Rep: Amylogenin - Triticum aestivum (Wheat)	UniRef90_Q9ZR34	CHR5|COORD:5392642..5394567| reversibly glycosylated polypeptide, putative, similar to reversibly glycosylatable polypeptide (RGP1) (Pisum sativum)	AT5G16510.2	CHR04V5|COORD:33485810..33488270|protein alpha-1,4-glucan-protein synthase, putative, expressed	LOC_Os04g56520.2	 no descriptionmoderately similar to ( 441)AT5G16510| Symbols:  | reversibly glycosylated polypeptide, putative | chr5:5393299-5394345 FORWARDmoderately similar to ( 332)UPTG_PEAAlpha-1,4-glucan-protein synthase [UDP-forming] - Pisum sativum (Garden pea)RGP 	cell wall.cell wall proteins.RGP	10_5_5

CUST_162028_PI403524517	2	0.26831102	0.06842232	0.002714157	-0.11236858	-0.002714157	-0.15698147	35_45195	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ATP9	CHR4V7|COORD:17336365..17338309| transporter-related	AT4G36790.1	CHR07V5|COORD:5878384..5882658|protein carbohydrate transporter/ sugar porter/ transporter, putative, expressed	LOC_Os07g10820.1	no descriptionweakly similar to ( 130)AT4G36790| Symbols:  | transporter-related | chr4:17336365-17338309 FORWARDnot assigned	not assigned.no ontology	35_1

CUST_129859_PI403524517	2	-0.030617714	-0.66018677	0.030618668	0.09450722	0.0959568	-0.15476894	35_36472	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_133826_PI403524517	2	0.071718216	-0.2509098	-0.07554436	0.058691025	-0.058691025	0.31117725	35_37562	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_167085_PI403524517	2	0.061694145	0.3621211	0.0407238	-0.0407238	-0.14377451	-0.5528898	35_46541	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_6349_PI399408534	2	0.005048752	-0.07402611	-0.0050468445	0.12729073	-0.03695488	0.23615265	35_14189	Rep: Calmodulin-1 - Oryza sativa (Rice)	UniRef90_Q7F8I8	"CHR3V7|COORD:15675606..15677342| CAM7 (CALMODULIN 7); calcium ion binding"	AT3G43810.1	CHR07V5|COORD:29198699..29196039|protein calmodulin, putative, expressed	LOC_Os07g48780.1	"no descriptionmoderately similar to ( 295)AT3G43810| Symbols: CAM7 | CAM7 (CALMODULIN 7); calcium ion binding | chr3:15675606-15677342 REVERSEmoderately similar to ( 294)CALM_MEDSACalmodulin - Medicago sativa (Alfalfa)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned FRQ1 EFh"	signalling.calcium	30_3

CUST_12508_PI404877155	2	0.07286453	-0.88705826	-0.015260696	0.015260696	0.01889515	-0.051992416	Contig6252_at	0	BAD09285.1	oxoglutarate/malate translocator, putative	At5g64290.1	protein anion transporter, putative	Os08g37600	glutamate/malate translocator	transport.metabolite transporters at the mitochondrial membrane	34_9

CUST_5207_PI404877155	2	0.23956108	-0.043296814	-0.047553062	0.04329586	0.053646088	-0.054903984	Contig16736_at	expressed protein [Arabidopsis thaliana] gb|AAL62434.1| unknown protein [Arabidopsis thaliana] gb|AAM91284.1| unknown protein [Arabidopsis t	NP_850123.1	expressed protein	At2g28605.1	protein expressed protein	Os04g35530	expressed protein	PS.lightreaction.photosystem II.PSII polypeptide subunits	1_01_01_02

CUST_57755_PI403524517	2	-0.0044984818	0.22570515	-0.09490585	0.03505993	-0.014349937	0.0044984818	35_16466	"Cluster: Putative heme oxygenase 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative heme oxygenase 1 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69XJ4	CHR2V7|COORD:11348894..11350472| HY1 (HEME OXYGENASE 1)	AT2G26670.1	CHR06V5|COORD:23857064..23852717|protein heme oxygenase 1, putative, expressed	LOC_Os06g40080.1	 no descriptionmoderately similar to ( 318)AT2G26670| Symbols: ATHO1, HO1, TED 4, GUN2, HY6, HY1 | HY1 (HEME OXYGENASE 1) | chr2:11348894-11350472 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned HemeO Heme_oxygenase PRK07003 PRK12678 Atrophin-1 DUF1421 PRK12323 COG5398 	tetrapyrrole synthesis.heme oxygenase	19_21

CUST_80692_PI403524517	2	-0.023461342	0.5181427	-0.023703575	-0.13848114	0.055145264	0.023460388	35_23141	"Cluster: RING zinc finger protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: RING zinc finger protein, putative, expressed - Oryza s"	UniRef90_Q10Q37	CHR3|COORD:11235551..11237669| expressed protein	AT3G29270.2	CHR03V5|COORD:5777578..5780263|protein RING zinc finger protein-like, putative, expressed	LOC_Os03g11260.1	" no descriptionweakly similar to ( 105)AT3G29270| Symbols:  | similar to zinc finger (C3HC4-type RING finger) family protein [Arabidopsis thaliana] (TAIR:AT1G69330.1); similar to Os03g0211100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001049345.1); similar to Os03g0427100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001050412.1); contains InterPro domain Zinc finger, RING-type; (InterPro:IPR001841) | chr3:11236563-11237354 FORWARD"	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_89604_PI403524517	2	0.11025429	-0.0647831	0.04112625	-0.08806038	0.24507809	-0.041125298	35_25635	Rep: OSIGBa0131L05.6 protein - Oryza sativa (Rice)	UniRef90_Q01IB9	CHR1V7|COORD:29076877..29078322| pentatricopeptide (PPR) repeat-containing protein	AT1G77360.1	CHR04V5|COORD:25871567..25874692|protein expressed protein	LOC_Os04g44030.1	no descriptionweakly similar to ( 103)AT1G77360| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr1:29076877-29078322 REVERSEvery weakly similar to (70.9)RF1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07003 Atrophin-1	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_3485_PI403524517	2	0.08024025	-0.09825134	-0.009256363	-0.009256363	0.06647205	0.009256363	35_951	"Cluster: Os02g0147700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os02g0147700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E3Y8	"CHR5V7|COORD:8432526..8436173| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G22795.1); similar to unknown protein [Oryza sativa (japonica"	AT5G24630.1	CHR02V5|COORD:2614245..2619025|protein expressed protein	LOC_Os02g05440.1	"no descriptionweakly similar to ( 162)AT5G24630| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G22795.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD13052.1); similar to Os02g0147700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001045886.1) | chr5:8432526-8436173 REVERSEnot assigned"	not assigned.unknown	35_2

CUST_84298_PI403524517	2	0.21825218	-0.050795555	-0.0679903	-0.42348862	0.09059048	0.05079651	35_24156	"Cluster: Putative early nodule-specific protein ENOD8; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative early nodule-specific protein ENOD8 - Oryza sat"	UniRef90_Q5ZDS5	CHR1V7|COORD:3031266..3033417| GDSL-motif lipase/hydrolase family protein	AT1G09390.1	CHR01V5|COORD:12716579..12720593|protein alpha-L-fucosidase 2 precursor, putative, expressed	LOC_Os01g22640.1	no descriptionweakly similar to ( 187)AT1G09390| Symbols:  | GDSL-motif lipase/hydrolase family protein | chr1:3031266-3033417 FORWARDweakly similar to ( 147)EST_HEVBREsterase precursor - Hevea brasiliensis (Para rubber tree)not assigned not assigned not assigned SGNH_plant_lipase_like fatty_acyltransferase_like PRK07003	misc.GDSL-motif lipase	26_28

CUST_10476_PI403524517	2	-0.123241425	0.14196587	0.06404114	-0.05300331	0.009043694	-0.009043694	35_2955	"Cluster: Os03g0693000 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os03g0693000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DPG2	"CHR1V7|COORD:3416843..3419265| similar to CW14 [Arabidopsis thaliana] (TAIR:AT1G59650.1); similar to expressed protein [Oryza sativa (japonica"	AT1G10410.1	CHR03V5|COORD:27690686..27685471|protein expressed protein	LOC_Os03g48660.1	no descriptionmoderately similar to ( 473)AT1G59650| Symbols: CW14 | CW14 | chr1:21923764-21926335 FORWARDnot assigned not assigned not assigned not assigned not assigned DUF1336 PRK07764 TT_ORF1 PRK12323 PRK05648	not assigned.unknown	35_2

CUST_5644_PI404877155	2	0.32719326	0.11606312	-0.47449684	0.32203674	-0.8226824	-0.116062164	Contig17575_at	putative organic cation transporter [Oryza sativa (japonica cultivar-group)]	BAC83382.1	29859033|transporter-related	At1g79360.1	protein Major Facilitator Superfamily	Os07g37450	"organic cation transporter-related, low similarity to Organic cation/carnitine transporter 2 (Solute carrier family 22, member 5) (High-affinity sodium-dependent carnitine cotransporter) from {Homo sapiens} SP:O76082, {Rattus norvegicus} SP:O70594; contai"	transport.misc	34_99

CUST_15348_PI404877155	2	-0.09283447	0.48528337	0.09283447	-0.27480507	0.35418606	-0.19231081	Contig9191_at	putative zinc finger protein [Oryza sativa (japonica cultivar-group)] gb|AAQ83587.1| putative zinc finger transcription factor ZFP38 [Oryza	AAO37974.1	zinc finger (AN1-like) family protein	At2g27580.1	protein putative zinc finger protein	Os03g57890	zinc finger (AN1-like) family protein, contains Pfam domains, PF01428: AN1-like Zinc finger and PF01754: A20-like zinc finger or  zinc finger (AN1-like) family protein, contains Pfam domains, PF01428: AN1-like Zinc finger and PF01754: A20-like zinc finger	RNA.regulation of transcription.unclassified	27_3_99

CUST_18734_PI404877155	2	0.020401001	0.17601585	-0.019978523	-0.012248039	0.012248039	-0.03965473	HVSMEm0024F13f_s_at	putative RNA splicing protein [Oryza sativa]	AAK14424.1	magnesium transporter CorA-like family protein	At5g22830.1	protein putative RNA splicing protein	Os03g48000	"magnesium transporter CorA-like family protein, weak similarity to SP:Q01926 RNA splicing protein MRS2, mitochondrial precursor {Saccharomyces cerevisiae}; contains Pfam profile PF01544: CorA-like Mg2+ transporter protein; supporting cDNA gi:12007446:gb:A"	transport.unspecified cations	34_14

CUST_88742_PI403524517	2	0.12180376	0.58636093	0.048419476	-0.40316105	-0.602324	-0.048419476	35_25395	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10QQ9	CHR3V7|COORD:7482324..7488682| dentin sialophosphoprotein-related	AT3G21290.1	CHR03V5|COORD:4529981..4538266|protein expressed protein	LOC_Os03g08820.1	no descriptionvery weakly similar to (84.0)AT3G21290| Symbols:  | dentin sialophosphoprotein-related | chr3:7482324-7488682 FORWARDnot assigned not assigned	not assigned.no ontology	35_1

CUST_5361_PI403524517	2	0.3943429	0.59738445	-0.09102154	0.02739954	-0.70536137	-0.027399063	35_1480	Rep: F9K20.8 protein - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q9ZVA6	"CHR1V7|COORD:5776543..5778320| UBC36; ubiquitin-protein ligase"	AT1G16890.2	CHR01V5|COORD:27998496..27995241|protein ubiquitin-conjugating enzyme E2 N, putative, expressed	LOC_Os01g48280.1	"no descriptionweakly similar to ( 143)AT1G16890| Symbols: UBC36 | UBC36; ubiquitin-protein ligase | chr1:5776543-5778320 REVERSEvery weakly similar to (60.1)UBC2_MEDSAUbiquitin-conjugating enzyme E2-17 kDa - Medicago sativa (Alfalfa)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG5078 UQ_con UBCc UBCc"	protein.degradation.ubiquitin.E2	29_5_11_3

CUST_12695_PI404877155	2	0.09021664	-0.054553032	-0.096227646	0.08616257	-0.00895977	0.00895977	Contig6421_at	constitutive photomorphogenic 11 [Oryza sativa subsp. indica]	AAF40112.1	COP9 signalosome complex subunit 1 / CSN complex subunit 1 (CSN1) / COP11 protein (COP11) / FUSCA protein (FUS	At3g61140.1	protein PCI domain, putative	Os03g02540	constitutive photomorphogenic 11	signalling.light.COP9 signalosome	30_11_1

CUST_145378_PI403524517	2	-0.09300232	0.43925	0.032845497	-0.0031175613	0.0031175613	-0.24218798	35_40705	"Cluster: Putative MAP kinase kinase kinase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative MAP kinase kinase kinase - Oryza sativa (japonica cultivar"	UniRef90_Q6Z2V3	CHR1V7|COORD:27695908..27700379| protein kinase family protein	AT1G73660.1	CHR02V5|COORD:31166067..31174313|protein protein kinase domain containing protein, expressed	LOC_Os02g50970.2	no descriptionweakly similar to ( 158)AT1G18160| Symbols:  | protein kinase family protein | chr1:6249119-6253828 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pkinase_Tyr Pkinase TyrKc PTKc S_TKc S_TKc PTKc_Abl PTKc_Csk_like PTKc_Src_like PTKc_FAK PTKc_Frk_like PTKc_Srm_Brk PTKc_Ack_like PTKc_DDR PTKc_Chk PTKc_Ror PTKc_Fyn_Yrk	protein.postranslational modification	29_4

CUST_68417_PI403524517	2	0.025734901	-0.29709816	0.009008408	-0.009008408	-0.034584045	0.10073662	35_19566	"Cluster: Putative oxidative-stress responsive; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative oxidative-stress responsive - Oryza sativa (japonica cu"	UniRef90_Q67WX3	CHR5V7|COORD:4748215..4752645| protein kinase family protein	AT5G14720.1	CHR06V5|COORD:16615254..16603799|protein ATP binding protein, putative, expressed	LOC_Os06g29120.2	no descriptionvery weakly similar to (72.0)AT5G14720| Symbols:  | protein kinase family protein | chr5:4748215-4752645 REVERSE	protein.postranslational modification	29_4

CUST_9468_PI399408534	2	0.15410662	-0.15464592	0.123616695	0.013035774	-0.04657936	-0.013035297	35_10947	"Cluster: Os07g0496600 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0496600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D6A7	"CHR1V7|COORD:19569602..19571917| FRS6 (FAR1-related sequence 6); zinc ion binding"	AT1G52520.1	CHR07V5|COORD:18609080..18613007|protein transposon protein, putative, unclassified, expressed	LOC_Os07g31420.1	"no descriptionweakly similar to ( 183)AT1G52520| Symbols: FRS6 | FRS6 (FAR1-related sequence 6); zinc ion binding | chr1:19569602-19571917 FORWARD"	signalling.light	30_11

CUST_30447_PI403524517	2	-0.1671915	0.17555618	0.019289017	-0.019288063	-0.040916443	0.047329903	35_8790	"Cluster: Light stress-responsive one-helix protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Light stress-responsive one-helix protein-like - Oryza"	UniRef90_Q5ZC72	"CHR1|COORD:8069502..8071429| similar to expressed protein [Arabidopsis thaliana] (TAIR:At1g34010.1); similar to light stress-responsive one-helix"	AT1G22790.2	CHR01V5|COORD:23326839..23329280|protein expressed protein	LOC_Os01g40700.1	"no descriptionvery weakly similar to (86.7)AT1G22790| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G34010.1); similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE81200.1) | chr1:8070260-8071281 FORWARD"	not assigned.unknown	35_2

CUST_19435_PI403524517	2	-0.0064411163	0.4679737	0.06555462	-0.08192158	-0.057160378	0.0064411163	35_5632	"Cluster: Os07g0665700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os07g0665700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D3U2	0	0	CHR07V5|COORD:28107892..28099587|protein expressed protein	LOC_Os07g47030.3	no description	not assigned.unknown	35_2

CUST_18465_PI399408534	2	-0.3313346	0.50159883	0.251153	0.24841881	-0.24841928	-0.6819196	35_1527	Rep: DEAD box RNA helicase - Zea mays (Maize)	UniRef90_Q6S4Y1	CHR1V7|COORD:20578301..20580808| DEAD box RNA helicase, putative (RH20)	AT1G55150.1	CHR01V5|COORD:40020008..40015110|protein ATP-dependent RNA helicase dbp2, putative, expressed	LOC_Os01g68320.5	 no descriptionvery weakly similar to (67.0)AT1G55150| Symbols:  | DEAD box RNA helicase, putative (RH20) | chr1:20578301-20580808 FORWARDvery weakly similar to (60.5)DB10_NICSYATP-dependent RNA helicase-like protein DB10 - Nicotiana sylvestris (Wood tobacco)not assigned not assigned not assigned PRK11776 SrmB 	RNA.processing.RNA helicase	27_1_2

CUST_24162_PI399408534	2	0.026810646	0.16219807	0.07098293	-0.09613991	-0.11427879	-0.026810646	35_17446	"Cluster: Putative RING3 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative RING3 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XIR9	"CHR5|COORD:25394322..25396500| similar to DNA-binding bromodomain-containing protein [Arabidopsis thaliana] (TAIR:At5g14270.1); similar to global transcription"	AT5G63330.2	CHR07V5|COORD:19280044..19288079|protein DNA binding protein, putative, expressed	LOC_Os07g32420.2	no descriptionweakly similar to ( 140)AT5G46550| Symbols:  | DNA-binding bromodomain-containing protein | chr5:18901666-18903730 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned BROMO Bromodomain COG5076	RNA.regulation of transcription.Global transcription factor group	27_3_52

CUST_174971_PI403524517	2	-0.14040995	-0.11833048	0.31582355	0.42896986	0.110485554	-0.110485554	35_48707	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_23230_PI403524517	2	0.01590252	0.76116943	-0.614789	-0.015901566	-0.55696297	0.05091667	35_6752	"Cluster: Long cell-linked locus protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Long cell-linked locus protein, putative, express"	UniRef90_Q10MM6	"CHR5V7|COORD:15506920..15507468| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G02170.1); similar to At5g38700 [Medicago truncatula]"	AT5G38700.1	CHR03V5|COORD:10656727..10657978|protein long cell-linked locus protein, putative, expressed	LOC_Os03g19070.1	"no descriptionvery weakly similar to (70.1)AT5G38700| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G02170.1); similar to At5g38700 [Medicago truncatula] (GB:ABE84418.1) | chr5:15506920-15507468 FORWARDnot assigned not assigned not assigned not assigned not assigned PRK12678"	not assigned.unknown	35_2

CUST_18960_PI399408534	2	0.055916786	-0.19413662	-0.037158012	0.020784378	-0.020783424	0.103505135	35_13247	"Cluster: Plant protein family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Plant protein family protein, expressed - Oryza sativa (japon"	UniRef90_Q2R4A9	"CHR1V7|COORD:1388100..1391073| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G22460.1); similar to Plant protein family protein, expressed"	AT1G04910.1	CHR11V5|COORD:16370327..16364627|protein growth regulator like protein, putative, expressed	LOC_Os11g29120.3	" no descriptionmoderately similar to ( 251)AT1G04910| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G22460.1); similar to Plant protein family protein, expressed [Oryza sativa (japonica cultivar-group)] (GB:ABA97941.2); similar to Os11g0481200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001067896.1); similar to Plant protein family protein, expressed [Oryza sativa (japonica cultivar-group)] (GB:ABA93715.2); contains InterPro domain Protein of unknown function DUF246, plant; (InterPro:IPR004348) | chr1:1388100-1391073 REVERSEDUF246 "	hormone metabolism.auxin.induced-regulated-responsive-activated	17_2_3

CUST_178270_PI403524517	2	0.2522211	-0.7972765	0.056672096	0.10496426	-0.37585545	-0.056672096	35_49578	"Cluster: Kinesin motor protein 1-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Kinesin motor protein 1-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6YZ52	CHR5V7|COORD:2048244..2055020| kinesin motor protein-related	AT5G06670.1	CHR02V5|COORD:32734631..32725320|protein ATP binding protein, putative, expressed	LOC_Os02g53520.1	no descriptionmoderately similar to ( 240)AT5G06670| Symbols:  | kinesin motor protein-related | chr5:2048244-2055020 REVERSEweakly similar to ( 110)FLA10_CHLREKinesin-like protein FLA10 - Chlamydomonas reinhardtiinot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned KISc_CENP_E Kinesin KISc KISc KISc_KIF3 KISc_BimC_Eg5 KIP1 KISc_KIF4 KISc_KIP3_like KISc_KHC_KIF5 KISc_KIF1A_KIF1B KISc_C_terminal KISc_KLP2_like KISc_KIF2_like KISc_KIF23_like KISc_KIF9_like KISc_KID_like Motor_domain	cell.organisation	31_1

CUST_162725_PI403524517	2	-1.6166689	-1.618475	-1.5758612	2.0852988	1.5758612	1.880153	35_45388	"Cluster: NB-ARC domain, putative; n=1; Oryza sativa (japonica cultivar-group)|Rep: NB-ARC domain, putative - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53NZ3		0	CHR11V5|COORD:6419818..6415313|protein LZ-NBS-LRR class, putative, expressed	LOC_Os11g11550.2	no description	not assigned.unknown	35_2

CUST_99752_PI403524517	2	0.08012962	0.18689442	0.042028427	-0.042028427	-0.10920906	-0.15123844	35_28475	Rep: CAA30372.1 protein - Oryza sativa (Rice)	UniRef90_Q9ST95		0	CHR04V5|COORD:35098019..35105367|protein expressed protein	LOC_Os04g59400.1	no description	not assigned.unknown	35_2

CUST_13763_PI399408534	2	-0.03683567	0.04259491	0.06505585	-0.048578262	0.03683567	-0.1519928	35_6541	Rep: Expressed protein - Oryza sativa (japonica cultivar-group)	UniRef90_Q75LK9	"CHR3V7|COORD:21638047..21639484| similar to unknown protein [Oryza sativa] (GB:AAL58958.1); similar to Os03g0749900 [Oryza sativa (japonica cultivar-group)]"	AT3G58470.1	CHR03V5|COORD:30850477..30852617|protein expressed protein	LOC_Os03g53890.1	"no descriptionmoderately similar to ( 221)AT3G58470| Symbols:  | similar to unknown protein [Oryza sativa] (GB:AAL58958.1); similar to Os03g0749900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001051279.1) | chr3:21638047-21639484 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07764 PRK07003 Tymo_45kd_70kd"	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_170391_PI403524517	2	0.31789827	-0.0626688	-0.15853119	0.0626688	-0.28932714	0.0985713	35_47460	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_61451_PI403524517	2	3.2234192E-4	0.47576046	-0.07700157	-0.032613754	0.07678223	-3.2138824E-4	35_17541	"Cluster: Expressed protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2R4Y3	"CHR3V7|COORD:2328063..2329683| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G48590.1); similar to expressed protein [Oryza sativa (japonica"	AT3G07310.1	CHR11V5|COORD:14949887..14946907|protein expressed protein	LOC_Os11g26890.1	"no descriptionmoderately similar to ( 258)AT3G07310| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G48590.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABA93505.2); contains InterPro domain Protein of unknown function DUF760; (InterPro:IPR008479) | chr3:2328063-2329683 REVERSEDUF760"	not assigned.unknown	35_2

CUST_73765_PI403524517	2	0.06009674	-0.3421402	-0.060097694	0.23320293	0.071208954	-0.07684708	35_21158	"Cluster: Putative 1,4-alpha-glucan branching enzyme; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative 1,4-alpha-glucan branching enzyme - Oryza sativa"	UniRef90_Q5VN31	"CHR3V7|COORD:7123609..7130370| BE1/EMB2729 (BRANCHING ENZYME 1, EMBRYO DEFECTIVE 2729); alpha-amylase"	AT3G20440.1	CHR06V5|COORD:15334688..15364532|protein 1,4-alpha-glucan branching enzyme, putative, expressed	LOC_Os06g26234.3	" no descriptionmoderately similar to ( 240)AT3G20440| Symbols: EMB2729, BE1 | BE1/EMB2729 (BRANCHING ENZYME 1, EMBRYO DEFECTIVE 2729); alpha-amylase | chr3:7123609-7130370 REVERSEvery weakly similar to (82.4)GLGB_MAIZE1,4-alpha-glucan-branching enzyme 2, chloroplast precursor - Zea mays (Maize)not assigned PRK05402 PRK12313 Alpha-amylase_C GlgB PRK12568 "	major CHO metabolism.synthesis.starch.starch branching	2_1_2_3

CUST_63551_PI403524517	2	0.096339226	0.33802032	-0.044909477	-0.052667618	-0.11815643	0.044909477	35_18144	"Cluster: Hypothetical protein P0708B04.20; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0708B04.20 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6Z8Q9	CHR2V7|COORD:6406761..6407837| AGP9 (ARABINOGALACTAN PROTEIN 9)	AT2G14890.1	CHR08V5|COORD:21492597..21491884|protein conserved hypothetical protein	LOC_Os08g34450.1	no description	not assigned.unknown	35_2

CUST_172794_PI403524517	2	0.091329575	0.032209873	-1.0362704	0.016111374	-0.016111374	-0.29553604	35_48125	"Cluster: Putative myrosinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative myrosinase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7EY72	"CHR1V7|COORD:5498627..5501012| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G80910.1); similar to Os08g0427300 [Oryza sativa (japonica"	AT1G16020.1	CHR08V5|COORD:20420264..20425051|protein myrosinase precursor, putative, expressed	LOC_Os08g33076.1	no description	not assigned.unknown	35_2

CUST_94771_PI403524517	2	0.098128796	-0.4874878	-0.12435055	0.32188606	-0.030874252	0.030874252	35_27088	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_4204_PI404877155	2	0.19566727	-0.19254684	-0.024496078	0.042624474	0.023928642	-0.023928642	Contig15043_at	putative sulphate transporter [Oryza sativa]	AAM14591.1	sulfate transporter family protein	At5g13550.1	protein STAS domain, putative	Os09g06510	NONE	transport.sulphate	34_6

CUST_128902_PI403524517	2	0.19956493	-0.49662828	-0.034240246	0.21034718	0.03423977	-0.10326767	35_36226	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_137570_PI403524517	2	0.020971298	-1.1206102	-0.020971298	0.06925583	0.15755749	-0.081832886	35_38580	Rep: Adenosylhomocysteinase 1 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_O23255	"CHR4V7|COORD:8054926..8056671| HOG1 (HOMOLOGY-DEPENDENT GENE SILENCING 1); adenosylhomocysteinase"	AT4G13940.1	CHR11V5|COORD:14922707..14919682|protein adenosylhomocysteinase, putative, expressed	LOC_Os11g26850.3	 no descriptionmoderately similar to ( 379)AT4G13940| Symbols: EMB1395, MEE58, SAHH, SAHH1, HOG1 | HOG1 (HOMOLOGY-DEPENDENT GENE SILENCING 1) | chr4:8054926-8056758 FORWARDmoderately similar to ( 406)SAHH_WHEATAdenosylhomocysteinase - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK05476 AdoHcyase AdoHcyase SAM1 AdoHcyase_NAD PRK12323 PRK07003 Herpes_BLLF1 Atrophin-1 Pneumo_att_G APC_basic PRK07764 Tymo_45kd_70kd HPC2 	amino acid metabolism.degradation.aspartate family.methionine	13_2_3_4

CUST_17401_PI403524517	2	0.05070305	-0.21589851	0.017489433	-0.017489433	0.09740162	-0.1932354	35_5027	"Cluster: SEC13 protein homolog YGL100w-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: SEC13 protein homolog YGL100w-like - Oryza sativa (japonica"	UniRef90_Q5ZBF5	"CHR1V7|COORD:23885245..23886736| SEH1H (SEH1H); nucleotide binding"	AT1G64350.1	CHR01V5|COORD:25035759..25030619|protein seh1-like protein, putative, expressed	LOC_Os01g43250.1	"no descriptionweakly similar to ( 189)AT1G64350| Symbols: SEH1H | SEH1H (SEH1H); nucleotide binding | chr1:23885245-23886736 FORWARDnot assigned not assigned WD40"	not assigned.no ontology	35_1

CUST_37010_PI403524517	2	0.46322346	0.9760132	-0.6098838	-0.27961063	-1.1592975	0.27961063	35_10663	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_3387_PI403524517	2	0.055545807	0.22484016	-0.05554676	-0.08323479	-0.34530067	0.23724747	35_926	"Cluster: Putative aminopeptidase N; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative aminopeptidase N - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ZBX8	CHR1V7|COORD:23661828..23667906| peptidase M1 family protein	AT1G63770.2	CHR08V5|COORD:28048900..28040388|protein aminopeptidase N, putative, expressed	LOC_Os08g44860.3	no descriptionvery weakly similar to (73.9)AT1G63770| Symbols:  | peptidase M1 family protein | chr1:23661913-23667906 REVERSE	protein.degradation	29_5

CUST_152497_PI403524517	2	0.102754116	0.644485	0.12036371	-0.102754116	-0.10662794	-0.1897316	35_42624	"Cluster: Putative senescence-associated protein; n=2; Oryza sativa|Rep: Putative senescence-associated protein - Oryza sativa (Rice)"	UniRef90_Q8SB36		0	0	0	no description	not assigned.unknown	35_2

CUST_93848_PI403524517	2	-0.005809784	0.44551802	0.005809307	-0.08239269	0.040069103	-0.007901192	35_26833	"Cluster: Acyl-CoA binding protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Acyl-CoA binding protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K9X9	"CHR5|COORD:1246036..1249840| similar to acyl-CoA binding family protein [Arabidopsis thaliana] (TAIR:At3g05420.1); similar to acyl-CoA binding family"	AT5G04420.3	CHR02V5|COORD:35326051..35319744|protein acyl-CoA binding protein, putative, expressed	LOC_Os02g57690.3	no descriptionvery weakly similar to (77.8)AT5G04420| Symbols:  | kelch repeat-containing protein | chr5:1246868-1249456 REVERSEnot assigned Smc COG1579	lipid metabolism.FA synthesis and FA elongation.acyl-CoA binding protein	11_1_13

CUST_31498_PI403524517	2	-1.2709203	0.042477608	0.106723785	-0.042477608	0.27938938	-0.5589876	35_9091	"Cluster: Formate dehydrogenase 2, mitochondrial precursor; n=2; Oryza sativa|Rep: Formate dehydrogenase 2, mitochondrial precursor - Oryza sativa (Rice)"	UniRef90_Q67U69	"CHR5V7|COORD:4777046..4779193| FDH (FORMATE DEHYDROGENASE); NAD binding / cofactor binding / oxidoreductase, acting on the CH-OH group of donors, NAD"	AT5G14780.1	CHR06V5|COORD:16675495..16682141|protein formate dehydrogenase 2, mitochondrial precursor, putative, expressed	LOC_Os06g29220.1	" no descriptionweakly similar to ( 148)AT5G14780| Symbols: FDH | FDH (FORMATE DEHYDROGENASE); NAD binding / cofactor binding / oxidoreductase, acting on the CH-OH group of donors, NAD or NADP as acceptor | chr5:4777046-4779193 FORWARDweakly similar to ( 162)FDH2_ORYSAnot assigned PRK07574 LdhA SerA 2-Hacid_dh_C 2-Hacid_dh "	C1-metabolism	25

CUST_86911_PI403524517	2	0.13237381	-0.0062646866	-0.13382864	-0.047045708	0.0062642097	0.08631706	35_24890	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_97266_PI403524517	2	0.49134636	-0.26857328	-0.053649902	0.27844763	0.05365038	-0.13915825	35_27779	Rep: CRP1 - Zea mays (Maize)	UniRef90_O81397	CHR5V7|COORD:16933088..16935466| pentatricopeptide (PPR) repeat-containing protein	AT5G42310.1	CHR07V5|COORD:21752159..21755628|protein CRP1, putative, expressed	LOC_Os07g36390.1	no descriptionmoderately similar to ( 263)AT5G42310| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr5:16933088-16935466 FORWARDweakly similar to ( 106)RF1_ORYSAPPR	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_132798_PI403524517	2	0.007361412	-0.68928623	0.21294212	-0.007361412	0.14830494	-0.16598225	35_37292	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_130539_PI403524517	2	-0.032733917	0.39890194	0.1644907	-0.34120226	0.032732964	-0.29437256	35_36656	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10Q12	"CHR1V7|COORD:4721714..4724342| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G45890.1); similar to expressed protein [Oryza sativa (japonica"	AT1G13770.1	CHR03V5|COORD:5939720..5934738|protein expressed protein	LOC_Os03g11500.1	"no descriptionweakly similar to ( 179)AT1G13770| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G45890.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABF94623.1); contains InterPro domain Protein of unknown function DUF647; (InterPro:IPR006968) | chr1:4721714-4724342 FORWARDnot assigned DUF647"	not assigned.unknown	35_2

CUST_15944_PI403524517	2	-0.23445892	0.203969	0.14228725	0.0583086	-0.1407299	-0.058307648	35_4603	"Cluster: 60S ribosomal protein L18A-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: 60S ribosomal protein L18A-like - Oryza sativa (japonica cultivar-gro"	UniRef90_Q5QLQ3	"CHR1V7|COORD:5840451..5841529| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G53560.1); similar to Os01g0667100 [Oryza sativa (japonica"	AT1G17080.1	CHR05V5|COORD:28029348..28031732|protein 60S ribosomal protein L18A, putative, expressed	LOC_Os05g49020.1	" no descriptionvery weakly similar to ( 100)AT1G17080| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G53560.1); similar to Os01g0667100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001043806.1); similar to Os05g0564800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001056334.1); similar to Os01g0242900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001042559.1); contains domain 60S RIBOSOMAL PROTEIN L18A (PTHR10052); contains domain 60S RIBOSOMAL PROTEIN L18A, PLANT (PTHR10052:SF2) | chr1:5840451-5841529 REVERSE"	not assigned.unknown	35_2

CUST_32936_PI399408534	2	0.16342974	-0.38179016	-0.07777834	0.2985611	-0.06594944	0.06594944	35_4918	"Cluster: Putative DEAD-box protein abstrakt; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative DEAD-box protein abstrakt - Oryza sativa (japonica cultiv"	UniRef90_Q67UX4	CHR5V7|COORD:20858682..20860871| DEAD-box protein abstrakt, putative	AT5G51280.1	CHR02V5|COORD:2770019..2766215|protein ATP-dependent RNA helicase DDX41, putative, expressed	LOC_Os02g05660.1	 no descriptionhighly similar to ( 636)AT5G51280| Symbols:  | DEAD-box protein abstrakt, putative | chr5:20858682-20860871 FORWARDmoderately similar to ( 206)DB10_NICSYATP-dependent RNA helicase-like protein DB10 - Nicotiana sylvestris (Wood tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned SrmB PRK11776 PRK10590 PRK11192 PRK01297 PRK04837 PRK04537 DEADc PRK11634 HELICc DEAD DEXDc Helicase_C HELICc DEXDc RecQ Lhr MPH1 PRK11057 SSL2 HrpA COG1203 	protein.synthesis.initiation	29_2_3

CUST_5280_PI399408534	2	0.053135872	-0.052389145	-0.09266758	0.06260586	0.03497219	-0.034973145	35_13724	Rep: Knotted 7 - Hordeum vulgare (Barley)	UniRef90_Q717U4	CHR5V7|COORD:8736211..8738090| KNAT3 (KNOTTED1-LIKE HOMEOBOX GENE 3)	AT5G25220.2	CHR06V5|COORD:26413838..26410491|protein homeobox protein knotted-1-like 3, putative, expressed	LOC_Os06g43860.2	no descriptionmoderately similar to ( 347)AT5G25220| Symbols: KNAT3 | KNAT3 (KNOTTED1-LIKE HOMEOBOX GENE 3) | chr5:8736211-8738090 FORWARDmoderately similar to ( 346)KNAP3_MALDOHomeobox protein knotted-1-like 3 - Malus domestica (Apple) (Malus sylvestris)not assigned not assigned not assigned KNOX2 homeodomain HOX	RNA.regulation of transcription.HB,Homeobox transcription factor family	27_3_22

CUST_82051_PI403524517	2	0.07927132	-0.31657124	0.054953575	-0.054953575	0.28674316	-0.2724476	35_23536	"Cluster: Putative cyclophilin-40; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative cyclophilin-40 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69TG8	CHR2V7|COORD:6885226..6887825| SQN (SQUINT)	AT2G15790.1	CHR06V5|COORD:5938646..5932790|protein peptidyl-prolyl cis-trans isomerase CYP40, putative, expressed	LOC_Os06g11320.2	 no descriptionweakly similar to ( 189)AT2G15790| Symbols: CYP40, SQN | SQN (SQUINT) | chr2:6885226-6887825 REVERSEweakly similar to ( 171)CYPH_CATROPeptidyl-prolyl cis-trans isomerase - Catharanthus roseus (Rosy periwinkle) (Madagascar periwinkle)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned cyclophilin_ABH_like Pro_isomerase cyclophilin PpiB Cyclophilin_PPIL3_like cyclophilin_WD40 cyclophilin_RING cyclophilin_SpCYP2_like cyclophilin_CeCYP16-like cyclophilin_RRM cyclophilin_EcCYP_like PRK10791 	cell.cycle.peptidylprolyl isomerase	31_3_1

CUST_109380_PI403524517	2	0.17132187	-0.48673534	0.037682533	-0.06054783	-0.037683487	0.11035538	35_31089	"Cluster: Hypothetical protein P0036D10.17; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0036D10.17 - Oryza sativa (japonica cultivar-g"	UniRef90_Q9FW25	"CHR1V7|COORD:21418007..21421567| VIM1 (VARIANT IN METHYLATION 1); DNA binding"	AT1G57820.1	CHR05V5|COORD:133355..138256|protein DNA binding protein, putative, expressed	LOC_Os05g01230.1	"no descriptionvery weakly similar to (72.8)AT1G57820| Symbols: VIM1 | VIM1 (VARIANT IN METHYLATION 1); DNA binding | chr1:21418007-21421567 REVERSE"	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_5484_PI404877155	2	0.050905228	-0.33659267	-0.014202118	0.014202118	-0.027920723	0.02461338	Contig17219_at	putative resistance protein [Lycopersicon esculentum]	CAC95155.1	longevity-assurance (LAG1) family protein	At3g25540.1	protein resistance protein, putative	Os09g20630	NONE	lipid metabolism.'exotics' (steroids, squalene etc).sphingolipids	11_8_1

CUST_101334_PI403524517	2	0.15741873	0.31840467	0.16791439	-0.15741825	-0.22288656	-0.19150352	35_28920	"Cluster: Lipase class 3-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Lipase class 3-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8L570	CHR4V7|COORD:9096820..9100608| lipase class 3 family protein	AT4G16070.1	CHR01V5|COORD:11600816..11605016|protein triacylglycerol lipase, putative, expressed	LOC_Os01g20840.1	no descriptionmoderately similar to ( 202)AT4G16070| Symbols:  | lipase class 3 family protein | chr4:9096820-9100608 REVERSEnot assigned Lipase3_N	lipid metabolism.lipid degradation.lipases.triacylglycerol lipase	11_9_2_1

CUST_119866_PI403524517	2	0.17464161	-0.018853188	-0.03175831	0.0093250275	0.044700623	-0.009325981	35_33902	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_28220_PI399408534	2	0.014560699	0.020054817	-0.0041713715	0.0041713715	-0.10668564	-0.014933586	35_45769	"Cluster: Putative leucine-rich repeat transmembrane protein kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative leucine-rich repeat transmembrane"	UniRef90_Q6YUU3	CHR3V7|COORD:4783122..4787006| leucine-rich repeat transmembrane protein kinase, putative	AT3G14350.1	CHR02V5|COORD:5019762..5028025|protein receptor protein kinase TMK1 precursor, putative, expressed	LOC_Os02g09740.1	 no descriptionweakly similar to ( 160)AT3G14350| Symbols:  | leucine-rich repeat transmembrane protein kinase, putative | chr3:4783122-4787006 REVERSEvery weakly similar to (61.6)NORK_PEANodulation receptor kinase precursor - Pisum sativum (Garden pea)not assigned 	stress.biotic	20_1

CUST_129890_PI403524517	2	-0.0497303	0.15508175	-0.12707233	-0.12557507	0.0497303	0.10998821	35_36480	"Cluster: Hypothetical protein OSJNBb0055I24.121; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0055I24.121 - Oryza sativa (japonic"	UniRef90_Q69RN5		0	CHR07V5|COORD:18812063..18810615|protein F-box domain containing protein, expressed	LOC_Os07g31680.1	no description	not assigned.unknown	35_2

CUST_659_PI404877155	2	-0.19586372	-0.13506317	0.018502235	0.111367226	0.2076025	-0.018502235	Contig10595_at	0	BAD09354.1	remorin family protein	At1g45207.2	protein Remorin, C-terminal region, putative	Os09g28300	conserved hypothetical protein	RNA.regulation of transcription.unclassified	27_3_99

CUST_7621_PI399408534	2	-1.2679663	-2.134091	0.58862495	0.43384266	-0.06484461	0.064845085	35_31051	Rep: Pathogen-related protein - Oryza sativa (Rice)	UniRef90_Q945E9	"CHR1V7|COORD:5675918..5678679| SR45 (arginine/serine-rich 45); RNA binding"	AT1G16610.1	CHR03V5|COORD:10541262..10542310|protein pathogenesis-related protein 1, putative, expressed	LOC_Os03g18850.1	no descriptionweakly similar to ( 147)PR1_ASPOFPathogenesis-related protein 1 - Asparagus officinalis (Garden asparagus)Bet_v_I	RNA.processing.ribonucleases	27_1_19

CUST_55986_PI403524517	2	0.02163124	-0.021632195	-0.032427788	0.11536026	-0.085905075	0.07671356	35_15936	"Cluster: Putative autophagocytosis protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative autophagocytosis protein - Oryza sativa (japonica cultivar"	UniRef90_Q8LRF5	CHR5V7|COORD:24751442..24753937| autophagy 3 (APG3)	AT5G61500.1	CHR01V5|COORD:5413704..5410397|protein autophagy-related protein 3, putative, expressed	LOC_Os01g10290.1	no descriptionmoderately similar to ( 441)AT5G61500| Symbols:  | autophagy 3 (APG3) | chr5:24751442-24753937 REVERSEnot assigned Autophagy_C Autophagy_N	protein.degradation.autophagy	29_5_2

CUST_31512_PI403524517	2	0.008961678	-0.12279606	0.0051469803	-0.0051460266	-0.043168068	0.09798527	35_9095	"Cluster: Putative pattern formation protein GNOM; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative pattern formation protein GNOM - Oryza sativa (japon"	UniRef90_Q6YWF5	CHR1V7|COORD:4789584..4794394| GN (GNOM)	AT1G13980.1	CHR02V5|COORD:13144842..13149935|protein pattern formation protein EMB30, putative, expressed	LOC_Os02g22090.1	 no descriptionweakly similar to ( 155)AT1G13980| Symbols: VAN7, EMB30, GN | GN (GNOM) | chr1:4789584-4794394 FORWARDnot assigned 	development.unspecified	33_99

CUST_39295_PI403524517	2	0.15311146	-0.62603474	0.008752823	0.04539299	-0.008752346	-0.41953754	35_11300	"Cluster: PPR repeat containing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: PPR repeat containing protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q60DN6	CHR4V7|COORD:10215261..10217114| binding	AT4G18520.1	CHR03V5|COORD:24799858..24796242|protein pentatricopeptide repeat protein PPR1106-17, putative, expressed	LOC_Os03g44210.2	no descriptionmoderately similar to ( 224)AT4G18520| Symbols:  | binding | chr4:10215261-10217114 REVERSEvery weakly similar to (53.9)RF1_ORYSA	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_71879_PI403524517	2	0.16962719	-0.16474581	0.034108162	0.019237518	-0.04880047	-0.019238472	35_20606	"Cluster: Os11g0143500 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os11g0143500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IUP6	CHR3V7|COORD:17695485..17698411| ATGLDH (L-GALACTONO-1,4-LACTONE DEHYDOROGENASE)	AT3G47930.1	CHR12V5|COORD:1925697..1921206|protein L-Galactono-1,4-lactone dehydrogenase, putative	LOC_Os12g04520.1	 no descriptionmoderately similar to ( 219)AT3G47930| Symbols: ATGLDH | ATGLDH (L-GALACTONO-1,4-LACTONE DEHYDOROGENASE) | chr3:17695485-17698411 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned FAD_binding_4 GlcD Herpes_BLLF1 Atrophin-1 Extensin_2 PRK07003 HPC2 DUF1421 PRK12323 DUF566 GRASP55_65 Pneumo_att_G Tymo_45kd_70kd PRK07764 IER PRK12678 Drf_FH1 PRK05648 Chon_Sulph_att APC_basic Herpes_TAF50 KAR9 ROM1 	redox.ascorbate and glutathione.ascorbate.L-Galactono-1,4-lactone dehydrogenase	21_2_1_5

CUST_31605_PI399408534	2	0.045595646	0.5195999	0.3869152	-0.045595646	-0.4634452	-0.32949066	35_41240	"Cluster: Os01g0895600 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0895600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JGY7	"CHR1V7|COORD:2668005..2671797| CRT3 (CALRETICULIN 3); calcium ion binding"	AT1G08450.1	CHR01V5|COORD:39261619..39257218|protein calreticulin-3 precursor, putative, expressed	LOC_Os01g67054.2	"no descriptionmoderately similar to ( 236)AT1G08450| Symbols: CRT3 | CRT3 (CALRETICULIN 3); calcium ion binding | chr1:2668005-2671797 REVERSEweakly similar to ( 187)CALR_NICPLCalreticulin precursor - Nicotiana plumbaginifolia (Leadwort-leaved tobacco)not assigned not assigned Calreticulin"	signalling.calcium	30_3

CUST_50717_PI403524517	2	-0.21021461	-1.2714729	0.21021461	1.3040619	0.94471455	-0.2585125	35_14472	Rep: Glutathione-S-transferase 19E50 - Triticum aestivum (Wheat)	UniRef90_Q8LGN5	"CHR3V7|COORD:23228401..23229222| ATGSTF13 (Arabidopsis thaliana Glutathione S-transferase (class phi) 13); glutathione transferase"	AT3G62760.1	CHR01V5|COORD:15609939..15607996|protein glutathione S-transferase GSTF1, putative, expressed	LOC_Os01g27360.1	"no descriptionmoderately similar to ( 217)AT3G62760| Symbols: ATGSTF13 | ATGSTF13 (Arabidopsis thaliana Glutathione S-transferase (class phi) 13); glutathione transferase | chr3:23228401-23229222 REVERSEmoderately similar to ( 381)GSTH1_ORYSAnot assigned not assigned not assigned not assigned GST_C_Phi GST_N_Phi Gst GST_N_GTT1_like GST_C GST_N_family GST_N GST_N_4 GST_C_EFB1gamma GST_C_family GST_N_Ure2p_like GST_C_Ure2p_like GST_N_Theta GST_N_2 GST_C_2 GST_C_1 GST_N_Beta GST_N_EF1Bgamma GST_N_GTT2_like GST_N_Delta_Epsilon PRK11752 GST_N_Zeta GST_C_GTT1_like GST_N_SspA GST_C_GTT2_like"	misc.glutathione S transferases	26_9

CUST_27195_PI403524517	2	0.38892174	-0.44949913	-0.06788254	0.06788254	-0.23797321	0.1944561	35_7876	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_103302_PI403524517	2	0.25586843	0.38515854	-0.159379	-0.110839844	-0.36684322	0.110839844	35_29458	"Cluster: Hypothetical protein; n=1; Anaeromyxobacter sp. Fw109-5|Rep: Hypothetical protein - Anaeromyxobacter sp. Fw109-5"	UniRef90_A1HY15	CHR4V7|COORD:7758606..7760888| leucine-rich repeat family protein / extensin family protein	AT4G13340.1	CHR03V5|COORD:25037309..25035772|protein ligA, putative	LOC_Os03g44550.1	no description	not assigned.unknown	35_2

CUST_53545_PI403524517	2	0.13230133	-1.169447	-0.13230133	0.55578613	0.38952637	-0.75007725	35_15231	"Cluster: Photosystem I reaction center subunit IV, chloroplast precursor; n=1; Hordeum vulgare|Rep: Photosystem I reaction center subunit IV, chloroplast"	UniRef90_P13194	CHR4V7|COORD:14202957..14203894| PSAE-1 (PSA E1 KNOCKOUT)	AT4G28750.1	CHR07V5|COORD:14531610..14532692|protein photosystem I reaction center subunit IV A, chloroplast precursor, putative, expressed	LOC_Os07g25430.3	 no descriptionvery weakly similar to (66.6)AT4G28750| Symbols: PSAE-1 | PSAE-1 (PSA E1 KNOCKOUT) | chr4:14202957-14203894 REVERSEvery weakly similar to (73.6)PSAE_HORVUPhotosystem I reaction center subunit IV, chloroplast precursor - Hordeum vulgare (Barley)PSI_PsaE psaE 	PS.lightreaction.photosystem I.PSI polypeptide subunits	1_1_2_2

CUST_21904_PI399408534	2	0.35706425	-0.5396395	-0.5756073	0.0891037	-0.08910322	0.3405056	35_6259	"Cluster: BZIP transcription factor; n=1; Oryza sativa (japonica cultivar-group)|Rep: BZIP transcription factor - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53Q70	"CHR1|COORD:2621901..2627718| similar to bZIP family transcription factor [Arabidopsis thaliana] (TAIR:At5g06839.1); similar to basic leucine zipper"	AT1G08320.3	CHR11V5|COORD:2464637..2458158|protein TGACG-sequence-specific DNA-binding protein TGA-2.1, putative, expressed	LOC_Os11g05480.1	no descriptionmoderately similar to ( 381)AT1G08320| Symbols:  | DNA binding | chr1:2622110-2627448 REVERSEmoderately similar to ( 348)HBP1C_WHEATTranscription factor HBP-1b(c1) - Triticum aestivum (Wheat)BRLZ bZIP_1	RNA.regulation of transcription.bZIP transcription factor family	27_3_35

CUST_48716_PI403524517	2	0.015823364	-1.2712593	-0.13385963	0.027418137	0.013947487	-0.013948441	35_13912	Rep: Histone H2A.2.1 - Triticum aestivum (Wheat)	UniRef90_P02276	CHR5V7|COORD:575435..576454| histone H2A, putative	AT5G02560.1	CHR03V5|COORD:9478877..9477951|protein histone H2A, putative, expressed	LOC_Os03g17100.1	 no descriptionweakly similar to ( 156)AT5G02560| Symbols:  | histone H2A, putative | chr5:575435-576454 FORWARDweakly similar to ( 183)H2A2_WHEATHistone H2A.2.1 - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned H2A H2A HTA1 Histone PRK12323 PRK12678 PRK07003 Tymo_45kd_70kd DUF566 PRK07764 infB HPC2 Coprinus_mating 	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_50324_PI403524517	2	-0.1415348	0.5240421	-0.0063581467	0.059718132	-0.13556767	0.0063591003	35_14355	Rep: Hydrophobic protein OSR8 - Oryza sativa (Rice)	UniRef90_Q9LRI7	CHR4V7|COORD:14954409..14954704| hydrophobic protein, putative / low temperature and salt responsive protein, putative	AT4G30650.1	CHR09V5|COORD:22181106..22182809|protein expressed protein	LOC_Os09g38560.1	 no descriptionvery weakly similar to (84.3)AT4G30650| Symbols:  | hydrophobic protein, putative / low temperature and salt responsive protein, putative | chr4:14954409-14954704 FORWARDweakly similar to ( 122)OSR8_ORYSAnot assigned UPF0057 COG0401 	stress.abiotic.cold	20_2_2

CUST_76231_PI403524517	2	0.057641983	0.43534946	-0.08111954	-0.004652977	0.004652977	-0.013451576	35_21854	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_171432_PI403524517	2	0.059147835	0.60352993	0.059147835	-0.16701603	-0.099479675	-0.05914688	35_47771	Rep: Hypothetical protein - Trypanosoma brucei	UniRef90_Q38CJ3	"CHR3V7|COORD:10797953..10804474| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G76780.1); contains InterPro domain Protein of unknown function"	AT3G28770.1	CHR11V5|COORD:28294935..28287902|protein serine/arginine-rich protein, putative, expressed	LOC_Os11g47830.2	"no descriptionvery weakly similar to (53.9)AT3G28770| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G76780.1); contains InterPro domain Protein of unknown function DUF1216; (InterPro:IPR009605) | chr3:10797953-10804474 FORWARD"	not assigned.unknown	35_2

CUST_124221_PI403524517	2	0.048057556	0.26327515	-0.02251339	-0.012468338	-0.101579666	0.012468338	35_35017	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_123409_PI403524517	2	0.07041502	-0.06047392	0.060473442	0.18381405	-0.11597538	-0.18600988	35_34803	0	0	CHR2V7|COORD:19536924..19538471| 60S ribosomal protein L7A (RPL7aA)	AT2G47610.1	0	0	no description	not assigned.unknown	35_2

CUST_57664_PI403524517	2	0.049549103	0.37855148	-0.09126663	-0.056747437	-0.049550056	0.08486462	35_16438	"Cluster: Hepatocyte growth factor-regulated tyrosine kinase substrate-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hepatocyte growth factor-re"	UniRef90_Q8W3G1	CHR5|COORD:5548969..5551466| VHS domain-containing protein / GAT domain-containing protein, weak similarity to hepatocyte growth factor-regulated tyrosine kinas	AT5G16880.2	CHR10V5|COORD:22722448..22725367|protein protein transporter, putative, expressed	LOC_Os10g42724.1	no descriptionmoderately similar to ( 424)AT5G16880| Symbols:  | VHS domain-containing protein / GAT domain-containing protein | chr5:5549661-5551277 FORWARDnot assigned not assigned not assigned not assigned VHS VHS VHS_Hrs_Vps27p VHS VHS_Tom1 VHS_STAM VHS_ENTH_ANTH VHS_GGA	cell. vesicle transport	31_4

CUST_33157_PI403524517	2	0.81435204	-1.06147	-0.29951763	0.59731007	0.29951668	-0.5533562	35_9560	"Cluster: Calcineurin-like phosphoesterase family-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Calcineurin-like phosphoesterase family-like - Oryza sat"	UniRef90_Q6ZJ14	CHR4|COORD:12752587..12754106| calcineurin-like phosphoesterase family protein, contains Pfam profile: PF00149 calcineurin-like phosphoesterase	AT4G24730.1	CHR07V5|COORD:29223583..29226811|protein Ser/Thr protein phosphatase family protein, expressed	LOC_Os07g48840.3	no descriptionweakly similar to ( 150)AT4G24730| Symbols:  | calcineurin-like phosphoesterase family protein | chr4:12752706-12753641 REVERSE	protein.postranslational modification	29_4

CUST_17389_PI404877155	2	-0.101023674	0.11194754	0.10102415	0.14885092	-0.6464124	-0.18299389	HU10B14u_at	0	0	0	0	0	0	Vacuolar ATP synthase subunit B isoform 1	transport.p- and v-ATPases	34_1

CUST_106269_PI403524517	2	0.23488235	0.012788773	0.15524483	-0.17046547	-0.06066227	-0.012788773	35_30248	"Cluster: Os07g0646500 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os07g0646500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D446		0	CHR07V5|COORD:26999916..27002619|protein SWIM zinc finger family protein	LOC_Os07g45250.1	no description	not assigned.unknown	35_2

CUST_103665_PI403524517	2	0.09017086	0.15139532	0.14454508	-0.228827	-0.17282486	-0.09017134	35_29556	Rep: Cellulose synthase-like protein D4 - Populus tremuloides (Quaking aspen)	UniRef90_Q8GUZ9	"CHR5V7|COORD:5561682..5565293| ATCSLD2 (Cellulose synthase-like D2); cellulose synthase/ transferase, transferring glycosyl groups"	AT5G16910.1	CHR06V5|COORD:664407..659149|protein CSLD2 - cellulose synthase-like family D, expressed	LOC_Os06g02180.1	" no descriptionmoderately similar to ( 219)AT5G16910| Symbols: CSLD2, ATCSLD2 | ATCSLD2 (Cellulose synthase-like D2); cellulose synthase/ transferase, transferring glycosyl groups | chr5:5561682-5565293 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07003 PRK07764 APC_basic TT_ORF1 Herpes_BLLF1 "	cell wall.cellulose synthesis.cellulose synthase	10_2_1

CUST_133427_PI403524517	2	-0.04293537	0.25717545	0.07170582	-0.08753109	0.042934418	-0.055944443	35_37458	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_23949_PI399408534	2	0.007709503	0.13190556	-0.12967396	-0.007709503	-0.0598135	0.018766403	35_19648	"Cluster: Axi 1 protein, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Axi 1 protein, putative, expressed - Oryza sativa (japonica cultiv"	UniRef90_Q10M06	"CHR1V7|COORD:4802927..4805108| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G03280.1); similar to Os03g0169000 [Oryza sativa (japonica"	AT1G14020.1	CHR03V5|COORD:11991337..11987024|protein axi 1 protein, putative, expressed	LOC_Os03g21090.1	" no descriptionweakly similar to ( 155)AT1G14020| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G03280.1); similar to Os03g0169000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001049097.1); similar to hypothetical protein [Cleome spinosa] (GB:ABD96844.1); contains InterPro domain Protein of unknown function DUF246, plant; (InterPro:IPR004348) | chr1:4802927-4805108 FORWARDDUF246 "	hormone metabolism.auxin.induced-regulated-responsive-activated	17_2_3

CUST_17550_PI399408534	2	0.04254055	-0.15871048	-0.107154846	0.061714172	0.10747814	-0.042541504	35_9097	"Cluster: Hypothetical protein P0700D12.120; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0700D12.120 - Oryza sativa (japonica cultivar"	UniRef90_Q84Z86	CHR5V7|COORD:2108494..2112257| mitochondrial transcription termination factor-related / mTERF-related	AT5G06810.1	CHR08V5|COORD:25589130..25586414|protein mTERF family protein, expressed	LOC_Os08g40630.2	no descriptionmoderately similar to ( 215)AT5G06810| Symbols:  | mitochondrial transcription termination factor-related / mTERF-related | chr5:2108494-2112257 FORWARDmTERF	RNA.regulation of transcription.unclassified	27_3_99

CUST_7364_PI403524517	2	-0.040714264	-8.0776215E-4	0.0052948	8.087158E-4	0.050813675	-0.023403168	35_2047	Rep: OSIGBa0092E01.14 protein - Oryza sativa (Rice)	UniRef90_Q01IC1	"CHR1V7|COORD:7925436..7926907| COX6B (CYTOCHROME C OXIDASE 6B); cytochrome-c oxidase"	AT1G22450.1	CHR04V5|COORD:24690072..24687471|protein cytochrome c oxidase polypeptide VIb, putative, expressed	LOC_Os04g42060.1	" no descriptionweakly similar to ( 152)AT1G22450| Symbols: ATCOX6B2, COX6B | COX6B (CYTOCHROME C OXIDASE 6B); cytochrome-c oxidase | chr1:7925436-7926907 FORWARDnot assigned Cyt_c_Oxidase_VIb COX6B "	mitochondrial electron transport / ATP synthesis.cytochrome c oxidase	9_7

CUST_135554_PI403524517	2	-0.055540085	0.055540085	-0.13856697	0.17624903	-0.21721792	0.13428545	35_38021	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_106059_PI403524517	2	0.008666515	-0.41302872	-0.0086660385	-0.09490204	0.08019829	0.24513006	35_30192	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_18160_PI399408534	2	-0.07622242	0.25100422	-0.036320686	-0.026191711	0.1669178	0.026191711	35_37257	Rep: H0306F03.8 protein - Oryza sativa (Rice)	UniRef90_Q25A67	CHR5V7|COORD:3970132..3971302| oxidoreductase, 2OG-Fe(II) oxygenase family protein	AT5G12270.1	CHR04V5|COORD:32531761..32528122|protein gibberellin 20 oxidase 2, putative	LOC_Os04g55070.1	 no descriptionvery weakly similar to (67.8)AT5G12270| Symbols:  | oxidoreductase, 2OG-Fe(II) oxygenase family protein | chr5:3970132-3971302 REVERSEvery weakly similar to (62.0)ACCO1_ORYSAnot assigned PcbC 2OG-FeII_Oxy 	hormone metabolism.ethylene.synthesis-degradation	17_5_1

CUST_129968_PI403524517	2	-0.04491806	-0.21058369	0.3296833	0.04491806	0.34311676	-0.1327486	35_36504	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_97137_PI403524517	2	0.27654982	-0.43581867	0.1483078	0.09594011	-0.21336222	-0.09594011	35_27743	Cluster: 'putative pentatricopeptide (PPR) repeat-containing protein, PF01535' (Os05g0365500 protein) (Putative pentatricopeptide repeat-containing protein) (Pu	UniRef90_Q75IT2	"CHR3V7|COORD:18267071..18268960| EMB1796 (EMBRYO DEFECTIVE 1796); binding"	AT3G49240.1	CHR05V5|COORD:17441731..17445500|protein EMB1796, putative, expressed	LOC_Os05g30240.1	"no descriptionweakly similar to ( 123)AT3G49240| Symbols: EMB1796 | EMB1796 (EMBRYO DEFECTIVE 1796); binding | chr3:18267071-18268960 FORWARDvery weakly similar to (80.9)RF1_ORYSA"	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_158656_PI403524517	2	-0.048602104	0.24203491	0.06069565	-0.037032127	0.016723633	-0.016723633	35_44288	"Cluster: AP2 transcriptional activator DRF1.1; n=2; Hordeum vulgare|Rep: AP2 transcriptional activator DRF1.1 - Hordeum vulgare (Barley)"	UniRef90_Q84ND8		0	CHR05V5|COORD:16222240..16218769|protein dehydration-responsive element-binding protein 2C, putative, expressed	LOC_Os05g27930.3	no description	not assigned.unknown	35_2

CUST_14181_PI403524517	2	0.044265747	-0.49349594	-0.09306812	0.03489971	-0.004511833	0.0045108795	35_4068	"Cluster: Putative U5 snRNP-specific 40 kDa protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative U5 snRNP-specific 40 kDa protein - Oryza sativa (j"	UniRef90_Q67WC9	CHR2V7|COORD:18141349..18142380| transducin family protein / WD-40 repeat family protein	AT2G43770.1	CHR06V5|COORD:26780802..26777841|protein WD-repeat protein 57, putative, expressed	LOC_Os06g44370.1	no descriptionhighly similar to ( 560)AT2G43770| Symbols:  | transducin family protein / WD-40 repeat family protein | chr2:18141349-18142380 REVERSEvery weakly similar to (99.0)PF20_CHLREFlagellar WD repeat-containing protein Pf20 - Chlamydomonas reinhardtiinot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned WD40 COG2319	not assigned.no ontology	35_1

CUST_67503_PI403524517	2	-0.01458931	-0.055550575	0.04490757	-0.05069542	0.01458931	0.033791542	35_19278	"Cluster: Hypothetical protein OSJNBa0081P02.14; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0081P02.14 - Oryza sativa (japonica"	UniRef90_Q8H7R7	"CHR1V7|COORD:11391322..11394591| similar to Hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:AAN52749.1); contains InterPro"	AT1G31780.1	CHR03V5|COORD:6560302..6566982|protein conserved oligomeric complex COG6 family protein, expressed	LOC_Os03g12460.1	"no descriptionhighly similar to ( 784)AT1G31780| Symbols:  | similar to Hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:AAN52749.1); contains InterPro domain Conserved oligomeric complex COG6; (InterPro:IPR010490) | chr1:11391322-11394591 FORWARDnot assigned COG6"	not assigned.no ontology	35_1

CUST_160893_PI403524517	2	0.33936024	0.24665165	0.00677824	-0.0067777634	-0.09745407	-0.039349556	35_44894	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_4171_PI404877155	2	0.0586977	0.31445026	-0.054027557	-0.07942772	-0.20110321	0.054026604	Contig15004_at	contains ESTs C74558(E31852),AU094839(E31852)~putative ATP-binding cassette, sub-family B, member 10, mitochondrial precursor [Oryza sativa	NP_912097.1	ABC transporter family protein	At4g25450.1	protein ABC transporter, putative	Os07g28090	"ABC transporter family protein, similar to multidrug resistance protein 2 SP:P21440 from (Mus musculus) or  similar to ABC transporter (TAP2) [Arabidopsis thaliana] (TAIR:At5g39040.1); similar to ABC transporter, ATP binding/permease protein [Silicibacter"	transport.ABC transporters and multidrug resistance systems	34_16

CUST_20974_PI399408534	2	0.2757902	-0.13918686	-0.025653362	0.02565384	-0.17360497	0.18067503	35_39319	"Cluster: Os07g0618400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0618400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D4M3	CHR3V7|COORD:4783122..4787006| leucine-rich repeat transmembrane protein kinase, putative	AT3G14350.1	CHR07V5|COORD:25514758..25521489|protein leucine-rich repeat transmembrane protein kinase 1-like protein, putative, expressed	LOC_Os07g42626.3	 no descriptionmoderately similar to ( 234)AT3G14350| Symbols:  | leucine-rich repeat transmembrane protein kinase, putative | chr3:4783122-4787006 REVERSEvery weakly similar to (81.6)RPK1_IPONIReceptor-like protein kinase precursor - Ipomoea nil (Japanese morning glory) (Pharbitis nil)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG4886 	stress.biotic	20_1

CUST_139195_PI403524517	2	-0.02969265	0.08620262	0.022711754	-0.03510666	-0.022712708	0.12832355	35_39040	0	0		0	CHR02V5|COORD:16008537..16003639|protein protein phosphatase 2C containing protein, expressed	LOC_Os02g27220.1	no description	not assigned.unknown	35_2

CUST_403_PI404877155	2	-0.23661804	0.015665054	0.037927628	-0.015665054	0.09330845	-0.08288574	Contig10292_at	leucine-rich repeat transmembrane protein kinase, putative [Arabidopsis thaliana]	NP_172244.2	leucine-rich repeat transmembrane protein kinase, putative	At1g07650.1	protein receptor-like serine/threonine kinase, putative, 5 partial	Os09g17630	leucine-rich repeat transmembrane protein kinase, putative, similar to GB:AAC50043 from (Arabidopsis thaliana) (Plant Mol. Biol. 37 (4), 587-596 (1998))	signalling.receptor kinases.leucine rich repeat VIII-2	30_2_8_2

CUST_32386_PI399408534	2	-0.038819313	1.2088022	0.038819313	-0.12906837	0.08493233	-0.046349525	35_50577	"Cluster: Hypothetical protein OJ1773_H01.106; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1773_H01.106 - Oryza sativa (japonica cult"	UniRef90_Q7XIK4	"CHR1V7|COORD:22576838..22579039| BRD4 (BROMODOMAIN 4); DNA binding"	AT1G61215.1	CHR07V5|COORD:22668458..22664342|protein DNA binding protein, putative, expressed	LOC_Os07g37800.2	no descriptionBROMO	RNA.regulation of transcription.Bromodomain proteins	27_3_42

CUST_160740_PI403524517	2	0.082886696	-0.20446968	-0.008012772	0.008012772	0.038969994	-0.023180008	35_44851	"Cluster: Os12g0144600 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os12g0144600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IQ54	CHR3V7|COORD:1488814..1491177| heavy-metal-associated domain-containing protein	AT3G05220.1	CHR12V5|COORD:2192737..2197849|protein metal ion binding protein, putative, expressed	LOC_Os12g05040.5	no description	not assigned.unknown	35_2

CUST_25432_PI399408534	2	-0.043765068	0.85857296	-0.07162762	0.07386112	0.043765068	-0.0755434	35_16930	"Cluster: Putative Zn-finger transcription factor; n=1; Triticum aestivum|Rep: Putative Zn-finger transcription factor - Triticum aestivum (Wheat)"	UniRef90_Q2TN85	CHR2V7|COORD:16779615..16781408| CZF1/ZFAR1	AT2G40140.2	CHR05V5|COORD:1640047..1642464|protein zinc finger transcription factor-like protein, putative, expressed	LOC_Os05g03760.1	no descriptionvery weakly similar to (55.8)AT3G55980| Symbols:  | zinc finger (CCCH-type) family protein | chr3:20787836-20789578 FORWARDnot assigned not assigned not assigned not assigned not assigned PRK07003 GAL11 BAF1_ABF1 PRK12323	RNA.regulation of transcription.C3H zinc finger family	27_3_12

CUST_65568_PI403524517	2	-0.17796707	-1.7543097	0.17796612	0.5864458	0.3803339	-0.39814186	35_18723	Rep: Monothiol glutaredoxin-S2 - Oryza sativa (Rice)	UniRef90_Q5SMY5	CHR5V7|COORD:3845166..3845612| glutaredoxin family protein	AT5G11930.1	CHR01V5|COORD:5082635..5083361|protein OsGrx_A2 - glutaredoxin subgroup III, expressed	LOC_Os01g09830.1	no descriptionvery weakly similar to (96.7)AT5G11930| Symbols:  | glutaredoxin family protein | chr5:3845166-3845612 REVERSEvery weakly similar to (55.5)GLRX_RICCOGlutaredoxin - Ricinus communis (Castor bean)not assigned not assigned not assigned not assigned not assigned GRX_GRXh_1_2_like TT_ORF1	redox.glutaredoxins	21_4

CUST_33986_PI403524517	2	-1.0389795	-0.6083565	0.70398235	-0.14546013	0.344059	0.14546013	35_9798	"Cluster: Hypothetical protein P0701E03.37; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0701E03.37 - Oryza sativa (japonica cultivar-g"	UniRef90_Q69YD3	0	0	CHR06V5|COORD:5778228..5777929|protein EF hand family protein	LOC_Os06g11030.1	no description	not assigned.unknown	35_2

CUST_442_PI404877155	2	-0.035998344	-0.2767315	-0.08128166	0.051436424	0.061048508	0.03599739	Contig10358_at	putative telomere repeat binding factor [Oryza sativa (japonica cultivar-group)]	NP_917454.1	DNA-binding protein, putative	At1g49950.3	protein Myb-like DNA-binding domain, putative	Os01g40670	NONE	RNA.regulation of transcription.MYB-related transcription factor family	27_3_26

CUST_86761_PI403524517	2	0.2259283	-0.61008453	-0.17802715	0.17802668	-0.24346447	0.18146658	35_24849	"Cluster: Putative RING finger 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative RING finger 1 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q67UK4	CHR1V7|COORD:8484868..8485977| zinc finger (C3HC4-type RING finger) family protein	AT1G23980.1	CHR06V5|COORD:6923998..6922216|protein RING-H2 finger protein ATL5I, putative, expressed	LOC_Os06g12680.1	no descriptionvery weakly similar to (80.1)AT1G23980| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr1:8484868-8485977 REVERSE	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_112058_PI403524517	2	0.044919014	0.7179899	0.17684937	-0.3931799	-0.18462276	-0.044919014	35_31813	"Cluster: Cyclin family protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Cyclin family protein, putative, expressed - Oryza sativa"	UniRef90_Q2QQS5	CHR5V7|COORD:18295035..18297960| cyclin family protein	AT5G45190.1	CHR12V5|COORD:17927216..17935779|protein cyclin-T1, putative, expressed	LOC_Os12g30020.1	no descriptionweakly similar to ( 159)AT5G45190| Symbols:  | cyclin family protein | chr5:18295035-18297960 REVERSEnot assigned not assigned not assigned CCL1	cell.cycle	31_3

CUST_361_PI399407379	2	0.03553772	0.25907993	-0.061427116	0.41931105	-1.3574796	-0.03553772	HvAP3									

CUST_137522_PI403524517	2	-0.030481339	0.06534958	0.14063549	-0.13223934	-0.0024356842	0.0024366379	35_38566	"Cluster: Eukaryotic translation initiation factor 5A; n=4; Poaceae|Rep: Eukaryotic translation initiation factor 5A - Zea mays (Maize)"	UniRef90_P80639	"CHR1V7|COORD:4773628..4774665| EIF-5A (eukaryotic translation initiation factor 5A-1); translation initiation factor"	AT1G13950.1	CHR07V5|COORD:24319279..24315885|protein eukaryotic translation initiation factor 5A, putative, expressed	LOC_Os07g40580.1	"no descriptionmoderately similar to ( 235)AT1G13950| Symbols: EIF-5A | EIF-5A (eukaryotic translation initiation factor 5A-1); translation initiation factor | chr1:4773628-4774665 FORWARDmoderately similar to ( 247)IF5A_MAIZEEukaryotic translation initiation factor 5A - Zea mays (Maize)not assigned Efp PRK03999 eIF-5a"	protein.synthesis.initiation	29_2_3

CUST_8915_PI403524517	2	-0.008013725	-0.51062965	0.008013248	0.25205755	0.035388947	-0.045180798	35_2497	"Cluster: Os05g0273800 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0273800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DJJ0	CHR4V7|COORD:1035722..1037403| epoxide hydrolase, putative	AT4G02340.1	CHR05V5|COORD:11095635..11093802|protein epoxide hydrolase 2, putative, expressed	LOC_Os05g19150.1	 no descriptionmoderately similar to ( 377)AT4G02340| Symbols:  | epoxide hydrolase, putative | chr4:1035722-1037403 FORWARDnot assigned not assigned not assigned not assigned not assigned MhpC PRK00870 PRK03592 PRK05855 Abhydrolase_1 PldB PRK03204 COG0412 	misc.misc2	26_1

CUST_77740_PI403524517	2	-0.019285202	-0.31359005	-0.0013084412	0.011289597	0.0013084412	0.05245304	35_22285	"Cluster: OTU-like cysteine protease family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: OTU-like cysteine protease family protein, expre"	UniRef90_Q10NL4	"CHR2V7|COORD:15922317..15923770| similar to OTU-like cysteine protease family protein [Arabidopsis thaliana] (TAIR:AT3G57810.3); similar to Os03g0266000 [Oryza"	AT2G38025.1	CHR03V5|COORD:8769800..8774791|protein cysteine-type peptidase, putative, expressed	LOC_Os03g15930.2	" no descriptionmoderately similar to ( 230)AT2G38025| Symbols:  | similar to OTU-like cysteine protease family protein [Arabidopsis thaliana] (TAIR:AT3G57810.3); similar to Os03g0266000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001049654.1); similar to OTU-like cysteine protease family protein, expressed [Oryza sativa (japonica cultivar-group)] (GB:ABF95145.1); contains InterPro domain Ovarian tumour, otubain; (InterPro:IPR003323) | chr2:15922317-15923770 REVERSEnot assigned not assigned OTU "	not assigned.unknown	35_2

CUST_26886_PI403524517	2	-0.081804276	0.3684206	0.081804276	-0.20732021	0.27904987	-0.334095	35_7790	Rep: PREDICTED: hypothetical protein - Macaca mulatta	UniRef90_UPI0000D9B3B5	0	0	CHR06V5|COORD:26713869..26716573|protein fibroin heavy chain precursor, putative, expressed	LOC_Os06g44280.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_58631_PI403524517	2	-0.008348465	-0.5019512	-0.14184284	0.06252098	0.11039734	0.008348465	35_16725	"Cluster: Putative cytochrome b5 reductase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative cytochrome b5 reductase - Oryza sativa (japonica cultivar-g"	UniRef90_Q5VR12	CHR5V7|COORD:6782710..6786362| NADH-cytochrome b5 reductase, putative	AT5G20080.1	CHR01V5|COORD:3821325..3816970|protein NADH-cytochrome b5 reductase-like protein, putative, expressed	LOC_Os01g07910.1	 no descriptionmoderately similar to ( 434)AT5G20080| Symbols:  | NADH-cytochrome b5 reductase, putative | chr5:6782710-6786362 FORWARDweakly similar to ( 169)NIA2_SOYBNInducible nitrate reductase [NADH] 2 - Glycine max (Soybean)not assigned UbiB NAD_binding_1 FAD_binding_6 Hmp PRK05464 NqrF PRK08221 COG4097 antC PRK07609 PRK00054 PRK10684 PRK08345 fre 	N-metabolism.nitrate metabolism.NR	12_1_1

CUST_5405_PI404877155	2	-0.009057045	-0.4480791	-0.12604904	0.009057045	0.15550518	0.027418137	Contig17093_at	putative ABC transporter [Oryza sativa (japonica cultivar-group)] dbj|BAC99430.1| putative ABC transporter [Oryza sativa (japonica cultivar-	BAC99368.1	ABC transporter family protein	At3g47780.1	protein probable ABC-type transport protein T23J7.110 - Arabidopsis thaliana	Os08g30770	ABC transporter family protein, transport protein ABC-C, Homo sapiens, PIR2:S71363	transport.ABC transporters and multidrug resistance systems	34_16

CUST_37363_PI403524517	2	0.004962921	-0.5777817	-0.049676895	0.155406	-0.004963875	0.094454765	35_10763	"Cluster: Os09g0567800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os09g0567800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IZI6	CHR5V7|COORD:912806..914225| GDSL-motif lipase/hydrolase family protein	AT5G03600.1	CHR09V5|COORD:22674960..22670943|protein carboxylic ester hydrolase/ hydrolase, acting on ester bonds, putative, expressed	LOC_Os09g39430.1	no descriptionSGNH_plant_lipase_like	not assigned.unknown	35_2

CUST_63745_PI403524517	2	0.269969	-0.05176258	-0.6014757	0.05176258	-0.47069073	0.078764915	35_18203	"Cluster: Putative amidophosphoribosyltransferase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative amidophosphoribosyltransferase - Oryza sativa (japon"	UniRef90_Q8RUM9	"CHR4V7|COORD:16574899..16576584| ATASE2/ATD2 (GLN PHOSPHORIBOSYL PYROPHOSPHATE AMIDOTRANSFERASE 2); amidophosphoribosyltransferase"	AT4G34740.1	CHR01V5|COORD:38194909..38192962|protein amidophosphoribosyltransferase, chloroplast precursor, putative, expressed	LOC_Os01g65260.1	" no descriptionhighly similar to ( 586)AT4G34740| Symbols: CIA1, ATPURF2, ATASE2, ATD2 | ATASE2/ATD2 (GLN PHOSPHORIBOSYL PYROPHOSPHATE AMIDOTRANSFERASE 2); amidophosphoribosyltransferase | chr4:16574899-16576584 REVERSEhighly similar to ( 586)PUR1_SOYBNAmidophosphoribosyltransferase, chloroplast precursor - Glycine max (Soybean)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PurF PRK09123 PRK08525 PRK07349 PRK05793 PRK07272 PRK07847 PRK07631 PRK06781 PRK08341 PRK06388 PRK09246 GPATase_N Gn_AT_II GATase_2 GlmS GFAT PRK00331 AsnB GlxB AsnB asnB PRK07003 YafJ APC_basic SerH PRK12323 Herpes_BLLF1 HPC2 Pribosyltran Tymo_45kd_70kd PRK07764 AF-4 Pol_Y_like DUF566 GltB PRK12678 Atrophin-1 COG0121 KAR9 "	nucleotide metabolism.synthesis.purine.amidophosphoribosyltransferase	23_1_2_1

CUST_42510_PI403524517	2	0.055327415	-0.23980808	-0.035520554	-0.08603668	0.14836597	0.0355196	35_12214	"Cluster: Putative heat shock protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative heat shock protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q94H83	CHR5V7|COORD:21572161..21574428| heat shock protein binding / unfolded protein binding	AT5G53150.1	CHR03V5|COORD:16275886..16272407|protein dnaJ domain containing protein, expressed	LOC_Os03g28310.1	no descriptionmoderately similar to ( 251)AT5G53150| Symbols:  | heat shock protein binding / unfolded protein binding | chr5:21572161-21574428 FORWARD	stress.abiotic.heat	20_2_1

CUST_27957_PI403524517	2	0.36096096	0.9648447	0.10187149	-0.120471	-0.10187101	-0.41572905	35_8083	"Cluster: Stripe rust resistance protein Yr10; n=2; Triticum aestivum|Rep: Stripe rust resistance protein Yr10 - Triticum aestivum (Wheat)"	UniRef90_Q9FR64	0	0	CHR11V5|COORD:19959841..19963404|protein stripe rust resistance protein Yr10, putative, expressed	LOC_Os11g34920.1	no description	not assigned.unknown	35_2

CUST_71723_PI403524517	2	-0.9991455	-0.7533045	0.35737038	0.2637968	0.21795654	-0.2179575	35_20559	"Cluster: UDP-glucose glucosyltransferase; n=2; Fragaria x ananassa|Rep: UDP-glucose glucosyltransferase - Fragaria ananassa (Strawberry)"	UniRef90_Q66PF4	"CHR4V7|COORD:8852862..8854301| UGT84A3; UDP-glycosyltransferase/ sinapate 1-glucosyltransferase/ transferase, transferring glycosyl groups"	AT4G15490.1	CHR02V5|COORD:4890156..4888510|protein limonoid UDP-glucosyltransferase, putative, expressed	LOC_Os02g09510.1	" no descriptionvery weakly similar to (69.7)AT4G15490| Symbols: UGT84A3 | UGT84A3; UDP-glycosyltransferase/ sinapate 1-glucosyltransferase/ transferase, transferring glycosyl groups | chr4:8852862-8854301 REVERSE"	misc.UDP glucosyl and glucoronyl transferases	26_2

CUST_140514_PI403524517	2	0.2994442	0.28664207	0.0079135895	-0.16790485	-0.11906433	-0.007914066	35_39399	Rep: OSIGBa0139J17.11 protein - Oryza sativa (Rice)	UniRef90_Q01LR3		0	CHR04V5|COORD:15000713..15002308|protein F-box domain containing protein	LOC_Os04g25840.1	no description	not assigned.unknown	35_2

CUST_76953_PI403524517	2	-0.0077762604	0.24396896	0.057584763	-0.17740059	0.0077753067	-0.27781582	35_22058	"Cluster: N-type ATP pyrophosphatase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: N-type ATP pyrophosphatase-like - Oryza sativa (japonica"	UniRef90_Q6Z6G6	"CHR2V7|COORD:18305154..18307229| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G76170.1); similar to MGC107918 protein [Xenopus tropicalis]"	AT2G44270.1	CHR02V5|COORD:32097106..32093217|protein VEG136 protein, putative, expressed	LOC_Os02g52470.1	" no descriptionmoderately similar to ( 279)AT2G44270| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G76170.1); similar to MGC107918 protein [Xenopus tropicalis] (GB:NP_001015743.1); similar to Os02g0762300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001048203.1); contains InterPro domain PP-loop ATPase, YdaO-related; (InterPro:IPR012089); contains InterPro domain Protein of unknown function UPF0021; (InterPro:IPR000541); contains InterPro domain PP-loop; (InterPro:IPR011063) | chr2:18305154-18307229 REVERSEnot assigned Alpha_ANH_like_II MesJ "	not assigned.unknown	35_2

CUST_33329_PI403524517	2	-1.1059818	-0.9405098	0.75102615	0.022073746	0.40607834	-0.022073746	35_9612	"Cluster: Os05g0368000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0368000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DIR8	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	CHR05V5|COORD:17589788..17590596|protein expressed protein	LOC_Os05g30500.1	no descriptionnot assigned not assigned not assigned PRK12678	not assigned.unknown	35_2

CUST_71157_PI403524517	2	-0.0029392242	0.17757416	-0.011545181	-0.035728455	0.002940178	0.023889542	35_20385	"Cluster: Os03g0364000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os03g0364000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DRQ4	CHR5|COORD:23454910..23456497| ubiquitin family protein, contains Pfam profile PF00240: Ubiquitin family	AT5G57860.2	CHR03V5|COORD:14178118..14174966|protein ubiquitin-like protein, putative, expressed	LOC_Os03g24920.1	no descriptionweakly similar to ( 135)AT5G57860| Symbols:  | ubiquitin family protein | chr5:23455217-23456313 FORWARDnot assigned UBQ UBL ubiquitin	protein.degradation.ubiquitin.ubiquitin	29_5_11_1

CUST_19309_PI403524517	2	-0.46590805	-0.19991493	0.08798599	0.34556293	0.71543026	-0.08798599	35_5598	Rep: BLT14.2 protein - Hordeum vulgare (Barley)	UniRef90_Q40033	0	0	CHR04V5|COORD:31191447..31191916|protein expressed protein	LOC_Os04g52750.1	no description	not assigned.unknown	35_2

CUST_61422_PI403524517	2	-0.010103226	0.74573326	-0.28581333	0.010103226	-0.08212948	0.13049889	35_17534	Rep: H0403D02.10 protein - Oryza sativa (Rice)	UniRef90_Q259S8	CHR1V7|COORD:9039777..9042860| protein kinase	AT1G26150.1	CHR04V5|COORD:34182583..34180986|protein expressed protein	LOC_Os04g57760.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Tymo_45kd_70kd Atrophin-1 Herpes_BLLF1 PRK12678 Extensin_2 PRK07003 PRK12323 HPC2 PRK07764 APC_basic PRK05648 DUF1509 DUF1421 infB AF-4 Drf_FH1 TT_ORF1 Rubella_Capsid ProSAAS Herpes_TAF50 CTF_NFI PRK10263 GRASP55_65 KAR9 Pneumo_att_G DUF605 Gag_spuma PRK08853 DUF566 PRK08770 FimV Prog_receptor FAP MAP65_ASE1 DamX Herpes_UL32 IER Totivirus_coat PRK10905 DM6 BASP1 PRK09169 MCPVI DAG1 DUF390 Herpes_DNAp_acc PRK12372 Coprinus_mating DUF936 PRK08691	not assigned.unknown	35_2

CUST_148953_PI403524517	2	0.22303104	-0.37531185	-0.17188454	0.06539059	0.29142475	-0.06539059	35_41670	0	0		0	CHR12V5|COORD:1051828..1052879|protein expressed protein	LOC_Os12g02880.1	no description	not assigned.unknown	35_2

CUST_157565_PI403524517	2	0.31167555	-0.06879139	0.06879139	-0.5394416	-0.3559475	0.13469553	35_43994	"Cluster: Putative glutamine amidotransferase class-I domain-containing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative glutamine amidotransfe"	UniRef90_Q6ETL5	CHR2V7|COORD:10203139..10204690| defense-related protein, putative	AT2G23960.1	CHR02V5|COORD:4393561..4390130|protein defense-related protein, putative, expressed	LOC_Os02g08270.1	 no descriptionvery weakly similar to (84.7)AT2G23960| Symbols:  | defense-related protein, putative | chr2:10203139-10204690 FORWARDnot assigned 	not assigned.no ontology	35_1

CUST_11638_PI404877155	2	-0.039868355	-0.05513668	-0.07179642	0.04150486	0.03986931	0.22469425	Contig5300_at	KH domain-containing protein [Arabidopsis thaliana]	NP_192745.2	KH domain-containing protein	At4g10070.1	protein KH domain, putative	Os08g01930	"1.1_bZIP   T00782 TAF(II) 135;"	RNA.transcription	27_2

CUST_83943_PI403524517	2	0.0	0.1681366	-0.12348747	-0.13299942	0.09792042	0.0	35_24060	"Cluster: RNA recognition motif family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: RNA recognition motif family protein, expressed - Ory"	UniRef90_Q10BX7	CHR2V7|COORD:9180792..9186145| RNA recognition motif (RRM)-containing protein	AT2G21440.1	CHR03V5|COORD:33376627..33383872|protein RNA-binding protein 28, putative, expressed	LOC_Os03g58720.1	no descriptionweakly similar to ( 178)AT2G21440| Symbols:  | RNA recognition motif (RRM)-containing protein | chr2:9180792-9186145 REVERSEnot assigned	not assigned.no ontology	35_1

CUST_53638_PI403524517	2	-0.15887117	0.52775335	0.09243584	0.272614	-0.09243584	-0.542819	35_15255	"Cluster: Glycogenin-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Glycogenin-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5NA53	"CHR3V7|COORD:6419217..6421965| PGSIP1 (PLANT GLYCOGENIN-LIKE STARCH INITIATION PROTEIN 1); transferase, transferring glycosyl groups"	AT3G18660.2	CHR01V5|COORD:38523866..38529466|protein secondary cell wall-related glycosyltransferase family 8, putative, expressed	LOC_Os01g65780.2	" no descriptionhighly similar to ( 767)AT3G18660| Symbols: PGSIP1 | PGSIP1 (PLANT GLYCOGENIN-LIKE STARCH INITIATION PROTEIN 1); transferase, transferring glycosyl groups | chr3:6419217-6421965 REVERSEnot assigned Glyco_transf_8 RfaJ COG5597 "	not assigned.no ontology	35_1

CUST_31041_PI403524517	2	0.0018081665	0.14195156	-0.077365875	0.22784996	-0.061120987	-0.0018072128	35_8959	"Cluster: Os07g0627700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0627700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D4G3	CHR1V7|COORD:26197596..26199129| acid phosphatase, putative	AT1G69640.1	CHR07V5|COORD:26016127..26013059|protein protein SUR2, putative, expressed	LOC_Os07g43460.1	 no descriptionmoderately similar to ( 283)AT1G69640| Symbols:  | acid phosphatase, putative | chr1:26197596-26199129 REVERSEnot assigned not assigned not assigned ERG3 FA_hydroxylase 	lipid metabolism.'exotics' (steroids, squalene etc).sphingolipids	11_8_1

CUST_24073_PI403524517	2	-0.065963745	-0.18048859	0.06596279	0.07161617	-0.08212757	0.0943985	35_6993	Rep: H0901F07.12 protein - Oryza sativa (Rice)	UniRef90_Q259C4	CHR3V7|COORD:5193326..5196442| choline transporter-related	AT3G15380.1	CHR04V5|COORD:34566403..34561432|protein expressed protein	LOC_Os04g58470.2	no descriptionhighly similar to ( 511)AT3G15380| Symbols:  | choline transporter-related | chr3:5193326-5196442 FORWARDnot assigned DUF580	transport.misc	34_99

CUST_62224_PI403524517	2	-0.06145668	-0.30756283	0.0025644302	0.0793314	0.084778786	-0.0025644302	35_17743	Rep: H0404F02.2 protein - Oryza sativa (Rice)	UniRef90_Q01KJ5	CHR2V7|COORD:9115207..9117093| ubiquitin fusion degradation UFD1 family protein	AT2G21270.2	CHR04V5|COORD:28869726..28873900|protein ubiquitin fusion degradation protein 1, putative, expressed	LOC_Os04g48770.1	no descriptionmoderately similar to ( 392)AT4G38930| Symbols:  | ubiquitin fusion degradation UFD1 family protein | chr4:18149901-18151610 FORWARDnot assigned UFD1 UFD1	protein.degradation.ubiquitin	29_5_11

CUST_129846_PI403524517	2	0.048146248	0.012931824	0.20945835	-0.026983261	-0.056515694	-0.012931824	35_36469	"Cluster: Os02g0738900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os02g0738900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DXR0	CHR1V7|COORD:21897078..21904445| ADL3 (ARABIDOPSIS DYNAMIN-LIKE 3)	AT1G59610.1	CHR06V5|COORD:7660700..7669036|protein dynamin-2A, putative, expressed	LOC_Os06g13820.2	no description	not assigned.unknown	35_2

CUST_15707_PI403524517	2	0.009195328	-0.46625805	-0.43283558	-0.0032453537	0.08895874	0.0032453537	35_4533	"Cluster: PAP2 superfamily protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: PAP2 superfamily protein, expressed - Oryza sativa (japonica cult"	UniRef90_Q10MZ3	CHR5V7|COORD:721975..722655| phosphatidic acid phosphatase-related / PAP2-related	AT5G03080.1	CHR03V5|COORD:9972358..9969563|protein dolichyldiphosphatase 1, putative, expressed	LOC_Os03g17940.1	no descriptionmoderately similar to ( 272)AT5G03080| Symbols:  | phosphatidic acid phosphatase-related / PAP2-related | chr5:721975-722655 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PAP2_dolichyldiphosphatase PAP2_like_2 PAP2_like PAP2 PAP2_like_4 PgpB acidPPc PAP2_SPPase1 DUF566 PAP2_containing_1_like PAP2_like_6 PAP2_like_3 PAP2_like_5 PAP2_BcrC_like	misc.acid and other phosphatases	26_13

CUST_150235_PI403524517	2	0.19127798	0.120073795	0.2860422	-0.120073795	-0.18661022	-0.32041645	35_42028	Rep: OSJNBa0006A01.18 protein - Oryza sativa (Rice)	UniRef90_Q7XU53		0	CHR05V5|COORD:23309946..23306628|protein retrotransposon protein, putative, unclassified	LOC_Os05g39810.1	no description	not assigned.unknown	35_2

CUST_6549_PI404877155	2	-0.0073776245	0.34819698	0.0073776245	-0.28568172	-0.05704117	0.06389713	Contig19521_at	mitochondrial transcription termination factor family protein / mTERF family protein [Arabidopsis thaliana]	NP_568185.1	mitochondrial transcription termination factor family protein / mTERF family protein	At5g07900.1	protein mTERF, putative	Os05g33460	"mitochondrial transcription termination factor family protein / mTERF family protein, low similarity to SP:Q99551 Transcription termination factor, mitochondrial precursor (mTERF) {Homo sapiens}; contains Pfam profile PF02536: mTERF"	RNA.regulation of transcription.unclassified	27_3_99

CUST_17363_PI404877155	2	0.15016603	0.58607817	0.23044157	-0.18524504	-0.15016603	-0.26625872	HU08D12u_at	calmodulin-binding protein-related [Arabidopsis thaliana] dbj|BAB11012.1| unnamed protein product [Arabidopsis thaliana]	NP_198754.1	calmodulin-binding protein-related	At5g39380.1	protein hypothetical protein	Os03g11290	calmodulin-binding protein-related, has weak similarity to calmodulin-binding proteins	signalling.calcium	30_3

CUST_1757_PI403524517	2	-0.02844429	-0.085668564	-0.018520355	0.03724861	0.04766655	0.018520355	35_465	"Cluster: Putative 40S ribosomal protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative 40S ribosomal protein - Oryza sativa (japonica"	UniRef90_Q8H3I3	"CHR1V7|COORD:27246810..27248504| P40 (40S ribosomal protein SA); structural constituent of ribosome"	AT1G72370.1	CHR07V5|COORD:25413991..25411732|protein 40S ribosomal protein SA, putative, expressed	LOC_Os07g42450.1	" no descriptionmoderately similar to ( 379)AT1G72370| Symbols: AP40, RP40, RPSAA, P40 | P40 (40S ribosomal protein SA); structural constituent of ribosome | chr1:27246810-27248504 REVERSEmoderately similar to ( 387)RSSA_SOYBN40S ribosomal protein SA - Glycine max (Soybean)not assigned not assigned Ribosomal_S2 rps2P RpsB rpsB rps2 PRK07764 "	protein.synthesis.misc ribososomal protein	29_2_2

CUST_7362_PI404877155	2	-0.046497345	0.3596754	-0.017931938	-0.12530899	0.032362938	0.017931938	Contig21517_at	glycosyl hydrolase family 14 protein [Arabidopsis thaliana] dbj|BAB10251.1| beta-amylase-like [Arabidopsis thaliana]	NP_199343.1	glycosyl hydrolase family 14 protein	At5g45300.1	protein Similar to beta-amylase (EC 3.2.1.2) - Arabidopsis thaliana	Os02g03690	NONE	major CHO metabolism.degradation.starch.starch cleavage	2_2_2_01

CUST_15871_PI403524517	2	-2.126542	-0.9774294	0.68525314	0.3823433	0.3596697	-0.35967064	35_4582	"Cluster: HVA22-like protein e, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: HVA22-like protein e, putative, expressed - Oryza sativa (j"	UniRef90_Q2R3W9	0	0	CHR11V5|COORD:17226301..17227623|protein HVA22-like protein e, putative, expressed	LOC_Os11g30500.1	no description	not assigned.unknown	35_2

CUST_37480_PI403524517	2	0.019404411	0.7034607	-0.020777702	-0.187294	-0.019405365	0.12948322	35_10794	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XEZ9	"CHR1V7|COORD:27250818..27254880| similar to transcription initiation factor IID (TFIID) subunit A family protein [Arabidopsis thaliana] (TAIR:AT1G17440.2); simi"	AT1G72390.1	CHR10V5|COORD:12674765..12682742|protein expressed protein	LOC_Os10g25200.1	no description	not assigned.unknown	35_2

CUST_16781_PI403524517	2	-0.004333496	-0.4893942	0.007411003	0.00433445	0.06585789	-0.109389305	35_4846	"Cluster: MutT/nudix protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: MutT/nudix protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5VSC2	"CHR5V7|COORD:6779895..6782310| ATNUDT19 (Arabidopsis thaliana Nudix hydrolase homolog 19); hydrolase"	AT5G20070.1	CHR06V5|COORD:2159577..2156496|protein hydrolase, NUDIX family protein, expressed	LOC_Os06g04910.1	"no descriptionmoderately similar to ( 299)AT5G20070| Symbols: ATNUDT19 | ATNUDT19 (Arabidopsis thaliana Nudix hydrolase homolog 19); hydrolase | chr5:6779895-6782310 FORWARDnot assigned NADH_pyrophosphatase NPY1 nudC NUDIX Nudix_Hydrolase MTH1 Nudix_Hydrolase_39 Nudix_Hydrolase_22 ADPRase_NUDT5 Nudix_Hydrolase_18 nudF Nudix_Hydrolase_7 Nudix_Hydrolase_12 Nudix_Hydrolase_21 Nudix_Hydrolase_1 Nudix_Hydrolase_8 MutT COG1051 PRK08999 Nudix_Hydrolase_17 Nudix_Hydrolase_2 Nudix_Hydrolase_4"	misc.acid and other phosphatases	26_13

CUST_135109_PI403524517	2	0.043834686	0.47048664	0.018613815	-0.24882889	-0.038783073	-0.018613815	35_37902	"Cluster: Expressed protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10T70	"CHR5V7|COORD:18905288..18907317| similar to unnamed protein product; gene_id:F10E10.3 unknown protein [Medicago truncatula] (GB:ABE93064.1); contains domain"	AT5G46560.1	CHR03V5|COORD:1907..613|protein expressed protein	LOC_Os03g01016.2	"no descriptionweakly similar to ( 120)AT5G46560| Symbols:  | similar to unnamed protein product; gene_id:F10E10.3 unknown protein [Medicago truncatula] (GB:ABE93064.1); contains domain EGF/Laminin (SSF57196) | chr5:18905288-18907317 FORWARDMAN1_C"	not assigned.unknown	35_2

CUST_180057_PI403524517	2	0.1089859	-0.003894329	-0.09702253	0.0057559013	-0.06107855	0.0038938522	35_50074	"Cluster: HEAT repeat family protein, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: HEAT repeat family protein, expressed - Oryza sativa (japonica"	UniRef90_Q10NR5	CHR4V7|COORD:13798019..13802982| importin beta-2 subunit family protein	AT4G27640.1	CHR03V5|COORD:8530645..8525999|protein protein transporter, putative, expressed	LOC_Os03g15540.2	no descriptionweakly similar to ( 154)AT4G27640| Symbols:  | importin beta-2 subunit family protein | chr4:13798019-13802982 REVERSEnot assigned	protein.targeting.nucleus	29_3_1

CUST_27464_PI403524517	2	0.0052394867	0.13351059	-0.005238533	-0.039915085	0.16342163	-0.15013218	35_7948	"Cluster: NatC N(Alpha)-terminal acetyltransferase, Mak10 subunit-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: NatC N(Alpha)-terminal"	UniRef90_Q69SJ5	"CHR2V7|COORD:4348410..4354850| ATMAK10 (Arabidopsis thaliana MAK10 homologue); acetyltransferase"	AT2G11000.1	CHR02V5|COORD:34236941..34245182|protein ATMAK10, putative, expressed	LOC_Os02g55950.2	" no descriptionhighly similar to ( 514)AT2G11000| Symbols: MAK10, ATMAK10 | ATMAK10 (Arabidopsis thaliana MAK10 homologue); acetyltransferase | chr2:4348410-4354850 REVERSEnot assigned Mak10 "	not assigned.no ontology	35_1

CUST_24168_PI399408534	2	-0.023079872	0.32873726	0.17027664	-0.23059273	-0.0090379715	0.0090379715	35_15268	"Cluster: Putative ethylene-responsive transcriptional coactivator; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ethylene-responsive transcriptional"	UniRef90_Q6ZAE3	"CHR2V7|COORD:17782049..17783193| ATMBF1A/MBF1A (MULTIPROTEIN BRIDGING FACTOR 1A); DNA binding / transcription coactivator"	AT2G42680.1	CHR08V5|COORD:16849431..16852661|protein endothelial differentiation-related factor 1, putative, expressed	LOC_Os08g27850.1	" no descriptionmoderately similar to ( 230)AT2G42680| Symbols: MBF1A, ATMBF1A | ATMBF1A/MBF1A (MULTIPROTEIN BRIDGING FACTOR 1A); DNA binding / transcription coactivator | chr2:17782049-17783193 FORWARDnot assigned MBF1 COG1813 HTH_XRE HTH_3 HTH_XRE "	hormone metabolism.ethylene.induced-regulated-responsive-activated	17_5_3

CUST_24085_PI399408534	2	0.107476234	-0.14537334	-0.20099926	0.07861805	0.15883827	-0.078619	35_15275	Rep: DELLA protein RHT-1 - Triticum aestivum (Wheat)	UniRef90_Q9ST59	"CHR2V7|COORD:255580..257343| RGA1 (REPRESSOR OF GA1-3 1); transcription factor"	AT2G01570.1	CHR03V5|COORD:28461798..28464352|protein DELLA protein SLR1, putative, expressed	LOC_Os03g49990.1	" no descriptionmoderately similar to ( 489)AT1G14920| Symbols: RGA2, GAI | GAI (GA INSENSITIVE); transcription factor | chr1:5149409-5151010 FORWARDhighly similar to ( 850)SLN1_HORVUDELLA protein SLN1 - Hordeum vulgare (Barley)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned GRAS PRK07764 PRK07003 Tymo_45kd_70kd Atrophin-1 APC_basic PRK12678 AF-4 Herpes_BLLF1 PRK12323 DUF390 DUF566 KAR9 PRK09169 DUF1509 Pneumo_att_G HPC2 MAP65_ASE1 "	hormone metabolism.gibberelin.signal transduction	17_6_2

CUST_2965_PI404877155	2	-0.05462265	-0.036575317	0.022005081	-0.022005081	0.106492996	0.05978203	Contig13394_at	DNAJ heat shock N-terminal domain-containing protein [Arabidopsis thaliana]	NP_565770.1	DNAJ heat shock N-terminal domain-containing protein	At2g33735.1	protein DnaJ domain, putative	Os02g52270	0	stress.abiotic.heat	20_2_1

CUST_9590_PI404877155	2	0.19984722	0.367301	0.0024442673	-0.132411	-0.0024442673	-0.060441017	Contig3337_at	putative ethylene-responsive small GTP-binding protein [Oryza sativa (japonica cultivar-group)]	BAC80082.1	Ras-related protein (ARA-3) / small GTP-binding protein, putative	At3g46060.1	protein Ras family, putative	Os07g13530	NONE	signalling.G-proteins	30_5

CUST_3869_PI404877155	2	0.36171532	-0.075558186	0.38979006	-0.53533554	-0.33761406	0.075558186	Contig14482_at	OSJNBb0039L24.13 [Oryza sativa (japonica cultivar-group)] ref|XP_473296.1| OSJNBb0039L24.13 [Oryza sativa (japonica cultivar-group)]	CAE04574.1	remorin family protein	At5g23750.2	protein Remorin, C-terminal region, putative	Os03g02040	gi|32489830|emb|CAE04574.1| OSJNBb0039L24.13	RNA.regulation of transcription.unclassified	27_3_99

CUST_106830_PI403524517	2	0.35896492	0.1836791	-0.1907134	0.18120289	-0.25944328	-0.18120337	35_30404	"Cluster: Putative chloroplast nucleoid DNA binding protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative chloroplast nucleoid DNA binding protein -"	UniRef90_Q6Z6Q8		0	CHR02V5|COORD:12464398..12466553|protein aspartic proteinase nepenthesin-2 precursor, putative, expressed	LOC_Os02g21040.1	no description	not assigned.unknown	35_2

CUST_4005_PI403524517	2	0.06676388	-0.55716705	-0.09943962	0.012461662	-0.01190567	0.01190567	35_1109	"Cluster: Pyruvate dehydrogenase E1 beta subunit isoform 3; n=5; Poaceae|Rep: Pyruvate dehydrogenase E1 beta subunit isoform 3 - Zea mays (Maize)"	UniRef90_Q9ZQY1	CHR5V7|COORD:20706897..20710202| pyruvate dehydrogenase E1 component beta subunit, mitochondrial / PDHE1-B (PDH2)	AT5G50850.1	CHR09V5|COORD:19752230..19758558|protein pyruvate dehydrogenase E1 component subunit beta, mitochondrial precursor, putative, expressed	LOC_Os09g33500.1	 no descriptionhighly similar to ( 603)AT5G50850| Symbols:  | pyruvate dehydrogenase E1 component beta subunit, mitochondrial / PDHE1-B (PDH2) | chr5:20706897-20710202 FORWARDhighly similar to ( 582)ODPB_PEAPyruvate dehydrogenase E1 component subunit beta, mitochondrial precursor - Pisum sativum (Garden pea)not assigned not assigned not assigned PRK11892 PRK09212 AcoB odpB Transket_pyr Transketolase_C COG3958 PRK05444 Dxs PRK12571 PRK12315 	TCA / org. transformation.TCA.pyruvate DH.E1	8_1_1_1

CUST_23414_PI403524517	2	0.38309097	0.5459137	-0.09311676	0.02347374	-0.047286034	-0.023474693	35_6804	"Cluster: Hypothetical protein P0426G01.8; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0426G01.8 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q60DW4	CHR5V7|COORD:15438835..15440464| hydrolase, alpha/beta fold family protein	AT5G38520.1	CHR05V5|COORD:20456658..20453090|protein alpha/beta hydrolase fold, putative, expressed	LOC_Os05g34630.1	 no descriptionmoderately similar to ( 416)AT5G38520| Symbols:  | hydrolase, alpha/beta fold family protein | chr5:15438835-15440464 FORWARDnot assigned not assigned not assigned not assigned MhpC Abhydrolase_1 PldB PRK03204 PRK03592 PRK00870 	not assigned.no ontology	35_1

CUST_144458_PI403524517	2	0.034849167	0.35495472	-0.14421082	-0.034848213	0.07660675	-0.090909004	35_40458	"Cluster: Hypothetical protein OJ1710_H11.138; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1710_H11.138 - Oryza sativa (japonica cult"	UniRef90_Q84RV9		0	CHR07V5|COORD:24241674..24238769|protein expressed protein	LOC_Os07g40450.1	no description	not assigned.unknown	35_2

CUST_56018_PI403524517	2	0.012013435	-0.012013435	0.0804553	0.104628086	-0.30815697	-0.17184305	35_15946	"Cluster: Os02g0676600 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0676600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DYP8	"CHR1V7|COORD:8643750..8645615| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G15310.1); similar to Os01g0180200 [Oryza sativa (japonica"	AT1G24370.1	CHR07V5|COORD:7391182..7389872|protein transposon protein, putative, Pong sub-class	LOC_Os07g12880.1	" no descriptionvery weakly similar to (87.0)AT1G24370| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G15310.1); similar to Os01g0180200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001042205.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAT93896.1); similar to ribosomal protein-like [Oryza sativa (japonica cultivar-group)] (GB:BAD23759.1); contains InterPro domain Protein of unknown function DUF635; (InterPro:IPR006912); contains InterPro domain Protein of unknown function DUF626, Arabidopsis thaliana; (InterPro:IPR006462); contains InterPro domain Bacterial adhesion; (InterPro:IPR008966) | chr1:8643750-8645615 REVERSEPlant_tran "	not assigned.unknown	35_2

CUST_161904_PI403524517	2	0.3546214	-0.06489611	-0.21639252	0.08234739	0.009388447	-0.009388447	35_45162	"Cluster: Stress-inducible membrane pore protein; n=1; Bromus inermis|Rep: Stress-inducible membrane pore protein - Bromus inermis (Smooth brome grass)"	UniRef90_Q93Z87	"CHR4V7|COORD:9157560..9158753| ATOEP16-2/ATOEP16-S; protein translocase"	AT4G16160.2	CHR01V5|COORD:11220431..11218543|protein stress-inducible membrane pore protein, putative, expressed	LOC_Os01g19770.1	no description	not assigned.unknown	35_2

CUST_65377_PI403524517	2	0.36020374	-1.4223185	-0.18647432	0.28505516	0.05827427	-0.058275223	35_18667	Rep: Plastid omega-3 fatty acid desaturase - Triticum aestivum (Wheat)	UniRef90_O23802	"CHR5V7|COORD:1664332..1666346| FAD8 (FATTY ACID DESATURASE 8); omega-3 fatty acid desaturase"	AT5G05580.1	CHR07V5|COORD:29529534..29532430|protein omega-3 fatty acid desaturase, chloroplast precursor, putative, expressed	LOC_Os07g49310.1	" no descriptionmoderately similar to ( 405)AT5G05580| Symbols: SH1, FAD8 | FAD8 (FATTY ACID DESATURASE 8); omega-3 fatty acid desaturase | chr5:1664332-1666346 FORWARDmoderately similar to ( 412)FAD3C_RICCOOmega-3 fatty acid desaturase, chloroplast precursor - Ricinus communis (Castor bean)FA_desaturase Delta12-FADS-like DesA CrtR_beta-carotene-hydroxylase "	lipid metabolism.FA desaturation.omega 3 desaturase	11_2_3

CUST_18067_PI403524517	2	0.18105984	-0.18241501	0.076841354	-0.043776512	0.0035676956	-0.003566742	35_5218	"Cluster: PRLI-interacting factor L-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: PRLI-interacting factor L-like - Oryza sativa (japonica cultivar-group"	UniRef90_Q69IK7	CHR1V7|COORD:30263164..30265462| PTAC17 (PLASTID TRANSCRIPTIONALLY ACTIVE17)	AT1G80480.1	CHR02V5|COORD:34065159..34069638|protein nuclear WD protein, putative, expressed	LOC_Os02g55630.1	no descriptionweakly similar to ( 162)AT1G80480| Symbols: PTAC17 | PTAC17 (PLASTID TRANSCRIPTIONALLY ACTIVE17) | chr1:30263164-30265462 REVERSEnot assigned CobW_C COG0523 PRK11537	cell.organisation	31_1

CUST_3230_PI404877155	2	0.08195114	0.24857426	0.046706676	-0.5854559	-0.3989029	-0.046707153	Contig13693_x_at	TAK19-1 [Triticum aestivum]	AAK20737.1	serine/threonine protein kinase, putative	At1g66920.1	protein TAK14	Os01g02800	NONE	signalling.receptor kinases.thaumatin like	30_2_15

CUST_45928_PI403524517	2	0.36056805	0.0055942535	0.10281181	-0.11588287	-0.17896652	-0.0055933	35_13157	Rep: ORF45a - Pinus koraiensis (Korean pine)	UniRef90_Q85WY0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_64509_PI403524517	2	0.20230484	-0.9443636	-0.31647873	0.11013603	0.008785248	-0.008784294	35_18418	"Cluster: Protein TOC75, chloroplast precursor; n=2; Oryza sativa|Rep: Protein TOC75, chloroplast precursor - Oryza sativa (Rice)"	UniRef90_Q84Q83	"CHR3V7|COORD:17227089..17230281| TOC75-III (translocon outer membrane complex 75-III); protein translocase"	AT3G46740.1	CHR03V5|COORD:9047390..9053113|protein protein TOC75, chloroplast precursor, putative, expressed	LOC_Os03g16440.1	"no descriptionmoderately similar to ( 402)AT3G46740| Symbols: TOC75-III | TOC75-III (translocon outer membrane complex 75-III); protein translocase | chr3:17227089-17230281 REVERSEmoderately similar to ( 486)TOC75_ORYSABac_surface_Ag COG4775"	protein.targeting.chloroplast	29_3_3

CUST_80257_PI403524517	2	-0.35573626	-0.18486643	-0.036361694	0.52881527	0.8346777	0.036361694	35_23016	"Cluster: Os06g0226700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0226700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DDF4	0	0	CHR06V5|COORD:6569839..6571728|protein TCP-domain protein, putative, expressed	LOC_Os06g12230.1	no description	not assigned.unknown	35_2

CUST_170175_PI403524517	2	0.6133442	-0.43426752	-0.069360256	0.069360256	-0.25253248	0.45915604	35_47399	"Cluster: OSJNBa0067K08.24 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0067K08.24 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XUL1	CHR1V7|COORD:16816094..16817173| DNA binding / ligand-dependent nuclear receptor	AT1G44191.1	CHR04V5|COORD:24705559..24701241|protein peroxidase 18 precursor, putative, expressed	LOC_Os04g42100.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12678 Atrophin-1 Tymo_45kd_70kd PRK05648 PRK12323 PRK07003 DUF1421 Extensin_2 PRK07764 GRASP55_65 HPC2 KAR9 Drf_FH1 Herpes_BLLF1	not assigned.unknown	35_2

CUST_11073_PI403524517	2	0.035494804	0.076844215	-0.118634224	-0.035494804	-0.101551056	0.03647995	35_3130	"Cluster: Os08g0537800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os08g0537800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J434	CHR1V7|COORD:9813206..9815130| Identical to Ubiquitin thioesterase otubain-like protein (EC 3.4.-.-) (Ubiquitin- specific-processing protease otubain-like)	AT1G28120.1	CHR08V5|COORD:26754520..26750112|protein ubiquitin thioesterase otubain-like protein, putative, expressed	LOC_Os08g42540.1	" no descriptionmoderately similar to ( 372)AT1G28120| Symbols:  | Identical to Ubiquitin thioesterase otubain-like protein (EC 3.4.-.-) (Ubiquitin- specific-processing protease otubain-like) (Deubiquitinating enzyme otubain-like) [Arabidopsis Thaliana] (GB:Q8LG98;GB:Q9C7E1); similar to putative ubiquitin-specific protease otubain 1 [Oryza sativa (japonica cultivar-group)] (GB:BAD01239.1); similar to Os08g0537800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001062367.1); contains InterPro domain Ovarian tumour, otubain; (InterPro:IPR003323) | chr1:9813206-9815130 REVERSEnot assigned "	not assigned.unknown	35_2

CUST_25677_PI403524517	2	0.13365555	-1.2437019	-0.1336565	0.28125954	0.22046947	-0.13572598	35_7443	"Cluster: Os07g0640000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0640000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D490	CHR3V7|COORD:3910649..3913129| methyltransferase	AT3G12270.1	CHR07V5|COORD:26632178..26635548|protein protein arginine N-methyltransferase 3-like protein, putative, expressed	LOC_Os07g44640.1	no descriptionweakly similar to ( 156)AT3G12270| Symbols:  | methyltransferase | chr3:3910649-3913129 FORWARDnot assigned	misc.O- methyl transferases	26_6

CUST_31132_PI403524517	2	0.7220168	0.033664227	0.37385845	-0.033664227	-0.21539593	-0.3338089	35_8983	"Cluster: Putative glucose-6-phosphate dehydrogenase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative glucose-6-phosphate dehydrogenase - Oryza sativa"	UniRef90_Q75IZ9	"CHR5V7|COORD:4158955..4161643| G6PD2 (GLUCOSE-6-PHOSPHATE DEHYDROGENASE 2); glucose-6-phosphate 1-dehydrogenase"	AT5G13110.1	CHR03V5|COORD:17022722..17027183|protein glucose-6-phosphate 1-dehydrogenase, chloroplast precursor, putative, expressed	LOC_Os03g29950.1	" no descriptionweakly similar to ( 152)AT5G13110| Symbols: G6PD2 | G6PD2 (GLUCOSE-6-PHOSPHATE DEHYDROGENASE 2); glucose-6-phosphate 1-dehydrogenase | chr5:4158955-4161643 FORWARDweakly similar to ( 147)G6PDC_TOBACGlucose-6-phosphate 1-dehydrogenase, chloroplast precursor - Nicotiana tabacum (Common tobacco)not assigned G6PD_N Zwf PRK05722 PRK12853 "	OPP.oxidative PP.G6PD	7_1_1

CUST_1536_PI399408534	2	0.050693512	0.68445396	0.13868904	-0.14407063	-0.0819664	-0.05069256	35_24108	"Cluster: Protein kinase domain; n=1; Oryza sativa (japonica cultivar-group)|Rep: Protein kinase domain - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53P17	CHR4V7|COORD:18122333..18124937| protein kinase family protein	AT4G38830.1	CHR11V5|COORD:6534542..6537158|protein serine/threonine protein kinase, putative, expressed	LOC_Os11g11780.1	no descriptionweakly similar to ( 120)AT4G38830| Symbols:  | protein kinase family protein | chr4:18122333-18124937 FORWARDvery weakly similar to (90.5)PSKR_DAUCAPhytosulfokine receptor precursor - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase Pkinase_Tyr TyrKc PTKc SPS1 PTKc_Jak_rpt2 PTKc_EGFR_like PTKc_Tyk2_rpt2 PTKc_EphR PTKc_Src_like PTKc_Jak2_Jak3_rpt2 PTKc_Met_Ron PTKc_Tie1 PTKc_RET PTKc_Csk_like PTKc_InsR_like PTKc_Jak1_rpt2 PTKc_Musk PTKc_Ack_like PTKc_Syk_like PTK_HER3 PTKc_Tie PTKc_Hck PTKc_Axl_like PTKc_Lck_Blk PTKc_Tec_like PTKc_Src PTKc_Trk PTKc_Ror PTKc_Srm_Brk PTKc_TrkB PTKc_Fes_like PTKc_Fyn_Yrk PTKc_Tyro3 PTKc_Lyn PTKc_Frk_like PTKc_Btk_Bmx PTKc_Axl PTKc_Yes PTKc_Tie2 PTKc_c-ros PTKc_EphR_A2 PTKc_FGFR PTKc_EphR_B PTKc_VEGFR2 PTKc_Ror2 PTK_Ryk PTKc_Itk PTKc_PDGFR PTKc_Tec_Rlk PTKc_TrkC PTKc_VEGFR PTKc_TrkA PTKc_HER4 PTKc_Csk PTKc_Chk PTKc_FAK PTKc_Zap-70 PTKc_HER2 PTKc_DDR PTKc_EGFR PTKc_IGF-1R PTKc_InsR PTKc_VEGFR3 PTKc_CSF-1R PTKc_Abl PTKc_EphR_A PTKc_PDGFR_beta PTKc_FGFR4 PTKc_DDR1 PTKc_DDR_like PTKc_ALK_LTK PTKc_DDR2 PTKc_FGFR1 PTKc_FGFR2	signalling.receptor kinases.DUF 26	30_2_17

CUST_74341_PI403524517	2	-0.113183975	0.1543932	-0.20387459	0.025261879	0.102015495	-0.025262833	35_21317	Rep: B0812A04.7 protein - Oryza sativa (Rice)	UniRef90_Q25A91	"CHR2V7|COORD:334774..336424| VIT1 (VACUOLAR IRON TRANSPORTER 1); iron ion transporter"	AT2G01770.1	CHR04V5|COORD:22918189..22915154|protein protein CCC1, putative, expressed	LOC_Os04g38940.1	"no descriptionweakly similar to ( 196)AT2G01770| Symbols: VIT1 | VIT1 (VACUOLAR IRON TRANSPORTER 1); iron ion transporter | chr2:334774-336424 REVERSEnot assigned CCC1 DUF125 Nodulin-21_like_2 Nodulin-21_like_3 COG1814 Nodulin-21_like_1 CCC1_like Ferritin_CCC1_C"	not assigned.no ontology	35_1

CUST_23666_PI403524517	2	0.20341682	0.018033028	0.012804985	-0.10655689	-0.020910263	-0.012804031	35_6877	"Cluster: Putative outer envelope membrane protein OEP75; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative outer envelope membrane protein OEP75 - Oryza"	UniRef90_Q6H7M7	CHR5V7|COORD:6623325..6627643| OEP80 (ARABIDOPSIS THALIANA OUTER ENVELOPE PROTEIN OF 80 KDA)	AT5G19620.1	CHR02V5|COORD:5380164..5373056|protein membrane protein, OMP85 family, putative, expressed	LOC_Os02g10260.1	 no descriptionhighly similar to ( 658)AT5G19620| Symbols: ATOEP80, OEP80 | OEP80 (ARABIDOPSIS THALIANA OUTER ENVELOPE PROTEIN OF 80 KDA) | chr5:6623325-6627643 FORWARDvery weakly similar to (58.5)TOC75_ORYSACOG4775 Bac_surface_Ag 	not assigned.no ontology	35_1

CUST_23014_PI399408534	2	0.23235226	0.16398573	-0.1609025	0.040119648	-0.040120125	-0.09511471	35_22405	Rep: OSJNBb0004A17.6 protein - Oryza sativa (Rice)	UniRef90_Q7XPI3	"CHR5V7|COORD:14647381..14651336| ARF8 (AUXIN RESPONSE FACTOR 8); transcription factor"	AT5G37020.1	CHR04V5|COORD:34066807..34059350|protein auxin response factor 8, putative, expressed	LOC_Os04g57610.3	no descriptionweakly similar to ( 147)AT5G37020| Symbols: ARF8 | ARF8 (AUXIN RESPONSE FACTOR 8) | chr5:14647381-14651146 FORWARD	RNA.regulation of transcription.ARF, Auxin Response Factor family	27_3_4

CUST_7857_PI403524517	2	0.121191025	-0.6271992	-0.15226269	-0.004925728	0.06367874	0.004924774	35_2188	"Cluster: Putative RNA-binding protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative RNA-binding protein - Oryza sativa (japonica"	UniRef90_Q7Y008	CHR5V7|COORD:1192462..1195414| glycine-rich RNA-binding protein	AT5G04280.1	CHR03V5|COORD:27087900..27083338|protein heterogeneous nuclear ribonucleoprotein A2 homolog 2, putative, expressed	LOC_Os03g47800.1	no descriptionweakly similar to ( 136)AT5G04280| Symbols:  | glycine-rich RNA-binding protein | chr5:1192462-1195414 FORWARDvery weakly similar to (90.1)GRP2_SINALGlycine-rich RNA-binding protein GRP2A - Sinapis alba (White mustard) (Brassica hirta)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned RRM COG0724 RRM_1 Extensin_2 Atrophin-1 Drf_FH1 Plasmodium_HRP	RNA.RNA binding	27_4

CUST_4233_PI404877155	2	-0.038129807	0.08161163	-0.022756577	-0.010307312	0.091897964	0.010308266	Contig15125_at	auxin-responsive protein / indoleacetic acid-induced protein 13 (IAA13) [Arabidopsis thaliana]	NP_180889.1	auxin-responsive protein / indoleacetic acid-induced protein 13 (IAA13)	At2g33310.2	protein AUX/IAA family	Os02g57250	"IAA13;auxin-responsive protein / indoleacetic acid-induced protein 13 (IAA13), identical to SP:Q38831 Auxin-responsive protein IAA13 (Indoleacetic acid-induced protein 13) {Arabidopsis thaliana} or  auxin-responsive protein / indoleacetic acid-induced pro"	RNA.regulation of transcription.Aux/IAA family	27_3_40

CUST_23797_PI403524517	2	-0.307487	-0.34090996	0.20661306	0.24398422	-0.05321026	0.05321026	35_6913	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_14599_PI403524517	2	0.07024002	0.8489075	0.03920555	-0.06997585	-0.26414585	-0.03920555	35_4201	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_17433_PI399408534	2	-0.24365425	0.2551446	0.14122486	0.08200312	-0.08200264	-0.4220872	35_22626	Rep: BZIP transcription factor - Oryza sativa (Rice)	UniRef90_Q8W5R9	"CHR5V7|COORD:2152324..2154175| AHBP-1B (bZIP transcription factor HBP-1b homolog); DNA binding / transcription factor"	AT5G06950.3	CHR03V5|COORD:11460099..11454731|protein transcription factor HBP-1b, putative, expressed	LOC_Os03g20310.4	 no descriptionvery weakly similar to (85.9)AT5G06950| Symbols: TGA2, AHBP-1B | AHBP-1B (bZIP transcription factor HBP-1b homolog) | chr5:2152324-2154175 FORWARDvery weakly similar to (86.3)TGA21_TOBACTGACG-sequence-specific DNA-binding protein TGA-2.1 - Nicotiana tabacum (Common tobacco)BRLZ bZIP_1 	RNA.regulation of transcription.bZIP transcription factor family	27_3_35

CUST_120428_PI403524517	2	0.16334581	0.35323715	-0.3417015	0.16237354	-0.16237354	-0.3043003	35_34045	"Cluster: Putative DegP protease; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative DegP protease - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6AUN5	"CHR3V7|COORD:10367896..10370101| DEGP1 (DEGP PROTEASE 1); serine-type peptidase"	AT3G27925.1	CHR05V5|COORD:28235424..28231310|protein protease Do-like 1, chloroplast precursor, putative, expressed	LOC_Os05g49380.2	" no descriptionmoderately similar to ( 256)AT3G27925| Symbols: DEG1, DEGP1 | DEGP1 (DEGP PROTEASE 1); serine-type peptidase | chr3:10367896-10370101 REVERSEnot assigned not assigned DegQ PRK10942 PRK10139 PRK10898 PDZ_serine_protease LMWPc "	protein.degradation.serine protease	29_5_5

CUST_93404_PI403524517	2	0.24986887	0.01787901	0.029757023	-0.15639925	-0.18130064	-0.01787901	35_26705	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_179711_PI403524517	2	-0.013930798	0.013930798	0.086193085	-0.12282276	-0.54604197	0.06157732	35_49977	Rep: Tyrosine decarboxylase 1 - Oryza sativa (Rice)	UniRef90_Q7XHL3	CHR2V7|COORD:8786885..8789571| tyrosine decarboxylase, putative	AT2G20340.1	CHR07V5|COORD:14666298..14675013|protein tyrosine decarboxylase 1, putative, expressed	LOC_Os07g25590.1	 no descriptionmoderately similar to ( 244)AT2G20340| Symbols:  | tyrosine decarboxylase, putative | chr2:8786885-8789571 FORWARDmoderately similar to ( 281)TYDC1_ORYSAnot assigned Pyridoxal_deC GadB 	secondary metabolism.N misc.alkaloid-like	16_4_1

CUST_136969_PI403524517	2	5.340576E-4	-5.350113E-4	0.04327202	-0.14071369	-0.058021545	0.003824234	35_38410	"Cluster: Nuf2 family protein, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Nuf2 family protein, expressed - Oryza sativa (japonica cultivar-group"	UniRef90_Q10HT0	"CHR1V7|COORD:22474761..22477711| similar to myosin heavy chain-related [Arabidopsis thaliana] (TAIR:AT1G64330.1); similar to Os03g0577100 [Oryza"	AT1G61000.1	CHR03V5|COORD:21060623..21056758|protein nuf2 family protein, expressed	LOC_Os03g38010.1	"no descriptionvery weakly similar to (76.3)AT1G61000| Symbols:  | similar to myosin heavy chain-related [Arabidopsis thaliana] (TAIR:AT1G64330.1); similar to Os03g0577100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001050540.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAR10853.1); contains InterPro domain Nuf2; (InterPro:IPR005549) | chr1:22474761-22477711 REVERSE"	not assigned.no ontology	35_1

CUST_89459_PI403524517	2	-0.09256363	0.4466567	0.2146473	0.014225006	-0.014225006	-0.103569984	35_25591	"Cluster: Hypothetical protein OSJNBb0108E17.8; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0108E17.8 - Oryza sativa (japonica cu"	UniRef90_Q6L4X2	"CHR1V7|COORD:2074029..2076349| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G30630.1); similar to conserved hypothetical protein [Medicago"	AT1G06750.1	CHR05V5|COORD:25105009..25109928|protein expressed protein	LOC_Os05g43300.1	"no descriptionweakly similar to ( 110)AT1G06750| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G30630.1); similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE83048.1); contains domain no description (G3D.3.40.50.300); contains domain P-loop containing nucleoside triphosphate hydrolases (SSF52540) | chr1:2074029-2076349 FORWARDnot assigned"	not assigned.unknown	35_2

CUST_152897_PI403524517	2	0.001554966	0.09762716	0.26714087	-0.24015379	-0.001554966	-0.30646038	35_42734	"Cluster: Hypothetical protein P0042B03.34; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0042B03.34 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6ZAJ8	CHR4V7|COORD:11738586..11739794| F-box family protein	AT4G22180.1	CHR01V5|COORD:19427004..19422364|protein retrotransposon protein, putative, Ty1-copia subclass, expressed	LOC_Os01g34630.1	no description	not assigned.unknown	35_2

CUST_64600_PI403524517	2	-0.17583656	0.30157852	-0.007946014	0.007945061	-0.19533634	0.088095665	35_18442	"Cluster: Expressed protein; n=4; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10E61	"CHR5V7|COORD:7919834..7926502| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G08440.1); similar to Os05g0100900 [Oryza sativa (japonica"	AT5G23490.1	CHR03V5|COORD:28432844..28423320|protein expressed protein	LOC_Os03g49960.3	"no descriptionmoderately similar to ( 285)AT3G03560| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G23490.1); similar to Os03g0707300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001051031.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABF98471.1) | chr3:853160-856493 REVERSE"	not assigned.unknown	35_2

CUST_39374_PI403524517	2	0.009233952	0.41853905	0.13621807	-0.27239084	-0.009233475	-0.058341026	35_11325	"Cluster: Putative no apical meristem (NAM) protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Putative no apical meristem (NAM) protein - Oryza sativa (j"	UniRef90_Q60DW6	0	0	CHR05V5|COORD:20435812..20433121|protein NAC transcription factor, putative, expressed	LOC_Os05g34600.1	no description	not assigned.unknown	35_2

CUST_11895_PI404877155	2	-0.054813385	-0.10275555	0.003932953	0.07427597	-0.003931999	0.06007862	Contig5601_at	fumarylacetoacetase, putative [Arabidopsis thaliana] gb|AAM16166.1| At1g12050/F12F1_8 [Arabidopsis thaliana]	NP_172669.2	fumarylacetoacetase, putative	At1g12050.1	protein fumarylacetoacetase	Os02g10310	fumarylacetoacetate hydrolase	amino acid metabolism.degradation.aromatic aa.tyrosine	13_2_6_2

CUST_70078_PI403524517	2	0.0872488	0.2354145	-0.0011415482	-0.21112537	-0.22117805	0.0011415482	35_20061	"Cluster: Hypothetical protein P0560C03.15; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0560C03.15 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6L4G1	CHR3V7|COORD:6313578..6317590| EMB1865 (EMBRYO DEFECTIVE 1865)	AT3G18390.1	CHR05V5|COORD:27362681..27357491|protein CRS1, putative, expressed	LOC_Os05g47850.1	no descriptionmoderately similar to ( 348)AT3G18390| Symbols: EMB1865 | EMB1865 (EMBRYO DEFECTIVE 1865) | chr3:6313578-6317590 FORWARDnot assigned CRS1_YhbY	not assigned.unknown	35_2

CUST_69504_PI403524517	2	-0.17670822	-0.3259983	0.09510803	0.113425255	0.018885612	-0.018886566	35_19888	"Cluster: Hypothetical protein F26A9.16; n=1; Arabidopsis thaliana|Rep: Hypothetical protein F26A9.16 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9C9I3	CHR1V7|COORD:26931909..26933978| pentatricopeptide (PPR) repeat-containing protein	AT1G71460.1	CHR12V5|COORD:5383944..5386129|protein expressed protein	LOC_Os12g10184.1	no descriptionhighly similar to ( 517)AT1G71460| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr1:26931909-26933978 REVERSEvery weakly similar to (89.7)RF1_ORYSA	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_44957_PI403524517	2	0.17493916	0.16617393	-0.117786884	-0.144351	0.11778736	-0.32705498	35_12892	"Cluster: F-box domain containing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: F-box domain containing protein - Oryza sativa (japonica cultivar-gro"	UniRef90_Q2R216	CHR4V7|COORD:10275928..10278502| leucine-rich repeat family protein / extensin family protein	AT4G18670.1	CHR11V5|COORD:21544323..21545519|protein F-box domain containing protein	LOC_Os11g37340.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07003 Herpes_BLLF1	not assigned.unknown	35_2

CUST_2176_PI404877155	2	-0.2738104	0.20538712	0.047053337	-0.06846523	-0.047053337	0.07372284	Contig12493_at	Putative potassium-dependent sodium-calcium exchanger-like protein [Oryza sativa (japonica cultivar-group)] gb|AAO13475.1| Putative potassiu	AAN65432.1	cation exchanger, putative	At1g54115.1	protein Sodium/calcium exchanger protein, putative	Os03g08230	cation exchanger, putative	transport.unspecified cations	34_14

CUST_168963_PI403524517	2	-0.036622047	0.21561337	0.09031677	-0.093188286	-0.064240456	0.036621094	35_47055	"Cluster: Putative calcium dependent protein kinase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative calcium dependent protein kinase - Oryza sativa (j"	UniRef90_Q8LPZ7	"CHR3V7|COORD:19243644..19246503| CPK13 (calcium-dependent protein kinase 13); calcium- and calmodulin-dependent protein kinase/ kinase"	AT3G51850.1	CHR05V5|COORD:22841236..22836130|protein calcium-dependent protein kinase, isoform 2, putative, expressed	LOC_Os05g39090.1	"no descriptionmoderately similar to ( 394)AT3G51850| Symbols: CPK13 | CPK13 (calcium-dependent protein kinase 13); calcium- and calmodulin-dependent protein kinase/ kinase | chr3:19243644-19246503 FORWARDmoderately similar to ( 286)CDPK2_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase SPS1 Pkinase_Tyr TyrKc PTKc PTKc_Tec_like PTKc_Csk_like PTKc_c-ros PTKc_FAK PTKc_Itk PTKc_Fes PTKc_Tyk2_rpt2 PTKc_FGFR PTKc_Tec_Rlk PTKc_ALK_LTK PTKc_PDGFR PTKc_Chk PTKc_Ror PTKc_Ack_like PTKc_TrkB PTKc_Frk_like PTKc_Jak_rpt2 PTKc_EphR_A PTKc_Trk PTKc_EphR PTKc_Fer PTK_HER3"	protein.postranslational modification	29_4

CUST_95336_PI403524517	2	0.010407448	0.14397812	-0.010407448	0.018330574	-0.07914162	-0.071370125	35_27244	"Cluster: Os04g0403300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os04g0403300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JDH6	"CHR1V7|COORD:28566541..28568808| AMY2/ATAMY2 (ALPHA-AMYLASE-LIKE 2); alpha-amylase"	AT1G76130.1	CHR04V5|COORD:19818732..19822160|protein alpha-amylase type B isozyme precursor, putative, expressed	LOC_Os04g33040.1	" no descriptionmoderately similar to ( 215)AT1G76130| Symbols: ATAMY2, AMY2 | AMY2/ATAMY2 (ALPHA-AMYLASE-LIKE 2); alpha-amylase | chr1:28566541-28568808 FORWARDweakly similar to ( 141)AMY2_HORVUAlpha-amylase type B isozyme precursor - Hordeum vulgare (Barley)not assigned Alpha-amyl_C2 Alpha-amylase PRK09441 "	major CHO metabolism.degradation.starch.starch cleavage	2_2_2_1

CUST_12378_PI403524517	2	-0.403368	-1.0275354	0.6965475	0.40336895	-0.62818336	1.2895975	35_3526	Rep: OSIGBa0092M08.2 protein - Oryza sativa (Rice)	UniRef90_Q01I50	CHR3V7|COORD:19998738..19999181| protease inhibitor/seed storage/lipid transfer protein (LTP) family protein	AT3G53980.2	CHR04V5|COORD:20356070..20357097|protein lipid binding protein, putative, expressed	LOC_Os04g33920.1	no descriptionweakly similar to ( 134)AT5G05960| Symbols:  | protease inhibitor/seed storage/lipid transfer protein (LTP) family protein | chr5:1790257-1790695 FORWARDAAI_LTSS Tryp_alpha_amyl	misc.protease inhibitor/seed storage/lipid transfer protein (LTP) family protein	26_21

CUST_10535_PI403524517	2	0.24255943	-0.49957132	-0.12718868	0.28557873	-0.064819336	0.06482029	35_2972	"Cluster: Putative signal tranduction protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative signal tranduction protein - Oryza sativa (japonica"	UniRef90_Q8LNU2	CHR1V7|COORD:5206212..5209843| hydroxyproline-rich glycoprotein family protein	AT1G15130.1	CHR10V5|COORD:18513597..18508123|protein ALG2-interacting protein X, putative, expressed	LOC_Os10g35250.1	no descriptionhighly similar to ( 691)AT1G15130| Symbols:  | hydroxyproline-rich glycoprotein family protein | chr1:5206212-5209843 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned BRO1 DUF1421 Extensin_2 Atrophin-1 PRK08853 MFMR	not assigned.no ontology.hydroxyproline rich proteins	35_1_41

CUST_95618_PI403524517	2	-0.1269579	-0.0024967194	0.043296337	-0.0111989975	0.0024967194	0.04110098	35_27326	"Cluster: Putative pentatricopeptide (PPR) repeat-containing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative pentatricopeptide (PPR)"	UniRef90_Q6YSW0	CHR3V7|COORD:9849984..9851514| catalytic	AT3G26780.1	CHR07V5|COORD:11790709..11787224|protein tetratricopeptide-like helical, putative, expressed	LOC_Os07g20420.1	no descriptionmoderately similar to ( 208)AT3G26782| Symbols:  | binding | chr3:9851831-9853919 FORWARD	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_81922_PI403524517	2	0.160573	0.1313839	-0.017334938	-0.13341331	0.017334938	-0.69016695	35_23497	"Cluster: Putative HIRA; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative HIRA - Oryza sativa (japonica cultivar-group)"	UniRef90_Q652L2	"CHR3V7|COORD:16127013..16132234| HIRA (ARABIDOPSIS HOMOLOG OF HISTONE CHAPERONE HIRA); nucleotide binding / protein binding"	AT3G44530.1	CHR09V5|COORD:22665825..22670911|protein HIRA, putative, expressed	LOC_Os09g39420.1	"no descriptionmoderately similar to ( 268)AT3G44530| Symbols: HIRA | HIRA (ARABIDOPSIS HOMOLOG OF HISTONE CHAPERONE HIRA); nucleotide binding / protein binding | chr3:16127013-16132234 FORWARDnot assigned"	development.unspecified	33_99

CUST_203_PI399407379	2	0.39903545	-1.1319308	0.049395084	0.12283373	-0.049395084	-0.33151102	HvABI1c									

CUST_27272_PI403524517	2	0.2970047	0.18239117	0.1368618	-0.33090353	-0.70689845	-0.1368618	35_7897	"Cluster: Hypothetical protein OSJNBa0029C15.25; n=3; Oryza sativa|Rep: Hypothetical protein OSJNBa0029C15.25 - Oryza sativa (Rice)"	UniRef90_Q8W363	"CHR3V7|COORD:6870244..6874683| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G33780.1); similar to Thioredoxin domain 2 [Medicago truncatula]"	AT3G19780.1	CHR10V5|COORD:18010372..18003244|protein expressed protein	LOC_Os10g34390.1	"no descriptionweakly similar to ( 113)AT3G19780| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G33780.1); similar to Thioredoxin domain 2 [Medicago truncatula] (GB:ABE78179.1); contains InterPro domain Thioredoxin-like fold; (InterPro:IPR012336); contains InterPro domain Thioredoxin domain 2; (InterPro:IPR006663); contains InterPro domain Thioredoxin fold; (InterPro:IPR012335); contains InterPro domain Protein of unknown function DUF179; (InterPro:IPR003774) | chr3:6870244-6874683 FORWARD"	not assigned.unknown	35_2

CUST_15267_PI404877155	2	-0.93045616	0.3489523	0.10862732	0.07847023	-0.078471184	-0.123187065	Contig9124_at	hydroxyproline-rich glycoprotein DZ-HRGP [Volvox carteri f. nagariensis]	CAB62280.1	leucine-rich repeat family protein / extensin family protein	At4g13340.1	protein tuber-specific and sucrose-responsive element binding factor	Os09g01960	sucrose-responsive element binding factor, tuber-specific	RNA.regulation of transcription	27_3

CUST_45173_PI403524517	2	0.12002182	0.12417126	-0.05028057	-0.018907547	-0.05128002	0.018907547	35_12951	"Cluster: Hypothetical protein OJ1120_C08.24-1; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1120_C08.24-1 - Oryza sativa (japonica cu"	UniRef90_Q6ZKE8	"CHR1|COORD:11436703..11440089| similar to splicing factor PWI domain-containing protein [Arabidopsis thaliana] (TAIR:At2g29210.1); similar to unknown protein"	AT1G31870.2	CHR08V5|COORD:4580134..4584895|protein expressed protein	LOC_Os08g08080.1	"no descriptionvery weakly similar to (94.0)AT1G31870| Symbols:  | similar to splicing factor PWI domain-containing protein [Arabidopsis thaliana] (TAIR:AT2G29210.1); similar to Os08g0178300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001061128.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD03052.1) | chr1:11437249-11439801 FORWARDnot assigned"	not assigned.unknown	35_2

CUST_76216_PI403524517	2	0.06688309	-0.114705086	-0.034208298	-0.03855133	0.11201286	0.034208298	35_21848	Rep: CsAtPR5 - Aegilops tauschii (Tausch's goatgrass) (Aegilops squarrosa)	UniRef90_Q8LK50	0	0	CHR08V5|COORD:2283046..2287271|protein csAtPR5, putative	LOC_Os08g04590.1	no description	not assigned.unknown	35_2

CUST_33141_PI399408534	2	-0.20791054	0.011050224	0.21010971	-0.011049271	0.16893959	-0.03668785	35_46016	"Cluster: Hypothetical protein P0489D11.5; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0489D11.5 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q69MN4	"CHR5V7|COORD:22344953..22347072| similar to DNA-binding bromodomain-containing protein [Arabidopsis thaliana] (TAIR:AT1G20670.1); similar to Hypothetical protei"	AT5G55030.1	CHR09V5|COORD:21757050..21751268|protein DNA binding protein, putative, expressed	LOC_Os09g37760.1	"no descriptionvery weakly similar to (74.3)AT5G55030| Symbols:  | similar to DNA-binding bromodomain-containing protein [Arabidopsis thaliana] (TAIR:AT1G20670.1); similar to Hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:AAM22713.1); similar to Os03g0130800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001048857.1); similar to Os09g0550000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001063862.1) | chr5:22344953-22347072 REVERSE"	RNA.regulation of transcription.Bromodomain proteins	27_3_42

CUST_177534_PI403524517	2	-0.2997141	0.0034151077	0.38456059	0.26746607	-0.16731644	-0.003414631	35_49382	"Cluster: Putative xyloglucan fucosyltransferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative xyloglucan fucosyltransferase - Oryza sativa (japonic"	UniRef90_Q69TV2	"CHR2V7|COORD:968332..970015| FUT2 (fucosyltransferase 2); fucosyltransferase/ transferase, transferring glycosyl groups"	AT2G03210.1	CHR06V5|COORD:5735154..5733291|protein fucosyltransferase 7, putative, expressed	LOC_Os06g10980.1	no description	not assigned.unknown	35_2

CUST_97957_PI403524517	2	0.14179707	-7.8964233E-4	0.13093424	7.8964233E-4	-0.27147198	-0.5521898	35_27968	"Cluster: Putative DNA polymerase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative DNA polymerase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5JLR9	CHR5V7|COORD:18065130..18069006| UMUC-like DNA repair family protein	AT5G44740.2	CHR01V5|COORD:32157145..32163832|protein DNA polymerase eta, putative, expressed	LOC_Os01g55300.4	no descriptionmoderately similar to ( 288)AT5G44740| Symbols:  | UMUC-like DNA repair family protein | chr5:18065130-18069006 REVERSEnot assigned not assigned not assigned Pol_eta Pol_IV_kappa IMS Pol_iota PRK02406 DinP PRK03348 Pol_Y PRK01216 PRK01810 Pol_zeta PRK03858 PRK02794 PRK03352	DNA.repair	28_2

CUST_3431_PI399408534	2	0.006011009	-0.006011963	-0.025173187	0.013812065	-0.15182018	0.033768654	35_20968	"Cluster: Putative CDPK substrate protein 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative CDPK substrate protein 1 - Oryza sativa (japonica cultivar"	UniRef90_Q6Z156	"CHR4V7|COORD:14133170..14134957| PHR1 (PHOSPHATE STARVATION RESPONSE 1); transcription factor"	AT4G28610.1	CHR07V5|COORD:14752059..14757679|protein CDPK substrate protein 1, putative, expressed	LOC_Os07g25710.3	" no descriptionweakly similar to ( 136)AT4G28610| Symbols: ATPHR1, PHR1 | PHR1 (PHOSPHATE STARVATION RESPONSE 1); transcription factor | chr4:14133170-14134957 REVERSE"	RNA.regulation of transcription.G2-like transcription factor family, GARP	27_3_20

CUST_19479_PI403524517	2	-0.04620552	0.04620552	-0.0671711	0.07199764	-0.070474625	0.123392105	35_5644	"Cluster: Os05g0474500 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0474500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DHD4	CHR5V7|COORD:23641380..23643902| phox (PX) domain-containing protein	AT5G58440.1	CHR05V5|COORD:23204664..23214191|protein PX domain containing protein, expressed	LOC_Os05g39680.1	no descriptionmoderately similar to ( 317)AT5G07120| Symbols:  | phox (PX) domain-containing protein | chr5:2207066-2209356 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 Vps5 PRK07003 Atrophin-1 Extensin_2 PRK07764 Tymo_45kd_70kd PX Herpes_BLLF1 HPC2 PRK12678 APC_basic Drf_FH1 COG5391 TT_ORF1 PRK05648 PX DUF1421 AF-4 Pneumo_att_G GRASP55_65 DUF1509 Herpes_TAF50 IER PRK10819 Syndecan KAR9 Herpes_UL32 TonB DUF605 DamX tatB Totivirus_coat DUF566 FAP DAG1 BASP1 PRK06132 PRK08853 DUF1777 PRK10263 Protamine_P1 MCPVI FimV PRK00708 MAP65_ASE1	not assigned.no ontology	35_1

CUST_103237_PI403524517	2	-0.11471081	0.15796185	-0.035450935	0.03545189	0.057089806	-0.30754852	35_29438	"Cluster: Putative taxadien-5-alpha-ol O-acetyltransferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative taxadien-5-alpha-ol O-acetyltransferase - O"	UniRef90_Q9LGQ6	CHR3V7|COORD:23025308..23026783| transferase family protein	AT3G62160.1	CHR01V5|COORD:4524788..4529695|protein 3-N-debenzoyl-2-deoxytaxol N-benzoyltransferase, putative, expressed	LOC_Os01g09010.1	no descriptionvery weakly similar to (83.6)AT3G62160| Symbols:  | transferase family protein | chr3:23025308-23026783 REVERSETransferase	not assigned.no ontology	35_1

CUST_117950_PI403524517	2	0.21276188	-0.24693584	-0.25943375	-0.004538536	0.004538536	0.080348015	35_33409	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_164080_PI403524517	2	0.6216717	0.50947	0.3110113	-0.31101084	-0.5735378	-0.4510188	35_45742	"Cluster: Hypothetical protein OJ1200_C08.118; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1200_C08.118 - Oryza sativa (japonica cult"	UniRef90_Q7XIQ9	CHRomosome structural maintenance protein-related | chr1V7|COORD:omosome| chromosome structural maintenance protein-related	AT1G08400.1	CHR07V5|COORD:29172299..29176777|protein RINT-1 / TIP-1 family protein, expressed	LOC_Os07g48720.3	no descriptionvery weakly similar to (50.4)AT1G08400| Symbols:  | chromosome structural maintenance protein-related | chr1:2643345-2646002 REVERSE	not assigned.no ontology	35_1

CUST_4947_PI404877155	2	0.044486046	0.44262218	-0.24153328	0.07846165	-0.044485092	-0.18198586	Contig16305_at	putative transfactor [Oryza sativa (japonica cultivar-group)] dbj|BAD10540.1| putative transfactor [Oryza sativa (japonica cultivar-group)]	XP_464081.1	myb family transcription factor	At3g13040.1	protein myb-like DNA-binding domain, SHAQKYF class, putative	Os06g49040	NONE	RNA.regulation of transcription.G2-like transcription factor family, GARP	27_3_20

CUST_71044_PI403524517	2	0.24541664	0.13111115	-0.093818665	-0.29942322	-0.26201057	0.09381771	35_20352	"Cluster: Las1-like family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Las1-like family protein, expressed - Oryza sativa (japonica cult"	UniRef90_Q2QWN0	CHR5V7|COORD:3950219..3953015| las1-like family protein	AT5G12220.1	CHR12V5|COORD:4526366..4531878|protein las1-like family protein, expressed	LOC_Os12g08800.1	no descriptionweakly similar to ( 164)AT5G12220| Symbols:  | las1-like family protein | chr5:3950219-3953015 FORWARDnot assigned Las1	not assigned.no ontology	35_1

CUST_177924_PI403524517	2	0.045186996	-0.31255913	0.011468887	3.938675E-4	-3.9291382E-4	-0.0038995743	35_49487	"Cluster: MATE efflux family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: MATE efflux family protein, expressed - Oryza sativa (japonica"	UniRef90_Q2QYU0	CHR4V7|COORD:9915929..9918062| peptidase M20/M25/M40 family protein	AT4G17830.1	CHR12V5|COORD:349766..354106|protein antiporter/ drug transporter, putative, expressed	LOC_Os12g01580.2	no descriptionvery weakly similar to (56.2)AT4G17830| Symbols:  | peptidase M20/M25/M40 family protein | chr4:9915929-9918062 FORWARD	protein.degradation	29_5

CUST_83530_PI403524517	2	-0.020605087	0.038145065	-0.052898407	0.020605087	0.04500389	-0.100128174	35_23949	"Cluster: Cytochrome B561-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Cytochrome B561-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5QLQ8	CHR4V7|COORD:10093535..10097348| cytochrome B561-related	AT4G18260.1	CHR01V5|COORD:27572893..27570291|protein expressed protein	LOC_Os01g47620.1	no descriptionvery weakly similar to (77.0)AT4G18260| Symbols:  | cytochrome B561-related | chr4:10093535-10097348 REVERSE	redox.ascorbate and glutathione	21_2

CUST_134248_PI403524517	2	0.062062263	-0.49575043	-0.06681824	0.031850815	0.0126514435	-0.0126514435	35_37672	"Cluster: Os11g0545700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os11g0545700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IS92	CHR2V7|COORD:13960884..13964547| ATZW10	AT2G32900.1	CHR11V5|COORD:19612124..19608273|protein centromere/kinetochore protein zw10, putative, expressed	LOC_Os11g34310.2	no descriptionweakly similar to ( 147)AT2G32900| Symbols: ATZW10 | ATZW10 | chr2:13960884-13964547 FORWARDnot assigned Zw10	not assigned.no ontology	35_1

CUST_104065_PI403524517	2	0.035642624	1.0176592	0.51595783	-0.60883904	-0.28881264	-0.035643578	35_29662	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_104755_PI403524517	2	0.49238396	0.14083624	0.06313324	-0.5516076	-0.06313324	-1.1592951	35_29847	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_861_PI399408534	2	0.46440268	0.60236216	-0.03843355	-0.2827201	-0.68355465	0.03843355	35_28533	Rep: Mitogen-activated protein kinase 8 - Oryza sativa (Rice)	UniRef90_Q5SN53	"CHR2V7|COORD:17847649..17851024| ATMPK20 (Arabidopsis thaliana MAP kinase 20); MAP kinase"	AT2G42880.1	CHR01V5|COORD:27498135..27505279|protein OsMPK20-4 - putative MAPK based on amino acid sequence homology, expressed	LOC_Os01g47530.2	"no descriptionmoderately similar to ( 204)AT2G42880| Symbols: ATMPK20 | ATMPK20 (Arabidopsis thaliana MAP kinase 20); MAP kinase | chr2:17847649-17851024 REVERSEmoderately similar to ( 228)MPK8_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase Pkinase_Tyr SPS1 TyrKc PTKc"	signalling.MAP kinases	30_6

CUST_61417_PI403524517	2	0.08974743	0.42340088	-0.018437386	-0.087257385	-0.010863304	0.010864258	35_17531	Rep: H0212B02.1 protein - Oryza sativa (Rice)	UniRef90_Q25AN2	CHR2V7|COORD:9956536..9959807| transport protein-related	AT2G23360.1	CHR04V5|COORD:32861822..32867352|protein expressed protein	LOC_Os04g55570.1	no descriptionDUF869	not assigned.unknown	35_2

CUST_85131_PI403524517	2	-0.11149645	0.986763	0.7139902	0.06587362	-0.26477718	-0.065873146	35_24390	Rep: Hypothetical protein - Aedes aegypti (Yellowfever mosquito)	UniRef90_Q16W02	CHR1V7|COORD:9039777..9042860| protein kinase	AT1G26150.1	CHR09V5|COORD:21054103..21055956|protein collagen, type IV, alpha 5, putative, expressed	LOC_Os09g36490.1	no descriptionnot assigned not assigned	not assigned.unknown	35_2

CUST_117330_PI403524517	2	0.23143005	-1.1869097	-0.007843494	0.036338806	-0.03502083	0.007843971	35_33249	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_3509_PI403524517	2	0.05043888	-1.2388268	-0.043132782	0.043132782	0.073287964	-0.04549408	35_957	"Cluster: Ribosomal L29e protein; n=3; Magnoliophyta|Rep: Ribosomal L29e protein - Medicago truncatula (Barrel medic)"	UniRef90_Q1T0D3	CHR3V7|COORD:2114408..2114883| 60S ribosomal protein L29 (RPL29B)	AT3G06680.1	CHR05V5|COORD:16781916..16780454|protein 60S ribosomal protein L29, putative, expressed	LOC_Os05g28750.1	no descriptionvery weakly similar to ( 100)AT3G06680| Symbols:  | 60S ribosomal protein L29 (RPL29B) | chr3:2114408-2114883 REVERSEnot assigned Ribosomal_L29e	protein.synthesis.misc ribososomal protein	29_2_2

CUST_125260_PI403524517	2	-0.04894924	-0.4064269	-0.23485756	0.17918682	0.048950195	0.38588905	35_35285	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_95529_PI403524517	2	0.088552475	0.07813263	-0.058291435	-0.13214493	-0.016583443	0.016583443	35_27302	"Cluster: Os01g0179400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0179400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JQ65	CHR2V7|COORD:10923534..10934468| EMB2410 (EMBRYO DEFECTIVE 2410)	AT2G25660.1	CHR01V5|COORD:4130505..4137434|protein EMB2410, putative, expressed	LOC_Os01g08420.1	no descriptionmoderately similar to ( 248)AT2G25660| Symbols: EMB2410 | EMB2410 (EMBRYO DEFECTIVE 2410) | chr2:10923534-10934468 REVERSE	development.unspecified	33_99

CUST_69558_PI403524517	2	0.052393913	0.12429142	-0.07435036	-0.012413979	-0.021409035	0.012413979	35_19904	"Cluster: E2, ubiquitin-conjugating enzyme, putative; n=2; Magnoliophyta|Rep: E2, ubiquitin-conjugating enzyme, putative - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q8LGF7	"CHR5|COORD:8967705..8969372| similar to ubiquitin-conjugating enzyme 10 (UBC10) [Arabidopsis thaliana] (TAIR:At5g53300.2); similar to"	AT5G25760.2	CHR02V5|COORD:25448205..25444345|protein ubiquitin-conjugating enzyme E2 16, putative, expressed	LOC_Os02g42314.2	" no descriptionmoderately similar to ( 304)AT5G25760| Symbols: UBC21, PEX4 | PEX4 (PEROXIN4); ubiquitin-protein ligase | chr5:8967986-8969176 FORWARDweakly similar to ( 111)UBC2_MEDSAUbiquitin-conjugating enzyme E2-17 kDa - Medicago sativa (Alfalfa)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG5078 UQ_con UBCc UBCc "	protein.degradation.ubiquitin.E2	29_5_11_3

CUST_51615_PI403524517	2	-0.20871353	0.32736206	-0.7902584	0.65281296	-0.22354698	0.20871353	35_14710	"Cluster: Putative arbutin synthase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative arbutin synthase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q942C5	CHR3V7|COORD:5619361..5620839| UDP-glucoronosyl/UDP-glucosyl transferase family protein	AT3G16520.3	CHR01V5|COORD:30974360..30976193|protein anthocyanidin 5,3-O-glucosyltransferase, putative, expressed	LOC_Os01g53330.1	no descriptionweakly similar to ( 131)AT3G16520| Symbols:  | UDP-glucoronosyl/UDP-glucosyl transferase family protein | chr3:5618853-5620839 REVERSEvery weakly similar to ( 100)ZOX_PHAVUZeatin O-xylosyltransferase - Phaseolus vulgaris (Kidney bean) (French bean)not assigned UDPGT	misc.UDP glucosyl and glucoronyl transferases	26_2

CUST_30827_PI403524517	2	0.26314545	0.45255375	-0.052788734	-0.30843735	-0.27978516	0.052788734	35_8896	"Cluster: OSJNBb0065L13.2 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: OSJNBb0065L13.2 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7X6D5	CHR2V7|COORD:8763556..8766926| protein kinase family protein	AT2G20300.1	CHR04V5|COORD:25234353..25240710|protein ATP binding protein, putative, expressed	LOC_Os04g43020.1	no descriptionmoderately similar to ( 399)AT2G20300| Symbols: ALE2 | protein kinase family protein | chr2:8763556-8766926 REVERSEmoderately similar to ( 223)PSKR_DAUCAPhytosulfokine receptor precursor - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pkinase_Tyr TyrKc S_TKc PTKc Pkinase S_TKc PTKc_Srm_Brk PTKc_Jak_rpt2 PTKc_Csk_like PTKc_Trk PTKc_Fes_like PTKc_Syk_like PTKc_Frk_like PTKc_Src_like PTKc_Ror PTKc_InsR_like PTKc_Tec_like SPS1 PTKc_EphR PTKc_Fer PTKc_EGFR_like PTKc_Itk PTKc_Csk PTKc_c-ros PTKc_Ack_like PTKc_TrkA PTKc_TrkC PTKc_Chk PTKc_TrkB PTKc_Tyk2_rpt2 PTKc_ALK_LTK PTKc_Musk PTKc_Jak2_Jak3_rpt2 PTKc_EphR_A2 PTKc_Jak1_rpt2 PTKc_Fes PTKc_DDR PTKc_FGFR PTKc_Tie2 PTKc_Abl PTKc_EphR_B PTKc_Axl_like PTKc_FAK PTK_CCK4 PTKc_Btk_Bmx PTKc_Tie1 PTKc_Fyn_Yrk PTKc_Lck_Blk PTKc_PDGFR PTKc_IGF-1R PTKc_EphR_A PTKc_Src PTKc_Tie PTKc_Zap-70 PTKc_Met_Ron PTKc_FGFR1 PTKc_FGFR4 PTKc_Tec_Rlk PTKc_Yes PTKc_Ror1 PTKc_EphR_A10 PTKc_InsR PTKc_Lyn PTKc_HER4 PTKc_DDR_like PTKc_FGFR3 PTKc_Syk PTKc_Ror2 PTKc_DDR1 PTKc_FGFR2 PTKc_Aatyk PTKc_DDR2 PTK_HER3 PTKc_Aatyk1_Aatyk3 PTKc_RET PTKc_HER2 PTKc_Hck PTKc_Tyro3 PTKc_EGFR PTKc_Axl PTK_Ryk PTK_Jak2_Jak3_rpt1 PTKc_CSF-1R PTKc_Aatyk2 PTKc_VEGFR PTK_Jak_rpt1 PTKc_Kit PTKc_VEGFR2 PTKc_VEGFR3 PTKc_PDGFR_alpha PTKc_PDGFR_beta PTK_Jak1_rpt1	protein.postranslational modification.kinase.receptor like cytoplasmatic kinase VII	29_4_1_57

CUST_11949_PI399408534	2	-0.078167915	0.29122543	0.06841278	-0.061920166	-0.058276176	0.058275223	35_30405	"Cluster: Hypothetical protein P0483D07.7; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0483D07.7 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6F2Z7	CHR5V7|COORD:9004401..9005505| zinc finger (GATA type) family protein	AT5G25830.1	CHR05V5|COORD:25749263..25751416|protein GATA transcription factor 13, putative, expressed	LOC_Os05g44400.1	no descriptionvery weakly similar to (50.1)AT5G25830| Symbols:  | zinc finger (GATA type) family protein | chr5:9004401-9005505 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TT_ORF1 Protamine_P1 DUF1777 PRK07764	RNA.regulation of transcription.C2C2(Zn) GATA transcription factor family	27_3_9

CUST_55912_PI403524517	2	-0.11892414	-0.23740864	0.04693699	0.13685513	0.17318535	-0.046936035	35_15913	"Cluster: Phosphoethanolamine N-methyltransferase; n=2; Oryza sativa|Rep: Phosphoethanolamine N-methyltransferase - Oryza sativa (Rice)"	UniRef90_Q6QA26	"CHR3V7|COORD:6154584..6157337| NMT1 (N-METHYLTRANSFERASE 1); phosphoethanolamine N-methyltransferase"	AT3G18000.1	CHR01V5|COORD:29066834..29071609|protein phosphoethanolamine N-methyltransferase, putative, expressed	LOC_Os01g50030.1	" no descriptionhighly similar to ( 816)AT3G18000| Symbols: XIPOTL1, PEAMT, NMT1 | NMT1 (N-METHYLTRANSFERASE 1); phosphoethanolamine N-methyltransferase | chr3:6154584-6157337 FORWARDhighly similar to ( 816)PEAM1_ARATHPhosphoethanolamine N-methyltransferase 1 - Arabidopsis thaliana (Mouse-ear cress)not assigned not assigned not assigned UbiE Cfa Methyltransf_11 PRK08317 ubiE arsM CMAS Methyltransf_12 PRK11705 Ubie_methyltran UbiG SmtA PRK05134 Tam "	lipid metabolism.Phospholipid synthesis	11_3

CUST_28587_PI399408534	2	0.0077171326	0.36850262	-0.12052727	-0.0077171326	-0.13287258	0.059594154	35_5559	"Cluster: Hypothetical protein OJ1065_E04.5; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1065_E04.5 - Oryza sativa (japonica cultivar"	UniRef90_Q653S1	CHR3V7|COORD:20148890..20149841| transcription factor	AT3G54390.1	CHR09V5|COORD:22187611..22191361|protein expressed protein	LOC_Os09g38570.1	no descriptionvery weakly similar to (82.8)AT3G54390| Symbols:  | transcription factor | chr3:20148890-20149841 REVERSEnot assigned PRK12678	RNA.regulation of transcription.Trihelix, Triple-Helix transcription factor family	27_3_30

CUST_51333_PI403524517	2	0.009185791	-0.07244873	5.750656E-4	0.03933525	-5.7411194E-4	-0.07473564	35_14632	Rep: Vacuolar ATP synthase subunit E - Triticum aestivum (Wheat)	UniRef90_Q2L9B8	"CHR1V7|COORD:23832200..23833665| VHA-E3 (VACUOLAR H+-ATPASE SUBUNIT E ISOFORM 3); hydrogen ion transporting ATP synthase, rotational mechanism /"	AT1G64200.1	CHR01V5|COORD:27138713..27143574|protein vacuolar ATP synthase subunit E, putative, expressed	LOC_Os01g46980.1	" no descriptionmoderately similar to ( 329)AT1G64200| Symbols: VHA-E3 | VHA-E3 (VACUOLAR H+-ATPASE SUBUNIT E ISOFORM 3); hydrogen ion transporting ATP synthase, rotational mechanism / hydrogen ion transporting ATPase, rotational mechanism | chr1:23832200-23833665 REVERSEmoderately similar to ( 346)VATE_SPIOLVacuolar proton pump subunit E - Spinacia oleracea (Spinach)not assigned vATP-synt_E NtpE PRK02292 PRK03963 "	transport.p- and v-ATPases.H+-transporting two-sector ATPase	34_1_1

CUST_155913_PI403524517	2	0.14078331	0.004388809	0.059744835	-0.004501343	-0.004388809	-0.073952675	35_43546	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_171023_PI403524517	2	0.24436378	0.63888645	0.45168304	-0.24436378	-0.7247453	-0.3493042	35_47640	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_90712_PI403524517	2	0.16769123	0.039277077	0.051755905	-0.2198515	-0.039277077	-0.055109978	35_25945	Rep: Os06g0728800 protein - Oryza sativa (japonica cultivar-group)	UniRef90_Q0D9B3	"CHR2V7|COORD:13596622..13607143| ATGSL03 (GLUCAN SYNTHASE-LIKE 3); 1,3-beta-glucan synthase/ transferase, transferring glycosyl groups"	AT2G31960.1	CHR06V5|COORD:31047514..31032383|protein CALS1, putative, expressed	LOC_Os06g51270.1	" no descriptionmoderately similar to ( 344)AT2G31960| Symbols: GSL03, ATGSL3, ATGSL03 | ATGSL03 (GLUCAN SYNTHASE-LIKE 3); 1,3-beta-glucan synthase/ transferase, transferring glycosyl groups | chr2:13596622-13607143 FORWARDnot assigned Glucan_synthase "	minor CHO metabolism.callose	3_6

CUST_33816_PI403524517	2	0.0687685	0.030480862	0.15802193	-0.030480385	-0.18275642	-0.17787552	35_9748	"Cluster: Putative ructose 1,6-bisphosphatase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ructose 1,6-bisphosphatase - Oryza sativa (japonica"	UniRef90_Q655Y9	CHR1V7|COORD:25812961..25813793| AGP19/ATAGP19 (ARABINOGALACTAN-PROTEIN 19)	AT1G68725.1	CHR06V5|COORD:27430111..27427890|protein fructose-1,6-bisphosphatase, chloroplast precursor, putative, expressed	LOC_Os06g45370.1	no descriptionnot assigned PRK12323	not assigned.unknown	35_2

CUST_73547_PI403524517	2	-0.05813074	-1.0584059	0.25427294	0.4072914	0.05813074	-0.6364608	35_21091	Rep: Cinnamyl alcohol dehydrogenase - Lolium perenne (Perennial ryegrass)	UniRef90_Q8S411	CHR4V7|COORD:17855958..17857382| ELI3-2 (ELICITOR-ACTIVATED GENE 3)	AT4G37990.1	CHR08V5|COORD:10352032..10349061|protein mannitol dehydrogenase, putative, expressed	LOC_Os08g16910.1	 no descriptionmoderately similar to ( 233)AT4G37990| Symbols: ELI3, ELI3-2 | ELI3-2 (ELICITOR-ACTIVATED GENE 3) | chr4:17855958-17857382 FORWARDmoderately similar to ( 237)MTDH_MESCRProbable mannitol dehydrogenase - Mesembryanthemum crystallinum (Common ice plant)not assigned not assigned not assigned not assigned AdhP ADH_N AdhC PRK09422 Tdh tdh Qor PRK10083 PRK10309 PRK09880 	secondary metabolism.phenylpropanoids.lignin biosynthesis.CAD	16_2_1_10

CUST_2118_PI403524517	2	0.079063416	-0.1096859	-0.041173935	-0.0029315948	0.014038086	0.0029296875	35_561	Rep: 40S ribosomal protein S23-1 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q9SF35	CHR5V7|COORD:693278..694394| 40S ribosomal protein S23 (RPS23B)	AT5G02960.1	CHR03V5|COORD:34288349..34286109|protein 40S ribosomal protein S23, putative, expressed	LOC_Os03g60400.1	no descriptionmoderately similar to ( 276)AT5G02960| Symbols:  | 40S ribosomal protein S23 (RPS23B) | chr5:693278-694394 REVERSEmoderately similar to ( 280)RS23_FRAAN40S ribosomal protein S23 - Fragaria ananassa (Strawberry)not assigned not assigned Ribosomal_S23 rps12P Ribosomal_S12 RpsL Ribosomal_S12_like Ribosomal_S12 rps12 rpsL	protein.synthesis.misc ribososomal protein	29_2_2

CUST_18596_PI399408534	2	-0.2668438	-0.39573574	0.10861397	0.15896416	0.0511055	-0.0511055	35_23079	"Cluster: Transcription factor PCF3-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Transcription factor PCF3-like - Oryza sativa (japonica cultivar-group"	UniRef90_Q6K7P2	CHR5V7|COORD:7843020..7843772| TCP family transcription factor, putative	AT5G23280.1	CHR03V5|COORD:9014390..9007824|protein serine/arginine repetitive matrix protein 1, putative, expressed	LOC_Os03g16369.2	 no descriptionvery weakly similar to (62.8)AT5G23280| Symbols:  | TCP family transcription factor, putative | chr5:7843020-7843772 FORWARDnot assigned not assigned PRK12323 PRK12678 PRK07764 PRK07003 	hormone metabolism.auxin.induced-regulated-responsive-activated	17_2_3

CUST_118844_PI403524517	2	-0.09287453	-0.03286743	-0.15987873	0.032866478	0.13898468	0.18771744	35_33639	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_115120_PI403524517	2	-0.0089120865	-0.18103981	-0.071261406	0.0089120865	0.107687	0.07335281	35_32660	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_113340_PI403524517	2	0.010584831	-0.010584831	-0.020042896	0.05052662	0.5586829	-0.3088374	35_32171	"Cluster: Putative DNA polymerase V; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative DNA polymerase V - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z0Z0	CHR1V7|COORD:25812961..25813793| AGP19/ATAGP19 (ARABINOGALACTAN-PROTEIN 19)	AT1G68725.1	CHR02V5|COORD:1882715..1888951|protein DNA binding protein, putative, expressed	LOC_Os02g04270.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07764 TT_ORF1 PRK07003	not assigned.unknown	35_2

CUST_13469_PI403524517	2	-0.08058548	0.6080494	-0.42529297	0.089149475	1.2302399E-4	-1.2397766E-4	35_3862	"Cluster: Putative shock protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative shock protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q942Z3	CHR3V7|COORD:5617118..5618200| C2 domain-containing protein	AT3G16510.1	CHR01V5|COORD:41301631..41300109|protein src2-like protein, putative, expressed	LOC_Os01g70790.1	no descriptionweakly similar to ( 102)AT3G16510| Symbols:  | C2 domain-containing protein | chr3:5617118-5618200 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Atrophin-1 Tymo_45kd_70kd DUF1421 PRK07003 Extensin_2 PRK07764 PRK12323 Drf_FH1 Herpes_BLLF1 C2 C2 Prog_receptor TT_ORF1 GRASP55_65 APC_basic PRK12678 PRK05648 Pneumo_att_G PRK08691 KAR9 C2 DUF566 DUF1509 Protamine_P1 AF-4 PRK12372 PRK10263 BASP1	stress.abiotic.cold	20_2_2

CUST_91903_PI403524517	2	0.15753269	-0.1529417	-0.08189583	-0.016805649	0.016806602	0.17051792	35_26277	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_63954_PI403524517	2	0.16056252	0.5124035	-0.10871315	-0.06834364	0.06834316	-0.11554909	35_18266	"Cluster: Hypothetical protein At2g31400; n=1; Arabidopsis thaliana|Rep: Hypothetical protein At2g31400 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9SIC9	CHR2V7|COORD:13394278..13397627| pentatricopeptide (PPR) repeat-containing protein	AT2G31400.1	CHR07V5|COORD:24069486..24071840|protein expressed protein	LOC_Os07g40120.1	no descriptionmoderately similar to ( 269)AT2G31400| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr2:13394278-13397627 REVERSEweakly similar to ( 127)RF1_ORYSAPPR	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_107274_PI403524517	2	0.25093365	-0.2758727	-0.22629118	0.1282196	0.112742424	-0.11274195	35_30527	"Cluster: LMBR1 integral membrane protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: LMBR1 integral membrane protein-like - Oryza sativa (japonica cu"	UniRef90_Q69QA4	CHR5V7|COORD:26107040..26111563| LMBR1 integral membrane family protein	AT5G65290.1	CHR06V5|COORD:6107980..6101124|protein LMBR1-like conserved region family protein, expressed	LOC_Os06g11520.1	no descriptionweakly similar to ( 159)AT5G65290| Symbols:  | LMBR1 integral membrane family protein | chr5:26107040-26110843 FORWARDnot assigned LMBR1	not assigned.no ontology	35_1

CUST_149624_PI403524517	2	0.013385773	-0.29587364	-0.1241169	0.09920502	0.13637161	-0.013386726	35_41858	Rep: 10A19I.4 protein - Oryza sativa (Rice)	UniRef90_Q9XHW2	CHR1V7|COORD:11399903..11405702| actin binding	AT1G31810.1	CHR05V5|COORD:28743305..28744785|protein DNA-3-methyladenine glycosylase 1, putative, expressed	LOC_Os05g50290.1	no descriptionnot assigned not assigned not assigned not assigned PRK12323	not assigned.unknown	35_2

CUST_4893_PI404877155	2	0.04060936	-0.10138798	-0.2217617	0.01462841	0.07494736	-0.01462841	Contig16253_s_at	putative oxalyl-CoA decarboxylase [Oryza sativa (japonica cultivar-group)]	BAB33274.1	pyruvate decarboxylase family protein	At5g17380.1	protein Thiamine pyrophosphate enzyme, central domain, putative	Os01g32080	"pyruvate decarboxylase family protein, similar to 2-hydroxyphytanoyl-CoA lyase (Homo sapiens) GI:6273457; contains InterPro entry IPR000399: Pyruvate decarboxylase"	fermentation.PDC	5_02

CUST_74497_PI403524517	2	-0.12985897	0.087099075	0.023191452	0.0027990341	-0.10194111	-0.0027999878	35_21362	Rep: Ribosomal protein S6 kinase - Zea mays (Maize)	UniRef90_Q6TQF8	CHR3|COORD:2648518..2650991| serine/threonine protein kinase (PK19), identical to serine/threonine-protein kinase AtPK19 (Ribosomal-protein S6 kinase homolog)	AT3G08720.2	CHR07V5|COORD:28854107..28858115|protein serine/threonine-protein kinase AtPK19, putative, expressed	LOC_Os07g48290.2	" no descriptionmoderately similar to ( 377)AT3G08720| Symbols: ATS6K2, S6K2, ATPK19, ATPK2 | ATPK19/ATPK2 (ARABIDOPSIS THALIANA SERINE/THREONINE PROTEIN KINASE 19, ARABIDOPSIS THALIANA SERINE/THREONINE PROTEIN KINASE 2); kinase | chr3:2648631-2650413 REVERSEweakly similar to ( 120)CIPK1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase SPS1 Pkinase_Tyr TyrKc PTKc PTKc_Jak_rpt2 PTKc_Csk_like PTKc_Tec_like PTKc_Tec_Rlk PTKc_Tyk2_rpt2 PTKc_FAK PTKc_Syk_like PTKc_Btk_Bmx PTKc_Ack_like PTKc_Fes PTKc_Jak2_Jak3_rpt2 PTKc_Csk PTKc_Lck_Blk PTKc_Fes_like PTKc_Frk_like PTKc_Srm_Brk PTKc_EGFR_like PTKc_Chk PTKc_Src_like PTKc_Trk PTKc_Fer PTKc_Itk PTKc_Abl PTKc_Zap-70 PTKc_Src PTKc_Fyn_Yrk PTKc_EphR PTKc_PDGFR PTKc_Jak1_rpt2 PTKc_RET PTKc_Tyro3 PTKc_EphR_B PTKc_ALK_LTK PTKc_InsR_like PTKc_Hck PTKc_c-ros PTK_CCK4 PTKc_Tie2 PTKc_HER4 PTKc_Yes PTKc_Syk PTKc_FGFR PTKc_Lyn PTKc_EphR_A PTKc_Tie1 "	protein.postranslational modification	29_4

CUST_12707_PI404877155	2	-0.4552374	-0.9525423	0.3600521	0.08511162	-0.08511162	0.30651474	Contig6435_at	phosphoenolpyruvate carboxykinase [ATP], putative / PEP carboxykinase, putative / PEPCK, putative [Arabidopsis thaliana]	NP_195500.1	phosphoenolpyruvate carboxykinase (ATP), putative / PEP carboxykinase, putative / PEPCK, putative	At4g37870.1	protein phosphoenolpyruvate carboxykinase, putative	Os03g15050	Phosphoenolpyruvate carboxykinase [ATP] 1 pi	gluconeogenese/ glyoxylate cycle.PEPCK	6_04

CUST_144779_PI403524517	2	0.23520327	-0.2634015	-0.38271666	0.023047924	0.03502989	-0.023047924	35_40546	"Cluster: Hypothetical protein OJ1126_D01.3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1126_D01.3 - Oryza sativa (japonica cultivar"	UniRef90_Q6I647	CHR3V7|COORD:20017076..20018998| phosphatidic acid phosphatase-related / PAP2-related	AT3G54020.1	CHR05V5|COORD:22136431..22131383|protein expressed protein	LOC_Os05g37910.2	no descriptionvery weakly similar to (53.1)AT3G54020| Symbols:  | phosphatidic acid phosphatase-related / PAP2-related | chr3:20017076-20018998 FORWARD	misc.acid and other phosphatases	26_13

CUST_25938_PI399408534	2	0.1190691	-0.8363719	-0.12251377	-0.04940605	0.04940605	0.06755161	35_10346	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10ST1	CHR4|COORD:801032..808060| transducin family protein / WD-40 repeat family protein, contains ten G-protein beta-subunit (beta-transducin) WD-40 repeats	AT4G01860.2	CHR03V5|COORD:653032..660226|protein expressed protein	LOC_Os03g02110.1	no descriptionvery weakly similar to (54.7)AT4G01860| Symbols:  | transducin family protein / WD-40 repeat family protein | chr4:801713-808018 REVERSE	signalling.G-proteins	30_5

CUST_73357_PI403524517	2	0.21011353	-0.47540855	0.0024900436	-0.0024900436	0.09084892	-0.01719284	35_21032	"Cluster: Putative phosphoribosyltransferase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative phosphoribosyltransferase - Oryza sativa (japonica"	UniRef90_Q7XZZ4	CHR3V7|COORD:907631..910684| C2 domain-containing protein	AT3G03680.1	CHR03V5|COORD:25284264..25280723|protein anthranilate phosphoribosyltransferase-like protein, putative, expressed	LOC_Os03g44890.1	no descriptionmoderately similar to ( 225)AT3G03680| Symbols:  | C2 domain-containing protein | chr3:907631-910684 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned PRT_C PRK12678 PRK07003 PRK12323 IER Keratin_B2	not assigned.no ontology.C2 domain-containing protein	35_1_19

CUST_32625_PI403524517	2	-0.13145542	-0.25713873	0.046515465	0.072274685	0.033188343	-0.033187866	35_9406	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_12482_PI403524517	2	0.15963078	-0.002439499	0.002439499	-0.05729866	0.00653553	-0.02593708	35_3561	Rep: Putative ankyrin protein - Oryza sativa (Rice)	UniRef90_Q9FRM5	CHR4V7|COORD:10471589..10472688| ankyrin repeat family protein	AT4G19150.1	CHR10V5|COORD:22856722..22859861|protein ankyrin-1, putative, expressed	LOC_Os10g43040.1	no descriptionmoderately similar to ( 201)AT4G19150| Symbols:  | ankyrin repeat family protein | chr4:10471589-10472688 REVERSEvery weakly similar to (50.1)AKT1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned ANK Arp	cell.organisation	31_1

CUST_9055_PI399408534	2	0.16309834	0.53064346	0.13262558	-0.2847519	-0.26973724	-0.13262653	35_28248	"Cluster: Calcium-dependent protein kinase 2; n=3; Poaceae|Rep: Calcium-dependent protein kinase 2 - Triticum aestivum (Wheat)"	UniRef90_Q5UKX8	"CHR2V7|COORD:7524087..7526321| CPK6 (CALCIUM-DEPENDENT PROTEIN KINASE 6); anion channel/ calcium- and calmodulin-dependent protein kinase/ kinase"	AT2G17290.1	CHR02V5|COORD:28080731..28086282|protein calcium-dependent protein kinase, isoform AK1, putative, expressed	LOC_Os02g46090.1	" no descriptionweakly similar to ( 127)AT2G17290| Symbols: ATCDPK3, CPK6 | CPK6 (CALCIUM-DEPENDENT PROTEIN KINASE 6); anion channel/ calcium- and calmodulin-dependent protein kinase/ kinase | chr2:7524087-7526321 FORWARDweakly similar to ( 112)CDPK_SOYBNCalcium-dependent protein kinase SK5 - Glycine max (Soybean)not assigned FRQ1 EFh "	signalling.calcium	30_3

CUST_164099_PI403524517	2	-0.0016155243	0.06981182	0.10926342	-0.051109314	0.0016145706	-0.15315819	35_45748	"Cluster: TRNA pseudouridine synthase family protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: TRNA pseudouridine synthase family"	UniRef90_Q2QWH9	CHR1V7|COORD:3177123..3180338| tRNA pseudouridine synthase family protein	AT1G09800.1	CHR12V5|COORD:4862245..4874218|protein pseudouridylate synthase, putative, expressed	LOC_Os12g09290.1	no descriptionweakly similar to ( 170)AT1G09800| Symbols:  | tRNA pseudouridine synthase family protein | chr1:3177123-3180338 REVERSEnot assigned PseudoU_synth_EcTruA truA TruA PseudoU_synth_TruA_like PRK12434 PseudoU_synth_TruA_Archea PseudoU_synth_1	protein.aa activation.pseudouridylate synthase	29_1_30

CUST_81650_PI403524517	2	0.09331417	-0.1717453	0.03812027	-0.038119316	-0.0514822	0.16585732	35_23420	"Cluster: Putative CPRD2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative CPRD2 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5Z957	CHR4V7|COORD:11150171..11151769| FAD-binding domain-containing protein	AT4G20820.1	CHR06V5|COORD:20809008..20807194|protein reticuline oxidase precursor, putative, expressed	LOC_Os06g35650.1	no descriptionweakly similar to ( 163)AT1G30710| Symbols:  | FAD-binding domain-containing protein | chr1:10895262-10896857 FORWARDnot assigned not assigned FAD_binding_4 GlcD	misc.nitrilases, *nitrile lyases, berberine bridge enzymes, reticuline oxidases, troponine reductases	26_8

CUST_96923_PI403524517	2	0.05164671	-0.30695105	-0.051646233	0.066411495	0.14478302	-0.18003464	35_27681	"Cluster: Putative RNA polymerase II; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative RNA polymerase II - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5WMZ9	"CHR4V7|COORD:16961119..16967896| NRPB1 (RNA POLYMERASE II LARGE SUBUNIT); DNA binding / DNA-directed RNA polymerase"	AT4G35800.1	CHR05V5|COORD:2922402..2912509|protein DNA-directed RNA polymerase II largest subunit, putative, expressed	LOC_Os05g05860.1	" no descriptionweakly similar to ( 159)AT4G35800| Symbols: RNA_POL_II_LSRNA_POL_II_LS, RNA_POL_II_LS, RPB1, NRPB1 | NRPB1 (RNA POLYMERASE II LARGE SUBUNIT); DNA binding / DNA-directed RNA polymerase | chr4:16961119-16967896 REVERSEnot assigned not assigned not assigned RNA_pol_Rpb1_1 RpoC PRK08566 "	RNA.transcription	27_2

CUST_19555_PI403524517	2	-0.030557632	-0.32054996	0.069815636	0.18053627	0.030557632	-0.40074158	35_5665	"Cluster: Hypothetical protein OSJNBb0040H10.32; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0040H10.32 - Oryza sativa (japonica"	UniRef90_Q6Z4F5	"CHR2V7|COORD:16735456..16738238| similar to proline-rich family protein [Arabidopsis thaliana] (TAIR:AT3G09000.1); similar to Os01g0141900 [Oryza"	AT2G40070.1	CHR07V5|COORD:24807955..24808673|protein EGG APPARATUS-1 protein, putative, expressed	LOC_Os07g41410.1	no descriptionnot assigned not assigned	not assigned.unknown	35_2

CUST_158168_PI403524517	2	0.256248	0.3913479	0.07098436	-0.25679684	-0.41231203	-0.07098436	35_44160	"Cluster: Putative cell cycle regulatory protein; n=2; Oryza sativa|Rep: Putative cell cycle regulatory protein - Oryza sativa (Rice)"	UniRef90_Q8W382	CHR3V7|COORD:576385..579233| NBS1 (NIJMEGEN BREAKAGE SYNDROME 1)	AT3G02680.1	CHR10V5|COORD:18104777..18108669|protein FHA domain containing protein, expressed	LOC_Os10g34580.2	 no descriptionvery weakly similar to (67.4)AT3G02680| Symbols: ATNBS1, NBS1 | NBS1 (NIJMEGEN BREAKAGE SYNDROME 1) | chr3:576385-579233 FORWARDFHA 	not assigned.unknown	35_2

CUST_130223_PI403524517	2	-0.24376774	0.07513332	-0.03362274	0.03362274	0.05534935	-0.10370827	35_36572	"Cluster: NAD(P)H-quinone oxidoreductase chain 5, chloroplast (EC 1.6.5.-) (NAD(P)H dehydrogenase, chain 5); n=256; Poaceae|Rep: NAD(P)H-quinone oxidoreductase c"	UniRef90_Q95H46	CHRCV7|COORD:110398..112638| Chloroplast encoded  NADH dehydrogenase unit.	ATCG01010.1	0	0	 no descriptionweakly similar to ( 177)ATCG01010| Symbols: NDHF | Chloroplast encoded  NADH dehydrogenase unit. | chrC:110398-112638 REVERSEmoderately similar to ( 231)NU5C_WHEATNAD(P)H-quinone oxidoreductase chain 5, chloroplast - Triticum aestivum (Wheat)ndhF PRK07376 PRK06590 NuoL Oxidored_q1_N PRK07390 HyfB PRK08376 PRK12648 	PS.lightreaction.cyclic electron flow-chlororespiration	1_1_40

CUST_118021_PI403524517	2	0.026605606	-0.19311047	-0.11268234	0.07236862	0.0045204163	-0.0045194626	35_33427	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_65429_PI403524517	2	-0.06536007	-0.81656265	-0.097289085	0.08938503	0.20440006	0.06536102	35_18681	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10RA9	CHR5V7|COORD:16242711..16244651| RNA recognition motif (RRM)-containing protein	AT5G40490.1	CHR03V5|COORD:3544476..3540612|protein TATA-binding protein-associated factor 2N, putative, expressed	LOC_Os03g06980.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Drf_FH1 Extensin_2 GRP DUF1421	not assigned.unknown	35_2

CUST_77921_PI403524517	2	-0.11342621	0.8234644	0.072110176	-0.054843903	0.032139778	-0.03214073	35_22340	"Cluster: Os01g0531000 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os01g0531000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JM74	"CHR5V7|COORD:16525025..16526041| similar to Os01g0541600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001043269.1); similar to Os01g0531000 [Oryza"	AT5G41270.1	CHR01V5|COORD:20241122..20238088|protein expressed protein	LOC_Os01g35990.1	"no descriptionvery weakly similar to (89.4)AT5G41270| Symbols:  | similar to Os01g0541600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001043269.1); similar to Os01g0531000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001043240.1) | chr5:16525025-16526041 FORWARDRpr2"	not assigned.unknown	35_2

CUST_35432_PI403524517	2	-0.20293331	-0.30868053	0.20293236	0.3425541	0.86835	-0.21278763	35_10217	"Cluster: Hypothetical protein P0470A12.49; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0470A12.49 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5N7V7	CHR3V7|COORD:8063070..8064482| leucine-rich repeat family protein / extensin family protein	AT3G22800.1	CHR01V5|COORD:40158304..40156557|protein expressed protein	LOC_Os01g68570.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned	not assigned.unknown	35_2

CUST_13818_PI404877155	2	-0.022696495	0.0069417953	-0.13218975	-0.0069417953	0.0069417953	0.12272549	Contig7564_at	unnamed protein product [Oryza sativa (japonica cultivar-group)]	NP_912839.1	PUR alpha-1 protein	At2g32080.1	protein PurA ssDNA and RNA-binding protein	Os01g15600	0	RNA.regulation of transcription.unclassified	27_3_99

CUST_100574_PI403524517	2	0.1210947	-0.16622543	0.04895115	-0.051221848	0.27888012	-0.04895115	35_28705	"Cluster: Phosphoglycerate kinase, cytosolic; n=11; Poaceae|Rep: Phosphoglycerate kinase, cytosolic - Triticum aestivum (Wheat)"	UniRef90_P12783	CHR1V7|COORD:29929240..29931188| PGK (PHOSPHOGLYCERATE KINASE)	AT1G79550.1	CHR06V5|COORD:27678757..27675320|protein phosphoglycerate kinase, cytosolic, putative, expressed	LOC_Os06g45710.1	 no descriptionmoderately similar to ( 257)AT1G79550| Symbols: PGK | PGK (PHOSPHOGLYCERATE KINASE) | chr1:29929240-29931188 REVERSEmoderately similar to ( 273)PGKY_WHEATPhosphoglycerate kinase, cytosolic - Triticum aestivum (Wheat)not assigned pgk Pgk Phosphoglycerate_kinase PGK 	PS.calvin cyle.phosphoglycerate kinase	1_3_3

CUST_164353_PI403524517	2	0.036471367	0.3069191	0.012299538	-0.17932463	-0.16942358	-0.012299538	35_45814	Rep: DNA-directed RNA polymerase - Glycine max (Soybean)	UniRef90_Q99366	"CHR4V7|COORD:16961119..16967896| NRPB1 (RNA POLYMERASE II LARGE SUBUNIT); DNA binding / DNA-directed RNA polymerase"	AT4G35800.1	CHR08V5|COORD:3223078..3217882|protein DNA-directed RNA polymerase II largest subunit, putative, expressed	LOC_Os08g05940.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_25483_PI403524517	2	0.04769802	-0.026661873	0.002108574	-0.009471893	0.074025154	-0.002108574	35_7384	"Cluster: Glycosyl transferase family 17 protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Glycosyl transferase family 17"	UniRef90_Q2QMA5	CHR2|COORD:5518678..5520347| glycosyl transferase family 17 protein, low similarity to beta-1,4-mannosyl-glycoprotein	AT2G13290.2	CHR12V5|COORD:25849371..25852316|protein acetylglucosaminyltransferase, putative, expressed	LOC_Os12g41780.2	no descriptionmoderately similar to ( 348)AT2G13290| Symbols:  | glycosyl transferase family 17 protein | chr2:5519140-5520225 FORWARDGlyco_transf_17	not assigned.no ontology	35_1

CUST_29568_PI403524517	2	0.067700386	0.25907898	-0.06787586	-0.079693794	-0.067700386	0.21954918	35_8539	"Cluster: Putative extensin; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative extensin - Oryza sativa (japonica cultivar-group)"	UniRef90_Q9AV50	CHR1V7|COORD:18321231..18323774| leucine-rich repeat family protein / extensin family protein	AT1G49490.1	CHR10V5|COORD:17779372..17773182|protein double-stranded RNA binding motif family protein, expressed	LOC_Os10g33970.2	no description	not assigned.unknown	35_2

CUST_18232_PI403524517	2	-0.0069770813	0.006978035	0.095113754	-0.10502148	0.077973366	-0.038282394	35_5268	"Cluster: OSIGBa0132E09-OSIGBa0108L24.21 protein; n=2; Oryza sativa|Rep: OSIGBa0132E09-OSIGBa0108L24.21 protein - Oryza sativa (Rice)"	UniRef90_Q01I09	"CHR4V7|COORD:13803465..13807562| PEL1 (PELOTA); translation release factor"	AT4G27650.1	CHR04V5|COORD:33445950..33453894|protein protein pelota, putative, expressed	LOC_Os04g56480.1	"no descriptionhighly similar to ( 565)AT4G27650| Symbols: PEL1 | PEL1 (PELOTA); translation release factor | chr4:13803465-13807562 REVERSEnot assigned PelA eRF1_3 eRF1_1 eRF1_2 PRK04011"	protein.synthesis.release	29_2_5

CUST_161894_PI403524517	2	-0.14932537	0.034902096	-0.046124935	0.07465553	0.39572906	-0.034902096	35_45159	"Cluster: Os01g0758500 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0758500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JJ61	"CHR1V7|COORD:10202659..10203240| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G30230.1); similar to unknown protein [Oryza sativa (japonica"	AT1G29195.1	CHR01V5|COORD:32218069..32216559|protein expressed protein	LOC_Os01g55370.1	"no descriptionvery weakly similar to (62.8)AT1G29195| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G30230.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAB90229.1) | chr1:10202659-10203240 REVERSE"	not assigned.unknown	35_2

CUST_33799_PI403524517	2	-0.12445259	-0.02186966	-0.051024437	0.052627563	0.18166256	0.021868706	35_9742	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_115637_PI403524517	2	0.07725811	-1.1746311	-0.07725811	0.5403681	0.39179993	-0.8031645	35_32796	0	0	CHR4V7|COORD:14202957..14203894| PSAE-1 (PSA E1 KNOCKOUT)	AT4G28750.1	0	0	no description	not assigned.unknown	35_2

CUST_49953_PI403524517	2	-0.10842228	-0.13052273	0.13506985	0.0064888	-0.0064897537	0.061367035	35_14260	"Cluster: Os01g0703600 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os01g0703600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JK13	CHR1V7|COORD:22372954..22375550| clathrin adaptor complexes medium subunit family protein	AT1G60780.1	CHR01V5|COORD:29493266..29497258|protein AP-1 complex subunit mu-1, putative, expressed	LOC_Os01g50770.1	no descriptionhighly similar to ( 751)AT1G60780| Symbols:  | clathrin adaptor complexes medium subunit family protein | chr1:22372954-22375550 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Adap_comp_sub HPC2 PRK07003 PRK12323 Herpes_BLLF1	protein.targeting.secretory pathway.unspecified	29_3_4_99

CUST_90072_PI403524517	2	0.4691453	0.1461916	-0.11352825	-0.17922783	0.11352873	-0.22694731	35_25767	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53ND9	CHR5V7|COORD:15457074..15460237| protein kinase family protein	AT5G38560.1	CHR11V5|COORD:2654947..2656403|protein plant-specific domain TIGR01568 family protein, expressed	LOC_Os11g05770.1	no description	not assigned.unknown	35_2

CUST_138113_PI403524517	2	0.45399094	0.84796524	0.04731369	-0.72725487	-0.44289398	-0.04731369	35_38736	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10QL7	"CHR5V7|COORD:3182177..3183835| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G59790.1); similar to 4D11_16 [Brassica rapa subsp. pekinensis]"	AT5G10150.1	CHR03V5|COORD:4777732..4771169|protein expressed protein	LOC_Os03g09200.1	"no descriptionweakly similar to ( 139)AT5G10150| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G59790.1); similar to 4D11_16 [Brassica rapa subsp. pekinensis] (GB:AAZ67530.1); contains InterPro domain Protein of unknown function DUF966; (InterPro:IPR010369) | chr5:3182177-3183835 REVERSEnot assigned not assigned DUF966"	not assigned.unknown	35_2

CUST_131804_PI403524517	2	-0.14631319	0.2605672	0.06593084	0.072247505	-0.06593037	-0.25967073	35_37021	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_103027_PI403524517	2	0.053534508	-0.15707779	0.091513634	-0.05353403	0.082558155	-0.16649246	35_29378	"Cluster: C2 domain-containing protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: C2 domain-containing protein-like - Oryza sativa (japonica cultivar"	UniRef90_Q6K8N6	CHR2V7|COORD:14126603..14128411| C2 domain-containing protein	AT2G33320.1	CHR02V5|COORD:34914673..34915867|protein C2 domain containing protein, expressed	LOC_Os02g57000.1	no descriptionvery weakly similar to (78.2)AT2G33320| Symbols:  | C2 domain-containing protein | chr2:14126603-14128411 REVERSEnot assigned	stress.abiotic.cold	20_2_2

CUST_148849_PI403524517	2	-0.08306742	-0.62743044	-0.11467552	0.17626667	0.2484765	0.08306742	35_41639	"Cluster: Os02g0321000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0321000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E1N8	CHR1V7|COORD:3218135..3219931| pentatricopeptide (PPR) repeat-containing protein	AT1G09900.1	CHR02V5|COORD:12817126..12815510|protein fertility restorer homologue C, putative	LOC_Os02g21580.1	no descriptionvery weakly similar to (96.7)AT1G09900| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr1:3218135-3219931 FORWARDvery weakly similar to (82.4)RF1_ORYSA	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_73013_PI403524517	2	0.13455772	0.37297058	-0.0073928833	-0.06438351	-0.014823914	0.0073928833	35_20933	"Cluster: OSJNBa0019G23.7 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0019G23.7 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XS60	CHR5|COORD:7650585..7651779| expressed protein, similar to hypothetical protein [Ipomoea trifida] (GB:AAS79573.1)	AT5G22875.2	CHR04V5|COORD:4437038..4433438|protein expressed protein	LOC_Os04g08330.1	"no descriptionweakly similar to ( 108)AT5G22875| Symbols:  | similar to Os04g0165500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001052133.1); similar to hypothetical protein [Ipomoea trifida] (GB:AAS79573.1) | chr5:7651310-7651606 FORWARD"	not assigned.unknown	35_2

CUST_158843_PI403524517	2	-0.17856121	0.7289109	-0.1122694	0.13029242	-0.22923899	0.1122694	35_44341	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_140477_PI403524517	2	0.1474042	0.03123188	-0.03123188	-0.38408852	-0.30480814	0.58599424	35_39389	"Cluster: Ankyrin repeat-containing protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Ankyrin repeat-containing protein-like - Oryza sativa (japonic"	UniRef90_Q67WP3	CHR5V7|COORD:6876774..6881104| TIP1 (TIP GROWTH DEFECTIVE 1)	AT5G20350.1	CHR06V5|COORD:26295682..26302262|protein palmitoyltransferase TIP1, putative, expressed	LOC_Os06g43680.1	no descriptionmoderately similar to ( 326)AT5G20350| Symbols: TIP1 | TIP1 (TIP GROWTH DEFECTIVE 1) | chr5:6876774-6881104 FORWARDvery weakly similar to (55.8)AKT1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned ANK Arp	cell.organisation	31_1

CUST_20581_PI403524517	2	-0.05378723	-0.22793198	0.03493595	0.029439926	0.003973007	-0.003973007	35_5972	"Cluster: Putative lung seven transmembrane receptor 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative lung seven transmembrane receptor 1 - Oryza sat"	UniRef90_Q6L517	"CHR3V7|COORD:2940529..2941848| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G18520.1); similar to Os01g0836800 [Oryza sativa (japonica"	AT3G09570.1	CHR05V5|COORD:22636077..22638131|protein transmembrane receptor, putative, expressed	LOC_Os05g38720.1	"no descriptionmoderately similar to ( 209)AT3G09570| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G18520.1); similar to Os01g0836800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001044733.1); similar to Os05g0462500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001055767.1); similar to unknown [Sorghum bicolor] (GB:AAQ06259.1); contains InterPro domain Lung seven transmembrane receptor; (InterPro:IPR009637) | chr3:2940529-2941848 FORWARDnot assigned Lung_7-TM_R"	not assigned.unknown	35_2

CUST_12510_PI403524517	2	-0.14174366	0.32527924	0.102036476	-0.049946785	-0.06980991	0.04994774	35_3570	"Cluster: Hypothetical protein B1103C09.17; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1103C09.17 - Oryza sativa (japonica cultivar-g"	UniRef90_Q8L4C8	"CHR5V7|COORD:6611616..6612071| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G02360.1); similar to protein of unknown function [Oryza sativa"	AT5G19590.1	CHR01V5|COORD:23659858..23664442|protein expressed protein	LOC_Os01g41220.2	"no descriptionweakly similar to ( 110)AT5G19590| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G02360.1); similar to protein of unknown function [Oryza sativa (japonica cultivar-group)] (GB:AAT76982.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAO38494.1); similar to Os01g0595400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001043469.1); contains InterPro domain Protein of unknown function DUF538; (InterPro:IPR007493) | chr5:6611616-6612071 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF538 PRK07003 PRK12323 Atrophin-1 Herpes_BLLF1 HPC2 PRK07764"	not assigned.unknown	35_2

CUST_86639_PI403524517	2	-0.5769253	-0.6813221	-0.05370903	0.053709984	0.7115412	0.063038826	35_24814	"Cluster: Putative nuclear transport factor Ntf2p; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative nuclear transport factor Ntf2p - Oryza sativa (japon"	UniRef90_Q8RU32	"CHR1V7|COORD:9746908..9747774| NTF2B (NUCLEAR TRANSPORT FACTOR 2B); Ran GTPase binding / protein transporter"	AT1G27970.1	CHR01V5|COORD:33775154..33776194|protein expressed protein	LOC_Os01g57840.1	no descriptionweakly similar to ( 147)AT1G27970| Symbols: NTF2B | NTF2B (NUCLEAR TRANSPORT FACTOR 2B) | chr1:9746908-9748293 FORWARDweakly similar to ( 134)NTF2_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned NTF2 NTF2 NTF2_like	protein.targeting.nucleus	29_3_1

CUST_169613_PI403524517	2	0.0038809776	-0.21186447	-0.15471697	0.15538931	0.09787607	-0.0038809776	35_47242	"Cluster: Tryptophanyl-tRNA synthetase, putative, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Tryptophanyl-tRNA synthetase, putative, expressed -"	UniRef90_Q2QP62	CHR3V7|COORD:1243158..1245964| tRNA synthetase class I (W and Y) family protein	AT3G04600.1	CHR12V5|COORD:21596254..21591994|protein tryptophanyl-tRNA synthetase, putative, expressed	LOC_Os12g35570.1	no descriptionmoderately similar to ( 275)AT3G04600| Symbols:  | tRNA synthetase class I (W and Y) family protein | chr3:1243158-1245964 FORWARDnot assigned not assigned PRK12285 TrpRS_core TrpS Tyr_Trp_RS_core tRNA-synt_1b PRK08560 PRK00927 PRK12282	protein.aa activation	29_1

CUST_158734_PI403524517	2	0.037211895	0.37263536	0.14002323	-0.03721237	-0.49724483	-0.43275642	35_44309	"Cluster: Hypothetical protein OSJNBa0013J21.10; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0013J21.10 - Oryza sativa (japonica"	UniRef90_Q948E3		0	CHR05V5|COORD:26385706..26384268|protein hypothetical protein	LOC_Os05g45670.1	no description	not assigned.unknown	35_2

CUST_1626_PI403524517	2	-0.37347794	-1.4166665	-0.09631586	0.5725393	0.09631586	0.2693777	35_430	"Cluster: Xyloglucan endo-transglycosylase/hydrolase precursor; n=1; Zea mays|Rep: Xyloglucan endo-transglycosylase/hydrolase precursor - Zea mays"	UniRef90_Q5JZX2	"CHR5V7|COORD:23322281..23323610| XTR3 (XYLOGLUCAN ENDOTRANSGLYCOSYLASE 3); hydrolase, acting on glycosyl bonds"	AT5G57550.1	CHR08V5|COORD:8321540..8323056|protein xyloglucan endotransglycosylase/hydrolase protein 8 precursor, putative, expressed	LOC_Os08g13920.1	" no descriptionmoderately similar to ( 253)AT5G57550| Symbols: XTR3 | XTR3 (XYLOGLUCAN ENDOTRANSGLYCOSYLASE 3); hydrolase, acting on glycosyl bonds | chr5:23322281-23323610 REVERSEmoderately similar to ( 348)XTH8_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned GH16_XET Glyco_hydro_16 Glyco_hydrolase_16 GH16_lichenase GH16_GPI_glucanosyltransferase XET_C SKN1 PRK07003 Herpes_BLLF1 PRK12323 PRK07764 Pneumo_att_G Atrophin-1 TT_ORF1 Protamine_P1 "	cell wall.modification	10_7

CUST_170303_PI403524517	2	0.24960804	0.30420685	0.031004906	-0.031004429	-0.49330425	-0.35534763	35_47434	"Cluster: Putative subtilisin-like serine protease; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative subtilisin-like serine protease - Oryza sativa (jap"	UniRef90_Q6ZL89	CHR3V7|COORD:4741644..4743971| subtilase family protein	AT3G14240.1	CHR07V5|COORD:23396515..23398961|protein subtilisin-like protease precursor, putative, expressed	LOC_Os07g39020.1	no descriptionweakly similar to ( 140)AT3G14240| Symbols:  | subtilase family protein | chr3:4741644-4743971 REVERSEPeptidase_S8 TT_ORF1	protein.degradation.subtilases	29_5_1

CUST_2518_PI403524517	2	0.30657673	0.064421654	-0.09492016	0.003458023	-0.003458023	-0.11915779	35_684	"Cluster: 40S ribosomal protein S3a; n=5; Oryza sativa|Rep: 40S ribosomal protein S3a - Oryza sativa (Rice)"	UniRef90_P49397	CHR3V7|COORD:1329757..1331424| 40S ribosomal protein S3A (RPS3aA)	AT3G04840.1	CHR03V5|COORD:5254038..5257127|protein 40S ribosomal protein S3a, putative, expressed	LOC_Os03g10340.1	no descriptionvery weakly similar to (95.1)AT3G04840| Symbols:  | 40S ribosomal protein S3A (RPS3aA) | chr3:1329757-1331424 FORWARDvery weakly similar to (98.2)RS3A_ORYSAnot assigned Ribosomal_S3Ae	protein.synthesis.misc ribososomal protein	29_2_2

CUST_2642_PI403524517	2	-0.095170975	0.02956295	0.0391407	0.18262815	-0.029562473	-0.20869398	35_721	"Cluster: Hypothetical protein P0466B10.24; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0466B10.24 - Oryza sativa (japonica cultivar-g"	UniRef90_Q9LE07	"CHR5V7|COORD:18759820..18760251| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G09310.1); similar to hypothetical protein [Oryza sativa (japonica"	AT5G46230.1	CHR01V5|COORD:6008696..6007539|protein expressed protein	LOC_Os01g11240.1	"no descriptionweakly similar to ( 159)AT5G46230| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G09310.1); similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:BAC10818.1); similar to Os07g0119800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001058773.1); similar to Os01g0210600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001042369.1); contains InterPro domain Protein of unknown function DUF538; (InterPro:IPR007493) | chr5:18759820-18760251 REVERSEnot assigned not assigned not assigned not assigned not assigned DUF538"	not assigned.unknown	35_2

CUST_81113_PI403524517	2	-0.003148079	0.27124882	-0.069662094	-0.09724617	0.043195724	0.003148079	35_23267	Rep: Putative RNA binding protein - Oryza sativa (Rice)	UniRef90_Q94GF0	CHR3V7|COORD:17362319..17363754| RNA recognition motif (RRM)-containing protein	AT3G47120.1	CHR03V5|COORD:34651731..34654040|protein RNA-binding motif protein, X-linked 2, putative, expressed	LOC_Os03g61110.1	no descriptionweakly similar to ( 127)AT3G47120| Symbols:  | RNA recognition motif (RRM)-containing protein | chr3:17362319-17363754 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12678 DUF1777	not assigned.no ontology	35_1

CUST_1716_PI399408534	2	0.0747776	-1.0465817	-0.2384491	0.0755949	0.04560852	-0.04560852	35_5272	Rep: Transcription factor HBP-1a - Triticum aestivum (Wheat)	UniRef90_P23922	CHR1V7|COORD:11566002..11568297| bZIP transcription factor family protein	AT1G32150.1	CHR02V5|COORD:1457228..1461449|protein transcription factor HBP-1a, putative, expressed	LOC_Os02g03580.2	no descriptionweakly similar to ( 142)AT2G35530| Symbols:  | bZIP transcription factor family protein | chr2:14930359-14933104 REVERSEmoderately similar to ( 374)HBP1A_WHEATTranscription factor HBP-1a - Triticum aestivum (Wheat)not assigned not assigned not assigned bZIP_1 BRLZ MFMR bZIP_2	RNA.regulation of transcription.bZIP transcription factor family	27_3_35

CUST_49742_PI403524517	2	0.020076275	-0.50605583	-0.020076752	0.53589535	0.17849398	-0.15549088	35_14205	"Cluster: Alcohol dehydrogenase 1; n=139; Poaceae|Rep: Alcohol dehydrogenase 1 - Hordeum vulgare (Barley)"	UniRef90_P05336	"CHR1V7|COORD:28980403..28982110| ADH1 (ALCOHOL DEHYDROGENASE 1); alcohol dehydrogenase"	AT1G77120.1	CHR11V5|COORD:5711756..5708111|protein alcohol dehydrogenase 1, putative, expressed	LOC_Os11g10480.1	" no descriptionhighly similar to ( 597)AT1G77120| Symbols: ADH, ATADH, ADH1 | ADH1 (ALCOHOL DEHYDROGENASE 1); alcohol dehydrogenase | chr1:28980403-28982110 FORWARDhighly similar to ( 707)ADH1_HORVUAlcohol dehydrogenase 1 - Hordeum vulgare (Barley)not assigned not assigned not assigned not assigned not assigned AdhC Tdh AdhP tdh ADH_zinc_N PRK09422 Qor ADH_N PRK10083 PRK10309 PRK09880 "	fermentation.ADH	5_3

CUST_116325_PI403524517	2	0.2426939	-0.40765285	-0.018576622	0.093120575	9.6321106E-5	-9.536743E-5	35_32980	0	0	CHR2V7|COORD:7552785..7553230| similar to Os08g0511800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001062215.1)	AT2G17350.1	CHR09V5|COORD:18962967..18961060|protein expressed protein	LOC_Os09g31466.1	no description	not assigned.unknown	35_2

CUST_83887_PI403524517	2	0.07169247	-0.48308754	-0.09466934	0.24445343	0.20522308	-0.07169151	35_24045	Rep: H0103C06.11 protein - Oryza sativa (Rice)	UniRef90_Q259H6	"CHR1V7|COORD:18642274..18643132| ATHX (THIOREDOXIN X); thiol-disulfide exchange intermediate"	AT1G50320.1	CHR04V5|COORD:34294519..34296287|protein thioredoxin X, chloroplast precursor, putative, expressed	LOC_Os04g57930.1	" no descriptionweakly similar to ( 135)AT1G50320| Symbols: ATX, ATHX | ATHX (THIOREDOXIN X); thiol-disulfide exchange intermediate | chr1:18642274-18643132 REVERSEvery weakly similar to (79.7)TRXM_SPIOLThioredoxin M-type, chloroplast precursor - Spinacia oleracea (Spinach)not assigned not assigned not assigned not assigned not assigned TRX_family Thioredoxin trxA PRK10996 COG3118 TrxA PDI_a_family ybbN TRX_NTR dipZ PDI_a_P5 DsbDgamma TRX_PICOT TxlA PDI_a_PDI_a'_C PDI_a_ERp38 PDI_a_ERp46 TlpA_like_family "	redox.thioredoxin	21_1

CUST_35070_PI403524517	2	-0.014703751	0.030835152	-0.053938866	-0.11082363	0.014704704	0.02519989	35_10112	"Cluster: Putative CENP-E-like kinetochore protein; n=1; Hordeum vulgare|Rep: Putative CENP-E-like kinetochore protein - Hordeum vulgare (Barley)"	UniRef90_Q8L5E3	0	0	CHR04V5|COORD:21424151..21421991|protein CENP-E-like kinetochore protein, putative, expressed	LOC_Os04g35510.2	no description	not assigned.unknown	35_2

CUST_130534_PI403524517	2	0.1390667	-0.2905445	0.11427355	-0.114274025	-0.18305397	0.29729223	35_36655	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_34114_PI403524517	2	0.19132233	0.05936432	-0.019908905	-0.051348686	-0.048527718	0.019909859	35_9833	"Cluster: ATPase, histidine kinase, DNA gyrase B-, and HSP90-like domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: ATPase,"	UniRef90_Q33AG5	CHR4V7|COORD:17169672..17173190| ATP-binding region, ATPase-like domain-containing protein	AT4G36290.1	CHR10V5|COORD:5376520..5361092|protein MORC family CW-type zinc finger 3, putative, expressed	LOC_Os10g10190.1	 no descriptionmoderately similar to ( 248)AT4G36290| Symbols:  | ATP-binding region, ATPase-like domain-containing protein | chr4:17169672-17173190 REVERSEnot assigned 	not assigned.no ontology	35_1

CUST_65421_PI403524517	2	0.4746747	1.0506816	0.09998083	-0.09998083	-0.49304914	-0.1280117	35_18679	"Cluster: Putative integral membrane protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative integral membrane protein - Oryza sativa (japonica"	UniRef90_Q688W0	CHR1V7|COORD:6731662..6734624| integral membrane protein, putative / sugar transporter family protein	AT1G19450.1	CHR05V5|COORD:28181618..28186221|protein solute carrier family 2, facilitated glucose transporter member 8, putative, expressed	LOC_Os05g49270.1	 no descriptionmoderately similar to ( 265)AT1G19450| Symbols:  | integral membrane protein, putative / sugar transporter family protein | chr1:6731662-6734624 REVERSEvery weakly similar to (86.7)STC_RICCOSugar carrier protein C - Ricinus communis (Castor bean)not assigned not assigned not assigned Sugar_tr xylE MFS_1 	transporter.sugars	34_2

CUST_19609_PI403524517	2	-0.022299767	0.028993607	-0.11137295	-0.064359665	0.022299767	0.20519066	35_5682	"Cluster: Argininosuccinate lyase, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Argininosuccinate lyase, putative, expressed - Oryza sat"	UniRef90_Q10MK5	CHR5V7|COORD:3441806..3443893| argininosuccinate lyase, putative / arginosuccinase, putative	AT5G10920.1	CHR03V5|COORD:10822061..10826494|protein argininosuccinate lyase, putative, expressed	LOC_Os03g19280.1	 no descriptionvery weakly similar to (77.4)AT5G10920| Symbols:  | argininosuccinate lyase, putative / arginosuccinase, putative | chr5:3441806-3443893 FORWARDnot assigned PRK12308 PRK04833 	amino acid metabolism.synthesis.glutamate family.arginine.argininosuccinate lyase	13_1_2_3_23

CUST_19298_PI403524517	2	-0.05159092	0.21686172	0.08664131	0.03961754	-0.03961754	-0.057914734	35_5595	"Cluster: Histidine triad family protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Histidine triad family protein,"	UniRef90_Q2QVE2	CHR5V7|COORD:19693454..19695171| histidine triad family protein / HIT family protein	AT5G48545.1	CHR11V5|COORD:10803308..10809573|protein expressed protein	LOC_Os11g18990.1	no descriptionmoderately similar to ( 204)AT5G48545| Symbols:  | histidine triad family protein / HIT family protein | chr5:19693454-19695171 FORWARDvery weakly similar to (52.8)ZB14_MAIZE14 kDa zinc-binding protein - Zea mays (Maize)not assigned not assigned not assigned Hit HINT_subgroup PKCI_related HIT FHIT PRK10687 HIT_like aprataxin_related	not assigned.no ontology	35_1

CUST_45733_PI403524517	2	-0.07080078	0.1836791	0.07080078	0.22661066	-0.4416008	-0.2640562	35_13105	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10DC1	0	0	CHR03V5|COORD:30025484..30026301|protein expressed protein	LOC_Os03g52370.1	no description	not assigned.unknown	35_2

CUST_81289_PI403524517	2	0.17208862	0.23657131	-0.01188755	-0.13306999	0.011888504	-0.19527483	35_23317	"Cluster: Expressed protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q75KV5	CHR1V7|COORD:21079604..21082273| CwfJ-like family protein	AT1G56290.1	CHR03V5|COORD:30337025..30342405|protein CWF19L2 protein, putative, expressed	LOC_Os03g52980.1	no descriptionmoderately similar to ( 237)AT1G56290| Symbols:  | CwfJ-like family protein | chr1:21079604-21082273 FORWARDnot assigned not assigned	not assigned.no ontology	35_1

CUST_5256_PI403524517	2	-0.011376381	-0.40042496	-0.04234314	0.059955597	0.084198	0.011375427	35_1449	"Cluster: Putative eukaryotic translation initiation factor 3 subunit 6 interacting protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative"	UniRef90_Q5N7Y7	"CHR5V7|COORD:8953567..8955514| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G25757.1); similar to Os05g0227700 [Oryza sativa (japonica"	AT5G25754.1	CHR01V5|COORD:7125714..7122162|protein eukaryotic translation initiation factor 3 subunit 6-interacting protein, putative, expressed	LOC_Os01g12870.1	"no descriptionhighly similar to ( 785)AT5G25757| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G25754.1); similar to Os05g0227700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001054968.1); similar to Os01g0229100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001042483.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAT77307.1); contains domain gb def: Hypothetical protein At5g25754 (PTHR13242:SF7); contains domain TPR-like (SSF48452); contains domain UNCHARACTERIZED (PTHR13242) | chr5:8965518-8967463 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 Herpes_BLLF1 PRK07003"	not assigned.unknown	35_2

CUST_77278_PI403524517	2	0.005554199	0.45989895	-0.0055532455	-0.1519785	-0.27103996	0.07302761	35_22149	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_29814_PI399408534	2	-0.16723633	0.10345268	0.058725357	-0.018662453	0.018661499	-0.08805466	35_2893	"Cluster: Os09g0345300 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0345300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J2G5	CHR1V7|COORD:2359814..2366420| leucine-rich repeat transmembrane protein kinase, putative	AT1G07650.1	CHR09V5|COORD:10784209..10792868|protein receptor-like protein kinase 2, putative, expressed	LOC_Os09g17630.1	 no descriptionweakly similar to ( 196)AT1G07650| Symbols:  | leucine-rich repeat transmembrane protein kinase, putative | chr1:2359814-2366420 REVERSEvery weakly similar to (71.2)NORK_PEANodulation receptor kinase precursor - Pisum sativum (Garden pea)not assigned 	signalling.receptor kinases.DUF 26	30_2_17

CUST_61094_PI403524517	2	-0.17714405	1.6726437	0.049120903	-0.049120903	0.6863222	-0.19646358	35_17430	"Cluster: Hypothetical protein OJ1281_H05.15; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1281_H05.15 - Oryza sativa (japonica cultiv"	UniRef90_Q6L4Z9	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	CHR05V5|COORD:22582154..22582822|protein expressed protein	LOC_Os05g38660.1	no descriptionnot assigned not assigned not assigned	not assigned.unknown	35_2

CUST_29733_PI403524517	2	-0.1893549	0.38215446	0.15264988	0.0024633408	-0.002462387	-0.17764473	35_8586	"Cluster: P0028E10.16 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: P0028E10.16 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q9AS76	CHR2V7|COORD:13005406..13007149| kinase interacting family protein	AT2G30500.1	CHR01V5|COORD:3481381..3476140|protein CENP-E like kinetochore protein, putative, expressed	LOC_Os01g07370.2	no descriptionweakly similar to ( 155)AT5G58320| Symbols:  | kinase interacting protein-related | chr5:23595320-23596757 FORWARDKIP1	protein.postranslational modification	29_4

CUST_109478_PI403524517	2	-0.9037161	2.0568924	-0.14661312	0.73420715	-0.4855795	0.14661217	35_31117	"Cluster: HAD-superfamily hydrolase, subfamily IA, variant 3, putative; n=1; Oryza sativa (japonica cultivar-group)|Rep: HAD-superfamily hydrolase,"	UniRef90_Q53RB5	CHR2V7|COORD:13666172..13667608| haloacid dehalogenase-like hydrolase family protein	AT2G32150.1	CHR03V5|COORD:28092272..28095500|protein phosphatase, putative, expressed	LOC_Os03g49440.1	no descriptionweakly similar to ( 156)AT2G32150| Symbols:  | haloacid dehalogenase-like hydrolase family protein | chr2:13666172-13667608 FORWARDnot assigned not assigned COG1011 PRK07003 Tymo_45kd_70kd Herpes_BLLF1	not assigned.no ontology	35_1

CUST_146589_PI403524517	2	0.060983658	0.45500565	0.042096138	-0.10079765	-0.042096138	-0.07259464	35_41034	"Cluster: Putative aspartate-tRNA ligase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative aspartate-tRNA ligase - Oryza sativa (japonica cultivar-group"	UniRef90_Q6ZHC3	CHR4V7|COORD:15156702..15159368| aspartyl-tRNA synthetase, putative / aspartate--tRNA ligase, putative	AT4G31180.1	CHR02V5|COORD:28107735..28113117|protein aspartyl-tRNA synthetase, putative, expressed	LOC_Os02g46130.1	 no descriptionvery weakly similar to (80.5)AT4G31180| Symbols:  | aspartyl-tRNA synthetase, putative / aspartate--tRNA ligase, putative | chr4:15156702-15159368 FORWARDnot assigned AspRS_cyto_N PRK12323 Asp_Lys_Asn_RS_N 	protein.aa activation.aspartate-tRNA ligase	29_1_12

CUST_79557_PI403524517	2	0.13642883	0.48948574	-0.08403778	-0.078621864	-0.07974529	0.078621864	35_22819	"Cluster: Unknow protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Unknow protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q75HY6	CHR2V7|COORD:6934472..6939617| phox (PX) domain-containing protein	AT2G15900.1	CHR05V5|COORD:28955277..28963037|protein PX domain containing protein, expressed	LOC_Os05g50660.1	no descriptionvery weakly similar to (63.5)AT2G15900| Symbols:  | phox (PX) domain-containing protein | chr2:6934472-6939617 FORWARD	not assigned.no ontology	35_1

CUST_97926_PI403524517	2	0.8519988	0.44306374	0.0054512024	-0.005451679	-0.14902782	-0.15765047	35_27960	"Cluster: OSJNBa0005N02.3 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0005N02.3 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XSA2	CHR1V7|COORD:17889953..17895560| AGO1 (ARGONAUTE 1)	AT1G48410.2	CHR04V5|COORD:28222521..28207417|protein PINHEAD protein, putative, expressed	LOC_Os04g47870.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned Gag_spuma Glutenin_hmw Extensin_2	not assigned.unknown	35_2

CUST_53588_PI403524517	2	0.33506393	-0.9480972	-0.3177147	0.5552988	0.31746483	-0.31746387	35_15242	Rep: Geranylgeranyl hydrogenase - Triticum aestivum (Wheat)	UniRef90_Q45FE7	CHR1V7|COORD:27994909..27996506| geranylgeranyl reductase	AT1G74470.1	CHR02V5|COORD:31240356..31242949|protein geranylgeranyl hydrogenase, putative, expressed	LOC_Os02g51080.1	no descriptionhighly similar to ( 642)AT1G74470| Symbols:  | geranylgeranyl reductase | chr1:27994909-27996506 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned FixC UbiH PRK11445 PRK10015 PRK06185 PRK07003 Herpes_BLLF1 PRK07764 PRK12678 SerH PRK10157 gltD Tymo_45kd_70kd HPC2 DUF390 PRK11749 APC_basic FAD_binding_3	secondary metabolism.isoprenoids.non-mevalonate pathway	16_1_1

CUST_50647_PI403524517	2	0.012555122	0.47723484	0.25438023	-0.09624863	-0.10188389	-0.012555122	35_14454	Rep: Histone H1 WH1B.1 - Triticum aestivum (Wheat)	UniRef90_Q9XHL9	CHR2V7|COORD:13052437..13053344| histone H1.2	AT2G30620.1	CHR03V5|COORD:33243431..33244916|protein histone H1, putative, expressed	LOC_Os03g58470.1	"no descriptionvery weakly similar to (79.7)AT2G18050| Symbols: HIS1-3 | HIS1-3 (HISTONE H1-3); DNA binding | chr2:7853336-7853752 FORWARDweakly similar to ( 106)H1_WHEATHistone H1 - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned H15 Tymo_45kd_70kd H15 Linker_histone tolA PRK07764 PRK12323 Extensin_2 Atrophin-1 TolA HC2 TolA PRK09169 APC_basic PRK07003 PRK12372 DUF1421 PRK00708 Transformer DUF566 infB HPC2 PRK07735 Gag_spuma PRK11855 Herpes_UL56 CDC27 AF-4 FruA"	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_4562_PI404877155	2	-0.19743633	-0.035765648	0.59290504	0.035765648	0.3573799	-0.18280983	Contig15614_at	OJ1402_H07.15 [Oryza sativa (japonica cultivar-group)] dbj|BAD82319.1| putative betaine/proline transporter [Oryza sativa (japonica cultivar	NP_915563.1	amino acid transporter family protein	At1g08230.1	protein Transmembrane amino acid transporter protein	Os01g63850	"ATGAT1;GABA TRANSPORTER;amino acid transporter family protein, low similarity to amino acid permease (Oryza sativa) GI:7415521; contains Pfam profile PF01490: Transmembrane amino acid transporter protein"	transport.amino acids	34_3

CUST_82097_PI403524517	2	0.3456335	-0.9853325	-0.24348879	0.30588436	0.055306435	-0.05530691	35_23551	Rep: Endoglucanase 23 precursor - Oryza sativa (Rice)	UniRef90_Q69NF5	CHR4V7|COORD:18176156..18179096| glycosyl hydrolase family 9 protein	AT4G39010.1	CHR09V5|COORD:20763721..20768090|protein endoglucanase 1 precursor, putative, expressed	LOC_Os09g36060.1	no descriptionmoderately similar to ( 224)AT4G39010| Symbols:  | glycosyl hydrolase family 9 protein | chr4:18176156-18179096 REVERSEmoderately similar to ( 264)GUN23_ORYSAGlyco_hydro_9	cell wall.degradation.cellulases and beta -1,4-glucanases	10_6_1

CUST_12410_PI403524517	2	-0.27135754	0.049915314	0.14368725	0.08270931	-0.049915314	-0.1730299	35_3536	"Cluster: Zinc finger, C3HC4 type family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Zinc finger, C3HC4 type family protein, expressed -"	UniRef90_Q10GD6	CHR2V7|COORD:13033521..13037440| zinc finger (C3HC4-type RING finger) family protein	AT2G30580.1	CHR03V5|COORD:24134655..24128517|protein protein binding protein, putative, expressed	LOC_Os03g43360.1	no descriptionmoderately similar to ( 322)AT2G30580| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr2:13033521-13037440 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07764 Drf_FH1 PRK12323 Atrophin-1 TT_ORF1 DUF1210 Extensin_2 DUF1421 Protamine_P1 PRK10819 PRK05648 RING PRK07003 DUF1777 RING TonB PRK11633 Totivirus_coat zf-C3HC4 Trypan_PARP GRP	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_161428_PI403524517	2	0.20696259	-0.14222145	-0.09945202	0.09945154	0.20005894	-0.1847415	35_45036	"Cluster: Putative anion/sugar transporter; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative anion/sugar transporter - Oryza sativa (japonica cultivar-g"	UniRef90_Q53WP9		0	CHR05V5|COORD:22072792..22076533|protein sialin, putative, expressed	LOC_Os05g37820.1	no description	not assigned.unknown	35_2

CUST_4_PI404877155	2	0.12599802	0.15970945	-0.024456978	-0.072063446	0.024457455	-0.2505002	AF016328_at	permatin precursor	AAB02259.1	thaumatin-like protein, putative / pathogenesis-related protein, putative	At1g75050.1	protein putative antifungal zeamatin-like protein	Os03g46070	"thaumatin-like protein, putative / pathogenesis-related protein, putative, similar to thaumatin-like protein (Arabidopsis thaliana) GI:2435406, SP:P28493 Pathogenesis-related protein 5 precursor (PR-5) {Arabidopsis thaliana}; contains Pfam profile: PF0031"	stress.abiotic	20_2

CUST_8896_PI403524517	2	0.18857384	0.8246045	-0.10124254	-0.041662693	-0.14843225	0.041662693	35_2492	"Cluster: Oxidoreductase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Oxidoreductase-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q656T5	CHR1V7|COORD:6069587..6071957| phosphogluconate dehydrogenase (decarboxylating)	AT1G17650.1	CHR01V5|COORD:22417867..22415051|protein 2-hydroxy-3-oxopropionate reductase, putative, expressed	LOC_Os01g39270.1	no descriptionweakly similar to ( 122)AT1G17650| Symbols:  | phosphogluconate dehydrogenase (decarboxylating) | chr1:6069587-6071957 REVERSEnot assigned NAD_binding_2 MmsB garR	OPP.oxidative PP.6-phosphogluconate dehydrogenase	7_1_3

CUST_64925_PI403524517	2	0.060442924	-0.083675385	-0.01569271	0.10087776	-0.049777985	0.015693665	35_18537	"Cluster: PHD finger transcription factor-like; n=3; Oryza sativa (japonica cultivar-group)|Rep: PHD finger transcription factor-like - Oryza sativa (japonica cu"	UniRef90_Q6ZA58	0	0	CHR07V5|COORD:3858055..3866664|protein DNA binding protein, putative, expressed	LOC_Os07g07690.1	no description	not assigned.unknown	35_2

CUST_27048_PI403524517	2	0.28111744	-0.049155235	-0.055315018	0.03341198	-0.0027179718	0.0027179718	35_7833	"Cluster: Putative Mannose-P-dolichol utilization defect 1 protein homolog; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Mannose-P-dolichol"	UniRef90_Q7X990	CHR4V7|COORD:4195747..4197314| PQ-loop repeat family protein / transmembrane family protein	AT4G07390.1	CHR07V5|COORD:17402647..17408152|protein mannose-P-dolichol utilization defect 1 protein, putative, expressed	LOC_Os07g29610.1	no descriptionweakly similar to ( 172)AT4G07390| Symbols:  | PQ-loop repeat family protein / transmembrane family protein | chr4:4195747-4197314 FORWARDnot assigned PQ-loop	not assigned.no ontology	35_1

CUST_130198_PI403524517	2	0.052708626	-0.1752615	0.005888939	-0.16227436	0.03193569	-0.005887985	35_36565	"Cluster: Putative WD repeat domain 5B; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative WD repeat domain 5B - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ESX9	CHR5V7|COORD:25890372..25892247| transducin family protein / WD-40 repeat family protein	AT5G64730.1	CHR02V5|COORD:20176345..20180268|protein mitogen-activated protein kinase organizer 1, putative, expressed	LOC_Os02g33860.1	no descriptionmoderately similar to ( 344)AT5G64730| Symbols:  | transducin family protein / WD-40 repeat family protein | chr5:25890372-25892247 FORWARDvery weakly similar to (79.0)GBLP_TOBACGuanine nucleotide-binding protein subunit beta-like protein - Nicotiana tabacum (Common tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned WD40 COG2319 WD40 WD40	not assigned.no ontology	35_1

CUST_44816_PI403524517	2	-0.018033981	0.29844856	-0.06750679	-0.07702923	0.05723667	0.018033028	35_12851	"Cluster: Endoglucanase 16 precursor; n=3; Oryza sativa|Rep: Endoglucanase 16 precursor - Oryza sativa (Rice)"	UniRef90_Q654U4	CHR2V7|COORD:14010438..14012921| glycosyl hydrolase family 9 protein	AT2G32990.1	CHR02V5|COORD:30833330..30836723|protein endoglucanase 1 precursor, putative, expressed	LOC_Os02g50490.1	no descriptionweakly similar to ( 173)AT2G32990| Symbols:  | glycosyl hydrolase family 9 protein | chr2:14010438-14012921 FORWARDweakly similar to ( 190)GUN16_ORYSAGlyco_hydro_9	cell wall.degradation.cellulases and beta -1,4-glucanases	10_6_1

CUST_75990_PI403524517	2	-0.019313335	0.019313812	0.14091396	-0.25106907	0.13848162	-0.23136711	35_21784	"Cluster: Pentatricopeptide (PPR)repeat-containing protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Pentatricopeptide (PPR)repeat-containing protei"	UniRef90_Q8H2U4	CHR1V7|COORD:338538..339905| pentatricopeptide (PPR) repeat-containing protein	AT1G01970.1	CHR07V5|COORD:27932148..27927616|protein expressed protein	LOC_Os07g46730.2	no descriptionweakly similar to ( 144)AT1G01970| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr1:338538-339905 FORWARDPRK12323	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_15671_PI403524517	2	0.045702457	0.3699727	-0.045702457	-0.07795334	0.256557	-0.20790434	35_4523	Rep: Putative salt-inducible protein kinase - Zea mays (Maize)	UniRef90_Q5XZE6	CHR1V7|COORD:21435023..21438542| shaggy-related protein kinase kappa, putative / ASK-kappa, putative	AT1G57870.1	CHR03V5|COORD:35330995..35324715|protein shaggy-related protein kinase kappa, putative, expressed	LOC_Os03g62500.1	 no descriptionmoderately similar to ( 354)AT1G57870| Symbols:  | shaggy-related protein kinase kappa, putative / ASK-kappa, putative | chr1:21435023-21438542 REVERSEmoderately similar to ( 339)MSK3_MEDSAGlycogen synthase kinase-3 homolog MsK-3 - Medicago sativa (Alfalfa)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase SPS1 TyrKc Pkinase_Tyr PTKc PTKc_Jak_rpt2 PTKc_Jak2_Jak3_rpt2 PTKc_Syk_like PTKc_Tyk2_rpt2 PTKc_FAK PTKc_Ack_like PTKc_EGFR_like PTKc_Jak1_rpt2 COG1233 PTKc_FGFR PTKc_Src_like PTKc_Tec_Rlk PTKc_Abl PTKc_Fes_like PTKc_PDGFR PTKc_Trk PTKc_EphR PTKc_Csk_like 	protein.postranslational modification	29_4

CUST_12918_PI404877155	2	-0.03996849	0.26998138	0.0067749023	-0.033550262	0.08231354	-0.006775856	Contig6623_s_at	sucrose-phosphate synthase [Bambusa oldhamii]	AAR16190.1	sucrose-phosphate synthase, putative	At5g20280.1	protein putative sucrosephosphate synthase	Os08g20660	putative sucrose-phosphate synthase 1	major CHO metabolism.synthesis.sucrose.SPS	2_1_1_01

CUST_158935_PI403524517	2	-0.027078629	0.29323196	-0.009838104	-0.010765076	0.055257797	0.009837151	35_44365	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_51103_PI403524517	2	0.11858463	-0.17688847	-0.07913494	0.008657455	-0.008657455	0.01924038	35_14569	"Cluster: Alanyl-tRNA synthetase, mitochondrial, putative, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Alanyl-tRNA synthetase, mitochondrial, put"	UniRef90_Q10A14	"CHR1V7|COORD:18595097..18601979| ALATS (ALANYL-TRNA SYNTHETASE); ATP binding / alanine-tRNA ligase/ nucleic acid binding"	AT1G50200.1	CHR10V5|COORD:5398321..5409190|protein alanyl-tRNA synthetase, mitochondrial precursor, putative, expressed	LOC_Os10g10244.1	no description	not assigned.unknown	35_2

CUST_12025_PI399408534	2	0.019587517	0.21490622	-0.01958704	-0.07620239	0.10410595	-0.2471075	35_47279	"Cluster: DNA cytosine methyltransferase Zmet3, putative, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: DNA cytosine methyltransferase Zmet3, putat"	UniRef90_Q10SU5	CHR5V7|COORD:4991350..4994829| DRM1 (DOMAINS REARRANGED METHYLASE 1)	AT5G15380.1	CHR03V5|COORD:610979..614805|protein DNA cytosine methyltransferase Zmet3, putative, expressed	LOC_Os03g02010.2	no descriptionvery weakly similar to (52.8)AT5G15380| Symbols: DRM1 | DRM1 (DOMAINS REARRANGED METHYLASE 1) | chr5:4991350-4994829 FORWARD	RNA.regulation of transcription.DNA methyltransferases	27_3_46

CUST_13946_PI403524517	2	0.017852783	-0.69243145	-0.02534008	0.25700092	0.35349083	-0.017852783	35_3998	"Cluster: Putative peroxidase; n=3; Oryza sativa (japonica cultivar-group)|Rep: Putative peroxidase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q654S1	CHR3V7|COORD:7673352..7674668| peroxidase 30 (PER30) (P30) (PRXR9)	AT3G21770.1	CHR01V5|COORD:12482404..12486696|protein peroxidase 1 precursor, putative, expressed	LOC_Os01g22230.1	" no descriptionmoderately similar to ( 236)AT1G05260| Symbols: RCI3A, RCI3 | RCI3 (RARE COLD INDUCIBLE GENE 3); peroxidase | chr1:1529826-1531270 FORWARDmoderately similar to ( 229)PER2_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned secretory_peroxidase plant_peroxidase peroxidase PRK12323 PRK07003 APC_basic PRK05648 PRK07764 Atrophin-1 Herpes_BLLF1 HPC2 Extensin_2 ascorbate_peroxidase Tymo_45kd_70kd Pneumo_att_G PRK09169 "	misc.peroxidases	26_12

CUST_25295_PI403524517	2	-0.005220413	0.30457306	0.05203533	-0.09922695	-0.012761116	0.0052194595	35_7333	Rep: Tubulin folding cofactor E - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q8L405	"CHR1V7|COORD:26924933..26928035| PFI (PFIFFERLING); protein binding"	AT1G71440.1	CHR05V5|COORD:269467..275203|protein tubulin-specific chaperone E, putative, expressed	LOC_Os05g01500.2	" no descriptionmoderately similar to ( 327)AT1G71440| Symbols: TFC E, PFI | PFI (PFIFFERLING); protein binding | chr1:26924933-26928035 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned CAP_GLY PRK12678 COG4886 PRK07764 PRK07003 "	cell.organisation	31_1

CUST_79833_PI403524517	2	0.1267128	0.5413189	-0.06239605	-0.055671692	-0.0073242188	0.0073251724	35_22894	"Cluster: OSJNBa0040D17.2 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0040D17.2 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7X917	0	0	CHR04V5|COORD:6368961..6364645|protein F-box protein interaction domain containing protein, expressed	LOC_Os04g11660.2	no description	not assigned.unknown	35_2

CUST_14800_PI403524517	2	0.014582634	0.55016804	-0.105688095	-0.014582634	-0.16596031	0.06537056	35_4261	"Cluster: Myosin heavy chain-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: Myosin heavy chain-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5ZB07	"CHR1V7|COORD:20375316..20383412| XIE (Myosin-like protein XIE); motor/ protein binding"	AT1G54560.1	CHR01V5|COORD:23014891..23010748|protein XIK, putative, expressed	LOC_Os01g40200.1	" no descriptionvery weakly similar to (57.0)AT1G54560| Symbols: ATXIE, PCR1, XIE | XIE (Myosin-like protein XIE); motor/ protein binding | chr1:20375316-20383412 REVERSE"	cell.organisation	31_1

CUST_155641_PI403524517	2	0.011646271	-0.27923107	-0.09425068	-0.011646271	0.016637802	0.021652222	35_43476	"Cluster: Tetratricopeptide repeat(TPR)-containing protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Tetratricopeptide repeat(TPR)-containing protei"	UniRef90_Q8LRH2	"CHR3V7|COORD:4676229..4677017| FLU (FLUORESCENT IN BLUE LIGHT); binding"	AT3G14110.2	CHR01V5|COORD:18278510..18274599|protein FLU, putative, expressed	LOC_Os01g32730.2	"no descriptionvery weakly similar to (89.7)AT3G14110| Symbols: FLU | FLU (FLUORESCENT IN BLUE LIGHT); binding | chr3:4676229-4677609 REVERSE"	tetrapyrrole synthesis.regulation	19_40

CUST_68027_PI403524517	2	0.01944542	-0.011357307	-0.1718483	-0.03196621	0.05925083	0.011357307	35_19436	"Cluster: Mitochondrial import inner membrane translocase subunit Tim17/Tim22/Tim23 family protein, putative, expressed; n=2; Oryza sativa (japonica cultivar-gro"	UniRef90_Q10QJ0	CHR4V7|COORD:13452263..13453585| mitochondrial import inner membrane translocase subunit Tim17/Tim22/Tim23 family protein	AT4G26670.1	CHR03V5|COORD:4888760..4891475|protein protein translocase/ protein transporter, putative, expressed	LOC_Os03g09870.1	no descriptionmoderately similar to ( 206)AT4G26670| Symbols:  | mitochondrial import inner membrane translocase subunit Tim17/Tim22/Tim23 family protein | chr4:13452263-13453585 FORWARDnot assigned not assigned Tim17	protein.targeting.mitochondria	29_3_2

CUST_85406_PI403524517	2	0.09440422	-0.5951891	-0.21980095	0.085502625	0.10565567	-0.08550358	35_24466	"Cluster: Fertility restorer B-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Fertility restorer B-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5QMQ6	CHR5V7|COORD:18711543..18712961| pentatricopeptide (PPR) repeat-containing protein	AT5G46100.1	CHR01V5|COORD:27897321..27892680|protein conserved hypothetical protein	LOC_Os01g48140.1	no descriptionvery weakly similar to (96.3)AT5G46100| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr5:18711543-18712961 REVERSE	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_85522_PI403524517	2	-0.0305624	0.79796886	0.04225731	-0.10798311	0.0305624	-0.10048342	35_24497	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_47839_PI403524517	2	0.0090789795	-0.10913658	-0.024246216	0.03875923	-0.009077072	0.073287964	35_13684	"Cluster: PREDICTED: similar to germinal histone H4 gene; n=1; Canis familiaris|Rep: PREDICTED: similar to germinal histone H4 gene - Canis familiaris"	UniRef90_UPI00004A6D44	CHR5V7|COORD:24068875..24069186| histone H4	AT5G59690.1	CHR10V5|COORD:20690219..20689571|protein histone H4, putative, expressed	LOC_Os10g39410.1	no descriptionweakly similar to ( 162)AT5G59970| Symbols:  | histone H4 | chr5:24163578-24163889 REVERSEweakly similar to ( 162)H4_PEAHistone H4 - Pisum sativum (Garden pea)not assigned not assigned H4 H4 HHT1 Histone	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_33175_PI399408534	2	0.026374817	0.20459747	0.048207283	-0.14790154	-0.029268265	-0.026374817	35_8016	"Cluster: Os05g0499500 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0499500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DH02	CHR1V7|COORD:1531805..1534304| TraB family protein	AT1G05270.1	CHR05V5|COORD:24510052..24505117|protein traB family protein, putative, expressed	LOC_Os05g42010.1	no descriptionmoderately similar to ( 337)AT1G05270| Symbols:  | TraB family protein | chr1:1531805-1534304 REVERSEnot assigned COG1916 TraB	RNA.regulation of transcription.bZIP transcription factor family	27_3_35

CUST_132709_PI403524517	2	0.006966591	0.415617	0.22708797	-0.0069670677	-0.3216138	-0.16007423	35_37267	"Cluster: Hypothetical protein B1130G10.14; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1130G10.14 - Oryza sativa (japonica cultivar-g"	UniRef90_Q75II8	"CHR1V7|COORD:29018126..29020424| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G38360.2); similar to MAP kinase activating protein-like [Oryza"	AT1G77220.1	CHR05V5|COORD:25545597..25551826|protein expressed protein	LOC_Os05g44080.2	"no descriptionweakly similar to ( 102)AT1G77220| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G38360.2); similar to MAP kinase activating protein-like [Oryza sativa (japonica cultivar-group)] (GB:BAD61807.1); similar to Os05g0516900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001056049.1); contains InterPro domain Protein of unknown function DUF300; (InterPro:IPR005178) | chr1:29018126-29020424 FORWARD"	not assigned.unknown	35_2

CUST_165340_PI403524517	2	0.09858608	0.11316633	-0.12023544	-0.08558941	-0.6467228	0.08558893	35_46076	"Cluster: Os06g0631300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0631300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DAT5	"CHR4V7|COORD:12556937..12559939| similar to bromo-adjacent homology (BAH) domain-containing protein [Arabidopsis thaliana] (TAIR:AT3G48060.1); similar to"	AT4G24200.1	CHR06V5|COORD:25542347..25545481|protein expressed protein	LOC_Os06g42490.1	" no descriptionvery weakly similar to (52.4)AT4G24200| Symbols:  | similar to bromo-adjacent homology (BAH) domain-containing protein [Arabidopsis thaliana] (TAIR:AT3G48060.1); similar to Os06g0631300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001058124.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD38587.1); contains InterPro domain Transcription factors TFIIS, elongin A, CRSP70, conserved; (InterPro:IPR010990) | chr4:12556937-12559939 REVERSE"	not assigned.unknown	35_2

CUST_116816_PI403524517	2	-0.28070974	-0.4420023	0.0133628845	0.15116358	0.1869855	-0.013362408	35_33114	"Cluster: Dihydrolipoamide dehydrogenase precursor; n=1; Solanum tuberosum|Rep: Dihydrolipoamide dehydrogenase precursor - Solanum tuberosum (Potato)"	UniRef90_Q9FEN7	"CHR3V7|COORD:5890284..5892172| LPD2 (LIPOAMIDE DEHYDROGENASE 2); FAD binding / dihydrolipoyl dehydrogenase/ disulfide oxidoreductase/ oxidoreductase"	AT3G17240.1	CHR05V5|COORD:3504746..3508444|protein dihydrolipoyl dehydrogenase, mitochondrial precursor, putative, expressed	LOC_Os05g06750.1	" no descriptionvery weakly similar to (58.9)AT3G17240| Symbols: LPD2 | LPD2 (LIPOAMIDE DEHYDROGENASE 2); FAD binding / dihydrolipoyl dehydrogenase/ disulfide oxidoreductase/ oxidoreductase | chr3:5890284-5892172 REVERSEvery weakly similar to (57.4)DLDH_PEADihydrolipoyl dehydrogenase, mitochondrial precursor - Pisum sativum (Garden pea)not assigned PRK06327 "	TCA / org. transformation.TCA.pyruvate DH.E3	8_1_1_3

CUST_67869_PI403524517	2	0.030790329	0.43182373	0.09687805	-0.0698843	-0.072626114	-0.030789375	35_19391	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_70280_PI403524517	2	-0.02263546	0.30119038	0.02263546	-0.04178524	-0.04382038	0.05334568	35_20124	"Cluster: Hydrolase, carbon-nitrogen family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hydrolase, carbon-nitrogen family protein, expre"	UniRef90_Q2QQ94	CHR4V7|COORD:5608486..5611115| nitrilase, putative	AT4G08790.1	CHR12V5|COORD:19122626..19127458|protein nitrilase homolog 1, putative, expressed	LOC_Os12g31830.1	 no descriptionmoderately similar to ( 409)AT4G08790| Symbols:  | nitrilase, putative | chr4:5608486-5611115 REVERSEvery weakly similar to (85.1)AGUB_SOLTUN-carbamoylputrescine amidase - Solanum tuberosum (Potato)not assigned not assigned not assigned not assigned COG0388 CN_hydrolase nadE PRK10438 lnt Lnt 	misc.nitrilases, *nitrile lyases, berberine bridge enzymes, reticuline oxidases, troponine reductases	26_8

CUST_59582_PI403524517	2	0.0038423538	-0.0038423538	-0.17104244	0.019719124	0.20454025	-0.20588875	35_16990	Rep: Cycloartenol synthase - Avena ventricosa	UniRef90_Q6IWA3	CHR2V7|COORD:2924626..2930292| CAS1 (CYCLOARTENOL SYNTHASE 1)	AT2G07050.1	CHR02V5|COORD:2137102..2128229|protein cycloartenol synthase, putative, expressed	LOC_Os02g04710.2	no descriptionhighly similar to ( 529)AT2G07050| Symbols: CAS1 | CAS1 (CYCLOARTENOL SYNTHASE 1) | chr2:2924626-2930292 FORWARDnot assigned SQCY_1 SQCY SqhC ISOPREN_C2_like	secondary metabolism.isoprenoids.terpenoids	16_1_5

CUST_10768_PI404877155	2	-0.26963234	0.22603035	0.010801315	-0.1840229	-0.010801315	0.012674332	Contig4489_s_at	zinc finger (C2H2 type) family protein [Arabidopsis thaliana] dbj|BAB09614.1| unnamed protein product [Arabidopsis thaliana] gb|AAO24598.1|	NP_197151.1	zinc finger (C2H2 type) family protein	At5g16470.1	protein AT3g02790/F13E7_27	Os06g49490	NONE	RNA.regulation of transcription.C2H2 zinc finger family	27_3_11

CUST_33946_PI403524517	2	-0.12636375	1.252778	-0.23288059	0.12636375	-0.151515	0.20442009	35_9785	"Cluster: Putative UDP-glucose glucosyltransferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative UDP-glucose glucosyltransferase - Oryza sativa (jap"	UniRef90_Q6Z688	CHR1V7|COORD:7898105..7899868| UDP-glucoronosyl/UDP-glucosyl transferase family protein	AT1G22370.2	CHR02V5|COORD:31788022..31785140|protein cytokinin-O-glucosyltransferase 2, putative, expressed	LOC_Os02g51910.1	no descriptionvery weakly similar to ( 100)AT1G22370| Symbols:  | UDP-glucoronosyl/UDP-glucosyl transferase family protein | chr1:7898105-7899868 REVERSEvery weakly similar to (67.4)IAAG_MAIZEIndole-3-acetate beta-glucosyltransferase - Zea mays (Maize)not assigned	misc.UDP glucosyl and glucoronyl transferases	26_2

CUST_106963_PI403524517	2	-0.0058755875	-0.097971916	0.005876541	0.14034176	0.23672485	-0.049358368	35_30440	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2R3D9	"CHR5V7|COORD:24878317..24880955| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G32910.1); similar to expressed protein [Oryza sativa (japonica"	AT5G61910.2	CHR11V5|COORD:18567715..18574453|protein expressed protein	LOC_Os11g32270.2	no description	not assigned.unknown	35_2

CUST_62782_PI403524517	2	0.07289791	0.04916668	-0.12950516	-0.026302338	-0.06475639	0.026303291	35_17902	Rep: Coatomer subunit delta - Oryza sativa (Rice)	UniRef90_P49661	"CHR5|COORD:1476677..1480198| similar to coatomer delta subunit [Oryza sativa (japonica cultivar-group)] (GB:NP_915354.1); contains InterPro domain Clathrin"	AT5G05010.2	CHR05V5|COORD:14103325..14108210|protein coatomer subunit delta, putative, expressed	LOC_Os05g24594.1	no descriptionvery weakly similar to (54.7)AT5G05010| Symbols:  | clathrin adaptor complexes medium subunit-related | chr5:1477138-1479873 FORWARDvery weakly similar to (64.3)COPD_ORYSAnot assigned	cell. vesicle transport	31_4

CUST_9517_PI403524517	2	0.085466385	-0.27528667	-0.16895294	0.40171814	0.044755936	-0.04475546	35_2679	Rep: Putative nuclear protein - Hordeum vulgare (Barley)	UniRef90_Q9AQT9	"CHR1V7|COORD:10355945..10356367| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G34340.1); similar to Os05g0518800 [Oryza sativa (japonica"	AT1G29640.1	CHR05V5|COORD:26285009..26285753|protein nuclear protein, putative, expressed	LOC_Os05g45450.1	"no descriptionvery weakly similar to (60.1)AT1G29640| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G34340.1); similar to Os05g0518800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001056059.1); similar to hypothetical protein MBP_91N22.56 [Musa balbisiana] (GB:ABF70130.1); contains InterPro domain Protein of unknown function DUF584; (InterPro:IPR007608) | chr1:10355945-10356367 REVERSEDUF584"	not assigned.unknown	35_2

CUST_88467_PI403524517	2	0.30226135	0.011981964	-0.11475563	-0.032777786	0.14034271	-0.011982918	35_25323	"Cluster: Tetratricopeptide repeat-containing protein-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: Tetratricopeptide repeat-containing protein-like - O"	UniRef90_Q6Z4S6	0	0	CHR07V5|COORD:1164093..1167902|protein TPR Domain containing protein, expressed	LOC_Os07g03070.1	no description	not assigned.unknown	35_2

CUST_582_PI399408534	2	0.2860241	-0.07850742	0.16003084	-0.25383377	-0.13928318	0.07850742	35_28577	"Cluster: Putative leucine-rich repeat receptor kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative leucine-rich repeat receptor kinase - Oryza sat"	UniRef90_Q75GV0	CHR2V7|COORD:7046764..7050015| leucine-rich repeat transmembrane protein kinase, putative	AT2G16250.1	CHR03V5|COORD:29380996..29376911|protein ATP binding protein, putative, expressed	LOC_Os03g51440.1	 no descriptionvery weakly similar to (92.8)AT2G16250| Symbols:  | leucine-rich repeat transmembrane protein kinase, putative | chr2:7046764-7050015 REVERSEnot assigned 	signalling.receptor kinases.leucine rich repeat XIV	30_2_14

CUST_12069_PI403524517	2	-0.019164085	-0.2768345	0.019164085	0.044187546	0.0986681	-0.039453506	35_3435	"Cluster: RNA recognition motif (RRM)-containing protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: RNA recognition motif (RRM)-containing protein-li"	UniRef90_Q84ZB9	CHR5V7|COORD:22188558..22189882| RNA recognition motif (RRM)-containing protein	AT5G54580.1	CHR07V5|COORD:21821318..21823558|protein ELAV-like protein 4, putative, expressed	LOC_Os07g36490.1	no descriptionweakly similar to ( 137)AT5G54580| Symbols:  | RNA recognition motif (RRM)-containing protein | chr5:22188558-22189882 FORWARDvery weakly similar to (70.1)GRP2_SORBIGlycine-rich RNA-binding protein 2 - Sorghum bicolor (Sorghum) (Sorghum vulgare)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned RRM RRM_1 COG0724	RNA.RNA binding	27_4

CUST_22978_PI403524517	2	0.17808914	0.42832994	0.06869173	-0.19379616	-0.06869221	-0.13935423	35_6677	Rep: Hypothetical protein B'teta - Oryza sativa (Rice)	UniRef90_Q8L6I5	CHR1|COORD:4615810..4618326| serine/threonine protein phosphatase 2A (PP2A) regulatory subunit B', putative, similar to SWISS-PROT:Q28653 serine/threonine prote	AT1G13460.2	CHR08V5|COORD:1203406..1199532|protein transposon protein, putative, unclassified, expressed	LOC_Os08g02860.1	 no descriptionmoderately similar to ( 255)AT1G13460| Symbols:  | serine/threonine protein phosphatase 2A (PP2A) regulatory subunit B', putative | chr1:4616501-4618177 FORWARDnot assigned B56 	protein.postranslational modification	29_4

CUST_6692_PI403524517	2	0.15502548	0.03848934	0.018122673	-0.086071014	-0.12339592	-0.018122673	35_1858	"Cluster: Os01g0909300 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0909300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JGR5	"CHR1V7|COORD:7453681..7454976| ATEXT3 (EXTENSIN 3); structural constituent of cell wall"	AT1G21310.1	0	0	no description	not assigned.unknown	35_2

CUST_106238_PI403524517	2	-0.034497738	0.034497738	0.34304667	-0.054989815	0.1401782	-0.11008215	35_30240	"Cluster: Hypothetical protein OJ1705_C03.126; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1705_C03.126 - Oryza sativa (japonica cult"	UniRef90_Q8GVU9		0	CHR08V5|COORD:11044834..11027732|protein F-box domain containing protein, expressed	LOC_Os08g18000.1	no description	not assigned.unknown	35_2

CUST_40199_PI403524517	2	0.28328943	0.01493454	0.016063213	-0.02895403	-0.043661118	-0.01493454	35_11562	"Cluster: PREDICTED: similar to collagen, type I, alpha 1; n=1; Homo sapiens|Rep: PREDICTED: similar to collagen, type I, alpha 1 - Homo sapiens"	UniRef90_UPI0000DD7AE1	0	0	CHR09V5|COORD:3347092..3347772|protein conserved hypothetical protein	LOC_Os09g06940.1	no description	not assigned.unknown	35_2

CUST_29319_PI403524517	2	0.13026142	-0.0052671432	0.0052661896	-0.2123766	0.046775818	-0.25622845	35_8471	"Cluster: Putative U2-associated SR140 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative U2-associated SR140 protein - Oryza sativa (japonica cu"	UniRef90_Q6ETK6	CHR5V7|COORD:8634222..8639987| RNA recognition motif (RRM)-containing protein	AT5G25060.1	CHR02V5|COORD:4440181..4448753|protein RNA binding protein, putative, expressed	LOC_Os02g08360.1	no descriptionmoderately similar to ( 292)AT5G25060| Symbols:  | RNA recognition motif (RRM)-containing protein | chr5:8634222-8639987 REVERSEnot assigned RPR	RNA.RNA binding	27_4

CUST_37497_PI403524517	2	0.022043228	-0.6581974	-0.2242794	0.15133858	-0.022043228	0.12856197	35_10800	Rep: Iron transport protein 1 - Oryza sativa (Rice)	UniRef90_Q6R5L9	0	0	CHR04V5|COORD:26939713..26935253|protein transposon protein, putative, unclassified, expressed	LOC_Os04g45860.2	no description	not assigned.unknown	35_2

CUST_143444_PI403524517	2	0.056777477	0.21143961	0.003098011	-0.012132645	-0.17499161	-0.003098011	35_40191	0	0		0	CHR07V5|COORD:25647467..25644294|protein ARF-related protein, putative, expressed	LOC_Os07g42820.1	no description	not assigned.unknown	35_2

CUST_95170_PI403524517	2	0.056002617	0.7408657	0.13717318	-0.18236017	-0.056002617	-0.28622818	35_27196	"Cluster: PHD zinc finger protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: PHD zinc finger protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5Z411	CHR2V7|COORD:15400526..15406268| PHD finger transcription factor, putative	AT2G36720.1	CHR06V5|COORD:31168515..31160701|protein PHD zinc finger protein, putative, expressed	LOC_Os06g51450.1	no description	not assigned.unknown	35_2

CUST_45230_PI403524517	2	0.05578804	0.6083784	-0.13757038	-0.055788994	-0.11309719	0.28459358	35_12966	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_43471_PI403524517	2	0.6462841	0.08113384	0.031398773	-1.3548665	-0.03139782	-0.4656706	35_12480	"Cluster: Hypothetical protein OJ1754_E06.32; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1754_E06.32 - Oryza sativa (japonica cultiv"	UniRef90_Q84TA9	CHR1V7|COORD:21943533..21945449| pentatricopeptide (PPR) repeat-containing protein	AT1G59720.1	CHR03V5|COORD:34435791..34432189|protein pentatricopeptide repeat-containing protein, putative, expressed	LOC_Os03g60690.1	no descriptionweakly similar to ( 105)AT1G59720| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr1:21943533-21945449 REVERSEPPR	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_127752_PI403524517	2	0.02980709	0.19657803	-0.035478592	-0.0538702	-0.016740799	0.016740799	35_35927	Rep: Hypothetical protein - Gibberella zeae (Fusarium graminearum)	UniRef90_Q4IEQ8		0	0	0	no description	not assigned.unknown	35_2

CUST_103437_PI403524517	2	-0.3339224	0.017882347	0.09079456	0.12752533	-0.14934158	-0.017882347	35_29498	"Cluster: Serine/arginine repetitive matrix 1; n=1; Mus musculus|Rep: Serine/arginine repetitive matrix 1 - Mus musculus (Mouse)"	UniRef90_A2A8V9	CHR4V7|COORD:8646193..8650082| protease inhibitor/seed storage/lipid transfer protein (LTP) family protein	AT4G15160.1	CHR07V5|COORD:29022897..29027744|protein gamete-specific hydroxyproline-rich glycoprotein a2, putative, expressed	LOC_Os07g48520.3	no descriptionnot assigned not assigned Atrophin-1 Tymo_45kd_70kd	not assigned.unknown	35_2

CUST_105343_PI403524517	2	0.50295687	0.85187817	-0.10462904	0.017449856	-0.034342766	-0.017449856	35_30003	"Cluster: Periplasmic protein TonB; n=1; Thiobacillus denitrificans ATCC 25259|Rep: Periplasmic protein TonB - Thiobacillus denitrificans (strain ATCC 25259)"	UniRef90_Q3SKV6	CHR1V7|COORD:9039777..9042860| protein kinase	AT1G26150.1	0	0	no description	not assigned.unknown	35_2

CUST_17032_PI399408534	2	-0.38291025	1.0527353	0.29878664	0.07514	-0.108356	-0.07514	35_24837	"Cluster: Receptor protein kinase-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Receptor protein kinase-like protein - Oryza sativa (japonica"	UniRef90_Q5Z8B7	CHR1V7|COORD:22645761..22648812| S-locus lectin protein kinase family protein	AT1G61370.1	CHR01V5|COORD:14947054..14950788|protein ATP binding protein, putative, expressed	LOC_Os01g26390.1	no descriptionweakly similar to ( 153)AT1G61370| Symbols:  | S-locus lectin protein kinase family protein | chr1:22645761-22648812 REVERSEweakly similar to ( 108)PSKR_DAUCAPhytosulfokine receptor precursor - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TyrKc Pkinase_Tyr PTKc PTKc_Ror S_TKc PTKc_TrkB PTKc_Trk Pkinase PTKc_Jak_rpt2 S_TKc PTKc_TrkC PTKc_TrkA PTKc_Fes_like PTKc_Csk_like PTKc_Syk_like PTKc_Musk PTKc_c-ros PTKc_EGFR_like PTKc_ALK_LTK PTKc_Axl_like PTKc_EphR PTKc_Src_like PTKc_Itk PTKc_Jak2_Jak3_rpt2 PTK_CCK4 PTKc_Ror1 PTKc_Fer PTKc_Tie2 PTKc_Tyk2_rpt2	signalling.receptor kinases.DUF 26	30_2_17

CUST_92603_PI403524517	2	0.057779312	0.06723642	0.28081894	-0.05777979	-0.15623188	-0.7117505	35_26477	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_90395_PI403524517	2	0.23425579	0.024654388	0.07947922	-0.48640108	-0.024654388	-0.115670204	35_25853	"Cluster: Os03g0253200 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os03g0253200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DTE6	"CHR1V7|COORD:20052272..20053702| WAG1; kinase"	AT1G53700.1	CHR03V5|COORD:8066214..8067785|protein csPK3, putative, expressed	LOC_Os03g14840.1	" no descriptionweakly similar to ( 138)AT1G53700| Symbols: PK3AT, WAG1 | WAG1; kinase | chr1:20052272-20053702 FORWARDweakly similar to ( 112)KPK1_PHAVUProtein kinase PVPK-1 - Phaseolus vulgaris (Kidney bean) (French bean)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase Pkinase_Tyr TyrKc SPS1 PTKc PTKc_InsR_like PTKc_Csk_like PTKc_Syk_like PRK12678 PTKc_Ack_like PTKc_Jak_rpt2 PTKc_Src_like PTKc_FAK PTKc_Tec_like PTKc_Ror PTKc_Axl_like PTKc_Chk PTKc_Musk PTKc_DDR "	protein.postranslational modification	29_4

CUST_82561_PI403524517	2	0.014178276	0.20505524	0.07133007	-0.07499409	-0.022888184	-0.014178276	35_23681	"Cluster: Endoplasmin homolog precursor; n=5; BEP clade|Rep: Endoplasmin homolog precursor - Hordeum vulgare (Barley)"	UniRef90_P36183	"CHR4|COORD:12551731..12555915| shepherd protein (SHD) / clavata formation protein, putative, nearly identical to SHEPHERD (Arabidopsis thaliana) GI:19570872; co"	AT4G24190.2	CHR06V5|COORD:30449499..30443413|protein endoplasmin homolog precursor, putative, expressed	LOC_Os06g50300.2	"no descriptionvery weakly similar to (61.6)AT4G24190| Symbols: SHD | SHD (SHEPHERD); ATP binding | chr4:12551912-12555861 REVERSEvery weakly similar to (64.7)ENPL_HORVUEndoplasmin homolog precursor - Hordeum vulgare (Barley)not assigned HSP90"	stress.abiotic.heat	20_2_1

CUST_6711_PI404877155	2	-0.5681939	0.23545456	0.20429802	-0.20429754	-0.551528	0.2797351	Contig19894_at	putative CLAVATA1 receptor kinase [Oryza sativa (japonica cultivar-group)] dbj|BAD07848.1| putative CLAVATA1 receptor kinase [Oryza sativa (	XP_463835.1	leucine-rich repeat transmembrane protein kinase, putative	At4g28650.1	protein Leucine Rich Repeat, putative	Os02g02140	leucine-rich repeat transmembrane protein kinase, putative, receptor-like protein kinase 5, Arabidopsis thaliana, PIR1:S27756	signalling.receptor kinases.leucine rich repeat XI	30_2_11

CUST_30914_PI403524517	2	-0.016143799	-0.33949518	0.016143322	0.19105339	0.16261196	-0.31032228	35_8921	"Cluster: Aquaporin NIP5.1, putative, expressed; n=4; Oryza sativa (japonica cultivar-group)|Rep: Aquaporin NIP5.1, putative, expressed - Oryza sativa (japonica"	UniRef90_Q109F1	0	0	CHR10V5|COORD:19455495..19448392|protein aquaporin NIP5.1, putative, expressed	LOC_Os10g36924.1	no description	not assigned.unknown	35_2

CUST_164025_PI403524517	2	0.013115406	-0.5859337	0.12885857	-0.013115406	0.08859253	-0.6698723	35_45727	"Cluster: Biostress-resistance-related protein; n=1; Triticum aestivum|Rep: Biostress-resistance-related protein - Triticum aestivum (Wheat)"	UniRef90_Q84VJ1		0	0	0	no description	not assigned.unknown	35_2

CUST_33223_PI399408534	2	0.047987938	-0.84189224	-0.11182213	0.11896372	0.18517351	-0.04798746	35_49998	"Cluster: Putative DNA repair protein rad8; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative DNA repair protein rad8 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6H792	"CHR5V7|COORD:7565377..7570874| RAD5; ATP binding / DNA binding / helicase/ protein binding / zinc ion binding"	AT5G22750.1	CHR02V5|COORD:19288603..19297378|protein SWI/SNF-related matrix-associated actin-dependent regulator of chromatin subfamily A member 3-like 2,	LOC_Os02g32570.2	"no descriptionmoderately similar to ( 352)AT5G22750| Symbols: RAD5 | RAD5; ATP binding / DNA binding / helicase/ protein binding / zinc ion binding | chr5:7565377-7570874 REVERSEvery weakly similar to (87.0)ISW2_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned HepA HELICc Helicase_C HELICc"	RNA.regulation of transcription.Chromatin Remodeling Factors	27_3_44

CUST_12995_PI403524517	2	0.12161875	0.36475277	0.092027664	-0.09202814	-0.44036818	-0.5125127	35_3718	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_3408_PI403524517	2	0.6539583	0.447392	-0.558743	0.046583176	-0.524529	-0.046583652	35_931	"Cluster: Diacylglycerol kinase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Diacylglycerol kinase-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K4P5	"CHR4V7|COORD:14839074..14840947| ATDGK7 (DIACYLGLYCEROL KINASE 7); diacylglycerol kinase"	AT4G30340.1	CHR02V5|COORD:33478149..33470359|protein diacylglycerol kinase, putative, expressed	LOC_Os02g54650.1	"no descriptionmoderately similar to ( 360)AT4G30340| Symbols: ATDGK7 | ATDGK7 (DIACYLGLYCEROL KINASE 7); diacylglycerol kinase | chr4:14839074-14840947 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DAGKc DAGK_cat PRK12323 PRK07764 Tymo_45kd_70kd PRK07003 LCB5 PRK05648 Totivirus_coat PRK12678"	lipid metabolism.Phospholipid synthesis.diacylglycerol kinase	11_3_5

CUST_98803_PI403524517	2	0.020643234	0.21440697	-0.15144634	-0.1660347	7.352829E-4	-7.362366E-4	35_28203	Rep: B0812A04.5 protein - Oryza sativa (Rice)	UniRef90_Q25A93	"CHR1V7|COORD:6282331..6283173| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G13160.1); similar to Protein of unknown function DUF593 [Medicago"	AT1G18265.1	CHR04V5|COORD:22909479..22910874|protein expressed protein	LOC_Os04g38920.1	"no descriptionvery weakly similar to (52.8)AT1G18265| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G13160.1); similar to Protein of unknown function DUF593 [Medicago truncatula] (GB:ABE92876.1); contains InterPro domain Protein of unknown function DUF593; (InterPro:IPR007656) | chr1:6282331-6283173 REVERSE"	not assigned.unknown	35_2

CUST_18446_PI403524517	2	0.06375885	-0.4228649	-0.07850838	-0.06375885	0.099196434	0.12441158	35_5332	"Cluster: Putative cyclin-dependent kinase-activating kinase 1At; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative cyclin-dependent kinase-activating ki"	UniRef90_Q5Z754	CHR4|COORD:14288445..14290706| cyclin-dependent kinase-activating kinase 1At / CDK-activating kinase 1At (CAK1), identical to Cdk-activating kinase 1At	AT4G28980.1	CHR06V5|COORD:13305575..13301547|protein CAK1AT, putative, expressed	LOC_Os06g22820.1	" no descriptionmoderately similar to ( 464)AT4G28980| Symbols: CDKF;1, CAK1AT | CAK1AT (CDK-ACTIVATING KINASE 1AT); kinase/ protein serine/threonine kinase | chr4:14288477-14290108 FORWARDweakly similar to ( 112)KC47_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase SPS1 TyrKc Pkinase_Tyr PTKc_EGFR_like PTKc PTKc_InsR_like PTK_HER3 PTKc_EGFR PTKc_HER2 PTKc_Chk PTKc_Abl PRK12678 PTKc_Jak_rpt2 PTKc_HER4 PTKc_Csk_like PTKc_Srm_Brk PTKc_Fes PTKc_ALK_LTK PTKc_EphR PTKc_Syk_like PTKc_Src_like Gag_spuma PTKc_Tec_like PTKc_Fes_like PTKc_EphR_B PTKc_Frk_like PTKc_Fer PTKc_Itk TT_ORF1 "	protein.postranslational modification	29_4

CUST_61876_PI403524517	2	-0.031175613	-0.021226883	0.093006134	-0.1036644	0.05629921	0.02122593	35_17654	"Cluster: Lysosomal Cystine Transporter family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Lysosomal Cystine Transporter family protein,"	UniRef90_Q2QTY6	CHR5V7|COORD:16303196..16304819| PQ-loop repeat family protein / transmembrane family protein	AT5G40670.1	CHR12V5|COORD:10423241..10415079|protein cystinosin, putative, expressed	LOC_Os12g18110.1	no descriptionmoderately similar to ( 367)AT5G40670| Symbols:  | PQ-loop repeat family protein / transmembrane family protein | chr5:16303196-16304819 FORWARDnot assigned not assigned PQ-loop	not assigned.no ontology	35_1

CUST_21287_PI403524517	2	0.052732468	-0.052732468	-0.18860245	0.2565031	-0.10229778	0.26161385	35_6174	"Cluster: Putative CBL-interacting protein kinase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative CBL-interacting protein kinase - Oryza sativa (japon"	UniRef90_Q6Z9F4	"CHR4V7|COORD:15067406..15068731| CIPK6 (CBL-INTERACTING PROTEIN KINASE 6); kinase"	AT4G30960.1	CHR08V5|COORD:21333909..21335775|protein CBL-interacting serine/threonine-protein kinase 15, putative, expressed	LOC_Os08g34240.1	" no descriptionmoderately similar to ( 234)AT4G30960| Symbols: SIP3, SnRK3.14, CIPK6 | CIPK6 (CBL-INTERACTING PROTEIN KINASE 6); kinase | chr4:15067406-15068731 FORWARDweakly similar to ( 174)CIPK1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase NAF PRK12678 PRK12323 SPS1 PRK07764 "	protein.postranslational modification	29_4

CUST_9985_PI403524517	2	0.054273605	-0.41634083	-0.10752201	0.008513451	-0.008513451	0.12753296	35_2816	"Cluster: Putative lipase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative lipase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5Z739	CHR5V7|COORD:18637647..18639491| GDSL-motif lipase/hydrolase family protein	AT5G45910.1	CHR06V5|COORD:19869009..19865073|protein esterase precursor, putative, expressed	LOC_Os06g34120.1	no descriptionmoderately similar to ( 326)AT5G45910| Symbols:  | GDSL-motif lipase/hydrolase family protein | chr5:18637647-18639491 REVERSEweakly similar to ( 157)EST_HEVBREsterase precursor - Hevea brasiliensis (Para rubber tree)not assigned not assigned not assigned not assigned not assigned not assigned not assigned SGNH_plant_lipase_like fatty_acyltransferase_like COG3240 Triacylglycerol_lipase_like PRK07003 PRK12323 Atrophin-1 HPC2 TT_ORF1 Coprinus_mating Herpes_BLLF1	misc.GDSL-motif lipase	26_28

CUST_10625_PI403524517	2	0.37121296	-0.13002205	-0.061790466	0.36766624	0.06179142	-0.103196144	35_3001	"Cluster: 1,4-dihydroxy-2-naphthoate phytyltransferase family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep:"	UniRef90_Q10QN3	"CHR1V7|COORD:22328472..22330060| ABC4 (ABERRANT CHLOROPLAST DEVELOPMENT 4); 1,4-dihydroxy-2-naphthoate octaprenyltransferase/ prenyltransferase"	AT1G60600.1	CHR03V5|COORD:4679303..4676344|protein 1,4-dihydroxy-2-naphthoate octaprenyltransferase, putative, expressed	LOC_Os03g09060.1	" no descriptionmoderately similar to ( 241)AT1G60600| Symbols: ABC4 | ABC4 (ABERRANT CHLOROPLAST DEVELOPMENT 4); 1,4-dihydroxy-2-naphthoate octaprenyltransferase/ prenyltransferase | chr1:22328472-22330060 REVERSEPRK07419 MenA PRK06080 UbiA ubiA "	secondary metabolism.isoprenoids	16_1

CUST_72378_PI403524517	2	0.13612556	-0.04168892	-0.07266235	0.025860786	-0.02586174	0.07399273	35_20743	"Cluster: Targeting protein for Xklp2 containing protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Targeting protein for Xklp2 containing prot"	UniRef90_Q10Q23	"CHR3V7|COORD:1805..4024| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G15510.1); similar to EGF-like [Medicago truncatula] (GB:ABE89479.1); contai"	AT3G01015.1	CHR03V5|COORD:5844749..5848394|protein targeting protein for Xklp2 containing protein, expressed	LOC_Os03g11400.2	"no descriptionweakly similar to ( 185)AT3G01015| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G15510.1); similar to EGF-like [Medicago truncatula] (GB:ABE89479.1); contains InterPro domain Targeting for Xklp2; (InterPro:IPR009675) | chr3:1805-4024 REVERSETPX2"	not assigned.unknown	35_2

CUST_13813_PI403524517	2	0.03275013	-0.0850544	0.030964851	-0.062220573	-0.030964851	0.08417606	35_3961	"Cluster: Myosin-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Myosin-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XIR7	"CHR3V7|COORD:4953772..4955380| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G67170.1); similar to Os03g0818000 [Oryza sativa (japonica"	AT3G14750.1	CHR07V5|COORD:19303091..19307789|protein myosin-like protein, putative, expressed	LOC_Os07g32450.1	" no descriptionweakly similar to ( 178)AT3G14750| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G67170.1); similar to Os03g0818000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001051704.1); similar to Os07g0508200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001059743.1); similar to myosin-like protein, putative, expressed [Oryza sativa (japonica cultivar-group)] (GB:ABA96059.1); contains InterPro domain tRNA-binding arm; (InterPro:IPR010978) | chr3:4953772-4955380 REVERSEnot assigned not assigned PRK07764 PRK12678 "	not assigned.unknown	35_2

CUST_135601_PI403524517	2	0.11984539	-0.41646862	-0.081977844	-0.06177807	0.1775999	0.06177807	35_38033	"Cluster: Hypothetical protein OSJNBa0093B11.3; n=3; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0093B11.3 - Oryza sativa (japonica"	UniRef90_Q9AV46	CHR2V7|COORD:12102238..12106501| pleckstrin homology (PH) domain-containing protein / lipid-binding START domain-containing protein	AT2G28320.1	CHR10V5|COORD:17707155..17711418|protein lipid binding protein, putative, expressed	LOC_Os10g33930.1	no descriptionmoderately similar to ( 289)AT2G28320| Symbols:  | pleckstrin homology (PH) domain-containing protein / lipid-binding START domain-containing protein | chr2:12102238-12106501 FORWARDDUF1336	not assigned.no ontology	35_1

CUST_67943_PI403524517	2	0.116116524	0.016580582	-0.047459602	-0.053694725	-0.016580582	0.03234577	35_19412	Rep: H0515C11.13 protein - Oryza sativa (Rice)	UniRef90_Q01MH8	CHR4V7|COORD:17970106..17971216| phosphoglycerate/bisphosphoglycerate mutase family protein	AT4G38370.1	CHR04V5|COORD:8265113..8260125|protein phosphoglycerate mutase family protein, expressed	LOC_Os04g14760.1	no descriptionvery weakly similar to (55.1)AT4G38370| Symbols:  | phosphoglycerate/bisphosphoglycerate mutase family protein | chr4:17970106-17971216 REVERSE	not assigned.no ontology	35_1

CUST_36860_PI403524517	2	-0.016162395	-0.7843814	0.016162395	0.70907927	0.5950942	-0.53064394	35_10621	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_25761_PI403524517	2	-0.1445713	-0.58439827	0.014800072	-0.014801025	0.06070137	0.037952423	35_7469	Rep: OSIGBa0139P06.6 protein - Oryza sativa (Rice)	UniRef90_Q01JP2	CHR1V7|COORD:23425733..23427436| replication factor C 40 kDa, putative	AT1G63160.1	CHR04V5|COORD:28378208..28381197|protein replication factor C subunit 4, putative, expressed	LOC_Os04g48060.1	 no descriptionhighly similar to ( 574)AT1G63160| Symbols:  | replication factor C 40 kDa, putative | chr1:23425733-23427436 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned rfc PRK04132 PRK12402 HolB PRK04195 DnaX Rep_fac_C PRK07133 PRK07270 PRK08451 PRK05896 PRK05563 MGS1 PRK06674 PRK08691 PRK06647 PRK06645 PRK09112 PRK06305 PRK09111 PRK08770 PRK05564 AAA PRK07399 PRK12323 Rad17 PRK06872 PRK08853 PRK05648 PRK07003 PRK07764 AAA PRK07994 PRK07471 	DNA.synthesis/chromatin structure	28_1

CUST_114953_PI403524517	2	-0.025385857	-0.12542343	0.053459167	0.066560745	-0.10781002	0.02538681	35_32618	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_120000_PI403524517	2	0.036626816	-0.6488762	-0.07103062	0.09367943	-0.03662777	0.13040924	35_33936	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_171812_PI403524517	2	-0.4456811	0.20295143	0.23133802	-0.20295143	0.20295143	-0.32145214	35_47869	"Cluster: Ribosomal RNA apurinic site specific lyase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Ribosomal RNA apurinic site specific lyase-like - Ory"	UniRef90_Q8LQV5	CHR4V7|COORD:10275928..10278502| leucine-rich repeat family protein / extensin family protein	AT4G18670.1	CHR01V5|COORD:23703446..23705442|protein ribosomal RNA apurinic site specific lyase, putative, expressed	LOC_Os01g41310.1	no descriptionvery weakly similar to (58.5)AT3G26920| Symbols:  | F-box family protein | chr3:9922478-9925128 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Herpes_BLLF1 PRK07003 PRK12323 Atrophin-1 Tymo_45kd_70kd GRASP55_65 DUF1421	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_122103_PI403524517	2	0.23872662	-0.18198872	-0.05760479	-0.012013435	0.012013435	0.17277718	35_34467	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_77122_PI403524517	2	0.057771683	0.17817402	-0.20308495	-0.101843834	-0.057771683	0.06498051	35_22108	"Cluster: Putative prolyl 4-hydroxylase alpha subunit; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative prolyl 4-hydroxylase alpha subunit - Oryza sativ"	UniRef90_Q6AVM9	CHR5V7|COORD:6304411..6306168| oxidoreductase, 2OG-Fe(II) oxygenase family protein	AT5G18900.1	CHR05V5|COORD:23957763..23960697|protein oxidoreductase, putative, expressed	LOC_Os05g41010.1	 no descriptionmoderately similar to ( 242)AT5G18900| Symbols:  | oxidoreductase, 2OG-Fe(II) oxygenase family protein | chr5:6304411-6306168 REVERSEnot assigned P4Hc 	amino acid metabolism.degradation.glutamate family.proline	13_2_2_2

CUST_149268_PI403524517	2	0.23479605	0.016477108	-0.016477108	0.1191802	-0.24257183	-0.23290157	35_41755	"Cluster: Xanthine dehydrogenase, putative; n=2; Oryza sativa (japonica cultivar-group)|Rep: Xanthine dehydrogenase, putative - Oryza sativa (japonica cultivar-g"	UniRef90_Q6AUV1	"CHR4V7|COORD:16618741..16624988| ATXDH1 (XANTHINE DEHYDROGENASE 1); xanthine dehydrogenase"	AT4G34890.1	CHR03V5|COORD:17940465..17953387|protein xanthine dehydrogenase/oxidase, putative, expressed	LOC_Os03g31550.2	"no descriptionmoderately similar to ( 296)AT4G34890| Symbols: ATXDH1 | ATXDH1 (XANTHINE DEHYDROGENASE 1); xanthine dehydrogenase | chr4:16618741-16624988 REVERSEweakly similar to ( 108)ALDO1_ORYSAnot assigned XdhB Ald_Xan_dh_C CoxL PRK09970 Ald_Xan_dh_C2"	nucleotide metabolism.degradation	23_2

CUST_35276_PI403524517	2	0.030985832	-0.090527534	-0.030985832	0.057374954	0.095285416	-0.05777836	35_10170	Rep: H0219H12.2 protein - Oryza sativa (Rice)	UniRef90_Q01IJ5	"CHR1V7|COORD:26208811..26210231| similar to mog1 protein [Xenopus laevis] (GB:CAC35704.1); similar to Os04g0459600 [Oryza sativa (japonica cultivar-group)]"	AT1G69680.1	CHR04V5|COORD:22723318..22720076|protein RAN guanine nucleotide release factor, putative, expressed	LOC_Os04g38610.2	"no descriptionmoderately similar to ( 214)AT1G69680| Symbols:  | similar to mog1 protein [Xenopus laevis] (GB:CAC35704.1); similar to Os04g0459600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001052985.1); contains InterPro domain Ran-interacting Mog1 protein; (InterPro:IPR007681) | chr1:26208811-26210231 FORWARDnot assigned Mog1 Mog1"	not assigned.no ontology	35_1

CUST_16669_PI403524517	2	0.10606861	-0.09958267	0.08086872	-0.08086872	0.12360954	-0.08226681	35_4813	"Cluster: Putative ubiquitin-specific protease; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative ubiquitin-specific protease - Oryza sativa (japonica"	UniRef90_Q7EZY9	CHR4|COORD:15036102..15039239| ubiquitin-specific protease 24, putative (UBP24), identical to ubiquitin-specific protease 24 (Arabidopsis thaliana)	AT4G30890.2	CHR07V5|COORD:27881884..27886548|protein UBP24, putative, expressed	LOC_Os07g46660.2	"no descriptionweakly similar to ( 159)AT4G30890| Symbols: UBP24 | UBP24 (UBIQUITIN-SPECIFIC PROTEASE 24); ubiquitin-specific protease | chr4:15036389-15038831 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned UCH UBP5 Peptidase_C19E PRK12323 PRK07003 Peptidase_C19B PRK00708 UBP12 PRK07764"	protein.degradation.ubiquitin.ubiquitin protease	29_5_11_5

CUST_22825_PI403524517	2	0.1839819	-0.018072605	-0.011209488	0.011209488	-0.05125475	0.23459291	35_6631	"Cluster: Putative aminotransferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative aminotransferase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8H7T7	"CHR5V7|COORD:26333644..26335811| ATBCAT-5; branched-chain-amino-acid transaminase/ catalytic"	AT5G65780.1	CHR03V5|COORD:358391..353623|protein branched-chain-amino-acid aminotransferase, putative, expressed	LOC_Os03g01600.1	"no descriptionmoderately similar to ( 410)AT5G65780| Symbols: ATBCAT-5 | ATBCAT-5; branched-chain-amino-acid transaminase/ catalytic | chr5:26333644-26335811 FORWARDnot assigned BCAT_beta_family PRK06606 PLPDE_IV Aminotran_4 IlvE D-AAT_like PRK08320 PRK07544 ADCL_like PRK07849 PRK06680 PRK06092 PRK07650 PRK12479 PRK12400"	amino acid metabolism.synthesis.branched chain group.common.branched-chain amino acid aminotransferase	13_1_4_1_4

CUST_12785_PI399408534	2	0.6101465	0.3271799	-0.20431566	-0.1497221	-0.551723	0.1497221	35_3905	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6F390	"CHR3V7|COORD:8089074..8090282| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G43830.1); similar to aluminum-induced protein-like protein"	AT3G22850.1	CHR03V5|COORD:33049599..33057252|protein stem-specific protein TSJT1, putative, expressed	LOC_Os03g58170.1	"no descriptionmoderately similar to ( 318)AT3G22850| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G43830.1); similar to aluminum-induced protein-like protein [Thellun (GB:AAM19711.1); contains domain ASPARAGINE SYNTHETASE (PTHR11772); contains domain no description (G3D.3.60.20.10); contains domain N-terminal nucleophile aminohydrolases (Ntn hydrolases) (SSF56235) | chr3:8089074-8090282 FORWARDweakly similar to ( 118)TSJT1_TOBACStem-specific protein TSJT1 - Nicotiana tabacum (Common tobacco)not assigned Wali7 Gn_AT_II asnB AsnB"	hormone metabolism.auxin.induced-regulated-responsive-activated	17_2_3

CUST_65324_PI403524517	2	0.05947876	-0.38463783	-0.15660858	0.0651741	0.13034534	-0.059477806	35_18652	"Cluster: RNA pseudouridylate synthase family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: RNA pseudouridylate synthase family protein, e"	UniRef90_Q10RN1	CHR2V7|COORD:16337316..16340231| pseudouridine synthase family protein	AT2G39140.1	CHR03V5|COORD:2880707..2885725|protein ribosomal large subunit pseudouridine synthase B, putative, expressed	LOC_Os03g05806.1	no descriptionmoderately similar to ( 384)AT2G39140| Symbols:  | pseudouridine synthase family protein | chr2:16337316-16340231 FORWARDRsuA PseudoU_synth_RsuA_like PseudoU_synth_RsuA PseudoU_synth_RluB PseudoU_synth_RluF PRK10700 PRK10839 PseudoU_synth_Rsu_Rlu_like PRK10475 PseudoU_synth_RluE PSSA_1 RluA PseudoU_synth_2 PRK11394 S4 PseudoU_synth_RluCD_like S4	protein.aa activation.pseudouridylate synthase	29_1_30

CUST_2746_PI404877155	2	0.09762859	-0.6920452	-0.007411003	-0.020533562	0.076169014	0.007411003	Contig13169_at	small nuclear ribonucleoprotein, putative / snRNP, putative / Sm protein, putative [Arabidopsis thaliana]	NP_177812.1	small nuclear ribonucleoprotein, putative / snRNP, putative / Sm protein, putative	At1g76860.1	protein Sm-like protein [imported] - Arabidopsis thaliana	Os01g64690	Sm-related protein	RNA.processing	27_1

CUST_34354_PI403524517	2	0.6694665	0.18172121	-0.015133381	0.015133381	-0.23727703	-0.4211049	35_9904	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_6709_PI399408534	2	0.14265823	0.29259777	0.09984207	-0.20860577	-0.21333122	-0.09984207	35_47463	"Cluster: Os03g0639200 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os03g0639200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DQ40	CHR3V7|COORD:1540568..1546145| DNA binding / transcription factor	AT3G05380.2	CHR03V5|COORD:24471620..24488798|protein always early protein 3, putative, expressed	LOC_Os03g43800.2	no descriptionweakly similar to ( 159)AT3G05380| Symbols:  | DNA binding / transcription factor | chr3:1540568-1546145 FORWARDnot assigned	RNA.regulation of transcription.MYB domain transcription factor family	27_3_25

CUST_31944_PI403524517	2	0.077002525	0.46950436	0.03789234	-0.21832943	-0.10746384	-0.037891388	35_9213	"Cluster: Hypothetical protein AT4g39450; n=1; Arabidopsis thaliana|Rep: Hypothetical protein AT4g39450 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9SVB3	"CHR4V7|COORD:18347587..18354695| similar to Os01g0182900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001042222.1); similar to unknown protein [Oryza"	AT4G39450.1	CHR01V5|COORD:4370952..4390885|protein expressed protein	LOC_Os01g08750.2	"no descriptionmoderately similar to ( 477)AT4G39450| Symbols:  | similar to Os01g0182900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001042222.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD67785.1); contains domain gb def: Hypothetical protein AT4g39450 (PTHR13650:SF3); contains domain FAMILY NOT NAMED (PTHR13650) | chr4:18347587-18354695 FORWARDnot assigned"	not assigned.unknown	35_2

CUST_166378_PI403524517	2	-0.10189772	-0.012097836	0.13141394	0.30857563	-0.011601925	0.011601925	35_46351	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_68110_PI403524517	2	0.10723972	-0.17346573	0.035909653	-0.024864197	-0.07413006	0.024864197	35_19462	Rep: Actin regulatory protein - Aspergillus oryzae	UniRef90_Q2U6Q3	CHR1V7|COORD:22496859..22500684| proline-rich family protein	AT1G61080.1	CHR02V5|COORD:2919107..2904355|protein RNA polymerase Rpb1, domain 2 family protein, expressed	LOC_Os02g05880.1	" no descriptionvery weakly similar to (57.0)AT2G40030| Symbols: DRD3, NRPD1b | NRPD1b (nuclear RNA polymerase D 1b); DNA binding / DNA-directed RNA polymerase | chr2:16722167-16730484 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK05648 Drf_FH1 PRK07764 GP38 PRK12323 Totivirus_coat DUF605 DUF1421 PRK07003 Atrophin-1 GRASP55_65 "	RNA.transcription	27_2

CUST_14672_PI399408534	2	0.030918121	0.17403793	-0.030918121	-0.074406624	0.087150574	-0.07121277	35_18238	"Cluster: Remorin protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Remorin protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q67TQ6	CHR1V7|COORD:17133143..17135988| remorin family protein	AT1G45207.2	CHR09V5|COORD:17181866..17187377|protein remorin, C-terminal region family protein, expressed	LOC_Os09g28300.2	no descriptionweakly similar to ( 183)AT1G45207| Symbols:  | remorin family protein | chr1:17133143-17135988 REVERSERemorin_C	RNA.regulation of transcription.unclassified	27_3_99

CUST_62159_PI403524517	2	-0.026103973	0.04650402	-0.10898781	0.035294533	-0.006052971	0.006052971	35_17727	Rep: OSIGBa0130K07.5 protein - Oryza sativa (Rice)	UniRef90_Q01LK2	0	0	CHR04V5|COORD:16365794..16371967|protein expressed protein	LOC_Os04g28040.1	no description	not assigned.unknown	35_2

CUST_40876_PI403524517	2	0.11490822	0.44830513	0.17207909	-0.11490822	-0.14340973	-0.21088457	35_11755	"Cluster: WRKY DNA binding domain containing protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: WRKY DNA binding domain containing protein, exp"	UniRef90_Q2QMN5	"CHR3V7|COORD:1266743..1267697| WRKY39 (WRKY DNA-binding protein 39); transcription factor"	AT3G04670.2	CHR12V5|COORD:25070610..25066933|protein WRKY transcription factor 21, putative, expressed	LOC_Os12g40570.2	no description	not assigned.unknown	35_2

CUST_21029_PI403524517	2	-0.092144966	0.8324156	-0.03799343	0.037992477	-0.16718102	0.1604042	35_6104	"Cluster: Hypothetical protein P0019A05.33; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0019A05.33 - Oryza sativa (japonica cultivar-g"	UniRef90_Q69SV6	"CHR2V7|COORD:14224437..14226119| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G44670.1); similar to Os06g0328800 [Oryza sativa (japonica"	AT2G33570.1	CHR06V5|COORD:12961845..12965526|protein expressed protein	LOC_Os06g22330.1	"no descriptionweakly similar to ( 130)AT2G33570| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G44670.1); similar to Os06g0328800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001057533.1); similar to Os02g0712500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001047907.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD72474.1); contains InterPro domain Protein of unknown function DUF23; (InterPro:IPR008166) | chr2:14224437-14226119 FORWARD"	not assigned.unknown	35_2

CUST_45092_PI403524517	2	0.11304951	0.16473007	0.06569958	-0.065700054	-0.12397671	-0.09606838	35_12926	"Cluster: Os07g0476200 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0476200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D6I4	"CHR2V7|COORD:2429105..2436585| ELF8 (EARLY FLOWERING 8); binding"	AT2G06210.1	CHR07V5|COORD:17243664..17228540|protein TPR repeat nuclear phosphoprotein, putative, expressed	LOC_Os07g29360.1	" no descriptionmoderately similar to ( 291)AT2G06210| Symbols: VIP6, ELF8 | ELF8 (EARLY FLOWERING 8); binding | chr2:2429105-2436585 REVERSEnot assigned "	not assigned.no ontology	35_1

CUST_16925_PI399408534	2	0.021201134	0.39757442	-0.021201134	-0.17791748	-0.09200382	0.13883018	35_18190	"Cluster: Transcriptional regulator, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Transcriptional regulator, putative,"	UniRef90_Q7XC99	CHR1V7|COORD:373694..386682| transcriptional regulator-related	AT1G02080.1	CHR10V5|COORD:21573899..21554731|protein transcription regulator, putative, expressed	LOC_Os10g40780.2	no descriptionhighly similar to ( 744)AT1G02080| Symbols:  | transcriptional regulator-related | chr1:373694-386682 FORWARDnot assigned Not1 CDC39	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_130030_PI403524517	2	-0.029776573	0.26198006	0.33960724	-0.16063976	-0.035336494	0.02977562	35_36520	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_130374_PI403524517	2	0.33869267	0.44782543	0.16975975	-0.16975927	-0.27696943	-0.31108665	35_36612	"Cluster: Elongation factor Tu, domain 2; Translation elongation factor G; n=3; rosids|Rep: Elongation factor Tu, domain 2; Translation elongation factor G - Med"	UniRef90_Q1S824	"CHR1V7|COORD:20971910..20974742| LOS1 (Low expression of osmotically responsive genes 1); translation elongation factor/ translation factor, nucleic acid bindin"	AT1G56070.1	CHR04V5|COORD:1080427..1085754|protein elongation factor 2, putative, expressed	LOC_Os04g02820.3	" no descriptionmoderately similar to ( 281)AT1G56070| Symbols: AT1G56075.1, LOS1 | LOS1 (Low expression of osmotically responsive genes 1); translation elongation factor/ translation factor, nucleic acid binding | chr1:20971910-20974742 REVERSEmoderately similar to ( 280)EF2_BETVUElongation factor 2 - Beta vulgaris (Sugar beet)not assigned not assigned not assigned eEF2_snRNP_like_II PRK07560 FusA eEF2_II_snRNP PRK12740 PRK12739 "	protein.synthesis.elongation	29_2_4

CUST_148389_PI403524517	2	0.0055379868	-0.0055379868	0.077653885	-0.00733757	-0.033082962	0.0055379868	35_41512	"Cluster: Os06g0109500 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0109500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DF82	CHR2V7|COORD:16201717..16203073| haloacid dehalogenase-like hydrolase family protein	AT2G38740.1	CHR06V5|COORD:555548..554637|protein phosphoglycolate phosphatase, plasmid, putative, expressed	LOC_Os06g01990.1	no descriptionvery weakly similar to (98.6)AT2G38740| Symbols:  | haloacid dehalogenase-like hydrolase family protein | chr2:16201717-16203073 REVERSEnot assigned not assigned not assigned COG0637 Gph Hydrolase PRK10725 COG1011 PRK10826 PRK11587 PRK10563	not assigned.no ontology	35_1

CUST_59629_PI403524517	2	0.2118988	-2.5637245	-0.22237921	0.079984665	0.042566776	-0.0425663	35_17002	"Cluster: Putative minichromosome maintenance deficient protein 5; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative minichromosome maintenance deficient"	UniRef90_Q6KAJ4	CHR2V7|COORD:3523376..3527385| minichromosome maintenance family protein / MCM family protein	AT2G07690.1	CHR02V5|COORD:33934669..33930319|protein DNA replication licensing factor MCM5, putative, expressed	LOC_Os02g55410.1	no descriptionnearly identical (1037)AT2G07690| Symbols:  | minichromosome maintenance family protein / MCM family protein | chr2:3523376-3527385 REVERSEmoderately similar to ( 313)MCM3_MAIZEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned MCM MCM2 MCM PRK12323 COG0714 PRK07003 PRK07764 Herpes_BLLF1 APC_basic Atrophin-1 Tymo_45kd_70kd DUF566 Pneumo_att_G	DNA.synthesis/chromatin structure	28_1

CUST_170943_PI403524517	2	0.016596794	0.53077126	-0.015769005	-0.12927437	9.012222E-4	-9.021759E-4	35_47614	"Cluster: Somatic embryogenesis receptor-like kinase 1; n=2; Poa pratensis|Rep: Somatic embryogenesis receptor-like kinase 1 - Poa pratensis (Kentucky bluegrass)"	UniRef90_Q659J0	CHR5V7|COORD:18584173..18586852| leucine-rich repeat transmembrane protein kinase, putative	AT5G45780.1	CHR02V5|COORD:7715738..7710511|protein BRASSINOSTEROID INSENSITIVE 1-associated receptor kinase 1 precursor, putative, expressed	LOC_Os02g14120.1	 no descriptionmoderately similar to ( 317)AT5G45780| Symbols:  | leucine-rich repeat transmembrane protein kinase, putative | chr5:18584173-18586852 REVERSEweakly similar to ( 175)PSKR_DAUCAPhytosulfokine receptor precursor - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TyrKc Pkinase_Tyr PTKc S_TKc S_TKc Pkinase PTKc_Csk_like PTKc_Srm_Brk PTKc_Src_like PTKc_Jak_rpt2 PTKc_EphR PTKc_Jak2_Jak3_rpt2 PTKc_EGFR_like PTKc_Ack_like PTKc_Frk_like PTKc_Met_Ron PTKc_Lck_Blk PTKc_Tec_like PTKc_TrkC PTKc_Lyn SPS1 PTKc_Trk PTKc_Fes_like PTKc_Abl PTKc_InsR_like PTKc_c-ros PTKc_EphR_A2 PTKc_Itk PTKc_DDR PTKc_FGFR PTKc_TrkA PTKc_Syk_like PTKc_RET PTKc_TrkB PTKc_Fyn_Yrk PTKc_Chk PTKc_Tyk2_rpt2 PTKc_Hck PTKc_Btk_Bmx PTKc_Csk PTK_CCK4 PTKc_Yes PTKc_Src PTK_HER3 PTKc_Ror PTKc_Jak1_rpt2 PTKc_Tie2 PTKc_EphR_A PTKc_Musk PTKc_FGFR3 PTKc_ALK_LTK PTKc_PDGFR PTKc_DDR_like PTKc_EphR_B PTKc_Tec_Rlk PTKc_Axl_like PTKc_FGFR1 PTKc_Tie1 PTKc_Fer PTKc_FGFR2 PTKc_FGFR4 PTKc_Fes PTKc_Tie PTKc_EGFR PTKc_Aatyk PTKc_EphR_A10 PTKc_Axl PTKc_HER2 PTKc_HER4 PTKc_InsR PTKc_DDR1 PTKc_Ror1 PTKc_DDR2 PTKc_IGF-1R PTK_Ryk PTKc_Aatyk1_Aatyk3 PTKc_Tyro3 PTK_Jak2_Jak3_rpt1 PTKc_FAK PTKc_CSF-1R PTKc_Syk PTKc_Zap-70 PTKc_VEGFR PTK_Jak_rpt1 PTKc_VEGFR3 	protein.postranslational modification.kinase.receptor like cytoplasmatic kinase VII	29_4_1_57

CUST_90687_PI403524517	2	-0.01840353	0.018404007	0.15886116	0.1868391	-0.4111681	-0.384593	35_25938	"Cluster: Os01g0529800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0529800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JM79	"CHR1V7|COORD:25716544..25718396| CUT1 (CUTICULAR 1); acyltransferase"	AT1G68530.1	CHR01V5|COORD:19386083..19388021|protein 3-ketoacyl-CoA synthase, putative, expressed	LOC_Os01g34560.1	" no descriptionweakly similar to ( 114)AT1G68530| Symbols: CER6, G2, POP1, CUT1 | CUT1 (CUTICULAR 1); acyltransferase | chr1:25717263-25718396 REVERSECHS_like ACP_syn_III_C FabH KAS_III PRK09352 "	lipid metabolism.FA synthesis and FA elongation.beta ketoacyl CoA synthase	11_1_10

CUST_55833_PI403524517	2	0.023346901	-0.5432291	0.016057968	-0.020777702	0.0065107346	-0.006509781	35_15892	"Cluster: Leucine aminopeptidase 2, chloroplast precursor; n=2; Oryza sativa|Rep: Leucine aminopeptidase 2, chloroplast precursor - Oryza sativa (Rice)"	UniRef90_Q6K669	CHR2V7|COORD:10294097..10296530| cytosol aminopeptidase	AT2G24200.1	CHR02V5|COORD:33776827..33773391|protein leucine aminopeptidase 3, chloroplast precursor, putative, expressed	LOC_Os02g55140.1	no descriptionmoderately similar to ( 312)AT2G24200| Symbols:  | cytosol aminopeptidase | chr2:10294097-10296530 REVERSEmoderately similar to ( 336)AMPL2_ORYSAnot assigned PRK00913 Peptidase_M17 Peptidase_M17 PepB PRK05015	protein.degradation	29_5

CUST_59248_PI403524517	2	-0.019896507	0.21784401	0.02665329	-0.19961262	0.019896507	-0.07197857	35_16895	"Cluster: Putative glycyl-tRNA synthetase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative glycyl-tRNA synthetase - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6ZD35	CHR1V7|COORD:10459646..10462765| glycyl-tRNA synthetase / glycine--tRNA ligase	AT1G29880.1	CHR08V5|COORD:26767493..26771791|protein glycyl-tRNA synthetase 1, mitochondrial precursor, putative, expressed	LOC_Os08g42560.1	no descriptionnearly identical (1054)AT1G29880| Symbols:  | glycyl-tRNA synthetase / glycine--tRNA ligase | chr1:10459646-10462765 REVERSEnot assigned not assigned not assigned not assigned GRS1 PRK04173 GlyRS-like_core GlyRS_anticodon tRNA-synt_2b HGTP_anticodon Gly_His_Pro_Ser_Thr_tRS_core ThrS HGTP_anticodon PRK08661 PRK12323 PRK12325 PRK03991 hisS PRK07764 ProRS_anticodon_zinc PRK09194 ProRS_anticodon_short class_II_aaRS-like_core thrS	protein.aa activation	29_1

CUST_87377_PI403524517	2	0.038236618	0.83212185	-0.038236618	-0.13685179	-0.12296581	0.24040222	35_25016	"Cluster: Hypothetical protein P0027G10.62; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0027G10.62 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6H599	0	0	CHR09V5|COORD:12912653..12913862|protein expressed protein	LOC_Os09g21380.1	no description	not assigned.unknown	35_2

CUST_6302_PI403524517	2	-0.18458557	0.0044178963	0.13168144	-0.004418373	0.023326397	-0.17860794	35_1745	Rep: 4-coumarate--CoA ligase 4CL2 - Lolium perenne (Perennial ryegrass)	UniRef90_Q9M7S2	"CHR1V7|COORD:19163315..19165132| 4CL1 (4-COUMARATE:COA LIGASE 1); 4-coumarate-CoA ligase"	AT1G51680.2	CHR06V5|COORD:26948892..26942097|protein 4-coumarate--CoA ligase 1, putative, expressed	LOC_Os06g44620.2	 no descriptionweakly similar to ( 142)AT1G51680| Symbols: 4CL.1, AT4CL1, 4CL1 | 4CL1 (4-COUMARATE:COA LIGASE 1) | chr1:19162748-19165132 REVERSEweakly similar to ( 146)4CL1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned CaiC AMP-binding PRK06178 PRK05605 PRK08276 Acs EntE PRK06164 PRK07684 PRK08316 PRK07656 PRK07786 PRK08314 PRK06087 PRK07059 PRK07529 PRK08279 PRK06187 PRK08315 PRK08162 FAA1 PRK08974 PRK07798 PRK05852 PRK07764 PRK07003 PRK07788 PRK04319 PRK03584 PRK12323 PRK06710 TT_ORF1 	secondary metabolism.phenylpropanoids.lignin biosynthesis.4CL	16_2_1_3

CUST_5742_PI404877155	2	0.1766758	-0.22653961	-0.12759209	-0.024484634	0.024484634	0.20946121	Contig17743_at	unknown protein [Oryza sativa (japonica cultivar-group)] dbj|BAC99648.1| unknown protein [Oryza sativa (japonica cultivar-group)]	BAC99684.1	expressed protein	At4g39840.1	protein expressed protein	Os08g31760	expressed protein	amino acid metabolism.degradation.aspartate family.methionine	13_2_3_4

CUST_76666_PI403524517	2	0.061120987	-0.15296936	-0.09983063	-0.003850937	0.013469696	0.0038518906	35_21978	"Cluster: Putative dolichol-phosphate (Beta-D) mannosyltransferase 2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative dolichol-phosphate (Beta-D) manno"	UniRef90_Q6Z2X5	CHR1V7|COORD:27951949..27952315| dolichol phosphate-mannose biosynthesis regulatory protein-related	AT1G74340.1	0	0	no descriptionweakly similar to ( 122)AT1G74340| Symbols:  | dolichol phosphate-mannose biosynthesis regulatory protein-related | chr1:27951949-27952315 REVERSEnot assigned DPM2	not assigned.no ontology	35_1

CUST_14287_PI404877155	2	0.029273033	0.107839584	-0.04580021	-0.06656742	-0.029273033	0.041280746	Contig8129_at	OJ1092_A07.26 [Oryza sativa (japonica cultivar-group)]	XP_354105.1	abscisic acid-responsive HVA22 family protein	At4g36720.1	protein At4g36720	Os07g38100	NONE	hormone metabolism.abscisic acid.induced-regulated-responsive-activated	17_1_3

CUST_15025_PI404877155	2	-0.008836746	-0.038250923	-0.08019352	0.0088377	0.05496788	0.027697563	Contig8892_at	0	AAP84417.1	flowering time control protein / FCA gamma (FCA)	At4g16280.2	protein RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain), putative	Os09g03610	NONE	hormone metabolism.abscisic acid.signal transduction	17_1_2

CUST_96166_PI403524517	2	0.005095005	-0.005095005	0.04118204	-0.19394732	-0.076021194	0.08329773	35_27474	"Cluster: Paramyosin-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Paramyosin-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q67TZ8	"CHR2V7|COORD:11306643..11309154| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G42880.1); similar to unknown protein [Arabidopsis thaliana]"	AT2G26570.1	CHR09V5|COORD:17308965..17311559|protein paramyosin, putative, expressed	LOC_Os09g28450.1	" no descriptionweakly similar to ( 117)AT2G26570| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G42880.1); similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G33390.1); similar to IMP dehydrogenase/GMP reductase [Medicago truncatula] (GB:ABE88908.1); contains InterPro domain Protein of unknown function DUF827, plant; (InterPro:IPR008545) | chr2:11306643-11309154 FORWARDDUF827 COG1579 TolA "	not assigned.unknown	35_2

CUST_63554_PI403524517	2	0.19854736	0.09614134	-0.09928036	0.12062645	-0.38686657	-0.096141815	35_18145	"Cluster: Hypothetical protein P0708B04.20; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0708B04.20 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6Z8Q9	0	0	CHR08V5|COORD:21492597..21491884|protein conserved hypothetical protein	LOC_Os08g34450.1	no description	not assigned.unknown	35_2

CUST_153635_PI403524517	2	0.25636625	0.26023293	0.1433115	-0.2649331	-0.39945126	-0.1433115	35_42937	Rep: Zeamatin precursor - Zea mays (Maize)	UniRef90_P33679	CHR4V7|COORD:7025121..7026107| ATOSM34 (OSMOTIN 34)	AT4G11650.1	CHR03V5|COORD:25989496..25988565|protein protein P21, putative, expressed	LOC_Os03g46070.1	no descriptionvery weakly similar to (57.4)ZEAM_MAIZEZeamatin precursor - Zea mays (Maize)Thaumatin THN	stress.abiotic	20_2

CUST_135825_PI403524517	2	0.009478569	-0.47521496	-0.038211823	0.17547894	0.22742844	-0.009478569	35_38094	"Cluster: Hypothetical protein OJ1264_A04.17; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1264_A04.17 - Oryza sativa (japonica cultiv"	UniRef90_Q75KL1	"CHR5V7|COORD:9676365..9678288| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G73320.1); similar to hypothetical protein MtrDRAFT_AC150244g5v1"	AT5G27400.1	CHR05V5|COORD:2473000..2477460|protein expressed protein	LOC_Os05g05130.1	no description	not assigned.unknown	35_2

CUST_49099_PI403524517	2	0.08343315	-0.49219894	-0.16072083	0.13462639	0.069714546	-0.06971359	35_14014	"Cluster: 40S ribosomal protein S16; n=2; Oryza sativa|Rep: 40S ribosomal protein S16 - Oryza sativa (Rice)"	UniRef90_P46294	CHR2V7|COORD:3788525..3788965| 40S ribosomal protein S16 (RPS16A)	AT2G09990.1	CHR12V5|COORD:1169460..1168472|protein 40S ribosomal protein S16, putative, expressed	LOC_Os12g03090.1	no descriptionmoderately similar to ( 225)AT2G09990| Symbols:  | 40S ribosomal protein S16 (RPS16A) | chr2:3788525-3788965 FORWARDmoderately similar to ( 279)RS16_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned rps9p Ribosomal_S9 RpsI rpsI PRK12323 rps9 PRK07003 APC_basic Atrophin-1	protein.synthesis.misc ribososomal protein	29_2_2

CUST_129852_PI403524517	2	-0.58764553	0.42644405	-0.09864998	0.13832474	0.011071205	-0.011072159	35_36471	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_84340_PI403524517	2	0.0024843216	0.33838654	-0.046491623	0.09284115	-0.0024843216	-0.09289837	35_24166	"Cluster: Putative F-box protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative F-box protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q84PX1	CHR4V7|COORD:9451766..9453187| hydroxyproline-rich glycoprotein family protein	AT4G16790.1	CHR08V5|COORD:2912328..2914937|protein phloem-specific lectin, putative, expressed	LOC_Os08g05480.1	no description	not assigned.unknown	35_2

CUST_83774_PI403524517	2	-0.017025948	0.034692764	0.0357275	-0.032912254	-0.117910385	0.017025948	35_24013	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_10378_PI403524517	2	0.14535046	0.17507935	-0.02612114	0.023453712	-0.12987518	-0.023452759	35_2928	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_96656_PI403524517	2	0.26844597	0.052698135	-0.14209652	-0.09606075	0.057801247	-0.05269718	35_27607	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_67761_PI403524517	2	-0.02018261	-0.87700176	-0.04483223	0.13297367	0.020181656	0.05442047	35_19359	"Cluster: Chloride channel; n=1; Oryza sativa (japonica cultivar-group)|Rep: Chloride channel - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8LPA2	"CHR5V7|COORD:20305715..20309369| CLC-C (chloride channel C); anion channel/ voltage-gated chloride channel"	AT5G49890.1	CHR02V5|COORD:21155502..21144834|protein chloride channel protein CLC-c, putative, expressed	LOC_Os02g35190.2	" no descriptionhighly similar to ( 518)AT5G49890| Symbols: ATCLC-C, CLC-C | CLC-C (chloride channel C); anion channel/ voltage-gated chloride channel | chr5:20305715-20309369 REVERSEnot assigned not assigned not assigned ClC_6_like ClC_3_like ClC_euk Voltage_CLC ClC_1_like Voltage_gated_ClC EriC EriC CBS_pair_EriC_assoc_euk_bac PRK05277 EriC_like ClC_like CBS "	transport.unspecified anions	34_18

CUST_4793_PI403524517	2	-0.3387847	-0.2852974	0.32033587	0.5637088	0.2852974	-0.61783886	35_1321	"Cluster: Hypothetical protein P0535G04.32-2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0535G04.32-2 - Oryza sativa (japonica cultiv"	UniRef90_Q5VSB5	0	0	CHR06V5|COORD:2262977..2260652|protein expressed protein	LOC_Os06g05120.2	no description	not assigned.unknown	35_2

CUST_132120_PI403524517	2	-0.05761528	0.16253471	0.074991226	0.05761528	-0.18007469	-0.05761528	35_37107	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_178959_PI403524517	2	0.040593147	-0.0013589859	0.0013589859	-0.14374733	0.14758682	-0.052329063	35_49776	"Cluster: Hypothetical protein OJ1354_H07.115; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1354_H07.115 - Oryza sativa (japonica cult"	UniRef90_Q7F240		0	CHR07V5|COORD:8995519..8992346|protein OB-fold nucleic acid binding domain containing protein, expressed	LOC_Os07g15500.1	no description	not assigned.unknown	35_2

CUST_9384_PI403524517	2	-0.402812	0.09173775	0.10053444	-0.09173775	0.09835434	-0.1360569	35_2637	"Cluster: Os07g0678300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0678300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D3M5	"CHR5V7|COORD:313420..314748| ATSR1 (SERINE/THREONINE PROTEIN KINASE 1); kinase"	AT5G01820.1	CHR07V5|COORD:28709056..28711198|protein CBL-interacting serine/threonine-protein kinase 11, putative, expressed	LOC_Os07g48090.1	" no descriptionmoderately similar to ( 287)AT2G30360| Symbols: SIP4, SnRK3.22, PKS5, CIPK11 | CIPK11 (SNF1-RELATED PROTEIN KINASE 3.22, SOS3-INTERACTING PROTEIN 4); kinase | chr2:12944342-12945649 REVERSEmoderately similar to ( 244)CIPK1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase SPS1 Pkinase_Tyr TyrKc PTKc PTKc_Csk_like PTKc_Srm_Brk PRK12678 PTKc_Chk PTKc_Fes_like PTKc_EphR PTKc_ALK_LTK PTKc_Abl PTKc_Ack_like PTKc_FAK PTKc_Fes Herpes_BLLF1 PTKc_EGFR_like PTKc_Jak_rpt2 PTKc_EphR_A2 PRK07003 PTKc_Jak1_rpt2 PTKc_Csk PTKc_InsR_like PTKc_Src_like PTKc_Fer PTKc_Frk_like PTKc_Syk_like PTKc_Tec_Rlk PTKc_Tec_like PTKc_Trk PTKc_Lck_Blk PTKc_EphR_A PTKc_Hck PTKc_Lyn PTKc_EphR_B PTKc_Fyn_Yrk PTKc_Tyk2_rpt2 PRK12323 AF-4 PTKc_TrkC PTKc_Btk_Bmx PTKc_Jak2_Jak3_rpt2 PRK07764 Atrophin-1 PTKc_Itk PTKc_Met_Ron PTKc_Ror1 PTKc_TrkB PTKc_Src infB PTKc_Yes APC_basic PTKc_EphR_A10 PTKc_Axl_like SerH PTKc_Zap-70 PTKc_PDGFR PTKc_TrkA PTKc_EGFR PTKc_Musk PTKc_c-ros PTKc_Ror PTKc_Tyro3 Tymo_45kd_70kd PTKc_DDR PTKc_InsR PTK_Ryk PTK_Jak_rpt1 PTKc_Ror2 Pneumo_att_G PTKc_HER4 DUF566 HPC2 "	protein.postranslational modification	29_4

CUST_75743_PI403524517	2	-0.24509907	0.027600288	-0.027601242	0.16140842	0.16467094	-0.054862976	35_21713	Rep: Peroxidase 19 precursor - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_O22959	CHR2V7|COORD:14391993..14393609| peroxidase, putative	AT2G34060.1	CHR08V5|COORD:26416963..26413904|protein peroxidase 73 precursor, putative, expressed	LOC_Os08g42030.1	 no descriptionmoderately similar to ( 201)AT2G34060| Symbols:  | peroxidase, putative | chr2:14391993-14393609 FORWARDweakly similar to ( 107)PERX_TOBACLignin-forming anionic peroxidase precursor - Nicotiana tabacum (Common tobacco)not assigned secretory_peroxidase plant_peroxidase peroxidase ascorbate_peroxidase 	misc.peroxidases	26_12

CUST_67902_PI403524517	2	0.04679966	-0.38628864	0.20431662	0.036678314	-0.036678314	-0.29024506	35_19401	Rep: H0215F08.3 protein - Oryza sativa (Rice)	UniRef90_Q01KC7	"CHR2V7|COORD:17899022..17901517| ATPAO2 (POLYAMINE OXIDASE 2); amine oxidase"	AT2G43020.1	CHR04V5|COORD:31455535..31450153|protein lysine-specific histone demethylase 1, putative, expressed	LOC_Os04g53190.2	no descriptionnot assigned	not assigned.unknown	35_2

CUST_167266_PI403524517	2	0.053147316	-0.46332932	-0.005792618	-0.028271675	0.06793213	0.005792618	35_46590	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_90430_PI403524517	2	-0.22646618	0.13210487	0.35653782	0.14884949	-0.13210487	-0.1740551	35_25863	0	0	CHR3V7|COORD:8063070..8064482| leucine-rich repeat family protein / extensin family protein	AT3G22800.1	0	0	no description	not assigned.unknown	35_2

CUST_41896_PI403524517	2	0.11119509	-0.0063500404	0.0063495636	-0.07264519	0.13354301	-0.3775854	35_12039	"Cluster: Hypothetical protein P0516F12.15; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0516F12.15 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6H6M2	"CHR1V7|COORD:23148171..23149013| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G12450.1); similar to hypothetical protein [Oryza sativa (japonica"	AT1G62520.1	CHR02V5|COORD:26785006..26784122|protein conserved hypothetical protein	LOC_Os02g44280.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_169776_PI403524517	2	-0.5985861	0.028778076	0.40493965	-0.028777122	0.5004797	-0.5941658	35_47290	"Cluster: Lysine Decarboxylase, putative; n=2; Oryza sativa (japonica cultivar-group)|Rep: Lysine Decarboxylase, putative - Oryza sativa (japonica cultivar-group"	UniRef90_Q10EN9	"CHR2V7|COORD:15631332..15633913| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G53450.1); similar to Conserved hypothetical protein 730 [Medicago"	AT2G37210.1	CHR03V5|COORD:27892585..27898122|protein carboxy-lyase, putative	LOC_Os03g49050.1	"no descriptionweakly similar to ( 182)AT2G37210| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G53450.1); similar to Conserved hypothetical protein 730 [Medicago truncatula] (GB:ABE89044.1); contains InterPro domain Conserved hypothetical protein 730; (InterPro:IPR005269) | chr2:15631332-15633913 REVERSEnot assigned Lysine_decarbox COG1611"	not assigned.unknown	35_2

CUST_53884_PI403524517	2	0.13637447	-0.5409546	-0.057003975	-0.0010795593	0.0010786057	0.10620403	35_15331	"Cluster: Probable histone H2A.2; n=4; Oryza sativa|Rep: Probable histone H2A.2 - Oryza sativa (Rice)"	UniRef90_Q6ZL42	CHR1V7|COORD:18930616..18931111| histone H2A, putative	AT1G51060.1	CHR07V5|COORD:21590798..21592570|protein histone H2A.3, putative, expressed	LOC_Os07g36140.1	" no descriptionweakly similar to ( 107)AT5G54640| Symbols: HTA1, RAT5 | RAT5 (RESISTANT TO AGROBACTERIUM TRANSFORMATION 5); DNA binding | chr5:22213766-22214505 FORWARDweakly similar to ( 114)H2A7_WHEATProtein H2A.7 - Triticum aestivum (Wheat)not assigned not assigned H2A H2A HTA1 Histone "	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_12463_PI404877155	2	0.8192148	-0.8599968	-0.37959766	0.43634367	0.37959814	-0.6374016	Contig620_at	Photosystem I reaction center subunit V, chloroplast precursor (PSI-G) (Photosystem I 9 kDa protein) pir||S20937 photosystem I chain V precu	Q00327	photosystem I reaction center subunit V, chloroplast, putative / PSI-G, putative (PSAG)	At1g55670.1	protein photosystem i reaction center subunit v, chloroplast precursor (psi-g)(photosystem i 9 k	Os09g30340	Photosystem I reaction center subunit V, chloroplast	PS.lightreaction.photosystem I.PSI polypeptide subunits	1_01_02_02

CUST_11095_PI404877155	2	0.07858944	-1.3235435	-0.07859039	0.51120853	0.6147022	-0.07859039	Contig4809_at	cold acclimation protein WCOR825 - wheat (fragment) gb|AAB18206.1| cold acclimation protein WCOR825 [Triticum aestivum]	T06808	dehydrin family protein	At1g54410.1	protein putative dehydrin (having alternative splicing products)	Os03g45280	receptor-like protein kinase PRK1/protein induced by water stress	signalling.receptor kinases.misc	30_2_99

CUST_3489_PI403524517	2	0.13078022	-0.23573017	-0.1189785	0.03568554	-0.035686493	0.12880707	35_952	Rep: AtSUG1 protein - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q9C5U3	"CHR5V7|COORD:6752146..6754920| ATSUG1; ATPase"	AT5G19990.1	CHR02V5|COORD:5923654..5918931|protein 26S protease regulatory subunit 8, putative, expressed	LOC_Os02g11050.1	"no descriptionhighly similar to ( 705)AT5G19990| Symbols: ATSUG1 | ATSUG1; ATPase | chr5:6752146-6754920 FORWARDmoderately similar to ( 333)PRS7_PRUPE26S protease regulatory subunit 7 - Prunus persica (Peach)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned RPT1 PRK03992 SpoVK HflB AAA hflB COG1223 AAA AAA PRK04195 COG0714 MGS1"	protein.degradation.ubiquitin.proteasom	29_5_11_20

CUST_29961_PI403524517	2	0.00505352	-0.005054474	-0.021946907	0.031841278	-0.0534544	0.055252075	35_8649	"Cluster: Putative transcription repressor HOTR; n=1; Hordeum vulgare|Rep: Putative transcription repressor HOTR - Hordeum vulgare (Barley)"	UniRef90_O81990	"CHR5V7|COORD:22981610..22983467| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G56770.1); similar to transcripteion factor [Vicia faba var. minor]"	AT5G56780.1	CHR07V5|COORD:23843763..23840811|protein transcription repressor HOTR, putative, expressed	LOC_Os07g39800.1	"no descriptionvery weakly similar to (97.8)AT5G56780| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G56770.1); similar to transcripteion factor [Vicia faba var. minor] (GB:CAA66483.1) | chr5:22981610-22983467 REVERSE"	DNA.synthesis/chromatin structure	28_1

CUST_51245_PI403524517	2	0.022314072	0.5691347	9.536743E-4	-0.06602764	-9.54628E-4	-0.023760796	35_14610	"Cluster: Ubiquitin-conjugating enzyme E2-17 kDa 1; n=8; Magnoliophyta|Rep: Ubiquitin-conjugating enzyme E2-17 kDa 1 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_P25865	"CHR1V7|COORD:4927289..4928131| UBC1 (UBIQUITIN CARRIER PROTEIN 1); ubiquitin-protein ligase"	AT1G14400.2	CHR07V5|COORD:3592193..3584407|protein ubiquitin-conjugating enzyme E2-17 kDa, putative, expressed	LOC_Os07g07240.1	" no descriptionmoderately similar to ( 300)AT1G14400| Symbols: ATUBC1, UBC1 | UBC1 (UBIQUITIN CARRIER PROTEIN 1); ubiquitin-protein ligase | chr1:4927289-4928131 REVERSEmoderately similar to ( 313)UBC2_WHEATUbiquitin-conjugating enzyme E2-17 kDa - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG5078 UQ_con UBCc UBCc "	protein.degradation.ubiquitin.E2	29_5_11_3

CUST_66403_PI403524517	2	-0.010435104	0.19917393	0.10506439	-0.105041504	0.010434151	-0.090340614	35_18962	"Cluster: Hypothetical protein OSJNBa0091P11.11; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0091P11.11 - Oryza sativa (japonica"	UniRef90_Q8S7V4	CHR1V7|COORD:26122196..26123239| structural constituent of ribosome	AT1G69485.1	CHR03V5|COORD:3690220..3692366|protein ribosomal protein L32 containing protein, expressed	LOC_Os03g07290.1	no descriptionweakly similar to ( 108)AT1G69485| Symbols:  | structural constituent of ribosome | chr1:26122196-26123239 REVERSE	not assigned.unknown	35_2

CUST_21267_PI403524517	2	0.16978931	1.6170392	-0.21156216	-0.16978979	-0.24592733	0.36962557	35_6168	Rep: B0103C08-B0602B01.18 protein - Oryza sativa (Rice)	UniRef90_Q01H85	CHR2V7|COORD:7700938..7701636| similar to Os04g0560700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001053549.1)	AT2G17710.1	CHR04V5|COORD:27865144..27866758|protein expressed protein	LOC_Os04g47310.1	no description	not assigned.unknown	35_2

CUST_44002_PI403524517	2	1.13487244E-4	0.8192558	0.06355667	-0.2009325	-1.13487244E-4	-0.06768513	35_12629	"Cluster: OSJNBb0006N15.9 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBb0006N15.9 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XMJ0	CHR3V7|COORD:9149792..9151075| mitochondrial import inner membrane translocase subunit Tim17/Tim22/Tim23 family protein	AT3G25120.1	CHR04V5|COORD:18188169..18184215|protein mitochondrial import inner membrane translocase subunit Tim17 family protein, expressed	LOC_Os04g30740.1	no descriptionweakly similar to ( 105)AT3G25120| Symbols:  | mitochondrial import inner membrane translocase subunit Tim17/Tim22/Tim23 family protein | chr3:9149792-9151075 REVERSETim17	protein.targeting.mitochondria	29_3_2

CUST_63705_PI403524517	2	0.06531429	0.06962013	-0.06531429	-0.09738827	-0.08759022	0.10444832	35_18188	"Cluster: Putative UVB-resistance protein UVR8; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative UVB-resistance protein UVR8 - Oryza sativa (japonica cu"	UniRef90_Q8LHR6	CHR3|COORD:962004..968156| ankyrin repeat family protein / regulator of chromosome condensation (RCC1) family protein, similar to hect domain and RLD 2 GB:NP_00	AT3G03790.1	CHR07V5|COORD:3497632..3490276|protein regulator of chromosome condensation, RCC1, putative, expressed	LOC_Os07g07080.1	no descriptionweakly similar to ( 154)AT3G03790| Symbols:  | ankyrin repeat family protein / regulator of chromosome condensation (RCC1) family protein | chr3:963202-967864 FORWARD	cell.division	31_2

CUST_23345_PI403524517	2	0.08607674	-0.36646557	0.08516216	-0.08516312	0.09136009	-0.14829683	35_6784	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_149168_PI403524517	2	-0.5900955	0.32073545	0.09406853	-0.017100334	0.017100334	-0.34998083	35_41728	"Cluster: IQ calmodulin-binding motif family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: IQ calmodulin-binding motif family protein, exp"	UniRef90_Q10L99		0	CHR03V5|COORD:13581669..13584129|protein SF16-like protein, putative, expressed	LOC_Os03g23960.1	no description	not assigned.unknown	35_2

CUST_109829_PI403524517	2	-0.0965085	0.39050436	0.0965085	1.0350151	-0.1625452	-0.19076824	35_31209	Rep: Catalase isozyme 1 - Hordeum vulgare (Barley)	UniRef90_P55307	"CHR4V7|COORD:16701110..16703220| CAT2 (CATALASE 2); catalase"	AT4G35090.2	CHR06V5|COORD:30943198..30947367|protein catalase isozyme B, putative, expressed	LOC_Os06g51150.2	"no descriptionvery weakly similar to (65.1)AT4G35090| Symbols: CAT2 | CAT2 (CATALASE 2); catalase | chr4:16701110-16703220 REVERSEvery weakly similar to (72.0)CATA2_WHEATCatalase - Triticum aestivum (Wheat)"	redox.dismutases and catalases	21_6

CUST_3795_PI399408534	2	0.011518478	0.5363178	0.17031765	-0.05561161	-0.011519432	-0.026637077	35_16440	Rep: Ethylene responsive factor - Oryza sativa (Rice)	UniRef90_O24176	"CHR1V7|COORD:24738361..24741029| ETR1 (ETHYLENE RESPONSE 1); two-component response regulator"	AT1G66340.1	CHR03V5|COORD:28123424..28118981|protein ethylene receptor, putative, expressed	LOC_Os03g49500.2	" no descriptionhighly similar to ( 823)AT1G66340| Symbols: EIN1, ETR, ETR1 | ETR1 (ETHYLENE RESPONSE 1); two-component response regulator | chr1:24738361-24741029 FORWARDhighly similar to ( 862)ETR1_MALDOEthylene receptor - Malus domestica (Apple) (Malus sylvestris)not assigned PRK11107 BaeS PRK11091 PRK10841 PRK11466 PRK09959 KdpD VicK HATPase_c PRK09303 HATPase_c PRK11100 PRK11360 HATPase_c GAF COG4251 HisKA HisKA PRK10618 PRK09835 PRK10549 phoR COG4191 PRK10604 HisKA GAF NtrB PRK10490 PRK10364 cpxA CitA envZ COG4192 PRK10337 "	hormone metabolism.ethylene.signal transduction	17_5_2

CUST_12500_PI403524517	2	0.15028286	-0.9702673	-0.26515484	0.26454353	0.08434963	-0.08434868	35_3566	Rep: Hypothetical protein - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q8LAS5	CHR1V7|COORD:11537552..11539736| membrane protein, putative	AT1G32080.1	CHR10V5|COORD:22749385..22745679|protein lrgB-like family protein, expressed	LOC_Os10g42780.1	 no descriptionhighly similar to ( 551)AT1G32080| Symbols:  | membrane protein, putative | chr1:11537552-11539736 REVERSELrgB LrgB PRK04288 PRK10711 	not assigned.no ontology	35_1

CUST_33455_PI403524517	2	0.12311649	0.24205017	-0.26477337	0.012652397	-0.30229187	-0.012652397	35_9647	"Cluster: Putative MA3 domain-containing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative MA3 domain-containing protein - Oryza sativa (japonic"	UniRef90_Q6YPF2	CHR1V7|COORD:11399903..11405702| actin binding	AT1G31810.1	CHR08V5|COORD:1120096..1114782|protein topoisomerase-like protein, putative, expressed	LOC_Os08g02690.1	no description	not assigned.unknown	35_2

CUST_2483_PI404877155	2	0.37168026	-1.0354996	-0.57773685	0.08347511	0.14842987	-0.08347607	Contig12869_at	putative ZF-HD homeobox protein [Oryza sativa (japonica cultivar-group)] dbj|BAD17515.1| putative ZF-HD homeobox protein [Oryza sativa (japo	XP_450932.1	zinc finger homeobox family protein / ZF-HD homeobox family protein	At5g65410.1	protein ZF-HD protein dimerisation region, putative	Os09g29130	homeobox protein	RNA.regulation of transcription.zf-HD	27_3_80

CUST_58896_PI403524517	2	-0.09223938	-0.45801163	0.08637619	-0.086377144	0.1394949	0.09378815	35_16802	"Cluster: Putative aminopeptidase M; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative aminopeptidase M - Oryza sativa (japonica"	UniRef90_Q6Z6L4	CHR4V7|COORD:15965918..15970421| APM1 (Aberrant peroxisome morphology 1)	AT4G33090.1	CHR02V5|COORD:6599222..6606542|protein puromycin-sensitive aminopeptidase, putative, expressed	LOC_Os02g12650.2	 no descriptionvery weakly similar to (97.8)AT4G33090| Symbols: ATAPM1, APM1 | APM1 (Aberrant peroxisome morphology 1) | chr4:15965918-15970421 REVERSEnot assigned 	protein.degradation.metalloprotease	29_5_7

CUST_39226_PI403524517	2	0.6056042	-0.069114685	0.2831397	0.069114685	-0.28989363	-0.4982624	35_11281	"Cluster: Hypothetical protein OSJNBb0059G13.8; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0059G13.8 - Oryza sativa (japonica cu"	UniRef90_Q75IX2	CHR3V7|COORD:21381913..21384098| zinc finger (C2H2 type) protein (WIP2)	AT3G57670.1	CHR03V5|COORD:17170611..17168457|protein expressed protein	LOC_Os03g30150.1	no description	not assigned.unknown	35_2

CUST_9044_PI404877155	2	-0.35066414	0.69614506	-0.30483055	0.19782734	0.33317566	-0.19782734	Contig2825_at	putative trehalose-phosphatase [Oryza sativa (japonica cultivar-group)]	BAC99626.1	trehalose-6-phosphate phosphatase, putative	At1g35910.1	protein trehalose-phosphatase, putative	Os08g31630	"trehalose-6-phosphate phosphatase, putative, similar to trehalose-6-phosphate phosphatase (AtTPPB) (Arabidopsis thaliana) GI:2944180; contains Pfam profile PF02358: Trehalose-phosphatase"	minor CHO metabolism.trehalose.TPP	3_2_2

CUST_5979_PI404877155	2	0.012271881	-0.1145134	-0.1065197	0.11053276	0.08189392	-0.012272835	Contig18207_at	OSJNBa0036B21.18 [Oryza sativa (japonica cultivar-group)] ref|XP_472738.1| OSJNBa0036B21.18 [Oryza sativa (japonica cultivar-group)]	CAD40900.2	aldose 1-epimerase family protein	At3g47800.1	protein Aldose 1-epimerase	Os04g38530	putative aldose 1-epimerase	minor CHO metabolism.others	3_5

CUST_516_PI404877155	2	0.0810194	0.08782673	0.006269455	-0.12732601	-0.081433296	-0.0062704086	Contig10424_at	putative GTPase activating protein [Oryza sativa (japonica cultivar-group)] gb|AAP54640.1| putative GTPase activating protein [Oryza sativa	NP_922353.1	RabGAP/TBC domain-containing protein	At5g41940.1	protein putative GTPase activating protein	Os10g37410	"RabGAP/TBC domain-containing protein, similar to GTPase activating protein (Yarrowia lipolytica) GI:2370595; contains Pfam profile PF00566: TBC domain"	signalling.G-proteins	30_5

CUST_10361_PI403524517	2	0.0764246	0.37220383	-0.046341896	-0.185606	-0.07303333	0.046341896	35_2922	"Cluster: Hypothetical protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XXP5	CHR5V7|COORD:1471699..1473771| sad1/unc-84 protein-related	AT5G04990.1	CHR05V5|COORD:10866071..10862720|protein sad1-unc84-like protein, putative, expressed	LOC_Os05g18770.1	no descriptionmoderately similar to ( 245)AT3G10730| Symbols:  | sad1/unc-84-like 2 family protein | chr3:3358561-3360527 REVERSEnot assigned Sad1_UNC	not assigned.no ontology	35_1

CUST_972_PI404877155	2	-0.43684673	0.27522278	0.13080692	-0.03936577	-0.2755785	0.03936577	Contig10984_at	P0501G01.24 [Oryza sativa (japonica cultivar-group)]	NP_917762.1	ceramidase family protein	At2g38010.1	protein Neutral/alkaline nonlysosomal ceramidase	Os01g43520	0	lipid metabolism.'exotics' (steroids, squalene etc).sphingolipids	11_8_1

CUST_2545_PI404877155	2	0.12951756	-0.15473747	-0.14655781	-0.010748863	0.028993607	0.010749817	Contig12950_at	0	BAD07794.1	ARID/BRIGHT DNA-binding domain-containing protein	At2g17410.1	protein ARID/BRIGHT DNA binding domain, putative	Os02g48370	ARID/BRIGHT DNA-binding domain-containing protein, contains Pfam profile PF01388: ARID/BRIGHT DNA binding domain or  ARID/BRIGHT DNA-binding domain-containing protein, contains Pfam profile PF01388: ARID/BRIGHT DNA binding domain	RNA.regulation of transcription.AT-rich interaction domain containing transcription factor family	27_3_38

CUST_58874_PI403524517	2	0.13618755	-0.59319067	-4.4822693E-5	-0.093658924	0.11461067	4.386902E-5	35_16797	"Cluster: Putative MAWD binding protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative MAWD binding protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q9SDD7	CHR4V7|COORD:1268952..1270508| catalytic	AT4G02860.1	CHR01V5|COORD:9114227..9111379|protein phenazine biosynthesis protein, putative, expressed	LOC_Os01g16146.1	no descriptionmoderately similar to ( 265)AT4G02860| Symbols:  | catalytic | chr4:1268952-1270508 REVERSEnot assigned not assigned not assigned not assigned PhzC-PhzF COG0384 PRK10281	not assigned.no ontology	35_1

CUST_85698_PI403524517	2	-0.47395802	0.35593224	0.59226227	-0.65856934	0.01992035	-0.019921303	35_24544	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_2867_PI404877155	2	-0.07725906	-0.058306694	-0.024037361	0.1439867	0.07732582	0.024037361	Contig13271_at	unknown protein [Oryza sativa (japonica cultivar-group)] gb|AAL58188.1| unknown protein [Oryza sativa (japonica cultivar-group)] gb|AAP55163	NP_922877.1	shikimate kinase-related	At2g35500.1	protein expressed protein	Os10g42700	shikimate kinase-related, low similarity to shikimate kinase precursor from Lycopersicon esculentum (SP:Q00497)	amino acid metabolism.synthesis.aromatic aa.chorismate.shikimate kinase	13_1_6_1_5

CUST_88705_PI403524517	2	0.0012230873	0.42554998	0.31926775	-0.0012235641	-0.19254065	-0.64536333	35_25386	"Cluster: Putative nodulin-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative nodulin-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69JG4	CHR4V7|COORD:16642549..16644764| nodulin family protein	AT4G34950.1	CHR09V5|COORD:21114157..21110443|protein nodulin-like protein, putative, expressed	LOC_Os09g36600.2	no descriptionmoderately similar to ( 222)AT4G34950| Symbols:  | nodulin family protein | chr4:16642549-16644764 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned Nodulin-like PRK12323 PRK07764 TT_ORF1	development.unspecified	33_99

CUST_70145_PI403524517	2	0.0025224686	0.22686768	-0.09622955	-0.14101219	0.02320671	-0.0025234222	35_20078	"Cluster: Speckle-type POZ protein-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Speckle-type POZ protein-like protein - Oryza sativa (japonica"	UniRef90_Q7F241	CHR4V7|COORD:5375888..5376919| BTB/POZ domain-containing protein	AT4G08455.1	CHR07V5|COORD:8987429..8991157|protein TD and POZ domain-containing protein 1, putative, expressed	LOC_Os07g15490.1	no descriptionmoderately similar to ( 221)AT4G08455| Symbols:  | BTB/POZ domain-containing protein | chr4:5375888-5376919 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned BTB BTB PRK12323 PRK07003 PRK07764 PRK08853 APC_basic Tymo_45kd_70kd HpaP	protein.degradation.ubiquitin.E3.BTB/POZ Cullin3.BTB/POZ	29_5_11_4_5_2

CUST_28757_PI403524517	2	0.1976819	-0.08461857	0.114450455	0.0010576248	-0.067610264	-0.001057148	35_8305	"Cluster: OSIGBa0138H21-OSIGBa0138E01.15 protein; n=2; Oryza sativa|Rep: OSIGBa0138H21-OSIGBa0138E01.15 protein - Oryza sativa (Rice)"	UniRef90_Q01HY1	CHR4V7|COORD:11840328..11841455| protease inhibitor/seed storage/lipid transfer protein (LTP) family protein	AT4G22470.1	CHR04V5|COORD:32381244..32384323|protein expressed protein	LOC_Os04g54820.1	no descriptionvery weakly similar to (52.8)AT5G64830| Symbols:  | programmed cell death 2 C-terminal domain-containing protein | chr5:25932137-25933300 REVERSEnot assigned not assigned not assigned not assigned not assigned PRK12323 PRK07003 FAP PRK07764 Atrophin-1 PRK12678 Tymo_45kd_70kd	not assigned.no ontology	35_1

CUST_12532_PI404877155	2	-0.2224598	0.013635635	-0.010290146	0.1932993	0.010289192	-0.030388832	Contig6274_at	putative pyrophosphate--fructose-6-phosphate1 phosphotransferase [Oryza sativa (japonica cultivar-group)] dbj|BAB89469.1| putative pyrophosp	NP_916022.1	phosphofructokinase family protein	At4g26270.1	protein Phosphofructokinase, putative	Os01g53680	pyrophosphate--fructose-6-phosphate1 phosphotransferase	glycolysis.PPFK	4_04

CUST_122192_PI403524517	2	0.11844921	0.057920456	-0.080467224	0.004858017	-0.2951126	-0.004858017	35_34490	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_86420_PI403524517	2	0.63012695	0.10532856	-0.053308487	0.053308487	-0.2368989	-0.14270115	35_24748	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10Q16	"CHR5V7|COORD:2534721..2540087| similar to dentin sialophosphoprotein-related [Arabidopsis thaliana] (TAIR:AT5G07970.1); similar to dentin"	AT5G07940.1	CHR03V5|COORD:5886818..5896168|protein expressed protein	LOC_Os03g11460.1	"no descriptionvery weakly similar to (52.0)AT5G07940| Symbols:  | similar to dentin sialophosphoprotein-related [Arabidopsis thaliana] (TAIR:AT5G07970.1); similar to dentin sialophosphoprotein-related [Arabidopsis thaliana] (TAIR:AT5G07980.1); similar to Conserved Unknown protein [Oryza sativa] (GB:AAK51589.1); similar to Os03g0213300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001049361.1); similar to Unknown protein [Oryza sativa] (GB:AAK92566.1) | chr5:2534721-2540087 FORWARDARG80"	not assigned.unknown	35_2

CUST_42474_PI403524517	2	-0.020977974	-0.12761688	0.02097702	0.0849762	0.2440939	-0.16839123	35_12205	"Cluster: Os05g0391500 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0391500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DIG5	CHR1V7|COORD:2895262..2899290| glycoside hydrolase family 2 protein	AT1G09010.1	CHR05V5|COORD:18927734..18936628|protein mannosylglycoprotein endo-beta-mannosidase, putative, expressed	LOC_Os05g32530.1	no descriptionmoderately similar to ( 437)AT1G09010| Symbols:  | glycoside hydrolase family 2 protein | chr1:2895262-2899290 REVERSEmoderately similar to ( 455)EBM_LILLOMannosylglycoprotein endo-beta-mannosidase - Lilium longiflorum (Trumpet lily)	misc.gluco-, galacto- and mannosidases	26_3

CUST_1994_PI404877155	2	0.037143707	-0.13684845	-0.047813416	-0.034664154	0.034664154	0.04845524	Contig12250_at	putative DIP2 protein [Triticum aestivum]	CAE53910.1	RNA and export factor-binding protein, putative	At5g37720.1	protein DIP2 protein, putative	Os06g14470	NONE	RNA.RNA binding	27_4

CUST_43765_PI403524517	2	0.04724598	0.6115732	-0.059654236	-0.17950249	0.01499939	-0.01499939	35_12560	"Cluster: Os01g0530500 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0530500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JM75	0	0	CHR01V5|COORD:19427004..19422364|protein retrotransposon protein, putative, Ty1-copia subclass, expressed	LOC_Os01g34630.1	no description	not assigned.unknown	35_2

CUST_22296_PI403524517	2	-0.96690464	1.2564573	0.7768488	-0.9624758	-0.046432495	0.046432495	35_6476	"Cluster: Hypothetical protein P0541H01.26; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0541H01.26 - Oryza sativa (japonica cultivar-g"	UniRef90_Q9LWT3	CHR1V7|COORD:22496859..22500684| proline-rich family protein	AT1G61080.1	CHR06V5|COORD:829762..827718|protein expressed protein	LOC_Os06g02410.1	no descriptionnot assigned not assigned not assigned not assigned not assigned PRK12323 PRK07764 Totivirus_coat PRK06958	not assigned.unknown	35_2

CUST_4078_PI404877155	2	0.33913803	-1.8310809	-1.1279173	-0.067154884	0.174263	0.067154884	Contig14870_at	putative trehalose-6-phosphate phosphatase [Oryza sativa (japonica cultivar-group)] gb|AAP54952.1| putative trehalose-6-phosphate phosphatas	NP_922665.1	trehalose-6-phosphate phosphatase, putative	At4g12430.1	protein putative trehalose-6-phosphate phosphatase	Os10g40550	trehalose-6-phosphate phosphatase (TPPA), identical to trehalose-6-phosphate phosphatase (AtTPPA) (Arabidopsis thaliana) GI:2944178 or  trehalose-6-phosphate phosphatase (TPPA), identical to trehalose-6-phosphate phosphatase (AtTPPA) (Arabidopsis thaliana	minor CHO metabolism.trehalose.TPP	3_2_2

CUST_19403_PI403524517	2	-0.47813702	-0.79163074	0.3703003	0.16418171	0.5412836	-0.16418266	35_5624	"Cluster: Hypothetical protein P0665A11.26; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0665A11.26 - Oryza sativa (japonica cultivar-g"	UniRef90_Q94EE1	"CHR1V7|COORD:30144090..30144878| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G15810.1); similar to Os01g0771000 [Oryza sativa (japonica"	AT1G80120.1	CHR01V5|COORD:32862760..32861705|protein expressed protein	LOC_Os01g56450.1	"no descriptionweakly similar to ( 136)AT3G15810| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G80120.1); similar to Os01g0771000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001044381.1); similar to hypothetical protein-like protein [Sorghum bicolor] (GB:AAO16702.1); similar to Os05g0510100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001056006.1); contains InterPro domain Protein of unknown function DUF567; (InterPro:IPR007612) | chr3:5348061-5349185 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF567 PRK12678 infB PRK12323 PRK07003 PRK07764 PRK05648 TT_ORF1 Atrophin-1 FAP Protamine_P1 HPC2 DUF1421 Tymo_45kd_70kd Drf_FH1 Extensin_2 PRK09169 DUF1509 PRK09111 Umbravirus_LDM Gag_spuma Herpes_BLLF1"	not assigned.unknown	35_2

CUST_18018_PI403524517	2	0.07720947	0.51768017	-0.22088051	-0.1496849	0.0032949448	-0.003293991	35_5204	"Cluster: Putative leucine-rich repeat protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative leucine-rich repeat protein - Oryza sativa (japonica cu"	UniRef90_Q8S7M7	CHR4V7|COORD:16846536..16848453| leucine-rich repeat family protein	AT4G35470.1	CHR10V5|COORD:22361103..22365459|protein protein lap4, putative, expressed	LOC_Os10g42190.2	no descriptionmoderately similar to ( 397)AT4G35470| Symbols:  | leucine-rich repeat family protein | chr4:16846536-16848453 FORWARDvery weakly similar to (89.7)RPK1_IPONIReceptor-like protein kinase precursor - Ipomoea nil (Japanese morning glory) (Pharbitis nil)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG4886 PRK12323 PRK07764 Drf_FH1 tatB Extensin_2 PRK07003 Tymo_45kd_70kd PRK05648 Atrophin-1 FAP TT_ORF1 Totivirus_coat DUF1421 PRK06958 HpaP MFMR TonB Herpes_UL51 DUF605 PRK11633 PRK09111 DUF1210 DedD Protamine_P1 GRP PRK10819 PRK12438 COG5373 Transformer	stress.biotic	20_1

CUST_102835_PI403524517	2	-0.20464039	-0.110963345	0.009606838	0.0325675	-0.009607315	0.040385246	35_29326	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_12082_PI404877155	2	-0.075489044	0.044324875	-0.005455017	-0.020813942	0.023503304	0.0054559708	Contig5800_at	OSJNBa0086B14.23 [Oryza sativa (japonica cultivar-group)] ref|XP_472681.1| OSJNBa0086B14.23 [Oryza sativa (japonica cultivar-group)]	CAD40850.1	cryptochrome 1 apoprotein (CRY1) / flavin-type blue-light photoreceptor (HY4)	At4g08920.1	protein FAD binding domain of DNA photolyase, putative	Os04g37920	NONE	signalling.light	30_11

CUST_42764_PI403524517	2	0.19032574	-0.06958914	0.06972313	-0.0027093887	-0.10442686	0.0027098656	35_12283	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_61057_PI403524517	2	-0.04452133	0.14392376	-0.045321465	0.044520378	-0.23241234	0.06865406	35_17416	Rep: Protein kinase - Triticum aestivum (Wheat)	UniRef90_Q6L6R7	CHR4V7|COORD:8256445..8259930| protein kinase family protein	AT4G14350.2	CHR05V5|COORD:25256571..25248577|protein serine/threonine-protein kinase 38-like, putative, expressed	LOC_Os05g43570.3	no descriptionhighly similar to ( 760)AT4G14350| Symbols:  | protein kinase family protein | chr4:8256349-8259930 REVERSEweakly similar to ( 156)G11A_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase SPS1 Pkinase_Tyr TyrKc PTKc PTKc_Jak_rpt2 PTKc_Lyn PTKc_Fes_like PTKc_Jak2_Jak3_rpt2 PTKc_Syk_like PTKc_Jak1_rpt2 PTKc_Lck_Blk PTKc_Tec_Rlk PTKc_c-ros PTKc_FAK PTKc_Fer PTKc_Src_like PTKc_Csk_like PTKc_Trk PTKc_Tec_like PTKc_Zap-70 PTKc_Syk PTKc_Tyk2_rpt2 PTKc_Btk_Bmx PTKc_Frk_like PTKc_InsR_like PTKc_Fes PTKc_Srm_Brk PTK_CCK4 PTKc_Ror PTKc_EphR PTKc_Hck PTKc_DDR PTKc_Abl PTKc_PDGFR PTKc_DDR_like PTKc_Fyn_Yrk PTKc_EphR_B PTKc_Csk PTKc_Yes PTKc_TrkB PTKc_EphR_A PTKc_Src PTKc_TrkA PTKc_Itk PTKc_Axl_like PTKc_EphR_A2 PTKc_Musk PTKc_Ack_like	protein.postranslational modification	29_4

CUST_3011_PI404877155	2	0.06080532	0.35717106	0.066773415	-0.06152153	-0.09878445	-0.060804367	Contig13430_s_at	Paa2 P-type ATPase [Arabidopsis thaliana]	AAP55720.1	ATPase E1-E2 type family protein / haloacid dehalogenase-like hydrolase family protein / heavy-metal-associated	At5g21930.1	protein copper-translocating P-type ATPase, putative	Os03g08070	"ATPase E1-E2 type family protein / haloacid dehalogenase-like hydrolase family protein / heavy-metal-associated domain-containing protein, contains InterPro accession IPR001757: ATPase, E1-E2 type; contains Pfam profiles PF00403: Heavy-metal-associated do"	transport.metal	34_12

CUST_32223_PI399408534	2	0.053413868	-0.05341339	0.31138897	-0.21926641	0.11562157	-0.43755293	35_23815	"Cluster: Putative GTPase activating protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative GTPase activating protein - Oryza sativa (japonica"	UniRef90_Q69NG6	CHR5V7|COORD:21778150..21780308| RabGAP/TBC domain-containing protein	AT5G53570.1	CHR09V5|COORD:20720655..20715932|protein GTPase activator protein of Rab-like small GTPases-like protein, putative, expressed	LOC_Os09g35960.1	no descriptionweakly similar to ( 133)AT5G53570| Symbols:  | RabGAP/TBC domain-containing protein | chr5:21778150-21780308 REVERSEnot assigned not assigned TT_ORF1	signalling.G-proteins	30_5

CUST_8388_PI404877155	2	-0.03348875	-0.09055233	0.258924	0.03348875	-0.038187504	0.08941555	Contig24832_at	Triose phosphate/phosphate translocator, non-green plastid, chloroplast precursor (CTPT) pir||T14438 phosphate/triose-phosphate translocator	P52178	triose phosphate/phosphate translocator, putative	At5g33320.1	protein Similar to glucose-6-phosphate/phosphate-translocator precursor homolog - maize	Os01g07730	triose phosphate/phosphate translocator, putative, similar to SWISS-PROT:P52178 triose phosphate/phosphate translocator (Cauliflower) {Brassica oleracea}	transport.metabolite transporters at the envelope membrane	34_8

CUST_13979_PI404877155	2	0.21237469	-0.44342518	-0.1960268	0.03745842	0.0035181046	-0.0035171509	Contig7734_at	ESTs C99174(E10437),D22295(C10709) correspond to a region of the predicted gene.~Similar to Arabidopsis thaliana BAC	BAA82391.1	KH domain-containing protein / zinc finger (CCCH type) family protein	At3g12130.1	protein Zinc finger C-x8-C-x5-C-x3-H type (and similar), putative	Os02g10080	gi|5441893|dbj|BAA82391.1| ESTs C99174(E10437),D22295(C10709) correspond to a region of the predicted gene	RNA.regulation of transcription.C3H zinc finger family	27_3_12

CUST_75263_PI403524517	2	-0.44137764	-1.2048359	0.8334198	0.43049526	1.0060358	-0.43049526	35_21571	"Cluster: AAA-type ATPase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: AAA-type ATPase-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5Z6G1	CHR3V7|COORD:10716973..10718475| AAA-type ATPase family protein	AT3G28580.1	CHR06V5|COORD:29185300..29183364|protein cell Division Protein AAA ATPase family, putative, expressed	LOC_Os06g48250.1	no descriptionmoderately similar to ( 241)AT3G28580| Symbols:  | AAA-type ATPase family protein | chr3:10716973-10718475 FORWARDvery weakly similar to (60.8)PRS7_SPIOL26S protease regulatory subunit 7 - Spinacia oleracea (Spinach)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned AAA RPT1 SpoVK PRK07003 PRK12323 PRK03992 PRK12678 infB Atrophin-1 HflB PRK07764 hflB Tymo_45kd_70kd Pneumo_att_G Herpes_BLLF1 DUF566 PRK04195	protein.degradation.AAA type	29_5_9

CUST_98603_PI403524517	2	0.32576418	0.85216856	0.12950754	-0.12950706	-0.4358921	-0.31780243	35_28148	"Cluster: Pumilio-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Pumilio-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K9R1	"CHR2V7|COORD:12538469..12542137| APUM3 (ARABIDOPSIS PUMILIO 3); RNA binding"	AT2G29140.1	CHR02V5|COORD:35156719..35162500|protein RNA binding protein, putative, expressed	LOC_Os02g57390.1	"no descriptionvery weakly similar to (51.6)AT2G29140| Symbols: APUM3 | APUM3 (ARABIDOPSIS PUMILIO 3); RNA binding | chr2:12538469-12542137 FORWARDNABP"	not assigned.no ontology.pumilio/Puf RNA-binding domain-containing protein	35_1_12

CUST_16752_PI404877155	2	-0.0066490173	0.036411285	-0.037879944	-0.018024445	0.0066490173	0.08291912	HF23D07r_x_at	0	0	0	0	protein glycine-rich RNA-binding protein, putative	Os02g11750	glycine-rich RNA-binding protein/NF-X1  T01688	RNA.RNA binding	27_4

CUST_88726_PI403524517	2	0.14017105	0.65614605	-0.13882637	-0.3989339	-0.4280033	0.13882637	35_25391	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_10925_PI403524517	2	-0.32934046	1.2325964	0.6625066	0.0059723854	-0.0059728622	-0.9223404	35_3088	"Cluster: Branched-chain amino acid aminotransferase; n=2; Triticeae|Rep: Branched-chain amino acid aminotransferase - Hordeum vulgare (Barley)"	UniRef90_Q70KX9	CHR1V7|COORD:18558309..18560462| aminotransferase class IV family protein	AT1G50090.1	CHR03V5|COORD:6927108..6930457|protein branched-chain-amino-acid aminotransferase, putative, expressed	LOC_Os03g12890.2	"no descriptionmoderately similar to ( 273)AT3G49680| Symbols: ATBCAT-3 | ATBCAT-3; branched-chain-amino-acid transaminase/ catalytic | chr3:18433753-18436458 FORWARDnot assigned not assigned not assigned PRK06606 BCAT_beta_family Aminotran_4 PLPDE_IV IlvE D-AAT_like PRK08320 PRK07544 ADCL_like PRK06680 PRK06092 PRK07650 PRK07849 PRK12479 PRK12400 PRK07003"	amino acid metabolism.synthesis.branched chain group.common.branched-chain amino acid aminotransferase	13_1_4_1_4

CUST_89631_PI403524517	2	0.048568726	0.04287529	-0.0774889	-0.042876244	-0.049203873	0.075647354	35_25642	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_160821_PI403524517	2	-0.26799917	-0.27649736	0.11209822	0.107747555	0.19545794	-0.107747555	35_44874	"Cluster: Hypothetical protein OSJNBa0080E19.35; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0080E19.35 - Oryza sativa (japonica"	UniRef90_Q67V82		0	CHR06V5|COORD:7092926..7095195|protein expressed protein	LOC_Os06g12960.1	no description	not assigned.unknown	35_2

CUST_83853_PI403524517	2	0.07990408	0.59781885	0.0941515	-0.33512592	-0.43725014	-0.07990408	35_24037	"Cluster: Spotted leaf protein 11, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Spotted leaf protein 11, putative, expressed - Oryza sat"	UniRef90_Q10NB2	CHR3V7|COORD:17135091..17137524| armadillo/beta-catenin repeat family protein / U-box domain-containing family protein	AT3G46510.1	CHR03V5|COORD:9308458..9314139|protein spotted leaf protein 11, putative, expressed	LOC_Os03g16824.1	no descriptionweakly similar to ( 168)AT3G46510| Symbols:  | armadillo/beta-catenin repeat family protein / U-box domain-containing family protein | chr3:17135091-17137524 REVERSEweakly similar to ( 184)SPL11_ORYSA	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_21746_PI403524517	2	-7.677078E-4	0.31567574	0.03976822	-0.112906456	-0.10966778	7.677078E-4	35_6312	"Cluster: Putative cdc2 protein kinase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative cdc2 protein kinase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6I5Y0	"CHR5V7|COORD:3221716..3224675| CDKC;1 (CYCLIN-DEPENDENT KINASE C;1); kinase"	AT5G10270.1	CHR01V5|COORD:42556396..42559489|protein serine/threonine-protein kinase bur1, putative, expressed	LOC_Os01g72790.1	"no descriptionhighly similar to ( 634)AT5G10270| Symbols: CDKC;1 | CDKC;1 (CYCLIN-DEPENDENT KINASE C;1); kinase | chr5:3221716-3224675 REVERSEmoderately similar to ( 271)CDC21_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase SPS1 Pkinase_Tyr TyrKc PTKc PTKc_Jak_rpt2 PTKc_Src_like PTKc_Tyk2_rpt2 PTKc_Jak2_Jak3_rpt2 PTKc_Jak1_rpt2 PTKc_Tec_like PTKc_Frk_like PTKc_Srm_Brk PTKc_Fyn_Yrk PTKc_Trk PTKc_Btk_Bmx PTKc_Src PTKc_Ror PTKc_Lck_Blk PTKc_Fes_like PTKc_EphR PTKc_Tec_Rlk PTKc_Csk_like PTKc_TrkA PTKc_TrkB PTKc_Lyn PTKc_Abl PTKc_Yes PTKc_FGFR PTKc_Chk PTKc_DDR PTKc_Hck PTKc_DDR_like PTKc_Itk PTKc_Fes PTKc_EphR_A PTKc_EphR_A2 PTKc_InsR_like PTKc_FGFR2 PTKc_Ack_like PTKc_DDR2 PTKc_TrkC PTKc_FGFR1 PTKc_EphR_B PTKc_Musk PTKc_FGFR3 PTKc_Csk PTKc_DDR1 PTKc_Met_Ron PTKc_PDGFR PTKc_FAK PTKc_Ror1 PTKc_FGFR4 PTK_CCK4 PTKc_Syk_like PTKc_Ror2 PTKc_Fer PTK_Ryk PTKc_Axl_like PTKc_EGFR_like PTKc_RET DUF566 PTKc_Tyro3 PTKc_EphR_A10 PTKc_Tie1 PTKc_ALK_LTK PTKc_Tie2 PTKc_c-ros PTKc_Syk PTKc_Axl PTKc_VEGFR2 PTKc_HER4 PTKc_VEGFR3"	protein.postranslational modification	29_4

CUST_74850_PI403524517	2	0.05164528	-0.16763306	-0.06686878	0.0050468445	-0.0050468445	0.0076007843	35_21460	"Cluster: Similar to probable ATP-dependent RNA helicase-fission yeast; n=1; Oryza sativa (japonica cultivar-group)|Rep: Similar to probable ATP-dependent RNA he"	UniRef90_Q53NR4	CHR1V7|COORD:13089972..13097056| DEAD/DEAH box helicase, putative	AT1G35530.1	CHR11V5|COORD:4018571..4030383|protein type III restriction enzyme, res subunit family protein, expressed	LOC_Os11g07870.1	 no descriptionvery weakly similar to (79.7)AT1G35530| Symbols:  | DEAD/DEAH box helicase, putative | chr1:13089972-13097056 FORWARD	DNA.synthesis/chromatin structure	28_1

CUST_44373_PI403524517	2	0.1382885	0.69489384	-0.13550425	-0.36394644	-0.43117905	0.13550472	35_12731	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_97067_PI403524517	2	-0.008621216	0.08076668	0.16177082	-0.06790352	0.008620262	-0.2575493	35_27721	"Cluster: Alanine aminotransferase 2; n=2; Poaceae|Rep: Alanine aminotransferase 2 - Hordeum vulgare (Barley)"	UniRef90_P52894	"CHR1V7|COORD:27237299..27240233| ALAAT2 (ALANINE AMINOTRANSFERASE 2); alanine transaminase"	AT1G72330.1	CHR10V5|COORD:12636433..12642866|protein alanine aminotransferase 2, putative, expressed	LOC_Os10g25130.1	no descriptionweakly similar to ( 101)AT1G72330| Symbols: ALAAT2 | ALAAT2 (ALANINE AMINOTRANSFERASE 2) | chr1:27237299-27239853 FORWARDweakly similar to ( 149)ALA2_HORVUAlanine aminotransferase 2 - Hordeum vulgare (Barley)not assigned	amino acid metabolism.synthesis.central amino acid metabolism.alanine.alanine aminotransferase	13_1_1_3_1

CUST_50639_PI403524517	2	0.21510696	-0.73088837	-0.12921906	0.10746288	-0.02544117	0.025440216	35_14452	Rep: Histone H1 - Triticum aestivum (Wheat)	UniRef90_P27806	CHR2V7|COORD:13052437..13053344| histone H1.2	AT2G30620.1	CHR03V5|COORD:33243431..33244916|protein histone H1, putative, expressed	LOC_Os03g58470.1	no descriptionvery weakly similar to (83.2)AT2G30620| Symbols:  | histone H1.2 | chr2:13052437-13053344 FORWARDweakly similar to ( 132)H1_WHEATHistone H1 - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned H15 H15 Linker_histone Tymo_45kd_70kd tolA PRK12323 PRK00708 HC2 TolA Extensin_2 TolA PRK07764 APC_basic PRK12678 PRK09169 HPC2 PRK07003 Atrophin-1 PRK12372 DUF1421 DUF566 AF-4 PRK07735 EriC Transformer PRK05035 KAR9 COG0730 FimV PRK05648 Glutenin_hmw Gag_spuma DUF1509 infB PUCC PRK10819 Treacle PRK12373	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_67547_PI403524517	2	0.14212799	-0.5736656	-0.30272484	0.08566666	0.030481339	-0.030480385	35_19292	"Cluster: Putative senescence-associated protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative senescence-associated protein - Oryza sativa (japonic"	UniRef90_Q75GB5	CHR3V7|COORD:7991834..7992812| senescence-associated protein-related	AT3G22550.1	CHR03V5|COORD:26109643..26106267|protein expressed protein	LOC_Os03g46260.1	no descriptionweakly similar to ( 118)AT3G22550| Symbols:  | senescence-associated protein-related | chr3:7991834-7992812 REVERSEnot assigned not assigned	development.unspecified	33_99

CUST_177480_PI403524517	2	-0.3791976	0.48013163	0.4340601	0.011926174	-0.43479443	-0.011926651	35_49369	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_757_PI404877155	2	-1.5256653	0.14720249	-0.08254242	0.7231312	-0.34375954	0.082541466	Contig10718_at	putative GA 2-oxidase [Oryza sativa (japonica cultivar-group)] dbj|BAB90150.1| gibberellin 2-oxidase [Oryza sativa (japonica cultivar-group)	NP_916185.1	gibberellin 2-oxidase / GA2-oxidase (GA2OX1)	At1g78440.1	protein oxidoreductase, 2OG-Fe(II) oxygenase family, putative	Os01g55240	2-oxo glutarate-dependent dioxygenase, GA 2 oxidase	hormone metabolism.gibberelin.synthesis-degradation.GA2 oxidase	17_6_1_13

CUST_24470_PI399408534	2	-0.012307167	0.094368935	0.012307167	-0.13824272	-0.13475418	0.11279869	35_13055	Rep: Histidine kinase - Zea mays (Maize)	UniRef90_Q2ACC1	CHR1V7|COORD:9487767..9492014| AHK3 (ARABIDOPSIS HISTIDINE KINASE 3)	AT1G27320.1	CHR02V5|COORD:30817676..30823639|protein histidine kinase 1, putative, expressed	LOC_Os02g50480.1	no descriptionweakly similar to ( 198)AT1G27320| Symbols: AHK3 | AHK3 (ARABIDOPSIS HISTIDINE KINASE 3) | chr1:9487767-9492014 FORWARDvery weakly similar to (62.8)ETR1_TOBACEthylene receptor - Nicotiana tabacum (Common tobacco)not assigned REC PRK11107 Response_reg REC CheY AtoC PRK11091 PRK11361 OmpR PRK10841 pleD COG3437 CitB PleD PRK10365 TtrR PRK11466 COG4753 PRK10610	hormone metabolism.cytokinin.signal transduction	17_4_2

CUST_144829_PI403524517	2	0.29831266	0.046711445	0.02673006	-0.02673006	-0.06374931	-0.061194897	35_40561	"Cluster: Os05g0239200 protein; n=4; Oryza sativa (japonica cultivar-group)|Rep: Os05g0239200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DJR2		0	CHR05V5|COORD:8462108..8458139|protein transposon protein, putative, unclassified, expressed	LOC_Os05g14940.1	no descriptionnot assigned ZnF_BED	not assigned.unknown	35_2

CUST_126098_PI403524517	2	-1.9227238	0.5964546	1.2155304	0.07565403	-0.07565498	-0.68445253	35_35499	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_159307_PI403524517	2	0.10582781	-0.15706873	-0.026307106	0.026307106	0.13356352	-0.28542423	35_44465	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_160256_PI403524517	2	-0.033746243	0.102142334	-0.07709646	0.025758266	-0.021426678	0.021426678	35_44720	"Cluster: Glucosyltransferase, putative; n=1; Oryza sativa (japonica cultivar-group)|Rep: Glucosyltransferase, putative - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7G4F3	CHR2V7|COORD:12881783..12883199| UDP-glucoronosyl/UDP-glucosyl transferase family protein	AT2G30150.1	CHR10V5|COORD:6495066..6496856|protein UDP-glycosyltransferase/ transferase, transferring glycosyl groups, putative	LOC_Os10g12120.1	no descriptionvery weakly similar to (90.5)AT2G30150| Symbols:  | UDP-glucoronosyl/UDP-glucosyl transferase family protein | chr2:12881783-12883199 FORWARD	misc.UDP glucosyl and glucoronyl transferases	26_2

CUST_65777_PI403524517	2	-5.6266785E-5	0.3814106	-0.1431961	-0.063446045	0.009741783	5.722046E-5	35_18788	"Cluster: Phosphoribulokinase/uridine kinase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Phosphoribulokinase/uridine kinase-like - Oryza sativa"	UniRef90_Q5QLG3	CHR1V7|COORD:30222224..30224676| phosphoribulokinase/uridine kinase-related	AT1G80380.2	CHR01V5|COORD:28453423..28457125|protein protein Kinase C630.09c, putative, expressed	LOC_Os01g48990.1	no descriptionhighly similar to ( 518)AT1G80380| Symbols:  | phosphoribulokinase/uridine kinase-related | chr1:30222787-30224676 FORWARDnot assigned not assigned COG4240 UMPK_like PRK Udk	PS.photorespiration.glycerate kinase	1_2_7

CUST_13465_PI404877155	2	0.098241806	-0.10412598	-0.0024375916	0.0024375916	-0.07722664	0.069761276	Contig72_s_at	0	BAD06281.1	dihydrolipoamide S-acetyltransferase, putative	At3g13930.1	protein pyruvate dehydrogenase complex dihydrolipoamide acetyltransferase	Os06g01630	ESTs AU033004(S0924),C74754(E50863) correspond to a region of the predicted gene	TCA / org. transformation.TCA.pyruvate DH.E2	8_1_01_02

CUST_127535_PI403524517	2	0.30223894	-0.17334747	0.077886105	-0.07788658	-0.41845942	0.31687307	35_35868	"Cluster: Os06g0556300 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os06g0556300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DBK3		0	CHR06V5|COORD:17076764..17079195|protein F-box domain containing protein	LOC_Os06g29740.1	no description	not assigned.unknown	35_2

CUST_83017_PI403524517	2	0.065431595	-0.554266	-0.20940399	0.004983902	-0.004983902	0.039943695	35_23805	Rep: SRPK4 - Oryza sativa (Rice)	UniRef90_Q8W306	CHR5V7|COORD:7631106..7633106| protein kinase family protein	AT5G22840.1	CHR03V5|COORD:30753722..30757825|protein ATP binding protein, putative, expressed	LOC_Os03g53720.1	no descriptionvery weakly similar to (83.2)AT5G22840| Symbols:  | protein kinase family protein | chr5:7631106-7633106 REVERSEnot assigned	protein.postranslational modification	29_4

CUST_17036_PI404877155	2	-0.07633114	-0.054901123	0.08726025	0.054901123	-0.1386776	0.18736649	HS08H14u_s_at	putative vacuolar proton-ATPase subunit 1 [Oryza sativa (japonica cultivar-group)]	NP_915358.1	vacuolar proton ATPase, putative	At2g28520.1	protein vacuolar proton-ATPase subunit, putative	Os01g61780	NONE	transport.p- and v-ATPases	34_1

CUST_156648_PI403524517	2	0.3950777	0.7209239	-0.14614487	-0.03704357	-0.2395668	0.037043095	35_43750	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_2858_PI403524517	2	-0.70112467	0.027000427	-0.02699995	0.4474702	0.34302425	-0.5688658	35_782	"Cluster: Amino acid transporter, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Amino acid transporter, putative, expressed - Oryza sativ"	UniRef90_Q2QWV1	"CHR1V7|COORD:29080095..29082146| AAP3 (amino acid permease 3); amino acid permease"	AT1G77380.1	CHR12V5|COORD:4145607..4143539|protein amino acid transporter, putative, expressed	LOC_Os12g08130.1	"no descriptionmoderately similar to ( 360)AT5G09220| Symbols: AAP2 | AAP2 (AMINO ACID PERMEASE 2); amino acid permease | chr5:2866868-2868864 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Aa_trans DUF566 PRK12323 SdaC Herpes_BLLF1"	transport.amino acids	34_3

CUST_118624_PI403524517	2	-0.5197458	0.3422184	0.33731174	8.5258484E-4	-8.535385E-4	-0.17741585	35_33582	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_17745_PI404877155	2	-0.38869	0.70233536	-0.07637596	0.5123615	-0.2413826	0.07637596	HV10O20u_x_at	0	0	0	0	0	0	Glyceraldehyde 3-phosphate dehydrogenase, cytosolic pir	glycolysis.glyceraldehyde 3-phosphate dehydrogenase	4_09

CUST_158541_PI403524517	2	0.10245371	-0.11122227	0.15244389	0.26054573	-0.12992954	-0.10245371	35_44258	"Cluster: Carnitine racemase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Carnitine racemase-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q9LEA0	CHR1V7|COORD:24364834..24365556| enoyl-CoA hydratase/isomerase family protein	AT1G65520.1	CHR01V5|COORD:5770102..5770994|protein carnitine racemase like protein, putative, expressed	LOC_Os01g10830.1	no description	not assigned.unknown	35_2

CUST_94748_PI403524517	2	0.22129726	0.5958719	-0.22129726	-0.32249832	-0.5790167	0.34942055	35_27082	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QR54	"CHR1V7|COORD:11787331..11788083| similar to TPD1 (TAPETUM DETERMINANT 1) [Arabidopsis thaliana] (TAIR:AT4G24972.1); similar to Unknown protein [Oryza"	AT1G32583.1	CHR12V5|COORD:16982369..16984821|protein TPD1, putative, expressed	LOC_Os12g28750.1	"no descriptionvery weakly similar to (67.0)AT1G32583| Symbols:  | similar to TPD1 (TAPETUM DETERMINANT 1) [Arabidopsis thaliana] (TAIR:AT4G24972.1); similar to Unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAM18153.1); similar to Os12g0472500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001066753.1) | chr1:11787331-11788083 FORWARD"	not assigned.unknown	35_2

CUST_50311_PI403524517	2	7.1430206E-4	0.19468594	-0.02276516	-7.1430206E-4	-0.032138824	0.0014638901	35_14352	Rep: H0305E08.3 protein - Oryza sativa (Rice)	UniRef90_Q01IK8	CHR4V7|COORD:10275928..10278502| leucine-rich repeat family protein / extensin family protein	AT4G18670.1	CHR04V5|COORD:23412891..23410951|protein F-box domain containing protein, expressed	LOC_Os04g39660.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07003 DUF295 Herpes_BLLF1 Tymo_45kd_70kd PRK07764 TT_ORF1 Pneumo_att_G PRK08770 APC_basic KAR9 Herpes_UL32	not assigned.unknown	35_2

CUST_18966_PI404877155	2	-0.030347824	-0.34955406	-0.068920135	0.05465126	0.030345917	0.05060196	HY02C19u_at	0	0	0	0	0	0	NONE	mitochondrial electron transport / ATP synthesis.F1-ATPase	9_9

CUST_12012_PI403524517	2	0.011212349	-0.095962524	0.042484283	-0.087179184	-0.011213303	0.08698273	35_3418	"Cluster: MYB28 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: MYB28 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8GUA0	CHR1V7|COORD:6024952..6027217| DNA-binding protein, putative	AT1G17520.1	CHR01V5|COORD:29732470..29738221|protein single myb histone 4, putative, expressed	LOC_Os01g51154.2	no descriptionvery weakly similar to (74.7)AT1G72740| Symbols:  | DNA-binding family protein / histone H1/H5 family protein | chr1:27384161-27386349 REVERSEvery weakly similar to (55.8)H1_MAIZEHistone H1 - Zea mays (Maize)H15	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_178219_PI403524517	2	-0.20394564	0.39119768	-0.06818628	0.39726686	0.06818628	-0.24368143	35_49565	"Cluster: Os12g0595000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os12g0595000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IM66	CHR5V7|COORD:13911171..13914051| EXS family protein / ERD1/XPR1/SYG1 family protein	AT5G35730.1	CHR12V5|COORD:24947521..24942252|protein EXS, C-terminal, putative, expressed	LOC_Os12g40340.1	no descriptionweakly similar to ( 181)AT5G35730| Symbols:  | EXS family protein / ERD1/XPR1/SYG1 family protein | chr5:13911171-13914051 FORWARDnot assigned COG5409	transport.phosphate	34_7

CUST_10433_PI404877155	2	-0.50440407	-0.22879314	0.3569584	0.14375782	0.088332176	-0.088332176	Contig4186_at	unknown protein [Oryza sativa (japonica cultivar-group)]	BAD01195.1	expressed protein	At3g17860.1	protein ZIM motif, putative	Os09g23660	gi|15221205|ref|NP_175283.1| hypothetical protein	RNA.regulation of transcription.C2C2(Zn) GATA transcription factor family	27_3_09

CUST_10055_PI404877155	2	-1.7025671	0.16684294	0.7511487	0.12437391	-0.12437391	-0.73260546	Contig3772_at	putative beta-tonoplast intrinsic protein [Oryza sativa (japonica cultivar-group)] gb|AAG13544.1| putative beta-tonoplast intrinsic protein	NP_922119.1	tonoplast intrinsic protein, alpha / alpha-TIP (TIP3.1)	At1g73190.1	protein putative beta-tonoplast intrinsic protein	Os10g35050	tonoplast membrane integral protein ZmTIP3-1	transport.Major Intrinsic Proteins.TIP	34_19_2

CUST_34606_PI399408534	2	-0.24163437	0.09784794	0.035305977	-0.035305977	0.046660423	-0.06676006	35_13970	"Cluster: ADP-ribosylation factor-like protein; n=6; Viridiplantae|Rep: ADP-ribosylation factor-like protein - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9LYJ3	"CHR3V7|COORD:23063262..23064520| ATARFA1E (ADP-ribosylation factor A1E); GTP binding / phospholipase activator/ protein binding"	AT3G62290.1	CHR05V5|COORD:23977428..23973918|protein ADP-ribosylation factor, putative, expressed	LOC_Os05g41060.1	"no descriptionmoderately similar to ( 359)AT3G62290| Symbols: ATARFA1E | ATARFA1E (ADP-ribosylation factor A1E); GTP binding / phospholipase activator/ protein binding | chr3:23063262-23064520 FORWARDmoderately similar to ( 364)ARF2_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned ARF Arf1_5_like Arf Arf6 Arf_Arl Arl1 Arl5_Arl8 ARD1 Arl2 Arl3 ARLTS1 Arl4_Arl7 Arl6 Sar1 Arfrp1 Arl10_like Arl9_Arfrp2_like Arl2l1_Arl13_like SAR Ras_like_GTPase COG1100 SR_beta Rab Rab18 COG2229 Ras RAB Rab8_Rab10_Rab13_like SRPRB Rab1_Ypt1 Rab21 G-alpha G-alpha G_alpha Rab5_related RabA_like Rab4 Rab36_Rab34 Rab27A Rab26 Rab35 Obg RJL"	protein.targeting.secretory pathway.unspecified	29_3_4_99

CUST_75035_PI403524517	2	-0.012546539	0.9102764	0.51076984	-0.8672757	-0.09218359	0.0125460625	35_21509	Rep: Adagio-like protein 3 - Oryza sativa (Rice)	UniRef90_Q2R2W1	"CHR1V7|COORD:25512400..25514360| FKF1 (FLAVIN-BINDING KELCH DOMAIN F BOX PROTEIN); ubiquitin-protein ligase"	AT1G68050.1	CHR11V5|COORD:19686055..19681205|protein adagio protein 1, putative, expressed	LOC_Os11g34460.1	" no descriptionmoderately similar to ( 408)AT1G68050| Symbols: ADO3, FKF1 | FKF1 (FLAVIN-BINDING KELCH DOMAIN F BOX PROTEIN); ubiquitin-protein ligase | chr1:25512400-25514360 FORWARDhighly similar to ( 515)ADO3_ORYSAnot assigned not assigned not assigned PRK07764 Drf_FH1 "	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_179704_PI403524517	2	-0.013322353	0.6375928	0.18955517	0.0133218765	-0.02463293	-0.3832159	35_49975	"Cluster: Selenium-binding protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Selenium-binding protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5VS19		0	CHR06V5|COORD:625096..622447|protein F-box domain containing protein, expressed	LOC_Os06g02100.1	no description	not assigned.unknown	35_2

CUST_182331_PI403524517	2	-0.26528454	1.9317122	-0.245677	0.6696358	-0.49742794	0.245677	35_50688	"Cluster: Putative nematode-resistance protein; n=1; Hordeum vulgare|Rep: Putative nematode-resistance protein - Hordeum vulgare (Barley)"	UniRef90_Q9FUH4	"CHR3V7|COORD:20728509..20729795| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G40000.1); similar to putative Hs1pro-1-like receptor [Glycine max]"	AT3G55840.1	CHR01V5|COORD:37271442..37269445|protein nematode-resistance protein, putative, expressed	LOC_Os01g63690.1	" no descriptionvery weakly similar to (85.1)AT3G55840| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G40000.1); similar to putative Hs1pro-1-like receptor [Glycine max] (GB:AAG44839.1); contains InterPro domain Hs1pro-1, C-terminal; (InterPro:IPR009743); contains InterPro domain Hs1pro-1, N-terminal; (InterPro:IPR009869) | chr3:20728509-20729795 REVERSEHs1pro-1_C PRK07764 PRK12323 "	not assigned.unknown	35_2

CUST_15582_PI403524517	2	-0.0011196136	0.8101053	0.0011196136	0.03924656	-0.036948204	-0.13480377	35_4497	"Cluster: Immunophilin-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Immunophilin-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q67VQ6	CHR3V7|COORD:3930340..3930900| similar to Os06g0484500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001057659.1)	AT3G12345.1	CHR06V5|COORD:16503516..16504370|protein FKBP-type peptidyl-prolyl cis-trans isomerase, putative, expressed	LOC_Os06g28950.1	no descriptionvery weakly similar to (68.6)AT3G12345| Symbols:  | similar to Os06g0484500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001057659.1) | chr3:3930340-3930900 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07764 PRK07003 DUF1421	not assigned.unknown	35_2

CUST_80509_PI403524517	2	-0.27016068	0.04663372	-0.21533203	0.06575155	-0.011152744	0.011152744	35_23089	"Cluster: Hypothetical protein OSJNBb0005F01.21; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0005F01.21 - Oryza sativa (japonica"	UniRef90_Q8H858	CHR1V7|COORD:9167770..9170782| agenet domain-containing protein	AT1G26540.1	CHR10V5|COORD:6320164..6317266|protein expressed protein	LOC_Os10g11820.1	no descriptionvery weakly similar to (54.7)AT1G26540| Symbols:  | agenet domain-containing protein | chr1:9167770-9170782 REVERSEDUF724	not assigned.no ontology.agenet domain-containing protein	35_1_2

CUST_74021_PI403524517	2	0.089975834	0.26236582	0.10462284	-0.4289646	-0.2164154	-0.08997631	35_21228	Rep: OSJNBa0006A01.8 protein - Oryza sativa (Rice)	UniRef90_Q7F9L6	"CHR1V7|COORD:11663442..11666017| NHL8 (NDR1/HIN1-like 8); protein binding / zinc ion binding"	AT1G32340.1	CHR04V5|COORD:29787791..29792297|protein RWD domain containing protein, expressed	LOC_Os04g50720.1	"no descriptionmoderately similar to ( 370)AT1G32340| Symbols: NHL8 | NHL8 (NDR1/HIN1-like 8); protein binding / zinc ion binding | chr1:11663442-11666017 REVERSEnot assigned not assigned not assigned RWD RWD IBR IBR"	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_21294_PI403524517	2	0.24203491	0.0063991547	-0.037036896	-0.0064001083	-0.465405	0.2562275	35_6178	Rep: Putative dex1 protein - Oryza sativa (Rice)	UniRef90_Q94GE4	CHR3V7|COORD:2782917..2787557| DEX1 (DEFECTIVE IN EXINE FORMATION 1)	AT3G09090.1	CHR03V5|COORD:34618911..34627015|protein DEX1, putative, expressed	LOC_Os03g61050.1	no descriptionmoderately similar to ( 300)AT3G09090| Symbols: DEX1 | DEX1 (DEFECTIVE IN EXINE FORMATION 1) | chr3:2782917-2787557 REVERSE	not assigned.no ontology	35_1

CUST_153574_PI403524517	2	0.024089813	1.082407	0.023143768	-0.26183128	-0.053723335	-0.023142815	35_42919	"Cluster: Os06g0115200 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0115200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DF49	"CHR1V7|COORD:28205827..28207680| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G19370.1); similar to hypothetical protein [Oryza sativa (japonica"	AT1G75140.1	CHR06V5|COORD:856987..854756|protein expressed protein	LOC_Os06g02480.1	" no descriptionweakly similar to ( 174)AT1G75140| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G19370.1); similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:BAC22202.1); contains InterPro domain Cytochrome cd1-nitrite reductase-like, C-terminal haem d1; (InterPro:IPR011048); contains InterPro domain WD40-like; (InterPro:IPR011046) | chr1:28205827-28207680 REVERSE"	not assigned.unknown	35_2

CUST_7267_PI403524517	2	0.20658875	0.032613754	0.08248711	-0.27891922	-0.032614708	-0.1262455	35_2019	"Cluster: Hydroxyproline-rich glycoprotein DZ-HRGP precursor; n=1; Volvox carteri f. nagariensis|Rep: Hydroxyproline-rich glycoprotein DZ-HRGP precursor - Volvox"	UniRef90_Q9SBM1	"CHR1V7|COORD:4070158..4072392| LRX1 (LEUCINE-RICH REPEAT/EXTENSIN 1); protein binding / structural constituent of cell wall"	AT1G12040.1	CHR04V5|COORD:31170607..31174937|protein imidazoleglycerol-phosphate dehydratase, putative, expressed	LOC_Os04g52710.3	no description	not assigned.unknown	35_2

CUST_182000_PI403524517	2	0.0606308	0.00582695	-0.09618378	-0.0058259964	-0.11799145	0.045952797	35_50599	"Cluster: Trehalose-6-phosphate synthase, putative; n=1; Musa balbisiana|Rep: Trehalose-6-phosphate synthase, putative - Musa balbisiana (Banana)"	UniRef90_Q1EP73	"CHR1V7|COORD:29557388..29562375| ATTPS1 (TREHALOSE-6-PHOSPHATE SYNTHASE); transferase, transferring glycosyl groups"	AT1G78580.1	CHR05V5|COORD:25630514..25638883|protein alpha,alpha-trehalose-phosphate synthase, putative, expressed	LOC_Os05g44210.1	" no descriptionvery weakly similar to (94.7)AT1G78580| Symbols: TPS1, ATTPS1 | ATTPS1 (TREHALOSE-6-PHOSPHATE SYNTHASE); transferase, transferring glycosyl groups | chr1:29557388-29562375 REVERSEnot assigned Glyco_transf_20 OtsA "	minor CHO metabolism.trehalose.TPS	3_2_1

CUST_36506_PI403524517	2	-0.036945343	0.2786398	0.036946297	-0.1583271	0.14249325	-0.14400864	35_10527	"Cluster: Expressed protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q75GP1	"CHR1V7|COORD:5648897..5650991| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G56080.1); similar to putative protein [Avicennia marina]"	AT1G16520.1	CHR03V5|COORD:25803357..25800313|protein expressed protein	LOC_Os03g45760.1	"no descriptionweakly similar to ( 187)AT1G16520| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G56080.1); similar to putative protein [Avicennia marina] (GB:AAV33647.1); contains domain PAH2 domain (SSF47762) | chr1:5648897-5650991 FORWARDnot assigned PRK12323 PRK07764"	not assigned.unknown	35_2

CUST_167716_PI403524517	2	0.071406364	-0.0010509491	-0.007880211	0.002943039	0.0010519028	-0.07583618	35_46716	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_130922_PI403524517	2	0.21789408	0.658483	-0.21789408	-1.081348	0.8120675	-0.434165	35_36771	"Cluster: Arabidopsis thaliana genomic DNA, chromosome 3, P1 clone: MVI11; n=1; Arabidopsis thaliana|Rep: Arabidopsis thaliana genomic DNA, chromosome 3, P1 clon"	UniRef90_Q9LJL0	"CHR3V7|COORD:6639885..6648242| similar to unnamed protein product; gene_id:MVI11.11 unknown protein-related [Medicago truncatula] (GB:ABE80517.1); similar to"	AT3G19190.1	CHR06V5|COORD:8889919..8902219|protein expressed protein	LOC_Os06g15700.1	" no descriptionweakly similar to ( 105)AT3G19190| Symbols:  | similar to unnamed protein product; gene_id:MVI11.11 unknown protein-related [Medicago truncatula] (GB:ABE80517.1); similar to Os06g0267600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001057350.1); contains domain FAMILY NOT NAMED (PTHR13190); contains domain RecG, N-terminal domain (SSF69008); contains domain gb def: Arabidopsis thaliana genomic DNA, chromosome 3, P1 clone: MVI11 (PTHR13190:SF3) | chr3:6639885-6648242 FORWARD"	not assigned.unknown	35_2

CUST_8972_PI403524517	2	-0.061717987	0.08377075	-0.060346603	-0.01833725	0.01833725	0.10991669	35_2515	Rep: Chromatin-remodeling factor CHD3 - Oryza sativa (Rice)	UniRef90_Q6YNJ6	0	0	CHR06V5|COORD:4182563..4166231|protein CHD3-type chromatin remodeling factor PICKLE, putative, expressed	LOC_Os06g08480.1	no description	not assigned.unknown	35_2

CUST_2921_PI399408534	2	0.041309357	0.06144762	-0.059649467	-0.0733757	0.025602818	-0.02560234	35_11609	"Cluster: Putative steroid 5alpha-reductase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative steroid 5alpha-reductase - Oryza sativa (japonica"	UniRef90_Q8LQ34	CHR2V7|COORD:15928381..15929254| DET2 (DE-ETIOLATED 2)	AT2G38050.1	CHR01V5|COORD:36993814..36994985|protein steroid reductase DET2, putative, expressed	LOC_Os01g63260.1	 no descriptionweakly similar to ( 171)AT2G38050| Symbols: DWF6, DET2 | DET2 (DE-ETIOLATED 2) | chr2:15928381-15929254 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Steroid_dh PRK07003 PRK12323 PRK12678 APC_basic PRK07764 Herpes_BLLF1 Atrophin-1 STE14 AF-4 PRK04537 DUF1421 Herpes_TAF50 IER 	hormone metabolism.brassinosteroid.synthesis-degradation.BRs.DET2	17_3_1_1_1

CUST_102600_PI403524517	2	0.14073896	0.13315535	0.0154771805	-0.32521534	-0.06560993	-0.015476704	35_29267	"Cluster: Class III peroxidase 36 precursor; n=1; Oryza sativa (japonica cultivar-group)|Rep: Class III peroxidase 36 precursor - Oryza sativa (japonica cultivar"	UniRef90_Q5U1Q7	CHR3V7|COORD:901992..903356| peroxidase, putative	AT3G03670.1	CHR03V5|COORD:2857939..2860001|protein peroxidase 28 precursor, putative, expressed	LOC_Os03g05770.1	no description	not assigned.unknown	35_2

CUST_2443_PI404877155	2	0.012868881	-0.02862835	-0.116327286	0.01342392	0.08126736	-0.012868881	Contig12824_at	RAC-ROP-like G-protein [Hordeum vulgare subsp. vulgare]	CAD57742.1	Rac-like GTP-binding protein (ARAC8)	At3g48040.1	protein Ras family, putative	Os02g50860	RACA small GTP binding protein	signalling.G-proteins	30_5

CUST_48310_PI403524517	2	0.24126339	-0.18996334	-0.04624462	-0.0062828064	0.0062828064	0.2573099	35_13808	Rep: Ubiquitin extension protein - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q0WV69	"CHR5V7|COORD:6973317..6974465| UBQ4 (ubiquitin 4); protein binding"	AT5G20620.1	CHR06V5|COORD:28400733..28403579|protein polyubiquitin containing 7 ubiquitin monomers, putative, expressed	LOC_Os06g46770.3	"no descriptionweakly similar to ( 129)AT5G03240| Symbols: UBQ3 | UBQ3 (POLYUBIQUITIN 3); protein binding | chr5:771975-772895 REVERSEweakly similar to ( 129)UBIQ_WHEATUbiquitin - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned Ubiquitin ubiquitin UBQ Nedd8 UBL AN1_N RAD23_N Scythe_N UBQ parkin_N Fubi SF3a120_C GDX_N NIRF_N ISG15_repeat2 UBI4"	protein.degradation.ubiquitin.ubiquitin	29_5_11_1

CUST_25769_PI403524517	2	0.13077354	0.6690831	0.1761427	-0.1951642	-0.13077354	-0.51821804	35_7471	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_9611_PI404877155	2	0.043964386	-0.12251186	-0.1025219	0.106165886	-0.005610466	0.005610466	Contig3357_at	OSJNBa0091D06.14 [Oryza sativa (japonica cultivar-group)] ref|XP_473336.1| OSJNBa0091D06.14 [Oryza sativa (japonica cultivar-group)]	CAE03021.3	stress-inducible protein, putative	At1g62740.1	protein TPR-repeat protein, putative	Os02g43020	0.4_E1A-like  T01427 E1A13S/ TPR-repeat protein contains multiple TPR domains	stress	20

CUST_36229_PI403524517	2	-0.09112501	0.35680676	0.14063787	-0.11072159	-0.22831774	0.09112501	35_10446	Rep: H0702G05.6 protein - Oryza sativa (Rice)	UniRef90_Q25AI7	CHR3V7|COORD:4176873..4178875| transporter-related	AT3G13050.1	CHR09V5|COORD:22238918..22243007|protein major Facilitator Superfamily protein, expressed	LOC_Os09g38690.1	no descriptionmoderately similar to ( 224)AT3G13050| Symbols:  | transporter-related | chr3:4176873-4178875 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned MFS_1 PRK03893 Sugar_tr ProP AraJ PRK12307 PRK11551 UhpC PRK11043	transport.misc	34_99

CUST_4202_PI403524517	2	-0.02445507	0.49774933	0.07914829	-0.040459633	-0.044979095	0.02445507	35_1161	"Cluster: Delta-1-pyrroline-5-carboxylate dehydrogenase; n=8; Poaceae|Rep: Delta-1-pyrroline-5-carboxylate dehydrogenase - Triticum"	UniRef90_Q3S832	"CHR5V7|COORD:25116994..25120385| ALDH12A1 (Aldehyde dehydrogenase 12A1); 1-pyrroline-5-carboxylate dehydrogenase/ 3-chloroallyl aldehyde dehydrogenase"	AT5G62530.1	CHR05V5|COORD:26557592..26551470|protein aldehyde dehydrogenase, putative, expressed	LOC_Os05g45960.1	" no descriptionhighly similar to ( 868)AT5G62530| Symbols: ATP5CDH, P5CDH, ALDH12A1 | ALDH12A1 (Aldehyde dehydrogenase 12A1); 1-pyrroline-5-carboxylate dehydrogenase/ 3-chloroallyl aldehyde dehydrogenase | chr5:25116994-25120385 REVERSEvery weakly similar to (88.6)BADH_SPIOLBetaine aldehyde dehydrogenase, chloroplast precursor - Spinacia oleracea (Spinach)not assigned not assigned not assigned not assigned not assigned not assigned Aldedh PutA putA PRK03137 COG4230 PRK11904 PRK11905 PRK10090 gabD2 gabD astD PRK09847 gabD1 PRK11563 "	amino acid metabolism.degradation.glutamate family.proline	13_2_2_2

CUST_160064_PI403524517	2	0.1619072	0.7125969	0.26268005	-0.41069984	-0.1619072	-0.24021244	35_44669	"Cluster: Lipase-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Lipase-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8GS76		0	CHR07V5|COORD:26728284..26725727|protein esterase precursor, putative, expressed	LOC_Os07g44780.1	no description	not assigned.unknown	35_2

CUST_74558_PI403524517	2	0.140625	-0.35241413	0.05955696	-0.059556007	-0.278862	0.19875145	35_21379	"Cluster: Os12g0446900 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os12g0446900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0INI0	CHR2V7|COORD:7089120..7091415| THY-1 (THYMIDYLATE SYNTHASE 1)	AT2G16370.1	CHR12V5|COORD:15131743..15137693|protein bifunctional dihydrofolate reductase-thymidylate synthase, putative, expressed	LOC_Os12g26060.1	no descriptionmoderately similar to ( 278)AT2G16370| Symbols: THY-1 | THY-1 (THYMIDYLATE SYNTHASE 1) | chr2:7089120-7091415 REVERSEmoderately similar to ( 318)DRTS_MAIZEBifunctional dihydrofolate reductase-thymidylate synthase - Zea mays (Maize)not assigned DHFR_1 DHFR FolA folA	C1-metabolism	25

CUST_351_PI399407379	2	-0.014165878	-0.09521294	0.10572815	0.014165878	-0.030550003	0.08237076	HvIPT28									

CUST_155673_PI403524517	2	0.32358265	0.19465637	0.011216164	-0.16038895	-0.25456715	-0.011217117	35_43484	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_6964_PI404877155	2	-0.20128918	0.20128918	0.7570467	-0.48948288	0.376194	-0.46247387	Contig2044_at	lipid transfer protein [Oryza sativa]	AAN76490.1	lipid transfer protein 3 (LTP3)	At5g59320.1	protein lipid transfer protein	Os11g02350	NONE	lipid metabolism.lipid transfer proteins etc	11_6

CUST_69825_PI403524517	2	0.12112999	-0.34572983	-0.04636097	0.048606873	-0.056242943	0.046361923	35_19978	"Cluster: Putative amidase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative amidase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7G6E7	CHR4V7|COORD:16615554..16617429| amidase family protein	AT4G34880.1	CHR10V5|COORD:3456306..3459335|protein amidase, putative, expressed	LOC_Os10g06710.1	no descriptionmoderately similar to ( 318)AT4G34880| Symbols:  | amidase family protein | chr4:16615554-16617429 FORWARDnot assigned not assigned PRK08137 PRK06828 PRK06707 GatA PRK11910 Amidase gatA PRK07488 PRK07235 PRK08186 PRK06102 PRK09201 PRK07056 PRK06169 PRK05962 PRK07486 PRK08310 PRK07487 PRK12470 PRK06170 PRK06061 PRK07139 PRK07042 PRK06529 PRK06565	misc.nitrilases, *nitrile lyases, berberine bridge enzymes, reticuline oxidases, troponine reductases	26_8

CUST_6173_PI403524517	2	-0.20831966	-0.23424149	0.04793644	-0.008966446	0.18024158	0.008965492	35_1711	"Cluster: Hypothetical protein OJ1651_D06.1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1651_D06.1 - Oryza sativa (japonica cultivar"	UniRef90_Q60EN2	"CHR3V7|COORD:20656066..20657127| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G39855.2); similar to Os05g0454500 [Oryza sativa (japonica"	AT3G55646.1	CHR05V5|COORD:22223181..22220208|protein expressed protein	LOC_Os05g38040.4	"no descriptionvery weakly similar to (61.6)AT3G55646| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G39855.2); similar to Os05g0454500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001055720.1) | chr3:20656066-20657127 FORWARD"	not assigned.unknown	35_2

CUST_32085_PI399408534	2	0.013904095	0.37545776	-0.013904095	-0.08392382	1.823904	-0.5040312	35_17173	"Cluster: Mitogen-activated protein kinase 14; n=4; Oryza sativa|Rep: Mitogen-activated protein kinase 14 - Oryza sativa (Rice)"	UniRef90_Q75KK8	"CHR5V7|COORD:6345098..6347678| MPK16 (mitogen-activated protein kinase 16); MAP kinase"	AT5G19010.1	CHR11V5|COORD:9449421..9457255|protein OsMPK16 - putative MAPK based on amino acid sequence homology, expressed	LOC_Os11g17080.1	"no descriptionmoderately similar to ( 437)AT5G19010| Symbols: MPK16 | MPK16 (mitogen-activated protein kinase 16); MAP kinase | chr5:6345098-6347678 REVERSEmoderately similar to ( 447)MPK15_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase SPS1 Pkinase_Tyr TyrKc PTKc PTKc_EphR PTKc_Jak_rpt2 PTKc_EphR_A PTKc_Jak2_Jak3_rpt2 PTKc_Src_like PTKc_EphR_B PTKc_EphR_A2 PTKc_Srm_Brk PTKc_Tec_Rlk PTKc_Csk_like PTKc_Frk_like PTKc_Met_Ron PTKc_Lck_Blk PTKc_Itk PTKc_Abl PTKc_Trk PTKc_EGFR_like PTKc_PDGFR PTKc_Hck PTKc_Fes_like PTKc_FAK PTKc_Syk_like PTKc_Tec_like PTKc_InsR_like PTKc_Chk PTKc_Fyn_Yrk PTKc_Lyn PTKc_Jak1_rpt2 PTKc_FGFR PTKc_Syk PTKc_Yes PTKc_Csk PTKc_PDGFR_alpha PTKc_Tyro3 PTKc_Src PTKc_Ror PTKc_Ack_like PTKc_Axl_like PTKc_DDR PTKc_HER4 PTKc_Tyk2_rpt2 PTKc_Kit PTKc_Fer PTKc_DDR_like PTKc_Btk_Bmx PTKc_VEGFR3 PTKc_RET PTKc_PDGFR_beta PTKc_Fes PTKc_Musk PTKc_DDR2 PTKc_TrkA PTKc_VEGFR PTKc_EGFR PTKc_VEGFR2 PTKc_CSF-1R PTKc_FGFR4 PTKc_FGFR1 PTKc_c-ros PTK_HER3 PTKc_Axl PTKc_TrkB PTKc_Zap-70 PTK_CCK4 PTKc_Tie2 PTKc_FGFR3 PTKc_FGFR2 PTKc_TrkC PTKc_DDR1 PTKc_Tie1 PTK_Ryk PTKc_Aatyk PTKc_Ror2 PTKc_HER2 PTKc_Ror1 PTKc_Aatyk1_Aatyk3 PTKc_Tie PTKc_ALK_LTK PTKc_InsR PTKc_IGF-1R PTKc_Aatyk2"	signalling.MAP kinases	30_6

CUST_25952_PI403524517	2	0.05386877	0.49648333	0.23085928	-0.26941442	-0.053869247	-0.5732703	35_7520	"Cluster: Putative Synoviolin 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Synoviolin 1 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5Z880	CHR3V7|COORD:5456519..5458700| zinc finger (C3HC4-type RING finger) family protein	AT3G16090.1	CHR06V5|COORD:11241812..11236430|protein protein binding protein, putative, expressed	LOC_Os06g19680.2	no descriptionvery weakly similar to (67.0)AT3G16090| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr3:5456519-5458700 FORWARD	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_131699_PI403524517	2	0.08506155	-0.1431675	-0.20119095	0.1132555	0.35624218	-0.08506203	35_36987	"Cluster: Os08g0554100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os08g0554100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J3T7	CHR1V7|COORD:3220153..3224453| lyase	AT1G09910.1	CHR08V5|COORD:27581198..27585858|protein lyase, putative, expressed	LOC_Os08g44020.3	no descriptionmoderately similar to ( 271)AT1G09910| Symbols:  | lyase | chr1:3220153-3224453 REVERSE	cell wall.degradation.pectate lyases and polygalacturonases	10_6_3

CUST_25202_PI403524517	2	0.15612411	0.0035800934	-0.003581047	-0.14093876	-0.42864418	0.021232605	35_7309	"Cluster: Protein At3g63460; n=5; Arabidopsis thaliana|Rep: Protein At3g63460 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q3EAF1	"CHR3|COORD:23441619..23448319| WD-40 repeat family protein, hypothetical protein contains similarity to ec31p (Oryza sativa) gi:13928450:dbj:BAB47154; contains"	AT3G63460.2	CHR07V5|COORD:27654262..27664184|protein EMB2221, putative, expressed	LOC_Os07g46370.1	no descriptionmoderately similar to ( 330)AT3G63460| Symbols: EMB2221 | EMB2221 (EMBRYO DEFECTIVE 2221) | chr3:23441984-23448216 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned WD40 COG2319 PRK07764 PRK07003 MCPVI	not assigned.no ontology	35_1

CUST_8280_PI403524517	2	0.100730896	-0.8173294	-0.23317432	0.04161644	0.06083107	-0.041615486	35_2311	"Cluster: Putative GTP-binding protein DRG; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative GTP-binding protein DRG - Oryza sativa (japonica cultivar-g"	UniRef90_Q7XI68	CHR4V7|COORD:18371323..18373994| GTP-binding protein, putative	AT4G39520.1	CHR07V5|COORD:26023060..26017844|protein developmentally-regulated GTP-binding protein 1, putative, expressed	LOC_Os07g43470.1	 no descriptionweakly similar to ( 186)AT4G39520| Symbols:  | GTP-binding protein, putative | chr4:18371323-18373994 REVERSEnot assigned not assigned DRG TGS_DRG_C TGS TGS_Obg-like TGS DRG 	transport.ammonium	34_5

CUST_8460_PI403524517	2	0.06949997	0.34806538	0.30468273	-0.19794083	-0.06949997	-0.19381046	35_2363	Rep: Beta-1,3-glucanase precursor - Oryza sativa (Rice)	UniRef90_Q9ZNY6	CHR5V7|COORD:22406060..22407776| glycosyl hydrolase family 17 protein	AT5G55180.1	CHR02V5|COORD:32564176..32561045|protein glucan endo-1,3-beta-glucosidase 7 precursor, putative, expressed	LOC_Os02g53200.2	 no descriptionmoderately similar to ( 319)AT5G55180| Symbols:  | glycosyl hydrolase family 17 protein | chr5:22406060-22407776 FORWARDweakly similar to ( 194)E13B_HORVUGlucan endo-1,3-beta-glucosidase GII precursor - Hordeum vulgare (Barley)not assigned not assigned not assigned not assigned not assigned Glyco_hydro_17 DUF566 PRK12678 Tymo_45kd_70kd PRK12323 	misc.beta 1,3 glucan hydrolases	26_4

CUST_138723_PI403524517	2	-0.015510082	0.32096148	0.003651619	0.12894917	-0.04856205	-0.0036511421	35_38908	"Cluster: Hypothetical protein OSJNBa0001O14.12; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0001O14.12 - Oryza sativa (japonica"	UniRef90_Q9AV37	"CHR2V7|COORD:11983841..11984790| similar to Os10g0545400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001065208.1); contains InterPro domain Nucleic"	AT2G28105.1	CHR10V5|COORD:20986666..20989668|protein expressed protein	LOC_Os10g39830.1	" no descriptionvery weakly similar to (63.9)AT2G28105| Symbols:  | similar to Os10g0545400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001065208.1); contains InterPro domain Nucleic acid-binding, OB-fold; (InterPro:IPR008994) | chr2:11983841-11984790 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned RPA1_DBD_C PRK12323 PRK07003 PRK07764 PRK12678 HpaP "	not assigned.unknown	35_2

CUST_115322_PI403524517	2	-0.018292427	0.059483528	-0.18988419	0.10903835	0.018292427	-0.0952549	35_32712	Rep: Lethal leaf-spot 1 - Zea mays (Maize)	UniRef90_O04129	CHR3V7|COORD:16394843..16397189| ACD1 (ACCELERATED CELL DEATH 1, PHEOPHORBIDE A OXYGENASE)	AT3G44880.1	CHR03V5|COORD:2555607..2559546|protein pheophorbide a oxygenase, chloroplast precursor, putative, expressed	LOC_Os03g05310.1	 no descriptionweakly similar to ( 164)AT3G44880| Symbols: LLS1, ACD1 | ACD1 (ACCELERATED CELL DEATH 1, PHEOPHORBIDE A OXYGENASE) | chr3:16394843-16397189 FORWARDPaO 	development.unspecified	33_99

CUST_80471_PI403524517	2	0.0019712448	0.1616478	-0.07657337	-0.0019712448	-0.053398132	0.0070905685	35_23077	"Cluster: Hypothetical protein OJ1145_F01.17; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1145_F01.17 - Oryza sativa (japonica cultiv"	UniRef90_Q6ZHR8	"CHR1V7|COORD:30121195..30122417| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G32270.1); similar to Ubiquitin [Medicago truncatula]"	AT1G80060.1	CHR02V5|COORD:4911331..4908949|protein expressed protein	LOC_Os02g09530.1	"no descriptionweakly similar to ( 109)AT1G80060| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G32270.1); similar to Ubiquitin [Medicago truncatula] (GB:ABE81772.1); similar to Os02g0188500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001046135.1); contains domain no description (G3D.3.10.20.90); contains domain Ubiquitin-like (SSF54236) | chr1:30121195-30122417 REVERSEnot assigned"	not assigned.unknown	35_2

CUST_7069_PI404877155	2	-1.1993437	-0.102692604	0.4862175	0.7406664	-0.18190765	0.102692604	Contig20719_at	putative receptor-like kinase [Oryza sativa (japonica cultivar-group)] dbj|BAB91929.1| putative receptor-like kinase [Oryza sativa (japonica	NP_916044.1	leucine-rich repeat family protein / protein kinase family protein	At5g25930.1	protein Leucine Rich Repeat, putative	Os06g36270	putative receptor-like kinase	signalling.receptor kinases.misc	30_2_99

CUST_14220_PI404877155	2	0.1002388	0.2520151	0.021409035	-0.08455849	-0.13969898	-0.021409988	Contig8056_at	P0025H06.11 [Oryza sativa (japonica cultivar-group)] dbj|BAC10722.1| P0025H06.11 [Oryza sativa (japonica cultivar-group)]	NP_918874.1	sterol carrier protein 2 (SCP-2) family protein	At5g42890.1	protein SCP-2 sterol transfer family	Os02g52720	"4.10_cold-shock domain   T02497 YB-3;"	lipid metabolism.'exotics' (steroids, squalene etc)	11_8

CUST_157080_PI403524517	2	0.020248413	-0.0062999725	-0.06596756	0.006300926	0.034876823	-0.35906982	35_43868	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_74428_PI403524517	2	0.18770218	0.058940887	-0.012383461	-0.10620308	-0.05916691	0.012382507	35_21343	"Cluster: Rhomboid family protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Rhomboid family protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5JMG2	CHR1V7|COORD:6400639..6402579| rhomboid family protein	AT1G18600.1	CHR01V5|COORD:32421251..32425563|protein expressed protein	LOC_Os01g55740.1	no descriptionweakly similar to ( 123)AT1G18600| Symbols:  | rhomboid family protein | chr1:6400639-6402579 FORWARDnot assigned Rhomboid	not assigned.no ontology	35_1

CUST_1904_PI399408534	2	0.29289818	0.3149004	0.016415596	-0.016415596	-0.03541279	-0.04880619	35_7431	Rep: Brassinosteroid-insensitive 1 - Triticum aestivum (Wheat)	UniRef90_Q0ZA03	"CHR4V7|COORD:18324820..18328410| BRI1 (BRASSINOSTEROID INSENSITIVE 1); kinase"	AT4G39400.1	CHR01V5|COORD:30258334..30254390|protein systemin receptor SR160 precursor, putative, expressed	LOC_Os01g52050.1	" no descriptionmoderately similar to ( 437)AT4G39400| Symbols: CBB2, DWF2, BIN1, BRI1 | BRI1 (BRASSINOSTEROID INSENSITIVE 1); kinase | chr4:18324820-18328410 FORWARDmoderately similar to ( 202)PSKR_DAUCAPhytosulfokine receptor precursor - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TyrKc Pkinase_Tyr PTKc Pkinase S_TKc S_TKc PTKc_Csk_like PTKc_Srm_Brk PTKc_EGFR_like PTKc_Frk_like PTKc_Src_like PTKc_Jak_rpt2 PTKc_Fes_like PTKc_Trk PTKc_Itk PTKc_Abl PTKc_TrkB PTKc_Syk_like SPS1 PTKc_EphR PTKc_Musk PTKc_Tec_like PTKc_FGFR PTKc_Ror PTKc_Tie1 PTKc_Tie PTKc_Chk PTKc_Tie2 PTKc_InsR_like PTKc_Jak2_Jak3_rpt2 PTKc_Fer PTKc_TrkC PTKc_c-ros PTKc_TrkA PTKc_EphR_B PTKc_EphR_A2 PTKc_Yes PTKc_Csk PTKc_Lck_Blk PTKc_EphR_A PTKc_HER4 PTKc_Src PTKc_Btk_Bmx PTKc_Fyn_Yrk PTKc_FGFR2 PTK_CCK4 PTKc_EGFR PTKc_Tec_Rlk PTKc_PDGFR PTKc_Axl_like PTKc_RET PTKc_Tyk2_rpt2 PTKc_HER2 PTKc_DDR PTKc_Lyn PTKc_Fes PTK_HER3 PTKc_ALK_LTK PTKc_Met_Ron PTKc_Ror1 PTKc_Ack_like PTKc_FGFR3 PTKc_FGFR1 PTKc_FAK PTKc_DDR_like PTKc_FGFR4 PTKc_Axl PTK_Jak_rpt1 PTKc_Aatyk1_Aatyk3 PTKc_Tyro3 PTKc_DDR1 PTKc_Aatyk PTKc_Hck PTKc_Ror2 PTK_Ryk PTKc_Jak1_rpt2 PTKc_IGF-1R PTKc_DDR2 PTKc_InsR PTKc_EphR_A10 "	signalling.receptor kinases.leucine rich repeat XI	30_2_11

CUST_115618_PI403524517	2	0.06797314	0.004626274	-0.05134201	0.07283783	-0.0856905	-0.004626274	35_32791	"Cluster: Metalloenzyme superfamily protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Metalloenzyme superfamily protein, expressed - Oryza sat"	UniRef90_Q2QPB6	CHR4V7|COORD:6024967..6026748| 2,3-biphosphoglycerate-independent phosphoglycerate mutase family protein / phosphoglyceromutase family	AT4G09520.1	CHR12V5|COORD:21294199..21291319|protein 2,3-bisphosphoglycerate-independent phosphoglycerate mutase, putative, expressed	LOC_Os12g35040.1	 no descriptionvery weakly similar to (58.2)AT4G09520| Symbols:  | 2,3-biphosphoglycerate-independent phosphoglycerate mutase family protein / phosphoglyceromutase family protein | chr4:6024967-6026748 REVERSE	glycolysis.phosphoglycerate mutase	4_11

CUST_77551_PI403524517	2	-0.13600779	-2.9614005	8.2731247E-4	1.0636439	0.75360584	-8.2731247E-4	35_22224	Rep: Terminal flower 1-like protein - Lolium perenne (Perennial ryegrass)	UniRef90_Q9FUA6	"CHR2V7|COORD:11780494..11781586| ATC (ARABIDOPSIS THALIANA CENTRORADIALIS); phosphatidylethanolamine binding"	AT2G27550.1	CHR11V5|COORD:2450007..2448429|protein RCN1 - Rice Centroradialis-like1 homogous to Arabidopsis TFL1 gene, expressed	LOC_Os11g05470.1	"no descriptionmoderately similar to ( 228)AT2G27550| Symbols: ATC | ATC (ARABIDOPSIS THALIANA CENTRORADIALIS); phosphatidylethanolamine binding | chr2:11780494-11781586 FORWARDmoderately similar to ( 227)CET2_TOBACCEN-like protein 2 - Nicotiana tabacum (Common tobacco)not assigned RKIP PBP PEBP_RKIP"	development.unspecified	33_99

CUST_104635_PI403524517	2	-0.034297943	0.101018906	0.021223068	-0.021223068	0.055631638	-0.12424278	35_29816	Rep: 40S ribosomal protein S8-2 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q9FIF3	CHR5V7|COORD:23919852..23920896| 40S ribosomal protein S8 (RPS8B)	AT5G59240.1	CHR02V5|COORD:17029705..17032298|protein 40S ribosomal protein S8, putative, expressed	LOC_Os02g28810.2	no descriptionweakly similar to ( 190)AT5G59240| Symbols:  | 40S ribosomal protein S8 (RPS8B) | chr5:23919852-23920896 REVERSEweakly similar to ( 192)RS8_ORYSAnot assigned Ribosomal_S8e RPS8A PRK04049	protein.synthesis.misc ribososomal protein	29_2_2

CUST_16061_PI403524517	2	0.036890984	0.40118122	-0.086455345	-0.036890984	-0.03822899	0.07014179	35_4634	"Cluster: Ferredoxin, putative; 13117-10969; n=1; Arabidopsis thaliana|Rep: Ferredoxin, putative; 13117-10969 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9C7Y4	CHR1V7|COORD:11771949..11774097| ferredoxin family protein	AT1G32550.1	CHR03V5|COORD:27259030..27262075|protein ferredoxin-6, chloroplast precursor, putative, expressed	LOC_Os03g48040.1	no descriptionvery weakly similar to (84.3)AT1G32550| Symbols:  | ferredoxin family protein | chr1:11771949-11774097 REVERSE	misc. other Ferredoxins and Rieske domain	26_30

CUST_61077_PI403524517	2	-0.02419281	0.053792	-0.055416107	0.09150028	-0.041440964	0.024191856	35_17426	"Cluster: Hypothetical protein OSJNBb0070J06.32; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0070J06.32 - Oryza sativa (japonica"	UniRef90_Q6Z0T9	"CHR5V7|COORD:23292547..23294487| similar to Os08g0243900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001061348.1); contains InterPro domain Mu2"	AT5G57460.1	CHR08V5|COORD:8791575..8789297|protein expressed protein	LOC_Os08g14620.1	"no descriptionmoderately similar to ( 382)AT5G57460| Symbols:  | similar to Os08g0243900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001061348.1); contains InterPro domain Mu2 adaptin subunit (AP50) of AP2; (InterPro:IPR008968) | chr5:23292547-23294487 FORWARDnot assigned"	not assigned.unknown	35_2

CUST_17788_PI404877155	2	-0.14571857	1.1316919	0.64143467	-0.64961624	0.1457181	-0.14945412	HV12C16u_s_at	Similar to Prunus armeniaca ethylene-forming-enzyme-like dioxygenase. (U97530) [Oryza sativa (japonica cultivar-group)]	NP_910582.1	oxidoreductase, 2OG-Fe(II) oxygenase family protein	At5g20400.1	protein oxidoreductase, 2OG-Fe(II) oxygenase family, putative	Os06g08050	ethylene-forming-enzyme-like dioxygenase-like protein	hormone metabolism.ethylene.synthesis-degradation	17_5_1

CUST_16882_PI399408534	2	-0.3110857	1.1964254	0.12080479	0.092214584	-0.29252148	-0.09221554	35_18194	"Cluster: Os01g0316600 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0316600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JN85	"CHR3V7|COORD:18343653..18345814| SRP34A (SER/ARG-RICH PROTEIN 34A); RNA binding"	AT3G49430.1	CHR01V5|COORD:11939349..11947293|protein pre-mRNA-splicing factor SF2, putative, expressed	LOC_Os01g21420.1	no descriptionvery weakly similar to (92.4)AT3G49430| Symbols: SRP34A | SRP34A (SER/ARG-RICH PROTEIN 34A) | chr3:18343653-18345602 FORWARDnot assigned not assigned	RNA.processing.splicing	27_1_1

CUST_101771_PI403524517	2	-0.05772543	0.382545	0.035208225	-0.13177872	-0.02100563	0.02100563	35_29038	"Cluster: Os08g0238100 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os08g0238100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J729		0	CHR11V5|COORD:9745970..9750253|protein pentatricopeptide repeat protein PPR986-12, putative, expressed	LOC_Os11g17530.2	no description	not assigned.unknown	35_2

CUST_28306_PI403524517	2	-0.030351639	-0.43115997	0.030350685	-0.03750038	0.138834	0.16937351	35_8182	"Cluster: Putative ABC transporter; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ABC transporter - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ZIV9	"CHR3V7|COORD:17635485..17639957| ATATH6 (ABC2 homolog 6); ATPase, coupled to transmembrane movement of substances"	AT3G47780.1	CHR08V5|COORD:18860446..18866116|protein ATATH6, putative, expressed	LOC_Os08g30770.1	" no descriptionmoderately similar to ( 343)AT3G47780| Symbols: ATATH6 | ATATH6 (ABC2 homolog 6); ATPase, coupled to transmembrane movement of substances | chr3:17635485-17639957 FORWARDvery weakly similar to (61.2)CYSA_MESVIProbable sulfate/thiosulfate import ATP-binding protein cysA - Mesostigma viridenot assigned not assigned not assigned not assigned not assigned not assigned ABC_subfamily_A CcmA ABC_DrrA ABC_DR_subfamily_A ABC_drug_resistance_like NatA OpuBA ABC_ATPase ABC_cobalt_CbiO_domain1 ZnuC ABC_NatA_sodium_exporter COG4152 ABC_putative_ATPase CbiO ABC_tran ABC_Org_Solvent_Resistant ABC_BcrA_bacitracin_resist ABC_Class3 Ttg2A ABC_Pro_Gly_Bertaine ABC_PstB_phosphate_transporter PotA COG1123 MalK ABCG_White TauB ABC_OpuCA_Osmoprotection DppD ProV ABC_NrtD_SsuB_transporters ABC_Mj1267_LivG_branched ABC_PotA_N ABC_ModC_molybdenum_transporter ABC_Metallic_Cations PstB ABC_NikE_OppD_transporters ABC_ModC_like COG4586 ABCG_EPDR ABC_NatA_like SalX CysA ABC_cobalt_CbiO_domain2 FepC DppF ABC_Carb_Solutes_like MglA ABC_Iron-Siderophores_B12_Hemin ABC_MJ0796_Lo1CDE_FtsE ABCC_MRP_Like ABC_Carb_Monos_I potA YhbG metN phnK ABC_YhbG ABC_HisP_GlnQ_permeases GlnQ PRK10070 LivG fbpC TauB CydD PhnK ABC_MetN_methionine_transporter AbcC ABCC_cytochrome_bd ABC_MalK_N CydC ABC_Carb_Monos_II ABC_PhnC_transporter glnQ ThiQ ABC_ThiQ_thiamine_transporter ABC_KpsT_Wzt TagH ABC_TM1139_LivF_branched ABCC_bacteriocin_exporters PRK11264 oppD MdlB araG PRK09700 ABCC_Protease_Secretion ABC_CysA_sulfate_importer potG PRK11000 COG3638 SunT ABCC_ATM1_transporter PRK10895 ModF PRK10762 AppF thiQ PRK10619 PRK10744 tauB PRK11160 LivF livG COG4619 COG4674 ABC_MTABC3_MDL1_MDL2 COG3845 fecE Uup COG1245 ModC PRK10982 PhnK ABC_RNaseL_inhibitor_domain1 COG4136 PRK10851 ABCC_Hemolysin COG4172 ArpD PhnL HisP "	transport.ABC transporters and multidrug resistance systems	34_16

CUST_12103_PI404877155	2	-0.11240482	0.676795	0.030378342	-0.024905205	-0.07935524	0.024905205	Contig5835_at	acyl-CoA oxidase ACX3 [Arabidopsis thaliana]	AAF73843.1	acyl-CoA oxidase (ACX3)	At1g06290.1	protein At1g06290	Os06g24700	CoA oxidase ACX3 -related	lipid metabolism.lipid degradation.beta-oxidation.acyl CoA DH	11_9_4_02

CUST_16724_PI399408534	2	-0.074876785	-0.41162777	-0.05365181	0.057422638	0.119314194	0.053650856	35_24861	"Cluster: 1-phosphatidylinositol-3-phosphate 5-kinase-like; n=3; Oryza sativa (japonica cultivar-group)|Rep: 1-phosphatidylinositol-3-phosphate 5-kinase-like - O"	UniRef90_Q6ZLF2	CHR4V7|COORD:16029508..16037282| 1-phosphatidylinositol-4-phosphate 5-kinase/ zinc ion binding	AT4G33240.1	CHR08V5|COORD:21868285..21879039|protein 1-phosphatidylinositol-4-phosphate 5-kinase/ zinc ion binding protein, putative, expressed	LOC_Os08g34950.1	" no descriptionweakly similar to ( 198)AT4G33240| Symbols:  | similar to phosphatidylinositol-4-phosphate 5-kinase family protein [Arabidopsis thaliana] (TAIR:AT3G14270.1); similar to phosphatidylinositol-4-phosphate 5-kinase family protein [Arabidopsis thaliana] (TAIR:AT1G34260.1); similar to phosphatidylinositol-4-phosphate 5-kinase family protein [Arabidopsis thaliana] (TAIR:AT1G71010.1); similar to putative phosphatidylinositol 3,5-kinase [Oryza sativa (japonica cultivar-group)] (GB:AAP12926.1); similar to 1-phosphatidylinositol-3-phosphate 5-kinase-like [Oryza sativa (japonica cultivar-group)] (GB:BAD08735.1); similar to Chaperonin Cpn60/TCP-1; Phosphatidylinositol-4-phosphate 5-kinase; Zinc finger, FYVE/PHD-type [Medicago truncatula] (GB:ABE86459.1); contains InterPro domain Zinc finger, FYVE/PHD-type; (InterPro:IPR011011); contains InterPro domain Chaperonin Cpn60/TCP-1; (InterPro:IPR002423); contains InterPro domain Phosphatidylinositol-4-phosphate 5-kinase; (InterPro:IPR002498); contains InterPro domain Zinc finger, FYVE-type; (InterPro:IPR000306) | chr4:16029508-16037282 REVERSEnot assigned not assigned Fab1_TCP chaperonin_like chaperonin_type_I_II cpn60 TCP1_zeta TCP1_gamma "	signalling.phosphinositides.phosphatidylinositol-4-phosphate 5-kinase	30_4_1

CUST_13130_PI403524517	2	-0.043958664	0.773592	0.06339264	0.008408546	-0.008407593	-0.09008598	35_3759	"Cluster: Os01g0884700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0884700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JH45	"CHR4V7|COORD:7866804..7868551| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G10080.1); similar to unknown protein [Oryza sativa (japonica"	AT4G13530.1	CHR01V5|COORD:38760519..38758155|protein expressed protein	LOC_Os01g66150.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07003 PRK07764 PRK12323 PRK12678 PRK09169 DUF1509 infB PRK05648 Tymo_45kd_70kd DUF1421 HpaP KAR9 Drf_FH1 APC_basic Atrophin-1 Totivirus_coat	not assigned.unknown	35_2

CUST_76482_PI403524517	2	-0.12104654	0.25353432	0.33537245	0.12104654	-0.16000319	-0.7563424	35_21928	"Cluster: Putative pollen signalling protein with adenylyl cyclase activity; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative pollen signalling protein"	UniRef90_Q6K3A0	CHR3V7|COORD:18947108..18949666| disease resistance protein (CC-NBS-LRR class), putative	AT3G50950.1	CHR02V5|COORD:15186384..15190819|protein pollen signalling protein with adenylyl cyclase activity, putative, expressed	LOC_Os02g25900.2	 no descriptionvery weakly similar to (83.6)AT3G50950| Symbols:  | disease resistance protein (CC-NBS-LRR class), putative | chr3:18947108-18949666 FORWARDnot assigned NB-ARC 	stress.biotic	20_1

CUST_85960_PI403524517	2	0.090658665	0.25163126	-0.09065819	-0.1527214	-0.40385675	0.09742737	35_24618	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_101214_PI403524517	2	0.33460474	0.055589676	-0.0555892	-0.058017254	-0.69202805	0.112505436	35_28887	"Cluster: Hypothetical protein OSJNBa0017J22.6; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0017J22.6 - Oryza sativa (japonica cu"	UniRef90_Q5W724	"CHR3V7|COORD:5873534..5881138| UPL6 (UBIQUITIN PROTEIN LIGASE 6); ubiquitin-protein ligase"	AT3G17205.1	CHR05V5|COORD:3450324..3463125|protein HECT-domain family protein, expressed	LOC_Os05g06690.3	"no descriptionweakly similar to ( 197)AT3G17205| Symbols: UPL6 | UPL6 (UBIQUITIN PROTEIN LIGASE 6); ubiquitin-protein ligase | chr3:5873534-5881138 FORWARDnot assigned"	protein.degradation.ubiquitin.E3.HECT	29_5_11_4_1

CUST_87073_PI403524517	2	-0.0071544647	0.6034107	0.119568825	-0.073070526	-0.006415367	0.0064144135	35_24936	"Cluster: Agenet domain, putative; n=2; Oryza sativa (japonica cultivar-group)|Rep: Agenet domain, putative - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53QJ2	CHR3V7|COORD:23065222..23068056| agenet domain-containing protein	AT3G62300.1	CHR11V5|COORD:11350958..11354295|protein expressed protein	LOC_Os11g19730.1	no descriptionvery weakly similar to (79.7)AT3G62300| Symbols:  | agenet domain-containing protein | chr3:23065222-23068056 FORWARDDUF724	not assigned.no ontology.agenet domain-containing protein	35_1_2

CUST_162851_PI403524517	2	0.052164078	0.4080572	0.13251781	-0.3401785	-0.052164078	-0.071764946	35_45422	"Cluster: KH domain-containing protein NOVA-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: KH domain-containing protein NOVA-like - Oryza sativa (japonic"	UniRef90_Q6K6Z4	CHR5V7|COORD:1250603..1253524| KH domain-containing protein NOVA, putative	AT5G04430.1	CHR02V5|COORD:35291687..35296394|protein RNA-binding protein Nova-1, putative, expressed	LOC_Os02g57640.1	 no descriptionvery weakly similar to (95.5)AT5G04430| Symbols:  | KH domain-containing protein NOVA, putative | chr5:1250603-1253524 REVERSEnot assigned not assigned PCBP_like_KH KH-I KH_1 KH 	RNA.RNA binding	27_4

CUST_18142_PI403524517	2	-0.002688408	0.002688408	-0.038253307	0.14005089	-0.11030197	0.14916515	35_5239	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QML5	CHR5V7|COORD:19075457..19075987| invertase/pectin methylesterase inhibitor family protein	AT5G46940.1	CHR12V5|COORD:25201267..25202222|protein expressed protein	LOC_Os12g40760.1	no descriptionvery weakly similar to (58.9)AT5G46940| Symbols:  | invertase/pectin methylesterase inhibitor family protein | chr5:19075457-19075987 REVERSEPMEI TT_ORF1	misc.invertase/pectin methylesterase inhibitor family protein	26_18

CUST_3247_PI404877155	2	0.10682106	-0.021924019	-0.18060398	0.023180962	-0.09993458	0.021924019	Contig13701_at	putative OsLRK1(receptor-type protein kinase) [Oryza sativa (japonica cultivar-group)]	BAC82955.1	leucine-rich repeat transmembrane protein kinase, putative	At5g65700.1	protein Leucine Rich Repeat, putative	Os07g04190	putative OsLRK1(receptor-type protein kinase)	signalling.receptor kinases.misc	30_2_99

CUST_18816_PI403524517	2	-1.3192453	-1.794703	1.0229502	0.19833946	0.9981594	-0.19833851	35_5446	Rep: Expansin-B11 precursor - Oryza sativa (Rice)	UniRef90_Q6H676	CHR2V7|COORD:18606650..18608312| ATEXPB4 (ARABIDOPSIS THALIANA EXPANSIN B4)	AT2G45110.1	CHR02V5|COORD:26642968..26644738|protein beta-expansin 4 precursor, putative, expressed	LOC_Os02g44108.1	 no descriptionmoderately similar to ( 225)AT2G45110| Symbols: EXPB4, ATHEXP BETA 1.1, ATEXPB4 | ATEXPB4 (ARABIDOPSIS THALIANA EXPANSIN B4) | chr2:18606650-18608312 FORWARDmoderately similar to ( 364)EXB11_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned Pollen_allerg_1 DPBB_1 PRK07764 PRK07003 Herpes_BLLF1 PRK12323 	cell wall.modification	10_7

CUST_164845_PI403524517	2	-0.019740105	0.06877613	0.09068489	0.019741058	-0.065888405	-0.106479645	35_45941	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_24907_PI403524517	2	0.0023231506	-0.03853321	0.025112152	-0.076963425	0.07208538	-0.0023231506	35_7228	"Cluster: Chromodomain-helicase-DNA-binding protein-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Chromodomain-helicase-DNA-binding protein-like"	UniRef90_Q7XAM4	"CHR2V7|COORD:5551683..5562625| CHR5 (chromatin remodeling 5); ATP binding / DNA binding / chromatin binding / helicase"	AT2G13370.1	CHR07V5|COORD:27831876..27824101|protein chromodomain-helicase-DNA-binding protein, putative, expressed	LOC_Os07g46590.1	"no descriptionweakly similar to ( 154)AT2G13370| Symbols: CHR5 | CHR5 (chromatin remodeling 5); ATP binding / DNA binding / chromatin binding / helicase | chr2:5551683-5562625 REVERSEnot assigned"	DNA.synthesis/chromatin structure	28_1

CUST_81099_PI403524517	2	0.06820583	0.14328957	-0.074427605	-0.0037527084	-0.04447174	0.0037517548	35_23262	"Cluster: Hypothetical protein; n=1; Xanthobacter autotrophicus Py2|Rep: Hypothetical protein - Xanthobacter sp. (strain Py2)"	UniRef90_Q26MX9	CHR2V7|COORD:1610503..1612899| cation efflux family protein	AT2G04620.1	CHR09V5|COORD:20777988..20786462|protein plus-3 domain containing protein, expressed	LOC_Os09g36090.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_6273_PI403524517	2	0.028148651	0.15168	-0.015584946	-0.012466431	0.012465477	-0.10053444	35_1738	"Cluster: OSJNBb0004A17.4 protein; n=2; Oryza sativa|Rep: OSJNBb0004A17.4 protein - Oryza sativa (Rice)"	UniRef90_Q7XPI5	CHR3V7|COORD:586343..588095| DJ-1 family protein / protease-related	AT3G02720.1	CHR04V5|COORD:34051786..34048672|protein YLS5, putative, expressed	LOC_Os04g57590.1	no descriptionhighly similar to ( 613)AT3G02720| Symbols:  | DJ-1 family protein / protease-related | chr3:586343-588095 FORWARDnot assigned GATase1_PfpI_1 GATase1_PfpI_like ThiJ DJ-1_PfpI GATase1_DJ-1 GATase1_Hsp31_like GATase1_PfpI_2 GATase1_AraC_1 GATase1_PfpI_3 GAT_1 GATase1 GATase1_AraC_2 GATase1_AraC_ArgR_like	not assigned.no ontology	35_1

CUST_6981_PI399408534	2	0.21488714	0.40415907	-0.033777237	0.033777714	-0.1871314	-0.20930767	35_45264	"Cluster: EDR1, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: EDR1, putative, expressed - Oryza sativa (japonica cultivar-group)"	UniRef90_Q337Y0	"CHR1V7|COORD:2774092..2779080| EDR1 (ENHANCED DISEASE RESISTANCE 1); kinase/ protein threonine/tyrosine kinase"	AT1G08720.1	CHR03V5|COORD:3180423..3187410|protein EDR1, putative, expressed	LOC_Os03g06410.1	"no descriptionweakly similar to ( 113)AT1G08720| Symbols: EDR1 | EDR1 (ENHANCED DISEASE RESISTANCE 1); kinase/ protein threonine/tyrosine kinase | chr1:2774092-2779080 FORWARDnot assigned not assigned not assigned Protamine_P1 TT_ORF1"	signalling.MAP kinases	30_6

CUST_32275_PI403524517	2	0.24197865	0.31044006	-0.09879255	0.07979345	-0.341352	-0.07979345	35_9307	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_168964_PI403524517	2	-0.20872211	0.64034843	0.27815437	-0.50446415	-0.08342075	0.08342075	35_47056	"Cluster: Retrotransposon protein, putative, unclassified; n=1; Oryza sativa (japonica cultivar-group)|Rep: Retrotransposon protein, putative, unclassified - Ory"	UniRef90_Q53L90		0	CHR03V5|COORD:27166403..27160802|protein retrotransposon protein, putative, unclassified, expressed	LOC_Os03g47870.1	no description	not assigned.unknown	35_2

CUST_130749_PI403524517	2	0.021081924	0.264441	0.08387327	-0.57922554	-0.021082401	-0.29389143	35_36716	"Cluster: Os12g0456400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os12g0456400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0ING6		0	CHR12V5|COORD:15855275..15864038|protein expressed protein	LOC_Os12g27090.1	no description	not assigned.unknown	35_2

CUST_3200_PI403524517	2	0.044211388	-0.003540039	-0.058330536	0.003540039	-0.12968636	0.20003319	35_870	"Cluster: Hypothetical protein OSJNBa0011N12.31; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0011N12.31 - Oryza sativa (japonica"	UniRef90_Q6K503	0	0	CHR02V5|COORD:8455935..8453871|protein F-box domain containing protein, expressed	LOC_Os02g15160.1	no description	not assigned.unknown	35_2

CUST_171015_PI403524517	2	0.113399506	-0.113399506	0.48501396	0.27875328	-0.2057643	-0.35766935	35_47637	Rep: SEC1-family transport protein SLY1 - Oryza sativa (Rice)	UniRef90_Q851W1	"CHR2V7|COORD:7831434..7833486| ATSLY1; protein transporter"	AT2G17980.1	CHR03V5|COORD:23501962..23499613|protein SEC1-family transport protein SLY1, putative, expressed	LOC_Os03g42320.1	"no descriptionvery weakly similar to (69.3)AT2G17980| Symbols: ATSLY1 | ATSLY1; protein transporter | chr2:7831434-7833486 FORWARDweakly similar to ( 103)SLY1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Sec1 SEC1 TT_ORF1 PRK07764"	protein.targeting.secretory pathway.plasma membrane	29_3_4_4

CUST_175776_PI403524517	2	0.0038747787	0.07182121	-0.015417099	0.08777332	-0.003873825	-0.0926218	35_48923	0	0		0	CHR04V5|COORD:989473..986732|protein expressed protein	LOC_Os04g02650.1	no description	not assigned.unknown	35_2

CUST_26603_PI399408534	2	0.0723753	-0.15371132	-0.09234142	0.013715744	-0.013715744	0.066563606	35_19558	"Cluster: Putative splicing factor RSZp22; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative splicing factor RSZp22 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6K9C3	CHR4V7|COORD:15306989..15308070| SRZ-22 (serine/arginine-rich 22)	AT4G31580.1	CHR02V5|COORD:23990524..23986275|protein splicing factor, arginine/serine-rich 7, putative, expressed	LOC_Os02g39720.2	 no descriptionweakly similar to ( 149)AT2G24590| Symbols:  | splicing factor, putative | chr2:10456916-10457939 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Extensin_2 RRM RRM_1 DUF1777 Drf_FH1 PRK07003 COG0724 Tymo_45kd_70kd DUF566 PRK07764 Rubella_Capsid AF-4 Transformer 	RNA.processing.splicing	27_1_1

CUST_98266_PI403524517	2	0.047502995	0.023356438	-0.2548132	-0.7327442	0.039175034	-0.023356438	35_28056	Rep: Tonoplast intrinsic protein 2 - Hordeum vulgare (Barley)	UniRef90_Q9LKX2	"CHR3V7|COORD:17493039..17493972| TIP5;1 (tonoplast intrinsic protein 5;1); water channel"	AT3G47440.1	CHR04V5|COORD:27357901..27356566|protein aquaporin TIP5.1, putative, expressed	LOC_Os04g46490.1	"no descriptionmoderately similar to ( 237)AT3G47440| Symbols: TIP5;1 | TIP5;1 (tonoplast intrinsic protein 5;1); water channel | chr3:17493039-17493972 FORWARDmoderately similar to ( 422)TIP51_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned MIP MIP GlpF PRK05420 PRK12678 TT_ORF1 APC_basic PRK12323 Herpes_BLLF1 infB DUF1509 DUF566 Atrophin-1 PRK07003 PRK07764 AF-4 HPC2 Gag_spuma PRK07883"	transport.Major Intrinsic Proteins.TIP	34_19_2

CUST_28153_PI399408534	2	-0.016695976	0.23754787	-0.098973274	-0.011474609	0.19397259	0.011474609	35_20053	"Cluster: Hypothetical protein OJ1276_B06.19; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1276_B06.19 - Oryza sativa (japonica"	UniRef90_Q5VQF8	CHR3V7|COORD:20937853..20939776| AtATG18d (Arabidopsis thaliana homolog of yeast autophagy 18 (ATG18) d)	AT3G56440.1	CHR01V5|COORD:3502467..3507333|protein WD-repeat domain phosphoinositide-interacting protein 3, putative, expressed	LOC_Os01g07400.2	no descriptionmoderately similar to ( 216)AT3G56440| Symbols: AtATG18d | AtATG18d (Arabidopsis thaliana homolog of yeast autophagy 18 (ATG18) d) | chr3:20937853-20939776 FORWARDnot assigned not assigned	RNA.regulation of transcription.unclassified	27_3_99

CUST_131864_PI403524517	2	-0.032016754	0.3507862	0.09413433	-0.10252857	0.0320158	-0.17953205	35_37037	"Cluster: Signal recognition particle receptor protein; n=3; Magnoliophyta|Rep: Signal recognition particle receptor protein - Cucumis sativus (Cucumber)"	UniRef90_Q6UCJ1	CHR4V7|COORD:14938148..14940606| signal recognition particle receptor alpha subunit family protein	AT4G30600.1	CHR08V5|COORD:23589406..23584742|protein signal recognition particle receptor alpha subunit, putative, expressed	LOC_Os08g37444.6	no descriptionweakly similar to ( 141)AT4G30600| Symbols:  | signal recognition particle receptor alpha subunit family protein | chr4:14938148-14940606 REVERSEnot assigned not assigned FtsY SRP SRP54 Ffh PRK10416 PRK00771 FlhF flhF AAI_SS PRK12726	protein.targeting.secretory pathway.unspecified	29_3_4_99

CUST_77665_PI403524517	2	0.16194153	-0.07956886	-0.0319767	0.023812294	0.053919792	-0.02381134	35_22265	"Cluster: Mitochondrial carrier protein-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: Mitochondrial carrier protein-like - Oryza sativa (japonica cultiv"	UniRef90_Q5JJW1	CHR5V7|COORD:16852800..16854038| mitochondrial substrate carrier family protein	AT5G42130.1	CHR01V5|COORD:42874549..42875839|protein mitochondrial RNA-splicing protein MRS3, putative, expressed	LOC_Os01g73420.1	 no descriptionmoderately similar to ( 259)AT5G42130| Symbols:  | mitochondrial substrate carrier family protein | chr5:16852800-16854038 REVERSEvery weakly similar to (66.6)BT1_MAIZEProtein brittle-1, chloroplast precursor - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Mito_carr PRK07003 PRK12323 Herpes_BLLF1 Extensin_2 PRK07764 AF-4 Atrophin-1 TT_ORF1 APC_basic 	transport.metabolite transporters at the mitochondrial membrane	34_9

CUST_137346_PI403524517	2	0.45642757	0.9143691	-0.17599821	-0.1519332	0.15193272	-0.24407578	35_38517	"Cluster: OSJNBa0072D21.15 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0072D21.15 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XVC5		0	CHR04V5|COORD:18592234..18596061|protein expressed protein	LOC_Os04g31400.1	no description	not assigned.unknown	35_2

CUST_5501_PI404877155	2	0.17186642	0.44284916	-0.08341408	-0.063765526	-0.050186157	0.05018711	Contig17305_at	OSJNBb0086G13.1 [Oryza sativa (japonica cultivar-group)] emb|CAE03210.2| OSJNBa0088K19.9 [Oryza sativa (japonica cultivar-group)] ref|XP_472	CAD41029.1	PHD finger transcription factor, putative	At3g14980.1	protein PHD-finger, putative	Os04g35430	PHD finger transcription factor, putative, contains Pfam profile: PF00628 PHD-finger	RNA.regulation of transcription.PHD finger transcription factor	27_3_63

CUST_8786_PI399408534	2	-0.01540184	0.29628563	0.01540184	-0.12955284	0.2013998	-0.3338518	35_28261	"Cluster: Phosphatidylinositol 4-kinase, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Phosphatidylinositol 4-kinase, putative, expressed"	UniRef90_Q2R903	CHR5V7|COORD:25654718..25661128| phosphatidylinositol 4-kinase (PI4K)	AT5G64070.1	CHR11V5|COORD:5659051..5648671|protein 1-phosphatidylinositol 4-kinase, putative, expressed	LOC_Os11g10420.1	 no descriptionmoderately similar to ( 310)AT5G64070| Symbols:  | phosphatidylinositol 4-kinase (PI4K) | chr5:25654718-25661128 REVERSEvery weakly similar to (88.2)PI3K2_SOYBNPhosphatidylinositol 3-kinase, nodule isoform - Glycine max (Soybean)not assigned not assigned not assigned not assigned not assigned PI4Kc PI3Kc_family TEL1 PI3Kc PI3Kc PI3Kc_III PI3_PI4_kinase PI3Kc_I PI3Kc_II PI3Kc_related 	signalling.phosphinositides.phosphatidylinositol 4-kinase	30_4_2

CUST_23893_PI399408534	2	-0.705637	0.073067665	0.26836014	-0.13972473	0.5106888	-0.073067665	35_3502	"Cluster: Putative membrane protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative membrane protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8H7W7	CHR4V7|COORD:7589667..7591071| auxin-responsive protein, putative	AT4G12980.1	CHR03V5|COORD:4903060..4905284|protein membrane protein, putative, expressed	LOC_Os03g09900.1	 no descriptionmoderately similar to ( 340)AT4G12980| Symbols:  | auxin-responsive protein, putative | chr4:7589667-7591071 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned B561 DUF568 Herpes_BLLF1 PRK07003 Atrophin-1 PRK07764 PRK12323 DoH APC_basic Cytochrom_B561 PRK05648 Tymo_45kd_70kd TT_ORF1 Protamine_P1 Pneumo_att_G Extensin_2 AF-4 HPC2 Herpes_TAF50 GRASP55_65 DUF566 Herpes_UL32 DUF1421 	hormone metabolism.auxin.induced-regulated-responsive-activated	17_2_3

CUST_152576_PI403524517	2	0.297472	1.082458	0.16659927	-0.16659975	-0.3429165	-0.31312656	35_42644	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_115539_PI403524517	2	0.19352722	-0.44607735	-0.060671806	-0.0045776367	0.004576683	0.06937027	35_32770	"Cluster: Putative dynamin like protein 2a; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative dynamin like protein 2a - Oryza sativa (japonica cultivar-g"	UniRef90_Q5JJJ5		0	CHR01V5|COORD:40517770..40509565|protein dynamin-related protein 3A, putative, expressed	LOC_Os01g69130.2	no description	not assigned.unknown	35_2

CUST_180635_PI403524517	2	0.097955704	0.3864808	0.123280525	-0.28376293	-0.72976065	-0.09795618	35_50235	"Cluster: Os09g0308500 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os09g0308500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J2S3	CHR1V7|COORD:21997246..22001356| disease resistance protein (CC-NBS-LRR class), putative	AT1G59780.1	CHR09V5|COORD:8117804..8122211|protein pollen signalling protein with adenylyl cyclase activity, putative, expressed	LOC_Os09g13820.1	 no descriptionvery weakly similar to (51.2)AT1G58400| Symbols:  | disease resistance protein (CC-NBS-LRR class), putative | chr1:21699830-21702783 REVERSEnot assigned 	stress.biotic	20_1

CUST_10857_PI403524517	2	-0.004365921	0.004365921	0.012372971	-0.04853344	-0.054697037	0.05198574	35_3066	"Cluster: Putative ethylene-inducible CTR1-like protein kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ethylene-inducible"	UniRef90_Q67W58	CHR3V7|COORD:17291415..17295842| protein kinase family protein	AT3G46920.1	CHR06V5|COORD:26398279..26404234|protein protein kinase domain containing protein, expressed	LOC_Os06g43840.1	no descriptionmoderately similar to ( 491)AT3G46920| Symbols:  | protein kinase family protein | chr3:17291415-17295842 REVERSEvery weakly similar to (94.0)NORK_MEDTRNodulation receptor kinase precursor - Medicago truncatula (Barrel medic)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pkinase_Tyr TyrKc PTKc S_TKc Pkinase S_TKc PTKc_Csk_like PTKc_EphR PTKc_Tec_like PTKc_InsR_like PTKc_Jak_rpt2 PTKc_Src_like PTKc_EGFR_like PTKc_Ror PTKc_Frk_like PTKc_Srm_Brk PTKc_Ack_like PTKc_Btk_Bmx PTKc_Trk PTKc_Abl PTKc_FAK PTKc_Fes_like PTKc_Jak2_Jak3_rpt2 PTKc_Csk PTKc_Syk_like PTKc_ALK_LTK PTKc_Itk PTKc_Tec_Rlk PTKc_Chk PTKc_EphR_A2 PTK_CCK4 PTKc_EphR_A PTKc_Lck_Blk PTKc_c-ros PTKc_Axl_like PTKc_EphR_B PTKc_Met_Ron PTKc_Ror1 PTKc_Fyn_Yrk PTKc_Fes PTKc_Tyro3 PTKc_Lyn PTKc_Tie2 PTKc_Jak1_rpt2 PTKc_EphR_A10 PTKc_Tyk2_rpt2 PTKc_DDR PTKc_Src PTKc_TrkA PTKc_Tie1 PTKc_InsR PTKc_Yes PTKc_Zap-70 PTKc_Fer PTKc_Musk PTKc_PDGFR PTKc_IGF-1R PTKc_FGFR SPS1 PTK_HER3 PTKc_Syk PTKc_TrkC PTKc_Tie PTKc_EGFR PTK_Ryk PTKc_HER4 PTKc_Hck PTKc_RET PTKc_TrkB PTKc_Ror2 PTK_Jak_rpt1 PTKc_HER2 PTKc_DDR2 PTKc_Axl PTKc_DDR_like PTKc_FGFR4 PTKc_DDR1 PTKc_FGFR1 PTKc_FGFR2 PTKc_FGFR3 PTK_Jak2_Jak3_rpt1 PTKc_Kit PTKc_CSF-1R PTKc_VEGFR PTKc_VEGFR2 PTKc_PDGFR_beta PTKc_Aatyk PTKc_VEGFR3 PTK_Tyk2_rpt1 PTKc_PDGFR_alpha PTKc_Aatyk1_Aatyk3 PTKc_Aatyk2 PTK_Jak1_rpt1	protein.postranslational modification	29_4

CUST_66132_PI403524517	2	-0.22741508	0.34310246	-0.10278511	0.16778755	-0.17329025	0.10278511	35_18886	"Cluster: Tubby protein, putative, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Tubby protein, putative, expressed - Oryza sativa (japonica cultiv"	UniRef90_Q10LG8	"CHR2|COORD:19618013..19620289| similar to F-box family protein / tubby family protein [Arabidopsis thaliana] (TAIR:At1g25280.1); similar to putative tubby prote"	AT2G47900.2	CHR03V5|COORD:13148209..13143327|protein tubby protein, putative, expressed	LOC_Os03g22800.1	"no descriptionhighly similar to ( 517)AT2G47900| Symbols: AtTLP3 | AtTLP3 (TUBBY LIKE PROTEIN 3); phosphoric diester hydrolase/ transcription factor | chr2:19618266-19619836 REVERSEnot assigned not assigned Tub"	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_8239_PI403524517	2	-0.006058693	-0.257514	0.041643143	-0.09051514	0.0060596466	0.037147522	35_2298	"Cluster: Hypothetical protein OJ1150_A11.18; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1150_A11.18 - Oryza sativa (japonica"	UniRef90_Q6ZJ17	CHR3|COORD:17903400..17904960| protein-L-isoaspartate O-methyltransferase / PIMT (PCM), identical to SP:Q42539 Protein-L-isoaspartate O-methyltransferase (EC 2.	AT3G48330.2	CHR08V5|COORD:27744500..27747839|protein protein-L-isoaspartate O-methyltransferase, putative, expressed	LOC_Os08g44280.2	"no descriptionmoderately similar to ( 330)AT3G48330| Symbols: PIMT1 | PIMT1 (PROTEIN-L-ISOASPARTATE METHYLTRANSFERASE 1); protein-L-isoaspartate (D-aspartate) O-methyltransferase | chr3:17903954-17904960 REVERSEmoderately similar to ( 338)PIMT_WHEATProtein-L-isoaspartate O-methyltransferase - Triticum aestivum (Wheat)not assigned PCMT Pcm pcm CobL GCD14 prmA PRK08317 PrmA cbiT COG4122"	protein.postranslational modification	29_4

CUST_138046_PI403524517	2	0.05102825	-0.1981144	-0.08820343	0.13839531	0.08862114	-0.051027298	35_38715	Rep: OSIGBa0139P06.9 protein - Oryza sativa (Rice)	UniRef90_Q01JN9	CHR1V7|COORD:22496859..22500684| proline-rich family protein	AT1G61080.1	CHR04V5|COORD:28430354..28426692|protein methyltransferase family protein, putative, expressed	LOC_Os04g48140.1	no description	not assigned.unknown	35_2

CUST_102901_PI403524517	2	0.00880146	-0.008802414	-0.048496246	0.012544632	0.10853195	-0.14077663	35_29344	Rep: Pyruvate decarboxylase isozyme 2 - Oryza sativa (Rice)	UniRef90_P51848	"CHR5V7|COORD:22328084..22329907| PDC2 (PYRUVATE DECARBOXYLASE-2); pyruvate decarboxylase"	AT5G54960.1	CHR03V5|COORD:10199779..10196827|protein pyruvate decarboxylase isozyme 2, putative, expressed	LOC_Os03g18220.2	"no descriptionvery weakly similar to (86.3)AT5G54960| Symbols: PDC2 | PDC2 (PYRUVATE DECARBOXYLASE-2); pyruvate decarboxylase | chr5:22328084-22329907 REVERSEweakly similar to ( 103)PDC2_ORYSAnot assigned COG3961 TPP_enzyme_N"	fermentation.PDC	5_2

CUST_15907_PI399408534	2	-0.004542351	0.004542351	-0.16438293	0.030569077	0.037802696	-0.04148674	35_8697	"Cluster: Hypothetical protein OSJNBa0090O10.2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0090O10.2 - Oryza sativa (japonica cu"	UniRef90_Q8GZY0	CHR1V7|COORD:12064776..12066094| protein kinase family protein	AT1G33260.2	CHR03V5|COORD:712592..710831|protein receptor protein kinase CRINKLY4 precursor, putative, expressed	LOC_Os03g02190.1	no descriptionweakly similar to ( 107)AT1G33260| Symbols:  | protein kinase family protein | chr1:12064776-12066094 FORWARDvery weakly similar to (76.6)CRI4_MAIZEPutative receptor protein kinase CRINKLY4 precursor - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pkinase S_TKc PTKc Pkinase_Tyr S_TKc TyrKc PTK_CCK4 PTKc_Fes_like PTKc_Trk PTKc_Jak_rpt2 PTKc_Tie2 PTKc_Ror PTKc_Srm_Brk PRK12323 PTKc_DDR PTKc_Src_like PTKc_Tie1 SPS1 PRK07003 PTKc_Tyk2_rpt2 PRK07764 PTKc_Itk PTKc_Tie PTK_Jak_rpt1 PTKc_Csk_like PTKc_TrkA PTKc_DDR1	signalling.receptor kinases.misc	30_2_99

CUST_66279_PI403524517	2	-0.12565899	-0.21972752	0.051379204	-0.037259102	0.037259102	0.16536903	35_18927	"Cluster: Beta-fructofuranosidase, putative, expressed; n=2; Oryza sativa|Rep: Beta-fructofuranosidase, putative, expressed - Oryza sativa (japonica cultivar-gro"	UniRef90_Q10MC0	CHR3V7|COORD:1733125..1735608| beta-fructofuranosidase, putative / invertase, putative / saccharase, putative / beta-fructosidase, putative	AT3G05820.1	CHR03V5|COORD:11266729..11262173|protein beta-fructofuranosidase, putative, expressed	LOC_Os03g20020.1	 no descriptionweakly similar to ( 198)AT3G05820| Symbols:  | beta-fructofuranosidase, putative / invertase, putative / saccharase, putative / beta-fructosidase, putative | chr3:1733125-1735608 REVERSEInvertase_neut 	major CHO metabolism.degradation.sucrose.invertases.neutral	2_2_1_3_1

CUST_91871_PI403524517	2	0.0327034	-0.05363846	-0.032702446	0.044143677	-0.08811855	0.08079338	35_26269	"Cluster: Putative cyclic nucleotide and calmodulin-regulated ion channel protein; n=1; Hordeum vulgare subsp. vulgare|Rep: Putative cyclic nucleotide and"	UniRef90_Q7X9R5	"CHR4V7|COORD:14855066..14857785| ATCNGC17 (cyclic nucleotide gated channel 17); calmodulin binding / cyclic nucleotide binding / ion channel"	AT4G30360.1	CHR06V5|COORD:4436283..4441873|protein cyclic nucleotide-gated ion channel 14, putative, expressed	LOC_Os06g08850.1	no description	not assigned.unknown	35_2

CUST_119449_PI403524517	2	-0.023967743	-0.11569309	0.02396679	0.07027626	-0.084103584	0.19156551	35_33798	0	0		0	CHR03V5|COORD:7314163..7308216|protein expressed protein	LOC_Os03g13560.1	no description	not assigned.unknown	35_2

CUST_47767_PI403524517	2	0.03208065	-0.25238514	0.0027675629	-0.056264877	0.03779888	-0.0027675629	35_13665	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_50124_PI403524517	2	0.046821594	0.20231819	0.0020179749	-0.0020179749	-0.025449753	-0.49162292	35_14305	Rep: Blr0521 protein - Bradyrhizobium japonicum	UniRef90_Q89X06	CHR1V7|COORD:6978101..6985306| family II extracellular lipase, putative	AT1G20130.1	CHR01V5|COORD:31145790..31150095|protein ATP binding protein, putative, expressed	LOC_Os01g53640.1	no description	not assigned.unknown	35_2

CUST_67915_PI403524517	2	-0.22788143	0.6221323	0.18296337	-0.17019463	-0.031716347	0.031716347	35_19404	"Cluster: OSJNBa0008M17.14 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0008M17.14 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XTS1	"CHR1V7|COORD:5648897..5650991| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G56080.1); similar to putative protein [Avicennia marina]"	AT1G16520.1	CHR04V5|COORD:31038868..31035777|protein expressed protein	LOC_Os04g52570.1	"no descriptionweakly similar to ( 137)AT1G16520| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G56080.1); similar to putative protein [Avicennia marina] (GB:AAV33647.1); contains domain PAH2 domain (SSF47762) | chr1:5648897-5650991 FORWARD"	not assigned.unknown	35_2

CUST_75418_PI403524517	2	0.05227518	0.3472495	0.22723198	-0.05227518	-0.09520388	-0.34158945	35_21617	"Cluster: Putative CPRD2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative CPRD2 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5Z957	CHR4V7|COORD:11172737..11174329| FAD-binding domain-containing protein	AT4G20860.1	CHR06V5|COORD:20809008..20807194|protein reticuline oxidase precursor, putative, expressed	LOC_Os06g35650.1	no descriptionmoderately similar to ( 219)AT4G20860| Symbols:  | FAD-binding domain-containing protein | chr4:11172737-11174329 FORWARDBBE PRK12678	misc.nitrilases, *nitrile lyases, berberine bridge enzymes, reticuline oxidases, troponine reductases	26_8

CUST_59799_PI403524517	2	0.071139336	-0.6565943	-0.217947	0.2795353	-0.07113838	0.17869759	35_17049	"Cluster: Putative serine protease; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative serine protease - Oryza sativa (japonica cultivar-group)"	UniRef90_Q94H95	"CHR5V7|COORD:26889418..26891691| ARA12; subtilase"	AT5G67360.1	CHR03V5|COORD:31429834..31426889|protein subtilisin-like protease precursor, putative, expressed	LOC_Os03g55350.1	"no descriptionhighly similar to ( 930)AT5G67360| Symbols: ARA12 | ARA12; subtilase | chr5:26889418-26891691 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PA_subtilisin_like PA Peptidase_S8 Subtilisin_N AprE PRK07003 PRK07764 APC_basic Atrophin-1 PRK12323 Herpes_BLLF1 Tymo_45kd_70kd"	protein.degradation.subtilases	29_5_1

CUST_21105_PI403524517	2	0.1699028	0.084946156	0.092209816	-0.21271849	-0.084946156	-0.18445492	35_6126	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10MH7	CHR4V7|COORD:10275928..10278502| leucine-rich repeat family protein / extensin family protein	AT4G18670.1	CHR03V5|COORD:10967883..10969026|protein expressed protein	LOC_Os03g19540.1	no descriptionvery weakly similar to (58.2)AT1G06320| Symbols:  | similar to hypothetical protein MtrDRAFT_AC140034g4v1 [Medicago truncatula] (GB:ABE80503.1) | chr1:1930601-1931448 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07764 PRK07003 DUF1421 Atrophin-1 Tymo_45kd_70kd APC_basic KAR9 PRK05648 TT_ORF1	not assigned.unknown	35_2

CUST_47701_PI403524517	2	0.072561264	-0.1587925	-0.018226624	-0.021812439	0.018226624	0.046880722	35_13649	"Cluster: Os01g0835900 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0835900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JHY5	CHR5V7|COORD:24068875..24069186| histone H4	AT5G59690.1	CHR10V5|COORD:20690219..20689571|protein histone H4, putative, expressed	LOC_Os10g39410.1	no descriptionweakly similar to ( 162)AT5G59970| Symbols:  | histone H4 | chr5:24163578-24163889 REVERSEweakly similar to ( 162)H4_PEAHistone H4 - Pisum sativum (Garden pea)not assigned H4 H4 HHT1 Histone PRK07764	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_18160_PI404877155	2	0.080765724	0.31073475	0.17383766	-0.27263165	-0.080765724	-0.37747955	HVSMEc0019C19f_at	0	0	0	0	0	0	Encodes chlorophyll binding protein D1, a part of the photosystem II reaction center core	PS.lightreaction.photosystem II.PSII polypeptide subunits	1_01_01_02

CUST_23381_PI399408534	2	0.2689438	-0.02197361	-0.04312229	-0.012763977	0.012764931	0.06419277	35_3555	"Cluster: Chitin-inducible gibberellin-responsive protein 2, putative, expressed; n=4; Oryza sativa (japonica cultivar-group)|Rep: Chitin-inducible"	UniRef90_Q339D4	"CHR5V7|COORD:19539723..19541279| PAT1 (PHYTOCHROME A SIGNAL TRANSDUCTION 1); transcription factor"	AT5G48150.2	CHR10V5|COORD:11277652..11273730|protein chitin-inducible gibberellin-responsive protein 2, putative, expressed	LOC_Os10g22430.1	"no descriptionweakly similar to ( 126)AT5G48150| Symbols: PAT1 | PAT1 (PHYTOCHROME A SIGNAL TRANSDUCTION 1); transcription factor | chr5:19539723-19541279 REVERSEweakly similar to ( 127)CIGR2_ORYSA"	hormone metabolism.gibberelin.signal transduction	17_6_2

CUST_24759_PI399408534	2	-0.22387123	0.7749195	0.12224007	-0.043086052	-0.28367043	0.0430851	35_38742	"Cluster: WRKY transcription factor 19; n=3; Oryza sativa (japonica cultivar-group)|Rep: WRKY transcription factor 19 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6IER2	"CHR3V7|COORD:20920061..20921388| WRKY70 (WRKY DNA-binding protein 70); transcription factor"	AT3G56400.1	CHR05V5|COORD:28388530..28389789|protein OsWRKY19 - Superfamily of rice TFs having WRKY and zinc finger domains, expressed	LOC_Os05g49620.1	" no descriptionvery weakly similar to (73.2)AT5G24110| Symbols: ATWRKY30, WRKY30 | WRKY30 (WRKY DNA-binding protein 30); transcription factor | chr5:8153419-8154636 REVERSEnot assigned not assigned not assigned WRKY PRK12323 PRK07764 PRK07003 "	RNA.regulation of transcription.WRKY domain transcription factor family	27_3_32

CUST_160246_PI403524517	2	0.020575523	-0.12377548	-0.079081535	0.12556839	-0.020576477	0.027602196	35_44717	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_24687_PI403524517	2	0.073812485	-0.109773636	-0.06496906	-0.016801834	0.07013512	0.01680088	35_7162	"Cluster: Methionine aminopeptidase 1, putative, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Methionine aminopeptidase 1, putative, expressed - O"	UniRef90_Q337D4	"CHR2V7|COORD:18663133..18665980| MAP1A (METHIONINE AMINOPEPTIDASE 1A); methionyl aminopeptidase"	AT2G45240.1	CHR10V5|COORD:19182924..19187182|protein methionine aminopeptidase 1A, putative, expressed	LOC_Os10g36470.2	"no descriptionmoderately similar to ( 266)AT2G45240| Symbols: MAP1A | MAP1A (METHIONINE AMINOPEPTIDASE 1A); methionyl aminopeptidase | chr2:18663133-18665980 FORWARDnot assigned MetAP1 PRK05716 Map PRK12896 Peptidase_M24 PRK12318 PRK07281 PRK12897 PRK08671 APP_MetAP PepP MetAP2"	protein.degradation.metalloprotease	29_5_7

CUST_29324_PI403524517	2	0.18759632	-0.3904848	-0.21343708	0.08542538	-0.015879631	0.015880585	35_8472	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_42183_PI403524517	2	0.32388306	-0.06796932	0.02930355	-0.005563736	-0.11695576	0.0055646896	35_12125	0	0	0	0	CHR10V5|COORD:12765366..12759150|protein translation initiation factor eIF-2B beta subunit, putative, expressed	LOC_Os10g25320.3	no description	not assigned.unknown	35_2

CUST_132327_PI403524517	2	0.29125166	0.27952242	0.0012660027	-0.0012655258	-0.12553263	-0.26020527	35_37162	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_61254_PI403524517	2	-0.16199493	0.2485714	-0.07354164	-0.11555767	0.07354164	0.12368393	35_17478	"Cluster: Hypothetical protein OJ1626B05.1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1626B05.1 - Oryza sativa (japonica cultivar-g"	UniRef90_Q8H856	"CHR3V7|COORD:21503516..21507995| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G41960.1); similar to Os03g0226600 [Oryza sativa (japonica"	AT3G58050.1	CHR03V5|COORD:6626140..6633035|protein expressed protein	LOC_Os03g12550.1	"no descriptionvery weakly similar to (76.3)AT3G58050| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G41960.1); similar to Os03g0226600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001049440.1); similar to Os10g0105400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001064024.1); similar to Unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAK00428.2) | chr3:21503516-21507995 FORWARD"	not assigned.unknown	35_2

CUST_121704_PI403524517	2	0.16663742	0.053879738	0.0056915283	-0.0056915283	-0.02661705	-0.041265488	35_34367	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_12834_PI404877155	2	0.07116318	-0.067975044	-0.14724922	-0.020159721	0.020159721	0.06722164	Contig6569_s_at	acetyl-CoA synthetase, putative / acetate-CoA ligase, putative [Arabidopsis thaliana]	NP_198504.1	acetyl-CoA synthetase, putative / acetate-CoA ligase, putative	At5g36880.1	protein acetate--CoA ligase	Os02g32490	"acetyl-CoA synthetase, putative / acetate-CoA ligase, putative, similar to SP:P27550 (Escherichia coli) and gi:8439651 (Homo sapiens); contains Pfam AMP-binding enzyme domain PF00501 or  similar to acyl-activating enzyme 17 (AAE17) [Arabidopsis thaliana]"	lipid metabolism.FA synthesis and FA elongation.acyl coa ligase	11_1_08

CUST_995_PI399408534	2	0.071640015	-0.030982971	-0.22566986	0.030983925	-0.06996918	0.15536499	35_18740	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10QQ8	CHR5V7|COORD:3448891..3454128| transducin family protein / WD-40 repeat family protein	AT5G10940.1	CHR03V5|COORD:4540343..4547764|protein expressed protein	LOC_Os03g08830.1	no descriptionmoderately similar to ( 409)AT5G10940| Symbols:  | transducin family protein / WD-40 repeat family protein | chr5:3448891-3454128 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned WD40	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_91734_PI403524517	2	0.11191273	0.14977312	0.31348228	-0.31804657	-0.15914059	-0.11191225	35_26228	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_13348_PI404877155	2	0.06083584	0.024080276	-0.14503479	0.0019626617	-0.0019626617	-0.05638981	Contig7049_s_at	OSJNBa0042L16.13 [Oryza sativa (japonica cultivar-group)] emb|CAE01618.2| OSJNBa0042L16.4 [Oryza sativa (japonica cultivar-group)]	NP_910122.1	expressed protein	At1g20220.1	protein expressed protein	Os04g34940	0.2_HMGI_Y T01851	RNA.regulation of transcription.putative DNA-binding protein	27_3_67

CUST_121190_PI403524517	2	0.17620134	0.016442299	-0.07914114	-0.07268143	0.013625145	-0.013625145	35_34235	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_15937_PI403524517	2	0.09556961	-0.44405746	0.0028123856	-0.0028123856	0.12434769	-0.12067604	35_4601	"Cluster: Os02g0439700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0439700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E1I1	CHR4V7|COORD:18078135..18079996| glycine-rich protein	AT4G38710.1	CHR02V5|COORD:14109885..14113511|protein translation initiation factor, putative, expressed	LOC_Os02g24330.2	no descriptionweakly similar to ( 137)AT4G38710| Symbols:  | glycine-rich protein | chr4:18078135-18079996 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned eIF-4B DUF1421 PRK07764 PRK12323 Tymo_45kd_70kd PRK07003 Atrophin-1 Extensin_2	protein.synthesis.initiation	29_2_3

CUST_178703_PI403524517	2	-0.012882233	-1.0233803	-0.24172115	0.1349678	0.55554104	0.012882233	35_49702	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_157057_PI403524517	2	-6.0367584E-4	0.2069459	6.041527E-4	-0.45705795	0.096280575	-0.2833228	35_43862	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_81847_PI403524517	2	-0.14095306	-0.6191449	-0.2897849	0.31187248	0.6226282	0.14095354	35_23477	"Cluster: RAV-like B3 domain DNA binding protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: RAV-like B3 domain DNA binding protein-like - Oryza sativ"	UniRef90_Q6EU30	0	0	CHR02V5|COORD:27928820..27926962|protein B3 DNA binding domain containing protein, expressed	LOC_Os02g45850.1	no description	not assigned.unknown	35_2

CUST_111217_PI403524517	2	-0.34813786	0.14579964	-0.08913231	0.25318432	-0.17651081	0.08913326	35_31581	"Cluster: Putative esterase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative esterase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8H5P4		0	CHR07V5|COORD:26792797..26791757|protein gibberellin receptor GID1L2, putative, expressed	LOC_Os07g44900.1	no description	not assigned.unknown	35_2

CUST_136155_PI403524517	2	-0.48859406	-0.73101425	1.0558748	0.19086027	0.59221697	-0.19086075	35_38181	"Cluster: Putative cinnamyl alcohol dehydrogenase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative cinnamyl alcohol dehydrogenase - Oryza sativa (japon"	UniRef90_Q5QM39	CHR5V7|COORD:6556495..6558125| cinnamyl-alcohol dehydrogenase, putative (CAD)	AT5G19440.1	CHR01V5|COORD:19336555..19341032|protein dihydroflavonol-4-reductase, putative, expressed	LOC_Os01g34480.3	 no descriptionvery weakly similar to (94.0)AT5G19440| Symbols:  | cinnamyl-alcohol dehydrogenase, putative (CAD) | chr5:6556495-6558125 FORWARDvery weakly similar to (57.8)DFRA_VITVIDihydroflavonol-4-reductase - Vitis vinifera (Grape)not assigned 	misc.alcohol dehydrogenases	26_11

CUST_176290_PI403524517	2	0.0580163	0.33708	-0.066497326	0.10910082	-0.13164616	-0.0580163	35_49059	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_5981_PI404877155	2	0.16526222	-0.33715057	-0.29029655	0.010320663	-0.01031971	0.037758827	Contig18208_at	unnamed protein product [Oryza sativa (japonica cultivar-group)] dbj|BAA94519.1| putative receptor-like kinase [Oryza sativa (japonica culti	NP_913415.1	leucine-rich repeat transmembrane protein kinase, putative	At4g23740.1	protein Protein kinase domain, putative	Os01g12390	leucine-rich repeat transmembrane protein kinase, putative, receptor-like protein kinase - Arabidopsis thaliana RKL1, PID:g4008006	signalling.receptor kinases.leucine rich repeat III	30_2_3

CUST_174614_PI403524517	2	-0.24404573	0.44095135	0.0076355934	-0.0076351166	-0.3063202	0.12992811	35_48608	"Cluster: Nup133 nucleoporin family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Nup133 nucleoporin family protein, expressed - Oryza sat"	UniRef90_Q10PQ6		0	CHR03V5|COORD:6552313..6559819|protein nucleoporin, putative, expressed	LOC_Os03g12450.1	no description	not assigned.unknown	35_2

CUST_7783_PI404877155	2	0.43659687	-0.6739092	-0.9705782	0.23265076	-0.008588791	0.008587837	Contig22891_at	0	0	0	0	0	0	NONE	hormone metabolism.gibberelin.signal transduction	17_6_2

CUST_130233_PI403524517	2	-0.104766846	0.15265656	0.08829975	-0.118821144	0.050706863	-0.050706863	35_36575	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_7663_PI404877155	2	0.08145332	0.5480013	-0.19110775	-0.08145332	-0.110544205	0.10425758	Contig22472_at	putative serine/threonine-specific receptor protein kinase [Oryza sativa (japonica cultivar-group)] dbj|BAB21175.1| putative serine/threonin	NP_909065.1	leucine-rich repeat protein kinase, putative	At1g51805.1	protein Protein kinase domain, putative	Os05g44990	leucine-rich repeat protein kinase, putative, similar to light repressible receptor protein kinase (Arabidopsis thaliana) gi:1321686:emb:CAA66376	signalling.light	30_11

CUST_98495_PI403524517	2	0.078967094	-0.7574949	-0.10837078	0.09927082	0.03324032	-0.03324032	35_28119	0	0	CHR1V7|COORD:26987406..26989555| S1 RNA-binding domain-containing protein	AT1G71720.1	CHR01V5|COORD:23310024..23306790|protein RNA binding protein, putative, expressed	LOC_Os01g40640.3	no descriptionvery weakly similar to ( 100)AT1G71720| Symbols:  | S1 RNA-binding domain-containing protein | chr1:26987406-26989555 FORWARDPRK07400	protein.synthesis.mito/plastid ribosomal protein.unknown	29_2_1_99

CUST_139114_PI403524517	2	-0.14447021	-0.27610302	0.57155514	0.015558243	0.5106602	-0.015557289	35_39019	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_75906_PI403524517	2	0.036603928	-0.06181526	-0.14955807	0.10197544	0.0057621	-0.005763054	35_21759	"Cluster: Putative LepA protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative LepA protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ET52	CHR5V7|COORD:2806534..2813221| GTP-binding protein LepA, putative	AT5G08650.1	CHR02V5|COORD:3152625..3143756|protein GTP-binding protein LepA containing protein, expressed	LOC_Os02g06300.1	 no descriptionhighly similar to ( 966)AT5G08650| Symbols:  | GTP-binding protein LepA, putative | chr5:2806534-2813221 REVERSEvery weakly similar to (99.0)EF2_BETVUElongation factor 2 - Beta vulgaris (Sugar beet)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK05433 LepA LepA TypA GTP_EFTU LepA_C PRK10218 GTP_translation_factor PRK07560 EF2 TypA_BipA FusA lepA_II lepA_C EF-G TetM_like PrfC RF3 TEF1 PRK12740 prfC PRK12739 Snu114p PRK12317 PRK00007 InfB IF2_eIF5B TufB EFG_C EF-G_bact Elongation_Factor_C PRK12736 SelB EF1_alpha infB infB SelB PRK12735 PRK00049 EF_Tu CysN CysN_ATPS tufA SelB_euk PRK04000 GCD11 EngA2 Ras_like_GTPase Translation_Factor_II_like engA eIF2_gamma Era_like era PRK04004 PRK10512 COG1160 cysN PRK05506 trmE trmE ThdF Ras EFG_mtEFG_II BipA_TypA_C EFG_mtEFG_C GTPBP1 	protein.synthesis.elongation	29_2_4

CUST_829_PI403524517	2	-0.050904274	-0.32831	-0.04435444	0.0866518	0.097088814	0.04435444	35_217	Rep: Ribosomal protein L6 - Triticum aestivum (Wheat)	UniRef90_Q5I7L4	CHR1V7|COORD:27850917..27852341| 60S ribosomal protein L6 (RPL6C)	AT1G74050.1	CHR02V5|COORD:22878287..22876293|protein 60S ribosomal protein L6, putative, expressed	LOC_Os02g37862.1	no descriptionmoderately similar to ( 209)AT1G74050| Symbols:  | 60S ribosomal protein L6 (RPL6C) | chr1:27850917-27852341 REVERSEmoderately similar to ( 214)RL6_MESCR60S ribosomal protein L6 - Mesembryanthemum crystallinum (Common ice plant)not assigned Ribosomal_L6e RPL14A Ribosomal_L6e_N	protein.synthesis.misc ribososomal protein	29_2_2

CUST_13794_PI399408534	2	0.19421387	0.47184277	6.170273E-4	-6.170273E-4	-0.6708751	-0.09348869	35_6538	"Cluster: Putative serine/threonine kinase; n=1; Triticum aestivum|Rep: Putative serine/threonine kinase - Triticum aestivum (Wheat)"	UniRef90_Q2L3S6	CHR1V7|COORD:3045515..3047395| protein kinase family protein	AT1G09440.1	CHR11V5|COORD:23011803..23007041|protein jacalin-like lectin domain containing protein	LOC_Os11g39490.1	no descriptionvery weakly similar to (65.1)AT1G09440| Symbols:  | protein kinase family protein | chr1:3045515-3047395 REVERSEvery weakly similar to (55.1)CRI4_MAIZEPutative receptor protein kinase CRINKLY4 precursor - Zea mays (Maize)not assigned not assigned not assigned not assigned Pkinase_Tyr TyrKc Pkinase PTKc S_TKc S_TKc PTKc_Trk	signalling.receptor kinases.DUF 26	30_2_17

CUST_3162_PI404877155	2	1.1284509	-0.90225935	-0.03661537	0.036614895	-0.2538724	0.08586788	Contig13644_at	putative serine/threonine kinase protein [Oryza sativa (japonica cultivar-group)]	BAC65049.1	protein kinase family protein	At4g21410.1	protein Protein kinase domain, putative	Os07g35660	ABC transporter permease protein	signalling.receptor kinases.misc	30_2_99

CUST_229_PI404877155	2	-0.43250704	1.4853978	-0.15535116	0.28507566	-0.18419552	0.15535116	Contig10112_at	Unknown protein [Oryza sativa (japonica cultivar-group)] gb|AAN64145.1| Unknown protein [Oryza sativa (japonica cultivar-group)]	NP_912562.1	homeobox-leucine zipper protein 5 (HB-5) / HD-ZIP transcription factor 5	At5g65310.1	protein Homeobox domain, putative	Os03g08960	NONE	RNA.regulation of transcription.HB,Homeobox transcription factor family	27_3_22

CUST_33397_PI403524517	2	0.11262035	0.38210392	-0.37577057	-0.066690445	-0.021047592	0.021048546	35_9632	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10SS1	"CHR4V7|COORD:17130954..17134305| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G18100.1); similar to expressed protein [Oryza sativa (japonica"	AT4G36210.1	CHR03V5|COORD:703629..699458|protein expressed protein	LOC_Os03g02170.2	"no descriptionmoderately similar to ( 246)AT4G36210| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G18100.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABF93615.1); similar to Os03g0112800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001048731.1); contains InterPro domain Protein of unknown function DUF726; (InterPro:IPR007941) | chr4:17130954-17134305 FORWARDnot assigned DUF726"	not assigned.unknown	35_2

CUST_23102_PI399408534	2	0.10411358	-1.2091122	-0.339386	0.100580215	0.0027942657	-0.002793312	35_3587	"Cluster: Two-component response regulator-like PRR73; n=5; Oryza sativa|Rep: Two-component response regulator-like PRR73 - Oryza sativa (Rice)"	UniRef90_Q689G4	"CHR5V7|COORD:638281..641459| PRR7 (PSEUDO-RESPONSE REGULATOR 7); transcription regulator"	AT5G02810.1	CHR03V5|COORD:9747741..9738530|protein two-component response regulator-like PRR73, putative, expressed	LOC_Os03g17570.3	" no descriptionvery weakly similar to (84.3)AT5G02810| Symbols: APRR7, PRR7 | PRR7 (PSEUDO-RESPONSE REGULATOR 7); transcription regulator | chr5:638281-641459 REVERSEmoderately similar to ( 457)PRR73_ORYSACCT "	RNA.regulation of transcription.Psudo ARR transcription factor family	27_3_66

CUST_79309_PI403524517	2	-0.026752949	-0.3951974	-0.03830433	0.41348505	0.026753426	0.18647957	35_22751	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_75512_PI403524517	2	0.1963191	0.42480373	0.056890488	-0.05689001	-0.118189335	-0.10458803	35_21645	"Cluster: Putative pectinacetylesterase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative pectinacetylesterase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5JL22	CHR3V7|COORD:2895015..2897372| pectinacetylesterase family protein	AT3G09410.2	CHR01V5|COORD:43397014..43393528|protein carboxylic ester hydrolase, putative, expressed	LOC_Os01g74330.1	no descriptionweakly similar to ( 139)AT3G09410| Symbols:  | pectinacetylesterase family protein | chr3:2895015-2897372 REVERSEnot assigned not assigned not assigned not assigned not assigned PAE PRK07764 PRK12323	cell wall.pectin*esterases.acetyl esterase	10_8_2

CUST_4505_PI404877155	2	-0.13994646	-0.7552633	-0.06753588	0.9612045	0.067536354	0.06846666	Contig15476_at	putative serine/threonine-specific protein kinase(gi|7488195|) [Oryza sativa (japonica cultivar-group)]	BAC84491.1	protein kinase family protein	At4g23150.1	protein Protein kinase domain, putative	Os07g35390	protein kinase family protein, contains Pfam domain PF00069: Protein kinase domain	signalling.receptor kinases.DUF 26	30_2_17

CUST_102464_PI403524517	2	0.089263916	0.68963814	-0.012313843	-0.25947285	0.012314796	-0.19157505	35_29229	"Cluster: Os05g0177400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0177400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DKB3	CHR5V7|COORD:2406069..2407331| F-box family protein	AT5G07610.1	CHR05V5|COORD:4601064..4599580|protein F-box domain containing protein, expressed	LOC_Os05g08460.1	no descriptionvery weakly similar to (58.2)AT5G07610| Symbols:  | F-box family protein | chr5:2406069-2407331 FORWARDFBOX	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_70962_PI403524517	2	0.07149887	0.41870308	-0.08045769	-0.055319786	-0.021467209	0.021468163	35_20330	Rep: SNAP-28 - Hordeum vulgare var. distichum (Two-rowed barley)	UniRef90_Q6X9T3	"CHR5V7|COORD:24641253..24642592| SNAP33 (synaptosomal-associated protein 33); t-SNARE"	AT5G61210.1	CHR03V5|COORD:5839832..5843006|protein SNAP25 homologous protein SNAP29, putative, expressed	LOC_Os03g11380.3	" no descriptionmoderately similar to ( 209)AT5G61210| Symbols: ATSNAP33, SNP33, ATSNAP33B, SNAP33 | SNAP33 (synaptosomal-associated protein 33); t-SNARE | chr5:24641253-24642592 FORWARDnot assigned not assigned SNARE t_SNARE t_SNARE "	cell. vesicle transport	31_4

CUST_162720_PI403524517	2	0.08150005	0.5650463	0.08567333	-0.3477211	-0.18777275	-0.08150005	35_45387	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_79284_PI403524517	2	0.5372591	0.21852589	-0.0978899	0.072926044	-0.09761906	-0.072926044	35_22742	"Cluster: 'putative inositol-1, 4, 5-trisphosphate 5-phosphatase'; n=1; Oryza sativa (japonica cultivar-group)|Rep: 'putative inositol-1, 4,"	UniRef90_Q6AVN0	CHR5V7|COORD:1468576..1470483| endonuclease/exonuclease/phosphatase family protein	AT5G04980.1	CHR05V5|COORD:23950403..23955863|protein type I inositol-1,4,5-trisphosphate 5-phosphatase CVP2, putative, expressed	LOC_Os05g41000.1	no descriptionweakly similar to ( 131)AT5G04980| Symbols:  | endonuclease/exonuclease/phosphatase family protein | chr5:1468576-1470685 REVERSEnot assigned IPPc	DNA.synthesis/chromatin structure	28_1

CUST_74524_PI403524517	2	0.15842152	0.056544304	-0.089692116	0.005060196	-0.018562317	-0.0050611496	35_21368	"Cluster: Mannose-6-phosphate isomerase, class I family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Mannose-6-phosphate isomerase,"	UniRef90_Q2R1L4	"CHR1V7|COORD:25045987..25048075| DIN9 (DARK INDUCIBLE 9); mannose-6-phosphate isomerase"	AT1G67070.1	CHR11V5|COORD:22576196..22580359|protein mannose-6-phosphate isomerase, putative, expressed	LOC_Os11g38810.1	"no descriptionweakly similar to ( 131)AT1G67070| Symbols: DIN9 | DIN9 (DARK INDUCIBLE 9); mannose-6-phosphate isomerase | chr1:25045987-25048075 FORWARDnot assigned PMI_typeI"	cell wall.precursor synthesis.phosphomannose isomerase	10_1_20

CUST_78819_PI403524517	2	-0.30370522	0.52496815	0.21530247	0.14207363	-0.18791294	-0.14207363	35_22601	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_102179_PI403524517	2	-0.014359474	0.2601366	0.03618622	-0.39906597	0.0143585205	-0.05444622	35_29154	"Cluster: Putative thioredoxin; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative thioredoxin - Oryza sativa (japonica cultivar-group)"	UniRef90_Q851R5	"CHR5V7|COORD:16008113..16009109| ATTRX2 (Arabidopsis thioredoxin h2, thioredoxin H-type 1); thiol-disulfide exchange intermediate"	AT5G39950.1	CHR03V5|COORD:33332525..33330289|protein thioredoxin H-type 5, putative, expressed	LOC_Os03g58630.1	" no descriptionweakly similar to ( 117)AT5G39950| Symbols: ATH2, ATTRXH2, TRXH2, ATTRX2 | ATTRX2 (Arabidopsis thioredoxin h2, thioredoxin H-type 1); thiol-disulfide exchange intermediate | chr5:16008113-16009109 REVERSEweakly similar to ( 107)TRXH_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned TRX_family Thioredoxin TRX_PICOT PRK10996 COG3118 ybbN PDI_a_family trxA TrxA TRX_NDPK TMX2 TlpA_like_family TRX_superfamily TRX_CDSP32 TRX_NTR PDI_a_ERp46 "	redox.thioredoxin	21_1

CUST_14510_PI399408534	2	0.0911026	-0.34233665	-0.09863281	-0.028513908	0.045571327	0.028512955	35_2109	"Cluster: Putative COP9 complex subunit, FUS5; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative COP9 complex subunit, FUS5 - Oryza sativa (japonica cult"	UniRef90_Q69VK6	"CHR1V7|COORD:387479..389568| FUS5 (FUSCA 5); MAP kinase kinase"	AT1G02090.1	CHR07V5|COORD:18256283..18251781|protein COP9 signalosome complex subunit 7, putative, expressed	LOC_Os07g30840.3	" no descriptionmoderately similar to ( 235)AT1G02090| Symbols: CSN7, COP15, CSN7II, FUS5 | FUS5 (FUSCA 5); MAP kinase kinase | chr1:388223-389568 REVERSEvery weakly similar to (55.5)CSN7_BRAOLCOP9 signalosome complex subunit 7 - Brassica oleracea (Wild cabbage)not assigned not assigned PCI PINT "	signalling.light.COP9 signalosome	30_11_1

CUST_130354_PI403524517	2	0.011062622	-0.61908054	0.034880638	-0.011062622	0.039222717	-0.11396599	35_36607	Rep: Histone H2B.1 - Zea mays (Maize)	UniRef90_P30755	CHR3V7|COORD:16924599..16925036| histone H2B, putative	AT3G46030.1	CHR01V5|COORD:2868912..2869790|protein histone H2B.1, putative, expressed	LOC_Os01g06010.1	no descriptionvery weakly similar to (57.4)H2B1_WHEATHistone H2B.1 - Triticum aestivum (Wheat)	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_25846_PI403524517	2	0.03765869	-0.10758209	-0.0029935837	0.0029935837	0.05008602	-0.024985313	35_7493	Rep: Putative hydrogenase - Oryza sativa (Rice)	UniRef90_Q8W303	CHR4V7|COORD:9269286..9271532| iron hydrogenase family protein	AT4G16440.1	CHR03V5|COORD:30765124..30760673|protein narf-like protein, putative, expressed	LOC_Os03g53750.2	no descriptionweakly similar to ( 153)AT4G16440| Symbols:  | iron hydrogenase family protein | chr4:9269286-9271532 REVERSEnot assigned COG4624 Fe_hyd_lg_C	not assigned.no ontology	35_1

CUST_160525_PI403524517	2	0.8005848	0.01644659	-0.11540604	-0.10213423	-0.016446114	0.530375	35_44795	Rep: OSIGBa0139P06.1 protein - Oryza sativa (Rice)	UniRef90_Q01JP7	CHR5V7|COORD:8284861..8287654| WD-40 repeat family protein	AT5G24320.2	CHR04V5|COORD:28344724..28348699|protein signal transducer, putative, expressed	LOC_Os04g48010.2	no descriptionweakly similar to ( 119)AT5G24320| Symbols:  | WD-40 repeat family protein | chr5:8284861-8287654 REVERSEnot assigned	not assigned.no ontology	35_1

CUST_55274_PI403524517	2	0.04254341	-0.16072941	-0.08037853	-0.020695686	0.020694733	0.116550446	35_15736	Rep: Proteasome subunit alpha type 2-A - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_O23708	"CHR1|COORD:5622832..5625637| similar to 20S proteasome alpha subunit D2 (PAD2) (PRS1) (PRC6) [Arabidopsis thaliana] (TAIR:At5g66140.1); similar to proteasome"	AT1G16470.2	CHR02V5|COORD:25448355..25452752|protein proteasome subunit alpha type 2, putative, expressed	LOC_Os02g42320.2	"no descriptionmoderately similar to ( 421)AT1G16470| Symbols: PAB1 | PAB1 (20S proteasome alpha subunit B1); peptidase | chr1:5623116-5625433 FORWARDmoderately similar to ( 456)PSA2_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned proteasome_alpha_type_2 proteasome_alpha PRK03996 PRE1 proteasome_alpha_archeal proteasome_alpha_type_7 Proteasome proteasome_protease_HslV proteasome_alpha_type_4 proteasome_alpha_type_5 proteasome_alpha_type_3 proteasome_alpha_type_6 proteasome_alpha_type_1 Ntn_hydrolase proteasome_beta_archeal proteasome_beta proteasome_beta_type_7 proteasome_beta_type_2 proteasome_beta_type_5"	protein.degradation.ubiquitin.proteasom	29_5_11_20

CUST_51757_PI403524517	2	0.02556467	-0.41904688	0.1949811	-0.019413471	0.019413471	-0.023645401	35_14753	Rep: Cysteine protease - Triticum aestivum (Wheat)	UniRef90_Q5MB22	"CHR4V7|COORD:18215820..18217320| RD19 (RESPONSIVE TO DEHYDRATION 19); cysteine-type peptidase"	AT4G39090.1	CHR02V5|COORD:15885668..15889425|protein cysteine proteinase 1 precursor, putative, expressed	LOC_Os02g27030.1	" no descriptionhighly similar to ( 509)AT4G39090| Symbols: RD19A, EMB3005, RD19 | RD19 (RESPONSIVE TO DEHYDRATION 19); cysteine-type peptidase | chr4:18215820-18217320 REVERSEhighly similar to ( 629)CYSP1_MAIZECysteine proteinase 1 precursor - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Peptidase_C1 Peptidase_C1A Pept_C1 Peptidase_C1A_CathepsinB Peptidase_C1 Peptidase_C1A_CathepsinC Peptidase_C1A_CathepsinX COG4870 Inhibitor_I29 PRK07764 DUF566 PRK12678 PRK12323 "	protein.degradation.cysteine protease	29_5_3

CUST_49340_PI403524517	2	-0.007024765	-0.06439209	0.019357681	-0.052747726	0.06250763	0.007024765	35_14074	Rep: Alpha-tubulin 4 - Hordeum vulgare (Barley)	UniRef90_Q9M406	CHR4V7|COORD:8548765..8550315| TUA6 (tubulin alpha-6 chiain)	AT4G14960.2	CHR03V5|COORD:29476672..29479679|protein tubulin alpha-3 chain, putative, expressed	LOC_Os03g51600.3	no descriptionmoderately similar to ( 305)AT4G14960| Symbols: TUA6 | TUA6 (tubulin alpha-6 chiain) | chr4:8548765-8550315 REVERSEmoderately similar to ( 308)TBA3_HORVUTubulin alpha-3 chain - Hordeum vulgare (Barley)not assigned not assigned not assigned alpha_tubulin COG5023 beta_tubulin Tubulin_C Tubulin_FtsZ epsilon_tubulin gamma_tubulin	cell.organisation	31_1

CUST_74739_PI403524517	2	0.0824337	-0.12870312	0.03966236	-0.037970543	0.037970543	-0.14205074	35_21430	"Cluster: Putative ribonucleoprotein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ribonucleoprotein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z8U4	CHR3V7|COORD:4254855..4256628| RNA recognition motif (RRM)-containing protein	AT3G13224.2	CHR08V5|COORD:24185927..24180502|protein RNA recognition motif family protein, expressed	LOC_Os08g38410.3	no description	not assigned.unknown	35_2

CUST_13416_PI403524517	2	0.19513607	0.13588142	-0.11219931	-0.25820637	-0.5222573	0.11219978	35_3847	Rep: Target of rapamycin - Zea mays (Maize)	UniRef90_Q5EFI5	CHR1V7|COORD:18526294..18543287| TOR (TARGET OF RAPAMYCIN)	AT1G50030.1	CHR05V5|COORD:8256273..8270285|protein phosphatidylinositol 3-kinase tor2, putative, expressed	LOC_Os05g14550.1	no descriptionweakly similar to ( 164)AT1G50030| Symbols: TOR | TOR (TARGET OF RAPAMYCIN) | chr1:18526294-18543287 REVERSEnot assigned Rapamycin_bind TEL1	development.multitarget.target of rapamycin	33_30_1

CUST_112315_PI403524517	2	-0.03521681	0.03521681	-0.19309425	-0.15655947	0.17564678	0.09135008	35_31889	0	0		0	CHR12V5|COORD:24027070..24031102|protein zinc finger, C3HC4 type family protein, expressed	LOC_Os12g39110.1	no description	not assigned.unknown	35_2

CUST_6489_PI403524517	2	0.014148712	-0.014149666	-0.28233147	0.02765274	-0.23871517	0.02383709	35_1800	"Cluster: Putative trehalose-6-phosphate synthase/phosphatase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative trehalose-6-phosphate synthase/phosphata"	UniRef90_Q5JNJ1	"CHR1V7|COORD:1955412..1958152| ATTPS7 (Arabidopsis thaliana trehalose-phosphatase/synthase 7); transferase, transferring glycosyl groups / trehalose-phosphatase"	AT1G06410.1	CHR01V5|COORD:31704393..31700255|protein trehalose synthase, putative, expressed	LOC_Os01g54560.2	" no descriptionnearly identical (1157)AT1G06410| Symbols: TPS7, ATTPSA, ATTPS7 | ATTPS7 (Arabidopsis thaliana trehalose-phosphatase/synthase 7); transferase, transferring glycosyl groups / trehalose-phosphatase | chr1:1955412-1958152 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Glyco_transf_20 OtsA Trehalose_PPase PRK10117 OtsB Herpes_BLLF1 Cof Tymo_45kd_70kd DUF566 PRK07003 "	minor CHO metabolism.trehalose.potential TPS/TPP	3_2_3

CUST_81206_PI403524517	2	0.037844658	-0.15431404	-0.03248501	-0.038715363	0.032485962	0.057561874	35_23296	"Cluster: Type 2A protein serine/threonine phosphatase 55kDa B regulatory subunit-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Type 2A protein serine/t"	UniRef90_Q5ZAG2	"CHR1V7|COORD:6093942..6098058| ATB BETA (Arabidopsis thaliana serine/threonine protein phosphatase 2A 55 kDa regulatory subunit B beta isofor); nucleotide bindi"	AT1G17720.2	CHR01V5|COORD:23896960..23903392|protein serine/threonine protein phosphatase 2A 55 kDa regulatory subunit Bbeta isoform, putative, expressed	LOC_Os01g41630.1	"no descriptionweakly similar to ( 130)AT1G17720| Symbols:  | ATB BETA (Arabidopsis thaliana serine/threonine protein phosphatase 2A 55 kDa regulatory subunit B beta isofor); nucleotide binding | chr1:6093942-6098058 REVERSEweakly similar to ( 144)2ABB_ORYSAnot assigned"	protein.postranslational modification	29_4

CUST_162001_PI403524517	2	0.5179806	0.037621498	0.3900051	-0.037621498	-0.21667528	-0.38067055	35_45187	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_32153_PI399408534	2	-0.084667206	0.19975185	0.08902073	-0.16402245	-0.16784382	0.08466625	35_19345	"Cluster: MAP3K protein kinase-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: MAP3K protein kinase-like protein - Oryza sativa (japonica cultivar"	UniRef90_Q6YW97	CHR5V7|COORD:26808825..26810875| phospholipase C	AT5G67130.1	CHR09V5|COORD:1237533..1225555|protein MAP3K-like protein kinase, putative, expressed	LOC_Os09g02729.1	no descriptionhighly similar to ( 525)AT5G67130| Symbols:  | phospholipase C | chr5:26808825-26810875 FORWARD	signalling.MAP kinases	30_6

CUST_11590_PI403524517	2	0.12992477	0.22297955	-0.006378174	-0.040327072	-0.067279816	0.0063791275	35_3289	"Cluster: Putative receptor-like protein kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative receptor-like protein kinase - Oryza sativa (japonica"	UniRef90_Q75IR9	CHR3V7|COORD:17023994..17026486| protein kinase, putative	AT3G46290.1	CHR06V5|COORD:13296088..13300272|protein protein kinase, putative, expressed	LOC_Os06g22810.1	 no descriptionhighly similar to ( 520)AT3G46290| Symbols:  | protein kinase, putative | chr3:17023994-17026486 FORWARDmoderately similar to ( 240)NORK_MEDTRNodulation receptor kinase precursor - Medicago truncatula (Barrel medic)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pkinase_Tyr TyrKc PTKc S_TKc Pkinase S_TKc PTKc_Csk_like PTKc_Itk PTKc_Srm_Brk PTKc_Jak_rpt2 PTKc_EphR PTKc_Src_like PTKc_Trk PTKc_Fes_like PTKc_Frk_like SPS1 PTK_CCK4 PTKc_TrkB PTKc_EphR_A2 PTKc_Tec_like PTKc_Ror PTKc_Fer PTKc_TrkA PTKc_TrkC PTKc_Syk_like PTKc_Tec_Rlk PTKc_Csk PTKc_Btk_Bmx PTKc_Lyn PTKc_Lck_Blk PTKc_Fyn_Yrk PTKc_EGFR_like PTKc_Tie2 PTKc_DDR PTKc_Met_Ron PTKc_Src PTKc_Chk PTKc_EphR_B PTKc_InsR_like PTKc_Musk PTKc_Tie1 PTKc_c-ros PTKc_Ack_like PTKc_Yes PTKc_Abl PTKc_Axl_like PTKc_EphR_A PTKc_ALK_LTK PTKc_Fes PTKc_Jak2_Jak3_rpt2 PTKc_FGFR PTKc_Tyk2_rpt2 PTKc_Tie PTKc_Hck PTKc_FAK PTKc_FGFR1 PTKc_FGFR2 PTKc_FGFR3 PTKc_RET PTKc_DDR_like PTKc_InsR PTKc_IGF-1R PTKc_Ror1 PTKc_Jak1_rpt2 PTKc_Axl PTKc_FGFR4 PTKc_Zap-70 PTKc_DDR1 PTKc_Tyro3 PTKc_EphR_A10 PTK_HER3 PTKc_PDGFR PTKc_DDR2 PTK_Jak_rpt1 PTKc_Syk PTK_Ryk PTKc_Ror2 PTKc_HER4 PTK_Jak2_Jak3_rpt1 PTKc_Aatyk PTKc_EGFR PTKc_HER2 PTKc_Aatyk1_Aatyk3 PTKc_Aatyk2 PTKc_PDGFR_beta PTKc_VEGFR3 PTKc_VEGFR PTKc_PDGFR_alpha PTKc_VEGFR2 PTKc_Kit PTKc_CSF-1R 	protein.postranslational modification.kinase.receptor like cytoplasmatic kinase VII	29_4_1_57

CUST_178916_PI403524517	2	0.21011257	0.033416748	-0.1491642	-0.03341627	-0.45443773	0.04242611	35_49763	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_34624_PI399408534	2	0.1457262	0.013685226	0.09383869	-0.21941185	-0.013684273	-0.15209293	35_3125	Rep: RAB7 - Hordeum vulgare (Barley)	UniRef90_Q3S835	"CHR4V7|COORD:6133098..6134956| AtRABG3a; GTP binding"	AT4G09720.1	CHR05V5|COORD:26581348..26583292|protein ras-related protein Rab7, putative, expressed	LOC_Os05g46000.1	"no descriptionmoderately similar to ( 306)AT4G09720| Symbols: AtRABG3a | AtRABG3a; GTP binding | chr4:6133402-6134956 FORWARDmoderately similar to ( 324)RAB7_SOYBNRas-related protein Rab7 - Glycine max (Soybean)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Rab7 RAB Rab Ras Rab9 Rab11_like RabA_like Rab6 Rab5_related Rab4 Rab8_Rab10_Rab13_like Rab21 Rab32_Rab38 Rab1_Ypt1 Ras_like_GTPase Rab2 Rab18 Ras Rab35 Rab19 Rab26 Rab30 Rab14 Rab27A Rab23_lke RJL Rab33B_Rab33A Rab39 Rab3 COG1100 RAS M_R_Ras_like Ran Rap_like Rab12 RabL2 Rho Rab36_Rab34 Rap2 Rab28 Rab24 Rab15 H_N_K_Ras_like RheB RSR1 RHO RalA_RalB Rab40 RabL4 Rab20 Rho4_like Ras2 Rap1 RAN Ras_dva RERG_RasL11_like Spg1 Rho3 Rho2 ARHI_like Rit_Rin_Ric Wrch_1 Rhes_like Rac1_like Tc10 Miro RGK RhoA_like Centaurin_gamma Rop_like Miro1 RabL3 RRP22 Cdc42 RhoG Arl10_like Rnd3_RhoE_Rho8 Arf Rnd2_Rho7 Rnd Arf_Arl Miro2"	signalling.G-proteins	30_5

CUST_112522_PI403524517	2	0.44037533	-0.05366993	0.06416798	0.008186817	-0.040546894	-0.008187294	35_31941	Rep: Protoporphyrinogen IX oxidase - Zea mays (Maize)	UniRef90_Q9FYV8	"CHR5V7|COORD:4583508..4587371| HEMG2/MEE61 (maternal effect embryo arrest 61); oxidoreductase/ protoporphyrinogen oxidase"	AT5G14220.1	CHR04V5|COORD:24261662..24269768|protein protoporphyrinogen oxidase, mitochondrial, putative, expressed	LOC_Os04g41260.1	" no descriptionvery weakly similar to (95.1)AT5G14220| Symbols: HEMG2, MEE61 | HEMG2/MEE61 (maternal effect embryo arrest 61); oxidoreductase/ protoporphyrinogen oxidase | chr5:4583508-4587371 REVERSEvery weakly similar to (97.8)PPOCM_SPIOLProtoporphyrinogen oxidase, chloroplast/mitochondrial precursor - Spinacia oleracea (Spinach)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned HemY PRK11883 Amino_oxidase COG1233 PRK07233 COG3349 PRK07208 PRK11749 TT_ORF1 COG2907 COG1231 PRK12771 PRK12831 gltD DAO PRK04176 PRK07764 PRK12814 HcaD THI4 FixC GltD PRK06185 Drf_FH1 DadA COG3380 "	tetrapyrrole synthesis.protoporphyrin IX oxidase	19_9

CUST_118283_PI403524517	2	0.13616657	0.06909275	0.022994995	-0.20060635	-0.063474655	-0.022994995	35_33494	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_121410_PI403524517	2	0.24479437	-0.0040359497	0.21290445	0.004035473	-0.016605377	-0.21744633	35_34291	"Cluster: OSIGBa0115K01-H0319F09.2 protein; n=3; Oryza sativa|Rep: OSIGBa0115K01-H0319F09.2 protein - Oryza sativa (Rice)"	UniRef90_Q01HQ0	CHR5V7|COORD:25797737..25800700| membrane protein-related	AT5G64500.1	CHR04V5|COORD:26080349..26088666|protein carbohydrate transporter/ sugar porter/ transporter, putative, expressed	LOC_Os04g44430.1	no descriptionweakly similar to ( 104)AT2G32010| Symbols:  | endonuclease/exonuclease/phosphatase family protein | chr2:13632421-13635158 FORWARDnot assigned not assigned IPPc COG5411	DNA.synthesis/chromatin structure	28_1

CUST_93184_PI403524517	2	0.18096352	0.028535843	-0.028535843	-0.04909849	0.13038635	-0.1963973	35_26645	"Cluster: Hypothetical protein OJ1743_B12.38; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1743_B12.38 - Oryza sativa (japonica cultiv"	UniRef90_Q6ZGY0	"CHR2V7|COORD:14888439..14891195| PLL1 (POLTERGEIST LIKE 1); protein phosphatase type 2C"	AT2G35350.1	CHR02V5|COORD:28340113..28345064|protein protein phosphatase 2C containing protein, expressed	LOC_Os02g46490.1	"no descriptionvery weakly similar to (85.1)AT2G35350| Symbols: PLL1 | PLL1 (POLTERGEIST LIKE 1); protein phosphatase type 2C | chr2:14888439-14891195 REVERSEnot assigned"	misc.acid and other phosphatases	26_13

CUST_47432_PI403524517	2	-0.6199894	0.02938652	0.35156727	-0.029386044	0.11454964	-1.0300856	35_13578	"Cluster: Hypothetical protein P0650C03.15; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0650C03.15 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6Z2H5	"CHR1V7|COORD:22896883..22897494| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G11700.1); similar to Protein of unknown function DUF584 [Medicago"	AT1G61930.1	CHR07V5|COORD:19886591..19885483|protein expressed protein	LOC_Os07g33270.1	"no descriptionvery weakly similar to (65.9)AT1G61930| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G11700.1); similar to Protein of unknown function DUF584 [Medicago truncatula] (GB:ABE80969.1); contains InterPro domain Protein of unknown function DUF584; (InterPro:IPR007608) | chr1:22896883-22897494 FORWARDnot assigned not assigned DUF584 PRK12323 PRK07003 PRK07764"	not assigned.unknown	35_2

CUST_59207_PI403524517	2	0.14709568	1.4290886	-0.27381992	0.16918278	-0.14709616	-0.9013133	35_16885	"Cluster: Kinase binding protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Kinase binding protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0KIW5	CHR2V7|COORD:16483413..16484731| photosystem II reaction center PsbP family protein	AT2G39470.1	CHR03V5|COORD:9534575..9536486|protein calcium ion binding protein, putative, expressed	LOC_Os03g17174.1	no descriptionmoderately similar to ( 219)AT2G39470| Symbols:  | calcium ion binding | chr2:16483413-16484480 FORWARDPsbP	PS.lightreaction.photosystem II.PSII polypeptide subunits	1_1_1_2

CUST_77906_PI403524517	2	-0.7328844	-0.032331467	0.35096645	-0.009718895	0.27856255	0.009718895	35_22336	"Cluster: ACT domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: ACT domain containing protein, expressed - Oryza sativa (jap"	UniRef90_Q10P43	CHR1V7|COORD:4226671..4228915| ACR8 (ACT Domain Repeat 8)	AT1G12420.1	CHR03V5|COORD:7794107..7796806|protein ACR8, putative, expressed	LOC_Os03g14370.2	no descriptionvery weakly similar to (84.0)AT1G12420| Symbols: ACR8 | ACR8 (ACT Domain Repeat 8) | chr1:4226671-4228915 REVERSEACT_ACR_4 ACT_ACR-UUR-like_2 ACT_UUR-ACR-like	not assigned.no ontology	35_1

CUST_62702_PI403524517	2	0.3717246	-0.19795895	0.08033943	-0.123150826	-0.08033943	0.29157782	35_17876	"Cluster: Coatomer alpha subunit; n=1; Hordeum vulgare subsp. vulgare|Rep: Coatomer alpha subunit - Hordeum vulgare var. distichum (Two-rowed barley)"	UniRef90_Q6RYF4	CHR1V7|COORD:22923479..22927393| coatomer protein complex, subunit alpha, putative	AT1G62020.1	CHR09V5|COORD:2131704..2125232|protein coatomer subunit alpha, putative, expressed	LOC_Os09g04110.2	 no descriptionmoderately similar to ( 378)AT1G62020| Symbols:  | coatomer protein complex, subunit alpha, putative | chr1:22923479-22927393 FORWARDvery weakly similar to (94.4)PF20_CHLREFlagellar WD repeat-containing protein Pf20 - Chlamydomonas reinhardtiinot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned WD40 COG2319 WD40 WD40 	not assigned.no ontology	35_1

CUST_75209_PI403524517	2	-0.26741028	0.5937662	-0.030984879	-0.24881744	0.030984879	0.0662632	35_21557	"Cluster: Os06g0175400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0175400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DE60	CHR5V7|COORD:26378818..26380567| BSD domain-containing protein	AT5G65910.1	CHR06V5|COORD:3797624..3794469|protein BSD domain containing protein, expressed	LOC_Os06g07820.1	no descriptionvery weakly similar to (66.2)AT5G65910| Symbols:  | BSD domain-containing protein | chr5:26378818-26380567 REVERSEBSD	not assigned.no ontology.BSD domain-containing protein	35_1_8

CUST_24264_PI403524517	2	-0.030891418	-0.91977787	-0.018306732	0.121741295	0.07006359	0.018306732	35_7041	"Cluster: Putative hydroxymethylglutaryl coenzyme A synthase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative hydroxymethylglutaryl coenzyme A synthase"	UniRef90_Q6ZBH5	CHR4V7|COORD:7109118..7111895| BAP1 (hydroxymethylglutaryl-CoA synthase)	AT4G11820.2	CHR08V5|COORD:27169390..27174888|protein hydroxymethylglutaryl-CoA synthase, putative, expressed	LOC_Os08g43170.1	 no descriptionmoderately similar to ( 259)AT4G11820| Symbols: HMGS, MVA1, BAP1 | BAP1 (hydroxymethylglutaryl-CoA synthase) | chr4:7109118-7111895 REVERSEnot assigned HMG_CoA_synt_C PksG init_cond_enzymes 	secondary metabolism.isoprenoids.mevalonate pathway.HMG-CoA synthase	16_1_2_2

CUST_78536_PI403524517	2	0.0056552887	-0.3706503	0.05103588	-0.0810318	0.0034646988	-0.0034646988	35_22516	"Cluster: Putative arginine methyltransferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative arginine methyltransferase - Oryza sativa (japonica"	UniRef90_Q75G68	CHR3V7|COORD:6984061..6987951| protein arginine N-methyltransferase family protein	AT3G20020.1	CHR10V5|COORD:18218584..18223244|protein protein arginine N-methyltransferase 6, putative, expressed	LOC_Os10g34740.1	no descriptionvery weakly similar to (96.3)AT3G20020| Symbols:  | protein arginine N-methyltransferase family protein | chr3:6984061-6987951 REVERSEnot assigned	misc.O- methyl transferases	26_6

CUST_72644_PI403524517	2	0.33001232	-0.005501747	0.2731371	-0.1115489	0.005501747	-0.03336954	35_20823	"Cluster: Hypothetical protein OSJNBa0036M16.113; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0036M16.113 - Oryza sativa (japonic"	UniRef90_Q7EZ54	"CHR3V7|COORD:5695639..5698869| similar to Os07g0517300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001059789.1); similar to hypothetical protein"	AT3G16730.1	CHR07V5|COORD:19936749..19941475|protein expressed protein	LOC_Os07g33360.1	"no descriptionmoderately similar to ( 227)AT3G16730| Symbols:  | similar to Os07g0517300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001059789.1); similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:BAC83719.1); contains InterPro domain Protein of unknown function DUF1032; (InterPro:IPR009378) | chr3:5695639-5698869 REVERSEnot assigned DUF1032"	not assigned.unknown	35_2

CUST_106660_PI403524517	2	-0.21630287	-0.27620316	0.17780495	0.10216713	0.0354681	-0.035467148	35_30354	Rep: Cellulose synthase 6 - Eucalyptus grandis (Flooded gum)	UniRef90_Q2IB38	"CHR2V7|COORD:9291917..9296575| CESA9 (CELLULASE SYNTHASE 9); transferase, transferring glycosyl groups"	AT2G21770.1	CHR07V5|COORD:13745562..13739590|protein CESA3 - cellulose synthase, expressed	LOC_Os07g24190.2	no descriptionCellulose_synt	cell wall.cellulose synthesis	10_2

CUST_7060_PI403524517	2	-0.0052280426	0.31913185	0.0052280426	-0.0875864	-0.053894043	0.058312416	35_1958	"Cluster: CGI-144-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: CGI-144-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z333	CHR1|COORD:5755610..5756888| similar to CGI-144-like protein [Lycopersicon esculentum] (GB:CAC81814.1)	AT1G16810.2	CHR02V5|COORD:30273458..30270517|protein expressed protein	LOC_Os02g49530.2	"no descriptionweakly similar to ( 113)AT1G16810| Symbols:  | similar to CGI-144-like protein [Solanum lycopersicum] (GB:CAC81814.1); similar to Os02g0727500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001047997.1); contains domain FAMILY NOT NAMED (PTHR13282); contains domain gb def: F6I1.17 protein (F17F16.8/F17F16.8) (Hypothetical protein) (At1g16810/F17F16.8) (PTHR13282:SF1) | chr1:5756143-5756687 FORWARDnot assigned DUF1754"	not assigned.unknown	35_2

CUST_50157_PI403524517	2	-1.5194902	-0.64901257	2.2010937	0.64901257	0.83012295	-0.8518696	35_14314	"Cluster: 23 kDa jasmonate-induced protein; n=1; Hordeum vulgare|Rep: 23 kDa jasmonate-induced protein - Hordeum vulgare (Barley)"	UniRef90_P32024	0	0	CHR04V5|COORD:14015791..14016744|protein jasmonate-induced protein, putative	LOC_Os04g24478.1	no descriptionmoderately similar to ( 409)JI23_HORVU23 kDa jasmonate-induced protein - Hordeum vulgare (Barley)	not assigned.unknown	35_2

CUST_53970_PI403524517	2	-0.21496105	0.119522095	0.22906971	-0.20102501	-0.05482006	0.05482006	35_15361	"Cluster: OSJNBa0006B20.1 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0006B20.1 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XRB6	CHR5V7|COORD:25572047..25575813| UVR8 (UVB-RESISTANCE 8)	AT5G63860.1	CHR04V5|COORD:21495027..21500911|protein HECT domain and RCC1-like domain-containing protein 2, putative, expressed	LOC_Os04g35570.1	no descriptionhighly similar to ( 684)AT5G63860| Symbols: UVR8 | UVR8 (UVB-RESISTANCE 8) | chr5:25572047-25575813 REVERSEnot assigned not assigned not assigned not assigned ATS1	cell.division	31_2

CUST_28924_PI399408534	2	0.02346611	0.21514368	-0.019154549	0.019155025	-0.101922035	-0.03353548	35_7700	"Cluster: Putative leaf development protein Argonaute; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative leaf development protein Argonaute - Oryza sativ"	UniRef90_Q69UP6	CHR5V7|COORD:17629166..17633789| ZLL (ZWILLE)	AT5G43810.1	CHR07V5|COORD:16891936..16898511|protein argonaute-like protein, putative, expressed	LOC_Os07g28850.1	 no descriptionmoderately similar to ( 491)AT5G43810| Symbols: PNH, ZLL | ZLL (ZWILLE) | chr5:17629166-17633789 FORWARDnot assigned not assigned Piwi_ago-like Piwi Piwi_piwi-like_Euk Piwi-like 	RNA.regulation of transcription.Argonaute	27_3_36

CUST_65078_PI403524517	2	0.061000824	-1.0571108	-0.069459915	-0.013126373	0.013126373	0.068185806	35_18581	"Cluster: SelT/selW/selH selenoprotein domain, putative; n=1; Oryza sativa (japonica cultivar-group)|Rep: SelT/selW/selH selenoprotein domain, putative - Oryza s"	UniRef90_Q53NN8	CHR4V7|COORD:15221951..15223316| selenium binding	AT4G31360.1	CHR11V5|COORD:28251466..28253263|protein selT/selW/selH selenoprotein domain containing protein, expressed	LOC_Os11g47770.1	no descriptionweakly similar to ( 108)AT2G24440| Symbols:  | selenium binding | chr2:10398204-10399572 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned TT_ORF1 DUF1421 Protamine_P1 Extensin_2 PRK12323	not assigned.unknown	35_2

CUST_53098_PI403524517	2	-0.019704342	0.30126286	0.2864046	-0.20387411	0.019704819	-0.329072	35_15115	"Cluster: Putative RNA helicase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative RNA helicase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q84T03	CHR5V7|COORD:26375554..26378470| DEAD/DEAH box helicase, putative	AT5G65900.1	CHR03V5|COORD:33432442..33428056|protein ATP-dependent RNA helicase has1, putative, expressed	LOC_Os03g58810.1	 no descriptionvery weakly similar to ( 100)AT5G65900| Symbols:  | DEAD/DEAH box helicase, putative | chr5:26375554-26378470 FORWARDvery weakly similar to (77.8)PSA7_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned proteasome_alpha_type_7 DEADc SrmB 	protein.degradation.ubiquitin.proteasom	29_5_11_20

CUST_37518_PI403524517	2	-0.008174896	-0.43880177	-0.024061203	0.24807262	0.37423515	0.008174896	35_10806	"Cluster: Hypothetical protein OJ1217B09.7; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1217B09.7 - Oryza sativa (japonica cultivar-g"	UniRef90_Q8H7N9	"CHR3V7|COORD:1477383..1478579| ATL6 (Arabidopsis T?xicos en Levadura 6); protein binding / zinc ion binding"	AT3G05200.1	CHR03V5|COORD:4597501..4595857|protein RING-H2 finger protein ATL3B precursor, putative, expressed	LOC_Os03g08920.1	no descriptionnot assigned not assigned not assigned	not assigned.unknown	35_2

CUST_9974_PI399408534	2	0.38622332	0.07505751	-0.18260622	-0.07505751	-0.2637968	0.080447674	35_45139	Rep: H0814G11.12 protein - Oryza sativa (Rice)	UniRef90_Q00RM8	CHR3V7|COORD:6690248..6693216| protein kinase family protein	AT3G19300.1	CHR04V5|COORD:35051877..35057717|protein protein kinase domain containing protein, expressed	LOC_Os04g59320.1	no descriptionweakly similar to ( 154)AT3G19300| Symbols:  | protein kinase family protein | chr3:6690248-6693216 REVERSE	signalling.receptor kinases.misc	30_2_99

CUST_14959_PI403524517	2	-0.03611374	0.30100155	0.03611374	0.39010525	-0.039559364	-0.13424778	35_4313	"Cluster: Hypothetical protein P0453H04.34-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0453H04.34-1 - Oryza sativa (japonica cultiv"	UniRef90_Q67UQ4	"CHR1V7|COORD:30408755..30409441| J8; heat shock protein binding / unfolded protein binding"	AT1G80920.1	CHR06V5|COORD:26646797..26645327|protein dnaJ protein, putative, expressed	LOC_Os06g44160.1	no descriptionnot assigned not assigned not assigned not assigned not assigned DnaJ PRK12323 DnaJ PRK07764 DnaJ PRK07003 TT_ORF1 CbpA	not assigned.unknown	35_2

CUST_47258_PI403524517	2	0.19774294	-0.3164749	0.24395752	-0.0010204315	-0.06704712	0.0010204315	35_13530	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_76194_PI403524517	2	0.1939354	1.2132244	-0.03536892	-0.2346363	-0.015820503	0.01581955	35_21841	"Cluster: TPR Domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: TPR Domain containing protein, expressed - Oryza sativa (jap"	UniRef90_Q2QLN7	"CHR3|COORD:1278090..1281124| similar to stress-inducible protein, putative [Arabidopsis thaliana] (TAIR:At4g12400.1); similar to"	AT3G04710.2	CHR12V5|COORD:27185459..27179790|protein ankyrin-1, putative, expressed	LOC_Os12g43840.2	no descriptionvery weakly similar to (55.5)AT3G04710| Symbols:  | binding | chr3:1278235-1280948 FORWARDnot assigned ANK	cell.organisation	31_1

CUST_106896_PI403524517	2	0.060381413	0.23114872	-0.060380936	-0.28628826	0.24430275	-0.2867241	35_30424	Rep: H0505F09.2 protein - Oryza sativa (Rice)	UniRef90_Q01JT9	CHR1V7|COORD:12660609..12663531| monosaccharide transporter, putative	AT1G34580.1	CHR04V5|COORD:22375035..22376766|protein sugar transport protein 5, putative	LOC_Os04g37970.1	 no descriptionweakly similar to ( 148)AT1G34580| Symbols:  | monosaccharide transporter, putative | chr1:12660609-12663531 FORWARDweakly similar to ( 129)STC_RICCOSugar carrier protein C - Ricinus communis (Castor bean)not assigned not assigned not assigned Sugar_tr xylE 	transporter.sugars	34_2

CUST_67490_PI403524517	2	0.14099073	-0.36188173	0.12135744	-0.12135744	0.36728144	-0.5277028	35_19274	"Cluster: Hypothetical protein P0011D01.8; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0011D01.8 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q5NBM2	CHR4V7|COORD:17353418..17355824| PQ-loop repeat family protein / transmembrane family protein	AT4G36850.1	CHR01V5|COORD:9137232..9130321|protein PQ loop repeat family protein, expressed	LOC_Os01g16170.4	no descriptionweakly similar to ( 126)AT4G36850| Symbols:  | PQ-loop repeat family protein / transmembrane family protein | chr4:17353418-17355824 REVERSEnot assigned PQ-loop CTNS	not assigned.no ontology	35_1

CUST_27440_PI403524517	2	0.067976	0.20181465	-0.12773514	0.04884243	-0.130579	-0.048841476	35_7942	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_6850_PI403524517	2	-0.09251642	-0.39512205	0.06258917	0.35080194	0.05415106	-0.05415106	35_1901	Rep: Glutathione transferase F2 - Triticum aestivum (Wheat)	UniRef90_Q8GTC1	"CHR3V7|COORD:23228401..23229222| ATGSTF13 (Arabidopsis thaliana Glutathione S-transferase (class phi) 13); glutathione transferase"	AT3G62760.1	CHR01V5|COORD:15498726..15497211|protein glutathione S-transferase IV, putative, expressed	LOC_Os01g27210.1	"no descriptionweakly similar to ( 181)AT3G62760| Symbols: ATGSTF13 | ATGSTF13 (Arabidopsis thaliana Glutathione S-transferase (class phi) 13); glutathione transferase | chr3:23228401-23229222 REVERSEmoderately similar to ( 286)GSTF4_MAIZEGlutathione S-transferase 4 - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned GST_C_Phi Gst GST_N_Phi GST_N_GTT1_like GST_N_family GST_C GST_N GST_N_4 GST_N_2 GST_C_2 GST_C_family GST_N_Delta_Epsilon GST_N_Ure2p_like GST_N_GTT2_like GST_C_Ure2p_like GST_N_Theta PRK11752 GST_N_Beta GST_C_GTT2_like GST_N_Zeta PRK12323 GST_C_8 GST_N_Tau PRK07003"	misc.glutathione S transferases	26_9

CUST_72084_PI403524517	2	0.024003029	-0.5813055	-0.07442379	0.05489731	0.08388233	-0.024003029	35_20662	"Cluster: DNA gyrase subunit B, chloroplast/mitochondrial precursor; n=2; Oryza sativa|Rep: DNA gyrase subunit B, chloroplast/mitochondrial precursor - Oryza sat"	UniRef90_Q5NBJ3	CHR3V7|COORD:3173810..3179149| DNA topoisomerase, ATP-hydrolyzing, putative / DNA topoisomerase II, putative / DNA gyrase, putative	AT3G10270.1	CHR01V5|COORD:9222015..9233861|protein DNA gyrase subunit B, putative, expressed	LOC_Os01g16290.1	 no descriptionhighly similar to ( 721)AT3G10270| Symbols:  | DNA topoisomerase, ATP-hydrolyzing, putative / DNA topoisomerase II, putative / DNA gyrase, putative | chr3:3173810-3179149 REVERSEhighly similar to ( 806)GYRB_ORYSAnot assigned gyrB GyrB TOP2c PRK05559 TopoII_Trans_DNA_gyrase TOPRIM_TopoIIA_GyrB TOPRIM_TopoIIA_like DNA_gyraseB DNA_gyraseB_C TOPRIM_TopoIIA TopoII_MutL_Trans 	DNA.synthesis/chromatin structure	28_1

CUST_179543_PI403524517	2	0.0056409836	0.28114033	0.11415005	-0.16389084	-0.0056409836	-0.029567719	35_49934	"Cluster: Rho-GTPase-activating protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Rho-GTPase-activating protein-like - Oryza sativa"	UniRef90_Q5JMU5	"CHR3V7|COORD:3160421..3161584| similar to Rho-GTPase-activating protein-related [Arabidopsis thaliana] (TAIR:AT4G35750.1); similar to Cellular"	AT3G10210.1	CHR01V5|COORD:42042858..42045867|protein cellular retinaldehyde-binding/triple function, C-terminal, putative, expressed	LOC_Os01g71980.2	no description	not assigned.unknown	35_2

CUST_114109_PI403524517	2	0.11499596	0.3166628	0.038991928	-0.19588852	-0.42011738	-0.03899288	35_32382	"Cluster: Conserved hypothetical secreted protein; n=1; Mycobacterium ulcerans Agy99|Rep: Conserved hypothetical secreted protein - Mycobacterium ulcerans Agy99"	UniRef90_A0PMP7	CHR1V7|COORD:22496859..22500684| proline-rich family protein	AT1G61080.1	CHR04V5|COORD:34187688..34189427|protein expressed protein	LOC_Os04g57770.1	no description	not assigned.unknown	35_2

CUST_176234_PI403524517	2	0.010942459	2.060892	0.098146915	-0.06284523	-0.17683983	-0.010942459	35_49045	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_44994_PI403524517	2	0.32211208	0.09893799	-0.060272217	-0.10876465	-0.28748798	0.060272217	35_12901	"Cluster: PHD finger transcription factor-like; n=3; Oryza sativa (japonica cultivar-group)|Rep: PHD finger transcription factor-like - Oryza sativa (japonica cu"	UniRef90_Q6ZA58	0	0	CHR07V5|COORD:3858055..3866664|protein DNA binding protein, putative, expressed	LOC_Os07g07690.2	no description	not assigned.unknown	35_2

CUST_140430_PI403524517	2	0.30425072	0.9033952	-0.05010128	-0.25024796	-0.45163345	0.050100803	35_39377	0	0		0	CHR12V5|COORD:609165..611432|protein expressed protein	LOC_Os12g02050.1	no description	not assigned.unknown	35_2

CUST_178487_PI403524517	2	0.25247955	0.5185399	0.07468128	-0.07468128	-0.23545933	-0.19097662	35_49641	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_19412_PI403524517	2	0.040420532	0.30395126	-0.040420532	-0.10761547	-0.121110916	0.20439053	35_5626	"Cluster: NOD26-like membrane integral protein ZmNIP1-1; n=1; Zea mays|Rep: NOD26-like membrane integral protein ZmNIP1-1 - Zea mays (Maize)"	UniRef90_Q9ATN4	"CHR4V7|COORD:10366222..10368190| NIP1;2/NLM2 (NOD26-like intrinsic protein 1;2); water channel"	AT4G18910.1	CHR02V5|COORD:7519336..7515989|protein aquaporin NIP1.2, putative, expressed	LOC_Os02g13870.1	" no descriptionmoderately similar to ( 207)AT4G18910| Symbols: NIP1;2, NLM2 | NIP1;2/NLM2 (NOD26-like intrinsic protein 1;2); water channel | chr4:10366222-10368190 FORWARDweakly similar to ( 197)NO26_SOYBNNodulin-26 - Glycine max (Soybean)not assigned not assigned not assigned MIP MIP GlpF PRK05420 "	transport.Major Intrinsic Proteins.TIP	34_19_2

CUST_80333_PI403524517	2	0.49577713	0.72840166	0.104236126	-0.2561102	-0.104236126	-0.17204809	35_23042	"Cluster: Loricrin-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: Loricrin-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K245	"CHR1V7|COORD:23807732..23809672| similar to loricrin-related [Arabidopsis thaliana] (TAIR:AT5G64550.1); similar to Os01g0621900 [Oryza"	AT1G64140.1	CHR02V5|COORD:8989569..8984540|protein expressed protein	LOC_Os02g15880.3	no description	not assigned.unknown	35_2

CUST_58815_PI403524517	2	0.052601814	-1.0692081	-0.041627407	-0.120983124	0.20603514	0.04162693	35_16782	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_156376_PI403524517	2	0.4139781	-0.6030636	-0.0531435	0.03697014	0.021309376	-0.021309376	35_43677	"Cluster: Cytochrome P450 family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Cytochrome P450 family protein, expressed - Oryza sativa (j"	UniRef90_Q10S02	"CHR2V7|COORD:9882033..9883583| CYP96A1 (cytochrome P450, family 96, subfamily A, polypeptide 1); oxygen binding"	AT2G23180.1	CHR03V5|COORD:2178883..2180761|protein cytochrome P450 86A2, putative, expressed	LOC_Os03g04650.1	" no descriptionvery weakly similar to ( 100)AT2G21910| Symbols: CYP96A5 | CYP96A5 (cytochrome P450, family 96, subfamily A, polypeptide 5); oxygen binding | chr2:9348578-9350110 FORWARDnot assigned not assigned "	misc.cytochrome P450	26_10

CUST_34501_PI399408534	2	0.117087364	-0.1847353	-0.006464958	-0.038342476	0.006464958	0.09550953	35_5319	"Cluster: Putative SMA-9 class B; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative SMA-9 class B - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69KN1	CHR1V7|COORD:8969379..8974433| PFT1 (PHYTOCHROME AND FLOWERING TIME 1)	AT1G25540.1	CHR09V5|COORD:7913083..7924405|protein PFT1, putative, expressed	LOC_Os09g13610.1	no descriptionmoderately similar to ( 270)AT1G25540| Symbols: PFT1 | PFT1 (PHYTOCHROME AND FLOWERING TIME 1) | chr1:8969379-8973288 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned GAL11 Keratin_B2 AAI_SS Glutenin_hmw TolA TolA COG4372 tolA PRK10263 PRK01294 PRK07003 PRK10927 PRK12323 XseA mukB xseA PRK10246 FliJ PRK11637 fliJ COG3264 PLAC8 CpxP LSR Metallothio TAF61 Lipase_chap COG1322 PRK12372 Prox1 Vicilin_N MukB PRK10856 HemX ERM PRK05035 COG4487 PRK11281 FliK OmpH PRK05648 MAP7 COG5301 SerH Gag_spuma COG5314 Cytadhesin_P30 PRK08853 ZipA PRK10920 PRK12472 COG4942 RIB43A SKG6 PRK06819 DUF571 fliH MSSP PRK01741 rne GumC HlyD	signalling.light	30_11

CUST_85446_PI403524517	2	-0.17557144	0.32866383	0.34471703	-0.06823969	-0.37572575	0.068240166	35_24477	"Cluster: Putative UDP-glucose glucosyltransferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative UDP-glucose glucosyltransferase - Oryza sativa (jap"	UniRef90_Q6Z688	CHR1V7|COORD:7898105..7899868| UDP-glucoronosyl/UDP-glucosyl transferase family protein	AT1G22370.2	CHR02V5|COORD:31788022..31785140|protein cytokinin-O-glucosyltransferase 2, putative, expressed	LOC_Os02g51910.1	" no descriptionweakly similar to ( 170)AT1G22400| Symbols: UGT85A1 | UGT85A1 (UDP-glucosyl transferase 85A1); UDP-glycosyltransferase/ transferase, transferring glycosyl groups / transferase, transferring hexosyl groups | chr1:7903840-7906596 REVERSEvery weakly similar to (59.3)IAAG_MAIZEIndole-3-acetate beta-glucosyltransferase - Zea mays (Maize)not assigned PRK12678 PRK12323 "	misc.UDP glucosyl and glucoronyl transferases	26_2

CUST_85581_PI403524517	2	-5.5583687	-5.5585866	-5.5596523	5.7576838	5.5583687	5.897353	35_24514	"Cluster: Protein kinase domain containing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Protein kinase domain containing protein - Oryza sativa (jap"	UniRef90_Q2QQC1	CHR5V7|COORD:19396029..19398284| protein kinase, putative	AT5G47850.1	CHR12V5|COORD:18956069..18958083|protein protein kinase domain containing protein	LOC_Os12g31560.1	 no descriptionweakly similar to ( 106)AT5G47850| Symbols:  | protein kinase, putative | chr5:19396029-19398284 REVERSEweakly similar to ( 105)CRI4_MAIZEPutative receptor protein kinase CRINKLY4 precursor - Zea mays (Maize)not assigned not assigned not assigned not assigned Pkinase S_TKc S_TKc PTKc_EphR 	protein.postranslational modification.kinase.receptor like cytoplasmatic kinase VII	29_4_1_57

CUST_17505_PI403524517	2	0.056577682	0.04077339	-0.040774345	-0.06596947	-0.13837814	0.06753254	35_5058	"Cluster: Protein phosphatase 2C, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Protein phosphatase 2C, putative, expressed - Oryza sativ"	UniRef90_Q7XCJ7	CHR4|COORD:18015730..18018267| protein phosphatase 2C family protein / PP2C family protein, similar to Ser/Thr protein phosphatase 2C (PP2C6) (GI:15020818) (Ara	AT4G38520.2	CHR10V5|COORD:20963199..20967815|protein protein phosphatase 2C, putative, expressed	LOC_Os10g39780.2	no descriptionmoderately similar to ( 469)AT4G38520| Symbols:  | protein phosphatase 2C family protein / PP2C family protein | chr4:18015993-18017508 REVERSEnot assigned not assigned not assigned not assigned not assigned PP2Cc PP2Cc PP2C PTC1	protein.postranslational modification	29_4

CUST_14482_PI404877155	2	-0.0077695847	0.0077695847	-0.16869545	0.14315128	0.10585976	-0.09733677	Contig8326_at	transcriptional regulator, putative [Arabidopsis thaliana] dbj|BAC41985.1| putative transcriptional regulator [Arabidopsis thaliana]	AAM65202.1	transcription factor-related	At1g53670.1	protein transcriptional regulator, putative	Os06g27760	"transcription factor-related, similar to pilin-like transcription factor (Homo sapiens) GI:5059062; contains Pfam profile PF01641: SelR domain"	RNA.regulation of transcription.putative DNA-binding protein	27_3_67

CUST_3363_PI403524517	2	-0.08657265	0.45789528	-0.16172886	0.0865736	-0.15826035	0.14341164	35_917	"Cluster: Non-specific lipid transfer protein 6; n=1; Hordeum vulgare subsp. vulgare|Rep: Non-specific lipid transfer protein 6 - Hordeum vulgare var. distichum"	UniRef90_Q5UNP2	CHR2V7|COORD:16137496..16137971| LP1 (nonspecific lipid transfer protein 1)	AT2G38540.1	CHR12V5|COORD:722133..723250|protein nonspecific lipid-transfer protein 5 precursor, putative, expressed	LOC_Os12g02290.1	"no descriptionvery weakly similar to (76.6)AT5G59320| Symbols: LTP3 | LTP3 (LIPID TRANSFER PROTEIN 3); lipid binding | chr5:23946277-23946718 FORWARDweakly similar to ( 136)NLTP4_ORYSAnsLTP1 Tryp_alpha_amyl AAI_LTSS"	lipid metabolism.lipid transfer proteins etc	11_6

CUST_83709_PI403524517	2	-0.58879757	0.27559757	0.005610466	0.010738373	-0.36003304	-0.0056095123	35_23997	Rep: Vrga1 - Aegilops ventricosa (Goatgrass)	UniRef90_Q9SED7	CHR3V7|COORD:16101865..16107028| RPP1 (RECOGNITION OF PERONOSPORA PARASITICA 1)	AT3G44480.1	CHR05V5|COORD:20175507..20179320|protein disease resistance protein, putative, expressed	LOC_Os05g34220.2	 no descriptionvery weakly similar to (58.2)AT3G44480| Symbols: COG1, RPP10, RPP1 | RPP1 (RECOGNITION OF PERONOSPORA PARASITICA 1) | chr3:16101865-16107028 REVERSEnot assigned 	stress.biotic	20_1

CUST_66896_PI403524517	2	0.128963	-0.42732	-0.11490488	0.14037418	0.105964184	-0.10596371	35_19102	Rep: Hypothetical protein - Hordeum vulgare (Barley)	UniRef90_A0MMD2	CHR3V7|COORD:19120097..19120821| similar to unknown [Hordeum vulgare] (GB:ABK56720.1)	AT3G51510.1	CHR05V5|COORD:24045244..24043901|protein expressed protein	LOC_Os05g41190.1	no descriptionweakly similar to ( 167)AT3G51510| Symbols:  | similar to unknown [Hordeum vulgare] (GB:ABK56720.1) | chr3:19120097-19120821 FORWARDnot assigned not assigned not assigned PRK07003 PRK12323	not assigned.unknown	35_2

CUST_3040_PI403524517	2	0.19706678	1.2567425	2.9028177	-0.64310455	-0.1970663	-2.5977688	35_827	"Cluster: Multicopper oxidase family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Multicopper oxidase family protein, expressed - Oryza s"	UniRef90_Q339K6	"CHR3V7|COORD:2827440..2830483| LAC7 (laccase 7); copper ion binding / oxidoreductase"	AT3G09220.1	CHR10V5|COORD:10065242..10059501|protein laccase LAC2-1, putative, expressed	LOC_Os10g20610.1	"no descriptionmoderately similar to ( 229)AT3G09220| Symbols: LAC7 | LAC7 (laccase 7); copper ion binding / oxidoreductase | chr3:2827440-2830483 REVERSEweakly similar to ( 126)ASO_CUCSAL-ascorbate oxidase precursor - Cucumis sativus (Cucumber)not assigned Cu-oxidase_3 SufI PRK10965"	secondary metabolism.simple phenols	16_10

CUST_149591_PI403524517	2	0.23796701	0.4395795	-0.017557621	-0.04609871	-0.20817184	0.017557621	35_41849	"Cluster: Hypothetical protein OSJNBa0036C12.16; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0036C12.16 - Oryza sativa (japonica"	UniRef90_Q5W6Y1	CHR1V7|COORD:21086528..21088965| 3'-5' exonuclease domain-containing protein	AT1G56310.1	CHR05V5|COORD:16837937..16844034|protein 3-5 exonuclease/ nucleic acid binding protein, putative, expressed	LOC_Os05g28860.2	no descriptionvery weakly similar to (89.7)AT1G56310| Symbols:  | 3'-5' exonuclease domain-containing protein | chr1:21086528-21088965 FORWARDnot assigned	DNA.unspecified	28_99

CUST_32071_PI403524517	2	-0.05015278	-0.7854748	-0.19417858	0.18142891	0.17605114	0.050153732	35_9249	Rep: OSIGBa0102D10.1 protein - Oryza sativa (Rice)	UniRef90_Q01IZ2	CHR1V7|COORD:27130912..27132473| late embryogenesis abundant domain-containing protein / LEA domain-containing protein	AT1G72100.1	CHR04V5|COORD:21408362..21410433|protein expressed protein	LOC_Os04g35490.1	no descriptionvery weakly similar to (58.9)AT1G72100| Symbols:  | late embryogenesis abundant domain-containing protein / LEA domain-containing protein | chr1:27130912-27132473 FORWARDnot assigned not assigned not assigned PRK12678	not assigned.no ontology.late embryogenesis abundant domain-containing protein	35_1_22

CUST_17387_PI404877155	2	-7.0381165E-4	0.5194769	7.0381165E-4	-0.1328516	-0.15577126	0.023287773	HU10A18u_s_at	putative receptor-like kinase [Oryza sativa (japonica cultivar-group)]	BAB64776.1	leucine-rich repeat family protein / protein kinase family protein	At1g60800.1	protein leucine-rich repeat receptor-like kinase	Os01g07630	protein kinase family protein, contains Prosite:PS00108: Serine/Threonine protein kinases active-site signature and PS00107: Protein kinases ATP-binding region signature or  protein kinase family protein, contains Prosite:PS00108: Serine/Threonine protein	signalling.receptor kinases.leucine rich repeat II	30_2_2

CUST_87083_PI403524517	2	-0.7407856	-0.07536602	0.29926872	-0.13735008	0.5511093	0.07536602	35_24938	"Cluster: Pentatricopeptide (PPR) repeat-containing protein-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: Pentatricopeptide (PPR) repeat-containing prot"	UniRef90_Q6ETC2	CHR4V7|COORD:11958488..11962881| pentatricopeptide (PPR) repeat-containing protein	AT4G22760.1	CHR02V5|COORD:14551212..14553252|protein expressed protein	LOC_Os02g25080.1	no description	not assigned.unknown	35_2

CUST_70227_PI403524517	2	-0.45517063	0.5645714	-0.05546379	0.23211765	-1.2901359	0.055463314	35_20105	"Cluster: Hypothetical protein P0487D09.21; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0487D09.21 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6Z745	"CHR1V7|COORD:5091015..5093868| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G24290.2); similar to Membrane attack complex"	AT1G14780.1	CHR02V5|COORD:30737772..30730818|protein MAC/Perforin domain containing protein, expressed	LOC_Os02g50340.1	"no descriptionweakly similar to ( 198)AT1G14780| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G24290.2); similar to Membrane attack complex component/perforin/complement C9 [Medicago truncatula] (GB:ABE92593.1); similar to Os06g0251100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001057295.1); similar to Os02g0736300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001048052.1); contains InterPro domain Membrane attack complex component/perforin/complement C9; (InterPro:IPR001862) | chr1:5091015-5093868 FORWARDnot assigned not assigned not assigned PRK12678 PRK07003"	not assigned.unknown	35_2

CUST_3072_PI404877155	2	-0.33268642	-0.07152939	0.22850609	0.17487526	-0.19627857	0.07152939	Contig13499_at	OSJNBa0051H17.28 [Oryza sativa (japonica cultivar-group)] dbj|BAB90714.1| OSJNBa0051H17.28 [Oryza sativa (japonica cultivar-group)] dbj|BAB8	NP_918227.1	protein kinase family protein	At4g11530.1	protein Similar to serine/threonine kinase - like protein	Os06g47790	protein kinase family protein, contains Pfam PF00069: Protein kinase domain	signalling.receptor kinases.DUF 26	30_2_17

CUST_176205_PI403524517	2	-0.65727997	-0.8192458	0.11907148	0.30046606	0.3774209	-0.11907196	35_49038	"Cluster: MTERF, putative; n=1; Oryza sativa (japonica cultivar-group)|Rep: MTERF, putative - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53NA7		0	CHR11V5|COORD:7864746..7867451|protein mTERF family protein, expressed	LOC_Os11g14130.1	no description	not assigned.unknown	35_2

CUST_23449_PI403524517	2	-0.05171871	0.26620388	0.051719666	-0.100299835	0.084682465	-0.08996773	35_6816	"Cluster: Os01g0590200 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0590200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JLL6	0	0	CHR01V5|COORD:23352964..23349890|protein expressed protein	LOC_Os01g40750.1	no description	not assigned.unknown	35_2

CUST_3530_PI399408534	2	0.49769545	0.11326218	0.22854471	-0.11326218	-0.32765484	-0.5290489	35_20955	Rep: Auxin response factor 10 - Oryza sativa (Rice)	UniRef90_Q8S976	"CHR4V7|COORD:14703375..14705570| ARF16 (AUXIN RESPONSE FACTOR 16); miRNA binding / transcription factor"	AT4G30080.1	CHR06V5|COORD:28585447..28589360|protein auxin response factor 16, putative, expressed	LOC_Os06g47150.4	"no descriptionmoderately similar to ( 318)AT4G30080| Symbols: ARF16 | ARF16 (AUXIN RESPONSE FACTOR 16); miRNA binding / transcription factor | chr4:14703375-14705570 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned B3 PRK07764 PRK07003 PRK12323 Herpes_BLLF1 PRK12678 DUF566 MAP65_ASE1 TT_ORF1 HPC2 Atrophin-1 APC_basic PRK08770 Tymo_45kd_70kd FAP Pol_Y_like Pneumo_att_G"	RNA.regulation of transcription.ARF, Auxin Response Factor family	27_3_4

CUST_179583_PI403524517	2	0.14278173	-0.010478973	0.27859974	-0.25669622	-0.32467604	0.01047945	35_49944	Rep: Probable histone H2AXb - Oryza sativa (Rice)	UniRef90_Q2QPG9	CHR1V7|COORD:20418274..20418873| histone H2A, putative	AT1G54690.1	CHR12V5|COORD:20855670..20854734|protein histone H2A, putative, expressed	LOC_Os12g34510.1	 no descriptionvery weakly similar to (92.8)AT1G54690| Symbols:  | histone H2A, putative | chr1:20418274-20418873 REVERSEvery weakly similar to (94.4)H2AXB_ORYSAnot assigned not assigned H2A H2A HTA1 Histone 	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_69732_PI403524517	2	0.021015167	-0.0083703995	-0.044692993	0.05630207	0.0083703995	-0.1288805	35_19952	"Cluster: Putative Tab2 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Tab2 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K9C1	"CHR3V7|COORD:2556052..2557432| ATAB2; RNA binding"	AT3G08010.1	CHR02V5|COORD:23995062..23997323|protein tab2 protein, putative, expressed	LOC_Os02g39740.1	"no descriptionmoderately similar to ( 266)AT3G08010| Symbols: ATAB2 | ATAB2; RNA binding | chr3:2556052-2557432 FORWARDDUF1092"	not assigned.unknown	35_2

CUST_6373_PI399408534	2	-0.45572758	-0.9211345	-0.9312973	0.7581253	0.5757723	0.45572758	35_14184	Rep: Cold-regulated protein 2 - Hordeum vulgare (Barley)	UniRef90_P23252	"CHR5V7|COORD:17024741..17031762| XRN2 (EXORIBONUCLEASE 2); 5'-3' exonuclease/ nucleic acid binding"	AT5G42540.1	CHR01V5|COORD:38179648..38171772|protein XRN3, putative, expressed	LOC_Os01g65220.1	"no descriptionvery weakly similar to (68.6)AT5G42540| Symbols: XRN2 | XRN2 (EXORIBONUCLEASE 2); 5'-3' exonuclease/ nucleic acid binding | chr5:17024741-17031762 FORWARDmoderately similar to ( 301)CR2_HORVUCold-regulated protein 2 - Hordeum vulgare (Barley)"	RNA.processing.ribonucleases	27_1_19

CUST_18269_PI403524517	2	0.0017390251	0.30576515	0.19423771	-0.121123314	-0.0017390251	-0.23769426	35_5283	"Cluster: Putative DNA-directed RNA polymerase III subunit 22.9 kDa polypeptide; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative DNA-directed RNA"	UniRef90_Q84NN3	CHR1V7|COORD:2087644..2089286| RNA polymerase Rpb7 N-terminal domain-containing protein	AT1G06790.1	CHR07V5|COORD:17272584..17268821|protein DNA-directed RNA polymerase III subunit 22.9 kDa polypeptide, putative, expressed	LOC_Os07g29420.3	no descriptionweakly similar to ( 191)AT1G06790| Symbols:  | RNA polymerase Rpb7 N-terminal domain-containing protein | chr1:2087644-2089286 FORWARDnot assigned not assigned RNA_pol_Rbc25 RNAP_III_Rpc25_N RPB7 PRK08563 RNA_pol_Rpb7_N RNAP_E_N RNAP_Rpb7_N_like PRK12323 RNAP_II_Rpb7_N	RNA.transcription	27_2

CUST_41957_PI403524517	2	-0.642539	-2.6114693	0.1323762	0.2022171	0.47135353	-0.1323762	35_12061	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_133288_PI403524517	2	-0.8520403	0.1308899	0.030258179	-0.16438866	0.015162468	-0.015162468	35_37420	"Cluster: Respiratory burst oxidase protein D, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Respiratory burst oxidase protein D, putativ"	UniRef90_Q2R351	CHR5V7|COORD:19414811..19418994| RBOHD (RESPIRATORY BURST OXIDASE PROTEIN D)	AT5G47910.1	CHR11V5|COORD:19094970..19087450|protein respiratory burst oxidase protein D, putative, expressed	LOC_Os11g33120.3	 no descriptionmoderately similar to ( 310)AT5G47910| Symbols: ATRBOHD, RBOHD | RBOHD (RESPIRATORY BURST OXIDASE PROTEIN D) | chr5:19414811-19418994 FORWARDnot assigned not assigned FAD_binding_8 PRK12678 Hmp 	stress.biotic.respiratory burst	20_1_1

CUST_11648_PI404877155	2	-0.0056848526	-0.45813084	-0.0878849	0.11330032	0.14351082	0.005683899	Contig5327_at	heat shock protein-related [Arabidopsis thaliana] gb|AAF13098.1| putative heat-shock protein [Arabidopsis thaliana] gb|AAF21187.1| putative	NP_187434.1	heat shock protein-related	At3g07770.1	protein AC009176 putative heat-shock protein	Os12g32990	heat shock protein -related	stress.abiotic.heat	20_2_1

CUST_58580_PI403524517	2	-0.008849144	0.052977562	-0.023833275	-0.03860855	0.075948715	0.008850098	35_16709	"Cluster: Os01g0945800 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os01g0945800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JG34	CHR4V7|COORD:17427345..17429584| RNA recognition motif (RRM)-containing protein	AT4G36960.1	CHR01V5|COORD:41905683..41900757|protein heterogeneous nuclear ribonucleoprotein 27C, putative, expressed	LOC_Os01g71770.1	 no descriptionmoderately similar to ( 425)AT4G36960| Symbols:  | RNA recognition motif (RRM)-containing protein | chr4:17427345-17429584 FORWARDvery weakly similar to (89.4)ROC3_NICSY28 kDa ribonucleoprotein, chloroplast precursor - Nicotiana sylvestris (Wood tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG0724 RRM RRM_1 	RNA.RNA binding	27_4

CUST_29089_PI403524517	2	0.5900278	0.02504158	0.25617313	-0.09636116	-0.025040627	-0.058433533	35_8404	Rep: VIL2 protein - Triticum monococcum subsp. aegilopoides	UniRef90_A0SQ38	"CHR4V7|COORD:14786858..14790076| similar to VIN3 (VERNALIZATION INSENSITIVE 3), zinc ion binding [Arabidopsis thaliana] (TAIR:AT5G57380.1); similar to"	AT4G30200.2	CHR02V5|COORD:2882175..2876551|protein expressed protein	LOC_Os02g05840.1	" no descriptionweakly similar to ( 200)AT4G30200| Symbols:  | similar to VIN3 (VERNALIZATION INSENSITIVE 3), zinc ion binding [Arabidopsis thaliana] (TAIR:AT5G57380.1); similar to Fibronectin, type III-like fold [Medicago truncatula] (GB:ABE86602.1); contains InterPro domain Fibronectin, type III; (InterPro:IPR003961) | chr4:14786858-14790076 REVERSEDUF1423 "	not assigned.unknown	35_2

CUST_148480_PI403524517	2	-0.0031900406	0.44994783	0.11813831	0.0031900406	-0.34214973	-0.33604002	35_41537	"Cluster: 3-phosphoinositide-dependent protein kinase-1-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: 3-phosphoinositide-dependent protein kinase-1-like"	UniRef90_Q5Z824	CHR3V7|COORD:3304351..3306311| 3-phosphoinositide-dependent protein kinase-1, putative	AT3G10572.1	CHR06V5|COORD:29669437..29672510|protein 3-phosphoinositide-dependent protein kinase-1, putative, expressed	LOC_Os06g48970.2	no description	not assigned.unknown	35_2

CUST_29850_PI403524517	2	-0.059757233	0.30195618	0.35212517	-0.03637886	0.021657944	-0.021658897	35_8617	"Cluster: Hypothetical protein F4D11.90; n=3; Arabidopsis thaliana|Rep: Hypothetical protein F4D11.90 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_O65530	CHR1V7|COORD:11399903..11405702| actin binding	AT1G31810.1	CHR11V5|COORD:19022276..19023893|protein vegetative cell wall protein gp1 precursor, putative, expressed	LOC_Os11g33030.1	no descriptionAtrophin-1	not assigned.unknown	35_2

CUST_74672_PI403524517	2	-0.6893587	0.14272928	0.77563477	-0.1427288	0.2873187	-0.6513829	35_21411	"Cluster: Protein serine/threonine kinase; n=1; Lophopyrum elongatum|Rep: Protein serine/threonine kinase - Lophopyrum elongatum (Tall wheatgrass) (Argopyrum"	UniRef90_Q9M7J5	CHR5V7|COORD:802758..804241| protein kinase, putative	AT5G03320.1	CHR10V5|COORD:15594604..15591736|protein protein kinase APK1A, chloroplast precursor, putative, expressed	LOC_Os10g30600.1	 no descriptionmoderately similar to ( 244)AT5G03320| Symbols:  | protein kinase, putative | chr5:802758-804241 FORWARDweakly similar to ( 117)NORK_MEDTRNodulation receptor kinase precursor - Medicago truncatula (Barrel medic)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TyrKc PTKc Pkinase_Tyr Pkinase S_TKc S_TKc PTKc_Jak_rpt2 PTKc_Csk_like PTKc_EGFR_like PTKc_EphR PTKc_Musk PTKc_Syk_like PTKc_Trk PTKc_Itk PTKc_Tyk2_rpt2 PTKc_Tec_like PTKc_Ack_like PTKc_Axl_like PTKc_c-ros PTKc_Fes_like PTKc_InsR_like PTK_HER3 PTKc_Src_like PTKc_Srm_Brk PTKc_HER4 PTKc_Tie2 PTKc_Abl PTKc_Ror PTKc_Tec_Rlk SPS1 PTKc_ALK_LTK PTKc_Frk_like PTKc_RET PTKc_Chk PTKc_Fer PTKc_DDR PTKc_Jak1_rpt2 PTKc_Tie PTKc_FAK PTKc_Zap-70 PTKc_Aatyk1_Aatyk3 PTKc_Csk PTKc_Aatyk PTKc_Met_Ron PTKc_EphR_B PTKc_Tie1 PTKc_EGFR PTKc_FGFR PTKc_TrkB PTKc_TrkA PTKc_HER2 PTKc_DDR_like PTKc_Jak2_Jak3_rpt2 PTKc_EphR_A10 PTKc_Lck_Blk PTKc_TrkC PTKc_DDR1 PTKc_EphR_A PTKc_Fes PTKc_Btk_Bmx PTKc_EphR_A2 PTKc_Tyro3 PTKc_PDGFR 	protein.postranslational modification.kinase.receptor like cytoplasmatic kinase VII	29_4_1_57

CUST_41761_PI403524517	2	-0.02218151	0.41310215	-0.061852455	0.02218151	-0.11103916	0.1458664	35_12000	"Cluster: Os01g0796700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0796700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JIJ7	CHR5V7|COORD:17853342..17856341| protein binding / zinc ion binding	AT5G44280.1	CHR01V5|COORD:34072706..34067498|protein protein binding protein, putative, expressed	LOC_Os01g58400.2	no descriptionweakly similar to ( 102)AT5G44280| Symbols:  | protein binding / zinc ion binding | chr5:17853342-17856341 REVERSEnot assigned	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_31995_PI403524517	2	2.2792816E-4	0.21973133	0.20751095	-0.024035454	-0.0035619736	-2.2697449E-4	35_9228	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10Q83	"CHR1V7|COORD:18473950..18477131| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G19570.2); similar to Protein of unknown function DUF566 [Medicago"	AT1G49890.1	CHR03V5|COORD:5530487..5526148|protein expressed protein	LOC_Os03g10820.1	"no descriptionweakly similar to ( 161)AT1G49890| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G19570.2); similar to Protein of unknown function DUF566 [Medicago truncatula] (GB:ABE79541.1); contains InterPro domain Protein of unknown function DUF566; (InterPro:IPR007573) | chr1:18473950-18477131 FORWARDDUF566"	not assigned.unknown	35_2

CUST_144504_PI403524517	2	3.8337708E-4	0.7564006	0.103095055	-0.07210922	-3.8337708E-4	-0.551002	35_40470	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_97319_PI403524517	2	0.14460611	-0.44647408	0.026880741	-0.026881218	-0.14629793	0.32267475	35_27796	"Cluster: Hypothetical protein B1011A07.47; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1011A07.47 - Oryza sativa (japonica cultivar-g"	UniRef90_Q8LQ82	0	0	CHR01V5|COORD:11786296..11782721|protein expressed protein	LOC_Os01g21144.1	no description	not assigned.unknown	35_2

CUST_96984_PI403524517	2	0.02309084	0.6168914	0.12168884	-0.02309084	-0.55538225	-0.07957363	35_27698	Rep: PG1 - Hordeum vulgare (Barley)	UniRef90_Q7XZU9	"CHR2V7|COORD:9634817..9637920| similar to glycine-rich protein [Arabidopsis thaliana] (TAIR:AT4G37900.1); similar to Protein of unknown function DUF1399 [Medica"	AT2G22660.2	CHR11V5|COORD:23723116..23716101|protein pg1, putative, expressed	LOC_Os11g40590.3	"no descriptionweakly similar to ( 183)AT2G22660| Symbols:  | similar to glycine-rich protein [Arabidopsis thaliana] (TAIR:AT4G37900.1); similar to Protein of unknown function DUF1399 [Medicago truncatula] (GB:ABE84186.1); contains InterPro domain Protein of unknown function DUF1399; (InterPro:IPR009836) | chr2:9634817-9637920 FORWARDDUF1399"	not assigned.no ontology.glycine rich proteins	35_1_40

CUST_42337_PI403524517	2	0.41254282	-0.3770051	0.06862211	0.37391615	-0.6756077	-0.06862211	35_12168	"Cluster: Phospholipid-translocating P-type ATPase, flippase family protein, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Phospholipid-translocati"	UniRef90_Q2R575	CHR3V7|COORD:8063070..8064482| leucine-rich repeat family protein / extensin family protein	AT3G22800.1	CHR04V5|COORD:16669160..16655894|protein phospholipid-transporting ATPase 2, putative, expressed	LOC_Os04g28460.1	no descriptionvery weakly similar to (60.5)AT5G44240| Symbols:  | haloacid dehalogenase-like hydrolase family protein | chr5:17834846-17840825 FORWARDnot assigned	not assigned.no ontology	35_1

CUST_73292_PI403524517	2	-0.043707848	0.2784958	0.04859066	0.0043411255	-0.004340172	-0.114364624	35_21011	"Cluster: Putative 50S ribosomal protein L17; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative 50S ribosomal protein L17 - Oryza sativa (japonica cultiv"	UniRef90_Q5N9V4	CHR5V7|COORD:3035268..3036519| ribosomal protein L17 family protein	AT5G09770.1	CHR05V5|COORD:22549310..22547083|protein 50S ribosomal protein L17, putative, expressed	LOC_Os05g38580.2	 no descriptionmoderately similar to ( 253)AT5G09770| Symbols:  | ribosomal protein L17 family protein | chr5:3035268-3036519 REVERSEweakly similar to ( 105)RK17_TOBAC50S ribosomal protein L17, chloroplast precursor - Nicotiana tabacum (Common tobacco)not assigned rplQ RplQ Ribosomal_L17 	protein.synthesis.mito/plastid ribosomal protein.plastid	29_2_1_1

CUST_25683_PI403524517	2	-0.32335186	0.29050636	0.034918785	0.28159618	-0.11948967	-0.034918785	35_7444	"Cluster: Glycosyl transferase family 8 protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Glycosyl transferase family 8 protein-like - Oryza sativa"	UniRef90_Q5JM51	"CHR5V7|COORD:22236661..22238995| GAUT12/IRX8/LGT6 (GALACTURONOSYLTRANSFERASE 12); polygalacturonate 4-alpha-galacturonosyltransferase/ transferase,"	AT5G54690.1	CHR01V5|COORD:30638069..30642772|protein transferase, transferring glycosyl groups, putative, expressed	LOC_Os01g52710.1	" no descriptionweakly similar to ( 145)AT5G54690| Symbols: GAUT12, LGT6, IRX8 | GAUT12/IRX8/LGT6 (GALACTURONOSYLTRANSFERASE 12); polygalacturonate 4-alpha-galacturonosyltransferase/ transferase, transferring glycosyl groups / transferase, transferring hexosyl groups | chr5:22236661-22238995 REVERSEGlyco_transf_8 "	misc.UDP glucosyl and glucoronyl transferases	26_2

CUST_43843_PI403524517	2	0.056124687	0.03376198	-0.03376198	-0.06518841	-0.0719347	0.10812378	35_12581	0	0	CHR4V7|COORD:9451766..9453187| hydroxyproline-rich glycoprotein family protein	AT4G16790.1	CHR10V5|COORD:11996060..12005449|protein expressed protein	LOC_Os10g24070.1	no description	not assigned.unknown	35_2

CUST_124620_PI403524517	2	0.16287899	-0.5647211	-0.1616373	0.06838131	-0.028155327	0.028155327	35_35124	Rep: Hypothetical protein - Medicago truncatula (Barrel medic)	UniRef90_Q1T5X1	CHR4V7|COORD:16771406..16773274| vestitone reductase-related	AT4G35250.1	CHR08V5|COORD:27567438..27562341|protein expressed protein	LOC_Os08g44000.1	no descriptionweakly similar to ( 188)AT4G35250| Symbols:  | vestitone reductase-related | chr4:16771406-16773274 REVERSE	not assigned.no ontology	35_1

CUST_110583_PI403524517	2	-0.23674488	-0.26817465	0.8646474	0.13705397	0.3854599	-0.13705444	35_31406	Rep: Copper-transporting ATPase RAN1 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q9S7J8	"CHR5V7|COORD:18093073..18097044| RAN1 (RESPONSIVE-TO-ANTAGONIST1); ATPase, coupled to transmembrane movement of ions, phosphorylative mechanism"	AT5G44790.1	CHR02V5|COORD:3955896..3950375|protein copper-transporting ATPase RAN1, putative, expressed	LOC_Os02g07630.1	" no descriptionmoderately similar to ( 223)AT5G44790| Symbols: HMA7, RAN1 | RAN1 (RESPONSIVE-TO-ANTAGONIST1); ATPase, coupled to transmembrane movement of ions, phosphorylative mechanism | chr5:18093073-18097044 REVERSEnot assigned not assigned not assigned ZntA E1-E2_ATPase PRK10671 zntA PRK01122 KdpB MgtA "	transport.metal	34_12

CUST_56923_PI403524517	2	0.15668869	0.8518257	-0.025344849	-0.07027531	-0.05635357	0.025343895	35_16221	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2R3D4	"CHR3V7|COORD:9814787..9815843| similar to Os11g0526200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001067997.1); similar to unnamed protein product"	AT3G26710.1	CHR11V5|COORD:18591359..18593822|protein expressed protein	LOC_Os11g32320.1	"no descriptionmoderately similar to ( 263)AT3G26710| Symbols:  | similar to Os11g0526200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001067997.1); similar to unnamed protein product [Ostreococcus tauri] (GB:CAL53542.1) | chr3:9814787-9815843 FORWARDnot assigned"	not assigned.unknown	35_2

CUST_10170_PI399408534	2	-0.1752758	-0.08066177	0.068906784	0.12583828	-0.046403885	0.04640484	35_7114	"Cluster: Hypothetical protein OSJNBa0006L06.21; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0006L06.21 - Oryza sativa (japonica"	UniRef90_Q9AV65	CHR4V7|COORD:5636690..5640493| leucine-rich repeat family protein / protein kinase family protein	AT4G08850.1	CHR10V5|COORD:16982871..16988532|protein receptor-like protein kinase precursor, putative, expressed	LOC_Os10g33040.1	no descriptionvery weakly similar to (58.5)AT4G08850| Symbols:  | leucine-rich repeat family protein / protein kinase family protein | chr4:5637464-5640493 REVERSE	protein.postranslational modification	29_4

CUST_119425_PI403524517	2	0.032657623	0.30165958	-0.07770538	-0.032657623	-0.224679	0.06537151	35_33792	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_111460_PI403524517	2	-1.7813325	0.6264353	0.4834404	0.3735981	-0.5195055	-0.37359858	35_31647	"Cluster: Phosphatidic acid phosphatase beta-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Phosphatidic acid phosphatase beta-like - Oryza sativa (japon"	UniRef90_Q5SN48	"CHR1V7|COORD:5188075..5189471| ATPAP2 (PHOSPHATIDIC ACID PHOSPHATASE 2); phosphatidate phosphatase"	AT1G15080.1	CHR01V5|COORD:27557140..27553023|protein lipid phosphate phosphatase 3, chloroplast precursor, putative, expressed	LOC_Os01g47580.1	" no descriptionvery weakly similar to (75.9)AT1G15080| Symbols: ATLPP2, LPP2, ATPAP2 | ATPAP2 (PHOSPHATIDIC ACID PHOSPHATASE 2); phosphatidate phosphatase | chr1:5188075-5189471 FORWARD"	misc.acid and other phosphatases	26_13

CUST_93017_PI403524517	2	0.0389843	-0.1215086	-0.055770874	0.021354675	-0.010527611	0.010527611	35_26596	"Cluster: Putative microtubule-associated protein MAP65-1a; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative microtubule-associated protein MAP65-1a - O"	UniRef90_Q6ZI13	0	0	CHR02V5|COORD:29871392..29875588|protein microtubule-associated protein MAP65-1a, putative, expressed	LOC_Os02g48830.1	no description	not assigned.unknown	35_2

CUST_19307_PI403524517	2	0.03366947	0.22951794	-0.033668518	-0.037226677	-0.04471016	0.05086994	35_5597	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q338P9	CHR4V7|COORD:17445772..17447129| similar to eukaryotic translation initiation factor 4A, putative / eIF-4A, putative / DEAD box RNA helicase, putative [Arabidop	AT4G37020.1	CHR10V5|COORD:12538535..12536568|protein expressed protein	LOC_Os10g25000.1	" no descriptionmoderately similar to ( 205)AT4G37020| Symbols:  | similar to eukaryotic translation initiation factor 4A, putative / eIF-4A, putative / DEAD box RNA helicase, putative [Arabidopsis thaliana] (TAIR:AT3G19760.1); similar to Centrin [Oryza sativa (japonica cultivar-group)] (GB:AAK13107.1); similar to Os10g0388900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001064497.1); contains domain no description (G3D.3.40.50.300); contains domain P-loop containing nucleoside triphosphate hydrolases (SSF52540) | chr4:17445772-17447129 FORWARDvery weakly similar to (51.6)IF4A3_NICPLEukaryotic initiation factor 4A-3 - Nicotiana plumbaginifolia (Leadwort-leaved tobacco)not assigned "	protein.synthesis.initiation	29_2_3

CUST_5116_PI404877155	2	0.022621155	0.033797264	-0.057507515	-4.4345856E-4	-0.10694027	4.4345856E-4	Contig16552_at	lipase class 3 protein-like [Oryza sativa (japonica cultivar-group)] dbj|BAD19435.1| lipase class 3 protein-like [Oryza sativa (japonica	XP_468106.1	lipase class 3 family protein	At3g14075.1	protein Lipase, putative	Os02g54010	"lipase class 3 family protein, low similarity to calmodulin-binding heat-shock protein CaMBP (Nicotiana tabacum) GI:1087073; contains Pfam profile PF01764: Lipase, PF03893: Lipase 3 N-terminal region"	lipid metabolism.lipid degradation.lipases	11_9_2

CUST_1220_PI403524517	2	0.086517334	-0.1879816	-0.11904526	0.016846657	0.019982338	-0.016846657	35_322	Rep: Os03g0569800 protein - Oryza sativa (japonica cultivar-group)	UniRef90_Q0DQQ9	CHR1V7|COORD:3218135..3219931| pentatricopeptide (PPR) repeat-containing protein	AT1G09900.1	CHR03V5|COORD:20604883..20607924|protein ATP binding protein, putative, expressed	LOC_Os03g37260.1	no descriptionmoderately similar to ( 306)AT1G09900| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr1:3218135-3219931 FORWARDmoderately similar to ( 205)RF1_ORYSA	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_104293_PI403524517	2	0.07535744	-0.019280434	0.01927948	0.08877945	-0.031731606	-0.068035126	35_29723	"Cluster: Hypothetical protein OSJNBa0010I09.5; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0010I09.5 - Oryza sativa (japonica cu"	UniRef90_Q8S7G9	CHR1V7|COORD:11217098..11217310| similar to Os03g0780200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001051448.1)	AT1G31335.1	CHR03V5|COORD:32293760..32293022|protein expressed protein	LOC_Os03g56782.1	no descriptionvery weakly similar to (73.9)AT1G31335| Symbols:  | similar to Os03g0780200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001051448.1) | chr1:11217098-11217310 REVERSE	not assigned.unknown	35_2

CUST_57219_PI403524517	2	-0.021198273	-0.3479538	0.021199226	0.09262562	-0.027212143	0.11832619	35_16316	Rep: H0315F07.7 protein - Oryza sativa (Rice)	UniRef90_Q259Z5	CHR2V7|COORD:8996875..8999879| diacylglycerol kinase, putative	AT2G20900.2	CHR04V5|COORD:32067611..32072391|protein diacylglycerol kinase, putative, expressed	LOC_Os04g54200.1	no descriptionhighly similar to ( 665)AT2G20900| Symbols:  | diacylglycerol kinase | chr2:8996493-8999879 REVERSEnot assigned not assigned not assigned DAGKa DAGK_acc DAGK_cat DAGKc	lipid metabolism.Phospholipid synthesis.diacylglycerol kinase	11_3_5

CUST_182137_PI403524517	2	0.024662018	0.39928627	0.15646362	-0.08621788	-0.024662018	-0.10749245	35_50636	"Cluster: GTP-binding signal recognition particle SRP54, G-domain; n=1; Medicago truncatula|Rep: GTP-binding signal recognition particle SRP54, G-domain - Medica"	UniRef90_Q1SSS8	CHR4V7|COORD:14938148..14940606| signal recognition particle receptor alpha subunit family protein	AT4G30600.1	CHR08V5|COORD:23589406..23584742|protein signal recognition particle receptor alpha subunit, putative, expressed	LOC_Os08g37444.6	no descriptionweakly similar to ( 156)AT4G30600| Symbols:  | signal recognition particle receptor alpha subunit family protein | chr4:14938148-14940606 REVERSEnot assigned SRP-alpha_N	protein.targeting.secretory pathway.unspecified	29_3_4_99

CUST_14881_PI404877155	2	0.08044815	0.20896912	-0.058276176	-0.06307697	0.019411087	-0.019410133	Contig8712_at	DNA-directed RNA polymerase II 19 kDa polypeptide (RNA polymerase II subunit 5) pir||B44457 RNA polymerase II fifth largest subunit - soybea	P46279	DNA-directed RNA polymerase II	At5g59180.1	protein dna-directed rna polymerase ii 19 kda polypeptide (ec 2.7.7.6)(rna polymerase ii subunit	Os05g33240	polymerase II fifth largest subunit - soybean	RNA.transcription	27_2

CUST_78863_PI403524517	2	0.09788513	-0.0019903183	-0.01918888	-0.033662796	0.14949512	0.001991272	35_22615	"Cluster: Hypothetical protein P0030G02.15; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0030G02.15 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6H712	"CHR1V7|COORD:29799297..29800604| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G53800.1); similar to Epstein-Barr virus EBNA-1-like [Oryza sativa"	AT1G79200.1	CHR02V5|COORD:3832332..3830478|protein splicing factor, arginine/serine-rich 12, putative, expressed	LOC_Os02g07420.1	"no descriptionweakly similar to ( 119)AT1G79200| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G53800.1); similar to Epstein-Barr virus EBNA-1-like [Oryza sativa (japonica cultivar-group)] (GB:BAD45376.1); similar to Os02g0170200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001046027.1); contains domain SUBFAMILY NOT NAMED (PTHR18460:SF12); contains domain ARMADILLO-LIKE HELICAL (PTHR18460) | chr1:29799297-29800604 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned"	not assigned.unknown	35_2

CUST_583_PI404877155	2	0.12425327	-0.10378075	0.024312973	-0.059877396	-0.02431202	0.17553711	Contig10503_at	myosin-like protein [Oryza sativa (japonica cultivar-group)]	BAC79593.1	expressed protein	At3g14750.1	protein hypothetical protein	Os07g32450	NONE	signalling.misc	30_8

CUST_14537_PI403524517	2	0.29701424	-0.46537018	0.060832024	-0.060832977	-0.20683289	0.14649582	35_4180	"Cluster: Cyclopropane fatty acid synthase, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Cyclopropane fatty acid synthase, putative, exp"	UniRef90_Q2QUD2	CHR3V7|COORD:8428078..8433166| cyclopropane fatty acid synthase, putative / CPA-FA synthase, putative	AT3G23510.1	CHR12V5|COORD:9529283..9538466|protein cyclopropane fatty acid synthase, putative, expressed	LOC_Os12g16650.2	 no descriptionhighly similar to ( 503)AT3G23510| Symbols:  | cyclopropane fatty acid synthase, putative / CPA-FA synthase, putative | chr3:8428078-8433166 FORWARDCfa CMAS PRK11705 Methyltransf_11 Methyltransf_12 ubiE UbiG UbiE 	lipid metabolism.Phospholipid synthesis.cyclopropane-fatty-acyl-phospholipid synthase	11_3_7

CUST_79458_PI403524517	2	-0.004345894	0.1849842	0.028730392	-0.18474579	-0.18490696	0.0043468475	35_22793	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_17265_PI404877155	2	-0.15470123	-0.17638397	0.3994484	0.016998291	0.12717819	-0.016998291	HT11A18u_s_at	U2 snRNP auxiliary factor, small subunit [Oryza sativa]	CAA77133.1	U2 snRNP auxiliary factor small subunit, putative	At5g42820.2	protein U2 snRNP auxiliary factor, small subunit	Os05g48960	U2 snRNP auxiliary factor, small subunit	RNA.processing	27_1

CUST_150458_PI403524517	2	-0.7017193	-0.1119113	0.35623503	0.11191082	0.24139881	-0.37885523	35_42089	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_161374_PI403524517	2	0.22872734	0.24030781	0.046670437	-0.25976467	-0.04666996	-0.20387268	35_45022	"Cluster: DENN domain containing protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: DENN domain containing protein, expressed - Oryza sativa (j"	UniRef90_Q10RU8	CHR2V7|COORD:8774187..8779217| DENN (AEX-3) domain-containing protein	AT2G20320.1	CHR03V5|COORD:2505071..2495834|protein expressed protein	LOC_Os03g05200.2	no descriptionweakly similar to ( 103)AT2G20320| Symbols:  | DENN (AEX-3) domain-containing protein | chr2:8774187-8779217 FORWARD	not assigned.no ontology	35_1

CUST_121868_PI403524517	2	0.4706192	-0.26767254	0.41839886	0.07903433	-0.08617735	-0.07903433	35_34409	"Cluster: Retrotransposon protein, putative, unclassified; n=1; Oryza sativa (japonica cultivar-group)|Rep: Retrotransposon protein, putative, unclassified - Ory"	UniRef90_Q2QXX8		0	CHR12V5|COORD:1932151..1931308|protein retrotransposon protein, putative, unclassified	LOC_Os12g04550.1	no description	not assigned.unknown	35_2

CUST_55093_PI403524517	2	-0.9793644	-0.70382595	0.85177517	0.47110653	0.8441982	-0.47110653	35_15682	"Cluster: Hypothetical protein P0544H11.36; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0544H11.36 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6Z6D0	"CHR4V7|COORD:15663042..15664865| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G11420.1); similar to unknown [Ricinus communis] (GB:CAB02653.1);"	AT4G32460.2	CHR02V5|COORD:5914192..5912609|protein expressed protein	LOC_Os02g11040.1	"no descriptionmoderately similar to ( 478)AT4G32460| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G11420.1); similar to unknown [Ricinus communis] (GB:CAB02653.1); contains InterPro domain Galactose-binding like; (InterPro:IPR008979); contains InterPro domain Protein of unknown function DUF642; (InterPro:IPR006946) | chr4:15663042-15664865 REVERSEnot assigned not assigned DUF642 PRK07764 PRK12323 PRK07003 Herpes_BLLF1 DUF566"	not assigned.unknown	35_2

CUST_2048_PI399408534	2	0.44969225	0.51313686	0.031271458	-0.09845877	-0.031271935	-0.04320717	35_43237	"Cluster: Putative snRNP splicing factor-related; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative snRNP splicing factor-related - Oryza sativa (japonic"	UniRef90_Q6ZBS1	CHR2V7|COORD:1180303..1181253| small nuclear ribonucleoprotein, putative / snRNP, putative / Sm protein, putative	AT2G03870.2	CHR08V5|COORD:4556084..4559061|protein LSM7 homolog, U6 small nuclear RNA associated, putative, expressed	LOC_Os08g08040.1	 no descriptionweakly similar to ( 110)AT2G03870| Symbols:  | small nuclear ribonucleoprotein, putative / snRNP, putative / Sm protein, putative | chr2:1180303-1181253 FORWARDnot assigned not assigned LSm7 Sm_G Sm LSM LSM1 archeal_Sm1 Sm_like 	RNA.processing	27_1

CUST_87942_PI403524517	2	0.39220524	-0.09996796	-0.04467392	-0.17529106	0.044674873	0.4851637	35_25178	"Cluster: POT family, putative; n=2; Oryza sativa (japonica cultivar-group)|Rep: POT family, putative - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53JI5	CHR1V7|COORD:12127692..12130307| proton-dependent oligopeptide transport (POT) family protein	AT1G33440.1	CHR11V5|COORD:7194003..7188691|protein peptide transporter PTR2, putative, expressed	LOC_Os11g12740.1	no descriptionweakly similar to ( 117)AT1G33440| Symbols:  | proton-dependent oligopeptide transport (POT) family protein | chr1:12127692-12130307 REVERSEnot assigned	transport.peptides and oligopeptides	34_13

CUST_24321_PI403524517	2	0.014625549	0.28991127	0.13114166	-0.24511242	-0.014625549	-0.12155914	35_7058	"Cluster: Hypothetical protein OSJNBa0015N08.19; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0015N08.19 - Oryza sativa"	UniRef90_Q851Y2	CHR5V7|COORD:20753603..20756358| WD-40 repeat family protein	AT5G50970.1	CHR03V5|COORD:35794378..35799482|protein nucleotide binding protein, putative, expressed	LOC_Os03g63470.1	no descriptionweakly similar to ( 173)AT5G50970| Symbols:  | WD-40 repeat family protein | chr5:20753603-20756358 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07003 PRK12678 Tymo_45kd_70kd TT_ORF1 PRK12323 infB PRK07764 PRK05648 PRK09169	not assigned.no ontology	35_1

CUST_163229_PI403524517	2	0.03367138	0.26839066	-0.1471653	0.19765759	-0.033670902	-0.24503803	35_45522	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_61477_PI403524517	2	0.031045914	0.050126076	-0.015491486	-0.14583111	-0.17650414	0.015490532	35_17548	"Cluster: Putative peroxisomal membrane protein 22 kDa; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative peroxisomal membrane protein 22 kDa - Oryza sat"	UniRef90_Q6H6J7	"CHR4V7|COORD:8235331..8236601| similar to PMP22 (peroxisomal membrane protein 22) [Arabidopsis thaliana] (TAIR:AT4G04470.1); similar to Os08g0566900 [Oryza"	AT4G14305.1	CHR02V5|COORD:7069494..7066390|protein peroxisomal membrane protein PMP22, putative, expressed	LOC_Os02g13270.1	"no descriptionweakly similar to ( 141)AT4G14305| Symbols:  | similar to PMP22 (peroxisomal membrane protein 22) [Arabidopsis thaliana] (TAIR:AT4G04470.1); similar to Os08g0566900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001062544.1); similar to Os02g0226000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001046343.1); similar to hypothetical protein DDBDRAFT_0188787 [Dictyostelium discoideum AX4] (GB:XP_635840.1); contains InterPro domain Mpv17/PMP22; (InterPro:IPR007248) | chr4:8235331-8236601 REVERSEnot assigned Mpv17_PMP22"	not assigned.no ontology	35_1

CUST_168293_PI403524517	2	0.021309853	0.11670971	-0.022584915	-0.021309853	-0.06141472	0.048056602	35_46865	"Cluster: Putative polyprotein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative polyprotein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6I5B6		0	CHR05V5|COORD:7085977..7090113|protein retrotransposon protein, putative, unclassified	LOC_Os05g12360.1	no description	not assigned.unknown	35_2

CUST_73128_PI403524517	2	0.1408596	-0.25266838	0.011727333	-0.16862583	-0.011728287	0.114048004	35_20970	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_26667_PI399408534	2	0.09257889	-0.04839611	0.15752125	0.04839611	-0.13947964	-0.06870651	35_39102	"Cluster: Helicase, C-terminal; Argonaute and Dicer protein, PAZ; Type III restriction enzyme, res subunit; Ribonuclease III, bacterial; n=1; Medicago truncatula"	UniRef90_Q2HTA7	"CHR1V7|COORD:23519..31079| DCL1 (DICER-LIKE1); ATP-dependent helicase/ ribonuclease III"	AT1G01040.1	CHR03V5|COORD:1183184..1173420|protein endoribonuclease Dicer, putative, expressed	LOC_Os03g02970.1	" no descriptionmoderately similar to ( 310)AT1G01040| Symbols: CAF, SUS1, SIN1, ASU1, EMB76, EMB60, DCL1 | DCL1 (DICER-LIKE1); ATP-dependent helicase/ ribonuclease III | chr1:23519-31079 FORWARDnot assigned not assigned RIBOc RIBOc Ribonuclease_3 Rnc rnc "	RNA.processing.ribonucleases	27_1_19

CUST_100474_PI403524517	2	0.16931152	0.39673424	0.032135963	-0.112942696	-0.032136917	-0.20240593	35_28679	"Cluster: Os01g0655800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0655800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JKR1	CHR1V7|COORD:23919465..23923344| long-chain-fatty-acid--CoA ligase, putative / long-chain acyl-CoA synthetase, putative	AT1G64400.1	CHR01V5|COORD:26955737..26963796|protein ACS-like protein, putative, expressed	LOC_Os01g46750.3	 no descriptionweakly similar to ( 122)AT1G64400| Symbols:  | long-chain-fatty-acid--CoA ligase, putative / long-chain acyl-CoA synthetase, putative | chr1:23919465-23923344 REVERSEnot assigned FAA1 	lipid metabolism.FA synthesis and FA elongation.long chain fatty acid CoA ligase	11_1_9

CUST_33742_PI403524517	2	0.17678928	-0.33652925	-0.015989304	0.01598835	0.10749054	-0.027810097	35_9724	"Cluster: Plastidic 2-oxoglutarate/malate transporter; n=1; Zea mays|Rep: Plastidic 2-oxoglutarate/malate transporter - Zea mays (Maize)"	UniRef90_Q768R5	"CHR5V7|COORD:4059930..4061922| DIT1 (DICARBOXYLATE TRANSPORTER 1); oxoglutarate:malate antiporter"	AT5G12860.1	CHR12V5|COORD:19976814..19980331|protein 2-oxoglutarate/malate translocator, chloroplast precursor, putative, expressed	LOC_Os12g33080.1	" no descriptionvery weakly similar to (70.1)AT5G12860| Symbols: DIT1 | DIT1 (DICARBOXYLATE TRANSPORTER 1); oxoglutarate:malate antiporter | chr5:4059930-4061922 REVERSEvery weakly similar to (69.7)SOT1_SPIOL2-oxoglutarate/malate translocator, chloroplast precursor - Spinacia oleracea (Spinach)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Na_sulph_symp Atrophin-1 PRK07764 Tymo_45kd_70kd Drf_FH1 Extensin_2 PRK10819 PRK12323 DUF1421 PRK07003 CitT GRASP55_65 DUF566 "	transport.metabolite transporters at the envelope membrane	34_8

CUST_181177_PI403524517	2	-0.002128601	0.15095615	0.0070114136	-0.17091942	0.002128601	-0.15269661	35_50384	"Cluster: Hypothetical protein P0681F05.114; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0681F05.114 - Oryza sativa (japonica cultivar"	UniRef90_Q8GVP9	CHR2V7|COORD:8975451..8977560| folic acid binding / transferase	AT2G20830.2	CHR07V5|COORD:20747975..20750138|protein oral cancer overexpressed protein 1, putative, expressed	LOC_Os07g34610.2	no descriptionweakly similar to ( 102)AT2G20830| Symbols:  | folic acid binding / transferase | chr2:8975451-8976879 REVERSEnot assigned DUF1715	not assigned.no ontology	35_1

CUST_13064_PI404877155	2	-0.69031906	-0.41523743	0.87216854	0.09960556	0.4607048	-0.09960556	Contig6783_at	chloride channel [Oryza sativa (japonica cultivar-group)]	BAB97267.1	chloride channel protein (CLC-c)	At5g49890.1	protein Voltage gated chloride channel, putative	Os02g35190	chloride channel protein (CLC-c), identical to gi:1742956	transport.unspecified anions	34_18

CUST_1497_PI403524517	2	1.1577826	-2.8450694	-0.9860072	1.4653039	0.5818496	-0.5818496	35_395	"Cluster: Chlorophyll a-b binding protein 3C, chloroplast precursor; n=24; Eukaryota|Rep: Chlorophyll a-b binding protein 3C, chloroplast precursor - Solanum"	UniRef90_P07369	"CHR2V7|COORD:14529795..14530592| LHB1B2 (Photosystem II light harvesting complex gene 1.5); chlorophyll binding"	AT2G34420.1	CHR01V5|COORD:30357845..30358901|protein chlorophyll a-b binding protein 2, chloroplast precursor, putative, expressed	LOC_Os01g52240.1	" no descriptionmoderately similar to ( 472)AT2G34420| Symbols: LHCB1.5, LHB1B2 | LHB1B2 (Photosystem II light harvesting complex gene 1.5); chlorophyll binding | chr2:14529795-14530592 REVERSEhighly similar to ( 510)CB21_WHEATChlorophyll a-b binding protein, chloroplast precursor - Triticum aestivum (Wheat)Chloroa_b-bind "	PS.lightreaction.photosystem II.LHC-II	1_1_1_1

CUST_53136_PI403524517	2	0.029501915	-0.5264864	-0.15583706	0.0031423569	0.057014465	-0.0031423569	35_15126	"Cluster: Pyruvate kinase family protein, expressed; n=5; BEP clade|Rep: Pyruvate kinase family protein, expressed - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QXR8	CHR3V7|COORD:19660024..19663215| pyruvate kinase, putative	AT3G52990.1	CHR11V5|COORD:2239462..2235068|protein pyruvate kinase, cytosolic isozyme, putative, expressed	LOC_Os11g05110.2	 no descriptionweakly similar to ( 194)AT3G52990| Symbols:  | pyruvate kinase, putative | chr3:19660314-19663215 FORWARDvery weakly similar to (90.9)KPYC_TOBACPyruvate kinase, cytosolic isozyme - Nicotiana tabacum (Common tobacco)not assigned PK_C Pyruvate_Kinase PykF PRK06354 PRK05826 	glycolysis.PK	4_13

CUST_43422_PI403524517	2	0.34611416	-0.06116295	-0.46382523	0.061163425	-0.5293884	0.22458267	35_12468	"Cluster: Myosin heavy chain-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Myosin heavy chain-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8LHQ6	0	0	CHR07V5|COORD:25561731..25566146|protein paramyosin, putative, expressed	LOC_Os07g42700.1	no description	not assigned.unknown	35_2

CUST_4382_PI403524517	2	0.046352386	-0.035326958	-0.023506165	3.7670135E-4	0.049276352	-3.7765503E-4	35_1210	"Cluster: Putative NADH dehydrogenase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative NADH dehydrogenase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XZW1	CHR1V7|COORD:29730031..29731826| NADH-ubiquinone oxidoreductase 23 kDa subunit, mitochondrial (TYKY)	AT1G79010.1	CHR03V5|COORD:32034560..32031294|protein NADH-ubiquinone oxidoreductase 23 kDa subunit, mitochondrial precursor, putative, expressed	LOC_Os03g56300.1	 no descriptionmoderately similar to ( 300)AT1G79010| Symbols:  | NADH-ubiquinone oxidoreductase 23 kDa subunit, mitochondrial (TYKY) | chr1:29730031-29731826 REVERSEmoderately similar to ( 305)NDUS8_SOLTUNADH dehydrogenase [ubiquinone] iron-sulfur protein 8, mitochondrial precursor - Solanum tuberosum (Potato)not assigned PRK05888 NuoI ndhI PRK12387 PRK08222 NapF PRK08348 PRK07118 COG1146 PRK06273 COG1149 COG1144 PRK08557 COG3383 DsrA PRK12771 COG2768 	PS.lightreaction.cyclic electron flow-chlororespiration	1_1_40

CUST_164107_PI403524517	2	0.4742036	0.74183035	0.068908215	-0.17017794	-0.45360422	-0.068908215	35_45750	"Cluster: Putative ubiquitin-associated (UBA) protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative ubiquitin-associated (UBA)"	UniRef90_Q6ZH84		0	CHR02V5|COORD:22981727..22975964|protein PB1 domain containing protein, expressed	LOC_Os02g38050.7	no description	not assigned.unknown	35_2

CUST_1222_PI404877155	2	-0.27056503	0.44981766	-0.1081934	0.108192444	0.12074375	-0.25212097	Contig11284_at	contains EST C91668(E31216)~similar to FH protein interacting protein FIP1 [Oryza sativa (japonica cultivar-group)]	NP_914756.1	GRAM domain-containing protein / ABA-responsive protein-related	At1g28200.1	protein GRAM domain, putative	Os07g42890	"GRAM domain-containing protein / ABA-responsive protein-related, similar to ABA-responsive protein (Hordeum vulgare) GI:4103635; contains Pfam profile PF02893: GRAM domain or  GRAM domain-containing protein / ABA-responsive protein-related, similar to ABA"	RNA.processing	27_1

CUST_49900_PI403524517	2	0.07005882	-0.028223991	0.028223991	-0.24794245	0.09635639	-0.21771383	35_14244	"Cluster: Putative 26S proteasome regulatory subunit S2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative 26S proteasome regulatory subunit S2 - Oryza s"	UniRef90_Q6Z2Z3	"CHR2V7|COORD:8866292..8871780| AtRPN1a/RPN1A (26S proteasome regulatory subunit S2 1A); binding"	AT2G20580.1	CHR02V5|COORD:2563635..2571262|protein 26S proteasome regulatory subunit rpn1, putative, expressed	LOC_Os02g05340.2	" no descriptionmoderately similar to ( 449)AT2G20580| Symbols: RPN1A, AtRPN1a | AtRPN1a/RPN1A (26S proteasome regulatory subunit S2 1A); binding | chr2:8866292-8871780 FORWARDnot assigned RPN1 "	protein.degradation.ubiquitin.proteasom	29_5_11_20

CUST_179019_PI403524517	2	0.19227362	0.6782465	-0.19227314	-0.31255293	0.29203272	-0.42810917	35_49792	"Cluster: F-box domain containing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: F-box domain containing protein - Oryza sativa (japonica cultivar-gro"	UniRef90_Q2R332	CHR1V7|COORD:4642525..4643927| F-box family protein	AT1G13570.1	CHR11V5|COORD:19201822..19199709|protein F-box domain containing protein	LOC_Os11g33310.1	no description	not assigned.unknown	35_2

CUST_12846_PI404877155	2	-0.04228592	-0.62568474	0.04228592	0.09035587	0.27236843	-0.062888145	Contig658_at	DEAD box RNA helicase [Zea mays]	AAR29370.1	ethylene-responsive DEAD box RNA helicase, putative (RH30)	At5g63120.2	protein DEAD/DEAH box helicase, putative	Os01g68320	NONE	hormone metabolism.ethylene.induced-regulated-responsive-activated	17_5_3

CUST_74353_PI403524517	2	-0.02608347	0.36535025	0.12341404	-0.11929369	0.02608347	-0.3866992	35_21321	"Cluster: Putative amino acid transporter; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative amino acid transporter - Oryza sativa (japonica cultivar-gro"	UniRef90_Q84TX7	"CHR3V7|COORD:3758529..3760109| ANT1 (AROMATIC AND NEUTRAL TRANSPORTER 1); amino acid permease/ amino acid transporter"	AT3G11900.1	CHR03V5|COORD:34210250..34212001|protein ANT1, putative, expressed	LOC_Os03g60260.1	"no descriptionmoderately similar to ( 210)AT3G11900| Symbols: ANT1 | ANT1 (AROMATIC AND NEUTRAL TRANSPORTER 1); amino acid permease/ amino acid transporter | chr3:3758529-3760109 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned Aa_trans SdaC PRK07003 PRK12323"	transport.amino acids	34_3

CUST_105434_PI403524517	2	0.021580696	-0.032016754	0.20272732	-0.099962234	0.24197483	-0.021580696	35_30028	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_1722_PI404877155	2	0.0052423477	0.19151306	-0.12986183	-0.12583733	-0.0052433014	0.04520893	Contig11952_at	'unknown protein, contains IQ calmodulin-binding motif' [Oryza sativa (japonica cultivar-group)] gb|AAT39213.1| 'unknown protein, contains I	XP_475770.1	calmodulin-binding family protein	At1g74690.1	protein IQ calmodulin-binding motif, putative	Os01g51840	calmodulin-binding motif domains	signalling.calcium	30_3

CUST_26558_PI403524517	2	0.07208538	-0.7536955	-0.072086334	0.08911133	0.24943352	-0.21861458	35_7693	"Cluster: O-acetyltransferase, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: O-acetyltransferase, putative, expressed - Oryza sativa"	UniRef90_Q10MC5	CHR5V7|COORD:18813588..18816952| O-acetyltransferase-related	AT5G46340.1	CHR03V5|COORD:11226313..11221095|protein O-acetyltransferase, putative, expressed	LOC_Os03g19970.1	no descriptionhighly similar to ( 536)AT5G46340| Symbols:  | O-acetyltransferase-related | chr5:18813588-18816952 REVERSEnot assigned Cas1p	not assigned.no ontology	35_1

CUST_18724_PI403524517	2	0.016511917	0.2026329	-0.075027466	-0.048864365	0.12787628	-0.01651287	35_5414	"Cluster: Putative leucine-rich repeat transmembrane protein kinase 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative leucine-rich repeat transmembran"	UniRef90_Q8H4T2	CHR4V7|COORD:1490911..1494552| leucine-rich repeat transmembrane protein kinase, putative	AT4G03390.1	CHR07V5|COORD:22675055..22669718|protein protein kinase, putative, expressed	LOC_Os07g37810.2	 no descriptionmoderately similar to ( 291)AT4G03390| Symbols:  | leucine-rich repeat transmembrane protein kinase, putative | chr4:1490911-1494552 REVERSEweakly similar to ( 155)NORK_MEDTRNodulation receptor kinase precursor - Medicago truncatula (Barrel medic)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pkinase_Tyr S_TKc PTKc TyrKc Pkinase S_TKc PTKc_Jak_rpt2 PTKc_Csk_like SPS1 PTKc_EGFR_like PTKc_Ror PTKc_Tec_Rlk PTKc_Met_Ron PTKc_Tec_like PTK_HER3 PTKc_Tyk2_rpt2 PTK_CCK4 PTKc_Fes_like PTKc_Axl_like PTKc_Chk PTKc_Btk_Bmx PTKc_Aatyk PTK_Ryk PTKc_Itk PTKc_Trk PTKc_Src_like PTKc_HER2 PTKc_Aatyk1_Aatyk3 PTKc_Ack_like PTKc_Abl PTKc_TrkA PTKc_Srm_Brk PTKc_c-ros PTKc_FAK PTKc_EphR PTKc_Syk_like PTKc_FGFR PTKc_Ror1 PTKc_Fer PTKc_TrkB PTKc_PDGFR PTKc_ALK_LTK PTKc_Frk_like PTKc_RET PTKc_Ror2 PTKc_Musk PTKc_HER4 PTK_Jak2_Jak3_rpt1 PTKc_EphR_A2 PTKc_Csk PTKc_EGFR PTKc_Tie1 PTKc_TrkC PTKc_DDR PTKc_EphR_A10 PTKc_Fes PTKc_Lck_Blk PTKc_Fyn_Yrk PTKc_FGFR4 PTKc_Tie PTKc_EphR_B PTKc_EphR_A PTKc_FGFR3 PTKc_Axl PTKc_FGFR2 PTKc_Syk PTKc_Tyro3 PTKc_Src PTKc_Yes PTKc_FGFR1 PTKc_Zap-70 PTKc_InsR_like PTKc_Jak2_Jak3_rpt2 PTKc_Jak1_rpt2 PTKc_Hck PTKc_Lyn 	protein.postranslational modification.kinase.receptor like cytoplasmatic kinase VII	29_4_1_57

CUST_79403_PI403524517	2	0.0038337708	0.011397362	0.011688232	-0.11675835	-0.0038347244	-0.027194977	35_22776	"Cluster: Putative phragmoplast-associated kinesin-related protein 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative phragmoplast-associated kinesin-r"	UniRef90_Q6K765	"CHR3|COORD:8519176..8525295| similar to phragmoplast-associated kinesin-related protein (PAKRP1) [Arabidopsis thaliana] (TAIR:At4g14150.1); similar to"	AT3G23670.2	CHR02V5|COORD:17068331..17076353|protein kinesin-like protein, putative, expressed	LOC_Os02g28850.1	"no descriptionmoderately similar to ( 465)AT3G23670| Symbols: PAKRP1L | PAKRP1L; microtubule motor | chr3:8519297-8525062 FORWARDmoderately similar to ( 231)FLA10_CHLREKinesin-like protein FLA10 - Chlamydomonas reinhardtiinot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned KISc_KLP2_like KISc Kinesin KISc KISc_KHC_KIF5 KISc_KIF1A_KIF1B KISc_C_terminal KISc_KIF4 KISc_KIF3 KISc_CENP_E KISc_BimC_Eg5 KISc_KIP3_like KIP1 KISc_KIF9_like KISc_KIF23_like KISc_KID_like KISc_KIF2_like Motor_domain"	cell.organisation	31_1

CUST_8517_PI399408534	2	0.03885746	0.5952368	-0.038856983	-0.25576735	0.083963394	-0.25873327	35_8903	"Cluster: Putative IAA amidohydrolase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative IAA amidohydrolase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8H3C9	"CHR3V7|COORD:632000..633866| ILR1 (IAA-LEUCINE RESISTANT 1); metallopeptidase"	AT3G02875.1	CHR07V5|COORD:8323354..8319954|protein IAA-amino acid hydrolase ILR1 precursor, putative, expressed	LOC_Os07g14590.1	"no descriptionmoderately similar to ( 306)AT3G02875| Symbols: ILR1 | ILR1 (IAA-LEUCINE RESISTANT 1); metallopeptidase | chr3:632000-633866 FORWARDAbgB Peptidase_M20 PRK08588 ArgE M20_dimer PRK08651 PRK06133"	hormone metabolism.auxin.synthesis-degradation	17_2_1

CUST_3506_PI404877155	2	0.22652626	-0.23890114	-0.3365202	1.7738342E-4	-1.7642975E-4	0.016845703	Contig14003_at	OSJNBa0064H22.14 [Oryza sativa (japonica cultivar-group)]	CAD40869.2	mitochondrial phosphate transporter	At5g14040.1	protein Mitochondrial carrier protein, putative	Os04g37600	mitochondrial phosphate transporter, identical to mitochondrial phosphate transporter GI:3318617 from (Arabidopsis thaliana)	transport.metabolite transporters at the mitochondrial membrane	34_9

CUST_19135_PI403524517	2	0.078476906	0.1369276	0.10571957	-0.078476906	-0.091918945	-0.22784805	35_5547	"Cluster: Putative copine III; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative copine III - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6H563	"CHR5|COORD:24872887..24876453| copine BONZAI1 (BON1), nearly identical to BONZAI1 (Arabidopsis thaliana) GI:15487382; contains Pfam profile PF00168: C2 domain"	AT5G61900.3	CHR02V5|COORD:18995211..18988145|protein copine-3, putative, expressed	LOC_Os02g32160.2	" no descriptionmoderately similar to ( 342)AT5G61900| Symbols: CPN1, BON, BON1 | BON1 (BONZAI1); calcium-dependent phospholipid binding | chr5:24873134-24876376 REVERSEnot assigned vWA_copine_like C2 C2 C2 C2_1 "	not assigned.no ontology	35_1

CUST_102236_PI403524517	2	0.34199142	0.039136887	-0.0774374	-0.039423943	0.057088852	-0.039136887	35_29169	Rep: H0115B09.6 protein - Oryza sativa (Rice)	UniRef90_Q01IP6	"CHR4V7|COORD:17151032..17153384| ALDH3F1 (ALDEHYDE DEHYDROGENASE 3F1); 3-chloroallyl aldehyde dehydrogenase/ aldehyde dehydrogenase (NAD)"	AT4G36250.1	CHR04V5|COORD:26829817..26824879|protein aldehyde dehydrogenase 3B1, putative, expressed	LOC_Os04g45720.1	"no descriptionweakly similar to ( 175)AT4G36250| Symbols: ALDH3F1 | ALDH3F1 (ALDEHYDE DEHYDROGENASE 3F1); 3-chloroallyl aldehyde dehydrogenase/ aldehyde dehydrogenase (NAD) | chr4:17151032-17153384 FORWARDvery weakly similar to (64.7)BADH_HORVUBetaine aldehyde dehydrogenase - Hordeum vulgare (Barley)not assigned not assigned not assigned not assigned not assigned not assigned PutA Aldedh gabD2 PRK10090 PRK03137 PRK07764 PRK12323"	fermentation.aldehyde dehydrogenase	5_10

CUST_133547_PI403524517	2	0.081959724	0.5899515	0.033086777	-0.19871426	-0.22522259	-0.033086777	35_37489	"Cluster: Os07g0602600 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os07g0602600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D4V3	"CHR5V7|COORD:24578096..24579378| GR-RBP3 (glycine-rich RNA-binding protein 3); RNA binding"	AT5G61030.1	CHR07V5|COORD:24611994..24608506|protein RNA recognition motif family protein	LOC_Os07g41120.1	no descriptionvery weakly similar to (64.7)AT5G62300| Symbols:  | 40S ribosomal protein S20 (RPS20C) | chr5:25038614-25039461 REVERSEvery weakly similar to (66.6)RS20_ORYSAnot assigned not assigned not assigned not assigned RRM RRM_1 Ribosomal_S10	RNA.RNA binding	27_4

CUST_176113_PI403524517	2	0.10409212	-0.0043382645	0.0043382645	-0.2210269	-0.10108185	0.2489934	35_49014	Rep: Tubulin alpha-2 chain - Oryza sativa (Rice)	UniRef90_Q53M52	CHR4V7|COORD:8548749..8550315| TUA6 (tubulin alpha-6 chiain)	AT4G14960.1	CHR11V5|COORD:7955967..7958851|protein tubulin alpha-3 chain, putative, expressed	LOC_Os11g14220.3	no descriptionmoderately similar to ( 335)AT4G14960| Symbols: TUA6 | TUA6 (tubulin alpha-6 chiain) | chr4:8548765-8550315 REVERSEmoderately similar to ( 345)TBA3_HORVUTubulin alpha-3 chain - Hordeum vulgare (Barley)not assigned not assigned not assigned not assigned alpha_tubulin COG5023 Tubulin_FtsZ beta_tubulin Tubulin_C epsilon_tubulin gamma_tubulin Tubulin delta_tubulin	cell.organisation	31_1

CUST_4481_PI403524517	2	-0.03136444	0.6265249	0.19537354	-0.17468452	-0.05274391	0.03136444	35_1237	Rep: Ubiquitin carrier protein - Zea mays (Maize)	UniRef90_O24560	"CHR3V7|COORD:17107105..17108300| UBC13 (ubiquitin-conjugating enzyme 13); ubiquitin-protein ligase"	AT3G46460.1	CHR05V5|COORD:22532672..22537140|protein ubiquitin-conjugating enzyme E2 7, putative, expressed	LOC_Os05g38550.2	"no descriptionmoderately similar to ( 272)AT3G46460| Symbols: UBC13 | UBC13 (ubiquitin-conjugating enzyme 13); ubiquitin-protein ligase | chr3:17107105-17108300 REVERSEmoderately similar to ( 253)UBC7_WHEATUbiquitin-conjugating enzyme E2 7 - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG5078 UQ_con UBCc UBCc"	protein.degradation.ubiquitin.E2	29_5_11_3

CUST_95041_PI403524517	2	-0.2350359	0.7054219	0.30825758	-0.13440561	0.13440514	-0.5513716	35_27161	"Cluster: Os01g0872100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0872100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JHC1	CHR1V7|COORD:7964191..7966211| proton-dependent oligopeptide transport (POT) family protein	AT1G22540.1	CHR01V5|COORD:38148133..38153863|protein peptide transporter PTR2-B, putative, expressed	LOC_Os01g65169.1	no descriptionweakly similar to ( 131)AT1G22540| Symbols:  | proton-dependent oligopeptide transport (POT) family protein | chr1:7964191-7966211 FORWARDnot assigned not assigned not assigned PTR2	transport.peptides and oligopeptides	34_13

CUST_97624_PI403524517	2	0.12424469	0.10382843	0.044857025	-0.04485607	-0.056303024	-0.048807144	35_27876	"Cluster: Hypothetical protein OSJNBa0032G08.2; n=2; Oryza sativa|Rep: Hypothetical protein OSJNBa0032G08.2 - Oryza sativa (Rice)"	UniRef90_Q94HG5	CHR3V7|COORD:6637561..6639041| DNA binding	AT3G19184.1	CHR03V5|COORD:4418991..4416640|protein DNA binding protein, putative, expressed	LOC_Os03g08620.1	no descriptionvery weakly similar to (53.5)AT5G42700| Symbols:  | transcriptional factor B3 family protein | chr5:17139399-17141405 FORWARD	not assigned.no ontology	35_1

CUST_51523_PI403524517	2	-0.016010284	-0.9130335	0.016010284	0.30219364	0.5683689	-0.24377441	35_14683	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_86301_PI403524517	2	0.12258053	-0.13739967	-0.1298933	0.07119751	-0.071196556	0.098446846	35_24715	Rep: H0112G12.14 protein - Oryza sativa (Rice)	UniRef90_Q01JK6	CHR1V7|COORD:26630297..26634418| cyclin-related	AT1G70620.1	CHR04V5|COORD:33553313..33545898|protein expressed protein	LOC_Os04g56630.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_182175_PI403524517	2	0.020000458	-0.15233517	-0.020001411	-0.045502663	0.034095764	0.07692337	35_50647	"Cluster: Ribosomal protein L10A; n=1; Triticum aestivum|Rep: Ribosomal protein L10A - Triticum aestivum (Wheat)"	UniRef90_Q5I7L3	CHR2V7|COORD:11770520..11771647| 60S ribosomal protein L10A (RPL10aB)	AT2G27530.1	CHR08V5|COORD:27830357..27832900|protein 60S ribosomal protein L10a-1, putative, expressed	LOC_Os08g44450.3	no descriptionweakly similar to ( 139)AT2G27530| Symbols:  | 60S ribosomal protein L10A (RPL10aB) | chr2:11770520-11771647 REVERSEweakly similar to ( 115)RL10A_CHLRE60S ribosomal protein L10a - Chlamydomonas reinhardtiinot assigned RplA Ribosomal_L1 rpl1P	protein.synthesis.misc ribososomal protein	29_2_2

CUST_19153_PI399408534	2	-0.5169821	0.04012394	0.14365864	0.06657219	-0.19727802	-0.04012394	35_4196	"Cluster: Os03g0191000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os03g0191000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DUE4	"CHR5|COORD:25703434..25709476| similar to ethylene-responsive calmodulin-binding protein, putative (SR1) [Arabidopsis thaliana] (TAIR:At2g22300.1); similar"	AT5G64220.2	CHR03V5|COORD:4713125..4705256|protein calmodulin-binding transcription activator 2, putative, expressed	LOC_Os03g09100.1	no descriptionmoderately similar to ( 365)AT5G64220| Symbols:  | calmodulin binding | chr5:25703660-25709129 FORWARDnot assigned not assigned not assigned ANK Arp	RNA.regulation of transcription.AtSR Transcription Factor family	27_3_39

CUST_18150_PI404877155	2	0.21090126	-0.0070848465	0.26537132	0.006072998	-0.20098877	-0.0060720444	HVSMEc0016D02f_at	0	0	0	0	0	0	"Encodes psaA protein comprising the reaction center for photosystem I along with psaB protein; hydrophobic protein encoded by the chloroplast genome."	PS.lightreaction.photosystem I.PSI polypeptide subunits	1_01_02_02

CUST_51107_PI403524517	2	-0.0262928	0.077970505	-0.08016205	0.016935349	0.004714966	-0.0047159195	35_14570	Rep: Root cap-specific protein - Zea mays (Maize)	UniRef90_Q9M7I6	CHR3V7|COORD:19018211..19019332| MUR1 (MURUS 1)	AT3G51160.1	CHR06V5|COORD:2016779..2018456|protein GDP-mannose 4,6 dehydratase 2, putative, expressed	LOC_Os06g04620.1	" no descriptionhighly similar to ( 555)AT5G66280| Symbols: GMD1 | GMD1 (GDP-D-MANNOSE 4,6-DEHYDRATASE 1); GDP-mannose 4,6-dehydratase | chr5:26493660-26494745 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Gmd Epimerase WcaG RfbB Herpes_BLLF1 GalE Atrophin-1 Extensin_2 PRK07003 PRK12323 Pneumo_att_G Tymo_45kd_70kd HPC2 KAR9 PRK10217 APC_basic PRK08853 PRK05648 PRK10084 PRK07764 AF-4 RmlD_sub_bind DUF1421 RfbD DUF566 Drf_FH1 Glycoprotein_G Herpes_TAF50 Herpes_UL32 Syndecan MAP65_ASE1 TT_ORF1 IER PRK07994 Metaviral_G GRASP55_65 CTF_NFI PRK10905 PRK10819 PRK12678 PRK12495 SerH FAP Coprinus_mating Adeno_PV PRK11901 PRK08220 PRK00708 Mucin Herpes_gI "	cell wall.precursor synthesis.GMD	10_1_7

CUST_35240_PI403524517	2	0.19491768	-0.18026447	0.03047371	-0.039592743	0.013828278	-0.013828278	35_10158	Rep: D1 protease-like protein precursor - Triticum aestivum (Wheat)	UniRef90_Q8S3I8	CHR5V7|COORD:18833839..18836375| peptidase S41 family protein	AT5G46390.2	CHR01V5|COORD:27442510..27448026|protein carboxyl-terminal-processing protease precursor, putative, expressed	LOC_Os01g47450.1	no descriptionhighly similar to ( 514)AT5G46390| Symbols:  | peptidase S41 family protein | chr5:18833839-18836375 FORWARDPrc TSPc Peptidase_S41 PRK11186 PDZ_CTP_protease PDZ PDZ PDZ_signaling	protein.degradation.serine protease	29_5_5

CUST_62689_PI403524517	2	0.06009674	0.32859516	0.045160294	-0.06115532	-0.07942963	-0.04515934	35_17873	"Cluster: Os02g0201000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0201000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E301	"CHR5V7|COORD:8799937..8802336| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G15350.1); similar to hypothetical protein [Glycine max]"	AT5G25360.1	CHR02V5|COORD:5644630..5640774|protein expressed protein	LOC_Os02g10720.1	"no descriptionweakly similar to ( 198)AT5G25360| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G15350.1); similar to hypothetical protein [Glycine max] (GB:AAN03467.1) | chr5:8799937-8802336 REVERSE"	not assigned.unknown	35_2

CUST_115625_PI403524517	2	0.25084305	-0.46947956	-0.18032074	-0.009433746	0.009432793	0.06279373	35_32793	"Cluster: DNAJ heat shock N-terminal domain-containing protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: DNAJ heat shock N-terminal domain-containin"	UniRef90_Q67J13		0	CHR09V5|COORD:17392610..17394621|protein dnaJ domain containing protein, expressed	LOC_Os09g28590.2	no description	not assigned.unknown	35_2

CUST_89055_PI403524517	2	-0.32689762	-0.09673166	0.4614272	0.09673166	0.11401701	-0.16097212	35_25477	"Cluster: Putative Cyt-P450 monooxygenase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Cyt-P450 monooxygenase - Oryza sativa (japonica cultivar-gro"	UniRef90_Q67UD6	"CHR2V7|COORD:18787009..18788996| CYP76C2 (cytochrome P450, family 76, subfamily C, polypeptide 2); oxygen binding"	AT2G45570.1	CHR09V5|COORD:16719922..16717632|protein cytochrome P450 76C4, putative, expressed	LOC_Os09g27510.1	" no descriptionweakly similar to ( 149)AT2G45570| Symbols: CYP76C2 | CYP76C2 (cytochrome P450, family 76, subfamily C, polypeptide 2); oxygen binding | chr2:18787009-18788996 REVERSEweakly similar to ( 131)C98A1_SORBICytochrome P450 98A1 - Sorghum bicolor (Sorghum) (Sorghum vulgare)not assigned not assigned not assigned not assigned not assigned not assigned p450 CypX PRK07764 "	misc.cytochrome P450	26_10

CUST_62210_PI403524517	2	9.584427E-4	-0.05428505	-9.584427E-4	-0.029231071	0.041378975	0.05973339	35_17740	"Cluster: NEDD8-activating enzyme E1 regulatory subunit; n=3; Arabidopsis thaliana|Rep: NEDD8-activating enzyme E1 regulatory subunit - Arabidopsis thaliana (Mou"	UniRef90_P42744	"CHR1V7|COORD:1498356..1501774| AXR1 (AUXIN RESISTANT 1); small protein activating enzyme"	AT1G05180.1	CHR03V5|COORD:34351774..34358097|protein NEDD8-activating enzyme E1 regulatory subunit, putative, expressed	LOC_Os03g60550.2	"no descriptionweakly similar to ( 158)AT1G05180| Symbols: AXR1 | AXR1 (AUXIN RESISTANT 1); small protein activating enzyme | chr1:1498523-1501468 REVERSEnot assigned not assigned not assigned APPBP1_RUB E1-1_like"	protein.degradation.ubiquitin.E1	29_5_11_2

CUST_77417_PI403524517	2	0.3323908	-0.078424454	-0.14971161	0.078424454	-0.114162445	0.19689083	35_22186	"Cluster: Putative 6-4 photolyase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative 6-4 photolyase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z6D9	CHR3V7|COORD:5293482..5296555| UVR3 (UV REPAIR DEFECTIVE 4)	AT3G15620.1	CHR02V5|COORD:5835517..5838974|protein UVR3, putative, expressed	LOC_Os02g10990.1	no descriptionhighly similar to ( 636)AT3G15620| Symbols: UVR3 | UVR3 (UV REPAIR DEFECTIVE 4) | chr3:5294208-5296555 REVERSEweakly similar to ( 131)CRYD_ORYSAnot assigned FAD_binding_7 PhrB PRK10674 DNA_photolyase	stress.abiotic	20_2

CUST_38943_PI403524517	2	0.19373798	0.0051431656	-0.123594284	-0.0051431656	0.043670654	-0.08466625	35_11203	"Cluster: Putative 41 kD chloroplast nucleoid DNA binding protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative 41 kD chloroplast nucleoid DNA bindi"	UniRef90_Q6YTJ6	CHR1V7|COORD:30002152..30003844| aspartyl protease family protein	AT1G79720.1	CHR08V5|COORD:10187067..10183502|protein aspartic proteinase nepenthesin-1 precursor, putative, expressed	LOC_Os08g16660.1	no descriptionvery weakly similar to (53.5)AT1G79720| Symbols:  | aspartyl protease family protein | chr1:30002152-30003844 REVERSE	protein.degradation.aspartate protease	29_5_4

CUST_12222_PI403524517	2	-0.03096199	0.27466106	-0.04995823	-0.1164732	0.042429924	0.03096199	35_3479	Rep: OSIGBa0157K09-H0214G12.17 protein - Oryza sativa (Rice)	UniRef90_Q01HE0	CHR1V7|COORD:1345468..1348142| zinc finger (C3HC4-type RING finger) family protein	AT1G04790.1	CHR04V5|COORD:25360584..25354452|protein zinc finger, C3HC4 type family protein, expressed	LOC_Os04g43220.1	no descriptionweakly similar to ( 140)AT1G04790| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr1:1345468-1348142 FORWARDnot assigned not assigned RING COG5540 zf-C3HC4 RING	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_949_PI403524517	2	-0.008252621	-0.29532146	0.348835	0.38652706	0.0037469864	-0.0037465096	35_249	Rep: Hypothetical protein precursor - Hordeum vulgare (Barley)	UniRef90_O24003	CHR2V7|COORD:6615771..6616448| secretory protein, putative	AT2G15220.1	CHR10V5|COORD:18306517..18305831|protein secretory protein, putative	LOC_Os10g34910.1	 no descriptionmoderately similar to ( 254)AT2G15220| Symbols:  | secretory protein, putative | chr2:6615771-6616448 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned BSP TT_ORF1 Protamine_P1 DUF566 DUF1509 	stress.biotic	20_1

CUST_47998_PI403524517	2	0.008008003	0.84299755	-0.10799694	-0.07239437	-0.00800705	0.07600212	35_13727	Rep: Polyubiquitin - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q9M0W3	"CHR5V7|COORD:6973317..6974465| UBQ4 (ubiquitin 4); protein binding"	AT5G20620.1	CHR06V5|COORD:28400733..28403579|protein polyubiquitin containing 7 ubiquitin monomers, putative, expressed	LOC_Os06g46770.2	"no descriptionhighly similar to ( 734)AT5G20620| Symbols: UBQ4 | UBQ4 (ubiquitin 4); protein binding | chr5:6973317-6974465 REVERSEweakly similar to ( 150)UBIQ_WHEATUbiquitin - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned Ubiquitin ubiquitin UBQ Nedd8 UBL AN1_N RAD23_N Scythe_N UBQ parkin_N Fubi GDX_N SF3a120_C NIRF_N ISG15_repeat2 UBI4 hPLIC_N"	protein.degradation.ubiquitin.ubiquitin	29_5_11_1

CUST_13146_PI403524517	2	0.12663794	-0.08859825	-0.04180765	0.04180765	0.21466684	-0.38947582	35_3763	"Cluster: Hypothetical protein F7F23.4; n=2; Arabidopsis thaliana|Rep: Hypothetical protein F7F23.4 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9C8X8	"CHR1V7|COORD:13673088..13675151| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G37920.1); similar to Os01g0306800 [Oryza sativa (japonica"	AT1G36320.1	CHR08V5|COORD:13832716..13839223|protein conserved hypothetical protein	LOC_Os08g23160.1	"no descriptionweakly similar to ( 164)AT1G36320| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G37920.1); similar to Os01g0306800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001042846.1); similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE84185.1) | chr1:13673088-13675151 FORWARDnot assigned"	not assigned.unknown	35_2

CUST_170235_PI403524517	2	0.21626568	0.12728214	0.08145666	-0.24553633	-0.081456184	-0.191823	35_47415	"Cluster: Phosphoethanolamine cytidylyltransferase; n=1; Hordeum vulgare subsp. vulgare|Rep: Phosphoethanolamine cytidylyltransferase - Hordeum vulgare var. dist"	UniRef90_Q84X92	"CHR2V7|COORD:16176057..16178758| PECT1 (PHOSPHORYLETHANOLAMINE CYTIDYLYLTRANSFERASE 1); ethanolamine-phosphate cytidylyltransferase"	AT2G38670.1	CHR12V5|COORD:1010142..1004447|protein ethanolamine-phosphate cytidylyltransferase, putative, expressed	LOC_Os12g02820.1	"no descriptionweakly similar to ( 177)AT2G38670| Symbols: PECT1 | PECT1 (PHOSPHORYLETHANOLAMINE CYTIDYLYLTRANSFERASE 1); ethanolamine-phosphate cytidylyltransferase | chr2:16176057-16178758 FORWARDnot assigned not assigned CCT cytidylyltransferase TagD ECT cytidylyltransferase_like PRK11316 RfaE G3P_Cytidylyltransferase CTP_transf_2 RfaE_N nt_trans PRK00777"	lipid metabolism.Phospholipid synthesis.choline-phosphate cytidylyltransferase	11_3_6

CUST_14985_PI399408534	2	-0.3361578	0.4369688	0.22317982	-0.04696083	-0.094944954	0.046960354	35_1692	"Cluster: Putative calcium-dependent protein kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative calcium-dependent protein kinase - Oryza sativa"	UniRef90_Q6I587	"CHR4V7|COORD:12324977..12327425| CDPK6 (CALCIUM-DEPENDENT PROTEIN KINASE 6); anion channel/ calcium- and calmodulin-dependent protein kinase/ kinase"	AT4G23650.1	CHR05V5|COORD:29061280..29057158|protein calcium-dependent protein kinase, isoform 2, putative, expressed	LOC_Os05g50810.1	" no descriptionhighly similar to ( 721)AT4G23650| Symbols: CPK3, CDPK6 | CDPK6 (CALCIUM-DEPENDENT PROTEIN KINASE 6); anion channel/ calcium- and calmodulin-dependent protein kinase/ kinase | chr4:12324977-12327425 REVERSEhighly similar to ( 625)CDPK2_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase SPS1 FRQ1 Pkinase_Tyr TyrKc PTKc EFh PTKc_Itk PTKc_Ack_like PTKc_Jak_rpt2 PTKc_Tec_like PTKc_Tec_Rlk PTKc_Syk_like PTKc_Fes_like PTKc_FAK PTKc_Fes PTKc_c-ros PTKc_Ror PTKc_FGFR PTKc_Csk_like PTKc_EphR_A PTKc_Trk PTKc_PDGFR PTKc_Btk_Bmx PTKc_Jak1_rpt2 PTKc_Jak2_Jak3_rpt2 PTKc_EphR PTKc_Tyk2_rpt2 PTKc_Chk KIND PTKc_EphR_B PTKc_Frk_like PTKc_Musk PTK_CCK4 PTKc_ALK_LTK PTKc_Fer PTKc_FGFR3 PTKc_Csk PTKc_EphR_A2 PTKc_InsR_like PTKc_FGFR1 PTKc_Abl PTKc_Tie2 PTKc_Zap-70 PTKc_Srm_Brk PTKc_FGFR2 PTKc_Src_like PTKc_Tie1 PTKc_FGFR4 PRK07003 PTKc_Src PTKc_Syk PTKc_TrkB PTKc_TrkA PRK12323 PTKc_TrkC "	signalling.calcium	30_3

CUST_108556_PI403524517	2	0.13847113	0.182271	-0.03334427	-0.43819714	0.03334427	-0.6103449	35_30875	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_79143_PI403524517	2	0.1465292	0.16532135	0.030510426	-0.5613084	-0.300025	-0.030510426	35_22701	"Cluster: Cupin family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Cupin family protein, expressed - Oryza sativa (japonica cultivar-gro"	UniRef90_Q10QG3	CHR2V7|COORD:8049464..8052090| cupin family protein	AT2G18540.1	CHR03V5|COORD:5095352..5098819|protein preproMP73, putative, expressed	LOC_Os03g10110.1	no descriptionweakly similar to ( 103)AT4G36700| Symbols:  | cupin family protein | chr4:17298447-17300341 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07003 PRK12323 PRK07764 Atrophin-1 MAP7 Extensin_2 Caldesmon Tymo_45kd_70kd TT_ORF1 Drf_FH1 Troponin DUF1421 TolA PRK05648 TolA	not assigned.no ontology	35_1

CUST_28385_PI403524517	2	0.004179001	-0.1857605	0.18127537	-0.07716942	-0.0041799545	0.1140213	35_8205	"Cluster: 3,4-dihydroxy-2-butanone kinase, putative, expressed; n=6; Oryza sativa (japonica cultivar-group)|Rep: 3,4-dihydroxy-2-butanone kinase, putative, expre"	UniRef90_Q10DU4	CHR3V7|COORD:6081979..6085963| dihydroxyacetone kinase family protein	AT3G17770.1	CHR03V5|COORD:29096123..29088236|protein 3,4-dihydroxy-2-butanone kinase, putative, expressed	LOC_Os03g51000.3	no descriptionnot assigned Dak2	not assigned.unknown	35_2

CUST_96790_PI403524517	2	0.21324253	0.43705988	0.17605829	-0.190269	-0.2716136	-0.17605877	35_27644	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_92073_PI403524517	2	0.010634422	0.19641781	-0.010633469	-0.1324091	0.07553291	-0.20539093	35_26329	"Cluster: Putative makorin RING finger protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative makorin RING finger protein - Oryza sativa (japonica cu"	UniRef90_Q5ZA07	CHR3|COORD:2580083..2582113| zinc finger (CCCH-type/C3HC4-type RING finger) family protein, contains zinc finger C-x8-C-x5-C-x3-H type (and similar)	AT3G08505.1	CHR06V5|COORD:12351311..12357104|protein makorin-1, putative, expressed	LOC_Os06g21390.4	no descriptionweakly similar to ( 130)AT3G08505| Symbols:  | zinc finger (CCCH-type/C3HC4-type RING finger) family protein | chr3:2580609-2582049 REVERSEnot assigned	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_2756_PI404877155	2	-0.030964851	-0.25524902	-0.09089756	0.030963898	0.062932014	0.2603016	Contig13178_at	0	NP_199813.2	zinc finger (DHHC type) family protein	At5g50020.1	protein DHHC zinc finger domain, putative	Os05g36090	NONE	RNA.regulation of transcription.unclassified	27_3_99

CUST_128799_PI403524517	2	0.21085167	-0.14678717	0.06125164	-0.040580273	-0.15075636	0.040580273	35_36198	Rep: Hypothetical protein - Gibberella zeae (Fusarium graminearum)	UniRef90_Q4IMJ5	CHR1V7|COORD:25812961..25813793| AGP19/ATAGP19 (ARABINOGALACTAN-PROTEIN 19)	AT1G68725.1	CHR04V5|COORD:24705559..24701241|protein peroxidase 18 precursor, putative, expressed	LOC_Os04g42100.1	no descriptionPRK07764 PRK12323	not assigned.unknown	35_2

CUST_4609_PI404877155	2	-0.121126175	0.5443182	0.07467651	-0.016792297	-0.13998795	0.016793251	Contig15723_at	putative enoyl-CoA hydratase [Oryza sativa]	CAC39053.1	enoyl-CoA hydratase, putative	At4g16800.1	protein enoyl-CoA hydratase	Os02g43720	"enoyl-CoA hydratase, putative, similar to AU-binding protein/Enoyl-CoA hydratase (Homo sapiens) GI:780241, (Mus musculus)GI:6840920; contains Pfam profile PF00378 enoyl-CoA hydratase/isomerase family protein"	lipid metabolism.lipid degradation.beta-oxidation.enoyl CoA hydratase	11_9_4_03

CUST_163524_PI403524517	2	0.3108158	-0.060948372	-0.26368523	0.060947895	0.2564211	-0.28099346	35_45598	Rep: Flavonoid 3', 5'-hydroxylase - Glycine max (Soybean)	UniRef90_Q6YLS3	"CHR5V7|COORD:8668524..8670107| CYP71B12 (cytochrome P450, family 71, subfamily B, polypeptide 12); oxygen binding"	AT5G25130.1	CHR03V5|COORD:14360102..14366615|protein flavonoid 3,5-hydroxylase 2, putative, expressed	LOC_Os03g25150.1	 no descriptionvery weakly similar to (52.8)C75A3_PETHYFlavonoid 3',5'-hydroxylase 2 - Petunia hybrida (Petunia)	secondary metabolism.flavonoids.dihydroflavonols	16_8_3

CUST_165752_PI403524517	2	-0.032586098	-9.2840195E-4	0.056591034	9.2840195E-4	0.059066296	-0.25700426	35_46184	"Cluster: Molybdenum cofactor biosynthesis protein 1 A, putative, expressed; n=4; Oryza sativa (japonica cultivar-group)|Rep: Molybdenum cofactor biosynthesis"	UniRef90_Q2QQ49	"CHR2V7|COORD:13591712..13593561| CNX2 (COFACTOR OF NITRATE REDUCTASE AND XANTHINE DEHYDROGENASE 2); catalytic"	AT2G31955.1	CHR12V5|COORD:19423639..19428120|protein molybdenum cofactor biosynthesis protein 1 A, putative, expressed	LOC_Os12g32230.3	"no descriptionvery weakly similar to (67.0)AT2G31955| Symbols: CNX2 | CNX2 (COFACTOR OF NITRATE REDUCTASE AND XANTHINE DEHYDROGENASE 2); catalytic | chr2:13591712-13593561 REVERSEnot assigned moaA MoaA"	Co-factor and vitamine metabolism.biotin	18_6

CUST_81409_PI403524517	2	0.093509674	0.022099495	-0.023205757	-0.033968925	-0.022098541	0.1780281	35_23352	"Cluster: ATPase, histidine kinase, DNA gyrase B-, and HSP90-like domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: ATPase,"	UniRef90_Q33AG5	CHR4V7|COORD:17169672..17173190| ATP-binding region, ATPase-like domain-containing protein	AT4G36290.1	CHR10V5|COORD:5376520..5361092|protein MORC family CW-type zinc finger 3, putative, expressed	LOC_Os10g10190.1	 no descriptionmoderately similar to ( 286)AT4G36290| Symbols:  | ATP-binding region, ATPase-like domain-containing protein | chr4:17169672-17173190 REVERSEnot assigned 	not assigned.no ontology	35_1

CUST_49498_PI403524517	2	-0.014535904	0.25798225	-0.16337013	0.05192566	0.014535904	-0.017311096	35_14116	Rep: Gamma-TIP-like protein - Hordeum vulgare (Barley)	UniRef90_Q43480	"CHR2V7|COORD:15452569..15453415| GAMMA-TIP (Tonoplast intrinsic protein (TIP) gamma); water channel"	AT2G36830.1	CHR03V5|COORD:2543759..2541843|protein aquaporin TIP1.1, putative, expressed	LOC_Os03g05290.1	" no descriptionweakly similar to ( 194)AT2G36830| Symbols: TIP1;1, GAMMA-TIP1, GAMMA-TIP | GAMMA-TIP (Tonoplast intrinsic protein (TIP) gamma); water channel | chr2:15452569-15453415 FORWARDmoderately similar to ( 229)TIP11_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned MIP MIP GlpF PRK05420 PRK12323 PRK07003 Atrophin-1 PRK07764 Extensin_2 TT_ORF1 Drf_FH1 DUF566 Herpes_BLLF1 HPC2 Pneumo_att_G "	transport.Major Intrinsic Proteins.TIP	34_19_2

CUST_60725_PI403524517	2	0.113891125	-0.23184061	0.06541872	0.06443691	-0.28470612	-0.064436436	35_17321	"Cluster: Os05g0497700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0497700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DH14	CHR1V7|COORD:9920660..9924334| protease-related	AT1G28320.1	CHR05V5|COORD:24405884..24400464|protein expressed protein	LOC_Os05g41810.2	no descriptionweakly similar to ( 182)AT1G28320| Symbols:  | protease-related | chr1:9920660-9924334 REVERSEDegQ	protein.degradation	29_5

CUST_84212_PI403524517	2	0.36253548	0.3551674	0.09496212	-0.13618422	-0.20887232	-0.09496164	35_24132	"Cluster: Hypothetical protein OSJNBb0108E17.7; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0108E17.7 - Oryza sativa (japonica cu"	UniRef90_Q6L4X3	CHR4V7|COORD:10275928..10278502| leucine-rich repeat family protein / extensin family protein	AT4G18670.1	CHR05V5|COORD:25093445..25103539|protein MATH domain containing protein, expressed	LOC_Os05g43280.1	no descriptionweakly similar to ( 105)AT4G18670| Symbols:  | leucine-rich repeat family protein / extensin family protein | chr4:10275928-10278502 REVERSEvery weakly similar to ( 100)GP1_CHLREVegetative cell wall protein gp1 precursor - Chlamydomonas reinhardtiinot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Atrophin-1 Herpes_BLLF1 PRK07003 PRK12323 HPC2 Drf_FH1 Extensin_2 PRK05648 PRK07764 APC_basic Tymo_45kd_70kd DUF605 KAR9 PRK10819 AF-4 GRASP55_65	not assigned.no ontology.proline rich family	35_1_42

CUST_103277_PI403524517	2	0.029434204	0.36213493	-0.096055984	-0.16159916	0.03172207	-0.029434204	35_29451	"Cluster: P0460E08.3 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: P0460E08.3 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q94DU0	CHR1V7|COORD:16816094..16817173| DNA binding / ligand-dependent nuclear receptor	AT1G44191.1	CHR01V5|COORD:32252714..32253898|protein expressed protein	LOC_Os01g55420.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Atrophin-1 PRK12323 Herpes_UL56 PRK07764 PRK12678 Tymo_45kd_70kd PRK07003 Drf_FH1	not assigned.unknown	35_2

CUST_46571_PI403524517	2	0.39623165	0.70165634	-0.16313744	-0.10723257	-0.13560629	0.107232094	35_13338	"Cluster: Putative ketol-acid reductoisomerase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ketol-acid reductoisomerase - Oryza sativa (japonica"	UniRef90_Q65XK0	CHR3V7|COORD:21682538..21685616| ketol-acid reductoisomerase	AT3G58610.1	CHR05V5|COORD:28499343..28495922|protein ketol-acid reductoisomerase, chloroplast precursor, putative, expressed	LOC_Os05g49800.1	 no descriptionvery weakly similar to (60.1)ILV5_SPIOLKetol-acid reductoisomerase, chloroplast precursor - Spinacia oleracea (Spinach)	amino acid metabolism.synthesis.branched chain group.common	13_1_4_1

CUST_56391_PI403524517	2	0.26713276	-0.22017956	-0.048152924	0.04815197	0.123559	-0.05142498	35_16052	"Cluster: ACT domain-containing protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: ACT domain-containing protein, putative, expressed"	UniRef90_Q2QXL3	CHR5V7|COORD:1368714..1371392| ACT domain-containing protein	AT5G04740.1	CHR12V5|COORD:2599080..2594375|protein ACT domain containing protein, expressed	LOC_Os12g05650.1	no descriptionmoderately similar to ( 240)AT5G04740| Symbols:  | ACT domain-containing protein | chr5:1368714-1371392 REVERSEPRK05092 GlnD ACT_ACR-UUR-like_2	amino acid metabolism	13

CUST_18783_PI399408534	2	0.13061142	0.3713665	0.013566017	-0.0756855	-0.013566017	-0.21098137	35_15449	"Cluster: Ethylene-responsive small GTP-binding protein; n=3; Magnoliophyta|Rep: Ethylene-responsive small GTP-binding protein - Oryza sativa (japonica cultivar-"	UniRef90_Q6PV57	"CHR3V7|COORD:16928893..16930725| ARA3; GTP binding"	AT3G46060.1	CHR07V5|COORD:7745085..7741267|protein ras-related protein ARA-3, putative, expressed	LOC_Os07g13530.1	 no descriptionmoderately similar to ( 309)AT3G46060| Symbols: Ara-3, AtRABE1c, AtRab8A, ARA3 | ARA3 | chr3:16928893-16930725 FORWARDmoderately similar to ( 304)RB1BV_BETVURas-related protein RAB1BV - Beta vulgaris (Sugar beet)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Rab8_Rab10_Rab13_like Rab1_Ypt1 RAB Ras Rab Rab35 Rab11_like Rab26 Rab3 Rab18 Rab2 RabA_like Rab4 Rab19 Rab15 Rab27A Rab5_related Rab30 Rab39 Rab14 Rab6 Rab7 Rab21 Rab33B_Rab33A Ras_like_GTPase Rab12 Rab40 Ras Rab32_Rab38 RAS RJL COG1100 Rap_like Rab9 Rho Rab23_lke RalA_RalB Rab28 Rab24 Rab36_Rab34 H_N_K_Ras_like Rap1 M_R_Ras_like Ras2 RHO Rap2 RSR1 RheB Ran RabL4 RERG_RasL11_like Rit_Rin_Ric Rho4_like RhoA_like RabL2 ARHI_like Spg1 Wrch_1 RAN Rac1_like RGK Rho2 Tc10 Rop_like Rab20 Miro RhoG Ras_dva Rho3 Arf_Arl Rhes_like Cdc42 Miro1 RabL3 Arl10_like ARF Rnd2_Rho7 Rnd3_RhoE_Rho8 Rnd RhoBTB Arl5_Arl8 Arf Arfrp1 ARLTS1 Arf1_5_like Arl1 Sar1 Rnd1_Rho6 Arf6 Arl2 Centaurin_gamma Arl4_Arl7 ARD1 	signalling.G-proteins	30_5

CUST_73481_PI403524517	2	0.47827148	-0.27551842	-0.08074999	0.224226	-0.014904499	0.014904976	35_21071	"Cluster: Putative alpha-galactosidase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative alpha-galactosidase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5QLK3	CHR3V7|COORD:9661377..9664382| glycosyl hydrolase family protein 27 / alpha-galactosidase family protein / melibiase family protein	AT3G26380.1	CHR01V5|COORD:18728545..18721088|protein alpha-galactosidase/ hydrolase, hydrolyzing O-glycosyl compounds, putative, expressed	LOC_Os01g33420.1	no descriptionmoderately similar to ( 479)AT3G26380| Symbols:  | glycosyl hydrolase family protein 27 / alpha-galactosidase family protein / melibiase family protein | chr3:9661377-9664382 FORWARDvery weakly similar to (57.4)AGAL_ORYSAnot assigned	minor CHO metabolism.galactose.alpha-galactosidases	3_8_2

CUST_145766_PI403524517	2	0.56921864	-1.448627	-0.495296	0.50530434	0.17268181	-0.17268181	35_40809	"Cluster: Expressed protein; n=4; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10KE5	CHR5V7|COORD:25690130..25692671| dentin sialophosphoprotein-related	AT5G64170.1	CHR03V5|COORD:15446593..15452604|protein expressed protein	LOC_Os03g27019.7	no descriptionvery weakly similar to (52.0)AT5G64170| Symbols:  | dentin sialophosphoprotein-related | chr5:25690130-25693160 REVERSE	not assigned.no ontology	35_1

CUST_19359_PI399408534	2	-0.1065712	0.50206757	-0.044174194	0.044174194	0.05238533	-0.26175976	35_4170	"Cluster: FH protein interacting protein FIP1; n=1; Arabidopsis thaliana|Rep: FH protein interacting protein FIP1 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9SE96	CHR1V7|COORD:9850382..9852287| FIP1 (FH INTERACTING PROTEIN 1)	AT1G28200.1	CHR07V5|COORD:25676187..25678153|protein FIP1, putative, expressed	LOC_Os07g42890.1	no descriptionmoderately similar to ( 251)AT2G22475| Symbols:  | GRAM domain-containing protein / ABA-responsive protein-related | chr2:9548603-9551858 FORWARDnot assigned GRAM	hormone metabolism.abscisic acid.induced-regulated-responsive-activated	17_1_3

CUST_82377_PI403524517	2	0.12612057	0.15299511	-0.19007015	-0.017244339	-0.010845184	0.010845184	35_23626	"Cluster: Hypothetical protein OSJNBa0018K15.21; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0018K15.21 - Oryza sativa (japonica"	UniRef90_Q75GL8	0	0	CHR05V5|COORD:23543828..23539453|protein transposon protein, putative, CACTA, En/Spm sub-class, expressed	LOC_Os05g40220.2	no description	not assigned.unknown	35_2

CUST_3352_PI404877155	2	-0.056793213	0.109264374	-0.038898468	0.034692764	0.09733009	-0.034692764	Contig13808_at	putative endoribonuclease E [Oryza sativa (japonica cultivar-group)]	BAD03665.1	glycoside hydrolase starch-binding domain-containing protein	At2g04270.2	protein ribonuclease, Rne/Rng family, putative	Os08g23430	NONE	major CHO metabolism.degradation.starch.D enzyme	2_2_2_04

CUST_114907_PI403524517	2	0.06220627	0.01352644	-0.12696981	0.04661274	-0.121334076	-0.013525963	35_32606	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_27291_PI399408534	2	0.026058197	-0.05358696	-0.072006226	-0.026058197	0.102313995	0.04527378	35_2942	Rep: Os01g0279200 protein - Oryza sativa (japonica cultivar-group)	UniRef90_Q0JNL8	"CHR2V7|COORD:11526762..11529490| FUS12 (FUSCA 12); binding"	AT2G26990.1	CHR01V5|COORD:9875132..9882334|protein COP9 signalosome complex subunit 2, putative, expressed	LOC_Os01g17180.1	" no descriptionhighly similar to ( 758)AT2G26990| Symbols: ATCSN2, COP12, FUS12 | FUS12 (FUSCA 12); binding | chr2:11526762-11529490 REVERSEnot assigned not assigned not assigned RPN6 PCI PINT "	signalling.light.COP9 signalosome	30_11_1

CUST_134288_PI403524517	2	0.63108397	0.077858925	-0.078192234	0.09714222	-0.4050784	-0.07785845	35_37682	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_54913_PI403524517	2	-0.1574812	-0.8766813	0.14394951	0.0046110153	-0.0046110153	0.019080162	35_15632	"Cluster: Putative glyceraldehyde-3-phosphate dehydrogenase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative glyceraldehyde-3-phosphate dehydrogenase -"	UniRef90_Q655W2	"CHR1V7|COORD:5574427..5577400| GAPCP-2; glyceraldehyde-3-phosphate dehydrogenase"	AT1G16300.1	CHR06V5|COORD:27604339..27600127|protein glyceraldehyde-3-phosphate dehydrogenase, cytosolic, putative, expressed	LOC_Os06g45590.1	" no descriptionhighly similar to ( 577)AT1G79530| Symbols: GAPCP-1 | GAPCP-1; glyceraldehyde-3-phosphate dehydrogenase | chr1:29921125-29923981 REVERSEmoderately similar to ( 476)G3PC_GINBIGlyceraldehyde-3-phosphate dehydrogenase, cytosolic - Ginkgo biloba (Ginkgo)not assigned GapA PRK07729 PRK07403 PRK08955 Gp_dh_C PRK08289 Gp_dh_N Atrophin-1 PRK04207 "	glycolysis.glyceraldehyde 3-phosphate dehydrogenase	4_9

CUST_137546_PI403524517	2	0.32194328	0.42891693	0.14044333	-0.14044333	-0.20735407	-0.21053886	35_38574	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_24310_PI403524517	2	0.16200161	-0.06952	0.068982124	-0.06898117	-0.31215954	0.13557434	35_7055	"Cluster: Putative Arginyl-tRNA synthetase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Arginyl-tRNA synthetase - Oryza sativa (japonica cultivar-g"	UniRef90_Q75IR7	"CHR4V7|COORD:13308409..13313118| EMB1027 (EMBRYO DEFECTIVE 1027); ATP binding / arginine-tRNA ligase"	AT4G26300.1	CHR05V5|COORD:3667973..3675645|protein arginyl-tRNA synthetase, putative, expressed	LOC_Os05g07030.1	"no descriptionmoderately similar to ( 259)AT4G26300| Symbols: EMB1027 | EMB1027 (EMBRYO DEFECTIVE 1027); ATP binding / arginine-tRNA ligase | chr4:13308409-13313118 REVERSEnot assigned not assigned argS ArgS ArgRS_core tRNA-synt_1d PRK12451 Arg_tRNA_synt_N"	protein.aa activation.arginine-tRNA ligase	29_1_19

CUST_92870_PI403524517	2	-0.009366035	0.3841257	-0.041018486	-0.0075998306	0.0075998306	0.058469772	35_26553	Rep: Serine/threonine protein kinase - Oryza sativa (Rice)	UniRef90_P93770	CHR4V7|COORD:294116..297002| shaggy-related protein kinase theta / ASK-theta (ASK8)	AT4G00720.1	CHR10V5|COORD:19871651..19866900|protein shaggy-related protein kinase theta, putative, expressed	LOC_Os10g37740.1	no descriptionweakly similar to ( 130)AT4G00720| Symbols:  | shaggy-related protein kinase theta / ASK-theta (ASK8) | chr4:294116-297002 REVERSEweakly similar to ( 127)KSGT_BRANAShaggy-related protein kinase theta - Brassica napus (Rape)not assigned	protein.postranslational modification	29_4

CUST_105344_PI403524517	2	-0.0053920746	-0.22944736	-0.13992596	0.022847176	0.0092659	0.0053930283	35_30005	"Cluster: Hypothetical protein OJ1281_H05.1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1281_H05.1 - Oryza sativa (japonica cultivar"	UniRef90_Q6L513	CHR3V7|COORD:20558897..20559547| similar to Os12g0571300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001067085.1)	AT3G55420.1	CHR05V5|COORD:22483045..22487785|protein expressed protein	LOC_Os05g38470.2	no description	not assigned.unknown	35_2

CUST_28666_PI403524517	2	-0.023638725	0.15520573	0.0345459	0.023637772	-0.070002556	-0.04228878	35_8281	Rep: Na+/H+ antiporter - Triticum aestivum (Wheat)	UniRef90_Q7Y071	"CHR5V7|COORD:9554254..9557269| NHX1 (NA+/H+ EXCHANGER); sodium:hydrogen antiporter"	AT5G27150.1	CHR05V5|COORD:2761564..2755377|protein sodium/hydrogen exchanger 2, putative, expressed	LOC_Os05g05590.1	" no descriptionmoderately similar to ( 297)AT5G27150| Symbols: ATNHX, AT-NHX1, ATNHX1, NHX1 | NHX1 (NA+/H+ EXCHANGER); sodium:hydrogen antiporter | chr5:9554254-9557269 FORWARDnot assigned not assigned NhaP Na_H_Exchanger PRK05326 COG3263 "	transport.unspecified cations	34_14

CUST_8398_PI404877155	2	0.030612946	-0.82966423	-0.15307713	0.005101204	-0.0051021576	0.005540848	Contig2487_s_at	putative 2,3-bisphosphoglycerate-independent phosphoglycerate mutase [Oryza sativa (japonica cultivar-group)]	BAB62580.1	2, 3-biphosphoglycerate-independent phosphoglycerate mutase, putative / phosphoglyceromutase, putative	At3g08590.1	protein BPG-independent PGAM N-terminus (iPGM_N)	Os05g40420	pheromone receptor, putative (AR401)	glycolysis.phosphoglycerate mutase	4_11

CUST_170866_PI403524517	2	0.076664925	0.048012733	0.26842117	-0.07455063	-0.048012733	-0.09566021	35_47594	Rep: Osr40g2 protein - Oryza sativa (Rice)	UniRef90_O24212	CHR2V7|COORD:16310505..16312414| hydroxyproline-rich glycoprotein family protein	AT2G39050.1	CHR07V5|COORD:29002524..29004559|protein expressed protein	LOC_Os07g48490.2	no descriptionweakly similar to ( 166)AT2G39050| Symbols:  | hydroxyproline-rich glycoprotein family protein | chr2:16310505-16312414 FORWARD	not assigned.no ontology.hydroxyproline rich proteins	35_1_41

CUST_119549_PI403524517	2	-0.42020988	-0.5737405	1.2418547	0.42020988	1.1593094	-0.6520829	35_33823	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_108973_PI403524517	2	0.11133051	0.023602009	0.21574259	-0.046676636	-0.023602009	-0.33750725	35_30983	"Cluster: Succinyl-CoA synthetase alpha subunit, putative; n=6; Trichocomaceae|Rep: Succinyl-CoA synthetase alpha subunit, putative - Aspergillus fumigatus (Sart"	UniRef90_Q4WTU5	CHR5V7|COORD:7830463..7832494| succinyl-CoA ligase (GDP-forming) alpha-chain, mitochondrial, putative / succinyl-CoA synthetase, alpha chain, putative /	AT5G23250.1	CHR07V5|COORD:23359440..23364267|protein succinyl-CoA ligase alpha-chain 2, mitochondrial precursor, putative, expressed	LOC_Os07g38970.1	 no descriptionmoderately similar to ( 251)AT5G08300| Symbols:  | succinyl-CoA ligase (GDP-forming) alpha-chain, mitochondrial, putative / succinyl-CoA synthetase, alpha chain, putative / SCS-alpha, putative | chr5:2667580-2669673 FORWARDmoderately similar to ( 256)SUCA_ORYSAnot assigned not assigned not assigned not assigned PRK05678 SucD CoA_binding Ligase_CoA COG1042 	TCA / org. transformation.TCA.succinyl-CoA ligase	8_1_6

CUST_139778_PI403524517	2	0.010363579	0.522851	-0.17674446	0.09653473	-0.010363579	-0.06585121	35_39200	"Cluster: Hypothetical protein Oj1111_A10.6; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein Oj1111_A10.6 - Oryza sativa (japonica cultivar"	UniRef90_Q60F07	"CHR5V7|COORD:3877976..3879484| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G29780.1); similar to Os01g0582600 [Oryza sativa (japonica"	AT5G12010.1	CHR05V5|COORD:5167772..5166327|protein ischemia related factor NYW-1, putative, expressed	LOC_Os05g09280.1	"no descriptionweakly similar to ( 140)AT5G12010| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G29780.1); similar to Os01g0582600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001043414.1); similar to Os05g0593000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001056499.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD72250.1) | chr5:3877976-3879484 REVERSEnot assigned"	not assigned.unknown	35_2

CUST_10496_PI403524517	2	-0.07456398	0.99299526	0.06850433	0.24289703	-0.2531662	-0.06850433	35_2961	"Cluster: ESTs AU057825; n=1; Oryza sativa (japonica cultivar-group)|Rep: ESTs AU057825 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7F802	0	0	CHR01V5|COORD:3089652..3087932|protein tumor-related protein, putative, expressed	LOC_Os01g06560.1	no description	not assigned.unknown	35_2

CUST_23705_PI403524517	2	0.5946317	-0.28900433	-0.42162132	0.043871403	-0.04387188	0.6746683	35_6889	"Cluster: Hypothetical protein P0644A02.33; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0644A02.33 - Oryza sativa (japonica cultivar-g"	UniRef90_Q69QA5	CHR2V7|COORD:6406761..6407837| AGP9 (ARABINOGALACTAN PROTEIN 9)	AT2G14890.1	CHR06V5|COORD:6100062..6101117|protein expressed protein	LOC_Os06g11510.1	no descriptionnot assigned not assigned PRK12323	not assigned.unknown	35_2

CUST_105023_PI403524517	2	-0.117967606	-0.11256027	0.04838562	0.020691872	-0.020692825	0.102256775	35_29919	Rep: UPI0000DC0B3F UniRef100 entry - Rattus norvegicus	UniRef90_UPI0000DC0B3F	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	CHR03V5|COORD:9014390..9007824|protein serine/arginine repetitive matrix protein 1, putative, expressed	LOC_Os03g16369.2	no description	not assigned.unknown	35_2

CUST_149062_PI403524517	2	0.0015678406	-0.031105042	-0.0015697479	0.07171631	0.109825134	-0.03401375	35_41698	Rep: Ubiquitin/ribosomal 27a - Penaeus japonicus (Kuruma prawn)	UniRef90_Q4VRA8	"CHR2V7|COORD:19351771..19352244| UBQ6 (ubiquitin 6); protein binding"	AT2G47110.1	CHR01V5|COORD:12628890..12627996|protein 40S ribosomal protein S27a, putative, expressed	LOC_Os01g22490.1	"no descriptionweakly similar to ( 154)AT2G47110| Symbols: UBQ6 | UBQ6 (ubiquitin 6); protein binding | chr2:19351771-19352244 FORWARDweakly similar to ( 144)UBIQ_WHEATUbiquitin - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Ubiquitin ubiquitin UBQ Nedd8 UBL GRP AN1_N RAD23_N Scythe_N UBQ parkin_N Fubi SF3a120_C GDX_N NIRF_N ISG15_repeat2 UBI4 TT_ORF1 hPLIC_N"	protein.degradation.ubiquitin.ubiquitin	29_5_11_1

CUST_25630_PI403524517	2	0.31894827	0.047966957	-0.11573315	-0.047967434	0.048584938	-0.5232382	35_7428	Rep: NPK2 - Nicotiana tabacum (Common tobacco)	UniRef90_Q40542	"CHR5V7|COORD:16199377..16201741| ATMKK3 (MITOGEN-ACTIVATED KINASE KINASE 3); MAP kinase kinase"	AT5G40440.1	CHR06V5|COORD:15820886..15810010|protein OsMKK3 - putative MAPKK based on amino acid sequence homology, expressed	LOC_Os06g27890.2	" no descriptionmoderately similar to ( 346)AT5G40440| Symbols: MKK3, ATMKK3 | ATMKK3 (MITOGEN-ACTIVATED KINASE KINASE 3); MAP kinase kinase | chr5:16199377-16201741 FORWARDweakly similar to ( 156)M2K1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase SPS1 Pkinase_Tyr TyrKc PTKc PTKc_EGFR_like PTKc_Syk_like PTKc_Fes_like PTKc_Jak_rpt2 PTKc_Ack_like PTKc_Src_like PTKc_EphR PTKc_Chk PTKc_Lck_Blk PTKc_EphR_A2 PTKc_Csk_like PTKc_Csk PTKc_HER4 PTKc_EphR_A PTKc_Itk PTKc_EphR_B PTKc_Zap-70 PTKc_Jak2_Jak3_rpt2 PTKc_InsR_like PTKc_Btk_Bmx PTKc_EGFR PTKc_Abl PTKc_DDR PTKc_Hck PTKc_Tec_like PTKc_Tie1 PTKc_Src PTKc_Ror PTKc_Frk_like PTKc_HER2 PTKc_PDGFR PTKc_Tec_Rlk PTKc_Tie PTKc_Tie2 PTKc_Srm_Brk PTK_Ryk PTKc_Fyn_Yrk PTKc_Lyn PTKc_Syk PTKc_Trk PTK_HER3 PTKc_Tyk2_rpt2 PTKc_FGFR4 PTKc_Ror2 PTKc_Jak1_rpt2 PTKc_Yes PTKc_Fes PTKc_FGFR PTKc_ALK_LTK PTKc_Musk PTKc_FGFR3 PTKc_RET PTKc_DDR2 KIND PTKc_IGF-1R PTKc_FAK PTKc_TrkB PTKc_FGFR2 PTKc_Fer PTK_CCK4 PTKc_DDR1 PTKc_FGFR1 PTKc_DDR_like PTKc_Met_Ron PTKc_PDGFR_beta PTKc_c-ros PTKc_TrkA PTKc_EphR_A10 PTKc_Ror1 PTKc_Axl_like PTKc_PDGFR_alpha PTKc_TrkC PTKc_Kit PTKc_Tyro3 PTKc_CSF-1R PTKc_InsR "	protein.postranslational modification	29_4

CUST_23310_PI403524517	2	0.082408905	-1.333704	-0.13253498	-0.044898033	0.052176476	0.044898033	35_6773	"Cluster: Hypothetical protein OJ1562_H01.4; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1562_H01.4 - Oryza sativa (japonica cultivar"	UniRef90_Q6I5Y1	CHR5V7|COORD:18367238..18369319| zinc finger (C3HC4-type RING finger) family protein	AT5G45290.1	CHR05V5|COORD:18779494..18784141|protein protein binding protein, putative, expressed	LOC_Os05g32350.1	no descriptionweakly similar to ( 147)AT5G45290| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr5:18367238-18369319 REVERSEvery weakly similar to (65.5)EL5_ORYSAnot assigned RING COG5540 RING zf-C3HC4	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_15585_PI404877155	2	-0.04498768	0.02413845	-0.04516697	0.049346924	0.040613174	-0.024139404	Contig9430_at	P0406G08.7 [Oryza sativa (japonica cultivar-group)]	NP_915440.1	scarecrow transcription factor family protein	At1g07520.1	protein SCARECROW-like protein	Os12g38490	NONE	RNA.regulation of transcription.GRAS transcription factor family	27_3_21

CUST_57189_PI403524517	2	-0.010140419	-0.17021751	-0.032749176	0.07057285	0.06573582	0.010140419	35_16309	"Cluster: MutT/nudix protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: MutT/nudix protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K683	"CHR1V7|COORD:29990253..29995064| ATNUDT3 (Arabidopsis thaliana Nudix hydrolase homolog 3); hydrolase"	AT1G79690.1	CHR02V5|COORD:33704084..33713617|protein mutT/nudix family protein, putative, expressed	LOC_Os02g55030.1	"no descriptionnearly identical (1058)AT1G79690| Symbols: ATNUDT3 | ATNUDT3 (Arabidopsis thaliana Nudix hydrolase homolog 3); hydrolase | chr1:29990253-29995064 FORWARDnot assigned not assigned Nudix_Hydrolase_33 IPP_Isomerase Nudix_Hydrolase_34 PRK03759 Idi Nudix_Hydrolase_38 NUDIX Nudix_Hydrolase MutT Nudix_Hydrolase_18 Nudix_hydrolase_3 Nudix_Hydrolase_7"	not assigned.no ontology	35_1

CUST_70009_PI403524517	2	-0.004307747	-0.07090044	0.0043082237	0.04502058	0.030150414	-0.01740694	35_20038	"Cluster: Os02g0105100 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0105100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E4Q7	"CHR5V7|COORD:19274647..19280359| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G47490.1); similar to hypothetical protein 24.t00016 [Brassica"	AT5G47480.1	CHR02V5|COORD:279583..285795|protein expressed protein	LOC_Os02g01490.1	"no descriptionweakly similar to ( 157)AT5G47480| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G47490.1); similar to hypothetical protein 24.t00016 [Brassica oleracea] (GB:ABD64938.1); similar to hypothetical protein 24.t00015 [Brassica oleracea] (GB:ABD64937.1); similar to hypothetical protein 25.t00024 [Brassica oleracea] (GB:ABD64978.1); contains domain RGPR-RELATED (PTHR13402); contains domain SIMILARITY TO UNKNOWN PROTEIN (PTHR13402:SF8) | chr5:19274647-19280359 FORWARDnot assigned"	not assigned.unknown	35_2

CUST_82928_PI403524517	2	0.08145809	-0.31953	0.26492596	-0.08145857	0.4122014	-0.16209221	35_23781	"Cluster: Putative cyclic nucleotide gated ion channel; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative cyclic nucleotide gated ion channel - Oryza sat"	UniRef90_Q60EI8	CHR5|COORD:22042512..22047286| cyclic nucleotide-regulated ion channel / cyclic nucleotide-gated channel (CNGC4), identical to cyclic	AT5G54250.2	CHR05V5|COORD:24628899..24633535|protein cyclic nucleotide-gated ion channel 2, putative, expressed	LOC_Os05g42250.1	" no descriptionweakly similar to ( 109)AT5G54250| Symbols: CNGC4, DND2, ATCNGC4 | ATCNGC4 (DEFENSE, NO DEATH 2); calmodulin binding / cation channel/ cyclic nucleotide binding | chr5:22042910-22047197 REVERSEnot assigned "	transport.cyclic nucleotide or calcium regulated channels	34_22

CUST_64044_PI403524517	2	0.20789337	-0.016620636	-0.0019140244	0.03267479	0.0019140244	-0.028448105	35_18289	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_127444_PI403524517	2	0.036254883	-0.49338722	-0.116952896	0.042272568	0.041511536	-0.036254883	35_35845	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_153780_PI403524517	2	0.26668882	-0.30279636	-0.061668396	0.06373501	0.06166792	-0.31699467	35_42978	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_90082_PI403524517	2	-0.07011318	1.1325655	0.6404066	-0.46171856	-0.28447533	0.07011318	35_25770	"Cluster: Putative nodulin-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative nodulin-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69JG4	CHR1V7|COORD:11399903..11405702| actin binding	AT1G31810.1	CHR09V5|COORD:21114157..21110443|protein nodulin-like protein, putative, expressed	LOC_Os09g36600.2	no descriptionnot assigned	not assigned.unknown	35_2

CUST_89139_PI403524517	2	0.019677162	0.309824	0.11330986	-0.019676685	-0.32765055	-0.39625883	35_25500	"Cluster: Somatic embryogenesis related protein; n=1; Dactylis glomerata|Rep: Somatic embryogenesis related protein - Dactylis glomerata (Orchard grass) (Cock's-"	UniRef90_Q9FNV0	0	0	CHR03V5|COORD:5376102..5373048|protein somatic embryogenesis related protein, putative, expressed	LOC_Os03g10590.1	no description	not assigned.unknown	35_2

CUST_60635_PI403524517	2	0.2742672	0.45047283	-0.11183643	-0.038241386	-0.13245678	0.038241386	35_17291	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_56562_PI403524517	2	-0.0040836334	0.60649014	0.0040836334	-0.052666664	-0.13632202	0.14365482	35_16103	"Cluster: Hypothetical protein P0566A10.17; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0566A10.17 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5VPM5	CHR1V7|COORD:23241239..23242177| invertase/pectin methylesterase inhibitor family protein	AT1G62760.1	CHR06V5|COORD:22612927..22616445|protein expressed protein	LOC_Os06g38210.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned	not assigned.unknown	35_2

CUST_27553_PI399408534	2	0.71953297	-0.0027275085	0.0027275085	-0.037055016	0.19962502	-0.13224506	35_44030	Rep: Auxin transporter-like protein 1 - Oryza sativa (Rice)	UniRef90_Q5N892	"CHR2V7|COORD:15980571..15983870| AUX1 (AUXIN RESISTANT 1); amino acid permease/ transporter"	AT2G38120.1	CHR01V5|COORD:37325187..37331634|protein auxin transporter-like protein 1, putative, expressed	LOC_Os01g63770.1	" no descriptionmoderately similar to ( 308)AT2G38120| Symbols: WAV5, PIR1, MAP1, AUX1 | AUX1 (AUXIN RESISTANT 1); amino acid permease/ transporter | chr2:15980571-15983870 FORWARDmoderately similar to ( 328)LAX1_ORYSAnot assigned Aa_trans "	transport.amino acids	34_3

CUST_70326_PI403524517	2	-0.0016241074	0.34385967	0.0016241074	-0.10380077	-0.07158184	0.016493797	35_20137	"Cluster: Hypothetical protein OJ1362_D02.3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1362_D02.3 - Oryza sativa (japonica cultivar"	UniRef90_Q65XG4	"CHR5V7|COORD:419744..421955| NDP1 (RANDOM POTATO CDNA CLONE); binding"	AT5G02130.1	CHR05V5|COORD:22388887..22384763|protein NDP1, putative, expressed	LOC_Os05g38330.1	"no descriptionmoderately similar to ( 277)AT5G02130| Symbols: NDP1 | NDP1 (RANDOM POTATO CDNA CLONE); binding | chr5:419744-421955 REVERSEnot assigned"	cell.organisation	31_1

CUST_15039_PI403524517	2	-0.11196566	-0.9353709	0.11196566	0.20233297	0.25016642	-0.37054253	35_4335	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_17411_PI399408534	2	-0.058095932	-0.12003136	0.0	0.109975815	0.0	0.04299164	35_5990	"Cluster: Zinc finger C-x8-C-x5-C-x3-H type family protein, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Zinc finger C-x8-C-x5-C-x3-H type"	UniRef90_Q10SS3	CHR4V7|COORD:16264394..16265425| glycine-rich protein	AT4G33930.1	CHR03V5|COORD:695792..699149|protein zinc finger C-x8-C-x5-C-x3-H type family protein, expressed	LOC_Os03g02160.1	no descriptionvery weakly similar to (61.6)AT4G33930| Symbols:  | glycine-rich protein | chr4:16264394-16265425 REVERSEnot assigned not assigned	not assigned.no ontology.glycine rich proteins	35_1_40

CUST_152623_PI403524517	2	0.16841269	0.08990955	-0.19494343	-0.08990908	-0.7215719	0.17868328	35_42658	"Cluster: Os09g0505100 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0505100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J0M6	CHR2V7|COORD:13905508..13908947| ubiquitin-specific protease 1, putative (UBP1)	AT2G32780.1	CHR09V5|COORD:19527377..19521702|protein ubiquitin carboxyl-terminal hydrolase family protein, expressed	LOC_Os09g32740.1	 no descriptionvery weakly similar to ( 100)AT2G32780| Symbols:  | ubiquitin-specific protease 1, putative (UBP1) | chr2:13905508-13908947 REVERSEnot assigned not assigned not assigned not assigned Peptidase_C19K UCH Peptidase_C19 Peptidase_C19D Peptidase_C19E Peptidase_C19R UBP12 Peptidase_C19O 	protein.degradation.ubiquitin.ubiquitin protease	29_5_11_5

CUST_29449_PI403524517	2	-0.14812565	0.024868011	0.18544102	-0.006641388	0.006641388	-0.07909298	35_8507	0	0	0	0	CHR05V5|COORD:14374227..14371419|protein small nuclear ribonucleoprotein Sm D2, putative, expressed	LOC_Os05g24970.1	no description	not assigned.unknown	35_2

CUST_51075_PI403524517	2	0.008989334	0.62957954	0.080571175	-0.008989334	-0.12242508	-0.039871216	35_14562	"Cluster: Anthranilate synthase alpha 1 subunit; n=3; Oryza sativa|Rep: Anthranilate synthase alpha 1 subunit - Oryza sativa (Rice)"	UniRef90_Q94GF1	CHR3V7|COORD:20742305..20744744| anthranilate synthase, alpha subunit, putative	AT3G55870.1	CHR03V5|COORD:34660009..34654330|protein anthranilate synthase component I-1, chloroplast precursor, putative, expressed	LOC_Os03g61120.1	 no descriptionhighly similar to ( 644)AT3G55870| Symbols:  | anthranilate synthase, alpha subunit, putative | chr3:20742305-20744744 FORWARDvery weakly similar to (54.3)ICS_CATROIsochorismate synthase, chloroplast precursor - Catharanthus roseus (Rosy periwinkle) (Madagascar periwinkle)not assigned not assigned TrpE Chorismate_bind PRK09070 PRK05940 PRK07508 PRK06404 PRK05877 MenF PRK07054 PRK07093 PRK07912 PRK06772 PRK06923 Anth_synt_I_N 	amino acid metabolism.synthesis.aromatic aa.tryptophan.anthranilate synthase	13_1_6_5_1

CUST_149231_PI403524517	2	-0.01681137	0.40439987	0.22005844	-0.39659977	-0.22193241	0.01681137	35_41745	0	0		0	CHR02V5|COORD:6979511..6985051|protein DNA-directed RNA polymerase, putative, expressed	LOC_Os02g13130.3	no description	not assigned.unknown	35_2

CUST_5994_PI399408534	2	0.09442377	0.22477865	0.072805405	-0.19045782	-0.072805405	-0.32732296	35_20877	"Cluster: Os01g0235700 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os01g0235700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JP90	CHR1V7|COORD:109595..111367| basic helix-loop-helix (bHLH) family protein	AT1G01260.1	CHR01V5|COORD:7495193..7491859|protein helix-loop-helix DNA-binding domain containing protein, expressed	LOC_Os01g13460.2	no descriptionweakly similar to ( 144)AT1G01260| Symbols:  | basic helix-loop-helix (bHLH) family protein | chr1:109595-111367 FORWARD	RNA.regulation of transcription.bHLH,Basic Helix-Loop-Helix family	27_3_6

CUST_147716_PI403524517	2	0.83161974	0.6873388	0.4284439	-0.4284439	-0.4511485	-0.5252023	35_41331	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_150743_PI403524517	2	-0.1300745	-0.26764774	0.025606632	0.2876253	0.04977274	-0.025606632	35_42167	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_83383_PI403524517	2	0.08731842	-0.104427814	0.46542645	-0.026183605	0.026184082	-0.42816687	35_23908	"Cluster: Amino acid permease family protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Amino acid permease family protein, putative,"	UniRef90_Q2QN40	CHR3V7|COORD:6790994..6792513| amino acid permease family protein	AT3G19553.1	CHR12V5|COORD:24004084..24006048|protein cationic amino acid transporter, putative, expressed	LOC_Os12g39080.1	no descriptionmoderately similar to ( 210)AT3G19553| Symbols:  | amino acid permease family protein | chr3:6790994-6792513 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PotE PRK12323 Tymo_45kd_70kd PRK07003 HPC2 Herpes_BLLF1 DUF566 Pneumo_att_G Atrophin-1 GRASP55_65 TT_ORF1 Protamine_P1 DUF1421 Extensin_2 Coprinus_mating PRK05648 PRK10856 KAR9 DUF1752 PRK07764 AF-4	transport.amino acids	34_3

CUST_56069_PI403524517	2	0.31040096	0.8447428	0.15971565	-0.38370323	-0.15971518	-0.37083006	35_15959	"Cluster: Putative CTV.2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative CTV.2 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5NBT9	CHR3V7|COORD:5731715..5737537| TPR2 (TOPLESS-RELATED 2)	AT3G16830.1	CHR01V5|COORD:8427082..8417725|protein lissencephaly type-1-like homology motif, putative, expressed	LOC_Os01g15020.2	no descriptionweakly similar to ( 174)AT3G16830| Symbols: TPR2 | TPR2 (TOPLESS-RELATED 2) | chr3:5731715-5737537 FORWARD	not assigned.no ontology	35_1

CUST_381_PI399408534	2	-0.015693665	0.56705856	0.11665726	0.015694618	-0.112659454	-0.06893253	35_2681	"Cluster: Hypothetical protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q84PA1	CHR4V7|COORD:11600250..11601519| methionine sulfoxide reductase domain-containing protein / SeIR domain-containing protein	AT4G21860.1	CHR03V5|COORD:13988997..13992664|protein peptide methionine sulfoxide reductase msrB, putative, expressed	LOC_Os03g24600.1	no descriptionmoderately similar to ( 246)AT4G21860| Symbols:  | protein-methionine-S-oxide reductase | chr4:11600294-11601519 REVERSEnot assigned SelR PRK05550 COG0229 PRK05508 PRK00222	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_17781_PI404877155	2	-0.26499557	0.64092064	0.3793354	-0.33385277	0.03148842	-0.031489372	HV12C16u_at	Similar to Prunus armeniaca ethylene-forming-enzyme-like dioxygenase. (U97530) [Oryza sativa (japonica cultivar-group)]	NP_910582.1	oxidoreductase, 2OG-Fe(II) oxygenase family protein	At5g20400.1	protein oxidoreductase, 2OG-Fe(II) oxygenase family, putative	Os06g08050	ethylene-forming-enzyme-like dioxygenase-like protein	hormone metabolism.ethylene.synthesis-degradation	17_5_1

CUST_152354_PI403524517	2	-0.5391598	0.91283655	0.06097412	0.09904289	-0.6399727	-0.06097412	35_42584	Rep: Vrga1 - Aegilops ventricosa (Goatgrass)	UniRef90_Q9SED7	CHR3V7|COORD:4857947..4861111| disease resistance protein (NBS-LRR class), putative	AT3G14470.1	CHR05V5|COORD:20175507..20179320|protein disease resistance protein, putative, expressed	LOC_Os05g34220.2	 no descriptionvery weakly similar to (97.4)AT3G14470| Symbols:  | disease resistance protein (NBS-LRR class), putative | chr3:4857947-4861111 FORWARD	stress.biotic	20_1

CUST_93025_PI403524517	2	0.39650536	-0.1644907	-0.13590717	-0.106194496	0.18465042	0.10619545	35_26598	"Cluster: Hypothetical protein OSJNBb0079L11.4; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0079L11.4 - Oryza sativa (japonica cu"	UniRef90_Q6L4L3	CHR4V7|COORD:10275928..10278502| leucine-rich repeat family protein / extensin family protein	AT4G18670.1	CHR05V5|COORD:1420454..1418741|protein expressed protein	LOC_Os05g03440.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_114640_PI403524517	2	0.20021248	0.6882415	0.11163902	-0.47479677	-0.11163902	-0.2989292	35_32537	"Cluster: Integral membrane protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Integral membrane protein-like - Oryza sativa (japonica cultivar-group"	UniRef90_Q5JM57	CHR3V7|COORD:5525497..5526213| integral membrane family protein	AT3G16300.1	CHR01V5|COORD:30568795..30577952|protein plant integral membrane protein TIGR01569 containing protein, expressed	LOC_Os01g52610.1	no description	not assigned.unknown	35_2

CUST_10741_PI399408534	2	0.050143242	-0.68344307	-0.038680077	-0.0114851	0.13661003	0.0114851	35_21143	"Cluster: Putative DNA methyltransferase; n=4; Oryza sativa (japonica cultivar-group)|Rep: Putative DNA methyltransferase - Oryza sativa (japonica cultivar-group"	UniRef90_Q69W70	CHR5V7|COORD:19949727..19955412| MET1 (DECREASED METHYLATION 2DNA)	AT5G49160.1	CHR07V5|COORD:4387927..4390224|protein expressed protein	LOC_Os07g08500.1	 no descriptionhighly similar to ( 606)AT5G49160| Symbols: METI, DDM2, DMT01, MET2, DMT1, MET1 | MET1 (DECREASED METHYLATION 2DNA) | chr5:19949727-19955412 FORWARDweakly similar to ( 197)CMT1_MAIZEDNA - Zea mays (Maize)DNA_methylase Cyt_C5_DNA_methylase Dcm 	RNA.regulation of transcription.DNA methyltransferases	27_3_46

CUST_33702_PI403524517	2	-0.014174938	0.014175415	0.21046877	0.08051729	-0.37249184	-0.070081234	35_9713	"Cluster: Putative anthranilate N-benzoyltransferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative anthranilate N-benzoyltransferase - Oryza sativa"	UniRef90_Q7XXN4	CHR5V7|COORD:19853880..19855318| transferase family protein	AT5G48930.1	CHR09V5|COORD:21463138..21464578|protein agmatine coumaroyltransferase, putative, expressed	LOC_Os09g37200.1	no descriptionvery weakly similar to (76.6)AT5G48930| Symbols: HCT | transferase family protein | chr5:19853880-19855318 REVERSEvery weakly similar to (66.6)HCBT1_DIACAAnthranilate N-benzoyltransferase protein 1 - Dianthus caryophyllus (Carnation) (Clove pink)Transferase	secondary metabolism.phenylpropanoids.lignin biosynthesis.HCT	16_2_1_4

CUST_4667_PI403524517	2	0.06376934	-0.3824091	-0.040340424	0.01758194	-0.017580986	0.081650734	35_1289	"Cluster: Os02g0738900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os02g0738900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DXR0	CHR1V7|COORD:3370776..3377122| ADL6 (DYNAMIN-LIKE PROTEIN 6)	AT1G10290.1	CHR06V5|COORD:7660700..7669036|protein dynamin-2A, putative, expressed	LOC_Os06g13820.2	 no descriptionnearly identical (1177)AT1G10290| Symbols: DRP2A, ADL6 | ADL6 (DYNAMIN-LIKE PROTEIN 6) | chr1:3370776-3377122 FORWARDnot assigned not assigned not assigned not assigned not assigned Dynamin_N DYNc Dynamin_M Era_like GED PH GED PH_oxysterol_bp PH_cytohesin PH PH 	misc.dynamin	26_17

CUST_54813_PI403524517	2	-0.08620739	0.14352036	-0.04819107	-0.0072870255	0.007287979	0.047725677	35_15598	"Cluster: Sucrase-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Sucrase-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z5K5	CHR4V7|COORD:13427605..13429883| sucrase-related	AT4G26620.1	CHR02V5|COORD:30137583..30133786|protein sucrose cleavage protein-like, putative, expressed	LOC_Os02g49320.1	no descriptionmoderately similar to ( 389)AT4G26620| Symbols:  | sucrase-related | chr4:13427605-13429883 REVERSEnot assigned not assigned Suc_Fer-like TRX_Fd_Sucrase TRX_Fd_family PRK12323 COG4759	major CHO metabolism.degradation.sucrose.misc	2_2_1_99

CUST_138049_PI403524517	2	-0.023011208	0.18109989	-0.034758568	0.023011208	0.16034412	-0.28896523	35_38716	"Cluster: Putative U5 snRNP-specific 40 kDa protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative U5 snRNP-specific 40 kDa protein - Oryza sativa (j"	UniRef90_Q67WC9	CHR2V7|COORD:18141349..18142380| transducin family protein / WD-40 repeat family protein	AT2G43770.1	CHR06V5|COORD:26780802..26777841|protein WD-repeat protein 57, putative, expressed	LOC_Os06g44370.1	no descriptionvery weakly similar to (87.0)AT2G43770| Symbols:  | transducin family protein / WD-40 repeat family protein | chr2:18141349-18142380 REVERSEnot assigned	not assigned.no ontology	35_1

CUST_41249_PI403524517	2	0.075621605	-0.039235115	-0.081837654	-0.057397842	0.039235115	0.10233879	35_11858	"Cluster: Putative RNA helicase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative RNA helicase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q942Q0	0	0	CHR01V5|COORD:3328765..3325340|protein ATP-dependent rRNA helicase spb4, putative, expressed	LOC_Os01g07080.1	no description	not assigned.unknown	35_2

CUST_14092_PI399408534	2	0.014439583	0.23389721	0.0046548843	-0.12682438	-0.0046548843	-0.109550476	35_36907	"Cluster: RAB-like small G-protein; n=1; Hordeum vulgare subsp. vulgare|Rep: RAB-like small G-protein - Hordeum vulgare var. distichum (Two-rowed barley)"	UniRef90_Q70WD6	"CHR4V7|COORD:9644919..9646231| AT-RAB2 (Arabidopsis Rab GTPase homolog B1c); GTP binding"	AT4G17170.1	CHR02V5|COORD:22593518..22596358|protein ras-related protein Rab-2-A, putative, expressed	LOC_Os02g37420.1	" no descriptionweakly similar to ( 150)AT4G17170| Symbols: AtRABB1c, AtRab2A, AT-RAB2 | AT-RAB2 (Arabidopsis Rab GTPase homolog B1c); GTP binding | chr4:9644919-9646231 REVERSEweakly similar to ( 150)RAB2B_MAIZERas-related protein Rab-2-B - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Rab2 RAB Rab Rab14 Ras Rab1_Ypt1 Rab11_like Rab4 Rab8_Rab10_Rab13_like Rab39 Rab18 Rab35 Rab30 Rab7 Rab19 Rab15 RabA_like Rab6 Rab26 Rab33B_Rab33A Rab5_related Rab32_Rab38 Rab27A Rab9 Ras_like_GTPase Rab3 COG1100 Rab21 RJL Rab23_lke Rab36_Rab34 RAS Ras Rho Rab12 RHO M_R_Ras_like Rab40 Rit_Rin_Ric Rac1_like Rho4_like RabL2 RhoA_like Ran Rab24 Wrch_1 Rab28 Rap_like Rap2 RhoG RalA_RalB Tc10 Spg1 H_N_K_Ras_like Ras2 RSR1 Rho3 "	signalling.G-proteins	30_5

CUST_119605_PI403524517	2	0.09306908	0.15516949	-0.023154259	-0.02566719	-0.012999535	0.013000488	35_33837	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_14737_PI404877155	2	-0.0013122559	-0.3197527	0.028182983	0.0013113022	0.12091255	-0.09933376	Contig8565_at	putative heterogeneous nuclear ribonucleoprotein A3 homolog 1 (hnRNP A3(A)) [Oryza sativa (japonica cultivar-group)]	BAC92448.1	RNA recognition motif (RRM)-containing protein	At5g40490.1	protein RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain), putative	Os08g23120	NONE	RNA.regulation of transcription	27_3

CUST_36864_PI403524517	2	0.09888172	0.17354298	-0.070334435	-0.04962921	-0.09063339	0.04962921	35_10622	"Cluster: Transposon protein, putative, Mutator sub-class; n=1; Oryza sativa (japonica cultivar-group)|Rep: Transposon protein, putative, Mutator sub-class - Ory"	UniRef90_Q2RB42	0	0	CHR01V5|COORD:17704455..17707193|protein transposon protein, putative, Mutator sub-class	LOC_Os01g31750.1	no description	not assigned.unknown	35_2

CUST_77377_PI403524517	2	0.22142649	0.24200392	0.047424793	-0.047424793	-0.10359812	-0.06971216	35_22176	"Cluster: Os01g0337600 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os01g0337600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JN25	CHR3V7|COORD:2105914..2113142| binding / hydrogen ion transporting ATP synthase, rotational mechanism / hydrogen ion transporting ATPase, rotational mechanism	AT3G06670.1	CHR01V5|COORD:13244709..13228868|protein expressed protein	LOC_Os01g23590.3	 no descriptionweakly similar to ( 110)AT3G06670| Symbols:  | binding / hydrogen ion transporting ATP synthase, rotational mechanism / hydrogen ion transporting ATPase, rotational mechanism | chr3:2105914-2113142 REVERSE	not assigned.unknown	35_2

CUST_12181_PI399408534	2	-0.07611084	-0.0021810532	0.113040924	0.0021810532	0.11940098	-0.12568569	35_18304	"Cluster: OSJNBa0058G03.4 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0058G03.4 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XRM0	CHR5V7|COORD:23332220..23334909| calmodulin-binding protein	AT5G57580.1	CHR04V5|COORD:21930695..21936321|protein calmodulin binding protein, putative, expressed	LOC_Os04g36660.1	no descriptionhighly similar to ( 516)AT2G18750| Symbols:  | calmodulin binding | chr2:8132909-8135445 FORWARDCalmodulin_bind	signalling.calcium	30_3

CUST_155012_PI403524517	2	-0.007993698	0.10590124	-0.0031814575	0.21231604	-0.6728945	0.0031819344	35_43304	"Cluster: Chloroplast-specific ribosomal protein precursor; n=1; Solanum lycopersicum|Rep: Chloroplast-specific ribosomal protein precursor - Solanum lycopersicu"	UniRef90_Q672Q2	CHR5V7|COORD:8365693..8367181| 30S ribosomal protein, putative	AT5G24490.1	CHR03V5|COORD:36071028..36073623|protein plastid-specific 30S ribosomal protein 1, chloroplast precursor, putative, expressed	LOC_Os03g63950.1	 no descriptionvery weakly similar to (69.7)AT5G24490| Symbols:  | 30S ribosomal protein, putative | chr5:8365693-8367181 FORWARDvery weakly similar to (72.0)RR30_SPIOLPlastid-specific 30S ribosomal protein 1, chloroplast precursor - Spinacia oleracea (Spinach)	protein.synthesis.mito/plastid ribosomal protein.plastid	29_2_1_1

CUST_16009_PI403524517	2	0.12617207	-0.54607534	-0.014757156	-0.09645462	0.014757156	0.08022308	35_4621	"Cluster: Lung seven transmembrane receptor family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Lung seven transmembrane receptor"	UniRef90_Q2R2X1	"CHR2V7|COORD:75596..77625| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G72480.1); similar to Os03g0334800 [Oryza sativa (japonica cultivar-group)"	AT2G01070.1	CHR11V5|COORD:19634934..19639326|protein TMEM87A protein, putative, expressed	LOC_Os11g34360.1	" no descriptionmoderately similar to ( 419)AT2G01070| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G72480.1); similar to Os03g0334800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001050031.1); similar to Os11g0546100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001068063.1); similar to Lung seven transmembrane receptor family protein, expressed [Oryza sativa (japonica cultivar-group)] (GB:ABF95807.1); contains InterPro domain Lung seven transmembrane receptor; (InterPro:IPR009637) | chr2:75596-77625 FORWARDnot assigned Lung_7-TM_R "	not assigned.no ontology	35_1

CUST_1835_PI404877155	2	0.07131958	-0.08749962	0.10823345	-0.04469204	-0.10884762	0.044691086	Contig12051_at	pre-mRNA cleavage complex family protein [Arabidopsis thaliana] ref|NP_974220.1| pre-mRNA cleavage complex family protein [Arabidopsis thali	NP_187119.1	pre-mRNA cleavage complex family protein	At3g04680.1	protein Pre-mRNA cleavage complex II protein Clp1	Os02g12570	NONE	RNA.processing	27_1

CUST_116416_PI403524517	2	0.14122963	0.043143272	-0.031283855	0.03128338	-0.6643543	-0.11392069	35_33006	"Cluster: Leucine Rich Repeat family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Leucine Rich Repeat family protein, expressed - Oryza s"	UniRef90_Q2R0L6	CHR4V7|COORD:8845925..8848699| F-box family protein (FBL4)	AT4G15475.1	CHR11V5|COORD:24892695..24898133|protein F-box protein family, AtFBL4, putative, expressed	LOC_Os11g42160.1	no description	not assigned.unknown	35_2

CUST_17809_PI404877155	2	-0.015044212	0.24929142	0.038811684	-0.024084091	-0.024393082	0.015044212	HV13B06r_at	0	0	0	0	0	0	NONE	lipid metabolism.lipid degradation.beta-oxidation.mutifunctional	11_9_4_09

CUST_87920_PI403524517	2	0.09179783	0.17028332	-0.06544685	-0.06673145	-0.041124344	0.041124344	35_25170	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_78339_PI403524517	2	0.1326189	-0.20343971	-0.13261843	0.327981	0.22651005	-0.44490194	35_22459	Rep: OSJNBa0065H10.6 protein - Oryza sativa (Rice)	UniRef90_Q5CAG1	0	0	CHR04V5|COORD:27204350..27207137|protein nudix hydrolase 8, putative, expressed	LOC_Os04g46280.2	no description	not assigned.unknown	35_2

CUST_83528_PI403524517	2	0.18532658	0.34510803	-0.011211395	-0.01157999	-0.09446764	0.011211395	35_23948	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6AVG2	"CHR1V7|COORD:18508513..18509099| similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:AAT77883.1); similar to Os03g0731100 [Oryza sativa"	AT1G49975.1	CHR03V5|COORD:29881915..29883258|protein expressed protein	LOC_Os03g52130.1	"no descriptionvery weakly similar to (55.1)AT1G49975| Symbols:  | similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:AAT77883.1); similar to Os03g0731100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001051164.1) | chr1:18508513-18509099 FORWARD"	not assigned.unknown	35_2

CUST_173852_PI403524517	2	-0.041613102	0.11043787	-0.17426062	-0.069289684	0.33088923	0.041613102	35_48405	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_74890_PI403524517	2	0.12107086	-0.11437702	0.047823906	-0.017765999	-0.030056953	0.017765045	35_21471	"Cluster: Os08g0223700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os08g0223700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J779	"CHR1V7|COORD:29849722..29858108| EMB1135 (EMBRYO DEFECTIVE 1135); DNA binding"	AT1G79350.1	CHR08V5|COORD:7482311..7504175|protein zinc finger domain, LSD1 subclass family protein, expressed	LOC_Os08g12680.1	"no descriptionmoderately similar to ( 249)AT1G79350| Symbols: EMB1135 | EMB1135 (EMBRYO DEFECTIVE 1135); DNA binding | chr1:29849722-29858108 REVERSEnot assigned"	development.unspecified	33_99

CUST_50360_PI403524517	2	-0.24757767	1.2293773	-0.17023754	0.3398075	0.17023754	-0.310709	35_14368	Rep: Embryo globulin - Hordeum vulgare (Barley)	UniRef90_Q03678	CHR3V7|COORD:8011909..8013890| cupin family protein	AT3G22640.1	CHR03V5|COORD:26027070..26024637|protein globulin-1 S allele precursor, putative, expressed	LOC_Os03g46100.1	no descriptionvery weakly similar to (52.8)AT3G22640| Symbols:  | cupin family protein | chr3:8011909-8013890 REVERSEvery weakly similar to (90.5)GLB1_MAIZEGlobulin-1 S allele precursor - Zea mays (Maize)	development.storage proteins	33_1

CUST_8956_PI403524517	2	0.011458397	-0.5265541	-0.12296677	-0.011457443	0.04743576	0.046694756	35_2510	"Cluster: Cysteinyl-tRNA synthetase, putative, expressed; n=4; Oryza sativa (japonica cultivar-group)|Rep: Cysteinyl-tRNA synthetase, putative, expressed - Oryza"	UniRef90_Q10RX2	CHR2V7|COORD:13289636..13292693| tRNA synthetase class I (C) family protein	AT2G31170.1	CHR03V5|COORD:2379706..2375850|protein cysteinyl-tRNA synthetase, putative, expressed	LOC_Os03g04960.2	no descriptionhighly similar to ( 561)AT2G31170| Symbols:  | tRNA synthetase class I (C) family protein | chr2:13289636-13291333 REVERSEnot assigned not assigned not assigned cysS CysS tRNA-synt_1e PRK12418 CysRS_core Ile_Leu_Val_MetRS_core MetRS_core leuS MetG PRK09169	protein.aa activation.cysteine-tRNA ligase	29_1_16

CUST_64299_PI403524517	2	0.21276855	-0.28805923	-0.22833347	0.059659958	-0.035634995	0.03563404	35_18356	"Cluster: UDP-glucuronic acid 4-epimerase isoform 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: UDP-glucuronic acid 4-epimerase isoform 1 - Oryza sativa (j"	UniRef90_Q2MJA7	"CHR4V7|COORD:38702..39994| GAE3 (UDP-D-GLUCURONATE 4-EPIMERASE 3); catalytic"	AT4G00110.1	CHR03V5|COORD:7868295..7870396|protein expressed protein	LOC_Os03g14540.1	"no descriptionmoderately similar to ( 464)AT4G00110| Symbols: GAE3 | GAE3 (UDP-D-GLUCURONATE 4-EPIMERASE 3); catalytic | chr4:38702-39994 REVERSEvery weakly similar to (62.8)ARAE2_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned WcaG Epimerase GalE RfbB PRK10675 PRK10217 Gmd PRK10084 RmlD_sub_bind PRK12678 Polysacc_synt_2 RfbD COG1086 TT_ORF1 PRK11908 adh_short COG0702 Herpes_TAF50 DUF566 3Beta_HSD Protamine_P2"	cell wall.precursor synthesis.GAE	10_1_6

CUST_8820_PI403524517	2	0.011612892	0.02295208	0.01974678	-0.1925602	-0.011613846	-0.123643875	35_2473	"Cluster: Kub3-prov protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Kub3-prov protein, putative, expressed - Oryza sativa (japonic"	UniRef90_Q2QTN1	CHR3V7|COORD:812534..813651| Ku70-binding family protein	AT3G03420.1	CHR12V5|COORD:11081000..11078498|protein ku70-binding protein, putative, expressed	LOC_Os12g19090.1	no descriptionweakly similar to ( 183)AT3G03420| Symbols:  | Ku70-binding family protein | chr3:812534-813651 FORWARDnot assigned	not assigned.no ontology	35_1

CUST_52024_PI403524517	2	0.0	0.0068683624	0.0	0.016513824	-0.032827377	-0.050891876	35_14828	"Cluster: 40S ribosomal protein S12; n=1; Hordeum vulgare|Rep: 40S ribosomal protein S12 - Hordeum vulgare (Barley)"	UniRef90_Q9XHS0	CHR1|COORD:5471513..5472978| 40S ribosomal protein S12 (RPS12A), similar to 40S ribosomal protein S12 GI:4263712 from (Arabidopsis thaliana)	AT1G15930.1	CHR07V5|COORD:7233501..7231456|protein 40S ribosomal protein S12, putative, expressed	LOC_Os07g12650.3	no descriptionweakly similar to ( 182)AT2G32060| Symbols:  | 40S ribosomal protein S12 (RPS12C) | chr2:13646305-13647181 REVERSEmoderately similar to ( 245)RS12_HORVU40S ribosomal protein S12 - Hordeum vulgare (Barley)not assigned not assigned Ribosomal_L7Ae RPL8A rpl7ae	protein.synthesis.misc ribososomal protein	29_2_2

CUST_182253_PI403524517	2	0.041490078	0.36563683	0.07000446	-0.041490078	-0.2757597	-0.17016077	35_50668	Rep: Disproportionating enzyme - Triticum aestivum (Wheat)	UniRef90_Q1ALB3	"CHR5V7|COORD:25942599..25946014| DPE1 (DISPROPORTIONATING ENZYME); 4-alpha-glucanotransferase"	AT5G64860.1	CHR07V5|COORD:25978730..25983260|protein 4-alpha-glucanotransferase, chloroplast precursor, putative, expressed	LOC_Os07g43390.1	" no descriptionmoderately similar to ( 283)AT5G64860| Symbols: DPE1 | DPE1 (DISPROPORTIONATING ENZYME); 4-alpha-glucanotransferase | chr5:25942599-25946014 REVERSEmoderately similar to ( 297)DPEP_SOLTU4-alpha-glucanotransferase, chloroplast precursor - Solanum tuberosum (Potato)Glyco_hydro_77 MalQ "	major CHO metabolism.degradation.starch.D enzyme	2_2_2_4

CUST_169477_PI403524517	2	0.05617857	-0.20269632	-0.01257515	0.01257515	-0.35230732	0.038285732	35_47203	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_44354_PI403524517	2	0.58854103	0.18104935	-0.016945362	-0.48634863	-0.67508364	0.016945362	35_12724	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_78529_PI403524517	2	0.28631496	-0.07190895	-0.022324562	0.025453568	0.0038490295	-0.0038499832	35_22515	"Cluster: Hypothetical protein OSJNBa0049H05.23; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0049H05.23 - Oryza sativa (japonica"	UniRef90_Q5SN79	"CHR5|COORD:21705999..21709677| expressed protein, contains InterPro domain Serine/threonine protein kinase (InterPro:IPR002290); contains InterPro domain Protei"	AT5G53450.3	CHR01V5|COORD:26938647..26945552|protein protein kinase domain containing protein, expressed	LOC_Os01g46720.1	"no descriptionmoderately similar to ( 202)AT5G53450| Symbols: ORG1 | ORG1 (OBP3-RESPONSIVE GENE 1); kinase | chr5:21706430-21709468 FORWARD"	protein.postranslational modification	29_4

CUST_65102_PI403524517	2	0.014101982	0.06691074	-0.025434494	-0.069755554	-0.014101028	0.0831089	35_18587	"Cluster: Putative FAE1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative FAE1 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K558	"CHR4V7|COORD:16491801..16493264| KCS2 (3-ketoacyl-CoA synthase 2); acyltransferase"	AT4G34510.1	CHR09V5|COORD:11748583..11742847|protein expressed protein	LOC_Os09g19650.1	"no descriptionweakly similar to ( 130)AT4G34510| Symbols: KCS2 | KCS2 (3-ketoacyl-CoA synthase 2); acyltransferase | chr4:16491801-16493264 FORWARDCHS_like BcsA ACP_syn_III_C PRK07003"	lipid metabolism.FA synthesis and FA elongation.beta ketoacyl CoA synthase	11_1_10

CUST_101420_PI403524517	2	0.9310708	-2.221695	-3.0812528	0.6935549	-0.429111	0.429111	35_28944	Rep: Glutamate dehydrogenase - Solanum lycopersicum (Tomato) (Lycopersicon esculentum)	UniRef90_P93541	CHR3V7|COORD:1006920..1008853| glutamate dehydrogenase, putative	AT3G03910.1	CHR04V5|COORD:27014274..27019018|protein glutamate dehydrogenase 2, putative, expressed	LOC_Os04g45970.2	"no descriptionvery weakly similar to (72.4)AT5G18170| Symbols: GDH1 | GDH1 (GLUTAMATE DEHYDROGENASE 1); oxidoreductase | chr5:6006174-6008250 FORWARDvery weakly similar to (69.7)DHEA_NICPLGlutamate dehydrogenase A - Nicotiana plumbaginifolia (Leadwort-leaved tobacco)not assigned GdhA ELFV_dehydrog_N"	N-metabolism.N-degradation.glutamate dehydrogenase	12_3_1

CUST_11657_PI404877155	2	0.24894524	0.055135727	-0.055135727	-0.13343525	-0.06849098	0.09773445	Contig5344_at	putative sulfolipid synthase [Oryza sativa (japonica cultivar-group)]	BAC84590.1	UDP-sulfoquinovose:DAG sulfoquinovosyltransferase / sulfolipid synthase (SQD2)	At5g01220.1	protein glycosyl transferase, group 1 family protein, putative	Os07g01030	UDP-sulfoquinovose:DAG sulfoquinovosyltransferase / sulfolipid synthase (SQD2), identical to GI:20302857	lipid metabolism.glycolipid synthesis.sulfolipid synthase	11_10_4

CUST_60736_PI403524517	2	-0.047335625	0.13275242	0.08229065	-0.0556736	-0.032779694	0.032780647	35_17323	"Cluster: Putative non-cell-autonomous protein pathway2; plasmodesmal receptor; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative non-cell-autonomous"	UniRef90_Q69JW7	CHR5V7|COORD:4908689..4910673| aldose 1-epimerase family protein	AT5G15140.1	CHR02V5|COORD:22096619..22099255|protein aldose 1-epimerase precursor, putative, expressed	LOC_Os02g36600.1	no descriptionmoderately similar to ( 370)AT5G15140| Symbols:  | aldose 1-epimerase family protein | chr5:4908689-4910673 FORWARDnot assigned not assigned not assigned not assigned galM Aldose_epim GalM	minor CHO metabolism.others	3_5

CUST_36967_PI403524517	2	-0.15956497	0.24057627	0.08107138	-0.17455482	0.361001	-0.08107138	35_10652	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_21469_PI399408534	2	-1.534688	-0.014113903	1.4787793	1.988421	-0.19136906	0.014113903	35_15346	"Cluster: AP2 domain transcription factor-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: AP2 domain transcription factor-like - Oryza sativa (japonica cu"	UniRef90_Q5N965	CHR5V7|COORD:20383174..20384061| DNA binding / transcription factor	AT5G50080.1	CHR01V5|COORD:37919295..37916305|protein AP2 domain containing protein, expressed	LOC_Os01g64790.1	" no descriptionvery weakly similar to (96.7)AT3G16770| Symbols: RAP2.3, ATEBP | ATEBP/RAP2.3 (RELATED TO AP2 3); DNA binding / protein binding / transcription factor/ transcriptional activator | chr3:5705790-5706774 FORWARDvery weakly similar to (79.7)ERF1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned AP2 AP2 PRK07003 PRK12323 PRK12678 AP2 TT_ORF1 PRK07764 Atrophin-1 AF-4 infB APC_basic Protamine_P1 Herpes_BLLF1 Pneumo_att_G Tymo_45kd_70kd "	RNA.regulation of transcription.AP2/EREBP, APETALA2/Ethylene-responsive element binding protein family	27_3_3

CUST_55310_PI403524517	2	-0.22771358	0.87230587	-0.14682007	0.310215	-0.40568352	0.14682007	35_15747	"Cluster: Putative isovaleryl-CoA dehydrogenase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative isovaleryl-CoA dehydrogenase - Oryza sativa (japonica"	UniRef90_Q75IM9	CHR3V7|COORD:16632644..16635833| IVD (ISOVALERYL-COA-DEHYDROGENASE)	AT3G45300.1	CHR05V5|COORD:1452110..1441203|protein isovaleryl-CoA dehydrogenase, mitochondrial precursor, putative, expressed	LOC_Os05g03480.3	 no descriptionhighly similar to ( 652)AT3G45300| Symbols: ATIVD, IVD | IVD (ISOVALERYL-COA-DEHYDROGENASE) | chr3:16632644-16635833 REVERSEhighly similar to ( 645)IVD2_SOLTUIsovaleryl-CoA dehydrogenase 2, mitochondrial precursor - Solanum tuberosum (Potato)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned IVD SCAD/SBCAD CaiA ACAD LCAD VLCAD IBD MCAD GCD PRK12341 ACAD_fadE5 PRK03354 ACAD_fadE6_17_26 Acyl-CoA_dh_1 AidB Acyl-CoA_dh_N ACAD_FadE2 fadE PRK13026 PRK11561 NcnH DszC AXO Acyl-CoA_dh_M Acyl-CoA_dh_2 DUF566 	amino acid metabolism.degradation.branched-chain group.leucine	13_2_4_4

CUST_125788_PI403524517	2	0.1301117	0.4703083	-0.07062626	-0.122125626	-0.15594292	0.07062626	35_35420	"Cluster: Hypothetical protein OJ1004_A11.24; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1004_A11.24 - Oryza sativa (japonica cultiv"	UniRef90_Q6Z308	"CHR5V7|COORD:17223538..17226334| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G45233.2); similar to expressed protein-like protein [Glycine max]"	AT5G42920.1	CHR02V5|COORD:32289451..32292822|protein expressed protein	LOC_Os02g52820.1	"no descriptionweakly similar to ( 140)AT5G42920| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G45233.2); similar to expressed protein-like protein [Glycine max] (GB:ABC47865.1); similar to cold-induced protein [Ammopiptanthus mongolicus] (GB:ABH01186.1); similar to expressed protein-like protein [Glycine max] (GB:ABC47853.1); contains domain FMS INTERACTING PROTEIN (PTHR13375) | chr5:17223538-17226750 REVERSE"	not assigned.unknown	35_2

CUST_108429_PI403524517	2	0.011974335	0.21084881	0.018825054	-0.109267235	-0.20443535	-0.011974335	35_30841	Rep: Elicitor-responsive protein 3 - Oryza sativa (Rice)	UniRef90_Q7F9X0	CHR1V7|COORD:23452682..23453909| C2 domain-containing protein	AT1G63220.1	CHR04V5|COORD:26339727..26342224|protein elicitor-responsive protein 3, putative, expressed	LOC_Os04g44870.1	no descriptionvery weakly similar to (65.9)AT1G63220| Symbols:  | C2 domain-containing protein | chr1:23452682-23453909 FORWARDvery weakly similar to (78.2)ERG3_ORYSAnot assigned	not assigned.no ontology.C2 domain-containing protein	35_1_19

CUST_75855_PI403524517	2	-0.4756918	0.0082473755	-0.019979477	0.0016727448	0.1018095	-0.0016727448	35_21744	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_117465_PI403524517	2	0.26104593	0.8931656	0.14962912	-0.28805876	-0.14962912	-0.3982644	35_33283	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_12059_PI404877155	2	0.25264263	0.60157394	-0.11002064	-0.15082693	-0.15003633	0.11002064	Contig5778_at	oxidase [Triticum aestivum]	AAG00450.1	alternative oxidase, putative / immutans protein (IM)	At4g22260.1	protein Alternative oxidase, putative	Os04g57320	"alternative oxidase, putative / immutans protein (IM), identical to IMMUTANS from Arabidopsis thaliana (gi:4138855); contains Pfam profile PF01786 alternative oxidase"	PS.lightreaction.cyclic electron flow-chlororespiration	1_01_40

CUST_18324_PI404877155	2	-0.018270493	-0.3196478	-0.0017623901	0.0017614365	0.083958626	0.018707275	HVSMEg0007I08f_s_at	BPM [Hordeum vulgare]	AAM22812.1	pumilio/Puf RNA-binding domain-containing protein	At2g29200.1	protein pumilio/Mpt5 family RNA-binding protein, putative	Os05g01910	33kDa oxygen evolvingprotein of photosystem II	PS.lightreaction.photosystem II.PSII polypeptide subunits	1_01_01_02

CUST_76383_PI403524517	2	0.4287634	-0.017782211	0.018882275	0.017781734	-0.45480394	-0.23496103	35_21899	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QNU0	0	0	CHR12V5|COORD:22495669..22485298|protein expressed protein	LOC_Os12g36760.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_164360_PI403524517	2	0.020237446	-0.25021172	0.0029153824	-0.0029149055	0.27115965	-0.28704596	35_45816	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_27547_PI403524517	2	0.05587578	-0.07652187	-0.012327194	0.012327194	0.057769775	-0.12969494	35_7970	"Cluster: Formin homology 2 domain-containing protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Formin homology 2 domain-containing protein-like - O"	UniRef90_Q5SMN4	0	0	CHR06V5|COORD:4223415..4226986|protein actin binding protein, putative, expressed	LOC_Os06g08540.1	no description	not assigned.unknown	35_2

CUST_146967_PI403524517	2	0.053996086	0.098955154	-0.11690998	-0.00502491	-0.027441025	0.0050258636	35_41136	"Cluster: Os10g0124300 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os10g0124300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IZ79		0	CHR10V5|COORD:1530551..1524942|protein RGH1A, putative	LOC_Os10g03570.1	no description	not assigned.unknown	35_2

CUST_132498_PI403524517	2	0.09794474	0.28737402	0.17086315	-0.09794474	-0.31891012	-0.4019122	35_37210	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_14191_PI403524517	2	0.13387966	0.42436028	-0.01770401	-0.14502525	-0.13504791	0.017703056	35_4070	"Cluster: Os11g0265200 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os11g0265200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0ITE4	CHR1V7|COORD:1853236..1854937| SKIP16 (SKP1/ASK-INTERACTING PROTEIN 16)	AT1G06110.1	CHR11V5|COORD:9037297..9033734|protein expressed protein	LOC_Os11g16390.1	no descriptionmoderately similar to ( 370)AT1G06110| Symbols: SKIP16 | SKIP16 (SKP1/ASK-INTERACTING PROTEIN 16) | chr1:1853236-1854937 REVERSEnot assigned DUF525 apaG ApaG	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_14634_PI404877155	2	0.012179375	0.2513628	-0.012180328	-0.051127434	-0.016349792	0.068974495	Contig8443_s_at	Contains similarity to gb|U07707 epidermal growth factor receptor substrate (eps15) from Homo sapiens and contains 2 PF|00036 EF hand domain	AAD41415.1	calcium-binding EF hand family protein	At1g21630.1	protein Similar to F2D10.25	Os06g51250	calcium-binding EF-hand family protein	signalling.calcium	30_3

CUST_64029_PI403524517	2	0.06213188	0.14676285	-0.11914253	-0.009692192	-0.08151531	0.009693146	35_18286	"Cluster: Hypothetical protein OSJNBa0066C06.19; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0066C06.19 - Oryza sativa (japonica"	UniRef90_Q5JKN1	CHR4V7|COORD:13852019..13854097| protein phosphatase 2C PPH1 / PP2C PPH1 (PPH1)	AT4G27800.1	CHR01V5|COORD:21065430..21069278|protein protein phosphatase 2C PPH1, putative, expressed	LOC_Os01g37130.2	no descriptionmoderately similar to ( 416)AT4G27800| Symbols:  | protein phosphatase 2C PPH1 / PP2C PPH1 (PPH1) | chr4:13852411-13854097 REVERSEnot assigned not assigned not assigned not assigned not assigned PP2Cc PP2Cc PP2C PTC1	protein.postranslational modification	29_4

CUST_95600_PI403524517	2	-0.24856043	0.76248646	0.24856043	0.35387897	-0.27936554	-0.33681202	35_27321	"Cluster: Hypothetical protein P0643A10.41; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0643A10.41 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6Z2I6	CHR2V7|COORD:9176793..9178826| zinc finger protein-related	AT2G21420.1	CHR02V5|COORD:30591132..30590531|protein expressed protein	LOC_Os02g50110.1	no descriptionPRK12323	not assigned.unknown	35_2

CUST_111482_PI403524517	2	-0.55175114	0.17964172	0.3134346	0.1224432	-0.12244415	-0.17067242	35_31653	Rep: Cysteine protease - Triticum aestivum (Wheat)	UniRef90_Q5MB22	"CHR4V7|COORD:18215820..18217320| RD19 (RESPONSIVE TO DEHYDRATION 19); cysteine-type peptidase"	AT4G39090.1	CHR02V5|COORD:15885668..15889425|protein cysteine proteinase 1 precursor, putative, expressed	LOC_Os02g27030.1	" no descriptionweakly similar to ( 102)AT4G39090| Symbols: RD19A, EMB3005, RD19 | RD19 (RESPONSIVE TO DEHYDRATION 19); cysteine-type peptidase | chr4:18215820-18217320 REVERSEweakly similar to ( 160)CYSP1_MAIZECysteine proteinase 1 precursor - Zea mays (Maize)not assigned not assigned not assigned not assigned Inhibitor_I29 PRK07764 PRK07003 Totivirus_coat "	protein.degradation.cysteine protease	29_5_3

CUST_85464_PI403524517	2	0.20534134	-0.3330717	-0.07202816	0.022521973	-0.022521496	0.08492565	35_24481	"Cluster: Breast cancer 2-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: Breast cancer 2-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5VQI6	0	0	CHR01V5|COORD:3351851..3342005|protein BRCA2 repeat family protein, expressed	LOC_Os01g07110.1	 no descriptionvery weakly similar to (58.2)AT5G01630| Symbols: BRCA2(V), ATBRCA2(V), BRCA2B | BRCA2B (breast cancer 2 like 2B) | chr5:235114-240908 REVERSE	not assigned.no ontology	35_1

CUST_51181_PI403524517	2	0.10699749	-0.6804123	-0.060512543	0.053400993	0.10248661	-0.053400993	35_14590	Rep: Acidic ribosomal protein P2 - Triticum aestivum (Wheat)	UniRef90_Q7X729	CHR2V7|COORD:11825773..11826447| 60S acidic ribosomal protein P2 (RPP2A)	AT2G27720.1	CHR01V5|COORD:4849232..4851368|protein 60S acidic ribosomal protein P2A, putative, expressed	LOC_Os01g09510.2	no descriptionvery weakly similar to (77.0)AT5G40040| Symbols:  | 60S acidic ribosomal protein P2 (RPP2E) | chr5:16047141-16047485 REVERSEweakly similar to ( 106)RLA2A_MAIZE60S acidic ribosomal protein P2A - Zea mays (Maize)not assigned not assigned RPP1A Ribosomal_60s rpl12p	protein.synthesis.misc ribososomal protein	29_2_2

CUST_12645_PI399408534	2	-0.008548737	0.062155724	0.067424774	-0.093242645	0.008548737	-0.177001	35_25489	"Cluster: Os03g0278700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os03g0278700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DSZ6	CHR2V7|COORD:15752111..15756693| PHD finger family protein	AT2G37520.1	CHR03V5|COORD:9459157..9468083|protein expressed protein	LOC_Os03g17050.1	no descriptionvery weakly similar to (92.4)AT2G37520| Symbols:  | PHD finger family protein | chr2:15752111-15756693 REVERSE	RNA.regulation of transcription.PHD finger transcription factor	27_3_63

CUST_27236_PI399408534	2	0.062238693	-0.41239643	-0.11935043	0.050771713	-0.025147438	0.025146484	35_26692	"Cluster: Hypothetical protein B1033B05.21; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1033B05.21 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5JKG8	CHR5V7|COORD:20662006..20662557| auxin-responsive family protein	AT5G50760.1	CHR01V5|COORD:40853961..40853440|protein OsSAUR3 - Auxin-responsive SAUR gene family member	LOC_Os01g70050.1	 no descriptionvery weakly similar to (68.9)AT4G34750| Symbols:  | auxin-responsive protein, putative / small auxin up RNA (SAUR_E) | chr4:16577571-16578023 FORWARDAuxin_inducible 	hormone metabolism.auxin.induced-regulated-responsive-activated	17_2_3

CUST_42578_PI403524517	2	0.14692307	0.2767477	-0.055104256	-0.1445694	0.055104256	-0.37159157	35_12232	"Cluster: Hypothetical protein P0702D12.28; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0702D12.28 - Oryza sativa (japonica cultivar-g"	UniRef90_Q9FYN7	CHR3V7|COORD:23049491..23051366| protein phosphatase 2C, putative / PP2C, putative	AT3G62260.1	CHR01V5|COORD:10804859..10802289|protein protein phosphatase 2C isoform beta, putative, expressed	LOC_Os01g19130.1	 no descriptionvery weakly similar to (90.9)AT3G62260| Symbols:  | protein phosphatase 2C, putative / PP2C, putative | chr3:23049491-23051366 REVERSEnot assigned 	protein.postranslational modification	29_4

CUST_181878_PI403524517	2	0.14121151	0.2046957	-0.0027723312	0.0027723312	-0.047610283	-0.011277199	35_50565	"Cluster: Tetratricopeptide repeat-containing protein-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: Tetratricopeptide repeat-containing protein-like - O"	UniRef90_Q6Z4S6	CHR4V7|COORD:17512370..17514415| tetratricopeptide repeat (TPR)-containing protein	AT4G37210.1	CHR07V5|COORD:1164093..1167902|protein TPR Domain containing protein, expressed	LOC_Os07g03070.1	no descriptionvery weakly similar to (73.2)AT4G37210| Symbols:  | tetratricopeptide repeat (TPR)-containing protein | chr4:17512370-17514415 FORWARD	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_36532_PI403524517	2	-0.023348808	0.5855131	0.17714691	-0.19127846	0.023348808	-0.20240688	35_10534	"Cluster: Os02g0114600 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os02g0114600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E4K5	CHR3V7|COORD:22714178..22715349| SKIP4 (SKP1 INTERACTING PARTNER 4)	AT3G61350.1	CHR02V5|COORD:785676..780642|protein SKIP4, putative, expressed	LOC_Os02g02350.3	no descriptionvery weakly similar to (61.2)AT3G61350| Symbols: SKIP4 | SKIP4 (SKP1 INTERACTING PARTNER 4) | chr3:22714178-22715349 FORWARD	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_28674_PI403524517	2	0.10002804	0.36098003	-0.15366745	-0.15013313	-0.011090279	0.011091232	35_8283	"Cluster: Transducin / WD-40 repeat protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Transducin / WD-40 repeat protein-like - Oryza sativa (japonic"	UniRef90_Q6YS10	CHR1V7|COORD:30338391..30340688| transducin family protein / WD-40 repeat family protein	AT1G80710.1	CHR08V5|COORD:11124271..11120464|protein expressed protein	LOC_Os08g18150.1	no descriptionweakly similar to ( 167)AT1G80710| Symbols:  | transducin family protein / WD-40 repeat family protein | chr1:30338391-30340688 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned WD40 COG2319	not assigned.no ontology	35_1

CUST_12618_PI399408534	2	-0.4050846	0.15351963	0.10854435	0.10453987	-0.2511902	-0.10453987	35_1749	"Cluster: Calcium-dependent protein kinase 2; n=3; Poaceae|Rep: Calcium-dependent protein kinase 2 - Triticum aestivum (Wheat)"	UniRef90_Q5UKX8	"CHR4V7|COORD:16802441..16804633| CPK5 (CALMODULIN-DOMAIN PROTEIN KINASE 5); calcium- and calmodulin-dependent protein kinase/ kinase"	AT4G35310.1	CHR04V5|COORD:29312137..29317404|protein calcium-dependent protein kinase, isoform AK1, putative, expressed	LOC_Os04g49510.1	"no descriptionhighly similar to ( 845)AT4G35310| Symbols: CPK5 | CPK5 (CALMODULIN-DOMAIN PROTEIN KINASE 5); calcium- and calmodulin-dependent protein kinase/ kinase | chr4:16802441-16804633 FORWARDhighly similar to ( 728)CDPK3_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase SPS1 TyrKc Pkinase_Tyr FRQ1 PTKc PTKc_Jak_rpt2 Herpes_BLLF1 PTKc_FAK PTKc_Tec_like PTKc_Csk_like PTKc_ALK_LTK PRK07003 EFh PTKc_Btk_Bmx PTKc_Src_like PTKc_Jak2_Jak3_rpt2 PTKc_EphR PTKc_Srm_Brk PTKc_Fes_like DUF566 PTKc_Jak1_rpt2 PTKc_c-ros PTKc_Ror PRK12323 PTKc_Syk_like PTKc_Fes PTKc_Ack_like PTKc_Tec_Rlk PTKc_Abl PTKc_Tyk2_rpt2 PTKc_EphR_A HPC2 Atrophin-1 PTKc_Itk PTKc_Chk PRK07764 PTKc_PDGFR PTKc_Trk PTKc_EphR_A2 PTKc_Frk_like PTKc_EphR_B PTKc_Tie1 PTKc_InsR_like PTKc_FGFR2 PTKc_FGFR DUF1421 APC_basic Pneumo_att_G PTKc_Csk PRK05648 PTKc_TrkA PTKc_Fer PTKc_FGFR3 PTKc_TrkC PTKc_FGFR1 PTKc_Fyn_Yrk PTKc_Tie PTKc_Ror2 Drf_FH1 PTKc_Yes Tymo_45kd_70kd PTKc_TrkB PTKc_Tie2 PTKc_Tyro3 Metaviral_G PTKc_Musk PTKc_DDR_like PTKc_Ror1 PTKc_EphR_A10 AF-4 PTKc_Axl_like PTKc_Met_Ron KAR9 PTKc_Lyn PRK08853 PTKc_FGFR4 Herpes_UL32 Herpes_TAF50 Extensin_2 PRK12678 DUF1509"	signalling.calcium	30_3

CUST_3515_PI404877155	2	-0.060956	-0.18780518	0.05707836	-0.025454521	0.35037422	0.025453568	Contig14017_at	proteophosphoglycan, membrane-associated [imported] - Leishmania major (fragment) emb|CAB46680.1| proteophosphoglycan [Leishmania major]	T46707	expressed protein	At3g13275.1	protein Protein kinase domain, putative	Os10g01560	"Dof2  T02690  DNA-binding with One Finger 2; contribute to multiple protein protein interactions; maize,"	RNA.regulation of transcription	27_3

CUST_132997_PI403524517	2	-0.17325687	-0.024227142	-0.0881691	0.046278	0.083618164	0.024226189	35_37345	0	0		0	CHR06V5|COORD:3447314..3444020|protein syntaxin 132, putative, expressed	LOC_Os06g07200.1	no description	not assigned.unknown	35_2

CUST_65306_PI403524517	2	-0.2730751	-0.29585266	0.28029442	0.22131538	0.41503716	-0.22131538	35_18648	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_22188_PI403524517	2	-1.2385044	0.62337494	0.16270924	0.7839098	-0.16270876	-0.64839935	35_6447	"Cluster: Putative SPX domain containing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative SPX domain containing protein - Oryza sativa (japonic"	UniRef90_Q7XZZ3	CHR2V7|COORD:16255498..16257663| SPX (SYG1/Pho81/XPR1) domain-containing protein / zinc finger (C3HC4-type RING finger) protein-related	AT2G38920.1	CHR03V5|COORD:25227209..25222398|protein expressed protein	LOC_Os03g44810.2	no descriptionmoderately similar to ( 342)AT2G38920| Symbols:  | SPX (SYG1/Pho81/XPR1) domain-containing protein / zinc finger (C3HC4-type RING finger) protein-related | chr2:16255498-16257663 REVERSEnot assigned not assigned not assigned SPX	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_100974_PI403524517	2	0.2228651	0.26898623	0.0027842522	-0.3849926	-0.3195653	-0.002784729	35_28817	"Cluster: Os01g0148000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0148000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JQP7	"CHR5V7|COORD:474277..482550| CER3 (ECERIFERUM 3); protein binding / ubiquitin-protein ligase/ zinc ion binding"	AT5G02310.1	CHR01V5|COORD:2596652..2609664|protein zinc finger in N-recognin family protein, putative, expressed	LOC_Os01g05500.2	"no descriptionweakly similar to ( 159)AT5G02310| Symbols: CER3 | CER3 (ECERIFERUM 3); protein binding / ubiquitin-protein ligase/ zinc ion binding | chr5:474277-482550 FORWARDnot assigned ZnF_UBR1 zf-UBR"	secondary metabolism.wax	16_7

CUST_150330_PI403524517	2	0.15797901	-0.4012499	2.155304E-4	-0.08650303	-2.155304E-4	0.010075569	35_42055	"Cluster: Os05g0305100 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0305100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DJB2	CHR3V7|COORD:2873802..2878438| RNA polymerase II transcription factor	AT3G09360.1	CHR05V5|COORD:13694175..13703849|protein RNA polymerase II transcription factor/ transcription factor/ zinc ion binding protein, putative, expressed	LOC_Os05g23940.1	no descriptionweakly similar to ( 157)AT3G09360| Symbols:  | RNA polymerase II transcription factor | chr3:2873802-2878438 FORWARDnot assigned SUA7	RNA.transcription	27_2

CUST_29397_PI403524517	2	0.049782753	0.35067844	-0.049783707	-0.15922737	-0.20583725	0.099627495	35_8494	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q109L5	CHR1V7|COORD:25073390..25099189| midasin-related	AT1G67120.1	CHR10V5|COORD:16386147..16380787|protein ATP binding protein, putative, expressed	LOC_Os10g31856.1	no descriptionmoderately similar to ( 275)AT1G67120| Symbols:  | midasin-related | chr1:25073390-25099189 REVERSEnot assigned vWA_midasin MDN1	not assigned.no ontology	35_1

CUST_138797_PI403524517	2	0.0689888	0.5833788	0.3993845	-0.21463966	-0.28864098	-0.06898785	35_38933	0	0	"CHR2V7|COORD:16396088..16398009| SNZ (SCHNARCHZAPFEN); DNA binding / transcription factor"	AT2G39250.1	0	0	no description	not assigned.unknown	35_2

CUST_157854_PI403524517	2	-0.1400733	0.56263685	0.13752699	0.262475	-0.13752699	-0.21026134	35_44072	"Cluster: F-box domain, putative; n=1; Oryza sativa (japonica cultivar-group)|Rep: F-box domain, putative - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53KQ4		0	CHR11V5|COORD:8855011..8857361|protein F-box domain containing protein	LOC_Os11g15620.1	no description	not assigned.unknown	35_2

CUST_10421_PI403524517	2	0.070056915	-0.8108902	-0.07496357	0.11997032	0.1721983	-0.070056915	35_2940	Rep: OSIGBa0113E10.13 protein - Oryza sativa (Rice)	UniRef90_Q00RP3	"CHR1V7|COORD:8185227..8188943| AST91 (SULFATE TRANSPORTER 91); sulfate transporter"	AT1G23090.1	CHR04V5|COORD:33001586..32995970|protein sulfate transporter 3.3, putative, expressed	LOC_Os04g55800.1	" no descriptionhighly similar to ( 840)AT1G23090| Symbols: SULTR3;3, AST91 | AST91 (SULFATE TRANSPORTER 91); sulfate transporter | chr1:8185227-8188943 REVERSEmoderately similar to ( 327)NO70_SOYBNEarly nodulin 70 - Glycine max (Soybean)not assigned not assigned not assigned not assigned not assigned not assigned not assigned Sulfate_transp SUL1 PRK11660 STAS PRK07003 PRK12323 PRK07764 Atrophin-1 "	transport.sulphate	34_6

CUST_960_PI403524517	2	-0.11437416	0.044418335	0.008262634	-0.025568008	-0.008261681	0.038393974	35_251	"Cluster: Putative actin-depolymerizing factor; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative actin-depolymerizing factor - Oryza sativa (japonica"	UniRef90_Q9AY76	"CHR2V7|COORD:13301248..13302025| ADF6 (ACTIN DEPOLYMERIZING FACTOR 6); actin binding"	AT2G31200.1	CHR03V5|COORD:32302775..32299508|protein actin-depolymerizing factor 6, putative, expressed	LOC_Os03g56790.1	"no descriptionmoderately similar to ( 212)AT2G31200| Symbols: ADF6 | ADF6 (ACTIN DEPOLYMERIZING FACTOR 6); actin binding | chr2:13301248-13302025 FORWARDmoderately similar to ( 218)ADF_VITVIActin-depolymerizing factor - Vitis vinifera (Grape)not assigned not assigned not assigned ADF ADF Cofilin_ADF"	cell.organisation	31_1

CUST_119952_PI403524517	2	0.38504887	0.7172599	-0.10629082	0.028848171	-0.028848171	-0.039071083	35_33924	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_50116_PI403524517	2	-0.001742363	0.55085754	0.019236565	-0.14913082	0.001742363	-0.0062036514	35_14303	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_124515_PI403524517	2	0.1390171	-0.22064781	-0.14526081	-0.026684761	0.026685715	0.13050842	35_35096	"Cluster: Os02g0595300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os02g0595300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DZW2		0	CHR02V5|COORD:23096875..23092797|protein expressed protein	LOC_Os02g38180.1	no description	not assigned.unknown	35_2

CUST_58852_PI403524517	2	-0.0052280426	0.54163265	-0.030319214	-0.16886997	0.0052280426	0.01197052	35_16791	"Cluster: Decapping protein 2-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Decapping protein 2-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K837	"CHR5V7|COORD:4367535..4369995| DCP2 (DECAPPING 2); hydrolase"	AT5G13570.1	CHR02V5|COORD:34376236..34372762|protein mRNA decapping enzyme 2, putative, expressed	LOC_Os02g56210.1	"no descriptionweakly similar to ( 106)AT5G13570| Symbols: DCP2 | DCP2 (DECAPPING 2); hydrolase | chr5:4367535-4369995 FORWARDnot assigned Dcp2p"	not assigned.no ontology	35_1

CUST_114924_PI403524517	2	-0.31691694	0.8686571	0.5688157	-0.08436966	-0.7210069	0.08436966	35_32611	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_28729_PI403524517	2	0.15516281	-0.19214821	-0.11294651	0.1235075	-0.12782001	0.11294651	35_8298	"Cluster: Os07g0436000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os07g0436000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D6V5	CHR1V7|COORD:1340890..1342964| ankyrin repeat family protein	AT1G04780.1	CHR07V5|COORD:14578640..14572802|protein protein binding protein, putative, expressed	LOC_Os07g25460.1	"no descriptionweakly similar to ( 137)AT3G04470| Symbols:  | similar to ankyrin repeat family protein [Arabidopsis thaliana] (TAIR:AT1G04780.1); similar to Os02g0810100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001048467.1); similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:BAC80109.1); contains InterPro domain Ankyrin; (InterPro:IPR002110) | chr3:1189847-1191859 REVERSEnot assigned"	cell.organisation	31_1

CUST_13668_PI404877155	2	0.6122761	-2.1249762	-0.7003088	1.0017576	0.6891241	-0.6122761	Contig74_x_at	Chlorophyll a-b binding protein 1, chloroplast precursor (LHCII type I CAB-1) (LHCP) pir||S04453 chlorophyll a/b-binding protein precursor -	P12329	chlorophyll A-B binding protein / LHCII type I (LHB1B2)	At2g34420.1	protein Chlorophyll A-B binding protein, putative	Os01g41710	chlorophyll a/b-binding protein WCAB precursor	PS.lightreaction.photosystem II.LHC-II	1_01_01_01

CUST_136_PI399407379	2	-0.010592461	0.029766083	-0.14534283	0.010593414	-0.031787872	0.088970184	HvABI3a									

CUST_28268_PI403524517	2	0.50037	-0.33610296	-0.0959301	0.29878998	0.09593058	-0.4472022	35_8172	"Cluster: Os06g0104000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0104000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DFB2	"CHR2V7|COORD:19281087..19284776| similar to sodium:dicarboxylate symporter [Arabidopsis thaliana] (TAIR:AT3G19340.1); similar to At2g46910/F14M4.26"	AT2G46915.1	CHR06V5|COORD:281180..275707|protein expressed protein	LOC_Os06g01460.1	"no descriptionmoderately similar to ( 328)AT2G46915| Symbols:  | similar to sodium:dicarboxylate symporter [Arabidopsis thaliana] (TAIR:AT3G19340.1); similar to At2g46910/F14M4.26 [Medicago truncatula] (GB:ABE80920.1) | chr2:19281087-19284776 REVERSE"	not assigned.unknown	35_2

CUST_10345_PI404877155	2	-0.0017557144	-0.680357	-0.19615555	0.05308628	0.038036346	0.0017566681	Contig410_x_at	0	AAS05825.1	fructose-bisphosphate aldolase, putative	At2g36460.1	protein Fructose-bisphosphate aldolase class-I	Os05g33380	 putative fructose 1-,6-biphosphate aldolase	glycolysis.aldolase	4_07

CUST_69060_PI403524517	2	0.06710243	-0.39234543	-0.036750793	0.036751747	0.20383167	-0.07340145	35_19759	Rep: OSIGBa0140O07.15 protein - Oryza sativa (Rice)	UniRef90_Q01J28	CHR4V7|COORD:12959667..12962642| immunophilin-related / FKBP-type peptidyl-prolyl cis-trans isomerase-related	AT4G25340.1	CHR04V5|COORD:22039220..22043505|protein peptidyl-prolyl cis-trans isomerase, FKBP-type family protein, expressed	LOC_Os04g36890.1	no descriptionweakly similar to ( 179)AT4G25340| Symbols:  | immunophilin-related / FKBP-type peptidyl-prolyl cis-trans isomerase-related | chr4:12959667-12962642 REVERSEvery weakly similar to (90.5)FKB15_VICFAFK506-binding protein 2 precursor - Vicia faba (Broad bean)not assigned not assigned not assigned not assigned FkpA FKBP_C PRK10902 PRK11570 SlpA	protein.folding	29_6

CUST_156214_PI403524517	2	0.012942791	0.23962641	0.0075330734	-0.0075330734	-0.32822752	-0.046548367	35_43628	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_54545_PI403524517	2	0.036276817	-0.5673733	0.053087234	-0.036275864	-0.07830715	0.10315132	35_15525	"Cluster: Os08g0398700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os08g0398700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J5V5	CHR4V7|COORD:15965918..15970421| APM1 (Aberrant peroxisome morphology 1)	AT4G33090.1	CHR08V5|COORD:18888973..18898829|protein puromycin-sensitive aminopeptidase, putative, expressed	LOC_Os08g30810.1	 no descriptionmoderately similar to ( 206)AT4G33090| Symbols: ATAPM1, APM1 | APM1 (Aberrant peroxisome morphology 1) | chr4:15965918-15970421 REVERSEnot assigned PepN 	protein.degradation	29_5

CUST_57153_PI403524517	2	-0.811409	-0.95298576	0.36600208	0.1086483	0.20136833	-0.1086483	35_16291	"Cluster: Hypothetical protein OJ1362_G11.17; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1362_G11.17 - Oryza sativa (japonica cultiv"	UniRef90_Q5TKP0	0	0	CHR05V5|COORD:26834189..26830088|protein catalytic/ hydrolase, putative, expressed	LOC_Os05g46460.1	no description	not assigned.unknown	35_2

CUST_89335_PI403524517	2	0.02558136	0.20316982	0.20695496	-0.025581837	-0.031069756	-0.26887512	35_25556	Rep: Protein At3g13445 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q2V3W4	"CHR1V7|COORD:20729816..20731149| TBP2 (TATA binding protein 2); DNA binding / RNA polymerase II transcription factor"	AT1G55520.2	CHR03V5|COORD:25588707..25593786|protein TATA-binding protein 2, putative, expressed	LOC_Os03g45410.1	"no descriptionweakly similar to ( 166)AT1G55520| Symbols: ATTBP2 | TBP2 (TATA binding protein 2); DNA binding / RNA polymerase II transcription factor | chr1:20729816-20731149 REVERSEweakly similar to ( 175)TBP2_ORYSAnot assigned TBP_eukaryotes TBP_TLF SPT15 TBP PRK00394 TBP_archaea TLF"	RNA.transcription	27_2

CUST_174877_PI403524517	2	0.30391932	-0.2653942	0.14202261	0.101825714	-0.15882301	-0.101825714	35_48679	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_16017_PI399408534	2	-0.013931274	0.35253048	0.013930321	-0.14621925	-0.10168457	0.09910965	35_17714	"Cluster: Histidine-containing phosphotransfer protein; n=1; Triticum aestivum|Rep: Histidine-containing phosphotransfer protein - Triticum aestivum (Wheat)"	UniRef90_Q4VWF0	"CHR3V7|COORD:7578438..7579543| AHP1 (HISTIDINE-CONTAINING PHOSPHOTRANSMITTER 3); histidine phosphotransfer kinase"	AT3G21510.1	CHR09V5|COORD:22653368..22656565|protein histidine-containing phosphotransfer protein 1, putative, expressed	LOC_Os09g39400.1	" no descriptionweakly similar to ( 102)AT3G21510| Symbols: AHP1, ATHP3 | AHP1 (HISTIDINE-CONTAINING PHOSPHOTRANSMITTER 3); histidine phosphotransfer kinase | chr3:7578438-7579543 REVERSEweakly similar to ( 158)HP1_ORYSAnot assigned not assigned Hpt HPT "	hormone metabolism.cytokinin.signal transduction	17_4_2

CUST_2584_PI399408534	2	0.55007744	2.0340958	-0.31827545	0.116630554	-0.5606756	-0.116630554	35_6956	"Cluster: Putative phi-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative phi-1 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z677	CHR4V7|COORD:5740375..5741319| phosphate-responsive protein, putative (EXO)	AT4G08950.1	CHR02V5|COORD:31830484..31828939|protein phi-1-like phosphate-induced protein, putative, expressed	LOC_Os02g52000.1	 no descriptionvery weakly similar to (92.8)AT4G08950| Symbols:  | phosphate-responsive protein, putative (EXO) | chr4:5740375-5741319 FORWARDnot assigned not assigned not assigned not assigned Phi_1 PRK12323 PRK07003 	signalling.in sugar and nutrient physiology	30_1

CUST_134930_PI403524517	2	0.015321732	-0.015322208	0.19682074	0.026925564	-0.96379995	-0.16888762	35_37854	"Cluster: H3 histone, family 2 isoform 2; n=1; Mus musculus|Rep: H3 histone, family 2 isoform 2 - Mus musculus"	UniRef90_UPI00000E8E77	CHR4V7|COORD:18555834..18556821| histone H3.2	AT4G40030.2	CHR06V5|COORD:1645327..1644415|protein histone H3, putative, expressed	LOC_Os06g04030.1	no descriptionmoderately similar to ( 250)AT4G40030| Symbols:  | histone H3.2 | chr4:18555834-18556411 REVERSEmoderately similar to ( 247)H33_VITVIHistone H3.3 - Vitis vinifera (Grape)not assigned not assigned not assigned H3 HHT1 Histone	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_36458_PI403524517	2	0.058836937	-0.10919666	0.12441015	0.13359404	-0.058836937	-0.08795643	35_10514	"Cluster: Os09g0495200 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0495200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J0K6	0	0	CHR09V5|COORD:19179626..19182732|protein expressed protein	LOC_Os09g32130.1	no description	not assigned.unknown	35_2

CUST_122305_PI403524517	2	0.043084145	0.30815792	0.023004532	-0.023004532	-0.069664955	-0.09322834	35_34519	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_1011_PI399408534	2	9.5558167E-4	-0.17696762	-0.052661896	0.0070343018	0.0052604675	-9.536743E-4	35_14389	Rep: Histone deacetylase HDAC2 - Triticum aestivum (Wheat)	UniRef90_Q0Z9W3	CHR5V7|COORD:7534123..7536057| HD2B (HISTONE DEACETYLASE 2B)	AT5G22650.1	CHR05V5|COORD:29673053..29670091|protein histone deacetylase 2b, putative, expressed	LOC_Os05g51830.1	 no descriptionweakly similar to ( 102)AT5G22650| Symbols: HDT02, HDT2, ATHD2B, HDA4, HD2, HD2B | HD2B (HISTONE DEACETYLASE 2B) | chr5:7534123-7536057 FORWARDweakly similar to ( 145)HD2B_MAIZEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TFIIF_alpha BUD22 PRK02363 	RNA.regulation of transcription.HDA	27_3_55

CUST_169711_PI403524517	2	0.25856066	0.52385044	0.12449789	-0.25095415	-0.12449741	-0.4405737	35_47272	"Cluster: Transducin / WD-40 repeat protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Transducin / WD-40 repeat protein-like - Oryza sativa (japonic"	UniRef90_Q6YS10	CHR1V7|COORD:16816094..16817173| DNA binding / ligand-dependent nuclear receptor	AT1G44191.1	CHR08V5|COORD:11124271..11120464|protein expressed protein	LOC_Os08g18150.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07764 PRK12323 PRK07003 DUF1421 Atrophin-1 Totivirus_coat PRK05648 IER HPC2 FAP Tymo_45kd_70kd	not assigned.unknown	35_2

CUST_3474_PI399408534	2	0.010392189	0.48721504	0.12230778	-0.08104515	-0.029071808	-0.010393143	35_18666	"Cluster: Expressed protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10ED5	"CHR1V7|COORD:16910274..16911849| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G49710.3); similar to expressed protein [Oryza sativa (japonica"	AT1G44770.1	CHR03V5|COORD:28116615..28113985|protein expressed protein	LOC_Os03g49490.1	"no descriptionweakly similar to ( 140)AT1G44770| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G49710.3); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABF98409.1) | chr1:16910274-16911849 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned"	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_65623_PI403524517	2	0.006324768	-1.6600227	-0.35455036	0.20546722	0.02244854	-0.0063257217	35_18743	"Cluster: Os04g0290800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os04g0290800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JED3	"CHR3V7|COORD:16882682..16885085| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G13770.1); similar to Protein of unknown function DUF647 [Medicago"	AT3G45890.1	CHR04V5|COORD:12621098..12627015|protein expressed protein	LOC_Os04g22360.1	"no descriptionhighly similar to ( 570)AT3G45890| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G13770.1); similar to Protein of unknown function DUF647 [Medicago truncatula] (GB:ABE84675.1); similar to Protein of unknown function DUF647 [Medicago truncatula] (GB:ABE92087.1); contains InterPro domain Protein of unknown function DUF647; (InterPro:IPR006968) | chr3:16882682-16885085 FORWARDnot assigned not assigned DUF647 PRK07764"	not assigned.unknown	35_2

CUST_83087_PI403524517	2	0.07826233	-0.6614604	-0.117281914	0.29391003	-0.029846191	0.029845238	35_23824	"Cluster: Putative cis-zeatin O-glucosyltransferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative cis-zeatin O-glucosyltransferase - Oryza sativa"	UniRef90_Q8H3V2	0	0	CHR07V5|COORD:27846100..27844412|protein cis-zeatin O-glucosyltransferase, putative, expressed	LOC_Os07g46610.1	no descriptionvery weakly similar to (90.1)CZOG_SORBIPutative cis-zeatin O-glucosyltransferase - Sorghum bicolor (Sorghum) (Sorghum vulgare)	misc.UDP glucosyl and glucoronyl transferases	26_2

CUST_9061_PI404877155	2	-0.59374046	-0.60227776	0.17511177	0.17858219	0.40084267	-0.17511177	Contig2856_s_at	cold acclimation protein homolog - barley emb|CAA58875.1| paf93 [Hordeum vulgare subsp. vulgare]	T05958	dehydrin (COR47)	At1g20440.1	protein probable lipase - maize	Os02g44870	pheromone receptor, putative (AR401)	glycolysis.phosphoglycerate mutase	4_11

CUST_127033_PI403524517	2	0.12662363	-0.40927267	0.49872446	-0.12816095	0.1894679	-0.12662363	35_35741	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_2199_PI404877155	2	-0.024861336	0.062325478	0.024861336	-0.197258	-0.12679958	0.040011406	Contig12530_at	unknown protein [Oryza sativa (japonica cultivar-group)]	XP_476255.1	ribonuclease III family protein	At3g20420.1	protein RNase3 domain, putative	Os05g18850	NONE	RNA.processing.ribonucleases	27_1_19

CUST_57167_PI403524517	2	-0.56629753	0.010604858	-0.0020103455	-0.032530785	0.03519249	0.0020112991	35_16295	"Cluster: Seryl-tRNA synthetase, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Seryl-tRNA synthetase, putative, expressed - Oryza sativa"	UniRef90_Q10QF5	CHR5V7|COORD:9695090..9697157| seryl-tRNA synthetase / serine--tRNA ligase	AT5G27470.1	CHR03V5|COORD:5146424..5149812|protein seryl-tRNA synthetase, putative, expressed	LOC_Os03g10190.1	no descriptionhighly similar to ( 643)AT5G27470| Symbols:  | seryl-tRNA synthetase / serine--tRNA ligase | chr5:9695090-9697157 FORWARDhighly similar to ( 631)SYS_HELANSeryl-tRNA synthetase - Helianthus annuus (Common sunflower)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned SerS PRK05431 SerRS_core tRNA-synt_2b Seryl_tRNA_N Gly_His_Pro_Ser_Thr_tRS_core class_II_aaRS-like_core ThrS ThrRS_core thrS	protein.aa activation.serine-tRNA ligase	29_1_11

CUST_25370_PI403524517	2	0.09320068	0.259336	-0.43539333	-0.06315565	-0.14746094	0.06315613	35_7353	"Cluster: Putative proton myo-inositol transporter; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative proton myo-inositol transporter - Oryza sativa (jap"	UniRef90_Q7XIZ0	"CHR1V7|COORD:10632941..10635423| ATINT2 (INOSITOL TRANSPORTER 2); carbohydrate transporter/ sugar porter"	AT1G30220.1	CHR07V5|COORD:2684737..2688207|protein proton myo-inositol cotransporter, putative, expressed	LOC_Os07g05640.1	"no descriptionmoderately similar to ( 225)AT1G30220| Symbols: ATINT2 | ATINT2 (INOSITOL TRANSPORTER 2); carbohydrate transporter/ sugar porter | chr1:10632941-10635423 REVERSEvery weakly similar to (55.1)HEX6_RICCOHexose carrier protein HEX6 - Ricinus communis (Castor bean)not assigned not assigned not assigned Sugar_tr xylE"	transporter.sugars	34_2

CUST_18556_PI403524517	2	-0.18825197	0.18621826	0.24289417	-0.0878315	-0.070231915	0.07023239	35_5363	"Cluster: Lipase class 3-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Lipase class 3-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8L570	CHR4V7|COORD:9096820..9100608| lipase class 3 family protein	AT4G16070.1	CHR01V5|COORD:11600816..11605016|protein triacylglycerol lipase, putative, expressed	LOC_Os01g20840.1	no descriptionweakly similar to ( 141)AT4G16070| Symbols:  | lipase class 3 family protein | chr4:9096820-9100608 REVERSE	lipid metabolism.lipid degradation.lipases.triacylglycerol lipase	11_9_2_1

CUST_35046_PI403524517	2	0.023571014	-0.04054165	-0.001660347	-0.11240578	0.04383564	0.0016613007	35_10103	"Cluster: Peroxisomal membrane protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Peroxisomal membrane protein-like - Oryza sativa (japonica cultivar"	UniRef90_Q6KA75	"CHR4|COORD:8236755..8240320| similar to expressed protein [Arabidopsis thaliana] (TAIR:At2g22795.1); similar to MLH_TETTH Micronuclear linker histone polyprotei"	AT4G14310.1	CHR02V5|COORD:34612854..34608701|protein expressed protein	LOC_Os02g56520.1	"no descriptionvery weakly similar to (85.5)AT4G14310| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G22795.1); similar to CG14692-PA [Drosophila melanogaster] (GB:NP_650019.2); similar to Os02g0809900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001048466.1); contains InterPro domain WD40-like; (InterPro:IPR011046) | chr4:8237133-8240320 REVERSE"	not assigned.no ontology	35_1

CUST_47463_PI403524517	2	0.14820433	0.047600746	-0.13980484	0.08895779	-0.5137577	-0.047600746	35_13586	"Cluster: Putative receptor-like protein kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative receptor-like protein kinase - Oryza sativa (japonica"	UniRef90_Q75J19	CHR3V7|COORD:381231..384188| leucine-rich repeat transmembrane protein kinase, putative	AT3G02130.1	CHR03V5|COORD:31151420..31146033|protein phytosulfokine receptor precursor, putative, expressed	LOC_Os03g54900.2	 no descriptionweakly similar to ( 105)AT3G02130| Symbols:  | leucine-rich repeat transmembrane protein kinase, putative | chr3:381231-384188 FORWARDvery weakly similar to (67.4)RPK1_IPONIReceptor-like protein kinase precursor - Ipomoea nil (Japanese morning glory) (Pharbitis nil)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG4886 LRR_RI 	stress.biotic	20_1

CUST_170341_PI403524517	2	-0.035816193	0.035816193	0.043328285	-0.13024998	0.15958977	-0.35578537	35_47447	Rep: Osr40g2 protein - Oryza sativa (Rice)	UniRef90_O24212	CHR2V7|COORD:16310505..16312414| hydroxyproline-rich glycoprotein family protein	AT2G39050.1	CHR07V5|COORD:29002524..29004559|protein expressed protein	LOC_Os07g48490.2	no descriptionweakly similar to ( 148)AT2G39050| Symbols:  | hydroxyproline-rich glycoprotein family protein | chr2:16310505-16312414 FORWARDnot assigned	not assigned.no ontology.hydroxyproline rich proteins	35_1_41

CUST_89303_PI403524517	2	-0.036227226	-2.382648	-0.54331255	0.58126307	0.38169384	0.03622675	35_25546	"Cluster: Os11g0226100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os11g0226100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0ITR3	CHR1V7|COORD:8503383..8505184| protein kinase family protein	AT1G24030.1	CHR11V5|COORD:6591843..6598479|protein protein kinase domain containing protein, expressed	LOC_Os11g11890.1	 no descriptionvery weakly similar to (59.7)AT3G55550| Symbols:  | lectin protein kinase, putative | chr3:20610998-20613052 REVERSEnot assigned not assigned not assigned not assigned not assigned TyrKc Pkinase S_TKc Pkinase_Tyr S_TKc PTKc PTKc_Trk PTKc_Ror PTKc_Musk 	misc.myrosinases-lectin-jacalin	26_16

CUST_51706_PI403524517	2	-0.03468609	0.034685135	-0.57018185	0.3510151	-0.35836315	0.102832794	35_14733	"Cluster: MutT/nudix-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: MutT/nudix-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z2I1	"CHR1V7|COORD:27649541..27650232| ATNUDT21 (Arabidopsis thaliana Nudix hydrolase homolog 21); hydrolase"	AT1G73540.1	CHR02V5|COORD:30619799..30621012|protein nudix hydrolase 4, putative, expressed	LOC_Os02g50130.1	"no descriptionvery weakly similar to (67.4)AT1G73540| Symbols: ATNUDT21 | ATNUDT21 (Arabidopsis thaliana Nudix hydrolase homolog 21); hydrolase | chr1:27649541-27650232 REVERSEnot assigned Nudix_Hydrolase_9"	not assigned.no ontology	35_1

CUST_50454_PI403524517	2	0.008987427	-0.11245346	-0.037740707	0.008987427	-0.008985519	0.008987427	35_14406	"Cluster: Pherophorin-C1 protein precursor; n=1; Chlamydomonas reinhardtii|Rep: Pherophorin-C1 protein precursor - Chlamydomonas reinhardtii"	UniRef90_Q3HTK6	CHR1V7|COORD:22496859..22500684| proline-rich family protein	AT1G61080.1	CHR08V5|COORD:395077..393302|protein vegetative cell wall protein gp1 precursor, putative, expressed	LOC_Os08g01690.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07764 PRK12323 TT_ORF1 Tymo_45kd_70kd Extensin_2 DUF1777 PRK05648 tolA PRK07003 Drf_FH1 DREPP TolA Atrophin-1 DUF1421 PRK12678 MARCKS HpaP TolA Protamine_P1 Totivirus_coat SerH Gag_spuma Transformer TrbL Cytadhesin_P30 BASP1 rne PRK12372 PRK10416 PRK10819 PRK08853 MCPVI PRK04537 FimV Adeno_PV PRK11892	not assigned.unknown	35_2

CUST_89122_PI403524517	2	-0.07350254	0.07350254	-0.29740524	0.12109566	-0.16069174	0.12363529	35_25496	"Cluster: Hypothetical protein P0026H03.4; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0026H03.4 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6H745	"CHR1V7|COORD:3972356..3972811| similar to At1g11760 [Medicago truncatula] (GB:ABE82612.1); contains domain FAMILY NOT NAMED (PTHR21528); contains domain SUBFAMI"	AT1G11760.1	CHR02V5|COORD:5475134..5470944|protein expressed protein	LOC_Os02g10400.1	"no descriptionweakly similar to ( 169)AT1G11755| Symbols:  | similar to hypothetical protein MtrDRAFT_AC126792g27v1 [Medicago truncatula] (GB:ABE94701.1); contains domain FAMILY NOT NAMED (PTHR21528); contains domain Undecaprenyl diphosphate synthase (SSF64005); contains domain no description (G3D.3.40.1180.10); contains domain SUBFAMILY NOT NAMED (PTHR21528:SF2) | chr1:3969987-3971488 REVERSEnot assigned"	not assigned.no ontology	35_1

CUST_83535_PI403524517	2	0.042708397	0.23799896	0.033943176	-0.0339427	-0.2466383	-0.15541601	35_23950	"Cluster: Hypothetical protein OJ1112_E08.108; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1112_E08.108 - Oryza sativa (japonica cult"	UniRef90_Q8GRK5	"CHR5V7|COORD:25510090..25510509| similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:BAC15806.1); similar to"	AT5G63690.1	CHR07V5|COORD:22608333..22614233|protein expressed protein	LOC_Os07g37720.1	" no descriptionvery weakly similar to (56.2)AT5G63690| Symbols:  | similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:BAC15806.1); similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:BAC15808.1); contains InterPro domain Nucleic acid-binding, OB-fold; (InterPro:IPR008994) | chr5:25510090-25510509 REVERSE"	not assigned.unknown	35_2

CUST_59054_PI403524517	2	-0.15651226	0.16192627	-0.008565903	0.12247467	0.008564949	-0.010761261	35_16844	"Cluster: Os05g0354400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0354400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DIX3	CHR3V7|COORD:20791389..20793910| Encodes ESK1 (Eskimo1).  A member of a large gene family of DUF231 domain proteins whose members encode a total of 45	AT3G55990.1	CHR05V5|COORD:16705666..16700901|protein expressed protein	LOC_Os05g28630.1	no descriptionhighly similar to ( 501)AT3G55990| Symbols:  | Encodes ESK1 (Eskimo1).  A member of a large gene family of DUF231 domain proteins whose members encode a total of 45 proteins of unknown function.  ESK1 functions as a negative regulator of cold acclimation.  Mutations in the ESK1 gene provides strong freezing tolerance. | chr3:20791389-20793910 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF231 PRK07764 Drf_FH1 PRK07003 PRK12323 Extensin_2 Totivirus_coat PRK12678 TT_ORF1 IER	not assigned.unknown	35_2

CUST_43288_PI403524517	2	0.026860237	-0.26856422	-0.054401398	-0.026859283	0.030109406	0.07128525	35_12430	"Cluster: Os07g0686400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0686400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D3H6	0	0	CHR07V5|COORD:29160937..29154288|protein expressed protein	LOC_Os07g48700.1	no description	not assigned.unknown	35_2

CUST_103394_PI403524517	2	0.057012558	-0.354043	-0.028845787	0.028845787	0.07921314	-0.10891819	35_29484	"Cluster: Os01g0861000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0861000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JHI8		0	CHR01V5|COORD:37607340..37605840|protein expressed protein	LOC_Os01g64190.1	no description	not assigned.unknown	35_2

CUST_58273_PI403524517	2	-0.08289623	-1.0835943	0.26522446	0.07754898	0.1585064	-0.07754898	35_16616	"Cluster: P0432B10.9 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: P0432B10.9 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7F2H9	CHR3V7|COORD:2622998..2624011| alphavirus core protein family	AT3G08640.1	CHR01V5|COORD:34886784..34885058|protein expressed protein	LOC_Os01g59740.1	no descriptionmoderately similar to ( 303)AT3G08640| Symbols:  | alphavirus core protein family | chr3:2622998-2624011 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07764 PRK07003 Atrophin-1 Extensin_2 PRK12323 Tymo_45kd_70kd DUF1421 Herpes_BLLF1 HPC2 GRASP55_65 Drf_FH1 PRK05648 APC_basic FAP PRK12678 DUF566 TT_ORF1 PRK10263 COG3921 HpaP AF-4 PRK00708 Herpes_TAF50 TonB	not assigned.unknown	35_2

CUST_12158_PI404877155	2	-0.21171284	0.5263195	0.37043476	-0.06485653	-0.21255302	0.06485653	Contig5888_at	alternative oxidase [Triticum aestivum]	BAB88645.1	alternative oxidase 1a, mitochondrial (AOX1A)	At3g22370.1	protein transposon protein, putative, unclassified	Os04g51150	NONE	mitochondrial electron transport / ATP synthesis.alternative oxidase	9_4

CUST_105095_PI403524517	2	-0.07444668	0.056469917	-0.07474327	0.22875834	-0.056470394	0.076818466	35_29937	Rep: Major ampullate spidroin 1 - Latrodectus hesperus	UniRef90_Q4G1Y2	CHR5V7|COORD:7786176..7792083| HUA2 (ENHANCER OF AG-4 2)	AT5G23150.1	CHR02V5|COORD:3353562..3354820|protein early nodulin 20 precursor, putative, expressed	LOC_Os02g06670.1	no description	not assigned.unknown	35_2

CUST_47089_PI403524517	2	0.24789143	0.42987633	-0.68238163	0.032139778	-0.4838686	-0.032139778	35_13484	"Cluster: Hypothetical protein OSJNBa0011D16.11; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0011D16.11 - Oryza sativa (japonica"	UniRef90_Q6K2C6	CHR3V7|COORD:477039..478268| zinc finger (C3HC4-type RING finger) family protein	AT3G02340.1	CHR09V5|COORD:3204933..3206190|protein protein binding protein, putative, expressed	LOC_Os09g06740.1	no descriptionvery weakly similar to (77.4)AT3G02340| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr3:477039-478268 FORWARDvery weakly similar to (51.2)EL5_ORYSAnot assigned not assigned COG5540 RING	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_19023_PI403524517	2	-0.009158134	0.009158134	0.08215237	-0.14826202	-0.052785873	0.017288208	35_5511	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2R429	"CHR1V7|COORD:20626766..20628200| similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE78682.1); contains InterPro domain"	AT1G55280.1	CHR11V5|COORD:16877034..16880221|protein expressed protein	LOC_Os11g29900.2	" no descriptionvery weakly similar to (61.6)AT1G55280| Symbols:  | similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE78682.1); contains InterPro domain Lipase/lipooxygenase, PLAT/LH2; (InterPro:IPR008976) | chr1:20626766-20628200 REVERSE"	not assigned.unknown	35_2

CUST_179344_PI403524517	2	0.03680992	-0.03681183	-0.14852524	0.041690826	-0.08498001	0.07336235	35_49879	Rep: Histone H1 - Triticum aestivum (Wheat)	UniRef90_O65795	CHR1V7|COORD:11399903..11405702| actin binding	AT1G31810.1	CHR03V5|COORD:33243431..33244916|protein histone H1, putative, expressed	LOC_Os03g58470.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_26626_PI403524517	2	0.2570753	0.18968678	0.15071297	-0.33581352	-0.32118988	-0.15071392	35_7715	"Cluster: Hypothetical protein OSJNBb0088F07.12; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0088F07.12 - Oryza sativa (japonica"	UniRef90_Q6I5K7	CHR4V7|COORD:1151683..1153161| protein kinase family protein	AT4G02630.1	CHR05V5|COORD:21262184..21259031|protein BRASSINOSTEROID INSENSITIVE 1-associated receptor kinase 1 precursor, putative, expressed	LOC_Os05g36050.1	no description	not assigned.unknown	35_2

CUST_22987_PI403524517	2	0.04997158	-0.018018723	0.0061454773	-0.05525112	-0.006146431	0.118579865	35_6679	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10RM8	"CHR3V7|COORD:6128989..6133075| similar to Os03g0152800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001048995.1); similar to expressed protein [Oryza"	AT3G17900.1	CHR03V5|COORD:2886219..2891783|protein expressed protein	LOC_Os03g05812.4	"no descriptionmoderately similar to ( 237)AT3G17900| Symbols:  | similar to Os03g0152800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001048995.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABF94028.1) | chr3:6128989-6133075 FORWARD"	not assigned.unknown	35_2

CUST_1906_PI403524517	2	0.02841568	2.3396435	-0.02841568	0.05482292	-0.31845665	-0.06502533	35_505	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_16197_PI403524517	2	-0.0869503	-0.36295986	0.10742378	0.008363724	0.0075654984	-0.0075645447	35_4671	Rep: OSJNBa0084A10.5 protein - Oryza sativa (Rice)	UniRef90_Q7XQQ0	0	0	CHR04V5|COORD:21186131..21189779|protein expressed protein	LOC_Os04g35170.1	no description	not assigned.unknown	35_2

CUST_2197_PI404877155	2	-0.0075998306	0.01867199	-0.10651016	0.0075998306	-0.04298687	0.051501274	Contig12516_s_at	transcription factor, putative [Arabidopsis thaliana] dbj|BAB03155.1| unnamed protein product [Arabidopsis thaliana]	NP_187854.2	transcription factor, putative	At3g12480.1	protein At3g12480/MQC3.32	Os05g41450	NONE	RNA.regulation of transcription.CCAAT box binding factor family, HAP5	27_3_16

CUST_98677_PI403524517	2	0.011144638	0.46936607	0.045862198	-0.17215443	-0.35617733	-0.011144638	35_28168	"Cluster: Expressed protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QYM8	"CHR5V7|COORD:23613595..23613931| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G18150.1); similar to expressed protein [Oryza sativa (japonica"	AT5G58375.1	CHR12V5|COORD:655057..657437|protein expressed protein	LOC_Os12g02150.1	no description	not assigned.unknown	35_2

CUST_171214_PI403524517	2	0.10053158	0.29460526	-0.02116394	0.02116394	-0.05831051	-0.04543495	35_47692	Rep: H0211B05.5 protein - Oryza sativa (Rice)	UniRef90_Q01JA7	CHR3V7|COORD:19086697..19088945| zinc finger (DHHC type) family protein	AT3G51390.1	CHR04V5|COORD:27912023..27917693|protein metal ion binding protein, putative, expressed	LOC_Os04g47410.5	no descriptionvery weakly similar to (52.4)AT3G51390| Symbols:  | zinc finger (DHHC type) family protein | chr3:19086697-19088945 FORWARD	mitochondrial electron transport / ATP synthesis.NADH-DH.localisation not clear	9_1_2

CUST_27218_PI403524517	2	0.13333035	-0.26457834	0.001973629	0.092553616	-0.070635796	-0.0019731522	35_7883	"Cluster: Expressed protein; n=6; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10GA5	CHR1V7|COORD:731794..737332| kinase interacting family protein	AT1G03080.1	CHR03V5|COORD:24389801..24380928|protein expressed protein	LOC_Os03g43684.1	no descriptionweakly similar to ( 107)AT1G03080| Symbols:  | kinase interacting family protein | chr1:731794-737332 REVERSE	protein.postranslational modification	29_4

CUST_136845_PI403524517	2	-0.08291435	0.81235886	0.01782751	-0.15393114	0.08125305	-0.017827034	35_38376	"Cluster: Putative sec14 like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative sec14 like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5NBA0	CHR1V7|COORD:7828423..7829425| SEC14 cytosolic factor family protein / phosphoglyceride transfer family protein	AT1G22180.3	CHR01V5|COORD:9005023..9000904|protein expressed protein	LOC_Os01g16000.1	no descriptionweakly similar to ( 114)AT1G22180| Symbols:  | SEC14 cytosolic factor family protein / phosphoglyceride transfer family protein | chr1:7828423-7829734 REVERSEnot assigned SEC14 SEC14 CRAL_TRIO	transport.misc	34_99

CUST_30003_PI399408534	2	-0.006793976	-0.45694733	0.006793022	0.013393402	0.06993389	-0.05249691	35_17203	Rep: Hypothetical protein - Oryza sativa (indica cultivar-group)	UniRef90_Q9XEN1	"CHR5V7|COORD:6505312..6506949| RANGAP2 (RAN GTPASE ACTIVATING PROTEIN 2); RAN GTPase activator"	AT5G19320.1	CHR05V5|COORD:26875241..26878233|protein ran GTPase activating protein, putative, expressed	LOC_Os05g46560.2	"no descriptionhighly similar to ( 620)AT5G19320| Symbols: RANGAP2 | RANGAP2 (RAN GTPASE ACTIVATING PROTEIN 2); RAN GTPase activator | chr5:6505312-6506949 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned LRR_RI RNA1 Tymo_45kd_70kd"	signalling.G-proteins	30_5

CUST_140278_PI403524517	2	0.1616273	-0.27224064	-0.0882144	0.099612236	0.07526636	-0.07526636	35_39338	"Cluster: OSJNBa0021F22.7 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0021F22.7 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XP93	"CHR5V7|COORD:18443523..18446156| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G45470.1); similar to unknown protein [Arabidopsis thaliana]"	AT5G45480.1	CHR04V5|COORD:7573234..7574958|protein expressed protein	LOC_Os04g13590.1	"no descriptionvery weakly similar to (50.4)AT5G45480| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G45470.1); similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G45530.1); similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G45540.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD87859.1); similar to Os01g0953100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001045426.1); contains InterPro domain Protein of unknown function DUF594; (InterPro:IPR007658) | chr5:18443523-18446156 REVERSE"	not assigned.unknown	35_2

CUST_94325_PI403524517	2	0.06015587	0.7131009	0.17067242	-0.060156345	-0.27807474	-0.27856684	35_26966	"Cluster: Os01g0269000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0269000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JNR8	0	0	CHR01V5|COORD:9269721..9265454|protein hydroxymethylglutaryl-CoA lyase, putative, expressed	LOC_Os01g16350.1	no description	not assigned.unknown	35_2

CUST_7484_PI404877155	2	-0.087230206	0.22990227	0.29746056	-0.056642056	-0.12133646	0.05664158	Contig21786_at	receptor serine/threonine kinase like protein [Oryza sativa (japonica cultivar-group)]	NP_917025.1	protein kinase family protein	At5g39030.1	protein Protein kinase domain, putative	Os01g49620	protein kinase family protein, contains protein kinase domain, Pfam:PF00069	signalling.receptor kinases.Catharanthus roseus-like RLK1	30_2_16

CUST_20115_PI403524517	2	0.067108154	0.10997772	0.16223335	-0.10503769	-0.09957981	-0.067108154	35_5828	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_9155_PI399408534	2	0.29287148	0.63312817	0.1469307	-0.38395977	-0.14692974	-0.28446198	35_22935	"Cluster: Putative cleavage and polyadenylation specifity factor protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative cleavage and"	UniRef90_Q84JJ2	"CHR1|COORD:22477966..22481384| similar to metallo-beta-lactamase family protein [Arabidopsis thaliana] (TAIR:At2g01730.1); similar to Cleavage and"	AT1G61010.3	CHR03V5|COORD:35850627..35847566|protein cleavage and polyadenylation specificity factor, 73 kDa subunit, putative, expressed	LOC_Os03g63590.1	no descriptionmoderately similar to ( 335)AT1G61010| Symbols:  | hydrolase | chr1:22478619-22481325 REVERSEvery weakly similar to (53.5)CPSF2_ORYSAnot assigned not assigned not assigned not assigned not assigned YSH1 COG1782 Lactamase_B COG0595 ElaC	RNA.processing	27_1

CUST_105424_PI403524517	2	0.12021732	0.5693145	-0.06722641	-0.30796528	0.06722689	-0.21055222	35_30026	"Cluster: F-box domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: F-box domain containing protein, expressed - Oryza sativa"	UniRef90_Q10A85	CHR4V7|COORD:325294..326787| F-box family protein	AT4G00755.1	CHR03V5|COORD:36320641..36323434|protein F-box domain containing protein, expressed	LOC_Os03g64360.3	no descriptionweakly similar to ( 129)AT4G00755| Symbols:  | F-box family protein | chr4:325294-326787 FORWARD	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_81760_PI403524517	2	0.033003807	0.15592766	-0.033002853	-0.16735172	-0.080822945	0.119740486	35_23451	"Cluster: Os01g0106700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0106700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JRD6	"CHR5V7|COORD:16361088..16371075| ATR (ATAXIA TELANGIECTASIA-MUTATED AND RAD3-RELATED); inositol or phosphatidylinositol kinase"	AT5G40820.1	CHR01V5|COORD:332611..367993|protein phosphatidylinositol 3- and 4-kinase family protein, expressed	LOC_Os01g01689.3	"no descriptionvery weakly similar to (55.5)AT5G40820| Symbols: ATR | ATR (ATAXIA TELANGIECTASIA-MUTATED AND RAD3-RELATED); inositol or phosphatidylinositol kinase | chr5:16361088-16371075 REVERSEnot assigned not assigned TEL1 FATC"	not assigned.no ontology	35_1

CUST_162699_PI403524517	2	0.3886795	0.2759037	0.045389175	-0.105275154	-0.046518803	-0.045389652	35_45382	"Cluster: Hypothetical protein OSJNBb0092E21.2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0092E21.2 - Oryza sativa (japonica cu"	UniRef90_Q6L4Z2		0	CHR05V5|COORD:20537735..20545179|protein expressed protein	LOC_Os05g34760.2	no description	not assigned.unknown	35_2

CUST_6220_PI399408534	2	0.80160475	-0.13028812	0.13028812	-0.55104256	-0.19143343	0.1382618	35_28329	"Cluster: Transposon protein, putative, unclassified, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Transposon protein, putative, unclassified, exp"	UniRef90_Q2QXD6	"CHR4V7|COORD:17906696..17909398| FRS5 (FAR1-RELATED SEQUENCE 5); zinc ion binding"	AT4G38180.1	CHR12V5|COORD:3058458..3062810|protein transposon protein, putative, unclassified, expressed	LOC_Os12g06380.1	"no descriptionvery weakly similar to (91.7)AT4G38180| Symbols: FRS5 | FRS5 (FAR1-RELATED SEQUENCE 5); zinc ion binding | chr4:17906696-17909398 REVERSEFAR1"	signalling.light	30_11

CUST_8442_PI404877155	2	-0.46608162	-0.9689703	0.5566759	0.42602825	0.86475945	-0.4260273	Contig24962_at	calcineurin B-like protein [Oryza sativa (japonica cultivar-group)]	BAB63752.1	calcineurin B-like protein 1 (CBL1)	At4g17615.2	protein calcium sensor-like protein, putative	Os05g45810	NONE	signalling.calcium	30_3

CUST_170935_PI403524517	2	-0.011738777	0.25627995	0.11312866	-0.20522118	0.0117378235	-0.10346985	35_47612	Rep: Phospholipase D alpha 2 - Oryza sativa (Rice)	UniRef90_P93844	"CHR1V7|COORD:19587609..19590220| PLDALPHA2 (PHOSPHLIPASE D ALPHA 2); phospholipase D"	AT1G52570.1	CHR06V5|COORD:23927705..23931375|protein phospholipase D alpha 2, putative, expressed	LOC_Os06g40190.1	"no descriptionmoderately similar to ( 332)AT1G52570| Symbols: PLDALPHA2 | PLDALPHA2 (PHOSPHLIPASE D ALPHA 2); phospholipase D | chr1:19587609-19590220 REVERSEmoderately similar to ( 393)PLDA2_ORYSAnot assigned Cls"	lipid metabolism.lipid degradation.lysophospholipases	11_9_3

CUST_50441_PI403524517	2	-0.016377449	-0.30616093	-0.09853649	0.016377449	0.08981705	0.08981705	35_14403	"Cluster: Ubiquitin-conjugating enzyme E2-17 kDa 10/12; n=48; Spermatophyta|Rep: Ubiquitin-conjugating enzyme E2-17 kDa 10/12 - Arabidopsis thaliana (Mouse-ear c"	UniRef90_P35133	"CHR3V7|COORD:2641493..2642495| UBC11 (ubiquitin-conjugating enzyme 11); ubiquitin-protein ligase"	AT3G08690.1	CHR01V5|COORD:35264569..35268845|protein ubiquitin-conjugating enzyme E2-17 kDa, putative, expressed	LOC_Os01g60410.3	"no descriptionmoderately similar to ( 301)AT3G08690| Symbols: UBC11 | UBC11 (ubiquitin-conjugating enzyme 11); ubiquitin-protein ligase | chr3:2641493-2642495 FORWARDweakly similar to ( 143)UBC2_WHEATUbiquitin-conjugating enzyme E2-17 kDa - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG5078 UQ_con UBCc UBCc"	protein.degradation.ubiquitin.E2	29_5_11_3

CUST_87240_PI403524517	2	-0.0038251877	-0.12374878	-0.14573765	0.0038251877	0.07277298	0.020217896	35_24980	"Cluster: Similarity to regulator of chromosome condensation; n=3; Arabidopsis thaliana|Rep: Similarity to regulator of chromosome condensation - Arabidopsis tha"	UniRef90_Q9FJG9	CHR5V7|COORD:24503014..24504997| regulator of chromosome condensation (RCC1) family protein	AT5G60870.1	CHR08V5|COORD:20692046..20688046|protein HECT domain and RCC1-like domain-containing protein 2, putative, expressed	LOC_Os08g33390.1	no descriptionweakly similar to ( 127)AT5G60870| Symbols:  | regulator of chromosome condensation (RCC1) family protein | chr5:24503014-24504483 REVERSE	cell.division	31_2

CUST_51990_PI403524517	2	0.020069122	0.19873238	-0.026784897	-0.0723114	0.025119781	-0.020069122	35_14820	"Cluster: Putative 60S ribosomal protein L28; n=3; Oryza sativa (japonica cultivar-group)|Rep: Putative 60S ribosomal protein L28 - Oryza sativa (japonica"	UniRef90_Q6K705	CHR4V7|COORD:14468445..14469970| 60S ribosomal protein L28 (RPL28C)	AT4G29410.1	CHR02V5|COORD:35252366..35250270|protein 60S ribosomal protein L28, putative, expressed	LOC_Os02g57540.1	no descriptionweakly similar to ( 117)AT2G19730| Symbols:  | 60S ribosomal protein L28 (RPL28A) | chr2:8518834-8520077 FORWARDnot assigned Ribosomal_L28e	protein.synthesis.misc ribososomal protein	29_2_2

CUST_134603_PI403524517	2	0.32619762	0.9973097	-0.08888626	-0.18096638	-0.2775278	0.08888626	35_37766	"Cluster: Hypothetical protein P0686B10.2; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0686B10.2 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q688I2	CHR3V7|COORD:2169862..2175692| transducin family protein / WD-40 repeat family protein	AT3G06880.1	CHR05V5|COORD:17287942..17280527|protein expressed protein	LOC_Os05g30010.1	no descriptionmoderately similar to ( 210)AT3G06880| Symbols:  | transducin family protein / WD-40 repeat family protein | chr3:2169862-2175692 REVERSEnot assigned not assigned not assigned not assigned WD40	not assigned.no ontology	35_1

CUST_13673_PI404877155	2	-0.04026413	0.1485138	0.078219414	-0.18687439	0.04026413	-0.10744476	Contig7409_at	similar to Arabidopsis thaliana transport inhibitor response 1 (TIR1) (T48087) [Oryza sativa]	AAG48832.1	transport inhibitor response 1 (TIR1) (FBL1)	At3g62980.1	protein Leucine Rich Repeat, putative	Os05g05800	similar to Arabidopsis thaliana transport inhibitor response 1 (TIR1) (T48087)	hormone metabolism.auxin.signal transduction	17_2_2

CUST_16031_PI399408534	2	0.8212676	1.1115217	-0.07733297	0.07733297	-0.1094861	-0.2670102	35_46676	"Cluster: Hypothetical protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q75HN5	CHR5V7|COORD:26921802..26922641| LOB domain protein 37 / lateral organ boundaries domain protein 37 (LBD37)	AT5G67420.1	CHR03V5|COORD:22934544..22931563|protein seed specific protein Bn15D17A, putative, expressed	LOC_Os03g41330.1	no descriptionweakly similar to ( 172)AT5G67420| Symbols: LBD37 | LOB domain protein 37 / lateral organ boundaries domain protein 37 (LBD37) | chr5:26921802-26922641 REVERSEDUF260 PRK12323 TT_ORF1 PRK07003	RNA.regulation of transcription.AS2,Lateral Organ Boundaries Gene Family	27_3_37

CUST_102996_PI403524517	2	-0.09663582	-0.21870899	-0.050320625	0.3115301	0.36479568	0.05031967	35_29370	Rep: OSJNBb0018A10.6 protein - Oryza sativa (Rice)	UniRef90_Q7XMC9	CHR4V7|COORD:7758606..7760888| leucine-rich repeat family protein / extensin family protein	AT4G13340.1	CHR04V5|COORD:13432239..13435982|protein transposon protein, putative, CACTA, En/Spm sub-class, expressed	LOC_Os04g23530.1	no descriptionnot assigned not assigned not assigned not assigned	not assigned.unknown	35_2

CUST_26203_PI403524517	2	0.063144684	0.13663197	-0.10974693	-0.063144684	0.3331356	-0.19441795	35_7588	"Cluster: Hypothetical protein OSJNBb0018H10.21; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0018H10.21 - Oryza sativa (japonica"	UniRef90_Q6YVY6	CHR1V7|COORD:9039777..9042860| protein kinase	AT1G26150.1	CHR07V5|COORD:24634609..24630624|protein RNA-binding protein, putative, expressed	LOC_Os07g41160.1	no description	not assigned.unknown	35_2

CUST_1170_PI403524517	2	0.24057198	0.46008205	0.13816214	-0.48903704	-0.13816214	-0.49942636	35_310	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10Q42	0	0	CHR03V5|COORD:5755390..5753850|protein RPGR, putative, expressed	LOC_Os03g11220.1	no description	not assigned.unknown	35_2

CUST_135962_PI403524517	2	0.20000076	-0.03767872	-0.15713596	0.11588478	-0.062862396	0.037677765	35_38130	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_79340_PI403524517	2	-0.31474066	-0.73603773	0.1388917	0.37559843	-0.074566364	0.074566364	35_22758	Rep: Fasciclin-like protein FLA21 - Triticum aestivum (Wheat)	UniRef90_Q06I85	0	0	0	0	no description	not assigned.unknown	35_2

CUST_48281_PI403524517	2	-0.035987854	0.013710022	-0.013711929	-0.021930695	0.026714325	0.06270218	35_13801	Rep: 60S ribosomal protein L40 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_P19232	CHR3|COORD:19516614..19517910| ubiquitin extension protein 1 (UBQ1) / 60S ribosomal protein L40 (RPL40B), identical to GI:166929, GI:166930	AT3G52590.1	CHR09V5|COORD:22692186..22694404|protein ubiquitin fusion protein, putative, expressed	LOC_Os09g39500.1	" no descriptionweakly similar to ( 129)AT3G52590| Symbols: EMB2167, ERD16, UBQ1 | UBQ1 (EARLY-RESPONSIVE TO DEHYDRATION 16, UBIQUITIN EXTENSION PROTEIN 1); protein binding | chr3:19516646-19517659 FORWARDweakly similar to ( 105)RL40_ORYSAnot assigned not assigned Ribosomal_L40e Ubiquitin RPL40A "	protein.degradation.ubiquitin.ubiquitin	29_5_11_1

CUST_19489_PI404877155	2	-0.063920975	-0.15068436	-0.032134056	0.0837698	0.15438366	0.032134056	rbags21g14_at	ATPase beta subunit [Nicotiana sylvestris]	AAD03394.1	ATP synthase beta chain, mitochondrial, putative	At5g08680.1	protein ATP synthase F1, beta subunit	Os01g49190	ATP synthase beta chain, mitochondrial	mitochondrial electron transport / ATP synthesis.F1-ATPase	9_9

CUST_95179_PI403524517	2	0.15535212	-0.021754742	0.11111307	-0.07946205	-0.11751795	0.021754265	35_27200	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_26591_PI399408534	2	0.15705681	-0.005836487	0.005836487	0.05450535	-0.010533333	-0.05470085	35_3413	"Cluster: Hypothetical protein OJ1149_C12.8; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1149_C12.8 - Oryza sativa (japonica cultivar"	UniRef90_Q6K977	CHR2V7|COORD:553406..555898| zinc finger (CCCH-type) family protein	AT2G02160.1	CHR02V5|COORD:35733113..35737451|protein zinc finger C-x8-C-x5-C-x3-H type family protein, expressed	LOC_Os02g58440.1	no descriptionweakly similar to ( 190)AT2G02160| Symbols:  | zinc finger (CCCH-type) family protein | chr2:553406-555898 REVERSEnot assigned not assigned not assigned not assigned	RNA.regulation of transcription.unclassified	27_3_99

CUST_44248_PI403524517	2	-0.013949394	-0.058221817	0.059292793	0.013949394	0.13490963	-0.03724289	35_12695	"Cluster: Hypothetical protein OSJNBa0077F02.121; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0077F02.121 - Oryza sativa (japonic"	UniRef90_Q7EYV5	"CHR1V7|COORD:20409480..20411353| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G26200.1); similar to Os07g0414200 [Oryza sativa (japonica"	AT1G54650.1	CHR07V5|COORD:13066591..13056098|protein expressed protein	LOC_Os07g23169.1	"no descriptionvery weakly similar to (99.8)AT1G54650| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G26200.1); similar to Os07g0414200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001059456.1); similar to PREDICTED: hypothetical protein isoform 1 [Gallus gallus] (GB:XP_001235215.1); contains InterPro domain Methyltransferase type 12; (InterPro:IPR013217); contains InterPro domain SAM (and some other nucleotide) binding motif; (InterPro:IPR000051); contains InterPro domain Generic methyltransferase; (InterPro:IPR001601) | chr1:20409480-20411353 REVERSEnot assigned"	not assigned.no ontology	35_1

CUST_70222_PI403524517	2	-0.13393879	0.073703766	0.0317688	-0.22348881	-0.007961273	0.0079603195	35_20104	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q33B99	"CHR1V7|COORD:18065599..18068479| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G18350.1); similar to unknown protein [Oryza sativa (japonica"	AT1G48840.1	CHR10V5|COORD:1724293..1713359|protein expressed protein	LOC_Os10g03830.1	"no descriptionmoderately similar to ( 332)AT1G48840| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G18350.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAT01350.1); similar to Os10g0127700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001064086.1); similar to Os05g0264200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001055043.1); contains InterPro domain Protein of unknown function DUF639; (InterPro:IPR006927) | chr1:18065599-18068479 FORWARDDUF639"	not assigned.unknown	35_2

CUST_136500_PI403524517	2	-0.025125504	0.044506073	0.02512455	-0.1877594	0.03711033	-0.30375195	35_38279	"Cluster: Survival motor neuron (SMN) interacting protein 1 (SIP1), putative; n=1; Oryza sativa (japonica cultivar-group)|Rep: Survival motor neuron (SMN)"	UniRef90_Q53MI2	CHR1V7|COORD:20301954..20304566| spliceosome protein-related	AT1G54380.1	CHR11V5|COORD:10669808..10676233|protein survival motor neuron containing protein, expressed	LOC_Os11g18830.1	no descriptionweakly similar to ( 125)AT1G54380| Symbols:  | spliceosome protein-related | chr1:20301954-20304566 REVERSESIP1	not assigned.no ontology	35_1

CUST_25752_PI403524517	2	-0.09788227	1.0979857	0.56172943	-0.51746464	0.09788227	-0.124370575	35_7465	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_135005_PI403524517	2	-0.0025949478	0.23666763	-0.013566971	-0.05812645	0.0025939941	0.027107239	35_37874	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_24897_PI403524517	2	0.15132523	-0.07963848	-0.02481556	0.02481556	-0.046551704	0.1015501	35_7226	"Cluster: DnaJ protein family-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: DnaJ protein family-like protein - Oryza sativa (japonica cultivar-g"	UniRef90_Q7EYQ4	CHR4V7|COORD:4825647..4829605| DNAJ heat shock N-terminal domain-containing protein	AT4G07990.1	CHR07V5|COORD:1314754..1312066|protein heat shock protein binding protein, putative, expressed	LOC_Os07g03270.1	no descriptionweakly similar to ( 174)AT4G07990| Symbols:  | DNAJ heat shock N-terminal domain-containing protein | chr4:4825647-4829605 REVERSEnot assigned not assigned not assigned not assigned not assigned DnaJ DnaJ DnaJ PRK10767 CbpA	stress.abiotic.heat	20_2_1

CUST_48021_PI403524517	2	-0.62562656	-0.9182186	-0.06810093	0.21214294	0.06810093	0.37470627	35_13734	"Cluster: Putative PRX; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative PRX - Oryza sativa (japonica cultivar-group)"	UniRef90_Q9LI45	CHR5V7|COORD:26533289..26534555| peroxidase 72 (PER72) (P72) (PRXR8)	AT5G66390.1	CHR01V5|COORD:8914558..8916773|protein peroxidase 72 precursor, putative, expressed	LOC_Os01g15830.1	no descriptionmoderately similar to ( 427)AT5G66390| Symbols:  | peroxidase 72 (PER72) (P72) (PRXR8) | chr5:26533289-26534555 REVERSEmoderately similar to ( 302)PER1_ARAHYCationic peroxidase 1 precursor - Arachis hypogaea (Peanut)not assigned secretory_peroxidase plant_peroxidase peroxidase ascorbate_peroxidase Herpes_BLLF1 PRK07003	misc.peroxidases	26_12

CUST_91330_PI403524517	2	0.22112179	0.54497194	0.032886982	-0.032886505	-0.034150124	-0.06867361	35_26115	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_62530_PI403524517	2	0.024083138	0.122517586	-0.16308975	-0.07965088	0.022713661	-0.022714615	35_17831	"Cluster: Tetratricopeptide repeat protein 11, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Tetratricopeptide repeat protein"	UniRef90_Q10L89	CHR3V7|COORD:21139606..21140960| binding	AT3G57090.1	CHR03V5|COORD:13641604..13638217|protein mitochondria fission 1 protein, putative, expressed	LOC_Os03g24060.1	no descriptionweakly similar to ( 182)AT3G57090| Symbols:  | binding | chr3:21139606-21140960 FORWARDnot assigned	not assigned.unknown	35_2

CUST_171285_PI403524517	2	-0.05457115	0.09418392	0.14982986	-0.036073685	0.03607464	-0.17659569	35_47720	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_16644_PI404877155	2	0.011159897	0.5517864	0.31798077	-0.011158943	-0.05271721	-0.025990486	HD04N15r_s_at	carnitine racemase like protein [Arabidopsis thaliana]	AAM63923.1	enoyl-CoA hydratase/isomerase family protein	At4g14430.1	protein probable carnitine racemase - Arabidopsis thaliana	Os05g45300	enoyl-CoA hydratase/isomerase family	lipid metabolism.lipid degradation.beta-oxidation.enoyl CoA hydratase	11_9_4_03

CUST_139182_PI403524517	2	0.122097015	0.2941246	-0.08855057	-0.051520348	-0.11153126	0.0515213	35_39037	Rep: H0313F03.17 protein - Oryza sativa (Rice)	UniRef90_Q25AP9		0	0	0	no description	not assigned.unknown	35_2

CUST_47518_PI403524517	2	0.014660835	-0.16421223	-0.014660835	0.058843613	0.15278435	-0.060814857	35_13600	"Cluster: Glucose inhibited division protein; n=1; Medicago truncatula|Rep: Glucose inhibited division protein - Medicago truncatula (Barrel medic)"	UniRef90_Q1S762	CHR5V7|COORD:20391428..20393294| methyltransferase-related	AT5G50110.1	CHR06V5|COORD:7220750..7223411|protein hypothetical protein	LOC_Os06g13170.1	no descriptionmoderately similar to ( 234)AT5G50110| Symbols:  | methyltransferase-related | chr5:20391428-20393294 FORWARDgidB GidB GidB	cell.cycle	31_3

CUST_15023_PI403524517	2	0.03939438	-0.882349	-0.5296788	0.013908863	-0.013908863	0.71778154	35_4331	"Cluster: Hypothetical protein P0699D11.20; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0699D11.20 - Oryza sativa (japonica cultivar-g"	UniRef90_Q9LE46	CHR2V7|COORD:7101964..7102639| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G34600.1)	AT2G16385.1	CHR01V5|COORD:8767467..8770345|protein expressed protein	LOC_Os01g15610.1	no description	not assigned.unknown	35_2

CUST_59219_PI403524517	2	0.09559059	0.8037138	-0.020936966	-0.1123476	0.017884254	-0.017885208	35_16888	"Cluster: Os01g0104100 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os01g0104100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JRF2	CHR3V7|COORD:20139548..20142559| binding / protein binding / zinc ion binding	AT3G54360.1	CHR02V5|COORD:33809546..33801136|protein expressed protein	LOC_Os02g55200.2	no descriptionmoderately similar to ( 435)AT3G54360| Symbols:  | binding / protein binding / zinc ion binding | chr3:20139548-20142559 REVERSEnot assigned PRK07003	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_75491_PI403524517	2	-0.085562706	-0.45093727	-0.017710686	0.072268486	0.050754547	0.01771164	35_21638	"Cluster: Putative non-green plastid inner envelope membrane protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative non-green plastid inner"	UniRef90_Q5QM65	"CHR2V7|COORD:16139256..16141307| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G57280.1); similar to non-green plastid inner envelope membrane"	AT2G38550.1	CHR01V5|COORD:35395056..35390518|protein non-green plastid inner envelope membrane protein, putative, expressed	LOC_Os01g60650.1	" no descriptionweakly similar to ( 163)AT2G38550| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G57280.1); similar to non-green plastid inner envelope membrane protein precursor (GB:AAA84891.1); contains InterPro domain Protein of unknown function UPF0136, Transmembrane; (InterPro:IPR005349) | chr2:16139256-16141307 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Extensin_2 PRK07764 Atrophin-1 Tymo_45kd_70kd Drf_FH1 PRK05648 FAP "	not assigned.unknown	35_2

CUST_43541_PI403524517	2	0.2164731	0.10326862	-0.10326862	0.1060524	-0.14128304	-0.34352064	35_12498	"Cluster: Os10g0503300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os10g0503300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IWK4	CHR5V7|COORD:5782063..5783684| transferase family protein	AT5G17540.1	CHR10V5|COORD:18884021..18886719|protein 10-deacetylbaccatin III 10-O-acetyltransferase, putative, expressed	LOC_Os10g35950.1	"no descriptionmoderately similar to ( 204)AT3G03480| Symbols: CHAT | CHAT (ACETYL COA:(Z)-3-HEXEN-1-OL ACETYLTRANSFERASE); acetyl CoA:(Z)-3-hexen-1-ol acetyltransferase | chr3:828407-829870 REVERSEvery weakly similar to (66.6)HCBT3_DIACAAnthranilate N-benzoyltransferase protein 3 - Dianthus caryophyllus (Carnation) (Clove pink)not assigned Transferase PRK12323"	stress.biotic	20_1

CUST_18792_PI404877155	2	-0.5224247	-0.76908016	0.600605	0.1537838	0.2806282	-0.15378475	HVSMEn0020E03r2_at	copper-exporting ATPase (responsive-to-antagonist 1) (copper-transporting ATPase) (RAN1) [Arabidopsis	NP_199292.1	copper-exporting ATPase / responsive-to-antagonist 1 / copper-transporting ATPase (RAN1)	At5g44790.1	protein copper-translocating P-type ATPase, putative	Os06g45500	copper-exporting ATPase / responsive-to-antagonist 1 / copper-transporting ATPase (RAN1), identical to SP:Q9S7J8	transport.metal	34_12

CUST_152126_PI403524517	2	0.24425173	0.37950516	0.077557564	-0.1586132	-0.077557564	-0.15288734	35_42525	Rep: OSJNBa0006A01.7 protein - Oryza sativa (Rice)	UniRef90_Q7F9L7	"CHR1V7|COORD:11663442..11666017| NHL8 (NDR1/HIN1-like 8); protein binding / zinc ion binding"	AT1G32340.1	CHR04V5|COORD:29787791..29792297|protein RWD domain containing protein, expressed	LOC_Os04g50720.1	"no descriptionweakly similar to ( 146)AT1G32340| Symbols: NHL8 | NHL8 (NDR1/HIN1-like 8); protein binding / zinc ion binding | chr1:11663442-11666017 REVERSEnot assigned RWD RWD"	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_67987_PI403524517	2	0.14195824	-0.0111989975	-0.045768738	-0.016494751	0.08660698	0.0111989975	35_19423	"Cluster: Putative crooked neck protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative crooked neck protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q75HS3	CHR5V7|COORD:16735249..16738164| crooked neck protein, putative / cell cycle protein, putative	AT5G41770.1	CHR05V5|COORD:12528409..12523423|protein protein crooked neck, putative, expressed	LOC_Os05g22260.1	 no descriptionmoderately similar to ( 219)AT5G41770| Symbols:  | crooked neck protein, putative / cell cycle protein, putative | chr5:16735249-16738164 FORWARDnot assigned 	cell.cycle	31_3

CUST_3324_PI403524517	2	0.062615395	-0.41023636	0.13514519	-0.10153675	-0.06261635	0.1131897	35_907	"Cluster: Os05g0295800 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0295800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DJE6	CHR1V7|COORD:2535460..2537627| calmodulin binding / lactoylglutathione lyase	AT1G08110.4	CHR05V5|COORD:13021153..13016464|protein lactoylglutathione lyase, putative, expressed	LOC_Os05g22970.1	no descriptionmoderately similar to ( 320)AT1G08110| Symbols:  | calmodulin binding / lactoylglutathione lyase | chr1:2535460-2537627 FORWARDmoderately similar to ( 329)LGUL_CICARLactoylglutathione lyase - Cicer arietinum (Chickpea) (Garbanzo)not assigned not assigned not assigned PRK10291 Glyoxalase GloA	amino acid metabolism.degradation.aspartate family.threonine	13_2_3_2

CUST_16060_PI404877155	2	-0.13463306	0.5998373	-0.020794868	0.020795822	-0.35763264	0.1721592	Contig993_at	GPRP [Oryza sativa (indica cultivar-group)]	AAQ24632.1	proline-rich family protein	At5g45350.1	protein expressed protein	Os05g02780	"0.2_HMGI_Y T01851; glycine-rich protein"	RNA.regulation of transcription	27_3

CUST_58856_PI403524517	2	9.0789795E-4	0.54136944	0.009894371	-0.09719086	-9.069443E-4	-0.019067764	35_16792	"Cluster: Decapping protein 2-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Decapping protein 2-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K837	"CHR5V7|COORD:4367535..4369995| DCP2 (DECAPPING 2); hydrolase"	AT5G13570.1	CHR02V5|COORD:34376236..34372762|protein mRNA decapping enzyme 2, putative, expressed	LOC_Os02g56210.1	"no descriptionmoderately similar to ( 372)AT5G13570| Symbols: DCP2 | DCP2 (DECAPPING 2); hydrolase | chr5:4367535-4369995 FORWARDnot assigned not assigned Dcp2p DCP2 NUDIX Nudix_Hydrolase Ap6A_hydrolase Nudix_Hydrolase_21 Ap4A_hydrolase_human_like ADPRase_NUDT5 Nudix_Hydrolase_20"	not assigned.no ontology	35_1

CUST_140152_PI403524517	2	0.757884	0.13806677	-0.2023158	-0.7100897	0.13758183	-0.13758183	35_39301	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_138092_PI403524517	2	0.06858158	-0.14614868	-0.0068540573	-0.06015396	0.0683527	0.006855011	35_38730	"Cluster: Hypothetical protein OSJNBa0036C12.7; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0036C12.7 - Oryza sativa (japonica cu"	UniRef90_Q5W6Z0	CHR3V7|COORD:23117576..23119375| pentatricopeptide (PPR) repeat-containing protein	AT3G62470.1	CHR05V5|COORD:16764919..16767041|protein ATP binding protein, putative, expressed	LOC_Os05g28720.1	no descriptionmoderately similar to ( 214)AT3G62470| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr3:23117576-23119375 REVERSEvery weakly similar to (96.7)RF1_ORYSA	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_82761_PI403524517	2	0.094779015	0.16937828	-0.111629486	-0.033787727	-0.029139519	0.029138565	35_23734	"Cluster: Hypothetical protein OSJNBa0057L21.18; n=2; Oryza sativa|Rep: Hypothetical protein OSJNBa0057L21.18 - Oryza sativa (Rice)"	UniRef90_Q8S7D7	CHR5V7|COORD:17636175..17639095| pentatricopeptide (PPR) repeat-containing protein	AT5G43820.1	CHR10V5|COORD:22134671..22136863|protein expressed protein	LOC_Os10g41730.1	no descriptionweakly similar to ( 119)AT5G43820| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr5:17636175-17639095 FORWARD	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_165061_PI403524517	2	0.1892643	0.29925203	0.15284538	-0.2401886	-0.15284538	-0.4916911	35_46002	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_23199_PI399408534	2	0.23119545	0.045916557	0.0074892044	-0.22503567	-0.2552433	-0.0074882507	35_41572	Rep: Auxin response factor 2 - Oryza sativa (Rice)	UniRef90_Q8S982	"CHR5V7|COORD:24928085..24931906| ARF2 (AUXIN RESPONSE FACTOR 2); transcription factor"	AT5G62000.2	CHR01V5|COORD:41022491..41027847|protein auxin response factor 2, putative, expressed	LOC_Os01g70270.4	 no descriptionweakly similar to ( 148)AT5G62000| Symbols: ARF1-BP, ARF2 | ARF2 (AUXIN RESPONSE FACTOR 2) | chr5:24928085-24931906 FORWARD	RNA.regulation of transcription.ARF, Auxin Response Factor family	27_3_4

CUST_18286_PI399408534	2	-0.50564194	0.3444662	0.092962265	-0.47114754	0.3955593	-0.09296131	35_3727	"Cluster: Hypothetical protein OSJNBa0088M05.6; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0088M05.6 - Oryza sativa (japonica cu"	UniRef90_Q6L4D4	CHR1V7|COORD:8723879..8724439| polcalcin, putative / calcium-binding pollen allergen, putative	AT1G24620.1	CHR05V5|COORD:18326315..18325341|protein polcalcin Jun o 2, putative, expressed	LOC_Os05g31620.1	 no descriptionweakly similar to ( 142)AT1G24620| Symbols:  | polcalcin, putative / calcium-binding pollen allergen, putative | chr1:8723879-8724439 REVERSEweakly similar to ( 108)CALM_CHLRECalmodulin - Chlamydomonas reinhardtiinot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned FRQ1 EFh PRK07003 TT_ORF1 PRK12323 PRK12678 DUF566 Protamine_P1 DUF1777 PRK07764 	signalling.calcium	30_3

CUST_23443_PI403524517	2	-0.054376602	0.15771675	-0.034475327	0.034475327	0.0575943	-0.10354996	35_6814	"Cluster: Hypothetical protein OSJNBa0052K01.20; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0052K01.20 - Oryza sativa (japonica"	UniRef90_Q53WK2	"CHR5V7|COORD:3813611..3814806| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G67370.1); similar to Os05g0539900 [Oryza sativa (japonica"	AT5G11840.1	CHR05V5|COORD:26737462..26740771|protein expressed protein	LOC_Os05g46250.1	"no descriptionmoderately similar to ( 209)AT5G11840| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G67370.1); similar to Os05g0539900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001056177.1); similar to Protein of unknown function DUF1230 [Medicago truncatula] (GB:ABE85761.1); contains InterPro domain Protein of unknown function DUF1230; (InterPro:IPR009631) | chr5:3813611-3814806 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF1230 PRK12678 PRK12323 PRK07764 Protamine_P1 DUF1777 TT_ORF1 PRK09169"	not assigned.unknown	35_2

CUST_7007_PI403524517	2	-0.09573078	-0.10390854	-0.039310455	0.0560627	0.077955246	0.03931141	35_1941	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_125943_PI403524517	2	0.068520546	-0.030881882	0.08360481	-0.10096836	-0.0262537	0.026254654	35_35460	"Cluster: LMBR1 integral membrane family protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: LMBR1 integral membrane family protein-like - Oryza sativ"	UniRef90_Q658I5	CHR5V7|COORD:186822..190007| LMBR1 integral membrane family protein	AT5G01460.1	CHR06V5|COORD:1489635..1484906|protein LMBR1-like conserved region family protein, expressed	LOC_Os06g03760.3	no description	not assigned.unknown	35_2

CUST_130712_PI403524517	2	0.6309991	0.38439322	0.2099948	-0.26199865	-0.3869009	-0.20999527	35_36707	"Cluster: Hypothetical protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2RAY9	"CHR1V7|COORD:8284147..8286517| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G70550.1); similar to unknown protein [Arabidopsis thaliana]"	AT1G23340.1	CHR11V5|COORD:1500738..1504746|protein secreted protein, putative	LOC_Os11g03810.1	" no descriptionvery weakly similar to (75.5)AT1G23340| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G70550.1); similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G10750.1); similar to putative carboxyl-terminal proteinase [Gossypium hirsutum] (GB:AAK84952.2); contains InterPro domain Protein of unknown function DUF239, plant; (InterPro:IPR004314) | chr1:8284147-8286517 REVERSEDUF239 "	not assigned.unknown	35_2

CUST_33439_PI403524517	2	-0.023097992	-0.011771202	-0.026851654	0.043621063	0.026574135	0.011770248	35_9643	"Cluster: Kelch motif family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Kelch motif family protein, expressed - Oryza sativa (japonica"	UniRef90_Q2QP63	"CHR3V7|COORD:1561886..1567053| ACBP4 (ACYL-COA BINDING PROTEIN 4, ACYL-COA-BINDING DOMAIN 4); acyl-CoA binding"	AT3G05420.2	CHR12V5|COORD:21586064..21591497|protein acyl-CoA binding protein, putative, expressed	LOC_Os12g35560.1	" no descriptionmoderately similar to ( 216)AT3G05420| Symbols: ACBP4 | ACBP4 (ACYL-COA BINDING PROTEIN 4, ACYL-COA-BINDING DOMAIN 4); acyl-CoA binding | chr3:1561886-1567053 FORWARDvery weakly similar to (58.2)DYHA_CHLREDynein alpha chain, flagellar outer arm - Chlamydomonas reinhardtiinot assigned not assigned not assigned not assigned "	not assigned.no ontology	35_1

CUST_19492_PI404877155	2	0.035092354	-0.79900646	-0.24836922	0.12122059	-0.035092354	0.1881628	rbags22m24_s_at	aldehyde dehydrogenase [Oryza sativa (indica cultivar-group)] ref|XP_473356.1| OSJNBa0011L07.12 [Oryza sativa (japonica cultivar-group)] emb	AAQ04829.1	aldehyde dehydrogenase family protein	At4g36250.1	protein aldehyde dehydrogenase (NAD) family protein	Os04g45720	aldehyde dehydrogenase (NAD+)	major CHO metabolism.synthesis.sucrose.SPP	2_1_1_02

CUST_67529_PI403524517	2	0.12832832	-0.2022953	0.032946587	-0.032945633	-0.082624435	0.09433174	35_19287	"Cluster: Protein N-terminal asparagine amidohydrolase protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Protein N-terminal asparagine amidohydrolas"	UniRef90_Q69XQ2	CHR2V7|COORD:18337644..18339772| protein N-terminal asparagine amidohydrolase family protein	AT2G44420.1	CHR06V5|COORD:24816725..24813008|protein protein N-terminal asparagine amidohydrolase, putative, expressed	LOC_Os06g41390.3	no descriptionweakly similar to ( 139)AT2G44420| Symbols:  | protein N-terminal asparagine amidohydrolase family protein | chr2:18337644-18339772 FORWARD	not assigned.no ontology	35_1

CUST_70784_PI403524517	2	0.064092636	0.033233643	0.165061	-0.12467289	-0.03323269	-0.35078144	35_20280	"Cluster: Hypothetical protein OJ1034_C08.37-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1034_C08.37-1 - Oryza sativa (japonica cu"	UniRef90_Q6Z2A9	CHR4V7|COORD:18397743..18399257| similar to Os08g0290400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001061462.1)	AT4G39630.1	CHR08V5|COORD:11580887..11577110|protein expressed protein	LOC_Os08g19370.2	no descriptionvery weakly similar to (80.1)AT4G39630| Symbols:  | similar to Os08g0290400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001061462.1) | chr4:18397743-18399257 REVERSE	not assigned.unknown	35_2

CUST_98530_PI403524517	2	0.24720097	0.1796999	-0.26052523	-0.17969942	0.64654064	-0.22578526	35_28130	0	0	CHR2V7|COORD:19260912..19262129| inorganic pyrophosphatase, putative (soluble) / pyrophosphate phospho-hydrolase, putative / PPase, putative	AT2G46860.1	CHR02V5|COORD:29080846..29075952|protein soluble inorganic pyrophosphatase, putative, expressed	LOC_Os02g47600.2	 no descriptionmoderately similar to ( 216)AT2G46860| Symbols: ATPPA3 | inorganic pyrophosphatase, putative (soluble) / pyrophosphate phospho-hydrolase, putative / PPase, putative | chr2:19260912-19262129 FORWARDmoderately similar to ( 222)IPYR_ORYSAnot assigned pyrophosphatase Ppa PRK02230 Pyrophosphatase PRK01250 PRK00642 	nucleotide metabolism.phosphotransfer and pyrophosphatases.misc	23_4_99

CUST_69894_PI403524517	2	-0.0053224564	-0.81227875	-0.13891506	0.07947731	0.14187336	0.0053224564	35_19999	"Cluster: Putative ubiquitin C-terminal hydrolase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ubiquitin C-terminal hydrolase - Oryza sativa (japon"	UniRef90_Q6K6Z5	CHR1V7|COORD:24418835..24421129| ubiquitin carboxyl-terminal hydrolase family 1 protein	AT1G65650.1	CHR02V5|COORD:35287542..35290686|protein ubiquitin carboxyl-terminal hydrolase isozyme L5, putative, expressed	LOC_Os02g57630.4	no descriptionweakly similar to ( 187)AT1G65650| Symbols:  | ubiquitin carboxyl-terminal hydrolase family 1 protein | chr1:24418835-24421129 REVERSEnot assigned	protein.degradation.ubiquitin	29_5_11

CUST_62721_PI403524517	2	0.10424852	0.105128765	-0.17773247	0.09938383	-0.43915367	-0.09938431	35_17881	"Cluster: Putative LYST-interacting protein LIP5; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative LYST-interacting protein LIP5 - Oryza sativa (japonic"	UniRef90_Q5Z4L5	CHR4V7|COORD:13475854..13478388| hydroxyproline-rich glycoprotein family protein	AT4G26750.1	CHR06V5|COORD:11711593..11716066|protein expressed protein	LOC_Os06g20390.1	no descriptionmoderately similar to ( 222)AT4G26750| Symbols:  | hydroxyproline-rich glycoprotein family protein | chr4:13475854-13478388 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF605 Extensin_2 Atrophin-1 DUF1421 ARG80	not assigned.no ontology.hydroxyproline rich proteins	35_1_41

CUST_9101_PI399408534	2	0.012464523	0.33964825	0.049037933	-0.07965374	-0.11269283	-0.01246357	35_2318	"Cluster: Os02g0723700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os02g0723700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DY00	CHR3V7|COORD:6017319..6019597| BSH (bushy growth)	AT3G17590.1	CHR02V5|COORD:30066068..30069070|protein SWI/SNF-related, matrix-associated, actin-dependent regulator of chromatin subfamily B member 1, putative,	LOC_Os02g49190.1	no descriptionmoderately similar to ( 272)AT3G17590| Symbols: BSH | BSH (bushy growth) | chr3:6017319-6019597 REVERSEnot assigned SNF5	RNA.regulation of transcription.Chromatin Remodeling Factors	27_3_44

CUST_149950_PI403524517	2	-1.4209676	-0.041185856	0.04118538	0.21827316	-0.3065157	0.16357231	35_41950	"Cluster: Hypothetical protein OSJNBa0052O12.29; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0052O12.29 - Oryza sativa (japonica"	UniRef90_Q5JK33	CHR1V7|COORD:22496859..22500684| proline-rich family protein	AT1G61080.1	CHR01V5|COORD:41139392..41140982|protein expressed protein	LOC_Os01g70470.1	no description	not assigned.unknown	35_2

CUST_4406_PI399408534	2	0.36803818	-0.22356224	0.026423454	-0.09640789	-0.026423454	0.13669872	35_12027	Rep: Zwille/pinhead-like protein - Oryza sativa (Rice)	UniRef90_Q8S9N1	CHR2V7|COORD:13979295..13983933| PAZ domain-containing protein / piwi domain-containing protein	AT2G32940.1	CHR07V5|COORD:9466413..9458781|protein argonaute-like protein, putative, expressed	LOC_Os07g16224.1	no descriptionmoderately similar to ( 230)AT2G32940| Symbols:  | PAZ domain-containing protein / piwi domain-containing protein | chr2:13979295-13983933 REVERSEnot assigned not assigned Piwi_ago-like Piwi Piwi_piwi-like_Euk Piwi-like	RNA.regulation of transcription.Argonaute	27_3_36

CUST_87228_PI403524517	2	0.070013046	0.6802664	-0.06005335	-0.30409336	-0.20089054	0.06005287	35_24977	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_11780_PI399408534	2	-0.03457451	0.109212875	0.03457451	-0.11007023	0.15042019	-0.16012192	35_16187	"Cluster: Cycloartenol-C-24-methyltransferase 1; n=4; Poaceae|Rep: Cycloartenol-C-24-methyltransferase 1 - Oryza sativa (Rice)"	UniRef90_Q6ZIX2	CHR5V7|COORD:4424051..4426869| SMT1 (STEROL METHYLTRANSFERASE 1)	AT5G13710.1	CHR07V5|COORD:5755007..5749182|protein cycloartenol-C-24-methyltransferase 1, putative, expressed	LOC_Os07g10600.1	 no descriptionhighly similar to ( 524)AT5G13710| Symbols: CPH, SMT1 | SMT1 (STEROL METHYLTRANSFERASE 1) | chr5:4424051-4426869 REVERSEhighly similar to ( 603)SMT1_ORYSAnot assigned not assigned Sterol_MT_C Methyltransf_11 UbiE ubiE Cfa PRK08317 CMAS Ubie_methyltran arsM Methyltransf_12 SmtA PRK11705 	hormone metabolism.brassinosteroid.synthesis-degradation.sterols.SMT	17_3_1_2_1

CUST_18238_PI404877155	2	0.35551548	-0.5984125	-0.18472767	-0.31676006	0.21395588	0.18472767	HVSMEf0019F08r2_s_at	putative ammonium transporter [Oryza sativa (japonica cultivar-group)]	AAP03394.1	basic helix-loop-helix (bHLH) family protein	At2g22770.1	protein putative ammonium transporter	Os03g46860	NONE	RNA.regulation of transcription.bHLH,Basic Helix-Loop-Helix family	27_3_06

CUST_146725_PI403524517	2	-0.061919212	0.061920166	0.064842224	-0.13147163	0.061920166	-0.06882763	35_41069	"Cluster: ABC transporter family protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: ABC transporter family protein, putative, express"	UniRef90_Q10N72	"CHR2V7|COORD:16485327..16491905| PGP6; ATPase, coupled to transmembrane movement of substances"	AT2G39480.1	CHR03V5|COORD:9545577..9536510|protein multidrug resistance protein 14, putative, expressed	LOC_Os03g17180.1	" no descriptionweakly similar to ( 188)AT2G39480| Symbols: PGP6 | PGP6; ATPase, coupled to transmembrane movement of substances | chr2:16485327-16491905 REVERSEweakly similar to ( 123)MDR_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned ABC_MTABC3_MDL1_MDL2 ABCC_MsbA MdlB ABCC_Glucan_exporter_like ABCC_ATM1_transporter SunT ABCC_Hemolysin ABCC_TAP PRK11176 ATM1 ABCC_bacteriocin_exporters ABCC_MRP_Like CydD CydC PRK10789 ABCC_MRP_domain2 PRK11160 ArpD PRK11174 ABCC_NFT1 PRK10790 ABC_tran ABCC_cytochrome_bd ABC_PstB_phosphate_transporter ABC_cobalt_CbiO_domain1 ABCC_Protease_Secretion FepC ABC_Class3 ABCC_SUR2 AbcC ABC_Org_Solvent_Resistant ABC_NrtD_SsuB_transporters OpuBA MalK ABC_Carb_Solutes_like ABC_OpuCA_Osmoprotection ABC_NikE_OppD_transporters GlnQ ABC_MetN_methionine_transporter PstB TauB SalX CcmA ABC_PhnC_transporter ABCC_MRP_domain1 ABC_ATPase ABC_Pro_Gly_Bertaine ABC_Mj1267_LivG_branched Ttg2A ABC_MJ0796_Lo1CDE_FtsE PotA ABC_HisP_GlnQ_permeases ABC_Iron-Siderophores_B12_Hemin CbiO ABCG_EPDR ProV COG1123 ABC_DR_subfamily_A COG3638 ABC_ModC_like DppD LivG metN ABC_TM1139_LivF_branched ABC_FtsE_transporter YhbG ABC_subfamily_A COG4619 ABCC_CFTR2 TauB fecE ABC_YhbG AppF glnQ COG4136 CeuD ThiQ ABCG_White FtsE COG4559 MglA COG4181 LivF potA ABC_ThiQ_thiamine_transporter ABC_CysA_sulfate_importer ABC_ModC_molybdenum_transporter CysA PRK10247 PRK10744 ABC_MalK_N TagH COG3845 ModC DppF ABC_BcrA_bacitracin_resist ABC_cobalt_CbiO_domain2 ABC_Carb_Monos_II COG4172 ABC_PotA_N thiQ ABC_KpsT_Wzt sufC livG PRK10419 ABC_Metallic_Cations ZnuC potG ABC_FeS_Assembly ABC_drug_resistance_like ABCC_CFTR1 PRK09700 ModF "	transport.ABC transporters and multidrug resistance systems	34_16

CUST_39176_PI403524517	2	-0.018138885	0.294384	0.014219284	-0.15198326	0.20965576	-0.014220238	35_11266	"Cluster: Os01g0967800 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os01g0967800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JFQ2	0	0	CHR01V5|COORD:43011716..43016274|protein expressed protein	LOC_Os01g73670.4	no description	not assigned.unknown	35_2

CUST_131849_PI403524517	2	0.3101015	-0.1771555	0.024230003	-0.02422905	0.081272125	-0.26497936	35_37034	"Cluster: Extracellular protein, putative; n=1; Bacillus cereus G9241|Rep: Extracellular protein, putative - Bacillus cereus G9241"	UniRef90_Q4ML62		0	0	0	no description	not assigned.unknown	35_2

CUST_178956_PI403524517	2	0.33439255	0.14408684	0.23566961	-0.14408731	-0.23516226	-0.50607157	35_49775	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_36030_PI403524517	2	0.07117462	0.24834442	0.38893127	-0.07117367	-0.1500206	-0.084879875	35_10390	Rep: VMP3 protein - Volvox carteri f. nagariensis	UniRef90_Q948Y7	CHR4V7|COORD:7758606..7760888| leucine-rich repeat family protein / extensin family protein	AT4G13340.1	CHR09V5|COORD:11335336..11331584|protein transposon protein, putative, CACTA, En/Spm sub-class	LOC_Os09g18490.1	no description	not assigned.unknown	35_2

CUST_79498_PI403524517	2	0.14067745	-0.15539455	-0.0011987686	0.043148994	-0.06784439	0.0011987686	35_22804	"Cluster: Zinc finger-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Zinc finger-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5ZD36	CHR2V7|COORD:10963829..10979807| binding / heme binding	AT2G25730.1	CHR01V5|COORD:23516210..23540540|protein expressed protein	LOC_Os01g40990.3	no descriptionmoderately similar to ( 329)AT2G25730| Symbols:  | binding / heme binding | chr2:10963829-10979807 REVERSEnot assigned	not assigned.unknown	35_2

CUST_130641_PI403524517	2	0.019304276	0.049529076	0.08335304	-0.019303322	-0.3593588	-0.050727844	35_36688	"Cluster: Os01g0532200 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0532200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JM68		0	CHR01V5|COORD:19512593..19504584|protein protein binding protein, putative, expressed	LOC_Os01g34780.2	no description	not assigned.unknown	35_2

CUST_24451_PI399408534	2	0.19017792	0.63033295	0.08478069	-0.30028534	-0.08478165	-0.25510025	35_17411	"Cluster: Putative transfactor; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative transfactor - Oryza sativa (japonica cultivar-group)"	UniRef90_Q84QT0	CHR2V7|COORD:73456..74902| myb family transcription factor	AT2G01060.1	CHR09V5|COORD:7328540..7332290|protein MYB-CC type transfactor, putative, expressed	LOC_Os09g12770.2	no descriptionweakly similar to ( 136)AT2G01060| Symbols:  | myb family transcription factor | chr2:73456-74902 REVERSE	RNA.regulation of transcription.G2-like transcription factor family, GARP	27_3_20

CUST_12882_PI403524517	2	0.05607128	0.5821171	-0.042111397	-0.18580723	-0.1990614	0.042111397	35_3685	"Cluster: WW domain-containing protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: WW domain-containing protein-like - Oryza sativa (japonica cultivar"	UniRef90_Q5ZA54	"CHR3V7|COORD:4258935..4261735| similar to PREDICTED: similar to Formin binding protein 4 [Gallus gallus] (GB:XP_424260.2); similar to Os06g0298400 [Oryza sativa"	AT3G13225.1	CHR06V5|COORD:11084819..11093275|protein WW domain containing protein, expressed	LOC_Os06g19470.3	"no descriptionweakly similar to ( 145)AT3G13225| Symbols:  | similar to PREDICTED: similar to Formin binding protein 4 [Gallus gallus] (GB:XP_424260.2); similar to Os06g0298400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001057442.1); contains InterPro domain WW/Rsp5/WWP; (InterPro:IPR001202) | chr3:4258935-4261735 REVERSEnot assigned not assigned not assigned not assigned DUF1421"	not assigned.no ontology	35_1

CUST_27182_PI403524517	2	0.2962818	-0.13100767	-0.03199339	0.012274742	0.056114197	-0.012274742	35_7873	"Cluster: Putative pre-rRNA processing protein RRP5; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative pre-rRNA processing protein RRP5 - Oryza sativa (j"	UniRef90_Q7XB75	CHR3V7|COORD:3793963..3806632| S1 RNA-binding domain-containing protein	AT3G11964.1	CHR07V5|COORD:5549885..5555451|protein RRP5 protein, putative, expressed	LOC_Os07g10350.1	no descriptionmoderately similar to ( 280)AT3G11964| Symbols:  | S1 RNA-binding domain-containing protein | chr3:3793963-3806632 REVERSEnot assigned RpsA rpsA PRK00087 rpsA S1 S1 Pnp PRK11824	not assigned.no ontology.S RNA-binding domain-containing protein	35_1_14

CUST_11305_PI404877155	2	0.09224796	0.035375595	-0.0942812	-0.03537655	-0.092645645	0.084365845	Contig4992_at	succinate-semialdehyde dehydrogenase (SSADH1) [Arabidopsis thaliana] gb|AAF23590.1| succinic semialdehyde dehydrogenase [Arabidopsis thalian	NP_178062.1	succinate-semialdehyde dehydrogenase (SSADH1)	At1g79440.1	protein succinic semialdehyde dehydrogenase gabD, putative	Os02g07760	NONE	TCA / org. transformation.TCA.misc	8_1_99

CUST_20127_PI399408534	2	0.28721428	-0.58454037	-0.045094013	-0.047774315	0.11990166	0.04509449	35_22541	Rep: OSJNBa0035I04.11 protein - Oryza sativa (Rice)	UniRef90_Q7XKX1	CHR2V7|COORD:8364413..8367013| ELM2 domain-containing protein / PHD finger family protein	AT2G19260.1	CHR04V5|COORD:20814342..20823358|protein DNA binding protein, putative, expressed	LOC_Os04g34720.1	no descriptionvery weakly similar to (80.9)AT2G19260| Symbols:  | ELM2 domain-containing protein / PHD finger family protein | chr2:8364413-8367013 FORWARD	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_124509_PI403524517	2	0.58617973	1.2181225	-1.0217323	0.033346653	-0.7754841	-0.03334713	35_35095	Rep: Hypothetical protein - Medicago truncatula (Barrel medic)	UniRef90_Q1T5X1	CHR4V7|COORD:16771406..16773274| vestitone reductase-related	AT4G35250.1	CHR08V5|COORD:27567438..27562341|protein expressed protein	LOC_Os08g44000.1	no descriptionweakly similar to ( 181)AT4G35250| Symbols:  | vestitone reductase-related | chr4:16771406-16773274 REVERSE	not assigned.no ontology	35_1

CUST_112528_PI403524517	2	0.10540867	-0.4571309	0.22273159	-0.10540867	0.17677546	-0.33321714	35_31942	"Cluster: Mitochondrial DNA polymerase beta-PAK; n=2; Trypanosoma brucei|Rep: Mitochondrial DNA polymerase beta-PAK - Trypanosoma brucei"	UniRef90_Q57ZV5		0	0	0	no description	not assigned.unknown	35_2

CUST_9015_PI403524517	2	0.073999405	0.026111603	-0.10181618	-0.056818962	0.010004044	-0.010005951	35_2528	"Cluster: Targeting protein for Xklp2 containing protein, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Targeting protein for Xklp2 containing prot"	UniRef90_Q10C08	"CHR3V7|COORD:8214540..8216990| similar to WDL1 (WVD2-LIKE 1) [Arabidopsis thaliana] (TAIR:AT3G04630.3); similar to seed specific protein Bn15D14A [Brassica"	AT3G23090.1	CHR03V5|COORD:33249349..33253894|protein seed specific protein Bn15D14A, putative, expressed	LOC_Os03g58480.1	"no descriptionweakly similar to ( 137)AT3G23090| Symbols:  | similar to WDL1 (WVD2-LIKE 1) [Arabidopsis thaliana] (TAIR:AT3G04630.3); similar to seed specific protein Bn15D14A [Brassica napus] (GB:AAP37969.1); contains InterPro domain Targeting for Xklp2; (InterPro:IPR009675) | chr3:8214540-8216990 REVERSETPX2"	not assigned.unknown	35_2

CUST_171650_PI403524517	2	-0.17504835	0.021630287	0.83848286	0.485559	-0.5893297	-0.021630287	35_47828	"Cluster: Os05g0107300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0107300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DLD5	"CHR2V7|COORD:8397218..8403559| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G29790.1); similar to Os01g0967100 [Oryza sativa (japonica"	AT2G19390.1	CHR05V5|COORD:389137..397582|protein expressed protein	LOC_Os05g01690.1	"no descriptionvery weakly similar to (64.3)AT2G19390| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G29790.1); similar to Os01g0967100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001045507.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAU44129.1); similar to Os05g0350700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001055276.1) | chr2:8397218-8403559 REVERSE"	not assigned.unknown	35_2

CUST_111180_PI403524517	2	0.07541466	-0.004886627	0.004887581	-0.17601776	0.10348511	-0.18399525	35_31571	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_59025_PI403524517	2	0.06005764	-0.25171757	-0.15510559	-0.02394867	0.02394867	0.07676315	35_16837	"Cluster: Putative DNA topoisomerase I; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative DNA topoisomerase I - Oryza sativa (japonica cultivar-group)"	UniRef90_Q84ZL5	CHR5V7|COORD:22447615..22451816| TOP1alpha (TOPOISOMERASE I)	AT5G55310.1	CHR08V5|COORD:3130400..3136547|protein DNA topoisomerase 1, putative, expressed	LOC_Os08g05840.1	 no descriptionweakly similar to ( 189)AT5G55310| Symbols: TOP1, TOP1alpha | TOP1alpha (TOPOISOMERASE I) | chr5:22447615-22451816 REVERSEweakly similar to ( 171)TOP1_DAUCADNA topoisomerase 1 - Daucus carota (Carrot)not assigned TOPEUc Topoisom_I 	DNA.synthesis/chromatin structure	28_1

CUST_19706_PI403524517	2	0.09624195	0.1269455	-0.015852928	-0.058288574	0.015852928	-0.028442383	35_5709	"Cluster: Hypothetical protein OJ1506_A04.24; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1506_A04.24 - Oryza sativa (japonica cultiv"	UniRef90_Q6K4D9	"CHR5V7|COORD:23081096..23082429| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G72690.1); similar to Os09g0363700 [Oryza sativa (japonica"	AT5G57000.2	CHR09V5|COORD:11915295..11912657|protein expressed protein	LOC_Os09g19910.1	"no descriptionvery weakly similar to (74.7)AT5G57000| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G72690.1); similar to Os09g0363700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001062994.1) | chr5:23081096-23082429 REVERSE"	not assigned.unknown	35_2

CUST_52760_PI403524517	2	0.09192181	0.13204479	-0.050728798	-0.0012159348	-0.017440796	0.0012168884	35_15029	"Cluster: Hypothetical protein At4g20120; n=3; Arabidopsis thaliana|Rep: Hypothetical protein At4g20120 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q56YC9	CHR4V7|COORD:10878924..10881707| PTAC14 (PLASTID TRANSCRIPTIONALLY ACTIVE14)	AT4G20130.1	CHR05V5|COORD:29168360..29172665|protein SET domain containing protein, expressed	LOC_Os05g50980.1	 no descriptionmoderately similar to ( 420)AT4G20130| Symbols: PTAC14 | PTAC14 (PLASTID TRANSCRIPTIONALLY ACTIVE14) | chr4:10878924-10881707 FORWARDvery weakly similar to (61.6)RBCMT_PEARibulose-1,5 bisphosphate carboxylase/oxygenase large subunit N-methyltransferase, chloroplast precursor - Pisum sativum (Garden pea)not assigned SET SET 	PS.calvin cyle.rubisco interacting	1_3_13

CUST_8316_PI404877155	2	0.4293995	-0.17463684	0.17463684	-1.1834488	-1.087925	0.54190826	Contig24634_at	MADS-box transcriptional factor [Triticum monococcum] gb|AAO86522.1| AGLG1 [Triticum monococcum]	AAO85374.1	0	0	protein putative MADS box protein	Os03g54170	NONE	RNA.regulation of transcription.MADS box transcription factor family	27_3_24

CUST_15948_PI404877155	2	-0.54783344	0.274539	0.1147871	-0.1147871	-0.528738	0.12877941	Contig9793_at	putative helicase-like transcription factor [Oryza sativa (japonica cultivar-group)]	BAB63568.1	SNF2 domain-containing protein / helicase domain-containing protein / zinc finger protein-related	At1g61140.1	protein SNF2 family N-terminal domain, putative	Os01g57110	putative helicase-like transcription factor	RNA.regulation of transcription.Chromatin Remodeling Factors	27_3_44

CUST_77049_PI403524517	2	0.3266654	0.31684732	-0.07171154	0.014798641	-0.27582216	-0.014799118	35_22085	"Cluster: Os12g0429200 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os12g0429200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0INM3	"CHR2V7|COORD:13926487..13932402| BGAL9 (BETA GALACTOSIDASE 9); beta-galactosidase"	AT2G32810.1	CHR12V5|COORD:13779716..13758872|protein BGAL9, putative, expressed	LOC_Os12g24170.1	"no descriptionweakly similar to ( 196)AT2G32810| Symbols: BGAL9 | BGAL9 (BETA GALACTOSIDASE 9); beta-galactosidase | chr2:13926487-13932402 REVERSEweakly similar to ( 175)BGAL_MALDOBeta-galactosidase precursor - Malus domestica (Apple) (Malus sylvestris)not assigned Glyco_hydro_35 LacA"	misc.gluco-, galacto- and mannosidases	26_3

CUST_4151_PI404877155	2	0.010967255	0.12437725	-0.1339693	0.08925438	-0.012191772	-0.010967255	Contig14990_at	isoamylase-type starch debranching enzyme ISO3 [Zea mays]	AAO17049.2	isoamylase, putative / starch debranching enzyme, putative	At4g09020.1	protein isoamylase-type starch debranching enzyme ISO3	Os09g29410	NONE	major CHO metabolism.synthesis.starch.debranching	2_1_2_04

CUST_19059_PI399408534	2	-0.48224354	-0.59599733	1.8549509	0.48224354	1.8890276	-0.7990308	35_15414	"Cluster: High molecular mass early light-inducible protein HV58, chloroplast precursor; n=1; Hordeum vulgare|Rep: High molecular mass early light-inducible prot"	UniRef90_P14895	"CHR3V7|COORD:8084635..8085452| ELIP1 (EARLY LIGHT-INDUCABLE PROTEIN); chlorophyll binding"	AT3G22840.1	CHR01V5|COORD:8058660..8059710|protein early light-induced protein, chloroplast precursor, putative, expressed	LOC_Os01g14410.1	" no descriptionweakly similar to ( 142)AT3G22840| Symbols: ELIP, ELIP1 | ELIP1 (EARLY LIGHT-INDUCABLE PROTEIN); chlorophyll binding | chr3:8084635-8085452 REVERSEmoderately similar to ( 205)ELI5_HORVUHigh molecular mass early light-inducible protein HV58, chloroplast precursor - Hordeum vulgare (Barley)not assigned not assigned "	signalling.light	30_11

CUST_122643_PI403524517	2	0.12743664	-0.016199112	0.12827682	-0.047564507	-0.017499924	0.016200066	35_34605	"Cluster: Ubiquitin/60s ribosomal protein L40 fusion; n=14; Eukaryota|Rep: Ubiquitin/60s ribosomal protein L40 fusion - Ostreococcus tauri"	UniRef90_Q00Y36	"CHR5V7|COORD:771975..772895| UBQ3 (POLYUBIQUITIN 3); protein binding"	AT5G03240.2	CHR06V5|COORD:28400733..28403579|protein polyubiquitin containing 7 ubiquitin monomers, putative, expressed	LOC_Os06g46770.3	"no descriptionmoderately similar to ( 362)AT5G03240| Symbols: UBQ3 | UBQ3 (POLYUBIQUITIN 3); protein binding | chr5:771975-772895 REVERSEweakly similar to ( 148)UBIQ_WHEATUbiquitin - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned Ubiquitin ubiquitin UBQ Nedd8 UBL AN1_N RAD23_N Scythe_N UBQ parkin_N GDX_N Fubi NIRF_N SF3a120_C ISG15_repeat2 UBI4 hPLIC_N DC_UbP_C"	protein.degradation.ubiquitin.ubiquitin	29_5_11_1

CUST_83718_PI403524517	2	0.0075416565	-0.43710136	-0.12223673	0.42057228	-0.0075421333	0.23270416	35_23999	Rep: Predicted protein - Gibberella zeae (Fusarium graminearum)	UniRef90_Q4IG92	0	0	CHR05V5|COORD:25830056..25832629|protein ubiquitin-protein ligase/ zinc ion binding protein, putative	LOC_Os05g44550.1	no description	not assigned.unknown	35_2

CUST_145183_PI403524517	2	-0.04719019	-0.10831118	0.04719019	0.08048105	0.13766813	-0.2669611	35_40654	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_47714_PI403524517	2	0.059965134	0.012376785	-0.07068348	-0.012376785	-0.09077644	0.2246933	35_13652	Rep: Polyubiquitin - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q9M0W3	"CHR5V7|COORD:6973317..6974465| UBQ4 (ubiquitin 4); protein binding"	AT5G20620.1	CHR06V5|COORD:28400733..28403579|protein polyubiquitin containing 7 ubiquitin monomers, putative, expressed	LOC_Os06g46770.2	"no descriptionhighly similar to ( 734)AT5G20620| Symbols: UBQ4 | UBQ4 (ubiquitin 4); protein binding | chr5:6973317-6974465 REVERSEweakly similar to ( 150)UBIQ_WHEATUbiquitin - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Ubiquitin ubiquitin UBQ Nedd8 UBL AN1_N RAD23_N Scythe_N UBQ parkin_N Fubi GDX_N SF3a120_C NIRF_N ISG15_repeat2 UBI4 Tymo_45kd_70kd hPLIC_N"	protein.degradation.ubiquitin.ubiquitin	29_5_11_1

CUST_4513_PI404877155	2	-0.1826582	0.85803795	-0.19454575	0.220644	-0.30916214	0.18265915	Contig15493_at	"calmodulin-binding heat-shock protein - common tobacco gb|AAB34987.1| calmodulin-binding heat-shock protein; CaMBP [Nicotiana tabacum]"	T04107	lipase class 3 family protein / calmodulin-binding heat-shock protein, putative	At5g37710.1	protein calmodulin-binding heat-shock protein - common tobacco	Os06g14490	NONE	signalling.calcium	30_3

CUST_77233_PI403524517	2	0.14028454	0.054145813	-0.09782314	-0.07239342	-0.054145813	0.058387756	35_22138	Rep: Protein At2g26000 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q2V456	CHR2V7|COORD:11089481..11092215| catalytic	AT2G26000.2	CHR02V5|COORD:4634613..4630335|protein BRCA1-associated protein, putative, expressed	LOC_Os02g09060.1	no descriptionmoderately similar to ( 225)AT2G26000| Symbols:  | catalytic | chr2:11089481-11092215 FORWARDnot assigned zf-UBP ZnF_UBP	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_112818_PI403524517	2	0.2516985	0.5044279	0.13018703	-0.17586708	-0.16201401	-0.13018799	35_32022	Rep: Unknow protein - Oryza sativa (japonica cultivar-group)	UniRef90_Q5W7C1	CHR1V7|COORD:6978101..6985306| family II extracellular lipase, putative	AT1G20130.1	CHR05V5|COORD:967650..968788|protein membrane protein, putative, expressed	LOC_Os05g02750.1	no descriptionnot assigned not assigned not assigned not assigned PRK12323 PRK07764 PRK05648 Atrophin-1	not assigned.unknown	35_2

CUST_17805_PI399408534	2	0.025788307	-1.1789484	-0.025788307	0.18399811	0.4341812	-0.40913105	35_5947	"Cluster: Putative transcription factor OsGLK2; n=4; Oryza sativa|Rep: Putative transcription factor OsGLK2 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5NAN5	"CHR2V7|COORD:8862567..8864603| GPRI1 (GOLDEN2-LIKE 1); transcription factor"	AT2G20570.1	CHR01V5|COORD:7690789..7683686|protein myb-like DNA-binding domain, SHAQKYF class family protein, expressed	LOC_Os01g13740.1	" no descriptionvery weakly similar to (58.9)AT2G20570| Symbols: GLK1, GPRI1 | GPRI1 (GOLDEN2-LIKE 1); transcription factor | chr2:8862567-8864603 FORWARDnot assigned PRK07003 PRK07764 PRK12323 PRK12678 "	RNA.regulation of transcription.G2-like transcription factor family, GARP	27_3_20

CUST_33965_PI403524517	2	-0.087602615	0.033917427	-0.14412594	0.13711071	-0.033917427	0.18746519	35_9790	"Cluster: Lysine decarboxylase-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Lysine decarboxylase-like protein - Oryza sativa (japonica cultivar"	UniRef90_Q5ZC82	CHR5V7|COORD:1922043..1925279| carboxy-lyase	AT5G06300.1	CHR01V5|COORD:23285996..23281756|protein carboxy-lyase, putative, expressed	LOC_Os01g40630.1	no descriptionmoderately similar to ( 243)AT5G06300| Symbols:  | carboxy-lyase | chr5:1922043-1925279 REVERSEnot assigned Lysine_decarbox COG1611	not assigned.unknown	35_2

CUST_63076_PI403524517	2	0.0124435425	-0.78389645	-0.012444496	0.055010796	0.1356535	-0.01709938	35_17998	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10NZ2	"CHR4V7|COORD:11634..13285| similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABF95014.1); similar to expressed protein [Oryza"	AT4G00026.1	CHR03V5|COORD:8096795..8091161|protein expressed protein	LOC_Os03g14890.1	"no descriptionmoderately similar to ( 233)AT4G00026| Symbols:  | similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABF95014.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABF95013.1); contains InterPro domain Mitochondrial TIM21; (InterPro:IPR013261) | chr4:11634-13285 REVERSEnot assigned TIM21"	not assigned.unknown	35_2

CUST_33999_PI403524517	2	0.027797699	-0.009513855	-0.28049278	0.009512901	-0.030727386	0.11830425	35_9802	"Cluster: Haloacid dehalogenase-like hydrolase-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Haloacid dehalogenase-like hydrolase-like protein -"	UniRef90_Q6Z026	CHR1V7|COORD:4885044..4886667| haloacid dehalogenase-like hydrolase family protein	AT1G14310.1	CHR08V5|COORD:4072322..4082610|protein HAD-superfamily hydrolase, subfamily IA, variant 1, putative, expressed	LOC_Os08g07300.2	no descriptionmoderately similar to ( 271)AT1G14310| Symbols:  | haloacid dehalogenase-like hydrolase family protein | chr1:4885044-4886667 FORWARDnot assigned COG1011 Gph Hydrolase COG0637 PRK09449	not assigned.no ontology	35_1

CUST_99301_PI403524517	2	-0.66399527	-0.04024601	0.05143261	0.2831378	-0.07758093	0.040246487	35_28345	"Cluster: Os01g0883900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0883900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JH49	CHR1V7|COORD:10310410..10313355| dehydration-responsive protein-related	AT1G29470.1	CHR01V5|COORD:38718629..38713116|protein ankyrin-like protein, putative, expressed	LOC_Os01g66110.2	no descriptionweakly similar to ( 120)AT1G29470| Symbols:  | dehydration-responsive protein-related | chr1:10310410-10313355 REVERSEDUF248	stress.abiotic.drought/salt	20_2_3

CUST_2809_PI399408534	2	0.04177332	-0.04177332	0.26082706	0.08970022	-0.38632345	-0.07325697	35_40570	"Cluster: Receptor-like protein kinase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Receptor-like protein kinase-like - Oryza sativa (japonica cultivar"	UniRef90_Q69W20	"CHR3V7|COORD:5439615..5442808| CES101 (CALLUS EXPRESSION OF RBCS 101); carbohydrate binding / kinase"	AT3G16030.1	CHR07V5|COORD:21043424..21048792|protein receptor-like serine-threonine protein kinase, putative, expressed	LOC_Os07g35140.2	"no descriptionmoderately similar to ( 221)AT3G16030| Symbols: CES101 | CES101 (CALLUS EXPRESSION OF RBCS 101); carbohydrate binding / kinase | chr3:5439615-5442808 FORWARDweakly similar to ( 136)PSKR_DAUCAPhytosulfokine receptor precursor - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TyrKc Pkinase_Tyr PTKc S_TKc Pkinase S_TKc PTKc_Jak_rpt2 PTKc_Ror PTKc_Src_like PTKc_Srm_Brk SPS1 PTKc_Fes_like PTKc_Jak2_Jak3_rpt2 PTKc_Frk_like PTKc_Trk PTKc_EphR PTKc_Syk_like PTKc_ALK_LTK PTK_CCK4 PTKc_Fer PTKc_Ack_like PTKc_Csk_like PTKc_Tyk2_rpt2 PTKc_c-ros PTKc_Itk PTKc_EGFR_like PTKc_Lyn PTKc_TrkB PTKc_Fes PTKc_Lck_Blk PTKc_Btk_Bmx PTKc_Ror1 PTKc_Fyn_Yrk PTKc_Ror2 PTKc_Tec_like PTKc_TrkA PTKc_Src PTKc_Abl PTKc_TrkC PTKc_Tec_Rlk PTKc_Yes PTKc_EphR_A2 PTKc_Aatyk1_Aatyk3 PTKc_DDR PTK_Jak_rpt1 PTKc_DDR_like PTKc_Axl_like PTKc_Musk PTKc_EphR_B PTKc_HER4 PTKc_Aatyk PTKc_Hck PTKc_Jak1_rpt2 PTKc_Tie2 PTKc_EphR_A PTKc_RET PTKc_FGFR PTK_HER3 PTKc_DDR2 PTKc_Met_Ron PTKc_Csk PTKc_FAK PTKc_DDR1 PTKc_Chk PTKc_InsR_like PTK_Jak2_Jak3_rpt1 PTKc_Zap-70 PTK_Ryk PTKc_Axl"	signalling.receptor kinases.DUF 26	30_2_17

CUST_151553_PI403524517	2	0.016818047	0.041902542	-0.016819	-0.02278614	-0.28739166	0.036432266	35_42375	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10QC4		0	CHR03V5|COORD:5303750..5307442|protein expressed protein	LOC_Os03g10460.1	no description	not assigned.unknown	35_2

CUST_150995_PI403524517	2	-0.3979249	-0.011223793	0.55235624	0.03079462	0.011223793	-0.5820489	35_42231	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_114332_PI403524517	2	0.24121952	-0.014505386	-0.074409485	-0.04186058	0.01450634	0.05205345	35_32447	Rep: PREDICTED: hypothetical protein - Apis mellifera	UniRef90_UPI0000DB7674	CHR4V7|COORD:16466012..16468752| protein kinase family protein	AT4G34440.1	CHR12V5|COORD:4131874..4135599|protein transposon protein, putative, CACTA, En/Spm sub-class	LOC_Os12g08110.1	no descriptionnot assigned not assigned not assigned	not assigned.unknown	35_2

CUST_104788_PI403524517	2	0.091760635	0.039409637	-0.19058609	-0.19455242	-0.039408684	0.27854824	35_29857	"Cluster: Hypothetical protein P0019D06.31; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0019D06.31 - Oryza sativa (japonica cultivar-g"	UniRef90_Q9FU80	CHR5V7|COORD:1806912..1807896| mitochondrial glycoprotein family protein / MAM33 family protein	AT5G05990.1	CHR01V5|COORD:2357246..2354653|protein mitochondrial glycoprotein, expressed	LOC_Os01g05010.1	no descriptionvery weakly similar to (62.8)AT5G05990| Symbols:  | mitochondrial glycoprotein family protein / MAM33 family protein | chr5:1806912-1807896 REVERSEnot assigned	not assigned.no ontology	35_1

CUST_16466_PI404877155	2	0.23487854	-0.24981308	-0.2692566	0.07044983	-0.07044983	0.33760548	HA15K23r_s_at	P0509B06.6 [Oryza sativa (japonica cultivar-group)]	NP_914416.1	auxin-responsive protein / indoleacetic acid-induced protein 17 (IAA17)	At1g04250.1	protein AUX/IAA family	Os01g08320	NONE	hormone metabolism.auxin.induced-regulated-responsive-activated	17_2_3

CUST_84445_PI403524517	2	0.24554586	-0.11885357	0.042778492	0.061849594	-0.34221554	-0.04277897	35_24196	"Cluster: Putative AAA-metalloprotease FtsH; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative AAA-metalloprotease FtsH - Oryza sativa (japonica"	UniRef90_Q8S2A7	"CHR2V7|COORD:12496988..12500076| FTSH3 (FtsH protease 3); ATP-dependent peptidase/ ATPase"	AT2G29080.1	CHR01V5|COORD:36514847..36509298|protein OsFtsH3 - Oryza sativa FtsH protease, homologue of AtFtsH3/10, expressed	LOC_Os01g62500.1	"no descriptionweakly similar to ( 135)AT2G29080| Symbols: FTSH3 | FTSH3 (FtsH protease 3); ATP-dependent peptidase/ ATPase | chr2:12496988-12500076 REVERSEnot assigned"	protein.degradation.AAA type	29_5_9

CUST_9066_PI403524517	2	0.017848969	-0.1266756	0.012294769	-0.012295723	0.1219368	-0.04928589	35_2541	"Cluster: Methionyl-tRNA synthetase-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Methionyl-tRNA synthetase-like protein - Oryza sativa (japonic"	UniRef90_Q8RUP8	CHR2V7|COORD:16973089..16975944| tRNA-binding region domain-containing protein	AT2G40660.1	CHR01V5|COORD:35401340..35396100|protein methionyl-tRNA synthetase, putative, expressed	LOC_Os01g60660.1	no descriptionmoderately similar to ( 344)AT2G40660| Symbols:  | tRNA-binding region domain-containing protein | chr2:16973089-16975944 FORWARDweakly similar to ( 159)SYM_ORYSAnot assigned tRNA_bind_EMAP-II_like tRNA_bindingDomain tRNA_bind metG PRK12267 tRNA_bind_EcMetRS_like ARC1 tRNA_bind_CsaA PRK10089 pheT tRNA_bind_bactPheRS	protein.aa activation	29_1

CUST_63975_PI403524517	2	0.011519909	-0.36885977	-0.011520386	0.735322	0.015013695	-0.14769459	35_18272	"Cluster: Serine/threonine-protein kinase NAK, putative, expressed; n=4; Oryza sativa (japonica cultivar-group)|Rep: Serine/threonine-protein kinase NAK, putativ"	UniRef90_Q10R62	CHR2|COORD:795514..799441| protein kinase (APK2b), identical to protein kinase APK2b (Arabidopsis thaliana) gi:2852449:dbj:BAA24695	AT2G02800.2	CHR03V5|COORD:3750668..3746551|protein serine/threonine-protein kinase NAK, putative, expressed	LOC_Os03g07430.1	"no descriptionhighly similar to ( 542)AT2G02800| Symbols: APK2B | APK2B (PROTEIN KINASE 2B); kinase | chr2:796888-799249 REVERSEmoderately similar to ( 224)NORK_MEDTRNodulation receptor kinase precursor - Medicago truncatula (Barrel medic)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pkinase_Tyr TyrKc PTKc Pkinase S_TKc S_TKc PTKc_Jak_rpt2 PTKc_Csk_like PTKc_Tyk2_rpt2 PTKc_EGFR_like PTKc_Fes_like PTKc_Jak2_Jak3_rpt2 PTKc_EphR PTKc_Syk_like PTKc_Ror PTKc_Srm_Brk PTKc_Trk PTKc_Src_like PTKc_Ack_like PTKc_InsR_like SPS1 PTKc_Jak1_rpt2 PTKc_Abl PTKc_Tec_like PTKc_TrkC PTKc_DDR PTKc_RET PTKc_Chk PTKc_Csk PTKc_Frk_like PTKc_Axl_like PTKc_EphR_A2 PTKc_TrkA PTKc_DDR1 PTKc_c-ros PTK_HER3 PTKc_TrkB PTKc_Musk PTKc_Fer PTKc_Btk_Bmx PTKc_Itk PTK_CCK4 PTKc_Lck_Blk PTKc_EphR_B PTKc_Ror1 PTKc_Met_Ron PTKc_PDGFR PTKc_FAK PTKc_DDR2 PTKc_Tec_Rlk PTKc_ALK_LTK PTKc_FGFR PTKc_EphR_A10 PTKc_Tie1 PTKc_Tyro3 PTKc_Lyn PTKc_DDR_like PTKc_Tie2 PTKc_Tie PTKc_EphR_A PTKc_Fyn_Yrk PTKc_Fes PTKc_Yes PTKc_Src PTKc_Syk PTKc_Axl PTKc_Hck PTKc_HER4 PTKc_EGFR PTKc_HER2 PTKc_IGF-1R PTKc_InsR PTKc_Aatyk PTKc_FGFR4 PTKc_Zap-70 PTK_Jak_rpt1 PTKc_FGFR3 PTKc_FGFR1 PTKc_Ror2 PTK_Ryk PTKc_Aatyk1_Aatyk3 PTKc_FGFR2 PTKc_VEGFR PTK_Jak2_Jak3_rpt1 PTKc_VEGFR3 PTKc_Aatyk2 PTK_Tyk2_rpt1 PTKc_Kit PTKc_PDGFR_alpha PTKc_CSF-1R PTKc_VEGFR2"	protein.postranslational modification.kinase.receptor like cytoplasmatic kinase VII	29_4_1_57

CUST_59448_PI403524517	2	0.040293694	-0.0033626556	0.0033626556	-0.070607185	-0.03163147	0.074150085	35_16953	"Cluster: Os05g0239200 protein; n=4; Oryza sativa (japonica cultivar-group)|Rep: Os05g0239200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DJR2	CHR1V7|COORD:6385798..6387998| hAT dimerisation domain-containing protein / BED zinc finger domain-containing protein / transposase-related	AT1G18560.1	CHR03V5|COORD:29993399..29989609|protein transposon protein, putative, unclassified, expressed	LOC_Os03g52310.1	no descriptionweakly similar to ( 121)AT1G18560| Symbols:  | hAT dimerisation domain-containing protein / BED zinc finger domain-containing protein / transposase-related | chr1:6385798-6387998 FORWARDmoderately similar to ( 304)TRA1_MAIZEPutative AC transposase - Zea mays (Maize)not assigned hATC ZnF_BED zf-BED	DNA.synthesis/chromatin structure.retrotransposon/transposase.hat-like transposase	28_1_1_4

CUST_66939_PI403524517	2	-0.015183449	-0.1473093	-0.16160107	0.14541912	0.019488335	0.015182972	35_19117	"Cluster: Metal-dependent membrane protease-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Metal-dependent membrane protease-like - Oryza sativa (japonic"	UniRef90_Q654D3	CHR5V7|COORD:24448298..24450425| CAAX amino terminal protease family protein	AT5G60750.1	CHR06V5|COORD:17972898..17977690|protein abortive infection protein, putative, expressed	LOC_Os06g30910.1	no descriptionmoderately similar to ( 204)AT5G60750| Symbols:  | CAAX amino terminal protease family protein | chr5:24448298-24450425 FORWARDCOG1266 Abi	protein.degradation	29_5

CUST_16963_PI399408534	2	0.02627945	0.020158768	-0.09693384	-0.20752192	0.06279373	-0.020158768	35_22660	"Cluster: Hypothetical protein OJ1065_E04.11; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1065_E04.11 - Oryza sativa (japonica cultiv"	UniRef90_Q653T1	"CHR5V7|COORD:23313245..23313697| ZFP2 (ZINC FINGER PROTEIN 2); nucleic acid binding / transcription factor/ zinc ion binding"	AT5G57520.1	CHR09V5|COORD:22208021..22207162|protein zinc finger protein 2, putative, expressed	LOC_Os09g38610.1	"no descriptionvery weakly similar to (73.9)AT5G57520| Symbols: ZFP2 | ZFP2 (ZINC FINGER PROTEIN 2); nucleic acid binding / transcription factor/ zinc ion binding | chr5:23313245-23313697 FORWARDnot assigned PRK07764"	RNA.regulation of transcription.C2H2 zinc finger family	27_3_11

CUST_62766_PI403524517	2	0.021094322	-0.5710182	-0.037171364	-0.0042858124	0.0042848587	0.17638111	35_17897	"Cluster: Hypothetical protein OJ1119_B10.8; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1119_B10.8 - Oryza sativa (japonica cultivar"	UniRef90_Q6ZB67	CHR1V7|COORD:803635..806758| transcription initiation factor IIE (TFIIE) alpha subunit family protein / general transcription factor TFIIE family protein	AT1G03280.1	CHR08V5|COORD:15361395..15369007|protein RNA polymerase II transcription factor/ transcription initiation factor, putative, expressed	LOC_Os08g25460.1	no descriptionmoderately similar to ( 450)AT1G03280| Symbols:  | transcription initiation factor IIE (TFIIE) alpha subunit family protein / general transcription factor TFIIE family protein | chr1:803635-806758 FORWARDnot assigned TFIIE TFIIE_alpha TFA1	RNA.transcription	27_2

CUST_5607_PI404877155	2	-0.06550598	0.04293728	-0.051154137	-0.03887558	0.03887558	0.06683731	Contig17498_at	putative CCAAT displacement protein [Oryza sativa]	AAK38489.1	CCAAT displacement protein-related / CDP-related	At3g18480.1	protein putative CCAAT displacement protein	Os03g50300	"CCAAT displacement protein-related / CDP-related, similar to CCAAT displacement protein (CDP) (Cut-like 1) (Swiss-Prot:P39880) (Homo sapiens); contains Pfam:PF00904 Involucrin repeat"	RNA.regulation of transcription.unclassified	27_3_99

CUST_45645_PI403524517	2	0.09158611	1.0220885	-0.051927567	-0.09304571	-0.16684437	0.051927567	35_13082	"Cluster: Hypothetical protein OJ1773_H01.106; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1773_H01.106 - Oryza sativa (japonica cult"	UniRef90_Q7XIK4	"CHR1V7|COORD:22576838..22579039| BRD4 (BROMODOMAIN 4); DNA binding"	AT1G61215.1	CHR07V5|COORD:22668458..22664342|protein DNA binding protein, putative, expressed	LOC_Os07g37800.3	no description	not assigned.unknown	35_2

CUST_12632_PI404877155	2	1.0073862	-1.9219542	-1.0318136	1.2109575	0.49677753	-0.49677658	Contig6358_at	zinc finger protein [Oryza sativa (japonica cultivar-group)] dbj|BAD19334.1| zinc finger protein [Oryza sativa (japonica cultivar-group)] db	BAA33203.1	zinc finger (B-box type) family protein / salt-tolerance protein (STO)	At1g06040.1	protein B-box zinc finger, putative	Os02g39360	NONE	RNA.regulation of transcription.C2C2(Zn) CO-like, Constans-like zinc finger family	27_3_07

CUST_179352_PI403524517	2	0.6390991	-0.3011775	-0.3156705	0.046223164	0.35021687	-0.046223164	35_49881	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_38333_PI403524517	2	0.017317295	0.28472567	-0.017317772	0.39170074	-0.48482132	-0.5627656	35_11034	Rep: LigA - Anaeromyxobacter sp. Fw109-5	UniRef90_A1I168	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	CHR03V5|COORD:34936664..34930793|protein heat shock protein binding protein, putative, expressed	LOC_Os03g61730.1	no description	not assigned.unknown	35_2

CUST_5781_PI403524517	2	-0.8556881	1.9386568	-0.13440609	0.74102306	-0.4801798	0.13440609	35_1597	"Cluster: HAD-superfamily hydrolase, subfamily IA, variant 3, putative; n=1; Oryza sativa (japonica cultivar-group)|Rep: HAD-superfamily hydrolase,"	UniRef90_Q53RB5	CHR2V7|COORD:13666172..13667608| haloacid dehalogenase-like hydrolase family protein	AT2G32150.1	CHR03V5|COORD:28092272..28095500|protein phosphatase, putative, expressed	LOC_Os03g49440.1	no descriptionmoderately similar to ( 242)AT2G32150| Symbols:  | haloacid dehalogenase-like hydrolase family protein | chr2:13666172-13667608 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG1011 Herpes_BLLF1 PRK12678 Hydrolase PRK07003 TT_ORF1 Gph PRK12323 PRK07764 DUF1777 DUF1509 Protamine_P1 APC_basic Tymo_45kd_70kd	not assigned.no ontology	35_1

CUST_61357_PI403524517	2	-1.3702755	0.27606583	-0.16122437	0.6323414	0.16122341	-0.43244553	35_17511	Rep: Leucine zipper protein - Oryza sativa (Rice)	UniRef90_P93427	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	CHR03V5|COORD:3845621..3846232|protein expressed protein	LOC_Os03g07590.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_64252_PI403524517	2	0.114071846	-0.18174458	0.05177021	-0.06505108	-0.029977798	0.029977798	35_18344	"Cluster: Hypothetical protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2R1Q9	CHR3V7|COORD:8063070..8064482| leucine-rich repeat family protein / extensin family protein	AT3G22800.1	CHR11V5|COORD:22227878..22231599|protein hypothetical protein	LOC_Os11g38380.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_21578_PI403524517	2	-0.09761047	0.51626873	0.080901146	-0.010415077	-0.055441856	0.010414124	35_6265	"Cluster: Integral membrane protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Integral membrane protein, putative, expressed - Oryza"	UniRef90_Q10Q78	"CHR2V7|COORD:12139169..12140524| similar to integral membrane protein, putative [Arabidopsis thaliana] (TAIR:AT2G37200.1); similar to unknown [Solanum"	AT2G28370.1	CHR03V5|COORD:5565117..5567974|protein expressed protein	LOC_Os03g10870.1	" no descriptionmoderately similar to ( 201)AT2G28370| Symbols:  | similar to integral membrane protein, putative [Arabidopsis thaliana] (TAIR:AT2G37200.1); similar to unknown [Solanum tuberosum] (GB:ABB16987.1); similar to Os03g0206600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001049320.1); contains InterPro domain Protein of unknown function DUF588; (InterPro:IPR006702) | chr2:12139169-12140524 FORWARDDUF588 "	not assigned.unknown	35_2

CUST_59119_PI403524517	2	0.2697029	-0.21176147	-0.032251358	0.19346428	0.03225231	-0.17665768	35_16860	Rep: B0616E02-H0507E05.5 protein - Oryza sativa (Rice)	UniRef90_Q01HW7	CHR1V7|COORD:23253014..23254731| similar to B0616E02-H0507E05.5 [Oryza sativa (indica cultivar-group)] (GB:CAH67829.1)	AT1G62780.1	CHR04V5|COORD:362959..361308|protein expressed protein	LOC_Os04g01540.1	no descriptionweakly similar to ( 140)AT1G62780| Symbols:  | similar to B0616E02-H0507E05.5 [Oryza sativa (indica cultivar-group)] (GB:CAH67829.1) | chr1:23253014-23254731 REVERSE	not assigned.unknown	35_2

CUST_39645_PI403524517	2	0.00521183	-0.080993176	0.30580807	-0.00521183	0.2086997	-0.5371051	35_11401	"Cluster: Os06g0556300 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os06g0556300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DBK3	CHR4V7|COORD:63465..65365| F-box family protein	AT4G00160.1	CHR06V5|COORD:21217158..21212902|protein F-box domain containing protein, expressed	LOC_Os06g36220.1	no descriptionvery weakly similar to (57.4)AT3G03360| Symbols:  | F-box family protein | chr3:795225-796925 FORWARD	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_160663_PI403524517	2	-0.3291788	0.10663462	0.15563011	-0.072059155	-0.28470802	0.07205868	35_44832	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_84957_PI403524517	2	0.09354019	-0.4022436	-0.21906471	0.019845963	-0.019845009	0.14107132	35_24342	Rep: H0211B05.7 protein - Oryza sativa (Rice)	UniRef90_Q01JA5	0	0	CHR04V5|COORD:27936978..27938033|protein expressed protein	LOC_Os04g47450.1	no description	not assigned.unknown	35_2

CUST_21600_PI403524517	2	0.08418465	-0.5323858	-0.072836876	-0.010245323	0.06593704	0.0102443695	35_6270	"Cluster: Hypothetical protein P0681F05.134; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0681F05.134 - Oryza sativa (japonica cultivar"	UniRef90_Q7XHX9	"CHR3V7|COORD:54662..57456| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G28770.1); similar to conserved hypothetical protein [Medicago truncatula]"	AT3G01160.1	CHR07V5|COORD:20811188..20816227|protein pre-rRNA processing protein ESF1, putative, expressed	LOC_Os07g34740.1	" no descriptionvery weakly similar to (67.4)AT3G01160| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G28770.1); similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE90093.1); contains domain RNA-binding domain, RBD (SSF54928); contains domain UNCHARACTERIZED (PTHR12202); contains domain UNCHARACTERIZED (PTHR12202:SF5) | chr3:54662-57456 REVERSEnot assigned not assigned not assigned COG5638 TFIIF_alpha "	not assigned.unknown	35_2

CUST_13014_PI404877155	2	0.058660507	0.040151596	-0.1162281	-0.117853165	0.12667656	-0.04015255	Contig6738_at	hypothetical protein [imported] - rice gb|AAD27557.1| hypothetical protein [Oryza sativa subsp. indica]	T52067	RAN GTPase activating protein 2 (RanGAP2)	At5g19320.1	protein ran GTPase-activating protein [imported] - alfalfa	Os05g46560	RAN GTPase activating protein 2	signalling.G-proteins	30_5

CUST_7263_PI404877155	2	0.021482468	0.311759	0.010252953	-0.24312687	-0.029280663	-0.010252953	Contig21164_at	unknown [Arabidopsis thaliana]	AAM62498.1	expressed protein	At4g35910.1	protein expressed protein	Os12g39840	putative universal stress protein USP1	stress.abiotic.unspecified	20_2_99

CUST_121332_PI403524517	2	0.25577927	0.13338089	-2.156067	0.52303314	-1.0079575	-0.13338089	35_34271	Rep: H0510A06.17 protein - Oryza sativa (Rice)	UniRef90_Q25AK5	CHR1V7|COORD:490093..490497| proline-rich family protein	AT1G02405.1	CHR04V5|COORD:23896823..23899121|protein protein binding protein, putative, expressed	LOC_Os04g40630.4	no description	not assigned.unknown	35_2

CUST_122582_PI403524517	2	0.16519928	0.26605892	-0.017522812	-0.018939972	-0.061551094	0.017521858	35_34590	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_172095_PI403524517	2	-0.037950516	-0.34577036	-0.144166	0.20096731	0.037950516	0.8904958	35_47940	"Cluster: Pathogenesis-related protein 4; n=1; Triticum monococcum|Rep: Pathogenesis-related protein 4 - Triticum monococcum (Einkorn wheat) (Small spelt)"	UniRef90_Q6DQK2	CHR3V7|COORD:1285697..1286537| PR4 (PATHOGENESIS-RELATED 4)	AT3G04720.1	CHR11V5|COORD:21997175..21999168|protein win2 precursor, putative, expressed	LOC_Os11g37940.1	 no descriptionvery weakly similar to (53.1)AT3G04720| Symbols: HEL, PR-4, PR4 | PR4 (PATHOGENESIS-RELATED 4) | chr3:1285697-1286537 REVERSEvery weakly similar to (68.6)WHW2_WHEATWheatwin-2 precursor - Triticum aestivum (Wheat)Barwin 	stress.biotic	20_1

CUST_10094_PI404877155	2	0.042764664	0.2076664	-0.047652245	0.016339302	-0.016339302	-0.12590027	Contig3808_s_at	putative nifU-like protein [Oryza sativa (japonica cultivar-group)] dbj|BAB91740.1| putative iron-sulfur cofactor synthesis protein iscU [Or	NP_917385.1	iron-sulfur cluster assembly complex protein, putative	At4g22220.1	protein NifU-like N terminal domain, putative	Os01g47340	nifU protein homolog YPL135w	RNA.regulation of transcription.unclassified	27_3_99

CUST_54793_PI403524517	2	-0.26462364	-0.039393425	0.33644104	0.039393425	0.27866745	-0.20519829	35_15593	"Cluster: Hypothetical protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XXS5	CHR3V7|COORD:20000636..20001997| universal stress protein (USP) family protein	AT3G53990.1	CHR05V5|COORD:22193096..22196023|protein USP family protein, putative, expressed	LOC_Os05g37970.3	no descriptionweakly similar to ( 179)AT3G53990| Symbols:  | universal stress protein (USP) family protein | chr3:20000636-20001997 REVERSEnot assigned USP_Like Usp UspA STK_N	stress.abiotic.cold	20_2_2

CUST_180157_PI403524517	2	0.0012817383	-0.45956802	-0.05049324	0.020923615	0.06658554	-0.0012817383	35_50103	Rep: Histone H2B.3 - Zea mays (Maize)	UniRef90_Q43261	CHR5V7|COORD:24144432..24144884| histone H2B	AT5G59910.1	CHR01V5|COORD:2845932..2841231|protein core histone H2A/H2B/H3/H4 family protein, expressed	LOC_Os01g05970.1	 no descriptionweakly similar to ( 129)AT5G22880| Symbols:  | histone H2B, putative | chr5:7652133-7652570 REVERSEweakly similar to ( 134)H2B1_WHEATHistone H2B.1 - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned H2B Histone Tymo_45kd_70kd TT_ORF1 APC_basic PRK12323 DUF566 	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_9873_PI403524517	2	0.0056352615	0.7268419	-0.0056352615	-0.1303587	-0.08685017	0.051647186	35_2783	Rep: Protein yippee-like - Solanum tuberosum (Potato)	UniRef90_P59234	CHR2V7|COORD:16755237..16756435| yippee family protein	AT2G40110.1	CHR03V5|COORD:27946989..27950553|protein protein yippee-like, putative, expressed	LOC_Os03g49150.1	no descriptionweakly similar to ( 150)AT2G40110| Symbols:  | yippee family protein | chr2:16755237-16756304 FORWARDweakly similar to ( 163)YIPL_SOLTUProtein yippee-like - Solanum tuberosum (Potato)not assigned Yippee	not assigned.no ontology	35_1

CUST_104800_PI403524517	2	0.16586304	0.022926807	0.13077593	-0.022927284	-1.3419127	-0.5529213	35_29861	Rep: Putative polyprotein - Zea mays (Maize)	UniRef90_Q8SA93		0	CHR06V5|COORD:23169275..23164710|protein retrotransposon protein, putative, unclassified	LOC_Os06g39020.1	no description	not assigned.unknown	35_2

CUST_4307_PI404877155	2	0.119781494	-0.070183754	-0.0015926361	-0.020740509	0.0015916824	0.10259247	Contig15219_at	putative ethylene responsive factor [Oryza sativa]	NP_910161.1	ethylene response sensor / ethylene-responsive sensor (ERS)	At2g40940.1	protein ethylene responsive factor, putative	Os05g06320	NONE	hormone metabolism.ethylene.signal transduction	17_5_2

CUST_21893_PI399408534	2	0.51680374	-0.08485317	0.020264149	0.18011856	-0.21012354	-0.020263672	35_13116	"Cluster: SET domain-containing protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: SET domain-containing protein-like - Oryza sativa (japonica"	UniRef90_Q6Z9U6	CHR4V7|COORD:8651999..8662178| SET domain-containing protein	AT4G15180.1	CHR08V5|COORD:4684772..4690386|protein histone-lysine N-methyltransferase ATXR3, putative, expressed	LOC_Os08g08210.1	no descriptionhighly similar to ( 522)AT4G15180| Symbols:  | SET domain-containing protein | chr4:8651999-8662178 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned SET SET COG2940	RNA.regulation of transcription.SET-domain transcriptional regulator family	27_3_69

CUST_7274_PI399408534	2	0.16741085	-0.24503613	-0.29853916	0.04666233	0.099523544	-0.04666233	35_7230	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2RAA8	"CHR2|COORD:11657437..11661221| similar to expressed protein [Arabidopsis thaliana] (TAIR:At1g64625.1); similar to transcription factor-like [Oryza sativa"	AT2G27230.2	CHR11V5|COORD:2827505..2833603|protein helix-loop-helix DNA-binding, putative, expressed	LOC_Os11g06010.1	no descriptionweakly similar to ( 102)AT2G27230| Symbols:  | transcription factor-related | chr2:11657973-11660918 FORWARD	RNA.regulation of transcription.bHLH,Basic Helix-Loop-Helix family	27_3_6

CUST_32207_PI403524517	2	0.09685421	-0.5657015	-0.42848396	-0.043988228	0.17003918	0.043988228	35_9290	"Cluster: Hypothetical protein OSJNBb0006B22.5; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0006B22.5 - Oryza sativa (japonica cu"	UniRef90_Q5W6F7	CHR2V7|COORD:10749997..10752202| protein kinase family protein	AT2G25220.1	CHR02V5|COORD:4607650..4604016|protein phytosulfokine receptor precursor, putative, expressed	LOC_Os02g08530.1	no descriptionmoderately similar to ( 364)AT2G25220| Symbols:  | protein kinase family protein | chr2:10749997-10752202 REVERSEweakly similar to ( 158)NORK_PEANodulation receptor kinase precursor - Pisum sativum (Garden pea)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pkinase_Tyr S_TKc PTKc TyrKc Pkinase S_TKc PTKc_Csk_like PTKc_Tec_like SPS1 PTKc_Jak_rpt2 PTKc_Src_like PTKc_Chk PTKc_Frk_like PTKc_EphR PTKc_Fes_like PTKc_ALK_LTK PTKc_Ror PTKc_Trk PTKc_c-ros PTKc_DDR PTKc_Srm_Brk PTKc_Btk_Bmx PTKc_InsR_like PTKc_Tec_Rlk PTKc_Csk PTKc_FGFR PTKc_Fes PTK_CCK4 PTKc_Ack_like PTKc_Musk PTKc_EphR_A2 PTKc_Jak2_Jak3_rpt2 PTKc_Syk_like PTKc_Lck_Blk PTKc_Abl PTKc_RET PTKc_Lyn PTKc_Fyn_Yrk PTKc_Itk PTKc_EGFR_like PTKc_FGFR4 PTKc_PDGFR PTKc_DDR1 PTKc_Fer PTKc_Jak1_rpt2 PTKc_FGFR1 PTKc_TrkC PTKc_Src PTKc_DDR_like PTKc_Tyro3 PTKc_Met_Ron PTKc_Axl_like PTKc_FGFR3 PTKc_Yes PTKc_TrkA PTKc_Ror1 PTKc_EphR_A PTK_HER3 PTK_Ryk PTKc_TrkB PTKc_Tyk2_rpt2 PTKc_EphR_B PTKc_FGFR2 PTKc_DDR2 PTKc_IGF-1R PTKc_Tie2 PTKc_Syk PTKc_Hck PTKc_Tie1 PTKc_Axl PTKc_EphR_A10 PTKc_FAK PTKc_Tie PTKc_Zap-70 PTKc_InsR PTKc_VEGFR3 PTKc_CSF-1R PTKc_Ror2 PTK_Jak_rpt1 PTKc_HER4 PTKc_EGFR PTKc_Aatyk PTKc_VEGFR2 PTKc_VEGFR PTKc_Aatyk1_Aatyk3 PTKc_Kit PTKc_PDGFR_alpha PTKc_HER2 PTKc_Aatyk2 PTK_Jak2_Jak3_rpt1 PTKc_PDGFR_beta PTK_Jak1_rpt1 PTK_Tyk2_rpt1	protein.postranslational modification.kinase.receptor like cytoplasmatic kinase VII	29_4_1_57

CUST_130649_PI403524517	2	0.068060875	0.4599476	0.11620617	-0.22294998	-0.11315727	-0.068060875	35_36690	"Cluster: DnaJ domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: DnaJ domain containing protein, expressed - Oryza sativa (j"	UniRef90_Q10NS2	CHR5V7|COORD:7310603..7313543| DNAJ heat shock N-terminal domain-containing protein	AT5G22080.1	CHR03V5|COORD:8480417..8484729|protein dnaJ homolog subfamily C member 8, putative, expressed	LOC_Os03g15480.1	no descriptionweakly similar to ( 134)AT5G22080| Symbols:  | DNAJ heat shock N-terminal domain-containing protein | chr5:7310603-7313543 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DnaJ DnaJ DnaJ CbpA	stress.abiotic.heat	20_2_1

CUST_64165_PI403524517	2	0.13415337	-0.26389027	0.11106968	-0.24385262	0.0774622	-0.0774622	35_18322	"Cluster: Hypothetical protein P0636F09.16; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0636F09.16 - Oryza sativa (japonica cultivar-g"	UniRef90_Q75HQ2	CHR1V7|COORD:16899334..16900867| universal stress protein (USP) family protein	AT1G44760.1	CHR05V5|COORD:20926508..20923498|protein universal stress protein family protein, expressed	LOC_Os05g35380.1	no descriptionmoderately similar to ( 204)AT1G44760| Symbols:  | universal stress protein (USP) family protein | chr1:16899334-16900867 REVERSEnot assigned not assigned not assigned USP_Like Usp	stress.abiotic.unspecified	20_2_99

CUST_60833_PI403524517	2	7.381439E-4	0.09113884	-7.3719025E-4	-0.12903786	-0.06997299	0.08208084	35_17351	"Cluster: Os02g0781700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os02g0781700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DX12	"CHR5V7|COORD:20212787..20214414| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G24590.1); similar to unknown protein [Primula vulgaris]"	AT5G49710.3	CHR02V5|COORD:33121766..33118546|protein expressed protein	LOC_Os02g54080.2	"no descriptionvery weakly similar to (90.5)AT5G49710| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G24590.1); similar to Os02g0781700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001048312.1); similar to MADS box interactor-like [Oryza sativa (japonica cultivar-group)] (GB:BAD19444.1) | chr5:20212787-20213732 FORWARD"	not assigned.unknown	35_2

CUST_18951_PI404877155	2	0.13267708	0.011572838	-0.0115737915	-0.06733799	-0.064694405	0.12952518	HX14A13r_s_at	uncoupling protein [Zea mays]	AAL87666.1	plant uncoupling mitochondrial protein (PUMP)	At3g54110.1	protein Mitochondrial carrier protein, putative	Os11g48040	uncoupling protein	mitochondrial electron transport / ATP synthesis.uncoupling protein	9_8

CUST_43177_PI403524517	2	0.4427204	0.4377222	-0.033132076	-0.872427	-0.7023001	0.033132553	35_12399	"Cluster: Putative DNA polymerase III like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative DNA polymerase III like protein - Oryza sativa (jap"	UniRef90_Q6YPF5	CHR4V7|COORD:12778232..12781041| ATP binding / DNA-directed DNA polymerase	AT4G24790.1	CHR08V5|COORD:1104932..1109441|protein nucleoside-triphosphatase/ nucleotide binding protein, putative, expressed	LOC_Os08g02670.1	no descriptionvery weakly similar to (51.2)AT4G24790| Symbols:  | ATP binding / DNA-directed DNA polymerase | chr4:12778232-12781041 FORWARD	DNA.synthesis/chromatin structure	28_1

CUST_8484_PI403524517	2	-0.032764435	-0.5472641	0.11414909	0.011454582	0.08419132	-0.011455536	35_2370	"Cluster: Hypothetical protein B1206D04.8; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1206D04.8 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q5Z418	"CHR1V7|COORD:30179439..30180109| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G00695.1); similar to conserved hypothetical protein [Medicago"	AT1G80245.2	CHR06V5|COORD:31131835..31135053|protein expressed protein	LOC_Os06g51400.3	no description	not assigned.unknown	35_2

CUST_78772_PI403524517	2	-0.018321037	-0.37301826	0.018321991	0.14848709	0.37301064	-0.062086105	35_22585	Rep: Zinc transporter ZIP - Triticum aestivum (Wheat)	UniRef90_Q5G1L7	"CHR1V7|COORD:1545257..1547708| ZIP5 (ZINC TRANSPORTER 5 PRECURSOR); cation transporter"	AT1G05300.1	CHR04V5|COORD:30861473..30859134|protein zinc transporter 1 precursor, putative, expressed	LOC_Os04g52310.1	"no descriptionweakly similar to ( 106)AT3G12750| Symbols: ZIP1 | ZIP1 (ZINC TRANSPORTER 1 PRECURSOR); zinc ion transporter | chr3:4051957-4053163 REVERSEnot assigned Zip"	transport.metal	34_12

CUST_385_PI403524517	2	-0.015672684	-1.2664676	-0.17651176	0.09038067	0.061048508	0.015672684	35_101	"Cluster: HAD-superfamily hydrolase, subfamily IA, variant 3 containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: HAD-superfamily"	UniRef90_Q10I42	CHR3V7|COORD:17940728..17942536| haloacid dehalogenase-like hydrolase family protein	AT3G48420.1	CHR03V5|COORD:20334247..20341704|protein protein cbbY, putative, expressed	LOC_Os03g36750.1	no descriptionmoderately similar to ( 404)AT3G48420| Symbols:  | haloacid dehalogenase-like hydrolase family protein | chr3:17940728-17942536 FORWARDnot assigned COG0637 Gph Hydrolase PRK10826 PRK10725 COG1011 PRK10563 PRK11587	not assigned.no ontology	35_1

CUST_16746_PI403524517	2	0.1432457	0.014813423	-0.014814377	-0.15697193	-0.108961105	0.04395485	35_4836	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2RAZ4	"CHR3V7|COORD:11137477..11138779| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G19350.1); similar to expressed protein [Oryza sativa (japonica"	AT3G29170.1	CHR12V5|COORD:1390278..1386551|protein expressed protein	LOC_Os12g03500.2	" no descriptionweakly similar to ( 115)AT3G29170| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G19350.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABA91365.1); contains InterPro domain Protein of unknown function DUF872, eukaryotic; (InterPro:IPR008590) | chr3:11137477-11138779 REVERSEnot assigned DUF872 "	not assigned.unknown	35_2

CUST_10542_PI399408534	2	0.66760445	0.049025536	0.14887428	-0.063838005	-0.14545536	-0.049025536	35_13569	Rep: GRAB2 protein - Triticum sp	UniRef90_Q9ZRZ2	"CHR5V7|COORD:24718554..24719779| ANAC100/ATNAC5 (Arabidopsis NAC domain containing protein 100); transcription factor"	AT5G61430.1	CHR07V5|COORD:29040604..29038740|protein NAC domain-containing protein 21/22, putative, expressed	LOC_Os07g48550.1	" no descriptionweakly similar to ( 161)AT5G61430| Symbols: ANAC100, ATNAC5 | ANAC100/ATNAC5 (Arabidopsis NAC domain containing protein 100); transcription factor | chr5:24718554-24719779 REVERSEweakly similar to ( 136)NAC77_ORYSANAM "	RNA.regulation of transcription.NAC domain transcription factor family	27_3_27

CUST_17258_PI404877155	2	0.057209015	-0.43646717	-0.055747032	0.18294239	0.051210403	-0.05120945	HT11A06u_s_at	sulfate adenylyltransferase (EC 2.7.7.4) - maize gb|AAB94542.1| ATP sulfurylase [Zea mays]	T01204	sulfate adenylyltransferase 1 / ATP-sulfurylase 1 (APS1)	At3g22890.1	protein putative ATP sulfurylase	Os03g53230	putative ATP sulfurylase	S-assimilation.APS	14_01

CUST_101184_PI403524517	2	0.12728214	-9.7084045E-4	0.064359665	9.717941E-4	-9.7084045E-4	-0.027292252	35_28878	Rep: Cytosolic heat shock protein 90 - Hordeum vulgare (Barley)	UniRef90_Q7XJ80	"CHR5V7|COORD:22698636..22701137| HSP81-3 (Heat shock protein 81-3); ATP binding"	AT5G56010.1	CHR08V5|COORD:24590710..24586258|protein heat shock protein 81-1, putative, expressed	LOC_Os08g39140.3	"no descriptionmoderately similar to ( 245)AT5G56010| Symbols: HSP81-3 | HSP81-3 (Heat shock protein 81-3); ATP binding | chr5:22698636-22701137 FORWARDmoderately similar to ( 248)HSP81_ORYSAnot assigned not assigned HSP90 PRK05218 HtpG"	stress.abiotic.heat	20_2_1

CUST_16179_PI404877155	2	0.5321245	-0.8798523	-0.30833435	0.4886198	0.17208672	-0.17208576	EBem10_SQ001_N01_x_at	0	0	0	0	0	0	NONE	PS.lightreaction.photosystem II.PSII polypeptide subunits	1_01_01_02

CUST_168936_PI403524517	2	0.010694504	0.08382416	-0.06302357	-0.010695457	-0.04809475	0.21875	35_47048	"Cluster: Putative aminoacyl-t-RNA synthetase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative aminoacyl-t-RNA synthetase - Oryza sativa (japonica cult"	UniRef90_Q5VRH2	CHR3V7|COORD:17774096..17781949| EDD1 (EMBRYO-DEFECTIVE-DEVELOPMENT 1)	AT3G48110.1	CHR06V5|COORD:232787..243624|protein glycyl-tRNA synthetase 2, chloroplast/mitochondrial precursor, putative, expressed	LOC_Os06g01400.1	 no descriptionvery weakly similar to (99.0)AT3G48110| Symbols: EDD, EDD1 | EDD1 (EMBRYO-DEFECTIVE-DEVELOPMENT 1) | chr3:17774096-17781949 FORWARDGlyRS_alpha_core glyQ tRNA-synt_2e GlyQ 	protein.aa activation	29_1

CUST_187_PI404877155	2	0.11170387	-1.2195215	-0.2048521	-0.0060272217	0.0060281754	0.08613396	Contig10043_at	putative aspartate kinase [Oryza sativa (japonica cultivar-group)]	AAO20063.1	aspartate kinase	At5g13280.1	protein putative aspartate kinase	Os03g63330	aspartate kinase, identical to aspartate kinase (Arabidopsis thaliana) GI:4376158	amino acid metabolism.aspartate family.misc.homoserine.synthesis	13_1_3_6_1

CUST_94347_PI403524517	2	0.15999603	0.17283154	-0.1721983	-0.13215065	-0.13151932	0.13151932	35_26971	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_137053_PI403524517	2	0.08755112	-0.22478008	-0.1781187	-0.008730888	0.026515007	0.008729935	35_38436	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10NT2	"CHR1V7|COORD:27799008..27801195| similar to Os03g0259700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001049615.1); similar to expressed protein [Oryza"	AT1G73930.1	CHR03V5|COORD:8398158..8394685|protein expressed protein	LOC_Os03g15390.1	"no descriptionmoderately similar to ( 330)AT1G73930| Symbols:  | similar to Os03g0259700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001049615.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABF95074.1); contains InterPro domain Protein of unknown function DUF1630; (InterPro:IPR012860) | chr1:27799008-27801195 REVERSEnot assigned DUF1630"	not assigned.unknown	35_2

CUST_338_PI399407379	2	-0.44320488	-0.3522582	1.1795955	0.20428038	1.3582411	-0.20428038	HvNCED1									

CUST_5218_PI404877155	2	0.16504478	-0.6399307	-0.38463116	0.12504673	-0.041711807	0.041712284	Contig1676_at	23 KD JASMONATE-INDUCED PROTEIN pir||S22514 jasmonate-induced protein 1 - barley	P32024	0	0	protein expressed protein	Os04g24320	NONE	hormone metabolism.jasmonate.induced-regulated-responsive-activated	17_7_3

CUST_71924_PI403524517	2	0.030457497	-0.1251936	0.011540413	-0.1828928	-0.011540413	0.035671234	35_20618	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2R8L3	0	0	CHR11V5|COORD:6541495..6537392|protein expressed protein	LOC_Os11g11790.1	no description	not assigned.unknown	35_2

CUST_17763_PI404877155	2	0.19398546	1.9307461	0.016215324	-0.5277281	-0.44561672	-0.016215324	HV11O04r_at	glutamine-dependent asparagine synthetase 1 [Hordeum vulgare subsp. vulgare]	AAK49456.1	asparagine synthetase 1 (glutamine-hydrolyzing) / glutamine-dependent asparagine synthetase 1 (ASN1)	At3g47340.1	protein asparagine synthase (glutamine-hydrolyzing), putative	Os06g15420	NONE	amino acid metabolism.aspartate family.asparagine.synthesis	13_1_3_1

CUST_137988_PI403524517	2	0.25801802	-0.022621155	0.022620678	0.17845821	-0.11044121	-0.13349485	35_38699	Rep: 40S ribosomal protein S23-1 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q9SF35	CHR3V7|COORD:2969202..2970296| 40S ribosomal protein S23 (RPS23A)	AT3G09680.1	CHR03V5|COORD:34288349..34286109|protein 40S ribosomal protein S23, putative, expressed	LOC_Os03g60400.1	no descriptionweakly similar to ( 193)AT5G02960| Symbols:  | 40S ribosomal protein S23 (RPS23B) | chr5:693278-694394 REVERSEweakly similar to ( 193)RS23_FRAAN40S ribosomal protein S23 - Fragaria ananassa (Strawberry)not assigned not assigned Ribosomal_S23 rps12P RpsL Ribosomal_S12 Ribosomal_S12_like Ribosomal_S12 rps12 rpsL	protein.synthesis.misc ribososomal protein	29_2_2

CUST_86247_PI403524517	2	0.2264905	0.4861021	0.031141281	-0.28261375	-0.031141281	-0.555985	35_24701	"Cluster: RhoGEF Guanine nucleotide exchange factor for Rho/Rac/Cdc42-like GTPases-like precursor; n=1; Saccharophagus degradans 2-40|Rep: RhoGEF Guanine"	UniRef90_Q21N17	CHR1V7|COORD:9813206..9815130| Identical to Ubiquitin thioesterase otubain-like protein (EC 3.4.-.-) (Ubiquitin- specific-processing protease otubain-like)	AT1G28120.1	CHR08V5|COORD:26754520..26750112|protein ubiquitin thioesterase otubain-like protein, putative, expressed	LOC_Os08g42540.1	" no descriptionvery weakly similar to (66.6)AT1G28120| Symbols:  | Identical to Ubiquitin thioesterase otubain-like protein (EC 3.4.-.-) (Ubiquitin- specific-processing protease otubain-like) (Deubiquitinating enzyme otubain-like) [Arabidopsis Thaliana] (GB:Q8LG98;GB:Q9C7E1); similar to putative ubiquitin-specific protease otubain 1 [Oryza sativa (japonica cultivar-group)] (GB:BAD01239.1); similar to Os08g0537800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001062367.1); contains InterPro domain Ovarian tumour, otubain; (InterPro:IPR003323) | chr1:9813206-9815130 REVERSEnot assigned "	not assigned.unknown	35_2

CUST_175007_PI403524517	2	0.21687984	-0.025888443	-0.03620243	0.10944033	-0.076886654	0.02588892	35_48716	"Cluster: PRLI-interacting factor L-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: PRLI-interacting factor L-like - Oryza sativa (japonica cultivar-group"	UniRef90_Q69IK7	CHR1V7|COORD:30263164..30265462| PTAC17 (PLASTID TRANSCRIPTIONALLY ACTIVE17)	AT1G80480.1	CHR02V5|COORD:34065159..34069638|protein nuclear WD protein, putative, expressed	LOC_Os02g55630.1	no descriptionweakly similar to ( 162)AT1G80480| Symbols: PTAC17 | PTAC17 (PLASTID TRANSCRIPTIONALLY ACTIVE17) | chr1:30263164-30265462 REVERSEnot assigned not assigned CobW_C COG0523 PRK11537 znuA ZnuA PRK10019	cell.organisation	31_1

CUST_33112_PI399408534	2	0.24950266	0.69386864	0.088368416	-0.08836794	-0.105148315	-0.6824522	35_30942	"Cluster: Putative receptor-like protein kinase 2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative receptor-like protein kinase 2 - Oryza sativa (japon"	UniRef90_Q69X93	CHR1V7|COORD:12417309..12421167| leucine-rich repeat transmembrane protein kinase, putative	AT1G34110.1	CHR06V5|COORD:23147854..23143702|protein receptor-like protein kinase precursor, putative, expressed	LOC_Os06g38990.1	 no descriptionmoderately similar to ( 216)AT1G34110| Symbols:  | leucine-rich repeat transmembrane protein kinase, putative | chr1:12417309-12421167 REVERSEvery weakly similar to (76.6)PSKR_DAUCAPhytosulfokine receptor precursor - Daucus carota (Carrot)	signalling.receptor kinases.leucine rich repeat XI	30_2_11

CUST_27026_PI403524517	2	-0.012438774	0.64506626	0.09817505	-0.23017406	-0.1856041	0.012439728	35_7827	"Cluster: Hypothetical protein OJ1572_F02.1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1572_F02.1 - Oryza sativa (japonica cultivar"	UniRef90_Q6H891	0	0	CHR02V5|COORD:4630087..4629504|protein expressed protein	LOC_Os02g09050.1	no description	not assigned.unknown	35_2

CUST_60137_PI403524517	2	0.11210585	-0.52124166	-0.16815996	0.10206938	0.07013655	-0.07013655	35_17143	"Cluster: TPR repeat region family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: TPR repeat region family protein, expressed - Oryza sativ"	UniRef90_Q2R3B8	"CHR5V7|COORD:20767926..20769016| similar to Protein of unknown function DUF339 [Medicago truncatula] (GB:ABE80212.1); contains InterPro domain Protein of"	AT5G51040.1	CHR11V5|COORD:18671390..18673443|protein TPR repeat region family protein, expressed	LOC_Os11g32480.1	"no descriptionweakly similar to ( 196)AT5G51040| Symbols:  | similar to Protein of unknown function DUF339 [Medicago truncatula] (GB:ABE80212.1); contains InterPro domain Protein of unknown function DUF339; (InterPro:IPR005631) | chr5:20767926-20769016 FORWARDnot assigned not assigned not assigned DUF339 COG2938 PRK12323 PRK07764 PRK07003"	not assigned.unknown	35_2

CUST_2910_PI403524517	2	0.14585018	-0.9756317	-0.15722656	0.05735302	0.055430412	-0.055430412	35_795	"Cluster: BRI1-KD interacting protein 108; n=2; Oryza sativa (japonica cultivar-group)|Rep: BRI1-KD interacting protein 108 - Oryza sativa (japonica"	UniRef90_Q762A6	CHR3V7|COORD:1614647..1615210| 60S ribosomal protein L22-2 (RPL22B)	AT3G05560.2	CHR03V5|COORD:12778583..12776961|protein 60S ribosomal protein L22-2, putative, expressed	LOC_Os03g22340.1	no descriptionweakly similar to ( 161)AT3G05560| Symbols:  | structural constituent of ribosome | chr3:1614647-1615210 FORWARDnot assigned not assigned Ribosomal_L22e	protein.synthesis.misc ribososomal protein	29_2_2

CUST_10497_PI404877155	2	-0.0079956055	-0.007080078	-0.018140793	0.012764931	0.081041336	0.007081032	Contig4217_at	unnamed protein product [Oryza sativa (japonica cultivar-group)] dbj|BAA88179.1| putative isocitrate dehydrogenase [Oryza sativa (japonica c	NP_912978.1	isocitrate dehydrogenase, putative / NAD+ isocitrate dehydrogenase, putative	At5g03290.1	protein isocitrate dehydrogenase, NAD-dependent	Os01g16900	gi|6539562|dbj|BAA88179.1| unnamed protein product	TCA / org. transformation.other organic acid transformaitons.IDH	8_2_04

CUST_119159_PI403524517	2	-0.08929682	-0.18559694	0.28189945	0.27447557	-0.11983776	0.08929634	35_33720	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_77271_PI403524517	2	-0.054559708	-0.6550827	0.054559708	0.45132828	0.118003845	-0.055693626	35_22147	"Cluster: NLI interacting factor (NIF) family protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: NLI interacting factor (NIF) family protein-like - O"	UniRef90_Q5QLC5	CHR3V7|COORD:20771776..20773871| NLI interacting factor (NIF) family protein	AT3G55960.1	CHR01V5|COORD:35990754..35987935|protein CTD small phosphatase-like protein, putative, expressed	LOC_Os01g61640.1	no descriptionmoderately similar to ( 267)AT3G55960| Symbols:  | NLI interacting factor (NIF) family protein | chr3:20771776-20773871 REVERSEnot assigned not assigned CPDc NIF FCP1	not assigned.no ontology	35_1

CUST_169148_PI403524517	2	0.44241047	0.097839355	-0.027441502	-0.17927456	-0.13943195	0.027441978	35_47108	"Cluster: TPR Domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: TPR Domain containing protein, expressed - Oryza sativa (jap"	UniRef90_Q336U8	CHR1V7|COORD:28764593..28769680| tetratricopeptide repeat (TPR)-containing protein	AT1G76630.1	CHR10V5|COORD:21123894..21116194|protein TPR Domain containing protein, expressed	LOC_Os10g40050.1	no descriptionvery weakly similar to (71.6)AT1G76630| Symbols:  | tetratricopeptide repeat (TPR)-containing protein | chr1:28764593-28769680 FORWARDnot assigned	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_62579_PI403524517	2	0.049311638	-0.39820385	-0.13908482	0.02270794	0.12024784	-0.02270794	35_17843	"Cluster: Eukaryotic translation initiation factor 4B; n=3; Triticum aestivum|Rep: Eukaryotic translation initiation factor 4B - Triticum aestivum (Wheat)"	UniRef90_Q9AUJ7	CHR1V7|COORD:4440925..4443518| eukaryotic translation initiation factor, putative (EIF4B5)	AT1G13020.1	CHR04V5|COORD:23793982..23797782|protein eukaryotic translation initiation factor 4B, putative, expressed	LOC_Os04g40400.1	no descriptionweakly similar to ( 190)AT3G26400| Symbols: EIF4B1 | EIF4B1 (eukaryotic translation initiation factor 4B1) | chr3:9667853-9670318 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned eIF-4B PRK07003 PRK12323 PRK07764 TT_ORF1 Tymo_45kd_70kd Atrophin-1 APC_basic FAP	protein.synthesis.initiation	29_2_3

CUST_174978_PI403524517	2	-0.12046385	0.23250866	-0.448936	-0.0043678284	0.2634592	0.0043678284	35_48708	Rep: CTR1-like protein kinase - Rosa hybrid cultivar	UniRef90_Q93XL9	"CHR5V7|COORD:974957..979659| CTR1 (CONSTITUTIVE TRIPLE RESPONSE 1); kinase"	AT5G03730.2	CHR02V5|COORD:19326261..19318351|protein protein kinase domain containing protein, expressed	LOC_Os02g32610.3	" no descriptionvery weakly similar to (89.7)AT5G03730| Symbols: SIS1, CTR1 | CTR1 (CONSTITUTIVE TRIPLE RESPONSE 1); kinase/ protein threonine/tyrosine kinase | chr5:974957-979659 REVERSEnot assigned "	protein.postranslational modification	29_4

CUST_63309_PI403524517	2	0.5199747	-0.4241457	0.04528141	-0.045282364	-0.15726948	0.2771454	35_18076	"Cluster: Hypothetical protein OSJNBa0042F15.2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0042F15.2 - Oryza sativa (japonica cu"	UniRef90_Q75GB3	CHR5V7|COORD:3709735..3713995| catalytic	AT5G11560.1	CHR05V5|COORD:7906348..7915727|protein expressed protein	LOC_Os05g14170.1	no descriptionmoderately similar to ( 223)AT5G11560| Symbols:  | catalytic | chr5:3709735-3713995 REVERSEnot assigned	not assigned.no ontology	35_1

CUST_80954_PI403524517	2	0.047930717	-0.7574005	-0.017160416	9.212494E-4	0.2681589	-9.202957E-4	35_23217	"Cluster: Hypothetical protein OJ1163_C07.30; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1163_C07.30 - Oryza sativa (japonica cultiv"	UniRef90_Q67UF1	"CHR1V7|COORD:25543073..25544077| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G77770.2); similar to Pm27 [Prunus mume] (GB:BAE48661.1); contains"	AT1G68140.2	CHR09V5|COORD:16947034..16944130|protein expressed protein	LOC_Os09g27860.1	"no descriptionweakly similar to ( 186)AT1G68140| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G77770.2); similar to Pm27 [Prunus mume] (GB:BAE48661.1); contains InterPro domain Protein of unknown function DUF1644; (InterPro:IPR012866) | chr1:25543073-25544077 REVERSEDUF1644"	not assigned.unknown	35_2

CUST_125074_PI403524517	2	-0.1092	-0.23586655	-0.44868183	0.16438246	0.4239936	0.109199524	35_35238	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_26497_PI403524517	2	0.09090614	-0.4415655	-0.16309643	0.10981083	-0.009283066	0.009283066	35_7676	"Cluster: P0648C09.9 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: P0648C09.9 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8RYZ1	CHR1V7|COORD:27157485..27159271| SEC14 cytosolic factor family protein / phosphoglyceride transfer family protein	AT1G72160.1	CHR01V5|COORD:38275718..38278879|protein patellin-5, putative, expressed	LOC_Os01g65380.1	no descriptionweakly similar to ( 161)AT1G72160| Symbols:  | SEC14 cytosolic factor family protein / phosphoglyceride transfer family protein | chr1:27157485-27159271 REVERSEnot assigned not assigned	transport.misc	34_99

CUST_73247_PI403524517	2	-0.031119347	-0.24781704	0.12397003	-0.073783875	0.07768059	0.031119347	35_21000	"Cluster: Hypothetical protein OJ1293_A01.5; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1293_A01.5 - Oryza sativa (japonica cultivar"	UniRef90_Q6K7H0	"CHR2V7|COORD:11208848..11210997| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G63170.1); similar to conserved hypothetical protein [Medicago"	AT2G26310.1	CHR02V5|COORD:32951550..32955521|protein expressed protein	LOC_Os02g53810.1	"no descriptionmoderately similar to ( 279)AT2G26310| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G63170.1); similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE80234.1); contains domain Chalcone isomerase (SSF54626) | chr2:11208848-11210997 FORWARD"	not assigned.unknown	35_2

CUST_77356_PI403524517	2	-0.037812233	-0.13769531	0.037812233	0.10617733	0.16624928	-0.079208374	35_22169	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_5468_PI404877155	2	-2.229457	-0.38093948	1.7772293	-0.08860779	1.8457928	0.08860779	Contig1718_s_at	"dehydrin 9 [Hordeum vulgare] gb|AAF01697.1| dehydrin; DHN9 [Hordeum vulgare] gb|AAQ55347.1| dehydrin 9 [Hordeum vulgare subsp. spontaneum]"	AAD02260.1	dehydrin, putative	At3g50980.1	protein dehydrin rab 16c	Os11g26760	dehydrin 9	stress.abiotic.unspecified	20_2_99

CUST_27207_PI403524517	2	0.12577534	0.030872345	-0.21471024	-0.08966255	0.027192116	-0.027191162	35_7879	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_122943_PI403524517	2	0.15894032	0.24665165	0.27742243	-0.29421043	-0.15894032	-0.20693588	35_34680	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_101125_PI403524517	2	0.3283596	0.09362602	-0.14883327	-0.09362602	-0.48310375	0.19747162	35_28862	"Cluster: Agenet domain containing protein, expressed; n=6; Oryza sativa|Rep: Agenet domain containing protein, expressed - Oryza sativa (japonica cultivar-group"	UniRef90_Q108Y7	"CHR4V7|COORD:9689275..9693384| ATG2484-1 (Arabidopsis thaliana G2484-1 protein); RNA binding"	AT4G17330.1	CHR10V5|COORD:21706564..21694510|protein ATG2484-1, putative, expressed	LOC_Os10g41030.3	no description	not assigned.unknown	35_2

CUST_48347_PI403524517	2	0.0501194	-0.050120354	-0.21873665	0.20193672	0.1594162	-0.27330303	35_13817	"Cluster: Fructose-bisphosphate aldolase, chloroplast precursor; n=4; Oryza sativa|Rep: Fructose-bisphosphate aldolase, chloroplast precursor - Oryza sativa (Ric"	UniRef90_Q40677	CHR4V7|COORD:18163708..18165653| fructose-bisphosphate aldolase, putative	AT4G38970.1	CHR11V5|COORD:3487562..3484456|protein fructose-bisphosphate aldolase, chloroplast precursor, putative, expressed	LOC_Os11g07020.1	 no descriptionhighly similar to ( 639)AT4G38970| Symbols:  | fructose-bisphosphate aldolase, putative | chr4:18163763-18165653 REVERSEhighly similar to ( 722)ALFC_ORYSAnot assigned Glycolytic FBP_aldolase_I_a COG3588 FBP_aldolase_I PRK05377 FBP_aldolase_I_bact 	PS.calvin cyle.aldolase	1_3_6

CUST_122816_PI403524517	2	0.06446934	-0.45925522	-0.0056581497	0.040519714	0.005657196	-0.13014317	35_34649	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_105087_PI403524517	2	-0.35615778	0.024334908	0.11478329	-0.024335384	0.33325005	-0.41221762	35_29935	"Cluster: Poly(A) polymerase-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Poly(A) polymerase-like protein - Oryza sativa (japonica cultivar-gro"	UniRef90_Q8H5F2	CHR3V7|COORD:2044449..2047040| polynucleotide adenylyltransferase	AT3G06560.1	CHR07V5|COORD:29252797..29258251|protein poly, putative, expressed	LOC_Os07g48890.1	no description	not assigned.unknown	35_2

CUST_17910_PI403524517	2	0.0941143	0.13298416	-0.13455105	-0.09827709	0.04369068	-0.043691635	35_5169	Rep: AML15 - Triticum aestivum (Wheat)	UniRef90_Q6J734	"CHR5|COORD:24895746..24901376| similar to RNA recognition motif (RRM)-containing protein [Arabidopsis thaliana] (TAIR:At5g07290.1); similar to AML1"	AT5G61960.2	CHR02V5|COORD:29853368..29861584|protein AML1, putative, expressed	LOC_Os02g48790.4	"no descriptionvery weakly similar to (53.1)AT5G61960| Symbols: AML1 | AML1 (ARABIDOPSIS MEI2-LIKE PROTEIN 1); RNA binding | chr5:24896227-24900709 REVERSE"	cell.division	31_2

CUST_55995_PI403524517	2	0.04343033	-0.23666	-0.021165848	0.013005257	0.105579376	-0.013005257	35_15938	"Cluster: Putative cinnamoyl-CoA reductase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative cinnamoyl-CoA reductase - Oryza sativa (japonica cultivar-g"	UniRef90_Q69U05	CHR2V7|COORD:14233949..14235574| cinnamoyl-CoA reductase family	AT2G33600.1	CHR06V5|COORD:25075552..25072545|protein dihydroflavonol-4-reductase, putative, expressed	LOC_Os06g41810.1	no descriptionmoderately similar to ( 352)AT2G33600| Symbols:  | cinnamoyl-CoA reductase family | chr2:14233949-14235574 FORWARDmoderately similar to ( 209)DFRA_MAIZEDihydroflavonol-4-reductase - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned WcaG Epimerase 3Beta_HSD NAD_binding_4 GalE adh_short Polysacc_synt_2 KR COG1086 COG3320 NmrA PRK07201 fabG fabG COG0702 FabG Gmd	secondary metabolism.flavonoids.dihydroflavonols	16_8_3

CUST_33469_PI399408534	2	0.07883263	-0.59033203	-0.12947273	-0.046920776	0.04692173	0.06176567	35_24247	Rep: DNA-binding protein - Triticum aestivum (Wheat)	UniRef90_Q9MQV2	CHR1V7|COORD:30186157..30188223| DNA-binding protein, putative	AT1G80270.2	CHR12V5|COORD:3571002..3565985|protein DNA-binding protein, putative, expressed	LOC_Os12g07260.1	 no descriptionweakly similar to ( 103)AT1G80270| Symbols:  | DNA-binding protein, putative | chr1:30186157-30188223 FORWARD	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_138058_PI403524517	2	-0.09175873	0.37693596	0.09175873	-0.2161045	-0.09748173	0.18247604	35_38718	"Cluster: Putative Avr9/Cf-9 rapidly elicited protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Avr9/Cf-9 rapidly elicited protein - Oryza sativ"	UniRef90_Q69SQ5	CHR5V7|COORD:6308..8269| protein kinase family protein	AT5G01020.1	CHR06V5|COORD:5198452..5195740|protein protein kinase APK1A, chloroplast precursor, putative, expressed	LOC_Os06g10160.1	no description	not assigned.unknown	35_2

CUST_155288_PI403524517	2	0.22406626	-0.116959095	0.26005697	0.052390575	-0.052391052	-0.18841648	35_43378	"Cluster: OTU-like cysteine protease-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: OTU-like cysteine protease-like - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6K722	CHR5V7|COORD:23551169..23556691| actin binding	AT5G58160.1	CHR02V5|COORD:35178289..35172389|protein cysteine-type peptidase, putative, expressed	LOC_Os02g57410.9	no description	not assigned.unknown	35_2

CUST_4797_PI404877155	2	-0.011713982	0.30663395	0.027057648	-0.24682045	0.011713982	-0.15896893	Contig16088_at	putative ROP6 protein [Hordeum vulgare subsp. vulgare]	CAD27894.1	Rac-like GTP-binding protein (ARAC7)	At4g28950.1	protein small GTP-binding protein OsRac2	Os05g43820	Rac-like GTP-binding protein (ARAC7), identical to rac GTP binding protein Arac7 GI:3702962 from (Arabidopsis thaliana)	signalling.G-proteins	30_5

CUST_56852_PI403524517	2	0.24393845	-0.33759785	-0.24546814	-0.050806046	0.06376171	0.050807	35_16201	"Cluster: Putative carboxyl-terminal proteinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative carboxyl-terminal proteinase - Oryza sativa (japonica"	UniRef90_Q6ZL19	"CHR1V7|COORD:20670192..20672168| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G56530.1); similar to unknown protein [Arabidopsis thaliana]"	AT1G55360.1	CHR07V5|COORD:23176522..23181113|protein carboxyl-terminal peptidase, putative, expressed	LOC_Os07g38590.1	" no descriptionmoderately similar to ( 288)AT1G55360| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G56530.1); similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G13510.1); similar to Os07g0205500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001059148.1); similar to Os07g0573400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001060067.1); similar to Protein of unknown function DUF239, plant [Medicago truncatula] (GB:ABE82132.1); contains InterPro domain Protein of unknown function DUF239, plant; (InterPro:IPR004314) | chr1:20670192-20672168 REVERSEDUF239 "	not assigned.unknown	35_2

CUST_169492_PI403524517	2	0.018123627	0.52629185	0.19068003	-0.14923811	-0.01812315	-0.3667698	35_47207	"Cluster: Streptomyces cyclase/dehydrase family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Streptomyces cyclase/dehydrase family protei"	UniRef90_Q10AX3	"CHR5V7|COORD:2841537..2845336| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G01650.2); similar to Streptomyces cyclase/dehydrase [Medicago"	AT5G08720.1	CHR03V5|COORD:35151821..35157203|protein cyclase/dehydrase family protein, expressed	LOC_Os03g62170.2	"no descriptionmoderately similar to ( 238)AT5G08720| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G01650.2); similar to Streptomyces cyclase/dehydrase [Medicago truncatula] (GB:ABE86175.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAO41142.1); similar to Os03g0837900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001051834.1); contains InterPro domain Streptomyces cyclase/dehydrase; (InterPro:IPR005031) | chr5:2841537-2845336 REVERSEPolyketide_cyc"	not assigned.unknown	35_2

CUST_61179_PI403524517	2	0.24076462	-0.32595062	-0.35386276	0.18238735	0.05589485	-0.05589485	35_17453	"Cluster: OSA15 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: OSA15 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5JCT1	CHR1|COORD:24733292..24736125| senescence-associated family protein, similar to senescence-associated protein (GI:12836895) (Ipomoea batatas)	AT1G66330.2	CHR05V5|COORD:2764068..2770016|protein ATA15 protein, putative, expressed	LOC_Os05g05600.3	no descriptionmoderately similar to ( 360)AT1G66330| Symbols:  | senescence-associated family protein | chr1:24733543-24735807 REVERSE	development.unspecified	33_99

CUST_11053_PI403524517	2	-0.013174057	0.38393974	-0.16817284	0.25380993	0.013175011	-0.02143383	35_3124	"Cluster: Shikimate kinase 1; n=2; Oryza sativa (japonica cultivar-group)|Rep: Shikimate kinase 1 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5NTH4	CHR2V7|COORD:9358186..9359961| shikimate kinase, putative	AT2G21940.2	CHR02V5|COORD:31485829..31488487|protein shikimate kinase, chloroplast precursor, putative, expressed	LOC_Os02g51410.1	no descriptionmoderately similar to ( 254)AT2G21940| Symbols:  | ATP binding / shikimate kinase | chr2:9358186-9359961 FORWARDaroK SK AroK SKI aroL aroK PRK08154 PRK00625 CMPK	amino acid metabolism.synthesis.aromatic aa.chorismate.shikimate kinase	13_1_6_1_5

CUST_53365_PI403524517	2	0.06849861	-0.3886261	-0.26221752	0.039233208	-0.018289566	0.018289566	35_15184	"Cluster: Fatty acid elongase, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Fatty acid elongase, putative, expressed - Oryza sativa (jap"	UniRef90_Q7XEM4	CHR2V7|COORD:11337172..11338701| beta-ketoacyl-CoA synthase, putative	AT2G26640.1	CHR10V5|COORD:14236340..14231210|protein fatty acid elongase, putative, expressed	LOC_Os10g28060.1	 no descriptionhighly similar to ( 525)AT2G26640| Symbols:  | beta-ketoacyl-CoA synthase, putative | chr2:11337172-11338701 FORWARDvery weakly similar to (56.6)CHS3_SOYBNChalcone synthase 3 - Glycine max (Soybean)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned FAE1_CUT1_RppA CHS_like BcsA FabH Herpes_BLLF1 KAS_III init_cond_enzymes PRK07003 Atrophin-1 PRK12323 TT_ORF1 ACP_syn_III_C AF-4 Tymo_45kd_70kd PRK07764 DUF566 APC_basic KAR9 Herpes_gp2 PRK09258 Herpes_UL32 	lipid metabolism.FA synthesis and FA elongation.beta ketoacyl CoA synthase	11_1_10

CUST_42652_PI403524517	2	0.0033402443	0.58166265	0.52575064	-0.0033402443	-0.39802074	-0.72306013	35_12252	"Cluster: Secondary cell wall-related glycosyltransferase family 14, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Secondary cell wall-re"	UniRef90_Q337V3	CHR1V7|COORD:26811102..26812814| glycosyltransferase family 14 protein / core-2/I-branching enzyme family protein	AT1G71070.1	CHR10V5|COORD:15291962..15295406|protein xylosyltransferase 2, putative, expressed	LOC_Os10g30080.1	no description	not assigned.unknown	35_2

CUST_161169_PI403524517	2	-0.048498154	-0.19275856	0.119699	0.04849863	0.1647582	-0.25171375	35_44966	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_31855_PI399408534	2	0.09421682	1.5114784	-0.38813496	0.27536106	-0.09421682	-0.1621561	35_23852	"Cluster: C-repeat binding factor 3-like protein; n=12; Hordeum vulgare|Rep: C-repeat binding factor 3-like protein - Hordeum spontaneum (Barley)"	UniRef90_Q5D682	"CHR5V7|COORD:21134339..21135013| CBF4/DREB1D (C- REPEAT-BINDING FACTOR 4); DNA binding / transcription factor/ transcriptional activator"	AT5G51990.1	CHR09V5|COORD:20399782..20398856|protein dehydration-responsive element-binding protein 1D, putative, expressed	LOC_Os09g35020.1	" no descriptionweakly similar to ( 104)AT5G51990| Symbols: CBF4, DREB1D | CBF4/DREB1D (C- REPEAT-BINDING FACTOR 4); DNA binding / transcription factor/ transcriptional activator | chr5:21134339-21135013 REVERSEnot assigned not assigned AP2 AP2 AP2 Tymo_45kd_70kd PRK12323 PRK09169 "	RNA.regulation of transcription.AP2/EREBP, APETALA2/Ethylene-responsive element binding protein family	27_3_3

CUST_69775_PI403524517	2	-0.11934948	-0.1297493	0.3041849	-0.086455345	0.12949276	0.086455345	35_19964	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_56140_PI403524517	2	0.018490791	0.06901455	-0.057465553	-0.018490791	-0.05422783	0.028315544	35_15979	"Cluster: E3 ubiquitin protein ligase UPL1, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: E3 ubiquitin protein ligase UPL1, putative, exp"	UniRef90_Q2QSH6	"CHR1V7|COORD:20883566..20899059| UPL1 (UBIQUITIN-PROTEIN LIGASE 1); ubiquitin-protein ligase"	AT1G55860.1	CHR12V5|COORD:13694406..13699916|protein UPL2, putative, expressed	LOC_Os12g24080.1	"no descriptionnearly identical (1003)AT1G55860| Symbols: UPL1 | UPL1 (UBIQUITIN-PROTEIN LIGASE 1); ubiquitin-protein ligase | chr1:20883566-20899059 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned HUL4 HECTc HECTc HECT"	protein.degradation.ubiquitin.E3.HECT	29_5_11_4_1

CUST_54667_PI403524517	2	-0.027635574	0.093940735	0.07399082	-0.1212616	0.005554199	-0.005554199	35_15561	Rep: GTP-binding protein - Triticum aestivum (Wheat)	UniRef90_Q6YKA9	CHR1V7|COORD:10831935..10835436| GTP binding	AT1G30580.1	CHR08V5|COORD:5740393..5745485|protein GTP-binding protein PTD004, putative, expressed	LOC_Os08g09940.1	no descriptionmoderately similar to ( 304)AT1G30580| Symbols:  | GTP binding | chr1:10831935-10835436 REVERSEnot assigned YchF PRK09601 COG0012 TGS_YchF_C DUF933	not assigned.unknown	35_2

CUST_22715_PI399408534	2	0.28879833	-0.20162582	0.15485954	0.051947594	-0.33721828	-0.051947117	35_12662	"Cluster: Trithorax-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: Trithorax-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K431	"CHR2V7|COORD:13462525..13469258| ATX1 (ARABIDOPSIS HOMOLOGUE OF TRITHORAX); histone-lysine N-methyltransferase/ phosphatidylinositol-5-phosphate"	AT2G31650.1	CHR09V5|COORD:2614920..2600653|protein histone-lysine N-methyltransferase, H3 lysine-4 specific ATX1, putative, expressed	LOC_Os09g04890.2	"no descriptionweakly similar to ( 181)AT2G31650| Symbols: ATX1 | ATX1 (ARABIDOPSIS HOMOLOGUE OF TRITHORAX); histone-lysine N-methyltransferase/ phosphatidylinositol-5-phosphate binding | chr2:13462525-13469258 REVERSEnot assigned PWWP PWWP"	RNA.regulation of transcription.SET-domain transcriptional regulator family	27_3_69

CUST_8369_PI399408534	2	-0.3400221	-0.6229105	0.14330769	0.07752895	0.39819813	-0.077528	35_11422	"Cluster: 6b-interacting protein 1-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: 6b-interacting protein 1-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8LJG7	CHR3V7|COORD:21694905..21696748| transcription factor	AT3G58630.1	CHR01V5|COORD:28019057..28017259|protein 6b-interacting protein 1, putative, expressed	LOC_Os01g48320.1	no descriptionvery weakly similar to (62.0)AT5G05550| Symbols:  | transcription factor | chr5:1639530-1640551 REVERSE	RNA.regulation of transcription.Trihelix, Triple-Helix transcription factor family	27_3_30

CUST_168429_PI403524517	2	0.24575949	0.3231988	0.026717186	-0.026717186	-0.2598586	-0.105294704	35_46906	"Cluster: WD-40 repeat family protein, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: WD-40 repeat family protein, putative, expressed - O"	UniRef90_Q10D20	CHR1V7|COORD:712971..726891| WD-40 repeat family protein / beige-related	AT1G03060.1	CHR03V5|COORD:30532454..30514981|protein beige/BEACH domain containing protein, expressed	LOC_Os03g53280.1	no descriptionmoderately similar to ( 380)AT1G03060| Symbols:  | WD-40 repeat family protein / beige-related | chr1:712971-726891 REVERSEnot assigned not assigned Beach	not assigned.no ontology	35_1

CUST_75227_PI403524517	2	-0.19030762	0.2598133	0.029550552	-0.029550552	-0.045315742	0.09597969	35_21561	0	0	0	0	CHR01V5|COORD:1830912..1834535|protein expressed protein	LOC_Os01g04160.1	no description	not assigned.unknown	35_2

CUST_65833_PI403524517	2	0.16910458	-0.26469707	-0.13058472	0.012813568	-0.012813568	0.08249664	35_18805	"Cluster: Chloroplast Mg-chelatase subunit XANTHA-G precursor; n=2; Hordeum vulgare|Rep: Chloroplast Mg-chelatase subunit XANTHA-G precursor - Hordeum vulgare (B"	UniRef90_Q45KX6	"CHR1V7|COORD:2696541..2700822| CHLD/PDE166 (PIGMENT DEFECTIVE 166); ATP binding / magnesium chelatase/ nucleoside-triphosphatase/ nucleotide binding"	AT1G08520.1	CHR03V5|COORD:33894227..33900896|protein magnesium-chelatase subunit chlD, chloroplast precursor, putative, expressed	LOC_Os03g59640.1	" no descriptionmoderately similar to ( 481)AT1G08520| Symbols: PDE166, CHLD | CHLD/PDE166 (PIGMENT DEFECTIVE 166); ATP binding / magnesium chelatase/ nucleoside-triphosphatase/ nucleotide binding | chr1:2696541-2700822 FORWARDmoderately similar to ( 491)CHLD_PEAMagnesium-chelatase subunit chlD, chloroplast precursor - Pisum sativum (Garden pea)ChlD vWA_Magnesium_chelatase VWA vWA_subgroup vWFA vWA_interalpha_trypsin_inhibitor vWA_C3HC4_type VWA "	tetrapyrrole synthesis.magnesium chelatase	19_10

CUST_61226_PI403524517	2	-0.015171051	0.71218395	0.17873669	-0.089613914	0.015171051	-0.064391136	35_17470	"Cluster: Seed maturation protein PM23, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Seed maturation protein PM23, putative, expressed -"	UniRef90_Q2QN28	"CHR2V7|COORD:6414039..6416097| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G14970.1); similar to seed maturation protein PM23 [Glycine max]"	AT2G14910.1	CHR12V5|COORD:24104229..24108313|protein seed maturation protein PM23, putative, expressed	LOC_Os12g39200.2	"no descriptionmoderately similar to ( 302)AT2G14910| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G14970.1); similar to seed maturation protein PM23 [Glycine max] (GB:AAF21309.1) | chr2:6414277-6416097 REVERSE"	not assigned.unknown	35_2

CUST_66428_PI403524517	2	0.21286774	0.88071823	-0.40478706	-0.03451681	-0.71575785	0.03451681	35_18968	"Cluster: Electron transfer flavoprotein-ubiquinone oxidoreductase,mitochondrial, putative, expressed; n=4; Oryza sativa|Rep: Electron transfer"	UniRef90_Q337B7	"CHR2V7|COORD:18028381..18032118| ETFQO (ELECTRON-TRANSFER FLAVOPROTEIN:UBIQUINONE OXIDOREDUCTASE); catalytic/ electron acceptor"	AT2G43400.1	CHR10V5|COORD:19578771..19584228|protein electron transfer flavoprotein-ubiquinone oxidoreductase,mitochondrial precursor, putative,	LOC_Os10g37210.2	"no descriptionvery weakly similar to (95.5)AT2G43400| Symbols: ETFQO | ETFQO (ELECTRON-TRANSFER FLAVOPROTEIN:UBIQUINONE OXIDOREDUCTASE); catalytic/ electron acceptor | chr2:18028381-18032118 FORWARDnot assigned ETF_QO"	mitochondrial electron transport / ATP synthesis.electron transfer flavoprotein	9_3

CUST_17933_PI403524517	2	0.043676376	0.02348423	-0.062444687	-0.041322708	0.07618046	-0.02348423	35_5177	"Cluster: Putative RNA 3'-terminal phosphate cyclase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative RNA 3'-terminal phosphate cyclase - Oryza sativa"	UniRef90_Q75LH9	CHR5V7|COORD:7329018..7330721| RNA cyclase family protein	AT5G22100.1	CHR03V5|COORD:34970731..34967918|protein RNA 3-terminal phosphate cyclase-like protein, putative, expressed	LOC_Os03g61790.2	no descriptionweakly similar to ( 125)AT5G22100| Symbols:  | RNA cyclase family protein | chr5:7329018-7330721 FORWARDnot assigned RNA_Cyclase_Class_I RTC RCL1 RNA_Cyclase EPT_RTPC-like RNA_Cyclase_Class_II	not assigned.no ontology	35_1

CUST_12813_PI399408534	2	-0.06390667	-0.025381088	-0.010617256	0.1370697	0.020605087	0.0106163025	35_45020	"Cluster: Os02g0129600 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0129600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E497	"CHR5V7|COORD:18370863..18373923| BMY2; beta-amylase"	AT5G45300.1	CHR02V5|COORD:1539488..1548149|protein beta-amylase, putative, expressed	LOC_Os02g03690.1	"no descriptionvery weakly similar to (52.8)AT5G45300| Symbols: BMY2 | BMY2; beta-amylase | chr5:18370863-18373923 FORWARDnot assigned DUF822"	hormone metabolism.brassinosteroid.signal transduction.BZR	17_3_2_2

CUST_163826_PI403524517	2	0.06580162	-0.127913	0.2395482	0.044346333	-0.04434681	-0.39042425	35_45676	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_131905_PI403524517	2	0.36747742	0.05382061	-0.11852646	-0.053821087	-0.62007046	0.32585716	35_37049	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_54585_PI403524517	2	-0.08285904	0.13407421	0.011815071	-0.011815071	0.09910011	-0.23203468	35_15536	"Cluster: Putative ribosomal protein S5; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative ribosomal protein S5 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q84SS7	CHR2V7|COORD:14308001..14309428| ribosomal protein S5 family protein	AT2G33800.1	CHR03V5|COORD:19371729..19367543|protein 30S ribosomal protein S5, putative, expressed	LOC_Os03g34040.3	 no descriptionvery weakly similar to (77.4)AT2G33800| Symbols:  | ribosomal protein S5 family protein | chr2:14308001-14309428 REVERSEvery weakly similar to (85.5)RR5_SPIOL30S ribosomal protein S5, chloroplast precursor - Spinacia oleracea (Spinach)not assigned rpsE RpsE rps5 Ribosomal_S5 rps5p 	protein.synthesis.mito/plastid ribosomal protein.plastid	29_2_1_1

CUST_18389_PI404877155	2	0.6919298	-0.69016266	-0.4622383	0.7329922	0.46223927	-0.6461201	HVSMEh0080N02r2_at	Photosystem I reaction centre subunit N, chloroplast precursor (PSI-N) pir||S35159 photosystem I chain psaN - barley	P31093	photosystem I reaction center subunit PSI-N, chloroplast, putative / PSI-N, putative (PSAN)	At5g64040.1	protein photosystem i reaction centre subunit n, chloroplast precursor (psi-n)	Os12g08770	Photosystem I reaction centre subunit N, chloroplast	PS.lightreaction.photosystem I.PSI polypeptide subunits	1_01_02_02

CUST_16467_PI403524517	2	0.02950573	-0.2575426	-0.1642847	0.04630947	0.15225697	-0.029504776	35_4752	"Cluster: Zinc finger, C3HC4 type family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Zinc finger, C3HC4 type family"	UniRef90_Q2QN37	CHR3V7|COORD:3381853..3384232| zinc finger (C3HC4-type RING finger) family protein	AT3G10810.1	CHR12V5|COORD:24027070..24031102|protein zinc finger, C3HC4 type family protein, expressed	LOC_Os12g39110.1	no descriptionvery weakly similar to (62.0)AT1G49850| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr1:18458994-18460112 REVERSEnot assigned not assigned RING COG5540 Drf_FH1 zf-C3HC4 RING	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_66573_PI403524517	2	0.18346596	-0.069218636	-0.029456139	0.029456139	-0.085598946	0.19775677	35_19011	Rep: Probable protein NAP1 - Oryza sativa (Rice)	UniRef90_Q6ZBH9	CHR2V7|COORD:14803049..14810604| GRL/NAP1/NAPP	AT2G35110.2	CHR08V5|COORD:27157691..27144853|protein protein NAP1, putative, expressed	LOC_Os08g43130.1	 no descriptionmoderately similar to ( 292)AT2G35110| Symbols: GRL, NAP1, NAPP | GRL/NAP1/NAPP | chr2:14803049-14810604 REVERSEhighly similar to ( 519)NCKP1_ORYSAnot assigned 	not assigned.no ontology	35_1

CUST_72917_PI403524517	2	-0.08005428	-0.67235947	0.23891926	0.08005428	0.6934862	-0.792398	35_20906	Rep: H0510A06.17 protein - Oryza sativa (Rice)	UniRef90_Q25AK5	"CHR5V7|COORD:25350711..25352625| BT1 (BTB and TAZ domain protein 1); protein binding / transcription regulator"	AT5G63160.1	CHR04V5|COORD:23896823..23899121|protein protein binding protein, putative, expressed	LOC_Os04g40630.1	"no descriptionvery weakly similar to (68.6)AT5G63160| Symbols: BT1 | BT1 (BTB and TAZ domain protein 1); protein binding / transcription regulator | chr5:25350711-25352625 REVERSEnot assigned not assigned not assigned PRK07003 PRK12323"	protein.degradation.ubiquitin.E3.BTB/POZ Cullin3.BTB/POZ	29_5_11_4_5_2

CUST_18691_PI403524517	2	-0.06518555	0.48360443	0.07290554	-0.042290688	-0.059241295	0.042290688	35_5405	"Cluster: Proline-rich cell wall protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Proline-rich cell wall protein-like - Oryza sativa (japonica cult"	UniRef90_Q5WA93	"CHR5V7|COORD:21656462..21657942| similar to Os06g0160400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001056879.1); contains InterPro domain UBA-like;"	AT5G53330.1	CHR06V5|COORD:3062607..3059008|protein proline-rich cell wall protein-like, putative, expressed	LOC_Os06g06530.1	"no descriptionweakly similar to ( 147)AT5G53330| Symbols:  | similar to Os06g0160400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001056879.1); contains InterPro domain UBA-like; (InterPro:IPR009060); contains InterPro domain Ubiquitin-associated; (InterPro:IPR000449) | chr5:21656462-21657942 FORWARD"	not assigned.unknown	35_2

CUST_42260_PI403524517	2	0.22517586	-0.8541112	-0.13085747	0.48683262	-0.11866379	0.11866379	35_12147	"Cluster: Signal recognition particle receptor protein; n=3; Magnoliophyta|Rep: Signal recognition particle receptor protein - Cucumis sativus (Cucumber)"	UniRef90_Q6UCJ1	CHR4V7|COORD:14938148..14940606| signal recognition particle receptor alpha subunit family protein	AT4G30600.1	CHR08V5|COORD:23589406..23584742|protein signal recognition particle receptor alpha subunit, putative, expressed	LOC_Os08g37444.3	no descriptionmoderately similar to ( 448)AT4G30600| Symbols:  | signal recognition particle receptor alpha subunit family protein | chr4:14938148-14940606 REVERSEweakly similar to ( 126)SR542_HORVUSignal recognition particle 54 kDa protein 2 - Hordeum vulgare (Barley)not assigned not assigned FtsY SRP SRP54 Ffh PRK00771 PRK10416 PRK10867 FlhF flhF PRK12726 flhF flhF PRK12724 AAA flhF PRK12727	protein.targeting.secretory pathway.unspecified	29_3_4_99

CUST_72760_PI403524517	2	-0.03472233	0.07007408	0.117165565	-0.0065784454	-0.084012985	0.0065784454	35_20857	"Cluster: Phospholipid-translocating P-type ATPase, flippase family protein, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Phospholipid-translocati"	UniRef90_Q2R575	CHR5V7|COORD:17834846..17840825| haloacid dehalogenase-like hydrolase family protein	AT5G44240.1	CHR11V5|COORD:14323276..14344669|protein phospholipid-transporting ATPase 2, putative, expressed	LOC_Os11g25980.1	no descriptionmoderately similar to ( 350)AT5G44240| Symbols:  | haloacid dehalogenase-like hydrolase family protein | chr5:17834846-17840825 FORWARDnot assigned not assigned	not assigned.no ontology	35_1

CUST_3720_PI403524517	2	-0.23404121	-0.35306168	0.07712555	0.0749836	0.07923889	-0.0749836	35_1013	Rep: Cellulose synthase 6 - Eucalyptus grandis (Flooded gum)	UniRef90_Q2IB38	"CHR5V7|COORD:17731940..17736791| CESA4 (CELLULASE SYNTHASE 4); transferase, transferring glycosyl groups"	AT5G44030.1	CHR07V5|COORD:13745562..13739590|protein CESA3 - cellulose synthase, expressed	LOC_Os07g24190.2	no descriptionCellulose_synt	cell wall.cellulose synthesis	10_2

CUST_65394_PI403524517	2	0.20543861	-0.1837368	0.168437	0.10436916	-0.13007164	-0.10436916	35_18671	Rep: Cor14b protein precursor - Hordeum vulgare (Barley)	UniRef90_Q8H0Q4	CHR4V7|COORD:11228274..11229403| late embryogenesis abundant domain-containing protein / LEA domain-containing protein	AT4G21020.1	CHR04V5|COORD:30731863..30733038|protein embryonic protein DC-8, putative, expressed	LOC_Os04g52110.1	no descriptionvery weakly similar to (90.1)CR1_HORVUCold-regulated protein 1 - Hordeum vulgare (Barley)not assigned not assigned not assigned not assigned not assigned PRK12678	not assigned.unknown	35_2

CUST_42823_PI403524517	2	-0.45785904	-0.42556477	0.32253075	0.023022652	0.12819195	-0.023022652	35_12299	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_64673_PI403524517	2	0.08267498	-0.69105625	-0.003293991	0.003293991	0.16057587	-0.015706062	35_18463	"Cluster: OSJNBa0033G05.5 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0033G05.5 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7X8V9	"CHR1|COORD:23195909..23198740| similar to beta-ketoacyl-acyl carrier protein synthase III [Glycine max] (GB:AAF70509.1); contains InterPro domain"	AT1G62640.2	CHR04V5|COORD:32522307..32527436|protein 3-oxoacyl-synthase III, chloroplast precursor, putative, expressed	LOC_Os04g55060.1	" no descriptionmoderately similar to ( 449)AT1G62640| Symbols: KAS III | KAS III (3-KETOACYL-ACYL CARRIER PROTEIN SYNTHASE III); 3-oxoacyl-[acyl-carrier-protein] synthase | chr1:23196167-23198402 FORWARDmoderately similar to ( 450)FABH_SPIOL3-oxoacyl-[acyl-carrier-protein] synthase III, chloroplast precursor - Spinacia oleracea (Spinach)PRK09352 KAS_III FabH PRK12879 PRK05963 init_cond_enzymes ACP_syn_III_C PRK07204 PRK07515 ACP_syn_III PRK06840 CHS_like PRK09258 decarbox_cond_enzymes PRK12880 cond_enzymes PksG BcsA PRK04262 PRK06816 SCP-x_thiolase "	lipid metabolism.FA synthesis and FA elongation.ketoacyl ACP synthase	11_1_3

CUST_112033_PI403524517	2	0.55266714	1.1149783	0.28862333	-0.28862333	-0.7289567	-1.3039274	35_31805	Rep: Serine-threonine protein kinase - Triticum aestivum (Wheat)	UniRef90_O24395	"CHR4V7|COORD:18548698..18551050| SNRK2-7/SNRK2.7/SRK2F (SNF1-RELATED PROTEIN KINASE 2-7, SNF1-RELATED PROTEIN KINASE 2.7); kinase"	AT4G40010.1	CHR03V5|COORD:15611227..15606862|protein serine/threonine-protein kinase SAPK1, putative, expressed	LOC_Os03g27280.1	" no descriptionweakly similar to ( 177)AT4G40010| Symbols: SNRK2-7, SNRK2.7, SRK2F | SNRK2-7/SNRK2.7/SRK2F (SNF1-RELATED PROTEIN KINASE 2-7, SNF1-RELATED PROTEIN KINASE 2.7); kinase | chr4:18548698-18551050 REVERSEweakly similar to ( 193)AAIP_WHEATAbscisic acid-inducible protein kinase - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase SPS1 TyrKc Pkinase_Tyr PTKc "	protein.postranslational modification	29_4

CUST_1806_PI404877155	2	-0.073459625	0.020241737	-0.1391697	-0.020241737	0.06622791	0.057252884	Contig12033_at	putative zinc finger transcription factor WRKY [Oryza sativa (japonica cultivar-group)]	BAC55703.1	WRKY family transcription factor	At3g01080.1	protein WRKY DNA -binding domain, putative	Os07g40570	WRKY family transcription factor	RNA.regulation of transcription.WRKY domain transcription factor family	27_3_32

CUST_80065_PI403524517	2	0.3523612	0.18980837	0.33426285	-0.18980885	-0.27670002	-0.26199055	35_22959	"Cluster: Os01g0836400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0836400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JHY3	CHR2V7|COORD:16431121..16436849| SAC3/GANP family protein	AT2G39340.1	CHR05V5|COORD:22650828..22642377|protein SAC3/GANP family protein, expressed	LOC_Os05g38730.2	no descriptionvery weakly similar to (86.7)AT2G39340| Symbols:  | SAC3/GANP family protein | chr2:16431121-16436849 FORWARD	not assigned.no ontology	35_1

CUST_21055_PI403524517	2	-0.03217411	-0.3159685	-0.13180923	0.1371193	0.032175064	0.049168587	35_6111	"Cluster: Os06g0116300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0116300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DF40	"CHR3V7|COORD:1685268..1687235| SYP43 (syntaxin 43); t-SNARE"	AT3G05710.2	CHR06V5|COORD:906097..901498|protein syntaxin 43, putative, expressed	LOC_Os06g02570.1	" no descriptionmoderately similar to ( 350)AT3G05710| Symbols: ATSYP43, SYP43 | SYP43 (syntaxin 43); t-SNARE | chr3:1685268-1687235 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG5325 SNARE t_SNARE t_SNARE Syntaxin COG5074 PRK12323 PRK07764 "	cell. vesicle transport	31_4

CUST_37835_PI403524517	2	0.56949806	-0.07366848	0.40249348	0.07366848	-0.90924907	-0.9296839	35_10888	0	0	CHR1V7|COORD:18136382..18137446| myb family transcription factor	AT1G49010.1	0	0	no description	not assigned.unknown	35_2

CUST_76267_PI403524517	2	0.100094795	-0.024228096	-0.056225777	-0.07152271	0.02422905	0.02615261	35_21863	"Cluster: Putative ribonuclease PH; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative ribonuclease PH - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69UI6	CHR4V7|COORD:13739967..13741653| 3' exoribonuclease family domain 1-containing protein	AT4G27490.1	CHR03V5|COORD:35433008..35436693|protein exosome complex exonuclease 1, putative, expressed	LOC_Os03g62720.1	no descriptionweakly similar to ( 141)AT4G27490| Symbols:  | 3' exoribonuclease family domain 1-containing protein | chr4:13739967-13741653 FORWARDnot assigned PRK03983 Rph	protein.aa activation	29_1

CUST_43751_PI403524517	2	0.026939392	-0.09530449	0.07422829	-0.035452843	-0.026940346	0.104450226	35_12556	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_60312_PI403524517	2	-0.019425392	-0.7227993	-0.08022022	0.019426346	0.072707176	0.1085701	35_17192	"Cluster: Membrane bound O-acyl transferase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Membrane bound O-acyl transferase-like - Oryza sativa (japonic"	UniRef90_Q6EP89	CHR1V7|COORD:4303584..4305664| membrane bound O-acyl transferase (MBOAT) family protein	AT1G12640.1	CHR02V5|COORD:27553334..27561178|protein acyltransferase, putative, expressed	LOC_Os02g45344.1	no descriptionhighly similar to ( 651)AT1G12640| Symbols:  | membrane bound O-acyl transferase (MBOAT) family protein | chr1:4303584-4305664 REVERSEnot assigned not assigned not assigned not assigned not assigned COG5202 MBOAT DltB	not assigned.no ontology	35_1

CUST_1362_PI399408534	2	-0.012992859	0.5897255	0.012992859	-0.21093369	-0.09807587	0.10918617	35_14358	"Cluster: Zinc finger A20 and AN1 domain-containing stress-associated protein 8; n=1; Oryza sativa|Rep: Zinc finger A20 and AN1 domain-containing stress-associat"	UniRef90_Q69WY4	CHR1V7|COORD:18989358..18989879| zinc finger (AN1-like) family protein	AT1G51200.1	CHR06V5|COORD:24490982..24493241|protein zinc finger A20 and AN1 domains-containing protein, putative, expressed	LOC_Os06g41010.4	no descriptionmoderately similar to ( 206)AT1G51200| Symbols:  | DNA binding / zinc ion binding | chr1:18989358-18989879 FORWARDweakly similar to ( 114)ISAP1_ORYSAnot assigned zf-AN1 ZnF_AN1	RNA.regulation of transcription.unclassified	27_3_99

CUST_181889_PI403524517	2	0.050953865	-0.33504105	0.013018608	-0.12674236	-0.013019562	0.064208984	35_50568	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_70389_PI403524517	2	0.04169464	-0.04169464	-0.060526848	0.19808578	-0.26738644	0.1861782	35_20162	"Cluster: Hypothetical protein OSJNBa0056G17.14; n=2; Oryza sativa|Rep: Hypothetical protein OSJNBa0056G17.14 - Oryza sativa (Rice)"	UniRef90_Q9FRP8	CHR1V7|COORD:11540224..11544021| early-responsive to dehydration protein-related / ERD protein-related	AT1G32090.1	CHR10V5|COORD:22763729..22758413|protein RXW8, putative, expressed	LOC_Os10g42820.2	no descriptionhighly similar to ( 572)AT1G32090| Symbols:  | early-responsive to dehydration protein-related / ERD protein-related | chr1:11540224-11544021 REVERSEnot assigned DUF221 COG5594	stress.abiotic.drought/salt	20_2_3

CUST_140182_PI403524517	2	0.051671505	-0.29710197	-0.17129803	0.10511923	0.64723396	-0.051671028	35_39309	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_46162_PI403524517	2	0.057929993	0.8034134	0.017721176	-0.11397648	-0.017720222	-0.052700043	35_13219	"Cluster: Hypothetical protein OJ1112_E07.18; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1112_E07.18 - Oryza sativa (japonica cultiv"	UniRef90_Q69SG4	"CHR1V7|COORD:10422366..10424101| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G34380.1); similar to Os09g0534000 [Oryza sativa (japonica"	AT1G29760.1	CHR09V5|COORD:20985898..20983249|protein expressed protein	LOC_Os09g36360.1	"no descriptionweakly similar to ( 150)AT1G29760| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G34380.1); similar to Os09g0534000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001063772.1); similar to hypothetical protein MtrDRAFT_AC148171g21v1 [Medicago truncatula] (GB:ABE89808.1); contains domain SUBFAMILY NOT NAMED (PTHR21212:SF1); contains domain FAMILY NOT NAMED (PTHR21212) | chr1:10422366-10424101 FORWARDnot assigned Seipin"	not assigned.unknown	35_2

CUST_182040_PI403524517	2	-0.022877693	0.2063427	0.065021515	-0.0043992996	0.0044002533	-0.015861511	35_50611	"Cluster: Os07g0463500 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0463500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D6M5	CHR3V7|COORD:22668574..22669325| thioesterase family protein	AT3G61200.1	CHR07V5|COORD:16263027..16264845|protein thioesterase family protein, expressed	LOC_Os07g27870.1	no descriptionvery weakly similar to (77.0)AT3G61200| Symbols:  | thioesterase family protein | chr3:22668574-22669325 REVERSEnot assigned PaaI_thioesterase PaaI 4HBT hot_dog	not assigned.no ontology	35_1

CUST_11211_PI403524517	2	-0.02335453	0.73508644	0.19591427	-0.09426117	-0.1678009	0.02335453	35_3178	"Cluster: Flavin-containing monooxygenase family protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Flavin-containing monooxygenase"	UniRef90_Q336T9	CHR1V7|COORD:23183207..23185076| flavin-containing monooxygenase family protein / FMO family protein	AT1G62600.1	CHR10V5|COORD:21397494..21394729|protein disulfide oxidoreductase/ monooxygenase, putative, expressed	LOC_Os10g40570.1	no descriptionmoderately similar to ( 424)AT1G62600| Symbols:  | flavin-containing monooxygenase family protein / FMO family protein | chr1:23183207-23185076 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned FMO-like TrkA PRK12678 gltD PRK11749 Pyr_redox_2 PRK07233 PRK12831 PRK12771 GltD DUF566 PRK07208 PRK07003	misc.oxidases - copper, flavone etc.	26_7

CUST_4772_PI404877155	2	0.060043335	-0.01746273	-0.03113556	0.31639862	0.017461777	-0.04451275	Contig1604_at	Oxygen-evolving enhancer protein 2, chloroplast precursor (OEE2) (23 kDa subunit of oxygen evolving system of photosystem II) (OEC 23 kDa su	Q00434	photosystem II oxygen-evolving complex 23 (OEC23)	At1g06680.1	protein PsbP	Os07g04840	23kDa oxygen evolving protein of photosystem II	PS.lightreaction.photosystem II.PSII polypeptide subunits	1_01_01_02

CUST_131963_PI403524517	2	0.3033514	0.0054183006	0.14903784	-0.030838966	-0.0054183006	-0.24908304	35_37065	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_89299_PI403524517	2	0.23624992	0.3449669	-0.033049583	-0.22266102	-0.47946262	0.03304863	35_25545	"Cluster: Os01g0109700 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os01g0109700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JRB9	"CHR5V7|COORD:4859411..4865572| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G01320.1); similar to paired amphipathic helix repeat-containing prote"	AT5G15020.1	CHR05V5|COORD:25054..16630|protein paired amphipathic helix repeat family protein, expressed	LOC_Os05g01020.2	"no descriptionweakly similar to ( 196)AT5G15020| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G01320.1); similar to paired amphipathic helix repeat-containing protein [Arabidopsis thaliana] (TAIR:AT1G70060.1); similar to ATSIN3/SIN3 (Arabidopsis thaliana sin3 homolog) [Arabidopsis thaliana] (TAIR:AT1G24190.1); similar to transcriptional repressor protein-related [Musa balbisiana] (GB:ABF70137.1); similar to paired amphipathic helix repeat-containing protein / transcription regulator-related [Musa acuminata] (GB:ABF70056.1); similar to Paired amphipathic helix [Medicago truncatula] (GB:ABE86951.1); contains InterPro domain Histone deacetylase interacting; (InterPro:IPR013194); contains InterPro domain Paired amphipathic helix; (InterPro:IPR003822) | chr5:4859411-4865572 REVERSEHDAC_interact PAH SIN3"	not assigned.no ontology.paired amphipathic helix repeat-containing protein	35_1_24

CUST_22581_PI403524517	2	0.07938099	-0.64874077	-0.18442631	0.039564133	0.103354454	-0.039564133	35_6558	"Cluster: Ribosomal protein L12-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Ribosomal protein L12-like protein - Oryza sativa (japonica"	UniRef90_Q6H730	CHR3V7|COORD:1824522..1825082| ribosomal protein L12 family protein	AT3G06040.2	CHR02V5|COORD:5552116..5550032|protein 60S ribosomal protein L7/L12 precursor, putative, expressed	LOC_Os02g10540.1	no descriptionweakly similar to ( 114)AT3G06040| Symbols:  | ribosomal protein L12 family protein | chr3:1824522-1825082 REVERSEnot assigned RplL rplL rpl12 Ribosomal_L12	protein.synthesis.mito/plastid ribosomal protein.plastid	29_2_1_1

CUST_124796_PI403524517	2	-0.016041756	0.30077362	0.06360626	-0.25491524	-0.19727802	0.016041756	35_35168	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_125044_PI403524517	2	0.039277077	-0.35476637	-0.0392766	0.21437263	0.058054924	-0.23262262	35_35231	Rep: Hypothetical protein - Gibberella zeae (Fusarium graminearum)	UniRef90_Q4I9Q7	"CHR4V7|COORD:9877068..9880097| ATTPS5 (Arabidopsis thaliana trehalose phosphatase/synthase 5); transferase, transferring glycosyl groups / trehalose-phosphatase"	AT4G17770.1	CHR06V5|COORD:26707020..26708889|protein GDP-L-fucose synthase 1, putative, expressed	LOC_Os06g44270.1	" no descriptionvery weakly similar to (96.3)AT4G17770| Symbols: TPS5, ATTPS5 | ATTPS5 (Arabidopsis thaliana trehalose phosphatase/synthase 5); transferase, transferring glycosyl groups / trehalose-phosphatase | chr4:9877068-9880097 FORWARDvery weakly similar to ( 100)FCL1_ORYSAnot assigned not assigned not assigned Glyco_transf_20 OtsA PRK10117 "	minor CHO metabolism.trehalose.TPS	3_2_1

CUST_55505_PI403524517	2	0.010757446	-0.0850811	0.090457916	-0.0107584	-0.014274597	0.03568268	35_15800	"Cluster: Hypothetical protein P0020C11.12-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0020C11.12-1 - Oryza sativa (japonica cultiv"	UniRef90_Q6Z7F3	"CHR1V7|COORD:4947332..4947553| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G02510.1); similar to unknown protein [Oryza sativa (japonica"	AT1G14450.1	CHR02V5|COORD:21412164..21415259|protein expressed protein	LOC_Os02g35610.1	"no descriptionvery weakly similar to (93.6)AT1G14450| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G02510.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD15588.1) | chr1:4947332-4947553 REVERSE"	not assigned.unknown	35_2

CUST_40780_PI403524517	2	0.2554989	0.14612007	-0.8171921	-0.019956589	-0.35625553	0.019955635	35_11725	"Cluster: Hypothetical protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XXR7	"CHR1V7|COORD:3269941..3271734| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G29310.1); similar to IMP dehydrogenase/GMP reductase [Medicago"	AT1G10020.1	CHR07V5|COORD:1770859..1768941|protein expressed protein	LOC_Os07g04150.1	"no descriptionvery weakly similar to (95.9)AT1G10020| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G29310.1); similar to IMP dehydrogenase/GMP reductase [Medicago truncatula] (GB:ABE93135.1); contains InterPro domain Protein of unknown function DUF1005; (InterPro:IPR010410) | chr1:3269941-3271734 REVERSEDUF1005"	not assigned.unknown	35_2

CUST_13849_PI404877155	2	0.20687675	0.42225838	-0.04304695	-0.10155678	-0.065592766	0.043045998	Contig7620_at	putative transfactor [Oryza sativa (japonica cultivar-group)] dbj|BAD03152.1| putative transfactor [Oryza sativa (japonica cultivar-group)]	BAC75447.1	myb family transcription factor	At2g01060.1	protein myb-like DNA-binding domain, SHAQKYF class, putative	Os09g12770	gi|29647445|dbj|BAC75447.1| putative transfactor	RNA.regulation of transcription.G2-like transcription factor family, GARP	27_3_20

CUST_25429_PI403524517	2	0.054312706	0.5432329	-0.011459351	-0.097393036	0.011459351	-0.061107635	35_7371	Rep: H0307D04.4 protein - Oryza sativa (Rice)	UniRef90_Q01K62	"CHR5V7|COORD:16806988..16808096| similar to Os04g0585600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001053679.1); similar to H0307D04.4 [Oryza sativa"	AT5G41960.1	CHR04V5|COORD:29366587..29364747|protein expressed protein	LOC_Os04g49610.1	"no descriptionweakly similar to ( 137)AT5G41960| Symbols:  | similar to Os04g0585600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001053679.1); similar to H0307D04.4 [Oryza sativa (indica cultivar-group)] (GB:CAH66859.1) | chr5:16806988-16808096 FORWARD"	not assigned.unknown	35_2

CUST_136719_PI403524517	2	0.21026373	-0.77126265	0.082715034	-0.08271551	0.3003769	-0.3816538	35_38341	"Cluster: Pentatricopeptide, putative; n=1; Oryza sativa (japonica cultivar-group)|Rep: Pentatricopeptide, putative - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2R8W9	CHR2V7|COORD:16994347..16996929| pentatricopeptide (PPR) repeat-containing protein	AT2G40720.1	CHR11V5|COORD:5890832..5892244|protein tetratricopeptide-like helical, putative	LOC_Os11g10740.1	no description	not assigned.unknown	35_2

CUST_136801_PI403524517	2	0.47425842	0.58252764	-0.35210514	0.06931877	-0.06931877	-0.0708189	35_38365	"Cluster: Ubiquitinating enzyme, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Ubiquitinating enzyme, putative, expressed - Oryza sativa"	UniRef90_Q10MI2	"CHR3V7|COORD:5797302..5799473| UBC32 (ubiquitin-conjugating enzyme 31); ubiquitin-protein ligase"	AT3G17000.1	CHR03V5|COORD:10941734..10944630|protein ubiquitinating enzyme, putative, expressed	LOC_Os03g19500.1	"no descriptionweakly similar to ( 113)AT3G17000| Symbols: UBC32 | UBC32 (ubiquitin-conjugating enzyme 31); ubiquitin-protein ligase | chr3:5797302-5799473 FORWARDnot assigned"	protein.degradation.ubiquitin.E2	29_5_11_3

CUST_126584_PI403524517	2	0.2559986	0.06479502	-0.015089512	-0.10872078	-0.2622118	0.015089512	35_35625	"Cluster: 40S ribosomal protein S15; n=2; Spermatophyta|Rep: 40S ribosomal protein S15 - Elaeis oleifera (Oil palm)"	UniRef90_Q945U1	CHR5V7|COORD:2955699..2956555| 40S ribosomal protein S15 (RPS15D)	AT5G09510.1	CHR07V5|COORD:4460930..4458836|protein 40S ribosomal protein S15, putative, expressed	LOC_Os07g08660.1	no descriptionweakly similar to ( 115)AT5G09510| Symbols:  | 40S ribosomal protein S15 (RPS15D) | chr5:2955699-2956354 REVERSEweakly similar to ( 115)RS15_ORYSAnot assigned rps19p RpsS Ribosomal_S19	protein.synthesis.misc ribososomal protein	29_2_2

CUST_52909_PI403524517	2	-0.095980644	0.5644369	0.25434732	0.09598017	-0.16571379	-0.15569305	35_15067	Rep: Coatomer subunit delta - Oryza sativa (Rice)	UniRef90_P49661	"CHR5|COORD:1476677..1480198| similar to coatomer delta subunit [Oryza sativa (japonica cultivar-group)] (GB:NP_915354.1); contains InterPro domain Clathrin"	AT5G05010.2	CHR01V5|COORD:36035506..36027283|protein coatomer subunit delta, putative, expressed	LOC_Os01g61710.6	no descriptionweakly similar to ( 156)AT5G05010| Symbols:  | clathrin adaptor complexes medium subunit-related | chr5:1477138-1479873 FORWARDweakly similar to ( 187)COPD_ORYSAnot assigned Adap_comp_sub	cell. vesicle transport	31_4

CUST_6133_PI403524517	2	0.066913605	-1.3416452	-0.27918434	0.11137962	0.086709976	-0.06691456	35_1696	Rep: Cyclophilin-like protein - Triticum aestivum (Wheat)	UniRef90_Q6XPZ4	CHR5V7|COORD:4162717..4164723| peptidyl-prolyl cis-trans isomerase cyclophilin-type family protein	AT5G13120.1	CHR05V5|COORD:163664..166529|protein peptidyl-prolyl cis-trans isomerase, chloroplast precursor, putative, expressed	LOC_Os05g01270.1	 no descriptionmoderately similar to ( 290)AT5G13120| Symbols:  | peptidyl-prolyl cis-trans isomerase cyclophilin-type family protein | chr5:4162717-4164723 REVERSEmoderately similar to ( 231)CYPB_VICFAPeptidyl-prolyl cis-trans isomerase, chloroplast precursor - Vicia faba (Broad bean)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned cyclophilin_ABH_like Pro_isomerase cyclophilin PpiB cyclophilin_WD40 cyclophilin_RING cyclophilin_SpCYP2_like Cyclophilin_PPIL3_like cyclophilin_CeCYP16-like cyclophilin_RRM cyclophilin_EcCYP_like PRK10791 cyclophilin_TLP40_like PRK10903 TT_ORF1 	cell.cycle.peptidylprolyl isomerase	31_3_1

CUST_2059_PI403524517	2	0.5043049	-0.78339386	-0.23483372	0.41043282	0.15445328	-0.15445328	35_546	"Cluster: Putative photosystem II subunit PsbS; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative photosystem II subunit PsbS - Oryza sativa (japonica cu"	UniRef90_Q943K1	CHR1V7|COORD:16874208..16875634| NPQ4 (NONPHOTOCHEMICAL QUENCHING)	AT1G44575.1	CHR01V5|COORD:38023627..38026601|protein photosystem II 22 kDa protein, chloroplast precursor, putative, expressed	LOC_Os01g64960.1	 no descriptionmoderately similar to ( 276)AT1G44575| Symbols: PSBS, NPQ4 | NPQ4 (NONPHOTOCHEMICAL QUENCHING) | chr1:16874208-16874988 FORWARDmoderately similar to ( 289)PSBS_TOBACPhotosystem II 22 kDa protein, chloroplast precursor - Nicotiana tabacum (Common tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Chloroa_b-bind PRK07003 Tymo_45kd_70kd Herpes_BLLF1 AF-4 PRK07764 HPC2 PRK12323 DUF566 APC_basic DUF936 PRK12678 	PS.lightreaction.photosystem II.PSII polypeptide subunits	1_1_1_2

CUST_11084_PI404877155	2	-0.05156803	0.03602791	0.050754547	-0.05156803	0.16575241	-0.03602791	Contig4806_at	putative Pollen specific protein C13 precursor [Oryza sativa (japonica cultivar-group)] gb|AAP53386.1| putative Pollen specific protein C13	NP_921099.1	pollen Ole e 1 allergen and extensin family protein	At4g08685.1	protein Pollen proteins Ole e I family, putative	Os10g22590	Putative Pollen specific protein C13 precursor	stress.abiotic.unspecified	20_2_99

CUST_106958_PI403524517	2	0.4135399	0.05587387	-0.1371193	0.08865452	-0.055874825	-0.117562294	35_30439	Rep: B0403H10-OSIGBa0105A11.8 protein - Oryza sativa (Rice)	UniRef90_Q01HU0	"CHR1V7|COORD:24143846..24149529| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G27630.2); similar to Protein kinase [Medicago truncatula]"	AT1G64990.1	CHR04V5|COORD:30097221..30092465|protein protein GPR89A, putative, expressed	LOC_Os04g51180.2	"no descriptionvery weakly similar to (79.7)AT1G64990| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G27630.2); similar to Protein kinase [Medicago truncatula] (GB:ABE84762.1); similar to Protein kinase [Medicago truncatula] (GB:ABE89781.1); similar to B0403H10-OSIGBa0105A11.8 [Oryza sativa (indica cultivar-group)] (GB:CAH67856.1) | chr1:24143846-24149529 REVERSEnot assigned"	not assigned.unknown	35_2

CUST_13353_PI404877155	2	-0.48985863	0.18291664	-0.016875267	0.13761139	-0.43510628	0.016875267	Contig7061_s_at	putative receptor-like protein kinase [Oryza sativa (japonica cultivar-group)] gb|AAP52678.1| putative receptor-like protein kinase [Oryza s	NP_920391.1	protein kinase family protein	At4g21410.1	protein Similar to stem rust resistance protein	Os11g11780	putative receptor-like protein kinase/protein kinase - like protein Pto kinase interactor 1 (Pti1)	signalling.receptor kinases.misc	30_2_99

CUST_171159_PI403524517	2	0.053373337	0.18434334	-0.1338396	-0.17631054	-0.03873253	0.038731575	35_47675	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_177681_PI403524517	2	0.0717926	-0.38037586	0.037971497	-0.07223225	-0.020950317	0.020950794	35_49423	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_56557_PI403524517	2	-0.15740967	0.06539059	-0.06539154	0.24082184	0.29266167	-0.09920025	35_16100	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_172341_PI403524517	2	0.14460516	-0.1415267	0.0075302124	-0.32764578	-0.0075302124	0.034448624	35_48006	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_86650_PI403524517	2	0.16884089	1.4720607	0.3771839	-0.1801033	-0.16884041	-0.21483421	35_24817	"Cluster: Putative fruit-ripening protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative fruit-ripening protein - Oryza sativa (japonica cultivar-gro"	UniRef90_Q8S2D0	0	0	CHR01V5|COORD:42608821..42608120|protein abscisic stress ripening protein 1, putative, expressed	LOC_Os01g72900.1	no descriptionABA_WDS	not assigned.unknown	35_2

CUST_131884_PI403524517	2	0.36491156	0.09374809	0.021309376	-0.021308899	-0.3175044	-0.35277843	35_37042	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6AVJ1	CHR3V7|COORD:94350..101610| acid phosphatase	AT3G01310.1	CHR03V5|COORD:27436331..27453107|protein acid phosphatase, putative, expressed	LOC_Os03g48300.3	no descriptionmoderately similar to ( 299)AT3G01310| Symbols:  | acid phosphatase | chr3:94350-101610 REVERSEnot assigned Acid_phosphat_A	not assigned.unknown	35_2

CUST_27777_PI403524517	2	0.110445976	0.017843246	-0.0178442	-0.067121506	-0.056111336	0.07309818	35_8032	"Cluster: Hypothetical protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53KK6	"CHR1V7|COORD:7620145..7623967| ATSWI3C (Arabidopsis thaliana switching protein 3C); DNA binding"	AT1G21700.1	CHR11V5|COORD:4216741..4225375|protein SWIRM domain containing protein, expressed	LOC_Os11g08080.1	no description	not assigned.unknown	35_2

CUST_18550_PI404877155	2	0.0072631836	-0.1871767	-0.0072631836	0.23763466	0.2090168	-0.03778076	HVSMEk0018C05r2_at	0	0	0	0	0	0	NADH dehydrogenase subunit 3	mitochondrial electron transport / ATP synthesis.NADH-DH.localisation not clear	9_1_2

CUST_47594_PI403524517	2	0.023316383	-0.07444191	-0.075437546	-0.023317337	0.14584923	0.15815353	35_13622	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_111533_PI403524517	2	-0.0024495125	0.0024490356	-0.063260555	0.05893421	-0.2050128	0.07730961	35_31666	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_165075_PI403524517	2	0.19349527	0.34685183	-0.020278454	-0.20646095	0.020278454	-0.16999483	35_46006	"Cluster: Expressed protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2RB13		0	CHR12V5|COORD:1299969..1291669|protein expressed protein	LOC_Os12g03340.1	no description	not assigned.unknown	35_2

CUST_46436_PI403524517	2	0.51184416	-0.0020403862	0.07200575	-0.13328838	-0.14387941	0.0020403862	35_13297	Rep: OSIGBa0157A06.3 protein - Oryza sativa (Rice)	UniRef90_Q01IV6	"CHR3V7|COORD:8823236..8829578| CHM (CHLOROPLAST MUTATOR); ATP binding / damaged DNA binding"	AT3G24320.1	CHR04V5|COORD:25120937..25104548|protein DNA mismatch repair protein, putative, expressed	LOC_Os04g42784.1	" no descriptionmoderately similar to ( 304)AT3G24320| Symbols: MSH1, CHM1, ATMSH1, CHM | CHM (CHLOROPLAST MUTATOR); ATP binding / damaged DNA binding | chr3:8823236-8829578 REVERSEnot assigned "	DNA.repair	28_2

CUST_9854_PI399408534	2	-0.15157461	-0.6596985	0.01704073	0.05123043	0.06290531	-0.017040253	35_49507	"Cluster: Putative Polycomb protein EZ1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Polycomb protein EZ1 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5VN06	"CHR2V7|COORD:9962650..9967197| CLF (CURLY LEAF); transcription factor"	AT2G23380.1	CHR06V5|COORD:9352714..9361102|protein polycomb protein EZ1, putative, expressed	LOC_Os06g16390.1	" no descriptionvery weakly similar to (59.7)AT2G23380| Symbols: ICU1, CLF | CLF (CURLY LEAF); transcription factor | chr2:9962650-9967197 FORWARDvery weakly similar to (71.6)EZ1_MAIZEPolycomb protein EZ1 - Zea mays (Maize)"	RNA.regulation of transcription.unclassified	27_3_99

CUST_36824_PI403524517	2	-0.15149975	0.20584393	0.061967373	-0.0049529076	0.0049529076	-0.20751047	35_10612	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_89532_PI403524517	2	0.5202513	0.65987825	0.10664654	-0.10664606	-0.19539833	-0.19294405	35_25614	"Cluster: PHD-finger family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: PHD-finger family protein, expressed - Oryza sativa (japonica"	UniRef90_Q2QSD0	0	0	CHR12V5|COORD:14017653..14010131|protein PHD-finger family protein, expressed	LOC_Os12g24540.1	no description	not assigned.unknown	35_2

CUST_3122_PI403524517	2	-0.6394844	0.8835015	0.03425312	1.0923872	-0.03425312	-0.42725182	35_848	"Cluster: Xylanase inhibitor protein 1 precursor; n=2; Oryza sativa|Rep: Xylanase inhibitor protein 1 precursor - Oryza sativa (Rice)"	UniRef90_Q7GCM7	CHR5V7|COORD:8143808..8145156| acidic endochitinase (CHIB1)	AT5G24090.1	CHR11V5|COORD:28195854..28197110|protein xylanase inhibitor protein 1 precursor, putative, expressed	LOC_Os11g47580.1	no descriptionweakly similar to ( 188)AT5G24090| Symbols:  | acidic endochitinase (CHIB1) | chr5:8143808-8145156 REVERSEmoderately similar to ( 350)XIP1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Glyco_hydro_18 Herpes_BLLF1 PRK07003 APC_basic DUF566 PRK12678 Herpes_UL32 TT_ORF1 Herpes_gI Protamine_P1 PRK07764 Metaviral_G	stress.biotic	20_1

CUST_90291_PI403524517	2	0.16698074	-0.44849014	-0.108356476	-0.06399822	0.091775894	0.06399822	35_25826	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_165895_PI403524517	2	-0.1404295	-0.14378738	0.07787228	0.22740936	-0.07787228	0.081463814	35_46221	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_73517_PI403524517	2	0.15990925	-0.32179546	-0.13677883	0.0059108734	0.0041418076	-0.0041418076	35_21083	"Cluster: Putative ZipA; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ZipA - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ZIG6	CHR4V7|COORD:15545058..15547695| centromeric protein-related	AT4G32190.1	CHR02V5|COORD:4806456..4802877|protein expressed protein	LOC_Os02g09340.1	no descriptionweakly similar to ( 139)AT4G32190| Symbols:  | centromeric protein-related | chr4:15545058-15547695 FORWARDvery weakly similar to (57.4)MFP1_TOBACMAR-binding filament-like protein 1-1 - Nicotiana tabacum (Common tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Smc DUF869 SbcC Myosin_tail_1 PRK03918 PRK02224 PRK01156 MAD Tropomyosin Filament COG1579 SCP-1 EzrA EzrA COG4372 PRK00106 HOOK COG4487 CALCOCO1	not assigned.no ontology	35_1

CUST_27569_PI399408534	2	-0.020078182	0.7127476	0.07912636	-0.104203224	0.020078659	-0.421072	35_28834	Rep: Pyruvate dehydrogenase kinase isoform 2 - Zea mays (Maize)	UniRef90_O82424	"CHR3V7|COORD:1990733..1992587| PDK (PYRUVATE DEHYDROGENASE KINASE); ATP binding / [pyruvate dehydrogenase (lipoamide)] kinase"	AT3G06483.1	CHR07V5|COORD:26483619..26479551|protein protein kinase, mitochondrial precursor, putative, expressed	LOC_Os07g44330.2	"no descriptionweakly similar to ( 119)AT3G06483| Symbols: PDK | PDK (PYRUVATE DEHYDROGENASE KINASE); ATP binding / [pyruvate dehydrogenase (lipoamide)] kinase | chr3:1990733-1992587 REVERSEnot assigned"	signalling.in sugar and nutrient physiology.pyruvate dehydrogenase kinase	30_1_2

CUST_6513_PI403524517	2	-0.026503086	-1.4855542	0.026503086	-0.16235113	0.12164068	0.5389466	35_1806	"Cluster: Uncharacterized plant-specific domain TIGR01627 family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Uncharacterized plant-speci"	UniRef90_Q2QW75	"CHR1V7|COORD:12261460..12262436| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G09990.1); similar to Os12g0204500 [Oryza sativa (japonica"	AT1G33800.1	CHR12V5|COORD:5456065..5454276|protein plant-specific domain TIGR01627 family protein, expressed	LOC_Os12g10320.1	" no descriptionvery weakly similar to (86.3)AT1G33800| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G09990.1); similar to Os12g0204500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001066378.1); similar to hypothetical protein MA4_111B14.64 [Musa acuminata] (GB:ABF72010.1); similar to Os11g0242600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001067591.1); contains InterPro domain Protein of unknown function DUF579, plant; (InterPro:IPR006514) | chr1:12261460-12262436 FORWARDDUF579 "	not assigned.unknown	35_2

CUST_85997_PI403524517	2	1.07968	0.046831608	0.14282179	-0.046832085	-0.079334736	-0.09512615	35_24629	Rep: Putative beta-1,3-glucanase - Oryza sativa (japonica cultivar-group)	UniRef90_Q8H822	CHR1V7|COORD:24696726..24699079| glycosyl hydrolase family 17 protein	AT1G66250.1	CHR03V5|COORD:6348560..6352819|protein glucan endo-1,3-beta-glucosidase 3 precursor, putative, expressed	LOC_Os03g12140.1	 no descriptionweakly similar to ( 133)AT1G66250| Symbols:  | glycosyl hydrolase family 17 protein | chr1:24696726-24699079 FORWARDvery weakly similar to (76.3)E13B_PHAVUGlucan endo-1,3-beta-glucosidase, basic isoform precursor - Phaseolus vulgaris (Kidney bean) (French bean)Glyco_hydro_17 	misc.beta 1,3 glucan hydrolases	26_4

CUST_91969_PI403524517	2	0.16066647	0.6145544	0.0871706	-0.0871706	-0.16107416	-0.1381979	35_26295	Rep: Ribosomal protein S20 - Chlamys farreri	UniRef90_Q8MUE5	CHR5V7|COORD:25038614..25039461| 40S ribosomal protein S20 (RPS20C)	AT5G62300.1	CHR06V5|COORD:1821079..1819085|protein 40S ribosomal protein S20, putative, expressed	LOC_Os06g04290.1	no descriptionvery weakly similar to (66.6)AT5G62300| Symbols:  | 40S ribosomal protein S20 (RPS20C) | chr5:25038614-25039461 REVERSEvery weakly similar to (69.7)RS20_ORYSAnot assigned Ribosomal_S10	protein.synthesis.misc ribososomal protein	29_2_2

CUST_64055_PI403524517	2	-0.08148193	-0.12754726	0.027029037	0.014056206	0.03458786	-0.014056206	35_18293	"Cluster: Putative terbinafine resistance locus protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative terbinafine resistance locus protein - Oryza s"	UniRef90_Q5N967	CHR4V7|COORD:14816896..14818728| integral membrane Yip1 family protein	AT4G30260.1	CHR01V5|COORD:37903736..37905958|protein yip1 domain family, member 6, putative, expressed	LOC_Os01g64760.1	no descriptionmoderately similar to ( 312)AT4G30260| Symbols:  | integral membrane Yip1 family protein | chr4:14816896-14818728 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Yip1 YIP1 PRK12323 Atrophin-1 PRK07003 Extensin_2 PRK07764 HPC2 DUF1421 APC_basic Tymo_45kd_70kd DUF566 Herpes_BLLF1 Drf_FH1 PRK05648 AF-4 Pneumo_att_G PRK10819 IER GRASP55_65 KAR9 TT_ORF1 DUF1509	not assigned.no ontology	35_1

CUST_18831_PI403524517	2	0.038599968	-0.25206852	-0.041053772	0.06424236	0.023780823	-0.023781776	35_5450	"Cluster: Hypothetical protein B1116H04.24; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1116H04.24 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6YUA8	CHR2V7|COORD:14715459..14716883| EDA3 (embryo sac development arrest 3)	AT2G34860.1	CHR08V5|COORD:22640128..22642316|protein expressed protein	LOC_Os08g36140.1	no descriptionweakly similar to ( 194)AT2G34860| Symbols: EDA3 | EDA3 (embryo sac development arrest 3) | chr2:14715459-14716883 FORWARD	protein.folding	29_6

CUST_78258_PI403524517	2	-0.022411346	0.14182281	0.05712509	-0.13576126	-0.088890076	0.022411346	35_22434	"Cluster: Phosphodiesterase/alkaline phosphatase D-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Phosphodiesterase/alkaline phosphatase D-like p"	UniRef90_Q69L73	"CHR5V7|COORD:16956557..16958691| similar to alkaline phosphatase D [Pseudoalteromonas haloplanktis TAC125] (GB:YP_340375.1); similar to Os02g0592200 [Oryza sati"	AT5G42370.1	CHR02V5|COORD:22909816..22905090|protein alkaline phosphatase D, putative, expressed	LOC_Os02g37910.1	"no descriptionmoderately similar to ( 391)AT5G42370| Symbols:  | similar to alkaline phosphatase D [Pseudoalteromonas haloplanktis TAC125] (GB:YP_340375.1); similar to Os02g0592200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001047291.1); contains domain Metallo-dependent phosphatases (SSF56300); contains domain no description (G3D.3.60.21.10) | chr5:16956557-16958691 REVERSEPhoD PhoD"	not assigned.unknown	35_2

CUST_127638_PI403524517	2	-0.010728836	0.18391418	-0.004878998	0.18269157	0.0048799515	-0.019857407	35_35896	0	0		0	CHR09V5|COORD:17323456..17326375|protein expressed protein	LOC_Os09g28480.1	no description	not assigned.unknown	35_2

CUST_62329_PI403524517	2	-0.26691723	0.1706028	0.006105423	-0.0061044693	-0.18168926	0.030548096	35_17775	"Cluster: Os02g0771800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os02g0771800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DX63	"CHR2V7|COORD:13998821..14001159| similar to Os02g0771800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001048261.1); similar to unknown protein [Oryza"	AT2G32970.1	CHR02V5|COORD:32574848..32569441|protein expressed protein	LOC_Os02g53210.7	"no descriptionmoderately similar to ( 388)AT2G32970| Symbols:  | similar to Os02g0771800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001048261.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD16855.1) | chr2:13998821-14001159 REVERSE"	not assigned.unknown	35_2

CUST_12307_PI404877155	2	-0.14171219	0.01261425	0.3544798	0.07123852	-0.17218399	-0.0126132965	Contig6039_at	0	AAR88588.1	glycine-rich RNA-binding protein	At3g26420.1	protein Transposable element protein, putative	Os03g61990	NONE	RNA.RNA binding	27_4

CUST_64935_PI403524517	2	-0.02395916	-0.3183241	0.02395916	-0.036702156	0.099720955	0.02828312	35_18539	"Cluster: Hypothetical protein P0710H01.3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0710H01.3 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q5VND7	CHR3V7|COORD:4557533..4557745| similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE79767.1)	AT3G13845.1	CHR06V5|COORD:2556664..2554568|protein expressed protein	LOC_Os06g05650.1	no description	not assigned.unknown	35_2

CUST_141029_PI403524517	2	8.7070465E-4	-0.14522362	-8.716583E-4	0.076532364	0.12055874	-0.027983665	35_39538	"Cluster: Putative Acid phosphatase 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Acid phosphatase 1 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5Z7F8	CHR4V7|COORD:12901746..12902892| acid phosphatase, putative	AT4G25150.1	CHR06V5|COORD:21376316..21373016|protein acid phosphatase 1 precursor, putative, expressed	LOC_Os06g36400.1	 no descriptionvery weakly similar to (51.2)AT4G25150| Symbols:  | acid phosphatase, putative | chr4:12901746-12902892 REVERSEvery weakly similar to (55.8)VSPB_SOYBNStem 31 kDa glycoprotein precursor - Glycine max (Soybean)Acid_phosphat_B 	development.storage proteins	33_1

CUST_59483_PI403524517	2	0.3449278	-0.20275211	-0.2893114	0.20275164	0.24360466	-0.37519217	35_16962	"Cluster: Os05g0348100 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0348100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DIZ2	CHR1V7|COORD:26690929..26691863| inorganic carbon transport protein-related	AT1G70760.1	CHR05V5|COORD:16345076..16343312|protein expressed protein	LOC_Os05g28090.1	no descriptionweakly similar to ( 119)AT1G70760| Symbols:  | inorganic carbon transport protein-related | chr1:26690929-26691863 FORWARD	not assigned.no ontology	35_1

CUST_65186_PI403524517	2	0.01171875	-0.3081789	-0.11607361	-0.01171875	0.030441284	0.03850937	35_18613	"Cluster: Putative peptidyl-prolyl cis-trans isomerase, chloroplast; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative peptidyl-prolyl cis-trans isomeras"	UniRef90_Q9AQU0	"CHR3V7|COORD:22984683..22986114| ROC4 (rotamase CyP 4); peptidyl-prolyl cis-trans isomerase"	AT3G62030.1	CHR01V5|COORD:10190421..10193553|protein peptidyl-prolyl cis-trans isomerase, chloroplast precursor, putative, expressed	LOC_Os01g18210.1	" no descriptionmoderately similar to ( 279)AT3G62030| Symbols: ROC4 | ROC4 (rotamase CyP 4); peptidyl-prolyl cis-trans isomerase | chr3:22984683-22986114 FORWARDmoderately similar to ( 278)CYPB_VICFAPeptidyl-prolyl cis-trans isomerase, chloroplast precursor - Vicia faba (Broad bean)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned cyclophilin_ABH_like Pro_isomerase cyclophilin PpiB cyclophilin_WD40 cyclophilin_SpCYP2_like cyclophilin_RING Cyclophilin_PPIL3_like cyclophilin_CeCYP16-like cyclophilin_RRM cyclophilin_EcCYP_like PRK10791 PRK10903 cyclophilin_TLP40_like "	cell.cycle.peptidylprolyl isomerase	31_3_1

CUST_11183_PI404877155	2	-0.009007454	-0.15704632	0.005973816	0.015592575	0.03592968	-0.0059747696	Contig4857_at	0	BAD10349.1	expressed protein	At3g24160.1	protein expressed protein	Os08g45220	glyceraldehyde-3-phosphate dehydrogenase	glycolysis.glyceraldehyde 3-phosphate dehydrogenase	4_09

CUST_45301_PI403524517	2	0.23387432	0.36073208	-0.15081406	-0.17564487	-0.38552284	0.15081406	35_12986	"Cluster: Putative acyl-CoA dehydrogenase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative acyl-CoA dehydrogenase - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6ZDX3	CHR3V7|COORD:2146540..2150660| acyl-CoA dehydrogenase-related	AT3G06810.1	CHR07V5|COORD:28550929..28558312|protein acad10 protein, putative, expressed	LOC_Os07g47820.2	no descriptionweakly similar to ( 130)AT3G06810| Symbols:  | acyl-CoA dehydrogenase-related | chr3:2146540-2150660 FORWARDnot assigned COG3173 PRK12323 PRK07764	lipid metabolism.lipid degradation.beta-oxidation.acyl CoA DH	11_9_4_2

CUST_51548_PI403524517	2	-0.006539345	-0.015842438	-0.048430443	0.00937748	0.1032877	0.006539345	35_14690	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QNZ9	CHR4V7|COORD:7514387..7516652| auxilin-related	AT4G12780.1	CHR12V5|COORD:22147027..22139829|protein auxilin-like protein, putative, expressed	LOC_Os12g36180.1	no descriptionmoderately similar to ( 257)AT4G12780| Symbols:  | auxilin-related | chr4:7514387-7516652 FORWARDnot assigned not assigned PRK12678 tolA	not assigned.no ontology	35_1

CUST_46609_PI403524517	2	0.11354351	0.154809	0.08390427	-0.08390427	-0.12932587	-0.33701086	35_13348	"Cluster: Putative kinesin-like DNA binding protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative kinesin-like DNA binding protein - Oryza sativa"	UniRef90_Q6L512	CHR5V7|COORD:503442..506386| kinesin motor protein-related	AT5G02370.1	CHR05V5|COORD:22490867..22494507|protein kinesin-like protein KIF22, putative, expressed	LOC_Os05g38480.1	no descriptionmoderately similar to ( 243)AT5G02370| Symbols:  | kinesin motor protein-related | chr5:503442-506386 FORWARDvery weakly similar to (98.6)K125_TOBAC125 kDa kinesin-related protein - Nicotiana tabacum (Common tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned KISc_KID_like Kinesin KISc KISc KISc_KIP3_like KISc_C_terminal KISc_KIF2_like KISc_KIF23_like KISc_KIF4 KISc_KHC_KIF5 KISc_CENP_E KISc_BimC_Eg5 KIP1 KISc_KIF1A_KIF1B KISc_KIF3 KISc_KIF9_like KISc_KLP2_like Motor_domain	cell.organisation	31_1

CUST_61156_PI403524517	2	-0.13590622	-0.41443872	0.392869	0.13590574	0.18992853	-0.3299651	35_17447	"Cluster: Putative anthranilate phosphoribosyltransferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative anthranilate phosphoribosyltransferase - Ory"	UniRef90_Q8H2Q5	CHR4V7|COORD:7013950..7017840| NTRB (NADPH-dependent thioredoxin reductase B)	AT4G11610.1	CHR07V5|COORD:17690802..17685355|protein phosphoribosylanthranilate transferase, putative, expressed	LOC_Os07g30020.1	 no descriptionnearly identical (1029)AT4G11610| Symbols: ATNTRB, NTRB | NTRB (NADPH-dependent thioredoxin reductase B) | chr4:7013950-7017840 REVERSEnot assigned not assigned not assigned not assigned not assigned PRT_C C2_1 C2 C2 C2 COG5038 C2_2 	not assigned.no ontology.C2 domain-containing protein	35_1_19

CUST_26552_PI399408534	2	0.22170544	-0.15718079	0.014256477	-0.055739403	0.45297432	-0.014256477	35_19560	Rep: 2OG-Fe(II) oxygenase - Medicago truncatula (Barrel medic)	UniRef90_Q1S835	CHR5V7|COORD:24011660..24012941| 2-oxoglutarate-dependent dioxygenase, putative	AT5G59530.1	CHR08V5|COORD:18377402..18376163|protein 1-aminocyclopropane-1-carboxylate oxidase, putative, expressed	LOC_Os08g30100.1	 no descriptionweakly similar to ( 135)AT5G59530| Symbols:  | 2-oxoglutarate-dependent dioxygenase, putative | chr5:24011660-24012941 REVERSEweakly similar to ( 137)DV4H_CATRODeacetoxyvindoline 4-hydroxylase - Catharanthus roseus (Rosy periwinkle) (Madagascar periwinkle)not assigned 2OG-FeII_Oxy PcbC 	hormone metabolism.ethylene.synthesis-degradation	17_5_1

CUST_95736_PI403524517	2	-0.04935503	0.2041359	0.0693779	-0.18455458	0.049355507	-0.23122025	35_27357	Rep: OSIGBa0152K17.17 protein - Oryza sativa (Rice)	UniRef90_Q01J70	CHR1V7|COORD:4838128..4839599| mitochondrial substrate carrier family protein	AT1G14140.1	CHR04V5|COORD:22157961..22160263|protein mitochondrial uncoupling protein 4, putative, expressed	LOC_Os04g37630.1	no descriptionweakly similar to ( 105)AT1G14140| Symbols:  | mitochondrial substrate carrier family protein | chr1:4838128-4839599 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Mito_carr PRK07003	transport.metabolite transporters at the mitochondrial membrane	34_9

CUST_54047_PI403524517	2	0.12482834	0.046549797	-0.01042366	-0.0056009293	0.0055999756	-0.024806976	35_15380	"Cluster: Pathogenesis-related protein 1A/1B precursor; n=10; Triticeae|Rep: Pathogenesis-related protein 1A/1B precursor - Hordeum vulgare (Barley)"	UniRef90_P32937	CHR4V7|COORD:7025121..7026107| ATOSM34 (OSMOTIN 34)	AT4G11650.1	CHR12V5|COORD:26880250..26879373|protein thaumatin-like protein precursor, putative, expressed	LOC_Os12g43380.1	no descriptionweakly similar to ( 129)AT4G11650| Symbols: ATOSM34 | ATOSM34 (OSMOTIN 34) | chr4:7025121-7026107 REVERSEmoderately similar to ( 331)PR1A_HORVUPathogenesis-related protein 1A/1B precursor - Hordeum vulgare (Barley)Thaumatin THN	stress.biotic	20_1

CUST_19097_PI404877155	2	0.10361481	0.16060257	-0.017923355	-0.07233429	-0.073750496	0.017923355	HZ01D23u_s_at	NAC-like protein [Oryza sativa (japonica cultivar-group)]	AAO72552.1	no apical meristem (NAM) family protein	At5g04410.1	protein No apical meristem (NAM) protein, putative	Os02g57650	"NAM protein, putative similar to NAM protein GI:6066594 from [Petunia hybrida]; supported by cDNA: gi_14334571_gb_AY034959.1_"	RNA.regulation of transcription.NAC domain transcription factor family	27_3_27

CUST_6957_PI403524517	2	0.049495697	0.024850845	-0.046423912	0.0895319	-0.04080391	-0.024850845	35_1928	Rep: H0306F03.5 protein - Oryza sativa (Rice)	UniRef90_Q25A69	"CHR3V7|COORD:21729472..21730257| (VACUOLAR ATP SYNTHASE SUBUNIT D); hydrogen ion transporting ATP synthase, rotational mechanism / hydrogen ion transporting ATP"	AT3G58730.1	CHR04V5|COORD:32513573..32516503|protein vacuolar ATP synthase subunit D 1, putative, expressed	LOC_Os04g55040.2	" no descriptionmoderately similar to ( 393)AT3G58730| Symbols:  | (VACUOLAR ATP SYNTHASE SUBUNIT D); hydrogen ion transporting ATP synthase, rotational mechanism / hydrogen ion transporting ATPase, rotational mechanism | chr3:21729472-21730257 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned ATP-synt_D NtpD PRK00373 PRK12323 PRK07003 HPC2 DUF1421 Tymo_45kd_70kd Atrophin-1 APC_basic Herpes_BLLF1 PRK08853 TT_ORF1 DUF566 PRK07764 PRK12678 Extensin_2 AF-4 KAR9 Pneumo_att_G PRK05648 GRASP55_65 Peptidase_S39 IER DUF605 Poxvirus_B22R DamX BASP1 ROM1 PRK00708 FAP Herpes_TAF50 CTF_NFI "	transport.p- and v-ATPases.H+-transporting two-sector ATPase	34_1_1

CUST_13296_PI403524517	2	0.012770653	0.14806652	0.048452377	-0.017137527	-0.017511368	-0.012770653	35_3807	"Cluster: Putative annexin; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative annexin - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6H450	"CHR1V7|COORD:25523105..25524437| ANNAT5 (ANN5, ANNEXIN ARABIDOPSIS 5); calcium ion binding / calcium-dependent phospholipid binding"	AT1G68090.1	CHR09V5|COORD:13705487..13710510|protein annexin A4, putative, expressed	LOC_Os09g23160.1	" no descriptionmoderately similar to ( 303)AT1G68090| Symbols: ANNAT5 | ANNAT5 (ANN5, ANNEXIN ARABIDOPSIS 5); calcium ion binding / calcium-dependent phospholipid binding | chr1:25523105-25524437 REVERSEweakly similar to ( 182)ANX4_FRAANAnnexin-like protein RJ4 - Fragaria ananassa (Strawberry)not assigned Annexin ANX "	cell.organisation	31_1

CUST_169007_PI403524517	2	0.19095993	0.5313101	0.26845932	-0.19095993	-0.52597046	-0.37131023	35_47067	"Cluster: Hypothetical protein; n=1; Hordeum vulgare subsp. vulgare|Rep: Hypothetical protein - Hordeum vulgare var. distichum (Two-rowed barley)"	UniRef90_Q8S3W6		0	CHR11V5|COORD:12774013..12776619|protein hypothetical protein	LOC_Os11g23050.1	no description	not assigned.unknown	35_2

CUST_73154_PI403524517	2	-0.05421734	0.11551857	0.05421734	-0.114388466	-0.056934357	0.20320606	35_20977	"Cluster: DENN (AEX-3) domain-containing protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: DENN (AEX-3) domain-containing protein-like - Oryza sativ"	UniRef90_Q6ZGD1	CHR5V7|COORD:13759688..13764694| DENN (AEX-3) domain-containing protein	AT5G35560.1	CHR02V5|COORD:32864539..32852915|protein expressed protein	LOC_Os02g53700.5	no descriptionweakly similar to ( 123)AT5G35560| Symbols:  | DENN (AEX-3) domain-containing protein | chr5:13759688-13764694 REVERSE	not assigned.no ontology	35_1

CUST_50643_PI403524517	2	0.032815933	0.42973518	-0.028966904	-0.012590408	-0.07714844	0.012590408	35_14453	Rep: Histone H1 WH1B.1 - Triticum aestivum (Wheat)	UniRef90_Q9XHL9	CHR2V7|COORD:13052437..13053344| histone H1.2	AT2G30620.1	CHR03V5|COORD:33243431..33244916|protein histone H1, putative, expressed	LOC_Os03g58470.1	no descriptionvery weakly similar to (86.7)AT2G30620| Symbols:  | histone H1.2 | chr2:13052437-13053344 FORWARDweakly similar to ( 116)H1_WHEATHistone H1 - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned H15 Tymo_45kd_70kd H15 Linker_histone tolA Extensin_2 PRK07003 TolA PRK07764 TolA PRK12323 Atrophin-1 infB APC_basic DUF1509 HC2 AF-4 PRK12372 MARCKS HPC2 PRK07735 DUF1421 DUF566 BASP1 PRK12678 PRK09169 Gag_spuma AraJ PRK11855 Glutenin_hmw PRK05035 CDC27 PRK10577 Transformer PRK00708 MFS_1 TonB KAR9 PRK08691 PRK12472 aceF motB DUF1431 ProSAAS Drf_FH1 DUF390 COG3174 COG3127 Poxvirus_B22R PRK05648 DUF1275 PRK10819 TT_ORF1 COG1835 Peptidase_S39 PRK12373 GRASP55_65 MCPVI COG3619 EriC_like	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_8785_PI399408534	2	0.31633377	0.08765602	-0.035175323	-0.1478138	-0.37697887	0.035176277	35_22962	"Cluster: Putative phorbol ester / diacylglycerol binding protein; n=2; Arabidopsis thaliana|Rep: Putative phorbol ester / diacylglycerol binding protein - Arabi"	UniRef90_Q0WNG8	CHR1V7|COORD:29258694..29265084| PHD finger family protein	AT1G77800.1	CHR02V5|COORD:32378762..32390223|protein PHD-finger family protein, expressed	LOC_Os02g52960.1	no descriptionmoderately similar to ( 246)AT1G77800| Symbols:  | PHD finger family protein | chr1:29258694-29265084 FORWARDnot assigned not assigned not assigned not assigned not assigned COG5141 PHD	RNA.regulation of transcription.SET-domain transcriptional regulator family	27_3_69

CUST_56771_PI403524517	2	0.32968712	-0.11648178	-0.067575455	0.14641571	-0.12701893	0.0675745	35_16169	"Cluster: Tropinone reductase, putative, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Tropinone reductase, putative, expressed - Oryza sativa (jap"	UniRef90_Q10NH7	CHR2V7|COORD:12542792..12544041| tropinone reductase, putative / tropine dehydrogenase, putative	AT2G29150.1	CHR03V5|COORD:8920372..8917401|protein tropinone reductase, putative, expressed	LOC_Os03g16210.2	 no descriptionweakly similar to ( 102)AT2G29150| Symbols:  | tropinone reductase, putative / tropine dehydrogenase, putative | chr2:12542792-12544041 REVERSEnot assigned not assigned not assigned not assigned fabG PRK12826 fabG PRK12829 fabG PRK09242 PRK08213 PRK07326 FabG PRK12429 adh_short PRK07201 PRK06124 PRK12827 PRK07856 PRK12939 fabG fabG PRK06841 PRK08324 PRK06181 PRK07062 DltE PRK06198 fabG fabG PRK12745 PRK09134 COG4221 PRK06200 PRK07814 PRK07825 PRK08265 PRK07063 PRK07035 PRK06935 DltE fabG PRK05866 PRK08220 PRK05872 PRK07478 fabG PRK07576 KR PRK07806 PRK07067 fabG PRK07109 PRK06138 PRK08278 PRK06523 PRK12937 PRK08277 PRK07890 PRK07097 fabG PRK06346 PRK07677 benD fabG 	misc.nitrilases, *nitrile lyases, berberine bridge enzymes, reticuline oxidases, troponine reductases	26_8

CUST_101724_PI403524517	2	0.32014513	0.3752265	0.038223743	-0.08426094	-0.24769068	-0.038223267	35_29026	"Cluster: Dynamin family protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Dynamin family protein, putative, expressed - Oryza sativ"	UniRef90_Q2QWX6	"CHR3V7|COORD:6850597..6855395| ARC5 (ACCUMULATION AND REPLICATION OF CHLOROPLAST 5); GTP binding / GTPase"	AT3G19720.1	CHR12V5|COORD:3993483..3985781|protein ARC5, putative, expressed	LOC_Os12g07880.1	"no descriptionmoderately similar to ( 244)AT3G19720| Symbols: ARC5 | ARC5 (ACCUMULATION AND REPLICATION OF CHLOROPLAST 5); GTP binding / GTPase | chr3:6850597-6855395 REVERSEnot assigned Dynamin_N DYNc"	misc.dynamin	26_17

CUST_17547_PI404877155	2	0.041380882	0.30801392	-0.041380882	-0.04548645	-0.05926037	0.046541214	HV_CEb0001K01r2_at	probable cadmium-transporting ATPase - soybean gb|AAB81947.1| putative cadmium-transporting ATPase [Glycine max]	T05728	cadmium/zinc-transporting ATPase, putative (HMA1)	At4g37270.1	protein potential cadmium/zinc-transporting atpase hma1 (ec 3.6.3.3)(ec 3.6.3.5)	Os06g47550	NONE	transport.metal	34_12

CUST_5616_PI403524517	2	0.024671555	0.88115406	-0.0246706	-0.21786022	-0.13959503	0.15366268	35_1553	"Cluster: Putative ubiquitin-associated (UBA) protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative ubiquitin-associated (UBA)"	UniRef90_Q6ZH84	CHR4V7|COORD:12741201..12744212| ubiquitin-associated (UBA)/TS-N domain-containing protein / octicosapeptide/Phox/Bemp1 (PB1) domain-containing	AT4G24690.1	CHR02V5|COORD:22981727..22975964|protein PB1 domain containing protein, expressed	LOC_Os02g38050.4	no descriptionweakly similar to ( 106)AT4G24690| Symbols:  | ubiquitin-associated (UBA)/TS-N domain-containing protein / octicosapeptide/Phox/Bemp1 (PB1) domain-containing protein | chr4:12741201-12744212 FORWARD	protein.degradation.ubiquitin	29_5_11

CUST_72518_PI403524517	2	0.03591633	0.16981411	-0.03591633	-0.1625967	-0.04812908	0.057107925	35_20784	"Cluster: Hypothetical protein OJ1004_A05.21; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1004_A05.21 - Oryza sativa (japonica cultiv"	UniRef90_Q6K634	CHR1|COORD:30392944..30394183| expressed protein	AT1G80860.1	CHR02V5|COORD:24089986..24091841|protein expressed protein	LOC_Os02g39880.1	no descriptionmoderately similar to ( 204)AT1G80860| Symbols:  | N-methyltransferase | chr1:30393324-30394176 REVERSE	not assigned.unknown	35_2

CUST_6296_PI399408534	2	-0.042695045	-0.13540363	0.08673382	-0.05522442	0.042696	0.06867981	35_20847	"Cluster: GTP-binding protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: GTP-binding protein, putative, expressed - Oryza sativa (jap"	UniRef90_Q10A60	CHR5V7|COORD:25928062..25929851| GTP-binding protein-related	AT5G64813.1	CHR10V5|COORD:2167342..2162756|protein RAB, member of RAS oncogene family-like 3, putative, expressed	LOC_Os10g04580.2	no descriptionweakly similar to ( 183)AT5G64813| Symbols:  | GTP-binding protein-related | chr5:25928062-25929851 FORWARDRabL3	signalling.G-proteins	30_5

CUST_160437_PI403524517	2	-0.061623096	0.078575134	0.26440763	-0.0534153	-0.0649147	0.053415775	35_44771	"Cluster: Hypothetical protein P0010D04.11; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0010D04.11 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6L4U8	"CHR1V7|COORD:18775054..18778053| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G20350.1); similar to unknown protein [Oryza sativa (japonica"	AT1G50660.1	CHR05V5|COORD:24461094..24457976|protein expressed protein	LOC_Os05g41910.1	"no descriptionvery weakly similar to (76.6)AT1G50660| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G20350.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAT44287.1); contains InterPro domain t-snare; (InterPro:IPR010989) | chr1:18775054-18778053 FORWARD"	not assigned.no ontology	35_1

CUST_36392_PI403524517	2	0.26908207	-0.14892101	-0.022668362	0.10451698	-0.41269588	0.022667885	35_10496	"Cluster: Putative ubiquitin carboxyl-terminal hydrolase 7; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ubiquitin carboxyl-terminal hydrolase 7 - O"	UniRef90_Q94ED6	"CHR5V7|COORD:2019546..2027835| UBP12 (UBIQUITIN-SPECIFIC PROTEASE 12); ubiquitin-specific protease"	AT5G06600.2	CHR01V5|COORD:32896604..32879459|protein ubiquitin carboxyl-terminal hydrolase 21, putative, expressed	LOC_Os01g56490.1	"no descriptionweakly similar to ( 192)AT5G06600| Symbols: UBP12 | UBP12 (UBIQUITIN-SPECIFIC PROTEASE 12); ubiquitin-specific protease | chr5:2019546-2027835 REVERSEnot assigned not assigned MATH MATH_Ubp21p COG5077 MATH MATH_HAUSP MATH_TRIM37 MATH"	not assigned.no ontology	35_1

CUST_9781_PI403524517	2	-0.0032835007	0.07871342	0.10197163	-0.11498642	-0.13292503	0.0032844543	35_2756	"Cluster: Hypothetical protein P0506E04.35; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0506E04.35 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5JMG9	"CHR4V7|COORD:8997472..9000866| similar to Os01g0932600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001045299.1); contains InterPro domain TRAF-like;"	AT4G15840.1	CHR01V5|COORD:41242189..41247613|protein BTB/POZ domain containing protein, expressed	LOC_Os01g70670.1	"no descriptionhighly similar to ( 671)AT4G15840| Symbols:  | similar to Os01g0932600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001045299.1); contains InterPro domain TRAF-like; (InterPro:IPR008974) | chr4:8997472-9000866 FORWARDnot assigned not assigned BTB BTB"	not assigned.unknown	35_2

CUST_23263_PI399408534	2	-0.060094833	0.3454628	-0.107004166	0.007928848	-0.007929802	0.016789436	35_5746	Rep: Cryptochrome 2 - Oryza sativa (Rice)	UniRef90_Q712D5	CHR4V7|COORD:5724257..5726902| CRY1 (CRYPTOCHROME 1, OUT OF PHASE 2)	AT4G08920.1	CHR02V5|COORD:24909993..24916230|protein cryptochrome 2 apoprotein, putative, expressed	LOC_Os02g41550.3	 no descriptionvery weakly similar to ( 100)AT4G08920| Symbols: BLU1, HY4, OOP2, CRY1 | CRY1 (CRYPTOCHROME 1, OUT OF PHASE 2) | chr4:5724257-5726902 FORWARDvery weakly similar to (80.9)PHR1_SINALDeoxyribodipyrimidine photo-lyase - Sinapis alba (White mustard) (Brassica hirta)not assigned FAD_binding_7 	signalling.light	30_11

CUST_57413_PI403524517	2	-0.070714	-0.19293785	-0.008246422	0.017422676	0.078024864	0.0082473755	35_16371	"Cluster: Anthranilate phosphoribosyltransferase, chloroplast, putative, expressed; n=4; Oryza sativa (japonica cultivar-group)|Rep: Anthranilate"	UniRef90_Q10SD6	"CHR5V7|COORD:5957332..5959683| TRP1 (TRYPTOPHAN BIOSYNTHESIS 1); anthranilate phosphoribosyltransferase"	AT5G17990.1	CHR03V5|COORD:1469014..1463947|protein anthranilate phosphoribosyltransferase, chloroplast precursor, putative, expressed	LOC_Os03g03450.1	" no descriptionmoderately similar to ( 412)AT5G17990| Symbols: PAT1, TRP1 | TRP1 (TRYPTOPHAN BIOSYNTHESIS 1); anthranilate phosphoribosyltransferase | chr5:5957332-5959683 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned trpD TrpD Glycos_transf_3 PRK09522 PRK07394 DeoA PRK09071 PRK07003 PRK12678 PRK04350 Glycos_trans_3N Tymo_45kd_70kd PRK12323 TT_ORF1 PRK07764 DUF1421 HPC2 Atrophin-1 PRK08136 infB FAP deoA GRASP55_65 APC_basic Extensin_2 "	amino acid metabolism.synthesis.aromatic aa.tryptophan.anthranilate phosphoribosyltransferase	13_1_6_5_2

CUST_54809_PI403524517	2	0.30617237	-1.5195155	-0.17514181	0.21059513	0.13044167	-0.13044119	35_15597	"Cluster: Sucrase-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Sucrase-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z5K5	CHR4V7|COORD:13427605..13429883| sucrase-related	AT4G26620.1	CHR02V5|COORD:30137583..30133786|protein sucrose cleavage protein-like, putative, expressed	LOC_Os02g49320.1	no descriptionmoderately similar to ( 366)AT4G26620| Symbols:  | sucrase-related | chr4:13427605-13429883 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Suc_Fer-like TRX_Fd_Sucrase TRX_Fd_family PRK12323 PRK07003 Atrophin-1 PRK07764 DUF1421	major CHO metabolism.degradation.sucrose.misc	2_2_1_99

CUST_98842_PI403524517	2	0.3768506	0.25075674	0.21878815	-0.21878815	-0.42974806	-1.0303841	35_28214	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_31260_PI403524517	2	0.24689674	0.17200089	-0.008187294	-0.2979803	0.008188248	-0.43519974	35_9022	"Cluster: Hypothetical protein B1150E06.18-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1150E06.18-1 - Oryza sativa (japonica cultiv"	UniRef90_Q5VNR1	CHR5V7|COORD:20148674..20149753| F-box family protein	AT5G49610.1	CHR01V5|COORD:16104167..16107862|protein F-box domain containing protein, expressed	LOC_Os01g28150.1	no descriptionvery weakly similar to (60.5)AT5G49610| Symbols:  | F-box family protein | chr5:20148674-20149753 REVERSEFBOX	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_26854_PI399408534	2	0.2862463	-0.061587334	-0.023227692	-5.8841705E-4	5.893707E-4	0.070142746	35_21816	"Cluster: Remorin, C-terminal region family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Remorin, C-terminal region family protein, expre"	UniRef90_Q2QM86	CHR1V7|COORD:10680330..10682834| remorin family protein	AT1G30320.1	CHR12V5|COORD:25964821..25968244|protein DNA binding protein, putative, expressed	LOC_Os12g41940.2	no descriptionweakly similar to ( 154)AT1G30320| Symbols:  | remorin family protein | chr1:10680330-10682834 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Remorin_C PRK07003 PRK12678 PRK12323 APC_basic PRK07764 Tymo_45kd_70kd	RNA.regulation of transcription.unclassified	27_3_99

CUST_104680_PI403524517	2	-0.06344414	0.12771702	-0.021702766	0.021702766	0.04945755	-0.22419357	35_29828	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_9421_PI404877155	2	0.041391373	-0.03857708	-0.069042206	0.054102898	-0.026844025	0.026844025	Contig3167_s_at	Ras-related GTP-binding protein, putative [Arabidopsis thaliana] sp|O04486|RB1C_ARATH Ras-related protein Rab11C	NP_172434.1	Ras-related GTP-binding protein, putative	At1g09630.1	protein Ras family, putative	Os05g01480	GTP-binding protein, putative	signalling.G-proteins	30_5

CUST_94696_PI403524517	2	0.0013923645	-0.13671207	-0.0013933182	-0.087911606	0.019376755	0.018047333	35_27068	"Cluster: Uncharacterised protein family containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Uncharacterised protein family"	UniRef90_Q2RAS4	"CHR3V7|COORD:649993..650556| Identical to UPF0131 protein At3g02910 [Arabidopsis Thaliana] (GB:Q9M8T3); similar to unknown protein [Arabidopsis thaliana]"	AT3G02910.1	CHR11V5|COORD:1846870..1837509|protein expressed protein	LOC_Os11g04420.2	" no descriptionvery weakly similar to (92.0)AT3G02910| Symbols:  | Identical to UPF0131 protein At3g02910 [Arabidopsis Thaliana] (GB:Q9M8T3); similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G46720.1); similar to Os03g0854000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001051934.1); similar to Uncharacterised protein family containing protein, expressed [Oryza sativa (japonica cultivar-group)] (GB:ABG22357.1); similar to Os11g0139900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001065707.1); contains InterPro domain Protein of unknown function UPF0131; (InterPro:IPR005347) | chr3:649993-650556 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned AIG2 PRK12323 Atrophin-1 PRK07764 COG2105 "	not assigned.unknown	35_2

CUST_48913_PI403524517	2	0.017782211	-0.08603668	-0.017784119	-0.027568817	0.08382034	0.03180504	35_13966	Rep: Histone H2A - Zea mays (Maize)	UniRef90_P40280	CHR5V7|COORD:575435..576454| histone H2A, putative	AT5G02560.1	CHR03V5|COORD:9478877..9477951|protein histone H2A, putative, expressed	LOC_Os03g17100.1	 no descriptionweakly similar to ( 153)AT5G02560| Symbols:  | histone H2A, putative | chr5:575435-576454 FORWARDweakly similar to ( 162)H2A3_WHEATHistone H2A.2.2 - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned H2A H2A HTA1 Histone PRK12678 	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_136267_PI403524517	2	0.21899414	-0.2471304	-0.010269165	0.010270119	0.24503326	-0.09008026	35_38213	"Cluster: Hypothetical protein At1g19170; n=2; Arabidopsis thaliana|Rep: Hypothetical protein At1g19170 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q8RXF9	CHR1V7|COORD:6616768..6618866| glycoside hydrolase family 28 protein / polygalacturonase (pectinase) family protein	AT1G19170.1	CHR09V5|COORD:16281794..16286188|protein polygalacturonase, putative, expressed	LOC_Os09g26800.1	no descriptionmoderately similar to ( 368)AT1G19170| Symbols:  | glycoside hydrolase family 28 protein / polygalacturonase (pectinase) family protein | chr1:6616768-6618866 FORWARDvery weakly similar to (75.1)PGLR_ACTCHPolygalacturonase precursor - Actinidia chinensis (Kiwi) (Yangtao)PGU1 Glyco_hydro_28	cell wall.degradation.pectate lyases and polygalacturonases	10_6_3

CUST_13681_PI403524517	2	0.24591827	0.03828478	-0.2914381	0.24402523	-0.114616394	-0.038285255	35_3927	"Cluster: Putative pectinacetylesterase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative pectinacetylesterase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5JLW5	CHR3V7|COORD:2898249..2900990| pectinacetylesterase family protein	AT3G09410.1	CHR01V5|COORD:39130783..39127433|protein carboxylic ester hydrolase, putative, expressed	LOC_Os01g66830.3	no descriptionmoderately similar to ( 202)AT3G09410| Symbols:  | pectinacetylesterase family protein | chr3:2895015-2897372 REVERSEnot assigned PAE	cell wall.pectin*esterases.acetyl esterase	10_8_2

CUST_18884_PI404877155	2	-0.04001999	-0.82013416	0.024197578	0.08123684	0.16119003	-0.024198532	HW07A09u_x_at	0	0	0	0	0	0	S-adenosylmethionine synthetase 1	amino acid metabolism.synthesis.aspartate family.methionine	13_1_3_4

CUST_98049_PI403524517	2	0.28844976	0.43165874	0.077100754	-0.077100754	-0.13966608	-0.3716259	35_27997	"Cluster: BNR repeat domain protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: BNR repeat domain protein-like - Oryza sativa (japonica cultivar-group"	UniRef90_Q8S160	CHR5V7|COORD:3718914..3721126| UVB-resistance protein-related / regulator of chromosome condensation (RCC1) family protein	AT5G11580.1	CHR01V5|COORD:30578317..30581803|protein BNR repeat domain protein, putative, expressed	LOC_Os01g52630.1	no descriptionweakly similar to ( 149)AT5G11580| Symbols:  | UVB-resistance protein-related / regulator of chromosome condensation (RCC1) family protein | chr5:3718914-3721126 FORWARD	cell.division	31_2

CUST_6512_PI399408534	2	0.43951178	0.0125284195	0.020715714	-0.1327014	-0.0125284195	-0.1926403	35_9492	"Cluster: NPH3 family protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: NPH3 family protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6AST7	CHR1V7|COORD:10759457..10762181| phototropic-responsive NPH3 family protein	AT1G30440.1	CHR03V5|COORD:24660927..24655262|protein transposon protein, putative, Mutator sub-class, expressed	LOC_Os03g43990.1	no descriptionmoderately similar to ( 283)AT1G30440| Symbols:  | phototropic-responsive NPH3 family protein | chr1:10759457-10762181 FORWARDweakly similar to ( 171)NPH3_ORYSABTB BTB	signalling.light	30_11

CUST_2153_PI403524517	2	-0.78874636	-1.5722132	2.7403488	0.78874683	1.6864567	-0.9806566	35_577	"Cluster: Putative proline-rich protein APG; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative proline-rich protein APG - Oryza sativa (japonica cultivar"	UniRef90_Q6Z7T3	CHR5V7|COORD:12620003..12621900| GDSL-motif lipase/hydrolase family protein	AT5G33370.1	CHR02V5|COORD:30961730..30959713|protein anther-specific proline-rich protein APG precursor, putative, expressed	LOC_Os02g50690.1	no descriptionweakly similar to ( 115)AT5G33370| Symbols:  | GDSL-motif lipase/hydrolase family protein | chr5:12620094-12621900 REVERSEvery weakly similar to (73.9)APG_BRANAAnther-specific proline-rich protein APG - Brassica napus (Rape)not assigned SGNH_plant_lipase_like fatty_acyltransferase_like Triacylglycerol_lipase_like	misc.GDSL-motif lipase	26_28

CUST_12369_PI404877155	2	0.11239147	-0.7161236	-0.11712551	0.06441784	0.014503479	-0.014503479	Contig613_s_at	putative malate dehydrogenase [Oryza sativa (japonica cultivar-group)] gb|AAM00435.1| malate dehydrogenase [Oryza sativa]	NP_917241.1	malate dehydrogenase (NAD), mitochondrial	At1g53240.1	protein malate dehydrogenase, NAD-dependent	Os01g46070	putative malate dehydrogenase	TCA / org. transformation.TCA.malate DH	8_1_09

CUST_21627_PI403524517	2	0.25749016	0.21095657	-0.133708	-0.018536568	-0.041710854	0.018536568	35_6278	Rep: Os02g0805800 protein - Oryza sativa (japonica cultivar-group)	UniRef90_Q0DWN0	CHR2V7|COORD:16357218..16362823| ATATH8 (ABC2 homolog 8)	AT2G39190.2	CHR02V5|COORD:34372513..34366517|protein ATATH8, putative, expressed	LOC_Os02g56200.2	no description	not assigned.unknown	35_2

CUST_89914_PI403524517	2	0.32297516	-0.5378647	-0.31213856	0.017799377	-0.017799377	0.091973305	35_25722	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_66968_PI403524517	2	-0.8262534	0.10379028	0.3747635	0.31874037	-0.10379028	-0.1774888	35_19125	"Cluster: Hypothetical protein P0544B02.26; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0544B02.26 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6ETK8	"CHR5V7|COORD:4214570..4216591| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G24780.1); similar to unknown protein [Arabidopsis thaliana]"	AT5G13210.1	CHR02V5|COORD:4426617..4424443|protein expressed protein	LOC_Os02g08330.1	"no descriptionhighly similar to ( 511)AT5G13210| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G24780.1); similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G43400.1); similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G43390.1); similar to hypothetical protein MG06799.4 [Magnaporthe grisea 70-15] (GB:XP_370302.1); similar to Os09g0499500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001063572.1); similar to Os02g0179600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001046085.1); contains InterPro domain Protein of unknown function T31B5_30_vWA; (InterPro:IPR011205) | chr5:4214570-4216591 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned APC_basic PRK07003 PRK07764 PRK12323 Herpes_BLLF1 Gag_spuma Pol_Y_like PRK12678 AF-4 DUF566"	not assigned.unknown	35_2

CUST_7232_PI404877155	2	0.011045456	0.43188477	-0.12072563	0.10972309	-0.3431883	-0.011045456	Contig21062_at	RNA recognition motif (RRM)-containing protein [Arabidopsis thaliana]	NP_565175.1	RNA recognition motif (RRM)-containing protein	At1g78260.1	protein RNA recognition motif-containing protein SEB-4	Os02g51890	NONE	RNA.RNA binding	27_4

CUST_10148_PI403524517	2	0.05914402	0.27412415	-0.110569954	-0.1280756	-0.009111404	0.009111404	35_2864	"Cluster: Putative ubiquitin-specific protease 3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ubiquitin-specific protease 3 - Oryza sativa (japonic"	UniRef90_Q8H7M6	"CHR4V7|COORD:18511852..18514133| ATUBP3 (UBIQUITIN-SPECIFIC PROTEASE 3); ubiquitin-specific protease"	AT4G39910.1	CHR03V5|COORD:4698392..4694244|protein ubiquitin carboxyl-terminal hydrolase 4, putative, expressed	LOC_Os03g09080.1	" no descriptionhighly similar to ( 602)AT4G39910| Symbols: UBP3, ATUBP3 | ATUBP3 (UBIQUITIN-SPECIFIC PROTEASE 3); ubiquitin-specific protease | chr4:18511852-18514133 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Peptidase_C19G UCH Peptidase_C19E peptidase_C19C Peptidase_C19 Peptidase_C19D Peptidase_C19L Peptidase_C19O Peptidase_C19R UBP5 Peptidase_C19K Peptidase_C19A Peptidase_C19H Peptidase_C19B COG5077 Peptidase_C19M Peptidase_C19F UBP12 Peptidase_C19Q UBP14 Peptidase_C19J Peptidase_C19N "	protein.degradation.ubiquitin.ubiquitin protease	29_5_11_5

CUST_103770_PI403524517	2	-0.02998352	-0.019896507	-0.026824951	0.041469574	0.037249565	0.019897461	35_29585	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_154754_PI403524517	2	0.09477568	-0.59671164	-0.062072277	-0.11672926	0.062072754	0.07332945	35_43235	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_21435_PI399408534	2	0.01900196	0.50571346	-0.3769245	0.07126808	-0.2301979	-0.01900196	35_17525	"Cluster: Putative leucine-rich repeat protein; n=1; Triticum aestivum|Rep: Putative leucine-rich repeat protein - Triticum aestivum (Wheat)"	UniRef90_Q4W1G0	CHR3V7|COORD:15655114..15656433| leucine-rich repeat family protein	AT3G43740.1	CHR01V5|COORD:34705945..34709933|protein BRASSINOSTEROID INSENSITIVE 1-associated receptor kinase 1 precursor, putative, expressed	LOC_Os01g59440.2	no descriptionweakly similar to ( 130)AT3G43740| Symbols:  | leucine-rich repeat family protein | chr3:15655114-15656433 FORWARDvery weakly similar to (63.9)RPK1_IPONIReceptor-like protein kinase precursor - Ipomoea nil (Japanese morning glory) (Pharbitis nil)LRRNT_2	signalling.receptor kinases.leucine rich repeat II	30_2_2

CUST_79656_PI403524517	2	0.15154266	0.09726524	-0.005437851	-0.119953156	-0.037320137	0.005437851	35_22844	"Cluster: DNAJ heat shock N-terminal domain-containing protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: DNAJ heat shock N-terminal domain-containin"	UniRef90_Q5QMD6	CHR1V7|COORD:24249164..24252184| heat shock protein binding / unfolded protein binding	AT1G65280.1	CHR01V5|COORD:18927822..18938421|protein heat shock protein binding protein, putative, expressed	LOC_Os01g33800.1	no descriptionmoderately similar to ( 307)AT1G65280| Symbols:  | heat shock protein binding / unfolded protein binding | chr1:24249164-24252184 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DnaJ DnaJ DnaJ CbpA	stress.abiotic.heat	20_2_1

CUST_71861_PI403524517	2	0.23941326	-0.014904976	-0.05250168	-0.17116356	0.01490593	0.10346031	35_20601	"Cluster: Transcription factor R18-like protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Transcription factor R18-like protein - Oryza sativa (japonica"	UniRef90_Q8L414	CHR5V7|COORD:26710148..26712522| SAP domain-containing protein	AT5G66840.1	CHR07V5|COORD:25614684..25610230|protein expressed protein	LOC_Os07g42760.1	no descriptionmoderately similar to ( 204)AT5G66840| Symbols:  | SAP domain-containing protein | chr5:26710148-26712522 REVERSE	DNA.unspecified	28_99

CUST_54321_PI403524517	2	0.19187832	-0.31199074	-0.040197372	0.12523937	0.040198326	-0.17962074	35_15466	"Cluster: CP12, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: CP12, putative, expressed - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10MJ5	CHR2V7|COORD:19453959..19454333| CP12-1 (CP12 domain-containing protein 1)	AT2G47400.1	CHR03V5|COORD:10889395..10890371|protein CP12-2, putative, expressed	LOC_Os03g19380.1	 no descriptionweakly similar to ( 121)AT2G47400| Symbols: CP12, CP12-1 | CP12-1 (CP12 domain-containing protein 1) | chr2:19453959-19454333 FORWARDnot assigned not assigned CP12 PRK07764 	not assigned.no ontology	35_1

CUST_52737_PI403524517	2	0.061662674	0.71197414	0.0033721924	-0.22410583	-0.2924943	-0.0033712387	35_15022	"Cluster: Hypothetical protein At4g20120; n=3; Arabidopsis thaliana|Rep: Hypothetical protein At4g20120 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q56YC9	CHR4V7|COORD:10878924..10881707| PTAC14 (PLASTID TRANSCRIPTIONALLY ACTIVE14)	AT4G20130.1	CHR05V5|COORD:29168360..29172665|protein SET domain containing protein, expressed	LOC_Os05g50980.1	no descriptionvery weakly similar to (50.1)AT4G20130| Symbols: PTAC14 | PTAC14 (PLASTID TRANSCRIPTIONALLY ACTIVE14) | chr4:10878924-10881707 FORWARD	PS.calvin cyle.rubisco interacting	1_3_13

CUST_121068_PI403524517	2	-0.17173672	0.42475033	-0.0787735	0.0787735	-0.24082136	0.0955224	35_34205	"Cluster: Methylmalonate semi-aldehyde dehydrogenase; n=3; BEP clade|Rep: Methylmalonate semi-aldehyde dehydrogenase - Oryza sativa (Rice)"	UniRef90_O49218	"CHR2V7|COORD:5984809..5988981| ALDH6B2 (Aldehyde dehydrogenase 6B2); 3-chloroallyl aldehyde dehydrogenase"	AT2G14170.1	CHR07V5|COORD:4732926..4739754|protein methylmalonate-semialdehyde dehydrogenase, putative, expressed	LOC_Os07g09060.3	no description	not assigned.unknown	35_2

CUST_35356_PI403524517	2	0.06939697	-0.114029884	0.04395485	-0.029457092	0.029456139	-0.04373741	35_10192	"Cluster: Putative PrMC3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative PrMC3 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q67IZ2	"CHR1V7|COORD:17420063..17421736| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G48700.1); similar to CXE carboxylesterase [Malus pumila]"	AT1G47480.1	CHR09V5|COORD:17472041..17472749|protein 2-hydroxyisoflavanone dehydratase, putative, expressed	LOC_Os09g28760.1	"no descriptionvery weakly similar to (50.8)AT3G48690| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G48700.1); similar to Esterase/lipase/thioesterase [Medicago truncatula] (GB:ABE83378.1); contains InterPro domain Esterase/lipase/thioesterase; (InterPro:IPR000379); contains InterPro domain Alpha/beta hydrolase fold-3; (InterPro:IPR013094) | chr3:18048171-18049145 REVERSEnot assigned"	not assigned.no ontology	35_1

CUST_2807_PI403524517	2	0.052871704	0.08924866	0.015058517	-0.017868042	-0.0686512	-0.015060425	35_769	"Cluster: Putative ribosomal protein L27a; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative ribosomal protein L27a - Oryza sativa (japonica cultivar-gro"	UniRef90_Q84MQ4	CHR1V7|COORD:26624831..26625271| 60S ribosomal protein L27A (RPL27aC)	AT1G70600.1	CHR03V5|COORD:16742172..16742962|protein 60S ribosomal protein L27a-3, putative, expressed	LOC_Os03g29460.1	no descriptionmoderately similar to ( 209)AT1G70600| Symbols:  | 60S ribosomal protein L27A (RPL27aC) | chr1:26624831-26625271 REVERSEnot assigned rpl15p RplO PRK07003 PRK12678 rplO L15	protein.synthesis.misc ribososomal protein	29_2_2

CUST_32812_PI403524517	2	-0.10656929	0.056259632	0.7451649	-0.05626011	0.15093517	-0.45873737	35_9457	"Cluster: Putative glucosyltransferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative glucosyltransferase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z481	CHR1V7|COORD:2225962..2227401| UDP-glucoronosyl/UDP-glucosyl transferase family protein	AT1G07250.1	CHR07V5|COORD:19035975..19037924|protein anthocyanidin 5,3-O-glucosyltransferase, putative, expressed	LOC_Os07g32010.1	no descriptionvery weakly similar to (90.9)AT1G07250| Symbols:  | UDP-glucoronosyl/UDP-glucosyl transferase family protein | chr1:2225962-2227401 FORWARDvery weakly similar to (57.4)ZOX_PHAVUZeatin O-xylosyltransferase - Phaseolus vulgaris (Kidney bean) (French bean)not assigned not assigned PRK12323	misc.UDP glucosyl and glucoronyl transferases	26_2

CUST_16772_PI404877155	2	-0.47493553	-0.60730743	0.65127563	0.16940308	0.23845673	-0.16940117	HI02E21u_s_at	lipoxygenase (EC 1.13.11.12) 2 - barley gb|AAB70865.1| lipoxygenase 2 [Hordeum vulgare subsp. vulgare]	T05945	lipoxygenase, putative	At3g22400.1	"protein lipoxygenase L-2; lipoxygenase"	Os03g52860	lipoxygenase 2	hormone metabolism.jasmonate.synthesis-degradation.lipoxygenase	17_7_1_2

CUST_59154_PI403524517	2	-0.01999855	0.3705368	0.03830719	-0.14143467	-0.07663536	0.019996643	35_16869	"Cluster: Putative 60S ribosomal protein L7; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative 60S ribosomal protein L7 - Oryza sativa (japonica"	UniRef90_Q6ZIT2	CHR1V7|COORD:30353944..30355326| 60S ribosomal protein L7 (RPL7A)	AT1G80750.1	CHR08V5|COORD:26994917..26996770|protein 60S ribosomal protein L7, putative, expressed	LOC_Os08g42920.1	no descriptionmoderately similar to ( 218)AT1G80750| Symbols:  | 60S ribosomal protein L7 (RPL7A) | chr1:30353944-30355326 FORWARDnot assigned not assigned Ribosomal_L7 rpl30p Ribosomal_L30_N Ribosomal_L30_L7	protein.synthesis.misc ribososomal protein	29_2_2

CUST_68612_PI403524517	2	-0.011492729	0.2239666	0.0114917755	-0.08850956	-0.051103592	0.01768589	35_19625	"Cluster: Ubiquitin-activating enzyme E1-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: Ubiquitin-activating enzyme E1-like - Oryza sativa (japonica cult"	UniRef90_Q5ZDX5	CHR5V7|COORD:18632531..18635663| APG7 (AUTOPHAGY 7)	AT5G45900.1	CHR01V5|COORD:24713535..24707484|protein autophagy-related protein 7, putative, expressed	LOC_Os01g42850.2	 no descriptionmoderately similar to ( 380)AT5G45900| Symbols: ATAPG7, ATG7, APG7 | APG7 (AUTOPHAGY 7) | chr5:18632531-18635663 FORWARDnot assigned not assigned not assigned not assigned Apg7 ThiF ThiF_MoeB_HesA_family ThiF E1_enzyme_family PRK07688 PRK12475 PRK05690 PRK08762 PRK05600 Uba3_RUB Uba2_SUMO 	protein.degradation.autophagy	29_5_2

CUST_75704_PI403524517	2	0.14181948	0.006439686	0.054910183	-0.006439686	-0.09384823	-0.22875357	35_21701	"Cluster: Ubiquitin family protein, expressed; n=4; Oryza sativa|Rep: Ubiquitin family protein, expressed - Oryza sativa (japonica cultivar-group)"	UniRef90_Q336W0	CHR2V7|COORD:7485354..7488443| ubiquitin family protein	AT2G17190.1	CHR10V5|COORD:20844903..20839650|protein ubiquilin-1, putative, expressed	LOC_Os10g39620.7	no descriptionweakly similar to ( 103)AT2G17200| Symbols:  | ubiquitin family protein | chr2:7489215-7492172 REVERSEvery weakly similar to (50.1)UBIQ_ACECLUbiquitin - Acetabularia cliftonii (Green alga)not assigned not assigned not assigned not assigned Scythe_N UBL UBQ ubiquitin RAD23_N UBQ Nedd8 Ubiquitin	protein.degradation.ubiquitin.ubiquitin	29_5_11_1

CUST_46388_PI403524517	2	0.16486263	0.6728735	0.14106369	-0.28738213	-0.14106369	-0.28774643	35_13283	"Cluster: F-box family protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: F-box family protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5VR67	CHR2V7|COORD:17166388..17167923| F-box family protein	AT2G41170.1	CHR01V5|COORD:34513713..34509141|protein cyclin-like F-box, putative, expressed	LOC_Os01g59180.1	no descriptionvery weakly similar to (53.5)AT2G41170| Symbols:  | F-box family protein | chr2:17166388-17167923 REVERSEPRK07764 TT_ORF1	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_91375_PI403524517	2	-0.023311615	-0.58614635	-0.25580788	0.030564308	0.14496613	0.023311615	35_26128	"Cluster: Putative non-LTR retroelement reverse transcriptase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative non-LTR retroelement reverse transcripta"	UniRef90_Q75GM6	0	0	CHR05V5|COORD:23487452..23481901|protein retrotransposon protein, putative, unclassified	LOC_Os05g40110.1	no description	not assigned.unknown	35_2

CUST_2244_PI404877155	2	0.031912804	-0.031912804	0.21105576	-0.058991432	0.17458534	-0.04219532	Contig12607_at	RML1 protein [Oryza sativa (indica cultivar-group)] emb|CAD79698.1| putative DNA binding protein [Oryza sativa (indica cultivar-group)]	CAD59675.1	DNA binding protein GT-1	At1g13450.1	protein expressed protein	Os04g40930	0	RNA.regulation of transcription.Trihelix, Triple-Helix transcription factor family	27_3_30

CUST_104465_PI403524517	2	0.12918854	0.43924236	0.18648243	-0.17868996	-0.12918758	-0.17495823	35_29771	"Cluster: Mitochondrial carrier, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Mitochondrial carrier, putative, expressed - Oryza sativa"	UniRef90_Q10R11	CHR1V7|COORD:27407119..27408168| mitochondrial substrate carrier family protein	AT1G72820.1	CHR03V5|COORD:3993537..3995589|protein mitochondrial carrier-like protein, putative, expressed	LOC_Os03g07890.1	no descriptionvery weakly similar to (74.7)AT1G72820| Symbols:  | mitochondrial substrate carrier family protein | chr1:27407119-27408168 FORWARDnot assigned	transport.metabolite transporters at the mitochondrial membrane	34_9

CUST_54605_PI403524517	2	-0.28498173	0.53101444	-0.021279335	0.021279335	0.07963467	-0.23248768	35_15542	Rep: Hypothetical protein - Deschampsia antarctica (Antarctic hairgrass)	UniRef90_Q8RX53	"CHR5V7|COORD:22913073..22913728| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G26288.1); similar to Os02g0684400 [Oryza sativa (japonica"	AT5G56550.1	CHR01V5|COORD:31213188..31211669|protein expressed protein	LOC_Os01g53730.1	"no descriptionvery weakly similar to (57.4)AT5G56550| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G26288.1); similar to Os02g0684400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001047761.1); similar to Os02g0227100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001046350.1); similar to MTD1 [Medicago truncatula] (GB:ABE81740.1) | chr5:22913073-22913728 REVERSE"	not assigned.unknown	35_2

CUST_5991_PI403524517	2	0.010306358	0.32567787	-0.028824806	0.03993225	-0.010306358	-0.09723663	35_1656	"Cluster: Putative ribosomal protein L28; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ribosomal protein L28 - Oryza sativa (japonica cultivar-group"	UniRef90_Q9FW34	CHR2V7|COORD:14180696..14181456| 50S ribosomal protein L28, chloroplast (CL28)	AT2G33450.1	CHR05V5|COORD:77844..75385|protein 50S ribosomal protein L28, chloroplast precursor, putative, expressed	LOC_Os05g01110.1	 no descriptionweakly similar to ( 160)AT2G33450| Symbols:  | 50S ribosomal protein L28, chloroplast (CL28) | chr2:14180696-14181456 FORWARDweakly similar to ( 158)RK28_TOBAC50S ribosomal protein L28, chloroplast precursor - Nicotiana tabacum (Common tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned rpmB Ribosomal_L28 RpmB rpl28 PRK12323 DUF1421 Atrophin-1 	protein.synthesis.mito/plastid ribosomal protein.plastid	29_2_1_1

CUST_13667_PI404877155	2	0.05480385	-0.011009216	0.007522583	-0.08113861	-0.0075216293	0.018342972	Contig7392_at	putative inositol-1-monophosphatase [Oryza sativa (japonica cultivar-group)] ref|XP_507439.1| PREDICTED P0669G09.32 gene product [Oryza sati	XP_464275.1	inositol monophosphatase family protein	At1g31190.1	protein Inositol monophosphatase family, putative	Os02g07350	gi|21537207|gb|AAM61548.1| unknown	minor CHO metabolism.myo-inositol.inositol phosphatase	3_4_05

CUST_7117_PI403524517	2	0.23542452	0.18105936	-0.24428129	0.09407568	-0.22974586	-0.09407568	35_1973	"Cluster: Hypothetical protein OSJNBb0081B07.22; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0081B07.22 - Oryza sativa (japonica"	UniRef90_Q852A3	CHR2V7|COORD:15802559..15804055| catalytic/ coenzyme binding	AT2G37660.1	CHR03V5|COORD:34468030..34465418|protein NAD-dependent epimerase/dehydratase, putative, expressed	LOC_Os03g60740.1	no descriptionmoderately similar to ( 416)AT2G37660| Symbols:  | catalytic/ coenzyme binding | chr2:15802559-15804055 REVERSEnot assigned not assigned COG0702 WcaG PRK12323 NmrA 3Beta_HSD	not assigned.unknown	35_2

CUST_130789_PI403524517	2	0.36789417	0.25175285	-0.23187447	-8.7451935E-4	-0.19249916	8.749962E-4	35_36727	Rep: Hypothetical protein OSJNBb0006J12.7 - Oryza sativa (japonica cultivar-group)	UniRef90_Q6AUL4	"CHR5V7|COORD:7960759..7967647| (MALE GAMETOGENESIS IMPAIRED ANTHERS); cation-transporting ATPase"	AT5G23630.1	CHR05V5|COORD:19541562..19526329|protein cation-transporting ATPase, putative, expressed	LOC_Os05g33390.1	"no descriptionmoderately similar to ( 249)AT5G23630| Symbols:  | (MALE GAMETOGENESIS IMPAIRED ANTHERS); cation-transporting ATPase | chr5:7960759-7967647 REVERSEnot assigned not assigned not assigned MgtA"	transport.unspecified cations	34_14

CUST_12998_PI399408534	2	-0.11158943	0.021544456	0.03869152	-0.017011642	-0.01553154	0.01553154	35_15669	"Cluster: Ethylene-responsive element binding factor; n=2; Oryza sativa|Rep: Ethylene-responsive element binding factor - Oryza sativa (Rice)"	UniRef90_Q6J832	"CHR3V7|COORD:5121479..5122147| ATERF-4/ATERF4/ERF4/RAP2.5 (ETHYLENE RESPONSIVE ELEMENT BINDING FACTOR 4); DNA binding / protein binding /"	AT3G15210.1	CHR05V5|COORD:24361982..24360854|protein ethylene-responsive transcription factor 4, putative, expressed	LOC_Os05g41780.1	 no descriptionvery weakly similar to (94.4)AT2G13560| Symbols:  | malate oxidoreductase, putative | chr2:5657171-5662185 FORWARDvery weakly similar to (86.3)ERF4_NICSYEthylene-responsive transcription factor 4 - Nicotiana sylvestris (Wood tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned AP2 AP2 PRK12323 AP2 PRK07003 Tymo_45kd_70kd Atrophin-1 PRK07764 PRK12678 	hormone metabolism.ethylene.signal transduction	17_5_2

CUST_76235_PI403524517	2	0.057494164	-0.3220911	-0.0394845	0.27321434	0.039484024	-0.29589987	35_21855	"Cluster: Putative UDP-glycose:flavonoid glycosyltransferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative UDP-glycose:flavonoid glycosyltransferase"	UniRef90_Q942B8	CHR4V7|COORD:461858..463300| UDP-glucoronosyl/UDP-glucosyl transferase family protein	AT4G01070.1	CHR01V5|COORD:31018446..31016695|protein anthocyanidin 5,3-O-glucosyltransferase, putative, expressed	LOC_Os01g53420.1	no descriptionweakly similar to ( 144)AT4G01070| Symbols:  | UDP-glucoronosyl/UDP-glucosyl transferase family protein | chr4:461858-463300 REVERSEweakly similar to ( 122)ZOX_PHAVUZeatin O-xylosyltransferase - Phaseolus vulgaris (Kidney bean) (French bean)not assigned not assigned not assigned UDPGT COG1819 DUF1421	misc.UDP glucosyl and glucoronyl transferases	26_2

CUST_3714_PI404877155	2	0.059976578	0.0242033	-0.20059204	-0.12941551	-0.009462357	0.009462357	Contig14291_at	putative calmodulin-binding protein [Oryza sativa (japonica cultivar-group)] gb|AAO18452.1| putative calmodulin-binding protein [Oryza sativ	NP_910041.1	calmodulin-binding protein	At4g25800.1	protein expressed protein	Os03g32160	NONE	signalling.calcium	30_3

CUST_4524_PI404877155	2	0.011166573	-0.26391506	0.02603054	-0.0819006	0.055342674	-0.011166573	Contig15500_at	0	XP_480624.1	GTP-binding protein (ERG)	At1g30960.1	protein small GTP-binding protein domain, putative	Os08g10640	GTP-binding protein (ERG), identical to GTP-binding protein ERG SP:O82653 from (Arabidopsis thaliana)	signalling.G-proteins	30_5

CUST_53338_PI403524517	2	-0.39090633	-1.0786724	1.4731627	0.39090633	0.581337	-0.62831783	35_15177	"Cluster: Jasmonate induced protein; n=1; Hordeum vulgare|Rep: Jasmonate induced protein - Hordeum vulgare (Barley)"	UniRef90_Q43490	0	0	CHR04V5|COORD:14003269..14004470|protein phytase, putative	LOC_Os04g24460.1	no description	not assigned.unknown	35_2

CUST_79219_PI403524517	2	0.3798628	0.62914276	-0.12686539	-0.069292545	-0.055270195	0.055270195	35_22722	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_72997_PI403524517	2	-0.0066308975	0.41710758	0.006631851	-0.04552746	-0.1684885	0.04373741	35_20929	"Cluster: GCN5-related N-acetyltransferase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: GCN5-related N-acetyltransferase-like - Oryza sativa (japonica"	UniRef90_Q6Z890	CHR5V7|COORD:5524512..5526298| GCN5-related N-acetyltransferase (GNAT) family protein	AT5G16800.2	CHR02V5|COORD:28515488..28511246|protein N-acetyltransferase, putative, expressed	LOC_Os02g46700.1	no descriptionmoderately similar to ( 248)AT3G02980| Symbols:  | GCN5-related N-acetyltransferase (GNAT) family protein | chr3:670904-672222 REVERSEnot assigned not assigned not assigned RimI Acetyltransf_1	misc.GCN5-related N-acetyltransferase	26_24

CUST_142809_PI403524517	2	-0.04541111	0.4525442	0.116993904	0.045412064	-0.07192421	-0.064985275	35_40021	"Cluster: Hypothetical protein P0490D09.14; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0490D09.14 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5ZBZ1		0	CHR01V5|COORD:33020608..33023334|protein expressed protein	LOC_Os01g56660.1	no description	not assigned.unknown	35_2

CUST_180980_PI403524517	2	-0.038764954	0.34787464	0.00716877	-0.13389587	-0.0071697235	0.062355995	35_50329	"Cluster: Hypothetical protein B1146B04.32; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1146B04.32 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5ZCT6	CHR3V7|COORD:2143640..2144245| glycine-rich protein	AT3G06780.1	CHR01V5|COORD:13762267..13761053|protein expressed protein	LOC_Os01g24440.1	no description	not assigned.unknown	35_2

CUST_12018_PI403524517	2	0.10639763	0.75601196	0.06268406	-0.39009476	-0.094304085	-0.06268501	35_3421	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2R0S3	"CHR5|COORD:26904911..26905860| expressed protein, similar to expressed protein [Arabidopsis thaliana] (TAIR:At5g57340.2); similar to expressed protein"	AT5G67390.2	CHR11V5|COORD:24451354..24449427|protein expressed protein	LOC_Os11g41600.2	"no descriptionvery weakly similar to (55.8)AT5G67390| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G57340.1); similar to hypothetical protein MtrDRAFT_AC137703g30v2 [Medicago truncatula] (GB:ABE82530.1) | chr5:26905109-26905738 REVERSE"	not assigned.unknown	35_2

CUST_14297_PI404877155	2	-0.72201633	0.032398224	-1.2426395	0.485929	-0.032398224	0.57189846	Contig8132_s_at	myb family transcription factor (MYB48) [Arabidopsis thaliana] pir||T49254 Myb DNA binding protein-like - Arabidopsis thaliana	NP_190199.1	myb family transcription factor (MYB48)	At3g46130.1	protein Myb-like DNA-binding domain, putative	Os05g02420	NONE	RNA.regulation of transcription.MYB domain transcription factor family	27_3_25

CUST_135391_PI403524517	2	-0.05266905	-0.17588472	0.15889406	0.5150695	-0.028342247	0.028342247	35_37977	Rep: 60S ribosomal protein L7a - Oryza sativa (Rice)	UniRef90_P35685	CHR2V7|COORD:19536924..19538471| 60S ribosomal protein L7A (RPL7aA)	AT2G47610.1	CHR09V5|COORD:19685463..19683254|protein 60S ribosomal protein L7a, putative, expressed	LOC_Os09g32976.1	no descriptionweakly similar to ( 122)AT3G62870| Symbols:  | 60S ribosomal protein L7A (RPL7aB) | chr3:23253837-23255248 REVERSEweakly similar to ( 125)RL7A_ORYSAnot assigned	protein.synthesis.misc ribososomal protein	29_2_2

CUST_34269_PI403524517	2	0.09785366	0.30713654	-0.077614784	-0.16387463	0.077614784	-0.13541031	35_9878	"Cluster: Kelch repeat containing F-box protein family-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Kelch repeat containing F-box protein family-like -"	UniRef90_Q6Z856	CHR4V7|COORD:1335942..1337270| kelch repeat-containing F-box family protein	AT4G03030.1	CHR02V5|COORD:12533293..12528754|protein kelch motif family protein, expressed	LOC_Os02g21110.1	no descriptionvery weakly similar to (67.8)AT4G03030| Symbols:  | kelch repeat-containing F-box family protein | chr4:1335942-1337270 REVERSE	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_62597_PI403524517	2	0.25513363	-0.31407166	-0.09062195	0.14278507	-0.010362625	0.010362625	35_17849	"Cluster: Putative lecithin diacylglycerol cholesterol acyltransferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative lecithin diacylglycerol"	UniRef90_Q67U60	"CHR5V7|COORD:4393532..4397216| ATPDAT (Arabidopsis thaliana phospholipid:diacylglycerol acyltransferase); phosphatidylcholine-sterol O-acyltransferase"	AT5G13640.1	CHR09V5|COORD:16548778..16542045|protein lecithine cholesterol acyltransferase-like protein, putative, expressed	LOC_Os09g27210.1	"no descriptionmoderately similar to ( 353)AT5G13640| Symbols: ATPDAT | ATPDAT (Arabidopsis thaliana phospholipid:diacylglycerol acyltransferase); phosphatidylcholine-sterol O-acyltransferase | chr5:4393532-4397216 FORWARDnot assigned LACT"	lipid metabolism.'exotics' (steroids, squalene etc).phosphatidylcholine¿sterol O-acyltransferase	11_8_10

CUST_99271_PI403524517	2	-0.030534267	0.030534267	0.10986376	0.069095135	-0.22225046	-0.35997295	35_28337	"Cluster: Kelch motif family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Kelch motif family protein, expressed - Oryza sativa (japonica"	UniRef90_Q2R069	CHR5V7|COORD:6178518..6182188| kelch repeat-containing protein	AT5G18590.1	CHR11V5|COORD:25792979..25798928|protein ranGAP1 interacting protein, putative, expressed	LOC_Os11g43590.4	no descriptionweakly similar to ( 137)AT5G18590| Symbols:  | kelch repeat-containing protein | chr5:6178518-6182188 REVERSEnot assigned	not assigned.no ontology	35_1

CUST_115535_PI403524517	2	0.04265976	0.7019224	-0.042660236	-0.26286364	-0.08444786	0.09988308	35_32769	"Cluster: Hydrolase, alpha/beta fold family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hydrolase, alpha/beta fold family protein, expre"	UniRef90_Q2QYJ1	CHR3V7|COORD:3401233..3402617| hydrolase, alpha/beta fold family protein	AT3G10870.1	CHR12V5|COORD:853005..854382|protein esterase PIR7B, putative, expressed	LOC_Os12g02500.1	no description	not assigned.unknown	35_2

CUST_88276_PI403524517	2	-0.2014203	1.8692188	0.06070566	-0.17389488	-0.060705185	0.099905014	35_25272	0	0	"CHR4V7|COORD:2435005..2439342| similar to pentatricopeptide (PPR) repeat-containing protein [Arabidopsis thaliana] (TAIR:AT4G21880.1); similar to"	AT4G04790.1	CHR02V5|COORD:1716927..1708915|protein expressed protein	LOC_Os02g03970.1	no description	not assigned.unknown	35_2

CUST_157428_PI403524517	2	0.41192055	0.06690216	0.062517166	-0.81202984	-0.4254756	-0.06251764	35_43960	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_6553_PI399408534	2	0.052425385	0.3591318	0.007211685	-0.17179775	-0.21437836	-0.007212639	35_16346	"Cluster: Os03g0108400 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os03g0108400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DVX4	CHR5V7|COORD:7681383..7682723| SNF7 family protein	AT5G22950.1	CHR03V5|COORD:476098..478007|protein charged multivesicular body protein 3, putative, expressed	LOC_Os03g01810.1	no descriptionmoderately similar to ( 260)AT5G22950| Symbols:  | SNF7 family protein | chr5:7681383-7682723 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned Snf7 VPS24	RNA.regulation of transcription.SNF7	27_3_71

CUST_20691_PI399408534	2	0.3724022	0.3838396	0.013159752	-0.32713795	-0.013159752	-0.03894806	35_41656	"Cluster: 1-phosphatidylinositol-4-phosphate 5-kinase-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: 1-phosphatidylinositol-4-phosphate 5-kinase-"	UniRef90_Q67UY9	CHR1V7|COORD:29190967..29192394| MORN (Membrane Occupation and Recognition Nexus) repeat-containing protein /phosphatidylinositol-4-phosphate	AT1G77660.1	CHR09V5|COORD:17034509..17032401|protein phosphatidylinositol-4-phosphate 5-kinase, putative, expressed	LOC_Os09g28060.1	no descriptionweakly similar to ( 113)AT1G21920| Symbols:  | MORN (Membrane Occupation and Recognition Nexus) repeat-containing protein /phosphatidylinositol-4-phosphate 5-kinase-related | chr1:7704443-7705855 REVERSEnot assigned not assigned not assigned PRK07003 COG4642 TT_ORF1	signalling.phosphinositides.phosphatidylinositol-4-phosphate 5-kinase	30_4_1

CUST_70827_PI403524517	2	0.09108353	0.07191563	-0.12685299	-0.07191563	-0.12568283	0.07843113	35_20295	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10P30	"CHR1V7|COORD:4194671..4196625| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G12900.1); similar to Peptidase M14, carboxypeptidase A [Medicago"	AT1G12330.1	CHR03V5|COORD:7850547..7852434|protein expressed protein	LOC_Os03g14500.1	" no descriptionweakly similar to ( 151)AT1G12330| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G12900.1); similar to Peptidase M14, carboxypeptidase A [Medicago truncatula] (GB:ABE94280.1); contains domain TNF receptor-like (SSF57586) | chr1:4194671-4196625 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned PRK12678 PRK07003 PRK07764 PRK12323 infB "	not assigned.unknown	35_2

CUST_134183_PI403524517	2	0.15162611	0.330688	0.340837	-0.1922369	-0.22199202	-0.15162611	35_37655	"Cluster: Putative WD-40 repeat protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative WD-40 repeat protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z8D3	"CHR4V7|COORD:16044549..16046594| CDC20.1; signal transducer"	AT4G33270.1	CHR02V5|COORD:28797042..28800123|protein cell division cycle protein 20, putative, expressed	LOC_Os02g47180.2	"no descriptionmoderately similar to ( 233)AT4G33270| Symbols: CDC20.1 | CDC20.1; signal transducer | chr4:16044549-16046594 REVERSEnot assigned not assigned"	not assigned.no ontology	35_1

CUST_11616_PI399408534	2	0.18729019	-0.22563076	0.035676003	-0.035676956	0.16365623	-0.07086086	35_20671	"Cluster: Os06g0225100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0225100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DDG5	CHR4V7|COORD:10275928..10278502| leucine-rich repeat family protein / extensin family protein	AT4G18670.1	CHR06V5|COORD:6479981..6478284|protein mTERF family protein, expressed	LOC_Os06g12100.1	no descriptionvery weakly similar to (71.6)AT5G07900| Symbols:  | mitochondrial transcription termination factor family protein / mTERF family protein | chr5:2520189-2521406 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF1421 Atrophin-1 Extensin_2 PRK12323 HPC2 Tymo_45kd_70kd GRASP55_65 PRK07003 PRK07764 Herpes_BLLF1 PRK05648 TT_ORF1 FAP Drf_FH1 KAR9 Protamine_P1 DamX ETS_PEA3_N	RNA.regulation of transcription.unclassified	27_3_99

CUST_152550_PI403524517	2	0.33238268	-0.8508711	-0.010044098	0.010044098	0.22213173	-0.095201015	35_42637	"Cluster: Putative fertility restorer; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative fertility restorer - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8W0G9	CHR3V7|COORD:2766372..2768435| pentatricopeptide (PPR) repeat-containing protein	AT3G09060.1	CHR01V5|COORD:37059685..37064252|protein rf1 protein, mitochondrial precursor, putative, expressed	LOC_Os01g63400.2	no descriptionweakly similar to ( 174)AT3G09060| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr3:2766372-2768435 REVERSEvery weakly similar to (97.8)RF1_ORYSA	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_92068_PI403524517	2	0.15089035	-0.019719124	0.019719124	-0.056261063	-0.11637592	0.39266396	35_26326	"Cluster: Pentatricopeptide, putative, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Pentatricopeptide, putative, expressed - Oryza sativa (japonic"	UniRef90_Q10N26	CHR5V7|COORD:644456..648419| pentatricopeptide (PPR) repeat-containing protein	AT5G02830.1	CHR03V5|COORD:9801180..9776403|protein expressed protein	LOC_Os03g17634.2	no descriptionweakly similar to ( 176)AT5G02830| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr5:644456-648419 REVERSE	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_13815_PI404877155	2	0.27393723	-0.09941101	-0.048160076	0.0481596	-0.15318966	0.26974916	Contig7560_at	isoamylase [Hordeum vulgare]	AAM46866.1	isoamylase, putative / starch debranching enzyme, putative	At2g39930.1	protein Alpha amylase, catalytic domain, putative	Os08g40930	chaperone protein dnaJ-related, contains Pfam PF00684 : DnaJ central domain (4 repeats)	major CHO metabolism.synthesis.starch.debranching	2_1_2_04

CUST_27544_PI399408534	2	-0.04888153	0.11159611	0.026267052	-0.026267052	0.16385746	-0.12140846	35_16880	"Cluster: Purine rich element binding protein B-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Purine rich element binding protein B-like - Oryza sativa"	UniRef90_Q5NAR8	"CHR2V7|COORD:13649793..13651113| PUR ALPHA-1 (purin-rich alpha 1); nucleic acid binding"	AT2G32080.1	CHR01V5|COORD:8756172..8760293|protein PUR ALPHA-1, putative, expressed	LOC_Os01g15600.1	"no descriptionmoderately similar to ( 395)AT2G32080| Symbols: PUR ALPHA-1 | PUR ALPHA-1 (purin-rich alpha 1); nucleic acid binding | chr2:13649793-13651113 REVERSEnot assigned not assigned not assigned not assigned not assigned PurA PUR TT_ORF1 Drf_FH1 Protamine_P1"	RNA.regulation of transcription.unclassified	27_3_99

CUST_10904_PI403524517	2	0.0067663193	-0.0067663193	-0.0067663193	-0.07950401	0.03637123	0.012256622	35_3080	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QWE6	"CHR5V7|COORD:6105640..6109339| similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABA96658.1); similar to Os11g0240900 [Oryza sativa"	AT5G18420.1	CHR12V5|COORD:5060125..5067398|protein expressed protein	LOC_Os12g09610.1	"no descriptionmoderately similar to ( 415)AT5G18420| Symbols:  | similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABA96658.1); similar to Os11g0240900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001067583.1); contains domain SUBFAMILY NOT NAMED (PTHR15975:SF3); contains domain FAMILY NOT NAMED (PTHR15975) | chr5:6105640-6109339 REVERSEnot assigned"	not assigned.unknown	35_2

CUST_19284_PI403524517	2	-0.014574051	0.110271454	-0.050247192	0.014575005	-0.026494026	0.24412537	35_5591	"Cluster: Os09g0509300 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0509300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J0H3	CHR2V7|COORD:14190628..14194742| hydroxyproline-rich glycoprotein family protein	AT2G33490.1	CHR09V5|COORD:19759987..19765970|protein expressed protein	LOC_Os09g33510.1	no descriptionmoderately similar to ( 348)AT2G33490| Symbols:  | hydroxyproline-rich glycoprotein family protein | chr2:14190628-14194742 FORWARD	not assigned.no ontology.hydroxyproline rich proteins	35_1_41

CUST_96230_PI403524517	2	0.47597885	-0.015594006	0.015593529	-0.27322435	0.191535	-0.30199623	35_27490	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q75KA7	"CHR3V7|COORD:18886643..18888322| similar to PRLI-interacting factor-related [Arabidopsis thaliana] (TAIR:AT1G63850.1); similar to PRLI-interacting factor"	AT3G50780.1	CHR03V5|COORD:31792813..31796878|protein protein binding protein, putative, expressed	LOC_Os03g55950.4	"no descriptionweakly similar to ( 113)AT3G50780| Symbols:  | similar to PRLI-interacting factor-related [Arabidopsis thaliana] (TAIR:AT1G63850.1); similar to PRLI-interacting factor G-like protein [Oryza sativa (japonica cultivar-group)] (GB:BAC83795.1); similar to Os03g0769400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001051395.1); similar to Os07g0123500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001058798.1); contains domain POZ domain (SSF54695) | chr3:18886643-18888322 REVERSE"	not assigned.unknown	35_2

CUST_7584_PI403524517	2	-0.1712656	-0.0136528015	0.04565811	0.25498962	-0.057878494	0.013653755	35_2112	"Cluster: Putative pectinacetylesterase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative pectinacetylesterase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69UW6	CHR1V7|COORD:21331123..21333372| carboxylic ester hydrolase	AT1G57590.1	CHR07V5|COORD:26338433..26342661|protein carboxylic ester hydrolase, putative, expressed	LOC_Os07g44070.1	no descriptionhighly similar to ( 549)AT1G57590| Symbols:  | carboxylic ester hydrolase | chr1:21331123-21333372 REVERSEnot assigned PAE	cell wall.pectin*esterases.acetyl esterase	10_8_2

CUST_156296_PI403524517	2	0.18488646	-0.1590519	0.14753246	-0.12427807	0.12427759	-0.21193027	35_43653	"Cluster: Hypothetical protein OSJNBa0013D02.19; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0013D02.19 - Oryza sativa (japonica"	UniRef90_Q8GZY3	CHR3V7|COORD:16801815..16804265| hydrolase family protein / HAD-superfamily protein	AT3G45740.1	CHR03V5|COORD:9767872..9762837|protein cat eye syndrome critical region protein 5 precursor, putative, expressed	LOC_Os03g17590.1	no descriptionweakly similar to ( 164)AT3G45740| Symbols:  | hydrolase family protein / HAD-superfamily protein | chr3:16801815-16804265 FORWARDnot assigned	not assigned.no ontology	35_1

CUST_11422_PI404877155	2	-0.03292656	-0.48438072	-0.09262657	0.03292656	0.17653465	0.09609413	Contig5087_at	putative nuclear RNA binding protein A [Oryza sativa (japonica cultivar-group)] dbj|BAB84432.1| putative nuclear RNA binding protein A [Oryz	NP_916703.1	nuclear RNA-binding protein, putative	At5g47210.1	protein Hyaluronan / mRNA binding family, putative	Os05g51180	nuclear RNA binding protein A/0.2_HMGI_Y T01851	RNA.RNA binding	27_4

CUST_8536_PI404877155	2	0.2870741	-0.5559006	0.03966713	-0.041259766	-0.039666176	0.14953804	Contig25228_at	transmembrane transport protein-like [Arabidopsis thaliana]	BAB09401.1	xanthine/uracil permease family protein	At3g10960.1	protein At5g50300	Os11g24060	NONE	transport.misc	34_99

CUST_56349_PI403524517	2	0.04612255	-0.6458225	-0.06461716	0.018824577	-0.018823624	0.11221409	35_16042	"Cluster: WD-40 repeat protein-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: WD-40 repeat protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7EYE2	CHR1V7|COORD:5415081..5420354| TPL/WSIP1 (WUS-INTERACTING PROTEIN 1)	AT1G15750.4	CHR08V5|COORD:3660748..3669467|protein lissencephaly type-1-like homology motif, putative, expressed	LOC_Os08g06480.1	 no descriptionhighly similar to ( 992)AT1G15750| Symbols: WSIP1, TPL | TPL/WSIP1 (WUS-INTERACTING PROTEIN 1) | chr1:5415081-5420354 REVERSEvery weakly similar to (60.5)PF20_CHLREFlagellar WD repeat-containing protein Pf20 - Chlamydomonas reinhardtiinot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned WD40 COG2319 	not assigned.no ontology	35_1

CUST_58436_PI403524517	2	0.48441505	-0.06534052	0.27314568	0.065340996	-0.40913486	-0.25461197	35_16667	"Cluster: DNA-directed RNA polymerase II largest subunit; n=3; rosids|Rep: DNA-directed RNA polymerase II largest subunit - Arabidopsis thaliana (Mouse-ear cress"	UniRef90_P18616	"CHR4V7|COORD:16961119..16967896| NRPB1 (RNA POLYMERASE II LARGE SUBUNIT); DNA binding / DNA-directed RNA polymerase"	AT4G35800.1	CHR05V5|COORD:2922402..2912509|protein DNA-directed RNA polymerase II largest subunit, putative, expressed	LOC_Os05g05860.1	" no descriptionmoderately similar to ( 316)AT4G35800| Symbols: RNA_POL_II_LSRNA_POL_II_LS, RNA_POL_II_LS, RPB1, NRPB1 | NRPB1 (RNA POLYMERASE II LARGE SUBUNIT); DNA binding / DNA-directed RNA polymerase | chr4:16961119-16967896 REVERSEvery weakly similar to (53.5)RPOC2_CALFEDNA-directed RNA polymerase subunit beta'' - Calycanthus fertilis var. ferax (Calycanthus floridus var. glaucus)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK04309 Herpes_BLLF1 Extensin_2 RNA_pol_Rpb1_5 Atrophin-1 HPC2 DUF1421 GRASP55_65 CTF_NFI Tymo_45kd_70kd COG5099 KAR9 DUF566 Herpes_TAF50 DUF605 RpoC ARG80 PRK07003 PRK12323 PAP1 ROM1 PRK08853 PRK05648 PRK02995 GATA-N Glutenin_hmw Syndecan PRK02597 PRK01497 APC_basic GAT1 rpoC2 PRK09603 rpoC2 Pneumo_att_G PRK10263 PRK05258 COG4934 AF-4 Coprinus_mating PRK00566 Chon_Sulph_att "	RNA.transcription	27_2

CUST_161859_PI403524517	2	-0.23773813	0.90233326	0.06390619	0.07744312	-0.06390619	-0.49979782	35_45150	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_102988_PI403524517	2	0.0920887	0.23402405	-0.11495495	-0.092087746	-0.25224876	0.12419319	35_29368	"Cluster: Putative non-LTR retroelement reverse transcriptase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative non-LTR retroelement reverse transcripta"	UniRef90_Q9FW98		0	CHR06V5|COORD:25470433..25475083|protein retrotransposon protein, putative, unclassified	LOC_Os06g42380.1	no description	not assigned.unknown	35_2

CUST_24269_PI399408534	2	-0.035779	0.21293354	-0.05176735	0.10860062	-0.013642311	0.013643265	35_15258	"Cluster: GTP-binding protein, ras-like; n=7; Magnoliophyta|Rep: GTP-binding protein, ras-like - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9FJH0	"CHR5V7|COORD:24501976..24502791| AtRABA1f (Arabidopsis Rab GTPase homolog A1f); GTP binding"	AT5G60860.1	CHR09V5|COORD:9645171..9642528|protein ras-related protein Rab11B, putative, expressed	LOC_Os09g15790.1	"no descriptionmoderately similar to ( 399)AT5G60860| Symbols: AtRABA1f | AtRABA1f (Arabidopsis Rab GTPase homolog A1f); GTP binding | chr5:24501976-24502791 FORWARDmoderately similar to ( 389)RB11B_TOBACRas-related protein Rab11B - Nicotiana tabacum (Common tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Rab11_like RAB Ras Rab Rab5_related Rab2 Rab4 Rab1_Ypt1 Rab8_Rab10_Rab13_like Rab14 Rab19 Rab18 Rab6 Rab39 Rab35 Rab26 Rab30 Rab7 RabA_like Rab21 Rab32_Rab38 Rab3 Ras_like_GTPase Rab15 Ras Rab27A COG1100 Rab33B_Rab33A Rab9 RAS Rab40 Rab12 RJL Rab23_lke Rab24 Rab28 Ras2 RabL2 Rap_like M_R_Ras_like RalA_RalB Rho Ran Rab36_Rab34 RheB RHO H_N_K_Ras_like RERG_RasL11_like Rap2 Rap1 RSR1 RabL4 Rho4_like Wrch_1 Rit_Rin_Ric RGK Rab20 ARHI_like Spg1 Rho3 RAN Rho2 Rac1_like Miro RhoA_like Tc10 Ras_dva Rop_like RhoG Miro1 Cdc42 Rhes_like RabL3 Rnd3_RhoE_Rho8 Arf_Arl Rnd Arl10_like Rnd2_Rho7 Arl4_Arl7 Arf Arl5_Arl8 Rnd1_Rho6 Arfrp1 ARLTS1 COG2229 RhoBTB ARF"	signalling.G-proteins	30_5

CUST_12797_PI404877155	2	0.016695023	1.4166732	-0.12690163	0.6761384	-0.0166955	-0.51841354	Contig654_s_at	Alcohol dehydrogenase 3 pir||S04040 alcohol dehydrogenase (EC 1.1.1.1) 3 - barley emb|CAA31231.1| alcohol dehydrogenase [Hordeum vulgare sub	P10848	alcohol dehydrogenase (ADH)	At1g77120.1	protein alcohol dehydrogenase 2	Os11g10510	alcohol dehydrogenase	fermentation.ADH	5_03

CUST_75777_PI403524517	2	0.21549225	0.5316124	0.012357712	-0.17610645	-0.012357712	-0.017430305	35_21724	Rep: H0805A05.2 protein - Oryza sativa (Rice)	UniRef90_Q01IG4	"CHR2V7|COORD:9704460..9706664| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G37820.1); similar to hypothetical protein B14911_03489 [Bacillus sp."	AT2G22795.1	CHR04V5|COORD:23948833..23942340|protein expressed protein	LOC_Os04g40720.1	no description	not assigned.unknown	35_2

CUST_142106_PI403524517	2	0.058459282	0.35870218	0.012559414	-0.24938011	-0.012559414	-0.051794052	35_39830	"Cluster: Os12g0429200 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os12g0429200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0INM3	"CHR2V7|COORD:13926487..13932402| BGAL9 (BETA GALACTOSIDASE 9); beta-galactosidase"	AT2G32810.1	CHR12V5|COORD:13779716..13758872|protein BGAL9, putative, expressed	LOC_Os12g24170.1	"no descriptionweakly similar to ( 175)AT2G32810| Symbols: BGAL9 | BGAL9 (BETA GALACTOSIDASE 9); beta-galactosidase | chr2:13926487-13932402 REVERSEvery weakly similar to (75.1)BGAL_MALDOBeta-galactosidase precursor - Malus domestica (Apple) (Malus sylvestris)not assigned"	misc.gluco-, galacto- and mannosidases	26_3

CUST_72017_PI403524517	2	0.17386246	0.5209799	-0.11732292	-0.08201599	-0.17489624	0.08201599	35_20644	"Cluster: SEC14 cytosolic factor-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: SEC14 cytosolic factor-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ER71	CHR5V7|COORD:25312308..25313940| transporter	AT5G63060.1	CHR02V5|COORD:12846467..12851439|protein polyphosphoinositide binding protein, putative, expressed	LOC_Os02g21630.1	no descriptionvery weakly similar to (76.6)AT5G63060| Symbols:  | transporter | chr5:25312308-25313940 REVERSE	transport.misc	34_99

CUST_91510_PI403524517	2	-0.004849434	0.004849434	0.5755782	0.9850826	-0.10384941	-0.98986006	35_26165	0	0	CHR3V7|COORD:8063070..8064482| leucine-rich repeat family protein / extensin family protein	AT3G22800.1	0	0	no description	not assigned.unknown	35_2

CUST_13381_PI403524517	2	0.17906857	-0.3919363	-0.10616875	0.048581123	-0.03348255	0.03348255	35_3837	"Cluster: ATPase-like protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: ATPase-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XI12	CHR3V7|COORD:3239312..3242279| sporulation protein-related	AT3G10420.2	CHR07V5|COORD:4665533..4661705|protein expressed protein	LOC_Os07g08970.1	no descriptionhighly similar to ( 625)AT3G10420| Symbols:  | sporulation protein-related | chr3:3239312-3241576 FORWARDSpoIIIAA AAA_R3H AAA AAA Sms VirB11	not assigned.no ontology	35_1

CUST_4626_PI404877155	2	-0.13318157	-0.024147034	0.11898804	0.024147034	0.22162056	-0.026071548	Contig15782_at	JD1 [Nicotiana tabacum]	AAG49320.1	calcineurin B subunit-related	At2g45670.1	protein Acyltransferase, putative	Os06g49790	NONE	signalling.calcium	30_3

CUST_58390_PI403524517	2	-0.45976162	-0.048594475	0.029563904	0.48095512	-0.02956295	0.07969856	35_16654	Rep: Elicitor-responsive protein 3 - Oryza sativa (Rice)	UniRef90_Q7F9X0	CHR1V7|COORD:23452682..23453909| C2 domain-containing protein	AT1G63220.1	CHR04V5|COORD:26339727..26342224|protein elicitor-responsive protein 3, putative, expressed	LOC_Os04g44870.1	no descriptionweakly similar to ( 194)AT1G63220| Symbols:  | C2 domain-containing protein | chr1:23452682-23453909 FORWARDmoderately similar to ( 243)ERG3_ORYSAnot assigned not assigned C2 C2 C2 COG5038 C2_1	not assigned.no ontology.C2 domain-containing protein	35_1_19

CUST_45821_PI403524517	2	-0.092431545	0.01739788	0.010244846	0.06463003	-0.0102443695	-0.2558241	35_13130	"Cluster: Os09g0468800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os09g0468800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J122	CHR4V7|COORD:7758606..7760888| leucine-rich repeat family protein / extensin family protein	AT4G13340.1	CHR09V5|COORD:17833915..17829901|protein RING-H2 finger protein ATL5F, putative, expressed	LOC_Os09g29370.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07764	not assigned.unknown	35_2

CUST_61265_PI403524517	2	0.6275406	-0.451694	-0.11265755	0.3787508	0.112658024	-0.11459255	35_17483	"Cluster: Hypothetical protein OSJNBa0059G06.14; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0059G06.14 - Oryza sativa (japonica"	UniRef90_Q84M79	CHR4|COORD:16379607..16381230| expressed protein	AT4G34215.2	CHR03V5|COORD:36128249..36129646|protein receptor protein kinase-like protein, putative, expressed	LOC_Os03g64050.1	 no descriptionweakly similar to ( 187)AT4G34215| Symbols:  | Encodes a member of the SGNH-hydrolase superfamily of enzymes. The enzymes of the SGNH-hydrolase superfamily facilitate the hydrolysis of ester, thioester and amide bonds in a range of substrates including complex polysaccharides, lysophospholipids, acyl-CoA esters and other compounds. | chr4:16380207-16381196 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF303 PRK07003 PRK12323 PRK07764 PRK12678 TT_ORF1 PRK09169 	not assigned.unknown	35_2

CUST_76829_PI403524517	2	0.15559196	0.33301973	0.30233192	-0.15559196	-0.5260997	-0.27331638	35_22024	"Cluster: Os06g0104000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0104000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DFB2	"CHR2V7|COORD:19281087..19284776| similar to sodium:dicarboxylate symporter [Arabidopsis thaliana] (TAIR:AT3G19340.1); similar to At2g46910/F14M4.26"	AT2G46915.1	CHR06V5|COORD:281180..275707|protein expressed protein	LOC_Os06g01460.2	no description	not assigned.unknown	35_2

CUST_70394_PI403524517	2	0.043139458	-0.29457092	-0.04314041	-0.06012726	0.04553604	0.13889027	35_20164	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10LW2	"CHR2V7|COORD:16145916..16149449| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G65010.1); similar to PREDICTED: similar to myosin XVIIIa [Rattus"	AT2G38580.1	CHR03V5|COORD:12275695..12270646|protein expressed protein	LOC_Os03g21520.2	"no descriptionweakly similar to ( 102)AT2G38580| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G65010.1); similar to PREDICTED: similar to myosin XVIIIa [Rattus norve (GB:XP_001080824.1); similar to Os03g0333000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001050020.1); contains InterPro domain Prefoldin; (InterPro:IPR009053) | chr2:16145916-16149449 FORWARDnot assigned not assigned not assigned Smc PRK03918"	not assigned.unknown	35_2

CUST_99745_PI403524517	2	0.1937232	0.0794425	-0.052007675	-0.10122728	0.0520072	-0.20767117	35_28474	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_72865_PI403524517	2	-0.12215042	0.03964615	0.699502	-0.039645195	0.23118877	-0.36001396	35_20890	"Cluster: OSIGBa0148J22.1 protein; n=3; Oryza sativa|Rep: OSIGBa0148J22.1 protein - Oryza sativa (Rice)"	UniRef90_Q01MY1	CHR4V7|COORD:16615554..16617429| amidase family protein	AT4G34880.1	CHR04V5|COORD:5708006..5711955|protein amidase, putative, expressed	LOC_Os04g10530.1	no descriptionweakly similar to ( 123)AT4G34880| Symbols:  | amidase family protein | chr4:16615554-16617429 FORWARDnot assigned not assigned not assigned not assigned PRK08137 PRK06828 GatA Amidase PRK06707 gatA PRK07488 PRK11910 PRK06170 PRK07486 PRK07487 PRK07042 PRK06169 PRK09201 PRK07056 PRK12470 PRK06565 PRK08186 PRK06102 PRK07869 PRK06061 PRK05962 PRK12323 PRK07235 PRK06529 PRK08310 PRK12678 PRK09169 PRK07003	misc.nitrilases, *nitrile lyases, berberine bridge enzymes, reticuline oxidases, troponine reductases	26_8

CUST_166711_PI403524517	2	0.083869934	-0.054689884	-0.08279896	0.054689884	0.10296631	-0.14844036	35_46442	"Cluster: Chloride channel protein CLC-d, putative, expressed; n=5; Oryza sativa (japonica cultivar-group)|Rep: Chloride channel protein CLC-d, putative, express"	UniRef90_Q10ER0	"CHR5V7|COORD:9189625..9194350| CLC-D (chloride channel D); anion channel/ voltage-gated chloride channel"	AT5G26240.1	CHR03V5|COORD:27821113..27810921|protein chloride channel protein CLC-d, putative, expressed	LOC_Os03g48940.3	" no descriptionweakly similar to ( 154)AT5G26240| Symbols: ATCLC-D, CLC-D | CLC-D (chloride channel D); anion channel/ voltage-gated chloride channel | chr5:9189625-9194350 FORWARDnot assigned "	transport.unspecified anions	34_18

CUST_23498_PI399408534	2	0.076862335	-0.14168453	-0.06083107	0.06083107	0.2110014	-0.10951805	35_5726	"Cluster: Os12g0174100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os12g0174100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IPR1	"CHR1V7|COORD:13071464..13074653| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G01480.1); similar to Growth regulator protein, putative, expressed"	AT1G35510.1	CHR12V5|COORD:3752427..3757550|protein growth regulator protein, putative, expressed	LOC_Os12g07540.1	" no descriptionmoderately similar to ( 497)AT1G35510| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G01480.1); similar to Growth regulator protein, putative, expressed [Oryza sativa (japonica cultivar-group)] (GB:ABA96586.1); similar to Os12g0174100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001066285.1); contains InterPro domain Protein of unknown function DUF246, plant; (InterPro:IPR004348) | chr1:13071464-13074653 FORWARDDUF246 "	hormone metabolism.auxin.induced-regulated-responsive-activated	17_2_3

CUST_151521_PI403524517	2	0.14421749	-0.10048962	-0.08561802	-0.05535984	0.086001396	0.055360794	35_42367	"Cluster: Putative Translation Elongation factor protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Translation Elongation factor protein - Oryza"	UniRef90_Q53KX3	CHR3V7|COORD:8160276..8163323| elongation factor Tu family protein	AT3G22980.1	CHR03V5|COORD:25205168..25208524|protein GTP binding protein, putative, expressed	LOC_Os03g44780.1	no descriptionmoderately similar to ( 213)AT3G22980| Symbols:  | elongation factor Tu family protein | chr3:8160276-8163323 REVERSEweakly similar to ( 107)EF2_BETVUElongation factor 2 - Beta vulgaris (Sugar beet)not assigned not assigned not assigned not assigned FusA eEF2_snRNP_like_C aeEF2_snRNP_like_IV PRK07560 Elongation_Factor_C EFG_C PRK12739 eEF2_C_snRNP PRK12740 EF2_IV_snRNP PRK00007 EFG_mtEFG_C	protein.synthesis.elongation	29_2_4

CUST_135158_PI403524517	2	0.61732435	0.07146788	0.40632486	-0.17067051	-0.07146788	-0.0928359	35_37914	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_67554_PI403524517	2	-0.017401695	-0.0481472	-0.0068531036	0.1503315	0.00685215	0.06455994	35_19294	"Cluster: Os05g0299200 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0299200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DJD1	CHR2V7|COORD:17978357..17982377| nucleotide-sugar transporter	AT2G43240.1	CHR05V5|COORD:13305270..13296340|protein expressed protein	LOC_Os05g23420.1	no descriptionweakly similar to ( 192)AT2G43235| Symbols:  | sugar porter | chr2:17975987-17977899 REVERSE	not assigned.no ontology	35_1

CUST_7385_PI404877155	2	-0.13943863	0.37406445	0.020583153	-0.020583153	-0.19798946	0.05426693	Contig21572_at	0	BAD10378.1	zinc finger (C3HC4-type RING finger) family protein	At3g07200.1	protein expressed protein	Os02g04490	zinc finger (C3HC4-type RING finger) family protein, contains Pfam PF00097: Zinc finger, C3HC4 type (RING finger)	RNA.regulation of transcription.Histone acetyltransferases	27_3_54

CUST_49629_PI403524517	2	0.05068016	0.012653351	-0.012652397	-0.104907036	-0.118849754	0.012653351	35_14154	Rep: Cyclophilin - Triticum aestivum (Wheat)	UniRef90_Q7X7E8	"CHR5V7|COORD:23735066..23736721| ROC7 (rotamase CyP 7); peptidyl-prolyl cis-trans isomerase"	AT5G58710.1	CHR06V5|COORD:29972847..29975324|protein peptidyl-prolyl cis-trans isomerase CYP19-4 precursor, putative, expressed	LOC_Os06g49480.2	 no descriptionmoderately similar to ( 303)AT2G29960| Symbols: ATCYP5, CYP5 | CYP5 (cyclophilin 5) | chr2:12776260-12777605 REVERSEmoderately similar to ( 219)CYPH_CATROPeptidyl-prolyl cis-trans isomerase - Catharanthus roseus (Rosy periwinkle) (Madagascar periwinkle)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned cyclophilin_ABH_like Pro_isomerase cyclophilin PpiB cyclophilin_SpCYP2_like cyclophilin_WD40 cyclophilin_RING Cyclophilin_PPIL3_like cyclophilin_CeCYP16-like cyclophilin_RRM cyclophilin_EcCYP_like PRK10903 PRK10791 cyclophilin_TLP40_like 	cell.cycle.peptidylprolyl isomerase	31_3_1

CUST_10666_PI404877155	2	0.15266228	-0.073168755	0.074560165	-0.063334465	-5.788803E-4	5.788803E-4	Contig4366_at	S-adenosyl-L-methionine: L-methionine S-methyltransferase [Hordeum vulgare subsp. vulgare]	BAA94795.1	methionine S-methyltransferase	At5g49810.1	protein expressed protein	Os05g01470	S-adenosyl-L-methionine: L-methionine S-methyltransferase	amino acid metabolism.synthesis.aspartate family.methionine	13_1_3_4

CUST_9642_PI403524517	2	-0.04056835	0.39743042	0.142766	-0.028899193	-0.0496397	0.028900146	35_2717	Rep: CIPK-like protein 1 - Oryza sativa (Rice)	UniRef90_Q6X4A2	"CHR1V7|COORD:64398..67512| CIPK9 (CBL-INTERACTING PROTEIN KINASE 9); kinase"	AT1G01140.1	CHR03V5|COORD:11510816..11505106|protein CIPK-like protein 1, putative, expressed	LOC_Os03g20380.7	" no descriptionvery weakly similar to (67.8)AT1G01140| Symbols: PKS6, SnRK3.12, CIPK9 | CIPK9 (CBL-INTERACTING PROTEIN KINASE 9); kinase | chr1:64398-67512 REVERSEvery weakly similar to (83.2)CIPK1_ORYSA"	protein.postranslational modification	29_4

CUST_67874_PI403524517	2	0.08760834	-0.22795773	-0.15624523	0.042372704	-0.042373657	0.051193237	35_19392	"Cluster: Hypothetical protein OSJNBa0038K02.39; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0038K02.39 - Oryza sativa (japonica"	UniRef90_Q651P2	CHR2V7|COORD:16071649..16074396| MATE efflux family protein	AT2G38330.1	CHR09V5|COORD:21680646..21687104|protein antiporter/ drug transporter, putative, expressed	LOC_Os09g37610.1	no descriptionmoderately similar to ( 300)AT4G38380| Symbols:  | MATE efflux protein-related | chr4:17972122-17974781 REVERSEnot assigned NorM PRK01766 MatE PRK10367 PRK10189 RfbX vmrA PRK00187 MviN	transport.misc	34_99

CUST_131339_PI403524517	2	0.03464985	0.13877296	0.01167202	-0.031484604	-0.04407215	-0.011672974	35_36887	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_25738_PI403524517	2	0.13343048	0.4703741	0.06597233	-0.30535507	-0.065971375	-0.21547604	35_7461	"Cluster: Putative NHL repeat-containing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative NHL repeat-containing protein - Oryza sativa (japonic"	UniRef90_Q6EUK9	CHR3V7|COORD:4998598..5000901| NHL repeat-containing protein	AT3G14860.2	CHR02V5|COORD:7594952..7599868|protein expressed protein	LOC_Os02g13950.1	no descriptionmoderately similar to ( 222)AT3G14860| Symbols:  | NHL repeat-containing protein | chr3:4998598-5000901 REVERSE	not assigned.no ontology	35_1

CUST_18009_PI404877155	2	0.017276764	-0.52829456	-0.12048149	0.021821022	0.023269653	-0.017277718	HVSMEb0006O02r2_s_at	heat shock protein-related [Arabidopsis thaliana] gb|AAF13098.1| putative heat-shock protein [Arabidopsis thaliana] gb|AAF21187.1| putative	NP_187434.1	heat shock protein-related	At3g07770.1	protein AC009176 putative heat-shock protein	Os12g32990	heat shock protein -related	stress.abiotic.heat	20_2_1

CUST_13040_PI404877155	2	-0.08941364	-0.14666653	0.0287714	-0.02864647	0.02864647	0.1260519	Contig6771_at	long-chain acyl-CoA synthetase [Arabidopsis thaliana]	BAB40450.1	long-chain-fatty-acid--CoA ligase / long-chain acyl-CoA synthetase (LACS6)	At3g05970.1	protein long-chain acyl-CoA synthetase	Os12g04990	Predicted hydrolases or acyltransferases (alpha/beta hydrolase superfamily)	lipid metabolism.FA synthesis and FA elongation.long chain fatty acid CoA ligase	11_1_09

CUST_155698_PI403524517	2	-0.049607277	0.4659238	-0.016879559	0.016879559	-0.8737805	0.093495846	35_43490	"Cluster: Putative aminotransferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative aminotransferase - Oryza sativa (japonica"	UniRef90_Q6ZFI6	CHR2V7|COORD:5546499..5547984| AGT (ALANINE:GLYOXYLATE AMINOTRANSFERASE)	AT2G13360.1	CHR08V5|COORD:24698022..24695267|protein serine--glyoxylate aminotransferase, putative, expressed	LOC_Os08g39300.1	 no descriptionweakly similar to ( 198)AT2G13360| Symbols: AGT1, AGT | AGT (ALANINE:GLYOXYLATE AMINOTRANSFERASE) | chr2:5546499-5547984 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned COG0075 HPC2 Herpes_BLLF1 	PS.aminotransferases peroxisomal	1_2_3

CUST_169631_PI403524517	2	0.16160583	0.09226227	-0.09226227	-0.29733372	-0.14970493	0.13821888	35_47248	"Cluster: Putative extra sporogenous cells; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative extra sporogenous cells - Oryza sativa (japonica cultivar-g"	UniRef90_Q7F8Q9	"CHR5V7|COORD:2285089..2288667| EMS1 (EXCESS MICROSPOROCYTES1); kinase"	AT5G07280.1	CHR01V5|COORD:40343450..40350704|protein leucine-rich repeat receptor protein kinase EXS precursor, putative, expressed	LOC_Os01g68870.2	" no descriptionmoderately similar to ( 255)AT5G07280| Symbols: EXS, EMS1 | EMS1 (EXCESS MICROSPOROCYTES1); kinase | chr5:2285089-2288667 FORWARDweakly similar to ( 186)PSKR_DAUCAPhytosulfokine receptor precursor - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PTKc Pkinase_Tyr TyrKc S_TKc S_TKc Pkinase PTKc_EphR PTKc_Csk_like PTKc_EGFR_like PTKc_EphR_B PTKc_Src_like PTKc_Srm_Brk PTKc_EphR_A2 PTKc_EphR_A PTKc_Itk PTKc_c-ros PTKc_Fes_like PTKc_InsR_like PTKc_Jak_rpt2 PTKc_Trk PTKc_Syk_like PTKc_Ror PTKc_Frk_like PTKc_Tec_like PTKc_Musk SPS1 PTKc_EGFR PTKc_ALK_LTK PTKc_FGFR PTKc_DDR PTKc_DDR_like PTKc_Chk PTKc_Tec_Rlk PTKc_Lck_Blk PTKc_Abl PTKc_Btk_Bmx PTKc_HER2 PTKc_Fyn_Yrk PTKc_Csk PTKc_TrkB PTKc_Src PTKc_HER4 PTKc_Fer PTKc_RET PTKc_Yes PTKc_Axl_like PTK_HER3 PTKc_Aatyk PTKc_DDR2 PTK_CCK4 PTKc_DDR1 PTKc_EphR_A10 PTKc_Tie1 PTKc_Tie PTKc_Tie2 PTKc_TrkA PTKc_Met_Ron PTKc_TrkC PTKc_Ack_like PTKc_Lyn PTKc_Hck PTKc_Tyk2_rpt2 PTKc_Fes PTKc_FGFR2 PTKc_FGFR4 PTKc_Ror1 PTKc_Jak2_Jak3_rpt2 PTKc_Aatyk2 PTKc_Aatyk1_Aatyk3 PTKc_PDGFR PTKc_FAK PTKc_FGFR1 PTK_Jak_rpt1 PTKc_Axl PTK_Jak2_Jak3_rpt1 PTK_Ryk PTKc_InsR PTKc_FGFR3 PTKc_Ror2 PTKc_IGF-1R PTKc_Tyro3 PTKc_Jak1_rpt2 PTKc_Zap-70 PTKc_Syk "	protein.postranslational modification.kinase.receptor like cytoplasmatic kinase VII	29_4_1_57

CUST_49471_PI403524517	2	0.25831223	1.1486893	-0.17489147	-0.15320873	0.015743256	-0.015743256	35_14109	"Cluster: Delta tonoplast intrinsic protein TIP2;3; n=4; Triticum aestivum|Rep: Delta tonoplast intrinsic protein TIP2;3 - Triticum aestivum (Wheat)"	UniRef90_Q6QU77	"CHR3V7|COORD:5505540..5506794| DELTA-TIP (delta tonoplast integral protein); water channel"	AT3G16240.1	CHR06V5|COORD:13406320..13407829|protein aquaporin TIP2.2, putative, expressed	LOC_Os06g22960.1	" no descriptionmoderately similar to ( 346)AT3G16240| Symbols: TIP2;1, DELTA-TIP1, AQP1, ATTIP2;1, DELTA-TIP | DELTA-TIP (delta tonoplast integral protein); water channel | chr3:5505540-5506794 FORWARDmoderately similar to ( 441)TIP22_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned MIP MIP GlpF PRK05420 Herpes_BLLF1 Atrophin-1 PRK12323 PRK07003 Tymo_45kd_70kd TT_ORF1 DUF566 KAR9 PRK07764 HPC2 APC_basic Herpes_TAF50 "	transport.Major Intrinsic Proteins.TIP	34_19_2

CUST_7490_PI404877155	2	0.12534714	-0.4311123	-0.020784378	0.06508255	-0.014846802	0.014846802	Contig218_at	0	0	0	0	0	0	"0.2_HMGI_Y T01851; glycine-rich protein"	RNA.regulation of transcription	27_3

CUST_15304_PI404877155	2	0.20539665	-1.2474604	-0.18480396	0.1525774	0.06539059	-0.06539059	Contig9169_at	plastid omega-3 fatty acid desaturase [Triticum aestivum]	BAA07785.3	omega-3 fatty acid desaturase, chloroplast, temperature-sensitive (FAD8)	At5g05580.1	protein Fatty acid desaturase, putative	Os07g49310	NONE	lipid metabolism.FA desaturation.omega 3 desaturase	11_2_03

CUST_77406_PI403524517	2	-0.058397293	-0.30305576	-0.018330574	0.018331528	0.06953049	0.13801956	35_22183	"Cluster: Hypothetical protein P0005A05.28; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0005A05.28 - Oryza sativa (japonica cultivar-g"	UniRef90_Q657Y4	"CHR1V7|COORD:23093908..23095194| HT1 (HIGH LEAF TEMPERATURE 1); kinase/ protein threonine/tyrosine kinase"	AT1G62400.1	CHR01V5|COORD:393453..388883|protein HT1 protein kinase, putative, expressed	LOC_Os01g01740.1	"no descriptionweakly similar to ( 152)AT1G62400| Symbols: HT1 | HT1 (HIGH LEAF TEMPERATURE 1); kinase/ protein threonine/tyrosine kinase | chr1:23093908-23095194 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TyrKc Pkinase_Tyr PTKc PTK_CCK4 S_TKc PTKc_FAK PTKc_Fes_like PTKc_InsR_like PTKc_EphR_A2 S_TKc PTKc_Frk_like PTKc_Jak_rpt2 PTKc_EphR PTKc_Src_like PTKc_EphR_A PTKc_Srm_Brk Pkinase PTKc_Csk_like PTKc_Lck_Blk PTK_Ryk PTKc_Ror1 PTKc_EphR_B PTKc_InsR PTKc_Syk_like PTKc_Fes PTKc_ALK_LTK PTKc_Lyn PTKc_RET PTKc_FGFR PTKc_IGF-1R PTKc_Tyk2_rpt2 PTKc_Chk PTKc_Fer PTKc_DDR PTKc_Musk PTKc_c-ros PTKc_EGFR_like PTKc_Yes PTKc_Met_Ron PTKc_Ror PTKc_Csk PTKc_Ack_like PTKc_Fyn_Yrk PTKc_Axl_like PTKc_Tec_like PTKc_PDGFR PTKc_Src PTKc_Hck PTKc_EphR_A10 PTKc_Trk PTKc_Syk PTKc_Jak2_Jak3_rpt2 PTKc_Zap-70 PTKc_EGFR PTKc_FGFR4 PTKc_Ror2 PTKc_HER2 PTKc_Kit PTKc_FGFR3 PTKc_Tie1 PTKc_FGFR1 PTKc_DDR1 PTKc_FGFR2 PTKc_Abl PTKc_DDR2 PTKc_VEGFR PTKc_VEGFR3 PTKc_Axl PTKc_Tyro3 PTKc_PDGFR_beta PTKc_TrkA PTKc_Itk PTKc_PDGFR_alpha PTKc_Jak1_rpt2 PTKc_CSF-1R PTKc_HER4 PTKc_Tie PTKc_TrkC PTKc_Tie2 PTKc_VEGFR2 PTK_HER3 PTKc_Tec_Rlk PTKc_Btk_Bmx PTKc_TrkB"	protein.postranslational modification	29_4

CUST_98763_PI403524517	2	0.015570641	0.23264503	0.08297062	-0.26776028	-0.09131622	-0.015570641	35_28193	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q75LL1	CHR1V7|COORD:1073464..1075373| binding	AT1G04130.1	CHR03V5|COORD:30857536..30854267|protein tetratricopeptide repeat domain 4, putative, expressed	LOC_Os03g53910.1	no descriptionweakly similar to ( 164)AT1G04130| Symbols:  | binding | chr1:1073464-1075373 FORWARDnot assigned	protein.postranslational modification	29_4

CUST_26119_PI403524517	2	0.3227501	-0.05810356	-0.13606834	0.05810356	-0.21218634	0.12711859	35_7565	"Cluster: Os07g0295800 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os07g0295800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D751	CHR1V7|COORD:25259074..25264021| peptidase	AT1G67420.1	CHR07V5|COORD:11568607..11549397|protein peptidase family M28 containing protein, expressed	LOC_Os07g19530.1	no descriptionmoderately similar to ( 333)AT1G67420| Symbols:  | peptidase | chr1:25259074-25264021 FORWARDnot assigned	protein.degradation	29_5

CUST_128864_PI403524517	2	0.16132736	-0.16132736	-0.18343449	0.28253937	0.19127464	-0.35844326	35_36217	"Cluster: Peroxisomal membrane protein PEX11-1, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Peroxisomal membrane protein PEX11-1, putat"	UniRef90_Q10SM7	CHR3V7|COORD:22615848..22617134| peroxisomal biogenesis factor 11 family protein / PEX11 family protein	AT3G61070.1	CHR03V5|COORD:938594..936381|protein peroxisomal membrane protein PEX11-1, putative, expressed	LOC_Os03g02590.4	no description	not assigned.unknown	35_2

CUST_131602_PI403524517	2	-0.31106663	-0.3786373	0.15080738	0.1868515	0.1307869	-0.13078594	35_36959	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_180165_PI403524517	2	0.32195044	0.67039824	-0.089538574	-0.21033621	-0.054309845	0.054309845	35_50105	"Cluster: Putative SEC23; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative SEC23 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ZDG9	CHR4V7|COORD:8167569..8173021| transport protein, putative	AT4G14160.1	CHR08V5|COORD:23257835..23270212|protein protein transport protein Sec23B, putative, expressed	LOC_Os08g36994.1	 no descriptionvery weakly similar to (70.9)AT4G14160| Symbols:  | transport protein, putative | chr4:8167569-8173021 FORWARDnot assigned SEC23 	protein.targeting.secretory pathway.golgi	29_3_4_2

CUST_8765_PI403524517	2	0.026921272	-0.91267204	-0.14611626	0.040175438	0.009361267	-0.009360313	35_2458	"Cluster: Acetolactate synthase, small subunit, putative; n=1; Oryza sativa (japonica cultivar-group)|Rep: Acetolactate synthase, small subunit, putative - Oryza"	UniRef90_Q53L28	CHR2V7|COORD:13531348..13535323| acetolactate synthase small subunit, putative	AT2G31810.1	CHR02V5|COORD:23879738..23884873|protein acetolactate synthase/ amino acid binding protein, putative, expressed	LOC_Os02g39570.4	 no descriptionhighly similar to ( 600)AT2G31810| Symbols:  | acetolactate synthase small subunit, putative | chr2:13531348-13535323 FORWARDnot assigned ilvH ilvH IlvH ACT_AHAS PRK06737 ACT 	amino acid metabolism.synthesis.branched chain group.common.acetolactate synthase	13_1_4_1_1

CUST_90197_PI403524517	2	0.024886608	0.74023247	1.9645691E-4	-0.0023794174	-1.9645691E-4	-0.07388687	35_25800	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_113950_PI403524517	2	0.3134241	0.13448143	-0.114370346	-0.14977169	-0.35829926	0.114370346	35_32339	0	0		0	CHR12V5|COORD:25511306..25502481|protein expressed protein	LOC_Os12g41200.1	no description	not assigned.unknown	35_2

CUST_36091_PI403524517	2	0.023763657	0.21524811	0.115213394	-0.12531948	-0.023763657	-0.26506233	35_10407	"Cluster: Cytochrome P450 family protein, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Cytochrome P450 family protein, expressed - Oryza sativa (j"	UniRef90_Q2RAP4	"CHR5V7|COORD:1703207..1706706| CPD (CABBAGE 3); oxygen binding"	AT5G05690.2	CHR12V5|COORD:1908150..1904846|protein cytochrome P450 90D2, putative, expressed	LOC_Os12g04480.1	 no descriptionmoderately similar to ( 220)AT5G05690| Symbols: CYP90A, CYP90, CBB3, DWF3, CYP90A1, CPD | CPD (CABBAGE 3) | chr5:1702908-1706349 REVERSEweakly similar to ( 112)C90D2_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07003 PRK12323 Herpes_BLLF1 APC_basic Atrophin-1 HPC2 GRASP55_65 AF-4 Tymo_45kd_70kd KAR9 DUF566 IER 	misc.cytochrome P450	26_10

CUST_30421_PI403524517	2	0.037905693	-0.14109373	-7.390976E-4	0.18500328	7.381439E-4	-0.00785923	35_8782	"Cluster: ERCC4 domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: ERCC4 domain containing protein, expressed - Oryza sativa"	UniRef90_Q10T59	CHR5V7|COORD:16490272..16494147| UVH1 (ULTRAVIOLET HYPERSENSITIVE 1)	AT5G41150.1	CHR03V5|COORD:44753..50145|protein DNA repair endonuclease UVH1, putative, expressed	LOC_Os03g01100.1	 no descriptionvery weakly similar to (87.8)AT5G41150| Symbols: ATRAD1, RAD1, UVH1 | UVH1 (ULTRAVIOLET HYPERSENSITIVE 1) | chr5:16491606-16494147 REVERSEnot assigned 	DNA.synthesis/chromatin structure	28_1

CUST_6157_PI399408534	2	0.67944527	0.19023228	-0.1712122	-0.4711628	-0.41222334	0.1712122	35_38105	"Cluster: Putative nucleolar protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative nucleolar protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8H2U5	CHR3V7|COORD:4091685..4093928| nucleolar protein Nop56, putative	AT3G12860.1	CHR07V5|COORD:27924479..27928960|protein nucleolar protein Nop56, putative, expressed	LOC_Os07g46720.2	 no descriptionweakly similar to ( 103)AT3G12860| Symbols:  | nucleolar protein Nop56, putative | chr3:4091685-4093928 FORWARDnot assigned not assigned SIK1 NOSIC 	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_162727_PI403524517	2	-0.078084946	-0.15674782	-0.001499176	0.027397156	0.14053535	0.0014982224	35_45389	Rep: Elongation factor 1-alpha - Aureobasidium pullulans	UniRef90_Q00251	CHR5V7|COORD:24306452..24307901| elongation factor 1-alpha / EF-1-alpha	AT5G60390.1	CHR03V5|COORD:4096033..4098979|protein elongation factor 1-alpha, putative, expressed	LOC_Os03g08060.2	no descriptionvery weakly similar to (95.1)AT5G60390| Symbols:  | calmodulin binding / translation elongation factor | chr5:24306452-24307803 FORWARDvery weakly similar to (95.9)EF1A1_DAUCAElongation factor 1-alpha - Daucus carota (Carrot)not assigned EF1_alpha_III PRK12317 TEF1 GTP_EFTU_D3 Translation_factor_III	protein.synthesis.elongation	29_2_4

CUST_19850_PI399408534	2	-0.056879044	0.23613071	0.17604351	-0.08739853	0.05687809	-0.08363819	35_20399	"Cluster: Putative histidyl-tRNA synthetase 2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative histidyl-tRNA synthetase 2 - Oryza sativa (japonica cult"	UniRef90_Q5NA78	CHR4V7|COORD:10195774..10196690| D-Tyr-tRNA(Tyr) deacylase family protein	AT4G18460.1	CHR01V5|COORD:7856863..7854628|protein D-tyrosyl-tRNA, putative, expressed	LOC_Os01g14040.1	no descriptionmoderately similar to ( 255)AT4G18460| Symbols:  | D-Tyr-tRNA(Tyr) deacylase family protein | chr4:10195774-10196690 REVERSEnot assigned Dtyr_deacylase PRK05273 Dtd Tyr_Deacylase	RNA.regulation of transcription.Orphan family	27_3_34

CUST_28318_PI399408534	2	-0.41594887	0.07831144	0.32498455	0.57199097	-0.07831097	-0.4106593	35_45754	Rep: Nam-like protein 17 - Petunia hybrida (Petunia)	UniRef90_Q8LKN7	"CHR5V7|COORD:6041243..6042745| ANAC087; transcription factor"	AT5G18270.1	CHR01V5|COORD:17049483..17047370|protein NAC domain-containing protein 77, putative, expressed	LOC_Os01g29840.1	no descriptionweakly similar to ( 159)AT5G18270| Symbols: ANAC087 | ANAC087 | chr5:6041243-6042745 REVERSEweakly similar to ( 142)NAC77_ORYSANAM	RNA.regulation of transcription.NAC domain transcription factor family	27_3_27

CUST_89985_PI403524517	2	0.055041313	-0.59571314	-0.21276665	0.03703499	0.064808846	-0.03703499	35_25741	Rep: UPI0000DBEF92 UniRef100 entry - Rattus norvegicus	UniRef90_UPI0000DBEF92	CHR5V7|COORD:21789333..21789761| auxin-responsive family protein	AT5G53590.1	CHR04V5|COORD:28189563..28196928|protein translation initiation factor IF-2, putative, expressed	LOC_Os04g47860.1	no description	not assigned.unknown	35_2

CUST_15245_PI399408534	2	-0.02449131	0.31715298	0.024492264	-0.04509163	-0.071992874	0.16809368	35_27585	"Cluster: Inositol 1,3,4-trisphosphate 5/6-kinase; n=3; Oryza sativa|Rep: Inositol 1,3,4-trisphosphate 5/6-kinase - Oryza sativa (Rice)"	UniRef90_A1KXK8	CHR4V7|COORD:5163704..5166091| inositol 1,3,4-trisphosphate 5/6-kinase family protein	AT4G08170.1	CHR03V5|COORD:6881226..6886590|protein inositol-tetrakisphosphate 1-kinase 3, putative, expressed	LOC_Os03g12840.1	 no descriptionweakly similar to ( 111)AT4G08170| Symbols:  | inositol 1,3,4-trisphosphate 5/6-kinase family protein | chr4:5163704-5166091 REVERSEvery weakly similar to (67.4)ITPK1_MAIZEInositol-tetrakisphosphate 1-kinase 1 - Zea mays (Maize)Ins134_P3_kin 	signalling.phosphinositides.inositol-1,3,4-trisphosphate 5/6-kinase	30_4_5

CUST_25265_PI399408534	2	-0.50267506	0.2991686	-0.12312889	0.3726158	0.12312889	-0.13905811	35_22370	"Cluster: Putative bZIP transcription factor ABI5; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative bZIP transcription factor ABI5 - Oryza sativa (japon"	UniRef90_Q6Z312	"CHR4|COORD:16295436..16298392| similar to ABA-responsive element-binding protein 2 (AREB2) [Arabidopsis thaliana] (TAIR:At3g19290.1); similar to"	AT4G34000.3	CHR02V5|COORD:32275784..32270722|protein bZIP transcription factor ABI5, putative, expressed	LOC_Os02g52780.1	" no descriptionweakly similar to ( 123)AT4G34000| Symbols: ABF3, DPBF5 | ABF3/DPBF5 (ABSCISIC ACID RESPONSIVE ELEMENTS-BINDING FACTOR 3); DNA binding / protein binding / transcription factor/ transcriptional activator | chr4:16296013-16297599 FORWARDvery weakly similar to (55.1)CPRF2_PETCRLight-inducible protein CPRF-2 - Petroselinum crispum (Parsley) (Petroselinum hortense)not assigned not assigned BRLZ bZIP_1 bZIP_2 "	RNA.regulation of transcription.bZIP transcription factor family	27_3_35

CUST_36883_PI403524517	2	-0.16212845	-0.26200104	0.0040893555	-0.0040893555	0.053207397	0.051689148	35_10630	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q75IA4	"CHR1V7|COORD:27082443..27083610| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G09580.1); similar to conserved hypothetical protein [Medicago"	AT1G71940.1	CHR03V5|COORD:28246316..28249464|protein gtk16 protein, putative, expressed	LOC_Os03g49700.1	"no descriptionmoderately similar to ( 235)AT1G71940| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G09580.1); similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE85136.1); similar to Os03g0703900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001051019.1); contains domain UNCHARACTERIZED (PTHR12677) | chr1:27082443-27083610 FORWARDnot assigned SNARE_assoc COG0398 DedA"	not assigned.unknown	35_2

CUST_30852_PI399408534	2	0.1931405	0.04530573	-0.08139324	0.12279844	-0.04530573	-0.14165592	35_7690	"Cluster: Os07g0636100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0636100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D4B7	CHR3V7|COORD:1363035..1364405| transcription regulator	AT3G04930.1	CHR07V5|COORD:26411195..26412837|protein transcription regulator, putative, expressed	LOC_Os07g44200.1	no descriptionweakly similar to ( 102)AT5G28040| Symbols:  | transcription regulator | chr5:10037658-10038941 REVERSEnot assigned not assigned not assigned not assigned not assigned DUF573 PRK07003 PRK12323 Atrophin-1 PRK07764	RNA.regulation of transcription.GeBP like	27_3_49

CUST_169366_PI403524517	2	-0.0516901	0.26424503	0.11553097	-0.06920433	0.0516901	-0.06847572	35_47173	"Cluster: Os05g0383000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0383000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DIK0	CHR3V7|COORD:21139606..21140960| binding	AT3G57090.1	CHR05V5|COORD:18424750..18421521|protein mitochondria fission 1 protein, putative, expressed	LOC_Os05g31770.1	no descriptionvery weakly similar to (79.3)AT3G57090| Symbols:  | binding | chr3:21139606-21140960 FORWARDnot assigned	not assigned.unknown	35_2

CUST_68626_PI403524517	2	-0.030524254	0.28983498	0.030524254	-0.09428406	0.17209053	-0.27028847	35_19629	"Cluster: Putative cdc2 protein kinase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative cdc2 protein kinase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6I5Y0	"CHR5V7|COORD:3221716..3224675| CDKC;1 (CYCLIN-DEPENDENT KINASE C;1); kinase"	AT5G10270.1	CHR05V5|COORD:18785338..18789091|protein serine/threonine-protein kinase bur-1, putative, expressed	LOC_Os05g32360.1	"no descriptionhighly similar to ( 515)AT5G10270| Symbols: CDKC;1 | CDKC;1 (CYCLIN-DEPENDENT KINASE C;1); kinase | chr5:3221716-3224675 REVERSEmoderately similar to ( 259)CDC22_PEACell division control protein 2 homolog 2 - Pisum sativum (Garden pea)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase SPS1 Pkinase_Tyr TyrKc PTKc PTKc_Jak_rpt2 PTKc_Src_like PTKc_Tyk2_rpt2 PTKc_Jak2_Jak3_rpt2 PTKc_Frk_like PTKc_Trk PTKc_Tec_like PTKc_Jak1_rpt2 PTKc_Fyn_Yrk PTKc_Srm_Brk PTKc_Btk_Bmx PTKc_Src PTKc_Lck_Blk PTKc_Lyn PTKc_TrkB PTKc_TrkA PTKc_EphR PTKc_Ror PTKc_FGFR PTKc_EphR_A PTKc_Tec_Rlk PTKc_Hck PTKc_Yes PTKc_Chk PTKc_Fes_like PTKc_EphR_A2 PTKc_FGFR2 PTKc_DDR_like PTKc_Abl PTKc_Csk_like PTKc_TrkC PTKc_FGFR3 PTKc_Itk PTKc_DDR PTKc_DDR2 PTKc_Ack_like PTKc_Fes PTKc_EphR_B PTKc_FGFR1 PTKc_Csk PTKc_Musk PTKc_FGFR4 PTK_CCK4 PTKc_Met_Ron PTKc_DDR1 PTKc_InsR_like PTKc_Syk_like PTKc_Fer PTKc_PDGFR PTKc_FAK PTKc_Ror1 PTKc_Ror2 PTKc_RET PTKc_Tie1 PTK_Ryk PTKc_EGFR_like PTKc_Axl_like PTKc_Syk PTKc_Tie2 PTKc_c-ros PTKc_EphR_A10 PTKc_Tyro3 PTKc_VEGFR2 PTKc_HER4 PTKc_Tie PTKc_Axl PTKc_ALK_LTK PTKc_VEGFR3"	protein.postranslational modification	29_4

CUST_75332_PI403524517	2	0.014748573	0.059835434	0.08052826	-0.13020897	-0.024853706	-0.014749527	35_21593	"Cluster: Hypothetical protein OJ1362_G11.2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1362_G11.2 - Oryza sativa (japonica cultivar"	UniRef90_Q5TKQ6	CHR4V7|COORD:14534501..14535177| EMB2752 (EMBRYO DEFECTIVE 2752)	AT4G29660.1	CHR05V5|COORD:26751145..26752242|protein EMB2752, putative, expressed	LOC_Os05g46280.1	no descriptionweakly similar to ( 105)AT4G29660| Symbols: EMB2752 | EMB2752 (EMBRYO DEFECTIVE 2752) | chr4:14534501-14535177 REVERSE	not assigned.unknown	35_2

CUST_91696_PI403524517	2	0.019320965	1.227582	0.27841663	-0.022138596	-0.06815815	-0.019320488	35_26218	"Cluster: Os02g0211000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0211000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E2V4	"CHR3V7|COORD:17635485..17639957| ATATH6 (ABC2 homolog 6); ATPase, coupled to transmembrane movement of substances"	AT3G47780.1	CHR02V5|COORD:6197353..6204374|protein ATATH5, putative	LOC_Os02g11960.1	" no descriptionmoderately similar to ( 213)AT3G47780| Symbols: ATATH6 | ATATH6 (ABC2 homolog 6); ATPase, coupled to transmembrane movement of substances | chr3:17635485-17639957 FORWARDvery weakly similar to (53.5)CYSA_CHLVUProbable sulfate/thiosulfate import ATP-binding protein cysA - Chlorella vulgaris (Green alga)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned ABC_subfamily_A CcmA ABC_DR_subfamily_A ABC_DrrA ABC_drug_resistance_like NatA ABC_NatA_sodium_exporter ABC_YhbG COG4152 ABC_Mj1267_LivG_branched ABC_tran ABCG_EPDR YhbG ABC_Carb_Solutes_like COG3845 ABC_putative_ATPase SunT MalK MglA ABC_NrtD_SsuB_transporters LivG ABC_KpsT_Wzt ABC_BcrA_bacitracin_resist ABC_Class3 ABC_MJ0796_Lo1CDE_FtsE ABC_TM1139_LivF_branched ABC_MetN_methionine_transporter ABCC_MRP_Like ABC_PotA_N TagH AppF PotA LivF TauB SalX FepC ABCC_bacteriocin_exporters ABCC_Glucan_exporter_like ABC_cobalt_CbiO_domain1 AbcC ABC_ATPase DppF ABC_Metallic_Cations ABC_Carb_Monos_I ABC_NikE_OppD_transporters MdlB ABC_Iron-Siderophores_B12_Hemin Ttg2A ABC_PhnC_transporter ABCC_Protease_Secretion ZnuC ABC_NatA_like CydD ABC_ModC_like ABC_Org_Solvent_Resistant COG4586 ABC_MalK_N COG4674 ABCC_MsbA COG3638 PhnK araG COG1123 Uup OpuBA ABCC_ATM1_transporter livG fecE ABC_CysA_sulfate_importer CbiO GlnQ ABC_HisP_GlnQ_permeases potA ABCG_White ABC_Pro_Gly_Bertaine btuD PRK10895 ABC_OpuCA_Osmoprotection PRK11819 ABC_CcmA_heme_exporter CcmA CeuD ABC_FtsE_transporter ArpD ABC_MTABC3_MDL1_MDL2 potG metN TauB CysA FtsE ABCC_cytochrome_bd ABCF_EF-3 dppF tauB fbpC ABC_ThiQ_thiamine_transporter ThiQ ABCC_MRP_domain2 SapF ATM1 CydC ProV PRK11160 PRK09700 ABC_cobalt_CbiO_domain2 ABC_Carb_Monos_II PRK10851 PRK11176 ModF thiQ "	transport.ABC transporters and multidrug resistance systems	34_16

CUST_80550_PI403524517	2	-0.05582428	0.06567097	0.05582428	-0.20795059	0.074186325	-0.17361069	35_23101	"Cluster: CDK5 activator-binding protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: CDK5 activator-binding protein-like - Oryza sativa (japonica cult"	UniRef90_Q5Z9Z1	"CHR5V7|COORD:2116883..2119560| Identical to CDK5RAP3-like protein [Arabidopsis Thaliana] (GB:Q9FG23); similar to Os06g0320100 [Oryza sativa"	AT5G06830.1	CHR06V5|COORD:12433085..12436479|protein CDK5RAP3-like protein, putative, expressed	LOC_Os06g21560.1	"no descriptionmoderately similar to ( 327)AT5G06830| Symbols:  | Identical to CDK5RAP3-like protein [Arabidopsis Thaliana] (GB:Q9FG23); similar to Os06g0320100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001057510.1); similar to CDK5 regulatory subunit associated protein 3 [Mus musculus] (GB:NP_084524.1); contains InterPro domain Protein of unknown function DUF773; (InterPro:IPR008491) | chr5:2116883-2119560 REVERSEnot assigned DUF773"	not assigned.unknown	35_2

CUST_59618_PI403524517	2	0.11054611	-0.40908337	0.009410858	-0.17219162	0.05596447	-0.009410858	35_16999	"Cluster: Putative ribosomal protein S17; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ribosomal protein S17 - Oryza sativa (japonica cultivar-group"	UniRef90_Q6YYA7	"CHR1V7|COORD:18286824..18287311| EMB1129 (EMBRYO DEFECTIVE 1129); structural constituent of ribosome"	AT1G49400.1	CHR08V5|COORD:16417808..16413594|protein 30S ribosomal protein S17, putative, expressed	LOC_Os08g27090.1	" no descriptionweakly similar to ( 155)AT1G49400| Symbols: EMB1129 | EMB1129 (EMBRYO DEFECTIVE 1129); structural constituent of ribosome | chr1:18286824-18287311 FORWARDvery weakly similar to (53.9)RR17_MAIZE30S ribosomal protein S17, chloroplast precursor - Zea mays (Maize)not assigned not assigned rpsQ RpsQ Ribosomal_S17 rps17 rps17p "	protein.synthesis.misc ribososomal protein	29_2_2

CUST_34349_PI403524517	2	0.0035743713	0.23105526	-0.047330856	0.06886673	-0.0035734177	-0.07202244	35_9903	"Cluster: HAD-superfamily hydrolase, subfamily IA, variant 3, putative; n=1; Oryza sativa (japonica cultivar-group)|Rep: HAD-superfamily hydrolase,"	UniRef90_Q53P31	CHR1V7|COORD:30021880..30023079| haloacid dehalogenase-like hydrolase family protein	AT1G79790.1	CHR11V5|COORD:11180012..11185011|protein catalytic/ hydrolase, putative, expressed	LOC_Os11g19460.1	no descriptionmoderately similar to ( 266)AT1G79790| Symbols:  | haloacid dehalogenase-like hydrolase family protein | chr1:30021880-30022797 REVERSEnot assigned COG1011 COG0637 Gph Hydrolase	not assigned.no ontology	35_1

CUST_94261_PI403524517	2	0.019274712	-0.18721485	0.032037735	0.05019188	-0.019274712	-0.09536362	35_26948	"Cluster: DNA-directed RNA polymerase III 130 kDa polypeptide, putative, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: DNA-directed RNA polymerase"	UniRef90_Q10JZ3	"CHR5V7|COORD:18264643..18274940| NRPC2 (nuclear RNA polymerase C 2); DNA binding / DNA-directed RNA polymerase"	AT5G45140.1	CHR03V5|COORD:16375821..16394361|protein DNA-directed RNA polymerase III 130 kDa polypeptide, putative, expressed	LOC_Os03g28960.1	"no descriptionweakly similar to ( 197)AT5G45140| Symbols: NRPC2 | NRPC2 (nuclear RNA polymerase C 2); DNA binding / DNA-directed RNA polymerase | chr5:18264643-18274940 REVERSEvery weakly similar to (53.1)RPOB_PSINUDNA-directed RNA polymerase subunit beta - Psilotum nudum (Whisk fern)not assigned not assigned not assigned RNA_pol_B_RPB2 PRK08565 PRK07225 RpoB RNA_pol_Rpb2_7 rpoB rpoB"	RNA.transcription	27_2

CUST_9427_PI404877155	2	-0.08500385	-0.0720706	0.46052074	0.36871243	0.072071075	-0.12613964	Contig3168_at	putative GTP-binding protein [Oryza sativa (japonica cultivar-group)] gb|AAP92129.1| GTP-binding protein GTP1 [Oryza sativa (japonica cultiv	NP_916116.1	Ras-related GTP-binding protein, putative	At1g16920.1	protein Ras family, putative	Os01g54590	NONE	signalling.G-proteins	30_5

CUST_177801_PI403524517	2	0.37294006	-0.6940241	-0.3724661	0.039772987	-0.039772034	0.05807209	35_49455	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_22547_PI403524517	2	-1.0795898	-0.11636543	0.38777447	0.11636591	0.17186451	-0.46361017	35_6549	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QXQ7	"CHR3V7|COORD:3091230..3091679| similar to Os12g0147200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001066153.1); similar to Os11g0149200 [Oryza"	AT3G10020.1	CHR12V5|COORD:2311451..2312273|protein expressed protein	LOC_Os12g05210.1	"no descriptionweakly similar to ( 105)AT3G10020| Symbols:  | similar to Os12g0147200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001066153.1); similar to Os11g0149200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001065754.1) | chr3:3091230-3091679 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12678 PRK12323 PRK07764 PRK07003 Gag_spuma"	not assigned.unknown	35_2

CUST_15775_PI404877155	2	0.052019596	1.0256429	-0.3857584	-0.05201912	-0.055536747	0.065988064	Contig9595_at	putative SCARECROW gene regulator-like [Oryza sativa (japonica cultivar-group)] gb|AAP53371.1| putative SCARECROW gene regulator-like [Oryza	NP_921084.1	phytochrome A signal transduction 1 (PAT1)	At5g48150.1	protein GRAS family transcription factor, putative	Os10g22430	NONE	signalling.light	30_11

CUST_177231_PI403524517	2	-0.14060688	-0.08985138	-0.033201218	0.09898472	0.033201218	0.034832	35_49304	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_161996_PI403524517	2	-0.08119297	0.046792984	0.05627632	-0.012639046	0.012639999	-0.23805618	35_45186	Rep: Aspartate aminotransferase - Oryza sativa (Rice)	UniRef90_Q84V24	CHR4V7|COORD:15471080..15473527| ASP5 (ASPARTATE AMINOTRANSFERASE 5)	AT4G31990.2	CHR02V5|COORD:33936155..33940525|protein aspartate aminotransferase, chloroplast precursor, putative, expressed	LOC_Os02g55420.1	 no descriptionvery weakly similar to (58.2)AT4G31990| Symbols: AAT3, ATAAT1 | ASP5 (ASPARTATE AMINOTRANSFERASE 5) | chr4:15470882-15473527 REVERSEnot assigned not assigned TyrB 	amino acid metabolism.synthesis.central amino acid metabolism.aspartate.aspartate aminotransferase	13_1_1_2_1

CUST_2884_PI404877155	2	0.047800064	0.28093052	-0.047100067	-0.08001709	-0.07139492	0.04710102	Contig13280_at	putative cell differentiation protein [Oryza sativa (japonica cultivar-group)]	NP_911227.1	rcd1-like cell differentiation protein, putative	At3g20800.1	protein Similar to Cell differentiation family, Rcd1	Os07g37790	gi|32490106|emb|CAE05212.1| OSJNBa0070C17.19	RNA.regulation of transcription.unclassified	27_3_99

CUST_40807_PI403524517	2	0.1001358	-0.22380352	-0.09083271	0.012066841	0.13091469	-0.012066841	35_11734	"Cluster: Hypothetical protein OJ1131_E05.140; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1131_E05.140 - Oryza sativa (japonica cult"	UniRef90_Q7XIS0	0	0	CHR07V5|COORD:21039712..21041699|protein F-box protein interaction domain containing protein, expressed	LOC_Os07g35130.1	no description	not assigned.unknown	35_2

CUST_84310_PI403524517	2	-0.07535267	0.1460638	-0.0113248825	-0.08819485	0.04402542	0.011323929	35_24159	"Cluster: Putative zinc finger protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative zinc finger protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ASW7	0	0	CHR03V5|COORD:29077360..29085535|protein sumoylation ligase E3, putative, expressed	LOC_Os03g50980.1	no description	not assigned.unknown	35_2

CUST_154779_PI403524517	2	0.10489321	-0.5179362	9.3603134E-4	0.30154276	-0.08199644	-9.3603134E-4	35_43243	"Cluster: Putative tRNA modification GTPase trmE; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative tRNA modification GTPase trmE - Oryza sativa (japonic"	UniRef90_Q6Z9X4	CHR5V7|COORD:23551169..23556691| actin binding	AT5G58160.1	CHR08V5|COORD:19323595..19327600|protein tRNA modification GTPase trmE, putative, expressed	LOC_Os08g31460.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_13186_PI404877155	2	-0.008794785	-1.0256553	-0.02061367	0.18501282	0.6783514	0.008795738	Contig6902_at	0	P20144	expressed protein	At5g01740.1	protein wound-induced protein WI12	Os03g18770	0.2_HMGI_Y T01851	stress.abiotic.touch/wounding	20_2_4

CUST_15399_PI399408534	2	0.087408066	0.15412903	-0.10044193	-0.087408066	0.24589634	-0.109809875	35_3828	"Cluster: Hypothetical protein OJ1741_B01.8; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1741_B01.8 - Oryza sativa (japonica cultivar"	UniRef90_Q6L5I6	"CHR1V7|COORD:28065159..28067585| IQD31 (IQ-domain 31); calmodulin binding"	AT1G74690.1	CHR05V5|COORD:26533272..26537657|protein calmodulin binding protein, putative, expressed	LOC_Os05g45930.1	"no descriptionmoderately similar to ( 276)AT1G74690| Symbols: IQD31 | IQD31 (IQ-domain 31); calmodulin binding | chr1:28065159-28067585 REVERSE"	signalling.calcium	30_3

CUST_136417_PI403524517	2	0.077425	-2.1138582	-0.0013170242	0.20323277	0.0013170242	-0.22570324	35_38253	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_5349_PI404877155	2	-0.21937752	-0.20825195	0.34225845	0.049632072	0.35164928	-0.049633026	Contig1698_at	putative delta-12 oleate desaturase [Oryza sativa (japonica cultivar-group)] ref|XP_506939.1| PREDICTED OJ1191_G08.29 gene product [Oryza sa	XP_467474.1	omega-6 fatty acid desaturase, endoplasmic reticulum (FAD2) / delta-12 desaturase	At3g12120.1	protein Fatty acid desaturase, putative	Os02g48560	delta-12 oleate desaturase	lipid metabolism.FA desaturation.omega 6 desaturase	11_2_04

CUST_138448_PI403524517	2	-0.4089594	-0.5261564	0.63886166	0.11557579	0.24913406	-0.11557579	35_38834	Rep: OSJNBa0065H10.6 protein - Oryza sativa (Rice)	UniRef90_Q5CAG1	"CHR5V7|COORD:19201033..19202694| ATNUDT8 (Arabidopsis thaliana Nudix hydrolase homolog 8); hydrolase"	AT5G47240.1	CHR04V5|COORD:27204350..27207137|protein nudix hydrolase 8, putative, expressed	LOC_Os04g46280.2	"no descriptionweakly similar to ( 117)AT5G47240| Symbols: ATNUDT8 | ATNUDT8 (Arabidopsis thaliana Nudix hydrolase homolog 8); hydrolase | chr5:19201033-19202694 FORWARDnot assigned Nudix_Hydrolase_12"	not assigned.no ontology	35_1

CUST_36996_PI403524517	2	0.17566633	0.052855015	-0.052855015	-0.34169054	-0.53104734	0.12489176	35_10659	"Cluster: Hypothetical protein OJ1479_B12.25-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1479_B12.25-1 - Oryza sativa (japonica cu"	UniRef90_Q6ZFT6	CHR5V7|COORD:26397516..26402186| binding	AT5G65950.1	CHR02V5|COORD:29612661..29618595|protein expressed protein	LOC_Os02g48380.2	no descriptionweakly similar to ( 194)AT5G65950| Symbols:  | binding | chr5:26397516-26402186 FORWARD	not assigned.unknown	35_2

CUST_138872_PI403524517	2	-0.029733181	-0.24193382	0.18451262	0.029733181	0.08051443	-0.11825752	35_38954	0	0		0	CHR05V5|COORD:1988139..1993112|protein peroxidase 1 precursor, putative, expressed	LOC_Os05g04380.2	no description	not assigned.unknown	35_2

CUST_16255_PI399408534	2	0.11874199	-0.3287182	-0.034036636	0.034036636	-0.108778	0.1571064	35_15501	"Cluster: Putative LEUNIG; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative LEUNIG - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K3E4	CHR2V7|COORD:13874312..13878921| WD-40 repeat family protein	AT2G32700.2	CHR02V5|COORD:34867013..34856680|protein transcriptional corepressor LEUNIG, putative, expressed	LOC_Os02g56880.1	no descriptionhighly similar to ( 895)AT2G32700| Symbols:  | WD-40 repeat family protein | chr2:13874312-13878921 FORWARDvery weakly similar to (78.2)PF20_CHLREFlagellar WD repeat-containing protein Pf20 - Chlamydomonas reinhardtiinot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned WD40 COG2319 GAL11 PRK12323	RNA.regulation of transcription.LUG	27_3_58

CUST_24555_PI399408534	2	-0.015825272	-0.30867767	-0.0037899017	0.0037899017	0.15792847	0.047973633	35_15220	Rep: OSJNBb0060E08.6 protein - Oryza sativa (Rice)	UniRef90_Q7XM93	"CHR1V7|COORD:3914895..3917941| ATRBP45B; RNA binding"	AT1G11650.2	CHR04V5|COORD:31600397..31604418|protein RNA Binding Protein 45, putative, expressed	LOC_Os04g53440.2	" no descriptionmoderately similar to ( 385)AT1G11650| Symbols: ATRBP45B | ATRBP45B; RNA binding | chr1:3914895-3917301 FORWARDvery weakly similar to (80.5)ROC1_NICSY29 kDa ribonucleoprotein A, chloroplast precursor - Nicotiana sylvestris (Wood tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG0724 RRM RRM_1 DUF1421 Atrophin-1 Drf_FH1 PRK07764 PRK10263 Extensin_2 PRK12323 GRASP55_65 PRK08853 PRK05648 DUF1210 "	RNA.regulation of transcription.unclassified	27_3_99

CUST_18880_PI404877155	2	-0.1168375	-0.44118023	-0.015505791	0.015504837	0.066251755	0.16475296	HW06P12u_x_at	0	0	0	0	0	0	NONE	glycolysis.pyrophosphate-fructose-6-P phosphotransferase	4_05

CUST_52009_PI403524517	2	-0.005159378	-0.83573914	0.09813595	0.0039167404	0.060875893	-0.0039157867	35_14825	"Cluster: 40S ribosomal protein S19; n=7; Oryza sativa|Rep: 40S ribosomal protein S19 - Oryza sativa (Rice)"	UniRef90_P40978	CHR5V7|COORD:24628384..24629428| 40S ribosomal protein S19 (RPS19C)	AT5G61170.1	CHR03V5|COORD:17682000..17689753|protein retrotransposon protein, putative, Ty1-copia subclass	LOC_Os03g31134.1	no descriptionmoderately similar to ( 214)AT5G61170| Symbols:  | 40S ribosomal protein S19 (RPS19C) | chr5:24628384-24629428 FORWARDmoderately similar to ( 259)RS19_ORYSAnot assigned Ribosomal_S19e RPS19A PRK09333	protein.synthesis.misc ribososomal protein	29_2_2

CUST_120987_PI403524517	2	0.079334736	0.07082558	-0.07082605	-0.5204282	-0.38401604	0.1807766	35_34184	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_122615_PI403524517	2	-1.5982697	-1.4367259	-1.6213906	1.6551175	1.8881712	1.4367261	35_34598	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_86529_PI403524517	2	0.11745834	0.17960262	-0.051303864	0.008511543	-0.018882751	-0.008511543	35_24782	"Cluster: Hypothetical protein OSJNBb0036F07.9; n=3; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0036F07.9 - Oryza sativa (japonica cu"	UniRef90_Q84MN4	CHR1V7|COORD:1114695..1119382| leucine-rich repeat family protein / protein kinase family protein	AT1G04210.1	CHR03V5|COORD:30504143..30499228|protein protein kinase domain containing protein, expressed	LOC_Os03g53250.1	no descriptionmoderately similar to ( 241)AT1G04210| Symbols:  | leucine-rich repeat family protein / protein kinase family protein | chr1:1114695-1119382 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase TyrKc PTKc Pkinase_Tyr SPS1 PTKc_Ack_like	protein.postranslational modification	29_4

CUST_137152_PI403524517	2	0.15137625	0.089199066	0.040104866	-0.05240059	-0.04010439	-0.28243065	35_38461	"Cluster: Os11g0678000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os11g0678000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IR49	CHR5V7|COORD:20081895..20085537| protein kinase family protein	AT5G49470.1	CHR12V5|COORD:23027641..23034880|protein ATP binding protein, putative, expressed	LOC_Os12g37570.1	no descriptionmoderately similar to ( 350)AT5G49470| Symbols:  | protein kinase family protein | chr5:20081895-20085537 FORWARDvery weakly similar to ( 100)NORK_MEDTRNodulation receptor kinase precursor - Medicago truncatula (Barrel medic)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pkinase_Tyr TyrKc S_TKc S_TKc Pkinase PTKc PTKc_Src_like PTKc_Tec_like PTKc_Jak_rpt2 PTKc_Srm_Brk PTKc_Csk_like PTKc_InsR_like PTKc_EphR PTKc_Abl PTKc_Btk_Bmx PTKc_Itk PTKc_Fes_like PTKc_Frk_like PTKc_Tec_Rlk PTKc_EGFR_like PTKc_Ror PTKc_FAK PTKc_Ack_like PTKc_Src PTKc_Yes PTKc_Csk PTKc_FGFR PTKc_Chk PTKc_Lck_Blk PTKc_Fyn_Yrk PTKc_Tie1 PTKc_Jak2_Jak3_rpt2 PTKc_EphR_B PTKc_EphR_A SPS1 PTKc_Tie2 PTKc_EphR_A2 PTKc_Trk PTKc_Fer PTKc_Lyn PTKc_DDR PTKc_IGF-1R PTKc_Met_Ron PTKc_Hck PTKc_FGFR4 PTKc_Tie PTKc_Axl_like PTKc_Musk PTKc_InsR PTK_CCK4 PTKc_Ror1 PTKc_DDR2 PTKc_DDR_like PTKc_FGFR1 PTKc_FGFR2 PTKc_Syk_like PTKc_Fes PTKc_FGFR3 PTKc_Tyro3 PTKc_c-ros PTKc_TrkA PTKc_TrkC PTKc_Jak1_rpt2 PTKc_TrkB PTKc_DDR1 PTKc_PDGFR PTKc_EGFR PTKc_EphR_A10 PTKc_RET PTKc_Tyk2_rpt2 PTKc_HER2 PTK_HER3 PTK_Ryk PTKc_Axl PTKc_HER4 PTKc_Ror2 PTKc_ALK_LTK PTKc_Aatyk PTKc_Zap-70 PTKc_Aatyk1_Aatyk3 PTKc_Syk PTKc_VEGFR PTKc_VEGFR3 PTKc_Aatyk2 PTK_Jak_rpt1 PTKc_VEGFR2 PTKc_Kit PTKc_PDGFR_beta PTKc_PDGFR_alpha	protein.postranslational modification	29_4

CUST_72874_PI403524517	2	0.028185844	0.09144783	0.062256813	-0.05078125	-0.45820904	-0.028186798	35_20892	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QVB9	"CHR3V7|COORD:289225..292564| similar to nucleolar protein gar2-related [Arabidopsis thaliana] (TAIR:AT2G42320.2); similar to expressed protein [Oryza"	AT3G01810.1	CHR12V5|COORD:7443509..7438434|protein expressed protein	LOC_Os12g13340.2	"no descriptionweakly similar to ( 128)AT3G01810| Symbols:  | similar to nucleolar protein gar2-related [Arabidopsis thaliana] (TAIR:AT2G42320.2); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABA96901.1) | chr3:289225-292382 FORWARD"	not assigned.unknown	35_2

CUST_13397_PI403524517	2	-0.004951477	-0.35015297	-0.1479845	0.024233818	0.108537674	0.004951477	35_3843	"Cluster: FLK, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: FLK, putative, expressed - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QMN6	"CHR3V7|COORD:1250768..1254278| FLK (FLOWERING LOCUS KH DOMAIN); nucleic acid binding"	AT3G04610.1	CHR12V5|COORD:25058216..25065293|protein KH domain containing protein, expressed	LOC_Os12g40560.2	"no descriptionweakly similar to ( 169)AT3G04610| Symbols: FLK | FLK (FLOWERING LOCUS KH DOMAIN); nucleic acid binding | chr3:1250768-1254278 REVERSEnot assigned not assigned not assigned not assigned KH_1 KH-I DUF1421 KH PCBP_like_KH"	RNA.RNA binding	27_4

CUST_34108_PI403524517	2	-0.016599655	0.31894112	0.016599655	-0.089865685	-0.03597641	0.10896587	35_9831	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_120611_PI403524517	2	0.027162552	-0.027162552	-0.25005436	-0.29580402	0.055397034	0.094781876	35_34090	"Cluster: Lectin receptor kinase 7, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Lectin receptor kinase 7, putative, expressed - Oryza s"	UniRef90_Q10EC2	CHR3V7|COORD:16675860..16677869| lectin protein kinase family protein	AT3G45440.1	CHR03V5|COORD:31947341..31949599|protein lectin-like receptor kinase 7, putative, expressed	LOC_Os03g56160.1	no descriptionLectin_legB	misc.myrosinases-lectin-jacalin	26_16

CUST_76433_PI403524517	2	0.03827381	-0.89147043	-0.2799034	0.28225422	0.045243263	-0.038274765	35_21913	Rep: UPI0000D8CC72 UniRef100 entry - Danio rerio	UniRef90_UPI0000D8CC72	CHR1V7|COORD:22496859..22500684| proline-rich family protein	AT1G61080.1	CHR02V5|COORD:30880725..30876004|protein actin binding protein, putative, expressed	LOC_Os02g50570.1	no descriptionnot assigned not assigned not assigned not assigned PRK05648 PRK07003	not assigned.unknown	35_2

CUST_70425_PI403524517	2	0.7201228	0.48268747	0.1332612	-0.38449907	-0.20130825	-0.1332612	35_20172	"Cluster: Probable NADPH:quinone oxidoreductase 2; n=2; Oryza sativa|Rep: Probable NADPH:quinone oxidoreductase 2 - Oryza sativa (Rice)"	UniRef90_Q941Y8	"CHR3V7|COORD:10352044..10353175| NQR (NADPH:QUINONE OXIDOREDUCTASE); FMN reductase"	AT3G27890.1	CHR01V5|COORD:42344908..42346362|protein NADPH quinone oxidoreductase 2, putative, expressed	LOC_Os01g72460.1	"no descriptionvery weakly similar to (74.3)AT3G27890| Symbols: NQR | NQR (NADPH:QUINONE OXIDOREDUCTASE); FMN reductase | chr3:10352044-10353175 REVERSEvery weakly similar to (89.0)NQR2_ORYSAnot assigned"	not assigned.no ontology	35_1

CUST_25335_PI403524517	2	0.051425934	-0.10901451	0.007821083	-0.007821083	0.1812172	-0.2671771	35_7344	"Cluster: Hypothetical protein P0676G05.13; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0676G05.13 - Oryza sativa (japonica cultivar-g"	UniRef90_Q75M00	0	0	CHR05V5|COORD:3330867..3326828|protein 4Fe-4S ferredoxin, iron-sulfur binding protein, putative, expressed	LOC_Os05g06510.2	no descriptionHycB	not assigned.unknown	35_2

CUST_407_PI399408534	2	-0.035158157	0.41946507	0.11224651	-0.16569233	-0.14234924	0.035157204	35_38377	Rep: F9C16.3 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q9LP15	"CHR1V7|COORD:16649374..16650835| ATRAB18 (Arabidopsis Rab GTPase homolog C1); GTP binding"	AT1G43890.1	CHR10V5|COORD:16368124..16363840|protein ras-related protein Rab-18, putative, expressed	LOC_Os10g31830.1	 no descriptionweakly similar to ( 106)AT1G43890| Symbols: AtRABC1, AtRab18, ATRAB18 | ATRAB18 (Arabidopsis Rab GTPase homolog C1) | chr1:16649374-16650835 FORWARDvery weakly similar to (78.6)YPTV3_VOLCAGTP-binding protein yptV3 - Volvox carterinot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Rab18 RAB Rab1_Ypt1 Rab Rab8_Rab10_Rab13_like Ras Rab19 Rab11_like RabA_like Rab2 Rab12 Rab30 Rab14 Rab4 Rab3 Rab35 Rab21 Ras_like_GTPase Rab26 Rab5_related Rab39 COG1100 Rab6 Rab40 Rab7 RabL2 Rab32_Rab38 Rab15 	signalling.G-proteins	30_5

CUST_136877_PI403524517	2	0.35401535	-0.22079659	-0.15282059	-0.06800079	0.07911205	0.06799984	35_38385	"Cluster: Streptococcal hemagglutinin-like protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Streptococcal hemagglutinin-like protein - Oryza sativa (jap"	UniRef90_Q6EN70	"CHR2V7|COORD:18279422..18281408| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G60000.1); similar to streptococcal hemagglutinin-like protein"	AT2G44190.1	CHR09V5|COORD:6370206..6367332|protein expressed protein	LOC_Os09g11440.1	"no descriptionvery weakly similar to (70.5)AT2G44190| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G60000.1); similar to streptococcal hemagglutinin-like protein [Oryza sativa (japonica cultivar-group)] (GB:BAD29665.1); contains InterPro domain Protein of unknown function DUF566; (InterPro:IPR007573) | chr2:18279422-18281408 FORWARDDUF566"	not assigned.unknown	35_2

CUST_114938_PI403524517	2	-0.22109699	0.58980465	-0.07681656	0.07810211	0.024222374	-0.024222374	35_32614	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_88677_PI403524517	2	0.07849026	0.17965508	0.037116528	-0.12580633	-0.037116528	-0.32727194	35_25379	"Cluster: Cytochrome B561-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Cytochrome B561-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5QLQ8	CHR4V7|COORD:10093535..10097348| cytochrome B561-related	AT4G18260.1	CHR01V5|COORD:27572893..27570291|protein expressed protein	LOC_Os01g47620.1	no descriptionvery weakly similar to (74.3)AT4G18260| Symbols:  | cytochrome B561-related | chr4:10093535-10097348 REVERSE	redox.ascorbate and glutathione	21_2

CUST_382_PI404877155	2	0.08302498	-1.369236	-0.08302498	0.19825554	0.15619183	-0.13594818	Contig10274_at	fatty acyl coA reductase [Triticum aestivum] emb|CAD30695.1| fatty acyl coA reductase [Triticum aestivum]	CAD30694.1	acyl CoA reductase, putative / male-sterility protein, putative	At5g22500.1	protein Male sterility protein, putative	Os09g39410	"similar to acyl CoA reductase, putative / male-sterility protein, putative [Arabidopsis thaliana] (TAIR:At5g22500.1); similar to putative fatty acyl coA reductase [Oryza sativa (japonica cultivar-group)] (GB:XP_481392.1); contains InterPro domain Male ste"	lipid metabolism.lipid degradation.beta-oxidation.acyl CoA reductase	11_9_4_13

CUST_182170_PI403524517	2	0.041668892	-0.19212914	-0.31640625	0.071513176	-0.041668892	0.08517456	35_50645	"Cluster: Os05g0151400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0151400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DKN6	CHR4V7|COORD:1104766..1109360| TOC159 (translocon outer membrane complex 159)	AT4G02510.1	CHR05V5|COORD:2956069..2951704|protein TOC159, putative, expressed	LOC_Os05g05950.1	 no descriptionvery weakly similar to (77.0)AT4G02510| Symbols: TOC86, PPI2, TOC160, ATTOC159, TOC159 | TOC159 (translocon outer membrane complex 159) | chr4:1104766-1109360 FORWARD	protein.targeting.chloroplast	29_3_3

CUST_23342_PI403524517	2	0.2824278	-0.40276814	-0.35519028	-0.09026909	0.09026909	0.15637016	35_6783	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_22545_PI399408534	2	0.13569403	0.50721455	-0.04549837	-0.3162794	-0.35347605	0.04549837	35_42011	Rep: Putative poly(A) polymerase - Oryza sativa (japonica cultivar-group)	UniRef90_Q5Z7G3	"CHR4V7|COORD:15850138..15853814| nPAP (NUCLEAR POLY(A) POLYMERASE); nucleotidyltransferase"	AT4G32850.4	CHR06V5|COORD:21349396..21342400|protein poly, putative, expressed	LOC_Os06g36360.3	" no descriptionweakly similar to ( 130)AT4G32850| Symbols: PAP(IV), nPAP | nPAP (NUCLEAR POLY(A) POLYMERASE); nucleotidyltransferase | chr4:15850138-15854447 FORWARDnot assigned PAP_central PAP1 "	RNA.processing	27_1

CUST_130208_PI403524517	2	0.23063517	-1.8203611	-0.18268299	0.32520628	-0.02255106	0.02255106	35_36568	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_26930_PI399408534	2	0.049144745	0.14478493	-0.04914379	-0.12564468	0.073524475	-0.083675385	35_2992	"Cluster: Transducin-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Transducin-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K884	"CHR5|COORD:17694050..17698309| similar to transducin family protein / WD-40 repeat family protein [Arabidopsis thaliana] (TAIR:At1g04140.1); similar to transduc"	AT5G43930.3	CHR02V5|COORD:10986649..10972700|protein nucleotide binding protein, putative, expressed	LOC_Os02g18820.2	no descriptionhighly similar to ( 562)AT1G04140| Symbols:  | transducin family protein / WD-40 repeat family protein | chr1:1075991-1080320 REVERSEnot assigned	RNA.regulation of transcription.unclassified	27_3_99

CUST_163186_PI403524517	2	-0.0020484924	0.7840862	0.0020475388	0.11339569	-0.0035095215	-0.10038376	35_45510	"Cluster: ALM beta-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: ALM beta-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5SMR4	"CHR1V7|COORD:3503766..3505191| similar to mov34 family protein [Arabidopsis thaliana] (TAIR:AT1G48790.1); similar to Os01g0661500 [Oryza sativa (japonica"	AT1G10600.1	CHR01V5|COORD:27335651..27338961|protein STAM-binding protein, putative, expressed	LOC_Os01g47262.1	"no descriptionvery weakly similar to (64.3)AT1G10600| Symbols:  | similar to mov34 family protein [Arabidopsis thaliana] (TAIR:AT1G48790.1); similar to Os01g0661500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001043779.1); similar to ALM beta-like [Oryza sativa (japonica cultivar-group)] (GB:BAD72364.1); contains InterPro domain Mov34/MPN/PAD-1; (InterPro:IPR000555); contains InterPro domain Mov34-1; (InterPro:IPR003639) | chr1:3503766-3505191 FORWARDnot assigned"	not assigned.no ontology	35_1

CUST_32930_PI399408534	2	-0.63371897	-0.18496561	0.2177124	0.18496609	0.26831722	-0.41843128	35_4919	Rep: Zinc-finger protein 1 - Triticum aestivum (Wheat)	UniRef90_Q42430	CHR3V7|COORD:18521231..18521878| zinc finger (C2H2 type) family protein	AT3G49930.1	CHR03V5|COORD:31545177..31543898|protein zinc-finger protein 1, putative, expressed	LOC_Os03g55540.1	"no descriptionvery weakly similar to (61.6)AT5G67450| Symbols: AZF1 | AZF1 (ARABIDOPSIS ZINC-FINGER PROTEIN 1); nucleic acid binding / transcription factor/ zinc ion binding | chr5:26936368-26937105 REVERSEweakly similar to ( 157)ZFP1_WHEATZinc finger protein 1 - Triticum aestivum (Wheat)not assigned not assigned PRK07003"	RNA.regulation of transcription.C2H2 zinc finger family	27_3_11

CUST_12669_PI403524517	2	0.040872574	-0.17667198	0.04590702	-0.03444767	-0.13118267	0.03444767	35_3622	"Cluster: Nuclear cap-binding protein CBP80; n=2; Oryza sativa (japonica cultivar-group)|Rep: Nuclear cap-binding protein CBP80 - Oryza sativa (japonica cultivar"	UniRef90_Q9AWB3	CHR2V7|COORD:5644135..5649895| ABH1 (ABA HYPERSENSITIVE 1)	AT2G13540.1	CHR03V5|COORD:12954964..12967081|protein ABH1, putative, expressed	LOC_Os03g22570.2	 no descriptionmoderately similar to ( 344)AT2G13540| Symbols: CBP80, ABH1 | ABH1 (ABA HYPERSENSITIVE 1) | chr2:5644135-5649895 FORWARDnot assigned MIF4G_like_2 	protein.synthesis.initiation	29_2_3

CUST_71320_PI403524517	2	-0.014166832	0.25758076	0.07429218	-0.16239357	-0.026725769	0.014165878	35_20432	"Cluster: Putative copine III; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative copine III - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6H563	CHR1V7|COORD:2842156..2846141| BON3 (BONZAI 3)	AT1G08860.1	CHR02V5|COORD:18995211..18988145|protein copine-3, putative, expressed	LOC_Os02g32160.2	no descriptionvery weakly similar to (86.3)AT1G08860| Symbols: BON3 | BON3 (BONZAI 3) | chr1:2842156-2846141 FORWARDnot assigned	not assigned.no ontology	35_1

CUST_60802_PI403524517	2	-0.026864052	0.09544659	0.01830101	-0.13869667	-0.01830101	0.05805874	35_17341	"Cluster: Probable mitochondrial saccharopine dehydrogenase At5g39410; n=2; Arabidopsis thaliana|Rep: Probable mitochondrial saccharopine dehydrogenase"	UniRef90_Q8LGI2	CHR5V7|COORD:15785643..15787502| Identical to Probable mitochondrial saccharopine dehydrogenase At5g39410 (EC 1.5.1.9) (SDH) [Arabidopsis Thaliana]	AT5G39410.1	CHR07V5|COORD:24339496..24344274|protein saccharopine dehydrogenase, putative, expressed	LOC_Os07g40620.1	"no descriptionmoderately similar to ( 399)AT5G39410| Symbols:  | Identical to Probable mitochondrial saccharopine dehydrogenase At5g39410 (EC 1.5.1.9) (SDH) [Arabidopsis Thaliana] (GB:Q8LGI2;GB:Q9ZR98); similar to MGC84136 protein [Xenopus laevis] (GB:AAH74314.1); similar to MGC82870 protein [Xenopus laevis] (GB:AAH73574.1); similar to Os07g0597100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001060175.1); contains InterPro domain Saccharopine dehydrogenase; (InterPro:IPR005097) | chr5:15785643-15787502 REVERSEnot assigned COG3268 Saccharop_dh"	not assigned.unknown	35_2

CUST_11886_PI399408534	2	0.003121376	0.13595676	0.09015751	-0.003121376	-0.018518448	-0.04279709	35_16161	Rep: Calcium-dependent protein kinase - Triticum aestivum (Wheat)	UniRef90_Q2LDZ0	"CHR1V7|COORD:13206668..13209270| ATCDPK2 (CALCIUM-DEPENDENT PROTEIN KINASE 2); calcium- and calmodulin-dependent protein kinase/ kinase"	AT1G35670.1	CHR11V5|COORD:3495877..3491121|protein calcium-dependent protein kinase, isoform AK1, putative, expressed	LOC_Os11g07040.1	" no descriptionhighly similar to ( 761)AT1G35670| Symbols: CPK11, ATCDPK2 | ATCDPK2 (CALCIUM-DEPENDENT PROTEIN KINASE 2); calcium- and calmodulin-dependent protein kinase/ kinase | chr1:13206668-13209270 FORWARDhighly similar to ( 775)CDPK_SOYBNCalcium-dependent protein kinase SK5 - Glycine max (Soybean)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase SPS1 TyrKc Pkinase_Tyr FRQ1 PTKc PTKc_Jak_rpt2 PTKc_Fes_like PTKc_FAK EFh PTKc_Ack_like PTKc_Tie1 PTKc_Tec_like PTKc_Jak2_Jak3_rpt2 PTKc_Chk PTKc_ALK_LTK PTKc_Syk_like PTKc_Fes PTKc_Srm_Brk PTKc_Jak1_rpt2 PTKc_Abl PTKc_Btk_Bmx PTKc_c-ros PTKc_EphR PTKc_Src_like PTKc_Csk_like PTKc_Itk PTKc_FGFR PTKc_Tie PTKc_EphR_A PTKc_Tie2 PTKc_Tec_Rlk PTKc_InsR_like PTKc_Tyk2_rpt2 PTKc_EphR_B PTKc_EGFR_like PTKc_PDGFR PTKc_Fer PTKc_Frk_like PTKc_EphR_A2 PTKc_Ror PTKc_Trk PTK_HER3 PTK_CCK4 PTKc_IGF-1R PTKc_FGFR2 PTKc_DDR PTKc_FGFR1 PTKc_Csk PTKc_DDR_like PTKc_Lyn PTKc_InsR PTKc_Tyro3 PTKc_TrkA PTKc_DDR1 PTKc_FGFR3 PTKc_Axl_like PTKc_DDR2 PTKc_Musk PTKc_Lck_Blk PTKc_FGFR4 PTKc_TrkC PTKc_Zap-70 PTKc_EphR_A10 PTKc_Syk PTKc_VEGFR3 PTKc_TrkB "	signalling.calcium	30_3

CUST_157926_PI403524517	2	0.46425343	0.8523369	-0.03290558	-0.3597231	0.032906055	-0.734365	35_44090	0	0	CHR1V7|COORD:21182902..21184553| hydroxyproline-rich glycoprotein family protein	AT1G56530.1	CHR04V5|COORD:17261771..17259441|protein transposon protein, putative, CACTA, En/Spm sub-class	LOC_Os04g29360.1	no description	not assigned.unknown	35_2

CUST_70490_PI403524517	2	-0.20533848	0.77435684	0.24212837	-0.07979107	-0.60116196	0.07979202	35_20192	"Cluster: Putative glutathione-S-transferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative glutathione-S-transferase - Oryza sativa (japonica"	UniRef90_Q65XF1	"CHR3V7|COORD:23228401..23229222| ATGSTF13 (Arabidopsis thaliana Glutathione S-transferase (class phi) 13); glutathione transferase"	AT3G62760.1	CHR05V5|COORD:2774453..2775564|protein glutathione S-transferase GSTF1, putative, expressed	LOC_Os05g05620.1	"no descriptionweakly similar to ( 186)AT3G62760| Symbols: ATGSTF13 | ATGSTF13 (Arabidopsis thaliana Glutathione S-transferase (class phi) 13); glutathione transferase | chr3:23228401-23229222 REVERSEmoderately similar to ( 228)GSTH1_ORYSAnot assigned not assigned not assigned not assigned GST_C_Phi Gst GST_N_Phi GST_N_GTT1_like GST_N_family GST_N_Ure2p_like GST_C GST_N_4 GST_C_family GST_N GST_N_Delta_Epsilon GST_N_Theta GST_N_2 PRK11752 GST_C_EFB1gamma GST_C_2 GST_N_Beta GST_C_Ure2p_like GST_N_Zeta GST_C_8 GST_N_GTT2_like GST_C_1 GST_C_GTT2_like PRK12323 GST_N_3"	misc.glutathione S transferases	26_9

CUST_154923_PI403524517	2	0.6939502	0.550045	-0.63325214	-0.40983486	0.1050992	-0.105098724	35_43282	"Cluster: F-box family protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: F-box family protein, putative, expressed - Oryza sativa (j"	UniRef90_Q10SN2	CHR3V7|COORD:19665256..19666779| ATPP2-A15 (Phloem protein 2-A15)	AT3G53000.1	CHR03V5|COORD:921039..923411|protein ATPP2-A13, putative, expressed	LOC_Os03g02550.1	no descriptionvery weakly similar to (69.3)AT3G61060| Symbols: ATPP2-A13 | ATPP2-A13 | chr3:22614141-22615311 FORWARD	cell.organisation	31_1

CUST_137043_PI403524517	2	0.05198002	0.2228775	0.007730484	-0.09034634	-0.0077295303	-0.06947422	35_38432	Rep: Hox2b protein - Zea mays (Maize)	UniRef90_Q41813		0	CHR06V5|COORD:6724321..6733446|protein homeobox protein HOX1A, putative, expressed	LOC_Os06g12400.1	no description	not assigned.unknown	35_2

CUST_62609_PI403524517	2	-0.032228947	0.16223478	0.044183254	-0.18732929	-0.29535198	0.032229424	35_17852	"Cluster: Hypothetical protein OJ1206_C08.12; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1206_C08.12 - Oryza sativa (japonica cultiv"	UniRef90_Q65X38	CHR4V7|COORD:18240881..18243615| SEC14 cytosolic factor, putative / phosphoglyceride transfer protein, putative	AT4G39170.1	CHR05V5|COORD:26960047..26965297|protein phosphatidylinositol transfer-like protein III, putative, expressed	LOC_Os05g46720.2	 no descriptionhighly similar to ( 557)AT4G39170| Symbols:  | SEC14 cytosolic factor, putative / phosphoglyceride transfer protein, putative | chr4:18240881-18243615 FORWARDnot assigned not assigned CRAL_TRIO SEC14 SEC14 CRAL_TRIO_N 	DNA.unspecified	28_99

CUST_125878_PI403524517	2	0.08831501	0.0920372	-0.035007477	-0.07435036	-0.047700882	0.03500843	35_35444	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_137971_PI403524517	2	0.054860115	0.13445282	-0.05486107	0.09109688	-0.37433147	-0.22417736	35_38693	Rep: OSIGBa0137O04.7 protein - Oryza sativa (Rice)	UniRef90_Q01KZ0	CHR1V7|COORD:1762842..1766149| aspartyl protease family protein	AT1G05840.1	CHR02V5|COORD:16114569..16109027|protein pepsin A, putative, expressed	LOC_Os02g27360.2	no descriptionweakly similar to ( 198)AT1G05840| Symbols:  | aspartyl protease family protein | chr1:1762842-1766149 REVERSEvery weakly similar to (67.4)ASP1_ORYSAnot assigned Asp	protein.degradation.aspartate protease	29_5_4

CUST_132588_PI403524517	2	0.013504982	0.74295616	-0.013504982	-0.357368	0.31269598	-0.082057	35_37234	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_166301_PI403524517	2	0.117752075	-0.0085020065	0.0085020065	-0.019422531	-0.036251068	0.059994698	35_46328	"Cluster: Os03g0242900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os03g0242900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DTK0	"CHR4V7|COORD:16656934..16659228| SLP2 (subtilisin-like serine protease 2); subtilase"	AT4G34980.1	CHR03V5|COORD:7541039..7538168|protein subtilisin-like protease precursor, putative, expressed	LOC_Os03g13930.1	"no descriptionvery weakly similar to (55.5)AT4G34980| Symbols: SLP2 | SLP2 (subtilisin-like serine protease 2); subtilase | chr4:16656934-16659228 REVERSE"	protein.degradation.subtilases	29_5_1

CUST_8549_PI404877155	2	0.019638538	0.40794802	-0.019638062	0.024142742	-0.19372654	-0.14046812	Contig25256_at	putative protein kinase [Oryza sativa (japonica cultivar-group)] gb|AAP52978.1| putative protein kinase [Oryza sativa (japonica cultivar-gro	NP_920691.1	leucine-rich repeat family protein / protein kinase family protein	At2g37050.1	protein Protein kinase domain, putative	Os10g17910	"similar to leucine-rich repeat family protein / protein kinase family protein [Arabidopsis thaliana] (TAIR:At1g67720.1); similar to putative light repressible receptor protein kinase [Oryza sativa (japonica cultivar-group)] (GB:BAD87040.1); contains Inter"	signalling.receptor kinases.leucine rich repeat I	30_2_1

CUST_130818_PI403524517	2	0.07853508	0.1262083	-0.1352005	-0.07853603	-0.21283531	0.23010826	35_36739	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_13337_PI399408534	2	0.06255245	-0.0083293915	-0.011537075	0.008328915	0.23547506	-0.110889435	35_25401	"Cluster: Os01g0246500 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0246500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JP39	CHR1V7|COORD:23963483..23966559| RWP-RK domain-containing protein	AT1G64530.1	CHR01V5|COORD:8065897..8061604|protein RWP-RK domain containing protein, expressed	LOC_Os01g14420.1	no descriptionvery weakly similar to (54.7)AT3G59580| Symbols:  | RWP-RK domain-containing protein | chr3:22020629-22023698 FORWARDRWP-RK	RNA.regulation of transcription.NIN-like bZIP-related family	27_3_60

CUST_27104_PI399408534	2	-0.07802582	0.15073872	0.20800686	0.049258232	-0.049258232	-0.066185	35_40969	"Cluster: Putative NAM1 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative NAM1 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5Z9V2	"CHR1V7|COORD:8997051..8999587| ANAC008 (Arabidopsis NAC domain containing protein 8); transcription factor"	AT1G25580.1	CHR06V5|COORD:8879072..8883884|protein ANAC008, putative, expressed	LOC_Os06g15690.1	"no descriptionweakly similar to ( 133)AT1G25580| Symbols: ANAC008 | ANAC008 (Arabidopsis NAC domain containing protein 8); transcription factor | chr1:8997051-8999587 REVERSENAM"	development.unspecified	33_99

CUST_89345_PI403524517	2	-0.43047428	-0.5771837	0.76385784	0.1857462	0.2649088	-0.18574524	35_25559	"Cluster: Mitochondrial carrier protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Mitochondrial carrier protein, expressed - Oryza sativa (jap"	UniRef90_Q10QM8	CHR1V7|COORD:20246785..20247294| proline-rich family protein	AT1G54215.1	CHR03V5|COORD:4720429..4716817|protein protein brittle-1, chloroplast precursor, putative, expressed	LOC_Os03g09110.1	no description	not assigned.unknown	35_2

CUST_18643_PI399408534	2	0.25103855	-0.13773489	-2.1076202E-4	0.016904354	-0.31826544	2.1123886E-4	35_23065	"Cluster: VP1/ABI3 family regulatory protein-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: VP1/ABI3 family regulatory protein-like protein - Ory"	UniRef90_Q8H349	CHR4V7|COORD:15481237..15484903| transcriptional factor B3 family protein	AT4G32010.1	CHR07V5|COORD:22533206..22541089|protein HSI2, putative, expressed	LOC_Os07g37610.1	no descriptionweakly similar to ( 108)AT4G32010| Symbols:  | transcriptional factor B3 family protein | chr4:15481237-15484903 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF1421 PRK05648 Tymo_45kd_70kd Atrophin-1 PRK07764 Extensin_2	RNA.regulation of transcription.ABI3/VP1-related B3-domain-containing transcription factor family	27_3_1

CUST_75446_PI403524517	2	-1.2405505	-0.4460621	0.29447317	0.0481143	-0.048113823	1.6624079	35_21625	Rep: Peroxidase precursor - Triticum aestivum (Wheat)	UniRef90_Q5GMP4	CHR1V7|COORD:26968021..26970219| peroxidase 12 (PER12) (P12) (PRXR6)	AT1G71695.1	CHR04V5|COORD:34970112..34968298|protein peroxidase 12 precursor, putative, expressed	LOC_Os04g59150.3	no descriptionvery weakly similar to (76.6)AT1G71695| Symbols:  | peroxidase 12 (PER12) (P12) (PRXR6) | chr1:26968021-26970219 FORWARDvery weakly similar to (94.0)PER2_HORVUPeroxidase 2 - Hordeum vulgare (Barley)secretory_peroxidase plant_peroxidase	misc.peroxidases	26_12

CUST_96770_PI403524517	2	0.019652367	0.23785591	-0.019652367	0.25931072	-0.14383793	-0.23494673	35_27639	"Cluster: Os06g0163300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0163300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DEB4	"CHR5V7|COORD:17200567..17202085| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G45688.1); similar to H0814G11.12 [Oryza sativa (indica"	AT5G42860.1	CHR06V5|COORD:3194572..3198003|protein harpin-induced protein, putative, expressed	LOC_Os06g06780.1	"no descriptionvery weakly similar to (66.6)AT5G42860| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G45688.1); similar to H0814G11.12 [Oryza sativa (indica cultivar-group)] (GB:CAJ86345.1); similar to CAA30379.1 protein [Oryza sativa] (GB:CAB53482.1) | chr5:17200567-17202085 REVERSE"	not assigned.unknown	35_2

CUST_96476_PI403524517	2	-0.06444883	0.8706665	0.40079212	0.06444883	-0.10179138	-0.2217989	35_27554	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_125975_PI403524517	2	-0.014857292	-0.21435547	0.018315315	0.014858246	0.08943081	-0.058823586	35_35468	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_66813_PI403524517	2	0.04111576	0.056340218	-0.10941219	-0.06848717	-0.004260063	0.004261017	35_19077	"Cluster: Dolichol-phosphate mannosyltransferase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Dolichol-phosphate mannosyltransferase-like - Oryza sativ"	UniRef90_Q6YUV6	CHR1V7|COORD:17787071..17787583| dolichol-phosphate mannosyltransferase-related	AT1G48140.1	CHR02V5|COORD:31492852..31491163|protein expressed protein	LOC_Os02g51420.1	no descriptionweakly similar to ( 133)AT1G48140| Symbols:  | dolichol-phosphate mannosyltransferase-related | chr1:17787071-17787583 FORWARDnot assigned DPM3	not assigned.no ontology	35_1

CUST_35562_PI403524517	2	-0.014779091	-0.016667366	-0.018396378	0.03396511	0.014780045	0.054213524	35_10255	"Cluster: Kelch repeat containing F-box protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Kelch repeat containing F-box protein-like - Oryza sativa"	UniRef90_Q67W96	CHR2V7|COORD:10433494..10434612| kelch repeat-containing F-box family protein	AT2G24540.1	CHR06V5|COORD:26877988..26875998|protein kelch motif family protein, expressed	LOC_Os06g44500.1	no descriptionvery weakly similar to (64.3)AT2G24540| Symbols: AFR | kelch repeat-containing F-box family protein | chr2:10433494-10434612 FORWARDnot assigned not assigned PRK07764	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_13125_PI403524517	2	0.09738064	-0.16296959	-0.04236698	0.01859951	0.035118103	-0.018600464	35_3758	"Cluster: Hypothetical protein P0416A11.21; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0416A11.21 - Oryza sativa (japonica cultivar-g"	UniRef90_Q67WV6	"CHR5V7|COORD:12094244..12095626| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G80040.1); similar to Os06g0642900 [Oryza sativa (japonica"	AT5G32440.1	CHR02V5|COORD:4717662..4720636|protein CUE domain containing protein, expressed	LOC_Os02g09180.1	"no descriptionmoderately similar to ( 228)AT5G32440| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G80040.1); similar to Os06g0642900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001058174.1); similar to Ubiquitin system component Cue; UBA-like [Medicago truncatula] (GB:ABE77893.1); contains InterPro domain UBA-like; (InterPro:IPR009060); contains InterPro domain Ubiquitin system component Cue; (InterPro:IPR003892) | chr5:12094244-12095626 FORWARDnot assigned"	not assigned.unknown	35_2

CUST_8839_PI399408534	2	0.3337245	0.1081543	-0.1081543	-0.73384476	1.1278305	-0.33407116	35_26085	"Cluster: Putative homeobox; n=3; Oryza sativa (japonica cultivar-group)|Rep: Putative homeobox - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69T58	"CHR4V7|COORD:2476968..2480088| PDF2 (PROTODERMAL FACTOR2); DNA binding / transcription factor"	AT4G04890.1	CHR06V5|COORD:5501412..5498343|protein DNA binding protein, putative, expressed	LOC_Os06g10600.1	"no descriptionvery weakly similar to (64.7)AT4G04890| Symbols: PDF2 | PDF2 (PROTODERMAL FACTOR2); DNA binding / transcription factor | chr4:2476968-2480088 REVERSEhomeodomain Homeobox HOX COG5576"	RNA.regulation of transcription.HB,Homeobox transcription factor family	27_3_22

CUST_33721_PI403524517	2	0.028671265	1.3821974	0.039411545	-0.25277996	-0.20406246	-0.028672218	35_9718	"Cluster: Os01g0184700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0184700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JQ29	"CHR1V7|COORD:26999068..27000300| similar to Os01g0184700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001042235.1); similar to Os01g0715800 [Oryza"	AT1G71780.1	CHR01V5|COORD:4490167..4491955|protein expressed protein	LOC_Os01g08950.1	"no descriptionvery weakly similar to (95.5)AT1G71780| Symbols:  | similar to Os01g0184700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001042235.1); similar to Os01g0715800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001044066.1) | chr1:26999068-27000300 REVERSEnot assigned not assigned"	not assigned.unknown	35_2

CUST_128893_PI403524517	2	0.17194557	-0.793869	-0.061429024	-1.2874603E-4	1.2779236E-4	0.11520958	35_36224	0	0		0	CHR02V5|COORD:28466956..28472140|protein ubiquitin-specific protease 21, putative, expressed	LOC_Os02g46650.1	no description	not assigned.unknown	35_2

CUST_93819_PI403524517	2	-0.015892029	-0.71120834	-0.10523701	0.248415	0.08915901	0.015891075	35_26825	"Cluster: Dehydration-responsive family protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Dehydration-responsive family protein-like - Oryza"	UniRef90_Q6EP94	CHR1V7|COORD:9301133..9303419| dehydration-responsive family protein	AT1G26850.2	CHR02V5|COORD:27528754..27524960|protein ankyrin protein kinase-like, putative, expressed	LOC_Os02g45310.2	no descriptionweakly similar to ( 102)AT1G26850| Symbols:  | dehydration-responsive family protein | chr1:9301133-9303419 REVERSEDUF248	stress.abiotic.drought/salt	20_2_3

CUST_33366_PI403524517	2	0.07417965	0.15801239	-0.060424805	0.060424805	-0.13086319	-0.17399359	35_9622	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_544_PI399407379	2	-0.06348801	0.1938591	0.030636787	-0.019943237	0.019943237	-0.07754612	HvDRF1.3									

CUST_12267_PI404877155	2	-0.50586414	-0.38197994	0.5035782	0.40594578	0.27965832	-0.27965832	Contig6004_at	hypothetical protein [Oryza sativa (japonica cultivar-group)]	AAP03369.1	expressed protein	At1g21680.1	protein expressed protein	Os03g28980	homoserine dehydrogenase	amino acid metabolism.aspartate family.misc.homoserine.synthesis	13_1_3_6_1

CUST_14298_PI403524517	2	0.028014183	-0.012751579	-0.07761383	-0.054994583	0.012752533	0.1608553	35_4101	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10D85	CHR2V7|COORD:16620019..16624880| HOS1 (High expression of osmotically responsive genes 1)	AT2G39810.1	CHR03V5|COORD:30174164..30165974|protein expressed protein	LOC_Os03g52700.1	no descriptionweakly similar to ( 169)AT2G39810| Symbols: HOS1 | HOS1 (High expression of osmotically responsive genes 1) | chr2:16620019-16624880 FORWARD	not assigned.unknown	35_2

CUST_73223_PI403524517	2	0.07003212	0.05560589	0.0016126633	-0.001613617	-0.14951229	-0.034540176	35_20994	"Cluster: Patatin, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Patatin, putative, expressed - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2R2X0	CHR1V7|COORD:12068304..12070137| patatin-related	AT1G33270.1	CHR11V5|COORD:19646664..19643320|protein patatin like esterase, putative, expressed	LOC_Os11g34370.1	no descriptionmoderately similar to ( 347)AT1G33270| Symbols:  | patatin-related | chr1:12068803-12070137 REVERSEnot assigned Patatin RssA	development.storage proteins	33_1

CUST_3081_PI404877155	2	-0.10708618	0.039539814	0.026425362	-0.28102207	0.17207336	-0.026424885	Contig1351_x_at	globulin Beg1 precursor - barley gb|AAA34269.1| storage protein gb|AAA32936.1| embryo globulin	S35221	meprin and TRAF homology domain-containing protein / MATH domain-containing protein	At2g04170.1	protein putative  globulin (with alternative splicing)	Os03g46100	NONE	development.storage proteins	33_1

CUST_18867_PI403524517	2	-0.037763596	0.37730503	0.009310722	-0.009310722	-0.079873085	0.026011467	35_5464	"Cluster: Hypothetical protein OSJNBa0042I09.10; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0042I09.10 - Oryza sativa (japonica"	UniRef90_Q851N4	CHR1V7|COORD:27161640..27163021| zinc finger (C3HC4-type RING finger) family protein	AT1G72175.1	CHR03V5|COORD:35197631..35194672|protein protein binding protein, putative, expressed	LOC_Os03g62250.1	no descriptionmoderately similar to ( 229)AT1G72175| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr1:27161640-27163021 FORWARDnot assigned not assigned RING	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_792_PI404877155	2	-0.16581249	0.031642914	0.2994213	0.10166168	-0.031643867	-0.03517723	Contig1075_x_at	oleosin 2 - barley emb|CAA57995.1| low molecular weight oleosin [Hordeum vulgare subsp. vulgare]	S57779	glycine-rich protein / oleosin	At4g25140.1	protein oleosin 16 kda (ose701). [rice	Os04g46200	oleosin 2	lipid metabolism.TAG synthesis	11_4

CUST_90680_PI403524517	2	-0.067266464	0.79957867	0.09672737	-0.12254715	-0.18811607	0.06726551	35_25934	Rep: PREDICTED: hypothetical protein - Gallus gallus	UniRef90_UPI0000E81EF5	CHR4V7|COORD:10275928..10278502| leucine-rich repeat family protein / extensin family protein	AT4G18670.1	CHR01V5|COORD:31804447..31800745|protein receptor protein kinase PERK1, putative, expressed	LOC_Os01g54700.1	no description	not assigned.unknown	35_2

CUST_52764_PI403524517	2	0.12704659	-0.1661253	0.03354168	-0.03354168	0.11005783	-0.1913395	35_15030	Rep: 60S ribosomal protein L24 - Hordeum vulgare (Barley)	UniRef90_P50888	"CHR2V7|COORD:15357627..15358898| RPL24A (RIBOSOMAL PROTEIN L24); structural constituent of ribosome"	AT2G36620.1	CHR05V5|COORD:23859967..23856584|protein 60S ribosomal protein L24, putative, expressed	LOC_Os05g40820.2	"no descriptionweakly similar to ( 134)AT2G36620| Symbols: RPL24A | RPL24A (RIBOSOMAL PROTEIN L24); structural constituent of ribosome | chr2:15357627-15358898 REVERSEweakly similar to ( 147)RL24_HORVU60S ribosomal protein L24 - Hordeum vulgare (Barley)not assigned not assigned Ribosomal_L24e RPL24A PRK00807"	protein.synthesis.misc ribososomal protein	29_2_2

CUST_18346_PI404877155	2	-0.023545265	0.023546219	0.043287277	-0.061990738	0.10495472	-0.09682655	HVSMEg0011O06r2_at	putative Pollen specific protein C13 precursor [Oryza sativa (japonica cultivar-group)] gb|AAP53386.1| putative Pollen specific protein C13	NP_921099.1	pollen Ole e 1 allergen and extensin family protein	At1g78040.1	protein Pollen proteins Ole e I family, putative	Os10g22590	Putative Pollen specific protein C13 precursor	stress.abiotic.unspecified	20_2_99

CUST_9251_PI399408534	2	0.070734024	0.23440838	-0.09361076	-0.02453518	-0.058488846	0.02453518	35_20747	Rep: Auxin response factor 7b - Oryza sativa (Rice)	UniRef90_Q8S978	"CHR5V7|COORD:7016706..7021506| NPH4 (NON-PHOTOTROPHIC HYPOCOTYL); transcription factor"	AT5G20730.2	CHR08V5|COORD:25744837..25737874|protein auxin response factor 19, putative, expressed	LOC_Os08g40900.2	" no descriptionweakly similar to ( 169)AT5G20730| Symbols: MSG1, IAA21, ARF7, TIR5, BIP, IAA23, IAA25, NPH4 | NPH4 (NON-PHOTOTROPHIC HYPOCOTYL); transcription factor | chr5:7016706-7021506 REVERSEvery weakly similar to (63.2)IAA9_ORYSAAUX_IAA "	RNA.regulation of transcription.ARF, Auxin Response Factor family	27_3_4

CUST_114193_PI403524517	2	-0.028291225	0.48005676	-0.037817955	0.68765116	0.028291225	-0.08501816	35_32408	Rep: Predicted membrane protein - Ostreococcus tauri	UniRef90_Q010M7	CHR3V7|COORD:8063070..8064482| leucine-rich repeat family protein / extensin family protein	AT3G22800.1	CHR01V5|COORD:23612086..23614184|protein protein binding protein, putative, expressed	LOC_Os01g41120.1	no descriptionnot assigned not assigned not assigned PRK07764 PRK12323	not assigned.unknown	35_2

CUST_3441_PI399408534	2	0.3261261	-0.3124609	0.09284496	-0.03955078	-0.122460365	0.039549828	35_26267	Rep: Chromomethylase 1 - Hordeum vulgare (Barley)	UniRef90_Q4LB18	"CHR1V7|COORD:30347286..30351723| CMT1 (CHROMOMETHYLASE 1); DNA binding"	AT1G80740.1	CHR03V5|COORD:6636719..6647836|protein DNA cytosine methyltransferase MET2a, putative, expressed	LOC_Os03g12570.1	"no descriptionweakly similar to ( 182)AT1G80740| Symbols: CMT1 | CMT1 (CHROMOMETHYLASE 1); DNA binding | chr1:30347286-30351723 FORWARDmoderately similar to ( 318)CMT3_MAIZEDNA - Zea mays (Maize)BAH_plantDCM_I BAH BAH BAH BAH_Orc1p_like"	RNA.regulation of transcription.DNA methyltransferases	27_3_46

CUST_122863_PI403524517	2	-0.06766415	0.2402296	-0.25104332	0.010559082	-0.010559082	0.22672558	35_34660	Rep: MCM - Medicago truncatula (Barrel medic)	UniRef90_Q1T2L5	CHR3V7|COORD:2961319..2966171| minichromosome maintenance family protein / MCM family protein	AT3G09660.1	CHR05V5|COORD:23336387..23341390|protein DNA replication licensing factor MCM3, putative, expressed	LOC_Os05g39850.1	no descriptionweakly similar to ( 144)AT3G09660| Symbols:  | minichromosome maintenance family protein / MCM family protein | chr3:2961319-2966171 REVERSEvery weakly similar to (93.2)MCM3_MAIZEnot assigned not assigned not assigned not assigned not assigned not assigned MCM MCM MCM2	DNA.synthesis/chromatin structure	28_1

CUST_44658_PI403524517	2	0.111231804	-0.0075883865	0.0075883865	-0.2187376	0.06429672	-0.16971397	35_12809	"Cluster: Hypothetical protein P0686H11.3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0686H11.3 - Oryza sativa (japonica"	UniRef90_Q6Z8V4	CHR5V7|COORD:19357173..19359090| protein kinase, putative	AT5G47750.1	CHR09V5|COORD:18338633..18342613|protein protein kinase G11A, putative, expressed	LOC_Os09g30150.3	 no descriptionmoderately similar to ( 254)AT5G47750| Symbols:  | protein kinase, putative | chr5:19357173-19359090 REVERSEmoderately similar to ( 225)G11A_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase Pkinase_Tyr SPS1 TyrKc PTKc 	protein.postranslational modification	29_4

CUST_750_PI404877155	2	-0.059015274	0.20863819	-0.011790276	0.06307411	0.011790276	-0.042100906	Contig10713_at	OSJNBa0036B21.18 [Oryza sativa (japonica cultivar-group)] ref|XP_472738.1| OSJNBa0036B21.18 [Oryza sativa (japonica cultivar-group)]	CAD40900.2	aldose 1-epimerase family protein	At5g15140.1	protein plasmodesmal receptor	Os02g36600	Glyceraldehyde 3-phosphate dehydrogenase, cytosolic pir	minor CHO metabolism.others	3_5

CUST_55548_PI403524517	2	0.009843826	0.24106026	-0.088871956	-0.060188293	0.02718544	-0.009843826	35_15812	"Cluster: Molybdenum cofactor sulfurase protein-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: Molybdenum cofactor sulfurase"	UniRef90_Q653D7	CHR1V7|COORD:11000893..11002782| molybdenum cofactor sulfurase family protein	AT1G30910.1	CHR09V5|COORD:22277811..22280568|protein mo-molybdopterin cofactor sulfurase, putative, expressed	LOC_Os09g38772.1	no descriptionmoderately similar to ( 375)AT5G44720| Symbols:  | molybdenum cofactor sulfurase family protein | chr5:18060313-18062502 FORWARDweakly similar to ( 117)MOCOS_ORYSAnot assigned COG3217 MOSC_N MOSC	not assigned.no ontology	35_1

CUST_5577_PI403524517	2	0.13405609	-0.39183712	-0.08270264	0.0089998245	-0.008998871	0.009874344	35_1544	"Cluster: Senescence-associated protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Senescence-associated protein-like - Oryza sativa (japonica cultiv"	UniRef90_Q6YS19	"CHR1|COORD:11689088..11691445| similar to expressed protein [Arabidopsis thaliana] (TAIR:At2g20230.1); similar to senescence-associated protein-like [Oryza"	AT1G32400.3	CHR08V5|COORD:11056156..11049045|protein tetraspanin family protein, expressed	LOC_Os08g18044.1	no descriptionmoderately similar to ( 290)AT1G32400| Symbols: TOM2A | TOM2A (TOBAMOVIRUS MULTIPLICATION 2A) | chr1:11689373-11690853 REVERSEnot assigned Tetraspannin	development.unspecified	33_99

CUST_165379_PI403524517	2	-0.013354301	0.013354301	0.08343601	-0.029559135	0.12533855	-0.27773952	35_46088	"Cluster: Putative mitochondrial half-ABC transporter; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative mitochondrial half-ABC transporter - Oryza sativ"	UniRef90_Q658I3	"CHR4V7|COORD:14138541..14140901| ATM1 (Arabidopsis thaliana ABC transported of the mitochondria 1); ATPase, coupled to transmembrane movement of substances"	AT4G28630.1	CHR06V5|COORD:1501584..1491885|protein ATP-binding cassette sub-family B member 7, mitochondrial, putative, expressed	LOC_Os06g03770.1	" no descriptionmoderately similar to ( 215)AT4G28630| Symbols: ATATM1, ATM1 | ATM1 (Arabidopsis thaliana ABC transported of the mitochondria 1); ATPase, coupled to transmembrane movement of substances | chr4:14138541-14140901 REVERSEweakly similar to ( 148)MDR_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned ABCC_ATM1_transporter ATM1 ABCC_MsbA ABC_MTABC3_MDL1_MDL2 MdlB ABCC_Glucan_exporter_like SunT ABCC_bacteriocin_exporters CydD ABCC_Hemolysin CydC ABCC_MRP_domain2 PRK11176 ArpD PRK10789 ABCC_MRP_Like ABCC_TAP PRK11174 PRK11160 ABCC_NFT1 ABC_tran ABC_PstB_phosphate_transporter PRK10790 SalX ABC_cobalt_CbiO_domain1 ABCC_CFTR2 ABCC_MRP_domain1 ABC_Carb_Solutes_like PstB ABC_TM1139_LivF_branched PotA ABC_MJ0796_Lo1CDE_FtsE ABCC_SUR2 ABC_Org_Solvent_Resistant ABC_HisP_GlnQ_permeases CcmA ABCC_Protease_Secretion LivF ABC_NikE_OppD_transporters AbcC ABC_NrtD_SsuB_transporters OpuBA GlnQ MalK ABC_MetN_methionine_transporter ABC_Class3 ABC_OpuCA_Osmoprotection FtsE Ttg2A ABC_ModC_like FepC CbiO ABC_Pro_Gly_Bertaine TauB COG1123 ABC_FtsE_transporter ThiQ COG4619 ABCC_cytochrome_bd COG3638 ABC_PhnC_transporter ABC_ThiQ_thiamine_transporter ProV ABC_Iron-Siderophores_B12_Hemin ABC_subfamily_A DppF CysA ABC_Mj1267_LivG_branched ABC_PotA_N ABC_MalK_N ABCC_CFTR1 COG4181 ABC_ModC_molybdenum_transporter ABC_DR_subfamily_A ABC_CysA_sulfate_importer potA ABCG_White ABC_drug_resistance_like ZnuC AppF MglA COG4559 PhnK NatA livF ModC YhbG ABC_ATPase COG4172 DppD thiQ PRK10070 ABC_Metallic_Cations PRK10851 ABCG_EPDR metN ABC_YhbG glnQ Uup modC ABC_cobalt_CbiO_domain2 PRK10247 fbpC potG btuD COG3845 COG4136 ModF TauB ugpC HisP LivG ABCC_SUR1_N PvdE PRK10908 dppF PRK10419 CeuD PRK11264 lolD ABC_NatA_sodium_exporter PRK11000 tauB PRK10619 fecE PRK10522 PRK10535 PRK10744 ABC_DrrA ABC_Carb_Monos_II PhnL PRK10261 PRK10584 PRK11831 ABC_BcrA_bacitracin_resist ArtP livG artP SapF PRK10253 ssuB COG4178 "	transport.ABC transporters and multidrug resistance systems	34_16

CUST_119628_PI403524517	2	0.07500172	0.014765739	-0.099209785	-0.10631561	-0.014765739	0.053738594	35_33843	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_71270_PI403524517	2	0.17175484	-0.07611179	-0.05294895	-0.020784378	0.020784378	0.13654613	35_20417	"Cluster: Betaine aldehyde dehydrogenase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Betaine aldehyde dehydrogenase-like - Oryza sativa (japonica"	UniRef90_Q8H5F0	"CHR3V7|COORD:2095347..2099019| ALDH22a1 (ALDEHYDE DEHYDROGENASE 22A1); 3-chloroallyl aldehyde dehydrogenase"	AT3G66658.2	CHR07V5|COORD:29276052..29269827|protein betaine-aldehyde dehydrogenase, chloroplast precursor, putative, expressed	LOC_Os07g48920.1	" no descriptionhighly similar to ( 767)AT3G66658| Symbols: ALDH22a1 | ALDH22a1 (ALDEHYDE DEHYDROGENASE 22A1); 3-chloroallyl aldehyde dehydrogenase | chr3:2095477-2099019 REVERSEweakly similar to ( 200)BADH_SPIOLBetaine aldehyde dehydrogenase, chloroplast precursor - Spinacia oleracea (Spinach)not assigned not assigned not assigned not assigned not assigned not assigned not assigned Aldedh PutA gabD2 PRK10090 gabD1 gabD PRK03137 PRK09847 PRK11904 COG4230 PRK11905 astD putA PRK11563 proA PRK11903 ProA "	secondary metabolism.N misc.betaine.betaine-aldehyde dehydrogenase	16_4_2_1

CUST_52786_PI403524517	2	0.072387695	-0.6793499	-0.18040371	-0.023340225	0.023340225	0.0329628	35_15036	"Cluster: Putative 40S ribosomal protein S24; n=4; Oryza sativa (japonica cultivar-group)|Rep: Putative 40S ribosomal protein S24 - Oryza sativa (japonica cultiv"	UniRef90_Q5Z9S4	CHR3V7|COORD:1360995..1362071| 40S ribosomal protein S24 (RPS24A)	AT3G04920.1	CHR02V5|COORD:7260380..7258483|protein 40S ribosomal protein S24, putative, expressed	LOC_Os02g13530.1	no descriptionmoderately similar to ( 210)AT3G04920| Symbols:  | 40S ribosomal protein S24 (RPS24A) | chr3:1360995-1362071 FORWARDnot assigned RPS24A Ribosomal_S24e rps24e	protein.synthesis.misc ribososomal protein	29_2_2

CUST_31200_PI399408534	2	0.18399096	-0.18399096	0.19698954	-0.38751364	-0.7742977	0.21705675	35_9822	"Cluster: HEAT repeat family protein, expressed; n=4; Oryza sativa (japonica cultivar-group)|Rep: HEAT repeat family protein, expressed - Oryza sativa (japonica"	UniRef90_Q2RAU4	CHR2V7|COORD:11417203..11430676| binding	AT2G26780.1	CHR11V5|COORD:1734148..1717965|protein HEAT repeat family protein, expressed	LOC_Os11g04220.1	no descriptionweakly similar to ( 123)AT2G26780| Symbols:  | binding | chr2:11417203-11430676 FORWARDnot assigned	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_13893_PI404877155	2	0.01116848	-0.38323975	-0.01971817	0.03982544	0.18790627	-0.01116848	Contig7649_at	RNA-binding protein, putative [Arabidopsis thaliana] dbj|BAB10366.1| unnamed protein product [Arabidopsis thaliana] gb|AAL31194.1| AT5g61030	NP_200911.1	RNA-binding protein, putative	At5g61030.1	protein RNA-binding protein precursor	Os12g31800	glycine-rich RNA-binding protein	RNA.RNA binding	27_4

CUST_42581_PI403524517	2	0.21068287	0.46451092	0.1481657	-0.14816618	-0.38680267	-0.20929146	35_12233	Rep: Telomere binding protein-1 - Oryza sativa (Rice)	UniRef90_Q9LL45	"CHR1V7|COORD:2318430..2321045| TRFL2 (TRF-LIKE 2); DNA binding"	AT1G07540.1	CHR02V5|COORD:35084790..35080218|protein initiator binding protein, putative, expressed	LOC_Os02g57270.2	no description	not assigned.unknown	35_2

CUST_112774_PI403524517	2	0.12674236	0.7659445	0.020219803	-0.4240284	-0.020219803	-0.34545994	35_32010	"Cluster: Os04g0669400 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os04g0669400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J970	CHR5V7|COORD:23551169..23556691| actin binding	AT5G58160.1	CHR04V5|COORD:33923433..33926185|protein expressed protein	LOC_Os04g57360.1	no descriptionnot assigned PRK12323 PRK07764	not assigned.unknown	35_2

CUST_11882_PI403524517	2	-0.004594803	0.5594425	0.004594803	-0.190444	-0.1478424	0.07590771	35_3380	"Cluster: Hypothetical protein OSJNBb0081B07.5; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0081B07.5 - Oryza sativa (japonica cu"	UniRef90_Q852B9	"CHR3V7|COORD:4378345..4379354| similar to Methyltransferase small domain, putative [Medicago truncatula] (GB:ABD33115.1); contains InterPro domain"	AT3G13440.1	CHR03V5|COORD:34553505..34555904|protein hemK methyltransferase family member 2, putative, expressed	LOC_Os03g60920.1	" no descriptionmoderately similar to ( 240)AT3G13440| Symbols:  | similar to Methyltransferase small domain, putative [Medicago truncatula] (GB:ABD33115.1); contains InterPro domain Methyltransferase type 12; (InterPro:IPR013217); contains InterPro domain SAM (and some other nucleotide) binding motif; (InterPro:IPR000051) | chr3:4378345-4379354 FORWARDnot assigned HemK MTS rsmC RsmC PRK11805 "	not assigned.unknown	35_2

CUST_113187_PI403524517	2	0.24042511	0.23976707	0.14914894	-0.2883892	-0.1491499	-0.27194405	35_32127	0	0		0	CHR06V5|COORD:31117749..31120975|protein ROOT HAIRLESS 1, putative, expressed	LOC_Os06g51380.1	no description	not assigned.unknown	35_2

CUST_21312_PI403524517	2	-0.007907867	0.8168545	0.043076515	-0.10460281	0.007907867	-0.06844044	35_6182	"Cluster: Os06g0206000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0206000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DDR6	CHR5V7|COORD:3885163..3887773| carbon-nitrogen hydrolase family protein	AT5G12040.1	CHR06V5|COORD:5355980..5357953|protein expressed protein	LOC_Os06g10420.1	no descriptionmoderately similar to ( 354)AT5G12040| Symbols:  | carbon-nitrogen hydrolase family protein | chr5:3885163-3887773 FORWARDvery weakly similar to (70.5)AGUB_SOLTUN-carbamoylputrescine amidase - Solanum tuberosum (Potato)not assigned not assigned not assigned not assigned COG0388 CN_hydrolase nadE lnt PRK10438 Lnt	misc.nitrilases, *nitrile lyases, berberine bridge enzymes, reticuline oxidases, troponine reductases	26_8

CUST_7815_PI404877155	2	0.06267166	0.20707989	-0.06267071	-0.09829044	-0.075157166	0.12298584	Contig23034_at	Hypothetical protein [Oryza sativa (japonica cultivar-group)]	AAN87735.1	zinc finger (C2H2 type) family protein / transcription factor jumonji (jmj) family protein	At5g04240.1	protein Zinc finger, C2H2 type, putative	Os03g05480	"similar to zinc finger (C2H2 type) family protein / transcription factor jumonji (jmj) family protein [Arabidopsis thaliana] (TAIR:At5g04240.1); similar to putative zinc finger protein [Oryza sativa (japonica cultivar-group)] (GB:XP_463579.1); contains In"	RNA.regulation of transcription.C2H2 zinc finger family	27_3_11

CUST_104884_PI403524517	2	-0.06970215	-0.19521809	-0.022429466	0.1237936	0.14872074	0.02243042	35_29884	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_14529_PI403524517	2	-0.06974983	-0.054718018	-0.20106888	0.12738419	0.20463657	0.054718018	35_4178	"Cluster: UDP-glucose:sterol glucosyltransferase; n=1; Avena sativa|Rep: UDP-glucose:sterol glucosyltransferase - Avena sativa (Oat)"	UniRef90_O22678	CHR3V7|COORD:2217847..2221596| UDP-glucose:sterol glucosyltransferase (UGT80A2)	AT3G07020.1	CHR04V5|COORD:1985084..1972774|protein sterol 3-beta-glucosyltransferase, putative, expressed	LOC_Os04g04254.2	no descriptionmoderately similar to ( 436)AT3G07020| Symbols:  | UDP-glucose:sterol glucosyltransferase (UGT80A2) | chr3:2217847-2221596 REVERSEGlyco_transf_28 COG1819	lipid metabolism.'exotics' (steroids, squalene etc).UDP-glucose:sterol glucosyltransferase	11_8_3

CUST_413_PI399407379	2	-0.009486198	0.06987095	-0.069704056	0.009485245	-0.10419464	0.03181839	HvIPT16									

CUST_58350_PI403524517	2	0.2816763	-0.54109764	0.0675807	0.33260632	-0.06758022	-0.38578463	35_16643	"Cluster: Putative Ubiquitin isopeptidase T; Ubiquitin-specific protease-5; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Ubiquitin isopeptidase T;"	UniRef90_Q5VRV7	"CHR3V7|COORD:7203007..7208346| UBP14 (UBIQUITIN-SPECIFIC PROTEASE 14); ubiquitin-specific protease"	AT3G20630.1	CHR01V5|COORD:3983449..3992200|protein ubiquitin carboxyl-terminal hydrolase 14, putative, expressed	LOC_Os01g08200.1	" no descriptionnearly identical (1075)AT3G20630| Symbols: TTN6, ATUBP14, UBP14 | UBP14 (UBIQUITIN-SPECIFIC PROTEASE 14); ubiquitin-specific protease | chr3:7203007-7208346 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned UBP14 Peptidase_C19B UCH zf-UBP Peptidase_C19 Peptidase_C19D peptidase_C19C Peptidase_C19K ZnF_UBP UBP12 Peptidase_C19E UBP5 Peptidase_C19H Peptidase_C19A Peptidase_C19G Peptidase_C19L UBA Peptidase_C19R "	protein.degradation.ubiquitin.ubiquitin protease	29_5_11_5

CUST_10755_PI399408534	2	0.26784372	0.4627819	0.14694929	-0.14694881	-0.49887228	-0.17346954	35_6685	"Cluster: Protein kinase domain containing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Protein kinase domain containing protein - Oryza sativa (jap"	UniRef90_Q2QNF5	CHR1V7|COORD:1709795..1713244| leucine-rich repeat protein kinase, putative	AT1G05700.1	CHR12V5|COORD:23311305..23304360|protein senescence-induced receptor-like serine/threonine-protein kinase precursor, putative,	LOC_Os12g37980.1	 no descriptionvery weakly similar to (64.7)AT1G05700| Symbols:  | leucine-rich repeat protein kinase, putative | chr1:1709795-1713244 FORWARD	signalling.receptor kinases.misc	30_2_99

CUST_32599_PI403524517	2	0.070176125	0.17030525	-0.124669075	-0.070176125	-0.09796715	0.25274944	35_9397	Rep: H1005F08.16 protein - Oryza sativa (Rice)	UniRef90_Q01MM8	CHR1V7|COORD:6657251..6659560| hAT dimerisation domain-containing protein	AT1G19260.1	CHR06V5|COORD:6260360..6257433|protein protein dimerization, putative, expressed	LOC_Os06g11830.1	no descriptionmoderately similar to ( 251)AT1G19260| Symbols:  | hAT dimerisation domain-containing protein | chr1:6657251-6659560 REVERSE	not assigned.unknown	35_2

CUST_87131_PI403524517	2	0.27784348	0.0801239	-0.13278008	-0.080124855	-0.41073036	0.1510315	35_24951	Rep: Predicted protein - Aspergillus terreus NIH2624	UniRef90_Q0CHS5	CHR1V7|COORD:27398510..27400195| hydroxyproline-rich glycoprotein family protein	AT1G72790.1	CHR02V5|COORD:17144640..17147945|protein expressed protein	LOC_Os02g28970.1	no description	not assigned.unknown	35_2

CUST_15459_PI404877155	2	-0.007945061	0.69176674	0.22113228	-0.24673653	-0.23394966	0.007944107	Contig9333_s_at	0	NP_974128.1	zinc finger (C2H2 type) family protein	At1g72050.2	protein Zinc finger, C2H2 type, putative	Os02g02420	0	RNA.regulation of transcription.C2H2 zinc finger family	27_3_11

CUST_81169_PI403524517	2	0.053219795	0.24732494	0.11500454	-0.053219795	-0.064024925	-0.08274269	35_23283	"Cluster: Guanine nucleotide-exchange protein GEP1; n=2; Oryza sativa|Rep: Guanine nucleotide-exchange protein GEP1 - Oryza sativa (Rice)"	UniRef90_Q8S566	CHR1V7|COORD:4789584..4794394| GN (GNOM)	AT1G13980.1	CHR03V5|COORD:26156406..26162528|protein pattern formation protein EMB30, putative, expressed	LOC_Os03g46330.1	 no descriptionmoderately similar to ( 467)AT1G13980| Symbols: VAN7, EMB30, GN | GN (GNOM) | chr1:4789584-4794394 FORWARDnot assigned not assigned 	development.unspecified	33_99

CUST_86698_PI403524517	2	-0.36428928	0.098033905	0.07843208	-0.07843113	-0.4302311	0.18534088	35_24830	"Cluster: Hypothetical protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6TUA6	"CHR3V7|COORD:3595917..3597684| ATGPAT5/GPAT5 (GLYCEROL-3-PHOSPHATE ACYLTRANSFERASE 5); 1-acylglycerol-3-phosphate O-acyltransferase/"	AT3G11430.1	CHR03V5|COORD:30104124..30102308|protein glycerol-3-phosphate acyltransferase 8, putative	LOC_Os03g52570.1	" no descriptionweakly similar to ( 127)AT3G11430| Symbols: ATGPAT5, GPAT5 | ATGPAT5/GPAT5 (GLYCEROL-3-PHOSPHATE ACYLTRANSFERASE 5); 1-acylglycerol-3-phosphate O-acyltransferase/ acyltransferase/ organic anion transporter | chr3:3595917-3597684 FORWARD"	lipid metabolism.Phospholipid synthesis	11_3

CUST_168776_PI403524517	2	0.06433296	0.42374325	0.119914055	-0.20531559	-0.519197	-0.06433296	35_47002	"Cluster: Unknow protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Unknow protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q84T06	CHR1V7|COORD:6546530..6551540| aminoacyl-tRNA synthetase family	AT1G18950.1	CHR03V5|COORD:33439405..33434923|protein aminoacyl-tRNA synthetase, putative, expressed	LOC_Os03g58820.1	no descriptionweakly similar to ( 184)AT1G18950| Symbols:  | aminoacyl-tRNA synthetase family | chr1:6546530-6551540 FORWARD	protein.aa activation	29_1

CUST_135473_PI403524517	2	0.015143871	0.2860632	-0.100777626	-0.015143871	0.19648886	-0.70706034	35_38000	Rep: Guanylyl cyclase - Triticum aestivum (Wheat)	UniRef90_Q2EN85	CHR5V7|COORD:1780271..1782660| guanylyl cyclase-related (GC1)	AT5G05930.1	CHR05V5|COORD:22183821..22179858|protein guanylyl cyclase, putative, expressed	LOC_Os05g37950.1	no descriptionweakly similar to ( 134)AT5G05930| Symbols:  | guanylyl cyclase-related (GC1) | chr5:1780271-1782533 REVERSEnot assigned	not assigned.no ontology	35_1

CUST_49009_PI403524517	2	-0.034391403	-0.18126678	-0.025014877	0.02501297	0.04037857	0.037210464	35_13991	"Cluster: Ribosomal protein L13a; n=4; Magnoliophyta|Rep: Ribosomal protein L13a - Triticum aestivum (Wheat)"	UniRef90_Q5I7L1	CHR5V7|COORD:19788541..19789912| 60S ribosomal protein L13A (RPL13aD)	AT5G48760.1	CHR03V5|COORD:31142265..31144356|protein 60S ribosomal protein L13a, putative, expressed	LOC_Os03g54890.1	no descriptionmoderately similar to ( 243)AT5G48760| Symbols:  | 60S ribosomal protein L13A (RPL13aD) | chr5:19788541-19789912 REVERSEmoderately similar to ( 235)RL13A_LUPLU60S ribosomal protein L13a - Lupinus luteus (European yellow lupin)not assigned not assigned not assigned Ribosomal_L13 rpl13p Ribosomal_L13 RplM	protein.synthesis.misc ribososomal protein	29_2_2

CUST_93261_PI403524517	2	0.12242031	-0.023984909	0.023984909	-0.08789635	0.040109634	-0.02990055	35_26667	"Cluster: Pherophorin; n=1; Volvox carteri f. nagariensis|Rep: Pherophorin - Volvox carteri f. nagariensis"	UniRef90_Q852P0	"CHR2|COORD:4880669..4885648| Ulp1 protease family protein, contains Pfam profile PF02902: Ulp1 protease family, C-terminal catalytic domain; similar to"	AT2G12100.1	CHR04V5|COORD:3086490..3084276|protein transposon protein, putative, CACTA, En/Spm sub-class	LOC_Os04g05980.1	no description	not assigned.unknown	35_2

CUST_153728_PI403524517	2	-0.026004314	0.5403986	0.31015682	-0.35031462	0.026004314	-0.10618496	35_42964	"Cluster: Putative vesicle-associated membrane protein 725; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative vesicle-associated membrane protein 725 - O"	UniRef90_Q6YZI8	CHR3V7|COORD:20119333..20121105| ATVAMP727 (Arabidopsis thaliana vesicle-associated membrane protein 727)	AT3G54300.1	CHR08V5|COORD:27826137..27823458|protein vesicle-associated membrane protein 727, putative, expressed	LOC_Os08g44430.2	 no descriptionweakly similar to ( 101)AT3G54300| Symbols: VAMP727, ATVAMP727 | ATVAMP727 (Arabidopsis thaliana vesicle-associated membrane protein 727) | chr3:20119333-20121105 REVERSEnot assigned 	cell. vesicle transport	31_4

CUST_10831_PI399408534	2	0.34361553	0.30575705	-0.18282843	0.034846306	-0.48675632	-0.034846306	35_6675	"Cluster: Os05g0562400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0562400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DFY8	CHR5V7|COORD:17800399..17807099| homeobox transcription factor, putative	AT5G44180.1	CHR01V5|COORD:27914225..27925679|protein DDT domain containing protein, expressed	LOC_Os01g48180.1	"no descriptionweakly similar to ( 188)AT1G28420| Symbols: HB-1 | HB-1 (homeobox-1); transcription factor | chr1:9979928-9987446 FORWARD"	RNA.regulation of transcription.HB,Homeobox transcription factor family	27_3_22

CUST_7035_PI404877155	2	-0.015658379	-0.33419037	-0.10076332	0.015657425	0.12247658	0.06939697	Contig20568_at	serine decarboxylase [Arabidopsis thaliana] pir||E96500 probable histidine decarboxylase [imported] - Arabidopsis thaliana	NP_175036.1	serine decarboxylase	At1g43710.1	protein probable histidine decarboxylase [imported] - Arabidopsis thaliana	Os02g33710	"EMB1075;EMBRYO DEFECTIVE 1075;serine decarboxylase, identical to serine decarboxylase (Arabidopsis thaliana) GI:15011302; contains Pfam profile PF00282: Pyridoxal-dependent decarboxylase conserved domain"	lipid metabolism.Phospholipid synthesis	11_3

CUST_4319_PI399408534	2	-0.3156066	-0.038189888	0.1054039	0.13884926	-0.27304173	0.03819084	35_5179	"Cluster: Receptor protein kinase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Receptor protein kinase-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5Z661	CHR4V7|COORD:12174750..12177481| protein kinase, putative	AT4G23280.1	CHR06V5|COORD:28773433..28768507|protein serine/threonine-protein kinase receptor precursor, putative, expressed	LOC_Os06g47530.1	 no descriptionweakly similar to ( 127)AT4G23280| Symbols:  | protein kinase, putative | chr4:12174750-12177481 FORWARDvery weakly similar to (61.2)RPK1_IPONIReceptor-like protein kinase precursor - Ipomoea nil (Japanese morning glory) (Pharbitis nil)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase TyrKc Pkinase_Tyr PTKc SPS1 	signalling.receptor kinases.DUF 26	30_2_17

CUST_148709_PI403524517	2	-0.04157257	-0.07631588	0.05028248	0.04157257	0.20916271	-0.05539322	35_41603	"Cluster: Putative sphingolipid delta 4 desaturase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative sphingolipid delta 4 desaturase - Oryza sativa (jap"	UniRef90_Q6H5U3	"CHR4V7|COORD:2509234..2510916| DES-1-LIKE (fatty acid desaturase 1-like); oxidoreductase"	AT4G04930.1	CHR02V5|COORD:25654427..25658494|protein dihydroceramide delta, putative, expressed	LOC_Os02g42660.1	"no descriptionmoderately similar to ( 372)AT4G04930| Symbols: DES-1-LIKE | DES-1-LIKE (fatty acid desaturase 1-like); oxidoreductase | chr4:2509234-2510916 FORWARDnot assigned Delta4-sphingolipid-FADS-like FA_desaturase DesA Delta6-FADS-like Delta12-FADS-like Membrane-FADS-like Rhizopine-oxygenase-like"	lipid metabolism.'exotics' (steroids, squalene etc).sphingolipids	11_8_1

CUST_31162_PI403524517	2	0.28856087	0.01892662	-0.29559135	-0.17439175	0.023488998	-0.018927574	35_8993	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_148378_PI403524517	2	0.4311447	0.37622404	-0.18214226	-0.10157299	-0.15204191	0.10157251	35_41509	Rep: OSIGBa0157A06.2 protein - Oryza sativa (Rice)	UniRef90_Q01IV7		0	CHR02V5|COORD:24471508..24465674|protein expressed protein	LOC_Os02g40410.3	no description	not assigned.unknown	35_2

CUST_84196_PI403524517	2	0.24266386	0.005479336	-0.24771404	-0.005479336	0.02756834	-0.30471754	35_24128	"Cluster: Putative transmembrane protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative transmembrane protein - Oryza sativa (japonica cultivar-group"	UniRef90_Q60F47	CHR5V7|COORD:3919614..3922155| PDE149 (PIGMENT DEFECTIVE 149)	AT5G12130.1	CHR05V5|COORD:1110454..1105037|protein protein alx, putative, expressed	LOC_Os05g03000.2	no descriptionweakly similar to ( 150)AT5G12130| Symbols: PDE149 | PDE149 (PIGMENT DEFECTIVE 149) | chr5:3919614-3922155 FORWARDTerC TerC	not assigned.no ontology	35_1

CUST_106178_PI403524517	2	0.0497818	-0.2542658	0.01077652	-0.01077652	0.081235886	-0.1244936	35_30222	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_107677_PI403524517	2	0.12154198	0.38243198	0.13121891	-0.5285268	-0.48970222	-0.12154198	35_30642	"Cluster: Cytokinin-regulated kinase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Cytokinin-regulated kinase-like - Oryza sativa (japonica cultivar-gro"	UniRef90_Q5VMJ7	"CHR2V7|COORD:7732318..7734034| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G35920.2); similar to Unknown protein [Oryza sativa (japonica"	AT2G17780.3	CHR06V5|COORD:2662465..2660305|protein protein kinase, putative, expressed	LOC_Os06g05830.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_78198_PI403524517	2	0.0039024353	0.81222725	-0.0039014816	-0.073280334	-0.37198687	0.12269974	35_22416	"Cluster: Hypothetical protein OSJNBa0066H15.20; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0066H15.20 - Oryza sativa (japonica"	UniRef90_Q75J30	0	0	CHR03V5|COORD:24301697..24303205|protein IQ calmodulin-binding motif family protein, expressed	LOC_Os03g43580.1	no description	not assigned.unknown	35_2

CUST_34645_PI399408534	2	0.043235302	0.46620512	0.033755302	-0.10014391	-0.033754826	-0.5418358	35_23742	"Cluster: SCARECROW-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: SCARECROW-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5N9X3	CHR1V7|COORD:2313825..2316134| scarecrow-like transcription factor 14 (SCL14)	AT1G07530.1	CHR01V5|COORD:36485067..36488385|protein SCARECROW-like protein, putative, expressed	LOC_Os01g62460.2	no descriptionvery weakly similar to (81.6)AT1G07530| Symbols:  | scarecrow-like transcription factor 14 (SCL14) | chr1:2313825-2316134 REVERSEnot assigned not assigned not assigned	RNA.regulation of transcription.GRAS transcription factor family	27_3_21

CUST_97854_PI403524517	2	0.1792593	-0.29955292	-0.17754555	-0.043984413	0.043985367	0.062524796	35_27938	"Cluster: Putative A-type cyclin; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative A-type cyclin - Oryza sativa (japonica cultivar-group)"	UniRef90_Q75I54	"CHR5V7|COORD:17310455..17312017| CYCA3;1 (CYCLIN A3;1); cyclin-dependent protein kinase regulator"	AT5G43080.1	CHR03V5|COORD:22800092..22801954|protein cyclin-A2, putative, expressed	LOC_Os03g41100.1	"no descriptionvery weakly similar to (63.2)AT5G43080| Symbols: CYCA3;1 | CYCA3;1 (CYCLIN A3;1); cyclin-dependent protein kinase regulator | chr5:17310455-17312017 FORWARDvery weakly similar to (72.8)CCNAL_DAUCAG2/mitotic-specific cyclin C13-1 - Daucus carota (Carrot)not assigned Cyclin_C"	cell.cycle	31_3

CUST_98914_PI403524517	2	0.21140003	0.3191204	0.13535595	-0.33285904	-0.13535595	-0.25321484	35_28235	"Cluster: Hypothetical protein P0486G03.7; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0486G03.7 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6Z6H3		0	CHR02V5|COORD:32074619..32065339|protein expressed protein	LOC_Os02g52410.1	no description	not assigned.unknown	35_2

CUST_105578_PI403524517	2	0.03041172	-0.33189678	-0.044315338	-0.03041172	0.090883255	0.21916485	35_30066	"Cluster: TRANSPARENT TESTA 12 protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: TRANSPARENT TESTA 12 protein, putative, expressed -"	UniRef90_Q2QM65	"CHR3V7|COORD:21830101..21832265| TT12 (TRANSPARENT TESTA 12); antiporter/ transporter"	AT3G59030.1	CHR12V5|COORD:26086767..26089319|protein transparent testa 12 protein, putative, expressed	LOC_Os12g42130.1	"no descriptionvery weakly similar to (99.4)AT3G59030| Symbols: TT12 | TT12 (TRANSPARENT TESTA 12); antiporter/ transporter | chr3:21830101-21832265 FORWARDnot assigned PRK01766 PRK00187"	transport.misc	34_99

CUST_12349_PI403524517	2	0.07099342	0.42367172	0.03427124	-0.202178	-0.1481142	-0.03427124	35_3519	"Cluster: Putative 15.9 kDa subunit of RNA polymerase II; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative 15.9 kDa subunit of RNA polymerase II - Oryza"	UniRef90_Q6ZGM1	CHR5V7|COORD:3096277..3097371| RPB15.9 (RNA polymerase II 15.9)	AT5G09920.1	CHR02V5|COORD:895707..894656|protein DNA-directed RNA polymerase II 16 kDa polypeptide, putative, expressed	LOC_Os02g02510.1	 no descriptionmoderately similar to ( 210)AT5G09920| Symbols: RPB15.9.9, RPB15.9 | RPB15.9 (RNA polymerase II 15.9) | chr5:3096277-3097371 FORWARDnot assigned not assigned not assigned RPOL4c RNA_pol_Rpb4 RPB4 DUF566 	RNA.transcription	27_2

CUST_153286_PI403524517	2	0.024393082	-0.11784458	-0.04007435	0.6016784	0.23524809	-0.024392605	35_42840	"Cluster: Elongation factor-1 alpha; n=3; Magnoliophyta|Rep: Elongation factor-1 alpha - Triticum aestivum (Wheat)"	UniRef90_Q7X9K3	CHR1V7|COORD:2459011..2460455| elongation factor 1-alpha / EF-1-alpha	AT1G07930.2	CHR03V5|COORD:4096033..4098979|protein elongation factor 1-alpha, putative, expressed	LOC_Os03g08060.2	no descriptionweakly similar to ( 166)AT5G60390| Symbols:  | calmodulin binding / translation elongation factor | chr5:24306452-24307803 FORWARDweakly similar to ( 184)EF1A2_HORVUElongation factor 1-alpha - Hordeum vulgare (Barley)not assigned not assigned EF1_alpha_III PRK12317 TEF1 GTP_EFTU_D3 Translation_factor_III eRF3c_III HBS1_C	protein.synthesis.elongation	29_2_4

CUST_150219_PI403524517	2	0.2522683	0.19559574	0.048161983	-0.04816246	-0.24945354	-0.20313454	35_42024	"Cluster: Putative Phosphatidylinositol N-acetylglucosaminyltransferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative"	UniRef90_Q8LIL5	"CHR3V7|COORD:16515633..16517843| SETH2; transferase, transferring glycosyl groups"	AT3G45100.1	CHR07V5|COORD:9978647..9974830|protein phosphatidylinositol N-acetylglucosaminyltransferase subunit A, putative, expressed	LOC_Os07g16960.1	" no descriptionmoderately similar to ( 214)AT3G45100| Symbols: SETH2 | SETH2; transferase, transferring glycosyl groups | chr3:16515633-16517843 FORWARDnot assigned PIGA "	protein.postranslational modification	29_4

CUST_68518_PI403524517	2	0.15896988	0.37220383	-0.032409668	-0.115021706	-0.12907219	0.03241062	35_19597	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_37785_PI403524517	2	0.101239204	0.37269402	-0.012086868	-0.08194637	-0.010315895	0.010316849	35_10876	"Cluster: NB-ARC domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: NB-ARC domain containing protein, expressed - Oryza sativ"	UniRef90_Q2QZF1	0	0	CHR11V5|COORD:27477889..27482326|protein NB-ARC domain containing protein, expressed	LOC_Os11g46210.1	no description	not assigned.unknown	35_2

CUST_28401_PI403524517	2	-0.052550316	-0.12449837	0.12184143	-0.011844635	0.011844635	0.02027893	35_8209	"Cluster: Os01g0976000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0976000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JFK1	CHR2V7|COORD:12146913..12150452| SAND family protein	AT2G28390.1	CHR01V5|COORD:43452569..43446929|protein MON1 homolog A, putative, expressed	LOC_Os01g74460.2	no descriptionmoderately similar to ( 398)AT2G28390| Symbols:  | SAND family protein | chr2:12146913-12150452 REVERSEnot assigned Mon1	not assigned.no ontology	35_1

CUST_50521_PI403524517	2	-0.09704876	-0.0053548813	0.26620865	0.045993805	-0.15000248	0.005355835	35_14423	"Cluster: GTP-binding signal recognition particle SRP54, G-domain; n=1; Medicago truncatula|Rep: GTP-binding signal recognition particle SRP54, G-domain - Medica"	UniRef90_Q1SSS8	CHR4V7|COORD:14938148..14940606| signal recognition particle receptor alpha subunit family protein	AT4G30600.1	CHR08V5|COORD:23589406..23584742|protein signal recognition particle receptor alpha subunit, putative, expressed	LOC_Os08g37444.3	no descriptionhighly similar to ( 697)AT4G30600| Symbols:  | signal recognition particle receptor alpha subunit family protein | chr4:14938148-14940606 REVERSEweakly similar to ( 120)SR543_HORVUSignal recognition particle 54 kDa protein 3 - Hordeum vulgare (Barley)not assigned not assigned not assigned not assigned not assigned not assigned FtsY SRP SRP54 Ffh SRP-alpha_N PRK10416 PRK00771 flhF PRK10867 FlhF PRK12726 PRK12724 flhF flhF AAA PRK12727 flhF	protein.targeting.secretory pathway.unspecified	29_3_4_99

CUST_65949_PI403524517	2	0.011400223	-0.3683052	0.12292099	-0.023200035	0.05754757	-0.011399269	35_18838	"Cluster: Putative mitotic control protein dis3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative mitotic control protein dis3 - Oryza sativa (japonica"	UniRef90_Q8H885	CHR2V7|COORD:7616477..7622963| ribonuclease II family protein	AT2G17510.1	CHR03V5|COORD:1639785..1631539|protein exosome complex exonuclease RRP44, putative, expressed	LOC_Os03g03710.1	no descriptionmoderately similar to ( 484)AT2G17510| Symbols:  | ribonuclease II family protein | chr2:7616477-7622963 REVERSEnot assigned VacB RNB PRK11642 PRK05054 Rnb	cell.division	31_2

CUST_24880_PI403524517	2	0.13763809	0.06460667	-0.5964136	-0.10809326	-0.05703926	0.057038307	35_7221	Rep: H0103C06.2 protein - Oryza sativa (Rice)	UniRef90_Q259I0	CHR5V7|COORD:5356826..5358484| AMP-binding protein, putative	AT5G16370.1	CHR04V5|COORD:34227986..34225568|protein AMP-binding protein, putative, expressed	LOC_Os04g57850.1	 no descriptionvery weakly similar to (72.0)AT5G16370| Symbols:  | AMP-binding protein, putative | chr5:5356826-5358484 REVERSEnot assigned not assigned PRK08162 CaiC PRK07770 PRK08314 PRK08276 PRK08316 PRK08315 PRK07059 Acs PRK08974 PRK05677 	lipid metabolism.FA synthesis and FA elongation.acyl coa ligase	11_1_8

CUST_15945_PI404877155	2	0.0012702942	0.73450184	-0.05306816	-0.0012702942	-0.0726223	0.12870121	Contig9789_s_at	putative methylcrotonyl-CoA carboxylase beta chain, mitochondrial precursor [Oryza sativa (japonica cultivar-group)]	BAC99804.1	methylcrotonyl-CoA carboxylase beta chain, mitochondrial / 3-methylcrotonyl-CoA carboxylase 2 (MCCB)	At4g34030.1	protein methylcrotonyl-coa carboxylase beta chain, mitochondrial precursor(ec 6.4.1.4) (3-methyl	Os08g32850	methylcrotonyl-CoA carboxylase beta chain, mitochondrial / 3-methylcrotonyl-CoA carboxylase 2 (MCCB), identical to SP:Q9LDD8 Methylcrotonyl-CoA carboxylase beta chain, mitochondrial precursor (EC 6.4.1.4) (3-Methylcrotonyl-CoA carboxylase 2) (MCCase beta	amino acid metabolism.degradation.branched-chain group.leucine	13_2_4_4

CUST_73480_PI403524517	2	-0.6236534	0.9665518	-0.7068043	0.30350876	0.0017490387	-0.0017495155	35_21070	"Cluster: Os05g0545400 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0545400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DG97	"CHR2V7|COORD:13805898..13807016| MAPKKK17 (Mitogen-activated protein kinase kinase kinase 17); kinase"	AT2G32510.1	CHR05V5|COORD:26994094..26992676|protein mitogen-activated protein kinase kinase kinase 1, putative, expressed	LOC_Os05g46760.1	"no descriptionweakly similar to ( 191)AT2G32510| Symbols: MAPKKK17 | MAPKKK17 (Mitogen-activated protein kinase kinase kinase 17); kinase | chr2:13805898-13807016 REVERSEvery weakly similar to (90.1)CIPK1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase Pkinase_Tyr PTKc TyrKc SPS1 PTKc_Ack_like PTKc_Csk_like PTKc_Src_like PTKc_Syk_like PTKc_Csk PTKc_Frk_like PTKc_Abl PTKc_EGFR_like KIND PTKc_Jak_rpt2 PTKc_Fes_like PTKc_Chk PTKc_Src PTKc_Tyk2_rpt2 PTKc_DDR PTKc_Tie2 PTKc_FAK PTKc_Syk PTKc_Srm_Brk PTKc_Fer PTKc_InsR_like PTKc_FGFR PTKc_Tie PTKc_Tie1 PTKc_Lyn PTKc_Itk PTKc_Fyn_Yrk PTKc_Yes PTKc_EphR PTKc_HER2 PTKc_Trk PTKc_TrkC PTKc_Ror PTK_Ryk PTKc_Tec_like PTKc_Hck PTKc_Jak1_rpt2 PTKc_RET PTK_HER3 PTKc_Lck_Blk PTKc_Jak2_Jak3_rpt2 PTKc_Musk APC_basic PTKc_EGFR PTKc_TrkA PTKc_HER4 PTKc_TrkB PTKc_Fes PTKc_PDGFR PTKc_ALK_LTK PTKc_Aatyk PTKc_Zap-70 PTKc_PDGFR_beta PTKc_Tec_Rlk PTKc_Axl_like PRK07003 PTKc_Met_Ron PTKc_EphR_A PTKc_FGFR4 PTKc_FGFR1 PTKc_FGFR3 PRK12678 PTKc_Aatyk1_Aatyk3 PRK12323 PTKc_IGF-1R PTKc_InsR PTKc_FGFR2 PTKc_c-ros PTKc_DDR1 PTKc_EphR_B PTKc_Btk_Bmx PTKc_CSF-1R PTKc_Axl PTKc_Tyro3 PTKc_DDR2 PTKc_VEGFR PTKc_PDGFR_alpha PTKc_VEGFR2 PTKc_Ror1 PTKc_EphR_A2 PTK_Jak_rpt1 PTKc_EphR_A10 PTKc_Kit PTKc_VEGFR3"	protein.postranslational modification	29_4

CUST_494_PI399408534	2	0.09455204	-0.32560158	0.013105392	-0.013105392	0.25951576	-0.02692604	35_40660	"Cluster: T1K7.25 protein; n=2; Arabidopsis thaliana|Rep: T1K7.25 protein - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9FZC3	CHR1V7|COORD:9122017..9125355| RNA helicase, putative	AT1G26370.1	CHR06V5|COORD:4658378..4666062|protein ATP-dependent RNA helicase DHX8, putative, expressed	LOC_Os06g09280.1	 no descriptionweakly similar to ( 168)AT1G26370| Symbols:  | RNA helicase, putative | chr1:9122017-9125355 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned HrpA PRK11131 PRK11664 	RNA.processing.RNA helicase	27_1_2

CUST_20905_PI403524517	2	0.23698997	-0.09589386	-0.079465866	0.057404518	0.16280746	-0.057404518	35_6069	"Cluster: Putative hydroxyproline-rich glycoprotein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative hydroxyproline-rich glycoprotein - Oryza sativa"	UniRef90_Q8RV00	CHR5V7|COORD:5144901..5146300| pollen Ole e 1 allergen and extensin family protein	AT5G15780.1	CHR10V5|COORD:7295642..7294500|protein expressed protein	LOC_Os10g13850.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Drf_FH1 Extensin_2 PRK12323 TT_ORF1 PRK07764 Atrophin-1 PRK12678 DUF1210 DUF1421 PRK05648 Amelogenin FAP Protamine_P1 PRK07003 Tymo_45kd_70kd GRASP55_65 MCPVI	not assigned.unknown	35_2

CUST_158720_PI403524517	2	0.31931782	0.98255587	0.17691565	-0.3064556	-0.17691517	-0.35844707	35_44304	0	0		0	CHR03V5|COORD:13894821..13896338|protein cytokinin-O-glucosyltransferase 3, putative	LOC_Os03g24430.1	no description	not assigned.unknown	35_2

CUST_53409_PI403524517	2	-0.062023163	-0.08347702	0.06826115	-0.038957596	0.073402405	0.038957596	35_15195	"Cluster: Putative bundle sheath cell specific protein 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative bundle sheath cell specific protein 1 - Oryza"	UniRef90_Q94DL7	CHR2V7|COORD:18571231..18574707| structural constituent of nuclear pore	AT2G45000.1	CHR01V5|COORD:42787403..42789160|protein bundle sheath cell specific protein 1, putative, expressed	LOC_Os01g73250.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned ABA_WDS PRK07003 Herpes_BLLF1 PRK07764 PRK12323	not assigned.unknown	35_2

CUST_77010_PI403524517	2	-1.9383183	-1.5475268	1.0697203	1.0994139	1.9756212	-1.0697198	35_22073	"Cluster: Putative PDR-like ABC transporter; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative PDR-like ABC transporter - Oryza sativa (japonica cultivar"	UniRef90_Q6YW62	"CHR1V7|COORD:5331988..5338170| ATPDR12/PDR12 (PLEIOTROPIC DRUG RESISTANCE 12); ATPase, coupled to transmembrane movement of substances"	AT1G15520.1	CHR08V5|COORD:18000215..17995692|protein PDR-type ABC transporter 1, putative, expressed	LOC_Os08g29570.1	" no descriptionvery weakly similar to (96.3)AT1G15520| Symbols: PDR12, ATPDR12 | ATPDR12/PDR12 (PLEIOTROPIC DRUG RESISTANCE 12); ATPase, coupled to transmembrane movement of substances | chr1:5331988-5338170 REVERSEvery weakly similar to ( 100)PDR1_NICPLPleiotropic drug resistance protein 1 - Nicotiana plumbaginifolia (Leadwort-leaved tobacco)not assigned "	transport.ABC transporters and multidrug resistance systems	34_16

CUST_102414_PI403524517	2	0.102952	-0.1691761	0.16846466	-0.26839256	0.11977482	-0.102952	35_29217	"Cluster: Serine/threonine-protein kinase NAK, putative, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Serine/threonine-protein kinase NAK, putativ"	UniRef90_Q2RB87	CHR5V7|COORD:6308..8269| protein kinase family protein	AT5G01020.1	CHR11V5|COORD:951357..946549|protein serine/threonine-protein kinase NAK, putative, expressed	LOC_Os11g02830.2	no descriptionmoderately similar to ( 201)AT5G01020| Symbols:  | protein kinase family protein | chr5:6308-8269 REVERSEvery weakly similar to (68.9)NORK_MEDTRNodulation receptor kinase precursor - Medicago truncatula (Barrel medic)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TyrKc Pkinase_Tyr PTKc S_TKc Pkinase PTKc_EGFR_like S_TKc PTKc_Syk_like PTKc_Jak_rpt2 PTKc_EphR PTKc_c-ros PTKc_RET PTKc_DDR1 PTKc_FAK PTKc_Srm_Brk PTKc_Fes_like PTKc_DDR PTKc_InsR_like PTKc_Src_like	protein.postranslational modification.kinase.receptor like cytoplasmatic kinase VII	29_4_1_57

CUST_33597_PI403524517	2	0.012521744	0.7245493	-0.012521267	-0.044157982	-0.2835889	0.17827559	35_9684	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q75KQ9	CHR2V7|COORD:6285338..6290848| MEE13 (maternal effect embryo arrest 13)	AT2G14680.1	CHR03V5|COORD:18073663..18098199|protein expressed protein	LOC_Os03g31730.1	no description	not assigned.unknown	35_2

CUST_3064_PI404877155	2	-0.047319412	-0.8685484	-0.03317833	0.19858646	0.108662605	0.033177376	Contig13494_at	chloride channel [Oryza sativa (japonica cultivar-group)]	BAB97268.1	chloride channel protein (CLC-c)	At5g49890.1	protein Voltage gated chloride channel, putative	Os02g35190	NONE	transport.unspecified anions	34_18

CUST_23499_PI403524517	2	-0.33281803	0.7701359	-0.0031089783	0.13441467	-0.05775833	0.003109932	35_6829	"Cluster: Os09g0410400 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0410400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J1V3	CHR1V7|COORD:6356400..6360050| zinc finger (C3HC4-type RING finger) family protein	AT1G18470.1	CHR03V5|COORD:28405585..28397987|protein protein binding protein, putative, expressed	LOC_Os03g49900.1	no descriptionweakly similar to ( 124)AT1G18470| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr1:6356965-6360050 REVERSEnot assigned not assigned not assigned	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_5409_PI403524517	2	-0.08999729	0.2878952	0.15974808	-0.08668423	-0.09668636	0.08668518	35_1493	"Cluster: Signal recognition particle 54 kDa protein 1; n=2; Hordeum vulgare|Rep: Signal recognition particle 54 kDa protein 1 - Hordeum vulgare (Barley)"	UniRef90_P49968	CHR1V7|COORD:18088640..18091411| signal recognition particle 54 kDa protein 3 / SRP54 (SRP-54C)	AT1G48900.1	CHR01V5|COORD:32979330..32983449|protein signal recognition particle 54 kDa protein 2, putative, expressed	LOC_Os01g56600.1	no descriptionhighly similar to ( 681)AT1G48900| Symbols:  | signal recognition particle 54 kDa protein 3 / SRP54 (SRP-54C) | chr1:18088699-18091411 REVERSEhighly similar to ( 810)SR542_HORVUSignal recognition particle 54 kDa protein 2 - Hordeum vulgare (Barley)not assigned not assigned not assigned Ffh PRK00771 SRP54 PRK10867 SRP FtsY SRP_SPB PRK10416 flhF FlhF SRP54_N PRK12724 PRK12727 PRK12726 flhF flhF flhF AAA PRK12723	protein.targeting.secretory pathway.ER	29_3_4_1

CUST_114254_PI403524517	2	0.042818546	0.039838314	0.4051113	-0.039838314	-0.22564173	-0.13233995	35_32426	"Cluster: Similar to NBS-LRR disease resistance protein homologue; n=1; Oryza sativa (japonica cultivar-group)|Rep: Similar to NBS-LRR disease resistance protein"	UniRef90_Q53KP9	CHR3V7|COORD:4851997..4856271| disease resistance protein (NBS-LRR class), putative	AT3G14460.1	CHR11V5|COORD:8880094..8877437|protein NBS-LRR disease resistance protein, putative, expressed	LOC_Os11g15670.1	no description	not assigned.unknown	35_2

CUST_101773_PI403524517	2	-0.050349236	0.4224205	-0.15570116	-0.05876112	0.050349236	0.20664501	35_29039	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_12045_PI399408534	2	0.13523293	0.33068848	-0.1259222	-0.16265059	-0.15220976	0.1259222	35_16136	Rep: TAK19-1 - Triticum aestivum (Wheat)	UniRef90_Q9ATQ7	CHR1V7|COORD:24974186..24976732| serine/threonine protein kinase family protein	AT1G66930.1	CHR01V5|COORD:983562..981103|protein receptor-like kinase ARK1AS, putative, expressed	LOC_Os01g02800.1	no descriptionweakly similar to ( 125)AT1G66930| Symbols:  | serine/threonine protein kinase family protein | chr1:24974186-24976732 FORWARDvery weakly similar to (60.8)CRI4_MAIZEPutative receptor protein kinase CRINKLY4 precursor - Zea mays (Maize)not assigned not assigned	signalling.receptor kinases.DUF 26	30_2_17

CUST_20824_PI403524517	2	0.011660576	0.4960003	0.06747246	-0.20792198	-0.011660576	-0.066978455	35_6047	0	0	CHR2V7|COORD:13008198..13009163| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G46300.1)	AT2G30505.1	CHR10V5|COORD:16135436..16136398|protein collagen-like protein SclB, putative	LOC_Os10g31390.1	no description	not assigned.unknown	35_2

CUST_3972_PI404877155	2	0.12209892	0.13541603	-0.078125	-0.117816925	-0.09988594	0.07812595	Contig14642_at	putative transfactor [Oryza sativa (japonica cultivar-group)] dbj|BAD03152.1| putative transfactor [Oryza sativa (japonica cultivar-group)]	BAC75447.1	myb family transcription factor	At2g01060.1	protein myb-like DNA-binding domain, SHAQKYF class, putative	Os06g40710	NONE	RNA.regulation of transcription.G2-like transcription factor family, GARP	27_3_20

CUST_132145_PI403524517	2	-0.17055225	0.329082	0.19889784	-0.21134424	-0.0062832832	0.0062832832	35_37115	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_30478_PI403524517	2	0.16556549	-0.4634986	0.051568985	-0.06878185	-0.05156851	0.080519676	35_8799	"Cluster: Os01g0605500 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0605500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JLE4	CHR1V7|COORD:6380922..6384333| kinesin motor protein-related	AT1G18550.1	CHR01V5|COORD:24181332..24177717|protein ATP binding protein, putative, expressed	LOC_Os01g42070.1	no descriptionhighly similar to ( 556)AT1G18550| Symbols:  | kinesin motor protein-related | chr1:6380922-6384333 REVERSEmoderately similar to ( 209)K125_TOBAC125 kDa kinesin-related protein - Nicotiana tabacum (Common tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned KISc_KIP3_like Kinesin KISc KISc KISc_KIF2_like KISc_CENP_E KISc_KIF4 KISc_KHC_KIF5 KISc_C_terminal KIP1 KISc_KIF3 KISc_KIF1A_KIF1B KISc_BimC_Eg5 KISc_KID_like KISc_KLP2_like KISc_KIF9_like KISc_KIF23_like Motor_domain	cell.organisation	31_1

CUST_75127_PI403524517	2	-0.035606384	0.4237995	0.14810276	-0.15748596	0.03560543	-0.07350254	35_21535	"Cluster: Hypothetical protein OJ1118_A06.14-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1118_A06.14-1 - Oryza sativa (japonica cu"	UniRef90_Q6ZKL9	CHR1V7|COORD:7285331..7288831| DEAD box RNA helicase, putative	AT1G20920.1	CHR08V5|COORD:24566056..24562844|protein ccdc49 protein, putative, expressed	LOC_Os08g39090.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12678 rne infB Caldesmon DUF1777 TFIIF_alpha CDC27 MDN1 Granin RhaT	not assigned.unknown	35_2

CUST_19069_PI404877155	2	-0.11047459	-0.037371635	0.23164749	-0.13827324	0.108587265	0.037371635	HY09B09u_x_at	0	0	0	0	0	0	NONE	development.storage proteins	33_1

CUST_97487_PI403524517	2	0.07628012	0.55291224	0.10577202	-0.08520365	-0.076280594	-0.7648096	35_27839	"Cluster: ATPase, histidine kinase, DNA gyrase B-, and HSP90-like domain containing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: ATPase, histidine k"	UniRef90_Q2R4Z0	CHR1V7|COORD:6595551..6601150| ATP-binding region, ATPase-like domain-containing protein-related	AT1G19100.1	CHR11V5|COORD:14909002..14904172|protein MORC family CW-type zinc finger 3, putative	LOC_Os11g26830.1	 no descriptionmoderately similar to ( 239)AT1G19100| Symbols:  | ATP-binding region, ATPase-like domain-containing protein-related | chr1:6595551-6601150 FORWARDnot assigned 	not assigned.no ontology	35_1

CUST_139274_PI403524517	2	-0.004470825	-0.22419977	0.031105042	0.0044703484	-0.16158962	0.066945076	35_39063	"Cluster: Hypothetical protein OSJNBa0075N02.126; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0075N02.126 - Oryza sativa (japonic"	UniRef90_Q7EY41	CHR1V7|COORD:6747158..6751434| AT hook motif-containing protein	AT1G19485.1	CHR07V5|COORD:15744571..15730907|protein AT hook motif family protein, expressed	LOC_Os07g27140.1	no descriptionvery weakly similar to (79.3)AT1G19485| Symbols:  | AT hook motif-containing protein | chr1:6747158-6751434 FORWARD	DNA.repair	28_2

CUST_2741_PI404877155	2	-0.032564163	0.66307354	-0.12232876	0.032564163	-0.16370392	0.036958694	Contig13153_at	unknown protein [Oryza sativa (japonica cultivar-group)] dbj|BAD10525.1| unknown protein [Oryza sativa (japonica cultivar-group)]	XP_464066.1	heterotrimeric G protein	At3g22942.1	protein expressed protein	Os02g04520	NONE	signalling.G-proteins	30_5

CUST_33678_PI403524517	2	0.0902195	0.3363781	0.12654495	-0.12802505	-0.09022045	-0.1566801	35_9707	Rep: N-acetylglucosaminyltransferase 1 - Oryza sativa (Rice)	UniRef90_Q8RW24	CHR4|COORD:17931564..17935319| alpha-1,3-mannosyl-glycoprotein beta-1,2-N-acetylglucosaminyltransferase, putative,	AT4G38240.2	CHR02V5|COORD:35812310..35806734|protein N-acetylglucosaminyltransferase I, putative, expressed	LOC_Os02g58590.1	 no descriptionweakly similar to ( 141)AT4G38240| Symbols: GNTI, CGL1 | CGL1 (COMPLEX GLYCAN LESS) | chr4:17932000-17935203 REVERSEnot assigned GNT-I 	protein.glycosylation	29_7

CUST_169602_PI403524517	2	-0.046788216	0.17416286	0.11403847	-0.026500702	-0.13912296	0.026500702	35_47238	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_125978_PI403524517	2	0.03961277	-0.64003754	-0.04896164	6.980896E-4	0.07323265	-6.990433E-4	35_35469	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_14426_PI404877155	2	0.031684875	0.105252266	-0.17119598	-0.088110924	0.06465149	-0.031684875	Contig8266_at	helix-loop-helix-like protein [Oryza sativa (japonica cultivar-group)]	BAD03011.1	basic helix-loop-helix (bHLH) family protein	At5g54680.1	protein bHLH transcription factor, putative	Os05g38140	0	RNA.regulation of transcription.bHLH,Basic Helix-Loop-Helix family	27_3_06

CUST_18118_PI404877155	2	-0.010617256	0.19283676	-0.048597336	-0.030130386	0.0106163025	0.049663544	HVSMEc0008G05r2_at	sucrose-phosphate synthase [Hordeum vulgare]	AAF75266.1	sucrose-phosphate synthase, putative	At5g20280.1	protein sucrose-phosphate synthase	Os02g09170	sucrose-phosphate synthase	major CHO metabolism.synthesis.sucrose.SPS	2_1_1_01

CUST_85152_PI403524517	2	-0.07459736	0.08664608	-0.052422523	-0.04026127	0.04026127	0.14542198	35_24397	"Cluster: 3-phosphoinositide-dependent protein kinase-1; n=2; Oryza sativa|Rep: 3-phosphoinositide-dependent protein kinase-1 - Oryza sativa (Rice)"	UniRef90_Q9XF68	CHR3V7|COORD:3289921..3292434| 3-phosphoinositide-dependent protein kinase, putative	AT3G10540.1	CHR01V5|COORD:38184372..38180253|protein 3-phosphoinositide-dependent protein kinase 1, putative, expressed	LOC_Os01g65230.1	 no descriptionweakly similar to ( 141)AT3G10540| Symbols:  | 3-phosphoinositide-dependent protein kinase, putative | chr3:3289921-3292434 FORWARDnot assigned PH_PDK1 	protein.postranslational modification	29_4

CUST_162014_PI403524517	2	-0.11022949	1.1242228	-0.14276028	0.11022949	0.21800041	-0.31294012	35_45190	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_17047_PI399408534	2	-1.1087933	-0.33506632	1.2770672	1.4271927	0.3350668	-0.3867259	35_2034	Rep: Pathogen-related protein - Oryza sativa (Rice)	UniRef90_Q945E9	0	0	CHR03V5|COORD:10541262..10542310|protein pathogenesis-related protein 1, putative, expressed	LOC_Os03g18850.1	no descriptionweakly similar to ( 145)PR1_ASPOFPathogenesis-related protein 1 - Asparagus officinalis (Garden asparagus)Bet_v_I	RNA.processing.ribonucleases	27_1_19

CUST_99344_PI403524517	2	0.12154865	-0.20896053	0.3748641	0.013682365	-0.013682842	-0.35626507	35_28357	Rep: Hypothetical protein - Medicago truncatula (Barrel medic)	UniRef90_Q1S710	"CHR5V7|COORD:3931650..3934962| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G19380.1); similar to conserved hypothetical protein [Medicago"	AT5G12170.2	CHR01V5|COORD:42413335..42422739|protein expressed protein	LOC_Os01g72570.2	"no descriptionweakly similar to ( 132)AT5G19380| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G12170.2); similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE77682.1) | chr5:6527019-6530447 REVERSE"	not assigned.unknown	35_2

CUST_68917_PI403524517	2	0.022416115	0.078850746	0.03758335	-0.08825493	-0.114136696	-0.022416115	35_19719	"Cluster: Os06g0223800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0223800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DDH4	CHR2V7|COORD:9413873..9421303| binding	AT2G22125.1	CHR06V5|COORD:6406786..6400423|protein armadillo/beta-catenin-like repeat family protein, expressed	LOC_Os06g11990.1	no descriptionhighly similar to ( 644)AT2G22125| Symbols:  | binding | chr2:9413873-9421303 FORWARDC2 C2 C2_1 C2	not assigned.no ontology.C2 domain-containing protein	35_1_19

CUST_180129_PI403524517	2	-0.09937048	0.17142296	0.40290356	-0.07210684	-0.027093887	0.027094364	35_50094	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_13771_PI404877155	2	-0.94892025	-0.0037231445	0.36788464	0.11566353	-0.21019363	0.0037221909	Contig7517_at	putative WRKY DNA binding protein [Oryza sativa (japonica cultivar-group)] dbj|BAB40073.1| putative WRKY DNA binding protein [Oryza sativa (	NP_913656.1	WRKY family transcription factor	At4g22070.1	protein WRKY DNA -binding domain, putative	Os01g14440	NONE	RNA.regulation of transcription.WRKY domain transcription factor family	27_3_32

CUST_1837_PI403524517	2	-0.83187103	0.9269562	-0.08799744	0.37755013	-0.2419653	0.08799744	35_487	Rep: WIR1A protein - Triticum aestivum (Wheat)	UniRef90_Q01482	0	0	CHR06V5|COORD:17067621..17065927|protein expressed protein	LOC_Os06g29730.1	no descriptionvery weakly similar to (62.8)WIR1A_WHEATProtein WIR1A - Triticum aestivum (Wheat)	stress.biotic	20_1

CUST_13046_PI404877155	2	-0.1479311	-0.49856377	-0.011924744	0.021109581	0.011924744	0.015254974	Contig6771_s_at	long-chain acyl-CoA synthetase [Arabidopsis thaliana]	BAB40450.1	long-chain-fatty-acid--CoA ligase / long-chain acyl-CoA synthetase (LACS6)	At3g05970.1	protein long-chain acyl-CoA synthetase	Os12g04990	"AMP-binding protein, putative, similar to AMP-binding protein (MF39P) gi:1617274 from Brassica napus, long-chain-fatty-acid--CoA ligase - Brassica napus, EMBL:Z72152; contains Pfam AMP-binding enzyme domain PF00501"	lipid metabolism.FA synthesis and FA elongation.long chain fatty acid CoA ligase	11_1_09

CUST_10165_PI403524517	2	0.18450451	-0.040795326	-0.012138367	-0.07055473	0.012138367	0.08277702	35_2869	"Cluster: HAT family dimerisation domain containing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: HAT family dimerisation domain containing protein -"	UniRef90_Q2QMZ1	CHR5V7|COORD:12693688..12695633| hAT dimerisation domain-containing protein	AT5G33406.1	CHR12V5|COORD:24336224..24331678|protein transposon protein, putative, Ac/Ds sub-class	LOC_Os12g39540.1	no descriptionweakly similar to ( 145)AT5G33406| Symbols:  | hAT dimerisation domain-containing protein | chr5:12693688-12695633 REVERSEhATC	not assigned.no ontology	35_1

CUST_145627_PI403524517	2	0.14329958	0.37070417	-0.0026965141	-0.0031809807	-0.14641476	0.0026965141	35_40772	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_4537_PI404877155	2	-0.00621891	-0.02216816	-0.031329155	0.00621891	0.04946232	0.15369701	Contig15529_at	GTP-binding protein LepA, putative [Arabidopsis thaliana]	NP_198806.1	GTP-binding protein LepA, putative	At5g39900.1	protein GTP-binding protein LepA	Os06g05250	NONE	signalling.G-proteins	30_5

CUST_58457_PI403524517	2	-0.07861614	-0.5062218	0.17587328	0.41770744	0.067762375	-0.06776285	35_16673	"Cluster: Putative 6-phospho-1-fructokinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative 6-phospho-1-fructokinase - Oryza sativa (japonica"	UniRef90_Q5SNH5	CHR4V7|COORD:13301103..13304039| phosphofructokinase family protein	AT4G26270.1	CHR01V5|COORD:4902322..4906316|protein 6-phosphofructokinase 2, putative, expressed	LOC_Os01g09570.1	no descriptionhighly similar to ( 726)AT4G26270| Symbols:  | phosphofructokinase family protein | chr4:13301103-13304039 REVERSEvery weakly similar to (80.1)PFPB_RICCOPyrophosphate--fructose 6-phosphate 1-phosphotransferase subunit beta - Ricinus communis (Castor bean)not assigned not assigned not assigned PRK06830 PfkA PRK03202 PFK PFK Bacterial_PFK PRK06555 PRK07085 Pyrophosphate_PFK Eukaryotic_PFK	glycolysis.PPFK	4_4

CUST_3629_PI399408534	2	-0.8153415	0.39689064	-0.39689064	0.8625531	1.6607995	-0.6027069	35_18641	"Cluster: Os09g0554300 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0554300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IZR4	CHR5V7|COORD:26409670..26411458| auxin efflux carrier family protein	AT5G65980.1	CHR09V5|COORD:21963017..21967741|protein auxin Efflux Carrier family protein, expressed	LOC_Os09g38130.2	no descriptionweakly similar to ( 189)AT5G65980| Symbols:  | auxin efflux carrier family protein | chr5:26409670-26411458 FORWARDnot assigned Mem_trans COG0679	transport.misc	34_99

CUST_105585_PI403524517	2	0.047460556	-0.5071106	-0.262475	-0.029618263	0.02961731	0.1079855	35_30068	"Cluster: Nodulin-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Nodulin-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5JK69	CHR1V7|COORD:28532166..28534149| nucleic acid binding	AT1G76010.1	CHR01V5|COORD:42543824..42554916|protein expressed protein	LOC_Os01g72780.1	no description	not assigned.unknown	35_2

CUST_105897_PI403524517	2	0.103097916	0.49531746	-0.45658493	0.03950405	-0.08176422	-0.03950405	35_30151	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_1488_PI404877155	2	0.13354206	0.24848557	-0.14700508	6.599426E-4	-6.608963E-4	-0.044153214	Contig11654_at	OSJNBb0020J19.7 [Oryza sativa (japonica cultivar-group)]	CAE05778.3	C2 domain-containing protein	At1g22610.1	protein probable anthranilate phosphoribosyltransferase (EC 2.4.2.18) T22J18.21 - Arabidopsis th	Os05g35480	C2 domain-containing protein	amino acid metabolism.synthesis.aromatic aa.tryptophan	13_1_6_5

CUST_16627_PI403524517	2	0.030733109	-0.17840672	-0.13008404	0.114821434	0.058353424	-0.030732155	35_4801	"Cluster: Os09g0509000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0509000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J0H6	"CHR3V7|COORD:5050328..5052128| Identical to Unknown mitochondrial protein At3g15000 [Arabidopsis Thaliana] (GB:Q9LKA5); similar to unknown protein [Arabidopsis"	AT3G15000.1	CHR09V5|COORD:19739784..19736638|protein DAG protein, chloroplast precursor, putative, expressed	LOC_Os09g33480.1	" no descriptionvery weakly similar to (51.2)AT4G20020| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G44780.1); similar to Proteinase inhibitor, propeptide [Medicago truncatula] (GB:ABE87738.1); contains InterPro domain Proteinase inhibitor, propeptide; (InterPro:IPR009020) | chr4:10844370-10846095 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF1421 Atrophin-1 Glutenin_hmw SSDP Cytadhesin_P30 Drf_FH1 Gag_spuma "	not assigned.unknown	35_2

CUST_182868_PI403524517	2	0.044532776	-0.054171562	-0.044532776	0.107195854	0.06102705	-0.16275835	35_50828	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_165408_PI403524517	2	0.07157326	-0.11892986	0.012705803	0.16670895	-0.012705803	-0.0733757	35_46095	"Cluster: Hypothetical protein P0481E08.6; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0481E08.6 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q5Z9Q6	CHR1V7|COORD:22496859..22500684| proline-rich family protein	AT1G61080.1	CHR06V5|COORD:30338296..30337359|protein expressed protein	LOC_Os06g50070.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07764 PRK07003 Atrophin-1	not assigned.unknown	35_2

CUST_50069_PI403524517	2	0.07174301	0.50118446	-0.0046253204	-0.099858284	-0.0061130524	0.004626274	35_14292	"Cluster: Putative MutL homolog 1 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative MutL homolog 1 protein - Oryza sativa (japonica cultivar-gro"	UniRef90_Q5JN46	CHR4V7|COORD:5817104..5821032| ATMLH1 (Arabidopsis thaliana MutL-homologue 1)	AT4G09140.1	CHR01V5|COORD:42595728..42601761|protein MUTL protein homolog 1, putative, expressed	LOC_Os01g72880.1	 no descriptionweakly similar to ( 105)AT4G09140| Symbols: MLH1, ATMLH1 | ATMLH1 (Arabidopsis thaliana MutL-homologue 1) | chr4:5817104-5821032 REVERSEnot assigned not assigned not assigned MutL mutL 	DNA.repair	28_2

CUST_16418_PI399408534	2	0.20898724	0.18732929	0.01047802	-0.14603615	-0.062480927	-0.01047802	35_8628	"Cluster: Zinc finger protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Zinc finger protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5Z807	CHR1V7|COORD:28272814..28275534| zinc finger (CCCH-type) family protein	AT1G75340.1	CHR06V5|COORD:29737882..29741505|protein nucleic acid binding protein, putative, expressed	LOC_Os06g49080.1	no descriptionvery weakly similar to (74.7)AT1G75340| Symbols:  | zinc finger (CCCH-type) family protein | chr1:28272814-28275534 REVERSE	RNA.regulation of transcription.unclassified	27_3_99

CUST_28327_PI399408534	2	-0.012448311	-0.0117816925	0.003211975	-0.0027570724	0.14621449	0.0027570724	35_20039	Rep: Embryonic flower 2 - Triticum aestivum (Wheat)	UniRef90_Q52VR0	"CHR5V7|COORD:20841379..20846570| EMF2 (EMBRYONIC FLOWER 2); transcription factor"	AT5G51230.1	CHR09V5|COORD:7937161..7924572|protein polycomb protein EMBRYONIC FLOWER 2, putative, expressed	LOC_Os09g13630.1	" no descriptionmoderately similar to ( 211)AT5G51230| Symbols: VEF2, CYR1, EMF2 | EMF2 (EMBRYONIC FLOWER 2); transcription factor | chr5:20841379-20846570 FORWARDnot assigned "	RNA.regulation of transcription.Polycomb Group (PcG)	27_3_65

CUST_10895_PI404877155	2	-0.0072927475	0.36154842	-0.012867928	-0.056325912	0.0072927475	0.024475098	Contig4617_s_at	succinate dehydrogenase subunit 4 [Oryza sativa]	AAK97388.1	splicing factor PWI domain-containing protein	At2g29210.1	protein expressed protein	Os01g70980	succinate dehydrogenase subunit 4	TCA / org. transformation.TCA.succinate dehydrogenase	8_1_07

CUST_65921_PI403524517	2	0.08751869	0.37994576	0.0066041946	-0.044960022	-0.13853264	-0.0066041946	35_18831	"Cluster: Nuclear protein ZAP-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: Nuclear protein ZAP-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6H899	CHR5V7|COORD:25221956..25226619| nuclear protein ZAP-related	AT5G62760.1	CHR02V5|COORD:6441715..6433220|protein expressed protein	LOC_Os02g12360.1	no descriptionmoderately similar to ( 256)AT5G62760| Symbols:  | nuclear protein ZAP-related | chr5:25223400-25226619 REVERSE	not assigned.no ontology	35_1

CUST_30554_PI399408534	2	0.10795307	-0.022480011	0.026665688	-0.11185932	-0.21964741	0.022480965	35_38506	Rep: Histone deacetylase - Zea mays (Maize)	UniRef90_Q9ZTP8	"CHR5V7|COORD:25333060..25335453| HDA6 (HISTONE DEACETYLASE 6); histone deacetylase"	AT5G63110.1	CHR08V5|COORD:15421296..15426307|protein histone deacetylase, putative, expressed	LOC_Os08g25570.1	" no descriptionmoderately similar to ( 275)AT5G63110| Symbols: CAT1, AXE1, ATHDA6, RTS1, RPD3B, HDA6 | HDA6 (HISTONE DEACETYLASE 6); histone deacetylase | chr5:25333060-25335453 REVERSEmoderately similar to ( 224)HDAC_MAIZEnot assigned Hist_deacetyl AcuC "	RNA.regulation of transcription.HDA	27_3_55

CUST_127932_PI403524517	2	0.16957998	-0.8629217	0.01560545	0.026332855	-0.015604973	-0.08901167	35_35972	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_79516_PI403524517	2	-0.07802582	0.23271179	0.06465149	-0.08616066	-0.058592796	0.058592796	35_22808	"Cluster: Os09g0314400 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0314400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J2R1	CHR1V7|COORD:6204393..6206671| protein phosphatase 2C, putative / PP2C, putative	AT1G18030.1	CHR09V5|COORD:8608483..8602013|protein protein phosphatase 2C isoform beta, putative, expressed	LOC_Os09g14540.1	 no descriptionmoderately similar to ( 422)AT1G18030| Symbols:  | protein phosphatase 2C, putative / PP2C, putative | chr1:6204393-6206329 FORWARDnot assigned not assigned not assigned not assigned not assigned PP2Cc PP2C PP2Cc PTC1 	protein.postranslational modification	29_4

CUST_67785_PI403524517	2	-0.29325962	0.40982056	0.14226627	-0.0892725	0.022800446	-0.022800446	35_19365	"Cluster: Putative response regulator 9; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative response regulator 9 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6H805	0	0	CHR02V5|COORD:4578360..4573803|protein two-component response regulator ARR12, putative, expressed	LOC_Os02g08500.1	no description	not assigned.unknown	35_2

CUST_34080_PI403524517	2	-0.09568119	0.1864748	0.09568024	-0.13121223	-0.23577309	0.1705141	35_9824	"Cluster: Hypothetical protein P0686H11.1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0686H11.1 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6Z8U5	"CHR5V7|COORD:22603513..22611261| similar to cupin family protein [Arabidopsis thaliana] (TAIR:AT2G18540.1); similar to cell wall-anchored protein [Staphylococcu"	AT5G55820.1	CHR09V5|COORD:18280422..18287451|protein expressed protein	LOC_Os09g30070.1	" no descriptionvery weakly similar to (51.6)AT5G55820| Symbols:  | similar to cupin family protein [Arabidopsis thaliana] (TAIR:AT2G18540.1); similar to cell wall-anchored protein [Staphylococcus saprophyticus subsp. saprophyticus ATCC 15305] (GB:YP_300225.1); contains InterPro domain Inner centromere protein, ARK binding region; (InterPro:IPR005635) | chr5:22603513-22611261 FORWARD"	not assigned.unknown	35_2

CUST_115141_PI403524517	2	-0.01291275	0.4716978	0.012913704	-0.2739172	-0.18141937	0.10441208	35_32665	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_79118_PI403524517	2	0.19068336	-0.67165756	-0.3430977	0.11750507	-0.11750507	0.15356922	35_22695	"Cluster: Hypothetical protein At5g58920/k19m22_120; n=2; Arabidopsis thaliana|Rep: Hypothetical protein At5g58920/k19m22_120 - Arabidopsis thaliana (Mouse-ear"	UniRef90_Q8GWJ8	CHR5V7|COORD:23810465..23811240| similar to Os01g0362000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001043026.1)	AT5G58920.1	CHR01V5|COORD:14734704..14737111|protein expressed protein	LOC_Os01g26020.1	no descriptionmoderately similar to ( 213)AT5G58920| Symbols:  | similar to Os01g0362000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001043026.1) | chr5:23810465-23811240 FORWARD	not assigned.unknown	35_2

CUST_99782_PI403524517	2	0.13126755	0.17822027	-0.108763695	-0.2326417	-0.14616108	0.108763695	35_28486	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QV86		0	CHR12V5|COORD:7696616..7686375|protein expressed protein	LOC_Os12g13670.2	no description	not assigned.unknown	35_2

CUST_4650_PI399408534	2	0.10447502	0.6407423	0.36317778	-0.10447502	-0.17928648	-0.2645049	35_37717	"Cluster: Putative squamosa promoter binding protein-like 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative squamosa promoter binding protein-like 1 -"	UniRef90_Q9LGU7	"CHR2V7|COORD:19344214..19347622| SPL1 (SQUAMOSA PROMOTER BINDING PROTEIN-LIKE 1); DNA binding / transcription factor"	AT2G47070.1	CHR01V5|COORD:10646917..10653557|protein squamosa promoter-binding-like protein 12, putative, expressed	LOC_Os01g18850.4	"no descriptionweakly similar to ( 116)AT2G47070| Symbols: SPL1 | SPL1 (SQUAMOSA PROMOTER BINDING PROTEIN-LIKE 1); DNA binding / transcription factor | chr2:19344214-19347622 FORWARD"	RNA.regulation of transcription.SBP,Squamosa promoter binding protein family	27_3_28

CUST_36970_PI403524517	2	-0.13381004	0.37772083	0.117630005	-0.40834332	0.31857204	-0.11762905	35_10653	0	0	CHR5V7|COORD:26944061..26947438| formin homology 2 domain-containing protein / FH2 domain-containing protein	AT5G67470.1	CHR02V5|COORD:4175209..4165204|protein ATP binding protein, putative, expressed	LOC_Os02g07960.4	no description	not assigned.unknown	35_2

CUST_137938_PI403524517	2	0.3270054	0.03146267	0.282979	-0.07367802	-0.22779274	-0.03146267	35_38685	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_39661_PI403524517	2	0.14391994	-0.19829178	-0.10270691	0.105303764	0.07817173	-0.07817078	35_11405	"Cluster: Os07g0593200 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os07g0593200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D4Z4	"CHR4V7|COORD:16263297..16264069| similar to Os07g0593200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001060165.1); similar to unnamed protein product"	AT4G33925.1	CHR07V5|COORD:24173716..24170450|protein conserved hypothetical protein	LOC_Os07g40310.1	"no descriptionweakly similar to ( 164)AT4G33925| Symbols:  | similar to Os07g0593200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001060165.1); similar to unnamed protein product [Ostreococcus tauri] (GB:CAL51847.1) | chr4:16263297-16264069 FORWARD"	not assigned.unknown	35_2

CUST_1922_PI399408534	2	0.15013218	0.48157787	0.010831833	-0.34045696	-0.025053978	-0.010830879	35_3074	"Cluster: Calcium-binding EF hand protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Calcium-binding EF hand protein-like - Oryza sativa (japonica cu"	UniRef90_Q5Z7N1	CHR1V7|COORD:7581446..7587785| calcium-binding EF hand family protein	AT1G21630.1	CHR06V5|COORD:31012883..31020744|protein calcium ion binding protein, putative, expressed	LOC_Os06g51250.1	no descriptionweakly similar to ( 154)AT1G21630| Symbols:  | calcium-binding EF hand family protein | chr1:7581446-7587785 FORWARDnot assigned not assigned Atrophin-1	signalling.calcium	30_3

CUST_100969_PI403524517	2	0.054013252	-0.028831482	-0.041391373	0.019162178	-0.019162178	0.13341331	35_28816	"Cluster: Putative karyopherin-beta 3 variant; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative karyopherin-beta 3 variant - Oryza sativa (japonica cult"	UniRef90_Q6ZL37	"CHR5V7|COORD:6695733..6701249| EMB2734 (EMBRYO DEFECTIVE 2734); lyase"	AT5G19820.1	CHR07V5|COORD:23263600..23254730|protein importin beta-3, putative, expressed	LOC_Os07g38760.1	"no descriptionmoderately similar to ( 308)AT5G19820| Symbols: EMB2734 | EMB2734 (EMBRYO DEFECTIVE 2734); lyase | chr5:6695733-6701249 REVERSEnot assigned"	not assigned.no ontology	35_1

CUST_95661_PI403524517	2	0.01600647	-0.19186115	-0.08342838	-0.016005516	0.06675911	0.057167053	35_27339	"Cluster: OSJNBb0012E24.6 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBb0012E24.6 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XU06	CHR5V7|COORD:21278747..21280287| zinc knuckle (CCHC-type) family protein	AT5G52380.1	CHR04V5|COORD:27604142..27601573|protein actin depolymerizing factor, putative, expressed	LOC_Os04g46920.1	no descriptionweakly similar to ( 189)AT5G52380| Symbols:  | zinc knuckle (CCHC-type) family protein | chr5:21278747-21280287 REVERSEnot assigned AIR1	not assigned.no ontology	35_1

CUST_54524_PI403524517	2	-0.024062157	-0.24882984	0.024062157	-0.0684433	0.14432716	0.2284298	35_15518	"Cluster: Erwinia induced protein 2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Erwinia induced protein 2 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z756	"CHR5V7|COORD:5652312..5652704| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G03160.1); similar to Erwinia induced protein 2 [Solanum tuberosum]"	AT5G17190.1	CHR02V5|COORD:30652555..30653482|protein erwinia induced protein 2, putative, expressed	LOC_Os02g50210.1	"no descriptionweakly similar to ( 169)AT5G17190| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G03160.1); similar to Erwinia induced protein 2 [Solanum tuberosum] (GB:AAO32066.1) | chr5:5652312-5652704 FORWARDnot assigned not assigned"	not assigned.unknown	35_2

CUST_70158_PI403524517	2	0.18050575	0.105454445	-0.22914076	0.09258938	-0.2390871	-0.09258938	35_20081	"Cluster: OSJNBa0081C01.25 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0081C01.25 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7X7F0	CHR1V7|COORD:293396..294888| short-chain dehydrogenase/reductase (SDR) family protein	AT1G01800.1	CHR04V5|COORD:26373319..26371532|protein carbonyl reductase 1, putative, expressed	LOC_Os04g44950.1	no descriptionmoderately similar to ( 219)AT1G01800| Symbols:  | short-chain dehydrogenase/reductase (SDR) family protein | chr1:293595-294888 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned fabG fabG FabG fabG PRK12826 COG4221 DltE adh_short PRK12939 PRK12429 fabG PRK08264 PRK06182 PRK06181 PRK12829 PRK07062 PRK06180 PRK07326 PRK06179 PRK07825 PRK08263 PRK06953 PRK07201 PRK08213 PRK06197 PRK06914 PRK07109 PRK08324 PRK12827 PRK06198 PRK08628 fabG PRK06124 PRK07890 PRK06484 PRK05854 fabG PRK06841 PRK05872 PRK12937 PRK05650 DltE PRK12745 fabG PRK06523 PRK07063 PRK08265 PRK07523 PRK06138 PRK08219 PRK07479 PRK12428 PRK08220 PRK07832 PRK07067 PRK07814 PRK08063 PRK06057 PRK06194 PRK12824 PRK12743 PRK05855 PRK05866 PRK08945 PRK08277 fabG PRK07806 PRK07069 PRK06196 PRK07856 PRK06113 PRK12935 PRK08267 PRK07774 PRK06949 fabG PRK06172 PRK07478 PRK12828 fabG PRK08226 PRK09072 PRK06125 PRK08936 PRK06139 KR PRK08643 benD PRK09242 fabG PRK07454 PRK05693 PRK08721 fabG PRK08278 PRK07831 PRK12323 fabG PRK06398 PRK06500 PRK07097 PRK06114 PRK06346 PRK09135 PRK07024 PRK09291 PRK07775 PRK07074 PRK12384 PRK08589 PRK06482 PRK05717 PRK07791 PRK05875 PRK06171 PRK07035 PRK06123 PRK07677 PRK12938 fabG PRK06935 PRK10538 PRK12744 PRK09134 PRK07023 PRK06200 PRK09186 PRK12746	misc.short chain dehydrogenase/reductase (SDR)	26_22

CUST_15516_PI399408534	2	-0.06646347	-0.3164158	0.22826958	-0.054800987	0.06145954	0.05480194	35_47116	Rep: Homeodomain leucine zipper protein - Oryza sativa (Rice)	UniRef90_Q9XH38	CHR2V7|COORD:187797..190368| homeobox-leucine zipper protein 17 (HB-17) / HD-ZIP transcription factor 17	AT2G01430.1	CHR01V5|COORD:26210566..26207052|protein homeobox-leucine zipper protein ATHB-4, putative, expressed	LOC_Os01g45570.1	no descriptionweakly similar to ( 128)AT2G01430| Symbols:  | homeobox-leucine zipper protein 17 (HB-17) / HD-ZIP transcription factor 17 | chr2:187797-190368 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned HALZ HOX Homeobox homeodomain COG5576 HALZ	RNA.regulation of transcription.HB,Homeobox transcription factor family	27_3_22

CUST_86600_PI403524517	2	0.029271126	-0.014354706	0.014354706	-0.104341984	0.015984058	-0.21734428	35_24800	"Cluster: TRNA pseudouridine synthase family protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: TRNA pseudouridine synthase family"	UniRef90_Q2QWH9	CHR1V7|COORD:3177123..3180338| tRNA pseudouridine synthase family protein	AT1G09800.1	CHR12V5|COORD:4862245..4874218|protein pseudouridylate synthase, putative, expressed	LOC_Os12g09290.1	no descriptionmoderately similar to ( 230)AT1G09800| Symbols:  | tRNA pseudouridine synthase family protein | chr1:3177123-3180338 REVERSEnot assigned not assigned PseudoU_synth_EcTruA truA TruA PseudoU_synth_TruA_like PseudoU_synth_TruA_Archea PRK12434 PseudoU_synth_1 PseudoU_synth_PUS1_PUS2 PseudoU_synth_ScPus3	protein.aa activation.pseudouridylate synthase	29_1_30

CUST_50111_PI403524517	2	0.33346462	-0.18902206	-0.10735607	-0.07476902	0.074769974	0.080225945	35_14302	Rep: Blr0521 protein - Bradyrhizobium japonicum	UniRef90_Q89X06	CHR4V7|COORD:7758606..7760888| leucine-rich repeat family protein / extensin family protein	AT4G13340.1	CHR07V5|COORD:24271675..24264784|protein formin-2, putative, expressed	LOC_Os07g40510.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned Tymo_45kd_70kd Drf_FH1 Atrophin-1	not assigned.unknown	35_2

CUST_29228_PI403524517	2	-0.06486654	1.3066645	-0.12641907	0.19729996	-0.27969313	0.064866066	35_8446	Rep: Putative beta-1,3-glucanase - Sorghum bicolor (Sorghum) (Sorghum vulgare)	UniRef90_Q8W0S9	CHR2V7|COORD:18112222..18112951| glycosyl hydrolase family protein 17	AT2G43670.1	CHR08V5|COORD:2005656..2007063|protein glucan endo-1,3-beta-glucosidase precursor, putative, expressed	LOC_Os08g04140.2	 no descriptionweakly similar to ( 101)AT2G43670| Symbols:  | glycosyl hydrolase family protein 17 | chr2:18112222-18112951 FORWARDvery weakly similar to (80.9)E13B_WHEATGlucan endo-1,3-beta-glucosidase precursor - Triticum aestivum (Wheat)X8 	not assigned.no ontology	35_1

CUST_66635_PI403524517	2	-0.2216363	-0.4296136	0.08988285	0.45979643	0.082125664	-0.082125664	35_19027	"Cluster: Os05g0406200 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0406200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DI96	CHR5V7|COORD:6301654..6304090| inosine-uridine preferring nucleoside hydrolase family protein	AT5G18890.1	CHR05V5|COORD:19722494..19711657|protein hydrolase, putative, expressed	LOC_Os05g33644.1	no descriptionmoderately similar to ( 249)AT5G18890| Symbols:  | inosine-uridine preferring nucleoside hydrolase family protein | chr5:6301654-6304090 FORWARDnot assigned nuc_hydro_TvIAG URH1 nuc_hydro_IU_UC_XIUA PRK10768 nuc_hydro IU_nuc_hydro nuc_hydro_CeIAG rihA nuc_hydro_CaPnhB	nucleotide metabolism.degradation	23_2

CUST_44439_PI403524517	2	-0.085398674	-0.49673462	0.37468243	0.0853982	0.33333445	-0.268775	35_12750	"Cluster: Chloride channel; n=1; Oryza sativa (japonica cultivar-group)|Rep: Chloride channel - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8LPA2	"CHR5V7|COORD:20305715..20309369| CLC-C (chloride channel C); anion channel/ voltage-gated chloride channel"	AT5G49890.1	CHR02V5|COORD:21155502..21144834|protein chloride channel protein CLC-c, putative, expressed	LOC_Os02g35190.2	" no descriptionmoderately similar to ( 234)AT5G49890| Symbols: ATCLC-C, CLC-C | CLC-C (chloride channel C); anion channel/ voltage-gated chloride channel | chr5:20305715-20309369 REVERSEnot assigned not assigned not assigned ClC_6_like ClC_euk ClC_3_like Voltage_CLC ClC_1_like EriC EriC Voltage_gated_ClC PRK05277 EriC_like ClC_like ClC_sycA_like PRK01610 PRK01862 "	transport.unspecified anions	34_18

CUST_60420_PI403524517	2	0.123723984	-0.123723984	-0.28641748	0.61039495	0.1852889	-0.30646372	35_17225	"Cluster: MtN3-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: MtN3-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5N8J1	CHR3V7|COORD:4957794..4959209| nodulin MtN3 family protein	AT3G14770.1	CHR01V5|COORD:29302410..29304191|protein seven-transmembrane-domain protein 1, putative, expressed	LOC_Os01g50460.1	no descriptionmoderately similar to ( 214)AT3G14770| Symbols:  | nodulin MtN3 family protein | chr3:4957794-4959209 REVERSEnot assigned not assigned not assigned not assigned MtN3_slv Herpes_BLLF1	development.unspecified	33_99

CUST_44443_PI403524517	2	0.13536072	0.5093279	0.047930717	-0.04793024	-0.06213951	-0.20161343	35_12751	"Cluster: PREDICTED: similar to aortic preferentially expressed gene 1; n=1; Canis familiaris|Rep: PREDICTED: similar to aortic preferentially expressed gene 1 -"	UniRef90_UPI00005A5AAB	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	CHR08V5|COORD:16625031..16633162|protein transposon protein, putative, CACTA, En/Spm sub-class	LOC_Os08g27460.1	no description	not assigned.unknown	35_2

CUST_17528_PI399408534	2	0.09990311	-2.975464E-4	-0.05193138	-0.07210922	2.975464E-4	0.039292336	35_5978	Rep: Initiator binding protein - Zea mays (Maize)	UniRef90_Q41821	"CHR1V7|COORD:2318430..2321045| TRFL2 (TRF-LIKE 2); DNA binding"	AT1G07540.1	CHR03V5|COORD:9226382..9231661|protein initiator-binding protein, putative, expressed	LOC_Os03g16700.3	" no descriptionvery weakly similar to (50.4)AT5G13820| Symbols: ATBP-1, ATBP1, ATTBP1, HPPBF-1, TBP1 | TBP1 (TELOMERIC DNA BINDING PROTEIN 1); DNA binding | chr5:4461697-4464358 FORWARD"	RNA.regulation of transcription.MYB domain transcription factor family	27_3_25

CUST_52670_PI403524517	2	0.22306728	-1.3778496	-0.22306728	0.49077415	0.48546028	-0.3839531	35_15005	"Cluster: Ferredoxin-NADP(H) oxidoreductase; n=1; Triticum aestivum|Rep: Ferredoxin-NADP(H) oxidoreductase - Triticum aestivum (Wheat)"	UniRef90_Q8RVZ8	"CHR5V7|COORD:26468429..26470238| ATLFNR1 (LEAF FNR 1); NADPH dehydrogenase/ oxidoreductase"	AT5G66190.1	CHR02V5|COORD:185327..183601|protein ferredoxin--NADP reductase, leaf isozyme, chloroplast precursor, putative, expressed	LOC_Os02g01340.2	no descriptionhighly similar to ( 550)AT5G66190| Symbols: ATLFNR1 | ATLFNR1 (LEAF FNR 1) | chr5:26468429-26469842 REVERSEhighly similar to ( 568)FENR1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned CysJ PRK06214 NAD_binding_1 cysJ Hmp PRK05464 NqrF UbiB PRK08345 APC_basic PRK12323 Tymo_45kd_70kd PRK07003 PRK09169 Herpes_BLLF1	PS.lightreaction.other electron carrier (ox/red).ferredoxin reductase	1_1_5_3

CUST_38948_PI403524517	2	0.19412231	0.33933496	-0.01710701	-0.04178667	0.01710701	-0.13895273	35_11204	"Cluster: Pseudouridylate synthase-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: Pseudouridylate synthase-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q654A2	CHR5V7|COORD:13616646..13619470| tRNA pseudouridine synthase family protein	AT5G35400.1	CHR06V5|COORD:27344792..27340867|protein pseudouridylate synthase/ tRNA-pseudouridine synthase, putative, expressed	LOC_Os06g45250.1	no descriptionvery weakly similar to (85.5)AT5G35400| Symbols:  | tRNA pseudouridine synthase family protein | chr5:13616646-13619470 REVERSE	protein.aa activation.pseudouridylate synthase	29_1_30

CUST_50106_PI403524517	2	0.0050907135	0.024591446	-0.018817902	-0.017766953	-0.005092621	0.029125214	35_14301	"Cluster: 40S ribosomal protein S10; n=4; Oryza sativa|Rep: 40S ribosomal protein S10 - Oryza sativa (Rice)"	UniRef90_Q9AYP4	CHR5V7|COORD:21373007..21374229| 40S ribosomal protein S10 (RPS10C)	AT5G52650.1	CHR01V5|COORD:42754200..42751988|protein 40S ribosomal protein S10, putative, expressed	LOC_Os01g73160.1	no descriptionweakly similar to ( 174)AT4G25740| Symbols:  | structural constituent of ribosome | chr4:13107497-13108760 REVERSEweakly similar to ( 178)RS10_ORYSAnot assigned not assigned not assigned not assigned S10_plectin COG5045	protein.synthesis.misc ribososomal protein	29_2_2

CUST_64175_PI403524517	2	0.35197687	0.042128086	0.1643815	-0.07793045	-0.3454733	-0.042128086	35_18324	"Cluster: GCN5-related N-acetyltransferase, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: GCN5-related N-acetyltransferase, putative, exp"	UniRef90_Q10R02	CHR2V7|COORD:2350228..2351895| GCN5-related N-acetyltransferase (GNAT) family protein	AT2G06025.1	CHR03V5|COORD:4060695..4064153|protein N-acetyltransferase, putative, expressed	LOC_Os03g07990.1	no descriptionmoderately similar to ( 229)AT2G06025| Symbols:  | GCN5-related N-acetyltransferase (GNAT) family protein | chr2:2350228-2351895 FORWARDnot assigned Acetyltransf_1 RimI	misc.GCN5-related N-acetyltransferase	26_24

CUST_72056_PI403524517	2	0.18126106	0.4096651	-0.13433456	0.07717323	-0.2392087	-0.07717371	35_20655	Rep: At2g24395 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q6NMD5	CHR2V7|COORD:10382577..10383161| chaperone protein dnaJ-related	AT2G24395.1	CHR08V5|COORD:18529601..18528360|protein transposon protein, putative, CACTA, En/Spm sub-class	LOC_Os08g30320.1	no descriptionvery weakly similar to (91.3)AT2G24395| Symbols:  | chaperone protein dnaJ-related | chr2:10382577-10383161 FORWARD	protein.folding	29_6

CUST_101789_PI403524517	2	0.23182869	0.06664467	-0.066645145	-0.24647856	-0.76642895	0.06664467	35_29043	"Cluster: Phosphatidylinositol 3-and 4-kinase family protein, expressed; n=4; Oryza sativa (japonica cultivar-group)|Rep: Phosphatidylinositol 3-and 4-kinase"	UniRef90_Q10D72		0	CHR03V5|COORD:30213036..30231073|protein phosphatidylinositol 3- and 4-kinase family protein, expressed	LOC_Os03g52794.1	no description	not assigned.unknown	35_2

CUST_15086_PI399408534	2	0.07229328	-0.04135132	0.010731697	-0.016845703	-0.010730743	0.026286125	35_16016	"Cluster: Zinc finger CCCH domain-containing protein ZFN-like 3; n=2; Oryza sativa|Rep: Zinc finger CCCH domain-containing protein ZFN-like 3 - Oryza sativa"	UniRef90_Q5NAV3	"CHR2V7|COORD:8286560..8293337| HMA4 (Heavy metal ATPase 4); cadmium-transporting ATPase"	AT2G19110.1	CHR01V5|COORD:8596216..8590594|protein zinc finger CCCH type domain-containing protein ZFN-like 3, putative, expressed	LOC_Os01g15350.1	no descriptionvery weakly similar to (50.1)AT5G18550| Symbols:  | nucleic acid binding | chr5:6160517-6162731 FORWARDvery weakly similar to (51.6)ZFNL3_ORYSA	RNA.regulation of transcription.C3H zinc finger family	27_3_12

CUST_107168_PI403524517	2	0.16709328	0.30045414	-0.08529949	-0.03848362	-0.092926025	0.03848362	35_30496	"Cluster: Os03g0176600 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os03g0176600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DUN5	CHR2V7|COORD:11222332..11223558| similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABF94264.1)	AT2G26340.1	CHR03V5|COORD:4051553..4048701|protein expressed protein	LOC_Os03g07960.1	no descriptionweakly similar to ( 127)AT2G26340| Symbols:  | similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABF94264.1) | chr2:11222332-11223558 FORWARD	not assigned.unknown	35_2

CUST_1094_PI404877155	2	-0.17615795	0.2626419	-0.011651039	0.02174282	0.011651039	-0.06753731	Contig11114_at	calcium-binding EF hand family protein [Arabidopsis thaliana] emb|CAC05499.1| EF-hand Calcium binding protein-like [Arabidopsis thaliana] gb	NP_196037.2	calcium-binding EF hand family protein	At3g10300.3	protein expressed protein	Os12g04240	calcium-binding EF-hand family protein	signalling.calcium	30_3

CUST_55063_PI403524517	2	-0.28234053	1.1385965	-0.3143158	0.31689692	0.28234005	-0.48926783	35_15673	"Cluster: H0315F07.12 protein; n=10; Oryza sativa|Rep: H0315F07.12 protein - Oryza sativa (Rice)"	UniRef90_Q259Z0	CHR4V7|COORD:6373222..6373473| wound-responsive protein, putative	AT4G10265.1	CHR04V5|COORD:32114926..32112429|protein wound induced protein, putative, expressed	LOC_Os04g54300.1	no description	not assigned.unknown	35_2

CUST_70581_PI403524517	2	0.03473282	-0.13133907	0.49038696	-0.03473282	0.4377327	-0.05364275	35_20217	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10RZ6	CHR1V7|COORD:11399903..11405702| actin binding	AT1G31810.1	CHR03V5|COORD:2227941..2229831|protein expressed protein	LOC_Os03g04710.2	no descriptionnot assigned not assigned	not assigned.unknown	35_2

CUST_37136_PI403524517	2	0.1797967	-0.5352683	0.06509304	0.22159052	-0.23461723	-0.06509304	35_10701	"Cluster: Hypothetical protein P0493A04.31; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0493A04.31 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6ZBZ9	0	0	CHR08V5|COORD:22396040..22389477|protein Leucine Rich Repeat family protein, expressed	LOC_Os08g35700.1	no description	not assigned.unknown	35_2

CUST_36914_PI403524517	2	0.07620907	-0.35429	0.21503258	0.04109955	-0.041100502	-0.09549999	35_10638	"Cluster: Os03g0280700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os03g0280700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DSY6	CHR2V7|COORD:16470500..16471468| disease resistance-responsive protein-related / dirigent protein-related	AT2G39430.1	CHR03V5|COORD:9578416..9580160|protein dirigent-like protein, expressed	LOC_Os03g17220.1	no descriptionvery weakly similar to (96.7)AT2G39430| Symbols:  | disease resistance-responsive protein-related / dirigent protein-related | chr2:16470500-16471468 FORWARDDirigent	stress.biotic	20_1

CUST_183_PI404877155	2	0.082427025	-0.023266792	0.0023679733	-0.0023679733	0.07614803	-0.06535816	Contig10041_at	putative uncharacterized hypothalamus protein HT010 [Oryza sativa (japonica cultivar-group)]	NP_915364.1	zinc finger (CCCH-type) family protein	At2g20280.1	protein Zinc finger C-x8-C-x5-C-x3-H type (and similar), putative	Os01g61830	NONE	RNA.regulation of transcription.C3H zinc finger family	27_3_12

CUST_104850_PI403524517	2	-0.07243252	0.3675232	0.16865158	-0.18140888	0.05711651	-0.057117462	35_29874	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_18935_PI399408534	2	0.24698734	-0.12682056	0.046735764	-0.0435853	-0.2593403	0.0435853	35_23028	"Cluster: Os02g0220700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os02g0220700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E2Q5	CHR5V7|COORD:3816633..3821025| protein kinase family protein	AT5G11850.1	CHR02V5|COORD:6733499..6726340|protein MAP3K delta-1 protein kinase, putative, expressed	LOC_Os02g12810.3	no descriptionmoderately similar to ( 223)AT5G11850| Symbols:  | protein kinase family protein | chr5:3816633-3821025 REVERSE	signalling.MAP kinases	30_6

CUST_123787_PI403524517	2	-0.035071373	-0.14048576	-0.053915977	0.056082726	0.05180359	0.035071373	35_34904	"Cluster: Os06g0661900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0661900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DAD0	"CHR4V7|COORD:13149840..13151746| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G57270.3); similar to Protein of unknown function DUF266, plant"	AT4G25870.1	CHR06V5|COORD:27284001..27278953|protein expressed protein	LOC_Os06g45110.1	" no descriptionvery weakly similar to (60.8)AT4G25870| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G57270.3); similar to Protein of unknown function DUF266, plant [Medicago truncatula] (GB:ABD28621.1); contains InterPro domain Protein of unknown function DUF266, plant; (InterPro:IPR004949) | chr4:13149840-13151746 REVERSEDUF266 "	not assigned.unknown	35_2

CUST_158365_PI403524517	2	0.05497837	1.3093109	0.05032301	-0.29879522	-0.17870188	-0.050323486	35_44210	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_72569_PI403524517	2	0.24506378	-0.19448948	0.026281357	-0.03836918	-0.02628231	0.08837795	35_20798	Rep: H0209A05.2 protein - Oryza sativa (Rice)	UniRef90_Q01MD0	"CHR4V7|COORD:1250126..1251478| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G01970.1); similar to Os04g0228100 [Oryza sativa (japonica"	AT4G02800.1	CHR04V5|COORD:8568124..8566051|protein expressed protein	LOC_Os04g15800.1	"no descriptionweakly similar to ( 143)AT4G02800| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G01970.1); similar to Os04g0228100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001052288.1); similar to H0209A05.2 [Oryza sativa (indica cultivar-group)] (GB:CAH66085.1) | chr4:1250126-1251478 FORWARDnot assigned not assigned PRK12323 PRK07764 PRK07003 Totivirus_coat"	not assigned.unknown	35_2

CUST_20621_PI403524517	2	-0.091321945	-0.013180733	0.07067776	0.07286739	-0.13805103	0.013181686	35_5985	"Cluster: Putative NIC2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative NIC2 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5QN97	CHR1V7|COORD:5220685..5222751| MATE efflux family protein	AT1G15170.1	CHR01V5|COORD:17839230..17831186|protein transparent testa 12 protein, putative, expressed	LOC_Os01g31980.2	no descriptionmoderately similar to ( 476)AT1G15170| Symbols:  | MATE efflux family protein | chr1:5220685-5222751 FORWARDnot assigned NorM PRK01766 MatE PRK00187 RfbX PRK10189 MviN vmrA	transport.misc	34_99

CUST_85769_PI403524517	2	-0.0057058334	0.031560898	-0.105918884	-0.11471367	0.0057058334	0.030964851	35_24564	"Cluster: Putative ubiquitin-specific protease 3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ubiquitin-specific protease 3 - Oryza sativa (japonic"	UniRef90_Q6YXC1	"CHR2V7|COORD:9483813..9485905| ATUBP4 (UBIQUITIN-SPECIFIC PROTEASE 4); ubiquitin-specific protease"	AT2G22310.1	CHR02V5|COORD:21985477..21980838|protein ubiquitin carboxyl-terminal hydrolase 4, putative, expressed	LOC_Os02g36400.1	"no descriptionmoderately similar to ( 261)AT2G22310| Symbols: ATUBP4 | ATUBP4 (UBIQUITIN-SPECIFIC PROTEASE 4); ubiquitin-specific protease | chr2:9483813-9485905 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Peptidase_C19G UCH Peptidase_C19 Peptidase_C19E peptidase_C19C Peptidase_C19R Peptidase_C19L Peptidase_C19D Peptidase_C19K Peptidase_C19H UBP5 UBP12 Peptidase_C19O Peptidase_C19B COG5077 Peptidase_C19A Peptidase_C19Q Peptidase_C19F"	protein.degradation.ubiquitin.ubiquitin protease	29_5_11_5

CUST_27525_PI399408534	2	0.035583496	0.027409554	0.028309345	-0.4352212	-0.027409077	-0.4352212	35_8215	"Cluster: Eukaryotic aspartyl protease family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Eukaryotic aspartyl protease family protein, e"	UniRef90_Q10M95	CHR2V7|COORD:966503..967888| aspartyl protease family protein	AT2G03200.1	CHR03V5|COORD:11446469..11448122|protein aspartic proteinase nepenthesin-1 precursor, putative, expressed	LOC_Os03g20290.1	no descriptionvery weakly similar to (83.6)AT2G03200| Symbols:  | aspartyl protease family protein | chr2:966503-967888 REVERSEnot assigned PRK12323	RNA.regulation of transcription.unclassified	27_3_99

CUST_58494_PI403524517	2	-0.012369156	0.2845106	0.12504196	-0.06273079	-0.007306099	0.007306099	35_16685	"Cluster: Os08g0300200 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os08g0300200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J6K9	CHR5V7|COORD:3532403..3535222| C2 domain-containing protein	AT5G11100.1	CHR04V5|COORD:32607697..32612052|protein lipid binding protein, putative, expressed	LOC_Os04g55220.1	no descriptionhighly similar to ( 709)AT5G11100| Symbols:  | C2 domain-containing protein | chr5:3532403-3535222 FORWARDvery weakly similar to (57.8)ERG3_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG5038 C2 C2 C2_1 C2 C2_2	not assigned.no ontology.C2 domain-containing protein	35_1_19

CUST_47027_PI403524517	2	0.18948841	-0.28906107	-0.092009544	0.07414436	-0.07414532	0.23019409	35_13464	"Cluster: Membrane bound O-acyl transferase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Membrane bound O-acyl transferase-like - Oryza sativa (japonic"	UniRef90_Q6EP89	CHR1V7|COORD:4303584..4305664| membrane bound O-acyl transferase (MBOAT) family protein	AT1G12640.1	CHR02V5|COORD:27553334..27561178|protein acyltransferase, putative, expressed	LOC_Os02g45344.1	no description	not assigned.unknown	35_2

CUST_10979_PI404877155	2	-0.35000038	0.43288422	0.040501595	0.18589306	-0.17098999	-0.04050064	Contig4711_s_at	putative MAP kinase [Hordeum vulgare subsp. vulgare]	CAD42638.1	mitogen-activated protein kinase, putative / MAPK, putative (MPK9)	At3g18040.1	protein MAP kinase homolog	Os06g49430	MAP kinase homolog	signalling.MAP kinases	30_6

CUST_171685_PI403524517	2	0.5824022	-0.07864666	-0.034977913	0.034977436	0.10882902	-0.12640905	35_47837	"Cluster: Putative leucine zipper-containing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative leucine zipper-containing protein - Oryza sativa"	UniRef90_Q6Z0R1	"CHR1V7|COORD:27287421..27289322| ATEXO70D1 (exocyst subunit EXO70 family protein D1); protein binding"	AT1G72470.1	CHR08V5|COORD:22220426..22222600|protein protein binding protein, putative, expressed	LOC_Os08g35470.1	"no descriptionweakly similar to ( 182)AT1G72470| Symbols: ATEXO70D1 | ATEXO70D1 (exocyst subunit EXO70 family protein D1); protein binding | chr1:27287421-27289322 FORWARDnot assigned Exo70"	not assigned.no ontology	35_1

CUST_60146_PI403524517	2	-0.16894722	-0.10230827	0.20898056	0.24576187	-0.40170765	0.10230827	35_17145	"Cluster: Os01g0883900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0883900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JH49	CHR5V7|COORD:25642191..25645483| dehydration-responsive protein-related	AT5G64030.1	CHR01V5|COORD:38718629..38713116|protein ankyrin-like protein, putative, expressed	LOC_Os01g66110.2	no description	not assigned.unknown	35_2

CUST_36693_PI403524517	2	0.45981216	-0.07247782	0.044416428	-0.044416428	-0.18889952	0.4245515	35_10576	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_77331_PI403524517	2	-0.09836292	0.063755035	-0.12869549	0.0044517517	0.012237549	-0.004450798	35_22163	Rep: Hypothetical protein OJ1112_F09.8 - Oryza sativa (japonica cultivar-group)	UniRef90_Q6H689	"CHR4V7|COORD:12909750..12911399| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G61490.1); similar to putative protein [Oryza sativa]"	AT4G25170.1	CHR02V5|COORD:26570830..26567370|protein expressed protein	LOC_Os02g44010.1	"no descriptionvery weakly similar to (96.7)AT4G25170| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G61490.1); similar to putative protein [Oryza sativa] (GB:CAC39077.1); similar to Os02g0657700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001047631.1) | chr4:12909750-12911399 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07764 PRK12323 PRK05648 FAP Totivirus_coat Drf_FH1 tatB PRK07003 PRK10819"	not assigned.unknown	35_2

CUST_24331_PI403524517	2	0.13433075	-0.32893658	-0.023519516	-0.016806602	0.036902428	0.016806602	35_7061	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_16342_PI403524517	2	0.05418873	0.024151802	-0.06355095	-0.06758022	0.04349041	-0.024151802	35_4709	"Cluster: Hypothetical protein OSJNBa0085D07.19; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0085D07.19 - Oryza sativa (japonica"	UniRef90_Q5N769	"CHR5V7|COORD:6113094..6115750| similar to Os01g0814000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001044603.1); similar to P0432B10.22 [Oryza"	AT5G18440.1	CHR01V5|COORD:34947082..34950780|protein expressed protein	LOC_Os01g59860.1	"no descriptionweakly similar to ( 120)AT5G18440| Symbols:  | similar to Os01g0814000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001044603.1); similar to P0432B10.22 [Oryza sativa (japonica cultivar-group)] (GB:BAB90401.1); contains domain SUBFAMILY NOT NAMED (PTHR13309:SF3); contains domain FAMILY NOT NAMED (PTHR13309) | chr5:6113094-6115750 FORWARDnot assigned not assigned not assigned not assigned not assigned"	not assigned.unknown	35_2

CUST_8454_PI404877155	2	0.04253578	-0.054512024	0.106604576	-0.04253483	-0.20182419	0.079725266	Contig25005_at	putative LRR receptor-like protein kinase [Oryza sativa (japonica cultivar-group)] dbj|BAB39873.1| putative LRR receptor-like protein kinase	NP_908412.1	protein kinase family protein	At5g38560.1	protein Protein kinase domain, putative	Os06g29340	NONE	signalling.receptor kinases.proline extensin like	30_2_22

CUST_48077_PI403524517	2	-0.089580536	-0.67453957	-0.17566586	0.37717438	0.089580536	0.15807915	35_13749	"Cluster: Phytosulfokine-alpha 1 precursor; n=2; Triticum aestivum|Rep: Phytosulfokine-alpha 1 precursor - Triticum aestivum (Wheat)"	UniRef90_Q0QD30	CHR3V7|COORD:8063070..8064482| leucine-rich repeat family protein / extensin family protein	AT3G22800.1	CHR11V5|COORD:2287185..2288453|protein phytosulfokines 2 precursor, putative, expressed	LOC_Os11g05190.1	no descriptionnot assigned PSK TT_ORF1	not assigned.unknown	35_2

CUST_143522_PI403524517	2	0.025793552	0.2673669	-0.032352448	0.045893192	-0.29066515	-0.025793552	35_40212	"Cluster: IQ calmodulin-binding motif family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: IQ calmodulin-binding motif family protein, exp"	UniRef90_Q10RF0	"CHR4V7|COORD:8470444..8471898| IQD19 (IQ-DOMAIN 19); calmodulin binding"	AT4G14750.1	CHR03V5|COORD:3289560..3291678|protein calmodulin binding protein, putative, expressed	LOC_Os03g06570.1	no description	not assigned.unknown	35_2

CUST_177739_PI403524517	2	0.09458828	0.78342915	-0.02513504	-0.14788151	0.02513504	-0.05024433	35_49438	Rep: Ferredoxin-sulfite reductase precursor - Zea mays (Maize)	UniRef90_O23813	"CHR5V7|COORD:1319405..1322299| SIR (sulfite reductase); sulfite reductase (ferredoxin)"	AT5G04590.1	CHR05V5|COORD:24698840..24694151|protein sulfite reductase, putative, expressed	LOC_Os05g42350.1	"no descriptionvery weakly similar to (79.3)AT5G04590| Symbols: SIR | SIR (sulfite reductase); sulfite reductase (ferredoxin) | chr5:1319405-1322299 FORWARDnot assigned"	S-assimilation.sulfite redox	14_3

CUST_49294_PI403524517	2	0.10583782	-0.27608395	-0.14935493	-0.012002945	0.012003899	0.045358658	35_14063	"Cluster: Chromosome undetermined SCAF2754, whole genome shotgun sequence; n=5; Eumetazoa|Rep: Chromosome undetermined SCAF2754, whole genome shotgun sequence -"	UniRef90_Q4THQ6	CHR5V7|COORD:3270479..3270889| histone H3	AT5G10400.1	CHR06V5|COORD:3048172..3045566|protein core histone H2A/H2B/H3/H4 family protein, expressed	LOC_Os06g06480.1	no descriptionweakly similar to ( 151)AT5G65360| Symbols:  | histone H3 | chr5:26137325-26137735 REVERSEweakly similar to ( 152)H32_WHEATHistone H3.2 - Triticum aestivum (Wheat)not assigned not assigned not assigned H3 Histone HHT1	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_83979_PI403524517	2	0.023698807	0.43349504	0.2534094	-0.26298046	-0.46919918	-0.023699284	35_24070	"Cluster: Hypothetical protein F28M20.240; n=1; Arabidopsis thaliana|Rep: Hypothetical protein F28M20.240 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9SB74	"CHR4V7|COORD:15297067..15306042| similar to myosin-related [Arabidopsis thaliana] (TAIR:AT1G24460.1); similar to hypothetical protein, conserved [Leishmania"	AT4G31570.1	0	0	" no descriptionmoderately similar to ( 207)AT4G31570| Symbols:  | similar to myosin-related [Arabidopsis thaliana] (TAIR:AT1G24460.1); similar to hypothetical protein, conserved [Leishmania major] (GB:CAJ07774.1); contains InterPro domain Prefoldin; (InterPro:IPR009053); contains InterPro domain t-snare; (InterPro:IPR010989) | chr4:15297067-15306042 FORWARDnot assigned "	DNA.synthesis/chromatin structure	28_1

CUST_91824_PI403524517	2	0.036248207	-0.39123917	-0.01941967	0.019418716	-0.054205894	0.17654228	35_26253	"Cluster: Hypothetical protein OSJNBa0085L11.2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0085L11.2 - Oryza sativa (japonica cu"	UniRef90_Q5VMN7	0	0	0	0	no description	not assigned.unknown	35_2

CUST_49620_PI403524517	2	-0.08112526	0.37473583	0.01526165	-0.06488705	0.0012407303	-0.001241684	35_14151	"Cluster: Zinc metalloproteinase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Zinc metalloproteinase-like - Oryza sativa (japonica"	UniRef90_Q6ZK12	"CHR5V7|COORD:13882257..13885347| similar to zinc ion binding [Arabidopsis thaliana] (TAIR:AT1G55915.1); similar to Os08g0500800 [Oryza sativa (japonica"	AT5G35690.1	CHR08V5|COORD:24594102..24598380|protein expressed protein	LOC_Os08g39150.1	"no descriptionhighly similar to ( 505)AT5G35690| Symbols:  | similar to zinc ion binding [Arabidopsis thaliana] (TAIR:AT1G55915.1); similar to Os08g0500800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001062160.1); similar to hypothetical protein FG01697.1 [Gibberella zeae PH-1] (GB:XP_381873.1); contains InterPro domain WLM; (InterPro:IPR013536); contains InterPro domain PUG; (InterPro:IPR006567) | chr5:13882257-13885347 REVERSEnot assigned WLM PUB"	protein.degradation.metalloprotease	29_5_7

CUST_74273_PI403524517	2	-0.08275223	0.42656612	0.002070427	-0.17255116	-0.0020713806	0.30090618	35_21300	"Cluster: Putative fatty acid elongase 3-ketoacyl-CoA synthase 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative fatty acid elongase 3-ketoacyl-CoA sy"	UniRef90_Q6K3E6	CHR2V7|COORD:12282796..12284226| beta-ketoacyl-CoA synthase family protein	AT2G28630.1	CHR02V5|COORD:34847918..34849943|protein acyltransferase, putative, expressed	LOC_Os02g56860.1	no descriptionmoderately similar to ( 236)AT2G28630| Symbols:  | beta-ketoacyl-CoA synthase family protein | chr2:12282796-12284226 REVERSECHS_like FAE1_CUT1_RppA KAS_III ACP_syn_III_C FabH PRK09352 BcsA init_cond_enzymes PRK12678 PRK12879	lipid metabolism.FA synthesis and FA elongation.beta ketoacyl CoA synthase	11_1_10

CUST_13403_PI404877155	2	0.073176384	0.20083237	-0.017796516	-0.14769268	-0.12665176	0.017796516	Contig7120_at	pyridoxal-5'-phosphate-dependent enzyme, beta family protein [Arabidopsis thaliana]	NP_175984.1	pyridoxal-5'-phosphate- dependent enzyme, beta family protein	At1g55880.1	protein F14J16.13	Os03g11660	"cysteine synthase - pyridoxal-5'-phosphate-dependent enzyme, beta family; similar to SP|P50867 Cysteine synthase (EC 4.2.99.8) (O-acetylserine sulfhydrylase) (O-acetylserine (Thiol)-lyase) (Aspergillus nidulans) {Emericella nidulans}; contains Pfam profil"	amino acid metabolism.synthesis.serine-glycine-cysteine group.cysteine.OASTL	13_1_5_3_01

CUST_58956_PI403524517	2	-0.15949154	-0.06286526	0.06286526	0.07640457	0.2572899	-0.14540672	35_16818	Rep: UDP-D-xylose epimerase 1 - Hordeum vulgare (Barley)	UniRef90_Q2LC83	"CHR1V7|COORD:10855478..10857952| MUR4 (MURUS 4); catalytic"	AT1G30620.2	CHR07V5|COORD:2078300..2081829|protein UDP-arabinose 4-epimerase 1, putative, expressed	LOC_Os07g04690.2	 no descriptionhighly similar to ( 636)AT1G30620| Symbols: UXE1, MUR4 | MUR4 (MURUS 4) | chr1:10855478-10857952 FORWARDhighly similar to ( 751)ARAE1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned GalE PRK10675 WcaG Epimerase RfbB Gmd PRK10084 COG1086 Polysacc_synt_2 PRK10217 rfaD 3Beta_HSD RfbD RmlD_sub_bind COG3320 NAD_binding_4 	cell wall.precursor synthesis.MUR4	10_1_9

CUST_18254_PI404877155	2	-0.21834278	0.043132782	-0.11629772	0.116518974	-0.043132782	0.15103245	HVSMEf0020J20f2_s_at	unnamed protein product [Oryza sativa (japonica cultivar-group)] dbj|BAB07934.1| NADP-dependent malic enzyme [Oryza sativa (japonica cultiva	NP_914533.1	malate oxidoreductase, putative	At1g79750.1	protein Malic enzyme, N-terminal domain, putative	Os01g09320	Oryza sativa NADP-dependent malic enzyme, chloroplast precursor	TCA / org. transformation.other organic acid transformations.malic	8_2_10

CUST_20897_PI399408534	2	0.0032892227	0.15441418	0.016222954	-0.014576912	-0.15208435	-0.0032892227	35_19774	"Cluster: Putative Systemin receptor SR160; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Systemin receptor SR160 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6ZDZ0	CHR2V7|COORD:7046764..7050015| leucine-rich repeat transmembrane protein kinase, putative	AT2G16250.1	CHR07V5|COORD:1849699..1854499|protein wound and phytochrome signaling involved receptor like kinase, putative, expressed	LOC_Os07g04220.1	 no descriptionmoderately similar to ( 250)AT2G16250| Symbols:  | leucine-rich repeat transmembrane protein kinase, putative | chr2:7046764-7050015 REVERSEweakly similar to ( 102)PSKR_DAUCAPhytosulfokine receptor precursor - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned Pkinase PTKc S_TKc Pkinase_Tyr S_TKc TyrKc 	signalling.receptor kinases.misc	30_2_99

CUST_75057_PI403524517	2	-0.00446558	0.087316036	-0.12248373	0.00446558	0.043949604	-0.2630353	35_21515	"Cluster: Hypothetical protein OJ1333_C12.2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1333_C12.2 - Oryza sativa (japonica cultivar"	UniRef90_Q5WMS9	"CHR2V7|COORD:13016148..13017944| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G01970.1); similar to Os05g0315200 [Oryza sativa (japonica"	AT2G30530.1	CHR05V5|COORD:14432249..14436152|protein expressed protein	LOC_Os05g25070.1	"no descriptionvery weakly similar to (64.3)AT2G30530| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G01970.1); similar to Os05g0315200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001055171.1); similar to Os11g0118800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001065600.1); similar to expressed protein-like protein [Sorghum bicolor] (GB:AAO16693.1) | chr2:13016148-13017944 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Protamine_P1 PRK07764 Drf_FH1 TT_ORF1 Extensin_2"	not assigned.unknown	35_2

CUST_112559_PI403524517	2	0.25205183	-0.055953026	0.055953503	-0.09692478	0.58165264	-0.2882414	35_31950	"Cluster: Os10g0436800 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os10g0436800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IXH9		0	0	0	no description	not assigned.unknown	35_2

CUST_29998_PI403524517	2	0.30274868	0.47053337	-0.081539154	-0.09162998	-0.13380623	0.08154011	35_8660	"Cluster: 26S proteasome regulatory particle non-ATPase subunit12; n=1; Oryza sativa (japonica cultivar-group)|Rep: 26S proteasome regulatory particle"	UniRef90_Q8W423	CHR1V7|COORD:23960122..23961783| 26S proteasome regulatory subunit, putative (RPN12)	AT1G64520.1	CHR07V5|COORD:14528829..14525753|protein 26S proteasome non-ATPase regulatory subunit 8, putative, expressed	LOC_Os07g25420.1	 no descriptionmoderately similar to ( 288)AT1G64520| Symbols:  | 26S proteasome regulatory subunit, putative (RPN12) | chr1:23960122-23961783 FORWARDnot assigned not assigned SAC3_GANP 	protein.degradation.ubiquitin.proteasom	29_5_11_20

CUST_77158_PI403524517	2	-0.77495575	-0.53602076	0.70067024	-0.031309605	0.03131008	0.094613075	35_22118	Rep: Cytochrome P450 - Oryza sativa (Rice)	UniRef90_Q8S9F0	"CHR3V7|COORD:4934485..4936469| CYP72A14 (cytochrome P450, family 72, subfamily A, polypeptide 14); oxygen binding"	AT3G14680.1	CHR01V5|COORD:25393019..25395136|protein cytochrome P450 72A1, putative, expressed	LOC_Os01g43750.1	" no descriptionmoderately similar to ( 362)AT3G14680| Symbols: CYP72A14 | CYP72A14 (cytochrome P450, family 72, subfamily A, polypeptide 14); oxygen binding | chr3:4934485-4936469 FORWARDmoderately similar to ( 341)C72A1_CATROCytochrome P450 72A1 - Catharanthus roseus (Rosy periwinkle) (Madagascar periwinkle)not assigned not assigned not assigned not assigned not assigned p450 CypX "	misc.cytochrome P450	26_10

CUST_9097_PI404877155	2	-0.5439482	0.05738926	0.010231972	0.48827553	-0.30523014	-0.010231018	Contig2888_at	NADP malic enzyme [Oryza sativa (japonica cultivar-group)] gb|AAV31249.1| NADP malic enzyme [Oryza sativa (japonica cultivar-group)]	AAQ99276.1	malate oxidoreductase, putative	At5g25880.1	protein Malic enzyme, NAD binding domain, putative	Os05g09440	dependent malic protein	TCA / org. transformation.other organic acid transformations.malic	8_2_10

CUST_38091_PI403524517	2	0.044103622	-0.3665495	0.22995281	-0.029681206	-0.19527721	0.029681206	35_10961	Rep: Hypothetical protein orf424 - Zea mays subsp. mays (maize)	UniRef90_Q1KKI0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_68325_PI403524517	2	0.053819656	-0.33547783	-0.096969604	0.041716576	-0.01882267	0.018823624	35_19535	"Cluster: Hypothetical protein OSJNBa0015N08.27; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0015N08.27 - Oryza sativa (japonica"	UniRef90_Q851X4	"CHR1V7|COORD:27802180..27803183| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G49410.2); similar to Os08g0360000 [Oryza sativa (japonica"	AT1G73940.1	CHR03V5|COORD:35838326..35836166|protein expressed protein	LOC_Os03g63550.1	"no descriptionweakly similar to ( 115)AT1G73940| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G49410.2); similar to Os08g0360000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001061634.1); similar to Os03g0852500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001051924.1) | chr1:27802180-27803183 REVERSE"	not assigned.unknown	35_2

CUST_61959_PI403524517	2	0.060750008	0.14997673	-0.027938843	0.027939796	-0.0651741	-0.0642395	35_17675	"Cluster: Hypothetical protein P0551A03.32; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0551A03.32 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5Z6U3	"CHR3V7|COORD:21527752..21530106| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G42370.1); similar to Os06g0538200 [Oryza sativa (japonica"	AT3G58110.1	CHR06V5|COORD:20168369..20176200|protein expressed protein	LOC_Os06g34710.1	"no descriptionvery weakly similar to (91.3)AT3G58110| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G42370.1); similar to Os06g0538200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001057797.1); similar to hypothetical protein [Plasmodium falciparum 3D7] (GB:NP_703434.1); similar to retinitis pigmentosa GTPase regulator-like protein [Takifugu rubripes] (GB:AAG00554.1) | chr3:21527752-21530106 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned MDN1 ROM1 COG5099"	not assigned.unknown	35_2

CUST_9434_PI404877155	2	-0.054841995	0.20895863	0.064128876	0.0365839	-0.036584854	-0.109228134	Contig3170_at	Ras-related GTP-binding protein [Oryza sativa (japonica cultivar-group)] gb|AAO18437.1| Ras-related GTP-binding protein [Oryza sativa (japon	NP_910043.1	Ras-related GTP-binding protein, putative	At1g07410.1	protein Ras-related GTP-binding protein	Os03g60870	3.3_Fork head   T02292 FOXG1a	signalling.G-proteins	30_5

CUST_28660_PI399408534	2	0.10526276	0.8030901	-0.014228821	-0.3038063	-0.20348167	0.014227867	35_7727	"Cluster: Proline-rich spliceosome-associated protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Proline-rich spliceosome-associated protein-like - O"	UniRef90_Q651K8	CHR5V7|COORD:15474616..15477696| proline-rich spliceosome-associated (PSP) family protein / zinc knuckle (CCHC-type) family protein	AT5G38600.1	CHR06V5|COORD:17273403..17279408|protein nucleic acid binding protein, putative, expressed	LOC_Os06g30020.1	no descriptionmoderately similar to ( 206)AT1G67210| Symbols:  | proline-rich spliceosome-associated (PSP) family protein / zinc knuckle (CCHC-type) family protein | chr1:25145002-25147437 FORWARDnot assigned not assigned PSP PSP BASIC	RNA.processing.splicing	27_1_1

CUST_62372_PI403524517	2	0.21006966	-0.52591515	0.040483475	-0.022441864	0.0068073273	-0.0068073273	35_17785	"Cluster: Putative MFP1 attachment factor 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative MFP1 attachment factor 1 - Oryza sativa (japonica cultivar"	UniRef90_Q7XIN7	CHR1V7|COORD:17300621..17301163| WPP2 (WPP domain protein 2)	AT1G47200.1	CHR07V5|COORD:24175707..24181143|protein got1-like family protein, expressed	LOC_Os07g40320.1	no descriptionvery weakly similar to (65.1)AT5G43070| Symbols: WPP1 | WPP1 (WPP domain protein 1) | chr5:17306487-17306954 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 Tymo_45kd_70kd Atrophin-1 PRK07764 HPC2 PRK07003 GRASP55_65 AF-4 Pneumo_att_G Extensin_2 PRK09169 DUF1421	cell.organisation	31_1

CUST_148900_PI403524517	2	-0.29536915	0.05257082	-0.6560221	0.11083698	0.071320534	-0.052571297	35_41654	"Cluster: Putative arsenite transport subunit B; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative arsenite transport subunit B - Oryza sativa (japonica"	UniRef90_Q6K6Z6	CHR1V7|COORD:440757..442459| transmembrane protein, putative	AT1G02260.1	CHR02V5|COORD:35280916..35284847|protein arsenite transport subunit B, putative, expressed	LOC_Os02g57620.1	 no descriptionvery weakly similar to (66.2)AT1G02260| Symbols:  | transmembrane protein, putative | chr1:440757-442459 REVERSEnot assigned 	not assigned.no ontology	35_1

CUST_93500_PI403524517	2	-0.079669476	-0.010365009	-0.07891607	0.25331402	0.0103645325	0.06997013	35_26734	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QUP8	CHR4V7|COORD:7758606..7760888| leucine-rich repeat family protein / extensin family protein	AT4G13340.1	CHR12V5|COORD:8856763..8858428|protein expressed protein	LOC_Os12g15520.2	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12678 Atrophin-1 PRK12323 Tymo_45kd_70kd Extensin_2 PRK05648 DUF1421 PRK07764 GRASP55_65 Drf_FH1	not assigned.unknown	35_2

CUST_105444_PI403524517	2	-0.11302042	2.7778034	0.11302042	-0.84562206	-1.8873286	0.25464296	35_30031	"Cluster: Hypothetical protein P0708B04.28; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0708B04.28 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6Z8Q4		0	CHR08V5|COORD:21510757..21513825|protein expressed protein	LOC_Os08g34500.1	no description	not assigned.unknown	35_2

CUST_29382_PI403524517	2	0.0035572052	0.21285248	0.21790123	-0.08003235	-0.13574696	-0.0035562515	35_8490	"Cluster: Hypothetical protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53QG8	0	0	CHR08V5|COORD:21492597..21491884|protein conserved hypothetical protein	LOC_Os08g34450.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_131450_PI403524517	2	0.3315177	0.22858953	-0.40495396	-0.061169147	-0.3034444	0.061169147	35_36918	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_3019_PI404877155	2	0.07532692	-0.095149994	-0.049674988	-0.025752068	0.025751114	0.1679306	Contig13445_at	VEF family protein [Zea mays]	AAO84022.1	embryonic flower 2 (EMF2)	At5g51230.2	protein VEF family protein	Os09g13630	gi|29569111|gb|AAO84022.1| VEF family protein	RNA.regulation of transcription.Polycomb Group (PcG)	27_3_65

CUST_124403_PI403524517	2	-0.6307955	0.008414745	-0.35067415	0.28288937	-0.0084142685	0.39400625	35_35067	"Cluster: Marker Xucw84; n=1; Triticum turgidum subsp. dicoccoides|Rep: Marker Xucw84 - Triticum turgidum subsp. dicoccoides"	UniRef90_A0SPK3		0	CHR02V5|COORD:2037523..2040434|protein expressed protein	LOC_Os02g04560.1	no description	not assigned.unknown	35_2

CUST_51202_PI403524517	2	0.070611954	-0.5567093	-0.100260735	0.09445572	-0.056648254	0.0566473	35_14599	"Cluster: Eukaryotic translation initiation factor 1A; n=3; BEP clade|Rep: Eukaryotic translation initiation factor 1A - Triticum aestivum (Wheat)"	UniRef90_P47815	CHR2V7|COORD:1574799..1575236| eukaryotic translation initiation factor 1A, putative / eIF-1A, putative / eIF-4C, putative	AT2G04520.1	CHR06V5|COORD:13684423..13685181|protein eukaryotic translation initiation factor 1A, putative, expressed	LOC_Os06g23440.1	 no descriptionmoderately similar to ( 203)AT2G04520| Symbols:  | eukaryotic translation initiation factor 1A, putative / eIF-1A, putative / eIF-4C, putative | chr2:1574799-1575236 REVERSEmoderately similar to ( 222)IF1A_WHEATEukaryotic translation initiation factor 1A - Triticum aestivum (Wheat)not assigned not assigned not assigned eIF1a eIF-1a PRK04012 InfA PRK12678 Gag_spuma 	protein.synthesis.initiation	29_2_3

CUST_71689_PI403524517	2	-0.18132782	-0.13920021	0.25627518	-0.015604973	0.015604019	0.063453674	35_20550	"Cluster: Plastidic alpha 1,4-glucan phosphorylase; n=4; Triticum aestivum|Rep: Plastidic alpha 1,4-glucan phosphorylase - Triticum aestivum (Wheat)"	UniRef90_Q6UZD6	CHR3V7|COORD:11254108..11258824| glucan phosphorylase, putative	AT3G29320.1	CHR03V5|COORD:31278112..31271345|protein alpha-1,4 glucan phosphorylase, L isozyme, chloroplast precursor, putative, expressed	LOC_Os03g55090.1	 no descriptionmoderately similar to ( 233)AT3G29320| Symbols:  | glucan phosphorylase, putative | chr3:11254108-11258824 FORWARDmoderately similar to ( 245)PHSL_IPOBAAlpha-1,4 glucan phosphorylase L isozyme, chloroplast precursor - Ipomoea batatas (Sweet potato) (Batate)not assigned Phosphorylase GlgP 	major CHO metabolism.degradation.starch.starch phosphorylase	2_2_2_2

CUST_68550_PI403524517	2	0.24832964	-0.027327538	0.27134514	0.027328014	-0.14913702	-0.03429556	35_19609	"Cluster: Hypothetical protein OJ1005_B11.6; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1005_B11.6 - Oryza sativa (japonica cultivar"	UniRef90_Q6L539	CHR5V7|COORD:26378818..26380567| BSD domain-containing protein	AT5G65910.1	CHR05V5|COORD:25212501..25215933|protein BSD domain containing protein, expressed	LOC_Os05g43520.2	no descriptionmoderately similar to ( 214)AT5G65910| Symbols:  | BSD domain-containing protein | chr5:26378818-26380567 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 BSD PRK07764 PRK12678 BSD	not assigned.no ontology.BSD domain-containing protein	35_1_8

CUST_59346_PI403524517	2	-0.12196255	-0.45163727	-0.0298872	0.0298872	0.09534454	0.051831245	35_16922	Rep: H0714H04.9 protein - Oryza sativa (Rice)	UniRef90_Q01JU3	"CHR3V7|COORD:6404276..6407828| ATRANGAP1 (RAN GTPASE-ACTIVATING PROTEIN 1); nucleic acid binding"	AT3G18610.1	CHR04V5|COORD:31325067..31332184|protein nucleolin, putative, expressed	LOC_Os04g52960.1	 no descriptionmoderately similar to ( 205)AT1G48920| Symbols: ATNUC-L1, PARL1 | nucleolin, putative | chr1:18101854-18105090 FORWARDvery weakly similar to (69.3)ROC1_SPIOL28 kDa ribonucleoprotein, chloroplast - Spinacia oleracea (Spinach)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG0724 RRM AF-4 DMP1 TFIIF_alpha PRK08581 PRK07735 RRM_1 Ehrlichia_rpt CDC27 DUF612 HPC2 MDN1 Herpes_UL32 Caldesmon Treacle DUF1752 PBP1 PRK07003 Utp14 COG5644 BUD22 tolA Mpp10 CobT BASP1 CobT MARCKS NESP55 Atrophin-1 Red1 	RNA.RNA binding	27_4

CUST_69614_PI403524517	2	-0.12609291	-0.045633316	0.184062	0.07010269	0.045633316	-0.08169317	35_19919	"Cluster: Zinc finger (CCCH-type) protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Zinc finger (CCCH-type) protein-like - Oryza sativa (japonica cu"	UniRef90_Q5N7H4	0	0	CHR01V5|COORD:38751470..38740020|protein plus-3 domain containing protein, expressed	LOC_Os01g66140.1	no description	not assigned.unknown	35_2

CUST_20957_PI403524517	2	-0.016007423	0.4960022	0.06309414	-0.2241745	0.016008377	-0.04520321	35_6083	"Cluster: Putative prolylcarboxypeptidase, isoform 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative prolylcarboxypeptidase, isoform 1 - Oryza sativa"	UniRef90_Q5ZAM8	CHR5V7|COORD:26325515..26328117| serine carboxypeptidase S28 family protein	AT5G65760.1	CHR01V5|COORD:32664908..32661500|protein lysosomal Pro-X carboxypeptidase precursor, putative, expressed	LOC_Os01g56150.1	no descriptionhighly similar to ( 547)AT5G65760| Symbols:  | serine carboxypeptidase S28 family protein | chr5:26325515-26328117 FORWARDnot assigned not assigned Peptidase_S28	protein.degradation	29_5

CUST_111615_PI403524517	2	-0.04061508	-0.12671757	-0.12117386	0.16176605	0.3196249	0.04061508	35_31691	Rep: Hypothetical protein SB32H17.7 - Sorghum bicolor (Sorghum) (Sorghum vulgare)	UniRef90_Q8W0R1		0	CHR03V5|COORD:25581240..25585302|protein RNA binding protein, putative, expressed	LOC_Os03g45400.1	no description	not assigned.unknown	35_2

CUST_54119_PI403524517	2	0.08355522	-0.47798538	-0.067071915	0.09942627	0.0056209564	-0.0056209564	35_15399	Rep: Fructokinase-2 - Oryza sativa (Rice)	UniRef90_Q944F5	CHR4V7|COORD:6371482..6372766| pfkB-type carbohydrate kinase family protein	AT4G10260.1	CHR08V5|COORD:694899..697668|protein fructokinase-2, putative, expressed	LOC_Os08g02120.1	no descriptionmoderately similar to ( 465)AT4G10260| Symbols:  | pfkB-type carbohydrate kinase family protein | chr4:6371482-6372766 REVERSEhighly similar to ( 578)SCRK2_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned bac_FRK PfkB PRK09434 KdgK RbsK ribokinase ribokinase_group_A PRK11142 ribokinase_group_B adenosine_kinase Fructoselysine_kinase_like Herpes_BLLF1 Guanosine_kinase_like RfaE_like YegV_kinase_like FruK PRK07003 YeiC_kinase_like Atrophin-1 FruK_PfkB_like TT_ORF1 PRK12323 HPC2 ribokinase_pfkB_like RfaE DUF566 APC_basic Tymo_45kd_70kd PRK07764 DUF1777 ribokinase_group_D AF-4 Protamine_P1 PRK11316 ribokinase_group_C PRK12678 FimV Herpes_TAF50 Adeno_VII Metaviral_G IER	major CHO metabolism.degradation.sucrose.fructokinase	2_2_1_1

CUST_34809_PI403524517	2	0.110933304	0.2010889	0.22270966	-0.110933304	-0.62246275	-0.26663542	35_10036	"Cluster: Hypothetical protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6TUA6	"CHR2V7|COORD:15959894..15962442| ATGPAT6/GPAT6 (GLYCEROL-3-PHOSPHATE ACYLTRANSFERASE 6); 1-acylglycerol-3-phosphate O-acyltransferase/"	AT2G38110.1	CHR03V5|COORD:30104124..30102308|protein glycerol-3-phosphate acyltransferase 8, putative	LOC_Os03g52570.1	no descriptionvery weakly similar to (99.8)AT4G00400| Symbols:  | phospholipid/glycerol acyltransferase family protein | chr4:174312-176734 REVERSEnot assigned not assigned not assigned PRK12323 PRK07003	lipid metabolism.Phospholipid synthesis	11_3

CUST_26528_PI403524517	2	0.25622654	-0.10906792	-0.078253746	-0.08219528	0.18425465	0.078253746	35_7683	"Cluster: Mitochondrial carrier protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Mitochondrial carrier protein, expressed - Oryza sativa (jap"	UniRef90_Q10NJ7	CHR3V7|COORD:20651027..20653390| mitochondrial substrate carrier family protein	AT3G55640.1	CHR03V5|COORD:8845017..8848273|protein protein brittle-1, chloroplast precursor, putative, expressed	LOC_Os03g16080.1	 no descriptionmoderately similar to ( 338)AT3G55640| Symbols:  | mitochondrial substrate carrier family protein | chr3:20651027-20653390 FORWARDweakly similar to ( 132)BT1_MAIZEProtein brittle-1, chloroplast precursor - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Mito_carr 	transport.metabolite transporters at the mitochondrial membrane	34_9

CUST_120679_PI403524517	2	-0.00554657	0.19516087	-0.11483383	0.00554657	-0.038469315	0.07172012	35_34107	"Cluster: Hypothetical protein OSJNBa0014E22.23-1; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0014E22.23-1 - Oryza sativa (japon"	UniRef90_Q6H5V9	"CHR5V7|COORD:7870722..7874286| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G48840.1); similar to Os04g0677400 [Oryza sativa (japonica"	AT5G23390.1	CHR02V5|COORD:25569039..25563305|protein expressed protein	LOC_Os02g42530.2	"no descriptionvery weakly similar to (56.6)AT5G23390| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G48840.1); similar to Os04g0677400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001054264.1); similar to Os02g0637800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001047529.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD25093.1); contains InterPro domain Longin-like; (InterPro:IPR011012); contains InterPro domain Protein of unknown function DUF639; (InterPro:IPR006927) | chr5:7870722-7874286 REVERSEDUF639"	not assigned.unknown	35_2

CUST_10798_PI403524517	2	0.0025787354	0.10799694	0.045529366	-0.018156052	-0.002579689	-0.038764954	35_3049	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ATQ2	CHR4V7|COORD:9341174..9342577| catalytic	AT4G16580.1	CHR03V5|COORD:33788757..33784713|protein fos intronic gene CG7615-PA, putative, expressed	LOC_Os03g59470.1	no descriptionmoderately similar to ( 253)AT4G16580| Symbols:  | catalytic | chr4:9341174-9342577 REVERSEnot assigned not assigned not assigned not assigned not assigned PRK07003 Atrophin-1 PRK12323 TT_ORF1 PP2Cc PRK07764 PTC1	not assigned.unknown	35_2

CUST_99229_PI403524517	2	0.1806736	-0.47386408	-0.15010357	-0.048763275	0.048763275	0.24629593	35_28324	"Cluster: Os07g0549900 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os07g0549900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D5M3	CHR5V7|COORD:24068875..24069186| histone H4	AT5G59690.1	CHR10V5|COORD:20690219..20689571|protein histone H4, putative, expressed	LOC_Os10g39410.1	no descriptionweakly similar to ( 109)AT5G59970| Symbols:  | histone H4 | chr5:24163578-24163889 REVERSEweakly similar to ( 109)H4_PEAHistone H4 - Pisum sativum (Garden pea)not assigned H4 H4 HHT1	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_47687_PI403524517	2	0.001077652	-0.44826508	-0.109903336	-0.0010757446	0.06093216	0.021419525	35_13645	"Cluster: Os01g0835900 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0835900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JHY5	CHR5V7|COORD:24068875..24069186| histone H4	AT5G59690.1	CHR10V5|COORD:20690219..20689571|protein histone H4, putative, expressed	LOC_Os10g39410.1	no descriptionweakly similar to ( 162)AT5G59970| Symbols:  | histone H4 | chr5:24163578-24163889 REVERSEweakly similar to ( 162)H4_PEAHistone H4 - Pisum sativum (Garden pea)not assigned not assigned H4 H4 HHT1 Histone	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_90661_PI403524517	2	0.08385563	0.011900902	-0.7814188	0.11434412	-0.011900425	-0.2004962	35_25929	"Cluster: Putative GDSL-motif lipase/hydrolase protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative GDSL-motif lipase/hydrolase protein - Oryza sat"	UniRef90_Q6ZCC3	CHR1V7|COORD:26953057..26955142| GDSL-motif lipase/hydrolase family protein	AT1G71691.2	CHR08V5|COORD:679941..687533|protein anther-specific proline-rich protein APG, putative, expressed	LOC_Os08g02094.1	no descriptionweakly similar to ( 194)AT1G71691| Symbols:  | GDSL-motif lipase/hydrolase family protein | chr1:26953057-26954835 REVERSEvery weakly similar to (58.2)APG_BRANAAnther-specific proline-rich protein APG - Brassica napus (Rape)SGNH_plant_lipase_like fatty_acyltransferase_like	misc.GDSL-motif lipase	26_28

CUST_153279_PI403524517	2	0.2551732	0.3250513	0.16241741	-0.18500137	-0.16241789	-0.16456985	35_42839	Rep: OSIGBa0118P15.6 protein - Oryza sativa (Rice)	UniRef90_Q01KK5	"CHR4V7|COORD:14754534..14759517| VLN4 (ARABIDOPSIS THALIANA VILLIN 4); actin binding"	AT4G30160.1	CHR04V5|COORD:30253922..30244786|protein villin-4, putative, expressed	LOC_Os04g51440.2	" no descriptionweakly similar to ( 155)AT4G30160| Symbols: ATVLN4, VLN4 | VLN4 (ARABIDOPSIS THALIANA VILLIN 4); actin binding | chr4:14754534-14759517 FORWARDnot assigned not assigned "	cell.organisation	31_1

CUST_175066_PI403524517	2	-0.055102825	0.055102825	-0.23052216	0.13461876	0.055912018	-0.08705711	35_48731	Rep: AT5g52970/MNB8_3 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q94AF5	CHR5V7|COORD:21496846..21498244| thylakoid lumen 15.0 kDa protein	AT5G52970.1	CHR07V5|COORD:20934397..20939958|protein permeases of the major facilitator superfamily, putative, expressed	LOC_Os07g34950.2	no descriptionvery weakly similar to ( 100)AT5G52970| Symbols:  | thylakoid lumen 15.0 kDa protein | chr5:21496846-21498244 FORWARD	not assigned.no ontology	35_1

CUST_164111_PI403524517	2	-0.03433323	-0.025085926	0.32388783	0.024634838	0.44850016	-0.024634361	35_45752	Rep: Hypothetical protein - Gibberella zeae (Fusarium graminearum)	UniRef90_Q4IPY6	"CHR1V7|COORD:9532029..9533794| APT1 (ADENINE PHOSPHORIBOSYLTRANSFERASE 1); adenine phosphoribosyltransferase"	AT1G27450.1	CHR12V5|COORD:24606304..24603370|protein adenine phosphoribosyltransferase 1, putative, expressed	LOC_Os12g39860.1	"no descriptionvery weakly similar to (76.6)AT4G22570| Symbols: APT3 | APT3 (ADENINE PHOSPHORIBOSYL TRANSFERASE 3); adenine phosphoribosyltransferase | chr4:11882321-11885261 REVERSEvery weakly similar to (79.7)APT1_WHEATAdenine phosphoribosyltransferase 1 - Triticum aestivum (Wheat)not assigned PRK02304 Apt PRK12560 Pribosyltran"	nucleotide metabolism.salvage.phosphoribosyltransferases.aprt	23_3_1_1

CUST_15383_PI403524517	2	0.10190964	-0.17188454	0.021411896	-0.08481979	0.041721344	-0.021411896	35_4436	"Cluster: Got1-like family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Got1-like family protein, expressed - Oryza sativa (japonica cult"	UniRef90_Q10Q55	CHR5V7|COORD:176796..178009| Got1-like family protein	AT5G01430.1	CHR03V5|COORD:5686474..5689197|protein golgi transport 1 protein B, putative, expressed	LOC_Os03g11100.1	no descriptionmoderately similar to ( 208)AT5G01430| Symbols:  | Got1-like family protein | chr5:176796-178009 REVERSEnot assigned Got1 GOT1	not assigned.no ontology	35_1

CUST_49893_PI403524517	2	-0.20413017	-0.021657944	0.42991257	0.29113388	6.284714E-4	-6.2942505E-4	35_14243	Rep: Phenylalanine ammonia-lyase - Oryza sativa (Rice)	UniRef90_P14717	"CHR2V7|COORD:15564681..15567316| PAL1 (PHE AMMONIA LYASE 1); phenylalanine ammonia-lyase"	AT2G37040.1	CHR02V5|COORD:24971451..24964832|protein phenylalanine ammonia-lyase, putative, expressed	LOC_Os02g41630.2	"no descriptionhighly similar to ( 969)AT2G37040| Symbols: PAL1 | PAL1 (PHE AMMONIA LYASE 1); phenylalanine ammonia-lyase | chr2:15564681-15567316 REVERSEnearly identical (1240)PAL1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PAL PAL-HAL HutH PRK09367 Atrophin-1 Herpes_BLLF1 Tymo_45kd_70kd Lyase_I_like PRK07003 PRK07764 PRK12323 AF-4 APC_basic Glutenin_hmw DUF566 HPC2 KAR9 PRK09169 PRK08770"	secondary metabolism.phenylpropanoids.lignin biosynthesis.PAL	16_2_1_1

CUST_60337_PI403524517	2	0.15127277	0.07699585	-0.025928497	-0.085344315	-0.03524971	0.025927544	35_17199	Rep: Cp33Hv - Hordeum vulgare (Barley)	UniRef90_O81989	"CHR3V7|COORD:19432597..19433833| CP33 (PIGMENT DEFECTIVE 322); RNA binding"	AT3G52380.1	CHR07V5|COORD:3122904..3120911|protein ribonucleoprotein, chloroplast precursor, putative, expressed	LOC_Os07g06450.1	" no descriptionmoderately similar to ( 229)AT3G52380| Symbols: PDE322, CP33 | CP33 (PIGMENT DEFECTIVE 322); RNA binding | chr3:19432597-19433833 FORWARDmoderately similar to ( 205)ROC5_NICSY33 kDa ribonucleoprotein, chloroplast precursor - Nicotiana sylvestris (Wood tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG0724 RRM RRM_1 Tymo_45kd_70kd "	RNA.RNA binding	27_4

CUST_117673_PI403524517	2	0.47100925	0.41600323	-0.0706768	0.0706768	-0.3876171	-0.5498104	35_33338	"Cluster: Putative mitochondrial half-ABC transporter; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative mitochondrial half-ABC transporter - Oryza sativ"	UniRef90_Q658I3	"CHR5V7|COORD:23579394..23584266| STA1 (STARIK 1); ATPase, coupled to transmembrane movement of substances"	AT5G58270.1	CHR06V5|COORD:1501584..1491885|protein ATP-binding cassette sub-family B member 7, mitochondrial, putative, expressed	LOC_Os06g03770.1	no description	not assigned.unknown	35_2

CUST_140355_PI403524517	2	0.06050682	0.19240093	0.0057048798	-0.06987953	-0.0057048798	-0.052039146	35_39358	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_49092_PI403524517	2	0.011241913	-1.5297489	-0.11140537	0.089053154	0.11644459	-0.011241913	35_14012	"Cluster: Ribosomal protein L13a; n=4; Magnoliophyta|Rep: Ribosomal protein L13a - Triticum aestivum (Wheat)"	UniRef90_Q5I7L1	CHR5V7|COORD:19788541..19789912| 60S ribosomal protein L13A (RPL13aD)	AT5G48760.1	CHR03V5|COORD:31142265..31144356|protein 60S ribosomal protein L13a, putative, expressed	LOC_Os03g54890.1	no descriptionmoderately similar to ( 339)AT5G48760| Symbols:  | 60S ribosomal protein L13A (RPL13aD) | chr5:19788541-19789912 REVERSEmoderately similar to ( 326)RL13A_LUPLU60S ribosomal protein L13a - Lupinus luteus (European yellow lupin)not assigned not assigned not assigned not assigned not assigned Ribosomal_L13 Ribosomal_L13 rpl13p RplM rplM	protein.synthesis.misc ribososomal protein	29_2_2

CUST_22310_PI399408534	2	0.04861641	-0.28971195	-0.094454765	0.112626076	0.15567112	-0.04861641	35_44215	"Cluster: Hypothetical protein OJ1217B09.11; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1217B09.11 - Oryza sativa (japonica cultivar"	UniRef90_Q8H7N5	"CHR2V7|COORD:9533550..9534692| ATHB6 (ARABIDOPSIS THALIANA HOMEOBOX PROTEIN 6); transcription factor"	AT2G22430.1	CHR03V5|COORD:4632047..4633941|protein homeodomain-leucine zipper transcription factor TaHDZipI-1, putative, expressed	LOC_Os03g08960.1	"no descriptionweakly similar to ( 109)AT2G22430| Symbols: ATHB6 | ATHB6 (ARABIDOPSIS THALIANA HOMEOBOX PROTEIN 6); transcription factor | chr2:9533550-9534692 REVERSEnot assigned not assigned not assigned not assigned Homeobox HOX homeodomain COG5576 PRK09169 PRK12323"	RNA.regulation of transcription.HB,Homeobox transcription factor family	27_3_22

CUST_105387_PI403524517	2	0.18220663	0.32751703	0.121393204	-0.121393204	-0.14315176	-0.14190578	35_30016	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_162188_PI403524517	2	0.13128662	0.4521966	0.0034751892	-0.0034751892	-0.047709942	-0.25925493	35_45239	Rep: Hypothetical protein pk8-b - Zea mays (Maize)	UniRef90_Q3V5D5	CHR1V7|COORD:21267295..21269224| protein kinase family protein	AT1G56720.2	CHR10V5|COORD:18640884..18645624|protein BRASSINOSTEROID INSENSITIVE 1-associated receptor kinase 1 precursor, putative, expressed	LOC_Os10g35450.1	no descriptionmoderately similar to ( 245)AT1G56720| Symbols:  | protein kinase family protein | chr1:21267295-21269224 REVERSEweakly similar to ( 135)PSKR_DAUCAPhytosulfokine receptor precursor - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pkinase S_TKc S_TKc Pkinase_Tyr TyrKc PTKc PTKc_Csk_like SPS1 PTKc_EphR PTKc_Jak_rpt2 PTKc_Srm_Brk PTKc_Src_like PTKc_Syk_like PTKc_Trk PTKc_Csk PTKc_EGFR_like PTKc_Itk PTKc_Tec_like PTKc_Ack_like PTKc_InsR_like PTKc_EphR_A2 PTKc_Chk PTKc_DDR PTKc_FAK PTKc_FGFR PTKc_Abl PTKc_Frk_like PTKc_EphR_B PTKc_Musk PTKc_EphR_A PTKc_Fes_like PTKc_Jak2_Jak3_rpt2 PTKc_FGFR2 PTKc_DDR1 PTKc_Zap-70 PTKc_Ror PTKc_FGFR3 PTKc_c-ros PTKc_Tie2 PTKc_TrkA PTKc_TrkB PTK_Ryk PTKc_Lck_Blk PTKc_FGFR4 PTKc_Jak1_rpt2 PTK_HER3 PTK_CCK4 PTKc_ALK_LTK PTKc_Btk_Bmx PTKc_DDR_like PTKc_PDGFR PTKc_DDR2 PTKc_Lyn PTKc_TrkC PTKc_FGFR1 PTKc_Axl_like PTKc_Tyk2_rpt2 PTKc_Fer PTKc_EphR_A10 PTKc_Syk PTKc_Tec_Rlk PTKc_RET PTKc_Fes PTKc_Met_Ron PTKc_Axl PTKc_Tie1 PTKc_Tie PTKc_Src PTKc_IGF-1R PTKc_Aatyk1_Aatyk3 PTKc_InsR PTK_Jak_rpt1	protein.postranslational modification.kinase.receptor like cytoplasmatic kinase VII	29_4_1_57

CUST_71572_PI403524517	2	-0.03787422	0.1435318	0.0018520355	-0.0018529892	-0.03478527	0.04841709	35_20512	"Cluster: B1065G12.16 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: B1065G12.16 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8RZ79	"CHR5V7|COORD:4615595..4617425| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G27320.1); similar to CXE carboxylesterase [Actinidia deliciosa]"	AT5G14310.1	CHR01V5|COORD:39626686..39623775|protein esterase, putative, expressed	LOC_Os01g67600.1	"no descriptionmoderately similar to ( 328)AT5G14310| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G27320.1); similar to CXE carboxylesterase [Actinidia deliciosa] (GB:ABB89022.1); contains InterPro domain Esterase/lipase/thioesterase; (InterPro:IPR000379); contains InterPro domain Alpha/beta hydrolase fold-3; (InterPro:IPR013094) | chr5:4615595-4617425 FORWARDvery weakly similar to (64.3)GID1_ORYSAnot assigned Abhydrolase_3 Aes"	not assigned.unknown	35_2

CUST_6336_PI404877155	2	0.04153061	0.119986534	-0.04695034	-0.108454704	-0.04153061	0.11388302	Contig18940_at	putative phosphatidylinositol 4-kinase [Oryza sativa]	AAF34418.1	phosphatidylinositol 4-kinase (PI4K)	At5g64070.1	protein phosphatidylinositol 4-kinase, putative	Os11g10420	NONE	signalling.phosphinositides	30_4

CUST_16487_PI403524517	2	0.025289536	0.3201847	-0.034021378	-0.025289536	0.11040115	-0.03177643	35_4760	"Cluster: Putative choline kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative choline kinase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5VRY8	CHR4|COORD:6148755..6151396| choline kinase, putative, similar to GmCK2p choline kinase gi:1438881:gb:AAC49375	AT4G09760.1	CHR01V5|COORD:4391956..4394240|protein choline/ethanolamine kinase, putative, expressed	LOC_Os01g08760.1	 no descriptionvery weakly similar to (53.1)AT4G09760| Symbols:  | choline kinase, putative | chr4:6148952-6151147 REVERSEnot assigned Choline_kinase 	lipid metabolism.Phospholipid synthesis.choline kinase	11_3_2

CUST_71258_PI403524517	2	0.12114143	0.07165718	-0.08622837	-0.092490196	-0.0644083	0.06440735	35_20414	"Cluster: Acetyltransferase, GNAT family protein, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Acetyltransferase, GNAT family protein, expressed -"	UniRef90_Q10QJ2	CHR2V7|COORD:1702338..1703990| GCN5-related N-acetyltransferase (GNAT) family protein	AT2G04845.1	CHR03V5|COORD:4885320..4887912|protein N-acetyltransferase, putative, expressed	LOC_Os03g09860.2	no descriptionmoderately similar to ( 219)AT2G04845| Symbols:  | GCN5-related N-acetyltransferase (GNAT) family protein | chr2:1702448-1703990 REVERSEnot assigned RimL	misc.GCN5-related N-acetyltransferase	26_24

CUST_178446_PI403524517	2	0.03808689	-0.27556992	0.0014190674	-0.0014190674	0.25501823	-0.2101183	35_49628	Rep: T-complex protein 1 subunit alpha - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_P28769	"CHR3V7|COORD:6998550..7002272| ATTCP-1 (Arabidopsis thaliana T-complex protein 1 alpha subunit); ATP binding / protein binding / unfolded protein binding"	AT3G20050.1	CHR04V5|COORD:27418959..27424800|protein T-complex protein 1 subunit alpha, putative, expressed	LOC_Os04g46620.1	"no descriptionmoderately similar to ( 202)AT3G20050| Symbols: ATTCP-1 | ATTCP-1 (Arabidopsis thaliana T-complex protein 1 alpha subunit); ATP binding / protein binding / unfolded protein binding | chr3:6998550-7002272 REVERSEweakly similar to ( 105)TCPE1_AVESAT-complex protein 1 subunit epsilon - Avena sativa (Oat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TCP1_alpha chaperonin_type_I_II cpn60 GroL TCP1_eta TCP1_delta TCP1_epsilon Cpn60_TCP1 TCP1_gamma TCP1_theta TCP1_beta TCP1_zeta GroEL groEL groEL groEL groEL groEL chaperonin_like"	protein.folding	29_6

CUST_22487_PI399408534	2	0.2671814	-0.13637686	0.06485176	-0.06485176	0.18235874	-0.14258385	35_26823	Rep: OSIGBa0115M15.11 protein - Oryza sativa (Rice)	UniRef90_Q01KE8	"CHR1V7|COORD:20899329..20901710| AHG2/ATPARN; ribonuclease"	AT1G55870.1	CHR04V5|COORD:23142734..23137894|protein poly, putative, expressed	LOC_Os04g39260.2	 no descriptionweakly similar to ( 114)AT1G55870| Symbols: ATPARN, AHG2 | AHG2/ATPARN | chr1:20899850-20901710 FORWARDnot assigned CAF1 	RNA.processing.ribonucleases	27_1_19

CUST_148284_PI403524517	2	-0.014288902	-0.13372517	0.014287949	-0.028406143	0.05313492	0.09171677	35_41484	"Cluster: OSJNBa0086B14.9 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0086B14.9 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XV46	CHR4V7|COORD:18555834..18556411| histone H3.2	AT4G40030.3	CHR06V5|COORD:1645327..1644415|protein histone H3, putative, expressed	LOC_Os06g04030.1	no descriptionvery weakly similar to (95.1)AT5G10980| Symbols:  | histone H3 | chr5:3472592-3473350 REVERSEvery weakly similar to (95.1)H33_VITVIHistone H3.3 - Vitis vinifera (Grape)not assigned H3 Histone HHT1	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_18022_PI403524517	2	0.30547428	-0.46949387	-0.5150528	0.10395813	-0.093224525	0.09322548	35_5205	"Cluster: Putative cationic peroxidase isozyme 40K; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative cationic peroxidase isozyme 40K - Oryza sativa (jap"	UniRef90_Q9LDL0	CHR2V7|COORD:16306541..16308251| peroxidase, putative	AT2G39040.1	CHR01V5|COORD:9336593..9339082|protein peroxidase 24 precursor, putative, expressed	LOC_Os01g16450.1	 no descriptionmoderately similar to ( 238)AT2G39040| Symbols:  | peroxidase, putative | chr2:16306541-16308251 REVERSEmoderately similar to ( 242)PER1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned secretory_peroxidase plant_peroxidase peroxidase Herpes_BLLF1 PRK07003 ascorbate_peroxidase PRK12323 Atrophin-1 PRK07764 DUF566 APC_basic Tymo_45kd_70kd HPC2 KAR9 AF-4 Drf_FH1 	misc.peroxidases	26_12

CUST_83694_PI403524517	2	-0.036636353	-0.4895053	-0.0055446625	0.54001236	0.23932457	0.0055446625	35_23993	"Cluster: Pherophorin-dz1 protein precursor; n=1; Volvox carteri f. nagariensis|Rep: Pherophorin-dz1 protein precursor - Volvox carteri f. nagariensis"	UniRef90_Q8L685	CHR4V7|COORD:7758606..7760888| leucine-rich repeat family protein / extensin family protein	AT4G13340.1	CHR07V5|COORD:5107987..5107342|protein expressed protein	LOC_Os07g09620.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Drf_FH1 TT_ORF1 PRK07764 Extensin_2 tatB PRK12323 PRK10819 Atrophin-1 DUF1421 TonB PRK05648 PRK11633 COG4371 FAP DUF1210 Totivirus_coat DUF605 GRP PRK07003	not assigned.unknown	35_2

CUST_153199_PI403524517	2	0.04880619	-0.65363026	0.023245811	-0.023245811	0.26076508	-0.044826508	35_42817	Rep: Putative phospholipase - Brachypodium sylvaticum (False brome)	UniRef90_Q2L3E4	"CHR3V7|COORD:16880840..16882529| similar to transcription factor jumonji (jmjC) domain-containing protein [Arabidopsis thaliana] (TAIR:AT5G19840.1);"	AT3G45880.1	CHR09V5|COORD:18673856..18672329|protein phospholipase A2, group IVB isoform 6, putative, expressed	LOC_Os09g31050.1	" no descriptionweakly similar to ( 176)AT3G45880| Symbols:  | similar to transcription factor jumonji (jmjC) domain-containing protein [Arabidopsis thaliana] (TAIR:AT5G19840.1); similar to Transcription factor jumonji, jmjC [Medicago truncatula] (GB:ABE92082.1); contains InterPro domain Transcription factor jumonji/aspartyl beta-hydroxylase; (InterPro:IPR003347) | chr3:16880840-16882529 REVERSEnot assigned "	not assigned.unknown	35_2

CUST_158362_PI403524517	2	-0.07228851	-0.99727726	-0.12957478	0.07228851	0.10346651	0.19231033	35_44209	"Cluster: Putative hydroxymuconic semialdehyde hydrolase; n=3; Oryza sativa (japonica cultivar-group)|Rep: Putative hydroxymuconic semialdehyde hydrolase - Oryza"	UniRef90_Q5VRQ2	"CHR1V7|COORD:24034653..24037137| BDG1 (BODYGUARD1); hydrolase"	AT1G64670.1	CHR06V5|COORD:1741578..1735250|protein catalytic/ hydrolase, putative, expressed	LOC_Os06g04169.1	"no descriptionvery weakly similar to (62.8)AT1G64670| Symbols: BDG1 | BDG1 (BODYGUARD1); hydrolase | chr1:24034653-24037137 REVERSE"	not assigned.no ontology	35_1

CUST_85799_PI403524517	2	0.071136475	0.20158768	4.6634674E-4	-0.19672298	-4.6539307E-4	-0.012488365	35_24571	"Cluster: Hypothetical protein OSJNBb0027B08.4; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0027B08.4 - Oryza sativa (japonica cu"	UniRef90_Q851A1	"CHR5V7|COORD:9466172..9469526| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G58650.1); similar to unknown protein [Arabidopsis thaliana]"	AT5G26910.1	CHR03V5|COORD:34871284..34876328|protein expressed protein	LOC_Os03g61620.2	"no descriptionvery weakly similar to (60.8)AT5G26910| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G05750.1); similar to Os03g0831700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001051796.1); similar to Os03g0302900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001049873.1); similar to Subtilisin-like serine protease [Pediococcus pentosaceus ATCC 25745] (GB:YP_803612.1); contains domain Nitric oxide (NO) synthase oxygenase domain (SSF56512) | chr5:9466807-9469526 REVERSE"	not assigned.unknown	35_2

CUST_77780_PI403524517	2	0.15991497	-1.1580076	-0.26434612	0.0451622	0.047790527	-0.0451622	35_22298	"Cluster: Tryptophan/tyrosine permease family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Tryptophan/tyrosine permease family protein, e"	UniRef90_Q10NY9	CHR5V7|COORD:6579021..6581701| tryptophan/tyrosine permease family protein	AT5G19500.1	CHR03V5|COORD:8109465..8113280|protein amino acid-polyamine transporter, putative, expressed	LOC_Os03g14910.1	no descriptionvery weakly similar to (65.1)AT5G19500| Symbols:  | tryptophan/tyrosine permease family protein | chr5:6579021-6581701 FORWARDTrp_Tyr_perm	not assigned.no ontology	35_1

CUST_169067_PI403524517	2	0.04900074	0.032664776	0.015192986	-0.015192986	-0.14939451	-0.15106058	35_47082	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_112371_PI403524517	2	0.10115433	-0.09998989	0.07604027	-0.07559967	0.07559967	-0.20193481	35_31903	"Cluster: Large subunit ribosomal protein L3, putative; n=2; Filobasidiella neoformans|Rep: Large subunit ribosomal protein L3, putative - Cryptococcus neoforman"	UniRef90_Q5K9E3	"CHR1V7|COORD:22724498..22726067| ARP2/RPL3B (ARABIDOPSIS RIBOSOMAL PROTEIN 2); structural constituent of ribosome"	AT1G61580.1	CHR12V5|COORD:3428223..3430787|protein 60S ribosomal protein L3, putative, expressed	LOC_Os12g07010.1	" no descriptionmoderately similar to ( 255)AT1G61580| Symbols: RPL3B, ARP2 | ARP2/RPL3B (ARABIDOPSIS RIBOSOMAL PROTEIN 2); structural constituent of ribosome | chr1:22724498-22726067 REVERSEmoderately similar to ( 243)RL3_ORYSAnot assigned rpl3p Ribosomal_L3 RplC "	protein.synthesis.misc ribososomal protein	29_2_2

CUST_108292_PI403524517	2	-0.04045868	-0.022532463	0.022533417	0.110528946	-0.029717445	0.08076763	35_30805	"Cluster: Putative RING finger 1; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative RING finger 1 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ZGZ5	CHR1V7|COORD:22496859..22500684| proline-rich family protein	AT1G61080.1	CHR02V5|COORD:28240566..28241814|protein RING-H2 finger protein ATL3J, putative, expressed	LOC_Os02g46340.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 Atrophin-1 PRK07764 Drf_FH1 PRK07003 Totivirus_coat PRK05648 TT_ORF1 DUF1421 IER	not assigned.unknown	35_2

CUST_13902_PI404877155	2	-0.18037128	0.17249393	0.013964653	-0.11568546	0.008790016	-0.008790016	Contig7652_at	transcription factor-like protein [Oryza sativa (japonica cultivar-group)] dbj|BAC07004.1| putative bZIP family transcription factor [Oryza	NP_913739.1	bZIP transcription factor family protein	At2g40950.1	protein bZIP transcription factor, putative	Os05g34050	NONE	RNA.regulation of transcription.bZIP transcription factor family	27_3_35

CUST_13989_PI403524517	2	-0.6083622	0.05355835	0.80547047	0.05283451	-0.052833557	-0.24193859	35_4009	"Cluster: Hypothetical protein OJ1344_B01.13; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1344_B01.13 - Oryza sativa (japonica cultiv"	UniRef90_Q69P94	"CHR1V7|COORD:6622303..6623262| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G74950.1); similar to PnFL-2 [Ipomoea nil] (GB:AAG49896.1);"	AT1G19180.1	CHR09V5|COORD:16274272..16272335|protein pnFL-2, putative, expressed	LOC_Os09g26780.1	"no descriptionvery weakly similar to (83.2)AT1G19180| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G74950.1); similar to PnFL-2 [Ipomoea nil] (GB:AAG49896.1); similar to Os07g0615200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001060268.1); contains InterPro domain ZIM; (InterPro:IPR010399) | chr1:6622699-6623262 FORWARDCCT_2"	not assigned.unknown	35_2

CUST_14025_PI403524517	2	0.2778206	-1.0386286	-0.32684135	0.037582397	-0.037581444	0.227314	35_4021	"Cluster: Putative beta-1,3-glucanase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative beta-1,3-glucanase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6YXZ6	CHR5V7|COORD:23522782..23524419| glycosyl hydrolase family 17 protein	AT5G58090.1	CHR02V5|COORD:2096202..2101451|protein glucan endo-1,3-beta-glucosidase 6 precursor, putative, expressed	LOC_Os02g04670.1	 no descriptionhighly similar to ( 526)AT5G58090| Symbols:  | glycosyl hydrolase family 17 protein | chr5:23522782-23524419 REVERSEweakly similar to ( 186)E13B_WHEATGlucan endo-1,3-beta-glucosidase precursor - Triticum aestivum (Wheat)Glyco_hydro_17 X8 COG5309 	misc.beta 1,3 glucan hydrolases	26_4

CUST_112277_PI403524517	2	-0.005428314	0.10422039	0.033241272	-0.048571587	-0.061920166	0.005429268	35_31878	0	0		0	CHR02V5|COORD:28690809..28694982|protein SCAMP37, putative, expressed	LOC_Os02g47010.1	no description	not assigned.unknown	35_2

CUST_105873_PI403524517	2	0.5210953	-0.48643017	0.41270542	-0.2273407	-0.08328819	0.08328724	35_30144	"Cluster: Putative subtilisin-like serine protease; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative subtilisin-like serine protease - Oryza sativa (jap"	UniRef90_Q6ZL89	CHR5V7|COORD:21037492..21039834| subtilase family protein	AT5G51750.1	CHR07V5|COORD:23396515..23398961|protein subtilisin-like protease precursor, putative, expressed	LOC_Os07g39020.1	no descriptionvery weakly similar to (85.9)AT5G51750| Symbols:  | subtilase family protein | chr5:21037492-21039834 FORWARD	protein.degradation.subtilases	29_5_1

CUST_65041_PI403524517	2	0.1054697	-0.23641872	-0.06119919	0.05121994	-0.05121994	0.07756233	35_18570	"Cluster: Putative stromal cell-derived factor 2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative stromal cell-derived factor 2 - Oryza sativa (japonic"	UniRef90_Q6Z9G2	CHR2V7|COORD:10691507..10692917| MIR domain-containing protein	AT2G25110.1	CHR08V5|COORD:21303893..21300756|protein stromal cell-derived factor 2 precursor, putative, expressed	LOC_Os08g34190.1	no descriptionmoderately similar to ( 300)AT2G25110| Symbols: SDF2 | MIR domain-containing protein | chr2:10691507-10692917 FORWARDnot assigned not assigned PMT1 MIR MIR	not assigned.no ontology	35_1

CUST_72191_PI403524517	2	0.0028772354	0.030286789	0.035158157	-0.051981926	-0.0028772354	-0.0142326355	35_20692	"Cluster: NLI interacting factor (NIF) family protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: NLI interacting factor (NIF) family protein-like - O"	UniRef90_Q5QLC5	CHR3V7|COORD:20771776..20773871| NLI interacting factor (NIF) family protein	AT3G55960.1	CHR01V5|COORD:35990754..35987935|protein CTD small phosphatase-like protein, putative, expressed	LOC_Os01g61640.1	no descriptionmoderately similar to ( 274)AT3G55960| Symbols:  | NLI interacting factor (NIF) family protein | chr3:20771776-20773871 REVERSEnot assigned not assigned CPDc NIF FCP1	not assigned.no ontology	35_1

CUST_18298_PI399408534	2	-0.51031303	0.17002392	0.047751427	-0.047750473	0.07485008	-0.23409271	35_39422	Rep: Isoform 2 of Q9LLX1 - Oryza sativa (Rice)	UniRef90_Q9LLX1-2	CHR3V7|COORD:4012714..4013196| zinc finger (AN1-like) family protein	AT3G12630.1	CHR08V5|COORD:24821089..24822306|protein multiple stress-responsive zinc-finger protein ISAP1, putative, expressed	LOC_Os08g39450.1	no descriptionvery weakly similar to (62.8)AT3G12630| Symbols:  | zinc finger (AN1-like) family protein | chr3:4012714-4013196 FORWARDvery weakly similar to (68.9)ISAP1_ORYSAnot assigned	RNA.regulation of transcription.unclassified	27_3_99

CUST_25656_PI403524517	2	-0.022912025	0.26146698	0.022912025	-0.18356705	0.11304855	-0.18460083	35_7435	"Cluster: Putative short-chain dehydrogenase/reductase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative short-chain dehydrogenase/reductase - Oryza sat"	UniRef90_Q6ZHJ6	CHR3V7|COORD:1828302..1830166| short-chain dehydrogenase/reductase (SDR) family protein	AT3G06060.1	CHR02V5|COORD:28908875..28911021|protein 3-ketodihydrosphingosine reductase precursor, putative, expressed	LOC_Os02g47350.1	no descriptionvery weakly similar to (89.7)AT5G19200| Symbols:  | short-chain dehydrogenase/reductase (SDR) family protein | chr5:6458997-6460692 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG4221 fabG FabG PRK12826 PRK07109 PRK12829 DltE PRK07576 fabG PRK05872 fabG PRK07201 PRK07063 PRK06125 PRK08278 PRK12429 adh_short PRK12939 PRK12828 PRK07024 fabG PRK07326 PRK08324 PRK12827 PRK06124 PRK07825 PRK06949 PRK07041 PRK06181 PRK06500 fabG PRK05650 PRK08267 PRK08213 PRK09072 PRK12937 PRK07062 PRK05866 PRK06841 fabG PRK06200 PRK07067 PRK06180 PRK07454 PRK07677 PRK05876 PRK08264 PRK12745 PRK07890 PRK05855 PRK06138 PRK07523 PRK07479 fabG PRK06139 PRK06194 PRK05854 PRK07832 PRK06179 PRK07478 PRK08277 PRK08220 PRK06182 fabG PRK06172 PRK06197 DltE PRK06484 PRK06198 PRK07060 PRK07577 PRK06947 PRK07102 PRK08263 KR PRK12323 PRK06196 PRK07856 PRK06346 PRK08219 PRK07775 PRK07831 fabG PRK12935 fabG PRK08936 PRK08339 Tymo_45kd_70kd PRK05875 PRK06122 PRK06114 PRK05867 PRK06057 PRK07097 PRK08226 PRK07069 PRK06123 PRK09135 PRK06482 PRK08265 PRK12742 PRK07074 PRK06398 PRK07814 fabG PRK08085 PRK06914 PRK12743 fabG fabG PRK07003 PRK07774 benD PRK06935 PRK07791 PRK09134 PRK07453 PRK06128 PRK08251 PRK09291 PRK09242 PRK10538 PRK05579 PRK07806 PRK08643 PRK07633 PRK12678	misc.short chain dehydrogenase/reductase (SDR)	26_22

CUST_104157_PI403524517	2	-0.035432816	0.23313618	0.014959335	0.04962921	-0.047950745	-0.014958382	35_29686	"Cluster: Os04g0636800 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os04g0636800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J9Q2	"CHR2V7|COORD:9394045..9395077| similar to zinc finger protein-related [Arabidopsis thaliana] (TAIR:AT5G63740.1); similar to unknown protein"	AT2G22080.1	CHR04V5|COORD:32168038..32164845|protein nucleolin, putative, expressed	LOC_Os04g54430.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK02363 RpoE FYDLN_acid COG5137 Nop14 CobT DNA_pol_phi Rtt106 RNA_pol_delta Daxx BUD22 TFIIF_alpha YL1 COG4530 Krr1 CobT MDN1 PPP4R2 eIF-3c_N SSP160 PRK05901	not assigned.unknown	35_2

CUST_43537_PI403524517	2	0.09005165	-0.047667503	0.047668457	-0.061102867	0.10058403	-0.07009411	35_12497	"Cluster: Hypothetical protein OSJNBb0070J06.32; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0070J06.32 - Oryza sativa (japonica"	UniRef90_Q6Z0T9	"CHR5V7|COORD:23292547..23294487| similar to Os08g0243900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001061348.1); contains InterPro domain Mu2"	AT5G57460.1	CHR08V5|COORD:8791575..8789297|protein expressed protein	LOC_Os08g14620.1	"no descriptionweakly similar to ( 116)AT5G57460| Symbols:  | similar to Os08g0243900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001061348.1); contains InterPro domain Mu2 adaptin subunit (AP50) of AP2; (InterPro:IPR008968) | chr5:23292547-23294487 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TT_ORF1 PRK12323 Atrophin-1 PRK07764 PRK12678 DUF1421 Drf_FH1 Tymo_45kd_70kd PRK07003 PRK05648 Herpes_BLLF1 Extensin_2 FAP CAP_N HPC2"	not assigned.unknown	35_2

CUST_35371_PI403524517	2	0.116747856	-0.19941854	0.010884762	-0.21999693	0.12992239	-0.010884762	35_10196	"Cluster: Os02g0582100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os02g0582100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E024	0	0	CHR02V5|COORD:22435009..22430203|protein expressed protein	LOC_Os02g37120.1	no description	not assigned.unknown	35_2

CUST_75153_PI403524517	2	-1.9651632	-0.38840008	1.2063761	0.6733637	0.38840008	-0.9916706	35_21542	"Cluster: Caffeic acid O-methyltransferase; n=2; Hordeum vulgare|Rep: Caffeic acid O-methyltransferase - Hordeum vulgare (Barley)"	UniRef90_Q96565	CHR5V7|COORD:21999301..22001393| ATOMT1 (O-METHYLTRANSFERASE 1)	AT5G54160.1	CHR04V5|COORD:5141927..5147504|protein caffeic acid 3-O-methyltransferase, putative, expressed	LOC_Os04g09604.1	 no descriptionweakly similar to ( 199)AT5G54160| Symbols: OMT1, ATOMT1 | ATOMT1 (O-METHYLTRANSFERASE 1) | chr5:21999301-22001393 FORWARDweakly similar to ( 198)COMT1_CATROCaffeic acid 3-O-methyltransferase - Catharanthus roseus (Rosy periwinkle) (Madagascar periwinkle)not assigned Methyltransf_2 	misc.O- methyl transferases	26_6

CUST_160423_PI403524517	2	0.010692596	-0.3309722	0.056224346	-0.010693073	0.06954336	-0.6352124	35_44768	"Cluster: Os06g0548100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0548100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DBN3	CHR2V7|COORD:14692371..14693993| FAD-binding domain-containing protein	AT2G34810.1	CHR06V5|COORD:20743699..20734928|protein retrotransposon protein, putative, Ty1-copia subclass, expressed	LOC_Os06g35550.1	no descriptionvery weakly similar to (51.2)AT2G34810| Symbols:  | FAD-binding domain-containing protein | chr2:14692371-14693993 FORWARD	misc.nitrilases, *nitrile lyases, berberine bridge enzymes, reticuline oxidases, troponine reductases	26_8

CUST_15967_PI403524517	2	0.07115841	0.27954292	-0.009119034	-0.21599197	-0.18154621	0.00911808	35_4609	Rep: OSIGBa0145M07.3 protein - Oryza sativa (Rice)	UniRef90_Q01J54	"CHR2V7|COORD:8846122..8846676| similar to Os04g0517000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001053317.1); similar to OSJNBa0073E02.5 [Oryza"	AT2G20515.1	CHR04V5|COORD:25616534..25618687|protein expressed protein	LOC_Os04g43670.1	"no descriptionweakly similar to ( 101)AT2G20515| Symbols:  | similar to Os04g0517000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001053317.1); similar to OSJNBa0073E02.5 [Oryza sativa (japonica cultivar-group)] (GB:CAE05445.2); similar to OSIGBa0145M07.3 [Oryza sativa (indica cultivar-group)] (GB:CAH67221.1) | chr2:8846122-8846676 REVERSE"	not assigned.unknown	35_2

CUST_11988_PI399408534	2	-0.017810822	0.26254368	0.029678345	-0.24450684	0.017810822	-0.2596588	35_41987	"Cluster: Os02g0723700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os02g0723700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DY00	CHR3V7|COORD:6017319..6019597| BSH (bushy growth)	AT3G17590.1	CHR02V5|COORD:30066068..30069070|protein SWI/SNF-related, matrix-associated, actin-dependent regulator of chromatin subfamily B member 1, putative,	LOC_Os02g49190.1	no descriptionweakly similar to ( 104)AT3G17590| Symbols: BSH | BSH (bushy growth) | chr3:6017319-6019597 REVERSEnot assigned SNF5	RNA.regulation of transcription.Chromatin Remodeling Factors	27_3_44

CUST_9343_PI399408534	2	9.584427E-4	0.45993328	-9.584427E-4	-0.11123371	-0.0370903	0.07317829	35_20734	"Cluster: Small nuclear ribonucleoprotein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Small nuclear ribonucleoprotein-like - Oryza sativa (japonica"	UniRef90_Q653U6	CHR4V7|COORD:10151360..10151698| small nuclear ribonucleoprotein-related / snRNP-related	AT4G18372.1	CHR06V5|COORD:28148791..28147941|protein sm protein, expressed	LOC_Os06g46390.1	no descriptionweakly similar to ( 121)AT4G18372| Symbols:  | small nuclear ribonucleoprotein-related / snRNP-related | chr4:10151360-10151698 REVERSESm_B	RNA.processing	27_1

CUST_89661_PI403524517	2	0.363523	-0.4633627	0.15326595	0.2527337	-0.27729893	-0.15326548	35_25651	"Cluster: DNA repair/transcription protein Mms19-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: DNA repair/transcription protein Mms19-like prote"	UniRef90_Q6ZEY8	CHR5V7|COORD:19525436..19532000| binding	AT5G48120.1	CHR07V5|COORD:4075804..4083822|protein expressed protein	LOC_Os07g08050.1	no descriptionvery weakly similar to (76.3)AT5G48120| Symbols:  | binding | chr5:19525436-19532000 REVERSEnot assigned	not assigned.no ontology	35_1

CUST_133924_PI403524517	2	-0.038121223	0.008821011	-0.008821011	0.55657816	0.45502853	-0.23455	35_37588	"Cluster: Os05g0121600 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0121600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DL60		0	CHR05V5|COORD:1138283..1133994|protein floral homeotic protein APETALA2, putative, expressed	LOC_Os05g03040.1	no description	not assigned.unknown	35_2

CUST_65087_PI403524517	2	0.1549635	-1.2766724	-0.105895996	0.023997307	0.11028767	-0.023996353	35_18583	"Cluster: Hypothetical protein P0529C07.1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0529C07.1 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q5VML4	"CHR4V7|COORD:14494062..14495663| similar to Saposin B [Medicago truncatula] (GB:ABE80541.1); contains InterPro domain Saposin B; (InterPro:IPR008139)"	AT4G29520.1	CHR06V5|COORD:2591268..2588009|protein expressed protein	LOC_Os06g05740.1	"no descriptionvery weakly similar to (57.0)AT4G29520| Symbols:  | similar to Saposin B [Medicago truncatula] (GB:ABE80541.1); contains InterPro domain Saposin B; (InterPro:IPR008139) | chr4:14494062-14495663 REVERSE"	not assigned.unknown	35_2

CUST_49991_PI403524517	2	-0.042022705	0.29906654	0.085056305	-0.076625824	-0.089580536	0.042022705	35_14271	"Cluster: Putative 60S ribosomal protein L38; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative 60S ribosomal protein L38 - Oryza sativa (japonica cultiv"	UniRef90_Q75IN7	CHR3|COORD:22006655..22007783| 60S ribosomal protein L38 (RPL38B), 60S RIBOSOMAL PROTEIN L38 - Lycopersicon esculentum, EMBL:X69979	AT3G59540.1	CHR11V5|COORD:13543940..13545598|protein 60S ribosomal protein L38, putative, expressed	LOC_Os11g24610.2	no descriptionweakly similar to ( 123)AT3G59540| Symbols:  | 60S ribosomal protein L38 (RPL38B) | chr3:22006874-22007719 REVERSEnot assigned Ribosomal_L38e	protein.synthesis.misc ribososomal protein	29_2_2

CUST_11691_PI404877155	2	-0.256814	-1.6809778	-0.69145966	0.52531815	0.25681496	0.51461697	Contig5376_at	aldehyde dehydrogenase [Oryza sativa (indica cultivar-group)] ref|XP_473356.1| OSJNBa0011L07.12 [Oryza sativa (japonica cultivar-group)] emb	AAQ04829.1	aldehyde dehydrogenase family protein	At4g36250.1	protein aldehyde dehydrogenase (NAD) family protein	Os04g45720	aldehyde dehydrogenase (NAD+)	fermentation.aldehyde dehydrogenase	5_10

CUST_181151_PI403524517	2	-0.10451126	-0.5762658	0.039527893	0.17475843	0.6023693	-0.039527893	35_50378	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_52424_PI403524517	2	-0.13263512	-0.56596947	-0.0038108826	0.0966053	0.12728691	0.0038108826	35_14937	Rep: Adenosine kinase - Zea mays (Maize)	UniRef90_Q9XGC6	CHR3V7|COORD:3012127..3014629| ADK1 (ADENOSINE KINASE 1)	AT3G09820.1	CHR02V5|COORD:24940779..24934577|protein adenosine kinase 2, putative, expressed	LOC_Os02g41590.1	"no descriptionhighly similar to ( 591)AT5G03300| Symbols: ADK2 | ADK2 (ADENOSINE KINASE 2); kinase | chr5:796572-798996 FORWARDmoderately similar to ( 476)ADK_PHYPAAdenosine kinase - Physcomitrella patens (Moss)not assigned not assigned adenosine_kinase PfkB RbsK KdgK ribokinase ribokinase_group_A bac_FRK YeiC_kinase_like PRK11142 ribokinase_pfkB_like YegV_kinase_like Fructoselysine_kinase_like PRK09434 ribokinase_group_B RfaE_like MAK32 FruK ribokinase_group_D Guanosine_kinase_like FruK_PfkB_like"	nucleotide metabolism.salvage.nucleoside kinases.adenosine kinase	23_3_2_1

CUST_15505_PI403524517	2	-0.2899084	-0.5617733	0.2863598	0.010503769	0.12193394	-0.010503769	35_4478	"Cluster: Hypothetical protein P0021H10.8-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0021H10.8-1 - Oryza sativa (japonica cultivar"	UniRef90_Q69Y38	0	0	CHR06V5|COORD:15917852..15914520|protein 3Fe-4S ferredoxin, putative, expressed	LOC_Os06g28050.3	no description	not assigned.unknown	35_2

CUST_35250_PI403524517	2	0.00578022	-0.0057792664	-0.0790596	0.083143234	-0.03937149	0.07631588	35_10161	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_12809_PI399408534	2	-0.015945435	0.101382256	-0.010130882	0.010130882	0.17919445	-0.033073425	35_23290	"Cluster: Putative far-red impaired response protein; n=2; Oryza sativa|Rep: Putative far-red impaired response protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8H344	"CHR4V7|COORD:17906696..17909398| FRS5 (FAR1-RELATED SEQUENCE 5); zinc ion binding"	AT4G38180.1	CHR07V5|COORD:22558803..22563005|protein transposon protein, putative, unclassified, expressed	LOC_Os07g37630.1	"no descriptionmoderately similar to ( 265)AT4G38180| Symbols: FRS5 | FRS5 (FAR1-RELATED SEQUENCE 5); zinc ion binding | chr4:17906696-17909398 REVERSE"	signalling.light	30_11

CUST_66880_PI403524517	2	0.012303352	-0.82569313	-0.012302399	-0.01803112	0.19746399	0.15893841	35_19097	"Cluster: Hypothetical protein OJ1005_B11.9; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1005_B11.9 - Oryza sativa (japonica cultivar"	UniRef90_Q6L536	"CHR2V7|COORD:13673553..13678001| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G32160.2); similar to Os05g0511300 [Oryza sativa (japonica"	AT2G32170.1	CHR05V5|COORD:25247658..25238089|protein expressed protein	LOC_Os05g43560.1	"no descriptionhighly similar to ( 538)AT2G32170| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G32160.2); similar to Os05g0511300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001056014.1); similar to hypothetical protein LOC503765 [Danio rerio] (GB:NP_001013361.1); contains InterPro domain N2227-like; (InterPro:IPR012901) | chr2:13673553-13678001 FORWARDnot assigned N2227"	not assigned.unknown	35_2

CUST_95693_PI403524517	2	-0.03195572	0.06739426	0.008711815	-0.008712769	-0.032717705	0.020298958	35_27347	"Cluster: Hypothetical protein OJ1254_E07.6; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1254_E07.6 - Oryza sativa (japonica cultivar"	UniRef90_Q652K8	"CHR5V7|COORD:5686357..5686764| similar to oxidoreductase [Trypanosoma cruzi strain CL Brener] (GB:XP_808855.1); similar to Os09g0530900 [Oryza sativa"	AT5G17280.1	CHR09V5|COORD:20798055..20797405|protein expressed protein	LOC_Os09g36120.1	"no descriptionvery weakly similar to (62.0)AT5G17280| Symbols:  | similar to oxidoreductase [Trypanosoma cruzi strain CL Brener] (GB:XP_808855.1); similar to Os09g0530900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001063752.1) | chr5:5686357-5686764 FORWARDnot assigned"	not assigned.unknown	35_2

CUST_73187_PI403524517	2	0.022994995	0.78746986	-0.022994995	-0.47860146	-0.22126389	0.023859978	35_20985	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XEZ9	"CHR1V7|COORD:27250818..27254880| similar to transcription initiation factor IID (TFIID) subunit A family protein [Arabidopsis thaliana] (TAIR:AT1G17440.2); simi"	AT1G72390.1	CHR10V5|COORD:12674765..12682742|protein expressed protein	LOC_Os10g25200.1	"no descriptionweakly similar to ( 144)AT1G72390| Symbols:  | similar to transcription initiation factor IID (TFIID) subunit A family protein [Arabidopsis thaliana] (TAIR:AT1G17440.2); similar to Conserved hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:AAK52107.1) | chr1:27250818-27254880 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned GAL11 Glutenin_hmw Metallothio Keratin_B2 PRK10927 MSSP TolA tolA TolA Metallothionein LSR"	not assigned.unknown	35_2

CUST_72389_PI403524517	2	0.123482704	0.6100321	0.072873116	-0.12628174	-0.072873116	-0.12932205	35_20749	"Cluster: Hypothetical protein B1130G10.20; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1130G10.20 - Oryza sativa (japonica cultivar-g"	UniRef90_Q75II2	CHR4V7|COORD:10370808..10371896| cyclic phosphodiesterase	AT4G18930.1	CHR05V5|COORD:25582945..25584184|protein cyclic phosphodiesterase, putative, expressed	LOC_Os05g44170.1	no descriptionweakly similar to ( 150)AT4G18930| Symbols:  | cyclic phosphodiesterase | chr4:10370808-10371896 FORWARDvery weakly similar to (56.6)CPD_WHEATCyclic phosphodiesterase - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned CPDase PRK07764 PRK12323 TT_ORF1 PRK07003	not assigned.no ontology	35_1

CUST_45708_PI403524517	2	0.0710454	0.49197626	0.014304161	-0.36281013	-0.1363101	-0.014304161	35_13098	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_32419_PI403524517	2	0.02577591	0.057923317	-0.010471344	0.00899601	-0.29821777	-0.00899601	35_9348	"Cluster: Hypothetical protein OJ1226_A12.9; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1226_A12.9 - Oryza sativa (japonica cultivar"	UniRef90_Q67W63	"CHR5V7|COORD:13375766..13376245| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G11070.1); similar to conserved hypothetical protein [Medicago"	AT5G35090.1	CHR06V5|COORD:26383997..26384662|protein expressed protein	LOC_Os06g43810.1	no description	not assigned.unknown	35_2

CUST_12518_PI399408534	2	-0.5896044	-0.7868099	0.77747726	0.14151955	0.57598305	-0.1415205	35_1757	Rep: Allene oxide cyclase precursor - Hordeum vulgare (Barley)	UniRef90_Q711R0	CHR3V7|COORD:9410599..9411646| AOC3 (ALLENE OXIDE CYCLASE 3)	AT3G25780.1	CHR03V5|COORD:18443273..18440508|protein allene oxide cyclase 4, chloroplast precursor, putative, expressed	LOC_Os03g32314.1	no descriptionmoderately similar to ( 237)AT1G13280| Symbols: AOC4 | AOC4 (ALLENE OXIDE CYCLASE 4) | chr1:4547621-4548549 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned Allene_ox_cyc PRK07003 Pneumo_att_G Herpes_BLLF1 Pol_Y_like DUF566	hormone metabolism.jasmonate.synthesis-degradation.allene oxidase cyclase	17_7_1_4

CUST_163356_PI403524517	2	0.108478546	-0.07100773	-0.047535896	-0.11262703	0.047535896	0.06781101	35_45554	"Cluster: Os09g0446200 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0446200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J1E3	CHR5V7|COORD:2056742..2059370| SPC98 (SPINDLE POLE BODY COMPONENT 98)	AT5G06680.1	CHR09V5|COORD:16632329..16635458|protein gamma-tubulin complex component 3, putative, expressed	LOC_Os09g27370.2	 no descriptionvery weakly similar to (88.2)AT5G06680| Symbols: ATSPC98, SPC98 | SPC98 (SPINDLE POLE BODY COMPONENT 98) | chr5:2056742-2059370 FORWARD	cell.organisation	31_1

CUST_96829_PI403524517	2	-0.015449524	-0.3008814	-0.058254242	0.07355785	0.0912056	0.015450478	35_27655	"Cluster: Hydroxyproline-rich glycoprotein-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hydroxyproline-rich glycoprotein-like protein - Oryza"	UniRef90_Q8LIK9	CHR4V7|COORD:8646193..8650082| protease inhibitor/seed storage/lipid transfer protein (LTP) family protein	AT4G15160.1	CHR07V5|COORD:16842074..16838430|protein transposon protein, putative, CACTA, En/Spm sub-class	LOC_Os07g28770.1	no descriptionPRK07764	not assigned.unknown	35_2

CUST_8130_PI404877155	2	0.11251497	0.32611609	-0.162292	0.04835081	-0.11895466	-0.04835081	Contig23957_at	putative glycerol-3-phosphate dehydrogenase [Oryza sativa (japonica cultivar-group)]	BAC84439.1	NAD-dependent glycerol-3-phosphate dehydrogenase family protein	At2g40690.1	protein NAD-dependent glycerol-3-phosphate dehydrogenase, putative	Os07g12640	"SUPPRESSOR OF FATTY ACID DESATURASE DEFICIENCY 1;NAD-dependent glycerol-3-phosphate dehydrogenase family protein, low similarity to SP:Q26756 Glycerol-3-phosphate dehydrogenase (NAD+), glycosomal (EC 1.1.1.8) {Trypanosoma brucei rhodesiense}; contains Pfa"	lipid metabolism.glyceral metabolism	11_5

CUST_8339_PI403524517	2	0.13280058	0.04855728	-0.048556805	0.06390238	-0.1621809	-0.08514595	35_2329	Rep: Thioredoxin reductase - Lyngbya sp. PCC 8106	UniRef90_A0YTY0	CHR2V7|COORD:17383427..17386106| thioredoxin reductase, putative / NADPH-dependent thioredoxin reductase, putative	AT2G41680.1	CHR07V5|COORD:27692928..27697470|protein bifunctional thioredoxin reductase/thioredoxin, putative, expressed	LOC_Os07g46410.2	 no descriptionmoderately similar to ( 222)AT2G41680| Symbols:  | thioredoxin reductase, putative / NADPH-dependent thioredoxin reductase, putative | chr2:17383427-17386106 REVERSEnot assigned not assigned TrxB PRK10262 Pyr_redox_2 AhpF PRK11749 PRK12831 Pyr_redox PRK06116 Lpd 	redox.thioredoxin	21_1

CUST_19727_PI399408534	2	0.14474773	-0.99355173	0.09872246	-0.09872341	0.3166771	-0.51404953	35_4141	"Cluster: Associated with HOX family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Associated with HOX family protein, expressed - Oryza s"	UniRef90_Q2QLM6	"CHR4V7|COORD:16530551..16532503| BLH6 (BELL1-LIKE HOMEODOMAIN 5); DNA binding / transcription factor"	AT4G34610.1	CHR12V5|COORD:27243182..27237930|protein BEL1-related homeotic protein 30, putative, expressed	LOC_Os12g43950.3	"no descriptionmoderately similar to ( 295)AT4G34610| Symbols: BLH6 | BLH6 (BELL1-LIKE HOMEODOMAIN 5); DNA binding / transcription factor | chr4:16530551-16532503 REVERSEvery weakly similar to (64.3)HSBH1_SOYBNHomeobox protein SBH1 - Glycine max (Soybean)not assigned not assigned not assigned POX POX homeodomain HOX"	RNA.regulation of transcription.HB,Homeobox transcription factor family	27_3_22

CUST_33955_PI403524517	2	0.25747156	0.39813042	-0.039128304	-0.14748335	-0.36978674	0.039127827	35_9787	"Cluster: Os07g0434500 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os07g0434500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D6W2	CHR1V7|COORD:22496859..22500684| proline-rich family protein	AT1G61080.1	CHR07V5|COORD:14510882..14504212|protein DRD1, putative, expressed	LOC_Os07g25390.1	no description	not assigned.unknown	35_2

CUST_1404_PI404877155	2	0.1085453	-0.16205788	0.008022308	-0.04312706	0.048514366	-0.008023262	Contig11520_at	P0510C12.16 [Oryza sativa (japonica cultivar-group)]	NP_917173.1	single-strand-binding family protein	At3g18580.1	protein expressed protein	Os01g45530	DNA-binding protein	RNA.regulation of transcription.unclassified	27_3_99

CUST_10443_PI403524517	2	0.039731026	0.3417778	0.13793945	-0.05780506	-0.03973198	-0.06051731	35_2946	Rep: OSIGBa0147B06.5 protein - Oryza sativa (Rice)	UniRef90_Q01N18	CHR4V7|COORD:10275928..10278502| leucine-rich repeat family protein / extensin family protein	AT4G18670.1	CHR04V5|COORD:2416640..2413872|protein CBS domain containing protein, expressed	LOC_Os04g05010.1	no descriptionnot assigned not assigned not assigned not assigned CBS CBS_pair CBS_pair_HPP_assoc CBS_pair_16 CBS_pair_22 CBS_pair_BON_assoc CBS_pair_9 CBS_pair_IMPDH CBS_pair_ACT_assoc2 PRK05567 CBS_pair_DHH_polyA_Pol_assoc CBS_pair_SpoIVFB_EriC_assoc COG2524 CBS_pair_10 COG0517 CBS_pair_23 CBS_pair_15 CBS_pair_ACT_assoc CBS_pair_PAS_GGDEF_DUF1_assoc CBS_pair_2 CBS_pair_CAP-ED_DUF294_PBI_assoc2 CBS_pair_24 CBS_pair_20 CBS_pair_DRTGG_assoc CBS_pair_3 CBS_pair_11 CBS_pair_7 CBS_pair_21 COG2905 CBS_pair_MET2_assoc CBS_pair_18 CBS_pair_CAP-ED_DUF294_assoc_arch COG3448 COG4109 IMPDH CBS_pair_Mg_transporter CBS_pair_NTP_transferase_assoc CBS_pair_26 CBS_pair_ABC_OpuCA_assoc2 CBS_pair_KpsF_GutQ_assoc CBS_pair_ParBc_assoc CBS_pair_25 CBS CBS_pair_4 MgtE CBS_pair_CAP-ED_DUF294_PBI_assoc CBS_pair_M50_like CBS_pair_28 CBS_pair_SpoIVFB_EriC_assoc2 CBS_pair_IMPDH_2 CBS_pair_GGDEF_assoc2 CBS_pair_29 CBS_pair_8 PRK12323 CBS_pair_19 CBS_pair_CorC_HlyC_assoc COG3620 CBS_pair_PALP_assoc2 CBS_pair_ABC_OpuCA_assoc CBS_pair_17	not assigned.unknown	35_2

CUST_12841_PI403524517	2	0.058317184	-0.5137329	-0.059820175	0.089987755	0.10773373	-0.05831623	35_3671	"Cluster: Radical SAM domain-containing protein-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: Radical SAM domain-containing protein-like - Oryza sativa"	UniRef90_Q5JM88	CHR2V7|COORD:16541381..16544064| radical SAM domain-containing protein	AT2G39670.1	CHR01V5|COORD:43306664..43303993|protein expressed protein	LOC_Os01g74190.1	no descriptionhighly similar to ( 521)AT2G39670| Symbols:  | radical SAM domain-containing protein | chr2:16541381-16544064 FORWARDnot assigned COG0820 PRK11194 Radical_SAM COG0731	not assigned.no ontology	35_1

CUST_108219_PI403524517	2	0.08066034	0.0473938	-0.047394276	0.15391397	-0.071211815	-0.10493755	35_30785	"Cluster: OSJNBa0008M17.8 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0008M17.8 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XN09	CHR4V7|COORD:16355039..16356959| C2 domain-containing protein	AT4G34150.1	CHR04V5|COORD:31001952..31000753|protein adhesive/proline-rich protein, putative, expressed	LOC_Os04g52504.1	no description	not assigned.unknown	35_2

CUST_176102_PI403524517	2	-0.19486952	0.0021839142	0.21224546	-0.0021839142	-0.09434128	0.12730646	35_49011	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_44956_PI403524517	2	-0.005174637	0.14153099	-0.0414114	0.005174637	-0.07705593	0.037496567	35_12890	"Cluster: Kinesin light chain-like protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Kinesin light chain-like protein - Oryza sativa (japonica cultivar-g"	UniRef90_Q6Z901	CHR4V7|COORD:6656610..6659029| kinesin light chain-related	AT4G10840.1	CHR02V5|COORD:538203..534930|protein kinesin light chain, putative, expressed	LOC_Os02g01960.1	no descriptionweakly similar to ( 140)AT4G10840| Symbols:  | kinesin light chain-related | chr4:6656610-6658698 FORWARDnot assigned	cell.organisation	31_1

CUST_13724_PI403524517	2	0.16838169	-0.27118874	0.009123802	-0.03256607	-0.009124756	0.070705414	35_3937	"Cluster: Putative microtubule-associated protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative microtubule-associated protein - Oryza sativa (japon"	UniRef90_Q8LNH6	"CHR5V7|COORD:26857474..26859210| ATEB1C (MICROTUBULE END BINDING PROTEIN 1); microtubule binding"	AT5G67270.1	CHR10V5|COORD:18706702..18704279|protein microtubule-associated protein RP/EB family member 3, putative, expressed	LOC_Os10g35580.1	"no descriptionmoderately similar to ( 333)AT5G67270| Symbols: ATEB1C | ATEB1C (MICROTUBULE END BINDING PROTEIN 1); microtubule binding | chr5:26857474-26859210 REVERSEnot assigned not assigned BIM1 EB1 CH TT_ORF1"	cell.organisation	31_1

CUST_168279_PI403524517	2	0.3201084	-0.31718445	0.042577744	-0.11236477	-0.042577744	0.13169575	35_46861	"Cluster: Putative myosin II heavy chain; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative myosin II heavy chain - Oryza sativa (japonica cultivar-group"	UniRef90_Q6Z746	"CHR1V7|COORD:8760186..8763243| ATMAP70-2 (microtubule-associated proteins 70-2); microtubule binding"	AT1G24764.1	CHR02V5|COORD:30714987..30720586|protein ATMAP70-3, putative, expressed	LOC_Os02g50320.1	"no descriptionmoderately similar to ( 324)AT1G68060| Symbols: ATMAP70-1 | ATMAP70-1 (MICROTUBULE-ASSOCIATED PROTEINS 70-1); microtubule binding | chr1:25515055-25517889 REVERSEnot assigned not assigned not assigned not assigned not assigned Myosin_HC-like Smc Myosin_tail_1 COG4372 PRK03918 SbcC"	cell.organisation	31_1

CUST_4790_PI403524517	2	-0.6356764	-0.2742052	0.59762764	0.6375904	0.27420568	-0.45648336	35_1320	Rep: Hypothetical protein - Brachypodium sylvaticum (False brome)	UniRef90_A1YKG3	0	0	CHR06V5|COORD:2262977..2260652|protein expressed protein	LOC_Os06g05120.1	no description	not assigned.unknown	35_2

CUST_4072_PI404877155	2	-0.04643154	-0.007710457	0.0011367798	-0.0011367798	0.118024826	0.028333664	Contig14854_at	putative protein kinase [Oryza sativa (japonica cultivar-group)] gb|AAS07241.1| putative protein kinase [Oryza sativa (japonica cultivar-gro	XP_469442.1	mitogen-activated protein kinase kinase, putative	At4g08500.1	protein Protein kinase domain, putative	Os03g15570	NONE	signalling.MAP kinases	30_6

CUST_13880_PI403524517	2	0.26237106	-0.19568539	-0.011667728	0.029908657	-0.31536913	0.011667728	35_3979	Rep: OSIGBa0157K09-H0214G12.9 protein - Oryza sativa (Rice)	UniRef90_Q01HE8	CHR3V7|COORD:5738026..5743048| ATP-dependent helicase	AT3G16840.1	CHR04V5|COORD:25322330..25316207|protein ATP-dependent RNA helicase MAK5, putative, expressed	LOC_Os04g43140.1	no descriptionmoderately similar to ( 216)AT3G16840| Symbols:  | ATP-dependent helicase | chr3:5738026-5743048 REVERSEvery weakly similar to (80.1)IF415_TOBACEukaryotic initiation factor 4A-15 - Nicotiana tabacum (Common tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DEADc SrmB PRK11192 DEAD PRK11776 PRK10590 PRK11634 DEXDc PRK01297 PRK04837 PRK04537 DEXDc Lhr COG1205 DEXHc COG1204 COG1202 TT_ORF1 PRK12323 Drf_FH1 PRK07764 Extensin_2	DNA.synthesis/chromatin structure	28_1

CUST_70965_PI403524517	2	-0.12813663	-0.1275549	0.14877796	0.1275549	0.39412308	-0.27339077	35_20332	"Cluster: Hypothetical protein OSJNBa0057M23.132; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0057M23.132 - Oryza sativa (japonic"	UniRef90_Q6Z4S0	"CHR1V7|COORD:28751869..28752519| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G21010.1); similar to TMV response-related gene product [Nicotiana"	AT1G76600.1	CHR07V5|COORD:1192708..1193894|protein expressed protein	LOC_Os07g03120.1	"no descriptionvery weakly similar to (62.8)AT3G50800| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G66580.1); similar to TMV response-related gene product [Nicotiana tabacum] (GB:BAB41200.1) | chr3:18893425-18893883 REVERSEnot assigned not assigned not assigned not assigned PRK12323 PRK07764"	not assigned.unknown	35_2

CUST_13549_PI404877155	2	0.10063553	-0.095155716	-0.0015773773	0.0015773773	-0.012828827	0.021492004	Contig728_at	60S ribosomal protein L41 (RPL41G) [Arabidopsis thaliana] ref|NP_187723.1| 60S ribosomal protein L41 (RPL41E) [Arabidopsis thaliana] ref|NP_	NP_191161.1	60S ribosomal protein L41 (RPL41D)	At3g08520.1	0	0	NONE	RNA.processing.RNA helicase	27_1_2

CUST_93258_PI403524517	2	-0.15765667	-0.028616428	0.28024673	0.028616428	0.30343485	-0.07578516	35_26666	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_133130_PI403524517	2	-0.19921827	-0.4646001	-0.031198978	0.34857655	0.13373566	0.031198978	35_37379	"Cluster: Os04g0542900 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os04g0542900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JBC2		0	CHR04V5|COORD:26971925..26976114|protein placental protein 11 precursor, putative, expressed	LOC_Os04g45910.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_36325_PI403524517	2	0.21124649	0.011917114	0.23825121	-0.02848196	-0.15334558	-0.011916637	35_10475	"Cluster: Os01g0167700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0167700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JQE2	0	0	CHR01V5|COORD:3461756..3453021|protein expressed protein	LOC_Os01g07330.4	no description	not assigned.unknown	35_2

CUST_52054_PI403524517	2	0.04396534	0.6535597	-0.043964386	-0.1390543	-0.20950603	0.09474945	35_14836	"Cluster: Hypothetical protein P0643F09.27; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0643F09.27 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6K6A1	0	0	CHR02V5|COORD:35035204..35040572|protein expressed protein	LOC_Os02g57200.1	no description	not assigned.unknown	35_2

CUST_4185_PI404877155	2	0.11698532	-0.34696293	-0.11014366	0.1128664	-0.021259308	0.021259308	Contig15036_at	0	AAS07227.1	acyl-activating enzyme 18 (AAE18)	At1g55320.1	protein putative acyl-activating enzyme	Os03g59080	acyl-activating enzyme 18	lipid metabolism.FA synthesis and FA elongation.acyl coa ligase	11_1_08

CUST_27574_PI399408534	2	0.19985771	0.4144678	-0.10420704	-0.045617104	-0.03339672	0.03339672	35_26657	"Cluster: Putative Polycomb protein EZ1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Polycomb protein EZ1 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5VN06	"CHR2V7|COORD:9962650..9967197| CLF (CURLY LEAF); transcription factor"	AT2G23380.1	CHR06V5|COORD:9352714..9361102|protein polycomb protein EZ1, putative, expressed	LOC_Os06g16390.1	" no descriptionweakly similar to ( 164)AT2G23380| Symbols: ICU1, CLF | CLF (CURLY LEAF); transcription factor | chr2:9962650-9967197 FORWARDweakly similar to ( 178)EZ1_MAIZEPolycomb protein EZ1 - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned SET SET COG2940 "	RNA.regulation of transcription.SET-domain transcriptional regulator family	27_3_69

CUST_92697_PI403524517	2	0.3771267	-0.5774584	-0.095311165	0.06185913	-0.026988983	0.02698803	35_26504	"Cluster: Hypothetical protein OSJNBa0003K21.30; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0003K21.30 - Oryza sativa (japonica"	UniRef90_Q6YSY9	CHR4V7|COORD:7758606..7760888| leucine-rich repeat family protein / extensin family protein	AT4G13340.1	CHR07V5|COORD:8177750..8178199|protein conserved hypothetical protein	LOC_Os07g14330.1	no descriptionExtensin_2	not assigned.unknown	35_2

CUST_119407_PI403524517	2	0.0034680367	-0.13184834	-0.0014295578	0.234344	-0.048817158	0.0014295578	35_33787	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10NP4	CHR4V7|COORD:5188044..5189571| glycine-rich protein	AT4G08230.1	CHR03V5|COORD:8647104..8650191|protein expressed protein	LOC_Os03g15720.2	no description	not assigned.unknown	35_2

CUST_99366_PI403524517	2	-0.08801651	0.167202	-0.1599493	-0.010840416	0.13223267	0.010839462	35_28366	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_107702_PI403524517	2	0.32434845	-0.4569087	-0.27233124	0.09728527	0.042287827	-0.042287827	35_30648	Rep: Actin A - Trypanosoma brucei brucei	UniRef90_P12432	CHR2V7|COORD:17567289..17569023| actin, putative	AT2G42100.1	CHR12V5|COORD:27458264..27459637|protein actin-1, putative, expressed	LOC_Os12g44350.1	 no descriptionmoderately similar to ( 362)AT2G42100| Symbols:  | actin, putative | chr2:17567289-17569023 FORWARDmoderately similar to ( 376)ACT_VOLCAActin - Volvox carterinot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned ACTIN ACTIN Actin COG5277 PRK07003 	cell.organisation	31_1

CUST_80989_PI403524517	2	0.48897743	-0.4622302	-0.21827507	0.16148329	-0.033596992	0.033596516	35_23228	Rep: H0219H12.7 protein - Oryza sativa (Rice)	UniRef90_Q01IJ0	CHR3V7|COORD:10985482..10987004| amino acid transporter family protein	AT3G28960.1	CHR04V5|COORD:22758757..22761288|protein amino acid/polyamine transporter II, putative, expressed	LOC_Os04g38680.1	no descriptionvery weakly similar to (86.7)AT3G28960| Symbols:  | amino acid transporter family protein | chr3:10985482-10987004 REVERSEnot assigned not assigned not assigned Aa_trans	transport.amino acids	34_3

CUST_99618_PI403524517	2	0.7684488	0.68246317	-0.032352448	-0.18029404	-0.35469532	0.032352448	35_28436	"Cluster: Os12g0594200 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os12g0594200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IM69		0	CHR12V5|COORD:24891645..24916694|protein protein kinase domain containing protein, expressed	LOC_Os12g40279.1	no description	not assigned.unknown	35_2

CUST_109891_PI403524517	2	0.6331377	-0.4775877	-0.5450907	-0.054356575	0.054356575	0.264719	35_31227	"Cluster: Hypothetical protein OSJNBb0036G09.7; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0036G09.7 - Oryza sativa (japonica cu"	UniRef90_Q5JM77		0	CHR01V5|COORD:30869648..30871038|protein plant-specific domain TIGR01568 family protein, expressed	LOC_Os01g53160.1	no description	not assigned.unknown	35_2

CUST_4849_PI403524517	2	0.06689167	0.21498108	0.0010128021	-0.0010118484	-0.0018434525	-0.021060944	35_1339	"Cluster: Putative iron-sulfur cofactor synthesis protein iscU; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative iron-sulfur cofactor"	UniRef90_Q8LR34	CHR4V7|COORD:11759456..11760893| ISU1 (Iron-sulfur cluster assembly complex protein)	AT4G22220.1	CHR01V5|COORD:27377334..27374213|protein nifU-like N-terminal domain-containing protein, mitochondrial precursor, putative, expressed	LOC_Os01g47340.1	 no descriptionmoderately similar to ( 231)AT4G22220| Symbols: ATISU1, ISU1 | ISU1 (Iron-sulfur cluster assembly complex protein) | chr4:11759456-11760893 REVERSEnot assigned PRK11325 NifU_N IscU Protamine_P1 	not assigned.no ontology	35_1

CUST_13371_PI404877155	2	0.14375019	-0.051226616	0.027090073	-0.027090073	-0.30989838	0.23882961	Contig708_at	unknown protein [Oryza sativa (japonica cultivar-group)]	BAC79703.1	60S ribosomal protein L41 (RPL41D)	At3g08520.1	protein Protease inhibitor/seed storage/LTP family, putative	Os07g43290	similarity to nonspecific lipid-transfer protein	transport.metabolite transporters at the mitochondrial membrane	34_9

CUST_84676_PI403524517	2	0.090125084	0.22576189	0.11854887	-0.34528494	-0.28837967	-0.090125084	35_24263	"Cluster: Violaxanthin de-epoxidase-related-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Violaxanthin de-epoxidase-related-like - Oryza sativa (japonic"	UniRef90_Q5JMC7	CHR2V7|COORD:9325413..9327070| violaxanthin de-epoxidase-related	AT2G21860.1	CHR01V5|COORD:30143656..30146585|protein violaxanthin de-epoxidase family protein, expressed	LOC_Os01g51860.1	no descriptionweakly similar to ( 147)AT2G21860| Symbols:  | violaxanthin de-epoxidase-related | chr2:9325413-9327070 REVERSEnot assigned not assigned not assigned TT_ORF1	secondary metabolism.isoprenoids.carotenoids.violaxanthin de-epoxidase	16_1_4_21

CUST_179947_PI403524517	2	0.033924103	0.5846596	-0.033924103	-0.32784033	0.06610775	-0.18294764	35_50045	"Cluster: Os09g0547800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os09g0547800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IZV0	CHR5V7|COORD:7536909..7537856| F-box family protein	AT5G22660.1	CHR11V5|COORD:5078275..5075922|protein F-box domain containing protein, expressed	LOC_Os11g09480.1	no descriptionvery weakly similar to (65.9)AT5G22660| Symbols:  | F-box family protein | chr5:7536331-7537856 REVERSE	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_153788_PI403524517	2	0.21320248	-0.025125027	0.02512455	-0.10661411	-0.42487907	0.22157478	35_42980	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_79103_PI403524517	2	0.035582542	0.18503094	-0.06987858	-0.035582542	0.15440178	-0.058537483	35_22691	"Cluster: Nodulation protein, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Nodulation protein, putative, expressed - Oryza sativa (japon"	UniRef90_Q10K64	"CHR2V7|COORD:6856879..6858963| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G34420.1); similar to At2g15730 [Medicago truncatula]"	AT2G15730.1	CHR03V5|COORD:15890984..15886795|protein expressed protein	LOC_Os03g27760.1	"no descriptionmoderately similar to ( 407)AT2G15730| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G34420.1); similar to At2g15730 [Medicago truncatula] (GB:ABE83382.1); contains domain P-loop containing nucleoside triphosphate hydrolases (SSF52540) | chr2:6856879-6858963 FORWARD"	not assigned.unknown	35_2

CUST_74538_PI403524517	2	0.038585663	0.34326744	0.08044243	-0.1439476	-0.22923851	-0.038585663	35_21374	"Cluster: OSJNBa0084N21.16 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0084N21.16 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XL60	0	0	CHR04V5|COORD:18719768..18718067|protein MYND finger family protein, expressed	LOC_Os04g31610.1	no description	not assigned.unknown	35_2

CUST_2478_PI404877155	2	0.02590084	-0.28732014	-0.13214302	0.043941498	0.021497726	-0.021497726	Contig12867_at	"dihydrolipoamide S-acetyltransferase, putative [Arabidopsis thaliana] gb|AAG51893.1| dihydrolipoamide S-acetyltransferase, putative; 19109-2"	NP_174703.1	dihydrolipoamide S-acetyltransferase, putative	At1g34430.1	protein Similar to dihydrolipoamide S-acetyltransferase, putative	Os12g08170	"EMB3003;EMBRYO DEFECTIVE 3003;dihydrolipoamide S-acetyltransferase, putative, similar to dihydrolipoamide S-acetyltransferase (LTA2) (Arabidopsis thaliana) GI:5881963; contains Pfam profiles PF00198: 2-oxo acid dehydrogenases acyltransferase (catalytic do"	lipid metabolism.FA synthesis and FA elongation.pyruvate DH	11_1_31

CUST_23420_PI403524517	2	0.112921715	-0.33756924	-0.108841896	-0.049263	0.049263954	0.13023663	35_6805	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10BV4	CHR4V7|COORD:7978944..7987554| ATP binding	AT4G13750.1	CHR03V5|COORD:33483508..33469363|protein expressed protein	LOC_Os03g58910.2	no descriptionweakly similar to ( 119)AT4G13750| Symbols:  | ATP binding | chr4:7978944-7987554 FORWARD	not assigned.unknown	35_2

CUST_139802_PI403524517	2	0.0035114288	0.09445381	-0.01067543	-0.0035114288	0.15631104	-0.06330109	35_39206	"Cluster: Putative ABI3-interacting protein 2; CnAIP2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ABI3-interacting protein 2; CnAIP2 - Oryza sativ"	UniRef90_Q7XIP0	CHR1V7|COORD:9039777..9042860| protein kinase	AT1G26150.1	CHR07V5|COORD:24141390..24136213|protein ABI3-interacting protein 2, putative, expressed	LOC_Os07g40270.1	no description	not assigned.unknown	35_2

CUST_9687_PI404877155	2	-0.27886677	-0.8837042	1.3353539	0.27886677	1.5024047	-3.6442997	Contig3433_at	Low molecular mass early light-inducible protein HV90, chloroplast precursor (ELIP) pir||S07474 early light-induced protein, low molecular w	P14897	chlorophyll A-B binding family protein / early light-induced protein (ELIP)	At3g22840.1	protein Chlorophyll A-B binding protein, putative	Os07g08160	"ELIP;EARLY LIGHT-INDUCABLE PROTEIN;chlorophyll A-B binding family protein / early light-induced protein (ELIP), identical to early light-induced protein; ELIP (Arabidopsis thaliana) GI:1872544; contains Pfam profile: PF00504 chlorophyll A-B binding protei"	signalling.light	30_11

CUST_12839_PI404877155	2	0.2098217	-0.39237404	-0.5915308	0.2098217	-0.05785656	0.057855606	Contig6570_at	oxidase lip19 - rice emb|CAA40596.1| basic/leucine zipper protein [Oryza sativa]	S35193	bZIP transcription factor family protein	At3g62420.1	protein oxidase lip19 - rice	Os05g03860	NONE	RNA.regulation of transcription.bZIP transcription factor family	27_3_35

CUST_34215_PI399408534	2	0.040957928	2.4599938	0.4922881	-0.81654644	-0.040957928	-0.70123863	35_3160	"Cluster: Putative gibberellin-induced protein 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative gibberellin-induced protein 1 - Oryza sativa (japonic"	UniRef90_Q6ER17	CHR2V7|COORD:13135022..13135707| gibberellin-regulated family protein	AT2G30810.1	CHR09V5|COORD:14827980..14829527|protein GAST1 protein precursor, putative, expressed	LOC_Os09g24840.2	no descriptionweakly similar to ( 129)AT2G30810| Symbols:  | gibberellin-regulated family protein | chr2:13135022-13135707 REVERSEGASA	hormone metabolism.gibberelin.induced-regulated-responsive-activated	17_6_3

CUST_166229_PI403524517	2	-0.10446644	-0.18294239	0.021615982	0.30477715	0.34216022	-0.021616936	35_46308	"Cluster: Hypothetical protein P0567G03.13-1; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0567G03.13-1 - Oryza sativa (japonica cultiv"	UniRef90_Q5Z650		0	CHR06V5|COORD:21840189..21841477|protein expressed protein	LOC_Os06g37020.1	no description	not assigned.unknown	35_2

CUST_15064_PI404877155	2	0.09925175	-0.59128666	-0.06630802	0.046664238	0.0033798218	-0.0033807755	Contig8928_at	putative RNA binding protein [Oryza sativa (japonica cultivar-group)] ref|XP_470052.1| putative RNA binding protein [Oryza sativa (japonica	AAP73851.1	RNA recognition motif (RRM)-containing protein	At5g12190.1	protein putative RNA binding protein	Os03g59710	0	RNA.regulation of transcription	27_3

CUST_6940_PI404877155	2	-0.39131927	-1.298914	0.09588337	0.23576736	0.57676315	-0.09588337	Contig20418_at	0	0	0	0	0	0	gi|32487527|emb|CAE05771.1| OSJNBa0064G10.22	RNA.regulation of transcription.C2C2(Zn) DOF zinc finger family	27_3_08

CUST_24808_PI403524517	2	0.0563097	-0.46675014	-0.056308746	0.07559109	0.08784199	-0.09630966	35_7196	"Cluster: Thioredoxin M-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: Thioredoxin M-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5JMR9	"CHR1V7|COORD:16400799..16402268| ATY2 (Arabidopsis thioredoxin y2); thiol-disulfide exchange intermediate"	AT1G43560.1	CHR01V5|COORD:42777971..42781157|protein thioredoxin-like protein slr0233, putative, expressed	LOC_Os01g73234.1	" no descriptionweakly similar to ( 129)AT1G76760| Symbols: ATY1 | ATY1 (Arabidopsis thioredoxin y1); thiol-disulfide exchange intermediate | chr1:28816767-28817842 REVERSEvery weakly similar to (74.3)TRXM_CHLREThioredoxin M-type, chloroplast precursor - Chlamydomonas reinhardtiinot assigned not assigned not assigned not assigned not assigned not assigned Thioredoxin TRX_family PRK10996 PDI_a_family PDI_a_ERdj5_C PDI_a_ERp38 trxA TRX_PICOT PDI_a_P5 TrxA PDI_a_TMX3 COG3118 TxlA PDI_a_PDIR PDI_a_PDI_a'_C PDI_a_MPD1_like ybbN TMX2 TRX_NTR "	redox.thioredoxin	21_1

CUST_70054_PI403524517	2	-0.5192733	-0.46038437	-0.17787218	0.23736	0.56027985	0.1778717	35_20052	"Cluster: Heavy-metal-associated domain-containing protein, putative, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Heavy-metal-associated"	UniRef90_Q7G2B2	CHR5V7|COORD:8013245..8014132| heavy-metal-associated domain-containing protein	AT5G23760.1	CHR10V5|COORD:19024473..19023377|protein metal ion binding protein, putative, expressed	LOC_Os10g36200.2	no descriptionweakly similar to ( 109)AT5G23760| Symbols:  | heavy-metal-associated domain-containing protein | chr5:8013245-8014132 REVERSEnot assigned not assigned TT_ORF1	not assigned.no ontology	35_1

CUST_19973_PI403524517	2	0.045926094	-0.055437088	0.0075683594	-0.059755325	-0.0075683594	0.016583443	35_5790	"Cluster: Os03g0102400 protein; n=5; Oryza sativa (japonica cultivar-group)|Rep: Os03g0102400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DW12	CHR5V7|COORD:24727466..24730108| 2-phosphoglycerate kinase-related	AT5G61450.1	CHR03V5|COORD:153462..148205|protein expressed protein	LOC_Os03g01250.1	no descriptionmoderately similar to ( 484)AT5G61450| Symbols:  | 2-phosphoglycerate kinase-related | chr5:24727466-24730108 REVERSEnot assigned not assigned PRK04220 COG2074 PRK12337 PRK12338 PRK12339	not assigned.unknown	35_2

CUST_165426_PI403524517	2	0.08798361	-0.009195805	0.009195328	-0.2811532	0.08725405	-0.24496174	35_46100	"Cluster: Putative aminoacylase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative aminoacylase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z8P2	CHR4V7|COORD:17925245..17926913| aminoacylase, putative / N-acyl-L-amino-acid amidohydrolase, putative	AT4G38220.1	CHR08V5|COORD:25259477..25255520|protein aminoacylase-1, putative, expressed	LOC_Os08g40110.1	 no descriptionvery weakly similar to (72.4)AT4G38220| Symbols:  | aminoacylase, putative / N-acyl-L-amino-acid amidohydrolase, putative | chr4:17925245-17926913 FORWARDnot assigned 	misc.nitrilases, *nitrile lyases, berberine bridge enzymes, reticuline oxidases, troponine reductases	26_8

CUST_50746_PI403524517	2	0.13546753	0.34945488	-0.13546753	-0.19414902	0.1672535	-0.25306797	35_14479	Rep: Sucrose synthase 1 - Oryza sativa (Rice)	UniRef90_P30298	"CHR3V7|COORD:15190192..15193565| SUS4; UDP-glycosyltransferase/ sucrose synthase/ transferase, transferring glycosyl groups"	AT3G43190.1	CHR06V5|COORD:4803247..4795287|protein sucrose synthase 1, putative, expressed	LOC_Os06g09450.8	" no descriptionhighly similar to ( 870)AT3G43190| Symbols: SUS4 | SUS4; UDP-glycosyltransferase/ sucrose synthase/ transferase, transferring glycosyl groups | chr3:15190192-15193565 REVERSEnearly identical (1148)SUS1_HORVUSucrose synthase 1 - Hordeum vulgare (Barley)not assigned Sucrose_synth "	major CHO metabolism.degradation.sucrose.Susy	2_2_1_5

CUST_104161_PI403524517	2	0.040747643	-0.1498003	-0.04856682	0.20882225	0.17224026	-0.040747643	35_29687	"Cluster: AHM1(AT hook-containing MAR binding protein1)-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: AHM1(AT hook-containing MAR binding"	UniRef90_Q8L4D3	CHR3V7|COORD:6736388..6738336| late embryogenesis abundant protein-related / LEA protein-related	AT3G19430.1	CHR07V5|COORD:25635008..25638199|protein AT hook-containing MAR binding 1-like protein, putative, expressed	LOC_Os07g42800.2	no descriptionvery weakly similar to (74.7)AT2G01710| Symbols:  | DNAJ heat shock N-terminal domain-containing protein | chr2:315835-316770 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07764 PRK12323 Herpes_BLLF1 PRK07003 FAP Rubella_Capsid Atrophin-1 Tymo_45kd_70kd PRK09169 PRK12678 Drf_FH1 PRK05648 HPC2 Extensin_2 APC_basic PRK08853	stress.abiotic.heat	20_2_1

CUST_31221_PI399408534	2	-0.07937145	-0.12062359	-0.02686119	0.13387012	0.026860237	0.17502403	35_5465	"Cluster: Zinc finger AN1 and C2H2 domain-containing stress-associated protein 16; n=2; Oryza sativa|Rep: Zinc finger AN1 and C2H2 domain-containing"	UniRef90_Q0D5B9	CHR2V7|COORD:17465098..17466492| zinc finger (C2H2 type, AN1-like) family protein	AT2G41835.1	CHR07V5|COORD:22929069..22931587|protein AN1-type zinc finger protein 2B, putative, expressed	LOC_Os07g38240.1	 no descriptionmoderately similar to ( 346)AT2G41835| Symbols:  | zinc finger (C2H2 type, AN1-like) family protein | chr2:17465098-17466492 REVERSEnot assigned 	RNA.regulation of transcription.unclassified	27_3_99

CUST_238_PI403524517	2	-0.043851852	0.29440022	-0.06495094	-0.015497208	0.015496254	0.1235075	35_64	"Cluster: Os07g0548800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0548800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D5N0	"CHR1V7|COORD:22771339..22771934| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G54530.1); similar to Os07g0548800 [Oryza sativa (japonica"	AT1G61667.1	CHR07V5|COORD:21781555..21784884|protein expressed protein	LOC_Os07g36410.1	"no descriptionvery weakly similar to (75.1)AT1G61667| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G54530.1); similar to Os07g0548800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001059929.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAC57724.1); contains InterPro domain Protein of unknown function DUF538; (InterPro:IPR007493) | chr1:22771339-22771934 FORWARDnot assigned"	not assigned.unknown	35_2

CUST_85599_PI403524517	2	-0.068276405	0.35211754	0.068276405	-0.083231926	0.1304512	-0.0690012	35_24519	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_106065_PI403524517	2	0.31374788	-0.0053682327	-0.23503685	0.0020928383	-0.0020933151	0.06523323	35_30194	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_12372_PI403524517	2	0.2157917	-0.07348728	0.022210121	-0.022210121	0.1105423	-0.1322174	35_3524	"Cluster: Putative adhesion regulating molecule family; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative adhesion regulating molecule family - Oryza sat"	UniRef90_Q5TKG0	"CHR2|COORD:11318082..11322173| similar to Adrm1 protein [Mus musculus] (GB:AAH19746.1); contains InterPro domain Adhesion regulating molecule (InterPro:IPR00677"	AT2G26590.3	CHR05V5|COORD:29539686..29534432|protein adhesion regulating molecule conserved region family protein, expressed	LOC_Os05g51640.1	no descriptionmoderately similar to ( 223)AT2G26590| Symbols:  | adhesion regulating molecule family | chr2:11318260-11321795 REVERSEnot assigned ARM_1	not assigned.no ontology	35_1

CUST_157178_PI403524517	2	0.25973082	0.028598785	-0.15687704	2.5106173	-0.028599262	-0.5434394	35_43894	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_93775_PI403524517	2	0.25186062	-0.27667952	-0.124810696	-0.01751566	0.01751566	0.09468937	35_26813	Rep: Nitric-oxide synthase 1 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q66GP9	CHR3V7|COORD:17494180..17497234| ATNOS1/NOS1	AT3G47450.2	CHR02V5|COORD:261348..265491|protein nitric-oxide synthase, putative, expressed	LOC_Os02g01440.1	 no descriptionmoderately similar to ( 333)AT3G47450| Symbols: ATNOS1, NOS1 | ATNOS1/NOS1 | chr3:17494180-17497234 REVERSEmoderately similar to ( 376)NOS_ORYSAnot assigned YqeH COG1161 YlqF_related_GTPase 	not assigned.unknown	35_2

CUST_180903_PI403524517	2	0.24367762	-0.75702524	-0.0012478828	0.0012478828	-0.016563892	0.3319044	35_50309	"Cluster: Pentatricopeptide (PPR) repeat-containing protein-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: Pentatricopeptide (PPR) repeat-containing prot"	UniRef90_Q5NAR1	CHR2V7|COORD:12719961..12722177| pentatricopeptide (PPR) repeat-containing protein	AT2G29760.1	CHR01V5|COORD:8729229..8731288|protein tetratricopeptide-like helical, putative, expressed	LOC_Os01g15530.1	no descriptionvery weakly similar to (65.5)AT2G29760| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr2:12719961-12722177 FORWARD	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_99575_PI403524517	2	0.17447376	-0.047509193	-0.15226746	0.08664894	0.04750824	-0.07004547	35_28423	"Cluster: HAD-superfamily hydrolase, subfamily IA, variant 3 containing protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: HAD-superfamily hydr"	UniRef90_Q10ME8	CHR1V7|COORD:21163440..21170757| haloacid dehalogenase-like hydrolase family protein	AT1G56500.1	CHR03V5|COORD:11083453..11101280|protein NHL repeat protein, putative, expressed	LOC_Os03g19760.2	no descriptionmoderately similar to ( 217)AT1G56500| Symbols:  | haloacid dehalogenase-like hydrolase family protein | chr1:21163440-21170757 FORWARDnot assigned COG0637 Gph PRK10826 Hydrolase PRK11587 PRK10725 COG1011	not assigned.no ontology	35_1

CUST_137045_PI403524517	2	-0.01880455	0.020406246	0.0094714165	-0.025864124	0.16144037	-0.00947094	35_38434	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_53151_PI403524517	2	-0.0063524246	-0.39356327	-0.050094604	0.0063524246	0.043319702	0.03309059	35_15130	Rep: UDP-D-glucuronate decarboxylase - Hordeum vulgare (Barley)	UniRef90_Q6B6M1	"CHR3V7|COORD:23243514..23246328| UXS2 (UDP-GLUCURONIC ACID DECARBOXYLASE 2); catalytic/ dTDP-glucose 4,6-dehydratase"	AT3G62830.1	CHR01V5|COORD:36223823..36227429|protein UDP-glucuronic acid decarboxylase 1, putative, expressed	LOC_Os01g62020.1	 no descriptionhighly similar to ( 578)AT3G53520| Symbols: ATUXS1, UXS1 | UXS1 (UDP-GLUCURONIC ACID DECARBOXYLASE 1) | chr3:19852613-19854498 FORWARDweakly similar to ( 105)GME2_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned WcaG Epimerase RfbB GalE PRK11908 PRK10217 PRK10084 Gmd PRK08125 PRK10675 RfbD RmlD_sub_bind COG1086 3Beta_HSD Polysacc_synt_2 NAD_binding_4 COG3320 PRK07764 Herpes_BLLF1 DUF566 DUF1509 Atrophin-1 PRK12323 PRK07003 Tymo_45kd_70kd PRK12678 APC_basic rfaD Pneumo_att_G HPC2 PRK07201 	cell wall.precursor synthesis.UXS	10_1_5

CUST_48534_PI403524517	2	0.02595234	0.39132023	-0.5122299	0.110019684	-0.49753284	-0.02595234	35_13864	"Cluster: Putative peroxidase ATP22a; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative peroxidase ATP22a - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5Z8H5	CHR2V7|COORD:8240501..8242376| peroxidase, putative	AT2G18980.1	CHR06V5|COORD:29049770..29054208|protein peroxidase 16 precursor, putative, expressed	LOC_Os06g48030.2	 no descriptionmoderately similar to ( 340)AT2G18980| Symbols:  | peroxidase, putative | chr2:8240501-8242376 REVERSEmoderately similar to ( 204)PER2_ARAHYCationic peroxidase 2 precursor - Arachis hypogaea (Peanut)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned secretory_peroxidase plant_peroxidase peroxidase ascorbate_peroxidase PRK07764 PRK07003 AF-4 Herpes_BLLF1 PRK12678 APC_basic HPC2 PRK12323 infB DUF1509 	misc.peroxidases	26_12

CUST_102879_PI403524517	2	-0.011345863	0.28015232	0.07481575	-0.18065071	-0.003323555	0.003323555	35_29338	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_91623_PI403524517	2	0.22071743	0.0042266846	-0.0042271614	-0.0880146	0.18129587	-0.16369581	35_26195	"Cluster: Hemolysin A, putative; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hemolysin A, putative - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53M53	CHR3V7|COORD:9234276..9236259| bacterial hemolysin-related	AT3G25470.1	CHR11V5|COORD:7964507..7959903|protein hemolysin A, putative, expressed	LOC_Os11g14230.1	no descriptionvery weakly similar to (76.3)AT3G25470| Symbols:  | bacterial hemolysin-related | chr3:9234276-9236259 FORWARDCOG1189 rluD S4 S4	not assigned.no ontology	35_1

CUST_31343_PI399408534	2	0.30599022	0.3384204	0.12484074	-0.12484026	-0.1395526	-0.16388464	35_45625	"Cluster: Os07g0434500 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os07g0434500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D6W2	"CHR2V7|COORD:7104720..7108178| DRD1 (DEFECTIVE IN RNA-DIRECTED DNA METHYLATION 1); ATP binding / DNA binding / helicase/ nucleic acid binding"	AT2G16390.1	CHR07V5|COORD:14510882..14504212|protein DRD1, putative, expressed	LOC_Os07g25390.1	" no descriptionweakly similar to ( 140)AT2G16390| Symbols: CHR35, DRD1 | DRD1 (DEFECTIVE IN RNA-DIRECTED DNA METHYLATION 1); ATP binding / DNA binding / helicase/ nucleic acid binding | chr2:7104720-7108178 FORWARDnot assigned not assigned "	RNA.regulation of transcription.Chromatin Remodeling Factors	27_3_44

CUST_69719_PI403524517	2	-0.013503075	0.60052395	0.02026081	-0.17936993	-0.16194248	0.013503075	35_19947	"Cluster: Putative methyl chloride transferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative methyl chloride transferase - Oryza sativa (japonica cu"	UniRef90_Q5VMN3	CHR2V7|COORD:18203167..18204740| thiol methyltransferase, putative	AT2G43940.1	CHR06V5|COORD:2778880..2773438|protein S-adenosylmethionine-dependent methyltransferase/ methyltransferase/ thiopurine S-methyltransferase,	LOC_Os06g06040.2	 no descriptionvery weakly similar to (77.4)AT2G43940| Symbols:  | thiol methyltransferase, putative | chr2:18203167-18204740 REVERSE	not assigned.no ontology	35_1

CUST_84630_PI403524517	2	0.035262108	-0.5244293	-0.25340748	0.018841743	-0.018841743	0.054244995	35_24252	"Cluster: Amino acid transporter-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Amino acid transporter-like protein - Oryza sativa (japonica"	UniRef90_Q67WP1	CHR1V7|COORD:30277992..30279461| amino acid transporter family protein	AT1G80510.1	CHR06V5|COORD:26314066..26311605|protein amino acid permease, putative, expressed	LOC_Os06g43700.1	no descriptionvery weakly similar to (89.7)AT1G80510| Symbols:  | amino acid transporter family protein | chr1:30277992-30279461 FORWARDnot assigned	transport.amino acids	34_3

CUST_81634_PI403524517	2	0.12589073	0.55985355	0.20327282	-0.6285324	-0.46076107	-0.12589073	35_23416	"Cluster: Transcription factor Pti6-like; n=3; Oryza sativa (japonica cultivar-group)|Rep: Transcription factor Pti6-like - Oryza sativa (japonica cultivar-group"	UniRef90_Q5SMZ8	CHR1V7|COORD:22496859..22500684| proline-rich family protein	AT1G61080.1	CHR01V5|COORD:27062364..27060862|protein ap2 domain protein, putative, expressed	LOC_Os01g46870.1	no descriptionnot assigned PRK12323	not assigned.unknown	35_2

CUST_30229_PI399408534	2	-0.0686636	0.36341286	0.11749363	-0.13066864	-0.13137817	0.0686636	35_8130	"Cluster: Putative CGI-34 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative CGI-34 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q9FTZ4	CHR3V7|COORD:3323506..3324910| SNF7 family protein	AT3G10640.1	CHR01V5|COORD:169993..167514|protein charged multivesicular body protein 5, putative, expressed	LOC_Os01g01350.1	no descriptionvery weakly similar to (96.3)AT3G10640| Symbols:  | SNF7 family protein | chr3:3323506-3324489 REVERSEnot assigned not assigned Snf7 PRK07764	RNA.regulation of transcription.SNF7	27_3_71

CUST_81562_PI403524517	2	-0.015334129	-0.28835392	0.013360977	0.11852741	0.022033691	-0.013361931	35_23397	"Cluster: Putative phenylcoumaran benzylic ether reductase PT1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative phenylcoumaran benzylic ether reductase"	UniRef90_Q6YVH7	CHR4V7|COORD:16500511..16501937| isoflavone reductase family protein	AT4G34540.1	CHR02V5|COORD:29091582..29089100|protein isoflavone reductase, putative, expressed	LOC_Os02g47610.1	no descriptionmoderately similar to ( 355)AT4G34540| Symbols:  | isoflavone reductase family protein | chr4:16500511-16501937 FORWARDmoderately similar to ( 258)IFRH_TOBACIsoflavone reductase homolog A622 - Nicotiana tabacum (Common tobacco)NmrA	secondary metabolism.flavonoids.isoflavonols	16_8_5

CUST_103566_PI403524517	2	-0.35986614	-0.17741299	0.08565521	-0.009880066	0.10206604	0.009880066	35_29531	"Cluster: Erwinia induced protein 2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Erwinia induced protein 2 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z756	"CHR3V7|COORD:729883..730275| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G17190.1); similar to Erwinia induced protein 2 [Solanum tuberosum]"	AT3G03160.1	CHR02V5|COORD:30652555..30653482|protein erwinia induced protein 2, putative, expressed	LOC_Os02g50210.1	"no descriptionweakly similar to ( 122)AT5G17190| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G03160.1); similar to Erwinia induced protein 2 [Solanum tuberosum] (GB:AAO32066.1) | chr5:5652312-5652704 FORWARDnot assigned"	not assigned.unknown	35_2

CUST_27795_PI403524517	2	0.09248161	0.013558388	-0.094314575	-0.013557434	-0.057415962	0.15876675	35_8036	"Cluster: Putative leucine rich repeat protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative leucine rich repeat protein - Oryza sativa (japonica cu"	UniRef90_Q69VA2	"CHR2V7|COORD:14624026..14635379| AIR9 (Auxin-Induced in Root cultures 9); protein binding"	AT2G34680.1	CHR07V5|COORD:2537718..2544033|protein AIR9, putative, expressed	LOC_Os07g05470.1	"no descriptionmoderately similar to ( 244)AT2G34680| Symbols: AIR9 | AIR9 (Auxin-Induced in Root cultures 9); protein binding | chr2:14624026-14635379 REVERSE"	not assigned.no ontology	35_1

CUST_45534_PI403524517	2	-0.07210159	-0.36633778	0.014243126	-0.014242172	0.08290863	0.12507057	35_13053	"Cluster: Os05g0354300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0354300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DIX4	"CHR5V7|COORD:1641453..1654686| APC1 (anaphase-promoting complex/cyclosome 1); ubiquitin-protein ligase"	AT5G05560.1	0	0	"no descriptionvery weakly similar to (99.0)AT5G05560| Symbols: APC1 | APC1 (anaphase-promoting complex/cyclosome 1); ubiquitin-protein ligase | chr5:1641453-1654686 FORWARD"	protein.degradation.ubiquitin.E3.APC	29_5_11_4_4

CUST_33476_PI399408534	2	8.72612E-4	0.3823042	-8.716583E-4	0.21733475	-0.17706108	-0.013122559	35_16644	"Cluster: Zinc finger protein, putative; n=1; Oryza sativa (japonica cultivar-group)|Rep: Zinc finger protein, putative - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ASS2	CHR4V7|COORD:11005038..11006449| LSD1 (LESION SIMULATING DISEASE)	AT4G20380.6	CHR03V5|COORD:24533500..24528506|protein zinc finger protein LSD2, putative, expressed	LOC_Os03g43840.1	no descriptionweakly similar to ( 194)AT4G20380| Symbols: LSD1 | LSD1 (LESION SIMULATING DISEASE) | chr4:11005023-11006449 FORWARDzf-LSD1	RNA.regulation of transcription.unclassified	27_3_99

CUST_179597_PI403524517	2	0.704761	-0.15027809	-0.058059216	0.058059692	-0.06689453	0.22717094	35_49947	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_28094_PI403524517	2	0.12573338	-0.79935837	-0.1586566	0.38894415	0.31466722	-0.1257329	35_8121	"Cluster: Anther-specific protein MZm3-3 precursor; n=1; Zea mays|Rep: Anther-specific protein MZm3-3 precursor - Zea mays (Maize)"	UniRef90_O82106	CHR5V7|COORD:21212366..21212656| protease inhibitor/seed storage/lipid transfer protein (LTP) family protein	AT5G52160.1	CHR09V5|COORD:20533684..20534467|protein YY1 protein precursor, putative, expressed	LOC_Os09g35700.1	no descriptionvery weakly similar to (57.0)AT5G52160| Symbols:  | protease inhibitor/seed storage/lipid transfer protein (LTP) family protein | chr5:21212366-21212656 FORWARDweakly similar to ( 117)ZM33_MAIZEAnther-specific protein MZm3-3 precursor - Zea mays (Maize)PRK12323	not assigned.unknown	35_2

CUST_8832_PI399408534	2	-0.12911797	0.18910217	0.001625061	-0.0016241074	0.094120026	-0.08096123	35_20786	"Cluster: RabGAP/TBC domain-containing protein-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: RabGAP/TBC domain-containing protein-like - Oryza sativa (j"	UniRef90_Q5QMF8	CHR2V7|COORD:15664014..15668414| RabGAP/TBC domain-containing protein	AT2G37290.1	CHR01V5|COORD:36120777..36111311|protein TBC domain containing protein, expressed	LOC_Os01g61860.2	no descriptionweakly similar to ( 104)AT2G37290| Symbols:  | RabGAP/TBC domain-containing protein | chr2:15664014-15668414 REVERSE	signalling.G-proteins	30_5

CUST_80745_PI403524517	2	0.16611004	-0.05154991	0.0093278885	-0.009328842	0.20814896	-0.031885147	35_23159	"Cluster: Putative SEC14 cytosolic factor; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative SEC14 cytosolic factor - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6Z7A1	CHR5V7|COORD:19351818..19353844| SEC14 cytosolic factor, putative / polyphosphoinositide-binding protein, putative	AT5G47730.1	CHR02V5|COORD:5604236..5609533|protein SEC14-like protein 1, putative, expressed	LOC_Os02g10650.1	 no descriptionmoderately similar to ( 377)AT5G47730| Symbols:  | SEC14 cytosolic factor, putative / polyphosphoinositide-binding protein, putative | chr5:19351818-19353384 REVERSEnot assigned not assigned SEC14 SEC14 CRAL_TRIO 	DNA.unspecified	28_99

CUST_13548_PI403524517	2	0.5249696	-0.66823864	-0.015238762	0.122487545	-0.5620332	0.015238285	35_3884	"Cluster: Os01g0764900 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0764900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JJ18	"CHR4|COORD:17643575..17645821| similar to formamidase, putative / formamide amidohydrolase, putative [Arabidopsis thaliana] (TAIR:At4g37560.1); similar to"	AT4G37550.2	CHR01V5|COORD:32556509..32553005|protein acetamidase, putative, expressed	LOC_Os01g55950.1	no descriptionmoderately similar to ( 407)AT4G37550| Symbols:  | formamidase | chr4:17643678-17645243 FORWARDFmdA_AmdA COG2421	misc.misc2	26_1

CUST_21348_PI399408534	2	0.26445198	-0.38887024	0.11452103	-0.02365017	0.023651123	-0.046977997	35_25134	"Cluster: Os05g0387700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0387700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DII5	CHR3V7|COORD:19298967..19300055| protein kinase family protein	AT3G51990.1	CHR05V5|COORD:18674175..18677127|protein crinkly4-like protein, putative, expressed	LOC_Os05g32170.1	no descriptionweakly similar to ( 150)AT3G51990| Symbols:  | protein kinase family protein | chr3:19298967-19300055 FORWARDweakly similar to ( 117)CRI4_MAIZEPutative receptor protein kinase CRINKLY4 precursor - Zea mays (Maize)not assigned not assigned PTKc TyrKc Pkinase_Tyr	signalling.receptor kinases.misc	30_2_99

CUST_8118_PI404877155	2	-0.0728817	0.036382675	0.018740654	-0.0187397	-0.1275425	0.030651093	Contig2394_s_at	probable diacylglycerol kinase [imported] - Arabidopsis thaliana gb|AAD08942.1| putative diacylglycerol kinase [Arabidopsis thaliana]	H84567	diacylglycerol kinase, putative	At2g18730.1	protein Diacylglycerol kinase catalytic domain (presumed), putative	Os02g54650	probable diacylglycerol kinase [imported]	lipid metabolism.Phospholipid synthesis	11_3

CUST_152737_PI403524517	2	0.069209576	-0.53005934	0.1627512	-0.06921005	0.29927635	-0.28328228	35_42693	"Cluster: Putative fertility restorer homologue A; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative fertility restorer homologue A - Oryza sativa (japon"	UniRef90_Q6EPZ3	CHR5V7|COORD:24698776..24700740| pentatricopeptide (PPR) repeat-containing protein	AT5G61400.1	CHR09V5|COORD:14970347..14974376|protein EMB2745, putative, expressed	LOC_Os09g25050.1	no descriptionweakly similar to ( 110)AT5G61400| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr5:24698776-24700740 FORWARDvery weakly similar to (95.1)RF1_ORYSAPPR	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_179299_PI403524517	2	0.006216526	0.031847477	0.001095295	-0.38443422	-0.54470253	-0.001095295	35_49866	"Cluster: Putative calmodulin-binding protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative calmodulin-binding protein - Oryza sativa (japonica"	UniRef90_Q8S7H9	CHR4V7|COORD:13125233..13127774| calmodulin-binding protein	AT4G25800.1	CHR03V5|COORD:32204665..32211877|protein expressed protein	LOC_Os03g56660.1	no descriptionCalmodulin_bind	not assigned.unknown	35_2

CUST_158894_PI403524517	2	0.13498116	0.4556985	-0.06987572	0.06987572	-0.27291775	-0.4989748	35_44355	"Cluster: Putative inositol polyphosphate 5-phosphatase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative inositol polyphosphate 5-phosphatase - Oryza s"	UniRef90_Q5VRY7	CHR1V7|COORD:26977458..26980436| inositol polyphosphate 5-phosphatase, putative	AT1G71710.1	CHR01V5|COORD:4404094..4399422|protein type I inositol-1,4,5-trisphosphate 5-phosphatase CVP2, putative, expressed	LOC_Os01g08780.1	 no descriptionweakly similar to ( 114)AT1G71710| Symbols:  | inositol polyphosphate 5-phosphatase, putative | chr1:26977458-26980436 REVERSEnot assigned not assigned not assigned 	DNA.synthesis/chromatin structure	28_1

CUST_5019_PI399408534	2	0.36341	-0.06647968	-0.1590538	0.097457886	-0.08757973	0.06647968	35_44893	"Cluster: Cleavage stimulation factor 64; n=2; Arabidopsis thaliana|Rep: Cleavage stimulation factor 64 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q8LKG6	CHR1V7|COORD:27003268..27005512| cleavage stimulation factor, putative	AT1G71800.1	CHR11V5|COORD:3791883..3797110|protein cleavage stimulation factor 64, putative, expressed	LOC_Os11g07490.1	 no descriptionweakly similar to ( 109)AT1G71800| Symbols:  | cleavage stimulation factor, putative | chr1:27003268-27005512 FORWARDnot assigned not assigned not assigned RRM_1 COG0724 RRM 	RNA.processing	27_1

CUST_44951_PI403524517	2	0.06262779	0.28133583	-0.065089226	-0.062628746	-0.12563229	0.12851048	35_12889	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_149076_PI403524517	2	0.20555115	0.14496183	0.22018385	-0.14496231	-0.24372625	-0.33728313	35_41702	"Cluster: OSJNBb0020J19.18 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBb0020J19.18 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XK92	"CHR5V7|COORD:25589279..25591303| Identical to Probable prenylcysteine oxidase precursor (EC 1.8.3.5) [Arabidopsis Thaliana] (GB:P57681); similar to"	AT5G63910.1	CHR04V5|COORD:35243470..35244021|protein prenylcysteine oxidase precursor, putative, expressed	LOC_Os04g59630.1	"no descriptionvery weakly similar to (85.1)AT5G63910| Symbols:  | Identical to Probable prenylcysteine oxidase precursor (EC 1.8.3.5) [Arabidopsis Thaliana] (GB:P57681); similar to hypothetical protein LOC550289 [Danio rerio] (GB:NP_001017626.1); contains InterPro domain Prenylcysteine lyase; (InterPro:IPR010795) | chr5:25589279-25591303 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07764 HemY PRK12323 PRK07003 AF-4 Atrophin-1 PRK00708 TT_ORF1 PRK11883 DUF566"	not assigned.unknown	35_2

CUST_18595_PI404877155	2	0.0027837753	0.22774506	-0.0027837753	-0.15568352	-0.025118828	0.15182686	HVSMEl0008P20r2_at	0	0	0	0	0	0	NONE	RNA.regulation of transcription.C2C2(Zn) GATA transcription factor family	27_3_09

CUST_179715_PI403524517	2	0.4184122	0.18923044	0.22148132	-0.18923044	-0.8207612	-0.6080909	35_49978	"Cluster: Os06g0499000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0499000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DC06		0	CHR06V5|COORD:17554679..17561529|protein expressed protein	LOC_Os06g30390.1	no description	not assigned.unknown	35_2

CUST_177966_PI403524517	2	-0.48647642	0.5174575	0.43590164	-0.43590164	0.73708344	-0.6102195	35_49497	"Cluster: Hypothetical protein OSJNBb0106M04.16; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0106M04.16 - Oryza sativa (japonica"	UniRef90_Q75KA0		0	CHR03V5|COORD:31763214..31763636|protein expressed protein	LOC_Os03g55880.1	no description	not assigned.unknown	35_2

CUST_171248_PI403524517	2	0.1366334	0.26255894	0.036278725	-0.240911	-0.036278248	-0.8571429	35_47706	"Cluster: TPR repeat region family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: TPR repeat region family protein, expressed - Oryza sativ"	UniRef90_Q2R3B8	"CHR5V7|COORD:20767926..20769016| similar to Protein of unknown function DUF339 [Medicago truncatula] (GB:ABE80212.1); contains InterPro domain Protein of"	AT5G51040.1	CHR11V5|COORD:18671390..18673443|protein TPR repeat region family protein, expressed	LOC_Os11g32480.1	no description	not assigned.unknown	35_2

CUST_21685_PI403524517	2	-0.12712955	0.21816492	0.18465567	0.012172222	-0.012171745	-0.32410145	35_6293	"Cluster: Os01g0749900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0749900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JJB5	CHR1|COORD:1969751..1973755| phosphate translocator-related, low similarity to SP:P52178 Triose phosphate/phosphate translocator, non-green plastid,	AT1G06470.2	CHR01V5|COORD:31721680..31726939|protein solute carrier family 35 member C2, putative, expressed	LOC_Os01g54580.1	no descriptionweakly similar to ( 154)AT1G06470| Symbols:  | phosphate translocator-related | chr1:1970725-1973539 FORWARDnot assigned not assigned PRK12323	transport.metabolite transporters at the envelope membrane	34_8

CUST_6944_PI403524517	2	0.12932587	0.07156515	-0.28814602	-0.051763058	0.051763058	-0.2859826	35_1924	0	0	0	0	CHR12V5|COORD:1155635..1157567|protein FHA domain containing protein, expressed	LOC_Os12g03070.2	no description	not assigned.unknown	35_2

CUST_86270_PI403524517	2	-0.97735405	0.020763397	0.40782547	0.51381207	-0.020763397	-0.03892231	35_24707	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_156973_PI403524517	2	-0.43053102	0.2629075	-0.118621826	0.1306057	-0.05249548	0.05249548	35_43839	"Cluster: OSJNBa0004N05.21 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0004N05.21 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XPY7	"CHR1V7|COORD:22833700..22836478| BGLU45; hydrolase, hydrolyzing O-glycosyl compounds"	AT1G61810.1	CHR04V5|COORD:25425512..25421175|protein beta-glucosidase, chloroplast precursor, putative, expressed	LOC_Os04g43360.2	" no descriptionvery weakly similar to (77.8)AT1G61810| Symbols: BGLU45 | BGLU45; hydrolase, hydrolyzing O-glycosyl compounds | chr1:22833700-22836478 FORWARDvery weakly similar to (54.3)BGLC_MAIZEBeta-glucosidase, chloroplast precursor - Zea mays (Maize)not assigned Glyco_hydro_1 BglB "	misc.gluco-, galacto- and mannosidases	26_3

CUST_83404_PI403524517	2	0.12687778	0.38988113	-0.048948288	0.0029468536	-0.0029468536	-0.035240173	35_23913	"Cluster: OSJNBb0089B03.1 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: OSJNBb0089B03.1 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7X648	"CHR4V7|COORD:11990307..11991336| similar to hypothetical protein sll0608 [Synechocystis sp. PCC 6803] (GB:NP_442291.1); similar to Os04g0379400 [Oryza"	AT4G22830.1	CHR04V5|COORD:18351190..18347717|protein expressed protein	LOC_Os04g31010.2	"no descriptionweakly similar to ( 164)AT4G22830| Symbols:  | similar to hypothetical protein sll0608 [Synechocystis sp. PCC 6803] (GB:NP_442291.1); similar to Os04g0379400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001052589.1); similar to OSJNBb0089B03.1 [Oryza sativa (japonica cultivar-group)] (GB:CAE03987.1) | chr4:11990307-11991336 REVERSEnot assigned not assigned PRK07764 PRK12323"	not assigned.unknown	35_2

CUST_130487_PI403524517	2	-0.37613678	0.09187698	0.04842758	0.17555189	-0.075212	-0.04842758	35_36643	Rep: MFP1 attachment factor 1 - Zea mays (Maize)	UniRef90_Q9M7N5	CHR1V7|COORD:17300621..17301163| WPP2 (WPP domain protein 2)	AT1G47200.1	CHR03V5|COORD:5665732..5666720|protein MFP1 attachment factor 1, putative, expressed	LOC_Os03g11060.1	no description	not assigned.unknown	35_2

CUST_66036_PI403524517	2	0.08515167	0.26729202	0.07697344	-0.13670492	-0.25122786	-0.07697296	35_18860	"Cluster: Putative kinase-associated protein phosophatase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative kinase-associated protein phosophatase - Ory"	UniRef90_Q6ATQ8	"CHR5V7|COORD:6488452..6493184| KAPP (Kinase-associated protein phosphatase); protein phosphatase type 2C"	AT5G19280.1	CHR03V5|COORD:33825754..33830821|protein protein Kinase-associated protein phosphatase, putative, expressed	LOC_Os03g59530.1	" no descriptionvery weakly similar to (70.9)AT5G19280| Symbols: KAPP, RAG1 | KAPP (Kinase-associated protein phosphatase); protein phosphatase type 2C | chr5:6488452-6493184 FORWARD"	protein.postranslational modification	29_4

CUST_7046_PI403524517	2	0.0011482239	-0.4292965	-0.11593151	-0.0011482239	0.029634476	0.009588242	35_1955	Rep: Probable methionyl-tRNA synthetase - Oryza sativa (Rice)	UniRef90_Q9ZTS1	CHR4V7|COORD:7993362..7998429| methionine--tRNA ligase, putative / methionyl-tRNA synthetase, putative / MetRS, putative	AT4G13780.1	CHR06V5|COORD:18153559..18144504|protein methionyl-tRNA synthetase, putative, expressed	LOC_Os06g31210.1	 no descriptionmoderately similar to ( 415)AT4G13780| Symbols:  | methionine--tRNA ligase, putative / methionyl-tRNA synthetase, putative / MetRS, putative | chr4:7993362-7998429 REVERSEhighly similar to ( 615)SYM_ORYSAnot assigned not assigned not assigned tRNA_bind_EMAP-II_like metG PRK12267 tRNA_bind tRNA_bindingDomain tRNA_bind_EcMetRS_like MetG ARC1 PRK12268 PRK10089 tRNA_bind_CsaA PRK11893 pheT tRNA_bind_bactPheRS 	protein.aa activation.methionine-tRNA ligase	29_1_10

CUST_52743_PI403524517	2	0.024427414	-0.3716755	-0.11376572	0.04546547	0.1562109	-0.024427414	35_15023	"Cluster: Putative mitochondrial import receptor subunit TOM20; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative mitochondrial import receptor subunit T"	UniRef90_Q8RZI8	CHR1V7|COORD:9513456..9514899| TOM20-2 (TRANSLOCASE OUTER MEMBRANE 20-2)	AT1G27390.1	CHR01V5|COORD:40567656..40571578|protein mitochondrial import receptor subunit TOM20, putative, expressed	LOC_Os01g69250.1	no descriptionweakly similar to ( 146)AT1G27390| Symbols: TOM20-2 | TOM20-2 (TRANSLOCASE OUTER MEMBRANE 20-2) | chr1:9513456-9514899 REVERSEweakly similar to ( 176)TOM20_SOLTUMitochondrial import receptor subunit TOM20 - Solanum tuberosum (Potato)TOM20_plant TT_ORF1	protein.targeting.mitochondria	29_3_2

CUST_32206_PI399408534	2	0.011506081	-0.44549084	6.990433E-4	0.026848793	-0.024234772	-6.980896E-4	35_1015	"Cluster: Nucleolar protein Nop56, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Nucleolar protein Nop56, putative, expressed - Oryza sat"	UniRef90_Q10LF8	CHR1V7|COORD:20988209..20990558| NOP56 (ARABIDOPSIS HOMOLOG OF NUCLEOLAR PROTEIN NOP56)	AT1G56110.1	CHR03V5|COORD:13204309..13201367|protein nucleolar protein Nop56, putative, expressed	LOC_Os03g22880.1	 no descriptionmoderately similar to ( 479)AT3G12860| Symbols:  | nucleolar protein Nop56, putative | chr3:4091685-4093928 FORWARDnot assigned not assigned not assigned not assigned not assigned SIK1 Nop NOSIC 	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_90759_PI403524517	2	0.15627241	0.10973215	-0.014732361	0.014731884	-0.52221966	-0.079687595	35_25960	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_45190_PI403524517	2	-0.03767109	-0.22504234	0.037671566	0.09591341	-0.051579475	0.4816141	35_12955	0	0	CHR3V7|COORD:10702110..10705166| proline-rich extensin-like family protein	AT3G28550.1	0	0	no description	not assigned.unknown	35_2

CUST_99614_PI403524517	2	0.2015686	0.016738892	-0.06078291	0.22031641	-0.016738892	-0.08837652	35_28434	"Cluster: Os02g0702000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0702000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DYC7	CHR2V7|COORD:6895816..6897459| pentatricopeptide (PPR) repeat-containing protein	AT2G15820.1	CHR02V5|COORD:28911931..28914888|protein endonuclease, putative, expressed	LOC_Os02g47360.1	no descriptionmoderately similar to ( 219)AT2G15820| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr2:6895816-6897459 REVERSE	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_12748_PI403524517	2	-0.024737358	-0.34323502	0.014275551	0.017950058	0.2002573	-0.0142765045	35_3647	"Cluster: HesB-like domain-containing protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: HesB-like domain-containing protein-like - Oryza sativa (jap"	UniRef90_Q5VP48	"CHR1V7|COORD:3460161..3461341| ATCPISCA (CHLOROPLAST-LOCALIZED ISCA-LIKE PROTEIN); structural molecule"	AT1G10500.1	CHR06V5|COORD:2438808..2436600|protein iron-sulfur assembly protein IscA, chloroplast precursor, putative, expressed	LOC_Os06g05400.2	"no descriptionweakly similar to ( 196)AT1G10500| Symbols: ATCPISCA | ATCPISCA (CHLOROPLAST-LOCALIZED ISCA-LIKE PROTEIN); structural molecule | chr1:3460161-3461341 REVERSEnot assigned not assigned sufA Fe-S_biosyn iscA sufA"	not assigned.no ontology	35_1

CUST_103887_PI403524517	2	0.018874168	0.10411072	0.09727907	-0.26768208	-0.19687557	-0.018874645	35_29616	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_120643_PI403524517	2	0.1102891	-0.32044697	0.3359413	-0.030269146	0.030269623	-0.12384224	35_34098	"Cluster: NB-ARC domain, putative; n=1; Oryza sativa (japonica cultivar-group)|Rep: NB-ARC domain, putative - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53PM4		0	CHR11V5|COORD:2962062..2963805|protein expressed protein	LOC_Os11g06210.1	no description	not assigned.unknown	35_2

CUST_135590_PI403524517	2	0.15651512	0.28534603	-0.1149559	-0.108174324	-0.17931843	0.10817337	35_38030	"Cluster: Hypothetical protein P0046G12.28-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0046G12.28-1 - Oryza sativa (japonica cultiv"	UniRef90_Q67UT7	CHR2V7|COORD:16185024..16187314| transcription factor	AT2G38695.1	CHR09V5|COORD:16469981..16473585|protein expressed protein	LOC_Os09g27070.1	no descriptionvery weakly similar to (56.2)AT2G38695| Symbols:  | transcription factor | chr2:16185024-16187314 FORWARD	not assigned.unknown	35_2

CUST_166277_PI403524517	2	0.28515816	0.07650709	0.04689884	-0.3783679	-1.0241337	-0.04689884	35_46321	Rep: SBP-domain protein 5 - Zea mays (Maize)	UniRef90_Q9SM15		0	CHR09V5|COORD:18920656..18917263|protein squamosa promoter-binding-like protein 9, putative, expressed	LOC_Os09g31438.1	no description	not assigned.unknown	35_2

CUST_4118_PI404877155	2	-0.053889275	0.1048975	-0.123939514	0.12909031	-0.092977524	0.05388832	Contig14946_at	phytochrome A supressor spa1 (SPA1) [Arabidopsis thaliana] gb|AAD30124.1| phytochrome A supressor spa1 [Arabidopsis thaliana]	NP_182157.2	phytochrome A supressor spa1 (SPA1)	At2g46340.1	protein probable photomorphogenesis repressor protein [imported] - Arabidopsis thaliana	Os05g49590	NONE	signalling.light	30_11

CUST_30734_PI403524517	2	0.018802643	0.05428028	-0.2537899	0.04599285	-0.09605312	-0.018802643	35_8870	"Cluster: Hypothetical protein OJ1005_B11.15; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1005_B11.15 - Oryza sativa (japonica cultiv"	UniRef90_Q6L530	CHR3V7|COORD:16838..18789| similar to unknown [Brassica rapa] (GB:ABC41272.1)	AT3G01060.1	CHR05V5|COORD:25299116..25302427|protein expressed protein	LOC_Os05g43650.1	no descriptionmoderately similar to ( 345)AT3G01060| Symbols:  | similar to unknown [Brassica rapa] (GB:ABC41272.1) | chr3:16838-18789 REVERSE	not assigned.unknown	35_2

CUST_69935_PI403524517	2	-0.319623	0.07074261	-1.7547607E-4	0.107325554	-0.20573616	1.7642975E-4	35_20010	Rep: T19F6.4 protein - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_O22975	CHR4V7|COORD:12539881..12542220| hydrolase, alpha/beta fold family protein	AT4G24160.1	CHR09V5|COORD:20316429..20320650|protein abhydrolase domain-containing protein 5, putative, expressed	LOC_Os09g34860.1	 no descriptionmoderately similar to ( 437)AT4G24160| Symbols:  | hydrolase, alpha/beta fold family protein | chr4:12539881-12542220 FORWARDnot assigned not assigned not assigned Abhydrolase_1 MhpC PldB PRK11126 	not assigned.no ontology	35_1

CUST_59368_PI403524517	2	0.037508965	0.213583	-0.015527725	-0.15434551	-0.24188042	0.015526772	35_16929	Rep: Respiratory burst oxidase protein B - Oryza sativa (indica cultivar-group)	UniRef90_Q6J2K5	"CHR1V7|COORD:2932745..2936497| ATRBOHB (RESPIRATORY BURST OXIDASE HOMOLOG B); FAD binding / calcium ion binding / iron ion binding / oxidoreductase"	AT1G09090.2	CHR01V5|COORD:14610418..14603777|protein respiratory burst oxidase 2, putative, expressed	LOC_Os01g25820.1	"no descriptionmoderately similar to ( 305)AT1G09090| Symbols: ATRBOHB | ATRBOHB (RESPIRATORY BURST OXIDASE HOMOLOG B); FAD binding / calcium ion binding / iron ion binding / oxidoreductase | chr1:2932745-2935592 FORWARDnot assigned NAD_binding_6"	stress.biotic.respiratory burst	20_1_1

CUST_177435_PI403524517	2	0.0023851395	0.7330017	0.15289927	-0.1447277	-0.29040337	-0.0023846626	35_49357	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_137843_PI403524517	2	-0.035053253	0.6753454	0.19424057	-0.19631481	-0.17243004	0.035053253	35_38655	Rep: Hypothetical protein - Aspergillus fumigatus (Sartorya fumigata)	UniRef90_Q4WUE6	CHR3V7|COORD:7803611..7808053| Encodes a Protease inhibitor/seed storage/LTP family protein	AT3G22142.1	0	0	no description	not assigned.unknown	35_2

CUST_110945_PI403524517	2	0.026984692	-0.35104418	-0.026984692	0.07972288	-0.04703808	0.12976694	35_31503	Rep: Expressed protein - Oryza sativa (japonica cultivar-group)	UniRef90_Q7XDC6	CHR4V7|COORD:7758606..7760888| leucine-rich repeat family protein / extensin family protein	AT4G13340.1	CHR10V5|COORD:17611142..17609586|protein expressed protein	LOC_Os10g33820.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 Drf_FH1 PRK07764 Tymo_45kd_70kd DUF566 Atrophin-1	not assigned.unknown	35_2

CUST_9394_PI403524517	2	0.3347664	0.019613743	0.0035715103	-0.025535107	-0.031728745	-0.0035710335	35_2640	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_14749_PI399408534	2	-0.032794	0.49576473	0.071492195	-0.15901089	0.032794	-0.082110405	35_3890	Rep: Blz-1 protein - Hordeum vulgare (Barley)	UniRef90_P93667	"CHR5V7|COORD:10796652..10798151| BZO2H3 (basic leucine zipper O2 homolog 3); DNA binding / transcription factor"	AT5G28770.2	CHR03V5|COORD:33130739..33126247|protein regulatory protein opaque-2, putative, expressed	LOC_Os03g58250.1	" no descriptionweakly similar to ( 141)AT5G28770| Symbols: ATBZIP63, BZO2H3 | BZO2H3 (basic leucine zipper O2 homolog 3); DNA binding / transcription factor | chr5:10796911-10798151 REVERSEweakly similar to ( 196)CPRF2_PETCRLight-inducible protein CPRF-2 - Petroselinum crispum (Parsley) (Petroselinum hortense)BRLZ bZIP_1 "	RNA.regulation of transcription.bZIP transcription factor family	27_3_35

CUST_27147_PI403524517	2	-0.18073177	-0.15916157	0.15916061	0.21273994	0.2426939	-0.3081646	35_7860	"Cluster: Putative pollen allergen Jun o 4; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative pollen allergen Jun o 4 - Oryza sativa (japonica cultivar-g"	UniRef90_Q8RZB5	CHR3V7|COORD:9308604..9309089| calmodulin, putative	AT3G25600.1	CHR01V5|COORD:42154005..42152913|protein polcalcin Jun o 2, putative, expressed	LOC_Os01g72100.1	no description	not assigned.unknown	35_2

CUST_59852_PI403524517	2	-0.3190732	-0.3684473	0.56714916	0.44969654	0.29695797	-0.2969575	35_17063	"Cluster: Hypothetical protein OSJNBa0089K24.2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0089K24.2 - Oryza sativa (japonica cu"	UniRef90_Q94E65	CHR2V7|COORD:17299223..17303407| embryo-specific protein-related	AT2G41470.1	CHR01V5|COORD:3732652..3733630|protein lipase/lipooxygenase, PLAT/LH2, putative, expressed	LOC_Os01g07780.1	no descriptionweakly similar to ( 124)AT2G41470| Symbols:  | embryo-specific protein-related | chr2:17299223-17303407 REVERSEnot assigned not assigned not assigned ATS3 PLAT PRK12323 TT_ORF1 PRK07003	development.unspecified	33_99

CUST_10208_PI399408534	2	-0.14961624	-0.83865166	0.02361393	0.5000963	0.09717941	-0.023612976	35_17959	Rep: H0322F07.10 protein - Oryza sativa (Rice)	UniRef90_Q259A7	"CHR5V7|COORD:25269971..25271384| ARR6 (RESPONSE REGULATOR 6); transcription regulator/ two-component response regulator"	AT5G62920.1	CHR04V5|COORD:34156916..34158295|protein OsRR6 - Rice type-A response regulator, expressed	LOC_Os04g57720.1	"no descriptionweakly similar to ( 141)AT5G62920| Symbols: ARR6 | ARR6 (RESPONSE REGULATOR 6); transcription regulator/ two-component response regulator | chr5:25269971-25271384 REVERSEvery weakly similar to (71.6)PRR37_ORYSAnot assigned not assigned not assigned Response_reg REC REC PleD CheY AtoC OmpR COG3437 pleD CitB PRK10841 PRK10693 COG4753 TtrR fixJ PRK10610 PRK10161 PRK00742 COG3947 PRK10923 PRK11107 CheB PRK11083 PRK10651 PRK11517 PRK11361"	hormone metabolism.cytokinin.signal transduction	17_4_2

CUST_47631_PI403524517	2	0.059010506	0.03077221	-0.0070028305	-0.16764545	-0.048373222	0.0070028305	35_13631	Rep: 60S ribosomal protein L17 - Neurospora crassa	UniRef90_Q9HE25	CHR1V7|COORD:25265872..25267290| 60S ribosomal protein L17 (RPL17B)	AT1G67430.1	CHR08V5|COORD:26275684..26273162|protein 60S ribosomal protein L17-1, putative, expressed	LOC_Os08g41810.1	no descriptionweakly similar to ( 179)AT1G67430| Symbols:  | 60S ribosomal protein L17 (RPL17B) | chr1:25265872-25267290 FORWARDweakly similar to ( 189)RL17_MAIZE60S ribosomal protein L17 - Zea mays (Maize)not assigned rpl22p Ribosomal_L22 Ribosomal_L22 RplV rplV rpl22	protein.synthesis.misc ribososomal protein	29_2_2

CUST_73337_PI403524517	2	-0.04511738	0.18708038	0.016609192	-0.016609192	0.17456818	-0.029325485	35_21027	"Cluster: Methyltransferase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Methyltransferase-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z8K5	"CHR1|COORD:13670711..13672337| similar to hypothetical protein LOC67667 [Mus musculus] (GB:NP_080579.1); similar to unnamed protein product [Mus musculus]"	AT1G36310.2	CHR02V5|COORD:31529049..31526241|protein expressed protein	LOC_Os02g51490.1	"no descriptionmoderately similar to ( 222)AT1G36310| Symbols:  | similar to PREDICTED: similar to CG17807-PA [Rattus norve (GB:XP_001055538.1); similar to Os02g0750500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001048132.1); contains InterPro domain SAM (and some other nucleotide) binding motif; (InterPro:IPR000051); contains InterPro domain Methyltransferase type 11; (InterPro:IPR013216); contains InterPro domain Generic methyltransferase; (InterPro:IPR001601) | chr1:13670856-13672146 FORWARDnot assigned"	not assigned.unknown	35_2

CUST_2920_PI404877155	2	-0.7726164	-0.2292347	-0.012612343	0.7532196	1.0957975	0.012612343	Contig1334_at	probable acclimation protein - barley emb|CAA66489.1| BLT14.1 protein [Hordeum vulgare subsp. vulgare]	T04475	0	0	0	0	low-temperature-specific protein TACR7	stress.abiotic.unspecified	20_2_99

CUST_48265_PI403524517	2	0.2151699	0.08400345	-0.23415947	-0.084002495	-0.4685192	0.75713825	35_13797	"Cluster: Os09g0483400 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0483400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J0U1	CHR3|COORD:19516614..19517910| ubiquitin extension protein 1 (UBQ1) / 60S ribosomal protein L40 (RPL40B), identical to GI:166929, GI:166930	AT3G52590.1	CHR09V5|COORD:16972710..16974635|protein UBiQuitin family member, putative, expressed	LOC_Os09g27930.1	" no descriptionweakly similar to ( 194)AT3G52590| Symbols: EMB2167, ERD16, UBQ1 | UBQ1 (EARLY-RESPONSIVE TO DEHYDRATION 16, UBIQUITIN EXTENSION PROTEIN 1); protein binding | chr3:19516646-19517659 FORWARDweakly similar to ( 132)UBIQ_WHEATUbiquitin - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned Ubiquitin UBQ ubiquitin Nedd8 UBL Ribosomal_L40e RAD23_N Scythe_N AN1_N UBQ Fubi parkin_N GDX_N SF3a120_C RPL40A DC_UbP_C "	protein.degradation.ubiquitin.ubiquitin	29_5_11_1

CUST_14195_PI399408534	2	0.011305809	0.26900578	0.073197365	-0.16028118	-0.011305809	-0.074222565	35_20581	Rep: Repressor protein - Oryza sativa (Rice)	UniRef90_Q8W0W7	CHR3V7|COORD:3958072..3960285| transcription factor, putative	AT3G12480.1	CHR11V5|COORD:19524696..19528377|protein repressor protein, putative, expressed	LOC_Os11g34200.1	 no descriptionweakly similar to ( 156)AT3G12480| Symbols:  | transcription factor, putative | chr3:3958072-3960285 FORWARDnot assigned not assigned BUR6 CBFD_NFYB_HMF HAP5 	RNA.regulation of transcription.CCAAT box binding factor family, HAP5	27_3_16

CUST_119520_PI403524517	2	-0.0070438385	0.43863964	0.07017517	-0.24628067	0.0070443153	-0.1789918	35_33816	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_15233_PI399408534	2	-0.5868149	0.15210819	0.08029175	-0.080290794	-0.5868149	0.13067436	35_3842	"Cluster: Putative ATPase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative ATPase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5ZCG4	"CHR1V7|COORD:22538703..22544275| EDA16 (embryo sac development arrest 16); ATP binding / DNA binding / helicase/ protein binding / zinc ion binding"	AT1G61140.1	CHR01V5|COORD:33337069..33326897|protein ATP binding protein, putative, expressed	LOC_Os01g57110.2	"no descriptionhighly similar to ( 627)AT1G61140| Symbols: EDA16 | EDA16 (embryo sac development arrest 16); ATP binding / DNA binding / helicase/ protein binding / zinc ion binding | chr1:22538703-22544275 REVERSEvery weakly similar to (87.8)ISW2_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned HepA SNF2_N HELICc Helicase_C HELICc RING"	RNA.regulation of transcription.Chromatin Remodeling Factors	27_3_44

CUST_76079_PI403524517	2	0.50400925	-0.16961336	-0.14433908	1.1922603	-0.40465546	0.14433908	35_21809	"Cluster: Hypothetical protein OSJNBa0026E05.18; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0026E05.18 - Oryza sativa (japonica"	UniRef90_Q6YXX4	CHR1V7|COORD:29720326..29720972| similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:BAD10530.1)	AT1G78995.1	CHR06V5|COORD:29737309..29735852|protein expressed protein	LOC_Os06g49070.1	no descriptionweakly similar to ( 124)AT1G78995| Symbols:  | similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:BAD10530.1) | chr1:29720326-29720972 REVERSEnot assigned not assigned not assigned not assigned	not assigned.unknown	35_2

CUST_8928_PI403524517	2	0.022406578	-0.20208073	-0.07463455	-7.2574615E-4	0.07149696	7.266998E-4	35_2503	"Cluster: Putative WD-repeat containing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative WD-repeat containing protein - Oryza sativa (japonica"	UniRef90_Q9AV81	"CHR2|COORD:14133294..14138219| similar to transducin family protein / WD-40 repeat family protein [Arabidopsis thaliana] (TAIR:At1g04510.1); similar to"	AT2G33340.3	CHR10V5|COORD:16881232..16874193|protein pre-mRNA-splicing factor 19, putative, expressed	LOC_Os10g32880.2	no descriptionmoderately similar to ( 212)AT2G33340| Symbols:  | nucleotide binding | chr2:14133779-14138076 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned WD40 WD40	not assigned.no ontology	35_1

CUST_42117_PI403524517	2	0.015932083	-0.18448925	0.017942429	-0.015933037	0.25482845	-0.083828926	35_12109	"Cluster: Putative serine decarboxylase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative serine decarboxylase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ESZ9	"CHR1V7|COORD:16488974..16490738| EMB1075 (EMBRYO DEFECTIVE 1075); carboxy-lyase"	AT1G43710.1	CHR02V5|COORD:20103243..20106357|protein histidine decarboxylase, putative, expressed	LOC_Os02g33710.1	"no descriptionmoderately similar to ( 404)AT1G43710| Symbols: EMB1075 | EMB1075 (EMBRYO DEFECTIVE 1075); carboxy-lyase | chr1:16488974-16490738 REVERSEnot assigned PRK02769 GadB Pyridoxal_deC"	amino acid metabolism.degradation.histidine	13_2_7

CUST_77643_PI403524517	2	0.097955704	-0.24302292	-0.029064178	0.029064178	0.061955452	-0.055597305	35_22257	"Cluster: Os05g0472200 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0472200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DHE5	CHR2V7|COORD:16832785..16835378| dehydration-responsive family protein	AT2G40280.1	CHR05V5|COORD:23111976..23107448|protein ankyrin-like protein, putative, expressed	LOC_Os05g39520.1	no descriptionmoderately similar to ( 368)AT2G40280| Symbols:  | dehydration-responsive family protein | chr2:16832785-16835378 REVERSEDUF248	stress.abiotic.drought/salt	20_2_3

CUST_76620_PI403524517	2	0.0098285675	0.31691456	-0.0098285675	-0.113080025	0.1793747	-0.23752594	35_21965	"Cluster: Ent-kaurene oxidase 1; n=1; Hordeum vulgare subsp. vulgare|Rep: Ent-kaurene oxidase 1 - Hordeum vulgare var. distichum (Two-rowed barley)"	UniRef90_Q673G1	"CHR5V7|COORD:9036076..9038281| GA3 (GA REQUIRING 3); oxygen binding"	AT5G25900.1	CHR06V5|COORD:22081493..22072890|protein ent-kaurene oxidase, putative, expressed	LOC_Os06g37364.2	" no descriptionhighly similar to ( 543)AT5G25900| Symbols: CYP701A3, GA3 | GA3 (GA REQUIRING 3); oxygen binding | chr5:9036076-9038281 FORWARDweakly similar to ( 168)C98A1_SORBICytochrome P450 98A1 - Sorghum bicolor (Sorghum) (Sorghum vulgare)not assigned not assigned not assigned not assigned not assigned p450 CypX "	misc.cytochrome P450	26_10

CUST_101078_PI403524517	2	-0.009354591	0.4804244	0.28159332	-0.10023022	0.009354591	-0.12639713	35_28848	Rep: Expressed protein - Oryza sativa (japonica cultivar-group)	UniRef90_Q339V3		0	CHR10V5|COORD:8826982..8833441|protein expressed protein	LOC_Os10g18070.1	no description	not assigned.unknown	35_2

CUST_92241_PI403524517	2	0.122917175	-0.17082024	-0.034609795	0.03460884	-0.0772419	0.06907368	35_26378	"Cluster: Os07g0571600 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os07g0571600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D5A7	"CHR3V7|COORD:23345650..23346968| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G26310.1); similar to putative chalcone isomerase [Lycopersicon"	AT3G63170.1	CHR07V5|COORD:23077019..23074285|protein chalcone isomerase, putative, expressed	LOC_Os07g38390.1	"no descriptionmoderately similar to ( 249)AT3G63170| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G26310.1); similar to putative chalcone isomerase [Lycopersicon esculentum] (GB:AAQ55182.1); similar to Os07g0571600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001060052.1) | chr3:23345650-23346968 FORWARDvery weakly similar to (57.0)CFI_RAPSAChalcone--flavonone isomerase - Raphanus sativus (Radish)Chalcone"	not assigned.unknown	35_2

CUST_11140_PI404877155	2	0.11305618	0.21341896	-0.041719437	-0.1885643	-0.18972397	0.04171753	Contig4826_at	unnamed protein product [Oryza sativa (japonica cultivar-group)] dbj|BAA88176.1| putative zwille protein [Oryza sativa (japonica cultivar-gr	NP_912975.1	PAZ domain-containing protein / piwi domain-containing protein	At2g27040.1	protein Piwi domain, putative	Os01g16870	"Argonaute (AGO1)-like protein  ; supported by cDNA: gi_14334815_gb_AY035081.1_"	RNA.regulation of transcription.Argonaute	27_3_36

CUST_5416_PI404877155	2	-0.009232521	0.10561752	-0.0070238113	-0.081106186	0.04115963	0.0070238113	Contig17097_at	expressed protein [Arabidopsis thaliana] gb|AAN86157.1| unknown protein [Arabidopsis thaliana]	NP_195697.3	expressed protein	At4g39870.1	protein TLD, putative	Os02g51770	expressed protein, hypothetical protein, Schizosaccharomyces cerevisae, Z99168	RNA.regulation of transcription.unclassified	27_3_99

CUST_112491_PI403524517	2	0.018418312	-0.64441204	-0.16354132	0.007425308	0.24642563	-0.007425308	35_31933	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_34069_PI403524517	2	0.2270422	-0.036831856	0.26452827	0.036831856	-0.27523518	-0.081762314	35_9821	Rep: OSJNba0093F12.13 protein - Oryza sativa (Rice)	UniRef90_Q7XNU5	"CHR5V7|COORD:5639845..5642429| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G03130.1); similar to hypothetical protein MtrDRAFT_AC144806g2v1"	AT5G17160.1	CHR04V5|COORD:29948149..29952818|protein expressed protein	LOC_Os04g50960.1	no descriptionnot assigned not assigned not assigned not assigned TT_ORF1 Protamine_P1 PRK12678	not assigned.unknown	35_2

CUST_43561_PI403524517	2	0.1119566	-0.3448019	-0.061257362	-0.014594078	0.014594078	0.12255573	35_12503	"Cluster: Hypothetical protein OJ1131_E05.126; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1131_E05.126 - Oryza sativa (japonica cult"	UniRef90_Q8H5H1	0	0	CHR07V5|COORD:20997635..20999614|protein F-box domain containing protein, expressed	LOC_Os07g35050.1	no description	not assigned.unknown	35_2

CUST_129789_PI403524517	2	0.17649937	0.03992462	-0.039925575	-0.30444908	-0.12526512	0.046025276	35_36454	"Cluster: Os05g0177100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0177100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DKB4		0	CHR05V5|COORD:4601064..4599580|protein F-box domain containing protein, expressed	LOC_Os05g08460.1	no description	not assigned.unknown	35_2

CUST_14911_PI403524517	2	-0.007840157	-0.08376312	-0.008900642	0.00784111	0.034288406	0.077034	35_4297	"Cluster: WD-40 repeat family protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: WD-40 repeat family protein-like - Oryza sativa (japonica cultivar-g"	UniRef90_Q5VPC8	"CHR5V7|COORD:8459151..8467923| similar to protein kinase family protein [Arabidopsis thaliana] (TAIR:AT5G38560.1); similar to Os01g0653800 [Oryza sativa (japoni"	AT5G24710.1	CHR01V5|COORD:26792804..26780630|protein peptidase S8 and S53, subtilisin, kexin, sedolisin, putative, expressed	LOC_Os01g46510.1	" no descriptionweakly similar to ( 136)AT5G24710| Symbols:  | similar to protein kinase family protein [Arabidopsis thaliana] (TAIR:AT5G38560.1); similar to Os01g0653800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001043744.1); similar to WD-40 repeat family protein [Medicago sativa] (GB:AAZ31064.1); similar to Peptidase S8 and S53, subtilisin, kexin, sedolisin; WD40-like [Medicago truncatula] (GB:ABD32844.1); contains InterPro domain WD-40 repeat; (InterPro:IPR001680); contains InterPro domain WD40-like; (InterPro:IPR011046) | chr5:8459151-8467923 REVERSEnot assigned not assigned not assigned not assigned not assigned PRK07003 PRK05648 PRK12323 Herpes_BLLF1 Atrophin-1 HPC2 "	not assigned.no ontology	35_1

CUST_64084_PI403524517	2	-0.5825467	0.8923006	0.7282672	-0.25885868	-0.52486086	0.2588582	35_18300	"Cluster: Putative mannose-6-phosphate isomerase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative mannose-6-phosphate isomerase - Oryza sativa (japonic"	UniRef90_Q9FTR6	"CHR3V7|COORD:543470..545485| MEE31 (maternal effect embryo arrest 31); mannose-6-phosphate isomerase"	AT3G02570.1	CHR01V5|COORD:1530937..1536429|protein mannose-6-phosphate isomerase, putative, expressed	LOC_Os01g03710.1	"no descriptionmoderately similar to ( 302)AT3G02570| Symbols: MEE31 | MEE31 (maternal effect embryo arrest 31); mannose-6-phosphate isomerase | chr3:543470-545485 REVERSEnot assigned PMI_typeI ManA"	cell wall.precursor synthesis.phosphomannose isomerase	10_1_20

CUST_33555_PI403524517	2	0.08786774	-0.2882676	0.17009926	-0.08092308	0.07069397	-0.07069397	35_9673	Rep: H0811D08.10 protein - Oryza sativa (Rice)	UniRef90_Q25AN5	"CHR5V7|COORD:3410639..3412560| UBP22 (UBIQUITIN-SPECIFIC PROTEASE 22); ubiquitin-specific protease"	AT5G10790.1	CHR04V5|COORD:32718141..32714084|protein ubiquitin carboxyl-terminal hydrolase 22, putative, expressed	LOC_Os04g55360.1	"no descriptionmoderately similar to ( 306)AT5G10790| Symbols: UBP22 | UBP22 (UBIQUITIN-SPECIFIC PROTEASE 22); ubiquitin-specific protease | chr5:3410639-3412560 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Peptidase_C19D UCH Peptidase_C19E peptidase_C19C Peptidase_C19R Peptidase_C19 Peptidase_C19G Peptidase_C19K Peptidase_C19L UBP12 UBP5 Peptidase_C19H Peptidase_C19O Peptidase_C19B UBP14 Peptidase_C19M COG5077 Peptidase_C19F Peptidase_C19A Tymo_45kd_70kd PRK07003"	protein.degradation.ubiquitin.ubiquitin protease	29_5_11_5

CUST_122896_PI403524517	2	0.2444663	0.31626797	-0.0658555	-0.013962746	-0.31624317	0.0139632225	35_34669	Rep: Hypothetical protein - Gibberella zeae (Fusarium graminearum)	UniRef90_Q4HWK4		0	0	0	no description	not assigned.unknown	35_2

CUST_6621_PI404877155	2	-0.018367767	-0.38575554	0.0559206	-0.0031404495	0.05315876	0.0031394958	Contig19659_at	Transcription initiation factor TFIID-1 (TATA-box factor 1) (TATA sequence-binding protein 1) (TBP-1)	P26356	transcription initiation factor IID-1 (TFIID-1) / TATA-box factor 1 / TATA sequence-binding protein 1 (TBP1)	At3g13445.1	protein TATA-binding protein TBP2	Os03g45410	0	RNA.regulation of transcription.Global transcription factor group	27_3_52

CUST_27383_PI403524517	2	-0.067694664	0.62014675	0.067694664	-0.1352377	-0.11689854	0.1286459	35_7927	Rep: H0413E07.5 protein - Oryza sativa (Rice)	UniRef90_Q25A77	CHR2V7|COORD:5121963..5125568| ubiquitin-associated (UBA)/TS-N domain-containing protein	AT2G12550.1	CHR04V5|COORD:32569646..32575099|protein UBA/TS-N domain containing protein, expressed	LOC_Os04g55150.2	no description	not assigned.unknown	35_2

CUST_107935_PI403524517	2	-0.23779678	0.12955284	-0.14828491	-0.0036172867	0.28700733	0.003616333	35_30712	"Cluster: Receptor kinase-like protein; n=1; Arabidopsis thaliana|Rep: Receptor kinase-like protein - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9LY50	CHR3V7|COORD:20764882..20767326| protein kinase family protein	AT3G55950.1	CHR05V5|COORD:1525459..1528189|protein protein kinase, putative, expressed	LOC_Os05g03620.1	no descriptionmoderately similar to ( 255)AT3G55950| Symbols:  | protein kinase family protein | chr3:20764882-20767326 REVERSEweakly similar to ( 194)CRI4_MAIZEPutative receptor protein kinase CRINKLY4 precursor - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PTKc S_TKc Pkinase_Tyr S_TKc Pkinase TyrKc PTKc_Csk_like PTKc_Ror PTKc_Src_like SPS1 PTKc_Itk PTKc_Trk PTKc_TrkC PTKc_Frk_like PTKc_TrkA PTKc_Jak_rpt2 PTKc_Fes_like PTKc_TrkB PTKc_DDR1 PTKc_DDR PTKc_RET PTKc_EphR PTKc_Tec_like PTKc_Tec_Rlk PTKc_Csk PTKc_Chk PTKc_Btk_Bmx PTKc_Srm_Brk PTKc_Abl PTKc_Axl_like PTKc_DDR2 PTKc_EphR_A2 PTKc_Tyk2_rpt2 PTKc_Syk_like PTKc_Ack_like PTKc_Tie2 PTKc_Lck_Blk PTK_CCK4 PTKc_ALK_LTK PTKc_Musk PTKc_Ror1 PTKc_Zap-70 PTKc_Tyro3 PTKc_DDR_like PTKc_Tie1 PTKc_EGFR_like PTKc_Tie PTKc_Lyn PTKc_FGFR PTKc_Fyn_Yrk PTKc_Met_Ron PTKc_Fes PTKc_Jak2_Jak3_rpt2 PTKc_EphR_A PTKc_Fer PTKc_PDGFR PTKc_c-ros PTKc_EphR_B PTKc_FGFR4 PTKc_Src PTKc_Ror2 PTKc_Axl PTKc_EphR_A10 PTKc_Hck PTKc_Syk PTKc_Yes PTKc_InsR_like PTKc_FGFR2 PTK_HER3 PTKc_FGFR3 PTKc_IGF-1R PTKc_VEGFR PTKc_FGFR1 PTK_Ryk PTKc_FAK PTKc_Jak1_rpt2 PTKc_HER4 PTKc_CSF-1R	protein.postranslational modification.kinase.receptor like cytoplasmatic kinase VII	29_4_1_57

CUST_21566_PI399408534	2	-0.03496456	0.40093422	0.03496456	-0.42869663	-0.17417336	0.16856003	35_8476	Rep: 2-oxoglutarate-dependent oxygenase - Zea mays (Maize)	UniRef90_Q84TC2	CHR3V7|COORD:22729931..22731372| 2-oxoglutarate-dependent dioxygenase, putative	AT3G61400.1	CHR03V5|COORD:27531369..27530189|protein 1-aminocyclopropane-1-carboxylate oxidase, putative, expressed	LOC_Os03g48430.1	 no descriptionweakly similar to ( 114)AT3G61400| Symbols:  | 2-oxoglutarate-dependent dioxygenase, putative | chr3:22729931-22731372 FORWARDvery weakly similar to (93.2)DV4H_CATRODeacetoxyvindoline 4-hydroxylase - Catharanthus roseus (Rosy periwinkle) (Madagascar periwinkle)not assigned PcbC 2OG-FeII_Oxy 	hormone metabolism.ethylene.synthesis-degradation	17_5_1

CUST_140332_PI403524517	2	-0.32378674	-0.991838	-0.1095109	0.13871145	0.2846799	0.1095109	35_39352	0	0	"CHR1V7|COORD:5675918..5678679| SR45 (arginine/serine-rich 45); RNA binding"	AT1G16610.1	0	0	no description	not assigned.unknown	35_2

CUST_71529_PI403524517	2	0.115893364	-0.6258259	-0.03357601	-0.018761635	0.07604313	0.018761635	35_20501	"Cluster: Os01g0204000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0204000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JPT0	"CHR1V7|COORD:29587880..29590401| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G22795.1); similar to Os01g0204000 [Oryza sativa (japonica"	AT1G78650.1	CHR01V5|COORD:5720986..5715685|protein expressed protein	LOC_Os01g10690.1	"no descriptionvery weakly similar to (62.0)AT1G78650| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G22795.1); similar to Os01g0204000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001042334.1); similar to DNA polymerase delta p66 subunit -like [Oryza sativa (japonica cultivar-group)] (GB:BAD72984.1); contains domain SUBFAMILY NOT NAMED (PTHR17598:SF3); contains domain FAMILY NOT NAMED (PTHR17598) | chr1:29587880-29590401 FORWARDCDC27"	not assigned.no ontology	35_1

CUST_60265_PI403524517	2	0.14649773	-0.5125942	-0.17146969	6.761551E-4	0.043536186	-6.761551E-4	35_17179	"Cluster: Phosphoglycerate mutase family, putative; n=1; Oryza sativa (japonica cultivar-group)|Rep: Phosphoglycerate mutase family, putative - Oryza sativa (jap"	UniRef90_Q53PY7	CHR5V7|COORD:7517734..7520226| phosphoglycerate/bisphosphoglycerate mutase family protein	AT5G22620.1	CHR11V5|COORD:2325827..2329126|protein phosphoglycerate mutase, putative, expressed	LOC_Os11g05260.1	no descriptionmoderately similar to ( 474)AT5G22620| Symbols:  | phosphoglycerate/bisphosphoglycerate mutase family protein | chr5:7517734-7520226 REVERSEnot assigned phoE PGAM PRK07238 PRK03482	not assigned.no ontology	35_1

CUST_31011_PI399408534	2	-0.4155531	0.72001743	0.09068203	-0.090681076	0.1444807	-0.24036694	35_16702	"Cluster: SF16 protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: SF16 protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5VMB6	"CHR3V7|COORD:2976839..2978905| IQD1 (IQ-DOMAIN 1); calmodulin binding"	AT3G09710.1	CHR06V5|COORD:2854442..2858562|protein calmodulin binding protein, putative, expressed	LOC_Os06g06160.5	"no descriptionvery weakly similar to (55.5)AT2G33990| Symbols: IQD9 | IQD9 (IQ-domain 9); calmodulin binding | chr2:14367581-14368709 REVERSE"	signalling.calcium	30_3

CUST_67213_PI403524517	2	0.2731104	-0.5515146	-0.22458553	-0.013600349	0.013600349	0.17833042	35_19195	"Cluster: Hypothetical protein P0503C12.12; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0503C12.12 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5JMM0	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	CHR01V5|COORD:31956094..31957586|protein expressed protein	LOC_Os01g55000.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Trp_oprn_chp PRK12678 PRK07003 DUF1509	not assigned.unknown	35_2

CUST_34869_PI403524517	2	0.006775856	-0.34452343	0.035582542	-0.006775856	0.20486927	-0.13127804	35_10051	"Cluster: Putative GAMM1 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative GAMM1 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ZHC0	"CHR5V7|COORD:16808426..16810189| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G49320.1); similar to LOC496075 protein [Xenopus laevis]"	AT5G41970.1	CHR02V5|COORD:28122296..28117342|protein MYG1 protein, putative, expressed	LOC_Os02g46150.1	"no descriptionmoderately similar to ( 283)AT5G41970| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G49320.1); similar to LOC496075 protein [Xenopus laevis] (GB:AAH87491.1); similar to LOC496075 protein [Xenopus laevis] (GB:AAI06661.1); similar to Os02g0686600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001047772.1); contains InterPro domain Metal-dependent protein hydrolase; (InterPro:IPR003226) | chr5:16808426-16810189 FORWARDnot assigned not assigned UPF0160 COG4286 PRK07764"	not assigned.unknown	35_2

CUST_14498_PI399408534	2	0.48714447	0.008128166	-0.008128166	-0.17159414	-0.077848434	0.12883615	35_32508	Rep: Auxin response factor 7b - Oryza sativa (Rice)	UniRef90_Q8S978	"CHR5V7|COORD:7016706..7021506| NPH4 (NON-PHOTOTROPHIC HYPOCOTYL); transcription factor"	AT5G20730.2	CHR08V5|COORD:25744837..25737874|protein auxin response factor 19, putative, expressed	LOC_Os08g40900.1	" no descriptionweakly similar to ( 136)AT5G20730| Symbols: MSG1, IAA21, ARF7, TIR5, BIP, IAA23, IAA25, NPH4 | NPH4 (NON-PHOTOTROPHIC HYPOCOTYL); transcription factor | chr5:7016706-7021506 REVERSEPRK07764 "	RNA.regulation of transcription.ARF, Auxin Response Factor family	27_3_4

CUST_19601_PI404877155	2	0.2605033	-0.5138545	-0.057593822	0.3291273	0.057593822	-0.12164116	rbasd24g02_s_at	1-aminocyclopropane-1-carboxylate oxidase [Phyllostachys edulis]	BAB32502.1	1-aminocyclopropane-1- carboxylate oxidase / ACC oxidase / ethylene-forming enzyme (ACO) (EAT1)	At1g05010.1	protein 1-aminocyclopropane-1-carboxylate oxidase	Os09g27750	NONE	hormone metabolism.ethylene.synthesis-degradation	17_5_1

CUST_14816_PI404877155	2	-0.25320148	0.0033092499	0.0054216385	-0.0033102036	0.12153149	-0.043255806	Contig8641_at	phosphoethanolamine cytidylyltransferase [Hordeum vulgare subsp. vulgare]	AAO43227.1	ethanolamine-phosphate cytidylyltransferase, putative / phosphorylethanolamine transferase, putative / CTP:pho	At2g38670.1	protein Cytidylyltransferase, putative	Os08g12830	NONE	lipid metabolism.Phospholipid synthesis	11_3

CUST_2926_PI404877155	2	0.11712456	-0.04425621	-0.081879616	-0.009997368	0.009996414	0.10823822	Contig13352_at	putative glucose inhibited division protein A [Oryza sativa (japonica cultivar-group)]	NP_914242.1	glucose-inhibited division family A protein	At2g13440.1	protein glucose-inhibited division protein A	Os01g72980	NONE	signalling.in sugar and nutrient physiology	30_1

CUST_6404_PI403524517	2	-0.028604507	0.23312569	0.028604507	-0.05528164	0.09399891	-0.22548676	35_1775	"Cluster: 3'(2'),5'-bisphosphate nucleotidase (EC 3.1.3.7) (3'(2'),5- bisphosphonucleoside 3'(2')-phosphohydrolase); n=2; Oryza sativa|Rep:"	UniRef90_Q40639	"CHR5V7|COORD:25627066..25629028| SAL1 (FIERY1); 3'(2'),5'-bisphosphate nucleotidase/ inositol or phosphatidylinositol phosphatase"	AT5G63980.1	CHR12V5|COORD:4218460..4215552|protein expressed protein	LOC_Os12g08280.1	" no descriptionmoderately similar to ( 250)AT5G63980| Symbols: ATSAL1, HOS2, FRY1, SAL1 | SAL1 (FIERY1); 3'(2'),5'-bisphosphate nucleotidase/ inositol or phosphatidylinositol phosphatase | chr5:25627066-25629028 FORWARDmoderately similar to ( 317)DPNP_ORYSA3'(2'),5'-bisphosphate nucleotidase - Oryza sativa (Rice)not assigned PAP_phosphatase Inositol_P CysQ CysQ IMPase_like Bacterial_IMPase_like_1 SuhB Bacterial_IMPase_like_2 IMPase PRK10931 "	nucleotide metabolism.degradation	23_2

CUST_8063_PI399408534	2	0.0051631927	0.2790451	-0.17796516	-0.061397552	0.007795334	-0.0051631927	35_15804	"Cluster: DRE binding factor 2; n=2; Oryza sativa (japonica cultivar-group)|Rep: DRE binding factor 2 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XZP8	"CHR1V7|COORD:29369683..29370687| RAP2.4 (related to AP2 4); DNA binding / transcription factor"	AT1G78080.1	CHR09V5|COORD:12215432..12217345|protein DRE binding factor 1, putative, expressed	LOC_Os09g20350.1	 no descriptionweakly similar to ( 113)AT4G39780| Symbols:  | AP2 domain-containing transcription factor, putative | chr4:18458210-18459028 REVERSEvery weakly similar to (63.2)ERF4_TOBACEthylene-responsive transcription factor 4 - Nicotiana tabacum (Common tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned AP2 AP2 Tymo_45kd_70kd PRK12323 HPC2 PRK07003 AP2 Atrophin-1 PRK07764 Extensin_2 AF-4 DUF1421 PRK05648 Herpes_BLLF1 Herpes_TAF50 APC_basic KAR9 Totivirus_coat DUF1509 Pneumo_att_G PRK09169 PRK08853 DUF566 TT_ORF1 GRASP55_65 	RNA.regulation of transcription.AP2/EREBP, APETALA2/Ethylene-responsive element binding protein family	27_3_3

CUST_56682_PI403524517	2	-0.008261681	0.74971294	0.05518818	-0.16909504	0.008261681	-0.02919197	35_16144	"Cluster: Putative wound inductive gene; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative wound inductive gene - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6YZM6	"CHR1|COORD:6799972..6802643| similar to wound-responsive protein-related [Arabidopsis thaliana] (TAIR:At1g75380.2); similar to wound-responsive"	AT1G19660.2	CHR08V5|COORD:16212444..16207490|protein wound responsive protein, putative, expressed	LOC_Os08g26870.3	no descriptionweakly similar to ( 171)AT1G19660| Symbols:  | wound-responsive family protein | chr1:6800352-6802231 REVERSE	stress.abiotic.touch/wounding	20_2_4

CUST_64146_PI403524517	2	-0.15561485	0.3011408	0.09347677	0.08563709	-0.08563757	-0.5390997	35_18317	"Cluster: ABC-type transport system-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: ABC-type transport system-like - Oryza sativa (japonica cultivar-group"	UniRef90_Q5JL23	CHR3V7|COORD:7087663..7089646| TGD2 (TRIGALACTOSYLDIACYLGLYCEROL2)	AT3G20320.1	CHR01V5|COORD:43366832..43370839|protein ABC-type transport system involved in resistance to organic solvents, periplasmic component, putative, expressed	LOC_Os01g74280.1	no descriptionvery weakly similar to (52.4)AT3G20320| Symbols: TGD2 | TGD2 (TRIGALACTOSYLDIACYLGLYCEROL2) | chr3:7087663-7089646 REVERSE	not assigned.no ontology	35_1

CUST_97664_PI403524517	2	0.12855434	-0.5296211	-0.1917677	0.020337105	-0.014123917	0.014122963	35_27887	"Cluster: AFR615Wp, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: AFR615Wp, putative, expressed - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10CT5	"CHR5V7|COORD:17931587..17933244| similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAK09232.1); contains InterPro domain SAM (and some"	AT5G44450.1	CHR03V5|COORD:32322756..32318861|protein S-adenosylmethionine-dependent methyltransferase/ methyltransferase, putative, expressed	LOC_Os03g56830.2	" no descriptionvery weakly similar to (89.0)AT5G44450| Symbols:  | similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAK09232.1); contains InterPro domain SAM (and some other nucleotide) binding motif; (InterPro:IPR000051); contains InterPro domain Generic methyltransferase; (InterPro:IPR001601); contains InterPro domain Protein of unknown function DUF858, methyltransferase-like; (InterPro:IPR008576) | chr5:17931587-17933244 REVERSEDUF858 "	not assigned.unknown	35_2

CUST_64407_PI403524517	2	0.24058819	-0.1570139	-0.30666924	-0.014845848	0.18897915	0.014845848	35_18388	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_21105_PI399408534	2	0.12551737	-0.08767271	-0.030128479	0.030128002	0.069027424	-0.6430783	35_31823	"Cluster: Oxidoreductase, 2OG-Fe oxygenase family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Oxidoreductase, 2OG-Fe oxygenase"	UniRef90_Q10A95	CHR1V7|COORD:2025617..2027093| 2-oxoglutarate-dependent dioxygenase, putative	AT1G06620.1	CHR03V5|COORD:36257279..36258593|protein 1-aminocyclopropane-1-carboxylate oxidase, putative, expressed	LOC_Os03g64280.1	 no descriptionweakly similar to ( 156)AT1G06620| Symbols:  | 2-oxoglutarate-dependent dioxygenase, putative | chr1:2025617-2027093 FORWARDweakly similar to ( 130)DV4H_CATRODeacetoxyvindoline 4-hydroxylase - Catharanthus roseus (Rosy periwinkle) (Madagascar periwinkle)not assigned not assigned PcbC PRK12323 	hormone metabolism.ethylene.synthesis-degradation	17_5_1

CUST_14625_PI404877155	2	0.035575867	-0.2809	-0.103466034	0.03427601	-0.034276962	0.036338806	Contig8442_at	B1065E10.15 [Oryza sativa (japonica cultivar-group)]	BAB90364.1	expressed protein	At1g71900.1	protein expressed protein	Os11g09140	NONE	transport.nucleotides	34_10

CUST_73904_PI403524517	2	0.065589905	-0.5280018	-0.065589905	0.17173672	0.102347374	-0.33210373	35_21194	"Cluster: Hypothetical protein P0401G10.21-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0401G10.21-1 - Oryza sativa (japonica cultiv"	UniRef90_Q5JN29	CHR1V7|COORD:28133773..28134681| NDH-O (NAD(P)H:PLASTOQUINONE DEHYDROGENASE COMPLEX SUBUNIT O)	AT1G74880.1	CHR01V5|COORD:42639032..42640425|protein expressed protein	LOC_Os01g72950.1	no descriptionweakly similar to ( 170)AT1G74880| Symbols: NDH-O | NDH-O (NAD(P)H:PLASTOQUINONE DEHYDROGENASE COMPLEX SUBUNIT O) | chr1:28133773-28134681 REVERSE	PS.lightreaction.NADH DH	1_1_6

CUST_166846_PI403524517	2	-0.25394964	-0.7580757	0.90909004	0.1456747	0.29660702	-0.1456747	35_46479	"Cluster: Putative PPR protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative PPR protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8LPZ1	CHR5V7|COORD:16018264..16020300| pentatricopeptide (PPR) repeat-containing protein	AT5G39980.1	CHR01V5|COORD:35985593..35987886|protein expressed protein	LOC_Os01g61630.1	no descriptionweakly similar to ( 177)AT5G39980| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr5:16018264-16020300 REVERSEnot assigned not assigned	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_1631_PI404877155	2	-0.020684242	0.33765697	0.020684242	-0.1617651	0.12228775	-0.2498045	Contig11861_at	VP1/ABI3 family regulatory protein-like [Oryza sativa (japonica cultivar-group)]	BAC84102.1	transcriptional factor B3 family protein	At2g30470.1	protein B3 DNA binding domain, putative	Os07g48200	"HSI2;HSI2 is a member of a novel family of B3 domain proteins with a sequence similar to the ERF-associated amphiphilic repression (EAR) motif. It functions as an active repressor of the Spo minimal promoter (derived from a gene for sweet potato sporamin"	RNA.regulation of transcription.ABI3/VP1-related B3-domain-containing transcription factor family	27_3_01

CUST_15284_PI404877155	2	-0.06104946	0.16860962	5.645752E-4	-0.021349907	-5.6552887E-4	0.141922	Contig9150_at	putative RNA-binding protein RBP37 [Oryza sativa (japonica cultivar-group)] dbj|BAD33089.1| putative RNA-binding protein RBP37 [Oryza sativa	XP_479783.1	RNA-binding protein, putative	At1g32790.1	protein RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain), putative	Os08g02330	"CID11;RNA-binding protein, putative, similar to RNA-binding protein GB:CAB40027 GI:4539439 from (Arabidopsis thaliana).Member of a family of PAB2 binding domain proteins. or  similar to RNA-binding protein, putative [Arabidopsis thaliana] (TAIR:At4g10610."	RNA.RNA binding	27_4

CUST_54620_PI403524517	2	-0.22727299	0.56433296	-0.072589874	0.07258892	0.12801647	-0.21628189	35_15545	Rep: Hypothetical protein - Deschampsia antarctica (Antarctic hairgrass)	UniRef90_Q8RX53	"CHR5V7|COORD:22913073..22913728| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G26288.1); similar to Os02g0684400 [Oryza sativa (japonica"	AT5G56550.1	CHR01V5|COORD:31213188..31211669|protein expressed protein	LOC_Os01g53730.1	no description	not assigned.unknown	35_2

CUST_28465_PI403524517	2	-0.026845932	0.2513399	0.013264656	-0.009823799	0.009823799	-0.07145405	35_8226	"Cluster: Hypothetical protein; n=1; Chaetomium globosum CBS 148.51|Rep: Hypothetical protein - Chaetomium globosum CBS 148.51"	UniRef90_Q2HAB4	CHR1V7|COORD:6978101..6985306| family II extracellular lipase, putative	AT1G20130.1	CHR01V5|COORD:23612086..23614184|protein protein binding protein, putative, expressed	LOC_Os01g41120.1	no description	not assigned.unknown	35_2

CUST_11838_PI399408534	2	0.15329075	-0.109035015	0.06016302	0.31489515	-0.16775799	-0.060163498	35_2203	"Cluster: Putative splicing factor 3b, subunit 3, 130kDa; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative splicing factor 3b, subunit 3, 130kDa - Oryza"	UniRef90_Q6YXY3	"CHR3|COORD:20471510..20475451| splicing factor, putative, contains CPSF A subunit region (PF03178); contains weak WD-40 repeat (PF00400); similar to Splicing fa"	AT3G55200.1	CHR07V5|COORD:120554..126329|protein potassium transporter 16, putative, expressed	LOC_Os07g01214.1	 no descriptionweakly similar to ( 179)AT3G55200| Symbols:  | splicing factor, putative | chr3:20471510-20475338 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07764 PRK07003 Tymo_45kd_70kd Herpes_LP 	RNA.processing.splicing	27_1_1

CUST_65273_PI403524517	2	-0.024048805	0.4125824	0.10607529	-0.11112118	0.024048805	-0.07530308	35_18636	"Cluster: Protein CutA, chloroplast, putative, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Protein CutA, chloroplast,"	UniRef90_Q109R6	CHR2V7|COORD:14276666..14278599| CUTA	AT2G33740.2	CHR10V5|COORD:11776381..11781628|protein protein CutA, chloroplast precursor, putative, expressed	LOC_Os10g23204.1	no descriptionweakly similar to ( 194)AT2G33740| Symbols: CUTA | CUTA | chr2:14276666-14278599 FORWARDnot assigned CutA1 CutA PRK10645	metal handling.binding, chelation and storage	15_2

CUST_24565_PI403524517	2	0.016652107	0.30870056	0.08436966	-0.03605938	-0.01665306	-0.3916998	35_7131	"Cluster: Protein phosphatase 2C, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Protein phosphatase 2C, putative, expressed - Oryza sativ"	UniRef90_Q7XCJ7	CHR4|COORD:18015730..18018267| protein phosphatase 2C family protein / PP2C family protein, similar to Ser/Thr protein phosphatase 2C (PP2C6) (GI:15020818) (Ara	AT4G38520.2	CHR10V5|COORD:20963199..20967815|protein protein phosphatase 2C, putative, expressed	LOC_Os10g39780.4	no description	not assigned.unknown	35_2

CUST_11938_PI404877155	2	-0.14426517	-0.39840126	0.026198387	0.12533379	-0.026198387	0.04332447	Contig5648_s_at	OSJNBa0036B21.19 [Oryza sativa (japonica cultivar-group)] ref|XP_472739.1| OSJNBa0036B21.19 [Oryza sativa (japonica cultivar-group)]	CAD40901.2	aldose 1-epimerase family protein	At5g15140.1	protein non-cell-autonomous protein pathway2	Os04g38540	putative aldose 1-epimerase	minor CHO metabolism.others	3_5

CUST_5472_PI399408534	2	0.26682615	-0.26315165	0.0026483536	-0.0026478767	0.0798893	-0.14488697	35_38185	"Cluster: Mitochondrial transcription termination factor-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Mitochondrial transcription termination factor-li"	UniRef90_Q6K7E2	CHR2V7|COORD:18224813..18226336| mitochondrial transcription termination factor-related / mTERF-related	AT2G44020.1	CHR02V5|COORD:33221808..33218155|protein mTERF family protein, expressed	LOC_Os02g54200.2	no descriptionmoderately similar to ( 344)AT2G44020| Symbols:  | mitochondrial transcription termination factor-related / mTERF-related | chr2:18224813-18226336 REVERSEnot assigned mTERF	RNA.regulation of transcription.unclassified	27_3_99

CUST_32636_PI403524517	2	-0.16385269	-0.31775284	0.106001854	0.056433678	0.08989906	-0.056433678	35_9409	"Cluster: Chromosome 09 contig 1, DNA sequence; n=1; Ostreococcus tauri|Rep: Chromosome 09 contig 1, DNA sequence - Ostreococcus tauri"	UniRef90_Q011B4	CHR5V7|COORD:2468240..2473658| formin homology 2 domain-containing protein / FH2 domain-containing protein	AT5G07760.1	CHR04V5|COORD:21583281..21582589|protein serine/arginine repetitive matrix protein 1, putative	LOC_Os04g35730.1	no description	not assigned.unknown	35_2

CUST_55585_PI403524517	2	0.10431433	-0.10431433	0.6011672	-0.25032854	0.78425217	-0.28693628	35_15822	"Cluster: Heavy metal-associated domain containing protein, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Heavy metal-associated domain"	UniRef90_Q10LJ9	CHR1V7|COORD:21039380..21040684| copper chaperone (CCH)-related	AT1G56210.1	CHR03V5|COORD:12886584..12884726|protein heavy metal-associated domain containing protein, expressed	LOC_Os03g22490.1	no descriptionvery weakly similar to (79.7)AT3G06130| Symbols:  | heavy-metal-associated domain-containing protein | chr3:1853054-1854679 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07003 DUF1777 TolA Atrophin-1 DUF1421 PRK07764 Protamine_P1 Transformer PRK05648 MARCKS tolA PRK12678 TT_ORF1 HMA Tymo_45kd_70kd BASP1 HMA TolA PRK12372 PRK08770 CDC27 CobT PRK10263 Glutenin_hmw	metal handling.binding, chelation and storage	15_2

CUST_114656_PI403524517	2	0.25507164	-0.06437111	0.01010704	-0.01010704	-0.34557247	0.02878952	35_32542	"Cluster: Putative isoleucine-tRNA ligase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative isoleucine-tRNA ligase - Oryza sativa (japonica cultivar-gro"	UniRef90_Q67WM2	CHR4V7|COORD:6397522..6404505| isoleucyl-tRNA synthetase, putative / isoleucine--tRNA ligase, putative	AT4G10320.1	CHR06V5|COORD:26331890..26344253|protein ATP binding protein, putative, expressed	LOC_Os06g43760.1	 no descriptionweakly similar to ( 172)AT4G10320| Symbols:  | isoleucyl-tRNA synthetase, putative / isoleucine--tRNA ligase, putative | chr4:6397522-6404505 REVERSEnot assigned not assigned ileS IleS ileS tRNA-synt_1 	protein.aa activation	29_1

CUST_206_PI399407379	2	-0.121733665	-0.023946762	0.06925392	-0.1679411	0.2349968	0.023947716	HvABI1b									

CUST_40075_PI403524517	2	0.0018882751	-0.34657526	-0.0018882751	-0.20785666	0.20083237	0.10531473	35_11526	"Cluster: Putative fertility restorer homologue; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative fertility restorer homologue - Oryza sativa (japonica"	UniRef90_Q6ZHK7	CHR1V7|COORD:890428..892410| pentatricopeptide (PPR) repeat-containing protein	AT1G03560.1	CHR07V5|COORD:18307988..18310774|protein EMB2745, putative, expressed	LOC_Os07g30930.1	no descriptionmoderately similar to ( 270)AT1G03560| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr1:890428-892410 REVERSEvery weakly similar to (80.9)RF1_ORYSA	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_106358_PI403524517	2	0.114730835	-0.4879341	-0.11473179	0.13425922	0.17192459	-0.12981892	35_30271	"Cluster: Os07g0470700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os07g0470700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D6K6		0	CHR07V5|COORD:16855498..16860949|protein PAP fibrillin family protein, expressed	LOC_Os07g28790.1	no description	not assigned.unknown	35_2

CUST_57046_PI403524517	2	0.13186836	-0.1496296	-0.0753746	-0.0077524185	0.0077524185	0.028341293	35_16262	"Cluster: Adapter-related protein complex 1 beta 1 subunit, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Adapter-related protein"	UniRef90_Q10LA0	CHR4V7|COORD:12243909..12248908| beta-adaptin, putative	AT4G23460.1	CHR03V5|COORD:13571924..13565574|protein AP-1 complex subunit beta-1, expressed	LOC_Os03g23950.1	 no descriptionhighly similar to ( 926)AT4G23460| Symbols:  | beta-adaptin, putative | chr4:12243909-12248908 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned Adaptin_N COG5096 B2-adapt-app_C SEC21 	cell. vesicle transport	31_4

CUST_135655_PI403524517	2	0.3630867	0.23313046	-0.14765024	-0.18519402	-0.38469076	0.14765072	35_38048	"Cluster: Pleckstrin homology (PH) domain-containing protein-like; n=3; Oryza sativa (japonica cultivar-group)|Rep: Pleckstrin homology (PH) domain-containing pr"	UniRef90_Q69RJ1	CHR5V7|COORD:6531908..6538071| pleckstrin homology (PH) domain-containing protein / RhoGAP domain-containing protein	AT5G19390.3	CHR07V5|COORD:27711627..27720969|protein rho GTPase activator, putative, expressed	LOC_Os07g46450.1	no descriptionweakly similar to ( 164)AT5G19390| Symbols:  | pleckstrin homology (PH) domain-containing protein / RhoGAP domain-containing protein | chr5:6531908-6537145 FORWARDnot assigned	not assigned.no ontology	35_1

CUST_18996_PI403524517	2	0.085427284	-0.08497715	-0.46638775	0.046072006	-0.046072006	0.047125816	35_5503	"Cluster: Putative D-type cyclin; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative D-type cyclin - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8LHA8	"CHR2V7|COORD:9561237..9562953| CYCD2;1 (CYCLIN D2;1); cyclin-dependent protein kinase regulator/ protein binding"	AT2G22490.1	CHR07V5|COORD:25663621..25661073|protein cyclin delta-2, putative, expressed	LOC_Os07g42860.1	"no descriptionmoderately similar to ( 202)AT2G22490| Symbols: CYCD2;1 | CYCD2;1 (CYCLIN D2;1); cyclin-dependent protein kinase regulator/ protein binding | chr2:9561237-9562953 REVERSEvery weakly similar to (73.6)CCNB2_ORYSAnot assigned not assigned not assigned not assigned Cyclin_N COG5024 CYCLIN CYCLIN Cyclin_C"	cell.cycle	31_3

CUST_30892_PI399408534	2	0.066467285	0.05670452	-3.271103E-4	-0.0020208359	3.271103E-4	-0.12056351	35_16729	"Cluster: Calcium-dependent protein kinase, isoform 2; n=11; Poaceae|Rep: Calcium-dependent protein kinase, isoform 2 - Oryza sativa (Rice)"	UniRef90_P53683	"CHR3V7|COORD:7116394..7118830| CPK9 (CALMODULIN-DOMAIN PROTEIN KINASE 9); calcium- and calmodulin-dependent protein kinase/ kinase"	AT3G20410.1	CHR07V5|COORD:19772782..19767311|protein calcium-dependent protein kinase, isoform 2, putative, expressed	LOC_Os07g33110.4	"no descriptionhighly similar to ( 742)AT3G20410| Symbols: CPK9 | CPK9 (CALMODULIN-DOMAIN PROTEIN KINASE 9); calcium- and calmodulin-dependent protein kinase/ kinase | chr3:7116394-7118830 FORWARDhighly similar to ( 930)CDPK2_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase SPS1 TyrKc Pkinase_Tyr PTKc FRQ1 PTKc_Jak_rpt2 PTKc_FAK PTKc_Itk PTKc_Tec_like PTKc_PDGFR PTKc_Fes PTKc_Fes_like PTKc_Tec_Rlk PTKc_Csk_like PTKc_FGFR PTKc_ALK_LTK PTKc_Ack_like PTKc_EphR PTKc_EphR_B EFh PTKc_Ror PTKc_EphR_A PTKc_Src_like PTKc_Syk_like PTKc_c-ros PTKc_Btk_Bmx PTKc_Tyk2_rpt2 PTKc_Jak1_rpt2 PTKc_Jak2_Jak3_rpt2 PTKc_Tie1 PTKc_TrkA PTKc_InsR_like PTKc_TrkB PTKc_Trk PTKc_Tie2 PTKc_Frk_like PTKc_TrkC PTKc_FGFR3 PTKc_Tyro3 PTKc_Srm_Brk PTKc_FGFR2 PTKc_Chk PTKc_Abl PTKc_Tie PTKc_FGFR1 PTKc_EphR_A2 PTKc_Fer PTKc_RET PTK_CCK4 PTKc_Met_Ron PTKc_Csk PTKc_Src PTKc_Axl_like PTKc_DDR PTKc_FGFR4 PTKc_Syk PTKc_Yes PTKc_DDR1 PTKc_DDR_like PTKc_Musk PTKc_EGFR_like PTKc_DDR2 PTKc_CSF-1R PTKc_Fyn_Yrk PTKc_Lyn PTKc_Axl PTKc_Ror1 PTKc_HER2 PTKc_Ror2"	signalling.calcium	30_3

CUST_1203_PI404877155	2	-0.03724003	0.104058266	0.057152748	-0.1373825	-1.13487244E-4	1.13487244E-4	Contig11258_at	OSJNBa0027H06.18 [Oryza sativa (japonica cultivar-group)]	CAD39433.2	zinc finger (Ran-binding) family protein	At2g17975.1	protein Zn-finger in Ran binding protein and others, putative	Os04g02000	zinc finger (Ran-binding) family protein, contains Pfam domain, PF00641: Zn-finger in Ran binding protein and others	RNA.regulation of transcription.unclassified	27_3_99

CUST_103984_PI403524517	2	0.07652283	0.24821949	-0.12833786	0.019088745	-0.17181873	-0.019088745	35_29640	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_133911_PI403524517	2	0.26750708	0.1570034	0.36345243	-0.1570034	-0.88541317	-0.21517897	35_37585	Rep: L13 - Suberites domuncula (Sponge)	UniRef90_Q4KTH3	"CHR3V7|COORD:18177956..18179032| ATBBC1 (breast basic conserved 1); structural constituent of ribosome"	AT3G49010.2	CHR03V5|COORD:21043195..21040875|protein 60S ribosomal protein L13-2, putative, expressed	LOC_Os03g37970.1	 no descriptionweakly similar to ( 141)AT3G49010| Symbols: BBC1, RSU2 | ATBBC1 (breast basic conserved 1) | chr3:18177956-18179032 REVERSEweakly similar to ( 145)RL132_BRANA60S ribosomal protein L13-2 - Brassica napus (Rape)not assigned Ribosomal_L13e RPL13 PRK12277 	protein.synthesis.misc ribososomal protein	29_2_2

CUST_16795_PI399408534	2	-0.011471748	0.13813114	0.011472702	-0.119296074	-0.27508354	0.0675354	35_32457	"Cluster: Putative polynucleotide phosphorylase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative polynucleotide phosphorylase - Oryza sativa (japonica"	UniRef90_Q69LE7	"CHR3V7|COORD:919549..924913| RIF10 (RESISTANT TO INHIBITION WITH FSM 10); 3'-5'-exoribonuclease/ RNA binding / nucleic acid binding"	AT3G03710.1	CHR07V5|COORD:3655054..3643991|protein polynucleotide phosphorylase, putative, expressed	LOC_Os07g07310.2	"no descriptionvery weakly similar to (69.3)AT3G03710| Symbols: RIF10 | RIF10 (RESISTANT TO INHIBITION WITH FSM 10); 3'-5'-exoribonuclease/ RNA binding / nucleic acid binding | chr3:919549-924913 FORWARDnot assigned PRK11824 Pnp"	RNA.processing.ribonucleases	27_1_19

CUST_55701_PI403524517	2	-0.07247734	-0.25734615	-0.009847641	0.026752472	0.097091675	0.009847641	35_15855	"Cluster: 26S proteasome regulatory particle non-ATPase subunit12; n=1; Oryza sativa (japonica cultivar-group)|Rep: 26S proteasome regulatory particle"	UniRef90_Q8W423	CHR1V7|COORD:23960122..23961783| 26S proteasome regulatory subunit, putative (RPN12)	AT1G64520.1	CHR07V5|COORD:14528829..14525753|protein 26S proteasome non-ATPase regulatory subunit 8, putative, expressed	LOC_Os07g25420.2	 no descriptionmoderately similar to ( 323)AT1G64520| Symbols:  | 26S proteasome regulatory subunit, putative (RPN12) | chr1:23960122-23961783 FORWARDnot assigned SAC3_GANP 	protein.degradation.ubiquitin.proteasom	29_5_11_20

CUST_70740_PI403524517	2	0.1342268	-0.49233294	-0.20587158	0.35138416	-0.1342268	0.37196636	35_20267	"Cluster: Os03g0185700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os03g0185700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DUH5	CHR5V7|COORD:19853880..19855318| transferase family protein	AT5G48930.1	CHR03V5|COORD:4473237..4471201|protein agmatine coumaroyltransferase, putative, expressed	LOC_Os03g08720.1	no descriptionvery weakly similar to (57.0)AT5G48930| Symbols: HCT | transferase family protein | chr5:19853880-19855318 REVERSETransferase	secondary metabolism.phenylpropanoids.lignin biosynthesis.HCT	16_2_1_4

CUST_139247_PI403524517	2	0.36658573	0.35631227	0.115600586	-0.43657017	-0.52607584	-0.115600586	35_39054	"Cluster: Hypothetical protein OJ1120_C08.24-1; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1120_C08.24-1 - Oryza sativa (japonica cu"	UniRef90_Q6ZKE8	"CHR1V7|COORD:11437249..11439801| similar to splicing factor PWI domain-containing protein [Arabidopsis thaliana] (TAIR:AT2G29210.1); similar to Os08g0178300"	AT1G31870.1	CHR08V5|COORD:4580134..4584895|protein expressed protein	LOC_Os08g08080.2	"no descriptionweakly similar to ( 108)AT1G31870| Symbols:  | similar to splicing factor PWI domain-containing protein [Arabidopsis thaliana] (TAIR:AT2G29210.1); similar to Os08g0178300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001061128.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD03052.1) | chr1:11437249-11439801 FORWARDnot assigned not assigned"	not assigned.unknown	35_2

CUST_37192_PI403524517	2	0.032316208	-0.38182402	0.47791147	0.17554617	-0.21709871	-0.032316208	35_10717	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10QE9	"CHR4V7|COORD:16422440..16423828| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G34330.1); similar to Os03g0199100 [Oryza sativa (japonica"	AT4G34320.1	CHR03V5|COORD:5193230..5196856|protein expressed protein	LOC_Os03g10240.1	"no descriptionvery weakly similar to (88.6)AT4G34320| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G34330.1); similar to Os03g0199100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001049283.1); similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:AAL58139.1); contains InterPro domain Protein of unknown function DUF677; (InterPro:IPR007749) | chr4:16422440-16423828 FORWARDDUF677"	not assigned.unknown	35_2

CUST_28375_PI403524517	2	0.16045237	0.33419657	-0.0679307	-0.30701017	0.06793022	-0.8002491	35_8202	"Cluster: Glycosyl transferase, group 1 family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Glycosyl transferase, group 1 family protein,"	UniRef90_Q2QN13	CHR2V7|COORD:16792310..16794335| glycosyl transferase family 1 protein	AT2G40190.1	CHR12V5|COORD:24174729..24171221|protein alpha-1,2-mannosyltransferase alg11, putative, expressed	LOC_Os12g39340.1	no descriptionmoderately similar to ( 416)AT2G40190| Symbols:  | glycosyl transferase family 1 protein | chr2:16792310-16794335 FORWARDnot assigned not assigned	not assigned.no ontology	35_1

CUST_3131_PI399408534	2	0.10435295	-0.22399712	0.06278515	-0.054727554	0.04043007	-0.04043007	35_28477	"Cluster: OSJNBa0094O15.14 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0094O15.14 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XXI8	CHR2V7|COORD:12169257..12172838| zinc finger (CCCH-type) family protein	AT2G28450.1	CHR04V5|COORD:311821..319806|protein nucleic acid binding protein, putative, expressed	LOC_Os04g01480.1	no descriptionmoderately similar to ( 265)AT2G28450| Symbols:  | zinc finger (CCCH-type) family protein | chr2:12169257-12172838 REVERSEnot assigned TrmA rumB HemK	RNA.regulation of transcription.unclassified	27_3_99

CUST_37600_PI403524517	2	0.16123629	-8.3208084E-4	-0.08118582	8.325577E-4	-0.014215946	0.070923805	35_10828	"Cluster: Nucleoporin family protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Nucleoporin family protein, putative, expressed - Ory"	UniRef90_Q10R44	CHR1V7|COORD:30329111..30333381| PRE (PRECOZ, SUPPRESSOR OF AUXIN RESISTANCE3)	AT1G80680.1	CHR03V5|COORD:3838496..3843836|protein PRE, putative, expressed	LOC_Os03g07580.1	 no descriptionweakly similar to ( 189)AT1G80680| Symbols: MOS3, SAR3, PRE | PRE (PRECOZ, SUPPRESSOR OF AUXIN RESISTANCE3) | chr1:30329111-30333381 FORWARD	protein.targeting.nucleus	29_3_1

CUST_32873_PI403524517	2	0.32479382	0.18905067	-0.18905115	-0.29086113	-0.69088554	0.30722523	35_9475	Rep: Target of rapamycin - Zea mays (Maize)	UniRef90_Q5EFI5	CHR1V7|COORD:18526294..18543287| TOR (TARGET OF RAPAMYCIN)	AT1G50030.1	CHR05V5|COORD:8256273..8270285|protein phosphatidylinositol 3-kinase tor2, putative, expressed	LOC_Os05g14550.1	no descriptionmoderately similar to ( 387)AT1G50030| Symbols: TOR | TOR (TARGET OF RAPAMYCIN) | chr1:18526294-18543287 REVERSEvery weakly similar to (57.8)ATR_ORYSAnot assigned not assigned FAT TEL1	development.multitarget.target of rapamycin	33_30_1

CUST_52723_PI403524517	2	-1.2198067	-0.5957198	0.80874395	1.520927	0.5957198	-1.1560059	35_15018	"Cluster: Nonspecific lipid-transfer protein 2, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Nonspecific lipid-transfer protein 2, putat"	UniRef90_Q7G2B5	CHR5V7|COORD:15244947..15245258| protease inhibitor/seed storage/lipid transfer protein (LTP) family protein	AT5G38170.1	CHR10V5|COORD:19005999..19005414|protein nonspecific lipid-transfer protein precursor, putative, expressed	LOC_Os10g36170.1	no descriptionvery weakly similar to (76.6)AT5G38170| Symbols:  | protease inhibitor/seed storage/lipid transfer protein (LTP) family protein | chr5:15244947-15245258 FORWARDvery weakly similar to (94.4)NLTPX_ORYSAnsLTP2	misc.protease inhibitor/seed storage/lipid transfer protein (LTP) family protein	26_21

CUST_111190_PI403524517	2	0.13541937	1.0028434	0.3264141	-0.13541937	-0.18214083	-0.2244935	35_31575	"Cluster: Os06g0549300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0549300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DBM9	CHR5V7|COORD:17899556..17902133| FAD-binding domain-containing protein	AT5G44390.1	CHR06V5|COORD:20785144..20783370|protein reticuline oxidase precursor, putative, expressed	LOC_Os06g35630.1	no descriptionvery weakly similar to (73.2)AT5G44390| Symbols:  | FAD-binding domain-containing protein | chr5:17899556-17902133 REVERSE	misc.nitrilases, *nitrile lyases, berberine bridge enzymes, reticuline oxidases, troponine reductases	26_8

CUST_160058_PI403524517	2	-0.048526764	-0.40326118	0.01393795	0.047843933	0.009541512	-0.009541512	35_44668	"Cluster: Os07g0656400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0656400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D406	"CHR3V7|COORD:21263582..21266092| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G41770.1); similar to hypothetical protein [Oryza sativa (japonica"	AT3G57420.1	CHR07V5|COORD:27619087..27621961|protein expressed protein	LOC_Os07g46300.1	no description	not assigned.unknown	35_2

CUST_11081_PI404877155	2	0.043314934	-0.5404129	0.06884098	-0.06133747	-0.003709793	0.003709793	Contig4805_at	putative phospholipase [Oryza sativa] gb|AAK82449.1| putative phospholipase [Oryza sativa] gb|AAL79754.1| putative phospholipase [Oryza sati	NP_910018.1	phosphoesterase family protein	At1g07230.1	protein putative phospholipase	Os03g61130	putative phospholipase	lipid metabolism.lipid degradation.lysophospholipases	11_9_3

CUST_19762_PI399408534	2	0.024014473	0.12178898	-0.02401352	-0.24740219	0.024315834	-0.118481636	35_22588	"Cluster: Hypothetical protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53KK6	"CHR1V7|COORD:7620145..7623967| ATSWI3C (Arabidopsis thaliana switching protein 3C); DNA binding"	AT1G21700.1	CHR11V5|COORD:4216741..4225375|protein SWIRM domain containing protein, expressed	LOC_Os11g08080.2	" no descriptionmoderately similar to ( 236)AT1G21700| Symbols: CHB4, ATSWI3C | ATSWI3C (Arabidopsis thaliana switching protein 3C); DNA binding | chr1:7620145-7623967 REVERSEnot assigned not assigned RSC8 Myb_DNA-binding SANT SANT "	RNA.regulation of transcription.Chromatin Remodeling Factors	27_3_44

CUST_97653_PI403524517	2	0.2251339	0.14647293	-0.1295042	-0.024558067	-0.02730465	0.024558067	35_27885	Rep: H0211B05.7 protein - Oryza sativa (Rice)	UniRef90_Q01JA5	"CHR3V7|COORD:22290842..22291608| UCC3 (UCLACYANIN 3); copper ion binding"	AT3G60280.1	CHR02V5|COORD:27177053..27180836|protein expressed protein	LOC_Os02g44880.1	no descriptionnot assigned TT_ORF1	not assigned.unknown	35_2

CUST_148875_PI403524517	2	0.051187992	0.32265043	-0.207757	0.70178175	-0.40726423	-0.051187992	35_41646	"Cluster: Fip1 motif family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Fip1 motif family protein, expressed - Oryza sativa (japonica"	UniRef90_Q10MH2	"CHR1V7|COORD:5675918..5678679| SR45 (arginine/serine-rich 45); RNA binding"	AT1G16610.2	CHR03V5|COORD:10985302..10977833|protein fip1 motif family protein, expressed	LOC_Os03g19570.1	no descriptionTT_ORF1	not assigned.unknown	35_2

CUST_42926_PI403524517	2	0.025293827	0.06676388	-0.016309261	0.016309738	-0.4674101	-0.075455666	35_12325	"Cluster: Hypothetical protein OSJNBa0054F02.18-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0054F02.18-1 - Oryza sativa (japon"	UniRef90_Q67J15	CHR5V7|COORD:19809834..19811572| ICK6 (KIP-RELATED PROTEIN 3)	AT5G48820.1	0	0	no description	not assigned.unknown	35_2

CUST_57263_PI403524517	2	-1.1610613	0.069144726	0.37397242	0.92938375	-0.2473836	-0.069144726	35_16330	"Cluster: Hypothetical protein OSJNBb0006H05.31; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0006H05.31 - Oryza sativa (japonica"	UniRef90_Q8RZH0	CHR2V7|COORD:9310063..9310299| similar to seed maturation protein PM41, putative [Medicago truncatula] (GB:ABE86900.1)	AT2G21820.1	CHR01V5|COORD:26859415..26858454|protein seed maturation protein PM41, putative, expressed	LOC_Os01g46600.1	 no descriptionvery weakly similar to (80.5)AT2G21820| Symbols:  | similar to seed maturation protein PM41, putative [Medicago truncatula] (GB:ABE86900.1) | chr2:9310063-9310299 REVERSE	not assigned.unknown	35_2

CUST_64779_PI403524517	2	0.0266819	0.24473572	-0.026680946	-0.13336945	-0.07680225	0.038131714	35_18497	"Cluster: Hypothetical protein P0469E09.24; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0469E09.24 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5NBB8	CHR1V7|COORD:28309130..28310978| glycosyl transferase family 1 protein	AT1G75420.1	CHR01V5|COORD:8888246..8882308|protein transferase, transferring glycosyl groups, putative, expressed	LOC_Os01g15780.1	no descriptionhighly similar to ( 578)AT1G75420| Symbols:  | glycosyl transferase family 1 protein | chr1:28309130-28310978 FORWARDnot assigned RfaG Glycos_transf_1	misc.UDP glucosyl and glucoronyl transferases	26_2

CUST_2436_PI404877155	2	0.007815361	0.2114172	-0.22489548	-0.007815361	-0.23686886	0.1583252	Contig12817_at	receptor-like protein kinase homolog - Arabidopsis thaliana emb|CAB62020.1| receptor-like protein kinase homolog [Arabidopsis thaliana]	T45686	protein kinase, putative	At3g46290.1	protein receptor protein kinase-like - Arabidopsis thaliana	Os05g06990	receptor protein kinase-like	signalling.receptor kinases.misc	30_2_99

CUST_131790_PI403524517	2	0.024858475	-0.06492996	-0.008310318	0.008310318	0.15455627	-0.010434151	35_37016	"Cluster: Hypothetical protein OJ1005_B11.17; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1005_B11.17 - Oryza sativa (japonica cultiv"	UniRef90_Q6L528	"CHR1V7|COORD:9155121..9156023| similar to Os05g0512500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001056022.1); contains InterPro domain CT20;"	AT1G26470.1	CHR05V5|COORD:25312848..25309658|protein expressed protein	LOC_Os05g43680.1	"no descriptionweakly similar to ( 144)AT1G26470| Symbols:  | similar to Os05g0512500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001056022.1); contains InterPro domain CT20; (InterPro:IPR012423) | chr1:9155121-9156023 FORWARDCT20"	not assigned.unknown	35_2

CUST_4607_PI404877155	2	-0.09420776	-0.05320835	0.053209305	0.3222685	0.45973015	-0.46095848	Contig15718_at	putative lipid acyl hydrolase [Oryza sativa] gb|AAK72885.1| putative lipid acyl hydrolase [Oryza sativa]	NP_909908.1	patatin family protein	At2g39220.1	protein Patatin-like phospholipase, putative	Os06g46350	NONE	development.storage proteins	33_1

CUST_50613_PI403524517	2	0.026900291	-0.6218777	-0.22635269	0.003750801	-0.0037498474	0.012160301	35_14446	Rep: Enolase 1 - Zea mays (Maize)	UniRef90_P26301	"CHR2V7|COORD:15328160..15330865| LOS2 (Low expression of osmotically responsive genes 1); phosphopyruvate hydratase"	AT2G36530.1	CHR06V5|COORD:1935381..1930302|protein enolase 1, putative, expressed	LOC_Os06g04510.1	no descriptionvery weakly similar to (55.1)ENO1_MAIZEEnolase 1 - Zea mays (Maize)enolase Enolase_C	glycolysis.enolase	4_12

CUST_157416_PI403524517	2	-0.16670704	0.17730618	-0.29122448	0.24813652	0.09260273	-0.09260225	35_43957	"Cluster: Hypothetical protein OSJNBa0030I14.15; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0030I14.15 - Oryza sativa (japonica"	UniRef90_Q5TKF1	"CHR5V7|COORD:3733816..3735016| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G19990.1); similar to unknown protein [Oryza sativa (japonica"	AT5G11600.1	CHR05V5|COORD:29611376..29609473|protein expressed protein	LOC_Os05g51754.1	"no descriptionweakly similar to ( 115)AT5G11600| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G19990.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAV59389.1) | chr5:3733816-3735016 REVERSEnot assigned"	not assigned.unknown	35_2

CUST_27681_PI403524517	2	0.026482582	0.031104088	-0.026483536	0.037586212	-0.17110634	-0.09185219	35_8006	0	0	CHR1V7|COORD:27921098..27923648| mitochondrial substrate carrier family protein	AT1G74240.1	CHR05V5|COORD:256088..245860|protein methionine S-methyltransferase, putative, expressed	LOC_Os05g01470.3	no description	not assigned.unknown	35_2

CUST_14894_PI403524517	2	-0.10575676	0.5807953	-0.021314621	0.11279678	-0.25218773	0.021315575	35_4293	Rep: SNAP-34 - Hordeum vulgare var. distichum (Two-rowed barley)	UniRef90_Q6X9T4	"CHR5V7|COORD:24641253..24642592| SNAP33 (synaptosomal-associated protein 33); t-SNARE"	AT5G61210.1	CHR02V5|COORD:13946014..13943553|protein SNAP25 homologous protein SNAP30, putative, expressed	LOC_Os02g24080.5	" no descriptionweakly similar to ( 181)AT5G61210| Symbols: ATSNAP33, SNP33, ATSNAP33B, SNAP33 | SNAP33 (synaptosomal-associated protein 33); t-SNARE | chr5:24641253-24642592 FORWARDnot assigned SNARE t_SNARE "	cell. vesicle transport	31_4

CUST_14750_PI404877155	2	-0.35266685	-0.65988827	0.22094822	0.57673645	-0.011971474	0.011972427	Contig8572_s_at	OSJNBa0018M05.2 [Oryza sativa (japonica cultivar-group)] emb|CAE54553.1| OSJNBb0004A17.13 [Oryza sativa (japonica cultivar-group)]	CAE03227.1	two-component responsive regulator / response regulator 6 (ARR6)	At5g62920.1	protein Similar to response regulator 2	Os04g57720	two-component responsive regulator / response regulator 6 (ARR6), identical to response regulator 6 (Arabidopsis thaliana) GI:3953601	RNA.regulation of transcription.ARR	27_3_05

CUST_19326_PI404877155	2	0.19620514	-0.5077715	0.02464056	-0.024641037	0.060254097	-0.1608963	rbaal3p13_at	Similar to 1-aminocyclopropane-1-carboxylate synthase (U35779) [Oryza sativa (japonica cultivar-group)]	BAA84790.1	1-aminocyclopropane-1- carboxylate synthase, putative / ACC synthase, putative	At5g51690.1	protein aminotransferase, classes I and II, putative	Os06g03990	NONE	hormone metabolism.ethylene.synthesis-degradation	17_5_1

CUST_146784_PI403524517	2	0.20431519	-0.124937534	0.099134445	-0.05969	-0.3103838	0.05968952	35_41084	"Cluster: SAP domain containing protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: SAP domain containing protein, expressed - Oryza sativa (jap"	UniRef90_Q2QX71		0	CHR12V5|COORD:3412835..3401730|protein SAP domain containing protein, expressed	LOC_Os12g06980.1	no description	not assigned.unknown	35_2

CUST_8852_PI399408534	2	0.2872777	0.13206863	-0.01297617	-0.26611805	-0.5712404	0.012975693	35_26082	"Cluster: Expressed protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2RBQ6	CHR3V7|COORD:16759736..16764175| RNA recognition motif (RRM)-containing protein	AT3G45630.1	CHR12V5|COORD:104920..111633|protein RNA recognition motif family protein, expressed	LOC_Os12g01190.3	no descriptionvery weakly similar to (65.5)AT5G60170| Symbols:  | RNA binding | chr5:24245404-24249620 FORWARDMOT2	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_138667_PI403524517	2	0.010094643	-0.010094643	0.051081657	-0.19872427	0.14655495	-0.14316702	35_38893	"Cluster: Os09g0570300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os09g0570300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IZG6	CHR4V7|COORD:12226298..12228572| short-chain dehydrogenase/reductase (SDR) family protein	AT4G23420.1	CHR09V5|COORD:22762384..22766487|protein retinol dehydrogenase 14, putative, expressed	LOC_Os09g39670.1	no descriptionweakly similar to ( 103)AT4G23420| Symbols:  | short-chain dehydrogenase/reductase (SDR) family protein | chr4:12226298-12228572 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK06196 PRK06197 PRK05854 PRK07453 DltE COG4221 fabG FabG PRK07825 PRK12939 adh_short PRK06125 PRK12826 PRK06949 PRK08324 PRK06181 PRK05855 PRK07454 PRK06179 PRK05866 PRK06138 fabG PRK06841 PRK07063 PRK09072 PRK06914 PRK07479 PRK07201 PRK07062 fabG fabG PRK07035 PRK07806 PRK06124 PRK12829 fabG PRK08220 PRK05872 PRK07774 PRK09242 PRK07067 PRK07024 PRK08251 PRK12429 PRK08213 PRK07478 PRK07109 PRK07060 PRK07523 PRK06500 PRK07326 PRK06484 PRK06182 PRK08265 PRK12937 PRK06346 DltE PRK07832 PRK12323 KR fabG PRK07074 PRK09135 PRK08589 PRK06194 PRK07677 PRK12828 PRK08264 PRK06123 PRK09291 PRK08267 PRK07069 PRK06935 PRK08277 PRK12745 PRK08219 PRK12827 benD PRK07023 PRK07764 PRK06139 PRK08945	misc.short chain dehydrogenase/reductase (SDR)	26_22

CUST_104082_PI403524517	2	-0.018981934	0.05734539	-0.14456177	0.018981934	-0.051119804	0.034095764	35_29667	"Cluster: Os07g0664000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os07g0664000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D3V4	CHR3V7|COORD:9844876..9846136| short-chain dehydrogenase/reductase (SDR) family protein	AT3G26760.1	CHR07V5|COORD:28000893..28002718|protein sex determination protein tasselseed-2, putative, expressed	LOC_Os07g46846.1	no descriptionvery weakly similar to (73.6)AT3G26760| Symbols:  | short-chain dehydrogenase/reductase (SDR) family protein | chr3:9844876-9846136 FORWARDvery weakly similar to (58.5)TS2_MAIZESex determination protein tasselseed-2 - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned PRK08324 PRK06057 PRK07067 fabG PRK07479 PRK07063 PRK06138 PRK07825 PRK08265 PRK12429 PRK12826 COG4221 PRK06172 PRK06194 PRK06841 fabG FabG PRK05876 fabG PRK05872 PRK06346 PRK06720 PRK07774 fabG fabG PRK12829 PRK05855 PRK07478 PRK12939 fabG PRK06198 PRK06113 PRK06500 PRK08277 benD PRK05650	misc.short chain dehydrogenase/reductase (SDR)	26_22

CUST_20216_PI403524517	2	0.012901306	0.5488987	-0.0129003525	-0.1425705	-0.10571575	0.05296135	35_5859	"Cluster: Hypothetical protein OJ1384D03.9; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1384D03.9 - Oryza sativa (japonica cultivar-g"	UniRef90_Q8H7Q2	CHR5V7|COORD:858953..862237| zinc finger (C3HC4-type RING finger) family protein	AT5G03450.1	CHR03V5|COORD:466834..470785|protein transposon protein, putative, unclassified	LOC_Os03g01790.1	no descriptionvery weakly similar to (67.8)AT5G03450| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr5:858953-862237 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Tymo_45kd_70kd RING	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_71433_PI403524517	2	0.11094475	0.07206726	-0.051197052	-0.09637451	-0.034939766	0.034939766	35_20466	"Cluster: Pyridoxine 5'-phosphate oxidase, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Pyridoxine 5'-phosphate oxidase, putative, expre"	UniRef90_Q10SP1	CHR2V7|COORD:19136481..19137585| pyridoxine 5'-phosphate oxidase-related	AT2G46580.1	CHR03V5|COORD:857183..859852|protein expressed protein	LOC_Os03g02450.2	no descriptionmoderately similar to ( 224)AT2G46580| Symbols:  | pyridoxine 5'-phosphate oxidase-related | chr2:19136481-19137585 REVERSEnot assigned COG5135	not assigned.no ontology	35_1

CUST_44650_PI403524517	2	0.084041595	0.012296677	-0.114346504	0.010623932	-0.010622978	-0.023952484	35_12806	"Cluster: Hypothetical protein P0686C03.128; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0686C03.128 - Oryza sativa (japonica cultivar"	UniRef90_Q84Z60	0	0	CHR08V5|COORD:25464101..25460277|protein uvrB/uvrC motif family protein, expressed	LOC_Os08g40450.1	no description	not assigned.unknown	35_2

CUST_24494_PI399408534	2	0.040136337	-0.4024477	-0.008234978	0.008234978	0.10391712	-0.04143715	35_6197	"Cluster: Putative zinc-finger protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative zinc-finger protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z9R0	CHR5V7|COORD:7451646..7456171| zinc finger (ZPR1-type) family protein	AT5G22480.1	CHR08V5|COORD:23098217..23086203|protein protein binding protein, putative, expressed	LOC_Os08g36774.1	no descriptionhighly similar to ( 630)AT5G22480| Symbols:  | zinc finger (ZPR1-type) family protein | chr5:7451646-7456171 REVERSEnot assigned Zpr1 zf-ZPR1 COG1779	RNA.regulation of transcription.unclassified	27_3_99

CUST_66711_PI403524517	2	0.22701645	0.09343338	-0.05168724	-0.064115524	-0.032549858	0.032549858	35_19050	"Cluster: Putative cupin; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative cupin - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6I544	"CHR3V7|COORD:22982418..22983167| GLP10 (GERMIN-LIKE PROTEIN 10); manganese ion binding / metal ion binding / nutrient reservoir"	AT3G62020.1	CHR05V5|COORD:11446464..11447387|protein rhicadhesin receptor precursor, putative, expressed	LOC_Os05g19670.1	"no descriptionmoderately similar to ( 293)AT3G62020| Symbols: GLP10 | GLP10 (GERMIN-LIKE PROTEIN 10); manganese ion binding / metal ion binding / nutrient reservoir | chr3:22982418-22983167 REVERSEmoderately similar to ( 286)RHRE_PEARhicadhesin receptor precursor - Pisum sativum (Garden pea)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Cupin_1 Cupin_2 COG1917 PRK12323 PRK07003 PRK09169 Herpes_BLLF1 TT_ORF1"	stress.abiotic.unspecified	20_2_99

CUST_31323_PI403524517	2	-0.01590681	-0.4137602	0.13696766	0.015906334	-0.05197096	0.034936428	35_9040	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_167228_PI403524517	2	0.34513235	0.46354628	-0.004532814	0.004532814	-0.5725851	-0.39468145	35_46580	Rep: Seven transmembrane protein Mlo7 - Zea mays (Maize)	UniRef90_Q94CG8	"CHR4V7|COORD:12575018..12577527| MLO13 (MILDEW RESISTANCE LOCUS O 13); calmodulin binding"	AT4G24250.1	CHR06V5|COORD:24337115..24331456|protein mlo family protein	LOC_Os06g40790.1	" no descriptionweakly similar to ( 143)AT4G24250| Symbols: ATMLO13, MLO13 | MLO13 (MILDEW RESISTANCE LOCUS O 13); calmodulin binding | chr4:12575018-12577527 REVERSEvery weakly similar to (99.0)MLOH1_ORYSAMlo "	stress.biotic	20_1

CUST_30627_PI399408534	2	-1.4845762	-0.58902645	0.90742683	0.38673878	-0.11704731	0.11704731	35_16769	"Cluster: Os12g0632800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os12g0632800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0ILP9	CHR1V7|COORD:3252410..3255430| leucine-rich repeat transmembrane protein kinase, putative	AT1G09970.1	CHR12V5|COORD:27075419..27078938|protein receptor-like protein kinase 5 precursor, putative, expressed	LOC_Os12g43640.1	 no descriptionmoderately similar to ( 224)AT1G09970| Symbols:  | leucine-rich repeat transmembrane protein kinase, putative | chr1:3252410-3255430 FORWARDweakly similar to ( 135)NORK_PEANodulation receptor kinase precursor - Pisum sativum (Garden pea)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc Pkinase_Tyr Pkinase S_TKc TyrKc PTKc PTKc_Src_like PTKc_EGFR_like PTKc_InsR_like PTKc_Ack_like PTKc_Met_Ron SPS1 PTKc_Frk_like PTKc_Jak_rpt2 PTKc_Trk PTKc_Srm_Brk PRK12323 PTKc_TrkA PTKc_Lck_Blk PTKc_EphR PRK12678 PTKc_Jak2_Jak3_rpt2 PTKc_FGFR4 PTKc_Src PRK07003 PTKc_Fyn_Yrk PTKc_Csk_like PTKc_FGFR PTKc_TrkC PTKc_VEGFR3 PTKc_FGFR3 PTKc_HER4 PTKc_Tec_like PTKc_FGFR1 PRK07764 PTKc_Chk PTKc_FGFR2 PTKc_Ror PTKc_Jak1_rpt2 PTKc_EphR_A2 PTKc_HER2 PTKc_EGFR PTKc_VEGFR PTKc_Axl_like PTKc_TrkB PTKc_Yes PTKc_Lyn PTKc_Fes_like PTKc_EphR_A PTKc_EphR_B PTKc_Abl PTKc_InsR PTKc_VEGFR2 PTKc_Tyk2_rpt2 PTKc_c-ros PTKc_Hck PTK_HER3 PTKc_Syk_like PTK_Ryk PTKc_Itk PTKc_Musk PTKc_RET PTKc_ALK_LTK PTKc_Btk_Bmx PTKc_Axl PTKc_IGF-1R PTKc_Csk PTKc_Fes APC_basic PTKc_DDR PTKc_Tie1 PTKc_Tyro3 PTKc_Tec_Rlk PTKc_Tie2 PTKc_DDR1 Atrophin-1 PTKc_Tie PTKc_PDGFR PTKc_Fer PTKc_Zap-70 PTKc_PDGFR_alpha PTKc_Kit 	signalling.receptor kinases.leucine rich repeat XI	30_2_11

CUST_130004_PI403524517	2	0.037317753	-1.407803	1.0002232	-0.037317753	0.9759221	-0.33872318	35_36513	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_122017_PI403524517	2	0.06591511	0.5997572	-0.06637764	-0.104706764	-0.06591606	0.07199955	35_34446	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_70552_PI403524517	2	0.23167372	0.42389536	0.09548569	-0.22704887	-0.36032486	-0.09548569	35_20207	Rep: SET1 - Oryza sativa (Rice)	UniRef90_Q9AT64	"CHR5|COORD:4826546..4827983| similar to proline-rich family protein [Arabidopsis thaliana] (TAIR:At2g27380.1); similar to cell wall-plasma membrane"	AT5G14920.2	CHR11V5|COORD:22657149..22662933|protein histone-lysine N-methyltransferase, H3 lysine-9 specific SUVH1, putative, expressed	LOC_Os11g38900.1	no description	not assigned.unknown	35_2

CUST_93959_PI403524517	2	-0.10569191	-0.19783688	-0.030099392	0.030098915	0.049471855	0.03105259	35_26865	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_168853_PI403524517	2	0.49769068	0.6383004	0.12866545	-0.3525567	-0.12866545	-0.23547316	35_47024	Rep: H0525C06.8 protein - Oryza sativa (Rice)	UniRef90_Q01K76	"CHR5V7|COORD:5450811..5454259| PDE120 (PIGMENT DEFECTIVE EMBRYO); heme binding"	AT5G16620.1	CHR04V5|COORD:21705606..21699617|protein translocon Tic40, putative, expressed	LOC_Os04g35900.1	" no descriptionweakly similar to ( 113)AT5G16620| Symbols: TIC40, ATTIC40, PDE120 | PDE120 (PIGMENT DEFECTIVE EMBRYO); heme binding | chr5:5450811-5454259 FORWARDnot assigned "	protein.targeting.chloroplast	29_3_3

CUST_15572_PI404877155	2	-0.3665495	-0.01668644	0.50093794	0.016685963	0.044910908	-0.19125414	Contig942_at	seed maturation protein PM37 [Glycine max]	AAD51625.1	DNAJ heat shock protein, putative (J3)	At3g44110.1	protein putative  DnaJ like protein	Os03g57340	NONE	stress.abiotic.heat	20_2_1

CUST_148786_PI403524517	2	0.10700989	-0.45163345	0.04284668	0.35097694	-0.042846203	-0.17729092	35_41623	Rep: Os03g0784100 protein - Oryza sativa (japonica cultivar-group)	UniRef90_Q0DN03	CHR4V7|COORD:14590868..14592542| PLA IVD/PLP8 (Patatin-like protein 8)	AT4G29800.1	CHR03V5|COORD:32481511..32479750|protein patatin-like protein 3, putative, expressed	LOC_Os03g57080.1	no description	not assigned.unknown	35_2

CUST_67769_PI403524517	2	-0.035342216	0.48989964	0.14622688	-0.11260986	0.035342216	-0.050201416	35_19361	"Cluster: Os02g0114600 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os02g0114600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E4K5	CHR3V7|COORD:22714178..22715349| SKIP4 (SKP1 INTERACTING PARTNER 4)	AT3G61350.1	CHR02V5|COORD:785676..780642|protein SKIP4, putative, expressed	LOC_Os02g02350.3	no descriptionvery weakly similar to (62.4)AT3G61350| Symbols: SKIP4 | SKIP4 (SKP1 INTERACTING PARTNER 4) | chr3:22714178-22715349 FORWARDnot assigned	cell.organisation	31_1

CUST_83188_PI403524517	2	-0.4289379	-0.6408701	0.50700665	0.14771843	-0.14496708	0.14496613	35_23849	"Cluster: Hypothetical protein B1139B11.20; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1139B11.20 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5JJT2	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	CHR01V5|COORD:42407915..42411891|protein expressed protein	LOC_Os01g72560.1	"no descriptionvery weakly similar to (63.2)AT2G41200| Symbols:  | similar to conserved hypothetical protein [Medicago truncatula] (GB:ABD28332.1); contains domain EF-hand (SSF47473) | chr2:17178735-17180007 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07003 PRK07764 Atrophin-1"	not assigned.unknown	35_2

CUST_110687_PI403524517	2	-0.2641096	0.05042553	-0.05042553	0.37699604	0.51809406	-0.5447016	35_31435	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_34778_PI399408534	2	0.05389023	0.37498283	0.012254715	-0.1211319	-0.062194824	-0.012255669	35_25901	"Cluster: Os07g0481000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os07g0481000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D6G9	CHR1V7|COORD:26420561..26422880| zinc finger (MYND type) family protein	AT1G70150.1	CHR07V5|COORD:17496954..17507122|protein MYND finger family protein, expressed	LOC_Os07g29770.3	no descriptionvery weakly similar to (84.3)AT1G70150| Symbols:  | zinc finger (MYND type) family protein | chr1:26420561-26422880 FORWARD	RNA.regulation of transcription.unclassified	27_3_99

CUST_24946_PI399408534	2	0.22259808	-0.73185015	-0.22259808	1.4858227	0.80063105	-0.3228445	35_28943	"Cluster: Putative cytokinin dehydrogenase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative cytokinin dehydrogenase - Oryza sativa (japonica cultivar-g"	UniRef90_Q5JLP4	"CHR2V7|COORD:17321704..17323939| ATCKX1/CKX1 (CYTOKININ OXIDASE/DEHYDROGENASE 1); cytokinin dehydrogenase"	AT2G41510.1	CHR01V5|COORD:41627052..41629892|protein cytokinin dehydrogenase 1 precursor, putative, expressed	LOC_Os01g71310.1	" no descriptionmoderately similar to ( 276)AT2G41510| Symbols: ATCKX1, CKX1 | ATCKX1/CKX1 (CYTOKININ OXIDASE/DEHYDROGENASE 1); cytokinin dehydrogenase | chr2:17321704-17323939 FORWARDweakly similar to ( 139)CKX1_MAIZECytokinin dehydrogenase 1 precursor - Zea mays (Maize)not assigned not assigned Cytokin-bind "	hormone metabolism.cytokinin.synthesis-degradation	17_4_1

CUST_72135_PI403524517	2	-0.021388054	-0.53439236	-0.069223404	0.062921524	0.129735	0.021389008	35_20678	"Cluster: Ribosomal large subunit pseudouridine synthase C-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Ribosomal large subunit pseudouridine synthase"	UniRef90_Q69K07	CHR3V7|COORD:6740784..6743138| pseudouridine synthase family protein	AT3G19440.1	CHR09V5|COORD:436172..442033|protein RNA binding protein, putative, expressed	LOC_Os09g01620.1	no descriptionmoderately similar to ( 288)AT3G19440| Symbols:  | pseudouridine synthase family protein | chr3:6740784-6743138 FORWARDnot assigned PseudoU_synth_RluCD_like RluA PseudoU_synth_2 PseudoU_synth_ScRIB2 PseudoU_synth_TruC PRK11025 PRK10158 PRK11112 PseudoU_synth_Rsu_Rlu_like PSRA_1 rluD	protein.aa activation.pseudouridylate synthase	29_1_30

CUST_15657_PI399408534	2	-0.39657307	-3.189621	0.096710205	0.64446926	0.59706783	-0.096710205	35_29720	"Cluster: Hypothetical protein OJ1378_A04.9; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1378_A04.9 - Oryza sativa (japonica cultivar"	UniRef90_Q6I5U9	CHR4V7|COORD:6073011..6073513| GASA3 (GAST1 PROTEIN HOMOLOG 3)	AT4G09600.1	CHR05V5|COORD:21114925..21115803|protein gibberellin-regulated protein 2 precursor, putative, expressed	LOC_Os05g35690.1	no descriptionvery weakly similar to (74.7)AT4G09600| Symbols: GASA3 | GASA3 (GAST1 PROTEIN HOMOLOG 3) | chr4:6073011-6073513 REVERSEGASA	hormone metabolism.gibberelin.induced-regulated-responsive-activated	17_6_3

CUST_14729_PI403524517	2	0.0057754517	-0.0057764053	0.11291504	-0.08278942	-0.11655235	0.10630512	35_4239	"Cluster: Vacuolar sorting receptor 1, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Vacuolar sorting receptor 1, putative, expressed - O"	UniRef90_Q2QYK3	CHR3V7|COORD:19598977..19602668| ATELP1 (VACUOLAR SORTING RECEPTOR HOMOLOG)	AT3G52850.1	CHR11V5|COORD:746744..741794|protein vacuolar sorting receptor 1 precursor, putative, expressed	LOC_Os11g02464.1	 no descriptionhighly similar to ( 626)AT3G52850| Symbols: VSR1, BP-80, ATELP, VSR-1, BP80, BP80B, ATELP1 | ATELP1 (VACUOLAR SORTING RECEPTOR HOMOLOG) | chr3:19598977-19602668 FORWARDhighly similar to ( 600)VSR1_PEAVacuolar-sorting receptor 1 precursor - Pisum sativum (Garden pea)not assigned not assigned not assigned not assigned 	protein.targeting.secretory pathway.vacuole	29_3_4_3

CUST_179087_PI403524517	2	-0.17425346	0.037234306	0.0083322525	0.02182579	-0.07240105	-0.0083322525	35_49810	"Cluster: Hypothetical protein OJ1123_B01.118; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1123_B01.118 - Oryza sativa (japonica cult"	UniRef90_Q7F268	CHR5V7|COORD:16553680..16555056| potassium channel tetramerisation domain-containing protein	AT5G41330.1	CHR07V5|COORD:13382752..13384355|protein protein binding protein, putative, expressed	LOC_Os07g23720.1	no descriptionvery weakly similar to (50.8)AT5G41330| Symbols:  | potassium channel tetramerisation domain-containing protein | chr5:16553680-16555056 REVERSE	transport.potassium	34_15

CUST_17832_PI403524517	2	-0.027789116	-0.2983532	0.10914421	-0.15708637	0.39929008	0.027789116	35_5147	"Cluster: Putative response regulator 9; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative response regulator 9 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5SML5	0	0	CHR06V5|COORD:4136249..4141664|protein two-component response regulator ARR1, putative, expressed	LOC_Os06g08440.1	no description	not assigned.unknown	35_2

CUST_135758_PI403524517	2	0.35315895	0.09142971	-0.0075912476	-0.10142326	0.0075912476	-0.032115936	35_38076	"Cluster: OSJNBa0064M23.3 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0064M23.3 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7X711	CHR1V7|COORD:23700625..23702371| PRLI-interacting factor-related	AT1G63850.1	CHR04V5|COORD:29028275..29030532|protein protein binding protein, putative, expressed	LOC_Os04g49060.1	no descriptionweakly similar to ( 189)AT1G63850| Symbols:  | PRLI-interacting factor-related | chr1:23700625-23702371 FORWARD	not assigned.no ontology	35_1

CUST_90770_PI403524517	2	0.01008606	0.28416538	0.024806023	-0.08988762	-0.03833103	-0.01008606	35_25963	Rep: RNA polymerase II largest subunit - Zea mays (Maize)	UniRef90_Q71ET7	"CHR4V7|COORD:16961119..16967896| NRPB1 (RNA POLYMERASE II LARGE SUBUNIT); DNA binding / DNA-directed RNA polymerase"	AT4G35800.1	CHR05V5|COORD:2922402..2912509|protein DNA-directed RNA polymerase II largest subunit, putative, expressed	LOC_Os05g05860.1	" no descriptionmoderately similar to ( 201)AT4G35800| Symbols: RNA_POL_II_LSRNA_POL_II_LS, RNA_POL_II_LS, RPB1, NRPB1 | NRPB1 (RNA POLYMERASE II LARGE SUBUNIT); DNA binding / DNA-directed RNA polymerase | chr4:16961119-16967896 REVERSEnot assigned not assigned not assigned PRK08566 RNA_pol_Rpb1_4 RpoC RNA_pol_Rpb1_5 "	RNA.transcription	27_2

CUST_35823_PI403524517	2	-0.055407524	-0.1747036	-0.0895071	0.05540657	0.11580086	0.1194067	35_10329	Rep: Golgin-84 - Oryza sativa (Rice)	UniRef90_Q5JLY8	"CHR2V7|COORD:8623422..8628300| Identical to Golgin-84 [Arabidopsis Thaliana] (GB:Q8S8N9;GB:Q6NMI2); similar to unknown protein [Arabidopsis thaliana]"	AT2G19950.1	CHR01V5|COORD:31459579..31447554|protein expressed protein	LOC_Os01g54119.1	"no descriptionvery weakly similar to (60.5)AT2G19950| Symbols:  | Identical to Golgin-84 [Arabidopsis Thaliana] (GB:Q8S8N9;GB:Q6NMI2); similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G18190.1); similar to Gol (GB:Q6GNT7); similar to Os01g0744400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001044225.1); contains domain SUBFAMILY NOT NAMED (PTHR13815:SF1); contains domain FAMILY NOT NAMED (PTHR13815) | chr2:8623422-8628300 REVERSEvery weakly similar to (86.3)GOGA5_ORYSA"	not assigned.unknown	35_2

CUST_72844_PI403524517	2	0.0016145706	-0.24903965	-0.14315224	0.04860115	-0.0016155243	0.013525009	35_20884	"Cluster: Os11g0544800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os11g0544800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IS96	"CHR1V7|COORD:17943853..17946208| GATB (GLU-ADT SUBUNIT B); glutamyl-tRNA(Gln) amidotransferase"	AT1G48520.1	CHR11V5|COORD:19533404..19528646|protein aspartyl/glutamyl-tRNA amidotransferase subunit B, putative, expressed	LOC_Os11g34210.2	"no descriptionmoderately similar to ( 376)AT1G48520| Symbols: GATB | GATB (GLU-ADT SUBUNIT B); glutamyl-tRNA(Gln) amidotransferase | chr1:17943853-17946208 FORWARDnot assigned gatB GatB GatB_Yqey PRK04028 GatE GatB"	tetrapyrrole synthesis.glu-tRNA synthetase	19_1

CUST_172246_PI403524517	2	-0.018550396	0.018550396	-0.23820877	-0.14209747	0.52906847	0.2317605	35_47979	"Cluster: Os01g0935600 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0935600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JG93	"CHR4V7|COORD:1408296..1412566| similar to PREDICTED: similar to sperm protein SSP411 [Tribolium castaneum] (GB:XP_973977.1); similar to cold-induced thioredoxin"	AT4G03200.1	CHR01V5|COORD:41397603..41393432|protein sperm protein SSP411, putative, expressed	LOC_Os01g70950.2	"no descriptionweakly similar to ( 112)AT4G03200| Symbols:  | similar to PREDICTED: similar to sperm protein SSP411 [Tribolium castaneum] (GB:XP_973977.1); similar to cold-induced thioredoxin domain-containing protein [Ammopiptanthus mongolicus] (GB:ABI97349.1); contains InterPro domain Six-hairpin glycosidase; (InterPro:IPR008928); contains InterPro domain Thioredoxin-like fold; (InterPro:IPR012336); contains InterPro domain Protein of unknown function DUF255; (InterPro:IPR004879); contains InterPro domain Thioredoxin fold; (InterPro:IPR012335); contains InterPro domain N-acylglucosamine 2-epimerase-type; (InterPro:IPR013330) | chr4:1408296-1412566 FORWARDnot assigned"	not assigned.unknown	35_2

CUST_182245_PI403524517	2	0.23028374	-0.14994478	0.10383272	0.022539616	-0.022539139	-0.1648984	35_50666	0	0	CHR4V7|COORD:5301959..5303311| proline-rich extensin-like family protein	AT4G08370.1	0	0	no description	not assigned.unknown	35_2

CUST_11670_PI399408534	2	-0.47177315	0.31841087	0.20326996	0.053411484	-0.053412437	-0.17236519	35_16195	"Cluster: DNA-binding protein RAV1-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: DNA-binding protein RAV1-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8RZX9	"CHR1V7|COORD:25884105..25885163| RAV2 (REGULATOR OF THE ATPASE OF THE VACUOLAR MEMBRANE); DNA binding / transcription factor"	AT1G68840.1	CHR01V5|COORD:28947965..28946331|protein DNA-binding protein RAV1, putative, expressed	LOC_Os01g49830.1	" no descriptionvery weakly similar to (54.3)AT1G68840| Symbols: RAP2.8, RAV2 | RAV2 (REGULATOR OF THE ATPASE OF THE VACUOLAR MEMBRANE); DNA binding / transcription factor | chr1:25884105-25885163 FORWARD"	RNA.regulation of transcription.AP2/EREBP, APETALA2/Ethylene-responsive element binding protein family	27_3_3

CUST_10141_PI399408534	2	-0.11332989	-0.5771322	0.03422165	0.22302723	-0.03422165	0.08382225	35_15787	Rep: Superal1 - Zea mays (Maize)	UniRef90_Q84LS4	CHR1V7|COORD:27477599..27478509| SNF7 family protein	AT1G73030.1	CHR06V5|COORD:26214503..26217669|protein charged multivesicular body protein 1b, putative, expressed	LOC_Os06g43590.3	no descriptionmoderately similar to ( 280)AT1G73030| Symbols:  | SNF7 family protein | chr1:27477599-27478509 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Snf7 VPS24 HPC2 DUF566 Tymo_45kd_70kd PRK07003 KAR9 Herpes_BLLF1 PRK12323 Atrophin-1 PRK12678 APC_basic PRK07764 PRK05648	RNA.regulation of transcription.SNF7	27_3_71

CUST_169587_PI403524517	2	0.1607194	0.44512367	-0.011606216	-0.17381573	0.011606216	-0.11844635	35_47235	"Cluster: Putative gamma-tubulin complex component 4; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative gamma-tubulin complex component 4 - Oryza sativa"	UniRef90_Q60F24	CHR3V7|COORD:19929160..19933242| tubulin family protein	AT3G53760.1	CHR05V5|COORD:3166234..3159584|protein gamma-tubulin complex component 4, putative, expressed	LOC_Os05g06260.1	no descriptionmoderately similar to ( 210)AT3G53760| Symbols:  | tubulin family protein | chr3:19929160-19933242 REVERSEweakly similar to ( 197)GCP4_MEDTRGamma-tubulin complex component 4 homolog - Medicago truncatula (Barrel medic)not assigned Spc97_Spc98	cell.organisation	31_1

CUST_51936_PI403524517	2	-0.06453991	-2.5056734	0.6543617	0.06453991	0.14392948	-0.5066099	35_14803	"Cluster: Phosphoethanolamine methyltransferase; n=1; Triticum aestivum|Rep: Phosphoethanolamine methyltransferase - Triticum aestivum (Wheat)"	UniRef90_Q8VYX1	CHR1V7|COORD:17970116..17972745| phosphoethanolamine N-methyltransferase 2, putative (NMT2)	AT1G48600.1	CHR05V5|COORD:27150431..27146135|protein phosphoethanolamine N-methyltransferase, putative, expressed	LOC_Os05g47540.2	 no descriptionhighly similar to ( 745)AT1G48600| Symbols:  | phosphoethanolamine N-methyltransferase 2, putative (NMT2) | chr1:17970116-17972745 FORWARDhighly similar to ( 745)PEAM2_ARATHPutative phosphoethanolamine N-methyltransferase 2 - Arabidopsis thaliana (Mouse-ear cress)not assigned not assigned not assigned not assigned not assigned not assigned Cfa UbiE Methyltransf_11 PRK08317 ubiE arsM CMAS Methyltransf_12 PRK11705 SmtA Ubie_methyltran UbiG PRK05134 Tam DUF858 	lipid metabolism.Phospholipid synthesis	11_3

CUST_5039_PI404877155	2	-1.1531444	-0.44617367	0.22275162	0.20327568	-0.20327568	0.25142717	Contig1646_s_at	glutamine synthetase isoform GSr1 [Triticum aestivum]	AAR84347.1	glutamine synthetase, putative	At5g37600.1	protein Glutamine synthetase, catalytic domain, putative	Os03g12290	gi|121332|sp|P14654|GLN1	N-metabolism.ammonia metabolism.glutamine synthase	12_2_02

CUST_37284_PI403524517	2	0.06435871	0.61866856	-0.14085102	-0.064359665	-0.11796856	0.23788929	35_10742	"Cluster: Boron transporter; n=2; Oryza sativa (japonica cultivar-group)|Rep: Boron transporter - Oryza sativa (japonica cultivar-group)"	UniRef90_Q1ZYR6	CHR1V7|COORD:28112135..28115195| anion exchange family protein	AT1G74810.1	CHR05V5|COORD:4586348..4578998|protein boron transporter-like protein 2, putative, expressed	LOC_Os05g08430.1	no descriptionweakly similar to ( 124)AT1G74810| Symbols:  | anion exchange family protein | chr1:28112135-28115195 FORWARDnot assigned	transport.unspecified anions	34_18

CUST_28927_PI403524517	2	0.05810547	0.67081547	0.27098846	-0.14759731	-0.107242584	-0.05810547	35_8361	"Cluster: PREDICTED: hypothetical protein; n=1; Strongylocentrotus purpuratus|Rep: PREDICTED: hypothetical protein - Strongylocentrotus purpuratus"	UniRef90_UPI0000E48B78	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	0	0	no description	not assigned.unknown	35_2

CUST_7575_PI404877155	2	0.085793495	-0.0062856674	0.0062847137	0.039604187	-0.21302319	-0.07831955	Contig22078_at	0	0	0	0	0	0	ATP synthase CF0 C chain	PS.lightreaction.ATP synthase	1_01_04

CUST_9613_PI403524517	2	0.006757736	-0.11663532	-0.006757736	0.012568474	-0.12397766	0.08536148	35_2710	"Cluster: Putative 3-beta hydroxysteroid dehydrogenase/isomerase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative 3-beta hydroxysteroid dehydrogenase/i"	UniRef90_Q7Y0G4	"CHR2V7|COORD:11185315..11189950| AT3BETAHSD/D2 (3BETA-HYDROXYSTEROID-DEHYDROGENASE/DECARBOXYLASE ISOFORM 2); 3-beta-hydroxy-delta5-steroid dehydrogenase/"	AT2G26260.1	CHR03V5|COORD:16526728..16532581|protein sterol-4-alpha-carboxylate 3-dehydrogenase, decarboxylating, putative, expressed	LOC_Os03g29170.1	"no descriptionhighly similar to ( 655)AT2G26260| Symbols: AT3BETAHSD/D2 | AT3BETAHSD/D2 (3BETA-HYDROXYSTEROID-DEHYDROGENASE/DECARBOXYLASE ISOFORM 2); 3-beta-hydroxy-delta5-steroid dehydrogenase | chr2:11185664-11189950 FORWARDvery weakly similar to (52.0)DFRA_HORVUDihydroflavonol-4-reductase - Hordeum vulgare (Barley)not assigned not assigned not assigned not assigned not assigned not assigned not assigned 3Beta_HSD WcaG Epimerase NAD_binding_4 GalE RfbB Reticulon COG3320 PRK07201 COG1086 RfbD Polysacc_synt_2 RmlD_sub_bind PRK10675 COG0702 PRK05865"	lipid metabolism.'exotics' (steroids, squalene etc).3-beta hydroxysteroid dehydrogenase/isomerase	11_8_4

CUST_28904_PI399408534	2	-0.5003004	-0.23460293	0.2346034	1.5854669	1.102035	-0.27286482	35_7703	"Cluster: Hypothetical protein P0530H10.12; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0530H10.12 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6L4M2	"CHR3V7|COORD:5705790..5706774| ATEBP/RAP2.3 (RELATED TO AP2 3); DNA binding / protein binding / transcription factor/ transcriptional activator"	AT3G16770.1	CHR05V5|COORD:17166001..17167279|protein ethylene responsive element binding protein 2, putative, expressed	LOC_Os05g29810.1	" no descriptionvery weakly similar to (90.1)AT3G16770| Symbols: RAP2.3, ATEBP | ATEBP/RAP2.3 (RELATED TO AP2 3); DNA binding / protein binding / transcription factor/ transcriptional activator | chr3:5705790-5706774 FORWARDvery weakly similar to (73.6)ERF1_ORYSAnot assigned AP2 AP2 AP2 "	RNA.regulation of transcription.AP2/EREBP, APETALA2/Ethylene-responsive element binding protein family	27_3_3

CUST_111994_PI403524517	2	-0.12709999	-0.25655985	0.33071327	0.115038395	0.260705	-0.115038395	35_31796	"Cluster: Pentatricopeptide (PPR) repeat-containing protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Pentatricopeptide (PPR) repeat-containing prot"	UniRef90_Q69TH1	CHR3V7|COORD:5387450..5389696| pentatricopeptide (PPR) repeat-containing protein	AT3G15930.1	CHR06V5|COORD:5922665..5920696|protein CRR4, putative, expressed	LOC_Os06g11300.1	no descriptionweakly similar to ( 142)AT3G15930| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr3:5387450-5389696 FORWARDnot assigned not assigned not assigned not assigned PRK12323 PRK07764 PRK07003	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_106736_PI403524517	2	0.036067486	-0.036067486	0.45500946	-0.41790247	0.14182663	-0.24052	35_30376	"Cluster: Putative enthoprotin; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative enthoprotin - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5JNC7	"CHR5V7|COORD:3772982..3776317| (EPSIN1); binding"	AT5G11710.1	CHR01V5|COORD:31159644..31163582|protein clathrin binding protein-like, putative, expressed	LOC_Os01g53670.3	"no descriptionvery weakly similar to (78.6)AT5G11710| Symbols:  | (EPSIN1); binding | chr5:3772982-3776317 FORWARD"	not assigned.no ontology.epsin N-terminal homology (ENTH) domain-containing protein	35_1_21

CUST_85081_PI403524517	2	0.17826462	0.42333746	0.0030136108	-0.0030140877	-0.19938326	-0.76334	35_24376	"Cluster: Zinc knuckle family protein, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Zinc knuckle family protein, putative, expressed - O"	UniRef90_Q2QNI2	"CHR5V7|COORD:20325486..20329962| EMB1441 (EMBRYO DEFECTIVE 1441); nucleic acid binding"	AT5G49930.1	CHR12V5|COORD:23131123..23123144|protein serologically defined colon cancer antigen 1, putative, expressed	LOC_Os12g37720.1	"no descriptionmoderately similar to ( 323)AT5G49930| Symbols: EMB1441 | EMB1441 (EMBRYO DEFECTIVE 1441); nucleic acid binding | chr5:20325486-20329962 REVERSEnot assigned COG1293 DUF814"	not assigned.no ontology	35_1

CUST_116351_PI403524517	2	0.013941765	-0.24804974	0.054265976	-0.013941765	-0.07831192	0.124500275	35_32988	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_73373_PI403524517	2	0.07244682	-0.042345047	0.03348446	-0.0821228	-0.033485413	0.12484741	35_21036	"Cluster: Putative adaptor-related protein complex AP-3, beta 2 subunit; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative adaptor-related protein"	UniRef90_Q5JM89	"CHR3|COORD:20577226..20582227| adaptin family protein, similar to AP-3 complex beta3A subunit, Homo sapiens, SP:O00203; contains Pfam profile: PF01602 Adaptin N"	AT3G55480.2	CHR01V5|COORD:43297188..43303751|protein AP3-complex beta-3A adaptin subunit, putative, expressed	LOC_Os01g74180.2	no descriptionweakly similar to ( 112)AT3G55480| Symbols:  | adaptin family protein | chr3:20577350-20581607 REVERSEnot assigned	cell.organisation	31_1

CUST_10153_PI404877155	2	-0.04902649	-0.38739014	0.01979351	0.12729073	0.019452095	-0.019452095	Contig3867_at	transcription factor EREBP1 [Oryza sativa]	AAF23899.1	AP2 domain-containing protein RAP2.2 (RAP2.2)	At3g14230.2	protein AP2 domain, putative	Os02g54160	transcription factor EREBP1	RNA.regulation of transcription.AP2/EREBP, APETALA2/Ethylene-responsive element binding protein family	27_3_03

CUST_182562_PI403524517	2	-0.048355103	-0.16649008	0.33899403	0.30464315	-0.009394646	0.009394646	35_50748	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_15840_PI404877155	2	0.09088516	-0.09968758	-0.19909	-0.018811226	0.018811226	0.12227821	Contig9693_at	putative ribonucleoprotein [Oryza sativa (japonica cultivar-group)] dbj|BAB90241.1| putative ribonucleoprotein [Oryza sativa (japonica culti	NP_914971.1	RNA-binding protein, putative	At4g03110.1	protein RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain), putative	Os01g71200	ovarian RNA-binding protein	RNA.RNA binding	27_4

CUST_130243_PI403524517	2	0.11122942	0.6290512	0.040983677	-0.15309906	-0.10969591	-0.040984154	35_36577	Rep: OSIGBa0101A01.3 protein - Oryza sativa (Rice)	UniRef90_Q01LW8	CHR3V7|COORD:3216507..3219032| glycerol-3-phosphate dehydrogenase, putative	AT3G10370.1	CHR04V5|COORD:8294097..8287065|protein glycerol-3-phosphate dehydrogenase, mitochondrial precursor, putative, expressed	LOC_Os04g14790.1	 no descriptionweakly similar to ( 170)AT3G10370| Symbols:  | glycerol-3-phosphate dehydrogenase, putative | chr3:3216507-3219032 FORWARDnot assigned GlpA glpD DAO glpA DadA 	lipid metabolism.glyceral metabolism.FAD-dependent glycerol-3-phosphate dehydrogenase	11_5_3

CUST_91618_PI403524517	2	0.10733795	-0.22318077	-0.26968575	0.14255333	0.09256935	-0.09256935	35_26194	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_53049_PI403524517	2	0.1428709	-0.37008142	-0.0143117905	0.09136486	-0.08232546	0.014311314	35_15103	"Cluster: ATP synthase subunit gamma, chloroplast precursor (EC 3.6.3.14) [Contains: Inceptin]; n=2; Poaceae|Rep: ATP synthase subunit gamma, chloroplast precurs"	UniRef90_P0C1M0	CHR4V7|COORD:2350759..2351880| ATPC1 (ATP synthase gamma chain 1)	AT4G04640.1	CHR07V5|COORD:19655909..19654297|protein ATP synthase gamma chain, chloroplast precursor, putative, expressed	LOC_Os07g32880.1	 no descriptionmoderately similar to ( 454)AT4G04640| Symbols: ATPC1 | ATPC1 (ATP synthase gamma chain 1) | chr4:2350759-2351880 REVERSEhighly similar to ( 537)ATPG_MAIZEATP synthase subunit gamma, chloroplast precursor - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned ATP-synt PRK05621 AtpG Atrophin-1 HPC2 PRK07003 Herpes_BLLF1 DUF566 AF-4 PRK12323 PRK07764 KAR9 APC_basic Tymo_45kd_70kd Drf_FH1 PRK05648 Pneumo_att_G GAT1 PRK08770 PRK08853 Hamartin 	PS.lightreaction.ATP synthase	1_1_4

CUST_272_PI399407379	2	0.0019130707	0.43206024	0.014135361	-0.17414188	-0.052001953	-0.0019130707	HvIPT1									

CUST_99498_PI403524517	2	-0.06882191	0.18831396	0.12496376	-0.10306215	0.06882191	-0.6377659	35_28401	0	0		0	CHR03V5|COORD:35829135..35833105|protein histone-like transcription factor and archaeal histone family protein, expressed	LOC_Os03g63530.2	no description	not assigned.unknown	35_2

CUST_103923_PI403524517	2	-0.07961178	-0.7339301	-0.14489794	0.34451008	0.34699726	0.07961178	35_29625	"Cluster: Pseudorabies virus ORF1, ORF2, and ORF3; n=4; Suid herpesvirus 1|Rep: Pseudorabies virus ORF1, ORF2, and ORF3 - Suid herpesvirus 1 (Pseudorabies virus)"	UniRef90_Q69340	CHR5V7|COORD:2468240..2473658| formin homology 2 domain-containing protein / FH2 domain-containing protein	AT5G07760.1	CHR08V5|COORD:12633751..12631399|protein transposon protein, putative, CACTA, En/Spm sub-class	LOC_Os08g21140.1	no description	not assigned.unknown	35_2

CUST_93295_PI403524517	2	-0.71253204	-2.3122482	0.14256191	-0.09641743	0.66124773	0.09641743	35_26675	"Cluster: Hypothetical protein OSJNBa0029P06.20; n=2; Oryza sativa|Rep: Hypothetical protein OSJNBa0029P06.20 - Oryza sativa (Rice)"	UniRef90_Q8W343	0	0	CHR10V5|COORD:2491190..2492532|protein expressed protein	LOC_Os10g05130.1	no descriptionnot assigned not assigned not assigned Protamine_P1	not assigned.unknown	35_2

CUST_52950_PI403524517	2	0.041794777	0.007537842	-0.007537842	-0.04332447	-0.025133133	0.06668472	35_15077	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q9FRF8	CHR5V7|COORD:26370321..26370820| similar to Os03g0675700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001050887.1)	AT5G65880.1	CHR03V5|COORD:26681942..26685381|protein expressed protein	LOC_Os03g47240.1	no description	not assigned.unknown	35_2

CUST_134830_PI403524517	2	0.040298462	0.3697586	0.013723373	-0.17838097	-0.15701962	-0.013724327	35_37827	Rep: Hypothetical protein B1114B07.27-1 - Oryza sativa (japonica cultivar-group)	UniRef90_Q656Y0		0	CHR01V5|COORD:22205835..22210876|protein casein kinase I isoform delta-like, putative, expressed	LOC_Os01g38950.1	no description	not assigned.unknown	35_2

CUST_177431_PI403524517	2	0.05275917	-0.18817139	-0.028525352	-0.15110588	0.0912714	0.028524399	35_49356	"Cluster: Hypothetical protein OSJNBa0014E22.25; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0014E22.25 - Oryza sativa (japonica"	UniRef90_Q6H5V6		0	CHR02V5|COORD:25576230..25573586|protein expressed protein	LOC_Os02g42550.1	no description	not assigned.unknown	35_2

CUST_51968_PI403524517	2	-0.0023612976	0.004924774	-0.042308807	0.0023612976	-0.00671196	0.004924774	35_14812	"Cluster: 40S ribosomal protein S30; n=4; Magnoliophyta|Rep: 40S ribosomal protein S30 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_P49689	CHR5|COORD:22952639..22953207| 40S ribosomal protein S30 (RPS30C)	AT5G56670.1	CHR06V5|COORD:3655479..3656131|protein expressed protein	LOC_Os06g07580.2	no descriptionweakly similar to ( 124)AT5G56670| Symbols:  | 40S ribosomal protein S30 (RPS30C) | chr5:22952639-22953207 REVERSEnot assigned Ribosomal_S30	protein.synthesis.misc ribososomal protein	29_2_2

CUST_27687_PI403524517	2	-0.05023384	0.26745224	-0.019767761	0.019768715	0.070014	-0.2823248	35_8007	"Cluster: Hypothetical protein OJ1165_F02.106; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1165_F02.106 - Oryza sativa (japonica cult"	UniRef90_Q8H5F8	CHR4|COORD:12752587..12754106| calcineurin-like phosphoesterase family protein, contains Pfam profile: PF00149 calcineurin-like phosphoesterase	AT4G24730.1	CHR07V5|COORD:29223583..29226811|protein Ser/Thr protein phosphatase family protein, expressed	LOC_Os07g48840.3	no descriptionmoderately similar to ( 451)AT4G24730| Symbols:  | calcineurin-like phosphoesterase family protein | chr4:12752706-12753641 REVERSE	protein.postranslational modification	29_4

CUST_129503_PI403524517	2	0.30592823	-0.24013758	0.04791355	0.28062868	-0.04791403	-0.1867733	35_36379	Rep: OSJNBa0079F16.14 protein - Oryza sativa (Rice)	UniRef90_Q7XLI2		0	CHR04V5|COORD:11834597..11837179|protein retrotransposon protein, putative, unclassified	LOC_Os04g21100.1	no description	not assigned.unknown	35_2

CUST_41871_PI403524517	2	-0.0014638901	0.11857605	0.12846756	-0.041179657	0.0014629364	-0.027042389	35_12032	"Cluster: Putative zinc transporter; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative zinc transporter - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8H329	CHR2V7|COORD:1610503..1612899| cation efflux family protein	AT2G04620.1	CHR08V5|COORD:20089143..20086227|protein cation transporter/ efflux permease, putative, expressed	LOC_Os08g32650.1	no descriptionmoderately similar to ( 224)AT2G04620| Symbols:  | cation efflux family protein | chr2:1610503-1612899 REVERSEnot assigned not assigned not assigned CzcD Cation_efflux PRK03557 MMT1 Plasmodium_HRP SelP_N	transport.metal	34_12

CUST_134071_PI403524517	2	-0.1236949	0.1236949	0.41535044	0.21166945	-0.19034338	-0.21388388	35_37627	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_76729_PI403524517	2	0.11892986	0.16838741	-0.11933899	-0.012036324	-0.012421608	0.012037277	35_21996	"Cluster: Hypothetical protein OSJNBa0017K09.12; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0017K09.12 - Oryza sativa (japonica"	UniRef90_Q60EI6	0	0	CHR05V5|COORD:24649686..24646272|protein expressed protein	LOC_Os05g42280.1	no description	not assigned.unknown	35_2

CUST_22274_PI399408534	2	0.05414772	0.37096024	-0.29742718	0.012908936	-0.012909889	-0.117349625	35_4043	Rep: Os08g0159500 protein - Oryza sativa (japonica cultivar-group)	UniRef90_Q0J7V9	CHR1V7|COORD:11768023..11769571| LOL1 (LSD ONE LIKE 1)	AT1G32540.2	CHR08V5|COORD:3458497..3454366|protein LOL1, putative, expressed	LOC_Os08g06280.2	no descriptionweakly similar to ( 187)AT1G32540| Symbols: LOL1 | LOL1 (LSD ONE LIKE 1) | chr1:11768233-11769571 FORWARDzf-LSD1	RNA.regulation of transcription.unclassified	27_3_99

CUST_29359_PI399408534	2	0.061956406	-0.12578297	-0.0644865	-0.01093483	0.01093483	0.11516476	35_3318	"Cluster: Mitogen-activated protein kinase; n=1; Triticum aestivum|Rep: Mitogen-activated protein kinase - Triticum aestivum (Wheat)"	UniRef90_Q84XZ3	"CHR2V7|COORD:18145554..18147770| ATMPK6 (MAP KINASE 6); MAP kinase/ kinase"	AT2G43790.1	CHR06V5|COORD:2812005..2805544|protein OsMPK6 - putative MAPK based on amino acid sequence homology, expressed	LOC_Os06g06090.1	" no descriptionhighly similar to ( 627)AT2G43790| Symbols: MPK6, ATMPK6 | ATMPK6 (MAP KINASE 6); MAP kinase/ kinase | chr2:18145554-18147770 FORWARDhighly similar to ( 680)MPK1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase SPS1 TyrKc Pkinase_Tyr PTKc PTKc_Srm_Brk PTKc_Jak_rpt2 PTKc_EphR PTKc_Jak2_Jak3_rpt2 PTKc_Trk PTKc_Src_like PTKc_Jak1_rpt2 PTKc_PDGFR PTKc_Tyk2_rpt2 PTKc_FAK PTKc_DDR PTKc_Csk_like PTKc_FGFR PTKc_EphR_A2 PTK_Ryk PTKc_EphR_B PTKc_Met_Ron PTKc_EphR_A PTKc_Tyro3 PTKc_Syk_like PTKc_InsR_like PTKc_Fes_like PTKc_PDGFR_beta PTKc_Chk PTKc_Hck PTKc_Syk PTKc_PDGFR_alpha PTKc_Fer PTKc_Kit PTKc_EGFR_like PTKc_Tec_like PTK_CCK4 PTKc_Ror PTKc_Ack_like PTKc_Src PTKc_Frk_like PTKc_FGFR2 PTKc_FGFR4 PTKc_Axl PTKc_Lck_Blk PTKc_FGFR3 PTKc_Itk PTKc_DDR2 PTKc_TrkB PTKc_Lyn PTKc_DDR_like PTKc_VEGFR2 PTKc_Tec_Rlk PTKc_Fes PTKc_FGFR1 PTKc_CSF-1R PTKc_Musk PTKc_VEGFR3 PTKc_VEGFR PTKc_TrkC PTKc_Abl PTKc_Fyn_Yrk PTKc_Axl_like PTKc_Csk PTKc_c-ros PTKc_Yes PTKc_Aatyk1_Aatyk3 PTKc_RET PTKc_Btk_Bmx PTKc_TrkA PTKc_DDR1 PTKc_Aatyk PTKc_HER2 PTKc_Tie2 PTKc_EGFR PTKc_IGF-1R PTKc_Ror1 PTKc_Zap-70 PTK_HER3 PTKc_Tie1 PTKc_EphR_A10 PTKc_Ror2 PTKc_InsR PTKc_Aatyk2 PTKc_Tie PTKc_ALK_LTK "	signalling.MAP kinases	30_6

CUST_150414_PI403524517	2	0.1622343	-1.6892257	-0.4636674	0.034496307	-0.023319721	0.023320198	35_42078	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_73294_PI403524517	2	0.02030468	0.2871294	-0.020303726	-0.042943954	-0.038211823	0.11274052	35_21013	Rep: DNA repair protein - Brachypodium sylvaticum (False brome)	UniRef90_A1YKF6	CHR1V7|COORD:30240336..30242055| DNA repair protein, putative (XRCC1)	AT1G80420.2	CHR06V5|COORD:2328884..2333475|protein DNA repair protein XRCC1, putative, expressed	LOC_Os06g05190.1	 no descriptionmoderately similar to ( 290)AT1G80420| Symbols:  | DNA repair protein, putative (XRCC1) | chr1:30240336-30242055 REVERSEnot assigned BRCT 	DNA.repair	28_2

CUST_101325_PI403524517	2	0.48036528	-0.0821147	0.056625843	-0.056625366	-0.16211939	0.30874538	35_28918	"Cluster: WD-40 repeat protein-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: WD-40 repeat protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7EYE2	CHR1V7|COORD:5415081..5420354| TPL/WSIP1 (WUS-INTERACTING PROTEIN 1)	AT1G15750.3	CHR08V5|COORD:3660748..3669467|protein lissencephaly type-1-like homology motif, putative, expressed	LOC_Os08g06480.1	no descriptionweakly similar to ( 157)AT1G80490| Symbols: TPR1 | TPR1 (TOPLESS-RELATED 1) | chr1:30265986-30271338 REVERSE	not assigned.no ontology	35_1

CUST_66142_PI403524517	2	-0.31083298	0.043745995	0.10078049	0.047585487	-0.05114174	-0.043745995	35_18890	"Cluster: Os01g0583100 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0583100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JLP9	"CHR1V7|COORD:6034910..6036932| HAB2 (Homology to ABI2); protein phosphatase type 2C"	AT1G17550.1	CHR01V5|COORD:22944627..22950974|protein protein phosphatase 2C ABI2, putative, expressed	LOC_Os01g40094.1	"no descriptionmoderately similar to ( 424)AT1G17550| Symbols: HAB2 | HAB2 (Homology to ABI2); protein phosphatase type 2C | chr1:6034910-6036932 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned PP2Cc PP2Cc PP2C PTC1"	protein.postranslational modification	29_4

CUST_102716_PI403524517	2	-0.10394621	0.044542313	0.2853508	0.30716848	-0.044542313	-0.32735014	35_29296	"Cluster: Putative L-ascorbate oxidase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative L-ascorbate oxidase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q75J71	"CHR3V7|COORD:4351408..4353296| SKS11 (SKU5 Similar 11); copper ion binding / oxidoreductase"	AT3G13390.1	CHR05V5|COORD:23802929..23800208|protein pollen-specific protein NTP303 precursor, putative, expressed	LOC_Os05g40740.4	"no descriptionmoderately similar to ( 241)AT3G13390| Symbols: SKS11 | SKS11 (SKU5 Similar 11); copper ion binding / oxidoreductase | chr3:4351408-4353296 REVERSEmoderately similar to ( 242)ASO_BRANAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Cu-oxidase_3 PRK07003 Herpes_BLLF1 PRK12323 DUF566 Cu-oxidase HPC2 Pneumo_att_G Atrophin-1 AF-4"	not assigned.no ontology	35_1

CUST_159514_PI403524517	2	-0.05915737	0.059156895	0.08243704	0.7038107	-0.20787	-0.87563086	35_44521	"Cluster: Putative inositol 1,3,4-trisphosphate 5/6-kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative inositol 1,3,4-trisphosphate 5/6-kinase - O"	UniRef90_Q75GI4	CHR4V7|COORD:5163704..5166997| inositol 1,3,4-trisphosphate 5/6-kinase family protein	AT4G08170.2	CHR03V5|COORD:29486532..29493834|protein inositol-tetrakisphosphate 1-kinase 3, putative, expressed	LOC_Os03g51610.1	no description	not assigned.unknown	35_2

CUST_9091_PI404877155	2	0.057077408	-0.1177454	0.01751995	-0.00832653	-0.0092048645	0.00832653	Contig2866_s_at	putative Aconitate hydratase [Oryza sativa (japonica cultivar-group)]	BAD05751.1	aconitate hydratase, cytoplasmic, putative / citrate hydro-lyase/aconitase, putative	At2g05710.1	protein aconitate hydratase 1	Os08g09200	cytoplasmic aconitate hydratase	TCA / org. transformation.TCA.aconitase	8_1_03

CUST_104338_PI403524517	2	0.03578186	0.07510376	-0.06435871	-0.07760048	0.05235195	-0.03578186	35_29735	Rep: Hypothetical protein - Bradyrhizobium sp. BTAi1	UniRef90_Q35LL9	CHR1V7|COORD:9039777..9042860| protein kinase	AT1G26150.1	CHR03V5|COORD:20523944..20527257|protein ATP binding protein, putative, expressed	LOC_Os03g37120.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned Atrophin-1 Tymo_45kd_70kd	not assigned.unknown	35_2

CUST_19825_PI403524517	2	0.2896185	-0.26455116	-0.06718445	0.033753395	-0.03375435	0.08188057	35_5751	"Cluster: Os02g0573300 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0573300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E073	CHR5V7|COORD:25982349..25984533| nucleotide-sugar transporter family protein	AT5G65000.1	CHR02V5|COORD:21980700..21975112|protein nucleotide-sugar transporter/ sugar porter, putative, expressed	LOC_Os02g36390.1	no descriptionweakly similar to ( 179)AT5G65000| Symbols:  | nucleotide-sugar transporter family protein | chr5:25982722-25984533 REVERSEnot assigned Nuc_sug_transp	transport.NDP-sugars at the ER	34_11

CUST_74125_PI403524517	2	0.018659592	0.1580286	-0.11060715	-0.018659592	-0.15482426	0.045272827	35_21258	"Cluster: Os02g0805500 protein; n=3; Oryza sativa|Rep: Os02g0805500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DWN3	"CHR5V7|COORD:22103359..22104812| AHL (HAL2-LIKE); 3'(2'),5'-bisphosphate nucleotidase/ inositol or phosphatidylinositol phosphatase"	AT5G54390.1	CHR02V5|COORD:34359665..34356432|protein PAP-specific phosphatase, putative, expressed	LOC_Os02g56170.1	" no descriptionweakly similar to ( 193)AT5G54390| Symbols: ATAHL, AHL | AHL (HAL2-LIKE); 3'(2'),5'-bisphosphate nucleotidase/ inositol or phosphatidylinositol phosphatase | chr5:22103359-22104812 FORWARDweakly similar to ( 106)DPNP_ORYSA3'(2'),5'-bisphosphate nucleotidase - Oryza sativa (Rice)not assigned PAP_phosphatase Inositol_P CysQ SuhB CysQ IMPase_like "	nucleotide metabolism.degradation	23_2

CUST_158063_PI403524517	2	0.38899517	0.9963145	0.09650278	-0.35880375	-0.09650278	-0.20597887	35_44132	"Cluster: LSTK-1-like kinase, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: LSTK-1-like kinase, putative, expressed - Oryza sativa (japon"	UniRef90_Q2QMH1	CHR3V7|COORD:23389557..23392337| protein kinase family protein	AT3G63280.1	CHR12V5|COORD:25488836..25484627|protein LSTK-1-like kinase, putative, expressed	LOC_Os12g41180.1	no description	not assigned.unknown	35_2

CUST_69332_PI403524517	2	-0.009908676	0.3068676	-0.14379501	0.025571823	-0.0610981	0.009908676	35_19836	"Cluster: Os05g0144100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0144100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DKT7	CHR4V7|COORD:1331704..1334472| transducin family protein / WD-40 repeat family protein	AT4G03020.1	CHR05V5|COORD:2514572..2518749|protein LEC14B protein, putative, expressed	LOC_Os05g05210.2	no descriptionhighly similar to ( 533)AT4G03020| Symbols:  | transducin family protein / WD-40 repeat family protein | chr4:1331704-1334472 REVERSEvery weakly similar to (53.1)PF20_CHLREFlagellar WD repeat-containing protein Pf20 - Chlamydomonas reinhardtiinot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned WD40 COG2319	development.unspecified	33_99

CUST_150501_PI403524517	2	-0.091999054	-0.1091938	0.018508911	0.015514374	0.0923233	-0.015514374	35_42101	0	0	CHR3V7|COORD:23225351..23227876| hydrolase, hydrolyzing O-glycosyl compounds	AT3G62750.1	0	0	no description	not assigned.unknown	35_2

CUST_107929_PI403524517	2	0.28055096	0.35000992	-0.08975506	-0.13011551	0.089754105	-0.35104942	35_30710	"Cluster: SF16 protein-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: SF16 protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q9ASF7	"CHR2V7|COORD:11150511..11152060| IQD6 (IQ-domain 6); calmodulin binding"	AT2G26180.1	CHR01V5|COORD:29777301..29774837|protein calmodulin binding protein, putative, expressed	LOC_Os01g51230.1	no description	not assigned.unknown	35_2

CUST_55801_PI403524517	2	-0.08072567	-0.27256012	-0.035647392	0.07564545	0.06749821	0.035648346	35_15883	"Cluster: Fasciclin-like protein FLA3; n=1; Triticum aestivum|Rep: Fasciclin-like protein FLA3 - Triticum aestivum (Wheat)"	UniRef90_Q06IA3	"CHR1V7|COORD:5675918..5678679| SR45 (arginine/serine-rich 45); RNA binding"	AT1G16610.2	CHR08V5|COORD:13855377..13852197|protein fasciclin-like arabinogalactan protein 8 precursor, putative, expressed	LOC_Os08g23180.1	no descriptionnot assigned DUF1777	not assigned.unknown	35_2

CUST_8261_PI403524517	2	0.37808514	-0.5754976	-0.36603642	0.091529846	0.015475273	-0.015475273	35_2304	"Cluster: Os01g0142100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0142100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JQS5	CHR5V7|COORD:1724024..1726860| peptidase M50 family protein / sterol-regulatory element binding protein (SREBP) site 2 protease family protein	AT5G05740.2	CHR01V5|COORD:2267853..2263083|protein metalloendopeptidase, putative, expressed	LOC_Os01g04900.1	no descriptionmoderately similar to ( 363)AT5G05740| Symbols:  | peptidase M50 family protein / sterol-regulatory element binding protein (SREBP) site 2 protease family protein | chr5:1724024-1726860 REVERSEPeptidase_M50 COG0750 SpoIVFB	protein.degradation	29_5

CUST_14439_PI404877155	2	0.1440258	-0.08513546	0.084703445	0.0043096542	-0.004310608	-0.07536411	Contig8276_at	hypothetical protein [Oryza sativa (japonica cultivar-group)]	AAO20065.1	CAX-interacting protein 1 (CAXIP1)	At3g54900.1	protein expressed protein	Os03g63420	thioredoxin-like protein	transport.calcium	34_21

CUST_28580_PI403524517	2	0.03905964	0.28112125	0.009344101	-0.2536087	-0.53734684	-0.009344101	35_8257	"Cluster: Tetratricopeptide repeat(TPR)-containing protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Tetratricopeptide repeat(TPR)-containing protei"	UniRef90_Q7XHN9	CHR4V7|COORD:17609461..17615528| tetratricopeptide repeat (TPR)-containing protein	AT4G37460.1	CHR07V5|COORD:761671..751953|protein TPR Domain containing protein, expressed	LOC_Os07g02300.1	no descriptionweakly similar to ( 141)AT4G37460| Symbols:  | tetratricopeptide repeat (TPR)-containing protein | chr4:17609461-17615528 REVERSEnot assigned not assigned not assigned TPR	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_18719_PI399408534	2	-0.090566635	-1.9837308	0.39023018	0.15428066	0.09056568	-0.34670544	35_8596	"Cluster: Lipoxygenase 2.3, chloroplast precursor; n=1; Hordeum vulgare|Rep: Lipoxygenase 2.3, chloroplast precursor - Hordeum vulgare (Barley)"	UniRef90_Q8GSM2	CHR3V7|COORD:16536422..16540218| LOX2 (LIPOXYGENASE 2)	AT3G45140.1	CHR02V5|COORD:5282623..5276617|protein lipoxygenase 2.3, chloroplast precursor, putative, expressed	LOC_Os02g10120.1	 no descriptionvery weakly similar to (77.0)AT3G45140| Symbols: ATLOX2, LOX2 | LOX2 (LIPOXYGENASE 2) | chr3:16536422-16540218 FORWARDweakly similar to ( 125)LOX23_HORVULipoxygenase 2.3, chloroplast precursor - Hordeum vulgare (Barley)Lipoxygenase 	hormone metabolism.jasmonate.synthesis-degradation.lipoxygenase	17_7_1_2

CUST_3599_PI404877155	2	0.06532383	-0.47771168	-0.13446236	0.030526161	0.116456985	-0.030526161	Contig14126_at	small nuclear ribonucleoprotein, putative / snRNP, putative / Sm protein, putative [Arabidopsis thaliana] gb|AAL50104.1| At1g65700/F1E22_3 [	NP_176747.1	small nuclear ribonucleoprotein, putative / snRNP, putative / Sm protein, putative	At1g65700.1	protein At1g65700/F1E22_3	Os05g51650	"small nuclear ribonucleo protein -related/ICP4; T00401  HSV-1"	RNA.processing	27_1

CUST_94807_PI403524517	2	-1.3465443	-0.098659515	0.098659515	0.37032604	0.24762917	-0.34340286	35_27098	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_7244_PI403524517	2	0.037789345	-0.030504227	-0.022809029	0.014756203	-0.014756203	0.027285576	35_2012	"Cluster: Os09g0487500 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0487500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J0R1	"CHR3V7|COORD:21415812..21416156| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G42310.1); similar to Os09g0487500 [Oryza sativa (japonica"	AT3G57785.1	CHR09V5|COORD:18799056..18798251|protein expressed protein	LOC_Os09g31260.1	"no descriptionweakly similar to ( 136)AT3G57785| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G42310.1); similar to Os09g0487500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001063525.1); similar to BAC19.9 [Lycopersicon esculentum] (GB:AAG01124.1) | chr3:21415812-21416156 REVERSEnot assigned not assigned not assigned PRK07764 PRK12323"	not assigned.unknown	35_2

CUST_180215_PI403524517	2	0.14562988	-0.25336456	-0.12795544	-0.071852684	0.071852684	0.093818665	35_50118	"Cluster: FtsJ-like methyltransferase family protein, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: FtsJ-like methyltransferase family"	UniRef90_Q10BD5	CHR5V7|COORD:4467366..4468490| FtsJ-like methyltransferase family protein	AT5G13830.1	CHR03V5|COORD:34468110..34470765|protein ribosomal RNA large subunit methyltransferase J, putative, expressed	LOC_Os03g60750.2	no descriptionweakly similar to ( 137)AT5G13830| Symbols:  | FtsJ-like methyltransferase family protein | chr5:4467366-4468490 FORWARDnot assigned not assigned not assigned FtsJ FtsJ	not assigned.no ontology	35_1

CUST_30605_PI403524517	2	0.22308731	-0.33124733	-0.058255196	0.06175518	0.05537319	-0.05537319	35_8834	"Cluster: Os05g0294600 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0294600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DJF1	"CHR5V7|COORD:20476464..20478730| EMB1006 (EMBRYO DEFECTIVE 1006); binding"	AT5G50280.1	CHR05V5|COORD:12914774..12911981|protein expressed protein	LOC_Os05g22870.1	"no descriptionmoderately similar to ( 358)AT5G50280| Symbols: EMB1006 | EMB1006 (EMBRYO DEFECTIVE 1006); binding | chr5:20476464-20478730 FORWARDweakly similar to ( 111)RF1_ORYSA"	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_72857_PI403524517	2	0.026359558	0.08824825	-0.026360512	-0.1048975	-0.05529785	0.06533718	35_20888	"Cluster: Putative peptidylprolyl isomerase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative peptidylprolyl isomerase - Oryza sativa (japonica cultivar"	UniRef90_Q69JF7	CHR4V7|COORD:16648870..16650651| peptidyl-prolyl cis-trans isomerase, putative / cyclophilin, putative / rotamase, putative	AT4G34960.1	CHR09V5|COORD:21151255..21153877|protein peptidyl-prolyl cis-trans isomerase CYP19-4 precursor, putative, expressed	LOC_Os09g36670.1	 no descriptionmoderately similar to ( 313)AT4G34960| Symbols:  | peptidyl-prolyl cis-trans isomerase, putative / cyclophilin, putative / rotamase, putative | chr4:16648870-16650651 FORWARDmoderately similar to ( 214)CYPH_CATROPeptidyl-prolyl cis-trans isomerase - Catharanthus roseus (Rosy periwinkle) (Madagascar periwinkle)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned cyclophilin_ABH_like Pro_isomerase cyclophilin PpiB cyclophilin_WD40 Cyclophilin_PPIL3_like cyclophilin_RING cyclophilin_SpCYP2_like cyclophilin_CeCYP16-like cyclophilin_RRM cyclophilin_EcCYP_like PRK10791 PRK10903 cyclophilin_TLP40_like 	cell.cycle.peptidylprolyl isomerase	31_3_1

CUST_120450_PI403524517	2	-0.019848824	0.01984787	-0.37743187	0.18550014	0.054826736	-0.12605286	35_34050	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_117196_PI403524517	2	0.09051418	-0.076830864	-0.0027656555	-0.042222023	0.0027666092	0.13041687	35_33212	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_14416_PI404877155	2	0.00411129	0.44416237	-0.0041103363	-0.0693531	-0.04873371	0.13882828	Contig8253_at	histidine-containing phosphotransfer protein [Zea mays]	BAA82874.1	two-component phosphorelay mediator 3 (HP3)	At3g21510.1	protein Hpt domain, putative	Os09g39400	two-component phosphorelay mediator HP1	signalling.receptor kinases.misc	30_2_99

CUST_111939_PI403524517	2	0.013459206	0.5520029	-0.009896278	-0.0104961395	0.009897232	-0.03664875	35_31779	"Cluster: Hypothetical protein OSJNBa0038P10.26; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0038P10.26 - Oryza sativa (japonica"	UniRef90_Q6Z1S0	"CHR1V7|COORD:29661516..29662430| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G16840.1); similar to Os08g0230000 [Oryza sativa (japonica"	AT1G78890.1	CHR08V5|COORD:7905456..7910143|protein expressed protein	LOC_Os08g13320.1	"no descriptionvery weakly similar to (89.7)AT1G78890| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G16840.1); similar to Os08g0230000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001061295.1); similar to At1g16840/F17F16.27-related [Medicago truncatula] (GB:ABE84583.1) | chr1:29661516-29662430 FORWARDnot assigned not assigned not assigned not assigned PRK07764 PRK12323 Gag_spuma"	not assigned.unknown	35_2

CUST_40419_PI403524517	2	0.26104355	0.045258522	-0.078024864	-0.15917015	0.0689621	-0.045259476	35_11625	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_52823_PI403524517	2	-0.12434292	-0.87467194	0.092749596	0.071248055	0.17644405	-0.0712471	35_15045	Rep: Omega-3 fatty acid desaturase - Triticum aestivum (Wheat)	UniRef90_O65792	"CHR5V7|COORD:1664332..1666346| FAD8 (FATTY ACID DESATURASE 8); omega-3 fatty acid desaturase"	AT5G05580.1	CHR12V5|COORD:229189..225239|protein omega-3 fatty acid desaturase, chloroplast precursor, putative, expressed	LOC_Os12g01370.1	" no descriptionhighly similar to ( 550)AT5G05580| Symbols: SH1, FAD8 | FAD8 (FATTY ACID DESATURASE 8); omega-3 fatty acid desaturase | chr5:1664332-1666346 FORWARDhighly similar to ( 548)FAD3E_PHAAUOmega-3 fatty acid desaturase, endoplasmic reticulum - Phaseolus aureus (Mung bean) (Vigna radiata)not assigned not assigned Delta12-FADS-like FA_desaturase DesA Rhizopine-oxygenase-like Membrane-FADS-like Delta6-FADS-like Rhizobitoxine-FADS-like CrtR_beta-carotene-hydroxylase Delta4-sphingolipid-FADS-like "	lipid metabolism.FA desaturation.omega 3 desaturase	11_2_3

CUST_6161_PI399408534	2	-0.48132515	-0.4980526	0.6061039	0.1397686	0.22054482	-0.13977051	35_14199	Rep: Lipoxygenase 2 - Hordeum vulgare var. distichum (Two-rowed barley)	UniRef90_Q42847	CHR3V7|COORD:7927018..7931174| lipoxygenase, putative	AT3G22400.1	CHR03V5|COORD:30266016..30269529|protein lipoxygenase 2, putative, expressed	LOC_Os03g52860.1	 no descriptionweakly similar to ( 101)AT3G22400| Symbols: LOX5 | lipoxygenase, putative | chr3:7927018-7931174 FORWARDweakly similar to ( 128)LOX1_HORVULipoxygenase 1 - Hordeum vulgare (Barley)Lipoxygenase 	hormone metabolism.jasmonate.synthesis-degradation.lipoxygenase	17_7_1_2

CUST_178093_PI403524517	2	0.03331566	0.028959274	-0.0720644	-0.01347065	-0.08369732	0.013471603	35_49532	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_146264_PI403524517	2	-0.087818146	0.49117565	0.2635479	0.087818146	-0.09856415	-0.13279724	35_40942	Rep: Hypothetical protein - Phaeosphaeria nodorum SN15	UniRef90_Q0UM97	"CHR3V7|COORD:8588020..8589678| SAHH2 (S-ADENOSYL-L-HOMOCYSTEINE (SAH) HYDROLASE 2); adenosylhomocysteinase"	AT3G23810.1	CHR11V5|COORD:14922707..14919682|protein adenosylhomocysteinase, putative, expressed	LOC_Os11g26850.3	 no descriptionmoderately similar to ( 243)AT4G13940| Symbols: EMB1395, MEE58, SAHH, SAHH1, HOG1 | HOG1 (HOMOLOGY-DEPENDENT GENE SILENCING 1) | chr4:8054926-8056758 FORWARDmoderately similar to ( 241)SAHH_PETCRAdenosylhomocysteinase - Petroselinum crispum (Parsley) (Petroselinum hortense)not assigned AdoHcyase PRK05476 AdoHcyase SAM1 	amino acid metabolism.degradation.aspartate family.methionine	13_2_3_4

CUST_88448_PI403524517	2	0.25141144	-0.23201561	3.5381317E-4	0.5895457	-3.5381317E-4	-0.012964249	35_25317	"Cluster: PREDICTED: hypothetical protein; n=1; Strongylocentrotus purpuratus|Rep: PREDICTED: hypothetical protein - Strongylocentrotus purpuratus"	UniRef90_UPI0000E48B78	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	CHR01V5|COORD:42602391..42607415|protein serine/arginine repetitive matrix protein 1, putative, expressed	LOC_Os01g72890.2	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TT_ORF1 PRK12678 DUF1777 PRK07764 Rubella_Capsid	not assigned.unknown	35_2

CUST_10510_PI404877155	2	-0.014419556	-0.02734375	-0.051402092	0.014419556	0.049092293	0.025009155	Contig4225_at	B1100D10.31 [Oryza sativa (japonica cultivar-group)]	NP_916403.1	universal stress protein (USP) family protein	At1g11360.1	protein universal stress protein family, putative	Os01g57450	NONE	stress.abiotic.unspecified	20_2_99

CUST_33549_PI403524517	2	0.34442902	-0.25294924	0.27870512	-0.15750265	0.15750313	-0.36985397	35_9672	Rep: Helicase, C-terminal - Medicago truncatula (Barrel medic)	UniRef90_Q1S8V6	CHR2V7|COORD:17712460..17715822| DEAD box RNA helicase, putative	AT2G42520.1	CHR03V5|COORD:33556715..33551401|protein ATP-dependent RNA helicase ded1, putative, expressed	LOC_Os03g59050.1	no description	not assigned.unknown	35_2

CUST_34183_PI399408534	2	0.11044788	-0.57514286	-0.15218544	-0.038565636	0.038565636	0.054523468	35_5348	"Cluster: Putative RNA binding protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative RNA binding protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XIT8	CHR1V7|COORD:8260854..8262639| MAK16 protein-related	AT1G23280.1	CHR07V5|COORD:9970672..9974492|protein MAK16-like protein RBM13, putative, expressed	LOC_Os07g16950.3	no descriptionmoderately similar to ( 294)AT1G23280| Symbols:  | MAK16 protein-related | chr1:8260854-8262639 REVERSEnot assigned Mak16 MAK16	RNA.regulation of transcription.unclassified	27_3_99

CUST_139285_PI403524517	2	0.1133008	0.007856369	0.020224571	-0.007856369	-0.12779284	-0.0582304	35_39066	"Cluster: OSJNBa0064M23.7 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0064M23.7 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7X7C0	"CHR1V7|COORD:5675918..5678679| SR45 (arginine/serine-rich 45); RNA binding"	AT1G16610.2	CHR04V5|COORD:29058170..29055927|protein chitin-inducible gibberellin-responsive protein 2, putative, expressed	LOC_Os04g49110.1	no descriptionPRK12323	not assigned.unknown	35_2

CUST_21923_PI403524517	2	-0.08901119	0.31133175	0.071354866	-0.012609482	0.0126104355	-0.033611298	35_6368	"Cluster: Hypothetical protein P0437H03.127; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0437H03.127 - Oryza sativa (japonica cultivar"	UniRef90_Q7F8R5	"CHR2V7|COORD:9508099..9509158| similar to Os02g0193900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001046173.1); similar to mediator of RNA"	AT2G22370.1	CHR02V5|COORD:5228731..5231338|protein mediator of RNA polymerase II transcription, subunit 18, putative, expressed	LOC_Os02g10050.1	" no descriptionvery weakly similar to (66.2)AT2G22370| Symbols:  | similar to Os02g0193900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001046173.1); similar to mediator of RNA polymerase II transcription, subunit 18 homolog [Xenopus tropicalis] (GB:NP_001017086.1); contains domain Thiamin pyrophosphokinase, catalytic domain (SSF63999) | chr2:9508099-9509158 REVERSEnot assigned "	not assigned.unknown	35_2

CUST_1167_PI404877155	2	-0.018767357	0.1773119	0.04641056	-0.030739784	-0.060930252	0.018767357	Contig11228_at	dnaJ-like protein [Oryza sativa (japonica cultivar-group)] dbj|BAB89081.1| dnaJ-like protein [Oryza sativa (japonica cultivar-group)]	NP_918348.1	DNAJ heat shock N-terminal domain-containing protein	At3g57340.1	protein DnaJ domain, putative	Os01g37560	"DNAJ heat shock N-terminal domain-containing protein, similar to SP:Q9QYI4 DnaJ homolog subfamily B member 12 Mus musculus; contains Pfam profile PF00226 DnaJ domain or  DNAJ heat shock N-terminal domain-containing protein, similar to SP:Q9QYI4 DnaJ homol"	stress.abiotic.heat	20_2_1

CUST_42966_PI403524517	2	-0.37914562	0.15512371	-0.11695099	0.017292976	0.064227104	-0.017292976	35_12338	"Cluster: Hypothetical protein OSJNBa0030I14.17; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0030I14.17 - Oryza sativa (japonica"	UniRef90_Q5TKE9	CHR4V7|COORD:14256443..14257603| zinc finger (C3HC4-type RING finger) family protein	AT4G28890.1	CHR05V5|COORD:29634938..29636427|protein RING-H2 finger protein ATL2D precursor, putative, expressed	LOC_Os05g51780.1	no description	not assigned.unknown	35_2

CUST_24513_PI403524517	2	0.067355156	-0.12118626	-0.07464981	0.053930283	-0.036787033	0.036787033	35_7115	"Cluster: ATP-dependent DNA helicase RECG-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: ATP-dependent DNA helicase RECG-like - Oryza sativa (japonica cu"	UniRef90_Q6ZFX9	CHR2V7|COORD:194093..199055| ATP-dependent DNA helicase, putative	AT2G01440.1	CHR02V5|COORD:29441995..29445575|protein ATP-dependent DNA helicase recG, putative, expressed	LOC_Os02g48100.1	 no descriptionmoderately similar to ( 427)AT2G01440| Symbols:  | ATP-dependent DNA helicase, putative | chr2:194093-199055 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned RecG PRK10917 Mfd PRK10689 HELICc Helicase_C HELICc SrmB PRK11192 COG1203 	DNA.unspecified	28_99

CUST_17259_PI403524517	2	-0.009367943	-0.15672398	-0.09297466	0.04375744	0.009367943	0.11346531	35_4987	"Cluster: Chaperone protein dnaJ 13, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Chaperone protein dnaJ 13, putative, expressed - Oryza"	UniRef90_Q337D7	CHR2V7|COORD:15023962..15026945| DNAJ heat shock N-terminal domain-containing protein	AT2G35720.1	CHR10V5|COORD:19110172..19101349|protein chaperone protein dnaJ 13, putative, expressed	LOC_Os10g36370.1	no descriptionhighly similar to ( 580)AT2G35720| Symbols:  | DNAJ heat shock N-terminal domain-containing protein | chr2:15023962-15026945 FORWARDvery weakly similar to (68.2)DNJH_CUCSADnaJ protein homolog - Cucumis sativus (Cucumber)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DnaJ DnaJ CbpA DnaJ PRK10767 PRK10266 djlA SEC63	stress.abiotic.heat	20_2_1

CUST_77373_PI403524517	2	0.16320992	0.061790466	0.0767107	-0.23211002	-0.087322235	-0.06179142	35_22175	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_31717_PI403524517	2	0.052437782	0.36152744	-0.26769257	-0.012302399	-0.18874454	0.012302399	35_9151	"Cluster: Expressed protein; n=5; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q336Z6	CHR5|COORD:21188860..21191207| expressed protein, similar to hypothetical protein OSJNBa0096G08.1 [Oryza sativa (japonica cultivar-group)] (GB:AAO00695.1)	AT5G52110.2	CHR10V5|COORD:19927329..19933099|protein expressed protein	LOC_Os10g37840.3	no descriptionmoderately similar to ( 204)AT5G52110| Symbols:  | similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABB47906.2) | chr5:21189385-21191179 REVERSE	not assigned.unknown	35_2

CUST_49755_PI403524517	2	-0.09073067	-0.04967785	-0.1351366	0.091145515	0.049676895	0.054857254	35_14208	Rep: Alcohol dehydrogenase 2 - Hordeum vulgare (Barley)	UniRef90_P10847	"CHR1V7|COORD:28980403..28982110| ADH1 (ALCOHOL DEHYDROGENASE 1); alcohol dehydrogenase"	AT1G77120.1	CHR11V5|COORD:5743620..5740430|protein alcohol dehydrogenase 2, putative, expressed	LOC_Os11g10510.1	" no descriptionmoderately similar to ( 201)AT1G77120| Symbols: ADH, ATADH, ADH1 | ADH1 (ALCOHOL DEHYDROGENASE 1); alcohol dehydrogenase | chr1:28980403-28982110 FORWARDmoderately similar to ( 262)ADH2_HORVUAlcohol dehydrogenase 2 - Hordeum vulgare (Barley)not assigned AdhC AdhP ADH_N "	fermentation.ADH	5_3

CUST_122120_PI403524517	2	0.1129508	-1.1606584	-0.27217197	0.36155176	0.09786177	-0.09786177	35_34472	0	0	"CHR4V7|COORD:12007168..12009186| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G11960.1); similar to Os03g0857400 [Oryza sativa (japonica"	AT4G22890.3	0	0	no description	not assigned.unknown	35_2

CUST_9845_PI403524517	2	0.005595207	-0.0055942535	-0.037044525	0.026088715	-0.023798943	0.011548996	35_2775	Rep: Exocyst complex component 5 - Oryza sativa (Rice)	UniRef90_Q2QV94	CHR5V7|COORD:4003003..4008446| SEC10 (EXOCYST COMPLEX COMPONENT SEC10)	AT5G12370.2	CHR12V5|COORD:7641698..7627628|protein exocyst complex component 5, putative, expressed	LOC_Os12g13590.2	no descriptionhighly similar to ( 794)AT5G12370| Symbols: SEC10 | SEC10 (EXOCYST COMPLEX COMPONENT SEC10) | chr5:4003003-4008446 REVERSEhighly similar to ( 969)EXOC5_ORYSAnot assigned Sec10	not assigned.no ontology	35_1

CUST_55984_PI403524517	2	0.048416138	0.42414665	0.098976135	-0.15303135	-0.048416138	-0.057527542	35_15935	"Cluster: Putative autophagocytosis protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative autophagocytosis protein - Oryza sativa (japonica cultivar"	UniRef90_Q8LRF5	CHR5V7|COORD:24751442..24753937| autophagy 3 (APG3)	AT5G61500.1	CHR01V5|COORD:5413704..5410397|protein autophagy-related protein 3, putative, expressed	LOC_Os01g10290.1	no descriptionvery weakly similar to (64.7)AT5G61500| Symbols:  | autophagy 3 (APG3) | chr5:24751442-24753937 REVERSEnot assigned	protein.degradation.autophagy	29_5_2

CUST_25367_PI403524517	2	-0.03519678	0.19260311	0.1306405	0.03519678	-0.08962107	-0.25479364	35_7352	"Cluster: Alanine racemase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Alanine racemase-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5JKX2	CHR4V7|COORD:13503297..13504699| alanine racemase family protein	AT4G26860.1	CHR05V5|COORD:2843698..2840696|protein proline synthetase co-transcribed bacterial homolog protein, putative, expressed	LOC_Os05g05740.1	no descriptionvery weakly similar to (64.7)AT4G26860| Symbols:  | alanine racemase family protein | chr4:13503297-13504699 REVERSEnot assigned YBL036c_PLPDEIII COG0325	not assigned.no ontology	35_1

CUST_82842_PI403524517	2	0.083957195	0.18594885	-0.013112545	-0.21726751	0.013112068	-0.2326827	35_23756	Rep: Hypothetical protein - Medicago truncatula (Barrel medic)	UniRef90_Q1SZY7	CHR3V7|COORD:740994..742100| similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE83277.1)	AT3G03210.1	CHR10V5|COORD:20688661..20686895|protein expressed protein	LOC_Os10g39400.1	no descriptionweakly similar to ( 108)AT3G03210| Symbols:  | similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE83277.1) | chr3:740994-742100 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12678 PRK07764 TT_ORF1 PRK07003 PRK12323	not assigned.unknown	35_2

CUST_14247_PI399408534	2	-0.2626562	-0.73537064	0.25869656	0.02486515	0.33668518	-0.024866104	35_30355	Rep: H0105C05.9 protein - Oryza sativa (Rice)	UniRef90_Q25A16	CHR1V7|COORD:22757668..22759836| basic helix-loop-helix (bHLH) family protein	AT1G61660.1	CHR04V5|COORD:31947661..31950541|protein DNA binding protein, putative, expressed	LOC_Os04g53990.1	no descriptionvery weakly similar to (58.5)AT1G61660| Symbols:  | basic helix-loop-helix (bHLH) family protein | chr1:22758268-22759836 REVERSE	RNA.regulation of transcription.bHLH,Basic Helix-Loop-Helix family	27_3_6

CUST_170908_PI403524517	2	-0.11694813	0.116947174	0.22435951	-0.17271042	0.2345972	-0.29399872	35_47605	"Cluster: Type IIIa membrane protein cp-wap13; n=1; Vigna unguiculata|Rep: Type IIIa membrane protein cp-wap13 - Vigna unguiculata (Cowpea)"	UniRef90_O24548	CHR3V7|COORD:415470..417311| RGP1 (REVERSIBLY GLYCOSYLATED POLYPEPTIDE 1)	AT3G02230.1	CHR07V5|COORD:24771581..24774831|protein alpha-1,4-glucan-protein synthase 1, putative, expressed	LOC_Os07g41360.1	 no descriptionweakly similar to ( 144)AT3G02230| Symbols: ATRGP1, ATRGP, RGP1 | RGP1 (REVERSIBLY GLYCOSYLATED POLYPEPTIDE 1) | chr3:415470-417311 FORWARDweakly similar to ( 146)UPTG1_SOLTUAlpha-1,4-glucan-protein synthase [UDP-forming] 1 - Solanum tuberosum (Potato)not assigned RGP Glyco_hydro_17 	misc.beta 1,3 glucan hydrolases	26_4

CUST_103546_PI403524517	2	-0.054898262	0.0053167343	-0.04460907	-0.0053157806	0.011260986	0.12414932	35_29526	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_30017_PI403524517	2	0.23756027	-1.3825836	-0.18312359	0.013837814	-3.9196014E-4	3.9291382E-4	35_8666	Rep: E2F homolog - Oryza sativa (Rice)	UniRef90_Q9FRZ8	0	0	CHR12V5|COORD:2944050..2938686|protein transcription factor E2F2, putative, expressed	LOC_Os12g06200.2	no description	not assigned.unknown	35_2

CUST_180679_PI403524517	2	0.4811921	0.40923452	-0.02477312	-0.8165002	-0.6211114	0.024772644	35_50248	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_25696_PI399408534	2	0.0071315765	0.06346035	-0.012597084	-0.04739189	-0.004750252	0.0047512054	35_16903	"Cluster: Myb-like DNA-binding domain containing protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Myb-like DNA-binding domain containing prot"	UniRef90_Q2QM89	CHR1|COORD:18497837..18500831| DNA-binding protein, putative, contains similarity to DNA-binding protein PcMYB1 (Petroselinum crispum) gi:2224899:gb:AAB61699	AT1G49950.1	CHR12V5|COORD:25954381..25950892|protein single myb histone 6, putative, expressed	LOC_Os12g41920.3	" no descriptionvery weakly similar to (65.1)AT1G49950| Symbols: ATTRB1, TRB1 | ATTRB1/TRB1 (TELOMERE REPEAT BINDING FACTOR 1); DNA binding / transcription factor | chr1:18498107-18500381 REVERSEH15 "	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_102718_PI403524517	2	-0.008196831	0.083076	0.06546497	-0.16197968	-0.1552105	0.008196831	35_29297	"Cluster: Hypothetical protein P0592C05.36; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0592C05.36 - Oryza sativa (japonica cultivar-g"	UniRef90_Q69TA2	"CHR1V7|COORD:5675918..5678679| SR45 (arginine/serine-rich 45); RNA binding"	AT1G16610.1	CHR09V5|COORD:7233198..7232344|protein expressed protein	LOC_Os09g12630.1	no description	not assigned.unknown	35_2

CUST_125119_PI403524517	2	-0.02135849	0.0041017532	0.008691788	-0.053135872	0.024193764	-0.0041017532	35_35249	"Cluster: Os01g0532800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0532800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JM64	"CHR2V7|COORD:13836497..13840286| similar to Barren [Medicago truncatula] (GB:ABD32414.1); contains InterPro domain Barren; (InterPro:IPR008418)"	AT2G32590.1	CHR01V5|COORD:19579739..19584249|protein condensin complex subunit 2, putative, expressed	LOC_Os01g34870.1	no description	not assigned.unknown	35_2

CUST_34874_PI403524517	2	0.058469772	0.14343643	-0.058470726	-0.16978168	0.12584877	-0.066755295	35_10052	"Cluster: Hypothetical protein OJ1362_G11.13; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1362_G11.13 - Oryza sativa (japonica cultiv"	UniRef90_Q5TKP5	"CHR1V7|COORD:20656271..20657135| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G03880.1); similar to unknown protein [Oryza sativa (japonica"	AT1G55340.1	CHR01V5|COORD:28348261..28343118|protein expressed protein	LOC_Os01g48830.2	"no descriptionweakly similar to ( 117)AT1G55340| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G03880.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAV67822.1); similar to Os03g0807200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001051641.1); contains InterPro domain Protein of unknown function DUF1639; (InterPro:IPR012438) | chr1:20656271-20657135 FORWARDDUF1639"	not assigned.unknown	35_2

CUST_111042_PI403524517	2	-0.09648037	0.14717197	-0.052719116	0.05272007	0.24413681	-0.8502884	35_31535	"Cluster: Magnesium chelatase 40-kDa subunit; n=1; Hordeum vulgare subsp. vulgare|Rep: Magnesium chelatase 40-kDa subunit - Hordeum vulgare var. distichum (Two-r"	UniRef90_Q19D39	"CHR4V7|COORD:10201908..10203372| CHLI1 (CHLORINA 42); magnesium chelatase"	AT4G18480.1	CHR03V5|COORD:20204631..20202305|protein magnesium-chelatase subunit chlI, chloroplast precursor, putative, expressed	LOC_Os03g36540.1	" no descriptionmoderately similar to ( 204)AT4G18480| Symbols: CH42, CH-42, CHL11, CHLI-1, CHLI1 | CHLI1 (CHLORINA 42); magnesium chelatase | chr4:10201908-10203372 REVERSEmoderately similar to ( 209)CHLI_SOYBNMagnesium-chelatase subunit chlI, chloroplast precursor - Glycine max (Soybean)not assigned not assigned not assigned not assigned not assigned chlI ChlI PRK07003 PRK07764 PRK12323 "	tetrapyrrole synthesis.magnesium chelatase	19_10

CUST_56536_PI403524517	2	0.15909863	0.24729061	0.056052208	-0.06689453	-0.13084221	-0.056052208	35_16093	"Cluster: Hypothetical protein OJ1126_D09.27; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1126_D09.27 - Oryza sativa (japonica cultiv"	UniRef90_Q6ZI56	"CHR2V7|COORD:13399297..13399896| similar to Os02g0595400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001047313.1); similar to unnamed protein product"	AT2G31410.1	CHR02V5|COORD:23100668..23099671|protein expressed protein	LOC_Os02g38190.1	"no descriptionweakly similar to ( 137)AT2G31410| Symbols:  | similar to Os02g0595400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001047313.1); similar to unnamed protein product [Ostreococcus tauri] (GB:CAL53709.1) | chr2:13399297-13399896 REVERSEnot assigned not assigned not assigned PRK07003 PRK12323"	not assigned.unknown	35_2

CUST_24503_PI403524517	2	-0.12299538	0.03355503	-0.033554077	-0.05220604	0.046165466	0.15970802	35_7111	"Cluster: Lipid transfer protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Lipid transfer protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z387	CHR2V7|COORD:18312494..18313278| protease inhibitor/seed storage/lipid transfer protein (LTP) family protein (YLS3)	AT2G44290.1	CHR07V5|COORD:5312088..5316464|protein lipid binding protein, putative, expressed	LOC_Os07g09970.1	no descriptionweakly similar to ( 137)AT2G44300| Symbols:  | lipid transfer protein-related | chr2:18314544-18315362 REVERSEAAI_LTSS PRK12323 Tryp_alpha_amyl nsLTP1	misc.protease inhibitor/seed storage/lipid transfer protein (LTP) family protein	26_21

CUST_45254_PI403524517	2	0.0970788	-0.07628298	-0.13271141	0.10111761	-0.092303276	0.07628298	35_12972	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_32549_PI403524517	2	0.08593941	0.25163412	0.22438765	-0.18518448	-0.17969608	-0.08593941	35_9383	Rep: CTP synthase - Medicago truncatula (Barrel medic)	UniRef90_Q1T4Z9	CHR4V7|COORD:940873..944097| CTP synthase, putative / UTP--ammonia ligase, putative	AT4G02120.1	CHR12V5|COORD:22629039..22622813|protein CTP synthase, putative, expressed	LOC_Os12g36950.1	 no descriptionmoderately similar to ( 340)AT4G02120| Symbols:  | CTP synthase, putative / UTP--ammonia ligase, putative | chr4:940873-944097 FORWARDnot assigned CTP_synth_N PRK05380 PyrG CTGs 	nucleotide metabolism.synthesis.pyrimidine.CTP synthetase	23_1_1_10

CUST_178359_PI403524517	2	0.06481743	-0.023576736	-0.031999588	0.0327816	0.023578644	-0.04076767	35_49601	Rep: 60S ribosomal protein L10 - Zea mays (Maize)	UniRef90_P45633	CHR1V7|COORD:24842871..24844102| 60S ribosomal protein L10 (RPL10C)	AT1G66580.1	CHR05V5|COORD:4120141..4122094|protein 60S ribosomal protein L10-3, putative, expressed	LOC_Os05g07700.1	no descriptionweakly similar to ( 108)AT1G66580| Symbols:  | 60S ribosomal protein L10 (RPL10C) | chr1:24842871-24844102 FORWARDweakly similar to ( 126)RL102_ORYSAnot assigned	protein.synthesis.misc ribososomal protein	29_2_2

CUST_39733_PI403524517	2	-0.18512678	0.6876087	0.3798046	0.040315628	-0.1856451	-0.04031515	35_11428	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_18842_PI399408534	2	0.082938194	0.1166811	-0.0032758713	-0.0337677	-0.021453857	0.0032758713	35_23035	"Cluster: Putative AT-hook protein 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative AT-hook protein 1 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ZJ55	CHR4V7|COORD:7239460..7241240| DNA-binding family protein	AT4G12080.1	CHR08V5|COORD:1000872..1004720|protein DNA-binding protein, putative, expressed	LOC_Os08g02490.1	no descriptionweakly similar to ( 170)AT4G00200| Symbols:  | DNA binding | chr4:82653-84104 REVERSEDUF296	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_42177_PI403524517	2	0.021310806	0.3432951	0.007736206	-0.0077352524	-0.17226505	-0.10913372	35_12124	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_48726_PI403524517	2	-0.027357101	-0.34257507	-0.08288002	0.044063568	0.091192245	0.027357101	35_13915	Rep: Probable histone H2AXb - Oryza sativa (Rice)	UniRef90_Q2QPG9	CHR1V7|COORD:20418274..20418873| histone H2A, putative	AT1G54690.1	CHR12V5|COORD:20855670..20854734|protein histone H2A, putative, expressed	LOC_Os12g34510.1	 no descriptionweakly similar to ( 160)AT1G54690| Symbols:  | histone H2A, putative | chr1:20418274-20418873 REVERSEweakly similar to ( 166)H2AXB_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned H2A H2A HTA1 Histone PRK07003 PRK12323 Herpes_BLLF1 PRK07764 TT_ORF1 Gag_spuma 	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_42712_PI403524517	2	0.19271564	0.04070139	-0.028936386	-0.09224367	0.028936386	-0.11407566	35_12269	"Cluster: Hypothetical protein P0003E08.7; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0003E08.7 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q5SN65	"CHR1V7|COORD:10438203..10440609| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G29830.1); similar to Os01g0664100 [Oryza sativa (japonica"	AT1G29820.1	CHR01V5|COORD:27450334..27456249|protein expressed protein	LOC_Os01g47460.2	"no descriptionmoderately similar to ( 269)AT1G29820| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G29830.1); similar to Os01g0664100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001043790.1); similar to IMP dehydrogenase/GMP reductase [Medicago truncatula] (GB:ABE93751.1) | chr1:10438203-10440609 FORWARD"	not assigned.unknown	35_2

CUST_16590_PI399408534	2	0.093504906	-0.45331	-0.17593002	0.02405262	-0.024051666	0.024606705	35_4250	"Cluster: Hypothetical protein OSJNBa0013M12.28; n=2; Oryza sativa|Rep: Hypothetical protein OSJNBa0013M12.28 - Oryza sativa (Rice)"	UniRef90_Q9FRC8	CHR5V7|COORD:10037658..10038941| transcription regulator	AT5G28040.1	CHR03V5|COORD:14518412..14516938|protein expressed protein	LOC_Os03g25430.1	no descriptionweakly similar to ( 118)AT3G04930| Symbols:  | transcription regulator | chr3:1363035-1364405 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF573 Tymo_45kd_70kd Atrophin-1 Herpes_BLLF1 PRK12323 PRK07003	RNA.regulation of transcription.GeBP like	27_3_49

CUST_5252_PI404877155	2	-0.014489174	-0.27243996	-0.105752945	0.01448822	0.06318188	0.13964653	Contig16795_at	expressed protein [Arabidopsis thaliana] dbj|BAB03169.1| unnamed protein product [Arabidopsis thaliana]	NP_189514.1	expressed protein	At3g28720.1	protein hypothetical protein	Os06g38550	expressed protein	RNA.regulation of transcription.putative DNA-binding protein	27_3_67

CUST_70414_PI403524517	2	0.45164633	0.6366534	0.022008419	-0.20711231	-0.27841473	-0.022007942	35_20169	"Cluster: Hydrolase, carbon-nitrogen family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hydrolase, carbon-nitrogen family protein, expre"	UniRef90_Q10R10	CHR5V7|COORD:3885163..3887773| carbon-nitrogen hydrolase family protein	AT5G12040.1	CHR03V5|COORD:4003494..4007635|protein expressed protein	LOC_Os03g07910.1	no descriptionvery weakly similar to (54.3)AT5G12040| Symbols:  | carbon-nitrogen hydrolase family protein | chr5:3885163-3887773 FORWARD	not assigned.no ontology	35_1

CUST_42279_PI403524517	2	0.20623684	0.8354416	0.2990532	-0.43651485	-0.2062378	-0.23981571	35_12152	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_26571_PI403524517	2	0.0796175	0.36156082	0.022901535	-0.08025551	-0.022902489	-0.026413918	35_7697	"Cluster: Putative ferredoxin; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative ferredoxin - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XIU2	"CHR4|COORD:11256470..11258598| similar to adrenodoxin-like ferredoxin 2 [Arabidopsis thaliana] (TAIR:At4g05450.1); similar to putative ferredoxin"	AT4G21090.3	CHR07V5|COORD:561642..564353|protein 2Fe-2S ferredoxin, putative, expressed	LOC_Os07g01930.1	no descriptionmoderately similar to ( 219)AT4G21090| Symbols:  | electron carrier | chr4:11256674-11258280 REVERSEnot assigned Fdx fer2	not assigned.no ontology	35_1

CUST_151173_PI403524517	2	0.020499706	0.95732546	0.29524755	-0.8003497	-0.9033804	-0.020499706	35_42278	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_182570_PI403524517	2	-0.21752548	0.021293163	-0.021293163	0.16518259	-0.2489872	0.02703476	35_50750	"Cluster: Putative cytochrome b5; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative cytochrome b5 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q94DH6	"CHR2V7|COORD:13884090..13885524| B5 #4 (cytochrome b5 family protein #4); heme binding / transition metal ion binding"	AT2G32720.1	CHR01V5|COORD:43185617..43187370|protein cytochrome b5, putative, expressed	LOC_Os01g73990.1	"no descriptionvery weakly similar to (59.7)AT2G32720| Symbols: B5 #4 | B5 #4 (cytochrome b5 family protein #4); heme binding / transition metal ion binding | chr2:13884090-13885524 REVERSEvery weakly similar to (68.6)CYB5_ORYSA"	redox.ascorbate and glutathione	21_2

CUST_17467_PI404877155	2	0.008960724	-0.46041107	-0.026200294	0.0495224	0.04291153	-0.008961678	HV_CEa0002J17f2_s_at	succinyl-CoA ligase [GDP-forming] beta-chain, mitochondrial, putative / succinyl-CoA synthetase, beta chain, putative /	NP_179632.1	succinyl-CoA ligase (GDP-forming) beta-chain, mitochondrial, putative / succinyl-CoA synthetase, beta chain, put	At2g20420.1	protein succinyl-CoA synthetase, beta subunit	Os02g40830	plastidic alpha 1,4-glucan phosphorylase 3	TCA / org. transformation.TCA.succinyl-CoA ligase	8_1_06

CUST_18228_PI404877155	2	0.18474483	-0.16830349	-0.014638901	0.06267834	0.014638901	-0.18907881	HVSMEf0015E10r2_at	RNA recognition motif (RRM)-containing protein [Arabidopsis thaliana]	NP_187100.1	RNA recognition motif (RRM)-containing protein	At3g04500.1	protein retrotransposon protein, putative, unclassified	Os08g45240	NONE	RNA.regulation of transcription	27_3

CUST_140794_PI403524517	2	0.05016613	1.1842699	0.2552557	-0.3233242	-0.05016613	-0.0809536	35_39474	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_138088_PI403524517	2	0.35278845	0.060297966	0.15687656	-0.21994352	-0.060297966	-0.06693363	35_38729	0	0		0	CHR03V5|COORD:3144377..3148063|protein protein kinase APK1B, chloroplast precursor, putative, expressed	LOC_Os03g06330.1	no description	not assigned.unknown	35_2

CUST_86357_PI403524517	2	0.2984209	-0.33099747	-0.13936806	0.028233528	-0.028233528	0.10867214	35_24732	"Cluster: Glycosyl transferase family 8 protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Glycosyl transferase family 8 protein, expressed - O"	UniRef90_Q10LZ0	"CHR2V7|COORD:16168934..16172601| GAUT7/LGT7 (Galacturonosyltransferase 7); polygalacturonate 4-alpha-galacturonosyltransferase/ transferase,"	AT2G38650.1	CHR03V5|COORD:12117539..12112302|protein transferase, transferring glycosyl groups, putative, expressed	LOC_Os03g21250.1	" no descriptionweakly similar to ( 118)AT2G38650| Symbols: GAUT7, LGT7 | GAUT7/LGT7 (Galacturonosyltransferase 7); polygalacturonate 4-alpha-galacturonosyltransferase/ transferase, transferring glycosyl groups | chr2:16168934-16172601 REVERSE"	misc.UDP glucosyl and glucoronyl transferases	26_2

CUST_22320_PI403524517	2	-0.027162552	-0.21887302	0.09901047	0.027163506	0.27802372	-0.13726044	35_6483	"Cluster: Putative elicitor inducible beta-1,3-glucanase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative elicitor inducible beta-1,3-glucanase - Oryza"	UniRef90_Q69Q39	CHR2V7|COORD:11323805..11325293| glycosyl hydrolase family 17 protein	AT2G26600.1	CHR06V5|COORD:24126170..24129371|protein glucan endo-1,3-beta-glucosidase 7 precursor, putative, expressed	LOC_Os06g40490.1	 no descriptionmoderately similar to ( 224)AT2G26600| Symbols:  | glycosyl hydrolase family 17 protein | chr2:11324292-11325293 FORWARDweakly similar to ( 113)E13F_HORVUPutative glucan endo-1,3-beta-glucosidase GVI precursor - Hordeum vulgare (Barley)Glyco_hydro_17 	misc.beta 1,3 glucan hydrolases	26_4

CUST_55038_PI403524517	2	0.04817009	0.25871754	-0.039118767	-0.1432085	-0.0998373	0.039118767	35_15666	"Cluster: Hypothetical protein OJ1654_A02.17; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1654_A02.17 - Oryza sativa (japonica cultiv"	UniRef90_Q6K8M0	"CHR1V7|COORD:25442867..25445567| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G13000.2); similar to Protein of unknown function DUF707 [Medicago"	AT1G67850.2	CHR02V5|COORD:11399631..11404043|protein lysine ketoglutarate reductase trans-splicing related 1, putative, expressed	LOC_Os02g19510.2	"no descriptionhighly similar to ( 583)AT1G67850| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G13000.2); similar to Protein of unknown function DUF707 [Medicago truncatula] (GB:ABE91787.1); contains InterPro domain Protein of unknown function DUF707; (InterPro:IPR007877) | chr1:25442867-25445567 FORWARDnot assigned not assigned not assigned DUF707 TT_ORF1"	not assigned.unknown	35_2

CUST_91672_PI403524517	2	0.06545448	-0.12940216	-0.19283867	-0.05697632	0.22480774	0.056977272	35_26210	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_39043_PI403524517	2	-0.24528027	0.03449154	0.22111988	-0.034490585	0.24302197	-0.16535473	35_11230	"Cluster: Os01g0315700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0315700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JN89	CHR3V7|COORD:23250552..23253118| esterase/lipase/thioesterase family protein	AT3G62860.1	CHR05V5|COORD:17255731..17263218|protein monoglyceride lipase, putative, expressed	LOC_Os05g29974.1	no descriptionweakly similar to ( 129)AT3G62860| Symbols:  | esterase/lipase/thioesterase family protein | chr3:23250552-23253118 REVERSEnot assigned PldB	not assigned.no ontology	35_1

CUST_31912_PI403524517	2	0.278296	-0.44994974	0.0075860023	-0.0075860023	-0.10625315	0.1995821	35_9205	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_56038_PI403524517	2	-0.039089203	-0.44910908	-0.006816864	0.006816864	0.023197174	0.10900116	35_15951	"Cluster: Protein transport protein Sec24-like CEF, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Protein transport protein"	UniRef90_Q2R4A0	"CHR3V7|COORD:16022910..16030860| CEF (CLONE EIGHTY-FOUR); transporter"	AT3G44340.1	CHR11V5|COORD:16424083..16435456|protein protein transport protein Sec24-like CEF, putative, expressed	LOC_Os11g29200.1	"no descriptionnearly identical (1032)AT3G44340| Symbols: CEF | CEF (CLONE EIGHTY-FOUR); transporter | chr3:16023071-16030860 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG5028 Sec24-like Sec23_trunk trunk_domain Sec23_BS Sec23_helical SEC23 zf-Sec23_Sec24 DUF1421 PRK12323 Drf_FH1 PRK07764 Sec23-like GRASP55_65 Atrophin-1"	protein.targeting.secretory pathway.golgi	29_3_4_2

CUST_3411_PI404877155	2	-0.10583305	-0.55576897	-0.02815342	0.028154373	0.17044163	0.07782936	Contig13875_at	FYVE finger-containing phosphoinositide kinase-like [Oryza sativa (japonica cultivar-group)]	BAC24937.1	phosphatidylinositol-4- phosphate 5-kinase family protein	At1g71010.1	protein Phosphatidylinositol-4-phosphate 5-Kinase, putative	Os09g23740	0	signalling.phosphinositides	30_4

CUST_115716_PI403524517	2	-0.08547783	-0.79713774	-0.29765797	0.22383976	0.08547783	0.10741711	35_32817	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_37219_PI403524517	2	-0.014154911	0.10691166	-0.09818506	0.15388346	0.014154911	-0.24050426	35_10725	"Cluster: NUMOD3 motif family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: NUMOD3 motif family protein, expressed - Oryza sativa (japonic"	UniRef90_Q109Y3	"CHR1|COORD:20085367..20088168| expressed protein, similar to expressed protein [Arabidopsis thaliana] (TAIR:At1g53250.1); similar to hypothetical protein"	AT1G53800.2	CHR10V5|COORD:6633645..6643465|protein NUMOD3 motif family protein, expressed	LOC_Os10g12354.1	no descriptionmoderately similar to ( 312)AT1G53800| Symbols:  | endonuclease | chr1:20085556-20087988 FORWARD	not assigned.unknown	35_2

CUST_44379_PI403524517	2	0.45815134	0.12763357	-0.074000835	-0.45768976	0.074000835	-0.20564699	35_12732	Rep: Protein disulfide isomerase - Zea mays (Maize)	UniRef90_Q5EUD9	CHR5|COORD:24388186..24391264| thioredoxin family protein, similar to protein disulfide isomerase GI:5902592 from (Volvox carteri f. nagariensis),	AT5G60640.2	CHR02V5|COORD:8377..3514|protein OsPDIL1-4 - Oryza sativa protein disulfide isomerase, expressed	LOC_Os02g01010.1	"no descriptionvery weakly similar to (54.7)AT5G60640| Symbols: ATPDIL1-4 | ATPDIL1-4 (PDI-LIKE 1-4); thiol-disulfide exchange intermediate | chr5:24388642-24391219 REVERSEvery weakly similar to (52.0)PDI_WHEATProtein disulfide-isomerase precursor - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PDI_a_family Atrophin-1 Thioredoxin PDI_a_ERp38 PDI_a_P5 TT_ORF1 PDI_a_MPD1_like PDI_a_ERp46 Pneumo_att_G PDI_a_PDI_a'_C PDI_a_PDIR PDI_a_QSOX Extensin_2 PDI_a_ERdj5_C PRK07764"	redox.thioredoxin	21_1

CUST_11573_PI404877155	2	0.17344761	-0.022621155	-0.475379	0.022621155	-0.09649277	0.0699482	Contig5248_s_at	auxin response factor 10 [Oryza sativa]	BAB85919.1	transcriptional factor B3 family protein	At4g30080.1	protein auxin response factor 10	Os06g47150	auxin response factor 10	RNA.regulation of transcription.ARF, Auxin Response Factor family	27_3_04

CUST_68673_PI403524517	2	0.04124832	0.103419304	-0.042682648	0.013828278	-0.2127552	-0.013828278	35_19645	"Cluster: Putative calcium-independent phospholipase A2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative calcium-independent phospholipase A2 - Oryza s"	UniRef90_Q69VY8	CHR1V7|COORD:22859982..22865890| patatin family protein	AT1G61850.1	CHR07V5|COORD:20121270..20113836|protein patatin-like phospholipase family protein, expressed	LOC_Os07g33670.1	no descriptionmoderately similar to ( 369)AT1G61850| Symbols:  | patatin family protein | chr1:22859982-22865890 FORWARD	protein.postranslational modification	29_4

CUST_113013_PI403524517	2	0.010728836	-0.028635025	0.0114889145	-0.012848854	0.07948685	-0.010728836	35_32077	0	0	CHR4V7|COORD:10275928..10278502| leucine-rich repeat family protein / extensin family protein	AT4G18670.1	CHR11V5|COORD:537453..536011|protein expressed protein	LOC_Os11g02010.1	no description	not assigned.unknown	35_2

CUST_28123_PI403524517	2	-0.0891552	-0.1663971	0.046871185	0.119547844	0.27108192	-0.04687023	35_8128	"Cluster: Hypothetical protein OSJNBa0001O14.8; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0001O14.8 - Oryza sativa (japonica cu"	UniRef90_Q9AV28	CHR1V7|COORD:25812961..25813793| AGP19/ATAGP19 (ARABINOGALACTAN-PROTEIN 19)	AT1G68725.1	CHR10V5|COORD:21031372..21030333|protein expressed protein	LOC_Os10g39920.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07003 PRK07764 PRK12678	not assigned.unknown	35_2

CUST_58881_PI403524517	2	-0.2802205	-1.5705595	-0.04779911	0.047798157	0.22528076	0.23666191	35_16799	"Cluster: Nonspecific lipid transfer protein; n=1; Hordeum vulgare|Rep: Nonspecific lipid transfer protein - Hordeum vulgare (Barley)"	UniRef90_P93191	CHR3V7|COORD:6267108..6267398| protease inhibitor/seed storage/lipid transfer protein (LTP) family protein	AT3G18280.1	CHR05V5|COORD:27247373..27248079|protein nonspecific lipid-transfer protein precursor, putative, expressed	LOC_Os05g47700.1	no descriptionvery weakly similar to (96.7)AT1G48750| Symbols:  | protease inhibitor/seed storage/lipid transfer protein (LTP) family protein | chr1:18039687-18039971 FORWARDvery weakly similar to (92.0)NLTPX_ORYSAnsLTP2	misc.protease inhibitor/seed storage/lipid transfer protein (LTP) family protein	26_21

CUST_80525_PI403524517	2	0.0030345917	0.9623599	0.5280843	-0.44701147	-0.0030345917	-0.14284945	35_23094	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QYT4	0	0	CHR12V5|COORD:378382..373598|protein expressed protein	LOC_Os12g01620.1	no description	not assigned.unknown	35_2

CUST_9775_PI403524517	2	0.2400384	-0.03864336	0.07822466	-0.10436106	0.03864336	-0.093176365	35_2754	"Cluster: Organic cation transporter-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Organic cation transporter-like protein - Oryza sativa (japon"	UniRef90_Q69MP4	CHR4V7|COORD:9706200..9708154| oxidoreductase family protein	AT4G17370.1	CHR08V5|COORD:2758811..2750622|protein oxidoreductase family, NAD-binding Rossmann fold containing protein, expressed	LOC_Os08g05280.1	no descriptionmoderately similar to ( 246)AT4G17370| Symbols:  | oxidoreductase family protein | chr4:9706200-9708154 FORWARDnot assigned MviM GFO_IDH_MocA	not assigned.no ontology	35_1

CUST_33256_PI403524517	2	0.29967213	0.65991783	-0.18693352	-0.20048618	-0.05311489	0.05311489	35_9587	"Cluster: Hypothetical protein OSJNBa0088I06.3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0088I06.3 - Oryza sativa (japonica cu"	UniRef90_Q6F324	CHR5V7|COORD:18732865..18734052| F-box family protein	AT5G46170.1	CHR05V5|COORD:24008537..24006538|protein F-box domain containing protein, expressed	LOC_Os05g41130.1	no descriptionweakly similar to ( 131)AT5G46170| Symbols:  | F-box family protein | chr5:18732865-18734052 REVERSE	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_14746_PI404877155	2	0.07180214	0.017047882	-0.017048836	-0.17293453	-0.06517315	0.055529594	Contig8571_at	putative myb/SANT domain protein [Oryza sativa (japonica cultivar-group)] dbj|BAC07117.1| putative myb/SANT domain protein [Oryza sativa (ja	NP_918006.1	myb family transcription factor	At2g36960.2	protein expressed protein	Os01g08680	gi|13122435|dbj|BAB32916.1| P0666G04.18	RNA.regulation of transcription.MYB domain transcription factor family	27_3_25

CUST_35254_PI403524517	2	-0.827055	0.41280556	0.06515217	0.15549183	-0.33625412	-0.06515312	35_10164	"Cluster: Hypothetical protein; n=1; Kineococcus radiotolerans SRS30216|Rep: Hypothetical protein - Kineococcus radiotolerans SRS30216"	UniRef90_Q40YY0	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	CHR04V5|COORD:19656880..19654170|protein expressed protein	LOC_Os04g32860.1	no descriptionnot assigned not assigned not assigned not assigned	not assigned.unknown	35_2

CUST_19778_PI399408534	2	0.08535576	0.080039024	-0.007855415	-0.04022312	0.007854462	-0.039967537	35_6319	"Cluster: Os01g0169900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0169900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JQC8	CHR5V7|COORD:4687336..4689627| proline-rich family protein	AT5G14540.1	CHR01V5|COORD:3592956..3588613|protein proline-rich protein, putative, expressed	LOC_Os01g07520.1	no descriptionweakly similar to ( 115)AT5G14540| Symbols:  | proline-rich family protein | chr5:4687336-4689627 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF1421 Atrophin-1 Extensin_2 PRK10263 PRK05648 PRK12323 GRASP55_65 PRK07003 PRK07764 Glutenin_hmw PRK08853 Drf_FH1 Tymo_45kd_70kd GAL11 HPC2 PRK03427 SSDP DUF605 Totivirus_coat Herpes_TAF50 Cytadhesin_P30 Herpes_BLLF1 PRK11633 ZipA Amelogenin DedD TonB Caudal_act PRK10819 PRK12727 ETS_PEA3_N MCPVI FtsN Chorion_3 DUF1750 PRK12757	RNA.regulation of transcription.Trihelix, Triple-Helix transcription factor family	27_3_30

CUST_8268_PI399408534	2	0.16207695	0.48870277	0.08574867	-0.28901005	-0.085749626	-0.17067719	35_46922	"Cluster: Putative cleavage and polyadenylation specifity factor protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative cleavage and"	UniRef90_Q84JJ2	CHR1V7|COORD:22478619..22481325| cleavage and polyadenylation specificity factor, putative	AT1G61010.2	CHR03V5|COORD:35850627..35847566|protein cleavage and polyadenylation specificity factor, 73 kDa subunit, putative, expressed	LOC_Os03g63590.1	no descriptionmoderately similar to ( 325)AT1G61010| Symbols:  | hydrolase | chr1:22478619-22481325 REVERSEvery weakly similar to (80.5)CPSF2_ORYSAnot assigned not assigned not assigned YSH1 COG1782	RNA.processing	27_1

CUST_136345_PI403524517	2	-0.5153866	-0.20062113	-0.40786266	0.22331905	0.20062065	0.2734127	35_38234	"Cluster: hypothetical protein MG11009.4; n=1; Magnaporthe grisea 70-15|Rep: hypothetical protein MG11009.4 - Magnaporthe grisea 70-15"	UniRef90_UPI00002199F0	CHR1V7|COORD:11399903..11405702| actin binding	AT1G31810.1	CHR08V5|COORD:395077..393302|protein vegetative cell wall protein gp1 precursor, putative, expressed	LOC_Os08g01690.1	no descriptionPRK12323	not assigned.unknown	35_2

CUST_36408_PI403524517	2	-1.1010389	-1.2242022	1.0163469	0.24570179	1.1844463	-0.24570179	35_10500	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_174813_PI403524517	2	0.027617931	0.35087252	-0.033465385	-0.027617455	-0.37054873	0.052762985	35_48663	"Cluster: Hypothetical protein OJ1264_A04.19; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1264_A04.19 - Oryza sativa (japonica cultiv"	UniRef90_Q75KK9	CHR1V7|COORD:23241239..23242177| invertase/pectin methylesterase inhibitor family protein	AT1G62760.1	CHR05V5|COORD:2481390..2477879|protein expressed protein	LOC_Os05g05140.1	no description	not assigned.unknown	35_2

CUST_110765_PI403524517	2	0.21964502	0.020537853	0.1544199	-0.2172122	-0.020537853	-0.25806618	35_31456	"Cluster: Mannan endo-1,4-beta-mannosidase 2 precursor; n=2; Oryza sativa|Rep: Mannan endo-1,4-beta-mannosidase 2 precursor - Oryza sativa (Rice)"	UniRef90_Q0JJD4	CHR2V7|COORD:8928105..8930147| glycosyl hydrolase family 5 protein / cellulase family protein	AT2G20680.1	CHR01V5|COORD:31581755..31579307|protein hydrolase, hydrolyzing O-glycosyl compounds, putative, expressed	LOC_Os01g54300.1	no descriptionweakly similar to ( 142)AT4G28320| Symbols:  | glycosyl hydrolase family 5 protein / cellulase family protein | chr4:14018299-14019978 REVERSE	cell wall.degradation.mannan-xylose-arabinose-fucose	10_6_2

CUST_129906_PI403524517	2	0.03559017	-0.16618156	0.06632328	0.15783119	-0.05810356	-0.03558922	35_36485	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_10281_PI404877155	2	0.21408463	-0.9507017	-0.13676739	0.31702042	0.13676834	-0.22940254	Contig4016_s_at	Photosystem I reaction center subunit II, chloroplast precursor (Photosystem I 20 kDa subunit) (PSI-D) pir||JQ2247 photosystem I chain D pre	P36213	photosystem I reaction center subunit II, chloroplast, putative / photosystem I 20 kDa subunit, putative / PSI-D	At4g02770.1	protein PsaD, putative	Os08g44680	Photosystem I reaction center subunit II, chloroplast	PS.lightreaction.photosystem I.PSI polypeptide subunits	1_01_02_02

CUST_77096_PI403524517	2	0.13998508	-0.42231846	-0.0054216385	0.005422592	-0.06725311	0.07970619	35_22101	"Cluster: B3 DNA binding domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: B3 DNA binding domain containing protein, express"	UniRef90_Q10GN6	0	0	CHR03V5|COORD:23477788..23482609|protein B3 DNA binding domain containing protein, expressed	LOC_Os03g42280.2	no description	not assigned.unknown	35_2

CUST_1409_PI404877155	2	-0.022666931	0.22784615	-0.29221153	0.022666931	-0.054616928	0.101263046	Contig11522_at	putative chloroplast-targeted beta-amylase [Oryza sativa (japonica cultivar-group)] gb|AAP55052.1| putative chloroplast-targeted beta-amylas	NP_922765.1	beta-amylase (CT-BMY) / 1,4-alpha-D-glucan maltohydrolase	At4g17090.1	protein putative chloroplast-targeted beta-amylase	Os10g41550	beta-amylase (CT-BMY) / 1,4-alpha-D-glucan maltohydrolase, identical to beta-amylase enzyme GI:6065749 from (Arabidopsis thaliana)	major CHO metabolism.degradation.starch.starch cleavage	2_2_2_01

CUST_181274_PI403524517	2	0.1586628	-0.16513157	-0.051595688	-0.03493595	0.08350372	0.034936905	35_50408	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_152134_PI403524517	2	0.55585	-0.11913252	0.2206645	-0.20439959	0.02966547	-0.029664993	35_42527	"Cluster: Exostosin family protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Exostosin family protein, putative, expressed - Oryza s"	UniRef90_Q10R19	CHR3V7|COORD:21350520..21354057| exostosin family protein	AT3G57630.1	CHR03V5|COORD:3957779..3962660|protein exostosin family protein, expressed	LOC_Os03g07820.1	no descriptionweakly similar to ( 157)AT3G57630| Symbols:  | exostosin family protein | chr3:21350520-21354057 REVERSE	misc.UDP glucosyl and glucoronyl transferases	26_2

CUST_54577_PI403524517	2	-0.12990761	1.4106045	-1.333456	0.12990856	-0.30571747	0.22936726	35_15534	Rep: Probable inositol oxygenase - Oryza sativa (Rice)	UniRef90_Q5Z8T3	"CHR1V7|COORD:4968371..4969949| MIOX1 (MYO-INISITOL OXYGENASE); oxidoreductase"	AT1G14520.1	CHR06V5|COORD:21477411..21481743|protein inositol oxygenase, putative, expressed	LOC_Os06g36560.2	"no descriptionmoderately similar to ( 335)AT1G14520| Symbols: MIOX1 | MIOX1 (MYO-INISITOL OXYGENASE); oxidoreductase | chr1:4968371-4969949 REVERSEmoderately similar to ( 375)MIOX_ORYSAnot assigned not assigned not assigned DUF706"	minor CHO metabolism.myo-inositol.myo inositol oxygenases	3_4_4

CUST_145085_PI403524517	2	0.18748188	0.26049852	0.05218172	-0.052182198	-0.33139133	-0.16924238	35_40630	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_20135_PI399408534	2	0.016238213	0.004544258	-0.1441288	-0.10542202	-0.004545212	0.111094475	35_20366	"Cluster: Uknown protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Uknown protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5WMW4	"CHR1V7|COORD:937919..941067| CHR9/SNF2/SWI2 (chromatin remodeling 9); helicase"	AT1G03750.1	CHR05V5|COORD:8952610..8945423|protein ATP binding protein, putative, expressed	LOC_Os05g15890.2	" no descriptionmoderately similar to ( 228)AT1G03750| Symbols: SWI2, SNF2, CHR9 | CHR9/SNF2/SWI2 (chromatin remodeling 9); helicase | chr1:937919-941067 FORWARDvery weakly similar to (53.5)ISW2_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned HepA "	RNA.regulation of transcription.Chromatin Remodeling Factors	27_3_44

CUST_2056_PI404877155	2	-0.018568993	0.106861115	0.018569946	-0.056145668	-0.022925377	0.06783867	Contig12303_at	SAC1-like protein AtSAC1b [Arabidopsis thaliana] gb|AAP49839.1| SAC domain protein 6 [Arabidopsis thaliana]	AAP41367.1	phosphoinositide phosphatase family protein	At3g51460.1	protein Similar to SAC domain protein 6	Os02g34880	"phosphoinositide phosphatase family protein, contains similarity to phosphoinositide phosphatase SAC1 (Rattus norvegicus) gi:11095248:gb:AAG29810; contains Pfam domain, PF02383: SacI homology domain; contains non-consensus AT-AC splice sites at intron 8"	lipid metabolism.lipid degradation.lysophospholipases	11_9_3

CUST_247_PI404877155	2	0.691844	-1.5919733	-0.6655364	0.8895416	0.6655359	-0.71178913	Contig1012_s_at	chlorophyll a/b-binding protein WCAB precursor [Triticum aestivum]	AAB18209.1	chlorophyll A-B binding protein / LHCII type I (LHB1B2)	At2g34420.1	protein Chlorophyll A-B binding protein, putative	Os01g52240	Chlorophyll A-B binding protein 3C, chloroplast precursor (LHCII type I CAB-3C) (LHCP) pir	PS.lightreaction.photosystem II.LHC-II	1_01_01_01

CUST_110619_PI403524517	2	0.1176281	0.14462852	-0.0413208	-0.10861015	-0.30036926	0.0413208	35_31415	"Cluster: Transposon protein, putative, CACTA, En/Spm sub-class; n=1; Oryza sativa (japonica cultivar-group)|Rep: Transposon protein, putative, CACTA, En/Spm sub"	UniRef90_Q2QVX3	CHR1V7|COORD:11399903..11405702| actin binding	AT1G31810.1	CHR09V5|COORD:11335336..11331584|protein transposon protein, putative, CACTA, En/Spm sub-class	LOC_Os09g18490.1	no descriptionnot assigned not assigned not assigned PRK07764 PRK12323	not assigned.unknown	35_2

CUST_126699_PI403524517	2	0.03752327	0.11053562	-0.015255928	-0.07493782	-0.03364849	0.015254974	35_35654	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QLX7		0	CHR12V5|COORD:26655802..26653186|protein expressed protein	LOC_Os12g42960.1	no description	not assigned.unknown	35_2

CUST_81298_PI403524517	2	0.061681747	0.20054054	-0.028871536	-0.045840263	-0.0063476562	0.00634861	35_23319	Rep: OSJNBa0084A10.10 protein - Oryza sativa (Rice)	UniRef90_Q7XQP5	"CHR4V7|COORD:9576461..9577646| similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:BAD23134.1); similar to Os04g0431800 [Oryza sativa"	AT4G17010.1	CHR02V5|COORD:17331725..17336644|protein expressed protein	LOC_Os02g29220.1	"no descriptionvery weakly similar to (87.0)AT4G17010| Symbols:  | similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:BAD23134.1); similar to Os04g0431800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001052826.1) | chr4:9576461-9577646 FORWARD"	not assigned.unknown	35_2

CUST_37138_PI403524517	2	0.05159664	0.20296955	-0.07304859	-0.05159664	-0.085020065	0.073308945	35_10702	"Cluster: Hypothetical protein OSJNBa0043B22.24; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0043B22.24 - Oryza sativa (japonica"	UniRef90_Q652Z7	CHR5V7|COORD:21566454..21569358| protein phosphatase 2C, putative / PP2C, putative	AT5G53140.1	CHR06V5|COORD:19541007..19530565|protein protein phosphatase 2C isoform epsilon, putative, expressed	LOC_Os06g33549.1	 no descriptionmoderately similar to ( 262)AT5G53140| Symbols:  | protein phosphatase 2C, putative / PP2C, putative | chr5:21566454-21569358 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned PP2Cc PP2Cc PP2C PTC1 	protein.postranslational modification	29_4

CUST_32230_PI399408534	2	0.02804184	0.30469036	0.10055733	-0.07801628	-0.02804184	-0.1338768	35_21639	"Cluster: SET domain-containing protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: SET domain-containing protein-like - Oryza sativa (japonica cultiv"	UniRef90_Q69SU4	CHR1V7|COORD:29045054..29053704| EFS (EARLY FLOWERING IN SHORT DAYS)	AT1G77300.1	CHR02V5|COORD:20894008..20904607|protein histone-lysine N-methyltransferase, H3 lysine-4 and H3 lysine-36specific ASHH2, expressed	LOC_Os02g34850.1	 no descriptionmoderately similar to ( 239)AT1G77300| Symbols: SDG8, EFS | EFS (EARLY FLOWERING IN SHORT DAYS) | chr1:29045830-29053704 REVERSEvery weakly similar to (53.9)EZ3_MAIZEPolycomb protein EZ3 - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned SET SET COG2940 	RNA.regulation of transcription.SET-domain transcriptional regulator family	27_3_69

CUST_28414_PI399408534	2	0.14533138	0.4289608	0.0054893494	-0.11353779	-0.10114956	-0.0054883957	35_5575	"Cluster: Hypothetical protein T22D6_170; n=2; Arabidopsis thaliana|Rep: Hypothetical protein T22D6_170 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9LEY4	CHR5V7|COORD:2643847..2649789| PWWP domain-containing protein	AT5G08230.1	CHR08V5|COORD:29683..39772|protein HUA2, putative, expressed	LOC_Os08g01054.2	no descriptionweakly similar to ( 110)AT5G08230| Symbols:  | PWWP domain-containing protein | chr5:2643847-2649789 REVERSEnot assigned PWWP PWWP	RNA.regulation of transcription.PWWP domain protein	27_3_68

CUST_13988_PI403524517	2	0.06749725	-0.11486721	-0.022724152	0.019882202	-0.019883156	0.16184425	35_4008	"Cluster: Os01g0586600 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0586600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JLN6	CHR1V7|COORD:26278079..26279768| CBS domain-containing protein	AT1G69800.1	CHR01V5|COORD:23150030..23147083|protein AKIN gamma, putative, expressed	LOC_Os01g40420.3	no descriptionweakly similar to ( 121)AT1G69800| Symbols:  | CBS domain-containing protein | chr1:26278079-26279988 REVERSEnot assigned CBS_pair_29 CBS_pair CBS CBS_pair_9 CBS_pair_BON_assoc COG0517 CBS_pair_21 CBS_pair_SpoIVFB_EriC_assoc CBS_pair_23 CBS_pair_IMPDH CBS_pair_10	not assigned.no ontology	35_1

CUST_17116_PI403524517	2	-0.1716528	0.33541298	0.024017334	0.14688492	-0.024018288	-0.047107697	35_4949	"Cluster: Os08g0156600 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os08g0156600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J7X7	CHR3V7|COORD:17483526..17485194| glycerol-3-phosphate transporter, putative / glycerol 3-phosphate permease, putative	AT3G47420.1	CHR08V5|COORD:3274761..3278148|protein glycerol 3-phosphate permease, putative, expressed	LOC_Os08g06010.1	 no descriptionhighly similar to ( 600)AT3G47420| Symbols:  | glycerol-3-phosphate transporter, putative / glycerol 3-phosphate permease, putative | chr3:17483526-17485194 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned UhpC MFS_1 PRK11663 uhpT NarK AraJ ProP glpT CynX Sugar_tr FucP PRK11551 PRK08633 DUF894 PRK03699 PRK10642 	transporter.membrane system unknown	34_98

CUST_14928_PI404877155	2	0.044475555	0.9129257	-0.07160187	-0.04170227	-0.17742538	0.041703224	Contig875_s_at	10A19I.3 [Oryza sativa (japonica cultivar-group)]	AAD39600.1	integral membrane protein, putative / sugar transporter family protein	At1g19450.1	protein Sugar transporter	Os05g49270	"integral membrane protein, putative, strong similarity to integral membrane protein GI:1209756 from (Beta vulgaris); contains Pfam profile PF00083: major facilitator superfamily protein"	transporter.sugars	34_2

CUST_7319_PI404877155	2	-0.22431469	-1.6013832	0.4306326	-0.021604538	0.5187721	0.021604538	Contig21324_at	putative trehalose-6-phosphate phosphatase [Oryza sativa (japonica cultivar-group)]	BAC79911.1	trehalose-6-phosphate phosphatase, putative	At2g22190.1	protein trehalose-phosphatase, putative	Os07g43160	"trehalose-6-phosphate phosphatase, putative, similar to trehalose-6-phosphate phosphatase (AtTPPB) (Arabidopsis thaliana) GI:2944180; contains Pfam profile PF02358: Trehalose-phosphatase"	minor CHO metabolism.trehalose.TPP	3_2_2

CUST_692_PI399408534	2	0.065276146	0.21020317	0.06273174	-0.21286678	-0.06273174	-0.09279919	35_18783	"Cluster: Putative transcriptional regulator; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative transcriptional regulator - Oryza sativa (japonica cultiv"	UniRef90_Q60EX7	CHR3V7|COORD:1802441..1807290| homeotic gene regulator, putative	AT3G06010.1	CHR05V5|COORD:2537189..2526610|protein ATP binding protein, putative, expressed	LOC_Os05g05230.1	 no descriptionmoderately similar to ( 337)AT3G06010| Symbols:  | homeotic gene regulator, putative | chr3:1802441-1807290 REVERSEweakly similar to ( 131)ISW2_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned HepA HELICc Helicase_C HELICc 	RNA.regulation of transcription.Chromatin Remodeling Factors	27_3_44

CUST_53515_PI403524517	2	0.12884808	-0.06431103	-0.015620232	0.06599617	-0.031060219	0.015620232	35_15223	"Cluster: Stromal 70 kDa heat shock-related protein, chloroplast, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Stromal 70 kDa heat shock"	UniRef90_Q2QV45	"CHR4V7|COORD:12590104..12593447| CPHSC70-1 (chloroplast heat shock protein 70-1); ATP binding / unfolded protein binding"	AT4G24280.1	CHR12V5|COORD:7983567..7989359|protein stromal 70 kDa heat shock-related protein, chloroplast precursor, putative, expressed	LOC_Os12g14070.1	" no descriptionhighly similar to ( 635)AT4G24280| Symbols: CPHSC70-1 | CPHSC70-1 (chloroplast heat shock protein 70-1); ATP binding / unfolded protein binding | chr4:12590104-12593447 FORWARDhighly similar to ( 629)HSP7S_PEAStromal 70 kDa heat shock-related protein, chloroplast precursor - Pisum sativum (Garden pea)not assigned not assigned not assigned not assigned not assigned dnaK dnaK HSP70 DnaK hscA hscA PRK11678 "	stress.abiotic.heat	20_2_1

CUST_10788_PI404877155	2	0.8721981	-2.1098518	-1.1746206	1.0409412	0.37344742	-0.37344742	Contig4521_s_at	sucrose-sucrose-1-fructosyltransferase [Hordeum vulgare subsp. vulgare]	CAD98793.2	beta-fructosidase (BFRUCT4) / beta-fructofuranosidase / invertase, vacuolar	At1g12240.1	protein vacuolar acid invertase	Os02g01590	sucrose 1-fructosytransferase	major CHO metabolism.degradation.sucrose.invertases.vacuolar	2_2_1_03_03

CUST_170269_PI403524517	2	0.250391	0.4663334	0.11226606	-0.11226606	-0.18471766	-0.20625639	35_47424	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53PP7	"CHR2V7|COORD:12623887..12625014| MTPB1; efflux permease/ zinc ion transporter"	AT2G29410.1	CHR11V5|COORD:3087416..3092224|protein expressed protein	LOC_Os11g06410.2	no description	not assigned.unknown	35_2

CUST_5242_PI399408534	2	-0.6949053	-0.0797739	0.59815884	0.0797739	0.3205986	-0.16994762	35_15904	Rep: Histone deacetylase HDAC3 - Triticum aestivum (Wheat)	UniRef90_Q0Z9W2	CHR1V7|COORD:27312273..27316251| lipoxygenase, putative	AT1G72520.1	CHR03V5|COORD:4166275..4172656|protein lipoxygenase 6, putative, expressed	LOC_Os03g08220.1	 no descriptionvery weakly similar to (86.3)AT1G72520| Symbols:  | lipoxygenase, putative | chr1:27312273-27316251 FORWARDweakly similar to ( 111)LOX5_ORYSALipoxygenase 	hormone metabolism.jasmonate.synthesis-degradation.lipoxygenase	17_7_1_2

CUST_96090_PI403524517	2	0.06524372	-0.36791515	-0.648612	0.19822931	0.033525467	-0.033525467	35_27452	"Cluster: OmpA/MotB precursor; n=1; Nitrobacter hamburgensis X14|Rep: OmpA/MotB precursor - Nitrobacter hamburgensis (strain X14 / DSM 10229)"	UniRef90_Q1QHE7	CHR5|COORD:18996204..18997283| VQ motif-containing protein, contains PF05678: VQ motif	AT5G46780.2	CHR01V5|COORD:31145790..31150095|protein ATP binding protein, putative, expressed	LOC_Os01g53640.1	no description	not assigned.unknown	35_2

CUST_53376_PI403524517	2	-0.035559654	0.64592934	-0.016049385	0.016049385	-0.07955074	0.03656578	35_15186	Rep: Putative beta-ketoacyl-CoA synthase - Oryza sativa (japonica cultivar-group)	UniRef90_Q69X62	CHR2V7|COORD:11337172..11338701| beta-ketoacyl-CoA synthase, putative	AT2G26640.1	CHR06V5|COORD:23607741..23610100|protein fatty acid elongase, putative, expressed	LOC_Os06g39750.3	 no descriptionhighly similar to ( 804)AT2G26640| Symbols:  | beta-ketoacyl-CoA synthase, putative | chr2:11337172-11338701 FORWARDvery weakly similar to (56.6)THS1_ARAHYStilbene synthase 1 - Arachis hypogaea (Peanut)not assigned not assigned not assigned not assigned FAE1_CUT1_RppA CHS_like BcsA FabH KAS_III init_cond_enzymes PRK09352 PRK12879 DUF566 ACP_syn_III_C Herpes_BLLF1 PRK07003 	lipid metabolism.FA synthesis and FA elongation.beta ketoacyl CoA synthase	11_1_10

CUST_12124_PI404877155	2	0.27012157	0.20774937	-0.27351475	-0.25480747	-0.12930393	0.12930393	Contig5847_at	putative permease [Oryza sativa (japonica cultivar-group)]	BAC99450.1	permease, putative	At5g62890.2	protein xanthine/uracil permease family protein, putative	Os09g21340	permease 1 - like protein	transport.misc	34_99

CUST_61847_PI403524517	2	0.2788663	-0.3503499	-0.26593637	0.6993904	0.26593637	-0.41162014	35_17645	"Cluster: PsbP family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: PsbP family protein, expressed - Oryza sativa (japonica cultivar-group"	UniRef90_Q109K9	CHR3V7|COORD:20525008..20526252| photosystem II reaction center PsbP family protein	AT3G55330.1	CHR10V5|COORD:16660308..16652065|protein oxygen evolving enhancer protein, putative, expressed	LOC_Os10g32400.2	no descriptionweakly similar to ( 172)AT3G55330| Symbols:  | photosystem II reaction center PsbP family protein | chr3:20525008-20526252 REVERSEPsbP	PS.lightreaction.photosystem II.PSII polypeptide subunits	1_1_1_2

CUST_63815_PI403524517	2	0.13179016	-0.09748936	-0.038467407	0.09398651	-0.029480934	0.029480934	35_18224	"Cluster: Hypothetical protein; n=1; Anaeromyxobacter sp. Fw109-5|Rep: Hypothetical protein - Anaeromyxobacter sp. Fw109-5"	UniRef90_A1HY15	"CHR2V7|COORD:18116379..18118664| IQD14; calmodulin binding"	AT2G43680.1	CHR08V5|COORD:4059305..4062938|protein expressed protein	LOC_Os08g07280.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_2317_PI403524517	2	-2.8151975	0.172019	-1.2339354	1.5178032	0.45234966	-0.172019	35_632	"Cluster: Os06g0142300 protein; n=7; Oryza sativa (japonica cultivar-group)|Rep: Os06g0142300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DEP2	CHR5V7|COORD:9054255..9055154| early nodulin-related	AT5G25940.1	CHR06V5|COORD:2180117..2179199|protein early nodulin 93, putative, expressed	LOC_Os06g04950.1	no descriptionvery weakly similar to (60.5)AT5G25940| Symbols:  | early nodulin-related | chr5:9054255-9055154 REVERSEvery weakly similar to (90.1)NO93_SOYBNEarly nodulin 93 - Glycine max (Soybean)ENOD93	development.unspecified	33_99

CUST_24216_PI399408534	2	0.02364254	-0.677372	-0.06812668	0.048986435	0.07753658	-0.023643494	35_892	"Cluster: Putative ras-like small GTP binding ptotein; n=1; Zea mays|Rep: Putative ras-like small GTP binding ptotein - Zea mays (Maize)"	UniRef90_Q6PLR8	"CHR4V7|COORD:921554..922547| ASAR1 (Arabidopsis thaliana secretion-associated RAS super family 2); GTP binding"	AT4G02080.1	CHR01V5|COORD:13268584..13270947|protein GTP-binding protein SAR1A, putative, expressed	LOC_Os01g23620.1	" no descriptionmoderately similar to ( 316)AT4G02080| Symbols: ATSARA1C, ATSAR2, ASAR1 | ASAR1 (Arabidopsis thaliana secretion-associated RAS super family 2); GTP binding | chr4:921554-922547 FORWARDmoderately similar to ( 311)SAR1A_BRACMGTP-binding protein SAR1A - Brassica campestris (Field mustard)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Sar1 SAR Arf Arf_Arl Arl3 Arl1 Arl5_Arl8 Arl2 ARLTS1 Arfrp1 Arl6 Arf6 ARD1 Arf1_5_like ARF Arl10_like Arl9_Arfrp2_like Arl4_Arl7 Arl2l1_Arl13_like COG1100 Ras_like_GTPase COG2229 SR_beta MMR_HSR1 "	signalling.G-proteins	30_5

CUST_74318_PI403524517	2	0.067046165	0.50216484	0.014364243	-0.19729042	-0.10288811	-0.014365196	35_21311	Rep: OSIGBa0152K17.3 protein - Oryza sativa (Rice)	UniRef90_Q01J84	CHR1V7|COORD:22071698..22074253| aldo/keto reductase, putative	AT1G59950.1	CHR04V5|COORD:22097743..22100498|protein NAD(P)H-dependent oxidoreductase, putative, expressed	LOC_Os04g37470.1	 no descriptionmoderately similar to ( 235)AT1G59950| Symbols:  | aldo/keto reductase, putative | chr1:22071698-22074253 REVERSEmoderately similar to ( 240)6DCS_SOYBNNAD(P)H-dependent 6'-deoxychalcone synthase - Glycine max (Soybean)not assigned not assigned Aldo_ket_red ARA1 dkgB dkgA Tas COG4989 COG1453 	minor CHO metabolism.others	3_5

CUST_138699_PI403524517	2	0.33149433	0.7932739	0.059638023	-0.3115635	-0.08009434	-0.059638023	35_38902	"Cluster: Muscle M-line assembly protein unc-89; n=3; Caenorhabditis elegans|Rep: Muscle M-line assembly protein unc-89 - Caenorhabditis elegans"	UniRef90_O01761	CHR2V7|COORD:18571231..18574707| structural constituent of nuclear pore	AT2G45000.1	CHR06V5|COORD:26713869..26716573|protein fibroin heavy chain precursor, putative, expressed	LOC_Os06g44280.1	no descriptionPRK05648	not assigned.unknown	35_2

CUST_181725_PI403524517	2	-0.32999468	0.35252857	0.15733433	-0.14666414	0.14666414	-0.3628664	35_50525	"Cluster: Os07g0458800 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os07g0458800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D6N8	"CHR2V7|COORD:8840261..8842115| similar to Os07g0458800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001059571.1); similar to putative"	AT2G20495.1	CHR07V5|COORD:15996811..16001673|protein serine/threonine-protein kinase 19, putative, expressed	LOC_Os07g27460.2	"no descriptionvery weakly similar to (86.3)AT2G20495| Symbols:  | similar to Os07g0458800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001059571.1); similar to putative Serine/threonine-protein kinase [Oryza sativa (japonica cultivar-group)] (GB:BAC57842.1) | chr2:8840261-8842115 FORWARD"	not assigned.unknown	35_2

CUST_98001_PI403524517	2	0.22697735	-0.024866104	-0.23938465	0.024867058	0.04409027	-0.22766685	35_27983	"Cluster: Hypothetical protein OSJNBa0025J22.9; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0025J22.9 - Oryza sativa (japonica cu"	UniRef90_Q6Z3T4	"CHR2|COORD:17635041..17637870| expressed protein, similar to expressed protein [Arabidopsis thaliana] (TAIR:At3g57780.1); similar to unknown protein [Oryza"	AT2G42320.2	CHR08V5|COORD:24853240..24858377|protein expressed protein	LOC_Os08g39490.3	no descriptionmoderately similar to ( 237)AT2G42320| Symbols:  | nucleolar protein gar2-related | chr2:17635180-17637735 FORWARD	not assigned.unknown	35_2

CUST_108498_PI403524517	2	-0.14706135	-0.23192883	-0.08565426	0.086120605	0.20066452	0.08565521	35_30860	"Cluster: Hypothetical protein OSJNBa0027N13.144; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0027N13.144 - Oryza sativa (japonic"	UniRef90_Q84YQ4	"CHR2V7|COORD:13753869..13754807| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G05210.1); similar to hypothetical protein [Oryza sativa (japonica"	AT2G32380.1	CHR07V5|COORD:15989188..15992413|protein expressed protein	LOC_Os07g27450.1	"no descriptionweakly similar to ( 114)AT1G05210| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G32380.1); similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:BAC57387.1); similar to Os07g0458700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001059570.1) | chr1:1510468-1511484 FORWARDnot assigned not assigned not assigned"	not assigned.unknown	35_2

CUST_168931_PI403524517	2	-0.24174595	0.20794964	0.21307755	0.012470245	-0.012470245	-0.026006699	35_47046	"Cluster: Hypothetical protein OSJNBa0015I18.8; n=1; Oryza sativa|Rep: Hypothetical protein OSJNBa0015I18.8 - Oryza sativa (Rice)"	UniRef90_Q8S7B5		0	CHR10V5|COORD:9485306..9482486|protein retrotransposon protein, putative, Ty3-gypsy subclass	LOC_Os10g19270.1	no description	not assigned.unknown	35_2

CUST_5511_PI404877155	2	-0.013741493	0.17817497	-0.081007004	-0.12893295	0.060687065	0.013741493	Contig17328_at	putative RNA methyltransferases [Oryza sativa]	AAK14417.1	tRNA/rRNA methyltransferase (SpoU) family protein	At4g38020.1	protein putative RNA methyltransferases	Os03g48050	"tRNA/rRNA methyltransferase (SpoU) family protein, similar to SP:P18644 rRNA (adenosine-2'-O-)-methyltransferase (EC 2.1.1.66) {Streptomyces cyaneus}; contains Pfam profile PF00588: SpoU rRNA Methylase (RNA methyltransferase, TrmH) family"	RNA.processing	27_1

CUST_126264_PI403524517	2	7.6007843E-4	-0.19832325	-0.046708107	-7.5912476E-4	0.16238499	0.17391968	35_35543	"Cluster: Hypothetical protein OJ1126_D01.3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1126_D01.3 - Oryza sativa (japonica cultivar"	UniRef90_Q6I647	"CHR2V7|COORD:15884247..15886489| similar to phosphatidic acid phosphatase-related / PAP2-related [Arabidopsis thaliana] (TAIR:AT3G54020.1); similar to"	AT2G37940.1	CHR05V5|COORD:22136431..22131383|protein expressed protein	LOC_Os05g37910.1	no description	not assigned.unknown	35_2

CUST_151983_PI403524517	2	-0.019102097	0.20042086	-0.38897085	0.21727896	0.019102097	-0.09233761	35_42488	"Cluster: Putative survival motor neuron domain containing 1; splicing factor 30, survival of motor neuron-related; n=1; Oryza sativa (japonica cultivar-group)|R"	UniRef90_Q6ZC63	CHR2V7|COORD:698360..700793| nucleic acid binding	AT2G02570.3	CHR08V5|COORD:511930..507400|protein nucleic acid binding protein, putative, expressed	LOC_Os08g01840.1	no descriptionvery weakly similar to (80.5)AT2G02570| Symbols:  | nucleic acid binding | chr2:698360-700793 REVERSE	not assigned.unknown	35_2

CUST_30539_PI399408534	2	-0.22246504	0.9014435	0.11409855	0.6955366	-0.20175838	-0.114099026	35_22199	"Cluster: Putative receptor-like protein kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative receptor-like protein kinase - Oryza sativa (japonica"	UniRef90_Q943P7	CHR5V7|COORD:24069839..24072328| protein kinase, putative	AT5G59700.1	CHR01V5|COORD:2979285..2983770|protein protein kinase domain containing protein, expressed	LOC_Os01g06280.2	 no descriptionvery weakly similar to (79.3)AT5G59700| Symbols:  | protein kinase, putative | chr5:24069839-24072328 REVERSEnot assigned 	signalling.receptor kinases.Catharanthus roseus-like RLK1	30_2_16

CUST_122928_PI403524517	2	0.5128012	0.020663738	-0.13695574	-0.020663738	-0.4535017	0.44010544	35_34677	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_113516_PI403524517	2	0.324955	-0.0022482872	0.020974636	-0.058683872	-0.06004572	0.0022478104	35_32221	"Cluster: Putative Translation Elongation factor protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Translation Elongation factor protein - Oryza"	UniRef90_Q53KX3	CHR3V7|COORD:8160276..8163323| elongation factor Tu family protein	AT3G22980.1	CHR03V5|COORD:25205168..25208524|protein GTP binding protein, putative, expressed	LOC_Os03g44780.1	no descriptionweakly similar to ( 110)AT3G22980| Symbols:  | elongation factor Tu family protein | chr3:8160276-8163323 REVERSEvery weakly similar to (52.4)EF2_BETVUElongation factor 2 - Beta vulgaris (Sugar beet)not assigned not assigned not assigned not assigned EF2 PRK07560 GTP_EFTU FusA GTP_translation_factor LepA PRK05433 LepA TypA_BipA TypA	protein.synthesis.elongation	29_2_4

CUST_82782_PI403524517	2	0.14216089	-0.3437767	-0.49675274	-0.045836926	0.045837402	0.36547995	35_23739	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_88316_PI403524517	2	-0.0018968582	-0.18592739	-0.017305374	0.0018968582	0.15593338	0.016684532	35_25283	"Cluster: Hypothetical protein OSJNBb0081B07.7; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0081B07.7 - Oryza sativa (japonica cu"	UniRef90_Q852B7	"CHR4V7|COORD:6039703..6039918| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G73790.1); similar to Os03g0435900 [Oryza sativa (japonica"	AT4G09550.1	CHR03V5|COORD:34547160..34546470|protein expressed protein	LOC_Os03g60900.1	no descriptionPRK12323 Tymo_45kd_70kd	not assigned.unknown	35_2

CUST_13203_PI403524517	2	-0.027864456	0.30488396	0.13985634	-0.09767914	0.022244453	-0.0222435	35_3778	"Cluster: MutT/nudix protein-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: MutT/nudix protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q9SNS9	"CHR4V7|COORD:7183839..7185545| ATNUDT14 (Arabidopsis thaliana Nudix hydrolase homolog 14); hydrolase"	AT4G11980.1	CHR06V5|COORD:1576094..1573485|protein hydrolase, NUDIX family protein, expressed	LOC_Os06g03910.1	"no descriptionmoderately similar to ( 351)AT4G11980| Symbols: ATNUDT14 | ATNUDT14 (Arabidopsis thaliana Nudix hydrolase homolog 14); hydrolase | chr4:7183839-7185545 REVERSEnot assigned ADPRase_NUDT5 NUDIX PRK07764"	not assigned.no ontology	35_1

CUST_11469_PI399408534	2	0.36020756	-0.15960789	0.08504486	-0.06662464	-0.28649712	0.06662464	35_50021	"Cluster: Hypothetical protein T18E12.18; At2g03150; n=3; Arabidopsis thaliana|Rep: Hypothetical protein T18E12.18; At2g03150 - Arabidopsis thaliana (Mouse-ear c"	UniRef90_Q8W4H5	"CHR2V7|COORD:952310..959001| EMB1579 (EMBRYO DEFECTIVE 1579); binding"	AT2G03150.1	CHR06V5|COORD:21616123..21613169|protein EMB1579, putative, expressed	LOC_Os06g36710.1	"no descriptionweakly similar to ( 120)AT2G03150| Symbols: EMB1579 | EMB1579 (EMBRYO DEFECTIVE 1579); binding | chr2:952310-959001 FORWARDnot assigned not assigned DUF1777"	signalling.G-proteins	30_5

CUST_99687_PI403524517	2	0.28859615	0.20598412	0.029471397	-0.20260906	-0.048003197	-0.029471397	35_28456	Rep: 10A19I.3 protein - Oryza sativa (Rice)	UniRef90_Q9XHW3	CHR1V7|COORD:28233073..28236267| integral membrane protein, putative	AT1G75220.1	CHR05V5|COORD:28741093..28736170|protein solute carrier family 2, facilitated glucose transporter member 8, putative, expressed	LOC_Os05g50280.1	 no descriptionmoderately similar to ( 325)AT1G19450| Symbols:  | integral membrane protein, putative / sugar transporter family protein | chr1:6731662-6734624 REVERSEvery weakly similar to (89.7)STC_RICCOSugar carrier protein C - Ricinus communis (Castor bean)not assigned not assigned not assigned not assigned not assigned Sugar_tr xylE MFS_1 ProP PRK11551 AraJ PRK03893 CynX COG2270 PRK12307 	transporter.sugars	34_2

CUST_72085_PI403524517	2	0.029528618	0.3094206	0.013225555	-0.10881996	-0.025624275	-0.013225555	35_20663	"Cluster: Vacuolar protein sorting factor 4B-like; n=3; Oryza sativa (japonica cultivar-group)|Rep: Vacuolar protein sorting factor 4B-like - Oryza sativa (japon"	UniRef90_Q5QMP6	CHR2V7|COORD:14567345..14569774| katanin, putative	AT2G34560.2	CHR01V5|COORD:27993594..27986863|protein katanin p60 ATPase-containing subunit, putative, expressed	LOC_Os01g48270.1	 no descriptionweakly similar to ( 200)AT2G34560| Symbols:  | katanin, putative | chr2:14567345-14569774 FORWARDvery weakly similar to (82.4)CDC48_SOYBNCell division cycle protein 48 homolog - Glycine max (Soybean)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned SpoVK PRK03992 RPT1 HflB AAA COG1223 TT_ORF1 hflB Protamine_P1 	protein.degradation.ubiquitin.proteasom	29_5_11_20

CUST_34095_PI403524517	2	0.18324375	-0.12464905	-0.038597107	0.15117645	0.027022362	-0.027022362	35_9828	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_34636_PI399408534	2	0.109716415	0.38960457	-0.013917923	-0.15900421	-0.038009644	0.013917923	35_23749	"Cluster: Protein kinase domain containing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Protein kinase domain containing protein - Oryza sativa (jap"	UniRef90_Q2QNF5	CHR2|COORD:6150155..6154501| leucine-rich repeat protein kinase, putative, similar to light repressible receptor protein kinase (Arabidopsis thaliana)	AT2G14440.1	CHR12V5|COORD:23311305..23304360|protein senescence-induced receptor-like serine/threonine-protein kinase precursor, putative,	LOC_Os12g37980.1	 no descriptionvery weakly similar to (55.8)AT5G59680| Symbols:  | leucine-rich repeat protein kinase, putative | chr5:24064018-24068027 FORWARD	signalling.receptor kinases.misc	30_2_99

CUST_99214_PI403524517	2	0.020817757	-0.14034176	0.0010900497	0.06365967	-0.05977249	-0.0010900497	35_28319	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_181753_PI403524517	2	0.01815939	0.027076721	-0.041533947	0.1961174	-0.16641903	-0.018159866	35_50533	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_4272_PI399408534	2	-0.7230115	0.24452162	0.30912876	0.1664362	-0.39972496	-0.16643572	35_39931	"Cluster: Putative calreticulin; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative calreticulin - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8LJ85	"CHR1V7|COORD:2668005..2671797| CRT3 (CALRETICULIN 3); calcium ion binding"	AT1G08450.1	CHR01V5|COORD:39261619..39257218|protein calreticulin-3 precursor, putative, expressed	LOC_Os01g67054.1	no descriptionvery weakly similar to (56.2)AT1G09210| Symbols:  | calreticulin 2 (CRT2) | chr1:2973219-2976657 REVERSEvery weakly similar to (57.8)CALR_RICCOCalreticulin precursor - Ricinus communis (Castor bean)not assigned	signalling.calcium	30_3

CUST_40140_PI403524517	2	-0.58518887	-0.54643345	0.13915825	0.11988449	0.05426979	-0.054268837	35_11543	"Cluster: Os07g0597200 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0597200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D4Y3	CHR1V7|COORD:27957960..27961572| leucine-rich repeat transmembrane protein kinase, putative	AT1G74360.1	CHR07V5|COORD:24350232..24346202|protein BRASSINOSTEROID INSENSITIVE 1 precursor, putative, expressed	LOC_Os07g40630.1	no description	not assigned.unknown	35_2

CUST_112804_PI403524517	2	0.12486076	-0.25831604	-0.008072853	0.008072853	0.04492092	-0.11227226	35_32017	"Cluster: Hypothetical protein OJ1174_D05.19; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1174_D05.19 - Oryza sativa (japonica cultiv"	UniRef90_Q5VR39	CHR1V7|COORD:16816094..16817173| DNA binding / ligand-dependent nuclear receptor	AT1G44191.1	CHR01V5|COORD:4273135..4269599|protein expressed protein	LOC_Os01g08580.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07003 Atrophin-1 Extensin_2 TT_ORF1 DUF1421 Tymo_45kd_70kd PRK07764 FAP Drf_FH1 Protamine_P1	not assigned.unknown	35_2

CUST_60225_PI403524517	2	0.07886219	0.192873	0.12278366	-0.13731527	-0.07886219	-0.39579964	35_17167	"Cluster: ESTs AU075439; n=1; Oryza sativa (japonica cultivar-group)|Rep: ESTs AU075439 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q9FYQ0	"CHR2V7|COORD:15599768..15600805| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G40935.1); similar to Uncharacterized Cys-rich domain [Medicago"	AT2G37110.1	CHR01V5|COORD:3041285..3044021|protein SAT5, putative, expressed	LOC_Os01g06460.1	"no descriptionmoderately similar to ( 296)AT2G37110| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G40935.1); similar to Uncharacterized Cys-rich domain [Medicago truncatula] (GB:ABE78316.1); contains InterPro domain Protein of unknown function Cys-rich; (InterPro:IPR006461) | chr2:15599768-15600805 FORWARDnot assigned not assigned not assigned not assigned PLAC8"	not assigned.unknown	35_2

CUST_69487_PI403524517	2	-0.04412651	0.23654938	-0.0956974	-0.030834198	0.12388134	0.030835152	35_19883	"Cluster: Hypothetical protein P0708H12.23; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0708H12.23 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6H6A5	CHR4V7|COORD:15763467..15765044| similar to Unknown protein [Medicago truncatula] (GB:ABE84119.1)	AT4G32680.1	CHR02V5|COORD:26692687..26695432|protein expressed protein	LOC_Os02g44132.1	no descriptionvery weakly similar to (78.2)AT4G32680| Symbols:  | similar to Unknown protein [Medicago truncatula] (GB:ABE84119.1) | chr4:15763467-15765044 REVERSE	not assigned.unknown	35_2

CUST_82892_PI403524517	2	-0.024630547	0.2392435	0.062167168	-0.08430672	-0.03204918	0.0246315	35_23770	"Cluster: Hypothetical protein B1130G10.19; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1130G10.19 - Oryza sativa (japonica cultivar-g"	UniRef90_Q75II3	"CHR5V7|COORD:4552171..4552903| similar to Os05g0517800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001056054.1); similar to Os03g0733000 [Oryza"	AT5G14105.1	CHR05V5|COORD:25579808..25582359|protein expressed protein	LOC_Os05g44160.1	"no descriptionvery weakly similar to (68.2)AT5G14105| Symbols:  | similar to Os05g0517800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001056054.1); similar to Os03g0733000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001051172.1) | chr5:4552171-4552903 REVERSE"	not assigned.unknown	35_2

CUST_78347_PI403524517	2	0.12086964	0.4513626	0.1181488	-0.1649456	-0.50215054	-0.1181488	35_22461	"Cluster: Os09g0500200 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0500200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J0S8	CHR4V7|COORD:13539723..13542047| NADH:ubiquinone oxidoreductase family protein	AT4G26965.1	CHR09V5|COORD:19360585..19357507|protein oxidoreductase, putative, expressed	LOC_Os09g32430.1	no descriptionweakly similar to ( 112)AT4G26965| Symbols:  | oxidoreductase | chr4:13539838-13542047 FORWARDnot assigned not assigned PRK08183 FAP	mitochondrial electron transport / ATP synthesis.NADH-DH.localisation not clear	9_1_2

CUST_10568_PI404877155	2	-0.008043289	-0.072003365	0.007712364	-0.007713318	0.060629845	0.124539375	Contig4268_s_at	putative succinyl-CoA ligase alpha subunit [Oryza sativa (japonica cultivar-group)]	BAC83073.1	succinyl-CoA ligase (GDP-forming) alpha-chain, mitochondrial, putative / succinyl-CoA synthetase, alpha chain, p	At5g23250.1	protein succinyl-CoA ligase alpha subunit	Os07g38970	putative succinyl-CoA ligase alpha subunit	TCA / org. transformation.TCA.succinyl-CoA ligase	8_1_06

CUST_85425_PI403524517	2	0.14043999	0.4940977	-0.013856888	-0.18699265	-0.26581192	0.0138578415	35_24472	Rep: SMC6 protein - Oryza sativa (Rice)	UniRef90_Q8GU52	CHR5V7|COORD:2422840..2429913| structural maintenance of chromosomes (SMC) family protein	AT5G07660.1	0	0	no descriptionmoderately similar to ( 261)AT5G07660| Symbols:  | structural maintenance of chromosomes (SMC) family protein | chr5:2422840-2429913 FORWARDnot assigned not assigned not assigned Smc	cell.division	31_2

CUST_627_PI403524517	2	0.11477947	-0.9740114	-0.16954994	0.00518322	-0.0051841736	0.08425903	35_164	"Cluster: Putative BRI1-KD interacting protein 112; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative BRI1-KD interacting protein 112 - Oryza sativa (jap"	UniRef90_Q5JKH1	CHR5V7|COORD:25462031..25465160| GTP binding / RNA binding	AT5G63550.1	CHR01V5|COORD:40827996..40834639|protein dek protein, putative, expressed	LOC_Os01g70020.1	no descriptionmoderately similar to ( 252)AT3G48710| Symbols:  | GTP binding / RNA binding | chr3:18052009-18054980 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DEK_C HPC2 infB TFIIF_alpha CDC27 Caldesmon MDN1 Utp14 DUF612 TolA	not assigned.unknown	35_2

CUST_10256_PI403524517	2	0.3277912	-0.34836245	0.05538416	-0.05538416	0.13887596	-0.17140532	35_2892	Rep: Invertase - Oryza sativa (indica cultivar-group)	UniRef90_Q84XG8	CHR1V7|COORD:21196258..21198613| beta-fructofuranosidase, putative / invertase, putative / saccharase, putative / beta-fructosidase, putative	AT1G56560.1	CHR01V5|COORD:12852709..12856745|protein beta-fructofuranosidase, putative, expressed	LOC_Os01g22900.1	 no descriptionhighly similar to ( 825)AT1G56560| Symbols:  | beta-fructofuranosidase, putative / invertase, putative / saccharase, putative / beta-fructosidase, putative | chr1:21196258-21198613 FORWARDInvertase_neut 	major CHO metabolism.degradation.sucrose.invertases.neutral	2_2_1_3_1

CUST_153404_PI403524517	2	0.03692484	-0.023195744	0.023195744	0.14365292	-0.3863206	-0.20804691	35_42875	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_69903_PI403524517	2	0.02336216	0.5480995	-0.023363113	-0.16263008	0.09334469	-0.041399002	35_20001	"Cluster: Os08g0266300 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os08g0266300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J6U8	"CHR1V7|COORD:5514388..5515755| similar to unnamed protein product [Ostreococcus tauri] (GB:CAL54676.1); similar to Os08g0266300 [Oryza sativa (japonica"	AT1G16080.1	CHR08V5|COORD:10132247..10135382|protein expressed protein	LOC_Os08g16570.1	"no descriptionmoderately similar to ( 224)AT1G16080| Symbols:  | similar to unnamed protein product [Ostreococcus tauri] (GB:CAL54676.1); similar to Os08g0266300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001061403.1) | chr1:5514388-5515755 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07003 PRK07764 Atrophin-1 Tymo_45kd_70kd HPC2 TT_ORF1"	not assigned.unknown	35_2

CUST_39442_PI403524517	2	0.0327816	0.42127228	-0.0327816	-0.34785366	0.054760933	-0.13402557	35_11345	"Cluster: Hypothetical protein OSJNBa0022O02.23; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0022O02.23 - Oryza sativa (japonica"	UniRef90_Q69SM9	CHR5V7|COORD:22556601..22560368| GTP binding / RNA binding	AT5G55660.1	CHR06V5|COORD:14389245..14385816|protein expressed protein	LOC_Os06g24540.1	no description	not assigned.unknown	35_2

CUST_114725_PI403524517	2	0.4274397	1.1482382	0.04399109	-0.043991566	-0.47405577	-0.20346737	35_32559	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_140005_PI403524517	2	0.18690968	-0.7810893	0.07490015	0.29670143	-0.07490063	-0.31860924	35_39261	"Cluster: Retrotransposon protein, putative, unclassified; n=1; Oryza sativa (japonica cultivar-group)|Rep: Retrotransposon protein, putative, unclassified - Ory"	UniRef90_Q7XEK0		0	CHR10V5|COORD:14396428..14401263|protein retrotransposon protein, putative, unclassified	LOC_Os10g28310.1	no description	not assigned.unknown	35_2

CUST_66114_PI403524517	2	0.03153038	0.18560219	-0.03153038	-0.03964424	-0.078354836	0.056962013	35_18881	"Cluster: HSF-type DNA-binding domain containing protein, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: HSF-type DNA-binding domain containing prot"	UniRef90_Q10PR4	"CHR5V7|COORD:5530449..5532500| HSF3 (HEAT SHOCK FACTOR 3); DNA binding / transcription factor"	AT5G16820.2	CHR03V5|COORD:6516684..6520514|protein heat shock factor protein HSF8, putative, expressed	LOC_Os03g12370.1	" no descriptionmoderately similar to ( 201)AT5G16820| Symbols: HSFA1B, ATHSFA1B, HSF3 | HSF3 (HEAT SHOCK FACTOR 3); DNA binding / transcription factor | chr5:5530449-5532500 FORWARDnot assigned HSF_DNA-bind HSF HSF1 "	stress.abiotic.heat	20_2_1

CUST_12641_PI399408534	2	0.062113762	0.347867	-0.055524826	-0.07564449	0.055524826	-0.07822418	35_7042	"Cluster: Major intrinsic protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Major intrinsic protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q67U57	CHR5V7|COORD:6947945..6951762| ATBRXL4/BRX-LIKE4 (BREVIS RADIX-LIKE 4)	AT5G20540.1	CHR09V5|COORD:16554670..16556678|protein expressed protein	LOC_Os09g27230.1	 no descriptionmoderately similar to ( 223)AT5G20540| Symbols: ATBRXL4, BRX-LIKE4 | ATBRXL4/BRX-LIKE4 (BREVIS RADIX-LIKE 4) | chr5:6947945-6951762 FORWARDDZC 	RNA.regulation of transcription.unclassified	27_3_99

CUST_57836_PI403524517	2	0.04664898	-0.18997765	-0.046648026	0.048262596	0.13842964	-0.08046532	35_16489	"Cluster: Putative proteasome regulatory non-ATPase subunit; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative proteasome regulatory non-ATPase subunit -"	UniRef90_Q851Y6	CHR5V7|COORD:3089463..3092435| EMB2107 (EMBRYO DEFECTIVE 2107)	AT5G09900.2	CHR03V5|COORD:35776941..35772907|protein 26S proteasome non-ATPase regulatory subunit 12, putative, expressed	LOC_Os03g63430.1	no descriptionhighly similar to ( 702)AT5G09900| Symbols: EMB2107 | EMB2107 (EMBRYO DEFECTIVE 2107) | chr5:3089463-3092435 REVERSEnot assigned not assigned RPN5 PCI PINT	protein.degradation.ubiquitin.proteasom	29_5_11_20

CUST_106539_PI403524517	2	0.44657755	-0.030538082	0.0932045	-0.04247427	0.030538082	-0.2570958	35_30321	"Cluster: Putative heat shock factor; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative heat shock factor - Oryza sativa (japonica cultivar-group)"	UniRef90_Q67TP9		0	CHR09V5|COORD:17220425..17227960|protein heat shock factor protein 4, putative, expressed	LOC_Os09g28354.1	no description	not assigned.unknown	35_2

CUST_94408_PI403524517	2	0.19369125	0.59945774	-0.20345116	0.04876709	-0.048766136	-0.057115555	35_26986	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_31714_PI403524517	2	-0.2789774	0.10059452	0.33227348	-0.07601738	0.076016426	-0.29635334	35_9150	"Cluster: Phosphomethylpyrimidine kinase/thiamin-phosphate pyrophosphorylase; n=1; Zea mays|Rep: Phosphomethylpyrimidine kinase/thiamin-phosphate"	UniRef90_Q2UVH9	"CHR1V7|COORD:8122373..8124897| TH1 (THIAMINE REQUIRING 1); phosphomethylpyrimidine kinase/ thiamin-phosphate diphosphorylase"	AT1G22940.1	CHR12V5|COORD:4705832..4710310|protein phosphomethylpyrimidine kinase/thiamin-phosphate pyrophosphorylase, putative, expressed	LOC_Os12g09000.1	" no descriptionmoderately similar to ( 381)AT1G22940| Symbols: TH-1, TH1 | TH1 (THIAMINE REQUIRING 1); phosphomethylpyrimidine kinase/ thiamin-phosphate diphosphorylase | chr1:8122373-8124897 FORWARDnot assigned not assigned PRK06427 ThiD HMPP_kinase Phos_pyr_kin PRK08573 PRK09517 PRK12412 PRK12413 PRK12616 pyridoxal_pyridoxamine_kinase PdxK PRK07105 YXKO-related PRK05756 COG0063 ribokinase FruK_PfkB_like PfkB ribokinase_pfkB_like "	Co-factor and vitamine metabolism	18

CUST_10489_PI399408534	2	-0.06498623	0.604023	0.029801369	-0.23938274	-0.029800415	0.11351013	35_17922	"Cluster: Putative methyl-binding domain (MBD108) protein; n=1; Brachypodium sylvaticum|Rep: Putative methyl-binding domain (MBD108) protein - Brachypodium sylva"	UniRef90_Q2L3B2	"CHR5|COORD:13540710..13542990| methyl-CpG-binding domain-containing protein, similar to methyl-CpG binding protein MBD4 (Mus musculus) GI:3800807; contains Pfam"	AT5G35330.2	CHR09V5|COORD:19155470..19150058|protein methyl-binding domain protein MBD111, putative, expressed	LOC_Os09g32090.2	" no descriptionweakly similar to ( 149)AT5G35330| Symbols: MBD2, MBD02 | MBD02 (methyl-CpG-binding domain 2); DNA binding | chr5:13540955-13542500 REVERSEnot assigned MeCP2_MBD MBD MBD MBD "	RNA.regulation of transcription.Methyl binding domain proteins	27_3_59

CUST_30930_PI403524517	2	0.0698967	0.34119034	0.005466461	-0.090898514	-0.15528584	-0.005466461	35_8925	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_102399_PI403524517	2	0.07888794	0.23598862	-0.021735191	-0.06941795	-0.27380943	0.021734238	35_29213	"Cluster: Receptor-like protein kinase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Receptor-like protein kinase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53JL7	CHR5V7|COORD:19621810..19623758| leucine-rich repeat family protein / protein kinase family protein	AT5G48380.1	CHR11V5|COORD:8091330..8095056|protein brassinosteroid LRR receptor kinase precursor, putative, expressed	LOC_Os11g14420.1	no descriptionweakly similar to ( 134)AT5G48380| Symbols:  | leucine-rich repeat family protein / protein kinase family protein | chr5:19621810-19623758 REVERSEvery weakly similar to (60.1)PSKR_DAUCAPhytosulfokine receptor precursor - Daucus carota (Carrot)	stress.biotic	20_1

CUST_107838_PI403524517	2	0.005051613	0.22124815	0.33031464	-0.6291461	-0.005051136	-0.79493237	35_30685	Rep: 40S ribosomal protein S2 - Leishmania amazonensis	UniRef90_O43992	"CHR1V7|COORD:21692780..21693750| XW6; structural constituent of ribosome"	AT1G58380.1	CHR03V5|COORD:33707952..33709856|protein 40S ribosomal protein S2, putative, expressed	LOC_Os03g59310.1	no descriptionweakly similar to ( 172)AT3G57490| Symbols:  | 40S ribosomal protein S2 (RPS2D) | chr3:21290801-21291864 REVERSEnot assigned rps5p Ribosomal_S5 RpsE rpsE	protein.synthesis.misc ribososomal protein	29_2_2

CUST_52437_PI403524517	2	-0.04907894	0.09056473	0.028440475	-0.003129959	-0.0880146	0.0031290054	35_14942	"Cluster: Putative cytochrome b5; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative cytochrome b5 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q94DH6	"CHR2V7|COORD:13884090..13885524| B5 #4 (cytochrome b5 family protein #4); heme binding / transition metal ion binding"	AT2G32720.1	CHR01V5|COORD:43185617..43187370|protein cytochrome b5, putative, expressed	LOC_Os01g73990.1	"no descriptionmoderately similar to ( 221)AT2G32720| Symbols: B5 #4 | B5 #4 (cytochrome b5 family protein #4); heme binding / transition metal ion binding | chr2:13884090-13885524 REVERSEmoderately similar to ( 244)CYB5_ORYSAnot assigned not assigned not assigned not assigned Cyt-b5 CYB5"	N-metabolism.nitrate metabolism.NR	12_1_1

CUST_59013_PI403524517	2	0.119582176	-0.4304428	0.02971077	-0.044610023	0.014789581	-0.014789581	35_16834	"Cluster: Asparagine synthetase [glutamine-hydrolyzing]; n=2; Oryza sativa|Rep: Asparagine synthetase [glutamine-hydrolyzing] - Oryza sativa (Rice)"	UniRef90_Q43011	"CHR5V7|COORD:25986450..25989504| ASN2 (ASPARAGINE SYNTHETASE 2); asparagine synthase (glutamine-hydrolyzing)"	AT5G65010.1	CHR06V5|COORD:8764754..8757770|protein asparagine synthetase, putative, expressed	LOC_Os06g15420.1	"no descriptionhighly similar to ( 844)AT5G65010| Symbols: ASN2 | ASN2 (ASPARAGINE SYNTHETASE 2); asparagine synthase (glutamine-hydrolyzing) | chr5:25986450-25989504 FORWARDhighly similar to ( 930)ASNS_ORYSAnot assigned not assigned asnB AsnB Asn_Synthase_B_C Asn_synthase AsnB Gn_AT_II GlmS GFAT GATase_2 Wali7 PurF PRK00331 GPATase_N PRK09123"	amino acid metabolism.synthesis.aspartate family.asparagine	13_1_3_1

CUST_102794_PI403524517	2	-0.06434202	0.041978836	0.028951645	-0.028951645	-0.041796684	0.12929678	35_29316	Rep: Endoglucanase 4 precursor - Oryza sativa (Rice)	UniRef90_Q6Z715	CHR4V7|COORD:1002654..1005125| glycosyl hydrolase family 9 protein	AT4G02290.1	CHR02V5|COORD:1237099..1240202|protein endoglucanase 1 precursor, putative, expressed	LOC_Os02g03120.1	no descriptionweakly similar to ( 171)AT4G02290| Symbols:  | glycosyl hydrolase family 9 protein | chr4:1002654-1005125 REVERSEmoderately similar to ( 221)GUN4_ORYSAGlyco_hydro_9	cell wall.degradation.cellulases and beta -1,4-glucanases	10_6_1

CUST_35790_PI403524517	2	0.17218876	-0.1170578	-0.11985779	-0.008826256	0.08618927	0.0088272095	35_10320	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_5730_PI399408534	2	0.44387913	0.12513399	-0.06364918	0.04958439	-0.06883478	-0.04958439	35_247	Rep: OSIGBa0152K17.16 protein - Oryza sativa (Rice)	UniRef90_Q01J71	"CHR5|COORD:26770748..26774462| zeaxanthin epoxidase (ZEP) (ABA1), identical to GI:9857296 AtABA1; controls Pfam profiles PF01360: Monooxygenase and PF00498: FHA"	AT5G67030.2	CHR04V5|COORD:22150569..22157739|protein zeaxanthin epoxidase, chloroplast precursor, putative, expressed	LOC_Os04g37619.2	" no descriptionmoderately similar to ( 369)AT5G67030| Symbols: LOS6, NPQ2, ATABA1, ZEP, IBS3, ATZEP, ABA1 | ABA1 (ABA DEFICIENT 1); zeaxanthin epoxidase | chr5:26771252-26774316 REVERSEmoderately similar to ( 352)ABA2_NICPLZeaxanthin epoxidase, chloroplast precursor - Nicotiana plumbaginifolia (Leadwort-leaved tobacco)not assigned not assigned not assigned not assigned UbiH PRK06847 PRK08163 PRK07236 PRK06753 PRK07538 FixC PRK06475 PRK06184 FAD_binding_3 PRK09126 PRK07608 "	hormone metabolism.abscisic acid.synthesis-degradation.synthesis.zeaxanthin epoxidase	17_1_1_1_1

CUST_19632_PI399408534	2	0.2607546	-0.1090641	-0.14568233	-0.004652977	0.16180134	0.0046520233	35_24770	"Cluster: Os05g0515400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0515400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DGS1	"CHR2V7|COORD:14332520..14335689| ETT (ETTIN); transcription factor"	AT2G33860.1	CHR05V5|COORD:25472644..25478560|protein auxin response factor 4, putative, expressed	LOC_Os05g43920.1	" no descriptionvery weakly similar to (93.6)AT2G33860| Symbols: ARF3, ETT | ETT (ETTIN); transcription factor | chr2:14332520-14335689 REVERSE"	RNA.regulation of transcription.ARF, Auxin Response Factor family	27_3_4

CUST_73504_PI403524517	2	0.113241196	-0.11534119	0.015155792	-0.022759438	-0.015156746	0.09667206	35_21079	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10Q16	"CHR3V7|COORD:11285632..11286639| similar to dentin sialophosphoprotein-related [Arabidopsis thaliana] (TAIR:AT5G07980.1); similar to Os10g0316400 [Oryza"	AT3G29385.1	CHR03V5|COORD:5886818..5896168|protein expressed protein	LOC_Os03g11460.1	"no descriptionvery weakly similar to (59.7)AT3G29385| Symbols:  | similar to dentin sialophosphoprotein-related [Arabidopsis thaliana] (TAIR:AT5G07980.1); similar to Os10g0316400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001064330.1); similar to Os03g0756700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001051318.1); similar to Os03g0213300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001049361.1) | chr3:11285632-11286639 REVERSE"	not assigned.unknown	35_2

CUST_1454_PI403524517	2	0.0	-0.3462324	-0.12171173	0.032497406	0.0	0.0792675	35_384	"Cluster: Phosphoglycerate kinase, cytosolic; n=11; Poaceae|Rep: Phosphoglycerate kinase, cytosolic - Triticum aestivum (Wheat)"	UniRef90_P12783	CHR1V7|COORD:29929240..29931188| PGK (PHOSPHOGLYCERATE KINASE)	AT1G79550.2	CHR06V5|COORD:27678757..27675320|protein phosphoglycerate kinase, cytosolic, putative, expressed	LOC_Os06g45710.1	 no descriptionhighly similar to ( 638)AT1G79550| Symbols: PGK | PGK (PHOSPHOGLYCERATE KINASE) | chr1:29929240-29931188 REVERSEhighly similar to ( 711)PGKY_WHEATPhosphoglycerate kinase, cytosolic - Triticum aestivum (Wheat)not assigned pgk Phosphoglycerate_kinase PGK Pgk 	PS.calvin cyle.phosphoglycerate kinase	1_3_3

CUST_69822_PI403524517	2	0.049562454	-0.10706329	-0.083369255	0.085749626	-0.0495615	0.25339317	35_19977	Rep: Myosin VIII ZMM3 - Zea mays (Maize)	UniRef90_Q9XFK8	"CHR3V7|COORD:6949793..6956742| ATATM (myosin 1); motor"	AT3G19960.1	CHR10V5|COORD:18201466..18210207|protein myosin-2 heavy chain, non muscle, putative, expressed	LOC_Os10g34710.1	"no descriptionmoderately similar to ( 367)AT3G19960| Symbols: ATM1 | ATATM (myosin 1); motor | chr3:6949793-6956742 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned COG5022 MYSc_type_VIII PRK12323 PRK07003"	cell.organisation	31_1

CUST_17346_PI404877155	2	-0.005876541	0.17240047	-0.20023441	-0.118616104	0.05036354	0.005876541	HU05I05u_x_at	0	0	0	0	0	0	sucrose synthase type I	major CHO metabolism.degradation.sucrose.Susy	2_2_1_05

CUST_134960_PI403524517	2	0.14558506	0.21782017	-0.029408455	-0.2123599	-0.277215	0.029407978	35_37863	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_83418_PI403524517	2	0.16224194	-0.25816774	0.07467651	0.019740582	-0.019740582	-0.114472866	35_23919	"Cluster: Os03g0616300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os03g0616300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DQB4	CHR1V7|COORD:18511694..18515779| similar to REV1 (Reversionless 1), damaged DNA binding / magnesium ion binding / nucleotidyltransferase [Arabidopsis thaliana]	AT1G49980.1	CHR03V5|COORD:23289272..23295195|protein polymerase kappa isoform 3, putative, expressed	LOC_Os03g42010.2	" no descriptionmoderately similar to ( 340)AT1G49980| Symbols:  | similar to REV1 (Reversionless 1), damaged DNA binding / magnesium ion binding / nucleotidyltransferase [Arabidopsis thaliana] (TAIR:AT5G44750.1); similar to putative DNA-directed polymerase, having alternative splicing products [Oryza sativa (japonica cultivar-group)] (GB:AAT81653.1); similar to Os03g0616300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001050660.1); contains InterPro domain UMUC-like DNA-repair protein; (InterPro:IPR001126) | chr1:18511694-18515779 FORWARDnot assigned not assigned not assigned Pol_IV_kappa PRK02406 IMS DinP Pol_eta PRK02794 Pol_Y PRK03348 Pol_zeta PRK03858 PRK01810 Pol_iota PRK03352 PRK01216 Pol_V PRK03103 umuC "	DNA.repair	28_2

CUST_2676_PI403524517	2	0.100972176	-0.17185879	0.03949356	-0.03949356	0.21322918	-0.092656136	35_729	"Cluster: Putative ketol-acid reductoisomerase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ketol-acid reductoisomerase - Oryza sativa (japonica"	UniRef90_Q65XK0	CHR3V7|COORD:21682538..21685616| ketol-acid reductoisomerase	AT3G58610.1	CHR05V5|COORD:28499343..28495922|protein ketol-acid reductoisomerase, chloroplast precursor, putative, expressed	LOC_Os05g49800.1	 no descriptionmoderately similar to ( 241)AT3G58610| Symbols:  | ketol-acid reductoisomerase | chr3:21682538-21685616 FORWARDmoderately similar to ( 247)ILV5_PEAKetol-acid reductoisomerase, chloroplast precursor - Pisum sativum (Garden pea)IlvC PRK05479 IlvC 	amino acid metabolism.synthesis.branched chain group.common	13_1_4_1

CUST_10580_PI403524517	2	0.2553544	0.12418699	0.03361559	-0.25330448	-0.5518365	-0.03361559	35_2983	"Cluster: Adapter-related protein complex 1 beta 1 subunit, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Adapter-related protein"	UniRef90_Q10LA0	CHR4V7|COORD:6920603..6925439| beta-adaptin, putative	AT4G11380.1	CHR03V5|COORD:13571924..13565574|protein AP-1 complex subunit beta-1, expressed	LOC_Os03g23950.1	 no descriptionmoderately similar to ( 357)AT4G11380| Symbols:  | beta-adaptin, putative | chr4:6920603-6925439 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned Adaptin_N COG5096 	cell. vesicle transport	31_4

CUST_147664_PI403524517	2	0.11138344	0.8440399	0.38547564	-0.5025506	-0.11138296	-0.27893496	35_41318	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_90370_PI403524517	2	0.14687634	0.047327995	-0.047327995	-0.15326309	0.20625687	-0.37304354	35_25847	Rep: HV80H14.15B - Hordeum vulgare (Barley)	UniRef90_Q8LLB5	0	0	CHR08V5|COORD:792398..791835|protein hypothetical protein	LOC_Os08g02260.1	no description	not assigned.unknown	35_2

CUST_16205_PI403524517	2	0.023760796	0.5821457	-0.02671051	-0.02376175	-0.16782475	0.13741684	35_4673	"Cluster: Hypothetical protein OSJNBa0095J22.4; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0095J22.4 - Oryza sativa (japonica cu"	UniRef90_Q5KQI6	"CHR1V7|COORD:11534831..11536269| ATNSI (NUCLEAR SHUTTLE INTERACTING); N-acetyltransferase"	AT1G32070.2	CHR05V5|COORD:23559560..23563730|protein expressed protein	LOC_Os05g40260.1	no descriptionmoderately similar to ( 251)AT1G32070| Symbols: ATNSI | ATNSI (NUCLEAR SHUTTLE INTERACTING) | chr1:11534831-11536269 REVERSEAcetyltransf_1	misc.GCN5-related N-acetyltransferase	26_24

CUST_114593_PI403524517	2	0.12898111	0.07772398	-0.07772398	0.19364262	-0.40917826	-0.14473343	35_32523	"Cluster: Putative trehalose-6-phosphate synthase/phosphatase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative trehalose-6-phosphate synthase/phosphata"	UniRef90_Q5JNJ1		0	CHR01V5|COORD:31704393..31700255|protein trehalose synthase, putative, expressed	LOC_Os01g54560.3	no description	not assigned.unknown	35_2

CUST_286_PI399408534	2	0.009725571	0.045553207	-0.009725571	-0.009725571	-0.060157776	0.056238174	35_481	"Cluster: Calmodulin-binding protein-like; n=3; Oryza sativa (japonica cultivar-group)|Rep: Calmodulin-binding protein-like - Oryza sativa (japonica cultivar-gro"	UniRef90_Q5VS79	"CHR5V7|COORD:25069603..25071396| ATBAG7 (ARABIDOPSIS THALIANA BCL-2-ASSOCIATED ATHANOGENE 7); calmodulin binding"	AT5G62390.1	CHR06V5|COORD:307754..304994|protein IQ calmodulin-binding motif family protein, expressed	LOC_Os06g01500.1	"no descriptionweakly similar to ( 180)AT5G62390| Symbols: ATBAG7 | ATBAG7 (ARABIDOPSIS THALIANA BCL-2-ASSOCIATED ATHANOGENE 7); calmodulin binding | chr5:25069603-25071396 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Extensin_2 Atrophin-1 Tymo_45kd_70kd Herpes_BLLF1 HPC2 APC_basic PRK07003 PRK12323 AF-4 DUF1421 PRK07764 DUF1509 PRK05648 DUF566 Pneumo_att_G Drf_FH1 KAR9 PRK12678 infB GRASP55_65 CTF_NFI Syndecan PRK09169 DUF605 IER PRK10819 Herpes_TAF50 PRK08853 PRK12495 Herpes_UL32 Gag_spuma PRK00708 STOP PRK10856 Treacle ARG80"	signalling.calcium	30_3

CUST_9195_PI404877155	2	-0.39095116	-0.32061768	0.33827972	0.29879475	0.61354923	-0.2987938	Contig2996_at	putative amino acid transport protein [Oryza sativa (japonica cultivar-group)]	BAB90366.1	amino acid carrier, putative / amino acid permease, putative	At1g77380.1	protein Transmembrane amino acid transporter protein	Os12g08090	amino acid transport protein AAP1	transport.amino acids	34_3

CUST_123265_PI403524517	2	0.030519009	0.112175465	-0.24137306	-0.123868465	0.1397438	-0.030519009	35_34764	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_74114_PI403524517	2	0.007911682	-0.111447334	-0.007911682	-0.027680397	0.042063713	0.06542778	35_21255	Rep: CENP-C - Triticum aestivum (Wheat)	UniRef90_Q66LG7	"CHR1V7|COORD:5381225..5385052| similar to CENP-C [Medicago truncatula] (GB:AAU04617.1); contains domain CENTROMERE PROTEIN C (PTHR16684); contains domain"	AT1G15660.1	CHR01V5|COORD:24886177..24895511|protein CENP-C1, putative, expressed	LOC_Os01g43050.1	"no descriptionvery weakly similar to (77.8)AT1G15660| Symbols:  | similar to CENP-C [Medicago truncatula] (GB:AAU04617.1); contains domain CENTROMERE PROTEIN C (PTHR16684); contains domain YrdC/RibB (SSF55821); contains domain gb def: CENP-C (Fragment) (PTHR16684:SF3) | chr1:5381225-5385052 FORWARD"	not assigned.no ontology	35_1

CUST_83967_PI403524517	2	0.10188675	-0.10672188	-0.039320946	-0.001039505	0.038030624	0.0010404587	35_24067	"Cluster: Os01g0754000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0754000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JJ88	CHR2V7|COORD:8872303..8873674| NFD6 (NUCLEAR FUSION DEFECTIVE 6)	AT2G20585.2	CHR01V5|COORD:31962439..31965265|protein expressed protein	LOC_Os01g55020.5	no descriptionPRK05648	not assigned.unknown	35_2

CUST_62145_PI403524517	2	0.06256199	0.003230095	-0.037882805	-0.02539444	-0.003230095	0.015743256	35_17724	Rep: OSJNBa0014K14.10 protein - Oryza sativa (Rice)	UniRef90_Q7X6S6	CHR1V7|COORD:30276087..30277323| intracellular transporter	AT1G80500.1	CHR02V5|COORD:24190188..24195562|protein trafficking protein particle complex protein 2, putative, expressed	LOC_Os02g40000.3	no descriptionmoderately similar to ( 229)AT1G80500| Symbols:  | intracellular transporter | chr1:30276087-30277323 FORWARDnot assigned not assigned Sedlin_N TRS20	not assigned.no ontology	35_1

CUST_101968_PI403524517	2	0.6666794	0.21365929	0.058227062	-0.47358036	-0.3413105	-0.058227062	35_29090	Rep: Resistance protein T10rga2-1A - Triticum aestivum (Wheat)	UniRef90_Q6WSR3	CHR3V7|COORD:17224054..17226597| disease resistance protein (CC-NBS class), putative	AT3G46730.1	CHR12V5|COORD:22852781..22848639|protein resistance protein T10rga2-1A, putative	LOC_Os12g37290.1	 no descriptionvery weakly similar to (54.7)AT3G46730| Symbols:  | disease resistance protein (CC-NBS class), putative | chr3:17224054-17226597 REVERSEnot assigned 	stress.biotic	20_1

CUST_16632_PI399408534	2	-0.01706791	-0.24218273	0.014313698	-0.014313698	0.056681633	0.15964413	35_8608	"Cluster: Receptor-like kinase RHG4; n=2; Oryza sativa (japonica cultivar-group)|Rep: Receptor-like kinase RHG4 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53KI1	CHR3V7|COORD:8558339..8561270| leucine-rich repeat family protein / protein kinase family protein	AT3G23750.1	CHR11V5|COORD:14460703..14468151|protein receptor protein kinase TMK1 precursor, putative, expressed	LOC_Os11g26130.1	no descriptionweakly similar to ( 114)AT3G23750| Symbols:  | leucine-rich repeat family protein / protein kinase family protein | chr3:8558339-8561270 FORWARDnot assigned	signalling.receptor kinases.leucine rich repeat IX	30_2_9

CUST_73676_PI403524517	2	0.09054375	-0.2545128	-0.032201767	0.032201767	-0.033581734	0.084012985	35_21128	"Cluster: Putative NADPH-dependent FMN and FAD containing oxidoreductase-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative NADPH-dependent"	UniRef90_Q5JL61	CHR3V7|COORD:453653..457666| flavodoxin family protein	AT3G02280.1	CHR01V5|COORD:30925370..30920282|protein NADPH reductase TAH18, putative, expressed	LOC_Os01g53250.1	no descriptionmoderately similar to ( 453)AT3G02280| Symbols:  | flavodoxin family protein | chr3:453653-457666 FORWARDweakly similar to ( 194)NCPR_CATRONADPH--cytochrome P450 reductase - Catharanthus roseus (Rosy periwinkle) (Madagascar periwinkle)not assigned not assigned CysJ PRK06214 cysJ FAD_binding_1 NAD_binding_1	secondary metabolism.phenylpropanoids	16_2

CUST_67242_PI403524517	2	0.122341156	0.10029888	-0.039661407	-0.0888176	-0.018841743	0.018841743	35_19202	"Cluster: OSJNBa0064G10.23 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0064G10.23 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7FAN9	CHR5V7|COORD:22010791..22014302| WD-40 repeat family protein	AT5G54200.1	CHR04V5|COORD:34430474..34436150|protein signal transducer, putative, expressed	LOC_Os04g58180.1	no descriptionmoderately similar to ( 290)AT5G54200| Symbols:  | WD-40 repeat family protein | chr5:22010791-22014302 REVERSEvery weakly similar to (63.9)GBLP_CHLREGuanine nucleotide-binding protein subunit beta-like protein - Chlamydomonas reinhardtiinot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned WD40 COG2319	not assigned.no ontology	35_1

CUST_115278_PI403524517	2	0.20365047	-0.20252085	0.41484737	0.20252132	-0.3689685	-0.2565527	35_32700	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_78666_PI403524517	2	0.11319542	-0.0254879	-0.16362667	0.043934822	0.025486946	-0.055052757	35_22557	"Cluster: Os01g0783600 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0783600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JIQ9	CHR4V7|COORD:1423685..1424758| ATFH/FH (FRATAXIN HOMOLOG)	AT4G03240.1	CHR01V5|COORD:33532042..33534551|protein frataxin, mitochondrial precursor, putative, expressed	LOC_Os01g57460.1	 no descriptionweakly similar to ( 176)AT4G03240| Symbols: ATFH, FH | ATFH/FH (FRATAXIN HOMOLOG) | chr4:1423685-1424758 REVERSEnot assigned Frataxin CyaY Frataxin_Cyay cyaY cyaY 	not assigned.no ontology	35_1

CUST_91282_PI403524517	2	0.24464893	0.20529461	0.037675858	-0.42872	-0.67796326	-0.037675858	35_26102	"Cluster: Hypothetical protein OSJNBb0060J21.6; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0060J21.6 - Oryza sativa (japonica cu"	UniRef90_Q852L6	0	0	CHR03V5|COORD:32971515..32970055|protein expressed protein	LOC_Os03g58000.1	no description	not assigned.unknown	35_2

CUST_99426_PI403524517	2	0.3063717	0.22441196	0.03149891	-0.14921904	-0.29645538	-0.031499863	35_28383	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_101399_PI403524517	2	0.11007786	0.5602269	0.32807302	-0.11007786	-0.30010605	-0.23715019	35_28937	0	0		0	CHR06V5|COORD:31168515..31160701|protein PHD zinc finger protein, putative, expressed	LOC_Os06g51450.1	no description	not assigned.unknown	35_2

CUST_143185_PI403524517	2	-0.03771305	0.5534673	-0.021938324	0.07002878	0.021938324	-0.27234936	35_40122	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ATM9		0	CHR03V5|COORD:17476818..17469867|protein expressed protein	LOC_Os03g30740.1	no description	not assigned.unknown	35_2

CUST_67175_PI403524517	2	-0.0015087128	-0.2630844	-0.1130476	0.0030460358	0.0015077591	0.11624813	35_19183	Rep: Nuclear transportin - Triticum aestivum (Wheat)	UniRef90_Q2QKB7	CHR5V7|COORD:25140563..25149699| transportin-SR-related	AT5G62600.1	CHR10V5|COORD:17528819..17543487|protein importin-beta N-terminal domain containing protein	LOC_Os10g33770.1	no descriptionmoderately similar to ( 241)AT5G62600| Symbols:  | transportin-SR-related | chr5:25140563-25149699 REVERSEnot assigned	not assigned.no ontology	35_1

CUST_58733_PI403524517	2	-0.0896101	-0.055308342	0.004272461	0.0102005005	-6.599426E-4	6.5898895E-4	35_16755	Rep: ADP-ribosylation factor 3 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_P40940	"CHR2V7|COORD:10569901..10572040| ARF3/ARL1/ATARL1 (ADP-RIBOSYLATION FACTOR 3); protein binding"	AT2G24765.1	CHR08V5|COORD:9075223..9080271|protein ADP-ribosylation factor 3, putative, expressed	LOC_Os08g15040.1	 no descriptionmoderately similar to ( 342)AT2G24765| Symbols: ARF3, ARL1, ATARL1 | ARF3/ARL1/ATARL1 (ADP-RIBOSYLATION FACTOR 3) | chr2:10569901-10571821 FORWARDmoderately similar to ( 234)ARF_VIGUNADP-ribosylation factor - Vigna unguiculata (Cowpea)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Arl1 Arf ARF Arf_Arl Arf6 Arf1_5_like Arl5_Arl8 Arl2 Arl3 ARD1 ARLTS1 Sar1 Arl6 Arl4_Arl7 Arfrp1 Arl10_like SAR Arl9_Arfrp2_like Arl2l1_Arl13_like Ras_like_GTPase COG1100 Rab SR_beta COG2229 Rab5_related Ras Rab36_Rab34 RAB G-alpha SRPRB Rab33B_Rab33A G-alpha G_alpha Rab8_Rab10_Rab13_like Rab18 RJL Rab4 Rab1_Ypt1 Rab19 Rab6 MMR_HSR1 Rab35 RabA_like Rab28 	protein.targeting.secretory pathway.unspecified	29_3_4_99

CUST_179214_PI403524517	2	0.1708951	0.12077904	0.010070324	-0.010070324	-0.09919453	-0.12558413	35_49842	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_19503_PI404877155	2	-0.29489613	-0.931942	-0.0773201	0.07732105	0.35647678	0.09288502	rbags29m11_s_at	P0034A04.2 [Oryza sativa (japonica cultivar-group)]	NP_910438.1	expressed protein	At5g01740.1	protein wound-induced protein WI12	Os03g18770	0.2_HMGI_Y T01851	stress.abiotic.touch/wounding	20_2_4

CUST_150277_PI403524517	2	0.4805398	0.10908413	0.02435112	-0.02435112	-0.30899334	-0.031982422	35_42040	Rep: OSIGBa0102D10.3 protein - Oryza sativa (Rice)	UniRef90_Q01IZ0	CHR3V7|COORD:3827022..3834152| kinesin motor protein-related	AT3G12020.1	CHR02V5|COORD:32734631..32725320|protein ATP binding protein, putative, expressed	LOC_Os02g53520.1	no descriptionmoderately similar to ( 254)AT3G12020| Symbols:  | kinesin motor protein-related | chr3:3827022-3834152 FORWARDvery weakly similar to (95.1)FLA10_CHLREKinesin-like protein FLA10 - Chlamydomonas reinhardtiinot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned KISc_CENP_E Kinesin KISc KIP1 KISc_KHC_KIF5 KISc_BimC_Eg5 KISc KISc_KIF3 KISc_KIF4 KISc_KIP3_like KISc_KIF1A_KIF1B KISc_C_terminal KISc_KLP2_like KISc_KIF2_like KISc_KID_like KISc_KIF23_like KISc_KIF9_like Motor_domain	cell.organisation	31_1

CUST_55469_PI403524517	2	0.08431816	-0.17759132	0.09762478	0.0030212402	-0.0030202866	-0.091402054	35_15791	Rep: Adenine phosphoribosyltransferase 1 - Triticum aestivum (Wheat)	UniRef90_Q43199	"CHR1V7|COORD:9532029..9533794| APT1 (ADENINE PHOSPHORIBOSYLTRANSFERASE 1); adenine phosphoribosyltransferase"	AT1G27450.1	CHR12V5|COORD:24606304..24603370|protein adenine phosphoribosyltransferase 1, putative, expressed	LOC_Os12g39860.1	 no descriptionmoderately similar to ( 281)AT1G27450| Symbols: APT, ATAPT1, APRT, APT1 | APT1 (ADENINE PHOSPHORIBOSYLTRANSFERASE 1) | chr1:9532408-9533794 FORWARDmoderately similar to ( 353)APT1_WHEATAdenine phosphoribosyltransferase 1 - Triticum aestivum (Wheat)not assigned PRK02304 Apt PRK12560 Pribosyltran pyrE PRK09219 PyrE PRK09213 PRK07322 PRK08558 PrsA 	nucleotide metabolism.salvage.phosphoribosyltransferases.aprt	23_3_1_1

CUST_135650_PI403524517	2	-0.036596775	0.036596775	-0.10516834	0.123159885	-0.040998936	0.10790825	35_38046	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_170712_PI403524517	2	-0.014210224	0.37961578	-0.041992188	-0.13893795	0.1941905	0.014210224	35_47548	"Cluster: Chromosome 2 SCAF15004, whole genome shotgun sequence; n=1; Tetraodon nigroviridis|Rep: Chromosome 2 SCAF15004, whole genome shotgun sequence - Tetraod"	UniRef90_Q4RQM1	CHR4V7|COORD:10275928..10278502| leucine-rich repeat family protein / extensin family protein	AT4G18670.1	CHR01V5|COORD:554817..550824|protein ATP binding protein, putative, expressed	LOC_Os01g02040.2	no descriptionnot assigned not assigned	not assigned.unknown	35_2

CUST_7853_PI403524517	2	-0.3975277	0.10837746	0.01634407	-0.01634407	-0.31754017	0.057751656	35_2187	Rep: H0815C01.7 protein - Oryza sativa (Rice)	UniRef90_Q01J89	CHR1V7|COORD:7874225..7875485| protein phosphatase 2C, putative / PP2C, putative	AT1G22280.1	CHR04V5|COORD:22321964..22315288|protein protein phosphatase 2C isoform epsilon, putative, expressed	LOC_Os04g37904.3	 no descriptionvery weakly similar to ( 100)AT1G22280| Symbols:  | protein phosphatase 2C, putative / PP2C, putative | chr1:7874225-7875485 FORWARDnot assigned not assigned PP2Cc PP2Cc PP2C 	protein.postranslational modification	29_4

CUST_19174_PI403524517	2	0.028306007	0.13106918	-0.07472515	-0.0951519	-0.028306961	0.068751335	35_5560	"Cluster: Hypothetical protein B1156H12.26; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1156H12.26 - Oryza sativa (japonica cultivar-g"	UniRef90_Q8RYS9	CHR4|COORD:6702766..6704618| F-box family protein, contains Pfam PF00646: F-box domain	AT4G10925.2	CHR01V5|COORD:20922069..20925696|protein F-box domain containing protein, expressed	LOC_Os01g36940.1	no descriptionmoderately similar to ( 290)AT4G10925| Symbols:  | F-box family protein | chr4:6702983-6704279 REVERSE	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_7172_PI399408534	2	0.11609316	0.37093973	0.1310525	-0.11609268	-0.3420515	-0.19515133	35_45241	"Cluster: Pathogenesis-related homeodomain protein; n=1; Arabidopsis thaliana|Rep: Pathogenesis-related homeodomain protein - Arabidopsis thaliana (Mouse-ear cre"	UniRef90_P48785	"CHR4V7|COORD:14648352..14652716| PRHA (PATHOGENESIS RELATED HOMEODOMAIN PROTEIN A); transcription factor"	AT4G29940.1	CHR02V5|COORD:2620367..2626307|protein pathogenesis-related homeodomain protein, putative, expressed	LOC_Os02g05450.1	"no descriptionweakly similar to ( 157)AT4G29940| Symbols: PRHA | PRHA (PATHOGENESIS RELATED HOMEODOMAIN PROTEIN A); transcription factor | chr4:14648352-14652716 REVERSEweakly similar to ( 108)PRH_PETCRPathogenesis-related homeodomain protein - Petroselinum crispum (Parsley) (Petroselinum hortense)not assigned PHD"	RNA.regulation of transcription.HB,Homeobox transcription factor family	27_3_22

CUST_103249_PI403524517	2	0.0736413	0.66512823	-0.016374111	-0.058826923	-0.14949274	0.016374111	35_29441	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_27646_PI403524517	2	0.004108429	-0.004108429	-0.11981583	0.053387165	0.01323843	-0.13791609	35_7996	"Cluster: Hypothetical protein P0413C03.18; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0413C03.18 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5JLC4	"CHR1V7|COORD:24255230..24255717| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G01015.1); similar to conserved hypothetical protein [Medicago"	AT1G65295.1	CHR01V5|COORD:40325940..40324968|protein expressed protein	LOC_Os01g68840.1	"no descriptionweakly similar to ( 120)AT1G65295| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G01015.1); similar to conserved hypothetical protein [Medicago truncatula] (GB:ABD28368.1) | chr1:24255230-24255717 FORWARD"	not assigned.unknown	35_2

CUST_63322_PI403524517	2	-0.616683	-0.61355305	0.15432072	0.21304703	0.42250633	-0.15432072	35_18080	"Cluster: OJ1116_C07.3 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: OJ1116_C07.3 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7F0U2	CHR5V7|COORD:19994068..19994556| hydroxyproline-rich glycoprotein family protein	AT5G49280.1	CHR01V5|COORD:11568088..11569006|protein anther-specific protein SF18 precursor, putative, expressed	LOC_Os01g20780.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07003 PRK12323 Extensin_2 Atrophin-1 Drf_FH1 PRK07764 GRP	not assigned.unknown	35_2

CUST_33189_PI403524517	2	0.21628523	0.059162617	-0.05916214	-0.21868229	0.14731121	-0.13602114	35_9568	"Cluster: Phage head-tail adaptor family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Phage head-tail adaptor family protein, expressed -"	UniRef90_Q10RP1	CHR3V7|COORD:7586106..7590862| transducin family protein / WD-40 repeat family protein	AT3G21540.1	CHR03V5|COORD:2824822..2830793|protein WD-repeat protein 3, putative, expressed	LOC_Os03g05720.1	no descriptionmoderately similar to ( 252)AT3G21540| Symbols:  | transducin family protein / WD-40 repeat family protein | chr3:7586106-7590862 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned WD40 COG2319	development.unspecified	33_99

CUST_1413_PI403524517	2	0.13349724	0.3140068	0.006839752	-0.11581135	-0.17546272	-0.0068387985	35_374	"Cluster: Chloroplast inositol phosphatase-like protein; n=2; Triticum aestivum|Rep: Chloroplast inositol phosphatase-like protein - Triticum aestivum (Wheat)"	UniRef90_Q5XUV3	CHR2V7|COORD:8994864..8996266| PSB29 (THYLAKOID FORMATION1)	AT2G20890.1	CHR07V5|COORD:22321480..22317313|protein chloroplast-localized Ptr ToxA-binding protein1, putative, expressed	LOC_Os07g37250.1	 no descriptionmoderately similar to ( 319)AT2G20890| Symbols: THF1, PSB29 | PSB29 (THYLAKOID FORMATION1) | chr2:8994864-8996266 FORWARDmoderately similar to ( 427)THF1_ORYSA	protein.targeting	29_3

CUST_15812_PI404877155	2	-0.25527382	0.2848959	-0.03654003	0.21114731	-0.07685375	0.036539078	Contig9659_at	putative tubby related protein [Oryza sativa (japonica cultivar-group)] ref|XP_506548.1| PREDICTED P0450A04.117 gene product [Oryza sativa (	NP_910978.1	F-box family protein / tubby family protein	At2g47900.1	protein Tub family, putative	Os03g22800	gi|26340418|dbj|BAC33872.1| unnamed protein product	RNA.regulation of transcription.TUB transcription factor family	27_3_33

CUST_49079_PI403524517	2	-0.052415848	-0.11728287	-0.0037269592	0.0037269592	0.09371567	0.04848671	35_14009	Rep: Histone H2B.4 - Triticum aestivum (Wheat)	UniRef90_Q43215	CHR2V7|COORD:15743910..15744326| histone H2B, putative	AT2G37470.1	CHR01V5|COORD:36341546..36340693|protein histone H2B.4, putative, expressed	LOC_Os01g62230.1	 no descriptionweakly similar to ( 182)AT5G22880| Symbols:  | histone H2B, putative | chr5:7652133-7652570 REVERSEweakly similar to ( 186)H2B4_WHEATHistone H2B.4 - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned H2B Histone Tymo_45kd_70kd TT_ORF1 Protamine_P1 	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_173334_PI403524517	2	0.0017704964	-0.08428669	-0.15104914	-0.0017704964	0.014155388	0.07565355	35_48263	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_73511_PI403524517	2	0.08245468	0.16242504	0.019566536	-0.019566536	-0.19817829	-0.03509426	35_21081	"Cluster: OJ991113_30.14 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OJ991113_30.14 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XUF4	CHR1V7|COORD:25331390..25334628| protein kinase family protein	AT1G67580.1	CHR04V5|COORD:24152700..24158976|protein PITSLRE serine/threonine-protein kinase CDC2L1, putative, expressed	LOC_Os04g41100.5	no descriptionweakly similar to ( 125)AT1G67580| Symbols:  | protein kinase family protein | chr1:25331390-25334628 REVERSEvery weakly similar to (53.5)CDC21_ORYSAnot assigned not assigned not assigned not assigned not assigned S_TKc S_TKc	protein.postranslational modification	29_4

CUST_138704_PI403524517	2	0.35895586	0.5866165	-0.027226925	-0.42915392	0.027226925	-0.2819333	35_38903	"Cluster: Os01g0220200 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0220200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JPJ0	"CHR3V7|COORD:22847389..22849778| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G46420.1); similar to uncharacterized plant-specific domain"	AT3G61700.1	CHR01V5|COORD:6573967..6568843|protein plant-specific domain TIGR01589 family protein, expressed	LOC_Os01g12080.3	" no descriptionweakly similar to ( 179)AT3G61700| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G46420.1); similar to uncharacterized plant-specific domain TIGR01589 family protein [Solanum demissum] (GB:AAU93592.2); contains InterPro domain Conserved hypothetical protein 1589, plant; (InterPro:IPR006476) | chr3:22847389-22849778 FORWARDA_thal_3526 "	not assigned.unknown	35_2

CUST_164181_PI403524517	2	-0.030814648	-0.22810888	0.089254856	0.24372911	-0.007732868	0.007732868	35_45771	Rep: Extensin - Volvox carteri	UniRef90_Q41645	CHR5V7|COORD:2479708..2482639| formin homology 2 domain-containing protein / FH2 domain-containing protein	AT5G07780.1	CHR05V5|COORD:2720693..2726429|protein transposon protein, putative, Mutator sub-class	LOC_Os05g05520.1	no description	not assigned.unknown	35_2

CUST_15613_PI403524517	2	0.3200302	-0.56560993	-0.72167873	0.23254776	-0.21955204	0.219553	35_4505	"Cluster: OSJNBa0086B14.8 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0086B14.8 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XV47	CHR5V7|COORD:3277829..3278236| AGP4 (ARABINOGALACTAN-PROTEIN 4)	AT5G10430.1	CHR04V5|COORD:22233534..22232951|protein expressed protein	LOC_Os04g37770.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07764 PRK12323 PRK05648 DUF1421 PRK07003 Extensin_2 PRK08853 PRK12678 Tymo_45kd_70kd FAP Atrophin-1 DUF1431 DM6 PRK12373 TonB PRK10819 MCPVI tatB Drf_FH1 PRK00708 COG5373 DedD PRK11855 PRK06975 PRK11633 PRK08770 PRK10263 GRASP55_65 PRK11634 DEC-1_N PRK09169 DUF1210 Cytadhesin_P30	not assigned.unknown	35_2

CUST_113169_PI403524517	2	0.017405033	-0.83412886	0.27728558	-0.01740551	0.37261868	-0.4586277	35_32122	"Cluster: Os05g0214700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0214700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DJY1	CHR3V7|COORD:6736388..6738336| late embryogenesis abundant protein-related / LEA protein-related	AT3G19430.1	CHR05V5|COORD:7085977..7090113|protein retrotransposon protein, putative, unclassified	LOC_Os05g12360.1	no description	not assigned.unknown	35_2

CUST_116434_PI403524517	2	-0.27522182	0.35144424	0.17742062	-0.3827343	-0.0018997192	0.0018997192	35_33010	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_104437_PI403524517	2	0.25821972	-0.11944771	-0.29003143	0.23960876	0.11944866	-0.2862835	35_29764	"Cluster: S-adenosylmethionine decarboxylase proenzyme (EC 4.1.1.50) (AdoMetDC) (SamDC) [Contains: S-adenosylmethionine decarboxylase alpha chain; S- adenosylmet"	UniRef90_Q42829	CHR3V7|COORD:9288650..9289699| adenosylmethionine decarboxylase family protein	AT3G25570.1	CHR04V5|COORD:24695954..24699691|protein S-adenosylmethionine decarboxylase proenzyme, putative, expressed	LOC_Os04g42090.5	no descriptionweakly similar to ( 169)AT3G25570| Symbols:  | adenosylmethionine decarboxylase family protein | chr3:9288650-9289699 REVERSEmoderately similar to ( 262)DCAM_ORYSAnot assigned SAM_decarbox	polyamine metabolism.synthesis.SAM decarboxylase	22_1_2

CUST_133140_PI403524517	2	0.30661488	1.0088849	0.19182873	-0.23534966	-0.19182873	-0.2749548	35_37382	0	0	"CHR5V7|COORD:25498857..25500721| SNRK2-5/SNRK2.5/SRK2H (SNF1-RELATED PROTEIN KINASE 2-5, SNF1-RELATED PROTEIN KINASE 2.5); kinase"	AT5G63650.1	CHR04V5|COORD:35125261..35127167|protein serine/threonine-protein kinase SAPK5, putative, expressed	LOC_Os04g59450.2	no description	not assigned.unknown	35_2

CUST_6185_PI403524517	2	0.018633842	-0.42391014	-0.03318596	0.10528469	0.10601807	-0.018633842	35_1714	"Cluster: Dihydrolipoamide dehydrogenase precursor; n=1; Solanum tuberosum|Rep: Dihydrolipoamide dehydrogenase precursor - Solanum tuberosum (Potato)"	UniRef90_Q9FEN7	CHR1|COORD:17720802..17722810| dihydrolipoamide dehydrogenase 1, mitochondrial / lipoamide dehydrogenase 1 (MTLPD1), identical to GB:AAF34795 (gi:12704696) from	AT1G48030.2	CHR05V5|COORD:3504746..3508444|protein dihydrolipoyl dehydrogenase, mitochondrial precursor, putative, expressed	LOC_Os05g06750.1	 no descriptionhighly similar to ( 760)AT1G48030| Symbols:  | dihydrolipoamide dehydrogenase 1, mitochondrial / lipoamide dehydrogenase 1 (MTLPD1) | chr1:17721101-17722810 REVERSEhighly similar to ( 752)DLDH_PEADihydrolipoyl dehydrogenase, mitochondrial precursor - Pisum sativum (Garden pea)not assigned not assigned not assigned not assigned PRK06327 PRK06115 Lpd PRK06467 PRK06416 PRK06292 PRK05976 PRK07818 PRK06370 acoL PRK05249 PRK06116 Pyr_redox_2 PRK07845 PRK07846 PRK07251 PRK08010 Pyr_redox_dim HcaD Pyr_redox TrxB PRK09564 NirB AhpF gltD Ndh PRK04965 PRK11749 PRK09853 PRK12770 GltD GIDA PRK12831 TrkA PRK12771 COG1233 FixC FAD_binding_2 HI0933_like PRK04176 	TCA / org. transformation.TCA.pyruvate DH.E3	8_1_1_3

CUST_100745_PI403524517	2	-0.3546033	0.040618896	1.0471225	-0.6996708	0.27009487	-0.040618896	35_28754	"Cluster: Thiamine biosynthetic enzyme; n=4; Oryza sativa|Rep: Thiamine biosynthetic enzyme - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XXS4	CHR5V7|COORD:22263860..22265117| THI1 (THIAZOLE REQUIRING)	AT5G54770.1	CHR07V5|COORD:20722885..20724404|protein thiazole biosynthetic enzyme 1-1, chloroplast precursor, putative, expressed	LOC_Os07g34570.2	 no descriptionweakly similar to ( 164)AT5G54770| Symbols: TZ, THI1 | THI1 (THIAZOLE REQUIRING) | chr5:22263860-22265117 FORWARDweakly similar to ( 173)THI41_MAIZEThiazole biosynthetic enzyme 1-1, chloroplast precursor - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Thi4 THI4 PRK12323 PRK04176 PRK07764 DUF1421 Atrophin-1 DUF566 HPC2 PRK07003 PRK05648 TT_ORF1 	Co-factor and vitamine metabolism.thiamine	18_2

CUST_67021_PI403524517	2	0.2638998	-0.02359581	0.02359581	0.1629715	-0.22249794	-0.1498518	35_19142	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7G2Z3	CHR4V7|COORD:16372610..16373515| SEP1 (STRESS ENHANCED PROTEIN 1)	AT4G34190.1	CHR10V5|COORD:12927923..12926755|protein expressed protein	LOC_Os10g25570.2	no descriptionvery weakly similar to (60.5)AT4G34190| Symbols: SEP1 | SEP1 (STRESS ENHANCED PROTEIN 1) | chr4:16372610-16373515 REVERSE	stress	20

CUST_8779_PI403524517	2	0.25681162	1.1249032	-0.053246975	0.053246975	-0.5281577	-0.09240532	35_2461	"Cluster: Putative cellular retinaldehyde-binding protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative cellular retinaldehyde-binding protein - Ory"	UniRef90_Q75GU9	CHR1V7|COORD:28218066..28219347| transporter	AT1G75170.2	CHR03V5|COORD:29371677..29376000|protein expressed protein	LOC_Os03g51430.2	no descriptionmoderately similar to ( 327)AT1G75170| Symbols:  | transporter | chr1:28218405-28219347 FORWARDnot assigned not assigned SEC14 SEC14 CRAL_TRIO	transport.misc	34_99

CUST_86261_PI403524517	2	-2.9208283	-0.27268982	0.27268934	0.48786068	1.9705954	-1.1052556	35_24705	"Cluster: Putative cinnamate 4-hydroxylase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative cinnamate 4-hydroxylase - Oryza sativa (japonica cultivar-g"	UniRef90_Q6K7B1	CHR2V7|COORD:13000938..13002760| ATC4H (CINNAMATE-4-HYDROXYLASE)	AT2G30490.1	CHR02V5|COORD:15728953..15731064|protein trans-cinnamate 4-monooxygenase, putative, expressed	LOC_Os02g26810.1	 no descriptionweakly similar to ( 182)AT2G30490| Symbols: ATC4H, C4H, CYP73A5 | ATC4H (CINNAMATE-4-HYDROXYLASE) | chr2:13000938-13002760 REVERSEweakly similar to ( 184)TCMO_PEATrans-cinnamate 4-monooxygenase - Pisum sativum (Garden pea)not assigned not assigned not assigned not assigned not assigned p450 CypX 	misc.cytochrome P450	26_10

CUST_63579_PI403524517	2	-9.0789795E-4	-0.10847092	-0.06872177	9.0789795E-4	0.04757023	0.04426384	35_18151	"Cluster: Putative NTGP1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative NTGP1 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5JMS3	CHR5V7|COORD:23515503..23517354| YKT61 (similar to yeast SNARE YKT6 1)	AT5G58060.1	CHR01V5|COORD:42810220..42806516|protein VAMP-like protein YKT62, putative, expressed	LOC_Os01g73300.1	 no descriptionmoderately similar to ( 285)AT5G58060| Symbols: YKT61, ATYKT61, ATGP1 | YKT61 (similar to yeast SNARE YKT6 1) | chr5:23515503-23517354 FORWARDnot assigned not assigned not assigned not assigned SNC1 Synaptobrevin 	cell. vesicle transport	31_4

CUST_166830_PI403524517	2	0.092666626	0.2385912	0.04813814	-0.15255976	-0.15441608	-0.048137665	35_46475	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_74981_PI403524517	2	-1.7815728	0.8327265	0.010214806	0.46934986	-0.010214329	-0.9406452	35_21495	Rep: PST19 - Triticum aestivum (Wheat)	UniRef90_Q9ATQ9	0	0	0	0	no description	not assigned.unknown	35_2

CUST_181590_PI403524517	2	0.09179211	0.033909798	-0.056812286	-0.025324821	-0.055698395	0.025324821	35_50489	"Cluster: Putative NTS2 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative NTS2 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5N7I7		0	CHR01V5|COORD:38626848..38632491|protein non-imprinted in Prader-Willi/Angelman syndrome region protein 1, putative, expressed	LOC_Os01g65986.1	no description	not assigned.unknown	35_2

CUST_6579_PI404877155	2	0.24217606	-0.03262329	0.032624245	-0.19197464	0.11386585	-0.14855671	Contig19586_at	cryptochrome 1b [Hordeum vulgare]	AAL02090.1	cryptochrome 1 apoprotein (CRY1) / flavin-type blue-light photoreceptor (HY4)	At4g08920.1	protein FAD binding domain of DNA photolyase, putative	Os04g37920	"cryptochrome 1 apoprotein (CRY1) / flavin-type blue-light photoreceptor (HY4), contains Pfam PF03441: FAD binding domain of DNA photolyase; member of Pfam PF00875: deoxyribodipyrimidine photolyase superfamily; 99% identical to Cryptochrome 1 apoprotein (B"	signalling.light	30_11

CUST_12890_PI404877155	2	0.16697788	-0.16811943	-0.0071439743	0.0071439743	-0.19836903	0.07526207	Contig6608_at	0	BAD07794.1	ARID/BRIGHT DNA-binding domain-containing protein	At1g76510.1	protein ARID/BRIGHT DNA binding domain, putative	Os06g41730	NONE	RNA.regulation of transcription.AT-rich interaction domain containing transcription factor family	27_3_38

CUST_54189_PI403524517	2	0.0036830902	-0.7503443	0.043614388	-0.02182579	0.13098621	-0.0036830902	35_15426	"Cluster: Os07g0205000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os07g0205000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D7W3	CHR5V7|COORD:8857039..8857852| ubiquinol-cytochrome C reductase complex 14 kDa protein, putative	AT5G25450.1	CHR03V5|COORD:33657461..33659667|protein ubiquinol-cytochrome c reductase complex 14 kDa protein, putative, expressed	LOC_Os03g59220.1	 no descriptionweakly similar to ( 157)AT5G25450| Symbols:  | ubiquinol-cytochrome C reductase complex 14 kDa protein, putative | chr5:8857039-8857852 FORWARDweakly similar to ( 169)UCR6_SOLTUnot assigned UCR_14kD 	mitochondrial electron transport / ATP synthesis.cytochrome c reductase	9_5

CUST_151061_PI403524517	2	0.033646584	0.19598675	-0.29886055	-0.033646584	-0.1267643	0.09311199	35_42250	"Cluster: Hypothetical protein OSJNBa0096I06.23; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0096I06.23 - Oryza sativa (japonica"	UniRef90_Q75LI4		0	CHR03V5|COORD:34997516..34995699|protein hypothetical protein	LOC_Os03g61840.1	no description	not assigned.unknown	35_2

CUST_148991_PI403524517	2	0.16275883	0.26524258	0.06502533	-0.06502533	-0.3328619	-0.113731384	35_41680	"Cluster: Hypothetical protein OJ2056_H01.23; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ2056_H01.23 - Oryza sativa (japonica cultiv"	UniRef90_Q6ZGV3	CHR5V7|COORD:4148219..4149065| MSF1-like family protein	AT5G13070.1	CHR02V5|COORD:29794710..29793596|protein px19-like protein, putative, expressed	LOC_Os02g48670.1	no description	not assigned.unknown	35_2

CUST_8949_PI404877155	2	0.075466156	-0.97787905	-0.022144794	0.29670525	0.022144794	-0.18854809	Contig2761_at	RuBisCO subunit binding-protein alpha subunit, chloroplast precursor (60 kDa chaperonin alpha subunit) (CPN-60 alpha) pir||HHWTBA chaperonin	P08823	RuBisCO subunit binding-protein alpha subunit, chloroplast / 60 kDa chaperonin alpha subunit / CPN-60 alpha	At2g28000.1	protein rubisco subunit binding-protein alpha subunit, chloroplast precursor(60 kda chaperonin a	Os12g17910	NONE	PS.calvin cyle.rubisco interacting	1_03_13

CUST_3373_PI403524517	2	0.036678314	-0.33589935	-0.09913254	0.026816368	-0.026816368	0.06133175	35_923	"Cluster: 26S protease regulatory subunit 4 homolog; n=10; Magnoliophyta|Rep: 26S protease regulatory subunit 4 homolog - Oryza sativa (Rice)"	UniRef90_P46466	"CHR4V7|COORD:14312375..14314392| RPT2A (regulatory particle triple-A 2A); ATPase"	AT4G29040.1	CHR03V5|COORD:10441483..10445279|protein 26S protease regulatory subunit 4, putative, expressed	LOC_Os03g18690.1	"no descriptionhighly similar to ( 711)AT4G29040| Symbols: RPT2A | RPT2A (regulatory particle triple-A 2A); ATPase | chr4:14312375-14314392 FORWARDhighly similar to ( 729)PRS4_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned RPT1 PRK03992 SpoVK HflB AAA hflB COG1223 AAA AAA COG0714 PRK04195"	protein.degradation.ubiquitin.proteasom	29_5_11_20

CUST_18646_PI404877155	2	0.5237589	-0.47139645	-0.8319044	0.8219633	0.47139645	-0.8177538	HVSMEl0025G13f_s_at	Chlorophyll a-b binding protein of LHCII type III, chloroplast precursor (CAB) pir||CDBH3 chlorophyll a/b-binding protein type III precursor	P27523	chlorophyll A-B binding protein / LHCII type III (LHCB3)	At5g54270.1	protein Chlorophyll A-B binding protein, putative	Os07g37550	Chlorophyll A-B binding protein of LHCII type III, chloroplast	PS.lightreaction.photosystem II.LHC-II	1_01_01_01

CUST_113178_PI403524517	2	0.27454948	-0.7304392	-0.24068737	0.2998352	0.24068642	-0.28085518	35_32125	"Cluster: Haloacid dehalogenase-like hydrolase family protein, putative, expressed; n=5; Oryza sativa|Rep: Haloacid dehalogenase-like hydrolase family protein, p"	UniRef90_Q336Q4	CHR2V7|COORD:16201717..16203073| haloacid dehalogenase-like hydrolase family protein	AT2G38740.1	CHR10V5|COORD:22226085..22228326|protein catalytic/ hydrolase, putative, expressed	LOC_Os10g41930.1	no descriptionweakly similar to ( 132)AT2G38740| Symbols:  | haloacid dehalogenase-like hydrolase family protein | chr2:16201717-16203073 REVERSEnot assigned COG0637 Gph	not assigned.no ontology	35_1

CUST_68197_PI403524517	2	-0.0076589584	0.23553467	0.11058617	-0.014052391	-0.08787918	0.0076589584	35_19495	"Cluster: Os01g0666800 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0666800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JKL0	CHR2V7|COORD:15917176..15921268| VCL1 (VACUOLELESS 1)	AT2G38020.1	CHR01V5|COORD:27584229..27593334|protein VCL1, putative, expressed	LOC_Os01g47650.1	 no descriptionmoderately similar to ( 282)AT2G38020| Symbols: MAN, VCL1 | VCL1 (VACUOLELESS 1) | chr2:15917350-15921268 REVERSEnot assigned Vps16_C 	protein.targeting.secretory pathway.vacuole	29_3_4_3

CUST_7870_PI399408534	2	0.084127426	0.37852287	-0.0062179565	-0.12079334	-0.18805504	0.006217003	35_25605	"Cluster: MYB20 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: MYB20 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5NKH8	"CHR5V7|COORD:3680453..3683634| MYB3R-4 (C-MYB-LIKE TRANSCRIPTION FACTOR 3R-4, myb domain protein 3R-4); DNA binding / transcription factor"	AT5G11510.2	CHR02V5|COORD:9848197..9852415|protein myb-like DNA-binding domain containing protein, expressed	LOC_Os02g17190.1	" no descriptionweakly similar to ( 141)AT5G11510| Symbols: AtMYB3R4, MYB3R-4 | MYB3R-4 (C-MYB-LIKE TRANSCRIPTION FACTOR 3R-4, myb domain protein 3R-4); DNA binding / transcription factor | chr5:3680453-3683634 FORWARDvery weakly similar to (79.7)MYB3_HORVUMyb-related protein Hv33 - Hordeum vulgare (Barley)not assigned not assigned not assigned not assigned SANT SANT REB1 Myb_DNA-binding "	RNA.regulation of transcription.MYB domain transcription factor family	27_3_25

CUST_145293_PI403524517	2	0.06585169	0.48561716	0.22221899	-0.1236496	-0.4214859	-0.06585169	35_40683	"Cluster: Putative Ste20-related protein kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Ste20-related protein kinase - Oryza sativa (japonica"	UniRef90_Q9FWD9	CHR4V7|COORD:6609789..6614782| kinase	AT4G10730.1	CHR10V5|COORD:19731226..19740886|protein protein kinase domain containing protein, expressed	LOC_Os10g37480.1	no descriptionmoderately similar to ( 275)AT4G10730| Symbols:  | kinase | chr4:6609789-6614782 REVERSEvery weakly similar to (81.3)M2K1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase KIND SPS1 PTKc Pkinase_Tyr TyrKc PTKc_c-ros PTKc_Src_like	protein.postranslational modification	29_4

CUST_10645_PI399408534	2	-0.124816895	0.19751358	0.03460312	-0.03460312	-0.07288551	0.09965801	35_21152	"Cluster: Type III restriction enzyme, res subunit family protein, expressed; n=4; Oryza sativa (japonica cultivar-group)|Rep: Type III restriction enzyme, res"	UniRef90_Q10HL3	"CHR3V7|COORD:768027..774840| DCL2 (DICER-LIKE 2); ATP-dependent helicase/ ribonuclease III"	AT3G03300.1	CHR03V5|COORD:21470199..21455306|protein type III restriction enzyme, res subunit family protein, expressed	LOC_Os03g38740.1	no descriptionmoderately similar to ( 327)AT3G03300| Symbols: DCL2 | DCL2 (DICER-LIKE 2) | chr3:768027-774532 REVERSEnot assigned not assigned not assigned Rnc rnc RIBOc RIBOc Ribonuclease_3 PRK12371 PRK12372	RNA.processing.ribonucleases	27_1_19

CUST_38513_PI403524517	2	0.21155739	-0.082704544	-0.029417992	-0.04748535	0.105793	0.029417038	35_11082	Rep: OSIGBa0157K09-H0214G12.10 protein - Oryza sativa (Rice)	UniRef90_Q01HE7	CHR5V7|COORD:17706381..17708880| nuclear transport factor 2 (NTF2) family protein / RNA recognition motif (RRM)-containing protein	AT5G43960.1	CHR04V5|COORD:25324228..25330497|protein RNA-binding protein-like, putative, expressed	LOC_Os04g43150.2	no descriptionnot assigned	not assigned.unknown	35_2

CUST_11025_PI404877155	2	-0.0022363663	0.09576988	-0.07289028	-0.1451006	0.0022354126	0.023921013	Contig4758_at	putative methyl-binding domain protein MBD111 [Zea mays]	AAK40310.1	methyl-CpG-binding domain-containing protein	At5g35330.1	protein methyl-binding domain protein MBD111, putative	Os09g32090	putative methyl-binding domain protein MBD111	RNA.regulation of transcription.Methyl binding domain proteins	27_3_59

CUST_103105_PI403524517	2	0.16532135	0.17003298	-0.09220743	-0.07954693	0.028346539	-0.028347015	35_29402	"Cluster: Os05g0570900 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0570900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DFU0		0	CHR05V5|COORD:28361005..28360229|protein blue copper protein precursor, putative, expressed	LOC_Os05g49580.1	no description	not assigned.unknown	35_2

CUST_42731_PI403524517	2	-0.6860361	0.3473673	-0.028279781	0.1919918	-0.26181555	0.028280258	35_12274	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_169548_PI403524517	2	0.20793009	-0.052942753	-0.13513994	0.052942753	-0.14113665	0.070538044	35_47224	"Cluster: Tetratricopeptide repeat (TPR)-containing protein-like protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Tetratricopeptide repeat"	UniRef90_Q84NS6	CHR5V7|COORD:5679997..5685599| tetratricopeptide repeat (TPR)-containing protein	AT5G17270.1	CHR07V5|COORD:15785663..15767198|protein TPR Domain containing protein, expressed	LOC_Os07g27180.1	no descriptionweakly similar to ( 172)AT5G17270| Symbols:  | tetratricopeptide repeat (TPR)-containing protein | chr5:5679997-5685599 FORWARDnot assigned	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_6821_PI404877155	2	-0.022338867	0.16386223	0.11215782	-0.0016994476	0.0016994476	-0.14093399	Contig2012_s_at	heat shock protein 17.9 - pearl millet emb|CAA63903.1| heat shock protein 17.9 [Pennisetum glaucum]	S72544	18.1 kDa class I heat shock protein (HSP18.1-CI)	At5g59720.1	protein Hsp20/alpha crystallin family, putative	Os03g15960	heat shock protein 17.9	stress.abiotic.heat	20_2_1

CUST_71819_PI403524517	2	0.008547783	-0.17263508	0.12527084	0.047642708	-0.053032875	-0.008547783	35_20590	"Cluster: Putative arm repeat-containing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative arm repeat-containing protein - Oryza sativa (japonic"	UniRef90_Q9ASI0	CHR3V7|COORD:815716..818575| armadillo/beta-catenin repeat family protein	AT3G03440.1	CHR01V5|COORD:648683..644930|protein ubiquitin-protein ligase, putative, expressed	LOC_Os01g02200.1	no descriptionmoderately similar to ( 328)AT3G03440| Symbols:  | armadillo/beta-catenin repeat family protein | chr3:815716-818575 FORWARDvery weakly similar to (87.0)SPL11_ORYSAnot assigned not assigned ARM	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_4127_PI404877155	2	-0.036221504	-0.0575943	0.048698425	0.056565285	0.015052795	-0.015051842	Contig14961_at	DNAJ protein-like [Arabidopsis thaliana] emb|CAB86070.1| DNAJ protein-like [Arabidopsis thaliana] ref|NP_195923.1| DNAJ heat shock N-termina	AAM63105.1	DNAJ heat shock N-terminal domain-containing protein	At2g35795.1	protein Similar to DNAJ protein	Os07g09450	"DNAJ heat shock N-terminal domain-containing protein, contains Pfam profile PF00226 DnaJ domain; similar to a region of DNAJ domain-containing protein MCJ GB:AAD38506"	stress.abiotic.heat	20_2_1

CUST_159053_PI403524517	2	0.21729565	-0.17022419	0.19681263	0.027709961	-0.04382038	-0.027710915	35_44396	0	0	CHR1V7|COORD:22361992..22363747| aldo/keto reductase family protein	AT1G60730.1	CHR04V5|COORD:15736950..15740760|protein IN2-2 protein, putative, expressed	LOC_Os04g26920.2	no description	not assigned.unknown	35_2

CUST_61002_PI403524517	2	-0.05176449	0.5211439	0.027320862	0.0025520325	-0.119916916	-0.0025520325	35_17399	"Cluster: Putative aminolevulinate dehydratase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative aminolevulinate dehydratase - Oryza sativa (japonica cu"	UniRef90_Q5Z8V9	"CHR1V7|COORD:26235860..26238376| HEMB1; porphobilinogen synthase"	AT1G69740.1	CHR06V5|COORD:29760837..29756047|protein delta-aminolevulinic acid dehydratase, chloroplast precursor, putative, expressed	LOC_Os06g49110.3	 no descriptionhighly similar to ( 572)AT1G69740| Symbols: HEMB1 | HEMB1 | chr1:26235860-26238376 FORWARDhighly similar to ( 603)HEM2_HORVUDelta-aminolevulinic acid dehydratase, chloroplast precursor - Hordeum vulgare (Barley)not assigned not assigned not assigned not assigned not assigned PRK09283 ALAD HemB PRK12323 	tetrapyrrole synthesis.ALA dehydratase	19_4

CUST_96350_PI403524517	2	0.49757576	0.40764236	0.12924671	-0.14111137	-0.12924767	-0.15807724	35_27521	"Cluster: Hypothetical protein OJ1729_E02.5; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1729_E02.5 - Oryza sativa (japonica cultivar"	UniRef90_Q75L89	CHR5V7|COORD:24260755..24262858| cytoplasmic linker protein-related	AT5G60210.1	CHR05V5|COORD:1218325..1223379|protein myosin heavy chain-like protein, putative, expressed	LOC_Os05g03120.2	no descriptionvery weakly similar to (94.7)AT5G60210| Symbols:  | cytoplasmic linker protein-related | chr5:24260755-24262858 REVERSE	cell.organisation	31_1

CUST_69975_PI403524517	2	-0.28143978	0.011055946	0.040060997	0.032693863	-0.1918211	-0.0110569	35_20023	Rep: Myosin XI - Zea mays (Maize)	UniRef90_Q9XFK9	CHR1V7|COORD:1086494..1096145| XIB (Myosin-like protein XIB)	AT1G04160.1	CHR02V5|COORD:35022700..35034598|protein myosin XI, putative, expressed	LOC_Os02g57190.1	 no descriptionmoderately similar to ( 404)AT1G04160| Symbols: ATXIB, XIB | XIB (Myosin-like protein XIB) | chr1:1086494-1096145 FORWARDDIL 	cell.organisation	31_1

CUST_1089_PI403524517	2	3.2615662E-4	-0.18863297	0.016453743	-0.044561386	-3.2615662E-4	0.020507812	35_288	"Cluster: Expressed protein; n=3; Arabidopsis thaliana|Rep: Expressed protein - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_O49313	"CHR2V7|COORD:14086051..14087006| similar to MEE4 (maternal effect embryo arrest 4) [Arabidopsis thaliana] (TAIR:AT1G04630.1); similar to F6 [Gossypium hirsutum]"	AT2G33220.1	CHR03V5|COORD:4789993..4787045|protein NADH-ubiquinone oxidoreductase B16.6 subunit, putative, expressed	LOC_Os03g09210.1	"no descriptionmoderately similar to ( 239)AT2G33220| Symbols:  | similar to MEE4 (maternal effect embryo arrest 4) [Arabidopsis thaliana] (TAIR:AT1G04630.1); similar to F6 [Gossypium hirsutum] (GB:CAC84110.1); contains InterPro domain GRIM-19; (InterPro:IPR009346) | chr2:14086051-14087006 FORWARDnot assigned GRIM-19"	not assigned.unknown	35_2

CUST_94077_PI403524517	2	-0.054348946	1.162694	0.014026642	-0.026791573	-0.0036506653	0.003651619	35_26897	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_64429_PI403524517	2	-0.06304979	-0.25595188	-0.4093604	0.119526386	0.06305027	0.29313183	35_18397	"Cluster: 60S ribosomal protein L5-1; n=4; Oryza sativa|Rep: 60S ribosomal protein L5-1 - Oryza sativa (Rice)"	UniRef90_P49625	"CHR3V7|COORD:9270810..9272564| ATL5 (A. THALIANA RIBOSOMAL PROTEIN L5); structural constituent of ribosome"	AT3G25520.1	CHR01V5|COORD:39300493..39303386|protein 60S ribosomal protein L5-1, putative, expressed	LOC_Os01g67134.1	"no descriptionvery weakly similar to (95.5)AT3G25520| Symbols: ATL5 | ATL5 (A. THALIANA RIBOSOMAL PROTEIN L5); structural constituent of ribosome | chr3:9270810-9272564 REVERSEweakly similar to ( 121)RL51_ORYSAnot assigned"	protein.synthesis.misc ribososomal protein	29_2_2

CUST_124313_PI403524517	2	-0.0019946098	0.19403172	-0.29178905	0.0019946098	0.71205044	-0.21712446	35_35042	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_57326_PI403524517	2	0.05791092	-0.35577774	-0.124266624	0.13319683	-0.057909966	0.12185383	35_16349	"Cluster: Acyl carrier protein 2, chloroplast precursor; n=1; Hordeum vulgare|Rep: Acyl carrier protein 2, chloroplast precursor - Hordeum vulgare (Barley)"	UniRef90_P08817	CHR1V7|COORD:20393239..20394437| ACP2 (ACYL CARRIER PROTEIN 2)	AT1G54580.1	CHR08V5|COORD:27435781..27432963|protein acyl carrier protein 3, chloroplast precursor, putative, expressed	LOC_Os08g43580.1	 no descriptionweakly similar to ( 118)AT1G54580| Symbols: ACP2 | ACP2 (ACYL CARRIER PROTEIN 2) | chr1:20393239-20394437 FORWARDmoderately similar to ( 218)ACP2_HORVUAcyl carrier protein 2, chloroplast precursor - Hordeum vulgare (Barley)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned acpP AcpP acpP PP-binding TT_ORF1 PRK07764 Drf_FH1 	lipid metabolism.FA synthesis and FA elongation.ACP protein	11_1_12

CUST_43550_PI403524517	2	-0.11697483	0.39758396	-0.2095871	0.004799843	-0.004798889	0.18492794	35_12500	"Cluster: Putative amelogenin like protein; n=1; Hordeum vulgare subsp. vulgare|Rep: Putative amelogenin like protein - Hordeum vulgare var. distichum (Two-rowed"	UniRef90_Q32SF7	0	0	CHR03V5|COORD:14978824..14980967|protein amelogenin precursor like protein, putative, expressed	LOC_Os03g26210.3	no description	not assigned.unknown	35_2

CUST_9325_PI399408534	2	0.06716442	0.19879913	-0.01242733	-0.10396576	-0.06589413	0.01242733	35_20737	"Cluster: Hypothetical protein P0498A12.2-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0498A12.2-1 - Oryza sativa (japonica cultivar"	UniRef90_Q9AQU7	CHR3V7|COORD:6024952..6026179| rhomboid family protein / zinc finger protein-related	AT3G17611.1	CHR01V5|COORD:10136937..10134175|protein rhomboid domain containing 1, putative, expressed	LOC_Os01g18100.1	no descriptionweakly similar to ( 143)AT3G17611| Symbols:  | zinc ion binding | chr3:6025658-6026179 FORWARDnot assigned	RNA.regulation of transcription.unclassified	27_3_99

CUST_53636_PI403524517	2	0.07503128	-0.43322468	-0.29470825	-0.06475353	0.49306393	0.06475258	35_15254	"Cluster: Glycogenin-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Glycogenin-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5NA53	CHR1V7|COORD:28983960..28986122| glycogenin glucosyltransferase (glycogenin)-related	AT1G77130.1	CHR01V5|COORD:38523866..38529466|protein secondary cell wall-related glycosyltransferase family 8, putative, expressed	LOC_Os01g65780.4	no descriptionhighly similar to ( 671)AT1G77130| Symbols: PGSIP2 | glycogenin glucosyltransferase (glycogenin)-related | chr1:28983960-28986122 REVERSEnot assigned Glyco_transf_8 RfaJ COG5597	not assigned.no ontology	35_1

CUST_47470_PI403524517	2	0.53574514	0.44800043	-0.23384619	-0.5260706	0.23384619	-0.35758638	35_13588	"Cluster: Hypothetical protein P0529H11.42; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0529H11.42 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5N7A8	"CHR2V7|COORD:15935815..15937674| similar to glycine-rich protein [Arabidopsis thaliana] (TAIR:AT3G09070.1); similar to Os05g0450600 [Oryza"	AT2G38070.1	CHR01V5|COORD:37025812..37023857|protein expressed protein	LOC_Os01g63310.1	no descriptionvery weakly similar to (54.7)AT5G01170| Symbols:  | glycine-rich protein | chr5:58314-60020 FORWARDDUF740	not assigned.no ontology.glycine rich proteins	35_1_40

CUST_30800_PI403524517	2	0.097266674	0.2837944	-0.026364326	-0.0022354126	0.0022354126	-0.20574379	35_8887	Rep: H0510A06.4 protein - Oryza sativa (Rice)	UniRef90_Q25AK1	"CHR3V7|COORD:245539..246439| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G29590.1); similar to unnamed protein product [Ostreococcus tauri]"	AT3G01660.1	CHR04V5|COORD:23854240..23855634|protein methyltransferase, putative, expressed	LOC_Os04g40530.1	"no descriptionweakly similar to ( 183)AT3G01660| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G29590.1); similar to unnamed protein product [Ostreococcus tauri] (GB:CAL51842.1); similar to Os04g0481300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001053109.1); contains InterPro domain Methyltransferase type 11; (InterPro:IPR013216); contains InterPro domain Generic methyltransferase; (InterPro:IPR001601) | chr3:245539-246439 FORWARDnot assigned not assigned"	not assigned.no ontology	35_1

CUST_13597_PI404877155	2	0.003399849	0.024380684	-0.122592926	-0.003399849	-0.07683563	0.055265427	Contig7349_at	GTP-binding protein Rab6 [Oryza sativa (japonica cultivar-group)] dbj|BAC21376.1| GTP-binding protein Rab6 [Oryza sativa (japonica cultivar-	NP_912248.1	Ras-related GTP-binding protein, putative	At2g44610.1	protein Ras family, putative	Os07g31370	GTP-binding protein Rab6	signalling.G-proteins	30_5

CUST_114039_PI403524517	2	0.7332983	-0.02447033	0.024469852	-0.23561811	-0.34558868	0.4822893	35_32363	Rep: Probable protein NAP1 - Oryza sativa (Rice)	UniRef90_Q6ZBH9	CHR2V7|COORD:14803049..14810604| GRL/NAP1/NAPP	AT2G35110.2	CHR08V5|COORD:27157691..27144853|protein protein NAP1, putative, expressed	LOC_Os08g43130.1	 no descriptionweakly similar to ( 122)AT2G35110| Symbols: GRL, NAP1, NAPP | GRL/NAP1/NAPP | chr2:14803049-14810604 REVERSEweakly similar to ( 131)NCKP1_ORYSA	not assigned.no ontology	35_1

CUST_12805_PI404877155	2	-1.2713289	0.02190113	0.58244514	0.46949673	-0.12333298	-0.02190113	Contig6547_at	putative receptor-like protein kinase [Oryza sativa (japonica cultivar-group)] gb|AAP52678.1| putative receptor-like protein kinase [Oryza s	NP_920391.1	receptor-like protein kinase 4, putative (RLK4)	At4g23180.1	protein Similar to stem rust resistance protein	Os11g11780	NONE	signalling.receptor kinases.misc	30_2_99

CUST_88379_PI403524517	2	0.18312597	0.047725677	0.0038671494	-0.0038671494	-0.0058059692	-0.048360825	35_25299	"Cluster: Hypothetical protein OJ1513_F02.123; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1513_F02.123 - Oryza sativa (japonica cult"	UniRef90_Q8GRQ3	CHR2V7|COORD:1447022..1448675| F-box family protein	AT2G04230.1	CHR07V5|COORD:751427..747870|protein F-box domain containing protein, expressed	LOC_Os07g02290.1	no descriptionvery weakly similar to (56.2)AT2G04230| Symbols:  | F-box family protein | chr2:1447022-1448675 REVERSEnot assigned not assigned PRK12323 PRK12678 HPC2	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_136320_PI403524517	2	0.09149408	1.1825256	0.15124035	-0.53117466	-1.0930467	-0.09149456	35_38227	Rep: OSIGBa0075F02.1 protein - Oryza sativa (Rice)	UniRef90_Q01LF8		0	CHR04V5|COORD:18855310..18871260|protein NAP1-1, putative, expressed	LOC_Os04g31804.1	no description	not assigned.unknown	35_2

CUST_13257_PI404877155	2	0.021900177	0.1160717	0.031011581	-0.16769981	-0.021900177	-0.17574787	Contig6956_at	P0410E01.24 [Oryza sativa (japonica cultivar-group)]	NP_917667.1	RNA recognition motif (RRM)-containing protein	At3g15010.1	protein RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain), putative	Os01g42820	NONE	RNA.regulation of transcription	27_3

CUST_3691_PI399408534	2	0.3448987	-0.017517567	-0.10331726	0.038208008	-0.34065247	0.017518044	35_9598	"Cluster: Putative DEAH (Asp-Glu-Ala-His) box polypeptide 35; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative DEAH (Asp-Glu-Ala-His) box polypeptide 35"	UniRef90_Q5QNI3	CHR4V7|COORD:10197067..10201622| RNA helicase, putative	AT4G18465.1	CHR01V5|COORD:6109603..6122311|protein ATP-dependent RNA helicase DHX35, putative, expressed	LOC_Os01g11370.1	 no descriptionmoderately similar to ( 272)AT4G18465| Symbols:  | RNA helicase, putative | chr4:10197067-10201622 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned HrpA PRK11131 PRK11664 DEXHc DEXDc DEXDc 	RNA.processing.RNA helicase	27_1_2

CUST_180959_PI403524517	2	-0.09348297	-0.68361664	0.09348297	0.2976284	0.30196	-0.115893364	35_50324	"Cluster: RNA polymerase subunit, RPB5; RNA polymerase Rpb5, N-terminal; n=3; Medicago truncatula|Rep: RNA polymerase subunit, RPB5; RNA polymerase Rpb5, N-termi"	UniRef90_Q1T3I9	"CHR3V7|COORD:7891052..7892101| ATRPABC24.3 (Arabidopsis thaliana RNA polymerase I, II and III 24.3 kDa subunit); DNA binding / DNA-directed RNA polymerase"	AT3G22320.1	CHR01V5|COORD:34493231..34490367|protein DNA-directed RNA polymerases II 24 kDa polypeptide, putative, expressed	LOC_Os01g59140.1	" no descriptionmoderately similar to ( 205)AT3G22320| Symbols: ATRPABC24.3 | ATRPABC24.3 (""Arabidopsis thaliana RNA polymerase I, II and III 24.3 kDa subunit""); DNA binding / DNA-directed RNA polymerase | chr3:7891052-7892101 REVERSEnot assigned RNA_pol_Rpb5_C RPB5 rpoH RNA_pol_Rpb5_N "	RNA.transcription	27_2

CUST_54823_PI403524517	2	0.04089737	0.068244934	-0.08577728	-0.0044784546	-0.12037659	0.0044784546	35_15600	Rep: Extensin - Hordeum vulgare (Barley)	UniRef90_O49870	CHR2V7|COORD:11720489..11722774| ATEPR1 (Arabidopsis thaliana extensin proline-rich 1)	AT2G27380.1	CHR04V5|COORD:20520644..20522442|protein extensin precursor, putative, expressed	LOC_Os04g34170.3	no descriptionvery weakly similar to (52.0)AT3G13150| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr3:4227982-4229637 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Extensin_2 Atrophin-1 PRK07764 PRK12323 PRK07003 DUF1421 PRK05648 HPC2 Drf_FH1 Tymo_45kd_70kd Herpes_BLLF1 GRASP55_65 PRK10263 DUF1210 TonB APC_basic DUF605 PRK10819 PRK08853 FimV AF-4 Herpes_TAF50 Prog_receptor Pneumo_att_G PRK12372 MCPVI DAG1 CDC27 PRK03427 DedD Herpes_UL32 Totivirus_coat KAR9 TT_ORF1 Amelogenin IER tatB Syndecan Gag_spuma Chon_Sulph_att MFMR PRK11633 CTF_NFI FtsN PRK06132 FAP Chorion_1 PRK08691 Trypan_PARP BASP1 PRK00708 Cytadhesin_P30 Protamine_P1 Glutenin_hmw rne DUF1509 Lamprin SSDP MARCKS Herpes_glycop_D DamX PRK12373 COG5651	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_82436_PI403524517	2	-0.7403927	8.4781647E-4	0.50731754	0.38930225	-8.4781647E-4	-0.2237382	35_23641	Rep: Fatty acid desaturase - Zea mays (Maize)	UniRef90_O23824	"CHR5V7|COORD:1664332..1666346| FAD8 (FATTY ACID DESATURASE 8); omega-3 fatty acid desaturase"	AT5G05580.1	CHR03V5|COORD:10062499..10059317|protein omega-3 fatty acid desaturase, chloroplast precursor, putative, expressed	LOC_Os03g18070.1	no descriptionnot assigned not assigned not assigned not assigned PRK07764 TT_ORF1 PRK12323	not assigned.unknown	35_2

CUST_83309_PI403524517	2	-0.10427475	0.615983	0.07926273	-0.07926178	0.110126495	-0.3322096	35_23889	"Cluster: Os01g0138900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0138900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JQU0	"CHR3V7|COORD:6262016..6264031| CYP77A5P (cytochrome P450, family 77, subfamily A, polypeptide 5 pseudogene); catalytic"	AT3G18270.1	CHR01V5|COORD:2074705..2071555|protein muconate cycloisomerase-like protein, putative, expressed	LOC_Os01g04630.1	" no descriptionmoderately similar to ( 240)AT3G18270| Symbols: CYP77A5P | CYP77A5P (cytochrome P450, family 77, subfamily A, polypeptide 5 pseudogene); catalytic | chr3:6262016-6264031 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned L-Ala-DL-Glu_epimerase COG4948 NAAAR MLE_like MLE MR_like Tymo_45kd_70kd PRK12323 mandelate_racemase OSBS Extensin_2 PRK07003 Atrophin-1 PRK07764 TT_ORF1 MR_like_3 PRK05648 DUF566 AF-4 MR_MLE DUF1421 HPC2 APC_basic PRK12678 rTSbeta_L-fuconate_dehydratase PRK02901 rne Drf_FH1 IER Rubella_Capsid Herpes_BLLF1 D-galactonate_dehydratase PRK09169 PRK02714 GRASP55_65 "	misc.misc2	26_1

CUST_5112_PI404877155	2	-0.08296108	0.31170273	0.060064316	-0.094810486	0.031430244	-0.031430244	Contig16551_at	DnaJ protein family-like protein [Oryza sativa (japonica cultivar-group)]	BAC06950.1	DNAJ heat shock N-terminal domain-containing protein	At2g42080.1	protein DnaJ domain, putative	Os07g28800	DnaJ protein family-like protein	stress.abiotic.heat	20_2_1

CUST_161110_PI403524517	2	-0.014990807	0.17964792	-0.23926258	0.06920004	-0.05912161	0.014990807	35_44951	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_62552_PI403524517	2	0.046631813	-0.32637691	-0.070316315	-0.020175934	0.06324959	0.020175934	35_17836	"Cluster: MSI type nucleosome/chromatin assembly factor C; n=3; Poaceae|Rep: MSI type nucleosome/chromatin assembly factor C - Zea mays (Maize)"	UniRef90_Q8W514	CHR5V7|COORD:23573338..23575220| MSI1 (MULTICOPY SUPRESSOR OF IRA1)	AT5G58230.1	CHR03V5|COORD:24583690..24575491|protein WD-40 repeat protein MSI1, putative, expressed	LOC_Os03g43890.1	 no descriptionhighly similar to ( 743)AT5G58230| Symbols: MEE70, MSI1 | MSI1 (MULTICOPY SUPRESSOR OF IRA1) | chr5:23573338-23575220 FORWARDvery weakly similar to (63.9)COP1_PEAE3 ubiquitin-protein ligase COP1 - Pisum sativum (Garden pea)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned WD40 COG2319 COG3889 PRK12323 Tymo_45kd_70kd HPC2 PRK10819 	development.unspecified	33_99

CUST_113309_PI403524517	2	-0.060610294	0.38525867	0.06061077	-0.2306652	0.15862656	-0.28912163	35_32163	"Cluster: Putative non-cell-autonomous protein pathway2; plasmodesmal receptor; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative non-cell-autonomous"	UniRef90_Q69JW7	CHR1V7|COORD:11399903..11405702| actin binding	AT1G31810.1	CHR02V5|COORD:22096619..22099255|protein aldose 1-epimerase precursor, putative, expressed	LOC_Os02g36600.1	no description	not assigned.unknown	35_2

CUST_71025_PI403524517	2	-0.02827549	0.32058907	0.028274536	-0.12018299	-0.05824566	0.1484909	35_20347	"Cluster: Hypothetical protein OSJNBa0015N08.19; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0015N08.19 - Oryza sativa"	UniRef90_Q851Y2	CHR5V7|COORD:20753603..20756358| WD-40 repeat family protein	AT5G50970.1	CHR03V5|COORD:35794378..35799482|protein nucleotide binding protein, putative, expressed	LOC_Os03g63470.1	no descriptionmoderately similar to ( 267)AT5G50970| Symbols:  | WD-40 repeat family protein | chr5:20753603-20756358 FORWARDnot assigned not assigned not assigned WD40 COG2319	not assigned.no ontology	35_1

CUST_150772_PI403524517	2	-0.032238483	-0.15386772	0.032238483	0.13396072	0.33432102	-0.2510624	35_42174	"Cluster: Putative meiotic serine proteinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative meiotic serine proteinase - Oryza sativa (japonica cultiv"	UniRef90_Q94EF5	CHR4V7|COORD:11017667..11021116| subtilase family protein	AT4G20430.1	CHR01V5|COORD:32777717..32783424|protein peptidase/ subtilase, putative, expressed	LOC_Os01g56320.1	no descriptionmoderately similar to ( 318)AT1G30600| Symbols:  | subtilase family protein | chr1:10841323-10844888 REVERSEnot assigned Peptidase_S8	protein.degradation.subtilases	29_5_1

CUST_125196_PI403524517	2	0.12081909	1.822506	0.008944511	-0.008945465	-0.28206062	-0.1309948	35_35269	Rep: Hypothetical protein - Medicago truncatula (Barrel medic)	UniRef90_Q1T5X1	CHR4V7|COORD:16771406..16773274| vestitone reductase-related	AT4G35250.1	CHR08V5|COORD:27567438..27562341|protein expressed protein	LOC_Os08g44000.1	no descriptionweakly similar to ( 164)AT4G35250| Symbols:  | vestitone reductase-related | chr4:16771406-16773274 REVERSE	not assigned.no ontology	35_1

CUST_58468_PI403524517	2	-0.008437157	-0.13850594	0.13130331	0.008437157	-0.01928091	0.016946316	35_16675	"Cluster: Hydrolase, alpha/beta fold family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hydrolase, alpha/beta fold family protein, expre"	UniRef90_Q10J20	CHR4V7|COORD:17617039..17618357| hydrolase, alpha/beta fold family protein	AT4G37470.1	CHR03V5|COORD:18411214..18405898|protein sigma factor sigB regulation protein rsbQ, putative, expressed	LOC_Os03g32270.1	 no descriptionweakly similar to ( 126)AT4G37470| Symbols:  | hydrolase, alpha/beta fold family protein | chr4:17617039-17618357 REVERSE	not assigned.no ontology	35_1

CUST_59693_PI403524517	2	-0.2324009	0.35146523	0.15885735	-0.017726898	-0.006111145	0.0061101913	35_17019	"Cluster: Putative z-protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative z-protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ZEY6	CHR1V7|COORD:730148..731379| glutamate binding	AT1G03070.1	CHR07V5|COORD:4090387..4087520|protein transmembrane BAX inhibitor motif-containing protein 4, putative, expressed	LOC_Os07g08070.1	no descriptionweakly similar to ( 147)AT1G03070| Symbols:  | glutamate binding | chr1:730148-731379 FORWARDnot assigned not assigned not assigned COG0670 PRK12323 TT_ORF1 DUF566	not assigned.no ontology	35_1

CUST_29116_PI403524517	2	-0.05173397	0.05173397	-0.27300072	0.13515854	-0.09405851	0.08439922	35_8411	"Cluster: Putative disease resistance protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative disease resistance protein - Oryza sativa (japonica"	UniRef90_Q6Z572	CHR5|COORD:17479839..17484676| disease resistance protein (CC-NBS-LRR class), putative, domain signature CC-NBS-LRR exists, suggestive of a disease resistance	AT5G43470.2	CHR11V5|COORD:9086375..9090676|protein MLA10, putative, expressed	LOC_Os11g16470.3	 no descriptionweakly similar to ( 110)AT5G43470| Symbols: HRT, RCY1, RPP8 | RPP8 (RECOGNITION OF PERONOSPORA PARASITICA 8) | chr5:17480358-17483886 REVERSEnot assigned NB-ARC 	stress.biotic	20_1

CUST_6493_PI403524517	2	0.15672302	-1.8337126	-0.28727245	0.3283882	-0.0023212433	0.0023202896	35_1801	"Cluster: Alpha-L-arabinofuranosidase/beta-D-xylosidase isoenzyme ARA-I; n=1; Hordeum vulgare|Rep: Alpha-L-arabinofuranosidase/beta-D-xylosidase isoenzyme"	UniRef90_Q8W012	"CHR5V7|COORD:25827453..25830535| XYL4 (beta-xylosidase 4); hydrolase, hydrolyzing O-glycosyl compounds"	AT5G64570.1	CHR04V5|COORD:32376828..32370036|protein beta-D-xylosidase, putative, expressed	LOC_Os04g54810.1	" no descriptionnearly identical (1045)AT5G64570| Symbols: ATBXL4, XYL4 | XYL4 (beta-xylosidase 4); hydrolase, hydrolyzing O-glycosyl compounds | chr5:25827453-25830535 REVERSEmoderately similar to ( 436)XYNB_PRUPEPutative beta-D-xylosidase - Prunus persica (Peach)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Glyco_hydro_3_C BglX Glyco_hydro_3 PRK12323 PRK07764 TT_ORF1 PRK07003 Atrophin-1 AF-4 APC_basic Tymo_45kd_70kd KAR9 Drf_FH1 PRK12678 "	cell wall.degradation.mannan-xylose-arabinose-fucose	10_6_2

CUST_178431_PI403524517	2	0.071650505	-0.7578802	-0.13751602	0.009467125	-0.009467125	0.15710545	35_49624	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10QA7	CHR4V7|COORD:14742458..14749770| similar to Os03g0203100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001049305.1)	AT4G30150.1	CHR03V5|COORD:5380075..5386166|protein expressed protein	LOC_Os03g10600.1	no descriptionweakly similar to ( 190)AT4G30150| Symbols:  | similar to Os03g0203100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001049305.1) | chr4:14742458-14749770 FORWARD	not assigned.unknown	35_2

CUST_73161_PI403524517	2	0.12739563	-0.16734886	0.008743286	-0.008742332	-0.047779083	0.08691692	35_20979	"Cluster: Hypothetical protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53M12	"CHR2V7|COORD:661092..665336| STI (STICHEL); ATP binding / DNA-directed DNA polymerase"	AT2G02480.1	CHR11V5|COORD:7757858..7748786|protein nucleoside-triphosphatase/ nucleotide binding protein, putative, expressed	LOC_Os11g13990.1	"no descriptionvery weakly similar to (81.3)AT2G02480| Symbols: STI | STI (STICHEL); ATP binding / DNA-directed DNA polymerase | chr2:661092-665336 FORWARD"	DNA.synthesis/chromatin structure	28_1

CUST_31357_PI403524517	2	-0.4059968	-1.4038544	0.056604862	0.7432337	0.6900563	-0.05660534	35_9050	"Cluster: Hypothetical protein OSJNBa0052M16.34; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0052M16.34 - Oryza sativa (japonica"	UniRef90_Q6K2F2	CHR1V7|COORD:9483311..9484181| similar to Os02g0509600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001046928.1)	AT1G27300.1	CHR02V5|COORD:18213398..18215023|protein expressed protein	LOC_Os02g30610.1	no descriptionvery weakly similar to (63.2)AT1G27300| Symbols:  | similar to Os02g0509600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001046928.1) | chr1:9483311-9484181 FORWARD	not assigned.unknown	35_2

CUST_169222_PI403524517	2	0.10696983	0.39653873	0.08794594	-0.35518646	-0.08794689	-0.32060623	35_47131	"Cluster: Isochorismatase hydrolase-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: Isochorismatase hydrolase-like - Oryza sativa (japonica cultivar-group"	UniRef90_Q6K7V7	CHR3V7|COORD:5489889..5491201| isochorismatase hydrolase family protein	AT3G16190.1	CHR02V5|COORD:10155561..10152154|protein isochorismatase family protein rutB, putative, expressed	LOC_Os02g17640.1	no descriptionnot assigned PRK07003	not assigned.unknown	35_2

CUST_19105_PI403524517	2	0.12080526	-0.19082642	-0.021814346	0.10231161	-0.07508516	0.021814346	35_5536	"Cluster: Os09g0557700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0557700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IZP6	CHR5V7|COORD:22290620..22293343| DOMON domain-containing protein / dopamine beta-monooxygenase N-terminal domain-containing protein	AT5G54830.1	CHR09V5|COORD:22163323..22160396|protein DOMON domain containing protein, expressed	LOC_Os09g38520.1	no descriptionhighly similar to ( 531)AT5G54830| Symbols:  | DOMON domain-containing protein / dopamine beta-monooxygenase N-terminal domain-containing protein | chr5:22290620-22293343 FORWARDnot assigned B561 DoH DOMON Cytochrom_B561	misc.oxidases - copper, flavone etc.	26_7

CUST_148861_PI403524517	2	0.2057476	0.5866289	0.0031080246	-0.3749504	-0.3663826	-0.003107071	35_41642	"Cluster: Putative peptide transporter; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative peptide transporter - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6I5V4	CHR1V7|COORD:7964191..7966211| proton-dependent oligopeptide transport (POT) family protein	AT1G22540.1	CHR05V5|COORD:21065177..21061148|protein expressed protein	LOC_Os05g35594.1	no descriptionweakly similar to ( 110)AT1G22540| Symbols:  | proton-dependent oligopeptide transport (POT) family protein | chr1:7964191-7966211 FORWARDnot assigned not assigned PTR2 PRK10207 PRK12323	transport.peptides and oligopeptides	34_13

CUST_27375_PI403524517	2	-0.049599648	-0.32436848	0.049599648	0.8687897	0.699769	-0.051517487	35_7925	"Cluster: Putative nitrate transporter NTL1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative nitrate transporter NTL1 - Oryza sativa (japonica"	UniRef90_Q5VPM1	"CHR1V7|COORD:26300608..26304070| ATNRT1:2 (NITRATE TRANSPORTER 1:2); calcium ion binding / transporter"	AT1G69850.1	CHR06V5|COORD:22664092..22654621|protein peptide transporter PTR2, putative, expressed	LOC_Os06g38294.1	" no descriptionmoderately similar to ( 343)AT1G69850| Symbols: NTL1, ATNRT1:2 | ATNRT1:2 (NITRATE TRANSPORTER 1:2); calcium ion binding / transporter | chr1:26300608-26304070 REVERSEnot assigned not assigned not assigned not assigned not assigned PTR2 PRK07764 PRK07003 PTR2 PRK12323 PRK12678 "	transport.peptides and oligopeptides	34_13

CUST_155000_PI403524517	2	0.16927814	-0.03373432	0.20086098	0.03373432	-0.06476784	-0.20411968	35_43301	0	0	CHR5V7|COORD:7786176..7792083| HUA2 (ENHANCER OF AG-4 2)	AT5G23150.1	CHR12V5|COORD:7262472..7264668|protein transposon protein, putative, CACTA, En/Spm sub-class	LOC_Os12g13080.1	no description	not assigned.unknown	35_2

CUST_19811_PI403524517	2	-0.21487045	0.09937954	0.054471016	0.13587093	-0.1618061	-0.05447197	35_5747	"Cluster: Pantothenate kinase 1-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Pantothenate kinase 1-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69TF4	"CHR4V7|COORD:15538346..15543721| ATPANK2 (PANTOTHENATE KINASE 2); pantothenate kinase"	AT4G32180.2	CHR06V5|COORD:5419909..5426255|protein pantothenate kinase family protein, expressed	LOC_Os06g10520.1	"no descriptionmoderately similar to ( 218)AT4G32180| Symbols: ATPANK2 | ATPANK2 (PANTOTHENATE KINASE 2); pantothenate kinase | chr4:15538346-15543721 REVERSEnot assigned Fumble PanK"	Co-factor and vitamine metabolism.pantothenate.pantothenate kinase	18_4_1

CUST_111099_PI403524517	2	0.23335171	-0.09721184	0.07995129	-0.07995033	0.197855	-0.2766075	35_31549	"Cluster: Putative lipase homolog; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative lipase homolog - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5ZCY5	CHR1V7|COORD:21245353..21247630| GDSL-motif lipase/hydrolase family protein	AT1G56670.1	CHR01V5|COORD:12724537..12728527|protein alpha-L-fucosidase 2 precursor, putative, expressed	LOC_Os01g22660.1	no descriptionvery weakly similar to (53.1)AT1G56670| Symbols:  | GDSL-motif lipase/hydrolase family protein | chr1:21245353-21247630 FORWARDvery weakly similar to (54.3)EST_HEVBREsterase precursor - Hevea brasiliensis (Para rubber tree)SGNH_plant_lipase_like	misc.GDSL-motif lipase	26_28

CUST_42447_PI403524517	2	0.02409935	0.50865173	0.003991604	-0.20875359	-0.3106084	-0.003991604	35_12197	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_32857_PI399408534	2	0.19978333	-0.033940315	0.14984941	-0.30769777	-0.31940126	0.033940315	35_42929	"Cluster: Putative CXC domain protein TSO1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative CXC domain protein TSO1 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6ZEZ8	CHR4V7|COORD:8481517..8484820| tesmin/TSO1-like CXC domain-containing protein	AT4G14770.1	CHR07V5|COORD:4018585..4025784|protein TSO1, putative, expressed	LOC_Os07g07974.1	no descriptionvery weakly similar to (58.2)AT4G14770| Symbols:  | tesmin/TSO1-like CXC domain-containing protein | chr4:8481517-8484820 REVERSE	RNA.regulation of transcription.CPP(Zn),CPP1-related transcription factor family	27_3_17

CUST_12706_PI399408534	2	0.12469196	-0.25554132	-0.12532187	0.100550175	0.2580452	-0.1005497	35_9216	Rep: Mitogen-activated protein kinase 2 - Oryza sativa (Rice)	UniRef90_Q5J4W4	"CHR4V7|COORD:567219..568889| ATMPK4 (MAP KINASE 4); MAP kinase/ kinase"	AT4G01370.1	CHR08V5|COORD:3301176..3304246|protein mitogen-activated protein kinase homolog 4, putative, expressed	LOC_Os08g06060.1	" no descriptionmoderately similar to ( 319)AT4G01370| Symbols: MPK4, ATMPK4 | ATMPK4 (MAP KINASE 4); MAP kinase/ kinase | chr4:567219-568889 FORWARDmoderately similar to ( 365)MPK2_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase TyrKc Pkinase_Tyr PTKc SPS1 PTKc_Jak_rpt2 PTKc_Srm_Brk PTKc_Trk PTKc_InsR_like PTKc_Met_Ron PTKc_Jak2_Jak3_rpt2 PTKc_FGFR PTKc_Tyk2_rpt2 PTKc_Syk_like PTK_CCK4 PTKc_DDR PTKc_Ack_like PTKc_ALK_LTK PTKc_FAK PTKc_PDGFR PTKc_Src_like PTKc_Hck PTKc_Csk_like PTKc_Jak1_rpt2 PTKc_Chk PTKc_EphR PTKc_TrkB PTKc_Ror PTKc_Syk PTKc_RET PTKc_Tec_like PTKc_FGFR4 PTKc_Fes_like PTKc_Frk_like PTKc_c-ros PTKc_Fes PTKc_VEGFR PTKc_Abl PTKc_TrkA PTKc_Tec_Rlk PTKc_EphR_A2 PTKc_EGFR_like PTKc_FGFR3 PTKc_FGFR2 PTKc_VEGFR2 PTKc_Btk_Bmx PTKc_TrkC PTKc_EphR_B PTKc_Axl PTKc_FGFR1 PTKc_Lck_Blk PTKc_Src PTKc_Lyn PTKc_VEGFR3 PTKc_CSF-1R PTKc_PDGFR_alpha PTKc_Csk PTKc_Axl_like PTKc_Kit PTKc_Tyro3 PTKc_EphR_A PTKc_Fer "	signalling.MAP kinases	30_6

CUST_7711_PI403524517	2	0.1615963	-0.73283195	-0.22161674	-0.003537178	0.003537178	0.005894661	35_2146	"Cluster: Putative stearoyl-acyl-carrier protein desaturase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative stearoyl-acyl-carrier protein desaturase -"	UniRef90_Q84MF1	CHR3V7|COORD:560263..561767| acyl-(acyl-carrier-protein) desaturase, putative / stearoyl-ACP desaturase, putative	AT3G02620.1	CHR03V5|COORD:17579996..17578327|protein acyl-desaturase, chloroplast precursor, putative, expressed	LOC_Os03g30950.1	 no descriptionmoderately similar to ( 369)AT3G02620| Symbols:  | acyl-(acyl-carrier-protein) desaturase, putative / stearoyl-ACP desaturase, putative | chr3:560263-561767 FORWARDmoderately similar to ( 375)STAD_RICCOAcyl-[acyl-carrier-protein] desaturase, chloroplast precursor - Ricinus communis (Castor bean)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned FA_desaturase_2 Acyl_ACP_Desat PRK07764 PRK12323 PRK07003 APC_basic Ferritin_like PRK12678 PRK05648 PRK09169 	lipid metabolism.FA synthesis and FA elongation.ACP desaturase	11_1_15

CUST_6846_PI404877155	2	-0.114528656	0.4188881	0.06777763	-0.0377903	-0.06199646	0.037789345	Contig20161_at	P0456F08.3 [Oryza sativa (japonica cultivar-group)]	NP_916575.1	mitochondrial substrate carrier family protein	At1g14560.1	protein Mitochondrial carrier protein, putative	Os01g51250	mitochondrial substrate carrier family protein, contains Pfam profile: PF00153 mitochondrial carrier protein	transport.metabolite transporters at the mitochondrial membrane	34_9

CUST_137062_PI403524517	2	0.08799362	0.93275833	0.066568375	-0.28697872	-0.06656885	-0.19445086	35_38438	Rep: Sucrose-phosphate synthase - Saccharum officinarum (Sugarcane)	UniRef90_P93783	"CHR5V7|COORD:6844996..6849999| ATSPS1F (sucrose phosphate synthase 1F); sucrose-phosphate synthase/ transferase, transferring glycosyl groups"	AT5G20280.1	CHR02V5|COORD:4708490..4716877|protein sucrose-phosphate synthase 1, putative, expressed	LOC_Os02g09170.3	" no descriptionvery weakly similar to (75.9)AT5G20280| Symbols: ATSPS1F | ATSPS1F (sucrose phosphate synthase 1F); sucrose-phosphate synthase/ transferase, transferring glycosyl groups | chr5:6844996-6849999 REVERSEvery weakly similar to (77.8)SPS_VICFASucrose-phosphate synthase - Vicia faba (Broad bean)"	major CHO metabolism.synthesis.sucrose.SPS	2_1_1_1

CUST_94715_PI403524517	2	-0.11826038	-0.049277306	1.462709	0.9645667	-0.13404274	0.049277306	35_27073	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_7599_PI404877155	2	-0.032899857	-0.24380016	-0.18156528	0.057640076	0.11238289	0.032899857	Contig22160_at	unknown protein [Oryza sativa (japonica cultivar-group)] ref|XP_507295.1| PREDICTED P0700D12.120 gene product [Oryza sativa (japonica cultiv	NP_913925.1	mitochondrial transcription termination factor-related / mTERF-related	At5g06810.1	protein mTERF, putative	Os08g40630	mitochondrial transcription termination factor-related / mTERF-related, contains Pfam profile PF02536: mTERF	RNA.regulation of transcription.unclassified	27_3_99

CUST_137516_PI403524517	2	-0.117604256	-0.12677383	0.04379368	0.14765835	0.11815071	-0.04379368	35_38564	"Cluster: Os12g0615500 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os12g0615500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0ILX1	"CHR1V7|COORD:10673066..10675043| similar to phosphonate metabolism protein-related [Arabidopsis thaliana] (TAIR:AT4G03610.1); similar to Os03g0643200 [Oryza"	AT1G30300.1	CHR12V5|COORD:26075228..26070476|protein hydrolase-like protein, putative, expressed	LOC_Os12g42100.1	"no descriptionmoderately similar to ( 273)AT1G30300| Symbols:  | similar to phosphonate metabolism protein-related [Arabidopsis thaliana] (TAIR:AT4G03610.1); similar to Os03g0643200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001050752.1); similar to Os12g0615500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001067275.1); similar to hypothetical protein LOC_Os12g42100 [Oryza sativa (japonica cultivar-group)] (GB:ABA99850.1); contains domain no description (G3D.3.60.15.10); contains domain Metallo-hydrolase/oxidoreductase (SSF56281) | chr1:10673066-10675043 FORWARDPhnP PRK02113 phnP"	not assigned.no ontology	35_1

CUST_144854_PI403524517	2	0.31989765	0.06371975	0.24557972	-0.09246826	-0.06371927	-0.137393	35_40568	"Cluster: Hypothetical protein OSJNBb0004M10.19; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0004M10.19 - Oryza sativa (japonica"	UniRef90_Q94LF9	CHR1V7|COORD:17150459..17153634| WW domain-containing protein	AT1G45231.2	CHR03V5|COORD:16017769..16024300|protein expressed protein	LOC_Os03g27930.1	no descriptionvery weakly similar to (53.9)AT1G45231| Symbols:  | WW domain-containing protein | chr1:17150459-17153634 REVERSE	not assigned.no ontology	35_1

CUST_77974_PI403524517	2	0.023527145	0.7511997	-0.023527145	-0.18512917	-0.110422134	0.07143021	35_22353	Rep: F22F7.4 protein - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q9MA64	"CHR3|COORD:1595375..1598277| phospholipid/glycerol acyltransferase family protein, similar to SP:Q16635 Tafazzin from Homo sapiens; contains Pfam profile:"	AT3G05510.2	CHR01V5|COORD:41195193..41191757|protein acyltransferase, putative, expressed	LOC_Os01g70570.1	no descriptionweakly similar to ( 187)AT3G05510| Symbols:  | phospholipid/glycerol acyltransferase family protein | chr3:1596139-1598080 FORWARDnot assigned	not assigned.no ontology	35_1

CUST_105281_PI403524517	2	0.09112835	0.18753338	-0.024303436	-0.16963196	-0.17657089	0.024302483	35_29987	"Cluster: Pentatricopeptide, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Pentatricopeptide, putative, expressed - Oryza sativa (japonic"	UniRef90_Q10IY6	CHR5V7|COORD:2412033..2414524| nuclear division RFT family protein	AT5G07630.1	CHR03V5|COORD:18637724..18632704|protein pentatricopeptide repeat protein PPR986-12, putative, expressed	LOC_Os03g32620.1	no description	not assigned.unknown	35_2

CUST_173084_PI403524517	2	0.12509441	0.18547249	-0.035909653	0.030417442	-0.166543	-0.030416489	35_48200	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_91217_PI403524517	2	-0.010374069	-0.07015991	0.055464745	0.30279922	-0.07971382	0.010373116	35_26083	"Cluster: Putative cytochrome c-type biogenesis protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative cytochrome c-type biogenesis protein - Oryza s"	UniRef90_Q9AV33	CHR3V7|COORD:19220870..19221640| ATG1 (G1p-related protein)	AT3G51790.1	CHR10V5|COORD:21001807..21002970|protein ATG1, putative, expressed	LOC_Os10g39870.1	no descriptionvery weakly similar to (96.7)AT3G51790| Symbols: ATG1 | ATG1 (G1p-related protein) | chr3:19220870-19221640 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07003	mitochondrial electron transport / ATP synthesis.cytochrome c	9_6

CUST_137220_PI403524517	2	0.19446182	0.17680264	0.053780556	-0.05484104	-0.32780743	-0.053779602	35_38480	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_140773_PI403524517	2	0.033958435	0.2521162	-0.026440144	-0.32361507	-0.06393051	0.026440144	35_39467	"Cluster: Putative ReMembR-H2 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ReMembR-H2 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69U49	CHR1V7|COORD:27101912..27103543| protease-associated zinc finger (C3HC4-type RING finger) family protein	AT1G71980.1	CHR08V5|COORD:221868..226105|protein RING finger protein 13, putative, expressed	LOC_Os08g01360.3	no descriptionvery weakly similar to (87.8)AT1G71980| Symbols:  | protease-associated zinc finger (C3HC4-type RING finger) family protein | chr1:27101912-27103543 FORWARDvery weakly similar to (50.8)EL5_ORYSAnot assigned RING COG5540 RING	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_178699_PI403524517	2	-0.16293144	0.32727528	0.06614494	-0.18386936	-0.06614494	0.11360073	35_49701	"Cluster: Delta-aminolevulinic acid dehydratase, chloroplast precursor; n=1; Hordeum vulgare|Rep: Delta-aminolevulinic acid dehydratase, chloroplast precursor -"	UniRef90_Q42836	"CHR1V7|COORD:26235860..26238376| HEMB1; porphobilinogen synthase"	AT1G69740.1	CHR06V5|COORD:29760837..29756047|protein delta-aminolevulinic acid dehydratase, chloroplast precursor, putative, expressed	LOC_Os06g49110.3	 no descriptionmoderately similar to ( 211)AT1G69740| Symbols: HEMB1 | HEMB1 | chr1:26235860-26238376 FORWARDmoderately similar to ( 239)HEM2_HORVUDelta-aminolevulinic acid dehydratase, chloroplast precursor - Hordeum vulgare (Barley)not assigned PRK09283 ALAD HemB 	tetrapyrrole synthesis.ALA dehydratase	19_4

CUST_92970_PI403524517	2	-0.10405445	-0.029375076	-0.18247414	0.029375076	0.041765213	0.15960884	35_26583	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_119532_PI403524517	2	0.14010334	-2.2867932	-0.21486235	0.9176893	0.41322327	-0.14010382	35_33819	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_88345_PI403524517	2	0.14253092	-0.22178173	-0.14348316	0.06160879	0.1391263	-0.06160879	35_25291	Rep: Starch synthase IV - Triticum aestivum (Wheat)	UniRef90_Q1KVP6	CHR4V7|COORD:10082232..10087055| starch synthase-related protein	AT4G18240.1	CHR05V5|COORD:26402544..26410849|protein glycogen synthase, putative, expressed	LOC_Os05g45720.4	 no descriptionmoderately similar to ( 304)AT4G18240| Symbols: ATSS4, SSIV | starch synthase-related protein | chr4:10082232-10087055 FORWARDweakly similar to ( 112)SSY3_SOLTUSoluble starch synthase 3, chloroplast precursor - Solanum tuberosum (Potato)glgA Glyco_transf_5 GlgA 	major CHO metabolism.synthesis.starch.starch synthase	2_1_2_2

CUST_88524_PI403524517	2	0.074056625	-0.4599924	0.109357834	-0.019589424	0.01958847	-0.025109291	35_25338	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_61258_PI403524517	2	0.20707703	0.23916864	-0.09702921	0.009994507	-0.21285915	-0.009994984	35_17479	"Cluster: UV-damaged DNA binding protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: UV-damaged DNA binding protein - Oryza sativa (japonica cultivar-group"	UniRef90_Q9FS08	"CHR4V7|COORD:2746285..2752660| DDB1A (UV-damaged DNA-binding protein 1A); DNA binding"	AT4G05420.1	CHR05V5|COORD:29428583..29436780|protein DNA damage binding protein 1a, putative, expressed	LOC_Os05g51480.1	"no descriptionmoderately similar to ( 426)AT4G05420| Symbols: DDB1A | DDB1A (UV-damaged DNA-binding protein 1A); DNA binding | chr4:2746285-2752660 FORWARDnot assigned not assigned not assigned"	stress.abiotic.light	20_2_5

CUST_164924_PI403524517	2	0.21807098	-0.18086624	0.028456688	-0.21204567	0.03487587	-0.028455734	35_45965	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_80794_PI403524517	2	0.4329524	0.8524823	-0.029631615	0.029631615	-0.2487812	-0.13491297	35_23172	"Cluster: CCAAT-box transcription factor complex WHAP12; n=1; Triticum aestivum|Rep: CCAAT-box transcription factor complex WHAP12 - Triticum aestivum"	UniRef90_Q6Q1B9	0	0	CHR03V5|COORD:3984539..3981106|protein nuclear transcription factor Y subunit A-3, putative, expressed	LOC_Os03g07880.2	no description	not assigned.unknown	35_2

CUST_122223_PI403524517	2	0.20630646	0.17227077	-0.0010290146	-0.100459576	-0.052725792	0.0010290146	35_34498	Rep: Beta 1,3 glucan synthase - Lolium multiflorum (Italian ryegrass) (Lolium perenne subsp.multiflorum)	UniRef90_Q6WGM8	"CHR3V7|COORD:2265148..2279389| ATGSL10 (GLUCAN SYNTHASE-LIKE 10); 1,3-beta-glucan synthase"	AT3G07160.1	CHR03V5|COORD:1045101..1054049|protein 1,3-beta-glucan synthase component bgs3, putative, expressed	LOC_Os03g02756.2	" no descriptionweakly similar to ( 154)AT3G07160| Symbols: GSL10, ATGSL10 | ATGSL10 (GLUCAN SYNTHASE-LIKE 10); 1,3-beta-glucan synthase | chr3:2265148-2279389 REVERSEnot assigned Glucan_synthase "	minor CHO metabolism.callose	3_6

CUST_109509_PI403524517	2	0.21235466	0.27318335	0.086535454	-0.34408808	-0.08653498	-0.89697313	35_31124	"Cluster: Mitogen-activated protein kinase 1, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Mitogen-activated protein kinase 1, putative,"	UniRef90_Q10NR1	CHR1V7|COORD:16816094..16817173| DNA binding / ligand-dependent nuclear receptor	AT1G44191.1	CHR03V5|COORD:8556553..8551918|protein mitogen-activated protein kinase 1, putative, expressed	LOC_Os03g15570.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07003 PRK07764 Atrophin-1 PRK05648 Tymo_45kd_70kd Extensin_2 TT_ORF1 tatB PRK12372 PRK08853 PRK09111 HPC2 Totivirus_coat BASP1 IER Peptidase_S21 Protamine_P1 Drf_FH1 PRK00708 AF-4	not assigned.unknown	35_2

CUST_104529_PI403524517	2	-0.037586212	0.43969822	0.13119698	-0.13357067	-0.00947094	0.009469986	35_29790	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_6205_PI404877155	2	0.07748127	-0.6011658	-0.21399593	-0.010396957	0.12540054	0.010397911	Contig18671_at	putative receptor-like protein kinase [Oryza sativa (japonica cultivar-group)]	BAC80010.1	leucine-rich repeat transmembrane protein kinase, putative	At5g58300.1	protein Protein kinase domain, putative	Os07g48310	leucine-rich repeat transmembrane protein kinase, putative	signalling.receptor kinases.leucine rich repeat III	30_2_3

CUST_86630_PI403524517	2	0.18667889	-0.08880663	-0.047201157	0.07279396	0.0323143	-0.0323143	35_24812	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_368_PI399407379	2	0.21788979	0.19481277	-0.070775986	-0.09638262	-0.020733833	0.020734787	HvIPT25									

CUST_17698_PI404877155	2	0.15572453	-0.007669449	-0.11811447	0.007668495	-0.070547104	0.011454582	HV03C11u_at	transporter-related [Arabidopsis thaliana] gb|AAL06921.1| AT3g13050/MGH6_16 [Arabidopsis thaliana]	NP_187911.1	4178875|transporter-related	At3g13050.1	protein major facilitator superfamily protein	Os09g38690	NONE	transport.misc	34_99

CUST_28972_PI403524517	2	-0.15501499	0.023910522	0.15103912	-0.19660568	-1.039505E-4	1.039505E-4	35_8372	"Cluster: Katanin p80 (WD40-containing) subunit B 1-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Katanin p80 (WD40-containing) subunit B 1-like"	UniRef90_Q5ZCG1	CHR1V7|COORD:22568450..22575220| WD-40 repeat family protein / katanin p80 subunit, putative	AT1G61210.1	CHR01V5|COORD:33377483..33385345|protein katanin p80 WD40-containing subunit B1 homolog 1, putative, expressed	LOC_Os01g57210.1	 no descriptionweakly similar to ( 167)AT1G61210| Symbols:  | WD-40 repeat family protein / katanin p80 subunit, putative | chr1:22568450-22575220 FORWARDnot assigned 	not assigned.no ontology	35_1

CUST_7507_PI404877155	2	-0.0021657944	-1.0045328	0.12256813	0.0021657944	0.2811079	-0.32399654	Contig2188_s_at	phosphoethanolamine methyltransferase [Triticum aestivum]	AAL40895.1	phosphoethanolamine N-methyltransferase 2, putative (NMT2)	At1g48600.2	protein expressed protein	Os05g47540	phosphoethanolamine methyltransferase	amino acid metabolism.aspartate family.misc.homocysteine.synthesis	13_1_3_6_2

CUST_11080_PI403524517	2	-0.0286932	0.19129658	0.042959213	-0.07041836	0.0286932	-0.11664677	35_3131	"Cluster: Ubiquitin thioesterase otubain-like protein; n=1; Arabidopsis thaliana|Rep: Ubiquitin thioesterase otubain-like protein - Arabidopsis thaliana (Mouse-e"	UniRef90_Q8LG98	CHR1V7|COORD:9813206..9815130| Identical to Ubiquitin thioesterase otubain-like protein (EC 3.4.-.-) (Ubiquitin- specific-processing protease otubain-like)	AT1G28120.1	CHR08V5|COORD:26754520..26750112|protein ubiquitin thioesterase otubain-like protein, putative, expressed	LOC_Os08g42540.1	" no descriptionweakly similar to ( 111)AT1G28120| Symbols:  | Identical to Ubiquitin thioesterase otubain-like protein (EC 3.4.-.-) (Ubiquitin- specific-processing protease otubain-like) (Deubiquitinating enzyme otubain-like) [Arabidopsis Thaliana] (GB:Q8LG98;GB:Q9C7E1); similar to putative ubiquitin-specific protease otubain 1 [Oryza sativa (japonica cultivar-group)] (GB:BAD01239.1); similar to Os08g0537800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001062367.1); contains InterPro domain Ovarian tumour, otubain; (InterPro:IPR003323) | chr1:9813206-9815130 REVERSEnot assigned "	not assigned.unknown	35_2

CUST_31860_PI403524517	2	0.1074276	0.11986828	-0.061545372	-0.23616505	-0.31683922	0.061545372	35_9191	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q336S8	"CHR5V7|COORD:19238699..19241698| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G66600.1); similar to hypothetical protein 24.t00022 [Brassica"	AT5G47380.1	CHR10V5|COORD:21714041..21709709|protein expressed protein	LOC_Os10g41040.2	"no descriptionweakly similar to ( 176)AT5G47380| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G66600.1); similar to hypothetical protein 24.t00022 [Brassica oleracea] (GB:ABD64944.1); contains InterPro domain Protein of unknown function DUF547; (InterPro:IPR006869) | chr5:19238699-19241698 REVERSEDUF547"	not assigned.unknown	35_2

CUST_21938_PI403524517	2	0.074991226	0.4701891	-0.032528877	0.0039806366	-0.047201157	-0.0039806366	35_6372	Rep: Disease resistant allele XA13 - Oryza sativa (indica cultivar-group)	UniRef90_Q19VE6	CHR2V7|COORD:16313896..16315284| nodulin MtN3 family protein	AT2G39060.1	CHR08V5|COORD:26595952..26593055|protein MTN3, putative, expressed	LOC_Os08g42350.1	no descriptionmoderately similar to ( 206)AT2G39060| Symbols:  | nodulin MtN3 family protein | chr2:16313896-16315284 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned MtN3_slv PRK07003 Herpes_BLLF1 PRK12323 DUF566 TT_ORF1 HPC2 SerH	development.unspecified	33_99

CUST_91357_PI403524517	2	0.15365887	-0.9133711	-0.044142723	0.010912895	0.1037159	-0.0109119415	35_26123	"Cluster: Os03g0633400 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os03g0633400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DQ62	CHR3V7|COORD:20236982..20239860| F-box family protein (FBL17)	AT3G54650.1	CHR03V5|COORD:24144016..24151597|protein Leucine Rich Repeat family protein, expressed	LOC_Os03g43390.4	no descriptionweakly similar to ( 121)AT3G54650| Symbols:  | F-box family protein (FBL17) | chr3:20236982-20239860 REVERSEnot assigned	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_9472_PI404877155	2	-0.046808243	-0.11227131	0.048407555	-0.055339813	0.093574524	0.046808243	Contig322_at	unnamed protein product [Oryza sativa (japonica cultivar-group)]	NP_913504.1	auxin-responsive AUX/IAA family protein	At4g29080.1	protein AUX/IAA family	Os05g14180	gi|7340910|dbj|BAA92982.1| unnamed protein product	RNA.regulation of transcription.Aux/IAA family	27_3_40

CUST_38147_PI403524517	2	0.26214695	0.120428085	-0.37574577	-0.12042761	-0.1456666	0.1323185	35_10977	"Cluster: Putative AMP-binding protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative AMP-binding protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8H8C9	CHR1V7|COORD:7119917..7121720| AMP-dependent synthetase and ligase family protein	AT1G20560.1	CHR03V5|COORD:1867872..1865013|protein AMP binding protein, putative, expressed	LOC_Os03g04130.1	no descriptionmoderately similar to ( 344)AT1G20560| Symbols:  | AMP-dependent synthetase and ligase family protein | chr1:7119917-7121353 REVERSEvery weakly similar to (94.0)4CL2_TOBAC4-coumarate--CoA ligase 2 - Nicotiana tabacum (Common tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK08162 CaiC PRK08315 PRK08316 PRK07771 PRK12583 PRK06187 PRK06219 PRK07008 PRK03640 PRK07770 PRK06839 PRK06018 PRK06188 PRK06087 PRK07684 PRK07529 PRK07786 PRK06368 Acs PRK07656 PRK09088 PRK08276 PRK08314 PRK05605 PRK06178 PRK05620 PRK06145 AMP-binding PRK09089 PRK07470 PRK07059 PRK05677 PRK08974 PRK06710 PRK07514 PRK04319 PRK07787 PRK07788 PRK06155 PRK07798 PRK12492 FAA1 caiC PRK05852 PRK07867 PRK08751 EntE entE PRK07638 PRK06164 PRK03429 PRK06060 PRK12406 PRK00851 PRK05857 PRK09029 PRK07824 PRK03914 PRK08633 PRK03582 PRK02530 PRK07445 PRK09192 PRK06814 PRK10524 PRK04664 PRK08279 PRK02167 PRK01291 PRK02239 PRK03613 acsA PRK05851 PRK08308 PRK12316 PRK09274 PRK05691 PRK12467 PRK12678 PRK07768 PRK12323 EntF	lipid metabolism.FA synthesis and FA elongation.acyl coa ligase	11_1_8

CUST_73970_PI403524517	2	-0.458086	0.050004005	0.030407906	0.076984406	-0.059087753	-0.030406952	35_21214	"Cluster: Hypothetical protein OJ1217B09.21; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1217B09.21 - Oryza sativa (japonica cultivar"	UniRef90_Q8H7M5	"CHR1V7|COORD:12685295..12687413| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G51150.1); similar to Os03g0190900 [Oryza sativa (japonica"	AT1G34630.1	CHR03V5|COORD:4703179..4699765|protein expressed protein	LOC_Os03g09090.1	"no descriptionweakly similar to ( 108)AT1G34630| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G51150.1); similar to Os03g0190900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001049229.1); similar to Acyl-CoA-binding protein (ISS) [Ostreococcus tauri] (GB:CAL54448.1) | chr1:12685295-12687413 FORWARD"	not assigned.unknown	35_2

CUST_49688_PI403524517	2	0.45040226	0.42888546	-0.05215311	-0.027011395	-0.15275764	0.027011395	35_14169	Rep: Actin - Elaeis oleifera (Oil palm)	UniRef90_Q94ET5	CHR5V7|COORD:23967335..23968812| ACT4 (ACTIN 4)	AT5G59370.1	CHR10V5|COORD:19277210..19281221|protein actin-2, putative, expressed	LOC_Os10g36650.1	no descriptionvery weakly similar to (98.6)AT5G59370| Symbols: ACT4 | ACT4 (ACTIN 4) | chr5:23967335-23968812 FORWARDvery weakly similar to ( 100)ACT2_ORYSAnot assigned not assigned Actin ACTIN ACTIN COG5277	cell.organisation	31_1

CUST_5908_PI399408534	2	-0.116862774	0.012696743	0.08024931	-0.012696743	0.06370354	-0.1200099	35_28363	"Cluster: Putative DNA-binding protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative DNA-binding protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q94CZ7	CHR4V7|COORD:871268..872885| pentatricopeptide (PPR) repeat-containing protein	AT4G01990.1	CHR01V5|COORD:11090765..11085832|protein tetratricopeptide-like helical, putative, expressed	LOC_Os01g19548.2	no descriptionweakly similar to ( 109)AT4G01990| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr4:871268-872885 REVERSE	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_6661_PI399408534	2	0.0102911	-0.20912027	0.08417702	-0.010290146	0.12884045	-0.17798996	35_20806	"Cluster: Hypothetical protein OSJNBa0014E22.25; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0014E22.25 - Oryza sativa (japonica"	UniRef90_Q6H5V6	CHR5V7|COORD:23569653..23571271| hydroxyproline-rich glycoprotein family protein	AT5G58210.2	CHR02V5|COORD:25576230..25573586|protein expressed protein	LOC_Os02g42550.1	no descriptionvery weakly similar to (55.1)AT5G58210| Symbols:  | hydroxyproline-rich glycoprotein family protein | chr5:23569653-23571271 FORWARD	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_29786_PI399408534	2	0.09455967	-0.40737057	-0.04849243	0.080415726	0.048493385	-0.09700966	35_8196	"Cluster: Hypothetical protein OSJNBb0006J12.15; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0006J12.15 - Oryza sativa"	UniRef90_Q6AUK6	CHR4V7|COORD:1322158..1323783| mitochondrial transcription termination factor family protein / mTERF family protein	AT4G02990.1	CHR05V5|COORD:19595043..19597004|protein mTERF family protein, expressed	LOC_Os05g33500.1	no descriptionmoderately similar to ( 286)AT4G02990| Symbols:  | mitochondrial transcription termination factor family protein / mTERF family protein | chr4:1322158-1323783 FORWARDnot assigned mTERF	RNA.regulation of transcription.unclassified	27_3_99

CUST_64352_PI403524517	2	0.13204765	0.037602425	-0.15931892	-0.007864952	-0.057340622	0.007864952	35_18371	"Cluster: Hypothetical protein OJ1370_E02.126; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1370_E02.126 - Oryza sativa (japonica cult"	UniRef90_Q7F229	CHR1V7|COORD:7477364..7479000| electron carrier/ oxidoreductase	AT1G21350.3	CHR07V5|COORD:9097402..9101211|protein thiol-disulfide isomerase and thioredoxins, putative, expressed	LOC_Os07g15670.3	no descriptionmoderately similar to ( 323)AT1G21350| Symbols:  | electron carrier/ oxidoreductase | chr1:7477364-7479000 REVERSEPRX_like1 AhpC-TSA TlpA_like_family Redoxin	not assigned.unknown	35_2

CUST_81661_PI403524517	2	0.111623764	-0.42790604	-0.06777859	-0.090867996	0.21570301	0.06777859	35_23424	"Cluster: 26S proteosome regulatory subunit-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: 26S proteosome regulatory subunit-like - Oryza sativa (japonic"	UniRef90_Q6Z8F7	CHR5V7|COORD:5568581..5571568| AAA-type ATPase family protein	AT5G16930.1	CHR02V5|COORD:28683631..28688289|protein ATPase family AAA domain-containing protein 3, putative, expressed	LOC_Os02g46990.1	no descriptionmoderately similar to ( 438)AT5G16930| Symbols:  | AAA-type ATPase family protein | chr5:5568581-5571568 FORWARDnot assigned not assigned not assigned not assigned not assigned AAA Smc COG1223 Myosin_tail_1 Caldesmon ERM	protein.degradation.AAA type	29_5_9

CUST_69565_PI403524517	2	0.056583405	-0.65600014	0.018107414	0.03469181	-0.06818962	-0.018107414	35_19906	Rep: Purple acid phosphatase - Medicago truncatula (Barrel medic)	UniRef90_Q4KU02	"CHR2V7|COORD:7127584..7129854| PAP10; acid phosphatase/ protein serine/threonine phosphatase"	AT2G16430.2	CHR01V5|COORD:33179458..33175084|protein purple acid phosphatase precursor, putative, expressed	LOC_Os01g56880.1	"no descriptionmoderately similar to ( 248)AT2G16430| Symbols: PAP10 | PAP10; acid phosphatase/ protein serine/threonine phosphatase | chr2:7127584-7129854 REVERSEmoderately similar to ( 254)PPAF_SOYBNPurple acid phosphatase precursor - Glycine max (Soybean)not assigned"	misc.acid and other phosphatases	26_13

CUST_23688_PI399408534	2	-0.20428085	-0.28880692	0.18917465	0.11877632	0.7231512	-0.11877632	35_19676	"Cluster: Putative dehydration-responsive element binding protein 3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative dehydration-responsive element bin"	UniRef90_Q6ZGQ0	"CHR1V7|COORD:29369683..29370687| RAP2.4 (related to AP2 4); DNA binding / transcription factor"	AT1G78080.1	CHR02V5|COORD:31642599..31644669|protein AP2 domain-containing protein, putative, expressed	LOC_Os02g51670.1	"no descriptionvery weakly similar to (77.8)AT1G78080| Symbols: RAP2.4 | RAP2.4 (related to AP2 4); DNA binding / transcription factor | chr1:29369683-29370687 FORWARDnot assigned not assigned"	RNA.regulation of transcription.AP2/EREBP, APETALA2/Ethylene-responsive element binding protein family	27_3_3

CUST_112798_PI403524517	2	-0.07113457	0.15509987	-0.09996033	-0.08519745	0.20101166	0.07113457	35_32016	"Cluster: Hypothetical protein OSJNBb0014K18.10; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0014K18.10 - Oryza sativa (japonica"	UniRef90_Q6I571	"CHR5V7|COORD:20479040..20481122| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G17350.1); similar to Os05g0409100 [Oryza sativa (japonica"	AT5G50290.1	CHR05V5|COORD:19894208..19895259|protein conserved hypothetical protein	LOC_Os05g33860.1	"no descriptionweakly similar to ( 124)AT5G50290| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G17350.1); similar to Os05g0409100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001055526.1); similar to Os06g0364500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001057608.1) | chr5:20479040-20481122 FORWARD"	not assigned.unknown	35_2

CUST_429_PI399407379	2	0.08345795	0.40743828	-0.010044098	-0.026632309	-0.08736801	0.010042191	HvIPT11									

CUST_7369_PI403524517	2	-0.19275284	0.4001932	0.018183708	0.020851135	-0.18055916	-0.018183708	35_2049	"Cluster: Hypothetical protein B1088C09.2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1088C09.2 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q941X4	"CHR3V7|COORD:20840386..20843648| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G40400.2); similar to Trimeric LpxA-like [Medicago truncatula]"	AT3G56140.1	CHR01V5|COORD:35718462..35713543|protein expressed protein	LOC_Os01g61120.1	"no descriptionvery weakly similar to (92.8)AT3G56140| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G40400.2); similar to Trimeric LpxA-like [Medicago truncatula] (GB:ABE84885.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAU44243.1); similar to Os01g0826900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001044677.1); contains InterPro domain Protein of unknown function DUF399; (InterPro:IPR007314) | chr3:20840386-20843648 FORWARD"	not assigned.unknown	35_2

CUST_13387_PI399408534	2	-0.022700787	0.3311205	-0.05674553	0.02270031	-0.34807253	0.84534264	35_21041	"Cluster: Transducin family protein / WD-40 repeat family protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Transducin family protein / WD-40"	UniRef90_Q5N9R6	CHR3V7|COORD:18330234..18335358| transducin family protein / WD-40 repeat family protein	AT3G49400.1	CHR01V5|COORD:29436783..29446209|protein expressed protein	LOC_Os01g50690.1	no descriptionvery weakly similar to (64.7)AT3G49400| Symbols:  | transducin family protein / WD-40 repeat family protein | chr3:18330234-18335358 REVERSE	RNA.regulation of transcription.MADS box transcription factor family	27_3_24

CUST_81659_PI403524517	2	-0.16037273	0.21969032	0.1042366	0.03238964	-0.032390594	-0.28248882	35_23422	"Cluster: Putative actin related protein 2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative actin related protein 2 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6Z256	"CHR3V7|COORD:9954024..9957021| ARP2 (WURM); structural constituent of cytoskeleton"	AT3G27000.1	CHR08V5|COORD:17076528..17071842|protein actin-like protein 2, putative, expressed	LOC_Os08g28190.1	" no descriptionmoderately similar to ( 496)AT3G27000| Symbols: ATARP2, WRM | ARP2 (WURM); structural constituent of cytoskeleton | chr3:9954024-9957021 REVERSEmoderately similar to ( 271)ACT3_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned ACTIN ACTIN Actin COG5277 "	cell.organisation	31_1

CUST_149477_PI403524517	2	-0.14196205	-0.116158485	0.11615801	0.25311184	-0.1921196	0.29272938	35_41814	"Cluster: Origin recognition complex subunit 5, putative, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Origin recognition complex subunit 5, putat"	UniRef90_Q10CI8	"CHR4V7|COORD:14628160..14630061| ATORC5/ORC5 (Origin recognition complex protein 5); protein binding"	AT4G29910.1	CHR03V5|COORD:31349833..31352295|protein origin recognition complex subunit 5, putative, expressed	LOC_Os03g55200.1	" no descriptionvery weakly similar to (56.6)AT4G29910| Symbols: ORC5, ATORC5 | ATORC5/ORC5 (Origin recognition complex protein 5); protein binding | chr4:14628160-14630061 REVERSE"	not assigned.no ontology	35_1

CUST_85061_PI403524517	2	-0.02103138	0.36290932	0.032657623	-0.2694626	-0.022361755	0.021030426	35_24370	"Cluster: Os01g0531000 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os01g0531000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JM74	"CHR5V7|COORD:16525025..16526041| similar to Os01g0541600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001043269.1); similar to Os01g0531000 [Oryza"	AT5G41270.1	CHR01V5|COORD:20241122..20238088|protein expressed protein	LOC_Os01g35990.1	"no descriptionvery weakly similar to (77.4)AT5G41270| Symbols:  | similar to Os01g0541600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001043269.1); similar to Os01g0531000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001043240.1) | chr5:16525025-16526041 FORWARDRpr2"	not assigned.unknown	35_2

CUST_28671_PI399408534	2	0.0033216476	0.50545216	0.23139381	-0.1339035	-0.014007568	-0.0033216476	35_20003	Rep: Putative Zn-finger protein - Triticum aestivum (Wheat)	UniRef90_Q70JP6	"CHR4V7|COORD:17906696..17909398| FRS5 (FAR1-RELATED SEQUENCE 5); zinc ion binding"	AT4G38180.1	CHR07V5|COORD:19076846..19073800|protein transposon protein, putative, unclassified	LOC_Os07g32110.1	"no descriptionweakly similar to ( 154)AT4G38180| Symbols: FRS5 | FRS5 (FAR1-RELATED SEQUENCE 5); zinc ion binding | chr4:17906696-17909398 REVERSEFAR1"	signalling.light	30_11

CUST_34465_PI403524517	2	0.14321089	-0.022158146	-0.20809746	0.07108164	0.0020856857	-0.0020856857	35_9940	"Cluster: OSIGBa0145G11.5 protein; n=3; Oryza sativa|Rep: OSIGBa0145G11.5 protein - Oryza sativa (Rice)"	UniRef90_Q01I34	CHR5V7|COORD:6986404..6990949| 24 kDa vacuolar protein, putative	AT5G20660.1	CHR04V5|COORD:25816411..25804855|protein ATP binding protein, putative, expressed	LOC_Os04g43916.2	 no descriptionmoderately similar to ( 231)AT5G20660| Symbols:  | 24 kDa vacuolar protein, putative | chr5:6986404-6990949 FORWARDnot assigned 	protein.degradation	29_5

CUST_74009_PI403524517	2	0.13343334	1.9550323E-4	-1.9454956E-4	-0.13576603	-0.22761059	0.12391567	35_21225	"Cluster: Ulp1 protease family, C-terminal catalytic domain, putative; n=2; Oryza sativa (japonica cultivar-group)|Rep: Ulp1 protease family, C-terminal"	UniRef90_Q53MC7	0	0	CHR11V5|COORD:6985432..6982152|protein ulp1 protease family, C-terminal catalytic domain containing protein	LOC_Os11g12500.1	no descriptionPeptidase_C48	not assigned.unknown	35_2

CUST_115552_PI403524517	2	-0.10171604	0.078183174	-0.08382511	-0.048776627	0.12736416	0.048776627	35_32774	"Cluster: Putative gamma-adaptin 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative gamma-adaptin 1 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5WAB3	"CHR1V7|COORD:8441368..8447141| GAMMA-ADAPTIN 1 (GAMMA-ADAPTIN 1); clathrin binding"	AT1G23900.1	CHR06V5|COORD:3375567..3385550|protein AP-1 complex subunit gamma-1, expressed	LOC_Os06g07090.2	" no descriptionweakly similar to ( 160)AT1G23900| Symbols: GAMMA-ADR, GAMMA-ADAPTIN 1 | GAMMA-ADAPTIN 1 (GAMMA-ADAPTIN 1); clathrin binding | chr1:8441368-8447141 FORWARDvery weakly similar to (60.8)ORYA_ORYSAnot assigned not assigned not assigned not assigned Alpha_adaptinC2 Peptidase_C1 Peptidase_C1A Pept_C1 Peptidase_C1A_CathepsinB Peptidase_C1A_CathepsinC "	protein.degradation.cysteine protease	29_5_3

CUST_12721_PI399408534	2	0.27433968	-0.04895401	-0.06577778	-0.018577576	0.018576622	0.02102089	35_29838	"Cluster: Protein kinase, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Protein kinase, putative, expressed - Oryza sativa (japonica cult"	UniRef90_Q10NK4	CHR2V7|COORD:14968266..14971719| leucine-rich repeat transmembrane protein kinase, putative	AT2G35620.1	CHR03V5|COORD:8806698..8812641|protein BRASSINOSTEROID INSENSITIVE 1-associated receptor kinase 1 precursor, putative, expressed	LOC_Os03g16010.1	 no descriptionweakly similar to ( 118)AT2G35620| Symbols:  | leucine-rich repeat transmembrane protein kinase, putative | chr2:14968266-14971719 REVERSEvery weakly similar to (63.9)PSKR_DAUCAPhytosulfokine receptor precursor - Daucus carota (Carrot)not assigned S_TKc S_TKc Pkinase 	signalling.receptor kinases.DUF 26	30_2_17

CUST_106592_PI403524517	2	0.33169556	-1.39889	0.015686035	-0.015686035	0.20767689	-0.13488674	35_30337	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_17769_PI404877155	2	0.011165619	0.36859226	0.22447014	-0.011164665	-0.17351246	-0.04686451	HV11P22r_s_at	Sip1 protein - barley gb|AAA32975.1| seed imbibition protein	S27762	alkaline alpha galactosidase, putative	At3g57520.1	protein Raffinose synthase or seed imbibition protein Sip1	Os07g10840	"alkaline alpha galactosidase, putative, similar to alkaline alpha galactosidase II (Cucumis melo) GI:29838631; contains Pfam profile PF05691: Raffinose synthase or seed imbibition protein Sip1 or  alkaline alpha galactosidase, putative, similar to alkalin"	minor CHO metabolism.raffinose family.raffinose synthases.putative	3_1_2_02

CUST_3718_PI399408534	2	0.28544378	-0.043800354	0.06427193	0.01745081	-0.22937012	-0.017451286	35_12098	"Cluster: Exonuclease family protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Exonuclease family protein, putative, expressed - Ory"	UniRef90_Q2QWN8	CHR5V7|COORD:8979764..8982727| exonuclease family protein	AT5G25800.1	CHR12V5|COORD:4468455..4474419|protein exonuclease, putative, expressed	LOC_Os12g08740.3	no descriptionweakly similar to ( 129)AT5G25800| Symbols:  | exonuclease family protein | chr5:8979764-8982727 REVERSE	RNA.processing.ribonucleases	27_1_19

CUST_76450_PI403524517	2	0.023499489	-0.8173609	-0.13282299	-0.009124756	0.009123802	0.024309158	35_21917	"Cluster: Putative ATP-dependent proteinase LON2; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative ATP-dependent proteinase LON2 - Oryza sativa (japonic"	UniRef90_Q69UZ3	"CHR5V7|COORD:9451051..9456634| LON_ARA_ARA (Lon protease homolog gene); ATP binding / ATP-dependent peptidase/ serine-type peptidase"	AT5G26860.1	CHR07V5|COORD:29301149..29290616|protein lon protease homolog 2, mitochondrial precursor, putative, expressed	LOC_Os07g48960.1	" no descriptionweakly similar to ( 181)AT5G26860| Symbols: LON_ARA_ARA | LON_ARA_ARA (Lon protease homolog gene); ATP binding / ATP-dependent peptidase/ serine-type peptidase | chr5:9451051-9456634 FORWARDweakly similar to ( 198)LONH2_MAIZELon protease homolog 2, mitochondrial precursor - Zea mays (Maize)not assigned Lon Lon_C PRK10787 LonB COG1750 "	protein.degradation.serine protease	29_5_5

CUST_11092_PI403524517	2	-0.074154854	-0.4116726	0.07828522	-0.0017194748	0.026762962	0.0017194748	35_3134	"Cluster: Os09g0261300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os09g0261300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J343	"CHR5V7|COORD:19360347..19362205| ATPK5 (Arabidopsis thaliana serine/threonine protein kinase 5); phosphoglycolate phosphatase"	AT5G47760.1	CHR09V5|COORD:4542655..4533955|protein 4-nitrophenylphosphatase, putative, expressed	LOC_Os09g08660.1	"no descriptionmoderately similar to ( 305)AT5G47760| Symbols: ATPK5 | ATPK5 (Arabidopsis thaliana serine/threonine protein kinase 5); phosphoglycolate phosphatase | chr5:19360347-19362205 REVERSEnot assigned not assigned NagD PRK10444"	PS.photorespiration.phosphoglycolate phosphatase	1_2_1

CUST_37225_PI403524517	2	0.24151325	0.11464691	0.04245472	-0.20715046	-0.042454243	-0.2694254	35_10727	Rep: L1332.4 protein - Oryza sativa (Rice)	UniRef90_Q9SC73	CHR5V7|COORD:7145060..7146679| F-box family protein / WD-40 repeat family protein	AT5G21040.1	CHR04V5|COORD:31269483..31266309|protein F-box domain containing protein, expressed	LOC_Os04g52870.1	no descriptionmoderately similar to ( 218)AT5G21040| Symbols:  | F-box family protein / WD-40 repeat family protein | chr5:7145060-7146679 REVERSEnot assigned WD40	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_51072_PI403524517	2	0.08156395	-0.20869446	0.011080742	-0.02243042	0.058354378	-0.011079788	35_14561	"Cluster: Alanyl-tRNA synthetase, mitochondrial, putative, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Alanyl-tRNA synthetase, mitochondrial, put"	UniRef90_Q10A14	"CHR1V7|COORD:18595097..18601979| ALATS (ALANYL-TRNA SYNTHETASE); ATP binding / alanine-tRNA ligase/ nucleic acid binding"	AT1G50200.1	CHR10V5|COORD:5398321..5409190|protein alanyl-tRNA synthetase, mitochondrial precursor, putative, expressed	LOC_Os10g10244.1	" no descriptionhighly similar to ( 650)AT1G50200| Symbols: ACD, ALATS | ALATS (ALANYL-TRNA SYNTHETASE); ATP binding / alanine-tRNA ligase/ nucleic acid binding | chr1:18595097-18601979 REVERSEnot assigned not assigned alaS AlaS tRNA-synt_2c PRK01584 COG2872 tRNA_SAD thrS "	protein.aa activation.alanine-tRNA ligase	29_1_7

CUST_60286_PI403524517	2	0.031629562	0.23200226	-0.031629562	-0.15439129	-0.22877407	0.061962128	35_17184	"Cluster: MDR-like ABC transporter; n=2; Oryza sativa (japonica cultivar-group)|Rep: MDR-like ABC transporter - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8GU69	"CHR3V7|COORD:23019730..23024554| PGP21 (P-GLYCOPROTEIN 21); ATPase, coupled to transmembrane movement of substances"	AT3G62150.1	CHR05V5|COORD:2146997..2149527|protein multidrug resistance protein 17, putative, expressed	LOC_Os05g04610.1	" no descriptionhighly similar to ( 609)AT1G02520| Symbols: PGP11 | PGP11 (P-GLYCOPROTEIN 11); ATPase, coupled to transmembrane movement of substances | chr1:524134-528745 FORWARDmoderately similar to ( 356)MDR_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned MdlB ABC_MTABC3_MDL1_MDL2 PRK11176 SunT ABCC_MsbA ABCC_ATM1_transporter ATM1 ABCC_Glucan_exporter_like ABCC_Hemolysin ABCC_TAP CydD ABCC_MRP_Like CydC ABCC_bacteriocin_exporters PRK10789 ABCC_MRP_domain2 PRK11160 PRK10790 PRK11174 ArpD ABC_PstB_phosphate_transporter AbcC ABC_cobalt_CbiO_domain1 ABC_Org_Solvent_Resistant ABC_MetN_methionine_transporter ABC_Carb_Solutes_like PotA ABCC_Protease_Secretion ABC_membrane GlnQ ABC_NikE_OppD_transporters ABC_Class3 ABC_tran FepC ABCC_cytochrome_bd ABCC_NFT1 ABC_MJ0796_Lo1CDE_FtsE ABCC_SUR2 ABCC_MRP_domain1 OpuBA COG1123 SalX ABC_OpuCA_Osmoprotection CcmA ABC_NrtD_SsuB_transporters PstB ABC_PhnC_transporter CbiO ABC_HisP_GlnQ_permeases ABC_Pro_Gly_Bertaine Ttg2A COG3638 ABC_Iron-Siderophores_B12_Hemin MglA TauB MalK ProV CysA ABC_DR_subfamily_A ABC_CysA_sulfate_importer DppF ABC_PotA_N NatA FtsE DppD ABC_ATPase COG4172 potA ABC_ModC_molybdenum_transporter ABC_Mj1267_LivG_branched ABC_drug_resistance_like ABC_FtsE_transporter PRK10070 PRK11264 ABC_MalK_N ABC_NatA_sodium_exporter metN ABC_ModC_like COG4619 AppF ThiQ glnQ ABC_Metallic_Cations ZnuC ABC_subfamily_A ABC_Carb_Monos_I TauB COG3845 ABC_cobalt_CbiO_domain2 CeuD ABC_TM1139_LivF_branched potG PRK10851 artP LivG thiQ ABC_ThiQ_thiamine_transporter PRK10247 PRK10419 tauB YhbG COG4181 ModF fecE LivF PRK10575 HisP ABC_YhbG Uup PRK10744 ABC_BcrA_bacitracin_resist PhnK btuD ModC COG4559 ABCG_EPDR ArtP PRK10535 PRK11831 fbpC ABCC_CFTR2 dppF ABC_KpsT_Wzt ABC_putative_ATPase TagH ABCC_CFTR1 ssuB araG PRK10522 COG4178 PRK10762 PvdE ABCC_SUR1_N modC PRK10619 phnK PRK10418 ABCG_White sufC PRK09700 PRK10253 PhnK ABC_Carb_Monos_II ABC_DrrA PRK10908 ABC_FeS_Assembly COG4136 COG4674 COG4586 CcmA SapF PhnL lolD livF PRK10261 PRK09984 COG4152 PRK10895 PRK11000 PRK10584 ABCD_peroxisomal_ALDP PRK03695 livG znuC ugpC ABC_NatA_like PRK11819 PRK10982 ABC_RNaseL_inhibitor_domain2 COG2401 PRK07764 ABC_CcmA_heme_exporter BtuD COG1245 oppD ABC_PDR_domain2 dppD PRK12323 ycf16 ABCF_EF-3 PRK11147 PRK10636 ABC_PDR_domain1 AAA AAA PRK12678 PRK10938 ABC_RNaseL_inhibitor_domain1 SapD Rubella_Capsid UvrA PRK07003 Atrophin-1 "	transport.ABC transporters and multidrug resistance systems	34_16

CUST_94081_PI403524517	2	0.33582783	-0.19159603	0.29664612	-0.16816711	-0.15648651	0.15648651	35_26898	"Cluster: Hypothetical protein OSJNBa0049O12.16; n=2; Oryza sativa|Rep: Hypothetical protein OSJNBa0049O12.16 - Oryza sativa (Rice)"	UniRef90_Q948F8	0	0	CHR02V5|COORD:34355335..34356540|protein kelch motif family protein	LOC_Os02g56160.1	no description	not assigned.unknown	35_2

CUST_63595_PI403524517	2	0.016580582	0.26589203	0.0023460388	-0.034072876	-0.0023460388	-0.032265663	35_18155	"Cluster: Putative RNA polymerase II subunit 5; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative RNA polymerase II subunit 5 - Oryza sativa (japonica cu"	UniRef90_Q6ATY6	CHR5V7|COORD:23900725..23902202| DNA-directed RNA polymerase II	AT5G59180.1	CHR05V5|COORD:19407444..19405225|protein DNA-directed RNA polymerase II 19 kDa polypeptide, putative, expressed	LOC_Os05g33240.1	no descriptionmoderately similar to ( 322)AT5G59180| Symbols:  | DNA-directed RNA polymerase II | chr5:23900725-23902202 FORWARDmoderately similar to ( 333)RPB7_SOYBNDNA-directed RNA polymerase II subunit RPB7 - Glycine max (Soybean)not assigned not assigned not assigned RPB7 RNAP_II_Rpb7_N PRK08563 RNA_pol_Rpb7_N RNAP_Rpb7_N_like RNAP_E_N	RNA.transcription	27_2

CUST_120546_PI403524517	2	-0.13533735	-0.25973654	0.37591028	0.21061754	-0.048781395	0.048781395	35_34074	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_4133_PI404877155	2	-3.6239624E-5	-0.045861244	0.058768272	-0.06340504	0.046035767	3.6239624E-5	Contig14966_at	expressed protein [Arabidopsis thaliana] gb|AAK25973.1| unknown protein [Arabidopsis thaliana]	NP_566994.1	expressed protein	At3g54190.1	protein hypothetical protein	Os12g31440	expressed protein	signalling.G-proteins	30_5

CUST_84591_PI403524517	2	0.19533634	0.09692097	0.05149603	-0.120900154	-0.1761446	-0.051496506	35_24239	"Cluster: Hypothetical protein OJ1175_B01.14-1; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1175_B01.14-1 - Oryza sativa (japonica cu"	UniRef90_Q6K8D6	"CHR4V7|COORD:12700847..12707909| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G65440.1); similar to unknown protein [Arabidopsis thaliana]"	AT4G24610.1	CHR02V5|COORD:32002145..32011201|protein expressed protein	LOC_Os02g52280.1	"no descriptionmoderately similar to ( 333)AT4G24610| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G65440.1); similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G48310.1); similar to Os02g0760200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001048187.1); similar to Os02g0198400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001046207.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD19403.1); contains domain Ribosomal protein S5 domain 2-like (SSF54211) | chr4:12700847-12707909 REVERSE"	not assigned.unknown	35_2

CUST_4156_PI404877155	2	-0.022397041	0.13324356	-0.10716534	-0.13368607	0.022397995	0.022878647	Contig14991_at	putative WD-repeat containing protein [Oryza sativa (japonica cultivar-group)] gb|AAP54192.1| putative WD-repeat containing protein [Oryza s	NP_921905.1	transducin family protein / WD-40 repeat family protein	At1g04510.1	protein putative WD-repeat containing protein	Os10g32880	putative WD-repeat containing protein	RNA.processing	27_1

CUST_25485_PI403524517	2	0.02154541	-0.5034771	-0.20506954	0.09721279	0.11709976	-0.021544456	35_7385	Rep: Phytochelatin synthase - Triticum aestivum (Wheat)	UniRef90_Q9SWW5	CHR5V7|COORD:17752103..17754899| CAD1 (CADMIUM SENSITIVE 1)	AT5G44070.1	CHR06V5|COORD:166364..173331|protein phytochelatin synthase, putative, expressed	LOC_Os06g01260.1	 no descriptionmoderately similar to ( 307)AT5G44070| Symbols: ARA8, ATPCS1, PCS1, CAD1 | CAD1 (CADMIUM SENSITIVE 1) | chr5:17752103-17754899 FORWARDnot assigned DUF1984 Phytochelatin 	metal handling.binding, chelation and storage	15_2

CUST_115582_PI403524517	2	-0.3756256	-0.1209116	0.40840054	0.16491985	-0.044900894	0.044900894	35_32782	0	0		0	CHR01V5|COORD:39261619..39257218|protein calreticulin-3 precursor, putative, expressed	LOC_Os01g67054.1	no description	not assigned.unknown	35_2

CUST_21356_PI403524517	2	0.143404	0.3342476	-0.020671844	0.006837845	-0.09025383	-0.006837845	35_6195	"Cluster: Preprotein translocase secY subunit, chloroplast precursor; n=2; Oryza sativa|Rep: Preprotein translocase secY subunit, chloroplast precursor - Oryza s"	UniRef90_Q6ZG25	"CHR2V7|COORD:8119313..8121534| SCY1 (SECY HOMOLOG 1); protein translocase"	AT2G18710.1	CHR08V5|COORD:9399345..9408482|protein preprotein translocase secY subunit, chloroplast precursor, putative, expressed	LOC_Os08g15460.2	"no descriptionmoderately similar to ( 283)AT2G18710| Symbols: SCY1 | SCY1 (SECY HOMOLOG 1); protein translocase | chr2:8119313-8121534 REVERSEmoderately similar to ( 291)SECY_ORYSAsecY SecY SecY secY secY"	protein.targeting.chloroplast	29_3_3

CUST_100533_PI403524517	2	0.069211006	-0.061546326	0.061546326	-0.064655304	0.20747852	-0.11437225	35_28694	"Cluster: Hypothetical protein OSJNBa0009L15.2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0009L15.2 - Oryza sativa (japonica cu"	UniRef90_Q6L483	"CHR4V7|COORD:9094436..9096159| similar to Os05g0358400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001055302.1); similar to hypothetical protein"	AT4G16060.1	CHR05V5|COORD:16933659..16937323|protein expressed protein	LOC_Os05g29020.1	"no descriptionweakly similar to ( 121)AT4G16060| Symbols:  | similar to Os05g0358400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001055302.1); similar to hypothetical protein MED92_03118 [Oceanospirillum sp. MED92] (GB:ZP_01165985.1) | chr4:9094436-9096159 FORWARD"	not assigned.unknown	35_2

CUST_78906_PI403524517	2	0.05794716	-0.6089821	-0.04244709	0.029294968	0.037377357	-0.029294014	35_22630	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10GL8	CHR3V7|COORD:6736388..6738336| late embryogenesis abundant protein-related / LEA protein-related	AT3G19430.1	CHR03V5|COORD:23594348..23587562|protein expressed protein	LOC_Os03g42480.1	no descriptionnot assigned not assigned	not assigned.unknown	35_2

CUST_15258_PI404877155	2	0.08920097	-0.5466347	-0.21397114	-0.0023756027	0.03350067	0.0023756027	Contig9121_at	putative phosphoenolpyruvate/phosphate translocator [Oryza sativa (japonica cultivar-group)]	BAB64784.1	triose phosphate/phosphate translocator, putative	At5g33320.1	protein phosphoenolpyruvate/phosphate translocator	Os05g07870	putative phosphoenolpyruvate/phosphate translocator	transport.metabolite transporters at the envelope membrane	34_8

CUST_12304_PI399408534	2	0.06836319	0.49351883	-0.11994171	-0.06836128	-0.15737343	0.23367691	35_16112	Rep: H0801D08.15 protein - Oryza sativa (Rice)	UniRef90_Q259D7	"CHR4V7|COORD:13727671..13728689| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G15450.1); similar to unknown [Glycine max] (GB:AAG00940.1);"	AT4G27450.1	CHR03V5|COORD:30514102..30511116|protein stem-specific protein TSJT1, putative, expressed	LOC_Os03g53270.2	"no descriptionweakly similar to ( 171)AT4G27450| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G15450.1); similar to unknown [Glycine max] (GB:AAG00940.1); contains domain no description (G3D.3.60.20.10); contains domain N-terminal nucleophile aminohydrolases (Ntn hydrolases) (SSF56235) | chr4:13727671-13728689 REVERSEWali7 Gn_AT_II"	hormone metabolism.auxin.induced-regulated-responsive-activated	17_2_3

CUST_105144_PI403524517	2	0.041210175	0.03085041	-0.032766342	-0.060544014	0.05772686	-0.030849457	35_29950	Rep: Satase isoform III - Zea mays (Maize)	UniRef90_Q8GZP9	"CHR5V7|COORD:22978724..22979808| AtSerat1;1 (SERINE ACETYLTRANSFERASE 52); serine O-acetyltransferase"	AT5G56760.1	CHR05V5|COORD:26398068..26396796|protein serine acetyltransferase 1, putative, expressed	LOC_Os05g45710.1	" no descriptionmoderately similar to ( 243)AT5G56760| Symbols: SAT5, SAT-52, AtSerat1;1 | AtSerat1;1 (SERINE ACETYLTRANSFERASE 52); serine O-acetyltransferase | chr5:22978724-22979808 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned cysE CysE SATase_N Herpes_BLLF1 HPC2 PRK12323 TT_ORF1 PRK07003 PRK10191 Protamine_P2 PRK12678 LbetaH DUF566 Pneumo_att_G Atrophin-1 PRK07764 Metaviral_G Protamine_P1 AF-4 APC_basic Tymo_45kd_70kd PRK10856 infB Syndecan PAP1 DUF1777 Herpes_UL32 lpxD PRK08853 PRK12372 PRK05648 "	amino acid metabolism.synthesis.serine-glycine-cysteine group.cysteine.SAT	13_1_5_3_2

CUST_7819_PI404877155	2	-1.1640539	-1.2411752	2.1135297	0.60672235	0.62209654	-0.60672235	Contig2305_at	Lipoxygenase 2.2, chloroplast precursor (LOX2:Hv:2) emb|CAD45186.1| lipoxygenase 2 [Hordeum vulgare subsp. vulgare]	Q8GSM3	lipoxygenase (LOX2)	At3g45140.1	protein Lipoxygenase	Os12g37350	lipoxygenase (LOX2), identical to SP:P38418	hormone metabolism.jasmonate.synthesis-degradation.lipoxygenase	17_7_1_2

CUST_22453_PI399408534	2	-0.17352009	0.54679775	0.046788216	-0.046788216	0.12303448	-0.22108841	35_20291	"Cluster: Os02g0719000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os02g0719000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DY32	CHR3V7|COORD:2514181..2515550| Rho GDP-dissociation inhibitor family protein	AT3G07880.1	CHR02V5|COORD:29821588..29824584|protein rho GDP-dissociation inhibitor 1, putative, expressed	LOC_Os02g48730.1	no descriptionmoderately similar to ( 286)AT3G07880| Symbols:  | Rho GDP-dissociation inhibitor family protein | chr3:2514181-2515550 FORWARDnot assigned not assigned not assigned Rho_GDI PRK12323 DUF566 PRK12678	signalling.G-proteins	30_5

CUST_135621_PI403524517	2	0.035126686	0.5670109	-0.031125069	-0.32206726	0.031126022	-0.102012634	35_38039	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_19313_PI403524517	2	0.043315887	-0.0049791336	0.00497818	0.024431229	-0.029720306	-0.01103878	35_5599	"Cluster: Os01g0616900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0616900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JL83	"CHR3V7|COORD:4020358..4024093| EMB2742 (EMBRYO DEFECTIVE 2742); CTP synthase"	AT3G12670.1	CHR01V5|COORD:24831704..24825639|protein CTP synthase, putative, expressed	LOC_Os01g43020.1	"no descriptionmoderately similar to ( 301)AT3G12670| Symbols: EMB2742 | EMB2742 (EMBRYO DEFECTIVE 2742); CTP synthase | chr3:4020358-4024093 REVERSEnot assigned GATase1_CTP_Synthase PRK05380 PyrG GATase PRK06186"	nucleotide metabolism.synthesis.pyrimidine.CTP synthetase	23_1_1_10

CUST_132918_PI403524517	2	0.369112	0.12319422	0.31760216	-0.6147413	-0.20577908	-0.123194695	35_37323	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_46305_PI403524517	2	0.17150688	0.6085205	-0.049533844	-0.22742939	-0.22994614	0.049533844	35_13262	"Cluster: Os04g0612900 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os04g0612900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JA73	"CHR1V7|COORD:1726760..1728179| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G31710.1); similar to Os04g0612900 [Oryza sativa (japonica"	AT1G05780.1	CHR04V5|COORD:30857445..30858852|protein expressed protein	LOC_Os04g52300.1	"no descriptionvery weakly similar to (98.6)AT1G05780| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G31710.1); similar to Os04g0612900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001053850.1) | chr1:1726760-1728179 FORWARDVMA21"	not assigned.unknown	35_2

CUST_18359_PI404877155	2	0.0043592453	-0.38611984	-0.040210724	-0.004360199	0.0043592453	0.079977036	HVSMEg0013I19r2_x_at	0	0	0	0	0	0	RNA-binding protein/0.2_HMGI_Y T01851	RNA.RNA binding	27_4

CUST_3592_PI399408534	2	0.040174484	-0.3105955	0.0077114105	-0.110946655	0.018203735	-0.0077114105	35_20945	"Cluster: OSJNBb0017I01.15 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBb0017I01.15 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XKD9	CHR4|COORD:9577443..9581390| transcription factor-related, contains weak similarity to Swiss-Prot:Q92759 TFIIH basal transcription factor	AT4G17020.1	CHR04V5|COORD:34506072..34511325|protein TFIIH basal transcription factor complex p52 subunit, putative, expressed	LOC_Os04g58350.2	no descriptionmoderately similar to ( 260)AT4G17020| Symbols:  | transcription factor-related | chr4:9578171-9581101 REVERSEnot assigned TFB2 Tfb2	RNA.regulation of transcription.General Transcription	27_3_50

CUST_92678_PI403524517	2	0.15484619	0.16128397	-0.3806448	-0.072164536	-0.034184933	0.034184933	35_26498	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_16303_PI404877155	2	-0.19611359	-0.6541519	-0.04053116	0.040530205	0.21645737	0.13509178	EBro08_SQ007_K24_at	putative HD-zip transcription factor [Oryza sativa (japonica cultivar-group)]	NP_913168.1	homeobox-leucine zipper family protein / lipid-binding START domain-containing protein	At1g52150.1	protein START domain, putative	Os01g10320	"ATHB15;CNA;ICU4;CORONA;INCURVATA 4;INCURVATA4;homeobox-leucine zipper family protein / lipid-binding START domain-containing protein, similar to to HD-zip transcription factor (athb-8) (GI:7270235) (Arabidopsis thaliana); contains Pfam profiles PF01852: S"	RNA.regulation of transcription.HB,Homeobox transcription factor family	27_3_22

CUST_56293_PI403524517	2	0.20803642	0.28389454	0.0010528564	-0.13891983	-0.0010528564	-0.22838211	35_16025	"Cluster: OSJNBa0019G23.5 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0019G23.5 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XS62	"CHR2V7|COORD:18924753..18925642| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G00355.2); similar to conserved hypothetical protein [Medicago"	AT2G45980.1	CHR04V5|COORD:4424000..4428801|protein expressed protein	LOC_Os04g08310.1	"no descriptionvery weakly similar to (55.8)AT2G45980| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G00355.2); similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE80179.1) | chr2:18924753-18925642 REVERSE"	not assigned.unknown	35_2

CUST_58981_PI403524517	2	0.0564394	-0.06530666	-0.09870243	-0.009121895	0.13240242	0.0091228485	35_16826	Rep: H0410G08.10 protein - Oryza sativa (Rice)	UniRef90_Q25AA4	CHR5V7|COORD:4447613..4448606| GCN5-related N-acetyltransferase, putative	AT5G13780.1	CHR04V5|COORD:32123359..32120002|protein N-terminal acetyltransferase complex ARD1 subunit homolog A, putative, expressed	LOC_Os04g54330.3	 no descriptionmoderately similar to ( 282)AT5G13780| Symbols:  | GCN5-related N-acetyltransferase, putative | chr5:4447613-4448606 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned RimI Acetyltransf_1 Pneumo_att_G PRK07003 APC_basic PRK03624 Tymo_45kd_70kd PRK07764 	amino acid metabolism.degradation.glutamate family.glutamine	13_2_2_1

CUST_85707_PI403524517	2	-0.036452293	-0.08027363	0.036452293	0.09749794	0.11412144	-0.04398632	35_24547	Rep: H0523F07.9 protein - Oryza sativa (Rice)	UniRef90_Q01JQ4	0	0	CHR05V5|COORD:1525459..1528189|protein protein kinase, putative, expressed	LOC_Os05g03620.1	no description	not assigned.unknown	35_2

CUST_56783_PI403524517	2	-0.03007698	0.37343025	0.115234375	-0.016716957	-0.044314384	0.016716003	35_16172	Rep: Glycosyltransferase - Triticum aestivum (Wheat)	UniRef90_Q50HU6	CHR5V7|COORD:26839732..26841407| glycosyl transferase family 43 protein	AT5G67230.1	CHR06V5|COORD:28693897..28697505|protein glycosyltransferase, putative, expressed	LOC_Os06g47340.1	no descriptionmoderately similar to ( 461)AT5G67230| Symbols:  | glycosyl transferase family 43 protein | chr5:26839732-26841407 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned GlcAT-I Glyco_transf_43 PRK07764 PRK07003 Tymo_45kd_70kd PRK12323 AF-4 Atrophin-1 HPC2 APC_basic DUF1421 PRK05648 Herpes_BLLF1 DUF566 TT_ORF1 Herpes_TAF50 PRK09169 Extensin_2 PRK00708 Herpes_UL56 PRK12678 IER PRK12372 Herpes_UL32 KAR9 CTF_NFI	misc.UDP glucosyl and glucoronyl transferases	26_2

CUST_87936_PI403524517	2	0.27214336	0.82267	-0.09068298	-0.0016889572	0.0016880035	-0.060271263	35_25174	0	0	0	0	CHR04V5|COORD:25719081..25722589|protein hypothetical protein	LOC_Os04g43810.1	no description	not assigned.unknown	35_2

CUST_4442_PI403524517	2	0.07073116	-0.07073116	-0.13581371	0.23387146	0.24204254	-0.10571289	35_1227	"Cluster: H+-transporting ATP synthase chain 9-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: H+-transporting ATP synthase chain 9-like protein -"	UniRef90_Q84PA4	CHR4V7|COORD:15573865..15574592| ATP synthase family	AT4G32260.1	CHR03V5|COORD:9471545..9470474|protein ATP synthase B chain, chloroplast precursor, putative, expressed	LOC_Os03g17070.1	 no descriptionweakly similar to ( 118)AT4G32260| Symbols:  | ATP synthase family | chr4:15573865-15574592 REVERSEweakly similar to ( 118)ATPX_SPIOLATP synthase B' chain, chloroplast precursor - Spinacia oleracea (Spinach)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned ATP-synt_B atpG PRK07353 AtpF PRK08476 PRK05759 PRK12323 PRK12678 PRK07764 PRK07003 TT_ORF1 DUF1777 DUF1421 	PS.lightreaction.ATP synthase	1_1_4

CUST_110600_PI403524517	2	0.19993353	0.82608175	0.37178087	-0.22511292	-0.31161213	-0.19993305	35_31410	"Cluster: Putative clathrin coat assembly protein AP17; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative clathrin coat assembly protein AP17 - Oryza sat"	UniRef90_Q6ZKE1	CHR2V7|COORD:8534384..8535477| clathrin adaptor complex small chain family protein	AT2G19790.1	CHR08V5|COORD:18625636..18627559|protein AP-4 complex subunit sigma-1, putative, expressed	LOC_Os08g30480.1	no descriptionweakly similar to ( 131)AT2G19790| Symbols:  | clathrin adaptor complex small chain family protein | chr2:8534384-8535477 FORWARDvery weakly similar to (67.8)AP2S1_MAIZEAP-2 complex subunit sigma-1 - Zea mays (Maize)not assigned not assigned not assigned APS2 Clat_adaptor_s	cell. vesicle transport	31_4

CUST_10386_PI404877155	2	-0.05550003	-0.2101717	-0.024780273	0.07304573	0.15860462	0.02477932	Contig4122_s_at	Argininosuccinate synthase, chloroplast precursor (Citrulline--aspartate ligase)	Q9SZX3	arginosuccinate synthase family	At4g24830.1	protein argininosuccinate synthase	Os12g13320	arginosuccinate synthase family, contains Pfam profile: PF00764 arginosuccinate synthase	amino acid metabolism.synthesis.glutamate family.arginine	13_1_2_3

CUST_117271_PI403524517	2	-0.059459686	-0.020887852	0.10573244	0.03304386	-0.04295683	0.020887852	35_33233	"Cluster: Mitochondrial glycoprotein family protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Mitochondrial glycoprotein family protein-like - Oryza"	UniRef90_Q94ED9	CHR4V7|COORD:15726435..15727870| transcription factor	AT4G32605.1	CHR01V5|COORD:32868465..32865749|protein mitochondrial glycoprotein, expressed	LOC_Os01g56460.1	no descriptionvery weakly similar to (99.0)AT4G32605| Symbols:  | transcription factor | chr4:15726435-15727870 REVERSEnot assigned	not assigned.no ontology	35_1

CUST_51629_PI403524517	2	0.120277405	-0.33218288	-0.0059423447	0.123802185	0.0059423447	-0.009984016	35_14714	"Cluster: Putative glycine hydroxymethyltransferase; n=3; Oryza sativa (japonica cultivar-group)|Rep: Putative glycine hydroxymethyltransferase - Oryza sativa (j"	UniRef90_Q7Y1F0	"CHR4V7|COORD:17831885..17834736| SHM1 (SERINE HYDROXYMETHYLTRANSFERASE 1); glycine hydroxymethyltransferase"	AT4G37930.1	CHR03V5|COORD:30250111..30254806|protein serine hydroxymethyltransferase, mitochondrial precursor, putative, expressed	LOC_Os03g52840.1	" no descriptionhighly similar to ( 868)AT4G37930| Symbols: STM, SHMT1, SHM1 | SHM1 (SERINE HYDROXYMETHYLTRANSFERASE 1); glycine hydroxymethyltransferase | chr4:17831885-17834736 REVERSEhighly similar to ( 863)GLYM_FLAPRSerine hydroxymethyltransferase 1, mitochondrial precursor - Flaveria pringleinot assigned SHMT GlyA glyA "	PS.photorespiration.serine hydroxymethyltransferase	1_2_5

CUST_180213_PI403524517	2	0.3517809	-0.1392889	-0.09231186	0.17541742	0.09231186	-0.22233915	35_50117	"Cluster: Hypothetical protein OJ1634_H04.120; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1634_H04.120 - Oryza sativa (japonica cult"	UniRef90_Q8LI66	CHR1V7|COORD:6978101..6985306| family II extracellular lipase, putative	AT1G20130.1	CHR07V5|COORD:16263027..16264845|protein thioesterase family protein, expressed	LOC_Os07g27870.1	no descriptionnot assigned not assigned not assigned PRK12323	not assigned.unknown	35_2

CUST_8007_PI399408534	2	0.015745163	0.69654083	0.087311745	-0.17847347	-0.094332695	-0.015746117	35_6776	"Cluster: Putative HPt phosphotransmitter; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative HPt phosphotransmitter - Oryza sativa (japonica"	UniRef90_Q5JKW3	"CHR3V7|COORD:5554490..5555373| AHP4 (HPT PHOSPHOTRANSMITTER 4); histidine phosphotransfer kinase/ transferase, transferring phosphorus-containing groups"	AT3G16360.1	CHR01V5|COORD:31419936..31422124|protein histidine-containing phosphotransfer protein 4, putative, expressed	LOC_Os01g54050.1	" no descriptionweakly similar to ( 137)AT3G16360| Symbols: AHP4 | AHP4 (HPT PHOSPHOTRANSMITTER 4); histidine phosphotransfer kinase/ transferase, transferring phosphorus-containing groups | chr3:5554490-5555373 FORWARDvery weakly similar to (90.5)HP1_ORYSAnot assigned "	hormone metabolism.cytokinin.signal transduction	17_4_2

CUST_31379_PI403524517	2	0.4883008	0.19000196	0.0034937859	-0.18099451	-0.7553282	-0.0034942627	35_9058	0	0	0	0	CHR05V5|COORD:5919449..5926178|protein jmjC domain containing protein, expressed	LOC_Os05g10770.1	no description	not assigned.unknown	35_2

CUST_39586_PI403524517	2	0.066986084	0.3577633	0.2427597	-0.17036629	-0.066986084	-0.25714874	35_11383	Rep: OSJNBa0016O02.3 protein - Oryza sativa (Rice)	UniRef90_Q7XJW7	"CHR5V7|COORD:2628664..2631048| EMB1873 (EMBRYO DEFECTIVE 1873); agmatine deiminase"	AT5G08170.1	CHR04V5|COORD:23096015..23099921|protein agmatine deiminase, putative, expressed	LOC_Os04g39210.1	"no descriptionvery weakly similar to (66.6)AT5G08170| Symbols: EMB1873 | EMB1873 (EMBRYO DEFECTIVE 1873); agmatine deiminase | chr5:2628664-2631048 REVERSEPAD_porph COG2957"	polyamine metabolism.synthesis.agmatine deiminase	22_1_4

CUST_30973_PI403524517	2	-0.03863144	-0.26092815	-0.049585342	0.072714806	0.03863144	0.105522156	35_8939	"Cluster: Putative serine decarboxylase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative serine decarboxylase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ESZ9	"CHR1V7|COORD:16488974..16490738| EMB1075 (EMBRYO DEFECTIVE 1075); carboxy-lyase"	AT1G43710.1	CHR02V5|COORD:20103243..20106357|protein histidine decarboxylase, putative, expressed	LOC_Os02g33710.1	"no descriptionweakly similar to ( 195)AT1G43710| Symbols: EMB1075 | EMB1075 (EMBRYO DEFECTIVE 1075); carboxy-lyase | chr1:16488974-16490738 REVERSEnot assigned PRK02769"	amino acid metabolism.degradation.histidine	13_2_7

CUST_88341_PI403524517	2	-0.12035465	0.73707294	0.043609142	-0.109705925	-0.043608665	0.2906475	35_25290	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_119488_PI403524517	2	0.020329475	0.5422735	0.40499783	-0.5011873	-0.020329475	-0.46094513	35_33808	"Cluster: MADS-box transcription factor TaAGL33; n=1; Triticum aestivum|Rep: MADS-box transcription factor TaAGL33 - Triticum aestivum (Wheat)"	UniRef90_Q1G159		0	CHR01V5|COORD:40671221..40691433|protein MADS-box transcription factor 8, putative, expressed	LOC_Os01g69850.1	no description	not assigned.unknown	35_2

CUST_9712_PI404877155	2	0.17335987	-0.6311312	-0.03895092	0.20685768	-0.009410858	0.009411812	Contig3463_at	fructose-6-phosphate-2-kinase/fructose-2,6-bisphosphatase [Oryza sativa]	AAL66023.1	fructose-6-phosphate 2-kinase / fructose-2,6-bisphosphatase (F2KP)	At1g07110.1	protein 6-phosphofructo-2-kinase, putative	Os05g07130	"ATF2KP;FKFBP;FRUCTOSE-2,6-BISPHOSPHATASE;FRUCTOSE-6-PHOSPHATE 2-KINASE;fructose-6-phosphate 2-kinase / fructose-2,6-bisphosphatase (F2KP), identical to fructose-6-phosphate 2-kinase/fructose-2,6-bisphosphatase (F2KP) (Arabidopsis thaliana) GI:13096098"	glycolysis.Fruc2,6BisPase	4_06

CUST_174695_PI403524517	2	0.095094204	-0.005569935	-0.015208721	0.02928543	0.0055704117	-0.29146862	35_48632	Rep: H0702G05.11 protein - Oryza sativa (Rice)	UniRef90_Q25AI2		0	CHR04V5|COORD:30694576..30689346|protein zinc finger domain, LSD1 subclass family protein, expressed	LOC_Os04g52040.4	no description	not assigned.unknown	35_2

CUST_52700_PI403524517	2	0.06283951	0.38286972	0.036476135	-0.13269806	-0.21494102	-0.03647709	35_15012	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_12354_PI404877155	2	0.01425457	0.0012722015	0.18400955	-0.11259079	-0.0012722015	-0.069607735	Contig6110_at	putative Ca2+-dependent lipid-binding protein [Oryza sativa (japonica cultivar-group)]	BAC92419.1	C2 domain-containing protein	At5g11100.1	protein Ca2+-dependent lipid-binding protein, putative	Os04g55220	putative Ca2+-dependent lipid-binding protein	signalling.calcium	30_3

CUST_160584_PI403524517	2	-0.14453983	-0.107311726	-0.12672186	0.61837673	0.57884455	0.107311726	35_44810	"Cluster: Auxilin-like protein; n=2; Arabidopsis thaliana|Rep: Auxilin-like protein - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9SU09	CHR4V7|COORD:7506733..7511405| heat shock protein binding	AT4G12770.1	CHR11V5|COORD:26036058..26042520|protein auxilin-like protein, putative, expressed	LOC_Os11g43950.1	no descriptionweakly similar to ( 113)AT4G12770| Symbols:  | heat shock protein binding | chr4:7506733-7511405 REVERSEnot assigned	not assigned.no ontology	35_1

CUST_168321_PI403524517	2	-0.04500866	0.023952484	0.09313393	-0.10821152	-0.023953438	0.036546707	35_46872	Rep: Alpha-tubulin 4 - Hordeum vulgare (Barley)	UniRef90_Q9M406	CHR5V7|COORD:6682763..6684476| TUA3 (tubulin alpha-3)	AT5G19770.1	CHR07V5|COORD:23242099..23245548|protein tubulin alpha-1 chain, putative, expressed	LOC_Os07g38730.1	no descriptionmoderately similar to ( 235)AT5G19780| Symbols: TUA5 | TUA5 (tubulin alpha-5) | chr5:6687214-6688928 FORWARDmoderately similar to ( 241)TBA6_MAIZETubulin alpha-6 chain - Zea mays (Maize)not assigned not assigned not assigned alpha_tubulin COG5023 Tubulin_C Tubulin_FtsZ beta_tubulin epsilon_tubulin gamma_tubulin	cell.organisation	31_1

CUST_28553_PI399408534	2	0.22153759	0.38354588	0.01998043	-0.01998043	-0.021641731	-0.06866264	35_20015	"Cluster: Unkown protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Unkown protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5KQI5	CHR1V7|COORD:2097853..2103478| leucine-rich repeat transmembrane protein kinase, putative	AT1G06840.1	CHR05V5|COORD:23570191..23579700|protein ATP binding protein, putative, expressed	LOC_Os05g40270.7	 no descriptionmoderately similar to ( 381)AT1G06840| Symbols:  | leucine-rich repeat transmembrane protein kinase, putative | chr1:2097853-2103478 REVERSEweakly similar to ( 187)NORK_MEDTRNodulation receptor kinase precursor - Medicago truncatula (Barrel medic)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PTKc TyrKc Pkinase_Tyr S_TKc S_TKc Pkinase PTKc_Jak_rpt2 SPS1 PTKc_Trk PTKc_Csk_like PTKc_Src_like PTKc_Tec_like PTKc_Ror PTKc_Srm_Brk PTKc_EphR PTKc_DDR PTKc_Ack_like PTKc_Met_Ron PTKc_Abl PTKc_Frk_like PTKc_Tyk2_rpt2 PTKc_Jak2_Jak3_rpt2 PTKc_ALK_LTK PTKc_Fes_like PTKc_Syk_like PTKc_EphR_A2 PTKc_Btk_Bmx PTKc_Itk PTKc_TrkB PTKc_EGFR_like PTKc_TrkC PTKc_EphR_B PTKc_EphR_A PTKc_c-ros PTKc_Musk PTKc_Chk PTKc_Tie2 PTKc_FGFR PTKc_FAK PTKc_Src PTKc_Axl_like PTKc_TrkA PTKc_Fyn_Yrk PTKc_DDR2 PTKc_Jak1_rpt2 PTKc_Csk PTKc_InsR_like PTKc_RET PTKc_Ror1 PTKc_DDR_like PTKc_Tec_Rlk PTK_CCK4 PTKc_DDR1 PTKc_Tie1 PTKc_Yes PTKc_Lck_Blk PTKc_Tie PTKc_FGFR4 PTKc_HER2 PTKc_Zap-70 PTKc_FGFR1 PTKc_Lyn PTKc_HER4 PTKc_Fer PTKc_FGFR3 PTK_HER3 PTKc_FGFR2 PTKc_Syk PTKc_Ror2 PTK_Ryk PTKc_PDGFR PTKc_Axl PTKc_Fes PTKc_Hck PTKc_EphR_A10 PTKc_IGF-1R PTKc_EGFR PTKc_Aatyk PTKc_Tyro3 PTKc_Aatyk1_Aatyk3 PTKc_InsR PTKc_CSF-1R PTKc_VEGFR PTK_Jak_rpt1 PTKc_VEGFR2 PTKc_VEGFR3 	signalling.receptor kinases.misc	30_2_99

CUST_27187_PI403524517	2	-0.0020112991	0.0020103455	-0.07215881	0.07228756	-0.004650116	0.06085682	35_7874	"Cluster: Chloroplast thylakoidal processing peptidase-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Chloroplast thylakoidal processing peptidas"	UniRef90_Q67UZ3	CHR3V7|COORD:8970701..8972027| signal peptidase I family protein	AT3G24590.1	CHR09V5|COORD:17004693..17002029|protein peptidase/ serine-type peptidase, putative, expressed	LOC_Os09g28000.1	no descriptionweakly similar to ( 126)AT3G24590| Symbols:  | signal peptidase I family protein | chr3:8970701-8972027 FORWARDnot assigned not assigned PRK10861	protein.targeting.chloroplast	29_3_3

CUST_80789_PI403524517	2	0.0015773773	0.06342983	-0.015039444	-0.0015773773	-0.0028209686	0.105540276	35_23171	"Cluster: Cation efflux family protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Cation efflux family protein-like - Oryza sativa (japonica cultivar"	UniRef90_Q6K961	CHR3V7|COORD:3854747..3857276| cation efflux family protein / metal tolerance protein, putative	AT3G12100.1	CHR02V5|COORD:35801176..35806577|protein metal tolerance protein C2, putative, expressed	LOC_Os02g58580.2	no descriptionmoderately similar to ( 275)AT3G12100| Symbols:  | cation transporter/ efflux permease | chr3:3855111-3857276 REVERSEnot assigned not assigned not assigned CzcD Cation_efflux	transport.metal	34_12

CUST_5242_PI403524517	2	0.13044643	-0.030081749	-0.04456997	-0.0017108917	0.001709938	0.04144287	35_1446	"Cluster: Putative 26S proteasome regulatory particle triple-A ATPase subunit3; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative 26S proteasome regulato"	UniRef90_Q6Z875	"CHR5V7|COORD:23586381..23588342| RPT3 (root phototropism 3); ATPase"	AT5G58290.1	CHR02V5|COORD:13059106..13063964|protein 26S protease regulatory subunit 6B, putative, expressed	LOC_Os02g21970.1	"no descriptionhighly similar to ( 720)AT5G58290| Symbols: RPT3 | RPT3 (root phototropism 3); ATPase | chr5:23586381-23588342 FORWARDhighly similar to ( 713)PRS6B_SOLTU26S protease regulatory subunit 6B homolog - Solanum tuberosum (Potato)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned RPT1 PRK03992 SpoVK AAA HflB hflB COG1223 AAA AAA COG0714 PRK04195 AAA_2 Tymo_45kd_70kd DUF566 MGS1 PRK12323"	protein.degradation.ubiquitin.proteasom	29_5_11_20

CUST_16329_PI403524517	2	0.16525936	0.18648624	0.0018086433	-0.0018086433	-0.42541647	-0.3444538	35_4706	"Cluster: Hypothetical protein B1121A12.15; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1121A12.15 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6Z343	"CHR1V7|COORD:25951092..25952925| similar to BSD domain-containing protein [Arabidopsis thaliana] (TAIR:AT1G26300.1); similar to Os04g0662000 [Oryza"	AT1G69030.1	CHR02V5|COORD:30214659..30218121|protein BSD domain containing protein, expressed	LOC_Os02g49450.1	"no descriptionweakly similar to ( 120)AT1G69030| Symbols:  | similar to BSD domain-containing protein [Arabidopsis thaliana] (TAIR:AT1G26300.1); similar to Os04g0662000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001054153.1); similar to Os02g0726400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001047990.1); contains InterPro domain BSD; (InterPro:IPR005607) | chr1:25951092-25952925 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TT_ORF1"	not assigned.no ontology.BSD domain-containing protein	35_1_8

CUST_50016_PI403524517	2	-0.4298668	0.3252716	0.007171631	0.08552551	-0.13712311	-0.0071697235	35_14277	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q75KQ4	CHR2V7|COORD:17273872..17274951| proline-rich family protein	AT2G41420.1	CHR03V5|COORD:18040460..18042273|protein adhesive/proline-rich protein, putative, expressed	LOC_Os03g31679.1	no descriptionnot assigned not assigned	not assigned.unknown	35_2

CUST_5493_PI403524517	2	-0.022129059	0.15679836	-0.35590363	0.022129059	0.117975235	-0.12546444	35_1514	"Cluster: Hypothetical protein OSJNBb0008A05.1; n=2; Oryza sativa|Rep: Hypothetical protein OSJNBb0008A05.1 - Oryza sativa (Rice)"	UniRef90_Q8W5E3	"CHR1V7|COORD:4761088..4761555| similar to nodulin-related [Arabidopsis thaliana] (TAIR:AT2G03440.1); similar to drought-induced protein"	AT1G13930.1	CHR10V5|COORD:8984080..8984965|protein expressed protein	LOC_Os10g18340.1	no descriptionvery weakly similar to (57.4)AT2G03440| Symbols:  | nodulin-related | chr2:1039406-1039969 REVERSE	development.unspecified	33_99

CUST_141948_PI403524517	2	-0.047509193	0.11553097	0.122437954	0.04750967	-0.30333614	-0.1002655	35_39782	"Cluster: Hypothetical protein P0435B05.8; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0435B05.8 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q5JMW7	"CHR3V7|COORD:21850311..21853426| similar to TOM1 (TOBAMOVIRUS MULTIPLICATION 1) [Arabidopsis thaliana] (TAIR:AT4G21790.1); similar to Os01g0751300 [Oryza"	AT3G59090.2	CHR01V5|COORD:31838382..31846443|protein expressed protein	LOC_Os01g54784.1	"no descriptionvery weakly similar to (88.2)AT3G59090| Symbols:  | similar to TOM1 (TOBAMOVIRUS MULTIPLICATION 1) [Arabidopsis thaliana] (TAIR:AT4G21790.1); similar to Os01g0751300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001044258.1) | chr3:21850357-21853325 FORWARD"	not assigned.unknown	35_2

CUST_168492_PI403524517	2	0.13267279	0.19203472	-0.17977238	0.1827941	-0.59438515	-0.13267279	35_46925	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_76805_PI403524517	2	0.18218565	0.21877956	0.02374649	-0.02374649	-0.21183062	-0.3060956	35_22017	"Cluster: Putative serine carboxypeptidase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative serine carboxypeptidase - Oryza sativa (japonica"	UniRef90_Q851E3	"CHR5V7|COORD:2988374..2990967| SNG2 (SINAPOYLGLUCOSE ACCUMULATOR 2); serine carboxypeptidase"	AT5G09640.1	CHR03V5|COORD:29831505..29838042|protein SNG2, putative, expressed	LOC_Os03g52080.1	" no descriptionmoderately similar to ( 244)AT5G09640| Symbols: SCPL19, SNG2 | SNG2 (SINAPOYLGLUCOSE ACCUMULATOR 2); serine carboxypeptidase | chr5:2988374-2990967 FORWARDweakly similar to ( 183)CBP1_ORYSAnot assigned Peptidase_S10 "	protein.degradation.serine protease	29_5_5

CUST_40545_PI403524517	2	0.09754276	0.1188097	-0.0015897751	0.0015888214	-0.32099152	-0.04468727	35_11660	Rep: Acetyl-coenzyme A carboxylase - Triticum aestivum (Wheat)	UniRef90_O48959	CHR1|COORD:13547727..13559608| acetyl-CoA carboxylase 2 (ACC2), nearly identical to acetyl-CoA carboxylase 2 (ACC2) (Arabidopsis thaliana) GI:11869928	AT1G36180.1	CHR05V5|COORD:13000396..12986467|protein acetyl-coenzyme A carboxylase, putative, expressed	LOC_Os05g22940.1	" no descriptionmoderately similar to ( 343)AT1G36160| Symbols: AT-ACC1, EMB22, GK, PAS3, ACC1 | ACC1 (ACETYL-COENZYME A CARBOXYLASE 1); acetyl-CoA carboxylase | chr1:13535408-13544985 FORWARDnot assigned ACC_central "	lipid metabolism.FA synthesis and FA elongation.Acetyl CoA Carboxylation	11_1_1

CUST_2361_PI404877155	2	0.046455383	0.49873638	0.03563881	-0.17006493	-0.056185722	-0.03563881	Contig12752_at	putative PWWP domain protein [Oryza sativa (japonica cultivar-group)]	BAD03546.1	PWWP domain-containing protein	At5g08230.1	protein PWWP domain, putative	Os08g01050	0	RNA.regulation of transcription.PWWP domain protein	27_3_68

CUST_34135_PI399408534	2	-0.12059784	0.37094688	0.33360195	-0.07712746	0.0771265	-0.107357025	35_33573	Rep: KI domain interacting kinase 1 - Zea mays (Maize)	UniRef90_O49974	"CHR4V7|COORD:11394469..11397485| B120; protein kinase/ sugar binding"	AT4G21390.1	CHR07V5|COORD:21881678..21875197|protein serine/threonine-protein kinase receptor precursor, putative, expressed	LOC_Os07g36590.1	"no descriptionweakly similar to ( 149)AT4G21390| Symbols: B120 | B120; protein kinase/ sugar binding | chr4:11394469-11397485 REVERSEvery weakly similar to (94.4)PSKR_DAUCAPhytosulfokine receptor precursor - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TyrKc Pkinase_Tyr PTKc PTKc_Src_like S_TKc PTKc_Trk PTKc_Srm_Brk PTKc_Ror Pkinase S_TKc PTKc_Jak_rpt2 PTKc_Musk PTKc_TrkB PTKc_TrkA PTKc_EGFR_like PTKc_Csk_like PTKc_Lck_Blk PTKc_DDR PTKc_ALK_LTK PTKc_TrkC PTKc_Tyk2_rpt2 PTKc_Fes_like PTKc_Itk PTKc_Frk_like PTKc_c-ros PTKc_EphR PTKc_Tec_like PTKc_DDR_like PTKc_Lyn PTKc_DDR2 PTKc_Syk_like PTKc_Src PTKc_Ror2 PTKc_Fyn_Yrk PTKc_Axl_like PTK_CCK4"	signalling.receptor kinases.DUF 26	30_2_17

CUST_49925_PI403524517	2	0.18849659	-1.3022509	-0.12946415	0.08115959	0.0153131485	-0.0153131485	35_14253	Rep: Cyclophilin 1 - Oryza sativa (Rice)	UniRef90_Q40672	"CHR3V7|COORD:20817966..20818496| ROC2 (rotamase CyP 2); peptidyl-prolyl cis-trans isomerase"	AT3G56070.1	CHR09V5|COORD:22809423..22810520|protein peptidyl-prolyl cis-trans isomerase CYP19-3, putative, expressed	LOC_Os09g39780.2	no descriptionmoderately similar to ( 253)AT3G56070| Symbols: ROC2 | ROC2 (rotamase CyP 2) | chr3:20817966-20818496 REVERSEmoderately similar to ( 253)CYPH_CATROPeptidyl-prolyl cis-trans isomerase - Catharanthus roseus (Rosy periwinkle) (Madagascar periwinkle)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned cyclophilin_ABH_like Pro_isomerase cyclophilin PpiB cyclophilin_SpCYP2_like cyclophilin_WD40 cyclophilin_RING Cyclophilin_PPIL3_like cyclophilin_CeCYP16-like cyclophilin_RRM cyclophilin_EcCYP_like PRK10903 TT_ORF1 PRK10791 PRK07003 PRK12323 PRK07764 cyclophilin_TLP40_like Herpes_UL32 DUF566	cell.cycle.peptidylprolyl isomerase	31_3_1

CUST_59101_PI403524517	2	-0.855772	0.5523796	0.36589432	0.27381802	-0.27381802	-0.31862354	35_16856	"Cluster: Acid phosphatase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Acid phosphatase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q06C47	CHR1V7|COORD:27468441..27469841| phosphoric monoester hydrolase	AT1G73010.1	CHR01V5|COORD:30353312..30352096|protein phosphatase phospho1, putative, expressed	LOC_Os01g52230.1	no descriptionmoderately similar to ( 321)AT1G73010| Symbols:  | phosphoric monoester hydrolase | chr1:27468441-27469841 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Put_Phosphatase Herpes_BLLF1 PRK07003 PRK12323 DUF566 Pneumo_att_G SerH PRK12678 Tymo_45kd_70kd Atrophin-1 PRK12495 PRK07764 PRK10856	misc.acid and other phosphatases	26_13

CUST_91682_PI403524517	2	0.34391403	-0.0028643608	0.002863884	-0.20813704	-0.3713255	0.09267187	35_26214	"Cluster: Retrotransposon protein, putative, Ty1-copia sub-class; n=1; Oryza sativa (japonica cultivar-group)|Rep: Retrotransposon protein, putative, Ty1-copia s"	UniRef90_Q53LP5	"CHR2V7|COORD:9044064..9044669| ATGRP2B (GLYCINE-RICH PROTEIN 2B); nucleic acid binding"	AT2G21060.1	CHR12V5|COORD:5891603..5899436|protein retrotransposon protein, putative, unclassified	LOC_Os12g10900.1	no descriptionvery weakly similar to (51.6)POLX_TOBACRetrovirus-related Pol polyprotein from transposon TNT 1-94 [Includes: Protease - Nicotiana tabacum (Common tobacco)	not assigned.unknown	35_2

CUST_28173_PI399408534	2	0.42638493	0.13506794	-0.11486578	-0.22502232	-0.22470713	0.11486626	35_12454	"Cluster: Basal transcription factor SNAPc large chain SNAP190-like protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Basal transcription factor SNAPc la"	UniRef90_Q7XIP8	"CHR3V7|COORD:6200695..6204589| MYB4R1 (myb domain protein 4R1); transcription factor"	AT3G18100.1	CHR07V5|COORD:2089953..2082409|protein MYB transcription factor, putative, expressed	LOC_Os07g04700.4	" no descriptionweakly similar to ( 119)AT3G18100| Symbols: ATMYB4R1, MYB4R1 | MYB4R1 (myb domain protein 4R1); transcription factor | chr3:6200695-6204589 FORWARDnot assigned not assigned not assigned Myb_DNA-binding SANT REB1 "	RNA.regulation of transcription.MYB domain transcription factor family	27_3_25

CUST_106883_PI403524517	2	0.009092331	0.005706787	-0.0057058334	-0.43015766	0.030979156	-0.40047264	35_30420	"Cluster: PREDICTED: hypothetical protein; n=3; Strongylocentrotus purpuratus|Rep: PREDICTED: hypothetical protein - Strongylocentrotus purpuratus"	UniRef90_UPI0000E491D1	CHR1V7|COORD:1356420..1358265| TUA4 (tubulin alpha-4 chain)	AT1G04820.1	CHR11V5|COORD:7955967..7958851|protein tubulin alpha-3 chain, putative, expressed	LOC_Os11g14220.2	no descriptionmoderately similar to ( 216)AT1G50010| Symbols: TUA2 | TUA2 (tubulin alpha-2 chain) | chr1:18521405-18523397 FORWARDmoderately similar to ( 215)TBA3_MAIZETubulin alpha-3 chain - Zea mays (Maize)not assigned not assigned not assigned alpha_tubulin COG5023 Tubulin_FtsZ beta_tubulin gamma_tubulin Tubulin epsilon_tubulin delta_tubulin	cell.organisation	31_1

CUST_3580_PI404877155	2	-1.4701328	1.5553312	0.42548656	-0.37170696	0.37170696	-1.2106924	Contig14114_at	putative Cys2/His2 zinc-finger protein [Oryza sativa (japonica cultivar-group)] gb|AAP42461.1| zinc finger protein ZFP14 [Oryza sativa (japo	AAO65881.1	zinc finger (C2H2 type) family protein	At2g28710.1	protein putative Cys2/His2 zinc-finger protein	Os03g60560	Cys2/His2 zinc-finger protein	RNA.regulation of transcription	27_3

CUST_137624_PI403524517	2	0.05976677	0.21073914	-0.06149006	8.869171E-4	-0.08277321	-8.878708E-4	35_38595	"Cluster: Putative symplekin; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative symplekin - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69R94	"CHR5V7|COORD:162802..171071| ESP4 (ENHANCED SILENCING PHENOTYPE 4); binding"	AT5G01400.1	CHR07V5|COORD:29532776..29544001|protein HEAT repeat family protein, expressed	LOC_Os07g49320.1	"no descriptionvery weakly similar to (55.5)AT5G01400| Symbols: ESP4 | ESP4 (ENHANCED SILENCING PHENOTYPE 4); binding | chr5:162802-171071 REVERSE"	not assigned.unknown	35_2

CUST_2132_PI399408534	2	-0.019904137	-0.36551285	-0.33917427	0.23230839	0.12130928	0.019904137	35_19191	"Cluster: MADS-box transcription factor TaAGL15; n=3; Triticum aestivum|Rep: MADS-box transcription factor TaAGL15 - Triticum aestivum (Wheat)"	UniRef90_Q1G164	"CHR5V7|COORD:24519962..24523239| AGL8 (AGAMOUS-LIKE 8); transcription factor"	AT5G60910.1	CHR01V5|COORD:30607659..30605264|protein MADS-box transcription factor 32, putative, expressed	LOC_Os01g52680.1	 no descriptionvery weakly similar to (87.4)AT5G60910| Symbols: FUL, AGL8 | AGL8 (AGAMOUS-LIKE 8) | chr5:24519962-24522160 REVERSEmoderately similar to ( 317)MAD32_ORYSAnot assigned not assigned MADS_MEF2_like MADS MADS MADS_SRF_like SRF-TF ARG80 	RNA.regulation of transcription.MADS box transcription factor family	27_3_24

CUST_72012_PI403524517	2	0.47035408	-0.10269642	0.08886719	-0.08886814	-0.28087044	0.23817444	35_20642	"Cluster: Putative TIP120 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative TIP120 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6H4V4	"CHR2V7|COORD:690344..697341| CAND1 (CULLIN-ASSOCIATED AND NEDDYLATION DISSOCIATED, HEMIVENATA); binding"	AT2G02560.2	CHR02V5|COORD:3669320..3659090|protein cullin-associated NEDD8-dissociated protein 1, putative, expressed	LOC_Os02g07120.1	" no descriptionmoderately similar to ( 457)AT2G02560| Symbols: ATCAND1, ETA2, TIP120, HVE, CAND1 | CAND1 (CULLIN-ASSOCIATED AND NEDDYLATION DISSOCIATED, HEMIVENATA); binding | chr2:690344-697341 FORWARDnot assigned "	not assigned.no ontology	35_1

CUST_9906_PI399408534	2	-0.097670555	0.022381783	0.050551414	0.08850765	-0.067126274	-0.022380829	35_17991	"Cluster: Putative ABA-responsive protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ABA-responsive protein - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6YUX5	CHR1V7|COORD:28011770..28012817| ATHVA22A (Arabidopsis thaliana HVA22 homologue A)	AT1G74520.1	CHR02V5|COORD:31401276..31403716|protein HVA22-like protein a, putative, expressed	LOC_Os02g51290.1	no descriptionmoderately similar to ( 220)AT1G74520| Symbols: ATHVA22A | ATHVA22A (Arabidopsis thaliana HVA22 homologue A) | chr1:28011770-28012817 REVERSEweakly similar to ( 109)HVA22_HORVUProtein HVA22 - Hordeum vulgare (Barley)not assigned not assigned TB2_DP1_HVA22 YOP1	hormone metabolism.abscisic acid.induced-regulated-responsive-activated	17_1_3

CUST_33405_PI399408534	2	0.18374252	0.4482689	0.08570957	-0.30765724	-0.489192	-0.08571005	35_9797	"Cluster: PHD-finger family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: PHD-finger family protein, expressed - Oryza sativa (japonica"	UniRef90_Q2QSD0	CHR5V7|COORD:5467537..5472959| PHD finger family protein	AT5G16680.1	CHR11V5|COORD:10635123..10626230|protein PHD-finger family protein, expressed	LOC_Os11g18770.2	no descriptionvery weakly similar to (80.1)AT5G16680| Symbols:  | PHD finger family protein | chr5:5467537-5472959 REVERSEnot assigned	RNA.regulation of transcription.unclassified	27_3_99

CUST_116952_PI403524517	2	-0.68522024	1.0049968	0.17770958	-0.046468735	-0.102413654	0.046468735	35_33148	"Cluster: Retrotransposon protein, putative, Ty1-copia subclass; n=2; Oryza sativa (japonica cultivar-group)|Rep: Retrotransposon protein, putative, Ty1-copia su"	UniRef90_Q2QZH1	CHR4V7|COORD:12129496..12134097| protein kinase family protein	AT4G23160.1	CHR06V5|COORD:23480971..23476619|protein retrotransposon protein, putative, unclassified	LOC_Os06g39540.1	no descriptionvery weakly similar to (84.3)AT4G23160| Symbols:  | protein kinase family protein | chr4:12129496-12134097 FORWARDvery weakly similar to (54.3)POLX_TOBACRetrovirus-related Pol polyprotein from transposon TNT 1-94 [Includes: Protease - Nicotiana tabacum (Common tobacco)	not assigned.unknown	35_2

CUST_51641_PI403524517	2	0.117162704	-0.39561653	0.016284943	0.16121101	-0.016283989	-0.03259182	35_14717	"Cluster: Serine hydroxymethyltransferase, mitochondrial, putative, expressed; n=2; Magnoliophyta|Rep: Serine hydroxymethyltransferase, mitochondrial, putative,"	UniRef90_Q10D67	"CHR4V7|COORD:17831885..17834736| SHM1 (SERINE HYDROXYMETHYLTRANSFERASE 1); glycine hydroxymethyltransferase"	AT4G37930.1	CHR03V5|COORD:30250111..30254806|protein serine hydroxymethyltransferase, mitochondrial precursor, putative, expressed	LOC_Os03g52840.3	" no descriptionmoderately similar to ( 335)AT4G37930| Symbols: STM, SHMT1, SHM1 | SHM1 (SERINE HYDROXYMETHYLTRANSFERASE 1); glycine hydroxymethyltransferase | chr4:17831885-17834736 REVERSEmoderately similar to ( 336)GLYM_SOLTUSerine hydroxymethyltransferase, mitochondrial precursor - Solanum tuberosum (Potato)not assigned SHMT GlyA glyA "	PS.photorespiration.serine hydroxymethyltransferase	1_2_5

CUST_170538_PI403524517	2	0.21580315	0.017890453	-0.06160021	-0.017890453	-0.3280015	0.0628376	35_47502	"Cluster: Pherophorin-dz1 protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Pherophorin-dz1 protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5JKG7	"CHR3V7|COORD:9949663..9952794| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G10060.1); similar to expressed protein [Oryza sativa (japonica"	AT3G26990.1	CHR01V5|COORD:40881600..40867813|protein expressed protein	LOC_Os01g70060.2	"no descriptionweakly similar to ( 163)AT3G26990| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G10060.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABA91308.2); contains InterPro domain Regulation of nuclear pre-mRNA protein; (InterPro:IPR006569); contains InterPro domain Protein of unknown function DUF618; (InterPro:IPR006903) | chr3:9949663-9952794 REVERSEnot assigned RPR CID DUF618"	not assigned.unknown	35_2

CUST_23881_PI403524517	2	-0.03404236	0.28523445	-0.13070488	-0.11748505	0.03404236	0.06356716	35_6940	"Cluster: Os06g0158200 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os06g0158200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DEE5	CHR1V7|COORD:2490023..2490304| unknown protein	AT1G08020.1	CHR06V5|COORD:2965770..2972191|protein expressed protein	LOC_Os06g06370.1	no descriptionvery weakly similar to (53.1)AT1G08020| Symbols:  | unknown protein | chr1:2490023-2490304 REVERSE	not assigned.unknown	35_2

CUST_59701_PI403524517	2	-0.037690163	0.1364088	-0.2186327	0.1624422	-0.21473503	0.037690163	35_17021	"Cluster: Ankyrin-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Ankyrin-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5QMH5	CHR3V7|COORD:3934153..3936502| ankyrin repeat family protein	AT3G12360.1	CHR01V5|COORD:36215411..36211621|protein protein binding protein, putative, expressed	LOC_Os01g61990.1	no descriptionhighly similar to ( 521)AT3G12360| Symbols:  | ankyrin repeat family protein | chr3:3934153-3936502 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned ANK PRK07764 PRK12323 Arp Drf_FH1 TT_ORF1 PRK07003 PRK12678 HpaP PRK09169 Totivirus_coat Tymo_45kd_70kd Extensin_2	cell.organisation	31_1

CUST_47931_PI403524517	2	0.040725708	-0.62971115	-0.0883255	0.034980774	0.0992012	-0.034978867	35_13708	"Cluster: Elongation factor 1-alpha; n=109; cellular organisms|Rep: Elongation factor 1-alpha - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_P13905	CHR5V7|COORD:24306452..24307901| elongation factor 1-alpha / EF-1-alpha	AT5G60390.1	CHR03V5|COORD:4089482..4092860|protein elongation factor 1-alpha, putative, expressed	LOC_Os03g08050.3	no descriptionhighly similar to ( 815)AT5G60390| Symbols:  | calmodulin binding / translation elongation factor | chr5:24306452-24307803 FORWARDhighly similar to ( 843)EF1A_WHEATElongation factor 1-alpha - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TEF1 PRK12317 EF1_alpha CysN PRK05506 cysN TufB CysN_ATPS GTP_EFTU tufA EF1_alpha_III PRK12736 PRK00049 PRK12735 EF1_alpha_II SelB GTP_translation_factor GTP_EFTU_D3 GTPBP1 EF_Tu Translation_factor_III PRK04000 GCD11 SelB LepA eRF3c_III TypA SelB_euk PRK05433 EFTU_II selB_II GTP_EFTU_D2 eRF3_II_like PRK10218 Translation_Factor_II_like Snu114p FusA EF-G TetM_like LepA TypA_BipA PRK10512 HBS1_C eIF2_gamma EF2 eRF3_II RF3 PrfC PRK12740 EF-G_bact PRK07560 prfC InfB PRK12739 CysN_NodQ_II PRK00007 IF2_eIF5B GTPBP_II	protein.synthesis.elongation	29_2_4

CUST_19348_PI399408534	2	0.056224346	-0.17808437	0.282578	-0.05622387	-0.5223427	0.1679821	35_32396	"Cluster: N-dimethylguanosine tRNA methyltransferase, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: N-dimethylguanosine tRNA"	UniRef90_Q339G6	CHR5V7|COORD:5157801..5161124| N2,N2-dimethylguanosine tRNA methyltransferase family protein	AT5G15810.1	CHR10V5|COORD:10600802..10608096|protein N-dimethylguanosine tRNA methyltransferase, putative, expressed	LOC_Os10g21360.2	 no descriptionvery weakly similar to (67.8)AT5G15810| Symbols:  | N2,N2-dimethylguanosine tRNA methyltransferase family protein | chr5:5157801-5161124 FORWARDnot assigned 	RNA.regulation of transcription.unclassified	27_3_99

CUST_30653_PI399408534	2	0.23574352	0.07388401	-0.023591042	-0.0603323	-0.078107834	0.023591042	35_16767	"Cluster: Putative receptor-like protein kinase 1; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative receptor-like protein kinase 1 - Oryza sativa (japon"	UniRef90_Q5JN27	CHR1V7|COORD:2097853..2103478| leucine-rich repeat transmembrane protein kinase, putative	AT1G06840.1	CHR01V5|COORD:42676247..42663065|protein ATP binding protein, putative, expressed	LOC_Os01g72990.2	 no descriptionweakly similar to ( 157)AT1G06840| Symbols:  | leucine-rich repeat transmembrane protein kinase, putative | chr1:2097853-2103478 REVERSEvery weakly similar to (53.1)CRI4_MAIZEPutative receptor protein kinase CRINKLY4 precursor - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07764 Atrophin-1 DUF1421 Drf_FH1 FAP TyrKc PRK12323 PTKc Extensin_2 	signalling.receptor kinases.misc	30_2_99

CUST_44470_PI403524517	2	-0.09755945	0.12349033	-0.05355501	0.053554535	-0.5262823	0.1398468	35_12758	"Cluster: Putative translation initiation factor IF-2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative translation initiation factor IF-2 - Oryza sativ"	UniRef90_Q69IM0	CHR4V7|COORD:6803842..6806722| translation initiation factor IF-2, mitochondrial, putative	AT4G11160.1	CHR09V5|COORD:20077693..20082156|protein ATP binding protein, putative, expressed	LOC_Os09g34010.1	 no descriptionweakly similar to ( 103)AT4G11160| Symbols:  | translation initiation factor IF-2, mitochondrial, putative | chr4:6803842-6806722 FORWARDnot assigned not assigned not assigned PRK07764 	protein.synthesis.initiation	29_2_3

CUST_158203_PI403524517	2	0.058407784	-0.22647572	-0.14040947	0.20284557	0.17442417	-0.058407784	35_44169	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_34759_PI403524517	2	0.11160755	-0.07234669	0.007727623	0.1005764	-0.017375946	-0.007727623	35_10022	Rep: 2OG-Fe(II) oxygenase - Medicago truncatula (Barrel medic)	UniRef90_Q1S835	CHR1V7|COORD:1177141..1178383| 2-oxoglutarate-dependent dioxygenase, putative	AT1G04380.1	CHR08V5|COORD:18410744..18409291|protein desacetoxyvindoline 4-hydroxylase, putative, expressed	LOC_Os08g30150.1	no descriptionnot assigned PcbC 2OG-FeII_Oxy	not assigned.unknown	35_2

CUST_74859_PI403524517	2	0.05155754	-0.060005188	-0.0023012161	0.00892067	-0.10505772	0.0023002625	35_21462	"Cluster: Putative beta-ketoacyl synthase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative beta-ketoacyl synthase - Oryza sativa (japonica"	UniRef90_Q6F365	CHR1V7|COORD:1119852..1122482| beta-ketoacyl-CoA synthase, putative	AT1G04220.1	CHR05V5|COORD:28544278..28541925|protein fatty acid elongase, putative, expressed	LOC_Os05g49900.1	 no descriptionmoderately similar to ( 281)AT1G04220| Symbols:  | beta-ketoacyl-CoA synthase, putative | chr1:1119852-1122482 REVERSECHS_like FAE1_CUT1_RppA BcsA ACP_syn_III_C KAS_III FabH 	lipid metabolism.FA synthesis and FA elongation.beta ketoacyl CoA synthase	11_1_10

CUST_173698_PI403524517	2	-0.21238613	-0.68040323	0.3059759	0.21692896	0.21238613	-0.31982946	35_48366	"Cluster: OSIGBa0148J22.1 protein; n=3; Oryza sativa|Rep: OSIGBa0148J22.1 protein - Oryza sativa (Rice)"	UniRef90_Q01MY1	CHR4V7|COORD:16615554..16617429| amidase family protein	AT4G34880.1	CHR04V5|COORD:5666494..5669498|protein amidase, putative, expressed	LOC_Os04g10460.1	no descriptionweakly similar to ( 155)AT4G34880| Symbols:  | amidase family protein | chr4:16615554-16617429 FORWARDnot assigned PRK06828 PRK08137 PRK06707 PRK11910 GatA	misc.nitrilases, *nitrile lyases, berberine bridge enzymes, reticuline oxidases, troponine reductases	26_8

CUST_5678_PI399408534	2	0.009727478	-0.009726524	-0.07660103	0.07328987	0.061763763	-0.050941467	35_254	"Cluster: Os04g0448900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os04g0448900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JCU7	"CHR5V7|COORD:26770971..26774316| ABA1 (ABA DEFICIENT 1); zeaxanthin epoxidase"	AT5G67030.1	CHR04V5|COORD:22150569..22157739|protein zeaxanthin epoxidase, chloroplast precursor, putative, expressed	LOC_Os04g37619.1	" no descriptionhighly similar to ( 818)AT5G67030| Symbols: LOS6, NPQ2, ATABA1, ZEP, IBS3, ATZEP, ABA1 | ABA1 (ABA DEFICIENT 1); zeaxanthin epoxidase | chr5:26771252-26774316 REVERSEhighly similar to ( 831)ABA2_NICPLZeaxanthin epoxidase, chloroplast precursor - Nicotiana plumbaginifolia (Leadwort-leaved tobacco)not assigned not assigned not assigned not assigned UbiH PRK08163 PRK06847 PRK06753 PRK07538 PRK07236 PRK06475 FAD_binding_3 PRK06183 FixC PRK07588 PRK06185 FHA PRK06126 PRK06184 PRK07045 PRK05868 PRK12323 FHA PRK08255 PRK07764 PRK07608 PRK07364 PRK06834 PRK07003 PRK07333 "	hormone metabolism.abscisic acid.synthesis-degradation.synthesis.zeaxanthin epoxidase	17_1_1_1_1

CUST_50174_PI403524517	2	-0.18895149	-1.4964361	0.18895149	0.21663475	0.25697327	-1.0320349	35_14318	"Cluster: 23 kDa jasmonate-induced protein; n=1; Hordeum vulgare|Rep: 23 kDa jasmonate-induced protein - Hordeum vulgare (Barley)"	UniRef90_P32024	0	0	CHR04V5|COORD:14015791..14016744|protein jasmonate-induced protein, putative	LOC_Os04g24478.1	no descriptionmoderately similar to ( 340)JI23_HORVU23 kDa jasmonate-induced protein - Hordeum vulgare (Barley)	not assigned.unknown	35_2

CUST_74777_PI403524517	2	-0.47989464	-0.1521368	0.46448135	-0.14424896	0.26031685	0.14424896	35_21442	"Cluster: Serine/threonine-protein kinase SAPK3; n=2; Oryza sativa|Rep: Serine/threonine-protein kinase SAPK3 - Oryza sativa (Rice)"	UniRef90_Q75V63	"CHR5V7|COORD:25498857..25500721| SNRK2-5/SNRK2.5/SRK2H (SNF1-RELATED PROTEIN KINASE 2-5, SNF1-RELATED PROTEIN KINASE 2.5); kinase"	AT5G63650.1	CHR10V5|COORD:21968011..21965066|protein serine/threonine-protein kinase SAPK3, putative, expressed	LOC_Os10g41490.1	" no descriptionmoderately similar to ( 476)AT1G10940| Symbols: ASK1, SNRK2-4, SNRK2.4, SRK2A | ASK1 (ARABIDOPSIS SERINE/THREONINE KINASE 1); kinase | chr1:3656050-3658170 REVERSEhighly similar to ( 560)SAPK3_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase SPS1 TyrKc Pkinase_Tyr PTKc PTKc_Jak_rpt2 PTKc_Jak2_Jak3_rpt2 PTKc_Tyk2_rpt2 PTKc_DDR PTKc_Ack_like PTKc_Jak1_rpt2 PTKc_Btk_Bmx PTKc_Srm_Brk PTKc_Tec_like PTKc_Csk_like PTKc_Syk_like PTKc_Tec_Rlk PTKc_InsR_like PTKc_EGFR_like PTKc_Fes PTKc_Src_like PTKc_Fes_like PTKc_Itk PTKc_FAK PTKc_EphR PTKc_Trk PTKc_EphR_A2 PTKc_Aatyk PTKc_Abl PTKc_RET PTKc_EphR_B PTKc_Aatyk1_Aatyk3 PTKc_Zap-70 PTKc_Frk_like PTKc_Chk PTKc_DDR_like PTKc_Syk PTKc_Csk PTKc_DDR2 PTKc_FGFR PTKc_EphR_A PTKc_TrkB PTKc_c-ros PTKc_Axl_like PTKc_PDGFR PTKc_Met_Ron PTKc_Fer PTKc_TrkA PTKc_Musk PTKc_Ror PTKc_TrkC PTK_CCK4 PTK_Ryk PTK_Jak_rpt1 PTKc_Lck_Blk PTKc_Tie1 PTKc_Lyn PTKc_EGFR PTKc_Tie PTKc_Tie2 PTKc_VEGFR3 PTKc_VEGFR PTKc_ALK_LTK PTKc_VEGFR2 PTK_HER3 PTKc_FGFR3 PTKc_DDR1 PTKc_Aatyk2 PTKc_HER2 PTKc_FGFR2 PTKc_Axl PTKc_HER4 PTKc_CSF-1R PTKc_Hck PTKc_FGFR4 PTKc_PDGFR_alpha PTKc_Tyro3 PRK07764 PTKc_Kit PTKc_Fyn_Yrk "	protein.postranslational modification	29_4

CUST_47001_PI403524517	2	0.025808811	0.26601076	-0.025809288	-0.26529312	-0.6741257	0.29342985	35_13457	"Cluster: Cucumisin-like serine protease; subtilisin-like protease; n=2; Arabidopsis thaliana|Rep: Cucumisin-like serine protease; subtilisin-like protease - Ara"	UniRef90_Q9LVJ1	CHR3V7|COORD:4658428..4660761| subtilase family protein	AT3G14067.1	CHR02V5|COORD:32981976..32979136|protein subtilisin-like protease precursor, putative, expressed	LOC_Os02g53860.1	no descriptionweakly similar to ( 165)AT3G14067| Symbols:  | subtilase family protein | chr3:4658428-4660761 REVERSEPA_subtilisin_like PA	protein.degradation.subtilases	29_5_1

CUST_63658_PI403524517	2	0.101573944	-0.14908886	0.014956474	-0.029976845	-0.014957428	0.19514084	35_18174	"Cluster: Putative cop-coated vesicle membrane protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative cop-coated vesicle membrane protein - Oryza sat"	UniRef90_Q84MP2	CHR3V7|COORD:8087380..8088557| emp24/gp25L/p24 protein-related	AT3G22845.1	CHR03V5|COORD:30549961..30546792|protein suppressor/enhancer of lin-12 protein 9 precursor, putative, expressed	LOC_Os03g53310.1	no descriptionweakly similar to ( 136)AT3G22845| Symbols:  | emp24/gp25L/p24 protein-related | chr3:8087380-8088557 FORWARDnot assigned Inhibitor_I29 EMP24_GP25L	not assigned.no ontology	35_1

CUST_73909_PI403524517	2	0.28774977	0.14769459	-0.14769411	-0.20780802	-0.27714348	0.21225262	35_21196	"Cluster: Os01g0691600 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0691600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JK78	"CHR5V7|COORD:16568565..16573020| XPB1 (ARABIDOPSIS HOMOLOG OF XERODERMA PIGMENTOSUM COMPLEMENTATION GROUP B 1); ATP-dependent helicase"	AT5G41370.1	CHR01V5|COORD:28872431..28880674|protein DNA repair helicase XPB2, putative, expressed	LOC_Os01g49680.1	" no descriptionmoderately similar to ( 259)AT5G41370| Symbols: ATXPB1, XPB1 | XPB1 (ARABIDOPSIS HOMOLOG OF XERODERMA PIGMENTOSUM COMPLEMENTATION GROUP B 1); ATP-dependent helicase | chr5:16568565-16573020 FORWARDnot assigned "	DNA.repair	28_2

CUST_47872_PI403524517	2	-0.06898594	0.011642456	-0.10492039	0.028182983	-0.011641502	0.017451286	35_13692	"Cluster: Elongation factor 1-alpha; n=109; cellular organisms|Rep: Elongation factor 1-alpha - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_P13905	CHR5V7|COORD:24306452..24307901| elongation factor 1-alpha / EF-1-alpha	AT5G60390.1	CHR03V5|COORD:4089482..4092860|protein elongation factor 1-alpha, putative, expressed	LOC_Os03g08050.3	no descriptionhighly similar to ( 848)AT5G60390| Symbols:  | calmodulin binding / translation elongation factor | chr5:24306452-24307803 FORWARDhighly similar to ( 862)EF1A_WHEATElongation factor 1-alpha - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TEF1 PRK12317 EF1_alpha CysN PRK05506 GTP_EFTU TufB cysN tufA CysN_ATPS PRK00049 PRK12736 PRK12735 EF1_alpha_III EF1_alpha_II SelB GTP_translation_factor GTPBP1 EF_Tu GTP_EFTU_D3 Translation_factor_III PRK04000 GCD11 LepA SelB PRK05433 TypA eRF3c_III FusA SelB_euk EFTU_II PRK10218 TetM_like LepA EF-G selB_II GTP_EFTU_D2 eRF3_II_like TypA_BipA Translation_Factor_II_like PRK12740 eIF2_gamma Snu114p EF2 PRK10512 EF-G_bact HBS1_C eRF3_II PRK07560 RF3 PRK12739 PrfC InfB PRK00007 IF2_eIF5B prfC CysN_NodQ_II GTPBP_II	protein.synthesis.elongation	29_2_4

CUST_26196_PI403524517	2	-0.11428499	0.21908855	0.1784873	-0.029098988	-0.4031577	0.029098988	35_7586	"Cluster: Calcium-dependent protein kinase 2; n=3; Poaceae|Rep: Calcium-dependent protein kinase 2 - Triticum aestivum (Wheat)"	UniRef90_Q5UKX8	"CHR2V7|COORD:7524087..7526321| CPK6 (CALCIUM-DEPENDENT PROTEIN KINASE 6); anion channel/ calcium- and calmodulin-dependent protein kinase/ kinase"	AT2G17290.1	CHR02V5|COORD:28080731..28086282|protein calcium-dependent protein kinase, isoform AK1, putative, expressed	LOC_Os02g46090.1	" no descriptionmoderately similar to ( 281)AT2G17290| Symbols: ATCDPK3, CPK6 | CPK6 (CALCIUM-DEPENDENT PROTEIN KINASE 6); anion channel/ calcium- and calmodulin-dependent protein kinase/ kinase | chr2:7524087-7526321 FORWARDmoderately similar to ( 254)CDPK3_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase SPS1 TyrKc Pkinase_Tyr PTKc PRK07003 PTKc_Jak_rpt2 PRK12323 DUF566 Atrophin-1 Herpes_BLLF1 PTKc_Syk_like DUF1509 PTKc_Ack_like PTKc_PDGFR AF-4 PTKc_FAK HPC2 "	protein.postranslational modification	29_4

CUST_165829_PI403524517	2	0.676074	-0.25874853	-0.04891348	0.04949236	0.039155483	-0.03915596	35_46203	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_20275_PI403524517	2	0.32003498	-0.33569527	0.13045692	-0.13045692	-0.2737465	0.16038036	35_5877	"Cluster: Putative aminopeptidase M; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative aminopeptidase M - Oryza sativa (japonica"	UniRef90_Q6Z6L4	CHR4V7|COORD:15965918..15970421| APM1 (Aberrant peroxisome morphology 1)	AT4G33090.1	CHR02V5|COORD:6599222..6606542|protein puromycin-sensitive aminopeptidase, putative, expressed	LOC_Os02g12650.1	 no descriptionmoderately similar to ( 280)AT4G33090| Symbols: ATAPM1, APM1 | APM1 (Aberrant peroxisome morphology 1) | chr4:15965918-15970421 REVERSEnot assigned not assigned not assigned Peptidase_M1 PepN 	protein.degradation	29_5

CUST_40712_PI403524517	2	-0.110655785	-0.7166834	0.052470207	0.058579445	0.21350288	-0.052470207	35_11707	"Cluster: Os05g0417200 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os05g0417200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DI48	"CHR2V7|COORD:13545080..13546679| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G28590.1); similar to Os05g0417200 [Oryza sativa (japonica"	AT2G31840.1	CHR05V5|COORD:20355189..20358236|protein expressed protein	LOC_Os05g34470.1	"no descriptionmoderately similar to ( 208)AT2G31840| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G28590.1); similar to Os05g0417200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001055561.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAT77387.1); contains InterPro domain Thioredoxin-like fold; (InterPro:IPR012336); contains InterPro domain Thioredoxin fold; (InterPro:IPR012335) | chr2:13545080-13546679 REVERSEnot assigned"	not assigned.unknown	35_2

CUST_89013_PI403524517	2	-6.88076E-4	0.21835232	0.10032129	-0.11608696	6.875992E-4	-0.08897877	35_25466	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q75GJ4	CHR5V7|COORD:26495143..26496667| similar to hypothetical protein [Thellun (GB:ABB45846.1)	AT5G66290.1	CHR03V5|COORD:29574770..29577599|protein expressed protein	LOC_Os03g51700.1	no descriptionvery weakly similar to (51.2)AT5G66290| Symbols:  | similar to hypothetical protein [Thellun (GB:ABB45846.1) | chr5:26495143-26496667 REVERSE	not assigned.unknown	35_2

CUST_119471_PI403524517	2	-0.09687519	-0.7964554	0.29417515	0.096876144	0.18545437	-0.11051369	35_33803	Rep: Hypothetical protein - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q8LFA0	"CHR3V7|COORD:1347714..1349072| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G46100.1); similar to unnamed protein product [Ostreococcus tauri]"	AT3G04890.1	0	0	"no descriptionvery weakly similar to (51.6)AT3G04890| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G46100.1); similar to unnamed protein product [Ostreococcus tauri] (GB:CAL53979.1); contains domain NTF2-like (SSF54427) | chr3:1347714-1349072 FORWARD"	not assigned.unknown	35_2

CUST_96958_PI403524517	2	0.069312096	-6.67572E-4	0.010332108	-0.12491131	6.685257E-4	-0.17399788	35_27691	"Cluster: Os04g0637400 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os04g0637400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J9P9	"CHR3V7|COORD:7168267..7173363| POLGAMMA1 (polymerase gamma 1); DNA binding / DNA-directed DNA polymerase"	AT3G20540.1	CHR04V5|COORD:32199313..32204932|protein 3-5 exonuclease/ DNA binding protein, putative, expressed	LOC_Os04g54500.1	"no descriptionmoderately similar to ( 294)AT1G50840| Symbols: POLGAMMA2 | POLGAMMA2 (polymerase gamma 2); DNA binding / DNA-directed DNA polymerase | chr1:18842945-18847981 FORWARDPolA PRK08434 PRK07556 PRK08928 DNA_pol_A PRK07456 PRK07997 PRK06887 PRK08076 PRK05797 PRK08835 PRK05755 PRK08786 PRK07625 PRK07898 PRK07300 POLAc PRK05929"	DNA.synthesis/chromatin structure	28_1

CUST_12111_PI404877155	2	-0.010540009	0.1259222	0.010539055	-0.10129452	-0.15977287	0.13105011	Contig5840_at	Emr1 [Triticum aestivum]	AAP80862.1	XS domain-containing protein / XS zinc finger domain-containing protein-related	At5g23570.1	protein Emr1	Os12g09580	gi|32400756|gb|AAP80610.1|AF469493_1 HOTR	RNA.regulation of transcription.unclassified	27_3_99

CUST_64930_PI403524517	2	0.030647278	-0.09526634	-0.03433323	-0.029375076	0.041340828	0.029375076	35_18538	"Cluster: Putative DIP2 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative DIP2 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q652G7	CHR5V7|COORD:14999035..15001208| RNA and export factor-binding protein, putative	AT5G37720.1	CHR06V5|COORD:8133492..8128424|protein THO complex subunit 4, putative, expressed	LOC_Os06g14470.1	 no descriptionweakly similar to ( 114)AT1G66260| Symbols:  | RNA and export factor-binding protein, putative | chr1:24699558-24701546 REVERSEnot assigned not assigned not assigned not assigned RRM RRM_1 COG0724 	RNA.RNA binding	27_4

CUST_44261_PI403524517	2	0.2611804	0.25757456	-0.09726906	-0.6044955	0.016173363	-0.016173363	35_12699	"Cluster: Os05g0557100 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0557100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DG23	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	CHR05V5|COORD:27622272..27618697|protein pepsin A, putative, expressed	LOC_Os05g48330.1	no description	not assigned.unknown	35_2

CUST_8027_PI399408534	2	-0.016436577	-0.10452461	0.019987106	0.0164361	-0.121490955	0.023359299	35_11453	"Cluster: GTP-binding protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: GTP-binding protein, putative, expressed - Oryza sativa (jap"	UniRef90_Q10P96	CHR5V7|COORD:25928062..25929851| GTP-binding protein-related	AT5G64813.1	CHR03V5|COORD:7493161..7496605|protein RAB, member of RAS oncogene family-like 3, putative, expressed	LOC_Os03g13860.1	no descriptionweakly similar to ( 170)AT5G64813| Symbols:  | GTP-binding protein-related | chr5:25928062-25929851 FORWARDRabL3	signalling.G-proteins	30_5

CUST_4940_PI404877155	2	0.18446064	-0.29846	0.017738342	-0.0947628	-0.017737389	0.16501522	Contig16294_at	cytosolic 3-phosphoglycerate kinase [Zea mays] gb|AAO32644.1| cytosolic 3-phosphoglycerate kinase [Zea mays]	AAO32643.1	phosphoglycerate kinase, putative	At3g12780.1	protein phosphoglycerate kinase	Os02g07260	NONE	glycolysis.phosphoglycerate kinase	4_10

CUST_177547_PI403524517	2	-0.013868332	0.13253117	3.0517578E-4	-0.035941124	-3.0517578E-4	0.0033388138	35_49387	"Cluster: Hypothetical protein OSJNBa0078O01.3; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0078O01.3 - Oryza sativa (japonica cu"	UniRef90_Q8LNH7	"CHR2V7|COORD:19632701..19635939| similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAM93677.1); contains InterPro domain"	AT2G47960.1	CHR10V5|COORD:18698514..18704017|protein expressed protein	LOC_Os10g35570.1	no description	not assigned.unknown	35_2

CUST_69855_PI403524517	2	-0.0044260025	-0.25155163	-0.26010227	0.28708553	0.020487785	0.0044260025	35_19985	"Cluster: Hypothetical protein OSJNBa0019B22.18; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0019B22.18 - Oryza sativa (japonica"	UniRef90_Q69N88	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	CHR09V5|COORD:8193363..8196021|protein expressed protein	LOC_Os09g13920.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TT_ORF1 PRK07003 Tymo_45kd_70kd DUF1777 PRK12678 PRK07764 PRK09169 DUF1509 Protamine_P1 PRK12323	not assigned.unknown	35_2

CUST_65525_PI403524517	2	0.018698692	0.062339783	-0.018698692	-0.11321449	0.070381165	-0.035466194	35_18712	"Cluster: Hypothetical protein P0426G01.12; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0426G01.12 - Oryza sativa (japonica cultivar-g"	UniRef90_Q60DW0	CHR1|COORD:21393747..21398199| expressed protein	AT1G57760.1	CHR05V5|COORD:20499972..20497880|protein expressed protein	LOC_Os05g34680.2	"no descriptionvery weakly similar to (92.8)AT1G57765| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G09645.1); similar to Os05g0419600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001055573.1) | chr1:21397158-21398199 FORWARD"	not assigned.unknown	35_2

CUST_100426_PI403524517	2	0.17486143	-0.2887044	0.060367584	-0.042895794	0.04289627	-0.08342695	35_28667	"Cluster: Os05g0581300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0581300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DFM9	CHR3V7|COORD:17662897..17665017| pentatricopeptide (PPR) repeat-containing protein	AT3G47840.1	CHR05V5|COORD:28840853..28842757|protein pentatricopeptide repeat protein PPR986-12, putative	LOC_Os05g50460.1	no descriptionweakly similar to ( 138)AT3G47840| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr3:17662897-17665017 FORWARD	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_8035_PI404877155	2	-0.0788517	0.033592224	0.020152092	-0.0108652115	0.0108652115	-0.3320942	Contig23678_at	TPA: putative ZIP-like protein [Oryza sativa (indica cultivar-group)]	DAA01424.1	metal transporter, putative (ZIP6)	At2g30080.1	protein ZIP zinc/iron transport family	Os05g07210	"metal transporter, putative (ZIP6), identical to putative metal transporter ZIP6 (Arabidopsis thaliana) gi:17385786:gb:AAL38433; similar to zinc transporter protein ZIP1 (Glycine max) gi:15418778:gb:AAK37761; member of the Zinc (Zn2+)-Iron (Fe2+) permease"	transport.metal	34_12

CUST_70788_PI403524517	2	0.099965096	-0.06458378	0.010126114	-0.04398918	0.0019540787	-0.001953125	35_20281	"Cluster: Hypothetical protein OJ1034_C08.37-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1034_C08.37-1 - Oryza sativa (japonica cu"	UniRef90_Q6Z2A9	CHR4V7|COORD:18397743..18399257| similar to Os08g0290400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001061462.1)	AT4G39630.1	CHR08V5|COORD:11580887..11577110|protein expressed protein	LOC_Os08g19370.1	no descriptionweakly similar to ( 150)AT4G39630| Symbols:  | similar to Os08g0290400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001061462.1) | chr4:18397743-18399257 REVERSE	not assigned.unknown	35_2

CUST_104026_PI403524517	2	0.29688072	0.7322545	0.06862402	-0.3135028	-0.06862402	-0.10984707	35_29651	"Cluster: Early flowering 4, putative, expressed; n=2; Oryza sativa|Rep: Early flowering 4, putative, expressed - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2R122	"CHR1V7|COORD:5997925..5998269| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G72630.1); similar to Os11g0621500 [Oryza sativa (japonica"	AT1G17455.1	CHR11V5|COORD:23729086..23732131|protein early flowering 4, putative, expressed	LOC_Os11g40610.5	"no descriptionweakly similar to ( 108)AT2G06255| Symbols: ELF4-L3 | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G17455.1); similar to Os11g0621500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001068300.1); similar to hypothetical protein [Oryza sativa] (GB:AAD27669.1); contains InterPro domain Protein of unknown function DUF1313; (InterPro:IPR009741) | chr2:2459333-2459662 FORWARDDUF1313"	not assigned.unknown	35_2

CUST_66359_PI403524517	2	0.7642822	-0.24838161	0.35628223	-0.15133667	-0.022616863	0.02261734	35_18949	"Cluster: Os01g0130400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0130400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JQZ2	"CHR1V7|COORD:25738098..25741560| ATXYL1/XYL1 (ALPHA-XYLOSIDASE 1); alpha-N-arabinofuranosidase/ hydrolase, hydrolyzing O-glycosyl compounds / xylan"	AT1G68560.1	CHR01V5|COORD:1695005..1699892|protein alpha-D-xylosidase, putative, expressed	LOC_Os01g03950.1	" no descriptionhighly similar to ( 505)AT1G68560| Symbols: ATXYL1, XYL1 | ATXYL1/XYL1 (ALPHA-XYLOSIDASE 1); alpha-N-arabinofuranosidase/ hydrolase, hydrolyzing O-glycosyl compounds / xylan 1,4-beta-xylosidase | chr1:25738098-25741560 REVERSEmoderately similar to ( 358)AGLU_ORYSAnot assigned not assigned not assigned not assigned Glyco_hydro_31 COG1501 PRK10658 Herpes_BLLF1 PRK12323 PRK10426 "	misc.gluco-, galacto- and mannosidases	26_3

CUST_50207_PI403524517	2	0.018697739	0.0923748	-0.11113739	-0.018696785	0.057164192	-0.2223463	35_14326	"Cluster: 50S ribosomal protein L5, chloroplast precursor; n=2; Oryza sativa|Rep: 50S ribosomal protein L5, chloroplast precursor - Oryza sativa (Rice)"	UniRef90_Q9ZST0	CHR4V7|COORD:544166..545480| ribosomal protein L5 family protein	AT4G01310.1	CHR03V5|COORD:1413692..1411390|protein 50S ribosomal protein L5, chloroplast precursor, putative, expressed	LOC_Os03g03360.1	no descriptionvery weakly similar to (88.6)AT4G01310| Symbols:  | ribosomal protein L5 family protein | chr4:544166-545480 REVERSEweakly similar to ( 129)RK5_ORYSAnot assigned rplE rpl5 RplE Ribosomal_L5_C	protein.synthesis.mito/plastid ribosomal protein.plastid	29_2_1_1

CUST_166740_PI403524517	2	-0.29052258	-0.41232204	0.030317307	0.22339153	-0.030317307	0.058654785	35_46451	Rep: Hypothetical protein - Gibberella zeae (Fusarium graminearum)	UniRef90_Q4IIE9		0	0	0	no description	not assigned.unknown	35_2

CUST_15970_PI403524517	2	-7.619858E-4	-0.079304695	-0.062524796	0.108532906	0.13349152	7.619858E-4	35_4611	"Cluster: Hypothetical protein P0691E06.11-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0691E06.11-1 - Oryza sativa (japonica cultiv"	UniRef90_Q5VQK9	"CHR5V7|COORD:18030623..18032519| similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD68269.1); similar to Os01g0798500 [Oryza sativa"	AT5G44650.1	CHR01V5|COORD:34130002..34132241|protein expressed protein	LOC_Os01g58470.1	"no descriptionmoderately similar to ( 223)AT5G44650| Symbols:  | similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD68269.1); similar to Os01g0798500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001044524.1) | chr5:18030623-18032519 FORWARDnot assigned"	not assigned.unknown	35_2

CUST_169978_PI403524517	2	-0.3423519	0.66782284	0.03873396	0.05765629	-1.0024529	-0.03873396	35_47344	"Cluster: OSIGBa0153E02-OSIGBa0093I20.5 protein; n=3; Oryza sativa|Rep: OSIGBa0153E02-OSIGBa0093I20.5 protein - Oryza sativa (Rice)"	UniRef90_Q01HS0		0	CHR04V5|COORD:25954823..25949527|protein expressed protein	LOC_Os04g44210.3	no description	not assigned.unknown	35_2

CUST_42574_PI403524517	2	0.1916914	-0.2977295	0.026278973	-0.09768963	0.10990667	-0.02627945	35_12231	Rep: B0403H10-OSIGBa0105A11.23 protein - Oryza sativa (Rice)	UniRef90_Q01HS5	"CHR5V7|COORD:7853371..7853964| ATSTE14 (PRENYLCYSTEINE ALPHA-CARBOXYL METHYLTRANSFERASE 14A); protein-S-isoprenylcysteine O-methyltransferase"	AT5G23320.1	CHR04V5|COORD:30209111..30212666|protein protein-S-isoprenylcysteine O-methyltransferase., putative, expressed	LOC_Os04g51380.1	" no descriptionmoderately similar to ( 246)AT5G23320| Symbols: ATSTE14A, ATPCM, STE14, ATSTE14 | ATSTE14 (PRENYLCYSTEINE ALPHA-CARBOXYL METHYLTRANSFERASE 14A); protein-S-isoprenylcysteine O-methyltransferase | chr5:7853371-7853964 FORWARDnot assigned STE14 ICMT COG1755 "	protein.postranslational modification	29_4

CUST_21776_PI399408534	2	0.7092948	0.02389574	-0.25585508	0.041014194	-0.02389574	-0.4271536	35_15308	"Cluster: NAC domain containing protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: NAC domain containing protein, expressed - Oryza sativa (jap"	UniRef90_Q10AI8	CHR1V7|COORD:27544167..27545025| nascent polypeptide-associated complex (NAC) domain-containing protein	AT1G73230.1	CHR03V5|COORD:35761045..35763291|protein transcription factor BTF3, putative, expressed	LOC_Os03g63400.2	no descriptionvery weakly similar to (77.4)AT1G73230| Symbols:  | nascent polypeptide-associated complex (NAC) domain-containing protein | chr1:27544167-27545025 REVERSEnot assigned	RNA.regulation of transcription.General Transcription	27_3_50

CUST_14510_PI404877155	2	0.08074093	-0.5779247	-0.010467529	0.08963871	0.010467529	-0.042711258	Contig8340_at	amino acid transporter family protein [Arabidopsis thaliana] gb|AAK64155.1| unknown protein [Arabidopsis thaliana] gb|AAL85095.1| unknown pr	NP_030664.1	amino acid transporter family protein	At2g41190.1	protein Transmembrane amino acid transporter protein, putative	Os02g54730	"amino acid transporter family protein, low similarity to vesicular GABA transporter (Rattus norvegicus) GI:2587061; belongs to INTERPRO:IPR002422 amino acid/polyamine transporter, family II"	transport.amino acids	34_3

CUST_160542_PI403524517	2	0.24685001	-0.037667274	0.03619957	-0.18317795	-0.010923386	0.010924339	35_44799	0	0	CHR2V7|COORD:15752111..15756693| PHD finger family protein	AT2G37520.1	0	0	no description	not assigned.unknown	35_2

CUST_70233_PI403524517	2	0.01714611	0.16468334	-0.033201218	-0.01714611	0.03260517	-0.06473732	35_20109	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10NJ8	"CHR2V7|COORD:12642308..12644915| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G59020.1); similar to hypothetical protein MtrDRAFT_AC146330g22v1"	AT2G29510.1	CHR03V5|COORD:8838396..8833516|protein expressed protein	LOC_Os03g16070.2	" no descriptionvery weakly similar to (61.6)AT2G29510| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G59020.1); similar to hypothetical protein MtrDRAFT_AC146330g22v1 [Medicago truncatula] (GB:ABE90884.1); contains domain Transcriptional factor tubby, C-terminal domain (SSF54518); contains domain no description (G3D.3.20.90.10) | chr2:12642308-12644915 FORWARD"	not assigned.unknown	35_2

CUST_150230_PI403524517	2	-0.07586861	0.44932365	-0.025720596	-0.12943459	0.02572155	0.059378624	35_42026	"Cluster: PREDICTED: hypothetical protein; n=1; Rattus norvegicus|Rep: PREDICTED: hypothetical protein - Rattus norvegicus"	UniRef90_UPI0000DA2016	"CHR2V7|COORD:9704460..9706664| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G37820.1); similar to hypothetical protein B14911_03489 [Bacillus sp."	AT2G22795.1	0	0	no description	not assigned.unknown	35_2

CUST_72097_PI403524517	2	0.089319706	-0.08794165	0.09469128	0.050140858	-0.050140858	-0.055613995	35_20666	Rep: 85kDa isoamylase - Hordeum vulgare (Barley)	UniRef90_Q76H88	CHR1|COORD:813479..816749| Encodes a protein with strong similarity to isoamylase (EC:3.2.1.68) however lacks critical residues known to be important for activi	AT1G03310.1	CHR05V5|COORD:19074457..19071827|protein isoamylase-type starch debranching enzyme ISO2, putative, expressed	LOC_Os05g32710.1	" no descriptionmoderately similar to ( 387)AT1G03310| Symbols: ATISA2, ISA2, DBE1, BE2 | ATISA2/BE2/DBE1/ISA2 (DEBRANCHING ENZYME 1); 1,4-alpha-glucan branching enzyme/ alpha-amylase/ isoamylase | chr1:813975-816623 FORWARDnot assigned PulA PRK03705 "	major CHO metabolism.synthesis.starch.debranching	2_1_2_4

CUST_11468_PI404877155	2	-0.19940758	0.2248745	-0.30059433	0.025377274	-0.02537632	0.23054314	Contig5150_s_at	remorin-like protein [Oryza sativa (japonica cultivar-group)] gb|AAS07383.1| remorin-like protein [Oryza sativa (japonica cultivar-group)]	AAP21420.1	remorin family protein	At2g41870.1	protein remorin-like protein	Os03g59360	NONE	RNA.regulation of transcription.putative DNA-binding protein	27_3_67

CUST_23665_PI399408534	2	-1.0392728	-0.055532932	1.7313142	0.055532932	0.5528908	-0.30010843	35_31753	Rep: H0501D11.4 protein - Oryza sativa (Rice)	UniRef90_Q01IK0	"CHR2V7|COORD:19172847..19173843| ATHB-7 (ARABIDOPSIS THALIANA HOMEOBOX 7); transcription factor"	AT2G46680.1	CHR02V5|COORD:26137446..26138860|protein homeobox-leucine zipper protein ATHB-6, putative, expressed	LOC_Os02g43330.1	 no descriptionweakly similar to ( 102)AT2G46680| Symbols: ATHB7, ATHB-7 | ATHB-7 (ARABIDOPSIS THALIANA HOMEOBOX 7) | chr2:19172847-19173843 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Homeobox HOX homeodomain PRK12323 PRK07764 PRK07003 	RNA.regulation of transcription.HB,Homeobox transcription factor family	27_3_22

CUST_2180_PI404877155	2	-0.016161919	0.12851048	0.016160965	-0.06289387	0.06095314	-0.100263596	Contig12502_at	0	BAD09875.1	phosphofructokinase family protein	At2g22480.1	protein Phosphofructokinase, putative	Os10g26570	"phosphofructokinase family protein, similar to phosphofructokinase (Amycolatopsis methanolica) GI:17432243; contains Pfam profile PF00365: Phosphofructokinase"	glycolysis.PPFK	4_04

CUST_9898_PI399408534	2	0.028407097	0.23743248	-0.02840805	-0.104086876	0.046975136	-0.030696869	35_17993	"Cluster: Putative calmodulin-domain protein kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative calmodulin-domain protein kinase - Oryza sativa"	UniRef90_Q75GE8	"CHR5V7|COORD:4047820..4050038| CPK7 (CALMODULIN-DOMAIN PROTEIN KINASE 7); calcium- and calmodulin-dependent protein kinase/ kinase"	AT5G12480.1	CHR03V5|COORD:33744763..33749033|protein calcium-dependent protein kinase 2, putative, expressed	LOC_Os03g59390.1	no descriptionhighly similar to ( 719)AT5G12480| Symbols: CPK7 | CPK7 (CALMODULIN-DOMAIN PROTEIN KINASE 7) | chr5:4047820-4050038 REVERSEhighly similar to ( 519)CDPK2_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase SPS1 TyrKc Pkinase_Tyr PTKc FRQ1 PTKc_Jak_rpt2 PTKc_Ror PTKc_Tec_like PTKc_Itk PTKc_Tec_Rlk PTKc_c-ros PTKc_Ack_like PTKc_FAK EFh PTKc_ALK_LTK PTKc_Csk_like PTKc_FGFR PTKc_PDGFR PTKc_Jak1_rpt2 PTKc_Tyk2_rpt2 PTKc_Syk_like PTKc_Fes_like PTKc_Abl PTKc_Fes PTKc_EphR PTKc_Frk_like PTKc_EphR_A PTKc_InsR_like PTK_CCK4 PTKc_EphR_B PTKc_Srm_Brk PTKc_Jak2_Jak3_rpt2 PTKc_FGFR2 PTKc_Chk PTKc_Trk PTKc_Src_like PTKc_Tie2 PTKc_FGFR1 PTKc_Ror2 PTKc_FGFR4 PTKc_FGFR3 PTKc_Syk PTKc_EGFR_like PTKc_Fer PTKc_EphR_A2 PTKc_Csk PTKc_Lyn PTKc_Tie PTKc_Tie1 PTKc_Ror1 PTKc_TrkB PTKc_Met_Ron PTKc_DDR	signalling.calcium	30_3

CUST_9526_PI403524517	2	0.08523846	-0.1979866	-0.078722	-0.026141167	0.06351566	0.026141167	35_2683	"Cluster: Putative NLI interacting factor; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative NLI interacting factor - Oryza sativa (japonica cultivar-gro"	UniRef90_Q84K83	CHR5V7|COORD:3822025..3823396| NLI interacting factor (NIF) family protein	AT5G11860.3	CHR03V5|COORD:35716393..35711555|protein CTD small phosphatase like 2, putative, expressed	LOC_Os03g63300.1	no descriptionmoderately similar to ( 367)AT5G11860| Symbols:  | phosphoric monoester hydrolase | chr5:3822025-3823396 REVERSEnot assigned not assigned not assigned not assigned NIF CPDc FCP1 tatB Tymo_45kd_70kd	not assigned.no ontology	35_1

CUST_22938_PI403524517	2	0.031255722	-0.10206604	0.020252228	-0.020253181	-0.16740227	0.082009315	35_6661	"Cluster: Os12g0621000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os12g0621000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0ILU8	CHR5|COORD:7289706..7293597| ubiquitin-specific protease 8, putative (UBP8), similar to ubiquitin-specific protease 8 partial sequence GI:11993469 (Arabidopsis	AT5G22030.2	CHR12V5|COORD:26421369..26427732|protein ubiquitin carboxyl-terminal hydrolase family protein, expressed	LOC_Os12g42600.1	 no descriptionmoderately similar to ( 257)AT5G22030| Symbols:  | ubiquitin-specific protease 8, putative (UBP8) | chr5:7290158-7293597 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Peptidase_C19R UBP12 UCH Peptidase_C19 Peptidase_C19D UBP5 Peptidase_C19E peptidase_C19C Peptidase_C19L Peptidase_C19K Peptidase_C19G Peptidase_C19O Peptidase_C19A Peptidase_C19H Peptidase_C19M Peptidase_C19B Peptidase_C19F COG5077 	protein.degradation.ubiquitin.ubiquitin protease	29_5_11_5

CUST_131116_PI403524517	2	0.052847862	-0.22313118	0.10131931	-0.052847862	0.17998886	-0.16147709	35_36824	Rep: Enoyl-Acp reductase - Triticum aestivum (Wheat)	UniRef90_Q7XYC0	"CHR2V7|COORD:2322873..2324864| MOD1 (MOSAIC DEATH 1); enoyl-[acyl-carrier-protein] reductase (NADH)/ oxidoreductase"	AT2G05990.1	CHR09V5|COORD:5780818..5785018|protein enoyl-[acyl-carrier-protein] reductase [NADH], chloroplast precursor, expressed	LOC_Os09g10600.1	" no descriptionweakly similar to ( 142)AT2G05990| Symbols: ENR1, MOD1 | MOD1 (MOSAIC DEATH 1); enoyl-[acyl-carrier-protein] reductase (NADH)/ oxidoreductase | chr2:2322873-2324864 FORWARDweakly similar to ( 146)FABI_BRANAEnoyl-[acyl-carrier-protein] reductase [NADH], chloroplast precursor - Brassica napus (Rape)PRK06300 FabI "	lipid metabolism.FA synthesis and FA elongation.enoyl ACP reductase	11_1_6

CUST_59187_PI403524517	2	0.06516647	0.23649406	-0.071510315	-0.037815094	-0.009908676	0.00990963	35_16878	"Cluster: Protein tyrosine phosphatase-like protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Protein tyrosine phosphatase-like protein - Oryza sativa (j"	UniRef90_Q84PD6	CHR3V7|COORD:16204845..16206409| protein tyrosine phosphatase	AT3G44620.1	CHR08V5|COORD:27760195..27756052|protein low molecular weight protein-tyrosine-phosphatase slr0328, putative, expressed	LOC_Os08g44320.1	no descriptionmoderately similar to ( 249)AT3G44620| Symbols:  | protein tyrosine phosphatase | chr3:16204845-16206409 FORWARDnot assigned LMWPc Wzb LMWPc LMWPc PRK10126 etp	protein.postranslational modification	29_4

CUST_182774_PI403524517	2	-0.28359175	-0.32802153	-0.10855627	0.27810812	0.25577545	0.10855627	35_50803	"Cluster: Brix domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Brix domain containing protein, expressed - Oryza sativa (j"	UniRef90_Q10LL9	CHR5V7|COORD:24833114..24834721| brix domain-containing protein	AT5G61770.1	CHR03V5|COORD:12780974..12783982|protein suppressor of SWI4 1, putative, expressed	LOC_Os03g22350.1	no descriptionvery weakly similar to (83.6)AT5G61770| Symbols: PPAN | brix domain-containing protein | chr5:24833114-24834721 FORWARDnot assigned	protein.synthesis.misc ribososomal protein.BRIX	29_2_2_50

CUST_51384_PI403524517	2	-1.6961784	0.23366308	0.5998025	1.7046609	-0.3866639	-0.23366308	35_14647	Rep: Putative protease inhibitor - Hordeum vulgare (Barley)	UniRef90_Q40036	0	0	CHR01V5|COORD:1755532..1754614|protein Bowman-Birk type wound-induced proteinase inhibitor WIP1 precursor, putative	LOC_Os01g04040.1	no descriptionBowB BBI	not assigned.unknown	35_2

CUST_1635_PI404877155	2	-0.0034742355	0.19265175	0.0034751892	-0.113357544	-0.21568108	0.054872513	Contig11862_at	putative beige protein [Oryza sativa (japonica cultivar-group)]	AAP12994.1	WD-40 repeat family protein / beige-related	At1g03060.1	protein putative beige protein	Os03g53280	putative beige protein	transport.misc	34_99

CUST_69128_PI403524517	2	0.18375587	-0.4969244	-0.12674141	0.03957367	0.035988808	-0.03598976	35_19778	"Cluster: Magmas-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Magmas-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5JN36	CHR3V7|COORD:21920243..21921496| TXR1 (THAXTOMIN A RESISTANT 1)	AT3G59280.1	CHR01V5|COORD:42690476..42688174|protein mitochondrial import inner membrane translocase subunit TIM16, putative, expressed	LOC_Os01g73020.1	no descriptionweakly similar to ( 132)AT3G59280| Symbols: TXR1 | TXR1 (THAXTOMIN A RESISTANT 1) | chr3:21920243-21921496 REVERSEnot assigned Pam16	not assigned.no ontology	35_1

CUST_22416_PI399408534	2	0.05471039	-0.4201374	-0.21139145	0.012070656	-0.012070656	0.085365295	35_14873	"Cluster: BTH-induced ERF transcriptional factor 1; n=5; Oryza sativa|Rep: BTH-induced ERF transcriptional factor 1 - Oryza sativa (indica cultivar-group)"	UniRef90_Q5MFV3	"CHR1V7|COORD:20138910..20140249| RAP2.12; DNA binding / transcription factor"	AT1G53910.2	CHR09V5|COORD:15958400..15961893|protein ethylene response factor, putative, expressed	LOC_Os09g26420.4	no descriptionvery weakly similar to (61.2)AT1G53910| Symbols: RAP2.12 | RAP2.12 | chr1:20138910-20140249 FORWARDvery weakly similar to (86.7)ERF1_ORYSAAP2 AP2	RNA.regulation of transcription.AP2/EREBP, APETALA2/Ethylene-responsive element binding protein family	27_3_3

CUST_59405_PI403524517	2	0.12985325	0.30178547	0.02497387	-0.16072941	-0.07785225	-0.02497387	35_16940	"Cluster: Os02g0117200 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0117200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E4I9	"CHR1V7|COORD:15938737..15941132| similar to Saposin B [Medicago truncatula] (GB:ABE83256.1); contains InterPro domain Endoplasmic reticulum targeting sequence;"	AT1G42480.1	CHR02V5|COORD:900945..906395|protein MIR-interacting saposin-like protein precursor, putative, expressed	LOC_Os02g02524.1	"no descriptionmoderately similar to ( 201)AT1G42480| Symbols:  | similar to Saposin B [Medicago truncatula] (GB:ABE83256.1); contains InterPro domain Endoplasmic reticulum targeting sequence; (InterPro:IPR000886) | chr1:15938737-15941132 FORWARDnot assigned not assigned"	not assigned.unknown	35_2

CUST_211_PI403524517	2	-0.01821518	-0.029064178	-0.005624771	0.02869606	0.0056266785	0.01818657	35_55	Rep: 60s ribosomal protein L21 - Triticum aestivum (Wheat)	UniRef90_Q7XYC9	CHR1V7|COORD:21359232..21360029| 60S ribosomal protein L21 (RPL21E)	AT1G57660.1	CHR10V5|COORD:16856462..16854922|protein 60S ribosomal protein L21, putative, expressed	LOC_Os10g32820.1	no descriptionmoderately similar to ( 299)AT1G57860| Symbols:  | 60S ribosomal protein L21 | chr1:21433699-21434492 REVERSEnot assigned not assigned Ribosomal_L21e RPL21A PRK04306	protein.synthesis.misc ribososomal protein	29_2_2

CUST_8859_PI403524517	2	0.027978897	-0.5805378	0.033516884	-0.029917717	0.061836243	-0.027977943	35_2483	"Cluster: Putative tyrosyl-tRNA synthetase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative tyrosyl-tRNA synthetase - Oryza sativa (japonica cultivar-g"	UniRef90_Q84PX0	CHR2V7|COORD:14322087..14324405| tRNA synthetase class I (W and Y) family protein	AT2G33840.1	CHR08V5|COORD:2917849..2922169|protein tyrosyl-tRNA synthetase, putative, expressed	LOC_Os08g05490.1	no descriptionhighly similar to ( 536)AT2G33840| Symbols:  | tRNA synthetase class I (W and Y) family protein | chr2:14322087-14324405 FORWARDnot assigned not assigned not assigned not assigned not assigned PRK08560 tRNA-synt_1b Tyr_Trp_RS_core TyrRS_core TyrS TrpS TrpRS_core PRK12285 PRK00927 PRK12282	protein.aa activation.tyrosine-tRNA ligase	29_1_1

CUST_1923_PI403524517	2	-1.4700623	-0.15694523	0.15694523	0.42369652	0.41317844	-0.94597816	35_509	"Cluster: Leaf-specific thionin precursor [Contains: Leaf-specific thionin; Acidic protein]; n=3; Hordeum vulgare|Rep: Leaf-specific thionin precursor [Contains:"	UniRef90_P09617	CHR1V7|COORD:24609539..24610136| thionin, putative	AT1G66100.1	CHR06V5|COORD:18467120..18465978|protein thionin precursor, putative, expressed	LOC_Os06g31800.1	" no descriptionvery weakly similar to (72.4)AT1G66100| Symbols:  | thionin, putative | chr1:24609539-24610136 REVERSEmoderately similar to ( 265)THN7_HORVUThionin BTH7 precursor [Contains: Thionin BTH7; Acidic protein] - Hordeum vulgare (Barley)Thionin "	stress.biotic	20_1

CUST_178590_PI403524517	2	0.0	-0.18805122	0.0	0.018562317	0.12165737	-0.024921417	35_49668	Rep: ATP synthase beta subunit - Luzula multiflora (Heath woodrush)	UniRef90_Q8M9F1	CHR5V7|COORD:2821993..2824684| ATP synthase beta chain, mitochondrial, putative	AT5G08680.1	CHR05V5|COORD:27430064..27426443|protein ATP synthase beta chain, mitochondrial precursor, putative, expressed	LOC_Os05g47980.1	 no descriptionmoderately similar to ( 291)AT5G08690| Symbols:  | ATP synthase beta chain 2, mitochondrial | chr5:2825740-2828353 FORWARDmoderately similar to ( 300)ATPBM_MAIZEATP synthase subunit beta, mitochondrial precursor - Zea mays (Maize)not assigned PRK09280 AtpD atpB F1-ATPase_beta PRK12597 ATP-synt_ab FliI ATPase_flagellum-secretory_path_III fliI fliI PRK06936 PRK06820 fliI PRK08149 fliI fliI fliI fliI fliI PRK07594 PRK09099 PRK06315 fliI 	PS.lightreaction.ATP synthase	1_1_4

CUST_99119_PI403524517	2	0.11386156	0.10862255	0.12358904	-0.2946744	-0.4553461	-0.108622074	35_28294	"Cluster: Hypothetical protein P0039H02.131; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0039H02.131 - Oryza sativa (japonica cultivar"	UniRef90_Q7XID1	"CHR4V7|COORD:12594866..12596600| similar to NSL1 (NECROTIC SPOTTED LESIONS 1) [Arabidopsis thaliana] (TAIR:AT1G28380.1); similar to Membrane attack complex"	AT4G24290.1	CHR07V5|COORD:3567469..3559390|protein MAC/Perforin domain containing protein, expressed	LOC_Os07g07194.1	"no descriptionmoderately similar to ( 285)AT4G24290| Symbols:  | similar to NSL1 (NECROTIC SPOTTED LESIONS 1) [Arabidopsis thaliana] (TAIR:AT1G28380.1); similar to Membrane attack complex component/perforin/complement C9 [Medicago truncatula] (GB:ABE83668.1); similar to Os07g0166100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001058970.1); similar to Membrane attack complex component/perforin/complement C9 [Medicago truncatula] (GB:ABE79564.1); contains InterPro domain Membrane attack complex component/perforin/complement C9; (InterPro:IPR001862) | chr4:12594866-12597825 FORWARDMACPF"	not assigned.unknown	35_2

CUST_64913_PI403524517	2	0.04322815	-0.5759878	-0.03447056	0.03447151	0.044389725	-0.05999756	35_18534	"Cluster: Hypothetical protein P0515G01.4; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0515G01.4 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q9LHY3	CHR5V7|COORD:18640049..18641904| carboxylic ester hydrolase	AT5G45920.1	CHR01V5|COORD:6241771..6239311|protein isoamyl acetate-hydrolyzing esterase, putative, expressed	LOC_Os01g11570.1	no descriptionmoderately similar to ( 263)AT5G45920| Symbols:  | carboxylic ester hydrolase | chr5:18640049-18641904 FORWARDnot assigned not assigned Isoamyl_acetate_hydrolase_like Lipase_GDSL SGNH_hydrolase TesA SGNH_hydrolase_like_2 Rhamnogalacturan_acetylesterase_like NnaC_like SGNH_hydrolase_like_4 FeeA_FeeB_like sialate_O-acetylesterase_like2 Lysophospholipase_L1_like SGNH_hydrolase_like_1	misc.GDSL-motif lipase	26_28

CUST_147832_PI403524517	2	1.4400482E-4	-0.04317665	4.272461E-4	-1.4400482E-4	0.09587002	-0.17419052	35_41362	Rep: Vacuolar ATP synthase subunit E - Triticum aestivum (Wheat)	UniRef90_Q2L9B8	CHR4V7|COORD:6800087..6801692| TUF (VACUOLAR ATP SYNTHASE SUBUNIT E1)	AT4G11150.1	CHR01V5|COORD:27138713..27143574|protein vacuolar ATP synthase subunit E, putative, expressed	LOC_Os01g46980.1	 no descriptionweakly similar to ( 195)AT4G11150| Symbols: EMB2448, TUFF, VHA-E1, TUF | TUF (VACUOLAR ATP SYNTHASE SUBUNIT E1) | chr4:6800087-6801692 FORWARDmoderately similar to ( 206)VATE_MESCRVacuolar proton pump subunit E - Mesembryanthemum crystallinum (Common ice plant)not assigned vATP-synt_E NtpE 	transport.p- and v-ATPases.H+-transporting two-sector ATPase	34_1_1

CUST_30003_PI403524517	2	0.26277256	0.7517071	0.4705391	-0.39868546	-0.42732906	-0.26277256	35_8661	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_32509_PI399408534	2	-0.0070877075	0.10309219	0.0011291504	-0.04644966	0.012918472	-0.001127243	35_584	Rep: HMG1/2-like protein - Triticum aestivum (Wheat)	UniRef90_P40621	"CHR1V7|COORD:7177272..7178477| HMGB2 (HIGH MOBILITY GROUP B 2); transcription factor"	AT1G20693.1	CHR06V5|COORD:30992256..30994284|protein DNA-binding protein MNB1B, putative, expressed	LOC_Os06g51220.4	 no descriptionweakly similar to ( 104)AT1G20693| Symbols: HMG BETA 1, NFD2, NFD02, HMGB2 | HMGB2 (HIGH MOBILITY GROUP B 2) | chr1:7177272-7178477 FORWARDweakly similar to ( 141)HMGL_WHEATHMG1/2-like protein - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned HMG_box NHP6B HMGB-UBF_HMG-box HMG HMG-box SOX-TCF_HMG-box 	RNA.regulation of transcription.Nucleosome/chromatin assembly factor group	27_3_62

CUST_54127_PI403524517	2	0.025146008	-0.49389935	-0.025146008	0.18897104	-0.044200897	0.040705204	35_15401	"Cluster: Os11g0174000 protein; n=5; Oryza sativa (japonica cultivar-group)|Rep: Os11g0174000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IU95	CHR4V7|COORD:15269466..15272699| coatomer beta subunit, putative / beta-coat protein, putative / beta-COP, putative	AT4G31490.1	CHR11V5|COORD:3669404..3663973|protein coatomer subunit beta, putative, expressed	LOC_Os11g07280.1	 no descriptionmoderately similar to ( 227)AT4G31490| Symbols:  | coatomer beta subunit, putative / beta-coat protein, putative / beta-COP, putative | chr4:15269466-15272699 FORWARDnot assigned Coatamer_beta_C COG5096 	cell. vesicle transport	31_4

CUST_91469_PI403524517	2	0.050204754	-0.26669598	0.26503706	-0.12861729	-0.04736042	0.04736042	35_26155	"Cluster: Putative phosphomannomutase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative phosphomannomutase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69TT2	CHR1V7|COORD:26709256..26711696| phosphoglucomutase, putative / glucose phosphomutase, putative	AT1G70820.1	CHR06V5|COORD:16010332..16031862|protein phosphoglucomutase/phosphomannomutase family protein, putative, expressed	LOC_Os06g28194.3	 no descriptionweakly similar to ( 171)AT1G70820| Symbols:  | phosphoglucomutase, putative / glucose phosphomutase, putative | chr1:26709256-26711696 FORWARDnot assigned 	glycolysis.PGM	4_2

CUST_46344_PI403524517	2	-0.1579709	0.17069817	-0.010781288	0.03338623	-0.026200294	0.010782242	35_13272	"Cluster: Kelch motif family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Kelch motif family protein, expressed - Oryza sativa (japonica"	UniRef90_Q2QP85	"CHR5|COORD:6177967..6182708| kelch repeat-containing protein, identical to RanGAP1 interacting protein (GI:21950739) (Arabidopsis thaliana); similar to Tip"	AT5G18590.2	CHR12V5|COORD:21454588..21460247|protein ranGAP1 interacting protein, putative, expressed	LOC_Os12g35350.2	no descriptionmoderately similar to ( 201)AT5G18590| Symbols:  | kelch repeat-containing protein | chr5:6178518-6182188 REVERSEvery weakly similar to (62.4)BSL2_ORYSAnot assigned not assigned not assigned not assigned not assigned	not assigned.no ontology	35_1

CUST_417_PI399407379	2	0.2457037	-0.03456974	-0.061224937	0.034570694	-0.054410934	0.054564476	HvIPT15									

CUST_180040_PI403524517	2	0.48706102	0.14366484	-0.14779997	-0.14366531	-0.32457542	0.24996567	35_50069	"Cluster: Os02g0625900 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0625900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DZE4		0	CHR02V5|COORD:24950936..24954781|protein expressed protein	LOC_Os02g41610.1	no description	not assigned.unknown	35_2

CUST_36963_PI403524517	2	0.095817566	0.13271427	0.044402122	-0.1202898	-0.19369602	-0.044402122	35_10651	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_114138_PI403524517	2	0.19276857	-0.30022526	0.07713461	-0.07713461	-0.25628233	0.13560724	35_32391	"Cluster: Hypothetical protein At4g38120; n=1; Arabidopsis thaliana|Rep: Hypothetical protein At4g38120 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q56XZ2	"CHR4V7|COORD:17894166..17896054| contains InterPro domain Hpt; (InterPro:IPR008207)"	AT4G38120.1	0	0	no description	not assigned.unknown	35_2

CUST_3433_PI403524517	2	0.050967216	-0.08984375	0.057929993	-0.050967216	-0.15060139	0.053215027	35_938	"Cluster: Putative Ferredoxin-thioredoxin reductase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Ferredoxin-thioredoxin reductase - Oryza sativa"	UniRef90_Q6K471	CHR2V7|COORD:1646958..1648342| ferredoxin thioredoxin reductase catalytic beta chain family protein	AT2G04700.1	CHR09V5|COORD:3791271..3795371|protein ferredoxin-thioredoxin reductase catalytic chain, chloroplast precursor, putative, expressed	LOC_Os09g07570.1	 no descriptionvery weakly similar to (71.6)AT2G04700| Symbols:  | ferredoxin thioredoxin reductase catalytic beta chain family protein | chr2:1646958-1648342 FORWARDvery weakly similar to (80.5)FTRC_MAIZEFerredoxin-thioredoxin reductase catalytic chain, chloroplast precursor - Zea mays (Maize)FeThRed_B 	redox.thioredoxin	21_1

CUST_14134_PI404877155	2	0.011577606	0.62550545	0.035969734	-0.04962921	-0.08642483	-0.01157856	Contig7957_at	SNF7-related [Arabidopsis thaliana] emb|CAC05452.1| putative protein [Arabidopsis thaliana]	NP_196488.1	2878356|SNF7-related	At5g09260.1	protein SNF7 family	Os02g38300	SNF7-related, contains similarity to nuclear protein SNF7 (Saccharomyces cerevisiae) SWISS-PROT:P39929	RNA.regulation of transcription.SNF7	27_3_71

CUST_55732_PI403524517	2	0.1213913	-0.4207573	-0.1213913	0.26675797	-0.40419436	0.28800058	35_15862	"Cluster: Putative coatomer protein gamma 2-subunit; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative coatomer protein gamma 2-subunit - Oryza sativa (j"	UniRef90_Q6Z382	CHR4V7|COORD:16471960..16476799| coatomer gamma-2 subunit, putative / gamma-2 coat protein, putative / gamma-2 COP, putative	AT4G34450.1	CHR07V5|COORD:5450469..5457857|protein coatomer subunit gamma, putative, expressed	LOC_Os07g10150.1	 no descriptionmoderately similar to ( 435)AT4G34450| Symbols:  | coatomer gamma-2 subunit, putative / gamma-2 coat protein, putative / gamma-2 COP, putative | chr4:16471960-16476799 FORWARDnot assigned not assigned SEC21 Adaptin_N COG5096 	cell. vesicle transport	31_4

CUST_18660_PI403524517	2	0.05786705	0.6947527	0.054056168	-0.15011883	-0.08006859	-0.054055214	35_5396	Rep: Putative pol polyprotein - Oryza sativa (Rice)	UniRef90_Q9FWG5	CHR3V7|COORD:21920243..21921496| TXR1 (THAXTOMIN A RESISTANT 1)	AT3G59280.1	CHR10V5|COORD:17677552..17680355|protein mitochondrial import inner membrane translocase subunit TIM16, putative, expressed	LOC_Os10g33910.1	no descriptionweakly similar to ( 164)AT3G59280| Symbols: TXR1 | TXR1 (THAXTOMIN A RESISTANT 1) | chr3:21920243-21921496 REVERSEnot assigned Pam16	not assigned.no ontology	35_1

CUST_3451_PI404877155	2	0.12750626	0.29576397	-0.12241936	-0.08129978	0.018850327	-0.018849373	Contig13921_at	putative fatty acid hydroxylase [Oryza sativa (japonica cultivar-group)] gb|AAK09233.1| putative fatty acid hydroxylase [Oryza sativa (japon	NP_909885.1	fatty acid hydroxylase (FAH1)	At2g34770.1	protein putative fatty acid hydroxylase	Os03g56820	putative fatty acid hydroxylase	lipid metabolism.FA desaturation.a hydroxylase	11_2_02

CUST_1759_PI404877155	2	-0.3035388	-2.1397157	0.3035388	0.41228962	0.34756422	-0.78742886	Contig11985_at	unknown protein [Oryza sativa (japonica cultivar-group)] dbj|BAD13056.1| unknown protein [Oryza sativa (japonica cultivar-group)]	XP_464162.1	expressed protein	At5g57180.2	protein CCT motif, putative	Os02g05470	expressed protein or  expressed protein	RNA.regulation of transcription.Orphan family	27_3_34

CUST_16555_PI404877155	2	0.026453972	0.09744167	-0.12823772	-0.06541443	-0.01618576	0.016184807	HB14O12r_at	putative transcription factor Myb1 [Oryza sativa (japonica cultivar-group)]	BAC64998.1	0	0	protein myb-like DNA-binding domain, SHAQKYF class, putative	Os08g05510	putative transcription factor Myb1	RNA.regulation of transcription.MYB domain transcription factor family	27_3_25

CUST_28296_PI399408534	2	-0.05461216	-0.78052235	-0.0964489	0.2890091	0.47235584	0.054611683	35_10267	"Cluster: Os05g0228400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0228400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DJT8	CHR4V7|COORD:14341146..14344581| ethylene-responsive family protein	AT4G29100.1	CHR05V5|COORD:7789701..7781998|protein expressed protein	LOC_Os05g14010.1	no descriptionweakly similar to ( 144)AT4G29100| Symbols:  | ethylene-responsive family protein | chr4:14341146-14344581 FORWARD	hormone metabolism.ethylene.induced-regulated-responsive-activated	17_5_3

CUST_101574_PI403524517	2	-0.046961784	0.67805195	0.124032974	-0.11898327	-0.034695625	0.034695625	35_28985	Rep: Protein yippee-like - Solanum tuberosum (Potato)	UniRef90_P59234	CHR2V7|COORD:16755237..16756435| yippee family protein	AT2G40110.1	CHR03V5|COORD:27946989..27950553|protein protein yippee-like, putative, expressed	LOC_Os03g49150.1	no descriptionweakly similar to ( 144)AT2G40110| Symbols:  | yippee family protein | chr2:16755237-16756304 FORWARDweakly similar to ( 157)YIPL_SOLTUProtein yippee-like - Solanum tuberosum (Potato)not assigned Yippee	not assigned.no ontology	35_1

CUST_167851_PI403524517	2	-0.1960988	-0.056530952	0.12048626	0.29730177	-0.013506889	0.0135064125	35_46751	"Cluster: ADP-ribosylation factor, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: ADP-ribosylation factor, putative, expressed - Oryza sat"	UniRef90_Q10CA7	"CHR3V7|COORD:23063262..23064520| ATARFA1E (ADP-ribosylation factor A1E); GTP binding / phospholipase activator/ protein binding"	AT3G62290.1	CHR01V5|COORD:9020854..9016643|protein ADP-ribosylation factor, putative, expressed	LOC_Os01g16030.4	"no descriptionweakly similar to ( 173)AT3G62290| Symbols: ATARFA1E | ATARFA1E (ADP-ribosylation factor A1E); GTP binding / phospholipase activator/ protein binding | chr3:23063262-23064520 FORWARDweakly similar to ( 172)ARF_MAIZEADP-ribosylation factor - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned Arf1_5_like ARF Arf Arf6 Arf_Arl Arl1 Arl5_Arl8 Arl3 ARD1 Arl2 Arl6 ARLTS1 Arl4_Arl7 Arfrp1 Arl10_like Arl9_Arfrp2_like Sar1 Arl2l1_Arl13_like Ras_like_GTPase"	protein.targeting.secretory pathway.unspecified	29_3_4_99

CUST_102223_PI403524517	2	0.30400658	-0.12103939	0.24838352	-0.0650444	-0.017993927	0.017992973	35_29166	Rep: H0714H04.9 protein - Oryza sativa (Rice)	UniRef90_Q01JU3	CHR1V7|COORD:18101854..18105090| nucleolin, putative	AT1G48920.1	CHR04V5|COORD:31325067..31332184|protein nucleolin, putative, expressed	LOC_Os04g52960.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned TFIIF_alpha AF-4	not assigned.unknown	35_2

CUST_34827_PI403524517	2	0.19968605	0.28326893	-0.25457382	-0.029533386	0.0043764114	-0.004377365	35_10040	"Cluster: Hypothetical protein P0492F05.28; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0492F05.28 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5NAF7	"CHR1V7|COORD:23788893..23790220| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G52870.1); similar to conserved hypothetical protein [Medicago"	AT1G64080.1	CHR01V5|COORD:6955547..6953819|protein expressed protein	LOC_Os01g12640.2	no description	not assigned.unknown	35_2

CUST_30904_PI403524517	2	0.064854145	-0.064854145	0.102865696	-0.3000822	0.42993164	-0.37826204	35_8918	"Cluster: F-box domain containing protein, expressed; n=4; Oryza sativa|Rep: F-box domain containing protein, expressed - Oryza sativa (japonica"	UniRef90_Q10A52	CHR2V7|COORD:11769139..11770182| F-box family protein	AT2G27520.1	CHR10V5|COORD:2538127..2541567|protein F-box domain containing protein, expressed	LOC_Os10g05210.2	no descriptionF-box	not assigned.unknown	35_2

CUST_45370_PI403524517	2	0.029003143	-0.5031872	-0.20066166	0.25967693	0.09042168	-0.029003143	35_13004	"Cluster: Putative PPR protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative PPR protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K7A0	CHR5V7|COORD:15457074..15460237| protein kinase family protein	AT5G38560.1	CHR02V5|COORD:15914036..15910191|protein rf1 protein, mitochondrial precursor, putative, expressed	LOC_Os02g27070.2	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07003 PRK07764 Atrophin-1 Herpes_LP Drf_FH1	not assigned.unknown	35_2

CUST_54180_PI403524517	2	0.13447666	-0.15335464	-0.056138992	0.053422928	3.633499E-4	-3.6239624E-4	35_15423	"Cluster: CHP-rich zinc finger protein-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: CHP-rich zinc finger protein-like - Oryza sativa (japonica cultivar"	UniRef90_Q84S20	CHR1V7|COORD:3822171..3822899| universal stress protein (USP) family protein	AT1G11360.2	CHR07V5|COORD:21897033..21893148|protein USP family protein, putative, expressed	LOC_Os07g36600.2	no descriptionmoderately similar to ( 220)AT1G11360| Symbols:  | universal stress protein (USP) family protein | chr1:3822171-3822899 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Usp USP_Like UspA Atrophin-1 Tymo_45kd_70kd DUF1421 PRK07764 STK_N DUF1509 PRK12323	stress.abiotic.unspecified	20_2_99

CUST_2982_PI404877155	2	0.033467293	-0.37121487	-0.056082726	0.0062360764	-0.0062360764	0.1911583	Contig1341_at	putative heme activated protein [Oryza sativa (japonica cultivar-group)] dbj|BAD10129.1| putative heme activated protein [Oryza sativa (japo	BAA81759.1	CCAAT-box binding transcription factor Hap5a, putative	At3g48590.1	protein Histone-like transcription factor (CBF/NF-Y) and archaeal histone, putative	Os08g38780	Transcription factor GB:CAA74053	RNA.regulation of transcription.CCAAT box binding factor family, HAP5	27_3_16

CUST_101881_PI403524517	2	0.047864914	0.30893326	-0.004187107	-0.08029795	0.004187107	-0.037494183	35_29068	"Cluster: Putative triacylglycerol lipase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative triacylglycerol lipase - Oryza sativa (japonica cultivar-gro"	UniRef90_Q8H3R3	CHR5V7|COORD:6202967..6205034| lipase class 3 family protein	AT5G18630.3	CHR07V5|COORD:28238772..28243756|protein lipase precursor, putative, expressed	LOC_Os07g47250.2	no descriptionmoderately similar to ( 201)AT5G18630| Symbols:  | lipase class 3 family protein | chr5:6202967-6205450 FORWARDnot assigned Lipase_3 Lipase_3 Lipase	lipid metabolism.lipid degradation.lipases	11_9_2

CUST_9819_PI403524517	2	-0.26396656	-0.003373623	0.5399189	0.0033740997	0.08877087	-0.052943707	35_2767	"Cluster: Putative beta-glucosidase isozyme 2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative beta-glucosidase isozyme 2 - Oryza sativa (japonica cult"	UniRef90_Q7EXZ4	CHR3V7|COORD:22221415..22224625| hydrolase, hydrolyzing O-glycosyl compounds	AT3G60130.2	CHR08V5|COORD:25134092..25127286|protein non-cyanogenic beta-glucosidase precursor, putative, expressed	LOC_Os08g39870.1	 no descriptionweakly similar to ( 112)AT3G60130| Symbols:  | glycosyl hydrolase family 1 protein / beta-glucosidase, putative (YLS1) | chr3:22221415-22224625 FORWARDweakly similar to ( 102)BGLC_MAIZEBeta-glucosidase, chloroplast precursor - Zea mays (Maize)not assigned not assigned Glyco_hydro_1 BglB arb PRK09852 celA 	misc.gluco-, galacto- and mannosidases	26_3

CUST_14030_PI404877155	2	-0.041482925	-0.0077228546	0.097784996	-0.12861729	0.007721901	0.051984787	Contig7814_at	B1147B04.21 [Oryza sativa (japonica cultivar-group)]	NP_918044.1	bromo-adjacent homology (BAH) domain-containing protein	At4g11560.1	protein BAH domain, putative	Os01g34330	gi|14090345|dbj|BAB55504.1| P0638D12.12	RNA.regulation of transcription.putative DNA-binding protein	27_3_67

CUST_3723_PI403524517	2	0.05746174	0.11011696	-0.24615192	-0.009548187	-0.12763786	0.009548187	35_1016	"Cluster: Nucleolar protein Nop56, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Nucleolar protein Nop56, putative, expressed - Oryza sat"	UniRef90_Q10LF8	0	0	CHR03V5|COORD:13204309..13201367|protein nucleolar protein Nop56, putative, expressed	LOC_Os03g22880.1	no description	not assigned.unknown	35_2

CUST_70319_PI403524517	2	0.3606949	-1.1441135	0.08497238	-0.013780594	-0.01868248	0.013780594	35_20135	"Cluster: Putative replication licensing factor MCM4; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative replication licensing factor MCM4 - Oryza sativa"	UniRef90_Q5JKB0	CHR2V7|COORD:7133618..7137747| DNA replication licensing factor, putative	AT2G16440.1	CHR01V5|COORD:20518897..20523850|protein DNA replication licensing factor mcm4, putative, expressed	LOC_Os01g36390.1	 no descriptionweakly similar to ( 157)AT2G16440| Symbols:  | DNA replication licensing factor, putative | chr2:7133618-7137747 REVERSEnot assigned not assigned not assigned not assigned PRK12323 Tymo_45kd_70kd Atrophin-1 DUF1421 	DNA.synthesis/chromatin structure	28_1

CUST_108169_PI403524517	2	0.03228283	0.64148235	0.07941151	-0.2188015	-0.032281876	-0.05906391	35_30772	"Cluster: Os01g0869600 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0869600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JHD6	"CHR1V7|COORD:7654346..7655680| similar to Os01g0869600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001044928.1); similar to unknown protein [Oryza"	AT1G21790.1	CHR01V5|COORD:38017149..38020238|protein expressed protein	LOC_Os01g64930.1	" no descriptionvery weakly similar to (60.8)AT1G21790| Symbols:  | similar to Os01g0869600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001044928.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD81707.1); contains InterPro domain TRAM, LAG1 and CLN8 homology; (InterPro:IPR006634) | chr1:7654346-7655680 FORWARDPRK12323 "	not assigned.unknown	35_2

CUST_62630_PI403524517	2	-0.47864342	0.6703987	0.10052967	-0.12354851	0.2948208	-0.10052967	35_17857	"Cluster: Hypothetical protein P0438E12.12; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0438E12.12 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5Z6C0	CHR3V7|COORD:8063070..8064482| leucine-rich repeat family protein / extensin family protein	AT3G22800.1	CHR06V5|COORD:19700313..19701379|protein expressed protein	LOC_Os06g33880.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07764 Protamine_P1 PRK07003 Drf_FH1 PRK05648 Rubella_Capsid Totivirus_coat FAP	not assigned.unknown	35_2

CUST_83173_PI403524517	2	0.13332748	0.38172626	0.07256794	-0.269969	-0.07256794	-0.4129491	35_23846	Rep: LigA - Anaeromyxobacter dehalogenans (strain 2CP-C)	UniRef90_Q2IMJ3	0	0	CHR08V5|COORD:15295628..15294777|protein ligA, putative	LOC_Os08g25370.1	no description	not assigned.unknown	35_2

CUST_104288_PI403524517	2	0.114504814	-0.023487091	0.08464241	-0.019075394	-0.13794518	0.01907444	35_29721	"Cluster: AAA-type ATPase family protein, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: AAA-type ATPase family protein, putative, express"	UniRef90_Q10LK8	CHR4V7|COORD:1082082..1088680| AAA-type ATPase family protein	AT4G02480.1	CHR03V5|COORD:12826447..12814979|protein ATP binding protein, putative, expressed	LOC_Os03g22420.1	no descriptionweakly similar to ( 142)AT4G02480| Symbols:  | AAA-type ATPase family protein | chr4:1082082-1088680 REVERSEnot assigned not assigned not assigned not assigned not assigned SpoVK AAA	protein.degradation.AAA type	29_5_9

CUST_19702_PI403524517	2	0.20736456	0.028970242	-0.09741449	0.2752838	-0.20843887	-0.028969765	35_5708	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_178282_PI403524517	2	0.13432407	0.41293526	0.067212105	-0.10761833	-0.06887722	-0.067212105	35_49581	Rep: Putative gamma-adaptin 1 - Oryza sativa (Rice)	UniRef90_Q948F4	CHR1V7|COORD:22146609..22152961| clathrin binding	AT1G60070.1	CHR02V5|COORD:34338160..34330503|protein AP-1 complex subunit gamma-1, putative, expressed	LOC_Os02g56110.2	no descriptionweakly similar to ( 135)AT1G60070| Symbols:  | clathrin binding | chr1:22146609-22152961 REVERSEnot assigned not assigned not assigned Adaptin_N	cell. vesicle transport	31_4

CUST_148277_PI403524517	2	-0.021037102	-0.03680992	0.021037102	0.087371826	0.09315872	-0.024305344	35_41482	"Cluster: GNS1/SUR4 family; n=1; Oryza sativa (japonica cultivar-group)|Rep: GNS1/SUR4 family - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53RC1	CHR3V7|COORD:1984212..1985048| GNS1/SUR4 membrane family protein	AT3G06470.1	CHR03V5|COORD:28110521..28109221|protein elongation of fatty acids protein 2, putative, expressed	LOC_Os03g49480.1	no descriptionvery weakly similar to (73.2)AT3G06470| Symbols:  | GNS1/SUR4 membrane family protein | chr3:1984212-1985048 FORWARDnot assigned	not assigned.no ontology	35_1

CUST_17060_PI404877155	2	-0.14914894	0.0059080124	0.06487274	0.19232368	-0.33002663	-0.0059080124	HS09L24u_at	seed maturation protein PM37 [Glycine max]	AAD51625.1	DNAJ heat shock protein, putative (J3)	At3g44110.1	protein putative  DnaJ like protein	Os03g57340	NONE	stress.abiotic.heat	20_2_1

CUST_49868_PI403524517	2	-1.2623816	-0.31065655	1.0386467	0.35197735	0.112626076	-0.112626076	35_14236	Rep: Phenylalanine ammonia-lyase - Triticum aestivum (Wheat)	UniRef90_Q43210	"CHR2V7|COORD:15564681..15567316| PAL1 (PHE AMMONIA LYASE 1); phenylalanine ammonia-lyase"	AT2G37040.1	CHR04V5|COORD:25710651..25707907|protein phenylalanine ammonia-lyase, putative, expressed	LOC_Os04g43800.1	"no descriptionnearly identical (1046)AT2G37040| Symbols: PAL1 | PAL1 (PHE AMMONIA LYASE 1); phenylalanine ammonia-lyase | chr2:15564681-15567316 REVERSEnearly identical (1303)PALY_WHEATPhenylalanine ammonia-lyase - Triticum aestivum (Wheat)not assigned not assigned PAL PAL-HAL HutH PRK09367 Lyase_I_like"	secondary metabolism.phenylpropanoids.lignin biosynthesis.PAL	16_2_1_1

CUST_123384_PI403524517	2	0.45340586	0.45014143	0.20836973	-0.20836973	-0.28121376	-0.6312475	35_34797	Rep: Hypothetical protein - Gibberella zeae (Fusarium graminearum)	UniRef90_Q4IHP9	CHR3V7|COORD:7803611..7808053| Encodes a Protease inhibitor/seed storage/LTP family protein	AT3G22142.1	CHR07V5|COORD:120554..126329|protein potassium transporter 16, putative, expressed	LOC_Os07g01214.1	no descriptionnot assigned not assigned not assigned not assigned HcaD Herpes_BLLF1	not assigned.unknown	35_2

CUST_10546_PI404877155	2	-0.21817398	0.49470234	0.018187523	0.031175613	-0.018187523	-0.056791306	Contig4250_s_at	OSJNBa0086O06.23 [Oryza sativa (japonica cultivar-group)] ref|XP_473723.1| OSJNBa0086O06.23 [Oryza sativa (japonica cultivar-group)] emb|CAH	CAE04875.2	zinc-binding family protein	At1g32700.1	protein expressed protein	Os04g50120	NONE	RNA.regulation of transcription.unclassified	27_3_99

CUST_69009_PI403524517	2	0.0840683	0.05326748	-0.04378414	-0.035424232	-0.03800869	0.03542328	35_19745	"Cluster: PTEN, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: PTEN, putative, expressed - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QT46	CHR3V7|COORD:6731830..6735360| phosphoric monoester hydrolase	AT3G19420.1	CHR12V5|COORD:12327551..12318999|protein phosphoprotein phosphatase, putative, expressed	LOC_Os12g21890.1	no descriptionvery weakly similar to (90.9)AT3G19420| Symbols:  | phosphoric monoester hydrolase | chr3:6731830-6735360 FORWARD	protein.postranslational modification	29_4

CUST_29393_PI403524517	2	-0.025457382	0.57722473	0.025457382	-0.262434	0.026638031	-0.12481117	35_8493	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QY96	0	0	CHR12V5|COORD:1316605..1318925|protein expressed protein	LOC_Os12g03400.1	no description	not assigned.unknown	35_2

CUST_6698_PI404877155	2	0.25858593	0.055867195	-0.05586815	-0.3632393	-0.08007431	0.32306576	Contig19858_at	OSJNBb0086G13.8 [Oryza sativa (japonica cultivar-group)] emb|CAE03213.2| OSJNBa0088K19.15 [Oryza sativa (japonica cultivar-group)] ref|XP_47	CAE01709.1	myrosinase-binding protein, putative (F-ATMBP)	At1g52030.2	protein hypothetical protein	Os04g35500	NONE	RNA.regulation of transcription.zf-HD	27_3_80

CUST_11795_PI404877155	2	0.06043148	-0.023014069	-0.07058048	0.023014069	-0.17072964	0.044243813	Contig5493_at	putative mitochondrial NAD+-dependent malic enzyme protein [Oryza sativa (japonica cultivar-group)] gb|AAP54497.1| putative mitochondrial NA	NP_922210.1	malate oxidoreductase, putative	At4g00570.1	protein putative mitochondrial NAD+-dependent malic enzyme protein	Os10g35960	malate oxidoreductase, putative, similar to NAD-dependent malic enzyme 59 kDa isoform, mitochondrial precursor (EC 1.1.1.39) (NAD-ME) (SP:P37225) {Solanum tuberosum}	TCA / org. transformation.other organic acid transformations.malic	8_2_10

CUST_59234_PI403524517	2	-0.58776474	-0.15470695	0.9749155	0.15470695	0.75435066	-0.49907398	35_16892	"Cluster: Hypothetical protein OJ1695_D07.18; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1695_D07.18 - Oryza sativa (japonica cultiv"	UniRef90_Q69QZ0	CHR2V7|COORD:10910232..10912056| protein phosphatase 2C, putative / PP2C, putative	AT2G25620.1	CHR02V5|COORD:34020404..34024432|protein DNA-binding protein phosphatase 2C, putative, expressed	LOC_Os02g55560.1	 no descriptionweakly similar to ( 118)AT2G25620| Symbols:  | protein phosphatase 2C, putative / PP2C, putative | chr2:10910232-10912056 REVERSEnot assigned not assigned not assigned not assigned PP2Cc PP2Cc PP2C PTC1 	protein.postranslational modification	29_4

CUST_26841_PI399408534	2	-0.009633064	0.14425659	-0.0710516	-0.10817528	0.016548157	0.009632111	35_17342	Rep: DP protein - Triticum sp	UniRef90_Q9FET1	CHR5V7|COORD:842841..845199| DPB	AT5G03415.1	CHR01V5|COORD:28255281..28251750|protein transcription factor Dp-2, putative, expressed	LOC_Os01g48700.1	 no descriptionvery weakly similar to (62.8)AT5G03415| Symbols: ATDPB, DPB | DPB | chr5:842841-845199 FORWARDnot assigned 	RNA.regulation of transcription.E2F/DP transcription factor family	27_3_18

CUST_154201_PI403524517	2	0.12480116	0.40395832	0.010412216	-0.010412216	-0.10165739	-0.18126345	35_43087	"Cluster: Putative pentatricopeptide (PPR) repeat-containing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative pentatricopeptide (PPR)"	UniRef90_Q6Z1D0	CHR3V7|COORD:21832472..21834896| pentatricopeptide (PPR) repeat-containing protein	AT3G59040.2	CHR08V5|COORD:5378099..5382503|protein expressed protein	LOC_Os08g09270.1	no descriptionweakly similar to ( 134)AT3G59040| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr3:21832472-21835210 REVERSE	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_147429_PI403524517	2	-0.15141487	0.690248	0.060857773	-0.19318676	0.1890297	-0.060857773	35_41258	"Cluster: Putative LSTK-1-like kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative LSTK-1-like kinase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q94CU5		0	CHR01V5|COORD:37750223..37743879|protein ATP binding protein, putative, expressed	LOC_Os01g64490.1	no description	not assigned.unknown	35_2

CUST_162452_PI403524517	2	0.2288065	-0.23985958	-0.30911922	-0.06802559	0.06802559	0.1928339	35_45309	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_63865_PI403524517	2	-0.011939049	0.37684727	0.014743805	-0.17731857	0.011938095	-0.016469002	35_18237	"Cluster: Os01g0766600 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0766600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JJ07	CHR5V7|COORD:26378818..26380567| BSD domain-containing protein	AT5G65910.1	CHR01V5|COORD:32625703..32629883|protein BSD domain containing protein, expressed	LOC_Os01g56100.1	no descriptionmoderately similar to ( 210)AT5G65910| Symbols:  | BSD domain-containing protein | chr5:26378818-26380567 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned BSD BSD Tymo_45kd_70kd PRK12323 PRK07764	not assigned.no ontology.BSD domain-containing protein	35_1_8

CUST_1520_PI404877155	2	-0.06253719	0.11994648	-0.03747368	0.04413891	0.022540092	-0.022541046	Contig11704_at	putative tubby protein [Oryza sativa (japonica cultivar-group)] dbj|BAC01219.1| putative tubby-like protein TULP10 [Oryza sativa (japonica c	NP_915646.1	F-box family protein / tubby family protein	At1g25280.1	protein hypothetical protein	Os05g36190	putative tubby protein	RNA.regulation of transcription.TUB transcription factor family	27_3_31

CUST_111558_PI403524517	2	-0.07140446	-0.35037708	0.048257828	-0.04825878	0.3229046	0.04998398	35_31674	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_151829_PI403524517	2	0.08036804	0.092131615	0.01652813	-0.104662895	-0.07504845	-0.01652813	35_42448	"Cluster: OSJNBb0038F03.7 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBb0038F03.7 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XN04		0	CHR04V5|COORD:27027705..27024992|protein histone-lysine N-methyltransferase, H3 lysine-9 specific SUVH6, putative, expressed	LOC_Os04g45990.1	no description	not assigned.unknown	35_2

CUST_79028_PI403524517	2	0.27558756	0.41371012	-0.1886096	-0.066596985	-0.6144295	0.066596985	35_22668	Rep: Alpha-N-acetylglucosaminidase - Nicotiana tabacum (Common tobacco)	UniRef90_Q9ZR45	CHR5V7|COORD:4415811..4420162| alpha-N-acetylglucosaminidase family / NAGLU family	AT5G13690.1	CHR04V5|COORD:32960273..32951140|protein alpha-N-acetylglucosaminidase precursor, putative, expressed	LOC_Os04g55730.1	no descriptionmoderately similar to ( 236)AT5G13690| Symbols:  | alpha-N-acetylglucosaminidase family / NAGLU family | chr5:4415811-4420162 FORWARDnot assigned NAGLU	misc.nitrilases, *nitrile lyases, berberine bridge enzymes, reticuline oxidases, troponine reductases	26_8

CUST_6328_PI399408534	2	-0.14075279	0.25485992	0.02950573	-0.062111855	-0.029504776	0.06095791	35_18547	"Cluster: Putative serine-threonine rich antigen; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative serine-threonine rich antigen - Oryza sativa (japonic"	UniRef90_Q6Z7R3	CHR3V7|COORD:17754219..17759357| bromo-adjacent homology (BAH) domain-containing protein	AT3G48060.1	CHR02V5|COORD:31058195..31065395|protein DNA binding protein, putative, expressed	LOC_Os02g50840.2	no descriptionmoderately similar to ( 325)AT3G48060| Symbols:  | bromo-adjacent homology (BAH) domain-containing protein | chr3:17754219-17759357 REVERSE	RNA.regulation of transcription.unclassified	27_3_99

CUST_178545_PI403524517	2	0.35823536	0.16098595	0.05510664	-0.07771301	-0.05510664	-0.08508158	35_49657	"Cluster: Hypothetical protein P0698A06.24; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0698A06.24 - Oryza sativa (japonica cultivar-g"	UniRef90_Q69Y53	CHR3V7|COORD:4761661..4762293| similar to hypothetical protein MtrDRAFT_AC157534g12v1 [Medicago truncatula] (GB:ABE86457.1)	AT3G14280.1	CHR06V5|COORD:4703883..4702900|protein expressed protein	LOC_Os06g09350.2	no description	not assigned.unknown	35_2

CUST_87355_PI403524517	2	0.2798357	0.022350788	-0.059738636	0.15639162	-0.022351265	-0.14986086	35_25010	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_20049_PI403524517	2	-0.009004593	-0.5158253	0.032464027	-0.0062761307	0.018316269	0.0062770844	35_5809	"Cluster: Nucleotidase-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Nucleotidase-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69QI6	CHR2V7|COORD:10177760..10180702| 5' nucleotidase family protein	AT2G23890.1	CHR09V5|COORD:15399687..15405413|protein 5-nucleotidase, putative, expressed	LOC_Os09g25640.2	no descriptionmoderately similar to ( 230)AT2G23890| Symbols:  | 5' nucleotidase family protein | chr2:10177760-10180702 FORWARDnot assigned 5_nucleotid	not assigned.no ontology	35_1

CUST_47185_PI403524517	2	0.45000935	0.37767076	0.09339666	-0.09339666	-0.21067858	-0.33589697	35_13510	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_72524_PI403524517	2	0.070611	0.40187645	-0.020289421	-0.10297203	-0.09615421	0.020288467	35_20785	"Cluster: Hypothetical protein P0452F04.17; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0452F04.17 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6K7R6	"CHR4V7|COORD:6645982..6646227| similar to Os10g0502100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001064990.1); similar to Os02g0826400 [Oryza"	AT4G10810.1	CHR02V5|COORD:35511189..35509890|protein conserved hypothetical protein	LOC_Os02g58010.1	"no descriptionvery weakly similar to (52.8)AT4G10810| Symbols:  | similar to Os10g0502100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001064990.1); similar to Os02g0826400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001048586.1) | chr4:6645982-6646227 REVERSEnot assigned not assigned not assigned not assigned PRK07764"	not assigned.unknown	35_2

CUST_38170_PI403524517	2	0.08175373	0.03559065	0.077925205	-0.11187744	-0.3587699	-0.035591125	35_10984	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_29489_PI403524517	2	0.0	0.6249132	-0.02310276	-0.06439495	0.1476717	0.0	35_8518	"Cluster: OSJNBb0008G24.20 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: OSJNBb0008G24.20 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8RU81	CHR1V7|COORD:7964191..7966211| proton-dependent oligopeptide transport (POT) family protein	AT1G22540.1	CHR01V5|COORD:38163986..38170513|protein peptide transporter PTR2-B, putative, expressed	LOC_Os01g65210.1	no descriptionmoderately similar to ( 302)AT1G22540| Symbols:  | proton-dependent oligopeptide transport (POT) family protein | chr1:7964191-7966211 FORWARDnot assigned PTR2 PTR2	transport.peptides and oligopeptides	34_13

CUST_9212_PI403524517	2	0.0315876	0.24461937	-0.0391407	-0.066259384	-0.0257864	0.025785446	35_2588	"Cluster: Membrane-anchored ubiquitin-fold protein 4 precursor; n=3; Oryza sativa|Rep: Membrane-anchored ubiquitin-fold protein 4 precursor - Oryza sativa (Rice)"	UniRef90_Q7XRU4	CHR4V7|COORD:12849983..12851259| ATGP4 (Arabidopsis thaliana geranylgeranylated protein)	AT4G24990.1	CHR04V5|COORD:19151214..19147116|protein ATGP4, putative, expressed	LOC_Os04g32270.1	no descriptionweakly similar to ( 150)AT4G24990| Symbols: ATGP4 | ATGP4 (Arabidopsis thaliana geranylgeranylated protein) | chr4:12849983-12851259 REVERSEmoderately similar to ( 218)MUB4_ORYSAnot assigned not assigned NTGP5	protein.degradation.ubiquitin	29_5_11

CUST_120639_PI403524517	2	-0.03299904	0.16675186	-0.05716133	-0.08682823	0.03299904	0.05188179	35_34097	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_68731_PI403524517	2	-0.24904633	0.013179779	-0.009067535	0.08269882	-0.01530838	0.009066582	35_19663	"Cluster: Os01g0629400 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0629400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JL24	CHR5V7|COORD:18843234..18845383| NLI interacting factor (NIF) family protein	AT5G46410.1	CHR01V5|COORD:25459733..25464994|protein CTD-phosphatase-like protein, putative, expressed	LOC_Os01g43870.5	no descriptionmoderately similar to ( 236)AT5G46410| Symbols:  | NLI interacting factor (NIF) family protein | chr5:18843234-18845383 FORWARDnot assigned not assigned not assigned NIF CPDc FCP1	not assigned.no ontology	35_1

CUST_32052_PI403524517	2	0.13949871	0.056952477	-0.05695343	-0.09884739	-0.3395977	0.1297226	35_9243	"Cluster: Putative FUSED serine/threonine kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative FUSED serine/threonine kinase - Oryza sativa (japonic"	UniRef90_Q5NAR7	"CHR5V7|COORD:6235389..6240735| EMB3013 (EMBRYO DEFECTIVE 3013); kinase"	AT5G18700.1	CHR01V5|COORD:8696430..8688631|protein EMB3013, putative, expressed	LOC_Os01g15480.1	"no descriptionmoderately similar to ( 457)AT5G18700| Symbols: EMB3013 | EMB3013 (EMBRYO DEFECTIVE 3013); kinase | chr5:6235389-6240735 REVERSEweakly similar to ( 121)M2K1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase Pkinase_Tyr SPS1 TyrKc PTKc PTKc_FAK PTKc_Jak_rpt2 PTKc_Ack_like PTKc_InsR_like PTKc_Fes_like PTKc_Src_like PTKc_Csk_like PTKc_Lck_Blk PTKc_PDGFR PTKc_Tec_like PTKc_Srm_Brk PTKc_Fes PTKc_EphR PTKc_Btk_Bmx PTKc_Fer PTKc_c-ros PTKc_FGFR PTKc_Trk PTKc_Syk_like PTKc_Itk PTKc_Frk_like PTKc_Ror PTKc_ALK_LTK PTK_Ryk PTKc_VEGFR2 PTKc_Abl PTKc_Lyn PTKc_Tec_Rlk PTK_CCK4 PTKc_Aatyk1_Aatyk3 PTKc_Jak1_rpt2 PTKc_EphR_B PTKc_VEGFR PTKc_DDR PTKc_Musk PTKc_FGFR3 PTKc_FGFR2 PTKc_EGFR_like PTKc_Jak2_Jak3_rpt2 PTKc_InsR PTKc_Syk PTKc_Met_Ron PTKc_VEGFR3 PTKc_FGFR4 PTKc_FGFR1 PTKc_RET PTKc_Fyn_Yrk PTKc_Yes PTKc_Tyk2_rpt2 PTKc_EphR_A PTKc_Aatyk PTKc_TrkB PTKc_IGF-1R PTKc_Csk PTKc_Hck PTKc_Src PTKc_Axl_like PTKc_Ror2 PTKc_EphR_A2 PTKc_HER4 PTKc_Ror1 PTKc_DDR_like PTKc_Kit PTKc_CSF-1R PTKc_TrkC PTKc_Chk PTKc_TrkA PTKc_EphR_A10 PTKc_Tie2 PTKc_Zap-70 PTKc_Axl PTKc_Aatyk2 PTKc_PDGFR_alpha PTKc_PDGFR_beta PTKc_DDR2 PTKc_EGFR PTKc_Tie1 PTKc_DDR1 PTKc_Tie PTKc_Tyro3 PTK_Tyk2_rpt1"	protein.postranslational modification	29_4

CUST_31210_PI399408534	2	0.5944991	0.36430168	0.27546263	-0.33709383	-0.45127916	-0.2754631	35_12329	"Cluster: WRKY transcription factor 19; n=3; Oryza sativa (japonica cultivar-group)|Rep: WRKY transcription factor 19 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6IER2	"CHR4V7|COORD:12392676..12393749| WRKY53 (WRKY DNA-binding protein 53); transcription factor"	AT4G23810.1	CHR05V5|COORD:28388530..28389789|protein OsWRKY19 - Superfamily of rice TFs having WRKY and zinc finger domains, expressed	LOC_Os05g49620.1	" no descriptionvery weakly similar to (65.9)AT4G23810| Symbols: ATWRKY53, WRKY53 | WRKY53 (WRKY DNA-binding protein 53); transcription factor | chr4:12392676-12393749 REVERSEWRKY PRK12323 PRK12678 PRK07764 "	RNA.regulation of transcription.WRKY domain transcription factor family	27_3_32

CUST_51666_PI403524517	2	-0.15559673	0.27697086	-0.0699873	-0.152277	0.06998634	0.09009647	35_14723	"Cluster: Hypothetical protein P0416A11.21; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0416A11.21 - Oryza sativa (japonica cultivar-g"	UniRef90_Q67WV6	"CHR5V7|COORD:12094244..12095626| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G80040.1); similar to Os06g0642900 [Oryza sativa (japonica"	AT5G32440.1	CHR06V5|COORD:26186107..26182310|protein CUE domain containing protein, expressed	LOC_Os06g43550.1	"no descriptionmoderately similar to ( 205)AT5G32440| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G80040.1); similar to Os06g0642900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001058174.1); similar to Ubiquitin system component Cue; UBA-like [Medicago truncatula] (GB:ABE77893.1); contains InterPro domain UBA-like; (InterPro:IPR009060); contains InterPro domain Ubiquitin system component Cue; (InterPro:IPR003892) | chr5:12094244-12095626 FORWARDnot assigned not assigned not assigned"	not assigned.unknown	35_2

CUST_18446_PI399408534	2	0.026789665	-1.1059532	-0.055462837	-0.026790619	0.1104269	0.15738106	35_9001	"Cluster: Putative WD-40 repeat protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative WD-40 repeat protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q651E0	CHR5V7|COORD:23573338..23575220| MSI1 (MULTICOPY SUPRESSOR OF IRA1)	AT5G58230.1	CHR09V5|COORD:21275966..21280139|protein WD-40 repeat protein MSI1, putative, expressed	LOC_Os09g36900.1	 no descriptionweakly similar to ( 187)AT5G58230| Symbols: MEE70, MSI1 | MSI1 (MULTICOPY SUPRESSOR OF IRA1) | chr5:23573338-23575220 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned WD40 COG2319 	RNA.regulation of transcription.Nucleosome/chromatin assembly factor group	27_3_62

CUST_20877_PI403524517	2	0.014457703	0.104631424	0.08933449	-0.06823635	-0.014456749	-0.14662838	35_6062	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6F2V0	CHR3V7|COORD:22975920..22982124| metal ion binding / oxidoreductase	AT3G62010.1	CHR03V5|COORD:21614859..21602030|protein expressed protein	LOC_Os03g38970.1	no descriptionhighly similar to ( 856)AT3G62010| Symbols:  | metal ion binding / oxidoreductase | chr3:22975920-22982124 FORWARD	protein.postranslational modification	29_4

CUST_33055_PI403524517	2	0.14483166	0.326437	-0.14951992	0.011502266	-0.15015984	-0.01150322	35_9531	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_146643_PI403524517	2	0.037796974	0.21601057	-0.0013213158	0.0013213158	-0.08570051	-0.0048947334	35_41048	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_7315_PI404877155	2	0.24594116	-0.153368	-0.060029984	-0.09122467	0.060030937	0.24494934	Contig21321_at	tubby family protein [Arabidopsis thaliana] pir||E86295 hypothetical protein T24D18.17 - Arabidopsis thaliana gb|AAF18504.1| Contains simila	NP_173059.1	tubby family protein	At1g16070.1	protein Tub family, putative	Os02g08310	"TLP8;tubby family protein, similar to Tubby related protein 1 (Tubby-like protein 1) (Swiss-Prot:Q9Z273) (Mus musculus); low similarity to  Tubby related protein 1 (Tubby-like protein 1) (Swiss-Prot:O0029) {Homo sapiens}; similar to phosphodiesterase (GI:"	RNA.regulation of transcription.TUB transcription factor family	27_3_33

CUST_15249_PI404877155	2	0.05381012	-0.0900507	0.0014390945	0.01109314	-0.10092163	-0.0014400482	Contig9113_at	conserved oligomeric Golgi complex component-related / COG complex component-related [Arabidopsis thaliana]	NP_568256.1	conserved oligomeric Golgi complex component-related / COG complex component-related	At5g11980.1	protein Dor1-like family, putative	Os12g35290	decay-accelerating factor precursor	minor CHO metabolism.others	3_5

CUST_137388_PI403524517	2	0.06583023	-0.1238575	0.0076494217	-0.0076503754	-0.091732025	0.19731712	35_38528	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10G12	"CHR3V7|COORD:15898604..15899715| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G11800.1); similar to expp1 protein precursor [Solanum tuberosum]"	AT3G44150.1	CHR03V5|COORD:25051073..25047153|protein expp1 protein precursor, putative, expressed	LOC_Os03g44560.1	"no descriptionweakly similar to ( 161)AT3G44150| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G11800.1); similar to expp1 protein precursor [Solanum tuberosum] (GB:CAJ77501.1); contains domain FAMILY NOT NAMED (PTHR21454); contains domain SUBFAMILY NOT NAMED (PTHR21454:SF1) | chr3:15898604-15899715 FORWARD"	not assigned.unknown	35_2

CUST_15740_PI404877155	2	0.113033295	-0.8810291	0.30683422	0.17156124	-0.31127167	-0.11303377	Contig9568_at	0	AAS01962.1	MATE efflux family protein	At4g21910.1	protein putative MATE efflux family protein	Os03g37490	NONE	transport.misc	34_99

CUST_12596_PI404877155	2	0.030040741	-0.13142395	-0.0020122528	0.040275574	-0.018493652	0.0020141602	Contig633_x_at	60S ribosomal protein L41 (RPL41G) [Arabidopsis thaliana] ref|NP_187723.1| 60S ribosomal protein L41 (RPL41E) [Arabidopsis thaliana] ref|NP_	NP_191161.1	60S ribosomal protein L41 (RPL41D)	At3g08520.1	0	0	 RNA helicase, putative	RNA.processing.RNA helicase	27_1_2

CUST_170676_PI403524517	2	0.7645297	-0.97440434	-0.57758236	0.25539064	-0.010942459	0.010942459	35_47539	"Cluster: Putative cell division control protein 6; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative cell division control protein 6 - Oryza sativa (jap"	UniRef90_Q5N897	CHR1V7|COORD:16816094..16817173| DNA binding / ligand-dependent nuclear receptor	AT1G44191.1	CHR01V5|COORD:37277978..37283583|protein cell division control protein 6, putative, expressed	LOC_Os01g63710.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07764 Tymo_45kd_70kd PRK12323 PRK07003 Extensin_2 PRK05648	not assigned.unknown	35_2

CUST_55843_PI403524517	2	-0.28422928	0.6645489	-0.07132149	0.076221466	0.07132244	-0.16496849	35_15894	"Cluster: Os03g0854800 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os03g0854800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DLN4	CHR1V7|COORD:11613407..11615874| RCD1 (RADICAL-INDUCED CELL DEATH1)	AT1G32230.1	CHR03V5|COORD:35946473..35940852|protein RCD1, putative, expressed	LOC_Os03g63770.6	 no descriptionmoderately similar to ( 269)AT1G32230| Symbols: CEO, ATP8, CEO1, RCD1 | RCD1 (RADICAL-INDUCED CELL DEATH1) | chr1:11613407-11615874 FORWARD	not assigned.no ontology	35_1

CUST_136225_PI403524517	2	0.18383646	-0.07741022	0.019288063	-0.019287586	-0.23839617	0.102072716	35_38203	"Cluster: Putative Arginyl-tRNA synthetase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Arginyl-tRNA synthetase - Oryza sativa (japonica cultivar-g"	UniRef90_Q75IR7	CHR1V7|COORD:24822727..24825940| arginyl-tRNA synthetase, putative / arginine--tRNA ligase, putative	AT1G66530.1	CHR05V5|COORD:3667973..3675645|protein arginyl-tRNA synthetase, putative, expressed	LOC_Os05g07030.2	 no descriptionmoderately similar to ( 244)AT1G66530| Symbols:  | arginyl-tRNA synthetase, putative / arginine--tRNA ligase, putative | chr1:24822727-24825940 REVERSEnot assigned not assigned argS tRNA-synt_1d ArgS ArgRS_core PRK12451 	protein.aa activation.arginine-tRNA ligase	29_1_19

CUST_4717_PI399408534	2	0.007949829	0.29457092	-0.18266678	-0.007949829	-0.15092659	0.007949829	35_15978	Rep: Meiosis 5 - Triticum aestivum (Wheat)	UniRef90_Q5RZZ4	CHR2V7|COORD:17833404..17834503| PDF1 (PROTODERMAL FACTOR 1)	AT2G42840.1	CHR01V5|COORD:5547794..5546421|protein meiosis 5, putative, expressed	LOC_Os01g10490.1	no descriptionweakly similar to ( 103)AT2G42840| Symbols: PDF1 | PDF1 (PROTODERMAL FACTOR 1) | chr2:17833404-17834503 REVERSEvery weakly similar to (51.2)ASF1_HELANAnther-specific protein SF18 precursor - Helianthus annuus (Common sunflower)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Drf_FH1 PRK07764 PRK07003	signalling.calcium	30_3

CUST_166630_PI403524517	2	0.0024576187	-0.21798992	-0.0024576187	0.251606	0.22426224	-0.0030183792	35_46419	"Cluster: CRAL/TRIO domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: CRAL/TRIO domain containing protein, expressed - Oryza"	UniRef90_Q10PW5	"CHR3V7|COORD:7933335..7935671| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G05370.1); similar to hypothetical protein CHGG_07581 [Chaetomium"	AT3G22410.1	CHR03V5|COORD:6243885..6246971|protein CRAL/TRIO domain containing protein, expressed	LOC_Os03g11950.1	" no descriptionvery weakly similar to (85.1)AT3G22410| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G05370.1); similar to hypothetical protein CHGG_07581 [Chaetomium globosum CBS 148.51] (GB:XP_001225237.1); similar to Os03g0219100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001049398.1); contains InterPro domain Phosphatidylinositol transfer protein-like, N-terminal; (InterPro:IPR011074); contains InterPro domain Cellular retinaldehyde-binding/triple function, C-terminal; (InterPro:IPR001251) | chr3:7933335-7935671 REVERSEnot assigned not assigned not assigned "	not assigned.unknown	35_2

CUST_15416_PI404877155	2	0.015171051	0.29045773	0.023804665	-0.11429405	-0.015172005	-0.019620895	Contig9289_at	OSJNBa0084K01.4 [Oryza sativa (japonica cultivar-group)] ref|XP_474220.1| OSJNBa0084K01.4 [Oryza sativa (japonica cultivar-group)]	CAE04832.1	transcriptional co-activator-related	At5g03220.1	protein expressed protein	Os04g56640	unknown protein	RNA.regulation of transcription.unclassified	27_3_99

CUST_2337_PI399408534	2	-0.069470406	0.19956398	0.04605484	-0.011709213	-0.20245743	0.011709213	35_19154	"Cluster: BRASSINOSTEROID INSENSITIVE 1-associated receptor kinase 1, putative, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: BRASSINOSTEROID INSEN"	UniRef90_Q10EA8	CHR5V7|COORD:3235463..3238172| leucine-rich repeat family protein / protein kinase family protein	AT5G10290.1	CHR03V5|COORD:28209054..28203603|protein BRASSINOSTEROID INSENSITIVE 1-associated receptor kinase 1 precursor, putative, expressed	LOC_Os03g49620.8	no descriptionhighly similar to ( 714)AT5G10290| Symbols:  | leucine-rich repeat family protein / protein kinase family protein | chr5:3235463-3238172 REVERSEmoderately similar to ( 252)PSKR_DAUCAPhytosulfokine receptor precursor - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PTKc Pkinase_Tyr TyrKc S_TKc Pkinase S_TKc PTKc_Csk_like PTKc_EphR PTKc_Fes_like PTKc_InsR_like PTKc_EGFR_like PTKc_Met_Ron PTKc_Src_like PTKc_Jak_rpt2 PTKc_Syk_like PTKc_FGFR PTKc_Srm_Brk SPS1 PTKc_Trk PTKc_Tec_like PTKc_Itk PTKc_ALK_LTK PTKc_Ror PTKc_Abl PTKc_Lck_Blk PTKc_RET PTKc_Frk_like PTKc_Musk PTKc_Lyn PTKc_Fer PTKc_Hck PTKc_Fes PTKc_EphR_A2 PTKc_Axl_like PTK_CCK4 PTKc_c-ros PTKc_Tie2 PTKc_DDR PTKc_Ack_like PTKc_InsR PTKc_FGFR4 PTKc_HER2 PTKc_Chk PTKc_Btk_Bmx PTKc_Tec_Rlk PTKc_Csk PTKc_EGFR PTKc_EphR_B PTKc_IGF-1R PTKc_Fyn_Yrk PTKc_Src PTKc_EphR_A PTKc_TrkA PTKc_Yes PTKc_FGFR1 PTKc_PDGFR PTKc_Ror1 PTKc_FGFR2 PTKc_Jak2_Jak3_rpt2 PTKc_HER4 PTKc_Axl PTKc_Tyk2_rpt2 PTKc_TrkB PTKc_Tie1 PTKc_Aatyk1_Aatyk3 PTKc_FGFR3 PTKc_Aatyk PTK_HER3 PTKc_Tie PTKc_Tyro3 PTK_Ryk PTKc_TrkC PTKc_Jak1_rpt2 PTKc_FAK PTKc_DDR1 PTKc_Syk PTKc_Zap-70 PTKc_EphR_A10 PTKc_Ror2 PTKc_Aatyk2 PTKc_DDR2 PTKc_VEGFR PTKc_DDR_like PTK_Jak2_Jak3_rpt1 PTKc_VEGFR3 PTKc_CSF-1R PTKc_VEGFR2 PTKc_Kit PTK_Jak_rpt1	signalling.receptor kinases.DUF 26	30_2_17

CUST_10823_PI404877155	2	-0.039668083	-0.4134674	0.03966713	0.20651245	0.40616703	-0.16093254	Contig4570_s_at	sulfite reductase (ferredoxin) (EC 1.8.7.1) sir precursor - maize dbj|BAA23641.1| ferredoxin-sulfite reductase precursor [Zea mays]	T01695	sulfite reductase / ferredoxin (SIR)	At5g04590.1	protein sulfite reductase, ferredoxin dependent	Os05g42350	ferredoxin-sulfite reductase precursor	S-assimilation.sulfite redox	14_03

CUST_115087_PI403524517	2	-0.0036821365	0.0036830902	0.0038890839	0.042416573	-0.03892517	-0.06328678	35_32651	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_116895_PI403524517	2	-0.075772285	0.014627457	0.09215641	-0.011092186	0.011091232	-0.07880497	35_33133	0	0	CHR3V7|COORD:20352828..20353349| CXIP1 (CAX INTERACTING PROTEIN 1)	AT3G54900.1	CHR03V5|COORD:35769292..35771503|protein OsGrx_S14 - glutaredoxin subgroup II, expressed	LOC_Os03g63420.1	no description	not assigned.unknown	35_2

CUST_30051_PI399408534	2	-0.023714066	0.36045837	0.21063519	-0.112882614	-0.044516563	0.023714066	35_50632	Rep: F9C16.3 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q9LP15	"CHR1V7|COORD:16649374..16650835| ATRAB18 (Arabidopsis Rab GTPase homolog C1); GTP binding"	AT1G43890.1	CHR10V5|COORD:16368124..16363840|protein ras-related protein Rab-18, putative, expressed	LOC_Os10g31830.1	 no descriptionvery weakly similar to (60.5)AT1G43890| Symbols: AtRABC1, AtRab18, ATRAB18 | ATRAB18 (Arabidopsis Rab GTPase homolog C1) | chr1:16649374-16650835 FORWARDvery weakly similar to (58.5)YPTV3_VOLCAGTP-binding protein yptV3 - Volvox carterinot assigned not assigned not assigned not assigned not assigned not assigned not assigned Rab18 RAB Rab Rab1_Ypt1 Rab8_Rab10_Rab13_like Ras Rab4 Rab14 Rab11_like Rab19 Rab2 Rab35 	signalling.G-proteins	30_5

CUST_47510_PI403524517	2	0.19447517	-0.27581882	-0.09651375	-0.0029335022	0.08508587	0.0029335022	35_13598	"Cluster: Os12g0481100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os12g0481100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0INC5	CHR4V7|COORD:9362198..9366471| DEAD/DEAH box helicase, putative (RH28)	AT4G16630.1	CHR12V5|COORD:17688870..17678734|protein ATP-dependent RNA helicase DRS1, putative, expressed	LOC_Os12g29660.1	no description	not assigned.unknown	35_2

CUST_33150_PI403524517	2	0.06380749	0.17386436	0.050240517	-0.18111134	-0.12738514	-0.05024147	35_9558	"Cluster: Putative cdc2 protein kinase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative cdc2 protein kinase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6I5Y0	"CHR5V7|COORD:3221716..3224675| CDKC;1 (CYCLIN-DEPENDENT KINASE C;1); kinase"	AT5G10270.1	CHR01V5|COORD:42556396..42559489|protein serine/threonine-protein kinase bur1, putative, expressed	LOC_Os01g72790.1	"no descriptionvery weakly similar to (74.7)AT5G10270| Symbols: CDKC;1 | CDKC;1 (CYCLIN-DEPENDENT KINASE C;1); kinase | chr5:3221716-3224675 REVERSEnot assigned not assigned not assigned not assigned"	cell.cycle	31_3

CUST_69164_PI403524517	2	-0.061023712	0.061023712	0.11581993	-0.28932858	0.094947815	-0.4705634	35_19788	"Cluster: Putative Cnot10 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Cnot10 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K272	CHR5V7|COORD:13679307..13682965| binding	AT5G35430.1	CHR09V5|COORD:1779097..1785142|protein expressed protein	LOC_Os09g03600.1	no descriptionweakly similar to ( 169)AT5G35430| Symbols:  | binding | chr5:13679307-13682965 FORWARDnot assigned not assigned	not assigned.unknown	35_2

CUST_34379_PI399408534	2	0.017185211	-0.17032051	0.21046829	-0.017186165	-0.10910416	0.046836853	35_5323	"Cluster: PHD finger-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: PHD finger-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7F8S7	"CHR3V7|COORD:173323..182045| MBD9 (METHYL-CPG-BINDING DOMAIN 9); DNA binding"	AT3G01460.1	CHR02V5|COORD:5145550..5151128|protein PHD-finger family protein, expressed	LOC_Os02g09920.1	"no descriptionweakly similar to ( 135)AT3G01460| Symbols: MBD9 | MBD9 (METHYL-CPG-BINDING DOMAIN 9); DNA binding | chr3:173323-182045 FORWARD"	RNA.regulation of transcription.Methyl binding domain proteins	27_3_59

CUST_3577_PI403524517	2	0.05279255	-0.3108244	-4.3201447E-4	-0.0077199936	4.3201447E-4	0.08768749	35_975	Rep: Translational elongation factor Tu - Oryza sativa (Rice)	UniRef90_Q8W2C4	CHR4V7|COORD:1295751..1298354| elongation factor Tu, putative / EF-Tu, putative	AT4G02930.1	CHR03V5|COORD:35769138..35765196|protein elongation factor Tu, mitochondrial precursor, putative, expressed	LOC_Os03g63410.1	 no descriptionhighly similar to ( 665)AT4G02930| Symbols:  | elongation factor Tu, putative / EF-Tu, putative | chr4:1295751-1298354 REVERSEmoderately similar to ( 482)EFTU_CHLVUElongation factor Tu - Chlorella vulgaris (Green alga)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK00049 PRK12735 PRK12736 TufB tufA EF_Tu PRK12317 TEF1 GTP_EFTU GTP_translation_factor SelB EFTU_III GTPBP1 PRK04000 GCD11 EF1_alpha EFTU_II GTP_EFTU_D3 SelB CysN TypA PRK10512 CysN_ATPS SelB_euk eIF2_gamma mtEFTU_III PRK10218 PRK05506 FusA cysN TypA_BipA PRK07560 TetM_like InfB infB PRK12740 EF-G_bact infB IF2_eIF5B selB_II EF2 Translation_factor_III EF1_alpha_II Translation_Factor_II_like EF-G GTP_EFTU_D2 RF3 Snu114p LepA PrfC LepA PRK12739 PRK05433 PRK04004 prfC PRK00007 eRF3_II_like GTPBP_II eRF3_II GTPBP1_like 	protein.synthesis.elongation	29_2_4

CUST_62742_PI403524517	2	0.14953804	-0.45588303	-0.06624222	0.091257095	0.020606995	-0.020606995	35_17886	"Cluster: Putative uroporphyrinogen decarboxylase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative uroporphyrinogen decarboxylase - Oryza sativa (japon"	UniRef90_Q9AXB0	"CHR3V7|COORD:5020682..5022584| HEME1; uroporphyrinogen decarboxylase"	AT3G14930.2	CHR01V5|COORD:25154987..25150845|protein uroporphyrinogen decarboxylase, chloroplast precursor, putative, expressed	LOC_Os01g43390.1	" no descriptionhighly similar to ( 554)AT3G14930| Symbols: HEME1 | HEME1; uroporphyrinogen decarboxylase | chr3:5021297-5022584 FORWARDmoderately similar to ( 391)DCUP_TOBACUroporphyrinogen decarboxylase, chloroplast precursor - Nicotiana tabacum (Common tobacco)not assigned not assigned URO-D hemE URO-D HemE URO-D_like URO-D_CIMS_like Mta_CmuA_like PRK06252 "	tetrapyrrole synthesis.uroporphyrinogen decarboxylase	19_7

CUST_166103_PI403524517	2	0.059909344	-0.096999645	0.13526154	0.022789001	-0.093848705	-0.022789001	35_46275	Rep: H0502B11.7 protein - Oryza sativa (Rice)	UniRef90_Q01L44	"CHR5V7|COORD:20781705..20785707| ERD1 (EARLY RESPONSIVE TO DEHYDRATION 1); ATP binding / ATPase"	AT5G51070.1	CHR04V5|COORD:19906786..19912334|protein ERD1 protein, chloroplast precursor, putative, expressed	LOC_Os04g33210.1	" no descriptionvery weakly similar to (74.7)AT5G51070| Symbols: CLPD, ERD1 | ERD1 (EARLY RESPONSIVE TO DEHYDRATION 1); ATP binding / ATPase | chr5:20781705-20785707 FORWARDvery weakly similar to (51.2)CLPC_PEAATP-dependent Clp protease ATP-binding subunit clpC homolog, chloroplast precursor - Pisum sativum (Garden pea)"	protein.degradation.serine protease	29_5_5

CUST_655_PI403524517	2	0.11211109	-0.5789585	0.10102844	-0.10102844	0.1587534	-0.20094872	35_172	"Cluster: S-adenosylmethionine synthetase 1; n=10; Spermatophyta|Rep: S-adenosylmethionine synthetase 1 - Hordeum vulgare (Barley)"	UniRef90_P50299	"CHR1V7|COORD:519037..520218| SAM1 (S-adenosylmethionine synthetase 1); methionine adenosyltransferase"	AT1G02500.2	CHR01V5|COORD:12348795..12346190|protein S-adenosylmethionine synthetase 1, putative, expressed	LOC_Os01g22010.3	" no descriptionhighly similar to ( 519)AT1G02500| Symbols: SAM-1, MAT1, SAM1 | SAM1 (S-adenosylmethionine synthetase 1); methionine adenosyltransferase | chr1:519037-520218 FORWARDhighly similar to ( 555)METK_HORVUnot assigned PRK05250 MetK PRK12459 S-AdoMet_synt_M S-AdoMet_synt_N S-AdoMet_synt_C Atrophin-1 "	amino acid metabolism.synthesis.aspartate family.methionine	13_1_3_4

CUST_91379_PI403524517	2	0.2706256	-0.32276964	0.11615372	0.09329033	-0.3395195	-0.09329033	35_26129	"AAD50048.1; n=4; Arabidopsis thaliana|Rep: Gb|AAD50048.1 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9LJM0	"CHR3V7|COORD:6861152..6862936| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G50150.1); similar to hypothetical protein [Oryza sativa (japonica"	AT3G19750.1	CHR02V5|COORD:31467100..31477165|protein ATPase, AAA family protein, expressed	LOC_Os02g51400.1	"no descriptionweakly similar to ( 176)AT3G19750| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G50150.1); similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:BAD37293.1); contains domain P-loop containing nucleoside triphosphate hydrolases (SSF52540) | chr3:6861152-6862936 REVERSE"	not assigned.unknown	35_2

CUST_57575_PI403524517	2	-0.039448738	0.021922112	-0.021921158	0.08764362	-0.15358448	0.030029297	35_16414	"Cluster: NAD-dependent malic enzyme 59 kDa isoform, mitochondrial, putative, expressed; n=4; Oryza sativa (japonica cultivar-group)|Rep: NAD-dependent malic enz"	UniRef90_Q337E9	CHR4V7|COORD:242817..246522| malate oxidoreductase, putative	AT4G00570.1	CHR10V5|COORD:18888960..18894414|protein NAD-dependent malic enzyme 59 kDa isoform, mitochondrial precursor, putative, expressed	LOC_Os10g35960.1	 no descriptionhighly similar to ( 788)AT4G00570| Symbols:  | malate oxidoreductase, putative | chr4:242817-246522 REVERSEhighly similar to ( 793)MAON_SOLTUNAD-dependent malic enzyme 59 kDa isoform, mitochondrial precursor - Solanum tuberosum (Potato)not assigned SfcA Malic_M malic PRK07232 PRK12862 PRK12861 	TCA / org. transformation.other organic acid transformaitons.malic	8_2_10

CUST_56916_PI403524517	2	0.015673637	0.45986843	-0.015674591	-0.08993244	0.10987949	-0.13552094	35_16219	"Cluster: Os05g0358000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0358000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DIV9	CHR5V7|COORD:19976274..19977648| HRB1 (HYPERSENSITIVE TO RED AND BLUE)	AT5G49230.1	CHR05V5|COORD:16914637..16907845|protein fiber protein Fb2, putative, expressed	LOC_Os05g28980.1	"no descriptionweakly similar to ( 145)AT3G06760| Symbols:  | similar to HRB1 (HYPERSENSITIVE TO RED AND BLUE) [Arabidopsis thaliana] (TAIR:AT5G49230.1); similar to fiber protein Fb2 [Gossypium barbadense] (GB:AAN77145.1); contains InterPro domain Drought induced 19; (InterPro:IPR008598) | chr3:2132977-2134361 FORWARDDi19 TT_ORF1"	stress.abiotic.drought/salt	20_2_3

CUST_51879_PI403524517	2	-0.91953564	-2.3583078	0.0450058	-0.0450058	0.06948948	0.7061682	35_14783	Rep: Expansin EXPB3 - Triticum aestivum (Wheat)	UniRef90_Q6QFA1	CHR1V7|COORD:24430929..24432062| ATEXPB2 (ARABIDOPSIS THALIANA EXPANSIN B2)	AT1G65680.1	CHR10V5|COORD:21520039..21518118|protein beta-expansin 1a precursor, putative, expressed	LOC_Os10g40720.1	 no descriptionmoderately similar to ( 238)AT1G65680| Symbols: EXPB2, ATEXPB2, ATHEXP BETA 1.4 | ATEXPB2 (ARABIDOPSIS THALIANA EXPANSIN B2) | chr1:24430929-24432062 FORWARDmoderately similar to ( 450)EXPB3_ORYSAnot assigned not assigned not assigned Pollen_allerg_1 DPBB_1 PRK07764 Herpes_BLLF1 PRK12323 PRK07003 HPC2 	cell wall.modification	10_7

CUST_16818_PI404877155	2	0.12161398	0.42432785	-0.07052517	-0.11675167	-0.15806246	0.07052517	HK06I08r_at	acyl-coA synthetase [Cicer arietinum]	CAA06820.1	long-chain-fatty-acid-- CoA ligase / long-chain acyl-CoA synthetase	At4g23850.1	protein probable long-chain-fatty-acid-CoA ligase (EC 6.2.1.3) isoform 2 - rape	Os01g46750	long-chain-fatty-acid--CoA ligase / long-chain acyl-CoA synthetase, nearly identical to acyl-CoA synthetase (MF7P) from Brassica napus (gi:1617270)	lipid metabolism.FA synthesis and FA elongation.long chain fatty acid CoA ligase	11_1_09

CUST_6469_PI403524517	2	0.09354305	-0.5864258	-0.050933838	0.024168968	0.09598732	-0.024168968	35_1795	"Cluster: Putative glycine decarboxylase complex H-protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative glycine decarboxylase complex H-protein - O"	UniRef90_Q6H713	CHR2V7|COORD:14812992..14814353| glycine cleavage system H protein, mitochondrial, putative	AT2G35120.1	CHR02V5|COORD:3827685..3830181|protein glycine cleavage system H protein, mitochondrial precursor, putative, expressed	LOC_Os02g07410.1	 no descriptionmoderately similar to ( 218)AT2G35120| Symbols:  | glycine cleavage system H protein, mitochondrial, putative | chr2:14812992-14814353 REVERSEweakly similar to ( 196)GCSH_FLAPRGlycine cleavage system H protein, mitochondrial precursor - Flaveria pringleinot assigned PRK01202 GcvH GCV_H PRK00624 	PS.photorespiration.glycine cleavage	1_2_4

CUST_155032_PI403524517	2	-0.17215633	-0.0028309822	0.0028309822	0.25121737	-0.55900097	0.039099216	35_43309	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_4055_PI404877155	2	0.08591652	-0.07700157	0.011284828	-0.011285782	0.13237095	-0.04891777	Contig14800_at	zinc finger (DHHC type) family protein [Arabidopsis thaliana] emb|CAC05509.1| rec-like protein [Arabidopsis thaliana]	NP_196047.1	zinc finger (DHHC type) family protein	At5g04270.1	protein AT3g09320/F3L24_19	Os02g57370	NONE	RNA.regulation of transcription.unclassified	27_3_99

CUST_30498_PI399408534	2	0.38282108	-0.052352905	-0.07909107	0.5896964	-0.09378672	0.05235243	35_28737	"Cluster: MADS-box transcription factor TaAGL11; n=1; Triticum aestivum|Rep: MADS-box transcription factor TaAGL11 - Triticum aestivum (Wheat)"	UniRef90_Q1G193	"CHR2V7|COORD:9587497..9590683| SVP (SHORT VEGETATIVE PHASE); transcription factor"	AT2G22540.1	CHR02V5|COORD:32033033..32039261|protein MADS-box transcription factor 22, putative, expressed	LOC_Os02g52340.1	" no descriptionvery weakly similar to (89.4)AT2G22540| Symbols: AGL22, SVP | SVP (SHORT VEGETATIVE PHASE); transcription factor | chr2:9587497-9590683 FORWARDvery weakly similar to (99.0)MAD22_ORYSAnot assigned not assigned MADS_MEF2_like MADS MADS MADS_SRF_like SRF-TF ARG80 "	RNA.regulation of transcription.MADS box transcription factor family	27_3_24

CUST_20540_PI399408534	2	0.18741608	0.26646614	-0.02697277	-0.04558277	-0.042552948	0.02697277	35_43851	"Cluster: Hypothetical protein OJ1126_D01.12; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1126_D01.12 - Oryza sativa (japonica cultiv"	UniRef90_Q6I638	"CHR5V7|COORD:383490..385695| ATROPGEF7/ROPGEF7 (KINASE PARTNER PROTEIN-LIKE); Rho guanyl-nucleotide exchange factor"	AT5G02010.1	CHR05V5|COORD:22210337..22214021|protein pollen-specific kinase partner protein, putative, expressed	LOC_Os05g38000.1	" no descriptionweakly similar to ( 184)AT5G02010| Symbols: ATROPGEF7, ROPGEF7 | ATROPGEF7/ROPGEF7 (KINASE PARTNER PROTEIN-LIKE); Rho guanyl-nucleotide exchange factor | chr5:383490-385695 FORWARDPRONE "	signalling.G-proteins	30_5

CUST_65618_PI403524517	2	0.047473907	0.007224083	0.031380653	-0.048051834	-0.0072250366	-0.088526726	35_18742	"Cluster: Hypothetical protein OJ1430_B02.6; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1430_B02.6 - Oryza sativa (japonica cultivar"	UniRef90_Q60EZ0	CHR2V7|COORD:18571231..18574707| structural constituent of nuclear pore	AT2G45000.1	CHR05V5|COORD:6657522..6672025|protein cysteine-type peptidase, putative, expressed	LOC_Os05g11770.2	no description	not assigned.unknown	35_2

CUST_31204_PI403524517	2	0.039919853	0.17599487	-0.09663391	-0.0399189	-0.14089966	0.09345245	35_9007	"Cluster: C2 domain-containing protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: C2 domain-containing protein-like - Oryza sativa (japonica cultivar"	UniRef90_Q69MT7	CHR3V7|COORD:22045403..22049461| C2 domain-containing protein / GRAM domain-containing protein	AT3G59660.1	CHR09V5|COORD:20153779..20146379|protein GRAM domain containing protein, expressed	LOC_Os09g34130.1	no descriptionmoderately similar to ( 207)AT3G59660| Symbols:  | C2 domain-containing protein / GRAM domain-containing protein | chr3:22045403-22049461 REVERSEnot assigned	not assigned.no ontology.C2 domain-containing protein	35_1_19

CUST_80482_PI403524517	2	-0.043147087	-0.014760971	0.034623623	0.3753333	0.014760971	-0.5455332	35_23082	"Cluster: Os03g0128800 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os03g0128800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DVI1	"CHR4V7|COORD:17927224..17928776| similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABF93783.1); contains domain PROTEASE-RELATED"	AT4G38225.3	CHR03V5|COORD:1610207..1608507|protein expressed protein	LOC_Os03g03670.1	no description	not assigned.unknown	35_2

CUST_13961_PI403524517	2	0.031736374	0.11373901	-0.021671295	-0.02290821	0.008758545	-0.008758545	35_4002	"Cluster: Os12g0514600 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os12g0514600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IN13	CHR3|COORD:2476450..2478204| expressed protein	AT3G07760.2	CHR12V5|COORD:19904318..19899831|protein expressed protein	LOC_Os12g32992.1	"no descriptionmoderately similar to ( 232)AT3G07760| Symbols:  | similar to Os12g0514600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001066883.1); contains InterPro domain Sterile alpha motif-type; (InterPro:IPR013761); contains InterPro domain Sterile alpha motif SAM; (InterPro:IPR001660); contains InterPro domain Sterile alpha motif homology; (InterPro:IPR010993); contains InterPro domain Sterile alpha motif homology 2; (InterPro:IPR011510) | chr3:2476729-2477953 FORWARD"	not assigned.unknown	35_2

CUST_53873_PI403524517	2	0.052444458	-0.47194386	-0.016980171	-0.015913963	0.041537285	0.015913963	35_15329	Rep: Cytochrome reductase - Triticum aestivum (Wheat)	UniRef90_Q7X9J5	CHR3V7|COORD:3399820..3400519| ubiquinol-cytochrome C reductase complex ubiquinone-binding protein, putative / ubiquinol-cytochrome C reductase complex 8.2 kDa	AT3G10860.1	CHR06V5|COORD:3865160..3867201|protein ubiquinol-cytochrome c reductase complex ubiquinone-binding proteinQP-C, putative, expressed	LOC_Os06g07969.1	 no descriptionweakly similar to ( 127)AT3G10860| Symbols:  | ubiquinol-cytochrome C reductase complex ubiquinone-binding protein, putative / ubiquinol-cytochrome C reductase complex 8.2 kDa protein, putative | chr3:3399820-3400519 FORWARDweakly similar to ( 118)UCRQ_SOLTU	mitochondrial electron transport / ATP synthesis.cytochrome c reductase	9_5

CUST_11245_PI404877155	2	-0.057552338	1.1403537	0.19715405	-0.031942368	-0.60085535	0.031942368	Contig4916_at	enoyl-CoA hydratase/isomerase family protein [Arabidopsis thaliana] pir||T06293 3-hydroxyisobutyryl-coenzyme A hydrolase homolog T9E8.100 -	NP_193072.1	enoyl-CoA hydratase/isomerase family protein	At4g13360.1	protein Similar to 3-hydroxyisobutyryl-coenzyme A hydrolase homolog T9E8.100 - Arabidopsis thali	Os06g39350	3-hydroxyisobutyryl-coenzyme A hydrolase	lipid metabolism.lipid degradation.beta-oxidation.enoyl CoA hydratase	11_9_4_03

CUST_181384_PI403524517	2	0.08284092	0.5140066	0.08824539	-0.26974106	-0.08284187	-0.09505558	35_50436	"Cluster: Hypothetical protein P0451C06.8; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0451C06.8 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q9LWP7	"CHR1V7|COORD:19917009..19918370| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G14870.3); similar to Plant protein of unknown function (DUF641),"	AT1G53380.2	CHR01V5|COORD:5704560..5696453|protein expressed protein	LOC_Os01g10680.2	no descriptionvery weakly similar to (86.3)AT1G29300| Symbols: UNE1 | UNE1 (unfertilized embryo sac 1) | chr1:10248106-10249485 REVERSE	not assigned.unknown	35_2

CUST_50485_PI403524517	2	0.007106781	-0.18086052	0.0016899109	-0.0016899109	0.07921791	-0.04267502	35_14414	"Cluster: 40S ribosomal protein S6-1; n=12; Magnoliophyta|Rep: 40S ribosomal protein S6-1 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_O48549	"CHR5V7|COORD:3258735..3260143| EMB3010 (EMBRYO DEFECTIVE 3010); structural constituent of ribosome"	AT5G10360.1	CHR03V5|COORD:15603288..15600894|protein 40S ribosomal protein S6, putative, expressed	LOC_Os03g27260.1	"no descriptionmoderately similar to ( 279)AT5G10360| Symbols: EMB3010 | EMB3010 (EMBRYO DEFECTIVE 3010); structural constituent of ribosome | chr5:3258735-3260143 REVERSEmoderately similar to ( 281)RS6_ASPOF40S ribosomal protein S6 - Asparagus officinalis (Garden asparagus)not assigned Ribosomal_S6e RPS6A PRK04290"	protein.synthesis.misc ribososomal protein	29_2_2

CUST_21498_PI403524517	2	0.38600922	-0.6661835	-0.12429047	0.5646663	-0.60191727	0.12429047	35_6239	"Cluster: NADH dependent Glutamate Synthase precursor; n=3; BEP clade|Rep: NADH dependent Glutamate Synthase precursor - Oryza sativa (Rice)"	UniRef90_Q9ZNX7	CHR5V7|COORD:21717744..21726855| GLT1 (NADH-dependent glutamate synthase 1 gene)	AT5G53460.1	CHR01V5|COORD:28429778..28418056|protein glutamate synthase, chloroplast precursor, putative, expressed	LOC_Os01g48960.1	 no descriptionhighly similar to ( 891)AT5G53460| Symbols: GLT1 | GLT1 (NADH-dependent glutamate synthase 1 gene) | chr5:21717744-21726855 FORWARDhighly similar to ( 892)GLSN_MEDSAGlutamate synthase [NADH], chloroplast precursor - Medicago sativa (Alfalfa)not assigned gltB Glu_synthase GltB GltS_FMN gltB_C GltB GXGXG GXGXG 	N-metabolism.ammonia metabolism.glutamate synthase	12_2_1

CUST_140187_PI403524517	2	-0.06048298	-0.15398645	0.6434188	0.060482502	0.3024454	-0.22062492	35_39310	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_75174_PI403524517	2	0.015519142	0.2537384	-0.007966995	-0.11491203	-0.009840012	0.007966995	35_21547	"Cluster: Phox (PX) domain-containing protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Phox (PX) domain-containing protein-like - Oryza sativa (jap"	UniRef90_Q67WV5	CHR3V7|COORD:5383774..5386961| phox (PX) domain-containing protein	AT3G15920.1	CHR06V5|COORD:26197122..26188975|protein PX domain containing protein, expressed	LOC_Os06g43560.1	no descriptionvery weakly similar to (70.1)AT3G15920| Symbols:  | phox (PX) domain-containing protein | chr3:5383774-5386961 REVERSE	not assigned.no ontology	35_1

CUST_7516_PI404877155	2	-0.18132019	-0.99200726	0.013453484	0.19819355	0.26080418	-0.01345253	Contig2189_s_at	phosphoethanolamine methyltransferase [Triticum aestivum]	AAL40895.1	phosphoethanolamine N-methyltransferase 2, putative (NMT2)	At1g48600.2	protein expressed protein	Os05g47540	phosphoethanolamine methyltransferase	amino acid metabolism.aspartate family.misc.homocysteine.synthesis	13_1_3_6_2

CUST_105428_PI403524517	2	0.05917549	0.6110692	0.15534925	-0.16915274	-0.122308254	-0.05917549	35_30027	"Cluster: Os04g0675000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os04g0675000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J929		0	CHR06V5|COORD:31088545..31082206|protein expressed protein	LOC_Os06g51330.2	no description	not assigned.unknown	35_2

CUST_99300_PI403524517	2	-0.05466938	0.35843754	0.087016106	-0.1673832	0.054670334	-0.15373516	35_28344	"Cluster: Putative autophagocytosis protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative autophagocytosis protein - Oryza sativa (japonica cultivar"	UniRef90_Q8LRF5	CHR5V7|COORD:24751442..24753937| autophagy 3 (APG3)	AT5G61500.1	CHR01V5|COORD:5413704..5410397|protein autophagy-related protein 3, putative, expressed	LOC_Os01g10290.1	no descriptionmoderately similar to ( 303)AT5G61500| Symbols:  | autophagy 3 (APG3) | chr5:24751442-24753937 REVERSEnot assigned Autophagy_N Autophagy_C	protein.degradation.autophagy	29_5_2

CUST_19152_PI403524517	2	0.15726471	0.52655506	-0.035467148	0.005387306	-0.005387306	-0.033376694	35_5551	"Cluster: Hypothetical protein OSJNBa0085D07.29; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0085D07.29 - Oryza sativa (japonica"	UniRef90_Q5N762	CHR1V7|COORD:2771723..2773253| F-box family protein	AT1G08710.1	CHR01V5|COORD:34973174..34970057|protein F-box domain containing protein, expressed	LOC_Os01g59910.1	no descriptionvery weakly similar to (93.2)AT1G08710| Symbols:  | F-box family protein | chr1:2771723-2773014 FORWARD	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_96054_PI403524517	2	0.038914204	0.21584034	0.040064335	-0.27944517	-0.41410637	-0.03891468	35_27442	"Cluster: Protein phosphatase regulatory subunit-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Protein phosphatase regulatory subunit-like prote"	UniRef90_Q7XAK8	0	0	CHR07V5|COORD:342225..348402|protein protein binding protein, putative, expressed	LOC_Os07g01550.1	no description	not assigned.unknown	35_2

CUST_14260_PI404877155	2	-0.008400917	-0.094034195	-0.06732559	0.02810955	0.008401871	0.052391052	Contig8093_at	DNA-directed RNA polymerase II 135 kDa polypeptide (RNA polymerase II subunit 2) pir||S65068 DNA-directed RNA polymerase (EC 2.7.7.6) II sec	Q42877	DNA-directed RNA polymerase II 135 kDa polypeptide / RNA polymerase II subunit 2 (RPB135) (RPB2) (RP140)	At4g21710.1	protein putative RNA polymerase III	Os03g28960	RNA polymerase II subunit 2	RNA.transcription	27_2

CUST_12168_PI404877155	2	-0.103621006	-0.37611866	0.4047556	-0.45795393	0.11061478	0.103621006	Contig5890_at	alternative oxidase [Triticum aestivum]	BAB88646.1	alternative oxidase 1a, mitochondrial (AOX1A)	At3g22370.1	protein transposon protein, putative, unclassified	Os04g51150	"ATAOX1A;alternative oxidase 1a, mitochondrial (AOX1A), identical to GB:Q39219 (SP:Q39219) from (Arabidopsis thaliana)"	mitochondrial electron transport / ATP synthesis.alternative oxidase	9_4

CUST_156925_PI403524517	2	0.24841785	0.3961401	0.08226395	-0.2470913	-0.08226395	-0.3954811	35_43827	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_59338_PI403524517	2	-0.033364296	0.0063886642	0.015037537	-0.08953285	0.12637234	-0.006389618	35_16920	Rep: OSIGBa0106G07.16 protein - Oryza sativa (Rice)	UniRef90_Q01IY1	CHR3V7|COORD:3552336..3554701| leucine-rich repeat family protein	AT3G11330.1	CHR04V5|COORD:23645051..23648224|protein protein lap1, putative, expressed	LOC_Os04g40080.1	no descriptionmoderately similar to ( 337)AT3G11330| Symbols:  | leucine-rich repeat family protein | chr3:3552336-3554701 REVERSEvery weakly similar to (71.6)RPK1_IPONIReceptor-like protein kinase precursor - Ipomoea nil (Japanese morning glory) (Pharbitis nil)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG4886 PRK12678 PRK07764 DUF1509 PRK12323 infB Atrophin-1 PRK07003 TT_ORF1 PRK09169 Extensin_2 DUF1421 DUF566 PRK12495 rne Tymo_45kd_70kd	not assigned.no ontology	35_1

CUST_20685_PI403524517	2	-0.048995018	0.2535944	0.17271519	0.048995495	-0.45298386	-0.4836564	35_6007	"Cluster: Fimbriata-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Fimbriata-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5SMS6	CHR3V7|COORD:22803889..22805124| F-box family protein	AT3G61590.1	CHR01V5|COORD:27199065..27201881|protein kelch motif family protein, expressed	LOC_Os01g47050.1	no descriptionmoderately similar to ( 444)AT3G61590| Symbols:  | F-box family protein | chr3:22803889-22805124 FORWARD	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_171019_PI403524517	2	-0.014442444	-0.20256805	0.056092262	0.014442444	0.1422596	-0.059889793	35_47639	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_33083_PI403524517	2	0.13006496	0.09090519	0.0422287	-0.0422287	-0.04310894	-0.09562397	35_9539	"Cluster: Ankyrin-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Ankyrin-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5QMH5	CHR5V7|COORD:21311516..21313735| FIB1 (FIBRILLARIN 1)	AT5G52470.1	CHR01V5|COORD:36215411..36211621|protein protein binding protein, putative, expressed	LOC_Os01g61990.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07764 PRK12323 Drf_FH1 TT_ORF1 COG5373 Rubella_Capsid	not assigned.unknown	35_2

CUST_23189_PI403524517	2	0.30249977	-0.02905798	-0.23342705	0.029058456	-0.10327482	0.14723873	35_6739	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_47690_PI403524517	2	0.0064849854	-0.01937294	-0.10183334	-0.006483078	0.088848114	0.12087059	35_13646	"Cluster: Homolog of Homo sapiens H2A histone family, member X (H2AFX), mRNA; n=1; Takifugu rubripes|Rep: Homolog of Homo sapiens H2A histone family, member X (H"	UniRef90_UPI000066070E	CHR5V7|COORD:24068875..24069186| histone H4	AT5G59690.1	CHR10V5|COORD:20690219..20689571|protein histone H4, putative, expressed	LOC_Os10g39410.1	no descriptionweakly similar to ( 153)AT5G59970| Symbols:  | histone H4 | chr5:24163578-24163889 REVERSEweakly similar to ( 153)H4_PEAHistone H4 - Pisum sativum (Garden pea)not assigned H4 H4 HHT1 Histone	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_175548_PI403524517	2	0.30341053	0.05954218	-0.050478935	-0.16716671	-0.1537466	0.050478935	35_48859	"Cluster: Hypothetical protein P0439B06.22; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0439B06.22 - Oryza sativa (japonica cultivar-g"	UniRef90_Q9ASJ5		0	0	0	no description	not assigned.unknown	35_2

CUST_179675_PI403524517	2	0.16157961	0.69311714	0.019512653	-0.26342106	-0.019512653	-0.13711834	35_49968	"Cluster: Putative acyl carrier protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative acyl carrier protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q75IP4	CHR3V7|COORD:1391869..1392884| ACP1 (ACYL CARRIER PROTEIN 1)	AT3G05020.1	CHR03V5|COORD:36060976..36058608|protein acyl carrier protein 3, chloroplast precursor, putative, expressed	LOC_Os03g63930.1	 no descriptionvery weakly similar to (53.9)AT3G05020| Symbols: ACP, ACP1 | ACP1 (ACYL CARRIER PROTEIN 1) | chr3:1391869-1392884 REVERSEvery weakly similar to (58.9)ACP3_HORVUAcyl carrier protein 3, chloroplast precursor - Hordeum vulgare (Barley)	lipid metabolism.FA synthesis and FA elongation.ACP protein	11_1_12

CUST_103354_PI403524517	2	0.5145297	0.27760935	-0.03147316	0.031472683	-0.104254246	-0.16514969	35_29473	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_22091_PI403524517	2	-0.011182785	0.30031204	-0.041321754	-0.011775017	0.04756069	0.011183739	35_6419	"Cluster: Hypothetical protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53MG0	"CHR2V7|COORD:9665262..9667612| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G37860.1); similar to expressed protein [Oryza sativa (japonica"	AT2G22720.3	CHR11V5|COORD:10888771..10893517|protein expressed protein	LOC_Os11g19130.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Glutenin_hmw SPT2 GAL11 COG4372 Plasmodium_HRP Gag_spuma PRK12678 PRK08853 rne ARG80 TAF61 PRK09169 DUF1421 Caldesmon PRK10927 PRK10263 Herpes_TAF50 PRK11281 ZipA DMP1 COG3264 mukB Semenogelin	not assigned.unknown	35_2

CUST_45640_PI403524517	2	0.01961708	-0.4191122	0.088624	-0.12523842	0.04903698	-0.019618034	35_13080	"Cluster: Peptidase C14, caspase catalytic subunit p20 precursor; n=1; Rhodopseudomonas palustris BisA53|Rep: Peptidase C14, caspase catalytic subunit p20 precur"	UniRef90_Q07PB7	CHR5V7|COORD:2479708..2482639| formin homology 2 domain-containing protein / FH2 domain-containing protein	AT5G07780.1	CHR06V5|COORD:29340866..29342969|protein expressed protein	LOC_Os06g48500.1	no descriptionnot assigned TT_ORF1	not assigned.unknown	35_2

CUST_14478_PI399408534	2	-0.17367649	0.79524326	0.22085857	-0.1911974	0.13391685	-0.13391685	35_18257	"Cluster: Putative helix-loop-helix protein 1A; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative helix-loop-helix protein 1A - Oryza sativa (japonica cu"	UniRef90_Q5N8U8	CHR1V7|COORD:1744842..1747426| basic helix-loop-helix (bHLH) family protein	AT1G05805.1	CHR01V5|COORD:39538156..39543486|protein helix-loop-helix DNA-binding domain containing protein, expressed	LOC_Os01g67480.1	no descriptionweakly similar to ( 132)AT1G05805| Symbols:  | basic helix-loop-helix (bHLH) family protein | chr1:1744842-1747426 FORWARDnot assigned HLH HLH	RNA.regulation of transcription.bHLH,Basic Helix-Loop-Helix family	27_3_6

CUST_71748_PI403524517	2	0.028912544	-0.12629509	-0.037228584	-0.02891159	0.07448864	0.17261219	35_20565	"Cluster: U4/U6 small nuclear ribonucleoprotein PRP4, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: U4/U6 small nuclear"	UniRef90_Q10LA2	CHR2V7|COORD:17311397..17313933| WD-40 repeat family protein / small nuclear ribonucleoprotein Prp4p-related	AT2G41500.1	CHR03V5|COORD:13559464..13563292|protein vegetatible incompatibility protein HET-E-1, putative, expressed	LOC_Os03g23929.1	no descriptionhighly similar to ( 567)AT2G41500| Symbols:  | WD-40 repeat family protein / small nuclear ribonucleoprotein Prp4p-related | chr2:17311397-17313933 REVERSEweakly similar to ( 133)PF20_CHLREFlagellar WD repeat-containing protein Pf20 - Chlamydomonas reinhardtiinot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned WD40 COG2319 SFM PRK07003 PRP4 WD40 WD40 TT_ORF1	not assigned.no ontology	35_1

CUST_40702_PI403524517	2	0.292809	0.5548487	-0.020998955	0.020998955	-0.48687172	-0.17715931	35_11705	"Cluster: Putative salt-inducible protein kinase; n=3; Oryza sativa (japonica cultivar-group)|Rep: Putative salt-inducible protein kinase - Oryza sativa (japonic"	UniRef90_Q5SMJ0	0	0	CHR06V5|COORD:4007140..4012540|protein protein kinase domain containing protein, expressed	LOC_Os06g08280.1	no description	not assigned.unknown	35_2

CUST_86230_PI403524517	2	-0.12451935	0.045581818	0.115507126	-0.045580864	0.056222916	-0.22761726	35_24697	Rep: At4g21470 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q84MD8	"CHR4V7|COORD:11431295..11433208| ATFMN/FHY (RIBOFLAVIN KINASE/FMN HYDROLASE); FMN adenylyltransferase/ riboflavin kinase"	AT4G21470.1	CHR01V5|COORD:32166484..32163022|protein haloacid dehalogenase-like hydrolase domain-containing protein 1A, putative, expressed	LOC_Os01g55310.1	"no descriptionvery weakly similar to (74.3)AT4G21470| Symbols: ATFMN/FHY | ATFMN/FHY (RIBOFLAVIN KINASE/FMN HYDROLASE); FMN adenylyltransferase/ riboflavin kinase | chr4:11431295-11433208 FORWARDnot assigned"	Co-factor and vitamine metabolism.riboflavin	18_3

CUST_53958_PI403524517	2	-0.09586239	-0.44167328	0.095861435	0.19882011	0.29858208	-0.13599396	35_15358	Rep: Endoxyloglucan transferase - Hordeum vulgare (Barley)	UniRef90_P93668	"CHR5V7|COORD:4475091..4476219| EXGT-A4 (ENDOXYLOGLUCAN TRANSFERASE A4); hydrolase, acting on glycosyl bonds"	AT5G13870.1	CHR11V5|COORD:19173505..19176590|protein xyloglucan endotransglucosylase/hydrolase precursor, putative, expressed	LOC_Os11g33270.1	" no descriptionmoderately similar to ( 238)AT5G13870| Symbols: EXGT-A4 | EXGT-A4 (ENDOXYLOGLUCAN TRANSFERASE A4); hydrolase, acting on glycosyl bonds | chr5:4475091-4476219 REVERSEmoderately similar to ( 283)XTH_WHEATProbable xyloglucan endotransglucosylase/hydrolase precursor - Triticum aestivum (Wheat)GH16_XET Glyco_hydro_16 XET_C Glyco_hydrolase_16 "	cell wall.modification	10_7

CUST_20251_PI399408534	2	-0.24053001	0.8986769	-0.031416893	0.031417847	-0.51952696	0.16932583	35_18056	"Cluster: Putative calmodulin-binding protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative calmodulin-binding protein - Oryza sativa (japonica"	UniRef90_Q656X7	CHR2V7|COORD:11154979..11157160| calmodulin-binding family protein	AT2G26190.1	CHR01V5|COORD:22230156..22226897|protein calmodulin binding protein, putative, expressed	LOC_Os01g38980.2	no descriptionmoderately similar to ( 256)AT2G26190| Symbols:  | calmodulin-binding family protein | chr2:11154979-11157160 REVERSE	signalling.calcium	30_3

CUST_48137_PI403524517	2	-0.34128094	-0.108475685	0.13657475	0.24241638	0.108475685	-0.118634224	35_13764	Rep: Hypothetical protein - Triticum aestivum (Wheat)	UniRef90_Q7XYE5	"CHR2V7|COORD:11128046..11128876| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G26130.1); similar to cDNA-5-encoded protein (GB:AAA50235.1)"	AT2G26110.1	CHR06V5|COORD:21840189..21841477|protein expressed protein	LOC_Os06g37020.1	"no descriptionvery weakly similar to (66.6)AT2G26110| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G26130.1); similar to cDNA-5-encoded protein (GB:AAA50235.1) | chr2:11128046-11128876 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07764 PRK07003 PRK09111 Totivirus_coat DM6 PRK12323"	not assigned.unknown	35_2

CUST_12760_PI399408534	2	0.21040487	0.34485054	0.2593217	-0.7212906	-0.2104044	-0.63094854	35_41905	"Cluster: Brassinosteroid C-3 oxidase; n=1; Hordeum vulgare subsp. vulgare|Rep: Brassinosteroid C-3 oxidase - Hordeum vulgare var. distichum (Two-rowed barley)"	UniRef90_A0MNY8	"CHR3V7|COORD:4498337..4500843| CYP90D1 (CYTOCHROME P450, FAMILY 90, SUBFAMILY D, POLYPEPTIDE 1); oxidoreductase, acting on paired donors, with"	AT3G13730.1	CHR01V5|COORD:5233425..5241321|protein cytochrome P450 90D2, putative, expressed	LOC_Os01g10040.1	" no descriptionweakly similar to ( 165)AT3G13730| Symbols: CYP90D1 | CYP90D1 (CYTOCHROME P450, FAMILY 90, SUBFAMILY D, POLYPEPTIDE 1); oxidoreductase, acting on paired donors, with incorporation or reduction of molecular oxygen, NADH or NADPH as one donor, and incorporation of one atom of oxygen / oxygen binding | chr3:4498337-4500843 REVERSEmoderately similar to ( 222)C90D2_ORYSAnot assigned "	hormone metabolism.brassinosteroid.synthesis-degradation.BRs.other	17_3_1_1_99

CUST_41258_PI403524517	2	0.15841484	0.5412407	0.02676773	-0.35186148	-0.32095575	-0.02676773	35_11861	0	0	0	0	CHR01V5|COORD:42602391..42607415|protein serine/arginine repetitive matrix protein 1, putative, expressed	LOC_Os01g72890.2	no description	not assigned.unknown	35_2

CUST_32015_PI403524517	2	-0.43143463	0.06904268	0.2145648	-0.06904268	0.28946257	-0.12395477	35_9233	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_55029_PI403524517	2	0.21947956	-0.10017204	0.097055435	-0.091900826	0.06894684	-0.06894684	35_15664	Rep: Methionine S-methyltransferase - Hordeum vulgare (Barley)	UniRef90_Q9MBC2	"CHR5V7|COORD:20256644..20263272| MMT (methionine S-methyltransferase); S-adenosylmethionine-dependent methyltransferase"	AT5G49810.1	CHR05V5|COORD:256088..245860|protein methionine S-methyltransferase, putative, expressed	LOC_Os05g01470.2	"no descriptionnearly identical (1295)AT5G49810| Symbols: MMT | MMT (methionine S-methyltransferase); S-adenosylmethionine-dependent methyltransferase | chr5:20256644-20263272 FORWARDnearly identical (1984)MMT1_HORVUMethionine S-methyltransferase - Hordeum vulgare (Barley)COG0436 Aminotran_1_2 HemK COG4123 TT_ORF1 PRK07568 PRK04870 PRK06220"	amino acid metabolism.synthesis.aspartate family.methionine	13_1_3_4

CUST_655_PI399408534	2	0.04142046	0.032687664	-0.04547167	-0.14945698	0.62573004	-0.03268814	35_26386	"Cluster: Os07g0302100 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os07g0302100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D733	"CHR4V7|COORD:11389230..11393101| ARK3 (Arabidopsis Receptor Kinase 3); kinase"	AT4G21380.1	CHR07V5|COORD:11947142..11935519|protein retrotransposon protein, putative, Ty3-gypsy subclass	LOC_Os07g20670.1	"no descriptionweakly similar to ( 120)AT4G21380| Symbols: ARK3 | ARK3 (Arabidopsis Receptor Kinase 3); kinase | chr4:11389230-11393101 REVERSEweakly similar to ( 101)SLSG6_BRAOLS-locus-specific glycoprotein S6 precursor - Brassica oleracea (Wild cabbage)S_locus_glycop"	signalling.receptor kinases.S-locus glycoprotein like	30_2_24

CUST_52073_PI403524517	2	-0.005047798	-0.1781702	-0.0066785812	0.098552704	0.0600214	0.0050468445	35_14842	"Cluster: Actin bundling protein ABP135; n=3; Lilium longiflorum|Rep: Actin bundling protein ABP135 - Lilium longiflorum (Trumpet lily)"	UniRef90_Q9SQH4	"CHR3V7|COORD:21254592..21260786| VLN3 (VILLIN 3); actin binding"	AT3G57410.1	CHR03V5|COORD:13755895..13767519|protein villin-3, putative, expressed	LOC_Os03g24220.3	"no descriptionvery weakly similar to (72.4)AT3G57410| Symbols: VLN3 | VLN3 (VILLIN 3); actin binding | chr3:21254592-21260786 REVERSEnot assigned VHP VHP"	cell.organisation	31_1

CUST_16596_PI399408534	2	0.2423544	-0.06602383	0.13060951	-0.10455418	0.06602383	-0.11458111	35_24876	"Cluster: Probable tRNA-splicing endonuclease subunit Sen2; n=2; Oryza sativa|Rep: Probable tRNA-splicing endonuclease subunit Sen2 - Oryza sativa (Rice)"	UniRef90_Q5Z6B1	"CHR5V7|COORD:24267411..24268178| SEN2 (SPLICING ENDONUCLEASE 2); tRNA-intron endonuclease"	AT5G60230.2	CHR06V5|COORD:19784261..19782166|protein tRNA-splicing endonuclease subunit Sen2, putative, expressed	LOC_Os06g33980.2	no descriptionvery weakly similar to ( 100)SEN2_ORYSA	RNA.processing.splicing	27_1_1

CUST_78480_PI403524517	2	0.17949009	0.053277016	-0.13937855	-0.053277016	-0.11400986	0.07880211	35_22499	"Cluster: Expressed protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q75GP1	"CHR4V7|COORD:8875930..8877565| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G16520.1); similar to unknown protein [Oryza sativa (japonica"	AT4G15545.1	CHR03V5|COORD:25803357..25800313|protein expressed protein	LOC_Os03g45760.1	" no descriptionvery weakly similar to (56.6)AT4G15545| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G16520.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAT85086.1); contains InterPro domain DNA topoisomerases I, dispensable insert, eukaryotic-type; (InterPro:IPR009054) | chr4:8875930-8877565 FORWARD"	not assigned.unknown	35_2

CUST_65206_PI403524517	2	0.07688141	0.41861725	0.07688141	-0.1656208	-0.076880455	-0.1793251	35_18618	"Cluster: Os01g0590900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0590900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JLL2	"CHR4V7|COORD:15756401..15759112| AME3; kinase"	AT4G32660.1	CHR01V5|COORD:23417602..23422231|protein serine/threonine-protein kinase AFC3, putative, expressed	LOC_Os01g40840.1	"no descriptionmoderately similar to ( 315)AT4G32660| Symbols: AME3 | AME3; kinase | chr4:15756425-15759112 FORWARDvery weakly similar to (67.4)CDC22_MEDSACell division control protein 2 homolog 2 - Medicago sativa (Alfalfa)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase SPS1 Pkinase_Tyr TyrKc PTKc_Jak_rpt2 PTKc PTKc_Ack_like"	protein.postranslational modification	29_4

CUST_2627_PI399408534	2	0.0038309097	-0.017177582	-0.046668053	0.044059753	0.06385422	-0.003829956	35_21408	"Cluster: WRKY transcription factor 41; n=1; Oryza sativa (indica cultivar-group)|Rep: WRKY transcription factor 41 - Oryza sativa (indica cultivar-group)"	UniRef90_Q6IEP0	"CHR4V7|COORD:6759299..6760759| WRKY41 (WRKY DNA-binding protein 41); transcription factor"	AT4G11070.2	CHR11V5|COORD:27233334..27234567|protein OsWRKY61 - Superfamily of rice TFs having WRKY and zinc finger domains, expressed	LOC_Os11g45850.1	" no descriptionweakly similar to ( 110)AT4G11070| Symbols: ATWRKY41, WRKY41 | WRKY41 (WRKY DNA-binding protein 41); transcription factor | chr4:6759299-6760759 FORWARDWRKY "	RNA.regulation of transcription.WRKY domain transcription factor family	27_3_32

CUST_142314_PI403524517	2	-0.37413216	0.5630064	-0.012367249	0.2685089	-0.3481531	0.012367249	35_39888	"Cluster: Calcium-binding protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Calcium-binding protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q67WE1	CHR1V7|COORD:9083890..9085221| proline-rich extensin, putative	AT1G26250.1	CHR06V5|COORD:25966414..25962878|protein calcium-binding protein, putative, expressed	LOC_Os06g43190.3	no descriptionDUF1421	not assigned.unknown	35_2

CUST_66643_PI403524517	2	0.015318871	-0.100037575	-0.08417606	-0.015317917	0.035531044	0.04096985	35_19029	"Cluster: Serine/threonine protein phosphatase 2A 55 kDa regulatory subunit B alpha isoform; n=2; Oryza sativa|Rep: Serine/threonine protein phosphatase 2A 55 kD"	UniRef90_Q5Z8Z7	"CHR1V7|COORD:6093942..6098058| ATB BETA (Arabidopsis thaliana serine/threonine protein phosphatase 2A 55 kDa regulatory subunit B beta isofor); nucleotide bindi"	AT1G17720.2	CHR06V5|COORD:21653900..21661474|protein serine/threonine protein phosphatase 2A 55 kDa regulatory subunit Bbeta isoform, putative, expressed	LOC_Os06g36770.3	"no descriptionmoderately similar to ( 270)AT1G17720| Symbols:  | ATB BETA (Arabidopsis thaliana serine/threonine protein phosphatase 2A 55 kDa regulatory subunit B beta isofor); nucleotide binding | chr1:6093942-6098058 REVERSEmoderately similar to ( 328)2ABA_ORYSAnot assigned CDC55"	protein.postranslational modification	29_4

CUST_15408_PI404877155	2	0.047120094	0.06260872	-0.120783806	0.006951332	-0.006951332	-0.008429527	Contig9281_at	putative acyltransferase [Oryza sativa (japonica cultivar-group)] gb|AAL58180.1| putative acyltransferase [Oryza sativa (japonica cultivar-g	NP_922879.1	glycerol-3-phosphate acyltransferase, chloroplast (ATS1)	At1g32200.1	protein putative acyltransferase	Os10g42720	NONE	lipid metabolism.Phospholipid synthesis	11_3

CUST_111576_PI403524517	2	0.21533775	0.48210812	-0.012392044	0.012027264	-0.0120277405	-0.07123661	35_31678	"Cluster: Putative Nuclear-encoded plastid; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Nuclear-encoded plastid - Oryza sativa (japonica cultivar-g"	UniRef90_Q5Z8I4		0	CHR06V5|COORD:28992798..28994034|protein NFU3, putative, expressed	LOC_Os06g47940.1	no description	not assigned.unknown	35_2

CUST_12377_PI399408534	2	0.47116804	0.24241447	-0.07417488	-0.057287693	0.057287693	-0.16253328	35_47244	"Cluster: Putative Ran binding protein 11-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Ran binding protein 11-like - Oryza sativa (japonica cu"	UniRef90_Q84NP8	CHR3V7|COORD:2731898..2736767| importin beta-2 subunit family protein	AT3G08960.1	CHR07V5|COORD:29494221..29502340|protein protein transporter, putative, expressed	LOC_Os07g49260.1	no descriptionweakly similar to ( 110)AT3G08960| Symbols:  | importin beta-2 subunit family protein | chr3:2731898-2736767 REVERSEnot assigned not assigned not assigned SXM1	RNA.regulation of transcription.unclassified	27_3_99

CUST_169157_PI403524517	2	0.17805004	0.04137039	-0.04137039	-0.14940262	-0.15664291	0.15354633	35_47111	"Cluster: Hypothetical protein OJ1058_C01.4; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1058_C01.4 - Oryza sativa (japonica cultivar"	UniRef90_Q6I5S1	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	CHR05V5|COORD:9083805..9081715|protein hypothetical protein	LOC_Os05g16100.1	no descriptionPRK12323 PRK07003	not assigned.unknown	35_2

CUST_137159_PI403524517	2	-0.5388136	-0.3790121	-0.15953732	0.27452374	0.27403164	0.15953827	35_38463	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_170570_PI403524517	2	0.01504612	-0.14018059	-0.002245903	0.02264595	0.002245903	-0.13519287	35_47510	"Cluster: Putative GMP synthetase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative GMP synthetase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8H4X9	CHR1V7|COORD:23607790..23610743| GMP synthase (glutamine-hydrolyzing), putative / glutamine amidotransferase, putative	AT1G63660.1	CHR08V5|COORD:14224134..14228206|protein GMP synthase, putative, expressed	LOC_Os08g23730.1	 no descriptionweakly similar to ( 120)AT1G63660| Symbols:  | GMP synthase (glutamine-hydrolyzing), putative / glutamine amidotransferase, putative | chr1:23608537-23610743 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned GATase1_GMP_Synthase guaA GuaA PRK00758 PRK12323 GATase PRK12678 PRK07764 Atrophin-1 DUF1421 PRK07003 Tymo_45kd_70kd Extensin_2 TT_ORF1 GRASP55_65 PRK05648 IER Adeno_VII DUF1777 Drf_FH1 Herpes_BLLF1 GATase1_1 Protamine_P1 	nucleotide metabolism.synthesis.purine.GMP synthetase	23_1_2_31

CUST_20832_PI403524517	2	0.111888885	0.42025757	0.0574584	-0.30775166	-0.0574584	-0.24374485	35_6049	"Cluster: Dual specificity phosphatase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Dual specificity phosphatase-like - Oryza sativa (japonica"	UniRef90_Q6K546	CHR4V7|COORD:10238165..10238709| dual specificity protein phosphatase-related	AT4G18593.1	CHR02V5|COORD:8536373..8538680|protein tyrosine-protein phosphatase YVH1, putative, expressed	LOC_Os02g15270.1	no descriptionweakly similar to ( 136)AT4G18593| Symbols:  | dual specificity protein phosphatase-related | chr4:10238165-10238709 FORWARD	protein.postranslational modification	29_4

CUST_147496_PI403524517	2	0.16820192	0.43719625	-0.06646252	-0.11356211	0.06646299	-0.22654772	35_41275	"Cluster: Lipase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Lipase-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5VP32	CHR1V7|COORD:10051214..10053059| lipase, putative	AT1G28600.1	CHR01V5|COORD:26524908..26528558|protein esterase precursor, putative, expressed	LOC_Os01g46080.2	no descriptionweakly similar to ( 136)AT1G28600| Symbols:  | carboxylic ester hydrolase | chr1:10051590-10053059 REVERSESGNH_plant_lipase_like	misc.GDSL-motif lipase	26_28

CUST_27541_PI403524517	2	-0.22309208	-1.0251017	0.17050743	0.037002563	0.19408703	-0.03700304	35_7969	"Cluster: Putative LAF3 isoform 2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative LAF3 isoform 2 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5JKZ8	"CHR3|COORD:20732699..20736872| amidohydrolase family protein, weak similarity to SP:Q06555 Exoenzymes regulatory protein aepA precursor {Erwinia carotovora};"	AT3G55850.2	CHR01V5|COORD:42290975..42296993|protein amidohydrolase 3, putative, expressed	LOC_Os01g72350.2	" no descriptionmoderately similar to ( 359)AT3G55850| Symbols: LAF3, LAF3 ISF2, LAF3 ISF1 | LAF3/LAF3 ISF1/LAF3 ISF2 (LONG AFTER FAR-RED 3); hydrolase | chr3:20732845-20736587 REVERSEYtcJ_like COG1574 Amidohydro_3 Imidazolone-5PH PRK08323 D-HYD PRK09356 PRK09228 L-HYD_ALN D-aminoacylase AdeC "	not assigned.no ontology	35_1

CUST_47435_PI403524517	2	-0.011440277	-0.3582554	-0.14552689	0.015234947	0.019644737	0.011440277	35_13579	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_36181_PI403524517	2	0.10120392	-0.64488983	-0.1444912	0.022080421	-0.022079468	0.053336143	35_10430	"Cluster: Transposon protein, putative, unclassified; n=2; Oryza sativa (japonica cultivar-group)|Rep: Transposon protein, putative, unclassified - Oryza sativa"	UniRef90_Q53LZ3	"CHR5V7|COORD:19576527..19578379| similar to Os11g0266000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001067664.1); similar to unnamed protein product"	AT5G48240.1	CHR11V5|COORD:9096372..9091776|protein expressed protein	LOC_Os11g16480.1	"no descriptionvery weakly similar to (82.4)AT5G48240| Symbols:  | similar to Os11g0266000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001067664.1); similar to unnamed protein product [Ostreococcus tauri] (GB:CAL58467.1); contains InterPro domain Protein of unknown function DUF1665; (InterPro:IPR012459) | chr5:19576527-19578379 FORWARDnot assigned"	not assigned.unknown	35_2

CUST_30819_PI403524517	2	0.23260498	-0.008028984	-0.1567421	0.00802803	-0.10660648	0.049271584	35_8894	"Cluster: Mitochondrial carrier protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Mitochondrial carrier protein, expressed - Oryza sativa (jap"	UniRef90_Q10MS8	CHR1V7|COORD:2158630..2160523| mitochondrial substrate carrier family protein	AT1G07030.1	CHR03V5|COORD:10367022..10369954|protein mitochondrial RNA-splicing protein MRS3, putative, expressed	LOC_Os03g18550.1	 no descriptionmoderately similar to ( 226)AT1G07030| Symbols:  | mitochondrial substrate carrier family protein | chr1:2158630-2160523 REVERSEvery weakly similar to (62.8)BT1_MAIZEProtein brittle-1, chloroplast precursor - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Mito_carr 	transport.metabolite transporters at the mitochondrial membrane	34_9

CUST_3860_PI404877155	2	0.09020233	0.07900715	-0.16922474	-0.043307304	-0.21264935	0.043307304	Contig14472_at	putative receptor protein kinase [Oryza sativa (japonica cultivar-group)] dbj|BAB40094.1| putative leucine-rich receptor-like protein kinase	NP_913593.1	leucine-rich repeat transmembrane protein kinase, putative	At1g28440.1	protein Leucine Rich Repeat, putative	Os01g13800	NONE	signalling.receptor kinases.misc	30_2_99

CUST_57362_PI403524517	2	0.0046281815	0.1526308	0.12407875	-0.13035011	-0.0046281815	-0.07568741	35_16358	Rep: THA4 - Zea mays (Maize)	UniRef90_Q9XFJ8	CHR5V7|COORD:10784146..10785681| thylakoid assembly protein, putative	AT5G28750.1	CHR03V5|COORD:24176470..24174236|protein THA4, putative, expressed	LOC_Os03g43430.1	 no descriptionvery weakly similar to (83.2)AT5G28750| Symbols:  | thylakoid assembly protein, putative | chr5:10784146-10785681 REVERSEnot assigned not assigned TatA MttA_Hcf106 	not assigned.no ontology	35_1

CUST_158266_PI403524517	2	0.15222645	0.17557621	-0.020316124	-0.10789013	0.020316124	-0.06256485	35_44185	"Cluster: OSJNBa0011E07.13 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0011E07.13 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XNA5	CHR4V7|COORD:7758606..7760888| leucine-rich repeat family protein / extensin family protein	AT4G13340.1	CHR04V5|COORD:3086490..3084276|protein transposon protein, putative, CACTA, En/Spm sub-class	LOC_Os04g05980.1	no descriptionnot assigned not assigned PRK07764	not assigned.unknown	35_2

CUST_13145_PI404877155	2	0.14666367	0.08708191	-0.052135468	0.024202347	-0.037819862	-0.024201393	Contig6852_at	At1g28060/F13K9_16 [Arabidopsis thaliana]	AAN72305.1	small nuclear ribonucleoprotein family protein / snRNP family protein	At1g28060.1	protein expressed protein	Os09g07500	gi|15217815|ref|NP_174127.1| expressed protein	RNA.processing	27_1

CUST_61763_PI403524517	2	0.22449398	0.020318985	-0.1890955	-0.0571661	0.020035744	-0.020035744	35_17624	"Cluster: Hypothetical protein OJ1590_E05.35-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1590_E05.35-1 - Oryza sativa (japonica"	UniRef90_Q6YYJ6	CHR2V7|COORD:1030632..1032351| uvrB/uvrC motif-containing protein	AT2G03390.1	CHR01V5|COORD:32508640..32504738|protein hemimethylated DNA binding domain containing protein	LOC_Os01g55880.1	no descriptionweakly similar to ( 120)AT2G03390| Symbols:  | uvrB/uvrC motif-containing protein | chr2:1030632-1032351 REVERSEYccV-like	DNA.synthesis/chromatin structure	28_1

CUST_62697_PI403524517	2	0.052529335	0.039378166	-0.10856724	0.0012369156	-0.12173939	-0.0012369156	35_17875	"Cluster: Coatomer alpha subunit; n=1; Hordeum vulgare subsp. vulgare|Rep: Coatomer alpha subunit - Hordeum vulgare var. distichum (Two-rowed barley)"	UniRef90_Q6RYF4	CHR2V7|COORD:9159508..9163657| coatomer protein complex, subunit alpha, putative	AT2G21390.1	CHR09V5|COORD:2131704..2125232|protein coatomer subunit alpha, putative, expressed	LOC_Os09g04110.2	 no descriptionweakly similar to ( 132)AT2G21390| Symbols:  | coatomer protein complex, subunit alpha, putative | chr2:9159508-9163657 FORWARDnot assigned not assigned WD40 	cell. vesicle transport	31_4

CUST_8833_PI404877155	2	0.17078686	-1.999095	-0.91962576	1.1670151	1.1895885	-0.17078781	Contig2638_at	1-aminocyclopropane-1-carboxylate oxidase (EC 1.4.3.-) ACO2 - sorghum (fragment)	T14644	1-aminocyclopropane-1- carboxylate oxidase / ACC oxidase / ethylene-forming enzyme (ACO) (EAT1)	At1g05010.1	protein oxidoreductase, 2OG-Fe(II) oxygenase family, putative	Os02g53180	NONE	hormone metabolism.ethylene.synthesis-degradation	17_5_1

CUST_3465_PI404877155	2	-0.043995857	-0.042313576	0.10560608	0.07481003	-0.09557247	0.04231453	Contig13933_at	putative vacuolar proton-ATPase subunit 1 [Oryza sativa (japonica cultivar-group)]	NP_915358.1	vacuolar proton ATPase, putative	At2g28520.1	protein vacuolar proton-ATPase subunit, putative	Os01g61780	vacuolar proton ATPase, putative, similar to Swiss-Prot:Q93050 vacuolar proton translocating ATPase 116 kDa subunit A isoform 1 (Clathrin-coated vesicle/synaptic vesicle proton pump 116 kDa subunit, Vacuolar proton pump subunit 1, Vacuolar adenosine triph	transport.p- and v-ATPases	34_1

CUST_23037_PI399408534	2	-0.038654327	0.1609106	-0.27800846	0.12882137	-0.027049065	0.027049065	35_14804	"Cluster: SCARECROW-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: SCARECROW-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5N9X3	CHR2V7|COORD:15799701..15801857| scarecrow-like transcription factor 9 (SCL9)	AT2G37650.1	CHR01V5|COORD:36485067..36488385|protein SCARECROW-like protein, putative, expressed	LOC_Os01g62460.3	no descriptionmoderately similar to ( 303)AT2G37650| Symbols:  | scarecrow-like transcription factor 9 (SCL9) | chr2:15799701-15801857 FORWARDweakly similar to ( 167)CIGR1_ORYSAGRAS	RNA.regulation of transcription.GRAS transcription factor family	27_3_21

CUST_28972_PI399408534	2	-0.052354813	0.5570793	0.052355766	-0.15023899	0.063225746	-0.07390118	35_3342	Rep: Mitogen-activated protein kinase 10 - Oryza sativa (Rice)	UniRef90_Q5ZCI1	"CHR2V7|COORD:17847649..17851024| ATMPK20 (Arabidopsis thaliana MAP kinase 20); MAP kinase"	AT2G42880.1	CHR01V5|COORD:25485227..25478950|protein OsMPK20-1 - putative MAPK based on amino acid sequence homology, expressed	LOC_Os01g43910.1	"no descriptionhighly similar to ( 761)AT2G42880| Symbols: ATMPK20 | ATMPK20 (Arabidopsis thaliana MAP kinase 20); MAP kinase | chr2:17847649-17851024 REVERSEnearly identical (1025)MPK10_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase SPS1 Pkinase_Tyr TyrKc PTKc PTKc_EphR PTKc_Jak_rpt2 PTKc_EphR_A PTKc_EphR_B PTKc_Jak2_Jak3_rpt2 PTKc_Src_like PTKc_FAK PTKc_EphR_A2 PTKc_Srm_Brk PTKc_Tec_Rlk PTKc_Itk PTKc_Csk_like PTKc_Syk_like PTKc_Fes_like PTKc_Tec_like PTKc_Met_Ron PTKc_Frk_like PTKc_Abl PTKc_Trk PTKc_InsR_like PTKc_PDGFR PTKc_EGFR_like PTKc_DDR PTKc_Lck_Blk PTKc_FGFR PTKc_Chk PTKc_PDGFR_alpha PTKc_Jak1_rpt2 PTKc_Hck PTKc_Fyn_Yrk PTKc_Fer PTKc_Ack_like PTKc_VEGFR PTKc_HER4 PTKc_VEGFR3 PTKc_Tyro3 PTKc_Syk PTKc_Axl_like PTKc_Yes PTKc_VEGFR2 PTKc_Csk PTKc_Lyn PTKc_DDR2 PTKc_Src PTKc_Kit PTKc_CSF-1R PTKc_Ror PTKc_DDR_like PTKc_Tyk2_rpt2 PTKc_PDGFR_beta PTKc_FGFR2 PTKc_Btk_Bmx PTKc_Fes PTKc_TrkB PTKc_EGFR PTKc_FGFR3 PTKc_Axl PTKc_RET PTK_CCK4 PTKc_c-ros PTKc_Tie2 PTKc_FGFR4 PTKc_DDR1 PTKc_TrkC PTK_Ryk PTKc_TrkA PTKc_Zap-70 PTK_HER3 PTKc_HER2 PTKc_Musk PTKc_FGFR1 PTKc_Tie1 PTKc_EphR_A10 PTKc_Tie PTKc_ALK_LTK PTKc_Ror2 PTKc_Ror1 PTKc_Aatyk"	signalling.MAP kinases	30_6

CUST_22457_PI403524517	2	0.092513084	-0.090782166	-0.13927269	0.015076637	-0.015075684	0.015612602	35_6523	"Cluster: Putative ABC transporter Nda; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ABC transporter Nda - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5QNE1	CHR1V7|COORD:20290584..20293912| ABC transporter family protein	AT1G54350.1	CHR01V5|COORD:6503951..6497508|protein ATPase, coupled to transmembrane movement of substances, putative, expressed	LOC_Os01g11946.2	no descriptionmoderately similar to ( 269)AT1G54350| Symbols:  | ABC transporter family protein | chr1:20290584-20293912 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG4178 ABCD_peroxisomal_ALDP CydD CydC SunT ABC_tran PRK11160 ABC_cobalt_CbiO_domain1 ABCC_bacteriocin_exporters ABC_NikE_OppD_transporters ABC_MJ0796_Lo1CDE_FtsE SalX MalK ArpD PRK11174 ABC_Carb_Solutes_like FepC GlnQ ABCC_Glucan_exporter_like MdlB ABC_PstB_phosphate_transporter COG3638 DppF TauB CbiO ABC_HisP_GlnQ_permeases ABC_MTABC3_MDL1_MDL2 PotA COG1123 ABCC_ATM1_transporter ABCC_MRP_domain2 artP CcmA ABC_ModC_molybdenum_transporter AbcC ArtP ABCC_MsbA ABCC_MRP_Like CysA fbpC ABC_ModC_like ABC_PhnC_transporter ABC_NrtD_SsuB_transporters COG4619 Ttg2A Uup ABC_cobalt_CbiO_domain2 PRK10247 ABC_Metallic_Cations ABCC_Protease_Secretion ABC_TM1139_LivF_branched MglA ModC DppD OpuBA LivF ABC_CysA_sulfate_importer ABC_drug_resistance_like PRK11000 ABC_MetN_methionine_transporter PstB PRK10851 ABC_Mj1267_LivG_branched FtsE ABC_ATPase COG4172 ZnuC ABC_OpuCA_Osmoprotection PhnK COG4181 ATM1 phnK ABC_BcrA_bacitracin_resist potA LivG ABC_Iron-Siderophores_B12_Hemin ABCG_White ABC_FtsE_transporter glnQ ABC_MalK_N ABCC_Hemolysin ABC_subfamily_A ABC_Carb_Monos_I ugpC ABCC_TAP sufC lolD ABCC_cytochrome_bd PRK03695 ABC_Org_Solvent_Resistant ABCF_EF-3 ABCC_SUR1_N modC ssuB COG4152 ABC_Class3 fecE dppF ABC_PotA_N CcmA ABC_Pro_Gly_Bertaine SapF COG4559	transport.ABC transporters and multidrug resistance systems	34_16

CUST_3887_PI399408534	2	0.028377533	0.12864113	0.104496	-0.028378487	-0.13994312	-0.19286251	35_16436	"Cluster: Putative Lil3 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Lil3 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z2N3	CHR5V7|COORD:19151445..19152465| lil3 protein, putative	AT5G47110.1	CHR02V5|COORD:1344690..1347021|protein lil3 protein, putative, expressed	LOC_Os02g03330.1	"no descriptionmoderately similar to ( 223)AT4G17600| Symbols: LIL3:1 | LIL3:1; transcription factor | chr4:9803772-9804727 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07764 APC_basic GRASP55_65 Drf_FH1 Atrophin-1 PRK07003 DUF566 Extensin_2 Tymo_45kd_70kd DUF1421 FAP"	RNA.regulation of transcription.unclassified	27_3_99

CUST_9753_PI403524517	2	-0.12578392	-0.070466995	0.07830763	0.070466995	0.18473387	-0.398314	35_2749	Rep: OSJNBa0042I15.8 protein - Oryza sativa (Rice)	UniRef90_Q7XLY2	"CHR2V7|COORD:11863885..11865159| PD1 (PREPHENATE DEHYDRATASE 1); prephenate dehydratase"	AT2G27820.1	CHR04V5|COORD:19982191..19983852|protein P-protein, putative, expressed	LOC_Os04g33390.1	"no descriptionmoderately similar to ( 352)AT2G27820| Symbols: PD1 | PD1 (PREPHENATE DEHYDRATASE 1); prephenate dehydratase | chr2:11863885-11865159 FORWARDnot assigned not assigned PDT PRK11899 PheA PRK11898 pheA PRK12678 infB PRK07764"	amino acid metabolism.synthesis.aromatic aa.phenylalanine.arogenate dehydratase / prephenate dehydratase	13_1_6_3_1

CUST_8434_PI403524517	2	0.08793068	-0.7608175	-0.16557884	0.05866909	-0.05866909	0.08135128	35_2357	"Cluster: Putative alkaline/neutral invertase; n=2; Oryza sativa|Rep: Putative alkaline/neutral invertase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69T31	CHR1V7|COORD:8013518..8015636| beta-fructofuranosidase, putative / invertase, putative / saccharase, putative / beta-fructosidase, putative	AT1G22650.1	CHR02V5|COORD:20716052..20712022|protein neutral/alkaline invertase, putative, expressed	LOC_Os02g34560.1	 no descriptionhighly similar to ( 533)AT1G22650| Symbols:  | beta-fructofuranosidase, putative / invertase, putative / saccharase, putative / beta-fructosidase, putative | chr1:8013518-8015636 REVERSEInvertase_neut 	major CHO metabolism.degradation.sucrose.invertases.neutral	2_2_1_3_1

CUST_152102_PI403524517	2	0.116251945	0.33171368	0.021730423	-0.024140358	-0.22323465	-0.0217309	35_42519	"Cluster: Os10g0135600 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os10g0135600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IZ30	CHR5V7|COORD:5266051..5267778| hydrolase, alpha/beta fold family protein	AT5G16120.1	CHR10V5|COORD:2185641..2190883|protein catalytic/ hydrolase, putative, expressed	LOC_Os10g04620.1	 no descriptionweakly similar to ( 122)AT5G16120| Symbols:  | hydrolase, alpha/beta fold family protein | chr5:5266051-5267778 FORWARDnot assigned 	not assigned.no ontology	35_1

CUST_37644_PI403524517	2	0.10353041	0.4088974	0.17395496	-0.32376385	-0.12990808	-0.10352993	35_10840	Rep: LigA - Anaeromyxobacter dehalogenans (strain 2CP-C)	UniRef90_Q2IMJ3	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	CHR01V5|COORD:42602391..42607415|protein serine/arginine repetitive matrix protein 1, putative, expressed	LOC_Os01g72890.2	no descriptionnot assigned not assigned not assigned PRK12678 PRK12323	not assigned.unknown	35_2

CUST_9593_PI404877155	2	0.012849808	0.14679146	-0.053598404	-0.16889954	0.03309059	-0.012849808	Contig3337_s_at	putative ethylene-responsive small GTP-binding protein [Oryza sativa (japonica cultivar-group)]	BAC80082.1	Ras-related protein (ARA-3) / small GTP-binding protein, putative	At3g46060.1	protein Ras family, putative	Os07g13530	putative ethylene-responsive small GTP-binding protein	signalling.G-proteins	30_5

CUST_39934_PI403524517	2	0.050213814	0.3513813	-0.06226158	-0.04489708	0.044599533	-0.044600487	35_11486	"Cluster: Hypothetical protein P0025D09.105-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0025D09.105-1 - Oryza sativa (japonica cult"	UniRef90_Q8LHV5	CHR2|COORD:18926442..18928584| expressed protein	AT2G45990.2	CHR07V5|COORD:13291651..13285911|protein expressed protein	LOC_Os07g23520.2	"no descriptionweakly similar to ( 173)AT2G45990| Symbols:  | similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE80178.1); contains domain no description (G3D.3.40.50.1000); contains domain HAD-like (SSF56784) | chr2:18926475-18927763 FORWARD"	not assigned.unknown	35_2

CUST_19831_PI399408534	2	0.49879742	-0.17840004	0.08367634	-0.08367586	-0.14987564	0.2933793	35_32351	"Cluster: Nodulin-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Nodulin-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5JK69	CHR4V7|COORD:12280557..12284693| binding	AT4G23540.1	CHR01V5|COORD:42543824..42554916|protein expressed protein	LOC_Os01g72780.1	no descriptionvery weakly similar to (95.9)AT4G23540| Symbols:  | binding | chr4:12280557-12284693 REVERSEnot assigned NUC173	RNA.regulation of transcription.unclassified	27_3_99

CUST_268_PI399408534	2	-0.20764065	-0.8858037	0.18680143	0.9267945	1.1059427	-0.18680096	35_2694	"Cluster: CONSTANS-like protein CO7; n=1; Hordeum vulgare subsp. vulgare|Rep: CONSTANS-like protein CO7 - Hordeum vulgare var. distichum (Two-rowed barley)"	UniRef90_Q8LGM1	CHR5V7|COORD:8589328..8590952| zinc finger (B-box type) family protein	AT5G24930.1	CHR02V5|COORD:4315272..4316957|protein CONSTANS-like protein CO7, putative, expressed	LOC_Os02g08150.1	no descriptionweakly similar to ( 134)AT5G24930| Symbols:  | zinc finger (B-box type) family protein | chr5:8589328-8590952 FORWARDvery weakly similar to (56.2)PRR1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned CCT Tymo_45kd_70kd PRK07764 PRK12323 PRK07003 PRK12678 PRK09169 BBOX zf-B_box APC_basic BBOX	RNA.regulation of transcription.C2C2(Zn) CO-like, Constans-like zinc finger family	27_3_7

CUST_7497_PI403524517	2	0.046530724	-0.21016121	-0.0978241	0.048765182	0.0020189285	-0.0020198822	35_2087	"Cluster: OJ000223_09.9 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: OJ000223_09.9 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7X7U0	CHR5V7|COORD:20751493..20753050| nucleotide-binding family protein	AT5G50960.1	CHR04V5|COORD:24051074..24048790|protein nucleotide-binding protein 1, putative, expressed	LOC_Os04g40880.2	no descriptionhighly similar to ( 567)AT5G50960| Symbols:  | nucleotide-binding family protein | chr5:20751493-20753050 FORWARDvery weakly similar to (58.5)MIND_MESVIPutative septum site-determining protein minD - Mesostigma viridenot assigned MRP-like Mrp PRK11670 flhG MinD Fer4_NifH_child CbiA COG1149 MinD ArsA Soj FleN-like CooC ArsA PRK10818 ArsA_ATPase Fer4_NifH ParA	not assigned.no ontology	35_1

CUST_24773_PI403524517	2	0.12781715	-0.36077404	-0.19713974	0.0065784454	-0.0065784454	0.085100174	35_7187	"Cluster: Hypothetical protein P0503E05.9; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0503E05.9 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q9ARX2	CHR4V7|COORD:8917525..8918681| integral membrane family protein	AT4G15630.1	CHR01V5|COORD:14775578..14779707|protein plant integral membrane protein TIGR01569 containing protein, expressed	LOC_Os01g26120.1	no descriptionweakly similar to ( 137)AT4G15630| Symbols:  | integral membrane family protein | chr4:8917525-8918681 FORWARDnot assigned not assigned not assigned not assigned not assigned DUF588 PRK12323 PRK07764 PRK07003	not assigned.no ontology	35_1

CUST_89195_PI403524517	2	-0.04466629	-0.3582039	-0.1698761	0.18700504	0.044665337	0.15864563	35_25516	"Cluster: Hypothetical protein B1100D10.3-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1100D10.3-1 - Oryza sativa (japonica cultivar"	UniRef90_Q5ZAW0	"CHR2V7|COORD:8972926..8973876| ULT2 (ULTRAPETALA 2); DNA binding"	AT2G20825.1	CHR01V5|COORD:33405799..33400351|protein expressed protein	LOC_Os01g57240.1	"no descriptionweakly similar to ( 166)AT2G20825| Symbols: ULT2 | ULT2 (ULTRAPETALA 2); DNA binding | chr2:8972926-8973876 REVERSE"	not assigned.unknown	35_2

CUST_84334_PI403524517	2	0.05685711	-0.08289242	0.12445927	-0.05685711	-0.1115551	0.24435902	35_24165	"Cluster: Putative nodulin MtN21; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative nodulin MtN21 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ZFJ6	CHR3V7|COORD:11959105..11961448| nodulin MtN21 family protein	AT3G30340.1	CHR02V5|COORD:179370..175810|protein nodulin-like protein, putative, expressed	LOC_Os02g01326.1	no descriptionweakly similar to ( 143)AT3G30340| Symbols:  | nodulin MtN21 family protein | chr3:11959105-11961448 FORWARDRhaT DUF6	development.unspecified	33_99

CUST_136753_PI403524517	2	0.29027748	-0.38087845	0.009050369	-0.031599045	0.27215195	-0.009050369	35_38350	"Cluster: Pyrophosphate-energized vacuolar membrane proton pump (EC 3.6.1.1) (Pyrophosphate-energized inorganic pyrophosphatase) (H(+)-PPase); n=6; BEP"	UniRef90_Q06572	"CHR1V7|COORD:5399110..5402180| AVP1 (vacuolar-type H+-pumping pyrophosphatase 1); ATPase"	AT1G15690.1	CHR06V5|COORD:3918502..3923410|protein pyrophosphate-energized vacuolar membrane proton pump, putative, expressed	LOC_Os06g08080.1	 no descriptionweakly similar to ( 173)AT1G15690| Symbols: ATAVP3, AVP-3, AVP1 | AVP1 (vacuolar-type H+-pumping pyrophosphatase 1) | chr1:5399110-5402180 FORWARDmoderately similar to ( 214)AVP_HORVUPyrophosphate-energized vacuolar membrane proton pump - Hordeum vulgare (Barley)H_PPase hppA OVP1 	transport.amino acids	34_3

CUST_126505_PI403524517	2	0.08360958	0.47986317	0.042372704	-0.21198273	-0.12487316	-0.04237175	35_35605	"Cluster: OSJNBa0013K16.5 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0013K16.5 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XP62		0	CHR04V5|COORD:29325612..29322339|protein expressed protein	LOC_Os04g49540.1	no description	not assigned.unknown	35_2

CUST_153096_PI403524517	2	-0.03911686	0.46318054	0.23748302	-0.055845737	0.03911686	-0.39676857	35_42786	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_12067_PI404877155	2	0.07215023	0.03884697	-0.010444641	-0.0028476715	-0.076934814	0.0028476715	Contig5781_at	2,3-biphosphoglycerate-independent phosphoglycerate mutase-related / phosphoglyceromutase-related [Arabidopsis thaliana] dbj|BAB02608.1| pho	NP_850651.1	2, 3-biphosphoglycerate-independent phosphoglycerate mutase-related / phosphoglyceromutase-related	At3g30841.1	protein Metalloenzyme superfamily, putative	Os12g35040	phosphonopyruvate decarboxylase	glycolysis.phosphoglycerate mutase	4_11

CUST_82510_PI403524517	2	0.22006989	4.9495697E-4	-0.14158344	-0.022006989	-4.9591064E-4	0.056872368	35_23664	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_3593_PI403524517	2	-0.0067214966	-0.8988886	-0.03829193	0.07538319	0.024989128	0.0067224503	35_979	Rep: Cytochrome c oxidase polypeptide Vc - Hordeum vulgare (Barley)	UniRef90_Q42841	CHR2V7|COORD:19448764..19448958| cytochrome c oxidase subunit Vc family protein / COX5C family protein	AT2G47380.1	CHR12V5|COORD:22938776..22935846|protein cytochrome c oxidase polypeptide Vc, putative, expressed	LOC_Os12g37419.1	no descriptionweakly similar to ( 113)AT2G47380| Symbols:  | cytochrome c oxidase subunit Vc family protein / COX5C family protein | chr2:19448764-19448958 FORWARDweakly similar to ( 129)COX5C_HORVUCytochrome c oxidase polypeptide Vc - Hordeum vulgare (Barley)COX5C	mitochondrial electron transport / ATP synthesis.cytochrome c oxidase	9_7

CUST_2002_PI399408534	2	-0.017508507	0.1708355	0.04625988	-0.07155228	0.017508507	-0.049479485	35_7422	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QQD3	"CHR2V7|COORD:16161361..16163380| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G54190.1); similar to Os01g0817800 [Oryza sativa (japonica"	AT2G38630.1	CHR02V5|COORD:33128174..33123662|protein expressed protein	LOC_Os02g54090.1	"no descriptionhighly similar to ( 575)AT2G38630| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G54190.1); similar to Os01g0817800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001044626.1); similar to Os05g0482600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001055867.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAW56876.1); contains InterPro domain WD40-like; (InterPro:IPR011046) | chr2:16161361-16163380 REVERSE"	not assigned.unknown	35_2

CUST_30760_PI403524517	2	-0.12168121	0.6246476	0.36381626	-0.37370586	0.12168121	-0.5094075	35_8876	"Cluster: Hypothetical protein OSJNBb0099P06.10; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0099P06.10 - Oryza sativa (japonica"	UniRef90_Q75IR3	0	0	CHR05V5|COORD:3703439..3696297|protein zinc finger, C3HC4 type family protein, expressed	LOC_Os05g07070.7	no description	not assigned.unknown	35_2

CUST_815_PI404877155	2	0.20015144	-0.48187256	-0.4974289	0.11286259	-0.05676937	0.05676937	Contig10765_at	ADP-glucose pyrophosphorylase small subunit [Hordeum vulgare subsp. vulgare]	AAO16183.1	glucose-1-phosphate adenylyltransferase small subunit 1 (APS1) / ADP-glucose pyrophosphorylase (ADG1)	At5g48300.1	protein glucose-1-phosphate adenylyltransferase, putative	Os09g12660	glucose pyrophosphorylase small subunit	major CHO metabolism.synthesis.starch.AGPase	2_1_2_01

CUST_43216_PI403524517	2	0.07706356	0.7503996	0.383461	-0.19370699	-0.07706356	-0.14691257	35_12410	"Cluster: Os09g0242300 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0242300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J3A3	"CHR4V7|COORD:16041237..16043184| CDC20.2; signal transducer"	AT4G33260.1	CHR02V5|COORD:28797042..28800123|protein cell division cycle protein 20, putative, expressed	LOC_Os02g47180.2	"no descriptionmoderately similar to ( 478)AT4G33260| Symbols: CDC20.2 | CDC20.2; signal transducer | chr4:16041237-16043184 REVERSEvery weakly similar to (56.6)GBB_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned WD40 COG2319"	not assigned.no ontology	35_1

CUST_84396_PI403524517	2	0.1069231	-0.31202507	-0.011180878	0.036376	-0.03632927	0.011181831	35_24180	"Cluster: Potential U2 snRNA pseudouridine synthase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Potential U2 snRNA pseudouridine synthase-like - Oryza"	UniRef90_Q5ZBZ5	CHR3V7|COORD:1321459..1325955| pseudouridylate synthase	AT3G04820.1	CHR01V5|COORD:32994273..32987548|protein pseudouridylate synthase, putative, expressed	LOC_Os01g56620.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_176278_PI403524517	2	0.41759777	0.03476715	-0.03476715	0.14823866	-0.41277122	-0.11025429	35_49056	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_84604_PI403524517	2	0.04697132	0.09204197	-0.046972275	-0.14592743	-0.050458908	0.06598854	35_24242	"Cluster: Hypothetical protein OSJNBb0033N16.9; n=2; Oryza sativa|Rep: Hypothetical protein OSJNBb0033N16.9 - Oryza sativa (Rice)"	UniRef90_Q9AUR9	"CHR5V7|COORD:24357361..24359582| GRIK2 (GEMINIVIRUS REP INTERACTING KINASE 2); kinase"	AT5G60550.1	CHR03V5|COORD:28665388..28657759|protein serine/threonine-protein kinase ssp1, putative, expressed	LOC_Os03g50330.1	"no descriptionmoderately similar to ( 265)AT5G60550| Symbols: GRIK2 | GRIK2 (GEMINIVIRUS REP INTERACTING KINASE 2); kinase | chr5:24357361-24359582 FORWARDweakly similar to ( 112)CIPK1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase Pkinase_Tyr SPS1 TyrKc PTKc PTKc_Ack_like PTKc_Jak_rpt2 PTKc_Frk_like PTKc_Src_like PTKc_Jak1_rpt2 PTKc_Srm_Brk PTKc_Fes_like PTKc_Fyn_Yrk PTKc_InsR_like PTKc_Abl PTKc_FAK PTKc_Syk_like PTKc_Jak2_Jak3_rpt2 PTKc_EphR PTKc_EphR_A2 PTKc_Src PTKc_EGFR_like PTKc_Tec_like PTKc_Hck PTKc_Yes PTKc_Axl PTK_Ryk PTKc_Lyn PTKc_Tyro3 PTKc_Lck_Blk PTKc_Fes PTKc_Tec_Rlk PTKc_EphR_A PTKc_Tyk2_rpt2 PTKc_Csk_like PTKc_Btk_Bmx PTKc_Syk PTKc_Fer PTKc_Trk PTKc_Aatyk1_Aatyk3 PTKc_Itk PTKc_EphR_B PTK_Jak_rpt1 PTKc_Axl_like PTKc_c-ros PTKc_Tie1 PTK_CCK4 PTKc_Tie PTKc_FGFR PTKc_HER4 PTKc_Musk PTKc_RET PTKc_Csk PTK_Tyk2_rpt1 PTKc_Ror PTKc_VEGFR3 PTK_HER3 PTKc_Chk PTKc_Ror2 PTKc_TrkA PTK_Jak1_rpt1 PTKc_Ror1 PTKc_CSF-1R PTKc_Tie2 PTKc_PDGFR COG3642"	protein.postranslational modification	29_4

CUST_10108_PI403524517	2	0.075927734	-0.11838913	-0.020611763	0.0023040771	0.05739975	-0.0023040771	35_2854	"Cluster: Protein phosphatase 2C-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Protein phosphatase 2C-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7F0H8	CHR1V7|COORD:2953201..2955061| protein phosphatase 2C-related / PP2C-related	AT1G09160.1	CHR07V5|COORD:29361959..29368789|protein Ca2+/calmodulin-dependent protein kinase phosphatase, putative, expressed	LOC_Os07g49040.1	no descriptionhighly similar to ( 518)AT1G09160| Symbols:  | protein phosphatase 2C-related / PP2C-related | chr1:2953201-2955061 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PP2Cc PP2Cc PP2C PTC1 PRK12678 PRK12323 PRK07003	protein.postranslational modification	29_4

CUST_19616_PI404877155	2	0.3469305	0.14217377	0.013770103	-0.26179123	-0.36157036	-0.013771057	S0000200012C05F1_at	0	0	0	0	0	0	ATPase subunit 1	mitochondrial electron transport / ATP synthesis.F1-ATPase	9_9

CUST_13061_PI399408534	2	-0.0035095215	-0.37463284	-0.12490845	0.19951248	0.23017406	0.0035085678	35_8795	"Cluster: Hypothetical protein B1070A12.33; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1070A12.33 - Oryza sativa (japonica cultivar-g"	UniRef90_Q8LQM0	CHR5V7|COORD:22209833..22211486| zinc finger protein-related	AT5G54630.1	CHR01V5|COORD:33658783..33656268|protein nucleic acid binding protein, putative, expressed	LOC_Os01g57650.1	no descriptionmoderately similar to ( 266)AT5G54630| Symbols:  | zinc finger protein-related | chr5:22209833-22211486 REVERSEnot assigned not assigned not assigned not assigned not assigned PRK12323 PRK07764 PRK07003 PRK12678 PRK00708 TT_ORF1	RNA.regulation of transcription.C2H2 zinc finger family	27_3_11

CUST_137786_PI403524517	2	0.07622051	0.71834946	0.5526762	-0.07622051	-0.32483578	-0.17553806	35_38638	"Cluster: Hypothetical protein OJ1127_B08.12; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1127_B08.12 - Oryza sativa (japonica cultiv"	UniRef90_Q75L36	"CHR1V7|COORD:17851059..17852006| similar to soluble diacylglycerol acyltransferase [Arachis hypogaea] (GB:AAX62735.1); contains InterPro domain"	AT1G48300.1	CHR05V5|COORD:2150222..2152229|protein expressed protein	LOC_Os05g04620.1	no description	not assigned.unknown	35_2

CUST_151669_PI403524517	2	-0.01292944	0.1433053	0.03118658	-0.14805937	0.01292944	-0.2949319	35_42408	"Cluster: BRAP2-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: BRAP2-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6H890	CHR2V7|COORD:11089481..11092215| zinc finger (C3HC4-type RING finger) family protein	AT2G26000.1	CHR02V5|COORD:4634613..4630335|protein BRCA1-associated protein, putative, expressed	LOC_Os02g09060.2	no descriptionmoderately similar to ( 256)AT2G26000| Symbols:  | catalytic | chr2:11089481-11092215 FORWARDnot assigned not assigned BRAP2 RING RING zf-C3HC4	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_18528_PI403524517	2	0.052705765	-0.23084164	0.0034399033	-0.003440857	0.17497635	-0.035432816	35_5355	"Cluster: Hypothetical protein OJ1005_E12.4; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1005_E12.4 - Oryza sativa (japonica cultivar"	UniRef90_Q75K77	CHR5V7|COORD:4028476..4034087| DNAJ heat shock N-terminal domain-containing protein	AT5G12430.1	CHR05V5|COORD:17964335..17967593|protein heat shock protein binding protein, putative, expressed	LOC_Os05g31056.1	no descriptionhighly similar to ( 520)AT5G12430| Symbols:  | DNAJ heat shock N-terminal domain-containing protein | chr5:4028476-4034087 REVERSEvery weakly similar to (59.3)DNJH_CUCSADnaJ protein homolog - Cucumis sativus (Cucumber)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DnaJ DnaJ DnaJ CbpA TPR PRK10266 PRK10767 djlA	stress.abiotic.heat	20_2_1

CUST_71310_PI403524517	2	0.08438873	0.011489868	-0.12503433	-0.1840992	0.016746521	-0.011489868	35_20430	Rep: Prefoldin - Medicago truncatula (Barrel medic)	UniRef90_Q1S960	"CHR5V7|COORD:22627372..22629392| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G12150.1); similar to Prefoldin [Medicago truncatula]"	AT5G55860.1	CHR12V5|COORD:9904893..9912476|protein prefoldin, putative, expressed	LOC_Os12g17310.1	" no descriptionmoderately similar to ( 277)AT5G55860| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G12150.1); similar to Prefoldin [Medicago truncatula] (GB:ABE89308.1); contains InterPro domain Protein of unknown function DUF827, plant; (InterPro:IPR008545) | chr5:22627372-22629392 FORWARDvery weakly similar to (53.1)MFP1_TOBACMAR-binding filament-like protein 1-1 - Nicotiana tabacum (Common tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF827 Myosin_tail_1 PRK02224 Smc SbcC PRK03918 COG4372 SCP-1 PRK04778 Caldesmon TolA PspA TolA tolA COG4717 COG2268 mukB DUF869 HCR EzrA EzrA COG1340 COG3883 PRK05035 COG1579 Filament CALCOCO1 COG4942 PRK07735 PspA_IM30 Tropomyosin MAD PRK01156 PRK11281 TPR_MLP1_2 COG4487 COG5281 "	not assigned.unknown	35_2

CUST_67399_PI403524517	2	-0.1788168	0.44492722	-0.0566082	-0.13543606	0.056609154	0.1980915	35_19244	"Cluster: Endonuclease V protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Endonuclease V protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q653Z3	CHR4V7|COORD:15143913..15145589| endonuclease V family protein	AT4G31150.1	CHR06V5|COORD:27399413..27396477|protein endonuclease V, putative, expressed	LOC_Os06g45330.1	no descriptionvery weakly similar to (97.1)AT4G31150| Symbols:  | endonuclease V family protein | chr4:15143913-15145475 REVERSEnot assigned Endonuclease_5 Nfi	not assigned.no ontology	35_1

CUST_62357_PI403524517	2	0.022922516	0.20216084	0.010378838	-0.1301508	-0.010377884	-0.042324066	35_17782	"Cluster: Os04g0683100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os04g0683100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J8X2	"CHR4V7|COORD:13048528..13050882| similar to ATCFIM-25/CFIM-25 (ARABIDOPSIS HOMOLOG OF CFIM-25) [Arabidopsis thaliana] (TAIR:AT4G29820.1); similar to"	AT4G25550.1	CHR04V5|COORD:34662569..34658736|protein cleavage and polyadenylation specificity factor 5, putative, expressed	LOC_Os04g58640.1	" no descriptionmoderately similar to ( 365)AT4G25550| Symbols:  | similar to ATCFIM-25/CFIM-25 (ARABIDOPSIS HOMOLOG OF CFIM-25) [Arabidopsis thaliana] (TAIR:AT4G29820.1); similar to OSJNBa0032F06.22 [Oryza sativa (japonica cultivar-group)] (GB:CAE03439.1); similar to Os04g0683100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001054301.1); similar to H0124B04.17 [Oryza sativa (indica cultivar-group)] (GB:CAJ86300.1); contains domain PRE-MRNA CLEAVAGE FACTOR IM, 25KD SUBUNIT (PTHR13047); contains domain PRE-MRNA CLEAVAGE FACTOR IM, 25KD SUBUNIT (PTHR13047:SF3); contains domain no description (G3D.3.90.79.10); contains domain Nudix (SSF55811) | chr4:13048528-13050882 FORWARDnot assigned "	not assigned.unknown	35_2

CUST_3981_PI404877155	2	0.006784439	-0.006784439	-0.021791458	-0.042404175	0.052396774	0.09811211	Contig14669_at	OSJNBa0067K08.3 [Oryza sativa (japonica cultivar-group)] ref|XP_473026.1| OSJNBa0067K08.3 [Oryza sativa (japonica cultivar-group)]	CAE03109.1	expressed protein	At3g07565.1	protein Myb-like DNA-binding domain, putative	Os04g41830	"expressed protein or  expressed protein, similar to expressed protein [Arabidopsis thaliana] (TAIR:At1g10820.2); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:XP_466887.1) or  similar to expressed protein [Arabidopsis thaliana] ("	RNA.regulation of transcription.MYB-related transcription factor family	27_3_26

CUST_138839_PI403524517	2	-0.002243042	0.08769274	0.0022425652	0.15375996	-0.08304548	-0.055698395	35_38944	0	0	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	0	0	no description	not assigned.unknown	35_2

CUST_130528_PI403524517	2	-0.05011463	0.4390583	0.23072433	-0.011436462	0.011436462	-0.102160454	35_36654	"Cluster: Os05g0323800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0323800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DJ65	CHR1V7|COORD:29954998..29957409| ABC1 family protein	AT1G79600.1	CHR05V5|COORD:14962846..14966674|protein ubiquinone biosynthesis protein ubiB, putative, expressed	LOC_Os05g25840.3	no descriptionmoderately similar to ( 297)AT1G79600| Symbols:  | ABC1 family protein | chr1:29954998-29957409 REVERSEnot assigned not assigned AarF ubiB	not assigned.no ontology.ABC1 family protein	35_1_1

CUST_124585_PI403524517	2	0.023623466	0.14259338	0.033086777	-0.14108753	-0.045054436	-0.02362442	35_35114	Rep: Predicted protein - Coccidioides immitis RS	UniRef90_Q1EAE2	CHR1V7|COORD:4469332..4472773| EMB1745 (EMBRYO DEFECTIVE 1745)	AT1G13120.1	CHR02V5|COORD:23134470..23126159|protein EMB1745, putative, expressed	LOC_Os02g38250.1	no description	not assigned.unknown	35_2

CUST_27585_PI403524517	2	1.0095072	-0.29514647	-0.49257374	0.49804258	-0.3277793	0.295146	35_7981	"Cluster: Putative Pathogenesis-related protein PR-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Pathogenesis-related protein PR-1 - Oryza sativa"	UniRef90_Q6K4Q5	CHR5V7|COORD:23355091..23355803| allergen V5/Tpx-1-related family protein	AT5G57625.1	CHR02V5|COORD:33402149..33403070|protein pathogenesis-related protein PR-1 precursor, putative, expressed	LOC_Os02g54540.1	no descriptionweakly similar to ( 172)AT4G30320| Symbols:  | allergen V5/Tpx-1-related family protein | chr4:14835839-14836324 FORWARDweakly similar to ( 178)PR1_MEDTRPathogenesis-related protein PR-1 precursor - Medicago truncatula (Barrel medic)not assigned not assigned not assigned not assigned SCP SCP SCP PRK09169 PRK07764 PRK12323 PRK07003	stress.biotic	20_1

CUST_181655_PI403524517	2	0.018392563	0.5363903	0.09100342	-0.071395874	-0.043128014	-0.018392563	35_50508	"Cluster: Os07g0602600 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os07g0602600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D4V3	"CHR5V7|COORD:24578096..24579378| GR-RBP3 (glycine-rich RNA-binding protein 3); RNA binding"	AT5G61030.1	CHR07V5|COORD:24611994..24608506|protein RNA recognition motif family protein	LOC_Os07g41120.1	"no descriptionvery weakly similar to (67.4)AT5G61030| Symbols: GR-RBP3 | GR-RBP3 (glycine-rich RNA-binding protein 3); RNA binding | chr5:24578096-24579378 FORWARDvery weakly similar to (58.5)GRP1_SINALGlycine-rich RNA-binding protein GRP1A - Sinapis alba (White mustard) (Brassica hirta)not assigned not assigned not assigned not assigned not assigned RRM RRM_1 COG0724"	RNA.RNA binding	27_4

CUST_107394_PI403524517	2	-1.1174145	-1.0512228	0.8341379	0.19236565	0.15870762	-0.15870762	35_30563	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_84949_PI403524517	2	0.1444993	0.39737225	-0.048237324	-0.12444639	-0.08884859	0.048237324	35_24340	"Cluster: Putative vacuolar protein sorting protein 18; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative vacuolar protein sorting protein 18 - Oryza sat"	UniRef90_Q6ZKF1	CHR1V7|COORD:4251357..4257199| Pep3/Vps18/deep orange family protein	AT1G12470.1	CHR08V5|COORD:4564660..4574401|protein vacuolar protein sorting 18, putative, expressed	LOC_Os08g08060.1	no descriptionmoderately similar to ( 249)AT1G12470| Symbols:  | Pep3/Vps18/deep orange family protein | chr1:4251357-4257199 FORWARDnot assigned Pep3_Vps18	protein.targeting.secretory pathway.vacuole	29_3_4_3

CUST_30939_PI399408534	2	0.026472092	-0.21965313	-0.026471138	-0.058568	0.07687664	0.060271263	35_16717	"Cluster: Guanine nucleotide-exchange protein GEP2; n=2; Oryza sativa|Rep: Guanine nucleotide-exchange protein GEP2 - Oryza sativa (Rice)"	UniRef90_Q8S565	CHR3V7|COORD:22495779..22502485| guanine nucleotide exchange family protein	AT3G60860.1	CHR03V5|COORD:7742781..7732139|protein brefeldin A-inhibited guanine nucleotide-exchange protein 2, putative, expressed	LOC_Os03g14260.2	no descriptionhighly similar to ( 991)AT3G60860| Symbols:  | guanine nucleotide exchange family protein | chr3:22495779-22502485 FORWARDnot assigned not assigned not assigned DUF1981 COG5307	signalling.G-proteins	30_5

CUST_62164_PI403524517	2	0.10956097	-0.04079628	0.040797234	0.057105064	-0.09690666	-0.07926369	35_17728	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_154032_PI403524517	2	0.01835823	0.123859406	-0.036258698	-0.08486557	0.15696907	-0.018359184	35_43044	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_134708_PI403524517	2	0.11437559	1.4722686	0.30573463	-0.114375114	-0.1207881	-0.61319685	35_37794	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_156392_PI403524517	2	0.20541239	0.18601704	-0.07541418	0.07541466	-0.25057745	-0.20610905	35_43681	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_97250_PI403524517	2	0.016188622	-0.3225069	-0.12079716	0.058446884	0.0559206	-0.016187668	35_27775	"Cluster: Putative GPI-anchor transamidase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative GPI-anchor transamidase - Oryza sativa (japonica cultivar-g"	UniRef90_Q6Z6K3	0	0	CHR02V5|COORD:6672950..6668824|protein GPI-anchor transamidase precursor, putative, expressed	LOC_Os02g12740.1	no description	not assigned.unknown	35_2

CUST_106795_PI403524517	2	-0.34784985	1.4627614	-0.3220687	0.5443044	-0.3226695	0.3220687	35_30395	Rep: UPI0000DBF74B UniRef100 entry - Rattus norvegicus	UniRef90_UPI0000DBF74B	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	CHR05V5|COORD:25293730..25296864|protein retrotransposon, putative, centromere-specific, expressed	LOC_Os05g43640.1	no descriptionnot assigned not assigned TT_ORF1 Protamine_P1	not assigned.unknown	35_2

CUST_151843_PI403524517	2	0.19601059	-0.07387066	0.020428658	-0.087563515	-0.020427704	0.17052555	35_42453	"Cluster: Os05g0207200 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0207200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DK11	CHR1V7|COORD:19899695..19901110| pentatricopeptide (PPR) repeat-containing protein	AT1G53330.1	CHR05V5|COORD:6626452..6627639|protein rf1 protein, mitochondrial precursor, putative, expressed	LOC_Os05g11700.1	no descriptionweakly similar to ( 123)AT1G53330| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr1:19899695-19901110 FORWARDvery weakly similar to (77.0)RF1_ORYSA	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_62917_PI403524517	2	0.018369675	-0.10480118	0.06528568	0.0070295334	-0.007030487	-0.07306099	35_17947	"Cluster: Putative AP2 domain containing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative AP2 domain containing protein - Oryza sativa (japonic"	UniRef90_Q84TW0	CHR5V7|COORD:25523575..25525243| similar to IMP dehydrogenase/GMP reductase [Medicago truncatula] (GB:ABE86374.1)	AT5G63720.1	CHR03V5|COORD:34132584..34131351|protein DNA binding protein, putative, expressed	LOC_Os03g60120.1	no descriptionnot assigned not assigned not assigned not assigned not assigned AP2 AP2 TT_ORF1 PRK07764	not assigned.unknown	35_2

CUST_35553_PI403524517	2	0.1809578	0.080880165	3.1089783E-4	-0.0203228	-3.0994415E-4	-0.01905346	35_10251	"Cluster: OSJNBa0011L07.7 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0011L07.7 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XR94	CHR1V7|COORD:11399903..11405702| actin binding	AT1G31810.1	CHR04V5|COORD:26781668..26784533|protein expressed protein	LOC_Os04g45650.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TT_ORF1 infB	not assigned.unknown	35_2

CUST_30924_PI399408534	2	0.070020676	0.9240103	0.16875744	-0.27266026	-0.070020676	-0.11234379	35_10185	"Cluster: Hypothetical protein OJ1442_E05.21; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1442_E05.21 - Oryza sativa (japonica cultiv"	UniRef90_Q6ZGM2	CHR2V7|COORD:556594..558609| remorin family protein	AT2G02170.1	CHR02V5|COORD:890263..894233|protein DNA binding protein, putative, expressed	LOC_Os02g02500.1	no descriptionweakly similar to ( 104)AT2G02170| Symbols:  | remorin family protein | chr2:556594-558609 REVERSE	RNA.regulation of transcription.unclassified	27_3_99

CUST_22698_PI399408534	2	0.009518623	0.19282055	-0.02937603	-0.009518623	-0.14928722	0.031017303	35_14840	"Cluster: Unknow protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Unknow protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q60EC0	"CHR5V7|COORD:25651044..25652378| ANAC103 (Arabidopsis NAC domain containing protein 103); transcription factor"	AT5G64060.1	CHR05V5|COORD:20801257..20797136|protein NAC domain-containing protein 78, putative, expressed	LOC_Os05g35170.3	"no descriptionmoderately similar to ( 254)AT5G64060| Symbols: ANAC103 | ANAC103 (Arabidopsis NAC domain containing protein 103); transcription factor | chr5:25651044-25652378 REVERSEweakly similar to ( 195)NAC74_ORYSANAM"	RNA.regulation of transcription.NAC domain transcription factor family	27_3_27

CUST_65204_PI403524517	2	0.053598404	0.034957886	-0.09223461	-0.06257725	-0.03495884	0.08051109	35_18617	"Cluster: Os01g0916800 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0916800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JGL7	"CHR1V7|COORD:8742196..8755229| similar to DEAD box RNA helicase, putative [Arabidopsis thaliana] (TAIR:AT1G20920.1); similar to F5A9.21, related [Medicago"	AT1G24706.1	CHR01V5|COORD:40302766..40287152|protein expressed protein	LOC_Os01g68810.1	" no descriptionmoderately similar to ( 247)AT1G24706| Symbols:  | similar to DEAD box RNA helicase, putative [Arabidopsis thaliana] (TAIR:AT1G20920.1); similar to F5A9.21, related [Medicago truncatula] (GB:ABE85730.1); similar to putative THO complex 2 [Oryza sativa (japonica cultivar-group)] (GB:BAD87730.1); similar to Eukaryotic DNA topoisomerases I, dispensable insert [Medicago truncatula] (GB:ABE94293.1); contains domain THO2 PROTEIN (PTHR21597); contains domain Prion-like (SSF54098) | chr1:8742196-8755229 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned "	not assigned.unknown	35_2

CUST_21608_PI403524517	2	0.2064228	0.02428341	0.1389513	-0.35232735	-0.02428341	-0.14658165	35_6272	"Cluster: Putative amino acid transport protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative amino acid transport protein - Oryza sativa (japonica"	UniRef90_Q6YU97	CHR2V7|COORD:16330249..16333822| amino acid transporter family protein	AT2G39130.1	CHR02V5|COORD:55886..50256|protein amino acid permease, putative, expressed	LOC_Os02g01100.3	no descriptionvery weakly similar to (56.2)AT2G39130| Symbols:  | amino acid transporter family protein | chr2:16330249-16333822 REVERSE	transport.amino acids	34_3

CUST_9583_PI403524517	2	-0.04422474	-0.012759209	0.012759209	-0.11121845	0.04971981	0.020999908	35_2700	"Cluster: Os09g0513800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os09g0513800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J0E7	CHR1V7|COORD:1779630..1784165| zinc finger protein-related	AT1G05890.1	CHR09V5|COORD:20000609..20006083|protein ARIADNE-like protein ARI5, putative, expressed	LOC_Os09g33876.1	no descriptionmoderately similar to ( 449)AT1G05890| Symbols:  | zinc finger protein-related | chr1:1779630-1784165 FORWARDnot assigned not assigned not assigned not assigned IBR	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_43991_PI403524517	2	0.19848633	1.0199223	-0.06002903	-0.12312889	-0.1927967	0.06002903	35_12624	Rep: PREDICTED: hypothetical protein - Homo sapiens	UniRef90_UPI0000DD8018	0	0	CHR03V5|COORD:20523944..20527257|protein ATP binding protein, putative, expressed	LOC_Os03g37120.1	no description	not assigned.unknown	35_2

CUST_181965_PI403524517	2	-0.059961796	0.29859304	-0.13295746	0.059961796	1.5367284	-0.2970438	35_50589	"Cluster: Hypothetical protein P0409B11.37; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0409B11.37 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6Z4A0	CHR5V7|COORD:22359305..22363626| catalytic	AT5G55060.1	CHR07V5|COORD:19499139..19503465|protein expressed protein	LOC_Os07g32670.1	no descriptionvery weakly similar to (92.4)AT5G55060| Symbols:  | catalytic | chr5:22359305-22363626 FORWARDnot assigned	not assigned.unknown	35_2

CUST_4560_PI403524517	2	-0.084872246	0.30669403	0.033641815	-0.08236599	-0.0053014755	0.005302429	35_1259	"Cluster: Putative tetrafunctional protein of glyoxysomal fatty acid beta- oxidation; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative tetrafunctional p"	UniRef90_Q94CN1	"CHR3V7|COORD:2161932..2166015| MFP2 (MULTIFUNCTIONAL PROTEIN); enoyl-CoA hydratase"	AT3G06860.1	CHR01V5|COORD:13869753..13875774|protein glyoxysomal fatty acid beta-oxidation multifunctional protein MFP-a, putative, expressed	LOC_Os01g24680.1	" no descriptionnearly identical (1070)AT3G06860| Symbols: ATMPF2, MFP2 | MFP2 (MULTIFUNCTIONAL PROTEIN); enoyl-CoA hydratase | chr3:2161932-2166015 FORWARDnearly identical (1079)MFPA_BRANAGlyoxysomal fatty acid beta-oxidation multifunctional protein MFP-a [Includes: Enoyl-CoA hydratase/3-2-trans-enoyl-CoA isomerase/3-hydroxybutyryl-CoA epimerase - Brassica napus (Rape)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned fadJ fadB FadB 3HCDH_N PRK08268 PRK05808 PRK07658 PRK09117 PRK07819 PRK07660 PRK06035 PRK07530 PRK09260 CaiD PRK06688 ECH PRK05809 PRK07657 PRK08293 PRK09076 PRK08138 PRK06130 PRK05980 PRK05979 PRK08252 PRK05862 PRK06143 PRK06494 PRK06144 PRK07510 PRK07628 PRK06190 PRK09674 PRK06495 PRK08150 PRK06127 PRK08269 PRK05864 PRK08260 PRK07509 PRK03580 PRK08258 PRK05869 PRK09245 PRK07799 PRK08259 PRK07511 PRK05870 PRK06951 PRK06210 PRK08140 PRK07817 PRK06142 3HCDH PRK06563 PRK07938 PRK09120 PRK07830 PRK05995 PRK06129 PRK07828 PRK07659 PRK05981 PRK07327 PRK08290 PRK08139 PRK07629 PRK06023 PRK08788 PRK06213 PRK11423 PRK06952 PRK08272 MenB PRK07531 PRK07854 PRK07396 PRK07468 PRK06493 PRK06072 PRK07759 PRK07260 PRK06028 PRK07827 PRK07110 PRK08321 PRK07112 PRK08184 PRK05617 "	lipid metabolism.lipid degradation.beta-oxidation.mutifunctional	11_9_4_9

CUST_12049_PI403524517	2	0.10993576	0.03982258	-0.0619812	-0.115234375	0.13770676	-0.039821625	35_3430	"Cluster: Hypothetical protein OSJNBa0011L09.25; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0011L09.25 - Oryza sativa"	UniRef90_Q7G7C7	CHR4V7|COORD:16081643..16083122| signal peptide peptidase family protein	AT4G33410.1	CHR10V5|COORD:12783835..12781345|protein signal peptide peptidase-like 3, putative, expressed	LOC_Os10g25360.1	no descriptionmoderately similar to ( 305)AT4G33410| Symbols:  | signal peptide peptidase family protein | chr4:16081643-16083122 FORWARDnot assigned not assigned Peptidase_A22B PSN	protein.degradation	29_5

CUST_100049_PI403524517	2	0.19569683	0.13843346	0.013203621	-0.013204575	-0.092012405	-0.037301064	35_28563	"Cluster: Putative tetrafunctional protein of glyoxysomal fatty acid beta- oxidation; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative tetrafunctional p"	UniRef90_Q94CN1	"CHR3V7|COORD:2161932..2166015| MFP2 (MULTIFUNCTIONAL PROTEIN); enoyl-CoA hydratase"	AT3G06860.1	CHR01V5|COORD:13869753..13875774|protein glyoxysomal fatty acid beta-oxidation multifunctional protein MFP-a, putative, expressed	LOC_Os01g24680.2	" no descriptionweakly similar to ( 153)AT3G06860| Symbols: ATMPF2, MFP2 | MFP2 (MULTIFUNCTIONAL PROTEIN); enoyl-CoA hydratase | chr3:2161932-2166015 FORWARDweakly similar to ( 157)MFPA_BRANAGlyoxysomal fatty acid beta-oxidation multifunctional protein MFP-a [Includes: Enoyl-CoA hydratase/3-2-trans-enoyl-CoA isomerase/3-hydroxybutyryl-CoA epimerase - Brassica napus (Rape)not assigned PRK07658 CaiD PRK06688 ECH PRK09076 PRK06144 PRK06495 PRK05864 PRK07657 PRK06143 fadJ PRK06127 PRK05809 PRK07510 PRK05995 "	lipid metabolism.lipid degradation.beta-oxidation.mutifunctional	11_9_4_9

CUST_14884_PI403524517	2	-0.4495449	0.0447073	-0.1769886	0.1192112	-0.044706345	0.0963583	35_4290	"Cluster: LysM domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: LysM domain containing protein, expressed - Oryza sativa (j"	UniRef90_Q10SU7	CHR5V7|COORD:7781478..7783336| peptidoglycan-binding LysM domain-containing protein	AT5G23130.1	CHR03V5|COORD:599367..602419|protein lysM domain containing protein, expressed	LOC_Os03g01990.1	no descriptionweakly similar to ( 142)AT5G08200| Symbols:  | peptidoglycan-binding LysM domain-containing protein | chr5:2638386-2640509 FORWARDnot assigned not assigned PRK12323	not assigned.no ontology	35_1

CUST_114340_PI403524517	2	0.15189457	0.47085714	0.34461737	-0.30292988	-0.5675926	-0.15189457	35_32450	"Cluster: Transposon protein, putative, CACTA, En/Spm sub-class, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Transposon protein, putative,"	UniRef90_Q2QP23		0	CHR12V5|COORD:21936552..21931257|protein transposon protein, putative, CACTA, En/Spm sub-class, expressed	LOC_Os12g35940.1	no description	not assigned.unknown	35_2

CUST_890_PI404877155	2	0.024001122	-0.060091972	-0.06695366	0.028006554	-0.024001122	0.086750984	Contig109_at	putative fructokinase I [Oryza sativa (japonica cultivar-group)] gb|AAL26574.1| putative fructokinase I [Oryza sativa] dbj|BAB90210.1| putat	NP_915138.1	pfkB-type carbohydrate kinase family protein	At2g31390.1	protein kinase, pfkB family	Os01g66940	pfkB-type carbohydrate kinase family protein, contains Pfam profile: PF00294 pfkB family carbohydrate kinase	major CHO metabolism.degradation.sucrose.fructokinase	2_2_1_01

CUST_33294_PI399408534	2	0.06322098	0.4265852	-0.020471573	0.02047062	-0.10592842	-0.031365395	35_2705	"Cluster: Hypothetical protein; n=2; Brachypodium sylvaticum|Rep: Hypothetical protein - Brachypodium sylvaticum (False brome)"	UniRef90_A1YKF9	"CHR5V7|COORD:14830075..14833218| ATSRL1; binding"	AT5G37370.2	CHR05V5|COORD:4682662..4686676|protein PRP38 pre-mRNA processing factor 38 domain containing B, putative, expressed	LOC_Os05g08600.2	"no descriptionweakly similar to ( 170)AT5G37370| Symbols: ATSRL1 | ATSRL1; binding | chr5:14830075-14833218 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRP38 DUF1777 PRK12678"	RNA.processing.splicing	27_1_1

CUST_4808_PI404877155	2	0.05432701	0.4584074	-0.100811005	-0.05432701	-0.07967949	0.08103752	Contig16120_at	basic helix-loop-helix (bHLH) family protein [Arabidopsis thaliana] pir||T48153 hypothetical protein T10O8.20 - Arabidopsis thaliana	NP_195751.1	basic helix-loop-helix (bHLH) family protein	At5g01310.1	protein hypothetical protein	Os03g18210	0	RNA.regulation of transcription.bHLH,Basic Helix-Loop-Helix family	27_3_06

CUST_3309_PI399408534	2	0.37358904	1.180192	0.026531696	-0.43151283	-0.45068216	-0.026531696	35_4715	Rep: H0522A01.10 protein - Oryza sativa (Rice)	UniRef90_Q25AC0	CHR1|COORD:1714949..1717243| ethylene-responsive protein, putative, similar to ethylene-inducible ER33 protein (Lycopersicon esculentum)	AT1G05710.3	CHR04V5|COORD:24440974..24436019|protein ER33 protein, putative, expressed	LOC_Os04g41570.3	 no descriptionweakly similar to ( 127)AT1G05710| Symbols:  | ethylene-responsive protein, putative | chr1:1716197-1717022 FORWARDPRK12323 	hormone metabolism.ethylene.induced-regulated-responsive-activated	17_5_3

CUST_158462_PI403524517	2	0.31531954	0.37822104	-0.08078766	-0.009642601	0.009642601	-0.01467371	35_44237	"Cluster: Os02g0729300 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0729300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DXW9		0	CHR10V5|COORD:16769121..16765789|protein retrotransposon protein, putative, Ty3-gypsy subclass	LOC_Os10g32640.1	no description	not assigned.unknown	35_2

CUST_98363_PI403524517	2	-0.12294769	0.12002373	0.06395149	-0.063952446	0.13675213	-0.13811302	35_28083	Rep: Hypothetical protein - Hordeum vulgare (Barley)	UniRef90_O48635	"CHR2V7|COORD:18386736..18388807| COX10 (CYTOCHROME C OXIDASE 10); prenyltransferase"	AT2G44520.1	CHR01V5|COORD:19295852..19288165|protein protoheme IX farnesyltransferase, mitochondrial precursor, putative, expressed	LOC_Os01g34390.1	"no descriptionvery weakly similar to (72.0)AT2G44520| Symbols: COX10 | COX10 (CYTOCHROME C OXIDASE 10); prenyltransferase | chr2:18386736-18388807 FORWARDnot assigned CyoE"	tetrapyrrole synthesis.unspecified	19_99

CUST_75507_PI403524517	2	-0.10040188	-0.4791689	0.02309227	0.09986782	0.25447464	-0.02309227	35_21644	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_10016_PI404877155	2	0.17086649	-0.010365486	0.13256693	-0.052033424	-0.037035465	0.010365486	Contig3729_at	EST AU065533(C2174) corresponds to a region of the predicted gene.~Similar to Homo sapiens splicing factor Prp8 mRNA, complete cds.(AF092565	NP_910543.1	splicing factor, putative	At1g80070.1	protein Mov34/MPN/PAD-1 family, putative	Os06g07080	gi|5091509|dbj|BAA78744.1| EST AU065533(C2174) corresponds to a region of the predicted gene	RNA.processing.splicing	27_1_1

CUST_78727_PI403524517	2	0.36505604	0.005637169	-0.005636692	-0.08351517	0.018554688	-0.17368364	35_22574	"Cluster: Putative RING finger 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative RING finger 1 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q67UK4	CHR5V7|COORD:16103284..16104414| zinc finger (C3HC4-type RING finger) family protein	AT5G40250.1	CHR06V5|COORD:6923998..6922216|protein RING-H2 finger protein ATL5I, putative, expressed	LOC_Os06g12680.1	no description	not assigned.unknown	35_2

CUST_99005_PI403524517	2	0.19729948	0.19250345	-0.058279037	0.05827856	-0.502059	-0.110991	35_28264	"Cluster: SET domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: SET domain containing protein, expressed - Oryza sativa (jap"	UniRef90_Q2QM91		0	CHR12V5|COORD:25942444..25933831|protein SET domain containing protein, expressed	LOC_Os12g41900.1	no description	not assigned.unknown	35_2

CUST_3081_PI403524517	2	-0.05870819	0.1595726	0.009044647	-0.00904274	-0.11317444	0.08324242	35_838	Rep: 60S ribosomal protein L39 - Zea mays (Maize)	UniRef90_P51425	CHR4V7|COORD:15469937..15470372| 60S ribosomal protein L39 (RPL39C)	AT4G31985.1	CHR02V5|COORD:33922469..33923245|protein 60S ribosomal protein L39, putative, expressed	LOC_Os02g55390.1	no descriptionvery weakly similar to ( 100)AT4G31985| Symbols:  | 60S ribosomal protein L39 (RPL39C) | chr4:15469937-15470372 FORWARDweakly similar to ( 109)RL39_ORYSAnot assigned RPL39 Ribosomal_L39 rpl39e	protein.synthesis.misc ribososomal protein	29_2_2

CUST_67831_PI403524517	2	0.32242775	-0.020904541	-0.3603363	0.020903587	-0.051193237	0.07135105	35_19379	"Cluster: Putative serine protease; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative serine protease - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8H047	"CHR4V7|COORD:16656934..16659228| SLP2 (subtilisin-like serine protease 2); subtilase"	AT4G34980.1	CHR03V5|COORD:1015016..1012324|protein xylem serine proteinase 1 precursor, putative, expressed	LOC_Os03g02750.1	"no descriptionmoderately similar to ( 233)AT4G34980| Symbols: SLP2 | SLP2 (subtilisin-like serine protease 2); subtilase | chr4:16656934-16659228 REVERSEnot assigned not assigned not assigned not assigned Peptidase_S8 PRK12323 PRK07764 PRK12678"	protein.degradation.subtilases	29_5_1

CUST_67880_PI403524517	2	0.053596497	-0.22473049	-0.007422447	-0.00864315	0.038057327	0.0074214935	35_19393	"Cluster: Hypothetical protein OSJNBa0032M14.13; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0032M14.13 - Oryza sativa (japonica"	UniRef90_Q652I8	CHR1V7|COORD:10881647..10886042| toprim domain-containing protein	AT1G30680.1	CHR06V5|COORD:27865817..27873405|protein nucleic acid binding protein, putative, expressed	LOC_Os06g45980.1	no descriptionhighly similar to ( 701)AT1G30680| Symbols:  | toprim domain-containing protein | chr1:10881647-10886042 FORWARDnot assigned GP4d_helicase DnaB DnaB_C PRK07773	not assigned.no ontology	35_1

CUST_1339_PI404877155	2	0.024201393	-0.242877	-0.038031578	0.017978668	0.17588806	-0.017978668	Contig11445_at	putative S-locus protein 4 [Oryza sativa (japonica cultivar-group)]	BAD03324.1	pre-mRNA cleavage complex-related	At4g04885.1	protein PCF11 protein, putative	Os08g08830	NONE	RNA.processing	27_1

CUST_22465_PI403524517	2	0.083376884	-0.3672819	-0.6485939	0.6123476	0.2583351	-0.08337593	35_6525	Rep: Nitrate reductase [NAD(P)H] - Hordeum vulgare (Barley)	UniRef90_P27968	CHR1V7|COORD:29240899..29244261| NIA1 (NITRATE REDUCTASE 1)	AT1G77760.1	CHR02V5|COORD:32511286..32507870|protein nitrate reductase, putative, expressed	LOC_Os02g53130.1	 no descriptionhighly similar to ( 730)AT1G77760| Symbols: GNR1, NR1, NIA1 | NIA1 (NITRATE REDUCTASE 1) | chr1:29240899-29244261 REVERSEhighly similar to ( 797)NIA1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned eukary_NR_Moco eukary_SO_Moco SO_family_Moco_dimer SO_family_Moco Oxidored_molyb Mo-co_dimer FAD_binding_6 NAD_binding_1 bact_SoxC_Moco UbiB COG2041 Cyt-b5 bact_SorA_Moco Hmp arch_bact_SO_family_Moco bact_SO_family_Moco PRK07003 PRK12323 Herpes_BLLF1 Atrophin-1 PRK07609 PRK07764 CYB5 PRK12678 APC_basic Tymo_45kd_70kd PRK08221 PRK05363 HPC2 NqrF KAR9 DUF566 Pneumo_att_G COG4097 PRK05464 SerH AF-4 DUF1509 YedY_like_Moco antC TT_ORF1 Protamine_P1 PRK08770 tatB 	N-metabolism.nitrate metabolism.NR	12_1_1

CUST_13457_PI403524517	2	-0.18732452	0.017709732	0.11924744	-0.0052394867	-0.03506279	0.0052394867	35_3859	"Cluster: Putative NADPH oxidoreductase homolog; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative NADPH oxidoreductase homolog - Oryza sativa (japonica"	UniRef90_Q67J16	CHR1V7|COORD:18385259..18389689| ARP protein (REF)	AT1G49670.1	CHR09V5|COORD:17376007..17387956|protein zinc-binding alcohol dehydrogenase domain-containing protein 2, putative, expressed	LOC_Os09g28570.1	no descriptionmoderately similar to ( 382)AT1G49670| Symbols:  | ARP protein (REF) | chr1:18385259-18389689 REVERSEvery weakly similar to (59.3)QORH_SPIOLChloroplastic quinone-oxidoreductase homolog - Spinacia oleracea (Spinach)not assigned not assigned not assigned not assigned not assigned not assigned COG2130 Qor ADH_zinc_N AdhP Tdh PRK10754 AdhC tdh	misc.oxidases - copper, flavone etc.	26_7

CUST_62934_PI403524517	2	0.1428814	0.04330635	-0.14035225	-0.19670677	-0.018744469	0.018744469	35_17951	"Cluster: Putative Phosphatidylinositol N-acetylglucosaminyltransferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative"	UniRef90_Q8LIL5	CHR3|COORD:16515445..16517988| N-acetylglucosaminyl-phosphatidylinositol biosynthetic protein, putative, similar to PIG-A from Mus musculus	AT3G45100.2	CHR07V5|COORD:9978647..9974830|protein phosphatidylinositol N-acetylglucosaminyltransferase subunit A, putative, expressed	LOC_Os07g16960.1	" no descriptionhighly similar to ( 725)AT3G45100| Symbols: SETH2 | SETH2; transferase, transferring glycosyl groups | chr3:16515633-16517843 FORWARDnot assigned PIGA RfaG Glycos_transf_1 GlgA glgA "	protein.postranslational modification	29_4

CUST_9922_PI403524517	2	0.0039978027	0.31922626	-0.003996849	-0.025062561	0.04107666	-0.01257515	35_2796	"Cluster: Serine/threonine-protein kinase SAPK8; n=2; Oryza sativa|Rep: Serine/threonine-protein kinase SAPK8 - Oryza sativa (Rice)"	UniRef90_Q7Y0B9	"CHR5V7|COORD:26727923..26729958| SNRK2-3/SNRK2.3/SRK2I (SNF1-RELATED PROTEIN KINASE 2-3, SNF1-RELATED PROTEIN KINASE 2.3); kinase/ protein kinase"	AT5G66880.1	CHR03V5|COORD:31591636..31597194|protein serine/threonine-protein kinase SAPK8, putative, expressed	LOC_Os03g55600.1	" no descriptionhighly similar to ( 566)AT4G33950| Symbols: OST1, SNRK2-6, SNRK2.6, SRK2E, P44 | OST1 (OPEN STOMATA 1); kinase/ protein kinase | chr4:16272369-16274662 FORWARDhighly similar to ( 652)SAPK8_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase SPS1 Pkinase_Tyr TyrKc PTKc PTKc_Jak_rpt2 PTKc_Tyk2_rpt2 PTKc_Jak1_rpt2 PTKc_Btk_Bmx PTKc_Jak2_Jak3_rpt2 PTKc_Tec_Rlk PTKc_Syk_like PTKc_Tec_like PTKc_DDR PTKc_Ack_like PTKc_Itk PTKc_Csk_like PTKc_Src_like PTKc_EphR PTKc_Srm_Brk PTKc_EphR_A PTKc_InsR_like PTKc_Trk PTKc_FAK PTKc_EphR_A2 PTKc_EphR_B PTKc_Fes PTKc_EGFR_like PTKc_Fes_like PTKc_Syk PTKc_PDGFR PTKc_RET PTKc_Ror PTKc_FGFR PTKc_VEGFR2 PTK_Ryk PTKc_Zap-70 PTKc_Frk_like PTKc_Lck_Blk PTKc_Musk PTKc_VEGFR3 PTKc_Chk PTKc_Abl PTKc_Csk PTKc_Met_Ron PTKc_DDR_like PTKc_c-ros PTKc_Axl_like PTKc_Tie PTKc_Tie1 PTKc_TrkB PTKc_ALK_LTK PTKc_DDR2 PTKc_Fer PTKc_TrkA PTKc_Aatyk PTKc_Lyn PTKc_VEGFR PTK_Jak_rpt1 PTK_HER3 PTKc_FGFR2 PTKc_Aatyk1_Aatyk3 PTKc_Fyn_Yrk PTKc_TrkC PTKc_Tyro3 PTKc_FGFR4 PTKc_FGFR3 PTKc_Tie2 PTKc_EphR_A10 PTK_CCK4 PTKc_HER2 PTKc_Axl PTKc_PDGFR_beta PTKc_FGFR1 PTKc_EGFR PTKc_Hck PRK12323 PTKc_HER4 PTKc_DDR1 PTKc_Kit "	protein.postranslational modification	29_4

CUST_135007_PI403524517	2	0.03878212	-1.4602642	-0.038781166	0.0497303	0.17091656	-0.14813137	35_37875	Rep: Minichromosomal maintenance factor - Triticum aestivum (Wheat)	UniRef90_Q6QNH2	CHR1V7|COORD:16972731..16976897| ATP binding / DNA binding / DNA-dependent ATPase	AT1G44900.1	CHR11V5|COORD:16544220..16550187|protein DNA replication licensing factor Mcm2, putative, expressed	LOC_Os11g29380.1	no descriptionmoderately similar to ( 251)AT1G44900| Symbols:  | ATP binding / DNA binding / DNA-dependent ATPase | chr1:16972731-16976897 FORWARDweakly similar to ( 129)MCM3_MAIZEnot assigned not assigned not assigned not assigned not assigned not assigned MCM MCM MCM2	DNA.synthesis/chromatin structure	28_1

CUST_3647_PI399408534	2	0.03730297	-0.16951466	-0.056933403	-0.016170502	0.1164875	0.016169548	35_24061	"Cluster: Probable cleavage and polyadenylation specificity factor subunit 1; n=3; Arabidopsis thaliana|Rep: Probable cleavage and polyadenylation"	UniRef90_Q9FGR0	CHR5V7|COORD:20997476..21006494| cleavage and polyadenylation specificity factor (CPSF) A subunit C-terminal domain-containing protein	AT5G51660.1	0	0	no descriptionvery weakly similar to (96.3)AT5G51660| Symbols:  | cleavage and polyadenylation specificity factor (CPSF) A subunit C-terminal domain-containing protein | chr5:20997476-21006494 FORWARDweakly similar to ( 121)CPSF1_ORYSAnot assigned	RNA.processing	27_1

CUST_47142_PI403524517	2	-0.11654091	0.17167902	-0.014631271	-0.12268734	0.080057144	0.014631748	35_13498	"Cluster: Pumilio-family RNA binding repeat containing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Pumilio-family RNA binding repeat containing pro"	UniRef90_Q10QK1	0	0	CHR03V5|COORD:4837255..4839490|protein pumilio-family RNA binding repeat containing protein	LOC_Os03g09300.1	no description	not assigned.unknown	35_2

CUST_9068_PI399408534	2	0.3802557	0.008615494	-0.14162922	-0.091347694	-0.008615494	0.11368561	35_22948	Rep: Auxin transporter PIN1 - Triticum aestivum (Wheat)	UniRef90_Q6RK61	"CHR1V7|COORD:27663433..27666537| PIN1 (PIN-FORMED 1); transporter"	AT1G73590.1	CHR06V5|COORD:6865394..6868522|protein auxin efflux carrier component 1c, putative, expressed	LOC_Os06g12610.1	" no descriptionvery weakly similar to (92.0)AT1G73590| Symbols: ATPIN1, PIN1 | PIN1 (PIN-FORMED 1); transporter | chr1:27663433-27666537 FORWARDvery weakly similar to (94.4)PIN1C_ORYSAMem_trans "	hormone metabolism.auxin.signal transduction	17_2_2

CUST_119983_PI403524517	2	0.22140121	-1.1535015	-0.15933895	0.021026611	0.28792	-0.021025658	35_33931	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_180895_PI403524517	2	0.06401491	0.16773605	0.06622124	-0.22811651	-0.06401491	-0.066744804	35_50307	Rep: Hypothetical protein - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q8LEA0	CHR3V7|COORD:7151503..7153375| tetraacyldisaccharide 4'-kinase family protein	AT3G20480.1	CHR07V5|COORD:116354..113738|protein tetraacyldisaccharide 4-kinase, putative, expressed	LOC_Os07g01200.1	no descriptionvery weakly similar to (61.6)AT3G20480| Symbols:  | tetraacyldisaccharide 4'-kinase family protein | chr3:7151503-7153375 REVERSElpxK LpxK LpxK lpxK	not assigned.no ontology	35_1

CUST_166513_PI403524517	2	0.03446579	-0.14056301	-0.08925915	0.22384357	0.20868683	-0.034464836	35_46387	"Cluster: Putative pentatricopeptide (PPR) repeat-containing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative pentatricopeptide (PPR)"	UniRef90_Q6Z4H7	CHR4V7|COORD:10275928..10278502| leucine-rich repeat family protein / extensin family protein	AT4G18670.1	CHR07V5|COORD:4934199..4936212|protein pentatricopeptide repeat protein PPR986-12, putative, expressed	LOC_Os07g09370.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 Tymo_45kd_70kd Drf_FH1 Atrophin-1 PRK07764	not assigned.unknown	35_2

CUST_9022_PI399408534	2	-0.05567074	0.25702953	-0.0042800903	0.0042791367	0.110795975	-0.14788151	35_16293	"Cluster: Zinc finger CCCH domain-containing protein ZFN-like 2; n=3; Oryza sativa|Rep: Zinc finger CCCH domain-containing protein ZFN-like 2 - Oryza sativa"	UniRef90_Q5JLB5	"CHR3V7|COORD:614082..615923| ZFN1 (ZINC FINGER PROTEIN 1); nucleic acid binding"	AT3G02830.1	CHR01V5|COORD:40337775..40332916|protein zinc finger CCCH type domain-containing protein ZFN-like 2, putative, expressed	LOC_Os01g68860.1	"no descriptionmoderately similar to ( 443)AT3G02830| Symbols: ZFN1 | ZFN1 (ZINC FINGER PROTEIN 1); nucleic acid binding | chr3:614082-615923 FORWARDhighly similar to ( 698)ZFNL2_ORYSAnot assigned not assigned not assigned PRK07764 zf-CCCH"	RNA.regulation of transcription.C3H zinc finger family	27_3_12

CUST_3275_PI399408534	2	-0.01480484	0.15771389	0.025798798	-0.01480484	0.014805794	-0.09109783	35_333	Rep: Hypothetical protein P0016H04.7 - Oryza sativa (japonica cultivar-group)	UniRef90_Q65XW1	"CHR5V7|COORD:23976987..23977956| similar to Rab5-interacting family protein [Arabidopsis thaliana] (TAIR:AT2G29020.1); similar to Os05g0110600 [Oryza"	AT5G59410.1	CHR05V5|COORD:546271..544544|protein RAB5-interacting protein isoform a, putative, expressed	LOC_Os05g01994.1	"no descriptionvery weakly similar to (89.7)AT5G59410| Symbols:  | similar to Rab5-interacting family protein [Arabidopsis thaliana] (TAIR:AT2G29020.1); similar to Os05g0110600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001054441.1); similar to hypothetical protein [Oryza sativa] (GB:AAK73154.1); contains InterPro domain Rab5-interacting; (InterPro:IPR010742) | chr5:23976987-23977956 REVERSEnot assigned Rab5ip"	not assigned.unknown	35_2

CUST_83595_PI403524517	2	-0.028594017	-0.16321707	0.028593063	0.2971344	-0.12157154	0.029829025	35_23968	"Cluster: Hydrolase, alpha/beta fold family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hydrolase, alpha/beta fold family protein, expre"	UniRef90_Q10SN6	CHR1V7|COORD:27933419..27934787| hydrolase, alpha/beta fold family protein	AT1G74280.1	CHR03V5|COORD:901029..906535|protein catalytic/ hydrolase, putative, expressed	LOC_Os03g02514.1	no descriptionweakly similar to ( 115)AT1G74300| Symbols:  | esterase/lipase/thioesterase family protein | chr1:27939029-27940135 FORWARDAbhydrolase_1 MhpC	not assigned.no ontology	35_1

CUST_15119_PI404877155	2	-0.0046806335	1.1172085	0.00467968	-0.21018124	-0.14317894	0.03135872	Contig8987_at	Phytochrome A type 3 (AP3) emb|CAA26999.1| unnamed protein product [Avena sativa]	P06593	phytochrome A (PHYA)	At1g09570.1	protein phytochrome	Os03g51030	PHYTOCHROME A TYPE 5 (AP5) pir	signalling.light	30_11

CUST_7333_PI403524517	2	0.025749207	0.11524105	0.028780937	-0.09059906	-0.02575016	-0.095705986	35_2038	"Cluster: Expressed protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10DW0	CHR3V7|COORD:6091254..6092879| mRNA level of the MEB5.2 gene (At3g17800) remains unchanged after cutting the inflorescence stem	AT3G17800.1	CHR03V5|COORD:29014165..29016832|protein expressed protein	LOC_Os03g50870.1	no descriptionmoderately similar to ( 405)AT3G17800| Symbols:  | mRNA level of the MEB5.2 gene (At3g17800) remains unchanged after cutting the inflorescence stem | chr3:6091254-6092879 REVERSEnot assigned not assigned not assigned DUF760	not assigned.unknown	35_2

CUST_85820_PI403524517	2	0.13911438	0.059687614	-0.19984102	0.042960167	-0.27828217	-0.04295969	35_24576	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_136405_PI403524517	2	0.24195862	0.28853035	-0.0129470825	-0.111989975	-0.09774208	0.012948036	35_38250	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QU44		0	CHR12V5|COORD:10046259..10050428|protein expressed protein	LOC_Os12g17530.1	no description	not assigned.unknown	35_2

CUST_181438_PI403524517	2	0.024916649	-0.3638792	-0.05773163	0.00795269	-0.00795269	0.14398956	35_50449	"Cluster: Putative MAP kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative MAP kinase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6EU49		0	CHR02V5|COORD:27370892..27366163|protein WNK6, putative, expressed	LOC_Os02g45130.2	no description	not assigned.unknown	35_2

CUST_21091_PI399408534	2	-0.028579712	0.22985172	0.16356468	-0.07240486	0.028580666	-0.17073059	35_3604	"Cluster: Zinc finger A20 and AN1 domain-containing stress-associated protein 9; n=1; Oryza sativa|Rep: Zinc finger A20 and AN1 domain-containing stress-associat"	UniRef90_Q7Y1W9	CHR2V7|COORD:15236467..15236952| zinc finger (AN1-like) family protein	AT2G36320.1	CHR07V5|COORD:3676709..3674265|protein zinc finger A20 and AN1 domains-containing protein, putative, expressed	LOC_Os07g07350.2	no descriptionweakly similar to ( 142)AT2G36320| Symbols:  | zinc finger (AN1-like) family protein | chr2:15236467-15236952 FORWARDweakly similar to ( 114)ISAP1_ORYSAnot assigned zf-AN1 ZnF_AN1	RNA.regulation of transcription.unclassified	27_3_99

CUST_70239_PI403524517	2	0.14053917	-0.053268433	0.053268433	-0.11049175	-0.1411066	0.25764942	35_20110	"Cluster: Hypothetical protein OJ1119_H02.15; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1119_H02.15 - Oryza sativa (japonica cultiv"	UniRef90_Q6AVM8	CHR3V7|COORD:15626536..15628086| lipid binding	AT3G43720.2	CHR05V5|COORD:23964637..23962324|protein lipid binding protein, putative, expressed	LOC_Os05g41030.1	no descriptionvery weakly similar to (91.7)AT3G43720| Symbols:  | lipid binding | chr3:15626536-15628086 REVERSEnot assigned not assigned not assigned not assigned AAI_LTSS Tryp_alpha_amyl PRK12323 PRK07764 PRK07003 nsLTP_like TT_ORF1 AAI Protamine_P1	misc.protease inhibitor/seed storage/lipid transfer protein (LTP) family protein	26_21

CUST_6130_PI404877155	2	0.27523422	-0.45044708	-0.100170135	-0.2803707	0.24900246	0.100170135	Contig18458_at	putative ammonium transporter [Oryza sativa (japonica cultivar-group)]	AAP03394.1	basic helix-loop-helix (bHLH) family protein	At2g22770.1	protein putative ammonium transporter	Os03g46860	"similar to basic helix-loop-helix (bHLH) family protein [Arabidopsis thaliana] (TAIR:At2g22760.1); similar to putative transcription factor [Oryza sativa (japonica cultivar-group)] (GB:AAT77090.1); contains InterPro domain Basic helix-loop-helix dimerizat"	RNA.regulation of transcription.bHLH,Basic Helix-Loop-Helix family	27_3_06

CUST_52857_PI403524517	2	0.018981934	-0.0063934326	0.06065941	-0.036676407	0.0063915253	-0.040721893	35_15054	Rep: 40S ribosomal protein S13 - Zea mays (Maize)	UniRef90_Q05761	"CHR4V7|COORD:37172..38123| ATRPS13A (RIBOSOMAL PROTEIN S13A); structural constituent of ribosome"	AT4G00100.1	CHR08V5|COORD:952336..949964|protein 40S ribosomal protein S13, putative, expressed	LOC_Os08g02400.1	" no descriptionmoderately similar to ( 264)AT4G00100| Symbols: RPS13, PFL2, ATRPS13A | ATRPS13A (RIBOSOMAL PROTEIN S13A); structural constituent of ribosome | chr4:37172-38123 FORWARDmoderately similar to ( 290)RS13_MAIZE40S ribosomal protein S13 - Zea mays (Maize)not assigned rps15p Ribosomal_S13_N Ribosomal_S15p_S13e RpsO Ribosomal_S15 S15_NS1_EPRS_RNA-bind "	protein.synthesis.misc ribososomal protein	29_2_2

CUST_4727_PI404877155	2	-0.021630287	-0.48822403	0.23334122	0.7482557	-1.2343655	0.021630287	Contig15957_at	DNA-binding protein 3 [Nicotiana tabacum]	AAF61863.1	WRKY family transcription factor	At3g56400.1	protein WRKY DNA -binding domain, putative	Os05g25770	NONE	RNA.regulation of transcription.WRKY domain transcription factor family	27_3_32

CUST_25327_PI399408534	2	0.10457325	0.08358574	-0.08358574	-0.49847317	-0.53227234	0.16448212	35_24546	"Cluster: CCAAT-binding transcription factor subunit B family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: CCAAT-binding transcription fa"	UniRef90_Q2QM38	"CHR3V7|COORD:1676928..1678330| HAP2B (Heme activator protein (yeast) homolog 2B, unfertilized embryo sac 8); transcription factor"	AT3G05690.1	CHR12V5|COORD:26317680..26313257|protein nuclear transcription factor Y subunit A-2, putative, expressed	LOC_Os12g42400.3	no descriptionvery weakly similar to (95.9)AT3G14020| Symbols:  | CCAAT-binding transcription factor (CBF-B/NF-YA) family protein | chr3:4642975-4644308 FORWARDnot assigned CBF CBFB_NFYA HAP2	RNA.regulation of transcription.CCAAT box binding factor family, HAP2	27_3_14

CUST_20825_PI403524517	2	0.100045204	0.07480812	-0.074809074	-0.18425655	-0.101304054	0.075003624	35_6048	"Cluster: Acrosin precursor (EC 3.4.21.10) [Contains: Acrosin light chain; Acrosin heavy chain]; n=1; Oryctolagus cuniculus|Rep: Acrosin precursor (EC 3.4.21.10)"	UniRef90_P48038	"CHR4V7|COORD:12420603..12421355| similar to Os07g0196200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001059119.1); similar to conserved hypothetical"	AT4G23890.1	CHR03V5|COORD:122810..121758|protein expressed protein	LOC_Os03g01218.1	no descriptionvery weakly similar to (51.2)AT4G16695| Symbols:  | unknown protein | chr4:9394281-9395273 FORWARDnot assigned not assigned not assigned not assigned not assigned Protamine_P1 TT_ORF1 PRK07764	not assigned.unknown	35_2

CUST_69453_PI403524517	2	0.06831169	-0.3301859	-0.40076923	0.3985939	0.10275173	-0.06831169	35_19873	"Cluster: Putative nitrite transporter; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative nitrite transporter - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5Z6P7	CHR1V7|COORD:25750474..25753773| proton-dependent oligopeptide transport (POT) family protein	AT1G68570.1	CHR06V5|COORD:8738432..8743023|protein peptide transporter PTR2, putative, expressed	LOC_Os06g15370.1	no descriptionweakly similar to ( 197)AT1G68570| Symbols:  | proton-dependent oligopeptide transport (POT) family protein | chr1:25750474-25753773 FORWARDnot assigned PTR2	transport.peptides and oligopeptides	34_13

CUST_2983_PI403524517	2	-0.016013145	0.09816265	0.05785942	-0.1456337	-0.0958662	0.016013145	35_813	"Cluster: Os06g0124900 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os06g0124900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DF13	0	0	CHR06V5|COORD:1340457..1343548|protein expressed protein	LOC_Os06g03486.1	no description	not assigned.unknown	35_2

CUST_71203_PI403524517	2	0.07042265	0.26592875	0.026760101	-0.026760578	-0.1002264	-0.07751036	35_20398	"Cluster: Unknow protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Unknow protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ASS0	0	0	CHR05V5|COORD:2608259..2603989|protein expressed protein	LOC_Os05g05330.1	no description	not assigned.unknown	35_2

CUST_17971_PI399408534	2	-0.1589055	0.7575002	0.23757315	-0.02564764	-0.09813452	0.02564764	35_10606	"Cluster: Putative receptor-like protein kinase 2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative receptor-like protein kinase 2 - Oryza sativa (japon"	UniRef90_Q69X93	CHR1V7|COORD:12417309..12421167| leucine-rich repeat transmembrane protein kinase, putative	AT1G34110.1	CHR06V5|COORD:23147854..23143702|protein receptor-like protein kinase precursor, putative, expressed	LOC_Os06g38990.1	 no descriptionmoderately similar to ( 308)AT1G34110| Symbols:  | leucine-rich repeat transmembrane protein kinase, putative | chr1:12417309-12421167 REVERSEweakly similar to ( 169)RPK1_IPONIReceptor-like protein kinase precursor - Ipomoea nil (Japanese morning glory) (Pharbitis nil)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pkinase PTKc Pkinase_Tyr S_TKc S_TKc TyrKc PTKc_Jak_rpt2 PTKc_Srm_Brk SPS1 PTKc_Ror PTKc_Src_like PTKc_Abl PTKc_DDR PTKc_Csk_like PTKc_FGFR PTKc_Trk PTKc_PDGFR PTKc_Jak2_Jak3_rpt2 PTKc_EGFR_like PTKc_Jak1_rpt2 PTK_CCK4 PTKc_Tie2 PTKc_Syk_like PTKc_EphR PTK_HER3 PTKc_FGFR2 PTKc_FAK PTKc_ALK_LTK PTKc_Fes_like PTKc_Frk_like PTKc_Tie1 PTKc_Tie PTKc_DDR_like PTKc_FGFR3 PTKc_Met_Ron PTKc_Ack_like PTKc_Tyk2_rpt2 PTKc_FGFR1 PTKc_FGFR4 PTKc_Musk PTKc_EphR_A2 PTKc_c-ros PTKc_RET PTKc_InsR_like PTKc_Fes PTKc_DDR2 PTKc_Itk PTKc_Ror1 PTKc_Csk PTKc_EphR_B PTKc_Aatyk PTKc_Lck_Blk PTKc_Fyn_Yrk PTKc_Chk PTKc_EphR_A PTKc_Ror2 PTKc_Fer PTKc_Tec_like PTKc_Axl_like PTKc_Syk PTKc_Yes PTKc_DDR1 PTKc_Src PTKc_EGFR PTKc_TrkC PTKc_Btk_Bmx PTKc_TrkA PTKc_Zap-70 PTKc_CSF-1R PTKc_HER4 PTKc_TrkB PTKc_Lyn PTKc_HER2 PTKc_Tec_Rlk PTK_Ryk PTKc_Hck PTKc_Axl PTKc_Aatyk1_Aatyk3 PTKc_Tyro3 PTKc_PDGFR_alpha PTKc_Kit PTKc_PDGFR_beta PTKc_IGF-1R PTKc_InsR PTKc_VEGFR PTKc_EphR_A10 PTK_Jak_rpt1 PTKc_VEGFR3 	signalling.receptor kinases.leucine rich repeat XI	30_2_11

CUST_181051_PI403524517	2	0.05136013	-1.6880035E-4	-0.011368275	1.6832352E-4	-0.7008877	0.6401224	35_50349	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_167308_PI403524517	2	5.187988E-4	0.070448875	-0.010303497	-0.051501274	-5.187988E-4	0.029805183	35_46601	"Cluster: Os01g0118100 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0118100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JR56	CHR1V7|COORD:23241239..23242177| invertase/pectin methylesterase inhibitor family protein	AT1G62760.1	CHR10V5|COORD:5068846..5075243|protein retrotransposon protein, putative, unclassified	LOC_Os10g09810.1	no description	not assigned.unknown	35_2

CUST_40773_PI403524517	2	-0.37478542	0.09324932	0.13816357	0.020088196	-0.46524143	-0.020088673	35_11724	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_84695_PI403524517	2	0.2926941	0.5876255	0.07392979	-0.16947174	-0.07392979	-0.29165745	35_24268	"Cluster: Hypothetical protein OJ1276_B06.19; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1276_B06.19 - Oryza sativa (japonica"	UniRef90_Q5VQF8	CHR1V7|COORD:3690406..3692826| hydroxyproline-rich glycoprotein family protein	AT1G11070.1	CHR01V5|COORD:3502467..3507333|protein WD-repeat domain phosphoinositide-interacting protein 3, putative, expressed	LOC_Os01g07400.2	no description	not assigned.unknown	35_2

CUST_52984_PI403524517	2	0.003063202	-0.29846382	0.09715748	-0.07546234	-0.003063202	0.016776085	35_15085	"Cluster: Putative 24 kDa seed maturation protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative 24 kDa seed maturation protein - Oryza sativa (japon"	UniRef90_Q8S2K0	CHR4V7|COORD:12318080..12319584| BTI1 (VIRB2-INTERACTING PROTEIN 1)	AT4G23630.1	CHR01V5|COORD:31065545..31067577|protein seed maturation protein, putative, expressed	LOC_Os01g53520.1	no descriptionmoderately similar to ( 305)AT4G23630| Symbols: BTI1 | BTI1 (VIRB2-INTERACTING PROTEIN 1) | chr4:12318080-12319584 FORWARDnot assigned Reticulon	not assigned.no ontology	35_1

CUST_3962_PI404877155	2	0.22566795	-0.079577446	-0.025308609	-0.003118515	0.0031194687	0.13791466	Contig14626_at	AHM1 [Triticum aestivum]	BAA89307.1	leucine-rich repeat family protein / extensin family protein	At4g13340.1	protein transposon protein, putative, CACTA, En/Spm sub-class	Os09g28890	NONE	stress.abiotic.heat	20_2_1

CUST_177704_PI403524517	2	0.49969006	-1.5690432	-0.06310701	0.19064331	-0.62697697	0.06310654	35_49429	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_168048_PI403524517	2	0.16652203	0.10740757	-0.01628685	-0.23541164	0.016285896	-0.28574753	35_46801	"Cluster: Mitochondrial prohibitin complex protein 2, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Mitochondrial prohibitin complex"	UniRef90_Q10AT9	CHR2V7|COORD:8849381..8850868| ATPHB6 (PROHIBITIN 6)	AT2G20530.1	CHR03V5|COORD:35324125..35321622|protein mitochondrial prohibitin complex protein 2, putative, expressed	LOC_Os03g62490.1	no descriptionvery weakly similar to (54.3)AT2G20530| Symbols: ATPHB6 | ATPHB6 (PROHIBITIN 6) | chr2:8849381-8850868 FORWARDnot assigned	not assigned.no ontology	35_1

CUST_14980_PI404877155	2	-0.0021514893	-0.09027481	-0.061703682	0.0021514893	0.058711052	0.059628487	Contig8827_at	hypothetical protein [Oryza sativa (japonica cultivar-group)] dbj|BAD05444.1| putative HAD-superfamily hydrolase [Oryza sativa (japonica cul	BAC78575.1	haloacid dehalogenase-like hydrolase family protein	At4g25840.1	protein HAD-superfamily hydrolase, subfamily IA, variant 3, putative	Os08g14580	gi|32352164|dbj|BAC78575.1| hypothetical protein	N-metabolism.ammonia metabolism.unspecified	12_2_99

CUST_13640_PI403524517	2	0.13025665	-0.030038834	0.011984825	-0.011984825	-0.031531334	0.028772354	35_3913	"Cluster: OSJNBb0039F02.1 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: OSJNBb0039F02.1 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XV98	"CHR1V7|COORD:4374410..4375051| similar to leucine-rich repeat family protein [Arabidopsis thaliana] (TAIR:AT3G50690.1); similar to hypothetical protein"	AT1G12830.1	CHR04V5|COORD:19297076..19292397|protein expressed protein	LOC_Os04g32470.1	no descriptionnot assigned not assigned not assigned Drf_FH1 Atrophin-1 PRK07764	not assigned.unknown	35_2

CUST_11272_PI404877155	2	0.015191078	0.19300556	-0.05167198	-0.09899998	-0.0151901245	0.077064514	Contig4949_at	callose synthase-like protein [Oryza sativa (japonica cultivar-group)]	AAP84973.1	callose synthase 1 (CALS1) / 1,3-beta-glucan synthase 1	At1g05570.1	protein callose synthase 1 catalytic subunit	Os02g58560	"ATGSL06;ATGSL6;CALLOSE SYNTHASE 1;GLUCAN SYNTHASE-LIKE 6;similar to glycosyl transferase family 48 protein [Arabidopsis thaliana] (TAIR:At5g13000.1); similar to glycosyl transferase family 48 protein [Arabidopsis thaliana] (TAIR:At2g31960.1); similar to g"	minor CHO metabolism.callose	3_6

CUST_58858_PI403524517	2	0.02130127	-0.12077427	-0.086221695	-0.021300316	0.043632507	0.088409424	35_16793	"Cluster: Os05g0524300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0524300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DGM0	"CHR3V7|COORD:5599912..5602722| MPPALPHA (mitochondrial processing peptidase alpha subunit); metalloendopeptidase"	AT3G16480.1	CHR01V5|COORD:31183075..31177437|protein mitochondrial-processing peptidase alpha subunit, mitochondrial precursor, putative, expressed	LOC_Os01g53700.1	" no descriptionhighly similar to ( 559)AT3G16480| Symbols: MPPALPHA | MPPALPHA (mitochondrial processing peptidase alpha subunit); metalloendopeptidase | chr3:5599912-5602722 FORWARDhighly similar to ( 602)MPPA_SOLTUMitochondrial-processing peptidase subunit alpha, mitochondrial precursor - Solanum tuberosum (Potato)not assigned not assigned not assigned PqqL Peptidase_M16 Peptidase_M16_C "	protein.targeting.mitochondria	29_3_2

CUST_131952_PI403524517	2	0.015983582	0.54401684	-0.0055980682	-0.21280384	0.005599022	-0.034158707	35_37061	Rep: Zinc finger protein 291 - Homo sapiens (Human)	UniRef90_Q9BY12		0	CHR06V5|COORD:7052690..7055224|protein zinc finger protein 291, putative, expressed	LOC_Os06g12882.1	no description	not assigned.unknown	35_2

CUST_105925_PI403524517	2	0.30893707	-0.35751152	-0.101213455	-0.17802048	0.101213455	0.14105606	35_30159	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ATI4	CHR1V7|COORD:23241239..23242177| invertase/pectin methylesterase inhibitor family protein	AT1G62760.1	CHR03V5|COORD:29635994..29637628|protein F-box domain containing protein, expressed	LOC_Os03g51760.1	no description	not assigned.unknown	35_2

CUST_165740_PI403524517	2	0.30665112	-0.09400272	0.09400272	0.26337242	-0.5698986	-0.22603416	35_46181	0	0		0	CHR06V5|COORD:1501584..1491885|protein ATP-binding cassette sub-family B member 7, mitochondrial, putative, expressed	LOC_Os06g03770.1	no description	not assigned.unknown	35_2

CUST_58999_PI403524517	2	-0.018017769	0.42563725	-0.028175354	0.018017769	0.1405592	-0.05862713	35_16830	Rep: H0502B11.12 protein - Oryza sativa (Rice)	UniRef90_Q01L39	"CHR5V7|COORD:19398882..19401536| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G43540.1); similar to H0502B11.12 [Oryza sativa (indica"	AT5G47860.1	CHR04V5|COORD:19943832..19937205|protein expressed protein	LOC_Os04g33280.2	"no descriptionmoderately similar to ( 498)AT5G47860| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G43540.1); similar to H0502B11.12 [Oryza sativa (indica cultivar-group)] (GB:CAH66532.1); contains InterPro domain Protein of unknown function DUF1350; (InterPro:IPR010765) | chr5:19398882-19401536 FORWARDDUF1350"	not assigned.unknown	35_2

CUST_99879_PI403524517	2	0.026810646	0.1405716	-0.29889774	-0.026810646	-0.563324	0.055355072	35_28511	"Cluster: Hypothetical protein OJ1007_H05.1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1007_H05.1 - Oryza sativa (japonica cultivar"	UniRef90_Q6L5C9		0	CHR05V5|COORD:29130284..29136962|protein expressed protein	LOC_Os05g50910.2	no description	not assigned.unknown	35_2

CUST_42242_PI403524517	2	0.1747284	-0.03185749	0.031857014	-0.29478884	-0.49553013	0.14500761	35_12143	"Cluster: Putative peptide transport protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative peptide transport protein - Oryza sativa (japonica"	UniRef90_Q9FTZ3	CHR5V7|COORD:4296857..4299082| proton-dependent oligopeptide transport (POT) family protein	AT5G13400.1	CHR01V5|COORD:175112..177614|protein peptide transporter PTR2, putative, expressed	LOC_Os01g01360.1	no descriptionvery weakly similar to (92.0)AT5G13400| Symbols:  | proton-dependent oligopeptide transport (POT) family protein | chr5:4296857-4299082 REVERSEnot assigned	transport.peptides and oligopeptides	34_13

CUST_34207_PI399408534	2	-0.005648613	-1.4413977	0.0056495667	-0.02469635	0.21019268	0.045794487	35_3161	"Cluster: Gibberellin-stimulated protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Gibberellin-stimulated protein - Oryza sativa (japonica cultivar-group"	UniRef90_Q53AN3	CHR3V7|COORD:638330..639018| GASA5 (GAST1 PROTEIN HOMOLOG 5)	AT3G02885.1	CHR06V5|COORD:8847832..8846703|protein GAST1 protein precursor, putative, expressed	LOC_Os06g15620.1	no descriptionweakly similar to ( 120)AT3G10185| Symbols:  | Encodes a Gibberellin-regulated GASA/GAST/Snakin family protein | chr3:3145584-3146204 FORWARDGASA	hormone metabolism.gibberelin.induced-regulated-responsive-activated	17_6_3

CUST_49214_PI403524517	2	-0.02415657	-0.044612885	0.028829575	0.028829575	-0.06927872	0.02415657	35_14043	"Cluster: PREDICTED: similar to histone 1, H2ai (predicted); n=1; Canis familiaris|Rep: PREDICTED: similar to histone 1, H2ai (predicted) - Canis familiaris"	UniRef90_UPI00005A5838	CHR5V7|COORD:3270479..3270889| histone H3	AT5G10400.1	CHR11V5|COORD:2622185..2621575|protein histone H3, putative, expressed	LOC_Os11g05730.1	no descriptionmoderately similar to ( 244)AT5G65360| Symbols:  | histone H3 | chr5:26137325-26137735 REVERSEmoderately similar to ( 244)H32_WHEATHistone H3.2 - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned H3 HHT1 Histone PRK12323 PRK07003 PRK07764 Tymo_45kd_70kd HPC2 Atrophin-1 DUF566 Extensin_2 DUF1421	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_32838_PI403524517	2	0.10666847	-0.5029049	0.01127243	-0.059215546	-0.01127243	0.0382061	35_9464	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10LN6	"CHR5V7|COORD:19917429..19923151| similar to PREDICTED: similar to KIAA1794 protein isoform 3 [Pan troglodytes] (GB:XP_001166926.1); similar to Os03g0341200 [Ory"	AT5G49110.1	CHR03V5|COORD:12705088..12697790|protein expressed protein	LOC_Os03g22190.1	"no descriptionweakly similar to ( 169)AT5G49110| Symbols:  | similar to PREDICTED: similar to KIAA1794 protein isoform 3 [Pan troglodytes] (GB:XP_001166926.1); similar to Os03g0341200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001050070.1); similar to PREDICTED: hypothetical protein isoform 4 [Pan troglodytes] (GB:XP_001166960.1) | chr5:19917429-19923151 FORWARDnot assigned"	not assigned.unknown	35_2

CUST_20604_PI399408534	2	0.09840393	0.32514095	0.030332565	-0.060168266	-0.030332565	-0.03194809	35_37193	Rep: Hypothetical protein P0016H04.7 - Oryza sativa (japonica cultivar-group)	UniRef90_Q65XW1	"CHR5V7|COORD:23976987..23977956| similar to Rab5-interacting family protein [Arabidopsis thaliana] (TAIR:AT2G29020.1); similar to Os05g0110600 [Oryza"	AT5G59410.1	CHR05V5|COORD:546271..544544|protein RAB5-interacting protein isoform a, putative, expressed	LOC_Os05g01994.1	"no descriptionvery weakly similar to (85.9)AT5G59410| Symbols:  | similar to Rab5-interacting family protein [Arabidopsis thaliana] (TAIR:AT2G29020.1); similar to Os05g0110600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001054441.1); similar to hypothetical protein [Oryza sativa] (GB:AAK73154.1); contains InterPro domain Rab5-interacting; (InterPro:IPR010742) | chr5:23976987-23977956 REVERSEnot assigned Rab5ip"	not assigned.unknown	35_2

CUST_115094_PI403524517	2	0.84115124	-1.0137763	-0.53939533	0.6856909	0.22269917	-0.22269964	35_32653	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_20677_PI399408534	2	0.022068024	0.56729126	0.09911251	-0.2397337	-0.06249714	-0.022068024	35_1481	"Cluster: RRM-containing RNA-binding protein-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: RRM-containing RNA-binding protein-like - Oryza sativa (japon"	UniRef90_Q6Z358	CHR2V7|COORD:12659088..12661235| zinc finger (CCCH-type) family protein / RNA recognition motif (RRM)-containing protein	AT2G29580.1	CHR06V5|COORD:3539239..3535683|protein pre-mRNA-splicing factor SLT11, putative, expressed	LOC_Os06g07350.1	no descriptionhighly similar to ( 593)AT1G07360| Symbols:  | zinc finger (CCCH-type) family protein / RNA recognition motif (RRM)-containing protein | chr1:2260560-2262793 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Atrophin-1 RRM DUF1421 Glutenin_hmw COG0724 RRM_1 PRK07764 Drf_FH1 PRK10263 Extensin_2 SSDP PRK12323 Cytadhesin_P30 GRASP55_65	RNA.regulation of transcription.unclassified	27_3_99

CUST_8656_PI404877155	2	-0.17291164	0.2080493	-0.051107883	0.66829777	-0.96520615	0.05110836	Contig2564_at	asparagine synthetase 2 [Hordeum vulgare]	AAO39048.1	asparagine synthetase 1 (glutamine-hydrolyzing) / glutamine-dependent asparagine synthetase 1 (ASN1)	At3g47340.1	protein asparagine synthase (glutamine-hydrolyzing), putative	Os06g15420	asparagine synthetase 2	amino acid metabolism.aspartate family.asparagine.synthesis	13_1_3_1

CUST_95845_PI403524517	2	0.26964188	-0.019563675	0.108177185	-0.1978817	-0.16588593	0.019563675	35_27386	"Cluster: Microtubule-associated protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Microtubule-associated protein-like - Oryza sativa (japonica cult"	UniRef90_Q5N7P7	CHR5V7|COORD:20978287..20981306| PLE (PLEIADE)	AT5G51600.1	CHR01V5|COORD:28609661..28613939|protein microtubule-associated protein, putative, expressed	LOC_Os01g49200.1	 no descriptionmoderately similar to ( 243)AT5G51600| Symbols: ATMAP65-3, PLE | PLE (PLEIADE) | chr5:20978287-20981306 REVERSEnot assigned MAP65_ASE1 	cell.organisation	31_1

CUST_180926_PI403524517	2	-0.38195038	0.14260435	-0.049597263	0.049596786	0.057581425	-0.5009928	35_50315	"Cluster: Metallo-beta-lactamase-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: Metallo-beta-lactamase-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K9T9	CHR4V7|COORD:16130885..16133681| metallo-beta-lactamase family protein	AT4G33540.1	CHR02V5|COORD:35657708..35654788|protein Zn-dependent hydrolases, including glyoxylases, putative, expressed	LOC_Os02g58260.2	no descriptionweakly similar to ( 147)AT4G33540| Symbols:  | metallo-beta-lactamase family protein | chr4:16130885-16133681 FORWARD	not assigned.no ontology	35_1

CUST_93529_PI403524517	2	-0.035101414	0.035101414	0.15877676	-0.32470846	0.11456442	-0.25043058	35_26742	"Cluster: Regulator of chromosome condensation/beta-lactamase-inhibitor protein II; n=1; Medicago truncatula|Rep: Regulator of chromosome"	UniRef90_Q1SAA9	CHR3V7|COORD:461558..463936| regulator of chromosome condensation (RCC1) family protein	AT3G02300.1	CHR03V5|COORD:22327533..22334802|protein ran GTPase binding protein, putative, expressed	LOC_Os03g40260.1	no descriptionmoderately similar to ( 298)AT3G02300| Symbols:  | regulator of chromosome condensation (RCC1) family protein | chr3:461558-463936 FORWARDnot assigned not assigned not assigned ATS1	cell.division	31_2

CUST_11423_PI403524517	2	5.788803E-4	0.13452053	-5.788803E-4	-0.010884285	-0.17998981	0.024916649	35_3242	"Cluster: OSJNBa0060D06.17 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0060D06.17 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XPM7	"CHR3V7|COORD:15417076..15418687| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G26240.1); similar to Os04g0653100 [Oryza sativa (japonica"	AT3G43520.1	CHR04V5|COORD:33093985..33091947|protein expressed protein	LOC_Os04g55930.1	" no descriptionvery weakly similar to (94.7)AT3G43520| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G26240.1); similar to Os04g0653100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001054104.1); similar to transmembrane protein 14C [Argas monolakensis] (GB:ABI52790.1); similar to Os03g0568500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001050510.1); contains InterPro domain Protein of unknown function UPF0136, Transmembrane; (InterPro:IPR005349) | chr3:15417076-15418687 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TMEM14 PRK07764 PRK08853 Extensin_2 Tymo_45kd_70kd DUF1421 PRK12323 Atrophin-1 COG5548 PRK07003 DUF1509 PRK05648 "	not assigned.unknown	35_2

CUST_99712_PI403524517	2	0.019376755	-0.019376755	0.11124039	-0.2020011	0.03609848	-0.039235115	35_28462	Rep: Meiotic recombination 11 - Aegilops tauschii (Tausch's goatgrass) (Aegilops squarrosa)	UniRef90_Q4GX57	"CHR5V7|COORD:22049928..22054975| MRE11 (MEIOTIC RECOMBINATION 11); protein serine/threonine phosphatase"	AT5G54260.1	CHR04V5|COORD:32123521..32129380|protein double-strand break repair protein MRE11, putative, expressed	LOC_Os04g54340.1	"no descriptionmoderately similar to ( 247)AT5G54260| Symbols: MRE11 | MRE11 (MEIOTIC RECOMBINATION 11); protein serine/threonine phosphatase | chr5:22049928-22054975 FORWARDnot assigned Mre11_DNA_bind"	DNA.synthesis/chromatin structure	28_1

CUST_2613_PI404877155	2	0.13059616	-0.2683239	-0.08701038	-0.0059890747	0.005988121	0.11055374	Contig13037_at	unnamed protein product [Oryza sativa (japonica cultivar-group)]	NP_913403.1	vacuolar ATP synthase subunit E / V-ATPase E subunit / vacuolar proton pump E subunit (VATE)	At4g11150.1	protein ATP synthase (E/31 kDa) subunit	Os01g12260	"VHA-E3;VACUOLAR H+-ATPASE SUBUNIT E ISOFORM 3;vacuolar ATP synthase subunit E, putative / V-ATPase E subunit, putative / vacuolar proton pump E subunit, putative, similar to SP:Q39258 Vacuolar ATP synthase subunit E (EC 3.6.3.14) (V-ATPase E subunit) (Vac"	transport.p- and v-ATPases	34_1

CUST_102441_PI403524517	2	0.054634094	0.14381218	-0.0049028397	-0.15559196	-0.074653625	0.0049037933	35_29224	Rep: VMP3 protein - Volvox carteri f. nagariensis	UniRef90_Q948Y7	CHR4V7|COORD:7758606..7760888| leucine-rich repeat family protein / extensin family protein	AT4G13340.1	CHR09V5|COORD:22896708..22902150|protein beta-1,4-mannan synthase, putative, expressed	LOC_Os09g39920.1	no description	not assigned.unknown	35_2

CUST_127297_PI403524517	2	0.08392525	-1.2007761	-0.1610632	0.073931694	0.038229942	-0.038229942	35_35808	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_41208_PI403524517	2	0.10830736	-0.019479275	0.019479752	0.09209156	-0.027834415	-0.32805634	35_11844	"Cluster: 37 kDa inner envelope membrane protein, chloroplast, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: 37 kDa inner envelope membra"	UniRef90_Q2QM70	"CHR3V7|COORD:23426791..23427977| APG1 (ALBINO OR PALE GREEN MUTANT 1); methyltransferase"	AT3G63410.1	CHR12V5|COORD:26069937..26067452|protein inner envelope membrane protein, chloroplast precursor, putative, expressed	LOC_Os12g42090.3	" no descriptionweakly similar to ( 183)AT3G63410| Symbols: VTE3, APG1 | APG1 (ALBINO OR PALE GREEN MUTANT 1); methyltransferase | chr3:23426791-23427977 REVERSEweakly similar to ( 178)IN37_SPIOL37 kDa inner envelope membrane protein, chloroplast precursor - Spinacia oleracea (Spinach)not assigned UbiE Methyltransf_11 ubiE Ubie_methyltran PRK08317 Methyltransf_12 Cfa "	secondary metabolism.isoprenoids.tocopherol biosynthesis.MPBQ/MSBQ methyltransferase	16_1_3_3

CUST_143331_PI403524517	2	0.0213871	-0.021388054	0.033789635	-0.13065529	0.20216846	-0.13709354	35_40159	"Cluster: Putative transcriptional coactivator; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative transcriptional coactivator - Oryza sativa (japonica cu"	UniRef90_Q7EY69	CHR5V7|COORD:14999035..15001208| RNA and export factor-binding protein, putative	AT5G37720.2	CHR08V5|COORD:20450654..20445872|protein THO complex subunit 4, putative, expressed	LOC_Os08g33120.2	no descriptionnot assigned	not assigned.unknown	35_2

CUST_63191_PI403524517	2	0.3716836	0.2309823	0.005962372	-0.005962372	-0.13342428	-0.11865568	35_18032	"Cluster: Os05g0575300 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0575300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DFR3	CHR1V7|COORD:5885376..5890158| translation initiation factor IF-2, chloroplast, putative	AT1G17220.1	CHR05V5|COORD:28571458..28578090|protein translation initiation factor IF-2, chloroplast precursor, putative, expressed	LOC_Os05g49970.2	 no descriptionhighly similar to ( 697)AT1G17220| Symbols:  | translation initiation factor IF-2, chloroplast, putative | chr1:5885376-5890158 FORWARDhighly similar to ( 675)IF2C_PHAVUTranslation initiation factor IF-2, chloroplast precursor - Phaseolus vulgaris (Kidney bean) (French bean)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned infB InfB infB IF2_eIF5B PRK04004 GTP_EFTU IF2_mtIF2_II GTP_translation_factor IF2_IF5B_II PRK05433 FusA LepA SelB SelB LepA TypA PRK12740 EF_Tu TypA_BipA TufB SelB_euk tufA TetM_like Ras_like_GTPase PRK00049 PRK04000 PRK12736 PRK12735 EF-G_bact Era_like EF2 PRK10512 PRK12317 PRK07560 EF-G Snu114p eIF2_gamma GCD11 Era Era PRK10218 era engA GTPBP1 TEF1 PrfC PRK12739 EngA2 COG1160 CysN_ATPS RF3 EF1_alpha COG2229 PRK00007 CysN prfC ThdF engA PRK05506 cysN GTPBP1_like EngA1 HflX MMR_HSR1 HflX COG1100 	protein.synthesis.initiation	29_2_3

CUST_6888_PI399408534	2	0.008365631	0.3628235	0.08251953	-0.102954865	-0.08730316	-0.008365631	35_49623	Rep: Pre-mRNA processing factor - Triticum aestivum (Wheat)	UniRef90_Q2QKC3	CHR4V7|COORD:15306989..15308070| SRZ-22 (serine/arginine-rich 22)	AT4G31580.1	CHR02V5|COORD:33540669..33535992|protein splicing factor, arginine/serine-rich 7, putative, expressed	LOC_Os02g54770.2	 no descriptionvery weakly similar to (62.4)AT2G24590| Symbols:  | splicing factor, putative | chr2:10456916-10457939 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned DUF1777 	RNA.processing.splicing	27_1_1

CUST_62740_PI403524517	2	0.027576447	0.07361984	-0.043676376	-0.027575493	0.14989758	-0.12691498	35_17885	Rep: H0820C10.4 protein - Oryza sativa (Rice)	UniRef90_Q01MP4	"CHR2V7|COORD:17779081..17780777| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G58670.2); similar to OSJNBb0040D15.1 [Oryza sativa (japonica"	AT2G42670.1	CHR04V5|COORD:3568776..3562468|protein cupin, RmlC-type, putative, expressed	LOC_Os04g06790.2	" no descriptionweakly similar to ( 151)AT3G58670| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G42670.1); similar to OSJNBb0040D15.1 [Oryza sativa (japonica cultivar-group)] (GB:CAE04411.2); similar to Os04g0151900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001052116.1); similar to H0820C10.4 [Oryza sativa (indica cultivar-group)] (GB:CAH65971.1); contains InterPro domain Protein of unknown function DUF1637; (InterPro:IPR012864); contains InterPro domain Cupin, RmlC-type; (InterPro:IPR011051) | chr3:21714670-21716291 REVERSEnot assigned DUF1637 "	not assigned.unknown	35_2

CUST_119863_PI403524517	2	-1.6941376	0.54626846	0.039373398	-0.10641289	-8.31604E-4	8.3065033E-4	35_33901	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_34914_PI403524517	2	0.146801	-0.08193302	-0.008876801	0.008876801	-0.081189156	0.08019543	35_10063	0	0	CHR1V7|COORD:5745516..5755256| tRNA-splicing endonuclease positive effector-related	AT1G16800.1	0	0	no description	not assigned.unknown	35_2

CUST_151151_PI403524517	2	-0.21477318	0.3307705	0.15300941	0.09297371	-0.150846	-0.09297371	35_42273	"Cluster: Putative ABC transporter; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative ABC transporter - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5JJV5	CHR4V7|COORD:18489214..18496756| PXA1 (PEROXISOMAL ABC TRANSPORTER 1)	AT4G39850.1	CHR01V5|COORD:42928018..42939281|protein PXA1, putative, expressed	LOC_Os01g73530.1	 no descriptionmoderately similar to ( 332)AT4G39850| Symbols: PED3, CTS, PXA1 | PXA1 (PEROXISOMAL ABC TRANSPORTER 1) | chr4:18489214-18496756 FORWARDnot assigned not assigned not assigned ABC_membrane_2 COG4178 ABCD_peroxisomal_ALDP 	transport.ABC transporters and multidrug resistance systems	34_16

CUST_65310_PI403524517	2	0.15041637	0.3294363	0.03460312	-0.07371044	-0.07137966	-0.034604073	35_18649	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q75J22	CHR3V7|COORD:1389609..1391468| transmembrane protein, putative	AT3G05010.1	CHR03V5|COORD:31162675..31159621|protein expressed protein	LOC_Os03g54920.1	 no descriptionmoderately similar to ( 339)AT3G05010| Symbols:  | transmembrane protein, putative | chr3:1389609-1391468 FORWARDnot assigned 	not assigned.no ontology	35_1

CUST_9125_PI403524517	2	0.014881134	0.25787354	-0.0037555695	0.0037546158	-0.018815994	-0.120324135	35_2558	"Cluster: Os04g0513000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os04g0513000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JBS2	"CHR4V7|COORD:7668288..7669162| similar to COG0840: Methyl-accepting chemotaxis protein [Nostoc punctiforme PCC 73102] (GB:ZP_00112432.1); similar to Os04g051300"	AT4G13200.1	CHR04V5|COORD:25418160..25420329|protein expressed protein	LOC_Os04g43350.1	no description	not assigned.unknown	35_2

CUST_17798_PI404877155	2	-0.42312527	0.00412941	-0.0041303635	0.37202644	-0.041047096	0.026399612	HV12L19u_at	serine/threonine kinase receptor precursor-like protein [Oryza sativa (japonica cultivar-group)] dbj|BAD31721.1| serine/threonine kinase rec	NP_910776.1	protein kinase family protein	At4g23190.1	protein Protein kinase domain, putative	Os07g35330	protein kinase family protein, contains Pfam domain PF00069: Protein kinase domain	signalling.receptor kinases.DUF 26	30_2_17

CUST_71378_PI403524517	2	0.090200424	-0.28219414	-0.6248493	-0.03400612	0.13013935	0.03400612	35_20449	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_14000_PI399408534	2	0.26504135	0.30290222	0.06904125	-0.28223324	-0.069042206	-0.11801338	35_2162	"Cluster: OSJNBa0005N02.3 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0005N02.3 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XSA2	CHR1V7|COORD:17889953..17895560| AGO1 (ARGONAUTE 1)	AT1G48410.2	CHR04V5|COORD:28222521..28207417|protein PINHEAD protein, putative, expressed	LOC_Os04g47870.2	no descriptionhighly similar to ( 520)AT1G48410| Symbols: AGO1 | AGO1 (ARGONAUTE 1) | chr1:17889953-17895560 REVERSEnot assigned not assigned Piwi_ago-like Piwi Piwi_piwi-like_Euk Piwi-like	RNA.regulation of transcription.Argonaute	27_3_36

CUST_150125_PI403524517	2	0.22981024	0.6355734	0.078231335	-0.078231335	-0.15451002	-0.297338	35_41998	0	0	"CHR4V7|COORD:18215820..18217320| RD19 (RESPONSIVE TO DEHYDRATION 19); cysteine-type peptidase"	AT4G39090.1	CHR02V5|COORD:15885668..15889425|protein cysteine proteinase 1 precursor, putative, expressed	LOC_Os02g27030.1	no description	not assigned.unknown	35_2

CUST_15478_PI403524517	2	0.024598122	-0.6115866	-6.1893463E-4	6.1893463E-4	-0.008617401	0.057499886	35_4466	"Cluster: SNELIPTRC, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: SNELIPTRC, putative, expressed - Oryza sativa (japonica cultivar-group"	UniRef90_Q2RA30	CHR1V7|COORD:10016419..10017828| SYP61 (SYNTAXIN OF PLANTS 61)	AT1G28490.1	CHR11V5|COORD:3286709..3289469|protein SYP61, putative, expressed	LOC_Os11g06740.1	 no descriptionmoderately similar to ( 259)AT1G28490| Symbols: ATSYP61, OSM1, SYP61 | SYP61 (SYNTAXIN OF PLANTS 61) | chr1:10016620-10017828 FORWARDnot assigned Syntaxin-6_N 	cell. vesicle transport	31_4

CUST_38541_PI403524517	2	-0.13188362	0.0018377304	0.7397156	0.37577438	-0.0018377304	-0.15491056	35_11089	"Cluster: Putative AP2-domain DRE binding factor DBF1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative AP2-domain DRE binding factor DBF1 - Oryza sativ"	UniRef90_Q67VY1	0	0	CHR06V5|COORD:6305662..6303589|protein transcription factor DRE-binding factor 2, putative, expressed	LOC_Os06g11860.1	no description	not assigned.unknown	35_2

CUST_79542_PI403524517	2	0.39893198	0.29491234	0.015096664	-0.20507717	-0.015097141	-0.17286777	35_22815	"Cluster: Enoyl CoA hydratase-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Enoyl CoA hydratase-like protein - Oryza sativa (japonica cultivar-g"	UniRef90_Q8RUL6	"CHR5V7|COORD:17385175..17386341| ATDCI1 (DELTA(3,5),DELTA(2,4)-DIENOYL-COA ISOMERASE 1); delta3,5-delta2,4-dienoyl-CoA isomerase/ enoyl-CoA"	AT5G43280.1	CHR01V5|COORD:40890379..40893278|protein delta3,5-delta2,4-dienoyl-CoA isomerase, mitochondrial precursor, putative, expressed	LOC_Os01g70090.1	 no descriptionvery weakly similar to (63.9)AT5G43280| Symbols: ATDCI1 | ATDCI1 (DELTA(3,5),DELTA(2,4)-DIENOYL-COA ISOMERASE 1) | chr5:17385175-17385978 FORWARDnot assigned PRK07629 PRK07509 PRK07511 PRK06142 CaiD PRK08139 PRK08150 PRK06190 PRK07510 PRK08260 PRK07468 PRK07817 PRK08290 PRK06563 PRK08259 	amino acid metabolism.degradation.aspartate family.lysine	13_2_3_5

CUST_180188_PI403524517	2	0.013167381	-0.35278463	1.4305115E-4	-1.4400482E-4	0.04676056	-0.31585503	35_50111	"Cluster: Exonuclease family protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Exonuclease family protein, putative, expressed - Ory"	UniRef90_Q2QWN8	CHR5V7|COORD:8979764..8982727| exonuclease family protein	AT5G25800.1	CHR12V5|COORD:4468455..4474419|protein exonuclease, putative, expressed	LOC_Os12g08740.3	no descriptionmoderately similar to ( 236)AT5G25800| Symbols:  | exonuclease family protein | chr5:8979764-8982727 REVERSEnot assigned not assigned EXOIII Exonuc_X-T	DNA.unspecified	28_99

CUST_32506_PI403524517	2	0.07014465	-0.4018898	-0.26027012	-0.069291115	0.13605118	0.06929016	35_9372	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_118185_PI403524517	2	-0.04181862	0.14633465	0.055178642	-0.06407261	0.04181862	-0.05349064	35_33469	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_33342_PI403524517	2	-0.04557228	-0.4031353	0.045571327	0.53677845	0.6709604	-0.1044817	35_9615	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_118605_PI403524517	2	0.08852768	0.29017735	0.0046892166	-0.08134556	-0.09908104	-0.0046901703	35_33577	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_71887_PI403524517	2	0.02600956	-0.2615881	-0.026008606	0.08658409	-0.13426971	0.1881609	35_20609	"Cluster: Putative extensin; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative extensin - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5Z8W0	CHR4V7|COORD:7758606..7760888| leucine-rich repeat family protein / extensin family protein	AT4G13340.1	CHR06V5|COORD:29753547..29755379|protein LRX2, putative, expressed	LOC_Os06g49100.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Extensin_2 Atrophin-1 Drf_FH1 PRK07003 DUF1421 PRK12323 PRK07764 GRASP55_65 PRK05648 Tymo_45kd_70kd Herpes_BLLF1 APC_basic HPC2 SSDP DUF605 Chon_Sulph_att Pneumo_att_G CITED Prog_receptor Herpes_TAF50 Totivirus_coat TT_ORF1 FAP Herpes_UL32 Syndecan PRK08853 ETS_PEA3_N RPH3A_effector CTF_NFI PRK10263 PRK09111	not assigned.unknown	35_2

CUST_18393_PI403524517	2	-0.025867462	0.14000797	-0.014919281	-0.07967663	0.014920235	0.12839031	35_5317	"Cluster: Hypothetical protein B1172G12.18; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1172G12.18 - Oryza sativa (japonica cultivar-g"	UniRef90_Q69K62	"CHR4V7|COORD:9274813..9276078| similar to Os06g0198700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001057061.1); contains domain NITRATE, FROMATE,"	AT4G16444.1	CHR06V5|COORD:5007202..5009735|protein expressed protein	LOC_Os06g09840.1	" no descriptionweakly similar to ( 116)AT4G16444| Symbols:  | similar to Os06g0198700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001057061.1); contains domain NITRATE, FROMATE, IRON DEHYDROGENASE (PTHR11615); contains domain gb def: Hypothetical protein (PTHR11615:SF3) | chr4:9274813-9276078 REVERSE"	not assigned.unknown	35_2

CUST_188_PI399407379	2	-0.42391968	0.05112171	0.09041977	0.023319244	-0.023319244	-0.09967041	HvABI1f									

CUST_47121_PI403524517	2	0.038020134	0.2867756	-0.03801918	-0.21096706	0.2469778	-0.18105888	35_13493	"Cluster: Hypothetical protein OSJNBa0058I18.5; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0058I18.5 - Oryza sativa (japonica cu"	UniRef90_Q69S50	CHR5V7|COORD:9878995..9881810| pectinesterase family protein	AT5G27870.1	CHR07V5|COORD:22109093..22112009|protein expressed protein	LOC_Os07g36930.1	no description	not assigned.unknown	35_2

CUST_107021_PI403524517	2	0.05177498	0.4996109	-0.0517745	-0.10789776	-0.5009222	0.20477962	35_30457	Rep: H0112G12.4 protein - Oryza sativa (Rice)	UniRef90_Q01JL6	"CHR3V7|COORD:4411941..4419327| MAPKKK7 (MAP3K EPSILON PROTEIN KINASE); kinase"	AT3G13530.1	CHR04V5|COORD:33500162..33488354|protein MAPKKK7, putative, expressed	LOC_Os04g56530.1	no description	not assigned.unknown	35_2

CUST_55846_PI403524517	2	0.0042915344	0.07608414	-0.13356686	0.21751595	-0.0042915344	-0.044236183	35_15895	"Cluster: Os03g0854800 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os03g0854800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DLN4	CHR1V7|COORD:11613407..11615874| RCD1 (RADICAL-INDUCED CELL DEATH1)	AT1G32230.1	CHR03V5|COORD:35946473..35940852|protein RCD1, putative, expressed	LOC_Os03g63770.6	 no descriptionweakly similar to ( 141)AT1G32230| Symbols: CEO, ATP8, CEO1, RCD1 | RCD1 (RADICAL-INDUCED CELL DEATH1) | chr1:11613407-11615874 FORWARD	not assigned.no ontology	35_1

CUST_29634_PI403524517	2	0.3835354	-0.68682766	-0.21328926	0.4537754	0.10834885	-0.10834885	35_8559	"Cluster: Hypothetical protein P0643F09.2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0643F09.2 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6K6C3	CHR2V7|COORD:10070387..10070890| YCF37 (Arabidopsis homolog of Synechocystis YCF37)	AT2G23670.1	CHR02V5|COORD:34919502..34920403|protein expressed protein	LOC_Os02g57020.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07764 PRK12678 PRK12323 PRK06958 TT_ORF1 Extensin_2 Totivirus_coat Drf_FH1 DUF1421 PRK05648 Atrophin-1 Tymo_45kd_70kd PRK07003 GRP DUF1509 PRK11634 HpaP PRK00708 AF-4 MCPVI DM6 FAP DUF1431 PRK10819	not assigned.unknown	35_2

CUST_153445_PI403524517	2	-0.08404255	-0.048832893	0.12366009	-0.03357792	0.03357792	0.14869595	35_42885	"Cluster: Putative Pib; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Pib - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5Z5Z4		0	CHR06V5|COORD:22374920..22374264|protein resistance protein, putative	LOC_Os06g37810.1	no description	not assigned.unknown	35_2

CUST_2122_PI399408534	2	0.14983559	0.10393143	0.029903412	-0.13389015	-0.08087349	-0.029903412	35_5226	Rep: Histone deacetylase - Zea mays (Maize)	UniRef90_Q9ZTP8	"CHR5V7|COORD:25333060..25335453| HDA6 (HISTONE DEACETYLASE 6); histone deacetylase"	AT5G63110.1	CHR08V5|COORD:15421296..15426307|protein histone deacetylase, putative, expressed	LOC_Os08g25570.1	" no descriptionmoderately similar to ( 404)AT5G63110| Symbols: CAT1, AXE1, ATHDA6, RTS1, RPD3B, HDA6 | HDA6 (HISTONE DEACETYLASE 6); histone deacetylase | chr5:25333060-25335453 REVERSEmoderately similar to ( 355)HDAC_MAIZEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned Hist_deacetyl AcuC Herpes_BLLF1 "	RNA.regulation of transcription.HDA	27_3_55

CUST_107566_PI403524517	2	0.04740715	-0.08483505	-0.07813454	0.006772995	-0.0067749023	0.101615906	35_30609	Rep: Putative FtsH protease - Triticum monococcum (Einkorn wheat) (Small spelt)	UniRef90_Q2LGZ9	"CHR2V7|COORD:11139017..11142204| FTSH4 (FtsH protease 4); ATP-dependent peptidase/ ATPase/ metallopeptidase"	AT2G26140.1	CHR01V5|COORD:22409103..22415230|protein OsFtsH5 - Oryza sativa FtsH protease, homologue of AtFtsH4, expressed	LOC_Os01g39260.1	" no descriptionweakly similar to ( 184)AT2G26140| Symbols: FTSH4 | FTSH4 (FtsH protease 4); ATP-dependent peptidase/ ATPase/ metallopeptidase | chr2:11139017-11142204 REVERSEvery weakly similar to (84.7)FTSH_CAPANCell division protease ftsH homolog, chloroplast precursor - Capsicum annuum (Bell pepper)not assigned not assigned not assigned Peptidase_M41 HflB hflB H4 "	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_92116_PI403524517	2	0.12532806	-0.4743538	-0.03032589	-0.08876705	0.034231186	0.03032589	35_26341	"Cluster: Os09g0244100 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os09g0244100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J397	0	0	CHR11V5|COORD:24560844..24556670|protein transposon protein, putative, CACTA, En/Spm sub-class	LOC_Os11g41730.1	no description	not assigned.unknown	35_2

CUST_27033_PI403524517	2	0.025979996	-0.31373692	-0.06931114	0.15172958	0.20766449	-0.025979996	35_7830	"Cluster: Os02g0225300 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0225300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E2N4	CHR5V7|COORD:21499555..21500868| similar to Os02g0225300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001046340.1)	AT5G52980.1	CHR02V5|COORD:7034862..7032298|protein expressed protein	LOC_Os02g13200.1	no descriptionweakly similar to ( 167)AT5G52980| Symbols:  | similar to Os02g0225300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001046340.1) | chr5:21499555-21500868 REVERSE	not assigned.unknown	35_2

CUST_113718_PI403524517	2	-0.094379425	1.1350298	0.76820517	-0.52329254	-0.043701172	0.043701172	35_32275	"Cluster: Os09g0566500 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os09g0566500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IZJ5		0	CHR09V5|COORD:22607879..22598493|protein CTR1-like protein kinase, putative, expressed	LOC_Os09g39320.1	no description	not assigned.unknown	35_2

CUST_26802_PI403524517	2	-1.2651606	-0.35720253	1.037715	0.35720253	0.74185467	-0.6744242	35_7769	Rep: Fatty acid alpha-oxidase - Oryza sativa (Rice)	UniRef90_Q9M5J1	CHR1V7|COORD:27707882..27711078| pathogen-responsive alpha-dioxygenase, putative	AT1G73680.1	CHR12V5|COORD:15337803..15327444|protein alpha-DOX2, putative, expressed	LOC_Os12g26290.4	 no descriptionmoderately similar to ( 281)AT1G73680| Symbols:  | pathogen-responsive alpha-dioxygenase, putative | chr1:27707882-27711078 REVERSEnot assigned An_peroxidase 	stress.abiotic	20_2

CUST_134251_PI403524517	2	-0.0031633377	0.50728226	0.0031633377	-0.14126968	0.06328583	-0.03962326	35_37673	"Cluster: Putative leucine-rich repeat/extensin 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative leucine-rich repeat/extensin 1 - Oryza sativa (japon"	UniRef90_Q5VR46	CHR4V7|COORD:7758606..7760888| leucine-rich repeat family protein / extensin family protein	AT4G13340.1	CHR01V5|COORD:4178236..4175962|protein protein binding protein, putative, expressed	LOC_Os01g08470.1	no description	not assigned.unknown	35_2

CUST_76333_PI403524517	2	-0.020124435	0.32653236	0.110155106	-0.012832642	-0.12727642	0.012833595	35_21884	"Cluster: RNA recognition motif (RRM)-containing protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: RNA recognition motif (RRM)-containing protein-li"	UniRef90_Q69VQ4	CHR4V7|COORD:7462694..7467627| RNA recognition motif (RRM)-containing protein	AT4G12640.1	CHR09V5|COORD:7299555..7292011|protein RNA binding protein, putative, expressed	LOC_Os09g12730.2	no description	not assigned.unknown	35_2

CUST_25956_PI403524517	2	0.124438286	-0.5564308	-0.042876244	0.019454002	0.025671005	-0.019454002	35_7521	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_34564_PI403524517	2	-0.042614937	0.29643822	0.07605839	0.019901276	-0.028090477	-0.01990223	35_9966	"Cluster: Serine/threonine protein kinase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Serine/threonine protein kinase-like - Oryza sativa (japonica cu"	UniRef90_Q69U57	CHR4V7|COORD:16946734..16950410| protein kinase family protein	AT4G35780.1	CHR08V5|COORD:173103..165703|protein serine/threonine-protein kinase CTR1, putative, expressed	LOC_Os08g01270.1	no descriptionweakly similar to ( 190)AT4G35780| Symbols:  | protein kinase family protein | chr4:16946734-16950410 REVERSEvery weakly similar to (73.9)M2K1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TyrKc Pkinase_Tyr PTKc S_TKc S_TKc PTKc_Src_like PTKc_Frk_like Pkinase PTKc_Tec_like PTKc_Srm_Brk PTKc_Fes_like PTKc_Syk_like PTKc_FGFR PTKc_FAK PTKc_Tie2 PTKc_Fyn_Yrk PTKc_Csk_like PTKc_Yes PTKc_EGFR_like PTKc_Fer PTKc_Abl PTKc_EphR PTKc_Itk PTKc_Tie1 PTKc_Lck_Blk PTKc_Fes PTKc_Lyn PTKc_Tie PTKc_Src PTKc_Btk_Bmx PTKc_VEGFR PTKc_Tec_Rlk PTKc_PDGFR_beta PTKc_Csk PTKc_PDGFR PTKc_RET PTKc_Syk PTKc_Chk PTKc_Hck PTK_Ryk PTKc_VEGFR2 PTKc_EphR_A2 PTKc_VEGFR3 PTKc_Kit PTKc_InsR_like PTKc_FGFR4 PTKc_Ack_like PTKc_FGFR2 PTKc_EGFR PTKc_EphR_A PTKc_Zap-70 PTKc_Met_Ron PTKc_FGFR3 PTKc_Ror PTKc_EphR_B PTKc_FGFR1 PTKc_Musk PTKc_Axl_like PTKc_Trk PTKc_CSF-1R PTKc_DDR PTKc_HER2 PTKc_InsR PTKc_IGF-1R PTKc_PDGFR_alpha PTK_HER3 PTKc_c-ros PTKc_HER4 PTKc_ALK_LTK PTKc_Jak_rpt2 PTKc_Axl PTK_CCK4 PTKc_TrkA PTKc_Ror1 PTKc_Tyro3 PTKc_Jak2_Jak3_rpt2 PTKc_TrkC PTKc_Tyk2_rpt2 PTKc_DDR1 PTKc_TrkB PTKc_EphR_A10 PTKc_Jak1_rpt2 PTKc_DDR2 PTKc_Ror2 SPS1 PTKc_DDR_like PTKc_Aatyk1_Aatyk3 PTKc_Aatyk PTK_Jak_rpt1 PTKc_Aatyk2 KIND	protein.postranslational modification	29_4

CUST_177557_PI403524517	2	0.24930668	-0.102451324	-0.057289124	-0.00954628	0.097699165	0.009545326	35_49389	"Cluster: Putative hydroxyproline-rich glycoprotein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative hydroxyproline-rich glycoprotein - Oryza sativa"	UniRef90_Q8RV00	CHR5V7|COORD:5144901..5146300| pollen Ole e 1 allergen and extensin family protein	AT5G15780.1	CHR10V5|COORD:7295642..7294500|protein expressed protein	LOC_Os10g13850.1	no description	not assigned.unknown	35_2

CUST_172102_PI403524517	2	-0.054528236	0.054528713	-0.13850117	0.11400795	-0.124560356	0.14553261	35_47942	"Cluster: Ubiquitin-conjugating enzyme E2-17 kDa 1; n=8; Magnoliophyta|Rep: Ubiquitin-conjugating enzyme E2-17 kDa 1 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_P25865	"CHR1V7|COORD:4927289..4928131| UBC1 (UBIQUITIN CARRIER PROTEIN 1); ubiquitin-protein ligase"	AT1G14400.1	CHR07V5|COORD:3592193..3584407|protein ubiquitin-conjugating enzyme E2-17 kDa, putative, expressed	LOC_Os07g07240.1	" no descriptionmoderately similar to ( 250)AT1G14400| Symbols: ATUBC1, UBC1 | UBC1 (UBIQUITIN CARRIER PROTEIN 1); ubiquitin-protein ligase | chr1:4927289-4928131 REVERSEmoderately similar to ( 263)UBC2_WHEATUbiquitin-conjugating enzyme E2-17 kDa - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG5078 UQ_con UBCc UBCc "	protein.degradation.ubiquitin.E2	29_5_11_3

CUST_10076_PI404877155	2	0.031004906	0.19124508	0.024760246	-0.096624374	-0.09511757	-0.024760246	Contig3802_at	putative NADH dehydrogenase (ubiquinone) chain PSST precursor [Oryza sativa (japonica cultivar-group)] dbj|BAB84415.1| putative NADH2 dehydr	NP_916686.1	NADH-ubiquinone oxidoreductase 20 kDa subunit, mitochondrial	At5g11770.1	protein NADH dehydrogenase subunit 10	Os05g45730	putative NADH dehydrogenase (ubiquinone) chain PSST precursor	mitochondrial electron transport / ATP synthesis.NADH-DH.localisation not clear	9_1_2

CUST_153251_PI403524517	2	0.05647564	0.47774124	-0.052757263	-0.38593197	0.052757263	-0.38440752	35_42832	"Cluster: Fumarate reductase/succinate dehydrogenase flavoprotein domain protein; n=1; Anaeromyxobacter sp. Fw109-5|Rep: Fumarate reductase/succinate dehydrogena"	UniRef90_A1I3L4	CHR2V7|COORD:6406761..6407291| AGP9 (ARABINOGALACTAN PROTEIN 9)	AT2G14890.2	CHR01V5|COORD:42602391..42607415|protein serine/arginine repetitive matrix protein 1, putative, expressed	LOC_Os01g72890.2	no descriptionPRK12323 PRK07764	not assigned.unknown	35_2

CUST_49816_PI403524517	2	0.13788795	-0.36150312	-0.16583157	0.024118423	0.07820892	-0.024118423	35_14223	"Cluster: Putaive mitochondrial inner membrane protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putaive mitochondrial inner membrane protein - Oryza sat"	UniRef90_Q9FWD5	"CHR1V7|COORD:6027716..6028279| ATTIM23-1 (TRANSLOCASE OF INNER MITOCHONDRIAL MEMBRANE 23); protein translocase"	AT1G17530.1	CHR10V5|COORD:19766854..19765824|protein mitochondrial import inner membrane translocase subunit tim23, putative, expressed	LOC_Os10g37530.1	"no descriptionweakly similar to ( 160)AT1G72750| Symbols: ATTIM23-2 | ATTIM23-2 (Arabidopsis thaliana translocase inner membrane subunit 23-2); protein translocase | chr1:27387239-27387805 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Tim17 TIM22 PRK07003 PRK12323 Herpes_BLLF1 PRK05648"	protein.targeting.mitochondria	29_3_2

CUST_68723_PI403524517	2	0.41201115	0.099662304	0.018595219	-0.14286757	-0.1827631	-0.018594742	35_19661	"Cluster: Putative sister-chromatide cohesion protein; n=2; Arabidopsis thaliana|Rep: Putative sister-chromatide cohesion protein - Arabidopsis thaliana (Mouse-e"	UniRef90_Q8LFH0	"CHR2V7|COORD:19638493..19643865| SCC3 (sister-chromatide cohesion protein 3); binding"	AT2G47980.1	CHR05V5|COORD:5403657..5412441|protein sister-chromatide cohesion protein, putative, expressed	LOC_Os05g09620.1	"no descriptionmoderately similar to ( 395)AT2G47980| Symbols: SCC3 | SCC3 (sister-chromatide cohesion protein 3); binding | chr2:19638493-19643865 FORWARDnot assigned STAG IRR1"	not assigned.unknown	35_2

CUST_31438_PI403524517	2	-0.03408575	-0.07389784	0.117182255	0.10850811	0.03366232	-0.03366232	35_9075	"Cluster: Os06g0129000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0129000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DEY2	"CHR5V7|COORD:21217391..21218767| similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:BAD44788.1); contains domain"	AT5G52180.1	CHR06V5|COORD:1529111..1530683|protein expressed protein	LOC_Os06g03820.1	" no descriptionvery weakly similar to (69.3)AT5G52180| Symbols:  | similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:BAD44788.1); contains domain Photosystem II reaction centre subunit H, transmembrane region (SSF81490) | chr5:21217391-21218767 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TT_ORF1 PRK12678 Atrophin-1 DUF1777 PRK12323 PRK07764 Tymo_45kd_70kd Protamine_P1 "	not assigned.unknown	35_2

CUST_8523_PI404877155	2	0.6815119	-2.1255178	-0.6815119	1.3366003	0.9814844	-0.7274265	Contig25177_at	Chlorophyll a-b binding protein 3C, chloroplast precursor (LHCII type I CAB-3C) (LHCP) pir||CDTO3C chlorophyll a/b-binding protein 3C precur	P07369	chlorophyll A-B binding protein / LHCII type I (LHB1B2)	At2g34420.1	protein Chlorophyll A-B binding protein, putative	Os01g52240	Chlorophyll A-B binding protein 91R, chloroplast	PS.lightreaction.photosystem II.LHC-II	1_01_01_01

CUST_19770_PI399408534	2	-0.1543274	-0.1540041	1.3307333	0.1540041	0.58175564	-0.525939	35_44315	Rep: Allene oxide synthase - Hordeum vulgare (Barley)	UniRef90_Q9M4C7	"CHR5V7|COORD:17115031..17116587| AOS (ALLENE OXIDE SYNTHASE); hydro-lyase/ oxygen binding"	AT5G42650.1	CHR03V5|COORD:6587692..6589713|protein cytochrome P450 74A2, putative, expressed	LOC_Os03g12500.1	" no descriptionweakly similar to ( 139)AT5G42650| Symbols: CYP74A, AOS | AOS (ALLENE OXIDE SYNTHASE); hydro-lyase/ oxygen binding | chr5:17115031-17116587 REVERSEweakly similar to ( 176)C74A2_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07764 Herpes_BLLF1 Atrophin-1 Tymo_45kd_70kd HPC2 "	hormone metabolism.jasmonate.synthesis-degradation.allene oxidase synthase	17_7_1_3

CUST_127566_PI403524517	2	0.28240967	-0.014313698	-0.16759872	-0.08326149	0.014313698	0.018136024	35_35876	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_12909_PI404877155	2	0.087163925	0.2070713	-0.010428429	-0.03264141	-0.072626114	0.010429382	Contig6617_at	NAD-dependent isocitrate dehydrogenase [Nicotiana tabacum]	CAA74776.1	isocitrate dehydrogenase subunit 1 / NAD+ isocitrate dehydrogenase subunit 1	At4g35260.1	protein isocitrate dehydrogenase, NAD-dependent	Os02g38200	NAD-dependent isocitrate dehydrogenase	TCA / org. transformation.TCA.IDH	8_1_04

CUST_7657_PI403524517	2	0.263278	-0.56745815	-0.03668022	-0.0047597885	0.0047597885	0.10322952	35_2132	"Cluster: Cyclin, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Cyclin, putative, expressed - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10MI0	"CHR5|COORD:9445443..9450822| similar to cyclin-related [Arabidopsis thaliana] (TAIR:At2g41830.1); similar to cyclin-like protein [Oryza sativa (japonica"	AT5G26850.3	CHR03V5|COORD:10958311..10949596|protein expressed protein	LOC_Os03g19520.1	" no descriptionmoderately similar to ( 215)AT5G26850| Symbols:  | similar to cyclin-related [Arabidopsis thaliana] (TAIR:AT2G41830.1); similar to Os03g0308200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001049903.1); similar to cyclin, putative, expressed [Oryza sativa (japonica cultivar-group)] (GB:ABF95548.1); contains domain ARM repeat (SSF48371); contains domain UNCHARACTERIZED (PTHR12444) | chr5:9445953-9450587 FORWARDnot assigned "	not assigned.unknown	35_2

CUST_48576_PI403524517	2	0.11510086	0.037765503	-0.13628387	-0.037765503	-0.37590027	0.1658535	35_13874	"Cluster: Ubiquitin/60s ribosomal protein L40 fusion; n=14; Eukaryota|Rep: Ubiquitin/60s ribosomal protein L40 fusion - Ostreococcus tauri"	UniRef90_Q00Y36	"CHR5V7|COORD:6973317..6974465| UBQ4 (ubiquitin 4); protein binding"	AT5G20620.1	CHR06V5|COORD:28400733..28403579|protein polyubiquitin containing 7 ubiquitin monomers, putative, expressed	LOC_Os06g46770.3	"no descriptionmoderately similar to ( 367)AT5G03240| Symbols: UBQ3 | UBQ3 (POLYUBIQUITIN 3); protein binding | chr5:771975-772895 REVERSEweakly similar to ( 150)UBIQ_WHEATUbiquitin - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned Ubiquitin ubiquitin UBQ Nedd8 UBL AN1_N RAD23_N Scythe_N UBQ parkin_N Fubi GDX_N SF3a120_C NIRF_N ISG15_repeat2 UBI4 hPLIC_N"	protein.degradation.ubiquitin.ubiquitin	29_5_11_1

CUST_52337_PI403524517	2	-0.25385284	-0.45431805	-0.050667763	0.51854515	0.050667763	0.1605072	35_14914	Rep: Caffeic acid O-methyltransferase - Triticum aestivum (Wheat)	UniRef90_Q84N28	CHR5V7|COORD:21999301..22001393| ATOMT1 (O-METHYLTRANSFERASE 1)	AT5G54160.1	CHR08V5|COORD:3334615..3331407|protein quercetin 3-O-methyltransferase 1, putative, expressed	LOC_Os08g06100.1	 no descriptionmoderately similar to ( 353)AT5G54160| Symbols: OMT1, ATOMT1 | ATOMT1 (O-METHYLTRANSFERASE 1) | chr5:21999301-22001393 FORWARDmoderately similar to ( 437)COMT1_MAIZECaffeic acid 3-O-methyltransferase - Zea mays (Maize)not assigned not assigned not assigned not assigned Methyltransf_2 APC_basic PRK07003 Herpes_BLLF1 	secondary metabolism.phenylpropanoids.lignin biosynthesis.COMT	16_2_1_9

CUST_106137_PI403524517	2	-0.02654171	-0.067884445	0.026540756	0.085084915	0.11466217	-0.060358047	35_30212	"Cluster: Hypothetical protein OJ2055_H10.18; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ2055_H10.18 - Oryza sativa (japonica cultiv"	UniRef90_Q6K5Y3	"CHR2V7|COORD:7505260..7506078| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G24506.1); similar to conserved hypothetical protein [Medicago"	AT2G17240.1	CHR02V5|COORD:24236689..24234221|protein expressed protein	LOC_Os02g40040.1	"no descriptionvery weakly similar to (93.6)AT2G17240| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G24506.1); similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE77731.1) | chr2:7505260-7506078 FORWARD"	not assigned.unknown	35_2

CUST_17271_PI399408534	2	0.21118307	0.8252077	0.007844925	-0.015621185	-0.05171871	-0.007844925	35_30237	"Cluster: Putative S-adenosyl-L-methionine; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative S-adenosyl-L-methionine - Oryza sativa (japonica"	UniRef90_Q5Z4A0	"CHR1V7|COORD:6789157..6791699| JMT (JASMONIC ACID CARBOXYL METHYLTRANSFERASE); jasmonate O-methyltransferase"	AT1G19640.1	CHR06V5|COORD:12087594..12081448|protein jasmonate O-methyltransferase, putative, expressed	LOC_Os06g20920.1	"no descriptionvery weakly similar to (55.8)AT1G19640| Symbols: JMT | JMT (JASMONIC ACID CARBOXYL METHYLTRANSFERASE); jasmonate O-methyltransferase | chr1:6789157-6791699 REVERSEMethyltransf_7"	hormone metabolism.salicylic acid.synthesis-degradation	17_8_1

CUST_18617_PI404877155	2	-0.045146942	-0.301301	-0.14248848	0.07233429	0.119615555	0.045146942	HVSMEl0010A03r2_s_at	Asparagine synthetase [glutamine-hydrolyzing] (Glutamine-dependent asparagine synthetase) pir||T02978 asparagine synthase (glutamine-hydroly	P49094	asparagine synthetase 2 (ASN2)	At5g65010.1	protein asparagine synthase (glutamine-hydrolyzing), putative	Os03g18130	Asparagine synthetase	amino acid metabolism.aspartate family.asparagine.synthesis	13_1_3_1

CUST_69980_PI403524517	2	-0.45803595	-0.076631546	0.12861395	1.0462017	-0.2897439	0.07663107	35_20024	"Cluster: Putative equilibrative nucleoside transporter ENT8 splice variant; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative equilibrative nucleoside"	UniRef90_Q69S29	"CHR4V7|COORD:2632884..2634822| FUR1 (FUDR RESISTANT 1); nucleoside transporter"	AT4G05120.1	CHR07V5|COORD:22232942..22229314|protein nucleoside transporter, putative, expressed	LOC_Os07g37100.1	" no descriptionhighly similar to ( 531)AT4G05120| Symbols: ENT3, FUR1, FLUOROURIDINE INSENSITIVE 1 | FUR1 (FUDR RESISTANT 1); nucleoside transporter | chr4:2632884-2634822 REVERSEnot assigned not assigned Nucleoside_tran "	transport.unspecified cations	34_14

CUST_46696_PI403524517	2	0.68929243	0.07609177	0.024409771	-0.23261738	-0.88048697	-0.024409771	35_13371	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_589_PI399408534	2	0.15385151	-0.45790768	0.0119047165	-0.0119047165	0.09595013	-0.036172867	35_42829	"Cluster: Phosphatidylinositol 3-and 4-kinase family protein, expressed; n=4; Oryza sativa (japonica cultivar-group)|Rep: Phosphatidylinositol 3-and 4-kinase"	UniRef90_Q10D72	CHR4V7|COORD:11447526..11450389| transducin family protein / WD-40 repeat family protein	AT4G21520.1	CHR03V5|COORD:30213036..30231073|protein phosphatidylinositol 3- and 4-kinase family protein, expressed	LOC_Os03g52794.1	no descriptionmoderately similar to ( 294)AT4G21520| Symbols:  | transducin family protein / WD-40 repeat family protein | chr4:11447526-11450389 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned WD40 COG2319	signalling.G-proteins	30_5

CUST_52941_PI403524517	2	0.010675907	-0.6807537	-0.010676384	0.18793488	-0.04693842	0.054637432	35_15075	"Cluster: Putative aconitate hydratase, cytoplasmic; n=1; Oryza sativa|Rep: Putative aconitate hydratase, cytoplasmic - Oryza sativa (Rice)"	UniRef90_Q6YZX6	CHR2V7|COORD:2141588..2146347| aconitate hydratase, cytoplasmic, putative / citrate hydro-lyase/aconitase, putative	AT2G05710.1	CHR08V5|COORD:5328607..5321187|protein aconitate hydratase, cytoplasmic, putative, expressed	LOC_Os08g09200.1	 no descriptionvery weakly similar to (66.2)AT2G05710| Symbols:  | aconitate hydratase, cytoplasmic, putative / citrate hydro-lyase/aconitase, putative | chr2:2141588-2146347 FORWARDvery weakly similar to (68.6)ACOC_ORYSAnot assigned PRK09277 	TCA / org. transformation.TCA.aconitase	8_1_3

CUST_116658_PI403524517	2	-0.16616249	0.013701439	0.1829338	0.40012455	-0.24646473	-0.013702393	35_33067	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_154584_PI403524517	2	-0.1189909	0.27143288	0.08270931	-0.061925888	0.04241371	-0.042414665	35_43193	"Cluster: Hypothetical protein P0446G04.43-2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0446G04.43-2 - Oryza sativa (japonica cultiv"	UniRef90_Q8S227	CHR5V7|COORD:23715222..23716731| selenium binding	AT5G58640.2	CHR01V5|COORD:35939952..35936466|protein selT-like protein precursor, putative, expressed	LOC_Os01g61580.1	no descriptionvery weakly similar to (84.3)AT5G58640| Symbols:  | selenium binding | chr5:23715222-23716731 FORWARDnot assigned	not assigned.no ontology	35_1

CUST_161533_PI403524517	2	0.035467148	-0.13503647	-0.059365273	0.12297726	0.16016483	-0.0354681	35_45063	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_7874_PI403524517	2	0.0169096	0.029107094	-0.049474716	-0.016908646	-0.10472202	0.023321152	35_2192	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QMK7	"CHR5V7|COORD:5261174..5262671| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G02555.1); similar to hypothetical protein [Cleome spinosa]"	AT5G16110.1	CHR12V5|COORD:25250749..25248673|protein expressed protein	LOC_Os12g40840.3	"no descriptionvery weakly similar to (56.2)AT5G16110| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G02555.1); similar to hypothetical protein [Cleome spinosa] (GB:ABD96917.1) | chr5:5261174-5262671 REVERSE"	not assigned.unknown	35_2

CUST_120205_PI403524517	2	-0.25806665	0.16061163	-0.17872524	0.16798067	0.35602093	-0.1606121	35_33989	Rep: Hexose transporter - Zea mays (Maize)	UniRef90_Q9LLD9	"CHR5V7|COORD:5272907..5275681| GLT1/PGLCT (GLUCOSE TRANSPORTER 1); carbohydrate transporter/ sugar porter"	AT5G16150.2	CHR01V5|COORD:1840616..1845988|protein arabinose-proton symporter, putative, expressed	LOC_Os01g04190.3	" no descriptionvery weakly similar to (94.0)AT5G16150| Symbols: PGLCT, GLT1 | GLT1/PGLCT (GLUCOSE TRANSPORTER 1); carbohydrate transporter/ sugar porter | chr5:5272907-5275681 FORWARDnot assigned not assigned Sugar_tr "	transporter.sugars	34_2

CUST_76603_PI403524517	2	0.04239273	0.27402067	-0.08174944	0.004380703	-0.004380703	-0.07668924	35_21961	"Cluster: Hypothetical protein OSJNBa0014E22.23-1; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0014E22.23-1 - Oryza sativa (japon"	UniRef90_Q6H5V9	"CHR5V7|COORD:7870722..7874286| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G48840.1); similar to Os04g0677400 [Oryza sativa (japonica"	AT5G23390.1	CHR02V5|COORD:25569039..25563305|protein expressed protein	LOC_Os02g42530.2	"no descriptionweakly similar to ( 132)AT5G23390| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G48840.1); similar to Os04g0677400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001054264.1); similar to Os02g0637800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001047529.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD25093.1); contains InterPro domain Longin-like; (InterPro:IPR011012); contains InterPro domain Protein of unknown function DUF639; (InterPro:IPR006927) | chr5:7870722-7874286 REVERSEDUF639"	not assigned.unknown	35_2

CUST_115294_PI403524517	2	-0.013290405	0.2659788	0.049829483	0.013290405	-0.29838085	-0.06274414	35_32704	"Cluster: Chloroplast 50S ribosomal protein L2; n=95; Magnoliophyta|Rep: Chloroplast 50S ribosomal protein L2 - Pisum sativum (Garden pea)"	UniRef90_P31163	CHRCV7|COORD:84337..85843| encodes a chloroplast ribosomal protein L2, a constituent of the large subunit of the ribosomal complex	ATCG00830.1	CHR04V5|COORD:9119699..9117170|protein chloroplast 50S ribosomal protein L2, putative, expressed	LOC_Os04g16771.1	 no descriptionweakly similar to ( 185)ATCG01310| Symbols: RPL2.2 | encodes a chloroplast ribosomal protein L2, a constituent of the large subunit of the ribosomal complex | chrC:152806-154312 FORWARDweakly similar to ( 197)RK2_TOBACChloroplast 50S ribosomal protein L2 - Nicotiana tabacum (Common tobacco)not assigned not assigned rpl2 rplB RplB Ribosomal_L2_C rpl2p 	protein.synthesis.mito/plastid ribosomal protein.plastid	29_2_1_1

CUST_6620_PI399408534	2	-0.01662159	-0.16827106	0.06638336	-0.09082031	0.09399605	0.01662159	35_18514	Rep: OSIGBa0140O07.9 protein - Oryza sativa (Rice)	UniRef90_Q01J34	CHR3|COORD:4667381..4669188| small nuclear ribonucleoprotein, putative / snRNP, putative / Sm protein, putative, similar to U6 snRNA-associated	AT3G14080.2	CHR04V5|COORD:22004648..22008142|protein small nuclear ribonucleoprotein LSM1, putative, expressed	LOC_Os04g36810.1	 no descriptionweakly similar to ( 196)AT3G14080| Symbols:  | small nuclear ribonucleoprotein, putative / snRNP, putative / Sm protein, putative | chr3:4667724-4668996 FORWARDnot assigned not assigned not assigned LSm1 Sm LSm8 LSM LSM1 Sm_G Sm_like archeal_Sm1 Sm_B 	RNA.processing	27_1

CUST_42116_PI403524517	2	0.24777317	0.25478172	-0.3515358	0.5689659	-0.96747303	-0.2477727	35_12108	"Cluster: Hypothetical protein OSJNBa0090O10.21; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0090O10.21 - Oryza sativa (japonica"	UniRef90_Q8GZW3	CHR1V7|COORD:91750..95552| GHMP kinase-related	AT1G01220.1	CHR03V5|COORD:835505..830606|protein ATP binding protein, putative, expressed	LOC_Os03g02410.2	no descriptionweakly similar to ( 150)AT1G01220| Symbols:  | GHMP kinase-related | chr1:91750-95552 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Fucokinase PRK12323 PRK07764 Extensin_2 Tymo_45kd_70kd APC_basic Atrophin-1 FAP TT_ORF1 DUF1421	protein.postranslational modification.kinase	29_4_1

CUST_26096_PI403524517	2	0.074000835	0.29489803	-0.22493172	-0.065606594	0.04092884	-0.04092884	35_7559	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_43838_PI403524517	2	0.025970936	0.09942055	0.20355797	-0.115924835	-0.025970936	-0.245296	35_12580	Rep: Serpin - Triticum aestivum (Wheat)	UniRef90_P93692	CHR1V7|COORD:17560711..17562501| serpin, putative / serine protease inhibitor, putative	AT1G47710.1	CHR03V5|COORD:23009191..23022923|protein protein Z, putative, expressed	LOC_Os03g41438.1	 no descriptionvery weakly similar to (94.0)AT1G47710| Symbols:  | serpin, putative / serine protease inhibitor, putative | chr1:17560711-17562501 FORWARDweakly similar to ( 146)PRTZ_HORVUProtein Z - Hordeum vulgare (Barley)not assigned plant_SERPIN Serpin SERPIN SERPIN alpha-1-antitrypsin_like PAI-2 ov-serpin COG4826 bacterial_SERPIN 	protein.degradation.serine protease	29_5_5

CUST_27407_PI399408534	2	-1.4127874	-0.6800003	0.50984573	0.09477997	-0.09478092	0.27993488	35_6050	"Cluster: Putative S-receptor kinase KIK1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative S-receptor kinase KIK1 - Oryza sativa (japonica"	UniRef90_Q7EZ33	"CHR4V7|COORD:11394469..11397485| B120; protein kinase/ sugar binding"	AT4G21390.1	CHR07V5|COORD:21866821..21861413|protein KI domain interacting kinase 1, putative, expressed	LOC_Os07g36570.1	"no descriptionmoderately similar to ( 368)AT4G21390| Symbols: B120 | B120; protein kinase/ sugar binding | chr4:11394469-11397485 REVERSEweakly similar to ( 166)NORK_PEANodulation receptor kinase precursor - Pisum sativum (Garden pea)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pkinase_Tyr TyrKc PTKc S_TKc S_TKc Pkinase PTKc_Jak_rpt2 PTKc_Trk PTKc_Src_like PTKc_Ror PTKc_EGFR_like PTKc_EphR PTKc_ALK_LTK PTKc_Jak2_Jak3_rpt2 SPS1 PTKc_Srm_Brk PTKc_DDR PTKc_Csk_like PTKc_Tec_like PTKc_Syk_like PTKc_c-ros PTKc_TrkC PTKc_TrkA PTKc_Itk PTKc_Ror2 PTK_CCK4 PTKc_Frk_like PTKc_DDR_like PTKc_Abl PTKc_Lck_Blk PTKc_TrkB PTKc_PDGFR PTKc_InsR_like PTKc_EphR_A2 PTKc_EphR_A PTKc_DDR2 PTKc_Musk PTKc_Tec_Rlk PTKc_Fyn_Yrk PTKc_FGFR PTKc_Tyk2_rpt2 PTKc_Ack_like PTKc_Axl_like PTK_Ryk PTKc_Fes_like PTKc_DDR1 PTKc_Chk PTKc_EphR_B PTK_HER3 PTKc_Lyn PTKc_Ror1 PTKc_HER4 PTKc_Src PTKc_Csk PTKc_Jak1_rpt2 PTKc_Btk_Bmx PTKc_Axl PTKc_Yes PTKc_IGF-1R PTKc_EphR_A10 PTKc_RET PTKc_FGFR4 PTKc_Tyro3 PTKc_Hck PTKc_InsR PTKc_Zap-70 PTKc_FGFR3 PTKc_Met_Ron PTKc_Tie2 PTKc_FGFR2 PTKc_FGFR1 PTKc_EGFR PTKc_Fes PTKc_HER2 PTKc_Syk PTKc_Tie1 PTKc_Tie PTKc_VEGFR PTKc_PDGFR_alpha PTKc_Fer PTKc_VEGFR3 PTKc_CSF-1R PTKc_FAK PTKc_Aatyk PTKc_VEGFR2 PTKc_PDGFR_beta PTKc_Kit PTKc_Aatyk1_Aatyk3 PTK_Jak_rpt1 PTK_Tyk2_rpt1 PTKc_Aatyk2 PTK_Jak2_Jak3_rpt1"	signalling.receptor kinases.DUF 26	30_2_17

CUST_81566_PI403524517	2	0.42083025	-0.026920795	-0.0039343834	0.007757187	-0.13425016	0.0039343834	35_23398	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53PU9	"CHR5V7|COORD:3059028..3061971| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G64710.1); similar to 80C09_3 [Brassica rapa subsp. pekinensis]"	AT5G09840.1	CHR11V5|COORD:3250412..3246004|protein expressed protein	LOC_Os11g06680.2	"no descriptionvery weakly similar to (78.6)AT5G09840| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G64710.1); similar to 80C09_3 [Brassica rapa subsp. pekinensis] (GB:AAZ41814.1); similar to Os12g0162900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001066226.1); contains InterPro domain Protein of unknown function DUF537; (InterPro:IPR007491) | chr5:3059028-3061971 FORWARDnot assigned DUF537 PRK12323"	not assigned.unknown	35_2

CUST_132972_PI403524517	2	0.069316864	0.2532382	-0.015123367	-0.25333595	-0.02801466	0.015123844	35_37339	"Cluster: Cellulose synthase-like protein OsCslE2; n=4; Oryza sativa|Rep: Cellulose synthase-like protein OsCslE2 - Oryza sativa (Rice)"	UniRef90_Q944E3	"CHR1V7|COORD:20880418..20883080| ATCSLE1 (Cellulose synthase-like E1); cellulose synthase/ transferase, transferring glycosyl groups"	AT1G55850.1	CHR02V5|COORD:30142989..30148274|protein CSLE2 - cellulose synthase-like family E, expressed	LOC_Os02g49332.2	" no descriptionmoderately similar to ( 240)AT1G55850| Symbols: CSLE1, ATCSLE1 | ATCSLE1 (Cellulose synthase-like E1); cellulose synthase/ transferase, transferring glycosyl groups | chr1:20880418-20883080 FORWARDCellulose_synt "	cell wall.cellulose synthesis.cellulose synthase	10_2_1

CUST_88459_PI403524517	2	0.4911189	0.40856123	-0.49216032	0.13758612	-0.13758612	-0.29415607	35_25321	"Cluster: Hypothetical protein OJ1725_H08.5; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1725_H08.5 - Oryza sativa (japonica cultivar"	UniRef90_Q6ET96	0	0	CHR02V5|COORD:27092693..27091880|protein expressed protein	LOC_Os02g44720.1	no descriptionPRK12323	not assigned.unknown	35_2

CUST_5206_PI403524517	2	-0.05062294	-0.45180416	0.0063667297	0.09347725	-0.0063667297	0.06798744	35_1435	"Cluster: Hypothetical protein OSJNBb0062D12.107; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0062D12.107 - Oryza sativa (japonic"	UniRef90_Q8H3H8	"CHR4V7|COORD:11471138..11472281| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G11200.1); similar to unknown [Medicago sativa] (GB:AAZ32885.1);"	AT4G21570.1	CHR07V5|COORD:19163373..19159556|protein MAPK activating protein, putative, expressed	LOC_Os07g32230.1	"no descriptionmoderately similar to ( 462)AT4G21570| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G11200.1); similar to unknown [Medicago sativa] (GB:AAZ32885.1); similar to Os07g0506000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001059733.1); contains InterPro domain Protein of unknown function DUF300; (InterPro:IPR005178) | chr4:11471138-11472281 REVERSEnot assigned DUF300"	not assigned.unknown	35_2

CUST_177807_PI403524517	2	0.017207146	0.5275097	0.064344406	-0.17631531	-0.08987808	-0.017206192	35_49457	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_12687_PI404877155	2	-0.002986908	0.28045273	-0.026584625	0.0029859543	-0.05322075	0.08675957	Contig6412_at	RNA polymerase II [Arabidopsis thaliana]	CAA37130.1	DNA-directed RNA polymerase II largest subunit (RPB205) (RPII) (RPB1)	At4g35800.1	protein transposon protein, putative, unclassified	Os08g05940	DSIF-p160 T02734 it regulates RNA polymerase II processivity	RNA.transcription	27_2

CUST_28435_PI399408534	2	0.099188805	0.3488922	-0.1106472	0.0070343018	-0.007033348	-0.008703232	35_9928	"Cluster: Putative auxin-independent growth promoter; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative auxin-independent growth promoter - Oryza sativa"	UniRef90_Q6ESK1	"CHR4V7|COORD:12667434..12669723| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G65470.1); similar to putative auxin growth promotor protein"	AT4G24530.1	CHR09V5|COORD:14631858..14628660|protein psRT17-1 like protein, putative, expressed	LOC_Os09g24570.1	" no descriptionhighly similar to ( 511)AT4G24530| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G65470.1); similar to putative auxin growth promotor protein [Lycopersicon esculentum] (GB:AAK84479.1); similar to Os09g0412200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001063155.1); contains InterPro domain Protein of unknown function DUF246, plant; (InterPro:IPR004348) | chr4:12667434-12669723 REVERSEDUF246 "	hormone metabolism.auxin.induced-regulated-responsive-activated	17_2_3

CUST_26632_PI403524517	2	-0.16617489	-1.2391772	0.089519024	0.39735317	1.4708762	-0.089519024	35_7716	"Cluster: Hypothetical protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53NA1	"CHR5V7|COORD:20251997..20253361| similar to hypothetical protein LOC402943 [Danio rerio] (GB:NP_991209.1); similar to Os11g0245500 [Oryza sativa"	AT5G49800.1	CHR11V5|COORD:7819529..7813434|protein expressed protein	LOC_Os11g14070.1	"no descriptionweakly similar to ( 138)AT5G49800| Symbols:  | similar to hypothetical protein LOC402943 [Danio rerio] (GB:NP_991209.1); similar to Os11g0245500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001067602.1); contains InterPro domain Lipid-binding START; (InterPro:IPR002913) | chr5:20251997-20253361 REVERSE"	not assigned.unknown	35_2

CUST_35455_PI403524517	2	0.42007542	0.13008308	-0.029863834	0.009029388	-0.23552036	-0.009029388	35_10224	"Cluster: Myosin heavy chain class VIII A1 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Myosin heavy chain class VIII A1 protein - Oryza sativa (jap"	UniRef90_Q6UAL5	CHR5V7|COORD:22056832..22061941| ATM2 (ARABIDOPSIS THALIANA MYOSIN 4)	AT5G54280.1	CHR07V5|COORD:22496030..22487132|protein myosin-5C, putative, expressed	LOC_Os07g37560.3	 no descriptionmoderately similar to ( 408)AT5G54280| Symbols: ATATM2, ATMYOS1, ATM4, ATM2 | ATM2 (ARABIDOPSIS THALIANA MYOSIN 4) | chr5:22056832-22062818 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned MYSc_type_VIII MYSc MYSc COG5022 MYSc_type_II Myosin_head MYSc_type_XI MYSc_type_V MYSc_type_VII MYSc_type_I MYSc_type_IX MYSc_type_XV MYSc_type_III MYSc_type_VI MYSc_type_XVIII 	cell.organisation	31_1

CUST_51789_PI403524517	2	0.009586334	0.16096497	0.045440674	-0.113861084	-0.07367897	-0.009588242	35_14761	"Cluster: 60S ribosomal protein L23; n=13; Spermatophyta|Rep: 60S ribosomal protein L23 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_P49690	CHR3|COORD:1167282..1168663| 60S ribosomal protein L23 (RPL23C), similar to ribosomal protein L17 GB:AAA34113.1 from (Nicotiana tabacum)	AT3G04400.1	CHR10V5|COORD:16899979..16897967|protein 60S ribosomal protein L23, putative, expressed	LOC_Os10g32920.1	"no descriptionmoderately similar to ( 277)AT3G04400| Symbols: EMB2171 | EMB2171 (EMBRYO DEFECTIVE 2171); structural constituent of ribosome | chr3:1167345-1168314 FORWARDmoderately similar to ( 277)RL23_TOBAC60S ribosomal protein L23 - Nicotiana tabacum (Common tobacco)not assigned rpl14p RplN Ribosomal_L14 rplN rpl14"	protein.synthesis.mito/plastid ribosomal protein.plastid	29_2_1_1

CUST_23065_PI399408534	2	-0.0665431	-0.61769295	0.0665431	0.22434378	0.5149231	-0.38532686	35_12626	"Cluster: BHLH transcription factor (BHLH123)-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: BHLH transcription factor (BHLH123)-like protein - O"	UniRef90_Q6ZBT5	CHR3V7|COORD:7210660..7213205| ethylene-responsive protein -related	AT3G20640.1	CHR08V5|COORD:4642364..4638416|protein expressed protein	LOC_Os08g08160.1	no descriptionvery weakly similar to (55.8)AT3G20640| Symbols:  | ethylene-responsive protein -related | chr3:7210660-7213205 REVERSE	hormone metabolism.ethylene.induced-regulated-responsive-activated	17_5_3

CUST_126720_PI403524517	2	0.028414726	0.06776142	-0.07967472	-0.044018745	-0.012009621	0.012009621	35_35660	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QP93	"CHR4V7|COORD:1403289..1404663| similar to hypothetical protein DDBDRAFT_0185878 [Dictyostelium discoideum AX4] (GB:XP_638709.1); similar to Os12g0538100 [Oryza"	AT4G03180.1	CHR12V5|COORD:21398248..21396181|protein expressed protein	LOC_Os12g35270.1	no description	not assigned.unknown	35_2

CUST_56962_PI403524517	2	0.02861309	-0.39680004	-0.02861309	0.18377876	-0.1036129	0.14533806	35_16235	"Cluster: Os01g0796500 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0796500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JIJ8	0	0	0	0	no description	not assigned.unknown	35_2

CUST_99598_PI403524517	2	0.05142498	0.27030182	-0.0461998	-0.17040825	-0.21519375	0.046198845	35_28430	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2R3J0		0	CHR11V5|COORD:18135051..18149501|protein expressed protein	LOC_Os11g31770.2	no description	not assigned.unknown	35_2

CUST_16841_PI403524517	2	0.15285587	-0.08082771	-0.04534912	0.04534912	-0.09512329	0.1281681	35_4862	"Cluster: Hypothetical protein P0434E03.18; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0434E03.18 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6ZA12	CHR3V7|COORD:22790612..22794617| intracellular protein transport protein USO1-related	AT3G61570.1	CHR08V5|COORD:18132805..18136710|protein expressed protein	LOC_Os08g29730.1	no descriptionmoderately similar to ( 327)AT3G61570| Symbols:  | intracellular protein transport protein USO1-related | chr3:22790612-22794617 REVERSEnot assigned not assigned not assigned Myosin_tail_1 Smc SbcC	cell. vesicle transport	31_4

CUST_9160_PI404877155	2	-0.06393242	0.48002052	0.12805939	-0.14706802	-0.08185196	0.06393051	Contig2948_at	putative ethylene-responsive transcriptional coactivator [Oryza sativa (japonica cultivar-group)]	BAD03357.1	ethylene-responsive transcriptional coactivator, putative	At2g42680.1	protein Helix-turn-helix, putative	Os08g27850	gi|18406032|ref|NP_565981.1| expressed protein	hormone metabolism.ethylene.induced-regulated-responsive-activated	17_5_3

CUST_14311_PI404877155	2	-1.7949677	1.4406719	0.86030483	0.13378143	-0.3454895	-0.13378048	Contig8149_at	abscisic acid-induced protein HVA22 - barley sp|Q07764|HA22_HORVU HVA22 protein gb|AAA16094.1| A22	A48892	ABA-responsive protein (HVA22e)	At5g50720.1	protein abscisic acid-induced-like protein	Os11g30500	abscisic acid-induced protein HVA22 - barley	hormone metabolism.abscisic acid.induced-regulated-responsive-activated	17_1_3

CUST_48798_PI403524517	2	0.12568665	0.21231937	-0.031352997	-0.13446236	-0.0053491592	0.0053491592	35_13936	Rep: Protein H2A.6 - Triticum aestivum (Wheat)	UniRef90_Q43214	CHR5V7|COORD:575435..576454| histone H2A, putative	AT5G02560.1	CHR03V5|COORD:9478877..9477951|protein histone H2A, putative, expressed	LOC_Os03g17100.1	 no descriptionweakly similar to ( 156)AT5G02560| Symbols:  | histone H2A, putative | chr5:575435-576454 FORWARDweakly similar to ( 182)H2A5_WHEATProtein H2A.5 - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned H2A H2A HTA1 Histone PRK12323 PRK12678 PRK07003 Atrophin-1 PRK07764 Tymo_45kd_70kd DUF1421 PRK08853 DUF566 	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_68293_PI403524517	2	0.047338486	-0.2316227	-0.062080383	0.12039566	0.036575317	-0.03657627	35_19525	"Cluster: Hypothetical protein P0669G10.5-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0669G10.5-1 - Oryza sativa (japonica cultivar"	UniRef90_Q6ES24	"CHR4V7|COORD:14251357..14254054| CKL3 (Casein Kinase I-like 3); casein kinase I/ kinase"	AT4G28880.1	CHR02V5|COORD:10371054..10380937|protein casein kinase I isoform delta-like, putative, expressed	LOC_Os02g17910.2	"no descriptionvery weakly similar to (50.8)AT4G28880| Symbols: CKL3 | CKL3 (Casein Kinase I-like 3); casein kinase I/ kinase | chr4:14251357-14254054 FORWARD"	protein.postranslational modification	29_4

CUST_169037_PI403524517	2	0.11789942	0.108403206	-0.2131033	0.06360626	-0.29644012	-0.06360626	35_47075	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_131758_PI403524517	2	0.044491768	-0.1709466	0.0027794838	-0.06963873	0.07311058	-0.002779007	35_37006	"Cluster: DNA polymerase I family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: DNA polymerase I family protein, expressed - Oryza sativa"	UniRef90_Q2QTK2	CHR4V7|COORD:15767445..15779190| ATP binding / ATP-dependent helicase/ DNA binding / DNA-directed DNA polymerase/ helicase/ nucleic acid binding	AT4G32700.2	CHR12V5|COORD:11239907..11258057|protein DNA polymerase I family protein, expressed	LOC_Os12g19370.1	no descriptionweakly similar to ( 135)AT4G32700| Symbols:  | ATP binding / ATP-dependent helicase/ DNA binding / DNA-directed DNA polymerase/ helicase/ nucleic acid binding | chr4:15767445-15779190 FORWARDPolA PRK07456 PRK07898 PRK08434 PRK05797 PRK08928 PRK07300 PRK06887 DNA_pol_A PRK05929 PRK08835 PRK08076 PRK07556 PRK08786 PRK05755 PRK07997 POLAc PRK07625	DNA.synthesis/chromatin structure	28_1

CUST_106753_PI403524517	2	0.0042066574	-0.5538492	-0.021093369	0.011946678	0.0047369003	-0.0042066574	35_30381	Rep: Ribosomal protein P1 - Triticum aestivum (Wheat)	UniRef90_Q5I7K5	CHR4V7|COORD:346179..346957| 60S acidic ribosomal protein P1 (RPP1B)	AT4G00810.1	CHR08V5|COORD:897767..899365|protein 60S acidic ribosomal protein P1, putative, expressed	LOC_Os08g02340.2	 no descriptionvery weakly similar to (93.2)AT5G24510| Symbols:  | 60s acidic ribosomal protein P1, putative | chr5:8369298-8369869 REVERSEweakly similar to ( 111)RLA1_MAIZE60S acidic ribosomal protein P1 - Zea mays (Maize)not assigned not assigned Ribosomal_60s RPP1A rpl12p 	protein.synthesis.misc ribososomal protein	29_2_2

CUST_101274_PI403524517	2	0.13569975	0.4640298	0.16007423	-0.2646966	-0.27178097	-0.13569975	35_28905	0	0	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	0	0	no description	not assigned.unknown	35_2

CUST_8110_PI403524517	2	0.08123493	-0.003929138	-0.066996574	0.003929138	-0.04961109	0.1350832	35_2264	"Cluster: Proteophosphoglycan 5; n=1; Leishmania major strain Friedlin|Rep: Proteophosphoglycan 5 - Leishmania major strain Friedlin"	UniRef90_Q4FX62	CHR2V7|COORD:18571231..18574707| structural constituent of nuclear pore	AT2G45000.1	CHR05V5|COORD:22681257..22686150|protein PWWP domain containing protein, expressed	LOC_Os05g38810.1	no descriptionvery weakly similar to (60.8)AT5G02950| Symbols:  | PWWP domain-containing protein | chr5:690951-692849 FORWARDnot assigned not assigned not assigned PRK07003 aceF	not assigned.no ontology	35_1

CUST_22871_PI403524517	2	0.05128193	0.029623985	-0.029623985	-0.22729969	-0.072603226	0.032169342	35_6644	"Cluster: Hypothetical protein P0483D07.4; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0483D07.4 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6F2Z2	CHR2V7|COORD:11026169..11028743| YebC-related	AT2G25830.1	CHR05V5|COORD:25724424..25727746|protein expressed protein	LOC_Os05g44350.1	no descriptionmoderately similar to ( 309)AT2G25830| Symbols:  | YebC-related | chr2:11026169-11028743 REVERSEnot assigned DUF28 COG0217 PRK00110 PRK12378	not assigned.no ontology	35_1

CUST_16700_PI404877155	2	-0.0033054352	0.2433157	0.010331154	0.0033054352	-0.04677868	-0.0108652115	HF01J12w_s_at	dnaK-type molecular chaperone HSC70-9, chloroplast - spinach gb|AAB91471.1| heat shock 70 protein [Spinacia oleracea] gb|AAB96659.1| heat sh	T08899	heat shock protein 70 / HSP70 (HSC70-7)	At5g49910.1	protein chaperone protein DnaK	Os12g14070	heat shock protein 70	stress.abiotic.heat	20_2_1

CUST_40208_PI403524517	2	0.44956446	0.22671795	-0.01655531	0.016554832	-0.5351958	-0.52154016	35_11564	"Cluster: Hypothetical protein B1130E07.15; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1130E07.15 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5Z482	CHR2V7|COORD:14896390..14897878| ubiquitin family protein	AT2G35360.1	CHR09V5|COORD:22928257..22924985|protein expressed protein	LOC_Os09g39980.1	no descriptionvery weakly similar to (92.8)AT2G35360| Symbols:  | ubiquitin family protein | chr2:14896390-14897878 REVERSEnot assigned	protein.degradation.ubiquitin.ubiquitin	29_5_11_1

CUST_36233_PI403524517	2	0.19738579	0.17579365	-0.15328264	-0.044256687	-0.21680164	0.044257164	35_10447	"Cluster: Putative glycerol-3-phosphate dehydrogenase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative glycerol-3-phosphate dehydrogenase - Oryza sativ"	UniRef90_Q8H2J9	"CHR2V7|COORD:16981185..16983319| GLY1 (SUPPRESSOR OF FATTY ACID DESATURASE DEFICIENCY 1); glycerol-3-phosphate dehydrogenase (NAD+)"	AT2G40690.1	CHR07V5|COORD:7230598..7227470|protein glycerol-3-phosphate dehydrogenase, putative, expressed	LOC_Os07g12640.1	" no descriptionweakly similar to ( 165)AT2G40690| Symbols: SFD1, GLY1 | GLY1 (SUPPRESSOR OF FATTY ACID DESATURASE DEFICIENCY 1); glycerol-3-phosphate dehydrogenase (NAD+) | chr2:16981185-16983319 FORWARDnot assigned GpsA gpsA NAD_Gly3P_dh_C PRK12439 "	lipid metabolism.glyceral metabolism.Glycerol-3-phosphate dehydrogenase (NAD+)	11_5_2

CUST_134431_PI403524517	2	-0.040629387	0.21625137	0.091908455	-0.08034229	0.040629387	-0.04710293	35_37720	"Cluster: Hypothetical protein OSJNBa0006A22.41; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0006A22.41 - Oryza sativa (japonica"	UniRef90_Q5Z7K3	"CHR4V7|COORD:17989109..17994543| similar to Os06g0574400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001057925.1); similar to hypothetical protein"	AT4G38440.1	CHR06V5|COORD:22300033..22291249|protein expressed protein	LOC_Os06g37640.1	"no descriptionweakly similar to ( 168)AT4G38440| Symbols:  | similar to Os06g0574400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001057925.1); similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:BAD61853.1); contains domain ARM repeat (SSF48371); contains domain FAMILY NOT NAMED (PTHR21483); contains domain SUBFAMILY NOT NAMED (PTHR21483:SF11) | chr4:17989109-17994543 FORWARDnot assigned"	not assigned.unknown	35_2

CUST_5014_PI404877155	2	0.15943289	0.062663555	-0.08385849	0.2511735	-0.06266403	-0.3408656	Contig1644_at	putative Rieske Fe-S precursor protein [Triticum aestivum]	AAM88439.1	cytochrome B6-F complex iron-sulfur subunit, chloroplast / Rieske iron-sulfur protein / plastoquinol-plastocyani	At4g03280.1	protein Rieske Fe-S precursor protein	Os07g37030	putative component of cytochrome B6-F complex	PS.lightreaction.cytochrome b6/f	1_01_03

CUST_7625_PI404877155	2	-0.17572784	0.2729311	0.049013138	0.020690918	-0.020689964	-0.14534187	Contig22270_at	putative inositol phosphate kinase [Oryza sativa (japonica cultivar-group)] gb|AAS07160.1| putative inositol 1,3,4-trisphosphate 5/6-kinase	AAT77080.1	inositol 1,3,4-trisphosphate 5/6-kinase family protein	At4g08170.2	protein putative inositol 1,3,4-trisphosphate 5/6-kinase	Os03g51610	"inositol 1,3,4-trisphosphate 5/6-kinase family protein, similar to inositol phosphate kinase (GI:27549256) (Zea mays); similar to inositol 1,3,4-trisphosphate 5/6-kinase (GI:3396079) (Arabidopsis thaliana) or  inositol 1,3,4-trisphosphate 5/6-kinase famil"	signalling.phosphinositides	30_4

CUST_28075_PI399408534	2	-0.8255882	-0.75478745	2.1728506	0.5720296	0.70891047	-0.57203007	35_14643	"Cluster: Lipoxygenase 2.1, chloroplast precursor; n=1; Hordeum vulgare|Rep: Lipoxygenase 2.1, chloroplast precursor - Hordeum vulgare (Barley)"	UniRef90_P93184	CHR3V7|COORD:16536422..16540218| LOX2 (LIPOXYGENASE 2)	AT3G45140.1	CHR12V5|COORD:22826640..22821051|protein lipoxygenase 2.1, chloroplast precursor, putative, expressed	LOC_Os12g37260.1	 no descriptionmoderately similar to ( 250)AT3G45140| Symbols: ATLOX2, LOX2 | LOX2 (LIPOXYGENASE 2) | chr3:16536422-16540218 FORWARDmoderately similar to ( 359)LOX21_HORVULipoxygenase 2.1, chloroplast precursor - Hordeum vulgare (Barley)Lipoxygenase 	hormone metabolism.jasmonate.synthesis-degradation.lipoxygenase	17_7_1_2

CUST_14966_PI404877155	2	0.13406563	-0.03854084	-0.15814018	0.022190094	0.02231884	-0.022190094	Contig8792_s_at	unknown protein [Oryza sativa (japonica cultivar-group)]	BAC79708.1	DNAJ heat shock N-terminal domain-containing protein	At1g77930.1	protein DnaJ domain, putative	Os07g43330	0	RNA.regulation of transcription.unclassified	27_3_99

CUST_71359_PI403524517	2	0.08840275	0.06625748	0.009073257	-0.09180069	-0.009074211	-0.04397106	35_20443	"Cluster: Hypothetical protein dl4380w; n=1; Arabidopsis thaliana|Rep: Hypothetical protein dl4380w - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_O23514	"CHR4|COORD:9398589..9399823| glycosyltransferase family protein 28, low similarity to C terminus subunit of GlcA transferase from Escherichia coli (GI:2586169);"	AT4G16710.2	CHR02V5|COORD:15734254..15737104|protein UDP-N-acetylglucosamine transferase subunit alg13, putative, expressed	LOC_Os02g26814.1	no descriptionmoderately similar to ( 211)AT4G16710| Symbols:  | glycosyltransferase family protein 28 | chr4:9398840-9399640 FORWARDnot assigned Glyco_tran_28_C COG5017 MurG	misc.UDP glucosyl and glucoronyl transferases	26_2

CUST_115039_PI403524517	2	0.02301979	0.38536644	0.026911736	-0.089307785	-0.027944565	-0.02301979	35_32639	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_129862_PI403524517	2	-0.029493332	-0.30771923	0.12847757	0.2482109	-0.124931335	0.029492855	35_36473	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_98483_PI403524517	2	0.3401227	0.7070732	-0.21746969	-0.09103775	-0.3295641	0.09103727	35_28116	0	0	CHR1V7|COORD:26197596..26199129| acid phosphatase, putative	AT1G69640.1	CHR02V5|COORD:31293702..31296089|protein protein SUR2, putative, expressed	LOC_Os02g51150.1	 no descriptionvery weakly similar to (58.5)AT1G69640| Symbols:  | acid phosphatase, putative | chr1:26197596-26199129 REVERSEnot assigned not assigned 	lipid metabolism.'exotics' (steroids, squalene etc).sphingolipids	11_8_1

CUST_37268_PI403524517	2	-0.20540619	0.6331768	-0.06870079	0.06870079	-0.4540205	0.09925938	35_10738	"Cluster: Os01g0706400 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os01g0706400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JJZ8	0	0	CHR01V5|COORD:29633295..29639465|protein expressed protein	LOC_Os01g51010.2	no description	not assigned.unknown	35_2

CUST_32233_PI403524517	2	0.011415482	-0.16677952	-0.046474457	0.0263443	0.07722473	-0.011415482	35_9297	"Cluster: Hypothetical protein OJ1007_H05.4; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1007_H05.4 - Oryza sativa (japonica cultivar"	UniRef90_Q6L5C6	CHR5V7|COORD:15457074..15460237| protein kinase family protein	AT5G38560.1	CHR05V5|COORD:29153414..29156840|protein pentatricopeptide repeat protein PPR986-12, putative, expressed	LOC_Os05g50950.1	no description	not assigned.unknown	35_2

CUST_59605_PI403524517	2	0.31378174	-0.16605854	0.28729534	-0.06781006	0.06781006	-0.1412859	35_16996	"Cluster: Finger protein pcp1-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Finger protein pcp1-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6EU15	CHR3V7|COORD:8063070..8064482| leucine-rich repeat family protein / extensin family protein	AT3G22800.1	CHR02V5|COORD:27310151..27319794|protein INDETERMINATE-related protein 9, putative, expressed	LOC_Os02g45054.1	no description	not assigned.unknown	35_2

CUST_30993_PI399408534	2	-0.3511424	0.005141735	-0.00356102	0.00356102	-0.6642256	0.26645136	35_5490	"Cluster: Hypothetical protein OJ1593_C11.10; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1593_C11.10 - Oryza sativa (japonica cultiv"	UniRef90_Q65X92	"CHR2V7|COORD:11048895..11049842| ATCTH (Arabidopsis thaliana Cys3His zinc finger protein); transcription factor"	AT2G25900.1	CHR05V5|COORD:26089142..26087886|protein CCCH transcription factor, putative, expressed	LOC_Os05g45020.1	no descriptionweakly similar to ( 139)AT4G29190| Symbols:  | zinc finger (CCCH-type) family protein | chr4:14392239-14393309 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07764 Tymo_45kd_70kd PRK12678 Herpes_BLLF1 PRK07003 Pneumo_att_G APC_basic KAR9 PRK09169 Umbravirus_LDM Atrophin-1 PRK12372	RNA.regulation of transcription.C3H zinc finger family	27_3_12

CUST_35089_PI403524517	2	0.15983105	0.34731913	-0.17695141	0.073069096	-1.7412081	-0.073069096	35_10117	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_120947_PI403524517	2	0.089869976	-0.45814514	-0.21847439	0.26822615	0.10844135	-0.089869976	35_34174	"Cluster: Putative polyprenyl diphosphate synthase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative polyprenyl diphosphate synthase - Oryza sativa (jap"	UniRef90_Q75HZ9	CHR1V7|COORD:29540303..29542056| solanesyl diphosphate synthase (SPS)	AT1G78510.1	CHR05V5|COORD:28901336..28904742|protein prenyl transferase, putative, expressed	LOC_Os05g50550.1	no descriptionvery weakly similar to (63.2)AT1G78510| Symbols: SPS1 | solanesyl diphosphate synthase (SPS) | chr1:29540303-29541935 REVERSEnot assigned	secondary metabolism.isoprenoids.mevalonate pathway.geranyl diphosphate synthase	16_1_2_8

CUST_58582_PI403524517	2	0.040997505	0.05542469	-0.060940742	-0.17425251	0.06092167	-0.040997505	35_16711	"Cluster: Putative kinesin heavy chain; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative kinesin heavy chain - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5JKW1	CHR1V7|COORD:23592897..23598802| kinesin motor protein-related	AT1G63640.2	CHR01V5|COORD:31426241..31433674|protein ATP binding protein, putative, expressed	LOC_Os01g54080.1	no descriptionhighly similar to ( 796)AT1G63640| Symbols:  | kinesin motor protein-related | chr1:23592897-23598802 REVERSEmoderately similar to ( 225)FLA10_CHLREKinesin-like protein FLA10 - Chlamydomonas reinhardtiinot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned KISc_C_terminal KISc Kinesin KISc KISc_KHC_KIF5 KISc_KIF3 KISc_KIF4 KISc_KIP3_like KISc_BimC_Eg5 KIP1 KISc_KIF1A_KIF1B KISc_CENP_E KISc_KLP2_like KISc_KIF9_like KISc_KID_like KISc_KIF2_like KISc_KIF23_like Motor_domain Smc COG1579	cell.organisation	31_1

CUST_114536_PI403524517	2	0.11943436	-0.0014276505	0.080937386	-0.3931713	-1.1787772	0.0014286041	35_32504	"Cluster: Hypothetical protein OJ1012B02.16; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1012B02.16 - Oryza sativa (japonica cultivar"	UniRef90_Q84QA5	CHR2V7|COORD:3047620..3057096| SH3 domain-containing protein	AT2G07360.1	CHR05V5|COORD:28510533..28505273|protein pherophorin like protein, putative, expressed	LOC_Os05g49820.2	no descriptionvery weakly similar to (52.0)AT2G07360| Symbols:  | SH3 domain-containing protein | chr2:3047620-3057096 REVERSE	not assigned.no ontology	35_1

CUST_160088_PI403524517	2	-0.04412079	0.4344778	0.10931587	0.006491661	-0.006491661	-0.10155344	35_44675	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_16073_PI403524517	2	-0.0025110245	-0.18355179	-0.0663538	0.009199142	0.0025110245	0.013514519	35_4637	"Cluster: Hypothetical protein P0528B09.34; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0528B09.34 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6Z9E8	CHR5|COORD:23499418..23500385| expressed protein	AT5G58005.2	CHR08V5|COORD:21368062..21372300|protein expressed protein	LOC_Os08g34270.2	"no descriptionweakly similar to ( 154)AT5G58005| Symbols:  | similar to Os08g0441400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001061908.1); contains domain Cytochrome c oxidase subunit h (SSF47694) | chr5:23499460-23499983 FORWARDnot assigned PRK12323 TT_ORF1"	not assigned.unknown	35_2

CUST_84063_PI403524517	2	0.15076256	0.2069931	-0.1707964	-0.10405159	-0.060638428	0.060638428	35_24091	"Cluster: Clathrin adaptor complex small chain family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Clathrin adaptor complex small"	UniRef90_Q10PM8	CHR3V7|COORD:18913327..18914940| clathrin adaptor complex small chain family protein	AT3G50860.1	CHR03V5|COORD:6761797..6765093|protein AP-3 complex subunit sigma-2, putative, expressed	LOC_Os03g12710.1	no descriptionmoderately similar to ( 224)AT3G50860| Symbols:  | clathrin adaptor complex small chain family protein | chr3:18913327-18914940 FORWARDvery weakly similar to (92.0)AP2S1_MAIZEAP-2 complex subunit sigma-1 - Zea mays (Maize)not assigned not assigned not assigned not assigned APS2 Clat_adaptor_s	cell. vesicle transport	31_4

CUST_106048_PI403524517	2	0.10544968	0.25847054	0.026251793	-0.19816685	-0.16050816	-0.026251793	35_30190	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_67565_PI403524517	2	0.16714859	-0.10421467	-0.06700516	0.021445274	-0.01987648	0.01987648	35_19300	"Cluster: Hypothetical protein OSJNBb0012L23.7; n=3; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0012L23.7 - Oryza sativa (japonica cu"	UniRef90_Q60E30	"CHR3V7|COORD:8960418..8963310| ATPERK1 (PROLINE EXTENSIN-LIKE RECEPTOR KINASE 1); ATP binding / protein kinase"	AT3G24550.1	CHR05V5|COORD:7262679..7258641|protein receptor protein kinase PERK1, putative, expressed	LOC_Os05g12680.1	"no descriptionmoderately similar to ( 415)AT3G24550| Symbols: ATPERK1 | ATPERK1 (PROLINE EXTENSIN-LIKE RECEPTOR KINASE 1); ATP binding / protein kinase | chr3:8960418-8963310 FORWARDweakly similar to ( 162)PSKR_DAUCAPhytosulfokine receptor precursor - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TyrKc S_TKc S_TKc Pkinase_Tyr Pkinase PTKc PTKc_Src_like PTKc_Fyn_Yrk PTKc_Jak_rpt2 PTKc_EphR SPS1 PTKc_Frk_like PTKc_Csk_like PTKc_Yes PTKc_Src PTKc_Hck PTKc_Srm_Brk PTKc_Lck_Blk PTKc_Met_Ron PTKc_Chk PTKc_EGFR_like PTKc_Lyn PTKc_Tec_like PTKc_Itk PTKc_InsR_like PTKc_EphR_A2 PTKc_Jak2_Jak3_rpt2 PTKc_Ack_like PTKc_Syk_like PTKc_EphR_B PTK_Ryk PTKc_Abl PTKc_Csk PTKc_Musk PTKc_FGFR PTKc_CSF-1R PTKc_ALK_LTK PTK_HER3 PTKc_Tyk2_rpt2 PTKc_Syk PTKc_Tec_Rlk PTKc_Trk PTKc_c-ros PTKc_Ror PTKc_RET PTKc_Tie PTKc_EphR_A PTKc_FAK PTKc_TrkA PTKc_Tie1 PTKc_Fes_like PTKc_Btk_Bmx PTKc_VEGFR PTKc_Fes PTKc_Zap-70 PTKc_DDR PTK_CCK4 PTKc_HER2 PTKc_HER4 PTKc_Kit PTKc_DDR1 PTKc_TrkC PTKc_PDGFR PTKc_Fer PTKc_Jak1_rpt2 PTKc_TrkB PTKc_Tie2 PTKc_Ror1 PTKc_DDR_like PTKc_InsR PTKc_EGFR PTKc_IGF-1R PTKc_Axl_like PTKc_VEGFR3 PTKc_Axl PTKc_FGFR1 PTKc_FGFR4 PTKc_FGFR3 PTKc_FGFR2 PTKc_VEGFR2"	protein.postranslational modification.kinase.receptor like cytoplasmatic kinase VII	29_4_1_57

CUST_151965_PI403524517	2	0.15007019	-0.14505386	0.010518551	-0.010518551	-0.26620054	0.26387167	35_42483	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_52535_PI403524517	2	0.20062351	0.0066375732	-0.0066375732	-0.17937279	0.07962036	-0.12620735	35_14966	"Cluster: Putative 60S ribosomal protein L1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative 60S ribosomal protein L1 - Oryza sativa (japonica"	UniRef90_Q7Y1I5	CHR5V7|COORD:657828..659524| 60S ribosomal protein L4/L1 (RPL4D)	AT5G02870.1	CHR03V5|COORD:33084986..33082531|protein 60S ribosomal protein L4, putative, expressed	LOC_Os03g58204.1	no descriptionweakly similar to ( 109)AT5G02870| Symbols:  | 60S ribosomal protein L4/L1 (RPL4D) | chr5:657828-659524 FORWARDnot assigned not assigned not assigned not assigned rpl4lp Ribosomal_L4 Tymo_45kd_70kd RplD TT_ORF1	protein.synthesis.misc ribososomal protein	29_2_2

CUST_143826_PI403524517	2	0.30529118	0.7286844	-0.06457901	-0.11108112	-0.1938858	0.06457996	35_40291	Rep: OSJNBb0034I13.24 protein - Oryza sativa (Rice)	UniRef90_Q7X6R0		0	CHR04V5|COORD:32241434..32240509|protein expressed protein	LOC_Os04g54590.1	no description	not assigned.unknown	35_2

CUST_104920_PI403524517	2	0.018751144	-0.71158123	-0.071787834	0.03796196	0.011193275	-0.011192322	35_29893	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_41969_PI403524517	2	-0.019311905	0.44077682	0.0554533	-0.13231945	-0.19046307	0.019310951	35_12064	"Cluster: Os03g0669800 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os03g0669800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DPQ8	CHR1V7|COORD:22786490..22790447| binding / zinc ion binding	AT1G61690.1	CHR03V5|COORD:26382594..26387978|protein zinc ion binding protein, putative, expressed	LOC_Os03g46710.1	no descriptionweakly similar to ( 103)AT1G61690| Symbols:  | binding / zinc ion binding | chr1:22786490-22790447 REVERSEFYVE FYVE	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_13419_PI399408534	2	-0.085053444	0.4890976	0.08868408	-0.16037273	-0.08127022	0.08127022	35_6583	"Cluster: Bromo-adjacent homology (BAH) domain-containing protein-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: Bromo-adjacent homology (BAH)"	UniRef90_Q6Z809	CHR3|COORD:17744518..17750397| bromo-adjacent homology (BAH) domain-containing protein, contains Pfam profile PF01426: BAH domain	AT3G48050.2	CHR02V5|COORD:31072266..31078068|protein DNA binding protein, putative, expressed	LOC_Os02g50850.2	no descriptionweakly similar to ( 129)AT3G48050| Symbols:  | bromo-adjacent homology (BAH) domain-containing protein | chr3:17745255-17750397 REVERSE	RNA.regulation of transcription.unclassified	27_3_99

CUST_27492_PI399408534	2	0.26430607	-0.40340328	0.017903328	-0.017904282	-0.1306839	0.14672565	35_24482	"Cluster: Putative YABBY transcription factor CDM51; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative YABBY transcription factor CDM51 - Oryza sativa (j"	UniRef90_Q6H668	"CHR2V7|COORD:18635524..18637626| AFO (ABNORMAL FLORAL ORGANS); transcription factor"	AT2G45190.1	CHR02V5|COORD:25836860..25833450|protein yabby15 protein, putative, expressed	LOC_Os02g42950.2	" no descriptionvery weakly similar to (73.9)AT2G45190| Symbols: FIL, YAB1, AFO | AFO (ABNORMAL FLORAL ORGANS); transcription factor | chr2:18635524-18637626 REVERSEYABBY "	RNA.regulation of transcription.C2C2(Zn) YABBY family	27_3_10

CUST_21436_PI403524517	2	-0.045505524	0.2740507	-0.024036407	-0.080286026	0.024036407	0.03271103	35_6222	"Cluster: Os03g0669600 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os03g0669600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DPQ9	"CHR1V7|COORD:28595391..28596051| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G20460.1); similar to Os03g0227500 [Oryza sativa (japonica"	AT1G76185.1	CHR03V5|COORD:26369606..26371420|protein expressed protein	LOC_Os03g46681.1	"no descriptionvery weakly similar to (54.3)AT1G76185| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G20460.1); similar to Os03g0227500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001049446.1); similar to Os03g0669600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001050865.1) | chr1:28595391-28596051 FORWARD"	not assigned.unknown	35_2

CUST_140093_PI403524517	2	0.04859066	0.011550903	-0.0477705	0.043214798	-0.011550903	-0.037833214	35_39285	Rep: Hypothetical protein - Magnaporthe grisea 70-15	UniRef90_Q2KFY0	CHR3V7|COORD:6736388..6738336| late embryogenesis abundant protein-related / LEA protein-related	AT3G19430.1	CHR04V5|COORD:3086490..3084276|protein transposon protein, putative, CACTA, En/Spm sub-class	LOC_Os04g05980.1	no description	not assigned.unknown	35_2

CUST_67440_PI403524517	2	0.049702644	0.19727373	-0.17335892	-0.083536625	0.033766747	-0.033767223	35_19258	"Cluster: ROUGH SHEATH2-interacting KH-domain protein; n=1; Zea mays|Rep: ROUGH SHEATH2-interacting KH-domain protein - Zea mays (Maize)"	UniRef90_Q32SG5	CHR4V7|COORD:7758606..7760888| leucine-rich repeat family protein / extensin family protein	AT4G13340.1	CHR03V5|COORD:5946303..5952835|protein ROUGH SHEATH2-interacting KH-domain protein, putative, expressed	LOC_Os03g11520.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Extensin_2 Drf_FH1 GRASP55_65 DUF1421	not assigned.unknown	35_2

CUST_63538_PI403524517	2	-0.19749594	-0.03292322	-0.03971529	0.03292322	0.060122013	0.065149784	35_18139	"Cluster: Negatively light-regulated protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Negatively light-regulated protein, putative,"	UniRef90_Q10ML2	"CHR4V7|COORD:9142677..9144370| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G69510.2); similar to negatively light-regulated protein, putative,"	AT4G16146.1	CHR03V5|COORD:10785605..10782926|protein expressed protein	LOC_Os03g19220.2	" no descriptionvery weakly similar to (77.8)AT4G16146| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G69510.2); similar to negatively light-regulated protein, putative, expressed [Oryza sativa (japonica cultivar-group)] (GB:ABA97694.2); contains InterPro domain Lg106-like; (InterPro:IPR012482) | chr4:9142677-9144370 REVERSELg106 "	not assigned.unknown	35_2

CUST_78379_PI403524517	2	-0.8467579	-0.9575844	0.9089594	0.241086	1.3045235	-0.241086	35_22471	"Cluster: Hypothetical protein B1060H01.37; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1060H01.37 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5JL47	0	0	CHR05V5|COORD:24691505..24692419|protein conserved hypothetical protein	LOC_Os05g42340.1	no description	not assigned.unknown	35_2

CUST_18827_PI404877155	2	-0.09351063	-0.38950157	-0.20762062	0.17681217	0.09351063	0.41609097	HW01H17u_at	cell wall invertase [Oryza sativa (japonica cultivar-group)]	BAD05180.1	beta-fructosidase, putative / beta-fructofuranosidase, putative	At1g55120.1	protein Glycosyl hydrolases family 32	Os01g73580	"BETA-FRUCTOFURANOSIDASE;BETA-FRUCTOFURANOSIDASE 5;beta-fructosidase, putative / beta-fructofuranosidase, putative, similar to beta-fructofuranosidase GI:402740"	minor CHO metabolism.others	3_5

CUST_74577_PI403524517	2	0.42144775	-0.09965801	0.07421017	-0.07421017	-0.20788002	0.23248196	35_21386	"Cluster: HEAT repeat-containing protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: HEAT repeat-containing protein-like - Oryza sativa (japonica cult"	UniRef90_Q5QMW8	CHR5V7|COORD:5291002..5297782| HEAT repeat-containing protein	AT5G16210.1	CHR01V5|COORD:18490592..18500449|protein HEAT repeat family protein, expressed	LOC_Os01g33060.2	no descriptionmoderately similar to ( 253)AT5G16210| Symbols:  | HEAT repeat-containing protein | chr5:5291002-5297782 REVERSE	not assigned.unknown	35_2

CUST_13396_PI404877155	2	0.07629681	-0.73026085	-0.11053276	-0.030345917	0.0785141	0.030344963	Contig712_at	putative malate dehydrogenase [Oryza sativa (japonica cultivar-group)] gb|AAM00435.1| malate dehydrogenase [Oryza sativa]	NP_917241.1	malate dehydrogenase (NAD), mitochondrial	At1g53240.1	protein malate dehydrogenase, NAD-dependent	Os01g46070	NONE	TCA / org. transformation.TCA.malate DH	8_1_09

CUST_30323_PI399408534	2	0.20985508	-0.4233241	-0.11657572	0.3373313	-0.22615862	0.116576195	35_18971	"Cluster: Putative receptor-like protein kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative receptor-like protein kinase - Oryza sativa (japonica"	UniRef90_Q851M7	CHR1V7|COORD:12503428..12505917| lectin protein kinase family protein	AT1G34300.1	CHR03V5|COORD:35161853..35157895|protein ATP binding protein, putative, expressed	LOC_Os03g62180.3	no descriptionmoderately similar to ( 346)AT1G34300| Symbols:  | lectin protein kinase family protein | chr1:12503428-12505917 FORWARDweakly similar to ( 179)KPRO_MAIZEPutative receptor protein kinase ZmPK1 precursor - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pkinase S_TKc Pkinase_Tyr PTKc S_TKc TyrKc PTKc_EphR SPS1 PTKc_InsR_like PTKc_Src_like PTKc_Csk_like PTKc_Ror PTKc_Jak_rpt2 PTKc_Syk_like PTKc_Srm_Brk PTKc_EphR_A PTKc_Frk_like PTKc_EphR_B PTKc_EphR_A2 PTKc_FGFR PTKc_Axl_like PTKc_Itk PTKc_Tec_like PTKc_RET PTKc_Abl PTKc_TrkA PTKc_Zap-70 PTKc_Syk PTKc_Lck_Blk PTKc_EGFR_like PTKc_InsR PRK07003 PTKc_DDR PTKc_Musk PTKc_Chk PTKc_Fes_like PTKc_Trk PTKc_Tyro3 PTKc_Axl PTKc_Tie2 PTKc_Met_Ron PTKc_IGF-1R PTKc_Btk_Bmx PTKc_Src PTKc_Fyn_Yrk PTKc_Lyn PTKc_c-ros PRK12323 PTKc_Fes PTKc_Tyk2_rpt2 PTKc_Yes PTKc_Ror1 PTKc_Tec_Rlk PTK_CCK4 PTKc_Hck PTKc_PDGFR PTKc_TrkB PTK_Ryk PTKc_TrkC PTKc_FGFR3 PTKc_Jak1_rpt2 PTKc_FGFR2 PTK_HER3 PTKc_FGFR1 PTKc_Ack_like PTKc_Jak2_Jak3_rpt2 PTKc_FGFR4 PTKc_CSF-1R PTKc_ALK_LTK PTKc_Csk PRK07764 PTKc_EphR_A10 PTKc_DDR_like PTKc_VEGFR3 PTKc_DDR1 PTKc_VEGFR PTKc_VEGFR2 PTKc_Kit PTKc_Tie1 PTK_Jak_rpt1 PTKc_DDR2 PTKc_Ror2 PTKc_Tie PTKc_FAK PRK12678 PTKc_EGFR PTKc_HER2 PTKc_Aatyk APC_basic PTKc_Fer PTK_Jak2_Jak3_rpt1 PTKc_HER4	signalling.receptor kinases.DUF 26	30_2_17

CUST_70950_PI403524517	2	0.038492203	0.30456448	0.14694595	-0.14539337	-0.038492203	-0.22531223	35_20327	"Cluster: Os01g0556400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0556400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JLZ0	CHR5V7|COORD:1727596..1728480| DNAJ heat shock N-terminal domain-containing protein	AT5G05750.1	CHR01V5|COORD:21314607..21319381|protein chaperone protein dnaJ 49, putative, expressed	LOC_Os01g37560.3	no descriptionvery weakly similar to (94.4)AT3G57340| Symbols:  | DNAJ heat shock N-terminal domain-containing protein | chr3:21230153-21231256 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DnaJ DnaJ DnaJ CbpA PRK10767	stress.abiotic.heat	20_2_1

CUST_57336_PI403524517	2	-1.1461678	0.48015213	0.023953438	-0.09209347	-0.023954391	0.12734795	35_16351	"Cluster: Os08g0205800 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os08g0205800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J7B6	CHR2V7|COORD:17273872..17274951| proline-rich family protein	AT2G41420.1	CHR08V5|COORD:6162007..6162950|protein expressed protein	LOC_Os08g10500.2	no description	not assigned.unknown	35_2

CUST_6968_PI404877155	2	0.2278738	-0.0359869	0.2880411	-0.10510206	-0.2208023	0.0359869	Contig20443_at	acetyl-CoA carboxylase [Hordeum vulgare subsp. vulgare]	CAA67556.1	acetyl-CoA carboxylase 2 (ACC2)	At1g36180.1	protein putative acetyl-CoA carboxylase	Os10g21910	"AT-ACC1;EMB22;GK;PAS3;ACETYL-COA CARBOXYLASE;ACETYL-COENZYME A CARBOXYLASE 1;EMBRYO DEFECTIVE 22;GREEN BLIMP;GURKE;PASTICCINO 3;similar to acetyl-CoA carboxylase 2 (ACC2) [Arabidopsis thaliana] (TAIR:At1g36180.1); similar to putative acetyl-CoA carboxylas"	lipid metabolism.FA synthesis and FA elongation.Acetyl CoA Carboxylation	11_1_01

CUST_89571_PI403524517	2	0.25443363	0.1725254	0.052807808	-0.052808285	-0.17465496	-0.096818924	35_25625	"Cluster: Hypothetical protein P0455H11.104; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0455H11.104 - Oryza sativa (japonica cultivar"	UniRef90_Q8L465	CHR1V7|COORD:11399903..11405702| actin binding	AT1G31810.1	CHR07V5|COORD:26298932..26296605|protein expressed protein	LOC_Os07g43990.1	no descriptionvery weakly similar to (63.9)AT4G08810| Symbols: SUB1 | SUB1 (short under blue light 1) | chr4:5616201-5617859 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Extensin_2 PRK12323 Atrophin-1 HPC2 Drf_FH1 Tymo_45kd_70kd PRK07003 DUF1421 Herpes_BLLF1 PRK07764 GRASP55_65 PRK05648 APC_basic AF-4 KAR9 DUF605 Pneumo_att_G TT_ORF1 PRK10819 tatB FAP PRK08853 DUF566 IER TonB Totivirus_coat Coprinus_mating Herpes_UL32 Poxvirus_B22R Herpes_TAF50 PRK11633 PRK12372 PRK00708 DUF1210 MCPVI CTF_NFI PRK03427 Sporozoite_P67 Chon_Sulph_att PRK09111 Metaviral_G DAG1 PRK12678 SSDP FtsN DUF1509 Herpes_DNAp_acc DedD CDC27 DamX PRK10263 Trypan_PARP SMN BASP1 Prog_receptor Gag_spuma PRK12495 Syndecan Herpes_glycop_D PRK10856 FimV PRK08770 Herpes_gG Nucleo_P87 DUF936 PRP8 COG3456	not assigned.unknown	35_2

CUST_109555_PI403524517	2	-0.020567894	0.42165947	0.020567894	-0.27232075	-0.3042221	0.03556347	35_31136	Rep: MAD2 - Triticum aestivum (Wheat)	UniRef90_Q5CD50	CHR3V7|COORD:9504469..9505639| mitotic spindle checkpoint protein, putative (MAD2)	AT3G25980.1	CHR04V5|COORD:24084087..24082347|protein mitotic spindle checkpoint protein MAD2, putative, expressed	LOC_Os04g40940.1	no description	not assigned.unknown	35_2

CUST_48456_PI403524517	2	-0.14578629	0.31736183	0.021071434	-0.09257507	0.0144376755	-0.014436722	35_13844	"Cluster: Hypothetical protein P0410E01.39-1; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0410E01.39-1 - Oryza sativa (japonica cultiv"	UniRef90_Q5ZDX7	"CHR3V7|COORD:21679723..21681976| similar to ATNAP4 (ARABIDOPSIS THALIANA NON-INTRINSIC ABC PROTEIN 4) [Arabidopsis thaliana] (TAIR:AT1G03900.1); similar to"	AT3G58600.1	CHR01V5|COORD:24702725..24706777|protein adaptin ear-binding coat-associated protein 1, putative, expressed	LOC_Os01g42830.1	"no descriptionmoderately similar to ( 323)AT3G58600| Symbols:  | similar to ATNAP4 (ARABIDOPSIS THALIANA NON-INTRINSIC ABC PROTEIN 4) [Arabidopsis thaliana] (TAIR:AT1G03900.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD61234.1); contains InterPro domain Adaptin ear-binding coat-associated protein 1 NECAP-1; (InterPro:IPR012466) | chr3:21679723-21681976 REVERSEnot assigned DUF1681"	not assigned.unknown	35_2

CUST_3654_PI399408534	2	0.31966925	0.067085266	-0.027045727	-0.019649506	-0.38765144	0.019649982	35_14289	"Cluster: Brassinosteroid-6-oxidase; n=1; Hordeum vulgare subsp. vulgare|Rep: Brassinosteroid-6-oxidase - Hordeum vulgare var. distichum (Two-rowed barley)"	UniRef90_Q0PHW2	"CHR3V7|COORD:11813346..11815988| BR6OX2/CYP85A2 (BRASSINOSTEROID-6-OXIDASE 2); monooxygenase/ oxygen binding"	AT3G30180.1	CHR03V5|COORD:22492950..22497129|protein cytochrome P450 85A1, putative, expressed	LOC_Os03g40540.1	" no descriptionvery weakly similar to (54.7)AT3G30180| Symbols: CYP85A2, BR6OX2 | BR6OX2/CYP85A2 (BRASSINOSTEROID-6-OXIDASE 2); monooxygenase/ oxygen binding | chr3:11813346-11815988 FORWARDvery weakly similar to (68.6)C85A1_ORYSA"	hormone metabolism.brassinosteroid.synthesis-degradation.BRs.other	17_3_1_1_99

CUST_53256_PI403524517	2	0.0054063797	-0.18640614	-0.011231422	0.02346611	0.17029095	-0.005405426	35_15156	Rep: Proteasome subunit alpha type 5-A - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_O81149	"CHR1V7|COORD:20107799..20109460| PAE1 (20S proteasome alpha subunit E1); peptidase"	AT1G53850.1	CHR11V5|COORD:23441220..23436878|protein proteasome subunit alpha type 5, putative, expressed	LOC_Os11g40140.1	no descriptionmoderately similar to ( 442)AT1G53850| Symbols: PAE1 | PAE1 (20S proteasome alpha subunit E1) | chr1:20107799-20109460 REVERSEmoderately similar to ( 455)PSA5_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned proteasome_alpha_type_5 proteasome_alpha PRK03996 proteasome_alpha_archeal PRE1 proteasome_alpha_type_4 proteasome_alpha_type_2 proteasome_alpha_type_7 proteasome_alpha_type_3 proteasome_alpha_type_1 Proteasome proteasome_protease_HslV proteasome_alpha_type_6 Ntn_hydrolase proteasome_beta_archeal proteasome_beta proteasome_beta_type_7 proteasome_beta_type_5 proteasome_beta_type_2 proteasome_beta_type_6 proteasome_beta_type_4 proteasome_beta_type_1	protein.degradation.ubiquitin.proteasom	29_5_11_20

CUST_174172_PI403524517	2	-0.36955738	-0.12530184	-0.452518	0.2173419	0.18461943	0.12530136	35_48493	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_69947_PI403524517	2	-0.09534168	0.28943634	0.15193939	-0.20764065	0.006855011	-0.0068540573	35_20013	"Cluster: Os04g0692100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os04g0692100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J8Q8	CHR3V7|COORD:3161982..3164042| tubulin folding cofactor B	AT3G10220.1	CHR04V5|COORD:35207760..35203978|protein tubulin-specific chaperone B, putative, expressed	LOC_Os04g59560.1	no descriptionmoderately similar to ( 303)AT3G10220| Symbols:  | tubulin folding cofactor B | chr3:3161982-3164042 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned CAP_GLY Alp11_N NIP100	cell.organisation	31_1

CUST_150245_PI403524517	2	0.01625967	0.19158316	0.035399914	-0.25470018	-0.01625967	-0.44499683	35_42031	"Cluster: Hypothetical protein P0503D09.107; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0503D09.107 - Oryza sativa (japonica cultivar"	UniRef90_Q7EYL2	CHR5V7|COORD:21876374..21877898| F-box family protein (FBL13)	AT5G53840.1	CHR01V5|COORD:7999812..7994293|protein F-box domain containing protein	LOC_Os01g14270.1	no description	not assigned.unknown	35_2

CUST_13283_PI399408534	2	0.25600052	-0.016890526	0.016890526	-0.030243874	-0.15971947	0.023895264	35_8771	Rep: SEU3A protein, putative, expressed - Oryza sativa (japonica cultivar-group)	UniRef90_Q2R940	"CHR1V7|COORD:16620312..16624036| SEU (SEUSS); transcription cofactor"	AT1G43850.1	CHR11V5|COORD:5414896..5423336|protein transcriptional corepressor SEUSS, putative, expressed	LOC_Os11g10070.1	"no descriptionvery weakly similar to (50.8)AT1G43850| Symbols: SEU | SEU (SEUSS); transcription cofactor | chr1:16620312-16624036 FORWARD"	RNA.regulation of transcription.C2H2 zinc finger family	27_3_11

CUST_78327_PI403524517	2	-1.626565	1.750349	-0.016065598	0.016066551	0.3766508	-0.89490604	35_22455	"Cluster: H0315F07.12 protein; n=10; Oryza sativa|Rep: H0315F07.12 protein - Oryza sativa (Rice)"	UniRef90_Q259Z0	CHR4V7|COORD:6374801..6375073| wound-responsive family protein	AT4G10270.1	CHR04V5|COORD:32104684..32100580|protein retrotransposon protein, putative, unclassified	LOC_Os04g54280.1	no descriptionvery weakly similar to (89.7)AT4G10270| Symbols:  | wound-responsive family protein | chr4:6374801-6375073 FORWARD	not assigned.no ontology	35_1

CUST_17168_PI404877155	2	-0.29206467	0.16706944	0.07392311	-0.09029865	0.028918266	-0.028918266	HT05G10u_s_at	plasma membrane H+-ATPase [Triticum aestivum] sp|P83970|PMA1_WHEAT Plasma membrane ATPase (Proton pump)	AAS55889.1	ATPase 2, plasma membrane-type, putative / proton pump 2, putative / proton-exporting ATPase, putative	At4g30190.1	protein plasma-membrane proton-efflux P-type ATPase	Os04g56160	plasma membrane H+-ATPase	transport.p- and v-ATPases	34_1

CUST_136898_PI403524517	2	0.20075798	-0.17773724	0.005066395	0.10668039	-0.005066395	-0.064567566	35_38390	"Cluster: Os07g0154400 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os07g0154400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D8J4	CHR4V7|COORD:8553851..8561661| similar to putative fanconi anemia, complementation group D2 [Oryza sativa (japonica cultivar-group)] (GB:BAD31595.1)	AT4G14970.1	CHR07V5|COORD:2890947..2881339|protein conserved hypothetical protein	LOC_Os07g05960.1	 no descriptionvery weakly similar to (81.6)AT4G14970| Symbols:  | similar to putative fanconi anemia, complementation group D2 [Oryza sativa (japonica cultivar-group)] (GB:BAD31595.1) | chr4:8553851-8561661 FORWARD	not assigned.unknown	35_2

CUST_108735_PI403524517	2	-0.095721245	0.009140015	0.041920185	-0.011893749	-0.0091404915	0.039704323	35_30921	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_34128_PI399408534	2	0.09604788	0.16547251	-0.09604788	0.14372587	-0.41551352	-0.17704153	35_10034	"Cluster: Gibberellin 2-oxidase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Gibberellin 2-oxidase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8S0S6	"CHR1|COORD:10537632..10539172| similar to gibberellin 2-oxidase / GA2-oxidase (GA2OX3) [Arabidopsis thaliana] (TAIR:At2g34555.1); similar to GA 2-oxidase 2 [Ner"	AT1G30040.2	CHR01V5|COORD:32121953..32124491|protein gibberellin 2-beta-dioxygenase, putative, expressed	LOC_Os01g55240.1	"no descriptionweakly similar to ( 114)AT1G30040| Symbols: ATGA2OX2 | ATGA2OX2; gibberellin 2-beta-dioxygenase | chr1:10537753-10538765 FORWARDweakly similar to ( 131)G2OX1_PEAGibberellin 2-beta-dioxygenase 1 - Pisum sativum (Garden pea)not assigned not assigned not assigned PcbC"	hormone metabolism.gibberelin.synthesis-degradation.GA2 oxidase	17_6_1_13

CUST_78760_PI403524517	2	0.025527	0.06486416	0.060555458	-0.082634926	-0.14449787	-0.025527	35_22582	"Cluster: Pleckstriny domain-containing protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Pleckstriny domain-containing"	UniRef90_Q10L77	0	0	CHR03V5|COORD:13717684..13706158|protein rho GTPase activator, putative, expressed	LOC_Os03g24180.1	no description	not assigned.unknown	35_2

CUST_158298_PI403524517	2	0.061418056	0.10645914	-0.0108418465	0.0108418465	-0.20028353	-0.29307747	35_44193	"Cluster: Hypothetical protein P0668F02.10; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0668F02.10 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6AU91	CHR4V7|COORD:14972218..14975467| monooxygenase	AT4G30720.1	CHR05V5|COORD:20029058..20019561|protein FAD dependent oxidoreductase, putative, expressed	LOC_Os05g34040.2	no descriptionmoderately similar to ( 225)AT4G30720| Symbols:  | monooxygenase | chr4:14972218-14975467 REVERSECOG2509	not assigned.unknown	35_2

CUST_18860_PI404877155	2	-0.003238678	0.12277031	0.007232666	-0.12521744	-0.18796158	0.0032377243	HW05I01V_at	0	0	0	0	0	0	NONE	amino acid metabolism.degradation.branched chain group.isoleucine	13_2_4_5

CUST_64704_PI403524517	2	0.30240202	-0.7125683	0.13719606	-0.048788548	-0.46546888	0.048788548	35_18472	"Cluster: Putative insulin degrading enzyme; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative insulin degrading enzyme - Oryza sativa (japonica"	UniRef90_Q5ZCF2	CHR2V7|COORD:17436531..17443188| peptidase M16 family protein / insulinase family protein	AT2G41790.1	CHR01V5|COORD:33292153..33304161|protein insulin-degrading enzyme, putative, expressed	LOC_Os01g57073.1	no descriptionmoderately similar to ( 319)AT2G41790| Symbols:  | peptidase M16 family protein / insulinase family protein | chr2:17436531-17443188 REVERSEnot assigned Ptr Peptidase_M16_C Peptidase_M16 PqqL	protein.degradation	29_5

CUST_111122_PI403524517	2	-0.16723633	0.1841402	-0.03573799	0.035737038	0.083833694	-0.40625477	35_31556	"Cluster: Putative water channel protein; n=1; Solanum lycopersicum|Rep: Putative water channel protein - Solanum lycopersicum (Tomato) (Lycopersicon esculentum)"	UniRef90_Q9M624	"CHR1V7|COORD:225986..227176| PIP1C (PLASMA MEMBRANE INTRINSIC PROTEIN 1;3); water channel"	AT1G01620.1	CHR02V5|COORD:27038450..27041579|protein aquaporin PIP1.1, putative, expressed	LOC_Os02g44630.1	" no descriptionweakly similar to ( 193)AT1G01620| Symbols: PIP1;3, PIP1C, TMP-B | PIP1C (PLASMA MEMBRANE INTRINSIC PROTEIN 1;3) | chr1:225986-226960 REVERSEmoderately similar to ( 203)PIP11_ORYSAnot assigned not assigned MIP MIP GlpF PRK05420 Protamine_P1 Protamine_P2 "	transport.Major Intrinsic Proteins.PIP	34_19_1

CUST_77111_PI403524517	2	0.2166481	0.7824993	-0.011713982	0.011713028	-0.28861475	-0.110547066	35_22105	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_177983_PI403524517	2	0.054162025	0.09557009	-0.054332256	0.19719648	-0.57646513	-0.054162025	35_49502	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_119394_PI403524517	2	0.66100645	-0.19320583	-0.34518147	0.6759095	0.094539165	-0.094539165	35_33784	0	0		0	CHR07V5|COORD:25948867..25944224|protein ATP binding protein, putative, expressed	LOC_Os07g43350.1	no description	not assigned.unknown	35_2

CUST_151373_PI403524517	2	-0.43082047	-0.58519554	0.108560085	0.293293	0.07713032	-0.07713032	35_42330	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_16011_PI404877155	2	0.003036499	-0.29913807	-0.003036499	-0.047671318	0.037747383	0.045022964	Contig9882_s_at	putative glyoxylate induced protein [Oryza sativa (japonica cultivar-group)]	BAC83197.1	expressed protein	At4g17050.1	protein hypothetical protein	Os07g31270	expressed protein	RNA.regulation of transcription.Trihelix, Triple-Helix transcription factor family	27_3_30

CUST_46822_PI403524517	2	-0.05723667	-0.1376419	-0.04114437	0.04114437	0.20078182	0.04283619	35_13408	"Cluster: MATE efflux family protein, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: MATE efflux family protein, expressed - Oryza sativa (japonica"	UniRef90_Q10A00	CHR5V7|COORD:21306268..21308975| MATE efflux protein-related	AT5G52450.1	CHR10V5|COORD:6060904..6066946|protein transparent testa 12 protein, putative, expressed	LOC_Os10g11354.1	no descriptionweakly similar to ( 156)AT5G52450| Symbols:  | MATE efflux protein-related | chr5:21306268-21308975 REVERSEnot assigned not assigned NorM MatE PRK01766 PRK00187	transport.misc	34_99

CUST_102116_PI403524517	2	0.51001215	0.08705759	0.20490599	-0.116086006	-0.08705807	-0.11541557	35_29134	"Cluster: Hypothetical protein OJ1651_G11.8; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1651_G11.8 - Oryza sativa (japonica cultivar"	UniRef90_Q6L5D7	CHR1V7|COORD:10463516..10467137| acetyltransferase-related	AT1G29890.2	CHR05V5|COORD:28882670..28876953|protein O-acetyltransferase, putative, expressed	LOC_Os05g50510.1	no descriptionweakly similar to ( 155)AT1G29890| Symbols:  | acetyltransferase-related | chr1:10463516-10467137 FORWARDnot assigned	not assigned.no ontology	35_1

CUST_39599_PI403524517	2	0.2500782	0.09279537	0.019594193	-0.135046	-0.019593239	-0.04801941	35_11387	"Cluster: Hypothetical protein OSJNBa0087O09.6; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0087O09.6 - Oryza sativa (japonica cu"	UniRef90_Q84JQ9	"CHR5V7|COORD:2003679..2005544| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G11850.2); similar to expressed protein [Oryza sativa (japonica"	AT5G06560.1	CHR03V5|COORD:32741924..32739526|protein expressed protein	LOC_Os03g57530.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF593 Rubella_Capsid PRK07764 Gag_spuma	not assigned.unknown	35_2

CUST_18278_PI403524517	2	-0.59037304	-1.7130404	0.9574499	0.59037304	0.81714535	-1.3425121	35_5285	"Cluster: Os08g0171700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os08g0171700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J7Q3	0	0	CHR08V5|COORD:4201593..4199889|protein expressed protein	LOC_Os08g07490.1	no description	not assigned.unknown	35_2

CUST_21570_PI399408534	2	-0.038104057	-0.13602638	0.038104057	0.10542393	0.07654667	-0.045064926	35_8474	"Cluster: BZIP transcriptional activator RSG-related; n=1; Oryza sativa (japonica cultivar-group)|Rep: BZIP transcriptional activator RSG-related - Oryza sativa"	UniRef90_Q53PL0	"CHR1V7|COORD:16486792..16488457| VIP1 (VIRE2-INTERACTING PROTEIN 1); transcription factor"	AT1G43700.1	CHR12V5|COORD:3152018..3155798|protein transcription factor PosF21, putative, expressed	LOC_Os12g06520.1	"no descriptionvery weakly similar to (94.4)AT1G43700| Symbols: VIP1 | VIP1 (VIRE2-INTERACTING PROTEIN 1); transcription factor | chr1:16486792-16488457 FORWARDvery weakly similar to (77.0)RF2B_ORYSAnot assigned not assigned BRLZ"	RNA.regulation of transcription.bZIP transcription factor family	27_3_35

CUST_178377_PI403524517	2	0.063941956	0.22898579	-0.0036783218	-0.08076	0.0036792755	-0.044353485	35_49605	"Cluster: IQ calmodulin-binding motif family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: IQ calmodulin-binding motif family protein, exp"	UniRef90_Q2QM35		0	CHR12V5|COORD:26341045..26335618|protein calmodulin binding protein, putative, expressed	LOC_Os12g42430.2	no description	not assigned.unknown	35_2

CUST_109536_PI403524517	2	0.25628948	0.39198017	-0.14855385	-0.19729519	-0.036625862	0.036625862	35_31131	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_53940_PI403524517	2	-0.03133011	0.00390625	0.010982513	-0.0332222	-0.0039072037	0.048446655	35_15353	Rep: CUL1 - Oryza sativa (japonica cultivar-group)	UniRef90_Q5ZC88	"CHR4|COORD:1128619..1133696| similar to cullin family protein [Arabidopsis thaliana] (TAIR:At1g02980.1); similar to CUL1 [Oryza sativa (japonica cultivar-group)"	AT4G02570.3	CHR05V5|COORD:2818866..2812154|protein cullin-1, putative, expressed	LOC_Os05g05700.1	 no descriptionnearly identical (1159)AT4G02570| Symbols: CUL1, AXR6, ATCUL1 | ATCUL1 (CULLIN 1) | chr4:1129315-1133435 FORWARDnot assigned not assigned not assigned not assigned not assigned COG5647 Cullin CULLIN 	protein.degradation.ubiquitin.E3.SCF.cullin	29_5_11_4_3_3

CUST_29221_PI403524517	2	-0.023243904	0.031780243	0.03953266	-0.05998993	-0.07896328	0.023243904	35_8445	"Cluster: Putative aminopeptidase C; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative aminopeptidase C - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69Y12	CHR5V7|COORD:14265432..14270502| serine-type peptidase	AT5G36210.1	CHR06V5|COORD:5868597..5861164|protein acyl-peptide hydrolase-like, putative, expressed	LOC_Os06g11180.1	no descriptionmoderately similar to ( 430)AT5G36210| Symbols:  | serine-type peptidase | chr5:14265432-14270502 REVERSEnot assigned not assigned not assigned DAP2 Peptidase_S9 COG1505 COG0412 Aes COG1073 Abhydrolase_3	protein.degradation	29_5

CUST_91107_PI403524517	2	0.06580782	-0.4489932	0.20394754	-0.016737461	0.016737461	-0.045339108	35_26053	"Cluster: Selenium-binding protein-like; n=3; Arabidopsis thaliana|Rep: Selenium-binding protein-like - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9LTV8	CHR3V7|COORD:4056907..4059200| pentatricopeptide (PPR) repeat-containing protein	AT3G12770.1	CHR02V5|COORD:2812235..2816191|protein pentatricopeptide repeat protein PPR986-12, putative, expressed	LOC_Os02g05720.1	no descriptionmoderately similar to ( 237)AT3G12770| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr3:4056907-4059200 REVERSE	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_13343_PI399408534	2	-0.056981087	-0.47513962	0.022896767	-0.022895813	0.13954926	0.03047657	35_15629	"Cluster: Ocs-element binding factor 1; n=1; Triticum aestivum|Rep: Ocs-element binding factor 1 - Triticum aestivum (Wheat)"	UniRef90_Q7X9J2	"CHR3V7|COORD:23102820..23103260| ATBZIP53 (BASIC REGION/LEUCINE ZIPPER MOTIF 53); DNA binding / sequence-specific DNA binding / transcription factor"	AT3G62420.1	CHR12V5|COORD:22933824..22935119|protein ocs element-binding factor 1, putative, expressed	LOC_Os12g37410.1	"no descriptionweakly similar to ( 107)AT3G62420| Symbols: ATBZIP53 | ATBZIP53 (BASIC REGION/LEUCINE ZIPPER MOTIF 53); DNA binding / sequence-specific DNA binding / transcription factor | chr3:23102820-23103260 REVERSEweakly similar to ( 190)OCS1_MAIZEOcs element-binding factor 1 - Zea mays (Maize)not assigned BRLZ bZIP_1 PRK12323 bZIP_2"	RNA.regulation of transcription.bZIP transcription factor family	27_3_35

CUST_115250_PI403524517	2	-0.025884628	-0.11971283	0.046409607	0.026943207	-0.016280174	0.016280174	35_32693	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_7570_PI404877155	2	0.08397198	-0.32914257	-0.04238701	0.027586937	-0.027586937	0.10312271	Contig22074_at	putative heat shock protein [Oryza sativa] gb|AAK52144.1| putative heat shock protein [Oryza sativa]	NP_909829.1	DNAJ heat shock N-terminal domain-containing protein	At5g27240.1	protein putative heat shock protein	Os03g28310	putative heat shock protein	stress.abiotic.heat	20_2_1

CUST_14323_PI403524517	2	-0.19330788	0.29033566	0.038900375	0.008883476	-0.11552906	-0.00888443	35_4108	"Cluster: NBS-LRR type disease resistance protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: NBS-LRR type disease resistance"	UniRef90_Q2R8J6	CHR3V7|COORD:2226250..2229030| RPM1 (RESISTANCE TO P. SYRINGAE PV MACULICOLA 1)	AT3G07040.1	CHR11V5|COORD:6636603..6631063|protein NBS-LRR type disease resistance protein, putative, expressed	LOC_Os11g11960.1	 no descriptionmoderately similar to ( 313)AT3G07040| Symbols: RPS3, RPM1 | RPM1 (RESISTANCE TO P. SYRINGAE PV MACULICOLA 1) | chr3:2226250-2229030 REVERSEnot assigned not assigned not assigned not assigned NB-ARC COG4886 	stress.biotic	20_1

CUST_61166_PI403524517	2	-0.3589363	-0.5974951	0.36903286	-0.071959496	0.071959496	0.10781574	35_17450	Rep: Fructan 1-exohydrolase precursor - Hordeum vulgare (Barley)	UniRef90_Q70AT7	"CHR3V7|COORD:4533091..4535838| ATBFRUCT1/ATCWINV1 (ARABIDOPSIS THALIANA CELL WALL INVERTASE 1); beta-fructofuranosidase/ hydrolase, hydrolyzing"	AT3G13790.1	CHR01V5|COORD:42953169..42957287|protein beta-fructofuranosidase, insoluble isoenzyme 4 precursor, putative, expressed	LOC_Os01g73580.1	" no descriptionhighly similar to ( 557)AT3G13790| Symbols: ATCWINV1, ATBFRUCT1 | ATBFRUCT1/ATCWINV1 (ARABIDOPSIS THALIANA CELL WALL INVERTASE 1); beta-fructofuranosidase/ hydrolase, hydrolyzing O-glycosyl compounds | chr3:4533091-4535838 REVERSEhighly similar to ( 889)INV4_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned Glyco_32 Glyco_hydro_32N SacC Glyco_hydro_32C "	major CHO metabolism.degradation.sucrose.invertases.cell wall	2_2_1_3_2

CUST_8778_PI399408534	2	0.057209015	-0.18674755	0.020064354	-0.11372852	0.12417698	-0.020064354	35_22966	"Cluster: Putative Rab GTP-binding protein Rab11a; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Rab GTP-binding protein Rab11a - Oryza sativa (japon"	UniRef90_Q8LHP5	"CHR5V7|COORD:19294823..19295593| AtRABA5a (Arabidopsis Rab GTPase homolog A5a); GTP binding"	AT5G47520.1	CHR07V5|COORD:26319512..26322559|protein ras-related protein ARA-4, putative, expressed	LOC_Os07g44040.1	"no descriptionmoderately similar to ( 320)AT5G47520| Symbols: AtRABA5a | AtRABA5a (Arabidopsis Rab GTPase homolog A5a); GTP binding | chr5:19294823-19295593 REVERSEmoderately similar to ( 243)RGP2_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Rab11_like RAB Ras Rab Rab8_Rab10_Rab13_like Rab5_related Rab4 Rab2 Rab1_Ypt1 Rab19 Rab18 Rab14 Rab6 Rab39 Rab26 Rab30 Rab21 RabA_like Rab35 Rab3 Rab7 Rab15 Rab27A Rab9 Rab32_Rab38 Ras_like_GTPase Ras Rab33B_Rab33A RAS RJL Rab12 Rab40 COG1100 Rap_like Rab23_lke Rab28 RheB M_R_Ras_like Rab36_Rab34 RERG_RasL11_like RabL2 Ras2 RalA_RalB Rap2 RSR1 Rab24 H_N_K_Ras_like RabL4 Rho Rap1 Ran Rit_Rin_Ric RHO Rab20 Rho4_like Spg1 RGK ARHI_like Wrch_1 Miro Ras_dva RhoA_like Rho3 RAN Arf_Arl Rop_like Rac1_like Rnd3_RhoE_Rho8 Rho2 Rnd RhoG Arf Rhes_like RabL3 Tc10 Arl4_Arl7 Arl5_Arl8 Rnd2_Rho7 Rnd1_Rho6 ARLTS1 Arfrp1 Miro1 ARF Arl10_like Arf6 COG2229 Arf1_5_like ARD1 Arl1 Cdc42 RhoBTB Sar1"	signalling.G-proteins	30_5

CUST_43971_PI403524517	2	0.6356659	-0.018258095	-0.03184557	0.018257618	0.029691696	-0.21672201	35_12618	"Cluster: Putative oligosaccharyl transferase STT3 subunit; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative oligosaccharyl transferase STT3 subunit - O"	UniRef90_Q6F2Z1	"CHR5V7|COORD:6652651..6658216| STT3A (STAUROSPORIN AND TEMPERATURE SENSITIVE 3-LIKE A); oligosaccharyl transferase"	AT5G19690.1	CHR05V5|COORD:25733970..25727978|protein oligosaccharyl transferase STT3 subunit, putative, expressed	LOC_Os05g44360.1	"no descriptionmoderately similar to ( 353)AT5G19690| Symbols: STT3A | STT3A (STAUROSPORIN AND TEMPERATURE SENSITIVE 3-LIKE A); oligosaccharyl transferase | chr5:6652651-6658216 FORWARDnot assigned STT3 COG1287"	not assigned.no ontology	35_1

CUST_38053_PI403524517	2	0.07111454	0.007505417	0.025540352	-0.0075058937	-0.18513012	-0.05185795	35_10952	"Cluster: Glycoside hydrolase, family 15; n=1; Kineococcus radiotolerans SRS30216|Rep: Glycoside hydrolase, family 15 - Kineococcus radiotolerans SRS30216"	UniRef90_Q411U3	0	0	CHR02V5|COORD:30693121..30695746|protein expressed protein	LOC_Os02g50280.1	no description	not assigned.unknown	35_2

CUST_95262_PI403524517	2	0.018595695	-0.025188446	0.032606125	-0.01859665	-0.19696999	0.097717285	35_27226	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_13331_PI404877155	2	-0.14490414	0.08035183	0.24957371	-0.059967995	0.05996704	-0.077459335	Contig7023_at	Acetylornithine aminotransferase, mitochondrial precursor (ACOAT) (Acetylornithine transaminase) (AOTA) emb|CAA69936.1| acetylornithine amin	O04866	acetylornithine aminotransferase, mitochondrial, putative / acetylornithine transaminase, putative / AOTA, put	At1g80600.1	protein acetylornithine aminotransferase, mitochondrial precursor(ec 2.6.1.11) (acoat) (acetylorni	Os05g03830	"2.1_cys4-zincfinger   T00513 MR;"	amino acid metabolism.synthesis.glutamate family.arginine	13_1_2_3

CUST_18257_PI399408534	2	0.2647872	0.33716917	0.08797979	-0.08797979	-0.53269863	-0.14636183	35_41722	"Cluster: Putative leucine-rich repeat transmembrane protein kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative leucine-rich repeat transmembrane"	UniRef90_Q6EUQ1	CHR4V7|COORD:1490911..1494552| leucine-rich repeat transmembrane protein kinase, putative	AT4G03390.1	CHR02V5|COORD:4175209..4165204|protein ATP binding protein, putative, expressed	LOC_Os02g07960.4	 no descriptionweakly similar to ( 169)AT4G03390| Symbols:  | leucine-rich repeat transmembrane protein kinase, putative | chr4:1490911-1494552 REVERSEvery weakly similar to (58.5)RPK1_IPONIReceptor-like protein kinase precursor - Ipomoea nil (Japanese morning glory) (Pharbitis nil)	stress.biotic	20_1

CUST_172271_PI403524517	2	-0.038876534	0.35077572	-0.11141491	-0.013336182	0.013336182	0.03245449	35_47986	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_8476_PI404877155	2	-0.46579266	-1.3288422	1.3446808E-4	0.45694733	0.7070246	-1.335144E-4	Contig2504_at	IAA1 protein [Triticum aestivum]	CAE00638.1	auxin-responsive protein / indoleacetic acid-induced protein 7 (IAA7)	At3g23050.1	protein putative auxin-responsive protein (with alternative splicing)	Os03g53150	IAA1 protein	RNA.regulation of transcription.Aux/IAA family	27_3_40

CUST_90811_PI403524517	2	0.32300854	1.1231308	-0.14592075	0.02832079	-0.028320312	-0.37322855	35_25973	Rep: Na+,K+/H+ exchanger - Hordeum vulgare (Barley)	UniRef90_Q2PP61	"CHR1V7|COORD:20297020..20300796| ATNHX5/NHX5 (NA+/H+ ANTIPORTER 5); sodium:hydrogen antiporter"	AT1G54370.1	CHR09V5|COORD:6382644..6372275|protein sodium/hydrogen exchanger family protein, expressed	LOC_Os09g11450.2	" no descriptionvery weakly similar to (67.0)AT1G54370| Symbols: NHX5, ATNHX5 | ATNHX5/NHX5 (NA+/H+ ANTIPORTER 5); sodium:hydrogen antiporter | chr1:20297020-20300796 REVERSEnot assigned "	transport.unspecified cations	34_14

CUST_131346_PI403524517	2	0.11635733	-0.17133045	-0.0961442	0.16548824	-0.05489397	0.054893494	35_36889	"Cluster: Putative sorting nexin 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative sorting nexin 1 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5N7G9	CHR5V7|COORD:1856213..1858753| phox (PX) domain-containing protein	AT5G06140.1	CHR01V5|COORD:37647366..37643069|protein sorting nexin 1, putative, expressed	LOC_Os01g64280.1	no descriptionvery weakly similar to (51.6)AT5G06140| Symbols:  | phox (PX) domain-containing protein | chr5:1856213-1858753 REVERSE	not assigned.no ontology	35_1

CUST_79826_PI403524517	2	0.20675945	-0.106472015	-0.22663307	-0.0038547516	0.003853798	0.09720802	35_22892	Rep: UPI0000DC195F UniRef100 entry - Rattus norvegicus	UniRef90_UPI0000DC195F	"CHR3V7|COORD:7795290..7796294| CWLP (CELL WALL-PLASMA MEMBRANE LINKER PROTEIN); lipid binding"	AT3G22120.1	CHR09V5|COORD:21045812..21049549|protein minus agglutinin, putative, expressed	LOC_Os09g36470.1	no description	not assigned.unknown	35_2

CUST_85437_PI403524517	2	-0.02240324	-0.0539217	0.12618494	0.09016085	0.02240324	-0.11547279	35_24475	"Cluster: Putative glycosyltransferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative glycosyltransferase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8LIF5	"CHR3V7|COORD:1893810..1894865| GATL4 (Galacturonosyltransferase-like 4); polygalacturonate 4-alpha-galacturonosyltransferase/ transferase,"	AT3G06260.1	CHR07V5|COORD:27004928..27006846|protein transferase, transferring glycosyl groups, putative, expressed	LOC_Os07g45260.1	" no descriptionweakly similar to ( 101)AT3G06260| Symbols: GATL4 | GATL4 (Galacturonosyltransferase-like 4); polygalacturonate 4-alpha-galacturonosyltransferase/ transferase, transferring glycosyl groups / transferase, transferring hexosyl groups | chr3:1893810-1894865 REVERSEnot assigned not assigned PRK07764 "	misc.UDP glucosyl and glucoronyl transferases	26_2

CUST_10753_PI404877155	2	0.06648064	0.39850426	-0.5126715	0.20286274	-0.2930727	-0.06647968	Contig4470_s_at	"extracellular invertase; beta-fructofuranosidase [Triticum monococcum]"	AAN80141.1	beta-fructosidase, putative / beta-fructofuranosidase, putative	At1g55120.1	protein Glycosyl hydrolases family 32	Os09g08080	"extracellular invertase; beta-fructofuranosidase"	minor CHO metabolism.others	3_5

CUST_132658_PI403524517	2	0.057088852	0.4190483	0.017424107	-0.07622957	-0.23441172	-0.017424107	35_37253	Rep: F1-ATPase - Triticum aestivum (Wheat)	UniRef90_Q7X9K5		0	0	0	no description	not assigned.unknown	35_2

CUST_5532_PI403524517	2	0.028532028	-0.21320629	-0.008236885	-0.04791832	0.011565208	0.008236885	35_1525	"Cluster: Putative dolichyl-di-phosphooligosaccharide-protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative dolichyl-di-phosphooligosaccharide-prote"	UniRef90_Q6ZLK0	"CHR5V7|COORD:26635066..26637807| DGL1 (defective glycosylation 1); dolichyl-diphosphooligosaccharide-protein"	AT5G66680.1	CHR07V5|COORD:5883646..5888389|protein dolichyl-diphosphooligosaccharide--protein glycosyltransferase 48 kDasubunit precursor, putative,	LOC_Os07g10830.1	"no descriptionhighly similar to ( 627)AT5G66680| Symbols: DGL1 | DGL1 (defective glycosylation 1); dolichyl-diphosphooligosaccharide-protein glycotransferase | chr5:26635066-26637807 REVERSEnot assigned not assigned not assigned not assigned DDOST_48kD"	misc.misc2	26_1

CUST_22519_PI403524517	2	0.110295296	0.08170223	-0.05883503	0.004896164	-0.09287262	-0.0048952103	35_6540	"Cluster: Peptidyl-prolyl cis-trans isomerase 1; n=1; Malus x domestica|Rep: Peptidyl-prolyl cis-trans isomerase 1 - Malus domestica (Apple) (Malus sylvestris)"	UniRef90_Q94G00	CHR2V7|COORD:7849428..7850619| PIN1AT (parvulin 1At)	AT2G18040.1	CHR04V5|COORD:33657050..33654393|protein peptidyl-prolyl cis-trans isomerase 1, putative, expressed	LOC_Os04g56800.1	no descriptionweakly similar to ( 129)AT2G18040| Symbols: PIN1AT | PIN1AT (parvulin 1At) | chr2:7849428-7850619 FORWARDweakly similar to ( 135)PIN1_MALDOPeptidyl-prolyl cis-trans isomerase 1 - Malus domestica (Apple) (Malus sylvestris)not assigned Rotamase Atrophin-1 TT_ORF1 SurA prsA prsA prsA Protamine_P1	cell.cycle	31_3

CUST_35843_PI403524517	2	0.13519096	-0.2829008	-0.33317566	0.06468773	-0.059283257	0.059283257	35_10336	"Cluster: Putative alpha 3 glucosyltransferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative alpha 3 glucosyltransferase - Oryza sativa (japonica"	UniRef90_Q7XIE1	CHR5V7|COORD:15415822..15418217| ALG6, ALG8 glycosyltransferase family protein	AT5G38460.1	CHR07V5|COORD:3452188..3455473|protein ALG6, ALG8 glycosyltransferase family protein, expressed	LOC_Os07g07010.1	 no descriptionmoderately similar to ( 307)AT5G38460| Symbols:  | ALG6, ALG8 glycosyltransferase family protein | chr5:15415822-15418217 REVERSEnot assigned not assigned Alg6_Alg8 	misc.UDP glucosyl and glucoronyl transferases	26_2

CUST_4813_PI399408534	2	-0.0629797	0.14413834	-0.18295193	-0.054092407	0.09430218	0.054092407	35_35519	"Cluster: Os06g0225100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0225100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DDG5	CHR5V7|COORD:25971113..25972288| mitochondrial transcription termination factor-related / mTERF-related	AT5G64950.1	CHR06V5|COORD:6479981..6478284|protein mTERF family protein, expressed	LOC_Os06g12100.1	no descriptionvery weakly similar to (87.0)AT5G64950| Symbols:  | mitochondrial transcription termination factor-related / mTERF-related | chr5:25971113-25972288 FORWARDnot assigned mTERF	RNA.regulation of transcription.unclassified	27_3_99

CUST_156607_PI403524517	2	0.3357668	-0.5011606	0.24850273	-0.24850321	-0.58242035	0.35328722	35_43739	"Cluster: Os09g0551800 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0551800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IZT1	CHR1V7|COORD:7185648..7192784| helicase-related	AT1G20720.1	CHR09V5|COORD:21867685..21859936|protein ATP binding protein, putative, expressed	LOC_Os09g37920.1	no descriptionvery weakly similar to (99.0)AT1G20720| Symbols:  | helicase-related | chr1:7185648-7192784 REVERSEnot assigned	DNA.synthesis/chromatin structure	28_1

CUST_12668_PI403524517	2	0.03608513	-0.14029503	-0.03907585	5.464554E-4	-5.4740906E-4	0.03608513	35_3621	"Cluster: Hypothetical protein OJ1486_E07.21; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1486_E07.21 - Oryza sativa (japonica cultiv"	UniRef90_Q6EU87	"CHR2V7|COORD:10191279..10192177| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G30500.1); similar to Protein of unknown function DUF788 [Medicago"	AT2G23940.1	CHR02V5|COORD:27076784..27073416|protein HSPC171 protein, putative, expressed	LOC_Os02g44690.1	"no descriptionweakly similar to ( 189)AT2G23940| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G30500.1); similar to Protein of unknown function DUF788 [Medicago truncatula] (GB:ABE94694.1); contains InterPro domain Protein of unknown function DUF788; (InterPro:IPR008506) | chr2:10191279-10192177 FORWARDnot assigned DUF788"	not assigned.unknown	35_2

CUST_19760_PI399408534	2	-0.17242718	0.48775482	0.16514015	-0.5318656	-0.050646305	0.050646782	35_24763	"Cluster: Os03g0690500 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os03g0690500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DPH3	CHR2V7|COORD:13142658..13143910| 2-oxoglutarate-dependent dioxygenase, putative	AT2G30840.1	CHR03V5|COORD:27531369..27530189|protein 1-aminocyclopropane-1-carboxylate oxidase, putative, expressed	LOC_Os03g48430.1	 no descriptionmoderately similar to ( 215)AT2G30840| Symbols:  | 2-oxoglutarate-dependent dioxygenase, putative | chr2:13142658-13143910 REVERSEweakly similar to ( 174)DV4H_CATRODeacetoxyvindoline 4-hydroxylase - Catharanthus roseus (Rosy periwinkle) (Madagascar periwinkle)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PcbC PRK07764 Herpes_BLLF1 PRK12323 DUF566 PRK09169 DUF1509 TT_ORF1 	hormone metabolism.ethylene.synthesis-degradation	17_5_1

CUST_112731_PI403524517	2	-0.21381426	-0.052075386	0.22126389	0.06597805	0.028092384	-0.028092861	35_31998	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_108092_PI403524517	2	0.05748558	0.20461369	0.15573978	-0.1356554	-0.059823036	-0.05748558	35_30752	"Cluster: Plus agglutinin; n=1; Chlamydomonas incerta|Rep: Plus agglutinin - Chlamydomonas incerta"	UniRef90_Q58NA5	CHR1V7|COORD:16816094..16817173| DNA binding / ligand-dependent nuclear receptor	AT1G44191.1	0	0	no description	not assigned.unknown	35_2

CUST_25873_PI399408534	2	-0.06965017	-0.41602516	0.09246588	0.0014128685	-0.0014128685	0.041606426	35_5672	"Cluster: Zinc finger C-x8-C-x5-C-x3-H type family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Zinc finger C-x8-C-x5-C-x3-H type"	UniRef90_Q2QTY4	CHR5V7|COORD:25379126..25381679| zinc finger (CCCH-type) family protein	AT5G63260.1	CHR12V5|COORD:10441439..10433501|protein zinc finger CCCH type domain-containing protein ZFN-like 6, putative, expressed	LOC_Os12g18120.3	no descriptionmoderately similar to ( 253)AT5G63260| Symbols:  | zinc finger (CCCH-type) family protein | chr5:25379126-25381679 FORWARDmoderately similar to ( 216)ZFNL_PEAZinc finger CCCH domain-containing protein ZFN-like - Pisum sativum (Garden pea)not assigned	RNA.regulation of transcription.unclassified	27_3_99

CUST_32729_PI403524517	2	0.2652378	-0.50426006	-0.10316849	-0.029316902	0.029316902	0.037057877	35_9435	"Cluster: Tubby protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Tubby protein, putative, expressed - Oryza sativa (japonica cultiv"	UniRef90_Q2QXB2	"CHR1|COORD:8863906..8866792| F-box family protein / tubby family protein, similar to Tubby protein homolog (SP:O88808) (Rattus norvegicus); contains Pfam PF0064"	AT1G25280.2	CHR12V5|COORD:3216728..3211526|protein tubby-like protein, putative, expressed	LOC_Os12g06630.2	"no descriptionmoderately similar to ( 247)AT1G25280| Symbols: AtTLP10 | AtTLP10 (TUBBY LIKE PROTEIN 10); phosphoric diester hydrolase/ transcription factor | chr1:8865663-8866595 FORWARDnot assigned not assigned Tub"	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_121532_PI403524517	2	0.26827812	-0.6922207	0.20452785	0.30426693	-0.20452785	-0.33378124	35_34322	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_127014_PI403524517	2	-0.06776476	-0.34840298	0.21311903	0.15043402	-0.38777447	0.067765236	35_35736	"Cluster: F-actin capping protein subunit alpha; n=1; Gibberella zeae|Rep: F-actin capping protein subunit alpha - Gibberella zeae (Fusarium graminearum)"	UniRef90_Q4I2D7	CHR3V7|COORD:1598617..1601140| F-actin capping protein alpha subunit family protein	AT3G05520.1	CHR07V5|COORD:13076830..13072744|protein F-actin capping protein alpha subunit, putative, expressed	LOC_Os07g23200.1	no descriptionvery weakly similar to (53.1)AT3G05520| Symbols:  | F-actin capping protein alpha subunit family protein | chr3:1598617-1601140 FORWARDnot assigned F-actin_cap_A	cell.organisation	31_1

CUST_30162_PI399408534	2	0.35064697	0.38015842	0.099591255	-0.0995903	-0.5067148	-0.15467453	35_28764	"Cluster: Metallopeptidase family M24 containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Metallopeptidase family M24 containing prot"	UniRef90_Q2QRX9	"CHR4V7|COORD:6602222..6605446| SPT16 (GLOBAL TRANSCRIPTION FACTOR C); metalloexopeptidase"	AT4G10710.1	CHR12V5|COORD:15118511..15121940|protein cell division control protein 68, putative, expressed	LOC_Os12g26030.1	"no descriptionmoderately similar to ( 234)AT4G10710| Symbols: SPT16 | SPT16 (GLOBAL TRANSCRIPTION FACTOR C); metalloexopeptidase | chr4:6602222-6605446 REVERSEmoderately similar to ( 254)SPT16_ORYSAnot assigned CDC68-like COG5406 PepP"	RNA.regulation of transcription.Global transcription factor group	27_3_52

CUST_136931_PI403524517	2	-2.2299309	-0.7353964	1.1412239	0.7353964	0.7771263	-1.056922	35_38400	"Cluster: Leaf-specific thionin precursor [Contains: Leaf-specific thionin; Acidic protein]; n=3; Hordeum vulgare|Rep: Leaf-specific thionin precursor [Contains:"	UniRef90_P09617	CHR1V7|COORD:24609539..24610136| thionin, putative	AT1G66100.1	CHR06V5|COORD:18773644..18772307|protein thionin precursor, putative, expressed	LOC_Os06g32240.1	" no descriptionvery weakly similar to (68.6)AT1G66100| Symbols:  | thionin, putative | chr1:24609539-24610136 REVERSEmoderately similar to ( 240)THN7_HORVUThionin BTH7 precursor [Contains: Thionin BTH7; Acidic protein] - Hordeum vulgare (Barley)Thionin "	stress.biotic	20_1

CUST_15221_PI403524517	2	0.33640766	1.1634111	-0.8054657	-0.16279984	-0.29795837	0.16280079	35_4388	"Cluster: Putative 3-hydroxyisobutyrate dehydrogenase, mitochondrial; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative 3-hydroxyisobutyrate"	UniRef90_Q653U8	CHR4V7|COORD:11198638..11201047| 3-hydroxyisobutyrate dehydrogenase, putative	AT4G20930.1	CHR06V5|COORD:28138206..28141556|protein 3-hydroxyisobutyrate dehydrogenase, mitochondrial precursor, putative, expressed	LOC_Os06g46372.1	 no descriptionmoderately similar to ( 421)AT4G20930| Symbols:  | 3-hydroxyisobutyrate dehydrogenase, putative | chr4:11198638-11201047 REVERSEnot assigned MmsB garR NAD_binding_2 PRK09599 Gnd PRK12490 Gnd 	OPP.oxidative PP.6-phosphogluconate dehydrogenase	7_1_3

CUST_3474_PI404877155	2	0.016238213	0.14496613	-0.016237259	-0.18963432	-0.11936855	0.018624306	Contig13967_at	zinc finger (FYVE type) family protein [Arabidopsis thaliana]	NP_174273.2	zinc finger (FYVE type) family protein	At1g29800.1	protein expressed protein	Os02g13890	"similar to zinc finger (FYVE type) family protein [Arabidopsis thaliana] (TAIR:At3g43230.1); similar to LAs17 Binding protein-like [Oryza sativa (japonica cultivar-group)] (GB:BAD53663.1); contains InterPro domain Zn-finger, FYVE type (InterPro:IPR000306)"	RNA.regulation of transcription.unclassified	27_3_99

CUST_56670_PI403524517	2	-0.03533268	-1.2301569	0.03533268	0.113428116	0.1053772	-0.055908203	35_16141	Rep: Ribose-phosphate pyrophosphokinase 4 - Oryza sativa (Rice)	UniRef90_Q6ZFT5	CHR2V7|COORD:17863473..17865471| ribose-phosphate pyrophosphokinase 4 / phosphoribosyl diphosphate synthetase 4 (PRS4)	AT2G42910.1	CHR02V5|COORD:29619592..29622249|protein ribose-phosphate pyrophosphokinase 4, putative, expressed	LOC_Os02g48390.2	no descriptionweakly similar to ( 108)AT2G42910| Symbols:  | ribose-phosphate pyrophosphokinase 4 / phosphoribosyl diphosphate synthetase 4 (PRS4) | chr2:17863473-17865471 FORWARDweakly similar to ( 133)KPRS4_ORYSAnot assigned	nucleotide metabolism.synthesis.PRS-PP	23_1_3

CUST_103973_PI403524517	2	0.0032138824	0.6564007	-0.0032129288	-0.012797356	-0.12689781	0.07793331	35_29638	"Cluster: OJ000223_09.10 protein; n=4; Oryza sativa (japonica cultivar-group)|Rep: OJ000223_09.10 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7X6B3	"CHR1V7|COORD:25367250..25368732| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G13810.1); similar to unknown protein [Oryza sativa (japonica"	AT1G67660.1	CHR08V5|COORD:8290891..8293302|protein exonuclease, putative, expressed	LOC_Os08g13890.1	"no descriptionweakly similar to ( 107)AT1G67660| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G13810.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD05466.1); similar to Os08g0236700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001061316.1); contains domain no description (G3D.3.90.320.10); contains domain ALPHA/BETA HYDROLASE RELATED (PTHR10992:SF3); contains domain ALPHA/BETA HYDROLASE RELATED (PTHR10992); contains domain Restriction endonuclease-like (SSF52980) | chr1:25367815-25368732 FORWARD"	not assigned.unknown	35_2

CUST_5262_PI403524517	2	0.06431484	0.31811237	-0.022143364	-0.021448135	-0.033406258	0.021449089	35_1454	"Cluster: Apospory-associated protein C-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Apospory-associated protein C-like - Oryza sativa (japonica cultiv"	UniRef90_Q6K2P3	CHR5V7|COORD:26571047..26572801| aldose 1-epimerase family protein	AT5G66530.1	CHR09V5|COORD:9658126..9654423|protein apospory-associated protein C, putative, expressed	LOC_Os09g15820.1	no descriptionmoderately similar to ( 417)AT5G66530| Symbols:  | aldose 1-epimerase family protein | chr5:26571047-26572801 REVERSEnot assigned COG0676 Aldose_epim GalM	minor CHO metabolism.others	3_5

CUST_148086_PI403524517	2	0.09871197	0.18753815	0.13393545	-0.09871149	-0.19158411	-0.16290188	35_41432	"Cluster: Kinesin motor domain containing protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Kinesin motor domain containing protein, expressed"	UniRef90_Q10E64	CHR3V7|COORD:18416245..18420387| kinesin motor protein-related	AT3G49650.1	CHR03V5|COORD:32003192..32010045|protein chromosome-associated kinesin KIF4A, putative, expressed	LOC_Os03g56260.1	no descriptionmoderately similar to ( 400)AT3G49650| Symbols:  | kinesin motor protein-related | chr3:18416245-18420387 REVERSEweakly similar to ( 129)K125_TOBAC125 kDa kinesin-related protein - Nicotiana tabacum (Common tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned KISc_KIP3_like Kinesin KISc KISc KISc_KIF4 KIP1 KISc_KIF2_like KISc_KIF1A_KIF1B KISc_C_terminal KISc_KIF3 KISc_CENP_E KISc_BimC_Eg5 KISc_KHC_KIF5 KISc_KID_like KISc_KIF23_like KISc_KIF9_like KISc_KLP2_like Motor_domain	cell.organisation	31_1

CUST_111607_PI403524517	2	0.078005314	-0.4961257	-0.25497103	-0.025713444	0.061284065	0.025712967	35_31688	Rep: OsPK4 - Oryza sativa (Rice)	UniRef90_Q9SLZ6	"CHR5V7|COORD:18602169..18603620| CIPK19 (CIPK19); kinase"	AT5G45810.1	CHR05V5|COORD:25406109..25408396|protein CBL-interacting serine/threonine-protein kinase 11, putative, expressed	LOC_Os05g43840.1	" no descriptionweakly similar to ( 132)AT5G45810| Symbols: SnRK3.5, CIPK19 | CIPK19 (CIPK19); kinase | chr5:18602169-18603620 FORWARDvery weakly similar to (99.8)CIPK1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase Pkinase_Tyr SPS1 TyrKc PTKc PTKc_Srm_Brk PTKc_Fes PTKc_Fes_like PTKc_c-ros PTKc_Fer PTKc_Src_like PTKc_InsR_like PTKc_Frk_like PTKc_ALK_LTK PTKc_Csk_like PTKc_Ack_like "	protein.postranslational modification	29_4

CUST_72634_PI403524517	2	0.031576157	-0.14133453	-0.0061473846	0.059428215	0.006146431	-0.15550232	35_20821	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2R2R9	CHR1V7|COORD:18523812..18525268| similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABA94185.2)	AT1G50020.1	CHR11V5|COORD:19932045..19935762|protein tubulin alpha-6 chain, putative, expressed	LOC_Os11g34870.1	no descriptionweakly similar to ( 143)AT1G50020| Symbols:  | similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABA94185.2) | chr1:18523812-18525268 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned Drf_FH1	not assigned.unknown	35_2

CUST_62649_PI403524517	2	0.04264927	0.31362247	-0.042650223	-0.070902824	-0.13368797	0.07745266	35_17863	"Cluster: Hypothetical protein P0683F12.7; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0683F12.7 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q75IM3	0	0	CHR05V5|COORD:1485865..1479070|protein myb-like DNA-binding domain containing protein, expressed	LOC_Os05g03550.1	no description	not assigned.unknown	35_2

CUST_72173_PI403524517	2	0.027302742	-1.089531	-0.071455956	0.0038461685	0.14010715	-0.0038461685	35_20688	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q338F8	CHR1V7|COORD:4882649..4884681| binding	AT1G14300.1	CHR10V5|COORD:13588501..13594212|protein brain protein 16, putative, expressed	LOC_Os10g26660.1	no descriptionmoderately similar to ( 285)AT1G14300| Symbols:  | binding | chr1:4882649-4884681 REVERSEnot assigned DUF383 DUF384	not assigned.unknown	35_2

CUST_152249_PI403524517	2	0.32538366	-0.0073566437	-0.06388569	0.07642841	0.0073566437	-0.32678366	35_42556	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_154554_PI403524517	2	0.3858862	0.010672569	-0.010672569	0.0436821	-0.23056316	-0.11964893	35_43185	"Cluster: Precursor of CP29, core chlorophyll a/b binding (CAB) protein of photosystem II; n=1; Hordeum vulgare|Rep: Precursor of CP29, core chlorophyll a/b bind"	UniRef90_Q40039	"CHR4V7|COORD:6408196..6409492| LHCB5 (LIGHT HARVESTING COMPLEX OF PHOTOSYSTEM II 5); chlorophyll binding"	AT4G10340.1	CHR11V5|COORD:7655143..7657742|protein chlorophyll a-b binding protein M9, chloroplast precursor, putative, expressed	LOC_Os11g13890.6	" no descriptionweakly similar to ( 137)AT4G10340| Symbols: LHCB5 | LHCB5 (LIGHT HARVESTING COMPLEX OF PHOTOSYSTEM II 5); chlorophyll binding | chr4:6408196-6409492 FORWARDvery weakly similar to (50.4)CB2_PHYPAChlorophyll a-b binding protein, chloroplast precursor - Physcomitrella patens (Moss)Chloroa_b-bind "	PS.lightreaction.photosystem II.LHC-II	1_1_1_1

CUST_56656_PI403524517	2	0.15252113	-0.2934637	-0.15723228	-0.00924778	0.029826164	0.009246826	35_16128	"Cluster: Dihydrolipoamide dehydrogenase; n=1; Bruguiera gymnorhiza|Rep: Dihydrolipoamide dehydrogenase - Bruguiera gymnorhiza"	UniRef90_Q93WQ1	CHR1|COORD:17720802..17722810| dihydrolipoamide dehydrogenase 1, mitochondrial / lipoamide dehydrogenase 1 (MTLPD1), identical to GB:AAF34795 (gi:12704696) from	AT1G48030.2	CHR01V5|COORD:12640956..12637333|protein dihydrolipoyl dehydrogenase, mitochondrial precursor, putative, expressed	LOC_Os01g22520.1	 no descriptionhighly similar to ( 713)AT1G48030| Symbols:  | dihydrolipoamide dehydrogenase 1, mitochondrial / lipoamide dehydrogenase 1 (MTLPD1) | chr1:17721101-17722810 REVERSEhighly similar to ( 712)DLDH_PEADihydrolipoyl dehydrogenase, mitochondrial precursor - Pisum sativum (Garden pea)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK06327 PRK06115 Lpd PRK06467 PRK06416 PRK06292 PRK05976 PRK07818 PRK06370 acoL PRK05249 PRK06116 PRK07845 Pyr_redox_2 PRK07846 PRK07251 PRK08010 Pyr_redox_dim HcaD Pyr_redox TrxB PRK09564 AhpF PRK04965 Ndh NirB gltD PRK11749 PRK09853 GIDA PRK12770 TrkA PRK12831 TT_ORF1 PRK12771 GltD COG1233 PRK07764 FAP PRK09754 PRK12778 FixC PRK04176 	TCA / org. transformation.TCA.pyruvate DH.E3	8_1_1_3

CUST_132037_PI403524517	2	-0.017183304	0.091869354	-0.10178852	-0.02035141	0.017183304	0.060512543	35_37084	"Cluster: Putative acyl carrier protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative acyl carrier protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8GVH7	"CHR2V7|COORD:18421396..18422141| mtACP-1 (MITOCHONDRIAL ACYL CARRIER PROTEIN 1); acyl carrier"	AT2G44620.1	CHR07V5|COORD:6797280..6798207|protein acyl carrier protein, mitochondrial precursor, putative, expressed	LOC_Os07g12150.1	"no descriptionvery weakly similar to (99.4)AT2G44620| Symbols: mtACP-1 | mtACP-1 (MITOCHONDRIAL ACYL CARRIER PROTEIN 1); acyl carrier | chr2:18421396-18422141 FORWARDnot assigned acpP acpP AcpP PP-binding PRK12449"	lipid metabolism.FA synthesis and FA elongation.ACP protein	11_1_12

CUST_181879_PI403524517	2	0.52975225	-0.2586217	-0.115822315	0.4573965	-0.11407614	0.11407614	35_50566	0	0	CHR2V7|COORD:17833404..17834503| PDF1 (PROTODERMAL FACTOR 1)	AT2G42840.1	0	0	no description	not assigned.unknown	35_2

CUST_48922_PI403524517	2	0.14035988	-0.3335657	-0.09338188	-0.06726551	0.06726551	0.098875046	35_13968	Rep: H0714H04.7 protein - Oryza sativa (Rice)	UniRef90_Q01JU5	CHR1V7|COORD:10779405..10786397| SIT4 phosphatase-associated family protein	AT1G30470.1	CHR04V5|COORD:31312848..31322856|protein SAPS domain family member 3, putative, expressed	LOC_Os04g52940.1	no descriptionhighly similar to ( 780)AT1G30470| Symbols:  | SIT4 phosphatase-associated family protein | chr1:10779405-10786397 FORWARDnot assigned SAPS	not assigned.no ontology	35_1

CUST_43493_PI403524517	2	-0.035105705	-0.0418272	-0.05545616	0.114705086	0.035105705	0.11599827	35_12486	"Cluster: Putative presenilin; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative presenilin - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5NBN4	CHR1V7|COORD:2769888..2771351| presenilin family protein	AT1G08700.1	CHR01V5|COORD:9680948..9679344|protein presenilin, putative, expressed	LOC_Os01g16930.1	no descriptionnot assigned not assigned	not assigned.unknown	35_2

CUST_5650_PI404877155	2	-0.027720451	-0.121852875	-0.14875603	0.027720451	0.03040409	0.16414642	Contig17584_at	putative LRR receptor-like protein kinase [Oryza sativa (japonica cultivar-group)] dbj|BAB39873.1| putative LRR receptor-like protein kinase	NP_908412.1	protein kinase family protein	At1g26150.1	protein transposon protein, putative, CACTA, En/Spm sub-class	Os01g02040	putative protein kinase	signalling.receptor kinases.misc	30_2_99

CUST_148302_PI403524517	2	-0.09556198	0.7137184	0.14524126	-0.4399724	0.09556198	-0.30150986	35_41488	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_104589_PI403524517	2	0.53073597	-0.025244713	-0.009096146	0.009095192	0.078370094	-0.08975601	35_29805	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_51645_PI403524517	2	0.02907753	-0.5064573	0.001698494	0.044836998	-0.001698494	-0.044368744	35_14718	"Cluster: 60S ribosomal protein L18a; n=4; Oryza sativa|Rep: 60S ribosomal protein L18a - Oryza sativa (Rice)"	UniRef90_Q943F3	CHR2V7|COORD:14539995..14541240| 60S ribosomal protein L18A (RPL18aB)	AT2G34480.1	CHR05V5|COORD:28035018..28037223|protein 60S ribosomal protein L18a, putative, expressed	LOC_Os05g49030.1	no descriptionmoderately similar to ( 337)AT2G34480| Symbols:  | 60S ribosomal protein L18A (RPL18aB) | chr2:14539995-14541240 REVERSEmoderately similar to ( 347)RL18A_ORYSAnot assigned Ribosomal_L18ae RPL20A	protein.synthesis.misc ribososomal protein	29_2_2

CUST_2534_PI404877155	2	0.21303463	-0.09292793	0.0781126	-0.078113556	-0.11582756	0.15375137	Contig1294_at	enolase [Oryza sativa (japonica cultivar-group)]	AAP94211.1	15328160|enolase	At2g36530.1	protein enolase	Os10g08550	NONE	glycolysis.enolase	4_12

CUST_58073_PI403524517	2	0.068707466	-0.28313065	-0.06949139	0.095926285	-0.06204319	0.06204319	35_16560	"Cluster: Transporter-related-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Transporter-related-like - Oryza sativa (japonica"	UniRef90_Q69V70	CHR1V7|COORD:7376137..7377799| transporter-related	AT1G21070.1	CHR07V5|COORD:23513938..23510215|protein integral membrane protein like, putative, expressed	LOC_Os07g39280.1	no descriptionmoderately similar to ( 474)AT1G21070| Symbols:  | transporter-related | chr1:7376137-7377799 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TPT UAA VRG4 PRK07764 RhaT Atrophin-1 DUF1421	not assigned.no ontology	35_1

CUST_49035_PI403524517	2	0.053844452	-0.028238297	-0.050483704	-0.020057678	0.02005577	0.02005577	35_13998	Rep: Histone H2B.2 - Triticum aestivum (Wheat)	UniRef90_P05621	CHR3V7|COORD:16924599..16925036| histone H2B, putative	AT3G46030.1	CHR01V5|COORD:2845932..2841231|protein core histone H2A/H2B/H3/H4 family protein, expressed	LOC_Os01g05970.1	no descriptionweakly similar to ( 177)AT3G45980| Symbols:  | histone H2B | chr3:16908477-16908929 REVERSEmoderately similar to ( 219)H2B2_WHEATHistone H2B.2 - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned H2B Histone Tymo_45kd_70kd Atrophin-1 PRK07764 DUF566 PRK07003 PRK12323 APC_basic TT_ORF1 PRK12678 PRK09169 Protamine_P1	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_102916_PI403524517	2	-0.057139397	0.3952713	0.42252254	-0.13620424	-0.15324306	0.057139397	35_29347	"Cluster: Chromosome 10 SCAF14728, whole genome shotgun sequence; n=1; Tetraodon nigroviridis|Rep: Chromosome 10 SCAF14728, whole genome shotgun sequence - Tetra"	UniRef90_Q4S6F4		0	CHR10V5|COORD:22669442..22667490|protein vegetative cell wall protein gp1 precursor, putative, expressed	LOC_Os10g42650.1	no description	not assigned.unknown	35_2

CUST_48867_PI403524517	2	-0.22664261	-0.32378387	0.16060638	0.04015541	-0.04015541	0.05189514	35_13954	Rep: Probable histone H2AXb - Oryza sativa (Rice)	UniRef90_Q2QPG9	"CHR5V7|COORD:22213766..22214505| RAT5 (RESISTANT TO AGROBACTERIUM TRANSFORMATION 5); DNA binding"	AT5G54640.1	CHR12V5|COORD:20855670..20854734|protein histone H2A, putative, expressed	LOC_Os12g34510.1	 no descriptionweakly similar to ( 154)AT4G27230| Symbols:  | histone H2A, putative | chr4:13637521-13638331 REVERSEweakly similar to ( 158)H2A4_VOLCAHistone H2A-IV - Volvox carterinot assigned not assigned not assigned not assigned not assigned H2A H2A HTA1 Histone PRK07003 PRK12323 Tymo_45kd_70kd 	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_35387_PI403524517	2	0.2078476	-0.3963766	-0.14964962	-0.04736042	0.047361374	0.058286667	35_10201	"Cluster: Hypothetical protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QP17	0	0	CHR12V5|COORD:21976965..21978745|protein conserved hypothetical protein	LOC_Os12g36000.1	no description	not assigned.unknown	35_2

CUST_928_PI404877155	2	0.03882122	0.24414444	-0.18699074	-0.12024975	-0.038822174	0.07937622	Contig10939_at	ferroportin-related [Arabidopsis thaliana] gb|AAL32684.1| unknown protein [Arabidopsis thaliana] gb|AAM91187.1| unknown protein [Arabidopsis	NP_198034.2	9437008|ferroportin-related	At5g26820.1	protein expressed protein	Os12g37530	NONE	transport.metal	34_12

CUST_81621_PI403524517	2	-0.009151459	-0.11670208	-0.06716633	0.009151459	0.027448654	0.18062592	35_23412	"Cluster: RNA-binding protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: RNA-binding protein, putative, expressed - Oryza sativa"	UniRef90_Q2R0P4	CHR3|COORD:2492299..2495756| heterogeneous nuclear ribonucleoprotein, putative / hnRNP, putative, contains Pfam profile: PF00076 RNA recognition motif. (a.k.a.	AT3G07810.2	CHR11V5|COORD:24691659..24695993|protein RNA binding protein, putative, expressed	LOC_Os11g41890.1	 no descriptionvery weakly similar to (57.8)AT3G07810| Symbols:  | heterogeneous nuclear ribonucleoprotein, putative / hnRNP, putative | chr3:2492881-2495108 FORWARDnot assigned 	RNA.RNA binding	27_4

CUST_58033_PI403524517	2	-0.41991425	-0.76408863	0.32456207	0.2889204	0.046004295	-0.046004295	35_16547	"Cluster: Putative PrMC3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative PrMC3 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69Y17	"CHR3V7|COORD:18048171..18049145| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G48700.1); similar to Esterase/lipase/thioesterase [Medicago"	AT3G48690.1	CHR06V5|COORD:5834563..5836107|protein gibberellin receptor GID1L2, putative, expressed	LOC_Os06g11130.1	"no descriptionmoderately similar to ( 201)AT3G48690| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G48700.1); similar to Esterase/lipase/thioesterase [Medicago truncatula] (GB:ABE83378.1); contains InterPro domain Esterase/lipase/thioesterase; (InterPro:IPR000379); contains InterPro domain Alpha/beta hydrolase fold-3; (InterPro:IPR013094) | chr3:18048171-18049145 REVERSEvery weakly similar to (89.4)GID1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Abhydrolase_3 Aes PRK07003 PRK12323 PRK07764 Atrophin-1 APC_basic PRK12678 Herpes_BLLF1 PRK05648 DUF1421 HPC2 Extensin_2 Tymo_45kd_70kd Pneumo_att_G TT_ORF1 GRASP55_65 AF-4 DUF605 Herpes_TAF50 PRK08853 Drf_FH1 Herpes_UL32 IER DUF390 COesterase PRK00708 Syndecan PnbA KAR9 infB DUF1777 PRK12495 FAP DamX DUF566 tatB Metaviral_G PRK10819 Protamine_P1 PRK12372 Pol_Y_like SerH LpqC Herpes_UL56 PRK10856 PRK11634 PRK08770 PRK10263 BASP1 Esterase_lipase Gag_spuma Mucin Coprinus_mating PRK10672 PRK08691 FimV PRK06132 Totivirus_coat COG3889"	not assigned.no ontology	35_1

CUST_169625_PI403524517	2	0.12802458	0.36193752	-0.042191982	0.042191505	-0.12968016	-0.099137306	35_47246	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_130575_PI403524517	2	0.0406456	0.15437126	-0.031814575	-0.0401268	0.007478714	-0.0074806213	35_36669	Rep: 60S ribosomal protein L9 - Oryza sativa (Rice)	UniRef90_P49210	CHR1V7|COORD:12010966..12012203| 60S ribosomal protein L9 (RPL90B)	AT1G33120.1	CHR09V5|COORD:18753232..18750895|protein 60S ribosomal protein L9, putative, expressed	LOC_Os09g31180.1	no descriptionmoderately similar to ( 233)AT1G33140| Symbols:  | 60S ribosomal protein L9 (RPL90A/C) | chr1:12023340-12024482 FORWARDmoderately similar to ( 253)RL9_ORYSAnot assigned not assigned not assigned rpl6p RplF Ribosomal_L6	protein.synthesis.misc ribososomal protein	29_2_2

CUST_150947_PI403524517	2	0.42639494	0.35164928	0.090476036	-0.15011692	-0.16485023	-0.09047651	35_42219	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_73288_PI403524517	2	0.12957096	0.22592258	-0.0011768341	-0.10044289	0.0011768341	-0.12501144	35_21010	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QM08	CHR3|COORD:20275683..20279726| expressed protein	AT3G54750.1	CHR12V5|COORD:26496675..26502438|protein expressed protein	LOC_Os12g42700.1	no description	not assigned.unknown	35_2

CUST_14845_PI404877155	2	-0.07327843	-0.08712387	-0.0069732666	0.036370277	0.082354546	0.0069732666	Contig8678_s_at	probable aspartate kinase (EC 2.7.2.4) / homoserine dehydrogenase (EC 1.1.1.3) precursor - rice dbj|BAA11417.1| aspartate kinase-homoserine	T03589	bifunctional aspartate kinase/homoserine dehydrogenase / AK-HSDH	At1g31230.1	protein bifunctional aspartokinase/homoserine dehydrogenase 1, chloroplastprecursor (ak-hd 1) (a	Os08g25390	bifunctional aspartate kinase/homoserine dehydrogenase, putative / AK-HSDH, putative, similar to gb:X71364 (PIR:S46497) aspartate kinase / homoserine dehydrogenase from Arabidopsis thaliana or  bifunctional aspartate kinase/homoserine dehydrogenase, putat	amino acid metabolism.synthesis.aspartate family.misc.homoserine.aspartate kinase	13_1_3_6_1_1

CUST_105588_PI403524517	2	-0.049972534	-0.1089468	-0.07632637	0.049972534	0.1560669	0.25404263	35_30069	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_75633_PI403524517	2	0.33834267	0.5249405	0.007543564	-0.31318521	-0.51299286	-0.007543087	35_21681	"Cluster: Os01g0844800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0844800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JHT2	"CHR2V7|COORD:12556560..12560262| APUM1 (ARABIDOPSIS PUMILIO 1); RNA binding"	AT2G29200.1	CHR01V5|COORD:36605802..36613252|protein nucleic acid binding NABP, putative, expressed	LOC_Os01g62650.2	"no descriptionweakly similar to ( 115)AT2G29200| Symbols: APUM1 | APUM1 (ARABIDOPSIS PUMILIO 1); RNA binding | chr2:12556560-12560262 REVERSENABP"	not assigned.no ontology.pumilio/Puf RNA-binding domain-containing protein	35_1_12

CUST_23521_PI403524517	2	-0.045671463	-0.11257172	-0.20566273	0.14572811	0.045671463	0.19559479	35_6837	Rep: OSIGBa0131J24.1 protein - Oryza sativa (Rice)	UniRef90_Q01MU2	CHR4V7|COORD:14192694..14193974| flavin-containing monooxygenase family protein / FMO family protein	AT4G28720.1	CHR04V5|COORD:1803208..1801085|protein disulfide oxidoreductase/ monooxygenase/ oxidoreductase, putative, expressed	LOC_Os04g03980.1	no descriptionweakly similar to ( 122)AT4G28720| Symbols:  | flavin-containing monooxygenase family protein / FMO family protein | chr4:14192694-14193974 FORWARDnot assigned not assigned not assigned TrkA	misc.oxidases - copper, flavone etc.	26_7

CUST_101633_PI403524517	2	0.59594345	1.8257132	-0.010251522	0.010251522	-0.27523613	-0.40311813	35_29002	"Cluster: Hypothetical protein OSJNBb0108E08.1; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0108E08.1 - Oryza sativa (japonica cu"	UniRef90_Q75K52	CHR1V7|COORD:28331647..28332483| ATP-dependent protease La (LON) domain-containing protein	AT1G75460.1	CHR03V5|COORD:16795748..16791616|protein peptidase S16, lon N-terminal, putative, expressed	LOC_Os03g29540.2	no descriptionweakly similar to ( 115)AT1G75460| Symbols:  | ATP-dependent protease La (LON) domain-containing protein | chr1:28331647-28332483 FORWARDnot assigned COG2802 LON	protein.degradation	29_5

CUST_20_PI399407379	2	0.040753365	0.09625435	-0.10282612	-0.04075241	0.07776737	-0.2892704	HvZEP1									

CUST_83080_PI403524517	2	0.14440441	-1.119966	-0.26609707	0.15066338	0.297184	-0.14440346	35_23821	"Cluster: Armadillo/beta-catenin repeat protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Armadillo/beta-catenin repeat protein-like - Oryza"	UniRef90_Q655G2	CHR1V7|COORD:22637764..22639485| armadillo/beta-catenin repeat family protein	AT1G61350.1	CHR07V5|COORD:22370879..22368526|protein armadillo/beta-catenin-like repeat family protein, expressed	LOC_Os07g37350.1	no descriptionvery weakly similar to (70.1)AT1G61350| Symbols:  | armadillo/beta-catenin repeat family protein | chr1:22637764-22639485 FORWARD	not assigned.no ontology.armadillo/beta-catenin repeat family protein	35_1_3

CUST_8777_PI404877155	2	0.0016975403	-0.4137087	-0.15914059	0.15143394	0.28311157	-0.0016975403	Contig26252_at	zinc transporter ZIP3 [Oryza sativa (japonica cultivar-group)] emb|CAE05208.2| OSJNBa0070C17.15 [Oryza sativa (japonica cultivar-group)]	AAP85537.1	zinc transporter (ZIP1)	At3g12750.1	protein ZIP zinc/iron transport family	Os04g52310	"ZIP3;zinc transporter (ZIP3), identical to zinc transporter (Arabidopsis thaliana) gi:3252870:gb:AAC24199; member of the Zinc (Zn2+)-Iron (Fe2+) permease (ZIP) family, PMID:11500563"	transport.metal	34_12

CUST_97946_PI403524517	2	0.18283653	-0.0014715195	0.01751852	-0.49469995	0.0014719963	-0.23710537	35_27965	"Cluster: Disease resistance protein RPM1 homolog; n=1; Sorghum bicolor|Rep: Disease resistance protein RPM1 homolog - Sorghum bicolor (Sorghum) (Sorghum vulgare"	UniRef90_Q9XEQ9	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	CHR12V5|COORD:23157174..23162441|protein RGH1A, putative, expressed	LOC_Os12g37770.1	no descriptionPRK07764	not assigned.unknown	35_2

CUST_89446_PI403524517	2	0.28449774	0.10552406	0.09038782	-0.17331553	-0.24427319	-0.09038782	35_25588	"Cluster: Os10g0137700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os10g0137700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IZ20	0	0	CHR10V5|COORD:2718457..2715882|protein F-box domain containing protein, expressed	LOC_Os10g05520.1	no description	not assigned.unknown	35_2

CUST_58185_PI403524517	2	-0.1146698	-0.2284851	0.020537376	0.08690357	0.029842377	-0.02053833	35_16591	Rep: P0028E10.8 protein - Oryza sativa (japonica cultivar-group)	UniRef90_Q9AS84	CHR1V7|COORD:2111727..2114037| transporter-related	AT1G06890.1	CHR01V5|COORD:3447024..3443738|protein integral membrane protein like, putative, expressed	LOC_Os01g07310.1	no descriptionmoderately similar to ( 461)AT1G06890| Symbols:  | transporter-related | chr1:2111727-2114037 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned TPT UAA RhaT VRG4	not assigned.no ontology	35_1

CUST_168127_PI403524517	2	-0.32953787	0.4640541	0.28393698	0.07568264	-0.07669783	-0.07568264	35_46822	Rep: Os01g0794500 protein - Oryza sativa (japonica cultivar-group)	UniRef90_Q0JIL0	CHR1V7|COORD:20272377..20273057| eukaryotic translation initiation factor SUI1, putative	AT1G54290.1	CHR05V5|COORD:24454579..24456729|protein protein translation factor SUI1, putative, expressed	LOC_Os05g41900.4	 no descriptionweakly similar to ( 126)AT1G54290| Symbols:  | eukaryotic translation initiation factor SUI1, putative | chr1:20272377-20273057 REVERSEweakly similar to ( 136)SUI1_ORYSAnot assigned SUI1_eIF1 SUI1 SUI1 	protein.synthesis.initiation	29_2_3

CUST_164208_PI403524517	2	-0.20081997	0.23214722	0.074189186	-0.06981373	-0.005232334	0.0052318573	35_45778	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_28932_PI403524517	2	0.1764822	-1.1732268	-0.11419392	0.18098068	0.11419392	-0.16807938	35_8362	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_1500_PI399408534	2	0.14675331	0.010119438	0.052535057	-0.19996929	-0.010119438	-0.10645771	35_9659	"Cluster: Os06g0225100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0225100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DDG5	CHR5V7|COORD:15457074..15460237| protein kinase family protein	AT5G38560.1	CHR06V5|COORD:6453455..6451739|protein mTERF family protein, expressed	LOC_Os06g12040.1	no descriptionvery weakly similar to (64.7)AT1G61970| Symbols:  | mitochondrial transcription termination factor-related / mTERF-related | chr1:22908378-22909634 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07764 PRK07003 Atrophin-1 PRK12323 DUF1421 Tymo_45kd_70kd HPC2 FAP PRK08853 Totivirus_coat PRK12678	RNA.regulation of transcription.unclassified	27_3_99

CUST_120324_PI403524517	2	0.05135727	-0.35252476	-0.051358223	0.14765453	-0.07518387	0.10572529	35_34019	"Cluster: OSJNBa0085I10.19 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0085I10.19 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7X8Z7	CHR4V7|COORD:10677675..10681633| RNA recognition motif (RRM)-containing protein	AT4G19610.1	CHR04V5|COORD:30794839..30788221|protein multiple RNA-binding domain-containing protein 1, putative, expressed	LOC_Os04g52200.1	no descriptionvery weakly similar to (73.6)AT4G19610| Symbols:  | RNA recognition motif (RRM)-containing protein | chr4:10677675-10681633 FORWARD	RNA.RNA binding	27_4

CUST_132030_PI403524517	2	-0.3080721	0.18438339	0.03160715	0.1704588	-0.03160715	-0.035709858	35_37082	"Cluster: Os06g0163300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0163300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DEB4		0	CHR06V5|COORD:3194572..3198003|protein harpin-induced protein, putative, expressed	LOC_Os06g06780.1	no description	not assigned.unknown	35_2

CUST_30273_PI403524517	2	0.5470133	0.55318356	0.061594963	-0.2436428	-0.10517311	-0.061594963	35_8738	Rep: H0818E11.4 protein - Oryza sativa (Rice)	UniRef90_Q25AE5	CHR4V7|COORD:7758606..7760888| leucine-rich repeat family protein / extensin family protein	AT4G13340.1	CHR04V5|COORD:31131661..31130595|protein OsSAUR21 - Auxin-responsive SAUR gene family member, expressed	LOC_Os04g52670.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07764 Drf_FH1 tatB TT_ORF1 PRK05648	not assigned.unknown	35_2

CUST_122519_PI403524517	2	0.17271519	0.24685335	-0.01644516	0.01644516	-0.3317461	-0.3068719	35_34573	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_34688_PI399408534	2	-0.012918472	0.23668003	0.012918472	-0.07678032	-0.048825264	0.09020996	35_3112	"Cluster: Putative cell differentiation protein; n=2; Oryza sativa|Rep: Putative cell differentiation protein - Oryza sativa (Rice)"	UniRef90_Q94GH3	CHR3V7|COORD:7271418..7273903| rcd1-like cell differentiation protein, putative	AT3G20800.1	CHR03V5|COORD:32515049..32508990|protein cell differentiation protein rcd1, putative, expressed	LOC_Os03g57130.1	 no descriptionvery weakly similar to (92.8)AT5G12980| Symbols:  | rcd1-like cell differentiation protein, putative | chr5:4105565-4108142 REVERSEnot assigned not assigned not assigned Rcd1 RCD1 	RNA.regulation of transcription.unclassified	27_3_99

CUST_4013_PI399408534	2	0.061154842	-0.05349779	-0.6172867	0.10530424	0.05349779	-0.5061488	35_47563	Rep: Auxin response factor 8 - Oryza sativa (Rice)	UniRef90_Q8S977	"CHR5V7|COORD:14647381..14651336| ARF8 (AUXIN RESPONSE FACTOR 8); transcription factor"	AT5G37020.1	CHR04V5|COORD:34066807..34059350|protein auxin response factor 8, putative, expressed	LOC_Os04g57610.3	no descriptionweakly similar to ( 196)AT5G37020| Symbols: ARF8 | ARF8 (AUXIN RESPONSE FACTOR 8) | chr5:14647381-14651146 FORWARDAuxin_resp	RNA.regulation of transcription.ARF, Auxin Response Factor family	27_3_4

CUST_59884_PI403524517	2	0.046938896	0.46391106	0.106019974	-0.21835518	-0.08850765	-0.04693985	35_17073	"Cluster: Transcription initiation factor IID, 31kD subunit family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Transcription initiation"	UniRef90_Q10JT5	"CHR1V7|COORD:20217743..20218536| TAFII21 (TATA BINDING PROTEIN ASSOCIATED FACTOR 21KDA SUBUNIT); transcription initiation factor"	AT1G54140.1	CHR03V5|COORD:16749241..16754470|protein transcription initiation factor TFIID subunit 9B, putative, expressed	LOC_Os03g29470.1	"no descriptionvery weakly similar to (70.1)AT1G54140| Symbols: TAFII21 | TAFII21 (TATA BINDING PROTEIN ASSOCIATED FACTOR 21KDA SUBUNIT); transcription initiation factor | chr1:20217743-20218536 REVERSEnot assigned TFIID-31kDa"	RNA.transcription	27_2

CUST_170752_PI403524517	2	0.15443039	-0.144413	0.14441252	0.17951965	-0.3159051	-0.14617348	35_47561	"Cluster: Sec61beta family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Sec61beta family protein, expressed - Oryza sativa (japonica cult"	UniRef90_Q2RBP5	CHR5V7|COORD:24334816..24335145| sec61beta family protein	AT5G60460.1	CHR12V5|COORD:156023..155368|protein protein transport protein Sec61 beta subunit, putative, expressed	LOC_Os12g01260.1	no descriptionvery weakly similar to (80.9)AT5G60460| Symbols:  | sec61beta family protein | chr5:24334816-24335145 REVERSEnot assigned not assigned not assigned not assigned Sec61_beta PRK12323	protein.targeting.secretory pathway.unspecified	29_3_4_99

CUST_181373_PI403524517	2	0.012552261	0.11367035	-0.28047705	0.12642431	-0.012552261	-0.26148367	35_50433	"Cluster: Putative 60S acidiic ribosomal protein P2A; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative 60S acidiic ribosomal protein P2A - Oryza sativa"	UniRef90_Q6YW11	CHR2V7|COORD:11824006..11824747| 60S acidic ribosomal protein P2 (RPP2B)	AT2G27710.2	CHR08V5|COORD:9175664..9174819|protein 60S acidic ribosomal protein P2A, putative	LOC_Os08g15180.1	no descriptionvery weakly similar to (79.0)AT2G27710| Symbols:  | 60S acidic ribosomal protein P2 (RPP2B) | chr2:11824006-11824747 FORWARDvery weakly similar to (75.1)RLA2B_MAIZE60S acidic ribosomal protein P2B - Zea mays (Maize)not assigned not assigned not assigned RPP1A Ribosomal_60s rpl12p TT_ORF1	protein.synthesis.misc ribososomal protein	29_2_2

CUST_31971_PI403524517	2	-0.118573666	0.24829865	0.18421507	-0.059336185	0.05933571	-0.1564436	35_9222	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_105551_PI403524517	2	0.57614994	-0.2463913	0.20248413	-0.20248508	-0.32380867	0.636426	35_30058	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_23734_PI399408534	2	0.25486946	-0.275424	-0.22013664	0.17273235	0.23653507	-0.1727333	35_37044	Rep: OSJNBa0014K14.4 protein - Oryza sativa (Rice)	UniRef90_Q7XQX1	CHR4V7|COORD:15501140..15503327| calcium-binding EF hand family protein	AT4G32060.1	CHR04V5|COORD:24891940..24896093|protein calcium binding atopy-related autoantigen 1, putative, expressed	LOC_Os04g42430.2	no descriptionweakly similar to ( 107)AT4G32060| Symbols:  | calcium-binding EF hand family protein | chr4:15501140-15503308 FORWARDnot assigned	signalling.calcium	30_3

CUST_11597_PI399408534	2	-0.18009472	0.44661903	0.025409698	0.0026044846	-0.40449238	-0.0026044846	35_2230	"Cluster: Hypothetical protein P0036D10.19; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0036D10.19 - Oryza sativa (japonica cultivar-g"	UniRef90_Q9FW24	CHR3V7|COORD:3323506..3324910| SNF7 family protein	AT3G10640.1	CHR05V5|COORD:152480..155641|protein charged multivesicular body protein 5, putative, expressed	LOC_Os05g01250.1	no descriptionmoderately similar to ( 367)AT3G10640| Symbols:  | SNF7 family protein | chr3:3323506-3324489 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned Snf7	RNA.regulation of transcription.SNF7	27_3_71

CUST_120653_PI403524517	2	-0.32163143	-0.43731117	-0.18349743	0.25330544	0.2494793	0.1834979	35_34101	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QZ53	"CHR3V7|COORD:20529495..20531667| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G63270.1); similar to expressed protein [Oryza sativa (japonica"	AT3G55350.1	CHR11V5|COORD:28216432..28219984|protein transposon protein, putative, CACTA, En/Spm sub-class, expressed	LOC_Os11g47650.2	"no descriptionvery weakly similar to (74.3)AT3G55350| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G63270.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABA95488.2); similar to Os11g0702700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001068533.1); contains InterPro domain Trp repressor/replication initiator; (InterPro:IPR010921) | chr3:20529495-20531667 FORWARD"	not assigned.unknown	35_2

CUST_175138_PI403524517	2	0.62368584	0.29308224	-0.096277714	-0.53314686	-0.47422028	0.09627819	35_48751	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_75434_PI403524517	2	0.17371464	0.20772552	-0.05000925	0.05000925	-0.07450962	-0.19625807	35_21622	"Cluster: Cytochrome P450 family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Cytochrome P450 family protein, expressed - Oryza sativa (j"	UniRef90_Q2R491	"CHR3V7|COORD:17986089..17987609| CYP94B3 (cytochrome P450, family 94, subfamily B, polypeptide 3); oxygen binding"	AT3G48520.1	CHR11V5|COORD:16482667..16484897|protein cytochrome P450 86A2, putative, expressed	LOC_Os11g29290.1	" no descriptionweakly similar to ( 187)AT3G48520| Symbols: CYP94B3 | CYP94B3 (cytochrome P450, family 94, subfamily B, polypeptide 3); oxygen binding | chr3:17986089-17987609 REVERSEnot assigned not assigned not assigned p450 "	misc.cytochrome P450	26_10

CUST_101249_PI403524517	2	0.42657757	2.5020642	-0.011480808	-0.99867344	-0.81706953	0.011480808	35_28898	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_139306_PI403524517	2	0.5195246	0.12629509	-0.037474155	-0.03668356	-0.14377165	0.036683083	35_39072	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2RAK3	CHR1V7|COORD:20474583..20478565| similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABA91482.1)	AT1G54920.2	CHR11V5|COORD:2230462..2234960|protein expressed protein	LOC_Os11g05100.1	no description	not assigned.unknown	35_2

CUST_29239_PI399408534	2	0.07817173	0.5341253	0.13994598	-0.22269678	-0.23929787	-0.07817221	35_17292	"Cluster: Os01g0725800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0725800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JJP9	"CHR3V7|COORD:5169334..5172487| SPA3 (SPA1-RELATED 3); signal transducer"	AT3G15354.1	CHR01V5|COORD:30584599..30590785|protein ubiquitin-protein ligase COP1, putative, expressed	LOC_Os01g52640.2	"no descriptionvery weakly similar to (67.4)AT3G15354| Symbols: SPA3 | SPA3 (SPA1-RELATED 3); signal transducer | chr3:5169334-5172487 REVERSE"	signalling.light	30_11

CUST_2474_PI404877155	2	-0.09530163	0.06777382	-0.24738503	0.004711151	-0.004712105	0.007990837	Contig12864_at	exocyst subunit EXO70 family protein (EXO70-G1) [Arabidopsis thaliana]	NP_194882.2	exocyst subunit EXO70 family protein (EXO70-G1)	At4g31540.1	protein Exo70 exocyst complex subunit	Os06g48330	sugar transporter integral membrane protein (permease)	RNA.regulation of transcription.unclassified	27_3_99

CUST_120422_PI403524517	2	0.0073070526	0.50817966	-0.0073070526	-0.052791595	-0.2825575	0.02152443	35_34043	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_67413_PI403524517	2	0.1997137	-0.8170142	0.24692678	-0.1997137	-0.27352333	0.20163345	35_19248	Rep: Fasciclin-like protein FLA33 - Triticum aestivum (Wheat)	UniRef90_Q06I73	CHR5V7|COORD:22575601..22577618| FLA1 (FLA1)	AT5G55730.1	CHR02V5|COORD:30193979..30192724|protein fasciclin-like arabinogalactan protein 10 precursor, putative, expressed	LOC_Os02g49420.1	no descriptionweakly similar to ( 141)AT5G55730| Symbols: FLA1 | FLA1 (FLA1) | chr5:22575601-22577618 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07003 PRK12678 TT_ORF1 AF-4 PRK12323 PRK09169	cell wall.cell wall proteins.AGPs	10_5_1

CUST_59741_PI403524517	2	-0.052552223	-0.39685488	0.044370174	-0.044370174	0.64351463	0.14559889	35_17033	Rep: Beta-ketoacyl-ACP synthase - Hordeum vulgare (Barley)	UniRef90_Q40027	"CHR1|COORD:28156033..28159872| 3-ketoacyl-ACP synthase, putative, similar to 3-ketoacyl-ACP synthase (Cuphea pulcherrima) gi:3800747:gb:AAC68860; identical to c"	AT1G74960.1	CHR07V5|COORD:25396907..25391248|protein 3-oxoacyl-synthase I, chloroplast precursor, putative, expressed	LOC_Os07g42420.1	" no descriptionhighly similar to ( 641)AT1G74960| Symbols: KAS2, FAB1 | FAB1 (FATTY ACID BIOSYNTHESIS 1); fatty-acid synthase | chr1:28156225-28159609 REVERSEmoderately similar to ( 432)KASC1_HORVU3-oxoacyl-[acyl-carrier-protein] synthase I, chloroplast precursor - Hordeum vulgare (Barley)not assigned not assigned KAS_I_II PRK07314 PRK06333 FabB PRK08722 PRK08768 PRK08439 PRK07967 PRK07910 PRK09116 elong_cond_enzymes PRK06501 PKS PRK09185 ketoacyl-synt PRK07103 CLF PRK05952 decarbox_cond_enzymes COG3321 Ketoacyl-synt_C cond_enzymes PRK06147 PRK06519 "	lipid metabolism.FA synthesis and FA elongation.ketoacyl ACP synthase	11_1_3

CUST_116194_PI403524517	2	-0.049952984	0.3646059	0.049952984	-0.31099796	-0.15012741	0.175704	35_32945	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_72811_PI403524517	2	0.014913082	-0.471704	-0.13576841	-0.014913082	0.016819	0.09928417	35_20874	"Cluster: TPR Domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: TPR Domain containing protein, expressed - Oryza sativa (jap"	UniRef90_Q336U8	CHR1V7|COORD:28764593..28769680| tetratricopeptide repeat (TPR)-containing protein	AT1G76630.1	CHR10V5|COORD:21123894..21116194|protein TPR Domain containing protein, expressed	LOC_Os10g40050.1	no descriptionvery weakly similar to (67.4)AT1G76630| Symbols:  | tetratricopeptide repeat (TPR)-containing protein | chr1:28764593-28769680 FORWARDnot assigned	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_86142_PI403524517	2	0.3857212	-1.058744	-0.17915154	0.5821457	0.17915106	-0.30599022	35_24672	"Cluster: Amine oxidase, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Amine oxidase, putative, expressed - Oryza sativa (japonica cultiv"	UniRef90_Q10CG2	CHR1V7|COORD:20947814..20949766| amine oxidase-related	AT1G56000.1	CHR03V5|COORD:32471217..32479136|protein deoxyribodipyrimidine photolyase, putative, expressed	LOC_Os03g57070.2	no descriptionmoderately similar to ( 345)AT1G56000| Symbols:  | amine oxidase-related | chr1:20947814-20949766 FORWARDCOG3380	not assigned.unknown	35_2

CUST_25129_PI403524517	2	0.57492924	-0.53967094	0.123467445	-0.12346697	-0.20108318	0.33024502	35_7290	"Cluster: Putative glucan endo-1,3-beta-D-glucosidase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative glucan endo-1,3-beta-D-glucosidase - Oryza sativ"	UniRef90_Q69SH6	CHR2|COORD:11323530..11325561| glycosyl hydrolase family 17 protein	AT2G26600.2	CHR09V5|COORD:20939249..20937982|protein glucan endo-1,3-beta-glucosidase, acidic isoform precursor, putative, expressed	LOC_Os09g36280.1	 no descriptionvery weakly similar to (75.5)AT2G26600| Symbols:  | glycosyl hydrolase family 17 protein | chr2:11324292-11325293 FORWARDvery weakly similar to (71.2)E13J_TOBACGlucan endo-1,3-beta-glucosidase, acidic isoform PR-O - Nicotiana tabacum (Common tobacco)Glyco_hydro_17 	misc.beta 1,3 glucan hydrolases	26_4

CUST_100417_PI403524517	2	-0.018899918	0.38452435	0.04169035	-0.022736073	-0.41901398	0.018899918	35_28665	"Cluster: Proteasome activator subunit 4-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: Proteasome activator subunit 4-like - Oryza sativa (japonica cult"	UniRef90_Q5Z876	CHR3V7|COORD:4319811..4330068| binding	AT3G13330.1	CHR06V5|COORD:11263737..11280719|protein HEAT repeat family protein, expressed	LOC_Os06g19730.1	no descriptionweakly similar to ( 178)AT3G13330| Symbols:  | binding | chr3:4319811-4330068 REVERSEnot assigned	not assigned.unknown	35_2

CUST_30335_PI399408534	2	0.202281	0.34181023	0.08437061	-0.33016872	-0.19495773	-0.08436966	35_8129	"Cluster: Putative zinc finger in N-recognin, putative; n=1; Medicago truncatula|Rep: Putative zinc finger in N-recognin, putative - Medicago truncatula (Barrel"	UniRef90_Q2HSG3	"CHR3V7|COORD:431159..448496| BIG (DARK OVER-EXPRESSION OF CAB 1); binding / ubiquitin-protein ligase/ zinc ion binding"	AT3G02260.1	CHR09V5|COORD:3588801..3585600|protein zinc finger in N-recognin, putative, expressed	LOC_Os09g07294.1	" no descriptionhighly similar to ( 556)AT3G02260| Symbols: DOC1, TIR3, UMB1, LPR1, ASA1, BIG | BIG (DARK OVER-EXPRESSION OF CAB 1); binding / ubiquitin-protein ligase/ zinc ion binding | chr3:431159-448496 REVERSEnot assigned "	hormone metabolism.auxin.signal transduction	17_2_2

CUST_60648_PI403524517	2	0.020243645	0.27802658	-0.020244598	-0.059215546	0.050704956	-0.08729553	35_17298	"Cluster: Hypothetical protein OSJNBb0048A17.5; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0048A17.5 - Oryza sativa (japonica cu"	UniRef90_Q94HA2	CHR4V7|COORD:16404142..16406157| TIP41-like family protein	AT4G34270.1	CHR03V5|COORD:31397847..31394612|protein tipA protein, putative, expressed	LOC_Os03g55270.1	no descriptionmoderately similar to ( 347)AT4G34270| Symbols:  | TIP41-like family protein | chr4:16404142-16406157 REVERSEnot assigned TIP41	not assigned.no ontology	35_1

CUST_36013_PI403524517	2	-0.023958206	0.023958206	-0.12501812	-0.12465191	0.08837128	0.047023773	35_10385	"Cluster: NPH3 family protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: NPH3 family protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6AST7	0	0	CHR03V5|COORD:24660927..24655262|protein transposon protein, putative, Mutator sub-class, expressed	LOC_Os03g43990.2	no description	not assigned.unknown	35_2

CUST_21943_PI403524517	2	-0.5070076	0.98843765	-0.08320141	0.25952816	0.08320236	-0.3279028	35_6374	"Cluster: Hypothetical protein OSJNBa0002J24.5; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0002J24.5 - Oryza sativa (japonica cu"	UniRef90_Q8W5H6	CHR5V7|COORD:17342304..17342917| similar to hypothetical protein MtrDRAFT_AC141109g4v1 [Medicago truncatula] (GB:ABE79896.1)	AT5G43150.1	CHR07V5|COORD:847265..848060|protein expressed protein	LOC_Os07g02460.1	no description	not assigned.unknown	35_2

CUST_10707_PI403524517	2	-0.26668167	-0.09519863	0.31099033	-0.0056734085	0.29567242	0.005672455	35_3023	Rep: H0215F08.7 protein - Oryza sativa (Rice)	UniRef90_Q01KC3	CHR4V7|COORD:10146152..10148397| (S)-2-hydroxy-acid oxidase, peroxisomal, putative / glycolate oxidase, putative / short chain alpha-hydroxy acid oxidase,	AT4G18360.1	CHR04V5|COORD:31469654..31473529|protein hydroxyacid oxidase 1, putative, expressed	LOC_Os04g53210.2	 no descriptionhighly similar to ( 572)AT4G18360| Symbols:  | (S)-2-hydroxy-acid oxidase, peroxisomal, putative / glycolate oxidase, putative / short chain alpha-hydroxy acid oxidase, putative | chr4:10146638-10148397 REVERSEhighly similar to ( 570)GOX_SPIOLPeroxisomal - Spinacia oleracea (Spinach)not assigned FMN_dh alpha_hydroxyacid_oxid_FMN FCB2_FMN idi LOX_like_FMN LMO_FMN MDH_FMN lldD PRK05437 IDI-2_FMN TIM_phosphate_binding IMPDH GltS_FMN NPD_like PyrD 	PS.photorespiration.glycolate oxydase	1_2_2

CUST_85146_PI403524517	2	0.0073127747	0.38175297	0.14887428	-0.07711887	-0.12254238	-0.0073127747	35_24395	"Cluster: Hypothetical protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53KK6	0	0	CHR11V5|COORD:4216741..4225375|protein SWIRM domain containing protein, expressed	LOC_Os11g08080.1	no description	not assigned.unknown	35_2

CUST_73958_PI403524517	2	-0.078178406	0.26796913	0.037646294	-0.14583588	-0.037646294	0.07703304	35_21211	"Cluster: Putative aldehyde oxidase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative aldehyde oxidase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8LHR9	CHR5|COORD:7116740..7122776| aldehyde oxidase 1 (AAO1), identical to aldehyde oxidase AAO1 from Arabidopsis thaliana (gi:3172023) isoform contains a GA-donor sp	AT5G20960.2	CHR07V5|COORD:3475221..3470089|protein abscisic-aldehyde oxidase, putative, expressed	LOC_Os07g07050.2	no description	not assigned.unknown	35_2

CUST_601_PI404877155	2	-0.018151283	-0.1999464	0.01815033	-0.08044338	0.07524681	0.11247349	Contig10534_s_at	OSJNBa0027P08.15 [Oryza sativa (japonica cultivar-group)] ref|XP_472650.1| OSJNBa0027P08.15 [Oryza sativa (japonica cultivar-group)]	CAD40963.2	small nuclear ribonucleoprotein, putative / snRNP, putative / Sm protein, putative	At3g14080.1	protein Sm protein, putative	Os04g36810	"small nuclear ribonucleoprotein, putative / snRNP, putative / Sm protein, putative, similar to U6 snRNA-associated Sm-like protein LSm1 (Small nuclear ribonuclear CaSm, Cancer-associated Sm-like) (Homo sapiens) SWISS-PROT:O15116; contains Pfam profile: PF"	RNA.processing	27_1

CUST_96945_PI403524517	2	0.022856712	-0.032604218	0.2894411	0.01635456	-0.016355515	-0.1285181	35_27688	"Cluster: LigA; n=1; Anaeromyxobacter sp. Fw109-5|Rep: LigA - Anaeromyxobacter sp. Fw109-5"	UniRef90_A1I403	"CHR3V7|COORD:10807368..10809606| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G28840.1); similar to putative lipoprotein [Burkholderia"	AT3G28780.1	CHR04V5|COORD:26629684..26625151|protein retrotransposon protein, putative, unclassified	LOC_Os04g45390.1	no description	not assigned.unknown	35_2

CUST_2274_PI403524517	2	0.07927513	-2.1713114	1.3131866	-0.07927513	1.3007336	-0.15694618	35_614	"Cluster: Type 1 non specific lipid transfer protein precursor; n=3; Triticum aestivum|Rep: Type 1 non specific lipid transfer protein precursor - Triticum"	UniRef90_Q2PCB9	"CHR5V7|COORD:23946277..23946718| LTP3 (LIPID TRANSFER PROTEIN 3); lipid binding"	AT5G59320.1	CHR12V5|COORD:726800..727700|protein nonspecific lipid-transfer protein 4 precursor, putative, expressed	LOC_Os12g02300.1	"no descriptionvery weakly similar to (97.1)AT5G59320| Symbols: LTP3 | LTP3 (LIPID TRANSFER PROTEIN 3); lipid binding | chr5:23946277-23946718 FORWARDweakly similar to ( 146)NLTP3_ORYSAnsLTP1 Tryp_alpha_amyl AAI_LTSS AAI Pneumo_att_G"	lipid metabolism.lipid transfer proteins etc	11_6

CUST_64921_PI403524517	2	0.050352097	-0.24879646	-0.06843662	0.007013321	0.063033104	-0.0070123672	35_18536	Rep: Cytochrome c oxidase subunit 2 - Zea mays (Maize)	UniRef90_P00412	0	0	0	0	no descriptionvery weakly similar to (52.8)COX2_WHEATCytochrome c oxidase subunit 2 - Triticum aestivum (Wheat)	mitochondrial electron transport / ATP synthesis.cytochrome c oxidase	9_7

CUST_53174_PI403524517	2	-1.0114956	-0.41142368	0.31285667	0.10177517	0.20592403	-0.10177517	35_15136	"Cluster: Putative annexin P35; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative annexin P35 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z6A7	"CHR5V7|COORD:3209739..3211397| ANN7 (ANN7, ANNEXIN ARABIDOPSIS 7); calcium ion binding / calcium-dependent phospholipid binding"	AT5G10230.1	CHR02V5|COORD:31694634..31692292|protein annexin-like protein RJ4, putative, expressed	LOC_Os02g51750.1	" no descriptionmoderately similar to ( 378)AT5G10230| Symbols: ANNAT7, ANN7 | ANN7 (ANN7, ANNEXIN ARABIDOPSIS 7); calcium ion binding / calcium-dependent phospholipid binding | chr5:3209739-3211397 REVERSEmoderately similar to ( 334)ANX4_FRAANAnnexin-like protein RJ4 - Fragaria ananassa (Strawberry)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Annexin ANX PRK07003 DUF566 APC_basic "	cell.organisation	31_1

CUST_78313_PI403524517	2	0.08106518	-0.036704063	-0.057308197	-0.0124902725	0.07602787	0.012489319	35_22450	Rep: OSIGBa0155K17.11 protein - Oryza sativa (Rice)	UniRef90_Q00RI9	"CHR5V7|COORD:21865406..21867161| similar to DEAD box RNA helicase, putative [Arabidopsis thaliana] (TAIR:AT1G20920.1); similar to hypothetical protein"	AT5G53800.1	CHR04V5|COORD:26309296..26305176|protein expressed protein	LOC_Os04g44800.1	" no descriptionmoderately similar to ( 221)AT5G53800| Symbols:  | similar to DEAD box RNA helicase, putative [Arabidopsis thaliana] (TAIR:AT1G20920.1); similar to hypothetical protein TTHERM_01026350 [Tetrahymena thermophila SB210] (GB:XP_001030734.1); similar to Os04g0530300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001053388.1); similar to OSIGBa0155K17.11 [Oryza sativa (indica cultivar-group)] (GB:CAJ86384.1) | chr5:21865406-21867161 FORWARD"	not assigned.unknown	35_2

CUST_34612_PI403524517	2	0.18776226	-0.24549389	-0.013749123	0.013750076	-0.03813553	0.1535883	35_9979	"Cluster: Os01g0738100 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0738100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JJH8	"CHR1|COORD:3487598..3491256| Ulp1 protease family protein, contains Pfam profile PF02902: Ulp1 protease family, C-terminal catalytic domain; similar to EST"	AT1G10570.2	CHR12V5|COORD:25598831..25604881|protein ulp1 protease family, C-terminal catalytic domain containing protein, expressed	LOC_Os12g41380.1	no descriptionweakly similar to ( 182)AT1G10570| Symbols:  | Ulp1 protease family protein | chr1:3487640-3491103 FORWARDnot assigned not assigned ULP1 Peptidase_C48	not assigned.no ontology	35_1

CUST_120574_PI403524517	2	-0.12277889	-0.46434212	0.034461975	0.1636715	-0.03446102	0.086815834	35_34081	0	0		0	CHR06V5|COORD:7923038..7919481|protein transcriptional repressor NF-X1, putative, expressed	LOC_Os06g14190.2	no description	not assigned.unknown	35_2

CUST_5854_PI403524517	2	0.080412865	0.02576828	0.0051603317	-0.23183441	-0.0051603317	-0.16299915	35_1615	"Cluster: Os12g0166000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os12g0166000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IPV0	CHR1V7|COORD:21928358..21932898| nucleoporin family protein	AT1G59660.1	CHR12V5|COORD:3345690..3352040|protein nucleoporin nup189, putative, expressed	LOC_Os12g06890.1	no descriptionweakly similar to ( 189)AT1G59660| Symbols:  | nucleoporin family protein | chr1:21928358-21932898 FORWARDnot assigned not assigned not assigned	protein.targeting.nucleus	29_3_1

CUST_153187_PI403524517	2	-5.0354004E-4	0.2837143	0.15734863	-0.0048666	5.0354004E-4	-0.5337658	35_42812	Rep: SGT1 - Hordeum vulgare (Barley)	UniRef90_Q8W516	"CHR4V7|COORD:12300025..12302503| SGT1A (Suppressor of G2 (Two) 1A); binding"	AT4G23570.2	CHR01V5|COORD:25264513..25269752|protein suppressor of G2 allele of SKP1, putative, expressed	LOC_Os01g43540.1	"no descriptionmoderately similar to ( 257)AT4G23570| Symbols: SGT1A | SGT1A (Suppressor of G2 (Two) 1A); binding | chr4:12300025-12302503 FORWARDvery weakly similar to (52.8)STIP_SOYBNHeat shock protein STI - Glycine max (Soybean)not assigned not assigned not assigned not assigned SGS SGT1 p23 CS TPR"	protein.postranslational modification	29_4

CUST_4384_PI404877155	2	-0.05454445	0.24075222	0.03809738	-0.038096428	-0.0439806	0.09454632	Contig15341_at	0	BAD09875.1	phosphofructokinase family protein	At2g22480.1	protein Phosphofructokinase, putative	Os09g24910	"phosphofructokinase family protein, similar to phosphofructokinase (Amycolatopsis methanolica) GI:17432243; contains Pfam profile PF00365: Phosphofructokinase"	glycolysis.PPFK	4_04

CUST_26952_PI399408534	2	-0.037120342	-0.37200832	0.28097868	0.052977562	0.03712082	-0.059146404	35_19501	Rep: OSJNBb0034I13.13 protein - Oryza sativa (Rice)	UniRef90_Q7XTU9	"CHR5V7|COORD:3137649..3139296| TGA4 (TGACG MOTIF-BINDING FACTOR 4); DNA binding / calmodulin binding / transcription factor"	AT5G10030.1	CHR04V5|COORD:32184292..32192996|protein transcription factor TGA4, putative, expressed	LOC_Os04g54474.1	" no descriptionmoderately similar to ( 308)AT5G10030| Symbols: OBF4, TGA4 | TGA4 (TGACG MOTIF-BINDING FACTOR 4); DNA binding / calmodulin binding / transcription factor | chr5:3137649-3139296 REVERSEmoderately similar to ( 280)TGA1A_TOBACTGACG-sequence-specific DNA-binding protein TGA-1A - Nicotiana tabacum (Common tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07003 PRK12323 PRK07764 APC_basic PRK12678 BRLZ PRK12372 bZIP_1 DUF390 "	RNA.regulation of transcription.bZIP transcription factor family	27_3_35

CUST_12771_PI404877155	2	-0.10623455	-0.1225481	0.04003048	0.09053993	0.018200874	-0.01819992	Contig651_at	aspartate transaminase (EC 2.6.1.1) - proso millet dbj|BAA08106.1| plastidic aspartate aminotransferase [Panicum miliaceum]	S65675	aspartate aminotransferase, chloroplast / transaminase A (ASP5) (AAT1)	At4g31990.1	protein retrotransposon protein, putative, unclassified	Os02g55420	aspartate aminotransferase	amino acid metabolism.central amino acid metabolism.aspartate.synthesis	13_1_1_2

CUST_135322_PI403524517	2	0.29015064	-0.0112428665	0.028676033	-0.15385151	-0.20579386	0.0112428665	35_37959	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_156593_PI403524517	2	0.07174301	-0.17500877	-0.15604591	-0.008337021	0.043684006	0.008337021	35_43735	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_19472_PI403524517	2	0.18000793	-0.030872345	-0.07118797	-0.067255974	0.091599464	0.030871391	35_5642	"Cluster: Os01g0749100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0749100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JJB9	CHR5V7|COORD:17120290..17123013| similar to hydrolase, acting on carbon-nitrogen (but not peptide) bonds, in linear amides [Arabidopsis thaliana] (TAIR:AT2G0291	AT5G42660.1	CHR01V5|COORD:31689503..31692442|protein EMB2756, putative, expressed	LOC_Os01g54530.1	" no descriptionmoderately similar to ( 473)AT5G42660| Symbols:  | similar to hydrolase, acting on carbon-nitrogen (but not peptide) bonds, in linear amides [Arabidopsis thaliana] (TAIR:AT2G02910.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAB56045.1); contains InterPro domain Protein of unknown function DUF616; (InterPro:IPR006852) | chr5:17120290-17123013 REVERSEDUF616 "	not assigned.unknown	35_2

CUST_89966_PI403524517	2	0.27793407	-2.4565768	0.4353695	-0.2779336	0.28936005	-0.3074975	35_25735	"Cluster: Putative outward-rectifying potassium channel KCO1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative outward-rectifying potassium channel KCO1"	UniRef90_Q8LIN5	CHR5|COORD:22548584..22550344| outward rectifying potassium channel (KCO1), identical to kco1 (Arabidopsis thaliana) gi:2230761:emb:CAA69158 of the 2 pore, 4	AT5G55630.2	CHR07V5|COORD:465585..467053|protein calcium-activated outward-rectifying potassium channel 1, putative, expressed	LOC_Os07g01810.1	" no descriptionvery weakly similar to (69.3)AT5G55630| Symbols: KCO1, ATKCO1, ATTPK1, TPK1 | KCO1 (CA2+ ACTIVATED OUTWARD RECTIFYING K+ CHANNEL 1); calcium-activated potassium channel/ outward rectifier potassium channel | chr5:22548944-22550119 FORWARD"	transport.potassium	34_15

CUST_21402_PI403524517	2	0.05041027	0.43973255	0.17180061	-0.09675884	-0.05041027	-0.09617138	35_6210	Rep: H0404F02.7 protein - Oryza sativa (Rice)	UniRef90_Q01KJ0	"CHR1V7|COORD:12066642..12067800| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G43520.1); similar to H0404F02.7 [Oryza sativa (indica"	AT1G33265.1	CHR04V5|COORD:28907888..28905422|protein protein kinase, putative, expressed	LOC_Os04g48840.1	" no descriptionvery weakly similar to (80.5)AT1G33265| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G43520.1); similar to H0404F02.7 [Oryza sativa (indica cultivar-group)] (GB:CAH66731.1); contains InterPro domain Protein of unknown function UPF0136, Transmembrane; (InterPro:IPR005349) | chr1:12066642-12067800 FORWARDnot assigned not assigned TMEM14 COG5548 "	not assigned.unknown	35_2

CUST_49413_PI403524517	2	-0.4125595	0.41455364	-0.039726257	0.039726257	-0.46452332	0.18797874	35_14094	"Cluster: Metallothionein-like protein 1; n=4; Triticeae|Rep: Metallothionein-like protein 1 - Triticum aestivum (Wheat)"	UniRef90_P43400	CHR3V7|COORD:2889743..2890194| MT2A (METALLOTHIONEIN 2A)	AT3G09390.1	CHR11V5|COORD:28269673..28270510|protein metallothionein-like protein 1, putative, expressed	LOC_Os11g47809.1	no descriptionvery weakly similar to (88.2)MT1_WHEATMetallothionein-like protein 1 - Triticum aestivum (Wheat)Metallothio_2	metal handling.binding, chelation and storage	15_2

CUST_140572_PI403524517	2	-0.30815792	-0.61656	0.8922124	-0.086069584	0.08607006	1.1011267	35_39413	"Cluster: Protein kinase APK1A, chloroplast, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Protein kinase APK1A, chloroplast, putative, e"	UniRef90_Q10KZ7	CHR1V7|COORD:22727356..22729687| protein kinase, putative	AT1G61590.1	CHR03V5|COORD:14185785..14187968|protein protein kinase APK1A, chloroplast precursor, putative, expressed	LOC_Os03g24930.2	 no descriptionweakly similar to ( 189)AT1G61590| Symbols:  | protein kinase, putative | chr1:22727356-22729687 REVERSEvery weakly similar to (84.3)NORK_PEANodulation receptor kinase precursor - Pisum sativum (Garden pea)not assigned not assigned TyrKc Pkinase_Tyr PTKc S_TKc S_TKc 	protein.postranslational modification.kinase.receptor like cytoplasmatic kinase VII	29_4_1_57

CUST_18566_PI404877155	2	-0.034543037	0.53041935	0.039905548	-0.32677078	0.010063171	-0.010062218	HVSMEk0022L04r2_s_at	Putative trehalose-6-phosphate synthase [Oryza sativa (japonica cultivar-group)] gb|AAN52740.1| Putative trehalose-6-phosphate synthase [Ory	NP_912486.1	glycosyl transferase family 20 protein / trehalose-phosphatase family protein	At1g68020.2	protein trehalose-phosphatase, putative	Os03g12360	Putative trehalose-6-phosphate synthase	minor CHO metabolism.trehalose.potential TPS/TPP	3_2_3

CUST_88779_PI403524517	2	0.049560547	-0.20370626	0.25015736	0.14331818	-0.13169622	-0.049560547	35_25405	"Cluster: Os01g0715400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0715400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JJV2	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	CHR01V5|COORD:30087566..30096884|protein alpha-amylase isozyme C2 precursor, putative, expressed	LOC_Os01g51754.4	no description	not assigned.unknown	35_2

CUST_27407_PI403524517	2	0.05854273	0.36556816	0.34488058	-0.05854273	-0.25695658	-0.6360636	35_7933	"Cluster: Anthranilate synthase alpha 2 subunit; n=3; Avena sativa|Rep: Anthranilate synthase alpha 2 subunit - Avena sativa (Oat)"	UniRef90_Q0KIX3	CHR1V7|COORD:11399903..11405702| actin binding	AT1G31810.1	CHR03V5|COORD:8686829..8681841|protein anthranilate synthase component I-1, chloroplast precursor, putative, expressed	LOC_Os03g15780.3	no description	not assigned.unknown	35_2

CUST_104270_PI403524517	2	0.36778545	0.053173542	0.045094967	-0.5080743	-0.43229342	-0.045094967	35_29716	"Cluster: Possible OmpA family member precursor; n=1; Rhodopseudomonas palustris|Rep: Possible OmpA family member precursor - Rhodopseudomonas palustris"	UniRef90_Q6ND96	CHR1V7|COORD:22496859..22500684| proline-rich family protein	AT1G61080.1	CHR08V5|COORD:395077..393302|protein vegetative cell wall protein gp1 precursor, putative, expressed	LOC_Os08g01690.1	no descriptionnot assigned not assigned not assigned PRK07764	not assigned.unknown	35_2

CUST_66174_PI403524517	2	0.27505112	-0.81018066	-0.14992142	0.045060158	-0.045059204	0.17916489	35_18898	"Cluster: Putative cyclin-dependent kinase regulatory subunit; n=3; BEP clade|Rep: Putative cyclin-dependent kinase regulatory subunit - Triticum aestivum (Wheat"	UniRef90_Q70AJ1	"CHR2V7|COORD:11917980..11918620| CKS1 (CDK-SUBUNIT 1); cyclin-dependent protein kinase"	AT2G27960.1	CHR03V5|COORD:2550900..2551898|protein cyclin-dependent kinases regulatory subunit, putative, expressed	LOC_Os03g05300.1	" no descriptionweakly similar to ( 156)AT2G27960| Symbols: CKS1, CKS1AT | CKS1 (CDK-SUBUNIT 1); cyclin-dependent protein kinase | chr2:11917980-11918620 REVERSEnot assigned not assigned CKS "	cell.cycle	31_3

CUST_33815_PI399408534	2	0.24554253	-0.10052776	0.031836033	-0.031835556	0.16108227	-0.15818834	35_49922	"Cluster: UV-damaged DNA binding protein 2; n=2; Oryza sativa (japonica cultivar-group)|Rep: UV-damaged DNA binding protein 2 - Oryza sativa (japonica cultivar-g"	UniRef90_Q84KJ3	"CHR5V7|COORD:23747967..23750832| DDB2 (DAMAGED DNA-BINDING 2); nucleotide binding"	AT5G58760.1	CHR01V5|COORD:2251875..2247622|protein nucleic acid binding protein, putative, expressed	LOC_Os01g04870.1	"no descriptionmoderately similar to ( 344)AT5G58760| Symbols: DDB2 | DDB2 (DAMAGED DNA-BINDING 2); nucleotide binding | chr5:23747967-23750832 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned COG2319"	RNA.regulation of transcription.unclassified	27_3_99

CUST_89758_PI403524517	2	0.055885315	0.08956814	-0.010713577	-0.10893631	0.010712624	-0.06506348	35_25680	"Cluster: Putative CRK1 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative CRK1 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ZCC7	0	0	CHR08V5|COORD:661212..655821|protein transposon protein, putative, unclassified, expressed	LOC_Os08g02050.1	no description	not assigned.unknown	35_2

CUST_63511_PI403524517	2	0.026885033	-0.48516178	-0.14345074	0.063308716	0.12251091	-0.026885033	35_18132	"Cluster: Transitional endoplasmic reticulum ATPase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Transitional endoplasmic reticulum ATPase-like - Oryza"	UniRef90_Q6YUV9	CHR1V7|COORD:18573589..18579492| AAA-type ATPase family protein	AT1G50140.1	CHR02V5|COORD:31467100..31477165|protein ATPase, AAA family protein, expressed	LOC_Os02g51400.1	no descriptionmoderately similar to ( 496)AT1G50140| Symbols:  | AAA-type ATPase family protein | chr1:18573589-18579492 REVERSEweakly similar to ( 149)CDC48_CAPANCell division cycle protein 48 homolog - Capsicum annuum (Bell pepper)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned SpoVK RPT1 PRK03992 AAA hflB HflB COG1223 AAA AAA MGS1 COG0714 PRK04195 clpA TIP49 ruvB	protein.degradation.AAA type	29_5_9

CUST_1467_PI404877155	2	-1.1577711	0.30574894	0.6544199	-0.21009588	0.17337418	-0.17337465	Contig11623_at	tryptophan decarboxylase [Hordeum vulgare]	BAD11769.1	tyrosine decarboxylase, putative	At2g20340.1	protein Pyridoxal-dependent decarboxylase conserved domain, putative	Os08g04540	"tyrosine decarboxylase, putative, similar to SP:P54768 Tyrosine/DOPA decarboxylase 1 (Includes: DOPA decarboxylase (EC 4.1.1.28) (DDC); Tyrosine decarboxylase (EC 4.1.1.25)) {Papaver somniferum}, SP:Q06086 Tyrosine decarboxylase 2 (EC 4.1.1.25) {Petroseli"	amino acid metabolism.degradation.aromatic aa.tyrosine	13_2_6_2

CUST_80663_PI403524517	2	-0.021153927	0.69484854	0.110209465	-0.32983303	-0.3715601	0.021154404	35_23134	"Cluster: Os06g0695800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0695800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D9V6	CHR1V7|COORD:25481468..25482330| ATNAP3 (Arabidopsis thaliana non-intrinsic ABC protein 3)	AT1G67940.1	CHR06V5|COORD:29075033..29071352|protein phosphate import ATP-binding protein pstB 1, putative, expressed	LOC_Os06g48060.1	no descriptionweakly similar to ( 129)AT1G67940| Symbols: ATNAP3 | ATNAP3 (Arabidopsis thaliana non-intrinsic ABC protein 3) | chr1:25481468-25482330 FORWARDvery weakly similar to (56.2)MDR_ORYSAnot assigned not assigned not assigned not assigned not assigned ABC_PstB_phosphate_transporter PstB ABC_Org_Solvent_Resistant Ttg2A GlnQ ABCC_MRP_Like ABC_Carb_Solutes_like ABCC_Protease_Secretion ABCC_MsbA SunT AbcC ABC_HisP_GlnQ_permeases OpuBA ABC_cobalt_CbiO_domain1 ArpD MdlB MalK ABC_Class3 ProV ABC_MTABC3_MDL1_MDL2 ABC_OpuCA_Osmoprotection ABC_NrtD_SsuB_transporters PotA ABC_MetN_methionine_transporter COG3638 ABCC_ATM1_transporter TauB CysA ABC_MJ0796_Lo1CDE_FtsE ABC_PhnC_transporter CbiO ABCC_Glucan_exporter_like ABC_Pro_Gly_Bertaine CydC ABC_Mj1267_LivG_branched FepC ABCC_MRP_domain2 CcmA ABCC_Hemolysin ABCC_NFT1 ABCC_bacteriocin_exporters ABC_ATPase COG4619 SalX LivG ABC_CysA_sulfate_importer CydD metN ABC_Iron-Siderophores_B12_Hemin ATM1 ABC_PotA_N ABC_tran potA ABC_TM1139_LivF_branched PRK10744 sufC FtsE COG1123 ABC_DR_subfamily_A ABC_NikE_OppD_transporters glnQ PRK11160 ABCC_TAP PRK11264 ABC_cobalt_CbiO_domain2 ABC_FeS_Assembly ABC_NatA_sodium_exporter DppF ABC_MalK_N ABCC_cytochrome_bd PRK11831 ABC_subfamily_A LivF btuD COG4559 ugpC ABC_drug_resistance_like COG4181 ABC_FtsE_transporter PRK10070 MglA fecE PRK10851 ABC_ModC_molybdenum_transporter fbpC TauB PRK11176 ABCC_SUR2 COG4172 ABC_Carb_Monos_I NatA DppD ABC_KpsT_Wzt ABC_ThiQ_thiamine_transporter ABC_putative_ATPase potG ABC_Metallic_Cations ABC_ModC_like AppF tauB ABC_BcrA_bacitracin_resist ThiQ HisP ModC artP ABC_DrrA CeuD YhbG ABC_YhbG ZnuC ArtP PRK10247 PRK11174 PRK11000 PRK10253 PRK10619 COG4152 ABC_Carb_Monos_II PRK10535 COG3845 dppF TagH PRK10908 PRK10790 COG4136 PhnK PRK10575 ABCG_White PRK10419 lolD PRK10789 COG4674 phnK ABCG_EPDR sufC PRK10584 Uup ssuB livG ABCC_MRP_domain1	transport.ABC transporters and multidrug resistance systems	34_16

CUST_36761_PI403524517	2	0.09703255	0.17668343	0.0038747787	-0.10955429	-0.1650629	-0.003873825	35_10595	"Cluster: Putative tRNA His guanylyltransferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative tRNA His guanylyltransferase - Oryza sativa (japonica"	UniRef90_Q6L5J0	"CHR2V7|COORD:13448214..13452914| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G32330.1); similar to Os05g0535500 [Oryza sativa (japonica"	AT2G31580.1	CHR05V5|COORD:26508504..26513219|protein tRNAHis guanylyltransferase family protein, expressed	LOC_Os05g45890.2	"no descriptionweakly similar to ( 128)AT2G31580| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G32330.1); similar to Os05g0535500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001056156.1); similar to interphase cytoplasmic foci protein 45 [Gallus gallus] (GB:NP_001025787.1); contains InterPro domain tRNAHis guanylyltransferase; (InterPro:IPR007537) | chr2:13448214-13452914 REVERSEnot assigned Thg1 COG4021"	not assigned.unknown	35_2

CUST_81784_PI403524517	2	0.28139353	-0.14222097	0.049553394	-0.04955387	-0.09216738	0.064506054	35_23458	"Cluster: Putative family II extracellular lipase 3; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative family II extracellular lipase 3 - Oryza sativa (j"	UniRef90_Q6YU91	CHR1V7|COORD:28502840..28504604| family II extracellular lipase 3 (EXL3)	AT1G75900.1	CHR02V5|COORD:78170..79579|protein anther-specific proline-rich protein APG precursor, putative, expressed	LOC_Os02g01140.1	no descriptionweakly similar to ( 199)AT1G75900| Symbols:  | family II extracellular lipase 3 (EXL3) | chr1:28502840-28504604 FORWARDweakly similar to ( 118)APG_BRANAAnther-specific proline-rich protein APG - Brassica napus (Rape)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned SGNH_plant_lipase_like fatty_acyltransferase_like PRK07003 Tymo_45kd_70kd PRK12323 TT_ORF1 Atrophin-1 PRK07764	misc.GDSL-motif lipase	26_28

CUST_105938_PI403524517	2	0.04308796	0.1612215	0.020871162	-0.112706184	-0.15129852	-0.020871162	35_30162	"Cluster: HAT family dimerisation domain containing protein, expressed; n=2; Oryza sativa|Rep: HAT family dimerisation domain containing protein, expressed -"	UniRef90_Q7XFV9	CHR5V7|COORD:12693688..12695633| hAT dimerisation domain-containing protein	AT5G33406.1	CHR10V5|COORD:8501056..8505354|protein transposon protein, putative, Ac/Ds sub-class	LOC_Os10g17510.1	no description	not assigned.unknown	35_2

CUST_158705_PI403524517	2	-0.092464924	0.19543362	0.29157495	0.09246445	-0.67566776	-0.483469	35_44301	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_4547_PI403524517	2	-0.015164375	0.28994083	0.03947735	-0.12134266	-0.06969261	0.015163422	35_1256	"Cluster: Putative tetrafunctional protein of glyoxysomal fatty acid beta- oxidation; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative tetrafunctional p"	UniRef90_Q94CN1	"CHR3V7|COORD:2161932..2166015| MFP2 (MULTIFUNCTIONAL PROTEIN); enoyl-CoA hydratase"	AT3G06860.1	CHR01V5|COORD:13869753..13875774|protein glyoxysomal fatty acid beta-oxidation multifunctional protein MFP-a, putative, expressed	LOC_Os01g24680.1	" no descriptionweakly similar to ( 161)AT3G06860| Symbols: ATMPF2, MFP2 | MFP2 (MULTIFUNCTIONAL PROTEIN); enoyl-CoA hydratase | chr3:2161932-2166015 FORWARDweakly similar to ( 165)MFPA_BRANAGlyoxysomal fatty acid beta-oxidation multifunctional protein MFP-a [Includes: Enoyl-CoA hydratase/3-2-trans-enoyl-CoA isomerase/3-hydroxybutyryl-CoA epimerase - Brassica napus (Rape)not assigned fadJ fadB PRK08268 "	lipid metabolism.lipid degradation.beta-oxidation.mutifunctional	11_9_4_9

CUST_6679_PI403524517	2	0.06716013	0.5543871	0.116613865	-0.2721758	-0.54726744	-0.06716013	35_1855	"Cluster: Putative cytochrome P450; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative cytochrome P450 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ETT1	"CHR1V7|COORD:24131250..24132782| CYP89A5 (cytochrome P450, family 87, subfamily A, polypeptide 5); oxygen binding"	AT1G64950.1	CHR02V5|COORD:488913..490588|protein cytochrome P450 89A2, putative, expressed	LOC_Os02g01890.1	" no descriptionmoderately similar to ( 245)AT1G64950| Symbols: CYP89A5 | CYP89A5 (cytochrome P450, family 87, subfamily A, polypeptide 5); oxygen binding | chr1:24131250-24132782 FORWARDweakly similar to ( 165)C77A1_SOLMECytochrome P450 77A1 - Solanum melongena (Eggplant) (Aubergine)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned p450 CypX PRK07003 PRK12323 Atrophin-1 "	misc.cytochrome P450	26_10

CUST_20105_PI399408534	2	0.06908512	0.30760384	-0.069086075	-0.58130884	-0.5320654	0.15011978	35_30148	"Cluster: Putative transcription factor; n=3; Oryza sativa (japonica cultivar-group)|Rep: Putative transcription factor - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7F761	CHR1V7|COORD:5465945..5468717| XH/XS domain-containing protein / XS zinc finger domain-containing protein	AT1G15910.1	CHR01V5|COORD:1443651..1447275|protein transcription factor X1, putative, expressed	LOC_Os01g03570.1	no descriptionweakly similar to ( 164)AT4G00380| Symbols:  | XH/XS domain-containing protein / XS zinc finger domain-containing protein | chr4:167959-170448 FORWARDnot assigned not assigned not assigned not assigned Smc SbcC MAP7 HOOK Filament Myosin_tail_1 COG1340 ERM	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_16470_PI404877155	2	0.29710627	-0.18898249	0.0043263435	0.059689045	-0.0043263435	-0.23410797	HA16A22r_x_at	0	0	0	0	0	0	gi|32489062|emb|CAE03992.1| OSJNBb0089B03.6	lipid metabolism.FA synthesis and FA elongation.ACP desaturase	11_1_15

CUST_85051_PI403524517	2	0.25398254	0.30189705	-0.040567398	-0.20562744	-0.57112885	0.040567398	35_24367	"Cluster: OSJNBa0019J05.12 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0019J05.12 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XW82	0	0	CHR04V5|COORD:12186345..12180687|protein retrotransposon protein, putative, unclassified, expressed	LOC_Os04g21580.1	no description	not assigned.unknown	35_2

CUST_12801_PI399408534	2	0.006198883	-0.13128376	-0.0061998367	-0.008110046	0.012500763	0.08678818	35_15695	"Cluster: Homeodomain leucine-zipper protein Hox9; n=4; BEP clade|Rep: Homeodomain leucine-zipper protein Hox9 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6TDS4	"CHR5V7|COORD:24414960..24419159| REV (REVOLUTA); DNA binding / lipid binding / transcription factor"	AT5G60690.1	CHR10V5|COORD:17756144..17763107|protein HB1, putative, expressed	LOC_Os10g33960.2	" no descriptionhighly similar to ( 554)AT5G60690| Symbols: IFL, IFL1, REV | REV (REVOLUTA); DNA binding / lipid binding / transcription factor | chr5:24414960-24419159 FORWARDMEKHLA "	RNA.regulation of transcription.HB,Homeobox transcription factor family	27_3_22

CUST_125814_PI403524517	2	-0.01810646	0.29744053	0.033320427	-0.023314476	-0.044070244	0.01810646	35_35427	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QQ98	CHR5V7|COORD:25694389..25695430| similar to Os12g0502100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001066826.1)	AT5G64180.1	CHR12V5|COORD:19101112..19097567|protein expressed protein	LOC_Os12g31790.1	no descriptionvery weakly similar to (72.4)AT5G64180| Symbols:  | similar to Os12g0502100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001066826.1) | chr5:25694389-25695430 FORWARD	not assigned.unknown	35_2

CUST_125034_PI403524517	2	0.18290424	0.075398445	-0.2458601	-0.20479488	-0.042787552	0.042787552	35_35228	Rep: H0321H01.9 protein - Oryza sativa (Rice)	UniRef90_Q01L71		0	CHR04V5|COORD:20050740..20048830|protein F-box domain containing protein, expressed	LOC_Os04g33400.1	no description	not assigned.unknown	35_2

CUST_157004_PI403524517	2	0.3122859	0.11443567	-0.1313386	-0.16489172	-0.03244257	0.03244257	35_43847	"Cluster: Protein kinase CK2 regulatory subunit CK2B3; n=3; Poaceae|Rep: Protein kinase CK2 regulatory subunit CK2B3 - Zea mays (Maize)"	UniRef90_Q9FQF6	"CHR3V7|COORD:22281689..22282937| CKB3 (casein kinase II beta chain 3); protein kinase CK2 regulator"	AT3G60250.1	CHR07V5|COORD:18517664..18521925|protein casein kinase II subunit beta-4, putative, expressed	LOC_Os07g31280.1	"no descriptionvery weakly similar to (63.5)AT3G60250| Symbols: CKB3 | CKB3 (casein kinase II beta chain 3); protein kinase CK2 regulator | chr3:22281689-22282937 REVERSEnot assigned"	protein.postranslational modification	29_4

CUST_101945_PI403524517	2	-0.048214912	0.88612556	0.04821396	-0.18379211	-0.14041996	0.0863781	35_29085	"Cluster: Vegetatible incompatibility protein HET-E-1, putative, expressed; n=3; Oryza sativa|Rep: Vegetatible incompatibility protein HET-E-1, putative, express"	UniRef90_Q10F11	CHR1V7|COORD:27026086..27028042| transducin family protein / WD-40 repeat family protein	AT1G71840.1	CHR03V5|COORD:27300389..27296303|protein vegetatible incompatibility protein HET-E-1, putative, expressed	LOC_Os03g48090.1	no descriptionvery weakly similar to (82.8)AT1G71840| Symbols:  | transducin family protein / WD-40 repeat family protein | chr1:27026086-27028042 FORWARDnot assigned not assigned not assigned WD40 WD40 WD40	development.unspecified	33_99

CUST_14491_PI399408534	2	0.085211754	-0.051342487	0.32309103	0.051342487	-0.07186365	-0.11517382	35_32509	"Cluster: Hypothetical protein OJ1509_C06.26; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1509_C06.26 - Oryza sativa (japonica"	UniRef90_Q6K4B8	CHR2V7|COORD:6406761..6407291| AGP9 (ARABINOGALACTAN PROTEIN 9)	AT2G14890.2	CHR09V5|COORD:18089863..18084524|protein expressed protein	LOC_Os09g29750.1	no descriptionvery weakly similar to (55.5)AT1G22310| Symbols: MBD8 | MBD8 (methyl-CpG-binding domain 8) | chr1:7881703-7883633 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07764 PRK07003 PRK12323	RNA.regulation of transcription.Methyl binding domain proteins	27_3_59

CUST_17119_PI404877155	2	0.17684269	-0.08690643	-0.08274937	-0.043319702	0.043320656	0.19197273	HS18H24u_at	unnamed protein product [Arabidopsis thaliana]	BAB02343.1	transcription activation domain-interacting protein-related	At3g21480.1	protein expressed protein	Os05g05440	transcription activation domain-interacting protein-related, contains weak similarity to Pax transcription activation domain interacting protein PTIP (GI:4336734) (Mus musculus)	RNA.regulation of transcription.unclassified	27_3_99

CUST_104608_PI403524517	2	0.33627796	0.3843398	0.19824457	-0.3280673	-0.19824457	-0.5653467	35_29810	"Cluster: Vps52/Sac2 family protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Vps52/Sac2 family protein, putative, expressed - Oryza"	UniRef90_Q337J1	CHR1V7|COORD:26877726..26881981| Vps52/Sac2 family protein	AT1G71300.1	CHR10V5|COORD:18156871..18167124|protein vacuolar protein sorting protein 52, putative, expressed	LOC_Os10g34680.1	no description	not assigned.unknown	35_2

CUST_76021_PI403524517	2	-0.0816679	-0.06696987	-0.0093250275	0.14064598	0.10739517	0.0093250275	35_21793	"Cluster: Isoamylase N-terminal domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Isoamylase N-terminal domain"	UniRef90_Q10F03	CHR1V7|COORD:9396932..9399212| 5'-AMP-activated protein kinase-related	AT1G27070.1	CHR03V5|COORD:27357503..27362415|protein isoamylase N-terminal domain containing protein, expressed	LOC_Os03g48170.1	no descriptionvery weakly similar to (86.7)AT1G27070| Symbols:  | 5'-AMP-activated protein kinase-related | chr1:9396932-9399212 REVERSE	protein.postranslational modification	29_4

CUST_137853_PI403524517	2	0.2871499	-0.09882069	-0.2066369	-0.16364956	0.09882116	0.9220824	35_38659	Rep: UPI0000ECB478 UniRef100 entry - Gallus gallus	UniRef90_UPI0000ECB478		0	CHR05V5|COORD:29036372..29038612|protein C4-dicarboxylate transporter/malic acid transport protein, expressed	LOC_Os05g50770.1	no descriptionPRK12323	not assigned.unknown	35_2

CUST_113832_PI403524517	2	0.57426834	-0.57961655	0.07103109	-0.07103062	-0.0962224	0.42826605	35_32305	"Cluster: Hypothetical protein OSJNBa0042F15.2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0042F15.2 - Oryza sativa (japonica cu"	UniRef90_Q75GB3	CHR5V7|COORD:3709735..3713995| catalytic	AT5G11560.1	CHR05V5|COORD:7906348..7915727|protein expressed protein	LOC_Os05g14170.1	no descriptionweakly similar to ( 161)AT5G11560| Symbols:  | catalytic | chr5:3709735-3713995 REVERSEnot assigned	not assigned.no ontology	35_1

CUST_5975_PI403524517	2	0.13686275	-0.99043083	-0.35121346	0.25038147	0.032773018	-0.032772064	35_1652	"Cluster: Na(+) dependent transporter-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Na(+) dependent transporter-like - Oryza sativa (japonica"	UniRef90_Q5VRB2	CHR2V7|COORD:11482234..11484948| bile acid:sodium symporter family protein	AT2G26900.1	CHR01V5|COORD:26300370..26307288|protein bile acid sodium symporter/ transporter, putative, expressed	LOC_Os01g45750.2	no descriptionhighly similar to ( 532)AT2G26900| Symbols:  | bile acid:sodium symporter family protein | chr2:11482234-11484948 REVERSEnot assigned COG0385 SBF ACR3 Na_H_Exchanger PfoR COG0679	transport.unspecified cations	34_14

CUST_43941_PI403524517	2	0.0735178	-0.30371094	-0.0047950745	0.0047950745	0.11368179	-0.023898125	35_12611	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_20029_PI399408534	2	0.25110912	0.08071995	-0.08071995	-0.48222256	-0.3831606	0.101444244	35_22551	"Cluster: Putative 5'-3' exoribonuclease; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative 5'-3' exoribonuclease - Oryza sativa (japonica cultivar-group"	UniRef90_Q5N739	"CHR1V7|COORD:28411950..28418486| XRN3 (5'-3' exoribonuclease 3); 5'-3' exoribonuclease"	AT1G75660.1	CHR01V5|COORD:38179648..38171772|protein XRN3, putative, expressed	LOC_Os01g65220.1	"no descriptionmoderately similar to ( 217)AT1G75660| Symbols: XRN3 | XRN3 (5'-3' exoribonuclease 3); 5'-3' exoribonuclease | chr1:28411950-28418486 FORWARDnot assigned not assigned XRN_N XRN1"	RNA.processing.ribonucleases	27_1_19

CUST_158251_PI403524517	2	-0.05096817	-0.32326412	-0.03977108	0.039770126	0.086551666	0.080140114	35_44181	"Cluster: Glycosyl transferase family 8 protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Glycosyl transferase family 8"	UniRef90_Q10MP3	"CHR3V7|COORD:23184395..23185480| GATL7 (Galacturonosyltransferase-like 7); polygalacturonate 4-alpha-galacturonosyltransferase/ transferase,"	AT3G62660.1	CHR03V5|COORD:10563011..10565056|protein transferase, transferring glycosyl groups, putative, expressed	LOC_Os03g18890.1	" no descriptionvery weakly similar to (63.9)AT3G62660| Symbols: GATL7 | GATL7 (Galacturonosyltransferase-like 7); polygalacturonate 4-alpha-galacturonosyltransferase/ transferase, transferring glycosyl groups / transferase, transferring hexosyl groups | chr3:23184395-23185480 FORWARD"	misc.UDP glucosyl and glucoronyl transferases	26_2

CUST_78140_PI403524517	2	-0.0565567	-0.08560562	-0.009220123	0.060061455	0.16412354	0.009220123	35_22399	"Cluster: Ribose-phosphate pyrophosphokinase 2; n=1; Oryza sativa|Rep: Ribose-phosphate pyrophosphokinase 2 - Oryza sativa (Rice)"	UniRef90_Q69XQ6	CHR2V7|COORD:14902607..14904660| ribose-phosphate pyrophosphokinase 1 / phosphoribosyl diphosphate synthetase 1 (PRSI)	AT2G35390.2	CHR06V5|COORD:24792568..24788415|protein ribose-phosphate pyrophosphokinase 2, putative, expressed	LOC_Os06g41360.2	no descriptionmoderately similar to ( 274)AT2G35390| Symbols:  | ribose phosphate diphosphokinase | chr2:14902887-14904660 REVERSEmoderately similar to ( 331)KPRS2_ORYSAnot assigned not assigned PRK02812 PrsA PRK01506 PRK03092 PRK04117 PRK05038 PRK01259 PRK02039 PRK05259 PRK04923 PRK02269 PRK01999 PRK04554 PRK02270 PRK00553 PRK02458 Pribosyltran PRK06827 PRK00934 PRK03675 PRK01132 PRK07199 Apt PyrE	nucleotide metabolism.synthesis.PRS-PP	23_1_3

CUST_20857_PI403524517	2	0.05121517	-0.25470257	-0.027464867	-0.11727238	0.030053139	0.027464867	35_6057	"Cluster: Co-chaperone Hsc20 family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Co-chaperone Hsc20 family protein, expressed - Oryza sat"	UniRef90_Q2QRM4	CHR5V7|COORD:1959720..1961133| DNAJ heat shock N-terminal domain-containing protein	AT5G06410.1	CHR12V5|COORD:15848854..15845914|protein co-chaperone protein HscB, mitochondrial precursor, putative, expressed	LOC_Os12g27070.1	no descriptionmoderately similar to ( 259)AT5G06410| Symbols:  | DNAJ heat shock N-terminal domain-containing protein | chr5:1959720-1961133 REVERSEnot assigned hscB hscB hscB DjlA hscB HSCB_C hscB DnaJ	stress.abiotic.heat	20_2_1

CUST_23295_PI403524517	2	0.00573349	0.18461323	0.014170647	-0.077527046	-0.0057344437	-0.03332424	35_6769	"Cluster: Hypothetical protein P0681F05.114; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0681F05.114 - Oryza sativa (japonica cultivar"	UniRef90_Q8GVP9	CHR2V7|COORD:8975451..8977560| folic acid binding / transferase	AT2G20830.2	CHR07V5|COORD:20747975..20750138|protein oral cancer overexpressed protein 1, putative, expressed	LOC_Os07g34610.2	no descriptionvery weakly similar to (95.9)AT2G20830| Symbols:  | folic acid binding / transferase | chr2:8975451-8976879 REVERSEnot assigned DUF1715	not assigned.no ontology	35_1

CUST_134164_PI403524517	2	-0.11862755	0.4581442	0.01336956	-0.13676167	0.07006931	-0.013368607	35_37650	"Cluster: Putative cysteine synthase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative cysteine synthase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5VND2	CHR4V7|COORD:8518204..8520045| OASA1 (O-ACETYLSERINE (THIOL) LYASE (OAS-TL) ISOFORM A1)	AT4G14880.1	CHR06V5|COORD:2578089..2580727|protein cysteine synthase, putative, expressed	LOC_Os06g05700.1	 no descriptionweakly similar to ( 152)AT4G14880| Symbols: CYTACS1, ATCYS-3A, OASA1 | OASA1 (O-ACETYLSERINE (THIOL) LYASE (OAS-TL) ISOFORM A1) | chr4:8518204-8520045 REVERSEweakly similar to ( 154)CYSK2_BRAJUCysteine synthase - Brassica juncea (Leaf mustard) (Indian mustard)not assigned not assigned CysK PRK10717 cysM PALP IlvA PRK06815 	amino acid metabolism.synthesis.serine-glycine-cysteine group.cysteine.OASTL	13_1_5_3_1

CUST_28490_PI399408534	2	-0.03530407	0.48095894	0.023845673	-0.08922672	-0.023846626	0.15580177	35_20025	"Cluster: Hypothetical protein P0552F09.102; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0552F09.102 - Oryza sativa (japonica cultivar"	UniRef90_Q7X6I6	CHR3V7|COORD:15218764..15220587| zinc finger (FYVE type) family protein	AT3G43230.1	CHR07V5|COORD:25434036..25438095|protein senescence-associated-like protein, putative, expressed	LOC_Os07g42500.1	no descriptionmoderately similar to ( 350)AT3G43230| Symbols:  | zinc finger (FYVE type) family protein | chr3:15218764-15220587 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned DUF500 COG2930 FYVE FYVE FYVE	RNA.regulation of transcription.unclassified	27_3_99

CUST_171883_PI403524517	2	0.05437374	-0.050273895	-0.020587921	-0.051483154	0.024385452	0.020587921	35_47886	"Cluster: Acyl carrier protein 3, chloroplast precursor; n=1; Hordeum vulgare|Rep: Acyl carrier protein 3, chloroplast precursor - Hordeum vulgare"	UniRef90_P15543	CHR1V7|COORD:20393239..20394437| ACP2 (ACYL CARRIER PROTEIN 2)	AT1G54580.1	CHR09V5|COORD:21256420..21253777|protein acyl carrier protein 2, chloroplast precursor, putative, expressed	LOC_Os09g36860.1	 no descriptionvery weakly similar to (52.0)AT1G54580| Symbols: ACP2 | ACP2 (ACYL CARRIER PROTEIN 2) | chr1:20393239-20394437 FORWARDvery weakly similar to (67.0)ACP1_HORVUAcyl carrier protein 1, chloroplast precursor - Hordeum vulgare (Barley)not assigned 	lipid metabolism.FA synthesis and FA elongation.ACP protein	11_1_12

CUST_128327_PI403524517	2	0.18036461	-0.7828827	-0.05821991	0.039177895	-0.03917885	0.11081886	35_36073	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_141287_PI403524517	2	0.28058863	0.94364166	0.039193153	-0.10233402	-0.14701843	-0.03919363	35_39604	"Cluster: Transposon protein, putative, CACTA, En/Spm sub-class; n=1; Oryza sativa (japonica cultivar-group)|Rep: Transposon protein, putative, CACTA, En/Spm sub"	UniRef90_Q7XEA5	"CHR5V7|COORD:1743235..1744752| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G11290.1); similar to PIF-like orf1 [Daucus carota]"	AT5G05800.1	CHR05V5|COORD:1460716..1456097|protein expressed protein	LOC_Os05g03500.1	"no descriptionvery weakly similar to (50.8)AT5G05800| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G11290.1); similar to PIF-like orf1 [Daucus carota] (GB:ABB83643.1); contains InterPro domain Homeodomain-like; (InterPro:IPR009057) | chr5:1743235-1744752 REVERSE"	not assigned.unknown	35_2

CUST_70835_PI403524517	2	0.07168579	0.5797777	0.040667534	-0.0515728	-0.040667534	-0.08311081	35_20297	"Cluster: Myb-family transcription factor-like protein; n=2; Oryza sativa|Rep: Myb-family transcription factor-like protein - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6ZI39	CHR1V7|COORD:22057832..22060717| formin homology 2 domain-containing protein / FH2 domain-containing protein	AT1G59910.1	CHR02V5|COORD:20761750..20757456|protein myb-like DNA-binding domain containing protein, expressed	LOC_Os02g34630.2	no descriptionnot assigned PRK07003 Herpes_BLLF1 PRK12323	not assigned.unknown	35_2

CUST_112144_PI403524517	2	0.15363598	-0.24473858	0.27123928	-0.19237995	0.071344376	-0.071344376	35_31841	Rep: PREDICTED: hypothetical protein - Bos taurus	UniRef90_UPI0000EBC355	CHR1V7|COORD:9039777..9042860| protein kinase	AT1G26150.1	CHR07V5|COORD:24271675..24264784|protein formin-2, putative, expressed	LOC_Os07g40510.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_51528_PI403524517	2	-0.13079166	-1.0536184	0.41024113	0.13079262	0.41362	-0.5329304	35_14684	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_11980_PI404877155	2	-0.019794464	-0.69392014	-0.08017254	0.08228111	0.11279774	0.019794464	Contig5709_at	putative malonyl-CoA:Acyl carrier protein transacylase [Arabidopsis thaliana]	AAM64515.1	expressed protein	At2g30200.1	protein malonyl CoA-acyl carrier protein transacylase	Os03g18590	putative malonyl-CoA:Acyl carrier protein transacylase	lipid metabolism.FA synthesis and FA elongation.Acetyl CoA Carboxylation	11_1_2

CUST_67395_PI403524517	2	0.06280613	0.21842957	-0.038596153	-0.22518063	-0.06729126	0.038596153	35_19243	"Cluster: Endonuclease V protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Endonuclease V protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q653Z3	CHR4V7|COORD:15143913..15145589| endonuclease V family protein	AT4G31150.1	CHR06V5|COORD:27399413..27396477|protein endonuclease V, putative, expressed	LOC_Os06g45330.1	no descriptionweakly similar to ( 122)AT4G31150| Symbols:  | endonuclease V family protein | chr4:15143913-15145475 REVERSEnot assigned Endonuclease_5 Nfi	not assigned.no ontology	35_1

CUST_61270_PI403524517	2	0.15312958	-0.86448574	-0.17978764	0.23832893	-0.08822441	0.088225365	35_17484	"Cluster: Hypothetical protein OSJNBa0059G06.14; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0059G06.14 - Oryza sativa (japonica"	UniRef90_Q84M79	CHR4|COORD:16379607..16381230| expressed protein	AT4G34215.2	CHR03V5|COORD:36128249..36129646|protein receptor protein kinase-like protein, putative, expressed	LOC_Os03g64050.1	 no descriptionmoderately similar to ( 206)AT4G34215| Symbols:  | Encodes a member of the SGNH-hydrolase superfamily of enzymes. The enzymes of the SGNH-hydrolase superfamily facilitate the hydrolysis of ester, thioester and amide bonds in a range of substrates including complex polysaccharides, lysophospholipids, acyl-CoA esters and other compounds. | chr4:16380207-16381196 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF303 PRK07003 PRK07764 PRK12323 PRK12678 	not assigned.unknown	35_2

CUST_121262_PI403524517	2	0.08379269	0.3566923	0.047590256	-0.048046112	-0.11215496	-0.04759121	35_34253	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_75575_PI403524517	2	0.03594303	-0.12697983	0.0041856766	-0.004972458	-0.0041856766	0.09056854	35_21663	"Cluster: Os01g0689800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0689800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JK90	"CHR5|COORD:15286057..15288616| similar to expressed protein [Arabidopsis thaliana] (TAIR:At1g66900.1); similar to Cgi67 serine protease-like [Oryza sativa"	AT5G38220.3	CHR01V5|COORD:28806121..28810506|protein esterase/lipase/thioesterase, putative, expressed	LOC_Os01g49510.1	"no descriptionmoderately similar to ( 332)AT5G38220| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G66900.1); similar to Os01g0689800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001043924.1); similar to C (GB:BAD82560.1); contains InterPro domain Esterase/lipase/thioesterase; (InterPro:IPR000379); contains InterPro domain Phospholipase/Carboxylesterase; (InterPro:IPR003140) | chr5:15286242-15288370 FORWARDnot assigned not assigned not assigned COG1073"	not assigned.unknown	35_2

CUST_8509_PI404877155	2	0.021845818	-1.098536	-0.087944984	0.14710712	-0.021844864	0.21638012	Contig25146_s_at	OSJNBa0043L09.7 [Oryza sativa (japonica cultivar-group)]	CAE02988.2	receptor-like protein kinase 6 (RLK6)	At4g23130.1	protein S-locus receptor-like kinase RLK10	Os04g54120	"S-locus lectin protein kinase family protein, contains protein kinase domain, Pfam:PF00069; contains S-locus glycoprotein family domain, Pfam:PF00954"	signalling.receptor kinases.DUF 26	30_2_17

CUST_35726_PI403524517	2	0.089166164	-0.33338165	0.21617174	-0.089166164	0.12397146	-0.097076416	35_10302	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QN96	0	0	CHR12V5|COORD:23640982..23643848|protein expressed protein	LOC_Os12g38560.1	no description	not assigned.unknown	35_2

CUST_391_PI404877155	2	0.0074825287	-0.25679684	-0.0074834824	0.16032505	-0.013196945	0.04762554	Contig10282_at	ESTs AU067992(C11433),AU077424(C11433) correspond to a region of the predicted gene.~Similar to ABC transporter-7 (U43892) [Oryza sativa (ja	NP_910369.1	mitochondrial half-ABC transporter (STA1)	At5g58270.1	protein ABC transporter protein, putative	Os06g03770	"mitochondrial half-ABC transporter (STA1), identical to half-molecule ABC transporter ATM3 GI:9964121 from (Arabidopsis thaliana); almost identical to mitochondrial half-ABC transporter STA1 GI:9187883 from (Arabidopsis thaliana); identical to cDNA mitoch"	transport.ABC transporters and multidrug resistance systems	34_16

CUST_130488_PI403524517	2	0.22986317	0.046292305	-0.13513517	-0.046292305	-0.5486927	0.11144447	35_36644	Rep: Methyl-CpG-binding protein MeCP2 - Xenopus laevis (African clawed frog)	UniRef90_Q9YGC6	CHR3V7|COORD:3381853..3384232| zinc finger (C3HC4-type RING finger) family protein	AT3G10810.1	CHR02V5|COORD:5442079..5447379|protein MLO-like protein 2, putative, expressed	LOC_Os02g10350.1	no description	not assigned.unknown	35_2

CUST_132559_PI403524517	2	0.2833414	-0.14883041	-0.026286125	-0.10695791	0.026286602	0.25866127	35_37227	Rep: H0103C06.9 protein - Oryza sativa (Rice)	UniRef90_Q259H0	CHR2V7|COORD:7319344..7321575| pentatricopeptide (PPR) repeat-containing protein	AT2G16880.1	CHR04V5|COORD:34281477..34279476|protein expressed protein	LOC_Os04g57900.1	no descriptionvery weakly similar to (76.6)AT2G16880| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr2:7319344-7321575 REVERSEvery weakly similar to (73.9)RF1_ORYSA	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_21721_PI403524517	2	0.023215294	0.29330254	0.031129837	-0.3840866	-0.46720123	-0.023215294	35_6305	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2R2Z7	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	CHR11V5|COORD:19495702..19490833|protein virulent strain associated lipoprotein, putative, expressed	LOC_Os11g34150.3	no descriptionnot assigned not assigned not assigned not assigned	not assigned.unknown	35_2

CUST_78838_PI403524517	2	0.0044403076	0.25602818	-0.0044403076	-0.17066193	-0.43587017	0.14250755	35_22607	"Cluster: Putative cell division control protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative cell division control protein - Oryza sativa (japonic"	UniRef90_Q84MV9	CHR1V7|COORD:20057007..20059939| protein serine/threonine phosphatase	AT1G53710.1	CHR03V5|COORD:16030022..16037087|protein hydrolase/ protein serine/threonine phosphatase, putative, expressed	LOC_Os03g27950.2	"no descriptionweakly similar to ( 145)AT1G53710| Symbols:  | similar to Metallophosphoesterase [Medicago truncatula] (GB:ABE82070.1); contains InterPro domain Metallophosphoesterase; (InterPro:IPR004843) | chr1:20057330-20059939 REVERSEnot assigned"	misc.calcineurin-like phosphoesterase family protein	26_27

CUST_11721_PI403524517	2	0.031684875	-0.6332569	-0.018947601	0.05175972	0.018948555	-0.07339764	35_3334	"Cluster: Amino acid transporter-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Amino acid transporter-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K4N7	CHR2V7|COORD:17174639..17177223| amino acid transporter family protein	AT2G41190.1	CHR02V5|COORD:33512012..33506102|protein amino acid permease, putative, expressed	LOC_Os02g54730.1	no descriptionmoderately similar to ( 356)AT2G41190| Symbols:  | amino acid transporter family protein | chr2:17174639-17177223 REVERSEvery weakly similar to (50.8)LAX4_MEDTRAuxin transporter-like protein 4 - Medicago truncatula (Barrel medic)not assigned not assigned not assigned not assigned Aa_trans SdaC PotE	transport.amino acids	34_3

CUST_18427_PI404877155	2	0.1158762	-0.9772434	-0.091812134	0.069086075	0.10593891	-0.069086075	HVSMEh0094A12f_at	mitochondrial substrate carrier family protein [Arabidopsis thaliana]	NP_195754.1	mitochondrial substrate carrier family protein	At5g01340.1	protein Mitochondrial carrier protein, putative	Os03g18160	mitochondrial substrate carrier family protein, contains Pfam profile: PF00153 mitochondrial carrier protein	transport.metabolite transporters at the mitochondrial membrane	34_9

CUST_104073_PI403524517	2	0.08517742	0.17491198	0.12487221	-0.08517742	-0.29378843	-0.0936923	35_29664	"Cluster: Pherophorin-C2 protein precursor; n=3; Chlamydomonadales|Rep: Pherophorin-C2 protein precursor - Chlamydomonas reinhardtii"	UniRef90_Q3HTK5	CHR4V7|COORD:7758606..7760888| leucine-rich repeat family protein / extensin family protein	AT4G13340.1	CHR02V5|COORD:30880725..30876004|protein actin binding protein, putative, expressed	LOC_Os02g50570.1	no descriptionnot assigned not assigned not assigned	not assigned.unknown	35_2

CUST_6070_PI399408534	2	0.011098862	0.22607803	-0.011098862	-0.09833717	-0.058922768	0.049835205	35_16382	Rep: Small GTP-binding protein - Triticum aestivum (Wheat)	UniRef90_Q9XEN4	"CHR4V7|COORD:10687451..10689459| ARA7; GTP binding"	AT4G19640.1	CHR12V5|COORD:26988371..26992428|protein ras-related protein RHN1, putative, expressed	LOC_Os12g43550.2	" no descriptionmoderately similar to ( 301)AT4G19640| Symbols: Ara-7, AtRABF2b, AtRab5B, ARA7 | ARA7; GTP binding | chr4:10687451-10689459 REVERSEmoderately similar to ( 295)RHN1_NICPLRas-related protein RHN1 - Nicotiana plumbaginifolia (Leadwort-leaved tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Rab5_related Ras RAB Rab Rab21 Rab11_like Rab6 Rab4 Rab8_Rab10_Rab13_like Rab18 Rab14 Rab1_Ypt1 Rab2 Rab19 Rab7 Rab26 Rab24 Ras Rab30 Rab35 Rab32_Rab38 Ras_like_GTPase Rab39 RabA_like RAS Rab33B_Rab33A Rab3 Rab15 Rab23_lke COG1100 Rap_like RJL Rab28 Rab9 Rho M_R_Ras_like H_N_K_Ras_like RabL2 Ras2 Rab20 RalA_RalB Rab27A Rap2 Rab36_Rab34 Rab12 Rap1 Ran RSR1 RheB RHO Rit_Rin_Ric Rab40 Rho4_like RabL4 RERG_RasL11_like Spg1 ARHI_like RAN RhoA_like Rho2 Wrch_1 RGK Miro Ras_dva Rho3 Rop_like Rhes_like Tc10 Rac1_like Miro1 Rnd Rnd3_RhoE_Rho8 Rnd2_Rho7 Arf_Arl RhoG Rnd1_Rho6 Cdc42 Arf RabL3 Arl5_Arl8 Arl10_like RRP22 Centaurin_gamma PRK12323 "	signalling.G-proteins	30_5

CUST_32462_PI399408534	2	-0.055090904	-0.37134266	-0.10516548	0.055091858	0.098428726	0.21540165	35_8098	"Cluster: BZIP family transcription factor, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: BZIP family transcription factor, putative, exp"	UniRef90_Q2QWI1	"CHR1|COORD:21519139..21521824| similar to bZIP family transcription factor [Arabidopsis thaliana] (TAIR:At1g35490.1); similar to putative transcription"	AT1G58110.2	CHR12V5|COORD:4856910..4858742|protein DNA binding protein, putative, expressed	LOC_Os12g09270.1	no descriptionweakly similar to ( 109)AT1G58110| Symbols:  | DNA binding / transcription factor | chr1:21519584-21521039 REVERSE	RNA.regulation of transcription.bZIP transcription factor family	27_3_35

CUST_69815_PI403524517	2	-0.054473877	-0.6819887	-0.21421623	0.16514969	0.1438694	0.054473877	35_19975	"Cluster: Serine/threonine-protein phosphatase PP2A-3 catalytic subunit; n=12; Magnoliophyta|Rep: Serine/threonine-protein phosphatase PP2A-3 catalytic"	UniRef90_Q07100	"CHR3V7|COORD:21646480..21649888| PP2A-3 (PROTEIN PHOSPHATASE 2A-3); protein phosphatase type 2A"	AT3G58500.1	CHR03V5|COORD:33560844..33565477|protein OsPP2Ac-2 - Phosphatase 2A isoform 2 belonging to family 2, expressed	LOC_Os03g59060.2	" no descriptionhighly similar to ( 609)AT3G58500| Symbols: EP7, PP2A-3 | PP2A-3 (PROTEIN PHOSPHATASE 2A-3); protein phosphatase type 2A | chr3:21646480-21649888 REVERSEhighly similar to ( 642)PP2A2_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned PP2Ac PP2Ac ApaH Metallophos "	protein.postranslational modification	29_4

CUST_2354_PI404877155	2	-0.05337715	0.33103275	0.053378105	-0.21724033	-0.16758347	0.09762001	Contig12739_at	"putative SWIM protein; putative Zn-finger protein [Triticum aestivum]"	CAE53909.1	far-red impaired responsive protein, putative	At4g38180.1	protein transposon protein, putative, unclassified	Os06g42520	NONE	signalling.light	30_11

CUST_56213_PI403524517	2	0.09129715	-0.65686226	-0.05689621	-0.014152527	0.014151573	0.03725052	35_16000	"Cluster: Os03g0766000 protein; n=6; Oryza sativa (japonica cultivar-group)|Rep: Os03g0766000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DN95	"CHR1V7|COORD:17520849..17522438| similar to Os03g0766000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001051379.1); similar to expressed protein [Oryza"	AT1G47640.1	CHR03V5|COORD:31671206..31664912|protein seven transmembrane domain protein, putative, expressed	LOC_Os03g55730.1	"no descriptionmoderately similar to ( 380)AT1G47640| Symbols:  | similar to Os03g0766000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001051379.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABF99050.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAP50949.1); contains domain SMALL SEVEN TRANSMEMBRANE DOMAIN-CONTAINING PROTEIN (PTHR12869); contains domain gb def: F16N3.6 protein (At1g47640/F16N3_6) (PTHR12869:SF1) | chr1:17520849-17522438 REVERSEnot assigned"	not assigned.unknown	35_2

CUST_81301_PI403524517	2	0.06290722	-8.878708E-4	8.878708E-4	-0.066869736	-0.058764458	0.025819778	35_23320	"Cluster: TRNA 2'phosphotransferase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: TRNA 2'phosphotransferase-like - Oryza sativa (japonica"	UniRef90_Q5VNV8	"CHR2V7|COORD:18693414..18694948| EMB1067 (EMBRYO DEFECTIVE 1067); tRNA 2'-phosphotransferase"	AT2G45330.2	CHR06V5|COORD:1825370..1821767|protein tRNA 2phosphotransferase, putative, expressed	LOC_Os06g04300.1	"no descriptionmoderately similar to ( 206)AT2G45330| Symbols: EMB1067 | EMB1067 (EMBRYO DEFECTIVE 1067); tRNA 2'-phosphotransferase | chr2:18693414-18694948 FORWARDnot assigned PTS_2-RNA KptA PRK00819"	development.unspecified	33_99

CUST_151886_PI403524517	2	0.09988403	0.15650368	0.2314148	-0.22088432	-0.09988403	-0.13315964	35_42463	"Cluster: Putative acyl-CoA oxidase; n=1; Hordeum vulgare|Rep: Putative acyl-CoA oxidase - Hordeum vulgare (Barley)"	UniRef90_O23977	CHR4V7|COORD:9424918..9428710| ACX1 (ACYL-COA OXIDASE 1)	AT4G16760.1	CHR06V5|COORD:226793..231808|protein acyl-coenzyme A oxidase 1.2, peroxisomal, putative, expressed	LOC_Os06g01390.1	 no descriptionweakly similar to ( 105)AT4G16760| Symbols: ATACX1, ACX1 | ACX1 (ACYL-COA OXIDASE 1) | chr4:9424918-9428710 REVERSEvery weakly similar to (58.2)ACOX2_CUCMAAcyl-coenzyme A oxidase, peroxisomal precursor - Cucurbita maxima (Pumpkin) (Winter squash)not assigned not assigned not assigned AXO ACAD GCD ACAD_fadE6_17_26 	lipid metabolism.lipid degradation.beta-oxidation.acyl CoA DH	11_9_4_2

CUST_48596_PI403524517	2	-0.04790497	0.0176363	-0.05015278	0.013278961	-0.0048971176	0.0048971176	35_13879	"Cluster: Elongation factor 1-alpha; n=109; cellular organisms|Rep: Elongation factor 1-alpha - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_P13905	CHR5V7|COORD:24306452..24307901| elongation factor 1-alpha / EF-1-alpha	AT5G60390.1	CHR03V5|COORD:4096033..4098979|protein elongation factor 1-alpha, putative, expressed	LOC_Os03g08060.2	no descriptionmoderately similar to ( 432)AT5G60390| Symbols:  | calmodulin binding / translation elongation factor | chr5:24306452-24307803 FORWARDmoderately similar to ( 457)EF1A2_HORVUElongation factor 1-alpha - Hordeum vulgare (Barley)not assigned not assigned not assigned not assigned not assigned not assigned PRK12317 TEF1 EF1_alpha_III EF1_alpha_II GTP_EFTU_D3 Translation_factor_III CysN TufB GTPBP1 tufA PRK12735 PRK00049 PRK12736 eRF3c_III EFTU_II selB_II GTP_EFTU_D2 PRK05506 SelB eRF3_II_like Translation_Factor_II_like HBS1_C cysN eRF3_II CysN_NodQ_II GTPBP_II	protein.synthesis.elongation	29_2_4

CUST_72109_PI403524517	2	0.31375694	-0.044631958	0.095896244	-0.03162527	-0.017190456	0.017190456	35_20669	"Cluster: Violaxanthin de-epoxidase-related-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Violaxanthin de-epoxidase-related-like - Oryza sativa (japonic"	UniRef90_Q5JMC7	CHR2V7|COORD:9325413..9327070| violaxanthin de-epoxidase-related	AT2G21860.1	CHR01V5|COORD:30143656..30146585|protein violaxanthin de-epoxidase family protein, expressed	LOC_Os01g51860.1	no descriptionmoderately similar to ( 218)AT2G21860| Symbols:  | violaxanthin de-epoxidase-related | chr2:9325413-9327070 REVERSE	secondary metabolism.isoprenoids.carotenoids.violaxanthin de-epoxidase	16_1_4_21

CUST_1110_PI404877155	2	-0.12249565	0.66143703	0.060245514	-0.20259476	-0.060245514	0.092116356	Contig11140_at	hypothetical protein [Oryza sativa (japonica cultivar-group)] gb|AAN65026.1| hypothetical protein [Oryza sativa (japonica cultivar-group)]	NP_909805.1	DNAJ heat shock N-terminal domain-containing protein	At5g03030.1	protein expressed protein	Os03g56540	"DNAJ heat shock N-terminal domain-containing protein, contains Pfam profile PF00226 DnaJ domain; DNAJ domain-containing protein, Homo sapiens, EMBL:AF126743"	stress.abiotic.heat	20_2_1

CUST_49907_PI403524517	2	-0.073592186	0.49317932	-0.2902298	0.07359314	-0.40483856	0.09023857	35_14246	"Cluster: Putative nodule-specific protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative nodule-specific protein - Oryza sativa (japonica cultivar-g"	UniRef90_Q6Z4F2	CHR2V7|COORD:16373365..16375309| nodulin family protein	AT2G39210.1	CHR07V5|COORD:4695486..4697916|protein nitrate and chloride transporter, putative, expressed	LOC_Os07g09010.1	no descriptionweakly similar to ( 118)AT2G39210| Symbols:  | nodulin family protein | chr2:16373365-16375309 REVERSE	development.unspecified	33_99

CUST_24050_PI403524517	2	-0.042351723	0.5146208	0.09272194	-0.25781345	-0.21592236	0.04235077	35_6987	"Cluster: Putative serine threonine kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative serine threonine kinase - Oryza sativa (japonica cultivar-g"	UniRef90_Q6Z6L3	CHR1V7|COORD:29685949..29688571| protein kinase family protein	AT1G78940.1	CHR02V5|COORD:6614191..6609371|protein receptor-like kinase, putative, expressed	LOC_Os02g12660.1	no descriptionvery weakly similar to (60.8)AT1G17540| Symbols:  | kinase | chr1:6029544-6032634 REVERSESTK_N	protein.postranslational modification.kinase.receptor like cytoplasmatic kinase IX	29_4_1_59

CUST_4833_PI404877155	2	-0.45646667	0.056886673	0.059573174	-0.0055980682	-0.23541737	0.0055971146	Contig16157_at	calcium-dependent protein kinase (EC 2.7.1.-) 7 - maize dbj|BAA13232.1| Calcium-dependent protein kinase [Zea mays]	T03263	calcium-dependent protein kinase isoform 6 (CPK6)	At2g17290.1	protein Protein kinase domain, putative	Os02g46090	NONE	signalling.calcium	30_3

CUST_34410_PI403524517	2	0.10407257	-0.049853325	0.02930832	-0.048254013	0.04766178	-0.029309273	35_9921	"Cluster: Os07g0557500 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os07g0557500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D5J1	"CHR4V7|COORD:11407846..11412170| B160; transcription factor"	AT4G21430.1	CHR07V5|COORD:22245933..22251138|protein expressed protein	LOC_Os07g37140.1	"no descriptionvery weakly similar to (72.0)AT4G21430| Symbols: B160 | B160; transcription factor | chr4:11407846-11412170 REVERSEWRC"	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_28735_PI399408534	2	0.16164207	-0.025574684	-0.19452667	-0.32250977	0.02557373	0.030432701	35_5543	"Cluster: Putative WRKY DNA-binding protein; n=1; Brachypodium sylvaticum|Rep: Putative WRKY DNA-binding protein - Brachypodium sylvaticum (False brome)"	UniRef90_Q2L3E1	"CHR5V7|COORD:22798042..22800363| WRKY2 (WRKY DNA-binding protein 2); transcription factor"	AT5G56270.1	CHR08V5|COORD:24516989..24513017|protein OsWRKY30 - Superfamily of rice TFs having WRKY and zinc finger domains, expressed	LOC_Os08g38990.3	"no descriptionmoderately similar to ( 331)AT5G56270| Symbols: WRKY2 | WRKY2 (WRKY DNA-binding protein 2); transcription factor | chr5:22798042-22800363 FORWARDWRKY"	RNA.regulation of transcription.WRKY domain transcription factor family	27_3_32

CUST_21975_PI403524517	2	-0.004173279	0.36563683	0.061470985	0.004172325	-0.0272789	-0.02357769	35_6385	"Cluster: Hypothetical protein OSJNBa0051O02.35; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0051O02.35 - Oryza sativa (japonica"	UniRef90_Q651U6	CHR4V7|COORD:10275928..10278502| leucine-rich repeat family protein / extensin family protein	AT4G18670.1	CHR06V5|COORD:27261597..27260300|protein expressed protein	LOC_Os06g45060.1	"no descriptionvery weakly similar to (51.6)AT1G78890| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G16840.1); similar to Os08g0230000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001061295.1); similar to At1g16840/F17F16.27-related [Medicago truncatula] (GB:ABE84583.1) | chr1:29661516-29662430 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Gag_spuma PRK12323 PRK07764 PRK07003 TT_ORF1"	not assigned.unknown	35_2

CUST_5716_PI399408534	2	0.34584904	-0.19759941	0.0027198792	-0.0027208328	-0.102095604	0.05682373	35_40451	Rep: Maturase K - Triticum aestivum (Wheat)	UniRef90_P58271	CHRCV7|COORD:2056..3636| Encodes a maturase located in the trnK intron in the chloroplast genome.	ATCG00040.1	0	0	no descriptionmoderately similar to ( 217)ATCG00040| Symbols: MATK | Encodes a maturase located in the trnK intron in the chloroplast genome. | chrC:2056-3636 REVERSEmoderately similar to ( 468)MATK_HORVUMaturase K - Hordeum vulgare (Barley)matK MatK_N	RNA.processing.splicing	27_1_1

CUST_19559_PI399408534	2	0.07717228	0.2827301	0.102817535	-0.07717323	-0.09207344	-0.085357666	35_6335	"Cluster: Hypothetical protein B1110B01.2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1110B01.2 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q60DG7	"CHR1V7|COORD:2672524..2674466| HDA08 (histone deacetylase 8); histone deacetylase"	AT1G08460.1	CHR05V5|COORD:21481136..21478189|protein histone deacetylase-like amidohydrolase, putative, expressed	LOC_Os05g36920.1	" no descriptionmoderately similar to ( 324)AT1G08460| Symbols: HDA8, HDA08 | HDA08 (histone deacetylase 8); histone deacetylase | chr1:2672524-2674466 FORWARDvery weakly similar to (79.0)HDAC_MAIZEnot assigned not assigned not assigned not assigned AcuC Hist_deacetyl "	RNA.regulation of transcription.HDA	27_3_55

CUST_50909_PI403524517	2	0.025125504	0.17086029	0.019708633	-0.07416344	-0.13389397	-0.01971054	35_14521	"Cluster: Translationally-controlled tumor protein homolog; n=2; Triticeae|Rep: Translationally-controlled tumor protein homolog - Hordeum vulgare (Barley)"	UniRef90_Q9M5G3	CHR3V7|COORD:5669715..5670735| TCTP (TRANSLATIONALLY CONTROLLED TUMOR PROTEIN)	AT3G16640.1	CHR11V5|COORD:26006355..26004130|protein translationally-controlled tumor protein, putative, expressed	LOC_Os11g43900.1	no descriptionmoderately similar to ( 212)AT3G16640| Symbols: TCTP | TCTP (TRANSLATIONALLY CONTROLLED TUMOR PROTEIN) | chr3:5669715-5670735 REVERSEmoderately similar to ( 275)TCTP_HORVUTranslationally-controlled tumor protein homolog - Hordeum vulgare (Barley)not assigned TCTP	not assigned.no ontology	35_1

CUST_12230_PI399408534	2	-0.0010719299	0.0010719299	-0.15343761	-0.1519289	0.039334297	0.04246998	35_10821	"Cluster: Hypothetical protein P0700D12.120; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0700D12.120 - Oryza sativa (japonica cultivar"	UniRef90_Q84Z86	CHR5V7|COORD:2108494..2112257| mitochondrial transcription termination factor-related / mTERF-related	AT5G06810.1	CHR08V5|COORD:25589130..25586414|protein mTERF family protein, expressed	LOC_Os08g40630.2	no descriptionvery weakly similar to (98.6)AT5G06810| Symbols:  | mitochondrial transcription termination factor-related / mTERF-related | chr5:2108494-2112257 FORWARD	RNA.regulation of transcription.unclassified	27_3_99

CUST_35040_PI403524517	2	-0.26036692	0.2603674	0.46884823	0.27587605	-0.2857728	-0.49395466	35_10101	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_156072_PI403524517	2	0.18084478	0.28127718	0.11562872	-0.1303215	-0.16811657	-0.11562872	35_43586	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10SV7	CHR2V7|COORD:6925121..6927401| leucine-rich repeat family protein / extensin family protein	AT2G15880.1	CHR03V5|COORD:549194..546322|protein expressed protein	LOC_Os03g01920.1	no description	not assigned.unknown	35_2

CUST_172688_PI403524517	2	-0.24879932	-0.09133053	0.06429005	0.25969696	0.064517975	-0.06429005	35_48098	"Cluster: Os12g0525300 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os12g0525300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IMZ2		0	0	0	no description	not assigned.unknown	35_2

CUST_29751_PI403524517	2	0.4951372	-0.05090809	0.05090809	-0.060494423	-0.25528812	0.082092285	35_8590	"Cluster: OSJNBb0038F03.10 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBb0038F03.10 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XN01	0	0	CHR04V5|COORD:27045424..27041122|protein GATA transcription factor 29, putative, expressed	LOC_Os04g46020.1	no description	not assigned.unknown	35_2

CUST_50244_PI403524517	2	0.03755188	-0.34083176	0.041540146	-0.10898399	-0.015935898	0.01593399	35_14335	"Cluster: Tubulin beta-1 chain; n=11; Magnoliophyta|Rep: Tubulin beta-1 chain - Triticum aestivum (Wheat)"	UniRef90_Q9ZRB2	CHR5V7|COORD:3961318..3962972| TUB6 (BETA-6 TUBULIN)	AT5G12250.1	CHR01V5|COORD:10099799..10095060|protein tubulin beta-1 chain, putative, expressed	LOC_Os01g18050.1	no descriptionhighly similar to ( 842)AT5G12250| Symbols: TUB6 | TUB6 (BETA-6 TUBULIN) | chr5:3961318-3962972 REVERSEhighly similar to ( 850)TBB1_WHEATTubulin beta-1 chain - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned beta_tubulin COG5023 Tubulin_FtsZ alpha_tubulin gamma_tubulin epsilon_tubulin Tubulin delta_tubulin Tubulin_C FtsZ_type2 AroH_like PRK07003	cell.organisation	31_1

CUST_85803_PI403524517	2	0.018307686	0.33221054	0.09226227	-0.1500578	-0.018306732	-0.17316914	35_24572	"Cluster: Transcription initiation factor IID, 31kD subunit family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Transcription initiation"	UniRef90_Q10JT5	"CHR1V7|COORD:20217743..20218536| TAFII21 (TATA BINDING PROTEIN ASSOCIATED FACTOR 21KDA SUBUNIT); transcription initiation factor"	AT1G54140.1	CHR03V5|COORD:16749241..16754470|protein transcription initiation factor TFIID subunit 9B, putative, expressed	LOC_Os03g29470.1	"no descriptionweakly similar to ( 135)AT1G54140| Symbols: TAFII21 | TAFII21 (TATA BINDING PROTEIN ASSOCIATED FACTOR 21KDA SUBUNIT); transcription initiation factor | chr1:20217743-20218536 REVERSEnot assigned not assigned not assigned TFIID-31kDa TAF9 TT_ORF1"	RNA.transcription	27_2

CUST_113174_PI403524517	2	-0.014199257	0.33308506	0.0906744	-0.039649963	0.014199257	-0.2607975	35_32124	Rep: Probable protein ABIL4 - Oryza sativa (Rice)	UniRef90_Q6I588	CHR2V7|COORD:18989186..18991147| ABI1L1 (ABI-1-LIKE 1)	AT2G46225.1	CHR05V5|COORD:29054191..29057110|protein protein ABIL1, putative, expressed	LOC_Os05g50800.2	no descriptionweakly similar to ( 144)AT2G46225| Symbols: ABI1L1 | ABI1L1 (ABI-1-LIKE 1) | chr2:18989186-18991147 FORWARDweakly similar to ( 170)ABIL4_ORYSAnot assigned	not assigned.unknown	35_2

CUST_24083_PI403524517	2	0.26964378	-0.38198566	0.008527756	-0.008526802	-0.047676086	0.23596764	35_6995	"Cluster: Hypothetical protein P0036D10.17; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0036D10.17 - Oryza sativa (japonica cultivar-g"	UniRef90_Q9FW25	"CHR1V7|COORD:21418007..21421567| VIM1 (VARIANT IN METHYLATION 1); DNA binding"	AT1G57820.1	CHR05V5|COORD:133355..138256|protein DNA binding protein, putative, expressed	LOC_Os05g01230.1	"no descriptionmoderately similar to ( 482)AT1G57820| Symbols: VIM1 | VIM1 (VARIANT IN METHYLATION 1); DNA binding | chr1:21418007-21421567 REVERSEnot assigned not assigned YDG_SRA SRA TolA TolA tolA TFIIF_alpha PRK07735 BASP1"	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_48939_PI403524517	2	-0.04403019	-0.8592491	-0.14229298	0.044029236	0.097234726	0.08793831	35_13973	Rep: Histone H2B.4 - Zea mays (Maize)	UniRef90_P49120	CHR3V7|COORD:16924599..16925036| histone H2B, putative	AT3G46030.1	CHR01V5|COORD:36341546..36340693|protein histone H2B.4, putative, expressed	LOC_Os01g62230.1	 no descriptionweakly similar to ( 174)AT5G22880| Symbols:  | histone H2B, putative | chr5:7652133-7652570 REVERSEweakly similar to ( 178)H2B5_WHEATHistone H2B.5 - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned H2B Histone DUF566 Tymo_45kd_70kd PRK12323 APC_basic PRK07003 PRK07764 Transformer TT_ORF1 Herpes_BLLF1 PRK12678 	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_71822_PI403524517	2	0.09122181	0.078642845	-0.06474209	-0.12529087	-0.19244671	0.06474209	35_20591	"Cluster: OSJNBa0032F06.18 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0032F06.18 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XPW3	CHR4V7|COORD:252835..254880| asparaginase 2 family protein	AT4G00590.1	CHR04V5|COORD:34620431..34624271|protein L-asparaginase 4 precursor, putative, expressed	LOC_Os04g58600.1	no descriptionmoderately similar to ( 355)AT4G00590| Symbols:  | asparaginase 2 family protein | chr4:252835-254880 FORWARDweakly similar to ( 104)ASPG_LUPLUL-asparaginase precursor - Lupinus luteus (European yellow lupin)not assigned not assigned Taspase1_like COG1446 Asparaginase_2 Glycosylasparaginase ASRGL1_like Ntn_Asparaginase_2_like Asparaginase_2 PRK10226 Asparaginase_2_like	amino acid metabolism.degradation.aspartate family.asparagine.L-asparaginase	13_2_3_1_1

CUST_48470_PI403524517	2	0.0630455	-0.44671917	0.0397892	-0.031336784	0.031336784	-0.05463314	35_13848	"Cluster: 60S ribosomal protein L18, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: 60S ribosomal protein L18, putative, expressed - Oryza"	UniRef90_Q10LN7	"CHR3V7|COORD:1621517..1622781| RPL18 (RIBOSOMAL PROTEIN L18); structural constituent of ribosome"	AT3G05590.1	CHR07V5|COORD:28535893..28538432|protein 60S ribosomal protein L18, putative, expressed	LOC_Os07g47780.2	"no descriptionmoderately similar to ( 316)AT3G05590| Symbols: RPL18 | RPL18 (RIBOSOMAL PROTEIN L18); structural constituent of ribosome | chr3:1621517-1622781 FORWARDmoderately similar to ( 296)RL18_CICAR60S ribosomal protein L18 - Cicer arietinum (Chickpea) (Garbanzo)not assigned Ribosomal_L18e RPL18A PRK04005"	protein.synthesis.misc ribososomal protein	29_2_2

CUST_22750_PI399408534	2	0.0369215	0.26437855	0.21044731	-0.5768924	-0.0369215	-0.3899336	35_20256	Rep: Probable lipoxygenase 6 - Oryza sativa (Rice)	UniRef90_Q8H016	CHR1V7|COORD:27312273..27316251| lipoxygenase, putative	AT1G72520.1	CHR03V5|COORD:4166275..4172656|protein lipoxygenase 6, putative, expressed	LOC_Os03g08220.1	 no descriptionhighly similar to ( 697)AT1G72520| Symbols:  | lipoxygenase, putative | chr1:27312273-27316251 FORWARDhighly similar to ( 902)LOX6_ORYSALipoxygenase 	hormone metabolism.jasmonate.synthesis-degradation.lipoxygenase	17_7_1_2

CUST_180222_PI403524517	2	0.12453556	0.21817493	-0.032532692	-0.03311634	-0.051016808	0.032532692	35_50119	"Cluster: Hypothetical protein P0684C01.11; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0684C01.11 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5ZEM2	"CHR1V7|COORD:26821906..26824514| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G12400.1); similar to H0306F03.12 [Oryza sativa (indica"	AT1G71110.1	CHR01V5|COORD:1200308..1195489|protein expressed protein	LOC_Os01g03110.1	"no descriptionvery weakly similar to (51.2)AT1G71110| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G12400.1); similar to H0306F03.12 [Oryza sativa (indica cultivar-group)] (GB:CAH68245.1); similar to Os01g0121300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001041875.1); similar to Os02g0799300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001048408.1); contains InterPro domain Acid phosphatase/vanadium-dependent haloperoxidase; (InterPro:IPR008934) | chr1:26821906-26824514 FORWARD"	not assigned.unknown	35_2

CUST_53840_PI403524517	2	0.25708914	0.15918303	-0.15691233	-0.054543972	-0.90696955	0.054543972	35_15319	"Cluster: F6I1.12 protein; n=2; Arabidopsis thaliana|Rep: F6I1.12 protein - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9FZ47	CHR1V7|COORD:5773789..5776118| uridylyltransferase-related	AT1G16880.1	CHR08V5|COORD:8666544..8662557|protein expressed protein	LOC_Os08g14440.2	no descriptionmoderately similar to ( 253)AT1G16880| Symbols:  | uridylyltransferase-related | chr1:5773789-5775265 FORWARDPRK05092	not assigned.no ontology	35_1

CUST_25802_PI399408534	2	-0.06513882	0.46249962	0.06513882	-0.08943844	-0.11753559	0.10462475	35_22314	"Cluster: Thyroid hormone receptor-associated protein complex component TRAP170- like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Thyroid hormone"	UniRef90_Q6ENK5	CHR3V7|COORD:1294043..1300561| SWP (STRUWWELPETER)	AT3G04740.1	CHR09V5|COORD:6048276..6036882|protein SWP, putative, expressed	LOC_Os09g10960.1	no descriptionweakly similar to ( 186)AT3G04740| Symbols: SWP | SWP (STRUWWELPETER) | chr3:1294043-1300561 FORWARD	RNA.regulation of transcription	27_3

CUST_177991_PI403524517	2	-0.314126	-0.017457008	0.017457008	0.03888035	0.17673683	-0.019750595	35_49505	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_40653_PI403524517	2	0.043616295	0.06457138	-0.043616295	-0.126194	-0.11300945	0.07945442	35_11693	"Cluster: Putative condensin subunit 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative condensin subunit 1 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XAM6	"CHR2V7|COORD:9704460..9706664| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G37820.1); similar to hypothetical protein B14911_03489 [Bacillus sp."	AT2G22795.1	CHR07V5|COORD:27797803..27789412|protein condensin complex subunit 1, putative, expressed	LOC_Os07g46540.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_17743_PI399408534	2	0.6025171	-0.9024739	-0.049515247	0.04951477	-0.16807938	0.26505375	35_31992	"Cluster: Putative phytosulfokine receptor kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative phytosulfokine receptor kinase - Oryza sativa (japon"	UniRef90_Q75GM0	CHR3V7|COORD:2638597..2640596| leucine-rich repeat transmembrane protein kinase, putative	AT3G08680.1	CHR05V5|COORD:23527800..23522217|protein ATP binding protein, putative, expressed	LOC_Os05g40200.1	 no descriptionweakly similar to ( 122)AT3G08680| Symbols:  | leucine-rich repeat transmembrane protein kinase, putative | chr3:2638597-2640596 FORWARD	signalling.receptor kinases.leucine rich repeat III	30_2_3

CUST_80350_PI403524517	2	-0.09020519	0.21092129	0.075837135	0.2971964	-0.1723423	-0.07583761	35_23046	"Cluster: Os09g0555100 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0555100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IZR3	CHR1V7|COORD:4606527..4607582| sulfotransferase family protein	AT1G13430.1	CHR09V5|COORD:22013268..22014768|protein flavonol sulfotransferase-like, putative, expressed	LOC_Os09g38239.1	no descriptionvery weakly similar to (76.3)AT1G13430| Symbols:  | sulfotransferase family protein | chr1:4606527-4607582 FORWARDnot assigned Sulfotransfer_1	lipid metabolism.'exotics' (steroids, squalene etc)	11_8

CUST_16269_PI399408534	2	-0.30032825	1.6160097	0.21214199	-0.47402763	-0.017199516	0.017199516	35_36864	"Cluster: Putative heat shock transcription factor 8; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative heat shock transcription factor 8 - Oryza sativa"	UniRef90_Q942D6	"CHR3V7|COORD:8941462..8942538| AT-HSFC1 (Arabidopsis thaliana heat shock transcription factor C1); DNA binding / transcription factor"	AT3G24520.1	CHR01V5|COORD:30909333..30910591|protein heat shock factor protein HSF30, putative, expressed	LOC_Os01g53220.1	" no descriptionvery weakly similar to (60.5)AT3G24520| Symbols: HSFC1, AT-HSFC1 | AT-HSFC1 (Arabidopsis thaliana heat shock transcription factor C1); DNA binding / transcription factor | chr3:8941462-8942538 FORWARD"	RNA.regulation of transcription.HSF,Heat-shock transcription factor family	27_3_23

CUST_169107_PI403524517	2	0.02039814	0.3341999	0.048909187	-0.2638464	-0.02039814	-0.1532259	35_47094	"Cluster: Os05g0476100 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0476100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DHC5	"CHR2V7|COORD:16079262..16081246| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G51720.1); similar to putative paramyosin [Zea mays]"	AT2G38370.1	CHR05V5|COORD:23333209..23336135|protein expressed protein	LOC_Os05g39840.1	" no descriptionvery weakly similar to (88.6)AT2G38370| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G51720.1); similar to putative paramyosin [Zea mays] (GB:AAV64207.1); similar to IMP dehydrogenase/GMP reductase [Medicago truncatula] (GB:ABE88908.1); similar to Os03g0339700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001050061.1); contains InterPro domain Protein of unknown function DUF827, plant; (InterPro:IPR008545) | chr2:16079262-16081246 REVERSEDUF827 "	not assigned.unknown	35_2

CUST_7993_PI404877155	2	-0.17675161	-1.111362	-1.13031	0.40237808	0.17675114	0.19681787	Contig23526_at	Beta-fructofuranosidase 1 precursor (Sucrose-6-phosphate hydrolase 1) (Invertase 1)	P49175	beta-fructosidase (BFRUCT3) / beta-fructofuranosidase / invertase, vacuolar	At1g62660.1	protein vacuolar acid invertase	Os04g45290	"ATBETAFRUCT4;beta-fructosidase (BFRUCT4) / beta-fructofuranosidase / invertase, vacuolar, identical to beta-fructosidase GI:1871503 from (Arabidopsis thaliana); contains Pfam profile PF00251:Glycosyl hydrolases family 32; identical to cDNA beta-fructosida"	major CHO metabolism.degradation.sucrose.invertases.vacuolar	2_2_1_03_03

CUST_78131_PI403524517	2	0.026872635	0.03238249	-0.036322594	0.31664371	-0.23772955	-0.026872635	35_22397	"Cluster: Class III peroxidase 137 precursor; n=1; Oryza sativa (japonica cultivar-group)|Rep: Class III peroxidase 137 precursor - Oryza sativa (japonica cultiv"	UniRef90_Q5U1F6	CHR4V7|COORD:13189402..13191516| cationic peroxidase, putative	AT4G25980.1	CHR12V5|COORD:4653601..4652042|protein peroxidase 43 precursor, putative, expressed	LOC_Os12g08920.1	 no descriptionweakly similar to ( 173)AT4G25980| Symbols:  | cationic peroxidase, putative | chr4:13189402-13191516 FORWARDweakly similar to ( 154)PER2_ARAHYCationic peroxidase 2 precursor - Arachis hypogaea (Peanut)not assigned not assigned not assigned secretory_peroxidase plant_peroxidase peroxidase TT_ORF1 	misc.peroxidases	26_12

CUST_54360_PI403524517	2	-0.0314703	0.36295128	0.035819054	-0.024540901	0.023294449	-0.023293495	35_15475	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QYD3	"CHR3V7|COORD:4362156..4364039| similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABG21861.1); similar to Os12g0123900 [Oryza sativa"	AT3G13410.1	CHR11V5|COORD:1278092..1273455|protein expressed protein	LOC_Os11g03380.1	"no descriptionweakly similar to ( 196)AT3G13410| Symbols:  | similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABG21861.1); similar to Os12g0123900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001066036.1); similar to Os11g0127700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001065630.1) | chr3:4362156-4364039 REVERSE"	not assigned.unknown	35_2

CUST_131015_PI403524517	2	0.14221334	-0.08797312	-1.129292	0.08309603	-0.08309603	0.10735607	35_36797	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_29332_PI399408534	2	0.48758698	0.46848488	0.06271505	-0.1325078	-0.06271505	-0.24981213	35_27062	"Cluster: GL2-type homeobox genes; n=2; Oryza sativa (japonica cultivar-group)|Rep: GL2-type homeobox genes - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6EPF0	"CHR4V7|COORD:299741..304103| ANL2 (ANTHOCYANINLESS 2); transcription factor"	AT4G00730.1	CHR02V5|COORD:27489045..27481996|protein homeobox protein FWA, putative, expressed	LOC_Os02g45250.1	" no descriptionweakly similar to ( 186)AT4G00730| Symbols: AHDP, ANL2 | ANL2 (ANTHOCYANINLESS 2); transcription factor | chr4:299741-304103 REVERSESTART START START "	RNA.regulation of transcription.HB,Homeobox transcription factor family	27_3_22

CUST_15624_PI404877155	2	0.20404339	-0.22127056	-0.24852085	0.12835407	0.10753155	-0.10753155	Contig945_s_at	kinesin-related protein KLPA-like protein [Oryza sativa (japonica cultivar-group)]	BAC81180.1	kinesin-like protein A, putative	At4g05190.1	protein kinesin-like protein [imported] - Arabidopsis thaliana	Os07g01490	NONE	PS.lightreaction.photosystem II.PSII polypeptide subunits	1_01_01_02

CUST_177917_PI403524517	2	5.083084E-4	0.21488571	-0.046735764	-5.0735474E-4	0.08621693	-0.051148415	35_49485	"Cluster: DNA-binding protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: DNA-binding protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69PS9	CHR1V7|COORD:7273013..7273948| ESC (ESCAROLA)	AT1G20900.1	CHR06V5|COORD:12824423..12826566|protein DNA-binding protein, putative, expressed	LOC_Os06g22100.2	no description	not assigned.unknown	35_2

CUST_64667_PI403524517	2	0.007978439	0.12890053	0.014688492	-0.08079338	-0.007978439	-0.07090378	35_18461	"Cluster: Expressed protein, partial; n=4; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein, partial - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53QW8	CHR3V7|COORD:10745420..10748220| oxidoreductase/ zinc ion binding	AT3G28670.1	CHR10V5|COORD:5910667..5916587|protein expressed protein	LOC_Os10g11110.1	no descriptionmoderately similar to ( 320)AT3G28670| Symbols:  | oxidoreductase/ zinc ion binding | chr3:10745420-10748220 FORWARDnot assigned not assigned not assigned	not assigned.unknown	35_2

CUST_162536_PI403524517	2	1.4901228	-0.13410187	-0.035315514	0.24155903	-0.112446785	0.035316467	35_45331	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_127785_PI403524517	2	0.017591953	-0.17113638	-0.14515829	0.34827662	-0.017591953	0.09041786	35_35935	"Cluster: Putative peroxin; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative peroxin - Oryza sativa (japonica cultivar-group)"	UniRef90_Q9AV73	CHR3V7|COORD:1186647..1189100| APM4/ATPEX12/PEX12 (PEROXIN-12)	AT3G04460.1	CHR10V5|COORD:16921376..16926275|protein peroxisome assembly protein 12, putative, expressed	LOC_Os10g32960.1	 no descriptionvery weakly similar to (82.0)AT3G04460| Symbols: PEX12, ATPEX12, APM4 | APM4/ATPEX12/PEX12 (PEROXIN-12) | chr3:1186647-1189100 FORWARDnot assigned 	not assigned.no ontology	35_1

CUST_20641_PI399408534	2	-0.006948471	0.006948471	0.030867577	-0.23217869	0.032313347	-0.08475876	35_5840	Rep: Inositol phosphate kinase - Hordeum vulgare (Barley)	UniRef90_A0AQQ6	CHR5V7|COORD:5509893..5510852| inositol 1,3,4-trisphosphate 5/6-kinase	AT5G16760.1	CHR10V5|COORD:22615521..22613804|protein inositol-tetrakisphosphate 1-kinase 1, putative, expressed	LOC_Os10g42550.1	 no descriptionmoderately similar to ( 344)AT5G16760| Symbols:  | inositol 1,3,4-trisphosphate 5/6-kinase | chr5:5509893-5510852 FORWARDmoderately similar to ( 483)ITPK1_MAIZEInositol-tetrakisphosphate 1-kinase 1 - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Ins134_P3_kin PRK07003 Herpes_BLLF1 HPC2 Atrophin-1 AF-4 PRK12323 APC_basic Tymo_45kd_70kd DUF566 Pneumo_att_G KAR9 PRK07764 Metaviral_G DUF1509 infB TT_ORF1 PRK12678 Treacle RimK Herpes_TAF50 Herpes_UL32 PRK08853 DUF1421 COG5099 DUF390 PRK05648 PRK12495 PRK11901 Ten_N GRASP55_65 PRK08770 DUF936 IER PRK06132 BASP1 PRK08691 ROM1 PRK12372 Extensin_2 MAP65_ASE1 SerH DUF1752 FimV DUF605 Protamine_P1 	signalling.phosphinositides.inositol-1,3,4-trisphosphate 5/6-kinase	30_4_5

CUST_4730_PI404877155	2	0.30988503	-1.4892645	-0.68024445	0.21337128	0.113565445	-0.1135664	Contig15964_at	0	AAL38438.1	metal transporter, putative (IRT3)	At1g60960.1	protein zinc transporter 4, chloroplast precursor (zrt/irt-like protein 4)	Os06g37010	"ZRT, IRT-LIKE PROTEIN;metal transporter, putative (ZIP4), similar to Zn and Cd transporter ZNT1 (Thlaspi caerulescens) gi:7381054:gb:AAF61374; member of the Zinc (Zn2+)-Iron (Fe2+) permease (ZIP) family, PMID:11500563"	transport.metal	34_12

CUST_155435_PI403524517	2	0.2656865	0.35759783	-0.023061275	-0.07764673	-0.25189018	0.023061275	35_43421	"Cluster: Os11g0216300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os11g0216300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0ITU3	CHR4V7|COORD:15233132..15236770| ABC1 family protein	AT4G31390.1	CHR11V5|COORD:6069267..6063702|protein ubiquinone biosynthesis protein ubiB, putative, expressed	LOC_Os11g11000.2	no descriptionvery weakly similar to (91.3)AT4G31390| Symbols:  | ATP binding / protein kinase | chr4:15233132-15236770 FORWARD	transport.ABC transporters and multidrug resistance systems	34_16

CUST_134214_PI403524517	2	-0.05355072	-0.3733492	-0.06417751	0.13922691	0.21958447	0.05355072	35_37662	"Cluster: Fructose-bisphosphate aldolase cytoplasmic isozyme; n=8; Poaceae|Rep: Fructose-bisphosphate aldolase cytoplasmic isozyme - Oryza sativa (Rice)"	UniRef90_P17784	CHR2V7|COORD:15304008..15305466| fructose-bisphosphate aldolase, putative	AT2G36460.1	CHR05V5|COORD:19523585..19525771|protein fructose-bisphosphate aldolase cytoplasmic isozyme, putative, expressed	LOC_Os05g33380.1	 no descriptionweakly similar to ( 176)AT2G36460| Symbols:  | fructose-bisphosphate aldolase, putative | chr2:15304008-15305466 REVERSEweakly similar to ( 196)ALF_ORYSAnot assigned not assigned not assigned Glycolytic FBP_aldolase_I_a COG3588 FBP_aldolase_I Tymo_45kd_70kd 	glycolysis.aldolase	4_7

CUST_87655_PI403524517	2	0.1414237	0.057159424	0.027916908	-0.22357273	-0.027916431	-0.35213947	35_25092	Rep: OSJNBa0029H02.26 protein - Oryza sativa (Rice)	UniRef90_Q4JF26	CHR5V7|COORD:5730653..5736417| tubulin family protein	AT5G17410.1	CHR04V5|COORD:24829333..24835384|protein gamma-tubulin complex component 2, putative, expressed	LOC_Os04g42330.3	no descriptionmoderately similar to ( 281)AT5G17410| Symbols:  | tubulin family protein | chr5:5730653-5736417 FORWARDnot assigned not assigned Spc97_Spc98	cell.organisation	31_1

CUST_13042_PI403524517	2	0.12257385	0.8496008	-0.043560028	-0.1760788	-0.2180214	0.04356098	35_3731	"Cluster: Putative ubiquitin-conjugating enzyme; n=2; Spermatophyta|Rep: Putative ubiquitin-conjugating enzyme - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69JN7	"CHR1V7|COORD:23837455..23838883| UBC28; ubiquitin-protein ligase"	AT1G64230.2	CHR09V5|COORD:6946839..6950237|protein ubiquitin-conjugating enzyme E2-17 kDa, putative, expressed	LOC_Os09g12230.1	"no descriptionmoderately similar to ( 244)AT1G64230| Symbols: UBC28 | UBC28; ubiquitin-protein ligase | chr1:23837455-23838883 FORWARDweakly similar to ( 122)UBC2_WHEATUbiquitin-conjugating enzyme E2-17 kDa - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG5078 UQ_con UBCc UBCc"	protein.degradation.ubiquitin.E2	29_5_11_3

CUST_26417_PI403524517	2	0.1632576	-0.6749954	-0.010169029	0.010169029	-0.113965034	0.092671394	35_7654	"Cluster: Os05g0100700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0100700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DLI4	CHR1V7|COORD:9039777..9042860| protein kinase	AT1G26150.1	CHR05V5|COORD:47833..42394|protein phytosulfokine receptor precursor, putative, expressed	LOC_Os05g01040.3	no descriptionweakly similar to ( 191)AT1G26150| Symbols:  | protein kinase | chr1:9039777-9042860 REVERSEvery weakly similar to (84.7)NORK_PEANodulation receptor kinase precursor - Pisum sativum (Garden pea)not assigned	protein.postranslational modification.kinase.receptor like cytoplasmatic kinase VII	29_4_1_57

CUST_104668_PI403524517	2	0.27783155	1.2299504	-0.06528139	-0.16750956	-0.15651608	0.06528139	35_29825	"Cluster: Putative Pi-b protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Pi-b protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q84QL4	CHR3V7|COORD:17224054..17226597| disease resistance protein (CC-NBS class), putative	AT3G46730.1	CHR08V5|COORD:26845398..26835906|protein resistance protein, putative, expressed	LOC_Os08g42670.1	 no descriptionvery weakly similar to (53.1)AT3G46730| Symbols:  | disease resistance protein (CC-NBS class), putative | chr3:17224054-17226597 REVERSEnot assigned NB-ARC 	stress.biotic	20_1

CUST_179612_PI403524517	2	0.34217262	-0.007833481	0.007833958	-0.27717495	-0.036345482	0.45043087	35_49951	"Cluster: Os04g0597300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os04g0597300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JAI8		0	CHR04V5|COORD:29913406..29917462|protein WRKY DNA binding domain containing protein, expressed	LOC_Os04g50920.1	no description	not assigned.unknown	35_2

CUST_30544_PI403524517	2	0.33769846	-1.0378189	-0.02789402	0.19370222	0.027894497	-0.6948576	35_8817	Rep: Fatty acyl coA reductase - Triticum aestivum (Wheat)	UniRef90_Q8L4V2	CHR3V7|COORD:16149047..16152396| oxidoreductase, acting on the CH-CH group of donors	AT3G44550.1	CHR09V5|COORD:22660210..22664877|protein male sterility protein 2, putative, expressed	LOC_Os09g39410.1	 no descriptionmoderately similar to ( 221)AT3G44550| Symbols:  | oxidoreductase, acting on the CH-CH group of donors | chr3:16149047-16152396 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned NAD_binding_4 COG3320 PRK07201 TT_ORF1 adh_short PRK12678 	lipid metabolism.lipid degradation.beta-oxidation.acyl CoA reductase	11_9_4_13

CUST_148654_PI403524517	2	0.0337162	-0.5788202	0.12108612	0.21293736	-0.0337162	-0.3991785	35_41588	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_4432_PI404877155	2	0.11333847	-0.22325134	-0.29000092	0.5060091	0.43626308	-0.11333847	Contig15391_at	0	BAD10188.1	basic helix-loop-helix (bHLH) family protein	At2g42280.1	protein Helix-loop-helix DNA-binding domain, putative	Os09g31300	basic helix-loop-helix (bHLH) family protein or  basic helix-loop-helix (bHLH) family protein	RNA.regulation of transcription.bHLH,Basic Helix-Loop-Helix family	27_3_06

CUST_84955_PI403524517	2	0.086649895	1.0742474	-0.01343441	-0.31506348	-0.04527855	0.013435364	35_24341	"Cluster: Os05g0165400 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0165400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DKG4	CHR4V7|COORD:16871930..16873285| phosphatidylinositolglycan-related	AT4G35530.1	CHR05V5|COORD:3817701..3821188|protein expressed protein	LOC_Os05g07260.2	no descriptionweakly similar to ( 134)AT4G35530| Symbols:  | phosphatidylinositolglycan-related | chr4:16871930-16873285 REVERSEnot assigned	not assigned.no ontology	35_1

CUST_125869_PI403524517	2	-0.30089617	1.2682405	-0.01092577	0.13058233	0.01092577	-0.49117708	35_35441	0	0		0	CHR03V5|COORD:20260288..20258390|protein retrotransposon protein, putative, unclassified	LOC_Os03g36620.1	no description	not assigned.unknown	35_2

CUST_243_PI403524517	2	0.13070202	-3.235174	-0.13070202	0.22151852	0.24912643	-0.4629488	35_65	Rep: Asparaginyl endopeptidase - Oryza sativa (Rice)	UniRef90_Q9SSZ4	"CHR4V7|COORD:15900560..15903164| GAMMA-VPE (Vacuolar processing enzyme gamma); cysteine-type endopeptidase"	AT4G32940.1	CHR01V5|COORD:21557240..21561775|protein vacuolar processing enzyme precursor, putative, expressed	LOC_Os01g37910.2	" no descriptionmoderately similar to ( 392)AT4G32940| Symbols: GAMMAVPE, GAMMA-VPE | GAMMA-VPE (Vacuolar processing enzyme gamma); cysteine-type endopeptidase | chr4:15900560-15903164 REVERSEmoderately similar to ( 400)VPE1_PHAVUVacuolar-processing enzyme precursor - Phaseolus vulgaris (Kidney bean) (French bean)not assigned Peptidase_C13 "	protein.targeting.secretory pathway.vacuole	29_3_4_3

CUST_55243_PI403524517	2	0.053951263	0.41843033	0.0924654	-0.16949749	-0.07538319	-0.053951263	35_15724	Rep: Autophagy - Triticum aestivum (Wheat)	UniRef90_Q7XY24	"CHR1V7|COORD:22936881..22937918| ATG8C (AUTOPHAGY 8C); microtubule binding"	AT1G62040.1	CHR07V5|COORD:19626599..19623831|protein autophagy-related protein 8 precursor, putative, expressed	LOC_Os07g32800.2	"no descriptionmoderately similar to ( 204)AT1G62040| Symbols: ATG8C | ATG8C (AUTOPHAGY 8C); microtubule binding | chr1:22936881-22937918 FORWARDnot assigned GABARAP MAP1_LC3"	protein.degradation.autophagy	29_5_2

CUST_11456_PI404877155	2	-0.032104492	0.13533497	0.03210354	-0.07955456	-0.070690155	0.07186985	Contig5122_at	putative zinc finger protein [Oryza sativa (japonica cultivar-group)] ref|XP_470448.1| putative zinc finger protein [Oryza sativa (japonica	AAO66537.1	human Rev interacting-like family protein / hRIP family protein	At4g17890.1	protein expressed protein	Os10g42420	gi|12643061|gb|AAK00450.1|AC060755_20 unknown protein	RNA.regulation of transcription.unclassified	27_3_99

CUST_100645_PI403524517	2	0.1887393	0.18164158	0.06428671	-0.21796417	-0.3102584	-0.06428671	35_28725	0	0	CHR3V7|COORD:18782273..18790201| transducin family protein / WD-40 repeat family protein	AT3G50590.1	CHR09V5|COORD:14403670..14415594|protein nucleotide binding protein, putative, expressed	LOC_Os09g24260.1	no descriptionvery weakly similar to (85.5)AT3G50590| Symbols:  | transducin family protein / WD-40 repeat family protein | chr3:18782273-18790201 FORWARD	not assigned.no ontology	35_1

CUST_21804_PI399408534	2	0.04345131	0.57718754	0.10215187	-0.07665348	-0.053546906	-0.043452263	35_44265	"Cluster: Putative tRNA modification GTPase trmE; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative tRNA modification GTPase trmE - Oryza sativa (japonic"	UniRef90_Q6Z9X4	CHR1V7|COORD:29338429..29341191| tRNA modification GTPase, putative	AT1G78010.1	CHR08V5|COORD:19323595..19327600|protein tRNA modification GTPase trmE, putative, expressed	LOC_Os08g31460.1	 no descriptionvery weakly similar to (50.1)AT1G78010| Symbols:  | tRNA modification GTPase, putative | chr1:29338429-29341191 FORWARD	signalling.G-proteins	30_5

CUST_32391_PI403524517	2	0.0049538612	-0.5864482	0.3036766	-0.0049538612	0.42469501	-0.15718746	35_9341	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_44925_PI403524517	2	0.20764351	0.006638527	-0.054574966	-0.0066394806	-0.18053246	0.05424118	35_12882	0	0	CHR1V7|COORD:23241239..23242177| invertase/pectin methylesterase inhibitor family protein	AT1G62760.1	CHR06V5|COORD:11064141..11063050|protein hypothetical protein	LOC_Os06g19420.1	no description	not assigned.unknown	35_2

CUST_168135_PI403524517	2	-0.1955347	-0.0039482117	0.12513256	0.22661781	0.003947258	-0.031311035	35_46824	Rep: OSIGBa0155K17.11 protein - Oryza sativa (Rice)	UniRef90_Q00RI9	"CHR5V7|COORD:21865406..21867161| similar to DEAD box RNA helicase, putative [Arabidopsis thaliana] (TAIR:AT1G20920.1); similar to hypothetical protein"	AT5G53800.1	CHR04V5|COORD:26309296..26305176|protein expressed protein	LOC_Os04g44800.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12678 DUF1777 Drf_FH1 Caldesmon HPC2 Atrophin-1 PRK12323 PRK07764 Tymo_45kd_70kd Granin rne	not assigned.unknown	35_2

CUST_79946_PI403524517	2	0.14896345	0.022884846	-0.055812836	-0.022884846	0.23102903	-0.3847928	35_22925	"Cluster: Os09g0320400 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0320400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J2P6	CHR2V7|COORD:14444144..14446486| xanthine/uracil permease family protein	AT2G34190.1	CHR09V5|COORD:9205557..9210731|protein permease, putative, expressed	LOC_Os09g15170.1	no descriptionweakly similar to ( 170)AT2G34190| Symbols:  | xanthine/uracil permease family protein | chr2:14444144-14446486 FORWARDnot assigned UraA	transport.misc	34_99

CUST_11736_PI404877155	2	-0.047691345	-0.20230961	-0.009905815	0.063510895	0.122348785	0.009906769	Contig5414_at	NADH-ubiquinone oxidoreductase 18 kDa subunit, mitochondrial precursor-like protein~contains ESTs C99649(E20996),C99648(E20996) [Oryza sativ	NP_911903.1	NADH-ubiquinone oxidoreductase-related	At5g67590.1	protein ETC complex I subunit conserved region, putative	Os07g39710	ubiquinone oxidoreductase 18 kDa subunit, mitochondrial precursor-like protein	mitochondrial electron transport / ATP synthesis.NADH-DH.localisation not clear	9_1_2

CUST_58506_PI403524517	2	0.17680168	0.52902603	0.07411957	-0.07411957	-0.18074083	-0.16025066	35_16688	"Cluster: Ubiquitin-conjugating enzyme E2-23 kDa, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Ubiquitin-conjugating enzyme E2-23"	UniRef90_Q337R4	"CHR1V7|COORD:23671551..23672666| UBC5 (ubiquitin-conjugating enzyme 37); ubiquitin-protein ligase"	AT1G63800.1	CHR10V5|COORD:15851407..15855642|protein ubiquitin-conjugating enzyme E2-21 kDa 1, putative, expressed	LOC_Os10g31000.1	"no descriptionmoderately similar to ( 262)AT1G63800| Symbols: UBC5 | UBC5 (ubiquitin-conjugating enzyme 37); ubiquitin-protein ligase | chr1:23671551-23672666 REVERSEmoderately similar to ( 250)UBC4_WHEATUbiquitin-conjugating enzyme E2-23 kDa - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned UQ_con COG5078 UBCc UBCc"	protein.degradation.ubiquitin.E2	29_5_11_3

CUST_27263_PI403524517	2	-0.02926445	0.43229294	0.094429016	0.029266357	-0.13670349	-0.07537079	35_7895	Rep: Chloroplast 30S ribosomal protein S7 - Zea mays (Maize)	UniRef90_P12339	CHRC|COORD:97478..97945| encodes a chloroplast ribosomal protein S7, a constituent of the small subunit of the ribosomal complex	ATCG00900.1	CHR11V5|COORD:16418056..16415960|protein 40S ribosomal protein S5, putative, expressed	LOC_Os11g29190.2	 no descriptionmoderately similar to ( 250)ATCG00900| Symbols: RPS7, RPS7.1 | encodes a chloroplast ribosomal protein S7, a constituent of the small subunit of the ribosomal complex | chrC:97478-97945 REVERSEmoderately similar to ( 302)RR7_SACOFChloroplast 30S ribosomal protein S7 - Saccharum officinarum (Sugarcane)not assigned rps7 PRK05302 Ribosomal_S7 RpsG PRK04027 	protein.synthesis.mito/plastid ribosomal protein.plastid	29_2_1_1

CUST_65112_PI403524517	2	0.042220592	-0.14961576	0.12028456	0.2915182	-0.042220592	-0.12367535	35_18589	Rep: OSIGBa0092O07.5 protein - Oryza sativa (Rice)	UniRef90_Q01ME5	CHR5|COORD:23541713..23550337| protein kinase family protein / non phototropic hypocotyl 1-like protein (NPL1), contains Pfam domains, PF00069: Protein kinase	AT5G58140.1	CHR04V5|COORD:13630009..13616871|protein phototropin-1, putative, expressed	LOC_Os04g23890.3	" no descriptionweakly similar to ( 160)AT5G58140| Symbols: NPL1, PHOT2 | PHOT2 (NON PHOTOTROPIC HYPOCOTYL 1-LIKE); kinase | chr5:23541997-23547219 FORWARDweakly similar to ( 110)G11A_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase "	protein.postranslational modification	29_4

CUST_359_PI404877155	2	-0.04859829	0.5352011	-0.051027298	0.10013771	0.04859829	-0.19154263	Contig10258_s_at	0	BAD09888.1	lipocalin, putative	At5g58070.1	protein hypothetical protein	Os08g34150	outer membrane lipoprotein	transport.misc	34_99

CUST_48918_PI403524517	2	-0.015007019	0.032291412	-0.09785652	0.015005112	0.12869644	-0.049970627	35_13967	Rep: Protein H2A.6 - Triticum aestivum (Wheat)	UniRef90_Q43214	CHR5V7|COORD:575435..576454| histone H2A, putative	AT5G02560.1	CHR05V5|COORD:22574849..22573640|protein histone H2A, putative, expressed	LOC_Os05g38640.1	 no descriptionweakly similar to ( 153)AT5G02560| Symbols:  | histone H2A, putative | chr5:575435-576454 FORWARDweakly similar to ( 181)H2A5_WHEATProtein H2A.5 - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned H2A H2A HTA1 Histone PRK07003 PRK12323 Atrophin-1 PRK07764 Coprinus_mating PRK12678 Tymo_45kd_70kd 	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_135328_PI403524517	2	0.07623196	0.35731125	-0.06914854	0.06914902	-0.7866063	-0.20124722	35_37961	"Cluster: ATP-dependent Clp protease ATP-binding subunit; n=2; Oryza sativa|Rep: ATP-dependent Clp protease ATP-binding subunit - Oryza sativa (indica cultivar-g"	UniRef90_Q8GT62	"CHR5V7|COORD:20781705..20785707| ERD1 (EARLY RESPONSIVE TO DEHYDRATION 1); ATP binding / ATPase"	AT5G51070.1	CHR02V5|COORD:19245477..19250435|protein ERD1 protein, chloroplast precursor, putative, expressed	LOC_Os02g32520.2	" no descriptionweakly similar to ( 147)AT5G51070| Symbols: CLPD, ERD1 | ERD1 (EARLY RESPONSIVE TO DEHYDRATION 1); ATP binding / ATPase | chr5:20781705-20785707 FORWARDvery weakly similar to (80.1)CLPC_PEAATP-dependent Clp protease ATP-binding subunit clpC homolog, chloroplast precursor - Pisum sativum (Garden pea)not assigned clpA clpA clpC PRK10865 "	protein.degradation.serine protease	29_5_5

CUST_169192_PI403524517	2	0.090388775	-0.23218727	0.28507996	-0.20244217	-0.0903883	0.22903109	35_47122	"Cluster: Hypothetical protein P0681F10.42; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0681F10.42 - Oryza sativa (japonica"	UniRef90_Q5WA74	"CHR5V7|COORD:8969311..8971809| similar to Os06g0163200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001056894.1); similar to unknown protein [Oryza"	AT5G25770.2	CHR06V5|COORD:3185351..3190675|protein expressed protein	LOC_Os06g06770.1	"no descriptionmoderately similar to ( 218)AT5G25770| Symbols:  | similar to Os06g0163200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001056894.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD67646.1); contains InterPro domain Esterase/lipase/thioesterase; (InterPro:IPR000379) | chr5:8969311-8971809 REVERSE"	not assigned.unknown	35_2

CUST_59681_PI403524517	2	0.016379356	0.35902977	0.023192406	-0.1538496	-0.19381714	-0.016379356	35_17016	"Cluster: High molecular weight glutenin subunit x-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: High molecular weight glutenin subunit x-like p"	UniRef90_Q6Z8B6	CHR2V7|COORD:11078922..11082682| KH domain-containing protein	AT2G25970.1	CHR02V5|COORD:6979511..6985051|protein DNA-directed RNA polymerase, putative, expressed	LOC_Os02g13130.1	no descriptionmoderately similar to ( 271)AT2G25970| Symbols:  | KH domain-containing protein | chr2:11078922-11082682 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Glutenin_hmw DUF1421 KH-I KH_1 Atrophin-1 PCBP_like_KH KH PRK07003 PRK12323 PRK07764 PRK10263 PRK05648 PRK08853 GRASP55_65 PRK11824 CITED Sporozoite_P67	not assigned.no ontology	35_1

CUST_55413_PI403524517	2	-0.059436798	0.19140625	0.04199505	-0.04199505	-0.06716728	0.04463768	35_15774	"Cluster: Os05g0383000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0383000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DIK0	CHR3V7|COORD:21139606..21140960| binding	AT3G57090.1	CHR05V5|COORD:18424750..18421521|protein mitochondria fission 1 protein, putative, expressed	LOC_Os05g31770.1	no descriptionweakly similar to ( 192)AT3G57090| Symbols:  | binding | chr3:21139606-21140960 FORWARDnot assigned	not assigned.unknown	35_2

CUST_49657_PI403524517	2	0.4186344	0.011795044	-0.5013752	0.2839756	-0.06823635	-0.011795044	35_14161	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_14999_PI399408534	2	-0.25329685	0.42703152	0.24544239	-0.0508976	-0.057649612	0.0508976	35_1690	"Cluster: Putative calcium-dependent protein kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative calcium-dependent protein kinase - Oryza sativa"	UniRef90_Q6I587	"CHR4V7|COORD:12324977..12327425| CDPK6 (CALCIUM-DEPENDENT PROTEIN KINASE 6); anion channel/ calcium- and calmodulin-dependent protein kinase/ kinase"	AT4G23650.1	CHR05V5|COORD:29061280..29057158|protein calcium-dependent protein kinase, isoform 2, putative, expressed	LOC_Os05g50810.1	" no descriptionweakly similar to ( 125)AT4G23650| Symbols: CPK3, CDPK6 | CDPK6 (CALCIUM-DEPENDENT PROTEIN KINASE 6); anion channel/ calcium- and calmodulin-dependent protein kinase/ kinase | chr4:12324977-12327425 REVERSEvery weakly similar to (97.8)CDPK2_ORYSAnot assigned EFh FRQ1 "	signalling.calcium	30_3

CUST_2427_PI404877155	2	-0.02619934	0.10351753	-0.021011353	-0.05099678	0.021012306	0.14079094	Contig12811_at	putative myb-related transcription activator [Oryza sativa (japonica cultivar-group)]	NP_909206.1	myb family transcription factor	At5g58900.1	protein Myb-like DNA-binding domain, putative	Os01g04930	"3.5_Tryptophan_Myb   T01589 MYBST1; Species: potato, Solanum tuberosum."	RNA.regulation of transcription.MYB domain transcription factor family	27_3_25

CUST_16854_PI404877155	2	-0.045597076	-0.13255405	-0.06505871	0.14815521	0.13329124	0.045596123	HM05I23r_at	0	0	0	0	0	0	NONE	stress.abiotic.unspecified	20_2_99

CUST_12948_PI404877155	2	0.14909935	-0.33799267	-0.21191406	0.015656471	0.18405724	-0.015655518	Contig6688_s_at	cytosolic 6-phosphogluconate dehydrogenase [Oryza sativa (japonica cultivar-group)]	AAP33506.2	6-phosphogluconate dehydrogenase family protein	At1g64190.1	protein 6-phosphogluconate dehydrogenase, decarboxylating	Os11g29400	cytosolic 6-phosphogluconate dehydrogenase	OPP.oxidative PP.6-phosphogluconate dehydrogenase	7_1_03

CUST_31130_PI399408534	2	0.8844218	0.21080685	-0.26148367	-0.31144714	0.090741634	-0.09074211	35_12331	"Cluster: Putative F-box containing protein TIR1; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative F-box containing protein TIR1 - Oryza sativa (japonic"	UniRef90_Q8H7P5	CHR4|COORD:12613086..12616127| F-box family protein (FBX14), similar to transport inhibitor response 1 protein GI:8777429 from (Arabidopsis thaliana)	AT4G24390.1	CHR03V5|COORD:4565965..4563459|protein transport inhibitor response 1 protein, putative, expressed	LOC_Os03g08850.1	no descriptionvery weakly similar to (98.6)AT4G24390| Symbols:  | F-box family protein (FBX14) | chr4:12613919-12615976 REVERSE	hormone metabolism.auxin.signal transduction	17_2_2

CUST_39872_PI403524517	2	0.07204151	7.247925E-4	-0.06290531	-0.032123566	0.07987785	-7.2574615E-4	35_11469	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10L10	CHR5V7|COORD:1290013..1291064| oxidoreductase/ transition metal ion binding	AT5G04520.1	CHR03V5|COORD:14126503..14129148|protein si xx-184l24.3 protein, putative, expressed	LOC_Os03g24830.1	no descriptionweakly similar to ( 138)AT5G04520| Symbols:  | oxidoreductase/ transition metal ion binding | chr5:1290013-1291064 REVERSEDUF455	not assigned.unknown	35_2

CUST_14346_PI403524517	2	-0.14488697	1.6583605	-0.8377638	0.24304199	-0.010386467	0.010386467	35_4117	"Cluster: Hypothetical protein P0505A04.26; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0505A04.26 - Oryza sativa (japonica cultivar-g"	UniRef90_Q67VL6	"CHR3V7|COORD:12354988..12355323| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G24920.1); similar to At5g57685 [Medicago truncatula]"	AT3G30725.1	CHR06V5|COORD:25654527..25655233|protein expressed protein	LOC_Os06g42660.1	"no descriptionvery weakly similar to (55.1)AT2G24762| Symbols:  | similar to GDU1 (GLUTAMINE DUMPER 1) [Arabidopsis thaliana] (TAIR:AT4G31730.1); similar to At5g57685 [Medicago truncatula] (GB:ABE81292.1) | chr2:10566558-10567028 FORWARDnot assigned not assigned"	not assigned.unknown	35_2

CUST_161945_PI403524517	2	0.13076591	-0.21632957	0.25994635	1.3540077	-1.0486963	-0.13076591	35_45173	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_92003_PI403524517	2	0.03772068	-0.03312397	0.03312397	0.15636063	-0.044037342	-0.120220184	35_26303	Rep: Putative peroxidase - Oryza sativa (Rice)	UniRef90_Q9FRD4	CHR4V7|COORD:16084859..16086108| peroxidase, putative	AT4G33420.1	CHR03V5|COORD:14483641..14484776|protein peroxidase 47 precursor, putative, expressed	LOC_Os03g25370.1	 no descriptionweakly similar to ( 157)AT4G33420| Symbols:  | peroxidase, putative | chr4:16084859-16086108 FORWARDweakly similar to ( 150)PER1_ARAHYCationic peroxidase 1 precursor - Arachis hypogaea (Peanut)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned secretory_peroxidase peroxidase plant_peroxidase TT_ORF1 	misc.peroxidases	26_12

CUST_96245_PI403524517	2	0.0041279793	-0.0041279793	0.07722664	-0.009501457	0.088756084	-0.10803127	35_27495	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_15627_PI404877155	2	0.14078236	-0.74600506	-0.19412422	0.069392204	0.36197853	-0.069392204	Contig9455_at	basic helix-loop-helix (bHLH) family protein [Arabidopsis thaliana] dbj|BAA98183.1| unnamed protein product [Arabidopsis thaliana]	NP_569014.1	basic helix-loop-helix (bHLH) family protein	At5g65640.1	protein Helix-loop-helix DNA-binding domain, putative	Os06g50900	gi|22093823|dbj|BAC07110.1| unknown protein	RNA.regulation of transcription.bHLH,Basic Helix-Loop-Helix family	27_3_06

CUST_22527_PI399408534	2	0.18467236	-0.21318245	-0.15098858	0.015459061	0.019180298	-0.015458107	35_20286	"Cluster: DNA-binding protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: DNA-binding protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ZFT8	CHR2V7|COORD:7566951..7570556| ARID/BRIGHT DNA-binding domain-containing protein	AT2G17410.1	CHR02V5|COORD:29610422..29605287|protein DNA-binding protein, putative, expressed	LOC_Os02g48370.2	no descriptionmoderately similar to ( 356)AT2G17410| Symbols:  | ARID/BRIGHT DNA-binding domain-containing protein | chr2:7566951-7570556 FORWARDnot assigned BRIGHT ARID	RNA.regulation of transcription.AT-rich interaction domain containing transcription factor family	27_3_38

CUST_126468_PI403524517	2	-0.34767103	0.17061853	-0.02387476	0.02387476	-0.03697014	0.7760472	35_35596	"Cluster: Putative coiled-coil protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative coiled-coil protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q67IU4	"CHR4V7|COORD:14786858..14790076| similar to VIN3 (VERNALIZATION INSENSITIVE 3), zinc ion binding [Arabidopsis thaliana] (TAIR:AT5G57380.1); similar to"	AT4G30200.3	CHR02V5|COORD:2882175..2876551|protein expressed protein	LOC_Os02g05840.1	" no descriptionvery weakly similar to (95.9)AT4G30200| Symbols:  | similar to VIN3 (VERNALIZATION INSENSITIVE 3), zinc ion binding [Arabidopsis thaliana] (TAIR:AT5G57380.1); similar to Fibronectin, type III-like fold [Medicago truncatula] (GB:ABE86602.1); contains InterPro domain Fibronectin, type III; (InterPro:IPR003961) | chr4:14786858-14790076 REVERSE"	not assigned.unknown	35_2

CUST_181677_PI403524517	2	-0.18258381	0.09579086	-0.01693821	0.09396744	-0.23320293	0.01693821	35_50513	"Cluster: Hypothetical protein F22K20.16; n=1; Arabidopsis thaliana|Rep: Hypothetical protein F22K20.16 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q94JX3	CHR1V7|COORD:28965470..28966769| thylakoid lumenal 29.8 kDa protein	AT1G77090.1	CHR12V5|COORD:4557031..4554843|protein tat pathway signal sequence family protein, expressed	LOC_Os12g08830.1	no descriptionvery weakly similar to (96.3)AT1G77090| Symbols:  | thylakoid lumenal 29.8 kDa protein | chr1:28965470-28966769 REVERSE	PS.lightreaction.photosystem II.PSII polypeptide subunits	1_1_1_2

CUST_89090_PI403524517	2	-0.20952415	-0.07069683	0.10306454	0.012980461	0.13341522	-0.012981415	35_25486	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_168394_PI403524517	2	0.36219835	-0.24756289	0.12131643	-0.12131643	-0.16778517	0.25479746	35_46895	Rep: F11M15.21 protein - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q9SYD7	CHR1V7|COORD:19039519..19042406| armadillo/beta-catenin repeat family protein	AT1G51350.1	CHR11V5|COORD:24751413..24744428|protein armadillo/beta-catenin-like repeat family protein, expressed	LOC_Os11g41990.2	no description	not assigned.unknown	35_2

CUST_89296_PI403524517	2	0.04835224	-0.9252329	0.13012886	-0.04835224	-0.117545605	0.24985409	35_25544	Rep: OSIGBa0103O01.7 protein - Oryza sativa (Rice)	UniRef90_A0B9Y7	"CHR1V7|COORD:30176412..30177691| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G25460.1); similar to unknown [Ricinus communis] (GB:CAB02653.1);"	AT1G80240.1	CHR04V5|COORD:24506812..24509615|protein expressed protein	LOC_Os04g41710.1	"no descriptionweakly similar to ( 131)AT1G80240| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G25460.1); similar to unknown [Ricinus communis] (GB:CAB02653.1); contains InterPro domain Galactose-binding like; (InterPro:IPR008979); contains InterPro domain Protein of unknown function DUF642; (InterPro:IPR006946) | chr1:30176412-30177691 REVERSEnot assigned not assigned not assigned not assigned DUF642 PRK12323 PRK07764 PRK07003"	not assigned.unknown	35_2

CUST_77334_PI403524517	2	0.013566017	0.12353039	-0.24219513	0.058556557	-0.061203957	-0.013566017	35_22164	Rep: Os05g0110800 protein - Oryza sativa (japonica cultivar-group)	UniRef90_Q0DLB6	"CHR5V7|COORD:23974982..23976744| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G11960.1); similar to unknown protein [Oryza sativa]"	AT5G59400.1	CHR05V5|COORD:552816..554918|protein expressed protein	LOC_Os05g02010.1	" no descriptionweakly similar to ( 161)AT5G59400| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G11960.1); similar to unknown protein [Oryza sativa] (GB:AAK73156.1); contains domain DNA ligase/mRNA capping enzyme, catalytic domain (SSF56091) | chr5:23974982-23976744 FORWARD"	not assigned.unknown	35_2

CUST_12590_PI404877155	2	-0.023134232	0.33134747	0.11845684	-0.12403965	-0.048225403	0.023135185	Contig6326_at	small GTP-binding protein [Triticum aestivum]	AAD28731.1	Ras-related GTP-binding protein, putative	At4g19640.1	protein Ras family, putative	Os12g43550	small GTP-binding protein	signalling.G-proteins	30_5

CUST_67891_PI403524517	2	0.091480255	0.2572403	0.026648521	-0.04693508	-0.031464577	-0.026648521	35_19397	"Cluster: Hypothetical protein P0499C11.19; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0499C11.19 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5NBH1	"CHR5V7|COORD:1437696..1438771| similar to REX1-B [Chlamydomonas reinhardtii] (GB:AAP12521.1); similar to Os01g0265700 [Oryza sativa (japonica cultivar-group)]"	AT5G04910.1	CHR01V5|COORD:9057850..9054637|protein expressed protein	LOC_Os01g16080.1	"no descriptionweakly similar to ( 193)AT5G04910| Symbols:  | similar to REX1-B [Chlamydomonas reinhardtii] (GB:AAP12521.1); similar to Os01g0265700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001042671.1) | chr5:1437696-1438771 FORWARD"	not assigned.unknown	35_2

CUST_73858_PI403524517	2	0.035551548	-0.10992527	-0.31603003	0.9647236	0.40891314	-0.035551548	35_21181	Rep: Satase isoform II - Zea mays (Maize)	UniRef90_Q8GZP7	"CHR5V7|COORD:22978724..22979808| AtSerat1;1 (SERINE ACETYLTRANSFERASE 52); serine O-acetyltransferase"	AT5G56760.1	CHR03V5|COORD:5044314..5042931|protein serine acetyltransferase 1, putative, expressed	LOC_Os03g10050.1	" no descriptionweakly similar to ( 185)AT5G56760| Symbols: SAT5, SAT-52, AtSerat1;1 | AtSerat1;1 (SERINE ACETYLTRANSFERASE 52); serine O-acetyltransferase | chr5:22978724-22979808 REVERSEnot assigned CysE cysE WbbJ PRK10191 LbetaH PaaY PRK05289 lpxD LpxD LpxA DapD PRK10502 GlmU "	amino acid metabolism.synthesis.serine-glycine-cysteine group.cysteine.SAT	13_1_5_3_2

CUST_87482_PI403524517	2	0.06348133	0.47927856	-0.057688713	-0.29869366	-0.32639217	0.057689667	35_25044	"Cluster: Hypothetical protein P0498A12.2-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0498A12.2-1 - Oryza sativa (japonica cultivar"	UniRef90_Q9AQU7	CHR3V7|COORD:6024952..6026179| rhomboid family protein / zinc finger protein-related	AT3G17611.1	CHR01V5|COORD:10136937..10134175|protein rhomboid domain containing 1, putative, expressed	LOC_Os01g18100.1	no description	not assigned.unknown	35_2

CUST_17483_PI404877155	2	-0.08426571	-0.48614693	0.19787312	0.007899284	-0.0022420883	0.0022420883	HV_CEa0002N08r2_at	putative dihydrolipoamide acetyltransferase [Oryza sativa (japonica cultivar-group)] dbj|BAD01179.1| putative dihydrolipoamide acetyltransfe	BAC99341.1	dihydrolipoamide S-acetyltransferase (LTA2)	At3g25860.1	protein 2-oxo acid dehydrogenases acyltransferase (catalytic domain), putative	Os09g24320	dihydrolipoamide S-acetyltransferase (LTA2), identical to dihydrolipoamide S-acetyltransferase (LTA2) (Arabidopsis thaliana) GI:5881963	lipid metabolism.FA synthesis and FA elongation.pyruvate DH	11_1_31

CUST_125840_PI403524517	2	-6.046295E-4	-0.06630325	0.053245544	-0.009681702	6.0367584E-4	0.11179161	35_35434	"Cluster: Hypothetical protein P0475H04.18; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0475H04.18 - Oryza sativa (japonica cultivar-g"	UniRef90_Q657V9		0	CHR01V5|COORD:11268933..11274992|protein expressed protein	LOC_Os01g19870.1	no description	not assigned.unknown	35_2

CUST_86057_PI403524517	2	0.1076622	0.017697334	-0.017698288	-0.058725357	-0.20355797	0.06983757	35_24648	"Cluster: Os02g0515000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os02g0515000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E0X2	CHR5V7|COORD:19817495..19819851| similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD22996.1)	AT5G48830.1	CHR02V5|COORD:18558369..18562688|protein expressed protein	LOC_Os02g31070.4	no descriptionweakly similar to ( 144)AT5G48830| Symbols:  | similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD22996.1) | chr5:19817495-19819851 REVERSE	not assigned.unknown	35_2

CUST_67660_PI403524517	2	-0.22999763	0.2828169	0.0690918	-0.058156013	0.04658127	-0.04658127	35_19328	"Cluster: Os02g0266000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os02g0266000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E272	"CHR1V7|COORD:2410349..2411830| PAI1 (PHOSPHORIBOSYLANTHRANILATE ISOMERASE 1); phosphoribosylanthranilate isomerase"	AT1G07780.2	CHR02V5|COORD:9502440..9505460|protein tryptophan biosynthesis protein trpCF, putative, expressed	LOC_Os02g16630.1	" no descriptionmoderately similar to ( 270)AT1G07780| Symbols: TRP6, PAI1 | PAI1 (PHOSPHORIBOSYLANTHRANILATE ISOMERASE 1); phosphoribosylanthranilate isomerase | chr1:2410349-2411830 REVERSEnot assigned PRAI PRK01222 TrpF PRAI PRK09427 "	amino acid metabolism.synthesis.aromatic aa.tryptophan.phosphoribosyanthranilate isomerase	13_1_6_5_3

CUST_69120_PI403524517	2	-5.121231E-4	-0.6443777	-0.29054165	0.02326107	0.022418976	5.130768E-4	35_19776	"Cluster: Putative receptor-like protein kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative receptor-like protein kinase - Oryza sativa (japonica"	UniRef90_Q67WE5	CHR4V7|COORD:12903370..12906679| protein kinase family protein	AT4G25160.1	CHR06V5|COORD:25948548..25944638|protein transposon protein, putative, unclassified, expressed	LOC_Os06g43170.1	no descriptionTT_ORF1	not assigned.unknown	35_2

CUST_98058_PI403524517	2	0.29003525	-0.12923384	-0.15073681	0.12923431	0.1515994	-0.188972	35_27999	"Cluster: Hypothetical protein AT4g39620; n=1; Arabidopsis thaliana|Rep: Hypothetical protein AT4g39620 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9SV96	"CHR4V7|COORD:18395288..18397572| EMB2453 (EMBRYO DEFECTIVE 2453); binding"	AT4G39620.1	CHR02V5|COORD:31523730..31525990|protein EMB2453, putative, expressed	LOC_Os02g51480.1	"no descriptionmoderately similar to ( 302)AT4G39620| Symbols: EMB2453 | EMB2453 (EMBRYO DEFECTIVE 2453); binding | chr4:18395288-18397572 FORWARDvery weakly similar to (73.6)RF1_ORYSA"	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_16700_PI403524517	2	0.060872078	-0.2423048	-0.083244324	0.0066690445	0.0239048	-0.006668091	35_4820	"Cluster: Importin, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Importin, putative, expressed - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2R300	CHR1V7|COORD:4398586..4405493| importin-related	AT1G12930.1	CHR11V5|COORD:19482440..19469714|protein expressed protein	LOC_Os11g34120.1	no descriptionmoderately similar to ( 229)AT1G12930| Symbols:  | importin-related | chr1:4398586-4405493 REVERSE	protein.targeting.nucleus	29_3_1

CUST_8196_PI399408534	2	0.17767811	0.026320457	0.21900606	-0.22876501	-0.026320457	-0.155653	35_44752	"Cluster: Os06g0331300 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os06g0331300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DCG8	CHR4V7|COORD:6854457..6859486| transducin family protein / WD-40 repeat family protein	AT4G11270.1	CHR06V5|COORD:13111982..13100546|protein nucleotide binding protein, putative, expressed	LOC_Os06g22550.2	no descriptionmoderately similar to ( 206)AT4G11270| Symbols:  | transducin family protein / WD-40 repeat family protein | chr4:6854457-6859486 FORWARD	RNA.regulation of transcription.unclassified	27_3_99

CUST_14189_PI404877155	2	-0.023609161	0.27888584	-0.036672592	-0.007968903	0.03255558	0.007967949	Contig8033_at	putative CLB1 protein (calcium-dependent lipid binding) protein [Oryza sativa (japonica cultivar-group)]	BAC81175.1	calcium-dependent lipid-binding protein, putative	At3g61050.1	protein C2 domain, putative	Os07g22640	"2.3_cis2 his2-zincfinger   T02286 MTB-Zf;"	signalling.calcium	30_3

CUST_176164_PI403524517	2	-0.19836617	-0.22566795	0.055672646	0.101831436	-0.055672646	0.11516571	35_49027	"Cluster: Ribosomal protein L10A; n=1; Triticum aestivum|Rep: Ribosomal protein L10A - Triticum aestivum (Wheat)"	UniRef90_Q5I7L3	CHR1V7|COORD:2636228..2637691| 60S ribosomal protein L10A (RPL10aA)	AT1G08360.1	CHR08V5|COORD:27830357..27832900|protein 60S ribosomal protein L10a-1, putative, expressed	LOC_Os08g44450.3	no descriptionmoderately similar to ( 204)AT2G27530| Symbols:  | 60S ribosomal protein L10A (RPL10aB) | chr2:11770520-11771647 REVERSEweakly similar to ( 160)RL10A_CHLRE60S ribosomal protein L10a - Chlamydomonas reinhardtiinot assigned not assigned rpl1P RplA Ribosomal_L1	protein.synthesis.misc ribososomal protein	29_2_2

CUST_85337_PI403524517	2	-1.4773374	0.038974762	-0.03897524	0.47460175	0.54969454	-0.3899002	35_24446	Rep: H0115B09.3 protein - Oryza sativa (Rice)	UniRef90_Q01IP9	0	0	CHR04V5|COORD:26808184..26810412|protein salt tolerance-like protein, putative, expressed	LOC_Os04g45690.1	no description	not assigned.unknown	35_2

CUST_56195_PI403524517	2	-0.015691757	0.11826992	0.015691757	-0.095311165	0.03193474	-0.10254955	35_15995	Rep: OSIGBa0123D13.3 protein - Oryza sativa (Rice)	UniRef90_Q01N46	"CHR1V7|COORD:21624162..21626133| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G64460.6); similar to phosphoglycerate mutase-like protein [Glycine"	AT1G58280.1	CHR04V5|COORD:167811..172785|protein phosphoglycerate mutase-like protein, putative, expressed	LOC_Os04g01230.1	"no descriptionmoderately similar to ( 220)AT1G58280| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G64460.6); similar to phosphoglycerate mutase-like protein [Glycine max] (GB:AAG38144.1); contains InterPro domain Phosphoglycerate mutase; (InterPro:IPR013078) | chr1:21624162-21626133 REVERSEnot assigned PGAM"	not assigned.unknown	35_2

CUST_68306_PI403524517	2	-0.051742554	-0.0028324127	0.033878326	0.0028324127	-0.13596535	0.017086029	35_19528	Rep: H0913C04.1 protein - Oryza sativa (Rice)	UniRef90_Q259U8	CHR5V7|COORD:16521225..16524198| protein kinase family protein	AT5G41260.1	CHR04V5|COORD:34723918..34730685|protein protein kinase APK1B, chloroplast precursor, putative, expressed	LOC_Os04g58750.4	no descriptionhighly similar to ( 654)AT5G59010| Symbols:  | ATP binding / binding / protein kinase | chr5:23837804-23839725 REVERSEweakly similar to ( 114)CRI4_MAIZEPutative receptor protein kinase CRINKLY4 precursor - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TyrKc PTKc Pkinase_Tyr S_TKc Pkinase PTKc_Fes_like S_TKc PTKc_Csk_like PTKc_Jak_rpt2 PTKc_Src_like PTKc_Srm_Brk PTKc_Btk_Bmx PTKc_Ror PTKc_Fes PTKc_Chk PTKc_Tec_Rlk PTKc_Tec_like PTKc_Lck_Blk PTKc_Trk PTKc_Csk PTKc_EphR PTKc_Src PTKc_Fer PTKc_Frk_like PTKc_Syk_like PTKc_Yes PTKc_InsR_like PTKc_Tyk2_rpt2 PTKc_Fyn_Yrk PTKc_Itk PTK_Jak2_Jak3_rpt1 PTKc_FAK PTKc_FGFR PTKc_Lyn PTKc_PDGFR PTKc_InsR PTKc_Axl_like SPS1 PTKc_c-ros PTK_CCK4 PTKc_DDR1 PTKc_Abl PTKc_EphR_A10 PTKc_DDR2 PTKc_Jak2_Jak3_rpt2 TPR PTKc_IGF-1R PTKc_Musk PTK_Jak1_rpt1 PTKc_Met_Ron PTKc_TrkB PTKc_DDR_like PTKc_ALK_LTK PTKc_DDR PTKc_EphR_A2 PTKc_Hck PTK_Jak_rpt1 PTKc_FGFR1 PTKc_FGFR4 PTKc_TrkC PTKc_FGFR3 PTKc_FGFR2 PTKc_Axl PTKc_EphR_B PTKc_Ack_like PTKc_RET PTKc_EphR_A PTKc_Ror1	protein.postranslational modification	29_4

CUST_74906_PI403524517	2	0.5395651	-1.463912	-0.45682144	0.0023379326	0.19714737	-0.0023379326	35_21476	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10QM7	"CHR1V7|COORD:29419053..29419834| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G22250.1); similar to WW domain containing protein, expressed"	AT1G78170.1	CHR03V5|COORD:4729370..4727821|protein expressed protein	LOC_Os03g09120.1	" no descriptionvery weakly similar to (63.2)AT1G78170| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G22250.1); similar to WW domain containing protein, expressed [Oryza sativa (japonica cultivar-group)] (GB:ABA96334.2); similar to Os03g0191200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001049232.1) | chr1:29419053-29419834 FORWARDPRK07764 "	not assigned.unknown	35_2

CUST_573_PI404877155	2	0.07097912	-0.58002853	-0.043211937	0.041256905	0.16903877	-0.04125595	Contig10497_s_at	L-galactose dehydrogenase [Malus x domestica]	AAP21783.1	L-galactose dehydrogenase (L-GalDH)	At4g33670.1	protein galactose dehydrogenase	Os12g29760	auxin-induced protein/1.4_NF-1   T00640  NF-A1	minor CHO metabolism.others	3_5

CUST_26672_PI403524517	2	-0.0017948151	0.1853714	-0.03623581	-0.0017948151	0.0017948151	0.010738373	35_7729	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QYN3	"CHR5V7|COORD:1571272..1574459| similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABA96262.1); similar to Os12g0112300 [Oryza sativa"	AT5G05310.3	CHR12V5|COORD:631401..637030|protein expressed protein	LOC_Os12g02100.2	"no descriptionweakly similar to ( 147)AT5G05310| Symbols:  | similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABA96262.1); similar to Os12g0112300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001065973.1) | chr5:1571272-1574459 FORWARDCOG3202"	not assigned.unknown	35_2

CUST_85257_PI403524517	2	-0.071754456	0.33379936	-0.03793335	0.30612373	-0.05152607	0.03793335	35_24425	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10BX5	"CHR1V7|COORD:21942288..21943338| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G27100.1); similar to Cytosolic fatty-acid binding;"	AT1G59710.1	CHR03V5|COORD:33392339..33396287|protein expressed protein	LOC_Os03g58740.1	"no descriptionvery weakly similar to (67.4)AT1G59710| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G27100.1); similar to Cytosolic fatty-acid binding; Actin-crosslinking proteins [Medicago truncatula] (GB:ABE82702.1); contains InterPro domain Protein of unknown function DUF569; (InterPro:IPR007679); contains InterPro domain Actin-crosslinking proteins; (InterPro:IPR008999) | chr1:21942288-21943338 FORWARD"	not assigned.unknown	35_2

CUST_33761_PI403524517	2	0.026296616	-0.2032175	-0.0113658905	0.011366844	-0.033060074	0.22143936	35_9730	"Cluster: Hypothetical protein P0700F06.21; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0700F06.21 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6K681	0	0	CHR02V5|COORD:33718795..33716274|protein F-box domain containing protein, expressed	LOC_Os02g55050.1	no description	not assigned.unknown	35_2

CUST_162376_PI403524517	2	0.114398	-0.25126743	-0.026006699	0.026006699	0.35023212	-0.12111187	35_45288	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_130854_PI403524517	2	-0.17354107	0.1252346	0.10879803	0.037282944	-0.037282944	-0.34160614	35_36750	"Cluster: Os06g0730300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0730300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D9A4	"CHR3V7|COORD:6959650..6961373| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G18245.1); similar to Os06g0730300 [Oryza sativa (japonica"	AT3G19970.1	CHR06V5|COORD:31126417..31129684|protein expressed protein	LOC_Os06g51390.2	" no descriptionmoderately similar to ( 233)AT3G19970| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G18245.1); similar to Os06g0730300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001058655.1); similar to integral membrane protein-like [Oryza sativa (japonica cultivar-group)] (GB:BAD62122.1); contains InterPro domain Protein of unknown function DUF829, eukaryotic; (InterPro:IPR008547) | chr3:6959650-6961373 FORWARDnot assigned DUF829 "	not assigned.unknown	35_2

CUST_43193_PI403524517	2	0.19788647	-0.058225155	0.050657272	-0.046245098	0.046245098	-0.20696402	35_12403	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QNU0	CHR5V7|COORD:22120813..22124921| binding	AT5G54440.1	CHR12V5|COORD:22495669..22485298|protein expressed protein	LOC_Os12g36760.1	no descriptionmoderately similar to ( 308)AT5G54440| Symbols:  | binding | chr5:22120813-22124921 FORWARDnot assigned	not assigned.unknown	35_2

CUST_88664_PI403524517	2	0.2307558	-0.7080507	-0.12151718	0.07474327	-0.059474945	0.059474945	35_25375	"Cluster: Putative 50S ribosomal protein L12; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative 50S ribosomal protein L12 - Oryza sativa (japonica cultiv"	UniRef90_Q6I629	CHR1V7|COORD:26434279..26434905| ribosomal protein L12 family protein	AT1G70190.1	CHR05V5|COORD:27465515..27463712|protein 39S ribosomal protein L12, mitochondrial precursor, putative, expressed	LOC_Os05g48050.1	 no descriptionweakly similar to ( 126)AT1G70190| Symbols:  | ribosomal protein L12 family protein | chr1:26434279-26434905 FORWARDvery weakly similar to (66.2)RK12_SPIOL50S ribosomal protein L12, chloroplast precursor - Spinacia oleracea (Spinach)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned RplL rplL rpl12 PRK12323 Ribosomal_L12 PRK07003 PRK07764 PRK12678 DUF1509 Atrophin-1 HPC2 TT_ORF1 Tymo_45kd_70kd APC_basic DUF1421 PRK05648 IER Pneumo_att_G KAR9 Extensin_2 PRK09169 DAG1 Herpes_BLLF1 Coprinus_mating Gag_spuma AF-4 	protein.synthesis.mito/plastid ribosomal protein.plastid	29_2_1_1

CUST_2195_PI403524517	2	-0.052905083	0.15721226	0.023716927	-0.023716927	0.12965679	-0.06373787	35_593	Rep: Elongation factor 1-gamma 3 - Oryza sativa (Rice)	UniRef90_Q5Z627	"CHR1|COORD:21381416..21384047| similar to elongation factor 1B-gamma, putative / eEF-1B gamma, putative [Arabidopsis thaliana] (TAIR:At1g09640.1); similar to"	AT1G57720.2	CHR06V5|COORD:22138445..22134563|protein elongation factor 1-gamma 3, putative, expressed	LOC_Os06g37440.1	no descriptionhighly similar to ( 573)AT1G57720| Symbols:  | translation elongation factor | chr1:21381538-21383779 FORWARDhighly similar to ( 628)EF1G2_ORYSAnot assigned not assigned not assigned not assigned not assigned GST_C_EFB1gamma EF1G Gst GST_N_EF1Bgamma GST_C_family GST_N_family GST_C_1 GST_C_2 GST_N GST_C_Beta GST_N_Phi GST_C_Phi GST_C GST_N_Ure2p_like PRK10542 GST_N_4 GST_C_Ure2p_like GST_C_GTT2_like GST_N_GTT2_like GST_N_2	protein.synthesis.elongation	29_2_4

CUST_4151_PI403524517	2	0.2357769	-0.11096382	0.06840992	-0.04281521	-0.17532921	0.042814255	35_1148	"Cluster: Ubiquitin-specific protease 12, putative, expressed; n=5; Oryza sativa|Rep: Ubiquitin-specific protease 12, putative, expressed - Oryza sativa (japonic"	UniRef90_Q2QQM3	"CHR5V7|COORD:2019546..2027835| UBP12 (UBIQUITIN-SPECIFIC PROTEASE 12); ubiquitin-specific protease"	AT5G06600.1	CHR12V5|COORD:18306101..18320796|protein ubiquitin carboxyl-terminal hydrolase 21, putative, expressed	LOC_Os12g30540.1	"no descriptionhighly similar to ( 556)AT5G06600| Symbols: UBP12 | UBP12 (UBIQUITIN-SPECIFIC PROTEASE 12); ubiquitin-specific protease | chr5:2019546-2027835 REVERSEnot assigned not assigned not assigned not assigned COG5077 peptidase_C19C MATH MATH_Ubp21p UCH Peptidase_C19L MATH MATH_HAUSP MATH Peptidase_C19A MATH_TRIM37 MATH_SPOP Peptidase_C19D UBP12 Peptidase_C19H Peptidase_C19O"	not assigned.no ontology	35_1

CUST_114178_PI403524517	2	0.122125626	0.20206451	-0.033016205	0.03301716	-0.23380947	-0.15715313	35_32403	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_33830_PI403524517	2	-1.4191914	1.3712001	0.7226496	-0.42524004	0.42524004	-0.42553616	35_9753	"Cluster: Putative heat stress transcription factor; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative heat stress transcription factor - Oryza sativa (j"	UniRef90_Q6H6Q7	0	0	CHR02V5|COORD:19307189..19303726|protein heat shock factor protein 2, putative, expressed	LOC_Os02g32590.2	no description	not assigned.unknown	35_2

CUST_81443_PI403524517	2	0.5387664	0.024475098	0.3707595	-0.024475098	-0.51876163	-0.032910347	35_23362	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10R84	"CHR5V7|COORD:15843513..15844745| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G39520.1); similar to hypothetical protein MtrDRAFT_AC119412g1v1"	AT5G39530.1	CHR03V5|COORD:3664421..3661992|protein expressed protein	LOC_Os03g07200.2	"no descriptionvery weakly similar to (89.7)AT5G39530| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G39520.1); similar to hypothetical protein MtrDRAFT_AC119412g1v1 [Medicago truncatula] (GB:ABE86761.1) | chr5:15843513-15844745 REVERSEDUF1997 PRK12323"	not assigned.unknown	35_2

CUST_4452_PI399408534	2	0.15055656	0.20649481	-0.07111168	-0.35985565	-0.032723904	0.032723904	35_45338	"Cluster: Putative FAR1 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative FAR1 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6AT58	"CHR4V7|COORD:17906696..17909398| FRS5 (FAR1-RELATED SEQUENCE 5); zinc ion binding"	AT4G38180.1	CHR03V5|COORD:25530192..25536972|protein transposon protein, putative, unclassified, expressed	LOC_Os03g45300.1	"no descriptionweakly similar to ( 183)AT4G38180| Symbols: FRS5 | FRS5 (FAR1-RELATED SEQUENCE 5); zinc ion binding | chr4:17906696-17909398 REVERSE"	signalling.light	30_11

CUST_1062_PI403524517	2	0.02874279	0.25592232	-0.042790413	-0.02874279	-0.037587166	0.042028427	35_281	"Cluster: Putative pectin-glucuronyltransferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative pectin-glucuronyltransferase - Oryza sativa (japonica"	UniRef90_Q6H4N0	"CHR1V7|COORD:9529252..9531200| GUT2; catalytic"	AT1G27440.1	CHR02V5|COORD:18970500..18966946|protein secondary cell wall-related glycosyltransferase family 47, putative, expressed	LOC_Os02g32110.1	"no descriptionhighly similar to ( 713)AT1G27440| Symbols: GUT2 | GUT2; catalytic | chr1:9529252-9531200 REVERSEnot assigned not assigned Exostosin"	misc.UDP glucosyl and glucoronyl transferases	26_2

CUST_1164_PI403524517	2	1.3445296	0.33119345	0.048131466	-0.45138168	-0.28444052	-0.048131466	35_308	Rep: Omega secalin - Secale cereale (Rye)	UniRef90_O04365	CHR3V7|COORD:6559180..6562050| leucine-rich repeat family protein / extensin family protein	AT3G19020.1	CHR08V5|COORD:17954722..17959162|protein repressor protein, putative, expressed	LOC_Os08g29500.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK10263 Herpes_BLLF1 DUF1421 Amelogenin Glutenin_hmw Atrophin-1 Cytadhesin_P30 GAL11 COG5048 PRK03427 PRK05648 Syndecan COG3889 Pneumo_att_G PRK10927 ZipA GRASP55_65 Amelin PRK08853 Glycoprotein_G DUF1720 Candida_ALS Extensin_2 Mucin HPC2 TFIIA Endomucin Metaviral_G PRK12757 SKN1 TonB Herpes_TAF50 ETS_PEA3_N PRK01741 PRK10819 ARG80 Lamp Tymo_45kd_70kd Gag_spuma PRK11901 ECM1 Cornifin	not assigned.unknown	35_2

CUST_948_PI399408534	2	0.13402939	0.39146423	-0.07547283	-0.19774151	-0.07216358	0.07216263	35_30822	"Cluster: Os01g0547200 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0547200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JM27	CHR1V7|COORD:29025338..29027832| PHD finger family protein	AT1G77250.1	CHR08V5|COORD:270631..266507|protein PHD-finger family protein, expressed	LOC_Os08g01420.1	no descriptionweakly similar to ( 134)AT1G77250| Symbols:  | PHD finger family protein | chr1:29025338-29027832 REVERSEnot assigned not assigned not assigned not assigned PHD PHD	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_17592_PI404877155	2	0.119775295	0.15623188	-0.11977577	-0.37309694	-0.22864962	0.13033581	HV_CEb0007F22r2_at	protein F2K11.18 [imported] - Arabidopsis thaliana gb|AAF19707.1| F2K11.18 [Arabidopsis thaliana]	B96660	copper-exporting ATPase, putative / responsive-to-antagonist 1, putative / copper-transporting ATPase, putativ	At1g63440.1	protein copper-translocating P-type ATPase, putative	Os02g10290	"HMA5;HEAVY METAL ATPASE 5;copper-exporting ATPase, putative / responsive-to-antagonist 1, putative / copper-transporting ATPase, putative, similar to ATP dependent copper transporter SP:Q9S7J8 (Arabidopsis thaliana)"	transport.metal	34_12

CUST_15541_PI403524517	2	8.2302094E-4	-1.0423484	-0.3966465	0.1970253	0.17533445	-8.234978E-4	35_4487	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_32005_PI399408534	2	0.18939972	-1.2090473	-0.28687382	0.019499779	-0.01905346	0.01905346	35_21665	"Cluster: Genomic DNA, chromosome 3, P1 clone: MIE1; n=2; Arabidopsis thaliana|Rep: Genomic DNA, chromosome 3, P1 clone: MIE1 - Arabidopsis thaliana (Mouse-ear c"	UniRef90_Q9LUC1	CHR3V7|COORD:4952192..4953313| PHD finger family protein	AT3G14740.2	CHR01V5|COORD:4430481..4428338|protein PHD-finger family protein, expressed	LOC_Os01g08820.1	no descriptionmoderately similar to ( 256)AT3G14740| Symbols:  | PHD finger family protein | chr3:4952192-4953313 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned COG5141 PRK07003 PHD PHD PRK12323	RNA.regulation of transcription.SET-domain transcriptional regulator family	27_3_69

CUST_32817_PI399408534	2	-0.2571764	0.2669263	0.045318127	-0.04531765	-0.21809578	0.06374502	35_2758	Rep: SET1 - Oryza sativa (Rice)	UniRef90_Q9AT64	"CHR5|COORD:1454168..1456991| SET domain-containing protein (SUVH1), contains Pfam profiles PF00856: SET domain, PF05033: Pre-SET motif, PF02182: YDG/SRA domain;"	AT5G04940.2	CHR11V5|COORD:22657149..22662933|protein histone-lysine N-methyltransferase, H3 lysine-9 specific SUVH1, putative, expressed	LOC_Os11g38900.1	no descriptionweakly similar to ( 149)AT5G04940| Symbols: SUVH1 | SUVH1 (SU(VAR)3-9 HOMOLOG 1) | chr5:1454617-1456629 REVERSEnot assigned not assigned not assigned not assigned not assigned SET SET COG2940	RNA.regulation of transcription.SET-domain transcriptional regulator family	27_3_69

CUST_72049_PI403524517	2	0.13575554	-0.18795681	-0.09063053	0.0055980682	-0.005599022	0.007566452	35_20654	"Cluster: ESTs AU029294; n=1; Oryza sativa (japonica cultivar-group)|Rep: ESTs AU029294 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q9SNL3	CHR4V7|COORD:7758606..7760888| leucine-rich repeat family protein / extensin family protein	AT4G13340.1	CHR03V5|COORD:1590083..1588134|protein expressed protein	LOC_Os03g03640.1	no description	not assigned.unknown	35_2

CUST_6269_PI404877155	2	-0.07193947	0.17230606	0.0065898895	0.290143	-0.19882679	-0.006588936	Contig18841_at	P0439E11.11 [Oryza sativa (japonica cultivar-group)]	NP_915294.1	amino acid transporter family protein	At3g56200.1	protein Transmembrane amino acid transporter protein	Os01g61040	"amino acid transporter family protein, low similarity to N system amino acids transporter NAT-1 (Mus musculus) GI:7406950; belongs to INTERPRO:IPR002422 amino acid/polyamine transporter, family II"	transport.amino acids	34_3

CUST_168767_PI403524517	2	0.6576457	-0.3015647	-0.22274399	-0.16362953	0.18263865	0.16362906	35_46999	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_554_PI399408534	2	0.0050878525	0.41182613	-0.0050878525	-0.20357609	-0.114907265	0.017543793	35_2658	"Cluster: Hypothetical protein B1164G01.8; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1164G01.8 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q5W6Q8	CHR1V7|COORD:20631837..20633157| TATA-binding protein-associated factor TAFII55 family protein	AT1G55300.1	CHR05V5|COORD:16268473..16265709|protein transcription initiation factor TFIID subunit 7, putative, expressed	LOC_Os05g28010.1	no descriptionweakly similar to ( 189)AT1G55300| Symbols:  | transcription factor | chr1:20631821-20633157 REVERSEnot assigned TAFII55_N COG5414	RNA.regulation of transcription	27_3

CUST_173809_PI403524517	2	0.19790173	-0.6747894	-0.08572054	0.44579887	0.001352787	-0.0013532639	35_48394	"Cluster: Putative THO complex 3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative THO complex 3 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69VQ7	CHR5V7|COORD:22739981..22742291| transducin family protein / WD-40 repeat family protein	AT5G56130.1	CHR09V5|COORD:7270228..7275920|protein THO complex subunit 3, putative, expressed	LOC_Os09g12710.1	no descriptionweakly similar to ( 139)AT5G56130| Symbols:  | transducin family protein / WD-40 repeat family protein | chr5:22739981-22742291 REVERSEnot assigned	not assigned.no ontology	35_1

CUST_67849_PI403524517	2	0.19854164	0.035975456	-0.40782642	-0.035975456	-0.05936718	0.07708168	35_19386	"Cluster: Putative stripe rust resistance protein Yr10; n=1; Sorghum bicolor|Rep: Putative stripe rust resistance protein Yr10 - Sorghum bicolor (Sorghum) (Sorgh"	UniRef90_Q8LJZ9	0	0	CHR10V5|COORD:1530551..1524942|protein RGH1A, putative	LOC_Os10g03570.1	no description	not assigned.unknown	35_2

CUST_66405_PI403524517	2	0.0010414124	0.48696995	0.06610775	-0.13231564	-0.05219555	-0.0010414124	35_18963	"Cluster: Hypothetical protein OJ1045_C06.8; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1045_C06.8 - Oryza sativa (japonica cultivar"	UniRef90_Q5W795	CHR1V7|COORD:30417545..30419827| phospholipid/glycerol acyltransferase family protein	AT1G80950.1	CHR05V5|COORD:16901206..16896317|protein JD1, putative, expressed	LOC_Os05g28960.1	no descriptionmoderately similar to ( 375)AT1G80950| Symbols:  | phospholipid/glycerol acyltransferase family protein | chr1:30417545-30419827 REVERSEnot assigned not assigned not assigned PlsC PlsC Acyltransferase	not assigned.no ontology	35_1

CUST_17124_PI399408534	2	0.008419037	-0.10312176	-0.008419514	0.041118145	-0.15081453	0.14240932	35_4204	"Cluster: Plant protein family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Plant protein family protein, expressed - Oryza sativa (japon"	UniRef90_Q2R4A9	"CHR1V7|COORD:1388100..1391073| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G22460.1); similar to Plant protein family protein, expressed"	AT1G04910.1	CHR11V5|COORD:16370327..16364627|protein growth regulator like protein, putative, expressed	LOC_Os11g29120.1	" no descriptionhighly similar to ( 683)AT1G04910| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G22460.1); similar to Plant protein family protein, expressed [Oryza sativa (japonica cultivar-group)] (GB:ABA97941.2); similar to Os11g0481200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001067896.1); similar to Plant protein family protein, expressed [Oryza sativa (japonica cultivar-group)] (GB:ABA93715.2); contains InterPro domain Protein of unknown function DUF246, plant; (InterPro:IPR004348) | chr1:1388100-1391073 REVERSEDUF246 "	hormone metabolism.auxin.induced-regulated-responsive-activated	17_2_3

CUST_160989_PI403524517	2	0.10202408	0.3472824	0.13659382	-0.34241343	-0.34797096	-0.102024555	35_44921	"Cluster: Hexose carrier protein HEX6, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hexose carrier protein HEX6, putative, expressed - O"	UniRef90_Q10T50	"CHR5V7|COORD:9243854..9246997| MSS1 (SUGAR TRANSPORT PROTEIN 13); carbohydrate transporter/ hexose:hydrogen symporter/ high-affinity hydrogen:glucose transporte"	AT5G26340.1	CHR03V5|COORD:97439..94136|protein hexose carrier protein HEX6, putative, expressed	LOC_Os03g01170.1	" no descriptionvery weakly similar to (72.8)AT5G26340| Symbols: STP13, MSS1 | MSS1 (SUGAR TRANSPORT PROTEIN 13); carbohydrate transporter/ hexose:hydrogen symporter/ high-affinity hydrogen:glucose transporter/ sugar porter | chr5:9243854-9246997 REVERSEvery weakly similar to (84.3)HEX6_RICCOHexose carrier protein HEX6 - Ricinus communis (Castor bean)not assigned Sugar_tr "	transporter.sugars	34_2

CUST_71189_PI403524517	2	0.02456665	0.099822044	-0.07295227	-0.0788908	0.03989792	-0.024567604	35_20395	"Cluster: Putative SUMO protease; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative SUMO protease - Oryza sativa (japonica cultivar-group)"	UniRef90_Q9FP66	"CHR4V7|COORD:9012784..9015812| ESD4 (EARLY IN SHORT DAYS 4); cysteine-type peptidase"	AT4G15880.1	CHR01V5|COORD:14315765..14311104|protein SUMO protease, putative, expressed	LOC_Os01g25370.1	"no descriptionweakly similar to ( 111)AT4G15880| Symbols: ESD4 | ESD4 (EARLY IN SHORT DAYS 4); cysteine-type peptidase | chr4:9012784-9015812 FORWARDnot assigned Peptidase_C48 ULP1"	protein.degradation.cysteine protease	29_5_3

CUST_121450_PI403524517	2	0.032852173	-0.16853237	0.036309242	-0.021669388	-0.059246063	0.021668434	35_34301	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_59917_PI403524517	2	0.024298668	-0.7055168	-0.031603813	0.12278652	0.0025606155	-0.0025606155	35_17082	"Cluster: Putative AER; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative AER - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6YYV8	"CHR5V7|COORD:8076619..8079680| EMB3009 (EMBRYO DEFECTIVE 3009); transferase"	AT5G23940.1	CHR08V5|COORD:28032588..28030127|protein acyltransferase, putative, expressed	LOC_Os08g44840.1	"no descriptionweakly similar to ( 114)AT5G23940| Symbols: EMB3009 | EMB3009 (EMBRYO DEFECTIVE 3009); transferase | chr5:8076619-8079680 REVERSETransferase"	secondary metabolism.phenylpropanoids	16_2

CUST_30000_PI399408534	2	0.033158302	0.058252335	-0.11264038	-0.06101322	0.12653637	-0.033158302	35_17204	Rep: Hypothetical protein - Oryza sativa (indica cultivar-group)	UniRef90_Q9XEN1	"CHR5V7|COORD:6505312..6506949| RANGAP2 (RAN GTPASE ACTIVATING PROTEIN 2); RAN GTPase activator"	AT5G19320.1	CHR05V5|COORD:26875241..26878233|protein ran GTPase activating protein, putative, expressed	LOC_Os05g46560.2	"no descriptionweakly similar to ( 158)AT5G19320| Symbols: RANGAP2 | RANGAP2 (RAN GTPASE ACTIVATING PROTEIN 2); RAN GTPase activator | chr5:6505312-6506949 REVERSEnot assigned not assigned LRR_RI"	signalling.G-proteins	30_5

CUST_10299_PI399408534	2	0.057873726	-0.01914978	-0.036421776	-0.019433022	0.06281376	0.019148827	35_21191	"Cluster: Putative nuclear ribonuclease Z; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative nuclear ribonuclease Z - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6H8B1	CHR1V7|COORD:28069006..28070791| NUZ	AT1G74700.1	CHR02V5|COORD:6397342..6399236|protein nuclear ribonuclease Z, putative	LOC_Os02g12290.1	no descriptionmoderately similar to ( 414)AT1G74700| Symbols: NUZ | NUZ | chr1:28069006-28070791 FORWARDmoderately similar to ( 343)RNZN_WHEATNuclear ribonuclease Z - Triticum aestivum (Wheat)PRK00055 ElaC COG0595 YSH1 PRK02126	RNA.processing.ribonucleases	27_1_19

CUST_65678_PI403524517	2	-0.06796551	0.14743042	-0.057468414	-0.07117844	0.057468414	0.062024117	35_18760	"Cluster: Os04g0278000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os04g0278000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JEG7	CHR2V7|COORD:5713786..5715977| PRLI-interacting factor, putative	AT2G13690.1	CHR04V5|COORD:11719167..11722397|protein transcription regulator, putative, expressed	LOC_Os04g20920.1	 no descriptionmoderately similar to ( 343)AT2G13690| Symbols:  | PRLI-interacting factor, putative | chr2:5713786-5715977 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned TT_ORF1 DUF1777 Protamine_P1 Herpes_capsid PRK12678 	not assigned.no ontology	35_1

CUST_84501_PI403524517	2	-0.027450562	-0.88670444	-0.15986156	0.13216019	0.027451515	0.094055176	35_24214	"Cluster: Glutaredoxin-related-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Glutaredoxin-related-like protein - Oryza sativa"	UniRef90_Q67UI1	CHR4V7|COORD:5444342..5446586| glutaredoxin-related	AT4G08550.1	CHR06V5|COORD:6446607..6439429|protein electron transporter, putative, expressed	LOC_Os06g12030.2	no descriptionvery weakly similar to (89.0)AT4G08550| Symbols:  | glutaredoxin-related | chr4:5444342-5446586 FORWARDDUF547	redox.glutaredoxins	21_4

CUST_170_PI399408534	2	0.060590744	-0.07525635	-0.014204025	-0.008070946	0.008070946	0.025984764	35_17037	"Cluster: JUN-activation-domain-binding protein homolog; n=3; Oryza sativa|Rep: JUN-activation-domain-binding protein homolog - Oryza sativa (Rice)"	UniRef90_Q7GC30	CHR1V7|COORD:8109871..8111884| AJH1 (COP9-signalosome 5A)	AT1G22920.1	CHR04V5|COORD:33175418..33178905|protein COP9 signalosome complex subunit 5b, putative, expressed	LOC_Os04g56070.1	 no descriptionhighly similar to ( 516)AT1G22920| Symbols: CSN5A, JAB1, AJH1 | AJH1 (COP9-signalosome 5A) | chr1:8109987-8111884 REVERSEvery weakly similar to (50.8)CSN5B_BRAOLCOP9 signalosome complex subunit 5b - Brassica oleracea (Wild cabbage)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned JAB_MPN Mov34 COG1310 DUF566 PRK07764 	signalling.light.COP9 signalosome	30_11_1

CUST_34963_PI403524517	2	0.02083397	-0.40553093	-0.02083397	0.11255646	0.12875175	-0.14060688	35_10076	"Cluster: Hydrolase, alpha/beta fold family protein, putative, expressed; n=4; Oryza sativa (japonica cultivar-group)|Rep: Hydrolase, alpha/beta fold family"	UniRef90_Q2QYI3	CHR3V7|COORD:3391212..3393286| hydrolase, alpha/beta fold family protein	AT3G10840.1	CHR12V5|COORD:890782..897452|protein catalytic/ hydrolase, putative, expressed	LOC_Os12g02589.3	 no descriptionmoderately similar to ( 214)AT3G10840| Symbols:  | hydrolase, alpha/beta fold family protein | chr3:3391212-3393286 REVERSEnot assigned MhpC Abhydrolase_1 	not assigned.no ontology	35_1

CUST_97673_PI403524517	2	-0.01441288	-0.5388336	-0.16323948	0.01441288	0.15779781	0.053217888	35_27890	"Cluster: Hypothetical protein OSJNBa0077J22.13; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0077J22.13 - Oryza sativa (japonica"	UniRef90_Q6ASQ9	CHR3V7|COORD:1524077..1526053| pentatricopeptide (PPR) repeat-containing protein	AT3G05340.1	CHR05V5|COORD:2712277..2715020|protein vegetative storage protein, putative, expressed	LOC_Os05g05490.1	no descriptionweakly similar to ( 180)AT3G05340| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr3:1524077-1526053 REVERSE	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_2378_PI404877155	2	-0.04624462	-0.32996082	0.16596127	-0.22940731	0.046243668	0.25239944	Contig12769_at	putative ABC transporter [Oryza sativa (japonica cultivar-group)]	BAC99428.1	ABC transporter family protein	At3g47730.1	protein ABC transporter protein, putative	Os08g30740	ABC transporter family protein, AbcA, Dictyostelium discoideum, DDU66526	transport.ABC transporters and multidrug resistance systems	34_16

CUST_22789_PI403524517	2	-0.076322556	0.21491909	-0.009238243	0.009239197	-0.10292816	0.057460785	35_6619	"Cluster: Hypothetical protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53PC9	0	0	CHR11V5|COORD:3653727..3657368|protein leucine-rich repeat receptor protein kinase EXS precursor, putative, expressed	LOC_Os11g07260.1	no description	not assigned.unknown	35_2

CUST_181742_PI403524517	2	0.26602983	-0.12560225	0.12560225	-0.173491	0.19476175	-0.16306448	35_50530	Rep: Hypothetical protein - Delftia acidovorans SPH-1	UniRef90_A0VF81	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	CHR04V5|COORD:32852555..32856304|protein AP2 domain containing protein, expressed	LOC_Os04g55560.1	no descriptionnot assigned PRK12678	not assigned.unknown	35_2

CUST_82547_PI403524517	2	0.22784805	0.70782757	0.047209263	-0.22081661	-0.26940346	-0.04720974	35_23676	Rep: PREDICTED: hypothetical protein - Macaca mulatta	UniRef90_UPI0000D9D16F	CHR1V7|COORD:26559818..26562657| protein kinase, putative	AT1G70460.1	CHR09V5|COORD:2684795..2687382|protein cytoskeletal protein, putative, expressed	LOC_Os09g04990.1	no description	not assigned.unknown	35_2

CUST_107637_PI403524517	2	-0.14043856	-1.2350631	0.16529465	0.033971786	0.44642735	-0.033970833	35_30629	"Cluster: FAD-binding domain-containing protein, putative, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: FAD-binding domain-containing"	UniRef90_Q10I64	CHR2V7|COORD:19212252..19214525| FAD-binding domain-containing protein	AT2G46740.1	CHR03V5|COORD:20194998..20198600|protein FAD binding domain containing protein, putative, expressed	LOC_Os03g36530.1	no descriptionweakly similar to ( 162)AT2G46740| Symbols:  | FAD-binding domain-containing protein | chr2:19212252-19214525 REVERSEnot assigned ALO	not assigned.no ontology	35_1

CUST_76798_PI403524517	2	0.21372795	0.004673004	-0.1643982	-0.22648811	0.07241917	-0.004673004	35_22015	"Cluster: Leucine-rich repeat transmembrane protein kinase 1-like protein; n=1; Zea mays|Rep: Leucine-rich repeat transmembrane protein kinase 1-like protein - Z"	UniRef90_Q5GAP9	CHR1V7|COORD:20065439..20069143| leucine-rich repeat transmembrane protein kinase, putative	AT1G53730.1	CHR07V5|COORD:25514758..25521489|protein leucine-rich repeat transmembrane protein kinase 1-like protein, putative, expressed	LOC_Os07g42626.3	 no descriptionweakly similar to ( 197)AT1G53730| Symbols:  | leucine-rich repeat transmembrane protein kinase, putative | chr1:20065439-20069143 FORWARDvery weakly similar to (93.2)NORK_PEANodulation receptor kinase precursor - Pisum sativum (Garden pea)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase PTKc TyrKc Pkinase_Tyr 	protein.postranslational modification.kinase.receptor like cytoplasmatic kinase VII	29_4_1_57

CUST_62266_PI403524517	2	-0.016535759	-0.39779377	-0.016271591	0.15747452	0.16586399	0.016271591	35_17754	"Cluster: Putative prolyl-tRNA synthetase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative prolyl-tRNA synthetase - Oryza sativa (japonica cultivar-gro"	UniRef90_Q7XID8	"CHR5V7|COORD:21328338..21331101| OVA6 (OVULE ABORTION 6); ATP binding / aminoacyl-tRNA ligase"	AT5G52520.1	CHR07V5|COORD:3481393..3485094|protein prolyl-tRNA synthetase, putative, expressed	LOC_Os07g07060.1	"no descriptionhighly similar to ( 828)AT5G52520| Symbols: OVA6 | OVA6 (OVULE ABORTION 6); ATP binding / aminoacyl-tRNA ligase | chr5:21328338-21331101 FORWARDnot assigned not assigned PRK08661 ProRS_core_arch_euk ProS ProRS_core ProRS_anticodon_zinc Gly_His_Pro_Ser_Thr_tRS_core class_II_aaRS-like_core PRK09194 tRNA-synt_2b ThrS ProRS-C_1 PRK12325 ProRS_core_prok HGTP_anticodon PRK04483 thrS HGTP_anticodon PRK12444 PRK03772 ThrRS_anticodon PRK03991 thrS"	protein.aa activation	29_1

CUST_178048_PI403524517	2	-0.13436985	0.15764809	-0.08146858	0.19044495	-0.2877326	0.08146906	35_49520	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_21807_PI403524517	2	0.13012886	-0.345356	-0.07035446	0.0028123856	0.079940796	-0.0028123856	35_6331	"Cluster: Os02g0120400 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0120400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E4G5	"CHR1V7|COORD:28526597..28527963| similar to Os02g0120400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001045709.1); similar to ENSANGP00000021928"	AT1G75980.1	CHR02V5|COORD:1072090..1069017|protein expressed protein	LOC_Os02g02810.1	"no descriptionweakly similar to ( 159)AT1G75980| Symbols:  | similar to Os02g0120400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001045709.1); similar to ENSANGP00000021928 [Anopheles gambiae str. PEST] (GB:XP_312490.2); contains InterPro domain Single hybrid motif; (InterPro:IPR011053) | chr1:28526597-28527963 REVERSEnot assigned"	not assigned.unknown	35_2

CUST_20343_PI399408534	2	-0.12358284	-0.36989212	0.004260063	0.25889015	0.035300255	-0.0042591095	35_14915	"Cluster: Putative rab1 small GTP-binding protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Putative rab1 small GTP-binding protein - Oryza sativa (japon"	UniRef90_Q65XI7	"CHR3V7|COORD:3709496..3711403| ATFP8 (Arabidopsis Rab GTPase homolog D1); GTP binding"	AT3G11730.1	CHR05V5|COORD:268749..265404|protein GTP-binding protein YPTM1, putative, expressed	LOC_Os05g01490.1	" no descriptionmoderately similar to ( 300)AT3G11730| Symbols: AtRABD1, ATFP8 | ATFP8 (Arabidopsis Rab GTPase homolog D1); GTP binding | chr3:3709496-3711403 REVERSEmoderately similar to ( 299)RIC1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Rab1_Ypt1 Rab8_Rab10_Rab13_like RAB Ras Rab Rab35 Rab11_like RabA_like Rab18 Rab19 Rab4 Rab2 Rab3 Rab26 Rab5_related Rab30 Rab6 Rab39 Rab14 Rab15 Rab21 Rab7 Rab33B_Rab33A Rab32_Rab38 Rab12 Ras Ras_like_GTPase Rab27A Rab40 RAS COG1100 RJL Rab23_lke RheB Rab9 Rap_like RalA_RalB Rab28 Rab36_Rab34 H_N_K_Ras_like M_R_Ras_like Rho Rab24 RabL4 Ras2 Rap1 Rap2 RabL2 RERG_RasL11_like RHO RSR1 Ran Rit_Rin_Ric RGK Rho4_like Spg1 Wrch_1 Rab20 RhoA_like Tc10 Rho2 ARHI_like RAN Rho3 Rac1_like Rop_like Arf_Arl Miro RhoG Ras_dva Arf Rhes_like RabL3 Rnd1_Rho6 Rnd Cdc42 Rnd3_RhoE_Rho8 Sar1 Arl10_like Arl4_Arl7 ARF Arl5_Arl8 Rnd2_Rho7 Arfrp1 Arf6 Arf1_5_like Miro1 Arl2 ARLTS1 Arl3 Arl1 ARD1 RhoBTB Atrophin-1 RRP22 "	signalling.G-proteins	30_5

CUST_97545_PI403524517	2	0.47281027	0.28433895	0.13612032	-0.13612032	-0.37988186	-0.19525433	35_27855	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_4018_PI404877155	2	-0.75482464	0.30560112	0.05973339	0.10321808	-0.6812172	-0.05973339	Contig14715_at	P-type ATPase [Hordeum vulgare]	CAC40028.1	calcium-transporting ATPase 1, plasma membrane-type / Ca(2+)-ATPase isoform 1 (ACA1) / plastid envelope ATPase 1	At1g27770.1	protein calcium-translocating P-type ATPase, PMCA-type	Os03g10640	NONE	signalling.calcium	30_3

CUST_158491_PI403524517	2	-0.07723236	0.33360577	0.07519817	-0.07519865	-0.88836384	0.12512589	35_44245	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_2075_PI399408534	2	-0.05944538	0.4414463	0.16392231	-0.087073326	-0.009819984	0.009820461	35_3052	"Cluster: Os05g0455400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0455400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DHN7	"CHR5V7|COORD:22234496..22236219| ILR3 (IAA-LEUCINE RESISTANT3); DNA binding / transcription factor"	AT5G54680.1	CHR05V5|COORD:22288053..22290383|protein bHLH transcription factor, putative, expressed	LOC_Os05g38140.1	"no descriptionweakly similar to ( 144)AT5G54680| Symbols: ILR3 | ILR3 (IAA-LEUCINE RESISTANT3); DNA binding / transcription factor | chr5:22234496-22236219 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF1509 PRK07003"	RNA.regulation of transcription.bHLH,Basic Helix-Loop-Helix family	27_3_6

CUST_136947_PI403524517	2	0.1946454	-0.46025467	0.06609583	-0.06609535	-0.06742668	0.15786457	35_38404	"Cluster: Hypothetical protein F17A8.30; n=2; Arabidopsis thaliana|Rep: Hypothetical protein F17A8.30 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9SZ84	CHR4V7|COORD:6116816..6123014| similar to Os09g0376000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001063041.1)	AT4G09680.1	CHR09V5|COORD:12589897..12581818|protein conserved hypothetical protein	LOC_Os09g20910.1	no description	not assigned.unknown	35_2

CUST_23129_PI399408534	2	0.53876114	0.31868267	0.031534195	-0.2522421	-0.16899538	-0.03153515	35_3582	"Cluster: OSJNBa0064M23.7 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0064M23.7 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7X7C0	CHR5V7|COORD:21324422..21326344| scarecrow-like transcription factor 8 (SCL8)	AT5G52510.1	CHR04V5|COORD:29058170..29055927|protein chitin-inducible gibberellin-responsive protein 2, putative, expressed	LOC_Os04g49110.1	"no descriptionvery weakly similar to (72.4)AT1G21450| Symbols: SCL1 | SCL1 (SCARECROW-LIKE 1); transcription factor | chr1:7509710-7511491 FORWARDGRAS"	RNA.regulation of transcription.GRAS transcription factor family	27_3_21

CUST_19498_PI404877155	2	0.08781195	0.97318745	0.07949829	-0.21761703	-0.5095482	-0.07949829	rbags23g17_at	stem rust resistance protein Rpg1 [Hordeum vulgare subsp. vulgare] gb|AAM81972.1| barley stem rust resistance protein [Hordeum vulgare subsp	AAM76922.1	protein kinase family protein	At4g23320.1	protein Similar to stem rust resistance protein	Os11g11780	NONE	signalling.receptor kinases.misc	30_2_99

CUST_57893_PI403524517	2	-0.19482946	0.7356472	0.25200844	0.11098957	-0.11099005	-0.20160246	35_16504	"Cluster: Copine I-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Copine I-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5JMT9	"CHR5|COORD:25623997..25626213| similar to copine-related [Arabidopsis thaliana] (TAIR:At3g01650.1); similar to P0401G10.23 [Oryza sativa"	AT5G63970.2	CHR01V5|COORD:42682246..42677791|protein copine-4, putative, expressed	LOC_Os01g73000.3	no descriptionmoderately similar to ( 267)AT5G63970| Symbols:  | protein binding / zinc ion binding | chr5:25624232-25626142 REVERSEnot assigned vWA_copine_like Copine	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_19903_PI403524517	2	0.2144823	0.3011341	0.009299278	-0.009300232	-0.09715843	-0.07043743	35_5772	"Cluster: Putative PIT1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative PIT1 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5JLV4	"CHR2|COORD:862086..864363| zinc finger (C3HC4-type RING finger) family protein, contains Pfam profile PF00097: Zinc finger, C3HC4 type (RING finger); contains P"	AT2G02960.3	CHR01V5|COORD:39224563..39220148|protein zinc finger protein, putative, expressed	LOC_Os01g66970.3	no descriptionweakly similar to ( 127)AT2G02960| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr2:862345-863979 REVERSEnot assigned RINGv	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_92164_PI403524517	2	0.08045626	-0.33103466	-0.022449017	0.022449493	-0.10258818	0.07523489	35_26354	"Cluster: Hypothetical protein B1130G10.16; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1130G10.16 - Oryza sativa (japonica cultivar-g"	UniRef90_Q75II6	0	0	CHR05V5|COORD:25567169..25569084|protein expressed protein	LOC_Os05g44120.1	no description	not assigned.unknown	35_2

CUST_47478_PI403524517	2	-0.047488213	0.18512869	0.082686424	0.029742718	-0.2685647	-0.029743195	35_13590	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_85168_PI403524517	2	-0.08445215	0.15772009	0.08445215	-0.5212269	-0.66368484	0.14364338	35_24401	Rep: Putative arm repeat protein - Oryza sativa (Rice)	UniRef90_Q9AY55	CHR2V7|COORD:18518794..18522837| armadillo/beta-catenin repeat family protein / F-box family protein	AT2G44900.1	CHR12V5|COORD:22424277..22428423|protein ubiquitin-protein ligase, putative, expressed	LOC_Os12g36670.1	no descriptionweakly similar to ( 183)AT2G44900| Symbols:  | armadillo/beta-catenin repeat family protein / F-box family protein | chr2:18518794-18522837 REVERSEnot assigned not assigned not assigned not assigned	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_108773_PI403524517	2	-0.08588314	-0.19173336	0.37200737	0.01747322	0.176548	-0.017474174	35_30930	Rep: Fasciclin-like protein FLA27 - Triticum aestivum (Wheat)	UniRef90_Q06I79	CHR2V7|COORD:15066938..15068889| beta-Ig-H3 domain-containing protein / fasciclin domain-containing protein	AT2G35860.1	CHR03V5|COORD:32699570..32695941|protein fasciclin domain, putative, expressed	LOC_Os03g57460.1	no descriptionvery weakly similar to (99.8)AT2G35860| Symbols: FLA16 | beta-Ig-H3 domain-containing protein / fasciclin domain-containing protein | chr2:15066938-15068889 FORWARD	not assigned.no ontology	35_1

CUST_152420_PI403524517	2	0.24806881	0.36235666	-0.0012831688	-0.22551346	0.0012836456	-0.06480551	35_42603	Rep: OSJNBb0004A17.9 protein - Oryza sativa (Rice)	UniRef90_Q7XPI0	CHR1V7|COORD:11613407..11615874| RCD1 (RADICAL-INDUCED CELL DEATH1)	AT1G32230.1	CHR04V5|COORD:34101088..34095024|protein poly polymerase catalytic domain containing protein, expressed	LOC_Os04g57640.2	 no descriptionvery weakly similar to (68.6)AT1G32230| Symbols: CEO, ATP8, CEO1, RCD1 | RCD1 (RADICAL-INDUCED CELL DEATH1) | chr1:11613407-11615874 FORWARD	not assigned.no ontology	35_1

CUST_19201_PI399408534	2	0.25961876	-0.019499779	0.2702303	-0.27103138	0.019500732	-0.25982857	35_13226	"Cluster: Class III HD-Zip protein 4, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Class III HD-Zip protein 4, putative, expressed - Ory"	UniRef90_Q2QM96	"CHR2V7|COORD:14646627..14651072| PHB (PHABULOSA); DNA binding / transcription factor"	AT2G34710.1	CHR12V5|COORD:25893747..25887033|protein class III HD-Zip protein 4, putative, expressed	LOC_Os12g41860.1	" no descriptionmoderately similar to ( 390)AT2G34710| Symbols: ATHB14, ATHB-14, PHB-1D, PHB | PHB (PHABULOSA); DNA binding / transcription factor | chr2:14646627-14651072 REVERSESTART START START "	RNA.regulation of transcription.HB,Homeobox transcription factor family	27_3_22

CUST_60362_PI403524517	2	-0.089738846	0.34378624	0.081038475	-0.10874367	0.033904076	-0.033903122	35_17211	"Cluster: Os07g0160400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0160400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D8H0	CHR5V7|COORD:23101261..23102342| lactoylglutathione lyase family protein / glyoxalase I family protein	AT5G57040.1	CHR07V5|COORD:3245608..3243029|protein glyoxalase/bleomycin resistance protein/dioxygenase, putative, expressed	LOC_Os07g06660.1	no descriptionmoderately similar to ( 234)AT5G57040| Symbols:  | lactoylglutathione lyase family protein / glyoxalase I family protein | chr5:23101261-23102342 REVERSEGlyoxalase GloA	Biodegradation of Xenobiotics.lactoylglutathione lyase	24_2

CUST_23696_PI399408534	2	0.35125923	0.17324352	0.16625595	-0.2029233	-0.34576893	-0.16625595	35_39228	"Cluster: Putative splicing factor 3b, subunit 3, 130kDa; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative splicing factor 3b, subunit 3, 130kDa - Oryza"	UniRef90_Q6YXY3	CHR3V7|COORD:20478093..20481921| splicing factor, putative	AT3G55220.1	0	0	 no descriptionvery weakly similar to (77.0)AT3G55200| Symbols:  | splicing factor, putative | chr3:20471510-20475338 FORWARDnot assigned 	RNA.processing.splicing	27_1_1

CUST_15854_PI404877155	2	-0.016533852	0.20798206	0.07950115	-0.09935284	-0.15977573	0.016533852	Contig9706_at	SWIRM domain-containing protein / DNA-binding family protein [Arabidopsis thaliana]	NP_180919.2	SWIRM domain-containing protein / DNA-binding family protein	At2g33610.1	protein SWIRM domain, putative	Os02g10060	"putative SWI/SNF complex subunit BAF170; SNF3/SWI3  T02400 activator required for expression of many genes; yeast, Saccharomyces cerevisiae"	RNA.regulation of transcription.MYB-related transcription factor family	27_3_26

CUST_58565_PI403524517	2	0.055818558	0.29900742	0.13274765	-0.25371552	-0.15400505	-0.055817604	35_16706	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q75LL1	CHR1V7|COORD:1073464..1075373| binding	AT1G04130.1	CHR03V5|COORD:30857536..30854267|protein tetratricopeptide repeat domain 4, putative, expressed	LOC_Os03g53910.1	no descriptionmoderately similar to ( 218)AT1G04130| Symbols:  | binding | chr1:1073464-1075373 FORWARDnot assigned	protein.postranslational modification	29_4

CUST_58069_PI403524517	2	0.007896423	-0.17815208	0.17814064	-0.058117867	-0.00789547	0.07522106	35_16559	"Cluster: Putative glutathione S-transferase OsGSTF3; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative glutathione S-transferase OsGSTF3 - Oryza sativa"	UniRef90_Q9FUD8	"CHR2V7|COORD:13148567..13149469| ATGSTF10 (EARLY DEHYDRATION-INDUCED 13); glutathione transferase"	AT2G30870.1	CHR03V5|COORD:1935080..1933783|protein glutathione S-transferase, putative, expressed	LOC_Os03g04260.1	" no descriptionweakly similar to ( 135)AT2G30870| Symbols: ERD13, ATGSTF4, ATGSTF10 | ATGSTF10 (EARLY DEHYDRATION-INDUCED 13); glutathione transferase | chr2:13148567-13149469 FORWARDweakly similar to ( 113)GSTF3_MAIZEGlutathione S-transferase 3 - Zea mays (Maize)not assigned GST_C_Phi GST_C GST_C_family GST_C_GTT2_like Gst GST_C_EFB1gamma GST_C_2 GST_C_Ure2p_like GST_C_1 "	misc.glutathione S transferases	26_9

CUST_15685_PI403524517	2	-0.14567947	0.050478935	0.048787117	0.035683632	-0.2389574	-0.035683632	35_4528	"Cluster: Putative early nodule-specific protein ENOD8; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative early nodule-specific protein ENOD8 - Oryza sat"	UniRef90_Q5ZDS5	CHR1V7|COORD:3031266..3033417| GDSL-motif lipase/hydrolase family protein	AT1G09390.1	CHR01V5|COORD:12716579..12720593|protein alpha-L-fucosidase 2 precursor, putative, expressed	LOC_Os01g22640.1	no descriptionmoderately similar to ( 328)AT1G09390| Symbols:  | GDSL-motif lipase/hydrolase family protein | chr1:3031266-3033417 FORWARDmoderately similar to ( 222)EST_HEVBREsterase precursor - Hevea brasiliensis (Para rubber tree)not assigned not assigned not assigned SGNH_plant_lipase_like fatty_acyltransferase_like Lipase_GDSL Triacylglycerol_lipase_like PRK12323	misc.GDSL-motif lipase	26_28

CUST_169091_PI403524517	2	-0.41113567	0.36849642	-0.091619015	0.029185772	-0.029186249	0.054553032	35_47089	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_149439_PI403524517	2	-0.1886077	-0.048531055	0.10858822	0.04853058	-0.17382622	0.09273815	35_41804	"Cluster: GAMYB-binding protein; n=2; Hordeum vulgare subsp. vulgare|Rep: GAMYB-binding protein - Hordeum vulgare var. distichum (Two-rowed barley)"	UniRef90_Q6J6M8	"CHR3V7|COORD:22806679..22809044| ATPOB1 (Arabidopsis thaliana POZ/BTB containing-protein 1); protein binding"	AT3G61600.2	CHR06V5|COORD:18085703..18079932|protein GAMYB-binding protein, putative, expressed	LOC_Os06g31100.1	"no descriptionweakly similar to ( 179)AT3G61600| Symbols: ATPOB1 | ATPOB1 (Arabidopsis thaliana POZ/BTB containing-protein 1); protein binding | chr3:22806679-22809044 FORWARD"	not assigned.no ontology.BTB/POZ domain-containing protein	35_1_9

CUST_81582_PI403524517	2	-0.11148739	0.55314827	0.08735943	-0.08721161	-0.04014969	0.040150642	35_23402	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_48842_PI403524517	2	0.07558441	-0.5624485	-0.123161316	0.0063056946	-0.006303787	0.03636551	35_13948	Rep: Probable histone H2AXb - Oryza sativa (Rice)	UniRef90_Q2QPG9	CHR1V7|COORD:20418274..20418873| histone H2A, putative	AT1G54690.1	CHR12V5|COORD:20855670..20854734|protein histone H2A, putative, expressed	LOC_Os12g34510.1	 no descriptionweakly similar to ( 178)AT1G54690| Symbols:  | histone H2A, putative | chr1:20418274-20418873 REVERSEweakly similar to ( 177)H2AXB_ORYSAnot assigned not assigned not assigned H2A H2A HTA1 Histone PRK07003 Protamine_P1 	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_8104_PI404877155	2	-0.027121544	0.5611181	0.103713036	-0.099640846	0.027121544	-0.03255844	Contig2390_at	P0520B06.18 [Oryza sativa (japonica cultivar-group)] dbj|BAB60909.1| putative ER6 protein [Oryza sativa (japonica cultivar-group)] dbj|BAB92	NP_918652.1	universal stress protein (USP) family protein	At1g68300.1	protein universal stress protein family	Os01g32780	gi|14495190|dbj|BAB60909.1| OSJNBa0054L14.1	stress.abiotic.unspecified	20_2_99

CUST_7905_PI399408534	2	0.3298149	0.37818432	-0.05237055	-0.021430016	-0.12377453	0.021429539	35_21248	"Cluster: Hypothetical protein P0410E03.22; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0410E03.22 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5ZE12	CHR5V7|COORD:3663366..3667042| bromo-adjacent homology (BAH) domain-containing protein	AT5G11470.1	CHR01V5|COORD:24463719..24471186|protein BAH domain containing protein, expressed	LOC_Os01g42460.1	no descriptionweakly similar to ( 187)AT5G11470| Symbols:  | bromo-adjacent homology (BAH) domain-containing protein | chr5:3663366-3667042 REVERSEBAH_Orc1p_like BAH BAH BAH_polybromo BAH_BAHCC1 BAH	RNA.regulation of transcription.unclassified	27_3_99

CUST_85929_PI403524517	2	0.14417934	0.026329994	-0.02632904	-0.11613178	-0.07413387	0.1198616	35_24610	"CAB09999.1; n=2; Arabidopsis thaliana|Rep: Emb|CAB09999.1 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9LIM0	"CHR3V7|COORD:5102217..5104089| similar to PREDICTED: similar to Non-SMC element 2 homolog (MMS21, S. cerevisiae) [Gallus gallus] (GB:XP_418440.1); contains"	AT3G15150.1	CHR05V5|COORD:27959423..27956918|protein expressed protein	LOC_Os05g48880.1	" no descriptionmoderately similar to ( 219)AT3G15150| Symbols:  | similar to PREDICTED: similar to Non-SMC element 2 homolog (MMS21, S. cerevisiae) [Gallus gallus] (GB:XP_418440.1); contains domain UNCHARACTERIZED (PTHR21330); contains domain RING/U-box (SSF57850); contains domain no description (G3D.3.30.40.10); contains domain UNCHARACTERIZED (PTHR21330:SF1) | chr3:5102217-5104089 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned MMS21 "	not assigned.unknown	35_2

CUST_7464_PI404877155	2	-0.063853264	0.3405633	0.00959444	0.30593252	-0.062499046	-0.00959444	Contig21764_at	putative Pyrophosphate--fructose 6-phosphate 1-phosphotransferase alpha subunit [Oryza sativa (japonica cultivar-group)]	BAD33246.1	pyrophosphate--fructose- 6-phosphate 1-phosphotransferase alpha subunit, putative / pyrophosphate-dependent 6-	At1g76550.1	protein Phosphofructokinase, putative	Os06g22060	pyrophosphate--fructose-6-phosphate 1-phosphotransferase alpha subunit, putative / pyrophosphate-dependent 6-phosphofructose-1-kinase, putative, strong similarity to SP:Q41140 Pyrophosphate--fructose 6-phosphate 1-phosphotransferase alpha subunit (EC 2.7.	glycolysis.pyrophosphate-fructose-6-P phosphotransferase	4_05

CUST_1237_PI404877155	2	0.013917923	0.30175018	-0.090441704	-0.013917923	0.1726656	-0.030145645	Contig11306_at	"101 kDa heat shock protein; HSP101-like protein [Arabidopsis thaliana] ref|NP_200579.1| heat shock protein-related [Arabidopsis thaliana]"	BAB09589.1	heat shock protein-related	At2g29970.1	protein expressed protein	Os11g01330	NONE	stress.abiotic.heat	20_2_1

CUST_24999_PI403524517	2	-0.022499084	0.04432869	0.022500038	0.04929161	-0.048666954	-0.05450058	35_7255	"Cluster: NBS-LRR disease resistance protein homologue; n=2; Hordeum vulgare|Rep: NBS-LRR disease resistance protein homologue - Hordeum vulgare (Barley)"	UniRef90_Q84KB8	CHR1V7|COORD:26152499..26154610| leucine-rich repeat family protein	AT1G69545.1	CHR02V5|COORD:9163263..9166120|protein xa1-like protein, putative	LOC_Os02g16110.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_8312_PI403524517	2	0.09924698	0.20536423	-0.01844883	-0.18440056	-0.13401985	0.01844883	35_2322	"Cluster: Os03g0305000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os03g0305000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DSJ5	"CHR3V7|COORD:5773237..5775417| AAE7/ACN1 (ACYL-ACTIVATING ENZYME 7); AMP binding / acetate-CoA ligase"	AT3G16910.1	CHR03V5|COORD:10799157..10794842|protein AMP-binding protein, putative, expressed	LOC_Os03g19240.1	" no descriptionhighly similar to ( 852)AT3G16910| Symbols: AAE7, ACN1 | AAE7/ACN1 (ACYL-ACTIVATING ENZYME 7); AMP binding / acetate-CoA ligase | chr3:5773237-5775417 REVERSEweakly similar to ( 140)4CL2_PETCR4-coumarate--CoA ligase 1 - Petroselinum crispum (Parsley) (Petroselinum hortense)not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK08162 CaiC PRK08316 PRK06219 PRK07771 PRK07008 PRK06018 AMP-binding PRK06187 PRK06368 PRK07770 PRK07786 PRK07684 PRK03640 PRK07529 PRK06087 Acs PRK08315 PRK08314 PRK06145 PRK08276 PRK06839 PRK07656 PRK06188 PRK05605 PRK06178 PRK12583 PRK09089 PRK07798 PRK05620 PRK07470 PRK09088 PRK07788 PRK06710 EntE PRK06155 PRK04319 FAA1 PRK06164 caiC PRK07787 PRK07059 PRK07514 PRK08279 entE PRK12406 PRK07867 PRK08974 PRK05677 PRK05852 PRK08751 PRK08633 PRK09029 PRK12492 EntF PRK06060 PRK05857 PRK00851 PRK07768 PRK12316 PRK07824 PRK07445 PRK06814 PRK09274 PRK07638 PRK02167 PRK01291 PRK09192 PRK03429 PRK12467 acsA PRK03582 PRK03914 PRK02239 PRK04664 PRK10252 PRK02530 PRK05851 PRK10524 PRK03613 PRK03584 PRK04813 PRK08308 PRK05691 PRK07769 PRK06334 PRK12476 PRK08180 PRK08043 PRK05850 "	lipid metabolism.FA synthesis and FA elongation.acyl coa ligase	11_1_8

CUST_9481_PI403524517	2	0.035095215	-1.3352032	-0.109230995	0.079880714	-0.03509617	0.07510567	35_2666	"Cluster: Putative glutamate/malate translocator; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative glutamate/malate translocator - Oryza sativa (japonic"	UniRef90_Q6Z229	"CHR5V7|COORD:25731721..25733868| DCT/DIT2.1 (DICARBOXYLATE TRANSPORT); oxoglutarate:malate antiporter"	AT5G64290.1	CHR08V5|COORD:23692288..23687486|protein 2-oxoglutarate/malate translocator, chloroplast precursor, putative, expressed	LOC_Os08g37600.1	" no descriptionhighly similar to ( 742)AT5G64290| Symbols: DCT, DIT2.1 | DCT/DIT2.1 (DICARBOXYLATE TRANSPORT); oxoglutarate:malate antiporter | chr5:25731721-25733868 REVERSEmoderately similar to ( 451)SOT1_SPIOL2-oxoglutarate/malate translocator, chloroplast precursor - Spinacia oleracea (Spinach)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Na_sulph_symp CitT ArsB_NhaD_permease SLC13_permease ArsB ArsB_permease P_permease CitMHS Tymo_45kd_70kd YbiR_permease PRK12323 Atrophin-1 HPC2 "	transport.metabolite transporters at the mitochondrial membrane	34_9

CUST_33421_PI399408534	2	0.07906675	0.40380287	0.15083408	-0.22747517	-0.07906723	-0.24038076	35_9791	"Cluster: Proline-rich protein family-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Proline-rich protein family-like - Oryza sativa (japonica cultivar-g"	UniRef90_Q6YTS9	CHR3V7|COORD:9073649..9074581| hydroxyproline-rich glycoprotein family protein	AT3G24860.1	CHR08V5|COORD:23818520..23820168|protein expressed protein	LOC_Os08g37810.1	no descriptionvery weakly similar to (89.7)AT2G44730| Symbols:  | transcription factor | chr2:18444522-18445640 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07764 Atrophin-1 PRK07003 infB PRK05648	RNA.regulation of transcription.Trihelix, Triple-Helix transcription factor family	27_3_30

CUST_31261_PI403524517	2	0.14947605	-0.09301281	-0.052931786	-0.105662346	0.25682735	0.052931786	35_9023	Rep: OSIGBa0115M15.1 protein - Oryza sativa (Rice)	UniRef90_Q01KF8	0	0	CHR04V5|COORD:23072254..23076092|protein expressed protein	LOC_Os04g39170.2	no description	not assigned.unknown	35_2

CUST_50125_PI403524517	2	0.115470886	0.33929825	-0.043447495	-0.0554657	-0.078308105	0.043447495	35_14306	"Cluster: Hypothetical protein P0483G10.26; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0483G10.26 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5JMS5	CHR3V7|COORD:22512702..22514157| catalytic	AT3G60910.1	CHR01V5|COORD:42751712..42748520|protein expressed protein	LOC_Os01g73150.1	no descriptionvery weakly similar to (58.5)AT3G60910| Symbols:  | catalytic | chr3:22512702-22514157 FORWARD	not assigned.no ontology	35_1

CUST_64586_PI403524517	2	0.0016832352	0.4221878	-0.37364674	-0.0016822815	-0.13711739	0.1666317	35_18439	"Cluster: Os02g0809100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os02g0809100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DWL3	CHR5V7|COORD:25779766..25781307| octicosapeptide/Phox/Bem1p (PB1) domain-containing protein	AT5G64430.1	CHR02V5|COORD:34570304..34568083|protein PB1 domain containing protein, expressed	LOC_Os02g56480.1	no descriptionvery weakly similar to (98.6)AT5G09620| Symbols:  | octicosapeptide/Phox/Bem1p (PB1) domain-containing protein | chr5:2983758-2985353 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Atrophin-1 Tymo_45kd_70kd APC_basic AF-4 PRK07003 PRK12323 Herpes_BLLF1 PRK07764 Extensin_2 DUF566 PRK12678 HPC2 PRK05648 PB1 KAR9 infB DUF1421 PB1 Coprinus_mating DUF1509 DUF1752 TT_ORF1 GRASP55_65 FimV Metaviral_G Drf_FH1 PRK09169	not assigned.no ontology	35_1

CUST_22938_PI399408534	2	-0.13493824	1.477108	0.164608	-0.28199863	0.13493824	-0.5056753	35_14813	Rep: Wali7 protein - Triticum aestivum (Wheat)	UniRef90_Q43661	CHR5V7|COORD:6423400..6425787| auxin/aluminum-responsive protein, putative	AT5G19140.1	CHR11V5|COORD:2203656..2200023|protein stem-specific protein TSJT1, putative, expressed	LOC_Os11g05050.3	 no descriptionweakly similar to ( 110)AT5G19140| Symbols:  | auxin/aluminum-responsive protein, putative | chr5:6423400-6425787 FORWARDWali7 Gn_AT_II asnB AsnB 	hormone metabolism.auxin.induced-regulated-responsive-activated	17_2_3

CUST_1394_PI399408534	2	0.07021999	0.14007854	-0.20352268	-0.07021999	-0.12939262	0.119083405	35_26309	"Cluster: OSJNBa0008M17.16 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0008M17.16 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XTR9	CHR1V7|COORD:20998596..21004552| leucine-rich repeat family protein / protein kinase family protein	AT1G56130.1	CHR04V5|COORD:31051830..31044029|protein protein kinase domain containing protein, expressed	LOC_Os04g52590.1	no descriptionweakly similar to ( 125)AT1G56130| Symbols:  | leucine-rich repeat family protein / protein kinase family protein | chr1:20998596-21004552 REVERSEnot assigned	signalling.receptor kinases.DUF 26	30_2_17

CUST_59535_PI403524517	2	-0.23735237	0.084573746	-0.047632217	0.047631264	0.100886345	-0.111886024	35_16975	"Cluster: OSJNBb0118P14.7 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBb0118P14.7 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XVF8	CHR1V7|COORD:11608018..11609571| catalytic/ coenzyme binding	AT1G32220.1	CHR04V5|COORD:19828354..19832238|protein 3-beta hydroxysteroid dehydrogenase/isomerase family protein, expressed	LOC_Os04g33060.1	no descriptionmoderately similar to ( 388)AT1G32220| Symbols:  | catalytic/ coenzyme binding | chr1:11608018-11609571 FORWARDnot assigned not assigned not assigned WcaG COG0702 Epimerase	not assigned.unknown	35_2

CUST_10790_PI403524517	2	0.035529137	-0.03736019	0.019654274	-0.0804348	-0.010935783	0.01093483	35_3047	"Cluster: Putative Ubiquitin activating enzyme; n=3; Oryza sativa (japonica cultivar-group)|Rep: Putative Ubiquitin activating enzyme - Oryza sativa (japonica"	UniRef90_Q6K6K7	CHR1V7|COORD:1560890..1564004| thiF family protein	AT1G05350.1	CHR02V5|COORD:18033211..18044008|protein ubiquitin-activating enzyme E1 domain-containing protein 1, putative, expressed	LOC_Os02g30310.1	no descriptionhighly similar to ( 510)AT1G05350| Symbols:  | thiF family protein | chr1:1560890-1564004 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned ThiF_MoeB_HesA_family ThiF ThiF PRK05690 PRK08644 PRK08762 PRK12475 E1_enzyme_family Uba2_SUMO PRK07688 YgdL_like E1-2_like E1_ThiF_like PRK05600 COG1179 PRK08328 PRK07411 PRK07878 Ube1_repeat2 Uba3_RUB PRK08223 PRK05597	not assigned.no ontology	35_1

CUST_156612_PI403524517	2	-0.29448414	0.039099693	-0.018771172	0.018770218	0.1495781	-0.07825565	35_43740	"Cluster: Hypothetical protein OJ1126B12.18; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1126B12.18 - Oryza sativa (japonica cultivar"	UniRef90_Q8H8G3		0	CHR03V5|COORD:1333858..1336527|protein hydrolase, putative, expressed	LOC_Os03g03200.2	no description	not assigned.unknown	35_2

CUST_125851_PI403524517	2	0.045188904	0.2512951	-0.3305025	-0.026665688	-0.18798923	0.026666641	35_35436	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_48317_PI403524517	2	0.18571424	-0.06094408	-0.21322107	0.12251425	-0.12941551	0.06094408	35_13810	"Cluster: AMP-binding enzyme family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: AMP-binding enzyme family protein, expressed - Oryza sat"	UniRef90_Q2QXT1	CHR3V7|COORD:1786516..1791752| LACS6 (LONG-CHAIN ACYL-COA SYNTHETASE 6)	AT3G05970.1	CHR12V5|COORD:2169072..2160546|protein AMP-binding protein, putative, expressed	LOC_Os12g04990.1	no descriptionhighly similar to ( 965)AT3G05970| Symbols: LACS6 | LACS6 (LONG-CHAIN ACYL-COA SYNTHETASE 6) | chr3:1786516-1791752 REVERSEweakly similar to ( 123)4CL2_PETCR4-coumarate--CoA ligase 1 - Petroselinum crispum (Parsley) (Petroselinum hortense)not assigned not assigned not assigned not assigned not assigned not assigned FAA1 AMP-binding CaiC PRK09089 PRK07059 PRK05677 PRK05605 PRK06187 PRK07656 PRK07786 PRK06087 PRK07529 PRK07514 Acs PRK07771 PRK08751 PRK08974 PRK03640 PRK07770 PRK12492 PRK06839 PRK08316 PRK05620 PRK07787 PRK08314 PRK08180 PRK08162 PRK06178 PRK06710 PRK06145 PRK06814 PRK08315 PRK09088 PRK09274 PRK12583 PRK07684 PRK05852 PRK06368 caiC PRK06188 PRK06219 PRK08633 PRK06155 EntF PRK07768 PRK07008 PRK06164 PRK07788 PRK09029 PRK12582 entE PRK05691 PRK06334 PRK12406 PRK06060 PRK07798 PRK04319 PRK09192 PRK05851 PRK08279 EntE PRK08043 PRK05857 PRK06018 PRK07470 PRK08276 PRK07867 PRK07638 PRK07445	lipid metabolism.FA synthesis and FA elongation.long chain fatty acid CoA ligase	11_1_9

CUST_1485_PI399408534	2	0.51123476	-0.107381344	-0.46266842	0.20492697	0.10738182	-0.6333046	35_24113	"Cluster: Putative receptor-like kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative receptor-like kinase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8LQN6	CHR1V7|COORD:3810372..3813416| S-locus lectin protein kinase family protein	AT1G11330.1	CHR01V5|COORD:33554500..33558619|protein receptor protein kinase, putative, expressed	LOC_Os01g57510.1	no descriptionvery weakly similar to (96.7)AT1G11330| Symbols:  | S-locus lectin protein kinase family protein | chr1:3810372-3813416 FORWARDvery weakly similar to (89.0)SLSG3_BRAOLS-locus-specific glycoprotein S13 precursor - Brassica oleracea (Wild cabbage)not assigned B_lectin B_lectin B_lectin	signalling.receptor kinases.S-locus glycoprotein like	30_2_24

CUST_138374_PI403524517	2	0.037680626	-0.2978897	-0.16040802	0.34528255	0.054315567	-0.03768158	35_38813	"Cluster: DNA polymerase delta catalytic subunit; n=2; Oryza sativa|Rep: DNA polymerase delta catalytic subunit - Oryza sativa (Rice)"	UniRef90_Q9LRE6	CHR1V7|COORD:16816094..16817173| DNA binding / ligand-dependent nuclear receptor	AT1G44191.1	CHR11V5|COORD:4393710..4383363|protein DNA polymerase delta catalytic subunit, putative, expressed	LOC_Os11g08330.1	no description	not assigned.unknown	35_2

CUST_11751_PI399408534	2	-0.26422596	1.2356443	0.4369173	-0.17549229	0.02144432	-0.021445274	35_18364	"Cluster: Putative SC35-like splicing factor SCL30a; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative SC35-like splicing factor SCL30a - Oryza sativa (j"	UniRef90_Q7XI49	"CHR1V7|COORD:20634343..20636240| SR33 (SC35-like splicing factor 33); RNA binding"	AT1G55310.2	CHR07V5|COORD:26263799..26266978|protein splicing factor, arginine/serine-rich 4, putative, expressed	LOC_Os07g43950.1	" no descriptionweakly similar to ( 142)AT1G55310| Symbols: ATSCL33, SCL33, SR33 | SR33 (SC35-like splicing factor 33); RNA binding | chr1:20634343-20636240 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned RRM RRM_1 COG0724 "	RNA.processing.splicing	27_1_1

CUST_10209_PI404877155	2	-0.07385445	0.07385445	0.20724201	-0.12998962	0.285738	-0.13523865	Contig3914_s_at	ethylene response element binding protein [Triticum aestivum]	CAD56466.1	AP2 domain-containing protein RAP2.2 (RAP2.2)	At3g14230.3	protein AP2 domain, putative	Os06g09390	ethylene response element binding protein	RNA.regulation of transcription.AP2/EREBP, APETALA2/Ethylene-responsive element binding protein family	27_3_03

CUST_22539_PI403524517	2	-0.07047653	0.07047653	0.13513851	-0.16674423	0.11584473	-0.18109322	35_6547	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10RX4	"CHR2V7|COORD:11159953..11163408| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G54650.1); similar to SAM (and some other nucleotide) binding motif"	AT2G26200.1	CHR03V5|COORD:2363763..2359137|protein S-adenosylmethionine-dependent methyltransferase/ methyltransferase, putative, expressed	LOC_Os03g04940.1	"no descriptionhighly similar to ( 570)AT2G26200| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G54650.1); similar to SAM (and some other nucleotide) binding motif [Medicago truncatula] (GB:ABE86246.1); contains InterPro domain Methyltransferase type 12; (InterPro:IPR013217); contains InterPro domain SAM (and some other nucleotide) binding motif; (InterPro:IPR000051); contains InterPro domain Generic methyltransferase; (InterPro:IPR001601) | chr2:11159953-11163408 FORWARDnot assigned not assigned not assigned not assigned Methyltransf_12 COG3897 SmtA UbiE Methyltransf_11"	not assigned.unknown	35_2

CUST_125431_PI403524517	2	-0.013584137	-0.25329208	0.01358366	1.1099129	0.06101513	-0.061103344	35_35328	Rep: Hypothetical protein - Gibberella zeae (Fusarium graminearum)	UniRef90_Q4HZN5		0	CHR06V5|COORD:2205525..2204586|protein early nodulin 93, putative, expressed	LOC_Os06g05000.1	no description	not assigned.unknown	35_2

CUST_15320_PI403524517	2	-0.28735828	0.011797905	0.17417145	0.18163013	-0.05089283	-0.011797905	35_4420	"Cluster: Serine/threonine kinase-like protein ABC1036; n=3; Hordeum vulgare subsp. vulgare|Rep: Serine/threonine kinase-like protein ABC1036 - Hordeum vulgare v"	UniRef90_Q1KMQ1	"CHR2V7|COORD:12431628..12433642| APK1B (Arabidopsis protein kinase 1B); kinase"	AT2G28930.3	CHR03V5|COORD:34441879..34446703|protein protein kinase APK1B, chloroplast precursor, putative, expressed	LOC_Os03g60710.1	"no descriptionmoderately similar to ( 326)AT2G28930| Symbols: APK1B | APK1B (Arabidopsis protein kinase 1B); kinase | chr2:12431628-12433642 FORWARDweakly similar to ( 184)NORK_MEDTRNodulation receptor kinase precursor - Medicago truncatula (Barrel medic)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc Pkinase S_TKc Pkinase_Tyr PTKc TyrKc PTKc_Csk_like PTKc_Ack_like SPS1 PTKc_Jak_rpt2 PTKc_Fes_like PTKc_Tec_like PTKc_Syk_like PTKc_Srm_Brk PTKc_InsR_like PTKc_Tyk2_rpt2 PTKc_Itk PTKc_EGFR_like PTKc_EphR PTKc_Csk PTKc_Src_like PTKc_Btk_Bmx PTKc_DDR PTKc_Trk PTKc_Chk PTKc_Ror PTKc_Fes PTKc_Axl_like PTK_Jak_rpt1 PTK_HER3 PTKc_DDR1 PTKc_EphR_A2 PTKc_Fer PTKc_EphR_A PTKc_DDR_like PTKc_EphR_B PTKc_Musk PTKc_c-ros PTKc_Lck_Blk PTKc_ALK_LTK PTKc_FAK PTKc_RET PTKc_Frk_like PTKc_Tie PTKc_Abl PTK_CCK4 PTKc_Tie1 PTKc_Met_Ron PTKc_Fyn_Yrk PTKc_Jak1_rpt2 PTKc_Tec_Rlk PTKc_FGFR PTKc_TrkA PTKc_Hck PTKc_Tie2 PTKc_Axl PTKc_FGFR1 PTKc_Aatyk1_Aatyk3 PTKc_DDR2 PTKc_TrkB PTKc_InsR PTKc_EphR_A10 PTKc_TrkC PTKc_Jak2_Jak3_rpt2 PTK_Jak1_rpt1 PTKc_Lyn PTK_Jak2_Jak3_rpt1 PTKc_Aatyk PTKc_Src PTKc_HER4 PTKc_FGFR4 PTKc_Ror1 PTKc_IGF-1R PTKc_Zap-70 PTKc_FGFR3 PTKc_Yes PTKc_PDGFR PTKc_HER2 PTKc_Syk PTKc_Tyro3 PTKc_EGFR PTK_Tyk2_rpt1 PTKc_FGFR2"	protein.postranslational modification.kinase.receptor like cytoplasmatic kinase VII	29_4_1_57

CUST_81740_PI403524517	2	-0.53651714	-0.37404728	0.104907036	-0.07090759	0.07090759	0.18080044	35_23446	"Cluster: Protein kinase domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Protein kinase domain containing protein, express"	UniRef90_Q2QSL4	CHR5V7|COORD:25402180..25404018| protein kinase family protein	AT5G63370.1	CHR12V5|COORD:13441949..13442932|protein PITSLRE serine/threonine-protein kinase CDC2L1, putative, expressed	LOC_Os12g23700.1	no descriptionnot assigned not assigned not assigned not assigned not assigned	protein.postranslational modification	29_4

CUST_78982_PI403524517	2	-0.4162445	-0.26024342	1.035944	0.26024437	0.494483	-0.28548908	35_22655	"Cluster: Chloride channel; n=1; Oryza sativa (japonica cultivar-group)|Rep: Chloride channel - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8LPA2	"CHR5V7|COORD:20305715..20309369| CLC-C (chloride channel C); anion channel/ voltage-gated chloride channel"	AT5G49890.1	CHR02V5|COORD:21155502..21144834|protein chloride channel protein CLC-c, putative, expressed	LOC_Os02g35190.2	" no descriptionmoderately similar to ( 366)AT5G49890| Symbols: ATCLC-C, CLC-C | CLC-C (chloride channel C); anion channel/ voltage-gated chloride channel | chr5:20305715-20309369 REVERSEnot assigned not assigned not assigned ClC_6_like ClC_euk ClC_3_like ClC_1_like Voltage_CLC EriC EriC Voltage_gated_ClC PRK05277 EriC_like ClC_like PRK01862 PRK01610 ClC_sycA_like "	transport.unspecified anions	34_18

CUST_53120_PI403524517	2	0.03861952	-0.7373228	0.45953226	-0.2750988	0.29582262	-0.03861904	35_15120	"Cluster: Metallothionein-like protein; n=1; Hordeum vulgare subsp. vulgare|Rep: Metallothionein-like protein - Hordeum vulgare var. distichum (Two-rowed barley)"	UniRef90_Q84L50	CHR3V7|COORD:2889743..2890194| MT2A (METALLOTHIONEIN 2A)	AT3G09390.1	CHR03V5|COORD:9936225..9937426|protein metallothionein-like protein 1, putative, expressed	LOC_Os03g17870.1	 no descriptionvery weakly similar to (50.4)AT3G09390| Symbols: ATMT-K, ATMT-1, MT2, MT2A | MT2A (METALLOTHIONEIN 2A) | chr3:2889743-2890194 REVERSEweakly similar to ( 102)MT1_HORVUMetallothionein-like protein 1 - Hordeum vulgare (Barley)Metallothio_2 	metal handling.binding, chelation and storage	15_2

CUST_67165_PI403524517	2	0.0069942474	0.22341537	-0.006995201	-0.13780022	-0.056887627	0.053541183	35_19181	"Cluster: Putative spop; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative spop - Oryza sativa (japonica cultivar-group)"	UniRef90_Q84US4	"CHR3V7|COORD:1874583..1876581| ATBPM2; protein binding"	AT3G06190.1	CHR08V5|COORD:1622159..1624828|protein snRNP protein, putative, expressed	LOC_Os08g03470.1	"no descriptionmoderately similar to ( 223)AT3G06190| Symbols: ATBPM2 | ATBPM2; protein binding | chr3:1874583-1876581 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned BTB BTB MATH"	protein.degradation.ubiquitin.E3.BTB/POZ Cullin3.BTB/POZ	29_5_11_4_5_2

CUST_95519_PI403524517	2	0.085597515	-0.025662422	-0.0075297356	0.0075292587	0.05212593	-0.23558235	35_27299	"Cluster: Hypothetical protein OSJNBa0038P10.32; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0038P10.32 - Oryza sativa"	UniRef90_Q6Z1R9	CHR1V7|COORD:5768273..5770176| merozoite surface protein-related	AT1G16860.1	CHR08V5|COORD:7933371..7938142|protein cysteine-type endopeptidase/ ubiquitin thiolesterase, putative, expressed	LOC_Os08g13350.2	no descriptionweakly similar to ( 128)AT1G16860| Symbols:  | merozoite surface protein-related | chr1:5768273-5770176 FORWARD	not assigned.no ontology	35_1

CUST_17642_PI404877155	2	-0.12590027	0.031615257	0.003452301	-0.003452301	-0.053774834	0.015629768	HV_CEb0015P21f_s_at	putative malate dehydrogenase [Oryza sativa (japonica cultivar-group)]	BAC83246.1	malate oxidoreductase, putative	At2g13560.1	protein Malic enzyme, NAD binding domain, putative	Os07g31380	malate oxidoreductase, putative, similar to NAD-dependent malic enzyme 62 kDa isoform, mitochondrial precursor (EC 1.1.1.39) (NAD-ME) (SP:P37221) {Solanum tuberosum}	TCA / org. transformation.other organic acid transformations.malic	8_2_10

CUST_75731_PI403524517	2	0.3218069	0.022015095	-0.022015095	-0.08835983	-0.491107	0.11708832	35_21708	Rep: OSJNBb0034I13.15 protein - Oryza sativa (Rice)	UniRef90_Q7XND0	"CHR1V7|COORD:18842945..18847981| POLGAMMA2 (polymerase gamma 2); DNA binding / DNA-directed DNA polymerase"	AT1G50840.1	CHR08V5|COORD:4394413..4384400|protein 3-5 exonuclease/ DNA binding protein, putative, expressed	LOC_Os08g07840.3	"no descriptionmoderately similar to ( 308)AT1G50840| Symbols: POLGAMMA2 | POLGAMMA2 (polymerase gamma 2); DNA binding / DNA-directed DNA polymerase | chr1:18842945-18847981 FORWARDnot assigned 35EXOc 3_5_exonuc PolA 35EXOc PRK07997"	DNA.synthesis/chromatin structure	28_1

CUST_11137_PI404877155	2	0.39651203	-0.39620876	-0.27295017	0.4448576	0.21245003	-0.21245003	Contig4818_at	UOS1 [Pisum sativum]	AAM19355.1	expressed protein	At4g18810.1	protein At4g18810	Os02g13970	expressed protein, similar to UV-B and ozone similarly regulated protein 1 UOS1 (Pisum sativum) GI:20339364	signalling.light	30_11

CUST_136112_PI403524517	2	0.2366867	0.12505198	-0.12505245	-0.24767113	-0.5156102	0.1295209	35_38170	"Cluster: B hordein precursor; n=2; Hordeum vulgare|Rep: B hordein precursor - Hordeum vulgare (Barley)"	UniRef90_Q40026	CHR3V7|COORD:6559180..6562050| leucine-rich repeat family protein / extensin family protein	AT3G19020.1	CHR06V5|COORD:6513400..6502736|protein ATP binding protein, putative, expressed	LOC_Os06g12160.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK10263 Amelogenin Keratin_B2 Metallothionein DUF1421 Plasmodium_HRP PRK03427 Atrophin-1 Mucin COG3889 Glutenin_hmw Herpes_BLLF1 Metaviral_G GAL11 MSSP Cytadhesin_P30 Cornifin Candida_ALS PRK05648 PRK08853	not assigned.unknown	35_2

CUST_125481_PI403524517	2	-0.092048645	0.0508852	-0.050886154	0.41861916	0.28227234	-0.0820694	35_35341	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_100409_PI403524517	2	0.2638054	0.17649078	0.22330284	-0.34197044	-0.38170624	-0.17649078	35_28663	"Cluster: Putative UVB-resistance protein UVR8; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative UVB-resistance protein UVR8 - Oryza sativa (japonica cu"	UniRef90_Q8LHR6	CHR3V7|COORD:963202..967864| ankyrin repeat family protein / regulator of chromosome condensation (RCC1) family protein	AT3G03790.2	CHR07V5|COORD:3497632..3490276|protein regulator of chromosome condensation, RCC1, putative, expressed	LOC_Os07g07080.1	no descriptionmoderately similar to ( 259)AT3G03790| Symbols:  | ankyrin repeat family protein / regulator of chromosome condensation (RCC1) family protein | chr3:963202-967864 FORWARD	cell.division	31_2

CUST_61806_PI403524517	2	0.22617435	-0.517447	-0.22617483	0.37362814	0.291996	-0.45384073	35_17635	Rep: PREDICTED: hypothetical protein - Homo sapiens	UniRef90_UPI0000DD8177	0	0	0	0	no description	not assigned.unknown	35_2

CUST_71931_PI403524517	2	-0.010696411	0.010696411	-0.14378071	0.050880432	-0.06557846	0.037210464	35_20620	"Cluster: F-box protein family, AtFBL12, putative; n=1; Oryza sativa (japonica cultivar-group)|Rep: F-box protein family, AtFBL12, putative - Oryza sativa (japon"	UniRef90_Q53LU3	CHR3|COORD:2409733..2411300| F-box family protein (FBL12), contains similarity to F-box protein FBL6 GI:6456737 from (Homo sapiens)	AT3G07550.2	CHR11V5|COORD:8943342..8947965|protein F-box-like protein, putative, expressed	LOC_Os11g16280.1	no descriptionmoderately similar to ( 337)AT3G07550| Symbols:  | F-box family protein (FBL12) | chr3:2409952-2411139 FORWARDvery weakly similar to (51.6)MAX2_ORYSAnot assigned not assigned	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_76264_PI403524517	2	0.061182976	-0.3325224	-0.10408211	0.013835907	0.037665367	-0.013835907	35_21862	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_24720_PI403524517	2	0.067427635	-0.2647581	-0.067427635	0.11874008	-0.32854176	0.08762169	35_7173	"Cluster: Os05g0592600 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0592600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DFG2	CHR1V7|COORD:28836260..28841204| eukaryotic translation initiation factor 2 family protein / eIF-2 family protein	AT1G76810.1	CHR05V5|COORD:29451410..29445287|protein eukaryotic translation initiation factor 5B, putative, expressed	LOC_Os05g51500.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Caldesmon tolA TolA TolA SbcC DUF612 MAP7 ERM Myosin_tail_1 Smc CDC27 PRK12704 Utp14 DUF1014 COG1340 PRK07735 MDN1 Nop14 PRK03918 COG2268 TFIIF_alpha SURF6 DUF827 infB Nop53 Triadin Mpp10 PspA_IM30 COG4487 COG2433 rRNA_processing COG0392 PRK02224 Competence PRK05035 Tymo_45kd_70kd PspA Protamine_P1 PRK00409 DREPP COG4942 TT_ORF1	not assigned.unknown	35_2

CUST_105454_PI403524517	2	-0.0014448166	0.44462585	0.13946533	-0.13674259	-0.14834309	0.0014448166	35_30033	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_148626_PI403524517	2	-6.0224533E-4	0.30504704	0.14726305	-0.4705162	-0.30256367	6.017685E-4	35_41580	"Cluster: Os04g0373000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os04g0373000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JDV1	CHR3V7|COORD:8620260..8621762| permease-related	AT3G23870.1	CHR04V5|COORD:18003290..18006493|protein non-imprinted in Prader-Willi/Angelman syndrome region protein 1, putative, expressed	LOC_Os04g30450.1	no description	not assigned.unknown	35_2

CUST_182079_PI403524517	2	0.079741	0.7255845	-0.06309986	-0.29176664	-0.613605	0.063099384	35_50621	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_72516_PI403524517	2	0.12811661	-0.57576084	-0.05453396	0.04390526	0.017129898	-0.017128944	35_20783	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2R449	CHR3V7|COORD:9979523..9980873| similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABA93800.1)	AT3G27050.1	CHR11V5|COORD:16710097..16707927|protein expressed protein	LOC_Os11g29700.2	no descriptionweakly similar to ( 146)AT3G27050| Symbols:  | similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABA93800.1) | chr3:9979523-9980873 REVERSE	not assigned.unknown	35_2

CUST_9869_PI404877155	2	-0.10084915	-0.38584805	0.24127102	0.09008598	0.05479145	-0.054792404	Contig3591_s_at	Inositol-3-phosphate synthase (Myo-inositol-1-phosphate synthase) (MI-1-P synthase) (IPS) pir||T04399 inositol-3-phosphate synthase (EC 5.5.	O65195	inositol-3-phosphate synthase isozyme 2 / myo-inositol-1-phosphate synthase 2 / MI-1-P synthase 2 / IPS 2	At2g22240.1	protein inositol-3-phosphate synthase (ec 5.5.1.4) (myo-inositol-1-phosphatesynthase) (mi-1-p synt	Os03g09250	myo-inositol 1-phosphate synthase	minor CHO metabolism.myo-inositol.InsP Synthases	3_4_03

CUST_64829_PI403524517	2	0.27575588	0.19839859	-0.02034092	-0.06696129	-0.064959526	0.020341873	35_18511	"Cluster: Nucleotidyltransferase domain containing protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Nucleotidyltransferase domain containing"	UniRef90_Q10Q39	CHR3V7|COORD:22839324..22844452| nucleotidyltransferase	AT3G61690.1	CHR03V5|COORD:5767948..5758740|protein nucleic acid binding protein, putative, expressed	LOC_Os03g11240.1	no descriptionvery weakly similar to (61.2)AT3G61690| Symbols:  | nucleotidyltransferase | chr3:22839324-22844452 FORWARD	not assigned.unknown	35_2

CUST_3995_PI403524517	2	-0.48055267	-1.3298073	0.26349258	0.64188814	0.5581012	-0.2634921	35_1106	"Cluster: Putative cinnamyl alcohol dehydrogenase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative cinnamyl alcohol dehydrogenase - Oryza sativa (japon"	UniRef90_Q6ERW5	"CHR4V7|COORD:17852664..17854296| ELI3-1 (ELICITOR-ACTIVATED GENE 3); oxidoreductase/ zinc ion binding"	AT4G37980.1	CHR09V5|COORD:13987783..13985804|protein mannitol dehydrogenase, putative, expressed	LOC_Os09g23540.1	"no descriptionmoderately similar to ( 298)AT4G37980| Symbols: ELI3-1 | ELI3-1 (ELICITOR-ACTIVATED GENE 3); oxidoreductase/ zinc ion binding | chr4:17852664-17853908 FORWARDmoderately similar to ( 304)MTDH_MESCRProbable mannitol dehydrogenase - Mesembryanthemum crystallinum (Common ice plant)not assigned not assigned not assigned not assigned not assigned not assigned not assigned AdhP PRK09422 Tdh AdhC ADH_N Qor tdh PRK10309 PRK10083 PRK09880 ADH_zinc_N PRK12678"	secondary metabolism.phenylpropanoids.lignin biosynthesis.CAD	16_2_1_10

CUST_53782_PI403524517	2	0.054113388	0.02284813	0.048752785	-0.09652424	-0.02795124	-0.022847176	35_15302	"Cluster: OSJNBa0004B13.8 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0004B13.8 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q9ARZ0	"CHR1V7|COORD:6774928..6777083| GAMMA CA1 (GAMMA CARBONIC ANHYDRASE 1); carbonate dehydratase"	AT1G19580.1	CHR01V5|COORD:10115989..10120593|protein transcription factor APFI, putative, expressed	LOC_Os01g18070.1	"no descriptionmoderately similar to ( 397)AT1G19580| Symbols: GAMMA CA1 | GAMMA CA1 (GAMMA CARBONIC ANHYDRASE 1); carbonate dehydratase | chr1:6774928-6777083 FORWARDnot assigned not assigned PaaY WbbJ LpxD"	mitochondrial electron transport / ATP synthesis.NADH-DH.carbonic anhydrase	9_1_1_5

CUST_10413_PI399408534	2	0.31018162	-0.6138716	0.045445442	0.02228403	-0.022284508	-0.18999577	35_25529	"Cluster: B3 DNA binding domain containing protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: B3 DNA binding domain containing protein, express"	UniRef90_Q2R9D2	CHR4V7|COORD:16047361..16049314| DNA binding / transcription factor	AT4G33280.1	CHR11V5|COORD:4895734..4890449|protein B3 DNA binding domain containing protein, expressed	LOC_Os11g09160.1	no descriptionvery weakly similar to (72.8)AT4G33280| Symbols:  | DNA binding / transcription factor | chr4:16047361-16049314 REVERSEB3	RNA.regulation of transcription.B3 transcription factor family	27_3_41

CUST_19249_PI403524517	2	0.00607872	-0.86605644	0.18337822	0.22461605	-0.0060777664	-0.12438011	35_5583	"Cluster: Cyclopropane fatty acid synthase, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Cyclopropane fatty acid synthase, putative, exp"	UniRef90_Q2QUD2	CHR3V7|COORD:8428078..8433166| cyclopropane fatty acid synthase, putative / CPA-FA synthase, putative	AT3G23510.1	CHR07V5|COORD:17114115..17118728|protein cyclopropane-fatty-acyl-phospholipid synthase/ oxidoreductase, putative, expressed	LOC_Os07g29220.1	 no descriptionhighly similar to ( 598)AT3G23510| Symbols:  | cyclopropane fatty acid synthase, putative / CPA-FA synthase, putative | chr3:8428078-8433166 FORWARDCfa CMAS PRK11705 Methyltransf_11 UbiG UbiE 	lipid metabolism.Phospholipid synthesis.cyclopropane-fatty-acyl-phospholipid synthase	11_3_7

CUST_57564_PI403524517	2	0.005631447	-0.005631447	0.052206993	-0.088890076	0.18590832	-0.039575577	35_16411	"Cluster: PCI domain containing protein, expressed; n=4; Oryza sativa (japonica cultivar-group)|Rep: PCI domain containing protein, expressed - Oryza sativa (jap"	UniRef90_Q10Q05	CHR4V7|COORD:10409360..10411358| 26S proteasome regulatory subunit, putative (RPN9)	AT4G19006.1	CHR01V5|COORD:18329712..18326145|protein 26S proteasome non-ATPase regulatory subunit 13, putative, expressed	LOC_Os01g32800.2	 no descriptionhighly similar to ( 523)AT4G19006| Symbols:  | 26S proteasome regulatory subunit, putative (RPN9) | chr4:10409360-10411358 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned PCI PINT 	protein.degradation.ubiquitin.proteasom	29_5_11_20

CUST_110769_PI403524517	2	0.31637573	-0.018162727	0.018162727	-0.02179861	-0.06304026	0.09006739	35_31457	"Cluster: Hypothetical protein OJ1211_G06.22; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1211_G06.22 - Oryza sativa (japonica cultiv"	UniRef90_Q6ZIT8	"CHR1V7|COORD:2805481..2808412| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G13370.1); similar to Os09g0516700 [Oryza sativa (japonica"	AT1G08760.1	CHR09V5|COORD:20133970..20127673|protein expressed protein	LOC_Os09g34110.1	" no descriptionvery weakly similar to (77.4)AT1G08760| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G13370.1); similar to Os09g0516700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001063674.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD44860.1); similar to Os08g0541500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001062388.1); contains InterPro domain Nucleic acid-binding, OB-fold; (InterPro:IPR008994); contains InterPro domain Protein of unknown function DUF936, plant; (InterPro:IPR010341) | chr1:2805481-2808412 FORWARDDUF936 "	not assigned.unknown	35_2

CUST_7450_PI404877155	2	-0.019859314	-0.3512354	-0.2473545	0.160326	0.030079842	0.01985836	Contig21686_at	OSJNBa0093F16.27 [Oryza sativa (japonica cultivar-group)] dbj|BAB92907.1| OSJNBa0093F16.27 [Oryza sativa (japonica cultivar-group)] dbj|BAB9	NP_914885.1	basix helix-loop-helix (bHLH) family protein	At3g26744.1	protein Helix-loop-helix DNA-binding domain, putative	Os11g32100	gi|20161831|dbj|BAB90745.1| OSJNBa0052O12.3	RNA.regulation of transcription.bHLH,Basic Helix-Loop-Helix family	27_3_06

CUST_42668_PI403524517	2	0.16082764	0.7790971	-0.0246315	-0.26241875	-0.6595807	0.0246315	35_12258	"Cluster: Hypothetical protein OSJNBb0091N21.32; n=3; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0091N21.32 - Oryza sativa (japonica"	UniRef90_Q8LN74	0	0	CHR10V5|COORD:19195974..19198906|protein expressed protein	LOC_Os10g36480.1	no description	not assigned.unknown	35_2

CUST_147871_PI403524517	2	-0.33994007	0.5934591	-0.085808754	0.085808754	-0.4257841	0.20958424	35_41373	"Cluster: Calmodulin-binding protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Calmodulin-binding protein-like - Oryza sativa (japonica cultivar-gro"	UniRef90_Q943R3		0	CHR01V5|COORD:1899538..1902042|protein calmodulin binding protein, putative, expressed	LOC_Os01g04280.1	no descriptionCalmodulin_bind	not assigned.unknown	35_2

CUST_133000_PI403524517	2	-0.03343582	-0.22835922	0.07780075	0.03343582	0.10219097	-0.27411842	35_37346	"Cluster: N-ethylmaleimide sensitive fusion protein; n=1; Nicotiana tabacum|Rep: N-ethylmaleimide sensitive fusion protein - Nicotiana tabacum (Common tobacco)"	UniRef90_Q40495	"CHR4V7|COORD:2489694..2495664| NSF (N-ETHYLMALEIMIDE SENSITIVE FACTOR); ATP binding / nucleoside-triphosphatase/ nucleotide binding"	AT4G04910.1	CHR05V5|COORD:25705343..25698529|protein vesicle-fusing ATPase, putative, expressed	LOC_Os05g44310.1	"no descriptionmoderately similar to ( 316)AT4G04910| Symbols: NSF | NSF (N-ETHYLMALEIMIDE SENSITIVE FACTOR); ATP binding / nucleoside-triphosphatase/ nucleotide binding | chr4:2489694-2495664 REVERSEweakly similar to ( 116)CDC48_CAPANCell division cycle protein 48 homolog - Capsicum annuum (Bell pepper)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK03992 RPT1 SpoVK AAA HflB hflB COG1223"	protein.degradation.ubiquitin.proteasom	29_5_11_20

CUST_139796_PI403524517	2	-1.5067172	1.0449944	-0.33644295	1.2038193	-2.1526976	0.33644247	35_39204	"Cluster: Hypothetical protein P0506B12.8; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0506B12.8 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q5QMG1	"CHR1V7|COORD:626918..629583| SR1 (splicing factor 2); RNA binding"	AT1G02840.1	CHR01V5|COORD:36103158..36102919|protein hypothetical protein	LOC_Os01g61840.1	no description	not assigned.unknown	35_2

CUST_8684_PI399408534	2	0.019046783	0.037721634	-0.13921738	-0.15010452	-0.0010099411	0.0010089874	35_18491	"Cluster: Putative MYB29 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative MYB29 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5VS69	CHR5V7|COORD:21376649..21379263| myb family transcription factor	AT5G52660.2	CHR06V5|COORD:27739733..27733724|protein DNA binding protein, putative, expressed	LOC_Os06g45840.1	no descriptionmoderately similar to ( 251)AT5G52660| Symbols:  | myb family transcription factor | chr5:21376649-21379263 REVERSEnot assigned Myb_DNA-binding	RNA.regulation of transcription.MYB-related transcription factor family	27_3_26

CUST_182200_PI403524517	2	-0.031054974	-0.19971466	0.13890696	0.5701299	-0.26425982	0.031054974	35_50653	Rep: Serpin - Triticum aestivum (Wheat)	UniRef90_P93692	CHR1V7|COORD:17560711..17562501| serpin, putative / serine protease inhibitor, putative	AT1G47710.1	CHR03V5|COORD:23002830..23008107|protein serpin family protein, expressed	LOC_Os03g41419.1	 no descriptionvery weakly similar to (70.5)AT1G47710| Symbols:  | serpin, putative / serine protease inhibitor, putative | chr1:17560711-17562501 FORWARDweakly similar to ( 119)PRTZ_HORVUProtein Z - Hordeum vulgare (Barley)not assigned plant_SERPIN Serpin SERPIN SERPIN 	protein.degradation.serine protease	29_5_5

CUST_22807_PI399408534	2	-0.93610144	-2.4902816	1.1885104	-0.18463469	0.9305978	0.18463469	35_10471	Rep: Rac-like GTP-binding protein 4 - Oryza sativa (Rice)	UniRef90_Q67VP4	"CHR3V7|COORD:17742546..17744226| ARAC8/ATROP10/ROP10 (rho-related protein from plants 10); GTP binding / GTPase"	AT3G48040.1	CHR06V5|COORD:6989940..6993546|protein rac-like GTP-binding protein 4, putative, expressed	LOC_Os06g12790.1	" no descriptionmoderately similar to ( 338)AT5G62880| Symbols: ARAC10, ATRAC10, AtROP11 | ARAC10/ATRAC10/AtROP11 (rho-related protein from plants 11); GTP binding | chr5:25254462-25256165 FORWARDmoderately similar to ( 377)RAC4_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Rop_like RHO Rho Rac1_like Rho4_like RhoG Cdc42 Wrch_1 Tc10 RhoA_like Ras Rho2 Rho3 Rab Ras RAB Rnd Ras_like_GTPase Rnd2_Rho7 Rnd3_RhoE_Rho8 Rnd1_Rho6 COG1100 RAS Rab5_related Rab21 Rab8_Rab10_Rab13_like RhoBTB H_N_K_Ras_like Rab1_Ypt1 Rab18 Rab23_lke Rab6 Rab7 Ras2 Rab9 RalA_RalB Rab27A M_R_Ras_like Rap_like Rab11_like Rab4 RheB Rab26 Rab2 RSR1 Rab39 RERG_RasL11_like Rab19 Rab15 Rab24 Rap2 Rit_Rin_Ric Ran Rap1 Rab33B_Rab33A Rab3 Rab36_Rab34 RabL4 Rab35 Rab30 Rab14 RabL2 Miro1 RabA_like Rab32_Rab38 Rab20 Rab40 Spg1 RJL Miro Rhes_like Rab12 Ras_dva ARHI_like RAN Rab28 RGK "	signalling.G-proteins	30_5

CUST_57024_PI403524517	2	-0.026097298	0.5653486	0.04204464	-0.29852772	-0.10146713	0.026097298	35_16256	Rep: H0306F03.4 protein - Oryza sativa (Rice)	UniRef90_Q25A70	"CHR1V7|COORD:9296050..9298361| ATCUL3/ATCUL3A/CUL3/CUL3A (Cullin 3A); protein binding / ubiquitin-protein ligase"	AT1G26830.1	CHR04V5|COORD:32507274..32511697|protein cullin-4B, putative, expressed	LOC_Os04g55030.1	" no descriptionhighly similar to ( 530)AT1G26830| Symbols: CUL3A, ATCUL3A, ATCUL3, CUL3 | ATCUL3/ATCUL3A/CUL3/CUL3A (Cullin 3A); protein binding / ubiquitin-protein ligase | chr1:9296050-9298361 FORWARDnot assigned not assigned not assigned not assigned not assigned COG5647 Cullin CULLIN "	protein.degradation.ubiquitin.E3.BTB/POZ Cullin3.Cullin3	29_5_11_4_5_1

CUST_154581_PI403524517	2	0.9135175	-0.3967123	0.29407787	0.09039831	-0.655776	-0.09039879	35_43192	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_147697_PI403524517	2	-0.026270866	-0.19527149	0.003914833	0.04586029	0.1767435	-0.0039157867	35_41327	"Cluster: Putative WD-repeat protein 12; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative WD-repeat protein 12 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8H594	CHR5V7|COORD:5059054..5062006| transducin family protein / WD-40 repeat family protein	AT5G15550.1	CHR07V5|COORD:24495865..24492007|protein WD-repeat protein 12, putative, expressed	LOC_Os07g40930.1	no descriptionweakly similar to ( 139)AT5G15550| Symbols:  | transducin family protein / WD-40 repeat family protein | chr5:5059318-5062006 REVERSEnot assigned not assigned not assigned not assigned WD40 COG2319	not assigned.no ontology	35_1

CUST_75220_PI403524517	2	0.0044560432	-0.22140265	0.020608902	0.12217903	-0.0044560432	-0.88994694	35_21559	0	0	0	0	CHR10V5|COORD:16907347..16907616|protein hypothetical protein	LOC_Os10g32930.1	no description	not assigned.unknown	35_2

CUST_156208_PI403524517	2	-0.079050064	-0.51765347	0.16469002	0.079050064	0.11744976	-0.08508301	35_43626	"Cluster: Casein kinase II, alpha chain, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Casein kinase II, alpha chain, putative, expressed"	UniRef90_Q10ES0	CHR2V7|COORD:9831242..9833951| casein kinase II alpha chain, putative	AT2G23070.1	CHR03V5|COORD:31504991..31509412|protein casein kinase II subunit alpha-2, putative, expressed	LOC_Os03g55490.1	 no descriptionmoderately similar to ( 207)AT2G23070| Symbols:  | casein kinase II alpha chain, putative | chr2:9831242-9833951 REVERSEmoderately similar to ( 208)CSK2A_MAIZECasein kinase II subunit alpha - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase SPS1 Pkinase_Tyr TyrKc PTKc PTKc_Jak_rpt2 	protein.postranslational modification	29_4

CUST_135929_PI403524517	2	-0.076874256	0.07959223	0.46293592	0.006517887	-0.019716263	-0.006517887	35_38122	Rep: OSIGBa0130K07.5 protein - Oryza sativa (Rice)	UniRef90_Q01LK2		0	CHR04V5|COORD:16365794..16371967|protein expressed protein	LOC_Os04g28040.1	no description	not assigned.unknown	35_2

CUST_24480_PI399408534	2	-1.6154923	-0.21917057	0.61323595	0.21917057	0.5982542	-0.6104107	35_13052	"Cluster: Putative phosphatidylinositol-specific phospholipase C; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative phosphatidylinositol-specific phospho"	UniRef90_Q75IL8	CHR3V7|COORD:20758766..20761163| phosphoinositide-specific phospholipase C, putative	AT3G55940.1	CHR05V5|COORD:1513734..1519597|protein phospholipase C, putative, expressed	LOC_Os05g03610.1	 no descriptionmoderately similar to ( 252)AT3G55940| Symbols:  | phosphoinositide-specific phospholipase C, putative | chr3:20758766-20761163 FORWARDnot assigned not assigned not assigned C2_2 C2 C2 C2 PLCYc 	signalling.phosphinositides.phosphoinositide phospholipase C	30_4_4

CUST_11564_PI399408534	2	0.103097916	0.86309385	-0.22885466	0.3816619	-0.19322205	-0.103097916	35_18380	"Cluster: CCAAT-box transcription factor complex WHAP13; n=12; Triticum aestivum|Rep: CCAAT-box transcription factor complex WHAP13 - Triticum aestivum (Wheat)"	UniRef90_Q6Q1B8	CHR3V7|COORD:7326501..7328375| CCAAT-binding transcription factor (CBF-B/NF-YA) family protein	AT3G20910.1	CHR03V5|COORD:3984539..3981106|protein nuclear transcription factor Y subunit A-3, putative, expressed	LOC_Os03g07880.1	" no descriptionweakly similar to ( 127)AT1G72830| Symbols: ATHAP2C, HAP2, HAP2C | HAP2C (Heme activator protein (yeast) homolog 2C); transcription factor | chr1:27409361-27410750 REVERSEnot assigned CBF CBFB_NFYA HAP2 "	RNA.regulation of transcription.CCAAT box binding factor family, HAP2	27_3_14

CUST_28537_PI403524517	2	-0.024903297	3.0612946E-4	0.014164925	-3.0708313E-4	-0.061178207	0.11821842	35_8246	Rep: Os11g0120600 protein - Oryza sativa (japonica cultivar-group)	UniRef90_Q0IV11	CHR5V7|COORD:23575575..23576539| bis(5'-adenosyl)-triphosphatase, putative	AT5G58240.1	CHR12V5|COORD:963545..965927|protein bis, putative, expressed	LOC_Os12g02730.1	 no descriptionmoderately similar to ( 214)AT5G58240| Symbols:  | bis(5'-adenosyl)-triphosphatase, putative | chr5:23575575-23576539 REVERSEnot assigned not assigned FHIT HIT HIT_like Hit HINT_subgroup PKCI_related 	misc.misc2	26_1

CUST_29392_PI403524517	2	0.13503695	-0.019900799	-0.010312557	0.08558416	0.010312557	-0.028495312	35_8492	"Cluster: Os01g0668300 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0668300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JKJ9	CHR3V7|COORD:5088494..5095489| AAA-type ATPase family protein	AT3G15120.1	CHR01V5|COORD:27684185..27690709|protein ATP binding protein, putative, expressed	LOC_Os01g47800.1	no descriptionweakly similar to ( 167)AT3G15120| Symbols:  | AAA-type ATPase family protein | chr3:5088494-5095489 REVERSE	protein.folding	29_6

CUST_6004_PI404877155	2	-0.77380276	0.5040455	0.6454754	-0.10124445	0.10124493	-1.0999041	Contig18274_at	phosphoinositide-specific phospholipase C (EC 3.1.4.-) P25  (clone SPM537) - soybean	T06777	phosphoinositide-specific phospholipase C (PLC2)	At3g08510.1	protein expressed protein	Os05g03610	phosphoinositide-specific phospholipase C	lipid metabolism.lipid degradation.lysophospholipases	11_9_3

CUST_7925_PI404877155	2	0.1863699	-0.0061359406	0.0	0.0	-0.003815651	0.049015045	Contig23347_at	putative indole-3-glycerol phosphate lyase [Oryza sativa (japonica cultivar-group)] gb|AAP44679.1| putative indole-3-glycerol phosphate lyas	NP_909958.1	tryptophan synthase, alpha subunit (TSA1)	At3g54640.1	protein putative indole-3-glycerol phosphate lyase	Os03g58260	tryptophan synthase, alpha subunit (TSA1), identical to gi:619753	amino acid metabolism.synthesis.aromatic aa.tryptophan	13_1_6_5

CUST_1744_PI404877155	2	-0.05452442	0.14058018	0.06543541	-0.014823914	-0.039634705	0.014823914	Contig11977_at	ABA-responsive protein (HVA22a) [Arabidopsis thaliana] pir||C96774 AtHVA22a, 65476-64429 [imported] - Arabidopsis thaliana	NP_177592.1	ABA-responsive protein (HVA22a)	At1g74520.1	protein TB2/DP1, HVA22 family, putative	Os06g12220	AtHVA22a	hormone metabolism.abscisic acid.induced-regulated-responsive-activated	17_1_3

CUST_113964_PI403524517	2	-0.02418518	-0.028019905	0.011805534	0.09872055	0.0578928	-0.011805534	35_32344	"Cluster: Pherophorin-C2 protein precursor; n=3; Chlamydomonadales|Rep: Pherophorin-C2 protein precursor - Chlamydomonas reinhardtii"	UniRef90_Q3HTK5	CHR5V7|COORD:15457074..15460237| protein kinase family protein	AT5G38560.1	CHR07V5|COORD:24271675..24264784|protein formin-2, putative, expressed	LOC_Os07g40510.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF1421 Atrophin-1 PRK12323 Drf_FH1 Extensin_2 Tymo_45kd_70kd PRK07764	not assigned.unknown	35_2

CUST_92346_PI403524517	2	-0.87219524	0.42264748	0.77459717	0.13507938	-1.0249577	-0.13507986	35_26406	"Cluster: Os06g0297400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0297400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DCS4	CHR4V7|COORD:6731016..6732460| ankyrin repeat family protein	AT4G11000.1	CHR06V5|COORD:11021312..11026885|protein embryogenesis transmembrane protein, putative, expressed	LOC_Os06g19370.2	no descriptionvery weakly similar to (52.8)AT4G11000| Symbols:  | ankyrin repeat family protein | chr4:6731016-6732460 FORWARD	cell.organisation	31_1

CUST_80329_PI403524517	2	0.019918442	0.24891186	-0.16445637	-0.04638958	-0.019918442	0.023653984	35_23041	"Cluster: Putative phospholipase A2 precursor; n=2; Oryza sativa|Rep: Putative phospholipase A2 precursor - Oryza sativa (Rice)"	UniRef90_Q9XG80	0	0	CHR02V5|COORD:35766255..35764745|protein phospholipase A2, putative, expressed	LOC_Os02g58500.1	no description	not assigned.unknown	35_2

CUST_171637_PI403524517	2	0.01202631	-0.17695999	-0.01202631	0.022367954	0.08075905	-0.04862976	35_47825	"Cluster: Putative HIPL1 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative HIPL1 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6AV51	"CHR1V7|COORD:28102573..28105334| Identical to HIPL1 protein precursor (HIPL1) [Arabidopsis Thaliana] (GB:Q9SSG3); similar to HIPL2 (HIPL2 PROTEIN PRECURSOR)"	AT1G74790.1	CHR03V5|COORD:27618070..27623831|protein expressed protein	LOC_Os03g48540.1	"no descriptionmoderately similar to ( 251)AT1G74790| Symbols:  | Identical to HIPL1 protein precursor (HIPL1) [Arabidopsis Thaliana] (GB:Q9SSG3); similar to HIPL2 (HIPL2 PROTEIN PRECURSOR) [Arabidopsis thaliana] (TAIR:AT5G62630.1); similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G39970.1); similar to hypothetical protien [Hordeum vulgare subsp. vulgare] (GB:AAV49993.1); similar to glucose/sorbosone dehydrogenases-like protein [Oryza sativa (japonica cultivar-group)] (GB:BAD30151.1); similar to unnamed protein product [Triticum tur (GB:CAJ13560.1); contains InterPro domain Soluble quinoprotein glucose dehydrogenase; (InterPro:IPR011041) | chr1:28102573-28105334 FORWARD"	not assigned.unknown	35_2

CUST_166373_PI403524517	2	0.11548519	-0.2932129	-0.09503651	0.012078285	-0.007299423	0.007299423	35_46349	"Cluster: Hypothetical protein OSJNBa0059G06.14; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0059G06.14 - Oryza sativa (japonica"	UniRef90_Q84M79	CHR4V7|COORD:16380207..16381196| hydrolase	AT4G34215.1	CHR03V5|COORD:36128249..36129646|protein receptor protein kinase-like protein, putative, expressed	LOC_Os03g64050.1	 no descriptionvery weakly similar to (72.0)AT4G34215| Symbols:  | Encodes a member of the SGNH-hydrolase superfamily of enzymes. The enzymes of the SGNH-hydrolase superfamily facilitate the hydrolysis of ester, thioester and amide bonds in a range of substrates including complex polysaccharides, lysophospholipids, acyl-CoA esters and other compounds. | chr4:16380207-16381196 REVERSE	not assigned.unknown	35_2

CUST_139839_PI403524517	2	-0.018405437	-0.37955713	0.029455185	0.018405437	0.043025017	-0.14091921	35_39216	Rep: Fructokinase-2 - Oryza sativa (Rice)	UniRef90_Q944F5	CHR4V7|COORD:6371482..6372766| pfkB-type carbohydrate kinase family protein	AT4G10260.1	CHR08V5|COORD:694899..697668|protein fructokinase-2, putative, expressed	LOC_Os08g02120.1	no descriptionmoderately similar to ( 281)AT4G10260| Symbols:  | pfkB-type carbohydrate kinase family protein | chr4:6371482-6372766 REVERSEmoderately similar to ( 343)SCRK2_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned bac_FRK KdgK PfkB PRK09434 RbsK ribokinase_group_A ribokinase Fructoselysine_kinase_like ribokinase_group_B adenosine_kinase Herpes_BLLF1 PRK11142 PRK12323 TT_ORF1 DUF1777 YeiC_kinase_like DUF566 Herpes_TAF50 Metaviral_G	major CHO metabolism.degradation.sucrose.fructokinase	2_2_1_1

CUST_15565_PI403524517	2	0.07096672	-0.27217865	-0.03979397	0.017684937	0.07710934	-0.017684937	35_4493	"Cluster: Os07g0143000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0143000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D8N4	CHR1V7|COORD:2049741..2052038| aldo/keto reductase family protein	AT1G06690.1	CHR07V5|COORD:2195873..2199746|protein aldo-keto reductase yakc, putative, expressed	LOC_Os07g05000.1	no descriptionmoderately similar to ( 306)AT1G06690| Symbols:  | aldo/keto reductase family protein | chr1:2049741-2052038 REVERSEvery weakly similar to (59.7)A115_TOBACAuxin-induced protein PCNT115 - Nicotiana tabacum (Common tobacco)not assigned not assigned Tas Aldo_ket_red ARA1 PRK09912 COG4989 PRK10376	minor CHO metabolism.others	3_5

CUST_9135_PI403524517	2	0.0402565	0.2144165	-0.108034134	-0.0070114136	-0.021208763	0.00701046	35_2560	"Cluster: Os04g0513000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os04g0513000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JBS2	"CHR4V7|COORD:7668288..7669162| similar to COG0840: Methyl-accepting chemotaxis protein [Nostoc punctiforme PCC 73102] (GB:ZP_00112432.1); similar to Os04g051300"	AT4G13200.1	CHR04V5|COORD:25418160..25420329|protein expressed protein	LOC_Os04g43350.1	no description	not assigned.unknown	35_2

CUST_171809_PI403524517	2	0.15233803	0.36620235	0.030607224	-0.52898884	-0.4204712	-0.030607224	35_47868	"Cluster: Os09g0114700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0114700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J3H0		0	CHR09V5|COORD:1174665..1167868|protein expressed protein	LOC_Os09g02660.1	no description	not assigned.unknown	35_2

CUST_14917_PI403524517	2	0.05233097	-0.078998566	-0.008591652	0.008592606	0.042589188	-0.074664116	35_4299	"Cluster: Diaminopimelate epimerase, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Diaminopimelate epimerase, putative, expressed - Oryza"	UniRef90_Q2QNF7	CHR3V7|COORD:19875762..19877885| diaminopimelate epimerase family protein	AT3G53580.1	CHR12V5|COORD:23284584..23290213|protein diaminopimelate epimerase, putative, expressed	LOC_Os12g37960.2	no descriptionmoderately similar to ( 463)AT3G53580| Symbols:  | diaminopimelate epimerase family protein | chr3:19875762-19877885 FORWARDnot assigned not assigned not assigned not assigned not assigned dapF DapF DAP_epimerase COG0384	amino acid metabolism.synthesis.aspartate family.lysine	13_1_3_5

CUST_69394_PI403524517	2	0.0117836	-0.09534073	0.042840004	-0.0117836	0.20396805	-0.18498707	35_19855	"Cluster: Methionine aminopeptidase 1, putative, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Methionine aminopeptidase 1, putative, expressed - O"	UniRef90_Q337D4	"CHR2V7|COORD:18663133..18665980| MAP1A (METHIONINE AMINOPEPTIDASE 1A); methionyl aminopeptidase"	AT2G45240.1	CHR10V5|COORD:19182924..19187182|protein methionine aminopeptidase 1A, putative, expressed	LOC_Os10g36470.2	"no descriptionmoderately similar to ( 281)AT2G45240| Symbols: MAP1A | MAP1A (METHIONINE AMINOPEPTIDASE 1A); methionyl aminopeptidase | chr2:18663133-18665980 FORWARDnot assigned PRK05716 Map MetAP1 PRK12896 PRK12318 Peptidase_M24 PepP"	protein.degradation.metalloprotease	29_5_7

CUST_25348_PI403524517	2	0.43296432	-0.04899788	0.04899788	-0.07540226	-0.49725914	0.28298855	35_7347	"Cluster: Vegetative cell wall protein; n=1; Chlamydomonas incerta|Rep: Vegetative cell wall protein - Chlamydomonas incerta"	UniRef90_A0N015	CHR5V7|COORD:6693054..6693803| proline-rich extensin-like family protein	AT5G19810.1	CHR07V5|COORD:24271675..24264784|protein formin-2, putative, expressed	LOC_Os07g40510.1	no descriptionnot assigned not assigned not assigned not assigned Tymo_45kd_70kd PRK12323 PRK07764	not assigned.unknown	35_2

CUST_93637_PI403524517	2	0.12269688	0.39007568	-0.13707733	-0.20301342	-0.03946781	0.039466858	35_26774	"Cluster: Hypothetical protein P0556B08.13; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0556B08.13 - Oryza sativa (japonica cultivar-g"	UniRef90_Q69V61	CHR2V7|COORD:1449411..1455015| similar to hypothetical protein [Trifolium pratense] (GB:BAE71230.1)	AT2G04235.1	CHR06V5|COORD:24205078..24197172|protein expressed protein	LOC_Os06g40590.1	no descriptionvery weakly similar to (57.8)AT2G04235| Symbols:  | similar to hypothetical protein [Trifolium pratense] (GB:BAE71230.1) | chr2:1449411-1455015 FORWARD	not assigned.unknown	35_2

CUST_33662_PI403524517	2	0.13246012	-0.45680046	-0.088083744	0.31453657	-0.24830723	0.088083744	35_9703	"Cluster: Hypothetical protein OSJNBa0023I19.3; n=2; Oryza sativa|Rep: Hypothetical protein OSJNBa0023I19.3 - Oryza sativa (Rice)"	UniRef90_Q8W5M6	0	0	CHR10V5|COORD:1034624..1032794|protein expressed protein	LOC_Os10g02670.1	no description	not assigned.unknown	35_2

CUST_13941_PI404877155	2	-0.006307602	0.5691843	0.026733398	-0.07640648	-0.16329384	0.0063085556	Contig7702_at	OSJNBa0015K02.14 [Oryza sativa (japonica cultivar-group)]	CAE02897.2	MAP3K epsilon protein kinase	At3g13530.1	protein Protein kinase domain, putative	Os04g56530	MAP3K epsilon protein kinase, identical to MAP3K epsilon protein kinase (Arabidopsis thaliana) gi:3549652:emb:CAA12272	signalling.MAP kinases	30_6

CUST_19204_PI404877155	2	-0.2082386	-0.41825294	0.0018177032	0.5521612	-0.0018186569	0.31543922	rbaal11f18_at	OJ1058_A12.21 [Oryza sativa (japonica cultivar-group)]	NP_910769.1	protein kinase family protein	At4g23160.1	protein Protein kinase domain, putative	Os07g35260	protein kinase family protein, contains Pfam domain PF00069: Protein kinase domain	signalling.receptor kinases.DUF 26	30_2_17

CUST_163739_PI403524517	2	0.055153847	0.117194176	0.014441013	-0.17297792	-0.660481	-0.0144405365	35_45654	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_12572_PI404877155	2	-0.01957035	0.06091976	-0.061014175	-0.009912491	0.039182663	0.0099134445	Contig6315_at	putative fatty acid hydroxylase [Oryza sativa (japonica cultivar-group)] gb|AAK09233.1| putative fatty acid hydroxylase [Oryza sativa (japon	NP_909885.1	fatty acid hydroxylase (FAH1)	At2g34770.1	protein putative fatty acid hydroxylase	Os03g56820	putative fatty acid hydroxylase	lipid metabolism.FA desaturation.a hydroxylase	11_2_02

CUST_12098_PI404877155	2	0.0063581467	0.3741007	0.028883934	-0.0063581467	-0.11959934	-0.03933716	Contig583_at	thiosulfate sulfurtransferase [Datisca glomerata]	AAD19957.1	mercaptopyruvate sulfurtransferase (MST1) (RDH1)	At1g79230.1	protein thiosulfate sulfurtransferase (EC 2.8.1.1) [validated] - Arabidopsis thaliana	Os12g41500	thiosulfate sulfurtransferase/mercaptopyruvate sulfurtransferase	amino acid metabolism.degradation.serine-glycine-cysteine group.cysteine	13_2_5_3

CUST_163374_PI403524517	2	0.031677246	-0.09165573	-0.0291605	0.060783386	0.029161453	-0.06362152	35_45559	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_27157_PI399408534	2	-0.29659414	0.5376735	0.19539118	0.40086174	-0.23943233	-0.19539118	35_2960	"Cluster: ESTs AU057825; n=1; Oryza sativa (japonica cultivar-group)|Rep: ESTs AU057825 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7F802	"CHR3V7|COORD:5006572..5007696| similar to DOG1 (DELAY OF GERMINATION 1) [Arabidopsis thaliana] (TAIR:AT5G45830.1); similar to tumor-related"	AT3G14880.1	CHR01V5|COORD:3089652..3087932|protein tumor-related protein, putative, expressed	LOC_Os01g06560.1	"no descriptionvery weakly similar to (68.9)AT3G14880| Symbols:  | similar to DOG1 (DELAY OF GERMINATION 1) [Arabidopsis thaliana] (TAIR:AT5G45830.1); similar to tumor-related protein-like [Medicago truncatula] (GB:ABD32966.1) | chr3:5006572-5007696 FORWARDvery weakly similar to (56.6)TGA1A_TOBACTGACG-sequence-specific DNA-binding protein TGA-1A - Nicotiana tabacum (Common tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12678 PRK12323 PRK07764 PRK07003 DUF390 APC_basic DUF1509 Herpes_BLLF1 Atrophin-1 DUF566 DUF1421 Totivirus_coat"	RNA.regulation of transcription.bZIP transcription factor family	27_3_35

CUST_5636_PI403524517	2	0.046622276	-0.26186848	0.02807331	-0.028373718	0.13247395	-0.02807331	35_1558	Rep: Coated vesicle membrane protein-like - Triticum aestivum (Wheat)	UniRef90_A0MAU7	CHR3V7|COORD:2455633..2456658| emp24/gp25L/p24 family protein	AT3G07680.1	CHR08V5|COORD:26429313..26426001|protein transmembrane emp24 domain-containing protein 3 precursor, putative, expressed	LOC_Os08g42050.1	no descriptionmoderately similar to ( 311)AT3G07680| Symbols:  | emp24/gp25L/p24 family protein | chr3:2455633-2456658 FORWARDnot assigned not assigned not assigned not assigned	protein.targeting.secretory pathway.unspecified	29_3_4_99

CUST_56990_PI403524517	2	-0.0064640045	0.4000187	0.043167114	-0.037137985	-0.013007164	0.0064640045	35_16242	Rep: OSIGBa0147H17.7 protein - Oryza sativa (Rice)	UniRef90_Q01JW6	"CHR1V7|COORD:4267275..4268898| CCS1 (copper chaperone for superoxide dismutase 1); superoxide dismutase copper chaperone"	AT1G12520.1	CHR04V5|COORD:28655254..28659750|protein copper chaperone for superoxide dismutase, putative, expressed	LOC_Os04g48410.1	" no descriptionmoderately similar to ( 300)AT1G12520| Symbols: ATCCS, CCS1 | CCS1 (copper chaperone for superoxide dismutase 1); superoxide dismutase copper chaperone | chr1:4267275-4268204 REVERSEvery weakly similar to (64.7)SODCP_PETHYSuperoxide dismutase [Cu-Zn], chloroplast precursor - Petunia hybrida (Petunia)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Cu-Zn_Superoxide_Dismutase Sod_Cu Drf_FH1 Extensin_2 HMA Tymo_45kd_70kd DUF1421 PRK07764 Atrophin-1 TT_ORF1 HMA PRK12323 Amelogenin FAP DUF1210 tatB GRP "	redox.dismutases and catalases	21_6

CUST_56217_PI403524517	2	0.14381409	-0.62850094	-0.0074243546	-0.030511856	0.007423401	0.013096809	35_16002	"Cluster: Os03g0766000 protein; n=6; Oryza sativa (japonica cultivar-group)|Rep: Os03g0766000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DN95	"CHR1V7|COORD:17520849..17522438| similar to Os03g0766000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001051379.1); similar to expressed protein [Oryza"	AT1G47640.1	CHR03V5|COORD:31671206..31664912|protein seven transmembrane domain protein, putative, expressed	LOC_Os03g55730.2	"no descriptionmoderately similar to ( 266)AT1G47640| Symbols:  | similar to Os03g0766000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001051379.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABF99050.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAP50949.1); contains domain SMALL SEVEN TRANSMEMBRANE DOMAIN-CONTAINING PROTEIN (PTHR12869); contains domain gb def: F16N3.6 protein (At1g47640/F16N3_6) (PTHR12869:SF1) | chr1:17520849-17522438 REVERSEnot assigned"	not assigned.unknown	35_2

CUST_27902_PI399408534	2	0.11038685	-0.18022156	-0.0082530975	0.008252144	-0.106601715	0.0166893	35_20090	"Cluster: Os05g0123200 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0123200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DL48	"CHR3V7|COORD:2976839..2978905| IQD1 (IQ-DOMAIN 1); calmodulin binding"	AT3G09710.1	CHR05V5|COORD:1269444..1273561|protein IQD1, putative, expressed	LOC_Os05g03190.1	"no descriptionvery weakly similar to (84.0)AT5G03040| Symbols: IQD2 | IQD2 (IQ-domain 2); calmodulin binding | chr5:710378-712405 REVERSEnot assigned"	signalling.calcium	30_3

CUST_137178_PI403524517	2	-0.0051755905	-0.28937435	0.03194332	0.005174637	-0.15477943	0.07173443	35_38469	"Cluster: Hypothetical protein OSJNBa0053E05.10; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0053E05.10 - Oryza sativa (japonica"	UniRef90_Q6I5H6	CHR5V7|COORD:23551169..23556691| actin binding	AT5G58160.1	CHR05V5|COORD:26352339..26352082|protein hypothetical protein	LOC_Os05g45610.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TT_ORF1 Protamine_P1	not assigned.unknown	35_2

CUST_5505_PI404877155	2	-1.6453261	1.6584406	-0.027293205	0.027293205	0.37563133	-0.9811888	Contig17317_at	OSJNBa0043L09.24 [Oryza sativa (japonica cultivar-group)] ref|XP_474028.1| OSJNBa0043L09.24 [Oryza sativa (japonica cultivar-group)]	CAE03005.2	wound-responsive family protein	At4g10270.1	protein expressed protein	Os04g54300	wound-responsive family protein, similar to wound induced protein (GI:19320) (Lycopersicon esculentum)	stress.abiotic.touch/wounding	20_2_4

CUST_162563_PI403524517	2	0.3122611	0.17907047	0.23213816	-0.3213873	-0.17907095	-0.32542324	35_45345	"Cluster: Os06g0109500 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0109500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DF82	CHR2V7|COORD:16201717..16203073| haloacid dehalogenase-like hydrolase family protein	AT2G38740.1	CHR06V5|COORD:555548..554637|protein phosphoglycolate phosphatase, plasmid, putative, expressed	LOC_Os06g01990.1	no descriptionvery weakly similar to (73.6)AT2G38740| Symbols:  | haloacid dehalogenase-like hydrolase family protein | chr2:16201717-16203073 REVERSE	not assigned.no ontology	35_1

CUST_80751_PI403524517	2	0.1641779	-0.030641079	0.030641079	-0.09251404	0.06922531	-0.5175905	35_23160	"Cluster: Os01g0639200 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0639200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JKZ0	CHR5V7|COORD:4740505..4743330| cinnamoyl-CoA reductase-related	AT5G14700.1	CHR01V5|COORD:25974072..25967568|protein dihydroflavonol-4-reductase, putative, expressed	LOC_Os01g45200.1	no descriptionweakly similar to ( 132)AT5G14700| Symbols:  | cinnamoyl-CoA reductase-related | chr5:4740505-4743330 REVERSEvery weakly similar to (56.6)DFRA_MAIZEDihydroflavonol-4-reductase - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned PRK12323 COG0702	secondary metabolism.flavonoids.dihydroflavonols	16_8_3

CUST_7494_PI404877155	2	-0.043964386	0.12319183	-0.10129166	0.0044107437	-0.0044107437	0.10398483	Contig21807_at	putative receptor-like protein kinase [Oryza sativa (japonica cultivar-group)]	BAC84469.1	leucine-rich repeat transmembrane protein kinase, putative	At3g02130.1	protein Leucine Rich Repeat, putative	Os07g41140	leucine-rich repeat transmembrane protein kinase, putative, contains Pfam profile: Eukaryotic protein kinase domain	signalling.receptor kinases.misc	30_2_99

CUST_30200_PI403524517	2	0.095570564	-0.6565957	-0.12623501	0.0594244	-0.059423923	0.09910107	35_8716	"Cluster: Putative nuclear transport factor Ntf2p; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative nuclear transport factor Ntf2p - Oryza sativa (japon"	UniRef90_Q8RU32	"CHR1V7|COORD:9484602..9485777| NTF2A (NUCLEAR TRANSPORT FACTOR 2A); Ran GTPase binding / protein transporter"	AT1G27310.1	CHR01V5|COORD:33775154..33776194|protein expressed protein	LOC_Os01g57840.1	no description	not assigned.unknown	35_2

CUST_175425_PI403524517	2	-0.035574436	0.2300682	-0.075520515	0.03557396	0.047157288	-0.12221813	35_48826	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_72318_PI403524517	2	0.15956879	-0.0051789284	-0.07501888	0.0107040405	0.005179405	-0.158494	35_20726	"Cluster: Putative RING-H2 finger protein RHG1a; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative RING-H2 finger protein RHG1a - Oryza sativa (japonica"	UniRef90_Q67UX1	0	0	CHR02V5|COORD:2791242..2795469|protein protein binding protein, putative, expressed	LOC_Os02g05692.2	no description	not assigned.unknown	35_2

CUST_168665_PI403524517	2	0.16219616	0.01282835	-0.05048132	-0.19899988	0.18020391	-0.01282835	35_46972	"Cluster: Hypothetical protein B1131G08.29; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1131G08.29 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5JLR2	"CHR1V7|COORD:10217009..10218910| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G34170.1); similar to Protein of unknown function DUF688 [Medicago"	AT1G29240.1	CHR01V5|COORD:32246342..32249239|protein expressed protein	LOC_Os01g55410.1	"no descriptionvery weakly similar to (61.6)AT1G29240| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G34170.1); similar to Protein of unknown function DUF688 [Medicago truncatula] (GB:ABE80249.1); contains InterPro domain Protein of unknown function DUF688; (InterPro:IPR007789) | chr1:10217009-10218910 REVERSEDUF688"	not assigned.unknown	35_2

CUST_129902_PI403524517	2	0.018767357	0.02294159	-0.01876831	-0.048630714	-0.3487816	0.04305935	35_36483	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_62053_PI403524517	2	0.11032581	0.1468134	-0.020605087	-0.05768776	-0.07115841	0.020605087	35_17699	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_49130_PI403524517	2	0.028144836	-0.13446999	-0.054948807	0.022356033	0.062576294	-0.02235508	35_14022	Rep: F20D22.6 protein - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_O64490	"CHR1V7|COORD:1097422..1099701| EIF2 GAMMA (eukaryotic translation initiation factor 2 gamma subunit); translation factor, nucleic acid binding"	AT1G04170.1	CHR12V5|COORD:25613822..25618647|protein eukaryotic translation initiation factor 2 gamma subunit, putative, expressed	LOC_Os12g41400.1	" no descriptionhighly similar to ( 843)AT1G04170| Symbols: EIF2 GAMMA | EIF2 GAMMA (eukaryotic translation initiation factor 2 gamma subunit); translation factor, nucleic acid binding | chr1:1097422-1099701 FORWARDvery weakly similar to (87.4)EFTU_PROWIElongation factor Tu - Prototheca wickerhamiinot assigned not assigned not assigned not assigned not assigned not assigned not assigned GCD11 PRK04000 eIF2_gamma eIF2_gamma_II eIF2_C GTP_EFTU SelB SelB TufB SelB_euk GTP_translation_factor PRK00049 PRK12736 PRK12735 tufA EF_Tu TEF1 PRK12317 PRK10512 GTPBP1 EF1_alpha CysN_ATPS LepA IF2_eIF5B CysN PRK05433 InfB LepA TypA infB "	protein.synthesis.initiation	29_2_3

CUST_7824_PI404877155	2	-0.7398653	-0.6664982	1.3626213	0.21600914	0.39174557	-0.2160101	Contig2306_s_at	Lipoxygenase 2.1, chloroplast precursor (LOX-100) (LOX2:Hv:1) pir||T06190 lipoxygenase (EC 1.13.11.12) 2 - barley gb|AAC12951.1| methyljasmo	P93184	lipoxygenase (LOX2)	At3g45140.1	protein Lipoxygenase	Os12g37260	lipoxygenase (LOX2), identical to SP:P38418	hormone metabolism.jasmonate.synthesis-degradation.lipoxygenase	17_7_1_2

CUST_59361_PI403524517	2	0.005262375	-1.317966	-0.005261898	-0.03584385	0.15241528	0.17330551	35_16928	Rep: Respiratory burst oxidase protein B - Oryza sativa (indica cultivar-group)	UniRef90_Q6J2K5	CHR5V7|COORD:19414811..19418994| RBOHD (RESPIRATORY BURST OXIDASE PROTEIN D)	AT5G47910.1	CHR01V5|COORD:14610418..14603777|protein respiratory burst oxidase 2, putative, expressed	LOC_Os01g25820.1	 no descriptionhighly similar to ( 579)AT5G47910| Symbols: ATRBOHD, RBOHD | RBOHD (RESPIRATORY BURST OXIDASE PROTEIN D) | chr5:19414811-19418994 FORWARDnot assigned NAD_binding_6 FAD_binding_8 COG4097 Ferric_reduct Hmp 	stress.biotic.respiratory burst	20_1_1

CUST_29424_PI399408534	2	0.13107395	-0.11284542	0.003373146	-0.003373146	-0.10409546	0.07657719	35_17273	Rep: Ras-related protein RGP1 - Oryza sativa (Rice)	UniRef90_P25766	"CHR3V7|COORD:3879502..3880444| AtRABA4d (Arabidopsis Rab GTPase homolog A4d); GTP binding"	AT3G12160.1	CHR09V5|COORD:6020955..6024706|protein ras-related protein RGP1, putative, expressed	LOC_Os09g10940.1	" no descriptionmoderately similar to ( 346)AT5G47960| Symbols: AtRABA4c, SMG1 | SMG1 (SMALL MOLECULAR WEIGHT G-PROTEIN 1); GTP binding | chr5:19438759-19439699 REVERSEmoderately similar to ( 380)RGP1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Rab11_like RAB Ras Rab Rab5_related Rab2 Rab4 Rab1_Ypt1 Rab8_Rab10_Rab13_like Rab14 Rab18 Rab19 Rab6 Rab39 Rab30 Rab26 RabA_like Rab35 Rab7 Rab21 Rab32_Rab38 Rab33B_Rab33A Rab3 Rab15 Ras_like_GTPase Rab27A Ras Rab12 Rab9 COG1100 Rab23_lke Rab40 RJL RAS Rab24 Rab36_Rab34 RheB RalA_RalB M_R_Ras_like Rab28 RabL2 Rap_like RabL4 H_N_K_Ras_like RSR1 Ran Ras2 Rho Rit_Rin_Ric Rap1 RERG_RasL11_like Rap2 RHO Spg1 Rho4_like Rab20 ARHI_like Miro Wrch_1 RAN Rhes_like RGK Rho2 Rho3 Rop_like Ras_dva RhoA_like RhoG Rac1_like Tc10 RabL3 Arf_Arl Arl10_like ARLTS1 Miro1 Rnd3_RhoE_Rho8 Arfrp1 Arf Arl5_Arl8 Rnd Rnd2_Rho7 Arl4_Arl7 ARF COG2229 Rnd1_Rho6 Arf6 Arf1_5_like Cdc42 ARD1 Arl3 RRP22 "	signalling.G-proteins	30_5

CUST_1273_PI404877155	2	0.06671333	-0.12232971	-0.035752296	-0.17098427	0.048387527	0.035751343	Contig11377_s_at	putative sphingosine kinase [Oryza sativa (japonica cultivar-group)] gb|AAP54628.1| putative sphingosine kinase [Oryza sativa (japonica	NP_922341.1	diacylglycerol kinase family protein	At5g23450.1	protein putative sphingosine kinase	Os10g37280	NONE	lipid metabolism.'exotics' (steroids, squalene etc).sphingolipids	11_8_1

CUST_32335_PI403524517	2	-0.5573931	-1.1887197	0.56659126	-0.026878357	0.97245693	0.026877403	35_9325	"Cluster: Putative acid phosphatase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative acid phosphatase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5VPF2	CHR4V7|COORD:12901746..12902892| acid phosphatase, putative	AT4G25150.1	CHR06V5|COORD:2087475..2090022|protein acid phosphatase 1 precursor, putative, expressed	LOC_Os06g04790.1	 no descriptionvery weakly similar to (79.3)AT4G25150| Symbols:  | acid phosphatase, putative | chr4:12901746-12902892 REVERSEvery weakly similar to (54.7)VSPB_SOYBNStem 31 kDa glycoprotein precursor - Glycine max (Soybean)Acid_phosphat_B 	misc.acid and other phosphatases	26_13

CUST_126996_PI403524517	2	0.40444183	0.06769514	-0.036723614	-0.19592285	-0.7690158	0.036723614	35_35732	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_54780_PI403524517	2	-0.03908062	0.49253368	0.19312286	-0.073311806	0.039081573	-0.06694889	35_15589	"Cluster: Putative holocarboxylase synthetase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative holocarboxylase synthetase - Oryza sativa (japonica cult"	UniRef90_Q6K559	"CHR4V7|COORD:6188863..6190588| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G64780.1); similar to conserved hypothetical protein [Medicago"	AT4G09830.1	CHR09V5|COORD:11734361..11739274|protein holocarboxylase synthetase, putative, expressed	LOC_Os09g19640.1	"no descriptionweakly similar to ( 150)AT4G09830| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G64780.1); similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE81201.1); contains InterPro domain Tetraspanin; (InterPro:IPR008952) | chr4:6188863-6190588 FORWARD"	not assigned.unknown	35_2

CUST_36147_PI403524517	2	0.13703346	0.19025707	0.059298515	-0.12640095	-0.13010979	-0.059298515	35_10421	"Cluster: Hypothetical protein OSJNBa0041F13.15; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0041F13.15 - Oryza sativa (japonica"	UniRef90_Q5VPG4	CHR1V7|COORD:22496859..22500684| proline-rich family protein	AT1G61080.1	CHR06V5|COORD:2040428..2038306|protein expressed protein	LOC_Os06g04680.2	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07764 PRK12323 Atrophin-1 TT_ORF1 PRK07003 Extensin_2 PRK05648 Tymo_45kd_70kd Totivirus_coat FAP DUF1421 Protamine_P1 Drf_FH1 PRK08853	not assigned.unknown	35_2

CUST_85189_PI403524517	2	0.019032478	-0.19233513	0.01376915	0.06426239	-0.01376915	-0.08733368	35_24408	"Cluster: DNA excision repair protein ERCC-1, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: DNA excision repair protein ERCC-1, putative,"	UniRef90_Q337B1	0	0	CHR10V5|COORD:19744510..19741054|protein mating-type switching protein swi10, putative, expressed	LOC_Os10g37490.1	no description	not assigned.unknown	35_2

CUST_18171_PI404877155	2	0.09466553	0.26879215	-0.012151718	-0.14770603	-0.1747427	0.012150764	HVSMEf0003E10r2_s_at	pyridoxal-5'-phosphate-dependent enzyme, beta family protein [Arabidopsis thaliana]	NP_175984.1	pyridoxal-5'-phosphate- dependent enzyme, beta family protein	At1g55880.1	protein F14J16.13	Os03g11660	"cysteine synthase - pyridoxal-5'-phosphate-dependent enzyme, beta family; similar to SP|P50867 Cysteine synthase (EC 4.2.99.8) (O-acetylserine sulfhydrylase) (O-acetylserine (Thiol)-lyase) (Aspergillus nidulans) {Emericella nidulans}; contains Pfam profil"	amino acid metabolism.synthesis.serine-glycine-cysteine group.cysteine.OASTL	13_1_5_3_01

CUST_16412_PI404877155	2	0.047828674	-0.239357	-0.059425354	0.08052826	0.09198761	-0.04783058	HA11C24u_x_at	fibrillarin homolog [Arabidopsis thaliana]	AAF00542.1	fibrillarin 1 (FBR1) (FIB1) (SKIP7)	At5g52470.1	protein fibrillarin - Arabidopsis thaliana	Os05g08360	probable fibrillarin	RNA.RNA binding	27_4

CUST_88810_PI403524517	2	0.54463243	0.16504097	0.13947725	-0.19893503	-0.5464239	-0.13947725	35_25413	"Cluster: Putative PPR repeat containing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative PPR repeat containing protein - Oryza sativa (japonic"	UniRef90_Q6F382	CHR2V7|COORD:868467..870278| pentatricopeptide (PPR) repeat-containing protein	AT2G02980.1	CHR03V5|COORD:33017731..33019757|protein pentatricopeptide repeat-containing protein, putative, expressed	LOC_Os03g58100.1	no descriptionvery weakly similar to (83.2)AT2G02980| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr2:868467-870278 FORWARDnot assigned not assigned PRK12678 PRK07764	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_132941_PI403524517	2	-0.717154	-1.0618777	0.074789524	-0.074789524	0.19980574	0.4416089	35_37331	"Cluster: Hsp20/alpha crystallin family protein, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Hsp20/alpha crystallin family protein, expressed - O"	UniRef90_Q10FT7	CHR1V7|COORD:18321231..18323774| leucine-rich repeat family protein / extensin family protein	AT1G49490.1	CHR03V5|COORD:25555000..25553909|protein small heat shock-like protein, putative, expressed	LOC_Os03g45340.1	no descriptionnot assigned not assigned not assigned not assigned PRK07764 PRK12323 FAP	not assigned.unknown	35_2

CUST_35907_PI403524517	2	0.16077614	-0.81044483	-0.2826681	0.13234234	0.013888359	-0.013888359	35_10353	"Cluster: Hypothetical protein P0483G10.26; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0483G10.26 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5JMS5	0	0	CHR01V5|COORD:42751712..42748520|protein expressed protein	LOC_Os01g73150.1	no description	not assigned.unknown	35_2

CUST_83292_PI403524517	2	-0.033394814	0.42280674	0.06566048	-0.13847923	0.033395767	-0.14440918	35_23884	"Cluster: Protein kinase family protein, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Protein kinase family protein, putative, expressed"	UniRef90_Q2QYV0	CHR2V7|COORD:16829214..16831405| protein kinase family protein	AT2G40270.1	CHR12V5|COORD:309246..305276|protein ATP binding protein, putative, expressed	LOC_Os12g01510.2	"no descriptionweakly similar to ( 178)AT4G18640| Symbols: MRH1 | MRH1 (morphogenesis of root hair 1); ATP binding / protein serine/threonine kinase | chr4:10260492-10263588 FORWARDvery weakly similar to (78.2)CRI4_MAIZEPutative receptor protein kinase CRINKLY4 precursor - Zea mays (Maize)not assigned not assigned not assigned PTKc Pkinase_Tyr TyrKc"	protein.postranslational modification.kinase.receptor like cytoplasmatic kinase VII	29_4_1_57

CUST_51005_PI403524517	2	0.036882877	0.44758606	0.30202532	-0.049180984	-0.5295677	-0.036882877	35_14545	Rep: Dehydrin - Hordeum vulgare (Barley)	UniRef90_Q43477	CHR5V7|COORD:26535737..26536379| RAB18 (RESPONSIVE TO ABA 18)	AT5G66400.1	CHR11V5|COORD:14828391..14827502|protein dehydrin Rab16C, putative, expressed	LOC_Os11g26760.1	no descriptionvery weakly similar to (99.8)DHN4_HORVUDehydrin DHN4 - Hordeum vulgare (Barley)not assigned Dehydrin Drf_FH1	not assigned.unknown	35_2

CUST_79212_PI403524517	2	-0.056898117	0.28985786	0.093164444	-0.19980335	0.056898117	-0.53094625	35_22720	"Cluster: SKP1-like protein 1B, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: SKP1-like protein 1B, putative, expressed - Oryza sativa (j"	UniRef90_Q2R4Y1	"CHR5V7|COORD:16871723..16872744| ASK2 (ARABIDOPSIS SKP1-LIKE 2); ubiquitin-protein ligase"	AT5G42190.1	CHR11V5|COORD:14959191..14962095|protein SKP1-like protein 1A, putative, expressed	LOC_Os11g26910.1	" no descriptionvery weakly similar to (84.3)AT5G42190| Symbols: SKP1B, ASK2 | ASK2 (ARABIDOPSIS SKP1-LIKE 2); ubiquitin-protein ligase | chr5:16871723-16872744 REVERSEnot assigned Skp1 SKP1 Skp1 "	protein.degradation.ubiquitin.E3.SCF.SKP	29_5_11_4_3_1

CUST_39976_PI403524517	2	0.020943642	0.1842022	-0.08150482	0.04186344	-0.020943642	-0.10474396	35_11497	"Cluster: Hypothetical protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53RJ8	"CHR1V7|COORD:4569619..4571040| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G35730.1); similar to unknown protein [Arabidopsis thaliana]"	AT1G13340.1	CHR03V5|COORD:28580817..28582551|protein expressed protein	LOC_Os03g50210.1	" no descriptionvery weakly similar to (68.9)AT1G13340| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G35730.1); similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G34220.2); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABF95057.1); similar to Os03g0710000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001051046.1); contains InterPro domain Protein of unknown function DUF292, eukaryotic; (InterPro:IPR005061) | chr1:4569619-4571040 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF292 PRK12323 PRK07764 PRK07003 infB Totivirus_coat PRK12678 PRK12372 PRK04537 PRK05648 Herpes_UL56 Keratin_B2 "	not assigned.unknown	35_2

CUST_28464_PI399408534	2	-0.033823013	-0.02474308	-0.19540691	0.024744034	0.19074821	0.24228954	35_22201	"Cluster: Putative VEF family protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative VEF family protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69KN0	"CHR5|COORD:20841013..20846790| embryonic flower 2 (EMF2), identical to embryonic flower 2 (Arabidopsis thaliana) GI:14276050; supporting cDNA"	AT5G51230.2	CHR09V5|COORD:7937161..7924572|protein polycomb protein EMBRYONIC FLOWER 2, putative, expressed	LOC_Os09g13630.1	" no descriptionvery weakly similar to (55.8)AT5G51230| Symbols: VEF2, CYR1, EMF2 | EMF2 (EMBRYONIC FLOWER 2); transcription factor | chr5:20841379-20846570 FORWARDnot assigned "	RNA.regulation of transcription.Polycomb Group (PcG)	27_3_65

CUST_84085_PI403524517	2	0.24219227	0.06615591	-0.08380413	-0.054733276	-0.22184801	0.054733753	35_24098	Rep: Iron transport protein 1 - Oryza sativa (Rice)	UniRef90_Q6R5L9	"CHR5V7|COORD:21773307..21776002| YSL3 (YELLOW STRIPE LIKE 3); oligopeptide transporter"	AT5G53550.1	CHR04V5|COORD:26939713..26935253|protein transposon protein, putative, unclassified, expressed	LOC_Os04g45860.2	"no descriptionmoderately similar to ( 454)AT5G53550| Symbols: YSL3 | YSL3 (YELLOW STRIPE LIKE 3); oligopeptide transporter | chr5:21773307-21776002 FORWARDOPT COG1297"	transport.peptides and oligopeptides	34_13

CUST_97011_PI403524517	2	-0.029356956	0.09821224	-0.011140823	-0.07928562	0.08188915	0.011140823	35_27707	Rep: OSIGBa0130B08.2 protein - Oryza sativa (Rice)	UniRef90_Q01IU8	CHR2V7|COORD:17984696..17986573| similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE91029.1)	AT2G43250.1	CHR04V5|COORD:24305991..24308596|protein expressed protein	LOC_Os04g41330.1	no descriptionweakly similar to ( 173)AT2G43250| Symbols:  | similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE91029.1) | chr2:17984696-17986573 FORWARD	not assigned.unknown	35_2

CUST_20810_PI399408534	2	0.25776482	-0.48760223	-0.12180805	0.06884003	-0.06883907	0.1790657	35_3644	"Cluster: Os06g0225100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0225100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DDG5	CHR5V7|COORD:2520189..2521406| mitochondrial transcription termination factor family protein / mTERF family protein	AT5G07900.1	CHR06V5|COORD:6479981..6478284|protein mTERF family protein, expressed	LOC_Os06g12100.1	no descriptionvery weakly similar to (76.3)AT5G07900| Symbols:  | mitochondrial transcription termination factor family protein / mTERF family protein | chr5:2520189-2521406 FORWARDnot assigned mTERF	RNA.regulation of transcription.unclassified	27_3_99

CUST_3176_PI404877155	2	-0.2049489	-1.6800127	0.20494843	0.81602764	0.8122177	-0.45617294	Contig13653_at	sucrose:sucrose 1-fructosytransferase [Triticum aestivum]	BAB82470.1	beta-fructosidase (BFRUCT3) / beta-fructofuranosidase / invertase, vacuolar	At1g62660.1	protein vacuolar acid invertase	Os02g01590	"ATBETAFRUCT4;beta-fructosidase (BFRUCT4) / beta-fructofuranosidase / invertase, vacuolar, identical to beta-fructosidase GI:1871503 from (Arabidopsis thaliana); contains Pfam profile PF00251:Glycosyl hydrolases family 32; identical to cDNA beta-fructosida"	major CHO metabolism.degradation.sucrose.invertases.vacuolar	2_2_1_03_03

CUST_182782_PI403524517	2	0.29525995	-0.13531113	3.4952164E-4	0.04195261	-0.23360872	-3.4952164E-4	35_50805	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_23050_PI399408534	2	-0.03876686	0.41975212	0.022158623	-0.0394907	0.1047039	-0.022159576	35_20225	"Cluster: Os03g0306200 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os03g0306200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DSI7	CHR5V7|COORD:20054564..20062680| transducin family protein / WD-40 repeat family protein	AT5G49430.1	CHR03V5|COORD:10861878..10845331|protein nucleotide binding protein, putative, expressed	LOC_Os03g19340.1	no descriptionweakly similar to ( 107)AT5G49430| Symbols:  | transducin family protein / WD-40 repeat family protein | chr5:20054564-20062680 REVERSEnot assigned	development.unspecified	33_99

CUST_147148_PI403524517	2	0.12651777	0.05013752	-0.05013752	0.06188059	-0.26642084	-0.22473812	35_41183	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QN63	"CHR1V7|COORD:4779739..4781879| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G29180.1); similar to unknown protein [Oryza sativa (japonica"	AT1G13970.1	CHR12V5|COORD:23846311..23851435|protein expressed protein	LOC_Os12g38850.2	"no descriptionvery weakly similar to (64.3)AT1G13970| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G29180.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAO38509.1); similar to Os12g0577600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001067115.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABF98316.1); contains InterPro domain Protein of unknown function DUF1336; (InterPro:IPR009769) | chr1:4779739-4781879 REVERSE"	not assigned.unknown	35_2

CUST_28568_PI399408534	2	0.051195145	0.17000866	-0.08394623	-0.036096096	-0.1629467	0.03609562	35_12415	"Cluster: Putative RNA-binding region RNP-1 and Splicing factor PWI family member protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative RNA-binding"	UniRef90_Q6ZA70	CHR1V7|COORD:22204547..22208906| splicing factor PWI domain-containing protein / RNA recognition motif (RRM)-containing protein	AT1G60200.1	CHR08V5|COORD:19785934..19780201|protein RNA binding motif protein 25, putative, expressed	LOC_Os08g32100.1	no descriptionweakly similar to ( 120)AT1G60200| Symbols:  | splicing factor PWI domain-containing protein / RNA recognition motif (RRM)-containing protein | chr1:22204547-22208906 REVERSEnot assigned not assigned COG0724 RRM	RNA.processing.splicing	27_1_1

CUST_22751_PI403524517	2	0.29533195	0.18498802	-0.1849885	0.20812798	-0.281631	-0.26200008	35_6606	Rep: At1g30520/F26G16_3 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q8VYJ1	CHR1V7|COORD:10811021..10813528| acyl-activating enzyme 14 (AAE14)	AT1G30520.1	CHR08V5|COORD:1713537..1710132|protein AMP binding protein, putative, expressed	LOC_Os08g03630.1	no descriptionmoderately similar to ( 352)AT1G30520| Symbols:  | acyl-activating enzyme 14 (AAE14) | chr1:10811021-10813528 FORWARDweakly similar to ( 102)4CL2_SOYBN4-coumarate--CoA ligase 2 - Glycine max (Soybean)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned CaiC AMP-binding PRK06187 PRK06145 PRK08316 PRK07770 PRK07684 PRK07786 FAA1 PRK03640 PRK06188 EntF PRK06839 PRK07514 PRK12583 PRK09274 PRK08315 PRK06087 PRK06368 Acs PRK06219 PRK07788 PRK07470 PRK06164 PRK08314 PRK06155 PRK08276 PRK07798 PRK08162 EntE PRK09088 PRK07771 PRK05605 PRK07656 PRK08279 PRK05852 PRK09089 PRK07059 PRK08180 PRK06334 PRK09029 PRK12406 caiC PRK07529 PRK10252 PRK07008 PRK08633 PRK12316 PRK06710 PRK07768 PRK06178 PRK06018 PRK04319 PRK05691 PRK08974 PRK12467 entE PRK05620 PRK05677 PRK08751 PRK07638 PRK12582 PRK09192 PRK04813 PRK06814 PRK07867 PRK06060 PRK07787 PRK03582 PRK01291 PRK12492 PRK05857 PRK07824 PRK03584 PRK08308	lipid metabolism.FA synthesis and FA elongation.acyl coa ligase	11_1_8

CUST_14113_PI403524517	2	-0.010603905	0.07773304	0.18139839	0.00915432	-0.00915432	-0.02570343	35_4051	Rep: Hypothetical protein - Oryza sativa (Rice)	UniRef90_Q94HL2	"CHR1|COORD:2495339..2498638| similar to expressed protein [Arabidopsis thaliana] (TAIR:At2g28310.2); similar to expressed protein [Arabidopsis thaliana]"	AT1G08040.2	CHR05V5|COORD:436324..431879|protein lysine ketoglutarate reductase trans-splicing related 1, putative, expressed	LOC_Os05g01760.1	"no descriptionhighly similar to ( 536)AT1G08040| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G28310.2); similar to Protein of unknown function DUF707 [Medicago truncatula] (GB:ABE91787.1); contains InterPro domain Protein of unknown function DUF707; (InterPro:IPR007877) | chr1:2495504-2497970 REVERSEDUF707"	not assigned.unknown	35_2

CUST_27510_PI403524517	2	0.7318182	0.54264355	-0.15285492	-0.23843193	0.06897831	-0.06897831	35_7960	"Cluster: JmjC domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: JmjC domain containing protein, expressed - Oryza sativa (j"	UniRef90_Q10LJ3	CHR1V7|COORD:2921238..2925257| transcription factor	AT1G09060.3	CHR03V5|COORD:12924393..12931469|protein jmjC domain containing protein, expressed	LOC_Os03g22540.1	no descriptionmoderately similar to ( 222)AT1G09060| Symbols:  | transcription factor | chr1:2921238-2925257 REVERSEnot assigned	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_45141_PI403524517	2	-0.09327078	0.17924881	-0.16601896	0.09327078	-0.21451044	0.38988495	35_12943	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_24754_PI403524517	2	-0.043582916	-0.0021219254	0.0448761	-0.010398865	0.0021209717	0.039251328	35_7182	"Cluster: Hypothetical protein P0470C02.4; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0470C02.4 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q5SMV4	"CHR5V7|COORD:19678633..19683373| similar to Os06g0186500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001057010.1); similar to Os07g0185700 [Oryza"	AT5G48520.1	CHR06V5|COORD:4361881..4369854|protein expressed protein	LOC_Os06g08730.1	"no descriptionweakly similar to ( 176)AT5G48520| Symbols:  | similar to Os06g0186500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001057010.1); similar to Os07g0185700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001059066.1); similar to PREDICTED: hypothetical protein [Strongylocentrotus purpuratus] (GB:XP_788829.2); contains domain FAMILY NOT NAMED (PTHR19378); contains domain gb def: Gb|AAB97010.1 (PTHR19378:SF1) | chr5:19678633-19683373 FORWARD"	not assigned.unknown	35_2

CUST_11491_PI404877155	2	0.010144234	0.013342857	-0.079063416	-0.1749878	-0.010144234	0.26097107	Contig5181_at	hypothetical protein 2 [imported] - rice gb|AAC72848.1| unknown [Oryza sativa]	T51588	plant-specific transcription factor YABBY family protein	At2g26580.1	protein YABBY protein	Os12g42610	gi|11280864|pir||T51588 hypothetical protein 2 [imported]	RNA.regulation of transcription.C2C2(Zn) YABBY family	27_3_10

CUST_720_PI404877155	2	0.28793812	0.0715785	0.3000555	-0.2732172	-0.5685034	-0.071578026	Contig10690_at	bZIP transcription factor ZIP1 [Hordeum vulgare subsp. vulgare]	AAO06116.1	bZIP transcription factor family protein	At2g35530.1	protein G-box binding factor 1A - rice	Os12g13170	NONE	RNA.regulation of transcription.bZIP transcription factor family	27_3_35

CUST_36316_PI403524517	2	0.10496807	0.08237934	0.062013626	-0.2960167	-0.32853222	-0.062013626	35_10472	0	0	0	0	CHR12V5|COORD:5649836..5656156|protein cytochrome b/b6/petB family protein, expressed	LOC_Os12g10604.1	no description	not assigned.unknown	35_2

CUST_88574_PI403524517	2	-0.09164858	-0.009522915	0.6547804	0.009523392	0.18686008	-0.3640437	35_25352	Rep: Cytochrome P450 - Triticum aestivum (Wheat)	UniRef90_Q9FVM8	"CHR1V7|COORD:219200..220994| CYP86A4 (cytochrome P450, family 86, subfamily A, polypeptide 4); oxygen binding"	AT1G01600.1	CHR04V5|COORD:27844562..27842220|protein cytochrome P450 86A2, putative, expressed	LOC_Os04g47250.1	" no descriptionweakly similar to ( 168)AT1G01600| Symbols: CYP86A4 | CYP86A4 (cytochrome P450, family 86, subfamily A, polypeptide 4); oxygen binding | chr1:219200-220994 FORWARDnot assigned "	misc.cytochrome P450	26_10

CUST_1415_PI404877155	2	0.15178204	-0.001080513	-0.07695007	-0.024000168	0.0010795593	0.049072266	Contig11533_at	P0677H08.13 [Oryza sativa (japonica cultivar-group)] dbj|BAB89798.2| P0677H08.13 [Oryza sativa (japonica cultivar-group)]	NP_915660.1	zinc finger (DHHC type) family protein	At5g50020.1	protein hypothetical protein	Os08g01300	gi|29365512|dbj|BAB89798.2| P0677H08.13	RNA.regulation of transcription.unclassified	27_3_99

CUST_9012_PI403524517	2	0.0044345856	-0.08603096	-0.0044355392	-0.027787209	0.12677574	0.018727303	35_2527	"Cluster: UNC93, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: UNC93, putative, expressed - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QNF9	"CHR3V7|COORD:2911674..2914416| Identical to UNC93-like protein [Arabidopsis Thaliana] (GB:Q94AA1;GB:Q67XL1;GB:Q67Y57;GB:Q9SF56); similar to"	AT3G09470.2	CHR12V5|COORD:23281948..23274345|protein UNC93 homolog A, putative, expressed	LOC_Os12g37939.1	" no descriptionmoderately similar to ( 464)AT3G09470| Symbols:  | Identical to UNC93-like protein [Arabidopsis Thaliana] (GB:Q94AA1;GB:Q67XL1;GB:Q67Y57;GB:Q9SF56); similar to Protein of unknown function DUF895, eukaryotic [Medicago truncatula] (GB:ABE82090.1); contains InterPro domain Protein of unknown function DUF895, eukaryotic; (InterPro:IPR010291) | chr3:2911674-2914416 REVERSEnot assigned not assigned MFS_1 DUF895 AraJ "	not assigned.unknown	35_2

CUST_132276_PI403524517	2	0.3128438	-0.06330967	-0.1666069	0.06330919	-0.40016365	0.25432253	35_37148	"Cluster: Hypothetical protein P0412C04.14-2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0412C04.14-2 - Oryza sativa (japonica cultiv"	UniRef90_Q654G7		0	CHR06V5|COORD:7487067..7495669|protein expressed protein	LOC_Os06g13570.1	no description	not assigned.unknown	35_2

CUST_125883_PI403524517	2	0.18850136	-0.104011536	-0.111162186	-0.0107393265	0.0107393265	0.19330978	35_35445	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_9611_PI399408534	2	0.2703724	0.4561286	0.0619359	-0.35920477	-0.4674301	-0.06193638	35_47362	Rep: H0820C10.3 protein - Oryza sativa (Rice)	UniRef90_Q01MP5	CHR2V7|COORD:11543873..11548581| AGO4 (ARGONAUTE 4)	AT2G27040.1	CHR04V5|COORD:3550059..3542362|protein argonaute-like protein, putative, expressed	LOC_Os04g06770.2	no descriptionweakly similar to ( 108)AT5G21150| Symbols:  | PAZ domain-containing protein / piwi domain-containing protein | chr5:7193475-7198116 FORWARDnot assigned not assigned	RNA.regulation of transcription.Argonaute	27_3_36

CUST_28062_PI403524517	2	0.1228714	-0.17110825	-0.046209335	0.031591415	0.10913181	-0.031591415	35_8111	"Cluster: Os05g0534000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0534000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DGG3	0	0	CHR05V5|COORD:26423364..26421156|protein EMB1796, putative, expressed	LOC_Os05g45760.1	no description	not assigned.unknown	35_2

CUST_12000_PI399408534	2	-0.037711143	-0.2510109	0.09774399	0.037711143	0.07814121	-0.094483376	35_3985	"Cluster: VP1/ABI3 family regulatory protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: VP1/ABI3 family regulatory protein-like - Oryza sativa (japon"	UniRef90_Q6Z3U3	CHR4V7|COORD:15481237..15484903| transcriptional factor B3 family protein	AT4G32010.1	CHR07V5|COORD:28791309..28784736|protein B3 DNA binding domain containing protein, expressed	LOC_Os07g48200.1	"no descriptionhighly similar to ( 519)AT2G30470| Symbols: HSI2 | HSI2 (High-level expression of Sugar-Inducible gene 2); transcription factor/ transcriptional repressor | chr2:12987981-12991801 REVERSEvery weakly similar to (82.8)VIV_ORYSAB3 zf-CW"	RNA.regulation of transcription.ABI3/VP1-related B3-domain-containing transcription factor family	27_3_1

CUST_7969_PI403524517	2	0.23575926	-0.1896491	-5.0878525E-4	0.20385504	-0.04259634	5.0878525E-4	35_2220	"Cluster: Hypothetical protein T13J8.190; n=2; Arabidopsis thaliana|Rep: Hypothetical protein T13J8.190 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9SUD1	CHR4V7|COORD:13948999..13956718| binding	AT4G28080.1	CHR02V5|COORD:8813974..8809965|protein expressed protein	LOC_Os02g15660.1	no descriptionmoderately similar to ( 271)AT4G28080| Symbols:  | binding | chr4:13948999-13956718 REVERSEnot assigned not assigned not assigned not assigned not assigned PRK08581	not assigned.unknown	35_2

CUST_27603_PI399408534	2	0.23633194	-0.020523071	0.020523548	-0.08715868	-0.41744375	0.07745218	35_32070	"Cluster: OSJNBa0013K16.7 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0013K16.7 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XP60	CHR2V7|COORD:14246576..14249316| zinc finger (DHHC type) family protein	AT2G33640.1	CHR04V5|COORD:29344158..29337778|protein metal ion binding protein, putative, expressed	LOC_Os04g49560.1	no descriptionweakly similar to ( 120)AT2G33640| Symbols:  | zinc finger (DHHC type) family protein | chr2:14246576-14249316 FORWARD	RNA.regulation of transcription.unclassified	27_3_99

CUST_2043_PI404877155	2	-0.26058388	0.07195091	0.06586361	-0.005387306	-0.15930939	0.005387306	Contig12284_at	putative zinc finger protein [Oryza sativa (japonica cultivar-group)]	NP_912810.1	0	0	protein Zinc finger C-x8-C-x5-C-x3-H type (and similar), putative	Os01g15350	putative zinc finger protein	RNA.regulation of transcription.unclassified	27_3_99

CUST_68559_PI403524517	2	0.17277527	-0.011894226	-0.044402122	0.0075387955	0.026946068	-0.0075387955	35_19612	Rep: OSIGBa0132D06.2 protein - Oryza sativa (Rice)	UniRef90_Q01LD5	"CHR3V7|COORD:9962860..9965698| YSL6 (YELLOW STRIPE LIKE 6); oligopeptide transporter"	AT3G27020.1	CHR04V5|COORD:19033410..19037985|protein transposon protein, putative, unclassified, expressed	LOC_Os04g32050.1	"no descriptionmoderately similar to ( 318)AT3G27020| Symbols: YSL6 | YSL6 (YELLOW STRIPE LIKE 6); oligopeptide transporter | chr3:9962860-9965698 REVERSEOPT COG1297"	transport.peptides and oligopeptides	34_13

CUST_105497_PI403524517	2	0.07041168	-0.19730186	-0.024315834	0.050779343	-0.021812439	0.021812439	35_30045	"Cluster: Os03g0223000 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os03g0223000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DTV2	CHR3V7|COORD:634826..636989| leucine-rich repeat transmembrane protein kinase, putative	AT3G02880.1	CHR03V5|COORD:6413964..6417645|protein atypical receptor-like kinase MARK, putative, expressed	LOC_Os03g12250.1	no description	not assigned.unknown	35_2

CUST_84373_PI403524517	2	0.15323639	-0.12527561	-0.09713173	-0.1540041	0.16262913	0.097132206	35_24175	"Cluster: Os01g0118100 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0118100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JR56	CHR1V7|COORD:17993338..17998837| helicase domain-containing protein	AT1G48650.1	CHR01V5|COORD:1020986..1026914|protein ATP binding protein, putative, expressed	LOC_Os01g02884.1	no descriptionmoderately similar to ( 407)AT1G48650| Symbols:  | helicase domain-containing protein | chr1:17993338-17998837 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned HrpA PRK11131 PRK11664	DNA.synthesis/chromatin structure	28_1

CUST_27491_PI403524517	2	-1.3697023	-0.44802856	0.5114975	0.08694744	-0.086948395	0.30631542	35_7955	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_2411_PI403524517	2	0.008255005	-0.22216702	-0.052149773	-0.008255005	0.038734436	0.035194397	35_656	Rep: 60S ribosomal protein L144 - Brassica rapa subsp. pekinensis (Chinese cabbage)	UniRef90_Q94ER6	CHR4|COORD:8242544..8243880| 60S ribosomal protein L36a/L44 (RPL36aB)	AT4G14320.1	CHR07V5|COORD:20308348..20310417|protein 60S ribosomal protein L44, putative, expressed	LOC_Os07g33997.1	no descriptionweakly similar to ( 162)AT4G14320| Symbols:  | 60S ribosomal protein L36a/L44 (RPL36aB) | chr4:8242680-8243801 REVERSEweakly similar to ( 156)RL44_GOSHI60S ribosomal protein L44 - Gossypium hirsutum (Upland cotton) (Gossypium mexicanum)not assigned Ribosomal_L44 RPL42A rpl44e	protein.synthesis.misc ribososomal protein	29_2_2

CUST_167060_PI403524517	2	-0.0015888214	0.84738827	-0.11783123	-0.19508123	0.058693886	0.0015888214	35_46534	"Cluster: Hypothetical protein; n=2; Filobasidiella neoformans|Rep: Hypothetical protein - Cryptococcus neoformans (Filobasidiella neoformans)"	UniRef90_Q5KG31	CHR1V7|COORD:26559818..26562657| protein kinase, putative	AT1G70460.1	0	0	no description	not assigned.unknown	35_2

CUST_71911_PI403524517	2	0.038908005	0.44218493	-0.10979366	-0.03890848	0.0779953	-0.39204407	35_20615	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_71177_PI403524517	2	0.10332775	0.026144981	-0.026144981	-0.07029724	-0.14155865	0.08447456	35_20392	"Cluster: Mitochondrial carrier protein-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Mitochondrial carrier protein-like protein - Oryza sativa"	UniRef90_Q6AVS9	"CHR5V7|COORD:26530871..26532759| ATFOLT1 (ARABIDOPSIS THALIANA FOLATE TRANSPORTER 1); binding / folic acid transporter"	AT5G66380.1	CHR03V5|COORD:30040667..30036001|protein mitochondrial folate transporter/carrier, putative, expressed	LOC_Os03g52430.1	" no descriptionmoderately similar to ( 217)AT5G66380| Symbols: ATFOLT1 | ATFOLT1 (ARABIDOPSIS THALIANA FOLATE TRANSPORTER 1); binding / folic acid transporter | chr5:26530871-26532759 REVERSEvery weakly similar to (65.9)BT1_MAIZEProtein brittle-1, chloroplast precursor - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Mito_carr "	transport.metabolite transporters at the mitochondrial membrane	34_9

CUST_97722_PI403524517	2	0.020508766	0.40258694	0.0169487	-0.047826767	-0.016949654	-0.025734901	35_27902	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_7453_PI403524517	2	0.105451584	0.13358688	0.0017271042	-0.083418846	-0.08633518	-0.0017271042	35_2071	"Cluster: Putative E2 SUMO conjugating enzyme; n=4; Magnoliophyta|Rep: Putative E2 SUMO conjugating enzyme - Triticum turgidum subsp. durum (durum wheat)"	UniRef90_Q0PMR8	"CHR3V7|COORD:21439808..21441087| AHUS5 (EMBRYO DEFECTIVE 1637); ubiquitin-protein ligase"	AT3G57870.1	CHR03V5|COORD:1296589..1300008|protein ubiquitin-conjugating enzyme E2 I, putative, expressed	LOC_Os03g03130.1	" no descriptionmoderately similar to ( 308)AT3G57870| Symbols: EMB1637, AHUS5 | AHUS5 (EMBRYO DEFECTIVE 1637); ubiquitin-protein ligase | chr3:21439808-21441087 REVERSEweakly similar to ( 119)UBC2_MEDSAUbiquitin-conjugating enzyme E2-17 kDa - Medicago sativa (Alfalfa)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG5078 UQ_con UBCc UBCc "	protein.degradation.ubiquitin.E2	29_5_11_3

CUST_181542_PI403524517	2	-0.039850235	0.6934891	-0.07751751	-0.1633997	0.039850235	0.13204288	35_50477	"Cluster: C-terminal zinc-finger-like; n=3; Oryza sativa|Rep: C-terminal zinc-finger-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5QLR5	CHR1V7|COORD:17101775..17104123| zinc finger (C3HC4-type RING finger) family protein	AT1G45180.1	CHR01V5|COORD:27639153..27629959|protein RING-finger protein like, putative, expressed	LOC_Os01g47740.4	no descriptionvery weakly similar to (72.4)AT4G34040| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr4:16304643-16307508 REVERSEnot assigned RING	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_79377_PI403524517	2	0.12768936	0.31340408	-0.0056200027	0.005619049	-0.30501938	-0.12892437	35_22769	"Cluster: Os01g0825800 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os01g0825800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JI42	CHR3V7|COORD:11979591..11981306| amino acid transporter family protein	AT3G30390.2	CHR01V5|COORD:35654013..35647630|protein amino acid-polyamine transporter, putative, expressed	LOC_Os01g61044.1	no descriptionweakly similar to ( 115)AT3G30390| Symbols:  | amino acid transporter family protein | chr3:11979591-11981306 REVERSEnot assigned not assigned SdaC Aa_trans	transport.amino acids	34_3

CUST_21335_PI399408534	2	-0.31909657	0.42843437	-0.014101028	0.0796814	-0.21594667	0.014101028	35_19713	"Cluster: Hypothetical protein P0017D10.20; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0017D10.20 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6AUA1	CHR5V7|COORD:19621810..19623758| leucine-rich repeat family protein / protein kinase family protein	AT5G48380.1	CHR05V5|COORD:20203854..20200099|protein BRASSINOSTEROID INSENSITIVE 1-associated receptor kinase 1 precursor, putative, expressed	LOC_Os05g34270.1	no descriptionmoderately similar to ( 311)AT5G48380| Symbols:  | leucine-rich repeat family protein / protein kinase family protein | chr5:19621810-19623758 REVERSEweakly similar to ( 166)PSKR_DAUCAPhytosulfokine receptor precursor - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pkinase_Tyr PTKc TyrKc S_TKc Pkinase S_TKc PTKc_EGFR_like PTKc_Csk_like PTKc_Srm_Brk PTK_HER3 PTKc_Jak_rpt2 PTKc_Fes_like PTKc_Src_like PTKc_Tec_like PTKc_HER4 PTKc_EphR PTKc_Abl SPS1 PTKc_FGFR PTKc_Btk_Bmx PTKc_Jak2_Jak3_rpt2 PTKc_Ack_like PTKc_EGFR PTKc_Fer PTKc_HER2 PTKc_Chk PTKc_Frk_like PTKc_EphR_A2 PTK_Ryk PTKc_Syk_like PTKc_Csk PTKc_Tyk2_rpt2 PTKc_Itk PTKc_Axl_like PTKc_Tie1 PTKc_Fyn_Yrk PTKc_Fes PTKc_Trk PTKc_Yes PTKc_Ror PTKc_Musk PTKc_Tie2 PTKc_Tie PTKc_DDR PTKc_c-ros PTKc_InsR_like PTKc_Tec_Rlk PTK_CCK4 PTKc_EphR_B PTKc_Met_Ron PTKc_Lck_Blk PTKc_FGFR4 PTKc_FGFR1 PTKc_DDR_like PTKc_FGFR2 PTKc_FGFR3 PTKc_TrkB PTKc_ALK_LTK	signalling.receptor kinases.leucine rich repeat XI	30_2_11

CUST_104975_PI403524517	2	-0.0025815964	-0.11742878	0.0025806427	0.013068199	0.04977894	-0.0025815964	35_29907	"Cluster: ESTs AU078175; n=3; Oryza sativa (japonica cultivar-group)|Rep: ESTs AU078175 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q9SNJ7	CHR2V7|COORD:490023..490334| NADH-ubiquinone oxidoreductase B18 subunit, putative	AT2G02050.1	CHR03V5|COORD:1667883..1663830|protein NADH-ubiquinone oxidoreductase B18 subunit, putative, expressed	LOC_Os03g03770.1	 no descriptionvery weakly similar to (61.2)AT2G02050| Symbols:  | NADH-ubiquinone oxidoreductase B18 subunit, putative | chr2:490023-490334 FORWARDnot assigned 	mitochondrial electron transport / ATP synthesis.NADH-DH.localisation not clear	9_1_2

CUST_10361_PI404877155	2	0.052998543	0.31128788	-0.017189026	-0.02353859	-0.040000916	0.017189026	Contig4107_s_at	unknown protein [Oryza sativa (japonica cultivar-group)] dbj|BAD15815.1| unknown protein [Oryza sativa (japonica cultivar-group)] dbj|BAD155	XP_466277.1	expressed protein	At1g14450.1	protein expressed protein	Os02g35610	NONE	mitochondrial electron transport / ATP synthesis.cytochrome c oxidase	9_7

CUST_83121_PI403524517	2	-0.0012626648	0.011909485	-0.107120514	0.0012636185	-0.16984653	0.074557304	35_23833	"Cluster: Lustrin A-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Lustrin A-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8RZF8	"CHR2V7|COORD:14394710..14397239| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G29050.1); similar to unknown [Pisum sativum] (GB:ABA29157.1);"	AT2G34070.1	CHR01V5|COORD:26700949..26695246|protein expressed protein	LOC_Os01g46350.1	" no descriptionvery weakly similar to (98.2)AT2G42570| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G31110.2); similar to unknown [Pisum sativum] (GB:ABA29158.1); contains InterPro domain Protein of unknown function DUF231, plant; (InterPro:IPR004253) | chr2:17724576-17726999 REVERSEnot assigned "	not assigned.unknown	35_2

CUST_182296_PI403524517	2	0.0664835	0.2074709	-0.098911285	0.01965046	-0.024542809	-0.01965046	35_50679	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_7800_PI399408534	2	-0.07060051	0.50747967	0.10255146	-0.04074478	-0.09487915	0.040745735	35_15836	"Cluster: ARF GAP-like zinc finger-containing protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: ARF GAP-like zinc finger-containing"	UniRef90_Q69QY4	"CHR5V7|COORD:22074488..22078292| AGD5 (ARF-GAP DOMAIN 5); DNA binding"	AT5G54310.1	CHR07V5|COORD:22576253..22570439|protein ARF GAP-like zinc finger-containing protein ZIGA3, putative, expressed	LOC_Os07g37650.1	"no descriptionmoderately similar to ( 354)AT5G54310| Symbols: AGD5 | AGD5 (ARF-GAP DOMAIN 5); DNA binding | chr5:22074488-22078292 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned ArfGap COG5347 ArfGap"	signalling.G-proteins	30_5

CUST_4146_PI404877155	2	-0.53764725	-0.07550669	0.16528559	0.21786451	-0.44468212	0.07550669	Contig14973_at	peroxisomal membrane protein ABC transporter homologue [Oryza sativa (japonica cultivar-group)]	CAD59604.1	peroxisomal ABC transporter (PXA1)	At4g39850.1	protein ABC transporter, putative	Os01g73530	peroxisomal membrane protein ABC transporter homologue	transport.ABC transporters and multidrug resistance systems	34_16

CUST_27609_PI399408534	2	-0.52141	0.31156445	0.2542305	0.12621212	-0.25409317	-0.12621307	35_16875	"Cluster: Hypothetical protein P0017D10.14; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0017D10.14 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6AUA7	CHR5V7|COORD:1520354..1522298| transcription elongation factor-related	AT5G05140.1	CHR05V5|COORD:20164507..20160805|protein expressed protein	LOC_Os05g34210.1	no descriptionmoderately similar to ( 202)AT5G05140| Symbols:  | transcription elongation factor-related | chr5:1520354-1522298 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TFIIS TFIIS_I PRK07764 TFS2N PRK07003 Herpes_BLLF1 PRK12323 PRK12678 PRK05648 PRK00708 TT_ORF1	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_15515_PI404877155	2	0.16118908	-0.9032984	-0.2319088	0.04878807	-0.048789024	0.09852409	Contig9365_at	S276 [Triticum aestivum]	AAD10250.1	delta-8 sphingolipid desaturase, putative	At2g46210.1	protein S276	Os09g16920	delta-8 sphingolipid desaturase, putative, similar to delta-8 sphingolipid desaturase GI:3819708 from (Brassica napus)	lipid metabolism.'exotics' (steroids, squalene etc).sphingolipids	11_8_1

CUST_103784_PI403524517	2	-0.24588966	0.04254055	0.08421898	-0.04254055	0.14746761	-0.04403019	35_29589	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_6657_PI403524517	2	-0.23008251	0.050751686	0.15441036	-0.09948349	0.019235611	-0.019235611	35_1848	"Cluster: Putative HGA1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative HGA1 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z7I3	"CHR3V7|COORD:6228399..6229553| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G18180.1); similar to glycosyltransferase [Saccharum officinarum]"	AT3G18170.1	CHR02V5|COORD:13367815..13371156|protein glycosyltransferase, putative, expressed	LOC_Os02g22380.1	"no descriptionmoderately similar to ( 265)AT3G18170| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G18180.1); similar to glycosyltransferase [Saccharum officinarum] (GB:CAI30073.1); contains InterPro domain Protein of unknown function DUF563; (InterPro:IPR007657) | chr3:6228399-6229553 FORWARDnot assigned DUF563 PRK12323 PRK07003 COG4421"	not assigned.unknown	35_2

CUST_1386_PI403524517	2	0.403677	0.010622025	0.07360268	-0.12952232	-0.010622025	-0.09661102	35_367	"Cluster: Elongation factor 2; n=17; Magnoliophyta|Rep: Elongation factor 2 - Beta vulgaris (Sugar beet)"	UniRef90_O23755	"CHR1V7|COORD:20971910..20974742| LOS1 (Low expression of osmotically responsive genes 1); translation elongation factor/ translation factor, nucleic acid bindin"	AT1G56070.1	CHR04V5|COORD:1080427..1085754|protein elongation factor 2, putative, expressed	LOC_Os04g02820.3	" no descriptionmoderately similar to ( 342)AT1G56070| Symbols: AT1G56075.1, LOS1 | LOS1 (Low expression of osmotically responsive genes 1); translation elongation factor/ translation factor, nucleic acid binding | chr1:20971910-20974742 REVERSEmoderately similar to ( 337)EF2_BETVUElongation factor 2 - Beta vulgaris (Sugar beet)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned EF2 PRK07560 FusA GTP_EFTU GTP_translation_factor Snu114p PRK05433 TypA_BipA LepA LepA TypA EF-G PRK12740 TetM_like PRK12739 PRK00007 PRK10218 EF-G_bact RF3 PrfC prfC PRK12317 TufB SelB_euk SelB EF_Tu IF2_eIF5B infB PRK12736 EF1_alpha tufA SelB PRK12735 TEF1 PRK00049 InfB PRK04000 GCD11 CysN_ATPS infB PRK10512 PRK04004 eIF2_gamma "	protein.synthesis.elongation	29_2_4

CUST_75697_PI403524517	2	0.12730217	-0.16599846	-0.04605961	0.046058655	0.1058979	-0.079307556	35_21699	"Cluster: Acidic leucine-rich nuclear phosphoprotein 32-related protein 2; n=1; Oryza sativa|Rep: Acidic leucine-rich nuclear phosphoprotein 32-related protein 2"	UniRef90_Q7Y180	CHR3V7|COORD:18846252..18848078| leucine-rich repeat family protein	AT3G50690.1	CHR03V5|COORD:26326865..26329082|protein acidic leucine-rich nuclear phosphoprotein 32 family member A, expressed	LOC_Os03g46600.1	no descriptionvery weakly similar to (99.8)AT3G50690| Symbols:  | leucine-rich repeat family protein | chr3:18846252-18848078 REVERSEweakly similar to ( 103)AN32_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07764 PRK07003 Tymo_45kd_70kd APC_basic PRK05648 Atrophin-1 Extensin_2 GRASP55_65 DUF566 Drf_FH1 DUF1421 HPC2 PRK10819 DUF1509 Herpes_BLLF1 PRK12678 IER Herpes_UL32 TT_ORF1 KAR9	not assigned.no ontology	35_1

CUST_24294_PI403524517	2	0.19780636	0.5402546	0.009783745	-0.009783745	-0.24200153	-0.15003586	35_7050	"Cluster: Putative nucleic acid binding protein; n=2; Oryza sativa|Rep: Putative nucleic acid binding protein - Oryza sativa (Rice)"	UniRef90_Q8S7G1	CHR5V7|COORD:4958741..4960950| KH domain-containing protein	AT5G15270.1	CHR03V5|COORD:14855418..14850789|protein nucleic acid binding protein, putative, expressed	LOC_Os03g25970.2	no descriptionweakly similar to ( 181)AT5G15270| Symbols:  | KH domain-containing protein | chr5:4958741-4960950 FORWARDnot assigned not assigned not assigned not assigned PCBP_like_KH KH_1 KH-I	not assigned.no ontology	35_1

CUST_40660_PI403524517	2	7.9345703E-4	-0.12654543	0.07525158	-7.9345703E-4	-0.07863903	0.20880985	35_11694	"Cluster: Os02g0511900 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0511900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E0Y5	"CHR2V7|COORD:11588301..11601424| POL2B/TIL2 (TILTED2); DNA-directed DNA polymerase"	AT2G27120.1	CHR02V5|COORD:18343019..18365090|protein DNA polymerase family B, exonuclease domain containing protein, expressed	LOC_Os02g30800.1	" no descriptionmoderately similar to ( 248)AT2G27120| Symbols: POL2B, TIL2 | POL2B/TIL2 (TILTED2); DNA-directed DNA polymerase | chr2:11588301-11601424 FORWARDnot assigned DUF1744 "	DNA.synthesis/chromatin structure	28_1

CUST_63258_PI403524517	2	-0.07016373	0.088255405	0.040244102	-0.030947685	0.017350197	-0.017350197	35_18058	"Cluster: Hypothetical protein OSJNBa0016G10.14; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0016G10.14 - Oryza sativa (japonica"	UniRef90_Q69L70	"CHR5V7|COORD:9861348..9862746| similar to hypothetical protein MtrDRAFT_AC136288g4v1 [Medicago truncatula] (GB:ABE80618.1); contains InterPro domain Folate"	AT5G27830.1	CHR02V5|COORD:22927625..22925104|protein expressed protein	LOC_Os02g37940.2	"no descriptionmoderately similar to ( 214)AT5G27830| Symbols:  | similar to hypothetical protein MtrDRAFT_AC136288g4v1 [Medicago truncatula] (GB:ABE80618.1); contains domain Frizzled cystein-rich domain (SSF63501) | chr5:9861356-9862746 FORWARD"	not assigned.unknown	35_2

CUST_168464_PI403524517	2	0.0055994987	0.16584682	0.013588905	-0.005599022	-0.47460747	-0.42345858	35_46916	"Cluster: Protein kinase domain containing protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Protein kinase domain containing protein, express"	UniRef90_Q2QYS2	CHR1V7|COORD:21267295..21269224| protein kinase family protein	AT1G56720.2	CHR12V5|COORD:442729..438035|protein BRASSINOSTEROID INSENSITIVE 1-associated receptor kinase 1 precursor, putative, expressed	LOC_Os12g01740.2	no description	not assigned.unknown	35_2

CUST_732_PI404877155	2	0.07366085	0.30979824	0.014341354	-0.19483566	-0.2343626	-0.014342308	Contig10696_at	alpha, alpha-trehalose-phosphate synthase, UDP-forming, putative / trehalose-6-phosphate synthase, putative / UDP-glucose-glucosephosphate g	NP_177979.1	alpha, alpha-trehalose-phosphate synthase, UDP-forming, putative / trehalose-6-phosphate synthase, putative /	At1g78580.1	protein Similar to trehalose-6-phosphate synthase [imported] - Arabidopsis thaliana	Os05g44210	NONE	minor CHO metabolism.trehalose.TPS	3_2_1

CUST_60408_PI403524517	2	0.14562607	0.13285589	-0.27210617	-0.44050598	-0.12719107	0.12719107	35_17222	"Cluster: GEKO1-like protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: GEKO1-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K4F9	CHR2V7|COORD:1156779..1158692| GEK1 (GEKO1)	AT2G03800.1	CHR09V5|COORD:3619063..3632216|protein ethanol tolerance protein GEKO1, putative, expressed	LOC_Os09g07320.1	no descriptionmoderately similar to ( 367)AT2G03800| Symbols: GEK1 | GEK1 (GEKO1) | chr2:1156779-1158692 FORWARDtRNA_deacylase PRK03995 COG1650	not assigned.unknown	35_2

CUST_94246_PI403524517	2	0.13052368	0.08411884	-0.01981926	-0.13191223	-0.06661606	0.019820213	35_26943	"Cluster: Monooxygenase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Monooxygenase-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69VD3	CHR5V7|COORD:3617343..3618862| monooxygenase family protein	AT5G11330.1	CHR06V5|COORD:23548716..23551685|protein fscO, putative, expressed	LOC_Os06g39660.1	no descriptionweakly similar to ( 130)AT5G11330| Symbols:  | monooxygenase family protein | chr5:3617343-3618862 REVERSEPRK07236	misc.oxidases - copper, flavone etc.	26_7

CUST_118217_PI403524517	2	0.20036125	0.12663555	-0.0927577	-0.34614944	-0.8224621	0.09275818	35_33478	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_53658_PI403524517	2	0.040089607	-0.4381237	-0.021429062	-0.06447697	0.021429062	0.09050274	35_15267	Rep: Thymidine kinase - Oryza sativa (Rice)	UniRef90_O81263	CHR3V7|COORD:2489950..2490941| thymidine kinase, putative	AT3G07800.1	CHR03V5|COORD:714528..718122|protein thymidine kinase, putative, expressed	LOC_Os03g02200.2	 no descriptionmoderately similar to ( 280)AT3G07800| Symbols:  | thymidine kinase, putative | chr3:2489950-2490941 REVERSEmoderately similar to ( 380)KITH_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TK Tdk PRK04296 Extensin_2 DUF1421 Tymo_45kd_70kd 	nucleotide metabolism.salvage.nucleoside kinases.thymidine kinase	23_3_2_3

CUST_7119_PI404877155	2	0.20755625	-0.025146961	-0.05594015	0.025146484	-0.4903307	0.05053425	Contig20802_at	putative legumin-like protein [Oryza sativa (japonica cultivar-group)] dbj|BAB63836.1| putative legumin-like protein [Oryza sativa (japonica	NP_914389.1	cupin family protein	At2g28680.1	protein Cupin, putative	Os01g74480	legumin-like protein	development.storage proteins	33_1

CUST_20206_PI399408534	2	0.047533035	-0.32484627	-0.16922855	-0.010484695	0.11250019	0.010484695	35_24716	"Cluster: Putative transcription factor; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative transcription factor - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6AVK7	CHR2V7|COORD:15799701..15801857| scarecrow-like transcription factor 9 (SCL9)	AT2G37650.1	CHR03V5|COORD:27542003..27536892|protein DELLA protein RGL1, putative, expressed	LOC_Os03g48450.4	no descriptionmoderately similar to ( 384)AT2G37650| Symbols:  | scarecrow-like transcription factor 9 (SCL9) | chr2:15799701-15801857 FORWARDweakly similar to ( 174)RGA2_BRACMDELLA protein RGA2 - Brassica campestris (Field mustard)GRAS	RNA.regulation of transcription.GRAS transcription factor family	27_3_21

CUST_56086_PI403524517	2	0.023867607	0.2024889	-0.01948452	0.01948452	-0.06760597	-0.01948452	35_15963	"Cluster: Os12g0608600 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os12g0608600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IM09	"CHR1V7|COORD:29805717..29808572| ST1 (MERCAPTOPYRUVATE SULFURTRANSFERASE 1); thiosulfate sulfurtransferase"	AT1G79230.1	CHR12V5|COORD:25673385..25667717|protein thiosulfate sulfurtransferase, putative, expressed	LOC_Os12g41500.1	 no descriptionmoderately similar to ( 495)AT1G79230| Symbols: ATMST1, MST1, ATRDH1, ST1 | ST1 (MERCAPTOPYRUVATE SULFURTRANSFERASE 1) | chr1:29806251-29808572 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned SseA sseA TST_Repeat_1 TST_Repeat_2 TST_Repeats PRK09629 RHOD Rhodanese DUF1421 Tymo_45kd_70kd Extensin_2 RHOD_HSP67B2 RHOD PRK12323 Drf_FH1 Atrophin-1 	amino acid metabolism.degradation.serine-glycine-cysteine group.cysteine	13_2_5_3

CUST_61239_PI403524517	2	0.03117752	-0.15328121	-0.15311718	0.09556484	-0.031176567	0.14888954	35_17473	Rep: H0815C01.9 protein - Oryza sativa (Rice)	UniRef90_Q01J87	"CHR4V7|COORD:18511852..18514133| ATUBP3 (UBIQUITIN-SPECIFIC PROTEASE 3); ubiquitin-specific protease"	AT4G39910.1	CHR04V5|COORD:22354527..22348246|protein ubiquitin carboxyl-terminal hydrolase 4, putative, expressed	LOC_Os04g37950.1	" no descriptionmoderately similar to ( 347)AT4G39910| Symbols: UBP3, ATUBP3 | ATUBP3 (UBIQUITIN-SPECIFIC PROTEASE 3); ubiquitin-specific protease | chr4:18511852-18514133 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Peptidase_C19G UCH Peptidase_C19 peptidase_C19C Peptidase_C19E Peptidase_C19R Peptidase_C19L Peptidase_C19D Peptidase_C19K Peptidase_C19O Peptidase_C19H UBP5 UBP12 Peptidase_C19B COG5077 Peptidase_C19F Peptidase_C19Q Peptidase_C19A Peptidase_C19M Peptidase_C19N Peptidase_C19P "	protein.degradation.ubiquitin.ubiquitin protease	29_5_11_5

CUST_82865_PI403524517	2	0.050379276	0.40406704	-0.23985624	-0.020727158	-0.30398703	0.020727158	35_23762	"Cluster: Putative hydrolase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative hydrolase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8S3R0	CHR4V7|COORD:17265551..17267280| hydrolase, alpha/beta fold family protein	AT4G36610.1	CHR02V5|COORD:29220458..29218005|protein catalytic/ hydrolase, putative, expressed	LOC_Os02g47780.1	 no descriptionweakly similar to ( 107)AT4G36610| Symbols:  | hydrolase, alpha/beta fold family protein | chr4:17265551-17267280 REVERSEnot assigned 	not assigned.no ontology	35_1

CUST_4818_PI399408534	2	-0.14641953	0.8689289	-0.17013073	0.23298836	-0.2886486	0.14642048	35_21382	"Cluster: Putative calmodulin-binding heat-shock protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative calmodulin-binding heat-shock protein - Oryza"	UniRef90_Q652G4	CHR5V7|COORD:14996389..14998630| lipase class 3 family protein / calmodulin-binding heat-shock protein, putative	AT5G37710.1	CHR06V5|COORD:8141652..8146137|protein calmodulin-binding heat-shock protein, putative, expressed	LOC_Os06g14490.2	 no descriptionvery weakly similar to (66.6)AT5G37710| Symbols:  | lipase class 3 family protein / calmodulin-binding heat-shock protein, putative | chr5:14996389-14998630 FORWARD	signalling.calcium	30_3

CUST_112723_PI403524517	2	0.34369564	0.13849068	0.11356735	-0.21061707	-0.24772644	-0.11356735	35_31996	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_62686_PI403524517	2	0.021321297	0.2129345	-0.1768713	-0.021321297	-0.5061798	0.22410774	35_17872	Rep: Predicted protein - Phaeosphaeria nodorum SN15	UniRef90_Q0UDA6	0	0	0	0	no description	not assigned.unknown	35_2

CUST_3964_PI403524517	2	0.18545246	-0.1437397	0.07470989	-0.074710846	-0.16417217	0.26662827	35_1098	"Cluster: Putative nuclease I; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative nuclease I - Oryza sativa (japonica cultivar-group)"	UniRef90_Q9LGA5	CHR1V7|COORD:25600381..25601927| bifunctional nuclease, putative	AT1G68290.1	CHR01V5|COORD:1562940..1566272|protein nuclease PA3, putative, expressed	LOC_Os01g03730.1	 no descriptionmoderately similar to ( 342)AT1G68290| Symbols:  | bifunctional nuclease, putative | chr1:25600381-25601927 FORWARDnot assigned not assigned not assigned S1-P1_nuclease PRK12323 Herpes_BLLF1 	DNA.synthesis/chromatin structure	28_1

CUST_66656_PI403524517	2	0.061312675	0.00568676	-0.039669037	0.0856266	-0.04044056	-0.0056858063	35_19032	"Cluster: Zinc finger, C3HC4 type family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Zinc finger, C3HC4 type family protein, expressed -"	UniRef90_Q10R22	"CHR3|COORD:23467132..23469410| similar to zinc finger (C3HC4-type RING finger) family protein [Arabidopsis thaliana] (TAIR:At3g19910.1); similar to putative"	AT3G63530.2	CHR03V5|COORD:3940054..3945418|protein protein binding protein, putative, expressed	LOC_Os03g07790.1	" no descriptionmoderately similar to ( 203)AT3G63530| Symbols: BB2, BB | BB (BIG BROTHER); protein binding / zinc ion binding | chr3:23467382-23468762 REVERSEnot assigned COG5540 RING "	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_148221_PI403524517	2	0.29594994	0.020526886	-0.020526886	-0.0329113	-0.9721856	0.29281712	35_41468	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_103346_PI403524517	2	0.2321167	0.27552795	0.12520409	-0.1901226	-0.12520313	-0.16397333	35_29470	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_100912_PI403524517	2	-0.22849655	0.52458334	1.3485355	0.06765318	-0.0676527	-0.55200386	35_28798	Rep: Fructan exohydrolase - Triticum aestivum (Wheat)	UniRef90_Q3MV21	"CHR3V7|COORD:4533091..4535838| ATBFRUCT1/ATCWINV1 (ARABIDOPSIS THALIANA CELL WALL INVERTASE 1); beta-fructofuranosidase/ hydrolase, hydrolyzing"	AT3G13790.1	CHR01V5|COORD:42953169..42957287|protein beta-fructofuranosidase, insoluble isoenzyme 4 precursor, putative, expressed	LOC_Os01g73580.1	" no descriptionweakly similar to ( 176)AT3G13790| Symbols: ATCWINV1, ATBFRUCT1 | ATBFRUCT1/ATCWINV1 (ARABIDOPSIS THALIANA CELL WALL INVERTASE 1); beta-fructofuranosidase/ hydrolase, hydrolyzing O-glycosyl compounds | chr3:4533091-4535838 REVERSEmoderately similar to ( 241)INV4_ORYSAnot assigned Glyco_32 Glyco_hydro_32N SacC "	major CHO metabolism.degradation.sucrose.invertases.cell wall	2_2_1_3_2

CUST_72715_PI403524517	2	0.2668991	-0.12337637	0.10187721	-0.10187721	0.15180492	-0.21440697	35_20841	"Cluster: Putative glycinamide ribonucleotide synthetase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative glycinamide ribonucleotide synthetase - Oryza"	UniRef90_Q6YZX5	CHR1V7|COORD:3192785..3194938| phosphoribosylamine--glycine ligase (PUR2)	AT1G09830.1	CHR08V5|COORD:5335086..5339058|protein phosphoribosylamine--glycine ligase, putative, expressed	LOC_Os08g09210.2	no descriptionmoderately similar to ( 204)AT1G09830| Symbols:  | phosphoribosylamine--glycine ligase (PUR2) | chr1:3192785-3194938 REVERSEnot assigned not assigned PRK00885 PurD GARS_N PRK05784 PRK06395 GARS_A	nucleotide metabolism.synthesis.purine.GAR Synthetase	23_1_2_2

CUST_130448_PI403524517	2	-0.26444817	-0.20717716	0.104421616	0.36801815	-0.054749012	0.054748535	35_36634	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_8652_PI403524517	2	-0.48949194	-0.5526986	1.5072865	0.5771532	0.2671876	-0.26718807	35_2422	"Cluster: Putative embryo-specific protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative embryo-specific protein - Oryza sativa (japonica"	UniRef90_Q8S7U3	CHR2V7|COORD:7976482..7978107| late embryogenesis abundant domain-containing protein / LEA domain-containing protein	AT2G18340.1	CHR03V5|COORD:3659082..3656978|protein embryonic protein DC-8, putative, expressed	LOC_Os03g07180.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07735 TolA PRK12678 tolA TolA rne PRK05035 PRK12323 Tymo_45kd_70kd infB Gag_spuma MARCKS TT_ORF1 Extensin_2 Atrophin-1 PRK07003 HC2 PRK12472 DUF1777 PRK12372 LEA_4 COG4223 APC_basic DUF1421 PRK02224 DUF1509 Transformer COG5281 PRK09169 BASP1 DUF745 Lipoprotein_2 COG1835 Adeno_PV PRK10263 PRK08026 Protamine_P1 PRK07764	not assigned.unknown	35_2

CUST_104167_PI403524517	2	0.08621216	0.24450254	-0.16387844	0.058960915	-0.058960915	-0.32286072	35_29688	"Cluster: Putative SUMO protease; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative SUMO protease - Oryza sativa (japonica cultivar-group)"	UniRef90_Q9FP66	"CHR4V7|COORD:9012784..9015812| ESD4 (EARLY IN SHORT DAYS 4); cysteine-type peptidase"	AT4G15880.1	CHR01V5|COORD:14315765..14311104|protein SUMO protease, putative, expressed	LOC_Os01g25370.1	"no descriptionvery weakly similar to (75.5)AT4G15880| Symbols: ESD4 | ESD4 (EARLY IN SHORT DAYS 4); cysteine-type peptidase | chr4:9012784-9015812 FORWARDnot assigned"	protein.degradation.cysteine protease	29_5_3

CUST_39271_PI403524517	2	0.09025574	-0.006995201	-0.16518974	-0.044391632	0.03161335	0.006996155	35_11293	"Cluster: Unknow protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Unknow protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6AUH9	0	0	CHR05V5|COORD:2587473..2590142|protein CRS1 / YhbY domain containing protein, expressed	LOC_Os05g05300.1	no description	not assigned.unknown	35_2

CUST_53739_PI403524517	2	0.25715303	0.37453938	-0.08428955	0.08428955	-0.30403996	-0.373775	35_15291	"Cluster: Kelch motif, putative; n=1; Oryza sativa (japonica cultivar-group)|Rep: Kelch motif, putative - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53NA8	CHR3V7|COORD:22153986..22155242| kelch repeat-containing F-box family protein	AT3G59940.1	CHR11V5|COORD:7875009..7873356|protein protein kinase Kelch repeat:Kelch, putative, expressed	LOC_Os11g14140.1	no descriptionweakly similar to ( 104)AT3G59940| Symbols:  | kelch repeat-containing F-box family protein | chr3:22153986-22155242 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12678 PRK12323	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_98517_PI403524517	2	0.5050826	0.0021338463	0.3079958	-0.18059635	-0.2843294	-0.0021343231	35_28127	0	0		0	CHR04V5|COORD:14467039..14461486|protein retrotransposon protein, putative, unclassified	LOC_Os04g25090.1	no descriptionrve	not assigned.unknown	35_2

CUST_140518_PI403524517	2	0.0289917	0.42595863	-0.0616951	-0.028990746	-0.0752449	0.14260006	35_39400	"Cluster: Patatin-like phospholipase family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Patatin-like phospholipase family protein, expre"	UniRef90_Q2QMB1	CHR3V7|COORD:20370053..20371751| PLA IIIA/PLP7 (Patatin-like protein 7)	AT3G54950.1	CHR12V5|COORD:25806873..25804958|protein patatin-like phospholipase family protein, expressed	LOC_Os12g41720.1	" no descriptionvery weakly similar to (70.1)AT2G39220| Symbols: PLP6, PLA IIB | PLA IIB/PLP6 (Patatin-like protein 6); nutrient reservoir | chr2:16382133-16383741 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07764 PRK07003 PRK12678 PRK12323 Tymo_45kd_70kd DUF1509 "	development.storage proteins	33_1

CUST_35633_PI403524517	2	-0.046621323	0.28742266	0.046621323	-0.13254642	-0.14363003	0.15392017	35_10276	"Cluster: PDR-like ABC transporter; n=2; Oryza sativa (japonica cultivar-group)|Rep: PDR-like ABC transporter - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8GU83	"CHR2V7|COORD:15657479..15663496| ATPDR5/PDR5 (PLEIOTROPIC DRUG RESISTANCE 5); ATPase, coupled to transmembrane movement of substances"	AT2G37280.1	CHR02V5|COORD:19414925..19399534|protein ATP binding protein, putative, expressed	LOC_Os02g32690.1	" no descriptionmoderately similar to ( 286)AT2G37280| Symbols: PDR5, ATPDR5 | ATPDR5/PDR5 (PLEIOTROPIC DRUG RESISTANCE 5); ATPase, coupled to transmembrane movement of substances | chr2:15657479-15663496 FORWARDmoderately similar to ( 278)PDR3_TOBACPleiotropic drug resistance protein 3 - Nicotiana tabacum (Common tobacco)not assigned not assigned ABC2_membrane "	transport.ABC transporters and multidrug resistance systems	34_16

CUST_81357_PI403524517	2	0.078136444	-0.13218117	0.0088710785	-0.021144867	0.053585052	-0.008872032	35_23336	"Cluster: Membrane protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Membrane protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69K99	CHR4V7|COORD:17810177..17811343| protein binding / zinc ion binding	AT4G37880.1	CHR06V5|COORD:23101040..23097860|protein protein UNQ2508/PRO5996, putative, expressed	LOC_Os06g38940.2	no descriptionmoderately similar to ( 215)AT4G37880| Symbols:  | protein binding / zinc ion binding | chr4:17810177-17811343 FORWARDnot assigned not assigned COG5109	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_22913_PI399408534	2	0.20705032	-0.75482464	-0.11391544	0.068427086	-0.0074129105	0.0074129105	35_22413	"Cluster: Putative homeodomain leucine zipper protein CPHB-3; n=4; Oryza sativa (japonica cultivar-group)|Rep: Putative homeodomain leucine zipper protein CPHB-3"	UniRef90_Q67UE2	"CHR5V7|COORD:2068306..2070285| HAT14 (homeobox-leucine zipper protein 14); DNA binding / transcription factor"	AT5G06710.1	CHR09V5|COORD:16675358..16673584|protein homeobox-leucine zipper protein HAT14, putative, expressed	LOC_Os09g27450.1	"no descriptionmoderately similar to ( 204)AT5G06710| Symbols: HAT14 | HAT14 (homeobox-leucine zipper protein 14); DNA binding | chr5:2069094-2070285 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned HALZ HALZ Homeobox homeodomain HOX COG5576 PRK07764 TraB_pillus"	RNA.regulation of transcription.HB,Homeobox transcription factor family	27_3_22

CUST_12589_PI404877155	2	-0.08392811	0.22242832	-0.0054330826	0.0054330826	-0.10296345	0.050810814	Contig6323_at	0	0	0	0	0	0	"transcription factor jumonji (jmjC) domain-containing protein, contains Pfam domain, PF02373: jmjC domain; non-consensus TG acceptor splice site at exon boundary 79262"	RNA.regulation of transcription.JUMONJI family	27_3_57

CUST_59033_PI403524517	2	0.25576115	-0.7869549	-0.2703514	0.00121212	-0.00121212	0.083102226	35_16839	"Cluster: Os01g0102600 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0102600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JRG4	CHR3V7|COORD:9913551..9915661| shikimate kinase family protein	AT3G26900.1	CHR01V5|COORD:142379..144654|protein shikimate kinase family protein, expressed	LOC_Os01g01302.1	no descriptionweakly similar to ( 162)AT3G26900| Symbols:  | shikimate kinase family protein | chr3:9913551-9915661 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned SKI SK aroK AroK PRK07003 Tymo_45kd_70kd PRK12323 Atrophin-1	amino acid metabolism.synthesis.aromatic aa.chorismate.shikimate kinase	13_1_6_1_5

CUST_18581_PI403524517	2	-0.22916985	-0.142272	0.21727371	0.038889885	-0.016134262	0.016134262	35_5372	Rep: OSJNBa0089N06.9 protein - Oryza sativa (Rice)	UniRef90_Q7XN73	"CHR3V7|COORD:7240104..7246760| similar to Os04g0628600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001053961.1); similar to OSJNBa0089N06.9 [Oryza"	AT3G20720.1	CHR04V5|COORD:31773402..31763264|protein expressed protein	LOC_Os04g53670.1	"no descriptionmoderately similar to ( 222)AT3G20720| Symbols:  | similar to Os04g0628600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001053961.1); similar to OSJNBa0089N06.9 [Oryza sativa (japonica cultivar-group)] (GB:CAE04248.3); similar to unnamed protein product; gene_id:MOE17.2 unknown protein [Medicago truncatula] (GB:ABE93163.1); contains domain SUBFAMILY NOT NAMED (PTHR22774:SF4); contains domain UNCHARACTERIZED (PTHR22774) | chr3:7240104-7246760 FORWARDnot assigned"	not assigned.unknown	35_2

CUST_13031_PI403524517	2	-0.04967928	0.41388798	0.049679756	0.2221036	-0.16414213	-0.2268014	35_3728	"Cluster: Os01g0217800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0217800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JPK7	CHR1V7|COORD:19868610..19871009| DJ-1 family protein	AT1G53280.1	CHR01V5|COORD:6429138..6432865|protein 4-methyl-5-thiazole monophosphate biosynthesis protein, putative, expressed	LOC_Os01g11880.1	no descriptionmoderately similar to ( 404)AT1G53280| Symbols:  | DJ-1 family protein | chr1:19868610-19871009 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned GATase1_DJ-1 PRK11574 ThiJ DJ-1_PfpI GATase1_PfpI_like GATase1_PfpI_2 COG4977 GATase1_AraC_ArgR_like GATase1_AraC_1 GATase1_AraC_2 GATase1_PfpI_1 GATase1_PfpI_3 GAT_1 GATase1 GATase1_Hsp31_like APC_basic PRK07764 PRK11634 Gag_spuma TT_ORF1 PRK12323	not assigned.no ontology	35_1

CUST_35808_PI403524517	2	-1.0293121	-0.41341352	-0.2029829	0.7922945	0.20298243	1.0838914	35_10325	Rep: OSJNBa0042I15.15 protein - Oryza sativa (Rice)	UniRef90_Q7XLX5	"CHR3V7|COORD:3069363..3071150| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G03660.1); similar to hypothetical protein [Ipomoea trifida]"	AT3G09980.1	CHR04V5|COORD:20035696..20033844|protein expressed protein	LOC_Os04g33450.2	"no descriptionweakly similar to ( 166)AT3G09980| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G03660.1); similar to hypothetical protein [Ipomoea trifida] (GB:AAS79606.1); contains InterPro domain Protein of unknown function DUF662; (InterPro:IPR007033); contains InterPro domain t-snare; (InterPro:IPR010989) | chr3:3069363-3071150 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF662"	not assigned.unknown	35_2

CUST_161940_PI403524517	2	0.2958908	-0.48108673	0.16275215	-0.09329224	0.09329224	-0.26863384	35_45172	"Cluster: PREDICTED: hypothetical protein; n=1; Rattus norvegicus|Rep: PREDICTED: hypothetical protein - Rattus norvegicus"	UniRef90_UPI0000DA1E0A	"CHR5V7|COORD:2221803..2225099| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G62240.1); similar to aspartic acid-rich protein aspolin1 [Theragra"	AT5G07170.1	CHR01V5|COORD:12907283..12903947|protein immediate-early protein RSP40, putative, expressed	LOC_Os01g22990.2	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK02363 CobT DUF566 COG4530 RpoE CobT FYDLN_acid COG5137 PRK05901 Rtt106 TT_ORF1 COG5406 Protamine_P2 Herpes_gp2 RNA_pol_delta TFIIF_alpha DNA_pol_phi SDA1 TFIIA Herpes_capsid COG5099 Nop14 Protamine_P1 PRK05658 PPP4R2 Fib_alpha BUD22 AF-4 SSP160 Mpp10 Sigma70_ner Nucleoplasmin RNA1 YL1 PRK08581 MDN1	not assigned.unknown	35_2

CUST_19274_PI399408534	2	0.17317009	-0.6024866	-0.11960697	0.11960602	0.18142891	-0.15910721	35_4186	Rep: Auxin-responsive protein IAA12 - Oryza sativa (Rice)	UniRef90_Q75GK1	"CHR1V7|COORD:1128563..1129318| SHY2 (SHORT HYPOCOTYL 2); transcription factor"	AT1G04240.1	CHR03V5|COORD:24166753..24168059|protein OsIAA12 - Auxin-responsive Aux/IAA gene family member, expressed	LOC_Os03g43410.1	" no descriptionvery weakly similar to (56.2)AT1G04240| Symbols: IAA3, SHY2 | SHY2 (SHORT HYPOCOTYL 2); transcription factor | chr1:1128563-1129318 REVERSEvery weakly similar to (87.0)IAA12_ORYSAAUX_IAA "	hormone metabolism.auxin.induced-regulated-responsive-activated	17_2_3

CUST_90306_PI403524517	2	0.05695343	0.3707199	0.047597885	-0.11550999	-0.087197304	-0.04759693	35_25830	"Cluster: Putative calcium-transporting ATPase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative calcium-transporting ATPase - Oryza sativa (japonica"	UniRef90_Q6ETP2	0	0	CHR02V5|COORD:4208367..4195421|protein calcium-transporting ATPase 10, plasma membrane-type, putative, expressed	LOC_Os02g08010.1	no description	not assigned.unknown	35_2

CUST_8623_PI403524517	2	-0.13564205	0.0026273727	-0.06871128	0.18652725	-0.0026273727	0.081282616	35_2415	"Cluster: Putative diphosphate-fructose-6-phosphate 1-phosphotransferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative"	UniRef90_Q65X97	CHR4V7|COORD:13301103..13304039| phosphofructokinase family protein	AT4G26270.1	CHR05V5|COORD:26023988..26029289|protein 6-phosphofructokinase, putative, expressed	LOC_Os05g44922.1	no descriptionhighly similar to ( 714)AT4G26270| Symbols:  | phosphofructokinase family protein | chr4:13301103-13304039 REVERSEvery weakly similar to (79.7)PFPB_RICCOPyrophosphate--fructose 6-phosphate 1-phosphotransferase subunit beta - Ricinus communis (Castor bean)not assigned not assigned not assigned not assigned not assigned not assigned PRK06830 PfkA PRK03202 PFK PFK Bacterial_PFK PRK06555 PRK07085 Pyrophosphate_PFK Eukaryotic_PFK PRK07003 TT_ORF1 Herpes_BLLF1 Atrophin-1	glycolysis.PPFK	4_4

CUST_7793_PI404877155	2	0.43772602	0.0347929	-0.015835762	-0.09779358	-0.8621187	0.015834808	Contig22980_at	leucine-rich repeat transmembrane protein kinase, putative [Arabidopsis thaliana]	NP_177451.1	leucine-rich repeat transmembrane protein kinase, putative	At1g73080.1	protein Leucine Rich Repeat, putative	Os02g40180	leucine-rich repeat transmembrane protein kinase, putative, similar to receptor protein kinase GI:1389566 from (Arabidopsis thaliana)	signalling.receptor kinases.leucine rich repeat XI	30_2_11

CUST_107697_PI403524517	2	-0.005968094	-0.43098736	0.07644558	0.005968094	-0.020149231	0.101195335	35_30647	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_110494_PI403524517	2	0.085843086	-1.8770256	-0.21849632	0.010622978	0.042633057	-0.010622025	35_31384	"Cluster: Protein transport protein SEC61 gamma-1 subunit; n=4; Magnoliophyta|Rep: Protein transport protein SEC61 gamma-1 subunit - Arabidopsis thaliana (Mouse-"	UniRef90_Q9SW34	CHR4V7|COORD:12820267..12820675| protein transport protein SEC61 gamma subunit, putative	AT4G24920.1	CHR02V5|COORD:4332269..4332778|protein protein transport protein SEC61 gamma subunit, putative, expressed	LOC_Os02g08180.1	 no descriptionweakly similar to ( 104)AT5G50460| Symbols:  | protein transport protein SEC61 gamma subunit, putative | chr5:20569394-20569735 REVERSEweakly similar to ( 108)SC61G_ORYSAnot assigned SecE Sss1 	protein.targeting.secretory pathway.unspecified	29_3_4_99

CUST_29777_PI403524517	2	0.16625309	-0.12351608	0.0019140244	-0.05062008	-0.0019130707	0.17435265	35_8598	"Cluster: Os01g0852200 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0852200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JHN8	CHR3V7|COORD:17318279..17320884| carbohydrate transporter/ sugar porter	AT3G46980.3	CHR01V5|COORD:37022478..37014394|protein sialin, putative, expressed	LOC_Os01g63290.2	no descriptionmoderately similar to ( 360)AT3G46980| Symbols:  | carbohydrate transporter/ sugar porter | chr3:17318279-17320884 REVERSEnot assigned MFS_1 UhpC CynX NarK	transport.phosphate	34_7

CUST_4611_PI399408534	2	-0.012138367	-0.324975	-0.14889908	0.014129639	0.15036488	0.012137413	35_33368	"Cluster: MRNA-associated protein mrnp41-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: MRNA-associated protein mrnp41-like - Oryza sativa (japonica cult"	UniRef90_Q8RYM1	CHR1V7|COORD:30325701..30328435| transducin family protein / WD-40 repeat family protein	AT1G80670.1	CHR01V5|COORD:25793211..25801105|protein rae1-like protein, putative, expressed	LOC_Os01g44394.1	no descriptionvery weakly similar to (66.6)AT1G80670| Symbols:  | transducin family protein / WD-40 repeat family protein | chr1:30325701-30328435 REVERSE	RNA.processing	27_1

CUST_130891_PI403524517	2	0.03238201	0.3065939	-0.3700943	-0.38212776	-0.032382965	0.14975548	35_36761	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_105611_PI403524517	2	0.039094925	0.38405704	-0.03909397	-0.07852745	-0.0467844	0.15017414	35_30075	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_7218_PI403524517	2	-0.07327747	0.026792526	0.2900772	-0.19987297	-0.026792526	0.11767483	35_2003	Rep: Gigantea-like protein - Hordeum vulgare (Barley)	UniRef90_Q56S02	CHR1V7|COORD:8062387..8067436| GI (GIGANTEA)	AT1G22770.1	CHR01V5|COORD:4335288..4326087|protein GIGANTEA protein, putative, expressed	LOC_Os01g08700.6	 no descriptionnearly identical (1068)AT1G22770| Symbols: FB, GI | GI (GIGANTEA) | chr1:8062387-8067436 FORWARDnearly identical (1477)GIGAN_ORYSA	development.unspecified	33_99

CUST_136446_PI403524517	2	-0.006116867	0.0091199875	-0.062322617	-0.040296555	0.014895439	0.006116867	35_38260	Rep: Putative RH2 protein - Zea mays (Maize)	UniRef90_Q2MJJ9	CHR3V7|COORD:6863796..6866248| eukaryotic translation initiation factor 4A, putative / eIF-4A, putative / DEAD box RNA helicase, putative	AT3G19760.1	CHR03V5|COORD:20451542..20447012|protein eukaryotic initiation factor 4A-3, putative, expressed	LOC_Os03g36930.1	 no descriptionmoderately similar to ( 398)AT3G19760| Symbols:  | eukaryotic translation initiation factor 4A, putative / eIF-4A, putative / DEAD box RNA helicase, putative | chr3:6863796-6866248 FORWARDmoderately similar to ( 414)IF4A3_NICPLEukaryotic initiation factor 4A-3 - Nicotiana plumbaginifolia (Leadwort-leaved tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned SrmB PRK11776 PRK11192 PRK11634 PRK04837 PRK01297 PRK10590 HELICc PRK04537 DEADc Helicase_C HELICc RecQ DEXDc DEAD PRK11057 SSL2 Lhr COG1205 MPH1 DEXDc COG1202 RecG PRK05298 	protein.synthesis.initiation	29_2_3

CUST_153895_PI403524517	2	-0.6242666	0.38642454	0.017804146	-0.017804146	-0.1293006	0.16529894	35_43009	"Cluster: Os01g0776700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0776700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JIU7	"CHR2V7|COORD:15456918..15458386| similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAC07355.1); similar to Os01g0776700 [Oryza sativa"	AT2G36835.1	CHR01V5|COORD:33184945..33182123|protein expressed protein	LOC_Os01g56890.1	"no descriptionvery weakly similar to (80.9)AT2G36835| Symbols:  | similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAC07355.1); similar to Os01g0776700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001044417.1) | chr2:15456918-15458386 REVERSE"	not assigned.unknown	35_2

CUST_49372_PI403524517	2	-0.14660978	-1.08242035E-4	1.0871887E-4	0.09690428	-0.12560368	0.19567394	35_14082	"Cluster: Tubulin alpha-1 chain; n=74; Viridiplantae|Rep: Tubulin alpha-1 chain - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_P11139	CHR5|COORD:6687100..6690042| tubulin alpha-3/alpha-5 chain (TUA5), nearly identical to SP:P20363 Tubulin alpha-3/alpha-5 chain {Arabidopsis thaliana}	AT5G19780.1	CHR03V5|COORD:6258673..6254912|protein tubulin alpha-2 chain, putative, expressed	LOC_Os03g11970.1	no descriptionhighly similar to ( 791)AT5G19780| Symbols: TUA5 | TUA5 (tubulin alpha-5) | chr5:6687214-6688928 FORWARDhighly similar to ( 793)TBA6_MAIZETubulin alpha-6 chain - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned alpha_tubulin COG5023 Tubulin_FtsZ beta_tubulin gamma_tubulin epsilon_tubulin Tubulin Tubulin_C delta_tubulin	cell.organisation	31_1

CUST_171333_PI403524517	2	0.028865814	-0.26962185	0.07238388	-0.09369278	0.040290833	-0.02886486	35_47738	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_140179_PI403524517	2	0.45379353	0.021945	-0.14357662	-0.002070427	0.002070427	-0.3338623	35_39308	"Cluster: Hypothetical protein OSJNBa0027L23.17; n=2; Oryza sativa|Rep: Hypothetical protein OSJNBa0027L23.17 - Oryza sativa (Rice)"	UniRef90_Q8W3I0	CHR1V7|COORD:11399903..11405702| actin binding	AT1G31810.1	CHR10V5|COORD:22605218..22606346|protein hypothetical protein	LOC_Os10g42520.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned	not assigned.unknown	35_2

CUST_114479_PI403524517	2	0.34786272	-0.014226913	0.10998726	-0.36506605	-0.0759058	0.014226913	35_32489	"Cluster: AT hook motif-containing protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: AT hook motif-containing protein-like - Oryza sativa (japonica"	UniRef90_Q5N909	CHR1V7|COORD:6747158..6751434| AT hook motif-containing protein	AT1G19485.1	CHR01V5|COORD:37415796..37407138|protein AT hook motif family protein, expressed	LOC_Os01g63910.2	no descriptionvery weakly similar to (63.5)AT1G19485| Symbols:  | AT hook motif-containing protein | chr1:6747158-6751434 FORWARD	DNA.repair	28_2

CUST_29877_PI403524517	2	0.03350258	0.21445847	-0.033503532	-0.15553284	-0.18248653	0.087822914	35_8625	"Cluster: Os05g0148500 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0148500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DKR0	"CHR3V7|COORD:18128604..18132838| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G23700.1); similar to expressed protein [Oryza sativa (japonica"	AT3G48860.2	CHR05V5|COORD:2753722..2745350|protein expressed protein	LOC_Os05g05580.1	"no descriptionmoderately similar to ( 246)AT3G48860| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G23700.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABA93965.1); similar to Os01g0928100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001045273.1); contains InterPro domain Helix-loop-helix DNA-binding; (InterPro:IPR011598) | chr3:18128604-18131850 FORWARD"	not assigned.unknown	35_2

CUST_58597_PI403524517	2	-0.28167534	-0.61429024	0.28167439	0.6760807	0.54133606	-0.29082012	35_16716	Rep: Cell wall invertase - Lolium perenne (Perennial ryegrass)	UniRef90_Q2QI10	"CHR3|COORD:19517630..19520368| similar to beta-fructosidase, putative / beta-fructofuranosidase, putative [Arabidopsis thaliana] (TAIR:At2g36190.1);"	AT3G52600.2	CHR02V5|COORD:19676675..19681382|protein beta-fructofuranosidase, insoluble isoenzyme 1 precursor, putative, expressed	LOC_Os02g33110.1	" no descriptionmoderately similar to ( 357)AT3G52600| Symbols: ATCWINV2 | ATCWINV2 (ARABIDOPSIS THALIANA CELL WALL INVERTASE 2); hydrolase, hydrolyzing O-glycosyl compounds | chr3:19518058-19519811 REVERSEhighly similar to ( 513)INV1_ORYSAnot assigned not assigned not assigned Glyco_32 Glyco_hydro_32N Glyco_hydro_32C SacC "	major CHO metabolism.degradation.sucrose.invertases.cell wall	2_2_1_3_2

CUST_18292_PI403524517	2	-0.17653275	0.47561646	-0.43141937	-0.23934937	0.25054836	0.1765337	35_5288	"Cluster: Long cell-linked locus protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Long cell-linked locus protein, putative, express"	UniRef90_Q10MM6	"CHR5V7|COORD:15506920..15507468| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G02170.1); similar to At5g38700 [Medicago truncatula]"	AT5G38700.1	CHR03V5|COORD:10656727..10657978|protein long cell-linked locus protein, putative, expressed	LOC_Os03g19070.1	"no descriptionvery weakly similar to (66.2)AT5G38700| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G02170.1); similar to At5g38700 [Medicago truncatula] (GB:ABE84418.1) | chr5:15506920-15507468 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned"	not assigned.unknown	35_2

CUST_29539_PI403524517	2	-0.025327206	-0.08750391	0.11932659	-0.20518875	0.44536257	0.025326729	35_8532	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_52211_PI403524517	2	-0.058752537	0.13679695	0.05875206	0.074244976	-0.48468256	-0.31296492	35_14878	Rep: Globulin-2 precursor - Zea mays (Maize)	UniRef90_Q7M1Z8	"CHR1V7|COORD:5675918..5678679| SR45 (arginine/serine-rich 45); RNA binding"	AT1G16610.2	CHR03V5|COORD:32958969..32961879|protein globulin-1 S allele precursor, putative, expressed	LOC_Os03g57960.1	no descriptionvery weakly similar to (77.0)GLB1_MAIZEGlobulin-1 S allele precursor - Zea mays (Maize)not assigned PRK12323 PRK07764	development.storage proteins	33_1

CUST_77307_PI403524517	2	-0.08479309	-2.8536186	0.049688816	0.2744131	-0.049689293	0.4035492	35_22157	"Cluster: Os01g0961000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0961000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JFU4	0	0	CHR01V5|COORD:42696618..42697213|protein expressed protein	LOC_Os01g73024.1	no description	not assigned.unknown	35_2

CUST_59512_PI403524517	2	0.017335892	0.051851273	-0.02025795	-0.057466507	0.14770508	-0.017335892	35_16969	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q84T82	CHR2V7|COORD:15047814..15049055| similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:AAO66526.1)	AT2G35790.1	CHR03V5|COORD:35907425..35909446|protein expressed protein	LOC_Os03g63680.1	no descriptionweakly similar to ( 161)AT2G35790| Symbols:  | similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:AAO66526.1) | chr2:15047814-15049055 FORWARDnot assigned	not assigned.unknown	35_2

CUST_115082_PI403524517	2	0.03314495	0.32272387	-0.10359955	0.16042423	-0.25522614	-0.03314495	35_32650	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_147861_PI403524517	2	-0.007127762	1.5493908	0.81414986	-0.8808856	-0.34654713	0.007127285	35_41370	"Cluster: Hypothetical protein P0519D04.18; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0519D04.18 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5N7L8		0	CHR01V5|COORD:28672690..28677882|protein expressed protein	LOC_Os01g49310.2	no description	not assigned.unknown	35_2

CUST_81028_PI403524517	2	-0.10861921	-1.4959936	0.22956324	0.108618736	0.21518087	-0.29665756	35_23241	"Cluster: Inwardly rectifying potassium channel AKT2; n=1; Hordeum vulgare|Rep: Inwardly rectifying potassium channel AKT2 - Hordeum vulgare (Barley)"	UniRef90_Q06XL5	0	0	CHR05V5|COORD:20960168..20956225|protein potassium channel AKT2/3, putative, expressed	LOC_Os05g35410.1	no description	not assigned.unknown	35_2

CUST_108338_PI403524517	2	-0.4801197	-0.16137648	1.2233377	0.78072643	-0.14516592	0.14516592	35_30817	Rep: Peroxidase 10 - Triticum monococcum (Einkorn wheat) (Small spelt)	UniRef90_Q5I3E8	CHR1V7|COORD:26968021..26970219| peroxidase 12 (PER12) (P12) (PRXR6)	AT1G71695.1	CHR04V5|COORD:34970112..34968298|protein peroxidase 12 precursor, putative, expressed	LOC_Os04g59150.2	no descriptionweakly similar to ( 156)AT1G71695| Symbols:  | peroxidase 12 (PER12) (P12) (PRXR6) | chr1:26968021-26970219 FORWARDweakly similar to ( 147)PER1_SORBICationic peroxidase SPC4 precursor - Sorghum bicolor (Sorghum) (Sorghum vulgare)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned secretory_peroxidase plant_peroxidase peroxidase PRK07003 PRK12323 PRK07764 PRK12678 HPC2 Atrophin-1 TT_ORF1 DUF566 Tymo_45kd_70kd Herpes_BLLF1	misc.peroxidases	26_12

CUST_16562_PI403524517	2	0.13642502	-0.5601053	-0.024479866	0.05958271	-0.06149006	0.024479866	35_4784	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_159461_PI403524517	2	2.4175644E-4	0.4014554	0.019004822	-2.4175644E-4	-0.110806465	-0.33819866	35_44507	"Cluster: Putative brain and reproductive organ-expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative brain and reproductive organ-express"	UniRef90_Q5Z9P5	"CHR5V7|COORD:16999593..17001966| similar to Os06g0715600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001058586.1); similar to MGC83547 protein"	AT5G42470.1	CHR06V5|COORD:30380325..30375241|protein protein BRE, putative, expressed	LOC_Os06g50170.1	no description	not assigned.unknown	35_2

CUST_68201_PI403524517	2	0.031926155	-1.2178059	-0.11427021	0.08207607	0.08956337	-0.031926155	35_19496	Rep: F11F12.1 protein - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q9LPT6	CHR1V7|COORD:18778754..18780220| OTU-like cysteine protease family protein	AT1G50670.1	CHR02V5|COORD:3470532..3474166|protein expressed protein	LOC_Os02g06890.1	no descriptionmoderately similar to ( 358)AT1G50670| Symbols:  | OTU-like cysteine protease family protein | chr1:18778754-18780220 REVERSEnot assigned COG5539 OTU	protein.degradation.cysteine protease	29_5_3

CUST_9781_PI399408534	2	0.08926773	0.24493217	-0.07963848	-0.07941151	-0.0029754639	0.0029754639	35_27782	"Cluster: Putative DHHC-type zinc finger domain-containing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative DHHC-type zinc finger domain-contai"	UniRef90_Q69UA2	CHR3V7|COORD:18086887..18089069| zinc finger (DHHC type) family protein	AT3G48760.1	CHR08V5|COORD:26809326..26805933|protein palmitoyltransferase ZDHHC9, putative, expressed	LOC_Os08g42620.2	no descriptionvery weakly similar to (74.3)AT3G48760| Symbols:  | zinc finger (DHHC type) family protein | chr3:18086887-18089069 FORWARD	RNA.regulation of transcription.unclassified	27_3_99

CUST_70253_PI403524517	2	0.16577816	0.1653328	-0.09516716	0.014113426	-0.22379112	-0.014113426	35_20116	"Cluster: NBS-LRR type resistance protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: NBS-LRR type resistance protein-like - Oryza sativa (japonica cu"	UniRef90_Q6K5R9	0	0	CHR02V5|COORD:16407037..16409792|protein resistance protein T10rga2-1A, putative	LOC_Os02g27710.1	no description	not assigned.unknown	35_2

CUST_15963_PI404877155	2	0.22308445	-0.35613823	-0.1575613	0.29133987	0.10318375	-0.10318375	Contig9808_at	Low-temperature induced protein lt101.2 emb|CAC37082.1| putative membrane protein [Hordeum vulgare subsp. vulgare]	Q9ARD5	hydrophobic protein, putative / low temperature and salt responsive protein, putative	At2g38905.1	protein Uncharacterized protein family	Os03g17790	"hydrophobic protein, putative / low temperature and salt responsive protein, putative, strong similarity to SP:Q9ZNQ7 Hydrophobic protein RCI2A (Low temperature and salt responsive protein LTI6A) {Arabidopsis thaliana}; contains Pfam profile PF01679: Unch"	stress.abiotic.cold	20_2_2

CUST_98215_PI403524517	2	-0.0104055405	-0.073114395	0.06730461	0.0104055405	-0.2747345	0.11808491	35_28043	Rep: HV1PST - Hordeum vulgare (Barley)	UniRef90_Q9SWT7	"CHR1V7|COORD:5675918..5678679| SR45 (arginine/serine-rich 45); RNA binding"	AT1G16610.2	CHR05V5|COORD:24691505..24692419|protein conserved hypothetical protein	LOC_Os05g42340.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_15466_PI404877155	2	-0.01758957	0.01758957	-0.23575115	0.31533432	-0.10861397	0.17837048	Contig9338_at	acyl-CoA oxidase (ACX2) [Arabidopsis thaliana] dbj|BAB11647.1| acyl-CoA oxidase [Arabidopsis thaliana]	NP_201316.1	acyl-CoA oxidase (ACX2)	At5g65110.1	protein acyl-CoA oxidase homolog	Os11g39220	acyl-CoA oxidase (gb|AAC13497.1)	lipid metabolism.lipid degradation.beta-oxidation.acyl CoA DH	11_9_4_02

CUST_166927_PI403524517	2	5.62191E-4	-2.5257392	0.15150261	-5.6266785E-4	0.17593288	-1.2700562	35_46501	"Cluster: OSIGBa0113E10.3 protein; n=3; BEP clade|Rep: OSIGBa0113E10.3 protein - Oryza sativa (Rice)"	UniRef90_Q00RQ3	CHR3V7|COORD:5471800..5473039| L-asparaginase, putative / L-asparagine amidohydrolase, putative	AT3G16150.1	CHR04V5|COORD:32942472..32945722|protein transposon protein, putative, unclassified, expressed	LOC_Os04g55710.1	 no descriptionweakly similar to ( 187)AT3G16150| Symbols:  | L-asparaginase, putative / L-asparagine amidohydrolase, putative | chr3:5471800-5473039 FORWARDweakly similar to ( 116)ASPG_LUPLUL-asparaginase precursor - Lupinus luteus (European yellow lupin)not assigned not assigned Asparaginase_2 Asparaginase_2 COG1446 ASRGL1_like Ntn_Asparaginase_2_like PRK10226 Asparaginase_2_like Glycosylasparaginase Taspase1_like 	amino acid metabolism.degradation.aspartate family.asparagine.L-asparaginase	13_2_3_1_1

CUST_152121_PI403524517	2	0.1821909	-0.0626626	0.083636284	-0.056746006	-0.28061867	0.056746006	35_42524	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_83563_PI403524517	2	0.046562195	-0.27981806	0.013581753	-0.050593853	-0.013581276	0.14194155	35_23959	"Cluster: Hypothetical protein OJ1111_A10.14; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1111_A10.14 - Oryza sativa (japonica cultiv"	UniRef90_Q60EZ9	"CHR1V7|COORD:19373457..19375531| AR791; actin binding"	AT1G52080.1	CHR05V5|COORD:5244956..5248797|protein AR791, putative, expressed	LOC_Os05g09380.3	no description	not assigned.unknown	35_2

CUST_14933_PI399408534	2	-0.05845642	-0.14686489	-0.00765419	0.0076532364	0.19054985	0.10105705	35_10734	"Cluster: Calcineurin B-like; n=3; Oryza sativa (japonica cultivar-group)|Rep: Calcineurin B-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5N8E2	"CHR4V7|COORD:15924824..15926401| CBL10 (calcineurin B-like protein 10); calcium ion binding"	AT4G33000.2	CHR01V5|COORD:29895394..29898331|protein calcineurin B-like protein 10, putative, expressed	LOC_Os01g51420.1	" no descriptionmoderately similar to ( 254)AT4G33000| Symbols: ATCBL10, CBL10 | CBL10 (calcineurin B-like protein 10); calcium ion binding | chr4:15924824-15926401 FORWARDvery weakly similar to (56.6)CCAMK_MEDTRCalcium and calcium/calmodulin-dependent serine/threonine-protein kinase DMI-3 - Medicago truncatula (Barrel medic)not assigned not assigned not assigned not assigned FRQ1 EFh "	signalling.calcium	30_3

CUST_25061_PI403524517	2	0.10550213	0.2658291	0.15219116	-0.2611742	-0.10550165	-0.27161217	35_7272	"Cluster: Latex-abundant protein-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Latex-abundant protein-like protein - Oryza sativa (japonica"	UniRef90_Q84VF0	CHR1V7|COORD:29847742..29849261| latex-abundant protein, putative (AMC7) / caspase family protein	AT1G79340.1	CHR05V5|COORD:24304262..24301696|protein latex-abundant protein, putative, expressed	LOC_Os05g41670.1	 no descriptionmoderately similar to ( 307)AT1G79340| Symbols:  | latex-abundant protein, putative (AMC7) / caspase family protein | chr1:29847742-29849261 FORWARDnot assigned not assigned not assigned not assigned Peptidase_C14 PRK07003 Herpes_BLLF1 PRK12323 APC_basic 	protein.degradation	29_5

CUST_10480_PI404877155	2	-0.08204746	-0.24220133	0.018980026	0.058880806	0.04596138	-0.018980026	Contig4208_at	0	AAD24640.2	pyruvate kinase, putative	At2g36580.1	protein pyruvate kinase	Os11g10980	"DNAJ heat shock N-terminal domain-containing protein, similar to SP:Q45552 Chaperone protein dnaJ {Bacillus stearothermophilus}; contains Pfam profile PF00226: DnaJ domain"	glycolysis.PK	4_13

CUST_56712_PI403524517	2	0.257164	0.4527135	-0.0050258636	-0.22151566	-0.3835678	0.0050258636	35_16151	"Cluster: Os01g0769000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0769000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JIZ5	"CHR3V7|COORD:7874487..7877864| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G14990.1); similar to Os02g0517300 [Oryza sativa (japonica"	AT3G22270.1	CHR01V5|COORD:32759932..32766632|protein expressed protein	LOC_Os01g56300.1	" no descriptionweakly similar to ( 106)AT3G22270| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G14990.1); similar to Os02g0517300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001046960.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD52714.1); contains domain gb def: Arabidopsis thaliana genomic DNA, chromosome 3, P1 clone: MMP21 (PTHR21551:SF12); contains domain FAMILY NOT NAMED (PTHR21551) | chr3:7874487-7877864 FORWARD"	not assigned.unknown	35_2

CUST_101152_PI403524517	2	0.16277742	-0.041690826	-0.42876673	-0.5236459	0.04169035	0.2575817	35_28870	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_2589_PI403524517	2	-0.10876846	0.012916565	0.026664734	-0.002275467	0.002275467	-0.02130127	35_708	"Cluster: Os11g0153800 protein; n=4; Oryza sativa (japonica cultivar-group)|Rep: Os11g0153800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IUI8	CHR2V7|COORD:9243709..9244590| 40S ribosomal protein S25 (RPS25B)	AT2G21580.1	CHR09V5|COORD:22702652..22701242|protein 40S ribosomal protein S25, putative, expressed	LOC_Os09g39540.1	no descriptionweakly similar to ( 119)AT2G21580| Symbols:  | structural constituent of ribosome | chr2:9243709-9244590 FORWARDnot assigned not assigned not assigned not assigned not assigned Ribosomal_S25 COG4901 PRK09334 TT_ORF1	protein.synthesis.misc ribososomal protein	29_2_2

CUST_43073_PI403524517	2	0.09264326	0.539124	0.009217262	-0.108692646	-0.07120037	-0.009217262	35_12369	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_121887_PI403524517	2	0.11824608	0.047491074	-0.016485214	-0.027010918	0.016485214	-0.102918625	35_34413	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_5296_PI404877155	2	-0.25239944	0.0020570755	-0.22816658	0.1505518	-0.0020570755	0.06646919	Contig16873_at	putative phosphatidylserine synthase [Oryza sativa (japonica cultivar-group)] gb|AAT58731.1| putative phosphatidylserine synthase [Oryza sat	XP_475876.1	phosphatidyl serine synthase family protein	At1g15110.1	protein F9L1.4 protein - Arabidopsis thaliana	Os05g48060	phosphatidyl serine synthase family protein, contains Pfam profile: PF03034 phosphatidyl serine synthase	lipid metabolism.Phospholipid synthesis	11_3

CUST_162934_PI403524517	2	0.2816949	0.2011795	0.111598015	-0.32379198	-0.111598015	-0.18761969	35_45443	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_26191_PI403524517	2	-0.44713116	-0.0653677	0.8306618	-0.188303	0.50926685	0.06536865	35_7585	"Cluster: Hypothetical protein P0029C06.12; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0029C06.12 - Oryza sativa (japonica cultivar-g"	UniRef90_Q69Q43	"CHR5V7|COORD:6814095..6815173| similar to binding [Arabidopsis thaliana] (TAIR:AT1G80130.1); similar to Os06g0606700 [Oryza sativa (japonica cultivar-group)]"	AT5G20190.1	CHR06V5|COORD:24088906..24090220|protein expressed protein	LOC_Os06g40440.1	"no descriptionweakly similar to ( 143)AT5G20190| Symbols:  | similar to binding [Arabidopsis thaliana] (TAIR:AT1G80130.1); similar to Os06g0606700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001058025.1); similar to Tetratricopeptide-like helical [Medicago truncatula] (GB:ABE92034.1); contains InterPro domain Tetratricopeptide region; (InterPro:IPR013026) | chr5:6814095-6815173 FORWARD"	not assigned.unknown	35_2

CUST_22702_PI399408534	2	0.1116457	0.03563881	0.14376259	-0.25591564	-0.03563881	-0.11635876	35_10489	"Cluster: Putative GTP-binding protein Rab11b; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative GTP-binding protein Rab11b - Oryza sativa (japonica cult"	UniRef90_Q8RZ83	"CHR5V7|COORD:24501976..24502791| AtRABA1f (Arabidopsis Rab GTPase homolog A1f); GTP binding"	AT5G60860.1	CHR01V5|COORD:27628275..27629873|protein ras-related protein Rab11B, putative, expressed	LOC_Os01g47730.1	"no descriptionweakly similar to ( 173)AT5G60860| Symbols: AtRABA1f | AtRABA1f (Arabidopsis Rab GTPase homolog A1f); GTP binding | chr5:24501976-24502791 FORWARDweakly similar to ( 176)RIC2_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Rab11_like RAB Rab Ras Rab1_Ypt1 Rab8_Rab10_Rab13_like Rab4 Rab18 Rab2 Rab5_related Rab14 Rab35 Rab19 RabA_like Rab7 Rab30 Rab32_Rab38 Rab39 Rab6 Rab3 Rab15 Rab21 Rab26 Rab33B_Rab33A COG1100 Rab9 Rab12 Ras_like_GTPase Rab23_lke Rab27A Rab36_Rab34 Rab24 Rab40 RabL2 Rab28 Ras Ran RJL RAS RalA_RalB Rho Rab20 RHO Spg1 M_R_Ras_like Miro RSR1 Rho2 Rap_like H_N_K_Ras_like RAN RheB Rho4_like Rit_Rin_Ric Rap2 Rho3 RhoA_like RERG_RasL11_like RabL4 Ras2 Rap1 PRK12678 Arf_Arl Rop_like Arl4_Arl7 RhoG"	signalling.G-proteins	30_5

CUST_133457_PI403524517	2	8.2302094E-4	-8.2302094E-4	0.06936836	0.31744814	-0.097809315	-0.15686417	35_37465	"Cluster: Methylenetetrahydrofolate reductase 1; n=4; Poaceae|Rep: Methylenetetrahydrofolate reductase 1 - Zea mays (Maize)"	UniRef90_Q9SE94	"CHR2V7|COORD:18269377..18272261| MTHFR2 (METHYLENETETRAHYDROFOLATE REDUCTASE 2); methylenetetrahydrofolate reductase (NADPH)"	AT2G44160.1	CHR03V5|COORD:34112270..34106735|protein methylenetetrahydrofolate reductase, putative, expressed	LOC_Os03g60090.2	"no descriptionweakly similar to ( 134)AT2G44160| Symbols: MTHFR2 | MTHFR2 (METHYLENETETRAHYDROFOLATE REDUCTASE 2); methylenetetrahydrofolate reductase (NADPH) | chr2:18269377-18272261 FORWARDweakly similar to ( 151)MTHR_ORYSAnot assigned"	C1-metabolism	25

CUST_89277_PI403524517	2	-0.016633034	-0.31096458	0.016633034	-0.17277336	0.04880619	0.059253693	35_25540	"Cluster: Protein kinase domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Protein kinase domain containing protein, express"	UniRef90_Q2QTL1	CHR4V7|COORD:8256445..8259930| protein kinase family protein	AT4G14350.2	CHR12V5|COORD:11182007..11189076|protein serine/threonine-protein kinase 38-like, putative, expressed	LOC_Os12g19290.1	no descriptionmoderately similar to ( 384)AT4G14350| Symbols:  | protein kinase family protein | chr4:8256349-8259930 REVERSEweakly similar to ( 111)G11A_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase SPS1 Pkinase_Tyr TyrKc PTKc	protein.postranslational modification	29_4

CUST_14452_PI404877155	2	-0.0675354	-0.60510063	-0.22509098	0.7186947	0.5351944	0.06753445	Contig8293_at	putative oxidoreductase [Oryza sativa (japonica cultivar-group)]	AAO72374.1	oxidoreductase, 2OG-Fe(II) oxygenase family protein	At3g28480.1	protein putative oxidoreductase	Os03g58890	putative oxidoreductase	amino acid metabolism.degradation.glutamate family.proline	13_2_2_2

CUST_158833_PI403524517	2	0.12356281	0.21523476	-0.007297039	-0.20473957	0.007297516	-0.07877684	35_44339	Rep: OSIGBa0137D06.4 protein - Oryza sativa (Rice)	UniRef90_Q01IN7	CHR1V7|COORD:11399903..11405702| actin binding	AT1G31810.1	CHR02V5|COORD:26981015..26976336|protein expressed protein	LOC_Os02g44540.5	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07764 PRK12323	not assigned.unknown	35_2

CUST_67074_PI403524517	2	-0.07539272	-1.0143471	-0.2567768	0.08165264	0.07539177	0.084786415	35_19157	"Cluster: Putative beta-N-acetylhexosaminidase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative beta-N-acetylhexosaminidase - Oryza sativa (japonica"	UniRef90_Q5WMR0	CHR1V7|COORD:24389659..24394652| glycosyl hydrolase family 20 protein	AT1G65590.1	CHR05V5|COORD:20231526..20237565|protein beta-hexosaminidase beta chain precursor, putative, expressed	LOC_Os05g34320.2	no descriptionhighly similar to ( 649)AT1G65590| Symbols:  | glycosyl hydrolase family 20 protein | chr1:24389659-24394652 FORWARDnot assigned Glyco_hydro_20 Chb Glyco_hydro_20b	not assigned.no ontology	35_1

CUST_54819_PI403524517	2	-0.024057388	0.07645035	-0.04832077	0.024055481	-0.10078049	0.03580284	35_15599	Rep: Extensin - Hordeum vulgare (Barley)	UniRef90_O49870	CHR2V7|COORD:11720489..11722774| ATEPR1 (Arabidopsis thaliana extensin proline-rich 1)	AT2G27380.1	CHR04V5|COORD:20520644..20522442|protein extensin precursor, putative, expressed	LOC_Os04g34170.3	no descriptionvery weakly similar to (51.2)AT3G13150| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr3:4227982-4229637 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Extensin_2 Atrophin-1 PRK12323 PRK07764 PRK07003 PRK05648 HPC2 DUF1421 Tymo_45kd_70kd Drf_FH1 Herpes_BLLF1 GRASP55_65 PRK10263 DUF1210 TonB PRK10819 AF-4 PRK08853 APC_basic DUF605 FimV Herpes_TAF50 PRK12372 PRK03427 TT_ORF1 DedD CDC27 KAR9 Totivirus_coat Amelogenin Pneumo_att_G DAG1 MCPVI Prog_receptor Syndecan CTF_NFI Chon_Sulph_att FAP BASP1 MFMR PRK11633 FtsN DUF1509 IER PRK06132 tatB Gag_spuma PRK00708 Protamine_P1 Herpes_UL32 MARCKS Lamprin PRK08691 Cytadhesin_P30 Herpes_glycop_D Chorion_1 COG5651 Trypan_PARP DM6 COG5373	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_30836_PI403524517	2	0.006917	0.103569984	-0.017793655	-0.006917	0.050992012	-0.017103195	35_8898	"Cluster: Synbindin-like protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Synbindin-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q84NS9	CHR5V7|COORD:469375..470127| synbindin, putative	AT5G02280.1	CHR07V5|COORD:15749422..15754278|protein trafficking protein particle complex subunit 4, putative, expressed	LOC_Os07g27150.3	 no descriptionmoderately similar to ( 226)AT5G02280| Symbols:  | synbindin, putative | chr5:469375-470127 FORWARDnot assigned not assigned Sybindin TRS23 	protein.targeting.unknown	29_3_99

CUST_27130_PI403524517	2	0.07716656	0.11771202	-0.17638683	-0.10207081	0.0061159134	-0.006116867	35_7856	"Cluster: Os01g0602800 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0602800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JLG4	CHR3V7|COORD:4486927..4490018| protein kinase family protein	AT3G13690.1	CHR01V5|COORD:24054609..24059925|protein ATP binding protein, putative, expressed	LOC_Os01g41870.2	no descriptionmoderately similar to ( 402)AT3G13690| Symbols:  | protein kinase family protein | chr3:4486927-4490018 FORWARDweakly similar to ( 171)PSKR_DAUCAPhytosulfokine receptor precursor - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TyrKc PTKc Pkinase_Tyr Pkinase S_TKc S_TKc PTKc_Jak_rpt2 SPS1 PTKc_EphR PTKc_Csk_like PTKc_Fes_like PTKc_Src_like PTKc_Tec_like PTKc_DDR PTKc_Trk PTKc_InsR_like PTKc_Srm_Brk PTKc_EGFR_like PTKc_Itk PTKc_Abl PTKc_Fes PTKc_Frk_like PTKc_FGFR PTKc_Aatyk PTKc_EphR_A2 PTKc_Tyk2_rpt2 PTKc_Ror PTKc_Fer PTKc_Src PTKc_FGFR4 PTKc_Fyn_Yrk PTKc_Syk_like PTKc_Jak2_Jak3_rpt2 PTKc_EphR_B PTKc_Lck_Blk PTKc_PDGFR PTKc_EphR_A PTKc_Tie PTKc_Met_Ron PTKc_Tie1 PTKc_FGFR3 PTKc_Csk PTKc_Yes PTKc_Chk PTKc_Btk_Bmx PTKc_c-ros PTK_HER3 PTK_CCK4 PTKc_Ror1 PTKc_Ack_like PTKc_DDR_like PTKc_DDR2 PTKc_FGFR1 PTKc_Lyn PTKc_Tie2 PTKc_Jak1_rpt2 PTKc_Axl_like PTKc_Musk PTKc_TrkA PTKc_ALK_LTK PTKc_RET PTKc_IGF-1R PTKc_DDR1 PTKc_Aatyk2 PTKc_FGFR2 PTKc_TrkB PTKc_InsR PTKc_Tec_Rlk PTKc_FAK PTKc_TrkC PTKc_EphR_A10 PTKc_Hck PTKc_Axl PTKc_Tyro3 PTKc_Zap-70 PTKc_Ror2 KIND PTKc_Aatyk1_Aatyk3 PTK_Jak2_Jak3_rpt1	protein.postranslational modification.kinase.receptor like cytoplasmatic kinase VII	29_4_1_57

CUST_6930_PI404877155	2	-0.24215841	0.37632322	0.87107325	-0.6105776	0.24215794	-0.37557125	Contig2041_at	lipid transfer protein [Oryza sativa]	AAN76490.1	lipid transfer protein 3 (LTP3)	At5g59320.1	protein lipid transfer protein	Os11g02350	"lipid transfer protein 3 (LTP3), identical to lipid transfer protein 3 from Arabidopsis thaliana (gi:8571921); contains Pfam protease inhibitor/seed storage/LTP family domain PF00234"	lipid metabolism.lipid transfer proteins etc	11_6

CUST_144051_PI403524517	2	0.09167957	0.56936264	0.090507984	-0.12122297	-0.09050751	-0.44082642	35_40352	"Cluster: Putative RING zinc finger protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative RING zinc finger protein - Oryza sativa (japonica cultivar"	UniRef90_Q6K2E0	CHR4V7|COORD:15724016..15725743| zinc finger (C3HC4-type RING finger) family protein	AT4G32600.1	CHR09V5|COORD:9448780..9443997|protein protein binding protein, putative, expressed	LOC_Os09g15430.4	no descriptionweakly similar to ( 115)AT4G32600| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr4:15724016-15725743 FORWARD	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_107716_PI403524517	2	-0.026330471	-0.042805195	0.086502075	0.026330471	-0.068107605	0.06471586	35_30652	"Cluster: Putative quercetin 3-O-glucoside-6-O-malonyltransferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative quercetin"	UniRef90_Q6K6U4	CHR1V7|COORD:1009541..1010950| transferase family protein	AT1G03940.1	CHR02V5|COORD:16696261..16698079|protein transferase, putative, expressed	LOC_Os02g28220.1	no descriptionvery weakly similar to (78.6)AT5G39050| Symbols:  | transferase family protein | chr5:15651825-15652871 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned Transferase HPC2 APC_basic	secondary metabolism.flavonoids.anthocyanins.anthocyanin 5-aromatic acyltransferase	16_8_1_21

CUST_92301_PI403524517	2	0.701725	-0.51168156	-0.18877792	0.85406303	-0.19989967	0.18877792	35_26395	Rep: H0215F08.14 protein - Oryza sativa (Rice)	UniRef90_Q01KB6	"CHR1V7|COORD:3952511..3956840| ATSS3 (STARCH SYNTHASE 3); starch synthase/ transferase, transferring glycosyl groups"	AT1G11720.1	CHR04V5|COORD:31540518..31531891|protein soluble starch synthase 3, chloroplast precursor, putative, expressed	LOC_Os04g53310.1	" no descriptionweakly similar to ( 185)AT1G11720| Symbols: ATSS3 | ATSS3 (STARCH SYNTHASE 3); starch synthase/ transferase, transferring glycosyl groups | chr1:3952511-3956840 FORWARDmoderately similar to ( 203)SSY3_SOLTUSoluble starch synthase 3, chloroplast precursor - Solanum tuberosum (Potato)SSIII "	major CHO metabolism.synthesis.starch.starch synthase	2_1_2_2

CUST_15932_PI404877155	2	0.029763222	0.38951206	0.012786865	-0.13037586	-0.14462757	-0.012786865	Contig9776_at	RNA polymerase I specific transcription initiation factor RRN3 family protein [Arabidopsis thaliana] gb|AAM20140.1| unknown protein [Arabido	NP_850236.1	RNA polymerase I specific transcription initiation factor RRN3 family protein	At2g34750.1	protein RNA polymerase I specific transcription initiation factor RRN3	Os06g47350	"RNA polymerase I specific transcription initiation factor RRN3 family protein, contains Pfam PF05327: RNA polymerase I specific transcription initiation factor RRN3;  similar to RRN3 (GI:7670100) (Homo sapiens) similar to RNA polymerase I specific transcr"	RNA.processing	27_1

CUST_179255_PI403524517	2	0.1985569	0.5119257	-0.26384926	-0.03931427	-0.012400627	0.012400627	35_49855	"Cluster: Hypothetical protein P0556B08.17; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0556B08.17 - Oryza sativa (japonica cultivar-g"	UniRef90_Q69V58	"CHR4V7|COORD:13402761..13404214| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G56020.1); similar to Os06g0300300 [Oryza sativa (japonica"	AT4G26550.1	CHR06V5|COORD:24222755..24225797|protein protein SFT2, putative, expressed	LOC_Os06g40630.1	"no descriptionmoderately similar to ( 248)AT4G26550| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G56020.1); similar to Os06g0300300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001057449.1); similar to Phosphatidylinositol-4-phosphate 5-Kinase family protein [Tetrahymena thermophila SB210] (GB:XP_001021172.1); similar to Os06g0608600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001058041.1); contains InterPro domain SFT2-like; (InterPro:IPR011691) | chr4:13402761-13404214 REVERSEnot assigned SFT2 SFT2"	not assigned.unknown	35_2

CUST_146938_PI403524517	2	0.023272514	-0.05715847	-0.021717072	0.011744499	-0.011744499	0.027353287	35_41127	"Cluster: Putative ATP-dependent proteinase; BsgA; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ATP-dependent proteinase; BsgA - Oryza sativa (japon"	UniRef90_Q6Z4A9	CHR1V7|COORD:28331647..28332483| ATP-dependent protease La (LON) domain-containing protein	AT1G75460.1	CHR07V5|COORD:19405372..19403870|protein peptidase S16, lon, putative, expressed	LOC_Os07g32560.1	no descriptionweakly similar to ( 154)AT1G75460| Symbols:  | ATP-dependent protease La (LON) domain-containing protein | chr1:28331647-28332483 FORWARDnot assigned	protein.degradation	29_5

CUST_57826_PI403524517	2	-0.046525955	0.2820053	0.046527863	0.06316948	-0.17959785	-0.0561409	35_16486	Rep: Chloroplast 30S ribosomal protein S8 - Zea mays (Maize)	UniRef90_P08530	CHRCV7|COORD:81189..82652| chloroplast gene encoding a ribosomal protein L16, which is a constituent of 50S large ribosomal subunit	ATCG00790.1	CHR09V5|COORD:11947923..11950067|protein chloroplast 50S ribosomal protein L16, putative	LOC_Os09g19954.1	 no descriptionmoderately similar to ( 234)ATCG00790| Symbols: RPL16 | chloroplast gene encoding a ribosomal protein L16, which is a constituent of 50S large ribosomal subunit | chrC:81189-82652 REVERSEmoderately similar to ( 267)RR8_WHEATChloroplast 30S ribosomal protein S8 - Triticum aestivum (Wheat)not assigned not assigned not assigned rpl16 rps8 rplP rpl14 RplP Ribosomal_L14 rplN Ribosomal_L16 Ribosomal_S8 RplN rpsH RpsH rpl14p rps8p 	protein.synthesis.mito/plastid ribosomal protein.plastid	29_2_1_1

CUST_102870_PI403524517	2	-0.015782356	0.18821049	0.1338253	0.015782356	-0.04030609	-0.060017586	35_29336	"Cluster: Os01g0757900 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0757900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JJ66	"CHR4V7|COORD:11431295..11433208| ATFMN/FHY (RIBOFLAVIN KINASE/FMN HYDROLASE); FMN adenylyltransferase/ riboflavin kinase"	AT4G21470.1	CHR01V5|COORD:32166484..32163022|protein haloacid dehalogenase-like hydrolase domain-containing protein 1A, putative, expressed	LOC_Os01g55310.1	no description	not assigned.unknown	35_2

CUST_78111_PI403524517	2	0.020410538	0.15667725	-0.42679882	-0.09595299	0.10540962	-0.020410538	35_22392	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10R09	0	0	CHR03V5|COORD:4018620..4017094|protein expressed protein	LOC_Os03g07920.1	no description	not assigned.unknown	35_2

CUST_106045_PI403524517	2	0.2515049	-0.23048115	-0.08592415	0.019814491	-0.019815445	0.111104965	35_30189	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_40_PI399407379	2	-0.05356407	0.30035973	0.015786171	0.08978939	-0.1590271	-0.015787125	HvRPK2									

CUST_67380_PI403524517	2	0.014670372	0.11495209	-0.014670372	-0.028820992	0.0846405	-0.030861855	35_19238	Rep: SEU3A protein, putative, expressed - Oryza sativa (japonica cultivar-group)	UniRef90_Q2R940	"CHR1V7|COORD:16620312..16624036| SEU (SEUSS); transcription cofactor"	AT1G43850.1	CHR11V5|COORD:5394799..5403693|protein transcriptional corepressor SEUSS, putative, expressed	LOC_Os11g10060.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_171400_PI403524517	2	0.0130729675	-0.8700266	-0.3308239	-0.013073921	0.22264576	0.052223206	35_47760	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_126445_PI403524517	2	0.34903955	-0.31164408	-0.40433598	0.109974384	-0.094694614	0.094694614	35_35590	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_8400_PI399408534	2	-0.017792702	-0.29575396	-0.0019335747	0.36739826	0.0019335747	0.29666948	35_32780	"Cluster: OSJNBa0070C17.18 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0070C17.18 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XLD1	CHR3V7|COORD:7271418..7273903| rcd1-like cell differentiation protein, putative	AT3G20800.1	CHR07V5|COORD:22657868..22661984|protein cell differentiation protein rcd1, putative, expressed	LOC_Os07g37790.1	 no descriptionweakly similar to ( 134)AT3G20800| Symbols:  | rcd1-like cell differentiation protein, putative | chr3:7271418-7273903 REVERSEnot assigned Rcd1 RCD1 	RNA.regulation of transcription.unclassified	27_3_99

CUST_30712_PI403524517	2	0.23512745	0.65226555	0.07299328	-0.07299328	-0.13537025	-0.1083889	35_8863	"Cluster: Hypothetical protein OSJNBa0058E19.20; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0058E19.20 - Oryza sativa (japonica"	UniRef90_Q9AUN1	0	0	0	0	no description	not assigned.unknown	35_2

CUST_34383_PI403524517	2	0.23359966	-0.45474815	-0.08944607	0.009292603	0.017933846	-0.009292603	35_9912	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_43807_PI403524517	2	0.38647985	-0.040238857	-0.1986785	0.08744669	-0.29527473	0.040238857	35_12570	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_153908_PI403524517	2	0.23927212	0.800087	-0.0049915314	-0.41033173	-0.046067238	0.0049905777	35_43012	"Cluster: Flavin-containing monooxygenase family protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Flavin-containing monooxygenase"	UniRef90_Q336T9	CHR1V7|COORD:4121384..4123364| flavin-containing monooxygenase family protein / FMO family protein	AT1G12140.1	CHR10V5|COORD:21397494..21394729|protein disulfide oxidoreductase/ monooxygenase, putative, expressed	LOC_Os10g40570.1	no descriptionvery weakly similar to (64.7)AT1G12140| Symbols:  | flavin-containing monooxygenase family protein / FMO family protein | chr1:4121384-4123364 FORWARDnot assigned	misc.oxidases - copper, flavone etc.	26_7

CUST_80221_PI403524517	2	0.12725735	-0.19329166	0.088513374	-0.088513374	-0.19199514	0.17888069	35_23005	"Cluster: Os08g0566000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os08g0566000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J3L2	"CHR5V7|COORD:12102558..12105799| similar to Os08g0566000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001062539.1); similar to putative transcriptional"	AT5G32470.1	CHR08V5|COORD:28218908..28214394|protein TENA/THI-4 family protein, expressed	LOC_Os08g45160.1	"no descriptionweakly similar to ( 172)AT5G32470| Symbols:  | similar to Os08g0566000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001062539.1); similar to putative transcriptional regulator [Oryza sativa (japonica cultivar-group)] (GB:BAD10335.1); contains InterPro domain TENA/THI-4 protein; (InterPro:IPR004305) | chr5:12102558-12105799 REVERSEnot assigned not assigned not assigned not assigned not assigned TenA TENA_THI-4 PRK09517 DUF1645"	not assigned.unknown	35_2

CUST_6751_PI399408534	2	0.20234394	0.058867455	-0.516757	0.077708244	-0.19260693	-0.0588665	35_14139	"Cluster: Zinc finger protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Zinc finger protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5Z9H7	CHR3V7|COORD:604933..605250| zinc finger (C2H2 type) family protein	AT3G02790.1	CHR06V5|COORD:29975870..29976670|protein expressed protein	LOC_Os06g49490.1	no descriptionweakly similar to ( 109)AT3G02790| Symbols:  | zinc finger (C2H2 type) family protein | chr3:604933-605250 FORWARD	RNA.regulation of transcription.C2H2 zinc finger family	27_3_11

CUST_23994_PI403524517	2	0.22891235	0.37333012	-0.1345501	-0.012880325	-0.16357803	0.012880325	35_6971	Rep: Putative hexose carrier protein - Oryza sativa (Rice)	UniRef90_Q9AUT4	"CHR3V7|COORD:6935054..6936847| STP4 (SUGAR TRANSPORTER 4); carbohydrate transporter/ sugar porter"	AT3G19930.1	CHR10V5|COORD:21794588..21798136|protein hexose carrier protein HEX6, putative, expressed	LOC_Os10g41190.2	"no descriptionmoderately similar to ( 279)AT3G19930| Symbols: STP4 | STP4 (SUGAR TRANSPORTER 4); carbohydrate transporter/ sugar porter | chr3:6935054-6936847 FORWARDmoderately similar to ( 336)HEX6_RICCOHexose carrier protein HEX6 - Ricinus communis (Castor bean)not assigned not assigned not assigned not assigned Sugar_tr xylE MFS_1 ProP"	transporter.sugars	34_2

CUST_2106_PI404877155	2	0.11836624	-1.295744	-0.69839287	0.36568356	0.29399395	-0.11836529	Contig1239_s_at	"HvPIP1;3 [Hordeum vulgare subsp. vulgare]"	BAA23745.2	major intrinsic family protein / MIP family protein	At4g23400.1	protein aquaporin	Os02g44630	"HvPIP1;3 PIP1.5; water channel - like protein plasma membrane intrinsic protein 1c"	transport.Major Intrinsic Proteins.PIP	34_19_1

CUST_66216_PI403524517	2	0.06714344	0.1010437	-0.07287216	-0.06714344	-0.13570118	0.08199501	35_18910	"Cluster: Hypothetical protein OSJNBa0003K21.34; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0003K21.34 - Oryza sativa (japonica"	UniRef90_Q6YSY5	"CHR4V7|COORD:1057999..1059671| similar to Protein of unknown function DUF142 [Crocosphaera watsonii WH 8501] (GB:ZP_00514760.1); similar to Os07g0247100 [Oryza"	AT4G02405.1	CHR07V5|COORD:8192328..8198191|protein O-methyltransferase, putative, expressed	LOC_Os07g14350.1	"no descriptionweakly similar to ( 116)AT4G02405| Symbols:  | similar to Protein of unknown function DUF142 [Crocosphaera watsonii WH 8501] (GB:ZP_00514760.1); similar to Os07g0247100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001059287.1) | chr4:1057999-1059671 REVERSE"	not assigned.unknown	35_2

CUST_9596_PI403524517	2	-0.049871445	0.44779682	0.062098503	-0.10876274	-0.035102844	0.03510189	35_2703	"Cluster: Hypothetical protein B1110B01.1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1110B01.1 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q60DG8	CHR5V7|COORD:1947300..1948433| NC domain-containing protein	AT5G06370.1	CHR05V5|COORD:21476854..21474175|protein NC domain containing protein, expressed	LOC_Os05g36910.1	no descriptionmoderately similar to ( 350)AT5G06370| Symbols:  | NC domain-containing protein | chr5:1947300-1948433 REVERSE	not assigned.no ontology	35_1

CUST_73398_PI403524517	2	-0.12330198	0.27872324	-0.03266716	0.20031786	-0.7029009	0.032667637	35_21044	"Cluster: Os04g0461600 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os04g0461600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JCM6	"CHR1V7|COORD:25767286..25767768| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G14870.1); similar to PGPS/D12 [Petunia x hybrida] (GB:AAD02554.1);"	AT1G68610.1	CHR04V5|COORD:22841839..22840331|protein expressed protein	LOC_Os04g38790.1	"no descriptionweakly similar to ( 169)AT1G68610| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G14870.1); similar to PGPS/D12 [Petunia x hybrida] (GB:AAD02554.1); contains InterPro domain Protein of unknown function Cys-rich; (InterPro:IPR006461) | chr1:25767286-25767768 FORWARDnot assigned PLAC8"	not assigned.no ontology	35_1

CUST_13002_PI403524517	2	0.10172081	0.38847542	0.14346981	-0.1152277	-0.16378784	-0.10172081	35_3720	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_7123_PI404877155	2	-0.21149921	0.2784586	-0.0071077347	0.007106781	-0.10728264	0.009372711	Contig20810_at	putative receptor protein kinase-like protein [Oryza sativa (japonica cultivar-group)]	NP_916884.1	leucine-rich repeat transmembrane protein kinase, putative	At4g18640.1	protein Protein kinase domain, putative	Os01g48390	leucine-rich repeat transmembrane protein kinase, putative	signalling.receptor kinases.leucine rich repeat VI	30_2_6

CUST_9569_PI403524517	2	0.0055675507	0.3296032	0.26868725	-0.18023396	-0.22379398	-0.0055685043	35_2697	"Cluster: Putative cadmium/zinc-transporting ATPase 3; n=2; Arabidopsis thaliana|Rep: Putative cadmium/zinc-transporting ATPase 3 - Arabidopsis thaliana"	UniRef90_Q9SZW4	"CHR4V7|COORD:14720259..14724583| HMA2 (Heavy metal ATPase 2); cadmium-transporting ATPase"	AT4G30110.1	CHR07V5|COORD:7407857..7404049|protein cadmium/zinc-transporting ATPase 2, putative	LOC_Os07g12900.1	"no descriptionmoderately similar to ( 368)AT4G30110| Symbols: HMA2 | HMA2 (Heavy metal ATPase 2); cadmium-transporting ATPase | chr4:14720259-14724583 REVERSEvery weakly similar to (61.2)ACA4_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned ZntA zntA PRK10671 MgtA KdpB PRK01122 Hydrolase Plasmodium_HRP PRK10517 COG4087"	transport.metal	34_12

CUST_88129_PI403524517	2	0.39848614	-0.33460236	0.027339458	0.21705198	-0.0574522	-0.027339458	35_25230	Rep: H0103C06.2 protein - Oryza sativa (Rice)	UniRef90_Q259I0	CHR5V7|COORD:5356826..5358484| AMP-binding protein, putative	AT5G16370.1	CHR04V5|COORD:34227986..34225568|protein AMP-binding protein, putative, expressed	LOC_Os04g57850.1	 no descriptionweakly similar to ( 134)AT5G16370| Symbols:  | AMP-binding protein, putative | chr5:5356826-5358484 REVERSEnot assigned PRK08162 CaiC AMP-binding 	lipid metabolism.FA synthesis and FA elongation.acyl coa ligase	11_1_8

CUST_6750_PI404877155	2	-0.005592346	-0.048727036	0.24604797	0.005592823	-3.0814095	0.12848806	Contig19968_at	hypothetical protein [Oryza sativa (japonica cultivar-group)] gb|AAP52522.1| hypothetical protein [Oryza sativa (japonica cultivar-group)] g	NP_920235.1	nucleotidyltransferase family protein	At2g45620.1	protein expressed protein	Os10g11040	"nucleotidyltransferase family protein, low similarity to SP:O13833: Caffeine-induced death protein 1 {Schizosaccharomyces pombe}; contains Pfam profiles PF03828: PAP/25A associated domain, PF01909: Nucleotidyltransferase domain"	RNA.processing	27_1

CUST_344_PI404877155	2	-0.01529789	0.69253635	-0.05105591	-0.22870827	0.03071022	0.015296936	Contig10250_at	putative TATA binding protein-associated factor [Oryza sativa (japonica cultivar-group)] dbj|BAB92191.1| putative TAF6 [Oryza sativa (japoni	NP_918649.1	TATA box-binding protein-associated factor (TAF) family protein	At1g04950.1	protein TATA box binding protein associated factor (TAF), putative	Os01g32750	putative TATA binding protein-associated factor	RNA.regulation of transcription.putative DNA-binding protein	27_3_67

CUST_13247_PI404877155	2	0.01420784	-0.09644127	0.11158943	-0.014208794	0.083732605	-0.015885353	Contig6945_at	pfkB-type carbohydrate kinase family protein [Arabidopsis thaliana] sp|Q8W1X2|PDXK_ARATH Pyridoxal kinase (Pyridoxine kinase) (Pyridoxal kin	NP_198601.1	pfkB-type carbohydrate kinase family protein	At5g37850.1	protein pyridoxal kinase	Os12g40830	pfkB type carbohydrate kinase protein family	minor CHO metabolism.others	3_5

CUST_27653_PI403524517	2	0.06484413	0.05774021	-0.071658134	-0.05774021	-0.116705894	0.08127594	35_7999	"Cluster: Lipase (Class 3)-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Lipase (Class 3)-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q943F9	"CHR5V7|COORD:20719910..20721461| similar to lipase class 3 family protein [Arabidopsis thaliana] (TAIR:AT2G05260.1); similar to Os01g0243000 [Oryza"	AT5G50890.1	CHR01V5|COORD:31854025..31850897|protein expressed protein	LOC_Os01g54810.1	"no descriptionmoderately similar to ( 318)AT5G50890| Symbols:  | similar to lipase class 3 family protein [Arabidopsis thaliana] (TAIR:AT2G05260.1); similar to Os01g0243000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001042560.1); similar to Os01g0751600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001044260.1); similar to lipase class 3-like [Oryza sativa (japonica cultivar-group)] (GB:BAB84413.1) | chr5:20719910-20721461 FORWARD"	not assigned.unknown	35_2

CUST_162645_PI403524517	2	-0.042617798	-0.20951271	-0.01429081	0.2447443	0.1158514	0.014289856	35_45366	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_109230_PI403524517	2	0.019742966	-0.34098625	0.049741745	-0.019742966	-0.06534672	0.08241081	35_31050	"Cluster: Methionine synthase 2 enzyme; n=9; Poaceae|Rep: Methionine synthase 2 enzyme - Hordeum vulgare (Barley)"	UniRef90_Q4LB12	"CHR5V7|COORD:5935773..5939197| ATCIMS (COBALAMIN-INDEPENDENT METHIONINE SYNTHASE); 5-methyltetrahydropteroyltriglutamate-homocysteine"	AT5G17920.1	CHR12V5|COORD:26611356..26617873|protein 5-methyltetrahydropteroyltriglutamate--homocysteine methyltransferase, putative, expressed	LOC_Os12g42876.3	 no descriptionweakly similar to ( 104)AT5G17920| Symbols: ATMETS, ATMS1, ATCIMS | ATCIMS (COBALAMIN-INDEPENDENT METHIONINE SYNTHASE) | chr5:5935773-5939197 FORWARDweakly similar to ( 107)METE_CATRO5-methyltetrahydropteroyltriglutamate--homocysteine methyltransferase - Catharanthus roseus (Rosy periwinkle) (Madagascar periwinkle)not assigned PRK05222 Meth_synt_2 CIMS_C_terminal_like MetE 	amino acid metabolism.synthesis.aspartate family.methionine	13_1_3_4

CUST_42450_PI403524517	2	0.15059471	0.29200077	-0.03037262	0.011891365	-0.07978153	-0.011891365	35_12199	0	0	0	0	CHR12V5|COORD:8439309..8438380|protein retrotransposon protein, putative, Ty1-copia subclass	LOC_Os12g14750.1	no description	not assigned.unknown	35_2

CUST_5857_PI399408534	2	-0.08891964	0.37215328	0.02974701	-0.02974701	-0.0520916	0.19744968	35_2445	"Cluster: Putative DNA-binding protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative DNA-binding protein - Oryza sativa (japonica"	UniRef90_Q6L4L4	"CHR5V7|COORD:24312452..24318056| ATSIZ1/SIZ1; DNA binding"	AT5G60410.4	CHR05V5|COORD:1404955..1416491|protein sumoylation ligase E3, putative, expressed	LOC_Os05g03430.2	" no descriptionhighly similar to ( 625)AT5G60410| Symbols: ATSIZ1, SIZ1 | ATSIZ1/SIZ1; DNA binding | chr5:24312452-24318056 FORWARDnot assigned zf-MIZ "	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_177627_PI403524517	2	-0.0329113	0.41286087	0.31606674	-0.1375742	-0.05725479	0.0329113	35_49409	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_166160_PI403524517	2	0.16047955	0.26731396	0.00459671	-0.004597187	-0.0484457	-0.1135273	35_46291	Rep: B1011H02.1 protein - Oryza sativa (Rice)	UniRef90_Q25AH0		0	CHR04V5|COORD:26309396..26312627|protein syntaxin 81, putative, expressed	LOC_Os04g44810.1	no description	not assigned.unknown	35_2

CUST_113015_PI403524517	2	-0.051963806	-6.5660477E-4	0.02709055	0.17914915	6.570816E-4	-0.36506557	35_32078	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_15933_PI403524517	2	0.116716385	-0.84067917	-0.26064014	0.087501526	-0.08750248	0.09631348	35_4600	"Cluster: Os02g0439700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0439700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E1I1	CHR4V7|COORD:18078135..18079996| glycine-rich protein	AT4G38710.1	CHR02V5|COORD:14109885..14113511|protein translation initiation factor, putative, expressed	LOC_Os02g24330.2	no descriptionvery weakly similar to (78.2)AT4G38710| Symbols:  | glycine-rich protein | chr4:18078135-18079996 REVERSEeIF-4B	protein.synthesis.initiation	29_2_3

CUST_113936_PI403524517	2	0.040447235	-0.18518162	-0.06647396	0.18896675	-0.040447235	0.08546066	35_32336	0	0	CHR4V7|COORD:7758606..7760888| leucine-rich repeat family protein / extensin family protein	AT4G13340.1	0	0	no description	not assigned.unknown	35_2

CUST_52312_PI403524517	2	0.4764638	0.3051777	0.0633378	-0.0793519	-0.6260514	-0.0633378	35_14906	"Cluster: Von Willebrand factor, type A precursor; n=1; Azotobacter vinelandii AvOP|Rep: Von Willebrand factor, type A precursor - Azotobacter vinelandii AvOP"	UniRef90_Q4J5D5	CHR3V7|COORD:8063070..8064482| leucine-rich repeat family protein / extensin family protein	AT3G22800.1	CHR05V5|COORD:7727609..7725710|protein early nodulin 75 protein, putative, expressed	LOC_Os05g13940.1	no description	not assigned.unknown	35_2

CUST_91313_PI403524517	2	0.019785881	0.09274006	-0.058480263	-0.019785881	-0.14661026	0.066470146	35_26111	"Cluster: Hypothetical protein precursor; n=1; Kineococcus radiotolerans SRS30216|Rep: Hypothetical protein precursor - Kineococcus radiotolerans SRS30216"	UniRef90_Q411K9	0	0	CHR04V5|COORD:4408286..4406320|protein serine/arginine repetitive matrix protein 1, putative, expressed	LOC_Os04g08280.1	no description	not assigned.unknown	35_2

CUST_97920_PI403524517	2	-0.053926468	0.16982555	-0.009044647	0.11561632	-0.27979565	0.009044647	35_27958	Rep: Protein disulfide isomerase - Zea mays (Maize)	UniRef90_Q5EUD9	CHR5|COORD:24388186..24391264| thioredoxin family protein, similar to protein disulfide isomerase GI:5902592 from (Volvox carteri f. nagariensis),	AT5G60640.2	CHR02V5|COORD:8377..3514|protein OsPDIL1-4 - Oryza sativa protein disulfide isomerase, expressed	LOC_Os02g01010.1	"no descriptionvery weakly similar to (53.9)AT5G60640| Symbols: ATPDIL1-4 | ATPDIL1-4 (PDI-LIKE 1-4); thiol-disulfide exchange intermediate | chr5:24388642-24391219 REVERSEvery weakly similar to (51.6)PDI_WHEATProtein disulfide-isomerase precursor - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned PDI_a_family Pneumo_att_G Thioredoxin Metaviral_G"	redox.thioredoxin	21_1

CUST_11604_PI404877155	2	-0.022672653	0.22646046	0.022673607	-0.038704872	0.022673607	-0.037501335	Contig5282_at	Unknown protein [Oryza sativa (japonica cultivar-group)]	AAO16998.1	splicing factor RSZ33 (RSZ33)	At2g37340.1	protein Transposable element protein, putative	Os03g17710	2.3_cis2 his2-zincfinger   T00072 byr3	RNA.processing.splicing	27_1_1

CUST_32481_PI399408534	2	-0.006160736	0.15735817	0.0061616898	-0.2181549	-0.011012077	0.0061616898	35_2793	"Cluster: Os05g0150500 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0150500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DKP3	"CHR3V7|COORD:23284454..23287156| TIR1 (TRANSPORT INHIBITOR RESPONSE 1); ubiquitin-protein ligase"	AT3G62980.1	CHR05V5|COORD:2877117..2870514|protein transport inhibitor response 1 protein, putative, expressed	LOC_Os05g05800.1	"no descriptionhighly similar to ( 602)AT3G62980| Symbols: TIR1 | TIR1 (TRANSPORT INHIBITOR RESPONSE 1); ubiquitin-protein ligase | chr3:23284454-23287156 REVERSEnot assigned not assigned"	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_80810_PI403524517	2	0.101260185	-0.35553265	-0.09305382	0.09305382	-0.096149445	0.11096287	35_23176	"Cluster: Os01g0776800 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os01g0776800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JIU6	0	0	CHR01V5|COORD:33187780..33190344|protein expressed protein	LOC_Os01g56900.2	no description	not assigned.unknown	35_2

CUST_132900_PI403524517	2	0.0030126572	0.8119612	0.19023037	-0.12771416	-0.047265053	-0.0030136108	35_37319	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_138659_PI403524517	2	0.061146736	0.0972352	-0.061146736	-0.43381214	0.0668602	-0.19573689	35_38891	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q109A0	"CHR4V7|COORD:7385838..7386671| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G22560.1); similar to hypothetical protein [Oryza sativa (japonica"	AT4G12450.1	CHR10V5|COORD:21413138..21412304|protein nucleic acid binding protein, putative, expressed	LOC_Os10g40584.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned PRK07764 PRK12323	not assigned.unknown	35_2

CUST_140401_PI403524517	2	0.012231827	0.1411295	-0.01223278	-0.04801655	0.038909912	-0.50909996	35_39370	"Cluster: Os01g0923900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0923900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JGH1	CHR1V7|COORD:9495728..9497844| F-box family protein	AT1G27340.1	CHR01V5|COORD:40773272..40769677|protein F-box domain containing protein, expressed	LOC_Os01g69940.1	no descriptionvery weakly similar to (61.6)AT1G27340| Symbols:  | F-box family protein | chr1:9495728-9497844 FORWARD	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_5125_PI404877155	2	0.18820477	-0.0053720474	-0.08238602	0.0053710938	0.16429615	-0.036097527	Contig16577_at	putative peroxisomal Ca-dependent solute carrier protein [Oryza sativa (japonica cultivar-group)] dbj|BAB16462.1| putative peroxisomal Ca-de	NP_909212.1	mitochondrial substrate carrier family protein	At3g53940.1	protein Mitochondrial carrier protein, putative	Os01g04990	mitochondrial substrate carrier family protein, contains Pfam profile: PF00153 mitochondrial carrier protein	transport.metabolite transporters at the mitochondrial membrane	34_9

CUST_4494_PI404877155	2	-0.099969864	0.25432396	0.045017242	-0.10069561	-0.04501629	0.060077667	Contig15447_at	0	AAS07189.1	DEAD/DEAH box helicase carpel factory-related	At3g03300.1	protein putative RNA helicase/RNAseIII protein, C-terminus truncated	Os03g38740	NONE	RNA.processing.degradation dicer	27_1_20

CUST_117781_PI403524517	2	0.23606634	0.63212204	0.13210821	-0.13210773	-0.47638607	-0.339437	35_33365	"Cluster: Os01g0696100 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0696100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JK48	"CHR4V7|COORD:10055707..10057557| KCO6 (CA2+ ACTIVATED OUTWARD RECTIFYING K+ CHANNEL 6); outward rectifier potassium channel"	AT4G18160.1	CHR09V5|COORD:7339496..7335374|protein calcium-activated outward-rectifying potassium channel 6, putative, expressed	LOC_Os09g12790.1	" no descriptionweakly similar to ( 142)AT4G18160| Symbols: ATTPK3, KCO6, ATKCO6 | KCO6 (CA2+ ACTIVATED OUTWARD RECTIFYING K+ CHANNEL 6); outward rectifier potassium channel | chr4:10055707-10057557 FORWARDIon_trans_2 "	transport.potassium	34_15

CUST_11773_PI399408534	2	-0.032086372	0.16705513	0.03208542	-0.19634342	0.092045784	-0.27575302	35_16188	"Cluster: Cycloartenol-C-24-methyltransferase 1; n=4; Poaceae|Rep: Cycloartenol-C-24-methyltransferase 1 - Oryza sativa (Rice)"	UniRef90_Q6ZIX2	CHR5V7|COORD:4424051..4426869| SMT1 (STEROL METHYLTRANSFERASE 1)	AT5G13710.1	CHR07V5|COORD:5755007..5749182|protein cycloartenol-C-24-methyltransferase 1, putative, expressed	LOC_Os07g10600.1	 no descriptionweakly similar to ( 174)AT5G13710| Symbols: CPH, SMT1 | SMT1 (STEROL METHYLTRANSFERASE 1) | chr5:4424051-4426869 REVERSEmoderately similar to ( 214)SMT1_ORYSAnot assigned Methyltransf_11 ubiE UbiE Sterol_MT_C PRK08317 	hormone metabolism.brassinosteroid.synthesis-degradation.sterols.SMT	17_3_1_2_1

CUST_15295_PI399408534	2	-0.004760742	-0.3605051	0.1067915	-0.117040634	0.09677982	0.0047597885	35_3839	"Cluster: DEAD-box ATP-dependent RNA helicase 37; n=1; Arabidopsis thaliana|Rep: DEAD-box ATP-dependent RNA helicase 37 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q84W89	CHR2V7|COORD:17712460..17715822| DEAD box RNA helicase, putative	AT2G42520.1	CHR03V5|COORD:33556715..33551401|protein ATP-dependent RNA helicase ded1, putative, expressed	LOC_Os03g59050.1	 no descriptionhighly similar to ( 545)AT2G42520| Symbols:  | DEAD box RNA helicase, putative | chr2:17712460-17715822 FORWARDmoderately similar to ( 283)DB10_NICSYATP-dependent RNA helicase-like protein DB10 - Nicotiana sylvestris (Wood tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned SrmB PRK11776 PRK10590 PRK11192 PRK01297 PRK04837 PRK04537 DEADc PRK11634 DEAD HELICc DEXDc RecQ HELICc Helicase_C DEXDc Lhr SSL2 GRP MPH1 PRK11057 Extensin_2 Drf_FH1 COG1205 PRK06958 PRK10819 DUF1421 	RNA.processing.RNA helicase	27_1_2

CUST_31696_PI399408534	2	0.035533905	0.106435776	-0.051448822	-0.02727127	-0.02727127	0.02727127	35_1060	"Cluster: Putative high mobility group protein; n=1; Triticum aestivum|Rep: Putative high mobility group protein - Triticum aestivum (Wheat)"	UniRef90_Q4W1G2	"CHR1V7|COORD:7179815..7181164| HMGB3 (HIGH MOBILITY GROUP B 3); transcription factor"	AT1G20696.1	CHR04V5|COORD:28074086..28077051|protein HMG1/2-like protein, putative, expressed	LOC_Os04g47690.2	 no descriptionvery weakly similar to (52.8)AT3G51880| Symbols: NFD1, HMGB1 | HMGB1 (HIGH MOBILITY GROUP B 1) | chr3:19258218-19259468 REVERSEvery weakly similar to (58.5)MNB1B_MAIZEDNA-binding protein MNB1B - Zea mays (Maize)not assigned not assigned HMGB-UBF_HMG-box HMG-box HMG_box HMG NHP6B 	RNA.regulation of transcription.Nucleosome/chromatin assembly factor group	27_3_62

CUST_33943_PI403524517	2	0.20408821	-1.8873587	-0.0036001205	0.08234024	0.0036001205	-0.06457281	35_9784	"Cluster: Putative DNA polymerase alpha subunit; n=1; Arabidopsis thaliana|Rep: Putative DNA polymerase alpha subunit - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9CAF8	CHR1V7|COORD:25348236..25351950| DNA polymerase alpha subunit B family	AT1G67630.1	0	0	no descriptionweakly similar to ( 127)AT1G67630| Symbols:  | DNA polymerase alpha subunit B family | chr1:25348236-25351950 REVERSEnot assigned	DNA.synthesis/chromatin structure	28_1

CUST_57805_PI403524517	2	-0.091059685	0.3122759	0.09106064	-0.11271858	0.11907768	-0.20388603	35_16480	"Cluster: Heat shock factor RHSF2; n=2; Oryza sativa (japonica cultivar-group)|Rep: Heat shock factor RHSF2 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6VBB5	"CHR4V7|COORD:7043000..7044221| AT-HSFB2B (Arabidopsis thaliana heat shock transcription factor B2B); transcription factor"	AT4G11660.1	CHR08V5|COORD:27257496..27247922|protein heat shock factor protein 7, putative, expressed	LOC_Os08g43334.1	" no descriptionweakly similar to ( 141)AT4G11660| Symbols: HSFB2B, AT-HSFB2B | AT-HSFB2B (Arabidopsis thaliana heat shock transcription factor B2B); transcription factor | chr4:7043000-7044221 FORWARDnot assigned not assigned HSF HSF_DNA-bind HSF1 "	stress.abiotic.heat	20_2_1

CUST_111464_PI403524517	2	-0.0054125786	0.63773155	0.2894659	-0.12962914	-0.097673416	0.0054121017	35_31648	"Cluster: Glycosyl transferase family 8 protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Glycosyl transferase family 8 protein-like - Oryza sativa"	UniRef90_Q5JM51	CHR1V7|COORD:9039777..9042860| protein kinase	AT1G26150.1	CHR01V5|COORD:30638069..30642772|protein transferase, transferring glycosyl groups, putative, expressed	LOC_Os01g52710.1	no description	not assigned.unknown	35_2

CUST_26927_PI399408534	2	-0.017235756	0.10501003	0.017234802	-0.09354401	0.089310646	-0.037852287	35_2993	"Cluster: Transducin-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Transducin-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K884	CHR1V7|COORD:1075983..1080320| transducin family protein / WD-40 repeat family protein	AT1G04140.1	CHR02V5|COORD:10986649..10972700|protein nucleotide binding protein, putative, expressed	LOC_Os02g18820.2	no descriptionweakly similar to ( 154)AT1G04140| Symbols:  | transducin family protein / WD-40 repeat family protein | chr1:1075991-1080320 REVERSE	RNA.regulation of transcription.unclassified	27_3_99

CUST_72494_PI403524517	2	-0.63427734	-0.09689903	0.013243675	0.20785904	-0.013242722	0.022855759	35_20777	"Cluster: Hypothetical protein OJ1138_B05.116; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1138_B05.116 - Oryza sativa (japonica cult"	UniRef90_Q8H2N9	CHR3V7|COORD:8063070..8064482| leucine-rich repeat family protein / extensin family protein	AT3G22800.1	CHR07V5|COORD:847265..848060|protein expressed protein	LOC_Os07g02460.1	no description	not assigned.unknown	35_2

CUST_43070_PI403524517	2	-0.054278374	0.5618043	-0.3742814	0.14302301	-0.055480957	0.054277897	35_12368	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10N52	0	0	CHR03V5|COORD:9664916..9659941|protein expressed protein	LOC_Os03g17410.1	no description	not assigned.unknown	35_2

CUST_14792_PI404877155	2	-0.03273487	0.041460037	0.032733917	-0.033024788	0.069272995	-0.19035625	Contig8614_at	OSJNBa0058G03.4 [Oryza sativa (japonica cultivar-group)] ref|XP_472636.1| OSJNBa0058G03.4 [Oryza sativa (japonica cultivar-group)]	CAE02429.1	calmodulin-binding protein	At5g57580.1	protein expressed protein	Os04g36660	gi|32482927|emb|CAE02429.1| OSJNBa0058G03.4	signalling.calcium	30_3

CUST_178238_PI403524517	2	-0.014430046	0.16881561	-0.009177208	-0.055849075	0.037438393	0.009177208	35_49569	Rep: Hypothetical protein - Medicago truncatula (Barrel medic)	UniRef90_Q2HTC4	CHR4V7|COORD:573098..577243| pentatricopeptide (PPR) repeat-containing protein	AT4G01400.1	0	0	no descriptionmoderately similar to ( 282)AT4G01400| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr4:573098-577243 REVERSEnot assigned	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_12684_PI399408534	2	0.4120865	-0.5523462	-0.019598007	-0.007881165	0.4582138	0.007880211	35_3919	"Cluster: Basic helix-loop-helix, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Basic helix-loop-helix, putative, expressed - Oryza sativ"	UniRef90_Q10S44	"CHR5V7|COORD:26254363..26256130| BHLH093 (BETA HLH PROTEIN 93); DNA binding / transcription factor"	AT5G65640.1	CHR03V5|COORD:1964847..1962636|protein DNA binding protein, putative, expressed	LOC_Os03g04310.2	no descriptionweakly similar to ( 168)AT5G65640| Symbols: BHLH093 | BHLH093 (BETA HLH PROTEIN 93) | chr5:26254363-26255861 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07003 Atrophin-1 Drf_FH1 PRK07764 HLH HLH PRK12678 DUF1421 TT_ORF1 HLH Extensin_2	RNA.regulation of transcription.bHLH,Basic Helix-Loop-Helix family	27_3_6

CUST_69014_PI403524517	2	0.1823206	0.06504536	0.12861824	-0.06504631	-0.242136	-0.07963848	35_19746	"Cluster: DnaJ domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: DnaJ domain containing protein, expressed - Oryza sativa (j"	UniRef90_Q2QQ93	CHR1V7|COORD:27923989..27926075| DNAJ heat shock N-terminal domain-containing protein	AT1G74250.1	CHR12V5|COORD:19129531..19133065|protein heat shock protein binding protein, putative, expressed	LOC_Os12g31840.1	no descriptionmoderately similar to ( 310)AT1G74250| Symbols:  | DNAJ heat shock N-terminal domain-containing protein | chr1:27923989-27926075 FORWARDvery weakly similar to (60.1)DNJH_CUCSADnaJ protein homolog - Cucumis sativus (Cucumber)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DnaJ DnaJ ZUO1 DnaJ Tymo_45kd_70kd PRK07003 PRK10767 Extensin_2 CbpA PRK12323 TT_ORF1 DUF1421 PRK05648 Atrophin-1 PRK07764 HPC2 Protamine_P1 Herpes_BLLF1 Caldesmon Pneumo_att_G GRASP55_65 Drf_FH1 Smc PRK10266 Gag_spuma DUF605 tatB DUF1777 Herpes_UL32 KAR9 PRK11633 SbcC tolA PRK08853 COG1340 FAP CTF_NFI DUF1509 AF-4 DUF566	stress.abiotic.heat	20_2_1

CUST_101639_PI403524517	2	0.044548035	0.31179428	-0.044548035	-0.19400501	-0.10563278	0.1547718	35_29003	"Cluster: Expressed protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10DW0	CHR3V7|COORD:6091254..6092879| mRNA level of the MEB5.2 gene (At3g17800) remains unchanged after cutting the inflorescence stem	AT3G17800.1	CHR03V5|COORD:29014165..29016832|protein expressed protein	LOC_Os03g50870.1	no descriptionvery weakly similar to (53.9)AT3G17800| Symbols:  | mRNA level of the MEB5.2 gene (At3g17800) remains unchanged after cutting the inflorescence stem | chr3:6091254-6092879 REVERSEDUF760	not assigned.unknown	35_2

CUST_14906_PI403524517	2	0.036915302	0.053664207	-0.036914825	0.109624386	-0.2007451	-0.05153942	35_4296	"Cluster: Putative Tic62 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Tic62 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69SX2	CHR2V7|COORD:14536714..14537811| flavin reductase-related	AT2G34460.1	CHR06V5|COORD:14891857..14879266|protein 3-beta hydroxysteroid dehydrogenase/isomerase, putative, expressed	LOC_Os06g25439.1	no descriptionmoderately similar to ( 334)AT2G34460| Symbols:  | flavin reductase-related | chr2:14536714-14537811 FORWARDvery weakly similar to (50.1)DFRA_ANTMADihydroflavonol-4-reductase - Antirrhinum majus (Garden snapdragon)not assigned not assigned not assigned not assigned not assigned not assigned WcaG NmrA Epimerase COG0702 3Beta_HSD COG1086 COG2910 NAD_binding_4 Polysacc_synt_2	not assigned.no ontology	35_1

CUST_65141_PI403524517	2	0.07732773	0.2462244	-0.020507812	0.013261795	-0.080174446	-0.013262749	35_18602	"Cluster: Integral membrane protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Integral membrane protein-like - Oryza sativa (japonica cultivar-group"	UniRef90_Q5QMR4	CHR5V7|COORD:6737874..6739285| integral membrane family protein	AT5G19930.1	CHR01V5|COORD:18023993..18033222|protein transmembrane protein 19, putative, expressed	LOC_Os01g32280.1	no descriptionmoderately similar to ( 216)AT5G19930| Symbols:  | integral membrane family protein | chr5:6737874-6739285 REVERSEnot assigned COG1836 DUF92	not assigned.no ontology	35_1

CUST_66866_PI403524517	2	0.31923485	0.07133007	0.002295971	-0.1951642	-0.094554424	-0.002295971	35_19094	Rep: H+-translocating pyrophosphatase - Zea mays (Maize)	UniRef90_A0MWC0	CHR1V7|COORD:5739461..5743562| vacuolar-type H+-translocating inorganic pyrophosphatase, putative	AT1G16780.1	CHR02V5|COORD:19915239..19906424|protein pyrophosphate-energized membrane proton pump 3, putative, expressed	LOC_Os02g33490.1	 no descriptionmoderately similar to ( 319)AT1G16780| Symbols:  | vacuolar-type H+-translocating inorganic pyrophosphatase, putative | chr1:5739461-5743562 REVERSEH_PPase hppA OVP1 BPD_transp_2 	transport.H+ transporting pyrophosphatase	34_30

CUST_636_PI403524517	2	0.0010852814	-0.043121338	-0.012195587	0.090148926	0.07062149	-0.0010871887	35_166	"Cluster: 40S ribosomal protein S15; n=3; Oryza sativa|Rep: 40S ribosomal protein S15 - Oryza sativa (Rice)"	UniRef90_P31674	CHR5V7|COORD:2955699..2956555| 40S ribosomal protein S15 (RPS15D)	AT5G09510.1	CHR07V5|COORD:4460930..4458836|protein 40S ribosomal protein S15, putative, expressed	LOC_Os07g08660.1	no descriptionmoderately similar to ( 246)AT5G09510| Symbols:  | 40S ribosomal protein S15 (RPS15D) | chr5:2955699-2956354 REVERSEmoderately similar to ( 273)RS15_ORYSAnot assigned not assigned rps19p Ribosomal_S19 RpsS rpsS rps19	protein.synthesis.misc ribososomal protein	29_2_2

CUST_152755_PI403524517	2	0.040901184	0.8267393	0.12044811	-0.17113018	-0.05995369	-0.040901184	35_42698	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_7673_PI403524517	2	-0.08683777	-0.20754337	0.054615974	0.10009575	0.08226395	-0.05461502	35_2136	"Cluster: Putative ATP-dependent transporter; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ATP-dependent transporter - Oryza sativa (japonica cultiv"	UniRef90_Q6K989	CHR1V7|COORD:993477..995593| ABC transporter family protein	AT1G03905.1	CHR02V5|COORD:34632003..34635211|protein ATP-dependent transporter YFL028C, putative, expressed	LOC_Os02g56550.1	no descriptionmoderately similar to ( 425)AT1G03905| Symbols:  | ABC transporter family protein | chr1:993477-995593 FORWARDvery weakly similar to (56.2)MDR_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG4586 CcmA ABC_cobalt_CbiO_domain1 CbiO FepC ABC_tran ABC_DR_subfamily_A ABC_NatA_like DppF Uup ABC_ATPase COG1123 ModF CydC ABC_DrrA ABC_subfamily_A SunT NatA ABC_Iron-Siderophores_B12_Hemin ABC_MJ0796_Lo1CDE_FtsE ABC_NatA_sodium_exporter ABC_Carb_Solutes_like ABC_NikE_OppD_transporters ZnuC CydD ABC_drug_resistance_like TauB ABC_Metallic_Cations SalX MalK ABC_ModC_molybdenum_transporter ABCC_MRP_Like OpuBA ABC_NrtD_SsuB_transporters COG3638 ABC_Class3 DppD AbcC ABC_OpuCA_Osmoprotection COG4178 MdlB PRK11160 ABC_BcrA_bacitracin_resist ABC_PhnC_transporter ABC_MetN_methionine_transporter ABCC_ATM1_transporter PhnK ABCC_cytochrome_bd ABC_cobalt_CbiO_domain2 ThiQ ABC_PstB_phosphate_transporter CcmA ABCC_MsbA ABC_ThiQ_thiamine_transporter ModC ABC_MalK_N PotA metN FtsE ABC_CcmA_heme_exporter ABCF_EF-3 ABCC_bacteriocin_exporters ssuB COG4172 ABCG_EPDR PRK11174 ABC_PDR_domain1 COG2401 ABC_PotA_N MglA COG1245 TauB CysA COG4619 ABC_TM1139_LivF_branched ABC_ModC_like thiQ ABCC_Protease_Secretion PRK10575 PRK10522 PRK11147 PRK10938 PRK10908 fecE ABCC_Glucan_exporter_like ABC_FtsE_transporter ABC_Org_Solvent_Resistant ProV AppF ABC_putative_ATPase ABC_CysA_sulfate_importer COG4181 LivF COG3845 ABCD_peroxisomal_ALDP COG4152 ATM1 modC COG4136 glnQ ABC_Mj1267_LivG_branched PhnL ABC_RNaseL_inhibitor_domain1 PRK10789 ABC_KpsT_Wzt PvdE PRK11000 Ttg2A ABCC_MRP_domain1 PRK10253 ABCG_White PRK10418 ABCC_Hemolysin PRK11819 CeuD tauB ABC_MTABC3_MDL1_MDL2 ugpC PRK10982 ABC_RNaseL_inhibitor_domain2 GlnQ ABC_Pro_Gly_Bertaine PstB	transport.ABC transporters and multidrug resistance systems	34_16

CUST_32762_PI399408534	2	0.5389271	-0.9052286	-0.5791092	0.35969305	-0.35969257	1.4638224	35_30982	Rep: Root abundant factor - Hordeum vulgare (Barley)	UniRef90_Q4F8A4	CHR1V7|COORD:20138910..20140249| RAP2.12	AT1G53910.3	CHR03V5|COORD:4329658..4327787|protein root abundant factor, putative, expressed	LOC_Os03g08470.3	no descriptionvery weakly similar to (75.5)AT1G53910| Symbols: RAP2.12 | RAP2.12 | chr1:20138910-20140249 FORWARDvery weakly similar to (71.6)ERF1_ORYSAAP2 AP2 AP2 PRK12323	RNA.regulation of transcription.AP2/EREBP, APETALA2/Ethylene-responsive element binding protein family	27_3_3

CUST_105604_PI403524517	2	-0.2901535	1.3900433	-0.10947323	0.23828125	-0.25353622	0.10947323	35_30074	"Cluster: Hypothetical protein B1469H02.18; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1469H02.18 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6K219	"CHR5V7|COORD:769635..770135| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G60680.1); similar to Protein of unknown function DUF584 [Medicago trunc"	AT5G03230.1	CHR02V5|COORD:25148381..25147406|protein expressed protein	LOC_Os02g41840.1	"no descriptionvery weakly similar to (68.9)AT5G03230| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G60680.1); similar to Protein of unknown function DUF584 [Medicago truncatula] (GB:ABD32800.1); contains InterPro domain Protein of unknown function DUF584; (InterPro:IPR007608) | chr5:769635-770135 FORWARDnot assigned not assigned DUF584"	not assigned.unknown	35_2

CUST_61776_PI403524517	2	0.018195152	0.31769276	0.26129055	-0.0410614	-0.07752609	-0.018195152	35_17627	Rep: OSJNBa0016O02.3 protein - Oryza sativa (Rice)	UniRef90_Q7XJW7	"CHR5V7|COORD:2628664..2631048| EMB1873 (EMBRYO DEFECTIVE 1873); agmatine deiminase"	AT5G08170.1	CHR04V5|COORD:23096015..23099921|protein agmatine deiminase, putative, expressed	LOC_Os04g39210.1	"no descriptionmoderately similar to ( 428)AT5G08170| Symbols: EMB1873 | EMB1873 (EMBRYO DEFECTIVE 1873); agmatine deiminase | chr5:2628664-2631048 REVERSEPAD_porph COG2957"	polyamine metabolism.synthesis.agmatine deiminase	22_1_4

CUST_33146_PI399408534	2	0.5845723	0.7700567	0.017355919	-0.56070614	-0.16384888	-0.017355919	35_46015	"Cluster: Leucine-rich repeat transmembrane protein kinase, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Leucine-rich repeat transmembra"	UniRef90_Q10C82	CHR3V7|COORD:945310..948443| leucine-rich repeat transmembrane protein kinase, putative	AT3G03770.1	CHR03V5|COORD:32864618..32869627|protein ATP binding protein, putative, expressed	LOC_Os03g57780.2	 no descriptionvery weakly similar to (73.9)AT3G03770| Symbols:  | leucine-rich repeat transmembrane protein kinase, putative | chr3:945310-948443 REVERSE	signalling.receptor kinases.leucine rich repeat VI	30_2_6

CUST_49232_PI403524517	2	0.0067367554	-0.3449459	-0.006734848	0.08790016	-0.032619476	0.08325386	35_14047	"Cluster: PREDICTED: similar to H3 histone, family 2 isoform 2; n=4; Eutheria|Rep: PREDICTED: similar to H3 histone, family 2 isoform 2 - Canis"	UniRef90_UPI00004A5DE9	CHR5V7|COORD:3270479..3270889| histone H3	AT5G10400.1	CHR11V5|COORD:2622185..2621575|protein histone H3, putative, expressed	LOC_Os11g05730.1	no descriptionmoderately similar to ( 244)AT5G65360| Symbols:  | histone H3 | chr5:26137325-26137735 REVERSEmoderately similar to ( 244)H32_WHEATHistone H3.2 - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned H3 HHT1 Histone PRK07003 PRK12323 PRK05648 PRK07764 AF-4 HPC2 Atrophin-1 DUF566 Tymo_45kd_70kd IER Herpes_BLLF1 Extensin_2 MAP65_ASE1	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_65067_PI403524517	2	0.059285164	-1.3663559	-0.20196056	0.35546207	0.31551743	-0.059286118	35_18578	"Cluster: Putative MtN21; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative MtN21 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6YYY7	CHR1V7|COORD:28341943..28343752| nodulin MtN21 family protein	AT1G75500.1	CHR08V5|COORD:27985889..27988746|protein nodulin-like protein 5NG4, putative, expressed	LOC_Os08g44750.1	no descriptionmoderately similar to ( 496)AT1G75500| Symbols:  | nodulin MtN21 family protein | chr1:28341943-28343752 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned RhaT DUF6 PRK07764 Atrophin-1 PRK12323 AF-4 DUF566 Tymo_45kd_70kd PRK07003 Herpes_BLLF1 KAR9 APC_basic TT_ORF1 PRK09169 Herpes_UL32	development.unspecified	33_99

CUST_28443_PI403524517	2	-0.0049762726	-0.09250641	-0.17003918	0.004975319	0.046913147	0.057061195	35_8220	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_80505_PI403524517	2	0.10197163	0.013456345	-0.013456345	-0.073102	-0.03731823	0.14904213	35_23088	"Cluster: Putative FUSED serine/threonine kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative FUSED serine/threonine kinase - Oryza sativa (japonic"	UniRef90_Q5NAR7	"CHR1V7|COORD:12330904..12332765| similar to EMB3013 (EMBRYO DEFECTIVE 3013), kinase [Arabidopsis thaliana] (TAIR:AT5G18700.1); similar to Os01g0259400 [Oryza"	AT1G33940.1	CHR01V5|COORD:8696430..8688631|protein EMB3013, putative, expressed	LOC_Os01g15480.1	" no descriptionvery weakly similar to (55.1)AT1G33940| Symbols:  | similar to EMB3013 (EMBRYO DEFECTIVE 3013), kinase [Arabidopsis thaliana] (TAIR:AT5G18700.1); similar to Os01g0259400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001042639.1); similar to Serine/threonine protein kinase (ISS) [Ostreococcus tauri] (GB:CAL57563.1); contains domain ARM repeat (SSF48371) | chr1:12330904-12332765 REVERSE"	not assigned.unknown	35_2

CUST_17684_PI399408534	2	0.06547165	0.42311382	0.057852745	-0.22967339	-0.057852745	-0.2236414	35_12813	"Cluster: Zinc finger (CCCH-type) protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Zinc finger (CCCH-type) protein-like - Oryza sativa (japonica cu"	UniRef90_Q6K687	CHR2V7|COORD:10584072..10586233| zinc finger (CCCH-type) family protein / D111/G-patch domain-containing protein	AT2G24830.1	CHR02V5|COORD:33692709..33688852|protein zinc finger CCCH-type with G patch domain protein, putative, expressed	LOC_Os02g55000.1	no descriptionweakly similar to ( 175)AT2G24830| Symbols:  | zinc finger (CCCH-type) family protein / D111/G-patch domain-containing protein | chr2:10584072-10586233 REVERSEnot assigned	RNA.regulation of transcription.unclassified	27_3_99

CUST_162203_PI403524517	2	0.067391396	0.011669159	-0.1244545	-0.011669159	0.14442253	-0.42746353	35_45244	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_180512_PI403524517	2	0.15481663	0.06522179	-0.05023384	-0.12677097	-0.33565807	0.05023384	35_50201	"Cluster: Putative CTV.2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative CTV.2 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5NBT9	CHR3V7|COORD:5731715..5737537| TPR2 (TOPLESS-RELATED 2)	AT3G16830.1	CHR01V5|COORD:8427082..8417725|protein lissencephaly type-1-like homology motif, putative, expressed	LOC_Os01g15020.2	no descriptionweakly similar to ( 139)AT3G16830| Symbols: TPR2 | TPR2 (TOPLESS-RELATED 2) | chr3:5731715-5737537 FORWARDWD40	not assigned.no ontology	35_1

CUST_107187_PI403524517	2	0.0967536	-0.3143754	-0.0967536	0.13498068	0.09941816	-0.12989569	35_30500	"Cluster: Putative PrMC3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative PrMC3 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ZDG3	CHR1V7|COORD:16816094..16817173| DNA binding / ligand-dependent nuclear receptor	AT1G44191.1	CHR08V5|COORD:23285897..23287365|protein gibberellin receptor GID1L2, putative, expressed	LOC_Os08g37060.1	no descriptionnot assigned not assigned not assigned not assigned TT_ORF1 PRK12323	not assigned.unknown	35_2

CUST_162907_PI403524517	2	0.0027532578	0.035240173	-0.002752304	-0.13545227	-0.023338318	0.034905434	35_45436	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2RA18	"CHR5V7|COORD:25665295..25666641| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G21050.1); similar to Os11g0169600 [Oryza sativa (japonica"	AT5G64090.1	CHR11V5|COORD:3364801..3363066|protein expressed protein	LOC_Os11g06860.2	"no descriptionvery weakly similar to (74.3)AT5G64090| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G21050.1); similar to Os11g0169600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001065852.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABA91611.2) | chr5:25665295-25666641 FORWARDnot assigned"	not assigned.unknown	35_2

CUST_1521_PI403524517	2	0.6045008	-2.2457542	-0.66554165	1.0663023	0.67733	-0.6044998	35_401	"Cluster: Chlorophyll a-b binding protein 1, chloroplast precursor; n=5; Magnoliophyta|Rep: Chlorophyll a-b binding protein 1, chloroplast precursor - Zea mays ("	UniRef90_P12329	"CHR2V7|COORD:14529795..14530592| LHB1B2 (Photosystem II light harvesting complex gene 1.5); chlorophyll binding"	AT2G34420.1	CHR01V5|COORD:23934196..23935404|protein chlorophyll a-b binding protein 2, chloroplast precursor, putative, expressed	LOC_Os01g41710.1	" no descriptionmoderately similar to ( 451)AT2G34420| Symbols: LHCB1.5, LHB1B2 | LHB1B2 (Photosystem II light harvesting complex gene 1.5); chlorophyll binding | chr2:14529795-14530592 REVERSEmoderately similar to ( 480)CB21_MAIZEChlorophyll a-b binding protein 1, chloroplast precursor - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Chloroa_b-bind PRK07003 PRK12323 Herpes_BLLF1 PRK07764 APC_basic Atrophin-1 HPC2 Tymo_45kd_70kd DUF566 Gag_spuma PRK05648 PRK08770 KAR9 PRK09169 DUF390 PRK12372 "	PS.lightreaction.photosystem II.LHC-II	1_1_1_1

CUST_21096_PI403524517	2	0.01813221	-0.051016808	-0.06803131	-0.003437996	0.07551956	0.003437996	35_6121	"Cluster: Putative transformer-SR ribonucleoprotein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative transformer-SR ribonucleoprotein - Oryza sativa"	UniRef90_Q5Z990	0	0	CHR06V5|COORD:30778794..30783597|protein transformer-2 protein, putative, expressed	LOC_Os06g50890.1	no description	not assigned.unknown	35_2

CUST_23756_PI399408534	2	0.5031595	0.14061308	0.002650261	-0.05073929	-0.002650261	-0.32357073	35_27269	Rep: Auxin transporter PIN1 - Triticum aestivum (Wheat)	UniRef90_Q6RK61	"CHR1V7|COORD:27663433..27666537| PIN1 (PIN-FORMED 1); transporter"	AT1G73590.1	CHR06V5|COORD:6865394..6868522|protein auxin efflux carrier component 1c, putative, expressed	LOC_Os06g12610.1	" no descriptionmoderately similar to ( 222)AT1G73590| Symbols: ATPIN1, PIN1 | PIN1 (PIN-FORMED 1); transporter | chr1:27663433-27666537 FORWARDmoderately similar to ( 240)PIN1C_ORYSAMem_trans COG0679 "	hormone metabolism.auxin.signal transduction	17_2_2

CUST_109029_PI403524517	2	-0.010188103	0.46483898	-0.14414978	0.19860935	-0.29772282	0.010187149	35_30997	"Cluster: Putative triacylglycerol lipase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative triacylglycerol lipase - Oryza sativa (japonica cultivar-gro"	UniRef90_Q8H3R3	CHR5V7|COORD:6202967..6205450| lipase class 3 family protein	AT5G18630.2	CHR07V5|COORD:28238772..28243756|protein lipase precursor, putative, expressed	LOC_Os07g47250.3	no descriptionvery weakly similar to (61.2)AT5G18640| Symbols:  | lipase class 3 family protein | chr5:6213249-6215496 FORWARD	lipid metabolism.lipid degradation.lipases	11_9_2

CUST_6531_PI404877155	2	0.19325352	0.8028431	-0.006483078	-0.2317667	-0.22069836	0.006483078	Contig19490_at	putative peptide transporter [Oryza sativa (japonica cultivar-group)] dbj|BAC84485.1| putative peptide transporter [Oryza sativa (japonica	BAC83867.1	0	0	protein POT family, putative	Os07g41250	putative peptide transporter	transport.peptides and oligopeptides	34_13

CUST_96738_PI403524517	2	-0.06948948	-0.8641138	-0.008986473	0.008986473	0.09850216	0.09257221	35_27631	"Cluster: Putative ribosomal protein L6; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative ribosomal protein L6 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6YTT6	CHR2V7|COORD:7996747..7997055| ribosomal protein L6 family protein	AT2G18400.1	CHR03V5|COORD:29413483..29416379|protein mitochondrial 60S ribosomal protein L6, putative, expressed	LOC_Os03g51510.3	no descriptionweakly similar to ( 145)AT2G18400| Symbols:  | ribosomal protein L6 family protein | chr2:7996747-7997055 REVERSEweakly similar to ( 124)RM06_MARPOMitochondrial 60S ribosomal protein L6 - Marchantia polymorpha (Liverwort)not assigned rplF rpl6 RplF Ribosomal_L6	protein.synthesis.mito/plastid ribosomal protein.mitochondrial	29_2_1_2

CUST_84662_PI403524517	2	0.045272827	-0.08798218	-0.08373356	0.009806633	-0.009807587	0.13428211	35_24260	"Cluster: Putative Mlo (Pathogen resistance) protein; n=3; Oryza sativa|Rep: Putative Mlo (Pathogen resistance) protein - Oryza sativa (Rice)"	UniRef90_Q9FRJ3	"CHR1V7|COORD:15982649..15984833| ATMLO9/MLO9 (MILDEW RESISTANCE LOCUS O 9); calmodulin binding"	AT1G42560.1	CHR10V5|COORD:20784464..20779773|protein MLO-like protein 10, putative, expressed	LOC_Os10g39520.1	" no descriptionweakly similar to ( 197)AT1G42560| Symbols: MLO9, ATMLO9 | ATMLO9/MLO9 (MILDEW RESISTANCE LOCUS O 9); calmodulin binding | chr1:15982649-15984833 REVERSEweakly similar to ( 134)MLOH1_HORVUMLO protein homolog 1 - Hordeum vulgare (Barley)not assigned not assigned not assigned Mlo "	stress.biotic	20_1

CUST_61894_PI403524517	2	-0.04091358	-0.25393677	-0.08389282	0.04091263	0.10551548	0.122979164	35_17659	"Cluster: SH3 domain-containing protein 3, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: SH3 domain-containing protein 3, putative, expre"	UniRef90_Q337C1	CHR4V7|COORD:16545600..16548299| SH3 domain-containing protein 2 (SH3P2)	AT4G34660.1	CHR10V5|COORD:19425502..19421817|protein clathrin binding protein, putative, expressed	LOC_Os10g36870.1	no descriptionhighly similar to ( 510)AT4G34660| Symbols:  | SH3 domain-containing protein 2 (SH3P2) | chr4:16545600-16548299 REVERSEnot assigned not assigned not assigned SH3 SH3 SH3_2	not assigned.no ontology	35_1

CUST_91041_PI403524517	2	0.21783829	-0.0058403015	0.0058403015	-0.07319069	0.12905979	-0.11531544	35_26036	Rep: Not56-like protein - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_O82244	CHR2V7|COORD:19572742..19575291| ALG3 family protein	AT2G47760.1	CHR01V5|COORD:3705818..3702116|protein dolichyl-P-Man Man-PP-dolichyl mannosyltransferase, putative, expressed	LOC_Os01g07720.1	no descriptionmoderately similar to ( 259)AT2G47760| Symbols:  | catalytic | chr2:19573003-19575291 REVERSEnot assigned ALG3	not assigned.no ontology	35_1

CUST_43352_PI403524517	2	0.32694054	0.112597466	-0.15995789	0.0076208115	-0.21839046	-0.0076208115	35_12447	"Cluster: Zinc finger family protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Zinc finger family protein, putative, expressed - Ory"	UniRef90_Q10L01	0	0	CHR03V5|COORD:14162432..14166957|protein palmitoyltransferase swf1, putative, expressed	LOC_Os03g24900.1	no description	not assigned.unknown	35_2

CUST_5319_PI404877155	2	-0.15889645	-0.47902107	0.15889645	0.41990852	0.42767143	-0.16536713	Contig16901_at	putative nodulin-26 [Oryza sativa (japonica cultivar-group)] gb|AAP54592.1| putative nodulin-26 [Oryza sativa (japonica cultivar-group)] gb|	NP_922305.1	major intrinsic family protein / MIP family protein	At4g10380.1	protein putative nodulin-26	Os10g36910	NONE	transport.Major Intrinsic Proteins.NIP	34_19_3

CUST_31129_PI399408534	2	0.03488922	0.41227818	-0.02111435	-0.39696693	0.021115303	-0.22445393	35_5477	"Cluster: Hypothetical protein P0498A12.2-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0498A12.2-1 - Oryza sativa (japonica cultivar"	UniRef90_Q9AQU7	CHR3V7|COORD:6024952..6026179| rhomboid family protein / zinc finger protein-related	AT3G17611.1	CHR01V5|COORD:10136937..10134175|protein rhomboid domain containing 1, putative, expressed	LOC_Os01g18100.1	no descriptionweakly similar to ( 138)AT3G17611| Symbols:  | zinc ion binding | chr3:6025658-6026179 FORWARDnot assigned Rhomboid COG0705	RNA.regulation of transcription.unclassified	27_3_99

CUST_158646_PI403524517	2	-0.033399582	0.50098515	-0.04660225	-0.0061893463	0.0061893463	0.16520023	35_44286	0	0		0	CHR06V5|COORD:3797624..3794469|protein BSD domain containing protein, expressed	LOC_Os06g07820.1	no description	not assigned.unknown	35_2

CUST_73079_PI403524517	2	0.15550423	-0.4134674	-0.050704002	0.10390091	-0.20263767	0.050704956	35_20954	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_19315_PI404877155	2	0.19799137	-0.006090164	-0.33546734	0.06595421	-0.24430752	0.006090164	rbaal35o24_at	Putative heat shock protein [Oryza sativa (japonica cultivar-group)]	NP_912653.1	heat shock transcription factor family protein	At3g22830.1	protein HSF-type DNA-binding domain, putative	Os03g06630	NONE	RNA.regulation of transcription.HSF,Heat-shock transcription factor family	27_3_23

CUST_100430_PI403524517	2	0.695611	0.549623	0.08594608	-0.08594608	-0.51874304	-0.23036814	35_28668	"Cluster: Ribulose bisphosphate carboxylase/oxygenase activase A, chloroplast precursor; n=7; Eukaryota|Rep: Ribulose bisphosphate carboxylase/oxygenase activase"	UniRef90_Q40073	CHR2V7|COORD:16578029..16580423| RCA (RUBISCO ACTIVASE)	AT2G39730.1	CHR11V5|COORD:28378053..28374859|protein ribulose bisphosphate carboxylase/oxygenase activase, chloroplast precursor, putative, expressed	LOC_Os11g47970.3	 no descriptionweakly similar to ( 171)AT2G39730| Symbols: RCA | RCA (RUBISCO ACTIVASE) | chr2:16578252-16580423 REVERSEmoderately similar to ( 290)RCAA_HORVURibulose bisphosphate carboxylase/oxygenase activase A, chloroplast precursor - Hordeum vulgare (Barley)not assigned 	PS.calvin cyle.rubisco interacting	1_3_13

CUST_11901_PI403524517	2	0.020990372	0.15852737	-0.004175186	-0.011384964	-0.08447075	0.004175186	35_3385	"Cluster: Putative tethering factor SEC34; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative tethering factor SEC34 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6ZLF0	CHR1V7|COORD:27607757..27614490| sec34-like family protein	AT1G73430.1	CHR08V5|COORD:21880977..21891831|protein conserved oligomeric Golgi complex component 3, putative, expressed	LOC_Os08g34970.1	no descriptionmoderately similar to ( 487)AT1G73430| Symbols:  | sec34-like family protein | chr1:27607757-27614490 FORWARDnot assigned	protein.targeting.secretory pathway.golgi	29_3_4_2

CUST_131442_PI403524517	2	-0.123410225	0.06522465	-0.11192131	0.062493324	-0.062493324	0.22777271	35_36916	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_32853_PI403524517	2	0.12001419	0.19228172	0.034041405	-0.036735535	-0.034041405	-0.31294537	35_9469	"Cluster: Hypothetical protein; n=1; Plutella xylostella multiple nucleopolyhedrovirus|Rep: Hypothetical protein - Plutella xylostella multiple nucleopolyhedrovi"	UniRef90_Q0GYD2	CHR3V7|COORD:6736388..6738336| late embryogenesis abundant protein-related / LEA protein-related	AT3G19430.1	CHR12V5|COORD:6108924..6103451|protein transposon protein, putative, CACTA, En/Spm sub-class	LOC_Os12g11330.1	no descriptionnot assigned not assigned not assigned not assigned PRK07764	not assigned.unknown	35_2

CUST_83278_PI403524517	2	0.50819063	0.47299004	0.13482141	-0.13482141	-0.4741249	-0.334023	35_23879	"Cluster: Hypothetical protein OSJNBa0022O02.23; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0022O02.23 - Oryza sativa (japonica"	UniRef90_Q69SM9	"CHR3V7|COORD:5082003..5084057| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G22230.1); similar to unknown protein [Arabidopsis thaliana]"	AT3G15095.1	CHR06V5|COORD:14389245..14385816|protein expressed protein	LOC_Os06g24540.1	no descriptionPRK12323	not assigned.unknown	35_2

CUST_896_PI404877155	2	0.051637173	0.5402751	-0.20735884	-0.007396698	-0.37202024	0.007396698	Contig10900_at	OSJNBa0011F23.7 [Oryza sativa (japonica cultivar-group)]	CAE04234.2	ribulose bisphosphate carboxylase/oxygenase activase, putative / RuBisCO	At1g73110.1	protein ATPase, AAA family, putative	Os04g56320	ribulose bisphosphate carboxylase/oxygenase activase, putative / RuBisCO activase, putative, similar to ribulose bisphosphate carboxylase/oxygenase activase, chloroplast precursor (RuBisCO activase, RA) (Oryza sativa) SWISS-PROT:P93431	PS.calvin cyle.rubisco interacting	1_03_13

CUST_158001_PI403524517	2	0.023482323	-0.59858894	-0.027853012	0.061237335	-0.023155212	0.023154259	35_44111	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_31949_PI403524517	2	0.17296505	0.020878792	-0.020879745	-0.3733616	-0.35262108	0.15471363	35_9215	Rep: Auxin response factor 7a - Oryza sativa (Rice)	UniRef90_Q8S979	"CHR1V7|COORD:6628386..6632770| ARF19 (AUXIN RESPONSE FACTOR 11); transcription factor"	AT1G19220.1	CHR06V5|COORD:29655971..29664197|protein auxin response factor 19, putative, expressed	LOC_Os06g48950.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned GAL11 PRK10929 COG4372 PRK11281 Keratin_B2 Glutenin_hmw PRK10263 GumC MukB PRK11637 tolA COG3264 mukB Metallothio TolA PRK07003 COG4487 XseA LSR PRK10246 TolA BAF1_ABF1 SKG6 COG4942 PRK01294 SerH FliK HrpE	not assigned.unknown	35_2

CUST_181289_PI403524517	2	-0.054026127	1.0682559	0.054026127	-0.26436472	-0.39301872	0.2430768	35_50412	0	0	CHR1V7|COORD:7112642..7115181| transducin family protein / WD-40 repeat family protein	AT1G20540.1	CHR08V5|COORD:27570560..27574405|protein protein TSSC1, putative, expressed	LOC_Os08g44010.5	no description	not assigned.unknown	35_2

CUST_313_PI399407379	2	0.07624149	0.44152164	-0.79277515	-0.28128624	-0.056845665	0.05684662	HvNCED9									

CUST_39517_PI403524517	2	0.16625595	0.11193466	-0.05275154	-0.054681778	-0.065112114	0.05275154	35_11366	"Cluster: Os05g0426300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0426300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DI08	"CHR1V7|COORD:18084701..18086318| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G06080.2); similar to Os01g0880400 [Oryza sativa (japonica"	AT1G48880.1	CHR05V5|COORD:20810915..20814702|protein expressed protein	LOC_Os05g35190.1	" no descriptionmoderately similar to ( 397)AT1G48880| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G06080.2); similar to Os01g0880400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001044993.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABA91480.2); similar to Os05g0426300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001055601.1); contains InterPro domain Protein of unknown function DUF231, plant; (InterPro:IPR004253) | chr1:18084701-18086318 FORWARDDUF231 "	not assigned.unknown	35_2

CUST_144956_PI403524517	2	-0.7019911	-0.6898413	0.5116348	0.10802269	0.20861721	-0.10802269	35_40596	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_101577_PI403524517	2	0.04563713	0.026992321	-0.15662003	0.25360012	-0.026992798	-0.085122585	35_28986	Rep: Hypothetical protein - Crocodilepox virus	UniRef90_Q06ZX9	CHR4V7|COORD:10275928..10278502| leucine-rich repeat family protein / extensin family protein	AT4G18670.1	CHR02V5|COORD:9191843..9192277|protein conserved hypothetical protein	LOC_Os02g16160.1	no description	not assigned.unknown	35_2

CUST_152427_PI403524517	2	0.35024977	0.2743826	0.057112694	-0.31148624	-0.5005069	-0.05711317	35_42605	0	0		0	CHR08V5|COORD:1612869..1615056|protein 60S ribosomal protein L37, putative, expressed	LOC_Os08g03450.1	no description	protein.synthesis.misc ribososomal protein	29_2_2

CUST_29046_PI403524517	2	0.04757881	0.13334179	-0.04621601	-0.2610464	-0.081941605	0.04621601	35_8392	"Cluster: Putative CRK1 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative CRK1 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ZCC7	CHR5V7|COORD:20711004..20714209| protein kinase family protein	AT5G50860.1	CHR08V5|COORD:661212..655821|protein transposon protein, putative, unclassified, expressed	LOC_Os08g02050.1	no descriptionvery weakly similar to (72.8)AT1G53050| Symbols:  | protein kinase family protein | chr1:19776242-19779199 FORWARDnot assigned	protein.postranslational modification	29_4

CUST_124387_PI403524517	2	-0.012214661	-0.0456028	0.012214661	-0.030218124	0.21285057	0.1247139	35_35062	Rep: Hypothetical protein - Medicago truncatula (Barrel medic)	UniRef90_Q1T5X1	CHR4V7|COORD:16771406..16773274| vestitone reductase-related	AT4G35250.1	CHR08V5|COORD:27567438..27562341|protein expressed protein	LOC_Os08g44000.1	no descriptionweakly similar to ( 151)AT4G35250| Symbols:  | vestitone reductase-related | chr4:16771406-16773274 REVERSEnot assigned Prolidase Peptidase_M24 PepP	protein.degradation.metalloprotease	29_5_7

CUST_116726_PI403524517	2	-0.31563377	-0.06647968	0.3847294	0.27945518	-0.20199013	0.06647873	35_33086	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_10033_PI404877155	2	-0.36426353	0.06674194	0.31297302	0.11720848	-0.06674194	-0.099972725	Contig3743_at	unknown protein [Oryza sativa (japonica cultivar-group)]	BAC16504.1	expressed protein	At1g19180.1	protein hypothetical protein	Os07g42370	gi|23237931|dbj|BAC16504.1| unknown protein	RNA.regulation of transcription.C2C2(Zn) GATA transcription factor family	27_3_09

CUST_16432_PI399408534	2	0.3443532	0.5397048	-0.29704	-0.51192427	-5.6934357E-4	5.6934357E-4	35_36846	"Cluster: Leucine-rich repeat transmembrane protein kinase, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Leucine-rich repeat transmembra"	UniRef90_Q10C82	CHR3V7|COORD:945310..948443| leucine-rich repeat transmembrane protein kinase, putative	AT3G03770.1	CHR03V5|COORD:32864618..32869627|protein ATP binding protein, putative, expressed	LOC_Os03g57780.2	 no descriptionmoderately similar to ( 216)AT3G03770| Symbols:  | leucine-rich repeat transmembrane protein kinase, putative | chr3:945310-948443 REVERSEvery weakly similar to ( 100)CRI4_MAIZEPutative receptor protein kinase CRINKLY4 precursor - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pkinase Pkinase_Tyr PTKc TyrKc S_TKc S_TKc PTKc_Src_like PTKc_Jak_rpt2 PTKc_Srm_Brk PTKc_Trk SPS1 PTKc_TrkA PTKc_Csk_like PTKc_TrkB 	signalling.receptor kinases.misc	30_2_99

CUST_10853_PI404877155	2	-0.04117012	-0.38498878	-0.0048265457	0.008075714	0.22284603	0.004825592	Contig4587_at	porin VDAC3 - wheat emb|CAA57646.1| Voltage dependent anion channel (VDAC) [Triticum aestivum]	S59547	porin, putative	At3g01280.1	protein Eukaryotic porin	Os01g40570	Voltage dependent anion channel (VDAC)	transport.porins	34_20

CUST_122932_PI403524517	2	-0.014176369	0.014176369	-0.066306114	-0.11585045	0.04447651	0.05723667	35_34678	Rep: OSJNBa0042L16.18 protein - Oryza sativa (Rice)	UniRef90_Q4LB28	CHR1V7|COORD:195980..198383| protein kinase family protein	AT1G01540.2	CHR04V5|COORD:21135668..21139578|protein BRASSINOSTEROID INSENSITIVE 1-associated receptor kinase 1 precursor, putative, expressed	LOC_Os04g35080.1	no descriptionvery weakly similar to (90.1)AT1G01540| Symbols:  | protein kinase family protein | chr1:195980-198383 FORWARD	protein.postranslational modification.kinase.receptor like cytoplasmatic kinase V	29_4_1_55

CUST_32440_PI403524517	2	-0.05919361	0.22176743	0.23961735	-0.026341438	-0.13959312	0.026341438	35_9353	Rep: RbohAOsp - Oryza sativa (Rice)	UniRef90_O48539	"CHR1V7|COORD:23773929..23779980| ATRBOH F (RESPIRATORY BURST OXIDASE PROTEIN F); NAD(P)H oxidase"	AT1G64060.1	CHR05V5|COORD:26162629..26154195|protein respiratory burst oxidase, putative, expressed	LOC_Os05g45210.3	" no descriptionmoderately similar to ( 402)AT1G64060| Symbols: ATRBOHF, RBOHAP108, RBOHF, ATRBOH F | ATRBOH F (RESPIRATORY BURST OXIDASE PROTEIN F); NAD(P)H oxidase | chr1:23773929-23779980 FORWARDnot assigned Ferric_reduct FAD_binding_8 COG4097 "	stress.biotic.respiratory burst	20_1_1

CUST_92434_PI403524517	2	-0.056548595	0.13172436	0.39862442	0.03813982	-0.03813982	-0.40063572	35_26431	"Cluster: Os01g0757900 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0757900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JJ66	"CHR4V7|COORD:11431295..11433208| ATFMN/FHY (RIBOFLAVIN KINASE/FMN HYDROLASE); FMN adenylyltransferase/ riboflavin kinase"	AT4G21470.1	CHR01V5|COORD:32166484..32163022|protein haloacid dehalogenase-like hydrolase domain-containing protein 1A, putative, expressed	LOC_Os01g55310.1	"no descriptionweakly similar to ( 196)AT4G21470| Symbols: ATFMN/FHY | ATFMN/FHY (RIBOFLAVIN KINASE/FMN HYDROLASE); FMN adenylyltransferase/ riboflavin kinase | chr4:11431295-11433208 FORWARDnot assigned not assigned COG0637 Gph Hydrolase PRK10826 PRK10725 COG1011 PRK11587 PRK10563"	not assigned.no ontology	35_1

CUST_53138_PI403524517	2	-0.036833763	-1.2262859	-0.16926575	0.080080986	0.10043812	0.036833763	35_15127	"Cluster: Pyruvate kinase family protein, expressed; n=5; BEP clade|Rep: Pyruvate kinase family protein, expressed - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QXR8	CHR3V7|COORD:19660024..19663215| pyruvate kinase, putative	AT3G52990.1	CHR11V5|COORD:2239462..2235068|protein pyruvate kinase, cytosolic isozyme, putative, expressed	LOC_Os11g05110.2	 no descriptionhighly similar to ( 910)AT3G52990| Symbols:  | pyruvate kinase, putative | chr3:19660314-19663215 FORWARDmoderately similar to ( 375)KPYC_TOBACPyruvate kinase, cytosolic isozyme - Nicotiana tabacum (Common tobacco)not assigned Pyruvate_Kinase PykF PRK05826 PK PRK09206 PRK06354 PRK06247 PRK06739 PK_C PRK08187 	glycolysis.PK	4_13

CUST_166526_PI403524517	2	-0.3791113	-0.010071278	0.67578316	0.55010366	0.010071754	-0.5816059	35_46391	"Cluster: Hypothetical protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53P51	CHR2V7|COORD:15804462..15807614| WD-40 repeat family protein	AT2G37670.1	CHR12V5|COORD:3985504..3981944|protein signal transducer, putative, expressed	LOC_Os12g07874.1	no descriptionvery weakly similar to (63.9)AT5G02430| Symbols:  | WD-40 repeat family protein | chr5:526590-529837 FORWARDnot assigned	development.unspecified	33_99

CUST_66513_PI403524517	2	0.17848301	-0.16145325	-0.17922306	0.07899284	0.11860657	-0.07899189	35_18994	"Cluster: Hypothetical protein OJ1607A12.9; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1607A12.9 - Oryza sativa (japonica cultivar-g"	UniRef90_Q8H7Y9	"CHR2V7|COORD:16229349..16230471| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G22970.1); similar to unknown protein [Oryza sativa (japonica"	AT2G38820.2	CHR03V5|COORD:3359295..3360883|protein plant-specific domain TIGR01615 family protein, expressed	LOC_Os03g06680.1	" no descriptionweakly similar to ( 162)AT2G38820| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G22970.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAP44687.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:AAT76408.1); similar to Os03g0796600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001051556.1); contains InterPro domain Protein of unknown function DUF506, plant; (InterPro:IPR006502) | chr2:16229349-16230471 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF506 PRK07003 Tymo_45kd_70kd Herpes_BLLF1 PRK07764 PRK12323 PRK12678 Atrophin-1 APC_basic HPC2 AF-4 Pneumo_att_G Herpes_LP "	not assigned.unknown	35_2

CUST_36027_PI403524517	2	0.05610752	-0.5574589	-0.19350624	-0.019335747	0.073905945	0.019334793	35_10389	"Cluster: Putative mitotic checkpoint protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative mitotic checkpoint protein - Oryza sativa (japonica"	UniRef90_Q5N9G9	CHR5V7|COORD:20299531..20305001| mitotic checkpoint family protein	AT5G49880.1	CHR01V5|COORD:38391288..38398541|protein mitotic checkpoint protein, expressed	LOC_Os01g65580.3	no descriptionmoderately similar to ( 478)AT5G49880| Symbols:  | mitotic checkpoint family protein | chr5:20299531-20305001 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned MAD Smc SbcC Myosin_tail_1 PRK03918 PRK02224 RecN HOOK CALCOCO1 DUF827 COG4372 Filament MAP65_ASE1 PRK04778 DUF869	cell.division	31_2

CUST_69766_PI403524517	2	0.0041098595	-0.45154858	-0.072488785	0.11411095	-0.0041093826	0.110542774	35_19962	"Cluster: OSJNBa0039C07.7 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0039C07.7 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XLG9	CHR2V7|COORD:14217256..14218563| gt-2-related	AT2G33550.1	CHR04V5|COORD:19428386..19425396|protein expressed protein	LOC_Os04g32590.1	no descriptionvery weakly similar to (80.9)AT2G33550| Symbols:  | gt-2-related | chr2:14217256-14218563 REVERSE	not assigned.no ontology	35_1

CUST_3109_PI404877155	2	0.14960766	-0.12382507	-0.014836311	-0.07346439	0.05290699	0.014836311	Contig13547_at	85kDa isoamylase [Hordeum vulgare subsp. vulgare]	BAD08581.1	isoamylase, putative / starch debranching enzyme, putative	At1g03310.2	protein isoamylase-type starch debranching enzyme ISO2	Os05g32710	"ATISA2;DBE1;DEBRANCHING ENZYME 1;isoamylase, putative / starch debranching enzyme, putative, similar to isoamylase isoform 2 (Solanum tuberosum) GI:27728147, isoamylase from (Triticum aestivum) GI:17932898, (Hordeum vulgare) GI:21314275, (Oryza sativa) GI"	major CHO metabolism.synthesis.starch.debranching	2_1_2_04

CUST_34659_PI399408534	2	0.026470184	-0.4151621	-0.25225925	0.2010746	0.25336266	-0.026470184	35_19267	"Cluster: MADS-box transcription factor TaAGL23; n=3; Triticum aestivum|Rep: MADS-box transcription factor TaAGL23 - Triticum aestivum (Wheat)"	UniRef90_Q1G185	"CHR2V7|COORD:18814873..18817267| AGL20 (AGAMOUS-LIKE 20); transcription factor"	AT2G45660.1	CHR06V5|COORD:493851..510407|protein MADS-box transcription factor 56, putative, expressed	LOC_Os06g01890.1	" no descriptionweakly similar to ( 133)AT2G45660| Symbols: SOC1, AGL20 | AGL20 (AGAMOUS-LIKE 20); transcription factor | chr2:18814873-18817267 REVERSEweakly similar to ( 137)MAD50_ORYSAnot assigned not assigned not assigned not assigned MADS_MEF2_like MADS MADS MADS_SRF_like K-box SRF-TF ARG80 PRK07764 "	RNA.regulation of transcription.MADS box transcription factor family	27_3_24

CUST_106020_PI403524517	2	0.26704502	-0.09512901	-0.055473328	0.059044838	0.01613617	-0.01613617	35_30183	"Cluster: Allergen, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Allergen, putative, expressed - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10RE6	"CHR4V7|COORD:8440162..8440688| similar to allergen-related [Arabidopsis thaliana] (TAIR:AT3G22820.1); similar to Hypothetical protein"	AT4G14723.1	CHR03V5|COORD:3303709..3302533|protein expressed protein	LOC_Os03g06610.1	"no descriptionvery weakly similar to (87.8)AT4G14723| Symbols:  | similar to allergen-related [Arabidopsis thaliana] (TAIR:AT3G22820.1); similar to Hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:AAN06864.1); similar to Os03g0161600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001049045.1) | chr4:8440162-8440688 FORWARD"	stress.abiotic.unspecified	20_2_99

CUST_28810_PI399408534	2	0.01326561	0.030327797	-0.080975056	-0.01326561	0.026112556	-0.09598446	35_10216	"Cluster: Putative SET domain protein SDG117; n=3; Oryza sativa (japonica cultivar-group)|Rep: Putative SET domain protein SDG117 - Oryza sativa (japonica cultiv"	UniRef90_Q6YV15	CHR2V7|COORD:10105293..10110309| nucleic acid binding / transcription factor/ zinc ion binding	AT2G23740.1	CHR02V5|COORD:29297002..29301346|protein SET domain protein SDG117, putative, expressed	LOC_Os02g47900.1	no descriptionmoderately similar to ( 345)AT2G23740| Symbols:  | nucleic acid binding / transcription factor/ zinc ion binding | chr2:10105293-10110309 FORWARDnot assigned not assigned not assigned SET Pre-SET SET	RNA.regulation of transcription.SET-domain transcriptional regulator family	27_3_69

CUST_135798_PI403524517	2	0.3868642	0.9523401	0.678205	-0.46697235	-0.6951122	-0.3868642	35_38086	"Cluster: Protein kinase, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Protein kinase, putative, expressed - Oryza sativa (japonica cult"	UniRef90_Q10SF4		0	CHR03V5|COORD:1388347..1390179|protein ATP binding protein, putative, expressed	LOC_Os03g03290.1	no description	not assigned.unknown	35_2

CUST_20424_PI399408534	2	-0.023375511	0.27744865	0.023376465	-0.12532043	0.070827484	-0.12062454	35_3695	Rep: H0112G12.15 protein - Oryza sativa (Rice)	UniRef90_Q01JK5	CHR5V7|COORD:767616..768583| transcriptional co-activator-related	AT5G03220.1	CHR04V5|COORD:33558232..33555336|protein cofactor required for Sp1 transcriptional activation subunit 9, putative, expressed	LOC_Os04g56640.3	no descriptionmoderately similar to ( 211)AT5G03500| Symbols:  | transcription coactivator | chr5:876672-877659 REVERSEnot assigned MED7	RNA.regulation of transcription.unclassified	27_3_99

CUST_14897_PI403524517	2	0.27738237	-0.6676154	-0.06174183	0.19901466	-0.035892487	0.035892487	35_4294	"Cluster: Putative ATPase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative ATPase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z2T4	CHR3V7|COORD:3208315..3210683| anion-transporting ATPase family protein	AT3G10350.1	CHR02V5|COORD:31250095..31246689|protein arsenical pump-driving ATPase, putative, expressed	LOC_Os02g51100.1	no descriptionhighly similar to ( 516)AT3G10350| Symbols:  | anion-transporting ATPase family protein | chr3:3208315-3210683 FORWARDnot assigned ArsA_ATPase ArsA_ATPase ArsA ArsA CooC	transport.unspecified anions.arsenite-transporting ATPase	34_18_1

CUST_4425_PI399408534	2	0.083807945	0.41445827	-0.038341522	-0.02669239	-0.21917439	0.026691437	35_5164	"Cluster: Os05g0224800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0224800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DJV2	CHRomomethylase 2 (CMT2) | chr4V7|COORD:omomethylase| chromomethylase 2 (CMT2)	AT4G19020.1	CHR05V5|COORD:7619875..7613502|protein ATP binding protein, putative, expressed	LOC_Os05g13780.1	no descriptionmoderately similar to ( 419)AT4G19020| Symbols:  | chromomethylase 2 (CMT2) | chr4:10414537-10420947 FORWARDmoderately similar to ( 397)CMT1_MAIZEDNA - Zea mays (Maize)BAH_plantDCM_I Dcm DNA_methylase Cyt_C5_DNA_methylase	RNA.regulation of transcription.DNA methyltransferases	27_3_46

CUST_80888_PI403524517	2	-0.7779126	0.47914982	0.22686625	0.65293264	-0.4142828	-0.22686672	35_23198	"Cluster: Hypothetical protein OSJNBa0003O19.3; n=3; Oryza sativa|Rep: Hypothetical protein OSJNBa0003O19.3 - Oryza sativa (Rice)"	UniRef90_Q9AYK2	CHR4V7|COORD:9946059..9947710| zinc-binding family protein	AT4G17900.1	CHR10V5|COORD:22501927..22499441|protein expressed protein	LOC_Os10g42410.1	no descriptionvery weakly similar to (69.3)AT4G17900| Symbols:  | zinc-binding family protein | chr4:9946826-9947710 FORWARD	not assigned.no ontology	35_1

CUST_10205_PI403524517	2	-0.10198116	-0.11780119	0.15203857	0.52326393	-0.29280996	0.10198164	35_2879	"Cluster: Putative early-responsive to dehydration stress protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative early-responsive to dehydration stre"	UniRef90_Q6Z692	CHR1V7|COORD:29438066..29440708| dehydration-responsive protein-related	AT1G78240.1	CHR02V5|COORD:31762913..31757146|protein ATP binding protein, putative, expressed	LOC_Os02g51860.1	no descriptionweakly similar to ( 136)AT1G78240| Symbols:  | dehydration-responsive protein-related | chr1:29438066-29440708 REVERSEDUF248	stress.abiotic.drought/salt	20_2_3

CUST_9325_PI404877155	2	-0.05834484	0.6269312	0.12476444	-0.12437153	-0.34027004	0.058343887	Contig3112_at	cold acclimation protein WCOR413 - wheat gb|AAB18207.1| cold acclimation protein WCOR413 [Triticum aestivum]	T06810	cold-acclimation protein, putative (FL3-5A3)	At2g15970.1	protein cold acclimation protein WCOR413-like protein	Os03g55850	"ATCOR413-PM1;FL3-5A3;WCOR413;WCOR413-LIKE;COLD ACCLIMATION PROTEIN WCOR413-LIKE PROTEIN ALPHA FORM;cold-acclimation protein, putative (FL3-5A3), similar to cold acclimation WCOR413-like protein gamma form (Hordeum vulgare) gi:18449100:gb:AAL69988; similar"	stress.abiotic.cold	20_2_2

CUST_14804_PI399408534	2	-0.09776592	0.28928375	0.4822502	-0.108795166	0.0977664	-0.509213	35_20522	"Cluster: Putative NAM (No apical meristem) protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative NAM (No apical meristem) protein - Oryza sativa (j"	UniRef90_Q8H7M4	CHR5V7|COORD:6041243..6042745| ANAC087	AT5G18270.2	CHR03V5|COORD:11918306..11916270|protein GRAB2 protein, putative, expressed	LOC_Os03g21030.1	no descriptionmoderately similar to ( 248)AT5G18270| Symbols: ANAC087 | ANAC087 | chr5:6041243-6042745 REVERSEmoderately similar to ( 220)NAC77_ORYSAnot assigned NAM	RNA.regulation of transcription.NAC domain transcription factor family	27_3_27

CUST_82001_PI403524517	2	-0.08127594	-0.29401731	0.073028564	0.039610863	0.09392834	-0.03960991	35_23523	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_11885_PI403524517	2	-0.42795753	-0.9421749	0.38750267	0.1974535	0.06443596	-0.06443596	35_3381	"Cluster: Os01g0761300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0761300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JJ42	CHR3V7|COORD:5476496..5480134| acyl-activating enzyme 13 (AAE13)	AT3G16170.1	CHR01V5|COORD:32353153..32359535|protein long-chain-fatty-acid-CoA ligase-like protein, putative, expressed	LOC_Os01g55590.1	no descriptionmoderately similar to ( 462)AT3G16170| Symbols:  | acyl-activating enzyme 13 (AAE13) | chr3:5476496-5480134 FORWARDvery weakly similar to ( 100)4CL2_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07514 CaiC PRK07787 PRK07656 Acs PRK05605 AMP-binding PRK07529 PRK08316 PRK05677 PRK08314 PRK03640 PRK12492 PRK06839 PRK07059 PRK08974 PRK06187 PRK08315 PRK06087 PRK12583 PRK06178 PRK09088 PRK08751 PRK07684 PRK07770 PRK06710 PRK07786 PRK05852 PRK07771 PRK06188 PRK06145 EntE PRK06060 PRK09089 FAA1 PRK08276 PRK07788 PRK04319 PRK07470 caiC entE PRK07638 PRK06219 PRK07445 PRK08162 PRK03582 PRK12406 PRK06018 PRK00851 PRK07008 PRK08633 PRK03429 PRK07824 PRK05620 PRK06814 PRK07798 PRK03914 PRK07867 EntF PRK12467 PRK05691 PRK06155 PRK06164 PRK10524 PRK08043 PRK02167 PRK03613 PRK02239 PRK02530 PRK12316 PRK04813 PRK05857 PRK08180 PRK06368 PRK04664 PRK01291 acsA PRK08308 PRK10252 PRK09029 PRK08279 PRK09192 PRK12582 PRK09274	lipid metabolism.FA synthesis and FA elongation.acyl coa ligase	11_1_8

CUST_12403_PI404877155	2	0.008501053	-0.3080454	-0.008501053	0.48424578	-0.055174828	0.19926882	Contig6154_s_at	canalicular multispecific organic anion transporter 2-like proein [Oryza sativa (japonica cultivar-group)]	NP_910489.1	ABC transporter family protein	At3g59140.1	protein ABC transporter, putative	Os06g06440	canalicular multispecific organic anion transporter 2-like proein	transport.ABC transporters and multidrug resistance systems	34_16

CUST_21583_PI399408534	2	0.19201899	0.06418657	-0.14404869	0.2103858	-0.1109643	-0.06418657	35_25105	"Cluster: Putative trithorax 3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative trithorax 3 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5NAU4	CHR4V7|COORD:13894700..13900262| PHD finger protein-related / SET domain-containing protein (TX4)	AT4G27910.1	CHR01V5|COORD:6511693..6504158|protein histone-lysine N-methyltransferase ATX5, putative, expressed	LOC_Os01g11952.1	no descriptionmoderately similar to ( 341)AT4G27910| Symbols:  | PHD finger protein-related / SET domain-containing protein (TX4) | chr4:13894700-13900262 FORWARDnot assigned not assigned not assigned not assigned not assigned COG5141	RNA.regulation of transcription.SET-domain transcriptional regulator family	27_3_69

CUST_86704_PI403524517	2	0.07363701	-0.07973766	0.06788635	-0.0678854	0.17315388	-0.14774609	35_24831	"Cluster: Dihydrodipicolinate reductase family protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Dihydrodipicolinate reductase"	UniRef90_Q10P66	CHR3V7|COORD:22135474..22137468| dihydrodipicolinate reductase family protein	AT3G59890.1	CHR03V5|COORD:7650654..7655907|protein dihydrodipicolinate reductase, putative, expressed	LOC_Os03g14120.4	no descriptionvery weakly similar to (98.6)AT3G59890| Symbols:  | dihydrodipicolinate reductase family protein | chr3:22135474-22137468 REVERSE	amino acid metabolism.synthesis.aspartate family.lysine.dihydrodipicolinate reductase	13_1_3_5_2

CUST_93948_PI403524517	2	0.018496513	-0.28015995	0.01517868	-0.015177727	0.1347475	-0.01930523	35_26862	"Cluster: Hypothetical protein OJ1131_E05.126; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1131_E05.126 - Oryza sativa (japonica cult"	UniRef90_Q8H5H1	CHR5V7|COORD:5122794..5124140| F-box family protein	AT5G15710.1	CHR07V5|COORD:20997635..20999614|protein F-box domain containing protein, expressed	LOC_Os07g35050.1	no description	not assigned.unknown	35_2

CUST_12065_PI403524517	2	-0.07920551	0.12565613	0.09766388	-0.018320084	0.018321037	-0.032226562	35_3434	"Cluster: Os05g0150400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0150400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DKP4	"CHR5V7|COORD:16455775..16457144| DRB5 (DSRNA-BINDING PROTEIN 5); double-stranded RNA binding"	AT5G41070.1	CHR05V5|COORD:2867493..2862898|protein double-stranded RNA binding motif family protein, expressed	LOC_Os05g05790.1	"no descriptionweakly similar to ( 157)AT3G26932| Symbols: DRB3 | DRB3 (DSRNA-BINDING PROTEIN 3); double-stranded RNA binding | chr3:9931697-9932951 REVERSEnot assigned not assigned DSRM dsrm DSRM rnc Rnc Atrophin-1 PRK12371"	RNA.RNA binding	27_4

CUST_113944_PI403524517	2	0.45523167	0.30883265	-0.09313679	0.031141281	-0.2851858	-0.031141281	35_32338	Rep: Resistance protein LR10 - Triticum aestivum (Wheat)	UniRef90_Q6WSR5		0	CHR04V5|COORD:6421995..6422315|protein resistance protein, putative	LOC_Os04g11760.1	no description	not assigned.unknown	35_2

CUST_72794_PI403524517	2	0.071582794	-0.16288376	0.014763832	-0.1125927	0.020832062	-0.014763832	35_20867	"Cluster: Os08g0162500 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os08g0162500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J7U2	CHR4V7|COORD:10562225..10563687| EMB3006 (EMBRYO DEFECTIVE 3006)	AT4G19350.1	CHR08V5|COORD:3684332..3687023|protein expressed protein	LOC_Os08g06520.1	no descriptionweakly similar to ( 106)AT4G19350| Symbols: EMB3006 | EMB3006 (EMBRYO DEFECTIVE 3006) | chr4:10562225-10563687 REVERSE	not assigned.unknown	35_2

CUST_15860_PI404877155	2	-5.540848E-4	0.07177448	5.540848E-4	-0.08705711	-0.07031727	0.021607399	Contig9709_s_at	putative zinc finger protein [Oryza sativa (japonica cultivar-group)]	AAS07218.1	zinc finger (DHHC type) family protein	At3g60800.1	protein putative zinc finger protein	Os03g58960	zinc finger (DHHC type) family protein, contains DHHC zinc finger domain PF01529	RNA.regulation of transcription.unclassified	27_3_99

CUST_178509_PI403524517	2	-0.030652046	-0.5125046	-0.020389557	0.060702324	0.09831619	0.020389557	35_49648	Rep: Diphosphonucleotide phosphatase 2 - Zea mays (Maize)	UniRef90_Q94FY6	CHR3V7|COORD:5008758..5013067| phosphoesterase	AT3G14890.1	CHR01V5|COORD:31080067..31088067|protein phosphoesterase, putative, expressed	LOC_Os01g53560.1	no descriptionweakly similar to ( 145)AT3G14890| Symbols:  | phosphoesterase | chr3:5008899-5013067 FORWARDnot assigned PNK3P	DNA.repair	28_2

CUST_41239_PI403524517	2	0.1863432	0.05939579	0.040970325	-0.040970325	-0.05575323	-0.0980587	35_11855	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_31828_PI399408534	2	-0.015973091	0.015973091	0.04126644	-0.12319279	0.05962658	-0.11098194	35_1056	Rep: Poly(A)-binding protein - Triticum aestivum (Wheat)	UniRef90_P93616	"CHR1V7|COORD:18420408..18423421| PAB8 (POLY(A) BINDING PROTEIN 8); RNA binding / translation initiation factor"	AT1G49760.1	CHR09V5|COORD:1217011..1211856|protein polyadenylate-binding protein 2, putative, expressed	LOC_Os09g02700.1	" no descriptionhighly similar to ( 608)AT1G49760| Symbols: PAB8 | PAB8 (POLY(A) BINDING PROTEIN 8); RNA binding / translation initiation factor | chr1:18420408-18423421 FORWARDvery weakly similar to (84.0)ROC1_NICSY29 kDa ribonucleoprotein A, chloroplast precursor - Nicotiana sylvestris (Wood tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG0724 PolyA PABP RRM RRM_1 TT_ORF1 "	RNA.processing	27_1

CUST_24257_PI399408534	2	-0.09318352	-0.3199768	0.20551872	-0.01805687	0.34199715	0.018055916	35_15259	"Cluster: Putative Ras-related GTP-binding protein RAB11C; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Ras-related GTP-binding protein RAB11C - Ory"	UniRef90_Q941S7	"CHR3V7|COORD:17257684..17259347| AtRABA2c/AtRab11A (Arabidopsis Rab GTPase homolog A2c); GTP binding"	AT3G46830.1	CHR01V5|COORD:36797290..36794764|protein ras-related protein Rab11C, putative, expressed	LOC_Os01g62950.1	" no descriptionmoderately similar to ( 330)AT3G46830| Symbols: AtRab11A, AtRABA2c | AtRABA2c/AtRab11A (Arabidopsis Rab GTPase homolog A2c); GTP binding | chr3:17257684-17259347 REVERSEmoderately similar to ( 338)RB11C_LOTJARas-related protein Rab11C - Lotus japonicusnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Rab11_like RAB Rab Ras Rab8_Rab10_Rab13_like Rab2 Rab5_related Rab1_Ypt1 Rab4 Rab19 Rab14 Rab18 Rab39 Rab35 Rab6 Rab30 Rab26 Rab21 RabA_like Rab32_Rab38 Rab7 Rab3 Rab27A Rab15 Ras_like_GTPase Ras Rab12 Rab33B_Rab33A RJL Rab9 COG1100 Rab40 RAS Rab23_lke Rab24 RalA_RalB M_R_Ras_like Rab28 RabL2 Ras2 Ran H_N_K_Ras_like Rap_like RheB Rab36_Rab34 RERG_RasL11_like Rho RSR1 Rap1 RabL4 Spg1 RHO Rit_Rin_Ric Rap2 Rho4_like RAN ARHI_like Wrch_1 Rab20 Miro Rhes_like Rho2 RGK Rho3 Tc10 Ras_dva Rop_like Arf_Arl Rac1_like RhoG RhoA_like Rnd Rnd3_RhoE_Rho8 Miro1 RabL3 Arf Arl5_Arl8 Arfrp1 ARLTS1 Rnd1_Rho6 Cdc42 ARF ARD1 Arl4_Arl7 Rnd2_Rho7 Arl10_like Arf6 Arf1_5_like Arl2 ThdF RRP22 COG2229 RhoBTB "	signalling.G-proteins	30_5

CUST_166334_PI403524517	2	0.0075712204	0.5816755	-0.092149734	0.181633	-0.48271084	-0.0075712204	35_46338	Rep: Zinc finger protein ZIC 5 - Homo sapiens (Human)	UniRef90_Q96T25	CHR1V7|COORD:7005081..7007276| nucleic acid binding	AT1G20220.1	CHR12V5|COORD:25748688..25747228|protein expressed protein	LOC_Os12g41660.1	no description	not assigned.unknown	35_2

CUST_84465_PI403524517	2	0.10288715	0.26189423	-0.01142931	-0.107842445	-0.19553375	0.011429787	35_24202	"Cluster: Putative peptide transporter; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative peptide transporter - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ZGY3	CHR4V7|COORD:11517552..11519588| proton-dependent oligopeptide transport (POT) family protein	AT4G21680.1	CHR02V5|COORD:28310329..28306720|protein peptide transporter PTR2, putative, expressed	LOC_Os02g46460.1	no descriptionweakly similar to ( 169)AT4G21680| Symbols:  | proton-dependent oligopeptide transport (POT) family protein | chr4:11517552-11519588 REVERSEnot assigned PTR2	transport.peptides and oligopeptides	34_13

CUST_99811_PI403524517	2	-1.414381	0.16882038	0.4973297	-0.16882038	0.45312023	-0.71654034	35_28493	Rep: Cytochrome P450 CYP709C1 - Triticum aestivum (Wheat)	UniRef90_Q6DV71	"CHR2V7|COORD:19296535..19298610| CYP709B2 (cytochrome P450, family 709, subfamily B, polypeptide 2); oxygen binding"	AT2G46950.1	CHR07V5|COORD:13322237..13324707|protein cytochrome P450 72A1, putative, expressed	LOC_Os07g23570.1	" no descriptionweakly similar to ( 160)AT2G46950| Symbols: CYP709B2 | CYP709B2 (cytochrome P450, family 709, subfamily B, polypeptide 2); oxygen binding | chr2:19296535-19298610 REVERSEweakly similar to ( 129)C72A1_CATROCytochrome P450 72A1 - Catharanthus roseus (Rosy periwinkle) (Madagascar periwinkle)not assigned not assigned not assigned not assigned not assigned p450 CypX "	misc.cytochrome P450	26_10

CUST_12583_PI404877155	2	0.0031719208	-0.3420744	-0.098267555	0.14002323	-0.0031719208	0.091236115	Contig6322_at	transporter-related-like [Oryza sativa (japonica cultivar-group)]	BAC79827.1	7376137|transporter-related	At1g21070.1	protein expressed protein	Os07g39280	transporter-related-like	transporter.sugars	34_2

CUST_7995_PI403524517	2	0.030350685	-0.2645054	-0.19882393	0.014976501	0.008392334	-0.008392334	35_2226	Rep: HMG-I/Y protein HMGa - Triticum aestivum (Wheat)	UniRef90_Q8LRU5	CHR1V7|COORD:5138660..5139348| high-mobility-group protein / HMG-I/Y protein	AT1G14900.1	CHR08V5|COORD:20525091..20521839|protein linker histone H1 and H5 family protein, expressed	LOC_Os08g33190.1	no descriptionvery weakly similar to (87.4)AT1G14900| Symbols: HMGA | high-mobility-group protein / HMG-I/Y protein | chr1:5138660-5139348 REVERSEvery weakly similar to (90.9)HMGYA_SOYBNHMG-Y-related protein A - Glycine max (Soybean)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned H15 PRK12323 Tymo_45kd_70kd Linker_histone PRK07764 Atrophin-1 H15 Extensin_2 PRK07003 APC_basic Gag_spuma DUF1509	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_79080_PI403524517	2	0.015349388	0.6100693	0.10835171	-0.1505518	-0.098633766	-0.015348434	35_22683	Rep: B0812A04.9 protein - Oryza sativa (Rice)	UniRef90_Q25A89	0	0	CHR04V5|COORD:22925887..22928355|protein expressed protein	LOC_Os04g38960.1	no description	not assigned.unknown	35_2

CUST_39013_PI403524517	2	0.04879284	0.093117714	-0.048792362	0.32850552	-0.35867596	-0.112929344	35_11223	"Cluster: Vegetative cell wall protein gp1 precursor; n=1; Chlamydomonas reinhardtii|Rep: Vegetative cell wall protein gp1 precursor - Chlamydomonas reinhardtii"	UniRef90_Q9FPQ6	CHR1V7|COORD:9039777..9042860| protein kinase	AT1G26150.1	CHR03V5|COORD:20523944..20527257|protein ATP binding protein, putative, expressed	LOC_Os03g37120.1	no descriptionnot assigned not assigned not assigned not assigned not assigned	not assigned.unknown	35_2

CUST_71549_PI403524517	2	0.16967201	0.074376106	-0.14997196	-0.053171158	-0.059334755	0.05317211	35_20506	Rep: At4g25770 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q147P6	"CHR4V7|COORD:13117830..13119991| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G10040.1); similar to Os03g0726800 [Oryza sativa (japonica"	AT4G25770.1	CHR08V5|COORD:21714104..21709278|protein serine esterase family protein, putative, expressed	LOC_Os08g34750.1	" no descriptionmoderately similar to ( 447)AT4G25770| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G10040.1); similar to Os03g0726800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001051137.1); similar to Protein of unknown function DUF676, hydrolase-like [Medicago truncatula] (GB:ABE83409.1); similar to Os08g0143700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001060979.1); contains InterPro domain Esterase/lipase/thioesterase; (InterPro:IPR000379); contains InterPro domain Protein of unknown function DUF676, hydrolase-like; (InterPro:IPR007751) | chr4:13117830-13119991 REVERSEnot assigned not assigned DUF676 "	not assigned.unknown	35_2

CUST_112591_PI403524517	2	0.4352684	-0.009328365	-0.022522926	-0.004843235	0.2085867	0.004843712	35_31959	"Cluster: Leucine Rich Repeat family protein, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Leucine Rich Repeat family protein, expressed - Oryza s"	UniRef90_Q2RBL3	"CHR3V7|COORD:20828053..20830496| MRLK (MERISTEMATIC RECEPTOR-LIKE KINASE); ATP binding / protein serine/threonine kinase"	AT3G56100.1	CHR11V5|COORD:358127..361653|protein brassinosteroid LRR receptor kinase precursor, putative, expressed	LOC_Os11g01620.1	" no descriptionweakly similar to ( 114)AT3G56100| Symbols: IMK3, MRLK | MRLK (MERISTEMATIC RECEPTOR-LIKE KINASE); ATP binding / protein serine/threonine kinase | chr3:20828053-20830496 REVERSEvery weakly similar to (83.2)PSKR_DAUCAPhytosulfokine receptor precursor - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned "	stress.biotic	20_1

CUST_62046_PI403524517	2	-0.07370949	-0.5679674	-0.068136215	0.29501915	0.06813717	0.21533203	35_17697	"Cluster: Hypothetical protein OJ1595_D08.12-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1595_D08.12-1 - Oryza sativa (japonica cu"	UniRef90_Q6K4A5	CHR3V7|COORD:6736388..6738336| late embryogenesis abundant protein-related / LEA protein-related	AT3G19430.1	CHR04V5|COORD:22233534..22232951|protein expressed protein	LOC_Os04g37770.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK05648 PRK07764 PRK07003 TonB Tymo_45kd_70kd Extensin_2 Drf_FH1 PRK08853 PRK12678 PRK10819 Atrophin-1 FAP tatB COG5373 DUF1421 DedD PRK00708 PRK11633 PRK08770 MCPVI Totivirus_coat DUF1210 GRP GRASP55_65 PRK06958 HpaP	not assigned.unknown	35_2

CUST_148059_PI403524517	2	0.007777214	0.59105587	-0.012867928	-0.05818367	-0.007777214	0.084649086	35_41426	"Cluster: POZ domain protein family-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: POZ domain protein family-like - Oryza sativa (japonica cultivar-group"	UniRef90_Q69U52	CHR1V7|COORD:7652465..7653855| BTB/POZ domain-containing protein	AT1G21780.1	CHR08V5|COORD:197497..195020|protein maternal Effect Lethal family member, putative, expressed	LOC_Os08g01320.2	no descriptionmoderately similar to ( 259)AT1G21780| Symbols:  | BTB/POZ domain-containing protein | chr1:7652465-7653855 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned BTB BTB PRK12323	protein.degradation.ubiquitin.E3.BTB/POZ Cullin3.BTB/POZ	29_5_11_4_5_2

CUST_48095_PI403524517	2	0.09016514	-0.27538013	-0.11371708	-0.0017967224	0.0017967224	0.07393265	35_13753	"Cluster: Os01g0835900 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0835900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JHY5	CHR5V7|COORD:24068875..24069186| histone H4	AT5G59690.1	CHR10V5|COORD:20690219..20689571|protein histone H4, putative, expressed	LOC_Os10g39410.1	no descriptionweakly similar to ( 162)AT5G59970| Symbols:  | histone H4 | chr5:24163578-24163889 REVERSEweakly similar to ( 162)H4_PEAHistone H4 - Pisum sativum (Garden pea)not assigned not assigned not assigned H4 H4 HHT1 Histone	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_549_PI404877155	2	-0.11134243	0.40794086	0.009627342	0.005121231	-0.09750748	-0.0051221848	Contig10470_at	0	BAD07746.1	anthranilate phosphoribosyltransferase, putative	At1g70570.1	protein Glycosyl transferase family, a/b domain, putative	Os02g03850	anthranilate phosphoribosyltransferase, putative, similar to anthranilate phosphoribosyltransferase (EC 2.4.2.18) SP:O66576 from (Aquifex aeolicus)	amino acid metabolism.synthesis.aromatic aa.tryptophan	13_1_6_5

CUST_152692_PI403524517	2	0.22573233	-0.21817732	0.11577511	0.05238104	-0.122721195	-0.05238104	35_42679	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_12152_PI404877155	2	-0.04573059	-0.039455414	0.039456367	-0.060012817	0.07300472	0.091404915	Contig5883_s_at	Putative phosphoribosylanthranilate transferase [Oryza sativa (japonica cultivar-group)]	AAM19104.1	anthranilate phosphoribosyltransferase	At5g17990.1	protein anthranilate phosphoribosyltransferase	Os03g03450	phosphoribosylanthranilate transferase	amino acid metabolism.synthesis.aromatic aa.tryptophan	13_1_6_5

CUST_44886_PI403524517	2	0.027482033	0.13599586	-0.23451042	-0.027482986	0.11229706	-0.09714317	35_12870	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_147021_PI403524517	2	0.17498732	0.091575146	-0.091367245	0.028677464	-0.17352295	-0.02867794	35_41151	0	0	CHR5V7|COORD:19852631..19853248| hydroxyproline-rich glycoprotein family protein	AT5G48920.1	0	0	no description	not assigned.unknown	35_2

CUST_24277_PI403524517	2	-0.02803135	-0.19489002	0.032157898	0.02803135	0.28590012	-0.19374752	35_7046	"Cluster: Putative lipase homolog; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative lipase homolog - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5ZCY5	CHR1V7|COORD:3031266..3033417| GDSL-motif lipase/hydrolase family protein	AT1G09390.1	CHR01V5|COORD:12724537..12728527|protein alpha-L-fucosidase 2 precursor, putative, expressed	LOC_Os01g22660.1	no descriptionweakly similar to ( 193)AT1G09390| Symbols:  | GDSL-motif lipase/hydrolase family protein | chr1:3031266-3033417 FORWARDweakly similar to ( 152)EST_HEVBREsterase precursor - Hevea brasiliensis (Para rubber tree)SGNH_plant_lipase_like fatty_acyltransferase_like	misc.GDSL-motif lipase	26_28

CUST_124131_PI403524517	2	-0.010154724	0.21903038	-0.047099113	0.0838995	-0.08128834	0.01015377	35_34994	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_148409_PI403524517	2	0.097623825	0.13148832	-0.0976243	0.13163519	-0.41446638	-0.6093216	35_41518	"Cluster: Putative phosphomannomutase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative phosphomannomutase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69TT2	CHR1V7|COORD:26709256..26711696| phosphoglucomutase, putative / glucose phosphomutase, putative	AT1G70820.1	CHR06V5|COORD:16010332..16031862|protein phosphoglucomutase/phosphomannomutase family protein, putative, expressed	LOC_Os06g28194.5	 no descriptionvery weakly similar to (77.8)AT1G70820| Symbols:  | phosphoglucomutase, putative / glucose phosphomutase, putative | chr1:26709256-26711696 FORWARD	glycolysis.PGM	4_2

CUST_6286_PI399408534	2	-0.045165062	-0.32135773	-0.042240143	0.046040535	0.13660622	0.042240143	35_20848	"Cluster: Os08g0528900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os08g0528900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J485	CHR3V7|COORD:2297974..2299413| transcriptional activator, putative	AT3G07220.1	CHR08V5|COORD:26192153..26195779|protein transcriptional activator FHA1, putative, expressed	LOC_Os08g41710.1	 no descriptionweakly similar to ( 175)AT3G07220| Symbols:  | transcriptional activator, putative | chr3:2297974-2299413 FORWARD	RNA.regulation of transcription.FHA transcription factor	27_3_48

CUST_51607_PI403524517	2	0.010482788	1.013155	0.16011143	-0.10655022	-0.24663162	-0.010481834	35_14708	"Cluster: Cysteine synthase, putative, expressed; n=3; BEP clade|Rep: Cysteine synthase, putative, expressed - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QLX5	CHR1V7|COORD:7128969..7130361| small nuclear ribonucleoprotein, putative / snRNP, putative / Sm protein, putative	AT1G20580.1	CHR12V5|COORD:26669749..26665045|protein cysteine synthase, putative, expressed	LOC_Os12g42980.2	 no descriptionweakly similar to ( 101)AT1G20580| Symbols:  | small nuclear ribonucleoprotein, putative / snRNP, putative / Sm protein, putative | chr1:7128969-7130361 FORWARDweakly similar to ( 117)CYSK1_ORYSAnot assigned not assigned CysK cysM Sm_D3 PRK10717 PALP 	amino acid metabolism.synthesis.serine-glycine-cysteine group.cysteine.OASTL	13_1_5_3_1

CUST_28380_PI403524517	2	0.05671978	-0.19954777	-0.03792286	0.04168415	-0.040164948	0.03792286	35_8203	"Cluster: Os01g0825800 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os01g0825800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JI42	CHR5V7|COORD:15560711..15562412| amino acid transporter family protein	AT5G38820.1	CHR01V5|COORD:35654013..35647630|protein amino acid-polyamine transporter, putative, expressed	LOC_Os01g61044.2	no descriptionvery weakly similar to (96.7)AT5G38820| Symbols:  | amino acid transporter family protein | chr5:15560711-15562412 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned Aa_trans SdaC PRK07003 PRK12323 PRK09169 TT_ORF1	transport.amino acids	34_3

CUST_144519_PI403524517	2	0.08919811	0.2603283	-0.28195953	-0.13507938	-0.08919811	0.1312046	35_40474	"Cluster: NHL repeat-containing protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: NHL repeat-containing protein-like - Oryza sativa (japonica cultiv"	UniRef90_Q5Z6M0	CHR1V7|COORD:26469749..26471779| NHL repeat-containing protein	AT1G70280.1	CHR06V5|COORD:8980634..8976313|protein expressed protein	LOC_Os06g15820.1	no descriptionnot assigned not assigned not assigned not assigned PRK07764 PRK12323 PRK10856 PRK07003 GAL11	not assigned.unknown	35_2

CUST_6761_PI404877155	2	0.08765888	-0.030143738	0.006629944	-0.00662899	-0.03651619	0.0929451	Contig20012_at	putative ABA-responsive protein [Oryza sativa (japonica cultivar-group)]	AAP03417.1	GRAM domain-containing protein / ABA-responsive protein-related	At1g28200.1	protein putative ABA-responsive protein	Os03g52670	"GRAM domain-containing protein / ABA-responsive protein-related, similar to ABA-responsive protein (Hordeum vulgare) GI:4103635; contains Pfam profile PF02893: GRAM domain or  GRAM domain-containing protein / ABA-responsive protein-related, similar to ABA"	hormone metabolism.abscisic acid.induced-regulated-responsive-activated	17_1_3

CUST_127318_PI403524517	2	0.04275894	-0.041205406	-0.019404411	0.019404411	0.60651016	-0.02267456	35_35813	"Cluster: Putative retinoid-inducible serine caroboxypeptidase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative retinoid-inducible serine caroboxypepti"	UniRef90_Q6YYX5	"CHR2V7|COORD:11892854..11896120| SCPL51; serine carboxypeptidase"	AT2G27920.1	CHR08V5|COORD:27936457..27941789|protein retinoid-inducible serine carboxypeptidase precursor, putative, expressed	LOC_Os08g44640.1	"no descriptionweakly similar to ( 155)AT2G27920| Symbols: SCPL51 | SCPL51; serine carboxypeptidase | chr2:11892854-11895809 REVERSEvery weakly similar to (81.3)CBP3_ORYSAnot assigned not assigned Peptidase_S10 COG2939"	protein.degradation.serine protease	29_5_5

CUST_110973_PI403524517	2	0.055305958	0.44433165	0.50019884	-0.09930372	-0.05530548	-0.29002762	35_31513	"Cluster: Os10g0519300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os10g0519300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IWC3	CHR1V7|COORD:16816094..16817173| DNA binding / ligand-dependent nuclear receptor	AT1G44191.1	CHR10V5|COORD:19754054..19752111|protein ATP binding protein, putative, expressed	LOC_Os10g37500.1	no descriptionnot assigned PRK07764 PRK12323	not assigned.unknown	35_2

CUST_26616_PI403524517	2	0.048965454	-0.19037914	-0.02526474	-0.011232376	0.011231422	0.13115215	35_7712	"Cluster: Putative ubiquitin-specific protease; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative ubiquitin-specific protease - Oryza sativa (japonica"	UniRef90_Q7EZY9	CHR4|COORD:15036102..15039239| ubiquitin-specific protease 24, putative (UBP24), identical to ubiquitin-specific protease 24 (Arabidopsis thaliana)	AT4G30890.2	CHR07V5|COORD:27881884..27886548|protein UBP24, putative, expressed	LOC_Os07g46660.2	"no descriptionmoderately similar to ( 218)AT4G30890| Symbols: UBP24 | UBP24 (UBIQUITIN-SPECIFIC PROTEASE 24); ubiquitin-specific protease | chr4:15036389-15038831 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Peptidase_C19E UCH Peptidase_C19 Peptidase_C19R Peptidase_C19D Peptidase_C19G UBP5 UBP12 peptidase_C19C Peptidase_C19K Peptidase_C19B Peptidase_C19L Peptidase_C19A Peptidase_C19M Peptidase_C19F COG5077 Peptidase_C19Q"	protein.degradation.ubiquitin.ubiquitin protease	29_5_11_5

CUST_63_PI404877155	2	0.02815628	0.21608257	-0.07467842	-0.02815628	-0.03311634	0.09469223	AY013246_CDS-5_at	putative ABC transporter [Hordeum vulgare subsp. vulgare] dbj|BAC53613.1| tonoplast ABC transporter IDI7 [Hordeum vulgare subsp. vulgare]	AAG49003.1	ABC transporter (TAP2)	At5g39040.1	protein putative  ABC (ATP-binding cassette) transporter transmembrane protein	Os03g54790	"ABC transporter (TAP2), TAP-like ABC transporter, Rattus norvegicus, EMBL:AB027520; identical to cDNA transporter associated with antigen processing-like protein (TAP2); GI:19335723"	transport.ABC transporters and multidrug resistance systems	34_16

CUST_80547_PI403524517	2	-0.062000275	-0.0044898987	0.0071868896	-0.032957077	0.004488945	0.080109596	35_23100	"Cluster: Hypothetical protein OSJNBa0070E11.7; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0070E11.7 - Oryza sativa (japonica cu"	UniRef90_Q650W4	"CHR1V7|COORD:8702631..8705627| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G49055.1); similar to myosin heavy chain -related-like [Oryza"	AT1G24560.1	CHR09V5|COORD:22516720..22513025|protein expressed protein	LOC_Os09g39200.1	" no descriptionvery weakly similar to (79.0)AT1G24560| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G49055.1); similar to myosin heavy chain -related-like [Oryza sativa (japonica cultivar-group)] (GB:BAD13141.1); similar to Os09g0565400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001063947.1); contains InterPro domain Lipoprotein, type 6; (InterPro:IPR001800); contains InterPro domain t-snare; (InterPro:IPR010989) | chr1:8702631-8705627 FORWARD"	not assigned.unknown	35_2

CUST_27746_PI403524517	2	0.03911972	-0.7589588	-0.5289507	0.83161926	0.3999567	-0.039118767	35_8024	"Cluster: Putative anthocyanin 5-O-glucosyltransferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative anthocyanin 5-O-glucosyltransferase - Oryza sat"	UniRef90_Q69UF5	"CHR1V7|COORD:1645673..1647082| UGT1 (UDP-glucosyl transferase 75B1); UDP-glycosyltransferase/ transferase, transferring glycosyl groups"	AT1G05560.1	CHR06V5|COORD:23334033..23332340|protein indole-3-acetate beta-glucosyltransferase, putative, expressed	LOC_Os06g39330.1	" no descriptionweakly similar to ( 125)AT1G05560| Symbols: UGT75B1, UGT1 | UGT1 (UDP-glucosyl transferase 75B1); UDP-glycosyltransferase/ transferase, transferring glycosyl groups | chr1:1645673-1647082 REVERSEweakly similar to ( 101)IAAG_MAIZEIndole-3-acetate beta-glucosyltransferase - Zea mays (Maize)not assigned not assigned not assigned not assigned UDPGT Tymo_45kd_70kd COG1819 PRK12323 "	misc.UDP glucosyl and glucoronyl transferases	26_2

CUST_8137_PI404877155	2	-0.046320915	0.07208061	0.03630638	-0.008235931	-0.12603188	0.008235931	Contig2398_at	probable diacylglycerol kinase [imported] - Arabidopsis thaliana gb|AAD08942.1| putative diacylglycerol kinase [Arabidopsis thaliana]	H84567	diacylglycerol kinase, putative	At2g18730.1	protein Diacylglycerol kinase catalytic domain (presumed), putative	Os02g54650	NONE	lipid metabolism.Phospholipid synthesis	11_3

CUST_8595_PI404877155	2	0.28786087	-0.16183805	-0.048322678	0.0483222	-0.15621185	0.09012127	Contig25378_at	S-locus receptor-like kinase RLK14 [Oryza sativa]	AAM90694.1	S-locus lectin protein kinase family protein	At4g21390.1	protein transposon protein, putative, mutator sub-class	Os04g54000	S-locus lectin protein kinase family protein, contains Pfam domins, PF00069: Protein kinase domain, PF00954: S-locus glycoprotein family and PF01453: Lectin (probable mannose binding)	signalling.receptor kinases.S-locus glycoprotein like	30_2_24

CUST_134377_PI403524517	2	0.20437431	0.12573957	-0.001373291	0.001373291	-0.014122009	-0.19744349	35_37704	"Cluster: Hypothetical protein OJ1354_H07.115; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1354_H07.115 - Oryza sativa (japonica cult"	UniRef90_Q7F240	CHR1V7|COORD:17962071..17964278| similar to hypothetical protein MtrDRAFT_AC137078g21v1 [Medicago truncatula] (GB:ABE81435.1)	AT1G48580.1	CHR07V5|COORD:8995519..8992346|protein OB-fold nucleic acid binding domain containing protein, expressed	LOC_Os07g15500.1	no descriptionweakly similar to ( 105)AT1G48580| Symbols:  | similar to hypothetical protein MtrDRAFT_AC137078g21v1 [Medicago truncatula] (GB:ABE81435.1) | chr1:17962071-17964278 REVERSE	not assigned.unknown	35_2

CUST_143537_PI403524517	2	-0.24716473	0.069745064	-0.22998905	0.14500332	0.10393524	-0.06974411	35_40216	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_90178_PI403524517	2	0.09464264	-0.5490694	-0.53013325	0.045615196	0.1001091	-0.04561615	35_25795	"Cluster: NHL repeat-containing protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: NHL repeat-containing protein-like - Oryza sativa (japonica cultiv"	UniRef90_Q67UK6	CHR2|COORD:10629532..10631211| proline-rich extensin-like family protein, contains proline-rich extensin domains, INTERPRO:IPR002965	AT2G24980.1	CHR06V5|COORD:6914784..6915583|protein expressed protein	LOC_Os06g12660.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_103870_PI403524517	2	0.026005745	-0.877429	-0.0040864944	-0.032719612	0.07556152	0.004085541	35_29611	"Cluster: Putative drought-inducible protein 1OS; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative drought-inducible protein 1OS - Oryza sativa (japonic"	UniRef90_Q8RUB8	CHR1V7|COORD:3913168..3914385| pentatricopeptide (PPR) repeat-containing protein	AT1G11630.1	CHR01V5|COORD:33920592..33924187|protein membrane-associated salt-inducible protein, putative, expressed	LOC_Os01g58080.3	no descriptionvery weakly similar to (53.9)AT1G11630| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr1:3913168-3914385 REVERSE	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_155794_PI403524517	2	0.027659416	-0.26961708	-0.103689194	0.05309677	0.05926323	-0.027659416	35_43515	"Cluster: Cysteine-rich extensin-like protein-1; n=2; Nicotiana tabacum|Rep: Cysteine-rich extensin-like protein-1 - Nicotiana tabacum (Common tobacco)"	UniRef90_Q08194		0	0	0	no description	not assigned.unknown	35_2

CUST_41862_PI403524517	2	-0.33726978	-0.45658588	0.30998707	0.27410984	0.32857895	-0.2741089	35_12030	"Cluster: Hypothetical protein OSJNBa0009E21.4; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0009E21.4 - Oryza sativa (japonica cu"	UniRef90_Q6I5K1	0	0	CHR05V5|COORD:22745254..22745496|protein hypothetical protein	LOC_Os05g38940.1	no description	not assigned.unknown	35_2

CUST_1597_PI404877155	2	0.023777008	-0.14746189	0.02529335	-0.044971466	-0.0057458878	0.0057468414	Contig11794_at	DNA-binding protein homolog HALF-1 - wheat dbj|BAA10928.1| HALF-1 [Triticum aestivum]	T06512	G-box binding factor 1 (GBF1)	At4g36730.1	protein maize Em binding protein-1a	Os07g10890	DNA-binding protein homolog HALF-1	RNA.regulation of transcription.bZIP transcription factor family	27_3_35

CUST_117352_PI403524517	2	0.2723508	0.043507576	-0.12898445	0.032944202	-0.25651884	-0.032943726	35_33255	"Cluster: Hypothetical protein P0035G02.42; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0035G02.42 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6Z166		0	CHR01V5|COORD:29025462..29010718|protein expressed protein	LOC_Os01g49940.1	no description	not assigned.unknown	35_2

CUST_67751_PI403524517	2	0.02484417	-0.0107393265	-0.120262146	-0.050744057	0.07372093	0.01074028	35_19356	Rep: Isoamylase wDBE-D1 - Triticum aestivum (Wheat)	UniRef90_Q7XA15	"CHR2V7|COORD:16673156..16679261| ATISA1/ISA1 (ISOAMYLASE 1); alpha-amylase/ isoamylase"	AT2G39930.1	CHR08V5|COORD:25767733..25759548|protein isoamylase, putative, expressed	LOC_Os08g40930.1	" no descriptionhighly similar to ( 902)AT2G39930| Symbols: ATISA1, ISA1 | ATISA1/ISA1 (ISOAMYLASE 1); alpha-amylase/ isoamylase | chr2:16673156-16679261 FORWARDvery weakly similar to (70.5)GLGB_MAIZE1,4-alpha-glucan-branching enzyme 2, chloroplast precursor - Zea mays (Maize)not assigned not assigned PulA PRK03705 GlgB Isoamylase_N_term Alpha-amylase PRK12313 PRK05402 AmyA Aamy Glycogen_debranching_enzyme_N_term PRK10933 malS Isoamylase_N PRK12568 PRK10785 "	major CHO metabolism.synthesis.starch.debranching	2_1_2_4

CUST_57532_PI403524517	2	0.0032224655	-0.01949501	-0.08879948	-0.0032234192	0.03415203	0.05790329	35_16403	"Cluster: KH domain containing protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: KH domain containing protein, expressed - Oryza sativa (japon"	UniRef90_Q7G2G8	CHR5V7|COORD:4958741..4960950| KH domain-containing protein	AT5G15270.1	CHR10V5|COORD:18484012..18490074|protein nucleic acid binding protein, putative, expressed	LOC_Os10g35220.1	no descriptionweakly similar to ( 101)AT5G15270| Symbols:  | KH domain-containing protein | chr5:4958741-4960950 FORWARDnot assigned not assigned not assigned not assigned not assigned PCBP_like_KH KH_1 KH-I	not assigned.no ontology	35_1

CUST_134191_PI403524517	2	-0.19368982	-0.012248993	0.012248993	0.19876623	0.4010024	-0.29821968	35_37657	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_2350_PI404877155	2	0.08583641	-0.49463654	-0.092552185	0.06329632	0.12918758	-0.06329632	Contig12727_at	OSJNBa0089K21.2 [Oryza sativa (japonica cultivar-group)] ref|XP_472822.1| OSJNBa0089K21.2 [Oryza sativa (japonica cultivar-group)]	CAE03048.2	small nuclear ribonucleoprotein D1, putative / snRNP core protein D1, putative / Sm protein D1, putative	At3g07590.1	protein Sm protein, putative	Os02g37430	small nuclear ribo protein Sm-D1-related protein	RNA.processing	27_1

CUST_34274_PI403524517	2	0.16899681	0.3653574	-0.09022713	-0.47414494	-0.66273975	0.09022617	35_9879	"Cluster: Hypothetical protein B1123E10.108; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1123E10.108 - Oryza sativa (japonica cultivar"	UniRef90_Q7EY22	0	0	CHR07V5|COORD:13514085..13511435|protein F-box domain containing protein, expressed	LOC_Os07g23900.1	no description	not assigned.unknown	35_2

CUST_177559_PI403524517	2	0.36137486	-0.27999973	0.04007721	-0.04007721	-0.042006493	0.045871735	35_49390	0	0	CHR4V7|COORD:7758606..7760888| leucine-rich repeat family protein / extensin family protein	AT4G13340.1	0	0	no description	not assigned.unknown	35_2

CUST_13114_PI403524517	2	0.051743507	0.05265522	-0.012377739	0.012377739	-0.025457382	-0.04670143	35_3755	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2R8U1	CHR4|COORD:10844141..10846133| expressed protein	AT4G20020.2	CHR11V5|COORD:6086950..6083447|protein DAG protein, chloroplast precursor, putative, expressed	LOC_Os11g11020.1	" no descriptionmoderately similar to ( 212)AT4G20020| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G44780.1); similar to Proteinase inhibitor, propeptide [Medicago truncatula] (GB:ABE87738.1); contains InterPro domain Proteinase inhibitor, propeptide; (InterPro:IPR009020) | chr4:10844370-10846095 REVERSEweakly similar to ( 168)DAG_ANTMADAG protein, chloroplast precursor - Antirrhinum majus (Garden snapdragon)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Glutenin_hmw PRK07764 DUF1421 Cytadhesin_P30 Atrophin-1 Collagen Drf_FH1 PRK12323 Extensin_2 PRK07003 "	development.unspecified	33_99

CUST_63873_PI403524517	2	0.23718643	-0.113806725	-0.058059692	0.03286171	-0.032862663	0.084589005	35_18240	"Cluster: Agenet domain containing protein, expressed; n=6; Oryza sativa|Rep: Agenet domain containing protein, expressed - Oryza sativa (japonica cultivar-group"	UniRef90_Q108Y7	"CHR4V7|COORD:9689275..9693384| ATG2484-1 (Arabidopsis thaliana G2484-1 protein); RNA binding"	AT4G17330.1	CHR10V5|COORD:21706564..21694510|protein ATG2484-1, putative, expressed	LOC_Os10g41030.2	"no descriptionvery weakly similar to (59.3)AT4G17330| Symbols: ATG2484-1 | ATG2484-1 (Arabidopsis thaliana G2484-1 protein); RNA binding | chr4:9689275-9693384 REVERSE"	not assigned.no ontology.agenet domain-containing protein	35_1_2

CUST_57725_PI403524517	2	0.12137127	-0.86059475	-0.01779747	0.13060665	-0.021457672	0.017798424	35_16459	"Cluster: Os04g0464500 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os04g0464500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JCK5	CHR4V7|COORD:2030389..2031668| PUX4 (LANT UBX DOMAIN-CONTAINING PROTEIN 4)	AT4G04210.1	CHR04V5|COORD:22966820..22971686|protein UBA and UBX domain-containing protein, putative, expressed	LOC_Os04g39040.1	no descriptionmoderately similar to ( 302)AT4G04210| Symbols: PUX4 | PUX4 (LANT UBX DOMAIN-CONTAINING PROTEIN 4) | chr4:2030389-2031668 FORWARDnot assigned SEP SEP p47_UBX UBX UBX UBX	protein.degradation	29_5

CUST_70857_PI403524517	2	0.0031433105	-0.20541477	-0.07724762	0.11225128	-0.0031433105	0.058060646	35_20303	"Cluster: Os05g0240200 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os05g0240200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DJR1	0	0	CHR11V5|COORD:21827644..21832758|protein stripe rust resistance protein Yr10, putative, expressed	LOC_Os11g37759.1	no description	not assigned.unknown	35_2

CUST_21946_PI403524517	2	0.04277706	0.30775356	-0.008646011	-0.21220016	0.008646965	-0.11019802	35_6375	"Cluster: Hypothetical protein OSJNBb0071O21.22; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0071O21.22 - Oryza sativa (japonica"	UniRef90_Q67UM8	"CHR2V7|COORD:14201271..14202549| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G28070.1); similar to Humj1 [Humulus japonicus] (GB:AAP94213.1);"	AT2G33510.1	CHR02V5|COORD:18636019..18633267|protein major ampullate spidroin 2-2, putative, expressed	LOC_Os02g31140.1	"no descriptionvery weakly similar to ( 100)AT2G33510| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G28070.1); similar to Humj1 [Humulus japonicus] (GB:AAP94213.1); contains InterPro domain WW/Rsp5/WWP; (InterPro:IPR001202) | chr2:14201271-14202549 FORWARDnot assigned not assigned PRK07003 PRK12323 Mucin"	not assigned.unknown	35_2

CUST_14595_PI404877155	2	0.118234634	-0.07548714	-0.04236126	-0.024787903	0.024787903	0.13704586	Contig8404_at	P0007F06.23 [Oryza sativa (japonica cultivar-group)]	NP_916875.1	ATP synthase protein I -related	At2g31040.1	protein At2g31040/T16B12.15	Os01g48300	NONE	PS.lightreaction.ATP synthase	1_01_04

CUST_72345_PI403524517	2	0.009335518	-0.24607372	-0.16576672	0.07756996	0.26984215	-0.009335518	35_20733	"Cluster: Dolichol-phosphate mannosyltransferase, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Dolichol-phosphate"	UniRef90_Q10BB4	CHR1V7|COORD:7126977..7128667| dolichyl-phosphate beta-D-mannosyltransferase, putative / dolichol-phosphate mannosyltransferase, putative /	AT1G20575.1	CHR03V5|COORD:34569679..34572294|protein dolichol-phosphate mannosyltransferase, putative, expressed	LOC_Os03g60939.1	 no descriptionmoderately similar to ( 385)AT1G20575| Symbols:  | dolichyl-phosphate beta-D-mannosyltransferase, putative / dolichol-phosphate mannosyltransferase, putative / mannose-P-dolichol synthase, putative | chr1:7126977-7128667 REVERSEnot assigned not assigned not assigned Glycos_transf_2 WcaA PRK10714 COG1215 PRK11204 COG1216 PRK10073 	protein.glycosylation	29_7

CUST_24177_PI403524517	2	-0.011670113	0.4499712	0.061531067	-0.09762955	-0.6718607	0.011669159	35_7019	"Cluster: Hypothetical protein OSJNBb0022E02.4; n=1; Oryza sativa|Rep: Hypothetical protein OSJNBb0022E02.4 - Oryza sativa (Rice)"	UniRef90_Q94GS3	"CHR3V7|COORD:853160..856493| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G23490.1); similar to Os03g0707300 [Oryza sativa (japonica cultivar-grou"	AT3G03560.1	CHR03V5|COORD:28432844..28423320|protein expressed protein	LOC_Os03g49960.4	"no descriptionvery weakly similar to (87.0)AT3G03560| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G23490.1); similar to Os03g0707300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001051031.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABF98471.1) | chr3:853160-856493 REVERSE"	not assigned.unknown	35_2

CUST_99378_PI403524517	2	-0.07385063	0.6325326	0.27474976	0.073850155	-0.2272315	-0.4920721	35_28369	"Cluster: Os10g0530700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os10g0530700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IW62	"CHR2V7|COORD:12625188..12625948| ATGSTU7 (GLUTATHIONE S-TRANSFERASE 25); glutathione transferase"	AT2G29420.1	CHR10V5|COORD:20301376..20302195|protein glutathione S-transferase GSTU6, putative, expressed	LOC_Os10g38730.1	" no descriptionweakly similar to ( 109)AT2G29420| Symbols: GST25, ATGSTU7 | ATGSTU7 (GLUTATHIONE S-TRANSFERASE 25); glutathione transferase | chr2:12625188-12625948 REVERSEweakly similar to ( 115)GSTU6_ORYSAnot assigned not assigned GST_N_Tau GST_N_family Gst GST_N GST_N_Zeta "	misc.glutathione S transferases	26_9

CUST_16314_PI403524517	2	-0.06636906	-0.5251932	0.06637001	0.10798645	0.17232037	-0.12324715	35_4702	"Cluster: Putative thaumatin-protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative thaumatin-protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q654Y4	CHR1V7|COORD:6277017..6277998| ATLP-1 (Arabidopsis thaumatin-like protein 1)	AT1G18250.2	CHR06V5|COORD:28824832..28826038|protein thaumatin-like protein precursor, putative, expressed	LOC_Os06g47600.1	no descriptionmoderately similar to ( 308)AT1G18250| Symbols: ATLP-1 | ATLP-1 (Arabidopsis thaumatin-like protein 1) | chr1:6277017-6277998 REVERSEmoderately similar to ( 229)TP1A_MALDOThaumatin-like protein 1a precursor - Malus domestica (Apple) (Malus sylvestris)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned THN Thaumatin PRK07003 PRK12323 PRK07764 Atrophin-1 Herpes_BLLF1 PRK08770 PRK12678 APC_basic TT_ORF1 Pneumo_att_G PRK12372	stress.biotic	20_1

CUST_136340_PI403524517	2	-0.028341293	-1.042244	-0.28692818	0.68022346	0.62656784	0.028341293	35_38232	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_67341_PI403524517	2	0.17350101	0.17960358	-0.057473183	-0.099378586	0.012810707	-0.012809753	35_19228	"Cluster: OJ991113_30.14 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OJ991113_30.14 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XUF4	CHR1V7|COORD:25331390..25334628| protein kinase family protein	AT1G67580.1	CHR04V5|COORD:24152700..24158976|protein PITSLRE serine/threonine-protein kinase CDC2L1, putative, expressed	LOC_Os04g41100.6	no descriptionhighly similar to ( 543)AT1G67580| Symbols:  | protein kinase family protein | chr1:25331390-25334628 REVERSEmoderately similar to ( 247)CDC2B_ANTMACell division control protein 2 homolog B - Antirrhinum majus (Garden snapdragon)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase SPS1 Pkinase_Tyr TyrKc PTKc PTKc_EphR PTKc_Jak_rpt2 PTKc_EphR_A PTKc_Syk_like PTKc_DDR PTKc_Jak2_Jak3_rpt2 PTKc_Ack_like PTKc_Tec_like PTKc_Itk PTKc_Jak1_rpt2 PTKc_Trk PTKc_EphR_A2 PTKc_EphR_B PTKc_Btk_Bmx PTKc_Tyk2_rpt2 PTKc_DDR2 PTKc_InsR_like PTKc_Fes_like PTKc_DDR_like PTK_CCK4 PTKc_Tec_Rlk PTKc_Zap-70 PTKc_Met_Ron PTKc_Ror PTKc_Srm_Brk PTKc_Src_like PTKc_Csk_like PTKc_Musk PTKc_Syk PTKc_Fer PTKc_TrkB PTKc_EGFR_like PTKc_TrkC PTKc_Csk PTKc_VEGFR PTKc_c-ros PTKc_FAK PTKc_Chk PTK_Ryk PTKc_VEGFR2 PTKc_VEGFR3 PTKc_Ror1 PTKc_Fes PTKc_Frk_like PTKc_Lck_Blk PTKc_TrkA PTKc_EphR_A10 PTKc_ALK_LTK PTKc_DDR1 PTKc_Fyn_Yrk PTKc_Src PTKc_Abl PTKc_Tyro3 PTKc_Aatyk PTKc_Axl_like PTKc_FGFR PTKc_RET PTKc_Hck PTKc_Ror2 PTKc_Yes PTKc_Lyn PTKc_FGFR2 PTKc_PDGFR PTKc_InsR PTKc_Axl	protein.postranslational modification	29_4

CUST_344_PI399408534	2	0.056268692	-0.41423607	-0.05626774	0.06321144	-0.07006931	0.07745743	35_4867	"Cluster: Trithorax-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: Trithorax-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K431	"CHR2V7|COORD:13462525..13469258| ATX1 (ARABIDOPSIS HOMOLOGUE OF TRITHORAX); histone-lysine N-methyltransferase/ phosphatidylinositol-5-phosphate"	AT2G31650.1	CHR09V5|COORD:2614920..2600653|protein histone-lysine N-methyltransferase, H3 lysine-4 specific ATX1, putative, expressed	LOC_Os09g04890.1	"no descriptionhighly similar to ( 690)AT2G31650| Symbols: ATX1 | ATX1 (ARABIDOPSIS HOMOLOGUE OF TRITHORAX); histone-lysine N-methyltransferase/ phosphatidylinositol-5-phosphate binding | chr2:13462525-13469258 REVERSEvery weakly similar to (87.8)EZ1_MAIZEPolycomb protein EZ1 - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG5141 SET SET COG2940 FYRC PHD"	RNA.regulation of transcription.SET-domain transcriptional regulator family	27_3_69

CUST_170114_PI403524517	2	0.08758354	0.3362875	0.08028555	-0.64102936	-0.6286645	-0.08028507	35_47383	"Cluster: Serine/threonine-protein phosphatase BSL2 homolog; n=5; Magnoliophyta|Rep: Serine/threonine-protein phosphatase BSL2 homolog - Oryza sativa (Rice)"	UniRef90_Q2QM47	CHR1V7|COORD:2649956..2656561| kelch repeat-containing protein / serine/threonine phosphoesterase family protein	AT1G08420.1	CHR12V5|COORD:26282197..26273157|protein serine/threonine-protein phosphatase BSL2, putative, expressed	LOC_Os12g42310.1	no descriptionmoderately similar to ( 281)AT2G27210| Symbols:  | kelch repeat-containing serine/threonine phosphoesterase family protein | chr2:11637266-11643260 FORWARDmoderately similar to ( 286)BSL2_ORYSAnot assigned	protein.postranslational modification	29_4

CUST_85265_PI403524517	2	0.20838737	-0.039201736	0.03920269	-0.05675316	-0.13640976	0.16563606	35_24427	"Cluster: D-xylose-proton symporter-like 2; n=1; Arabidopsis thaliana|Rep: D-xylose-proton symporter-like 2 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q6AWX0	CHR5V7|COORD:5587854..5592335| sugar transporter family protein	AT5G17010.3	CHR10V5|COORD:22770122..22765590|protein D-xylose-proton symporter, putative, expressed	LOC_Os10g42830.1	no descriptionmoderately similar to ( 271)AT5G17010| Symbols:  | sugar transporter family protein | chr5:5587854-5592335 REVERSEvery weakly similar to (92.8)HEX6_RICCOHexose carrier protein HEX6 - Ricinus communis (Castor bean)not assigned not assigned not assigned not assigned Sugar_tr xylE MFS_1	transporter.sugars	34_2

CUST_29380_PI399408534	2	0.3293171	-0.0042066574	0.0042061806	-0.009540558	0.09537315	-0.384614	35_31531	"Cluster: Putative inositol 1,3,4-trisphosphate 5/6-kinase; n=4; Oryza sativa|Rep: Putative inositol 1,3,4-trisphosphate 5/6-kinase - Oryza sativa (Rice)"	UniRef90_Q8W3H7	CHR5V7|COORD:5509893..5510852| inositol 1,3,4-trisphosphate 5/6-kinase	AT5G16760.1	CHR10V5|COORD:22615521..22613804|protein inositol-tetrakisphosphate 1-kinase 1, putative, expressed	LOC_Os10g42550.1	 no descriptionvery weakly similar to (95.9)AT5G16760| Symbols:  | inositol 1,3,4-trisphosphate 5/6-kinase | chr5:5509893-5510852 FORWARDweakly similar to ( 140)ITPK1_MAIZEInositol-tetrakisphosphate 1-kinase 1 - Zea mays (Maize)not assigned Ins134_P3_kin PRK12323 	signalling.phosphinositides.inositol-1,3,4-trisphosphate 5/6-kinase	30_4_5

CUST_148740_PI403524517	2	0.07868481	-0.0033102036	0.06499004	-0.12346268	-0.07720566	0.0033092499	35_41611	"Cluster: Os02g0642600 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0642600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DZ68	"CHR5V7|COORD:21247579..21253780| similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:BAD25234.1); similar to Os02g0642600 [Oryza sativa"	AT5G52290.1	CHR02V5|COORD:25807696..25800084|protein expressed protein	LOC_Os02g42910.1	"no descriptionvery weakly similar to (50.1)AT5G52290| Symbols:  | similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:BAD25234.1); similar to Os02g0642600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001047556.1) | chr5:21247579-21253780 REVERSE"	not assigned.unknown	35_2

CUST_149797_PI403524517	2	-0.083745	0.22197819	0.061156273	0.012793541	-0.19473457	-0.012792587	35_41907	"Cluster: Hypothetical protein OJ1124_D06.12-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1124_D06.12-1 - Oryza sativa (japonica cu"	UniRef90_Q6K9T7	"CHR3V7|COORD:6917536..6921217| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G12940.1); similar to Os02g0829600 [Oryza sativa (japonica"	AT3G19895.1	CHR02V5|COORD:35665757..35662131|protein expressed protein	LOC_Os02g58280.1	no description	not assigned.unknown	35_2

CUST_25317_PI399408534	2	0.43322086	0.016796112	0.15495062	-0.15542316	-0.05257988	-0.016796589	35_32146	"Cluster: Putative far-red impaired response protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative far-red impaired response"	UniRef90_Q6K4T2	"CHR2V7|COORD:11584047..11587483| FRS3 (FAR1-RELATED SEQUENCE 3); zinc ion binding"	AT2G27110.2	CHR02V5|COORD:10692548..10696750|protein transposon protein, putative, unclassified, expressed	LOC_Os02g18370.1	"no descriptionvery weakly similar to (88.6)AT2G27110| Symbols: FRS3 | FRS3 (FAR1-RELATED SEQUENCE 3); zinc ion binding | chr2:11584047-11587337 REVERSE"	signalling.light	30_11

CUST_114131_PI403524517	2	0.33628607	0.05337	0.1542635	-0.05337	-0.07487154	-0.09177256	35_32389	Rep: RGH1A - Hordeum vulgare (Barley)	UniRef90_Q8LLA9	"CHR3V7|COORD:17141724..17144231| RPP13 (RECOGNITION OF PERONOSPORA PARASITICA 13); ATP binding"	AT3G46530.1	CHR08V5|COORD:4105524..4109073|protein mla1, putative	LOC_Os08g07340.1	no description	not assigned.unknown	35_2

CUST_157657_PI403524517	2	0.103411674	0.00828743	0.0263834	-0.0959816	-0.10975933	-0.008286953	35_44017	0	0		0	CHR03V5|COORD:32327167..32323748|protein GTP binding protein, putative, expressed	LOC_Os03g56840.2	no description	not assigned.unknown	35_2

CUST_70261_PI403524517	2	0.07574177	-0.42354774	-9.021759E-4	-0.0401783	0.024621964	9.021759E-4	35_20120	Rep: Cyclophilin3B - Oryza sativa (indica cultivar-group)	UniRef90_Q1KL26	CHR2V7|COORD:16199657..16201116| peptidyl-prolyl cis-trans isomerase, putative / cyclophilin, putative / rotamase, putative	AT2G38730.1	CHR03V5|COORD:33937617..33934520|protein peptidyl-prolyl cis-trans isomerase H, putative, expressed	LOC_Os03g59700.1	 no descriptionmoderately similar to ( 281)AT2G38730| Symbols:  | peptidyl-prolyl cis-trans isomerase, putative / cyclophilin, putative / rotamase, putative | chr2:16199657-16201116 REVERSEweakly similar to ( 159)CYPH_LUPLUPeptidyl-prolyl cis-trans isomerase - Lupinus luteus (European yellow lupin)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned cyclophilin_ABH_like Pro_isomerase cyclophilin PpiB cyclophilin_WD40 cyclophilin_RING Cyclophilin_PPIL3_like cyclophilin_SpCYP2_like cyclophilin_CeCYP16-like cyclophilin_RRM cyclophilin_EcCYP_like PRK10791 PRK10903 	cell.cycle.peptidylprolyl isomerase	31_3_1

CUST_182106_PI403524517	2	0.064416885	0.29396534	-0.024531364	-0.17791414	0.024530888	-0.30731297	35_50627	"Cluster: Os01g0656600 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0656600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JKQ8		0	CHR01V5|COORD:27033006..27026041|protein viral A-type inclusion protein repeat containing protein, expressed	LOC_Os01g46810.1	no description	not assigned.unknown	35_2

CUST_10318_PI403524517	2	0.05019188	0.08557892	0.031124115	-0.1258297	-0.17995071	-0.031125069	35_2910	"Cluster: Sterol carrier protein 2-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: Sterol carrier protein 2-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z316	CHR5V7|COORD:17211686..17213138| sterol carrier protein 2 (SCP-2) family protein	AT5G42890.1	CHR02V5|COORD:32247932..32247269|protein peroxisomal multifunctional enzyme type 2, putative	LOC_Os02g52720.1	no descriptionweakly similar to ( 167)AT5G42890| Symbols:  | sterol carrier protein 2 (SCP-2) family protein | chr5:17211686-17213138 REVERSEnot assigned not assigned not assigned SCP2 COG3255	lipid metabolism.'exotics' (steroids, squalene etc)	11_8

CUST_92786_PI403524517	2	-0.7242942	0.11298323	0.14044762	0.30422688	-1.7576756	-0.11298323	35_26531	Rep: Hypothetical protein - Gibberella zeae (Fusarium graminearum)	UniRef90_Q4ILQ0	"CHR1V7|COORD:25411706..25413816| TEL2 (TERMINAL EAR1-LIKE 2); RNA binding"	AT1G67770.1	CHR05V5|COORD:27321335..27319970|protein UL36 very large tegument protein, putative, expressed	LOC_Os05g47810.1	no description	not assigned.unknown	35_2

CUST_93897_PI403524517	2	0.08566952	0.49638462	-0.037142754	-0.17432213	0.03714323	-0.10788441	35_26846	Rep: AML15 - Triticum aestivum (Wheat)	UniRef90_Q6J734	CHR1|COORD:10290026..10294508| RNA recognition motif (RRM)-containing protein, similar to GI:6650523 from (Arabidopsis thaliana)	AT1G29400.2	CHR02V5|COORD:29853368..29861584|protein AML1, putative, expressed	LOC_Os02g48790.4	"no descriptionweakly similar to ( 138)AT1G29400| Symbols: AML5 | AML5 (ARABIDOPSIS MEI2-LIKE PROTEIN 5); RNA binding | chr1:10290379-10293682 REVERSEnot assigned"	not assigned.no ontology	35_1

CUST_111057_PI403524517	2	0.20403337	1.0831652	-0.020067215	0.015322208	-0.28323603	-0.015322685	35_31538	"Cluster: OmpA/MotB domain protein precursor; n=1; Rhodopseudomonas palustris BisA53|Rep: OmpA/MotB domain protein precursor - Rhodopseudomonas palustris (strain"	UniRef90_Q07UA8	CHR4V7|COORD:7758606..7760888| leucine-rich repeat family protein / extensin family protein	AT4G13340.1	CHR06V5|COORD:22507345..22503686|protein transposon protein, putative, CACTA, En/Spm sub-class	LOC_Os06g38062.1	no description	not assigned.unknown	35_2

CUST_27617_PI399408534	2	0.07894516	-1.6237564	0.33448935	-0.07894564	-0.082624435	0.11851978	35_22297	"Cluster: Hypothetical protein OJ1005_B05.16; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1005_B05.16 - Oryza sativa (japonica cultiv"	UniRef90_Q6ZJ50	CHR2V7|COORD:9092594..9092890| auxin-responsive protein, putative	AT2G21210.1	CHR08V5|COORD:1033224..1033842|protein OsSAUR31 - Auxin-responsive SAUR gene family member, expressed	LOC_Os08g02520.1	 no descriptionvery weakly similar to (86.3)AT4G38840| Symbols:  | auxin-responsive protein, putative | chr4:18125168-18125467 REVERSEvery weakly similar to (85.1)AX15A_SOYBNAuxin-induced protein 15A - Glycine max (Soybean)Auxin_inducible 	hormone metabolism.auxin.induced-regulated-responsive-activated	17_2_3

CUST_166898_PI403524517	2	-0.29126596	-0.08516073	0.45093536	0.08516121	0.5088339	-0.14427567	35_46494	"Cluster: Os05g0561600 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0561600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DFZ4	CHR4V7|COORD:14014866..14016829| hydroxyproline-rich glycoprotein family protein	AT4G28300.1	CHR05V5|COORD:27860743..27864733|protein expressed protein	LOC_Os05g48760.1	no descriptionvery weakly similar to (63.9)AT4G28300| Symbols:  | hydroxyproline-rich glycoprotein family protein | chr4:14015420-14016829 FORWARD	cell wall.cell wall proteins.HRGP	10_5_4

CUST_17391_PI403524517	2	0.050941467	-0.113596916	-0.038031578	-0.09766102	0.20570469	0.038031578	35_5024	"Cluster: Putative potyviral helper component protease-interacting protein 2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative potyviral helper componen"	UniRef90_Q6Z5N1	CHR5V7|COORD:25137236..25139485| binding	AT5G62580.1	CHR02V5|COORD:30928422..30924204|protein microtubule-associated protein TORTIFOLIA1, putative, expressed	LOC_Os02g50640.1	no descriptionweakly similar to ( 190)AT5G62580| Symbols:  | binding | chr5:25137236-25139485 FORWARDnot assigned not assigned not assigned not assigned not assigned TT_ORF1	not assigned.unknown	35_2

CUST_6339_PI403524517	2	0.11956692	-1.0139098	-0.07237959	0.31424713	0.072380066	-0.41804552	35_1755	"Cluster: Os01g0585300 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0585300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JLN9	"CHR1V7|COORD:28082656..28083492| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G08050.1); similar to Os12g0575000 [Oryza sativa (japonica"	AT1G74730.1	CHR01V5|COORD:23082319..23081341|protein expressed protein	LOC_Os01g40310.1	"no descriptionweakly similar to ( 143)AT1G74730| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G08050.1); similar to Os12g0575000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001067105.1); similar to Os01g0585300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001043425.1); contains InterPro domain Protein of unknown function DUF1118; (InterPro:IPR009500) | chr1:28082656-28083492 FORWARDnot assigned DUF1118"	not assigned.unknown	35_2

CUST_16859_PI404877155	2	0.07923794	0.083548546	-0.07923889	-0.39655876	-0.3035097	0.22086239	HM06O15r_at	putative peptide transporter-like protein [Oryza sativa (japonica cultivar-group)]	NP_908346.1	proton-dependent oligopeptide transport (POT) family protein	At5g13400.1	protein POT family, putative	Os01g01360	proton-dependent oligopeptide transport (POT) family protein, contains Pfam profile: PF00854 POT family	transport.peptides and oligopeptides	34_13

CUST_88736_PI403524517	2	0.39593983	-0.042875767	0.10742426	0.027653694	-0.07886219	-0.027653217	35_25393	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_89831_PI403524517	2	0.08738899	0.41589546	-0.17399788	-0.060731888	-0.043361664	0.04336071	35_25700	"Cluster: Putative serine/threonine-specific protein kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative serine/threonine-specific protein kinase -"	UniRef90_Q6ZKI6	0	0	CHR08V5|COORD:2157675..2153168|protein nodulation receptor kinase precursor, putative, expressed	LOC_Os08g04420.1	no description	not assigned.unknown	35_2

CUST_87301_PI403524517	2	0.0042619705	0.60729504	0.076560974	-0.004261017	-0.1160593	-0.008434296	35_24996	"Cluster: Peptide transporter PTR2, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Peptide transporter PTR2, putative, expressed - Oryza s"	UniRef90_Q10PG1	"CHR2V7|COORD:487541..489706| ATPTR2-B (NITRATE TRANSPORTER 1); transporter"	AT2G02040.1	CHR03V5|COORD:7130453..7126391|protein peptide transporter PTR2, putative, expressed	LOC_Os03g13250.1	" no descriptionmoderately similar to ( 352)AT2G02040| Symbols: PTR2-B, NTR1, ATPTR2-B | ATPTR2-B (NITRATE TRANSPORTER 1); transporter | chr2:487541-489706 FORWARDnot assigned PTR2 PTR2 "	transport.peptides and oligopeptides	34_13

CUST_167186_PI403524517	2	0.11320114	-0.027255058	-0.053977013	0.027255058	-0.21560574	0.03168106	35_46569	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_49681_PI403524517	2	0.012720108	-0.07108688	0.026866913	-0.030769348	0.026866913	-0.012718201	35_14168	Rep: Actin-5C - Drosophila melanogaster (Fruit fly)	UniRef90_P10987	CHR5V7|COORD:3052810..3054221| ACT7 (actin 7)	AT5G09810.1	CHR10V5|COORD:19277210..19281221|protein actin-2, putative, expressed	LOC_Os10g36650.1	 no descriptionhighly similar to ( 744)AT5G09810| Symbols: ACT2/7, ACT7 | ACT7 (actin 7) | chr5:3052810-3054221 FORWARDhighly similar to ( 752)ACT2_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned Actin ACTIN ACTIN COG5277 	cell.organisation	31_1

CUST_50777_PI403524517	2	0.3418398	-0.7540417	-0.3413639	0.50538254	0.21722603	-0.21722698	35_14487	"Cluster: Protochlorophyllide reductase B, chloroplast precursor; n=1; Hordeum vulgare|Rep: Protochlorophyllide reductase B, chloroplast precursor -"	UniRef90_Q42850	"CHR4V7|COORD:13725654..13727113| PORB (PROTOCHLOROPHYLLIDE OXIDOREDUCTASE B); oxidoreductase/ protochlorophyllide reductase"	AT4G27440.2	CHR10V5|COORD:18570687..18574415|protein protochlorophyllide reductase B, chloroplast precursor, putative, expressed	LOC_Os10g35370.2	" no descriptionmoderately similar to ( 328)AT5G54190| Symbols: PORA | PORA (Protochlorophyllide reductase A); oxidoreductase/ protochlorophyllide reductase | chr5:22008409-22009464 REVERSEmoderately similar to ( 370)PORB_HORVUProtochlorophyllide reductase B, chloroplast precursor - Hordeum vulgare (Barley)not assigned not assigned not assigned PRK07453 DUF566 PRK06196 PRK06197 PRK12323 PRK05854 PRK07003 TT_ORF1 DUF1509 "	tetrapyrrole synthesis.protochlorophyllide reductase	19_14

CUST_95465_PI403524517	2	0.12125969	-0.025414467	0.025414467	-0.04391575	-0.055957794	0.08011818	35_27284	"Cluster: DNA repair-recombination protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: DNA repair-recombination protein - Oryza sativa (japonica cultivar-g"	UniRef90_Q7Y239	"CHR2V7|COORD:13607734..13615892| RAD50; ATP binding / ATPase/ nuclease/ zinc ion binding"	AT2G31970.1	CHR02V5|COORD:17501916..17484104|protein DNA repair protein RAD50, putative, expressed	LOC_Os02g29464.1	" no descriptionweakly similar to ( 159)AT2G31970| Symbols: ATRAD50, RAD50 | RAD50; ATP binding / ATPase/ nuclease/ zinc ion binding | chr2:13607734-13615892 FORWARDnot assigned ABC_Rad50 SbcC ABC_ATPase ABC_cobalt_CbiO_domain2 "	DNA.repair	28_2

CUST_66584_PI403524517	2	0.0064725876	-0.006471634	0.14288712	-0.067502975	0.009080887	-0.09139156	35_19013	"Cluster: Stress-responsive protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Stress-responsive protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XBH1	CHR3V7|COORD:5882324..5882902| stable protein 1-related	AT3G17210.1	CHR01V5|COORD:18586411..18594043|protein pop3 peptide, putative, expressed	LOC_Os01g33160.1	no descriptionweakly similar to ( 144)AT3G17210| Symbols:  | stable protein 1-related | chr3:5882324-5882902 FORWARDDabb	not assigned.no ontology	35_1

CUST_96052_PI403524517	2	-0.08123398	0.12238407	0.1476078	-0.046629906	0.024302483	-0.024301529	35_27441	"Cluster: Putative pectinesterase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative pectinesterase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ZLF6	CHR3V7|COORD:15233390..15236112| pectinesterase family protein	AT3G43270.1	CHR08V5|COORD:21845226..21849515|protein pectinesterase PPE8B precursor, putative, expressed	LOC_Os08g34900.1	no descriptionvery weakly similar to (65.9)PME_PRUPEPectinesterase PPE8B precursor - Prunus persica (Peach)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PMEI PRK07003 PRK12678 PRK12323 APC_basic Tymo_45kd_70kd Atrophin-1	cell wall.pectin*esterases.PME	10_8_1

CUST_131705_PI403524517	2	0.03368044	0.5455775	0.2742691	-0.03368044	-0.24859428	-0.20067215	35_36989	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_127027_PI403524517	2	-0.43172073	0.08251858	0.042078972	0.145082	-0.22784615	-0.042078495	35_35739	Rep: Hypothetical protein - Gibberella zeae (Fusarium graminearum)	UniRef90_Q4IB47		0	0	0	no description	not assigned.unknown	35_2

CUST_67018_PI403524517	2	0.058213234	0.34853077	-0.054496765	-0.11161423	-0.2097826	0.054496765	35_19140	"Cluster: Hypothetical protein OJ1349_D05.117; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1349_D05.117 - Oryza sativa (japonica cult"	UniRef90_Q7EYH4	"CHR1V7|COORD:1830725..1831666| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G10750.1); similar to START domain-containing protein [Poa"	AT1G06050.1	CHR08V5|COORD:3009986..3007383|protein lipid binding protein, putative, expressed	LOC_Os08g05640.2	"no descriptionmoderately similar to ( 367)AT1G06050| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G10750.1); similar to START domain-containing protein [Poa pratensis] (GB:CAH10188.1); similar to Os08g0152600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001061005.1); similar to START domain-containing protein [Poa pratensis] (GB:CAH10187.1); contains InterPro domain Protein of unknown function DUF1336; (InterPro:IPR009769) | chr1:1830725-1831666 REVERSEDUF1336"	not assigned.unknown	35_2

CUST_18808_PI404877155	2	0.09968281	-0.46497917	-0.42989445	0.65269375	0.40028286	-0.09968376	HVSMEn0024H20r2_s_at	putative amino acid permease [Oryza sativa (japonica cultivar-group)]	BAC82952.1	amino acid permease 6 (AAP6)	At5g49630.1	protein Transmembrane amino acid transporter protein	Os07g04180	putative amino acid permease	transport.amino acids	34_3

CUST_19332_PI404877155	2	0.091267586	0.40225697	-0.11361456	0.016099453	-0.016098976	-0.31024742	rbaal40o20_at	major facilitator superfamily antiporter [Oryza sativa (japonica cultivar-group)] dbj|BAD81084.1| major facilitator superfamily antiporter [	AAN33181.1	sugar transporter family protein	At5g13740.1	protein major facilitator superfamily protein	Os01g17200	NONE	transport.ABC transporters and multidrug resistance systems	34_16

CUST_170853_PI403524517	2	-0.14046383	-0.6930256	-0.05357361	0.07254028	0.27885437	0.053574562	35_47591	"Cluster: Hypothetical protein P0643A10.20; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0643A10.20 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6Z2K2	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	CHR02V5|COORD:30518796..30521042|protein expressed protein	LOC_Os02g49960.1	no description	not assigned.unknown	35_2

CUST_16738_PI399408534	2	-0.4931221	-0.40431786	0.81131077	0.119651794	0.2947216	-0.119651794	35_22686	Rep: Mitogen-activated protein kinase 7 - Oryza sativa (Rice)	UniRef90_Q67C40	"CHR2V7|COORD:17847649..17851024| ATMPK20 (Arabidopsis thaliana MAP kinase 20); MAP kinase"	AT2G42880.1	CHR05V5|COORD:28110753..28105490|protein OsMPK20-5 - putative MAPK based on amino acid sequence homology, expressed	LOC_Os05g49140.2	"no descriptionmoderately similar to ( 347)AT2G42880| Symbols: ATMPK20 | ATMPK20 (Arabidopsis thaliana MAP kinase 20); MAP kinase | chr2:17847649-17851024 REVERSEmoderately similar to ( 459)MPK7_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase SPS1"	signalling.MAP kinases	30_6

CUST_35329_PI403524517	2	0.21937656	0.21315765	0.037560463	-0.10468769	-0.22527885	-0.03755951	35_10186	"Cluster: Pherophorin-C1 protein precursor; n=1; Chlamydomonas reinhardtii|Rep: Pherophorin-C1 protein precursor - Chlamydomonas reinhardtii"	UniRef90_Q3HTK6	CHR1V7|COORD:11399903..11405702| actin binding	AT1G31810.1	CHR07V5|COORD:24271675..24264784|protein formin-2, putative, expressed	LOC_Os07g40510.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07764 Drf_FH1 DUF1421 TT_ORF1 tatB	not assigned.unknown	35_2

CUST_100594_PI403524517	2	0.29690218	0.061483383	-0.06148386	-0.21882153	-0.45891285	0.07499933	35_28710	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6F2V0	CHR3V7|COORD:22975920..22982124| metal ion binding / oxidoreductase	AT3G62010.1	CHR03V5|COORD:21614859..21602030|protein expressed protein	LOC_Os03g38970.1	no descriptionmoderately similar to ( 286)AT3G62010| Symbols:  | metal ion binding / oxidoreductase | chr3:22975920-22982124 FORWARD	protein.postranslational modification	29_4

CUST_152164_PI403524517	2	0.2099371	0.5810385	0.11481714	-0.47722912	-0.11481762	-0.4326806	35_42535	"Cluster: Putative anthocyanin 5-O-glucosyltransferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative anthocyanin 5-O-glucosyltransferase - Oryza sat"	UniRef90_Q69UF5	"CHR4V7|COORD:8877875..8879299| IAGLU (INDOLE-3-ACETATE BETA-D-GLUCOSYLTRANSFERASE); UDP-glycosyltransferase/ transferase, transferring glycosyl groups"	AT4G15550.1	CHR06V5|COORD:23334033..23332340|protein indole-3-acetate beta-glucosyltransferase, putative, expressed	LOC_Os06g39330.1	" no descriptionvery weakly similar to (69.3)AT4G15550| Symbols: IAGLU | IAGLU (INDOLE-3-ACETATE BETA-D-GLUCOSYLTRANSFERASE); UDP-glycosyltransferase/ transferase, transferring glycosyl groups | chr4:8877875-8879299 REVERSEnot assigned "	not assigned.no ontology	35_1

CUST_103441_PI403524517	2	0.049144745	0.4981308	-0.017238617	-0.08250332	0.01723957	-0.09738827	35_29499	"Cluster: Os03g0186800 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os03g0186800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DUH0	"CHR3V7|COORD:19701707..19703468| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G36680.1); similar to Modifier of rudimentary protein, expressed"	AT3G53120.1	CHR03V5|COORD:4512003..4515742|protein vacuolar protein sorting 37C, putative, expressed	LOC_Os03g08770.2	" no descriptionmoderately similar to ( 223)AT3G53120| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G36680.1); similar to Modifier of rudimentary protein, expressed [Oryza sativa (japonica cultivar-group)] (GB:ABF94363.1); contains InterPro domain Modifier of rudimentary, Modr; (InterPro:IPR009851) | chr3:19701707-19703468 REVERSEnot assigned Mod_r PRK03918 "	not assigned.unknown	35_2

CUST_2740_PI404877155	2	0.035505295	0.020552635	-0.020553589	-0.04823208	-0.09348774	0.1518879	Contig13152_at	ESTs AU033035(S1515),D39871(S1515) correspond to a region of the predicted gene.~Similar to Arabidopsis thaliana chromosome II BAC F22D22 ge	NP_910297.1	glycosyl transferase family 48 protein	At2g36850.1	protein callose synthase catalytic subunit, putative	Os06g02260	"ATGSL8;GSL08;GLUCAN SYNTHASE-LIKE 8;glycosyl transferase family 48 protein, contains Pfam profile: PF02364 1,3-beta-glucan synthase"	minor CHO metabolism.callose	3_6

CUST_74265_PI403524517	2	-0.21370792	0.6144371	0.08057213	-0.08339214	0.06002903	-0.06002903	35_21297	"Cluster: Putative bZIP protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative bZIP protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8H4U8	"CHR5V7|COORD:8906687..8909850| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G52320.2); similar to Spectrin repeat [Medicago truncatula]"	AT5G25590.1	CHR07V5|COORD:6120071..6116118|protein expressed protein	LOC_Os07g11070.1	"no descriptionmoderately similar to ( 443)AT1G52320| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G25590.1); similar to Spectrin repeat [Medicago truncatula] (GB:ABE93358.1); similar to Os05g0394200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001055459.1); contains InterPro domain Protein of unknown function DUF632; (InterPro:IPR006867); contains InterPro domain Protein of unknown function DUF630; (InterPro:IPR006868) | chr1:19488090-19490873 FORWARDDUF632"	not assigned.unknown	35_2

CUST_45265_PI403524517	2	0.26554298	0.23689508	-0.18597603	0.06783295	-0.30066586	-0.06783295	35_12975	"Cluster: Os05g0478200 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0478200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DHB3	CHR1V7|COORD:11399903..11405702| actin binding	AT1G31810.1	CHR05V5|COORD:23431818..23436994|protein expressed protein	LOC_Os05g40040.1	no descriptionnot assigned not assigned not assigned	not assigned.unknown	35_2

CUST_33842_PI403524517	2	0.08014107	0.43367767	0.17975235	-0.17442417	-0.08014107	-0.17362785	35_9756	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10MH0	"CHR3V7|COORD:23091764..23094209| similar to Os03g0309000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001049909.1); similar to expressed protein [Oryza"	AT3G62370.1	CHR03V5|COORD:10990720..10986347|protein expressed protein	LOC_Os03g19580.2	"no descriptionvery weakly similar to (73.9)AT3G62370| Symbols:  | similar to Os03g0309000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001049909.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABF95557.1) | chr3:23091764-23094209 FORWARD"	not assigned.unknown	35_2

CUST_13600_PI404877155	2	-0.7636652	-0.043704987	0.39138412	0.1330967	-0.011703491	0.011703491	Contig7354_at	NADH dehydrogenase-related [Arabidopsis thaliana] gb|AAK63960.1| AT4g05020/T32N4_4 [Arabidopsis thaliana]	NP_567283.1	NADH dehydrogenase-related	At4g05020.1	protein Pyridine nucleotide-disulphide oxidoreductase, putative	Os08g04630	putative external rotenone-insensitive NADH dehydrogenase	mitochondrial electron transport / ATP synthesis.NADH-DH.type II.external	9_2_2

CUST_38453_PI403524517	2	0.23981094	0.04354477	-0.21489143	-0.043545723	-0.115893364	0.13169861	35_11066	"Cluster: Putative integral membrane protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative integral membrane protein - Oryza sativa (japonica"	UniRef90_Q6ZA55	CHR2V7|COORD:13642193..13644669| integral membrane transporter family protein	AT2G32040.1	CHR03V5|COORD:33009808..33004311|protein biopterin transport-related protein BT1, putative, expressed	LOC_Os03g58080.1	no descriptionweakly similar to ( 165)AT2G32040| Symbols:  | integral membrane transporter family protein | chr2:13642193-13644669 FORWARDBT1	transport.misc	34_99

CUST_126157_PI403524517	2	0.12629128	0.24334335	0.060317993	-0.44813538	-0.23593235	-0.060317993	35_35514	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_76737_PI403524517	2	-0.045871735	-0.3374977	0.016373634	-0.016373634	0.03559494	0.17535305	35_21999	"Cluster: Translation initiation factor 3 (IF-3)-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Translation initiation factor 3 (IF-3)-like prote"	UniRef90_Q6YU95	CHR1V7|COORD:12542964..12546003| translation initiation factor 3 (IF-3) family protein	AT1G34360.1	CHR02V5|COORD:59280..64720|protein translation initiation factor, putative, expressed	LOC_Os02g01110.1	no descriptionGag_spuma	not assigned.unknown	35_2

CUST_177576_PI403524517	2	-0.35679817	-0.10543251	0.33089447	-0.055672646	0.11743832	0.055672646	35_49394	"Cluster: Glycerol-3-phosphate acyltransferase 1; n=2; Arabidopsis thaliana|Rep: Glycerol-3-phosphate acyltransferase 1 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9SHJ5	"CHR1V7|COORD:1994169..1996066| ATGPAT1/GPAT1 (GLYCEROL-3-PHOSPHATE ACYLTRANSFERASE 1); 1-acylglycerol-3-phosphate O-acyltransferase/"	AT1G06520.1	CHR01V5|COORD:25583849..25590829|protein glycerol-3-phosphate acyltransferase 1, putative, expressed	LOC_Os01g44069.1	" no descriptionweakly similar to ( 107)AT1G06520| Symbols: ATGPAT1, GPAT1 | ATGPAT1/GPAT1 (GLYCEROL-3-PHOSPHATE ACYLTRANSFERASE 1); 1-acylglycerol-3-phosphate O-acyltransferase/ acyltransferase | chr1:1994169-1996066 REVERSE"	lipid metabolism.Phospholipid synthesis	11_3

CUST_152448_PI403524517	2	0.041895866	-0.041895866	-0.42070484	0.14620781	-0.4059658	0.16417599	35_42611	"Cluster: Thioredoxin-like 1, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Thioredoxin-like 1, putative, expressed - Oryza sativa (japon"	UniRef90_Q10M17	CHR1V7|COORD:2713062..2714315| thioredoxin family protein	AT1G08570.2	CHR07V5|COORD:29011559..29009796|protein thioredoxin-like 1, putative, expressed	LOC_Os07g48510.1	no descriptionweakly similar to ( 184)AT1G08570| Symbols:  | thioredoxin family protein | chr1:2713062-2714315 FORWARDnot assigned TRX_family Thioredoxin	redox.thioredoxin	21_1

CUST_157345_PI403524517	2	0.025857925	0.053494453	-0.6190758	0.0743618	-0.025857925	-0.07352257	35_43938	"Cluster: Uncharacterized plant-specific domain TIGR01568 family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Uncharacterized plant-speci"	UniRef90_Q2QXG2	CHR4V7|COORD:1934065..1937829| ATOFP9/OFP9 (Arabidopsis thaliana ovate family protein 9)	AT4G04030.1	CHR12V5|COORD:2911579..2910704|protein plant-specific domain TIGR01568 family protein, expressed	LOC_Os12g06160.1	 no descriptionvery weakly similar to (53.1)AT4G04030| Symbols: ATOFP9, OFP9 | ATOFP9/OFP9 (Arabidopsis thaliana ovate family protein 9) | chr4:1934065-1937829 REVERSEDUF623 	not assigned.no ontology	35_1

CUST_164336_PI403524517	2	1.195292	-0.088804245	0.10152912	-0.4939127	0.088804245	-0.76726437	35_45810	Rep: Hypothetical protein - Gibberella zeae (Fusarium graminearum)	UniRef90_Q4IJS9		0	0	0	no description	not assigned.unknown	35_2

CUST_90107_PI403524517	2	-0.020550728	0.49177456	0.37358093	-0.13459206	-0.05965042	0.020550728	35_25776	"Cluster: Hydroxyproline-rich glycoprotein family protein, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hydroxyproline-rich glycoprotein"	UniRef90_Q10Q10	CHR5V7|COORD:23551169..23556691| actin binding	AT5G58160.1	CHR03V5|COORD:5946303..5952835|protein ROUGH SHEATH2-interacting KH-domain protein, putative, expressed	LOC_Os03g11520.2	no description	not assigned.unknown	35_2

CUST_81612_PI403524517	2	-0.01033783	-0.03490734	0.18015099	0.1582365	0.010336876	-0.01402092	35_23409	"Cluster: Os01g0243200 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0243200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JP52	CHR5V7|COORD:22301947..22304251| integral membrane transporter family protein	AT5G54860.1	CHR01V5|COORD:7897594..7891761|protein folate/biopterin transporter family protein, expressed	LOC_Os01g14100.3	no descriptionweakly similar to ( 168)AT5G54860| Symbols:  | integral membrane transporter family protein | chr5:22301947-22304251 FORWARDBT1	transport.misc	34_99

CUST_35702_PI403524517	2	0.03623104	0.19623184	-0.17838287	0.14779282	-0.036231995	-0.06162262	35_10296	"Cluster: Hypothetical protein OJ1126_G08.47; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1126_G08.47 - Oryza sativa (japonica cultiv"	UniRef90_Q5VNI7	CHR3|COORD:20186382..20189958| expressed protein	AT3G54500.2	CHR01V5|COORD:17478501..17484701|protein expressed protein	LOC_Os01g31360.3	"no descriptionvery weakly similar to (76.3)AT3G54500| Symbols:  | similar to dentin sialophosphoprotein-related [Arabidopsis thaliana] (TAIR:AT5G64170.2); similar to conserved hypothetical protein [Medicago truncatula] (GB:ABD28297.1) | chr3:20186770-20189253 REVERSEnot assigned"	not assigned.unknown	35_2

CUST_88599_PI403524517	2	-1.361661	-1.1798348	0.09474754	0.15664768	0.49557114	-0.09474754	35_25358	"Cluster: O-methyltransferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: O-methyltransferase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53JI3	CHR1|COORD:19334618..19336336| O-methyltransferase family 2 protein, similar to caffeic acid O-methyltransferase GI:5031492 from (Ocimum basilicum),	AT1G51990.2	CHR11V5|COORD:11573808..11569149|protein O-methyltransferase ZRP4, putative, expressed	LOC_Os11g20090.1	no descriptionvery weakly similar to (76.3)AT1G51990| Symbols:  | O-methyltransferase family 2 protein | chr1:19334618-19336336 FORWARDweakly similar to ( 124)ZRP4_MAIZEO-methyltransferase ZRP4 - Zea mays (Maize)not assigned Methyltransf_2	misc.O- methyl transferases	26_6

CUST_111097_PI403524517	2	0.03719473	-0.14137077	-0.037195206	0.06424236	0.08956909	-0.16814089	35_31548	"Cluster: Hypothetical protein P0519E12.112; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0519E12.112 - Oryza sativa (japonica cultivar"	UniRef90_Q8LHN5	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	CHR07V5|COORD:26206842..26207776|protein EF hand family protein, expressed	LOC_Os07g43800.1	no description	not assigned.unknown	35_2

CUST_97693_PI403524517	2	-0.018894672	0.34187746	0.018894672	-0.2032299	-0.16313028	0.17451811	35_27895	Rep: Putative transposase - Zea mays (Maize)	UniRef90_Q8W0Y1	0	0	CHR09V5|COORD:10980275..10976574|protein transposon protein, putative, unclassified, expressed	LOC_Os09g17930.1	no description	not assigned.unknown	35_2

CUST_65605_PI403524517	2	0.008975029	-0.037961006	0.0071468353	0.057074547	-0.027015686	-0.0071468353	35_18736	Rep: SCAR-like protein 1 - Oryza sativa (Rice)	UniRef90_Q84TX2	CHR2V7|COORD:16102628..16107929| ITB1 (IRREGULAR TRICHOME BRANCH1)	AT2G38440.1	CHR03V5|COORD:34196699..34205820|protein SCAR-like protein 1, putative, expressed	LOC_Os03g60240.1	 no descriptionvery weakly similar to (70.9)AT2G38440| Symbols: SCAR2, DIS3, WAVE4, ITB1 | ITB1 (IRREGULAR TRICHOME BRANCH1) | chr2:16102628-16107929 FORWARDmoderately similar to ( 238)SCRL1_ORYSA	cell.organisation	31_1

CUST_64534_PI403524517	2	0.04853344	0.08663559	-0.0022630692	-0.07483101	0.0022630692	-0.018726349	35_18424	"Cluster: Hypothetical protein B1036C05.8; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1036C05.8 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q5W6S3	CHR5V7|COORD:23644052..23649297| binding	AT5G58450.1	CHR05V5|COORD:16186966..16174881|protein expressed protein	LOC_Os05g27870.1	no descriptionvery weakly similar to (63.5)AT5G58450| Symbols:  | binding | chr5:23644052-23649297 FORWARD	not assigned.unknown	35_2

CUST_20008_PI399408534	2	0.029539108	-0.26684666	-0.1926117	0.088645935	0.013902664	-0.013902664	35_30156	"Cluster: Putative tuber-specific and sucrose-responsive element binding factor; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative tuber-specific and"	UniRef90_Q6ZHS5	"CHR5V7|COORD:26871335..26872252| AtMYB44/AtMYBr1 (myb domain protein 44, myb domain protein r1); DNA binding / transcription factor"	AT5G67300.1	CHR02V5|COORD:4867671..4869377|protein MYB transcription factor TaMYB1, putative, expressed	LOC_Os02g09480.1	" no descriptionweakly similar to ( 114)AT5G67300| Symbols: AtMYBr1, AtMYB44 | AtMYB44/AtMYBr1 (myb domain protein 44, myb domain protein r1); DNA binding / transcription factor | chr5:26871335-26872252 FORWARDvery weakly similar to (73.2)MYB4_ORYSAnot assigned not assigned SANT Myb_DNA-binding SANT REB1 "	RNA.regulation of transcription.MYB domain transcription factor family	27_3_25

CUST_2757_PI404877155	2	0.07824993	0.10080242	-0.08410454	-0.19102478	-0.07824993	0.0915699	Contig13179_at	helicase, putative [Arabidopsis thaliana]	NP_171871.2	helicase, putative	At1g03750.1	protein SNF2 family N-terminal domain, putative	Os05g15890	NONE	RNA.regulation of transcription.Chromatin Remodeling Factors	27_3_44

CUST_131239_PI403524517	2	-0.0746851	0.45455456	0.03856659	-0.24612427	-0.026010513	0.02600956	35_36859	"Cluster: Coiled-coil protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Coiled-coil protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53JH6	"CHR1V7|COORD:7656567..7658623| similar to myosin heavy chain-related [Arabidopsis thaliana] (TAIR:AT1G77580.2); similar to coiled-coil protein [Lycopersicon esc"	AT1G21810.1	CHR11V5|COORD:3391832..3385190|protein coiled-coil protein, putative, expressed	LOC_Os11g06910.3	" no descriptionvery weakly similar to (59.7)AT1G21810| Symbols:  | similar to myosin heavy chain-related [Arabidopsis thaliana] (TAIR:AT1G77580.2); similar to coiled-coil protein [Lycopersicon esculentum] (GB:AAN03605.1); contains InterPro domain Protein of unknown function DUF869, plant; (InterPro:IPR008587) | chr1:7656567-7658623 REVERSEnot assigned not assigned not assigned not assigned Smc DUF869 Myosin_tail_1 MAD SbcC "	not assigned.unknown	35_2

CUST_38721_PI403524517	2	0.273448	-0.026441574	0.026441574	-0.14066792	-0.039957047	0.06200981	35_11143	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_156654_PI403524517	2	-0.24684143	0.18805933	0.038553238	0.122348785	-0.25960875	-0.03855276	35_43751	"Cluster: Serine/threonine kinase receptor-like protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Serine/threonine kinase receptor-like protein - Oryza s"	UniRef90_Q84SG8	CHR4V7|COORD:12117699..12120145| CRK5 (CYSTEINE-RICH RLK5)	AT4G23130.2	CHR07V5|COORD:21139247..21142585|protein receptor-like protein kinase homolog RK20-1, putative, expressed	LOC_Os07g35330.1	no description	not assigned.unknown	35_2

CUST_37161_PI403524517	2	-0.027253628	0.21031904	0.13136578	-0.073698044	-0.15122604	0.027253151	35_10708	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_6788_PI404877155	2	0.05252266	-0.554183	-0.11958408	-0.050058365	0.05005932	0.05005932	Contig20055_at	DNA-binding protein [Triticum aestivum]	AAF32491.1	DNA-binding protein, putative	At1g80270.1	protein DNA-binding protein	Os12g07260	"DNA-binding protein, putative, similar to DNA-binding protein (Triticum aestivum) GI:6958202; contains Pfam profile PF01535: PPR repeat"	RNA.regulation of transcription.putative DNA-binding protein	27_3_67

CUST_168092_PI403524517	2	0.30969334	0.088952065	0.066431046	-0.3752632	-0.06643057	-0.19277334	35_46813	"Cluster: ATP-dependent Clp protease ATP-binding subunit clpA CD4B,chloroplast, putative, expressed; n=4; Magnoliophyta|Rep: ATP-dependent Clp protease ATP-bindi"	UniRef90_Q2QVG9	"CHR5V7|COORD:20732936..20737026| CLPC (HEAT SHOCK PROTEIN 93-V); ATP binding / ATPase"	AT5G50920.1	CHR12V5|COORD:7100504..7094687|protein ATP-dependent Clp protease ATP-binding subunit clpA homolog,chloroplast precursor, putative, expressed	LOC_Os12g12850.2	" no descriptionvery weakly similar to (86.7)AT3G48870| Symbols: ATHSP93-III, HSP93-III, ATCLPC | ATCLPC (CASEINOLYTIC PROTEASE C); ATP binding / ATPase | chr3:18133348-18136993 REVERSEvery weakly similar to (85.1)CLPC_PEAATP-dependent Clp protease ATP-binding subunit clpC homolog, chloroplast precursor - Pisum sativum (Garden pea)clpC "	protein.degradation.serine protease	29_5_5

CUST_87633_PI403524517	2	0.022675514	-0.35034657	-0.035435677	-0.022675514	0.032966614	0.0530138	35_25087	"Cluster: Growth-regulating factor 5; n=2; Oryza sativa (japonica cultivar-group)|Rep: Growth-regulating factor 5 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6AWY4	CHR1V7|COORD:22496859..22500684| proline-rich family protein	AT1G61080.1	CHR06V5|COORD:895365..892108|protein growth-regulating factor, putative, expressed	LOC_Os06g02560.3	no description	not assigned.unknown	35_2

CUST_52207_PI403524517	2	0.06447983	0.14838982	-0.06702614	-0.06447983	-0.1357193	0.085609436	35_14876	Rep: Histone H1-like protein HON101 - Zea mays (Maize)	UniRef90_Q8LK07	"CHR2V7|COORD:7853177..7853752| HIS1-3 (HISTONE H1-3); DNA binding"	AT2G18050.1	CHR04V5|COORD:9968766..9969779|protein histone H1, putative, expressed	LOC_Os04g18090.1	"no descriptionvery weakly similar to (94.7)AT2G18050| Symbols: HIS1-3 | HIS1-3 (HISTONE H1-3); DNA binding | chr2:7853336-7853752 FORWARDvery weakly similar to (89.7)H1_WHEATHistone H1 - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned H15 H15 Linker_histone TolA PRK09169 Tymo_45kd_70kd DUF566 PRK12323 tolA DUF1777 AF-4 APC_basic Gag_spuma PRK12472 Pneumo_att_G PRK07003 PRK07764 TolA PRK12678 DUF1509 DUF1421 DUF936"	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_63164_PI403524517	2	0.13195038	-0.0478611	-0.103266716	0.047860146	0.075826645	-0.10467148	35_18022	"Cluster: Splicing factor, CC1-like family protein, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Splicing factor, CC1-like family protein, express"	UniRef90_Q337U3	CHR2V7|COORD:7349951..7354134| RNA recognition motif (RRM)-containing protein	AT2G16940.1	CHR10V5|COORD:15451118..15458623|protein RNA-binding region-containing protein 2, putative, expressed	LOC_Os10g30370.1	 no descriptionmoderately similar to ( 391)AT5G09880| Symbols:  | RNA recognition motif (RRM)-containing protein | chr5:3081647-3085180 REVERSEvery weakly similar to (70.5)ROC1_NICSY29 kDa ribonucleoprotein A, chloroplast precursor - Nicotiana sylvestris (Wood tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned RRM RRM_1 COG0724 	RNA.RNA binding	27_4

CUST_1374_PI404877155	2	-0.011997223	0.7842922	0.011997223	-0.10801506	-0.06202793	0.1765461	Contig11494_at	putative AP2-domain DNA-binding protein [Oryza sativa (japonica cultivar-group)] gb|AAP54000.1| putative AP2-domain DNA-binding protein [Ory	NP_921713.1	zinc finger (C3HC4-type RING finger) family protein	At5g01520.1	protein expressed protein	Os10g30850	"zinc finger (C3HC4-type RING finger) family protein, similar to MTD2 (Medicago truncatula) GI:9294812; contains Pfam profile PF00097: Zinc finger, C3HC4 type (RING finger) or  similar to expressed protein [Arabidopsis thaliana] (TAIR:At3g47160.1); similar"	RNA.regulation of transcription.AP2/EREBP, APETALA2/Ethylene-responsive element binding protein family	27_3_03

CUST_145833_PI403524517	2	0.024863243	1.7978344	0.12773609	-0.3237152	-0.26485157	-0.02486229	35_40829	"Cluster: Myosin heavy chain-like protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Myosin heavy chain-like protein - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6K437	CHR2V7|COORD:14661690..14664522| myosin heavy chain-related	AT2G34730.1	CHR09V5|COORD:2564528..2560851|protein myosin heavy chain, putative, expressed	LOC_Os09g04810.2	no description	not assigned.unknown	35_2

CUST_12027_PI404877155	2	0.07137203	0.23067951	-0.008857727	-0.108623505	0.008856773	-0.1420536	Contig5758_at	Moco containing protein [Oryza sativa (japonica cultivar-group)] dbj|BAD09023.1| Moco containing protein(OsMCP) [Oryza sativa (japonica cult	BAC10905.1	sulfite oxidase, putative	At3g01910.1	protein Oxidoreductase molybdopterin binding domain, putative	Os08g41830	sulfite oxidase	S-assimilation.sulfite redox	14_03

CUST_101978_PI403524517	2	0.29199123	-0.04120207	0.2574687	-0.2919798	0.041202545	-0.24969053	35_29093	"Cluster: OSJNBa0018M05.18 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0018M05.18 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XQ90	CHR5V7|COORD:7758310..7775512| zinc finger (C3HC4-type RING finger) family protein	AT5G23110.1	0	0	no descriptionmoderately similar to ( 294)AT5G23110| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr5:7758310-7775512 FORWARD	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_2229_PI399408534	2	-0.29978132	-0.3137517	0.07463074	0.13081074	0.13058853	-0.07463026	35_23651	"Cluster: Os05g0186100 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0186100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DK78	"CHR3V7|COORD:5554490..5555373| AHP4 (HPT PHOSPHOTRANSMITTER 4); histidine phosphotransfer kinase/ transferase, transferring phosphorus-containing groups"	AT3G16360.1	CHR05V5|COORD:5259989..5257724|protein histidine-containing phosphotransfer protein 4, putative, expressed	LOC_Os05g09410.1	" no descriptionweakly similar to ( 145)AT3G16360| Symbols: AHP4 | AHP4 (HPT PHOSPHOTRANSMITTER 4); histidine phosphotransfer kinase/ transferase, transferring phosphorus-containing groups | chr3:5554490-5555373 FORWARDweakly similar to ( 108)HP1_ORYSAnot assigned "	hormone metabolism.cytokinin.signal transduction	17_4_2

CUST_179974_PI403524517	2	0.121384144	0.10140371	-0.08138752	-0.028111935	0.028111935	-0.30996656	35_50052	"Cluster: Hypothetical protein OSJNBa0041P03.6; n=3; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0041P03.6 - Oryza sativa (japonica"	UniRef90_Q8LNT1	CHR3V7|COORD:579634..581455| integral membrane family protein	AT3G02690.1	CHR10V5|COORD:18421795..18424392|protein permeases of the drug/metabolite transporter, putative, expressed	LOC_Os10g35140.1	no descriptionmoderately similar to ( 232)AT3G02690| Symbols:  | integral membrane family protein | chr3:579634-581455 FORWARDDUF6 RhaT PRK11272 COG2510	not assigned.no ontology	35_1

CUST_137616_PI403524517	2	-0.10548544	0.07984257	0.07456398	0.38456154	-0.10096502	-0.07456446	35_38593	Rep: Elongation factor - Triticum aestivum (Wheat)	UniRef90_Q7XYB6	"CHR1V7|COORD:20971910..20974742| LOS1 (Low expression of osmotically responsive genes 1); translation elongation factor/ translation factor, nucleic acid bindin"	AT1G56070.1	CHR04V5|COORD:1080427..1085754|protein elongation factor 2, putative, expressed	LOC_Os04g02820.2	" no descriptionweakly similar to ( 125)AT1G56070| Symbols: AT1G56075.1, LOS1 | LOS1 (Low expression of osmotically responsive genes 1); translation elongation factor/ translation factor, nucleic acid binding | chr1:20971910-20974742 REVERSEweakly similar to ( 127)EF2_BETVUElongation factor 2 - Beta vulgaris (Sugar beet)not assigned not assigned not assigned eEF2_snRNP_like_C FusA eEF2_C_snRNP EFG_C Elongation_Factor_C PRK12740 PRK07560 "	protein.synthesis.elongation	29_2_4

CUST_136368_PI403524517	2	0.026197433	-0.13645124	-0.023061752	0.023061752	0.035194397	-0.31111574	35_38239	"Cluster: Pentatricopeptide, putative, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Pentatricopeptide, putative, expressed - Oryza sativa (japonic"	UniRef90_Q10N26	CHR5V7|COORD:644456..648419| pentatricopeptide (PPR) repeat-containing protein	AT5G02830.1	CHR03V5|COORD:9801180..9776403|protein expressed protein	LOC_Os03g17634.3	no descriptionweakly similar to ( 177)AT5G02830| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr5:644456-648419 REVERSEvery weakly similar to (62.0)RF1_ORYSA	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_68947_PI403524517	2	-0.13812733	0.33569813	0.13821411	-0.10162163	0.007791519	-0.0077905655	35_19728	"Cluster: Putative FKBP-type peptidyl-prolyl cis-trans isomerase; protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative FKBP-type"	UniRef90_Q7XHR0	CHR3V7|COORD:22325975..22327508| immunophilin / FKBP-type peptidyl-prolyl cis-trans isomerase family protein	AT3G60370.1	CHR07V5|COORD:18226866..18230670|protein FK506 binding protein, putative, expressed	LOC_Os07g30800.1	no descriptionweakly similar to ( 147)AT3G60370| Symbols:  | immunophilin / FKBP-type peptidyl-prolyl cis-trans isomerase family protein | chr3:22325975-22327508 REVERSEnot assigned not assigned not assigned FKBP_C FkpA PRK10902 SlpA	protein.folding	29_6

CUST_45701_PI403524517	2	0.49922228	0.84048367	0.38260698	-0.505826	-0.8146963	-0.38260698	35_13097	"Cluster: Os05g0126400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0126400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DL32	CHR1V7|COORD:11399903..11405702| actin binding	AT1G31810.1	CHR05V5|COORD:1485865..1479070|protein myb-like DNA-binding domain containing protein, expressed	LOC_Os05g03550.1	no description	not assigned.unknown	35_2

CUST_26069_PI399408534	2	0.017111778	0.09465027	-0.017112255	-0.19336557	0.09349108	-0.60139036	35_29390	"Cluster: Putative calcium-dependent protein kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative calcium-dependent protein kinase - Oryza sativa"	UniRef90_Q69IM9	"CHR3V7|COORD:21307875..21310328| CPK32 (CALCIUM-DEPENDENT PROTEIN KINASE 32); calcium- and calmodulin-dependent protein kinase/ kinase"	AT3G57530.1	CHR09V5|COORD:20018910..20015107|protein calcium-dependent protein kinase, isoform AK1, putative, expressed	LOC_Os09g33910.1	"no descriptionweakly similar to ( 108)AT2G41860| Symbols: CPK14 | CPK14 (calcium-dependent protein kinase 14); calcium- and calmodulin-dependent protein kinase/ kinase | chr2:17474724-17476864 REVERSEvery weakly similar to (97.8)CDPK2_MAIZECalcium-dependent protein kinase 2 - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase PRK12323 PRK07003 PRK07764 HpaP SPS1 Pkinase_Tyr TyrKc"	signalling.calcium	30_3

CUST_130495_PI403524517	2	-0.0040073395	-0.42067146	-0.12548256	0.0040073395	0.07640648	0.012224197	35_36645	"Cluster: PREDICTED: similar to H3 histone, family 2 isoform 2; n=4; Eutheria|Rep: PREDICTED: similar to H3 histone, family 2 isoform 2 - Canis"	UniRef90_UPI00004A5DE9	CHR5V7|COORD:3270479..3270889| histone H3	AT5G10400.1	CHR11V5|COORD:2622185..2621575|protein histone H3, putative, expressed	LOC_Os11g05730.1	no descriptionweakly similar to ( 176)AT5G65360| Symbols:  | histone H3 | chr5:26137325-26137735 REVERSEweakly similar to ( 174)H32_WHEATHistone H3.2 - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned H3 Histone HHT1 Tymo_45kd_70kd Atrophin-1 PRK07764 PRK12323 PRK07003	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_3949_PI404877155	2	0.2237587	-0.39760494	-0.17247295	-0.021469116	0.021469116	0.037730217	Contig14611_at	putative Thylakoid lumenal 21.5 kDa protein, chloroplast precursor [Oryza sativa (japonica cultivar-group)]	BAC84394.1	photosystem II reaction center PsbP family protein	At4g15510.1	protein PsbP, putative	Os07g17390	"photosystem II reaction center PsbP family protein, contains PsbP domain PF01789; identical to SP:O23403 (Arabidopsis thaliana) or  photosystem II reaction center PsbP family protein, contains PsbP domain PF01789; identical to SP:O23403 (Arabidopsis thali"	PS.lightreaction.photosystem II.PSII polypeptide subunits	1_01_01_02

CUST_95775_PI403524517	2	-0.011044502	0.11104965	0.05129528	-0.05285263	-0.10148907	0.011043549	35_27368	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_24112_PI403524517	2	-0.11014271	0.3394823	-0.3394804	0.11014271	0.2993822	-0.15777111	35_7002	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QXR0	"CHR5V7|COORD:1303758..1305557| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G23160.1); similar to Protein of unknown function DUF668 [Medicago"	AT5G04550.1	CHR12V5|COORD:2289545..2287583|protein expressed protein	LOC_Os12g05180.1	"no descriptionweakly similar to ( 142)AT5G51670| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G23160.1); similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:AAP21394.1); similar to Os03g0858600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001051962.1); contains InterPro domain Protein of unknown function DUF668; (InterPro:IPR007700) | chr5:21010786-21012322 FORWARDDUF668"	not assigned.unknown	35_2

CUST_81870_PI403524517	2	0.20751476	0.6272068	-0.046632767	-0.13905811	-0.10378742	0.04663372	35_23483	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_66563_PI403524517	2	-0.1617508	-0.09720516	-0.033625603	0.37910032	0.58488417	0.03362608	35_19008	Rep: H0717B12.6 protein - Oryza sativa (Rice)	UniRef90_Q01JB6	CHR3V7|COORD:17936771..17939085| hydrolase, alpha/beta fold family protein	AT3G48410.1	CHR04V5|COORD:20151489..20157670|protein catalytic/ hydrolase, putative, expressed	LOC_Os04g33590.1	 no descriptionmoderately similar to ( 401)AT3G48410| Symbols:  | hydrolase, alpha/beta fold family protein | chr3:17936771-17939085 REVERSEnot assigned not assigned not assigned MhpC Abhydrolase_1 PldB 	not assigned.no ontology	35_1

CUST_148446_PI403524517	2	0.021619797	0.55268	-0.021619797	-0.24298286	-0.23631382	0.023698807	35_41528	0	0	CHR4V7|COORD:7758606..7760888| leucine-rich repeat family protein / extensin family protein	AT4G13340.1	CHR02V5|COORD:22699485..22696487|protein transposon protein, putative, CACTA, En/Spm sub-class	LOC_Os02g37620.1	no description	not assigned.unknown	35_2

CUST_25551_PI399408534	2	0.044369698	0.15010166	0.1478033	-0.30825806	-0.044369698	-0.234519	35_10388	"Cluster: Putative AT-hook protein 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative AT-hook protein 1 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K9W5	CHR1V7|COORD:23540496..23542528| DNA-binding family protein	AT1G63470.1	CHR02V5|COORD:35413615..35409302|protein DNA binding protein, putative, expressed	LOC_Os02g57820.1	no descriptionweakly similar to ( 122)AT2G45850| Symbols:  | DNA-binding family protein | chr2:18878975-18880531 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF296 Extensin_2 PRK12323 Drf_FH1 Atrophin-1 DUF1421 PRK07003 GRASP55_65 PRK07764 PRK05648 Tymo_45kd_70kd HPC2 Herpes_BLLF1 Pneumo_att_G APC_basic PRK10819 DUF605 Totivirus_coat FAP Gag_spuma TT_ORF1 CTF_NFI DamX DUF566 Syndecan COG3456 PRK10905 IER Prog_receptor	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_99594_PI403524517	2	0.058545113	0.35615444	0.08542824	-0.26463413	-0.058545113	-0.2174244	35_28428	"Cluster: Os09g0502100 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0502100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J0Q5		0	CHR09V5|COORD:19430435..19424547|protein expressed protein	LOC_Os09g32540.1	no description	not assigned.unknown	35_2

CUST_82353_PI403524517	2	0.38513994	0.1811595	-0.6292305	-0.05555582	-0.4616542	0.05555582	35_23620	"Cluster: Transducin-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Transducin-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6H6D6	0	0	CHR02V5|COORD:3694689..3699715|protein expressed protein	LOC_Os02g07190.1	no description	not assigned.unknown	35_2

CUST_89878_PI403524517	2	0.050195694	-0.3125372	-0.013325691	-0.083592415	0.013325691	0.08206749	35_25713	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_94003_PI403524517	2	-0.27916193	-1.4742665	0.33872986	0.27916193	0.43892956	-1.3207994	35_26876	"Cluster: Hypothetical protein P0504A05.3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0504A05.3 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6ETP3	0	0	CHR02V5|COORD:4190497..4190114|protein hypothetical protein	LOC_Os02g08000.1	no description	not assigned.unknown	35_2

CUST_9276_PI404877155	2	-0.3292694	0.684947	-0.13013458	0.3718052	-0.38785934	0.13013458	Contig3050_at	universal stress protein USP1-like protein [Oryza sativa (japonica cultivar-group)]	BAC16006.1	universal stress protein (USP) family protein	At2g47710.1	protein universal stress protein family	Os07g47620	putative universal stress protein USP1	stress.abiotic.unspecified	20_2_99

CUST_40618_PI403524517	2	0.19200325	-0.24273586	-0.15801716	-0.0051174164	0.028105736	0.0051174164	35_11681	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_76926_PI403524517	2	0.011807442	-0.3456211	0.08449364	-0.011807442	-0.098293304	0.10459423	35_22051	Rep: H0103C06.6 protein - Oryza sativa (Rice)	UniRef90_Q259H3	CHR5V7|COORD:7758310..7775512| zinc finger (C3HC4-type RING finger) family protein	AT5G23110.1	CHR07V5|COORD:27053093..27049024|protein ZCF61, putative, expressed	LOC_Os07g45350.5	no descriptionweakly similar to ( 163)AT5G23110| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr5:7758310-7775512 FORWARDnot assigned not assigned	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_14725_PI403524517	2	0.10077667	-0.012953758	-0.121601105	0.012952805	-0.15652466	0.025484085	35_4238	"Cluster: Putative interferon-related protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative interferon-related protein - Oryza sativa (japonica"	UniRef90_Q6ZIP6	CHR1|COORD:9668586..9671597| interferon-related developmental regulator family protein / IFRD protein family, contains Pfam PF05004: Interferon-related	AT1G27760.1	CHR07V5|COORD:23924198..23929528|protein interferon-related developmental regulator family protein, expressed	LOC_Os07g39900.1	no descriptionvery weakly similar to (50.8)AT1G27760| Symbols:  | interferon-related developmental regulator family protein / IFRD protein family | chr1:9668882-9671309 FORWARD	not assigned.no ontology	35_1

CUST_173880_PI403524517	2	-0.15880537	0.177145	-0.073281765	0.07328129	-0.6705861	0.14568186	35_48414	Rep: OSIGBa0132G14.1 protein - Oryza sativa (Rice)	UniRef90_Q01MX2	"CHR2V7|COORD:13336114..13338621| ATCDT1A/CDT1/CDT1A (ARABIDOPSIS HOMOLOG OF YEAST CDT1 A); cyclin-dependent protein kinase/ protein binding"	AT2G31270.1	CHR04V5|COORD:5768521..5765594|protein CDT1a protein, putative, expressed	LOC_Os04g10650.1	" no descriptionweakly similar to ( 107)AT2G31270| Symbols: ATCDT1A, CDT1A, CDT1 | ATCDT1A/CDT1/CDT1A (ARABIDOPSIS HOMOLOG OF YEAST CDT1 A); cyclin-dependent protein kinase/ protein binding | chr2:13336114-13338621 FORWARDnot assigned CDT1 "	not assigned.no ontology.hydroxyproline rich proteins	35_1_41

CUST_171085_PI403524517	2	0.21346998	0.025785446	-0.025785446	-0.51665163	-0.61121225	0.060201645	35_47656	"Cluster: Probable histone acetyltransferase HAC-like 3; n=1; Oryza sativa|Rep: Probable histone acetyltransferase HAC-like 3 - Oryza sativa (Rice)"	UniRef90_Q9XHY7		0	CHR01V5|COORD:8052496..8044170|protein histone acetyltransferase/ protein binding protein, putative, expressed	LOC_Os01g14370.2	no description	not assigned.unknown	35_2

CUST_36698_PI403524517	2	-0.21272945	-0.028286934	0.02828598	0.09365082	-0.21723747	0.08633518	35_10577	Rep: GDP-mannose transporter - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q941R4	"CHR2V7|COORD:5694666..5697385| GONST1 (GOLGI NUCLEOTIDE SUGAR TRANSPORTER 1); nucleotide-sugar transporter"	AT2G13650.1	CHR08V5|COORD:360217..354808|protein GDP-mannose transporter, putative, expressed	LOC_Os08g01610.1	no descriptionvery weakly similar to (53.5)AT2G13650| Symbols: GONST1 | GONST1 (GOLGI NUCLEOTIDE SUGAR TRANSPORTER 1) | chr2:5695067-5697385 REVERSE	transport.NDP-sugars at the ER	34_11

CUST_18474_PI404877155	2	-0.05100155	0.051002026	-0.40675068	0.87337875	-0.826211	1.2284079	HVSMEi0012K19r2_s_at	DNA-directed RNA polymerase (EC 2.7.7.6) largest chain (isoform B1)-like protein [Oryza sativa (japonica cultivar-group)]	BAC99395.1	DNA-directed RNA polymerase II largest subunit (RPB205) (RPII) (RPB1)	At4g35800.1	protein transposon protein, putative, unclassified	Os08g05940	DNA-directed RNA polymerase	RNA.transcription	27_2

CUST_182225_PI403524517	2	-0.033210754	0.7411299	-0.06531143	-0.24310017	0.0332098	0.11314678	35_50660	"Cluster: Hypothetical protein P0445D12.36; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0445D12.36 - Oryza sativa (japonica cultivar-g"	UniRef90_Q9ARS6	CHR1V7|COORD:24856469..24857707| seven in absentia (SINA) protein, putative	AT1G66620.1	CHR01V5|COORD:1332666..1334209|protein seven in absentia protein family protein	LOC_Os01g03300.1	 no descriptionvery weakly similar to (55.8)AT1G66620| Symbols:  | seven in absentia (SINA) protein, putative | chr1:24856469-24857707 REVERSEnot assigned 	development.unspecified	33_99

CUST_134076_PI403524517	2	-0.20883465	0.10347366	0.6626158	-0.0042238235	0.0042238235	-0.36286068	35_37628	"Cluster: Os09g0557500 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0557500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IZP7	"CHR2V7|COORD:10307683..10308768| ATPUP5 (Arabidopsis thaliana purine permease 5); purine transporter"	AT2G24220.1	CHR09V5|COORD:22159119..22156447|protein ATPUP5, putative, expressed	LOC_Os09g38510.1	no description	not assigned.unknown	35_2

CUST_130837_PI403524517	2	0.2811842	-0.06873703	-0.16042519	-0.017140865	0.17873907	0.017140865	35_36746	Rep: Predicted protein - Aspergillus oryzae	UniRef90_Q2U2Q3		0	0	0	no description	not assigned.unknown	35_2

CUST_124463_PI403524517	2	-0.03641033	0.02766323	-0.024551392	-0.01544857	0.026730537	0.01544857	35_35082	Rep: SDL-1 protein - Medicago truncatula (Barrel medic)	UniRef90_Q2HRF3	"CHR3V7|COORD:21180392..21183082| similar to GCN5-related N-acetyltransferase (GNAT) family protein [Arabidopsis thaliana] (TAIR:AT2G41450.1); similar to"	AT3G57200.1	CHR01V5|COORD:7354422..7348977|protein KOB1, putative, expressed	LOC_Os01g13200.1	"no descriptionmoderately similar to ( 206)AT3G57200| Symbols:  | similar to GCN5-related N-acetyltransferase (GNAT) family protein [Arabidopsis thaliana] (TAIR:AT2G41450.1); similar to KOB1 (KOBITO) [Arabidopsis thaliana] (TAIR:AT3G08550.1); similar to SDL-1 protein [Nicotiana plumba (GB:CAD21166.1); similar to SDL-1 protein [Medicago truncatula] (GB:ABD33320.1) | chr3:21180392-21183082 FORWARD"	not assigned.no ontology	35_1

CUST_8410_PI403524517	2	0.12878323	0.266088	0.054506302	-0.48983574	-0.054506302	-0.6095371	35_2351	"Cluster: Phytoene dehydrogenase, chloroplast precursor; n=5; Poaceae|Rep: Phytoene dehydrogenase, chloroplast precursor - Oryza sativa (Rice)"	UniRef90_Q9ZTN9	CHR4|COORD:8190256..8195095| phytoene dehydrogenase, chloroplast / phytoene desaturase (PDS), identical to SP:Q07356 Phytoene dehydrogenase, chloroplast precurs	AT4G14210.2	CHR03V5|COORD:4388192..4393919|protein phytoene dehydrogenase, chloroplast precursor, putative, expressed	LOC_Os03g08570.1	 no descriptionweakly similar to ( 162)AT4G14210| Symbols: PDS, PDE226, PDS3 | PDS3 (PHYTOENE DESATURASE) | chr4:8190421-8194764 REVERSEmoderately similar to ( 236)CRTI_ORYSAnot assigned COG3349 Amino_oxidase PRK07233 COG1233 	secondary metabolism.isoprenoids.carotenoids.phytoene dehydrogenase	16_1_4_2

CUST_90782_PI403524517	2	0.03520584	0.32030678	-0.03520584	-0.18489075	-0.24917269	0.22172451	35_25966	"Cluster: Hypothetical protein OSJNBa0035J16.5; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0035J16.5 - Oryza sativa (japonica cu"	UniRef90_Q6ATY8	CHR5V7|COORD:6333716..6334541| AWPM-19-like membrane family protein	AT5G18970.1	CHR05V5|COORD:19397690..19399037|protein plasma membrane associated protein, putative, expressed	LOC_Os05g33220.1	no descriptionweakly similar to ( 103)AT5G18970| Symbols:  | AWPM-19-like membrane family protein | chr5:6333716-6334541 REVERSEAWPM-19	transport.misc	34_99

CUST_143520_PI403524517	2	0.36308527	0.39319658	0.070197105	-0.08349371	-0.3604951	-0.070197105	35_40211	"Cluster: Probable NAD kinase 2, chloroplast precursor; n=2; Oryza sativa|Rep: Probable NAD kinase 2, chloroplast precursor - Oryza sativa (Rice)"	UniRef90_Q53NI2	"CHR1V7|COORD:7588715..7592658| NADK2 (NAD kinase 2); NAD+ kinase/ calmodulin binding"	AT1G21640.1	CHR11V5|COORD:4621013..4627154|protein NAD kinase 2, chloroplast precursor, putative, expressed	LOC_Os11g08670.1	" no descriptionweakly similar to ( 132)AT1G21640| Symbols: ATNADK-2, NADK2 | NADK2 (NAD kinase 2); NAD+ kinase/ calmodulin binding | chr1:7588715-7592658 FORWARDmoderately similar to ( 286)NADK2_ORYSA"	not assigned.no ontology	35_1

CUST_138947_PI403524517	2	-0.02164507	0.21052265	0.102668285	-0.00830555	-0.47175026	0.008306026	35_38974	"Cluster: Hypothetical protein OSJNBa0079B05.10; n=2; Oryza sativa|Rep: Hypothetical protein OSJNBa0079B05.10 - Oryza sativa (Rice)"	UniRef90_Q8W5K6	CHR1V7|COORD:11399903..11405702| actin binding	AT1G31810.1	CHR02V5|COORD:33788936..33787265|protein actin binding protein, putative	LOC_Os02g55170.1	no descriptionvery weakly similar to (86.7)AT1G31810| Symbols:  | actin binding | chr1:11399903-11405702 REVERSE	not assigned.no ontology.formin homology 2 domain-containing protein	35_1_20

CUST_7741_PI403524517	2	0.04422474	-1.237647	-0.32027245	0.3363371	0.25972557	-0.04422474	35_2154	"Cluster: Dreg-2 like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Dreg-2 like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q655Y3	CHR5|COORD:18062783..18064033| haloacid dehalogenase-like hydrolase family protein, low similarity to SP:Q94915 Rhythmically expressed gene 2 protein (DREG-2)	AT5G44730.1	CHR06V5|COORD:27470833..27468977|protein rhythmically expressed gene 2 protein, putative, expressed	LOC_Os06g45440.2	no descriptionmoderately similar to ( 371)AT5G44730| Symbols:  | haloacid dehalogenase-like hydrolase family protein | chr5:18062815-18063746 REVERSEnot assigned COG1011 Hydrolase Gph COG0637	development.unspecified	33_99

CUST_18868_PI404877155	2	-0.02063942	-0.021582603	-0.0053110123	0.0053100586	0.012978554	0.034568787	HW06B21V_x_at	0	0	0	0	0	0	NONE	RNA.processing.ribonucleases	27_1_19

CUST_4586_PI404877155	2	0.016249657	0.12762547	0.03826523	-0.10486889	-0.016249657	-0.05804348	Contig15665_at	probable ethylene-response protein - rice gb|AAB72193.1| ethylene responsive factor [Oryza sativa] gb|AAK77941.1| putative ethylene receptor	T03439	0	0	protein ethylene receptor, putative	Os03g49500	NONE	hormone metabolism.ethylene.signal transduction	17_5_2

CUST_23566_PI403524517	2	0.09897804	-0.09897709	-0.99174213	0.84952545	-0.7627964	0.41995716	35_6850	"Cluster: Glycerophosphoryl diester phosphodisterase; n=3; Oryza sativa (japonica cultivar-group)|Rep: Glycerophosphoryl diester phosphodisterase - Oryza sativa"	UniRef90_Q2V8D7	"CHR3V7|COORD:348512..349916| SRG3 (SENESCENCE-RELATED GENE 3); glycerophosphodiester phosphodiesterase"	AT3G02040.1	CHR02V5|COORD:18531172..18535043|protein glycerophosphodiester phosphodiesterase, putative, expressed	LOC_Os02g31030.1	"no descriptionweakly similar to ( 145)AT3G02040| Symbols: SRG3 | SRG3 (SENESCENCE-RELATED GENE 3); glycerophosphodiester phosphodiesterase | chr3:348512-349916 REVERSEnot assigned"	lipid metabolism.lipid degradation.lysophospholipases.glycerophosphodiester phosphodiesterase	11_9_3_3

CUST_21792_PI403524517	2	0.042147636	0.3649044	-0.042146683	-0.054185867	0.11345768	-0.07351208	35_6327	"Cluster: Hypothetical protein OSJNBa0052M16.39; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0052M16.39 - Oryza sativa (japonica"	UniRef90_Q6K2E7	CHR4V7|COORD:12658742..12660221| hydroxyproline-rich glycoprotein family protein	AT4G24500.1	CHR02V5|COORD:18235982..18233350|protein basic salivary proline-rich protein 2, putative, expressed	LOC_Os02g30640.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Atrophin-1 Extensin_2 DUF1421 PRK07764 PRK12323 PRK05648	not assigned.unknown	35_2

CUST_67171_PI403524517	2	-0.023228645	-1.4283981	-0.05867529	1.0062771	0.5666418	0.023228168	35_19182	"Cluster: Hypothetical protein B1172G12.25; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1172G12.25 - Oryza sativa (japonica cultivar-g"	UniRef90_Q69K56	CHR1|COORD:27307075..27308512| expressed protein	AT1G72510.2	CHR06V5|COORD:5045029..5043932|protein expressed protein	LOC_Os06g09900.1	" no descriptionvery weakly similar to (82.0)AT1G72510| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G09970.1); similar to 4Fe-4S ferredoxin, iron-sulfur binding [Medicago truncatula] (GB:ABE81755.1); contains InterPro domain Protein of unknown function DUF1677, plant; (InterPro:IPR012876) | chr1:27307568-27308065 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF1677 PRK12323 PRK07764 PRK12678 Totivirus_coat PRK05648 "	not assigned.unknown	35_2

CUST_172908_PI403524517	2	-0.3909688	-0.31818867	0.3181882	-0.46947336	1.1309881	0.47307587	35_48155	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QLT7		0	CHR12V5|COORD:26861456..26862809|protein expressed protein	LOC_Os12g43350.1	no description	not assigned.unknown	35_2

CUST_115025_PI403524517	2	0.11507702	-0.7113695	-0.050682068	0.043224335	0.23034191	-0.043224335	35_32636	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_30845_PI403524517	2	0.11837959	0.16803169	-0.012511253	-0.059036255	0.012511253	-0.16530514	35_8902	0	0	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	0	0	no description	not assigned.unknown	35_2

CUST_80226_PI403524517	2	0.37809706	0.15609074	0.15495396	-0.22343111	-0.15495396	-0.41364956	35_23006	Rep: UPI0000EB4332 UniRef100 entry - Canis familiaris	UniRef90_UPI0000EB4332	"CHR1V7|COORD:5675918..5678679| SR45 (arginine/serine-rich 45); RNA binding"	AT1G16610.2	CHR01V5|COORD:554817..550824|protein ATP binding protein, putative, expressed	LOC_Os01g02040.2	no descriptionnot assigned not assigned not assigned not assigned PRK07764	not assigned.unknown	35_2

CUST_85235_PI403524517	2	0.12109423	-0.07137442	0.10873413	-3.1757355E-4	-0.14070225	3.170967E-4	35_24419	"Cluster: N-ethylmaleimide sensitive fusion protein; n=1; Nicotiana tabacum|Rep: N-ethylmaleimide sensitive fusion protein - Nicotiana tabacum (Common tobacco)"	UniRef90_Q40495	"CHR4V7|COORD:2489694..2495664| NSF (N-ETHYLMALEIMIDE SENSITIVE FACTOR); ATP binding / nucleoside-triphosphatase/ nucleotide binding"	AT4G04910.1	CHR05V5|COORD:25705343..25698529|protein vesicle-fusing ATPase, putative, expressed	LOC_Os05g44310.1	"no descriptionmoderately similar to ( 382)AT4G04910| Symbols: NSF | NSF (N-ETHYLMALEIMIDE SENSITIVE FACTOR); ATP binding / nucleoside-triphosphatase/ nucleotide binding | chr4:2489694-2495664 REVERSEvery weakly similar to (77.4)CDC48_CAPANCell division cycle protein 48 homolog - Capsicum annuum (Bell pepper)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned SpoVK RPT1 PRK03992 AAA HflB hflB"	protein.degradation.ubiquitin.proteasom	29_5_11_20

CUST_57989_PI403524517	2	-0.024928093	1.1973248	-0.22621155	-0.097602844	0.171978	0.024928093	35_16532	"Cluster: Putative F-box protein Fbl2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative F-box protein Fbl2 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8RZQ3	CHR1V7|COORD:7497468..7499375| F-box family protein	AT1G21410.1	CHR01V5|COORD:38605879..38601904|protein F-box/LRR-repeat protein 2, putative, expressed	LOC_Os01g65920.2	no descriptionweakly similar to ( 192)AT1G21410| Symbols: SKP2A | F-box family protein | chr1:7497468-7499375 FORWARDnot assigned not assigned	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_65214_PI403524517	2	0.08597565	0.21526432	-0.007498741	-0.04856682	-0.16239929	0.007498741	35_18620	"Cluster: Putative chloroplastic RNA-binding protein, with alternative splicing isoforms; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative chloroplastic"	UniRef90_Q75IP8	"CHR1V7|COORD:5287130..5288370| similar to Lon (GB:ABD28727.1); contains InterPro domain Longin-like; (InterPro:IPR011012)"	AT1G15370.1	CHR03V5|COORD:36046241..36050827|protein salt-inducible protein, putative, expressed	LOC_Os03g63910.1	"no descriptionmoderately similar to ( 253)AT1G15370| Symbols:  | similar to Lon (GB:ABD28727.1); contains InterPro domain Longin-like; (InterPro:IPR011012) | chr1:5287130-5288370 FORWARDnot assigned RET3"	not assigned.unknown	35_2

CUST_10305_PI399408534	2	-0.008173943	0.21755505	-0.13196468	0.008172989	-0.06260395	0.048908234	35_7100	"Cluster: Os12g0294100 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os12g0294100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0INT5	CHR2V7|COORD:19578172..19580016| transducin family protein / WD-40 repeat family protein	AT2G47790.1	CHR12V5|COORD:11417316..11426516|protein nucleotide binding protein, putative, expressed	LOC_Os12g19590.2	no descriptionvery weakly similar to (92.8)AT2G47790| Symbols:  | transducin family protein / WD-40 repeat family protein | chr2:19578172-19580016 REVERSEnot assigned	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_68165_PI403524517	2	0.20898438	0.32540512	0.06873131	-0.4223752	-0.15961552	-0.06873226	35_19483	"Cluster: Hypothetical protein P0009G03.21; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0009G03.21 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5ZEJ4	"CHR5V7|COORD:24159578..24162366| similar to Os01g0151600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001042041.1); similar to similar to Dictyostelium"	AT5G59960.1	CHR01V5|COORD:2788043..2792667|protein expressed protein	LOC_Os01g05830.1	"no descriptionmoderately similar to ( 260)AT5G59960| Symbols:  | similar to Os01g0151600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001042041.1); similar to similar to Dictyostelium discoideum (Slime mold). MkpA protein (GB:AAL92603.1) | chr5:24159578-24162366 REVERSE"	not assigned.unknown	35_2

CUST_31251_PI399408534	2	0.20403671	0.038796425	-0.03879738	-0.108675	-0.114580154	0.063521385	35_3280	"Cluster: Hypothetical protein OSJNBb0052F16.17; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0052F16.17 - Oryza sativa"	UniRef90_Q5W645	CHR1V7|COORD:19513648..19514970| Ran-binding protein 1 domain-containing protein / RanBP1 domain-containing protein	AT1G52380.1	CHR05V5|COORD:16428479..16424790|protein ranBP1 domain containing protein, expressed	LOC_Os05g28190.1	no descriptionvery weakly similar to (71.6)AT1G52380| Symbols:  | Ran-binding protein 1 domain-containing protein / RanBP1 domain-containing protein | chr1:19513648-19514970 FORWARDNUP50	signalling.G-proteins	30_5

CUST_5906_PI403524517	2	-1.8543091	0.55960083	0.0041275024	-0.0041275024	0.027689934	-0.64667034	35_1631	Rep: Cold regulated protein - Triticum aestivum (Wheat)	UniRef90_Q8H0B8	CHR5V7|COORD:121642..122447| phosphatidylethanolamine-binding family protein	AT5G01300.1	CHR05V5|COORD:22931168..22930317|protein expressed protein	LOC_Os05g39250.1	no descriptionweakly similar to ( 169)AT5G01300| Symbols:  | phosphatidylethanolamine-binding family protein | chr5:121642-122447 REVERSEnot assigned PEBP COG1881 PEBP_RKIP PRK09818 PRK12323 PRK10257 PRK07003 PRK07764 PBP PRK12678	not assigned.no ontology	35_1

CUST_49378_PI403524517	2	-0.010261536	0.11392784	0.03537941	-0.0077705383	-0.0951519	0.007768631	35_14084	Rep: Tubulin alpha-2 chain - Zea mays (Maize)	UniRef90_P14641	CHR4V7|COORD:8548765..8550315| TUA6 (tubulin alpha-6 chiain)	AT4G14960.2	CHR11V5|COORD:7955967..7958851|protein tubulin alpha-3 chain, putative, expressed	LOC_Os11g14220.2	no descriptionhighly similar to ( 826)AT4G14960| Symbols: TUA6 | TUA6 (tubulin alpha-6 chiain) | chr4:8548765-8550315 REVERSEhighly similar to ( 842)TBA2_HORVUTubulin alpha-2 chain - Hordeum vulgare (Barley)not assigned not assigned not assigned not assigned alpha_tubulin COG5023 Tubulin_FtsZ beta_tubulin gamma_tubulin epsilon_tubulin Tubulin Tubulin_C delta_tubulin	cell.organisation	31_1

CUST_63643_PI403524517	2	0.18679237	-0.97720385	-0.14454222	0.24575424	0.1445427	-0.19462824	35_18170	"Cluster: Hypothetical protein OJ1734_E02.25; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1734_E02.25 - Oryza sativa (japonica cultiv"	UniRef90_Q6Z2U3	CHR1V7|COORD:6460617..6462098| similar to Os02g0744000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001048099.1)	AT1G18730.1	CHR02V5|COORD:31196328..31197826|protein expressed protein	LOC_Os02g51020.1	no descriptionweakly similar to ( 139)AT1G18730| Symbols:  | similar to Os02g0744000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001048099.1) | chr1:6460617-6461840 FORWARD	not assigned.unknown	35_2

CUST_9108_PI399408534	2	-0.15951395	-0.17484426	-0.035324574	0.045175552	0.035324574	0.03751707	35_10983	"Cluster: Os01g0670100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0670100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JKJ3	CHR2V7|COORD:8300871..8303357| S-locus lectin protein kinase family protein	AT2G19130.1	CHR01V5|COORD:27803654..27800931|protein S-locus-like receptor protein kinase, putative, expressed	LOC_Os01g48000.1	no descriptionweakly similar to ( 142)AT2G19130| Symbols:  | S-locus lectin protein kinase family protein | chr2:8300871-8303357 FORWARDweakly similar to ( 162)KPRO_MAIZEPutative receptor protein kinase ZmPK1 precursor - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pkinase S_TKc S_TKc TyrKc Pkinase_Tyr SPS1 PTKc PTKc_FGFR PTKc_InsR_like PTKc_Src_like PTKc_Srm_Brk PTKc_Chk PTKc_Ack_like PTKc_FGFR3 PTKc_Ror PTKc_Csk_like PTKc_Syk_like PTKc_Musk PTKc_Frk_like	signalling.receptor kinases.DUF 26	30_2_17

CUST_10765_PI404877155	2	0.034644127	-0.034644127	-0.16883469	0.072525024	0.20201588	-0.040595055	Contig4487_s_at	zinc finger (C2H2 type) family protein [Arabidopsis thaliana] dbj|BAB09614.1| unnamed protein product [Arabidopsis thaliana] gb|AAO24598.1|	NP_197151.1	zinc finger (C2H2 type) family protein	At5g16470.1	protein AT3g02790/F13E7_27	Os06g49490	zinc finger (C2H2 type)	RNA.regulation of transcription.C2H2 zinc finger family	27_3_11

CUST_70174_PI403524517	2	0.07561493	-0.6906204	-0.0424366	-0.008476257	0.01219368	0.008475304	35_20087	"Cluster: OSJNBa0083I11.13 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0083I11.13 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XN31	CHR4|COORD:10615807..10623532| expressed protein	AT4G19490.2	CHR04V5|COORD:7483835..7497744|protein expressed protein	LOC_Os04g13470.1	no descriptionmoderately similar to ( 337)AT4G19490| Symbols:  | protein binding | chr4:10616028-10622945 FORWARDnot assigned Vps54	not assigned.unknown	35_2

CUST_159322_PI403524517	2	-0.6817274	-1.3059654	0.30940628	0.6683407	0.8144436	-0.3094058	35_44469	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_5150_PI404877155	2	-0.39748764	0.5463686	-0.016256332	0.016256332	0.3975773	-0.18845367	Contig16618_at	putative zinc-finger protein [Oryza sativa (japonica cultivar-group)]	NP_913201.1	zinc finger (B-box type) family protein	At1g78600.1	protein B-box zinc finger, putative	Os01g10580	NONE	RNA.regulation of transcription.C2C2(Zn) CO-like, Constans-like zinc finger family	27_3_07

CUST_162031_PI403524517	2	0.26616812	1.064239	-0.018043041	-0.34842014	-0.24319696	0.018043518	35_45197	"Cluster: Hypothetical protein P0700F06.21; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0700F06.21 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6K681		0	CHR02V5|COORD:33718795..33716274|protein F-box domain containing protein, expressed	LOC_Os02g55050.1	no description	not assigned.unknown	35_2

CUST_41670_PI403524517	2	-0.9805751	-0.8731289	0.16922474	0.30684853	0.21281528	-0.1692257	35_11974	"Cluster: Putative MtN21; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative MtN21 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69SA4	CHR5V7|COORD:25882416..25884071| nodulin MtN21 family protein	AT5G64700.1	CHR07V5|COORD:20366141..20363936|protein nodulin-like protein, putative, expressed	LOC_Os07g34070.1	no descriptionweakly similar to ( 170)AT5G64700| Symbols:  | nodulin MtN21 family protein | chr5:25882416-25884071 REVERSERhaT DUF6	development.unspecified	33_99

CUST_132785_PI403524517	2	0.19991446	0.95652246	-0.09225798	-0.02455473	0.02455473	-0.15137482	35_37288	"Cluster: Hypothetical protein OSJNBb0088N06.2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0088N06.2 - Oryza sativa (japonica cu"	UniRef90_Q6YUT3	CHR5V7|COORD:16935879..16938685| zinc carboxypeptidase family protein	AT5G42320.1	CHR02V5|COORD:1017473..1022000|protein carboxypeptidase A, putative, expressed	LOC_Os02g02710.4	no descriptionvery weakly similar to (77.0)AT5G42320| Symbols:  | zinc carboxypeptidase family protein | chr5:16935879-16938685 REVERSE	protein.degradation.metalloprotease	29_5_7

CUST_49039_PI403524517	2	0.006752968	-0.7554817	-0.20135212	0.083893776	-0.006752014	0.058059692	35_13999	Rep: Histone H2B.3 - Zea mays (Maize)	UniRef90_Q43261	CHR5V7|COORD:24144432..24144884| histone H2B	AT5G59910.1	CHR01V5|COORD:2845932..2841231|protein core histone H2A/H2B/H3/H4 family protein, expressed	LOC_Os01g05970.1	 no descriptionweakly similar to ( 172)AT5G22880| Symbols:  | histone H2B, putative | chr5:7652133-7652570 REVERSEweakly similar to ( 187)H2B1_WHEATHistone H2B.1 - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned H2B Histone TT_ORF1 Tymo_45kd_70kd DUF566 Extensin_2 PRK12323 PRK07764 Atrophin-1 DUF390 DUF1777 PRK07003 AF-4 HPC2 Protamine_P1 Transformer DUF1421 APC_basic Hepatitis_core Herpes_UL56 FAP 	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_46902_PI403524517	2	-0.13071728	0.14880753	0.027025223	-0.027025223	-0.54143715	0.18508053	35_13429	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_5251_PI399408534	2	-0.09106541	0.16670132	0.028400421	-0.04862976	0.07522392	-0.028401375	35_21325	"Cluster: Putative bZIP protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative bZIP protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6EUG3	CHR1V7|COORD:19968814..19970479| DNA binding	AT1G53490.1	CHR02V5|COORD:7470926..7466238|protein DNA binding protein, putative, expressed	LOC_Os02g13810.1	no descriptionmoderately similar to ( 238)AT1G53490| Symbols:  | DNA binding | chr1:19968814-19970479 FORWARD	RNA.regulation of transcription.unclassified	27_3_99

CUST_55927_PI403524517	2	0.002664566	0.440979	-0.0026664734	-0.15786171	-0.13889885	0.082839966	35_15917	"Cluster: Putative shaggy-like kinase dzeta; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative shaggy-like kinase dzeta - Oryza sativa (japonica cultivar"	UniRef90_Q9LWN0	CHR2V7|COORD:13189427..13192947| shaggy-related protein kinase delta / ASK-delta / ASK-dzeta (ASK4)	AT2G30980.1	CHR01V5|COORD:5775268..5771083|protein shaggy-related protein kinase eta, putative, expressed	LOC_Os01g10840.1	" no descriptionhighly similar to ( 678)AT1G06390| Symbols: ATGSK1, GSK1 | GSK1 (GSK3/SHAGGY-LIKE PROTEIN KINASE 1); kinase | chr1:1946859-1950416 FORWARDhighly similar to ( 610)MSK1_MEDSAGlycogen synthase kinase-3 homolog MsK-1 - Medicago sativa (Alfalfa)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase SPS1 TyrKc Pkinase_Tyr PTKc PTKc_Jak_rpt2 PTKc_Jak2_Jak3_rpt2 PTKc_EGFR_like PTKc_Syk_like PTKc_Tyk2_rpt2 PTKc_Src_like PTKc_FGFR PTKc_FAK PTKc_Jak1_rpt2 PTKc_Srm_Brk PTKc_Ack_like PTKc_InsR_like PTKc_EphR PTKc_PDGFR PTKc_HER4 PTKc_Fes_like PTKc_Abl PTKc_Ror PTKc_Trk PTKc_EGFR PTKc_EphR_A PTKc_Met_Ron PTK_CCK4 PTKc_Frk_like PTK_HER3 PTKc_Lyn PTKc_Musk PTKc_c-ros PTKc_RET PTKc_EphR_B PTKc_DDR PTKc_Lck_Blk PTKc_HER2 PTKc_VEGFR PTKc_VEGFR2 PTKc_VEGFR3 PTKc_FGFR2 PTKc_Axl_like PTKc_Csk_like PTKc_CSF-1R PTK_Ryk PTKc_TrkC PTKc_Tec_Rlk PTKc_Kit PTKc_EphR_A2 PTKc_Fer PTKc_Tyro3 PTKc_Tec_like PTKc_Itk PTKc_PDGFR_beta PTKc_PDGFR_alpha PTKc_Fyn_Yrk "	protein.postranslational modification	29_4

CUST_124413_PI403524517	2	-0.4777031	-0.3246975	0.7934227	0.11750984	0.2668562	-0.11750984	35_35070	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_16250_PI404877155	2	-0.05619335	-0.60855865	0.056194305	0.29163742	0.19772625	-0.34462166	EBpi07_SQ002_O11_s_at	putative glycine decarboxylase subunit [Triticum aestivum]	AAM92707.1	glycine cleavage system H protein, mitochondrial, putative	At1g32470.1	protein putative glycine decarboxylase subunit	Os10g37180	NONE	PS.photorespiration.glycine cleavage	1_02_04

CUST_11179_PI399408534	2	-0.022520065	-0.056731224	0.09322548	-0.16050053	0.055646896	0.022519112	35_4458	"Cluster: Calcium-binding EF hand-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Calcium-binding EF hand-like protein - Oryza sativa (japonica"	UniRef90_Q69V45	CHR4V7|COORD:13371385..13372351| calcium ion binding	AT4G26470.1	CHR06V5|COORD:24274959..24272305|protein calcium ion binding protein, putative, expressed	LOC_Os06g40720.1	"no descriptionmoderately similar to ( 305)AT4G26470| Symbols:  | similar to calcium-binding EF hand family protein [Arabidopsis thaliana] (TAIR:AT3G24110.1); similar to Os06g0609600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001058046.1); similar to Os02g0198200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001046205.1); similar to calcium-dependent protein kinase CDPK1 [Lycopersicon esculentum] (GB:AAK52801.1); contains InterPro domain EF-Hand type; (InterPro:IPR011992); contains InterPro domain Calcium-binding EF-hand; (InterPro:IPR002048) | chr4:13371385-13372205 FORWARDvery weakly similar to (65.5)CDPK2_MAIZECalcium-dependent protein kinase 2 - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned FRQ1 EFh"	signalling.calcium	30_3

CUST_4679_PI404877155	2	0.006345749	-0.340137	0.12075329	0.2020464	-0.02269411	-0.006345749	Contig15869_at	putative DNA-binding protein [Oryza sativa (japonica cultivar-group)]	NP_920712.1	WRKY family transcription factor	At2g46400.1	protein Similar to probable wrky transcription factor 24 (wrky dna-binding protein 24)	Os03g20550	NONE	RNA.regulation of transcription.WRKY domain transcription factor family	27_3_32

CUST_8427_PI404877155	2	-0.3535061	-1.0205064	0.11413431	0.9120827	0.3946314	-0.11413431	Contig2493_s_at	probable beta-fructofuranosidase (EC 3.2.1.26), vacuolar - wheat (fragment) gb|AAC23502.1| vacuolar invertase [Triticum aestivum]	T06226	beta-fructosidase (BFRUCT3) / beta-fructofuranosidase / invertase, vacuolar	At1g62660.1	protein vacuolar acid invertase	Os02g01590	NONE	major CHO metabolism.degradation.sucrose.invertases.vacuolar	2_2_1_03_03

CUST_19199_PI403524517	2	0.217412	0.04055834	-0.08370781	-0.040558815	-0.07980776	0.255867	35_5567	"Cluster: Sulfiredoxin-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Sulfiredoxin-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q45GC6	CHR1V7|COORD:11133502..11134209| parB-like nuclease domain-containing protein	AT1G31170.1	CHR06V5|COORD:3758826..3761186|protein sulfiredoxin-1, putative, expressed	LOC_Os06g07760.1	 no descriptionweakly similar to ( 162)AT1G31170| Symbols: ATSRX, SRX, AtSRX | AtSRX (SULFIREDOXIN) | chr1:11133502-11134209 FORWARDnot assigned ParB COG5119 ParBc Spo0J 	not assigned.no ontology	35_1

CUST_48523_PI403524517	2	0.29646873	1.6266975	-0.11062765	0.11062813	-0.82244396	-0.28013325	35_13861	"Rep: HvPIP2;1 protein - Hordeum vulgare (Barley)"	UniRef90_O48517	"CHR3V7|COORD:19814884..19816432| PIP2A (plasma membrane intrinsic protein 2;1)"	AT3G53420.2	CHR02V5|COORD:25157005..25160748|protein aquaporin PIP2.2, putative, expressed	LOC_Os02g41860.2	" no descriptionmoderately similar to ( 469)AT3G53420| Symbols: PIP2, PIP2;1, PIP2A | PIP2A (plasma membrane intrinsic protein 2;1) | chr3:19814884-19816432 REVERSEhighly similar to ( 548)PIP22_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned MIP MIP GlpF PRK05420 Herpes_BLLF1 PRK07003 PRK07764 Atrophin-1 PRK12323 HPC2 Protamine_P2 "	transport.Major Intrinsic Proteins.PIP	34_19_1

CUST_978_PI399408534	2	0.06317234	0.3495388	-0.024934769	0.024934769	-0.5571065	-0.43411255	35_49883	"Cluster: Putative splicing factor; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative splicing factor - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5ZCD9	"CHR2V7|COORD:15677451..15679410| RSZ33 (Arginine/serine-rich Zinc knuckle-containing protein 33); nucleic acid binding / nucleotide binding / zinc"	AT2G37340.1	CHR01V5|COORD:2986048..2983131|protein splicing factor, arginine/serine-rich 4, putative, expressed	LOC_Os01g06290.1	"no descriptionvery weakly similar to (62.0)AT3G53500| Symbols: RSZ32 | RSZ32; nucleic acid binding | chr3:19845535-19847485 REVERSEnot assigned"	RNA.processing.splicing	27_1_1

CUST_10017_PI403524517	2	-0.0030841827	0.7834368	0.15443516	-0.13776016	-0.045762062	0.003083229	35_2831	"Cluster: Hypothetical protein OJ1342_D02.26; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1342_D02.26 - Oryza sativa (japonica cultiv"	UniRef90_Q6K7B3	0	0	CHR02V5|COORD:15721664..15720896|protein expressed protein	LOC_Os02g26794.1	no description	not assigned.unknown	35_2

CUST_164124_PI403524517	2	0.70004463	0.5080261	0.021933079	-0.30224848	-0.92800236	-0.021933079	35_45756	"Cluster: Putative methionine S-methyltransferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative methionine S-methyltransferase - Oryza sativa (japon"	UniRef90_Q75M18	"CHR5V7|COORD:20256644..20263272| MMT (methionine S-methyltransferase); S-adenosylmethionine-dependent methyltransferase"	AT5G49810.1	CHR05V5|COORD:256088..245860|protein methionine S-methyltransferase, putative, expressed	LOC_Os05g01470.2	"no descriptionweakly similar to ( 103)AT5G49810| Symbols: MMT | MMT (methionine S-methyltransferase); S-adenosylmethionine-dependent methyltransferase | chr5:20256644-20263272 FORWARDweakly similar to ( 181)MMT1_HORVUMethionine S-methyltransferase - Hordeum vulgare (Barley)"	amino acid metabolism.synthesis.aspartate family.methionine	13_1_3_4

CUST_81018_PI403524517	2	-0.011632919	-0.19330978	0.119166374	-0.020989418	0.10384369	0.011632919	35_23239	"Cluster: Phosphoglycerate kinase, cytosolic; n=11; Poaceae|Rep: Phosphoglycerate kinase, cytosolic - Triticum aestivum (Wheat)"	UniRef90_P12783	CHR1V7|COORD:29929240..29931188| PGK (PHOSPHOGLYCERATE KINASE)	AT1G79550.2	CHR06V5|COORD:27678757..27675320|protein phosphoglycerate kinase, cytosolic, putative, expressed	LOC_Os06g45710.1	 no descriptionmoderately similar to ( 229)AT1G79550| Symbols: PGK | PGK (PHOSPHOGLYCERATE KINASE) | chr1:29929240-29931188 REVERSEmoderately similar to ( 238)PGKY_WHEATPhosphoglycerate kinase, cytosolic - Triticum aestivum (Wheat)not assigned pgk Phosphoglycerate_kinase PGK Pgk 	PS.calvin cyle.phosphoglycerate kinase	1_3_3

CUST_15281_PI399408534	2	-0.33202124	0.37169838	0.06861973	-0.06861973	0.09074879	-0.33389568	35_41833	"Cluster: IQ calmodulin-binding motif family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: IQ calmodulin-binding motif family protein, exp"	UniRef90_Q10L99	"CHR2V7|COORD:14367581..14368709| IQD9 (IQ-domain 9); calmodulin binding"	AT2G33990.1	CHR03V5|COORD:13581669..13584129|protein SF16-like protein, putative, expressed	LOC_Os03g23960.1	"no descriptionvery weakly similar to (53.9)AT2G33990| Symbols: IQD9 | IQD9 (IQ-domain 9); calmodulin binding | chr2:14367581-14368709 REVERSE"	signalling.calcium	30_3

CUST_6028_PI399408534	2	0.14333439	0.18003273	-0.062343597	-0.055771828	-0.07531643	0.055770874	35_20870	"Cluster: Eukaryotic tRNA isopentenyltransferase; n=3; Oryza sativa (japonica cultivar-group)|Rep: Eukaryotic tRNA isopentenyltransferase - Oryza sativa (japonic"	UniRef90_Q33CD2	CHR2V7|COORD:11831937..11834509| ATIPT2 (TRNA ISOPENTENYLTRANSFERASE)	AT2G27760.1	CHR01V5|COORD:43050362..43053613|protein tRNA isopentenyltransferase, mitochondrial precursor, putative, expressed	LOC_Os01g73760.1	 no descriptionweakly similar to ( 120)AT2G27760| Symbols: IPPT, ATIPT2 | ATIPT2 (TRNA ISOPENTENYLTRANSFERASE) | chr2:11831937-11834509 FORWARDnot assigned 	hormone metabolism.cytokinin.synthesis-degradation	17_4_1

CUST_12736_PI399408534	2	0.26715326	0.37636852	-0.2480936	-0.47257185	-0.8123069	0.24809313	35_27658	"Cluster: Hypothetical protein P0617H07.8; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0617H07.8 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q53WJ1	CHR4V7|COORD:11009015..11013599| transcription factor jumonji (jmj) family protein / zinc finger (C5HC2 type) family protein	AT4G20400.1	CHR05V5|COORD:5919449..5926178|protein jmjC domain containing protein, expressed	LOC_Os05g10770.1	no descriptionmoderately similar to ( 241)AT4G20400| Symbols:  | transcription factor jumonji (jmj) family protein / zinc finger (C5HC2 type) family protein | chr4:11009764-11013599 FORWARDnot assigned not assigned JmjN JmjN	RNA.regulation of transcription.JUMONJI family	27_3_57

CUST_92167_PI403524517	2	0.43586063	-0.030997276	0.29037523	-0.008171558	0.008171558	-0.115822315	35_26355	"Cluster: Putative membrane protein; n=1; Emiliania huxleyi virus 86|Rep: Putative membrane protein - Emiliania huxleyi virus 86"	UniRef90_Q4A2B5	CHR1V7|COORD:9039777..9042860| protein kinase	AT1G26150.1	CHR07V5|COORD:56516..54558|protein legume lectins beta domain containing protein, expressed	LOC_Os07g01100.2	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Atrophin-1 TT_ORF1 Drf_FH1 Extensin_2 DUF1421 PRK07764 PRK05648	not assigned.unknown	35_2

CUST_78081_PI403524517	2	0.19490528	-0.15969658	0.008185387	0.11161232	-0.15421009	-0.008185387	35_22385	"Cluster: DnaJ C terminal region family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: DnaJ C terminal region family protein, expressed - O"	UniRef90_Q2QX63	"CHR5V7|COORD:19483524..19486979| GFA2 (GAMETOPHYTIC FACTOR 2); heat shock protein binding / unfolded protein binding"	AT5G48030.1	CHR12V5|COORD:3454589..3462155|protein chaperone protein dnaJ, putative, expressed	LOC_Os12g07060.1	"no descriptionweakly similar to ( 170)AT5G48030| Symbols: GFA2 | GFA2 (GAMETOPHYTIC FACTOR 2); heat shock protein binding / unfolded protein binding | chr5:19483524-19486979 REVERSEnot assigned DnaJ_C DnaJ PRK10767 PRK10266"	stress.abiotic.heat	20_2_1

CUST_76171_PI403524517	2	0.011151314	-0.16708946	-4.529953E-4	4.529953E-4	-0.09978676	0.064632416	35_21835	Rep: Hypothetical protein - Ipomoea trifida (Morning glory)	UniRef90_A0PAD3	CHR3V7|COORD:7956256..7957612| XS domain-containing protein	AT3G22435.1	CHR03V5|COORD:3149214..3155548|protein XS domain containing protein, expressed	LOC_Os03g06340.1	no descriptionvery weakly similar to (91.3)AT3G22435| Symbols:  | XS domain-containing protein | chr3:7956256-7957612 FORWARD	not assigned.no ontology	35_1

CUST_17946_PI404877155	2	-0.04586792	-0.2190504	-0.0885191	0.09500408	0.045866966	0.07363033	HVSMEa0012J22r2_at	protein T1N15.3 [imported] - Arabidopsis thaliana gb|AAF79717.1| T1N15.3 [Arabidopsis thaliana]	D96524	desulfhydrase family	At1g48420.1	protein pyridoxal phosphate-dependent enzymes, D-cysteine desulfhydrase family	Os02g53330	1-aminocyclopropane-1-carboxylate deaminases/3.1_Homeodomain   T01727 HOXB4	hormone metabolism.ethylene.synthesis-degradation	17_5_1

CUST_14157_PI404877155	2	0.0056648254	0.6721916	-0.17772293	-0.076480865	-0.0056648254	0.053549767	Contig7997_at	ER6 protein [Lycopersicon esculentum]	AAD46412.1	ethylene-responsive protein, putative	At1g09740.1	protein ER6 protein	Os02g52320	0.2_HMGI_Y T01851	hormone metabolism.ethylene.induced-regulated-responsive-activated	17_5_3

CUST_60058_PI403524517	2	0.17557621	0.30195427	-0.066514015	-0.016031265	-0.09197426	0.016031265	35_17119	"Cluster: Putative type 1 RNA helicase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative type 1 RNA helicase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69VT5	"CHR5V7|COORD:19089236..19096083| LBA1/UPF1 (LOW-LEVEL BETA-AMYLASE 1); RNA helicase"	AT5G47010.1	CHR07V5|COORD:18553848..18563525|protein regulator of nonsense transcripts 1, putative, expressed	LOC_Os07g31340.1	" no descriptionnearly identical (1075)AT5G47010| Symbols: UPF1, LBA1 | LBA1/UPF1 (LOW-LEVEL BETA-AMYLASE 1); RNA helicase | chr5:19089236-19096083 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned COG1112 "	DNA.synthesis/chromatin structure	28_1

CUST_39127_PI403524517	2	-0.4853382	0.4652815	0.39342022	0.14701939	-0.34675026	-0.14701843	35_11254	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_157_PI404877155	2	0.018600464	0.05654049	-0.0816679	0.049402237	-0.11011982	-0.01859951	Contig10027_at	OJ991113_30.7 [Oryza sativa (japonica cultivar-group)] ref|XP_472956.1| OJ991113_30.7 [Oryza sativa (japonica cultivar-group)]	CAD41324.2	leucine-rich repeat transmembrane protein kinase, putative	At1g27190.1	protein Protein kinase domain, putative	Os04g41030	gi|21741702|emb|CAD41325.1| OJ991113_30.8	signalling.receptor kinases.misc	30_2_99

CUST_28894_PI403524517	2	-0.182868	0.5136051	0.093110085	0.18151474	-0.28647232	-0.09311104	35_8351	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_161703_PI403524517	2	-0.040222645	0.009265423	0.0064787865	-0.3707738	0.012430668	-0.0064787865	35_45107	Rep: OSIGBa0157K09-H0214G12.11 protein - Oryza sativa (Rice)	UniRef90_Q01HE6	CHR2V7|COORD:6406761..6407837| AGP9 (ARABINOGALACTAN PROTEIN 9)	AT2G14890.1	CHR04V5|COORD:25331507..25329282|protein TPR domain protein, putative, expressed	LOC_Os04g43160.1	no descriptionnot assigned not assigned	not assigned.unknown	35_2

CUST_27551_PI399408534	2	0.05270624	0.288486	-0.04189396	0.04189396	-0.33912897	-0.113409996	35_44032	Rep: Coleoptile phototropism protein 1 - Oryza sativa (Rice)	UniRef90_Q5KS50	"CHR5V7|COORD:25744794..25747451| NPH3 (NON-PHOTOTROPIC HYPOCOTYL 3); signal transducer"	AT5G64330.1	CHR02V5|COORD:21607403..21602293|protein transposon protein, putative, Mutator sub-class, expressed	LOC_Os02g35970.1	" no descriptionmoderately similar to ( 203)AT5G64330| Symbols: JK218, RPT3, NPH3 | NPH3 (NON-PHOTOTROPIC HYPOCOTYL 3); signal transducer | chr5:25744794-25747451 FORWARDmoderately similar to ( 207)NPH3_ORYSA"	signalling.light	30_11

CUST_108353_PI403524517	2	-0.056928635	1.066184	0.76065063	-0.4407158	-0.43950653	0.056928635	35_30820	"Cluster: Hypothetical protein; n=1; Kineococcus radiotolerans SRS30216|Rep: Hypothetical protein - Kineococcus radiotolerans SRS30216"	UniRef90_Q411B4	CHR2V7|COORD:10661187..10666462| formin homology 2 domain-containing protein / FH2 domain-containing protein	AT2G25050.1	CHR05V5|COORD:28952249..28950692|protein ligA, putative, expressed	LOC_Os05g50650.1	no descriptionPRK07764 PRK12323	not assigned.unknown	35_2

CUST_51956_PI403524517	2	-0.16217136	1.4818287	0.20390987	-0.292531	0.16217232	-0.45491886	35_14809	Rep: Wali7 protein - Triticum aestivum (Wheat)	UniRef90_Q43661	CHR5V7|COORD:6423400..6425787| auxin/aluminum-responsive protein, putative	AT5G19140.2	CHR11V5|COORD:2203656..2200023|protein stem-specific protein TSJT1, putative, expressed	LOC_Os11g05050.2	 no descriptionweakly similar to ( 118)AT5G19140| Symbols:  | auxin/aluminum-responsive protein, putative | chr5:6423400-6425787 FORWARDvery weakly similar to (53.9)TSJT1_TOBACStem-specific protein TSJT1 - Nicotiana tabacum (Common tobacco)Wali7 	metal handling	15

CUST_135763_PI403524517	2	-0.016179085	-0.075143814	-0.1623621	0.10610771	0.046901703	0.016179085	35_38078	"Cluster: PREDICTED: hypothetical protein; n=1; Strongylocentrotus purpuratus|Rep: PREDICTED: hypothetical protein - Strongylocentrotus purpuratus"	UniRef90_UPI0000E48C31	CHR4V7|COORD:7758606..7760888| leucine-rich repeat family protein / extensin family protein	AT4G13340.1	CHR12V5|COORD:7872653..7871587|protein glycine-rich cell wall structural protein 2 precursor, putative, expressed	LOC_Os12g13890.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Drf_FH1 Extensin_2 Atrophin-1 PRK05648 PRK07764 PRK12323 DUF1421 FAP GP38	not assigned.unknown	35_2

CUST_75587_PI403524517	2	0.049051285	0.08130169	-0.007472992	-0.10308075	0.0074720383	-0.07572746	35_21668	"Cluster: Hypothetical protein P0492F05.3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0492F05.3 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q5NAG6	CHR2|COORD:18491730..18492885| expressed protein	AT2G44820.1	CHR01V5|COORD:6840340..6838328|protein expressed protein	LOC_Os01g12480.1	"no descriptionvery weakly similar to (85.1)AT2G44820| Symbols:  | similar to Os01g0224500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001042454.1); similar to unknown [Hyacinthus orientalis] (GB:AAT08666.1) | chr2:18491765-18492592 FORWARD"	not assigned.unknown	35_2

CUST_170481_PI403524517	2	0.008235931	0.35478973	0.3711815	-0.022426605	-0.027565002	-0.008236885	35_47487	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_13087_PI403524517	2	0.070186615	0.8385172	0.082922935	-0.18027782	-0.08446407	-0.07018566	35_3747	"Cluster: Destination factor-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Destination factor-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5Z855	0	0	CHR06V5|COORD:29418864..29421853|protein ANTH domain containing protein	LOC_Os06g48630.1	no descriptionvery weakly similar to (52.8)AT5G57200| Symbols:  | epsin N-terminal homology (ENTH) domain-containing protein / clathrin assembly protein-related | chr5:23194922-23197827 FORWARD	not assigned.no ontology.epsin N-terminal homology (ENTH) domain-containing protein	35_1_21

CUST_56498_PI403524517	2	-0.32015228	-0.27712536	0.2779112	0.27712536	0.43297482	-0.73976135	35_16081	Rep: P450 - Lolium rigidum (Annual ryegrass)	UniRef90_Q6F4F2	"CHR4V7|COORD:17562541..17564563| CYP81D4 (cytochrome P450, family 81, subfamily D, polypeptide 4); oxygen binding"	AT4G37330.1	CHR03V5|COORD:31379697..31385068|protein cytochrome P450 81E1, putative, expressed	LOC_Os03g55240.1	" no descriptionmoderately similar to ( 383)AT4G37330| Symbols: CYP81D4 | CYP81D4 (cytochrome P450, family 81, subfamily D, polypeptide 4); oxygen binding | chr4:17562541-17564563 REVERSEmoderately similar to ( 279)F3PH_PETHYFlavonoid 3'-monooxygenase - Petunia hybrida (Petunia)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned p450 CypX PRK12678 PRK12323 PRK07003 PRK07764 TT_ORF1 "	misc.cytochrome P450	26_10

CUST_56065_PI403524517	2	-0.02956009	-0.16473484	0.07960987	-0.07026768	0.050365448	0.02956009	35_15958	"Cluster: Putative plastid protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative plastid protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K456	"CHR3V7|COORD:5050328..5052128| Identical to Unknown mitochondrial protein At3g15000 [Arabidopsis Thaliana] (GB:Q9LKA5); similar to unknown protein [Arabidopsis"	AT3G15000.1	CHR09V5|COORD:2492529..2488758|protein DAG protein, chloroplast precursor, putative, expressed	LOC_Os09g04670.1	" no descriptionmoderately similar to ( 255)AT3G15000| Symbols:  | Identical to Unknown mitochondrial protein At3g15000 [Arabidopsis Thaliana] (GB:Q9LKA5); similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G53260.1); similar to Os09g0509000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001063625.1); similar to DAG protein, chloroplast precursor, putative, expressed [Oryza sativa (japonica cultivar-group)] (GB:ABF97301.1); similar to Os09g0132600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001062627.1) | chr3:5050328-5052128 FORWARDweakly similar to ( 131)DAG_ANTMADAG protein, chloroplast precursor - Antirrhinum majus (Garden snapdragon)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF1421 Extensin_2 Drf_FH1 Gag_spuma SSDP FAP Glutenin_hmw DUF566 Herpes_LMP2 Atrophin-1 "	development.unspecified	33_99

CUST_57313_PI403524517	2	-0.09106541	0.26873112	0.036538124	-0.29738712	0.08710861	-0.036539078	35_16345	"Cluster: Ferrochelatase-2, chloroplast precursor; n=2; Oryza sativa|Rep: Ferrochelatase-2, chloroplast precursor - Oryza sativa (Rice)"	UniRef90_O22101	CHR2V7|COORD:12958319..12961062| ferrochelatase II	AT2G30390.1	CHR05V5|COORD:17128594..17135790|protein ferrochelatase-2, chloroplast precursor, putative, expressed	LOC_Os05g29760.2	no descriptionmoderately similar to ( 400)AT2G30390| Symbols:  | ferrochelatase II | chr2:12958319-12961062 REVERSEhighly similar to ( 531)HEMH_ORYSAnot assigned Ferrochelatase hemH HemH Ferrochelatase_N Ferrochelatase_C PRK12435	tetrapyrrole synthesis.ferrochelatase	19_20

CUST_1390_PI403524517	2	-0.11492634	-0.5949774	0.010178566	0.07338619	-0.010177612	0.023571014	35_368	"Cluster: S-adenosylmethionine synthetase 1; n=10; Spermatophyta|Rep: S-adenosylmethionine synthetase 1 - Hordeum vulgare (Barley)"	UniRef90_P50299	"CHR3V7|COORD:5952490..5953671| MTO3 (S-adenosylmethionine synthase 3); methionine adenosyltransferase"	AT3G17390.1	CHR01V5|COORD:12348795..12346190|protein S-adenosylmethionine synthetase 1, putative, expressed	LOC_Os01g22010.3	" no descriptionhighly similar to ( 698)AT3G17390| Symbols: SAMS3, MAT4, MTO3 | MTO3 (S-adenosylmethionine synthase 3); methionine adenosyltransferase | chr3:5952490-5953671 REVERSEhighly similar to ( 765)METK_HORVUnot assigned not assigned not assigned not assigned PRK05250 MetK PRK12459 S-AdoMet_synt_C S-AdoMet_synt_M S-AdoMet_synt_N PRK07003 Herpes_BLLF1 Tymo_45kd_70kd "	amino acid metabolism.synthesis.aspartate family.methionine	13_1_3_4

CUST_34391_PI403524517	2	-0.05273819	-0.019734383	0.34919643	0.3164959	-0.0086221695	0.0086221695	35_9914	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_94684_PI403524517	2	-0.011227608	-0.21764755	0.08750725	0.011228561	0.20953178	-0.3597207	35_27065	"Cluster: Hydroxyproline-rich glycoprotein-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hydroxyproline-rich glycoprotein-like - Oryza sativa (japonica"	UniRef90_Q5VR02	CHR5V7|COORD:2468240..2473658| formin homology 2 domain-containing protein / FH2 domain-containing protein	AT5G07760.1	CHR01V5|COORD:3761348..3771443|protein transposon protein, putative, CACTA, En/Spm sub-class	LOC_Os01g07840.1	no description	not assigned.unknown	35_2

CUST_203_PI399408534	2	0.16238117	-0.020126343	0.020126343	-0.19584274	-0.07441521	0.14034748	35_42873	"Cluster: Putative Scl1 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Scl1 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6H6L0	CHR4V7|COORD:57429..59105| scarecrow-like transcription factor 6 (SCL6)	AT4G00150.1	CHR02V5|COORD:26835716..26838462|protein SCARECROW gene regulator, putative, expressed	LOC_Os02g44360.1	no descriptionweakly similar to ( 103)AT4G00150| Symbols:  | scarecrow-like transcription factor 6 (SCL6) | chr4:57429-59105 REVERSEGRAS	RNA.regulation of transcription.GRAS transcription factor family	27_3_21

CUST_13542_PI404877155	2	0.032294273	0.22168255	-0.059220314	-0.035042763	-0.032294273	0.10482693	Contig7276_at	"EST AU056133(S20320) corresponds to a region of the predicted gene.~Similar to Caenorhabditis elegans cosmid D1054; hypothetical protein (Z7"	BAA83585.1	pre-mRNA splicing factor PRP38 family protein (SRL1)	At5g37370.1	protein hypothetical protein	Os05g08600	NONE	RNA.processing.splicing	27_1_1

CUST_62019_PI403524517	2	0.09679413	-0.18385029	-0.0047655106	-0.014282227	0.038006783	0.004764557	35_17690	"Cluster: Putative 40S ribosomal protein S15A; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative 40S ribosomal protein S15A - Oryza sativa (japonica cult"	UniRef90_Q6EN44	"CHR4V7|COORD:14472446..14473389| RPS15AE (ribosomal protein S15A E); structural constituent of ribosome"	AT4G29430.1	CHR02V5|COORD:8769280..8766791|protein 40S ribosomal protein S15a, putative, expressed	LOC_Os02g15610.1	"no descriptionmoderately similar to ( 217)AT4G29430| Symbols: RPS15AE | RPS15AE (ribosomal protein S15A E); structural constituent of ribosome | chr4:14472446-14473389 FORWARDweakly similar to ( 141)RS15A_DAUCA40S ribosomal protein S15a - Daucus carota (Carrot)not assigned rps8p RpsH Ribosomal_S8 rpsH"	protein.synthesis.misc ribososomal protein	29_2_2

CUST_53260_PI403524517	2	-0.05594158	0.58506775	0.05594158	-0.1651392	-0.07409954	0.1411848	35_15157	Rep: CSLC9 - Oryza sativa (Rice)	UniRef90_Q8W1N8	"CHR4V7|COORD:4802625..4805111| ATCSLC12 (Cellulose synthase-like C12); transferase, transferring glycosyl groups"	AT4G07960.1	CHR07V5|COORD:1306347..1303627|protein CSLC10 - cellulose synthase-like family C	LOC_Os07g03260.1	" no descriptionhighly similar to ( 741)AT4G07960| Symbols: CSLC12, ATCSLC12 | ATCSLC12 (Cellulose synthase-like C12); transferase, transferring glycosyl groups | chr4:4802625-4805111 REVERSEnot assigned COG1215 bcsA PRK11204 Glycos_transf_2 PRK05454 "	cell wall.cellulose synthesis	10_2

CUST_66548_PI403524517	2	-0.015132904	0.601079	0.015133858	-0.059041023	0.08740139	-0.022759438	35_19003	"Cluster: P0648C09.20 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: P0648C09.20 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8RYY0	CHR4V7|COORD:3666076..3667492| ubiquitin family protein	AT4G06599.1	CHR01V5|COORD:38318644..38313658|protein ubiquitin-like domain containing CTD phosphatase 1, putative, expressed	LOC_Os01g65450.1	no descriptionmoderately similar to ( 445)AT4G06599| Symbols:  | ubiquitin family protein | chr4:3666076-3667492 REVERSEnot assigned not assigned not assigned UBP_N CPDc PRK12323 PRK07764 TT_ORF1	protein.degradation.ubiquitin.ubiquitin	29_5_11_1

CUST_22436_PI399408534	2	-0.1377387	-1.4009247	0.52183104	0.007335663	-0.007335186	0.6877365	35_36600	Rep: Protein HVA22 - Hordeum vulgare (Barley)	UniRef90_Q07764	CHR4V7|COORD:12828070..12828992| ATHVA22D (Arabidopsis thaliana HVA22 homologue D)	AT4G24960.1	CHR08V5|COORD:22863702..22865062|protein protein HVA22, putative, expressed	LOC_Os08g36440.1	 no descriptionweakly similar to ( 152)AT4G24960| Symbols: HVA22D, ATHVA22D | ATHVA22D (Arabidopsis thaliana HVA22 homologue D) | chr4:12828070-12828992 FORWARDweakly similar to ( 182)HVA22_HORVUProtein HVA22 - Hordeum vulgare (Barley)not assigned not assigned TB2_DP1_HVA22 YOP1 	hormone metabolism.abscisic acid.induced-regulated-responsive-activated	17_1_3

CUST_62134_PI403524517	2	0.055913925	-0.2236023	0.016982079	0.08095455	-0.054383278	-0.016981125	35_17721	Rep: Vesicle-fusing ATPase - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q9M0Y8	"CHR4V7|COORD:2489694..2495664| NSF (N-ETHYLMALEIMIDE SENSITIVE FACTOR); ATP binding / nucleoside-triphosphatase/ nucleotide binding"	AT4G04910.1	CHR05V5|COORD:25705343..25698529|protein vesicle-fusing ATPase, putative, expressed	LOC_Os05g44310.1	"no descriptionmoderately similar to ( 305)AT4G04910| Symbols: NSF | NSF (N-ETHYLMALEIMIDE SENSITIVE FACTOR); ATP binding / nucleoside-triphosphatase/ nucleotide binding | chr4:2489694-2495664 REVERSEnot assigned not assigned not assigned SpoVK AAA"	protein.degradation.AAA type	29_5_9

CUST_86049_PI403524517	2	0.23451805	0.29580307	-0.022286415	-0.05355358	-0.15950203	0.022287369	35_24646	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_7829_PI404877155	2	0.0582695	-0.08969021	-0.041047096	-0.0038957596	0.0038957596	0.11063671	Contig23074_at	OSJNBa0032B23.5 [Oryza sativa (japonica cultivar-group)] ref|XP_471315.1| OSJNBa0032B23.5 [Oryza sativa (japonica cultivar-group)]	CAD39979.2	cleavage and polyadenylation specificity factor (CPSF) A subunit C-terminal domain-containing protein	At5g51660.1	protein cleavage and polyadenylation specificity factor 1	Os04g17990	"cleavage and polyadenylation specificity factor (CPSF) A subunit C-terminal domain-containing protein, similar to SP:Q9EPU4 Cleavage and polyadenylation specificity factor, 160 kDa subunit (CPSF 160 kDa subunit) {Mus musculus}; contains Pfam profile PF031"	RNA.processing	27_1

CUST_26038_PI399408534	2	-1.042748	-0.45811749	0.97711134	0.458117	0.84493256	-1.0767155	35_10334	Rep: OSJNBb0018A10.7 protein - Oryza sativa (Rice)	UniRef90_Q7XMC8	CHR5V7|COORD:23169587..23172098| basic helix-loop-helix (bHLH) family protein	AT5G57150.1	CHR04V5|COORD:13444151..13441708|protein DNA binding like, putative, expressed	LOC_Os04g23550.1	no descriptionvery weakly similar to (65.9)AT5G57150| Symbols:  | basic helix-loop-helix (bHLH) family protein | chr5:23169587-23170519 FORWARDnot assigned HLH HLH HLH	RNA.regulation of transcription.bHLH,Basic Helix-Loop-Helix family	27_3_6

CUST_6301_PI404877155	2	0.21617317	-0.6641021	-0.21617317	0.58884525	0.7417984	-0.52678585	Contig1888_at	"light-harvesting complex IIa protein;"	1908421A	chlorophyll A-B binding protein CP29 (LHCB4)	At5g01530.1	protein probable chlorophyll a/b-binding protein - rice	Os07g37240	A light-harvesting complex IIa protein	PS.lightreaction.photosystem II.LHC-II	1_01_01_01

CUST_23453_PI403524517	2	0.08990908	0.2736559	0.28279305	-0.37077236	-0.6962309	-0.08990908	35_6817	"Cluster: Hypothetical protein P0434D08.4; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0434D08.4 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q9LIU6	CHR5V7|COORD:9310908..9311414| heavy-metal-associated domain-containing protein	AT5G26690.1	CHR01V5|COORD:8226003..8226705|protein conserved hypothetical protein	LOC_Os01g14700.1	no descriptionvery weakly similar to (50.8)AT5G26690| Symbols:  | heavy-metal-associated domain-containing protein | chr5:9310908-9311414 FORWARDnot assigned not assigned	not assigned.no ontology	35_1

CUST_179474_PI403524517	2	0.028614998	0.031951427	-0.08340788	0.030609608	-0.18602753	-0.028614998	35_49915	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_101074_PI403524517	2	0.45747566	0.15596008	0.0016908646	-0.5677872	-0.60448456	-0.0016908646	35_28847	0	0	CHR2V7|COORD:8588660..8592200| ceramide glucosyltransferase, putative	AT2G19880.1	0	0	no description	not assigned.unknown	35_2

CUST_60527_PI403524517	2	0.024113655	0.53582764	-0.017039299	-0.18905163	-0.03806591	0.017039299	35_17255	"Cluster: Hypothetical protein B1003C08.7; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1003C08.7 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q75G50	CHR3V7|COORD:17665241..17666985| similar to Os05g0220900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001054948.1)	AT3G47850.1	CHR05V5|COORD:7411639..7417618|protein expressed protein	LOC_Os05g13390.1	no description	not assigned.unknown	35_2

CUST_169273_PI403524517	2	0.062999725	-0.078009605	-0.0630002	0.1473031	0.24747896	-0.13696384	35_47145	"Cluster: Hypothetical protein OSJNBb0053G03.5; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0053G03.5 - Oryza sativa (japonica cu"	UniRef90_Q8LIY5	CHR2V7|COORD:10627294..10628329| similar to Os01g0766400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001044356.1)	AT2G24970.1	CHR01V5|COORD:32620672..32622090|protein expressed protein	LOC_Os01g56090.1	no descriptionvery weakly similar to (81.3)AT2G24970| Symbols:  | similar to Os01g0766400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001044356.1) | chr2:10627294-10628329 REVERSE	not assigned.unknown	35_2

CUST_66598_PI403524517	2	0.2550726	-0.21792936	0.2561822	0.029484272	-0.067774296	-0.029484749	35_19018	"Cluster: Kelch repeat-containing F-box protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Kelch repeat-containing F-box protein-like - Oryza sativa"	UniRef90_Q6K649	CHR1V7|COORD:25280957..25282192| kelch repeat-containing F-box family protein	AT1G67480.1	CHR02V5|COORD:17955834..17952627|protein SKIP4, putative, expressed	LOC_Os02g30210.2	no descriptionmoderately similar to ( 307)AT1G67480| Symbols:  | kelch repeat-containing F-box family protein | chr1:25280957-25282192 FORWARDnot assigned not assigned Kelch_1	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_116352_PI403524517	2	0.19257641	0.32873535	-0.05125618	-0.0663681	-0.061000824	0.051255226	35_32989	"Cluster: Os12g0628400 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os12g0628400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0ILR7	CHR4V7|COORD:11174631..11175889| fatty acid hydroxylase, putative	AT4G20870.1	CHR12V5|COORD:26868554..26872324|protein inositolphosphorylceramide-B C-26 hydroxylase, putative, expressed	LOC_Os12g43363.1	 no descriptionvery weakly similar to (95.9)AT4G20870| Symbols:  | fatty acid hydroxylase, putative | chr4:11174631-11175889 REVERSEnot assigned 	lipid metabolism.'exotics' (steroids, squalene etc).sphingolipids	11_8_1

CUST_19604_PI399408534	2	-0.008040428	0.6814499	0.04690647	-0.03415394	0.0080394745	-0.031933784	35_4154	"Cluster: Hypothetical protein OSJNBb0006J12.16; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0006J12.16 - Oryza sativa (japonica"	UniRef90_Q6AUK5	CHR4V7|COORD:11600250..11601519| methionine sulfoxide reductase domain-containing protein / SeIR domain-containing protein	AT4G21860.1	CHR05V5|COORD:19598629..19601456|protein expressed protein	LOC_Os05g33510.1	no descriptionmoderately similar to ( 248)AT4G21860| Symbols:  | protein-methionine-S-oxide reductase | chr4:11600294-11601519 REVERSEnot assigned not assigned not assigned SelR COG0229 PRK05550 PRK05508 PRK00222	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_27743_PI403524517	2	0.03603363	-0.23268414	-0.03603363	0.1419115	0.09873676	-0.11034012	35_8023	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10MI5	"CHR3V7|COORD:23098251..23100118| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G12060.1); similar to expressed protein [Oryza sativa (japonica"	AT3G62390.1	CHR03V5|COORD:10928353..10930665|protein expressed protein	LOC_Os03g19470.1	" no descriptionmoderately similar to ( 303)AT3G62390| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G12060.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABF95542.1); contains InterPro domain Protein of unknown function DUF231, plant; (InterPro:IPR004253) | chr3:23098251-23100118 REVERSEDUF231 "	not assigned.unknown	35_2

CUST_8056_PI403524517	2	0.47531605	-0.18408012	-7.200241E-4	7.1907043E-4	-0.39232826	0.26668644	35_2245	"Cluster: Hypothetical protein T12C14_60; n=2; Arabidopsis thaliana|Rep: Hypothetical protein T12C14_60 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9LZQ4	"CHR3V7|COORD:23083995..23091430| similar to LOC495699 protein [Xenopus laevis] (GB:AAH86296.1); contains InterPro domain Carboxypeptidase regulatory region;"	AT3G62360.1	CHR01V5|COORD:11035648..11022221|protein nodal modulator 1 precursor, putative, expressed	LOC_Os01g19470.1	"no descriptionmoderately similar to ( 257)AT3G62360| Symbols:  | similar to LOC495699 protein [Xenopus laevis] (GB:AAH86296.1); contains InterPro domain Carboxypeptidase regulatory region; (InterPro:IPR008969); contains InterPro domain Cna B-type; (InterPro:IPR008454); contains InterPro domain Borrelia outer surface lipoprotein; (InterPro:IPR001809) | chr3:23083995-23091430 REVERSEnot assigned"	not assigned.unknown	35_2

CUST_2121_PI399408534	2	0.19008636	0.4275875	-0.14269733	-0.012545586	0.012545586	-0.16220617	35_41045	"Cluster: Helix-loop-helix DNA-binding domain containing protein, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Helix-loop-helix"	UniRef90_Q10CH6	"CHR2V7|COORD:8711606..8713619| PIL5 (PHYTOCHROME INTERACTING FACTOR 3-LIKE 5); transcription factor"	AT2G20180.2	CHR03V5|COORD:32371392..32374781|protein phytochrome-interacting factor 4, putative, expressed	LOC_Os03g56950.3	" no descriptionweakly similar to ( 130)AT2G20180| Symbols: PIF1, PIL5 | PIL5 (PHYTOCHROME INTERACTING FACTOR 3-LIKE 5); transcription factor | chr2:8711606-8713318 REVERSEvery weakly similar to (53.1)ARRS_MAIZEAnthocyanin regulatory R-S protein - Zea mays (Maize)not assigned not assigned HLH HLH HLH "	RNA.regulation of transcription.bHLH,Basic Helix-Loop-Helix family	27_3_6

CUST_112917_PI403524517	2	0.03170204	-0.29260063	-0.08795643	0.26277542	0.11899567	-0.031702995	35_32049	"Cluster: Os09g0486700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0486700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J0R6	CHR1V7|COORD:18957293..18958507| protein kinase family protein	AT1G51170.1	CHR09V5|COORD:18768773..18770506|protein protein kinase domain containing protein, expressed	LOC_Os09g31210.1	no descriptionweakly similar to ( 137)AT1G51170| Symbols:  | protein kinase family protein | chr1:18957293-18958507 REVERSEweakly similar to ( 102)KPK1_PHAVUProtein kinase PVPK-1 - Phaseolus vulgaris (Kidney bean) (French bean)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase SPS1 Pkinase_Tyr TyrKc PTKc TT_ORF1	protein.postranslational modification	29_4

CUST_111112_PI403524517	2	0.09551716	0.05196476	-0.051965237	-0.13272619	-0.25149536	0.05557537	35_31553	"Cluster: HIPL1 protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: HIPL1 protein, putative, expressed - Oryza sativa (japonica cultiv"	UniRef90_Q2QLJ8	"CHR1V7|COORD:28102573..28105334| Identical to HIPL1 protein precursor (HIPL1) [Arabidopsis Thaliana] (GB:Q9SSG3); similar to HIPL2 (HIPL2 PROTEIN PRECURSOR)"	AT1G74790.1	CHR12V5|COORD:27396595..27401494|protein expressed protein	LOC_Os12g44230.1	"no descriptionvery weakly similar to (65.1)AT1G74790| Symbols:  | Identical to HIPL1 protein precursor (HIPL1) [Arabidopsis Thaliana] (GB:Q9SSG3); similar to HIPL2 (HIPL2 PROTEIN PRECURSOR) [Arabidopsis thaliana] (TAIR:AT5G62630.1); similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G39970.1); similar to hypothetical protien [Hordeum vulgare subsp. vulgare] (GB:AAV49993.1); similar to glucose/sorbosone dehydrogenases-like protein [Oryza sativa (japonica cultivar-group)] (GB:BAD30151.1); similar to unnamed protein product [Triticum tur (GB:CAJ13560.1); contains InterPro domain Soluble quinoprotein glucose dehydrogenase; (InterPro:IPR011041) | chr1:28102573-28105334 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned TT_ORF1 PRK12323 Protamine_P1 PRK07003 PRK07764"	cell.organisation	31_1

CUST_56141_PI403524517	2	-0.05360794	0.25373363	0.0062627792	-0.061275482	0.046775818	-0.006263733	35_15980	"Cluster: Aldose 1-epimerase family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Aldose 1-epimerase family protein, expressed - Oryza sat"	UniRef90_Q33AZ5	CHR3V7|COORD:6143713..6145250| aldose 1-epimerase family protein	AT3G17940.1	CHR10V5|COORD:3462345..3459690|protein aldose 1-epimerase, putative, expressed	LOC_Os10g06720.1	no descriptionhighly similar to ( 504)AT3G17940| Symbols:  | aldose 1-epimerase family protein | chr3:6143713-6145250 REVERSEnot assigned Aldose_epim galM GalM	minor CHO metabolism.others	3_5

CUST_56244_PI403524517	2	-2.3282104	-1.1654835	2.0011272	2.2518063	1.1654835	-2.2791333	35_16008	"Cluster: Hypothetical protein OSJNBb0101N11.18; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0101N11.18 - Oryza sativa"	UniRef90_Q6AV43	"CHR1V7|COORD:20620993..20621520| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G19860.1); similar to Protein of unknown function DUF538 [Medicago"	AT1G55265.1	CHR03V5|COORD:27678227..27672927|protein expressed protein	LOC_Os03g48626.2	"no descriptionweakly similar to ( 110)AT1G55265| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G19860.1); similar to Protein of unknown function DUF538 [Medicago truncatula] (GB:ABE78678.1); contains InterPro domain Protein of unknown function DUF538; (InterPro:IPR007493) | chr1:20620993-20621520 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF538 PRK07003 TT_ORF1"	not assigned.unknown	35_2

CUST_18161_PI403524517	2	-0.23351765	0.30535698	0.14110756	-0.16687489	0.026994705	-0.026994705	35_5244	"Cluster: Hypothetical protein OSJNBb0099P06.10; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0099P06.10 - Oryza sativa (japonica"	UniRef90_Q75IR3	CHR2V7|COORD:15610827..15613067| zinc finger (C3HC4-type RING finger) family protein	AT2G37150.2	CHR05V5|COORD:3703439..3696297|protein zinc finger, C3HC4 type family protein, expressed	LOC_Os05g07070.7	no descriptionweakly similar to ( 154)AT2G37150| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr2:15610827-15613067 REVERSEnot assigned not assigned RING COG5540 HRD1 zf-C3HC4 RING	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_26247_PI403524517	2	-0.10703468	0.043099403	0.071704865	0.025912285	-0.10098171	-0.025911331	35_7605	"Cluster: Putative early-responsive to dehydration stress protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative early-responsive to dehydration stre"	UniRef90_Q5TKG1	CHR3V7|COORD:7611051..7614048| early-responsive to dehydration protein-related / ERD protein-related	AT3G21620.1	CHR05V5|COORD:29524910..29533161|protein HYP1, putative, expressed	LOC_Os05g51630.2	no descriptionmoderately similar to ( 387)AT3G21620| Symbols:  | early-responsive to dehydration protein-related / ERD protein-related | chr3:7611051-7614048 REVERSEnot assigned DUF221 COG5594	stress.abiotic.drought/salt	20_2_3

CUST_95488_PI403524517	2	0.5459466	-0.14216137	0.30174112	0.049124718	-0.14195442	-0.04912424	35_27289	"Cluster: Os02g0132600 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os02g0132600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E475	"CHR4V7|COORD:2435005..2439342| similar to pentatricopeptide (PPR) repeat-containing protein [Arabidopsis thaliana] (TAIR:AT4G21880.1); similar to"	AT4G04790.1	CHR02V5|COORD:1716927..1708915|protein expressed protein	LOC_Os02g03970.1	"no descriptionweakly similar to ( 152)AT4G04790| Symbols:  | similar to pentatricopeptide (PPR) repeat-containing protein [Arabidopsis thaliana] (TAIR:AT4G21880.1); similar to putative pentatricopeptide (PPR) repeat-containing protein [Oryza sativa (japonica cultivar-group)] (GB:BAD07992.1); contains InterPro domain Pentatricopeptide repeat; (InterPro:IPR002885) | chr4:2435005-2439342 REVERSE"	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_70400_PI403524517	2	0.12636185	-0.11875725	0.027758598	-0.027759552	-0.046642303	0.06949139	35_20165	"Cluster: Hypothetical protein OSJNBb0035J08.14; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0035J08.14 - Oryza sativa (japonica"	UniRef90_Q65XH9	CHR2V7|COORD:8010305..8011824| DNAJ heat shock N-terminal domain-containing protein	AT2G18465.1	CHR05V5|COORD:329682..332085|protein dnaJ domain containing protein, expressed	LOC_Os05g01590.1	no description	not assigned.unknown	35_2

CUST_108210_PI403524517	2	0.01735115	0.33469248	0.19822264	-0.1094327	-0.08214617	-0.01735115	35_30783	"Cluster: Os04g0115500 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os04g0115500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JFD1	CHR1V7|COORD:16816094..16817173| DNA binding / ligand-dependent nuclear receptor	AT1G44191.1	CHR04V5|COORD:904406..908190|protein nucleic acid binding protein, putative, expressed	LOC_Os04g02510.1	no descriptionnot assigned not assigned not assigned PRK07764 PRK12323	not assigned.unknown	35_2

CUST_68017_PI403524517	2	-0.0039310455	-0.020842552	0.0039310455	0.071323395	-0.25196266	0.08968067	35_19433	Rep: Pg4 - Hordeum vulgare (Barley)	UniRef90_Q5EXM1	CHR1|COORD:22546230..22549281| expressed protein, similar to Protein C20orf11 (Swiss-Prot:Q9NWU2) (Homo sapiens)	AT1G61150.2	CHR03V5|COORD:7111680..7115147|protein pg4, putative, expressed	LOC_Os03g13220.1	" no descriptionmoderately similar to ( 360)AT1G61150| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G09300.1); similar to pg4 [Hordeum vulgare] (GB:AAV65331.1); contains InterPro domain CTLH, C-terminal to LisH motif; (InterPro:IPR006595); contains InterPro domain CT11-RanBPM; (InterPro:IPR013144) | chr1:22546969-22548020 FORWARDnot assigned not assigned not assigned CTLH "	not assigned.no ontology	35_1

CUST_6478_PI404877155	2	0.0011739731	-0.48240852	-1.0048094	0.80848455	0.3135748	-0.0011734962	Contig19398_at	BP-5 protein [Oryza sativa]	CAD32238.1	basic helix-loop-helix (bHLH) family protein	At3g59060.2	protein BP-5 protein	Os12g41650	NONE	signalling.light	30_11

CUST_114743_PI403524517	2	0.18350697	0.6067257	0.060980797	-0.060980797	-0.35297632	-0.1541748	35_32563	Rep: OSIGBa0157K09-H0214G12.17 protein - Oryza sativa (Rice)	UniRef90_Q01HE0	CHR1V7|COORD:11399903..11405702| actin binding	AT1G31810.1	CHR04V5|COORD:25360584..25354452|protein zinc finger, C3HC4 type family protein, expressed	LOC_Os04g43220.4	no description	not assigned.unknown	35_2

CUST_11956_PI404877155	2	0.16479874	0.16269064	-0.068694115	-0.0820303	-0.027330875	0.027331352	Contig567_at	B3-hordein (clone pB7) - barley (fragment)	S07975	VHS domain-containing protein / GAT domain-containing protein	At2g38410.1	protein expressed protein	Os09g13610	NONE	development.storage proteins	33_1

CUST_56551_PI403524517	2	0.21166706	-0.055953026	-0.002319336	0.07971859	-8.649826E-4	8.649826E-4	35_16097	"Cluster: Putative human tumor susceptibility gene-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative human tumor susceptibility gene-like p"	UniRef90_Q6ESB7	"CHR3V7|COORD:3944607..3945803| ATELC/ELC; ubiquitin binding"	AT3G12400.1	CHR02V5|COORD:35832496..35830928|protein tumor susceptibility gene 101, putative, expressed	LOC_Os02g58640.1	" no descriptionmoderately similar to ( 318)AT3G12400| Symbols: ELC, ATELC | ATELC/ELC; ubiquitin binding | chr3:3944607-3945803 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned UEV Vps23_core Atrophin-1 Tymo_45kd_70kd Extensin_2 PRK12323 Herpes_BLLF1 PRK07003 APC_basic HPC2 Pneumo_att_G PRK07764 DUF566 PRK12678 DUF1421 PRK05648 AF-4 KAR9 DUF1509 IER GRASP55_65 Coprinus_mating Herpes_UL32 Drf_FH1 ProSAAS PRK08853 MAP65_ASE1 Hamartin PRK12372 Rubella_Capsid "	not assigned.no ontology	35_1

CUST_131940_PI403524517	2	0.089978695	0.5215993	-0.07980871	0.044826984	-0.40770292	-0.044826984	35_37058	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_5027_PI404877155	2	0.043240547	-0.14305496	-0.07503414	-0.006193161	0.053344727	0.006193161	Contig16451_at	putative snRNP protein [Oryza sativa]	AAK38497.1	DEAD box RNA helicase, putative	At2g33730.1	protein transposon protein, putative, CACTA, En/Spm sub-class	Os03g50090	putative snRNP protein	RNA.processing.RNA helicase	27_1_2

CUST_50619_PI403524517	2	0.2776308	1.4084339	0.11835909	-0.3300376	-0.1861968	-0.118359566	35_14447	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_68437_PI403524517	2	0.13077736	0.070856094	-0.07085705	-0.23819351	-0.45877504	0.11382198	35_19574	"Cluster: Hypothetical protein OJ1027_G06.28; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1027_G06.28 - Oryza sativa (japonica cultiv"	UniRef90_Q6ZLP6	CHR1V7|COORD:5880495..5884650| zinc ion binding	AT1G17210.1	CHR07V5|COORD:2638790..2632631|protein expressed protein	LOC_Os07g05610.4	no descriptionweakly similar to ( 120)AT1G17210| Symbols:  | zinc ion binding | chr1:5880495-5884650 REVERSEnot assigned zf-C3HC	not assigned.unknown	35_2

CUST_61878_PI403524517	2	0.07632446	-0.15496445	-0.012516975	-0.019021034	0.07697868	0.012516975	35_17655	"Cluster: Os10g0400800 protein; n=4; Oryza sativa (japonica cultivar-group)|Rep: Os10g0400800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IXT4	CHR4V7|COORD:18281635..18284825| phenylalanyl-tRNA synthetase, putative / phenylalanine--tRNA ligase, putative	AT4G39280.1	CHR10V5|COORD:13211006..13206116|protein phenylalanyl-tRNA synthetase alpha chain, putative, expressed	LOC_Os10g26130.1	 no descriptionhighly similar to ( 625)AT4G39280| Symbols:  | phenylalanyl-tRNA synthetase, putative / phenylalanine--tRNA ligase, putative | chr4:18281635-18284825 REVERSEnot assigned not assigned pheS PheS tRNA-synt_2d PheRS_alpha_core pheS PRK06253 COG2024 class_II_aaRS-like_core 	protein.aa activation	29_1

CUST_109773_PI403524517	2	-0.11714363	0.3800907	0.2799034	-0.18393326	-0.042482376	0.042482376	35_31194	Rep: Glycine-rich RNA-binding protein - Triticum aestivum (Wheat)	UniRef90_Q0KIW2	"CHR4V7|COORD:18274160..18274952| ATGRP8/GR-RBP8 (COLD, CIRCADIAN RHYTHM, AND RNA BINDING 1, GLYCINE-RICH PROTEIN 8); RNA binding"	AT4G39260.2	CHR03V5|COORD:26409256..26410490|protein glycine-rich RNA-binding protein 2, putative, expressed	LOC_Os03g46770.2	" no descriptionvery weakly similar to ( 100)AT2G21660| Symbols: GR-RBP7, CCR2, ATGRP7 | ATGRP7 (COLD, CIRCADIAN RHYTHM, AND RNA BINDING 2); RNA binding | chr2:9272557-9273396 REVERSEvery weakly similar to (98.2)GRP1_SINALGlycine-rich RNA-binding protein GRP1A - Sinapis alba (White mustard) (Brassica hirta)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned RRM RRM_1 GRP COG0724 TT_ORF1 PRK06958 Drf_FH1 "	RNA.RNA binding	27_4

CUST_13920_PI404877155	2	-0.0068130493	-0.04811859	-0.06308842	0.019759178	0.14796352	0.0068130493	Contig7671_at	GTP-binding family protein [Arabidopsis thaliana] gb|AAF22888.1| T27G7.9 [Arabidopsis thaliana]	NP_172317.1	GTP-binding family protein	At1g08410.1	protein expressed protein	Os03g44530	nucleotide-binding protein -related	signalling.G-proteins	30_5

CUST_26344_PI403524517	2	0.14611721	-0.004504204	-0.021422386	0.0045051575	0.12292862	-0.015011787	35_7635	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_11374_PI404877155	2	-0.19427967	-0.76899624	-0.0014019012	0.021409988	0.06692791	0.0014019012	Contig5042_at	putative ATP citrate lyase [Oryza sativa (japonica cultivar-group)] dbj|BAB67865.1| putative ATP citrate lyase a-subunit [Oryza sativa (japo	NP_914078.1	ATP-citrate synthase, putative / ATP-citrate (pro-S-)-lyase, putative / citrate cleavage enzyme, putative	At5g49460.1	protein CoA-ligase, putative	Os01g19450	"ATP-citrate synthase, putative / ATP-citrate (pro-S-)-lyase, putative / citrate cleavage enzyme, putative, strong similarity to ATP:citrate lyase (Capsicum annuum) GI:13160653; contains Pfam profiles PF00549: CoA-ligase, PF02629: CoA binding domain"	TCA / org. transformation.other organic acid transformaitons.atp-citrate lyase	8_2_11

CUST_82729_PI403524517	2	0.31721783	-0.29644012	0.07951307	-0.027410984	-0.21484041	0.02741146	35_23726	"Cluster: Ribosomal protein-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: Ribosomal protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5N738	CHR3V7|COORD:17588468..17589376| DNA binding	AT3G47680.1	CHR01V5|COORD:38191600..38189484|protein transposon protein, putative, Pong sub-class	LOC_Os01g65250.1	no descriptionvery weakly similar to (91.7)AT3G47680| Symbols:  | DNA binding | chr3:17588468-17589376 REVERSE	not assigned.unknown	35_2

CUST_83781_PI403524517	2	-0.03524685	-0.040491104	0.036362648	0.09144211	-0.015255928	0.015255928	35_24015	Rep: Putative adenosine kinase - Oryza sativa (Rice)	UniRef90_Q9AYL9	CHR4V7|COORD:13782759..13785011| pfkB-type carbohydrate kinase family protein	AT4G27600.1	CHR10V5|COORD:22420567..22423416|protein carbohydrate kinase-like protein, putative, expressed	LOC_Os10g42240.1	no descriptionweakly similar to ( 145)AT4G27600| Symbols:  | pfkB-type carbohydrate kinase family protein | chr4:13782759-13785011 REVERSEnot assigned adenosine_kinase KdgK PfkB ribokinase_group_A RbsK bac_FRK ribokinase Guanosine_kinase_like YegV_kinase_like ribokinase_group_B ribokinase_group_D Fructoselysine_kinase_like FruK PRK09434	minor CHO metabolism.others	3_5

CUST_120576_PI403524517	2	-0.24552345	0.12786865	-0.016983509	0.08832407	0.016983986	-0.13215637	35_34082	"Cluster: Transposon protein, putative, CACTA, En/Spm sub-class; n=1; Oryza sativa (japonica cultivar-group)|Rep: Transposon protein, putative, CACTA, En/Spm sub"	UniRef90_Q10N80	"CHR4V7|COORD:11835604..11837656| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G08200.1); similar to hypothetical protein [Oryza sativa (japonica"	AT4G22450.1	CHR03V5|COORD:9479970..9481728|protein transposon protein, putative, CACTA, En/Spm sub-class	LOC_Os03g17110.1	"no descriptionvery weakly similar to (67.4)AT4G22450| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G08200.1); similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:AAW57796.1); contains InterPro domain Homeodomain-like; (InterPro:IPR009057) | chr4:11835604-11837656 FORWARDnot assigned"	not assigned.unknown	35_2

CUST_47738_PI403524517	2	-0.006986618	-0.32587242	-0.034158707	0.0069885254	0.13360977	0.12049484	35_13658	"Cluster: Os01g0835900 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0835900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JHY5	CHR5V7|COORD:24068875..24069186| histone H4	AT5G59690.1	CHR10V5|COORD:20690219..20689571|protein histone H4, putative, expressed	LOC_Os10g39410.1	no descriptionweakly similar to ( 162)AT5G59970| Symbols:  | histone H4 | chr5:24163578-24163889 REVERSEweakly similar to ( 162)H4_PEAHistone H4 - Pisum sativum (Garden pea)not assigned H4 H4 HHT1 Histone	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_33299_PI403524517	2	0.011004448	-0.11855316	0.024924278	-0.011004448	0.068193436	-0.033833504	35_9602	Rep: Replication protein A2 - Oryza sativa (Rice)	UniRef90_Q9FY12	0	0	CHR02V5|COORD:35636693..35633876|protein replication protein A 32 kDa subunit, putative, expressed	LOC_Os02g58220.1	no description	not assigned.unknown	35_2

CUST_32588_PI403524517	2	-0.09563255	-0.66791916	0.07012081	-0.07012081	0.14223862	0.15969086	35_9394	"Cluster: Hypothetical protein OSJNBa0024L18.10; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0024L18.10 - Oryza sativa (japonica"	UniRef90_Q69QN2	"CHR1V7|COORD:26022246..26023721| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G77122.1); similar to Os04g0438300 [Oryza sativa (japonica"	AT1G69210.1	CHR07V5|COORD:2947478..2944428|protein expressed protein	LOC_Os07g06090.1	"no descriptionweakly similar to ( 173)AT1G69210| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G77122.1); similar to Os04g0438300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001052862.1); similar to Os07g0155200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001058919.1); similar to H0315A08.11 [Oryza sativa (indica cultivar-group)] (GB:CAH67581.1); contains InterPro domain Protein of unknown function DUF150; (InterPro:IPR003728) | chr1:26022246-26023721 REVERSEDUF150"	not assigned.unknown	35_2

CUST_86577_PI403524517	2	-0.05671501	0.05561161	-0.18024635	0.028232574	0.011910439	-0.011909485	35_24795	"Cluster: Hypothetical protein OJ1595_D08.27-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1595_D08.27-1 - Oryza sativa (japonica cu"	UniRef90_Q6K493	CHR4V7|COORD:18561200..18563721| signal transducer	AT4G40050.1	CHR09V5|COORD:17917776..17922875|protein expressed protein	LOC_Os09g29470.1	no descriptionvery weakly similar to (78.2)AT4G40050| Symbols:  | signal transducer | chr4:18561200-18563721 REVERSE	not assigned.unknown	35_2

CUST_19441_PI399408534	2	-0.093229294	-0.008733749	0.06740284	0.008734703	0.037088394	-0.009280205	35_4165	"Cluster: Hypothetical protein OSJNBa0051O02.36; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0051O02.36 - Oryza sativa (japonica"	UniRef90_Q651U5	CHR2V7|COORD:6939999..6942415| CSL zinc finger domain-containing protein	AT2G15910.1	CHR06V5|COORD:27261808..27263975|protein diphthamide biosynthesis protein 3, putative, expressed	LOC_Os06g45070.2	no descriptionweakly similar to ( 114)AT2G15910| Symbols:  | CSL zinc finger domain-containing protein | chr2:6939999-6942415 REVERSEnot assigned not assigned not assigned not assigned COG5216 zf-CSL	RNA.regulation of transcription.unclassified	27_3_99

CUST_9949_PI403524517	2	-0.62164783	-1.4215212	0.54417896	0.014061928	0.6052227	-0.0140628815	35_2805	"Cluster: Mannan endo-1,4-beta-mannosidase 1 precursor; n=1; Oryza sativa|Rep: Mannan endo-1,4-beta-mannosidase 1 precursor - Oryza sativa (Rice)"	UniRef90_Q0JKM9	CHR5V7|COORD:26556137..26558063| (1-4)-beta-mannan endohydrolase, putative	AT5G66460.1	CHR01V5|COORD:27408666..27412528|protein hydrolase, hydrolyzing O-glycosyl compounds, putative, expressed	LOC_Os01g47400.1	 no descriptionhighly similar to ( 516)AT5G66460| Symbols:  | (1-4)-beta-mannan endohydrolase, putative | chr5:26556137-26558063 REVERSEnot assigned not assigned not assigned COG3934 Cellulase PRK07764 	cell wall.degradation.mannan-xylose-arabinose-fucose	10_6_2

CUST_157627_PI403524517	2	-0.015911102	0.21513844	-0.06778717	-0.01875496	0.015911102	0.105257034	35_44010	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_69517_PI403524517	2	0.13753271	-0.57503414	-0.4515648	-0.017219067	0.017219067	0.05496216	35_19893	Rep: OSIGBa0148A10.10 protein - Oryza sativa (Rice)	UniRef90_Q01K88	0	0	CHR04V5|COORD:31617392..31612044|protein AT hook motif family protein, expressed	LOC_Os04g53460.2	no description	not assigned.unknown	35_2

CUST_48933_PI403524517	2	0.0041542053	0.14939117	0.04590988	-0.058439255	-0.10321236	-0.0041561127	35_13972	"Cluster: Glycine rich protein, RNA binding protein; n=2; Triticeae|Rep: Glycine rich protein, RNA binding protein - Hordeum vulgare (Barley)"	UniRef90_Q40052	"CHR2V7|COORD:9272557..9273396| ATGRP7 (COLD, CIRCADIAN RHYTHM, AND RNA BINDING 2); RNA binding"	AT2G21660.2	CHR03V5|COORD:26409256..26410490|protein glycine-rich RNA-binding protein 2, putative, expressed	LOC_Os03g46770.2	" no descriptionvery weakly similar to (65.5)AT2G21660| Symbols: GR-RBP7, CCR2, ATGRP7 | ATGRP7 (COLD, CIRCADIAN RHYTHM, AND RNA BINDING 2); RNA binding | chr2:9272557-9273396 REVERSEvery weakly similar to (69.7)GRP1_SINALGlycine-rich RNA-binding protein GRP1A - Sinapis alba (White mustard) (Brassica hirta)not assigned not assigned RRM_1 RRM "	RNA.RNA binding	27_4

CUST_32165_PI399408534	2	-0.2056694	0.08416939	0.022975922	0.06559944	-0.07987213	-0.022975922	35_21641	Rep: BZIP transcription factor - Oryza sativa (Rice)	UniRef90_Q8W5R9	"CHR5V7|COORD:2152324..2154175| AHBP-1B (bZIP transcription factor HBP-1b homolog); DNA binding / transcription factor"	AT5G06950.3	CHR03V5|COORD:11460099..11454731|protein transcription factor HBP-1b, putative, expressed	LOC_Os03g20310.4	 no descriptionweakly similar to ( 159)AT5G06950| Symbols: TGA2, AHBP-1B | AHBP-1B (bZIP transcription factor HBP-1b homolog) | chr5:2152324-2154175 FORWARDweakly similar to ( 163)TGA21_TOBACTGACG-sequence-specific DNA-binding protein TGA-2.1 - Nicotiana tabacum (Common tobacco)	RNA.regulation of transcription.bZIP transcription factor family	27_3_35

CUST_138314_PI403524517	2	-0.3450365	0.072824955	-0.1128273	0.036882877	0.060829163	-0.036882877	35_38795	"Cluster: RNA-directed RNA polymerase 2; n=1; Hordeum vulgare subsp. vulgare|Rep: RNA-directed RNA polymerase 2 - Hordeum vulgare var. distichum (Two-rowed barle"	UniRef90_Q6RFH9	"CHR1V7|COORD:5094312..5097812| RDR1 (RNA-DEPENDENT RNA POLYMERASE 1); RNA-directed RNA polymerase/ nucleic acid binding"	AT1G14790.1	CHR02V5|COORD:30723194..30730590|protein RNA-directed RNA polymerase 2, putative, expressed	LOC_Os02g50330.1	" no descriptionmoderately similar to ( 308)AT1G14790| Symbols: ATRDRP1, RDR1 | RDR1 (RNA-DEPENDENT RNA POLYMERASE 1); RNA-directed RNA polymerase/ nucleic acid binding | chr1:5094312-5097812 REVERSEnot assigned RdRP "	RNA.transcription	27_2

CUST_120279_PI403524517	2	0.05137205	0.14635229	-0.30664444	-0.05137205	-0.2854662	0.20408344	35_34007	"Cluster: Os02g0131700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0131700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E481		0	CHR02V5|COORD:1655123..1652075|protein RNA binding protein, putative, expressed	LOC_Os02g03890.1	no description	not assigned.unknown	35_2

CUST_95729_PI403524517	2	0.1966734	0.1941328	-0.0113277435	-0.19274712	-0.22768497	0.01132679	35_27356	"Cluster: Hypothetical protein precursor; n=1; Kineococcus radiotolerans SRS30216|Rep: Hypothetical protein precursor - Kineococcus radiotolerans SRS30216"	UniRef90_Q411K9	"CHR3V7|COORD:8960418..8963310| ATPERK1 (PROLINE EXTENSIN-LIKE RECEPTOR KINASE 1); ATP binding / protein kinase"	AT3G24550.1	CHR09V5|COORD:12059630..12061803|protein transposon protein, putative, CACTA, En/Spm sub-class	LOC_Os09g20130.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned PRK07764 PRK12323 Atrophin-1 PRK05648	not assigned.unknown	35_2

CUST_29913_PI403524517	2	0.24392557	-0.010697842	0.08913851	-0.41281986	-0.66268396	0.010697365	35_8637	0	0	0	0	CHR03V5|COORD:4742873..4745484|protein ras-related protein Rab-6A, putative, expressed	LOC_Os03g09140.1	no description	not assigned.unknown	35_2

CUST_89806_PI403524517	2	0.071884155	0.64175606	-0.059044838	-0.31803703	0.021323204	-0.02132225	35_25693	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q75GU4	0	0	CHR03V5|COORD:29348155..29351967|protein expressed protein	LOC_Os03g51380.1	no description	not assigned.unknown	35_2

CUST_68024_PI403524517	2	-0.5414238	-0.20772743	1.0277176	0.20772839	0.6279383	-0.57600784	35_19435	"Cluster: Senescence-inducible chloroplast stay-green protein; n=1; Hordeum vulgare|Rep: Senescence-inducible chloroplast stay-green protein - Hordeum vulgare (B"	UniRef90_Q5EMQ1	"CHR4V7|COORD:7156429..7157833| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G22920.1); similar to senescence-inducible chloroplast stay-green"	AT4G11910.1	CHR09V5|COORD:20870627..20868236|protein senescence-inducible chloroplast stay-green protein 1, putative, expressed	LOC_Os09g36200.1	"no descriptionmoderately similar to ( 277)AT4G11910| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G22920.1); similar to senescence-inducible chloroplast stay-green protein 1 [Lycopersicon esculentum] (GB:AAY98500.1) | chr4:7156429-7157833 FORWARDnot assigned not assigned not assigned PRK07003 PRK12323 PRK12678"	not assigned.unknown	35_2

CUST_14730_PI404877155	2	0.010160446	-0.6615362	-0.041853905	0.010160446	-0.010160446	0.015527725	Contig8562_at	putative Ras-related protein Rab [Oryza sativa (japonica cultivar-group)] gb|AAP53433.1| putative Ras-related protein Rab [Oryza sativa (jap	NP_921146.1	Ras-related GTP-binding family protein	At5g65270.1	protein Ras family, putative	Os10g23100	Putative Ras-related protein Rab	signalling.G-proteins	30_5

CUST_110866_PI403524517	2	0.76545525	0.37074852	-0.1611638	-0.25100565	0.07960129	-0.07960129	35_31483	"Cluster: Putative serine protease; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative serine protease - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8H047	"CHR5V7|COORD:26889418..26891691| ARA12; subtilase"	AT5G67360.1	CHR03V5|COORD:1015016..1012324|protein xylem serine proteinase 1 precursor, putative, expressed	LOC_Os03g02750.1	"no descriptionweakly similar to ( 120)AT5G67360| Symbols: ARA12 | ARA12; subtilase | chr5:26889418-26891691 REVERSEnot assigned PA_subtilisin_like PA"	protein.degradation.subtilases	29_5_1

CUST_68043_PI403524517	2	-0.03726864	0.2653618	-0.06204033	-0.028622627	0.028622627	0.046351433	35_19441	"Cluster: Expressed protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q337M3	0	0	CHR10V5|COORD:16866293..16862955|protein expressed protein	LOC_Os10g32850.3	no description	not assigned.unknown	35_2

CUST_70027_PI403524517	2	-0.060653687	-0.20678139	-0.9441309	0.19473648	0.060653687	0.147789	35_20044	"Cluster: Hypothetical protein OJ1725_H08.2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1725_H08.2 - Oryza sativa (japonica cultivar"	UniRef90_Q6ET98	CHR1V7|COORD:11399903..11405702| actin binding	AT1G31810.1	CHR02V5|COORD:27086940..27085984|protein expressed protein	LOC_Os02g44710.1	no descriptionnot assigned not assigned PRK07764 PRK12678 PRK12323 DUF390	not assigned.unknown	35_2

CUST_6459_PI399408534	2	0.014157295	0.32119846	-0.05963993	0.019885063	-0.030761719	-0.014157295	35_14178	Rep: Calmodulin-1 - Oryza sativa (Rice)	UniRef90_Q7F8I8	"CHR3V7|COORD:15675606..15677342| CAM7 (CALMODULIN 7); calcium ion binding"	AT3G43810.1	CHR07V5|COORD:29198699..29196039|protein calmodulin, putative, expressed	LOC_Os07g48780.1	"no descriptionmoderately similar to ( 296)AT3G43810| Symbols: CAM7 | CAM7 (CALMODULIN 7); calcium ion binding | chr3:15675606-15677342 REVERSEmoderately similar to ( 296)CALM_HORVUCalmodulin - Hordeum vulgare (Barley)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned FRQ1 EFh"	signalling.calcium	30_3

CUST_10806_PI399408534	2	0.24858665	0.15964079	0.04922104	-0.06753111	-0.04922104	-0.85514545	35_50097	"Cluster: Putative ATP-dependent RNA helicase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ATP-dependent RNA helicase - Oryza sativa (japonica cult"	UniRef90_Q6K7R9	CHR2V7|COORD:3576480..3580393| DEAD box RNA helicase, putative	AT2G07750.1	CHR02V5|COORD:35501181..35496214|protein ATP-dependent RNA helicase dbp4, putative, expressed	LOC_Os02g57980.1	 no descriptionweakly similar to ( 145)AT2G07750| Symbols:  | DEAD box RNA helicase, putative | chr2:3576480-3580393 FORWARDvery weakly similar to (66.6)DB10_NICSYATP-dependent RNA helicase-like protein DB10 - Nicotiana sylvestris (Wood tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DEADc SrmB PRK11192 PRK11776 PRK10590 PRK04837 DEAD PRK01297 PRK04537 PRK11634 DEXDc COG1205 Lhr 	DNA.synthesis/chromatin structure	28_1

CUST_83736_PI403524517	2	0.40063477	-1.1511173	-0.088023186	0.08498669	-0.08498573	0.17484474	35_24003	"Cluster: Os03g0676100 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os03g0676100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DPN6	"CHR2V7|COORD:6279588..6280064| similar to Protein of unknown function DUF589 [Medicago truncatula] (GB:ABE89772.1); contains InterPro domain Protein of"	AT2G14660.1	CHR03V5|COORD:26689835..26690763|protein expressed protein	LOC_Os03g47260.1	no description	not assigned.unknown	35_2

CUST_6343_PI404877155	2	0.12835407	-0.19198895	-0.009599686	0.05762577	0.009598732	-0.032957077	Contig18951_at	transcriptional coactivator p15 (PC4) family protein [Arabidopsis thaliana]	NP_196487.1	transcriptional coactivator p15 (PC4) family protein	At5g09250.1	protein Transcriptional Coactivator p15 (PC4)	Os02g34840	"transcriptional coactivator p15 (PC4) family protein, similar to SP:P11031 Activated RNA polymerase II transcriptional coactivator p15 precursor (PC4) (p14) (Single-stranded DNA binding protein p9) {Mus musculus}; contains Pfam profile PF02229: Transcript"	RNA.regulation of transcription.General Transcription	27_3_50

CUST_77209_PI403524517	2	0.1768713	0.14182663	0.029651165	-0.23224354	-0.029651165	-0.060685158	35_22131	"Cluster: Hypothetical protein P0617C02.122-1; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0617C02.122-1 - Oryza sativa (japonica cult"	UniRef90_Q7XAL0	CHR4V7|COORD:7093660..7098468| calcineurin-like phosphoesterase family protein	AT4G11800.1	CHR07V5|COORD:342021..333525|protein hydrolase/ protein serine/threonine phosphatase, putative, expressed	LOC_Os07g01540.1	no descriptionmoderately similar to ( 389)AT4G11800| Symbols:  | calcineurin-like phosphoesterase family protein | chr4:7093660-7098468 REVERSE	misc.calcineurin-like phosphoesterase family protein	26_27

CUST_15078_PI399408534	2	0.35126925	0.018035889	-0.018035889	-0.29963923	0.062402725	-0.46031618	35_29785	"Cluster: Probable tRNA-splicing endonuclease subunit Sen2; n=2; Oryza sativa|Rep: Probable tRNA-splicing endonuclease subunit Sen2 - Oryza sativa (Rice)"	UniRef90_Q5Z6B1	"CHR5V7|COORD:24267411..24268163| SEN2 (SPLICING ENDONUCLEASE 2); tRNA-intron endonuclease"	AT5G60230.1	CHR06V5|COORD:19784261..19782166|protein tRNA-splicing endonuclease subunit Sen2, putative, expressed	LOC_Os06g33980.2	" no descriptionvery weakly similar to (60.5)AT5G60230| Symbols: ATSEN2, SEN2 | SEN2 (SPLICING ENDONUCLEASE 2); tRNA-intron endonuclease | chr5:24267411-24268178 REVERSEweakly similar to ( 119)SEN2_ORYSA"	RNA.processing.splicing	27_1_1

CUST_77876_PI403524517	2	-0.16323566	0.94285774	0.1088171	-0.10881615	-0.7596102	0.20579052	35_22326	"Cluster: Hypothetical protein P0455H03.46; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0455H03.46 - Oryza sativa (japonica cultivar-g"	UniRef90_Q942H1	CHR2V7|COORD:8012367..8014849| protein kinase family protein	AT2G18470.1	CHR01V5|COORD:18238996..18238369|protein expressed protein	LOC_Os01g32670.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK12678 PRK07003	not assigned.unknown	35_2

CUST_961_PI404877155	2	0.087659836	0.13233757	-0.04369068	-0.0540905	-0.08013058	0.043691635	Contig10968_at	G protein beta subunit [Triticum aestivum]	BAC10503.1	guanine nucleotide-binding protein beta subunit (GB1) / GTP-binding protein beta subunit (AGB1) / transducin	At4g34460.1	protein guanine nucleotide-binding protein beta subunit	Os03g46650	"guanine nucleotide-binding protein beta subunit (GB1) / GTP-binding protein beta subunit (AGB1) / transducin, contains 7 WD-40 repeats (PF00400); identical to Guanine nucleotide-binding protein beta subunit.SP:P49177 (Arabidopsis thaliana); Weiss, CA et a"	signalling.G-proteins	30_5

CUST_12724_PI404877155	2	0.1662035	-0.4117031	-0.076779366	0.08859062	-0.0579319	0.0579319	Contig6464_at	guanine nucleotide-exchange protein GEP2 [Oryza sativa]	AAM00191.1	guanine nucleotide exchange family protein	At3g60860.1	protein guanine nucleotide-exchange protein GEP2	Os03g14260	guanine nucleotide-exchange protein GEP2	signalling.G-proteins	30_5

CUST_81592_PI403524517	2	0.47368622	-0.40175962	0.0956049	0.1339984	-0.3823285	-0.09560442	35_23404	"Cluster: Putative ethylene responsive element binding factor; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ethylene responsive element binding fact"	UniRef90_Q654Y5	0	0	CHR06V5|COORD:28817164..28818182|protein ethylene-responsive transcription factor 3, putative, expressed	LOC_Os06g47590.1	no description	not assigned.unknown	35_2

CUST_13496_PI399408534	2	0.9817343	-2.2422624	-2.3486967	0.99034786	0.15312958	-0.15312958	35_15609	Rep: Os08g0157600 protein - Oryza sativa (japonica cultivar-group)	UniRef90_Q0J7W9	"CHR1V7|COORD:33992..37061| LHY (LATE ELONGATED HYPOCOTYL); DNA binding"	AT1G01060.3	CHR08V5|COORD:3359386..3367090|protein LHY protein, putative, expressed	LOC_Os08g06110.5	 no descriptionvery weakly similar to (63.9)AT1G01060| Symbols: LHY1, LHY | LHY (LATE ELONGATED HYPOCOTYL) | chr1:33992-37061 REVERSE	RNA.regulation of transcription.MYB-related transcription factor family	27_3_26

CUST_105889_PI403524517	2	0.401083	0.09797287	-0.09797287	-0.6855879	-0.6499939	0.4711914	35_30149	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_92538_PI403524517	2	0.35754156	0.5942569	0.06852913	-0.1872778	-0.6389718	-0.068529606	35_26460	"Cluster: Peptidase S1 and S6, chymotrypsin/Hap; Immunoglobulin/major histocompatibility complex; AAA ATPase, central region; n=1; Medicago truncatula|Rep: Pepti"	UniRef90_Q1RST2	CHR1V7|COORD:645372..651797| AAA-type ATPase family protein	AT1G02890.1	CHR11V5|COORD:26056562..26046155|protein ATP binding protein, putative, expressed	LOC_Os11g43970.1	no descriptionmoderately similar to ( 234)AT1G02890| Symbols:  | AAA-type ATPase family protein | chr1:645372-651797 REVERSE	protein.degradation.AAA type	29_5_9

CUST_39943_PI403524517	2	0.008685112	0.48783398	-0.008685112	-0.10230827	0.09857178	-0.08466387	35_11489	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10Q04	0	0	CHR03V5|COORD:5990834..5985793|protein expressed protein	LOC_Os03g11580.1	no description	not assigned.unknown	35_2

CUST_120329_PI403524517	2	0.03201723	0.22113991	0.15492916	-0.03201723	-0.09150362	-0.0707078	35_34020	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_47266_PI403524517	2	0.0066776276	0.30343056	0.056809425	-0.07538509	-0.18217945	-0.0066776276	35_13532	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_2347_PI404877155	2	0.058062553	-0.54655933	-0.00890255	0.00890255	0.08204365	-0.051838875	Contig12714_at	putative phosphatidylglycerolphosphate synthase [Oryza sativa (japonica cultivar-group)]	AAN64500.1	phosphatidylglycerolphosp hate synthase (PGS1)	At2g39290.1	protein putative phosphatidylglycerolphosphate synthase	Os03g17520	"phosphatidylglycerolphosphate synthase, putative, similar to phosphatidylglycerolphosphate synthase GI:13365519 from (Arabidopsis thaliana); contains non-consensus CG acceptor splice site at exon 4"	lipid metabolism.Phospholipid synthesis	11_3

CUST_38210_PI403524517	2	-0.023566246	-0.46182537	0.13252163	0.023565292	0.047945976	-0.055000305	35_10998	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_85782_PI403524517	2	-0.46414566	-0.35901737	0.5238085	0.2599764	0.3429699	-0.25997543	35_24567	"Cluster: Putative pollen specific protein SF21; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative pollen specific protein SF21 - Oryza sativa (japonica"	UniRef90_Q5SNH3	CHR5V7|COORD:22975212..22977832| Ndr family protein	AT5G56750.1	CHR01V5|COORD:4981945..4978944|protein pollen-specific protein SF21, putative, expressed	LOC_Os01g09670.1	no descriptionweakly similar to ( 169)AT5G56750| Symbols:  | Ndr family protein | chr5:22975212-22977832 FORWARDweakly similar to ( 129)SF21_HELANPollen-specific protein SF21 - Helianthus annuus (Common sunflower)not assigned Ndr	not assigned.no ontology	35_1

CUST_84136_PI403524517	2	0.7598467	-0.14051723	0.09224081	0.06607199	-0.06607199	-0.06607199	35_24111	"Cluster: Putative phosphatidylinositolglycan class N short form; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative phosphatidylinositolglycan class N sh"	UniRef90_Q6EUN5	CHR3V7|COORD:144295..149835| phosphatidylinositolglycan class N (PIG-N) family protein	AT3G01380.1	CHR02V5|COORD:22375330..22384137|protein phosphatidylinositolglycan class N family protein, expressed	LOC_Os02g37050.1	no descriptionmoderately similar to ( 259)AT3G01380| Symbols:  | phosphatidylinositolglycan class N (PIG-N) family protein | chr3:144295-149835 REVERSEnot assigned PigN	not assigned.no ontology	35_1

CUST_94874_PI403524517	2	0.057476044	-0.01402092	-0.0033130646	-0.11072159	0.0033130646	0.06998062	35_27116	0	0	CHR3V7|COORD:8063070..8064482| leucine-rich repeat family protein / extensin family protein	AT3G22800.1	0	0	no description	not assigned.unknown	35_2

CUST_61645_PI403524517	2	0.07503986	-0.09426117	-0.0071029663	0.0026397705	-0.0026388168	0.042250633	35_17592	"Cluster: Putative dihydroxy-acid dehydratase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative dihydroxy-acid dehydratase - Oryza sativa (japonica cult"	UniRef90_Q6YZH8	CHR3V7|COORD:8648787..8652330| dehydratase family	AT3G23940.1	CHR08V5|COORD:27872008..27876538|protein dihydroxy-acid dehydratase, putative, expressed	LOC_Os08g44530.1	no descriptionhighly similar to ( 857)AT3G23940| Symbols:  | dehydratase family | chr3:8648787-8652330 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK00911 ILVD_EDD IlvD PRK12448 PRK06131 PRK13017 PRK13016 PRK09054 PRK08211 PRK12323 Herpes_BLLF1 PRK07003 Extensin_2 PRK05648 HPC2 Atrophin-1 DUF1421 GRASP55_65 IER TT_ORF1 Tymo_45kd_70kd PRK07764	not assigned.no ontology	35_1

CUST_92338_PI403524517	2	0.18959332	-0.8390236	-0.1053133	-0.026857376	0.02685833	0.033685684	35_26404	"Cluster: Leucine Rich Repeat family protein, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Leucine Rich Repeat family protein, expressed - Oryza s"	UniRef90_Q10GD4	CHR3V7|COORD:20236982..20239860| F-box family protein (FBL17)	AT3G54650.1	CHR03V5|COORD:24144016..24151597|protein Leucine Rich Repeat family protein, expressed	LOC_Os03g43390.3	no descriptionweakly similar to ( 114)AT3G54650| Symbols:  | F-box family protein (FBL17) | chr3:20236982-20239860 REVERSE	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_79398_PI403524517	2	0.07039833	1.0046005	-0.098340034	-0.03052044	-0.110598564	0.030519485	35_22775	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2RBA7	"CHR1V7|COORD:10543161..10544402| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G01970.1); similar to Os05g0315200 [Oryza sativa (japonica"	AT1G30050.1	CHR11V5|COORD:847344..844154|protein expressed protein	LOC_Os11g02640.1	"no descriptionvery weakly similar to (83.6)AT1G30050| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G01970.1); similar to Os05g0315200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001055171.1); similar to hypothetical protein MtrDRAFT_AC136139g6v1 [Medicago truncatula] (GB:ABE93034.1) | chr1:10543161-10544402 FORWARD"	not assigned.unknown	35_2

CUST_88773_PI403524517	2	0.14820194	0.41501856	0.023962975	-0.18202448	-0.37619686	-0.023962975	35_25404	"Cluster: Hypothetical protein OJ1001_G01.13; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1001_G01.13 - Oryza sativa (japonica cultiv"	UniRef90_Q60F39	"CHR3V7|COORD:19780375..19783256| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G37070.1); similar to conserved hypothetical protein [Medicago"	AT3G53320.1	CHR05V5|COORD:1173104..1177267|protein expressed protein	LOC_Os05g03060.1	no description	not assigned.unknown	35_2

CUST_10948_PI403524517	2	0.07223892	-0.35258293	-0.22389507	0.13318539	-0.07223892	0.12973118	35_3093	"Cluster: Putative glycerophosphoryl diester phosphodiesterase 2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative glycerophosphoryl diester phosphodies"	UniRef90_Q6ZFH9	CHR5V7|COORD:22491503..22495045| glycerophosphoryl diester phosphodiesterase family protein	AT5G55480.1	CHR08V5|COORD:24733096..24739316|protein glycerophosphoryl diester phosphodiesterase family protein, putative, expressed	LOC_Os08g39350.1	no descriptionmoderately similar to ( 323)AT5G55480| Symbols:  | glycerophosphoryl diester phosphodiesterase family protein | chr5:22491503-22495045 FORWARDnot assigned GDPD UgpQ glpQ	lipid metabolism.lipid degradation.lysophospholipases.glycerophosphodiester phosphodiesterase	11_9_3_3

CUST_25986_PI399408534	2	0.44527912	-0.056168556	0.26456165	-0.13176537	-0.028298378	0.028298378	35_43657	"Cluster: Os12g0611200 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os12g0611200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0ILZ4	CHR3V7|COORD:7892648..7895152| DEAD box RNA helicase, putative	AT3G22330.1	CHR07V5|COORD:2229407..2223922|protein nucleolar RNA helicase 2, putative, expressed	LOC_Os07g05050.3	 no descriptionweakly similar to ( 123)AT3G22330| Symbols:  | DEAD box RNA helicase, putative | chr3:7892648-7895152 FORWARDvery weakly similar to (73.9)RH7_SPIOLDEAD-box ATP-dependent RNA helicase 7 - Spinacia oleracea (Spinach)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DEADc SrmB DEAD PRK11776 DEXDc PRK04837 PRK11192 PRK04537 PRK10590 PRK01297 PRK11634 DEXDc COG1205 	RNA.processing.RNA helicase	27_1_2

CUST_128519_PI403524517	2	-0.34091568	0.5814972	-0.03848362	0.1494112	-0.17550659	0.03848362	35_36126	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_79010_PI403524517	2	0.05160427	0.67255497	-0.051603317	-0.061157227	-0.25955582	0.2701893	35_22663	"Cluster: Putative cyclin D1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative cyclin D1 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69S43	"CHR1V7|COORD:5675918..5678679| SR45 (arginine/serine-rich 45); RNA binding"	AT1G16610.1	CHR07V5|COORD:22170238..22167817|protein CYCD6, putative, expressed	LOC_Os07g37010.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_62001_PI403524517	2	0.13623047	-0.048906326	-0.077653885	0.065522194	-0.015293121	0.015293121	35_17686	"Cluster: Hypothetical protein OSJNBa0017J22.6; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0017J22.6 - Oryza sativa (japonica cu"	UniRef90_Q5W724	"CHR3V7|COORD:5873534..5881138| UPL6 (UBIQUITIN PROTEIN LIGASE 6); ubiquitin-protein ligase"	AT3G17205.1	CHR05V5|COORD:3450324..3463125|protein HECT-domain family protein, expressed	LOC_Os05g06690.2	"no descriptionhighly similar to ( 878)AT3G17205| Symbols: UPL6 | UPL6 (UBIQUITIN PROTEIN LIGASE 6); ubiquitin-protein ligase | chr3:5873534-5881138 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned HECTc HECTc HECT HUL4"	protein.degradation.ubiquitin.E3.HECT	29_5_11_4_1

CUST_157932_PI403524517	2	-0.10462284	0.12260103	0.6141095	0.10462332	-0.4402809	-0.33604097	35_44091	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_20728_PI399408534	2	-1.3219566	-0.8121128	0.27996445	0.46969414	0.13952637	-0.13952637	35_29576	Rep: Dof zinc finger protein - Hordeum vulgare (Barley)	UniRef90_Q8L5E8	CHR1V7|COORD:10183783..10184310| Dof-type zinc finger domain-containing protein	AT1G29160.1	CHR01V5|COORD:32178465..32177389|protein expressed protein	LOC_Os01g55340.1	no descriptionweakly similar to ( 113)AT2G34140| Symbols:  | Dof-type zinc finger domain-containing protein | chr2:14421267-14421779 REVERSEvery weakly similar to ( 100)MNB1A_MAIZEDof zinc finger protein MNB1A - Zea mays (Maize)zf-Dof	RNA.regulation of transcription.C2C2(Zn) DOF zinc finger family	27_3_8

CUST_25710_PI399408534	2	0.16411686	-0.98348427	-0.012088776	0.012089729	0.28595352	-0.04449463	35_20147	"Cluster: Probable acetyltransferase type B catalytic subunit; n=2; Oryza sativa|Rep: Probable acetyltransferase type B catalytic subunit - Oryza sativa (Rice)"	UniRef90_Q6ES10	CHR5V7|COORD:22970235..22972803| histone acetyltransferase family protein	AT5G56740.1	CHR09V5|COORD:10921337..10925989|protein acetyltransferase type B catalytic subunit, putative, expressed	LOC_Os09g17850.1	no descriptionmoderately similar to ( 369)AT5G56740| Symbols:  | histone acetyltransferase family protein | chr5:22970235-22972803 REVERSEhighly similar to ( 717)HAT1_ORYSAnot assigned	RNA.regulation of transcription.Histone acetyltransferases	27_3_54

CUST_5019_PI404877155	2	-0.12987137	0.072361946	-0.1891756	-0.072361946	0.085142136	0.099803925	Contig16442_at	AMP-dependent synthetase and ligase family protein [Arabidopsis thaliana]	NP_198442.2	AMP-dependent synthetase and ligase family protein	At5g35930.1	protein AMP-binding enzyme, putative	Os06g02160	"AMP-dependent synthetase and ligase family protein, similar to iturin A synthetase C (Bacillus subtilis) GI:16040972; contains Pfam profile PF00501: AMP-binding enzyme"	lipid metabolism.FA synthesis and FA elongation.acyl coa ligase	11_1_08

CUST_703_PI404877155	2	0.085100174	-0.08595276	0.18477249	-0.30066586	-0.085100174	0.31891727	Contig10669_at	Alanine aminotransferase 2 (GPT) (Glutamic--pyruvic transaminase 2) (Glutamic--alanine transaminase 2) (ALAAT-2)	P34106	alanine aminotransferase, putative	At1g72330.1	protein aminotransferase, classes I and II, putative	Os10g25140	PANMI Alanine aminotransferase 2	amino acid metabolism.degradation.branched chain group.isoleucine	13_2_4_5

CUST_776_PI399408534	2	0.10206127	-0.29427147	-0.07524586	0.053131104	-0.0251503	0.025151253	35_2627	"Cluster: Putative serine/threonine kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative serine/threonine kinase - Oryza sativa (japonica cultivar-g"	UniRef90_Q84VG0	CHR1V7|COORD:4187498..4187944| calmodulin, putative	AT1G12310.1	CHR08V5|COORD:964200..962940|protein calmodulin, putative, expressed	LOC_Os08g02420.1	 no descriptionmoderately similar to ( 227)AT1G12310| Symbols:  | calmodulin, putative | chr1:4187498-4187944 REVERSEweakly similar to ( 150)CALM1_SOLTUCalmodulin-1 - Solanum tuberosum (Potato)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned FRQ1 EFh DUF566 Coprinus_mating PRK12323 	signalling.calcium	30_3

CUST_29673_PI403524517	2	0.04435444	0.53300476	0.02736187	-0.10907936	-0.06718254	-0.02736187	35_8571	"Cluster: Ternary complex factor MIP1-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Ternary complex factor MIP1-like - Oryza sativa (japonica cultivar-g"	UniRef90_Q5Z663	CHR3|COORD:4157974..4161032| expressed protein, contains Pfam profile PF04784: Protein of unknown function, DUF547	AT3G13000.1	CHR06V5|COORD:28913946..28909277|protein expressed protein	LOC_Os06g47770.1	no descriptionmoderately similar to ( 343)AT3G13000| Symbols:  | transcription factor | chr3:4158221-4160825 REVERSEDUF547	not assigned.unknown	35_2

CUST_9189_PI404877155	2	0.036132812	-0.7950163	0.13081694	0.19041348	-0.03613329	-0.44590425	Contig2994_at	putative glycine decarboxylase subunit [Oryza sativa (japonica cultivar-group)] gb|AAP54618.1| putative glycine decarboxylase subunit [Oryza	NP_922331.1	glycine cleavage system H protein, mitochondrial, putative	At1g32470.1	protein putative glycine decarboxylase subunit	Os10g37180	putative glycine decarboxylase subunit	PS.photorespiration.glycine cleavage	1_02_04

CUST_141255_PI403524517	2	-0.20591831	0.4781294	0.33982182	-0.13737774	0.028323174	-0.028323174	35_39595	Rep: Expressed protein - Oryza sativa (japonica cultivar-group)	UniRef90_Q75LK9		0	CHR03V5|COORD:30850477..30852617|protein expressed protein	LOC_Os03g53890.1	no description	not assigned.unknown	35_2

CUST_84752_PI403524517	2	0.29238605	0.14780903	-0.1523261	-0.24846077	-0.04316902	0.04316902	35_24284	Rep: Integral membrane protein - Oryza sativa (Rice)	UniRef90_O24209	"CHR1V7|COORD:17311483..17313748| NRAMP2 (NRAMP metal ion transporter 2); metal ion transporter"	AT1G47240.1	CHR03V5|COORD:5638330..5634208|protein metal transporter Nramp3, putative, expressed	LOC_Os03g11010.1	" no descriptionmoderately similar to ( 313)AT1G47240| Symbols: NRAMP2, ATNRAMP2 | NRAMP2 (NRAMP metal ion transporter 2); metal ion transporter | chr1:17311483-17313748 REVERSEnot assigned Nramp PRK00701 MntH "	transport.metal	34_12

CUST_25070_PI403524517	2	-0.036343575	0.07906723	0.092832565	-0.21544123	0.03634262	-0.5049586	35_7274	Rep: GTP cyclohydrolase I - Solanum lycopersicum (Tomato) (Lycopersicon esculentum)	UniRef90_Q8VYU3	"CHR3|COORD:2314004..2317194| GTP cyclohydrolase I, identical to GTP cyclohydrolase I GI:19909132 from (Arabidopsis thaliana); contains Pfam profile: PF01227"	AT3G07270.2	CHR02V5|COORD:9446490..9448845|protein OsWRKY39v2 - Superfamily of rice TFs having WRKY and zinc finger domains, expressed	LOC_Os02g16540.2	no descriptionweakly similar to ( 136)AT3G07270| Symbols:  | GTP cyclohydrolase I | chr3:2314011-2317065 FORWARDnot assigned not assigned FolE folE GTP_cyclohydro1 PRK12606 PRK07764	C1-metabolism.GTP cyclohydrolase I	25_7

CUST_350_PI403524517	2	-1.7364235	-0.17482567	0.24062824	0.32323456	0.17482567	-1.0622139	35_92	"Cluster: Leaf-specific thionin precursor [Contains: Leaf-specific thionin; Acidic protein]; n=3; Hordeum vulgare|Rep: Leaf-specific thionin precursor [Contains:"	UniRef90_P09617	"CHR5V7|COORD:14579283..14579903| THI2.2 (THIONIN 2.2); toxin receptor binding"	AT5G36910.1	CHR06V5|COORD:18201886..18201176|protein leaf-specific thionin BTH6 precursor, putative	LOC_Os06g31280.1	" no descriptionvery weakly similar to (60.8)AT1G72260| Symbols: THI2.1.1, THI2.1 | THI2.1 (THIONIN 2.1); toxin receptor binding | chr1:27202465-27203020 REVERSEmoderately similar to ( 216)THN7_HORVUThionin BTH7 precursor [Contains: Thionin BTH7; Acidic protein] - Hordeum vulgare (Barley)Thionin "	stress.biotic	20_1

CUST_22422_PI399408534	2	0.13546562	0.05851555	-0.021079063	-0.015288353	-0.109353065	0.015287399	35_20294	"Cluster: Hypothetical protein OSJNBb0015I21.3; n=2; Oryza sativa|Rep: Hypothetical protein OSJNBb0015I21.3 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q75LU5	CHR1V7|COORD:20711233..20712468| Kin17 DNA-binding protein-related	AT1G55460.1	CHR03V5|COORD:20647156..20645314|protein antigenic determinant of rec-A protein, putative, expressed	LOC_Os03g37330.1	no descriptionmoderately similar to ( 449)AT1G55460| Symbols:  | Kin17 DNA-binding protein-related | chr1:20711233-20712468 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07003 PRK12323 DUF566 Herpes_BLLF1 Rtt106 PRK07764 Tymo_45kd_70kd	RNA.regulation of transcription.unclassified	27_3_99

CUST_24590_PI403524517	2	0.10873985	0.1261177	-0.10975742	-0.010113716	-0.044177055	0.010113716	35_7137	Rep: Hypothetical protein - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q8LGI3	"CHR1V7|COORD:10961087..10962980| DIS2 (DISTORTED TRICHOMES 2); structural molecule"	AT1G30825.1	CHR01V5|COORD:26854324..26859415|protein ARP2/3 complex 34 kDa subunit, putative, expressed	LOC_Os01g46580.1	" no descriptionmoderately similar to ( 405)AT1G30825| Symbols: ARPC2A, DIS2 | DIS2 (DISTORTED TRICHOMES 2); structural molecule | chr1:10961087-10962980 FORWARDnot assigned P34-Arc "	cell.organisation	31_1

CUST_76352_PI403524517	2	0.01902008	0.20236874	0.061195374	-0.019019127	-0.03624153	-0.09865475	35_21889	"Cluster: Hypothetical protein At1g71410; n=2; Arabidopsis thaliana|Rep: Hypothetical protein At1g71410 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q0WM08	CHR1V7|COORD:8089490..8094162| protein kinase family protein	AT1G22870.1	CHR01V5|COORD:24755488..24763277|protein ATP binding protein, putative, expressed	LOC_Os01g42950.3	no descriptionhighly similar to ( 627)AT1G22870| Symbols:  | protein kinase family protein | chr1:8089490-8094162 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase SPS1	protein.postranslational modification	29_4

CUST_86615_PI403524517	2	0.13196659	0.073186874	-0.1321683	0.0011329651	-0.033276558	-0.0011329651	35_24805	Rep: OSJNBa0029H02.22 protein - Oryza sativa (Rice)	UniRef90_Q7XU85	CHR1V7|COORD:30403181..30404762| magnesium transporter CorA-like family protein (MGT1) (MRS2)	AT1G80900.1	CHR04V5|COORD:24792886..24796219|protein MRS2-5, putative, expressed	LOC_Os04g42280.1	no descriptionmoderately similar to ( 235)AT1G80900| Symbols:  | magnesium transporter CorA-like family protein (MGT1) (MRS2) | chr1:30403181-30404762 REVERSEnot assigned not assigned CorA CorA	transport.unspecified cations	34_14

CUST_178767_PI403524517	2	-0.0222044	-0.0076761246	0.14147091	0.23871326	-0.07420063	0.007675171	35_49723	"Cluster: Putative UDP-glycose:flavonoid glycosyltransferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative UDP-glycose:flavonoid glycosyltransferase"	UniRef90_Q942B6	CHR2V7|COORD:18164758..18166243| UDP-glucoronosyl/UDP-glucosyl transferase family protein	AT2G43840.2	CHR01V5|COORD:31023558..31021784|protein anthocyanidin 5,3-O-glucosyltransferase, putative, expressed	LOC_Os01g53430.1	no descriptionvery weakly similar to (51.2)AT2G16890| Symbols:  | UDP-glucoronosyl/UDP-glucosyl transferase family protein | chr2:7324020-7326104 FORWARD	misc.UDP glucosyl and glucoronyl transferases	26_2

CUST_22738_PI403524517	2	-0.02971363	-0.40895462	0.1886034	0.029712677	0.2304678	-0.105223656	35_6603	"Cluster: VTC2, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: VTC2, putative, expressed - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QWM9	CHR4V7|COORD:13499268..13501151| VTC2 (VITAMIN C DEFECTIVE 2)	AT4G26850.1	CHR12V5|COORD:4536219..4531910|protein VTC2, putative, expressed	LOC_Os12g08810.1	no descriptionmoderately similar to ( 332)AT4G26850| Symbols: VTC2 | VTC2 (VITAMIN C DEFECTIVE 2) | chr4:13499268-13501151 REVERSEnot assigned	not assigned.unknown	35_2

CUST_177832_PI403524517	2	-0.050911427	-0.52785397	-0.04693699	0.2502432	0.04693699	0.05528879	35_49463	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_24127_PI399408534	2	-0.6935415	0.7830343	0.3181467	0.28641987	-0.959929	-0.28641987	35_21927	"Cluster: Serine/threonine protein kinase; n=1; Triticum aestivum|Rep: Serine/threonine protein kinase - Triticum aestivum (Wheat)"	UniRef90_Q5BQ31	"CHR4V7|COORD:12138182..12140791| CRK10 (CYSTEINE-RICH RLK10); kinase"	AT4G23180.1	CHR11V5|COORD:6591843..6598479|protein protein kinase domain containing protein, expressed	LOC_Os11g11890.1	" no descriptionweakly similar to ( 130)AT4G23180| Symbols: RLK4, CRK10 | CRK10 (CYSTEINE-RICH RLK10); kinase | chr4:12138182-12140791 FORWARDvery weakly similar to (97.1)PSKR_DAUCAPhytosulfokine receptor precursor - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pkinase S_TKc S_TKc TyrKc Pkinase_Tyr PTKc PTKc_Jak_rpt2 PTKc_Trk PTKc_Tyk2_rpt2 PTKc_Jak2_Jak3_rpt2 SPS1 PTKc_Musk PTKc_Ror PTKc_Src_like PTKc_EphR PTKc_DDR PTKc_Abl PTKc_Csk_like PTKc_Fes_like PTKc_Itk PTKc_EphR_A2 PTKc_Jak1_rpt2 PTKc_EGFR_like PTKc_Syk_like PTKc_Aatyk PTKc_Srm_Brk PTKc_DDR2 PTKc_InsR_like PTKc_FAK PTKc_Btk_Bmx PTKc_DDR1 PTKc_Tec_like PTKc_Aatyk1_Aatyk3 PTKc_Frk_like PTKc_EphR_A PTKc_Tie1 PTKc_Ack_like PTKc_TrkB PTKc_TrkC PTKc_EphR_B PTKc_DDR_like PTKc_Tec_Rlk PTKc_Tie2 PTK_HER3 PTKc_c-ros PTKc_Fer PTKc_HER2 PTKc_EGFR PTKc_Yes PTKc_HER4 PTK_Ryk PTKc_Lck_Blk PTKc_TrkA PTKc_Tie "	signalling.receptor kinases.DUF 26	30_2_17

CUST_59425_PI403524517	2	-0.11474514	-0.19007921	0.010079384	0.5111642	0.47723818	-0.010079384	35_16947	Rep: H0105C05.4 protein - Oryza sativa (Rice)	UniRef90_Q25A19	CHR1V7|COORD:22794991..22796422| BAN (BANYULS)	AT1G61720.1	CHR04V5|COORD:31866464..31869265|protein leucoanthocyanidin reductase, putative, expressed	LOC_Os04g53850.2	no descriptionmoderately similar to ( 227)AT1G61720| Symbols: BAN | BAN (BANYULS) | chr1:22794991-22796422 REVERSEweakly similar to ( 181)DFRA_MAIZEDihydroflavonol-4-reductase - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned WcaG Epimerase PRK12323	secondary metabolism.flavonoids.dihydroflavonols	16_8_3

CUST_141758_PI403524517	2	-0.10184288	0.2958336	0.07278156	-0.18865108	-0.07278252	0.10294342	35_39731	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_176953_PI403524517	2	-0.14205313	0.25046396	-0.016971588	0.016971588	-0.12177849	0.18358755	35_49233	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_125294_PI403524517	2	-0.03480816	0.14301014	-0.02247715	-0.093455315	0.12037468	0.02247715	35_35293	Rep: Hypothetical protein - Gibberella zeae (Fusarium graminearum)	UniRef90_Q4HVM2	"CHR3V7|COORD:3972611..3973871| Identical to DNA replication complex GINS protein PSF2 [Arabidopsis Thaliana] (GB:Q9C7A8;GB:Q5EAG9;GB:Q9LHF6); similar to"	AT3G12530.1	CHR01V5|COORD:8179897..8175701|protein DNA replication complex GINS protein PSF2, putative, expressed	LOC_Os01g14610.2	" no descriptionweakly similar to ( 110)AT3G12530| Symbols:  | Identical to DNA replication complex GINS protein PSF2 [Arabidopsis Thaliana] (GB:Q9C7A8;GB:Q5EAG9;GB:Q9LHF6); similar to At3g12530-like protein [Boechera stricta] (GB:ABB89770.1); contains InterPro domain GINS complex, Psf2 component; (InterPro:IPR007257) | chr3:3972611-3973735 REVERSEnot assigned not assigned Psf2 GMC_oxred_C PRK02106 COG5093 BetA "	DNA.synthesis/chromatin structure	28_1

CUST_16794_PI404877155	2	-0.077430725	0.54731655	0.19945526	-0.02717781	0.0053195953	-0.0053195953	HI12K05r_s_at	ChaC-like family protein [Arabidopsis thaliana] gb|AAP21219.1| At4g31290 [Arabidopsis thaliana]	NP_567871.1	ChaC-like family protein	At4g31290.1	protein ChaC-like protein	Os02g26700	cation transport protein ChaC	transport.unspecified cations	34_14

CUST_126164_PI403524517	2	-0.24794817	-0.8289814	0.08370733	0.22580338	0.5170388	-0.083706856	35_35517	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_134505_PI403524517	2	-0.11108637	0.22856903	0.42076397	-0.24504232	-0.09831762	0.09831715	35_37739	"Cluster: Os04g0205900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os04g0205900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JET3	"CHR2V7|COORD:18159356..18160792| GT/UGT74F2 (UDP-GLUCOSYLTRANSFERASE 74F2); UDP-glucosyltransferase/ UDP-glycosyltransferase/ transferase, transferring"	AT2G43820.1	CHR04V5|COORD:7143586..7146244|protein indole-3-acetate beta-glucosyltransferase, putative, expressed	LOC_Os04g12980.1	no description	not assigned.unknown	35_2

CUST_138345_PI403524517	2	0.22272396	-0.303895	0.40898418	-0.18155766	0.050616264	-0.050616264	35_38804	Rep: Serine/arginine repetitive matrix 1 - Brachydanio rerio (Zebrafish) (Danio rerio)	UniRef90_Q6PEG8	"CHR2V7|COORD:18116379..18118664| IQD14; calmodulin binding"	AT2G43680.2	0	0	no description	not assigned.unknown	35_2

CUST_81024_PI403524517	2	-0.006829262	0.4192648	0.006829262	-0.13292885	-0.04604149	0.072678566	35_23240	0	0	0	0	CHR06V5|COORD:7052690..7055224|protein zinc finger protein 291, putative, expressed	LOC_Os06g12882.1	no description	not assigned.unknown	35_2

CUST_33537_PI403524517	2	-0.78737545	0.93926716	0.0032730103	-0.32974434	-0.0032730103	0.24900913	35_9669	"Cluster: Os08g0205800 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os08g0205800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J7B6	"CHR2V7|COORD:13685154..13685631| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G32190.1); similar to conserved hypothetical protein [Medicago"	AT2G32210.1	CHR08V5|COORD:6162007..6162950|protein expressed protein	LOC_Os08g10500.2	no description	not assigned.unknown	35_2

CUST_86482_PI403524517	2	0.059883118	-0.01974678	-0.07492638	-0.04669094	0.01974678	0.044423103	35_24767	"Cluster: Hypothetical protein OJ1119_H02.21; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1119_H02.21 - Oryza sativa (japonica cultiv"	UniRef90_Q6AVM2	CHR5V7|COORD:16148882..16151908| PWWP domain-containing protein	AT5G40340.1	CHR05V5|COORD:23994677..23992386|protein zz domain protein, putative, expressed	LOC_Os05g41100.1	no descriptionnot assigned not assigned not assigned not assigned CDC27	not assigned.unknown	35_2

CUST_29272_PI403524517	2	0.10434008	-0.031401634	-0.074491024	0.25762892	0.007748604	-0.0077490807	35_8458	"Cluster: Os11g0543700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os11g0543700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0ISA6	CHR1V7|COORD:4398586..4405493| importin-related	AT1G12930.1	CHR11V5|COORD:19482440..19469714|protein expressed protein	LOC_Os11g34120.1	no descriptionvery weakly similar to (62.0)AT1G12930| Symbols:  | importin-related | chr1:4398586-4405493 REVERSEnot assigned not assigned	protein.targeting.nucleus	29_3_1

CUST_15250_PI404877155	2	-0.04119301	0.20388794	-0.028199196	-0.0050621033	0.005063057	0.15169716	Contig9113_s_at	conserved oligomeric Golgi complex component-related / COG complex component-related [Arabidopsis thaliana]	NP_568256.1	conserved oligomeric Golgi complex component-related / COG complex component-related	At5g11980.1	protein Dor1-like family, putative	Os12g35290	decay-accelerating factor precursor	minor CHO metabolism.others	3_5

CUST_105081_PI403524517	2	0.06465292	0.23718357	-0.054088593	-0.1615696	0.054088116	-0.32834244	35_29934	Rep: AT3g03310/T21P5_27 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q93V61	CHR3V7|COORD:778774..781495| lecithin:cholesterol acyltransferase family protein / LACT family protein	AT3G03310.1	CHR09V5|COORD:19964721..19969670|protein phospholipase A1, putative, expressed	LOC_Os09g33820.1	no descriptionvery weakly similar to (89.7)AT3G03310| Symbols:  | lecithin:cholesterol acyltransferase family protein / LACT family protein | chr3:778774-781495 REVERSEnot assigned	lipid metabolism.'exotics' (steroids, squalene etc).phosphatidylcholine¿sterol O-acyltransferase	11_8_10

CUST_22597_PI399408534	2	0.061649323	0.08082771	-0.26068306	-0.14404964	-0.061649323	0.062849045	35_22457	"Cluster: Putative leucine-rich repeat/receptor protein kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative leucine-rich repeat/receptor protein ki"	UniRef90_Q6Z3S1	CHR1V7|COORD:25301140..25303847| leucine-rich repeat family protein	AT1G67510.1	CHR08V5|COORD:24927900..24930560|protein ATP binding protein, putative, expressed	LOC_Os08g39590.1	no descriptionweakly similar to ( 122)AT1G67510| Symbols:  | leucine-rich repeat family protein | chr1:25301140-25303847 REVERSEvery weakly similar to (72.8)PSKR_DAUCAPhytosulfokine receptor precursor - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07764 PRK12323 FAP PRK07003	protein.postranslational modification.kinase.receptor like cytoplasmatic kinase VII	29_4_1_57

CUST_95372_PI403524517	2	0.14974213	0.0044202805	-0.042479515	-0.0599823	-0.0044202805	0.0857048	35_27254	"Cluster: Os02g0250300 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0250300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E2D1	CHR1V7|COORD:6125525..6127269| DNA-binding bromodomain-containing protein	AT1G17790.1	CHR02V5|COORD:8490617..8498387|protein DNA binding protein, putative, expressed	LOC_Os02g15220.3	no description	not assigned.unknown	35_2

CUST_13708_PI404877155	2	-0.11349106	0.14009762	0.008638382	-0.06288624	-0.008638382	0.036442757	Contig7435_at	probable bis(5'-nucleosyl)-tetraphosphatase (asymmetrical)  (EC 3.6.1.17) - barley emb|CAB17083.1| diadenosine 5',5'-P1,P4-tetraphosphate hy	T06209	diadenosine 5',5'-P1,P4-tetraphosphate hydrolase, putative	At3g10620.1	protein NUDIX domain	Os04g58900	diadenosine 5 ,5   -P1,P4-tetraphosphate hydrolase	signalling.phosphinositides	30_4

CUST_91674_PI403524517	2	-0.08551788	0.033071518	0.18264866	-0.033071518	-0.046502113	0.056895256	35_26212	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_7667_PI399408534	2	-0.57636595	0.42688465	0.38458967	0.03323555	-0.03323555	-0.20879507	35_8995	Rep: Os09g0106700 protein - Oryza sativa (japonica cultivar-group)	UniRef90_Q0J3I9	"CHR2V7|COORD:9911975..9912904| AtMYB70 (myb domain protein 70); DNA binding / transcription factor"	AT2G23290.1	CHR09V5|COORD:657374..655442|protein sucrose responsive element binding protein, putative, expressed	LOC_Os09g01960.1	"no descriptionmoderately similar to ( 203)AT2G23290| Symbols: AtMYB70 | AtMYB70 (myb domain protein 70); DNA binding / transcription factor | chr2:9911975-9912904 REVERSEweakly similar to ( 107)MYB4_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned REB1 SANT Myb_DNA-binding SANT"	RNA.regulation of transcription.MYB domain transcription factor family	27_3_25

CUST_5630_PI403524517	2	0.15015316	-0.6852732	-0.10371876	0.09866333	-0.013047218	0.013047218	35_1557	Rep: H0211A12.16 protein - Oryza sativa (Rice)	UniRef90_Q01KV8	CHR5V7|COORD:19406032..19407635| NADH-ubiquinone oxidoreductase B8 subunit, putative	AT5G47890.1	CHR04V5|COORD:14043157..14037914|protein NADH-ubiquinone oxidoreductase 10.5 kDa subunit, putative, expressed	LOC_Os04g24520.1	 no descriptionweakly similar to ( 144)AT5G47890| Symbols:  | NADH-ubiquinone oxidoreductase B8 subunit, putative | chr5:19406032-19407635 FORWARDnot assigned L51_S25_CI-B8 	mitochondrial electron transport / ATP synthesis.NADH-DH.localisation not clear	9_1_2

CUST_130021_PI403524517	2	0.18286896	-0.016989708	0.09781456	-0.27285194	-0.058838367	0.016990185	35_36518	"Cluster: Putative peroxidase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative peroxidase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8GVG0	CHR5V7|COORD:4558864..4560030| peroxidase, putative	AT5G14130.1	CHR07V5|COORD:26601942..26603275|protein peroxidase 1 precursor, putative, expressed	LOC_Os07g44550.1	 no descriptionvery weakly similar to (71.2)AT5G14130| Symbols:  | peroxidase, putative | chr5:4558864-4560030 REVERSEvery weakly similar to (69.7)PER2_CUCSAPeroxidase 2 - Cucumis sativus (Cucumber)secretory_peroxidase plant_peroxidase 	misc.peroxidases	26_12

CUST_178176_PI403524517	2	0.09325981	0.20747662	0.019580841	-0.12914181	-0.019581795	-0.028596878	35_49554	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_24991_PI403524517	2	0.27462196	-0.20561028	0.049610138	-0.012329102	0.012328148	-0.1336937	35_7253	"Cluster: Os02g0724600 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0724600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DXZ5	CHR4V7|COORD:13419635..13423424| nucleolar protein, putative	AT4G26600.1	CHR02V5|COORD:30104372..30109753|protein proliferating-cell nucleolar antigen p120, putative, expressed	LOC_Os02g49270.1	 no descriptionmoderately similar to ( 303)AT4G26600| Symbols:  | nucleolar protein, putative | chr4:13419635-13423424 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Sun Nol1_Nop2_Fmu yebU PRK02363 PRK10901 RAP1 PRK07764 BUD22 TT_ORF1 AF-4 TFIIF_alpha CobT CobT Daxx PRK05648 	DNA.synthesis/chromatin structure	28_1

CUST_64427_PI403524517	2	-0.080750465	0.26491356	0.07907677	-0.021055222	-0.14535046	0.021055222	35_18396	"Cluster: Hypothetical protein P0446G04.43-2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0446G04.43-2 - Oryza sativa (japonica cultiv"	UniRef90_Q8S227	CHR5V7|COORD:23715222..23716731| selenium binding	AT5G58640.2	CHR01V5|COORD:35939952..35936466|protein selT-like protein precursor, putative, expressed	LOC_Os01g61580.1	no descriptionmoderately similar to ( 205)AT5G58640| Symbols:  | selenium binding | chr5:23715222-23716731 FORWARDnot assigned	not assigned.no ontology	35_1

CUST_77650_PI403524517	2	0.083358765	0.057956696	0.023544312	-0.123342514	-0.023545265	-0.1824913	35_22260	"Cluster: Expressed protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10K57	"CHR3V7|COORD:18687418..18694926| similar to cupin family protein [Arabidopsis thaliana] (TAIR:AT2G18540.1); similar to Unknown protein [Oryza sativa (japonica"	AT3G50370.1	CHR03V5|COORD:15939931..15945354|protein expressed protein	LOC_Os03g27820.1	"no descriptionweakly similar to ( 172)AT3G50370| Symbols:  | similar to cupin family protein [Arabidopsis thaliana] (TAIR:AT2G18540.1); similar to Unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAK52550.1) | chr3:18687418-18694926 REVERSE"	not assigned.unknown	35_2

CUST_130201_PI403524517	2	-0.15088797	-0.021243572	0.054172993	0.17960358	0.021243095	-0.18699312	35_36566	Rep: Ribosomal protein L35A - Zea mays (Maize)	UniRef90_A0EVF3	CHR1V7|COORD:2168651..2169702| 60S ribosomal protein L35a (RPL35aA)	AT1G07070.1	CHR02V5|COORD:33353475..33355613|protein 60S ribosomal protein L33-B, putative, expressed	LOC_Os02g54470.2	no descriptionweakly similar to ( 163)AT1G74270| Symbols:  | 60S ribosomal protein L35a (RPL35aC) | chr1:27932076-27933127 REVERSEnot assigned Ribosomal_L35Ae COG2451 PRK04337	protein.synthesis.misc ribososomal protein	29_2_2

CUST_8172_PI399408534	2	0.035432816	-0.17094421	-0.011257172	0.011256218	0.11117554	-0.26588058	35_50177	"Cluster: RB-binding protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: RB-binding protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5Z405	CHR1V7|COORD:23548603..23555611| transcription factor jumonji (jmjC) domain-containing protein	AT1G63490.1	CHR06V5|COORD:31186614..31183920|protein PHD-finger family protein, expressed	LOC_Os06g51490.1	no descriptionweakly similar to ( 103)AT1G63490| Symbols:  | transcription factor jumonji (jmjC) domain-containing protein | chr1:23548603-23555611 REVERSE	RNA.regulation of transcription.JUMONJI family	27_3_57

CUST_17368_PI403524517	2	0.070755005	-0.24311256	-0.15603256	-0.012171745	0.052970886	0.012170792	35_5016	"Cluster: Signal peptide peptidase, putative; n=3; Oryza sativa (japonica cultivar-group)|Rep: Signal peptide peptidase, putative - Oryza sativa (japonica cultiv"	UniRef90_Q53P98	CHR2V7|COORD:17918310..17921853| protease-associated (PA) domain-containing protein	AT2G43070.1	CHR11V5|COORD:13496290..13507143|protein signal peptide peptidase-like 2B, putative, expressed	LOC_Os11g24540.2	no descriptionmoderately similar to ( 389)AT2G43070| Symbols:  | protease-associated (PA) domain-containing protein | chr2:17918310-17921853 REVERSEnot assigned not assigned Peptidase_A22B PSN COG3389 DUF1119 MFS_1	protein.degradation	29_5

CUST_120167_PI403524517	2	0.08334637	0.3303237	0.09663105	-0.08334637	-0.5069814	-0.12666464	35_33979	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_178249_PI403524517	2	-0.3663063	0.27901077	0.09036827	0.1898508	-0.15866852	-0.09036732	35_49572	"Cluster: Hypothetical protein P0560C03.4; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0560C03.4 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6L4H2	CHR1V7|COORD:6185025..6187195| zinc finger (C3HC4-type RING finger) family protein	AT1G17970.1	CHR05V5|COORD:27234142..27237281|protein protein binding protein, putative, expressed	LOC_Os05g47670.1	no descriptionvery weakly similar to (86.7)AT1G17970| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr1:6185025-6187195 FORWARDvery weakly similar to (52.4)EL5_ORYSAnot assigned not assigned RING HRD1 COG5540 RING	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_74878_PI403524517	2	-0.028461456	1.2004118	0.028461456	-0.34927464	-0.4903121	0.14065647	35_21468	"Cluster: Immunophilin / FKBP-type peptidyl-prolyl cis-trans isomerase-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Immunophilin / FKBP-type"	UniRef90_Q6H725	CHR4V7|COORD:13404628..13406184| immunophilin / FKBP-type peptidyl-prolyl cis-trans isomerase family protein	AT4G26555.1	CHR02V5|COORD:5569801..5567952|protein FK506 binding protein, putative, expressed	LOC_Os02g10590.2	no descriptionweakly similar to ( 113)AT4G26555| Symbols:  | immunophilin / FKBP-type peptidyl-prolyl cis-trans isomerase family protein | chr4:13404628-13406184 REVERSE	protein.folding	29_6

CUST_2157_PI403524517	2	-0.99732876	-1.7959709	2.6100512	0.87754536	1.4807091	-0.87754536	35_578	"Cluster: GDSL-like Lipase/Acylhydrolase family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: GDSL-like Lipase/Acylhydrolase"	UniRef90_Q2QNG2	CHR2V7|COORD:12930132..12931448| GDSL-motif lipase/hydrolase family protein	AT2G30310.1	CHR12V5|COORD:23265644..23261363|protein GDSL-motif lipase/hydrolase-like protein, putative, expressed	LOC_Os12g37910.2	no descriptionvery weakly similar to (56.2)AT2G30310| Symbols:  | GDSL-motif lipase/hydrolase family protein | chr2:12930132-12931448 FORWARDSGNH_plant_lipase_like	misc.GDSL-motif lipase	26_28

CUST_12444_PI404877155	2	0.17070103	0.82774925	-0.17070007	-0.24002934	-0.29724312	0.32902527	Contig6173_at	P-type ATPase [Hordeum vulgare]	CAC40035.1	calcium-transporting ATPase 8, plasma membrane-type / Ca(2+)-ATPase isoform 8 (ACA8)	At5g57110.1	protein calcium-translocating P-type ATPase, PMCA-type	Os04g51610	"calcium-transporting ATPase, plasma membrane-type, putative / Ca2+-ATPase, putative (ACA10), identical to SP:Q9SZR1 Potential calcium-transporting ATPase 10, plasma membrane-type (EC 3.6.3.8) (Ca(2+)-ATPase isoform 10) {Arabidopsis thaliana}; similar to S"	transport.calcium	34_21

CUST_96823_PI403524517	2	0.0858078	0.17862892	-0.0858078	0.095986366	-0.31948948	-0.16106796	35_27653	"Cluster: RNA-directed RNA polymerase 2; n=1; Hordeum vulgare subsp. vulgare|Rep: RNA-directed RNA polymerase 2 - Hordeum vulgare var. distichum (Two-rowed barle"	UniRef90_Q6RFH9	"CHR1V7|COORD:5094312..5097812| RDR1 (RNA-DEPENDENT RNA POLYMERASE 1); RNA-directed RNA polymerase/ nucleic acid binding"	AT1G14790.1	CHR02V5|COORD:30723194..30730590|protein RNA-directed RNA polymerase 2, putative, expressed	LOC_Os02g50330.1	" no descriptionmoderately similar to ( 254)AT1G14790| Symbols: ATRDRP1, RDR1 | RDR1 (RNA-DEPENDENT RNA POLYMERASE 1); RNA-directed RNA polymerase/ nucleic acid binding | chr1:5094312-5097812 REVERSEnot assigned RdRP "	RNA.transcription	27_2

CUST_99490_PI403524517	2	0.06783867	-0.013342857	0.0033226013	-0.03993416	-0.0033226013	0.093076706	35_28399	"Cluster: Os01g0708400 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0708400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JJY8	CHR1V7|COORD:27376215..27379840| casein kinase, putative	AT1G72710.1	CHR01V5|COORD:29758448..29763313|protein casein kinase I isoform delta-like, putative, expressed	LOC_Os01g51200.1	no description	not assigned.unknown	35_2

CUST_15239_PI403524517	2	0.18869114	-0.40730572	-0.03927803	-0.0320673	0.0320673	0.09186363	35_4392	"Cluster: P0044F08.14 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: P0044F08.14 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q9AWU8	CHR3V7|COORD:1853054..1854679| heavy-metal-associated domain-containing protein	AT3G06130.1	CHR01V5|COORD:1401590..1403989|protein heavy metal-associated domain containing protein, expressed	LOC_Os01g03490.1	no descriptionweakly similar to ( 114)AT1G23000| Symbols:  | heavy-metal-associated domain-containing protein | chr1:8143603-8144854 FORWARDnot assigned not assigned not assigned PRK10577 HMA Glutenin_hmw HMA PRK12678	metal handling.binding, chelation and storage	15_2

CUST_137029_PI403524517	2	-0.024879932	0.25731277	0.23197556	-0.06938982	-0.5241566	0.02488041	35_38429	"Cluster: Putative shoot gravitropism 2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative shoot gravitropism 2 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ZC54		0	CHR08V5|COORD:564966..554654|protein SGR2, putative, expressed	LOC_Os08g01920.1	no description	not assigned.unknown	35_2

CUST_121440_PI403524517	2	0.60280704	0.023528099	-0.023527622	-0.037161827	-0.19411421	1.1468577	35_34299	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_27550_PI403524517	2	0.2267766	0.091617584	-0.025073528	-0.274189	-0.7357192	0.025073051	35_7971	"Cluster: Putative cyclic nucleotide-gated calmodulin-binding ion channel; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative cyclic nucleotide-gated"	UniRef90_Q6EN46	"CHR5V7|COORD:21555056..21557716| CNGC1 (CYCLIC NUCLEOTIDE GATED CHANNEL 1); calmodulin binding / cation channel/ cyclic nucleotide binding / inward rectifier"	AT5G53130.1	CHR02V5|COORD:8756040..8746950|protein cyclic nucleotide-gated ion channel 1, putative, expressed	LOC_Os02g15580.3	" no descriptionweakly similar to ( 192)AT5G53130| Symbols: ATCNGC1, CNGC1 | CNGC1 (CYCLIC NUCLEOTIDE GATED CHANNEL 1); calmodulin binding / cation channel/ cyclic nucleotide binding / inward rectifier potassium channel | chr5:21555056-21557716 REVERSEnot assigned "	transport.cyclic nucleotide or calcium regulated channels	34_22

CUST_143432_PI403524517	2	0.8798485	0.8557563	0.080438614	-0.18009043	-0.19587564	-0.080438614	35_40188	"Cluster: Os01g0277700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0277700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JNM7	"CHR5V7|COORD:7156358..7157492| similar to Os01g0277700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001042737.1); similar to unknown protein [Oryza"	AT5G21070.1	CHR01V5|COORD:9746858..9750548|protein expressed protein	LOC_Os01g17020.1	"no descriptionvery weakly similar to (55.5)AT5G21070| Symbols:  | similar to Os01g0277700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001042737.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD81147.1) | chr5:7156358-7157492 FORWARD"	not assigned.unknown	35_2

CUST_30119_PI403524517	2	-0.017428398	-0.26635265	0.017428398	-0.09451103	0.11937046	0.10338211	35_8692	"Cluster: Hypothetical protein OSJNBa0091J19.19; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0091J19.19 - Oryza sativa (japonica"	UniRef90_Q9AY61	CHR5V7|COORD:4543267..4545258| pentatricopeptide (PPR) repeat-containing protein	AT5G14080.1	CHR03V5|COORD:32382915..32379821|protein expressed protein	LOC_Os03g56960.1	no descriptionmoderately similar to ( 343)AT5G14080| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr5:4543267-4545258 REVERSEweakly similar to ( 107)RF1_ORYSAnot assigned not assigned Tymo_45kd_70kd	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_54425_PI403524517	2	0.11636162	-0.1361332	0.045653343	-0.04565239	0.104953766	-0.08364487	35_15493	Rep: Hypothetical protein - Trichomonas vaginalis G3	UniRef90_A2DFD4	"CHR1V7|COORD:21242474..21244042| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G28770.1); similar to KED [Nicotiana tabacum] (GB:BAA95789.1)"	AT1G56660.1	CHR03V5|COORD:21687618..21692715|protein expressed protein	LOC_Os03g39129.1	"no descriptionvery weakly similar to (58.5)AT1G56660| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G28770.1); similar to KED [Nicotiana tabacum] (GB:BAA95789.1) | chr1:21242474-21244042 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned CDC27 Mpp10 tolA MDN1 TolA TolA Caldesmon DUF612"	not assigned.unknown	35_2

CUST_60795_PI403524517	2	0.14484882	0.039079666	0.017344475	-0.26077747	-0.017344475	-0.23233032	35_17339	"Cluster: Putative anthranilate phosphoribosyltransferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative anthranilate phosphoribosyltransferase - Ory"	UniRef90_Q60EW9	CHR3V7|COORD:21442175..21444496| C2 domain-containing protein	AT3G57880.1	CHR05V5|COORD:17730932..17735324|protein phosphoribosylanthranilate transferase, putative, expressed	LOC_Os05g30750.7	no descriptionmoderately similar to ( 480)AT3G57880| Symbols:  | C2 domain-containing protein | chr3:21442175-21444496 REVERSEnot assigned not assigned not assigned not assigned not assigned C2 C2 C2 C2_1 C2_2	not assigned.no ontology.C2 domain-containing protein	35_1_19

CUST_16396_PI404877155	2	-0.0027627945	0.22530651	0.020843506	0.0027618408	-0.026626587	-0.048202515	HA10P21u_at	Vacuolar ATP synthase 16 kDa proteolipid subunit gb|AAA68175.1| H+-ATPase	Q40635	vacuolar ATP synthase 16 kDa proteolipid subunit 2 / V-ATPase 16 kDa proteolipid subunit 2 (AVAP2) (AVA-P2)	At1g19910.1	protein V-type ATPase, C subunit, putative	Os11g06890	gi|12861252|dbj|BAB32150.1| unnamed protein product	transport.p- and v-ATPases	34_1

CUST_6259_PI404877155	2	-0.6005554	1.2192764	0.2746439	0.06408596	-0.2704754	-0.064086914	Contig18796_at	ethylene-responsive transciptional coactivator-like protein [Retama raetam]	AAL32037.2	ethylene-responsive transcriptional coactivator, putative	At3g24500.1	protein ethylene-responsive transciptional coactivator-like protein	Os06g39240	ethylene-responsive transciptional coactivator-like protein	hormone metabolism.ethylene.induced-regulated-responsive-activated	17_5_3

CUST_66489_PI403524517	2	0.086649895	-0.22839928	0.09741211	-0.018185616	-0.04285717	0.018185616	35_18987	"Cluster: Hypothetical protein OSJNBa0030C08.6; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0030C08.6 - Oryza sativa (japonica cu"	UniRef90_Q6K1Z8	0	0	CHR02V5|COORD:23763521..23766973|protein expressed protein	LOC_Os02g39390.2	no description	not assigned.unknown	35_2

CUST_14468_PI404877155	2	0.0020170212	0.16455746	0.21512318	-0.0020170212	-0.42103863	-0.09411335	Contig8305_at	heat shock protein 101 [Triticum aestivum]	AAD22629.1	heat shock protein 101 (HSP101)	At1g74310.1	protein Clp amino terminal domain, putative	Os05g44340	heat shock protein 101	stress.abiotic.heat	20_2_1

CUST_25362_PI403524517	2	0.14176083	-0.47018528	0.049240112	-0.049240112	-0.07536411	0.05112934	35_7351	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_91875_PI403524517	2	0.08153629	0.4427204	0.19315338	-0.17176247	-0.25732803	-0.08153725	35_26270	"Cluster: Vacuolar sorting receptor 1, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Vacuolar sorting receptor 1, putative, expressed - O"	UniRef90_Q2QYK3	CHR3V7|COORD:19598977..19602668| ATELP1 (VACUOLAR SORTING RECEPTOR HOMOLOG)	AT3G52850.1	CHR11V5|COORD:746744..741794|protein vacuolar sorting receptor 1 precursor, putative, expressed	LOC_Os11g02464.1	 no descriptionmoderately similar to ( 215)AT3G52850| Symbols: VSR1, BP-80, ATELP, VSR-1, BP80, BP80B, ATELP1 | ATELP1 (VACUOLAR SORTING RECEPTOR HOMOLOG) | chr3:19598977-19602668 FORWARDweakly similar to ( 179)VSR1_PEAVacuolar-sorting receptor 1 precursor - Pisum sativum (Garden pea)not assigned PA_VSR PA_C_RZF_like PA PA PA_subtilisin_1 	protein.targeting.secretory pathway.vacuole	29_3_4_3

CUST_146888_PI403524517	2	0.005914688	0.19121265	0.020272255	-0.13350105	-0.0059137344	-0.13907433	35_41114	"Cluster: Putative mitochondrial carrier protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative mitochondrial carrier protein - Oryza sativa (japonic"	UniRef90_Q5ZDR4	CHR5V7|COORD:5087593..5089680| mitochondrial substrate carrier family protein	AT5G15640.1	CHR01V5|COORD:12692289..12687181|protein expressed protein	LOC_Os01g22600.1	no descriptionweakly similar to ( 156)AT5G15640| Symbols:  | mitochondrial substrate carrier family protein | chr5:5087593-5089680 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Mito_carr	transport.metabolite transporters at the mitochondrial membrane	34_9

CUST_32413_PI403524517	2	-0.2858286	-0.49996376	-0.077726364	0.9944477	0.07772589	0.3658867	35_9347	Rep: OSIGBa0113I13.1 protein - Oryza sativa (Rice)	UniRef90_Q01KE6	"CHR4V7|COORD:14627233..14627436| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G57123.1); similar to conserved hypothetical protein [Medicago"	AT4G29905.1	CHR04V5|COORD:30397232..30396332|protein expressed protein	LOC_Os04g51680.1	"no descriptionvery weakly similar to (60.1)AT5G57123| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G29905.1); similar to conserved hypothetical protein [Medicago truncatula] (GB:ABD28467.1); contains domain Glucocorticoid receptor-like (DNA-binding domain) (SSF57716) | chr5:23144441-23144644 REVERSE"	not assigned.unknown	35_2

CUST_53693_PI403524517	2	-0.016064644	-0.25049973	0.20077229	0.07977581	0.005501747	-0.005501747	35_15280	"Cluster: Putative acyl-CoA oxidase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative acyl-CoA oxidase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8H631	CHR4V7|COORD:9424918..9428710| ACX1 (ACYL-COA OXIDASE 1)	AT4G16760.1	CHR06V5|COORD:226793..231808|protein acyl-coenzyme A oxidase 1.2, peroxisomal, putative, expressed	LOC_Os06g01390.1	 no descriptionnearly identical (1041)AT4G16760| Symbols: ATACX1, ACX1 | ACX1 (ACYL-COA OXIDASE 1) | chr4:9424918-9428710 REVERSEmoderately similar to ( 276)ACOX2_CUCMAAcyl-coenzyme A oxidase, peroxisomal precursor - Cucurbita maxima (Pumpkin) (Winter squash)not assigned not assigned not assigned not assigned not assigned not assigned not assigned AXO ACOX ACAD CaiA GCD SCAD/SBCAD LCAD IBD IVD VLCAD Acyl-CoA_dh_M MCAD PRK12323 ACAD_fadE6_17_26 	lipid metabolism.lipid degradation.beta-oxidation.acyl CoA DH	11_9_4_2

CUST_3318_PI403524517	2	-0.18643379	0.04039955	0.15592003	0.021190643	-0.02119255	-0.18375969	35_906	Rep: CI2C - Hordeum vulgare (Barley)	UniRef90_Q8LLA7	CHR2V7|COORD:16243624..16244128| protease inhibitor, putative	AT2G38870.1	CHR12V5|COORD:22160429..22159864|protein subtilisin-chymotrypsin inhibitor CI-1B, putative, expressed	LOC_Os12g36210.1	 no descriptionvery weakly similar to (52.0)AT2G38870| Symbols:  | protease inhibitor, putative | chr2:16243624-16244128 REVERSEvery weakly similar to (78.6)ICI2_HORVUSubtilisin-chymotrypsin inhibitor-2A - Hordeum vulgare (Barley)potato_inhibit 	stress.biotic	20_1

CUST_20309_PI399408534	2	0.091303825	-0.448555	0.14382315	0.06735468	-0.070393085	-0.0673542	35_18045	"Cluster: Ras-related protein Rab11D, putative, expressed; n=2; Oryza sativa|Rep: Ras-related protein Rab11D, putative, expressed - Oryza sativa (japonica cultiv"	UniRef90_Q338Z5	"CHR5V7|COORD:26100663..26101776| AtRABA4a (Arabidopsis Rab GTPase homolog A4a); GTP binding"	AT5G65270.1	CHR10V5|COORD:11721568..11716662|protein ras-related protein Rab11D, putative, expressed	LOC_Os10g23100.1	"no descriptionmoderately similar to ( 327)AT5G65270| Symbols: AtRABA4a | AtRABA4a (Arabidopsis Rab GTPase homolog A4a); GTP binding | chr5:26100663-26101776 FORWARDmoderately similar to ( 338)RB11D_TOBACRas-related protein Rab11D - Nicotiana tabacum (Common tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Rab11_like RAB Ras Rab Rab5_related Rab4 Rab2 Rab1_Ypt1 Rab8_Rab10_Rab13_like Rab14 Rab19 Rab18 Rab6 Rab39 Rab30 RabA_like Rab35 Rab21 Rab26 Rab7 Rab3 Rab32_Rab38 Ras Rab33B_Rab33A Ras_like_GTPase Rab27A Rab15 RAS Rab12 COG1100 Rab23_lke Rab9 RJL Rab40 Rab28 RheB Rab36_Rab34 Rab24 RalA_RalB M_R_Ras_like Rap_like Ras2 RabL2 H_N_K_Ras_like Rho RSR1 Ran RabL4 Rit_Rin_Ric Rap1 RERG_RasL11_like RHO Spg1 ARHI_like Rap2 Rab20 Rho4_like RAN Wrch_1 RGK RhoA_like Rop_like Miro Rho2 Ras_dva Rhes_like Rho3 Rac1_like Tc10 RabL3 Arf_Arl Miro1 RhoG Arf Rnd3_RhoE_Rho8 Arl5_Arl8 Arfrp1 Rnd ARLTS1 Arf6 Rnd2_Rho7 ARF Cdc42 Arl10_like Arf1_5_like ARD1 Rnd1_Rho6 COG2229 RRP22 Arl4_Arl7 RhoBTB"	signalling.G-proteins	30_5

CUST_15828_PI404877155	2	-0.03269863	0.63352966	0.032699585	-0.14495087	-0.12053394	0.037503242	Contig9681_at	putative peptide transporter [Oryza sativa (japonica cultivar-group)] gb|AAP55180.1| putative peptide transporter [Oryza sativa (japonica	NP_922894.1	peptide transporter (PTR2-B) / oligopeptide transporter 1-1, putative (OPT1-1)	At2g02040.1	protein putative peptide transporter	Os10g42870	proton-dependent oligopeptide transport (POT) family protein, contains Pfam profile: PF00854 POT family	transport.peptides and oligopeptides	34_13

CUST_56240_PI403524517	2	0.047700882	0.5551319	0.109191895	-0.24373722	-0.04769993	-0.093655586	35_16007	Rep: B0616E02-H0507E05.7 protein - Oryza sativa (Rice)	UniRef90_Q01HW5	CHR4V7|COORD:5703496..5705177| arginase	AT4G08900.1	CHR04V5|COORD:387037..391485|protein arginase, putative, expressed	LOC_Os04g01590.1	no descriptionhighly similar to ( 579)AT4G08900| Symbols:  | arginase | chr4:5703496-5705177 FORWARDhighly similar to ( 501)ARGI_SOYBNArginase - Glycine max (Soybean)not assigned not assigned Arginase SpeB PRK02190 PRK01722	amino acid metabolism.degradation.glutamate family.arginine	13_2_2_3

CUST_97301_PI403524517	2	-0.21784306	0.63733006	0.005355835	0.074786186	-0.0062179565	-0.005355835	35_27791	"Cluster: Os07g0633000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os07g0633000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D4D9	"CHR5V7|COORD:15843513..15844745| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G39520.1); similar to hypothetical protein MtrDRAFT_AC119412g1v1"	AT5G39530.1	CHR03V5|COORD:3664421..3661992|protein expressed protein	LOC_Os03g07200.2	"no descriptionweakly similar to ( 154)AT5G39530| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G39520.1); similar to hypothetical protein MtrDRAFT_AC119412g1v1 [Medicago truncatula] (GB:ABE86761.1) | chr5:15843513-15844745 REVERSEDUF1997"	not assigned.unknown	35_2

CUST_113866_PI403524517	2	0.24736404	-0.10024452	0.01570034	-0.01570034	-0.2760496	0.21906185	35_32314	"Cluster: Hypothetical protein OSJNBa0090O10.9; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0090O10.9 - Oryza sativa (japonica cu"	UniRef90_Q8GZX4	CHR2V7|COORD:9606630..9611706| kinesin motor protein-related	AT2G22610.1	CHR02V5|COORD:23940643..23937826|protein expressed protein	LOC_Os02g39650.1	no descriptionweakly similar to ( 109)AT2G22610| Symbols:  | kinesin motor protein-related | chr2:9606630-9611706 FORWARD	cell.organisation	31_1

CUST_42812_PI403524517	2	0.0025491714	-0.22245502	-0.16470623	0.028241158	0.06652641	-0.0025491714	35_12296	"Cluster: Ankyrin-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Ankyrin-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q941U5	CHR2V7|COORD:16586064..16589359| dehydration-responsive family protein	AT2G39750.1	CHR01V5|COORD:36700808..36695076|protein ankyrin-like protein, putative, expressed	LOC_Os01g62800.1	no descriptionmoderately similar to ( 318)AT2G39750| Symbols:  | dehydration-responsive family protein | chr2:16586064-16589359 REVERSEDUF248	stress.abiotic.drought/salt	20_2_3

CUST_10520_PI404877155	2	0.019900322	-0.47290707	-0.033672333	0.08708	0.06298542	-0.019900322	Contig4230_at	putative aminotransferase [Oryza sativa] ref|XP_473880.1| OSJNBa0008M17.4 [Oryza sativa (japonica cultivar-group)] emb|CAE04333.2| OSJNBa000	AAQ14479.1	4-aminobutyrate aminotransferase / gamma-amino-N-butyrate transaminase / GABA transaminase / beta-alanine--oxogl	At3g22200.1	protein aminotransferase, class III	Os04g52450	"GABA-T;GAMMA-AMINOBUTYRATE TRANSAMINASE;POLLEN-PISTIL INCOMPATIBILITY 2;POLLEN-PISTIL INTERACTION 2;4-aminobutyrate aminotransferase / gamma-amino-N-butyrate transaminase / GABA transaminase / beta-alanine--oxoglutarate aminotransferase, identical to gamm"	amino acid metabolism.synthesis.central amino acid metabolism.GABA	13_1_1_1

CUST_9540_PI404877155	2	-0.0037851334	-0.54960155	-0.13928032	0.009763718	0.04283905	0.0037841797	Contig3299_s_at	putative pyruvate dehydrogenase E1 beta subunit isoform 1 protein [Oryza sativa (japonica cultivar-group)]	BAD01226.1	pyruvate dehydrogenase E1 component beta subunit, mitochondrial / PDHE1-B (PDH2)	At5g50850.1	protein pyruvate dehydrogenase E1 beta subunit isoform 1	Os08g42410	pyruvate dehydrogenase E1 beta subunit isoform 3	TCA / org. transformation.TCA.pyruvate DH.E1	8_1_01_01

CUST_30525_PI403524517	2	0.0503788	-0.015347481	-0.08677292	-0.022388458	0.061498642	0.015347481	35_8812	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10SV7	"CHR4V7|COORD:16328056..16330115| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G23370.1); similar to Hypothetical protein [Oryza sativa (japonica"	AT4G34090.1	CHR03V5|COORD:549194..546322|protein expressed protein	LOC_Os03g01920.1	"no descriptionmoderately similar to ( 270)AT4G34090| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G23370.1); similar to Hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:AAN61482.1); similar to Os03g0109700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001048710.1); contains domain TPR-like (SSF48452) | chr4:16328056-16330115 REVERSE"	not assigned.unknown	35_2

CUST_22474_PI399408534	2	0.22074318	0.15454769	-0.15454817	-0.16344786	-0.5622163	0.18943119	35_12693	"Cluster: Os01g0113500 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0113500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JR93	CHR4V7|COORD:15599976..15602441| lectin protein kinase family protein	AT4G32300.1	CHR04V5|COORD:13530615..13527957|protein ATP binding protein, putative, expressed	LOC_Os04g23700.1	no descriptionweakly similar to ( 154)AT4G32300| Symbols:  | lectin protein kinase family protein | chr4:15599976-15602441 FORWARDvery weakly similar to (87.0)NORK_MEDTRNodulation receptor kinase precursor - Medicago truncatula (Barrel medic)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pkinase S_TKc S_TKc Pkinase_Tyr PTKc TyrKc SPS1 PTKc_RET PTKc_Src_like PTKc_Jak_rpt2 PTKc_FGFR PTKc_Jak2_Jak3_rpt2	signalling.receptor kinases.DUF 26	30_2_17

CUST_94859_PI403524517	2	-0.094347954	0.09434843	-0.16976261	-0.50876904	0.19038248	0.18898249	35_27111	"Cluster: Os07g0164000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os07g0164000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D8F3	CHR4V7|COORD:11186275..11190586| HEN1 (HUA ENHANCER 1)	AT4G20910.1	CHR07V5|COORD:3433047..3427743|protein HEN1, putative, expressed	LOC_Os07g06970.1	 no descriptionvery weakly similar to (93.6)AT4G20910| Symbols: CRM2, HEN1 | HEN1 (HUA ENHANCER 1) | chr4:11186275-11190586 REVERSE	RNA.RNA binding	27_4

CUST_72528_PI403524517	2	0.21346092	-0.19657707	-0.036567688	0.005238533	0.18015575	-0.0052375793	35_20787	"Cluster: Hypothetical protein P0453A06.7; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0453A06.7 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q5NBA8	"CHR3V7|COORD:2819283..2821101| similar to Os01g0263500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001042658.1); contains domain SUBFAMILY NOT NAMED"	AT3G09180.1	CHR01V5|COORD:8923487..8926448|protein expressed protein	LOC_Os01g15850.1	"no descriptionmoderately similar to ( 404)AT3G09180| Symbols:  | similar to Os01g0263500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001042658.1); contains domain SUBFAMILY NOT NAMED (PTHR13130:SF1); contains domain FAMILY NOT NAMED (PTHR13130) | chr3:2819283-2821101 FORWARDnot assigned not assigned not assigned TT_ORF1"	not assigned.unknown	35_2

CUST_86843_PI403524517	2	-0.03388214	-0.11087513	0.033881187	-0.03836441	0.092308044	0.12207699	35_24872	"Cluster: Hypothetical protein; n=1; Anaeromyxobacter sp. Fw109-5|Rep: Hypothetical protein - Anaeromyxobacter sp. Fw109-5"	UniRef90_A1HY15	"CHR3V7|COORD:8960418..8963310| ATPERK1 (PROLINE EXTENSIN-LIKE RECEPTOR KINASE 1); ATP binding / protein kinase"	AT3G24550.1	CHR01V5|COORD:3761348..3771443|protein transposon protein, putative, CACTA, En/Spm sub-class	LOC_Os01g07840.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_24199_PI399408534	2	0.06868172	0.11756325	-0.009485245	-0.037344933	-0.023823738	0.009485245	35_15260	"Cluster: Putative GTP-binding protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative GTP-binding protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q75M17	"CHR1V7|COORD:3118352..3119573| ATRAB11C (ARABIDOPSIS RAB GTPASE HOMOLOG A2A); GTP binding"	AT1G09630.1	CHR05V5|COORD:263012..265736|protein ras-related protein Rab11C, putative, expressed	LOC_Os05g01480.1	" no descriptionmoderately similar to ( 317)AT1G09630| Symbols: ATRABA2A, ATRAB11C | ATRAB11C (ARABIDOPSIS RAB GTPASE HOMOLOG A2A); GTP binding | chr1:3118352-3119573 REVERSEmoderately similar to ( 286)RB11C_LOTJARas-related protein Rab11C - Lotus japonicusnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Rab11_like RAB Rab Ras Rab5_related Rab4 Rab1_Ypt1 Rab8_Rab10_Rab13_like Rab2 Rab19 Rab18 Rab6 Rab14 Rab39 Rab35 RabA_like Rab21 Rab7 Rab26 Rab32_Rab38 Rab30 Rab3 Ras_like_GTPase Rab15 Rab12 Rab33B_Rab33A Rab27A Rab9 Ras COG1100 RJL Rab24 Rab23_lke Rab40 RAS Rab28 Rab36_Rab34 Ran RalA_RalB RabL2 Rho RheB M_R_Ras_like RHO Ras2 Rho4_like H_N_K_Ras_like Rap_like RabL4 RERG_RasL11_like Wrch_1 RSR1 Spg1 ARHI_like Rap1 Rap2 Rho3 RGK RAN Rit_Rin_Ric Rab20 Rac1_like Miro Rho2 RhoG Rop_like Tc10 Ras_dva RhoA_like Miro1 Rhes_like Cdc42 Rnd3_RhoE_Rho8 RabL3 Arf_Arl Rnd Rnd1_Rho6 PRK12323 ARLTS1 Arl5_Arl8 Arf Arfrp1 PRK07003 Tymo_45kd_70kd Rnd2_Rho7 APC_basic Arl10_like DUF566 Herpes_BLLF1 Arl4_Arl7 Atrophin-1 RRP22 COG2229 HPC2 "	signalling.G-proteins	30_5

CUST_23878_PI399408534	2	-0.628716	-0.13257551	0.16166592	-0.11472559	0.3035574	0.11472607	35_3503	"Cluster: Putative membrane protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative membrane protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8H7W7	CHR5V7|COORD:19298698..19300097| auxin-responsive protein, putative	AT5G47530.1	CHR03V5|COORD:4903060..4905284|protein membrane protein, putative, expressed	LOC_Os03g09900.1	 no descriptionvery weakly similar to (89.7)AT5G47530| Symbols:  | auxin-responsive protein, putative | chr5:19298698-19300097 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned B561 PRK12323 PRK07764 PRK07003 Herpes_BLLF1 DUF566 HPC2 Protamine_P1 Atrophin-1 	hormone metabolism.auxin.induced-regulated-responsive-activated	17_2_3

CUST_30140_PI403524517	2	0.02711296	-1.2887096	-0.27623463	0.02853012	-7.095337E-4	7.095337E-4	35_8699	0	0	0	0	CHR05V5|COORD:17441731..17445500|protein EMB1796, putative, expressed	LOC_Os05g30240.1	no description	not assigned.unknown	35_2

CUST_161143_PI403524517	2	-0.20135975	0.16062212	0.19134521	-0.13796616	-0.07308817	0.073088646	35_44960	Rep: OSJNBa0014K14.17 protein - Oryza sativa (Rice)	UniRef90_Q7X8I9	CHR2V7|COORD:17960796..17962851| catalytic	AT2G43180.1	CHR04V5|COORD:24968756..24973650|protein carboxyvinyl-carboxyphosphonate phosphorylmutase, putative, expressed	LOC_Os04g42580.1	no descriptionvery weakly similar to (89.7)AT2G43180| Symbols:  | catalytic | chr2:17960909-17962851 REVERSE	not assigned.unknown	35_2

CUST_34398_PI403524517	2	-0.02420044	0.02420044	-0.11695099	0.02974987	-0.070500374	0.28260803	35_9916	"Cluster: Hypothetical protein OSJNBa0069I13.9; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0069I13.9 - Oryza sativa (japonica cu"	UniRef90_Q6AT90	0	0	CHR05V5|COORD:2224852..2226895|protein basic helix-loop-helix dimerisation region bHLH, putative, expressed	LOC_Os05g04740.1	no description	not assigned.unknown	35_2

CUST_132359_PI403524517	2	0.012622356	0.10524559	-0.1990385	-0.01262188	-0.3996768	0.28710127	35_37170	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_130367_PI403524517	2	0.089580536	0.5590744	0.009236336	-0.12809086	-0.04905224	-0.009236336	35_36610	"Cluster: OSJNBa0087O24.13 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0087O24.13 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XPJ7		0	CHR04V5|COORD:33793983..33789017|protein retrotransposon protein, putative, unclassified	LOC_Os04g57060.1	no description	not assigned.unknown	35_2

CUST_15080_PI404877155	2	-0.04663658	0.13992023	-0.032444954	0.038687706	-0.15521622	0.032444954	Contig8948_at	zinc finger (C3HC4-type RING finger) family protein [Arabidopsis thaliana] gb|AAL91218.1| ABI3-interacting protein 2 [Arabidopsis thaliana]	NP_197591.1	zinc finger (C3HC4-type RING finger) family protein	At5g20910.1	protein Similar to ABI3-interacting protein 2	Os09g26400	zinc finger (C3HC4-type RING finger) family protein, contains Pfam profile: PF00097 zinc finger, C3HC4 type (RING finger)	RNA.regulation of transcription.ABI3/VP1-related B3-domain-containing transcription factor family	27_3_01

CUST_131097_PI403524517	2	0.16381216	0.32327366	3.2281876E-4	-0.10223961	-0.15815878	-3.232956E-4	35_36820	"Cluster: CLIP-associating protein 1-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: CLIP-associating protein 1-like - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6KAI5	CHR2V7|COORD:8718943..8725894| CLIP-associating protein (CLASP) -related	AT2G20190.1	CHR02V5|COORD:24495968..24483246|protein HEAT repeat family protein, expressed	LOC_Os02g40430.1	no descriptionweakly similar to ( 124)AT2G20190| Symbols:  | CLIP-associating protein (CLASP) -related | chr2:8718943-8725894 REVERSEnot assigned not assigned not assigned not assigned PRK07764 TT_ORF1 PRK12323	not assigned.no ontology	35_1

CUST_79417_PI403524517	2	-0.004453659	0.09069443	0.10926914	-0.05075836	0.004453659	-0.011664391	35_22780	Rep: Hypothetical protein - Zea mays (Maize)	UniRef90_Q6QP48	CHR5|COORD:3898048..3901521| mechanosensitive ion channel domain-containing protein / MS ion channel domain-containing protein, contains Pfam profile	AT5G12080.2	CHR06V5|COORD:5347680..5344378|protein mechanosensitive ion channel family protein, expressed	LOC_Os06g10410.1	no descriptionweakly similar to ( 122)AT5G12080| Symbols:  | mechanosensitive ion channel domain-containing protein / MS ion channel domain-containing protein | chr5:3898183-3900924 REVERSEnot assigned	not assigned.no ontology	35_1

CUST_13966_PI399408534	2	0.09185505	-0.5342016	-0.08141327	0.022852898	0.14907646	-0.022852898	35_6521	"Cluster: Hypothetical protein OSJNBa0030I14.7; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0030I14.7 - Oryza sativa (japonica cu"	UniRef90_Q5TKF9	CHR1|COORD:24437943..24439918| similar to small nuclear ribonucleoprotein, putative / snRNP, putative / Sm protein, putative [Arabidopsis thaliana]	AT1G65700.2	CHR05V5|COORD:29539790..29541836|protein LSM Sm-like protein family member, putative, expressed	LOC_Os05g51650.1	 no descriptionweakly similar to ( 164)AT1G65700| Symbols:  | small nuclear ribonucleoprotein, putative / snRNP, putative / Sm protein, putative | chr1:24438126-24439533 REVERSEnot assigned not assigned not assigned LSm8 Sm LSM LSm1 LSM1 Sm_B archeal_Sm1 Sm_like Sm_G LSm7 	RNA.processing	27_1

CUST_125862_PI403524517	2	-0.2723999	0.05138874	0.30594635	-0.05138874	0.05138874	-0.36465073	35_35439	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_11619_PI403524517	2	-0.049336433	0.026218414	0.05774784	-0.026218414	-0.076807976	0.054397583	35_3302	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10AY8	"CHR5V7|COORD:7374214..7375115| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G44280.1); similar to Os07g0250300 [Oryza sativa (japonica"	AT5G22280.1	CHR03V5|COORD:35088738..35086174|protein expressed protein	LOC_Os03g62030.4	" no descriptionvery weakly similar to (80.1)AT5G22280| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G44280.1); similar to Os07g0250300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001059297.1); similar to Os03g0836500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001051825.1); similar to unknown protein, 3'-partial [Oryza sativa (japonica cultivar-group)] (GB:AAO41143.1) | chr5:7374214-7375115 REVERSE"	not assigned.unknown	35_2

CUST_7977_PI399408534	2	0.17936134	0.307868	-0.039361954	-0.16739082	-0.2090435	0.039361954	35_21234	Rep: OSIGBa0099L20.3 protein - Oryza sativa (Rice)	UniRef90_Q01K33	CHR1V7|COORD:6891645..6894391| zinc finger (CCCH-type) family protein	AT1G19860.1	CHR04V5|COORD:33634929..33629552|protein zinc finger C-x8-C-x5-C-x3-H type family protein, expressed	LOC_Os04g56750.1	no descriptionmoderately similar to ( 214)AT1G19860| Symbols:  | zinc finger (CCCH-type) family protein | chr1:6891645-6894391 REVERSE	RNA.regulation of transcription.unclassified	27_3_99

CUST_178525_PI403524517	2	0.24890327	-0.04622507	0.046224594	0.08080673	-0.17098475	-0.10170269	35_49652	"Cluster: Os12g0595000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os12g0595000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IM66	CHR5V7|COORD:13911171..13914051| EXS family protein / ERD1/XPR1/SYG1 family protein	AT5G35730.1	CHR12V5|COORD:24947521..24942252|protein EXS, C-terminal, putative, expressed	LOC_Os12g40340.1	no descriptionweakly similar to ( 115)AT5G35730| Symbols:  | EXS family protein / ERD1/XPR1/SYG1 family protein | chr5:13911171-13914051 FORWARDnot assigned EXS COG5409	not assigned.no ontology	35_1

CUST_5582_PI399408534	2	0.30410767	0.72461796	0.029359818	-0.21562576	-0.2502489	-0.029359818	35_42648	"Cluster: Os01g0841800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0841800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JHU4	"CHR5V7|COORD:454900..459061| EMB2730 (EMBRYO DEFECTIVE 2730); RNA binding / ribonuclease"	AT5G02250.1	CHR01V5|COORD:36473151..36465551|protein expressed protein	LOC_Os01g62440.3	"no descriptionmoderately similar to ( 219)AT5G02250| Symbols: EMB2730 | EMB2730 (EMBRYO DEFECTIVE 2730); RNA binding / ribonuclease | chr5:454900-459061 FORWARD"	RNA.processing.ribonucleases	27_1_19

CUST_118950_PI403524517	2	0.39254808	-0.15038061	-0.015628338	0.015627861	-0.38062048	0.14391804	35_33665	"Cluster: Valyl-tRNA synthetase, putative; n=1; Oryza sativa (japonica cultivar-group)|Rep: Valyl-tRNA synthetase, putative - Oryza sativa (japonica cultivar-gro"	UniRef90_Q7G2B1	"CHR1V7|COORD:5008497..5014481| TWN2 (TWIN 2); ATP binding / aminoacyl-tRNA ligase"	AT1G14610.1	CHR10V5|COORD:19026685..19033558|protein valyl-tRNA synthetase, putative	LOC_Os10g36210.1	" no descriptionvery weakly similar to (58.5)AT1G14610| Symbols: VALRS, TWN2 | TWN2 (TWIN 2); ATP binding / aminoacyl-tRNA ligase | chr1:5008497-5014481 REVERSEnot assigned valS ValS "	protein.aa activation. valine-tRNA ligase	29_1_9

CUST_97819_PI403524517	2	0.1258173	1.0278692	0.45710087	-0.6262951	-0.46465302	-0.1258173	35_27929	"Cluster: B1160F02.7 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: B1160F02.7 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6MWG9	"CHR2V7|COORD:8286560..8293337| HMA4 (Heavy metal ATPase 4); cadmium-transporting ATPase"	AT2G19110.1	CHR04V5|COORD:47959..52365|protein formin Homology 2 Domain containing protein, expressed	LOC_Os04g01070.1	no description	not assigned.unknown	35_2

CUST_14780_PI404877155	2	-0.0043325424	0.15514183	0.018555641	-0.042102814	-0.059274673	0.0043325424	Contig8599_at	MAP kinase-like protein [Oryza sativa (japonica cultivar-group)]	NP_917813.1	mitogen-activated protein kinase, putative / MAPK, putative (MPK20)	At2g42880.1	protein Protein kinase domain, putative	Os01g43910	gi|20160523|dbj|BAB89473.1| MAP kinase-like protein	signalling.MAP kinases	30_6

CUST_137193_PI403524517	2	-0.0513916	0.2373352	0.22097397	-0.13364029	-0.14009905	0.05139208	35_38474	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_32196_PI403524517	2	-0.13803768	-0.61192703	0.050352097	0.045111656	-0.035852432	0.035852432	35_9286	"Cluster: Putative beta-galactosidase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative beta-galactosidase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8W0A1	"CHR3V7|COORD:4511199..4515763| BGAL1 (BETA GALACTOSIDASE 1); beta-galactosidase"	AT3G13750.1	CHR01V5|COORD:22793393..22799436|protein beta-galactosidase precursor, putative, expressed	LOC_Os01g39830.1	no descriptionvery weakly similar to (54.3)BGAL_ASPOFBeta-galactosidase precursor - Asparagus officinalis (Garden asparagus)	misc.gluco-, galacto- and mannosidases	26_3

CUST_85127_PI403524517	2	0.32989788	0.1765256	-0.031737328	-0.20840597	0.03173685	-0.40652943	35_24389	"Cluster: Hypothetical protein At2g39950; n=2; Arabidopsis thaliana|Rep: Hypothetical protein At2g39950 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_O04198	CHR2V7|COORD:16683836..16687282| similar to Os07g0100500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001058671.1)	AT2G39950.1	CHR07V5|COORD:34417..40598|protein expressed protein	LOC_Os07g01060.1	no descriptionmoderately similar to ( 203)AT2G39950| Symbols:  | similar to Os07g0100500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001058671.1) | chr2:16683836-16687039 REVERSE	not assigned.unknown	35_2

CUST_17709_PI399408534	2	0.150949	0.2447815	0.008280277	-0.05222988	-0.051377296	-0.008280754	35_9076	"Cluster: Putative auxin-independent growth promoter; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative auxin-independent growth promoter - Oryza sativa"	UniRef90_Q651P4	"CHR1V7|COORD:28618448..28621431| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G38390.1); similar to unknown protein [Arabidopsis thaliana]"	AT1G76270.1	CHR09V5|COORD:21666226..21673416|protein expressed protein	LOC_Os09g37590.1	" no descriptionweakly similar to ( 194)AT4G38390| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G76270.1); similar to axi 1 [Nicotiana tabacum] (GB:CAA56570.1); contains InterPro domain Protein of unknown function DUF246, plant; (InterPro:IPR004348) | chr4:17976036-17978374 FORWARDDUF246 "	hormone metabolism.auxin.induced-regulated-responsive-activated	17_2_3

CUST_106135_PI403524517	2	0.20288277	-0.010921478	-0.27618122	-0.13980389	0.010921478	0.044633865	35_30211	Rep: Shaggy-related protein kinase gamma - Oryza sativa (Rice)	UniRef90_Q7GC12	"CHR3V7|COORD:1740799..1742933| ATSK12 (Arabidopsis thaliana SHAGGY-like kinase 12); protein kinase"	AT3G05840.2	CHR01V5|COORD:8326506..8330854|protein glycogen synthase kinase-3 homolog MsK-3, putative, expressed	LOC_Os01g14860.4	"no descriptionweakly similar to ( 131)AT3G05840| Symbols: ATSK12 | ATSK12 (Arabidopsis thaliana SHAGGY-like kinase 12); protein kinase | chr3:1740799-1742933 FORWARDweakly similar to ( 128)MSK3_MEDSAGlycogen synthase kinase-3 homolog MsK-3 - Medicago sativa (Alfalfa)not assigned not assigned"	protein.postranslational modification	29_4

CUST_165507_PI403524517	2	0.17251492	0.06706905	0.31012344	-0.06706953	-0.51903725	-0.38296795	35_46120	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_21954_PI399408534	2	-0.26337242	0.27227497	0.2110815	-0.059958458	0.05995941	-0.13121319	35_6255	Rep: P0650D04.3 protein - Oryza sativa (Rice)	UniRef90_Q5H9Y0	CHR3|COORD:1235289..1238499| ethylene receptor, putative (EIN4), similar to ethylene receptor GB:AAC31123 (Malus domestica), identical to putative	AT3G04580.2	CHR04V5|COORD:4725354..4729327|protein ethylene receptor, putative, expressed	LOC_Os04g08740.2	no descriptionmoderately similar to ( 272)AT3G04580| Symbols: EIN4 | EIN4 (ETHYLENE INSENSITIVE 4) | chr3:1235582-1237971 REVERSEmoderately similar to ( 201)ETR1_BRAOLEthylene receptor - Brassica oleracea (Wild cabbage)not assigned PRK11091 PRK11107 PRK11466 BaeS PRK10841 PRK09959	hormone metabolism.ethylene.signal transduction	17_5_2

CUST_105830_PI403524517	2	-0.1721592	0.4558015	0.1721592	0.28835773	-0.20964193	-0.8159938	35_30132	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_7659_PI399408534	2	-0.5292864	0.013142586	0.009710312	-0.009711266	0.4839716	-0.15226746	35_15850	Rep: Hypothetical protein - Cleome spinosa	UniRef90_Q1KUM5	CHR3V7|COORD:536754..537657| LOB domain protein 41 / lateral organ boundaries domain protein 41 (LBD41)	AT3G02550.1	CHR01V5|COORD:18304173..18302662|protein seed specific protein Bn15D17A, putative, expressed	LOC_Os01g32770.1	no descriptionmoderately similar to ( 230)AT3G02550| Symbols: LBD41 | LOB domain protein 41 / lateral organ boundaries domain protein 41 (LBD41) | chr3:536754-537657 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF260 PRK07003 PRK12323 KAR9 DUF1509 Pneumo_att_G Tymo_45kd_70kd PRK07764 Herpes_BLLF1 Atrophin-1 HPC2 APC_basic PRK12678 AF-4 Metaviral_G DUF390 infB PRK09169 Totivirus_coat Herpes_TAF50 PRK12372 DUF1421 GRASP55_65	RNA.regulation of transcription.AS2,Lateral Organ Boundaries Gene Family	27_3_37

CUST_133014_PI403524517	2	0.0014028549	0.3459692	-0.0014028549	-0.15864468	-0.16640282	0.013800621	35_37349	"Cluster: Hypothetical protein OSJNBa0036C12.12; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0036C12.12 - Oryza sativa (japonica"	UniRef90_Q5W6Y5	"CHR5V7|COORD:20027060..20028321| similar to glycine-rich protein [Arabidopsis thaliana] (TAIR:AT5G46730.1); similar to unknown protein"	AT5G49350.1	CHR05V5|COORD:16793895..16795854|protein expressed protein	LOC_Os05g28780.1	"no descriptionvery weakly similar to (72.8)AT5G49350| Symbols:  | similar to glycine-rich protein [Arabidopsis thaliana] (TAIR:AT5G46730.1); similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G01985.1); similar to PREDICTED: hypothetical protein [Rattus norve (GB:XP_001053793.1); contains domain COLLAGEN ALPHA CHAIN (PTHR10499) | chr5:20027060-20028321 REVERSEnot assigned not assigned not assigned"	not assigned.no ontology.glycine rich proteins	35_1_40

CUST_18818_PI404877155	2	-0.3785467	0.7169199	-0.080179214	0.10014725	0.009037018	-0.009037018	HW01B13u_at	0	0	0	0	0	0	Ca2+-binding protein CCD1	signalling.calcium	30_3

CUST_28428_PI399408534	2	-1.033917	0.045960426	-0.18535233	0.15486717	-0.045960426	0.18742752	35_10252	Rep: Transcription factor WRKY69 - Oryza sativa (indica cultivar-group)	UniRef90_Q6B6Q8	"CHR4V7|COORD:6759299..6760759| WRKY41 (WRKY DNA-binding protein 41); transcription factor"	AT4G11070.2	CHR08V5|COORD:18087199..18089566|protein OsWRKY69 - Superfamily of rice TFs having WRKY and zinc finger domains, expressed	LOC_Os08g29660.1	" no descriptionweakly similar to ( 104)AT4G11070| Symbols: ATWRKY41, WRKY41 | WRKY41 (WRKY DNA-binding protein 41); transcription factor | chr4:6759299-6760759 FORWARDWRKY "	RNA.regulation of transcription.WRKY domain transcription factor family	27_3_32

CUST_12447_PI399408534	2	-0.035429	-0.021769524	0.17872047	-0.091332436	0.50107193	0.02176857	35_49419	Rep: H0212B02.5 protein - Oryza sativa (Rice)	UniRef90_Q25AM0	CHR5V7|COORD:26831119..26833781| leucine-rich repeat transmembrane protein kinase, putative	AT5G67200.1	CHR04V5|COORD:32894259..32890650|protein receptor kinase, putative, expressed	LOC_Os04g55620.1	 no descriptionvery weakly similar to (68.2)AT5G67200| Symbols:  | leucine-rich repeat transmembrane protein kinase, putative | chr5:26831119-26833781 REVERSEnot assigned 	signalling.receptor kinases.leucine rich repeat III	30_2_3

CUST_180377_PI403524517	2	0.17169857	-0.09164047	0.043177605	-0.04317856	-0.044487953	0.21392155	35_50165	"Cluster: Putative pentatricopeptide (PPR) repeat-containing protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative pentatricopeptide (PPR) repeat-co"	UniRef90_Q84Q17	CHR1V7|COORD:26936988..26939033| pentatricopeptide (PPR) repeat-containing protein	AT1G71490.1	CHR07V5|COORD:11477902..11480203|protein methyltransferase small domain, putative, expressed	LOC_Os07g19400.1	no descriptionweakly similar to ( 159)AT1G71490| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr1:26936988-26939033 REVERSE	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_31641_PI403524517	2	0.19271088	0.10358715	0.10601616	-0.2267561	-0.10358715	-0.25880146	35_9131	Rep: ABC transporter homolog - Populus nigra (Lombardy poplar)	UniRef90_Q9MAY4	CHR5V7|COORD:24470986..24472993| ATGCN1 (Arabidopsis thaliana general control non-repressible 1)	AT5G60790.1	CHR08V5|COORD:28121166..28117578|protein ATP-binding cassette sub-family F member 2, putative, expressed	LOC_Os08g45010.1	no descriptionweakly similar to ( 164)AT5G60790| Symbols: ATGCN1 | ATGCN1 (Arabidopsis thaliana general control non-repressible 1) | chr5:24470986-24472993 REVERSEnot assigned not assigned not assigned not assigned not assigned Uup ABCF_EF-3	transport.ABC transporters and multidrug resistance systems	34_16

CUST_8163_PI399408534	2	0.050575256	0.13250828	-0.0030050278	-0.05157852	-0.040272713	0.0030050278	35_50178	Rep: OSIGBa0115K01-H0319F09.8 protein - Oryza sativa (Rice)	UniRef90_Q01HP4	CHR5V7|COORD:7858548..7859390| GRAM domain-containing protein / ABA-responsive protein-related	AT5G23350.1	CHR04V5|COORD:26124698..26123360|protein FIP1, putative, expressed	LOC_Os04g44500.1	no descriptionvery weakly similar to (51.6)AT5G23350| Symbols:  | GRAM domain-containing protein / ABA-responsive protein-related | chr5:7858548-7859390 REVERSE	hormone metabolism.abscisic acid.induced-regulated-responsive-activated	17_1_3

CUST_63500_PI403524517	2	0.13047981	0.44733906	-0.08092117	-0.06832123	0.04298401	-0.04298401	35_18129	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8H096	CHR1V7|COORD:5668938..5670336| Per1-like family protein	AT1G16560.3	CHR10V5|COORD:20038604..20035639|protein per1-like family protein, expressed	LOC_Os10g38030.1	no descriptionmoderately similar to ( 335)AT1G16560| Symbols:  | Per1-like family protein | chr1:5669227-5670336 FORWARDnot assigned Per1 PER1	stress.abiotic	20_2

CUST_32326_PI403524517	2	0.06831741	0.12759018	-0.2620411	-0.06541252	0.007314682	-0.0073156357	35_9321	"Cluster: Leucine Rich Repeat family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Leucine Rich Repeat family protein, expressed - Oryza s"	UniRef90_Q2R0I6	CHR1V7|COORD:852680..853873| leucine-rich repeat family protein	AT1G03440.1	CHR11V5|COORD:25050757..25052200|protein protein binding protein, putative, expressed	LOC_Os11g42450.1	no descriptionvery weakly similar to (64.3)AT1G03440| Symbols:  | leucine-rich repeat family protein | chr1:852680-853873 FORWARD	not assigned.no ontology	35_1

CUST_81381_PI403524517	2	0.2531824	-0.050376892	-0.015141487	0.027047157	-0.14526367	0.015140533	35_23344	"Cluster: Hypothetical protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XXP7	0	0	CHR02V5|COORD:29382690..29376507|protein nuclear matrix constituent protein 1, putative, expressed	LOC_Os02g48010.1	no description	not assigned.unknown	35_2

CUST_135314_PI403524517	2	0.15665054	-0.12677479	0.10289574	-0.31428862	0.10944176	-0.10289478	35_37957	"Cluster: Pentatricopeptide, putative; n=1; Oryza sativa (japonica cultivar-group)|Rep: Pentatricopeptide, putative - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10R82	CHR5V7|COORD:4968387..4970033| pentatricopeptide (PPR) repeat-containing protein	AT5G15300.1	CHR03V5|COORD:3680697..3679150|protein pentatricopeptide repeat protein PPR986-12, putative	LOC_Os03g07234.1	no descriptionweakly similar to ( 117)AT5G15300| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr5:4968387-4970033 REVERSEPPR	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_4790_PI399408534	2	0.23825836	0.049217224	-0.087944984	-0.049217224	-0.09817791	0.18416214	35_21387	"Cluster: Basic helix-loop-helix protein SPATULA-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Basic helix-loop-helix protein SPATULA-like - Oryza sativ"	UniRef90_Q5VRS4	"CHR4V7|COORD:17414164..17415942| SPT (SPATULA); DNA binding / transcription factor"	AT4G36930.1	CHR06V5|COORD:3272374..3275891|protein helix-loop-helix DNA-binding domain containing protein, expressed	LOC_Os06g06900.1	"no descriptionweakly similar to ( 129)AT4G36930| Symbols: SPT | SPT (SPATULA); DNA binding / transcription factor | chr4:17414164-17415942 FORWARDvery weakly similar to (55.1)ARRS_MAIZEAnthocyanin regulatory R-S protein - Zea mays (Maize)not assigned HLH HLH HLH PRK07003"	RNA.regulation of transcription.bHLH,Basic Helix-Loop-Helix family	27_3_6

CUST_118068_PI403524517	2	0.01954174	0.2724924	-0.038487434	-0.08530426	-0.01954174	0.10637188	35_33439	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_905_PI404877155	2	0.042262077	-0.5498347	0.008349419	-0.008349419	0.048207283	-0.11745453	Contig10904_at	ABC transporter family protein [Arabidopsis thaliana] pir||T48248 ABC transporter-like protein - Arabidopsis thaliana	NP_195847.1	ABC transporter family protein	At5g02270.1	protein ABC transporter-like protein - Arabidopsis thaliana	Os03g20170	ABC transporter family protein, NBD-like protein POP, Arabidopsis thaliana, EMBL:AF127664	transport.ABC transporters and multidrug resistance systems	34_16

CUST_151079_PI403524517	2	0.18465805	-0.04845476	0.13370085	0.048454285	-0.05927086	-0.17810392	35_42255	"Cluster: RNA recognition motif family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: RNA recognition motif family protein, expressed - Ory"	UniRef90_Q10M15	CHR1V7|COORD:2979639..2982565| RNA recognition motif (RRM)-containing protein	AT1G09230.1	CHR03V5|COORD:11908550..11903301|protein RNA-binding region, putative, expressed	LOC_Os03g21020.1	no descriptionvery weakly similar to (82.4)AT1G09230| Symbols:  | RNA recognition motif (RRM)-containing protein | chr1:2979639-2982565 REVERSEnot assigned RRM RRM_1	RNA.RNA binding	27_4

CUST_49425_PI403524517	2	0.07435036	-1.652771	-0.23491955	0.40408134	0.038250923	-0.03824997	35_14098	"Cluster: Endoplasmin homolog precursor; n=5; BEP clade|Rep: Endoplasmin homolog precursor - Hordeum vulgare (Barley)"	UniRef90_P36183	"CHR4V7|COORD:12551912..12555861| SHD (SHEPHERD); ATP binding"	AT4G24190.1	CHR06V5|COORD:30449499..30443413|protein endoplasmin homolog precursor, putative, expressed	LOC_Os06g50300.1	"no descriptionnearly identical (1107)AT4G24190| Symbols: SHD | SHD (SHEPHERD); ATP binding | chr4:12551912-12555861 REVERSEnearly identical (1341)ENPL_HORVUEndoplasmin homolog precursor - Hordeum vulgare (Barley)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned HSP90 PRK05218 HtpG PRK07764 Atrophin-1 TT_ORF1 PRK12323"	stress.abiotic.heat	20_2_1

CUST_11953_PI403524517	2	-0.014074326	0.8417206	0.2466774	-0.07974625	-0.07366943	0.014074326	35_3400	"Cluster: Hypothetical protein OJ1595_D08.7; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1595_D08.7 - Oryza sativa (japonica cultivar"	UniRef90_Q6K4A9	CHR2V7|COORD:5939588..5940834| similar to Peptidase A11B, Ty1 A and B [Medicago truncatula] (GB:ABE93074.1)	AT2G14095.1	CHR09V5|COORD:17834904..17837027|protein expressed protein	LOC_Os09g29380.2	 no descriptionvery weakly similar to (58.2)AT2G14095| Symbols:  | similar to Peptidase A11B, Ty1 A and B [Medicago truncatula] (GB:ABE93074.1) | chr2:5939588-5940834 REVERSE	not assigned.unknown	35_2

CUST_59097_PI403524517	2	-0.003127098	-0.008512497	-0.17012787	0.061870575	0.0031261444	0.01588726	35_16855	"Cluster: Os06g0232200 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os06g0232200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DDD3	CHR1V7|COORD:24782063..24784056| pfkB-type carbohydrate kinase family protein	AT1G66430.1	CHR06V5|COORD:6841981..6847565|protein fructokinase-2, putative, expressed	LOC_Os06g12600.1	no descriptionmoderately similar to ( 430)AT1G66430| Symbols:  | pfkB-type carbohydrate kinase family protein | chr1:24782063-24784056 FORWARDmoderately similar to ( 338)SCRK2_ORYSAnot assigned not assigned not assigned bac_FRK PRK09434 PfkB KdgK RbsK ribokinase ribokinase_group_A adenosine_kinase ribokinase_group_B PRK11142 Fructoselysine_kinase_like Guanosine_kinase_like RfaE_like YeiC_kinase_like FruK_PfkB_like FruK YegV_kinase_like RfaE ribokinase_pfkB_like PRK11316 ribokinase_group_D Ketohexokinase PRK09850	major CHO metabolism.degradation.sucrose.fructokinase	2_2_1_1

CUST_20578_PI399408534	2	-1.2495465	0.40263462	-0.04914856	0.30329323	-0.4743471	0.04914856	35_5851	"Cluster: Basic helix-loop-helix (BHLH) family protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Basic helix-loop-helix (BHLH) family protein-like -"	UniRef90_Q8S0C6	CHR5V7|COORD:23055929..23058400| basic helix-loop-helix (bHLH) family protein	AT5G56960.1	CHR01V5|COORD:22464890..22469333|protein helix-loop-helix DNA-binding domain containing protein, expressed	LOC_Os01g39330.1	no descriptionweakly similar to ( 109)AT5G56960| Symbols:  | basic helix-loop-helix (bHLH) family protein | chr5:23055929-23058400 REVERSEvery weakly similar to (63.9)ARRS_MAIZEAnthocyanin regulatory R-S protein - Zea mays (Maize)not assigned not assigned not assigned not assigned PRK07003 HLH HLH PRK12323 HLH PRK07764	RNA.regulation of transcription.bHLH,Basic Helix-Loop-Helix family	27_3_6

CUST_6176_PI404877155	2	-0.014684677	-0.7199168	0.08227348	0.014685631	0.48968697	-0.28095818	Contig18569_at	Putative fatty acid elongase [Oryza sativa (japonica cultivar-group)] gb|AAN06858.1| Putative fatty acid elongase [Oryza sativa (japonica	NP_912649.1	beta-ketoacyl-CoA synthase, putative	At5g43760.1	protein Chalcone and stilbene synthases, C-terminal domain, putative	Os03g06700	beta-ketoacyl-CoA synthase, putative, similar to beta-ketoacyl-CoA synthase (Simmondsia chinensis)(GI:1045614)	lipid metabolism.FA synthesis and FA elongation.beta ketoacyl CoA synthase	11_1_10

CUST_110083_PI403524517	2	0.25589752	-0.39287567	-0.07487202	-0.11339283	0.27949047	0.07487202	35_31276	Rep: UPI0000D612B9 UniRef100 entry - Homo sapiens	UniRef90_UPI0000D612B9	CHR1V7|COORD:16816094..16817173| DNA binding / ligand-dependent nuclear receptor	AT1G44191.1	CHR01V5|COORD:28926142..28927092|protein conserved hypothetical protein	LOC_Os01g49810.1	no description	not assigned.unknown	35_2

CUST_50350_PI403524517	2	-0.14024353	0.048460007	-0.048459053	0.06533718	0.1935339	-0.22700214	35_14366	Rep: Embryo globulin - Hordeum vulgare (Barley)	UniRef90_Q03678	0	0	CHR03V5|COORD:26027070..26024637|protein globulin-1 S allele precursor, putative, expressed	LOC_Os03g46100.2	no descriptionvery weakly similar to (76.3)GLB1_MAIZEGlobulin-1 S allele precursor - Zea mays (Maize)	development.storage proteins	33_1

CUST_119385_PI403524517	2	-0.03515625	0.0046663284	-0.003170967	0.18680954	0.003170967	-0.20944595	35_33782	Rep: ORF48 - Aegilops crassa (Persian goatgrass)	UniRef90_Q9XPE1		0	0	0	no description	not assigned.unknown	35_2

CUST_182146_PI403524517	2	0.106206894	-0.073477745	-0.029326439	-0.057486534	0.20623207	0.029327393	35_50638	"Cluster: Diphthamide synthesis DPH2-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Diphthamide synthesis DPH2-like - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6K6C0	CHR5V7|COORD:24936272..24937633| diphthamide synthesis DPH2 family protein	AT5G62030.1	CHR02V5|COORD:34931108..34928662|protein diphthamide biosynthesis protein 1, putative, expressed	LOC_Os02g57050.1	no descriptionvery weakly similar to (51.6)AT5G62030| Symbols:  | diphthamide synthesis DPH2 family protein | chr5:24936272-24937633 FORWARD	not assigned.no ontology	35_1

CUST_54529_PI403524517	2	-0.001326561	-0.12002754	0.2990036	0.115558624	-0.015194893	0.0013275146	35_15521	"Cluster: Taxadienol acetyl transferase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Taxadienol acetyl transferase-like - Oryza sativa (japonica"	UniRef90_Q9FTG9	CHR3V7|COORD:23025308..23026783| transferase family protein	AT3G62160.1	CHR01V5|COORD:24727553..24724356|protein 3-N-debenzoyl-2-deoxytaxol N-benzoyltransferase, putative, expressed	LOC_Os01g42880.1	no descriptionmoderately similar to ( 241)AT3G62160| Symbols:  | transferase family protein | chr3:23025308-23026783 REVERSEvery weakly similar to (99.8)HCBT2_DIACAAnthranilate N-benzoyltransferase protein 2 - Dianthus caryophyllus (Carnation) (Clove pink)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Transferase PRK07003 Tymo_45kd_70kd Herpes_BLLF1 PRK07764 APC_basic Atrophin-1 PRK12323 AF-4 HPC2 DUF566 KAR9 DUF1509 PRK12678 DUF936 PRK12372 Extensin_2 TT_ORF1 DUF390 DUF1421 FimV Pneumo_att_G Herpes_UL32 PRK05648 PRK10263 PRK08853 PRK09169 ROM1	not assigned.no ontology	35_1

CUST_61535_PI403524517	2	-0.019517899	-0.21561432	-0.075377464	0.11265087	0.019518852	0.13166237	35_17563	"Cluster: Mannan endo-1,4-beta-mannosidase 2 precursor; n=2; Oryza sativa|Rep: Mannan endo-1,4-beta-mannosidase 2 precursor - Oryza sativa (Rice)"	UniRef90_Q0JJD4	CHR2V7|COORD:8928105..8930147| glycosyl hydrolase family 5 protein / cellulase family protein	AT2G20680.1	CHR01V5|COORD:31581755..31579307|protein hydrolase, hydrolyzing O-glycosyl compounds, putative, expressed	LOC_Os01g54300.1	no descriptionhighly similar to ( 517)AT2G20680| Symbols:  | glycosyl hydrolase family 5 protein / cellulase family protein | chr2:8928105-8930147 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned COG3934 Cellulase PRK12323 Herpes_BLLF1	cell wall.degradation.mannan-xylose-arabinose-fucose	10_6_2

CUST_140778_PI403524517	2	-0.20752048	0.35840416	0.17378855	0.08409262	-0.08409262	-0.29688978	35_39468	"Cluster: Serine/threonine phosphatase PP7-related-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Serine/threonine phosphatase PP7-related-like - Oryza s"	UniRef90_Q69S26		0	CHR07V5|COORD:19279832..19274785|protein hydrolase/ protein serine/threonine phosphatase, putative, expressed	LOC_Os07g32412.2	no description	not assigned.unknown	35_2

CUST_18643_PI404877155	2	0.33021927	0.5838785	-0.16536856	0.16536903	-0.30710125	-0.49152708	HVSMEl0023I10r2_at	unnamed protein product [Arabidopsis thaliana] gb|AAT71972.1| At5g53850 [Arabidopsis thaliana] ref|NP_974931.1| haloacid dehalogenase-like h	BAB10715.1	haloacid dehalogenase-like hydrolase family protein	At5g53850.2	protein 2,3-diketo-5-methylthio-1-phosphopentane phosphatase, putative	Os01g01120	"haloacid dehalogenase-like hydrolase family protein, low similarity to enolase-phosphatase E-1 enzyme (Klebsiella oxytoca) GI:401712; contains InterPro accession IPR005834: Haloacid dehalogenase-like hydrolase or  haloacid dehalogenase-like hydrolase fami"	minor CHO metabolism.others	3_5

CUST_32946_PI403524517	2	-0.19022846	-1.4201679	0.44636917	-0.079631805	0.41418934	0.079631805	35_9499	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_150986_PI403524517	2	-0.10285807	0.5432811	0.21984673	0.07629824	-0.39852	-0.07629824	35_42228	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_66844_PI403524517	2	-0.21963024	0.27467346	0.20736313	-0.025488853	0.025489807	-0.27527523	35_19084	"Cluster: ZIM motif family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: ZIM motif family protein, expressed - Oryza sativa (japonica cult"	UniRef90_Q10QW3	"CHR1V7|COORD:6622699..6623262| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G74950.1); similar to PnFL-2 [Ipomoea nil] (GB:AAG49896.1); similar"	AT1G19180.2	CHR03V5|COORD:4228001..4229102|protein ZIM motif family protein, expressed	LOC_Os03g08330.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned tify PRK12678 CCT_2 PRK12323 infB PRK07764 Tymo_45kd_70kd DUF1645	not assigned.unknown	35_2

CUST_80915_PI403524517	2	0.34489155	0.024092197	0.25484753	-0.174541	-0.024092674	-0.39641762	35_23207	"Cluster: Leucine aminopeptidase 2, chloroplast precursor; n=2; Oryza sativa|Rep: Leucine aminopeptidase 2, chloroplast precursor - Oryza sativa (Rice)"	UniRef90_Q6K669	CHR4V7|COORD:15042627..15045254| cytosol aminopeptidase family protein	AT4G30910.1	CHR02V5|COORD:33776827..33773391|protein leucine aminopeptidase 3, chloroplast precursor, putative, expressed	LOC_Os02g55140.1	no descriptionweakly similar to ( 107)AT4G30910| Symbols:  | cytosol aminopeptidase family protein | chr4:15042627-15045254 REVERSEweakly similar to ( 148)AMPL2_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07003 Extensin_2 Atrophin-1 Tymo_45kd_70kd PRK07764 PRK12323 Drf_FH1 PRK05648 APC_basic DUF1421 TT_ORF1	protein.degradation	29_5

CUST_24887_PI403524517	2	-0.15018559	0.23493099	0.055529594	0.021475792	-0.17539406	-0.021475792	35_7223	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6F2W8	"CHR3V7|COORD:7160890..7161997| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G50740.1); similar to hypothetical protein 11 [Plantago major]"	AT3G20510.1	CHR03V5|COORD:21496612..21499284|protein expressed protein	LOC_Os03g38790.1	" no descriptionvery weakly similar to (73.9)AT3G20510| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G50740.1); similar to hypothetical protein 11 [Plantago major] (GB:CAJ34819.1); similar to Os03g0584300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001050565.1); similar to Os03g0568500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001050510.1); contains InterPro domain Protein of unknown function UPF0136, Transmembrane; (InterPro:IPR005349) | chr3:7160890-7161997 FORWARDnot assigned TMEM14 COG5548 "	not assigned.unknown	35_2

CUST_114409_PI403524517	2	0.31759453	0.41524315	-0.005832672	-0.29470158	0.005833626	-0.4660139	35_32470	Rep: Sucrose synthase 1 - Oryza sativa (Rice)	UniRef90_P30298	"CHR4V7|COORD:995166..998719| SUS3; UDP-glycosyltransferase/ sucrose synthase/ transferase, transferring glycosyl groups"	AT4G02280.1	CHR06V5|COORD:4803247..4795287|protein sucrose synthase 1, putative, expressed	LOC_Os06g09450.8	" no descriptionweakly similar to ( 145)AT4G02280| Symbols: SUS3 | SUS3; UDP-glycosyltransferase/ sucrose synthase/ transferase, transferring glycosyl groups | chr4:995166-998719 FORWARDmoderately similar to ( 246)SUS1_HORVUSucrose synthase 1 - Hordeum vulgare (Barley)Sucrose_synth "	major CHO metabolism.degradation.sucrose.Susy	2_2_1_5

CUST_4349_PI404877155	2	0.009012222	0.078279495	0.021889687	-0.11119461	-0.009012222	-0.22047329	Contig15315_at	ent-kaurene oxidase, putative (GA3) / cytochrome P450 [Arabidopsis thaliana]	NP_197962.1	ent-kaurene oxidase, putative (GA3) / cytochrome P450	At5g25900.1	protein ent-kaurene oxidase CYP701A5	Os06g37350	"ent-kaurene oxidase, putative (GA3) / cytochrome P450, identical to GA3 (Arabidopsis thaliana) GI:3342249; similar to ent-kaurene oxidase (Cucurbita maxima) GI:11934675; contains Pfam profile PF00067: Cytochrome P450"	hormone metabolism.gibberelin.synthesis-degradation.ent-kaurene oxidase	17_6_1_3

CUST_129931_PI403524517	2	0.08315277	-0.5992279	-0.19817162	-0.046375275	0.12129021	0.04637623	35_36491	"Cluster: Alpha/beta hydrolase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Alpha/beta hydrolase-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5VQE5	CHR1V7|COORD:30188731..30191033| hydrolase, alpha/beta fold family protein	AT1G80280.1	CHR01V5|COORD:26433684..26438061|protein hydrolase, putative, expressed	LOC_Os01g45960.1	 no descriptionvery weakly similar to (68.9)AT1G80280| Symbols:  | hydrolase, alpha/beta fold family protein | chr1:30188731-30191033 REVERSE	not assigned.no ontology	35_1

CUST_54187_PI403524517	2	0.07050228	0.07130623	0.016565323	-0.023406982	-0.024819374	-0.016566277	35_15425	"Cluster: Hypothetical protein OSJNBa0017K09.8; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0017K09.8 - Oryza sativa (japonica"	UniRef90_Q60EJ0	CHR1V7|COORD:3822171..3822899| universal stress protein (USP) family protein	AT1G11360.2	CHR05V5|COORD:24612967..24616157|protein ER6 protein, putative, expressed	LOC_Os05g42230.1	no descriptionmoderately similar to ( 212)AT1G11360| Symbols:  | universal stress protein (USP) family protein | chr1:3822171-3822899 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Usp USP_Like UspA PRK07003 PRK12323 TT_ORF1 Atrophin-1 Tymo_45kd_70kd AF-4 IER APC_basic PRK07764 DUF1509 DUF566 Herpes_BLLF1 STK_N PRK12678 Pneumo_att_G	stress.abiotic.unspecified	20_2_99

CUST_125606_PI403524517	2	0.13522339	0.17685318	0.022955894	-0.02295494	-0.038625717	-0.063858986	35_35373	Rep: OSIGBa0137O04.7 protein - Oryza sativa (Rice)	UniRef90_Q01KZ0	CHR5V7|COORD:14302298..14305409| aspartyl protease family protein	AT5G36260.1	CHR04V5|COORD:15666302..15657154|protein pepsin A, putative, expressed	LOC_Os04g26834.1	no descriptionvery weakly similar to (73.6)AT5G36260| Symbols:  | aspartyl protease family protein | chr5:14302298-14305409 REVERSE	protein.degradation.aspartate protease	29_5_4

CUST_8839_PI404877155	2	0.108561516	0.72094536	-0.6263685	-0.05538082	-1.0997305	0.05538082	Contig2639_at	1-aminocyclopropane-1-carboxylate oxidase (EC 1.4.3.-) ACO1 [similarity] - sorghum gb|AAC28488.1| 1-aminocyclopropane-1-carboxylate oxidase	T14643	1-aminocyclopropane-1- carboxylate oxidase, putative / ACC oxidase, putative	At1g77330.1	protein 1-aminocyclopropane-1-carboxylate oxidase (EC 1.4.3.-) ACO1 [similarity] - sorghum	Os05g05680	NONE	hormone metabolism.ethylene.synthesis-degradation	17_5_1

CUST_82798_PI403524517	2	-0.008355141	0.14782524	0.008354187	-0.10955238	-0.400424	0.030324936	35_23744	"Cluster: Proteophosphoglycan 5; n=1; Leishmania major strain Friedlin|Rep: Proteophosphoglycan 5 - Leishmania major strain Friedlin"	UniRef90_Q4FX62	"CHR2V7|COORD:9704460..9706664| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G37820.1); similar to hypothetical protein B14911_03489 [Bacillus sp."	AT2G22795.1	CHR03V5|COORD:22181848..22173870|protein expressed protein	LOC_Os03g40010.1	no descriptionnot assigned MDN1 Utp14	not assigned.unknown	35_2

CUST_68767_PI403524517	2	-0.013467789	0.4179983	0.013467789	-0.20028591	-0.08892536	0.06574154	35_19672	"Cluster: Ring zinc finger protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Ring zinc finger protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6EPF2	CHR1V7|COORD:4348726..4350510| protein binding / ubiquitin-protein ligase/ zinc ion binding	AT1G12760.1	CHR02V5|COORD:27478618..27474412|protein protein binding protein, putative, expressed	LOC_Os02g45240.1	no descriptionmoderately similar to ( 405)AT4G11680| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr4:7053731-7055510 REVERSEvery weakly similar to (64.3)EL5_ORYSAnot assigned not assigned RING RING zf-C3HC4 COG5540 HRD1	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_17659_PI404877155	2	-0.59595203	-0.7359295	0.7462168	0.120884895	0.5174465	-0.12088394	HV_CEb0020D05r2_s_at	allene oxide cyclase [Hordeum vulgare]	CAC83766.1	allene oxide cyclase, putative / early-responsive to dehydration protein, putative / ERD protein, putative	At3g25780.1	protein allene oxide cyclase	Os03g32310	"allene oxide cyclase/Dof2  T02690  DNA-binding with One Finger 2; contribute to multiple protein protein interactions; maize,"	hormone metabolism.jasmonate.synthesis-degradation.allene oxidase synthase	17_7_1_3

CUST_76044_PI403524517	2	4.043579E-4	-0.22608757	-0.03644657	-4.043579E-4	0.042303085	0.026078224	35_21799	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53MQ7	"CHR1V7|COORD:15897968..15902379| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G06720.1); similar to Os11g0298400 [Oryza sativa (japonica"	AT1G42440.1	CHR11V5|COORD:10990647..11000938|protein expressed protein	LOC_Os11g19250.1	" no descriptionmoderately similar to ( 243)AT1G42440| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G06720.1); similar to Os11g0298400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001067728.1); similar to PREDICTED: TSR1, 20S rRNA accumulation, homolog [Gallus gallus] (GB:XP_001234320.1); contains InterPro domain AARP2CN; (InterPro:IPR012948); contains InterPro domain Protein of unknown function DUF663; (InterPro:IPR007034) | chr1:15897968-15902379 REVERSEnot assigned DUF663 COG5177 BMS1 "	not assigned.unknown	35_2

CUST_2761_PI404877155	2	-0.11417961	0.16370296	0.04428768	-0.015528679	-0.044552803	0.015529633	Contig13183_at	putative RAE1 (RNA export 1, S.pombe) homolog [Oryza sativa (japonica cultivar-group)] dbj|BAD03234.1| putative RAE1 (RNA export 1, S.pombe)	BAD03038.1	transducin family protein / WD-40 repeat family protein	At1g80670.1	protein hypothetical protein	Os08g07960	transducin / WD-40 repeat protein family	RNA.processing	27_1

CUST_67470_PI403524517	2	-0.0018577576	0.3656006	0.10508156	0.0018577576	-0.18408775	-0.0137348175	35_19269	"Cluster: Putative Anthranilate phosphoribosyltransferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Anthranilate phosphoribosyltransferase - Ory"	UniRef90_Q6ZG91	CHR1V7|COORD:26612382..26615725| anthranilate phosphoribosyltransferase, putative	AT1G70570.1	CHR02V5|COORD:1636772..1631971|protein expressed protein	LOC_Os02g03850.1	 no descriptionhighly similar to ( 676)AT1G70570| Symbols:  | anthranilate phosphoribosyltransferase, putative | chr1:26612382-26615725 FORWARDPRK07394 TrpD trpD PRK09071 PRK08136 	amino acid metabolism.synthesis.aromatic aa.tryptophan.anthranilate phosphoribosyltransferase	13_1_6_5_2

CUST_80947_PI403524517	2	-0.05147934	0.3974867	0.18636513	-0.07509613	0.041955948	-0.041954994	35_23215	"Cluster: DnaJ domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: DnaJ domain containing protein, expressed - Oryza sativa (j"	UniRef90_Q2QUP1	CHR1V7|COORD:22813885..22816035| DNAJ heat shock N-terminal domain-containing protein	AT1G61770.1	CHR12V5|COORD:8912514..8903834|protein dnaJ homolog dnj-2 precursor, putative, expressed	LOC_Os12g15590.2	no descriptionmoderately similar to ( 224)AT1G61770| Symbols:  | DNAJ heat shock N-terminal domain-containing protein | chr1:22813885-22816035 FORWARDvery weakly similar to (65.9)DNJH_CUCSADnaJ protein homolog - Cucumis sativus (Cucumber)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DnaJ DnaJ DnaJ CbpA PRK10767 PRK10266 SEC63 djlA	stress.abiotic.heat	20_2_1

CUST_4413_PI404877155	2	0.1317873	0.1464014	-0.017411232	-0.061175346	-0.0014657974	0.0014667511	Contig15378_at	bZIP transcription factor RF2b [Oryza sativa (japonica cultivar-group)]	AAR28765.1	bZIP transcription factor family protein	At2g40620.1	protein bZIP transcription factor, putative	Os07g48180	NONE	RNA.regulation of transcription.bZIP transcription factor family	27_3_35

CUST_97380_PI403524517	2	-0.17970371	0.3474102	0.09502125	0.033076286	-0.033075333	-0.24761105	35_27811	"Cluster: Os01g0277900 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0277900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JNM6	"CHR2V7|COORD:17118751..17120325| (LOW-MOLECULAR-WEIGHT CYSTEINE-RICH 51); heat shock protein binding"	AT2G41000.1	CHR01V5|COORD:9761751..9765259|protein chaperone protein dnaJ 72, putative, expressed	LOC_Os01g17040.1	"no descriptionvery weakly similar to (54.3)AT2G41000| Symbols:  | (LOW-MOLECULAR-WEIGHT CYSTEINE-RICH 51); heat shock protein binding | chr2:17118751-17120325 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DnaJ DnaJ PRK10767 DnaJ CbpA PRK10266"	stress.abiotic.heat	20_2_1

CUST_157153_PI403524517	2	0.04489422	0.26531506	-0.009402275	0.009402275	-0.08439398	-0.18347883	35_43888	"Cluster: Putative beta-glucan binding protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative beta-glucan binding protein - Oryza sativa (japonica cu"	UniRef90_Q6H5B5	CHR5V7|COORD:5182644..5184881| glycosyl hydrolase family 81 protein	AT5G15870.1	CHR09V5|COORD:12804260..12801545|protein beta-glucan elicitor receptor, putative, expressed	LOC_Os09g21210.1	no descriptionweakly similar to ( 124)AT5G15870| Symbols:  | glycosyl hydrolase family 81 protein | chr5:5182644-5184881 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Glyco_hydro_81 PRK12323 PRK07003 PRK12678 Atrophin-1 TT_ORF1 DUF1421 HPC2 Tymo_45kd_70kd APC_basic PRK07764 Herpes_BLLF1 KAR9 PRK05648 Protamine_P1 Extensin_2 DUF566 Pneumo_att_G Herpes_TAF50 DUF605 FAP AF-4 PRK07994 DUF1777 PRK08691	stress.biotic	20_1

CUST_2500_PI404877155	2	0.020062447	-0.27732706	0.6297684	0.33329487	-0.02006197	-0.21221876	Contig1289_at	Enolase 1 (2-phosphoglycerate dehydratase 1) (2-phospho-D-glycerate hydro-lyase 1) pir||S16257 phosphopyruvate hydratase (EC 4.2.1.11) - mai	P26301	15328160|enolase	At2g36530.1	protein enolase	Os06g04510	NONE	glycolysis.enolase	4_12

CUST_14268_PI404877155	2	0.46444798	-1.841383	-1.7988491	-0.36508322	2.6310258	0.36508322	Contig811_x_at	B3-hordein (clone pB7) - barley (fragment)	S07975	VHS domain-containing protein / GAT domain-containing protein	At2g38410.1	protein repressor protein	Os08g29500	B3-hordein (clone pB7)	development.storage proteins	33_1

CUST_114027_PI403524517	2	0.10391569	0.0379591	0.14188623	-0.23984575	-0.47495508	-0.0379591	35_32360	"Cluster: Transmembrane domain, a coiled coil-4 domain, of eukaryotic origin (91.3 kD)-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Transmembra"	UniRef90_Q657I0	"CHR1V7|COORD:12909271..12913894| similar to Os05g0355100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001055287.1); similar to unknown protein [Oryza"	AT1G35220.1	CHR01V5|COORD:11208623..11218178|protein expressed protein	LOC_Os01g19760.1	"no descriptionweakly similar to ( 113)AT1G35220| Symbols:  | similar to Os05g0355100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001055287.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAV43895.1); similar to Os01g0303200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001042832.1); contains domain TNF receptor-like (SSF57586) | chr1:12909271-12913894 FORWARDnot assigned"	not assigned.unknown	35_2

CUST_81435_PI403524517	2	-0.5580282	-0.17268658	0.08974743	0.30871677	0.14937496	-0.08974838	35_23360	"Cluster: Ternary complex factor MIP1-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Ternary complex factor MIP1-like protein - Oryza sativa (jap"	UniRef90_Q69MD6	"CHR4V7|COORD:17473713..17476710| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G42690.2); similar to Os09g0463300 [Oryza sativa (japonica"	AT4G37080.2	CHR09V5|COORD:17532436..17536824|protein expressed protein	LOC_Os09g28850.3	"no descriptionweakly similar to ( 155)AT4G37080| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G42690.2); similar to Os03g0859900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001051971.1); similar to Os09g0463300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001063405.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAP44737.1); contains InterPro domain Protein of unknown function DUF547; (InterPro:IPR006869) | chr4:17474199-17476710 FORWARDnot assigned DUF547 Keratin_B2 PRK12323"	not assigned.unknown	35_2

CUST_132633_PI403524517	2	-0.565238	0.004283428	-0.07396841	0.374372	0.22074938	-0.004283428	35_37247	Rep: OSIGBa0130B08.1 protein - Oryza sativa (Rice)	UniRef90_Q01IU9	CHR2V7|COORD:17978357..17982377| nucleotide-sugar transporter	AT2G43240.1	CHR04V5|COORD:24302536..24295837|protein nucleotide-sugar transporter/ sugar porter, putative, expressed	LOC_Os04g41320.1	no descriptionvery weakly similar to (50.8)AT2G43240| Symbols:  | nucleotide-sugar transporter | chr2:17978357-17982377 REVERSE	transporter.sugars	34_2

CUST_14918_PI399408534	2	0.13183975	0.18102837	-0.010219574	0.0015153885	-0.013449669	-0.0015153885	35_16036	"Cluster: Small nuclear ribonucleoprotein homolog; n=4; Magnoliophyta|Rep: Small nuclear ribonucleoprotein homolog - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q8LAK5	CHR2V7|COORD:8130416..8131792| small nuclear ribonucleoprotein E, putative / snRNP-E, putative / Sm protein E, putative	AT2G18740.1	CHR08V5|COORD:2958908..2961444|protein small nuclear ribonucleoprotein E, putative, expressed	LOC_Os08g05530.1	 no descriptionweakly similar to ( 160)AT2G18740| Symbols:  | small nuclear ribonucleoprotein E, putative / snRNP-E, putative / Sm protein E, putative | chr2:8130416-8131663 FORWARDnot assigned not assigned Sm_E LSM Sm LSm5 LSM1 Sm_like archeal_Sm1 PRK00737 	RNA.processing	27_1

CUST_9723_PI403524517	2	0.3638754	-0.3177204	-0.5054455	0.30585766	-0.09772682	0.09772587	35_2741	0	0	0	0	CHR04V5|COORD:29579135..29582671|protein expressed protein	LOC_Os04g49954.1	no description	not assigned.unknown	35_2

CUST_113185_PI403524517	2	0.43524933	0.08572197	-0.31498718	0.15452147	-0.08572149	-0.16701841	35_32126	Rep: Minus agglutinin - Chlamydomonas incerta	UniRef90_Q5I2R0	CHR2V7|COORD:12307457..12308800| disease resistance-responsive family protein / fibroin-related	AT2G28670.1	CHR03V5|COORD:3879573..3883226|protein transposon protein, putative, CACTA, En/Spm sub-class	LOC_Os03g07680.1	no description	not assigned.unknown	35_2

CUST_66356_PI403524517	2	0.51203537	-0.59857035	0.14962387	-0.296463	0.01426506	-0.014264107	35_18948	"Cluster: Os01g0130400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0130400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JQZ2	"CHR1V7|COORD:25738098..25741560| ATXYL1/XYL1 (ALPHA-XYLOSIDASE 1); alpha-N-arabinofuranosidase/ hydrolase, hydrolyzing O-glycosyl compounds / xylan"	AT1G68560.1	CHR01V5|COORD:1695005..1699892|protein alpha-D-xylosidase, putative, expressed	LOC_Os01g03950.1	" no descriptionmoderately similar to ( 414)AT1G68560| Symbols: ATXYL1, XYL1 | ATXYL1/XYL1 (ALPHA-XYLOSIDASE 1); alpha-N-arabinofuranosidase/ hydrolase, hydrolyzing O-glycosyl compounds / xylan 1,4-beta-xylosidase | chr1:25738098-25741560 REVERSEmoderately similar to ( 350)AGLU_ORYSAnot assigned not assigned not assigned not assigned Glyco_hydro_31 COG1501 PRK10426 PRK10658 "	misc.gluco-, galacto- and mannosidases	26_3

CUST_71239_PI403524517	2	-0.010502815	0.17880249	0.010503769	-0.054226875	-0.059324265	0.034819603	35_20409	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_101232_PI403524517	2	0.21201801	-0.0037345886	-0.111973286	0.10575676	-0.038826942	0.0037350655	35_28892	"Cluster: Hypothetical protein P0483F08.35; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0483F08.35 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5NAZ6		0	CHR01V5|COORD:6641998..6639467|protein expressed protein	LOC_Os01g12180.1	no description	not assigned.unknown	35_2

CUST_11984_PI403524517	2	0.018362999	-0.04467678	0.05521393	0.121248245	-0.018362999	-0.091799736	35_3408	"Cluster: Putative lecithin diacylglycerol cholesterol acyltransferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative lecithin diacylglycerol"	UniRef90_Q67U60	"CHR5V7|COORD:4393532..4397216| ATPDAT (Arabidopsis thaliana phospholipid:diacylglycerol acyltransferase); phosphatidylcholine-sterol O-acyltransferase"	AT5G13640.1	CHR09V5|COORD:16548778..16542045|protein lecithine cholesterol acyltransferase-like protein, putative, expressed	LOC_Os09g27210.1	"no descriptionhighly similar to ( 672)AT5G13640| Symbols: ATPDAT | ATPDAT (Arabidopsis thaliana phospholipid:diacylglycerol acyltransferase); phosphatidylcholine-sterol O-acyltransferase | chr5:4393532-4397216 FORWARDnot assigned not assigned LACT"	lipid metabolism.'exotics' (steroids, squalene etc).phosphatidylcholine¿sterol O-acyltransferase	11_8_10

CUST_110312_PI403524517	2	0.048870087	0.029251099	-0.010651112	-0.08243179	0.010651588	-0.08414745	35_31338	"Cluster: PREDICTED: similar to ribosomal protein L9; n=1; Strongylocentrotus purpuratus|Rep: PREDICTED: similar to ribosomal protein L9 - Strongylocentrotus pur"	UniRef90_UPI0000588916	CHR4V7|COORD:6463197..6464454| 60S ribosomal protein L9 (RPL90D)	AT4G10450.1	CHR09V5|COORD:18753232..18750895|protein 60S ribosomal protein L9, putative, expressed	LOC_Os09g31180.1	no descriptionweakly similar to ( 192)AT4G10450| Symbols:  | 60S ribosomal protein L9 (RPL90D) | chr4:6463197-6464454 REVERSEmoderately similar to ( 202)RL9_ORYSAnot assigned not assigned not assigned not assigned rpl6p RplF rplF Ribosomal_L6	protein.synthesis.misc ribososomal protein	29_2_2

CUST_23675_PI399408534	2	-0.047142982	-0.069381714	0.2203703	-0.20688534	0.21414757	0.04714203	35_19679	"Cluster: Putative SERK1 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative SERK1 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69UH7	CHR2V7|COORD:18698813..18701540| leucine-rich repeat transmembrane protein kinase, putative	AT2G45340.1	CHR08V5|COORD:967944..972565|protein ATP binding protein, putative, expressed	LOC_Os08g02440.1	 no descriptionmoderately similar to ( 333)AT4G22730| Symbols:  | leucine-rich repeat transmembrane protein kinase, putative | chr4:11941395-11943707 FORWARDweakly similar to ( 153)CRI4_MAIZEPutative receptor protein kinase CRINKLY4 precursor - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PTKc Pkinase_Tyr TyrKc PTKc_Jak_rpt2 S_TKc PTKc_Src_like PTKc_Tec_like S_TKc Pkinase PTKc_Srm_Brk PTKc_Tec_Rlk PTKc_Jak2_Jak3_rpt2 PTKc_Itk PTKc_EphR_A2 PTKc_EphR PTKc_Frk_like PTKc_Csk_like PTKc_DDR PTKc_Btk_Bmx PTKc_EGFR_like PTKc_Lyn PTKc_Fyn_Yrk PTKc_Trk PTKc_Fes_like PTKc_EphR_B PTKc_Syk_like PTKc_Jak1_rpt2 PTKc_EphR_A PTK_CCK4 PTKc_Abl PTKc_EphR_A10 PTKc_Src PTKc_Lck_Blk PTKc_Yes PTKc_Ror PTKc_Ack_like PTKc_InsR_like PTKc_c-ros PTKc_RET PTK_HER3 PTKc_Tyk2_rpt2 PTKc_Fer PTKc_PDGFR PTKc_Chk PTKc_Fes PTKc_FGFR PTKc_Musk PTKc_Met_Ron PTKc_Hck PTKc_TrkA SPS1 PTKc_Csk PTKc_DDR1 PTKc_DDR_like PTKc_HER4 COG4886 PTKc_FGFR4 PTKc_FAK PTKc_InsR PTKc_DDR2 PTKc_Axl_like PTKc_Tie2 PTKc_TrkB PTKc_ALK_LTK PTKc_Ror1 PTKc_EGFR PTKc_TrkC PTKc_Syk PTKc_FGFR1 PTKc_Axl PTKc_VEGFR3 PTKc_FGFR2 PTKc_IGF-1R PTKc_Tyro3 PTKc_Tie1 PTKc_Zap-70 PTKc_Tie PTKc_FGFR3 PTK_Ryk PTK_Jak2_Jak3_rpt1 PTKc_HER2 PTKc_Ror2 PTKc_VEGFR PTKc_VEGFR2 LRR_RI 	signalling.receptor kinases.DUF 26	30_2_17

CUST_89962_PI403524517	2	-0.039488792	-0.01612091	0.01612091	0.12938881	0.12979412	-0.05869484	35_25734	"Cluster: NLI interacting factor (NIF) family protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: NLI interacting factor (NIF) family protein-like - O"	UniRef90_Q5QLC5	CHR2|COORD:1417222..1419488| similar to meprin and TRAF homology domain-containing protein / MATH domain-containing protein [Arabidopsis thaliana]	AT2G04170.2	CHR01V5|COORD:35990754..35987935|protein CTD small phosphatase-like protein, putative, expressed	LOC_Os01g61640.1	no descriptionnot assigned not assigned not assigned not assigned PRK12323 PRK07764	not assigned.unknown	35_2

CUST_48280_PI403524517	2	0.008261681	0.24512196	0.0837841	-0.23640108	-0.1283083	-0.008261681	35_13800	"Cluster: Os09g0483400 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0483400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J0U1	CHR3|COORD:19516614..19517910| ubiquitin extension protein 1 (UBQ1) / 60S ribosomal protein L40 (RPL40B), identical to GI:166929, GI:166930	AT3G52590.1	CHR09V5|COORD:16972710..16974635|protein UBiQuitin family member, putative, expressed	LOC_Os09g27930.1	" no descriptionweakly similar to ( 195)AT3G52590| Symbols: EMB2167, ERD16, UBQ1 | UBQ1 (EARLY-RESPONSIVE TO DEHYDRATION 16, UBIQUITIN EXTENSION PROTEIN 1); protein binding | chr3:19516646-19517659 FORWARDweakly similar to ( 131)UBIQ_WHEATUbiquitin - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned Ubiquitin ubiquitin UBQ Nedd8 UBL Ribosomal_L40e AN1_N RAD23_N Scythe_N UBQ parkin_N Fubi GDX_N SF3a120_C NIRF_N RPL40A ISG15_repeat2 UBI4 hPLIC_N "	protein.degradation.ubiquitin.ubiquitin	29_5_11_1

CUST_136035_PI403524517	2	0.13239574	0.018726349	0.24410439	-0.7478485	-0.80584526	-0.018727303	35_38149	"Cluster: Hypothetical protein OSJNBa0060A14.5; n=2; Oryza sativa|Rep: Hypothetical protein OSJNBa0060A14.5 - Oryza sativa (Rice)"	UniRef90_Q948J1	"CHR2V7|COORD:19306937..19310498| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G33793.1); similar to SD07741p [Drosophila melanogaster]"	AT2G46980.2	CHR10V5|COORD:13511726..13517239|protein expressed protein	LOC_Os10g26560.1	" no descriptionvery weakly similar to (97.1)AT2G46980| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G33793.1); similar to SD07741p [Drosophila melanogaster] (GB:AAK93551.1); similar to Os10g0405500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001064559.1); contains domain Ribosome recycling factor, RRF (SSF55194) | chr2:19306937-19310498 REVERSE"	not assigned.unknown	35_2

CUST_11964_PI404877155	2	-0.015742302	-0.2018156	0.14830685	-0.003209114	0.02878189	0.0032100677	Contig5678_at	putative polyprotein [Oryza sativa (japonica cultivar-group)] gb|AAP53790.1| putative polyprotein [Oryza sativa (japonica cultivar-group)]	NP_921503.1	aldo/keto reductase family protein	At1g60690.1	protein oxidoreductase, aldo/keto reductase family	Os10g28320	putative polyprotein	hormone metabolism.auxin.induced-regulated-responsive-activated	17_2_3

CUST_5181_PI403524517	2	0.06003666	-0.5045662	-0.04543209	0.010804176	0.022893906	-0.010804176	35_1426	"Cluster: Methionine aminopeptidase 2, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Methionine aminopeptidase 2, putative, expressed - O"	UniRef90_Q2QLT5	CHR3|COORD:22166696..22169702| similar to methionyl aminopeptidase, putative / methionine aminopeptidase, putative / peptidase M, putative [Arabidopsis thaliana	AT3G59990.3	CHR12V5|COORD:26872676..26876489|protein methionine aminopeptidase 2B, putative, expressed	LOC_Os12g43370.1	"no descriptionhighly similar to ( 694)AT3G59990| Symbols: MAP2B | MAP2B (METHIONINE AMINOPEPTIDASE 2B); methionyl aminopeptidase | chr3:22166898-22169528 REVERSEnot assigned not assigned not assigned MetAP2 PRK08671 Map Peptidase_M24 MetAP1 PRK05716 PRK12896 APP_MetAP PA2G4-like PRK07281 APP-like PRK12897"	protein.degradation.metalloprotease	29_5_7

CUST_7134_PI404877155	2	0.09563351	-0.046827316	0.16029549	-0.03584194	0.035842896	-0.062407494	Contig20846_at	Unknown protein [Arabidopsis thaliana] gb|AAM47978.1| unknown protein [Arabidopsis thaliana]	AAL32677.1	ubiquitin interaction motif-containing protein / LIM domain-containing protein	At1g19270.1	protein LIM domain, putative	Os06g08400	"LIM domain-containing protein, low similarity to LIM-domain protein (Branchiostoma floridae) GI:3360516, DRAL/Slim3/FHL2 (Homo sapiens) GI:7209525; contains Pfam profile PF00412: LIM domain or  LIM domain-containing protein, low similarity to LIM-domain p"	RNA.regulation of transcription.unclassified	27_3_99

CUST_99584_PI403524517	2	0.26243114	-0.23814964	0.04885912	-0.048859596	-0.33263302	0.28874397	35_28425	"Cluster: Putative microtubule bundling polypeptide TMBP200; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative microtubule bundling polypeptide TMBP200 -"	UniRef90_Q5N749	CHR2V7|COORD:14973907..14987440| MOR1 (MICROTUBULE ORGANIZATION 1)	AT2G35630.1	CHR01V5|COORD:35049392..35032331|protein cytoskeleton-associated protein 5, putative, expressed	LOC_Os01g60040.2	 no descriptionmoderately similar to ( 207)AT2G35630| Symbols: GEM1, MOR1 | MOR1 (MICROTUBULE ORGANIZATION 1) | chr2:14973907-14987440 FORWARDnot assigned 	cell.organisation	31_1

CUST_131028_PI403524517	2	0.09931564	0.20994568	0.23122215	-0.09931564	-0.18702412	-0.11240959	35_36801	"Cluster: Photosystem II reaction center protein K precursor; n=3; Pooideae|Rep: Photosystem II reaction center protein K precursor - Hordeum vulgare (Barley)"	UniRef90_P69693	CHRCV7|COORD:7017..7202| PSII K protein	ATCG00070.1	0	0	no descriptionvery weakly similar to (71.2)ATCG00070| Symbols: PSBK | PSII K protein | chrC:7017-7202 FORWARDvery weakly similar to (77.8)PSBK_SECCEPhotosystem II reaction center protein K precursor - Secale cereale (Rye)psbK PsbK PRK02553	PS.lightreaction.photosystem II.PSII polypeptide subunits	1_1_1_2

CUST_138503_PI403524517	2	0.26037884	-0.32649994	0.040678978	-0.040678978	-0.38419008	0.053254128	35_38850	"Cluster: Putative formylglycineamide ribotide amidotransferase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative formylglycineamide ribotide amidotrans"	UniRef90_Q5N821	CHR1V7|COORD:27926666..27931107| catalytic	AT1G74260.1	CHR05V5|COORD:229512..234632|protein phosphoribosylformylglycinamidine synthase, chloroplast precursor, putative, expressed	LOC_Os05g01440.1	no descriptionmoderately similar to ( 303)AT1G74260| Symbols:  | catalytic | chr1:27926666-27931107 REVERSEnot assigned PRK05297 PurL AIRS_C PRK01213	nucleotide metabolism.synthesis.purine.FGAR amidotransferase	23_1_2_4

CUST_468_PI404877155	2	-0.005701065	0.22786331	0.0057001114	-0.11837387	0.08367729	-0.034999847	Contig10375_at	electron transport SCO1/SenC family protein [Arabidopsis thaliana] gb|AAL49889.1| putative SCO1 protein [Arabidopsis thaliana] gb|AAM20370.1	NP_566339.1	electron transport SCO1/SenC family protein	At3g08950.1	protein SCO1 protein, putative	Os02g06480	putative SCO1 protein	mitochondrial electron transport / ATP synthesis.cytochrome c oxidase	9_7

CUST_68262_PI403524517	2	0.15274334	-0.09509945	-0.011087418	0.011087418	-0.11352539	0.011087418	35_19515	"Cluster: Hypothetical protein P0672D08.4; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0672D08.4 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q93VG6	CHR5V7|COORD:5394743..5397374| similar to Os01g0100500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001041736.1)	AT5G16520.1	CHR01V5|COORD:13094..17124|protein expressed protein	LOC_Os01g01040.3	no descriptionmoderately similar to ( 332)AT5G16520| Symbols:  | similar to Os01g0100500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001041736.1) | chr5:5394743-5397374 REVERSE	not assigned.unknown	35_2

CUST_98811_PI403524517	2	0.08636379	0.45943546	-0.0479002	-0.21988964	-0.7190113	0.047901154	35_28205	"Cluster: Os03g0669800 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os03g0669800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DPQ8	CHR1V7|COORD:22786490..22790447| binding / zinc ion binding	AT1G61690.1	CHR03V5|COORD:26382594..26387978|protein zinc ion binding protein, putative, expressed	LOC_Os03g46710.1	no descriptionweakly similar to ( 117)AT1G61690| Symbols:  | binding / zinc ion binding | chr1:22786490-22790447 REVERSE	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_151818_PI403524517	2	0.25914192	-0.14726734	0.0032424927	0.4631195	-0.0032420158	-0.09471798	35_42445	"Cluster: PWWP domain containing protein, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: PWWP domain containing protein, expressed - Oryza sativa (j"	UniRef90_Q10L59		0	CHR03V5|COORD:13839721..13819962|protein PWWP domain containing protein, expressed	LOC_Os03g24339.1	no description	not assigned.unknown	35_2

CUST_22458_PI399408534	2	0.03210163	0.16071606	-0.061972618	-0.10595894	-0.021857262	0.021856308	35_4029	"Cluster: Guanine nucleotide-binding protein subunit beta; n=5; Poaceae|Rep: Guanine nucleotide-binding protein subunit beta - Zea mays (Maize)"	UniRef90_P49178	"CHR4V7|COORD:16477397..16479270| AGB1 (GTP BINDING PROTEIN BETA 1); nucleotide binding"	AT4G34460.1	CHR03V5|COORD:26355758..26347737|protein guanine nucleotide-binding protein beta subunit, putative, expressed	LOC_Os03g46650.1	 no descriptionhighly similar to ( 579)AT4G34460| Symbols: ELK4, AGB1 | AGB1 (GTP BINDING PROTEIN BETA 1) | chr4:16477397-16479270 REVERSEhighly similar to ( 720)GBB_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned WD40 COG2319 WD40 WD40 PRK12323 	signalling.G-proteins	30_5

CUST_102007_PI403524517	2	0.28875208	0.29157734	0.024558067	-0.02455759	-0.17357922	-0.2892952	35_29103	"Cluster: Os09g0548300 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0548300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IZU7	CHR4V7|COORD:17972122..17974781| MATE efflux protein-related	AT4G38380.1	CHR02V5|COORD:35817142..35823762|protein EMB2758, putative, expressed	LOC_Os02g58620.1	no descriptionweakly similar to ( 107)AT4G38380| Symbols:  | MATE efflux protein-related | chr4:17972122-17974781 REVERSEnot assigned	transport.misc	34_99

CUST_74998_PI403524517	2	-0.037171364	0.08763027	0.037172318	-0.21438408	-0.08918667	0.06915283	35_21499	"Cluster: Hypothetical protein OSJNBb0043P23.6; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0043P23.6 - Oryza sativa (japonica cu"	UniRef90_Q84SN9	"CHR5V7|COORD:19729840..19732087| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G28770.1); similar to unknown protein [Oryza sativa (japonica"	AT5G48610.1	CHR03V5|COORD:35586602..35592515|protein expressed protein	LOC_Os03g63040.1	no descriptionvery weakly similar to (72.0)AT5G43490| Symbols:  | similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAO73284.1) | chr5:17485699-17486094 REVERSE	not assigned.unknown	35_2

CUST_23196_PI403524517	2	0.03510189	0.1110754	-0.007971764	-0.06207657	-0.00477314	0.0047740936	35_6740	"Cluster: Riboflavin biosynthesis protein RibD containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Riboflavin biosynthesis protein"	UniRef90_Q10SM6	CHR4V7|COORD:11212088..11213541| cytidine/deoxycytidylate deaminase family protein	AT4G20960.1	CHR03V5|COORD:938790..941001|protein riboflavin biosynthesis protein ribD, putative, expressed	LOC_Os03g02600.1	no descriptionmoderately similar to ( 356)AT4G20960| Symbols:  | cytidine/deoxycytidylate deaminase family protein | chr4:11212088-11213541 FORWARDnot assigned RibD ribD Riboflavin_deaminase-reductase dCMP_cyt_deam_1 nucleoside_deaminase CumB PRK10860 ComEB RibD cytidine_deaminase-like deoxycytidylate_deaminase	nucleotide metabolism.deoxynucleotide metabolism.cytosine deaminase	23_5_3

CUST_169662_PI403524517	2	-0.025802612	-0.2414236	0.03376007	-0.040099144	0.0775547	0.025803566	35_47255	"Cluster: Transcriptional factor B3-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Transcriptional factor B3-like - Oryza sativa (japonica cultivar-group"	UniRef90_Q69V36	CHR3V7|COORD:6637561..6639041| DNA binding	AT3G19184.1	CHR06V5|COORD:4761005..4763619|protein DNA binding protein, putative, expressed	LOC_Os06g09420.1	no descriptionweakly similar to ( 122)AT3G19184| Symbols:  | DNA binding | chr3:6637561-6639041 FORWARDB3	not assigned.no ontology	35_1

CUST_88842_PI403524517	2	0.016712189	0.36930847	0.039413452	-0.12498093	-0.21928883	-0.016711235	35_25421	"Cluster: Putative mitochondrial half-ABC transporter; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative mitochondrial half-ABC transporter - Oryza sativ"	UniRef90_Q658I3	"CHR5V7|COORD:23579394..23584266| STA1 (STARIK 1); ATPase, coupled to transmembrane movement of substances"	AT5G58270.1	CHR06V5|COORD:1501584..1491885|protein ATP-binding cassette sub-family B member 7, mitochondrial, putative, expressed	LOC_Os06g03770.1	" no descriptionvery weakly similar to (77.8)AT5G58270| Symbols: ATATM3, ATM3, STA1 | STA1 (STARIK 1); ATPase, coupled to transmembrane movement of substances | chr5:23579394-23584266 FORWARDnot assigned ATM1 "	transport.ABC transporters and multidrug resistance systems	34_16

CUST_21281_PI399408534	2	-0.12822342	0.17633533	0.02338314	-0.020385742	0.020386696	-0.121500015	35_25142	"Cluster: Putative inositol 1,3,4-trisphosphate 5/6-kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative inositol 1,3,4-trisphosphate 5/6-kinase - O"	UniRef90_Q75GI4	CHR4V7|COORD:5163704..5166091| inositol 1,3,4-trisphosphate 5/6-kinase family protein	AT4G08170.1	CHR03V5|COORD:29486532..29493834|protein inositol-tetrakisphosphate 1-kinase 3, putative, expressed	LOC_Os03g51610.1	 no descriptionweakly similar to ( 138)AT4G08170| Symbols:  | inositol 1,3,4-trisphosphate 5/6-kinase family protein | chr4:5163704-5166091 REVERSEvery weakly similar to (61.6)ITPK1_MAIZEInositol-tetrakisphosphate 1-kinase 1 - Zea mays (Maize)Ins134_P3_kin 	signalling.phosphinositides.inositol-1,3,4-trisphosphate 5/6-kinase	30_4_5

CUST_10333_PI404877155	2	-0.25008774	0.94857883	-0.11009312	0.25874233	-0.26930046	0.11009216	Contig4096_at	"Isovaleryl-CoA Dehydrogenase; auxin binding protein (ABP44) [Pisum sativum]"	CAB55554.1	isovaleryl-CoA- dehydrogenase (IVD)	At3g45300.1	protein isovaleryl-coa dehydrogenase 2, mitochondrial precursor (ec 1.3.99.10)(ivd 2) (fragment)	Os05g03480	auxin binding protein (ABP44)	amino acid metabolism.degradation.branched-chain group.leucine	13_2_4_4

CUST_10966_PI403524517	2	0.007042885	-0.95760345	-0.04914379	-0.007041931	0.08401775	0.020044327	35_3100	"Cluster: Putative RNA recognition motif (RRM)-containing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative RNA recognition motif (RRM)-containi"	UniRef90_Q6ZKI2	CHR5V7|COORD:22188558..22189882| RNA recognition motif (RRM)-containing protein	AT5G54580.1	CHR08V5|COORD:2170727..2167047|protein nucleolin, putative, expressed	LOC_Os08g04440.1	no descriptionweakly similar to ( 139)AT5G54580| Symbols:  | RNA recognition motif (RRM)-containing protein | chr5:22188558-22189882 FORWARDvery weakly similar to (66.6)GRP2_SORBIGlycine-rich RNA-binding protein 2 - Sorghum bicolor (Sorghum) (Sorghum vulgare)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned RRM RRM_1 COG0724	RNA.RNA binding	27_4

CUST_157838_PI403524517	2	-0.42810917	0.4616351	0.16019964	-0.2371583	0.43208885	-0.16019964	35_44068	"Cluster: Heat shock factor RHSF13-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Heat shock factor RHSF13-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5Z9D6	"CHR3V7|COORD:8941462..8942538| AT-HSFC1 (Arabidopsis thaliana heat shock transcription factor C1); DNA binding / transcription factor"	AT3G24520.1	CHR06V5|COORD:20997768..20995275|protein heat shock factor protein 3, putative, expressed	LOC_Os06g35960.1	" no descriptionvery weakly similar to (94.7)AT3G24520| Symbols: HSFC1, AT-HSFC1 | AT-HSFC1 (Arabidopsis thaliana heat shock transcription factor C1); DNA binding / transcription factor | chr3:8941462-8942538 FORWARDnot assigned HSF_DNA-bind HSF HSF1 "	stress.abiotic.heat	20_2_1

CUST_152217_PI403524517	2	0.052926064	-0.2873516	0.019215584	-0.019216537	0.21209145	-0.19500542	35_42548	Rep: OSIGBa0127D24.9 protein - Oryza sativa (Rice)	UniRef90_Q01N54	CHR2V7|COORD:18843593..18846197| eukaryotic initiation factor 3 gamma subunit family protein	AT2G45730.1	CHR04V5|COORD:712800..706319|protein tRNA (guanine-N(1)-)-methyltransferase, putative, expressed	LOC_Os04g02150.2	no descriptionweakly similar to ( 181)AT2G45730| Symbols:  | eukaryotic initiation factor 3 gamma subunit family protein | chr2:18843593-18846197 REVERSEnot assigned Gcd10p	protein.synthesis.initiation	29_2_3

CUST_150977_PI403524517	2	0.38866997	0.068856716	0.01774311	-0.01774311	-0.28473473	-0.049236298	35_42226	"Cluster: Hydroxyproline-rich glycoprotein family protein, putative, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Hydroxyproline-rich"	UniRef90_Q10PC8	CHR1V7|COORD:5062163..5064692| hydroxyproline-rich glycoprotein family protein	AT1G14710.1	CHR03V5|COORD:7314163..7308216|protein expressed protein	LOC_Os03g13560.1	no descriptionweakly similar to ( 106)AT1G14710| Symbols:  | hydroxyproline-rich glycoprotein family protein | chr1:5062163-5064692 REVERSEnot assigned	not assigned.no ontology	35_1

CUST_179799_PI403524517	2	0.030778885	-0.39432907	0.19955301	-0.060913086	-0.030778408	0.08721256	35_50003	Rep: Histidyl-tRNA synthetase - Triticum aestivum (Wheat)	UniRef90_Q9ZTW6	CHR3V7|COORD:597595..599445| histidyl-tRNA synthetase, putative / histidine--tRNA ligase, putative	AT3G02760.1	CHR05V5|COORD:2909924..2906140|protein histidyl-tRNA synthetase, putative, expressed	LOC_Os05g05840.1	 no descriptionweakly similar to ( 102)AT3G02760| Symbols:  | histidyl-tRNA synthetase, putative / histidine--tRNA ligase, putative | chr3:597595-599445 REVERSEweakly similar to ( 108)SYH_ORYSAnot assigned HisS HisRS-like_core hisS 	protein.aa activation.histidine-tRNA ligase	29_1_21

CUST_44010_PI403524517	2	0.5982065	0.6248107	0.08059788	-0.42129993	-0.080598354	-0.3024392	35_12631	"AAD13716.2; n=3; Arabidopsis thaliana|Rep: Gb|AAD13716.2 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9LUG9	"CHR3V7|COORD:8467645..8473476| similar to structural constituent of ribosome [Arabidopsis thaliana] (TAIR:AT2G48110.1); similar to Os07g0681500 [Oryza sativa"	AT3G23590.1	CHR07V5|COORD:6034377..6042846|protein expressed protein	LOC_Os07g11000.1	"no descriptionmoderately similar to ( 228)AT3G23590| Symbols:  | similar to structural constituent of ribosome [Arabidopsis thaliana] (TAIR:AT2G48110.1); similar to Os07g0681500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001060654.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAC80015.1) | chr3:8467645-8473476 FORWARD"	not assigned.unknown	35_2

CUST_55874_PI403524517	2	0.36950588	-0.06664896	-0.13808346	0.14455652	-0.0035629272	0.003563404	35_15902	"Cluster: Hydroxyanthranilate hydroxycinnamoyltransferase 1; n=3; Avena sativa|Rep: Hydroxyanthranilate hydroxycinnamoyltransferase 1 - Avena sativa (Oat)"	UniRef90_Q7XXP3	CHR5V7|COORD:19853880..19855318| transferase family protein	AT5G48930.1	CHR02V5|COORD:24074835..24078895|protein anthranilate N-benzoyltransferase protein 1, putative, expressed	LOC_Os02g39850.1	no descriptionmoderately similar to ( 310)AT5G48930| Symbols: HCT | transferase family protein | chr5:19853880-19855318 REVERSEweakly similar to ( 199)HCBT1_DIACAAnthranilate N-benzoyltransferase protein 1 - Dianthus caryophyllus (Carnation) (Clove pink)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Transferase PRK07764 Herpes_BLLF1 DUF566 PRK12323 PRK07003	secondary metabolism.phenylpropanoids	16_2

CUST_166202_PI403524517	2	0.13602304	-0.07399416	0.040174007	-0.040174007	-0.48807907	0.14565992	35_46302	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_25300_PI399408534	2	0.0433321	-0.7503967	-0.043331623	0.10894394	-0.25790977	0.28207493	35_6100	"Cluster: Putative serine/threonine kinase protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative serine/threonine kinase protein - Oryza sativa (jap"	UniRef90_Q84S65	CHR4V7|COORD:11402474..11405036| protein kinase family protein	AT4G21410.1	CHR07V5|COORD:21357959..21364861|protein receptor-like serine-threonine protein kinase, putative, expressed	LOC_Os07g35660.1	no descriptionweakly similar to ( 124)AT4G11530| Symbols:  | protein kinase family protein | chr4:6985617-6989593 FORWARDvery weakly similar to (57.4)RPK1_IPONIReceptor-like protein kinase precursor - Ipomoea nil (Japanese morning glory) (Pharbitis nil)not assigned Pkinase_Tyr	signalling.receptor kinases.DUF 26	30_2_17

CUST_11755_PI404877155	2	0.13579655	-0.45511246	-0.15414429	-0.004217148	0.08494568	0.004216194	Contig5432_at	0	0	0	0	0	0	"putative RNA-binding protein/PUB1  T01253; yeast protein encoded by PUB1 binds T-rich single stranded DNA"	RNA.RNA binding	27_4

CUST_21162_PI399408534	2	0.07558823	0.02021408	-0.14233017	-0.044994354	0.0222044	-0.02021408	35_1413	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QM41	CHR1V7|COORD:2646304..2649103| GTP-binding family protein	AT1G08410.1	CHR12V5|COORD:26304561..26300655|protein GTP binding protein, putative, expressed	LOC_Os12g42370.1	no descriptionmoderately similar to ( 259)AT1G08410| Symbols:  | GTP-binding family protein | chr1:2646304-2649103 FORWARDnot assigned not assigned not assigned COG1161 HSR1_MMR1 rbgA	signalling.G-proteins	30_5

CUST_33745_PI403524517	2	0.30355072	-0.21817589	0.14409828	0.0361166	-0.1398325	-0.0361166	35_9725	"Cluster: Hypothetical protein P0681F05.134; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0681F05.134 - Oryza sativa (japonica cultivar"	UniRef90_Q7XHX9	CHR4V7|COORD:7000089..7003439| bromo-adjacent homology (BAH) domain-containing protein	AT4G11560.1	CHR07V5|COORD:20811188..20816227|protein pre-rRNA processing protein ESF1, putative, expressed	LOC_Os07g34740.1	" no descriptionvery weakly similar to (89.0)AT3G01160| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G28770.1); similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE90093.1); contains domain RNA-binding domain, RBD (SSF54928); contains domain UNCHARACTERIZED (PTHR12202); contains domain UNCHARACTERIZED (PTHR12202:SF5) | chr3:54662-57456 REVERSEnot assigned COG5638 "	not assigned.unknown	35_2

CUST_9226_PI403524517	2	-0.014939308	0.02033329	-0.016321182	-0.08291149	0.014940262	0.11402035	35_2592	"Cluster: Os05g0419200 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0419200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DI38	CHR5V7|COORD:20263979..20266658| EMB1879 (EMBRYO DEFECTIVE 1879)	AT5G49820.1	CHR05V5|COORD:20469998..20465178|protein expressed protein	LOC_Os05g34650.1	no descriptionhighly similar to ( 595)AT5G49820| Symbols: EMB1879 | EMB1879 (EMBRYO DEFECTIVE 1879) | chr5:20263979-20266658 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned DUF647 TT_ORF1 PRK12323 PRK07764	not assigned.unknown	35_2

CUST_45243_PI403524517	2	-0.04217148	-1.3140345	0.29563332	0.04217148	0.15073109	-0.52290726	35_12969	"Cluster: Putative zinc finger protein ID1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative zinc finger protein ID1 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5NA81	0	0	CHR01V5|COORD:7844544..7846979|protein zinc finger, C2H2 type family protein, expressed	LOC_Os01g14010.1	no description	not assigned.unknown	35_2

CUST_53429_PI403524517	2	0.09173679	-0.10514259	0.08998871	0.04797268	-0.15127945	-0.047973633	35_15200	Rep: Adenylate kinase B - Oryza sativa (Rice)	UniRef90_Q08480	"CHR5V7|COORD:25410500..25412043| ADK1 (ADENYLATE KINASE 1); adenylate kinase"	AT5G63400.1	CHR11V5|COORD:12012269..12017178|protein adenylate kinase B, putative, expressed	LOC_Os11g20790.1	"no descriptionmoderately similar to ( 398)AT5G63400| Symbols: ADK1 | ADK1 (ADENYLATE KINASE 1); adenylate kinase | chr5:25410728-25412043 REVERSEmoderately similar to ( 438)KAD1_ORYSAnot assigned not assigned adk ADK ADK Adk adk ADK_lid"	nucleotide metabolism.phosphotransfer and pyrophosphatases.adenylate kinase	23_4_1

CUST_34616_PI403524517	2	-0.04984045	-0.62740374	0.22474718	-0.29849195	0.04984045	0.08507204	35_9980	Rep: Alpha-expansin EXPA2 - Triticum aestivum (Wheat)	UniRef90_Q56TP5	CHR1V7|COORD:9259792..9260779| ATEXPA10 (ARABIDOPSIS THALIANA EXPANSIN A10)	AT1G26770.1	CHR01V5|COORD:35472366..35474187|protein alpha-expansin 10 precursor, putative, expressed	LOC_Os01g60770.1	 no descriptionvery weakly similar to (51.6)AT1G26770| Symbols: AT-EXP10, ATEXP10, ATHEXP ALPHA 1.1, EXP10, ATEXPA10 | ATEXPA10 (ARABIDOPSIS THALIANA EXPANSIN A10) | chr1:9259762-9260779 FORWARDvery weakly similar to (54.7)EXPA2_ORYSA	cell wall.modification	10_7

CUST_17454_PI404877155	2	-0.20863819	0.5272646	0.07981396	-0.14861393	-0.053304672	0.053304672	HU14P01u_at	P0520B06.18 [Oryza sativa (japonica cultivar-group)] dbj|BAB60909.1| putative ER6 protein [Oryza sativa (japonica cultivar-group)] dbj|BAB92	NP_918652.1	universal stress protein (USP) family protein	At1g68300.1	protein universal stress protein family	Os01g32780	gi|14495190|dbj|BAB60909.1| OSJNBa0054L14.1	stress.abiotic.unspecified	20_2_99

CUST_9183_PI399408534	2	0.12582207	-0.12488556	0.021240234	-0.06512928	0.08833122	-0.02123928	35_18453	"Cluster: Putative snRNP core protein SMX5d; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative snRNP core protein SMX5d - Oryza sativa (japonica cultivar"	UniRef90_Q7F193	CHR1V7|COORD:818161..819297| small nuclear ribonucleoprotein D, putative / snRNP core SM-like protein, putative / U6 snRNA-associated Sm-like protein,	AT1G03330.1	CHR08V5|COORD:3140144..3143794|protein snRNP core Sm protein Sm-X5-like protein, putative, expressed	LOC_Os08g05850.1	 no descriptionweakly similar to ( 179)AT1G03330| Symbols:  | small nuclear ribonucleoprotein D, putative / snRNP core SM-like protein, putative / U6 snRNA-associated Sm-like protein, putative | chr1:818161-819297 REVERSEnot assigned not assigned not assigned LSm2 Sm LSM1 LSM Sm_like LSm6 LSm10 Sm_D1 Sm_D3 	RNA.processing	27_1

CUST_88538_PI403524517	2	0.047415733	0.2520275	-0.04741478	-0.10592365	-0.07659531	0.057596207	35_25342	"Cluster: Putative enhancer of rudimentary; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative enhancer of rudimentary - Oryza sativa (japonica cultivar-g"	UniRef90_Q6K642	CHR5V7|COORD:3418898..3420557| ATER (Arabidopsis thaliana enhancer of rudimentary homologue)	AT5G10810.1	CHR02V5|COORD:24060617..24057308|protein enhancer of rudimentary, putative, expressed	LOC_Os02g39830.1	no descriptionweakly similar to ( 112)AT5G10810| Symbols: ATER | ATER (Arabidopsis thaliana enhancer of rudimentary homologue) | chr5:3418898-3420557 REVERSEnot assigned ER	not assigned.no ontology	35_1

CUST_155386_PI403524517	2	-0.033475876	1.1838131	0.6470957	-0.5516796	-0.3370924	0.033475876	35_43404	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_109575_PI403524517	2	-0.3053484	-0.3132305	0.014797211	0.22455692	0.12028122	-0.014798164	35_31142	Rep: Hypothetical protein - Gibberella zeae (Fusarium graminearum)	UniRef90_Q4HZH5	"CHR5V7|COORD:19006006..19007037| BOU (A BOUT DE SOUFFLE); binding"	AT5G46800.1	CHR10V5|COORD:22450615..22445264|protein mitochondrial carnitine/acylcarnitine carrier-like protein, putative, expressed	LOC_Os10g42299.2	no descriptionnot assigned not assigned not assigned not assigned Mito_carr	not assigned.unknown	35_2

CUST_70343_PI403524517	2	-0.17844391	-0.3178358	0.02067852	0.07521534	0.05565834	-0.02067852	35_20145	Rep: OSJNBa0006A01.14 protein - Oryza sativa (Rice)	UniRef90_Q7X5Z1	CHR4V7|COORD:9862673..9864511| RNA recognition motif (RRM)-containing protein	AT4G17720.1	CHR04V5|COORD:29831522..29827668|protein nucleic acid binding protein, putative, expressed	LOC_Os04g50790.1	no descriptionmoderately similar to ( 292)AT4G17720| Symbols:  | RNA recognition motif (RRM)-containing protein | chr4:9862673-9864511 REVERSE	RNA.RNA binding	27_4

CUST_96300_PI403524517	2	0.1303215	-0.15850544	0.18210888	0.02480936	-0.024808884	-0.39165306	35_27508	"Cluster: Os06g0297600 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os06g0297600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DCS2	CHR5V7|COORD:22675637..22677479| transporter-related	AT5G55950.1	CHR06V5|COORD:11033089..11029396|protein expressed protein	LOC_Os06g19380.2	no descriptionweakly similar to ( 119)AT5G55950| Symbols:  | transporter-related | chr5:22675637-22677479 REVERSEnot assigned	not assigned.no ontology	35_1

CUST_59082_PI403524517	2	0.083875656	-0.13869762	0.056667328	-0.11017132	0.0076408386	-0.0076417923	35_16851	"Cluster: Ubiquitin activating enzyme, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Ubiquitin activating enzyme, putative, expressed - O"	UniRef90_Q2R3X8	"CHR4V7|COORD:12823661..12825981| SAE1A (SUMO-ACTIVATING ENZYME 1A); SUMO activating enzyme"	AT4G24940.1	CHR11V5|COORD:17167755..17174070|protein ubiquitin-like 1-activating enzyme E1A, putative, expressed	LOC_Os11g30410.1	"no descriptionmoderately similar to ( 390)AT4G24940| Symbols: SAE1A | SAE1A (SUMO-ACTIVATING ENZYME 1A); SUMO activating enzyme | chr4:12823661-12825981 FORWARDvery weakly similar to (90.9)UBE11_WHEATUbiquitin-activating enzyme E1 1 - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned Aos1_SUMO Ube1_repeat1 E1-1_like ThiF APPBP1_RUB ThiF_MoeB_HesA_family ThiF E1_enzyme_family PRK07878 PRK08328 PRK08762 PRK05690 YgdL_like PRK05600 COG1179 E1-2_like Uba2_SUMO PRK07411"	protein.degradation.ubiquitin.E1	29_5_11_2

CUST_102478_PI403524517	2	0.24855232	0.773057	0.13054895	-0.13054848	-0.3879757	-0.5768075	35_29233	"Cluster: Cell wall surface anchor family protein; n=2; Streptococcus pneumoniae|Rep: Cell wall surface anchor family protein - Streptococcus pneumoniae"	UniRef90_Q97P71	"CHR2V7|COORD:16735456..16738238| similar to proline-rich family protein [Arabidopsis thaliana] (TAIR:AT3G09000.1); similar to Os01g0141900 [Oryza"	AT2G40070.1	CHR03V5|COORD:2695029..2692428|protein zinc finger, C2H2 type family protein, expressed	LOC_Os03g05480.1	no description	not assigned.unknown	35_2

CUST_120604_PI403524517	2	0.13518572	-0.4103775	-0.12055731	0.22964287	-0.08271217	0.0827117	35_34089	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_2451_PI399408534	2	0.14022064	-1.1809521	-0.34368992	-0.0071640015	0.0071640015	0.04237175	35_21431	Rep: OSIGBa0157K09-H0214G12.23 protein - Oryza sativa (Rice)	UniRef90_Q01HD4	"CHR4V7|COORD:11248185..11252644| ATBRCA1 (BREAST CANCER SUSCEPTIBILITY1); ubiquitin-protein ligase"	AT4G21070.1	CHR04V5|COORD:25396729..25392578|protein ATBRCA1, putative, expressed	LOC_Os04g43300.1	" no descriptionweakly similar to ( 177)AT1G04020| Symbols: ATBARD1, BARD1 | ATBARD1/BARD1 (BREAST CANCER ASSOCIATED RING 1); transcription coactivator | chr1:1036609-1040044 FORWARDnot assigned "	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_4224_PI399408534	2	0.40992832	0.42912483	0.11076927	-0.7841754	-0.11076832	-0.24789333	35_7361	Rep: OSIGBa0102D10.2 protein - Oryza sativa (Rice)	UniRef90_Q01IZ1	"CHR5V7|COORD:15928771..15929775| ATHB23 (ARABIDOPSIS THALIANA HOMEOBOX PROTEIN 23); DNA binding / transcription factor"	AT5G39760.1	CHR04V5|COORD:21414522..21413253|protein ZF-HD homeobox protein, putative, expressed	LOC_Os04g35500.1	"no descriptionvery weakly similar to (82.8)AT5G39760| Symbols: ATHB23 | ATHB23 (ARABIDOPSIS THALIANA HOMEOBOX PROTEIN 23); DNA binding / transcription factor | chr5:15928771-15929775 FORWARDZF-HD_dimer DUF390"	RNA.regulation of transcription.zf-HD	27_3_80

CUST_22415_PI403524517	2	0.17510128	0.99024963	-0.14332867	-0.16659641	-0.28484344	0.14332962	35_6511	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_153045_PI403524517	2	0.22143078	0.2413683	-0.050387383	-0.017300606	-0.14334536	0.017300606	35_42772	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_104949_PI403524517	2	-0.06522465	0.6414232	0.12358761	-0.1867094	-0.015457153	0.0154562	35_29901	"Cluster: Os01g0521600 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0521600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JMA1	CHR1V7|COORD:21699830..21702783| disease resistance protein (CC-NBS-LRR class), putative	AT1G58400.1	CHR01V5|COORD:18940590..18943406|protein disease resistance protein RPM1, putative, expressed	LOC_Os01g33810.1	 no descriptionvery weakly similar to (54.7)AT1G58400| Symbols:  | disease resistance protein (CC-NBS-LRR class), putative | chr1:21699830-21702783 REVERSE	stress.biotic	20_1

CUST_6825_PI403524517	2	0.12891865	0.050058365	-0.050058365	-0.09025955	-0.26607323	0.12795448	35_1895	"Cluster: Putative minor histocompatibility antigen H13 isoform 1; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative minor histocompatibility antigen H13"	UniRef90_Q6ZGL9	CHR2V7|COORD:937551..940080| signal peptide peptidase family protein	AT2G03120.1	CHR05V5|COORD:21286970..21293419|protein minor histocompatibility antigen H13, putative, expressed	LOC_Os05g36070.3	no descriptionmoderately similar to ( 463)AT2G03120| Symbols:  | signal peptide peptidase family protein | chr2:937551-940080 FORWARDnot assigned not assigned Peptidase_A22B PSN COG3389	protein.degradation	29_5

CUST_46178_PI403524517	2	0.12118244	0.0033931732	-0.0033931732	-0.16468334	-0.018602371	0.11878681	35_13225	"Cluster: Ser/Thr protein phosphatase family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Ser/Thr protein phosphatase family protein, exp"	UniRef90_Q10NS8	0	0	CHR03V5|COORD:8421023..8416414|protein hydrolase/ protein serine/threonine phosphatase, putative, expressed	LOC_Os03g15430.2	no description	not assigned.unknown	35_2

CUST_179773_PI403524517	2	0.11455536	0.2627735	-0.14713287	-0.041563988	-0.062594414	0.041563034	35_49995	"Cluster: RNA binding protein-like; n=1; Arabidopsis thaliana|Rep: RNA binding protein-like - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9LZT1	CHR3V7|COORD:16923496..16924235| RNA-binding protein, putative	AT3G46020.1	CHR01V5|COORD:17754486..17749761|protein expressed protein	LOC_Os01g31810.1	 no descriptionweakly similar to ( 103)AT3G46020| Symbols:  | RNA-binding protein, putative | chr3:16923496-16924235 REVERSEvery weakly similar to (67.4)GRP1_DAUCAGlycine-rich RNA-binding protein - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned RRM_1 RRM COG0724 	RNA.RNA binding	27_4

CUST_65593_PI403524517	2	-0.004146576	-0.043038845	0.098341465	0.067623615	0.004146576	-1.0233941	35_18733	"Cluster: Hypothetical protein OJ1351_C05.119; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1351_C05.119 - Oryza sativa (japonica cult"	UniRef90_Q8H4K6	CHR3V7|COORD:3171418..3172573| reticulon family protein	AT3G10260.3	CHR07V5|COORD:2168938..2171113|protein seed maturation protein, putative, expressed	LOC_Os07g04910.1	no descriptionweakly similar to ( 152)AT3G10260| Symbols:  | reticulon family protein | chr3:3171418-3172573 REVERSEnot assigned Reticulon	not assigned.no ontology	35_1

CUST_40737_PI403524517	2	0.21908522	0.06514168	0.07023668	-0.06514168	-0.1560564	-0.2670803	35_11714	"Cluster: Hypothetical protein P0470C02.4; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0470C02.4 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q5SMV4	"CHR5V7|COORD:19678633..19683373| similar to Os06g0186500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001057010.1); similar to Os07g0185700 [Oryza"	AT5G48520.1	CHR06V5|COORD:4361881..4369854|protein expressed protein	LOC_Os06g08730.1	"no descriptionweakly similar to ( 168)AT5G48520| Symbols:  | similar to Os06g0186500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001057010.1); similar to Os07g0185700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001059066.1); similar to PREDICTED: hypothetical protein [Strongylocentrotus purpuratus] (GB:XP_788829.2); contains domain FAMILY NOT NAMED (PTHR19378); contains domain gb def: Gb|AAB97010.1 (PTHR19378:SF1) | chr5:19678633-19683373 FORWARD"	not assigned.unknown	35_2

CUST_11607_PI399408534	2	0.1501131	-0.58355236	-0.059345245	0.059345245	-0.11769581	0.0625515	35_20672	"Cluster: Os06g0225100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0225100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DDG5	CHR5V7|COORD:2520189..2521406| mitochondrial transcription termination factor family protein / mTERF family protein	AT5G07900.1	CHR06V5|COORD:6479981..6478284|protein mTERF family protein, expressed	LOC_Os06g12100.1	no descriptionvery weakly similar to (89.7)AT5G07900| Symbols:  | mitochondrial transcription termination factor family protein / mTERF family protein | chr5:2520189-2521406 FORWARDnot assigned mTERF	RNA.regulation of transcription.unclassified	27_3_99

CUST_2721_PI399408534	2	-0.039702415	0.12627888	0.037739277	-0.17280054	-0.0377388	0.05583334	35_32982	Rep: CAA30374.1 protein - Oryza sativa (Rice)	UniRef90_Q9ST93	CHR1V7|COORD:28432467..28434789| zinc finger (C2H2 type) family protein	AT1G75710.1	CHR04V5|COORD:35078523..35081273|protein nucleic acid binding protein, putative, expressed	LOC_Os04g59380.1	no descriptionvery weakly similar to (55.8)AT1G75710| Symbols:  | zinc finger (C2H2 type) family protein | chr1:28432467-28434789 FORWARD	RNA.regulation of transcription.C2H2 zinc finger family	27_3_11

CUST_85417_PI403524517	2	-1.3543162	0.24185705	0.7878332	0.8353543	-0.7638936	-0.24185705	35_24470	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_93337_PI403524517	2	-0.04108858	0.4661665	1.2986779	0.041089058	-0.124688625	-0.40695715	35_26687	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_9280_PI403524517	2	-0.06727219	-0.19571209	0.033348083	0.025547028	0.058699608	-0.025547028	35_2609	"Cluster: Von Willebrand factor type A domain containing protein, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Von Willebrand factor type A domain"	UniRef90_Q10JU9	CHR1V7|COORD:6602261..6605757| inter-alpha-trypsin inhibitor heavy chain-related	AT1G19110.1	CHR03V5|COORD:16659383..16650688|protein von Willebrand factor type A domain containing protein, expressed	LOC_Os03g29350.1	no descriptionhighly similar to ( 516)AT1G19110| Symbols:  | inter-alpha-trypsin inhibitor heavy chain-related | chr1:6602261-6605757 FORWARDnot assigned vWA_interalpha_trypsin_inhibitor vWFA VWA vWA_subgroup VWA vWA_VGCC_like vWA_C3HC4_type vWA_subfamily TerY VWA_YIEM_type COG2304 vWFA_subfamily_ECM	stress.biotic	20_1

CUST_98105_PI403524517	2	-0.12331009	1.3790398	-0.1344719	0.6174183	0.12331009	-0.5310116	35_28013	Rep: Proline-rich protein - Triticum aestivum (Wheat)	UniRef90_Q01979	CHR1V7|COORD:6978101..6985306| family II extracellular lipase, putative	AT1G20130.1	CHR05V5|COORD:7727609..7725710|protein early nodulin 75 protein, putative, expressed	LOC_Os05g13940.1	no descriptionvery weakly similar to (55.8)AT5G38410| Symbols:  | ribulose-bisphosphate carboxylase | chr5:15394731-15395536 REVERSEvery weakly similar to (80.1)RBS3_WHEATRibulose bisphosphate carboxylase small chain clone 512 - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Trypan_PARP PRK10819 TonB PRK12323 PRK07764 DUF1210 PRK11633 PRK05648 DUF1421 Drf_FH1 Extensin_2 tolA PRK03427 MCPVI DedD RuBisCO_small COG3921 RuBisCO_small Atrophin-1 PRK00708 RR_TM4-6 FtsN NESP55 PRK09752	PS.calvin cyle.rubisco small subunit	1_3_2

CUST_140843_PI403524517	2	0.016054153	0.06333351	0.16363716	-0.016054153	-0.111460686	-0.09925461	35_39486	"Cluster: Os01g0703600 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os01g0703600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JK13	CHR1V7|COORD:22372954..22375550| clathrin adaptor complexes medium subunit family protein	AT1G60780.1	CHR01V5|COORD:29493266..29497258|protein AP-1 complex subunit mu-1, putative, expressed	LOC_Os01g50770.2	no descriptionmoderately similar to ( 276)AT1G60780| Symbols:  | clathrin adaptor complexes medium subunit family protein | chr1:22372954-22375550 REVERSEnot assigned not assigned not assigned not assigned Adap_comp_sub	protein.targeting.secretory pathway.unspecified	29_3_4_99

CUST_30283_PI399408534	2	-0.6884508	0.38718224	0.017995834	0.2981081	-0.26689148	-0.017995834	35_18978	"Cluster: Hypothetical protein P0643D11.1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0643D11.1 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6ES45	CHR3V7|COORD:11007028..11007612| calcium-binding EF hand family protein	AT3G29000.1	CHR09V5|COORD:14635120..14634599|protein calmodulin-like protein, putative, expressed	LOC_Os09g24580.1	no descriptionvery weakly similar to (61.6)AT3G29000| Symbols:  | calcium-binding EF hand family protein | chr3:11007028-11007612 FORWARDvery weakly similar to (55.8)ALLB3_BETVECalcium-binding allergen Bet v 3 - Betula verrucosa (White birch) (Betula pendula)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned EFh FRQ1	signalling.calcium	30_3

CUST_9639_PI404877155	2	0.12632084	-0.13348198	-0.109223366	0.007030487	-0.007030487	0.15366268	Contig3390_at	Glucose-1-phosphate adenylyltransferase large subunit 1, chloroplast precursor (ADP-glucose synthase) (ADP-glucose pyrophosphorylase) (AGPAS	P30524	glucose-1-phosphate adenylyltransferase large subunit 2 (APL2) / ADP-glucose pyrophosphorylase	At1g27680.1	protein glucose-1-phosphate adenylyltransferase, putative	Os05g50380	Glucose-1-phosphate adenylyltransferase large subunit 1	major CHO metabolism.synthesis.starch.AGPase	2_1_2_01

CUST_59668_PI403524517	2	0.09304714	0.10302544	-0.28814316	-0.07231808	-0.17307186	0.07231712	35_17011	"Cluster: Os04g0403600 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os04g0403600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JDH3	CHR3V7|COORD:5636057..5637708| protein phosphatase 2C-related / PP2C-related	AT3G16560.1	CHR04V5|COORD:19837832..19833837|protein protein phosphatase 2C containing protein, expressed	LOC_Os04g33080.1	no descriptionmoderately similar to ( 474)AT3G16560| Symbols:  | protein phosphatase 2C-related / PP2C-related | chr3:5636057-5637708 REVERSEnot assigned not assigned not assigned not assigned not assigned PP2Cc PP2Cc PP2C PTC1	protein.postranslational modification	29_4

CUST_32606_PI399408534	2	0.15424871	0.030393124	0.10862112	-0.35652685	-0.27566862	-0.030393124	35_38484	Rep: BRCT - Medicago truncatula (Barrel medic)	UniRef90_Q1RWU7	"CHR3V7|COORD:7567736..7571996| similar to BRCT domain-containing protein [Arabidopsis thaliana] (TAIR:AT4G03130.1); similar to BRCT [Medicago"	AT3G21480.1	CHR05V5|COORD:2689941..2681413|protein expressed protein	LOC_Os05g05440.1	"no descriptionvery weakly similar to (88.6)AT3G21480| Symbols:  | similar to BRCT domain-containing protein [Arabidopsis thaliana] (TAIR:AT4G03130.1); similar to BRCT [Medicago truncatula] (GB:ABE87308.1); contains InterPro domain BRCT; (InterPro:IPR001357) | chr3:7567736-7571996 FORWARDnot assigned"	RNA.regulation of transcription.unclassified	27_3_99

CUST_26183_PI403524517	2	0.26670408	0.05964899	-0.14673758	0.2061286	-0.2324214	-0.05964899	35_7583	"Cluster: Putative alkaline alpha-galactosidase seed imbibition protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative alkaline"	UniRef90_Q8W2G5	"CHR1V7|COORD:20839173..20842373| ATSIP1 (ARABIDOPSIS THALIANA SEED IMBIBITION 1); hydrolase, hydrolyzing O-glycosyl compounds"	AT1G55740.1	CHR08V5|COORD:24342303..24346675|protein stachyose synthase precursor, putative, expressed	LOC_Os08g38710.2	" no descriptionweakly similar to ( 184)AT1G55740| Symbols: ATSIP1 | ATSIP1 (ARABIDOPSIS THALIANA SEED IMBIBITION 1); hydrolase, hydrolyzing O-glycosyl compounds | chr1:20839173-20842373 REVERSEvery weakly similar to (67.0)STSYN_PEAStachyose synthase precursor - Pisum sativum (Garden pea)Raffinose_syn "	minor CHO metabolism.raffinose family.raffinose synthases.putative	3_1_2_2

CUST_171051_PI403524517	2	0.13704252	0.3592496	-0.137043	0.27318192	-0.3122759	-0.48309946	35_47648	"Cluster: Hypothetical protein OSJNBb0038F20.19; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0038F20.19 - Oryza sativa (japonica"	UniRef90_Q6YVX1	"CHR1V7|COORD:26756441..26758904| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G23060.1); similar to putative BRI1-KD interacting protein [Oryza"	AT1G70950.1	CHR02V5|COORD:21174303..21169120|protein expressed protein	LOC_Os02g35230.1	"no descriptionvery weakly similar to (71.6)AT1G70950| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G23060.1); similar to putative BRI1-KD interacting protein [Oryza sativa (japonica cultivar-group)] (GB:BAD15848.1); contains InterPro domain Targeting for Xklp2; (InterPro:IPR009675) | chr1:26756441-26758904 FORWARD"	not assigned.unknown	35_2

CUST_163258_PI403524517	2	0.25444746	0.0764122	0.0035743713	-0.0035743713	-0.08043718	-0.23323584	35_45530	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_159428_PI403524517	2	-0.36965132	0.33009958	-0.16135406	0.06070137	0.050998688	-0.050999165	35_44498	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_103159_PI403524517	2	-0.15175486	-0.049726963	-0.24567127	0.049726963	0.122838974	0.057486057	35_29417	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_29037_PI399408534	2	0.114723206	-0.03928089	-0.2823	0.03928089	-0.13788414	0.054142952	35_21780	Rep: GTP-binding protein YPTM1 - Zea mays (Maize)	UniRef90_P16976	"CHR4V7|COORD:9773734..9775437| RAB1C; GTP binding"	AT4G17530.1	CHR05V5|COORD:268749..265404|protein GTP-binding protein YPTM1, putative, expressed	LOC_Os05g01490.1	" no descriptionmoderately similar to ( 295)AT3G11730| Symbols: AtRABD1, ATFP8 | ATFP8 (Arabidopsis Rab GTPase homolog D1); GTP binding | chr3:3709496-3711403 REVERSEmoderately similar to ( 357)YPTM1_MAIZEGTP-binding protein YPTM1 - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Rab1_Ypt1 Rab8_Rab10_Rab13_like RAB Ras Rab Rab35 RabA_like Rab11_like Rab19 Rab18 Rab3 Rab5_related Rab2 Rab4 Rab26 Rab6 Rab30 Rab15 Rab39 Rab21 Rab14 Rab33B_Rab33A Rab7 Rab32_Rab38 Ras_like_GTPase Ras Rab27A Rab12 Rab40 RAS COG1100 RJL Rab28 Rab9 Rab23_lke Rab36_Rab34 Rap_like RalA_RalB Rho RheB Rab24 M_R_Ras_like H_N_K_Ras_like RabL4 Ras2 RabL2 RHO Rap2 Rap1 RSR1 Ran RERG_RasL11_like Rho4_like Spg1 Rit_Rin_Ric ARHI_like Wrch_1 Rho2 RGK Rab20 RhoA_like Miro Rho3 RAN Rop_like Tc10 Rac1_like RhoG Arf_Arl Ras_dva Arl10_like Rnd3_RhoE_Rho8 Rhes_like Rnd Arl4_Arl7 Rnd2_Rho7 RabL3 Rnd1_Rho6 Arf Miro1 Arfrp1 Arl5_Arl8 Cdc42 ARF Sar1 Arl2 Arf1_5_like ARLTS1 Arl3 Arf6 COG2229 RRP22 Arl1 RhoBTB Centaurin_gamma ARD1 "	signalling.G-proteins	30_5

CUST_19902_PI399408534	2	-0.016417503	0.6854391	0.07553196	-0.07917118	-0.041373253	0.016417503	35_4123	"Cluster: Putative phosphatidylinositol 3-kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative phosphatidylinositol 3-kinase - Oryza sativa (japonic"	UniRef90_Q5KQK1	"CHR1V7|COORD:22289457..22293855| ATVPS34 (Arabidopsis thaliana vacuolar protein sorting 34); phosphatidylinositol 3-kinase"	AT1G60490.1	CHR05V5|COORD:4843696..4832192|protein phosphatidylinositol 3-kinase, root isoform, putative, expressed	LOC_Os05g08810.1	" no descriptionnearly identical (1138)AT1G60490| Symbols: ATVPS34 | ATVPS34 (Arabidopsis thaliana vacuolar protein sorting 34); phosphatidylinositol 3-kinase | chr1:22289457-22293855 REVERSEnearly identical (1199)PI3K1_SOYBNPhosphatidylinositol 3-kinase, root isoform - Glycine max (Soybean)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PI3Kc_III PI3Kc PI3Kc_family PI3Kc PI3Ka_III TEL1 PI3Kc_II PI3Ka PI3Kc_I PI3Ka PI3_PI4_kinase PI4Kc PI3Ka PI3Ka_I PI3Kc_related PI3K_C2 PI3Ka_II PI3K_C2 "	signalling.lipids	30_9

CUST_18170_PI399408534	2	-0.0104084015	0.33272457	-0.14221764	0.2657156	0.0104084015	-0.11847401	35_9032	"Cluster: Os01g0715000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0715000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JJV3	CHR5V7|COORD:6822210..6825773| zinc knuckle (CCHC-type) family protein	AT5G20220.1	CHR01V5|COORD:30066296..30063135|protein zinc finger protein, putative, expressed	LOC_Os01g51710.1	no descriptionweakly similar to ( 155)AT5G20220| Symbols:  | zinc knuckle (CCHC-type) family protein | chr5:6822210-6825773 FORWARDnot assigned AIR1	RNA.regulation of transcription.C2H2 zinc finger family	27_3_11

CUST_91115_PI403524517	2	0.29037285	0.6444826	-0.020730972	0.020730019	-0.23847675	-0.107629776	35_26055	"Cluster: Hypothetical protein; n=1; Anaeromyxobacter sp. Fw109-5|Rep: Hypothetical protein - Anaeromyxobacter sp. Fw109-5"	UniRef90_A1HY15	CHR1V7|COORD:22496859..22500684| proline-rich family protein	AT1G61080.1	CHR06V5|COORD:2769430..2765129|protein expressed protein	LOC_Os06g06014.4	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Drf_FH1 PRK12323 PRK07764 PRK07003 Atrophin-1 Extensin_2 DUF1421 PRK12678 HPC2 Tymo_45kd_70kd PRK05648 Gag_spuma FAP	not assigned.unknown	35_2

CUST_178842_PI403524517	2	0.049118042	0.5807686	0.007042885	-0.30455685	-0.007042885	-0.14384937	35_49743	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_6323_PI404877155	2	0.17605972	-0.75456905	-0.09511948	0.009520531	-0.009521484	0.03745842	Contig18913_at	homeobox-leucine zipper protein 14 (HAT14) / HD-ZIP protein 14 [Arabidopsis thaliana]	NP_196289.2	homeobox-leucine zipper protein 14 (HAT14) / HD-ZIP protein 14	At5g06710.1	protein Homeobox associated leucine zipper, putative	Os09g27450	Homeobox-leucine zipper protein HAT14 (HD-ZIP protein 14)/C0027_Homeo-Zip  T01474  Athb-2	RNA.regulation of transcription.HB,Homeobox transcription factor family	27_3_22

CUST_84074_PI403524517	2	0.14976692	-0.083667755	-0.006904602	-0.087688446	0.007627487	0.0069036484	35_24094	"Cluster: Somatic embryogenesis related protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Somatic embryogenesis related"	UniRef90_Q10QA8	CHR3V7|COORD:6823549..6825180| cyclin-related	AT3G19650.1	CHR03V5|COORD:5376102..5373048|protein somatic embryogenesis related protein, putative, expressed	LOC_Os03g10590.1	no description	not assigned.unknown	35_2

CUST_170460_PI403524517	2	0.05658102	0.024857998	0.083761215	-0.24575758	-0.73243904	-0.024857998	35_47481	"Cluster: Glycerophosphoryl diester phosphodiesterase 2-like protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Glycerophosphoryl diester"	UniRef90_Q6ZIM5	CHR5V7|COORD:23557487..23560318| glycerophosphoryl diester phosphodiesterase family protein	AT5G58170.1	CHR02V5|COORD:4852501..4847698|protein glycerophosphodiester phosphodiesterase/ kinase, putative, expressed	LOC_Os02g09450.3	no descriptionweakly similar to ( 180)AT5G58170| Symbols:  | glycerophosphoryl diester phosphodiesterase family protein | chr5:23557487-23560318 REVERSE	lipid metabolism.lipid degradation.lysophospholipases.glycerophosphodiester phosphodiesterase	11_9_3_3

CUST_22867_PI399408534	2	0.039286613	0.24622726	-0.03372383	-0.097177505	-0.27732182	0.033722878	35_7961	"Cluster: Os07g0107800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0107800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D948	"CHR2V7|COORD:584097..587123| ATPSKR1 (PHYTOSULFOKIN RECEPTOR 1); ATP binding / peptide receptor/ protein serine/threonine kinase"	AT2G02220.1	CHR07V5|COORD:423169..426822|protein phytosulfokine receptor precursor, putative, expressed	LOC_Os07g01710.1	"no descriptionvery weakly similar to (58.5)AT2G02220| Symbols: ATPSKR1 | ATPSKR1 (PHYTOSULFOKIN RECEPTOR 1); ATP binding / peptide receptor/ protein serine/threonine kinase | chr2:584097-587123 REVERSEvery weakly similar to (55.1)PSKR_DAUCAPhytosulfokine receptor precursor - Daucus carota (Carrot)"	signalling.receptor kinases.leucine rich repeat X	30_2_10

CUST_61935_PI403524517	2	0.159832	-0.16275978	-0.0073719025	0.007370949	0.30713844	-0.25131607	35_17669	"Cluster: Putative monodehydroascorbate reductase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative monodehydroascorbate reductase - Oryza sativa (japon"	UniRef90_Q84PW3	CHR1V7|COORD:23733758..23737197| monodehydroascorbate reductase, putative	AT1G63940.2	CHR08V5|COORD:2971047..2976354|protein monodehydroascorbate reductase, chloroplast precursor, putative, expressed	LOC_Os08g05570.2	 no descriptionmoderately similar to ( 476)AT1G63940| Symbols:  | monodehydroascorbate reductase, putative | chr1:23733758-23737197 FORWARDmoderately similar to ( 277)MDAR_PEAMonodehydroascorbate reductase - Pisum sativum (Garden pea)not assigned not assigned not assigned not assigned not assigned Pyr_redox_2 HcaD PRK09754 NirB Lpd PRK09564 PRK06416 Pyr_redox PRK04965 PRK05249 PRK05976 PRK06116 TrxB Ndh PRK07818 PRK07846 PRK06370 PRK07845 PRK07251 PRK06327 PRK06292 	redox.ascorbate and glutathione.ascorbate	21_2_1

CUST_63297_PI403524517	2	0.07840252	0.4614725	-0.050893784	-0.21091652	-0.05887127	0.050894737	35_18073	"Cluster: Putative N7 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative N7 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z1A9	CHR4V7|COORD:2761103..2762397| F-box family protein (FBL20)	AT4G05460.1	CHR08V5|COORD:5471534..5468651|protein ubiquitin-protein ligase, putative, expressed	LOC_Os08g09450.1	no descriptionweakly similar to ( 135)AT4G05460| Symbols:  | F-box family protein (FBL20) | chr4:2761103-2762397 REVERSEnot assigned not assigned	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_6077_PI404877155	2	-0.06873989	0.39623547	-0.09783268	0.06873989	0.17909622	-0.1274395	Contig18350_at	XIAP associated factor-1-like protein [Oryza sativa (japonica cultivar-group)]	BAC81156.1	TRAF-type zinc finger-related	At1g09920.1	protein hypothetical protein	Os07g46390	"TRAF-type zinc finger-related, contains Pfam PF02176: TRAF-type zinc finger; similar to TNF receptor associated factor 4 (GI:7274404) (Mus musculus)  (GI:7274404); similar to Cysteine rich motif Associated to Ring and Traf domains protein (mCART1)(GI:1041"	RNA.regulation of transcription.unclassified	27_3_99

CUST_81519_PI403524517	2	0.07051945	-0.3759117	0.011166573	-0.07393551	-0.011167526	0.058283806	35_23386	Rep: OSIGBa0076I14.10 protein - Oryza sativa (Rice)	UniRef90_Q01L82	CHR4V7|COORD:8893041..8898856| tRNA-splicing endonuclease positive effector-related	AT4G15570.1	CHR06V5|COORD:11786800..11781149|protein conserved hypothetical protein	LOC_Os06g20500.1	no descriptionvery weakly similar to (55.1)AT4G15570| Symbols:  | tRNA-splicing endonuclease positive effector-related | chr4:8893041-8898856 FORWARD	DNA.synthesis/chromatin structure	28_1

CUST_53181_PI403524517	2	-0.048356056	0.698473	0.11144352	-0.14211082	-0.23820496	0.048356056	35_15138	"Cluster: Nup133 nucleoporin family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Nup133 nucleoporin family protein, expressed - Oryza sat"	UniRef90_Q10PQ6	0	0	CHR03V5|COORD:6552313..6559819|protein nucleoporin, putative, expressed	LOC_Os03g12450.1	no description	not assigned.unknown	35_2

CUST_178071_PI403524517	2	0.39837456	0.26693583	0.025824547	-0.29001236	-0.5050287	-0.02582407	35_49526	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_58757_PI403524517	2	0.24337673	-0.01586914	-0.02183342	-0.028035164	0.01586914	0.10542393	35_16761	"Cluster: Hypothetical protein OJ1729_E02.7; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1729_E02.7 - Oryza sativa (japonica cultivar"	UniRef90_Q75L87	CHR3V7|COORD:16744958..16746839| TET3 (TETRASPANIN3)	AT3G45600.1	CHR05V5|COORD:1232593..1236843|protein senescence-associated protein, putative, expressed	LOC_Os05g03140.1	no descriptionmoderately similar to ( 303)AT3G45600| Symbols: TET3 | TET3 (TETRASPANIN3) | chr3:16744958-16746839 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Tetraspannin PRK07003 Herpes_BLLF1 PRK12323 PRK07764 APC_basic HPC2 Tymo_45kd_70kd PRK08853 Atrophin-1 SerH DUF1421 Pneumo_att_G PRK12678	development.unspecified	33_99

CUST_146808_PI403524517	2	-0.26204586	0.7239208	-0.16951847	0.12024689	0.009468079	-0.009468079	35_41090	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_158306_PI403524517	2	0.67104864	-0.38483763	0.06511068	-0.06240797	0.06240797	-0.23092604	35_44195	"Cluster: Alpha-L-arabinofuranosidase/beta-D-xylosidase isoenzyme ARA-I; n=1; Hordeum vulgare|Rep: Alpha-L-arabinofuranosidase/beta-D-xylosidase isoenzyme"	UniRef90_Q8W012	"CHR5V7|COORD:25827453..25830535| XYL4 (beta-xylosidase 4); hydrolase, hydrolyzing O-glycosyl compounds"	AT5G64570.1	CHR04V5|COORD:32376828..32370036|protein beta-D-xylosidase, putative, expressed	LOC_Os04g54810.1	" no descriptionvery weakly similar to (65.1)AT5G64570| Symbols: ATBXL4, XYL4 | XYL4 (beta-xylosidase 4); hydrolase, hydrolyzing O-glycosyl compounds | chr5:25827453-25830535 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TT_ORF1 PRK07764 Drf_FH1 PRK12323 Atrophin-1 PRK05648 "	cell wall.degradation.mannan-xylose-arabinose-fucose	10_6_2

CUST_179629_PI403524517	2	0.21158361	0.17529058	0.11049032	-0.11049032	-0.22401094	-0.46118593	35_49955	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_21824_PI403524517	2	0.070827484	-0.10126209	-0.07082701	-0.15074396	0.5597992	0.87199306	35_6338	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2RBL8	"CHR2V7|COORD:16062566..16064952| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G01620.2); similar to expressed protein [Oryza sativa (japonica"	AT2G38320.1	CHR11V5|COORD:328044..331824|protein expressed protein	LOC_Os11g01570.1	" no descriptionmoderately similar to ( 262)AT2G38320| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G01620.2); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABF95402.1); similar to Os03g0817500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001051701.1); similar to Os11g0107000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001065543.1); contains InterPro domain Protein of unknown function DUF231, plant; (InterPro:IPR004253) | chr2:16062566-16064952 FORWARDDUF231 "	not assigned.unknown	35_2

CUST_60191_PI403524517	2	-0.6065998	0.08142376	-0.015516281	0.04686451	0.015517235	-0.18656349	35_17156	"Cluster: Hypothetical protein OSJNBb0016G07.10; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0016G07.10 - Oryza sativa (japonica"	UniRef90_Q75IK2	CHR1V7|COORD:10044589..10046365| GDSL-motif lipase, putative	AT1G28580.1	CHR05V5|COORD:6803879..6806677|protein esterase precursor, putative, expressed	LOC_Os05g11950.1	 no descriptionmoderately similar to ( 264)AT1G28580| Symbols:  | GDSL-motif lipase, putative | chr1:10044589-10045860 REVERSEweakly similar to ( 125)EST_HEVBREsterase precursor - Hevea brasiliensis (Para rubber tree)not assigned not assigned SGNH_plant_lipase_like fatty_acyltransferase_like COG3240 Triacylglycerol_lipase_like Herpes_BLLF1 PRK07003 	misc.GDSL-motif lipase	26_28

CUST_131580_PI403524517	2	-0.1091485	0.035972595	-0.035972595	2.3025641	-0.86721516	0.22305155	35_36952	Rep: OSJNBa0079F16.17 protein - Oryza sativa (Rice)	UniRef90_Q7X867	CHR2V7|COORD:594654..595809| ATPP2-B2 (Phloem protein 2-B2)	AT2G02250.1	CHR04V5|COORD:11869961..11873819|protein expressed protein	LOC_Os04g21130.1	no description	not assigned.unknown	35_2

CUST_18594_PI403524517	2	0.02511406	0.26210403	-0.02511406	-0.11113739	-0.072690964	0.0761652	35_5376	"Cluster: PWWP domain protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: PWWP domain protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z3Y5	CHR5V7|COORD:690951..692849| PWWP domain-containing protein	AT5G02950.1	CHR07V5|COORD:29574894..29577896|protein PWWP domain containing protein, expressed	LOC_Os07g49380.2	no descriptionvery weakly similar to (78.2)AT3G54760| Symbols:  | dentin sialophosphoprotein-related | chr3:20280637-20283015 REVERSEnot assigned TT_ORF1	not assigned.no ontology	35_1

CUST_15450_PI404877155	2	-0.017469406	0.6382828	0.16879177	-0.258873	-0.31979752	0.017469406	Contig9332_at	similar to transcription factor TFIIIA [Oryza sativa]	BAA90519.1	zinc finger (C2H2 type) family protein	At1g72050.2	protein Zinc finger, C2H2 type, putative	Os02g02420	0	RNA.regulation of transcription.C2H2 zinc finger family	27_3_11

CUST_171492_PI403524517	2	0.00505352	-0.7225604	-0.005053997	0.15869951	-0.108165264	0.09111214	35_47787	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_75459_PI403524517	2	-0.42908096	0.07913208	-0.11590004	0.43642712	-0.052684784	0.05268383	35_21628	"Cluster: Putative serine carboxypeptidase II; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative serine carboxypeptidase II - Oryza sativa (japonica"	UniRef90_Q5QLC0	"CHR3V7|COORD:2552550..2554650| SCPL27 (serine carboxypeptidase-like 27); serine carboxypeptidase"	AT3G07990.1	CHR01V5|COORD:36018535..36014905|protein virulence-related protein Nf314, putative, expressed	LOC_Os01g61690.1	"no descriptionmoderately similar to ( 392)AT3G07990| Symbols: SCPL27 | SCPL27 (serine carboxypeptidase-like 27); serine carboxypeptidase | chr3:2552550-2554650 FORWARDmoderately similar to ( 340)CBP21_HORVUSerine carboxypeptidase II-1 precursor - Hordeum vulgare (Barley)not assigned Peptidase_S10"	protein.degradation.serine protease	29_5_5

CUST_48879_PI403524517	2	0.08845234	-0.4343443	-0.10541439	0.0123205185	0.114769936	-0.012321472	35_13957	Rep: Probable histone H2AXb - Oryza sativa (Rice)	UniRef90_Q2QPG9	CHR1V7|COORD:20418274..20418873| histone H2A, putative	AT1G54690.1	CHR12V5|COORD:20855670..20854734|protein histone H2A, putative, expressed	LOC_Os12g34510.1	 no descriptionweakly similar to ( 157)AT1G54690| Symbols:  | histone H2A, putative | chr1:20418274-20418873 REVERSEweakly similar to ( 163)H2AXB_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned H2A H2A HTA1 Histone PRK12323 PRK07003 Herpes_BLLF1 PRK12678 	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_153278_PI403524517	2	-0.0032157898	0.2759447	0.0032157898	-0.12064648	0.15566254	-0.1357212	35_42838	"Cluster: Hypothetical protein P0498E12.102; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0498E12.102 - Oryza sativa (japonica cultivar"	UniRef90_Q7EZD4	CHR3V7|COORD:18355911..18359633| similar to hypothetical protein MtrDRAFT_AC119415g11v1 [Medicago truncatula] (GB:ABE85164.1)	AT3G49490.1	CHR08V5|COORD:3380665..3376171|protein expressed protein	LOC_Os08g06130.1	no description	not assigned.unknown	35_2

CUST_131066_PI403524517	2	-0.098231316	0.008555412	0.03900051	-0.008555412	0.0131959915	-0.08755207	35_36812	"Cluster: Hypothetical protein OJ1014_E02.13; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1014_E02.13 - Oryza sativa (japonica cultiv"	UniRef90_Q6YYA4	"CHR5V7|COORD:20050127..20050977| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G73940.1); similar to Os08g0360000 [Oryza sativa (japonica"	AT5G49410.1	CHR08V5|COORD:16448490..16449680|protein expressed protein	LOC_Os08g27140.1	"no descriptionweakly similar to ( 159)AT5G49410| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G73940.1); similar to Os08g0360000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001061634.1); similar to Os03g0852500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001051924.1) | chr5:20050127-20050977 FORWARDnot assigned"	not assigned.unknown	35_2

CUST_27447_PI403524517	2	0.02083397	0.68155384	-0.02083397	-0.16058826	-0.035259247	0.036341667	35_7944	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QW37	"CHR4V7|COORD:6705174..6708842| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G28770.1); similar to expressed protein [Oryza sativa (japonica"	AT4G10930.1	CHR12V5|COORD:5731271..5738702|protein expressed protein	LOC_Os12g10700.1	"no descriptionweakly similar to ( 131)AT4G10930| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G28770.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABA96698.2) | chr4:6705174-6708842 REVERSE"	not assigned.unknown	35_2

CUST_58617_PI403524517	2	0.0060987473	0.28833485	0.04685402	-0.0060977936	-0.019468307	-0.037143707	35_16722	"Cluster: Hydroxyacylglutathione hydrolase, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hydroxyacylglutathione hydrolase, putative, exp"	UniRef90_Q10LW8	"CHR3V7|COORD:3397761..3399527| GLX2-2 (GLYOXALASE 2-2); hydroxyacylglutathione hydrolase"	AT3G10850.1	CHR03V5|COORD:12245287..12242291|protein hydroxyacylglutathione hydrolase, putative, expressed	LOC_Os03g21460.1	" no descriptionweakly similar to ( 115)AT3G10850| Symbols: GLY2, GLX2-2 | GLX2-2 (GLYOXALASE 2-2); hydroxyacylglutathione hydrolase | chr3:3397761-3399527 REVERSEnot assigned "	Biodegradation of Xenobiotics.hydroxyacylglutathione hydrolase	24_1

CUST_49331_PI403524517	2	-0.012209892	0.010884285	0.067575455	0.018669128	-0.010883331	-0.043289185	35_14072	"Cluster: Beta-ketoacyl-CoA synthase, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Beta-ketoacyl-CoA synthase, putative, expressed - Ory"	UniRef90_Q2R1V7	CHR5V7|COORD:17603130..17605713| beta-ketoacyl-CoA synthase, putative	AT5G43760.1	CHR11V5|COORD:21970155..21966930|protein fatty acid elongase, putative, expressed	LOC_Os11g37900.1	 no descriptionmoderately similar to ( 379)AT5G43760| Symbols:  | beta-ketoacyl-CoA synthase, putative | chr5:17603130-17605713 FORWARDnot assigned not assigned not assigned FAE1_CUT1_RppA CHS_like BcsA APC_basic KAS_III 	lipid metabolism.FA synthesis and FA elongation.beta ketoacyl CoA synthase	11_1_10

CUST_169334_PI403524517	2	-0.0886817	-0.5050602	0.18041229	0.088682175	0.17321014	-0.16772795	35_47165	"Cluster: Boron transporter; n=2; Oryza sativa (japonica cultivar-group)|Rep: Boron transporter - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7X9F3	CHR3V7|COORD:23053503..23056608| anion exchange family protein	AT3G62270.1	CHR12V5|COORD:23215284..23219805|protein boron transporter 1, putative, expressed	LOC_Os12g37840.2	no descriptionmoderately similar to ( 340)AT3G62270| Symbols:  | anion exchange family protein | chr3:23053503-23056608 REVERSEnot assigned HCO3_cotransp	transport.unspecified anions	34_18

CUST_114372_PI403524517	2	0.32603216	0.6800494	0.10794115	-0.3747301	-0.107940674	-0.113483906	35_32459	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_32999_PI403524517	2	-0.279315	0.47136307	0.21644592	-0.0013494492	-0.08335304	0.0013504028	35_9516	"Cluster: Putative molybdopterin synthase large subunit MOCS2B; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative molybdopterin synthase large subunit MO"	UniRef90_Q6Z2X3	CHR2V7|COORD:18140353..18140949| molybdopterin biosynthesis MoaE family protein	AT2G43760.1	CHR02V5|COORD:2160066..2161123|protein molybdenum cofactor synthesis protein 2 large subunit, putative, expressed	LOC_Os02g04740.1	no descriptionweakly similar to ( 164)AT2G43760| Symbols:  | molybdopterin biosynthesis MoaE family protein | chr2:18140353-18140949 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned MoaE MoaE MoaE PRK10678 PRK12678 PRK07764 PRK12323	Co-factor and vitamine metabolism	18

CUST_13566_PI403524517	2	0.035490036	-0.061056137	-0.013397217	-0.050886154	0.036697388	0.013396263	35_3891	Rep: Probable protein ABIL1 - Oryza sativa (Rice)	UniRef90_Q9AXA6	CHR2V7|COORD:18989186..18991147| ABI1L1 (ABI-1-LIKE 1)	AT2G46225.1	CHR01V5|COORD:25173763..25170580|protein protein ABIL1, putative, expressed	LOC_Os01g43420.1	no descriptionmoderately similar to ( 263)AT2G46225| Symbols: ABI1L1 | ABI1L1 (ABI-1-LIKE 1) | chr2:18989186-18991147 FORWARDmoderately similar to ( 465)ABIL1_ORYSAnot assigned	not assigned.unknown	35_2

CUST_137807_PI403524517	2	0.047236443	0.32331085	-0.20557785	-0.16578674	-0.0072746277	0.0072755814	35_38645	"Cluster: Putative heat shock protein 40; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative heat shock protein 40 - Oryza sativa (japonica cultivar-group"	UniRef90_Q84SD3	CHR5V7|COORD:8889668..8890957| DNAJ heat shock protein, putative	AT5G25530.1	CHR08V5|COORD:3618652..3616372|protein dnaJ homolog subfamily B member 4, putative, expressed	LOC_Os08g06460.1	 no descriptionweakly similar to ( 170)AT5G25530| Symbols:  | DNAJ heat shock protein, putative | chr5:8889668-8890957 REVERSEvery weakly similar to (87.0)DNJH_CUCSADnaJ protein homolog - Cucumis sativus (Cucumber)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DnaJ PRK10767 DnaJ DnaJ CbpA PRK10266 SEC63 	stress.abiotic.heat	20_2_1

CUST_96953_PI403524517	2	0.36813164	-0.24418974	-0.0842576	0.036295414	-0.036295414	0.08659029	35_27690	"Cluster: Putative pentatricopeptide (PPR) repeat-containing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative pentatricopeptide (PPR)"	UniRef90_Q6Z996	CHR2V7|COORD:15674302..15675804| pentatricopeptide (PPR) repeat-containing protein	AT2G37320.1	CHR11V5|COORD:9745970..9750253|protein pentatricopeptide repeat protein PPR986-12, putative, expressed	LOC_Os11g17530.2	no descriptionweakly similar to ( 147)AT2G37320| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr2:15674302-15675804 FORWARD	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_121564_PI403524517	2	0.35991955	0.51578903	-0.0018749237	-0.11691761	-0.50914097	0.00187397	35_34330	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_156306_PI403524517	2	0.1517191	0.09809208	-0.098092556	-0.48430586	-0.4221325	0.12152529	35_43656	0	0	"CHR3V7|COORD:6064385..6065819| ANAC057 (Arabidopsis NAC domain containing protein 57); transcription factor"	AT3G17730.1	CHR09V5|COORD:21902233..21904578|protein ANAC086, putative	LOC_Os09g38000.1	no description	not assigned.unknown	35_2

CUST_9692_PI404877155	2	-0.46990967	-0.5050216	1.4208016	0.4699092	1.6886053	-4.400345	Contig3433_x_at	Low molecular mass early light-inducible protein HV90, chloroplast precursor (ELIP) pir||S07474 early light-induced protein, low molecular w	P14897	chlorophyll A-B binding family protein / early light-induced protein (ELIP)	At3g22840.1	protein Chlorophyll A-B binding protein, putative	Os07g08160	"ELIP;EARLY LIGHT-INDUCABLE PROTEIN;chlorophyll A-B binding family protein / early light-induced protein (ELIP), identical to early light-induced protein; ELIP (Arabidopsis thaliana) GI:1872544; contains Pfam profile: PF00504 chlorophyll A-B binding protei"	signalling.light	30_11

CUST_78606_PI403524517	2	0.60222816	-0.5205116	-0.06969738	0.08006859	0.06969738	-0.3009057	35_22537	"Cluster: White-brown complex homolog protein 5; n=1; Arabidopsis thaliana|Rep: White-brown complex homolog protein 5 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9SIT6	CHR2V7|COORD:5680909..5682858| ABC transporter family protein	AT2G13610.1	CHR01V5|COORD:24737308..24735317|protein ATPase, coupled to transmembrane movement of substances, putative, expressed	LOC_Os01g42900.1	no descriptionweakly similar to ( 105)AT2G13610| Symbols:  | ABC transporter family protein | chr2:5680909-5682858 REVERSEvery weakly similar to (69.3)PDR4_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned ABCG_EPDR ABCG_White CcmA ABC_PDR_domain2 ABC_subfamily_A ABC_NrtD_SsuB_transporters TauB ABC_Carb_Solutes_like ABC_DR_subfamily_A MalK ABCC_MRP_Like ABC_tran ABC_PDR_domain1 SunT SalX ZnuC ABC_drug_resistance_like ABCC_Protease_Secretion PotA ABC_MJ0796_Lo1CDE_FtsE ABC_Metallic_Cations ABC_Class3 ABC_Org_Solvent_Resistant ABC_cobalt_CbiO_domain1 OpuBA CcmA ABC_TM1139_LivF_branched CydC ABC_NatA_sodium_exporter CydD FepC ABC_Mj1267_LivG_branched GlnQ Ttg2A TauB CysA LivF ABC_cobalt_CbiO_domain2 ABC_CysA_sulfate_importer COG4559 COG1123 ArpD ABC_HisP_GlnQ_permeases ABC_ModC_like CbiO ABC_putative_ATPase COG4136 ABC_DrrA ABC_ATPase COG3845 ABC_PstB_phosphate_transporter COG4619 FtsE ABC_Iron-Siderophores_B12_Hemin COG4152 ABC_MalK_N MglA ABC_ModC_molybdenum_transporter ABC_BcrA_bacitracin_resist ABCC_bacteriocin_exporters ABC_OpuCA_Osmoprotection ABC_PotA_N ABCC_Glucan_exporter_like COG3638 PRK12323 ABC_FtsE_transporter COG4181 PRK07764 ABCC_Hemolysin ABC_CcmA_heme_exporter ABCC_ATM1_transporter ABC_YhbG phnK PRK07003 ABC_NatA_like ABC_PhnC_transporter ThiQ NatA ABC_Carb_Monos_I ABC_MetN_methionine_transporter PRK11160 potA ABC_KpsT_Wzt MdlB ABCC_cytochrome_bd PhnK tauB Uup ABCC_MsbA DppF LivG YhbG araG btuD thiQ ABC_Carb_Monos_II PRK10851 TagH ABC_Pro_Gly_Bertaine artP PRK11264 DUF1421 PRK10535 ABC_ThiQ_thiamine_transporter ABC_MTABC3_MDL1_MDL2 AbcC ATM1 ABCC_MRP_domain2 COG4674 glnQ PvdE ABC_NikE_OppD_transporters PRK10584 ABCC_TAP Herpes_BLLF1 lolD ABCC_MRP_domain1 ModF ModC Atrophin-1 Tymo_45kd_70kd	transport.ABC transporters and multidrug resistance systems	34_16

CUST_18545_PI403524517	2	0.03848934	-0.25632668	-0.051286697	0.011964798	-0.011965752	0.013754845	35_5361	Rep: Hypothetical protein - Cleome spinosa	UniRef90_Q1KUW3	CHR3V7|COORD:513614..515611| pentatricopeptide (PPR) repeat-containing protein	AT3G02490.1	CHR01V5|COORD:43169469..43164440|protein expressed protein	LOC_Os01g73950.2	no descriptionmoderately similar to ( 325)AT3G02490| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr3:513614-515611 FORWARDvery weakly similar to (59.7)RF1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Atrophin-1 Extensin_2 PRK12323 DUF1421 PRK07764 Herpes_BLLF1 Drf_FH1 PRK07003 Tymo_45kd_70kd HPC2 Pneumo_att_G FAP	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_18107_PI404877155	2	0.030292511	0.43415165	0.05947399	-0.075639725	-0.030292511	-0.08081436	HVSMEc0001K23f2_s_at	enoyl CoA hydratase-like protein [Oryza sativa (japonica cultivar-group)]	NP_914858.1	enoyl-CoA hydratase/isomerase family protein	At5g43280.1	protein enoyl-CoA hydratase/isomerase family protein, putative	Os01g70090	enoyl CoA hydratase-like protein	lipid metabolism.lipid degradation.beta-oxidation.enoyl isomerase	11_9_4_14

CUST_53655_PI403524517	2	0.030430794	0.099835396	-0.20866776	-0.030431747	-0.14864731	0.044721603	35_15266	"Cluster: Putative REF/SRPP-like protein Os05g0151300; n=2; Oryza sativa|Rep: Putative REF/SRPP-like protein Os05g0151300 - Oryza sativa (Rice)"	UniRef90_Q9FRA7	CHR3V7|COORD:1593546..1594808| rubber elongation factor (REF) family protein	AT3G05500.1	CHR05V5|COORD:2950793..2948776|protein stress-related protein, putative, expressed	LOC_Os05g05940.1	no descriptionweakly similar to ( 188)AT3G05500| Symbols:  | rubber elongation factor (REF) family protein | chr3:1593546-1594808 FORWARDmoderately similar to ( 291)Y5940_ORYSAnot assigned not assigned not assigned REF PRK12323 DUF1509	not assigned.unknown	35_2

CUST_100681_PI403524517	2	0.2848444	0.2799244	-0.18529415	0.18529415	-0.5298009	-0.27454138	35_28735	Rep: Probable potassium transporter 11 - Oryza sativa (Rice)	UniRef90_Q7XLC6	"CHR2V7|COORD:14782263..14785263| KUP11 (K+ uptake permease 11); potassium ion transporter"	AT2G35060.1	CHR04V5|COORD:30914351..30909209|protein potassium transporter 11, putative, expressed	LOC_Os04g52390.1	"no descriptionweakly similar to ( 116)AT1G31120| Symbols: KUP10 | KUP10 (K+ transporter 10); potassium ion transporter | chr1:11104356-11107342 REVERSEweakly similar to ( 147)HAK11_ORYSAK_trans Kup"	transport.potassium	34_15

CUST_24361_PI399408534	2	0.19229126	-0.018788338	-0.05702591	0.018788338	-0.04404068	0.033032417	35_17420	"Cluster: Putative U4/U6-associated RNA splicing factor; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative U4/U6-associated RNA splicing factor - Oryza s"	UniRef90_Q6K476	CHR1V7|COORD:9779154..9782473| small nuclear ribonucleoprotein family protein / snRNP family protein	AT1G28060.1	CHR09V5|COORD:3752652..3750007|protein PRP3 pre-mRNA processing factor 3, putative, expressed	LOC_Os09g07500.2	no descriptionmoderately similar to ( 317)AT1G28060| Symbols:  | small nuclear ribonucleoprotein family protein / snRNP family protein | chr1:9779154-9782473 FORWARDnot assigned PRP3	RNA.processing.splicing	27_1_1

CUST_129792_PI403524517	2	0.17033482	-0.9956274	-0.26630926	0.022337914	-0.022337914	0.074513435	35_36455	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_86047_PI403524517	2	0.6377244	0.95850086	-0.17419577	-0.012052059	0.012052059	-0.25961065	35_24645	"Cluster: Zinc finger POZ domain protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Zinc finger POZ domain protein-like - Oryza sativa (japonica cult"	UniRef90_Q7F1J1	"CHR5V7|COORD:6342565..6344643| ATBPM1 (BTB-POZ AND MATH DOMAIN 1); protein binding"	AT5G19000.1	CHR08V5|COORD:25888506..25887421|protein ATBPM1, putative	LOC_Os08g41190.1	"no descriptionvery weakly similar to (71.6)AT5G19000| Symbols: ATBPM1 | ATBPM1 (BTB-POZ AND MATH DOMAIN 1); protein binding | chr5:6342565-6344643 FORWARDnot assigned"	protein.degradation.ubiquitin.E3.BTB/POZ Cullin3.BTB/POZ	29_5_11_4_5_2

CUST_19868_PI403524517	2	-6.1511993E-4	0.09045982	6.1416626E-4	-0.041913033	-0.051189423	0.07691479	35_5763	Rep: Repressor protein - Triticum aestivum (Wheat)	UniRef90_Q8W0W8	CHR2V7|COORD:18571231..18574707| structural constituent of nuclear pore	AT2G45000.1	CHR08V5|COORD:17954722..17959162|protein repressor protein, putative, expressed	LOC_Os08g29500.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK10263 GAL11 Amelogenin Atrophin-1 DUF1421 DamX PRK03427 PRK07003 PRK05648 ZipA PRK12323 PRK10927 FtsN DUF1720 PRK08853 Cytadhesin_P30 PRK07764 PRK10856 PRK12757	not assigned.unknown	35_2

CUST_136788_PI403524517	2	0.11704254	0.14557886	-0.005068779	0.005068779	-0.3182702	-0.121707916	35_38359	"Cluster: Os02g0824000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os02g0824000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DWA2	CHR5V7|COORD:4772884..4775700| pentatricopeptide (PPR) repeat-containing protein	AT5G14770.1	CHR02V5|COORD:35397227..35392089|protein rf1 protein, mitochondrial precursor, putative, expressed	LOC_Os02g57800.1	no descriptionweakly similar to ( 159)AT5G14770| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr5:4772884-4775700 REVERSEvery weakly similar to (86.7)RF1_ORYSA	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_16232_PI404877155	2	-0.15702248	-0.05035782	0.26557827	-0.1849184	0.05035782	0.11892414	EBpi01_SQ003_E16_s_at	legumin-like protein [Zea mays]	AAO63266.1	cupin family protein	At2g28680.1	protein legumin-like protein	Os05g02520	legumin-like protein	development.storage proteins	33_1

CUST_48483_PI403524517	2	-0.04678583	-0.523891	0.04678583	0.3286748	-0.41431284	0.098701954	35_13851	Rep: Putative peroxidase - Oryza sativa (Rice)	UniRef90_Q8S7Y4	CHR5V7|COORD:2080208..2081622| peroxidase, putative	AT5G06730.1	CHR10V5|COORD:643054..639761|protein peroxidase 54 precursor, putative, expressed	LOC_Os10g02040.1	 no descriptionmoderately similar to ( 338)AT5G06730| Symbols:  | peroxidase, putative | chr5:2080208-2081622 REVERSEmoderately similar to ( 306)PERX_TOBACLignin-forming anionic peroxidase precursor - Nicotiana tabacum (Common tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned secretory_peroxidase plant_peroxidase peroxidase ascorbate_peroxidase PRK07003 PRK12323 TT_ORF1 Gag_spuma Herpes_BLLF1 	misc.peroxidases	26_12

CUST_2187_PI404877155	2	0.011610985	-0.011610985	-0.041448593	-0.017716408	0.10656357	0.035539627	Contig12513_at	putative sugar transporter protein [Oryza sativa (japonica cultivar-group)] gb|AAO18445.1| putative sugar transporter protein [Oryza sativa	NP_910048.1	sugar transporter family protein	At5g59250.1	protein putative sugar transporter protein	Os03g60820	putative sugar transporter protein	transporter.sugars	34_2

CUST_53604_PI403524517	2	0.30262995	0.27464342	-0.061620235	0.061620235	-0.3583746	-0.14869785	35_15246	"Cluster: Beta-D-glucan exohydrolase, isoenzyme ExoII; n=3; Triticeae|Rep: Beta-D-glucan exohydrolase, isoenzyme ExoII - Hordeum vulgare (Barley)"	UniRef90_Q42835	CHR5|COORD:7107378..7111311| glycosyl hydrolase family 3 protein, beta-D-glucan exohydrolase, Nicotiana tabacum, EMBL:AB017502	AT5G20950.2	CHR03V5|COORD:30802114..30807741|protein periplasmic beta-glucosidase precursor, putative, expressed	LOC_Os03g53800.5	no descriptionweakly similar to ( 119)AT5G20950| Symbols:  | glycosyl hydrolase family 3 protein | chr5:7107611-7110777 REVERSE	cell wall.degradation.cellulases and beta -1,4-glucanases	10_6_1

CUST_13699_PI404877155	2	-0.14215088	0.2094469	-0.19967175	0.3039961	0.03324032	-0.03324032	Contig7417_at	hydroxymethylglutaryl-CoA lyase, putative / 3-hydroxy-3-methylglutarate-CoA lyase, putative / HMG-CoA lyase, putative [Arabidopsis thaliana]	NP_850087.1	hydroxymethylglutaryl-CoA lyase, putative / 3-hydroxy-3-methylglutarate-CoA lyase, putative / HMG-CoA lyase, p	At2g26800.2	protein hydroxymethylglutaryl-coa lyase (ec 4.1.3.4) (hmg-coa lyase) (hl) (3-hydroxy-3-methylgluta	Os11g04210	"hydroxymethylglutaryl-CoA lyase, putative / 3-hydroxy-3-methylglutarate-CoA lyase, putative / HMG-CoA lyase, putative, similar to SP:P35915 Hydroxymethylglutaryl-CoA lyase (EC 4.1.3.4) (HMG-CoA lyase) {Gallus gallus}; contains Pfam profile PF00682: HMGL-l"	amino acid metabolism.degradation.branched-chain group.leucine	13_2_4_4

CUST_28046_PI399408534	2	0.026432037	-0.8501282	-0.026431084	-0.059267998	0.14153004	0.042054176	35_22243	Rep: Hypothetical protein - Zea mays (Maize)	UniRef90_Q5GAR2	CHR1V7|COORD:24366045..24369674| calcium-binding EF hand family protein	AT1G65540.1	CHR04V5|COORD:24634844..24627808|protein calcium-binding mitochondrial protein Anon-60Da, putative, expressed	LOC_Os04g41950.1	no descriptionweakly similar to ( 159)AT1G65540| Symbols:  | calcium-binding EF hand family protein | chr1:24366045-24369674 REVERSE	signalling.calcium	30_3

CUST_113234_PI403524517	2	0.11404896	1.5548744	0.116147995	-0.22650433	-0.11404991	-0.21222019	35_32143	Rep: Putative selenium binding protein - Zea mays (Maize)	UniRef90_Q5NKQ4	CHR4V7|COORD:8098116..8100160| selenium-binding protein, putative	AT4G14030.1	CHR01V5|COORD:40274911..40278383|protein selenium-binding protein, putative, expressed	LOC_Os01g68770.1	 no descriptionvery weakly similar to (91.7)AT4G14030| Symbols:  | selenium-binding protein, putative | chr4:8098116-8100160 REVERSEnot assigned SBP56 	metal handling	15

CUST_7215_PI404877155	2	0.08613396	-0.18175697	-0.0089588165	-0.04810238	0.014956474	0.0089588165	Contig21042_at	hypothetical protein [Oryza sativa (japonica cultivar-group)] gb|AAP54420.1| hypothetical protein [Oryza sativa (japonica cultivar-group)] g	NP_922133.1	heavy-metal-associated domain-containing protein	At5g19090.1	protein expressed protein	Os10g35190	GAMMA-HORDEIN 3	development.storage proteins	33_1

CUST_178501_PI403524517	2	0.18413305	-0.45721102	0.34427166	0.028170586	-0.08597517	-0.028170109	35_49646	"Cluster: Ribosomal protein L19; n=1; Triticum aestivum|Rep: Ribosomal protein L19 - Triticum aestivum (Wheat)"	UniRef90_Q7XY20	"CHR1V7|COORD:608120..609391| EMB2386 (EMBRYO DEFECTIVE 2386); structural constituent of ribosome"	AT1G02780.1	CHR03V5|COORD:21195492..21193231|protein 60S ribosomal protein L19-3, putative, expressed	LOC_Os03g38260.1	"no descriptionvery weakly similar to (73.9)AT1G02780| Symbols: EMB2386 | EMB2386 (EMBRYO DEFECTIVE 2386); structural constituent of ribosome | chr1:608120-609391 REVERSEvery weakly similar to (71.2)RL19_MAIZE60S ribosomal protein L19 - Zea mays (Maize)not assigned Ribosomal_L19e_E Ribosomal_L19e Ribosomal_L19e RPL19A rpl19e"	protein.synthesis.misc ribososomal protein	29_2_2

CUST_113786_PI403524517	2	-0.093253136	-0.26763105	-0.020986557	0.020986557	0.43647003	0.2130804	35_32293	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_36258_PI403524517	2	-0.037219048	0.43782043	-0.0041828156	-0.09881687	0.004183769	0.07227516	35_10454	"Cluster: Chain A, C-Terminal Domain Of Mouse Brain Tubby Protein-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: Chain A, C-Terminal Domain Of Mouse"	UniRef90_Q5QM27	"CHR1V7|COORD:19894905..19897097| AtTLP7 (TUBBY LIKE PROTEIN 7); phosphoric diester hydrolase/ transcription factor"	AT1G53320.1	CHR01V5|COORD:28048065..28043036|protein tubby protein, putative, expressed	LOC_Os01g48370.1	"no descriptionweakly similar to ( 163)AT1G53320| Symbols: AtTLP7 | AtTLP7 (TUBBY LIKE PROTEIN 7); phosphoric diester hydrolase/ transcription factor | chr1:19894905-19897097 REVERSEnot assigned not assigned Tub"	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_51926_PI403524517	2	-0.09214687	-0.9650855	0.09214783	0.19992161	0.31518936	-0.38086557	35_14801	"Cluster: Phosphoethanolamine methyltransferase; n=1; Triticum aestivum|Rep: Phosphoethanolamine methyltransferase - Triticum aestivum (Wheat)"	UniRef90_Q8VYX1	CHR1V7|COORD:17969742..17972745| phosphoethanolamine N-methyltransferase 2, putative (NMT2)	AT1G48600.2	CHR05V5|COORD:27150431..27146135|protein phosphoethanolamine N-methyltransferase, putative, expressed	LOC_Os05g47540.1	 no descriptionmoderately similar to ( 356)AT1G48600| Symbols:  | phosphoethanolamine N-methyltransferase 2, putative (NMT2) | chr1:17970116-17972745 FORWARDmoderately similar to ( 353)PEAMT_SPIOLPhosphoethanolamine N-methyltransferase - Spinacia oleracea (Spinach)not assigned not assigned not assigned not assigned Methyltransf_11 UbiE PRK08317 ubiE arsM DUF858 Methyltransf_12 SmtA 	lipid metabolism.Phospholipid synthesis	11_3

CUST_32583_PI403524517	2	0.16330528	-0.7594757	-0.077308655	1.7738342E-4	0.19592667	-1.7738342E-4	35_9393	"Cluster: YbaK/prolyl-tRNA synthetase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: YbaK/prolyl-tRNA synthetase-like - Oryza sativa (japonica cultivar-g"	UniRef90_Q6H6L7	CHR4V7|COORD:9302839..9304892| YbaK/prolyl-tRNA synthetase-related	AT4G16510.1	CHR02V5|COORD:26814536..26817530|protein rho guanine nucleotide exchange factor, putative, expressed	LOC_Os02g44330.1	no descriptionweakly similar to ( 181)AT4G16510| Symbols:  | YbaK/prolyl-tRNA synthetase-related | chr4:9302839-9304892 FORWARD	protein.aa activation.proline-tRNA ligase	29_1_15

CUST_30545_PI399408534	2	0.09371567	0.2617588	-0.031549454	-0.24013901	0.0315485	-0.11562157	35_24372	"Cluster: Putative auxin-independent growth promoter; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative auxin-independent growth promoter - Oryza sativa"	UniRef90_Q5VNG4	"CHR3V7|COORD:424192..426383| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G15740.1); similar to hypothetical protein [Cleome spinosa] (GB:ABD96934"	AT3G02250.1	CHR09V5|COORD:18220155..18216456|protein auxin-independent growth promoter, putative, expressed	LOC_Os09g29940.1	" no descriptionvery weakly similar to (84.7)AT3G02250| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G15740.1); similar to hypothetical protein [Cleome spinosa] (GB:ABD96934.1); similar to Os06g0284200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001057398.1); similar to hypothetical protein [Cleome spinosa] (GB:ABD96844.1); contains InterPro domain Protein of unknown function DUF246, plant; (InterPro:IPR004348) | chr3:424192-426383 REVERSEDUF246 PRK12323 "	hormone metabolism.auxin.induced-regulated-responsive-activated	17_2_3

CUST_14194_PI404877155	2	-0.1275425	-0.7466345	0.1275425	0.2540655	0.3273697	-0.1950903	Contig8034_at	DNA-directed RNA polymerase, putative [Arabidopsis thaliana] pir||T51950 DNA-directed RNA polymerase (EC 2.7.7.6) 23K chain [imported] - Ara	NP_188871.1	DNA-directed RNA polymerase, putative	At3g22320.1	protein DNA-directed RNA polymerase (EC 2.7.7.6) 23K chain [imported] - Arabidopsis thaliana	Os01g59140	"DNA-directed RNA polymerase, putative, similar to SP:P19388 DNA-directed RNA polymerase II 23 kDa polypeptide (EC 2.7.7.6) {Homo sapiens}; contains Pfam profiles PF03871: RNA polymerase Rpb5 N-terminal domain, PF01191: RNA polymerase Rpb5 C-terminal domai"	RNA.transcription	27_2

CUST_1433_PI399408534	2	-0.859642	2.3648214	2.0512915	-1.0829296	-0.2863989	0.28639793	35_26304	"Cluster: N-acetyltransferase and Transcription factor-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: N-acetyltransferase and Transcription facto"	UniRef90_Q6YVS8	CHR3V7|COORD:7275820..7278150| transcription factor jumonji (jmjC) domain-containing protein	AT3G20810.1	CHR08V5|COORD:25069848..25061740|protein retrotransposon protein, putative, unclassified, expressed	LOC_Os08g39810.1	no descriptionvery weakly similar to (97.4)AT3G20810| Symbols:  | transcription factor | chr3:7275820-7278188 FORWARDnot assigned	RNA.regulation of transcription.JUMONJI family	27_3_57

CUST_4168_PI399408534	2	0.099386215	0.32380915	-0.099386215	0.15203333	-0.16226625	-0.1309185	35_9545	Rep: OSIGBa0131L05.10 protein - Oryza sativa (Rice)	UniRef90_Q01IB1	"CHR5V7|COORD:21983059..21985060| ILL3 (IAA-amino acid hydrolase ILR1-like 3); metallopeptidase"	AT5G54140.1	CHR04V5|COORD:25895663..25899284|protein IAA-amino acid hydrolase ILR1-like 3 precursor, putative, expressed	LOC_Os04g44110.1	"no descriptionweakly similar to ( 194)AT5G54140| Symbols: ILL3 | ILL3 (IAA-amino acid hydrolase ILR1-like 3); metallopeptidase | chr5:21983059-21985060 FORWARDAbgB Peptidase_M20"	hormone metabolism.auxin.synthesis-degradation	17_2_1

CUST_4597_PI403524517	2	-0.20549059	-0.55100536	0.7879195	0.48874426	0.20549011	-0.5809598	35_1270	"Cluster: RNA recognition motif family protein, expressed; n=5; Oryza sativa (japonica cultivar-group)|Rep: RNA recognition motif family protein, expressed - Ory"	UniRef90_Q10NM2	CHR1V7|COORD:2258814..2259584| transformer serine/arginine-rich ribonucleoprotein, putative	AT1G07350.2	CHR03V5|COORD:8749601..8746578|protein arginine/serine-rich splicing factor RSP41, putative, expressed	LOC_Os03g15890.1	 no descriptionweakly similar to ( 122)AT1G07350| Symbols:  | transformer serine/arginine-rich ribonucleoprotein, putative | chr1:2258814-2259584 REVERSEvery weakly similar to (59.7)GRP10_BRANAGlycine-rich RNA-binding protein 10 - Brassica napus (Rape)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned RRM RRM_1 COG0724 	RNA.RNA binding	27_4

CUST_77242_PI403524517	2	0.030193329	-0.2448864	0.013695717	0.059762	-0.08638477	-0.013695717	35_22140	"Cluster: Hypothetical protein OSJNBa0011N12.31; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0011N12.31 - Oryza sativa (japonica"	UniRef90_Q6K503	0	0	CHR02V5|COORD:8455935..8453871|protein F-box domain containing protein, expressed	LOC_Os02g15160.1	no description	not assigned.unknown	35_2

CUST_228_PI399408534	2	0.18955564	0.33072758	0.26645327	-0.18955612	-0.78281784	-0.4449396	35_11731	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QXD1	CHR3V7|COORD:641050..645310| PHD finger protein-related	AT3G02890.1	CHR12V5|COORD:3090664..3086039|protein expressed protein	LOC_Os12g06440.1	no descriptionvery weakly similar to (55.5)AT3G02890| Symbols:  | PHD finger protein-related | chr3:641050-645310 FORWARD	RNA.regulation of transcription.unclassified	27_3_99

CUST_13346_PI404877155	2	0.06591892	0.09457779	-0.0071992874	0.0071983337	-0.023720741	-0.05409527	Contig7042_at	OSJNBa0042I15.19 [Oryza sativa (japonica cultivar-group)]	CAE04897.2	beta-fructofuranosidase, putative / invertase, putative / saccharase, putative / beta-fructosidase, putative	At5g22510.1	protein alkaline/neutral invertase	Os04g33490	"beta-fructofuranosidase, putative / invertase, putative / saccharase, putative / beta-fructosidase, putative, similar to neutral invertase (Daucus carota) GI:4200165; contains Pfam profile PF04853: Plant neutral invertase"	major CHO metabolism.degradation.sucrose.invertases.neutral	2_2_1_03_01

CUST_48337_PI403524517	2	-0.013865471	0.6746483	0.1834364	-0.22995949	-0.08934784	0.013864517	35_13815	"Cluster: Putative 37kDa chloroplast inner envelope membrane polypeptide; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative 37kDa chloroplast inner"	UniRef90_Q6ZLD3	"CHR3V7|COORD:23426791..23427977| APG1 (ALBINO OR PALE GREEN MUTANT 1); methyltransferase"	AT3G63410.1	CHR07V5|COORD:4182348..4180344|protein inner envelope membrane protein, chloroplast precursor, putative	LOC_Os07g08200.1	" no descriptionmoderately similar to ( 457)AT3G63410| Symbols: VTE3, APG1 | APG1 (ALBINO OR PALE GREEN MUTANT 1); methyltransferase | chr3:23426791-23427977 REVERSEmoderately similar to ( 455)IN37_SPIOL37 kDa inner envelope membrane protein, chloroplast precursor - Spinacia oleracea (Spinach)not assigned not assigned UbiE Methyltransf_11 ubiE Ubie_methyltran PRK08317 Cfa Methyltransf_12 SmtA arsM UbiG PRK10258 "	secondary metabolism.isoprenoids.tocopherol biosynthesis.MPBQ/MSBQ methyltransferase	16_1_3_3

CUST_11974_PI404877155	2	-0.15774727	0.19830894	-0.11034012	0.111753464	-0.14034843	0.11034012	Contig5689_at	putative mitochondrial dicarboxylate carrier protein [Arabidopsis thaliana]	AAM63236.1	mitochondrial substrate carrier family protein	At2g22500.1	protein Mitochondrial carrier protein, putative	Os08g37370	mitochondrial dicarboxylate carrier protein	transport.metabolite transporters at the mitochondrial membrane	34_9

CUST_91000_PI403524517	2	0.15996265	0.20834732	0.08422327	-0.42547894	-0.2112341	-0.08422279	35_26024	Rep: Glutathione synthetase - Triticum aestivum (Wheat)	UniRef90_Q7X9F9	"CHR5V7|COORD:9668214..9670915| GSH2 (GLUTATHIONE SYNTHETASE 2); glutathione synthase"	AT5G27380.1	CHR12V5|COORD:20805121..20809489|protein glutathione synthetase, chloroplast precursor, putative, expressed	LOC_Os12g34380.1	" no descriptionweakly similar to ( 156)AT5G27380| Symbols: GSH2, GSHB | GSH2 (GLUTATHIONE SYNTHETASE 2); glutathione synthase | chr5:9668214-9670915 REVERSEweakly similar to ( 159)GSHB_BRAJUGlutathione synthetase, chloroplast precursor - Brassica juncea (Leaf mustard) (Indian mustard)not assigned GSH_synth_ATP eu-GS "	redox.ascorbate and glutathione.glutathione	21_2_2

CUST_11410_PI404877155	2	-0.016418457	0.01641941	0.1094017	-0.057635307	-0.17353821	0.121219635	Contig5079_at	U2 snRNP auxiliary factor, large subunit [Nicotiana plumbaginifolia]	CAA77135.1	U2 snRNP auxiliary factor large subunit, putative	At1g60900.1	protein U2 snRNP auxilliary factor, large subunit, splicing factor, putative	Os11g45590	U2 snRNP auxiliary factor	RNA.processing	27_1

CUST_5381_PI404877155	2	-0.06153679	-0.5528412	-0.089609146	0.061535835	0.08594227	0.17308426	Contig17055_at	bZIP family transcription factor [Arabidopsis thaliana]	NP_176108.3	bZIP family transcription factor	At1g58110.1	protein bZIP family transcription factor, putative	Os12g09270	NONE	RNA.regulation of transcription.bZIP transcription factor family	27_3_35

CUST_3661_PI403524517	2	-0.05048895	0.73449945	0.21945429	0.050489426	-0.10865116	-0.19664145	35_998	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_5423_PI404877155	2	0.28139162	0.018312931	0.21489763	-0.018312454	-0.2330985	-0.37799215	Contig17122_at	DnaJ protein homolog - kidney bean (fragment) gb|AAB36543.1| DnaJ-like protein [Phaseolus vulgaris]	T11855	DNAJ heat shock N-terminal domain-containing protein (J11)	At4g36040.1	protein hypothetical protein	Os03g14110	NONE	stress.abiotic.heat	20_2_1

CUST_25852_PI399408534	2	0.067076206	0.3475728	-0.06707668	-0.17117643	-0.10504246	0.1375761	35_41493	Rep: DNA-binding protein WRKY1 - Avena sativa (Oat)	UniRef90_Q9XFF1	"CHR2V7|COORD:16115554..16117617| WRKY33 (WRKY DNA-binding protein 33); transcription factor"	AT2G38470.1	CHR05V5|COORD:23230243..23227268|protein OsWRKY70 - Superfamily of rice TFs having WRKY and zinc finger domains, expressed	LOC_Os05g39720.1	" no descriptionweakly similar to ( 177)AT2G38470| Symbols: ATWRKY33, WRKY33 | WRKY33 (WRKY DNA-binding protein 33); transcription factor | chr2:16115554-16117617 FORWARDnot assigned not assigned not assigned WRKY "	RNA.regulation of transcription.WRKY domain transcription factor family	27_3_32

CUST_41219_PI403524517	2	0.19950485	0.10148811	-0.051460266	-0.10072422	-0.16617012	0.05146122	35_11848	"Cluster: Hypothetical protein F7A7_30; n=2; Arabidopsis thaliana|Rep: Hypothetical protein F7A7_30 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9M023	"CHR5V7|COORD:201701..205150| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G45890.1); similar to Protein of unknown function DUF647 [Medicago trunc"	AT5G01510.1	0	0	"no descriptionvery weakly similar to (61.2)AT5G01510| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G45890.1); similar to Protein of unknown function DUF647 [Medicago truncatula] (GB:ABE84675.1); similar to Os01g0141600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001041984.1); contains InterPro domain Protein of unknown function DUF647; (InterPro:IPR006968) | chr5:201701-205150 FORWARD"	not assigned.unknown	35_2

CUST_164459_PI403524517	2	0.49502134	0.10545206	0.4112134	-0.108837605	-0.5763612	-0.10545206	35_45842	Rep: Hypothetical protein - Gibberella zeae (Fusarium graminearum)	UniRef90_Q4HZ89		0	0	0	no description	not assigned.unknown	35_2

CUST_89433_PI403524517	2	0.030399323	0.62346077	-0.15506077	0.15685272	-0.25467205	-0.030399323	35_25584	"Cluster: Protein kinase domain containing protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Protein kinase domain containing protein, express"	UniRef90_Q2QLI7	CHR3V7|COORD:9454230..9458683| protein kinase family protein	AT3G25840.1	CHR12V5|COORD:27452843..27446516|protein serine/threonine-protein kinase PRP4, putative, expressed	LOC_Os12g44330.2	no descriptionweakly similar to ( 134)AT3G25840| Symbols:  | protein kinase family protein | chr3:9454230-9457559 REVERSEnot assigned not assigned	protein.postranslational modification	29_4

CUST_169928_PI403524517	2	-0.5664091	-0.2403822	1.285428	0.2403822	0.45848846	-0.29106998	35_47332	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_77015_PI403524517	2	0.24501419	-0.5381565	0.054810524	-0.05480957	0.1527443	-0.20319462	35_22074	"Cluster: Putative formylglycineamide ribotide amidotransferase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative formylglycineamide ribotide amidotrans"	UniRef90_Q5N821	CHR1V7|COORD:27926666..27931107| catalytic	AT1G74260.1	CHR01V5|COORD:38950685..38945585|protein phosphoribosylformylglycinamidine synthase, chloroplast precursor, putative, expressed	LOC_Os01g66500.1	no descriptionmoderately similar to ( 443)AT1G74260| Symbols:  | catalytic | chr1:27926666-27931107 REVERSEnot assigned PRK05297 GATase1_FGAR_AT PurL PurL AIRS_C PRK01213 PRK01175 PRK03619	nucleotide metabolism.synthesis.purine.FGAR amidotransferase	23_1_2_4

CUST_47761_PI403524517	2	0.4573822	-0.21260548	-0.22134495	0.2727852	0.21260548	-0.35219288	35_13664	"Cluster: Putative cell division protein FtsH3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative cell division protein FtsH3 - Oryza sativa (japonica"	UniRef90_Q6H6R9	"CHR3V7|COORD:17343984..17347598| FTSH7 (FtsH protease 7); ATP-dependent peptidase/ ATPase/ metallopeptidase"	AT3G47060.1	CHR02V5|COORD:26150407..26156594|protein OsFtsH7 - Oryza sativa FtsH protease, homologue of AtFtsH7, expressed	LOC_Os02g43350.1	"no descriptionvery weakly similar to (95.5)AT3G47060| Symbols: FTSH7 | FTSH7 (FtsH protease 7); ATP-dependent peptidase/ ATPase/ metallopeptidase | chr3:17343984-17347598 FORWARDnot assigned AdoMetDC_leader Peptidase_M41"	protein.degradation.metalloprotease	29_5_7

CUST_66221_PI403524517	2	0.02627945	0.1993885	0.19106102	-0.16331482	-0.026278496	-0.040887833	35_18913	"Cluster: Os07g0420700 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os07g0420700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D6X9	"CHR3V7|COORD:8502362..8509365| HGL1 (HETEROGLYCAN GLUCOSIDASE 1); hydrolase, hydrolyzing O-glycosyl compounds"	AT3G23640.1	CHR07V5|COORD:13486581..13499331|protein alpha-glucosidase 2, putative, expressed	LOC_Os07g23880.1	" no descriptionnearly identical (1078)AT3G23640| Symbols: HGL1 | HGL1 (HETEROGLYCAN GLUCOSIDASE 1); hydrolase, hydrolyzing O-glycosyl compounds | chr3:8502362-8509365 FORWARDmoderately similar to ( 259)AGLU_ORYSAnot assigned not assigned Glyco_hydro_31 COG1501 PRK10658 PRK10426 "	major CHO metabolism.degradation.starch.starch cleavage	2_2_2_1

CUST_39316_PI403524517	2	-0.1338892	0.35852623	0.047769547	-0.19309616	0.008026123	-0.008026123	35_11307	"Cluster: Os05g0556100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0556100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DG31	"CHR5V7|COORD:16837889..16841764| ADL1 (ARABIDOPSIS DYNAMIN-LIKE PROTEIN); GTP binding"	AT5G42080.1	CHR05V5|COORD:27570395..27564708|protein dynamin-related protein 1A, putative, expressed	LOC_Os05g48240.3	no description	not assigned.unknown	35_2

CUST_83721_PI403524517	2	0.33141804	-0.0016880035	-0.07378769	-0.114645004	0.0016870499	0.16059017	35_24000	Rep: Integral membrane protein - Oryza sativa (Rice)	UniRef90_O24209	"CHR1V7|COORD:17311483..17313748| NRAMP2 (NRAMP metal ion transporter 2); metal ion transporter"	AT1G47240.1	CHR03V5|COORD:5638330..5634208|protein metal transporter Nramp3, putative, expressed	LOC_Os03g11010.1	" no descriptionmoderately similar to ( 202)AT1G47240| Symbols: NRAMP2, ATNRAMP2 | NRAMP2 (NRAMP metal ion transporter 2); metal ion transporter | chr1:17311483-17313748 REVERSEnot assigned Nramp PRK00701 MntH "	transport.metal	34_12

CUST_62898_PI403524517	2	0.13195515	-0.23703957	0.0016965866	-0.024975777	0.05249214	-0.0016965866	35_17940	"Cluster: Hypothetical protein OSJNBa0073E05.18; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0073E05.18 - Oryza sativa (japonica"	UniRef90_Q60E58	"CHR5V7|COORD:4044953..4047293| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G40400.2); similar to Trimeric LpxA-like [Medicago truncatula]"	AT5G12470.1	CHR05V5|COORD:18713284..18718949|protein expressed protein	LOC_Os05g32230.1	"no descriptionmoderately similar to ( 406)AT5G12470| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G40400.2); similar to Trimeric LpxA-like [Medicago truncatula] (GB:ABE84885.1); similar to Os01g0957200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001045446.1); similar to Os05g0388600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001055430.1) | chr5:4044953-4047293 REVERSE"	not assigned.unknown	35_2

CUST_161239_PI403524517	2	-0.03712845	-0.7404556	-0.14926052	0.21828079	0.1374178	0.03712845	35_44985	Rep: Probable histone H2AXb - Oryza sativa (Rice)	UniRef90_Q2QPG9	CHR1V7|COORD:20418274..20418873| histone H2A, putative	AT1G54690.1	CHR12V5|COORD:20855670..20854734|protein histone H2A, putative, expressed	LOC_Os12g34510.1	 no descriptionvery weakly similar to (64.7)AT4G27230| Symbols:  | histone H2A, putative | chr4:13637521-13638331 REVERSEvery weakly similar to (67.0)H2AX_PICABHistone H2AX - Picea abies (Norway spruce) (Picea excelsa)not assigned not assigned not assigned H2A H2A HTA1 Histone TT_ORF1 	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_154963_PI403524517	2	0.070926666	0.6123066	-0.06257534	-0.14775181	-0.4648347	0.06257534	35_43292	Rep: unknown protein - Arabidopsis thaliana	UniRef90_UPI0000196D40	"CHR3V7|COORD:6639885..6648242| similar to unnamed protein product; gene_id:MVI11.11 unknown protein-related [Medicago truncatula] (GB:ABE80517.1); similar to"	AT3G19190.1	CHR06V5|COORD:8889919..8902219|protein expressed protein	LOC_Os06g15700.1	" no descriptionvery weakly similar to (60.1)AT3G19190| Symbols:  | similar to unnamed protein product; gene_id:MVI11.11 unknown protein-related [Medicago truncatula] (GB:ABE80517.1); similar to Os06g0267600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001057350.1); contains domain FAMILY NOT NAMED (PTHR13190); contains domain RecG, N-terminal domain (SSF69008); contains domain gb def: Arabidopsis thaliana genomic DNA, chromosome 3, P1 clone: MVI11 (PTHR13190:SF3) | chr3:6639885-6648242 FORWARD"	not assigned.unknown	35_2

CUST_94798_PI403524517	2	-0.04286194	0.28800774	0.04286194	-0.124424934	0.14725494	-0.061138153	35_27095	"Cluster: Genomic DNA, chromosome 3, TAC clone: K7L4; n=2; Arabidopsis thaliana|Rep: Genomic DNA, chromosome 3, TAC clone: K7L4 - Arabidopsis thaliana"	UniRef90_Q9LJR1	"CHR3V7|COORD:5176733..5177538| similar to Os07g0485600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001059659.1); contains InterPro domain Prefoldin;"	AT3G15351.1	CHR07V5|COORD:17852776..17849474|protein expressed protein	LOC_Os07g30220.1	no descriptionweakly similar to ( 184)AT3G15351| Symbols:  | similar to Os07g0485600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001059659.1) | chr3:5176733-5177347 FORWARD	not assigned.unknown	35_2

CUST_84837_PI403524517	2	0.07489681	0.0015687943	-0.06759548	0.23851013	-0.02879858	-0.0015697479	35_24309	"Cluster: Putative PGT-2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative PGT-2 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ZAH2	CHR4|COORD:12327722..12331688| UbiA prenyltransferase family protein, similar to para-hydroxybenzoate--polyprenyltransferase,	AT4G23660.2	CHR08V5|COORD:13949622..13946091|protein para-hydroxybenzoate--polyprenyltransferase, mitochondrial precursor, putative, expressed	LOC_Os08g23320.1	"no descriptionvery weakly similar to (70.5)AT4G23660| Symbols: ATPPT1 | ATPPT1 (Arabidopsis thaliana polyprenyltransferase 1); prenyltransferase | chr4:12328096-12331369 REVERSEnot assigned not assigned not assigned not assigned ubiA Extensin_2 PRK07764"	protein.postranslational modification	29_4

CUST_13289_PI404877155	2	0.11737442	-0.055690765	0.07403946	-0.26629066	-0.08693123	0.05569172	Contig6984_s_at	splicing factor, putative [Arabidopsis thaliana] pir||E84638 probable RSZp22 splicing factor [imported] - Arabidopsis thaliana	NP_180035.1	splicing factor, putative	At2g24590.1	protein Transposable element protein, putative	Os02g54770	NONE	RNA.processing.splicing	27_1_1

CUST_30378_PI399408534	2	0.0436697	-0.28045082	-0.041088104	0.041089058	0.2025528	-0.04182625	35_617	"Cluster: RNA binding protein Rp120; n=2; Oryza sativa (japonica cultivar-group)|Rep: RNA binding protein Rp120 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7X6J0	CHR5V7|COORD:2320345..2324893| tudor domain-containing protein / nuclease family protein	AT5G07350.1	CHR02V5|COORD:19099665..19092986|protein 4SNc-Tudor domain protein, putative, expressed	LOC_Os02g32350.2	no descriptionnearly identical (1228)AT5G07350| Symbols:  | tudor domain-containing protein / nuclease family protein | chr5:2320345-2324893 REVERSEnot assigned SNc TUDOR SNc SNase COG1525 TUDOR	RNA.regulation of transcription.Zn-finger(CCHC)	27_3_73

CUST_41642_PI403524517	2	0.03604126	-0.83695793	-0.25104904	0.0177145	0.006989479	-0.006989479	35_11965	0	0	0	0	CHR03V5|COORD:27223289..27218878|protein GATA transcription factor 25, putative, expressed	LOC_Os03g47970.1	no description	not assigned.unknown	35_2

CUST_112685_PI403524517	2	2.6798248E-4	0.0113687515	-2.6893616E-4	-0.13477802	0.20337105	-0.07836723	35_31985	"Cluster: Putative transformer-SR ribonucleoprotein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative transformer-SR ribonucleoprotein - Oryza sativa"	UniRef90_Q5Z990	CHR4V7|COORD:16953989..16955131| transformer serine/arginine-rich ribonucleoprotein, putative	AT4G35785.1	CHR06V5|COORD:30778794..30783597|protein transformer-2 protein, putative, expressed	LOC_Os06g50890.4	 no descriptionvery weakly similar to (52.8)AT4G35785| Symbols:  | transformer serine/arginine-rich ribonucleoprotein, putative | chr4:16953989-16955131 REVERSE	not assigned.no ontology	35_1

CUST_81378_PI403524517	2	0.074129105	-0.048496246	-0.09098911	-0.005285263	0.0052862167	0.16384602	35_23343	"Cluster: Os12g0626300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os12g0626300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0ILS2	CHR1V7|COORD:2016503..2024504| binding	AT1G06590.1	CHR12V5|COORD:26745509..26737124|protein expressed protein	LOC_Os12g43120.2	no descriptionweakly similar to ( 102)AT1G06590| Symbols:  | binding | chr1:2016503-2024504 REVERSEnot assigned	not assigned.unknown	35_2

CUST_134917_PI403524517	2	0.38377094	-0.34074497	-0.059248447	0.20361376	-0.34398508	0.059248924	35_37851	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10BV2	CHR4V7|COORD:7978944..7987554| ATP binding	AT4G13750.1	CHR03V5|COORD:33483508..33469363|protein expressed protein	LOC_Os03g58910.2	no descriptionvery weakly similar to (68.2)AT4G13750| Symbols:  | ATP binding | chr4:7978944-7987554 FORWARD	not assigned.unknown	35_2

CUST_39525_PI403524517	2	-0.09440422	0.94312096	0.5534611	-0.4033289	-0.2137146	0.09440422	35_11368	"Cluster: Protein phosphatase 2C family protein, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Protein phosphatase 2C family"	UniRef90_Q10B25	CHR3V7|COORD:8063070..8064482| leucine-rich repeat family protein / extensin family protein	AT3G22800.1	CHR03V5|COORD:34899901..34903296|protein catalytic/ protein phosphatase type 2C, putative, expressed	LOC_Os03g61690.2	no description	not assigned.unknown	35_2

CUST_53628_PI403524517	2	-0.042632103	0.5839195	0.01613903	-0.01613903	-0.07544041	0.04871559	35_15252	"Cluster: Os11g0105900 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os11g0105900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IV85	"CHR3V7|COORD:4285858..4288339| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G14450.1); similar to unknown protein [Arabidopsis thaliana]"	AT3G13270.1	CHR05V5|COORD:25966219..25959745|protein conserved hypothetical protein	LOC_Os05g44792.1	" no descriptionvery weakly similar to ( 100)AT3G13270| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G14450.1); similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G35920.1); similar to hypothetical protein 31.t00031 [Brassica oleracea] (GB:ABD65118.1); contains InterPro domain Nucleic acid-binding, OB-fold, subgroup; (InterPro:IPR012340); contains InterPro domain Protein of unknown function DUF223, Arabidopsis thaliana; (InterPro:IPR003871); contains InterPro domain Nucleic acid-binding, OB-fold; (InterPro:IPR008994) | chr3:4285858-4288339 REVERSEnot assigned RPA1_DBD_A_like RPA1_DBD_C Rep_fac-A_C RPA1_DBD_B_like "	DNA.unspecified	28_99

CUST_106983_PI403524517	2	-0.50667477	0.25532246	0.11540222	-0.115403175	0.33033752	-0.44244194	35_30446	"Cluster: Hypothetical protein OJ1123_B08.37; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1123_B08.37 - Oryza sativa (japonica cultiv"	UniRef90_Q67U40	"CHR1V7|COORD:1661828..1662097| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G31945.1); similar to hypothetical protein [Oryza sativa (japonica"	AT1G05575.1	CHR09V5|COORD:16652112..16652372|protein conserved hypothetical protein	LOC_Os09g27410.1	"no descriptionvery weakly similar to (73.6)AT1G05575| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G31945.1); similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:BAD38225.1); similar to Os06g0207200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001057099.1); similar to Os02g0774200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001048273.1) | chr1:1661828-1662097 REVERSE"	not assigned.unknown	35_2

CUST_10703_PI404877155	2	-0.12460899	-0.027328491	0.043560028	0.027667046	8.363724E-4	-8.363724E-4	Contig4412_at	OSJNBa0024J22.1 [Oryza sativa (japonica cultivar-group)] emb|CAD40524.2| OSJNBa0023J03.11 [Oryza sativa (japonica cultivar-group)]	CAE02397.1	DNAJ heat shock N-terminal domain-containing protein / sec63 domain-containing protein	At1g79940.1	protein Sec63 domain, putative	Os04g24180	gi|21742769|emb|CAD40525.1| OSJNBa0023J03.12	stress.abiotic.heat	20_2_1

CUST_54393_PI403524517	2	-0.012548447	-0.17647552	0.012548447	0.069675446	-0.016895294	0.090358734	35_15484	"Cluster: Os03g0167100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os03g0167100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DUU5	"CHR5V7|COORD:25684755..25684949| RPS28 (RIBOSOMAL PROTEIN S28); structural constituent of ribosome"	AT5G64140.1	CHR10V5|COORD:13993436..13992067|protein 40S ribosomal protein S28, putative, expressed	LOC_Os10g27174.1	"no descriptionvery weakly similar to (82.4)AT5G64140| Symbols: RPS28 | RPS28 (RIBOSOMAL PROTEIN S28); structural constituent of ribosome | chr5:25684755-25684949 REVERSEvery weakly similar to (98.6)RS28_MAIZE40S ribosomal protein S28 - Zea mays (Maize)not assigned Ribosomal_S28e RPS28A rps28e"	protein.synthesis.misc ribososomal protein	29_2_2

CUST_121519_PI403524517	2	-0.09310818	-0.00600338	0.1679287	0.0060043335	-0.04724312	0.025454521	35_34318	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_11309_PI399408534	2	-0.07021713	0.02034092	-0.11537933	0.0019741058	-0.0019741058	0.12131786	35_4442	"Cluster: Transcription factor viviparous 1-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Transcription factor viviparous 1-like - Oryza sativa (japonic"	UniRef90_Q6Z1Z3	"CHR3V7|COORD:8997918..9000787| ABI3 (ABA INSENSITIVE 3); DNA binding / transcription factor/ transcriptional activator"	AT3G24650.1	CHR08V5|COORD:61492..57227|protein B3 DNA binding domain containing protein, expressed	LOC_Os08g01090.1	"no descriptionweakly similar to ( 124)AT3G24650| Symbols: ABI3 | ABI3 (ABA INSENSITIVE 3); DNA binding / transcription factor/ transcriptional activator | chr3:8997918-9000787 FORWARDweakly similar to ( 117)VIV1_MAIZERegulatory protein viviparous-1 - Zea mays (Maize)B3 PRK07764"	hormone metabolism.abscisic acid.signal transduction	17_1_2

CUST_102762_PI403524517	2	-0.16907024	0.12401104	-0.068268776	0.18231964	-0.040169716	0.040169716	35_29308	"Cluster: Hypothetical protein P0551A03.25; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0551A03.25 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5Z6U8	CHR4V7|COORD:5811253..5811651| zinc finger (C3HC4-type RING finger) family protein	AT4G09100.1	CHR06V5|COORD:20142796..20143669|protein RING-H2 finger protein ATL2L, putative, expressed	LOC_Os06g34650.1	no descriptionvery weakly similar to (74.7)AT4G09100| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr4:5811253-5811651 FORWARDvery weakly similar to (75.9)EL5_ORYSAnot assigned RING COG5540	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_47166_PI403524517	2	0.18377876	0.07388973	-0.21088028	0.061837196	-0.12074852	-0.061837196	35_13505	"Cluster: Pectin methyl esterase-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: Pectin methyl esterase-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8LQ65	CHR5V7|COORD:6670564..6673204| pectinesterase family protein	AT5G19730.1	CHR01V5|COORD:31385323..31382441|protein pectinesterase-2 precursor, putative, expressed	LOC_Os01g53990.1	no descriptionmoderately similar to ( 224)AT5G19730| Symbols:  | pectinesterase family protein | chr5:6670564-6673204 FORWARDvery weakly similar to (77.8)PME2_CITSIPectinesterase-2 precursor - Citrus sinensis (Sweet orange)Pectinesterase PemB	cell wall.pectin*esterases.PME	10_8_1

CUST_79621_PI403524517	2	0.012726784	0.16530418	-0.012727737	-0.09164047	-0.106134415	0.019599915	35_22836	"Cluster: Os02g0201000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0201000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E301	"CHR5V7|COORD:8799937..8802336| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G15350.1); similar to hypothetical protein [Glycine max]"	AT5G25360.1	CHR02V5|COORD:5644630..5640774|protein expressed protein	LOC_Os02g10720.1	"no descriptionmoderately similar to ( 204)AT5G25360| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G15350.1); similar to hypothetical protein [Glycine max] (GB:AAN03467.1) | chr5:8799937-8802336 REVERSE"	not assigned.unknown	35_2

CUST_161220_PI403524517	2	-0.0019779205	0.34960938	0.0019779205	-0.072107315	0.052036285	-0.01584053	35_44980	"Cluster: Putative zinc finger and C2 domain protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative zinc finger and C2 domain protein - Oryza sativa"	UniRef90_Q6Z653	"CHR4V7|COORD:11284704..11286542| ZAC (ARF-GAP DOMAIN 12); ARF GTPase activator"	AT4G21160.2	CHR02V5|COORD:29996944..29991699|protein ZAC, putative, expressed	LOC_Os02g49070.1	" no descriptionweakly similar to ( 140)AT4G21160| Symbols: AGD12, ZAC | ZAC (ARF-GAP DOMAIN 12); ARF GTPase activator | chr4:11284704-11286542 FORWARDnot assigned "	not assigned.no ontology.C2 domain-containing protein	35_1_19

CUST_12892_PI404877155	2	-0.49716997	-1.0713463	-0.02617979	0.03191328	0.17470789	0.02617979	Contig6609_at	OSJNBa0036B21.18 [Oryza sativa (japonica cultivar-group)] ref|XP_472738.1| OSJNBa0036B21.18 [Oryza sativa (japonica cultivar-group)]	CAD40900.2	aldose 1-epimerase family protein	At3g47800.1	protein plasmodesmal receptor	Os02g36600	gi|21740904|emb|CAD40900.1| OSJNBa0036B21.18	minor CHO metabolism.others	3_5

CUST_14264_PI404877155	2	-0.031589508	-0.1778717	0.031589508	0.033586502	-0.043769836	0.05381775	Contig8094_at	DNA-directed RNA polymerase II 135 kDa polypeptide (RNA polymerase II subunit 2) pir||S65068 DNA-directed RNA polymerase (EC 2.7.7.6) II sec	Q42877	DNA-directed RNA polymerase II 135 kDa polypeptide / RNA polymerase II subunit 2 (RPB135) (RPB2) (RP140)	At4g21710.1	protein DNA-directed RNA polymerase, beta subunit, putative	Os03g44490	NONE	RNA.transcription	27_2

CUST_155240_PI403524517	2	-0.007068157	0.007068634	-0.074819565	0.10950518	0.056016922	-0.046133995	35_43365	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_110786_PI403524517	2	0.005630493	0.043130398	-0.0667963	-9.3746185E-4	-0.008518696	9.379387E-4	35_31463	"Cluster: Os04g0269600 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os04g0269600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JEI5	CHR5V7|COORD:15457074..15460237| protein kinase family protein	AT5G38560.1	CHR04V5|COORD:11211735..11219324|protein amine oxidase precursor, putative, expressed	LOC_Os04g20164.2	no description	not assigned.unknown	35_2

CUST_85876_PI403524517	2	0.0898447	0.61971855	-0.09286499	0.038758278	-0.040183067	-0.038758278	35_24593	Rep: LigA - Anaeromyxobacter dehalogenans (strain 2CP-C)	UniRef90_Q2IMJ3	0	0	0	0	no descriptionPRK12323 PRK07003	not assigned.unknown	35_2

CUST_100700_PI403524517	2	0.0040802956	0.23121643	-0.0040807724	-0.06716061	0.034980774	-0.24339628	35_28741	"Cluster: Glycosyl transferase-like protein; n=1; Triticum aestivum|Rep: Glycosyl transferase-like protein - Triticum aestivum (Wheat)"	UniRef90_Q2L3W6	"CHR5V7|COORD:19365217..19367743| GAUT4 (Galacturonosyltransferase 4); polygalacturonate 4-alpha-galacturonosyltransferase/ transferase,"	AT5G47780.1	CHR09V5|COORD:18440075..18444157|protein transferase, transferring glycosyl groups, putative, expressed	LOC_Os09g30280.1	" no descriptionmoderately similar to ( 276)AT5G47780| Symbols: GAUT4 | GAUT4 (Galacturonosyltransferase 4); polygalacturonate 4-alpha-galacturonosyltransferase/ transferase, transferring glycosyl groups | chr5:19365217-19367743 FORWARD"	misc.UDP glucosyl and glucoronyl transferases	26_2

CUST_60009_PI403524517	2	0.1504116	-0.0041332245	0.0041332245	-0.043121338	-0.06996155	0.09312248	35_17105	"Cluster: Putative signal recognition particle receptor beta subunit; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative signal recognition"	UniRef90_Q6ZK21	CHR5|COORD:1695731..1698104| expressed protein	AT5G05670.1	CHR08V5|COORD:25916839..25913838|protein signal recognition particle receptor beta subunit, putative, expressed	LOC_Os08g41250.2	no descriptionmoderately similar to ( 293)AT5G05670| Symbols:  | signal recognition particle binding | chr5:1695917-1697535 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned SR_beta SRPRB Sar1 Arf Arf_Arl COG2229 COG1100 Arl10_like Ras_like_GTPase Arl3 ARLTS1 Arl1 Arf6 Arl9_Arfrp2_like Arl6 ARF SAR	protein.targeting.secretory pathway.unspecified	29_3_4_99

CUST_3_PI399407379	2	0.31188345	0.2810154	-2.4681015	0.32697535	-1.1836452	-0.28101492	HvZEP5									

CUST_24045_PI403524517	2	0.09695625	-0.881464	-0.046380997	-0.1088953	0.046380997	0.12762642	35_6986	"Cluster: Os04g0662800 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os04g0662800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J9B4	CHR1V7|COORD:6900639..6903809| regulator of chromosome condensation (RCC1) family protein	AT1G19880.1	CHR04V5|COORD:33603346..33609730|protein protein RCC2, putative, expressed	LOC_Os04g56720.1	no description	not assigned.unknown	35_2

CUST_178135_PI403524517	2	0.030180931	-0.08717728	0.072896	0.015016556	-0.023396492	-0.015016556	35_49544	Rep: H0117D06-OSIGBa0088B06.7 protein - Oryza sativa (Rice)	UniRef90_Q01HJ1	CHR4V7|COORD:16380207..16381196| hydrolase	AT4G34215.1	CHR04V5|COORD:11660424..11656247|protein receptor protein kinase-like protein, putative, expressed	LOC_Os04g20810.3	 no descriptionvery weakly similar to (77.0)AT4G34215| Symbols:  | Encodes a member of the SGNH-hydrolase superfamily of enzymes. The enzymes of the SGNH-hydrolase superfamily facilitate the hydrolysis of ester, thioester and amide bonds in a range of substrates including complex polysaccharides, lysophospholipids, acyl-CoA esters and other compounds. | chr4:16380207-16381196 REVERSE	not assigned.unknown	35_2

CUST_5857_PI403524517	2	0.049574852	0.11961079	-0.09328842	-0.04775238	-0.18107033	0.047751427	35_1616	"Cluster: Os12g0166000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os12g0166000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IPV0	CHR1V7|COORD:3407266..3412046| transporter	AT1G10390.2	CHR12V5|COORD:3345690..3352040|protein nucleoporin nup189, putative, expressed	LOC_Os12g06890.1	no descriptionhighly similar to ( 560)AT1G10390| Symbols:  | transporter | chr1:3407266-3412046 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Nucleoporin2 COG5651 Herpes_BLLF1 COG5099	protein.targeting.nucleus	29_3_1

CUST_51951_PI403524517	2	0.008583069	0.026931763	-0.039834976	-0.07437992	-0.0085840225	0.035085678	35_14808	"Cluster: Transcription initiation factor IIA gamma chain; n=2; Oryza sativa|Rep: Transcription initiation factor IIA gamma chain - Oryza sativa (Rice)"	UniRef90_Q94HL5	CHR4|COORD:12633190..12634767| transcription initiation factor IIA gamma chain / TFIIA-gamma (TFIIA-S), identical to transcription initiation factor IIA gamma	AT4G24440.2	CHR05V5|COORD:415052..421312|protein transcription initiation factor IIA gamma chain, putative, expressed	LOC_Os05g01710.3	no descriptionweakly similar to ( 186)AT4G24440| Symbols:  | transcription initiation factor IIA gamma chain / TFIIA-gamma (TFIIA-S) | chr4:12633470-12634563 FORWARDmoderately similar to ( 202)T2AG_ORYSAnot assigned TOA2 TFIIA_gamma_N TFIIA_gamma_C	RNA.transcription	27_2

CUST_11476_PI404877155	2	-2.1531515	-1.2661314	-0.043082714	0.55855274	0.74245214	0.043082237	Contig5164_at	Asparagine synthetase [glutamine-hydrolyzing] (Glutamine-dependent asparagine synthetase) pir||T02978 asparagine synthase (glutamine-hydroly	P49094	asparagine synthetase 2 (ASN2)	At5g65010.1	protein asparagine synthase (glutamine-hydrolyzing), putative	Os03g18130	Asparagine synthetase	amino acid metabolism.aspartate family.asparagine.synthesis	13_1_3_1

CUST_8338_PI399408534	2	-0.24341583	0.20908451	-0.07181692	0.6152582	-0.49925613	0.07181692	35_11427	"Cluster: OSJNBb0039L24.13 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBb0039L24.13 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XMK5	CHR5V7|COORD:8010007..8011456| remorin family protein	AT5G23750.2	CHR04V5|COORD:26449344..26445600|protein remorin, putative, expressed	LOC_Os04g45070.1	no descriptionweakly similar to ( 122)AT5G23750| Symbols:  | remorin family protein | chr5:8010007-8011456 REVERSEweakly similar to ( 122)REMO_SOLTURemorin - Solanum tuberosum (Potato)Remorin_C	RNA.regulation of transcription.unclassified	27_3_99

CUST_177653_PI403524517	2	0.11067581	-0.087430954	-0.006422043	0.0064229965	-0.06538391	0.07899761	35_49415	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_74290_PI403524517	2	-0.014411926	0.014412403	0.88014126	0.28307915	-0.115044594	-0.17539692	35_21304	Rep: H0502B11.7 protein - Oryza sativa (Rice)	UniRef90_Q01L44	"CHR5V7|COORD:20781705..20785707| ERD1 (EARLY RESPONSIVE TO DEHYDRATION 1); ATP binding / ATPase"	AT5G51070.1	CHR04V5|COORD:19906786..19912334|protein ERD1 protein, chloroplast precursor, putative, expressed	LOC_Os04g33210.1	" no descriptionmoderately similar to ( 436)AT5G51070| Symbols: CLPD, ERD1 | ERD1 (EARLY RESPONSIVE TO DEHYDRATION 1); ATP binding / ATPase | chr5:20781705-20785707 FORWARDmoderately similar to ( 300)CLPC_PEAATP-dependent Clp protease ATP-binding subunit clpC homolog, chloroplast precursor - Pisum sativum (Garden pea)not assigned clpA clpC PRK10865 clpA AAA AAA SpoVK AAA "	protein.degradation.serine protease	29_5_5

CUST_59390_PI403524517	2	-0.0055532455	-1.1728745	-0.14711952	0.04351425	0.119044304	0.005554199	35_16936	"Cluster: Adenylosuccinate synthetase, chloroplast precursor; n=2; BEP clade|Rep: Adenylosuccinate synthetase, chloroplast precursor - Triticum aestivum (Wheat)"	UniRef90_O24396	CHR3V7|COORD:21345496..21347580| adenylosuccinate synthetase (ADSS)	AT3G57610.1	CHR03V5|COORD:3969110..3965840|protein adenylosuccinate synthetase, chloroplast precursor, putative, expressed	LOC_Os03g07840.1	 no descriptionhighly similar to ( 705)AT3G57610| Symbols: ATPURA | adenylosuccinate synthetase (ADSS) | chr3:21345496-21347580 REVERSEhighly similar to ( 860)PURA_WHEATAdenylosuccinate synthetase, chloroplast precursor - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned Adenylsucc_synt AdSS PRK01117 PurA PRK04293 	nucleotide metabolism.synthesis.purine.adenylosuccinate synthase	23_1_2_20

CUST_163736_PI403524517	2	-0.065612316	0.2001195	0.037344933	0.06937027	-0.08630085	-0.037344456	35_45653	"Cluster: 3-hydroxy-3-methylglutaryl-coenzyme A reductase 1; n=2; BEP clade|Rep: 3-hydroxy-3-methylglutaryl-coenzyme A reductase 1 - Oryza sativa (Rice)"	UniRef90_P48019	CHR1V7|COORD:28700695..28703100| HMG1 (3-HYDROXY-3-METHYLGLUTARYL COA REDUCTASE)	AT1G76490.1	CHR09V5|COORD:19073643..19078358|protein 3-hydroxy-3-methylglutaryl-coenzyme A reductase 3, putative, expressed	LOC_Os09g31970.1	 no descriptionvery weakly similar to (78.2)AT1G76490| Symbols: HMGR1, HMG1 | HMG1 (3-HYDROXY-3-METHYLGLUTARYL COA REDUCTASE) | chr1:28700695-28703100 FORWARDvery weakly similar to (88.6)HMDH1_ORYSAnot assigned HMG-CoA_red HMG-CoA_reductase_classI HMG-CoA_reductase HMG1 	secondary metabolism.isoprenoids.mevalonate pathway.HMG-CoA reductase	16_1_2_3

CUST_15714_PI404877155	2	-0.022198677	-0.30596733	0.022197723	-0.07641411	0.35217667	0.043115616	Contig9547_at	choline/ethanolamine kinase family protein [Arabidopsis thaliana] pir||T02652 probable choline kinase At2g26830 [imported] - Arabidopsis tha	NP_180251.1	choline/ethanolamine kinase family protein	At2g26830.1	protein probable choline kinase At2g26830 [imported] - Arabidopsis thaliana	Os09g26700	choline kinase -related	lipid metabolism.Phospholipid synthesis	11_3

CUST_141494_PI403524517	2	-0.056522846	0.0655942	0.055862427	0.14861393	-0.055862904	-0.18414927	35_39657	"Cluster: Putative myosin XI; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative myosin XI - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6YWH9	"CHR2V7|COORD:14094019..14103991| XID (Myosin-like protein XID); motor/ protein binding"	AT2G33240.1	CHR02V5|COORD:20363499..20385387|protein XIB, putative, expressed	LOC_Os02g34080.1	" no descriptionweakly similar to ( 138)AT2G33240| Symbols: ATXID, XID | XID (Myosin-like protein XID); motor/ protein binding | chr2:14094019-14103991 REVERSE"	cell.organisation	31_1

CUST_78006_PI403524517	2	-0.33217812	2.4749699	0.26243305	0.44035816	-0.8174877	-0.26243305	35_22363	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_14202_PI404877155	2	-0.15133858	0.004384041	-0.004384041	0.099840164	0.008241653	-0.15146542	Contig8041_at	DNAJ heat shock family protein [Arabidopsis thaliana] pir||G84590 probable heat shock protein [imported] - Arabidopsis thaliana	NP_179646.1	DNAJ heat shock family protein	At2g20560.1	protein heat shock protein homolog F20O9.160 - Arabidopsis thaliana	Os05g48810	"DNAJ heat shock protein, putative, similar to SP:P25685 DnaJ homolog subfamily B member 1 (Heat shock 40 kDa protein 1) {Homo sapiens}; contains Pfam profile PF00226: DnaJ domain"	stress.abiotic.heat	20_2_1

CUST_92644_PI403524517	2	0.22743225	0.48544693	0.10807371	-0.10807371	-0.16457367	-0.1881032	35_26488	"Cluster: Expressed protein; n=4; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q336X8	"CHR2V7|COORD:13089110..13091461| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G61900.1); similar to expressed protein [Oryza sativa (japonica"	AT2G30700.1	CHR10V5|COORD:20453911..20449869|protein expressed protein	LOC_Os10g38980.3	"no descriptionvery weakly similar to (60.1)AT2G30700| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G61900.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABB47928.2) | chr2:13089110-13091461 REVERSE"	not assigned.unknown	35_2

CUST_157825_PI403524517	2	0.1598463	-0.6415787	-0.065647125	-0.040311813	0.14056873	0.040311813	35_44065	"Cluster: Putative pyruvate kinase, cytosolic isozyme; n=2; Poaceae|Rep: Putative pyruvate kinase, cytosolic isozyme - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5NBQ0	CHR5V7|COORD:22837480..22839755| pyruvate kinase, putative	AT5G56350.1	CHR01V5|COORD:9696595..9690805|protein pyruvate kinase, cytosolic isozyme, putative, expressed	LOC_Os01g16960.1	 no descriptionmoderately similar to ( 219)AT5G56350| Symbols:  | pyruvate kinase, putative | chr5:22837480-22839755 REVERSEmoderately similar to ( 222)KPYC_TOBACPyruvate kinase, cytosolic isozyme - Nicotiana tabacum (Common tobacco)not assigned Pyruvate_Kinase PK PykF PRK05826 PRK06354 PRK09206 PRK06247 PRK06739 	glycolysis.PK	4_13

CUST_167968_PI403524517	2	0.03850937	-0.2573967	-0.03850937	0.14562607	0.16976643	-0.13586426	35_46781	Rep: Hypothetical protein - Phaeosphaeria nodorum SN15	UniRef90_Q0U9F3	CHR2V7|COORD:14539995..14541240| 60S ribosomal protein L18A (RPL18aB)	AT2G34480.1	CHR01V5|COORD:31887684..31886080|protein 60S ribosomal protein L18a, putative, expressed	LOC_Os01g54870.1	no descriptionvery weakly similar to (72.8)AT2G34480| Symbols:  | 60S ribosomal protein L18A (RPL18aB) | chr2:14539995-14541240 REVERSEvery weakly similar to (72.8)RL18A_ORYSAnot assigned Ribosomal_L18ae	protein.synthesis.misc ribososomal protein	29_2_2

CUST_14267_PI399408534	2	-0.3075614	-1.3253942	0.30756187	0.6032157	1.22824	-1.0071325	35_20575	"Cluster: Putative transcription factor; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative transcription factor - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8LR43	CHR5V7|COORD:24552796..24553878| TCP family transcription factor, putative	AT5G60970.1	CHR01V5|COORD:32436591..32433690|protein TCP family transcription factor containing protein, expressed	LOC_Os01g55750.3	 no descriptionvery weakly similar to (85.9)AT5G60970| Symbols: TCP5 | TCP family transcription factor, putative | chr5:24552796-24553878 REVERSETCP 	RNA.regulation of transcription.TCP transcription factor family	27_3_29

CUST_29805_PI403524517	2	0.10445404	-0.08749676	-0.093883514	-0.0064144135	0.012069702	0.006415367	35_8605	"Cluster: Asparagine synthase family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Asparagine synthase family protein, expressed - Oryza s"	UniRef90_Q2QN88	0	0	CHR12V5|COORD:23701327..23696353|protein asparagine synthase family protein, expressed	LOC_Os12g38630.1	no descriptionweakly similar to ( 186)AT2G03667| Symbols:  | asparagine synthase (glutamine-hydrolyzing) | chr2:1116621-1117278 FORWARDnot assigned not assigned Asn_Synthase_B_C AsnB Asn_synthase asnB	not assigned.no ontology	35_1

CUST_112272_PI403524517	2	0.17431355	0.099843025	-0.077281	0.009691238	-0.06667709	-0.009691238	35_31877	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_137585_PI403524517	2	-0.06976509	0.052672386	-0.08041	-0.04808998	0.08218193	0.04808998	35_38585	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_64562_PI403524517	2	0.026521683	0.14558983	0.020339966	-0.29681492	-0.020339012	-0.14439487	35_18433	"Cluster: Putative 27k vesicle-associated membrane protein-associated protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative 27k vesicle-associated"	UniRef90_Q6Z407	CHR4V7|COORD:11426147..11428136| vesicle-associated membrane family protein / VAMP family protein	AT4G21450.1	CHR07V5|COORD:22332247..22336741|protein major sperm protein, putative, expressed	LOC_Os07g37270.1	no descriptionweakly similar to ( 118)AT4G21450| Symbols:  | vesicle-associated membrane family protein / VAMP family protein | chr4:11426147-11428136 FORWARDnot assigned Motile_Sperm	cell. vesicle transport	31_4

CUST_6287_PI404877155	2	-0.025504112	-0.27830124	0.025504112	0.025504112	-0.067391396	0.18940163	Contig18870_at	probable heat shock transcription factor - Arabidopsis thaliana emb|CAB10177.1| heat shock transcription factor like protein [Arabidopsis th	G71400	heat shock transcription factor family protein	At4g13980.1	protein At4g13980/dl3030c	Os02g29340	NONE	RNA.regulation of transcription.HSF,Heat-shock transcription factor family	27_3_23

CUST_32241_PI403524517	2	0.024358273	-0.210495	-0.046399117	-0.024357796	0.10041046	0.1723547	35_9299	"Cluster: Protein kinase family protein, putative, expressed; n=4; Oryza sativa (japonica cultivar-group)|Rep: Protein kinase family protein, putative, expressed"	UniRef90_Q2QNK0	CHR5V7|COORD:20081895..20085537| protein kinase family protein	AT5G49470.1	CHR12V5|COORD:23027641..23034880|protein ATP binding protein, putative, expressed	LOC_Os12g37570.1	no descriptionmoderately similar to ( 276)AT5G49470| Symbols:  | protein kinase family protein | chr5:20081895-20085537 FORWARDvery weakly similar to (83.2)RPK1_IPONIReceptor-like protein kinase precursor - Ipomoea nil (Japanese morning glory) (Pharbitis nil)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TyrKc Pkinase_Tyr PTKc S_TKc S_TKc Pkinase PTKc_EphR PTKc_Tec_like PTKc_InsR_like PTKc_Jak_rpt2 PTKc_Src_like PTKc_Tec_Rlk PTKc_Csk_like PTKc_EGFR_like PTKc_Itk PTKc_Btk_Bmx PTKc_Srm_Brk PTKc_Frk_like PTKc_Ack_like PTKc_InsR PTK_CCK4 PTKc_Fes_like PTKc_Abl PTKc_FAK PTKc_Csk PTKc_Chk PTKc_EphR_B PTKc_Tie2 PTKc_Met_Ron PTKc_Fyn_Yrk PTKc_FGFR PTKc_Trk PTKc_Tie1 PTKc_EphR_A2 PTKc_IGF-1R PTKc_Jak2_Jak3_rpt2 PTKc_EphR_A PTKc_HER2 PTKc_DDR PTKc_c-ros PTKc_Lck_Blk PTKc_Axl_like PTKc_Tyro3 PTK_Ryk PTKc_Yes PTKc_Syk_like PTKc_VEGFR PTKc_Fer PTKc_FGFR2 PTKc_FGFR1 PTKc_Tie PTKc_EGFR PTKc_Axl PTKc_Src PTKc_Jak1_rpt2 PTKc_FGFR4 PTKc_Lyn PTKc_TrkA PTKc_FGFR3 PTKc_DDR2 PTKc_RET PTKc_Fes PTKc_PDGFR PTKc_Hck PTK_HER3 PTKc_EphR_A10 PTKc_Ror PTKc_Musk PTKc_Kit PTKc_Tyk2_rpt2 PTKc_VEGFR3 PTKc_VEGFR2 PTKc_DDR1 PTKc_TrkC PTKc_HER4 PTKc_Ror1 PTKc_DDR_like PTKc_TrkB PTKc_Syk PTKc_Aatyk PTKc_Zap-70 PTKc_ALK_LTK PTKc_PDGFR_alpha PTKc_CSF-1R SPS1 PTKc_PDGFR_beta PTKc_Ror2 PTKc_Aatyk1_Aatyk3 PTKc_Aatyk2 PTK_Jak_rpt1 PTK_Jak2_Jak3_rpt1	protein.postranslational modification	29_4

CUST_12801_PI404877155	2	-0.025772095	-0.5165024	0.037789345	-0.101174355	0.025772095	0.07287598	Contig6542_at	putative 3-dehydroquinate dehydratase [Oryza sativa (japonica cultivar-group)]	NP_918759.1	dehydroquinate dehydratase, putative / shikimate dehydrogenase, putative	At3g06350.1	protein Shikimate / quinate 5-dehydrogenase, putative	Os01g27750	"EMB3004;EMBRYO DEFECTIVE 3004;dehydroquinate dehydratase, putative / shikimate dehydrogenase, putative, similar to dehydroquinate dehydratase/shikimate dehydrogenase (Nicotiana tabacum)(GI:535771), dehydroquinate dehydratase/shikimate:NADP oxidoreductase"	amino acid metabolism.synthesis.aromatic aa.chorismate	13_1_6_1

CUST_6571_PI399408534	2	-0.16791964	-1.8894205	-0.52088165	0.34013653	0.16792011	0.5517826	35_14166	"Cluster: Probable pyridoxal biosynthesis protein PDX1.1; n=2; Oryza sativa|Rep: Probable pyridoxal biosynthesis protein PDX1.1 - Oryza sativa (Rice)"	UniRef90_Q69LA6	"CHR5V7|COORD:172575..173504| PDX1 (PYRIDOXINE BIOSYNTHESIS 1.3); protein heterodimerization/ protein homodimerization"	AT5G01410.1	CHR07V5|COORD:11285..9888|protein pyridoxin biosynthesis protein ER1, putative, expressed	LOC_Os07g01020.1	" no descriptionhighly similar to ( 512)AT5G01410| Symbols: ATPDX1.3, RSR4, PDX1 | PDX1 (PYRIDOXINE BIOSYNTHESIS 1.3); protein heterodimerization/ protein homodimerization | chr5:172575-173504 REVERSEhighly similar to ( 512)PDX1_PHAVUPyridoxal biosynthesis protein PDX1 - Phaseolus vulgaris (Kidney bean) (French bean)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned pdxS PRK04180 SNZ1 SOR_SNZ PRK07003 PRK12323 Herpes_BLLF1 APC_basic TIM_phosphate_binding Atrophin-1 PRK07764 thiG Herpes_TAF50 ThiG HPC2 ThiG ThiG PRK11840 PRK08770 PRK05648 DUF566 Herpes_UL32 IGPS "	Co-factor and vitamine metabolism	18

CUST_130652_PI403524517	2	0.2468996	0.23128366	0.10609865	-0.14624166	-0.10609865	-0.17759466	35_36691	"Cluster: Exostosin family protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Exostosin family protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5VQN0	CHR5V7|COORD:5551667..5554744| exostosin family protein	AT5G16890.1	CHR01V5|COORD:34816660..34812055|protein secondary cell wall-related glycosyltransferase family 47, putative, expressed	LOC_Os01g59630.1	no descriptionweakly similar to ( 162)AT5G16890| Symbols:  | exostosin family protein | chr5:5551667-5554744 FORWARDnot assigned Exostosin	misc.UDP glucosyl and glucoronyl transferases	26_2

CUST_80008_PI403524517	2	-0.030733109	-0.28809166	0.7353964	0.0047807693	0.25661373	-0.0047807693	35_22943	"Cluster: Hypothetical protein P0452F04.40; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0452F04.40 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6K7P6	CHR3V7|COORD:6965677..6967108| binding	AT3G19990.1	CHR02V5|COORD:35579092..35583380|protein expressed protein	LOC_Os02g58150.2	no descriptionweakly similar to ( 152)AT3G19990| Symbols:  | binding | chr3:6965677-6967108 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Atrophin-1 PRK12323 PRK05648 PRK07764 PRK07003 Extensin_2 PRK00708 Drf_FH1 FAP tatB	not assigned.unknown	35_2

CUST_44_PI399408534	2	-0.065398216	0.20894718	0.12558937	-0.027487755	-0.05333996	0.027487755	35_13938	"Cluster: ADP-ribosylation factor 2; n=46; Eukaryota|Rep: ADP-ribosylation factor 2 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9SRC3	"CHR3V7|COORD:23063262..23064520| ATARFA1E (ADP-ribosylation factor A1E); GTP binding / phospholipase activator/ protein binding"	AT3G62290.1	CHR05V5|COORD:23977428..23973918|protein ADP-ribosylation factor, putative, expressed	LOC_Os05g41060.1	"no descriptionmoderately similar to ( 359)AT3G62290| Symbols: ATARFA1E | ATARFA1E (ADP-ribosylation factor A1E); GTP binding / phospholipase activator/ protein binding | chr3:23063262-23064520 FORWARDmoderately similar to ( 364)ARF2_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned ARF Arf1_5_like Arf Arf6 Arf_Arl Arl1 Arl5_Arl8 ARD1 Arl2 Arl3 ARLTS1 Arl4_Arl7 Arl6 Sar1 Arfrp1 Arl10_like Arl9_Arfrp2_like Arl2l1_Arl13_like SAR Ras_like_GTPase COG1100 SR_beta Rab Rab18 COG2229 Ras RAB Rab8_Rab10_Rab13_like SRPRB Rab1_Ypt1 Rab21 G-alpha G-alpha G_alpha Rab5_related RabA_like Rab4 Rab36_Rab34 Rab27A Rab26 Rab35 Obg RJL"	protein.targeting.secretory pathway.unspecified	29_3_4_99

CUST_3488_PI404877155	2	-0.0013399124	-0.37601757	0.021868706	-0.06892967	0.0013389587	0.003921509	Contig13980_at	T4O12.20 [Arabidopsis thaliana]	AAF26769.2	expressed protein	At1g75980.1	protein Similar to T4O12.20	Os02g02810	NONE	lipid metabolism.Phospholipid synthesis	11_3

CUST_6404_PI404877155	2	0.09422779	0.103196144	-0.09422779	-0.5828972	-0.5104799	0.2165966	Contig19162_at	putative transcription factor [Arabidopsis thaliana] ref|NP_187220.1| CCAAT-binding transcription factor (CBF-B/NF-YA) family protein [Arabi	AAF26128.1	CCAAT-binding transcription factor (CBF-B/NF-YA) family protein	At3g05690.1	protein Similar to transcription factor-like protein	Os12g42400	NONE	RNA.regulation of transcription.CCAAT box binding factor family, HAP2	27_3_14

CUST_28882_PI399408534	2	-0.17345524	0.037873268	9.0408325E-4	-0.028561592	0.14386463	-9.031296E-4	35_7708	Rep: OSIGBa0159F11.11 protein - Oryza sativa (Rice)	UniRef90_Q01IQ3	CHR2V7|COORD:18069792..18073527| RWP-RK domain-containing protein	AT2G43500.1	CHR04V5|COORD:24576565..24583032|protein NIN-like protein 2, putative, expressed	LOC_Os04g41850.1	no descriptionweakly similar to ( 112)AT2G43500| Symbols:  | RWP-RK domain-containing protein | chr2:18069792-18073527 FORWARDPB1 PB1	RNA.regulation of transcription.NIN-like bZIP-related family	27_3_60

CUST_26854_PI403524517	2	0.024856567	-0.13504219	-0.032320023	-0.024857521	0.12724495	0.05987072	35_7782	"Cluster: Hypothetical protein OSJNBa0038P01.31; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0038P01.31 - Oryza sativa (japonica"	UniRef90_Q6K1U1	CHR3V7|COORD:17962674..17967739| EMB2423 (EMBRYO DEFECTIVE 2423)	AT3G48470.1	CHR02V5|COORD:23372218..23378555|protein conserved hypothetical protein	LOC_Os02g38680.1	no descriptionmoderately similar to ( 438)AT3G48470| Symbols: EMB2423 | EMB2423 (EMBRYO DEFECTIVE 2423) | chr3:17962674-17967739 FORWARDnot assigned	not assigned.unknown	35_2

CUST_16152_PI403524517	2	0.13896751	0.076491356	-0.04045868	0.012479782	-0.022429466	-0.012478828	35_4657	"Cluster: Os05g0456500 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0456500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DHM7	"CHR3V7|COORD:19959240..19959972| similar to integral membrane protein, putative [Arabidopsis thaliana] (TAIR:AT5G02060.1); similar to Os09g0249400 [Oryza"	AT3G53850.1	CHR05V5|COORD:22342175..22344609|protein expressed protein	LOC_Os05g38250.1	" no descriptionweakly similar to ( 124)AT3G53850| Symbols:  | similar to integral membrane protein, putative [Arabidopsis thaliana] (TAIR:AT5G02060.1); similar to Os09g0249400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001062672.1); similar to Protein of unknown function DUF588 [Medicago truncatula] (GB:ABE82916.1); contains InterPro domain Protein of unknown function DUF588; (InterPro:IPR006702) | chr3:19959240-19959972 REVERSEDUF588 "	not assigned.unknown	35_2

CUST_32540_PI403524517	2	0.032224655	0.5140686	0.047745705	-0.103637695	-0.0322237	-0.06776619	35_9380	Rep: SEU3A protein, putative, expressed - Oryza sativa (japonica cultivar-group)	UniRef90_Q2R940	"CHR1V7|COORD:16620312..16624036| SEU (SEUSS); transcription cofactor"	AT1G43850.1	CHR11V5|COORD:5394799..5403693|protein transcriptional corepressor SEUSS, putative, expressed	LOC_Os11g10060.1	no description	not assigned.unknown	35_2

CUST_46292_PI403524517	2	0.04925251	-0.75938606	8.249283E-4	-8.2588196E-4	0.037846565	-0.011669159	35_13258	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_5657_PI404877155	2	-0.027434349	0.19610786	0.06484032	-0.17032433	-0.22257233	0.027434349	Contig17595_at	zinc finger (C2H2 type) family protein [Arabidopsis thaliana] gb|AAL36315.1| unknown protein [Arabidopsis thaliana]	NP_568969.1	zinc finger (C2H2 type) family protein	At5g63280.1	protein transposon protein, putative, unclassified	Os12g13130	zinc finger (C2H2 type) family protein, contains Pfam domain, PF00096: Zinc finger, C2H2 type	RNA.regulation of transcription.unclassified	27_3_99

CUST_6715_PI404877155	2	0.09296608	-0.007809639	0.120988846	0.007810116	-0.6431699	-0.08483696	Contig19896_at	putative phosphoenolpyruvate carboxylase [Oryza sativa (japonica cultivar-group)]	NP_913258.1	phosphoenolpyruvate carboxylase, putative / PEP carboxylase, putative (PPC1)	At1g53310.1	protein phosphoenolpyruvate carboxylase	Os01g11060	"PHOSPHOENOLPYRUVATE CARBOXYLASE 3;phosphoenolpyruvate carboxylase, putative / PEP carboxylase, putative, strong similarity to SP:P29196 Phosphoenolpyruvate carboxylase (EC 4.1.1.31) (PEPCASE) {Solanum tuberosum}; contains Pfam profile PF00311: phosphoenol"	glycolysis.PEPCase	4_14

CUST_3741_PI404877155	2	-0.27392483	0.23322487	0.119047165	-0.0626688	-0.15729046	0.0626688	Contig14345_at	secretory carrier membrane protein [Oryza sativa] dbj|BAB63575.1| secretory carrier membrane protein [Oryza sativa (japonica	AAF36688.1	secretory carrier membrane protein (SCAMP) family protein	At2g20840.1	protein SCAMP family, putative	Os01g57220	secretory carrier membrane protein (SCAMP) family protein, contains Pfam domain, PF04144: SCAMP family	transport.misc	34_99

CUST_46478_PI403524517	2	0.10960579	-0.12340641	0.008621216	-0.048713684	0.10623169	-0.008621216	35_13310	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_56855_PI403524517	2	0.031066895	0.1589098	-0.13068962	-0.075686455	0.035079956	-0.031067848	35_16202	"Cluster: Hypothetical protein OSJNBa0059E14.15; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0059E14.15 - Oryza sativa (japonica"	UniRef90_Q84M37	"CHR1V7|COORD:20670192..20672168| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G56530.1); similar to unknown protein [Arabidopsis thaliana]"	AT1G55360.1	CHR03V5|COORD:33670338..33674132|protein carboxyl-terminal peptidase, putative, expressed	LOC_Os03g59240.1	" no descriptionhighly similar to ( 639)AT1G55360| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G56530.1); similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G13510.1); similar to Os07g0205500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001059148.1); similar to Os07g0573400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001060067.1); similar to Protein of unknown function DUF239, plant [Medicago truncatula] (GB:ABE82132.1); contains InterPro domain Protein of unknown function DUF239, plant; (InterPro:IPR004314) | chr1:20670192-20672168 REVERSEDUF239 "	not assigned.unknown	35_2

CUST_69787_PI403524517	2	0.119501114	-0.4022236	-0.12806606	0.020739555	0.08771324	-0.020739555	35_19967	"Cluster: Putative mitochondrial carrier protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative mitochondrial carrier protein - Oryza sativa (japonic"	UniRef90_Q5W6Y0	CHR2V7|COORD:19494619..19496381| mitochondrial substrate carrier family protein	AT2G47490.1	CHR05V5|COORD:16847174..16851213|protein mitochondrial carrier YEL006W, putative, expressed	LOC_Os05g28870.1	no descriptionmoderately similar to ( 202)AT2G47490| Symbols:  | mitochondrial substrate carrier family protein | chr2:19494619-19496381 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Mito_carr PRK12323 PRK05648	transport.metabolite transporters at the mitochondrial membrane	34_9

CUST_41468_PI403524517	2	0.20856571	0.1688242	0.060967445	-0.060967445	-0.61354494	-0.1489811	35_11917	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q75GY0	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	CHR03V5|COORD:26030761..26027780|protein expressed protein	LOC_Os03g46110.1	no descriptionnot assigned not assigned not assigned not assigned PRK07003 TT_ORF1 PRK12323	not assigned.unknown	35_2

CUST_101412_PI403524517	2	0.12451124	0.55098534	0.13563013	-0.51947546	-0.51372147	-0.124510765	35_28941	0	0	CHR4V7|COORD:7758606..7760888| leucine-rich repeat family protein / extensin family protein	AT4G13340.1	0	0	no description	not assigned.unknown	35_2

CUST_12855_PI404877155	2	-0.02573204	0.5792284	0.3114586	0.007905006	-0.007905006	-0.10570049	Contig6582_at	phi-1 [Nicotiana tabacum]	BAA33810.1	phosphate-responsive protein, putative (EXO)	At4g08950.1	protein Phosphate-induced protein 1 conserved region	Os06g11660	"phosphate-responsive protein, putative (EXO), similar to phi-1 (phosphate-induced gene) (Nicotiana tabacum) GI:3759184; contains Pfam profile PF04674: Phosphate-induced protein 1 conserved region"	signalling.in sugar and nutrient physiology	30_1

CUST_10041_PI404877155	2	-0.18578434	0.33405876	0.058748245	-0.20235729	-0.05874729	0.068330765	Contig3761_at	starch branching enzyme 2 [Triticum aestivum]	AAG27623.1	1,4-alpha-glucan branching enzyme / starch branching enzyme class II (SBE2-2)	At5g03650.1	protein starch branching enzyme isoform RBE3 - rice	Os02g32660	starch branching enzyme IIa	major CHO metabolism.synthesis.starch.starch branching	2_1_2_03

CUST_33286_PI399408534	2	0.020730019	-0.1266489	-0.09529209	-0.020730019	0.0897398	0.06544018	35_22095	"Cluster: DEAD/DEAH box helicase, putative; n=1; Oryza sativa (japonica cultivar-group)|Rep: DEAD/DEAH box helicase, putative - Oryza sativa (japonica cultivar-g"	UniRef90_Q53RK8	CHR2V7|COORD:14272755..14274956| DEAD box RNA helicase, putative	AT2G33730.1	CHR03V5|COORD:28520493..28516169|protein ATP-dependent RNA helicase DDX23, putative, expressed	LOC_Os03g50090.4	 no descriptionmoderately similar to ( 229)AT2G33730| Symbols:  | DEAD box RNA helicase, putative | chr2:14272755-14274956 REVERSEweakly similar to ( 102)DB10_NICSYATP-dependent RNA helicase-like protein DB10 - Nicotiana sylvestris (Wood tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned SrmB PRK11192 HELICc PRK11776 Helicase_C HELICc PRK01297 PRK10590 PRK04837 PRK11634 PRK04537 RecQ MPH1 PRK11057 SSL2 Lhr 	protein.synthesis.initiation	29_2_3

CUST_22531_PI403524517	2	-0.01275444	0.05174303	0.01275444	-0.105899334	0.07204294	-0.32148695	35_6545	"Cluster: Hypothetical protein OSJNBa0041P03.7; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0041P03.7 - Oryza sativa (japonica cu"	UniRef90_Q8LNT0	"CHR3V7|COORD:19761384..19763146| similar to novel protein (zgc:56450) [Danio rerio] (GB:CAH68915.1); similar to Os10g0493800 [Oryza sativa (japonica"	AT3G53270.2	CHR10V5|COORD:18417659..18420680|protein expressed protein	LOC_Os10g35130.1	"no descriptionweakly similar to ( 168)AT3G53270| Symbols:  | similar to novel protein (zgc:56450) [Danio rerio] (GB:CAH68915.1); similar to Os10g0493800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001064940.1); contains domain SUBFAMILY NOT NAMED (PTHR15131:SF6); contains domain FAMILY NOT NAMED (PTHR15131); contains domain LDH C-terminal domain-like (SSF56327) | chr3:19761384-19763146 REVERSEnot assigned"	protein.degradation.serine protease	29_5_5

CUST_46492_PI403524517	2	0.12775135	-0.13470078	0.05304718	-0.05284977	0.052848816	-0.34095097	35_13315	"Cluster: Hypothetical protein P0470D12.124; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0470D12.124 - Oryza sativa (japonica cultivar"	UniRef90_Q7XI75	CHR3V7|COORD:2185475..2189302| protein arginine N-methyltransferase family protein	AT3G06930.2	CHR07V5|COORD:28400623..28407966|protein histone-arginine methyltransferase CARM1, putative, expressed	LOC_Os07g47500.3	no descriptionweakly similar to ( 200)AT3G06930| Symbols:  | protein arginine N-methyltransferase family protein | chr3:2185475-2189302 REVERSEnot assigned not assigned not assigned COG2263	misc.O- methyl transferases	26_6

CUST_7183_PI399408534	2	0.06819916	-0.170681	-0.09984398	0.09494114	-0.06819916	0.08241558	35_1943	Rep: Roc1 - Oryza sativa (Rice)	UniRef90_Q8S918	"CHR4|COORD:11555199..11560745| similar to anthocyaninless2 (ANL2) [Arabidopsis thaliana] (TAIR:At4g00730.1); similar to homeobox-leucine zipper"	AT4G21750.2	CHR08V5|COORD:5102894..5110437|protein homeobox protein GLABRA2, putative, expressed	LOC_Os08g08820.2	no descriptionvery weakly similar to (89.0)AT1G05230| Symbols:  | homeobox-leucine zipper family protein / lipid-binding START domain-containing protein | chr1:1513387-1517023 REVERSE	RNA.regulation of transcription.HB,Homeobox transcription factor family	27_3_22

CUST_25940_PI403524517	2	-0.007390976	-0.3135767	0.048187256	0.0073919296	-0.01842022	0.043416977	35_7517	Rep: ATPase, E1-E2 type - Medicago truncatula (Barrel medic)	UniRef90_Q1RSD6	CHR3V7|COORD:9310179..9314590| haloacid dehalogenase-like hydrolase family protein	AT3G25610.1	CHR05V5|COORD:38144..43235|protein phospholipid-transporting ATPase 10, putative, expressed	LOC_Os05g01030.1	no descriptionmoderately similar to ( 206)AT3G25610| Symbols:  | haloacid dehalogenase-like hydrolase family protein | chr3:9310179-9314590 REVERSEnot assigned not assigned	not assigned.no ontology	35_1

CUST_99787_PI403524517	2	0.27709484	0.15015078	-0.096063614	-0.005391121	-0.6270766	0.005391121	35_28487	"Cluster: Putative streptococcal hemagglutinin; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative streptococcal hemagglutinin - Oryza sativa (japonica cu"	UniRef90_Q6K675		0	CHR02V5|COORD:33745993..33752537|protein expressed protein	LOC_Os02g55110.1	no description	not assigned.unknown	35_2

CUST_49284_PI403524517	2	0.06829643	-0.26228905	-0.026464462	-0.017713547	0.017713547	0.17898178	35_14060	"Cluster: PREDICTED: similar to H3 histone, family 2 isoform 2; n=1; Homo sapiens|Rep: PREDICTED: similar to H3 histone, family 2 isoform 2 - Homo sapiens"	UniRef90_UPI00006C029D	CHR5V7|COORD:3270479..3270889| histone H3	AT5G10400.1	CHR11V5|COORD:2622185..2621575|protein histone H3, putative, expressed	LOC_Os11g05730.1	no descriptionmoderately similar to ( 261)AT5G65360| Symbols:  | histone H3 | chr5:26137325-26137735 REVERSEmoderately similar to ( 260)H32_WHEATHistone H3.2 - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned H3 HHT1 Histone PRK12323 PRK07003 PRK07764 Tymo_45kd_70kd HPC2 Atrophin-1 DUF566	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_125884_PI403524517	2	-0.055499077	-0.768033	-0.12748909	0.055499077	0.11385059	0.117471695	35_35446	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_66560_PI403524517	2	-0.38491154	0.84217596	-0.04547739	0.04547739	-0.5373473	1.0053058	35_19007	"Cluster: Os10g0456500 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os10g0456500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IX96	CHR3V7|COORD:19718046..19722166| glutamate-ammonia ligase	AT3G53180.1	CHR10V5|COORD:16357436..16364225|protein protein fluG, putative, expressed	LOC_Os10g31820.2	no descriptionmoderately similar to ( 310)AT3G53180| Symbols:  | glutamate-ammonia ligase | chr3:19718046-19722166 FORWARD	N-metabolism.ammonia metabolism.glutamine synthase	12_2_2

CUST_35434_PI403524517	2	-0.015416145	0.33715725	0.015415192	-0.1203661	0.24137306	-0.09491348	35_10218	"Cluster: Hypothetical protein OJ1579_G03.8; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1579_G03.8 - Oryza sativa (japonica cultivar"	UniRef90_Q65X74	"CHR3V7|COORD:625306..627164| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G28770.1); similar to CTV.12 [Poncirus trifoliata] (GB:AAN62341.1)"	AT3G02860.2	CHR05V5|COORD:24229645..24233859|protein expressed protein	LOC_Os05g41530.1	"no descriptionvery weakly similar to ( 100)AT3G02860| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G28770.1); similar to CTV.12 [Poncirus trifoliata] (GB:AAN62341.1) | chr3:625306-627164 REVERSEnot assigned"	not assigned.unknown	35_2

CUST_17874_PI404877155	2	0.09387112	0.3760109	-0.06730461	-0.15810871	-0.053905487	0.05390644	HVSMEa0003P18r2_s_at	putative acyl-CoA dehydrogenase [Oryza sativa (japonica cultivar-group)]	BAC83542.1	acyl-CoA dehydrogenase-related	At3g06810.1	protein Phosphotransferase enzyme family, putative	Os07g47820	"acyl-CoA dehydrogenase-related, low similarity to acyl-CoA dehydrogenase (Acinetobacter sp. NCIMB9871) GI:14587418; contains Pfam profiles PF01636: Phosphotransferase enzyme family, PF00441: Acyl-CoA dehydrogenase C-terminal domain, PF02770: Acyl-CoA dehy"	lipid metabolism.lipid degradation.beta-oxidation.acyl CoA DH	11_9_4_02

CUST_54205_PI403524517	2	7.0858E-4	-0.09772682	0.06275463	-7.0762634E-4	0.19943714	-0.12468338	35_15430	Rep: Putative Zn transporter - Hordeum vulgare (Barley)	UniRef90_A0JJL9	"CHR2|COORD:19244503..19246474| zinc transporter (ZAT), identical to zinc transporter ZAT (Arabidopsis thaliana) gi:4206640:gb:AAD11757; member of the cation dif"	AT2G46800.2	CHR05V5|COORD:1657082..1653514|protein metal tolerance protein A2, putative, expressed	LOC_Os05g03780.1	" no descriptionmoderately similar to ( 241)AT2G46800| Symbols: ATMTP1, MTP1, ZAT1, ZAT | ATMTP1/MTP1/ZAT1 (ZINC TRANSPORTER OF ARABIDOPSIS THALIANA); zinc ion transporter | chr2:19245197-19246393 FORWARDnot assigned not assigned not assigned CzcD Cation_efflux PRK03557 MMT1 "	transport.metal	34_12

CUST_111894_PI403524517	2	-0.0033798218	0.23246479	-0.0130672455	-0.06786823	0.05760193	0.0033798218	35_31766	"Cluster: Hypothetical protein OSJNBa0088M05.15; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0088M05.15 - Oryza sativa (japonica"	UniRef90_Q6L4C6	"CHR2V7|COORD:16203660..16205509| ANNAT4 (ANNEXIN 4, ANNEXIN ARABIDOPSIS 4); calcium ion binding / calcium-dependent phospholipid binding"	AT2G38750.1	CHR05V5|COORD:18415456..18413190|protein annexin-like protein RJ4, putative, expressed	LOC_Os05g31750.1	" no descriptionweakly similar to ( 146)AT2G38750| Symbols: ANNAT4 | ANNAT4 (ANNEXIN 4, ANNEXIN ARABIDOPSIS 4); calcium ion binding / calcium-dependent phospholipid binding | chr2:16203660-16205509 REVERSEvery weakly similar to (72.0)ANX4_FRAANAnnexin-like protein RJ4 - Fragaria ananassa (Strawberry)not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07764 "	cell.organisation	31_1

CUST_6194_PI404877155	2	-0.068668365	0.1619854	0.091181755	-0.1472807	0.068668365	-0.15227318	Contig18600_at	Putative lipoxygenase [Oryza sativa (japonica cultivar-group)]	AAO13474.1	lipoxygenase, putative	At1g17420.1	protein Lipoxygenase, putative	Os03g08220	lipoxygenase, putative, similar to lipoxygenase gi:1495804 (Solanum tuberosum), gi:1654140 (Lycopersicon esculentum)	hormone metabolism.jasmonate.synthesis-degradation.lipoxygenase	17_7_1_2

CUST_44870_PI403524517	2	-0.02516365	0.16078949	0.07080078	0.02516365	-0.10039234	-0.027704239	35_12865	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_10074_PI404877155	2	9.813309E-4	0.3812256	-9.803772E-4	-0.10616493	0.004433632	-0.030539513	Contig3791_s_at	aldose 1-epimerase family protein [Arabidopsis thaliana] dbj|BAB10929.1| apospory-associated protein C-like [Arabidopsis thaliana]	NP_201454.1	aldose 1-epimerase family protein	At5g66530.1	protein apospory-associated protein C-like protein	Os09g15820	"aldose 1-epimerase family protein, similar to apospory-associated protein C; APOC (Chlamydomonas reinhardtii) GI:6970044; contains Pfam profile PF01263: Aldose 1-epimerase"	minor CHO metabolism.others	3_5

CUST_6446_PI399408534	2	-0.09128761	-0.40462446	0.43602324	0.09128761	-0.13429308	0.11882353	35_14179	Rep: Calmodulin-related protein - Petunia hybrida (Petunia)	UniRef90_P27164	"CHR2V7|COORD:11539147..11541254| CAM2 (CALMODULIN-2); calcium ion binding"	AT2G27030.3	CHR01V5|COORD:9884404..9886104|protein calmodulin, putative, expressed	LOC_Os01g17190.1	" no descriptionmoderately similar to ( 254)AT2G27030| Symbols: ACAM-2, ACAM-5, CAM5, CAM2 | CAM2 (CALMODULIN-2); calcium ion binding | chr2:11539797-11540138 FORWARDmoderately similar to ( 252)CALM3_PETHYCalmodulin-related protein - Petunia hybrida (Petunia)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned FRQ1 EFh "	signalling.calcium	30_3

CUST_56385_PI403524517	2	-0.13814545	0.4584732	-0.17813301	0.15340996	-0.33812714	0.13814545	35_16051	"Cluster: Expressed protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10R68	"CHR5V7|COORD:3106504..3107659| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G64850.1); similar to 4D11_4 [Brassica rapa subsp. pekinensis]"	AT5G09960.1	CHR03V5|COORD:3729684..3727044|protein expressed protein	LOC_Os03g07380.1	"no descriptionvery weakly similar to (94.0)AT5G09960| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G64850.1); similar to 4D11_4 [Brassica rapa subsp. pekinensis] (GB:AAZ67518.1) | chr5:3106504-3107659 FORWARDPRK12323"	not assigned.unknown	35_2

CUST_1346_PI403524517	2	0.18520069	0.24938202	-0.017981052	-0.048120975	-0.79320097	0.017981052	35_356	Rep: ORF64c - Pinus koraiensis (Korean pine)	UniRef90_Q85WS9	0	0	0	0	no description	not assigned.unknown	35_2

CUST_26383_PI399408534	2	-0.02161789	0.3860464	-0.116072655	-0.0037155151	0.11191559	0.0037155151	35_5617	"Cluster: Hypothetical protein OSJNBa0027P10.21; n=2; Oryza sativa|Rep: Hypothetical protein OSJNBa0027P10.21 - Oryza sativa (Rice)"	UniRef90_Q9AY44	CHR2V7|COORD:18444522..18445640| transcription factor	AT2G44730.1	CHR10V5|COORD:21954678..21956231|protein expressed protein	LOC_Os10g41460.1	no descriptionvery weakly similar to (92.4)AT3G24860| Symbols:  | hydroxyproline-rich glycoprotein family protein | chr3:9073649-9074581 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07764 PRK07003 PRK12678 APC_basic DUF566	RNA.regulation of transcription.Trihelix, Triple-Helix transcription factor family	27_3_30

CUST_54133_PI403524517	2	0.095365524	-0.15082932	0.18939829	0.26603842	-0.095365524	-0.18606329	35_15403	"Cluster: Putative MtN19; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative MtN19 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ZD31	"CHR5V7|COORD:24851731..24853449| similar to hypothetical protein [Trifolium pratense] (GB:BAE71234.1); contains InterPro domain Stress"	AT5G61820.1	CHR08V5|COORD:26785351..26788793|protein mtN19-like protein, putative, expressed	LOC_Os08g42590.3	"no descriptionmoderately similar to ( 430)AT5G61820| Symbols:  | similar to hypothetical protein [Trifolium pratense] (GB:BAE71234.1); contains InterPro domain Stress up-regulated Nod 19; (InterPro:IPR011692) | chr5:24851731-24853449 REVERSESURNod19"	not assigned.unknown	35_2

CUST_66995_PI403524517	2	0.0036153793	0.17564869	-0.080607414	-0.12860203	-0.0036153793	0.027241707	35_19132	"Cluster: Hypothetical protein P0486F07.20; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0486F07.20 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6ZCG3	"CHR2V7|COORD:14004646..14006792| similar to Os08g0204800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001061229.1); similar to PREDICTED: similar to"	AT2G32980.1	CHR08V5|COORD:6109322..6106033|protein expressed protein	LOC_Os08g10410.1	"no descriptionmoderately similar to ( 341)AT2G32980| Symbols:  | similar to Os08g0204800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001061229.1); similar to PREDICTED: similar to MGC108135 protein [Strongylocentrotus purpuratus] (GB:XP_787845.1) | chr2:14004646-14006792 REVERSE"	not assigned.unknown	35_2

CUST_23974_PI403524517	2	0.015678406	-0.01567936	-0.08474064	0.06479168	-0.016426086	0.060432434	35_6965	"Cluster: Arabidopsis thaliana genomic DNA, chromosome 5, P1 clone:MYN8; n=1; Arabidopsis thaliana|Rep: Arabidopsis thaliana genomic DNA, chromosome 5, P1 clone:"	UniRef90_Q9LV05	"CHR5V7|COORD:21700905..21705196| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G28770.1); similar to unnamed protein product; gene_id:MYN8.5"	AT5G53440.1	0	0	"no descriptionvery weakly similar to (52.4)AT5G53440| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G28770.1); similar to unnamed protein product; gene_id:MYN8.5 pir||T34137 similar to unknown protein-related [Medicago truncatula] (GB:ABE80840.1) | chr5:21700905-21705196 REVERSE"	not assigned.unknown	35_2

CUST_11566_PI399408534	2	0.114245415	-0.5244036	-0.114245415	0.19556141	-0.32055855	0.114842415	35_4411	"Cluster: Putative splicing factor 3B subunit 2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative splicing factor 3B subunit 2 - Oryza sativa (japonica"	UniRef90_Q6K7Q7	CHR4V7|COORD:11506271..11509784| proline-rich spliceosome-associated (PSP) family protein	AT4G21660.1	CHR02V5|COORD:35547983..35553043|protein splicing factor 3B subunit 2, putative, expressed	LOC_Os02g58090.1	no descriptionmoderately similar to ( 479)AT4G21660| Symbols:  | proline-rich spliceosome-associated (PSP) family protein | chr4:11506271-11509784 REVERSEnot assigned not assigned CUS1 DUF382 PSP BASIC PSP	RNA.processing.splicing	27_1_1

CUST_69916_PI403524517	2	0.1261406	-0.27775955	-0.40223885	0.33344078	0.010697365	-0.0106983185	35_20005	Rep: H0501D11.6 protein - Oryza sativa (Rice)	UniRef90_Q01IJ8	"CHR3V7|COORD:5065452..5066183| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G21970.1); similar to Os04g0413900 [Oryza sativa (japonica"	AT3G15040.1	CHR04V5|COORD:26917960..26925204|protein expressed protein	LOC_Os04g45834.2	"no descriptionvery weakly similar to (59.3)AT3G15040| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G21970.1); similar to Os04g0413900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001052750.1); similar to Os01g0862600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001044884.1); similar to hypothetical protein LOC_Os10g27350 [Oryza sativa (japonica cultivar-group)] (GB:AAP53748.1); contains InterPro domain Protein of unknown function DUF584; (InterPro:IPR007608) | chr3:5065452-5066183 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF584 PRK07764 PRK07003 PRK12323 PRK12678 Tymo_45kd_70kd DUF1509"	not assigned.unknown	35_2

CUST_94972_PI403524517	2	-0.2305975	0.8438544	0.26352596	0.017094612	-0.018165112	-0.017094612	35_27143	"Cluster: Putative ancient conserved domain protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ancient conserved domain protein - Oryza sativa (j"	UniRef90_Q9FRH0	CHR2V7|COORD:6189444..6191730| CBS domain-containing protein	AT2G14520.1	CHR03V5|COORD:26600772..26607017|protein CBS domain containing protein, expressed	LOC_Os03g47120.1	no descriptionmoderately similar to ( 331)AT2G14520| Symbols:  | CBS domain-containing protein | chr2:6189444-6191730 REVERSEnot assigned DUF21 TlyC CorB	not assigned.no ontology	35_1

CUST_26270_PI403524517	2	-0.007912636	-0.17213535	0.027283669	-0.0701952	0.012010574	0.007912636	35_7614	"Cluster: Probable signal recognition particle 43 kDa protein, chloroplast precursor; n=3; Oryza sativa|Rep: Probable signal recognition particle 43 kDa protein,"	UniRef90_Q8LSQ2	"CHR2V7|COORD:19479851..19480972| CAO (CHAOS); chromatin binding"	AT2G47450.1	CHR03V5|COORD:1797181..1795856|protein CAO, putative, expressed	LOC_Os03g03990.1	"no descriptionweakly similar to ( 112)AT2G47450| Symbols: CAO | CAO (CHAOS); chromatin binding | chr2:19479851-19480972 FORWARDweakly similar to ( 186)SR43C_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07764 PRK07003 Totivirus_coat Atrophin-1 DUF1421"	protein.targeting.chloroplast	29_3_3

CUST_116795_PI403524517	2	0.07982254	0.31697893	-0.19420052	-0.0151124	0.0151124	-0.025214672	35_33107	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_64684_PI403524517	2	0.01722622	0.639555	-0.004734993	-0.0026359558	0.0026369095	-0.045710564	35_18465	"Cluster: Putative nucleic acid binding protein; n=2; Oryza sativa|Rep: Putative nucleic acid binding protein - Oryza sativa (Rice)"	UniRef90_Q8S7G1	CHR5V7|COORD:4958741..4960950| KH domain-containing protein	AT5G15270.1	CHR03V5|COORD:14855418..14850789|protein nucleic acid binding protein, putative, expressed	LOC_Os03g25970.2	no descriptionmoderately similar to ( 261)AT5G15270| Symbols:  | KH domain-containing protein | chr5:4958741-4960950 FORWARDnot assigned not assigned not assigned not assigned PCBP_like_KH KH_1 KH-I	not assigned.no ontology	35_1

CUST_84159_PI403524517	2	-0.0067014694	0.105519295	0.006702423	-0.06230545	-0.100847244	0.06922436	35_24118	"Cluster: Putative far-red impaired response protein; n=2; Oryza sativa|Rep: Putative far-red impaired response protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8H344	0	0	CHR07V5|COORD:22558803..22563005|protein transposon protein, putative, unclassified, expressed	LOC_Os07g37630.1	no description	not assigned.unknown	35_2

CUST_51453_PI403524517	2	0.094566345	0.7939043	-0.03473282	-0.061203957	-0.03041172	0.03041172	35_14665	"Cluster: Hypothetical protein P0005A05.36; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0005A05.36 - Oryza sativa (japonica cultivar-g"	UniRef90_Q657X6	"CHR1V7|COORD:9554932..9558280| similar to EX1 (EXECUTER1) [Arabidopsis thaliana] (TAIR:AT4G33630.2); similar to unknown protein [Oryza sativa (japonica"	AT1G27510.1	CHR01V5|COORD:417299..413043|protein expressed protein	LOC_Os01g01790.1	"no descriptionhighly similar to ( 527)AT1G27510| Symbols:  | similar to EX1 (EXECUTER1) [Arabidopsis thaliana] (TAIR:AT4G33630.2); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD44852.1) | chr1:9554932-9558280 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Atrophin-1 PRK12323 PRK05648 PRK07003 PRK07764 Tymo_45kd_70kd Extensin_2 Totivirus_coat Coprinus_mating Herpes_UL56 DUF1421 Drf_FH1 APC_basic HPC2 TT_ORF1"	not assigned.unknown	35_2

CUST_7349_PI404877155	2	0.033628464	-0.07464695	-0.011795044	-0.03208065	0.25113773	0.011795044	Contig21442_at	P0468B07.18 [Oryza sativa (japonica cultivar-group)] dbj|BAB89639.1| unknown protein [Oryza sativa (japonica cultivar-group)]	NP_915922.1	ribonuclease III family protein	At4g37510.1	protein expressed protein	Os01g59510	ribonuclease III family protein, contains Pfam profile PF00636 RNase3 domain	RNA.processing.ribonucleases	27_1_19

CUST_15717_PI403524517	2	-0.004750252	0.004750252	-0.035715103	-0.0068101883	0.034521103	0.034287453	35_4537	"Cluster: ARG1-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: ARG1-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q67VC3	"CHR1V7|COORD:8529272..8531935| ARL1 (ARG1-LIKE1); heat shock protein binding / unfolded protein binding"	AT1G24120.1	CHR06V5|COORD:7163157..7158989|protein chaperone protein dnaJ 16, putative, expressed	LOC_Os06g13060.1	"no descriptionmoderately similar to ( 491)AT1G24120| Symbols: ARL1 | ARL1 (ARG1-LIKE1); heat shock protein binding / unfolded protein binding | chr1:8529272-8531935 REVERSEvery weakly similar to (65.9)DNJH_CUCSADnaJ protein homolog - Cucumis sativus (Cucumber)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DnaJ DnaJ PRK10767 DnaJ CbpA PRK10266 SEC63 djlA ZUO1"	stress.abiotic.heat	20_2_1

CUST_91550_PI403524517	2	0.008625984	-0.5104408	-0.15594101	-0.008626938	0.026328087	0.031247139	35_26175	Rep: OSIGBa0107A02.1 protein - Oryza sativa (Rice)	UniRef90_Q01MH5	0	0	CHR04V5|COORD:10428992..10427533|protein F-box domain containing protein, expressed	LOC_Os04g18790.1	no description	not assigned.unknown	35_2

CUST_99081_PI403524517	2	-0.04000759	0.16806507	0.06105709	-0.16297245	0.040006638	-0.24740505	35_28284	"Cluster: Hypothetical protein OJ1171_H02.9; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1171_H02.9 - Oryza sativa (japonica cultivar"	UniRef90_Q6AVD4	CHR1V7|COORD:773543..775179| similar to Os05g0251400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001055029.1)	AT1G03180.1	CHR05V5|COORD:9167672..9171691|protein expressed protein	LOC_Os05g16250.1	no descriptionvery weakly similar to (52.0)AT1G03180| Symbols:  | similar to Os05g0251400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001055029.1) | chr1:773989-775179 FORWARD	not assigned.unknown	35_2

CUST_65911_PI403524517	2	6.942749E-4	0.30583286	-0.021709442	-6.942749E-4	0.19869423	-0.021047592	35_18828	"Cluster: Putative VASA; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative VASA - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5VRY0	CHR4V7|COORD:6136330..6139507| DEAD/DEAH box helicase, putative	AT4G09730.1	CHR01V5|COORD:4486960..4482549|protein ATP-dependent RNA helicase rhlE, putative, expressed	LOC_Os01g08930.1	 no descriptionhighly similar to ( 517)AT4G09730| Symbols:  | DEAD/DEAH box helicase, putative | chr4:6136330-6139507 FORWARDweakly similar to ( 135)DB10_NICSYATP-dependent RNA helicase-like protein DB10 - Nicotiana sylvestris (Wood tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned SrmB PRK11776 PRK11192 PRK04837 PRK10590 PRK04537 PRK01297 PRK11634 HELICc DEADc DEAD Helicase_C HELICc DEXDc RecQ MPH1 DEXDc HepA COG1203 Lhr UvrB SSL2 COG1205 	DNA.synthesis/chromatin structure	28_1

CUST_17479_PI404877155	2	0.005332947	-0.3144989	-0.0053339005	0.1926632	0.27357578	-0.1441307	HV_CEa0002M19f_at	0	0	0	0	0	0	NONE	S-assimilation.sulfite redox	14_03

CUST_3104_PI403524517	2	0.05825615	-0.08454704	0.029525757	-0.06563759	-0.016965866	0.016965866	35_843	Rep: Immunophilin - Zea mays (Maize)	UniRef90_Q5XLE1	"CHR5V7|COORD:25752036..25753216| FKBP12 (FK506-binding protein 12 kD); FK506 binding / peptidyl-prolyl cis-trans isomerase"	AT5G64350.1	CHR02V5|COORD:32013982..32011864|protein peptidyl-prolyl isomerase FKBP12, putative, expressed	LOC_Os02g52290.1	" no descriptionweakly similar to ( 186)AT5G64350| Symbols: ATFKBP12, FKBP12 | FKBP12 (FK506-binding protein 12 kD); FK506 binding / peptidyl-prolyl cis-trans isomerase | chr5:25752036-25753216 REVERSEweakly similar to ( 196)FKB12_VICFAPeptidyl-prolyl isomerase FKBP12 - Vicia faba (Broad bean)not assigned not assigned not assigned not assigned FkpA FKBP_C PRK10902 PRK11570 "	protein.folding	29_6

CUST_57771_PI403524517	2	-0.0523777	-0.92292595	0.11027527	-0.07593346	0.19173813	0.0523777	35_16471	Rep: Expansin-A5 precursor - Oryza sativa (Rice)	UniRef90_Q6ZGU9	CHR1V7|COORD:26145697..26146714| ATEXPA1 (ARABIDOPSIS THALIANA EXPANSIN A1)	AT1G69530.2	CHR02V5|COORD:31214699..31216358|protein alpha-expansin 15 precursor, putative, expressed	LOC_Os02g51040.1	 no descriptionmoderately similar to ( 328)AT1G69530| Symbols: EXP1, AT-EXP1, ATEXP1, ATHEXP ALPHA 1.2, ATEXPA1 | ATEXPA1 (ARABIDOPSIS THALIANA EXPANSIN A1) | chr1:26145697-26146714 FORWARDmoderately similar to ( 393)EXPA5_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pollen_allerg_1 DPBB_1 PRK07003 PRK07764 APC_basic PRK12323 	cell wall.modification	10_7

CUST_114947_PI403524517	2	-0.71172047	0.37992668	0.023452759	-0.023453712	-0.29818916	0.030108452	35_32616	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_94315_PI403524517	2	0.13314056	0.08234978	0.052347183	-0.052346706	-0.5969777	-0.26951742	35_26962	"Cluster: CTR1-like kinase kinase kinase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: CTR1-like kinase kinase kinase-like - Oryza sativa (japonica cult"	UniRef90_Q6ER39	CHR3|COORD:21697718..21704818| protein kinase family protein, contains eukaryotic protein kinase domain, INTERPRO:IPR000719	AT3G58640.2	CHR02V5|COORD:8004980..8017327|protein ATP binding protein, putative, expressed	LOC_Os02g14530.1	no descriptionweakly similar to ( 114)AT3G58640| Symbols:  | protein kinase family protein | chr3:21698130-21703652 REVERSE	protein.postranslational modification	29_4

CUST_15419_PI404877155	2	-0.0064048767	-0.23104286	-0.05150795	0.0064048767	0.020597458	0.09970093	Contig9293_at	transducin family protein / WD-40 repeat family protein [Arabidopsis thaliana] pir||C84870 probable splicing factor [imported] - Arabidopsis	NP_181905.1	transducin family protein / WD-40 repeat family protein	At2g43770.1	protein probable splicing factor [imported] - Arabidopsis thaliana	Os06g44370	transducin / WD-40 repeat protein family/probable splicing factor	RNA.processing	27_1

CUST_84031_PI403524517	2	-0.70681906	-0.13440895	0.70945454	0.1449132	-0.08147812	0.08147764	35_24083	"Cluster: Putative PrMC3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative PrMC3 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q94JD7	CHR5|COORD:2007601..2011042| expressed protein, similar to PrMC3 (Pinus radiata) GI:5487873	AT5G06570.2	CHR01V5|COORD:2893487..2894871|protein gibberellin receptor GID1L2, putative, expressed	LOC_Os01g06060.1	"no descriptionvery weakly similar to (79.3)AT5G06570| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G16080.1); similar to CXE carboxylesterase [Actinidia deliciosa] (GB:ABB89016.1); contains InterPro domain Esterase/lipase/thioesterase; (InterPro:IPR000379); contains InterPro domain Alpha/beta hydrolase fold-3; (InterPro:IPR013094) | chr5:2008076-2011014 REVERSEvery weakly similar to (53.5)GID1_ORYSAnot assigned Abhydrolase_3"	not assigned.no ontology	35_1

CUST_58489_PI403524517	2	0.031200409	-0.6970329	-0.008176804	0.008176804	0.09194565	-0.06151104	35_16684	"Cluster: 40S ribosomal protein S21; n=4; Oryza sativa|Rep: 40S ribosomal protein S21 - Oryza sativa (Rice)"	UniRef90_P35687	CHR5V7|COORD:9807536..9808052| 40S ribosomal protein S21 (RPS21C)	AT5G27700.1	CHR03V5|COORD:26258892..26257756|protein 40S ribosomal protein S21, putative	LOC_Os03g46490.1	no descriptionweakly similar to ( 134)AT5G27700| Symbols:  | 40S ribosomal protein S21 (RPS21C) | chr5:9807536-9808052 REVERSEweakly similar to ( 150)RS21_ORYSAnot assigned Ribosomal_S21e	protein.synthesis.misc ribososomal protein	29_2_2

CUST_6380_PI404877155	2	-0.10853481	0.3144989	-0.14704514	0.029271126	-0.029271126	0.1147604	Contig19075_at	putative  LIM domain containing protein [Oryza sativa (japonica cultivar-group)]	AAR01660.1	LIM domain-containing protein	At4g36860.2	protein LIM domain, putative	Os12g40490	"LIM domain-containing protein, low similarity to LIM-domain protein (Branchiostoma floridae) GI:3360516, DRAL/Slim3/FHL2 (Homo sapiens) GI:7209525; contains Pfam profile PF00412: LIM domain or  LIM domain-containing protein, low similarity to LIM-domain p"	RNA.regulation of transcription.unclassified	27_3_99

CUST_88487_PI403524517	2	0.18959951	-0.24463892	0.29687595	0.15032578	-0.16821432	-0.15032625	35_25328	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_18175_PI404877155	2	0.096362114	-0.17734146	-0.018593788	0.15501785	0.018593788	-0.17240906	HVSMEf0004P17f_at	putative heat shock protein [Oryza sativa (japonica cultivar-group)] dbj|BAB33024.1| putative heat shock protein [Oryza sativa (japonica	NP_914445.1	heat shock protein, putative	At1g79930.1	protein dnaK protein	Os05g08840	putative heat-shock protein	stress.abiotic.heat	20_2_1

CUST_18593_PI404877155	2	0.030018806	0.029277802	-0.08667946	-0.48239708	0.027593136	-0.027593136	HVSMEl0002P16r2_at	GAMMA-HORDEIN 1 PRECURSOR pir||S08312 gamma-hordein 1 precursor - barley emb|CAA31861.1| unnamed protein product [Hordeum vulgare subsp. vul	P17990	0	0	0	0	NONE	development.storage proteins	33_1

CUST_14990_PI404877155	2	0.044944763	0.113788605	-0.10897064	-0.037057877	-0.066067696	0.037057877	Contig8850_at	0	BAD10377.1	splicing factor, putative	At3g55220.1	protein CPSF A subunit region, putative	Os02g04480	splicing factor, putative	RNA.processing.splicing	27_1_1

CUST_136916_PI403524517	2	-0.05857277	-0.2608261	0.05857277	0.12876415	0.14288044	-0.16441536	35_38394	"Cluster: Os12g0592200 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os12g0592200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IM75	CHR2V7|COORD:6488921..6489398| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G34265.2)	AT2G15000.4	CHR03V5|COORD:23574521..23574137|protein hypothetical protein	LOC_Os03g42440.1	no description	not assigned.unknown	35_2

CUST_169724_PI403524517	2	-1.4524031	0.99383163	-0.2936535	0.8349705	-0.5097518	0.2936535	35_47275	"Cluster: Hypothetical protein P0437H03.118; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0437H03.118 - Oryza sativa (japonica cultivar"	UniRef90_Q7F8S3		0	CHR02V5|COORD:5195287..5193974|protein TMV response-related gene product, putative, expressed	LOC_Os02g09990.1	no description	not assigned.unknown	35_2

CUST_14456_PI404877155	2	-0.093847275	0.46305656	0.009926796	-0.016842842	-0.004052162	0.0040512085	Contig8296_at	unknown [Triticum aestivum]	AAD10234.1	zinc finger (FYVE type) family protein	At1g20110.1	protein FYVE zinc finger, putative	Os06g50840	zinc finger (FYVE type) family protein, contains Pfam profile: PF01363 FYVE zinc finger	RNA.regulation of transcription.unclassified	27_3_99

CUST_51289_PI403524517	2	0.001291275	-0.6904497	-0.001291275	0.05242157	-0.12713337	0.010652542	35_14621	"Cluster: Acyl-CoA binding family protein, putative, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Acyl-CoA binding family protein, putative, expre"	UniRef90_Q10B01	"CHR3V7|COORD:1561886..1567053| ACBP4 (ACYL-COA BINDING PROTEIN 4, ACYL-COA-BINDING DOMAIN 4); acyl-CoA binding"	AT3G05420.2	CHR03V5|COORD:35051467..35044077|protein acyl-CoA binding protein, putative, expressed	LOC_Os03g61930.1	" no descriptionmoderately similar to ( 449)AT3G05420| Symbols: ACBP4 | ACBP4 (ACYL-COA BINDING PROTEIN 4, ACYL-COA-BINDING DOMAIN 4); acyl-CoA binding | chr3:1561886-1567053 FORWARDvery weakly similar to (73.2)BSL2_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned Smc Filament GumC HOOK "	lipid metabolism.FA synthesis and FA elongation.acyl-CoA binding protein	11_1_13

CUST_105069_PI403524517	2	0.03367424	-0.28494358	-0.08669472	0.21498394	0.14892387	-0.033673286	35_29931	"Cluster: Prolyl-tRNA synthetase, bacterial; n=1; Kineococcus radiotolerans SRS30216|Rep: Prolyl-tRNA synthetase, bacterial - Kineococcus radiotolerans SRS30216"	UniRef90_Q40W17	CHR1V7|COORD:16816094..16817173| DNA binding / ligand-dependent nuclear receptor	AT1G44191.1	CHR02V5|COORD:5380164..5373056|protein membrane protein, OMP85 family, putative, expressed	LOC_Os02g10260.2	no descriptionnot assigned PRK12323 PRK07764	not assigned.unknown	35_2

CUST_1319_PI404877155	2	0.13823032	-0.16883087	-0.15866852	4.2915344E-4	-4.2915344E-4	0.04262352	Contig11428_at	"sigma factor SIG2B; ZmSIG2B [Zea mays]"	AAD17855.1	RNA polymerase sigma subunit SigB (sigB) / sigma factor 2 (SIG2)	At1g08540.1	protein Sigma-70 region 3, putative	Os03g16430	gi|29893614|gb|AAP06868.1| unknown protein	RNA.transcription	27_2

CUST_160359_PI403524517	2	-0.37043858	0.10948467	0.4040842	0.12820768	-0.22762585	-0.10948467	35_44748	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_109290_PI403524517	2	-0.0028123856	0.115582466	0.024712563	0.0028128624	-0.2760687	-0.08305693	35_31067	"Cluster: Serine/arginine repetitive matrix protein 1.; n=1; Gallus gallus|Rep: Serine/arginine repetitive matrix protein 1. - Gallus gallus"	UniRef90_UPI0000ECA1BA	CHR1V7|COORD:16816094..16817173| DNA binding / ligand-dependent nuclear receptor	AT1G44191.1	CHR11V5|COORD:25814722..25811841|protein extensin-like protein, putative	LOC_Os11g43640.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_39055_PI403524517	2	0.2651949	-0.4630928	-0.047597885	0.14214897	-0.017642021	0.017641068	35_11233	"Cluster: Putative Helix-loop-helix DNA-binding domain containing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Helix-loop-helix"	UniRef90_Q84LH4	0	0	CHR03V5|COORD:29727471..29725371|protein BHLH transcription factor, putative, expressed	LOC_Os03g51910.1	no description	not assigned.unknown	35_2

CUST_24896_PI399408534	2	0.3849616	0.2972932	-0.23624516	-0.005841732	-0.30498266	0.005841732	35_38728	"Cluster: OSIGBa0142I02-OSIGBa0101B20.1 protein; n=1; Oryza sativa|Rep: OSIGBa0142I02-OSIGBa0101B20.1 protein - Oryza sativa (Rice)"	UniRef90_Q01HI8	CHR1V7|COORD:27183728..27185930| basic helix-loop-helix (bHLH) family protein (bHLH096)	AT1G72210.1	CHR02V5|COORD:28384301..28387379|protein helix-loop-helix DNA-binding domain containing protein, expressed	LOC_Os02g46560.1	no descriptionweakly similar to ( 101)AT1G72210| Symbols:  | basic helix-loop-helix (bHLH) family protein (bHLH096) | chr1:27183728-27185930 FORWARD	RNA.regulation of transcription.bHLH,Basic Helix-Loop-Helix family	27_3_6

CUST_12859_PI404877155	2	-0.07443619	0.17109299	0.21059418	0.028280258	-0.14953041	-0.028280258	Contig6584_at	thiosulfate transferase [Triticum aestivum]	AAK64575.1	mercaptopyruvate sulfurtransferase (MST1) (RDH1)	At1g79230.1	protein thiosulfate transferase	Os02g07040	"ATMST2;ARABIDOPSIS THALIANA RHODANESE HOMOLOGUE 2;MERCAPTOPYRUVATE SULFURTRANSFERASE;MERCAPTOPYRUVATE SULFURTRANSFERASE 2;mercaptopyruvate sulfurtransferase (MST2) (RDH2), identical to mercaptopyruvate sulfurtransferase GI:6009983 and thiosulfate sulfurtr"	amino acid metabolism.degradation.serine-glycine-cysteine group.cysteine	13_2_5_3

CUST_158338_PI403524517	2	0.6348963	0.12938595	0.06403494	-0.06403446	-0.6681361	-0.4267373	35_44203	"Cluster: Os05g0297900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0297900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DJD8	CHR1V7|COORD:19594281..19596155| signal peptidase, putative	AT1G52600.1	CHR05V5|COORD:13204685..13208572|protein microsomal signal peptidase 18 kDa subunit, putative, expressed	LOC_Os05g23260.1	 no descriptionweakly similar to ( 104)AT1G52600| Symbols:  | signal peptidase, putative | chr1:19594281-19596155 FORWARDnot assigned 	protein.targeting.secretory pathway.unspecified	29_3_4_99

CUST_10855_PI404877155	2	-0.32521534	0.15360641	0.073373795	0.085832596	-0.34927177	-0.07337284	Contig4589_at	calcium-dependent protein kinase (EC 2.7.1.-) 7 - maize dbj|BAA13232.1| Calcium-dependent protein kinase [Zea mays]	T03263	calcium-dependent protein kinase, putative / CDPK, putative	At4g35310.1	protein Protein kinase domain, putative	Os04g49510	calmodulin-domain protein kinase CDPK/OsCDPK7	signalling.calcium	30_3

CUST_3480_PI399408534	2	-0.03843975	-0.4197359	-0.089707375	0.038440704	0.085466385	0.110673904	35_16488	"Cluster: Calcium dependent protein kinase; n=2; Triticum aestivum|Rep: Calcium dependent protein kinase - Triticum aestivum (Wheat)"	UniRef90_A0T123	"CHR2V7|COORD:7524087..7526321| CPK6 (CALCIUM-DEPENDENT PROTEIN KINASE 6); anion channel/ calcium- and calmodulin-dependent protein kinase/ kinase"	AT2G17290.1	CHR03V5|COORD:1603222..1607849|protein calcium-dependent protein kinase, isoform 1, putative, expressed	LOC_Os03g03660.4	" no descriptionhighly similar to ( 689)AT2G17290| Symbols: ATCDPK3, CPK6 | CPK6 (CALCIUM-DEPENDENT PROTEIN KINASE 6); anion channel/ calcium- and calmodulin-dependent protein kinase/ kinase | chr2:7524087-7526321 FORWARDhighly similar to ( 880)CDPK3_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase SPS1 TyrKc Pkinase_Tyr PTKc FRQ1 PTKc_Jak_rpt2 PTKc_Src_like PTKc_Fes_like PTKc_Frk_like PTKc_Srm_Brk PTKc_Btk_Bmx PTKc_Tec_like PTKc_FAK PTKc_Jak2_Jak3_rpt2 PTKc_Csk_like PTKc_Jak1_rpt2 PTKc_Trk PTKc_Syk_like PTKc_Abl PTKc_EphR PTKc_Fer PTKc_Chk PTKc_Tyk2_rpt2 PTKc_Fes PTKc_Yes PTKc_Tec_Rlk PTKc_Ack_like PTKc_Fyn_Yrk PTKc_Src PTKc_ALK_LTK PTKc_Ror PTKc_EphR_A PTKc_Itk PTKc_InsR_like EFh PTKc_Axl_like PTKc_FGFR PTKc_PDGFR PTKc_TrkC PTKc_Lyn PTKc_c-ros PTKc_EphR_B PTKc_EphR_A2 PTK_CCK4 PTKc_TrkB PTKc_TrkA PTKc_Tie1 PTKc_Tyro3 PTKc_DDR PTKc_Axl PTKc_FGFR1 PTKc_FGFR2 PTKc_FGFR3 PTKc_Hck PTKc_EphR_A10 PTKc_Ror2 PTKc_Musk PTKc_Tie PTKc_Zap-70 PTKc_Csk PTKc_DDR1 PTKc_Lck_Blk PTKc_EGFR_like PTKc_Met_Ron PTKc_InsR PTKc_FGFR4 PTKc_DDR_like PTKc_IGF-1R PTK_HER3 "	signalling.calcium	30_3

CUST_7931_PI399408534	2	0.59547424	0.115159035	0.09742403	-0.1642704	-0.09742451	-0.49817038	35_6788	"Cluster: Hypothetical protein P0507H12.26; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0507H12.26 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6ZDY9	"CHR2V7|COORD:9277966..9280387| EMB2219 (EMBRYO DEFECTIVE 2219); transferase"	AT2G21710.1	CHR07V5|COORD:1854979..1859330|protein EMB2219, putative, expressed	LOC_Os07g04230.1	"no descriptionmoderately similar to ( 337)AT2G21710| Symbols: EMB2219 | EMB2219 (EMBRYO DEFECTIVE 2219); transferase | chr2:9277966-9280387 FORWARDnot assigned mTERF"	RNA.regulation of transcription.unclassified	27_3_99

CUST_6442_PI404877155	2	0.23303223	-0.05554962	0.014014244	-0.030464172	-0.014014244	0.047236443	Contig19292_at	G protein alpha subunit [Hordeum vulgare]	AAF71788.2	guanine nucleotide binding protein (G-protein) alpha-1 subunit / GP-alpha-1 (GPA1)	At2g26300.1	protein guanine nucleotide-binding protein alpha-1 subunit (gp-alpha-1)	Os05g26890	G protein alpha subunit	RNA.regulation of transcription.unclassified	27_3_99

CUST_19007_PI403524517	2	0.0012397766	0.61167145	-0.053066254	-0.0108242035	5.2165985E-4	-5.207062E-4	35_5507	"Cluster: Hypothetical protein OSJNBa0040E06.6; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0040E06.6 - Oryza sativa (japonica cu"	UniRef90_Q6AUN4	"CHR5V7|COORD:21494476..21495495| similar to hypothetical protein asr2994 [Nostoc sp. PCC 7120] (GB:NP_487034.1); similar to Os05g0569200 [Oryza sativa"	AT5G52960.1	CHR05V5|COORD:28246150..28247425|protein expressed protein	LOC_Os05g49410.1	"no descriptionweakly similar to ( 167)AT5G52960| Symbols:  | similar to hypothetical protein asr2994 [Nostoc sp. PCC 7120] (GB:NP_487034.1); similar to Os05g0569200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001056361.1) | chr5:21494476-21495495 FORWARDnot assigned PRK07764"	not assigned.unknown	35_2

CUST_39414_PI403524517	2	0.069509506	-0.122924805	0.056539536	0.0129470825	-0.0129470825	-0.06874561	35_11338	Rep: Proline-rich protein-like - Oryza sativa (Rice)	UniRef90_Q5K5B0	CHR1V7|COORD:27003268..27005512| cleavage stimulation factor, putative	AT1G71800.1	CHR11V5|COORD:3791883..3797110|protein cleavage stimulation factor 64, putative, expressed	LOC_Os11g07490.1	no description	not assigned.unknown	35_2

CUST_26029_PI403524517	2	0.08502579	-0.5090151	-0.11388111	0.0014400482	0.01311779	-0.0014400482	35_7542	"Cluster: Nucleosome assembly protein 1-like protein 2; n=2; Oryza sativa|Rep: Nucleosome assembly protein 1-like protein 2 - Oryza sativa (Rice)"	UniRef90_Q70Z20	"CHR2V7|COORD:8445683..8448122| NAP1;2 (NUCLEOSOME ASSEMBLY PROTEIN1;2); DNA binding"	AT2G19480.1	CHR05V5|COORD:26729261..26724733|protein expressed protein	LOC_Os05g46230.1	"no descriptionweakly similar to ( 150)AT5G56950| Symbols: NAP1;3 | NAP1;3 (NUCLEOSOME ASSEMBLY PROTEIN1;3); DNA binding | chr5:23049844-23052525 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned NAP PRK02363 Nucleoplasmin Rtt106"	DNA.synthesis/chromatin structure	28_1

CUST_69742_PI403524517	2	0.017864227	-0.4286518	-0.08642578	0.22778988	-0.017865181	0.1349411	35_19956	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_80036_PI403524517	2	-0.3492651	-0.061233997	0.061233997	0.2991047	0.24269152	-0.15201616	35_22951	"Cluster: Os01g0139600 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0139600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JQT7	"CHR3V7|COORD:551541..554418| LPP3 (LIPID PHOSPHATE PHOSPHATASE 3); phosphatidate phosphatase"	AT3G02600.1	CHR01V5|COORD:2093994..2097496|protein lipid phosphate phosphatase 3, chloroplast precursor, putative, expressed	LOC_Os01g04660.1	no descriptionmoderately similar to ( 375)AT3G02600| Symbols: LPP3 | LPP3 (LIPID PHOSPHATE PHOSPHATASE 3) | chr3:552944-554418 FORWARDnot assigned not assigned PAP2_containing_1_like PAP2_wunen PAP2 PAP2_like acidPPc PAP2_like_2 PgpB PAP2_like_5 PAP2_lipid_A_1_phosphatase PAP2_like_4 PAP2_dolichyldiphosphatase PAP2_like_6 PAP2_containing_2_like PAP2_like_3	misc.acid and other phosphatases	26_13

CUST_12860_PI404877155	2	-0.2876749	0.49671555	-0.35002995	0.002653122	0.21652794	-0.002653122	Contig6585_at	zinc finger (CCCH-type) family protein [Arabidopsis thaliana] pir||G84825 probable CCCH-type zinc finger protein [imported] - Arabidopsis th	NP_181543.1	zinc finger (CCCH-type) family protein	At2g40140.1	protein zinc finger transcription factor-like protein	Os05g03760	0	RNA.regulation of transcription.unclassified	27_3_99

CUST_83963_PI403524517	2	0.0032453537	0.05696392	-0.047175407	-0.07332611	0.0933218	-0.0032453537	35_24066	"Cluster: Os09g0571500 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os09g0571500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IZF7	CHR2V7|COORD:17679503..17681932| lipase class 3 family protein	AT2G42450.1	CHR09V5|COORD:22813586..22810710|protein triacylglycerol lipase, putative, expressed	LOC_Os09g39790.1	no descriptionmoderately similar to ( 218)AT2G42450| Symbols:  | lipase class 3 family protein | chr2:17679503-17681932 REVERSEnot assigned	lipid metabolism.lipid degradation.lipases.triacylglycerol lipase	11_9_2_1

CUST_56062_PI403524517	2	0.031549454	-0.5479984	-0.05298233	-0.031549454	0.19503117	0.18384457	35_15957	"Cluster: Putative plastid protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative plastid protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K456	"CHR3V7|COORD:5050328..5052128| Identical to Unknown mitochondrial protein At3g15000 [Arabidopsis Thaliana] (GB:Q9LKA5); similar to unknown protein [Arabidopsis"	AT3G15000.1	CHR09V5|COORD:2492529..2488758|protein DAG protein, chloroplast precursor, putative, expressed	LOC_Os09g04670.2	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF1421 Extensin_2 Drf_FH1 Atrophin-1 GRASP55_65 SSDP Glutenin_hmw PRK07764 Gag_spuma Amelin	not assigned.unknown	35_2

CUST_1679_PI404877155	2	-0.6913824	-0.7408867	0.52329636	0.042927742	0.31937313	-0.04292679	Contig11904_at	putative allene oxide synthase [Oryza sativa (japonica cultivar-group)] gb|AAR87328.1| putative allene oxide synthase [Oryza sativa (japonic	AAP50956.1	allene oxide synthase (AOS) / hydroperoxide dehydrase / cytochrome P450 74A (CYP74A)	At5g42650.1	protein putative allene oxide synthase	Os03g55800	putative allene oxide synthase	hormone metabolism.jasmonate.synthesis-degradation.allene oxidase synthase	17_7_1_3

CUST_135542_PI403524517	2	0.118237495	0.048069954	-0.04054737	-0.16194534	0.040548325	-0.0934124	35_38018	"Cluster: Os10g0181200 protein; n=5; Oryza sativa (japonica cultivar-group)|Rep: Os10g0181200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IYQ0	CHR4V7|COORD:16599981..16605999| binding	AT4G34830.1	CHR10V5|COORD:5351623..5343540|protein expressed protein	LOC_Os10g10170.5	no descriptionvery weakly similar to (79.7)AT4G34830| Symbols:  | binding | chr4:16599981-16605999 REVERSE	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_111930_PI403524517	2	-0.004020691	-0.25205135	0.004020691	0.120536804	0.080815315	-0.088189125	35_31777	"Cluster: Os01g0526100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0526100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JM88	"CHR1V7|COORD:10790297..10792405| DRT111 (DNA-damage-repair/toleration protein 111); nucleic acid binding / nucleotide binding"	AT1G30480.1	CHR01V5|COORD:19174820..19178662|protein splicing factor 45, putative, expressed	LOC_Os01g34190.1	"no descriptionweakly similar to ( 144)AT1G30480| Symbols: DRT111 | DRT111 (DNA-damage-repair/toleration protein 111); nucleic acid binding / nucleotide binding | chr1:10790297-10792405 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Extensin_2 PRK07764 PRK12323 Tymo_45kd_70kd Atrophin-1 Drf_FH1 PRK07003 Pneumo_att_G PRK10819 HPC2 IER Totivirus_coat PRK05648 DUF566 DUF605 DUF1421 FAP GRASP55_65 tatB"	DNA.repair	28_2

CUST_120026_PI403524517	2	0.074858665	-0.27135754	-0.04288006	-0.05886841	0.04288006	0.20914459	35_33942	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_75785_PI403524517	2	0.025676727	0.0557518	-0.025676727	-0.07852745	0.033618927	-0.08036327	35_21726	"Cluster: Os02g0193500 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0193500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E354	"CHR3V7|COORD:19119332..19119682| similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD15397.1); similar to Os02g0193500 [Oryza sativa"	AT3G51500.1	CHR02V5|COORD:5207165..5208683|protein expressed protein	LOC_Os02g10010.2	"no descriptionvery weakly similar to (82.4)AT3G51500| Symbols:  | similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD15397.1); similar to Os02g0193500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001046170.1) | chr3:19119332-19119682 FORWARD"	not assigned.unknown	35_2

CUST_2533_PI404877155	2	-0.07474232	0.06316376	-0.104263306	0.025360107	-0.025359154	0.100652695	Contig12939_at	hypothetical protein~similar to Arabidopsis thaliana chromosome 1, At1g44760 [Oryza sativa (japonica cultivar-group)] dbj|BAB86230.1| hypoth	NP_915001.1	universal stress protein (USP) family protein	At1g44760.1	protein hypothetical protein	Os01g65440	universal stress protein (USP) family protein, contains Pfam profile PF00582: universal stress protein family	stress.abiotic.unspecified	20_2_99

CUST_120092_PI403524517	2	0.46878147	0.22104359	-0.14279842	-0.37422752	-0.63877296	0.14279747	35_33960	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_142881_PI403524517	2	-0.11645889	0.15819263	-0.0073080063	0.069422245	0.007308483	-0.21393108	35_40041	"Cluster: Os05g0478200 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0478200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DHB3	"CHR3V7|COORD:19142146..19143995| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G64385.1); similar to Os05g0478200 [Oryza sativa (japonica"	AT3G51580.1	CHR05V5|COORD:23431818..23436994|protein expressed protein	LOC_Os05g40040.1	no description	not assigned.unknown	35_2

CUST_32107_PI399408534	2	0.08868885	0.020673752	-0.020674229	0.090922356	-0.24486303	-0.18601322	35_29126	Rep: Transcription factor HBP-1a - Triticum aestivum (Wheat)	UniRef90_Q41556	CHR2V7|COORD:14930359..14933104| bZIP transcription factor family protein	AT2G35530.1	CHR03V5|COORD:7348755..7337204|protein transcription factor HBP-1a, putative, expressed	LOC_Os03g13614.3	no descriptionvery weakly similar to (78.2)AT2G35530| Symbols:  | bZIP transcription factor family protein | chr2:14930359-14933104 REVERSEnot assigned MFMR	RNA.regulation of transcription.bZIP transcription factor family	27_3_35

CUST_98831_PI403524517	2	-0.05650711	-0.14173746	-0.30490923	0.056507587	0.12762594	0.37854433	35_28210	Rep: OSIGBa0147H17.5 protein - Oryza sativa (Rice)	UniRef90_Q01JW8	CHR1V7|COORD:23351637..23354691| SPX (SYG1/Pho81/XPR1) domain-containing protein	AT1G63010.3	CHR04V5|COORD:28643500..28650030|protein beta-lactamase, class A, putative, expressed	LOC_Os04g48390.1	no descriptionmoderately similar to ( 224)AT1G63010| Symbols:  | SPX (SYG1/Pho81/XPR1) domain-containing protein | chr1:23351637-23354691 REVERSEnot assigned	not assigned.no ontology	35_1

CUST_133700_PI403524517	2	0.005007744	0.037816048	0.121831894	-0.026967049	-0.12974834	-0.005007744	35_37530	"Cluster: AAA-type ATPase family protein, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: AAA-type ATPase family protein, putative, express"	UniRef90_Q10LK8	CHR4V7|COORD:1082082..1088680| AAA-type ATPase family protein	AT4G02480.1	CHR03V5|COORD:12826447..12814979|protein ATP binding protein, putative, expressed	LOC_Os03g22420.2	no descriptionmoderately similar to ( 214)AT4G02480| Symbols:  | AAA-type ATPase family protein | chr4:1082082-1088680 REVERSEnot assigned	protein.degradation.AAA type	29_5_9

CUST_95028_PI403524517	2	0.13537264	0.16130686	-0.18835306	0.057677746	-0.3772359	-0.057677746	35_27157	"Cluster: SH3 domain containing protein, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: SH3 domain containing protein, expressed - Oryza sativa (jap"	UniRef90_Q10NM0	CHR2V7|COORD:3047620..3057096| SH3 domain-containing protein	AT2G07360.1	CHR03V5|COORD:8755236..8765107|protein SH3 domain containing protein, expressed	LOC_Os03g15900.2	no descriptionmoderately similar to ( 365)AT2G07360| Symbols:  | SH3 domain-containing protein | chr2:3047620-3057096 REVERSE	not assigned.no ontology	35_1

CUST_142404_PI403524517	2	0.2031517	0.24009562	-0.042941093	0.0042886734	-0.3497653	-0.0042886734	35_39915	0	0		0	CHR01V5|COORD:14495645..14489154|protein TPR Domain containing protein, expressed	LOC_Os01g25600.2	no description	not assigned.unknown	35_2

CUST_67484_PI403524517	2	0.095944405	0.23663998	0.087641716	-0.08764219	-0.10354376	-0.16480207	35_19272	"Cluster: Proline-rich mucin homolog; n=1; Mycobacterium tuberculosis|Rep: Proline-rich mucin homolog - Mycobacterium tuberculosis"	UniRef90_Q9XDH2	CHR5V7|COORD:23551169..23556691| actin binding	AT5G58160.1	CHR04V5|COORD:24705559..24701241|protein peroxidase 18 precursor, putative, expressed	LOC_Os04g42100.1	no descriptionnot assigned not assigned Atrophin-1	not assigned.unknown	35_2

CUST_112809_PI403524517	2	0.08166313	-0.12904596	0.0023446083	-0.044182777	0.030348778	-0.0023441315	35_32018	"Cluster: Phosphoglucan, water dikinase, chloroplast precursor; n=2; Oryza sativa|Rep: Phosphoglucan, water dikinase, chloroplast precursor - Oryza sativa (Rice)"	UniRef90_Q2QTC2	"CHR5V7|COORD:9261583..9267529| PWD (PHOSPHOGLUCAN WATER DIKINASE); catalytic"	AT5G26570.1	CHR12V5|COORD:11741860..11724731|protein chloroplast alpha-glucan water dikinase isoform 3, putative, expressed	LOC_Os12g20150.1	" no descriptionweakly similar to ( 112)AT5G26570| Symbols: ATGWD3, OK1, PWD | PWD (PHOSPHOGLUCAN WATER DIKINASE); catalytic | chr5:9261583-9267529 FORWARDweakly similar to ( 179)PWD_ORYSA"	major CHO metabolism.degradation.starch.glucan water dikinase	2_2_2_3

CUST_182793_PI403524517	2	0.02122116	0.5609293	0.18998623	-0.6705303	-0.44378233	-0.02122116	35_50808	"Cluster: Os01g0201100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0201100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JPU3	CHR3V7|COORD:5167257..5168889| glycosyltransferase family 14 protein / core-2/I-branching enzyme family protein	AT3G15350.1	CHR01V5|COORD:5504369..5506350|protein xylosyltransferase oxt, putative, expressed	LOC_Os01g10440.1	no descriptionvery weakly similar to (99.8)AT3G15350| Symbols:  | glycosyltransferase family 14 protein / core-2/I-branching enzyme family protein | chr3:5167257-5168889 FORWARDnot assigned Branch	misc.UDP glucosyl and glucoronyl transferases	26_2

CUST_101049_PI403524517	2	0.0457716	0.15525341	-0.38957787	0.054174423	-0.47350645	-0.045771122	35_28841	"Cluster: Putative sulfolipid synthase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative sulfolipid synthase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q84QB1	"CHR5V7|COORD:86906..89884| SQD2 (SULFOQUINOVOSYLDIACYLGLYCEROL 2); UDP-sulfoquinovose:DAG sulfoquinovosyltransferase/"	AT5G01220.1	CHR03V5|COORD:8716173..8720250|protein glycosyl transferase, group 1 family protein, putative, expressed	LOC_Os03g15840.1	" no descriptionweakly similar to ( 115)AT5G01220| Symbols: SQD2 | SQD2 (SULFOQUINOVOSYLDIACYLGLYCEROL 2); UDP-sulfoquinovose:DAG sulfoquinovosyltransferase/ transferase, transferring glycosyl groups | chr5:86906-89884 REVERSE"	lipid metabolism.glycolipid synthesis.sulfolipid synthase	11_10_4

CUST_137456_PI403524517	2	0.039494514	0.07074547	-0.09340954	-0.039494514	-0.081129074	0.08194065	35_38549	"Cluster: Os07g0576000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os07g0576000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D576	CHR3V7|COORD:3780047..3782886| prenyltransferase	AT3G11945.1	CHR07V5|COORD:23300758..23308009|protein prenyltransferase/ zinc ion binding protein, putative, expressed	LOC_Os07g38850.1	no description	not assigned.unknown	35_2

CUST_7821_PI399408534	2	0.0071372986	-0.5098562	0.047854424	-0.085261345	-0.007136345	0.015548706	35_6799	"Cluster: Putative C2H2 zinc-finger protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative C2H2 zinc-finger protein - Oryza sativa (japonica cultivar"	UniRef90_Q5Z4U6	"CHR2V7|COORD:11579665..11583435| SE (SERRATE); transcription factor"	AT2G27100.1	CHR06V5|COORD:29363557..29356514|protein expressed protein	LOC_Os06g48530.1	"no descriptionmoderately similar to ( 206)AT2G27100| Symbols: SE | SE (SERRATE); transcription factor | chr2:11579665-11583435 FORWARDnot assigned"	RNA.regulation of transcription.C2H2 zinc finger family	27_3_11

CUST_41812_PI403524517	2	-0.5138211	0.4009223	-0.50668955	0.5836711	-0.050033092	0.050033092	35_12015	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_40458_PI403524517	2	0.05654621	0.012299061	-0.028497696	0.059700012	-0.47842503	-0.012299061	35_11636	"Cluster: Putative Osnop; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Osnop - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5Z6I4	CHR1V7|COORD:827182..834996| C2 domain-containing protein / GRAM domain-containing protein	AT1G03370.1	CHR06V5|COORD:11045381..11053424|protein C2 domain containing protein, expressed	LOC_Os06g19400.1	no descriptionhighly similar to ( 514)AT1G03370| Symbols:  | C2 domain-containing protein / GRAM domain-containing protein | chr1:827182-834996 FORWARDnot assigned not assigned not assigned not assigned C2 GRAM C2 C2 C2_1 GRAM COG5038	not assigned.no ontology.C2 domain-containing protein	35_1_19

CUST_3606_PI404877155	2	-0.227664	-0.7333517	0.2083273	-0.02200985	0.02200985	0.17405987	Contig14139_at	P0013F10.1 [Oryza sativa (japonica cultivar-group)] dbj|BAB17056.1| P0013F10.1 [Oryza sativa (japonica cultivar-group)]	NP_916490.1	anion exchange family protein	At1g15460.1	protein Is a member of the PF	Os01g08040	NONE	transport.unspecified anions	34_18

CUST_60090_PI403524517	2	0.012464523	0.29584122	-0.20929241	-0.012465477	-0.0766058	0.118460655	35_17130	"Cluster: Hypothetical protein OJ1754_E06.24; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1754_E06.24 - Oryza sativa (japonica cultiv"	UniRef90_Q84TA5	CHR3V7|COORD:17104282..17106304| SEC14 cytosolic factor family protein / phosphoglyceride transfer family protein	AT3G46450.1	CHR03V5|COORD:34383367..34378288|protein CRAL/TRIO domain containing protein, expressed	LOC_Os03g60610.3	no descriptionmoderately similar to ( 386)AT3G46450| Symbols:  | SEC14 cytosolic factor family protein / phosphoglyceride transfer family protein | chr3:17104282-17106304 REVERSEnot assigned not assigned not assigned not assigned not assigned SEC14 SEC14 CRAL_TRIO	transport.misc	34_99

CUST_53303_PI403524517	2	-0.008746147	-0.29001617	-0.07239914	0.040963173	0.113780975	0.0087451935	35_15168	"Cluster: ATP synthase gamma chain, mitochondrial precursor; n=2; Ipomoea|Rep: ATP synthase gamma chain, mitochondrial precursor - Ipomoea batatas (Sweet potato)"	UniRef90_P26360	CHR2V7|COORD:14026055..14028124| ATP synthase gamma chain, mitochondrial (ATPC)	AT2G33040.1	CHR10V5|COORD:8360515..8365878|protein ATP synthase gamma chain, mitochondrial precursor, putative, expressed	LOC_Os10g17280.1	 no descriptionmoderately similar to ( 433)AT2G33040| Symbols:  | ATP synthase gamma chain, mitochondrial (ATPC) | chr2:14026055-14028124 REVERSEmoderately similar to ( 452)ATPG3_IPOBAATP synthase subunit gamma, mitochondrial precursor - Ipomoea batatas (Sweet potato) (Batate)not assigned ATP-synt PRK05621 AtpG 	mitochondrial electron transport / ATP synthesis.F1-ATPase	9_9

CUST_68822_PI403524517	2	0.059022903	-0.0012016296	-0.2161293	0.0012016296	0.25715542	-0.010842323	35_19689	"Cluster: Arm repeat-containing protein-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Arm repeat-containing protein-like protein - Oryza sativa"	UniRef90_Q6ZIQ0	CHR3V7|COORD:151927..152994| armadillo/beta-catenin repeat family protein	AT3G01400.1	CHR07V5|COORD:23910103..23911985|protein exodeoxyribonuclease V, putative, expressed	LOC_Os07g39880.2	no descriptionmoderately similar to ( 203)AT3G01400| Symbols:  | armadillo/beta-catenin repeat family protein | chr3:151927-152994 FORWARDvery weakly similar to (87.4)SPL11_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned ARM	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_127874_PI403524517	2	0.0125312805	0.7451067	0.16833878	-0.15474415	-0.012530804	-0.21362305	35_35957	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ASV3	CHR5V7|COORD:22399501..22400618| F-box family protein	AT5G55150.1	CHR03V5|COORD:29160516..29162777|protein F-box domain containing protein, expressed	LOC_Os03g51090.1	no description	not assigned.unknown	35_2

CUST_144957_PI403524517	2	-0.13296747	0.0879426	0.3735881	0.39145088	-0.34271717	-0.08794212	35_40597	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_154738_PI403524517	2	0.01996231	0.24363804	0.022805214	-0.124759674	-0.019961357	-0.15726376	35_43231	"Cluster: 10-deacetylbaccatin III-10-O-acetyl transferase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: 10-deacetylbaccatin III-10-O-acetyl transferase-"	UniRef90_Q9FTH0	CHR3V7|COORD:23025308..23026783| transferase family protein	AT3G62160.1	CHR01V5|COORD:24723659..24721905|protein 10-deacetylbaccatin III 10-O-acetyltransferase, putative, expressed	LOC_Os01g42870.1	no descriptionvery weakly similar to (53.9)AT3G62160| Symbols:  | transferase family protein | chr3:23025308-23026783 REVERSEnot assigned	not assigned.no ontology	35_1

CUST_115792_PI403524517	2	0.22247219	0.047934532	-0.047935486	-0.15641308	-0.06743622	0.071541786	35_32836	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_49024_PI403524517	2	0.036302567	-0.34861755	-0.021026611	0.021026611	-0.02427864	0.0291996	35_13994	Rep: Histone H2B.4 - Triticum aestivum (Wheat)	UniRef90_Q43215	CHR2V7|COORD:15743910..15744326| histone H2B, putative	AT2G37470.1	CHR01V5|COORD:2845932..2841231|protein core histone H2A/H2B/H3/H4 family protein, expressed	LOC_Os01g05970.1	 no descriptionweakly similar to ( 176)AT5G22880| Symbols:  | histone H2B, putative | chr5:7652133-7652570 REVERSEweakly similar to ( 184)H2B1_WHEATHistone H2B.1 - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned H2B Histone TT_ORF1 Protamine_P1 Tymo_45kd_70kd 	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_77787_PI403524517	2	0.27481174	-0.102892876	0.07457924	0.017982483	-0.033830643	-0.01798153	35_22300	"Cluster: UbiE/COQ5 methyltransferase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: UbiE/COQ5 methyltransferase-like - Oryza sativa (japonica"	UniRef90_Q6Z2U2	CHR1V7|COORD:26135156..26136597| methyltransferase	AT1G69526.2	CHR02V5|COORD:31204320..31206791|protein S-adenosylmethionine-dependent methyltransferase/ methyltransferase, putative, expressed	LOC_Os02g51030.1	no descriptionmoderately similar to ( 216)AT1G69526| Symbols:  | methyltransferase | chr1:26135156-26136597 FORWARDvery weakly similar to (55.8)SMT2_ORYSAnot assigned not assigned Methyltransf_11 PRK08317 UbiE ubiE arsM Ubie_methyltran SmtA UbiG Methyltransf_12	not assigned.no ontology	35_1

CUST_95871_PI403524517	2	0.16271019	-0.10277748	-0.025261879	0.06067276	-0.0598526	0.025261879	35_27392	"Cluster: Hypothetical protein OSJNBb0023M11.12; n=1; Oryza sativa|Rep: Hypothetical protein OSJNBb0023M11.12 - Oryza sativa (Rice)"	UniRef90_Q8S6I1	0	0	CHR10V5|COORD:10323633..10321963|protein expressed protein	LOC_Os10g21020.1	no description	not assigned.unknown	35_2

CUST_28529_PI403524517	2	0.12961102	-0.11086273	0.009785652	-0.009785652	-0.02725792	0.05544567	35_8244	"Cluster: Expressed protein; n=4; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q33AZ7	CHR4V7|COORD:18085027..18090840| similar to Hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:AAM46049.1)	AT4G38750.1	CHR10V5|COORD:3408248..3416654|protein expressed protein	LOC_Os10g06610.1	no descriptionmoderately similar to ( 243)AT4G38750| Symbols:  | similar to Hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:AAM46049.1) | chr4:18085027-18090840 REVERSE	not assigned.unknown	35_2

CUST_102126_PI403524517	2	0.1480546	0.44398403	0.081878185	-0.19970703	-0.18630219	-0.08187771	35_29138	"Cluster: Probable membrane-associated 30 kDa protein, chloroplast precursor; n=2; Oryza sativa|Rep: Probable membrane-associated 30 kDa protein, chloroplast"	UniRef90_Q8S0J7	CHR1V7|COORD:24239992..24244091| PTAC4 (PLASTID TRANSCRIPTIONALLY ACTIVE4)	AT1G65260.1	CHR01V5|COORD:39242341..39237841|protein membrane-associated 30 kDa protein, chloroplast precursor, putative, expressed	LOC_Os01g67000.1	no descriptionmoderately similar to ( 204)AT1G65260| Symbols: PTAC4 | PTAC4 (PLASTID TRANSCRIPTIONALLY ACTIVE4) | chr1:24239992-24244091 FORWARDmoderately similar to ( 291)IM30_ORYSAPspA PspA_IM30 PRK10698	not assigned.no ontology	35_1

CUST_83073_PI403524517	2	0.12562275	-0.2690363	0.027139664	-0.027140617	0.049693108	-0.03701687	35_23820	"Cluster: Nucleotide pyrophosphatase precursor; n=2; Oryza sativa|Rep: Nucleotide pyrophosphatase precursor - Oryza sativa (Rice)"	UniRef90_Q42974	CHR4V7|COORD:14538073..14539563| type I phosphodiesterase/nucleotide pyrophosphatase family protein	AT4G29680.1	CHR01V5|COORD:5215344..5217200|protein ectonucleotide pyrophosphatase/phosphodiesterase 1, putative, expressed	LOC_Os01g10020.1	no descriptionweakly similar to ( 171)AT4G29680| Symbols:  | type I phosphodiesterase/nucleotide pyrophosphatase family protein | chr4:14538073-14539563 REVERSEnot assigned Phosphodiest	nucleotide metabolism.phosphotransfer and pyrophosphatases.misc	23_4_99

CUST_60333_PI403524517	2	0.20689964	0.25037098	-0.0922842	-0.09726906	-0.037566185	0.03756714	35_17198	"Cluster: Presenilin stabilization factor-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Presenilin stabilization factor-like - Oryza sativa (japonica cu"	UniRef90_Q6EST3	CHR2V7|COORD:13406386..13408048| protein binding	AT2G31440.1	CHR02V5|COORD:9902627..9907886|protein gamma-secretase subunit APH-1B, putative, expressed	LOC_Os02g17280.1	no descriptionmoderately similar to ( 291)AT2G31440| Symbols:  | protein binding | chr2:13406386-13408048 REVERSEnot assigned Aph-1	not assigned.no ontology	35_1

CUST_180097_PI403524517	2	0.025903702	-0.431942	-3.4999847E-4	-0.13212585	0.1591835	3.5095215E-4	35_50086	"CAB76036.1; n=1; Arabidopsis thaliana|Rep: Emb|CAB76036.1 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9FHS4	CHR5V7|COORD:17364795..17365607| endo/excinuclease amino terminal domain-containing protein	AT5G43210.1	CHR12V5|COORD:2125725..2123538|protein holiday junction resolvase, S1x1p, URI domain nuclease, putative, expressed	LOC_Os12g04934.1	no descriptionweakly similar to ( 133)AT5G43210| Symbols:  | endo/excinuclease amino terminal domain-containing protein | chr5:17364795-17365607 FORWARDnot assigned not assigned GIY-YIG COG2827	not assigned.unknown	35_2

CUST_160180_PI403524517	2	-0.050251007	-0.38247538	0.050251007	0.33606339	-0.19399834	0.15779495	35_44699	"Cluster: Nuclear movement protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Nuclear movement protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8W065	CHR5V7|COORD:23743162..23744754| nuclear movement family protein	AT5G58740.1	CHR01V5|COORD:27663108..27666211|protein nudC domain-containing protein 2, putative, expressed	LOC_Os01g47770.2	no descriptionweakly similar to ( 123)AT5G58740| Symbols:  | nuclear movement family protein | chr5:23743162-23744754 REVERSEnot assigned	not assigned.no ontology	35_1

CUST_154_PI404877155	2	0.06581879	-0.37152958	-0.0063114166	0.0063114166	0.1183815	-0.011518478	Contig10017_at	putative GTP-binding protein [Oryza sativa (japonica cultivar-group)] dbj|BAB89540.1| putative GTP-binding protein [Oryza sativa (japonica	NP_916146.1	elongation factor family protein	At2g31060.1	protein Elongation factor Tu GTP binding domain, putative	Os01g54910	elongation factor family protein, contains Pfam profiles: PF00009 elongation factor Tu GTP binding domain, PF00679 elongation factor G C-terminus, PF03144 elongation factor Tu domain 2 or  similar to elongation factor family protein [Arabidopsis thaliana]	signalling.G-proteins	30_5

CUST_160410_PI403524517	2	-0.0029435158	-0.22137308	0.0038604736	0.2257595	-0.011789799	0.002943039	35_44762	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_24371_PI403524517	2	0.086678505	0.2899332	-0.0354414	-0.08122349	-0.4665451	0.0354414	35_7071	"Cluster: Expressed protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q75KV5	CHR1V7|COORD:21079604..21082273| CwfJ-like family protein	AT1G56290.1	CHR03V5|COORD:30337025..30342405|protein CWF19L2 protein, putative, expressed	LOC_Os03g52980.1	no descriptionmoderately similar to ( 306)AT1G56290| Symbols:  | CwfJ-like family protein | chr1:21079604-21082273 FORWARDnot assigned not assigned CwfJ_C_1 CwfJ_C_2	not assigned.no ontology	35_1

CUST_49938_PI403524517	2	-0.053094864	0.09361839	0.18501854	-0.051477432	-0.62996197	0.051478386	35_14256	"Cluster: Hypothetical protein P0498H04.25; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0498H04.25 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6ZCC4	CHR1V7|COORD:2684343..2685398| similar to hypothetical protein 13 [Plantago major] (GB:CAJ34821.1)	AT1G08480.1	CHR08V5|COORD:677788..676216|protein rickettsia 17 kDa surface antigen family protein, expressed	LOC_Os08g02080.1	no descriptionweakly similar to ( 120)AT1G08480| Symbols:  | similar to hypothetical protein 13 [Plantago major] (GB:CAJ34821.1) | chr1:2684343-2685398 FORWARDnot assigned not assigned not assigned	not assigned.unknown	35_2

CUST_146525_PI403524517	2	-0.51022863	0.63147974	0.05553484	-0.05553484	-0.16463852	0.13559389	35_41015	Rep: Putative beta-ketoacyl-CoA synthase - Oryza sativa (japonica cultivar-group)	UniRef90_Q69X62	CHR2V7|COORD:11337172..11338701| beta-ketoacyl-CoA synthase, putative	AT2G26640.1	CHR06V5|COORD:23607741..23610100|protein fatty acid elongase, putative, expressed	LOC_Os06g39750.3	 no descriptionmoderately similar to ( 301)AT2G26640| Symbols:  | beta-ketoacyl-CoA synthase, putative | chr2:11337172-11338701 FORWARDCHS_like FAE1_CUT1_RppA BcsA ACP_syn_III_C 	lipid metabolism.FA synthesis and FA elongation.beta ketoacyl CoA synthase	11_1_10

CUST_57418_PI403524517	2	-0.024401665	0.0753994	-0.09689331	0.15378189	0.024402618	-0.025439262	35_16372	"Cluster: 27k vesicle-associated membrane protein-associated protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: 27k vesicle-associated membrane"	UniRef90_Q6YZ10	"CHR5V7|COORD:21975582..21977593| ATMAMI (ARABIDOPSIS THALIANA MEMBRANE-ASSOCIATED MANNITOL-INDUCED); structural molecule"	AT5G54110.1	CHR08V5|COORD:2299465..2302231|protein structural molecule, putative, expressed	LOC_Os08g04620.1	"no descriptionmoderately similar to ( 271)AT5G54110| Symbols: ATMAMI | ATMAMI (ARABIDOPSIS THALIANA MEMBRANE-ASSOCIATED MANNITOL-INDUCED); structural molecule | chr5:21975582-21977593 FORWARDnot assigned Motile_Sperm SCS2"	cell. vesicle transport	31_4

CUST_63962_PI403524517	2	-0.01321888	0.18300056	-0.040751457	-0.012753487	0.027856827	0.012752533	35_18269	"Cluster: H0805A05.14 protein; n=2; Oryza sativa|Rep: H0805A05.14 protein - Oryza sativa (Rice)"	UniRef90_Q01IF6	CHR1|COORD:4615810..4618326| serine/threonine protein phosphatase 2A (PP2A) regulatory subunit B', putative, similar to SWISS-PROT:Q28653 serine/threonine prote	AT1G13460.2	CHR04V5|COORD:24028655..24024818|protein transposon protein, putative, unclassified, expressed	LOC_Os04g40860.1	 no descriptionhighly similar to ( 687)AT1G13460| Symbols:  | serine/threonine protein phosphatase 2A (PP2A) regulatory subunit B', putative | chr1:4616501-4618177 FORWARDnot assigned B56 	protein.postranslational modification	29_4

CUST_55491_PI403524517	2	0.015208244	0.3913889	0.061930656	-0.13882351	-0.10909939	-0.015208244	35_15796	"Cluster: Putative histidine-rich Ca2+-binding protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative histidine-rich Ca2+-binding protein - Oryza sat"	UniRef90_Q9LGP3	0	0	CHR01V5|COORD:1167932..1165449|protein sarcoplasmic reticulum histidine-rich calcium-binding protein precursor, putative, expressed	LOC_Os01g03060.3	no description	not assigned.unknown	35_2

CUST_86020_PI403524517	2	0.067952156	0.82629204	-0.050061226	-0.2630844	0.05006218	-0.25956917	35_24637	"Cluster: Hypothetical protein P0682B08.2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0682B08.2 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q5JL40	CHR5V7|COORD:23551169..23556691| actin binding	AT5G58160.1	CHR05V5|COORD:1837693..1841560|protein expressed protein	LOC_Os05g04150.2	no description	not assigned.unknown	35_2

CUST_121094_PI403524517	2	-0.055422783	0.43375492	-0.035604477	-0.0067338943	0.0067329407	0.061688423	35_34211	Rep: S222 - Triticum aestivum (Wheat)	UniRef90_Q9ZTU6	CHR5V7|COORD:4302083..4304215| transaldolase, putative	AT5G13420.1	CHR02V5|COORD:22681426..22686411|protein glycerophosphoryl diester phosphodiesterase family protein, putative, expressed	LOC_Os02g37590.1	 no descriptionweakly similar to ( 108)AT5G13420| Symbols:  | transaldolase, putative | chr5:4302083-4304215 REVERSEnot assigned not assigned PRK03343 Transaldolase_like PRK09533 	lipid metabolism.lipid degradation.lysophospholipases.glycerophosphodiester phosphodiesterase	11_9_3_3

CUST_27897_PI403524517	2	0.33494663	0.4676056	-0.18877935	-0.086940765	0.08694029	-0.30851603	35_8066	"Cluster: Putative disrupted in bipolar disorder 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative disrupted in bipolar disorder 1 - Oryza sativa (jap"	UniRef90_Q5QNA3	CHR1V7|COORD:5779255..5782296| sugar binding / transferase, transferring glycosyl groups	AT1G16900.1	CHR01V5|COORD:5908305..5913621|protein alpha-1,2-mannosyltransferase ALG9, putative, expressed	LOC_Os01g11070.1	 no descriptionmoderately similar to ( 243)AT1G16900| Symbols:  | sugar binding / transferase, transferring glycosyl groups | chr1:5779255-5782296 REVERSEnot assigned Glyco_transf_22 	protein.postranslational modification	29_4

CUST_14242_PI403524517	2	0.02534008	0.74561787	0.00880909	-0.00880909	-0.1456585	-0.030273438	35_4085	"Cluster: Hypothetical protein P0455F03.29; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0455F03.29 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6Z134	CHR3|COORD:19321511..19323264| expressed protein, contains Pfam profile PF03267: Arabidopsis protein of unknown function, DUF266	AT3G52060.2	CHR07V5|COORD:3150948..3148243|protein expressed protein	LOC_Os07g06490.1	" no descriptionmoderately similar to ( 319)AT3G52060| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G22070.1); similar to Protein of unknown function DUF266, plant [Medicago truncatula] (GB:ABE91847.1); similar to Os03g0648100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001050776.1); similar to Protein of unknown function DUF266, plant [Medicago truncatula] (GB:ABE78946.1); contains InterPro domain Protein of unknown function DUF266, plant; (InterPro:IPR004949) | chr3:19321965-19323005 REVERSEnot assigned not assigned not assigned not assigned DUF266 PRK12323 PRK07764 PRK07003 "	not assigned.unknown	35_2

CUST_31414_PI403524517	2	0.02519083	0.047009468	-0.023919582	0.023919106	-0.45445728	-0.23885345	35_9068	Rep: Osr40g2 protein - Oryza sativa (Rice)	UniRef90_O24212	CHR2V7|COORD:16310505..16312414| hydroxyproline-rich glycoprotein family protein	AT2G39050.1	CHR07V5|COORD:28991021..28993230|protein expressed protein	LOC_Os07g48460.1	no descriptionweakly similar to ( 193)AT2G39050| Symbols:  | hydroxyproline-rich glycoprotein family protein | chr2:16310505-16312414 FORWARDnot assigned not assigned not assigned	not assigned.no ontology.hydroxyproline rich proteins	35_1_41

CUST_112623_PI403524517	2	0.10106468	0.0877285	0.1070261	-0.26507568	-0.08772755	-0.19701195	35_31968	"Cluster: Os01g0274800 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0274800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JNP4	"CHR2V7|COORD:18433973..18435241| CKB4 (CASEIN KINASE II BETA SUBUNIT 4); protein kinase CK2/ protein kinase CK2 regulator"	AT2G44680.1	CHR01V5|COORD:42602391..42607415|protein serine/arginine repetitive matrix protein 1, putative, expressed	LOC_Os01g72890.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_5281_PI403524517	2	-0.7921624	1.7617483	0.027558327	-0.027558327	-0.581429	0.28294563	35_1459	Rep: UDP-D-glucose epimerase 1 - Hordeum vulgare (Barley)	UniRef90_Q58IJ6	"CHR4V7|COORD:12431426..12433676| UGE2 (UDP-D-glucose/UDP-D-galactose 4-epimerase 2); UDP-glucose 4-epimerase/ protein dimerization"	AT4G23920.1	CHR05V5|COORD:29548701..29552580|protein UDP-glucose 4-epimerase GEPI48, putative, expressed	LOC_Os05g51670.1	"no descriptionhighly similar to ( 535)AT4G23920| Symbols: UGE2 | UGE2 (UDP-D-glucose/UDP-D-galactose 4-epimerase 2); UDP-glucose 4-epimerase/ protein dimerization | chr4:12431426-12433676 FORWARDmoderately similar to ( 447)GALE1_PEAUDP-glucose 4-epimerase - Pisum sativum (Garden pea)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned GalE PRK10675 Epimerase WcaG RfbB PRK10084 PRK10217 Gmd COG1086 Polysacc_synt_2 RmlD_sub_bind RfbD 3Beta_HSD adh_short rfaD fabG COG3320 NAD_binding_4 fabG COG0702 KR"	cell wall.precursor synthesis.UGE	10_1_2

CUST_14088_PI404877155	2	0.033369064	0.21340847	-0.13759422	-0.03336811	-0.080631256	0.054104805	Contig7904_at	putative sulfolipid synthase [Oryza sativa (japonica cultivar-group)] gb|AAP06834.1| putative sulfolipid synthase [Oryza sativa (japonica	NP_912342.1	UDP-sulfoquinovose:DAG sulfoquinovosyltransferase / sulfolipid synthase (SQD2)	At5g01220.1	protein glycosyl transferase, group 1 family protein, putative	Os03g15840	putative sulfolipid synthase	lipid metabolism.glycolipid synthesis	11_10

CUST_52890_PI403524517	2	0.009566307	-0.40760517	0.063378334	0.16432095	-0.04996872	-0.009566307	35_15062	Rep: Cathepsin B - Triticum aestivum (Wheat)	UniRef90_Q03107	CHR1V7|COORD:455816..457974| cathepsin B-like cysteine protease, putative	AT1G02305.1	CHR05V5|COORD:14083307..14089202|protein cathepsin B-like cysteine proteinase 3 precursor, putative, expressed	LOC_Os05g24550.6	 no descriptionmoderately similar to ( 238)AT1G02305| Symbols:  | cathepsin B-like cysteine protease, putative | chr1:455816-457974 FORWARDvery weakly similar to (75.1)CYSP2_MAIZECysteine proteinase 2 precursor - Zea mays (Maize)not assigned not assigned not assigned Peptidase_C1A_CathepsinB Peptidase_C1 Pept_C1 Peptidase_C1A Peptidase_C1A_CathepsinC Peptidase_C1A_CathepsinX Peptidase_C1 	protein.degradation.cysteine protease	29_5_3

CUST_108684_PI403524517	2	-0.15260887	-0.26607513	0.0530653	0.091189384	0.06864166	-0.0530653	35_30908	"Cluster: Hypothetical protein P0436E04.19; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0436E04.19 - Oryza sativa (japonica cultivar-g"	UniRef90_Q9FTY4	CHR2V7|COORD:16310505..16312414| hydroxyproline-rich glycoprotein family protein	AT2G39050.1	CHR01V5|COORD:223699..226131|protein stress responsive protein, putative, expressed	LOC_Os01g01450.2	no descriptionvery weakly similar to (84.0)AT2G39050| Symbols:  | hydroxyproline-rich glycoprotein family protein | chr2:16310505-16312414 FORWARD	not assigned.no ontology.hydroxyproline rich proteins	35_1_41

CUST_65446_PI403524517	2	0.13872719	-0.08239651	-0.14298725	0.03841591	-0.038416862	0.11639595	35_18685	"Cluster: Hypothetical protein OJ1695_D07.22; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1695_D07.22 - Oryza sativa (japonica cultiv"	UniRef90_Q69QY7	"CHR2V7|COORD:5012226..5015222| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G25270.1); similar to H0306F03.12 [Oryza sativa (indica"	AT2G12400.1	CHR02V5|COORD:34035611..34040395|protein expressed protein	LOC_Os02g55590.1	"no descriptionhighly similar to ( 513)AT2G12400| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G25270.1); similar to H0306F03.12 [Oryza sativa (indica cultivar-group)] (GB:CAH68245.1); similar to Os04g0644000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001054054.1); similar to Os02g0799300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001048408.1) | chr2:5012226-5015222 REVERSETweety"	not assigned.unknown	35_2

CUST_147073_PI403524517	2	-0.15969849	0.4189911	0.12051582	-0.008377075	0.008378029	-0.16908836	35_41165	"Cluster: Putative cell death-related protein SPL11; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative cell death-related protein SPL11 - Oryza sativa (j"	UniRef90_Q5VRH9	CHR3V7|COORD:20332502..20334826| armadillo/beta-catenin repeat family protein / U-box domain-containing family protein	AT3G54850.1	CHR06V5|COORD:184692..190452|protein spotted leaf protein 11, putative, expressed	LOC_Os06g01304.2	no descriptionmoderately similar to ( 263)AT3G54850| Symbols:  | armadillo/beta-catenin repeat family protein / U-box domain-containing family protein | chr3:20332502-20334826 FORWARDmoderately similar to ( 249)SPL11_ORYSAnot assigned not assigned not assigned ARM Arm	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_27119_PI399408534	2	-0.05654955	0.13178158	0.027135849	-0.027135849	-0.12020302	0.073963165	35_15124	"Cluster: TonB box, N-terminal; Like-Sm ribonucleoprotein-related, core; n=3; rosids|Rep: TonB box, N-terminal; Like-Sm ribonucleoprotein-related, core - Medicag"	UniRef90_Q2HTF4	CHR3V7|COORD:3621632..3622480| small nuclear ribonucleoprotein G, putative / snRNP-G, putative / Sm protein G, putative	AT3G11500.1	CHR03V5|COORD:16896140..16898314|protein small nuclear ribonucleoprotein G, putative, expressed	LOC_Os03g29740.1	 no descriptionweakly similar to ( 147)AT3G11500| Symbols:  | small nuclear ribonucleoprotein G, putative / snRNP-G, putative / Sm protein G, putative | chr3:3621632-3622480 REVERSEweakly similar to ( 130)RUXG_MEDSAProbable small nuclear ribonucleoprotein G - Medicago sativa (Alfalfa)not assigned not assigned not assigned not assigned not assigned Sm_G Sm LSM LSm7 LSM1 Sm_like archeal_Sm1 UQ_con LSm8 COG5078 UBCc UBCc LSm1 PRK00737 Sm_E 	RNA.processing	27_1

CUST_56361_PI403524517	2	-0.02632618	-0.14925575	0.09846115	-0.03514099	0.026325226	0.09846115	35_16045	"Cluster: Putative NADH-ubiquinone oxidoreductase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative NADH-ubiquinone oxidoreductase - Oryza sativa (japon"	UniRef90_Q6L4W7	CHR4V7|COORD:1134586..1136906| NADH-ubiquinone oxidoreductase 24 kDa subunit, putative	AT4G02580.1	CHR05V5|COORD:25131326..25134654|protein NADH-ubiquinone oxidoreductase 24 kDa subunit, mitochondrial precursor, putative, expressed	LOC_Os05g43360.1	 no descriptionmoderately similar to ( 399)AT4G02580| Symbols:  | NADH-ubiquinone oxidoreductase 24 kDa subunit, putative | chr4:1134586-1136906 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Complex1_24kDa PRK07539 NuoE PRK12373 TRX_Fd_NuoE PRK07571 TRX_Fd_family PRK05988 TRX_Fd_NuoE_hoxF Extensin_2 PRK12323 	mitochondrial electron transport / ATP synthesis.NADH-DH.localisation not clear	9_1_2

CUST_72315_PI403524517	2	0.15179157	-0.048662186	0.015990257	-0.009235382	-0.13184834	0.009235382	35_20725	"Cluster: Putative pectin-glucuronyltransferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative pectin-glucuronyltransferase - Oryza sativa (japonica"	UniRef90_Q6ZIF8	CHR4V7|COORD:17867495..17869125| exostosin family protein	AT4G38040.1	CHR02V5|COORD:4841902..4838489|protein exostosin-like, putative, expressed	LOC_Os02g09430.1	no descriptionhighly similar to ( 622)AT4G38040| Symbols:  | exostosin family protein | chr4:17867495-17869125 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Exostosin	misc.UDP glucosyl and glucoronyl transferases	26_2

CUST_112571_PI403524517	2	-0.09974289	-0.07178974	-0.011164665	0.24156189	0.13440323	0.011163712	35_31953	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_84679_PI403524517	2	0.21797466	-0.05943203	0.12601566	-0.10755062	0.059432983	-0.089286804	35_24264	"Cluster: Hypothetical protein P0453D01.16-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0453D01.16-1 - Oryza sativa (japonica cultiv"	UniRef90_Q6Z9X3	"CHR2V7|COORD:14826288..14828409| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G45030.2); similar to Os08g0407200 [Oryza sativa (japonica"	AT2G35155.1	CHR08V5|COORD:19331097..19336505|protein expressed protein	LOC_Os08g31470.2	" no descriptionmoderately similar to ( 365)AT2G35155| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G45030.2); similar to Os08g0407200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001061775.1); similar to OSIGBa0126B18.9 [Oryza sativa (indica cultivar-group)] (GB:CAH66916.1); similar to OSJNBa0008M17.6 [Oryza sativa (japonica cultivar-group)] (GB:CAD41791.2); contains InterPro domain Peptidase, trypsin-like serine and cysteine; (InterPro:IPR009003) | chr2:14826288-14828409 REVERSE"	not assigned.unknown	35_2

CUST_31662_PI403524517	2	0.011968613	0.32554054	-0.04327488	-0.10654068	-0.011968613	0.08903694	35_9136	"Cluster: ALG2-interacting protein X-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: ALG2-interacting protein X-like - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6H5V3	CHR1V7|COORD:5206212..5209843| hydroxyproline-rich glycoprotein family protein	AT1G15130.1	CHR02V5|COORD:25589280..25586057|protein vacuolar protein-sorting protein bro1, putative, expressed	LOC_Os02g42580.1	no description	not assigned.unknown	35_2

CUST_10802_PI404877155	2	-0.0024557114	0.6294117	0.1420393	-0.14989376	-0.12481499	0.0024547577	Contig4552_s_at	P0456E05.13 [Oryza sativa (japonica cultivar-group)]	BAB92614.1	0	0	protein hypothetical protein	Os01g68130	NONE	RNA.regulation of transcription	27_3

CUST_76111_PI403524517	2	-0.05709362	0.21731186	0.024820328	-0.016280174	0.016281128	-0.04451561	35_21819	"Cluster: Protein kinase family protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Protein kinase family protein, putative, expressed"	UniRef90_Q2QXA8	CHR4V7|COORD:17999426..18003545| protein kinase family protein	AT4G38470.1	CHR12V5|COORD:3242709..3235061|protein ATP binding protein, putative, expressed	LOC_Os12g06670.1	no descriptionmoderately similar to ( 252)AT4G38470| Symbols:  | protein kinase family protein | chr4:17999426-18003545 FORWARDvery weakly similar to (93.6)NORK_MEDTRNodulation receptor kinase precursor - Medicago truncatula (Barrel medic)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pkinase_Tyr TyrKc PTKc S_TKc S_TKc Pkinase PTKc_Tec_like PTKc_Csk_like PTKc_Fes_like PTKc_Src_like PTKc_Jak_rpt2 PTKc_Itk PTKc_Fer PTKc_Srm_Brk PTKc_Frk_like PTKc_Chk PTKc_Abl PTKc_Tec_Rlk PTKc_Hck PTKc_FAK PTKc_InsR_like PTKc_FGFR PTKc_Btk_Bmx PTKc_Lyn PTKc_Met_Ron PTKc_Csk PTKc_Tie2 PTKc_Syk_like PTKc_Lck_Blk PTKc_EGFR_like PTKc_PDGFR PTKc_EphR PTKc_Fes PTKc_Ack_like PTKc_Jak1_rpt2 PTKc_Musk PTKc_c-ros PTKc_Tie1 PTKc_Tyk2_rpt2 PTKc_RET PTKc_Axl_like PTKc_Tie PTKc_Jak2_Jak3_rpt2 PTKc_Fyn_Yrk PTKc_VEGFR PTKc_FGFR4 PTKc_Src PTKc_Syk PTKc_Yes PTKc_Tyro3 PTKc_Kit PTKc_VEGFR2 PTK_CCK4 PTK_Ryk PTKc_FGFR1 PTKc_VEGFR3 PTKc_Trk PTK_HER3 PTKc_Axl PTKc_DDR PTKc_TrkA PTKc_FGFR3 PTKc_HER4 PTKc_HER2 PTKc_EphR_A2 PTKc_ALK_LTK PTKc_EphR_A PTKc_PDGFR_beta PTKc_EGFR PTKc_PDGFR_alpha PTKc_CSF-1R PTKc_Zap-70 PTKc_FGFR2 PTKc_Ror PTKc_IGF-1R PTKc_InsR PTKc_EphR_B PTKc_Ror1 SPS1 PTKc_TrkC PTKc_EphR_A10 PTKc_TrkB PTKc_DDR1 PTKc_DDR2 PTKc_DDR_like PTKc_Ror2 PTK_Jak_rpt1 PTKc_Aatyk PTKc_Aatyk1_Aatyk3 PTKc_Aatyk2 PTK_Jak1_rpt1 PTK_Jak2_Jak3_rpt1 KIND PTK_Tyk2_rpt1	protein.postranslational modification	29_4

CUST_49532_PI403524517	2	0.10161877	-0.043349743	-0.007372856	0.086461544	-0.38034725	0.0073723793	35_14126	Rep: Heat shock protein 82 - Zea mays (Maize)	UniRef90_Q08277	"CHR5V7|COORD:21369768..21372373| HSP81-1 (HEAT SHOCK PROTEIN 81-1); ATP binding / unfolded protein binding"	AT5G52640.1	CHR04V5|COORD:473779..476603|protein heat shock protein 82, putative, expressed	LOC_Os04g01740.1	" no descriptionmoderately similar to ( 384)AT5G52640| Symbols: ATHSP90.1, ATHS83, HSP81.1, HSP81-1, HSP83 | HSP81-1 (HEAT SHOCK PROTEIN 81-1); ATP binding / unfolded protein binding | chr5:21369768-21372373 FORWARDmoderately similar to ( 399)HSP82_MAIZEHeat shock protein 82 - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned HSP90 PRK05218 HtpG DUF566 Herpes_BLLF1 PRK07003 "	stress.abiotic.heat	20_2_1

CUST_45101_PI403524517	2	0.35664368	0.12133312	-0.12133217	-0.31945705	-0.33594513	0.24641228	35_12930	"Cluster: Os03g0769000 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os03g0769000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DN81	0	0	CHR03V5|COORD:31768626..31764449|protein ternary complex factor MIP1, putative, expressed	LOC_Os03g55890.1	no description	not assigned.unknown	35_2

CUST_592_PI399407379	2	-0.06654453	-0.34875584	0.0021944046	-0.0021953583	0.15439034	0.03651905	HvBG2									

CUST_16714_PI399408534	2	0.33755255	0.16278744	0.094198704	-0.094198704	-0.6310029	-0.13374186	35_32460	"Cluster: Os03g0283800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os03g0283800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DSW7	CHR3V7|COORD:20400255..20405690| RabGAP/TBC domain-containing protein	AT3G55020.1	CHR01V5|COORD:36120777..36111311|protein TBC domain containing protein, expressed	LOC_Os01g61860.1	no descriptionvery weakly similar to (82.4)AT3G55020| Symbols:  | RabGAP/TBC domain-containing protein | chr3:20400255-20405690 REVERSE	signalling.G-proteins	30_5

CUST_78751_PI403524517	2	0.0021781921	0.14787102	-0.0021781921	-0.06896591	0.066477776	-0.20703602	35_22580	"Cluster: Diadenosine tetraphosphatase and related serine/threonine protein phosphatases-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Diadenosine tetra"	UniRef90_Q5SMM1	"CHR5V7|COORD:23567509..23569198| similar to Metallophosphoesterase [Crocosphaera watsonii WH 8501] (GB:ZP_00514094.1); similar to Os06g0182400 [Oryza"	AT5G58200.1	CHR06V5|COORD:4086965..4091246|protein metallophosphoesterase, putative, expressed	LOC_Os06g08390.1	"no descriptionweakly similar to ( 167)AT5G58200| Symbols:  | similar to Metallophosphoesterase [Crocosphaera watsonii WH 8501] (GB:ZP_00514094.1); similar to Os06g0182400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001056984.1); contains domain Metallo-dependent phosphatases (SSF56300) | chr5:23567509-23569198 FORWARD"	not assigned.unknown	35_2

CUST_8327_PI404877155	2	-0.01751709	0.22496796	-0.059384346	-0.011990547	0.011991501	0.11763477	Contig24661_at	0	XP_356673.1	0	0	0	0	gi|22535581|dbj|BAC10756.1| OSJNBb0053G03.5	RNA.regulation of transcription.Polycomb Group (PcG)	27_3_65

CUST_1046_PI404877155	2	-0.15467453	0.25726986	0.017499924	-0.090229034	0.010429382	-0.010429382	Contig11064_at	phosphoribosylanthranilate isomerase [Arabidopsis thaliana]	AAD38135.1	phosphoribosylanthranilate isomerase 1 (PAI1)	At1g07780.1	protein phosphoribosylanthranilate isomerase	Os02g16630	1 phosphoribosylanthranilate isomerase	amino acid metabolism.synthesis.aromatic aa.tryptophan	13_1_6_5

CUST_70913_PI403524517	2	0.045586586	-0.3057289	-0.018996239	0.018996239	-0.033158302	0.05514717	35_20318	0	0	0	0	CHR02V5|COORD:7314657..7311853|protein expressed protein	LOC_Os02g13630.3	no description	not assigned.unknown	35_2

CUST_27146_PI399408534	2	-0.042232513	0.34309196	-0.09669495	-0.037488937	0.03748989	0.041874886	35_2964	"Cluster: PHD-finger family protein, expressed; n=3; Oryza sativa|Rep: PHD-finger family protein, expressed - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10CW4	CHR1V7|COORD:20308728..20310610| PHD finger protein-related	AT1G54390.3	CHR03V5|COORD:30742024..30747429|protein inhibitor of growth protein 4, putative, expressed	LOC_Os03g53700.1	no descriptionmoderately similar to ( 356)AT1G54390| Symbols:  | PHD finger protein-related | chr1:20308500-20310610 REVERSEnot assigned TNG2 PHD	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_75204_PI403524517	2	0.21400833	-0.67354584	-0.11332226	0.036642075	0.12261772	-0.03664303	35_21555	"Cluster: Os01g0112100 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0112100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JRA3	CHR1V7|COORD:6504919..6506118| similar to Os01g0112100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001041811.1)	AT1G18850.1	CHR01V5|COORD:636111..630813|protein expressed protein	LOC_Os01g02170.2	no descriptionvery weakly similar to (90.9)AT1G18850| Symbols:  | similar to Os01g0112100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001041811.1) | chr1:6504919-6506118 REVERSE	not assigned.unknown	35_2

CUST_132240_PI403524517	2	0.12597656	0.7259245	0.002084732	-0.002084732	-0.20430565	-0.011063576	35_37138	"Cluster: Emsy N terminus domain-containing protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Emsy N terminus domain-containing"	UniRef90_Q6H5H5	CHR5V7|COORD:4129694..4132092| emsy N terminus domain-containing protein / ENT domain-containing protein	AT5G13020.1	CHR09V5|COORD:5842899..5835661|protein ENT domain containing protein, expressed	LOC_Os09g10710.3	no descriptionvery weakly similar to (55.5)AT5G13020| Symbols:  | emsy N terminus domain-containing protein / ENT domain-containing protein | chr5:4129694-4132092 REVERSE	not assigned.no ontology	35_1

CUST_115050_PI403524517	2	0.30710888	0.020292759	0.27092934	-0.020293236	-0.24878788	-0.22097254	35_32642	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_154934_PI403524517	2	0.22746372	-0.17043877	0.03946352	0.064171314	-0.44840384	-0.03946352	35_43284	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_87997_PI403524517	2	0.033452988	-0.12157059	-0.019203186	0.08898258	-0.008505821	0.008505821	35_25193	Rep: Orf349 protein - Triticum aestivum (Wheat)	UniRef90_Q332P2	0	0	0	0	no description	not assigned.unknown	35_2

CUST_154677_PI403524517	2	0.047916412	-0.18096733	-0.06813049	0.095541954	0.19574451	-0.047916412	35_43216	"Cluster: Putative leucine zipper-containing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative leucine zipper-containing protein - Oryza sativa"	UniRef90_Q6K647	CHR3V7|COORD:7803611..7808053| Encodes a Protease inhibitor/seed storage/LTP family protein	AT3G22142.1	CHR02V5|COORD:17969446..17975238|protein protein binding protein, putative, expressed	LOC_Os02g30230.3	"no descriptionvery weakly similar to (50.8)AT5G50380| Symbols: ATEXO70F1 | ATEXO70F1 (exocyst subunit EXO70 family protein F1); protein binding | chr5:20533608-20535659 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07003 PRK12323 TT_ORF1 Tymo_45kd_70kd PRK07764 Atrophin-1 PRK08853 HPC2 Pneumo_att_G Herpes_BLLF1 Protamine_P1 APC_basic FAP PRK05648 DUF605 DUF1421 DUF566 KAR9 Extensin_2"	cell. vesicle transport	31_4

CUST_57546_PI403524517	2	0.17040443	-0.11797905	-0.07446861	0.0153102875	0.11066055	-0.0153102875	35_16407	"Cluster: Putative 40S ribosomal protein; contains C-terminal domain; n=5; BEP clade|Rep: Putative 40S ribosomal protein; contains C-terminal domain - Oryza sati"	UniRef90_Q94LL1	CHR5V7|COORD:13727585..13729422| 40S ribosomal protein S3 (RPS3C)	AT5G35530.1	CHR07V5|COORD:25020017..25017743|protein 40S ribosomal protein S3-A, putative, expressed	LOC_Os07g41750.1	no descriptionmoderately similar to ( 386)AT5G35530| Symbols:  | 40S ribosomal protein S3 (RPS3C) | chr5:13727585-13729422 REVERSEnot assigned RpsC rps3p 40S_S3_KH Ribosomal_S3_C archeal_30S_S3_KH rpsC rps3 KH-II KH_2	protein.synthesis.misc ribososomal protein	29_2_2

CUST_110652_PI403524517	2	0.09202194	0.13933659	0.28291607	-0.092021465	-0.33874464	-0.3358326	35_31425	"Cluster: Hypothetical protein P0503G09.11; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0503G09.11 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5NBQ2		0	CHR01V5|COORD:8372203..8363986|protein NAK-like ser/thr protein kinase, putative, expressed	LOC_Os01g14932.2	no description	not assigned.unknown	35_2

CUST_54550_PI403524517	2	0.06499863	-0.026659012	0.040937424	-0.03844452	0.0	0.0	35_15526	Rep: 60S acidic ribosomal protein P3 - Oryza sativa (Rice)	UniRef90_P56724	CHR4V7|COORD:13159636..13160402| 60S acidic ribosomal protein P3 (RPP3A)	AT4G25890.1	CHR01V5|COORD:7277052..7275534|protein 60S acidic ribosomal protein P3, putative, expressed	LOC_Os01g13080.1	no descriptionvery weakly similar to (99.0)AT4G25890| Symbols:  | 60S acidic ribosomal protein P3 (RPP3A) | chr4:13159636-13160402 REVERSEweakly similar to ( 107)RLA3_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Ribosomal_60s TT_ORF1 RPP1A PRK12323 PRK07764 Extensin_2 Tymo_45kd_70kd	protein.synthesis.misc ribososomal protein	29_2_2

CUST_12608_PI404877155	2	0.016181946	-0.5422797	0.12106466	0.27298355	-0.02391243	-0.016181469	Contig6340_at	putative small basic membrane integral protein [Oryza sativa (japonica cultivar-group)] dbj|BAB32914.1| putative small basic membrane integr	NP_914457.1	major intrinsic family protein / MIP family protein	At3g04090.1	protein Major intrinsic protein	Os01g08660	small basic membrane integral protein ZmSIP1-2	transport.Major Intrinsic Proteins.SIP	34_19_4

CUST_15960_PI403524517	2	-0.0423069	-0.024448395	0.021297455	-0.021297455	0.08985329	0.036162376	35_4607	"Cluster: Hypothetical protein B1080D07.19; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1080D07.19 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5QMV5	"CHR1V7|COORD:20556788..20557841| similar to PFT1 (PHYTOCHROME AND FLOWERING TIME 1) [Arabidopsis thaliana] (TAIR:AT1G25540.2); similar to unknown protein"	AT1G55080.1	CHR01V5|COORD:17652606..17636151|protein expressed protein	LOC_Os01g31629.3	"no descriptionweakly similar to ( 109)AT1G55080| Symbols:  | similar to PFT1 (PHYTOCHROME AND FLOWERING TIME 1) [Arabidopsis thaliana] (TAIR:AT1G25540.2); similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G29580.1); similar to Spectrin repeat [Medicago truncatula] (GB:ABE79768.1) | chr1:20556788-20557841 REVERSEPRK12323"	not assigned.unknown	35_2

CUST_16517_PI399408534	2	0.1497736	-0.95688915	-0.15330315	0.0053987503	0.14481163	-0.0053987503	35_6438	Rep: Prenylated Rab acceptor protein 1 - Oryza sativa (indica cultivar-group)	UniRef90_Q5S1T9	CHR2V7|COORD:16871812..16872453| prenylated rab acceptor (PRA1) family protein	AT2G40380.1	CHR05V5|COORD:23201427..23202551|protein prenylated Rab receptor 2, putative, expressed	LOC_Os05g39670.1	no descriptionweakly similar to ( 187)AT2G40380| Symbols:  | prenylated rab acceptor (PRA1) family protein | chr2:16871812-16872453 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRA1 PRK07003 APC_basic PRK12323 AF-4 PRK07764 YIP3 Herpes_BLLF1 PRK12678 DUF566 Pol_Y_like DUF1509	signalling.G-proteins	30_5

CUST_33373_PI399408534	2	0.0313015	0.1141634	-0.07270813	-0.031300545	0.13557911	-0.12889385	35_24251	"Cluster: Hypothetical protein OSJNBb0108E17.15; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0108E17.15 - Oryza sativa (japonica"	UniRef90_Q6L4W5	CHR4V7|COORD:8481517..8484820| tesmin/TSO1-like CXC domain-containing protein	AT4G14770.1	CHR05V5|COORD:25144197..25141631|protein CXC domain containing TSO1-like protein 1, putative, expressed	LOC_Os05g43380.1	no descriptionvery weakly similar to (85.1)AT4G14770| Symbols:  | tesmin/TSO1-like CXC domain-containing protein | chr4:8481517-8484820 REVERSEnot assigned CXC	RNA.regulation of transcription.CPP(Zn),CPP1-related transcription factor family	27_3_17

CUST_34245_PI403524517	2	-0.0026807785	-0.33630085	0.037308693	0.0026807785	0.18705845	-0.11193466	35_9872	"Cluster: Os09g0508200 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0508200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J0I1	"CHR5V7|COORD:4170691..4171747| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G26960.1); similar to Os09g0508200 [Oryza sativa (japonica"	AT5G13140.1	CHR09V5|COORD:19695619..19692975|protein pollen proteins Ole e I family protein, expressed	LOC_Os09g32988.1	"no descriptionweakly similar to ( 120)AT5G13140| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G26960.1); similar to Os09g0508200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001063620.1); similar to Os12g0472800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001066754.1); similar to hypothetical protein [Cleome spinosa] (GB:ABD96850.1); contains InterPro domain Pollen Ole e 1 allergen and extensin; (InterPro:IPR006041) | chr5:4170691-4171747 REVERSEPollen_Ole_e_I"	not assigned.unknown	35_2

CUST_38938_PI403524517	2	-0.16684103	-0.7125201	0.24656916	0.16684103	0.9513917	-0.5555973	35_11202	"Cluster: Hypothetical protein OSJNBa0080E19.35; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0080E19.35 - Oryza sativa (japonica"	UniRef90_Q67V82	"CHR1V7|COORD:22099325..22100099| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G10530.1); similar to T10O24.15, related [Lycopersicon esculentum]"	AT1G60010.1	CHR06V5|COORD:7092926..7095195|protein expressed protein	LOC_Os06g12960.1	" no descriptionweakly similar to ( 103)AT1G60010| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G10530.1); similar to T10O24.15, related [Lycopersicon esculentum] (GB:AAX95759.1) | chr1:22099325-22100099 REVERSE"	not assigned.unknown	35_2

CUST_76582_PI403524517	2	0.14641762	-0.8369427	-0.2015152	0.0034971237	0.0067005157	-0.0034980774	35_21956	"Cluster: Putative phi-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative phi-1 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8LHZ7	CHR2V7|COORD:7501974..7503065| phosphate-responsive 1 family protein	AT2G17230.1	CHR07V5|COORD:18616597..18618179|protein PHI-1, putative, expressed	LOC_Os07g31430.1	no descriptionweakly similar to ( 127)AT2G17230| Symbols:  | phosphate-responsive 1 family protein | chr2:7501974-7503065 REVERSEPhi_1	not assigned.no ontology	35_1

CUST_73739_PI403524517	2	-0.05491352	0.6169243	0.24398708	-0.23277283	0.054913998	-0.26885796	35_21148	"Cluster: Os01g0666800 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0666800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JKL0	CHR2V7|COORD:15917176..15921268| VCL1 (VACUOLELESS 1)	AT2G38020.1	CHR01V5|COORD:27584229..27593334|protein VCL1, putative, expressed	LOC_Os01g47650.1	 no descriptionmoderately similar to ( 327)AT2G38020| Symbols: MAN, VCL1 | VCL1 (VACUOLELESS 1) | chr2:15917350-15921268 REVERSEnot assigned Vps16_N 	protein.targeting.secretory pathway.vacuole	29_3_4_3

CUST_66541_PI403524517	2	0.1508255	0.7290659	0.6225853	-0.38976526	-1.4055572	-0.1508255	35_19002	Rep: OSIGBa0145M07.1 protein - Oryza sativa (Rice)	UniRef90_Q01J56	"CHR3V7|COORD:1217403..1219577| THA2 (THREONINE ALDOLASE 2); threonine aldolase"	AT3G04520.1	CHR04V5|COORD:25611609..25607574|protein L-allo-threonine aldolase, putative, expressed	LOC_Os04g43650.2	"no descriptionweakly similar to ( 101)AT3G04520| Symbols: THA2 | THA2 (THREONINE ALDOLASE 2); threonine aldolase | chr3:1217403-1219577 REVERSEnot assigned GLY1"	amino acid metabolism.degradation.serine-glycine-cysteine group.glycine	13_2_5_2

CUST_30818_PI399408534	2	0.17637444	0.17229748	0.20184517	-0.1902523	-0.5698314	-0.17229748	35_12378	"Cluster: Putative IAA amidohydrolase; n=4; Oryza sativa (japonica cultivar-group)|Rep: Putative IAA amidohydrolase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q851L5	"CHR3V7|COORD:632000..633866| ILR1 (IAA-LEUCINE RESISTANT 1); metallopeptidase"	AT3G02875.1	CHR03V5|COORD:35099318..35102118|protein IAA-amino acid hydrolase ILR1 precursor, putative, expressed	LOC_Os03g62060.1	"no descriptionweakly similar to ( 110)AT3G02875| Symbols: ILR1 | ILR1 (IAA-LEUCINE RESISTANT 1); metallopeptidase | chr3:632000-633866 FORWARDnot assigned AbgB PRK12323 PRK07764"	hormone metabolism.auxin.synthesis-degradation	17_2_1

CUST_4062_PI404877155	2	0.0050468445	0.2538147	-0.109415054	-0.0050468445	-0.07665348	0.025212288	Contig14853_at	RGA-like [Arabidopsis thaliana]	CAA12242.1	transducin family protein / WD-40 repeat family protein	At2g47790.1	protein Similar to At2g47790/F17A22.18	Os12g19590	NONE	RNA.regulation of transcription.putative DNA-binding protein	27_3_67

CUST_64751_PI403524517	2	0.04275608	-0.2748165	0.08547592	-0.03677559	0.036776543	-0.109025	35_18487	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_98486_PI403524517	2	0.15665722	-0.02821064	0.02821064	-0.17233753	0.12129784	-0.2711687	35_28117	0	0	CHR5V7|COORD:6679593..6681847| dicarboxylate/tricarboxylate carrier (DTC)	AT5G19760.1	CHR11V5|COORD:13441298..13445254|protein mitochondrial 2-oxoglutarate/malate carrier protein, putative, expressed	LOC_Os11g24450.1	no descriptionvery weakly similar to (67.8)AT5G19760| Symbols:  | dicarboxylate/tricarboxylate carrier (DTC) | chr5:6679593-6681847 REVERSE	transport.metabolite transporters at the mitochondrial membrane	34_9

CUST_180684_PI403524517	2	-0.036767006	0.09763241	0.056973457	-0.22557831	0.03676796	-0.116892815	35_50249	"Cluster: Os06g0724600 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os06g0724600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D9E5	CHR4V7|COORD:16953989..16955131| transformer serine/arginine-rich ribonucleoprotein, putative	AT4G35785.1	CHR06V5|COORD:30778794..30783597|protein transformer-2 protein, putative, expressed	LOC_Os06g50890.5	no description	not assigned.unknown	35_2

CUST_99755_PI403524517	2	0.21485901	-0.15005589	-0.14808464	-0.032686234	0.032687187	0.03683281	35_28476	"Cluster: HAT family dimerisation domain containing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: HAT family dimerisation domain containing protein -"	UniRef90_Q2R4E7	CHR1V7|COORD:10923901..10926543| F-box family protein	AT1G30780.1	CHR11V5|COORD:16137047..16140245|protein protein dimerization, putative	LOC_Os11g28740.1	no description	not assigned.unknown	35_2

CUST_170580_PI403524517	2	8.716583E-4	0.25750065	-0.006546974	-0.15143776	-8.716583E-4	0.12599468	35_47514	"Cluster: DNA repair protein RAD51 homolog; n=2; core eudicotyledons|Rep: DNA repair protein RAD51 homolog - Solanum lycopersicum (Tomato) (Lycopersicon esculent"	UniRef90_Q40134	"CHR5V7|COORD:7070760..7072862| ATRAD51 (Arabidopsis thaliana Ras Associated with Diabetes protein 51); damaged DNA binding"	AT5G20850.1	CHR12V5|COORD:18847550..18850639|protein DNA repair protein RAD51 homolog B, putative, expressed	LOC_Os12g31370.1	" no descriptionmoderately similar to ( 252)AT5G20850| Symbols: RAD51, ATRAD51 | ATRAD51 (Arabidopsis thaliana Ras Associated with Diabetes protein 51); damaged DNA binding | chr5:7070760-7072862 REVERSEmoderately similar to ( 262)R51A2_MAIZEDNA repair protein RAD51 homolog B - Zea mays (Maize)not assigned not assigned not assigned Rad51 Rad51_DMC1_radA recA_like radA RecA radB radB RecA-like_NTPases "	DNA.repair	28_2

CUST_115566_PI403524517	2	0.09203625	-0.2966671	-0.15569258	6.00338E-4	0.0501523	-6.00338E-4	35_32777	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_2105_PI404877155	2	-0.08765793	0.39676285	0.09342384	-0.10371494	0.019433022	-0.019433022	Contig12388_at	OSJNBa0042I15.4 [Oryza sativa (japonica cultivar-group)]	CAE04882.2	aspartate/glutamate/uridyla te kinase family protein	At3g10030.1	protein uridylate kinase, putative	Os04g33300	gi|32490300|emb|CAE04883.1| OSJNBa0042I15.5	lipid metabolism.lipid degradation.beta-oxidation.enoyl CoA hydratase	11_9_4_03

CUST_37702_PI403524517	2	0.33174896	-0.0044136047	0.0044136047	0.025671005	-0.0566864	-0.052366257	35_10855	"Cluster: Hypothetical protein P0403C05.7; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0403C05.7 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q5JN20	"CHR1V7|COORD:26085392..26087094| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G13610.1); similar to Os07g0694800 [Oryza sativa (japonica"	AT1G69380.1	CHR01V5|COORD:32494729..32498190|protein expressed protein	LOC_Os01g55860.1	"no descriptionvery weakly similar to (72.0)AT1G69380| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G13610.1); similar to Os07g0694800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001060742.1); similar to unnamed protein product [Ostreococcus tauri] (GB:CAL53488.1); similar to Os01g0764300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001044340.1); contains InterPro domain Protein of unknown function DUF155; (InterPro:IPR003734) | chr1:26085392-26087094 REVERSE"	not assigned.unknown	35_2

CUST_113838_PI403524517	2	0.15950584	-0.12684393	-0.20994663	0.21228027	-0.32047415	0.12684393	35_32306	"Cluster: Os08g0101500 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os08g0101500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J8P0	CHR1V7|COORD:16816094..16817173| DNA binding / ligand-dependent nuclear receptor	AT1G44191.1	CHR11V5|COORD:13675842..13679496|protein transposon protein, putative, CACTA, En/Spm sub-class	LOC_Os11g24870.1	no description	not assigned.unknown	35_2

CUST_108196_PI403524517	2	-0.38775063	-0.07709122	-0.065794945	0.24163628	0.32188892	0.0657959	35_30779	0	0		0	CHR02V5|COORD:32267998..32269386|protein expressed protein	LOC_Os02g52770.1	no description	not assigned.unknown	35_2

CUST_83053_PI403524517	2	0.269804	0.17489195	0.2706251	-0.17489195	-0.24515772	-0.45705557	35_23814	"Cluster: Probable galactose-1-phosphate uridyl transferase; n=2; Arabidopsis thaliana|Rep: Probable galactose-1-phosphate uridyl transferase - Arabidopsis thali"	UniRef90_Q9FK51	CHR5V7|COORD:6015272..6016557| UDP-glucose:hexose-1-phosphate uridylyltransferase	AT5G18200.1	CHR07V5|COORD:3764699..3760546|protein galactose-1-phosphate uridyl transferase-like protein, putative, expressed	LOC_Os07g07550.1	no descriptionweakly similar to ( 114)AT5G18200| Symbols:  | UDP-glucose:hexose-1-phosphate uridylyltransferase | chr5:6015272-6016557 FORWARDnot assigned GalT GalT	minor CHO metabolism.galactose.galactose-1-phosphate uridyl transferases	3_8_3

CUST_93108_PI403524517	2	0.1828785	-0.08795357	0.10787678	-0.21041155	0.08795357	-0.23756075	35_26621	"Cluster: Glycosyl hydrolases family 17 protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Glycosyl hydrolases family 17 protein, expressed - O"	UniRef90_Q10P58	CHR5|COORD:16847064..16848467| glycosyl hydrolase family 17 protein, similar to beta-1,3-glucanase precursor GI:4097948 from (Oryza sativa)	AT5G42100.2	CHR03V5|COORD:7689579..7686670|protein glucan endo-1,3-beta-glucosidase 7 precursor, putative, expressed	LOC_Os03g14210.1	no descriptionvery weakly similar to (52.0)AT4G16260| Symbols:  | glycosyl hydrolase family 17 protein | chr4:9200310-9201457 REVERSEnot assigned Glyco_hydro_17 PRK12323	misc.beta 1,3 glucan hydrolases	26_4

CUST_80846_PI403524517	2	0.004693985	-0.021471024	0.020677567	-0.004693985	-0.16315651	0.037927628	35_23186	"Cluster: Hypothetical protein At2g20725; n=1; Arabidopsis thaliana|Rep: Hypothetical protein At2g20725 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q94K61	CHR2V7|COORD:8941194..8942507| CAAX amino terminal protease family protein	AT2G20725.1	CHR09V5|COORD:14679806..14683521|protein CAAX amino terminal protease family protein, putative, expressed	LOC_Os09g24670.1	no descriptionweakly similar to ( 182)AT2G20725| Symbols:  | CAAX amino terminal protease family protein | chr2:8941194-8942507 REVERSECOG1266 Abi	not assigned.no ontology	35_1

CUST_167712_PI403524517	2	0.49597836	0.72164726	-0.01661253	-0.005545616	-0.067248344	0.0055451393	35_46715	"Cluster: AAA-type ATPase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: AAA-type ATPase-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69S61	"CHR3V7|COORD:7795290..7796294| CWLP (CELL WALL-PLASMA MEMBRANE LINKER PROTEIN); lipid binding"	AT3G22120.1	CHR07V5|COORD:5002172..5004135|protein cell Division Protein AAA ATPase family, putative, expressed	LOC_Os07g09480.1	no descriptionnot assigned not assigned not assigned not assigned	not assigned.unknown	35_2

CUST_2164_PI404877155	2	-0.31451702	0.4783821	0.099430084	0.011295319	-0.16227531	-0.011296272	Contig12482_at	putative anther ethylene-upregulated protein ER1 [Oryza sativa (japonica cultivar-group)]	BAC79907.1	ethylene-responsive calmodulin-binding protein, putative (SR1)	At2g22300.1	protein CG-1 domain, putative	Os07g43030	"ethylene-responsive calmodulin-binding protein, putative (SR1), identical to partial sequence of ethylene-induced calmodulin-binding protein GI:11545505 from (Arabidopsis thaliana); contains Pfam profiles PF03859: CG-1 domain, PF00612: IQ calmodulin-bindi"	hormone metabolism.ethylene.induced-regulated-responsive-activated	17_5_3

CUST_78999_PI403524517	2	0.21832228	0.9267373	0.09486723	-0.09486723	-0.30441284	-0.36170292	35_22659	Rep: Pg1 - Hordeum vulgare (Barley)	UniRef90_Q5EXM2	CHR4V7|COORD:17821731..17824439| glycine-rich protein	AT4G37900.1	CHR11V5|COORD:23723116..23716101|protein pg1, putative, expressed	LOC_Os11g40590.3	no descriptionmoderately similar to ( 254)AT4G37900| Symbols:  | glycine-rich protein | chr4:17821731-17824439 REVERSEDUF1399	not assigned.no ontology.glycine rich proteins	35_1_40

CUST_106535_PI403524517	2	-0.70365906	-0.26020193	0.8538799	0.7290182	0.025888443	-0.025888443	35_30320	"Cluster: Hypothetical protein OSJNBa0081P02.15; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0081P02.15 - Oryza sativa (japonica"	UniRef90_Q8H7R6	CHR2V7|COORD:9996006..9998324| protein kinase family protein	AT2G23450.2	CHR03V5|COORD:6568786..6573152|protein OsWAK25 - OsWAK receptor-like protein kinase, expressed	LOC_Os03g12470.1	no description	not assigned.unknown	35_2

CUST_7677_PI404877155	2	0.12595749	0.41950417	0.17945099	-0.21838284	-0.19079256	-0.12595844	Contig22516_at	putative protein serine /threonine kinase [Sorghum bicolor]	CAB51480.1	leucine-rich repeat family protein / protein kinase family protein	At5g10290.1	protein protein serine, putative	Os11g39370	NONE	signalling.receptor kinases.leucine rich repeat II	30_2_2

CUST_43711_PI403524517	2	0.22425461	-0.037433147	0.037433147	-0.20450544	-0.81745386	0.3121686	35_12544	"Cluster: ATP-dependent DNA helicase, RecQ family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: ATP-dependent DNA helicase, RecQ"	UniRef90_Q2QZT4	"CHR3V7|COORD:1698186..1701234| RECQI1 (Arabidopsis RecQ helicase l1); ATP-dependent helicase"	AT3G05740.1	CHR11V5|COORD:26677241..26672514|protein bloom syndrome protein, putative, expressed	LOC_Os11g44910.3	"no descriptionweakly similar to ( 110)AT3G05740| Symbols: RECQI1 | RECQI1 (Arabidopsis RecQ helicase l1); ATP-dependent helicase | chr3:1698186-1701234 FORWARD"	DNA.unspecified	28_99

CUST_75984_PI403524517	2	-0.016797066	-0.03282547	0.057375908	4.7969818E-4	0.09081173	-4.7969818E-4	35_21782	"Cluster: Hypothetical protein P0475H04.18; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0475H04.18 - Oryza sativa (japonica cultivar-g"	UniRef90_Q657V9	CHR1V7|COORD:9868508..9871785| similar to hydrolase, acting on carbon-nitrogen (but not peptide) bonds, in linear amides [Arabidopsis thaliana] (TAIR:AT1G53040.	AT1G28240.1	CHR01V5|COORD:11268933..11274992|protein expressed protein	LOC_Os01g19870.1	" no descriptionmoderately similar to ( 298)AT1G28240| Symbols:  | similar to hydrolase, acting on carbon-nitrogen (but not peptide) bonds, in linear amides [Arabidopsis thaliana] (TAIR:AT1G53040.2); similar to Os01g0304300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001042838.1); similar to Os05g0531500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001056134.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAT47075.1); contains InterPro domain Protein of unknown function DUF616; (InterPro:IPR006852) | chr1:9868508-9871785 REVERSEDUF616 "	not assigned.unknown	35_2

CUST_119508_PI403524517	2	0.19430447	-0.11324692	0.022999763	-0.023000717	-0.061205864	0.034264565	35_33813	Rep: triacylglycerol lipase - Arabidopsis thaliana	UniRef90_UPI000034EE73	CHR2V7|COORD:17679503..17681932| lipase class 3 family protein	AT2G42450.1	CHR09V5|COORD:22813586..22810710|protein triacylglycerol lipase, putative, expressed	LOC_Os09g39790.1	no descriptionvery weakly similar to (53.9)AT2G42450| Symbols:  | lipase class 3 family protein | chr2:17679503-17681932 REVERSE	lipid metabolism.lipid degradation.lipases.triacylglycerol lipase	11_9_2_1

CUST_111862_PI403524517	2	0.1923542	0.1664896	-0.05644989	-0.09039402	-0.20018148	0.05644989	35_31757	"Cluster: Hypothetical protein OSJNBb0094K03.5; n=4; Oryza sativa|Rep: Hypothetical protein OSJNBb0094K03.5 - Oryza sativa (Rice)"	UniRef90_Q9FW61	"CHR3V7|COORD:2243159..2244482| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G25170.1); similar to expressed protein [Oryza sativa (japonica"	AT3G07090.1	CHR10V5|COORD:17215351..17218295|protein endo-beta-N-acetylglucosaminidase, putative, expressed	LOC_Os10g33350.2	" no descriptionvery weakly similar to (87.8)AT3G07090| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G25170.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABB47783.1); similar to unknown protein [Oryza sativa] (GB:AAG16855.1); similar to Os02g0814000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001048488.1); contains InterPro domain Protein of unknown function DUF862, eukaryotic; (InterPro:IPR008580) | chr3:2243159-2244482 REVERSEnot assigned DUF862 "	not assigned.unknown	35_2

CUST_137702_PI403524517	2	-0.13229942	0.28261423	-0.09960461	0.017240524	-0.017240524	0.15716457	35_38617	Rep: Plasma membrane H+ ATPase - Lupinus albus (White lupin)	UniRef90_Q4VCM0	"CHR1V7|COORD:30321119..30324840| AHA9 (Arabidopsis H(+)-ATPase 9); hydrogen-exporting ATPase, phosphorylative mechanism"	AT1G80660.1	CHR04V5|COORD:33238676..33245863|protein plasma membrane ATPase, putative, expressed	LOC_Os04g56160.2	" no descriptionvery weakly similar to (79.3)AT1G80660| Symbols: AHA9 | AHA9 (Arabidopsis H(+)-ATPase 9); hydrogen-exporting ATPase, phosphorylative mechanism | chr1:30321119-30324840 REVERSEvery weakly similar to (79.0)PMA1_ORYSAnot assigned "	transport.p- and v-ATPases	34_1

CUST_7621_PI403524517	2	-0.42665577	-0.34180927	0.34180927	0.692554	0.38155794	-0.6004324	35_2122	"Cluster: Coproporphyrinogen III oxidase, chloroplast precursor; n=1; Hordeum vulgare|Rep: Coproporphyrinogen III oxidase, chloroplast precursor - Hordeum vulgar"	UniRef90_Q42840	0	0	CHR04V5|COORD:30742528..30746427|protein coproporphyrinogen III oxidase, chloroplast precursor, putative, expressed	LOC_Os04g52130.1	 no descriptionvery weakly similar to (86.7)HEM6_HORVUCoproporphyrinogen III oxidase, chloroplast precursor - Hordeum vulgare (Barley)not assigned Coprogen_oxidas PRK05330 HemF 	tetrapyrrole synthesis.coproporphyrinogen III oxidase	19_8

CUST_61075_PI403524517	2	-0.17396545	0.91994476	0.2935171	-0.2216692	-0.15888691	0.15888786	35_17425	"Cluster: Hypothetical protein OSJNBb0070J06.32; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0070J06.32 - Oryza sativa (japonica"	UniRef90_Q6Z0T9	"CHR5V7|COORD:23292547..23294487| similar to Os08g0243900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001061348.1); contains InterPro domain Mu2"	AT5G57460.1	CHR08V5|COORD:8791575..8789297|protein expressed protein	LOC_Os08g14620.1	"no descriptionmoderately similar to ( 207)AT5G57460| Symbols:  | similar to Os08g0243900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001061348.1); contains InterPro domain Mu2 adaptin subunit (AP50) of AP2; (InterPro:IPR008968) | chr5:23292547-23294487 FORWARDnot assigned"	not assigned.unknown	35_2

CUST_48686_PI403524517	2	0.012626648	0.17332077	0.10983276	-0.11579704	-0.030601501	-0.012626648	35_13904	Rep: Glycine-rich RNA-binding protein - Triticum aestivum (Wheat)	UniRef90_Q0KIW2	"CHR2V7|COORD:9272557..9273396| ATGRP7 (COLD, CIRCADIAN RHYTHM, AND RNA BINDING 2); RNA binding / double-stranded DNA binding / single-stranded DNA"	AT2G21660.1	CHR03V5|COORD:26409256..26410490|protein glycine-rich RNA-binding protein 2, putative, expressed	LOC_Os03g46770.1	" no descriptionweakly similar to ( 142)AT2G21660| Symbols: GR-RBP7, CCR2, ATGRP7 | ATGRP7 (COLD, CIRCADIAN RHYTHM, AND RNA BINDING 2); RNA binding | chr2:9272557-9273396 REVERSEweakly similar to ( 141)GRP1_DAUCAGlycine-rich RNA-binding protein - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned RRM RRM_1 Drf_FH1 TT_ORF1 COG0724 GRP Extensin_2 PRK06958 PRK07764 DUF1210 DUF1421 PRK07003 PRK12323 Protamine_P1 Protamine_P2 TonB COG4371 GP38 DUF1517 PRK10819 tolA Atrophin-1 TolA Tymo_45kd_70kd eIF-4B FAP DUF1777 tatB PRK09111 Totivirus_coat DUF571 PRK05648 DUF605 PRK12372 VWA_CoxE SMN PRK12472 PRK05035 PRK00708 "	RNA.RNA binding	27_4

CUST_99975_PI403524517	2	0.08458233	-0.21404648	0.076639175	-0.076639175	0.24655342	-0.16426754	35_28541	"Cluster: Putative RNA polymerase subunit; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative RNA polymerase subunit - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6Z5L9	"CHR1V7|COORD:22334890..22337035| ATRPAC43 (Arabidopsis thaliana RNA polymerase I subunit 43); DNA binding / DNA-directed RNA polymerase"	AT1G60620.1	CHR03V5|COORD:10303888..10299253|protein DNA-directed RNA polymerase I 40 kDa polypeptide, putative, expressed	LOC_Os03g18410.2	"no descriptionweakly similar to ( 198)AT1G60620| Symbols: ATRPAC43 | ATRPAC43 (Arabidopsis thaliana RNA polymerase I subunit 43); DNA binding / DNA-directed RNA polymerase | chr1:22334890-22337035 FORWARDnot assigned not assigned RPOLD PRK00783 RpoA"	RNA.transcription	27_2

CUST_4822_PI404877155	2	-0.18291235	0.45428467	0.14831114	0.2583027	-0.14831066	-0.32369423	Contig16151_at	CLC-Nt2 protein [Nicotiana tabacum]	AAD29679.1	chloride channel protein (CLC-a)	At5g40890.1	"protein CLC-d chloride channel; anion channel protein"	Os12g25200	"chloride channel protein (CLC-a), identical to GI:1742952 (gb:AAC05742.1) or  similar to chloride channel protein (CLC-c) [Arabidopsis thaliana] (TAIR:At5g49890.1); similar to chloride channel-like (CLC) protein, putative [Arabidopsis thaliana] (TAIR:At5g"	transport.unspecified anions	34_18

CUST_90156_PI403524517	2	0.03704548	0.443408	-0.03985977	-0.03704548	-0.14222431	0.0791111	35_25788	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_65954_PI403524517	2	0.08943844	0.81059647	-0.016534805	0.016535759	-0.2610016	-0.17011452	35_18839	"Cluster: Rubredoxin family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Rubredoxin family protein, expressed - Oryza sativa (japonica"	UniRef90_Q2R3B6	CHR5V7|COORD:20761841..20762570| rubredoxin family protein	AT5G51010.1	CHR11V5|COORD:18680854..18679035|protein rubredoxin family protein, expressed	LOC_Os11g32500.1	no descriptionweakly similar to ( 132)AT5G51010| Symbols:  | rubredoxin family protein | chr5:20761841-20762570 FORWARDrubredoxin rubredoxin_like Rubredoxin	redox.thioredoxin	21_1

CUST_21917_PI403524517	2	0.28921318	-0.014181137	-0.13607311	0.014181137	-0.07833767	0.043397903	35_6367	"Cluster: Putative mitochondrial carrier protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative mitochondrial carrier protein - Oryza sativa (japonic"	UniRef90_Q5ZDR4	CHR5V7|COORD:5087593..5089680| mitochondrial substrate carrier family protein	AT5G15640.1	CHR01V5|COORD:12692289..12687181|protein expressed protein	LOC_Os01g22600.1	no descriptionweakly similar to ( 124)AT5G15640| Symbols:  | mitochondrial substrate carrier family protein | chr5:5087593-5089680 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Mito_carr	transport.metabolite transporters at the mitochondrial membrane	34_9

CUST_4421_PI404877155	2	0.14564514	0.35422516	-0.18647003	-0.08069706	-0.1676426	0.08069706	Contig15384_at	unknown protein [Oryza sativa (japonica cultivar-group)]	BAC55604.1	mitochondrial transcription termination factor family protein / mTERF family protein	At5g55580.1	protein mTERF, putative	Os07g39430	gi|27817836|dbj|BAC55604.1| unknown protein	RNA.regulation of transcription.unclassified	27_3_99

CUST_3144_PI403524517	2	-0.06805134	0.13117123	-0.003042221	0.003042221	-0.042307854	0.02791977	35_853	"Cluster: BRI1-KD interacting protein 103; n=2; Oryza sativa (japonica cultivar-group)|Rep: BRI1-KD interacting protein 103 - Oryza sativa (japonica"	UniRef90_Q762B4	CHR4V7|COORD:13743620..13745906| PPI1 (PROTON PUMP INTERACTOR 1)	AT4G27500.1	CHR09V5|COORD:10833935..10843000|protein proton pump interactor, putative, expressed	LOC_Os09g17730.2	no descriptionnot assigned TolA TolA tolA DUF1168	not assigned.unknown	35_2

CUST_149219_PI403524517	2	0.24679565	0.5818052	0.07865429	-0.27137375	-0.3418169	-0.07865524	35_41742	Rep: H0805A05.2 protein - Oryza sativa (Rice)	UniRef90_Q01IG4		0	CHR04V5|COORD:23948833..23942340|protein expressed protein	LOC_Os04g40720.1	no description	not assigned.unknown	35_2

CUST_106441_PI403524517	2	0.10919571	-0.08059597	-0.0030822754	-0.0016031265	0.0026636124	0.0016031265	35_30294	"Cluster: Hypothetical protein OSJNBb0035N08.25-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0035N08.25-1 - Oryza sativa (japon"	UniRef90_Q6H529	"CHR5V7|COORD:3740546..3740910| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G17310.1); similar to conserved hypothetical protein [Medicago"	AT5G11630.1	CHR02V5|COORD:7314657..7311853|protein expressed protein	LOC_Os02g13630.2	"no descriptionvery weakly similar to (50.4)AT5G11630| Symbols:  | similar to transcription factor [Arabidopsis thaliana] (TAIR:AT4G17310.2); similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE78369.1) | chr5:3740546-3741530 FORWARD"	not assigned.unknown	35_2

CUST_2402_PI404877155	2	-0.08637619	-0.39933443	0.11791086	-0.19279814	0.21003628	0.08637667	Contig12787_at	putative cyclic nucleotide and calmodulin-regulated ion channel protein [Hordeum vulgare subsp. vulgare]	AAP38208.1	cyclic nucleotide-binding transporter 1 / CNBT1 (CNGC20)	At3g17700.1	protein cation channel family protein, putative	Os02g53340	NONE	transport.cyclic nucleotide or calcium regulated channels	34_22

CUST_180283_PI403524517	2	0.0121126175	0.6333828	0.16336727	-0.15592957	-0.05068016	-0.0121126175	35_50139	0	0		0	CHR03V5|COORD:4529981..4538266|protein expressed protein	LOC_Os03g08820.1	no description	not assigned.unknown	35_2

CUST_5864_PI404877155	2	-0.279047	0.0313406	-0.12860203	0.08861637	-0.0313406	0.03852749	Contig17992_at	leucine-rich repeat transmembrane protein kinase, putative [Arabidopsis thaliana]	NP_172891.1	leucine-rich repeat transmembrane protein kinase, putative	At1g14390.1	protein Leucine Rich Repeat, putative	Os06g38970	 leucine-rich repeat transmembrane protein kinase, putative	signalling.receptor kinases.leucine rich repeat VI	30_2_6

CUST_163484_PI403524517	2	-0.014018059	0.376935	0.014018059	-0.14563179	-0.39828205	0.014018059	35_45588	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q852J2	CHR4V7|COORD:8663499..8665759| formin homology 2 domain-containing protein / FH2 domain-containing protein	AT4G15200.1	CHR03V5|COORD:32848778..32849694|protein expressed protein	LOC_Os03g57750.1	no descriptionnot assigned PRK07764 PRK12323	not assigned.unknown	35_2

CUST_162413_PI403524517	2	0.12751245	0.65955925	0.38904667	-0.12751245	-0.7358875	-0.18298483	35_45298	0	0	CHR5V7|COORD:7199194..7203882| La domain-containing protein / proline-rich family protein	AT5G21160.1	0	0	no description	not assigned.unknown	35_2

CUST_37707_PI403524517	2	-0.047463417	0.047463417	0.17037821	0.22827578	-0.23484659	-0.18595171	35_10856	"Cluster: Glutathione-dependent formaldehyde dehydrogenase; n=6; Eurotiomycetes|Rep: Glutathione-dependent formaldehyde dehydrogenase - Coccidioides immitis RS"	UniRef90_Q1EB65	"CHR5V7|COORD:17701492..17703606| ADH2 (ALCOHOL DEHYDROGENASE 2); formaldehyde dehydrogenase (glutathione)"	AT5G43940.1	CHR02V5|COORD:34924414..34928315|protein alcohol dehydrogenase class 3, putative, expressed	LOC_Os02g57040.1	"no descriptionmoderately similar to ( 255)AT5G43940| Symbols: ADH2 | ADH2 (ALCOHOL DEHYDROGENASE 2); formaldehyde dehydrogenase (glutathione) | chr5:17701492-17703606 FORWARDmoderately similar to ( 261)ADHX_ORYSAnot assigned not assigned not assigned not assigned AdhC AdhP ADH_N Tdh PRK09422 PRK10083 Qor tdh PRK10754 PRK10309"	fermentation.ADH	5_3

CUST_169361_PI403524517	2	-0.23072815	0.0058107376	-0.0058107376	0.086276054	0.05011463	-0.20767498	35_47172	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_138998_PI403524517	2	-0.13663006	-0.048656464	0.10763693	0.04865694	-0.18137217	0.12484598	35_38988	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_126610_PI403524517	2	0.15086651	0.2360344	-0.11072445	-0.06342316	-0.09352875	0.06342411	35_35632	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_81245_PI403524517	2	0.36489105	0.37963724	-0.015133858	-0.023250103	0.015133381	-0.3928547	35_23306	"Cluster: Putative ATP-binding cassette, sub-family B, member 10; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ATP-binding cassette, sub-family B, m"	UniRef90_Q69RG8	"CHR4V7|COORD:13009855..13013922| ATNAP8 (Arabidopsis thaliana non-intrinsic ABC protein 8); ATPase, coupled to transmembrane movement of substances"	AT4G25450.1	CHR07V5|COORD:16373365..16385752|protein ATNAP8, putative, expressed	LOC_Os07g28090.1	no descriptionweakly similar to ( 149)AT4G25450| Symbols: ATNAP8 | ATNAP8 (Arabidopsis thaliana non-intrinsic ABC protein 8) | chr4:13009855-13013239 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned ABC_membrane MdlB PRK12323 Atrophin-1 PRK07003 PRK07764 IER Gag_spuma DUF1421	transport.ABC transporters and multidrug resistance systems	34_16

CUST_54775_PI403524517	2	0.019598007	0.41017342	-0.01361084	-0.027507782	0.010774612	-0.010774612	35_15588	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6F379	CHR3V7|COORD:7959861..7961893| hydroxyproline-rich glycoprotein family protein	AT3G22440.1	CHR03V5|COORD:33000291..33004126|protein hydroxyproline-rich glycoprotein, putative, expressed	LOC_Os03g58070.1	no descriptionmoderately similar to ( 258)AT3G22440| Symbols:  | hydroxyproline-rich glycoprotein family protein | chr3:7959861-7961893 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Frigida PRK12323 PRK07764 PRK07003 Atrophin-1 PRK12678 APC_basic Herpes_BLLF1 Tymo_45kd_70kd TT_ORF1 DUF1421 AF-4 DUF566 Pneumo_att_G Herpes_UL32 HPC2 Herpes_TAF50 Extensin_2 KAR9 PRK09169 PRK05648	cell wall.cell wall proteins.HRGP	10_5_4

CUST_92509_PI403524517	2	0.1435833	0.42063236	-0.07877922	-0.011608124	-0.05053711	0.011608124	35_26451	"Cluster: Putative pentatricopeptide (PPR) repeat-containing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative pentatricopeptide (PPR)"	UniRef90_Q6Z1D0	CHR3V7|COORD:21832472..21835210| pentatricopeptide (PPR) repeat-containing protein	AT3G59040.1	CHR08V5|COORD:5378099..5382503|protein expressed protein	LOC_Os08g09270.1	no descriptionweakly similar to ( 134)AT3G59040| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr3:21832472-21835210 REVERSEvery weakly similar to (55.5)RF1_ORYSA	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_47921_PI403524517	2	0.010648727	0.07255745	-0.01064682	-0.021396637	-0.014055252	0.047279358	35_13706	"Cluster: Homolog of Homo sapiens H2A histone family, member X (H2AFX), mRNA; n=1; Takifugu rubripes|Rep: Homolog of Homo sapiens H2A histone family, member X (H"	UniRef90_UPI000066070E	CHR5V7|COORD:24068875..24069186| histone H4	AT5G59690.1	CHR10V5|COORD:20690219..20689571|protein histone H4, putative, expressed	LOC_Os10g39410.1	no descriptionweakly similar to ( 162)AT5G59970| Symbols:  | histone H4 | chr5:24163578-24163889 REVERSEweakly similar to ( 162)H4_PEAHistone H4 - Pisum sativum (Garden pea)not assigned not assigned H4 H4 HHT1 Histone	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_33315_PI399408534	2	-0.09910917	0.09910917	0.10128164	0.14057302	-0.15142107	-0.35427094	35_49985	"Cluster: Putative receptor-like protein kinase 1; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative receptor-like protein kinase 1 - Oryza sativa (japon"	UniRef90_Q5JN27	CHR1V7|COORD:2097853..2103478| leucine-rich repeat transmembrane protein kinase, putative	AT1G06840.1	CHR01V5|COORD:42676247..42663065|protein ATP binding protein, putative, expressed	LOC_Os01g72990.2	no descriptionweakly similar to ( 166)AT5G01950| Symbols:  | ATP binding / kinase/ protein serine/threonine kinase | chr5:365037-369529 REVERSEweakly similar to ( 107)CRI4_MAIZEPutative receptor protein kinase CRINKLY4 precursor - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TyrKc Pkinase_Tyr S_TKc PTKc S_TKc Pkinase PTKc_Trk PTKc_Ror PTKc_Jak_rpt2 PTKc_Abl PTKc_c-ros PTKc_Fes_like PTKc_Csk_like PTKc_Itk PTKc_Tie2 PTKc_Tec_like PTKc_Src_like PTKc_Frk_like PTKc_TrkB PTKc_Jak2_Jak3_rpt2 PTKc_Musk PTKc_Srm_Brk PTKc_Syk_like PTKc_Tie PTKc_TrkC PTKc_Tyk2_rpt2 PTKc_TrkA PTKc_Btk_Bmx PTKc_Tie1 PTKc_EphR PTKc_InsR_like PTKc_EphR_A2 PTKc_DDR PTKc_Fer SPS1 PTKc_EGFR_like PTKc_DDR_like	signalling.receptor kinases.misc	30_2_99

CUST_155105_PI403524517	2	-0.46134853	0.009262085	0.48353386	0.11607075	-0.009263039	-0.3250656	35_43329	"Cluster: Os08g0485400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os08g0485400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J4W4	CHR5V7|COORD:25714849..25716171| 2-nitropropane dioxygenase family / NPD family	AT5G64250.2	CHR08V5|COORD:23855127..23863618|protein oxidoreductase, putative, expressed	LOC_Os08g37874.2	no descriptionNPD_like NPD COG2070	not assigned.unknown	35_2

CUST_11299_PI404877155	2	-0.03481388	0.42938232	-0.02048111	-0.044900894	0.02048111	0.09156132	Contig4991_s_at	succinate-semialdehyde dehydrogenase (SSADH1) [Arabidopsis thaliana] gb|AAF23590.1| succinic semialdehyde dehydrogenase [Arabidopsis thalian	NP_178062.1	succinate-semialdehyde dehydrogenase (SSADH1)	At1g79440.1	protein succinic semialdehyde dehydrogenase gabD, putative	Os02g07760	succinate-semialdehyde dehydrogenase, putative (SSDH)	TCA / org. transformation.TCA.misc	8_1_99

CUST_73276_PI403524517	2	0.5796175	1.0921555	-0.039470673	0.011057854	-0.011057854	-0.10785389	35_21007	"Cluster: Cytidine/deoxycytidine deaminase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Cytidine/deoxycytidine deaminase-like - Oryza sativa (japonica"	UniRef90_Q8S0I1	CHR2V7|COORD:8477680..8478585| CDA1 (CYTIDINE DEAMINASE 1)	AT2G19570.1	CHR01V5|COORD:29933350..29931966|protein CDA1, putative, expressed	LOC_Os01g51540.1	 no descriptionweakly similar to ( 112)AT2G19570| Symbols: AT-CDA1, DESZ, CDA1 | CDA1 (CYTIDINE DEAMINASE 1) | chr2:8477680-8478585 REVERSEnot assigned not assigned not assigned PRK09027 cytidine_deaminase Cdd dCMP_cyt_deam_1 PRK05578 TT_ORF1 	nucleotide metabolism.degradation	23_2

CUST_13663_PI404877155	2	-0.44990826	-0.46413326	0.34045887	0.089286804	-0.089286804	0.10727692	Contig7388_at	putative nitrate transporter NRT1-5 [Oryza sativa (japonica cultivar-group)]	BAC83856.1	proton-dependent oligopeptide transport (POT) family protein	At5g62680.1	protein nitrate transporter, putative	Os03g48180	peptide transporter	transport.peptides and oligopeptides	34_13

CUST_132966_PI403524517	2	-0.5463772	-0.462543	0.13707685	-0.13707685	0.4617133	0.6799731	35_37337	Rep: H0515C11.2 protein - Oryza sativa (Rice)	UniRef90_Q01MI9	"CHR4V7|COORD:16665012..16667546| APX3 (ASCORBATE PEROXIDASE 3); L-ascorbate peroxidase"	AT4G35000.1	CHR04V5|COORD:8221710..8219079|protein OsAPx3 - Peroxisomal Ascorbate Peroxidase encoding gene, expressed	LOC_Os04g14680.1	"no descriptionvery weakly similar to (87.4)AT4G35000| Symbols: APX3 | APX3 (ASCORBATE PEROXIDASE 3); L-ascorbate peroxidase | chr4:16665012-16667546 REVERSEvery weakly similar to (96.7)APX3_ORYSAascorbate_peroxidase plant_peroxidase"	redox.ascorbate and glutathione.ascorbate	21_2_1

CUST_2202_PI399408534	2	-0.15518284	-0.089995384	0.19525242	0.02790165	0.116485596	-0.02790165	35_3039	Rep: RLK1 - Phyllostachys praecox	UniRef90_Q30KI3	"CHR5V7|COORD:26299052..26302171| BAM1 (big apical meristem 1); ATP binding / kinase/ protein serine/threonine kinase"	AT5G65700.1	CHR03V5|COORD:32017583..32022581|protein receptor protein kinase CLAVATA1 precursor, putative, expressed	LOC_Os03g56270.2	"no descriptionhighly similar to ( 961)AT5G65700| Symbols: BAM1 | BAM1 (big apical meristem 1); ATP binding / kinase/ protein serine/threonine kinase | chr5:26299052-26302171 FORWARDmoderately similar to ( 340)RPK1_IPONIReceptor-like protein kinase precursor - Ipomoea nil (Japanese morning glory) (Pharbitis nil)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pkinase_Tyr S_TKc Pkinase S_TKc TyrKc PTKc PTKc_Jak_rpt2 PTKc_Src_like PTKc_EphR SPS1 PTKc_Srm_Brk PTKc_Csk_like PTKc_Frk_like PTKc_Tec_like PTKc_Syk_like PTKc_Itk PTKc_EGFR_like PTKc_Ack_like PTKc_InsR_like PTKc_Src PTKc_Met_Ron PTKc_Tec_Rlk PTKc_Fes_like PTKc_Trk PTKc_Fyn_Yrk PTK_HER3 PTKc_Jak2_Jak3_rpt2 PTKc_EphR_A2 PTKc_Abl PTKc_Lck_Blk PTKc_Yes PTKc_Btk_Bmx PTKc_Ror PTKc_Lyn PTKc_DDR PTKc_HER4 PTKc_Tyk2_rpt2 PTKc_EphR_B PTKc_FGFR PTKc_Chk PTKc_Csk PTKc_Jak1_rpt2 PTKc_TrkC PTKc_Axl_like PTKc_EphR_A PTKc_EphR_A10 PTKc_TrkA PTKc_FAK PTKc_c-ros PTKc_Fer PTKc_EGFR PTK_CCK4 PTKc_Hck PTKc_HER2 PTKc_Aatyk PTKc_TrkB PTKc_Musk PTKc_DDR1 PTKc_Ror1 PTKc_DDR_like PTKc_Fes PTKc_Aatyk1_Aatyk3 PTKc_DDR2 PTKc_Tie2 PTKc_InsR PTKc_PDGFR PTKc_Tie1 PTKc_Syk PTKc_Axl PTKc_Zap-70 PTKc_FGFR3 COG4886 PTKc_FGFR4 PTKc_RET PTKc_Tyro3 PTKc_ALK_LTK PTKc_Tie PTKc_FGFR1 PTKc_IGF-1R PTKc_FGFR2 PTKc_Ror2 PTK_Ryk PTKc_Aatyk2 PTKc_Kit PTK_Jak_rpt1 PTKc_VEGFR PTKc_VEGFR3 PTK_Jak1_rpt1"	signalling.receptor kinases.leucine rich repeat XI	30_2_11

CUST_82971_PI403524517	2	-0.018442154	0.27602148	0.01844263	-0.21312809	0.18045521	-0.40018225	35_23793	"Cluster: ATP-dependent DNA helicase, RecQ family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: ATP-dependent DNA helicase, RecQ"	UniRef90_Q2QZT4	"CHR3V7|COORD:1698186..1701234| RECQI1 (Arabidopsis RecQ helicase l1); ATP-dependent helicase"	AT3G05740.1	CHR11V5|COORD:26677241..26672514|protein bloom syndrome protein, putative, expressed	LOC_Os11g44910.3	"no descriptionmoderately similar to ( 242)AT3G05740| Symbols: RECQI1 | RECQI1 (Arabidopsis RecQ helicase l1); ATP-dependent helicase | chr3:1698186-1701234 FORWARDnot assigned not assigned not assigned RecQ PRK11057 DEAD"	DNA.unspecified	28_99

CUST_24949_PI403524517	2	0.08553314	-0.4496355	-0.14957905	0.34429073	0.07604504	-0.07604504	35_7243	"Cluster: Vegetative cell wall protein; n=1; Chlamydomonas incerta|Rep: Vegetative cell wall protein - Chlamydomonas incerta"	UniRef90_A0N015	CHR4V7|COORD:10275928..10278502| leucine-rich repeat family protein / extensin family protein	AT4G18670.1	CHR07V5|COORD:24271675..24264784|protein formin-2, putative, expressed	LOC_Os07g40510.1	no descriptionnot assigned not assigned PRK12323	not assigned.unknown	35_2

CUST_12881_PI399408534	2	-0.0055599213	0.42615604	-0.0904274	0.0055599213	-0.31851864	0.007923126	35_1718	"Cluster: Hypothetical protein P0665A11.8; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0665A11.8 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q94EF4	CHR3V7|COORD:19128856..19131543| protein kinase family protein	AT3G51550.1	CHR01V5|COORD:32788726..32791914|protein protein kinase, putative, expressed	LOC_Os01g56330.1	no descriptionweakly similar to ( 195)AT3G51550| Symbols:  | protein kinase family protein | chr3:19128856-19131543 REVERSEnot assigned	signalling.receptor kinases.Catharanthus roseus-like RLK1	30_2_16

CUST_51147_PI403524517	2	0.26590347	-1.1350422	-0.051116943	0.051116943	0.07565975	-0.07780838	35_14580	Rep: Putative 60S ribosomal protein L31 - Zea mays (Maize)	UniRef90_Q5XLD9	CHR5V7|COORD:22961229..22961993| 60S ribosomal protein L31 (RPL31C)	AT5G56710.1	CHR06V5|COORD:12411526..12414342|protein 60S ribosomal protein L31, putative, expressed	LOC_Os06g21480.1	no descriptionweakly similar to ( 168)AT5G56710| Symbols:  | 60S ribosomal protein L31 (RPL31C) | chr5:22961229-22961993 REVERSEweakly similar to ( 165)RL31_PANGI60S ribosomal protein L31 - Panax ginseng (Korean ginseng)not assigned Ribosomal_L31e RPL31A PRK01192	protein.synthesis.misc ribososomal protein	29_2_2

CUST_138772_PI403524517	2	-0.26938534	0.5944233	-0.013326645	0.013326645	0.08329773	-0.24621105	35_38925	Rep: Hypothetical protein - Deschampsia antarctica (Antarctic hairgrass)	UniRef90_Q8RX53	"CHR5V7|COORD:22913073..22913728| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G26288.1); similar to Os02g0684400 [Oryza sativa (japonica"	AT5G56550.1	CHR01V5|COORD:31213188..31211669|protein expressed protein	LOC_Os01g53730.1	"no descriptionvery weakly similar to (56.6)AT5G56550| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G26288.1); similar to Os02g0684400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001047761.1); similar to Os02g0227100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001046350.1); similar to MTD1 [Medicago truncatula] (GB:ABE81740.1) | chr5:22913073-22913728 REVERSE"	not assigned.unknown	35_2

CUST_50830_PI403524517	2	0.06969547	-0.15216064	0.05784893	0.002872467	-0.018971443	-0.002872467	35_14500	"Cluster: Putative Vps52 / Sac2 family protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Vps52 / Sac2 family protein - Oryza sativa (japonica cu"	UniRef90_Q7Y1L1	CHR1V7|COORD:26867398..26873479| POK (POKY POLLEN TUBE)	AT1G71270.1	CHR03V5|COORD:17341815..17331411|protein vacuolar protein sorting protein 52, putative, expressed	LOC_Os03g30460.1	 no descriptionhighly similar to ( 999)AT1G71270| Symbols: TTD8, POK | POK (POKY POLLEN TUBE) | chr1:26867398-26873479 FORWARDnot assigned not assigned Vps52 	not assigned.no ontology	35_1

CUST_173295_PI403524517	2	0.05514717	0.008640289	-0.008640289	0.0334177	-0.05521965	-0.099518776	35_48254	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_113486_PI403524517	2	0.10921192	-0.013099194	-0.063248634	0.013099194	-0.11568594	0.018403053	35_32214	0	0	CHR1V7|COORD:23241239..23242177| invertase/pectin methylesterase inhibitor family protein	AT1G62760.1	0	0	no description	not assigned.unknown	35_2

CUST_12680_PI404877155	2	0.08212471	-0.16597939	0.04620552	-0.041768074	-0.023366928	0.023365974	Contig6408_at	emp24/gp25L/p24 family protein [Arabidopsis thaliana] gb|AAR24197.1| At1g09580 [Arabidopsis thaliana]	NP_172429.1	emp24/gp25L/p24 family protein	At1g09580.1	protein emp24/gp25L/p24 family	Os02g52920	emp24/gp25L/p24 family	transport.misc	34_99

CUST_10864_PI399408534	2	0.26711273	-0.00477314	0.00477314	-0.2256527	-0.5617099	0.06123638	35_15709	Rep: GAMyb protein - Hordeum vulgare (Barley)	UniRef90_Q96464	"CHR5V7|COORD:1838556..1840387| ATMYB33/MYB33 (myb domain protein 33); DNA binding / transcription factor"	AT5G06100.2	CHR01V5|COORD:34835213..34839626|protein transcription factor GAMYB, putative, expressed	LOC_Os01g59660.2	 no descriptionmoderately similar to ( 260)AT5G06100| Symbols: MYB33, ATMYB33 | ATMYB33/MYB33 (myb domain protein 33) | chr5:1838556-1840387 FORWARDhighly similar to ( 859)GAM1_ORYSAnot assigned not assigned not assigned Thaumatin THN REB1 Myb_DNA-binding SANT SANT 	RNA.regulation of transcription.MYB domain transcription factor family	27_3_25

CUST_65262_PI403524517	2	-0.018086433	0.18858147	0.018086433	0.09355068	-0.03052044	-0.027396202	35_18633	"Cluster: Putative SufD; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative SufD - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5ZDZ8	CHR1V7|COORD:11750071..11751974| ATNAP6 (NON-INTRINSIC ABC PROTEIN 6)	AT1G32500.1	CHR01V5|COORD:1504859..1500795|protein expressed protein	LOC_Os01g03650.1	no descriptionmoderately similar to ( 302)AT1G32500| Symbols: ATNAP6 | ATNAP6 (NON-INTRINSIC ABC PROTEIN 6) | chr1:11750071-11751974 REVERSESufB UPF0051 PRK10948 ycf24 PRK11814	transport.ABC transporters and multidrug resistance systems	34_16

CUST_9173_PI403524517	2	0.07307243	-0.8785715	-0.21996975	0.028692245	0.046215057	-0.0286932	35_2578	"Cluster: Putative brix domain-containing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative brix domain-containing protein - Oryza sativa (japon"	UniRef90_Q69L77	CHR1V7|COORD:19714929..19716771| brix domain-containing protein	AT1G52930.1	CHR02V5|COORD:22882259..22879224|protein brix domain-containing protein 2, putative, expressed	LOC_Os02g37870.1	no descriptionmoderately similar to ( 471)AT1G52930| Symbols:  | brix domain-containing protein | chr1:19714929-19716771 FORWARDnot assigned BRX1 Brix	protein.synthesis.misc ribososomal protein.BRIX	29_2_2_50

CUST_78064_PI403524517	2	-0.73699856	0.40391254	0.32831573	0.07373524	-0.46863747	-0.07373428	35_22379	"Cluster: Os06g0297400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0297400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DCS4	CHR5V7|COORD:20413082..20415423| ankyrin repeat family protein	AT5G50140.1	CHR06V5|COORD:11021312..11026885|protein embryogenesis transmembrane protein, putative, expressed	LOC_Os06g19370.2	no descriptionvery weakly similar to (51.2)AT4G11000| Symbols:  | ankyrin repeat family protein | chr4:6731016-6732460 FORWARD	cell.organisation	31_1

CUST_115406_PI403524517	2	-0.17201996	0.03161335	0.0050210953	-0.0050210953	0.05088806	-0.27288914	35_32735	"Cluster: Zinc transporter; n=1; Oryza sativa (japonica cultivar-group)|Rep: Zinc transporter - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6L8F9	"CHR2V7|COORD:12845807..12847189| ZIP6 (ZINC TRANSPORTER 6 PRECURSOR); cation transporter"	AT2G30080.1	CHR05V5|COORD:3788825..3785993|protein ZIP zinc/iron transport family protein, expressed	LOC_Os05g07210.1	"no descriptionweakly similar to ( 102)AT2G30080| Symbols: ZIP6 | ZIP6 (ZINC TRANSPORTER 6 PRECURSOR); cation transporter | chr2:12845807-12847189 REVERSEnot assigned Zip"	transport.metal	34_12

CUST_22456_PI403524517	2	0.054798126	0.115208626	0.007951736	-0.12733555	-0.048158646	-0.007950783	35_6522	"Cluster: Cellulose synthase-like protein OsCslE2; n=4; Oryza sativa|Rep: Cellulose synthase-like protein OsCslE2 - Oryza sativa (Rice)"	UniRef90_Q944E3	"CHR1V7|COORD:20880418..20883080| ATCSLE1 (Cellulose synthase-like E1); cellulose synthase/ transferase, transferring glycosyl groups"	AT1G55850.1	CHR02V5|COORD:30142989..30148274|protein CSLE2 - cellulose synthase-like family E, expressed	LOC_Os02g49332.3	" no descriptionweakly similar to ( 165)AT1G55850| Symbols: CSLE1, ATCSLE1 | ATCSLE1 (Cellulose synthase-like E1); cellulose synthase/ transferase, transferring glycosyl groups | chr1:20880418-20883080 FORWARDCellulose_synt "	cell wall.cellulose synthesis.cellulose synthase	10_2_1

CUST_9975_PI404877155	2	-0.12701797	-0.10452318	0.096396446	0.42850018	-0.044830322	0.0448308	Contig3705_at	putative tetrafunctional protein of glyoxysomal fatty acid beta-oxidation [Oryza sativa (japonica cultivar-group)] dbj|BAB93398.1| putative	NP_908896.1	fatty acid multifunctional protein (MFP2)	At3g06860.1	protein 3-hydroxyacyl-CoA dehydrogenase, C-terminal domain, putative	Os01g24680	NONE	lipid metabolism.lipid degradation.beta-oxidation.mutifunctional	11_9_4_09

CUST_59266_PI403524517	2	-0.35421658	1.666439	-0.13402462	0.6065607	-0.49244642	0.13402367	35_16900	Rep: Cysteine proteinase inhibitor - Hordeum vulgare (Barley)	UniRef90_Q9LEI7	CHR3|COORD:3959870..3961918| cysteine protease inhibitor, putative / cystatin, putative, similar to PRLI-interacting factor M (Arabidopsis thaliana)	AT3G12490.1	CHR05V5|COORD:24198648..24196394|protein cysteine proteinase inhibitor 2, putative, expressed	LOC_Os05g41460.1	 no descriptionweakly similar to ( 111)AT3G12490| Symbols:  | cysteine protease inhibitor, putative / cystatin, putative | chr3:3960530-3961784 REVERSEweakly similar to ( 147)CYT2_ORYSACY CY Cystatin 	protein.degradation.cysteine protease	29_5_3

CUST_29327_PI403524517	2	0.10926533	-0.05321884	0.12547493	-0.16544724	0.046686172	-0.046686172	35_8473	"Cluster: 3,4-dihydroxy-2-butanone kinase, putative, expressed; n=6; Oryza sativa (japonica cultivar-group)|Rep: 3,4-dihydroxy-2-butanone kinase, putative, expre"	UniRef90_Q10DU4	CHR3V7|COORD:6081979..6085963| dihydroxyacetone kinase family protein	AT3G17770.1	CHR03V5|COORD:29096123..29088236|protein 3,4-dihydroxy-2-butanone kinase, putative, expressed	LOC_Os03g51000.2	no descriptionmoderately similar to ( 389)AT3G17770| Symbols:  | dihydroxyacetone kinase family protein | chr3:6081979-6085963 REVERSEnot assigned Dak1 DAK1 PRK11468	minor CHO metabolism.others	3_5

CUST_8005_PI403524517	2	-0.04438114	0.65532017	0.08886337	-0.01994133	-0.16562939	0.01994133	35_2231	Rep: OSIGBa0099L20.1 protein - Oryza sativa (Rice)	UniRef90_Q01K35	"CHR5V7|COORD:4225264..4227155| similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE92223.1); contains domain FAMILY NOT NAMED"	AT5G13240.1	CHR04V5|COORD:33613506..33609877|protein repressor of RNA polymerase III transcription MAF1, putative, expressed	LOC_Os04g56730.2	"no descriptionmoderately similar to ( 284)AT5G13240| Symbols:  | similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE92223.1); contains domain FAMILY NOT NAMED (PTHR22504); contains domain gb def: Hypothetical protein T31B5_60 (PTHR22504:SF5) | chr5:4225264-4227155 REVERSEnot assigned Maf1 MAF1"	not assigned.no ontology	35_1

CUST_38533_PI403524517	2	-0.34526443	1.1454744	-0.1209259	0.1522026	-0.6043377	0.1209259	35_11087	"Cluster: Glucan endo-1,3-beta-glucosidase 7, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Glucan endo-1,3-beta-glucosidase 7, putative,"	UniRef90_Q10PN7	CHR4V7|COORD:16481964..16483992| glycosyl hydrolase family 17 protein	AT4G34480.1	CHR03V5|COORD:6689462..6684933|protein glucan endo-1,3-beta-glucosidase 7 precursor, putative, expressed	LOC_Os03g12620.1	 no descriptionweakly similar to ( 146)AT4G34480| Symbols:  | glycosyl hydrolase family 17 protein | chr4:16481964-16483992 REVERSEvery weakly similar to (94.0)E13B_WHEATGlucan endo-1,3-beta-glucosidase precursor - Triticum aestivum (Wheat)Glyco_hydro_17 COG5309 	misc.beta 1,3 glucan hydrolases	26_4

CUST_73299_PI403524517	2	0.035500526	0.39165688	-0.041150093	-0.03550148	-0.08539486	0.12797451	35_21014	"Cluster: Putative SEC6; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative SEC6 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z8L4	"CHR1V7|COORD:27013684..27020407| similar to Exocyst complex component Sec6 [Medicago truncatula] (GB:ABE85247.1); similar to Os02g0749500 [Oryza sativa"	AT1G71820.1	CHR02V5|COORD:31506573..31495153|protein SEC6, putative, expressed	LOC_Os02g51430.2	"no descriptionmoderately similar to ( 314)AT1G71820| Symbols:  | similar to Exocyst complex component Sec6 [Medicago truncatula] (GB:ABE85247.1); similar to Os02g0749500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001048127.1); contains InterPro domain Exocyst complex component Sec6; (InterPro:IPR010326) | chr1:27013684-27020407 FORWARDnot assigned Sec6 SEC6"	not assigned.unknown	35_2

CUST_9650_PI404877155	2	-0.02475071	0.012867928	0.020174026	-0.012868881	-0.16172981	0.13569546	Contig3395_at	OSJNBb0065L13.11 [Oryza sativa (japonica cultivar-group)] ref|XP_473135.1| OSJNBb0065L13.11 [Oryza sativa (japonica cultivar-group)]	CAE03368.2	WD-40 repeat family protein	At2g32700.5	protein expressed protein	Os04g43130	gi|32488302|emb|CAE03368.1| OSJNBb0065L13.11	RNA.regulation of transcription.LUG	27_3_58

CUST_16455_PI404877155	2	0.15627193	0.22408009	-0.09600735	-0.02936554	-0.053661346	0.02936554	HA12N13u_s_at	putative RNA polymerase [Oryza sativa (japonica cultivar-group)] gb|AAO73277.1| putative RNA polymerase [Oryza sativa (japonica cultivar-gro	NP_910107.1	DNA-directed RNA polymerase I, II, and III, putative	At3g59600.1	protein RNA polymerase Rpb8, putative	Os06g48230	putative RNA polymerase	RNA.transcription	27_2

CUST_154708_PI403524517	2	0.15717602	-0.19152498	-0.3384304	0.01292038	0.048833847	-0.012921333	35_43224	"Cluster: Os04g0469500 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os04g0469500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JCH8	"CHR4V7|COORD:2555088..2557044| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G61260.1); similar to fiber expressed protein [Gossypium hirsutum]"	AT4G04990.1	0	0	no description	not assigned.unknown	35_2

CUST_59615_PI403524517	2	0.060593605	-0.84638596	-0.14152527	0.07121372	0.15874672	-0.06059265	35_16998	"Cluster: Putative ribosomal protein S17; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ribosomal protein S17 - Oryza sativa (japonica cultivar-group"	UniRef90_Q6YYA7	"CHR1V7|COORD:18286824..18287311| EMB1129 (EMBRYO DEFECTIVE 1129); structural constituent of ribosome"	AT1G49400.1	CHR08V5|COORD:16417808..16413594|protein 30S ribosomal protein S17, putative, expressed	LOC_Os08g27090.1	" no descriptionweakly similar to ( 152)AT1G49400| Symbols: EMB1129 | EMB1129 (EMBRYO DEFECTIVE 1129); structural constituent of ribosome | chr1:18286824-18287311 FORWARDvery weakly similar to (55.8)RR17_MAIZE30S ribosomal protein S17, chloroplast precursor - Zea mays (Maize)not assigned not assigned rpsQ RpsQ Ribosomal_S17 rps17 rps17p "	protein.synthesis.misc ribososomal protein	29_2_2

CUST_93224_PI403524517	2	-0.36607027	0.11237383	-0.021692753	0.21561575	-0.011380672	0.011380672	35_26656	"Cluster: Os04g0542900 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os04g0542900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JBC2	0	0	CHR04V5|COORD:26971925..26976114|protein placental protein 11 precursor, putative, expressed	LOC_Os04g45910.2	no description	not assigned.unknown	35_2

CUST_115231_PI403524517	2	0.031246185	-0.10916996	-0.12021732	0.09681034	0.03746891	-0.031245232	35_32688	Rep: Os07g0549700 protein - Oryza sativa (japonica cultivar-group)	UniRef90_Q0D5M5	CHR3V7|COORD:14239832..14243214| vacuolar ATP synthase subunit H family protein	AT3G42050.1	CHR07V5|COORD:21814898..21820628|protein vacuolar ATPase subunit H protein, putative, expressed	LOC_Os07g36470.1	no descriptionvery weakly similar to (73.2)AT3G42050| Symbols:  | vacuolar ATP synthase subunit H family protein | chr3:14239832-14243214 REVERSEvery weakly similar to (82.0)VATH_ORYSAnot assigned VATPase_H	transport.p- and v-ATPases.H+-transporting two-sector ATPase	34_1_1

CUST_44372_PI403524517	2	0.03525734	-0.016843796	0.09861755	-0.08788872	0.016843796	-0.07255459	35_12730	Rep: CR4 - Oryza sativa (Rice)	UniRef90_Q948R7	"CHR3V7|COORD:21970848..21973535| ACR4 (ARABIDOPSIS CRINKLY4); kinase"	AT3G59420.1	CHR03V5|COORD:24370082..24374272|protein receptor protein kinase CRINKLY4 precursor, putative, expressed	LOC_Os03g43670.1	"no descriptionmoderately similar to ( 389)AT3G59420| Symbols: ACR4 | ACR4 (ARABIDOPSIS CRINKLY4); kinase | chr3:21970848-21973535 REVERSEmoderately similar to ( 422)CRI4_MAIZEPutative receptor protein kinase CRINKLY4 precursor - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TyrKc Pkinase S_TKc S_TKc Pkinase_Tyr PTKc PTKc_Jak_rpt2 SPS1 PTKc_Chk PTKc_Csk_like PTKc_Src_like PTKc_Abl PTKc_Frk_like PTKc_FGFR PTKc_FGFR1 PTKc_Syk_like PTKc_Axl PTKc_DDR PTKc_EGFR_like PTKc_FGFR3 PTKc_Fes_like PTKc_VEGFR PTKc_FGFR4 PTKc_Musk PTKc_Csk PTKc_Ror PTKc_Tyro3 PTKc_Tie1 PTK_CCK4 PTKc_Tec_like PTK_Ryk PTKc_Axl_like PTKc_Jak2_Jak3_rpt2 PTKc_FGFR2 PTKc_VEGFR3 PTKc_FAK PTKc_Tie PTKc_Srm_Brk PTKc_EphR PTKc_PDGFR PTKc_Trk PTKc_Tie2 PTKc_Met_Ron PTKc_VEGFR2 PTKc_Itk PTKc_InsR_like PTKc_Lck_Blk PTKc_Fer PTKc_Zap-70 PTKc_Ror1 PTKc_Src PTKc_Ack_like PTKc_Jak1_rpt2 PTKc_EGFR PTKc_HER2 PTKc_RET PTK_HER3 PTKc_TrkB PTKc_CSF-1R PTKc_Tyk2_rpt2 PTKc_DDR2 PTKc_Lyn PTKc_HER4 PTKc_Fes PTKc_TrkA PTKc_Hck PTKc_PDGFR_beta PTKc_TrkC PTKc_PDGFR_alpha PTKc_Ror2 PTKc_EphR_B PTKc_IGF-1R PTKc_Yes PTKc_Fyn_Yrk PTKc_Syk PTKc_DDR1 PTKc_Kit PTKc_Tec_Rlk PTKc_EphR_A2"	protein.postranslational modification.kinase.receptor like cytoplasmatic kinase VII	29_4_1_57

CUST_6649_PI404877155	2	-0.27529907	0.8031769	0.016305923	-0.016305923	0.43368435	-0.13958454	Contig19701_at	P0520B06.17 [Oryza sativa (japonica cultivar-group)]	NP_918651.1	protein kinase family protein	At3g24550.1	protein expressed protein	Os01g32770	gi|20804498|dbj|BAB92193.1| P0520B06.17	RNA.regulation of transcription.AS2,Lateral Organ Boundaries Gene Family	27_3_37

CUST_114142_PI403524517	2	0.07787323	0.18072891	-0.036531925	-0.101306915	-0.4333639	0.036532402	35_32392	"Cluster: Os05g0508700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0508700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DGW2	CHR5V7|COORD:17518270..17522753| meprin and TRAF homology domain-containing protein / MATH domain-containing protein	AT5G43560.1	CHR05V5|COORD:25093445..25103539|protein MATH domain containing protein, expressed	LOC_Os05g43280.1	no description	not assigned.unknown	35_2

CUST_14084_PI404877155	2	0.007393837	-0.2780609	-0.07036877	0.080776215	0.0012788773	-0.0012788773	Contig7901_at	0	AAP47635.1	lecithin:cholesterol acyltransferase family protein / LACT family protein	At5g13640.1	protein lecithin diacylglycerol cholesterol acyltransferase	Os09g27210	"lecithin:cholesterol acyltransferase family protein / LACT family protein, similar to SP:P40345 Phospholipid:diacylglycerol acyltransferase (EC 2.3.1.158) (PDAT) {Saccharomyces cerevisiae}; contains Pfam profile PF02450: Lecithin:cholesterol acyltransfera"	lipid metabolism.'exotics' (steroids, squalene etc)	11_8

CUST_18624_PI403524517	2	-0.027305603	-0.0053081512	-0.015451431	0.0053071976	0.073643684	0.029783249	35_5385	"Cluster: Hypothetical protein P0711H09.20; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0711H09.20 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6Z8N1	"CHR3V7|COORD:6255816..6257701| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G21460.1); similar to Os08g0513300 [Oryza sativa (japonica"	AT3G18240.2	CHR08V5|COORD:25311620..25317240|protein expressed protein	LOC_Os08g40230.1	"no descriptionmoderately similar to ( 423)AT3G18240| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G21460.1); similar to Os08g0513300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001062225.1); similar to Protein involved in high osmolarity signaling pathway (ISS) [Ostreococcus tauri] (GB:CAL57599.1); contains domain SUBFAMILY NOT NAMED (PTHR13490:SF4); contains domain FAMILY NOT NAMED (PTHR13490) | chr3:6255816-6257701 FORWARDnot assigned not assigned not assigned not assigned Drf_FH1"	not assigned.unknown	35_2

CUST_64181_PI403524517	2	0.074352264	-0.07445812	-0.023023605	0.07111359	0.023023605	-0.03294182	35_18326	"Cluster: Ribosomal protein L30p family-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Ribosomal protein L30p family-like - Oryza sativa (japonica cultiv"	UniRef90_Q6ZC61	CHR5V7|COORD:22398596..22399013| ribosomal protein L30 family protein	AT5G55140.1	CHR08V5|COORD:522999..525801|protein structural constituent of ribosome, putative, expressed	LOC_Os08g01859.1	no descriptionweakly similar to ( 147)AT5G55140| Symbols:  | ribosomal protein L30 family protein | chr5:22398596-22399013 FORWARDnot assigned not assigned not assigned not assigned Ribosomal_L30 Ribosomal_L30_L7 RpmD rpmD PRK12323 PRK07003	protein.synthesis.mito/plastid ribosomal protein.unknown	29_2_1_99

CUST_80305_PI403524517	2	0.52160597	0.5058279	0.22772789	-0.22772789	-0.3529272	-0.26417017	35_23034	"Cluster: Transposon protein, putative, Pong sub-class, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Transposon protein, putative, Pong sub-class,"	UniRef90_Q7XEN8	"CHR5V7|COORD:16511788..16514197| ATGSTT3 (Arabidopsis thaliana Glutathione S-transferase (class theta) 3); glutathione transferase"	AT5G41220.1	CHR10V5|COORD:14111457..14109835|protein transposon protein, putative, Pong sub-class, expressed	LOC_Os10g27370.1	" no descriptionvery weakly similar to (73.6)AT5G41220| Symbols: GST10C, ATGSTT3 | ATGSTT3 (Arabidopsis thaliana Glutathione S-transferase (class theta) 3); glutathione transferase | chr5:16511788-16514197 REVERSE"	not assigned.unknown	35_2

CUST_32216_PI403524517	2	-0.018805504	-1.6180811	-0.094833374	0.36380768	1.0476322	0.018805504	35_9292	"Cluster: Os12g0569900 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os12g0569900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IMH0	CHR2V7|COORD:18152798..18155798| formin homology 2 domain-containing protein / FH2 domain-containing protein	AT2G43800.1	CHR12V5|COORD:23425400..23426830|protein expressed protein	LOC_Os12g38200.1	no description	not assigned.unknown	35_2

CUST_144510_PI403524517	2	-0.03396797	0.033967018	0.12701607	-0.053455353	0.067463875	-0.21073055	35_40472	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_21674_PI399408534	2	0.24021578	-0.08994484	-0.09961176	0.09268522	-0.050023556	0.050023556	35_48630	"Cluster: Nucleosome/chromatin assembly factor group C; n=6; Poaceae|Rep: Nucleosome/chromatin assembly factor group C - Zea mays (Maize)"	UniRef90_Q8L8G4	CHR2V7|COORD:8463088..8466317| FVE (FVE)	AT2G19520.1	CHR01V5|COORD:29827969..29833802|protein WD-40 repeat protein MSI4, putative, expressed	LOC_Os01g51300.2	 no descriptionweakly similar to ( 188)AT2G19520| Symbols: ACG1, MSI4, NFC4, NFC04, ATMSI4, FVE | FVE (FVE) | chr2:8463088-8466317 FORWARDnot assigned not assigned WD40 COG2319 	development.unspecified	33_99

CUST_104255_PI403524517	2	0.029316902	0.2827673	-0.4014082	-0.10693836	-0.029316902	0.032752037	35_29711	Rep: OSIGBa0131L05.9 protein - Oryza sativa (Rice)	UniRef90_Q01IB2		0	CHR04V5|COORD:25892556..25894832|protein expressed protein	LOC_Os04g44100.1	no description	not assigned.unknown	35_2

CUST_41272_PI403524517	2	-0.9472313	0.24191666	-0.10243797	0.10243893	0.38401031	-0.121341705	35_11864	"Cluster: EF hand family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: EF hand family protein, expressed - Oryza sativa (japonica cultivar"	UniRef90_Q10LX4	0	0	CHR03V5|COORD:12204933..12202719|protein calcium-binding protein CAST, putative, expressed	LOC_Os03g21380.2	no description	not assigned.unknown	35_2

CUST_29793_PI403524517	2	-0.2539301	-0.06507778	-0.013420105	0.013420105	0.07161236	0.2260418	35_8602	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_92824_PI403524517	2	0.16175365	0.14742947	0.076212406	-0.07621288	-0.17763853	-0.6332135	35_26540	"Cluster: Metal-dependent hydrolase-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Metal-dependent hydrolase-like protein - Oryza sativa (japonic"	UniRef90_Q6ZIF9	CHR4V7|COORD:16752641..16753971| cyclase family protein	AT4G35220.1	CHR02V5|COORD:4831143..4835208|protein cyclase, putative, expressed	LOC_Os02g09420.1	no descriptionweakly similar to ( 118)AT4G35220| Symbols:  | cyclase family protein | chr4:16752641-16753971 FORWARD	DNA.unspecified	28_99

CUST_40173_PI403524517	2	0.26951027	0.025763512	0.12678337	-0.56351185	-0.08430481	-0.025764465	35_11553	"Cluster: Hypothetical protein OSJNBa0025J22.3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0025J22.3 - Oryza sativa (japonica cu"	UniRef90_Q6Z3S9	CHR3V7|COORD:7285030..7286256| protein kinase family protein	AT3G20830.1	CHR08V5|COORD:24832923..24834634|protein protein kinase, putative, expressed	LOC_Os08g39460.1	no descriptionweakly similar to ( 143)AT1G51170| Symbols:  | protein kinase family protein | chr1:18957293-18958507 REVERSEweakly similar to ( 112)KPK1_PHAVUProtein kinase PVPK-1 - Phaseolus vulgaris (Kidney bean) (French bean)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase SPS1 TyrKc Pkinase_Tyr PTKc PTKc_Jak_rpt2 PRK12323 PRK07003 PTKc_Trk PTKc_EGFR_like Herpes_BLLF1 PTKc_HER4 PTKc_Tyk2_rpt2 PTKc_HER2 PTKc_EGFR PTKc_Ror PTKc_Ack_like PTKc_DDR_like PTKc_DDR1 PTKc_DDR Atrophin-1 PTKc_Musk PRK12678 Tymo_45kd_70kd PTKc_Syk_like PTKc_DDR2 PTKc_Jak2_Jak3_rpt2 PTKc_Ror2 PTKc_FAK KAR9	protein.postranslational modification	29_4

CUST_13651_PI399408534	2	0.07344675	0.051837444	-0.054387093	-0.019452572	-0.4145918	0.019452572	35_13416	"Cluster: Putative Sac domain-containing inositol phosphatase 3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Sac domain-containing inositol phospha"	UniRef90_Q69YB0	"CHR1V7|COORD:7997878..8002776| ATSAC1 (SUPPRESSOR OF ACTIN 1); phosphoinositide 5-phosphatase"	AT1G22620.1	CHR06V5|COORD:4853760..4843483|protein phosphoinositide 5-phosphatase, putative, expressed	LOC_Os06g09540.1	"no descriptionvery weakly similar to (65.9)AT1G22620| Symbols: ATSAC1 | ATSAC1 (SUPPRESSOR OF ACTIN 1); phosphoinositide 5-phosphatase | chr1:7997878-8002776 REVERSEnot assigned"	signalling.phosphinositides	30_4

CUST_5335_PI403524517	2	-0.39558506	-0.8872318	0.037817	0.24115181	0.064068794	-0.037816048	35_1473	Rep: Endoglucanase 10 - Oryza sativa (Rice)	UniRef90_Q84R49	"CHR5V7|COORD:20214991..20217394| KOR1 (KORRIGAN); hydrolase, hydrolyzing O-glycosyl compounds"	AT5G49720.1	CHR03V5|COORD:30135698..30132196|protein endo-1,4-beta-glucanase Cel1, putative, expressed	LOC_Os03g52630.1	" no descriptionhighly similar to ( 835)AT5G49720| Symbols: DEC, KOR, RSW2, OR16PEP, IRX2, KOR1 | KOR1 (KORRIGAN); hydrolase, hydrolyzing O-glycosyl compounds | chr5:20214991-20217394 REVERSEnearly identical (1028)GUN10_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned Glyco_hydro_9 DUF566 PRK12323 "	cell wall.degradation.cellulases and beta -1,4-glucanases	10_6_1

CUST_44244_PI403524517	2	0.023534775	0.6510811	0.197052	-0.19138336	-0.20234966	-0.023535728	35_12694	"Cluster: Putative auxin-independent growth promoter; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative auxin-independent growth promoter - Oryza sativa"	UniRef90_Q651P4	0	0	CHR09V5|COORD:21666226..21673416|protein expressed protein	LOC_Os09g37590.1	no description	not assigned.unknown	35_2

CUST_15690_PI403524517	2	-0.029693604	0.24442196	-0.20122337	0.5063782	-0.27090168	0.029693604	35_4529	"Cluster: Hypothetical protein P0567H04.20; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0567H04.20 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6Z405	"CHR1V7|COORD:5675918..5678679| SR45 (arginine/serine-rich 45); RNA binding"	AT1G16610.2	CHR07V5|COORD:22341758..22341979|protein hypothetical protein	LOC_Os07g37290.1	no description	not assigned.unknown	35_2

CUST_179297_PI403524517	2	-0.019029617	0.019028664	0.08485508	-0.13087082	0.082473755	-0.03568268	35_49865	"Cluster: Os07g0200500 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0200500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D7Y1	CHR2V7|COORD:18571231..18574707| structural constituent of nuclear pore	AT2G45000.1	CHR07V5|COORD:5429853..5434475|protein expressed protein	LOC_Os07g10120.1	no descriptionnot assigned not assigned PRK07003	not assigned.unknown	35_2

CUST_171425_PI403524517	2	0.15428638	0.44905138	-0.15659523	0.08804846	-0.3683009	-0.08804846	35_47769	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_178752_PI403524517	2	0.014617443	-0.33326054	-0.014617443	0.22059393	-0.19766521	0.5855942	35_49717	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_102549_PI403524517	2	0.29111004	-0.013489246	-0.010855675	-0.09747791	0.1617384	0.010856152	35_29253	"Cluster: Os09g0446200 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0446200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J1E3	CHR5V7|COORD:2056742..2059370| SPC98 (SPINDLE POLE BODY COMPONENT 98)	AT5G06680.1	CHR09V5|COORD:16632329..16635458|protein gamma-tubulin complex component 3, putative, expressed	LOC_Os09g27370.2	 no descriptionweakly similar to ( 194)AT5G06680| Symbols: ATSPC98, SPC98 | SPC98 (SPINDLE POLE BODY COMPONENT 98) | chr5:2056742-2059370 FORWARDnot assigned Spc97_Spc98 	cell.organisation	31_1

CUST_164384_PI403524517	2	0.21408272	0.052437782	0.1963954	-0.27991438	-0.052437782	-0.45775414	35_45822	"Cluster: Os07g0461600 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0461600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D6N3		0	CHR07V5|COORD:16204321..16194134|protein expressed protein	LOC_Os07g27760.1	no description	not assigned.unknown	35_2

CUST_98884_PI403524517	2	-0.0016217232	0.3419919	0.32045126	-0.10585928	-0.5570979	0.0016217232	35_28225	"Cluster: Os03g0191000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os03g0191000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DUE4		0	CHR03V5|COORD:4713125..4705256|protein calmodulin-binding transcription activator 2, putative, expressed	LOC_Os03g09100.1	no description	not assigned.unknown	35_2

CUST_113313_PI403524517	2	0.66551876	0.3350482	0.27069616	-0.27069616	-0.34881544	-0.47227	35_32164	"Cluster: Nodulin-like protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Nodulin-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q94D97	"CHR5V7|COORD:18351703..18354467| similar to nodulin-related [Arabidopsis thaliana] (TAIR:AT4G19450.1); similar to NFD4 (NUCLEAR FUSION"	AT5G45275.1	CHR01V5|COORD:35632588..35629341|protein nodulin-like protein, putative, expressed	LOC_Os01g61010.2	"no descriptionweakly similar to ( 141)AT5G45275| Symbols:  | similar to nodulin-related [Arabidopsis thaliana] (TAIR:AT4G19450.1); similar to NFD4 (NUCLEAR FUSION DEFECTIVE 4) [Arabidopsis thaliana] (TAIR:AT1G31470.1); similar to Nodulin-like; Major facilitator superfamily MFS_1 [Medicago truncatula] (GB:ABE77921.1); similar to Os11g0107400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001065544.1); similar to Os12g0106500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001065940.1); contains InterPro domain Nodulin-like; (InterPro:IPR010658) | chr5:18351703-18354467 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned Nodulin-like"	development.unspecified	33_99

CUST_19507_PI404877155	2	0.035224915	-0.8768997	0.12110615	0.09406471	-0.03630829	-0.03522587	rbags7l20_at	OSJNBb0012E08.10 [Oryza sativa (japonica cultivar-group)] ref|XP_472371.1| OSJNBb0012E08.10 [Oryza sativa (japonica cultivar-group)]	CAD40786.1	calnexin 1 (CNX1)	At5g61790.1	protein Calreticulin family, putative	Os04g32950	NONE	signalling.calcium	30_3

CUST_85626_PI403524517	2	0.20469952	0.12441826	-0.35875988	-0.12441826	-0.47863483	0.15291786	35_24526	"Cluster: Thylakoid lumenal 20 kDa protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Thylakoid lumenal 20 kDa protein-like - Oryza sativa (japonica"	UniRef90_Q5VQX1	CHR3V7|COORD:20995786..20996892| thylakoid lumenal 20 kDa protein	AT3G56650.1	CHR01V5|COORD:34466616..34468063|protein expressed protein	LOC_Os01g59090.1	no descriptionweakly similar to ( 134)AT3G56650| Symbols:  | thylakoid lumenal 20 kDa protein | chr3:20995786-20996892 FORWARD	PS.lightreaction.photosystem II.PSII polypeptide subunits	1_1_1_2

CUST_61370_PI403524517	2	-1.0539713	-0.4379692	0.36909676	0.3623953	0.7181072	-0.36239624	35_17514	"Cluster: OSIGBa0138H21-OSIGBa0138E01.1 protein; n=2; Oryza sativa|Rep: OSIGBa0138H21-OSIGBa0138E01.1 protein - Oryza sativa (Rice)"	UniRef90_Q01HX2	CHR2V7|COORD:9364268..9364954| SEP2 (STRESS ENHANCED PROTEIN 2)	AT2G21970.1	CHR04V5|COORD:32261944..32263284|protein SEP2, putative, expressed	LOC_Os04g54630.1	no descriptionvery weakly similar to (89.4)AT2G21970| Symbols: SEP2 | SEP2 (STRESS ENHANCED PROTEIN 2) | chr2:9364268-9364954 REVERSE	stress	20

CUST_6759_PI404877155	2	-0.27527142	0.2744341	0.17343044	-0.1887455	0.22879028	-0.17343044	Contig2_s_at	plasma membrane H+-ATPase [Triticum aestivum] sp|P83970|PMA1_WHEAT Plasma membrane ATPase (Proton pump)	AAS55889.1	ATPase 2, plasma membrane-type, putative / proton pump 2, putative / proton-exporting ATPase, putative	At4g30190.1	protein plasma-membrane proton-efflux P-type ATPase	Os04g56160	plasma membrane H+-ATPase	transport.p- and v-ATPases	34_1

CUST_15905_PI404877155	2	-0.4669094	-0.13837099	0.13837147	0.4264984	0.6372423	-0.3831916	Contig9742_at	putative S-like ribonuclease RNS2 [Oryza sativa (japonica cultivar-group)] dbj|BAB86069.1| putative S-like ribonuclease RNS2 [Oryza sativa (	NP_915163.1	ribonuclease 2 (RNS2)	At2g39780.1	protein RNase NGR2	Os01g67190	putative S-like ribonuclease RNS2	RNA.processing.ribonucleases	27_1_19

CUST_77662_PI403524517	2	0.052523613	-0.3393674	-0.052523613	-0.2436347	0.14600706	0.07752752	35_22264	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_136121_PI403524517	2	1.1296759	0.12258339	-0.22953224	0.16601086	-0.31364918	-0.122583866	35_38173	"Cluster: Ribosomal protein L7; n=1; Triticum aestivum|Rep: Ribosomal protein L7 - Triticum aestivum (Wheat)"	UniRef90_Q5I7K6	CHR2V7|COORD:18256303..18257478| 60S ribosomal protein L7 (RPL7C)	AT2G44120.1	CHR08V5|COORD:8147026..8149638|protein 60S ribosomal protein L7-1, putative, expressed	LOC_Os08g13690.1	no descriptionweakly similar to ( 142)AT2G44120| Symbols:  | 60S ribosomal protein L7 (RPL7C) | chr2:18256303-18257493 REVERSEnot assigned Ribosomal_L7 Ribosomal_L30_N Ribosomal_L30 Ribosomal_L30_L7	protein.synthesis.misc ribososomal protein	29_2_2

CUST_62255_PI403524517	2	0.0035657883	0.25796986	-0.003566742	-0.062008858	0.018562317	-0.069467545	35_17751	Rep: H0425E08.1 protein - Oryza sativa (Rice)	UniRef90_Q01IA7	CHR1V7|COORD:24304828..24309822| zinc finger protein-related	AT1G65430.1	CHR04V5|COORD:24362421..24369641|protein protein ariadne-1, putative, expressed	LOC_Os04g41470.1	no descriptionweakly similar to ( 131)AT1G65430| Symbols:  | zinc finger protein-related | chr1:24304828-24309822 REVERSEnot assigned	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_88353_PI403524517	2	0.24755955	-0.6379156	-0.028656006	-0.056687355	0.123776436	0.028656006	35_25293	"Cluster: Hypothetical protein OSJNBa0023I17.1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0023I17.1 - Oryza sativa (japonica cu"	UniRef90_Q6H6W0	CHR4V7|COORD:14291211..14293024| RNA-binding protein-related	AT4G28990.1	CHR02V5|COORD:3458251..3458631|protein hypothetical protein	LOC_Os02g06850.1	no descriptionPRK12678 PRK07764	not assigned.unknown	35_2

CUST_134228_PI403524517	2	-1.3609171	0.25859547	-0.7099886	0.66903114	-0.03203869	0.032039642	35_37666	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QM53	"CHR5V7|COORD:23313245..23313697| ZFP2 (ZINC FINGER PROTEIN 2); nucleic acid binding / transcription factor/ zinc ion binding"	AT5G57520.1	CHR12V5|COORD:26178290..26177174|protein expressed protein	LOC_Os12g42250.1	no description	not assigned.unknown	35_2

CUST_16148_PI404877155	2	0.035842896	0.5513077	0.11125851	-0.10133839	-0.66629505	-0.035842896	EBem05_SQ004_I01_at	NADH:ubiquinone oxidoreductase family protein [Arabidopsis thaliana]	NP_849455.1	NADH:ubiquinone oxidoreductase family protein	At4g26965.1	protein expressed protein	Os09g32430	NADH:ubiquinone oxidoreductase family protein, contains Pfam profile PF05071: NADH:ubiquinone oxidoreductase 17.2 kD subunit or  expressed protein	mitochondrial electron transport / ATP synthesis.NADH-DH.localisation not clear	9_1_2

CUST_2898_PI404877155	2	0.12377548	-0.22373867	-0.019687653	-0.03555584	0.09488964	0.019687653	Contig13303_at	SET-domain transcriptional regulator-like protein [Oryza sativa (japonica cultivar-group)] dbj|BAD11545.1| SET-domain transcriptional regula	BAD05333.1	SET domain-containing protein	At2g19640.2	protein expressed protein	Os08g10470	SET-domain transcriptional regulator family	RNA.regulation of transcription.SET-domain transcriptional regulator family	27_3_69

CUST_109209_PI403524517	2	0.03336525	-0.01640892	0.0075416565	0.016937256	-0.028167725	-0.007543564	35_31044	"Cluster: Putative p23 co-chaperone; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative p23 co-chaperone - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6YYB0	CHR4V7|COORD:1073987..1075765| glycine-rich protein	AT4G02450.1	CHR08V5|COORD:16409856..16405483|protein co-chaperone protein SBA1, putative, expressed	LOC_Os08g27070.1	no description	not assigned.unknown	35_2

CUST_81162_PI403524517	2	0.005387306	-0.1648798	0.2783308	-0.22574139	0.64063835	-0.0053863525	35_23281	Rep: Hypothetical protein - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q8LF93	"CHR3V7|COORD:540031..540962| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G16110.1); similar to hypothetical protein [Cleome spinosa] (GB:ABD96883"	AT3G02555.1	CHR06V5|COORD:27270969..27274228|protein expressed protein	LOC_Os06g45090.2	"no descriptionvery weakly similar to (54.7)AT3G02555| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G16110.1); similar to hypothetical protein [Cleome spinosa] (GB:ABD96883.1) | chr3:540031-540962 REVERSE"	not assigned.unknown	35_2

CUST_33113_PI403524517	2	-0.11295223	0.040323734	0.19590569	0.23555183	-0.25108194	-0.04032421	35_9548	"Cluster: Os07g0152700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os07g0152700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D8K2	"CHR1V7|COORD:29477939..29478690| ATGSTU22 (Arabidopsis thaliana Glutathione S-transferase (class tau) 22); glutathione transferase"	AT1G78340.1	CHR07V5|COORD:2789750..2790857|protein lactoylglutathione lyase, putative, expressed	LOC_Os07g05800.1	"no descriptionweakly similar to ( 147)AT1G78340| Symbols: ATGSTU22 | ATGSTU22 (Arabidopsis thaliana Glutathione S-transferase (class tau) 22); glutathione transferase | chr1:29477939-29478690 REVERSEweakly similar to ( 144)GSTX4_TOBACProbable glutathione S-transferase - Nicotiana tabacum (Common tobacco)not assigned not assigned not assigned GST_N_Tau GST_C_Tau Gst GST_N_family GST_N"	misc.glutathione S transferases	26_9

CUST_32882_PI403524517	2	0.21829224	-0.24592876	0.09561157	-0.09561157	-0.21616077	0.23769474	35_9477	"Cluster: Hypothetical protein OSJNBa0050H14.8; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0050H14.8 - Oryza sativa (japonica cu"	UniRef90_Q8H022	CHR1V7|COORD:29143384..29147859| protein binding / tubulin-tyrosine ligase	AT1G77550.1	CHR03V5|COORD:4129853..4136536|protein tubulin--tyrosine ligase-like protein 12, putative, expressed	LOC_Os03g08140.2	no descriptionweakly similar to ( 154)AT1G77550| Symbols:  | protein binding / tubulin-tyrosine ligase | chr1:29143384-29147859 REVERSEnot assigned	cell.organisation	31_1

CUST_169296_PI403524517	2	0.16646862	-0.25467777	-0.009181976	-0.051737785	0.20901108	0.009181023	35_47153	"Cluster: Rad21-3 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Rad21-3 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6UFU8		0	CHR08V5|COORD:10153890..10159336|protein sister chromatid cohesion 1 protein 3, putative, expressed	LOC_Os08g16610.1	no description	not assigned.unknown	35_2

CUST_154066_PI403524517	2	0.05239868	-0.16263676	-0.1044302	0.076034546	0.013142586	-0.013143539	35_43052	"Cluster: Putative alkaline/neutral invertase; n=2; Oryza sativa|Rep: Putative alkaline/neutral invertase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69T31	CHR1V7|COORD:8013518..8015636| beta-fructofuranosidase, putative / invertase, putative / saccharase, putative / beta-fructosidase, putative	AT1G22650.1	CHR02V5|COORD:20716052..20712022|protein neutral/alkaline invertase, putative, expressed	LOC_Os02g34560.1	 no descriptionmoderately similar to ( 316)AT1G22650| Symbols:  | beta-fructofuranosidase, putative / invertase, putative / saccharase, putative / beta-fructosidase, putative | chr1:8013518-8015636 REVERSEInvertase_neut 	major CHO metabolism.degradation.sucrose.invertases.neutral	2_2_1_3_1

CUST_33601_PI399408534	2	0.05532646	0.5619154	0.29635477	-0.05532694	-0.10113239	-0.09211779	35_9771	"Cluster: Os03g0734900 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os03g0734900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DNU1	CHR1|COORD:19136123..19139093| zinc finger (GATA type) family protein, contains similarity to zinc-finger protein ZIM (Arabidopsis thaliana)	AT1G51600.2	CHR03V5|COORD:30049652..30044852|protein GATA transcription factor 25, putative, expressed	LOC_Os03g52450.2	"no descriptionweakly similar to ( 132)AT1G51600| Symbols: ZML2 | ZML2 (ZIM-LIKE 2); transcription factor | chr1:19136844-19138920 FORWARDvery weakly similar to (54.3)PRR1_ORYSACCT ZnF_GATA ZnF_GATA GATA"	RNA.regulation of transcription.C2C2(Zn) GATA transcription factor family	27_3_9

CUST_4941_PI404877155	2	-0.17788124	-0.12220907	0.011096001	0.19625616	0.07080078	-0.011096001	Contig1630_at	CRC-related protein [Triticum aestivum]	AAQ11881.1	triosephosphate isomerase, cytosolic, putative	At3g55440.1	protein triosephosphate isomerase	Os01g05490	0	RNA.regulation of transcription.C2C2(Zn) YABBY family	27_3_10

CUST_136707_PI403524517	2	-0.49965572	-0.22427559	-0.054194927	0.43906307	0.08258724	0.05419445	35_38338	"Cluster: Hypothetical protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8H8U7		0	CHR03V5|COORD:9682740..9686230|protein expressed protein	LOC_Os03g17450.1	no description	not assigned.unknown	35_2

CUST_23159_PI403524517	2	-0.03227234	-0.6574893	-0.025342941	0.090517044	0.025342941	0.071354866	35_6731	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2R3D9	CHR5|COORD:24877104..24881330| expressed protein	AT5G61910.3	CHR11V5|COORD:18567715..18574453|protein expressed protein	LOC_Os11g32270.1	"no descriptionweakly similar to ( 115)AT5G61910| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G32910.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABA94008.2); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABG22502.1); similar to Os06g0227200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001057206.1); contains domain KELCH-RELATED PROTEINS (PTHR23230); contains domain SUBFAMILY NOT NAMED (PTHR23230:SF1); contains domain no description (SM00767) | chr5:24878317-24880967 REVERSEvery weakly similar to (64.3)B2_DAUCAB2 protein - Daucus carota (Carrot)not assigned"	not assigned.unknown	35_2

CUST_37329_PI403524517	2	-0.01477623	0.20898342	0.03995037	-0.046533585	-0.0090408325	0.0090408325	35_10755	"Cluster: Hypothetical protein OSJNBa0014E22.16; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0014E22.16 - Oryza sativa (japonica"	UniRef90_Q6H5W6	0	0	CHR02V5|COORD:25544949..25544704|protein expressed protein	LOC_Os02g42470.1	no description	not assigned.unknown	35_2

CUST_26232_PI403524517	2	-1.1142616	0.4408927	0.23102713	0.112546444	-0.6003127	-0.112546444	35_7598	"Cluster: Alternative oxidase; n=1; Triticum aestivum|Rep: Alternative oxidase - Triticum aestivum (Wheat)"	UniRef90_Q8S913	"CHR3V7|COORD:7906897..7908423| AOX1A (alternative oxidase 1A); alternative oxidase"	AT3G22370.1	CHR04V5|COORD:30070780..30068069|protein transposon protein, putative, unclassified, expressed	LOC_Os04g51150.1	" no descriptionweakly similar to ( 108)AT3G22370| Symbols: ATAOX1A, AOX1A | AOX1A (alternative oxidase 1A); alternative oxidase | chr3:7906897-7908423 FORWARDweakly similar to ( 106)AOX2_SOYBNAlternative oxidase 2, mitochondrial precursor - Glycine max (Soybean)AOX AOX "	mitochondrial electron transport / ATP synthesis.alternative oxidase	9_4

CUST_98386_PI403524517	2	0.11698055	-0.64929676	-0.24308777	0.31100368	0.11140919	-0.11140919	35_28091	Rep: Chitinase - Triticum aestivum (Wheat)	UniRef90_Q9M3P9	"CHR3V7|COORD:3962508..3963952| ATHCHIB (BASIC CHITINASE); chitinase"	AT3G12500.1	CHR05V5|COORD:19343273..19344732|protein basic endochitinase A precursor, putative, expressed	LOC_Os05g33130.1	" no descriptionweakly similar to ( 119)AT3G12500| Symbols: PR3, PR-3, CHI-B, B-CHI, ATHCHIB | ATHCHIB (BASIC CHITINASE); chitinase | chr3:3962508-3963952 REVERSEweakly similar to ( 123)CHIT_PHAVUEndochitinase precursor - Phaseolus vulgaris (Kidney bean) (French bean)not assigned Glyco_hydro_19 chitinase_glyco_hydro_19 "	stress.biotic	20_1

CUST_56272_PI403524517	2	0.070441246	-0.48455238	-0.11327934	-0.028168678	0.028168678	0.07394886	35_16019	"Cluster: Adenylate kinase, chloroplast, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Adenylate kinase, chloroplast, putative, expressed"	UniRef90_Q10S93	"CHR2V7|COORD:15649070..15650397| ADK/ATPADK1 (ADENOSINE KINASE); nucleotide kinase"	AT2G37250.1	CHR03V5|COORD:1694780..1698023|protein adenylate kinase, chloroplast precursor, putative, expressed	LOC_Os03g03820.1	" no descriptionmoderately similar to ( 360)AT2G37250| Symbols: ADK, ATPADK1 | ADK/ATPADK1 (ADENOSINE KINASE); nucleotide kinase | chr2:15649070-15650397 FORWARDmoderately similar to ( 350)KADC_SOLTUAdenylate kinase, chloroplast precursor - Solanum tuberosum (Potato)not assigned not assigned not assigned not assigned ADK adk ADK Adk adk TT_ORF1 "	nucleotide metabolism.phosphotransfer and pyrophosphatases.adenylate kinase	23_4_1

CUST_24555_PI403524517	2	0.008858681	-0.108472824	0.017619133	-0.0672493	-0.008857727	0.20547295	35_7126	"Cluster: Os07g0123700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0123700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D8W0	CHR3V7|COORD:6501780..6508358| transducin family protein / WD-40 repeat family protein	AT3G18860.1	CHR07V5|COORD:1236432..1227170|protein ubiquitin homeostasis protein lub1, putative, expressed	LOC_Os07g03160.1	no descriptionmoderately similar to ( 444)AT3G18860| Symbols:  | transducin family protein / WD-40 repeat family protein | chr3:6501780-6508358 FORWARDnot assigned PUL PFU	lipid metabolism.lipid degradation.lysophospholipases	11_9_3

CUST_78561_PI403524517	2	-0.07808113	-0.12767124	-0.010463715	0.037439346	0.035370827	0.010463715	35_22525	"Cluster: Expressed protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q109I2	0	0	CHR10V5|COORD:18121413..18124858|protein csAtPR5, putative, expressed	LOC_Os10g34614.2	no description	not assigned.unknown	35_2

CUST_177369_PI403524517	2	-0.30869198	0.10038233	-0.1947341	0.083111286	-0.08311081	0.3695321	35_49339	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_13582_PI404877155	2	-0.026112556	0.6932192	-0.07670593	-0.1181221	0.026112556	0.04862404	Contig7333_at	P0436E04.10 [Oryza sativa (japonica cultivar-group)]	NP_908351.1	expressed protein	At3g54360.1	protein expressed protein	Os02g55200	gi|10697196|dbj|BAB16327.1| P0436E04.10	RNA.processing.ribonucleases	27_1_19

CUST_141974_PI403524517	2	0.15862465	-0.0050845146	0.0050849915	0.04536581	-0.013537407	-0.026058674	35_39789	"Cluster: Putative resistance complex protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative resistance complex protein - Oryza sativa (japonica cult"	UniRef90_Q852D5	CHR5V7|COORD:6074525..6078571| disease resistance protein (TIR-NBS-LRR class), putative	AT5G18350.1	CHR01V5|COORD:14585457..14580271|protein powdery mildew resistance protein PM3F, putative, expressed	LOC_Os01g25760.1	no description	not assigned.unknown	35_2

CUST_8097_PI404877155	2	-0.011148453	0.27715492	-0.021701813	0.038829803	-0.0064868927	0.0064868927	Contig23893_at	putative heat shock factor [Oryza sativa (japonica cultivar-group)] dbj|BAB56047.1| putative heat shock factor [Oryza sativa (japonica culti	NP_916109.1	heat shock transcription factor 21 (HSF21)	At4g18880.1	protein HSF-type DNA-binding domain, putative	Os01g54550	"heat shock transcription factor 21 (HSF21), identical to heat shock transcription factor 21 (Arabidopsis thaliana) GI:3399765; contains Pfam profile: PF00447 HSF-type DNA-binding domain"	RNA.regulation of transcription.HSF,Heat-shock transcription factor family	27_3_23

CUST_65341_PI403524517	2	0.036771774	-0.288414	-0.036771297	0.08360958	-0.20710564	0.099392414	35_18657	"Cluster: Os09g0130800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os09g0130800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J3D0	CHR5V7|COORD:14136290..14140308| DNA-binding protein, putative	AT5G35970.1	CHR09V5|COORD:2361285..2353824|protein ATP binding protein, putative, expressed	LOC_Os09g04440.1	 no descriptionmoderately similar to ( 380)AT5G35970| Symbols:  | DNA-binding protein, putative | chr5:14136290-14140308 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned COG1112 	DNA.synthesis/chromatin structure	28_1

CUST_177754_PI403524517	2	0.04704094	0.09378624	-0.12061596	-0.060027122	-0.04704094	0.06418896	35_49442	"Cluster: Hypothetical protein P0537A05.23; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0537A05.23 - Oryza sativa (japonica cultivar-g"	UniRef90_Q9AS11	CHR4V7|COORD:8663499..8665759| formin homology 2 domain-containing protein / FH2 domain-containing protein	AT4G15200.1	CHR01V5|COORD:12565943..12565216|protein expressed protein	LOC_Os01g22380.1	no description	not assigned.unknown	35_2

CUST_72271_PI403524517	2	-0.005887985	0.03017807	0.08475876	-0.45932198	0.0058870316	-0.42120695	35_20713	0	0	CHR3V7|COORD:21489288..21494200| DNAJ heat shock N-terminal domain-containing protein	AT3G58020.1	0	0	no description	not assigned.unknown	35_2

CUST_27538_PI399408534	2	-0.06659794	-0.21115494	0.4523716	0.015015602	0.2174797	-0.015015602	35_16881	Rep: P-type ATPase - Hordeum vulgare (Barley)	UniRef90_Q94IN1	"CHR1V7|COORD:9671899..9675997| ACA1 (autoinhibited Ca2+ -ATPase 1); calcium-transporting ATPase/ calmodulin binding"	AT1G27770.1	CHR12V5|COORD:24451731..24457449|protein calcium-transporting ATPase 2, plasma membrane-type, putative, expressed	LOC_Os12g39660.1	" no descriptionhighly similar to ( 834)AT1G27770| Symbols: PEA1, ACA1 | ACA1 (autoinhibited Ca2+ -ATPase 1); calmodulin binding | chr1:9671899-9675997 REVERSEnearly identical (1003)ACA1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned MgtA PRK10517 ZntA PRK01122 KdpB zntA PRK10671 Cation_ATPase_C Hydrolase "	signalling.calcium	30_3

CUST_62837_PI403524517	2	0.010173798	-0.06540489	-0.1360302	-0.0025529861	0.018398285	0.0025520325	35_17918	"Cluster: Ribose-phosphate pyrophosphokinase 1; n=2; Oryza sativa|Rep: Ribose-phosphate pyrophosphokinase 1 - Oryza sativa (Rice)"	UniRef90_Q6Z2L5	CHR2V7|COORD:18390808..18393050| ribose-phosphate pyrophosphokinase, putative / phosphoribosyl diphosphate synthetase, putative	AT2G44530.1	CHR02V5|COORD:1441125..1437433|protein ribose-phosphate pyrophosphokinase 1, putative, expressed	LOC_Os02g03540.1	 no descriptionhighly similar to ( 572)AT2G44530| Symbols:  | ribose-phosphate pyrophosphokinase, putative / phosphoribosyl diphosphate synthetase, putative | chr2:18390808-18393050 FORWARDhighly similar to ( 668)KPRS1_ORYSAnot assigned not assigned PRK02812 PrsA PRK01506 PRK04117 PRK05259 PRK03092 PRK02039 PRK05038 PRK01259 PRK04923 PRK04554 PRK01999 PRK02269 PRK02458 PRK00553 PRK02270 PRK00934 PRK06827 PRK03675 PRK07199 PRK01132 Pribosyltran 	nucleotide metabolism.synthesis.PRS-PP	23_1_3

CUST_30022_PI403524517	2	-0.0012083054	0.12705708	-0.21888256	0.0012073517	-0.06263542	0.10960102	35_8667	Rep: OSJNBb0002J11.4 protein - Oryza sativa (Rice)	UniRef90_Q7X817	0	0	CHR04V5|COORD:25039323..25034495|protein receptor-like protein kinase precursor, putative, expressed	LOC_Os04g42700.1	no description	not assigned.unknown	35_2

CUST_71624_PI403524517	2	0.02114296	-0.011224747	-0.22040653	0.0112257	0.038324356	-0.21513367	35_20532	Rep: H0410G08.9 protein - Oryza sativa (Rice)	UniRef90_Q25AA5	"CHR4V7|COORD:11424792..11425601| similar to Os04g0635700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001054010.1); similar to H0410G08.9 [Oryza sativa"	AT4G21445.1	CHR04V5|COORD:32119350..32120469|protein expressed protein	LOC_Os04g54320.1	"no descriptionweakly similar to ( 136)AT4G21445| Symbols:  | similar to Os04g0635700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001054010.1); similar to H0410G08.9 [Oryza sativa (indica cultivar-group)] (GB:CAH67654.1) | chr4:11424792-11425601 FORWARDnot assigned"	not assigned.unknown	35_2

CUST_7331_PI404877155	2	0.032686234	-0.096767426	-0.032686234	0.033186913	0.034581184	-0.07925701	Contig21378_at	phytochromobilin:ferredoxin oxidoreductase, chloroplast / phytochromobilin synthase (HY2) [Arabidopsis thaliana]	NP_566344.2	0	At3g09150.1	protein phytochromobilin:ferredoxin oxidoreductase, chloroplast precursor(ec 1.3.7.4) (phytochro	Os01g72090	"GUN3;ELONGATED HYPOCOTYL 2;GENOMES UNCOUPLED 3;PHYTOCHROMOBILIN SYNTHASE;phytochromobilin:ferredoxin oxidoreductase, chloroplast / phytochromobilin synthase (HY2), identical to SP:Q9SR43 Phytochromobilin:ferredoxin oxidoreductase, chloroplast precursor (E"	PS.lightreaction.other electron carrier (ox/red).ferredoxin oxireductase	1_01_05_04

CUST_26067_PI403524517	2	-0.00141716	-0.23298073	0.012316704	0.00141716	0.007203102	-0.057884216	35_7552	Rep: Putative pyruvate kinase - Zea mays (Maize)	UniRef90_Q4KWL7	CHR5V7|COORD:21480906..21483838| pyruvate kinase, putative	AT5G52920.1	CHR01V5|COORD:27222580..27215241|protein pyruvate kinase isozyme G, chloroplast precursor, putative, expressed	LOC_Os01g47080.1	 no descriptionweakly similar to ( 194)AT5G52920| Symbols:  | pyruvate kinase, putative | chr5:21480906-21483838 FORWARDweakly similar to ( 160)KPYG_RICCOPyruvate kinase isozyme G, chloroplast - Ricinus communis (Castor bean)not assigned PRK05826 PykF Pyruvate_Kinase PK_C PRK06354 	lipid metabolism.FA synthesis and FA elongation.pyruvate kinase	11_1_30

CUST_44947_PI403524517	2	0.11297798	-0.4993801	-0.112978935	0.40061092	-0.15122032	0.17666912	35_12888	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_97042_PI403524517	2	0.13387012	0.5062876	-0.1294508	-0.35595226	-0.18963909	0.12945175	35_27715	"Cluster: Hypothetical protein P0443E07.29; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0443E07.29 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5NAJ4	CHR2V7|COORD:8034184..8035131| ATOFP7/OFP7 (Arabidopsis thaliana ovate family protein 7)	AT2G18500.1	CHR01V5|COORD:7005835..7007292|protein plant-specific domain TIGR01568 family protein, expressed	LOC_Os01g12690.1	 no descriptionvery weakly similar to (67.0)AT2G18500| Symbols: ATOFP7, OFP7 | ATOFP7/OFP7 (Arabidopsis thaliana ovate family protein 7) | chr2:8034184-8035131 FORWARDnot assigned not assigned not assigned not assigned DUF623 TT_ORF1 PRK12678 Protamine_P1 FAP 	not assigned.no ontology	35_1

CUST_12140_PI399408534	2	-0.2759595	0.4014511	-0.2234683	0.2119503	-0.11120844	0.111208916	35_7095	"Cluster: Os02g0466400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os02g0466400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E1B2	CHR5V7|COORD:5509893..5510852| inositol 1,3,4-trisphosphate 5/6-kinase	AT5G16760.1	CHR02V5|COORD:15691972..15693521|protein inositol-tetrakisphosphate 1-kinase 1, putative, expressed	LOC_Os02g26720.1	 no descriptionweakly similar to ( 140)AT5G16760| Symbols:  | inositol 1,3,4-trisphosphate 5/6-kinase | chr5:5509893-5510852 FORWARDweakly similar to ( 155)ITPK1_MAIZEInositol-tetrakisphosphate 1-kinase 1 - Zea mays (Maize)not assigned not assigned not assigned Ins134_P3_kin TT_ORF1 Gag_spuma PRK12678 	signalling.phosphinositides.inositol-1,3,4-trisphosphate 5/6-kinase	30_4_5

CUST_46151_PI403524517	2	0.26603222	-0.8207383	-0.0057883263	0.2666397	0.0057883263	-0.30732918	35_13216	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_13226_PI404877155	2	0.09622955	-0.46659565	0.0308609	-0.0892725	-0.030861855	0.09246254	Contig6921_s_at	0	AAR87186.1	Ras-related protein (RHA1) / small GTP-binding protein	At5g45130.1	protein putative small GTP-binding protein	Os03g46390	probable GTP-binding protein	signalling.G-proteins	30_5

CUST_12279_PI399408534	2	-0.57189465	-0.18439102	0.9584632	0.1843915	0.99875164	-0.74123	35_41958	"Cluster: AP2-domain DNA-binding protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: AP2-domain DNA-binding protein-like - Oryza sativa (japonica cult"	UniRef90_Q84ZA1	CHR1V7|COORD:28339706..28340326| DNA binding / transcription factor	AT1G75490.1	CHR08V5|COORD:28189551..28188373|protein dehydration-responsive element-binding protein 2D, putative, expressed	LOC_Os08g45110.1	no descriptionweakly similar to ( 108)AT1G75490| Symbols:  | DNA binding / transcription factor | chr1:28339706-28340326 FORWARDvery weakly similar to (58.5)ERF1_ORYSAAP2 AP2 AP2 PRK12323 PRK07764 TT_ORF1 PRK07003	RNA.regulation of transcription.AP2/EREBP, APETALA2/Ethylene-responsive element binding protein family	27_3_3

CUST_66929_PI403524517	2	0.18188	-0.22849274	0.04246044	-0.05091667	0.04757309	-0.042459488	35_19115	Rep: OSIGBa0157K09-H0214G12.9 protein - Oryza sativa (Rice)	UniRef90_Q01HE8	CHR3V7|COORD:5738026..5743048| ATP-dependent helicase	AT3G16840.1	CHR04V5|COORD:25322330..25316207|protein ATP-dependent RNA helicase MAK5, putative, expressed	LOC_Os04g43140.1	no description	not assigned.unknown	35_2

CUST_11678_PI403524517	2	-0.17047882	-0.05413723	-0.20992088	0.14856625	0.20853329	0.05413723	35_3319	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_19477_PI399408534	2	0.2934351	0.35842896	-0.0646677	-0.27500057	0.010746956	-0.010746956	35_24786	"Cluster: 1-phosphatidylinositol-4-phosphate 5-kinase-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: 1-phosphatidylinositol-4-phosphate 5-kinase-"	UniRef90_Q67UY9	CHR1V7|COORD:7704443..7705855| MORN (Membrane Occupation and Recognition Nexus) repeat-containing protein /phosphatidylinositol-4-phosphate	AT1G21920.1	CHR09V5|COORD:17034509..17032401|protein phosphatidylinositol-4-phosphate 5-kinase, putative, expressed	LOC_Os09g28060.1	no descriptionweakly similar to ( 169)AT1G21920| Symbols:  | MORN (Membrane Occupation and Recognition Nexus) repeat-containing protein /phosphatidylinositol-4-phosphate 5-kinase-related | chr1:7704443-7705855 REVERSEvery weakly similar to (52.4)PI5K1_ORYSAnot assigned not assigned not assigned not assigned not assigned COG4642 PRK07003 PRK12323	signalling.phosphinositides.phosphatidylinositol-4-phosphate 5-kinase	30_4_1

CUST_28106_PI399408534	2	0.14547253	-0.2776308	-0.07297611	-0.011023521	0.011023521	0.02914238	35_16810	Rep: Zinc finger, U1-type - Medicago truncatula (Barrel medic)	UniRef90_Q1SPF0	CHR5V7|COORD:1862624..1866299| splicing factor-related	AT5G06160.1	CHR03V5|COORD:28994738..28988466|protein splicing factor 3A subunit 3, putative, expressed	LOC_Os03g50850.1	no descriptionhighly similar to ( 603)AT5G06160| Symbols:  | splicing factor-related | chr5:1862624-1866299 REVERSEnot assigned not assigned PRP9 SbcC	RNA.processing.splicing	27_1_1

CUST_114691_PI403524517	2	0.161376	0.19094324	-0.12704515	0.12704563	-0.5373335	-0.15498829	35_32550	"Cluster: Putative plasma membrane Na+/H+ antiporter; n=1; Triticum aestivum|Rep: Putative plasma membrane Na+/H+ antiporter - Triticum aestivum (Wheat)"	UniRef90_Q4L224	"CHR2V7|COORD:457069..463144| SOS1 (SALT OVERLY SENSITIVE 1); sodium:hydrogen antiporter"	AT2G01980.1	CHR12V5|COORD:27474874..27460759|protein sodium/hydrogen exchanger 7, putative, expressed	LOC_Os12g44360.4	" no descriptionvery weakly similar to (92.0)AT2G01980| Symbols: ATSOS1, SOS1 | SOS1 (SALT OVERLY SENSITIVE 1); sodium:hydrogen antiporter | chr2:457069-463144 FORWARDnot assigned not assigned Na_H_Exchanger "	transport.unspecified cations	34_14

CUST_22282_PI403524517	2	-0.010119438	-0.26387882	0.086743355	-0.1006031	0.103058815	0.0101184845	35_6473	"Cluster: Os12g0614000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os12g0614000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0ILX9	"CHR5V7|COORD:6571830..6572931| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G12230.1); similar to expressed protein [Oryza sativa (japonica"	AT5G19480.2	CHR12V5|COORD:25988158..25992511|protein expressed protein	LOC_Os12g41962.1	no descriptionnot assigned not assigned not assigned not assigned	not assigned.unknown	35_2

CUST_134791_PI403524517	2	0.32065105	0.22262144	0.4035473	-0.28295946	-0.29713726	-0.22262096	35_37817	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_70211_PI403524517	2	0.15566635	0.031167984	-0.031167984	-0.11856842	-0.07825947	0.1030159	35_20101	"Cluster: YT521-B-like family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: YT521-B-like family protein, expressed - Oryza sativa (japonic"	UniRef90_Q10MA6	CHR3V7|COORD:4180632..4183639| ECT5	AT3G13060.2	CHR03V5|COORD:11381482..11386939|protein YTH domain protein 2, putative, expressed	LOC_Os03g20180.2	no descriptionweakly similar to ( 152)AT1G48110| Symbols: ECT7 | ECT7 (evolutionarily conserved C-terminal region 7) | chr1:17774008-17776475 REVERSEnot assigned YTH	not assigned.unknown	35_2

CUST_171217_PI403524517	2	-0.0053224564	0.8143158	0.23765755	-0.07269764	0.0053224564	-0.08870602	35_47693	"Cluster: F-box family protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: F-box family protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5VR67	CHR2V7|COORD:13831897..13833838| F-box family protein	AT2G32560.1	CHR01V5|COORD:34513713..34509141|protein cyclin-like F-box, putative, expressed	LOC_Os01g59180.1	no descriptionmoderately similar to ( 225)AT2G32560| Symbols:  | F-box family protein | chr2:13831897-13833838 FORWARDnot assigned PRK07003	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_42147_PI403524517	2	0.053180695	0.3662672	0.18181992	-0.15212536	-0.053180695	-0.08190441	35_12116	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_132832_PI403524517	2	0.15357876	0.017526627	-0.017525673	-0.07689667	-0.048505783	0.06546688	35_37302	"Cluster: Lipin, N-terminal conserved region family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Lipin, N-terminal conserved region"	UniRef90_Q2R178	CHR5V7|COORD:17202947..17206909| lipin family protein	AT5G42870.1	CHR11V5|COORD:23401288..23407870|protein lipin, N-terminal conserved region family protein, expressed	LOC_Os11g40080.1	no descriptionvery weakly similar to (80.9)AT5G42870| Symbols:  | lipin family protein | chr5:17202947-17206909 REVERSEnot assigned	not assigned.no ontology	35_1

CUST_13336_PI404877155	2	-0.81336594	-0.022000313	0.6769123	0.006869316	0.166502	-0.006869316	Contig7031_at	OSJNBb0018A10.6 [Oryza sativa (japonica cultivar-group)] ref|XP_471697.1| OSJNBb0018A10.6 [Oryza sativa (japonica cultivar-group)]	CAE04677.1	basic helix-loop-helix (bHLH) family protein	At5g57150.1	protein Helix-loop-helix DNA-binding domain, putative	Os04g23550	0	RNA.regulation of transcription.bHLH,Basic Helix-Loop-Helix family	27_3_06

CUST_65811_PI403524517	2	0.022162437	-0.9280205	-0.15138054	0.019207954	0.16718102	-0.019208908	35_18798	"Cluster: Os02g0795900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os02g0795900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DWT8	"CHR4V7|COORD:9001471..9004549| ATRH1 (Arabidopsis thaliana RNA helicase 1); ATP-dependent helicase"	AT4G15850.1	CHR02V5|COORD:33837778..33832794|protein ATP-dependent RNA helicase DDX51, putative, expressed	LOC_Os02g55260.2	"no descriptionhighly similar to ( 544)AT4G15850| Symbols: ATRH1 | ATRH1 (Arabidopsis thaliana RNA helicase 1); ATP-dependent helicase | chr4:9001471-9004549 FORWARDweakly similar to ( 114)RH7_SPIOLDEAD-box ATP-dependent RNA helicase 7 - Spinacia oleracea (Spinach)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned SrmB PRK11192 PRK11776 PRK10590 DEADc PRK01297 PRK04837 DEAD PRK04537 PRK11634 COG1205 DEXDc HELICc DEXDc Lhr Helicase_C HELICc SSL2 COG1202 DEXHc RecQ PRK09401 MPH1 COG1110 COG1204"	DNA.synthesis/chromatin structure	28_1

CUST_73009_PI403524517	2	0.078505516	0.28342628	-0.05730152	-0.055174828	-0.034090996	0.034090042	35_20932	"Cluster: OSJNBa0019G23.7 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0019G23.7 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XS60	CHR5|COORD:7650585..7651779| expressed protein, similar to hypothetical protein [Ipomoea trifida] (GB:AAS79573.1)	AT5G22875.2	CHR04V5|COORD:4437038..4433438|protein expressed protein	LOC_Os04g08330.1	"no descriptionweakly similar to ( 108)AT5G22875| Symbols:  | similar to Os04g0165500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001052133.1); similar to hypothetical protein [Ipomoea trifida] (GB:AAS79573.1) | chr5:7651310-7651606 FORWARD"	not assigned.unknown	35_2

CUST_49315_PI403524517	2	0.11701012	-1.2215691	-0.29057407	0.04350376	-0.04350376	0.0852766	35_14068	"Cluster: PREDICTED: similar to histone 1, H2ai (predicted); n=1; Canis familiaris|Rep: PREDICTED: similar to histone 1, H2ai (predicted) - Canis familiaris"	UniRef90_UPI00005A5838	CHR5V7|COORD:3270479..3270889| histone H3	AT5G10400.1	CHR11V5|COORD:2622185..2621575|protein histone H3, putative, expressed	LOC_Os11g05730.1	no descriptionmoderately similar to ( 257)AT5G65360| Symbols:  | histone H3 | chr5:26137325-26137735 REVERSEmoderately similar to ( 258)H32_WHEATHistone H3.2 - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned H3 HHT1 Histone PRK07003 PRK12323 Tymo_45kd_70kd PRK07764	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_1884_PI404877155	2	0.18261337	0.35244083	0.0451622	-0.22306824	-0.0451622	-0.10301781	Contig12112_at	DNA-binding bromodomain-containing protein [Arabidopsis thaliana] gb|AAO22056.1| IMB1 [Arabidopsis thaliana]	NP_181036.2	DNA-binding bromodomain-containing protein	At2g34900.1	protein Similar to IMB1	Os06g04640	RING3 protein -related/ADA2  T02145	RNA.regulation of transcription.Global transcription factor group	27_3_52

CUST_25870_PI403524517	2	-0.013020039	0.7557764	0.013020039	0.098536015	-0.27945805	-0.1338501	35_7499	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q75HJ9	"CHR5V7|COORD:20268029..20271992| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G10385.1); similar to expressed protein (with alternative splicing)"	AT5G49830.1	CHR03V5|COORD:33518427..33524172|protein expressed protein	LOC_Os03g58970.2	"no descriptionweakly similar to ( 169)AT5G49830| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G10385.1); similar to expressed protein (with alternative splicing) [Oryza sativa (japonica cultivar-group)] (GB:AAS07222.1); similar to AT5g49830/K21G20_4 [Medicago truncatula] (GB:ABE86338.1); similar to Os07g0200000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001059127.1); contains domain FAMILY NOT NAMED (PTHR21426); contains domain gb def: Gb|AAD32890.1 (AT5g49830/K21G20_4) (PTHR21426:SF3) | chr5:20268029-20271992 REVERSEnot assigned"	not assigned.unknown	35_2

CUST_47591_PI403524517	2	0.2903595	-0.0043172836	-0.16241455	0.031219482	0.00431633	-0.079073906	35_13620	"Cluster: Putative pentatricopeptide (PPR) repeat-containing protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative pentatricopeptide (PPR)"	UniRef90_Q6Z7E0	CHR5V7|COORD:15457074..15460237| protein kinase family protein	AT5G38560.1	CHR02V5|COORD:21465862..21469764|protein rf1 protein, mitochondrial precursor, putative, expressed	LOC_Os02g35750.2	no descriptionnot assigned	not assigned.unknown	35_2

CUST_4475_PI399408534	2	0.3562355	-0.062747955	-1.2010446	-0.10377407	0.062747955	0.37650776	35_9511	Rep: H0403D02.14 protein - Oryza sativa (Rice)	UniRef90_Q259S0	CHR1V7|COORD:18627525..18629960| phototropic-responsive NPH3 family protein	AT1G50280.1	CHR04V5|COORD:34201247..34196864|protein photoreceptor-interacting protein-like, putative, expressed	LOC_Os04g57800.1	no descriptionweakly similar to ( 175)AT3G19850| Symbols:  | phototropic-responsive NPH3 family protein | chr3:6898389-6901163 REVERSEweakly similar to ( 102)NPH3_ORYSAnot assigned not assigned not assigned NPH3 PRK07003 PRK07764 PRK12323 Atrophin-1	signalling.light	30_11

CUST_7333_PI404877155	2	-0.19908237	-0.049863815	0.14297962	0.7776346	-0.0069971085	0.0069971085	Contig2141_s_at	plastocyanin precursor - barley emb|CAA68696.1| plastocyanin precursor [Hordeum vulgare] emb|CAA82201.1| plastocyanin [Hordeum vulgare subsp	S38255	7042760|plastocyanin	At1g20340.1	protein plastocyanin, chloroplast precursor	Os06g01210	plastocyanin	PS.lightreaction.other electron carrier (ox/red).plastocyanin	1_01_05_01

CUST_154028_PI403524517	2	-0.030041218	0.42006302	0.030040741	-0.37565184	0.09017372	-0.27716827	35_43043	Rep: Hypothetical protein - Sorghum bicolor (Sorghum) (Sorghum vulgare)	UniRef90_Q8W0T3	CHR3V7|COORD:21791979..21794190| F-box family protein	AT3G58940.1	CHR07V5|COORD:3155467..3151695|protein F-box domain containing protein, expressed	LOC_Os07g06500.1	no descriptionvery weakly similar to (58.2)AT3G58940| Symbols:  | F-box family protein | chr3:21791979-21794190 REVERSE	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_114733_PI403524517	2	-0.019132614	0.1026783	0.21700907	0.019132614	-0.642416	-0.06782341	35_32561	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_60217_PI403524517	2	-0.06585598	-0.23996067	0.11602211	0.065855026	0.09435272	-0.078956604	35_17165	"Cluster: OSJNBb0006N15.11 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: OSJNBb0006N15.11 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XMI8	CHR1V7|COORD:8640809..8643272| 3-oxoacyl-(acyl-carrier protein) reductase, chloroplast / 3-ketoacyl-acyl carrier protein reductase	AT1G24360.1	CHR04V5|COORD:18200250..18195285|protein 3-oxoacyl-reductase, chloroplast precursor, putative, expressed	LOC_Os04g30760.1	 no descriptionmoderately similar to ( 346)AT1G24360| Symbols:  | 3-oxoacyl-(acyl-carrier protein) reductase, chloroplast / 3-ketoacyl-acyl carrier protein reductase | chr1:8640809-8643272 FORWARDmoderately similar to ( 364)FABG3_BRANA3-oxoacyl-[acyl-carrier-protein] reductase 3, chloroplast precursor - Brassica napus (Rape)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned fabG fabG fabG PRK12826 FabG fabG PRK12824 PRK12829 PRK12939 PRK08213 fabG PRK12935 PRK12936 PRK12429 PRK12827 PRK08936 PRK06935 PRK06346 fabG PRK08993 PRK08277 PRK07677 PRK07479 PRK06172 PRK12937 PRK06124 fabG PRK07478 PRK06841 PRK12743 fabG PRK12481 PRK07097 PRK06114 PRK06138 fabG PRK07791 PRK07774 PRK06484 PRK12938 PRK12745 PRK09135 PRK06123 fabG PRK07035 fabG PRK07063 PRK07067 PRK07814 fabG PRK06947 PRK06113 PRK08643 PRK08063 PRK08589 PRK08226 PRK07831 COG4221 PRK09242 PRK08085 PRK05867 fabG fabG PRK06057 PRK12384 PRK06398 PRK07576 fabG PRK12828 PRK06949 fabG PRK08220 PRK07856 PRK07074 PRK08265 benD PRK07523 PRK07454 PRK09134 adh_short PRK07577 PRK07326 PRK06198 PRK06122 PRK07069 DltE PRK06523 PRK07060 PRK06181 PRK06171 PRK07825 PRK08324 PRK07890 PRK12746 PRK09730 PRK07109 PRK07201 PRK06500 PRK12747 PRK06125 PRK05650 PRK07062 PRK06128 PRK07633 PRK08628 PRK12748 PRK05855 PRK05875 PRK06200 PRK06701 PRK06179 PRK09072 PRK08339 PRK08278 PRK08416 PRK12742 PRK05717 PRK05872 PRK08945 PRK09186 PRK08267 PRK08340 PRK12744 PRK08263 PRK06180 PRK07985 PRK07024 PRK08219 PRK06182 PRK06194 PRK08264 PRK07775 PRK10538 KR PRK07806 PRK06914 PRK06139 PRK07832 PRK05866 FabI PRK06940 PRK07041 PRK05876 PRK08251 fabG PRK06483 PRK05693 PRK09291 DltE PRK12859 PRK12428 PRK06482 PRK07102 PRK08303 PRK07370 PRK06720 PRK06924 PRK08594 PRK07023 PRK07533 PRK08017 PRK06101 PRK07764 Extensin_2 PRK05884 PRK08703 PRK12323 PRK08721 Drf_FH1 PRK06505 DUF1421 Atrophin-1 FAP PRK06196 PRK05648 PRK07003 PRK08159 TT_ORF1 Herpes_LMP2 PRK08415 PRK06197 PRK08862 PRK05854 PRK10819 SMN 	misc.short chain dehydrogenase/reductase (SDR)	26_22

CUST_11905_PI404877155	2	-0.2852707	-0.7819643	0.7686615	0.13191605	0.2462225	-0.13191605	Contig5619_at	aldo/keto reductase family-like protein [Oryza sativa (japonica cultivar-group)]	BAC21406.2	aldo/keto reductase family protein	At1g06690.1	protein oxidoreductase, aldo/keto reductase family	Os07g04990	NONE	minor CHO metabolism.others	3_5

CUST_142248_PI403524517	2	0.29176998	0.15179634	-0.15179682	0.21628857	-0.3167491	-0.4328189	35_39871	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10BV4	CHR4V7|COORD:7978944..7987554| ATP binding	AT4G13750.1	CHR03V5|COORD:33483508..33469363|protein expressed protein	LOC_Os03g58910.2	no descriptionvery weakly similar to (96.3)AT4G13750| Symbols:  | ATP binding | chr4:7978944-7987554 FORWARD	not assigned.unknown	35_2

CUST_145038_PI403524517	2	0.039871216	0.12333679	-0.0023908615	-0.06428528	-0.10898113	0.0023899078	35_40618	"Cluster: Hypothetical protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6UTZ5		0	CHR08V5|COORD:12266283..12271366|protein expressed protein	LOC_Os08g20440.1	no description	not assigned.unknown	35_2

CUST_18971_PI399408534	2	0.010090828	0.32829666	0.122140884	-0.031422615	-0.014053345	-0.010091782	35_44380	"Cluster: BZIP transcriptional activator RSG-related; n=1; Oryza sativa (japonica cultivar-group)|Rep: BZIP transcriptional activator RSG-related - Oryza sativa"	UniRef90_Q53PL0	"CHR1V7|COORD:16486792..16488457| VIP1 (VIRE2-INTERACTING PROTEIN 1); transcription factor"	AT1G43700.1	CHR12V5|COORD:3152018..3155798|protein transcription factor PosF21, putative, expressed	LOC_Os12g06520.1	"no descriptionvery weakly similar to (99.0)AT1G43700| Symbols: VIP1 | VIP1 (VIRE2-INTERACTING PROTEIN 1); transcription factor | chr1:16486792-16488457 FORWARDvery weakly similar to (91.3)RF2A_ORYSABRLZ"	RNA.regulation of transcription.bZIP transcription factor family	27_3_35

CUST_105017_PI403524517	2	0.058196068	-0.26853228	-0.029276848	0.029276848	0.059617043	-0.27182722	35_29918	"Cluster: OSJNBa0036B21.18 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0036B21.18 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XV01	CHR5V7|COORD:4908689..4910673| aldose 1-epimerase family protein	AT5G15140.1	CHR04V5|COORD:22674694..22679575|protein aldose 1-epimerase precursor, putative, expressed	LOC_Os04g38530.1	no descriptionvery weakly similar to (98.6)AT5G15140| Symbols:  | aldose 1-epimerase family protein | chr5:4908689-4910673 FORWARDnot assigned galM Aldose_epim GalM	minor CHO metabolism.others	3_5

CUST_17996_PI404877155	2	-0.40259266	0.01591587	0.08225155	0.007027626	-0.15992641	-0.0070285797	HVSMEb0006I05f_x_at	0	0	0	0	0	0	gi|32488880|emb|CAE03552.1| OSJNBa0060D06.18	transport.calcium	34_21

CUST_12745_PI404877155	2	0.043211937	-0.42422295	0.045557022	-0.042186737	-0.17120743	0.042186737	Contig6487_at	0	0	0	0	0	0	probable possible programmed cell death protein, copy 2	signalling.calcium	30_3

CUST_14183_PI399408534	2	-0.24480438	-0.04833889	0.23268604	0.048339844	-0.272439	0.07377434	35_20584	"Cluster: Hypothetical protein OJ1764_D01.17; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1764_D01.17 - Oryza sativa (japonica cultiv"	UniRef90_Q60ER5	CHR3V7|COORD:1797122..1799738| leucine-rich repeat family protein	AT3G05990.1	CHR05V5|COORD:19034960..19039955|protein protein binding protein, putative, expressed	LOC_Os05g32660.1	no descriptionmoderately similar to ( 460)AT3G05990| Symbols:  | leucine-rich repeat family protein | chr3:1797122-1799738 REVERSEweakly similar to ( 115)NORK_PEANodulation receptor kinase precursor - Pisum sativum (Garden pea)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07003 PRK12323 Atrophin-1 DUF1421 Herpes_BLLF1 Extensin_2 PRK05648 PRK12678 PRK07764 HPC2 GRASP55_65 Drf_FH1 Tymo_45kd_70kd DUF605 FAP Metaviral_G PRK00708 Herpes_TAF50 PRK08853 PRK10856 Pneumo_att_G AF-4 PRK11634 MCPVI DUF566 IER Syndecan Protamine_P1 TonB TT_ORF1 KAR9 BASP1 APC_basic Totivirus_coat	signalling.receptor kinases.misc	30_2_99

CUST_177937_PI403524517	2	0.42021656	-0.17710686	-0.29065132	0.2086916	-0.18857574	0.17710638	35_49490	"Cluster: Prefoldin-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Prefoldin-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K3S8	CHR1V7|COORD:10507650..10508805| prefoldin, putative	AT1G29990.1	CHR02V5|COORD:8262545..8265722|protein prefoldin subunit 6, putative, expressed	LOC_Os02g14860.1	 no descriptionweakly similar to ( 127)AT1G29990| Symbols:  | prefoldin, putative | chr1:10507650-10508805 FORWARDnot assigned Prefoldin_2 Prefoldin_beta GimC PRK09343 Prefoldin 	not assigned.no ontology	35_1

CUST_561_PI404877155	2	-0.07160759	0.17185593	-0.0851717	0.05042553	0.039587975	-0.03958893	Contig10483_at	"probable sterol desaturase T6C23.16 [imported] - Arabidopsis thaliana gb|AAG52550.1| putative sterol desaturase; 75442-76969 [Arabidopsis th"	B96718	acid phosphatase, putative	At1g69640.1	protein probable sterol desaturase T6C23.16 [imported] - Arabidopsis thaliana	Os02g51150	acid phosphatase, putative, similar to GI:5360721 from (Lupinus albus)	lipid metabolism.'exotics' (steroids, squalene etc).sphingolipids	11_8_1

CUST_77296_PI403524517	2	0.08954716	-0.14065552	0.008272171	-0.1708622	-0.0065727234	0.006573677	35_22154	Rep: F21M11.3 protein - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q9ZWC3	"CHR1V7|COORD:1040517..1042312| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G44040.1); similar to At1g04030 [Coffea canephora] (GB:ABD93477.2);"	AT1G04030.1	CHR04V5|COORD:25364065..25361798|protein expressed protein	LOC_Os04g43230.1	"no descriptionvery weakly similar to (50.1)AT1G04030| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G44040.1); similar to At1g04030 [Coffea canephora] (GB:ABD93477.2); similar to Os04g0511700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001053294.1); similar to OSIGBa0157K09-H0214G12.18 [Oryza sativa (indica cultivar-group)] (GB:CAH68007.1) | chr1:1040517-1042312 FORWARD"	not assigned.unknown	35_2

CUST_48037_PI403524517	2	0.3214693	-0.17918015	-0.029985428	0.018754005	-0.018754005	0.14503956	35_13738	"Cluster: Hypothetical protein P0483D07.2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0483D07.2 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6F2Y9	CHR4|COORD:16298270..16300943| similar to 4-methyl-5(b-hydroxyethyl)-thiazole monophosphate biosynthesis protein, putative [Arabidopsis thaliana]	AT4G34020.2	CHR05V5|COORD:25714400..25720021|protein 4-methyl-5-thiazole monophosphate biosynthesis protein, putative, expressed	LOC_Os05g44330.2	no descriptionmoderately similar to ( 285)AT4G34020| Symbols:  | DJ-1 family protein | chr4:16298558-16300902 REVERSEnot assigned GATase1_DJ-1 PRK11574 DJ-1_PfpI ThiJ GATase1_PfpI_like GATase1_PfpI_2 GATase1_AraC_ArgR_like GATase1_AraC_1 COG4977 GAT_1 GATase1_PfpI_1 GATase1 GATase1_AraC_2	not assigned.no ontology	35_1

CUST_17019_PI404877155	2	0.17101955	-0.12438202	0.024402618	-0.024402618	-0.17690182	0.16499901	HS07J15u_at	putative GTP-binding protein [Oryza sativa (japonica cultivar-group)] dbj|BAB90506.1| putative GTP-binding protein Rab11b [Oryza sativa (jap	NP_916817.1	Ras-related GTP-binding protein, putative	At5g60860.1	protein Ras family, putative	Os01g47730	Ras-related GTP-binding protein, putative, similar to GTP-binding protein GI:303742 from (Pisum sativum)	signalling.G-proteins	30_5

CUST_169753_PI403524517	2	-0.015787125	0.06484032	-0.1598072	0.16099548	-0.13220882	0.015788078	35_47283	"Cluster: Hypothetical protein P0046E05.12; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0046E05.12 - Oryza sativa (japonica cultivar-g"	UniRef90_Q943H0	"CHR5V7|COORD:3676748..3678947| similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAT07560.1); contains InterPro domain Protein of"	AT5G11500.1	CHR01V5|COORD:31784397..31780181|protein coiled-coil domain-containing protein 25, putative, expressed	LOC_Os01g54670.1	"no descriptionweakly similar to ( 147)AT5G11500| Symbols:  | similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAT07560.1); contains InterPro domain Protein of unknown function DUF814; (InterPro:IPR008532) | chr5:3676748-3678947 FORWARDnot assigned DUF814"	not assigned.unknown	35_2

CUST_14958_PI404877155	2	0.035048485	0.15221596	0.007291794	-0.12847424	-0.007291794	-0.08875084	Contig8783_at	AT5g09850/MYH9_6 [Arabidopsis thaliana] gb|AAM10334.1| AT5g09850/MYH9_6 [Arabidopsis thaliana]	AAL25557.1	transcription elongation factor-related	At5g09850.1	0	0	gi|16648730|gb|AAL25557.1| AT5g09850/MYH9_6	RNA.regulation of transcription.putative DNA-binding protein	27_3_67

CUST_169393_PI403524517	2	-0.03405428	0.005750656	0.026751041	0.29950762	-0.009800434	-0.005750656	35_47180	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_9997_PI404877155	2	-0.35882187	-0.29000664	0.37023163	0.15843773	0.13314056	-0.13313866	Contig3713_s_at	putative phospho-2-dehydro-3-deoxyheptonate aldolase 1, chloroplast precursor [Oryza sativa (japonica cultivar-group)] dbj|BAC10194.1| putat	NP_914769.1	2-dehydro-3- deoxyphosphoheptonate aldolase, putative / 3-deoxy-D-arabino-heptulosonate 7-phosphate synthase,	At1g22410.1	protein Class-II DAHP synthetase family	Os07g42960	putative phospho-2-dehydro-3-deoxyheptonate aldolase 1, chloroplast precursor	amino acid metabolism.synthesis.aromatic aa.chorismate	13_1_6_1

CUST_75869_PI403524517	2	-0.1351018	0.48042107	0.47485065	-0.16045856	-0.057641983	0.05764246	35_21748	"Cluster: Hypothetical protein P0519E07.4; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0519E07.4 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6AVZ9	"CHR5V7|COORD:9403872..9407173| similar to Os05g0134300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001054566.1); similar to PREDICTED: similar to"	AT5G26760.2	CHR05V5|COORD:1980877..1976230|protein expressed protein	LOC_Os05g04370.1	"no descriptionweakly similar to ( 174)AT5G26760| Symbols:  | similar to Os05g0134300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001054566.1); similar to PREDICTED: similar to Chromosome 1 open reading frame 82 isoform 3 [Pan troglodytes] (GB:XP_513561.2); similar to PREDICTED: similar to Chromosome 1 open reading frame 82 isoform 2 [Pan troglodytes] (GB:XP_001153375.1); contains InterPro domain Protein of unknown function DUF408; (InterPro:IPR007308) | chr5:9403872-9407173 REVERSE"	not assigned.unknown	35_2

CUST_167004_PI403524517	2	0.20815134	-0.98965216	0.07148981	-0.15080261	0.6620393	-0.07148981	35_46520	"Cluster: OSJNBa0084K01.8 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0084K01.8 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XM23	CHR1V7|COORD:6872785..6873246| auxin-responsive family protein	AT1G19840.1	CHR04V5|COORD:33571315..33570364|protein OsSAUR22 - Auxin-responsive SAUR gene family member, expressed	LOC_Os04g56680.1	no description	not assigned.unknown	35_2

CUST_28715_PI403524517	2	-0.02345562	0.23470497	0.023454666	-0.06529617	0.30672264	-0.2084055	35_8294	"Cluster: Nuclear pore protein 84/107 containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Nuclear pore protein 84/107 containing prot"	UniRef90_Q2R0I9	"CHR3V7|COORD:4678000..4685462| similar to Nuclear pore complex, rNup107 component (sc Nup84) (ISS) [Ostreococcus tauri] (GB:CAL50524.1); similar to Os11g0643700"	AT3G14120.2	CHR11V5|COORD:25026877..25036111|protein nuclear pore protein 84 / 107 containing protein, expressed	LOC_Os11g42420.2	" no descriptionmoderately similar to ( 253)AT3G14120| Symbols:  | similar to Nuclear pore complex, rNup107 component (sc Nup84) (ISS) [Ostreococcus tauri] (GB:CAL50524.1); similar to Os11g0643700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001068360.1); contains InterPro domain Nuclear pore protein 84/107; (InterPro:IPR007252) | chr3:4678000-4685462 FORWARDNup84_Nup100 "	not assigned.no ontology	35_1

CUST_66770_PI403524517	2	0.03326893	-0.03343582	-0.0067653656	-0.050400734	0.14822006	0.0067653656	35_19065	Rep: Wpk4 protein kinase - Triticum aestivum (Wheat)	UniRef90_Q41592	"CHR1V7|COORD:10214846..10216408| CIPK18 (CIPK18); kinase"	AT1G29230.1	CHR05V5|COORD:25406109..25408396|protein CBL-interacting serine/threonine-protein kinase 11, putative, expressed	LOC_Os05g43840.1	" no descriptionvery weakly similar to (52.0)AT1G29230| Symbols: SnRK3.20, CIPK18 | CIPK18 (CIPK18); kinase | chr1:10214846-10216408 FORWARD"	protein.postranslational modification	29_4

CUST_24457_PI403524517	2	0.2498436	0.103752136	-0.033076286	-0.06380272	-0.024458885	0.024459839	35_7099	"Cluster: Hypothetical protein OSJNBb0016H12.23; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0016H12.23 - Oryza sativa"	UniRef90_Q84R45	"CHR2V7|COORD:5959087..5960084| similar to HAD-superfamily phosphatase subfamily IIIC; TonB box, N-terminal [Medicago truncatula] (GB:ABD28541.1);"	AT2G14110.1	CHR03V5|COORD:30180764..30178781|protein magnesium-dependent phosphatase 1, putative, expressed	LOC_Os03g52730.1	no description	not assigned.unknown	35_2

CUST_23591_PI399408534	2	0.07944965	0.14383411	0.048752308	-0.04875183	-0.41408253	-0.37566948	35_43714	Rep: Receptor kinase LRK10 - Avena sativa (Oat)	UniRef90_Q84K89	CHR5V7|COORD:15300922..15303067| serine/threonine protein kinase, putative	AT5G38260.1	CHR01V5|COORD:742254..745747|protein LRK33, putative, expressed	LOC_Os01g02360.1	 no descriptionvery weakly similar to (65.1)AT5G38260| Symbols:  | serine/threonine protein kinase, putative | chr5:15300922-15303067 REVERSE	signalling.receptor kinases.wheat LRK10 like	30_2_20

CUST_1133_PI399408534	2	0.432374	-0.6156082	-0.22150421	-0.022808075	0.022808075	0.07042694	35_18730	"Cluster: Hypothetical protein OJ1282_E10.14; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1282_E10.14 - Oryza sativa (japonica cultiv"	UniRef90_Q6ESB3	"CHR3V7|COORD:21057533..21058873| AREB3 (ABA-RESPONSIVE ELEMENT BINDING PROTEIN 3); DNA binding / transcription factor/ transcriptional activator"	AT3G56850.1	CHR02V5|COORD:35848862..35847478|protein bZIP transcription factor, putative, expressed	LOC_Os02g58670.1	" no descriptionvery weakly similar to (58.2)AT3G56850| Symbols: DPBF3, AREB3 | AREB3 (ABA-RESPONSIVE ELEMENT BINDING PROTEIN 3); DNA binding / transcription factor/ transcriptional activator | chr3:21057533-21058873 REVERSEnot assigned BRLZ bZIP_1 bZIP_2 "	RNA.regulation of transcription.bZIP transcription factor family	27_3_35

CUST_10643_PI404877155	2	0.079416275	0.089785576	-0.017416954	-0.096738815	0.017417908	-0.09870148	Contig4343_at	putative RNA binding protein [Oryza sativa (japonica cultivar-group)]	BAC99692.1	RNA recognition motif (RRM)-containing protein	At5g04600.1	protein RNA binding protein	Os08g31810	RNA binding protein/SNP1  T01242	RNA.regulation of transcription	27_3

CUST_16819_PI399408534	2	-0.080682755	0.14930344	0.0806818	-0.17216873	0.08444023	-0.14413357	35_2055	"Cluster: Alternative splicing regulator; n=1; Triticum aestivum|Rep: Alternative splicing regulator - Triticum aestivum (Wheat)"	UniRef90_Q2QKC1	"CHR2V7|COORD:15677451..15679410| RSZ33 (Arginine/serine-rich Zinc knuckle-containing protein 33); nucleic acid binding / nucleotide binding / zinc"	AT2G37340.1	CHR03V5|COORD:9835094..9831763|protein splicing factor, arginine/serine-rich 6, putative, expressed	LOC_Os03g17710.2	" no descriptionmoderately similar to ( 251)AT2G37340| Symbols: ATRSZ33, RSZ33 | RSZ33 (Arginine/serine-rich Zinc knuckle-containing protein 33); nucleic acid binding / nucleotide binding / zinc ion binding | chr2:15677451-15679410 REVERSEvery weakly similar to (53.1)GRP1_SINALGlycine-rich RNA-binding protein GRP1A - Sinapis alba (White mustard) (Brassica hirta)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned RRM RRM_1 DUF1777 COG0724 DUF566 AIR1 Gag_spuma "	RNA.processing.splicing	27_1_1

CUST_117975_PI403524517	2	0.030257225	0.032782555	-0.009209633	-0.13194275	-0.0600605	0.009210587	35_33415	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_110426_PI403524517	2	-0.7789173	-1.1134205	0.21958828	0.77370167	0.54454803	-0.21958828	35_31367	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_5334_PI404877155	2	-0.048110962	-0.71899986	0.25071573	0.27095032	-0.22653341	0.048110485	Contig16923_at	PDR-like ABC transporter [Oryza sativa (japonica cultivar-group)] tpg|DAA00885.1| TPA: PDR2 ABC transporter [Oryza sativa (japonica cultivar	CAD59566.1	ABC transporter family protein	At1g15520.1	protein ABC transporter, putative	Os01g42370	"PDR12;PLEIOTROPIC DRUG RESISTANCE 12;ABC transporter family involved in resistant to lead. Localizes to plasma membrane. Upregulated by lead. Expressed in leaves, flowers. Not expressed in roots."	transport.ABC transporters and multidrug resistance systems	34_16

CUST_48425_PI403524517	2	0.26215935	-1.2971191	-0.6819773	0.44753456	0.14739513	-0.14739418	35_13837	Rep: Aquaporin PIP1 - Triticum aestivum (Wheat)	UniRef90_Q8S4X5	"CHR4V7|COORD:12220802..12222165| PIP1;5/PIP1D (plasma membrane intrinsic protein 1;5); water channel"	AT4G23400.1	CHR02V5|COORD:27038450..27041579|protein aquaporin PIP1.1, putative, expressed	LOC_Os02g44630.2	" no descriptionmoderately similar to ( 459)AT1G01620| Symbols: PIP1;3, PIP1C, TMP-B | PIP1C (PLASMA MEMBRANE INTRINSIC PROTEIN 1;3) | chr1:225986-226960 REVERSEmoderately similar to ( 480)PIP11_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned MIP MIP GlpF PRK05420 PRK07003 PRK07764 PRK12323 Herpes_BLLF1 KAR9 "	transport.Major Intrinsic Proteins.PIP	34_19_1

CUST_131946_PI403524517	2	0.09015274	0.102044106	-0.03544998	0.03544998	-0.32994413	-0.42289782	35_37060	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_28089_PI403524517	2	0.103544235	-0.2644682	-0.0073137283	0.11453152	-0.21379185	0.0073137283	35_8120	"Cluster: Pentatricopeptide repeat protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Pentatricopeptide repeat protein - Oryza sativa (japonica cultivar-g"	UniRef90_A0JBX0	CHR3V7|COORD:566278..569872| pentatricopeptide (PPR) repeat-containing protein	AT3G02650.1	CHR01V5|COORD:39327531..39329751|protein expressed protein	LOC_Os01g67210.1	no descriptionweakly similar to ( 133)AT3G02650| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr3:566278-569872 FORWARDvery weakly similar to (57.4)RF1_ORYSAPPR	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_19994_PI403524517	2	0.25913525	0.001226902	0.10186958	-0.0012273788	-0.2484951	-0.039942265	35_5795	"Cluster: Hypothetical protein OSJNBa0036M16.111-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0036M16.111-1 - Oryza sativa (jap"	UniRef90_Q7EZ57	CHR4V7|COORD:11603768..11604297| 26.5 kDa class P-related heat shock protein (HSP26.5-P)	AT4G21870.1	CHR07V5|COORD:19933799..19934729|protein hsp20/alpha crystallin family protein, expressed	LOC_Os07g33350.2	no descriptionvery weakly similar to (84.3)AT4G21870| Symbols:  | 26.5 kDa class P-related heat shock protein (HSP26.5-P) | chr4:11603768-11604297 REVERSEvery weakly similar to (81.3)HSP11_HELAN17.6 kDa class I heat shock protein - Helianthus annuus (Common sunflower)not assigned alpha-crystallin-Hsps HSP20 IbpA	stress.abiotic.heat	20_2_1

CUST_103021_PI403524517	2	0.004020691	0.3545189	-0.117773056	-0.0040216446	-0.050340652	0.080028534	35_29377	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53LG7	"CHR4V7|COORD:14986146..14986619| similar to prothymosin alpha-related [Arabidopsis thaliana] (TAIR:AT5G17590.1); similar to Os11g0195700 [Oryza sativa (japonica"	AT4G30770.1	CHR11V5|COORD:4802682..4801110|protein expressed protein	LOC_Os11g09030.1	no description	not assigned.unknown	35_2

CUST_74608_PI403524517	2	-0.72332335	-1.1173916	-0.28125143	0.81213	0.5549202	0.28125095	35_21394	"Cluster: Small heat shock protein, chloroplast precursor; n=8; Triticeae|Rep: Small heat shock protein, chloroplast precursor - Triticum aestivum (Wheat)"	UniRef90_Q00445	CHR4V7|COORD:13819054..13819901| HSP21 (HEAT SHOCK PROTEIN 21)	AT4G27670.1	CHR03V5|COORD:7676068..7677335|protein small heat shock protein, chloroplast precursor, putative, expressed	LOC_Os03g14180.1	 no descriptionweakly similar to ( 192)AT4G27670| Symbols: HSP21 | HSP21 (HEAT SHOCK PROTEIN 21) | chr4:13819054-13819901 REVERSEmoderately similar to ( 322)HS21C_WHEATSmall heat shock protein, chloroplast precursor - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned HSP20 IbpA alpha-crystallin-Hsps PRK07003 PRK12678 PRK12323 Atrophin-1 PRK07764 	stress.abiotic.heat	20_2_1

CUST_11290_PI404877155	2	-0.5767231	-0.7852192	0.79431534	0.14595795	0.5679655	-0.145957	Contig4986_at	allene oxide cyclase [Hordeum vulgare]	CAC83766.1	allene oxide cyclase, putative / early-responsive to dehydration protein, putative / ERD protein, putative	At3g25780.1	protein allene oxide cyclase	Os03g32310	"allene oxide cyclase/Dof2  T02690  DNA-binding with One Finger 2; contribute to multiple protein protein interactions; maize,"	hormone metabolism.jasmonate.synthesis-degradation.allene oxidase synthase	17_7_1_3

CUST_180430_PI403524517	2	0.19018507	0.33866882	-0.24115467	0.16090012	-0.1609006	-0.29732752	35_50180	Rep: Putative SCARECROW gene regulator - Oryza sativa (Rice)	UniRef90_Q94HJ3		0	0	0	no description	not assigned.unknown	35_2

CUST_164879_PI403524517	2	-0.026446342	-0.010058403	0.024662971	-0.21281338	0.046964645	0.010059357	35_45952	Rep: Actin-41 - Solanum lycopersicum (Tomato) (Lycopersicon esculentum)	UniRef90_Q96482	"CHR3V7|COORD:3858122..3859615| ACT11 (ACTIN-11); structural constituent of cytoskeleton"	AT3G12110.1	CHR05V5|COORD:334679..332175|protein actin-97, putative, expressed	LOC_Os05g01600.2	"no descriptionmoderately similar to ( 308)AT3G12110| Symbols: ACT11 | ACT11 (ACTIN-11); structural constituent of cytoskeleton | chr3:3858122-3859615 FORWARDmoderately similar to ( 313)ACT_GOSHIActin - Gossypium hirsutum (Upland cotton) (Gossypium mexicanum)not assigned not assigned not assigned not assigned not assigned not assigned ACTIN ACTIN Actin COG5277"	cell.organisation	31_1

CUST_12290_PI404877155	2	-0.3434105	-0.42292595	-0.031261444	0.07219505	0.32641125	0.031261444	Contig602_at	sucrose-UDP glucosyltransferase 2 [Oryza sativa] sp|P31924|SUS2_ORYSA Sucrose synthase 2 (Sucrose-UDP glucosyltransferase 2) emb|CAA41774.1|	NP_909830.1	sucrose synthase, putative / sucrose-UDP glucosyltransferase, putative	At3g43190.1	protein sucrose-UDP glucosyltransferase 2	Os03g28330	Sucrose synthase 2 (Sucrose-UDP glucosyltransferase 2) emb	major CHO metabolism.degradation.sucrose.Susy	2_2_1_05

CUST_72681_PI403524517	2	0.19439316	2.2157073	-1.0503564	0.5506444	-0.9710345	-0.19439363	35_20833	Rep: Senescence-associated protein - Triticum aestivum (Wheat)	UniRef90_Q2TN72	0	0	CHR06V5|COORD:30825116..30822444|protein senescence-associated protein DIN1, putative, expressed	LOC_Os06g50930.1	no description	not assigned.unknown	35_2

CUST_16664_PI404877155	2	0.0056066513	0.40795994	-0.005607605	-0.15597343	-0.15728569	0.02237606	HD10C22r_s_at	OSJNBa0087O24.9 [Oryza sativa (japonica cultivar-group)] ref|XP_474251.1| OSJNBa0087O24.9 [Oryza sativa (japonica cultivar-group)]	CAE03586.1	KH domain-containing protein / zinc finger (CCCH type) family protein	At3g12130.1	protein Zinc finger C-x8-C-x5-C-x3-H type (and similar), putative	Os04g57010	"2.3_cis2 his2-zincfinger   T01691 TTP;"	RNA.regulation of transcription.C3H zinc finger family	27_3_12

CUST_114304_PI403524517	2	0.37660694	0.58405733	0.20610714	-0.22194195	-0.61087894	-0.20610762	35_32440	"Cluster: Putative T-complex protein 11; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative T-complex protein 11 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ZI82	CHR4V7|COORD:5828750..5833472| T-complex protein 11	AT4G09150.1	CHR02V5|COORD:21048522..21057392|protein T-complex protein 11 containing protein, expressed	LOC_Os02g35080.5	no descriptionvery weakly similar to (68.2)AT4G09150| Symbols:  | T-complex protein 11 | chr4:5828750-5833472 FORWARD	not assigned.no ontology	35_1

CUST_11155_PI404877155	2	-0.027722836	0.38545513	0.037412643	-0.4343257	-0.21613884	0.027722359	Contig4837_at	small nuclear ribonucleoprotein D2, putative / snRNP core protein D2, putative / Sm protein D2, putative [Arabidopsis	NP_850477.1	small nuclear ribonucleoprotein D2, putative / snRNP core protein D2, putative / Sm protein D2, putative	At3g62840.1	protein small nuclear ribonucleoprotein-like protein	Os05g24970	NONE	RNA.processing	27_1

CUST_82241_PI403524517	2	0.27683926	0.0368948	0.05175209	-0.12699795	-0.036893845	-0.103461266	35_23588	Rep: H0209A05.2 protein - Oryza sativa (Rice)	UniRef90_Q01MD0	"CHR4V7|COORD:1250126..1251478| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G01970.1); similar to Os04g0228100 [Oryza sativa (japonica"	AT4G02800.1	CHR04V5|COORD:8568124..8566051|protein expressed protein	LOC_Os04g15800.1	"no descriptionvery weakly similar to (53.9)AT4G02800| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G01970.1); similar to Os04g0228100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001052288.1); similar to H0209A05.2 [Oryza sativa (indica cultivar-group)] (GB:CAH66085.1) | chr4:1250126-1251478 FORWARDnot assigned not assigned not assigned not assigned"	not assigned.unknown	35_2

CUST_9069_PI404877155	2	-0.58386517	0.17027664	0.10798454	-0.10798359	0.41818047	-0.37664795	Contig2857_at	SLL2-S9-protein [Brassica rapa]	BAA77395.1	S locus-linked protein, putative	At1g66680.1	protein Similar to At1g66680	Os01g03090	pheromone receptor, putative (AR401)	glycolysis.phosphoglycerate mutase	4_11

CUST_161800_PI403524517	2	-0.015313625	0.13575697	0.015314102	0.22028255	-0.6577015	-0.21532154	35_45133	"Cluster: Putative proton pump interactor; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative proton pump interactor - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6Z8M9		0	CHR08V5|COORD:25328770..25335292|protein expressed protein	LOC_Os08g40250.1	no description	not assigned.unknown	35_2

CUST_177246_PI403524517	2	0.11341524	0.19547701	-0.49819374	0.11269283	-0.11269331	-0.28389978	35_49307	"Cluster: Os10g0508500 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os10g0508500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IWH8	CHR3V7|COORD:22458360..22464300| TTN1 (TITAN 1)	AT3G60740.1	CHR10V5|COORD:19195752..19187274|protein tubulin folding cofactor D, putative, expressed	LOC_Os10g36490.1	 no descriptionweakly similar to ( 114)AT3G60740| Symbols: TTN1, EMB133, TFC D, CHO | TTN1 (TITAN 1) | chr3:22458360-22464300 REVERSEnot assigned 	cell.organisation	31_1

CUST_141699_PI403524517	2	0.6051769	1.0402398	0.56771183	-0.56771183	-0.6142173	-0.75662947	35_39715	"Cluster: Putative Pi-b protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Pi-b protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z632		0	CHR08V5|COORD:8933136..8946745|protein resistance protein, putative, expressed	LOC_Os08g14850.1	no description	not assigned.unknown	35_2

CUST_13160_PI399408534	2	0.22359943	-0.10547304	-0.098320484	0.09832096	-0.25908136	0.1733675	35_23243	Rep: Phytochrome B - Oryza sativa (Rice)	UniRef90_P25764	"CHR2V7|COORD:8147161..8151233| PHYB (PHYTOCHROME B); G-protein coupled photoreceptor/ signal transducer"	AT2G18790.1	CHR03V5|COORD:10998924..11007061|protein phytochrome B, putative, expressed	LOC_Os03g19590.1	" no descriptionmoderately similar to ( 403)AT2G18790| Symbols: HY3, OOP1, PHYB | PHYB (PHYTOCHROME B); G-protein coupled photoreceptor/ signal transducer | chr2:8147161-8151233 FORWARDhighly similar to ( 509)PHYB_ORYSAPAS "	signalling.light	30_11

CUST_110758_PI403524517	2	-0.12647915	0.34452438	0.07279682	-0.042778015	-0.09302044	0.04277706	35_31455	"Cluster: Putative E2 SUMO conjugating enzyme; n=4; Magnoliophyta|Rep: Putative E2 SUMO conjugating enzyme - Triticum turgidum subsp. durum (durum wheat)"	UniRef90_Q0PMR8	"CHR3V7|COORD:21439808..21441087| AHUS5 (EMBRYO DEFECTIVE 1637); ubiquitin-protein ligase"	AT3G57870.1	CHR03V5|COORD:1296589..1300008|protein ubiquitin-conjugating enzyme E2 I, putative, expressed	LOC_Os03g03130.1	" no descriptionmoderately similar to ( 230)AT3G57870| Symbols: EMB1637, AHUS5 | AHUS5 (EMBRYO DEFECTIVE 1637); ubiquitin-protein ligase | chr3:21439808-21441087 REVERSEvery weakly similar to (92.8)UBC2_MEDSAUbiquitin-conjugating enzyme E2-17 kDa - Medicago sativa (Alfalfa)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned UQ_con COG5078 UBCc UBCc "	protein.degradation.ubiquitin.E2	29_5_11_3

CUST_10847_PI403524517	2	-0.17049026	-0.0055270195	0.04626131	0.0055270195	-1.1701164	3.3551588	35_3062	"Cluster: Putative MtN21; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative MtN21 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69TY0	CHR1V7|COORD:16916782..16919298| nodulin MtN21 family protein	AT1G44800.1	CHR06V5|COORD:5613000..5616154|protein nodulin protein, putative, expressed	LOC_Os06g10750.1	no descriptionmoderately similar to ( 356)AT1G44800| Symbols:  | nodulin MtN21 family protein | chr1:16916782-16919298 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned RhaT PRK07003 PRK07764 DUF6 Herpes_BLLF1 PRK12323 AF-4 Tymo_45kd_70kd PRK09169 Atrophin-1	development.unspecified	33_99

CUST_145735_PI403524517	2	0.2766962	0.057061672	-0.04377842	-0.17028332	-0.18486404	0.043777943	35_40800	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_62095_PI403524517	2	0.13129807	0.3675909	-0.32987118	0.046320915	-0.23835278	-0.046320915	35_17709	"Cluster: Glycosyl transferase-like protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Glycosyl transferase-like protein - Oryza sativa (japonica"	UniRef90_Q6ZI62	CHR5V7|COORD:4667987..4669696| glycosyl transferase family 17 protein	AT5G14480.1	CHR02V5|COORD:23080573..23077237|protein N-acetylglucosaminyltransferase III, putative, expressed	LOC_Os02g38160.1	no descriptionhighly similar to ( 611)AT5G14480| Symbols:  | glycosyl transferase family 17 protein | chr5:4667987-4669696 FORWARDGlyco_transf_17	not assigned.no ontology	35_1

CUST_27097_PI399408534	2	-0.07874203	-0.07585049	-0.19822693	0.14160442	0.20519447	0.07585049	35_17307	"Cluster: Homeodomain-leucine zipper transcription factor TaHDZipI-1; n=1; Triticum aestivum|Rep: Homeodomain-leucine zipper transcription factor"	UniRef90_Q27W78	"CHR2V7|COORD:9533550..9534692| ATHB6 (ARABIDOPSIS THALIANA HOMEOBOX PROTEIN 6); transcription factor"	AT2G22430.1	CHR09V5|COORD:17902178..17903900|protein homeobox-leucine zipper protein ATHB-6, putative, expressed	LOC_Os09g29460.1	no descriptionweakly similar to ( 149)AT5G65310| Symbols: ATHB5 | ATHB5 (ARABIDOPSIS THALIANA HOMEOBOX PROTEIN 5) | chr5:26119683-26121080 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07764 PRK07003 Homeobox HOX Atrophin-1 Tymo_45kd_70kd PRK12678 homeodomain PRK12323 HALZ COG5576 Extensin_2 infB Drf_FH1 APC_basic DUF1421	RNA.regulation of transcription.HB,Homeobox transcription factor family	27_3_22

CUST_68101_PI403524517	2	0.09103966	0.1266346	-0.006095886	-0.047198296	-0.08372593	0.006095886	35_19460	"Cluster: Hypothetical protein OJ1124_D06.12-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1124_D06.12-1 - Oryza sativa (japonica cu"	UniRef90_Q6K9T7	"CHR3V7|COORD:6917536..6921217| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G12940.1); similar to Os02g0829600 [Oryza sativa (japonica"	AT3G19895.1	CHR02V5|COORD:35665757..35662131|protein expressed protein	LOC_Os02g58280.1	"no descriptionmoderately similar to ( 245)AT3G19895| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G12940.1); similar to Os02g0829600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001048608.1); similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:AAO60024.1); contains domain no description (G3D.3.50.60.10); contains domain RING/U-box (SSF57850); contains domain Clavaminate synthase-like (SSF51197); contains domain no description (G3D.3.30.40.10) | chr3:6917536-6921217 REVERSE"	not assigned.unknown	35_2

CUST_44161_PI403524517	2	0.056084156	-1.5122423	-0.2137723	0.04552126	0.37844896	-0.04552126	35_12672	"Cluster: Patatin-like phospholipase family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Patatin-like phospholipase family protein, expre"	UniRef90_Q10NY5	"CHR2V7|COORD:16382133..16383741| PLA IIB/PLP6 (Patatin-like protein 6); nutrient reservoir"	AT2G39220.1	CHR03V5|COORD:8131605..8133784|protein patatin-like protein 3, putative, expressed	LOC_Os03g14950.1	" no descriptionweakly similar to ( 193)AT2G39220| Symbols: PLP6, PLA IIB | PLA IIB/PLP6 (Patatin-like protein 6); nutrient reservoir | chr2:16382133-16383741 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07003 Patatin DUF566 HPC2 "	development.storage proteins	33_1

CUST_81154_PI403524517	2	-0.022180557	-0.3343525	-0.06883335	0.1870346	0.022180557	0.1559372	35_23279	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_111168_PI403524517	2	0.024951458	0.5153303	0.10580635	-0.21551466	-0.5007124	-0.024951935	35_31568	"Cluster: Hypothetical protein OSJNBa0018K15.21; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0018K15.21 - Oryza sativa (japonica"	UniRef90_Q75GL8	"CHR3V7|COORD:2633952..2636542| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G40070.1); similar to Os01g0819000 [Oryza sativa (japonica"	AT3G08670.1	CHR05V5|COORD:23543828..23539453|protein transposon protein, putative, CACTA, En/Spm sub-class, expressed	LOC_Os05g40220.1	no description	not assigned.unknown	35_2

CUST_69513_PI403524517	2	0.2268095	-0.0060424805	-0.039616585	0.006043434	0.055861473	-0.047836304	35_19892	"Cluster: Hypothetical protein OSJNBa0022O02.23; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0022O02.23 - Oryza sativa (japonica"	UniRef90_Q69SM9	"CHR3V7|COORD:5082003..5084057| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G22230.1); similar to unknown protein [Arabidopsis thaliana]"	AT3G15095.1	CHR06V5|COORD:14389245..14385816|protein expressed protein	LOC_Os06g24540.1	no description	not assigned.unknown	35_2

CUST_92931_PI403524517	2	0.22732306	0.54691505	-0.22732306	0.25881243	-0.2710595	-0.2999177	35_26572	"Cluster: Expressed protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2RBP2	CHR2V7|COORD:12783678..12786861| heat shock protein-related	AT2G29970.1	CHR12V5|COORD:219456..224841|protein expressed protein	LOC_Os12g01360.1	no descriptionvery weakly similar to (68.6)AT2G29970| Symbols:  | heat shock protein-related | chr2:12783678-12786861 FORWARD	stress.abiotic.heat	20_2_1

CUST_35199_PI403524517	2	0.014492035	0.30409527	0.1688385	-0.014492035	-0.05256462	-0.045871735	35_10147	0	0	0	0	CHR11V5|COORD:25814722..25811841|protein extensin-like protein, putative	LOC_Os11g43640.1	no description	not assigned.unknown	35_2

CUST_59772_PI403524517	2	0.010269165	0.15167332	-0.10041237	-0.010269165	0.07230854	-0.18823099	35_17042	"Cluster: Digalactosyldiacylglycerol synthase 1, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Digalactosyldiacylglycerol synthase 1, put"	UniRef90_Q2RAB0	"CHR3V7|COORD:3681096..3684501| DGD1 (DIGALACTOSYL DIACYLGLYCEROL DEFICIENT 1); galactolipid galactosyltransferase/ transferase, transferring glycosyl"	AT3G11670.1	CHR11V5|COORD:2813505..2820113|protein digalactosyldiacylglycerol synthase 1, putative, expressed	LOC_Os11g05990.1	" no descriptionhighly similar to ( 889)AT3G11670| Symbols: DGD1 | DGD1 (DIGALACTOSYL DIACYLGLYCEROL DEFICIENT 1); galactolipid galactosyltransferase | chr3:3681685-3684501 REVERSEhighly similar to ( 953)DGDG1_SOYBNDigalactosyldiacylglycerol synthase 1, chloroplast precursor - Glycine max (Soybean)not assigned not assigned RfaG DUF390 Glycos_transf_1 "	lipid metabolism.glycolipid synthesis.DGDG synthase	11_10_2

CUST_42209_PI403524517	2	0.3020277	-0.24673462	0.033415318	0.27645254	-0.033415794	-0.14874649	35_12132	"Cluster: Os01g0739400 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0739400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JJG8	CHR2V7|COORD:11038237..11041380| haloacid dehalogenase-like hydrolase family protein	AT2G25870.1	CHR01V5|COORD:31205940..31213186|protein expressed protein	LOC_Os01g53720.1	no descriptionvery weakly similar to (67.4)AT2G25870| Symbols:  | haloacid dehalogenase-like hydrolase family protein | chr2:11038237-11041380 FORWARDnot assigned not assigned	not assigned.no ontology	35_1

CUST_8736_PI399408534	2	-0.16359138	0.4773636	0.025403976	-0.12896347	-0.02540493	0.033599854	35_139	Rep: H0112G12.4 protein - Oryza sativa (Rice)	UniRef90_Q01JL6	"CHR3V7|COORD:4411941..4419327| MAPKKK7 (MAP3K EPSILON PROTEIN KINASE); kinase"	AT3G13530.1	CHR04V5|COORD:33500162..33488354|protein MAPKKK7, putative, expressed	LOC_Os04g56530.1	" no descriptionmoderately similar to ( 258)AT3G13530| Symbols: MAP3KE1, MAPKKK7 | MAPKKK7 (MAP3K EPSILON PROTEIN KINASE); kinase | chr3:4411941-4419327 REVERSE"	signalling.MAP kinases	30_6

CUST_18529_PI404877155	2	-0.28996658	0.038603783	-0.038603783	0.08789158	0.115184784	-0.10484123	HVSMEk0007F09f_at	0	0	0	0	0	0	ATPase subunit 6	mitochondrial electron transport / ATP synthesis.F1-ATPase	9_9

CUST_3285_PI403524517	2	0.09661865	1.6307173	0.064808846	-0.27431774	-0.06480789	-0.0870285	35_898	Rep: Putative selenium binding protein - Zea mays (Maize)	UniRef90_Q5NKQ4	CHR4V7|COORD:8098116..8100160| selenium-binding protein, putative	AT4G14030.1	CHR01V5|COORD:40274911..40278383|protein selenium-binding protein, putative, expressed	LOC_Os01g68770.1	 no descriptionmoderately similar to ( 239)AT4G14030| Symbols:  | selenium-binding protein, putative | chr4:8098116-8100160 REVERSEnot assigned SBP56 	metal handling	15

CUST_32610_PI403524517	2	-0.026864529	0.45489073	0.07032633	-0.1787343	0.026865005	-0.18144846	35_9401	"Cluster: Putative translation releasing factor2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative translation releasing factor2 - Oryza sativa (japonic"	UniRef90_Q8GVY3	"CHR5V7|COORD:14253313..14255204| HCF109 (HIGH CHLOROPHYLL FLUORESCENT 109); translation release factor"	AT5G36170.2	CHR07V5|COORD:21670211..21666526|protein peptide chain release factor 2, putative, expressed	LOC_Os07g36250.1	" no descriptionmoderately similar to ( 389)AT5G36170| Symbols: ATPRFB, HCF109 | HCF109 (HIGH CHLOROPHYLL FLUORESCENT 109); translation release factor | chr5:14253313-14255204 REVERSEnot assigned prfB PRK05589 PRK07245 PRK06746 PrfB PRK07342 PRK08787 PCRF PrfA prfA "	protein.synthesis.release	29_2_5

CUST_30174_PI403524517	2	0.060458183	0.2159357	0.008235931	-0.23243618	-0.348217	-0.008235931	35_8710	"Cluster: U1 small nuclear ribonucleoprotein 70K splice variant 2; n=1; Oryza sativa (japonica cultivar-group)|Rep: U1 small nuclear ribonucleoprotein 70K splice"	UniRef90_Q2EIG9	"CHR3V7|COORD:18839213..18840473| U1-70K (SPLICEOSOMAL PROTEIN U1A); RNA binding"	AT3G50670.2	CHR10V5|COORD:997065..991733|protein U1 snRNP 70K protein, putative, expressed	LOC_Os10g02630.1	" no descriptionmoderately similar to ( 237)AT3G50670| Symbols: U1SNRNP, U1-70K | U1-70K (SPLICEOSOMAL PROTEIN U1A); RNA binding | chr3:18839213-18840473 REVERSEnot assigned "	not assigned.no ontology	35_1

CUST_27470_PI403524517	2	0.23277092	0.058793068	0.013575554	-0.047714233	-0.013576508	-0.02092743	35_7950	Rep: G2/mitotic-specific cyclin-2 - Oryza sativa (Rice)	UniRef90_Q40671	"CHR1V7|COORD:7135063..7137263| CYCB2;3 (CYCLIN B2;3); cyclin-dependent protein kinase regulator"	AT1G20610.1	CHR06V5|COORD:30917864..30914031|protein cyclin IIIZm, putative, expressed	LOC_Os06g51110.2	"no descriptionmoderately similar to ( 260)AT1G20610| Symbols: CYCB2;3 | CYCB2;3 (CYCLIN B2;3); cyclin-dependent protein kinase regulator | chr1:7135063-7137263 REVERSEmoderately similar to ( 409)CCNB2_ORYSAnot assigned not assigned not assigned not assigned Cyclin_N COG5024 CYCLIN CYCLIN"	cell.cycle	31_3

CUST_57074_PI403524517	2	0.12496948	-0.01091671	-0.052060127	0.01091671	0.09679031	-0.032780647	35_16271	"Cluster: Putative 3-hydroxyisobutyryl-coenzyme A hydrolase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative 3-hydroxyisobutyryl-coenzyme A hydrolase -"	UniRef90_Q69UF2	CHR4V7|COORD:7775129..7777697| catalytic	AT4G13360.1	CHR06V5|COORD:23342931..23349823|protein 3-hydroxyisobutyryl-CoA hydrolase/ catalytic, putative, expressed	LOC_Os06g39344.1	no descriptionhighly similar to ( 513)AT4G13360| Symbols:  | catalytic | chr4:7775129-7777697 FORWARDvery weakly similar to (53.5)MFPA_BRANAGlyoxysomal fatty acid beta-oxidation multifunctional protein MFP-a [Includes: Enoyl-CoA hydratase/3-2-trans-enoyl-CoA isomerase/3-hydroxybutyryl-CoA epimerase - Brassica napus (Rape)not assigned not assigned not assigned not assigned not assigned not assigned PRK06028 PRK07828 PRK06493 PRK06952 PRK07759 PRK05617 CaiD PRK07657 PRK05980 PRK06072 PRK06688 ECH PRK06127 PRK05809 PRK07658 PRK08138 PRK05995 PRK06494 PRK06190 PRK05979 PRK08139 PRK07659 PRK07510 PRK05862 PRK07260 fadJ PRK07830 PRK06210 PRK06144 PRK09674 PRK06495 PRK07509 PRK06142 PRK09076 PRK06143 PRK08260 PRK07468 PRK03580 PRK09120 PRK08140 PRK06023 PRK07629 PRK07938 PRK08150 PRK07511 PRK05674 PRK08252 PRK05864 PRK09245 fadB PRK07628 PRK07799 PRK05981 PRK08290 PRK05870	amino acid metabolism.degradation.aspartate family.lysine	13_2_3_5

CUST_72509_PI403524517	2	0.22627497	0.09989214	0.09503746	-0.09503746	-0.2667384	-0.2455225	35_20781	Rep: Nuclear transportin - Triticum aestivum (Wheat)	UniRef90_Q2QKB7	CHR5V7|COORD:25140563..25149699| transportin-SR-related	AT5G62600.1	CHR10V5|COORD:17528819..17543487|protein importin-beta N-terminal domain containing protein	LOC_Os10g33770.1	no descriptionweakly similar to ( 166)AT5G62600| Symbols:  | transportin-SR-related | chr5:25140563-25149699 REVERSEnot assigned not assigned	not assigned.no ontology	35_1

CUST_92332_PI403524517	2	0.048142433	-0.045386314	-0.07300949	-0.0203619	0.042710304	0.020360947	35_26402	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_30986_PI403524517	2	0.0027093887	0.1915884	-0.05723095	-0.12573338	0.019433975	-0.002708435	35_8942	"Cluster: Os05g0104000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0104000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DLG0	"CHR3V7|COORD:9252557..9256063| AFH1 (FORMIN HOMOLOGY 1); actin binding"	AT3G25500.1	CHR05V5|COORD:191609..195732|protein AFH1, putative, expressed	LOC_Os05g01350.1	" no descriptionmoderately similar to ( 261)AT3G25500| Symbols: FH1, AHF1, AFH1 | AFH1 (FORMIN HOMOLOGY 1); actin binding | chr3:9252557-9256063 REVERSEnot assigned not assigned not assigned not assigned FH2 FH2 "	not assigned.no ontology.formin homology 2 domain-containing protein	35_1_20

CUST_150136_PI403524517	2	-0.083823204	0.78446484	0.16344738	-0.18692684	0.0739851	-0.07398605	35_42001	"Cluster: Hypothetical protein P0453H04.38; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0453H04.38 - Oryza sativa (japonica cultivar-g"	UniRef90_Q67UQ0	CHR2V7|COORD:8390938..8393686| RNA recognition motif (RRM)-containing protein	AT2G19380.1	CHR06V5|COORD:26663598..26659941|protein expressed protein	LOC_Os06g44200.3	no description	not assigned.unknown	35_2

CUST_57696_PI403524517	2	-0.037837982	0.3677101	-0.0032777786	0.0032777786	0.17695141	-0.17998314	35_16450	"Cluster: Putative VAP27; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative VAP27 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5JMK3	"CHR1|COORD:2821555..2825278| similar to vesicle-associated membrane protein, putative / VAMP, putative [Arabidopsis thaliana] (TAIR:At3g60600.1);"	AT1G08820.2	CHR01V5|COORD:41449161..41443834|protein VAP27-2, putative, expressed	LOC_Os01g71050.1	"no descriptionweakly similar to ( 167)AT1G08820| Symbols: VAP27-2 | VAP27-2 (VAMP/SYNAPTOBREVIN-ASSOCIATED PROTEIN 27-2); structural molecule | chr1:2821813-2824415 REVERSEnot assigned Motile_Sperm SCS2"	not assigned.no ontology	35_1

CUST_90010_PI403524517	2	0.05233574	-0.17568302	-0.047654152	0.047654152	-0.06541252	0.14967442	35_25749	Rep: H0102C09.6 protein - Oryza sativa (Rice)	UniRef90_Q25AL0	CHR3V7|COORD:8063070..8064482| leucine-rich repeat family protein / extensin family protein	AT3G22800.1	CHR04V5|COORD:115914..112181|protein protein binding protein, putative, expressed	LOC_Os04g01160.1	"no descriptionvery weakly similar to (70.1)AT4G37890| Symbols: EDA40 | EDA40 (embryo sac development arrest 40); protein binding / ubiquitin-protein ligase/ zinc ion binding | chr4:17812806-17815025 REVERSE"	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_8201_PI404877155	2	-0.013998985	0.19734669	-0.055579185	-0.10731888	0.054009438	0.013999939	Contig24152_at	beta-tubulin	AAA67322.1	tubulin beta-2/beta-3 chain (TUB3)	At5g62700.1	protein Tubulin/FtsZ family, GTPase domain, putative	Os05g34170	putative Rab5-interacting protein - like	RNA.regulation of transcription.bHLH,Basic Helix-Loop-Helix family	27_3_06

CUST_79927_PI403524517	2	0.08163643	0.0674839	-0.02703476	-0.010606766	-0.104421616	0.010607719	35_22920	Rep: B0811B10.1 protein - Oryza sativa (Rice)	UniRef90_Q259X0	CHR1V7|COORD:29601895..29603302| phospholipid/glycerol acyltransferase family protein	AT1G78690.1	CHR04V5|COORD:33839085..33835237|protein tafazzin, putative, expressed	LOC_Os04g57150.2	no descriptionmoderately similar to ( 299)AT1G78690| Symbols:  | phospholipid/glycerol acyltransferase family protein | chr1:29601895-29603302 FORWARDnot assigned PlsC Acyltransferase PlsC	not assigned.no ontology	35_1

CUST_94540_PI403524517	2	0.12722635	-0.28799105	0.16248512	-0.112911224	-0.08000326	0.08000374	35_27026	"Cluster: Putative exportin, tRNA; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative exportin, tRNA - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8H3A7	"CHR1V7|COORD:27328688..27333129| PSD (PAUSED); tRNA binding"	AT1G72560.1	CHR07V5|COORD:25238070..25246771|protein PAUSED, putative, expressed	LOC_Os07g42180.1	no descriptionmoderately similar to ( 222)AT1G72560| Symbols: PSD | PSD (PAUSED) | chr1:27328688-27333129 REVERSEnot assigned	transport.misc	34_99

CUST_13565_PI404877155	2	-0.061920166	0.28019142	-0.007618904	-0.013048172	0.007619858	0.06439209	Contig7297_at	putative CDPK substrate protein 1 [Oryza sativa (japonica cultivar-group)]	BAC84294.1	myb family transcription factor, putative / phosphate starvation response regulator, putative (PHR1)	At4g28610.1	protein myb-like DNA-binding domain, SHAQKYF class, putative	Os03g21240	putative CDPK substrate protein 1	RNA.regulation of transcription.MYB domain transcription factor family	27_3_25

CUST_170051_PI403524517	2	-0.06529951	0.102581024	0.06529951	-0.100880146	0.2747507	-0.1761446	35_47365	"Cluster: Pentatricopeptide (PPR) repeat-containing protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Pentatricopeptide (PPR) repeat-containing prot"	UniRef90_Q6YWL6	CHR3V7|COORD:17528367..17530142| pentatricopeptide (PPR) repeat-containing protein	AT3G47530.1	CHR08V5|COORD:20910161..20914410|protein selenium-binding protein-like, putative, expressed	LOC_Os08g33700.1	no descriptionweakly similar to ( 191)AT3G47530| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr3:17528367-17530142 REVERSEnot assigned not assigned not assigned not assigned PRK07764 PRK12323	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_135731_PI403524517	2	0.0117816925	-0.011782646	-0.22948074	0.10168266	-0.310503	0.051172256	35_38068	"Cluster: Zinc finger (C3HC4-type RING finger) protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Zinc finger (C3HC4-type RING finger) protein-like -"	UniRef90_Q6ZG80	CHR1V7|COORD:18689767..18691314| zinc finger (C3HC4-type RING finger) family protein	AT1G50440.1	CHR02V5|COORD:1680213..1689438|protein zinc finger, C3HC4 type family protein, expressed	LOC_Os02g03950.3	no descriptionmoderately similar to ( 225)AT1G50440| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr1:18689767-18691314 FORWARDnot assigned	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_74795_PI403524517	2	0.17218304	0.4045143	0.25311518	-0.17218351	-0.23396969	-0.29310417	35_21446	"Cluster: Putative amino acid transporter; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative amino acid transporter - Oryza sativa (japonica cultivar-gro"	UniRef90_Q60EP1	"CHR5V7|COORD:2866868..2868864| AAP2 (AMINO ACID PERMEASE 2); amino acid permease"	AT5G09220.1	CHR05V5|COORD:20695884..20698097|protein amino acid carrier, putative, expressed	LOC_Os05g34980.1	"no descriptionmoderately similar to ( 304)AT5G09220| Symbols: AAP2 | AAP2 (AMINO ACID PERMEASE 2); amino acid permease | chr5:2866868-2868864 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Aa_trans PRK12323 PRK07003 SdaC Herpes_BLLF1"	transport.amino acids	34_3

CUST_52217_PI403524517	2	0.11948776	-0.074775696	-0.008014679	-0.040294647	0.010004044	0.008014679	35_14880	Rep: H0209H04.7 protein - Oryza sativa (Rice)	UniRef90_Q01L31	"CHR3V7|COORD:22622685..22623607| ARS27A (ARABIDOPSIS RIBOSOMAL PROTEIN S27); structural constituent of ribosome"	AT3G61110.1	CHR02V5|COORD:16439802..16441525|protein 40S ribosomal protein S27, putative, expressed	LOC_Os02g27769.1	"no descriptionweakly similar to ( 152)AT3G61110| Symbols: ARS27A | ARS27A (ARABIDOPSIS RIBOSOMAL PROTEIN S27); structural constituent of ribosome | chr3:22622685-22623607 FORWARDweakly similar to ( 159)RS27_HORVU40S ribosomal protein S27 - Hordeum vulgare (Barley)not assigned Ribosomal_S27e RPS27A rps27e"	protein.synthesis.misc ribososomal protein	29_2_2

CUST_88607_PI403524517	2	-0.06075096	-0.18260193	0.17670059	-0.019273758	0.019272804	0.26409912	35_25360	Rep: OSIGBa0101C23.2 protein - Oryza sativa (Rice)	UniRef90_Q01J25	0	0	CHR04V5|COORD:27071896..27065188|protein OsWRKY36 - Superfamily of rice TFs having WRKY and zinc finger domains, expressed	LOC_Os04g46060.1	no description	not assigned.unknown	35_2

CUST_167652_PI403524517	2	0.08679342	0.19123316	0.02781248	-0.02781248	-0.4927745	-0.3979087	35_46699	"Cluster: Putative Rhicadhesin receptor; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Rhicadhesin receptor - Oryza sativa (japonica cultivar-group)"	UniRef90_Q942A8	"CHR3V7|COORD:22982418..22983167| GLP10 (GERMIN-LIKE PROTEIN 10); manganese ion binding / metal ion binding / nutrient reservoir"	AT3G62020.1	CHR01V5|COORD:42241533..42242785|protein germin-like protein subfamily 2 member 4 precursor, putative, expressed	LOC_Os01g72290.1	"no descriptionmoderately similar to ( 228)AT3G62020| Symbols: GLP10 | GLP10 (GERMIN-LIKE PROTEIN 10); manganese ion binding / metal ion binding / nutrient reservoir | chr3:22982418-22983167 REVERSEmoderately similar to ( 219)NEC1_NICPLNectarin-1 precursor - Nicotiana plumbaginifolia (Leadwort-leaved tobacco)Cupin_1 Cupin_2 COG1917"	stress.abiotic.unspecified	20_2_99

CUST_75304_PI403524517	2	-0.13993168	0.8661237	0.49827862	-0.07176447	0.07176447	-0.19878578	35_21585	"Cluster: Putative Avr9/Cf-9 rapidly elicited protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Avr9/Cf-9 rapidly elicited protein - Oryza sativ"	UniRef90_Q69SQ5	CHR2V7|COORD:2287511..2289267| protein kinase, putative	AT2G05940.1	CHR02V5|COORD:32912645..32909495|protein protein kinase APK1A, chloroplast precursor, putative, expressed	LOC_Os02g53750.1	 no descriptionweakly similar to ( 139)AT2G05940| Symbols:  | protein kinase, putative | chr2:2287511-2289267 REVERSEvery weakly similar to (58.9)NORK_PEANodulation receptor kinase precursor - Pisum sativum (Garden pea)not assigned not assigned not assigned not assigned TyrKc Pkinase_Tyr PTKc PTKc_c-ros TT_ORF1 PTKc_Jak_rpt2 	protein.postranslational modification.kinase.receptor like cytoplasmatic kinase VII	29_4_1_57

CUST_164182_PI403524517	2	0.32407093	0.1040535	-0.10405302	0.28662634	-0.23217678	-0.2858343	35_45772	"Cluster: High-affinity potassium transporter; n=5; PACCAD clade|Rep: High-affinity potassium transporter - Phragmites australis (Common reed)"	UniRef90_Q9AYN4	"CHR4V7|COORD:7797034..7802170| HAK5 (High affinity K+ transporter 5); potassium ion transporter"	AT4G13420.1	CHR01V5|COORD:41152530..41157146|protein potassium transporter 5, putative, expressed	LOC_Os01g70490.1	"no descriptionmoderately similar to ( 219)AT4G13420| Symbols: HAK5 | HAK5 (High affinity K+ transporter 5); potassium ion transporter | chr4:7797034-7802170 REVERSEmoderately similar to ( 246)HAK1_ORYSAK_trans Kup trkD"	transport.potassium	34_15

CUST_106628_PI403524517	2	0.112362385	0.51030064	0.31362963	-0.16651344	-0.112362385	-0.27803898	35_30346	"Cluster: Hypothetical protein At3g60910; n=1; Arabidopsis thaliana|Rep: Hypothetical protein At3g60910 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q8RXT8	CHR3V7|COORD:22512702..22514157| catalytic	AT3G60910.1	CHR07V5|COORD:27633820..27636964|protein methylase, putative, expressed	LOC_Os07g46340.1	no descriptionweakly similar to ( 146)AT3G60910| Symbols:  | catalytic | chr3:22512702-22514157 FORWARDvery weakly similar to ( 100)CBP23_HORVUSerine carboxypeptidase II-3 precursor - Hordeum vulgare (Barley)not assigned not assigned Peptidase_S10	protein.degradation.serine protease	29_5_5

CUST_47065_PI403524517	2	0.36279726	-0.3027954	-0.008143425	0.11329079	0.008143425	-0.048605442	35_13478	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_111390_PI403524517	2	-0.26686287	-0.14295292	0.61689377	0.14295292	0.24686623	-0.3061266	35_31630	"Cluster: Putative cytochrome P450; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative cytochrome P450 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8L4I4	"CHR2V7|COORD:18116379..18118664| IQD14; calmodulin binding"	AT2G43680.2	CHR08V5|COORD:26772144..26773768|protein expressed protein	LOC_Os08g42570.1	no descriptionnot assigned DUF247	not assigned.unknown	35_2

CUST_28015_PI399408534	2	0.17809057	0.15763903	0.38420486	-0.1576395	-0.49799252	-0.50449276	35_26600	"Cluster: Putative HDA2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative HDA2 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5Z608	"CHR5V7|COORD:9099324..9101601| HDA2 (histone deacetylase 2); histone deacetylase"	AT5G26040.2	CHR06V5|COORD:22126371..22122245|protein histone deacetylase 11, putative, expressed	LOC_Os06g37420.2	"no descriptionweakly similar to ( 127)AT5G26040| Symbols: HDA2 | HDA2 (histone deacetylase 2); histone deacetylase | chr5:9099324-9101601 REVERSEnot assigned"	RNA.regulation of transcription.HDA	27_3_55

CUST_262_PI404877155	2	-0.12064743	-0.13686752	0.1641779	0.09076023	0.1432333	-0.090761185	Contig10147_at	putative  receptor-like protein kinase 1 [Oryza sativa (japonica cultivar-group)] gb|AAP68887.1| putative  receptor-like protein kinase 1 [O	NP_919058.1	0	0	protein putative  receptor-like protein kinase 1	Os03g56270	NONE	transport.misc	34_99

CUST_8712_PI403524517	2	-0.066262245	-0.77504635	0.066262245	0.31026745	0.106144905	-0.09504318	35_2438	"Cluster: Putative ascorbate oxidase AO4; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ascorbate oxidase AO4 - Oryza sativa (japonica cultivar-group"	UniRef90_Q5Z645	CHR5|COORD:7172777..7177749| L-ascorbate oxidase, putative, similar to L-ascorbate oxidase from {Nicotiana tabacum} SP:Q40588, {Cucurbita pepo var. melopepo}	AT5G21105.1	CHR06V5|COORD:21892250..21897266|protein L-ascorbate oxidase precursor, putative, expressed	LOC_Os06g37080.1	no descriptionhighly similar to ( 696)AT5G21105| Symbols:  | L-ascorbate oxidase/ copper ion binding | chr5:7172903-7177412 FORWARDhighly similar to ( 766)ASO_CUCSAL-ascorbate oxidase precursor - Cucumis sativus (Cucumber)not assigned not assigned not assigned not assigned not assigned not assigned not assigned SufI Cu-oxidase_3 Cu-oxidase Cu-oxidase_2 PRK10965 PRK12678 PRK07003 PRK07764	redox.ascorbate and glutathione.ascorbate	21_2_1

CUST_69679_PI403524517	2	-0.056710243	0.39228344	0.30851936	-0.1634779	-0.10387707	0.056710243	35_19936	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_9684_PI399408534	2	0.39583206	-0.04189205	0.16738462	-0.38811016	-0.47664642	0.04189205	35_7172	Rep: Gibberellin 20 oxidase 1-A - Triticum aestivum (Wheat)	UniRef90_O04707	"CHR4V7|COORD:12990992..12992419| GA5 (GA REQUIRING 5); gibberellin 20-oxidase/ gibberellin 3-beta-dioxygenase"	AT4G25420.1	CHR03V5|COORD:36089654..36091504|protein gibberellin 20 oxidase 1, putative, expressed	LOC_Os03g63970.1	" no descriptionvery weakly similar to (91.7)AT4G25420| Symbols: ATGA20OX1, GA20OX1, GA5 | GA5 (GA REQUIRING 5); gibberellin 20-oxidase/ gibberellin 3-beta-dioxygenase | chr4:12990992-12992419 REVERSEweakly similar to ( 139)GAO1D_WHEATGibberellin 20 oxidase 1-D - Triticum aestivum (Wheat)not assigned "	hormone metabolism.gibberelin.synthesis-degradation.GA20 oxidase	17_6_1_11

CUST_65837_PI403524517	2	-0.040371895	0.16080666	-0.15985298	0.18325996	-0.1393776	0.04037094	35_18806	"Cluster: Os03g0152400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os03g0152400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DV32	CHR4V7|COORD:2664449..2666545| 4-coumarate--CoA ligase, putative / 4-coumaroyl-CoA synthase, putative	AT4G05160.1	CHR03V5|COORD:2867033..2862116|protein 4-coumarate--CoA ligase 2, putative, expressed	LOC_Os03g05780.1	 no descriptionmoderately similar to ( 489)AT4G05160| Symbols:  | 4-coumarate--CoA ligase, putative / 4-coumaroyl-CoA synthase, putative | chr4:2664449-2666545 FORWARDmoderately similar to ( 343)4CL2_TOBAC4-coumarate--CoA ligase 2 - Nicotiana tabacum (Common tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned CaiC PRK08314 AMP-binding PRK06187 Acs PRK07656 PRK03640 PRK08315 PRK07770 PRK08316 PRK05605 PRK12583 PRK07529 PRK07786 PRK06188 PRK09089 PRK06839 PRK06710 PRK07684 PRK06178 PRK08974 PRK07059 PRK05677 PRK07788 PRK06145 PRK07771 PRK07470 PRK08162 FAA1 PRK07514 PRK12492 PRK08276 PRK06087 PRK06219 PRK09088 PRK07787 PRK08751 PRK12406 caiC EntE PRK08633 PRK07798 PRK04319 PRK06155 PRK06018 PRK07008 PRK06368 PRK05852 PRK07867 PRK00851 entE PRK09274 PRK06164 PRK10524 PRK07768 PRK07638 PRK05620 PRK09192 PRK06814 PRK07824 PRK06334 PRK05850 PRK03429 PRK08043 EntF PRK05857 PRK05691 PRK03914 PRK04813 PRK06060 PRK02239 PRK02530 PRK03582 PRK01291 PRK07445 PRK09029 PRK02167 PRK03613 PRK04664 PRK08308 acsA PRK08279 PRK12316 PRK08180 PRK12476 PRK05851 PRK07769 PRK03584 PRK12467 PRK12582 PRK10252 PaaK PRK12678 	secondary metabolism.phenylpropanoids.lignin biosynthesis.4CL	16_2_1_3

CUST_26171_PI403524517	2	0.046191216	0.2599306	-0.11742115	-0.1164217	-0.046191216	0.050162315	35_7580	Rep: Beta-2-xylosyltransferase - Saccharum officinarum (Sugarcane)	UniRef90_Q5TIN6	"CHR5V7|COORD:22499612..22501643| AtXylT (ARABIDOPSIS THALIANA BETA-1,2-XYLOSYLTRANSFERASE); xylosyltransferase"	AT5G55500.1	CHR08V5|COORD:24754918..24759068|protein beta-2-xylosyltransferase, putative, expressed	LOC_Os08g39380.1	" no descriptionmoderately similar to ( 402)AT5G55500| Symbols: XYLT, ATXYLT, AtXylT | AtXylT (""ARABIDOPSIS THALIANA BETA-1,2-XYLOSYLTRANSFERASE""); xylosyltransferase | chr5:22499612-22501643 FORWARDnot assigned "	not assigned.no ontology	35_1

CUST_33584_PI403524517	2	-0.003484726	0.35180283	-0.051905632	-0.090717316	0.003484726	0.019145966	35_9680	"Cluster: OSJNBb0015N08.11 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBb0015N08.11 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XNY0	0	0	CHR01V5|COORD:33629527..33631391|protein retrotransposon protein, putative, unclassified, expressed	LOC_Os01g57599.1	no description	not assigned.unknown	35_2

CUST_9554_PI403524517	2	-0.6388111	0.111115456	0.27603722	-0.19802761	0.36971283	-0.1111145	35_2692	"Cluster: Os06g0166900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0166900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DE93	CHR1V7|COORD:19573967..19575553| protein kinase, putative	AT1G52540.1	CHR06V5|COORD:3359532..3362524|protein BRASSINOSTEROID INSENSITIVE 1-associated receptor kinase 1 precursor, putative, expressed	LOC_Os06g07070.1	 no descriptionmoderately similar to ( 325)AT1G52540| Symbols:  | protein kinase, putative | chr1:19573967-19575553 REVERSEweakly similar to ( 176)PSKR_DAUCAPhytosulfokine receptor precursor - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TyrKc Pkinase PTKc Pkinase_Tyr S_TKc S_TKc PTKc_Srm_Brk PTKc_Src_like PTKc_Csk_like SPS1 PTKc_Trk PTKc_Frk_like PTKc_Jak_rpt2 PTKc_Ack_like PTKc_Src PTKc_EphR PTKc_TrkC PTKc_Csk PTKc_Fyn_Yrk PTKc_TrkA PTKc_Btk_Bmx PTKc_Jak2_Jak3_rpt2 PTKc_TrkB PTKc_Abl PTKc_Ror PTKc_EGFR_like PTKc_Syk_like PTKc_Fes_like PTKc_Tec_like PTKc_Yes PTKc_Itk PTKc_InsR_like PTKc_Tyk2_rpt2 PTKc_Aatyk PTKc_FAK PTKc_c-ros PTKc_EphR_A2 PTKc_Tie2 PTKc_Chk PTKc_Lck_Blk PTKc_FGFR PTKc_Tec_Rlk PTK_HER3 PTKc_Tie1 PTKc_Lyn PTKc_Met_Ron PTKc_Jak1_rpt2 PTKc_Aatyk1_Aatyk3 PTKc_Tie PTKc_EphR_A PTKc_EphR_B PTKc_EphR_A10 PTKc_Hck PTKc_DDR PTKc_Musk PTKc_FGFR4 PTKc_DDR1 PTKc_Fer PTKc_IGF-1R PTKc_HER4 PTKc_Ror1 PTKc_ALK_LTK PTKc_DDR2 PTKc_FGFR1 PTKc_RET PTKc_FGFR3 PTKc_PDGFR PTKc_Axl PTKc_DDR_like PTKc_Ror2 PTK_CCK4 PTKc_InsR PTKc_Axl_like PTKc_FGFR2 PTK_Ryk PTKc_HER2 PTKc_Aatyk2 PTK_Jak2_Jak3_rpt1 PTKc_EGFR PTKc_CSF-1R PTKc_Syk 	protein.postranslational modification.kinase.receptor like cytoplasmatic kinase VII	29_4_1_57

CUST_105335_PI403524517	2	0.14417696	-0.20575094	-0.14417744	0.3495884	0.28000546	-0.49141073	35_30001	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_74402_PI403524517	2	-0.009667397	-0.0012769699	-0.06795597	0.025990486	0.11293697	0.0012769699	35_21337	"Cluster: Armadillo/beta-catenin repeat protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Armadillo/beta-catenin repeat protein-like - Oryza"	UniRef90_Q6Z6H7	CHR4V7|COORD:16268124..16270519| armadillo/beta-catenin repeat family protein	AT4G33945.1	CHR02V5|COORD:32050028..32046697|protein expressed protein	LOC_Os02g52370.1	no descriptionmoderately similar to ( 454)AT4G33945| Symbols:  | armadillo/beta-catenin repeat family protein | chr4:16268124-16270519 FORWARDnot assigned not assigned not assigned not assigned PRK12323 PRK07003 PRK07764	not assigned.no ontology.armadillo/beta-catenin repeat family protein	35_1_3

CUST_16409_PI399408534	2	0.15259933	0.1928854	0.0035390854	-0.03891754	-0.0035381317	-0.042144775	35_8629	"Cluster: Zinc finger protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Zinc finger protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5Z807	CHR1V7|COORD:28272814..28275534| zinc finger (CCCH-type) family protein	AT1G75340.1	CHR06V5|COORD:29737882..29741505|protein nucleic acid binding protein, putative, expressed	LOC_Os06g49080.1	no descriptionvery weakly similar to (99.4)AT1G75340| Symbols:  | zinc finger (CCCH-type) family protein | chr1:28272814-28275534 REVERSEnot assigned not assigned	RNA.regulation of transcription.unclassified	27_3_99

CUST_20429_PI403524517	2	0.02455616	0.24374104	0.24204826	-0.09503269	-0.024557114	-0.12086105	35_5925	Rep: Conserved proline-rich protein - Neosartorya fischeri NRRL 181	UniRef90_A1D2Q3	CHR4V7|COORD:10275928..10278502| leucine-rich repeat family protein / extensin family protein	AT4G18670.1	CHR01V5|COORD:554817..550824|protein ATP binding protein, putative, expressed	LOC_Os01g02040.2	no description	not assigned.unknown	35_2

CUST_87932_PI403524517	2	0.02526474	-0.042787552	0.41017818	0.32248068	-0.02526474	-0.13907099	35_25173	"Cluster: Putative HGA1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative HGA1 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69Y34	"CHR2V7|COORD:17367732..17369469| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G57380.1); similar to glycosyltransferase [Medicago truncatula]"	AT2G41640.1	CHR06V5|COORD:15973051..15967623|protein glycosyltransferase, putative, expressed	LOC_Os06g28124.1	"no descriptionvery weakly similar to (80.1)AT2G41640| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G57380.1); similar to glycosyltransferase [Medicago truncatula] (GB:CAI30145.1); contains InterPro domain Protein of unknown function DUF563; (InterPro:IPR007657) | chr2:17367732-17369469 FORWARDnot assigned"	not assigned.unknown	35_2

CUST_120361_PI403524517	2	-0.0040893555	0.01051569	0.0040888786	0.11845875	-0.36195135	-0.25071573	35_34028	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_46118_PI403524517	2	-0.5364685	0.08336544	0.041127205	0.04679489	-0.04112816	-0.51599693	35_13208	"Cluster: Hypothetical protein OSJNBa0081P02.7; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0081P02.7 - Oryza sativa (japonica cu"	UniRef90_Q8H7S4	"CHR1V7|COORD:27643080..27644012| ATMKK9 (Arabidopsis thaliana MAP kinase kinase 9); kinase"	AT1G73500.1	CHR03V5|COORD:6525593..6524062|protein OsMKK10-2 - putative MAPKK based on amino acid sequence homology, expressed	LOC_Os03g12390.1	"no descriptionmoderately similar to ( 207)AT1G73500| Symbols: ATMKK9 | ATMKK9 (Arabidopsis thaliana MAP kinase kinase 9); kinase | chr1:27643080-27644012 REVERSEweakly similar to ( 114)M2K1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase SPS1 PTKc TyrKc Pkinase_Tyr PTKc_PDGFR_beta PTKc_FGFR KIND PTKc_Ack_like PRK07003 PTKc_EphR_A2 PRK12678 PTKc_Jak2_Jak3_rpt2 PTKc_Jak_rpt2 PTKc_Ror PTKc_PDGFR PTKc_TrkA PRK12323 PTKc_VEGFR2 PTKc_Syk_like PTKc_RET PTKc_EphR_A PTKc_InsR_like PTKc_ALK_LTK PTKc_Btk_Bmx PTKc_Tie2 PTKc_Src_like PTKc_Csk_like PTKc_Trk PTKc_VEGFR3 PTKc_PDGFR_alpha PTKc_Tec_Rlk PTKc_FGFR4 PTKc_TrkC PTKc_Tec_like PTKc_Frk_like PTKc_EGFR_like PTKc_Srm_Brk PTKc_FGFR2 PTKc_VEGFR PTKc_EphR PTKc_TrkB PTKc_Fes PTKc_FGFR3 PTKc_DDR"	protein.postranslational modification	29_4

CUST_169422_PI403524517	2	-0.47230148	-0.029863358	0.11656284	0.2654848	-0.381979	0.029862404	35_47187	Rep: Hypothetical protein orf111-b - Zea mays (Maize)	UniRef90_Q6R9A5		0	CHR12V5|COORD:13345085..13343081|protein hypothetical protein	LOC_Os12g23570.1	no description	not assigned.unknown	35_2

CUST_33050_PI403524517	2	0.23173046	0.18095064	-0.005486965	-0.046111107	-0.5399027	0.005486965	35_9530	"Cluster: Os12g0577000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os12g0577000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IMD4	"CHR4|COORD:352046..355598| similar to RNA recognition motif (RRM)-containing protein [Arabidopsis thaliana] (TAIR:At3g52660.1); similar to putative RNA-binding"	AT4G00830.2	CHR04V5|COORD:26981176..26987887|protein water-stress protein, putative, expressed	LOC_Os04g45930.3	 no descriptionvery weakly similar to (99.8)AT4G00830| Symbols:  | RNA binding | chr4:352782-354965 FORWARDvery weakly similar to (57.0)ROC1_NICSY29 kDa ribonucleoprotein A, chloroplast precursor - Nicotiana sylvestris (Wood tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned RRM RRM_1 COG0724 	RNA.RNA binding	27_4

CUST_38432_PI403524517	2	-2.8390727	0.27272463	0.68520546	-1.310844	0.5494118	-0.27272415	35_11060	"Cluster: Bowman-Birk type trypsin inhibitor; n=1; Hordeum vulgare|Rep: Bowman-Birk type trypsin inhibitor - Hordeum vulgare (Barley)"	UniRef90_P12940	0	0	CHR01V5|COORD:1512639..1513634|protein Bowman-Birk type bran trypsin inhibitor precursor, putative, expressed	LOC_Os01g03680.1	no descriptionweakly similar to ( 132)IBB_HORVUBowman-Birk type trypsin inhibitor - Hordeum vulgare (Barley)BowB BBI	not assigned.unknown	35_2

CUST_66238_PI403524517	2	-0.100753784	0.45277214	0.07372856	0.020914078	-0.020915031	-0.045186043	35_18917	"Cluster: Putative nuclear protein p30; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative nuclear protein p30 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ERD5	CHR5V7|COORD:5571800..5572207| carbon-sulfur lyase	AT5G16940.1	CHR09V5|COORD:13889115..13886390|protein proline-rich polypeptide 6 isoform 1, putative, expressed	LOC_Os09g23370.2	no descriptionweakly similar to ( 196)AT5G16940| Symbols:  | carbon-sulfur lyase | chr5:5571800-5572207 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned COG3791 GFA PRK07764	not assigned.unknown	35_2

CUST_35582_PI403524517	2	0.07445049	0.31600285	-0.07444954	-0.1429758	-0.15825558	0.095243454	35_10261	"Cluster: P0696G06.19 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: P0696G06.19 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7F435	CHR3V7|COORD:22003031..22003840| rhomboid family protein	AT3G59520.1	CHR01V5|COORD:39255490..39257119|protein rhomboid family protein, expressed	LOC_Os01g67040.2	no descriptionmoderately similar to ( 360)AT3G59520| Symbols:  | rhomboid family protein | chr3:22003031-22003840 FORWARDnot assigned Rhomboid COG0705 PRK10907	not assigned.no ontology	35_1

CUST_3814_PI404877155	2	-0.0042943954	0.50449085	0.0042943954	-0.23046589	-0.10029316	0.035262108	Contig1443_s_at	zinc-finger protein [Oryza sativa (indica cultivar-group)]	AAQ84334.1	zinc finger (AN1-like) family protein	At1g51200.1	protein AN1-like Zinc finger, putative	Os06g41010	zinc-finger protein	RNA.regulation of transcription.unclassified	27_3_99

CUST_118639_PI403524517	2	0.008238792	0.14997673	-0.008237839	-0.09971428	0.011069298	-0.03814888	35_33585	"Cluster: Hypothetical protein P0575F10.35-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0575F10.35-1 - Oryza sativa (japonica cultiv"	UniRef90_Q6Z703	"CHR5V7|COORD:20953660..20954469| similar to Os02g0125000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001045742.1); contains domain Subunit VIII of"	AT5G51545.1	CHR02V5|COORD:1302273..1304324|protein expressed protein	LOC_Os02g03250.1	" no descriptionvery weakly similar to (55.5)AT5G51545| Symbols:  | similar to Os02g0125000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001045742.1); contains domain Subunit VIII of photosystem I reaction centre, PsaI (SSF81540) | chr5:20953660-20954469 FORWARD"	PS.lightreaction.photosystem II.PSII polypeptide subunits	1_1_1_2

CUST_59526_PI403524517	2	-0.007940292	-0.097779274	-0.051959038	0.007940292	0.07307148	0.057059288	35_16973	Rep: OSIGBa0096P03.2 protein - Oryza sativa (Rice)	UniRef90_Q01LE3	"CHR5V7|COORD:25434543..25435699| similar to OSJNBa0053B21.8 [Oryza sativa (japonica cultivar-group)] (GB:CAE05534.2); similar to OSIGBa0096P03.2 [Oryza"	AT5G63480.1	CHR04V5|COORD:18929443..18926496|protein expressed protein	LOC_Os04g31910.1	"no descriptionvery weakly similar to (65.5)AT5G63480| Symbols:  | similar to OSJNBa0053B21.8 [Oryza sativa (japonica cultivar-group)] (GB:CAE05534.2); similar to OSIGBa0096P03.2 [Oryza sativa (indica cultivar-group)] (GB:CAH66428.1); contains InterPro domain Apolipophorin III-like; (InterPro:IPR011000) | chr5:25434543-25435699 FORWARDnot assigned not assigned not assigned"	not assigned.unknown	35_2

CUST_167439_PI403524517	2	0.08656597	0.18188334	-0.06412697	-0.032527447	0.013066292	-0.013066769	35_46634	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_2314_PI404877155	2	-0.16950893	-0.6799526	0.04814148	0.07062912	0.16488647	-0.048140526	Contig1269_s_at	S-adenosylmethionine synthetase 1 (Methionine adenosyltransferase 1) (AdoMet synthetase 1) pir||T06180 methionine adenosyltransferase (EC 2.	P50299	S-adenosylmethionine synthetase 2 (SAM2)	At4g01850.1	protein S-adenosylmethionine synthetase	Os01g22010	S-adenosylmethionine synthetase 1	amino acid metabolism.synthesis.aspartate family.methionine	13_1_3_4

CUST_7117_PI399408534	2	0.28550005	0.43618298	-0.0049991608	0.0049991608	-0.38692904	-0.073173046	35_27878	Rep: Homeodomain-related - Medicago truncatula (Barrel medic)	UniRef90_Q1SSM9	"CHR3|COORD:4576751..4578034| myb family transcription factor (MYB26), similar to myb-related transcription factor GI:1167486 from (Lycopersicon esculentum);"	AT3G13890.1	CHR01V5|COORD:29796412..29798347|protein MYB9, putative, expressed	LOC_Os01g51260.1	 no descriptionmoderately similar to ( 232)AT3G13890| Symbols: ATMYB26, MS35, MYB26 | MYB26 (myb domain protein 26) | chr3:4576751-4578034 REVERSEweakly similar to ( 189)MYB3_HORVUMyb-related protein Hv33 - Hordeum vulgare (Barley)not assigned not assigned not assigned REB1 Myb_DNA-binding SANT SANT 	RNA.regulation of transcription.MYB domain transcription factor family	27_3_25

CUST_17823_PI399408534	2	-0.013333321	-0.23462391	-0.14515495	0.013333321	0.04691696	0.03164673	35_10625	"Cluster: Hypothetical protein P0700D12.120; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0700D12.120 - Oryza sativa (japonica cultivar"	UniRef90_Q84Z86	CHR5V7|COORD:2108494..2112257| mitochondrial transcription termination factor-related / mTERF-related	AT5G06810.1	CHR08V5|COORD:25589130..25586414|protein mTERF family protein, expressed	LOC_Os08g40630.2	no descriptionweakly similar to ( 119)AT5G06810| Symbols:  | mitochondrial transcription termination factor-related / mTERF-related | chr5:2108494-2112257 FORWARDnot assigned	RNA.regulation of transcription.unclassified	27_3_99

CUST_74077_PI403524517	2	-0.2002716	-0.1604805	0.13681602	-0.058027267	0.058027267	0.18232536	35_21244	Rep: H0624F09.9 protein - Oryza sativa (Rice)	UniRef90_Q258Y9	"CHR1V7|COORD:24493836..24496391| ATPAO4 (POLYAMINE OXIDASE 4); amine oxidase"	AT1G65840.1	CHR04V5|COORD:34024135..34020744|protein lysine-specific histone demethylase 1, putative, expressed	LOC_Os04g57550.1	"no descriptionweakly similar to ( 173)AT1G65840| Symbols: ATPAO4 | ATPAO4 (POLYAMINE OXIDASE 4); amine oxidase | chr1:24493836-24496391 FORWARDnot assigned not assigned Amino_oxidase"	misc.oxidases - copper, flavone etc.	26_7

CUST_51378_PI403524517	2	-0.40838337	-0.08639336	0.58319855	0.49151802	0.08639336	-0.28342247	35_14646	Rep: Hypothetical protein wrsi5-1 - Triticum aestivum (Wheat)	UniRef90_Q6QAX7	0	0	CHR01V5|COORD:1755532..1754614|protein Bowman-Birk type wound-induced proteinase inhibitor WIP1 precursor, putative	LOC_Os01g04040.1	no descriptionBowB BBI	not assigned.unknown	35_2

CUST_54539_PI403524517	2	-0.043027878	0.28680992	0.043026924	-0.053829193	0.13535881	-0.14765358	35_15523	"Cluster: Acyl-[acyl-carrier-protein] desaturase, chloroplast precursor; n=2; Oryza sativa|Rep: Acyl-[acyl-carrier-protein] desaturase, chloroplast"	UniRef90_Q40731	"CHR2V7|COORD:18127184..18129572| SSI2 (fatty acid biosynthesis 2); acyl-[acyl-carrier-protein] desaturase"	AT2G43710.1	CHR04V5|COORD:18377030..18372794|protein acyl-desaturase, chloroplast precursor, putative, expressed	LOC_Os04g31070.1	" no descriptionhighly similar to ( 595)AT2G43710| Symbols: FAB2, SSI2 | SSI2 (fatty acid biosynthesis 2); acyl-[acyl-carrier-protein] desaturase | chr2:18127184-18129572 FORWARDhighly similar to ( 675)STAD_ORYSAFA_desaturase_2 Acyl_ACP_Desat Ferritin_like "	lipid metabolism.FA synthesis and FA elongation.ACP desaturase	11_1_15

CUST_4911_PI404877155	2	0.09764671	0.574399	-0.2810545	-0.05772209	-0.14252377	0.057721138	Contig16257_s_at	OSJNBa0027G07.10 [Oryza sativa (japonica cultivar-group)]	CAE04374.1	monosaccharide transporter, putative	At1g34580.1	protein hypothetical protein	Os02g36490	gi|32489189|emb|CAE04374.1| OSJNBa0027G07.10	transporter.sugars	34_2

CUST_10191_PI404877155	2	-0.7146635	-0.46190548	0.6328974	0.24967098	0.3042221	-0.24967098	Contig3904_at	tryptophan synthase beta-subunit [Sorghum bicolor]	AAL73524.1	tryptophan synthase, beta subunit 2 (TSB2)	At4g27070.1	protein tryptophan synthase, beta subunit	Os08g04180	3 tryptophan synthase beta-subunit	amino acid metabolism.synthesis.aromatic aa.tryptophan	13_1_6_5

CUST_9083_PI404877155	2	0.28424072	-0.5547409	-0.16261864	0.38253117	0.16261864	-0.72367764	Contig2859_s_at	OJ991214_12.3 [Oryza sativa (japonica cultivar-group)] ref|XP_472416.1| OJ991214_12.3 [Oryza sativa (japonica cultivar-group)]	CAE01514.1	expressed protein	At1g08380.1	protein expressed protein	Os04g33830	gi|32479727|emb|CAE01514.1| OJ991214_12.3	PS.lightreaction.photosystem I.PSI polypeptide subunits	1_01_02_02

CUST_72139_PI403524517	2	-0.1188755	1.0104914	0.2851882	0.052282333	-0.28967762	-0.05228281	35_20679	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_22101_PI403524517	2	0.16282749	-0.304883	-0.030492783	0.030493736	-0.04268074	0.24610233	35_6423	Rep: OSIGBa0145N07.5 protein - Oryza sativa (Rice)	UniRef90_Q01LC2	CHR2V7|COORD:14910280..14912440| hydrolase	AT2G35450.1	CHR04V5|COORD:19095905..19099476|protein amidohydrolase family protein, expressed	LOC_Os04g32150.1	no descriptionmoderately similar to ( 416)AT2G35450| Symbols:  | hydrolase | chr2:14910280-14912440 REVERSEAmidohydro_2 COG3618 PDC_hydrolase COG2159	not assigned.no ontology	35_1

CUST_10691_PI404877155	2	-0.41669846	0.22694492	0.20453262	-0.0141067505	0.0141067505	-0.17173481	Contig4395_at	ethylene-insensitive-3-like protein [Oryza sativa (japonica cultivar-group)]	BAB78462.1	ethylene-insensitive3- like1 (EIL1)	At2g27050.1	protein Ethylene insensitive 3, putative	Os03g20790	ethylene-insensitive-3-like protein/EIN3  T02648  ETHYLENE-INSENSITIVE3	hormone metabolism.ethylene.signal transduction	17_5_2

CUST_45600_PI403524517	2	0.054587364	0.39599037	0.11771774	-0.14081192	-0.054588318	-0.30939293	35_13070	"Cluster: Rad21-4 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Rad21-4 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6UFU7	CHR5V7|COORD:1624713..1629145| DIF1/SYN1	AT5G05490.2	CHR05V5|COORD:28806350..28813726|protein sister chromatid cohesion 1 protein 1, putative, expressed	LOC_Os05g50410.2	 no descriptionmoderately similar to ( 211)AT5G05490| Symbols: SYN1, DIF1 | DIF1/SYN1 | chr5:1624713-1629145 FORWARDnot assigned Rad21_Rec8_N 	not assigned.no ontology	35_1

CUST_68655_PI403524517	2	-0.10616112	-0.013454437	0.013455391	0.023246765	-0.036136627	0.08557892	35_19640	"Cluster: Os06g0105600 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0105600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DFA2	"CHR5V7|COORD:19281902..19287714| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G47480.1); similar to hypothetical protein 24.t00016 [Brassica"	AT5G47490.1	CHR06V5|COORD:392012..386203|protein expressed protein	LOC_Os06g01650.1	"no descriptionmoderately similar to ( 227)AT5G47480| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G47490.1); similar to hypothetical protein 24.t00016 [Brassica oleracea] (GB:ABD64938.1); similar to hypothetical protein 24.t00015 [Brassica oleracea] (GB:ABD64937.1); similar to hypothetical protein 25.t00024 [Brassica oleracea] (GB:ABD64978.1); contains domain RGPR-RELATED (PTHR13402); contains domain SIMILARITY TO UNKNOWN PROTEIN (PTHR13402:SF8) | chr5:19274647-19280359 FORWARDnot assigned not assigned"	not assigned.unknown	35_2

CUST_18180_PI404877155	2	0.036705017	-0.5487652	-0.08747864	0.041791916	-0.025006294	0.025006294	HVSMEf0006D12r2_s_at	human RAN binding protein 16-like [Arabidopsis thaliana]	BAA98201.1	Ran-binding protein, putative	At5g06120.1	protein putative RAN binding protein	Os03g42050	gi|6721510|dbj|BAA89552.1| unnamed protein product	RNA.RNA binding	27_4

CUST_113217_PI403524517	2	0.22872305	0.584548	0.0496397	-0.33625126	-0.0496397	-0.3864789	35_32135	0	0	CHR2V7|COORD:18020508..18022453| U1 small nuclear ribonucleoprotein 70 kDa, putative	AT2G43370.1	0	0	no description	not assigned.unknown	35_2

CUST_666_PI399408534	2	-0.0019397736	0.42677784	0.17215347	-0.07071018	-0.16649342	0.0019388199	35_26383	"Cluster: Putative receptor kinase 5; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative receptor kinase 5 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69MP3	"CHR4V7|COORD:12138182..12140791| CRK10 (CYSTEINE-RICH RLK10); kinase"	AT4G23180.1	CHR09V5|COORD:21819928..21802101|protein ATP binding protein, putative	LOC_Os09g37840.1	" no descriptionweakly similar to ( 142)AT4G23180| Symbols: RLK4, CRK10 | CRK10 (CYSTEINE-RICH RLK10); kinase | chr4:12138182-12140791 FORWARDvery weakly similar to (86.7)PSKR_DAUCAPhytosulfokine receptor precursor - Daucus carota (Carrot)not assigned not assigned TyrKc PTKc Pkinase_Tyr "	signalling.receptor kinases.DUF 26	30_2_17

CUST_122215_PI403524517	2	0.023564339	0.50443745	0.11175442	-0.24362469	-0.023564339	-0.027849197	35_34495	"Cluster: ATP-dependent protease La (LON) domain-containing protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: ATP-dependent protease La (LON)"	UniRef90_Q5JKW4	CHR2V7|COORD:10987253..10990710| ATP-dependent protease La (LON) domain-containing protein	AT2G25740.1	CHR01V5|COORD:31414855..31405460|protein ATP-dependent peptidase, putative, expressed	LOC_Os01g54040.3	no descriptionweakly similar to ( 121)AT2G25740| Symbols:  | ATP-dependent protease La (LON) domain-containing protein | chr2:10987253-10990710 FORWARD	protein.degradation	29_5

CUST_99886_PI403524517	2	0.06629753	0.2430315	0.0020332336	-0.03428459	-0.02179718	-0.00203228	35_28514	"Cluster: JmjC domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: JmjC domain containing protein, expressed - Oryza sativa (j"	UniRef90_Q10LJ3	CHR1V7|COORD:23039704..23042966| transcription factor jumonji (jmjC) domain-containing protein	AT1G62310.1	CHR03V5|COORD:12924393..12931469|protein jmjC domain containing protein, expressed	LOC_Os03g22540.1	no descriptionvery weakly similar to (80.9)AT1G62310| Symbols:  | transcription factor jumonji (jmjC) domain-containing protein | chr1:23039704-23042966 REVERSEnot assigned	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_90380_PI403524517	2	0.3659587	-0.17889929	-0.022666931	0.44500542	-0.57005453	0.022666931	35_25849	"Cluster: Phosphoglucan, water dikinase, chloroplast precursor; n=2; Oryza sativa|Rep: Phosphoglucan, water dikinase, chloroplast precursor - Oryza sativa (Rice)"	UniRef90_Q2QTC2	"CHR5V7|COORD:9261583..9267529| PWD (PHOSPHOGLUCAN WATER DIKINASE); catalytic"	AT5G26570.1	CHR12V5|COORD:11741860..11724731|protein chloroplast alpha-glucan water dikinase isoform 3, putative, expressed	LOC_Os12g20150.2	" no descriptionmoderately similar to ( 368)AT5G26570| Symbols: ATGWD3, OK1, PWD | PWD (PHOSPHOGLUCAN WATER DIKINASE); catalytic | chr5:9261583-9267529 FORWARDmoderately similar to ( 433)PWD_ORYSA"	major CHO metabolism.degradation.starch.glucan water dikinase	2_2_2_3

CUST_164365_PI403524517	2	0.044801235	0.5174103	0.11842108	-0.044801235	-0.32681656	-0.052202225	35_45817	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_32168_PI403524517	2	0.2920456	-0.35527515	-0.12779903	-0.03912258	0.039123535	0.0892992	35_9276	Rep: Cyclin H-1 - Oryza sativa (Rice)	UniRef90_Q9FZN6	"CHR5V7|COORD:9771765..9774687| CYCH;1 (CYCLIN H;1); cyclin-dependent protein kinase/ protein binding / protein kinase"	AT5G27620.1	CHR03V5|COORD:30186443..30191750|protein cyclin-H, putative, expressed	LOC_Os03g52750.2	"no descriptionmoderately similar to ( 294)AT5G27620| Symbols: CYCH;1 | CYCH;1 (CYCLIN H;1); cyclin-dependent protein kinase/ protein binding / protein kinase | chr5:9771765-9774687 FORWARDvery weakly similar to (75.1)CCNC_ORYSAnot assigned not assigned not assigned not assigned CCL1 CYCLIN CYCLIN Cyclin_N"	cell.cycle	31_3

CUST_8006_PI404877155	2	-0.040977478	0.24817944	0.0016880035	0.05084133	-0.05308056	-0.0016889572	Contig23547_at	OSJNBa0019D11.19 [Oryza sativa (japonica cultivar-group)] ref|XP_473222.1| OSJNBa0019D11.19 [Oryza sativa (japonica cultivar-group)]	CAD41438.1	IAA-amino acid hydrolase, putative (ILL3)	At5g54140.1	protein amidohydrolase	Os04g44110	expressed protein	hormone metabolism.auxin.synthesis-degradation	17_2_1

CUST_68460_PI403524517	2	-0.099095345	0.08853531	0.0058050156	-0.0058050156	0.17726135	-0.093860626	35_19581	"Cluster: Cell division protein ftsZ, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Cell division protein ftsZ, putative, expressed - Ory"	UniRef90_Q10G26	"CHR3V7|COORD:19560819..19563413| FTSZ2-2 (FtsZ2-2); structural molecule"	AT3G52750.1	CHR03V5|COORD:24950776..24955165|protein cell division protein ftsZ, putative, expressed	LOC_Os03g44420.1	"no descriptionmoderately similar to ( 398)AT3G52750| Symbols: FTSZ2-2 | FTSZ2-2 (FtsZ2-2); structural molecule | chr3:19560819-19563413 REVERSEFtsZ_type1 PRK09330 FtsZ PRK13018 FtsZ Tubulin_FtsZ Tubulin Tubulin_C"	cell.division	31_2

CUST_4145_PI403524517	2	0.020345688	-0.35356617	0.03162098	-0.020345688	-0.12790012	0.041680336	35_1147	"Cluster: Ubiquitin-specific protease 12, putative, expressed; n=5; Oryza sativa|Rep: Ubiquitin-specific protease 12, putative, expressed - Oryza sativa (japonic"	UniRef90_Q2QQM3	"CHR5V7|COORD:2019546..2027835| UBP12 (UBIQUITIN-SPECIFIC PROTEASE 12); ubiquitin-specific protease"	AT5G06600.2	CHR12V5|COORD:18306101..18320796|protein ubiquitin carboxyl-terminal hydrolase 21, putative, expressed	LOC_Os12g30540.1	"no descriptionnearly identical (1224)AT5G06600| Symbols: UBP12 | UBP12 (UBIQUITIN-SPECIFIC PROTEASE 12); ubiquitin-specific protease | chr5:2019546-2027835 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG5077 peptidase_C19C Peptidase_C19 UCH Peptidase_C19L Peptidase_C19E Peptidase_C19R Peptidase_C19G Peptidase_C19D Peptidase_C19K Peptidase_C19H UBP12 Peptidase_C19A Peptidase_C19I Peptidase_C19O UBP5 Peptidase_C19B Peptidase_C19F"	protein.degradation.ubiquitin.ubiquitin protease	29_5_11_5

CUST_62587_PI403524517	2	-0.16664696	-0.074243546	0.07906914	0.024036407	-0.024036407	0.08530617	35_17846	"Cluster: OSIGBa0132E09-OSIGBa0108L24.16 protein; n=4; Oryza sativa|Rep: OSIGBa0132E09-OSIGBa0108L24.16 protein - Oryza sativa (Rice)"	UniRef90_Q01I02	CHR4V7|COORD:15364663..15367213| protein phosphatase 2C, putative / PP2C, putative	AT4G31750.1	CHR04V5|COORD:33434781..33430036|protein protein phosphatase 2C isoform epsilon, putative, expressed	LOC_Os04g56450.1	 no descriptionmoderately similar to ( 437)AT4G31750| Symbols:  | protein phosphatase 2C, putative / PP2C, putative | chr4:15364663-15367213 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned PP2Cc PP2Cc PP2C PTC1 	protein.postranslational modification	29_4

CUST_39460_PI403524517	2	0.07769489	-0.09725094	-0.070420265	-0.060578346	0.09089184	0.060578346	35_11349	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_3953_PI404877155	2	-0.124197006	0.4015627	-0.05499935	-0.023069382	0.023070335	0.053497314	Contig14620_at	P0695H10.7 [Oryza sativa (japonica cultivar-group)]	NP_916318.1	0	0	protein Double-stranded RNA binding motif, putative	Os01g56520	"3.1_Homeodomain   T01995 Clox;"	RNA.RNA binding	27_4

CUST_13621_PI404877155	2	-1.1119633	-0.62843895	0.41717625	0.39533138	0.7947731	-0.39533043	Contig7373_at	OSJNBb0003B01.7 [Oryza sativa (japonica cultivar-group)]	CAE03616.2	stress enhanced protein 2 (SEP2)	At2g21970.1	protein conjugal transfer protein, putative	Os04g54630	"EBNA-2  T01618  EBV; activator, requires cellular RBP-Jkappa for DNA-binding"	stress	20

CUST_13533_PI404877155	2	-0.008019447	0.13239765	-0.054693222	-0.013617516	0.008020401	0.10093403	Contig7263_at	putative RING3 protein [Oryza sativa (japonica cultivar-group)]	BAC79591.1	DNA-binding bromodomain-containing protein	At5g63330.1	protein Bromodomain, putative	Os07g32420	NONE	RNA.regulation of transcription.Global transcription factor group	27_3_52

CUST_157405_PI403524517	2	0.16158724	0.4804592	0.04578972	-0.045790195	-0.22437	-0.06875324	35_43953	"Cluster: Os07g0222900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0222900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D7Q4		0	CHR07V5|COORD:6801713..6805164|protein KHG/KDPG aldolase, putative, expressed	LOC_Os07g12160.1	no descriptionKDPG_aldolase Eda PRK06552 Aldolase PRK06015 PRK07455 PRK08104 PRK08782 PRK08904 PRK06857 PRK05718 PRK09140	not assigned.unknown	35_2

CUST_5377_PI404877155	2	-0.07768822	-0.30160618	-0.004798889	0.0047979355	0.16528893	0.106287956	Contig17046_at	putative 6b-interacting protein 1 [Oryza sativa (japonica cultivar-group)] dbj|BAC01183.1| 6b-interacting protein 1-like [Oryza sativa (japo	NP_916877.1	expressed protein	At3g58630.1	protein expressed protein	Os05g48690	NONE	RNA.regulation of transcription.Trihelix, Triple-Helix transcription factor family	27_3_30

CUST_130264_PI403524517	2	-0.23051739	-0.13690138	0.13690138	0.43029547	-0.5116339	0.31391335	35_36584	Rep: Histone H2B.2 - Triticum aestivum (Wheat)	UniRef90_P05621	CHR5V7|COORD:7652133..7652570| histone H2B, putative	AT5G22880.1	CHR01V5|COORD:2845932..2841231|protein core histone H2A/H2B/H3/H4 family protein, expressed	LOC_Os01g05970.1	 no descriptionweakly similar to ( 153)AT5G22880| Symbols:  | histone H2B, putative | chr5:7652133-7652570 REVERSEweakly similar to ( 158)H2B3_WHEATHistone H2B.3 - Triticum aestivum (Wheat)not assigned H2B Histone 	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_87518_PI403524517	2	0.096475124	0.26885033	0.29147863	-0.0964756	-0.5011859	-0.8497734	35_25055	"Cluster: TPR Domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: TPR Domain containing protein, expressed - Oryza sativa"	UniRef90_Q2QLM7	"CHR3|COORD:1278090..1281124| similar to stress-inducible protein, putative [Arabidopsis thaliana] (TAIR:At4g12400.1); similar to"	AT3G04710.2	CHR12V5|COORD:27232877..27237841|protein ankyrin repeat and protein kinase domain-containing protein 1, putative, expressed	LOC_Os12g43940.1	no descriptionvery weakly similar to (68.6)AT3G04710| Symbols:  | binding | chr3:1278235-1280948 FORWARDnot assigned not assigned ANK	cell.organisation	31_1

CUST_2792_PI399408534	2	0.43603802	0.031592846	-0.072544575	0.084867954	-0.03159237	-0.072066784	35_38278	"Cluster: Auxin response factor 16, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Auxin response factor 16, putative, expressed - Oryza s"	UniRef90_Q7XDB4	"CHR2V7|COORD:12121408..12123742| ARF10 (AUXIN RESPONSE FACTOR 10); miRNA binding / transcription factor"	AT2G28350.1	CHR10V5|COORD:17722468..17727521|protein auxin response factor 16, putative, expressed	LOC_Os10g33940.1	"no descriptionvery weakly similar to (50.4)AT2G28350| Symbols: ARF10 | ARF10 (AUXIN RESPONSE FACTOR 10); miRNA binding / transcription factor | chr2:12121408-12123742 FORWARD"	RNA.regulation of transcription.ARF, Auxin Response Factor family	27_3_4

CUST_137824_PI403524517	2	0.022295952	-0.33978176	-0.12515068	0.22110748	0.23362064	-0.022295952	35_38650	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_11615_PI404877155	2	-0.057750702	0.044140816	0.033394814	-0.043268204	0.17797375	-0.033394814	Contig5296_at	ABC transporter family protein [Arabidopsis thaliana] gb|AAN72026.1| ABC transporter protein, putative [Arabidopsis thaliana]	NP_176636.1	ABC transporter family protein	At1g64550.1	protein At1g64550	Os02g58020	NONE	transport.ABC transporters and multidrug resistance systems	34_16

CUST_72236_PI403524517	2	0.08736229	1.6536627	0.14088726	-0.23624039	-0.57814217	-0.087361336	35_20704	"Cluster: Putative trehalose-6-phosphate synthase/phosphatase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative trehalose-6-phosphate"	UniRef90_Q6ERD9	"CHR1V7|COORD:25501156..25503904| ATTPS6 (Arabidopsis thaliana trehalose phosphatase/synthase 6); trehalose-phosphatase"	AT1G68020.2	CHR09V5|COORD:13874252..13878717|protein ATTPS6, putative, expressed	LOC_Os09g23350.1	" no descriptionmoderately similar to ( 457)AT1G68020| Symbols: TPS6, ATTPS6 | ATTPS6 (Arabidopsis thaliana trehalose phosphatase/synthase 6); trehalose-phosphatase | chr1:25501156-25503904 FORWARDnot assigned not assigned Glyco_transf_20 OtsA PRK10117 "	minor CHO metabolism.trehalose.potential TPS/TPP	3_2_3

CUST_61339_PI403524517	2	0.040657997	0.10304165	-0.015350342	-0.091688156	-0.043312073	0.015349388	35_17506	"Cluster: Hypothetical protein P0698A04.33; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0698A04.33 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5ZDT9	CHR3V7|COORD:5640537..5642681| ATP binding / alanine-tRNA ligase	AT3G16565.1	CHR01V5|COORD:1155249..1152015|protein alanyl-tRNA synthetase, putative, expressed	LOC_Os01g03030.1	no descriptionmoderately similar to ( 305)AT3G16565| Symbols:  | ATP binding / alanine-tRNA ligase | chr3:5640537-5642681 REVERSEnot assigned not assigned COG2872 AlaS alaS tRNA-synt_2c	protein.aa activation.alanine-tRNA ligase	29_1_7

CUST_2938_PI404877155	2	0.062179565	0.6550112	-0.37664795	-0.032839775	-0.13849545	0.032839775	Contig13373_at	putative protein [Oryza sativa]	CAC39065.1	amino acid permease family protein	At1g05940.1	protein Amino acid permease	Os02g43860	gi|11034540|dbj|BAB17064.1| P0013F10.10	transport.amino acids	34_3

CUST_14051_PI404877155	2	-0.106389046	-0.024440765	0.14230156	0.016291618	0.1599369	-0.016292572	Contig7854_at	P0489A05.26 [Oryza sativa (japonica cultivar-group)] dbj|BAB33003.1| unknown protein [Oryza sativa (japonica cultivar-group)]	NP_913207.1	brassinosteroid signalling positive regulator-related	At1g78700.1	protein expressed protein	Os01g10610	brassinosteroid signalling positive regulator-related, contains similarity to BZR1 protein (Arabidopsis thaliana) gi:20270971:gb:AAM18490	hormone metabolism.brassinosteroid.signal transduction.BZR	17_03_02_02

CUST_83741_PI403524517	2	-0.016932487	0.48070145	0.057193756	0.01693201	-0.13496923	-0.2885847	35_24005	"Cluster: Putative WD-repeat protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative WD-repeat protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6L548	CHR4V7|COORD:1331704..1334472| transducin family protein / WD-40 repeat family protein	AT4G03020.1	CHR05V5|COORD:19763441..19754638|protein LEC14B, putative, expressed	LOC_Os05g33710.2	no descriptionmoderately similar to ( 275)AT4G03020| Symbols:  | transducin family protein / WD-40 repeat family protein | chr4:1331704-1334472 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned WD40 COG2319	development.unspecified	33_99

CUST_60549_PI403524517	2	0.10503101	-0.54465294	0.059467316	-0.036812782	-0.050880432	0.03681183	35_17261	"Cluster: Phosphoserine phosphatase, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Phosphoserine phosphatase,"	UniRef90_Q2R0W7	CHR1V7|COORD:6416516..6418237| PSP (3-PHOSPHOSERINE PHOSPHATASE)	AT1G18640.2	CHR11V5|COORD:24157974..24154451|protein phosphoserine phosphatase, chloroplast precursor, putative, expressed	LOC_Os11g41160.2	no descriptionmoderately similar to ( 348)AT1G18640| Symbols: PSP | PSP (3-PHOSPHOSERINE PHOSPHATASE) | chr1:6416516-6418237 REVERSEnot assigned SerB serB COG4359	amino acid metabolism.synthesis.serine-glycine-cysteine group.serine.phosphoserine phosphatase	13_1_5_1_3

CUST_150638_PI403524517	2	0.4220209	0.86516666	0.18603039	-0.22613382	-0.5514822	-0.18603039	35_42139	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_96418_PI403524517	2	0.23066139	0.37562752	-0.02846241	-0.12227821	-0.24039173	0.02846241	35_27539	"Cluster: Putative phospholipase D; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative phospholipase D - Oryza sativa (japonica cultivar-group)"	UniRef90_Q67UR5	0	0	CHR06V5|COORD:26578687..26574128|protein phospholipase D. Active site motif family protein, expressed	LOC_Os06g44060.2	no descriptionnot assigned PLDc	not assigned.unknown	35_2

CUST_180625_PI403524517	2	0.22224665	0.17807293	0.02889967	-0.02889967	-0.056518078	-0.11342764	35_50232	"Cluster: Putative WD-repeat containing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative WD-repeat containing protein - Oryza sativa (japonica"	UniRef90_Q9AV81	CHR2V7|COORD:14133540..14138076| transducin family protein / WD-40 repeat family protein	AT2G33340.2	CHR10V5|COORD:16881232..16874193|protein pre-mRNA-splicing factor 19, putative, expressed	LOC_Os10g32880.2	no descriptionmoderately similar to ( 208)AT2G33340| Symbols:  | nucleotide binding | chr2:14133779-14138076 REVERSEnot assigned Prp19 Ubox	not assigned.no ontology	35_1

CUST_59330_PI403524517	2	-0.30279922	-1.0094771	-0.02646637	0.026467323	0.62791157	0.08889103	35_16918	"Cluster: Os03g0299600 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os03g0299600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DSM5	"CHR5V7|COORD:280790..281278| similar to wound-responsive protein-related [Arabidopsis thaliana] (TAIR:AT3G10985.1); similar to Wound-induced protein"	AT5G01740.1	CHR05V5|COORD:15972672..15969031|protein wound-induced protein WI12 containing protein	LOC_Os05g27580.1	" no descriptionweakly similar to ( 120)AT5G01740| Symbols:  | similar to wound-responsive protein-related [Arabidopsis thaliana] (TAIR:AT3G10985.1); similar to Wound-induced protein WI12, putative [Medicago truncatula] (GB:ABE88200.1); contains InterPro domain Wound-induced WI12; (InterPro:IPR009798) | chr5:280790-281278 FORWARDvery weakly similar to (90.5)WUN1_SOLTUWound-induced protein 1 - Solanum tuberosum (Potato)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned WI12 HPC2 PRK07003 Atrophin-1 PRK12323 Herpes_TAF50 Tymo_45kd_70kd Herpes_BLLF1 COG3631 PRK05648 PRK08691 PRK07764 Pneumo_att_G APC_basic "	stress.abiotic.touch/wounding	20_2_4

CUST_89919_PI403524517	2	0.2985859	-0.17129803	0.22080708	0.06737566	-0.44466448	-0.06737518	35_25723	"Cluster: Double-stranded RNA-binding domain (DsRBD)-containing protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Double-stranded RNA-binding domain"	UniRef90_Q6H5U8	"CHR1V7|COORD:22808660..22809983| similar to protein kinase-related [Arabidopsis thaliana] (TAIR:AT1G63600.1); similar to receptor-like protein"	AT1G61750.1	CHR02V5|COORD:25620879..25630203|protein CPL1, putative, expressed	LOC_Os02g42600.1	no description	not assigned.unknown	35_2

CUST_45340_PI403524517	2	0.19041967	0.40038586	-0.15972233	-0.1541872	-0.4689784	0.15418768	35_12996	"Cluster: Zinc finger (C3HC4-type RING finger) protein family-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: Zinc finger (C3HC4-type RING"	UniRef90_Q6YRM6	CHR3V7|COORD:10118187..10121753| zinc finger (C3HC4-type RING finger) family protein	AT3G27330.1	CHR08V5|COORD:1193731..1190832|protein ubiquitin-protein ligase/ zinc ion binding protein, putative, expressed	LOC_Os08g02850.1	no descriptionweakly similar to ( 125)AT3G27330| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr3:10118187-10121753 REVERSE	not assigned.unknown	35_2

CUST_48417_PI403524517	2	0.0035123825	-0.0035123825	0.005188942	-0.05906582	-0.16000938	0.3290558	35_13835	Rep: Polyubiquitin - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q9M0W3	"CHR5V7|COORD:6973317..6974465| UBQ4 (ubiquitin 4); protein binding"	AT5G20620.1	CHR06V5|COORD:28400733..28403579|protein polyubiquitin containing 7 ubiquitin monomers, putative, expressed	LOC_Os06g46770.2	"no descriptionhighly similar to ( 734)AT5G20620| Symbols: UBQ4 | UBQ4 (ubiquitin 4); protein binding | chr5:6973317-6974465 REVERSEweakly similar to ( 150)UBIQ_WHEATUbiquitin - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Ubiquitin ubiquitin UBQ Nedd8 UBL AN1_N RAD23_N Scythe_N UBQ parkin_N Fubi GDX_N SF3a120_C NIRF_N Glutenin_hmw ISG15_repeat2 DUF566 UBI4 APC_basic hPLIC_N"	protein.degradation.ubiquitin.ubiquitin	29_5_11_1

CUST_20033_PI403524517	2	0.14989662	-0.030522346	0.029788017	-0.047055244	-0.029788017	0.12157917	35_5805	"Cluster: Nuclear cap-binding protein CBP80; n=2; Oryza sativa (japonica cultivar-group)|Rep: Nuclear cap-binding protein CBP80 - Oryza sativa (japonica cultivar"	UniRef90_Q9AWB3	CHR2V7|COORD:5644135..5649895| ABH1 (ABA HYPERSENSITIVE 1)	AT2G13540.1	CHR03V5|COORD:12954964..12967081|protein ABH1, putative, expressed	LOC_Os03g22570.2	 no descriptionmoderately similar to ( 431)AT2G13540| Symbols: CBP80, ABH1 | ABH1 (ABA HYPERSENSITIVE 1) | chr2:5644135-5649895 FORWARDnot assigned MIF4G MIF4G 	protein.synthesis.initiation	29_2_3

CUST_6350_PI399408534	2	-0.031661987	-0.22276783	-0.053380013	0.0560112	0.031661034	0.19987297	35_14188	Rep: Calmodulin-1/4 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_P25854	"CHR5V7|COORD:7214743..7215953| CAM6 (CALMODULIN 6); calcium ion binding"	AT5G21274.1	CHR01V5|COORD:9884404..9886104|protein calmodulin, putative, expressed	LOC_Os01g17190.1	" no descriptionmoderately similar to ( 245)AT5G21274| Symbols: ACAM-6, CAM6 | CAM6 (CALMODULIN 6); calcium ion binding | chr5:7214743-7215953 REVERSEmoderately similar to ( 246)CALM5_SOLTUCalmodulin-5/6/7/8 - Solanum tuberosum (Potato)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned FRQ1 EFh "	signalling.calcium	30_3

CUST_71397_PI403524517	2	-0.51227474	-0.28803253	0.68821335	0.0770216	0.12042618	-0.077020645	35_20455	"Cluster: Hypothetical protein OSJNBa0009L15.3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0009L15.3 - Oryza sativa (japonica cu"	UniRef90_Q6L482	CHR3|COORD:1640407..1643127| protein phosphatase 2C, putative / PP2C, putative, similar to protein phosphatase-2C GB:AAC36699 from (Mesembryanthemum	AT3G05640.2	CHR05V5|COORD:16940950..16936183|protein catalytic/ protein phosphatase type 2C, putative, expressed	LOC_Os05g29030.2	 no descriptionweakly similar to ( 187)AT3G05640| Symbols:  | protein phosphatase 2C, putative / PP2C, putative | chr3:1640616-1642233 REVERSEnot assigned not assigned not assigned not assigned PP2Cc PP2Cc PP2C PRK12323 PTC1 	protein.postranslational modification	29_4

CUST_6014_PI399408534	2	0.11400843	-1.1607475	-0.08138752	0.1937809	-0.27570486	0.08138704	35_20873	"Cluster: Transposon protein, putative, unclassified, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Transposon protein, putative, unclassified, exp"	UniRef90_Q2QXD6	CHR1|COORD:28636134..28638972| similar to far-red impaired response protein (FAR1) / far-red impaired responsive protein (FAR1) [Arabidopsis thaliana]	AT1G76320.2	CHR12V5|COORD:3058458..3062810|protein transposon protein, putative, unclassified, expressed	LOC_Os12g06380.1	"no descriptionweakly similar to ( 114)AT1G76320| Symbols: FRS4 | FRS4 (FAR1-RELATED SEQUENCE 4); zinc ion binding | chr1:28636298-28638780 FORWARD"	signalling.light	30_11

CUST_81406_PI403524517	2	0.08724117	-0.30966282	1.3923645E-4	-1.3923645E-4	0.025863647	-0.03386402	35_23351	"Cluster: Hypothetical protein OSJNBa0027P10.2; n=2; Oryza sativa|Rep: Hypothetical protein OSJNBa0027P10.2 - Oryza sativa (Rice)"	UniRef90_Q9AY53	CHR4V7|COORD:9775995..9777778| similar to Os10g0563400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001065401.1)	AT4G17540.1	CHR10V5|COORD:21914385..21917501|protein expressed protein	LOC_Os10g41380.1	no descriptionvery weakly similar to (92.8)AT4G17540| Symbols:  | similar to Os10g0563400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001065401.1) | chr4:9775995-9777778 FORWARD	not assigned.unknown	35_2

CUST_20595_PI399408534	2	0.1337595	-0.2624321	0.05425453	-0.06731129	-0.05425453	0.108893394	35_3675	"Cluster: Os01g0182400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0182400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JQ46	"CHR2V7|COORD:15530631..15534324| TKI1 (TSL-KINASE INTERACTING PROTEIN 1); DNA binding / transcription factor"	AT2G36960.2	CHR01V5|COORD:4323144..4319529|protein expressed protein	LOC_Os01g08680.2	"no descriptionweakly similar to ( 180)AT2G36960| Symbols: TKI1 | TKI1 (TSL-KINASE INTERACTING PROTEIN 1); DNA binding / transcription factor | chr2:15530631-15534324 FORWARDnot assigned"	RNA.regulation of transcription.MYB domain transcription factor family	27_3_25

CUST_2543_PI399408534	2	0.43453598	-0.00812006	0.00812006	0.21001625	-0.06443405	-0.45752907	35_11646	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2RAA8	"CHR2|COORD:11657437..11661221| similar to expressed protein [Arabidopsis thaliana] (TAIR:At1g64625.1); similar to transcription factor-like [Oryza sativa"	AT2G27230.2	CHR11V5|COORD:2827505..2833603|protein helix-loop-helix DNA-binding, putative, expressed	LOC_Os11g06010.1	no descriptionvery weakly similar to (85.5)AT2G27230| Symbols:  | transcription factor-related | chr2:11657973-11660918 FORWARD	RNA.regulation of transcription.bHLH,Basic Helix-Loop-Helix family	27_3_6

CUST_24397_PI403524517	2	0.06641102	0.38001156	-0.14939404	-0.008608818	-0.15170574	0.008608818	35_7082	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_21733_PI403524517	2	0.09066391	-0.007083893	-0.10772514	0.007083893	-0.054447174	0.081438065	35_6309	"Cluster: Hypothetical protein OJ1349_D05.121; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1349_D05.121 - Oryza sativa (japonica cult"	UniRef90_Q7EYH2	CHR4V7|COORD:17888662..17891927| binding	AT4G38110.1	CHR08V5|COORD:3032121..3024938|protein HEAT repeat family protein, expressed	LOC_Os08g05670.1	no descriptionweakly similar to ( 142)AT4G38110| Symbols:  | binding | chr4:17888662-17891927 REVERSEnot assigned	not assigned.unknown	35_2

CUST_60064_PI403524517	2	-0.041306496	0.7298126	0.019122124	-0.108613014	0.006026268	-0.006026268	35_17120	"Cluster: Hypothetical protein P0036D10.7; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0036D10.7 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q9FW35	CHR5V7|COORD:25237549..25240797| PEX14 (PEROXISOME DEFECTIVE 2)	AT5G62810.1	CHR05V5|COORD:69722..73833|protein peroxin Pex14, putative, expressed	LOC_Os05g01090.3	 no descriptionweakly similar to ( 154)AT5G62810| Symbols: ATPEX14, PED2, PEX14 | PEX14 (PEROXISOME DEFECTIVE 2) | chr5:25237549-25240797 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pex14_N PRK12323 Atrophin-1 HPC2 PRK12678 Tymo_45kd_70kd PRK07003 DUF1421 DUF566 KAR9 AF-4 GRASP55_65 APC_basic PRK07764 Herpes_BLLF1 Herpes_TAF50 Pneumo_att_G PRK10263 	not assigned.no ontology	35_1

CUST_20974_PI403524517	2	-0.2131319	0.21764469	-0.19910812	0.007704735	1.7261505E-4	-1.7356873E-4	35_6087	"Cluster: Polypyrimidine tract-binding protein-like; n=1; Solanum tuberosum|Rep: Polypyrimidine tract-binding protein-like - Solanum tuberosum (Potato)"	UniRef90_Q2XTB3	"CHR2V7|COORD:8038636..8040599| EMB2444 (EMBRYO DEFECTIVE 2444); RNA binding"	AT2G18510.1	CHR03V5|COORD:14857514..14862534|protein polypyrimidine tract-binding protein homolog 1, putative, expressed	LOC_Os03g25980.2	no descriptionnot assigned not assigned	not assigned.unknown	35_2

CUST_76165_PI403524517	2	-0.06021118	0.19254875	-0.21286201	0.22726727	-0.07027531	0.060210228	35_21834	"Cluster: Membrane protein CH1-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: Membrane protein CH1-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8LR16	"CHR1V7|COORD:8099139..8101209| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G71360.1); similar to membrane protein-like [Cucumis melo]"	AT1G22882.1	CHR01V5|COORD:38357201..38353394|protein membrane protein-like, putative, expressed	LOC_Os01g65520.1	" no descriptionvery weakly similar to (87.0)AT1G22882| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G71360.1); similar to membrane protein-like [Cucumis melo] (GB:AAU04771.1); contains InterPro domain Galactose-binding like; (InterPro:IPR008979); contains InterPro domain Sad1/UNC-like, C-terminal; (InterPro:IPR012919) | chr1:8099139-8101209 FORWARD"	not assigned.unknown	35_2

CUST_130598_PI403524517	2	0.06331062	-0.30591393	-0.21822357	0.023295403	-0.023295403	0.026510239	35_36675	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_11838_PI404877155	2	0.06273365	-0.48872948	-0.06786728	0.057121277	0.08789539	-0.05712223	Contig5548_at	transketolase family protein [Arabidopsis thaliana] pir||E84758 probable pyruvate dehydrogenase E1 beta subunit [imported] - Arabidopsis tha	NP_181006.1	transketolase family protein	At2g34590.1	protein probable pyruvate dehydrogenase E1 beta subunit - Arabidopsis thaliana	Os03g44300	pyruvate dehydrogenase E1 beta subunit	lipid metabolism.FA synthesis and FA elongation.pyruvate DH	11_1_31

CUST_21251_PI403524517	2	-0.022017956	0.26738262	0.04216957	-0.08056545	-0.17294359	0.022017479	35_6164	Rep: Tyrosine decarboxylase 1 - Oryza sativa (Rice)	UniRef90_Q7XHL3	CHR2V7|COORD:8786885..8789571| tyrosine decarboxylase, putative	AT2G20340.1	CHR07V5|COORD:14666298..14675013|protein tyrosine decarboxylase 1, putative, expressed	LOC_Os07g25590.1	 no descriptionhighly similar to ( 512)AT2G20340| Symbols:  | tyrosine decarboxylase, putative | chr2:8786885-8789571 FORWARDhighly similar to ( 608)TYDC1_ORYSAnot assigned not assigned Pyridoxal_deC GadB 	secondary metabolism.N misc.alkaloid-like	16_4_1

CUST_25411_PI399408534	2	0.07370186	0.22485828	-0.074067116	0.03395176	-0.107550144	-0.03395176	35_26712	"Cluster: Hypothetical protein P0017D10.8; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0017D10.8 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6AUB3	CHR3V7|COORD:6736388..6738336| late embryogenesis abundant protein-related / LEA protein-related	AT3G19430.1	CHR05V5|COORD:20113574..20115444|protein mTERF family protein, expressed	LOC_Os05g34160.1	no descriptionvery weakly similar to (78.2)AT5G07900| Symbols:  | mitochondrial transcription termination factor family protein / mTERF family protein | chr5:2520189-2521406 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned GRASP55_65 Atrophin-1 Herpes_BLLF1 DUF1421 Extensin_2 mTERF PRK07764 HPC2 PRK12323 PRK05648 Tymo_45kd_70kd PRK07003 Drf_FH1 DUF566 PRK10819 FAP PRK08853 APC_basic AF-4 DUF605 Herpes_gI PRK12495 MFMR TonB IER	RNA.regulation of transcription.unclassified	27_3_99

CUST_676_PI404877155	2	0.10951424	0.013812065	-0.013811111	-0.097579	0.112867355	-0.08264351	Contig10633_at	OSJNBa0058G03.4 [Oryza sativa (japonica cultivar-group)] ref|XP_472636.1| OSJNBa0058G03.4 [Oryza sativa (japonica cultivar-group)]	CAE02429.1	calmodulin-binding protein	At5g57580.1	protein expressed protein	Os02g35470	gi|32482927|emb|CAE02429.1| OSJNBa0058G03.4	signalling.calcium	30_3

CUST_102310_PI403524517	2	0.15904856	0.29495573	0.0074267387	-0.0074267387	-0.060047626	-0.070263386	35_29188	0	0		0	CHR02V5|COORD:24140836..24133884|protein AT hook motif family protein, expressed	LOC_Os02g39920.1	no description	not assigned.unknown	35_2

CUST_17922_PI404877155	2	0.035650253	0.07749939	-0.035650253	-0.07628822	-0.10188675	0.08187294	HVSMEa0011I07r2_x_at	0	0	0	0	0	0	2.3_cis2 his2-zincfinger   T00498 MBP-1 (2)	glycolysis.enolase	4_12

CUST_175313_PI403524517	2	-0.036854744	0.71577644	0.77009773	-0.46138382	-0.7645912	0.036854744	35_48796	"Cluster: Os12g0290600 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os12g0290600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0INU5	"CHR5V7|COORD:16258513..16260328| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G27460.1); similar to expressed protein [Oryza sativa (japonica"	AT5G40550.1	CHR12V5|COORD:11230320..11215946|protein expressed protein	LOC_Os12g19350.1	"no descriptionvery weakly similar to (80.5)AT5G40550| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G27460.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABA97166.2); similar to Os12g0290600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001066601.1); contains InterPro domain Protein of unknown function DUF1325; (InterPro:IPR010750) | chr5:16258513-16260328 FORWARDnot assigned DUF1325"	not assigned.unknown	35_2

CUST_82238_PI403524517	2	0.08569813	0.04285574	0.21417904	-0.04285574	-0.20817518	-0.59450006	35_23587	Rep: H0501D11.5 protein - Oryza sativa (Rice)	UniRef90_Q01IJ9	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	CHR04V5|COORD:26913948..26916509|protein cysteine-type endopeptidase/ ubiquitin thiolesterase, putative, expressed	LOC_Os04g45821.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned	not assigned.unknown	35_2

CUST_28596_PI399408534	2	0.0025672913	0.14342594	-0.07435036	-0.0025672913	-0.45080948	0.038775444	35_5557	"Cluster: Putative RNA-binding region RNP-1 and Splicing factor PWI family member protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative RNA-binding"	UniRef90_Q6ZA70	CHR1V7|COORD:22204547..22208906| splicing factor PWI domain-containing protein / RNA recognition motif (RRM)-containing protein	AT1G60200.1	CHR08V5|COORD:19785934..19780201|protein RNA binding motif protein 25, putative, expressed	LOC_Os08g32100.1	no descriptionmoderately similar to ( 318)AT1G60200| Symbols:  | splicing factor PWI domain-containing protein / RNA recognition motif (RRM)-containing protein | chr1:22204547-22208906 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PWI PWI Caldesmon SbcC TolA Smc DUF1777 MAD tolA MAP7 COG1340 PRK12678 PRK03918 MDN1 COG2268 SART-1 TolA COG1579 PRK02224 ERM YL1 COG2433 Borrelia_P83	RNA.processing.splicing	27_1_1

CUST_63016_PI403524517	2	-5.044937E-4	0.3678522	5.054474E-4	-0.1979599	-0.0803442	0.002699852	35_17976	"Cluster: Putative SINA2 protein,seven in absentia; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative SINA2 protein,seven in absentia - Oryza sativa (jap"	UniRef90_Q6Z6Z3	CHR3V7|COORD:21500589..21502062| seven in absentia (SINA) family protein	AT3G58040.1	CHR02V5|COORD:1485113..1481239|protein ubiquitin ligase SINAT2, putative, expressed	LOC_Os02g03620.1	no descriptionmoderately similar to ( 454)AT3G58040| Symbols:  | seven in absentia (SINA) family protein | chr3:21500589-21502062 FORWARDweakly similar to ( 158)SINAL_DROMEProbable E3 ubiquitin-protein ligase sina-like CG13030 - Drosophila melanogaster (Fruit fly)not assigned not assigned Sina Sina	development.unspecified	33_99

CUST_6159_PI404877155	2	-0.0076122284	0.44642353	-0.1540041	-0.08009815	0.029669762	0.0076122284	Contig18519_at	name [Oryza sativa (japonica cultivar-group)] gb|AAP06908.1| name [Oryza sativa (japonica cultivar-group)] gb|AAP06909.1| hypothetical prote	NP_912368.1	UDP-galactose:MGDG galactosyltransferase 2 / digalactosyldiacylglycerol synthase 2 (DGD2)	At4g00550.1	protein hypothetical protein	Os03g11560	UDP-galactose:MGDG galactosyltransferase 2 / digalactosyldiacylglycerol synthase 2 (DGD2), identical to digalactosyldiacylglycerol synthase (DGD2) GI:18141112 (Arabidopsis thaliana)	lipid metabolism.glycolipid synthesis.DGDG synthase	11_10_2

CUST_82395_PI403524517	2	-0.018100739	-0.15585804	0.24506998	0.018101215	-0.05992174	0.13208675	35_23630	"Cluster: Putative glutamic acid-rich protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative glutamic acid-rich protein - Oryza sativa (japonica"	UniRef90_Q8H8M9	"CHR5V7|COORD:17142806..17145924| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G24630.1); similar to Os03g0775700 [Oryza sativa (japonica"	AT5G42710.1	CHR03V5|COORD:32103817..32107474|protein expressed protein	LOC_Os03g56430.1	" no descriptionvery weakly similar to (86.7)AT5G42710| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G24630.1); similar to Os03g0775700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001051433.1); similar to unnamed protein product; gene_id:MSD24.1 unknown protein, putative [Medicago truncatula] (GB:ABE82766.1) | chr5:17142806-17145924 FORWARD"	not assigned.unknown	35_2

CUST_21470_PI399408534	2	-1.561058	1.1726694	-0.124479294	0.12447834	0.12480354	-0.49952793	35_15344	"Cluster: Ethylene-binding protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Ethylene-binding protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q67U00	CHR4V7|COORD:16451996..16452802| AP2 domain-containing transcription factor, putative	AT4G34410.1	CHR08V5|COORD:23221048..23222161|protein AP2 domain containing protein, expressed	LOC_Os08g36920.1	 no descriptionweakly similar to ( 106)AT4G34410| Symbols:  | AP2 domain-containing transcription factor, putative | chr4:16451996-16452802 FORWARDvery weakly similar to (69.3)ERF1_ORYSAnot assigned not assigned not assigned not assigned not assigned AP2 AP2 AP2 PRK12678 	RNA.regulation of transcription.AP2/EREBP, APETALA2/Ethylene-responsive element binding protein family	27_3_3

CUST_138847_PI403524517	2	-0.09833622	0.08665466	-0.26533222	0.008796692	0.06037426	-0.008797646	35_38947	Rep: Chitinase - Beta vulgaris subsp. vulgaris	UniRef90_Q42421	CHR5V7|COORD:2479708..2482639| formin homology 2 domain-containing protein / FH2 domain-containing protein	AT5G07780.1	0	0	no description	not assigned.unknown	35_2

CUST_88271_PI403524517	2	0.20148516	0.115180016	-0.10587549	-0.08952141	0.08952141	-0.42137575	35_25271	"Cluster: GCN5-related N-acetyltransferase:CoA-binding domain; n=1; Frankia sp. EAN1pec|Rep: GCN5-related N-acetyltransferase:CoA-binding domain - Frankia sp."	UniRef90_Q3VYJ1	"CHR1V7|COORD:5675918..5678679| SR45 (arginine/serine-rich 45); RNA binding"	AT1G16610.2	CHR04V5|COORD:24705559..24701241|protein peroxidase 18 precursor, putative, expressed	LOC_Os04g42100.1	no description	not assigned.unknown	35_2

CUST_140493_PI403524517	2	0.097436905	0.02746296	-0.027462006	-0.15094852	0.047323227	-0.30381966	35_39393	"Cluster: Os09g0534200 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os09g0534200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J028	CHR4V7|COORD:18111420..18112971| ER lumen protein retaining receptor family protein	AT4G38790.1	CHR08V5|COORD:27364363..27368546|protein ER lumen protein retaining receptor C28H8.4, putative, expressed	LOC_Os08g43470.2	no descriptionweakly similar to ( 121)AT4G38790| Symbols:  | ER lumen protein retaining receptor family protein | chr4:18111420-18112971 FORWARDnot assigned	protein.targeting.secretory pathway.ER	29_3_4_1

CUST_11225_PI404877155	2	-0.30031586	0.64630413	-0.17386436	0.03751278	0.028931618	-0.028931618	Contig4899_s_at	EF-hand Ca2+-binding protein CCD1 [Triticum aestivum]	AAF86307.1	calcium-binding EF-hand protein, putative	At5g54490.1	protein EF-hand Ca2+-binding protein CCD1	Os06g46950	Ca2+-binding protein CCD1	signalling.calcium	30_3

CUST_2716_PI399408534	2	0.0042648315	-0.37499142	-0.004265785	0.034296036	0.29469395	-0.058504105	35_4762	"Cluster: Putative N2,N2-dimethylguanosine tRNA methyltransferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative N2,N2-dimethylguanosine tRNA methylt"	UniRef90_Q6F3B7	CHR5V7|COORD:5157801..5161124| N2,N2-dimethylguanosine tRNA methyltransferase family protein	AT5G15810.1	CHR03V5|COORD:32604929..32610189|protein N-dimethylguanosine tRNA methyltransferase, putative, expressed	LOC_Os03g57280.1	 no descriptionmoderately similar to ( 296)AT5G15810| Symbols:  | N2,N2-dimethylguanosine tRNA methyltransferase family protein | chr5:5157801-5161124 FORWARDnot assigned TRM TRM1 PRK04338 	RNA.regulation of transcription.unclassified	27_3_99

CUST_43484_PI403524517	2	0.13084126	0.19102764	0.36328077	-0.19112778	-0.13084126	-0.34272432	35_12483	"Cluster: Putative ABC transporter; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ABC transporter - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ZIW1	"CHR3V7|COORD:17605327..17609813| ATATH1 (ABC2 homolog 1); ATPase, coupled to transmembrane movement of substances"	AT3G47730.1	CHR08V5|COORD:18833495..18827282|protein ATATH1, putative, expressed	LOC_Os08g30740.1	" no descriptionmoderately similar to ( 379)AT3G47730| Symbols: ATATH1 | ATATH1 (ABC2 homolog 1); ATPase, coupled to transmembrane movement of substances | chr3:17605327-17609813 REVERSEvery weakly similar to (82.0)CYSA_CUCSASulfate/thiosulfate import ATP-binding protein cysA - Cucumis sativus (Cucumber)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned ABC_subfamily_A CcmA ABC_DrrA ABC_DR_subfamily_A ABC_drug_resistance_like ABC_BcrA_bacitracin_resist ABC_NatA_sodium_exporter ABC_putative_ATPase ABC_tran ABC_Org_Solvent_Resistant NatA ABC_MJ0796_Lo1CDE_FtsE ABC_Carb_Solutes_like ABC_Mj1267_LivG_branched ABC_NrtD_SsuB_transporters GlnQ TauB ABC_HisP_GlnQ_permeases ABC_cobalt_CbiO_domain1 MalK COG4152 Ttg2A ABC_TM1139_LivF_branched OpuBA FepC ABC_PotA_N ABC_ATPase CbiO ABC_YhbG SalX ABC_Metallic_Cations PotA LivG ABC_OpuCA_Osmoprotection ABCG_White LivF ABC_Pro_Gly_Bertaine ZnuC ABC_NikE_OppD_transporters COG1123 COG4674 ABC_MetN_methionine_transporter ABC_PhnC_transporter AbcC COG3638 YhbG ABC_NatA_like ABC_PstB_phosphate_transporter DppD MglA ABC_Class3 TauB ABC_Iron-Siderophores_B12_Hemin ABCG_EPDR ProV CysA ABC_ModC_like ABC_MalK_N glnQ PstB COG4586 ABCC_MRP_Like CydD FtsE metN DppF livG ABC_cobalt_CbiO_domain2 ModF SunT ABC_ModC_molybdenum_transporter ABC_KpsT_Wzt lolD ABC_FtsE_transporter PRK10895 COG4559 potG potA COG3845 COG4181 ABCC_Protease_Secretion PRK10070 ABC_PDR_domain2 ArtP TagH ABC_MTABC3_MDL1_MDL2 ABC_Carb_Monos_I tauB CydC ABC_CysA_sulfate_importer ABCC_ATM1_transporter artP HisP MdlB PRK11160 fbpC PhnK PRK10851 ABC_Carb_Monos_II ABCC_MsbA PRK11264 PRK11831 PRK11000 ABCC_Glucan_exporter_like livF PRK10619 ABCC_bacteriocin_exporters ABCC_cytochrome_bd AppF fecE ABCC_MRP_domain2 ThiQ PRK10762 phnK ABC_ThiQ_thiamine_transporter PRK10744 COG4172 PRK09700 CeuD PRK10418 ssuB Uup btuD ABC_CcmA_heme_exporter sufC PRK10982 ABCC_MRP_domain1 PRK09984 ArpD PRK10584 ModC araG PRK11174 PhnK ABCC_Hemolysin ABC_FeS_Assembly PhnL thiQ CcmA ugpC ABCC_TAP COG4619 ycf16 SapF PRK10908 COG4136 PRK11176 oppD znuC PRK10938 PRK10535 ABC_PDR_domain1 modC PRK10522 dppD ATM1 PvdE PRK03695 PRK10261 PRK10789 ABCC_NFT1 dppF ABC_RNaseL_inhibitor_domain2 PRK10419 PRK10575 COG1245 PRK10253 BtuD ABCF_EF-3 COG4178 ABC_RNaseL_inhibitor_domain1 ABC_Rad50 ABC_Class2 "	transport.ABC transporters and multidrug resistance systems	34_16

CUST_44762_PI403524517	2	0.17606258	-0.23559093	-0.050603867	-0.005384445	0.0053834915	0.17197418	35_12836	"Cluster: Os12g0547500 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os12g0547500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IMS9	CHR1V7|COORD:2956591..2962209| kinesin motor protein-related	AT1G09170.1	CHR12V5|COORD:22093227..22100443|protein kinesin-4, putative, expressed	LOC_Os12g36100.2	no descriptionweakly similar to ( 121)AT1G09170| Symbols:  | kinesin motor protein-related | chr1:2956591-2962209 REVERSE	cell.organisation	31_1

CUST_67815_PI403524517	2	-0.032463074	0.04677868	0.041089058	-0.033535004	0.015358925	-0.015358925	35_19373	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2R1U3	CHR5V7|COORD:1963581..1964252| thioredoxin-related	AT5G06430.1	CHR11V5|COORD:22067263..22064550|protein expressed protein	LOC_Os11g38040.1	no descriptionweakly similar to ( 171)AT5G06430| Symbols:  | thioredoxin-related | chr5:1963581-1964252 REVERSEnot assigned TxlA	redox.thioredoxin	21_1

CUST_19020_PI404877155	2	-0.095710754	-0.48652077	-0.020154953	0.026790619	0.08259392	0.020155907	HY06K06u_x_at	0	0	0	0	0	0	NONE	glycolysis.PGM	4_02

CUST_168514_PI403524517	2	-0.040340424	0.13735962	0.014836311	-0.014836311	0.025610924	-0.07061005	35_46930	"Cluster: Probable phytol kinase, chloroplast precursor; n=1; Triticum aestivum|Rep: Probable phytol kinase, chloroplast precursor - Triticum aestivum (Wheat)"	UniRef90_Q2N2K3	"CHR5V7|COORD:1279868..1281588| VTE5 (VITAMIN E PATHWAY GENE5); phosphatidate cytidylyltransferase/ phytol kinase"	AT5G04490.1	CHR04V5|COORD:33991087..33992033|protein phytol kinase 1, chloroplast precursor, putative, expressed	LOC_Os04g57500.1	 no descriptionvery weakly similar to (61.2)PHYK_WHEATProbable phytol kinase, chloroplast precursor - Triticum aestivum (Wheat)not assigned SEC59 	not assigned.unknown	35_2

CUST_10552_PI403524517	2	-0.016890526	-0.07697296	-0.010473251	0.018882751	0.010473251	0.06435776	35_2976	"Cluster: CRS1/YhbY domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: CRS1/YhbY domain containing protein, expressed - Oryza"	UniRef90_Q2R1U8	"CHR3V7|COORD:8203555..8207250| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G14510.1); similar to Protein of unknown function UPF0044 [Medicago tr"	AT3G23070.1	CHR11V5|COORD:22028270..22022254|protein CRS1, putative, expressed	LOC_Os11g37990.1	" no descriptionmoderately similar to ( 363)AT3G23070| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G14510.1); similar to Protein of unknown function UPF0044 [Medicago truncatula] (GB:ABE83057.1); similar to Os11g0592400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001068192.1); similar to CRS1/YhbY domain containing protein, expressed [Oryza sativa (japonica cultivar-group)] (GB:ABA94534.1); contains InterPro domain CRS1/YhbY; (InterPro:IPR001890); contains InterPro domain Calycin-like; (InterPro:IPR011038) | chr3:8203555-8207250 FORWARDnot assigned CRS1_YhbY "	not assigned.unknown	35_2

CUST_55161_PI403524517	2	0.12751007	-0.28256893	-0.10776043	0.31024647	0.10776138	-0.12122154	35_15702	"Cluster: Os07g0462000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os07g0462000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D6N0	"CHR4V7|COORD:12103469..12106762| RML1 (PHYTOALEXIN DEFICIENT 2, ROOT MERISTEMLESS 1); glutamate-cysteine ligase"	AT4G23100.1	CHR07V5|COORD:16216386..16211760|protein glutamate--cysteine ligase, chloroplast precursor, putative, expressed	LOC_Os07g27790.1	 no descriptionhighly similar to ( 781)AT4G23100| Symbols: GSH1, CAD2, PAD2, RML1 | RML1 (PHYTOALEXIN DEFICIENT 2, ROOT MERISTEMLESS 1) | chr4:12103790-12106762 REVERSEhighly similar to ( 778)GSH1_BRAJUGlutamate--cysteine ligase, chloroplast precursor - Brassica juncea (Leaf mustard) (Indian mustard)GshA GCS2 	redox.ascorbate and glutathione.glutathione	21_2_2

CUST_95834_PI403524517	2	-0.20182133	0.3887291	0.12289524	-0.10239792	-0.0033397675	0.0033407211	35_27383	"Cluster: Ubiquitin-conjugating enzyme-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Ubiquitin-conjugating enzyme-like - Oryza sativa (japonica cultivar"	UniRef90_Q5NAY5	"CHR1V7|COORD:19755040..19763142| UBC26 (ubiquitin-conjugating enzyme 25); ubiquitin-protein ligase"	AT1G53020.1	CHR01V5|COORD:7337519..7342267|protein ubiquitin-conjugating enzyme E2, putative, expressed	LOC_Os01g13170.1	"no descriptionweakly similar to ( 159)AT1G53020| Symbols: UBC26 | UBC26 (ubiquitin-conjugating enzyme 25); ubiquitin-protein ligase | chr1:19755040-19763142 REVERSEnot assigned UBCc"	protein.degradation.ubiquitin.E2	29_5_11_3

CUST_28262_PI403524517	2	0.16118813	0.9303961	0.03051281	-0.23170853	-0.03215027	-0.03051281	35_8171	"Cluster: OSJNBa0093O08.7 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0093O08.7 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XTP0	CHR5V7|COORD:15457074..15460237| protein kinase family protein	AT5G38560.1	CHR04V5|COORD:31121122..31125669|protein expressed protein	LOC_Os04g52660.2	no description	not assigned.unknown	35_2

CUST_34518_PI399408534	2	0.0840826	0.27963257	0.036912918	-0.1484623	-0.1513195	-0.036912918	35_41135	"Cluster: OSJNBb0012E24.3 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: OSJNBb0012E24.3 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XU07	CHR1V7|COORD:22196673..22198842| EMB1220 (EMBRYO DEFECTIVE 1220)	AT1G60170.1	CHR04V5|COORD:27572705..27577308|protein pre-mRNA-splicing factor 31, putative, expressed	LOC_Os04g46890.3	no descriptionweakly similar to ( 140)AT1G60170| Symbols: EMB1220 | EMB1220 (EMBRYO DEFECTIVE 1220) | chr1:22196673-22198842 FORWARDnot assigned not assigned not assigned Nop SIK1	RNA.processing	27_1

CUST_579_PI403524517	2	0.20577621	0.20577621	0.08630371	-0.08630276	-0.18585205	-0.087843895	35_152	"Cluster: Hypothetical protein; n=1; Medicago truncatula|Rep: Hypothetical protein - Medicago truncatula (Barrel medic)"	UniRef90_Q1RXY0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_6271_PI399408534	2	-0.15661621	0.07648277	0.063697815	0.063697815	-0.13371849	-0.063697815	35_14190	Rep: Calmodulin-2 - Glycine max (Soybean)	UniRef90_P62163	"CHR3V7|COORD:15675606..15677342| CAM7 (CALMODULIN 7); calcium ion binding"	AT3G43810.1	CHR07V5|COORD:29198699..29196039|protein calmodulin, putative, expressed	LOC_Os07g48780.1	"no descriptionmoderately similar to ( 296)AT3G43810| Symbols: CAM7 | CAM7 (CALMODULIN 7); calcium ion binding | chr3:15675606-15677342 REVERSEmoderately similar to ( 296)CALM_HORVUCalmodulin - Hordeum vulgare (Barley)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned FRQ1 EFh"	signalling.calcium	30_3

CUST_105681_PI403524517	2	-0.22489452	0.43588543	0.031881332	0.24353981	-0.032222748	-0.031880856	35_30093	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_33777_PI399408534	2	0.033958912	0.09329796	0.01030159	-0.15741014	-0.01030159	-0.24715662	35_12257	"Cluster: OSJNBb0020J19.6 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: OSJNBb0020J19.6 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7FAP7	CHR3V7|COORD:5039938..5044818| PHD finger transcription factor, putative	AT3G14980.1	CHR04V5|COORD:35171348..35163816|protein DNA binding protein, putative, expressed	LOC_Os04g59510.1	 no descriptionmoderately similar to ( 275)AT3G14980| Symbols:  | PHD finger transcription factor, putative | chr3:5039938-5044818 REVERSE	RNA.regulation of transcription.PHD finger transcription factor	27_3_63

CUST_36127_PI403524517	2	0.1343441	-0.11310768	-0.47438812	0.11922741	-0.037545204	0.03754425	35_10416	"Cluster: Os01g0679500 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0679500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JKE8	CHR3V7|COORD:8063070..8064482| leucine-rich repeat family protein / extensin family protein	AT3G22800.1	CHR01V5|COORD:28287210..28288389|protein aspartic proteinase nepenthesin-2 precursor, putative, expressed	LOC_Os01g48750.1	no descriptionweakly similar to ( 117)AT3G12700| Symbols:  | aspartyl protease family protein | chr3:4037143-4039050 FORWARDnot assigned	protein.degradation.aspartate protease	29_5_4

CUST_44505_PI403524517	2	0.13178587	-0.02238655	-0.16738558	0.02238655	-0.5329294	0.06655216	35_12768	Rep: Putative ATP-dependent RNA helicase - Oryza sativa (Rice)	UniRef90_Q9FW67	CHR2V7|COORD:15082753..15087585| helicase domain-containing protein	AT2G35920.1	CHR03V5|COORD:30772998..30766008|protein helicase associated domain family protein, expressed	LOC_Os03g53760.1	no descriptionmoderately similar to ( 229)AT2G35920| Symbols:  | helicase domain-containing protein | chr2:15082753-15087585 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned HrpA PRK11131	DNA.synthesis/chromatin structure	28_1

CUST_4325_PI404877155	2	0.121907234	0.09212685	-0.30224323	-0.05475235	-0.15659046	0.05475235	Contig15251_at	OJ1117_G01.12 [Oryza sativa (japonica cultivar-group)] dbj|BAB93329.1| OsNAC protein-like [Oryza sativa (japonica cultivar-group)]	NP_916892.1	no apical meristem (NAM) family protein (NAC2)	At3g15510.1	protein No apical meristem (NAM) protein, putative	Os01g48460	NONE	RNA.regulation of transcription.NAC domain transcription factor family	27_3_27

CUST_157117_PI403524517	2	0.073070526	0.00686121	-0.052235126	-0.00686121	-0.067392826	0.105864525	35_43879	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_94826_PI403524517	2	-0.07881355	0.48256063	0.07881355	0.25629473	-1.053612	-0.51825285	35_27103	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_7054_PI399408534	2	0.0018281937	-0.50900173	-0.0809803	-0.0018281937	0.025465012	0.1678133	35_5082	"Cluster: Topoisomerase 6 subunit B-like protein; n=3; Oryza sativa|Rep: Topoisomerase 6 subunit B-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6UFU6	CHR3V7|COORD:7264031..7268504| ATTOP6B (BRASSINOSTEROID INSENSITIVE 3, ROOT HAIRLESS 3)	AT3G20780.1	CHR09V5|COORD:5873972..5882020|protein type II DNA topoisomerase VI subunit B, putative, expressed	LOC_Os09g10770.1	 no descriptionmoderately similar to ( 438)AT3G20780| Symbols: BIN3, HYP6, RHL3, ATTOP6B | ATTOP6B (BRASSINOSTEROID INSENSITIVE 3, ROOT HAIRLESS 3) | chr3:7264031-7268504 REVERSETopoIIB_Trans Topo-VIb_trans PRK04184 COG1389 	hormone metabolism.brassinosteroid.induced-regulated-responsive-activated	17_3_3

CUST_58133_PI403524517	2	-0.09393883	-0.0011844635	-0.009176254	0.12625599	0.09766197	0.0011835098	35_16578	"Cluster: Os03g0704000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os03g0704000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DPA4	CHR5V7|COORD:4617842..4618775| 30S ribosomal protein S13, chloroplast (CS13)	AT5G14320.1	CHR03V5|COORD:28250462..28252420|protein 30S ribosomal protein S13, putative, expressed	LOC_Os03g49710.1	 no descriptionweakly similar to ( 184)AT5G14320| Symbols:  | 30S ribosomal protein S13, chloroplast (CS13) | chr5:4617842-4618775 REVERSEweakly similar to ( 106)RT13_SOYBNSmall ribosomal subunit protein S13, mitochondrial precursor - Glycine max (Soybean)not assigned rpsM RpsM Ribosomal_S13 rps13 rps13p 	protein.synthesis.mito/plastid ribosomal protein.mitochondrial	29_2_1_2

CUST_89860_PI403524517	2	0.0172019	0.35040808	0.117828846	-0.017201424	-0.089532375	-0.1840992	35_25708	"Cluster: Hypothetical protein OSJNBa0042I09.18; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0042I09.18 - Oryza sativa (japonica"	UniRef90_Q851M6	"CHR5V7|COORD:2841537..2845336| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G01650.2); similar to Streptomyces cyclase/dehydrase [Medicago"	AT5G08720.1	CHR03V5|COORD:35151821..35157203|protein cyclase/dehydrase family protein, expressed	LOC_Os03g62170.1	no description	not assigned.unknown	35_2

CUST_2966_PI399408534	2	-0.28601933	0.79590607	-0.4238577	0.28601933	0.37852478	-0.39903164	35_40567	"Cluster: Putative Cys2/His2 zinc-finger protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Cys2/His2 zinc-finger protein - Oryza sativa (japonic"	UniRef90_Q84TB8	CHR3V7|COORD:16931430..16931942| zinc finger (C2H2 type) family protein	AT3G46070.1	CHR03V5|COORD:34366635..34367547|protein zinc finger DNA-binding protein, putative, expressed	LOC_Os03g60570.1	no descriptionvery weakly similar to (71.6)AT3G46070| Symbols:  | zinc finger (C2H2 type) family protein | chr3:16931430-16931942 REVERSEvery weakly similar to (51.6)ZFP1_WHEATZinc finger protein 1 - Triticum aestivum (Wheat)not assigned PRK09169 PRK12323	RNA.regulation of transcription.C2H2 zinc finger family	27_3_11

CUST_83873_PI403524517	2	0.2427473	0.1372385	-0.037909508	-0.27040482	0.037908554	-0.1881504	35_24042	"Cluster: Hypothetical protein B1103G11.24; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1103G11.24 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6ETI1	0	0	CHR02V5|COORD:3212390..3216632|protein expressed protein	LOC_Os02g06430.1	no description	not assigned.unknown	35_2

CUST_75543_PI403524517	2	-0.028430462	-1.0456243	0.31212187	0.028430462	0.77570486	-0.5135217	35_21653	"Cluster: Putative RRM-containing protein SEB-4; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative RRM-containing protein SEB-4 - Oryza sativa"	UniRef90_Q5N8W4	CHR1V7|COORD:12144612..12146020| RNA recognition motif (RRM)-containing protein	AT1G33470.2	CHR01V5|COORD:38374887..38381206|protein RNA-binding region-containing protein 1, putative, expressed	LOC_Os01g65550.2	no descriptionmoderately similar to ( 231)AT1G33470| Symbols:  | RNA recognition motif (RRM)-containing protein | chr1:12144612-12146020 FORWARDvery weakly similar to (71.2)GRP1_DAUCAGlycine-rich RNA-binding protein - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned RRM RRM_1 COG0724	RNA.RNA binding	27_4

CUST_76189_PI403524517	2	0.09444904	0.6487646	0.09350872	-0.10591507	-0.09350872	-0.16791248	35_21840	Rep: OSJNBb0004A17.14 protein - Oryza sativa (Rice)	UniRef90_Q7FAQ7	"CHR2V7|COORD:10354420..10356646| Identical to Hypothetical protein At2g24330 [Arabidopsis Thaliana] (GB:Q9ZQ34); similar to unknown protein [Arabidopsis"	AT2G24330.1	CHR04V5|COORD:34123484..34126600|protein expressed protein	LOC_Os04g57690.1	"no descriptionweakly similar to ( 199)AT4G31080| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G24330.1); similar to Os02g0631000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001047497.1); similar to Os04g0672900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001054229.1); similar to H0322F07.6 [Oryza sativa (indica cultivar-group)] (GB:CAH67769.1); contains domain FAMILY NOT NAMED (PTHR22166); contains domain SUBFAMILY NOT NAMED (PTHR22166:SF1) | chr4:15121192-15123078 FORWARDnot assigned not assigned not assigned COG5415"	not assigned.unknown	35_2

CUST_151406_PI403524517	2	0.0578928	-0.100170135	-0.057891846	0.18735123	0.21505642	-0.06839466	35_42338	"Cluster: Os06g0625400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0625400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DAU7	CHR5V7|COORD:16962536..16969875| metalloendopeptidase	AT5G42390.1	CHR06V5|COORD:25209594..25199281|protein metalloendopeptidase, putative, expressed	LOC_Os06g41990.3	no descriptionweakly similar to ( 121)AT5G42390| Symbols:  | metalloendopeptidase | chr5:16962536-16969875 FORWARD	protein.degradation	29_5

CUST_32514_PI403524517	2	0.08129597	-0.016039371	-0.21544552	0.016038895	0.052957058	-0.065740585	35_9374	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10EQ8	"CHR4V7|COORD:7731276..7732898| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G52330.1); similar to Os03g0696000 [Oryza sativa (japonica"	AT4G13270.1	CHR03V5|COORD:27827117..27831535|protein expressed protein	LOC_Os03g48950.2	"no descriptionweakly similar to ( 125)AT4G13270| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G52330.1); similar to Os03g0696000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001050978.1); similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:AAO19373.1) | chr4:7731276-7732898 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07003 PRK12678 PRK12323 Herpes_BLLF1 Atrophin-1 HPC2 TT_ORF1 PRK07764 PRK05648 BASP1 Herpes_UL32 Tymo_45kd_70kd Pneumo_att_G DUF566 DUF1777 Protamine_P1 AF-4 PRK10905 APC_basic Extensin_2 PRK12372 PRK08853 KAR9 PRK08770 Gag_spuma Ten_N DUF1421 GRASP55_65"	not assigned.unknown	35_2

CUST_24904_PI403524517	2	-0.6514597	0.050987244	-0.19644451	0.46533394	0.2932377	-0.05098629	35_7227	Rep: PST19 - Triticum aestivum (Wheat)	UniRef90_Q9ATQ9	CHR2V7|COORD:6406761..6407837| AGP9 (ARABINOGALACTAN PROTEIN 9)	AT2G14890.1	CHR02V5|COORD:30880725..30876004|protein actin binding protein, putative, expressed	LOC_Os02g50570.1	no descriptionnot assigned not assigned TT_ORF1	not assigned.unknown	35_2

CUST_83281_PI403524517	2	0.14120579	-0.05106449	0.021894455	-0.16304779	-0.021895409	0.027668	35_23880	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_9143_PI404877155	2	0.028342247	0.41461086	-0.10621834	-0.046860695	0.032492638	-0.028342247	Contig2928_s_at	putative  glyoxysomal malate dehydrogenase [Oryza sativa (japonica cultivar-group)] gb|AAP68889.1| putative  glyoxysomal malate dehydrogenas	NP_919059.1	malate dehydrogenase, glyoxysomal	At5g09660.1	protein putative  glyoxysomal malate dehydrogenase	Os03g56280	putative glyoxysomal malate dehydrogenase	gluconeogenesis.Malate DH	6_03

CUST_67324_PI403524517	2	0.016432762	0.8313618	-0.22275925	-0.016432762	-0.045140266	0.020523071	35_19223	"Cluster: Putative PSR9; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative PSR9 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z8P4	CHR4V7|COORD:16846536..16848453| leucine-rich repeat family protein	AT4G35470.1	CHR08V5|COORD:25247749..25244851|protein leucine-rich repeat-containing protein 40, putative, expressed	LOC_Os08g40090.1	no descriptionmoderately similar to ( 480)AT4G35470| Symbols:  | leucine-rich repeat family protein | chr4:16846536-16848453 FORWARDvery weakly similar to (89.7)RPK1_IPONIReceptor-like protein kinase precursor - Ipomoea nil (Japanese morning glory) (Pharbitis nil)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG4886 LRR_RI	stress.biotic	20_1

CUST_11782_PI403524517	2	0.07624626	-1.539999	-0.07624626	-0.17923355	0.10376167	0.14334202	35_3350	"Cluster: Putative ribokinase; n=1; Triticum turgidum subsp. durum|Rep: Putative ribokinase - Triticum turgidum subsp. durum (durum wheat)"	UniRef90_Q6S563	CHR1V7|COORD:6779076..6780889| pfkB-type carbohydrate kinase family protein	AT1G19600.1	CHR01V5|COORD:309972..306261|protein ribokinase, putative, expressed	LOC_Os01g01620.1	no descriptionmoderately similar to ( 488)AT1G19600| Symbols:  | pfkB-type carbohydrate kinase family protein | chr1:6779076-6780889 FORWARDvery weakly similar to (62.0)ADK_PHYPAAdenosine kinase - Physcomitrella patens (Moss)not assigned not assigned adenosine_kinase KdgK PfkB RbsK ribokinase_group_A ribokinase bac_FRK YeiC_kinase_like ribokinase_group_B RfaE_like FruK_PfkB_like FruK PRK09434 Fructoselysine_kinase_like ribokinase_pfkB_like PRK11142 Guanosine_kinase_like RfaE PRK09813 ribokinase_group_D YegV_kinase_like	minor CHO metabolism.others	3_5

CUST_83938_PI403524517	2	0.06702423	-0.02285242	0.18094921	-0.20548439	-0.09783697	0.022851944	35_24059	Rep: OSIGBa0113I13.9 protein - Oryza sativa (Rice)	UniRef90_Q01KD8	CHR5|COORD:23217840..23220693| expressed protein, contains Pfam profile PF03267: Arabidopsis protein of unknown function, DUF266	AT5G57270.3	CHR08V5|COORD:7646288..7658069|protein expressed protein	LOC_Os08g12890.1	" no descriptionmoderately similar to ( 381)AT5G57270| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G25870.1); similar to Protein of unknown function DUF266, plant [Medicago truncatula] (GB:ABD28621.1); contains InterPro domain Protein of unknown function DUF266, plant; (InterPro:IPR004949) | chr5:23218210-23220331 REVERSEDUF266 "	not assigned.unknown	35_2

CUST_157347_PI403524517	2	0.13595772	0.3095379	0.1353631	-0.13536263	-0.21125698	-0.2164011	35_43939	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10SM0		0	CHR03V5|COORD:964116..968105|protein expressed protein	LOC_Os03g02660.1	no descriptionnot assigned PRK12323	not assigned.unknown	35_2

CUST_14211_PI399408534	2	-0.10042572	-0.6195688	0.24642754	0.03163147	0.0082092285	-0.008210182	35_4315	"Cluster: Putative ethylene-induced calmodulin-binding protein 4; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative ethylene-induced calmodulin-binding p"	UniRef90_Q5JJP3	CHR1V7|COORD:25201845..25206789| calmodulin binding / transcription regulator	AT1G67310.1	CHR01V5|COORD:40724164..40730098|protein calmodulin-binding transcription activator 4, putative, expressed	LOC_Os01g69910.2	no descriptionmoderately similar to ( 258)AT1G67310| Symbols:  | calmodulin binding / transcription regulator | chr1:25201845-25206789 REVERSEnot assigned ANK	RNA.regulation of transcription.AtSR Transcription Factor family	27_3_39

CUST_59834_PI403524517	2	0.33606005	-0.041028023	0.20314646	0.023563862	-0.26799536	-0.023563385	35_17059	Rep: Os10g0485300 protein - Oryza sativa (japonica cultivar-group)	UniRef90_Q0IWV6	CHR4|COORD:16155506..16159938| expressed protein	AT4G33630.2	CHR10V5|COORD:18013400..18022397|protein expressed protein	LOC_Os10g34400.2	no descriptionmoderately similar to ( 210)AT4G33630| Symbols: EX1 | EX1 (EXECUTER1) | chr4:16155563-16159097 FORWARD	not assigned.unknown	35_2

CUST_180878_PI403524517	2	0.12288809	0.010365009	0.032954693	-0.17441559	-0.43202257	-0.0103645325	35_50302	Rep: H0211B05.2 protein - Oryza sativa (Rice)	UniRef90_Q01JB0	"CHR1V7|COORD:7079039..7082494| similar to H0211B05.2 [Oryza sativa (indica cultivar-group)] (GB:CAH67165.1); contains domain SUBFAMILY NOT NAMED (PTHR21568:SF5)"	AT1G20410.1	CHR04V5|COORD:27903554..27898899|protein RNA-binding protein, containing THUMP domain, putative, expressed	LOC_Os04g47380.1	"no descriptionweakly similar to ( 110)AT1G20410| Symbols:  | similar to H0211B05.2 [Oryza sativa (indica cultivar-group)] (GB:CAH67165.1); contains domain SUBFAMILY NOT NAMED (PTHR21568:SF5); contains domain Pseudouridine synthase (SSF55120); contains domain FAMILY NOT NAMED (PTHR21568) | chr1:7079039-7082494 REVERSE"	not assigned.unknown	35_2

CUST_141127_PI403524517	2	0.0893116	0.4460516	0.002699852	-0.01590252	-0.4861741	-0.002699852	35_39562	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_137610_PI403524517	2	-0.012842178	0.42692184	0.012842178	-0.06662083	-0.06435394	0.022220612	35_38592	"Cluster: Acidic leucine-rich nuclear phosphoprotein 32-related protein 1; n=2; Oryza sativa|Rep: Acidic leucine-rich nuclear phosphoprotein 32-related protein 1"	UniRef90_Q6YSF3	"CHR2V7|COORD:4812944..4814246| similar to zinc finger protein-related [Arabidopsis thaliana] (TAIR:AT5G63740.1); similar to conserved hypothetical"	AT2G11910.1	CHR07V5|COORD:24982935..24991142|protein acidic leucine-rich nuclear phosphoprotein 32 family member B, putative, expressed	LOC_Os07g41694.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_150944_PI403524517	2	0.17929125	0.061152935	0.12332058	-0.31900692	-0.3349638	-0.06115246	35_42218	"Cluster: Serine/threonine-protein phosphatase BSL2 homolog; n=5; Magnoliophyta|Rep: Serine/threonine-protein phosphatase BSL2 homolog - Oryza sativa (Rice)"	UniRef90_Q2QM47	CHR1V7|COORD:2649956..2656561| kelch repeat-containing protein / serine/threonine phosphoesterase family protein	AT1G08420.1	CHR03V5|COORD:25005272..24996520|protein serine/threonine-protein phosphatase BSL2, putative, expressed	LOC_Os03g44500.1	no descriptionvery weakly similar to (62.4)AT1G08420| Symbols:  | kelch repeat-containing protein / serine/threonine phosphoesterase family protein | chr1:2649956-2656561 FORWARDvery weakly similar to (76.6)BSL2_ORYSA	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_90545_PI403524517	2	0.5579939	0.7908635	0.33171177	-0.33171225	-0.38353586	-0.61289597	35_25895	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_159913_PI403524517	2	0.06599474	0.5723014	-0.15205479	0.22594595	-0.22478199	-0.06599474	35_44627	0	0		0	CHR12V5|COORD:19631992..19628372|protein expressed protein	LOC_Os12g32580.1	no description	not assigned.unknown	35_2

CUST_25166_PI399408534	2	0.024528503	0.2756176	-0.025889397	-0.24463177	-0.024529457	0.0875206	35_6124	"Cluster: Hypothetical protein OSJNBb0006J12.13; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0006J12.13 - Oryza sativa (japonica"	UniRef90_Q6AUK8	CHR3V7|COORD:8063070..8064482| leucine-rich repeat family protein / extensin family protein	AT3G22800.1	CHR05V5|COORD:19576794..19573704|protein mTERF family protein, expressed	LOC_Os05g33460.2	no descriptionvery weakly similar to (92.0)AT5G07900| Symbols:  | mitochondrial transcription termination factor family protein / mTERF family protein | chr5:2520189-2521406 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07003 mTERF PRK12323 Herpes_BLLF1 Atrophin-1 Herpes_UL32 HPC2 Tymo_45kd_70kd GRASP55_65 PRK07764 PRK08770	RNA.regulation of transcription.unclassified	27_3_99

CUST_145546_PI403524517	2	0.35542297	0.39181232	0.18996239	-0.18996286	-0.63368464	-0.24092817	35_40750	Rep: Carboxylesterase - Neosartorya fischeri NRRL 181	UniRef90_A1D9Y7		0	0	0	no description	not assigned.unknown	35_2

CUST_24807_PI399408534	2	0.36455202	0.45035982	0.09447765	-0.09447765	-0.48749924	-0.20479774	35_13019	"Cluster: Putative zinc finger protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative zinc finger protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ASW7	"CHR5V7|COORD:24312452..24318056| ATSIZ1/SIZ1; DNA binding"	AT5G60410.4	CHR03V5|COORD:29077360..29085535|protein sumoylation ligase E3, putative, expressed	LOC_Os03g50980.1	" no descriptionmoderately similar to ( 251)AT5G60410| Symbols: ATSIZ1, SIZ1 | ATSIZ1/SIZ1; DNA binding | chr5:24312452-24318056 FORWARDnot assigned zf-MIZ "	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_82605_PI403524517	2	0.07806206	-0.006706238	-0.0905571	0.0067071915	-0.25183868	0.0877552	35_23694	"Cluster: Os10g0118900 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os10g0118900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IZ90	0	0	CHR10V5|COORD:1179007..1176947|protein helicase SEN1, putative, expressed	LOC_Os10g02930.2	no description	not assigned.unknown	35_2

CUST_21143_PI403524517	2	0.057089806	0.3533802	-0.018702507	-0.109274864	-0.19594288	0.01870346	35_6135	"Cluster: Os06g0103800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0103800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DFB4	CHR4V7|COORD:13878989..13882685| integral membrane family protein	AT4G27870.1	CHR06V5|COORD:265681..270992|protein integral membrane protein, expressed	LOC_Os06g01440.1	no descriptionvery weakly similar to (55.5)AT4G27870| Symbols:  | integral membrane family protein | chr4:13878989-13882685 FORWARD	not assigned.no ontology	35_1

CUST_53849_PI403524517	2	0.1504221	0.43654728	0.05421543	-0.24178219	-0.054216385	-0.15521717	35_15322	Rep: Putative cytochrome P450 - Lolium rigidum (Annual ryegrass)	UniRef90_Q9ATU3	0	0	CHR01V5|COORD:30703765..30699052|protein cytochrome P450 72A1, putative, expressed	LOC_Os01g52790.1	no description	not assigned.unknown	35_2

CUST_59125_PI403524517	2	0.005624771	0.1866703	-0.005625725	-0.102926254	0.018460274	-0.28271866	35_16862	"Cluster: Transposable element protein, putative; n=1; Oryza sativa (japonica cultivar-group)|Rep: Transposable element protein, putative - Oryza sativa (japonic"	UniRef90_Q53LQ3	CHR5V7|COORD:20048380..20049207| zinc knuckle (CCHC-type) family protein	AT5G49400.1	CHR11V5|COORD:4988739..4986799|protein zinc finger CCHC domain-containing protein 10, putative, expressed	LOC_Os11g09310.1	no descriptionweakly similar to ( 111)AT5G49400| Symbols:  | zinc knuckle (CCHC-type) family protein | chr5:20048380-20049207 FORWARD	not assigned.no ontology	35_1

CUST_1551_PI403524517	2	-0.010363579	-0.72833633	0.0103645325	0.10032463	0.05433178	-0.30139732	35_409	"Cluster: Putative strictosidine synthase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative strictosidine synthase - Oryza sativa (japonica cultivar-gro"	UniRef90_Q75LL5	CHR5V7|COORD:7287881..7289360| strictosidine synthase family protein	AT5G22020.1	CHR03V5|COORD:30880231..30877631|protein strictosidine synthase precursor, putative, expressed	LOC_Os03g53950.1	no descriptionweakly similar to ( 189)AT5G22020| Symbols:  | strictosidine synthase family protein | chr5:7287881-7289360 REVERSEweakly similar to ( 130)RBL_WHEATRibulose bisphosphate carboxylase large chain precursor - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned rbcL RuBisCO_large rbcL RbcL PRK12323 PRK07764 Tymo_45kd_70kd Totivirus_coat Pol_Y_like TT_ORF1 PRK07003 FAP Gag_spuma	PS.calvin cyle.rubisco large subunit	1_3_1

CUST_20201_PI403524517	2	0.066245556	0.032157898	-0.032157898	0.11260939	-0.3710556	-0.08594847	35_5855	"Cluster: Os01g0885300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0885300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JH41	CHR2V7|COORD:12046726..12049047| hydroxyproline-rich glycoprotein family protein	AT2G28240.1	CHR01V5|COORD:38787381..38781689|protein expressed protein	LOC_Os01g66200.2	no descriptionPRK07003 HPC2	not assigned.unknown	35_2

CUST_31421_PI403524517	2	-0.004108429	0.07493782	0.06937981	-0.10539532	-0.14527416	0.004108429	35_9070	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_151777_PI403524517	2	0.01696539	-0.71412754	-0.016964912	0.021849632	0.16987228	-0.4814434	35_42435	Rep: B0812A04.6 protein - Oryza sativa (Rice)	UniRef90_Q25A92	CHR1V7|COORD:3134109..3135932| pentatricopeptide (PPR) repeat-containing protein	AT1G09680.1	CHR04V5|COORD:22912572..22914401|protein tetratricopeptide-like helical, putative, expressed	LOC_Os04g38930.1	no descriptionmoderately similar to ( 209)AT1G09680| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr1:3134109-3135932 REVERSEweakly similar to ( 134)RF1_ORYSAnot assigned PPR	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_99771_PI403524517	2	0.3168006	0.09325838	-0.031148434	0.031148434	-0.42878342	-0.21230125	35_28483	"Cluster: Os02g0229600 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0229600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E2L3	CHR1V7|COORD:23592897..23598802| kinesin motor protein-related	AT1G63640.1	CHR02V5|COORD:7285696..7281235|protein kinesin motor domain containing protein, expressed	LOC_Os02g13580.1	no descriptionweakly similar to ( 181)AT1G63640| Symbols:  | kinesin motor protein-related | chr1:23592897-23598802 REVERSEnot assigned KISc_C_terminal KISc KISc	cell.organisation	31_1

CUST_16807_PI404877155	2	-0.032510757	0.62599087	-0.06843948	0.032510757	-0.34579754	0.053826332	HK04A06r_x_at	0	0	0	0	0	0	putative xylulose kinase	minor CHO metabolism.sugar kinases	3_7

CUST_13059_PI404877155	2	-0.034350395	0.54625607	0.034350395	-0.17095184	-0.1177454	0.07866955	Contig6780_at	putative transcription initiation factor [Oryza sativa (japonica cultivar-group)]	AAP12985.1	transcription initiation factor IID (TFIID) 31 kDa subunit (TAFII-31) family protein	At1g54140.1	protein putative transcription initiation factor	Os03g29470	putative transcription initiation factor/transcriptional activation factor TAFII32	RNA.processing	27_1

CUST_26089_PI403524517	2	-0.073961735	0.34144688	0.009063721	0.086717606	-0.34468126	-0.009064674	35_7558	"Cluster: Putative peptidyl-prolycis-trans isomerase protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative peptidyl-prolycis-trans isomerase protein"	UniRef90_Q7XIK0	CHR3V7|COORD:5249746..5252439| peptidyl-prolyl cis-trans isomerase TLP38, chloroplast / thylakoid lumen PPIase of 38 kDa / cyclophilin / rotamase	AT3G15520.1	CHR07V5|COORD:22687206..22692081|protein peptidyl-prolyl cis-trans isomerase CYP37, chloroplast precursor, putative, expressed	LOC_Os07g37830.2	 no descriptionweakly similar to ( 187)AT3G15520| Symbols:  | peptidyl-prolyl cis-trans isomerase TLP38, chloroplast / thylakoid lumen PPIase of 38 kDa / cyclophilin / rotamase | chr3:5249746-5252439 REVERSEvery weakly similar to (63.2)TLP40_SPIOLPeptidyl-prolyl cis-trans isomerase, chloroplast precursor - Spinacia oleracea (Spinach)cyclophilin_TLP40_like 	cell.cycle.peptidylprolyl isomerase	31_3_1

CUST_62544_PI403524517	2	0.12556362	-0.08661938	-0.16817665	-0.031822205	0.031822205	0.07078266	35_17834	"Cluster: Hypothetical protein P0007F06.35-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0007F06.35-1 - Oryza sativa (japonica cultiv"	UniRef90_Q5QMQ3	CHR2V7|COORD:13216171..13218089| ATP synthase protein I -related	AT2G31040.1	CHR01V5|COORD:28008408..28004042|protein expressed protein	LOC_Os01g48300.4	no descriptionmoderately similar to ( 318)AT2G31040| Symbols:  | ATP synthase protein I -related | chr2:13216171-13218089 REVERSE	PS.lightreaction.ATP synthase	1_1_4

CUST_4925_PI403524517	2	-0.011115074	-0.55330944	-0.0016498566	0.110975266	0.07434559	0.0016498566	35_1359	"Cluster: Putative enoyl-ACP reductase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative enoyl-ACP reductase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6H5J0	CHR2|COORD:2322219..2325143| enoyl-(acyl-carrier protein) reductase (NADH), chloroplast, putative / NADH-dependent enoyl-ACP reductase, putative, strong similar	AT2G05990.2	CHR09V5|COORD:5780818..5785018|protein enoyl-[acyl-carrier-protein] reductase [NADH], chloroplast precursor, expressed	LOC_Os09g10600.1	" no descriptionhighly similar to ( 501)AT2G05990| Symbols: ENR1, MOD1 | MOD1 (MOSAIC DEATH 1); enoyl-[acyl-carrier-protein] reductase (NADH)/ oxidoreductase | chr2:2322873-2324864 FORWARDhighly similar to ( 510)FABI_BRANAEnoyl-[acyl-carrier-protein] reductase [NADH], chloroplast precursor - Brassica napus (Rape)not assigned not assigned not assigned PRK06300 FabI PRK07370 PRK08415 PRK07533 PRK08159 PRK08594 PRK06079 PRK06505 PRK06997 PRK06603 PRK07984 PRK08690 PRK07889 FabG fabG fabG PRK08063 fabG PRK12829 PRK12826 PRK06523 PRK08324 PRK07576 PRK12827 PRK07035 PRK07856 fabG PRK12939 PRK07890 PRK06124 PRK07814 PRK06484 PRK06113 PRK08213 PRK07479 PRK09242 fabG PRK12937 PRK06500 PRK08416 PRK12429 PRK07478 PRK07062 PRK08265 PRK12824 PRK06125 PRK12828 PRK08339 PRK06138 PRK07774 PRK08589 fabG PRK06198 PRK07074 PRK08277 fabG PRK07060 fabG PRK06935 PRK06841 PRK08220 PRK06057 PRK07677 fabG PRK07097 PRK12748 PRK08628 PRK06398 fabG PRK05875 PRK06122 COG4221 PRK06172 PRK06128 PRK06940 PRK09135 PRK07523 benD PRK08936 PRK12747 PRK07063 fabG PRK12936 PRK07454 "	lipid metabolism.FA synthesis and FA elongation.enoyl ACP reductase	11_1_6

CUST_438_PI399407379	2	-0.0064992905	-0.41941643	-0.35985184	0.21440315	0.1392746	0.0064992905	HvMADS5									

CUST_10606_PI399408534	2	-0.5819683	0.86464405	0.051994324	0.15013695	-0.48983574	-0.051994324	35_23333	"Cluster: OSJNBb0108J11.20 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: OSJNBb0108J11.20 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7X6I1	CHR2V7|COORD:8300871..8303357| S-locus lectin protein kinase family protein	AT2G19130.1	CHR04V5|COORD:20570383..20573247|protein serine/threonine-protein kinase receptor precursor, putative, expressed	LOC_Os04g34270.1	no descriptionmoderately similar to ( 201)AT2G19130| Symbols:  | S-locus lectin protein kinase family protein | chr2:8300871-8303357 FORWARDvery weakly similar to ( 100)SLSG3_BRAOLS-locus-specific glycoprotein S13 precursor - Brassica oleracea (Wild cabbage)S_locus_glycop PAN_AP_plant PAN_2	signalling.receptor kinases.S-locus glycoprotein like	30_2_24

CUST_42924_PI403524517	2	0.36239338	-0.007665634	0.007665634	0.218256	-0.49186563	-0.3791933	35_12324	"Cluster: Os04g0205200 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os04g0205200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JET5	CHR3V7|COORD:17224054..17226597| disease resistance protein (CC-NBS class), putative	AT3G46730.1	CHR11V5|COORD:23089072..23084301|protein NB-ARC domain containing protein	LOC_Os11g39590.1	no descriptionnot assigned NB-ARC	not assigned.unknown	35_2

CUST_57967_PI403524517	2	0.024557114	0.8774271	0.27883625	-0.24572182	-0.026070118	-0.024557114	35_16525	"Cluster: Putative thiamine biosythesis protein ThiC; n=3; BEP clade|Rep: Putative thiamine biosythesis protein ThiC - Poa secunda (Sandberg bluegrass)"	UniRef90_Q9AXS1	CHR2|COORD:12674111..12677016| thiamine biosynthesis family protein / thiC family protein, contains Pfam profile: PF01964 ThiC family	AT2G29630.1	CHR03V5|COORD:26901221..26908373|protein thiamine biosynthesis protein thiC, putative, expressed	LOC_Os03g47610.8	no descriptionnearly identical (1055)AT2G29630| Symbols:  | Encodes ThiC involved in thiamine biosynthesis.    Translation of ThiC is regulated by a riboswitch in the 3' of untranslated region of the messenger RNA. | chr2:12674472-12676646 FORWARDPRK09284 ThiC ThiC	Co-factor and vitamine metabolism.thiamine	18_2

CUST_58865_PI403524517	2	-0.015787125	0.49331093	0.10145569	-0.15069675	0.015787125	-0.119540215	35_16795	"Cluster: Vesicle transport v-SNARE (Vesicle soluble NSF attachment protein receptor) protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Vesicle tran"	UniRef90_Q8S0N4	"CHR5V7|COORD:15839263..15840819| VTI11 (VESICLE TRANSPORT V-SNARE 11, vesicle transport v-SNARE 11); receptor"	AT5G39510.1	CHR01V5|COORD:29691374..29694876|protein vesicle transport v-SNARE 13, putative, expressed	LOC_Os01g51120.1	" no descriptionmoderately similar to ( 310)AT5G39510| Symbols: VTI11, ATVTI1A, ATVTI11, ZIG, SGR4, VTI1A | VTI11 (VESICLE TRANSPORT V-SNARE 11, vesicle transport v-SNARE 11); receptor | chr5:15839263-15840819 FORWARDnot assigned not assigned not assigned V-SNARE "	cell. vesicle transport	31_4

CUST_10873_PI403524517	2	-0.57450294	0.39205265	0.22015572	0.1565609	-0.2666359	-0.1565609	35_3071	"Cluster: Putative arm repeat-containing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative arm repeat-containing protein - Oryza sativa (japonic"	UniRef90_Q6ZC56	CHR2V7|COORD:9852933..9855842| armadillo/beta-catenin repeat family protein / U-box domain-containing protein	AT2G23140.1	CHR08V5|COORD:545227..550574|protein ubiquitin-protein ligase, putative, expressed	LOC_Os08g01900.1	no descriptionmoderately similar to ( 414)AT2G23140| Symbols:  | armadillo/beta-catenin repeat family protein / U-box domain-containing protein | chr2:9852933-9855842 REVERSEmoderately similar to ( 231)SPL11_ORYSAnot assigned not assigned not assigned not assigned ARM KAP Arm	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_34835_PI403524517	2	-0.041319847	-0.09074783	0.11514187	0.008189201	-0.008189201	0.07205391	35_10042	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_16621_PI404877155	2	-1.8602724	1.0046959	0.3359499	0.22273064	-0.22273016	-1.320014	HC112E03_T3_s_at	ABA-responsive protein - barley gb|AAD09343.1| ABA-responsive protein [Hordeum vulgare]	A59232	GRAM domain-containing protein / ABA-responsive protein-related	At5g13200.1	protein Similar to ABA-responsive protein - barley	Os12g29400	ABA-responsive protein homolog	hormone metabolism.abscisic acid.induced-regulated-responsive-activated	17_1_3

CUST_7537_PI404877155	2	0.23966217	-2.524109	0.35815334	-0.2390337	0.23903275	-0.38706017	Contig21982_at	putative outward-rectifying potassium channel KCO1 [Oryza sativa (japonica cultivar-group)]	NP_911044.1	outward rectifying potassium channel (KCO1)	At5g55630.1	protein hypothetical protein	Os07g01810	outward rectifying potassium channel (KCO1), identical to kco1 (Arabidopsis thaliana) gi:2230761:emb:CAA69158 of the 2 pore, 4 transmembrane (2P/4TM) K+ channel family, PMID:11500563 or  outward rectifying potassium channel (KCO1), identical to kco1 (Arab	transport.potassium	34_15

CUST_122004_PI403524517	2	0.024865627	-0.7942114	0.10862446	-0.024865627	0.12671709	-0.0318141	35_34443	"Cluster: Hypothetical protein OSJNBb0048A17.10; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0048A17.10 - Oryza sativa (japonica"	UniRef90_Q94H96	CHR1V7|COORD:29076877..29078322| pentatricopeptide (PPR) repeat-containing protein	AT1G77360.1	CHR03V5|COORD:31419097..31422237|protein GTP binding protein, putative, expressed	LOC_Os03g55340.1	no descriptionvery weakly similar to (55.8)AT1G77360| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr1:29076877-29078322 REVERSE	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_54267_PI403524517	2	0.0461483	-0.06890488	-0.06890488	-0.004179001	0.10315704	0.004180908	35_15446	Rep: Ribosomal protein L7Ae-like - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q8LBE4	CHR5V7|COORD:6804077..6805104| ribosomal protein L7Ae/L30e/S12e/Gadd45 family protein	AT5G20160.1	CHR03V5|COORD:7455335..7457289|protein NHP2-like protein 1, putative, expressed	LOC_Os03g13800.1	no descriptionweakly similar to ( 199)AT5G20160| Symbols:  | ribosomal protein L7Ae/L30e/S12e/Gadd45 family protein | chr5:6804077-6805104 REVERSEnot assigned not assigned RPL8A Ribosomal_L7Ae rpl7ae	protein.synthesis.misc ribososomal protein	29_2_2

CUST_53779_PI403524517	2	0.07557392	-0.11116505	0.035544395	-0.035544395	0.19017029	-0.045951843	35_15301	Rep: F18O14.34 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q9LN36	"CHR1V7|COORD:6774928..6777083| GAMMA CA1 (GAMMA CARBONIC ANHYDRASE 1); carbonate dehydratase"	AT1G19580.1	CHR01V5|COORD:10115989..10120593|protein transcription factor APFI, putative, expressed	LOC_Os01g18070.1	"no descriptionweakly similar to ( 176)AT1G19580| Symbols: GAMMA CA1 | GAMMA CA1 (GAMMA CARBONIC ANHYDRASE 1); carbonate dehydratase | chr1:6774928-6777083 FORWARDPaaY"	mitochondrial electron transport / ATP synthesis.NADH-DH.carbonic anhydrase	9_1_1_5

CUST_27301_PI399408534	2	0.56761265	-2.1765795	-0.37497997	1.0099058	0.31080246	-0.31080246	35_735	"Cluster: Os01g0775100 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os01g0775100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JIV8	CHR5V7|COORD:17544488..17547434| zinc knuckle (CCHC-type) family protein	AT5G43630.1	CHR01V5|COORD:33091689..33085974|protein plus-3 domain containing protein, expressed	LOC_Os01g56780.3	no descriptionweakly similar to ( 112)AT5G43630| Symbols:  | zinc knuckle (CCHC-type) family protein | chr5:17544488-17547434 FORWARDnot assigned Plus-3 Plus3	RNA.regulation of transcription.C3H zinc finger family	27_3_12

CUST_65872_PI403524517	2	0.08365059	0.1125021	-0.09901428	-0.08527279	0.0075769424	-0.007575989	35_18815	"Cluster: Hypothetical protein P0003B09.20; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0003B09.20 - Oryza sativa (japonica cultivar-g"	UniRef90_Q69RL4	"CHR4V7|COORD:11994205..11995952| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G12000.1); similar to At1g12450-related [Medicago truncatula]"	AT4G22850.1	CHR07V5|COORD:16629224..16625805|protein expressed protein	LOC_Os07g28440.1	"no descriptionmoderately similar to ( 231)AT4G22850| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G12000.1); similar to At1g12450-related [Medicago truncatula] (GB:ABE81486.1); contains domain UNCHARACTERIZED (PTHR12677) | chr4:11994205-11995952 FORWARDnot assigned SNARE_assoc COG0398"	not assigned.unknown	35_2

CUST_10081_PI404877155	2	0.074593544	-0.20042992	-0.317729	-0.014360428	0.014359474	0.033870697	Contig3806_s_at	putative stearoyl-acyl-carrier protein desaturase [Oryza sativa (japonica cultivar-group)]	BAB86112.1	acyl-(acyl-carrier- protein) desaturase / stearoyl-ACP desaturase (SSI2)	At2g43710.1	protein Fatty acid desaturase	Os01g69080	chloroplast - stearoyl-acyl carrier protein	lipid metabolism.FA synthesis and FA elongation.ACP desaturase	11_1_15

CUST_138205_PI403524517	2	-0.19414854	0.1601491	0.45429087	0.20951462	-0.42644167	-0.1601491	35_38764	"Cluster: Putative phosphodiesterase family; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative phosphodiesterase family - Oryza sativa (japonica"	UniRef90_Q6AUZ6	CHR5V7|COORD:2575153..2576771| glycerophosphoryl diester phosphodiesterase family protein	AT5G08030.1	CHR03V5|COORD:22570495..22574162|protein glycerophosphoryl diester phosphodiesterase precursor, putative, expressed	LOC_Os03g40670.1	no descriptionweakly similar to ( 140)AT5G08030| Symbols:  | glycerophosphoryl diester phosphodiesterase family protein | chr5:2575153-2576771 REVERSEGDPD glpQ UgpQ	lipid metabolism.lipid degradation.lysophospholipases.glycerophosphodiester phosphodiesterase	11_9_3_3

CUST_21537_PI403524517	2	-0.10099411	0.0897789	0.062716484	-0.027596474	-0.35125828	0.02759552	35_6250	"Cluster: Galactosyltransferase-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Galactosyltransferase-like protein - Oryza sativa"	UniRef90_Q5N8W6	CHR4V7|COORD:6309602..6310805| RNA recognition motif (RRM)-containing protein	AT4G10110.1	CHR05V5|COORD:20868191..20864287|protein RNA recognition motif-containing protein, putative, expressed	LOC_Os05g35274.3	no descriptionweakly similar to ( 131)AT4G10110| Symbols:  | RNA recognition motif (RRM)-containing protein | chr4:6309602-6310805 REVERSEnot assigned not assigned not assigned not assigned not assigned RRM COG0724 RRM_1	RNA.RNA binding	27_4

CUST_166270_PI403524517	2	0.20575476	-0.17464638	-0.0026826859	0.110464096	0.0026826859	-0.16969919	35_46320	"Cluster: Os01g0948900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0948900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JG18	"CHR2V7|COORD:17245097..17247281| BOP2 (BLADE ON PETIOLE2); protein binding"	AT2G41370.1	CHR01V5|COORD:42071388..42068335|protein BOP2, putative, expressed	LOC_Os01g72020.2	"no descriptionvery weakly similar to (60.1)AT2G41370| Symbols: BOP2 | BOP2 (BLADE ON PETIOLE2); protein binding | chr2:17245097-17247281 REVERSE"	cell.organisation	31_1

CUST_172108_PI403524517	2	-0.060643673	0.28277636	-0.0026669502	0.14330721	-0.37601805	0.0026669502	35_47944	Rep: IDI2 - Hordeum vulgare (Barley)	UniRef90_Q9AYT7	CHR2V7|COORD:2230054..2231836| GTP binding / translation initiation factor	AT2G05830.3	CHR11V5|COORD:6096648..6101978|protein methylthioribose-1-phosphate isomerase, putative, expressed	LOC_Os11g11050.2	no descriptionweakly similar to ( 171)AT2G05830| Symbols:  | eukaryotic translation initiation factor 2B family protein / eIF-2B family protein | chr2:2229961-2231836 FORWARDnot assigned not assigned not assigned not assigned mtnA COG0182 IF-2B PRK06844 PRK08334 PRK06371 PRK06036 PRK05772 PRK08535 GCD2 PRK06239 PRK08335 PRK06372	protein.synthesis.initiation	29_2_3

CUST_5813_PI399408534	2	0.081404686	-0.013672829	0.013672829	-0.1372366	-0.8550167	0.013672829	35_18591	Rep: Ca2+ binding protein cbp1 - Triticum aestivum (Wheat)	UniRef90_Q0IKM2	CHR3V7|COORD:22109266..22112736| calcium ion binding	AT3G59820.2	CHR02V5|COORD:23869012..23860526|protein calcium-binding mitochondrial protein Anon-60Da, putative, expressed	LOC_Os02g39550.3	no descriptionhighly similar to ( 612)AT3G59820| Symbols:  | calcium ion binding | chr3:22109266-22112736 REVERSEnot assigned not assigned LETM1	signalling.calcium	30_3

CUST_37976_PI403524517	2	0.076758385	0.09186077	-0.07675934	-0.10296345	-0.35953712	0.22370434	35_10928	"Cluster: Hypothetical protein AT4g20060; n=2; Arabidopsis thaliana|Rep: Hypothetical protein AT4g20060 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_O49433	CHR4V7|COORD:10854800..10859340| EMB1895 (EMBRYO DEFECTIVE 1895)	AT4G20060.1	0	0	no descriptionvery weakly similar to (72.4)AT4G20060| Symbols: EMB1895 | EMB1895 (EMBRYO DEFECTIVE 1895) | chr4:10854800-10859340 REVERSE	not assigned.unknown	35_2

CUST_9668_PI404877155	2	0.060058594	-0.63271856	1.3756576	0.24455357	-0.060058117	-1.4555521	Contig3427_at	High molecular mass early light-inducible protein HV58, chloroplast precursor (ELIP) pir||S07475 early light-induced protein, high molecular	P14895	chlorophyll A-B binding family protein / early light-induced protein (ELIP)	At3g22840.1	protein Chlorophyll A-B binding protein, putative	Os01g14410	"ELIP;EARLY LIGHT-INDUCABLE PROTEIN;chlorophyll A-B binding family protein / early light-induced protein (ELIP), identical to early light-induced protein; ELIP (Arabidopsis thaliana) GI:1872544; contains Pfam profile: PF00504 chlorophyll A-B binding protei"	signalling.light	30_11

CUST_72789_PI403524517	2	0.12198353	-0.819396	-0.061333656	-0.017614365	0.15559769	0.017614365	35_20866	"Cluster: OSJNBb0039L24.10 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: OSJNBb0039L24.10 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XMK8	CHR4|COORD:274257..278677| DEAD/DEAH box helicase, putative, similar to ATP-dependent RNA helicases	AT4G00660.1	CHR02V5|COORD:25761340..25768594|protein ATP-dependent RNA helicase dhh1, putative, expressed	LOC_Os02g42860.1	 no descriptionmoderately similar to ( 325)AT4G00660| Symbols:  | DEAD/DEAH box helicase, putative | chr4:274638-277438 FORWARDweakly similar to ( 124)IF4A3_NICPLEukaryotic initiation factor 4A-3 - Nicotiana plumbaginifolia (Leadwort-leaved tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned SrmB HELICc PRK11776 PRK11192 Helicase_C HELICc PRK01297 PRK10590 RecQ PRK04837 PRK04537 PRK11634 PRK11057 Lhr MPH1 SSL2 Mfd 	protein.synthesis.initiation	29_2_3

CUST_107848_PI403524517	2	-0.538043	0.0525589	0.84849167	-0.052559853	0.20054913	-0.3082676	35_30688	"Cluster: Putative Hydroquinone glucosyltransferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Hydroquinone glucosyltransferase - Oryza sativa"	UniRef90_Q6ESV8	CHR4V7|COORD:461858..463300| UDP-glucoronosyl/UDP-glucosyl transferase family protein	AT4G01070.1	CHR02V5|COORD:8093844..8092151|protein hydroquinone glucosyltransferase, putative, expressed	LOC_Os02g14680.1	no descriptionweakly similar to ( 106)AT4G01070| Symbols:  | UDP-glucoronosyl/UDP-glucosyl transferase family protein | chr4:461858-463300 REVERSEvery weakly similar to (72.0)ZOX_PHAVUZeatin O-xylosyltransferase - Phaseolus vulgaris (Kidney bean) (French bean)not assigned	misc.UDP glucosyl and glucoronyl transferases	26_2

CUST_84269_PI403524517	2	0.04168129	0.79833317	0.2949953	-0.13755035	-0.11468983	-0.04168129	35_24148	"Cluster: Serine/threonine-protein kinase AFC2; n=3; Arabidopsis thaliana|Rep: Serine/threonine-protein kinase AFC2 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_P51567	"CHR4V7|COORD:12754739..12757663| AFC2 (ARABIDOPSIS FUS3-COMPLEMENTING GENE 1); kinase"	AT4G24740.1	CHR12V5|COORD:16196784..16193413|protein serine/threonine-protein kinase AFC2, putative, expressed	LOC_Os12g27520.4	" no descriptionweakly similar to ( 142)AT4G24740| Symbols: AME1, AFC2 | AFC2 (ARABIDOPSIS FUS3-COMPLEMENTING GENE 1); kinase | chr4:12754739-12757663 REVERSEnot assigned "	protein.postranslational modification	29_4

CUST_46404_PI403524517	2	-0.11831379	0.6140957	0.118314266	0.14016819	-0.1878643	-0.12437868	35_13288	"Cluster: Hypothetical protein OSJNBa0004L11.12; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0004L11.12 - Oryza sativa (japonica"	UniRef90_Q75I98	CHR1V7|COORD:9039777..9042860| protein kinase	AT1G26150.1	CHR03V5|COORD:28224883..28218695|protein mitogen-activated protein kinase, putative, expressed	LOC_Os03g49640.2	no descriptionnot assigned not assigned not assigned not assigned PRK07764 Atrophin-1 PRK09111 PRK12323 Tymo_45kd_70kd Gag_spuma	not assigned.unknown	35_2

CUST_170131_PI403524517	2	0.35403395	0.28857088	0.16623306	-0.3425784	-0.16623306	-0.27145863	35_47388	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_17455_PI399408534	2	0.0010938644	0.21470642	-0.040940285	-0.12058258	0.13613987	-0.0010938644	35_12848	"Cluster: Putative tbc1 domain family protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative tbc1 domain family protein - Oryza sativa (japonica cult"	UniRef90_Q69IL7	CHR2V7|COORD:13093224..13096068| RabGAP/TBC domain-containing protein	AT2G30710.1	CHR09V5|COORD:20090112..20086130|protein TBC1 domain family member 22A, putative, expressed	LOC_Os09g34040.1	no descriptionmoderately similar to ( 317)AT2G30710| Symbols:  | RabGAP/TBC domain-containing protein | chr2:13093224-13096068 REVERSEnot assigned not assigned not assigned not assigned not assigned TBC COG5210	signalling.G-proteins	30_5

CUST_16905_PI404877155	2	-0.040507317	-0.34704876	-0.13692474	0.08187485	0.05736351	0.040506363	HM14M23r_x_at	putative rubisco subunit binding-protein alpha subunit precursor (60 kDa chaperonin alpha subunit) [Oryza sativa (japonica cultivar-group)]	AAP44754.1	RuBisCO subunit binding-protein alpha subunit, chloroplast / 60 kDa chaperonin alpha subunit / CPN-60 alpha	At2g28000.1	protein putative rubisco subunit binding-protein alpha subunit precursor (60 kDa chaperonin alph	Os03g64210	putative rubisco subunit binding-protein alpha subunit precursor (60 kDa chaperonin alpha subunit)	PS.calvin cyle.rubisco interacting	1_03_13

CUST_35145_PI403524517	2	0.090535164	-0.49653435	0.06387997	-0.042402267	0.004306793	-0.004307747	35_10133	"Cluster: Nucleotide pyrophosphatase precursor; n=2; Oryza sativa|Rep: Nucleotide pyrophosphatase precursor - Oryza sativa (Rice)"	UniRef90_Q42974	CHR4V7|COORD:14538073..14539563| type I phosphodiesterase/nucleotide pyrophosphatase family protein	AT4G29680.1	CHR01V5|COORD:5215344..5217200|protein ectonucleotide pyrophosphatase/phosphodiesterase 1, putative, expressed	LOC_Os01g10020.1	no descriptionmoderately similar to ( 259)AT4G29680| Symbols:  | type I phosphodiesterase/nucleotide pyrophosphatase family protein | chr4:14538073-14539563 REVERSEnot assigned Phosphodiest COG1524	nucleotide metabolism.phosphotransfer and pyrophosphatases.misc	23_4_99

CUST_80337_PI403524517	2	-0.5894308	0.017695427	-0.29924297	0.06793594	-0.017695427	0.12968445	35_23043	"Cluster: Hypothetical protein OJ1200_C08.117; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1200_C08.117 - Oryza sativa (japonica cult"	UniRef90_Q8LIG8	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	CHR07V5|COORD:29169379..29170538|protein VQ motif family protein, expressed	LOC_Os07g48710.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 DUF566 Tymo_45kd_70kd PRK12678 HPC2 PRK07764 AF-4 PRK07003 DUF1509 APC_basic Atrophin-1 Rubella_Capsid	not assigned.unknown	35_2

CUST_97846_PI403524517	2	0.2601366	-0.44636154	-0.023488998	0.10470009	-0.040197372	0.023489952	35_27936	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_31214_PI399408534	2	-0.0126571655	0.0126571655	0.24707508	-0.082401276	-0.2263937	0.19220734	35_5466	"Cluster: Hypothetical protein P0643A10.26; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0643A10.26 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6Z2J8	"CHR1V7|COORD:8244470..8251730| similar to Os02g0732700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001048029.1); similar to Mediator complex subunit"	AT1G23230.1	CHR02V5|COORD:30547711..30536300|protein expressed protein	LOC_Os02g49992.1	"no descriptionweakly similar to ( 170)AT1G23230| Symbols:  | similar to Os02g0732700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001048029.1); similar to Mediator complex subunit 23 CG3695-PA [Drosophila melanogaster] (GB:NP_611735.1); contains domain SUBFAMILY NOT NAMED (PTHR12691:SF1); contains domain FAMILY NOT NAMED (PTHR12691) | chr1:8244470-8251730 FORWARDnot assigned"	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_97396_PI403524517	2	-0.020300865	-0.19641495	0.020299911	0.17682838	0.24476051	-0.042699814	35_27816	"Cluster: Putative gamma-aminobutyrate transaminase subunit isozyme 3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative gamma-aminobutyrate transaminase"	UniRef90_Q6ZCF0	"CHR3V7|COORD:7835293..7838870| POP2 (POLLEN-PISTIL INCOMPATIBILITY 2); 4-aminobutyrate transaminase"	AT3G22200.1	CHR08V5|COORD:6169456..6163736|protein aminotransferase y4uB, putative, expressed	LOC_Os08g10510.2	" no descriptionmoderately similar to ( 307)AT3G22200| Symbols: GABA-T, POP2 | POP2 (POLLEN-PISTIL INCOMPATIBILITY 2); 4-aminobutyrate transaminase | chr3:7835293-7838870 FORWARDnot assigned not assigned not assigned not assigned PRK06105 BioA PRK07480 PRK07482 PRK07036 PRK09221 PRK07483 PRK07481 PRK05965 PRK06916 PRK06062 ArgD GabT PRK07030 PRK06541 PRK12403 PRK06917 Aminotran_3 PRK07678 PRK08742 PRK11522 PRK09044 PRK03711 PRK08466 PRK08555 PRK07986 rocD PRK05964 rocD PRK08117 PRK05769 argD PRK07323 argD PRK06943 PRK06938 argD PRK08593 PRK06148 PRK06173 PRK06058 PRK07894 PRK04260 PRK06931 PRK08088 PRK06918 PRK02627 PRK05630 argD PRK08360 PRK12381 PRK06082 PRK09264 PRK06149 argD PRK07495 argD HemL PRK05639 PRK09792 PRK00062 "	amino acid metabolism.synthesis.central amino acid metabolism.GABA.GABA transaminase	13_1_1_1_2

CUST_74809_PI403524517	2	0.08861256	0.13767242	-0.008339882	-0.07853508	-0.10216141	0.008338928	35_21450	"Cluster: Putative formylglycineamide ribotide amidotransferase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative formylglycineamide ribotide amidotrans"	UniRef90_Q5N821	CHR1V7|COORD:27926666..27931107| catalytic	AT1G74260.1	CHR01V5|COORD:38950685..38945585|protein phosphoribosylformylglycinamidine synthase, chloroplast precursor, putative, expressed	LOC_Os01g66500.1	no descriptionmoderately similar to ( 345)AT1G74260| Symbols:  | catalytic | chr1:27926666-27931107 REVERSEnot assigned PRK05297 GATase1_FGAR_AT PurL PRK01175 PRK03619	nucleotide metabolism.synthesis.purine.FGAR amidotransferase	23_1_2_4

CUST_180730_PI403524517	2	0.23794746	-0.12620544	0.029344559	-0.029344559	0.03943634	-0.07217884	35_50262	"Cluster: Os01g0768400 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0768400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JIZ8		0	CHR01V5|COORD:32727004..32723284|protein expressed protein	LOC_Os01g56260.1	no description	not assigned.unknown	35_2

CUST_110834_PI403524517	2	0.5890031	-0.09821892	0.035437584	-0.035437584	-0.17789745	0.03685856	35_31475	"Cluster: Os03g0641200 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os03g0641200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DQ28	"CHR4V7|COORD:11270329..11273786| AAT1 (CATIONIC AMINO ACID TRANSPORTER 1); cationic amino acid transporter"	AT4G21120.1	CHR03V5|COORD:24652359..24651053|protein AAT1, putative	LOC_Os03g43980.1	"no descriptionweakly similar to ( 140)AT4G21120| Symbols: CAT1 | AAT1 (CATIONIC AMINO ACID TRANSPORTER 1); cationic amino acid transporter | chr4:11270329-11273786 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned PotE TT_ORF1 Protamine_P1 AnsP PRK11357 Protamine_P2 PRK07003"	transport.amino acids	34_3

CUST_73459_PI403524517	2	-0.4141631	0.114675045	0.099042416	0.12826395	-0.76820135	-0.099042416	35_21064	"Cluster: Putative membrane protein PTM1; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative membrane protein PTM1 - Oryza sativa (japonica cultivar-group"	UniRef90_Q8H399	"CHR1V7|COORD:27289966..27292001| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G01070.1); similar to Os11g0546100 [Oryza sativa (japonica"	AT1G72480.1	CHR07V5|COORD:25318760..25321486|protein TMEM87A protein, putative, expressed	LOC_Os07g42310.1	" no descriptionweakly similar to ( 117)AT1G72480| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G01070.1); similar to Os11g0546100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001068063.1); similar to Os09g0439700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001063277.1); similar to Lung seven transmembrane receptor family protein, expressed [Oryza sativa (japonica cultivar-group)] (GB:ABF95807.1); contains InterPro domain Lung seven transmembrane receptor; (InterPro:IPR009637) | chr1:27289966-27292001 REVERSEnot assigned not assigned not assigned Lung_7-TM_R "	not assigned.unknown	35_2

CUST_15399_PI403524517	2	0.42534113	-0.47727013	0.10259485	-0.0029673576	-0.2699828	0.0029668808	35_4441	"Cluster: Importin beta-like protein; n=2; Oryza sativa|Rep: Importin beta-like protein - Oryza sativa (Rice)"	UniRef90_Q8GTC5	CHR5V7|COORD:21731242..21733935| importin beta-2, putative	AT5G53480.1	CHR05V5|COORD:16615805..16620648|protein importin beta-1 subunit, putative, expressed	LOC_Os05g28510.4	 no descriptionweakly similar to ( 115)AT5G53480| Symbols:  | importin beta-2, putative | chr5:21731242-21733935 FORWARDnot assigned not assigned KAP95 IBN_N SXM1 	protein.targeting.nucleus	29_3_1

CUST_158454_PI403524517	2	0.33156586	0.041060448	-0.017241478	-0.22281122	0.017242432	-0.13756037	35_44234	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_108155_PI403524517	2	-0.06079197	0.2779541	0.12755108	-0.11983013	0.06079197	-0.103364944	35_30768	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_56645_PI403524517	2	0.011052132	0.1233654	0.041522026	-0.0850544	-0.09776974	-0.011053085	35_16126	"Cluster: Putative ubiquitin-specific protease 6; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ubiquitin-specific protease 6 - Oryza sativa (japonic"	UniRef90_Q5JK78	"CHR1V7|COORD:19179473..19183562| UBP6 (UBIQUITIN-SPECIFIC PROTEASE 6); ubiquitin-specific protease"	AT1G51710.1	CHR01V5|COORD:20916430..20908462|protein ubiquitin carboxyl-terminal hydrolase 6, putative, expressed	LOC_Os01g36930.1	no descriptionmoderately similar to ( 330)AT1G51710| Symbols: UBP6 | UBP6 (UBIQUITIN-SPECIFIC PROTEASE 6) | chr1:19179473-19183067 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Peptidase_C19A Peptidase_C19 UCH peptidase_C19C Peptidase_C19D Peptidase_C19H Peptidase_C19E Peptidase_C19B Peptidase_C19G Peptidase_C19L	protein.degradation.ubiquitin.ubiquitin protease	29_5_11_5

CUST_116082_PI403524517	2	-0.22855473	0.9995842	0.0017127991	-0.0017127991	-0.79495907	0.42873192	35_32916	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_31337_PI403524517	2	-0.24234104	-1.2071619	-0.13074017	0.4503889	0.762743	0.13074017	35_9045	Rep: OSIGBa0148P16.3 protein - Oryza sativa (Rice)	UniRef90_Q01L02	"CHR3V7|COORD:18005033..18005580| similar to SGR5 (SHOOT GRAVITROPISM 5) [Arabidopsis thaliana] (TAIR:AT2G01940.3); similar to hypothetical protein"	AT3G48550.1	CHR02V5|COORD:18086053..18087151|protein expressed protein	LOC_Os02g30380.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07764 PRK07003 PRK12323 PRK12678 PRK05648 DUF1421 HpaP	not assigned.unknown	35_2

CUST_18865_PI404877155	2	-0.03042841	0.63746786	0.103245735	-0.12134838	-0.6653161	0.030427933	HW05N09u_at	0	0	0	0	0	0	NONE	lipid metabolism.lipid degradation.beta-oxidation.acyl CoA DH	11_9_4_02

CUST_10454_PI399408534	2	0.49986267	-0.29366064	0.4553175	-0.19296646	-0.37055874	0.19296694	35_23348	Rep: INDETERMINATE-related protein 10 - Zea mays (Maize)	UniRef90_Q5UDB8	"CHR2V7|COORD:505522..509153| ATIDD5 (ARABIDOPSIS THALIANA INDETERMINATE(ID)-DOMAIN 5); nucleic acid binding / transcription factor/ zinc ion binding"	AT2G02070.1	CHR02V5|COORD:27310151..27319794|protein INDETERMINATE-related protein 9, putative, expressed	LOC_Os02g45054.4	"no descriptionweakly similar to ( 162)AT2G02070| Symbols: ATIDD5 | ATIDD5 (ARABIDOPSIS THALIANA INDETERMINATE(ID)-DOMAIN 5); nucleic acid binding / transcription factor/ zinc ion binding | chr2:505522-509153 FORWARDPRK07764"	RNA.regulation of transcription.C2H2 zinc finger family	27_3_11

CUST_63737_PI403524517	2	-0.11751175	1.0022116	-0.26516342	0.48277092	-0.037243843	0.037243843	35_18200	"Cluster: Putative serine O-acetyltransferase satA; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative serine O-acetyltransferase satA - Oryza sativa (jap"	UniRef90_Q8W0E4	"CHR5V7|COORD:22978724..22979808| AtSerat1;1 (SERINE ACETYLTRANSFERASE 52); serine O-acetyltransferase"	AT5G56760.1	CHR01V5|COORD:30369374..30370785|protein serine acetyltransferase 3, mitochondrial precursor, putative, expressed	LOC_Os01g52260.1	" no descriptionmoderately similar to ( 343)AT5G56760| Symbols: SAT5, SAT-52, AtSerat1;1 | AtSerat1;1 (SERINE ACETYLTRANSFERASE 52); serine O-acetyltransferase | chr5:22978724-22979808 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned cysE CysE SATase_N WbbJ PRK07003 PRK10191 Herpes_BLLF1 Atrophin-1 HPC2 PRK12323 LbetaH PRK05289 PaaY DUF566 PRK07764 DUF1421 Tymo_45kd_70kd Pneumo_att_G APC_basic PRK12678 DUF1509 Extensin_2 PRK05648 AF-4 LpxA KAR9 Herpes_UL32 lpxD DapD Herpes_TAF50 Metaviral_G LpxD GRASP55_65 lacA PRK08853 DAG1 PRK10263 infB PRK08691 DUF605 Rubella_Capsid PRK10502 TT_ORF1 Syndecan PRK12372 GlmU PRK10856 MAP65_ASE1 dapD GAT1 Totivirus_coat PRK06132 PAP1 PRK12495 CTF_NFI PRK09169 "	amino acid metabolism.synthesis.serine-glycine-cysteine group.cysteine.SAT	13_1_5_3_2

CUST_84597_PI403524517	2	-0.8037863	-0.5403757	0.67724895	0.513834	-0.049497604	0.049497604	35_24241	"Cluster: Putative alcohol dehydrogenase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative alcohol dehydrogenase - Oryza sativa (japonica cultivar-group"	UniRef90_Q8LHA1	CHR1V7|COORD:7922549..7924748| alcohol dehydrogenase, putative	AT1G22440.1	CHR07V5|COORD:25702385..25695119|protein alcohol dehydrogenase 3, putative, expressed	LOC_Os07g42924.1	 no descriptionmoderately similar to ( 221)AT1G22440| Symbols:  | alcohol dehydrogenase, putative | chr1:7922549-7924748 FORWARDweakly similar to ( 182)ADHX_ORYSAnot assigned not assigned AdhC Tdh ADH_zinc_N AdhP tdh 	fermentation.ADH	5_3

CUST_93057_PI403524517	2	-0.51907635	-0.7687154	0.11410141	0.42206383	0.3752737	-0.11410141	35_26608	"Cluster: Glycosyl hydrolase family 38 protein, putative, expressed; n=4; Oryza sativa|Rep: Glycosyl hydrolase family 38 protein, putative, expressed - Oryza sat"	UniRef90_Q10A56	CHR5V7|COORD:26456239..26461660| glycosyl hydrolase family 38 protein	AT5G66150.1	CHR10V5|COORD:2461354..2473925|protein lysosomal alpha-mannosidase precursor, putative, expressed	LOC_Os10g05069.3	no descriptionweakly similar to ( 169)AT5G66150| Symbols:  | glycosyl hydrolase family 38 protein | chr5:26456239-26461660 REVERSEnot assigned	misc.gluco-, galacto- and mannosidases	26_3

CUST_161051_PI403524517	2	0.23253298	0.005870819	0.06960344	-0.1263051	-0.2588253	-0.005870819	35_44937	"Cluster: Os09g0555800 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0555800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IZQ6	CHR1V7|COORD:24616303..24618353| acyl-activating enzyme 11 (AAE11)	AT1G66120.1	CHR09V5|COORD:22084416..22082159|protein acyl-activating enzyme 11, putative, expressed	LOC_Os09g38350.1	no descriptionweakly similar to ( 110)AT1G66120| Symbols:  | acyl-activating enzyme 11 (AAE11) | chr1:24616303-24618353 FORWARDnot assigned PRK08162 PRK07771 AMP-binding CaiC FAA1 PRK07008 PRK05620 Acs PRK06187 PRK06219 PRK06018 PRK08316 PRK07798 PRK08276 PRK07770 PRK07684 PRK06145	lipid metabolism.FA synthesis and FA elongation.acyl coa ligase	11_1_8

CUST_36601_PI403524517	2	0.32365513	0.50103664	0.055805206	-0.1342578	-1.0777991	-0.055805683	35_10553	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_79479_PI403524517	2	0.52642775	0.4676714	0.16477966	-0.20854187	-0.5020838	-0.16478014	35_22798	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_28332_PI399408534	2	0.17452097	-0.1847291	4.6682358E-4	-4.6682358E-4	0.10101986	-0.22359133	35_20037	"Cluster: PHD zinc finger protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: PHD zinc finger protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5VMF2	CHR2V7|COORD:15400526..15406268| PHD finger transcription factor, putative	AT2G36720.1	CHR06V5|COORD:130089..137354|protein protein binding protein, putative, expressed	LOC_Os06g01170.1	 no descriptionmoderately similar to ( 287)AT2G36720| Symbols:  | PHD finger transcription factor, putative | chr2:15400526-15406268 FORWARDPHD PHD 	RNA.regulation of transcription.PHD finger transcription factor	27_3_63

CUST_48051_PI403524517	2	0.063797	0.25018692	-0.063797	-0.11849213	-0.1262989	0.28604603	35_13741	Rep: UBC protein - Homo sapiens (Human)	UniRef90_Q96H31	"CHR4V7|COORD:2718557..2719951| UBQ10 (POLYUBIQUITIN 10); protein binding"	AT4G05320.4	CHR06V5|COORD:28400733..28403579|protein polyubiquitin containing 7 ubiquitin monomers, putative, expressed	LOC_Os06g46770.2	no descriptionhighly similar to ( 797)AT4G05320| Symbols: UBQ10 | UBQ10 (POLYUBIQUITIN 10) | chr4:2718557-2719951 FORWARDweakly similar to ( 150)UBIQ_WHEATUbiquitin - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Ubiquitin ubiquitin UBQ Nedd8 UBL AN1_N RAD23_N Scythe_N UBQ parkin_N Fubi GDX_N SF3a120_C NIRF_N Glutenin_hmw ISG15_repeat2 Tymo_45kd_70kd DUF566 UBI4 hPLIC_N	protein.degradation.ubiquitin.ubiquitin	29_5_11_1

CUST_169604_PI403524517	2	0.14731884	0.4364586	0.003452301	-0.2880764	-0.06286526	-0.003452301	35_47239	"Cluster: Os09g0538700 protein; n=4; Oryza sativa (japonica cultivar-group)|Rep: Os09g0538700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J002	CHR3V7|COORD:19050959..19053416| proline-rich family protein	AT3G51290.1	CHR09V5|COORD:21208472..21212687|protein bZIP-like protein, putative, expressed	LOC_Os09g36760.1	no descriptionweakly similar to ( 159)AT3G51290| Symbols:  | proline-rich family protein | chr3:19050959-19053416 FORWARDDUF632	not assigned.unknown	35_2

CUST_11322_PI404877155	2	0.13426971	-0.44971323	-0.014540672	0.014540195	-0.6788273	0.20973921	Contig4998_s_at	TAK33 [Triticum aestivum]	AAK20741.1	serine/threonine protein kinase family protein	At1g66930.1	protein TAK14	Os01g02800	"protein kinase family protein, contains protein kinase domain, Pfam:PF00069; contains serine/threonine protein kinase domain, INTERPRO:IPR002290"	signalling.receptor kinases.wheat LRK10 like	30_2_20

CUST_7616_PI403524517	2	0.0230093	0.6820326	0.071024895	-0.2786293	-0.0230093	-0.39309978	35_2120	"Cluster: Hypothetical protein OJ1506_A04.22; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1506_A04.22 - Oryza sativa (japonica cultiv"	UniRef90_Q6K4E1	"CHR2V7|COORD:19119336..19120529| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G01240.3); similar to Os09g0363500 [Oryza sativa (japonica"	AT2G46550.1	CHR09V5|COORD:11903340..11907231|protein expressed protein	LOC_Os09g19890.2	no description	not assigned.unknown	35_2

CUST_50035_PI403524517	2	0.034805298	-0.63178253	-0.159976	-0.009772301	0.009772301	0.017987251	35_14282	Rep: B0812A04.3 protein - Oryza sativa (Rice)	UniRef90_Q25A95	CHR5V7|COORD:16332817..16333849| ATPHB3 (PROHIBITIN 3)	AT5G40770.1	CHR04V5|COORD:22898861..22897018|protein prohibitin, putative, expressed	LOC_Os04g38900.2	no descriptionmoderately similar to ( 358)AT5G40770| Symbols: ATPHB3 | ATPHB3 (PROHIBITIN 3) | chr5:16332817-16333849 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Band_7_prohibitin HflC Band_7 PHB Band_7_stomatin_like Band_7_HflC Tymo_45kd_70kd Band_7 PRK07003 Atrophin-1 Herpes_BLLF1 PRK12323 HPC2 Band_7_HflK PRK07764 Band_7_4 Extensin_2 KAR9 APC_basic AF-4 DUF566 DUF1509 PRK09169 CTF_NFI DUF1421 Pneumo_att_G Herpes_UL32 PRK08853	not assigned.no ontology	35_1

CUST_47891_PI403524517	2	-0.92603016	0.0028867722	0.86264133	-0.0028867722	0.93708324	-0.34736252	35_13697	Rep: Cytochrome P450 CYP709C1 - Triticum aestivum (Wheat)	UniRef90_Q6DV71	"CHR2V7|COORD:19299364..19301281| CYP709B1 (cytochrome P450, family 709, subfamily B, polypeptide 1); oxygen binding"	AT2G46960.2	CHR07V5|COORD:13322237..13324707|protein cytochrome P450 72A1, putative, expressed	LOC_Os07g23570.1	" no descriptionmoderately similar to ( 331)AT2G46950| Symbols: CYP709B2 | CYP709B2 (cytochrome P450, family 709, subfamily B, polypeptide 2); oxygen binding | chr2:19296535-19298610 REVERSEmoderately similar to ( 238)C72A1_CATROCytochrome P450 72A1 - Catharanthus roseus (Rosy periwinkle) (Madagascar periwinkle)not assigned not assigned not assigned not assigned not assigned not assigned p450 CypX "	misc.cytochrome P450	26_10

CUST_4907_PI404877155	2	0.17608833	0.5173626	-0.32988644	-0.03644657	-0.17778492	0.03644657	Contig16257_at	OSJNBa0027G07.10 [Oryza sativa (japonica cultivar-group)]	CAE04374.1	monosaccharide transporter, putative	At1g34580.1	protein hypothetical protein	Os02g36490	gi|32489189|emb|CAE04374.1| OSJNBa0027G07.10	transporter.sugars	34_2

CUST_118724_PI403524517	2	-0.0650692	0.09268856	-0.0037765503	-0.0918169	0.003777504	0.020598412	35_33607	Rep: Proteasome subunit alpha type 7 - Oryza sativa (Rice)	UniRef90_O04861	"CHR5V7|COORD:26454671..26455903| PAD2 (20S proteasome alpha subunit D2); peptidase"	AT5G66140.1	CHR08V5|COORD:27400407..27404263|protein proteasome subunit alpha type 7, putative, expressed	LOC_Os08g43540.1	"no descriptionvery weakly similar to (58.5)AT5G66140| Symbols: PAD2 | PAD2 (20S proteasome alpha subunit D2); peptidase | chr5:26454671-26455903 REVERSEvery weakly similar to (72.8)PSA7_ORYSAnot assigned"	protein.degradation.ubiquitin.proteasom	29_5_11_20

CUST_88596_PI403524517	2	0.018963814	0.2839799	-0.014498234	0.014497757	-0.52307606	-0.25236654	35_25357	"Cluster: Putative cell division protein FtsH3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative cell division protein FtsH3 - Oryza sativa (japonica"	UniRef90_Q6H6R9	CHR1V7|COORD:11399903..11405702| actin binding	AT1G31810.1	CHR02V5|COORD:26150407..26156594|protein OsFtsH7 - Oryza sativa FtsH protease, homologue of AtFtsH7, expressed	LOC_Os02g43350.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_60136_PI403524517	2	-0.48528862	-0.42013454	0.22998524	0.28138542	0.021736145	-0.021736145	35_17142	"Cluster: Sugar transporter family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Sugar transporter family protein, expressed - Oryza sativ"	UniRef90_Q2QPX7	"CHR3V7|COORD:6489006..6491215| ATPLT5 (POLYOL TRANSPORTER 5); D-ribose transporter/ D-xylose transporter/ carbohydrate transporter/ galactose"	AT3G18830.1	CHR12V5|COORD:19870108..19867836|protein major myo-inositol transporter iolT, putative, expressed	LOC_Os12g32940.1	"no descriptionmoderately similar to ( 290)AT3G18830| Symbols: ATPLT5 | ATPLT5 (POLYOL TRANSPORTER 5); D-ribose transporter/ D-xylose transporter/ carbohydrate transporter/ galactose transporter/ glucose transporter/ glycerol transporter/ hydrogen:sugar symporter/ mannitol transporter/ monosaccharide transporter/ myo-inositol | chr3:6489006-6491215 REVERSEvery weakly similar to (84.0)STA_RICCOSugar carrier protein A - Ricinus communis (Castor bean)not assigned not assigned not assigned not assigned not assigned not assigned Sugar_tr xylE MFS_1 AraJ ProP PRK07003 PRK12678 PRK11551"	transporter.sugars	34_2

CUST_10278_PI404877155	2	0.11932945	-1.0327597	-0.11932945	0.31660557	0.16530514	-0.2772789	Contig4015_at	Photosystem I reaction center subunit II, chloroplast precursor (Photosystem I 20 kDa subunit) (PSI-D) pir||JQ2247 photosystem I chain D pre	P36213	photosystem I reaction center subunit II, chloroplast, putative / photosystem I 20 kDa subunit, putative / PSI-D	At4g02770.1	protein PsaD, putative	Os08g44680	Photosystem I reaction center subunit II, chloroplast	PS.lightreaction.photosystem I.PSI polypeptide subunits	1_01_02_02

CUST_10550_PI399408534	2	0.13510895	0.16585445	-0.11761761	-0.09112644	-0.008328438	0.008328438	35_8884	"Cluster: Os07g0408100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0408100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D724	CHR3V7|COORD:18240795..18242859| transducin family protein / WD-40 repeat family protein	AT3G49180.1	CHR07V5|COORD:12682626..12674396|protein WD-repeat protein 18, putative, expressed	LOC_Os07g22534.2	no descriptionweakly similar to ( 122)AT3G49180| Symbols:  | transducin family protein / WD-40 repeat family protein | chr3:18240795-18242859 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned WD40 COG2319 WD40	signalling.G-proteins	30_5

CUST_45596_PI403524517	2	-0.056829453	0.43297768	0.28805923	-0.045869827	0.045869827	-0.16970587	35_13069	"Cluster: Hypothetical protein P0020C11.5; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0020C11.5 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6Z7F7	CHR5V7|COORD:26363543..26364721| F-box family protein	AT5G65850.1	CHR02V5|COORD:21393861..21390417|protein F-box protein interaction domain containing protein, expressed	LOC_Os02g35560.1	no description	not assigned.unknown	35_2

CUST_101493_PI403524517	2	-0.08250332	0.08811569	0.14379025	-0.055625916	0.05562496	-0.20356846	35_28964	"Cluster: Expressed protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10QG7	"CHR1V7|COORD:3969987..3971488| similar to hypothetical protein MtrDRAFT_AC126792g27v1 [Medicago truncatula] (GB:ABE94701.1); contains domain FAMILY NOT NAMED"	AT1G11755.1	CHR03V5|COORD:5069456..5064741|protein expressed protein	LOC_Os03g10080.1	"no descriptionvery weakly similar to (76.6)AT1G11755| Symbols:  | similar to hypothetical protein MtrDRAFT_AC126792g27v1 [Medicago truncatula] (GB:ABE94701.1); contains domain FAMILY NOT NAMED (PTHR21528); contains domain Undecaprenyl diphosphate synthase (SSF64005); contains domain no description (G3D.3.40.1180.10); contains domain SUBFAMILY NOT NAMED (PTHR21528:SF2) | chr1:3969987-3971488 REVERSE"	not assigned.no ontology	35_1

CUST_3798_PI404877155	2	0.1494255	-0.5369997	-0.023755074	-0.04757309	0.041744232	0.023755074	Contig14398_s_at	OSJNBb0060M15.2 [Oryza sativa (japonica cultivar-group)]	CAE03190.2	sulfate adenylyltransferase 1 / ATP-sulfurylase 1 (APS1)	At3g22890.1	protein sulfate adenylyltransferase	Os04g02050	sulfate adenylyltransferase 1 / ATP-sulfurylase 1 (APS1), nearly identical to ATP sulfurylase (APS1) (Arabidopsis thaliana) GI:6606509	S-assimilation.APS	14_01

CUST_62101_PI403524517	2	0.023139954	0.42964935	0.008563995	-0.19594002	-0.008563995	-0.30988026	35_17711	"Cluster: OSJNBa0013K16.5 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0013K16.5 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XP62	0	0	CHR04V5|COORD:29325612..29322339|protein expressed protein	LOC_Os04g49540.1	no description	not assigned.unknown	35_2

CUST_27922_PI403524517	2	0.1268835	0.45125198	0.012546539	-0.11972046	-0.02004528	-0.012545586	35_8074	"Cluster: Os02g0137100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os02g0137100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E447	CHR3|COORD:3167956..3170908| expressed protein	AT3G10250.2	CHR06V5|COORD:29800549..29797152|protein plant-specific domain TIGR01589 family protein, expressed	LOC_Os06g49180.1	" no descriptionmoderately similar to ( 247)AT3G10250| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G04090.2); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD10374.1); similar to Os02g0137100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001045827.1); contains InterPro domain Conserved hypothetical protein 1589, plant; (InterPro:IPR006476) | chr3:3168376-3170423 REVERSEA_thal_3526 "	not assigned.unknown	35_2

CUST_60843_PI403524517	2	-0.16594505	0.027153015	0.007912636	0.10503292	-0.008616447	-0.007912636	35_17353	Rep: Glycosyltransferase - Triticum aestivum (Wheat)	UniRef90_Q5QPZ3	"CHR3V7|COORD:6228399..6229553| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G18180.1); similar to glycosyltransferase [Saccharum officinarum]"	AT3G18170.1	CHR02V5|COORD:13417115..13420211|protein glycosyltransferase, putative, expressed	LOC_Os02g22480.1	"no descriptionmoderately similar to ( 321)AT3G18170| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G18180.1); similar to glycosyltransferase [Saccharum officinarum] (GB:CAI30073.1); contains InterPro domain Protein of unknown function DUF563; (InterPro:IPR007657) | chr3:6228399-6229553 FORWARDnot assigned DUF563"	not assigned.unknown	35_2

CUST_180516_PI403524517	2	0.45203018	-0.4628029	0.066010475	-0.066010475	-0.15057468	0.21412182	35_50202	Rep: Kinesin heavy chain - Zea mays (Maize)	UniRef90_Q93XG0	CHR2V7|COORD:15186818..15192268| kinesin motor protein-related	AT2G36200.1	CHR05V5|COORD:918451..925034|protein kinesin-related protein, putative, expressed	LOC_Os05g02670.3	no descriptionmoderately similar to ( 358)AT2G36200| Symbols:  | kinesin motor protein-related | chr2:15186818-15192268 REVERSEmoderately similar to ( 363)K125_TOBAC125 kDa kinesin-related protein - Nicotiana tabacum (Common tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned KISc_BimC_Eg5 Kinesin KISc KISc KIP1 KISc_KIF3 KISc_CENP_E KISc_KIF4 KISc_C_terminal KISc_KIF1A_KIF1B KISc_KIP3_like KISc_KHC_KIF5 KISc_KLP2_like Motor_domain KISc_KIF2_like KISc_KIF9_like KISc_KID_like KISc_KIF23_like	cell.organisation	31_1

CUST_22637_PI403524517	2	0.23727894	0.37025738	-0.064734936	0.06473446	-0.13140583	-0.6763463	35_6573	"Cluster: GL2-type homeobox genes; n=2; Oryza sativa (japonica cultivar-group)|Rep: GL2-type homeobox genes - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6EPF0	0	0	CHR02V5|COORD:27489045..27481996|protein homeobox protein FWA, putative, expressed	LOC_Os02g45250.1	no descriptionnot assigned Protamine_P1 TT_ORF1	not assigned.unknown	35_2

CUST_84235_PI403524517	2	0.02788639	-0.11112261	0.25550318	0.21959305	-0.02788639	-0.10405445	35_24139	"Cluster: Putative karyopherin-beta 3 variant; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative karyopherin-beta 3 variant - Oryza sativa (japonica cult"	UniRef90_Q6ZL37	CHR1V7|COORD:11399903..11405702| actin binding	AT1G31810.1	CHR07V5|COORD:23263600..23254730|protein importin beta-3, putative, expressed	LOC_Os07g38760.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 Extensin_2 PRK07003 PRK07764 IER DUF1421 Atrophin-1 Tymo_45kd_70kd Totivirus_coat tatB FAP	not assigned.unknown	35_2

CUST_122855_PI403524517	2	-0.12100983	0.47603703	0.12100983	0.12525225	-0.17586184	-0.18802118	35_34658	"Cluster: Putative choline kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative choline kinase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5VRY8	CHR1V7|COORD:27944853..27946564| choline kinase, putative	AT1G74320.1	CHR01V5|COORD:4391956..4394240|protein choline/ethanolamine kinase, putative, expressed	LOC_Os01g08760.1	no description	not assigned.unknown	35_2

CUST_70439_PI403524517	2	-0.010492325	0.049772263	0.010491371	-0.10921192	-0.037210464	0.0460701	35_20175	Rep: OSIGBa0113E10.14 protein - Oryza sativa (Rice)	UniRef90_Q00RP2	"CHR1V7|COORD:6257956..6261318| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G19950.1); similar to Os04g0652500 [Oryza sativa (japonica cultivar-gr"	AT1G18190.1	CHR04V5|COORD:33011131..33006750|protein expressed protein	LOC_Os04g55810.1	"no descriptionmoderately similar to ( 303)AT1G18190| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G19950.1); similar to Os04g0652500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001054099.1); similar to hypothetical protein MtrDRAFT_AC139526g29v1 [Medicago truncatula] (GB:ABE80160.1); similar to OSIGBa0113E10.14 [Oryza sativa (indica cultivar-group)] (GB:CAJ86331.1); contains InterPro domain Prefoldin; (InterPro:IPR009053) | chr1:6257956-6261318 REVERSEvery weakly similar to (84.3)GOGA5_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Smc SbcC PRK03918 ERM Myosin_tail_1 MAD"	not assigned.no ontology	35_1

CUST_36434_PI403524517	2	0.029447556	-0.62743855	-0.053177834	-0.029447556	0.04166031	0.06460476	35_10508	Rep: H0219H12.4 protein - Oryza sativa (Rice)	UniRef90_Q01IJ3	0	0	CHR04V5|COORD:22732811..22728742|protein ATP-dependent RNA helicase SUV3, mitochondrial precursor, putative, expressed	LOC_Os04g38630.1	no description	not assigned.unknown	35_2

CUST_172337_PI403524517	2	-0.037968636	0.041671753	-0.094788074	0.16859198	-0.3885188	0.037968636	35_48005	Rep: Polyubiquitin 4 UBQ4 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q0WRN6	"CHR5V7|COORD:771975..772895| UBQ3 (POLYUBIQUITIN 3); protein binding"	AT5G03240.2	CHR06V5|COORD:28400733..28403579|protein polyubiquitin containing 7 ubiquitin monomers, putative, expressed	LOC_Os06g46770.3	"no descriptionweakly similar to ( 171)AT5G03240| Symbols: UBQ3 | UBQ3 (POLYUBIQUITIN 3); protein binding | chr5:771975-772895 REVERSEweakly similar to ( 150)UBIQ_WHEATUbiquitin - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned Ubiquitin ubiquitin UBQ Nedd8 UBL AN1_N RAD23_N Scythe_N UBQ parkin_N Fubi GDX_N SF3a120_C NIRF_N ISG15_repeat2 UBI4 hPLIC_N"	protein.degradation.ubiquitin.ubiquitin	29_5_11_1

CUST_12786_PI404877155	2	0.13943195	-1.2728176	-0.32396412	0.07701588	0.2856512	-0.07701588	Contig6533_at	pseudo-response regulator 5 (APRR5) [Arabidopsis thaliana] dbj|BAB13743.1| pseudo-response regulator 5 [Arabidopsis thaliana]	NP_568446.1	pseudo-response regulator 5 (APRR5)	At5g24470.1	protein pseudo-response regulator 3	Os09g36220	NONE	RNA.regulation of transcription.Psudo ARR transcription factor family	27_3_66

CUST_111082_PI403524517	2	-0.005523205	0.18981075	-0.09218216	0.0055236816	-0.36006546	0.17000818	35_31545	"Cluster: Os09g0334800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os09g0334800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J2J0	CHR5V7|COORD:26233352..26235379| legume lectin family protein / protein kinase family protein	AT5G65600.1	CHR09V5|COORD:10151936..10156507|protein protein kinase, putative, expressed	LOC_Os09g16540.1	no descriptionvery weakly similar to (58.2)AT5G65600| Symbols:  | legume lectin family protein / protein kinase family protein | chr5:26233352-26235379 REVERSEvery weakly similar to (58.5)LECN_PEANon-seed lectin precursor - Pisum sativum (Garden pea)Lectin_legB	misc.myrosinases-lectin-jacalin	26_16

CUST_18901_PI404877155	2	-0.051182747	-0.0061597824	0.023194313	-0.016078949	0.016561508	0.006160736	HW08F07V_s_at	phospoenolpyruvate carboxylase [Triticum aestivum]	CAA07610.1	phosphoenolpyruvate carboxylase, putative / PEP carboxylase, putative (PPC1)	At1g53310.1	protein phosphoenolpyruvate carboxylase	Os09g14670	phosphoenolpyruvate carboxylase	glycolysis.PEPCase	4_14

CUST_29514_PI403524517	2	-0.5241084	0.23972225	0.19185829	0.009036064	-0.009036541	-0.36412477	35_8524	"Cluster: Leucine zipper protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Leucine zipper protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ES92	0	0	CHR09V5|COORD:10897051..10899226|protein expressed protein	LOC_Os09g17810.1	no description	not assigned.unknown	35_2

CUST_56395_PI403524517	2	0.24765396	-0.2552843	-0.07443333	0.009993553	-0.0099925995	0.027862549	35_16053	"Cluster: ACT domain-containing protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: ACT domain-containing protein, putative, expressed"	UniRef90_Q2QXL3	CHR5V7|COORD:1368714..1371392| ACT domain-containing protein	AT5G04740.1	CHR12V5|COORD:2599080..2594375|protein ACT domain containing protein, expressed	LOC_Os12g05650.1	no descriptionmoderately similar to ( 330)AT5G04740| Symbols:  | ACT domain-containing protein | chr5:1368714-1371392 REVERSEPRK05092 GlnD ACT_ACR-UUR-like_2	not assigned.no ontology	35_1

CUST_48066_PI403524517	2	0.022510052	-0.70144224	0.39373684	0.07526493	-0.022510529	-0.09963179	35_13745	"Cluster: Elongation factor 1-alpha; n=109; cellular organisms|Rep: Elongation factor 1-alpha - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_P13905	CHR5V7|COORD:24306452..24307901| elongation factor 1-alpha / EF-1-alpha	AT5G60390.1	CHR03V5|COORD:4089482..4092860|protein elongation factor 1-alpha, putative, expressed	LOC_Os03g08050.3	no descriptionhighly similar to ( 843)AT5G60390| Symbols:  | calmodulin binding / translation elongation factor | chr5:24306452-24307803 FORWARDhighly similar to ( 871)EF1A2_HORVUElongation factor 1-alpha - Hordeum vulgare (Barley)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TEF1 PRK12317 EF1_alpha CysN PRK05506 GTP_EFTU TufB cysN CysN_ATPS tufA PRK00049 EF1_alpha_III PRK12736 PRK12735 EF1_alpha_II SelB GTP_translation_factor GTPBP1 EF_Tu GTP_EFTU_D3 Translation_factor_III PRK04000 GCD11 SelB LepA TypA eRF3c_III PRK05433 EFTU_II FusA SelB_euk selB_II PRK10218 GTP_EFTU_D2 TetM_like EF-G LepA eRF3_II_like Translation_Factor_II_like PRK10512 PRK12740 TypA_BipA eIF2_gamma HBS1_C Snu114p EF-G_bact EF2 eRF3_II RF3 PrfC InfB PRK07560 PRK12739 IF2_eIF5B PRK00007 prfC CysN_NodQ_II infB GTPBP_II	protein.synthesis.elongation	29_2_4

CUST_74864_PI403524517	2	-0.08760071	0.33547974	0.12672997	-0.11617184	-0.4047327	0.08760071	35_21463	"Cluster: Putative TATA-binding protein associated factor; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative TATA-binding protein associated factor - Ory"	UniRef90_Q6H7I0	CHR5V7|COORD:17332836..17338372| transcription initiation factor	AT5G43130.1	CHR02V5|COORD:26397394..26390084|protein transcription initiation factor, putative, expressed	LOC_Os02g43750.1	no descriptionmoderately similar to ( 240)AT5G43130| Symbols:  | transcription initiation factor | chr5:17332836-17338372 REVERSEnot assigned TAF4	RNA.transcription	27_2

CUST_47046_PI403524517	2	0.23439741	0.14235067	-0.18628836	-0.41150093	-0.0074801445	0.0074796677	35_13469	"Cluster: Hypothetical protein OJ1651_G11.4; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1651_G11.4 - Oryza sativa (japonica cultivar"	UniRef90_Q6L5E1	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	CHR05V5|COORD:28849953..28851335|protein expressed protein	LOC_Os05g50470.1	no descriptionnot assigned not assigned TT_ORF1	not assigned.unknown	35_2

CUST_101209_PI403524517	2	0.5327282	0.4424634	0.0	0.0	-0.40467072	-0.11409855	35_28886	"Cluster: Os01g0170100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0170100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JQC6	CHR4V7|COORD:16350736..16354026| D111/G-patch domain-containing protein	AT4G34140.1	CHR01V5|COORD:3606522..3612562|protein nucleic acid binding protein, putative, expressed	LOC_Os01g07540.1	no descriptionvery weakly similar to (56.6)AT4G34140| Symbols:  | D111/G-patch domain-containing protein | chr4:16350736-16354026 FORWARD	not assigned.no ontology	35_1

CUST_12811_PI404877155	2	0.07065296	-1.1177521	-0.36855125	0.26907635	0.19887352	-0.070653915	Contig6557_s_at	small heat shock protein Hsp23.6 [Triticum aestivum]	AAD03605.1	23.6 kDa mitochondrial small heat shock protein (HSP23.6-M)	At4g25200.1	protein small heat shock protein Hsp23.6	Os06g11610	NONE	stress.abiotic.heat	20_2_1

CUST_44611_PI403524517	2	0.075722694	0.52565193	-0.03468418	-0.16972542	-0.25607014	0.03468418	35_12795	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_135476_PI403524517	2	0.077121735	-0.812356	0.022936821	0.09497166	-0.022936821	-0.38211918	35_38001	"Cluster: Ribulose bisphosphate carboxylase large chain; n=65; Viridiplantae|Rep: Ribulose bisphosphate carboxylase large chain - Aegilops crassa (Persian"	UniRef90_P25413	CHRCV7|COORD:54958..56397| large subunit of RUBISCO.	ATCG00490.1	CHR10V5|COORD:10530028..10531336|protein ribulose bisphosphate carboxylase large chain precursor, putative, expressed	LOC_Os10g21280.1	no descriptionweakly similar to ( 135)ATCG00490| Symbols: RBCL | large subunit of RUBISCO. | chrC:54958-56397 FORWARDweakly similar to ( 156)RBL_WHEATRibulose bisphosphate carboxylase large chain precursor - Triticum aestivum (Wheat)rbcL rbcL RuBisCO_large rpl23 RbcL Ribosomal_L23	PS.calvin cyle.rubisco large subunit	1_3_1

CUST_135633_PI403524517	2	0.23504162	-0.066464424	-0.31756878	0.31573677	-0.081008434	0.0664649	35_38042	"Cluster: Plectin-like protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Plectin-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7F099	"CHR5V7|COORD:26422359..26427114| ATGRIP/GRIP; protein binding"	AT5G66030.1	CHR07V5|COORD:16970265..16983278|protein golgi-localized protein GRIP, putative, expressed	LOC_Os07g28940.1	 no descriptionweakly similar to ( 124)AT5G66030| Symbols: ATGRIP, GRIP | ATGRIP/GRIP | chr5:26422359-26427114 REVERSEGRIP 	protein.targeting.secretory pathway.golgi	29_3_4_2

CUST_57672_PI403524517	2	0.012114525	0.7966175	0.18832397	-0.23992062	-0.012114525	-0.14361668	35_16442	"Cluster: Kinesin motor protein, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Kinesin motor protein, putative, expressed - Oryza sativa"	UniRef90_Q2QM62	CHR3V7|COORD:5454898..5455683| 60S ribosomal protein L37 (RPL37C)	AT3G16080.1	CHR12V5|COORD:26102591..26097414|protein ATP binding protein, putative, expressed	LOC_Os12g42160.1	no descriptionvery weakly similar to (66.2)AT3G16080| Symbols:  | 60S ribosomal protein L37 (RPL37C) | chr3:5454898-5455683 FORWARDnot assigned Ribosomal_L37e RPL37A	protein.synthesis.misc ribososomal protein	29_2_2

CUST_10844_PI404877155	2	-0.012611389	-0.013626099	0.031248093	0.0126104355	-0.04923725	0.01967144	Contig4582_at	copia-like retroelement pol polyprotein [Arabidopsis thaliana]	AAM66053.1	SNF7 family protein	At4g29160.1	protein SNF7 family	Os09g09480	copia-related retroelement pol polyprotein	RNA.regulation of transcription.SNF7	27_3_71

CUST_94416_PI403524517	2	0.049926758	0.021727562	-0.17221642	-0.021726608	0.06716442	-0.26701832	35_26988	"Cluster: Glutathione S-transferase C-terminal domain-containing protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Glutathione S-transferase"	UniRef90_Q6K8N9	CHR5V7|COORD:17719458..17721161| glutathione S-transferase C-terminal domain-containing protein	AT5G44000.1	CHR02V5|COORD:34907845..34909617|protein glutathione transferase, putative, expressed	LOC_Os02g56970.1	no descriptionmoderately similar to ( 204)AT5G44000| Symbols:  | glutathione S-transferase C-terminal domain-containing protein | chr5:17719458-17721161 REVERSEnot assigned not assigned not assigned GST_C_ECM4_like ECM4 GST_C_family GST_C	misc.glutathione S transferases	26_9

CUST_67720_PI403524517	2	0.37554455	-0.5983639	0.043644905	-0.043644905	0.19500446	-0.22909641	35_19347	"Cluster: Hypothetical protein OSJNBa0032M14.22; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0032M14.22 - Oryza sativa (japonica"	UniRef90_Q652I1	"CHR2V7|COORD:13284980..13285639| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G23290.2); similar to Ribulose bisphosphate carboxylase, large"	AT2G31160.1	CHR06V5|COORD:27905637..27903551|protein expressed protein	LOC_Os06g46030.1	" no descriptionmoderately similar to ( 201)AT3G23290| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G31160.1); similar to Ribulose bisphosphate carboxylase, large chain [Medicago truncatula] (GB:ABE90860.1); contains InterPro domain Protein of unknown function DUF640; (InterPro:IPR006936) | chr3:8326986-8328017 FORWARDnot assigned not assigned not assigned not assigned not assigned DUF640 PRK07764 PRK12323 Tymo_45kd_70kd PRK07003 "	not assigned.unknown	35_2

CUST_139422_PI403524517	2	-0.022854328	0.20299387	0.022854328	-0.052960396	0.0867672	-0.29895353	35_39103	"Cluster: Importin beta-like protein; n=2; Oryza sativa|Rep: Importin beta-like protein - Oryza sativa (Rice)"	UniRef90_Q8GTC5	CHR5V7|COORD:21731242..21733935| importin beta-2, putative	AT5G53480.1	CHR05V5|COORD:16615805..16620648|protein importin beta-1 subunit, putative, expressed	LOC_Os05g28510.4	 no descriptionmoderately similar to ( 238)AT5G53480| Symbols:  | importin beta-2, putative | chr5:21731242-21733935 FORWARDnot assigned not assigned not assigned KAP95 	protein.targeting.nucleus	29_3_1

CUST_84187_PI403524517	2	0.53146124	0.061946392	-0.37597895	1.0163717	-0.06194687	-0.6074853	35_24125	"Cluster: Hypothetical protein OJ1281_H05.17; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1281_H05.17 - Oryza sativa (japonica cultiv"	UniRef90_Q6L4Z7	"CHR5V7|COORD:579963..580452| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G55240.1); similar to Os03g0280400 [Oryza sativa (japonica cultivar-grou"	AT5G02580.1	CHR05V5|COORD:22596061..22594819|protein plant-specific domain TIGR01589 family protein, expressed	LOC_Os05g38680.1	" no descriptionvery weakly similar to (78.6)AT5G02580| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G55240.1); similar to Os03g0280400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001049737.1); similar to Os05g0462000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001055765.1); similar to Os01g0837600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001044739.1); contains InterPro domain Conserved hypothetical protein 1589, plant; (InterPro:IPR006476) | chr5:579963-580452 FORWARDA_thal_3526 "	not assigned.unknown	35_2

CUST_3893_PI404877155	2	-0.5804038	-0.5768118	-0.109316826	0.301095	0.1093173	0.97335577	Contig14521_at	Hypothetical protein [Oryza sativa (japonica cultivar-group)] gb|AAN64153.1| Hypothetical protein [Oryza sativa (japonica cultivar-group)]	NP_912570.1	leucine-rich repeat family protein	At1g78230.1	protein Leucine Rich Repeat, putative	Os03g09070	NONE	signalling.unspecified	30_99

CUST_3774_PI399408534	2	0.1807785	-0.088355064	-0.45501852	9.3460083E-4	-9.3460083E-4	0.02724266	35_16448	Rep: Auxin response factor 10 - Oryza sativa (Rice)	UniRef90_Q8S976	"CHR4V7|COORD:14703375..14705570| ARF16 (AUXIN RESPONSE FACTOR 16); miRNA binding / transcription factor"	AT4G30080.1	CHR06V5|COORD:28585447..28589360|protein auxin response factor 16, putative, expressed	LOC_Os06g47150.3	"no descriptionmoderately similar to ( 292)AT4G30080| Symbols: ARF16 | ARF16 (AUXIN RESPONSE FACTOR 16); miRNA binding / transcription factor | chr4:14703375-14705570 REVERSEvery weakly similar to (51.2)IAA20_ORYSAAuxin_resp"	RNA.regulation of transcription.ARF, Auxin Response Factor family	27_3_4

CUST_111287_PI403524517	2	-0.18046093	0.0023021698	-0.0023031235	0.16452694	-0.11127472	0.07376766	35_31600	0	0		0	CHR06V5|COORD:5687536..5689096|protein sterol carrier protein-2, putative, expressed	LOC_Os06g10890.1	no description	not assigned.unknown	35_2

CUST_103379_PI403524517	2	0.27230453	-0.049229622	0.049230576	-0.10357094	-0.20920086	0.0747633	35_29480	"Cluster: Putative fibroblast growth factor 2-interacting factor; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative fibroblast growth factor 2-interactin"	UniRef90_Q6Z6S1	CHR1V7|COORD:10129187..10133683| apoptosis inhibitory 5 (API5) family protein	AT1G29030.1	CHR02V5|COORD:12365584..12375312|protein apoptosis inhibitor 5, putative, expressed	LOC_Os02g20930.1	no descriptionweakly similar to ( 150)AT1G29030| Symbols:  | apoptosis inhibitory 5 (API5) family protein | chr1:10129187-10133683 REVERSEnot assigned API5	development.unspecified	33_99

CUST_2660_PI404877155	2	0.14569378	0.7170744	-0.19550228	0.090001106	-0.12707329	-0.09000015	Contig1308_at	tonoplast intrinsic protein 1 [Hordeum vulgare]	AAF90121.1	major intrinsic family protein / MIP family protein	At5g47450.1	protein MIP family channel proteins	Os02g44080	"AQP1;ATTIP2;1;DELTA-TIP1;delta tonoplast integral protein (delta-TIP), identical to delta tonoplast integral protein (delta-TIP) (GI:9279707)(GB:U39485) (Arabidopsis thaliana) (Plant Cell 8 (4), 587-599 (1996))"	transport.Major Intrinsic Proteins.TIP	34_19_2

CUST_127594_PI403524517	2	-0.12518549	0.12518549	0.1679244	0.15509796	-0.38972282	-0.35830832	35_35884	0	0		0	CHR10V5|COORD:3499052..3502794|protein receptor-like protein kinase precursor, putative, expressed	LOC_Os10g06760.1	no description	not assigned.unknown	35_2

CUST_16705_PI403524517	2	-0.0238657	0.39664268	0.09999275	-0.041384697	-0.16283607	0.0238657	35_4822	"Cluster: Putative leucine zipper protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative leucine zipper protein - Oryza sativa (japonica cultivar-gro"	UniRef90_Q8RZJ0	"CHR5V7|COORD:20533608..20535659| ATEXO70F1 (exocyst subunit EXO70 family protein F1); protein binding"	AT5G50380.1	CHR01V5|COORD:40562037..40565292|protein protein binding protein, putative, expressed	LOC_Os01g69230.1	"no descriptionmoderately similar to ( 479)AT5G50380| Symbols: ATEXO70F1 | ATEXO70F1 (exocyst subunit EXO70 family protein F1); protein binding | chr5:20533608-20535659 REVERSEnot assigned not assigned not assigned Exo70"	not assigned.no ontology	35_1

CUST_75305_PI403524517	2	-0.01433754	0.5326319	0.004488945	-0.004488945	-0.066869736	0.11426449	35_21586	"Cluster: Mitochondrial substrate carrier family protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Mitochondrial substrate carrier"	UniRef90_Q2QYX8	CHR2V7|COORD:15051516..15055431| mitochondrial substrate carrier family protein	AT2G35800.1	CHR12V5|COORD:140120..135205|protein expressed protein	LOC_Os12g01240.1	 no descriptionmoderately similar to ( 251)AT2G35800| Symbols:  | mitochondrial substrate carrier family protein | chr2:15051516-15055431 FORWARDvery weakly similar to (62.4)BT1_MAIZEProtein brittle-1, chloroplast precursor - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Mito_carr 	transport.metabolite transporters at the mitochondrial membrane	34_9

CUST_89429_PI403524517	2	1.3025956	1.577887	1.5824928	-1.3025956	-1.673913	-1.4277754	35_25582	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_4724_PI403524517	2	-0.32606316	-0.44463825	-0.079857826	0.17284203	0.08576965	0.07985687	35_1303	Rep: Blue (Type 1) copper domain - Medicago truncatula (Barrel medic)	UniRef90_Q1SDF8	CHR5V7|COORD:9241617..9242638| plastocyanin-like domain-containing protein / mavicyanin, putative	AT5G26330.1	CHR07V5|COORD:23000069..22995081|protein copper ion binding protein, putative, expressed	LOC_Os07g38290.1	 no descriptionweakly similar to ( 126)AT5G26330| Symbols:  | plastocyanin-like domain-containing protein / mavicyanin, putative | chr5:9241617-9242638 REVERSEvery weakly similar to (92.4)BCP_PEABlue copper protein precursor - Pisum sativum (Garden pea)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Cu_bind_like PRK12323 PRK07764 PRK07003 Tymo_45kd_70kd Atrophin-1 Pneumo_att_G 	misc.plastocyanin-like	26_19

CUST_106973_PI403524517	2	-0.072467804	0.44063377	0.046250343	-0.09796238	0.13134956	-0.046250343	35_30444	Rep: F5D14.2 protein - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q9LQN3	"CHR1V7|COORD:11640740..11641764| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G35480.1); similar to Os02g0127900 [Oryza sativa (japonica"	AT1G32260.1	CHR02V5|COORD:1447124..1449635|protein expressed protein	LOC_Os02g03560.1	"no descriptionweakly similar to ( 148)AT1G32260| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G35480.1); similar to Os02g0127900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001045765.1) | chr1:11640740-11641764 REVERSEnot assigned not assigned not assigned not assigned not assigned"	not assigned.unknown	35_2

CUST_31697_PI403524517	2	0.24080086	-0.13835955	-0.01684761	0.09765911	-0.33387756	0.016847134	35_9146	"Cluster: Putative RNA helicase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative RNA helicase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q84Z30	CHR5V7|COORD:22315894..22318945| DEAD/DEAH box helicase, putative	AT5G54910.1	CHR07V5|COORD:19930300..19924400|protein ATP-dependent RNA helicase dbp4, putative, expressed	LOC_Os07g33340.1	 no descriptionweakly similar to ( 152)AT5G54910| Symbols:  | DEAD/DEAH box helicase, putative | chr5:22315894-22318945 REVERSEvery weakly similar to (63.5)DB10_NICSYATP-dependent RNA helicase-like protein DB10 - Nicotiana sylvestris (Wood tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DEADc SrmB PRK11776 PRK11192 DEAD PRK10590 PRK11634 DEXDc PRK04837 PRK01297 Lhr DEXDc PRK04537 COG1205 	DNA.synthesis/chromatin structure	28_1

CUST_158631_PI403524517	2	1.1022768	0.17536068	-0.30083466	0.16913033	-0.16913033	-0.32036734	35_44282	"Cluster: Putative serine protease; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative serine protease - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8H047	CHR3V7|COORD:4658428..4660761| subtilase family protein	AT3G14067.1	CHR03V5|COORD:1015016..1012324|protein xylem serine proteinase 1 precursor, putative, expressed	LOC_Os03g02750.1	no descriptionweakly similar to ( 149)AT3G14067| Symbols:  | subtilase family protein | chr3:4658428-4660761 REVERSEPeptidase_S8	protein.degradation.subtilases	29_5_1

CUST_168717_PI403524517	2	-0.07121611	0.07866478	0.07121563	-0.13093328	0.104631424	-0.3857093	35_46985	"Cluster: Clathrin assembly protein AP180 short form-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Clathrin assembly protein AP180 short form-like - Ory"	UniRef90_Q5N9P9	CHR2V7|COORD:268974..272355| epsin N-terminal homology (ENTH) domain-containing protein	AT2G01600.1	CHR01V5|COORD:29055897..29061919|protein clathrin assembly protein, putative, expressed	LOC_Os01g50010.1	no descriptionmoderately similar to ( 319)AT2G01600| Symbols:  | epsin N-terminal homology (ENTH) domain-containing protein | chr2:268974-272355 FORWARDnot assigned ANTH	not assigned.no ontology.epsin N-terminal homology (ENTH) domain-containing protein	35_1_21

CUST_94344_PI403524517	2	0.35395432	0.26775408	-0.2813654	-0.017364502	-0.23977613	0.017364979	35_26970	"Cluster: Hypothetical protein P0689B12.18; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0689B12.18 - Oryza sativa (japonica cultivar-g"	UniRef90_Q69SK1	CHR1V7|COORD:20246785..20247294| proline-rich family protein	AT1G54215.1	CHR02V5|COORD:34225627..34224092|protein expressed protein	LOC_Os02g55920.1	no description	not assigned.unknown	35_2

CUST_22929_PI403524517	2	-0.04954338	0.33800983	-0.43322563	0.014576912	-0.014575958	0.13403511	35_6659	"Cluster: Os10g0519300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os10g0519300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IWC3	CHR2V7|COORD:19146141..19147616| AAA-type ATPase family protein	AT2G46620.1	CHR10V5|COORD:19754054..19752111|protein ATP binding protein, putative, expressed	LOC_Os10g37500.1	no descriptionweakly similar to ( 170)AT2G46620| Symbols:  | AAA-type ATPase family protein | chr2:19146141-19147616 REVERSEnot assigned not assigned PRK12678 PRK12323	protein.degradation.AAA type	29_5_9

CUST_139744_PI403524517	2	-0.053486824	-0.06559849	-0.005886078	0.2558384	0.04143715	0.0058870316	35_39190	"Cluster: Vegetative cell wall protein gp1 precursor; n=1; Chlamydomonas reinhardtii|Rep: Vegetative cell wall protein gp1 precursor - Chlamydomonas reinhardtii"	UniRef90_Q9FPQ6	CHR4V7|COORD:11844518..11846488| Encodes a Protease inhibitor/seed storage/LTP family protein	AT4G22485.1	CHR08V5|COORD:395077..393302|protein vegetative cell wall protein gp1 precursor, putative, expressed	LOC_Os08g01690.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 Atrophin-1 DUF1421 Drf_FH1 Tymo_45kd_70kd PRK07003 Extensin_2 PRK07764 PRK05648	not assigned.unknown	35_2

CUST_53765_PI403524517	2	0.04967022	-0.0011777878	0.0011777878	-0.051527977	-0.060275078	0.024226189	35_15298	"Cluster: Transport protein particle component Bet3-like protein; n=2; Poaceae|Rep: Transport protein particle component Bet3-like protein - Oryza sativa (japoni"	UniRef90_Q8GRK9	CHR5V7|COORD:22259306..22260703| transport protein particle (TRAPP) component Bet3, putative	AT5G54750.1	CHR07V5|COORD:26729331..26731660|protein trafficking protein particle complex subunit 3, putative, expressed	LOC_Os07g44790.1	 no descriptionmoderately similar to ( 321)AT5G54750| Symbols:  | transport protein particle (TRAPP) component Bet3, putative | chr5:22259306-22260703 FORWARDnot assigned TRAPP_Bet3 	transport.misc	34_99

CUST_90694_PI403524517	2	0.47091913	0.17529583	0.10606909	-0.26259804	-0.51450014	-0.10606909	35_25940	"Cluster: PHD Zn finger-containing protein; n=1; Dictyostelium discoideum AX4|Rep: PHD Zn finger-containing protein - Dictyostelium discoideum AX4"	UniRef90_Q1ZXQ2	"CHR3V7|COORD:10797953..10804474| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G76780.1); contains InterPro domain Protein of unknown function"	AT3G28770.1	CHR09V5|COORD:14529894..14546559|protein expressed protein	LOC_Os09g24440.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Caldesmon ComEC MreD COG4499 TolA Extensin_2 PulO 7TMR-DISM_7TM Oxidored_q3 COG1266 COG1340 TatC	not assigned.unknown	35_2

CUST_889_PI403524517	2	0.28476763	-0.07461023	-0.2477994	0.4937868	0.07461071	-0.18177176	35_233	Rep: OSIGBa0130B08.3 protein - Oryza sativa (Rice)	UniRef90_Q01IU7	CHR5V7|COORD:14439159..14441660| phosphoglycolate phosphatase, putative	AT5G36700.1	CHR04V5|COORD:24311410..24308802|protein 4-nitrophenylphosphatase, putative, expressed	LOC_Os04g41340.1	 no descriptionmoderately similar to ( 489)AT5G36700| Symbols:  | phosphoglycolate phosphatase, putative | chr5:14439159-14441660 REVERSEnot assigned not assigned not assigned NagD PRK10444 Gph 	PS.photorespiration.phosphoglycolate phosphatase	1_2_1

CUST_1291_PI403524517	2	0.3316803	-0.3005371	0.017596245	0.26043606	-0.017596245	-0.08273792	35_341	"Cluster: Precursor of CP29, core chlorophyll a/b binding (CAB) protein of photosystem II; n=1; Hordeum vulgare|Rep: Precursor of CP29, core chlorophyll a/b bind"	UniRef90_Q40039	"CHR4V7|COORD:6408196..6409492| LHCB5 (LIGHT HARVESTING COMPLEX OF PHOTOSYSTEM II 5); chlorophyll binding"	AT4G10340.1	CHR11V5|COORD:7655143..7657742|protein chlorophyll a-b binding protein M9, chloroplast precursor, putative, expressed	LOC_Os11g13890.1	" no descriptionmoderately similar to ( 409)AT4G10340| Symbols: LHCB5 | LHCB5 (LIGHT HARVESTING COMPLEX OF PHOTOSYSTEM II 5); chlorophyll binding | chr4:6408196-6409492 FORWARDmoderately similar to ( 201)CB2B_PINSYChlorophyll a-b binding protein type 2 member 1B, chloroplast precursor - Pinus sylvestris (Scots pine)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Chloroa_b-bind Herpes_BLLF1 APC_basic PRK07003 Atrophin-1 Tymo_45kd_70kd AF-4 KAR9 "	PS.lightreaction.photosystem II.LHC-II	1_1_1_1

CUST_34404_PI403524517	2	0.5288062	0.638886	0.13071156	-0.24062061	-0.49067974	-0.13071156	35_9917	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_40748_PI403524517	2	0.103906155	0.27839422	0.107402325	-0.103906155	-0.18951082	-0.15462208	35_11716	"Cluster: Putative aminotransferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative aminotransferase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8H7T7	0	0	CHR03V5|COORD:358391..353623|protein branched-chain-amino-acid aminotransferase, putative, expressed	LOC_Os03g01600.1	no description	not assigned.unknown	35_2

CUST_154051_PI403524517	2	-0.08405018	0.21600771	-0.030733109	0.2491045	-0.14332008	0.030732632	35_43049	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_8753_PI399408534	2	-0.21292877	0.16349173	0.011520386	0.097929955	-0.69044924	-0.011520386	35_22969	"Cluster: Putative MAP kinase kinase kinase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative MAP kinase kinase kinase - Oryza sativa (japonica cultivar"	UniRef90_Q6Z2V3	CHR1V7|COORD:27695908..27700379| protein kinase family protein	AT1G73660.1	CHR02V5|COORD:31166067..31174313|protein protein kinase domain containing protein, expressed	LOC_Os02g50970.2	no descriptionmoderately similar to ( 286)AT1G73660| Symbols:  | protein kinase family protein | chr1:27695908-27700379 REVERSE	signalling.MAP kinases	30_6

CUST_166050_PI403524517	2	0.37995577	-0.2044692	0.58557796	0.11535168	-0.11535168	-0.8705058	35_46262	"Cluster: Heat shock 70 kDa protein cognate 4; n=22; Endopterygota|Rep: Heat shock 70 kDa protein cognate 4 - Manduca sexta (Tobacco hawkmoth) (Tobacco hornworm)"	UniRef90_Q9U639	"CHR3V7|COORD:3991494..3993696| HSP70 (heat shock protein 70); ATP binding"	AT3G12580.1	CHR03V5|COORD:9349210..9352126|protein heat shock cognate 70 kDa protein 2, putative, expressed	LOC_Os03g16860.2	"no descriptionmoderately similar to ( 240)AT3G12580| Symbols: HSP70 | HSP70 (heat shock protein 70); ATP binding | chr3:3991494-3993696 REVERSEmoderately similar to ( 237)HSP7C_PETHYHeat shock cognate 70 kDa protein - Petunia hybrida (Petunia)not assigned not assigned not assigned not assigned not assigned HSP70 DnaK dnaK dnaK hscA hscA"	stress.abiotic.heat	20_2_1

CUST_38354_PI403524517	2	-0.016962051	-0.23691273	0.1262722	-0.03302574	0.094815254	0.016962051	35_11039	"Cluster: Expressed protein; n=4; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10CY9	"CHR1|COORD:1585370..1587773| similar to tropomyosin-related [Arabidopsis thaliana] (TAIR:At5g48160.1); similar to unknown protein [Oryza"	AT1G05410.2	CHR03V5|COORD:30683886..30677321|protein expressed protein	LOC_Os03g53590.2	"no descriptionweakly similar to ( 196)AT1G05410| Symbols:  | similar to protein binding / zinc ion binding [Arabidopsis thaliana] (TAIR:AT5G48160.2); similar to CDPK adapter protein 1 [Mesembryanthemum crystallinum] (GB:AAK69758.1); contains domain GAT domain (SSF89009) | chr1:1585503-1587267 REVERSEDUF1423"	not assigned.unknown	35_2

CUST_11000_PI399408534	2	0.016613007	0.50465584	0.054793358	-0.15443707	-0.114528656	-0.016613007	35_4473	"Cluster: Os11g0498400 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os11g0498400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0ISL4	CHR5V7|COORD:4561158..4564602| zinc finger (C2H2 type) family protein	AT5G14140.1	CHR11V5|COORD:17219356..17222718|protein zinc finger protein 511, putative, expressed	LOC_Os11g30484.1	 no descriptionmoderately similar to ( 257)AT5G14140| Symbols:  | zinc finger (C2H2 type) family protein | chr5:4561158-4564602 FORWARDvery weakly similar to (52.0)GLCAP_SOYBNBeta-conglycinin, alpha' chain precursor - Glycine max (Soybean)not assigned 	RNA.regulation of transcription.C2H2 zinc finger family	27_3_11

CUST_16425_PI403524517	2	0.049264908	0.52688503	-0.04926586	-0.11672211	-0.085404396	0.093725204	35_4742	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10QQ9	CHR3V7|COORD:7482324..7488682| dentin sialophosphoprotein-related	AT3G21290.1	CHR03V5|COORD:4529981..4538266|protein expressed protein	LOC_Os03g08820.1	no descriptionweakly similar to ( 139)AT3G21290| Symbols:  | dentin sialophosphoprotein-related | chr3:7482324-7488682 FORWARD	not assigned.no ontology	35_1

CUST_92625_PI403524517	2	0.47992325	-0.04520893	-0.50199604	0.1161499	0.045207977	-0.24717903	35_26484	Rep: Hypothetical protein - Delftia acidovorans SPH-1	UniRef90_A0VF81	CHR1V7|COORD:11399903..11405702| actin binding	AT1G31810.1	CHR07V5|COORD:24271675..24264784|protein formin-2, putative, expressed	LOC_Os07g40510.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned Tymo_45kd_70kd PRK12323 PRK07003	not assigned.unknown	35_2

CUST_43796_PI403524517	2	-1.0299602	-0.7645178	1.4134698	1.186966	0.49682856	-0.49682808	35_12567	"Cluster: Cytochrome P450-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Cytochrome P450-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5ZE52	"CHR3V7|COORD:4934485..4936469| CYP72A14 (cytochrome P450, family 72, subfamily A, polypeptide 14); oxygen binding"	AT3G14680.1	CHR01V5|COORD:25387612..25390457|protein cytochrome P450 72A1, putative, expressed	LOC_Os01g43740.1	" no descriptionmoderately similar to ( 204)AT3G14680| Symbols: CYP72A14 | CYP72A14 (cytochrome P450, family 72, subfamily A, polypeptide 14); oxygen binding | chr3:4934485-4936469 FORWARDweakly similar to ( 176)C72A1_CATROCytochrome P450 72A1 - Catharanthus roseus (Rosy periwinkle) (Madagascar periwinkle)not assigned not assigned not assigned not assigned not assigned p450 CypX "	misc.cytochrome P450	26_10

CUST_99394_PI403524517	2	0.43781757	-0.20008993	-0.06981373	0.06698942	-0.064637184	0.06463766	35_28374	"Cluster: RhoGAP domain containing protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: RhoGAP domain containing protein, expressed - Oryza sativ"	UniRef90_Q10Q51	CHR4V7|COORD:12687889..12694258| pleckstrin homology (PH) domain-containing protein-related / RhoGAP domain-containing protein	AT4G24580.1	CHR03V5|COORD:5714116..5725348|protein rho GTPase activator, putative, expressed	LOC_Os03g11140.4	no descriptionweakly similar to ( 172)AT4G24580| Symbols:  | pleckstrin homology (PH) domain-containing protein-related / RhoGAP domain-containing protein | chr4:12687889-12694258 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned RhoGAP RhoGAP RhoGAP RhoGAP-p50rhoGAP RhoGAP_myosin_IX RhoGAP_ARHGAP27_15_12_9 RhoGAP_p190 RhoGAP_ARHGAP22_24_25 RhoGAP_ARHGAP20 RhoGAP_ARHGAP6 RhoGAP_FAM13A1a RhoGAP_nadrin RhoGAP_KIAA1688 RhoGAP_chimaerin RhoGAP_Graf RhoGAP_fRGD1 RhoGAP_ARHGAP19 RhoGAP_myosin_IXB RhoGAP_SYD1	not assigned.no ontology	35_1

CUST_78143_PI403524517	2	0.024521828	0.7154169	-0.03173828	-0.024522781	-0.12600136	0.10840511	35_22400	"Cluster: FAR1 family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: FAR1 family protein, expressed - Oryza sativa (japonica cultivar-group"	UniRef90_Q10NX4	0	0	CHR03V5|COORD:8191409..8197201|protein FAR1 family protein, expressed	LOC_Os03g15040.1	no description	not assigned.unknown	35_2

CUST_334_PI404877155	2	0.10980129	0.19363308	-0.051405907	-0.07861233	-0.07684994	0.05140686	Contig10233_s_at	transcription factor, putative [Arabidopsis thaliana]	NP_178377.2	transcription factor, putative	At2g02740.1	protein expressed protein	Os06g05350	NONE	RNA.regulation of transcription.unclassified	27_3_99

CUST_163131_PI403524517	2	-0.009733677	0.36556196	-0.039793015	-0.18853998	0.03204441	0.009733677	35_45496	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10Q04		0	CHR03V5|COORD:5990834..5985793|protein expressed protein	LOC_Os03g11580.1	no description	not assigned.unknown	35_2

CUST_3348_PI399408534	2	-0.32027245	-0.46427536	0.15781212	-0.018618584	0.4645338	0.018618584	35_24097	Rep: DNA-binding factor of bZIP class - Oryza sativa (Rice)	UniRef90_Q40627	CHR1V7|COORD:6751944..6753950| bZIP transcription factor family protein	AT1G19490.1	CHR12V5|COORD:2767413..2776005|protein retrotransposon protein, putative, unclassified, expressed	LOC_Os12g06010.1	no descriptionvery weakly similar to (67.0)AT1G19490| Symbols:  | bZIP transcription factor family protein | chr1:6751944-6753950 REVERSEBRLZ	RNA.regulation of transcription.bZIP transcription factor family	27_3_35

CUST_36711_PI403524517	2	0.078912735	0.3108077	0.23579788	-0.39603996	-0.45701218	-0.07891226	35_10580	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_4183_PI399408534	2	-0.07836485	0.3454218	0.005261421	-0.005261421	0.07197142	-0.2736392	35_12047	Rep: OSIGBa0159F11.11 protein - Oryza sativa (Rice)	UniRef90_Q01IQ3	"CHR3|COORD:22020190..22023743| similar to RWP-RK domain-containing protein [Arabidopsis thaliana] (TAIR:At2g43500.1); similar to OSJNBa0067K08.5 [Oryza"	AT3G59580.2	CHR04V5|COORD:24576565..24583032|protein NIN-like protein 2, putative, expressed	LOC_Os04g41850.1	no descriptionmoderately similar to ( 318)AT3G59580| Symbols:  | RWP-RK domain-containing protein | chr3:22020629-22023698 FORWARDRWP-RK	RNA.regulation of transcription.NIN-like bZIP-related family	27_3_60

CUST_11011_PI403524517	2	-0.03894806	0.09371853	0.03665352	0.19072533	-0.03665352	-0.29187012	35_3111	"Cluster: Phosphoenolpyruvate carboxylase kinase; n=4; Oryza sativa (japonica cultivar-group)|Rep: Phosphoenolpyruvate carboxylase kinase - Oryza sativa (japonic"	UniRef90_Q2ABR6	"CHR1V7|COORD:2752209..2753235| PPCK1 (PHOSPHOENOLPYRUVATE CARBOXYLASE KINASE); kinase"	AT1G08650.1	CHR02V5|COORD:24929110..24930599|protein calcium-dependent protein kinase 2, putative, expressed	LOC_Os02g41580.1	"no descriptionmoderately similar to ( 243)AT1G08650| Symbols: PPCK1 | PPCK1 (PHOSPHOENOLPYRUVATE CARBOXYLASE KINASE); kinase | chr1:2752209-2753235 FORWARDweakly similar to ( 178)CDPK_DAUCACalcium-dependent protein kinase - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase Pkinase_Tyr SPS1 PTKc TyrKc PTKc_Src_like PTKc_Tec_like PTKc_Ack_like PTKc_Tec_Rlk PTKc_InsR_like PTKc_Lyn PTKc_Csk_like PTKc_Srm_Brk PTKc_Itk PTKc_Frk_like PTKc_Fes_like PTKc_Fyn_Yrk PTKc_Src PTKc_c-ros PTKc_Syk_like PTKc_Hck PTKc_Yes PRK12678 PTKc_FAK PTKc_Lck_Blk PTKc_Fes PTKc_Abl PTKc_Syk PTKc_Chk PTKc_ALK_LTK PTK_CCK4 PTKc_EGFR_like PTKc_Jak_rpt2 PTKc_Btk_Bmx PTKc_Zap-70 PTKc_Fer PTKc_EphR PRK07003 PRK09169 KIND PTK_HER3 Herpes_BLLF1 PTKc_InsR PTKc_Musk PTKc_EGFR PTKc_Ror PTKc_DDR PRK07764 PTKc_Csk PTKc_Trk DUF1777 Umbravirus_LDM PTKc_Ror2 PTK_Jak_rpt1 PTKc_IGF-1R PTKc_FGFR TT_ORF1 APC_basic PTKc_PDGFR PTKc_HER2 AF-4 PTKc_EphR_B PTKc_Tie2 PRK12323 PTKc_Aatyk Gag_spuma PTKc_FGFR4 PTKc_Tie1 PTKc_Tie infB Protamine_P1 PTKc_EphR_A10 PTKc_EphR_A PTKc_Met_Ron FecR PRK10905 PTKc_Jak1_rpt2"	protein.postranslational modification	29_4

CUST_5911_PI404877155	2	0.0771904	-0.1479578	-0.14541054	0.03107357	0.22092438	-0.031074524	Contig18085_at	P0703B11.26 [Oryza sativa (japonica cultivar-group)] dbj|BAB86487.1| putative receptor-like protein kinase [Oryza sativa (japonica cultivar-	NP_915252.1	leucine-rich repeat transmembrane protein kinase, putative	At3g56370.1	protein Leucine Rich Repeat, putative	Os03g21730	leucine-rich repeat transmembrane protein kinase, putative, leucine-rich receptor-like protein kinase - Malus domestica, EMBL:AF053127	signalling.receptor kinases.leucine rich repeat VII	30_2_7

CUST_24394_PI403524517	2	0.045535088	-0.42744732	0.00854969	-0.046456337	0.04869938	-0.008548737	35_7080	"Cluster: Origin recognition complex 4; n=1; Oryza sativa (japonica cultivar-group)|Rep: Origin recognition complex 4 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7Y0X0	CHR1V7|COORD:30005636..30008862| ELF7 (EARLY FLOWERING 7)	AT1G79730.1	CHR01V5|COORD:28488580..28492963|protein origin recognition complex subunit 4, putative, expressed	LOC_Os01g49010.2	no descriptionnot assigned CDC6 cdc6	not assigned.unknown	35_2

CUST_12352_PI404877155	2	0.025280952	-0.60987854	-0.14527702	0.086792946	-0.025280952	0.075577736	Contig6108_at	beta-fructofuranosidase, putative / invertase, putative / saccharase, putative / beta-fructosidase, putative [Arabidopsis	NP_564177.1	beta-fructofuranosidase, putative / invertase, putative / saccharase, putative / beta-fructosidase, putative	At1g22650.1	protein Plant neutral invertase	Os02g34560	"beta-fructofuranosidase, putative / invertase, putative / saccharase, putative / beta-fructosidase, putative, similar to neutral invertase (Daucus carota) GI:4200165; contains Pfam profile PF04853: Plant neutral invertase or  beta-fructofuranosidase, puta"	major CHO metabolism.degradation.sucrose.invertases.neutral	2_2_1_03_01

CUST_64552_PI403524517	2	0.15336227	0.35266304	-0.078393936	-0.0607481	-0.12345314	0.0607481	35_18429	"Cluster: Hypothetical protein P0450A04.120; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0450A04.120 - Oryza sativa (japonica cultivar"	UniRef90_Q8H487	"CHR1|COORD:865915..867674| similar to kinase interacting family protein [Arabidopsis thaliana] (TAIR:At2g47920.1); similar to putative centromere"	AT1G03470.2	CHR07V5|COORD:28147907..28144805|protein expressed protein	LOC_Os07g47090.2	no descriptionweakly similar to ( 125)AT1G03470| Symbols:  | kinase interacting family protein | chr1:866217-867493 REVERSEnot assigned not assigned KIP1	protein.postranslational modification	29_4

CUST_155726_PI403524517	2	0.31093645	0.2692275	0.17514467	-0.17514467	-0.17741585	-0.20766258	35_43497	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_4829_PI399408534	2	0.079631805	0.060102463	0.19739103	-0.060102463	-0.21363544	-0.06960821	35_21380	Rep: H0211A12.1 protein - Oryza sativa (Rice)	UniRef90_Q01KX3	"CHR1V7|COORD:7424642..7427030| WAK4 (WALL ASSOCIATED KINASE 4); protein serine/threonine kinase"	AT1G21210.1	CHR04V5|COORD:13888243..13890347|protein protein kinase, putative	LOC_Os04g24290.1	"no descriptionmoderately similar to ( 291)AT1G21230| Symbols: WAK5 | WAK5 (WALL ASSOCIATED KINASE 5); kinase/ protein serine/threonine kinase | chr1:7429969-7432335 FORWARDweakly similar to ( 168)NORK_MEDTRNodulation receptor kinase precursor - Medicago truncatula (Barrel medic)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TyrKc S_TKc S_TKc Pkinase_Tyr PTKc Pkinase PTKc_Jak_rpt2 PTKc_Trk PTKc_DDR PTKc_Tec_like SPS1 PTKc_Ack_like PTKc_Itk PTKc_Src_like PTKc_Ror PTKc_InsR_like PTKc_Srm_Brk PTKc_EphR PTKc_Csk_like PTKc_Frk_like PTKc_Tec_Rlk PTKc_Abl PTKc_Btk_Bmx PTKc_Fes_like PTKc_Met_Ron PTKc_Syk_like PTKc_RET PTKc_EGFR_like PTKc_Axl_like PTKc_Jak2_Jak3_rpt2 PTKc_Lyn PTKc_Fyn_Yrk PTKc_Lck_Blk PTK_CCK4 PTKc_TrkA PTKc_Src PTKc_DDR_like PTKc_Tyk2_rpt2 PTKc_Fer PTKc_Yes PTKc_IGF-1R PTKc_c-ros PTKc_Musk PTKc_PDGFR PTKc_Ror1 PTKc_EphR_A PTKc_Tyro3 PTKc_DDR2 PTKc_TrkC PTKc_Chk PTKc_TrkB PTKc_Csk PTKc_FGFR PTKc_Fes PTKc_FAK PTKc_EphR_A2 PTKc_ALK_LTK PTKc_Hck PTKc_DDR1 PTKc_InsR PTKc_EphR_B PTK_Ryk PTKc_Jak1_rpt2 PTKc_HER4 PTKc_Syk PTKc_Zap-70 PTKc_Axl PTKc_HER2 PTKc_Tie2 PTKc_Tie1 PTKc_FGFR3 PTKc_FGFR1 PTKc_FGFR4 PTKc_FGFR2 PTKc_EphR_A10 PTKc_Tie PTKc_CSF-1R PTKc_VEGFR PTKc_Aatyk PTKc_Ror2 PTK_HER3 PTKc_VEGFR3 PTKc_EGFR PTK_Jak_rpt1 PTK_Tyk2_rpt1 PTKc_Aatyk2 PTKc_Kit PTK_Jak2_Jak3_rpt1 PTKc_VEGFR2 PTK_Jak1_rpt1 PTKc_PDGFR_beta PTKc_Aatyk1_Aatyk3"	signalling.receptor kinases.wall associated kinase	30_2_25

CUST_66998_PI403524517	2	-0.0048570633	0.2989931	-0.0070638657	-0.069826126	0.066687584	0.0048570633	35_19134	"Cluster: Os01g0526100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0526100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JM88	"CHR1V7|COORD:10790297..10792405| DRT111 (DNA-damage-repair/toleration protein 111); nucleic acid binding / nucleotide binding"	AT1G30480.1	CHR01V5|COORD:19174820..19178662|protein splicing factor 45, putative, expressed	LOC_Os01g34190.1	"no descriptionmoderately similar to ( 216)AT1G30480| Symbols: DRT111 | DRT111 (DNA-damage-repair/toleration protein 111); nucleic acid binding / nucleotide binding | chr1:10790297-10792405 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned RRM_1 G_patch G-patch"	DNA.repair	28_2

CUST_72371_PI403524517	2	-0.016248703	0.18980503	0.016248703	0.042060852	-0.09973431	-0.019756317	35_20741	"Cluster: Os01g0749900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0749900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JJB5	CHR1|COORD:1969751..1973755| phosphate translocator-related, low similarity to SP:P52178 Triose phosphate/phosphate translocator, non-green plastid,	AT1G06470.2	CHR01V5|COORD:31721680..31726939|protein solute carrier family 35 member C2, putative, expressed	LOC_Os01g54580.1	no descriptionweakly similar to ( 112)AT1G06470| Symbols:  | phosphate translocator-related | chr1:1970725-1973539 FORWARDnot assigned not assigned not assigned not assigned TPT UAA RhaT EmrE	transport.metabolite transporters at the envelope membrane	34_8

CUST_11428_PI404877155	2	-0.027698517	-0.2335062	-0.04797554	0.06903267	0.027698517	0.13924503	Contig5099_at	0	BAD09931.1	glucosamine/galactosamine- 6-phosphate isomerase family protein	At5g24400.1	protein 6-phosphogluconolactonase	Os09g35970	putative 6-phosphogluconolactonase	OPP.oxidative PP.6-phosphogluconolactonase	7_1_02

CUST_11364_PI399408534	2	-0.37934732	-0.03512287	0.3592062	0.03512287	0.10965252	-0.06546879	35_6614	"Cluster: Calmodulin-binding protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Calmodulin-binding protein, putative, expressed - Ory"	UniRef90_Q2QNS3	CHR5V7|COORD:23332220..23334909| calmodulin-binding protein	AT5G57580.1	CHR12V5|COORD:22595349..22599522|protein calmodulin binding protein, putative, expressed	LOC_Os12g36910.1	no descriptionmoderately similar to ( 201)AT5G57580| Symbols:  | calmodulin-binding protein | chr5:23332220-23334909 REVERSECalmodulin_bind	signalling.calcium	30_3

CUST_153862_PI403524517	2	0.46767998	-0.9395752	-0.2635603	0.0033884048	0.30423355	-0.0033884048	35_42999	Rep: Growth-regulating factor 1 - Oryza sativa (Rice)	UniRef90_Q9SDZ5	CHR4V7|COORD:11844518..11846488| Encodes a Protease inhibitor/seed storage/LTP family protein	AT4G22485.1	CHR02V5|COORD:32836587..32834495|protein atGRF5, putative, expressed	LOC_Os02g53690.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Herpes_BLLF1 Atrophin-1 PRK07003 TT_ORF1 Metaviral_G PRK12323 DUF1421 Pneumo_att_G HPC2 DAG1 PRK05648 Syndecan PRK07764 COG3889 Tymo_45kd_70kd PRK00708 Extensin_2 AF-4 Drf_FH1 DUF1509 IER Late_protein_L2 Orthopox_A5L infB PRK12678	not assigned.unknown	35_2

CUST_173628_PI403524517	2	-0.08471346	-0.13159513	0.27015543	-0.003624916	0.003624916	0.23740196	35_48347	"Cluster: Os01g0835900 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0835900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JHY5	CHR5V7|COORD:24068875..24069186| histone H4	AT5G59690.1	CHR10V5|COORD:20690219..20689571|protein histone H4, putative, expressed	LOC_Os10g39410.1	no descriptionweakly similar to ( 150)AT5G59970| Symbols:  | histone H4 | chr5:24163578-24163889 REVERSEweakly similar to ( 150)H4_PEAHistone H4 - Pisum sativum (Garden pea)not assigned H4 H4 HHT1 Histone	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_67418_PI403524517	2	-0.4215727	-0.7131977	1.130126	0.202775	0.7967434	-0.20277596	35_19252	"Cluster: Hypothetical protein P0427G12.6; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0427G12.6 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6YXU2	CHR2V7|COORD:18244802..18245209| ARL (ARGOS-LIKE)	AT2G44080.1	CHR08V5|COORD:729318..728293|protein expressed protein	LOC_Os08g02180.1	no descriptionnot assigned PRK07764	not assigned.unknown	35_2

CUST_36019_PI403524517	2	0.1552887	0.15543175	-0.026313782	-0.31531048	-0.2981081	0.026313782	35_10386	Rep: OSJNBa0042I15.5 protein - Oryza sativa (Rice)	UniRef90_Q7XLY5	CHR3V7|COORD:3092282..3094836| aspartate/glutamate/uridylate kinase family protein	AT3G10030.1	CHR04V5|COORD:19951488..19954474|protein uridylate kinase, putative, expressed	LOC_Os04g33300.1	no descriptionweakly similar to ( 132)AT3G10030| Symbols:  | aspartate/glutamate/uridylate kinase family protein | chr3:3092623-3094836 REVERSEAAK_UMPK-PyrH-Ec pyrH PyrH AAK_UMPK-like	nucleotide metabolism.phosphotransfer and pyrophosphatases.uridylate kinase	23_4_3

CUST_152336_PI403524517	2	-0.00668478	0.08101988	-0.17465496	0.006685257	-0.1529975	0.24239874	35_42580	"Cluster: OSJNBb0020J19.10 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBb0020J19.10 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XKA0	CHR1V7|COORD:29170383..29172380| glucose-6-phosphate/phosphate translocator-related	AT1G77610.1	CHR04V5|COORD:35202475..35199844|protein organic anion transporter, putative, expressed	LOC_Os04g59550.4	no descriptionweakly similar to ( 156)AT1G21870| Symbols:  | glucose-6-phosphate/phosphate translocator-related | chr1:7678197-7679686 FORWARDnot assigned TPT	transport.metabolite transporters at the envelope membrane	34_8

CUST_118269_PI403524517	2	-0.56213474	0.027302265	-0.027302265	0.46645164	0.030545235	-0.15825272	35_33491	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_90876_PI403524517	2	-1.7484131	0.19462633	-0.0026774406	0.024766445	-0.07684612	0.0026769638	35_25990	"Cluster: Os05g0545400 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0545400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DG97	"CHR4V7|COORD:13512078..13513412| MAPKKK16 (Mitogen-activated protein kinase kinase kinase 16); kinase"	AT4G26890.1	CHR05V5|COORD:26994094..26992676|protein mitogen-activated protein kinase kinase kinase 1, putative, expressed	LOC_Os05g46760.1	" no descriptionvery weakly similar to (51.6)AT1G63700| Symbols: MAPKKK4, YDA | YDA (YODA); kinase | chr1:23628871-23632694 REVERSEnot assigned not assigned "	protein.postranslational modification	29_4

CUST_135996_PI403524517	2	-0.01751995	-0.06237316	0.017520905	-0.085668564	0.042428017	0.049346924	35_38139	"Cluster: Putative SAC domain protein 9; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative SAC domain protein 9 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5ZCR4	CHR3V7|COORD:22090258..22096651| SAC9 (suppressor of actin 9)	AT3G59770.1	CHR01V5|COORD:14290640..14299172|protein SAC9, putative, expressed	LOC_Os01g25330.3	no descriptionweakly similar to ( 124)AT3G59770| Symbols: SAC9 | SAC9 (suppressor of actin 9) | chr3:22090258-22095762 REVERSE	not assigned.no ontology	35_1

CUST_76448_PI403524517	2	0.009422302	-0.009422302	-0.06536865	-0.09337044	0.060085297	0.051883698	35_21916	"Cluster: Hypothetical protein OSJNBb0092G21.7; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0092G21.7 - Oryza sativa (japonica cu"	UniRef90_Q75HV8	"CHR3V7|COORD:1861977..1863761| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G19060.1); similar to Os05g0396900 [Oryza sativa (japonica"	AT3G06150.1	CHR05V5|COORD:19230654..19228129|protein expressed protein	LOC_Os05g32960.1	"no descriptionvery weakly similar to (76.6)AT3G06150| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G19060.1); similar to Os05g0396900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001055465.1); contains domain no description (G3D.2.60.40.10); contains domain E set domains (SSF81296) | chr3:1861977-1863761 REVERSE"	not assigned.unknown	35_2

CUST_13316_PI404877155	2	0.09223938	0.0122795105	-0.081030846	-0.16234493	-0.0072345734	0.007235527	Contig7009_at	GTPase activator protein-like [Oryza sativa (japonica cultivar-group)]	BAD03195.1	RabGAP/TBC domain-containing protein	At3g07890.1	protein TBC domain, putative	Os08g25010	GTPase activator protein -related	signalling.G-proteins	30_5

CUST_5027_PI403524517	2	0.08707237	-0.41870785	-0.026134491	-0.021175385	0.02117443	0.07188892	35_1384	"Cluster: Hypothetical protein OJ1378_A04.10; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1378_A04.10 - Oryza sativa (japonica cultiv"	UniRef90_Q6I5U8	"CHR4V7|COORD:12603858..12606239| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G49945.1); similar to Os05g0432400 [Oryza sativa (japonica"	AT4G24330.1	CHR05V5|COORD:21118679..21121829|protein expressed protein	LOC_Os05g35710.2	"no descriptionmoderately similar to ( 400)AT4G24330| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G49945.1); similar to Os05g0432400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001055631.1); similar to hypothetical protein LOC447812 [Danio rerio] (GB:NP_001004551.1); contains InterPro domain Protein of unknown function DUF1682; (InterPro:IPR012879) | chr4:12603858-12606239 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF1682 PRK07003 Tymo_45kd_70kd GRASP55_65 HPC2 TT_ORF1 PRK12323 APC_basic Atrophin-1 DUF1421 PRK07764 KAR9 PRK12678 Herpes_BLLF1 DUF566 Drf_FH1 AF-4 Extensin_2"	not assigned.unknown	35_2

CUST_104821_PI403524517	2	0.024085999	0.43535614	0.015117645	-0.19893646	-0.015118599	-0.1432848	35_29866	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_65985_PI403524517	2	-0.17764282	-0.010390282	0.36985016	0.010389328	0.02798462	-0.080503464	35_18848	"Cluster: Hypothetical protein OSJNBa0053L11.37; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0053L11.37 - Oryza sativa (japonica"	UniRef90_Q6K3E0	"CHR3V7|COORD:2243159..2244482| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G25170.1); similar to expressed protein [Oryza sativa (japonica"	AT3G07090.1	CHR02V5|COORD:34875144..34873620|protein thioredoxin, putative, expressed	LOC_Os02g56900.1	" no descriptionmoderately similar to ( 246)AT3G07090| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G25170.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABB47783.1); similar to unknown protein [Oryza sativa] (GB:AAG16855.1); similar to Os02g0814000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001048488.1); contains InterPro domain Protein of unknown function DUF862, eukaryotic; (InterPro:IPR008580) | chr3:2243159-2244482 REVERSEnot assigned not assigned not assigned DUF862 "	not assigned.unknown	35_2

CUST_14774_PI403524517	2	-0.014712334	-1.1366425	-0.0029010773	0.0033330917	0.052731514	0.0029001236	35_4255	"Cluster: Hypothetical protein F4F15.150; n=1; Arabidopsis thaliana|Rep: Hypothetical protein F4F15.150 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9SV00	CHR3V7|COORD:19315346..19315780| similar to unknown [Hyacinthus orientalis] (GB:AAS20983.1)	AT3G52040.1	CHR01V5|COORD:9393392..9390660|protein expressed protein	LOC_Os01g16550.1	no descriptionweakly similar to ( 115)AT3G52040| Symbols:  | similar to unknown [Hyacinthus orientalis] (GB:AAS20983.1) | chr3:19315346-19315780 REVERSE	not assigned.unknown	35_2

CUST_54233_PI403524517	2	-0.083981514	0.14986134	-0.0035657883	0.0035657883	-0.06373596	0.17822933	35_15437	Rep: Ferritin - Triticum aestivum (Wheat)	UniRef90_Q5G1L6	"CHR3V7|COORD:20825329..20826963| ATFER3 (FERRITIN 3); ferric iron binding"	AT3G56090.1	CHR12V5|COORD:322923..319214|protein ferritin-1, chloroplast precursor, putative, expressed	LOC_Os12g01530.2	" no descriptionmoderately similar to ( 282)AT3G56090| Symbols: ATFER3 | ATFER3 (FERRITIN 3); ferric iron binding | chr3:20825329-20826963 REVERSEmoderately similar to ( 355)FRI1_MAIZEFerritin-1, chloroplast precursor - Zea mays (Maize)not assigned not assigned not assigned Euk_Ferritin Ferritin Ferritin Nonheme_Ferritin Ftn Ferritin_like PRK10304 "	metal handling.binding, chelation and storage	15_2

CUST_63986_PI403524517	2	0.026916504	0.3300295	0.091246605	-0.1337204	-0.0605793	-0.026916504	35_18275	"Cluster: Hypothetical protein OSJNBa0073A18.26-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0073A18.26-1 - Oryza sativa (japon"	UniRef90_Q6ER68	"CHR5V7|COORD:17038687..17039725| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G48660.1); similar to unknown protein [Oryza sativa (japonica"	AT5G42570.1	CHR02V5|COORD:12859793..12864032|protein B-cell receptor-associated protein 31-like containing protein, expressed	LOC_Os02g21650.1	"no descriptionweakly similar to ( 186)AT5G42570| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G48660.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD69146.1); similar to Os02g0321800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001046689.1); similar to Os05g0272900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001055067.1); contains InterPro domain B-cell receptor-associated 31-like; (InterPro:IPR008417) | chr5:17038687-17039725 REVERSEnot assigned not assigned not assigned Bap31 COG5374"	not assigned.unknown	35_2

CUST_106527_PI403524517	2	0.076666355	0.082834244	0.09622288	-0.22383451	-0.076666355	-0.4576807	35_30316	"Cluster: Pherophorin; n=1; Volvox carteri f. nagariensis|Rep: Pherophorin - Volvox carteri f. nagariensis"	UniRef90_Q852P0	CHR1V7|COORD:18414845..18416447| leucine-rich repeat family protein	AT1G49750.1	CHR08V5|COORD:395077..393302|protein vegetative cell wall protein gp1 precursor, putative, expressed	LOC_Os08g01690.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_34792_PI403524517	2	-0.31743908	0.26217556	0.22781181	0.065831184	-0.11079693	-0.065831184	35_10030	"Cluster: Hypothetical protein P0460C04.21; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0460C04.21 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5QLC1	"CHR4V7|COORD:5255381..5256522| similar to protein-methionine-S-oxide reductase [Arabidopsis thaliana] (TAIR:AT2G17705.1); similar to hypothetical"	AT4G08330.1	CHR01V5|COORD:36013258..36014647|protein expressed protein	LOC_Os01g61680.1	"no descriptionweakly similar to ( 112)AT4G08330| Symbols:  | similar to protein-methionine-S-oxide reductase [Arabidopsis thaliana] (TAIR:AT2G17705.1); similar to hypothetical protein MtrDRAFT_AC152348g2v1 [Medicago truncatula] (GB:ABE86174.1); similar to Os01g0833400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001044712.1); similar to Os05g0466700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001055787.1) | chr4:5255381-5256522 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07003 TT_ORF1 PRK07764"	not assigned.unknown	35_2

CUST_101053_PI403524517	2	0.10382795	0.079993725	0.11939907	-0.41388035	-0.5815196	-0.0799942	35_28842	"Cluster: GPI inositol-deacylase PGAP1-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: GPI inositol-deacylase PGAP1-like protein - Oryza sativa (j"	UniRef90_Q67TV0	"CHR3V7|COORD:10097461..10103324| similar to hypothetical protein [Neurospora crassa OR74A] (GB:XP_962691.1); similar to Os09g0266400 [Oryza sativa (japonica"	AT3G27325.1	CHR09V5|COORD:5005931..5019013|protein expressed protein	LOC_Os09g09360.1	"no descriptionweakly similar to ( 119)AT3G27325| Symbols:  | similar to hypothetical protein [Neurospora crassa OR74A] (GB:XP_962691.1); similar to Os09g0266400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001062719.1); similar to hypothetical protein DDBDRAFT_0218240 [Dictyostelium discoideum AX4] (GB:XP_641187.1); contains InterPro domain PGAP1-like; (InterPro:IPR012908) | chr3:10097461-10103324 FORWARDnot assigned"	not assigned.unknown	35_2

CUST_54989_PI403524517	2	0.91544914	-2.8623896	-1.2807016	1.1039963	0.3570757	-0.3570757	35_15653	"Cluster: Sucrose:sucrose 1-fructosytransferase; n=1; Triticum aestivum|Rep: Sucrose:sucrose 1-fructosytransferase - Triticum aestivum (Wheat)"	UniRef90_Q8W430	"CHR1V7|COORD:4153697..4157455| ATBETAFRUCT4/VAC-INV (VACUOLAR INVERTASE); beta-fructofuranosidase/ hydrolase, hydrolyzing O-glycosyl compounds"	AT1G12240.1	CHR02V5|COORD:343057..347196|protein beta-fructofuranosidase 1 precursor, putative, expressed	LOC_Os02g01590.1	 no descriptionhighly similar to ( 598)AT1G62660| Symbols:  | beta-fructosidase (BFRUCT3) / beta-fructofuranosidase / invertase, vacuolar | chr1:23203614-23207180 FORWARDhighly similar to ( 673)INV1_MAIZEBeta-fructofuranosidase 1 precursor - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Glyco_32 Glyco_hydro_32N SacC Herpes_BLLF1 Glyco_hydro_32C APC_basic PRK07003 Tymo_45kd_70kd PRK12323 Pneumo_att_G AF-4 TT_ORF1 Atrophin-1 PRK07764 DUF566 	major CHO metabolism.degradation.sucrose.invertases.vacuolar	2_2_1_3_3

CUST_69425_PI403524517	2	0.008217812	-0.16703129	-0.008218765	0.010516167	-0.09186077	0.08739948	35_19865	"Cluster: Putative glycosyl hydrolase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative glycosyl hydrolase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q654G0	"CHR5V7|COORD:4837487..4841795| ATGMII/GMII (GOLGI ALPHA-MANNOSIDASE II); alpha-mannosidase"	AT5G14950.1	CHR06V5|COORD:7570103..7562738|protein alpha-mannosidase 2, putative, expressed	LOC_Os06g13650.3	" no descriptionmoderately similar to ( 283)AT5G14950| Symbols: GMII, ATGMII | ATGMII/GMII (GOLGI ALPHA-MANNOSIDASE II); alpha-mannosidase | chr5:4837487-4841795 REVERSEnot assigned not assigned Glyco_hydro_38C "	not assigned.no ontology	35_1

CUST_97408_PI403524517	2	-0.22922373	0.6106062	0.29254532	0.09409237	-0.09409237	-0.47395658	35_27819	"Cluster: Putative branched-chain alpha-keto acid decarboxylase E1 beta subunit; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative branched-chain"	UniRef90_Q69LD2	"CHR3V7|COORD:4382347..4384302| DIN4 (DARK INDUCIBLE 4); 3-methyl-2-oxobutanoate dehydrogenase (2-methylpropanoyl-transferring)"	AT3G13450.1	CHR07V5|COORD:3720951..3716941|protein 3-methyl-2-oxobutanoate dehydrogenase, putative, expressed	LOC_Os07g07470.1	"no descriptionweakly similar to ( 112)AT3G13450| Symbols: DIN4 | DIN4 (DARK INDUCIBLE 4); 3-methyl-2-oxobutanoate dehydrogenase (2-methylpropanoyl-transferring) | chr3:4382347-4384302 REVERSEnot assigned AcoB"	amino acid metabolism.degradation.branched-chain group.shared	13_2_4_1

CUST_85121_PI403524517	2	0.18380117	0.1603775	-7.7819824E-4	-0.50739384	-0.9875555	7.777214E-4	35_24388	"Cluster: F-box protein-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: F-box protein-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q84YP6	CHR1V7|COORD:4642525..4643927| F-box family protein	AT1G13570.1	CHR02V5|COORD:19839251..19836320|protein F-box domain containing protein, expressed	LOC_Os02g33400.1	no descriptionvery weakly similar to (86.3)AT1G13570| Symbols:  | F-box family protein | chr1:4642525-4643927 REVERSE	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_147808_PI403524517	2	0.06940842	0.86256695	0.29984188	-0.20114756	-0.06940842	-0.27289915	35_41355	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_182211_PI403524517	2	0.004887581	0.37412548	-0.004887581	-0.07987213	-0.05949974	0.005508423	35_50656	"Cluster: Expressed protein; n=4; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10A81		0	CHR03V5|COORD:36333707..36340637|protein expressed protein	LOC_Os03g64400.2	no description	not assigned.unknown	35_2

CUST_160366_PI403524517	2	-0.08708668	1.034874	-1.388216	0.08708668	-0.5880909	0.20059776	35_44749	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_88758_PI403524517	2	0.27117014	0.6064377	0.88144636	-0.27116966	-0.38490725	-0.80476546	35_25399	"Cluster: Putative pherophorin-dz1 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative pherophorin-dz1 protein - Oryza sativa (japonica cultivar-g"	UniRef90_Q6ZD62	CHR4V7|COORD:6952794..6954237| hydroxyproline-rich glycoprotein family protein	AT4G11430.1	CHR08V5|COORD:395077..393302|protein vegetative cell wall protein gp1 precursor, putative, expressed	LOC_Os08g01690.1	no description	not assigned.unknown	35_2

CUST_2537_PI404877155	2	-0.20896816	-0.2984562	0.110762596	0.105965614	0.75450706	-0.10596466	Contig12940_at	DRE binding factor 1 [Zea mays]	AAM80486.1	AP2 domain-containing transcription factor RAP2.4	At1g78080.1	protein AP2 domain, putative	Os02g51670	NONE	RNA.regulation of transcription.AP2/EREBP, APETALA2/Ethylene-responsive element binding protein family	27_3_03

CUST_46329_PI403524517	2	0.26109028	0.522912	0.017183304	-0.101774216	-0.01718378	-0.0692749	35_13269	"Cluster: Hypothetical protein P0669G04.12; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0669G04.12 - Oryza sativa (japonica cultivar-g"	UniRef90_Q650U0	CHR4V7|COORD:11991647..11993687| bile acid:sodium symporter family protein	AT4G22840.1	CHR09V5|COORD:20340024..20336702|protein bile acid sodium symporter, putative, expressed	LOC_Os09g34900.1	no descriptionweakly similar to ( 144)AT4G22840| Symbols:  | bile acid:sodium symporter family protein | chr4:11991647-11993687 REVERSEnot assigned COG0385 SBF	transport.unspecified cations	34_14

CUST_1506_PI399408534	2	0.13597775	-0.603632	-0.071588516	0.05135727	-0.03240776	0.032406807	35_16513	Rep: Ran-binding protein - Triticum aestivum (Wheat)	UniRef90_A0MA43	"CHR1V7|COORD:2192359..2193687| SIRANBP (Ran-binding protein 1a); Ran GTPase binding"	AT1G07140.1	CHR03V5|COORD:10169308..10166460|protein ran-binding protein 1 homolog c, putative, expressed	LOC_Os03g18180.1	no descriptionmoderately similar to ( 215)AT5G58590| Symbols: RANBP1 | RANBP1 (RAN BINDING PROTEIN 1) | chr5:23697545-23698940 REVERSEnot assigned not assigned not assigned RanBD Ran_BP1 YRB1 RanBD	signalling.G-proteins	30_5

CUST_84732_PI403524517	2	-0.26452827	-0.13540936	0.40468884	0.24505997	0.13540936	-0.2163229	35_24278	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_162135_PI403524517	2	-0.107481	0.0015573502	0.22994804	0.18850565	-0.015702724	-0.0015573502	35_45225	Rep: OSJNBb0018A10.9 protein - Oryza sativa (Rice)	UniRef90_Q7XMC6	CHR3V7|COORD:8681125..8683218| glycosyltransferase family 14 protein / core-2/I-branching enzyme family protein	AT3G24040.1	CHR04V5|COORD:13473187..13468619|protein BGGP Beta-1-3-galactosyl-O-glycosyl-glycoprotein, putative, expressed	LOC_Os04g23580.1	no description	not assigned.unknown	35_2

CUST_7602_PI404877155	2	-0.10356617	0.67366123	0.21356392	0.04596138	-0.07980728	-0.045962334	Contig22194_at	putative peptide transporter protein [Oryza sativa (japonica cultivar-group)]	AAM47310.1	peptide transporter (PTR2-B) / oligopeptide transporter 1-1, putative (OPT1-1)	At2g02040.1	protein POT family, putative	Os03g13250	amino acid/peptide transporter	transport.peptides and oligopeptides	34_13

CUST_169382_PI403524517	2	0.050278664	-0.55368614	-0.2639122	0.16948509	0.032232285	-0.03223133	35_47177	"Cluster: Putative Avr9/Cf-9 rapidly elicited protein 276; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Avr9/Cf-9 rapidly elicited protein 276 - Ory"	UniRef90_Q6Z2K3		0	CHR02V5|COORD:30512193..30516561|protein spotted leaf protein 11, putative, expressed	LOC_Os02g49950.1	no description	not assigned.unknown	35_2

CUST_8472_PI404877155	2	-0.103627205	0.1720829	0.019093513	-0.01909256	0.11699009	-0.036771774	Contig2503_s_at	0	AAS07281.1	auxin-responsive protein / indoleacetic acid-induced protein 16 (IAA16)	At3g04730.1	protein aux/IAA protein	Os12g40890	auxin-induced protein identical to GB:AAB84353 (IAA16)/0.2_HMGI_Y T01851	hormone metabolism.auxin.induced-regulated-responsive-activated	17_2_3

CUST_74158_PI403524517	2	0.019274712	-0.20320415	-0.019274712	-0.020281792	0.023643494	0.1860075	35_21266	"Cluster: Hydroxyproline-rich glycoprotein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hydroxyproline-rich glycoprotein-like - Oryza sativa (japonica"	UniRef90_Q5JLQ2	CHR3V7|COORD:20976084..20978654| hydroxyproline-rich glycoprotein family protein	AT3G56590.1	CHR01V5|COORD:41535561..41530696|protein RING zinc finger protein, putative, expressed	LOC_Os01g71220.1	no descriptionweakly similar to ( 179)AT3G56590| Symbols:  | hydroxyproline-rich glycoprotein family protein | chr3:20976084-20978654 FORWARDnot assigned not assigned not assigned Atrophin-1	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_40045_PI403524517	2	0.18427944	0.51126623	-0.06258726	-0.031329155	0.03132963	-0.16889477	35_11518	"Cluster: Putative D-amino acid dehydrogenase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative D-amino acid dehydrogenase - Oryza sativa (japonica cult"	UniRef90_Q5SMI8	CHR2V7|COORD:9631783..9634011| FAD-dependent oxidoreductase family protein	AT2G22650.1	CHR06V5|COORD:4018848..4021596|protein oxidoreductase, putative, expressed	LOC_Os06g08300.2	no descriptionweakly similar to ( 120)AT2G22650| Symbols:  | FAD-dependent oxidoreductase family protein | chr2:9631783-9634011 REVERSE	not assigned.no ontology	35_1

CUST_3120_PI404877155	2	-0.006776333	-0.014784813	0.006776333	0.16659594	0.473629	-0.3326497	Contig13556_at	dof zinc finger protein [Hordeum vulgare subsp. vulgare]	CAC81705.1	Dof-type zinc finger domain-containing protein	At4g24060.1	protein Dof domain, zinc finger, putative	Os02g45200	NONE	RNA.regulation of transcription.C2C2(Zn) DOF zinc finger family	27_3_08

CUST_6433_PI404877155	2	0.07999611	0.41370773	-0.038692474	-0.09547806	-0.0011968613	0.0011978149	Contig19280_at	putative pre-mRNA splicing factor [Oryza sativa (japonica cultivar-group)] gb|AAP54456.1| putative pre-mRNA splicing factor [Oryza sativa (j	NP_922169.1	pre-mRNA splicing factor-related	At4g03430.1	protein putative pre-mRNA splicing factor	Os10g35550	allyl alcohol dehydrogenase	RNA.processing	27_1

CUST_48532_PI403524517	2	0.2511673	-0.20047665	-0.22057629	-0.099181175	0.09918213	0.14344215	35_13863	Rep: OSIGBa0158D24.3 protein - Oryza sativa (Rice)	UniRef90_Q01KM6	CHR2V7|COORD:8240501..8242376| peroxidase, putative	AT2G18980.1	CHR04V5|COORD:33287045..33280877|protein peroxidase 16 precursor, putative, expressed	LOC_Os04g56180.1	 no descriptionvery weakly similar to (94.0)AT2G18980| Symbols:  | peroxidase, putative | chr2:8240501-8242376 REVERSEvery weakly similar to (58.5)PERX_NICSYLignin-forming anionic peroxidase precursor - Nicotiana sylvestris (Wood tobacco)secretory_peroxidase peroxidase plant_peroxidase 	misc.peroxidases	26_12

CUST_55073_PI403524517	2	-0.5206022	0.6626816	0.123111725	-0.123111725	0.51485157	-0.44203472	35_15676	"Cluster: H0315F07.12 protein; n=10; Oryza sativa|Rep: H0315F07.12 protein - Oryza sativa (Rice)"	UniRef90_Q259Z0	CHR4V7|COORD:6374801..6375073| wound-responsive family protein	AT4G10270.1	CHR04V5|COORD:32104684..32100580|protein retrotransposon protein, putative, unclassified	LOC_Os04g54280.1	no descriptionvery weakly similar to (72.4)AT4G10270| Symbols:  | wound-responsive family protein | chr4:6374801-6375073 FORWARD	not assigned.no ontology	35_1

CUST_10343_PI403524517	2	0.0056943893	-0.27114105	0.072060585	-0.11282349	-0.004716873	0.0047159195	35_2916	"Cluster: Hypothetical protein P0644A02.3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0644A02.3 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q69QC1	"CHR4V7|COORD:493692..494668| similar to threonine endopeptidase [Arabidopsis thaliana] (TAIR:AT4G38100.1); similar to unknown (GB:AAB00107.1)"	AT4G01150.1	CHR06V5|COORD:6009098..6006445|protein threonine endopeptidase, putative, expressed	LOC_Os06g11400.1	no descriptionvery weakly similar to (87.4)AT4G38100| Symbols:  | threonine endopeptidase | chr4:17887027-17888171 REVERSE	not assigned.unknown	35_2

CUST_22696_PI403524517	2	-7.786751E-4	7.791519E-4	0.34402514	0.1530757	-0.019581318	-0.13909674	35_6591	"Cluster: Hypothetical protein OJ1294_F06.15; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1294_F06.15 - Oryza sativa (japonica cultiv"	UniRef90_Q5JK51	"CHR5V7|COORD:4044953..4047293| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G40400.2); similar to Trimeric LpxA-like [Medicago truncatula]"	AT5G12470.1	CHR01V5|COORD:42517132..42520916|protein expressed protein	LOC_Os01g72710.1	"no descriptionvery weakly similar to (50.4)AT5G12470| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G40400.2); similar to Trimeric LpxA-like [Medicago truncatula] (GB:ABE84885.1); similar to Os01g0957200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001045446.1); similar to Os05g0388600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001055430.1) | chr5:4044953-4047293 REVERSEnot assigned not assigned not assigned not assigned"	not assigned.unknown	35_2

CUST_53621_PI403524517	2	0.044841766	0.58847237	-0.047472954	-0.044840813	-0.26755524	0.06458759	35_15251	"Cluster: PREDICTED: hypothetical protein; n=1; Rattus norvegicus|Rep: PREDICTED: hypothetical protein - Rattus norvegicus"	UniRef90_UPI0000DA3108	0	0	CHR08V5|COORD:24566056..24562844|protein ccdc49 protein, putative, expressed	LOC_Os08g39090.1	no description	not assigned.unknown	35_2

CUST_15921_PI403524517	2	0.035625458	-0.488204	-0.05020809	0.1270256	0.14923191	-0.03562641	35_4597	"Cluster: Putative ribulose-1,5 bisphosphate carboxylase/oxygenase large subunit N-methyltransferase, chloroplast; n=1; Oryza sativa (japonica cultivar-group)|Re"	UniRef90_Q6ESK6	CHR1V7|COORD:4805490..4807437| ribulose-1,5 bisphosphate carboxylase oxygenase large subunit N-methyltransferase, putative	AT1G14030.1	CHR09V5|COORD:14608858..14606518|protein ribulose-1,5 bisphosphate carboxylase/oxygenase large subunit N-methyltransferase, chloroplast precursor,	LOC_Os09g24530.1	 no descriptionmoderately similar to ( 451)AT1G14030| Symbols:  | ribulose-1,5 bisphosphate carboxylase oxygenase large subunit N-methyltransferase, putative | chr1:4805490-4807437 REVERSEmoderately similar to ( 454)RBCMT_TOBACRibulose-1,5 bisphosphate carboxylase/oxygenase large subunit N-methyltransferase, chloroplast precursor - Nicotiana tabacum (Common tobacco)not assigned Rubis-subs-bind 	PS.calvin cyle.rubisco interacting	1_3_13

CUST_139513_PI403524517	2	-0.18247032	0.25002098	0.036362648	-0.048456192	0.19854355	-0.0363636	35_39128	"Cluster: Harpin-induced protein 1 containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Harpin-induced protein 1 containing protein, e"	UniRef90_Q2QXF1	CHR3V7|COORD:15939203..15940632| harpin-induced family protein / HIN1 family protein / harpin-responsive family protein	AT3G44220.1	CHR12V5|COORD:2979864..2978479|protein VAMP protein SEC22, putative, expressed	LOC_Os12g06260.1	no descriptionweakly similar to ( 117)AT3G44220| Symbols:  | harpin-induced family protein / HIN1 family protein / harpin-responsive family protein | chr3:15939203-15940632 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned Hin1 Herpes_BLLF1 Pneumo_att_G TT_ORF1	not assigned.no ontology	35_1

CUST_69538_PI403524517	2	-0.009421349	0.64278316	0.06685066	-0.25110054	-0.041389465	0.009421349	35_19898	"Cluster: Calcium-dependent calmodulin-independent protein kinase CDPK- like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Calcium-dependent"	UniRef90_Q8H643	"CHR1V7|COORD:4283633..4285673| PEPKR1 (PHOSPHOENOLPYRUVATE CARBOXYLASE-RELATED KINASE 1); kinase"	AT1G12580.1	CHR06V5|COORD:1447682..1444508|protein calcium-dependent protein kinase, isoform AK1, putative, expressed	LOC_Os06g03682.1	"no descriptionmoderately similar to ( 479)AT1G12580| Symbols: PEPKR1 | PEPKR1 (PHOSPHOENOLPYRUVATE CARBOXYLASE-RELATED KINASE 1); kinase | chr1:4283633-4285673 FORWARDmoderately similar to ( 293)CDPK3_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase SPS1 Pkinase_Tyr PTKc TyrKc PTKc_FAK PTKc_Jak_rpt2 PTKc_Ack_like PTKc_Tec_like PTKc_Csk_like PTKc_Syk_like PTKc_Itk PTKc_Chk PTKc_ALK_LTK PTKc_Fes PTKc_Tyk2_rpt2 PTKc_Jak2_Jak3_rpt2 PTKc_Srm_Brk PTKc_Tec_Rlk PTKc_Fes_like PTKc_c-ros PTKc_Ror PTKc_InsR_like PTKc_Src_like PTKc_EphR PTKc_Trk PTKc_Btk_Bmx PTKc_FGFR PTKc_Frk_like PTKc_Fer PTKc_DDR PTKc_FGFR1 PTKc_Jak1_rpt2 PTKc_PDGFR PTKc_Abl PTKc_Tie1 PTKc_Tie PTKc_DDR_like PTKc_Ror1 PTKc_FGFR4 PTKc_Lyn PTKc_EphR_B PTKc_Tie2 PTKc_EphR_A PTKc_Lck_Blk PTKc_FGFR2 PTKc_Axl_like PTKc_Ror2 PTKc_FGFR3 PTKc_DDR2 PTKc_VEGFR PTKc_Csk PTKc_DDR1 PTKc_Tyro3 PTKc_EGFR_like PTKc_TrkC PTKc_Syk PTKc_EphR_A2 PTKc_VEGFR2 PTKc_TrkB PTKc_Fyn_Yrk PTKc_VEGFR3 PTK_CCK4 PTKc_Musk PTKc_Hck PTKc_Src PTKc_Yes PTKc_TrkA PTKc_Axl PTKc_RET PTKc_EGFR PTKc_InsR PTKc_Met_Ron PTKc_Zap-70 PTKc_Aatyk1_Aatyk3 PTK_HER3 DUF1645"	protein.postranslational modification	29_4

CUST_13695_PI404877155	2	0.23458862	0.08384609	-0.083847046	-0.12560844	-0.1924839	0.34135914	Contig7416_at	MADS-box protein 3 [Hordeum vulgare subsp. vulgare]	CAB97351.1	floral homeotic protein APETALA1 (AP1) / agamous-like MADS box protein (AGL7)	At1g69120.1	protein MADS-box protein 3	Os07g41370	NONE	RNA.regulation of transcription.MADS box transcription factor family	27_3_24

CUST_87180_PI403524517	2	0.13507271	-0.014881134	-0.01240921	0.01240921	0.056500435	-0.015981674	35_24963	"Cluster: Hypothetical protein OSJNBb0053D02.10; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0053D02.10 - Oryza sativa (japonica"	UniRef90_Q6AUG1	"CHR5V7|COORD:17797621..17798325| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G08125.1); similar to Os05g0564100 [Oryza sativa (japonica"	AT5G44170.1	CHR05V5|COORD:27994109..27995255|protein expressed protein	LOC_Os05g48950.1	" no descriptionvery weakly similar to (78.6)AT5G44170| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G08125.1); similar to Os05g0564100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001056330.1); similar to DNA ligase-like [Oryza sativa (japonica cultivar-group)] (GB:BAD22961.1); contains domain no description (G3D.3.40.50.150); contains domain Diol dehydratase, gamma subunit (SSF47148); contains domain UNCHARACTERIZED (PTHR14614) | chr5:17797621-17798325 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TT_ORF1 PRK12678 "	not assigned.no ontology	35_1

CUST_7482_PI403524517	2	0.09422207	-0.5407448	-0.019649506	-0.06756878	0.019649506	0.036852837	35_2083	"Cluster: Os09g0556000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0556000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IZQ5	CHR5V7|COORD:9687473..9689188| signal peptidase subunit family protein	AT5G27430.1	CHR09V5|COORD:22094805..22091684|protein signal peptidase complex subunit 3, putative, expressed	LOC_Os09g38370.1	no descriptionmoderately similar to ( 269)AT5G27430| Symbols:  | signal peptidase subunit family protein | chr5:9687473-9689188 FORWARDweakly similar to ( 131)SPCS3_ORYSAnot assigned SPC22	protein.targeting.secretory pathway.unspecified	29_3_4_99

CUST_97142_PI403524517	2	0.00982523	-0.043251038	0.42007065	-0.009824753	0.07134104	-0.4624691	35_27744	"Cluster: Putative NAD synthetase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative NAD synthetase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8LI89	CHR1V7|COORD:20558524..20561855| carbon-nitrogen hydrolase family protein	AT1G55090.1	CHR07V5|COORD:3598977..3609095|protein glutamine-dependent NAD, putative, expressed	LOC_Os07g07260.3	no descriptionmoderately similar to ( 318)AT1G55090| Symbols:  | carbon-nitrogen hydrolase family protein | chr1:20558524-20561855 FORWARDnot assigned nadE COG0388	not assigned.no ontology	35_1

CUST_11149_PI404877155	2	-0.014658928	-0.09584141	0.02926445	0.07387829	0.014658928	-0.094851494	Contig4833_at	putative N-acetyl-gamma-glutamyl-phosphate reductase [Oryza sativa (japonica cultivar-group)] gb|AAP54418.1| putative N-acetyl-gamma-glutamy	NP_922131.1	semialdehyde dehydrogenase family protein	At2g19940.1	protein putative Semialdehyde dehydrogenase	Os03g42110	putative N-acetyl-gamma-glutamyl-phosphate reductase	amino acid metabolism.synthesis.glutamate family.arginine	13_1_2_3

CUST_166502_PI403524517	2	0.06870651	0.75107765	-0.26115894	-0.06870651	-0.6187935	0.19791889	35_46385	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_131334_PI403524517	2	0.26964378	0.236485	0.028429508	-0.07948923	-0.26000595	-0.028429508	35_36886	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_107648_PI403524517	2	0.12172794	-0.6786394	-0.20779228	-0.03477764	0.03477764	0.07271862	35_30632	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_1731_PI404877155	2	0.021594048	-0.4392147	-0.04933071	0.06593704	-0.021595001	0.15083885	Contig11967_at	trithorax 1 (ATX-1) (TRX1) [Arabidopsis thaliana]	NP_850170.1	trithorax 1 (ATX-1) (TRX1)	At2g31650.1	protein F/Y-rich N-terminus, putative	Os09g04890	0	RNA.regulation of transcription.Alfin-like	27_3_02

CUST_106349_PI403524517	2	-0.0061416626	0.37717104	0.05814123	-0.06254768	0.0061421394	-0.41982746	35_30269	"Cluster: Putative transcription initiation factor; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative transcription initiation factor - Oryza sativa (jap"	UniRef90_Q84MQ7		0	CHR03V5|COORD:16749241..16754470|protein transcription initiation factor TFIID subunit 9B, putative, expressed	LOC_Os03g29470.1	no description	not assigned.unknown	35_2

CUST_32960_PI403524517	2	0.19430208	-0.5144677	0.01991415	-0.019914627	0.17510891	-0.28652143	35_9502	"Cluster: Putative cell wall protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative cell wall protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q67WV0	CHR2V7|COORD:6925121..6927401| leucine-rich repeat family protein / extensin family protein	AT2G15880.1	CHR06V5|COORD:26226107..26227760|protein 36.4 kDa proline-rich protein, putative, expressed	LOC_Os06g43600.1	no description	not assigned.unknown	35_2

CUST_5099_PI399408534	2	0.05245304	-0.9114256	-0.027539253	0.063391685	-0.053586006	0.027539253	35_19040	"Cluster: Nucleoid DNA-binding-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Nucleoid DNA-binding-like protein - Oryza sativa (japonica cultivar"	UniRef90_Q8GSB5	CHR3V7|COORD:20151269..20153577| aspartyl protease family protein	AT3G54400.1	CHR07V5|COORD:27744614..27746316|protein aspartic proteinase nepenthesin-1 precursor, putative, expressed	LOC_Os07g46480.1	no descriptionmoderately similar to ( 317)AT3G54400| Symbols:  | aspartyl protease family protein | chr3:20151269-20153577 REVERSEnot assigned not assigned not assigned not assigned not assigned Asp	RNA.regulation of transcription.unclassified	27_3_99

CUST_65339_PI403524517	2	-0.117959976	0.41849804	0.2648611	-0.019925117	0.019925594	-0.14023829	35_18656	Rep: T24D18.18 protein - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q9S9M7	"CHR1V7|COORD:5514388..5515755| similar to unnamed protein product [Ostreococcus tauri] (GB:CAL54676.1); similar to Os08g0266300 [Oryza sativa (japonica"	AT1G16080.1	CHR08V5|COORD:10132247..10135382|protein expressed protein	LOC_Os08g16570.1	"no descriptionweakly similar to ( 164)AT1G16080| Symbols:  | similar to unnamed protein product [Ostreococcus tauri] (GB:CAL54676.1); similar to Os08g0266300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001061403.1) | chr1:5514388-5515755 FORWARD"	not assigned.unknown	35_2

CUST_1946_PI403524517	2	-0.024154663	-0.81981945	0.020150185	0.07175541	0.060993195	-0.020150185	35_516	"Cluster: Phosphoglycerate kinase, cytosolic; n=11; Poaceae|Rep: Phosphoglycerate kinase, cytosolic - Triticum aestivum (Wheat)"	UniRef90_P12783	CHR1V7|COORD:29929240..29931188| PGK (PHOSPHOGLYCERATE KINASE)	AT1G79550.2	CHR06V5|COORD:27678757..27675320|protein phosphoglycerate kinase, cytosolic, putative, expressed	LOC_Os06g45710.1	 no descriptionmoderately similar to ( 267)AT1G79550| Symbols: PGK | PGK (PHOSPHOGLYCERATE KINASE) | chr1:29929240-29931188 REVERSEmoderately similar to ( 288)PGKY_WHEATPhosphoglycerate kinase, cytosolic - Triticum aestivum (Wheat)not assigned Phosphoglycerate_kinase pgk PGK Pgk 	PS.calvin cyle.phosphoglycerate kinase	1_3_3

CUST_842_PI399408534	2	-0.235775	0.24383736	0.25851727	0.02129078	-0.02129078	-0.09613323	35_405	"Cluster: NAC domain transcription factor; n=1; Triticum aestivum|Rep: NAC domain transcription factor - Triticum aestivum (Wheat)"	UniRef90_Q5DM35	CHR5V7|COORD:2859114..2860145| ATAF2 (Arabidopsis NAC domain containing protein 81)	AT5G08790.1	CHR03V5|COORD:34105033..34106480|protein NAC domain-containing protein 67, putative, expressed	LOC_Os03g60080.1	" no descriptionmoderately similar to ( 261)AT1G01720| Symbols: ANAC002, ATAF1 | ATAF1 (Arabidopsis NAC domain containing protein 2); transcription factor | chr1:268471-269514 FORWARDmoderately similar to ( 289)NAC68_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned NAM PRK07003 PRK07764 PRK12323 PRK12678 DUF1509 APC_basic DUF566 TT_ORF1 AF-4 Herpes_BLLF1 Atrophin-1 PRK08853 Protamine_P1 Adeno_PV DUF390 "	RNA.regulation of transcription.NAC domain transcription factor family	27_3_27

CUST_1174_PI404877155	2	-0.20445585	-0.6481962	0.20445538	0.9841018	1.078752	-0.4162283	Contig11237_at	OSJNBa0038O10.18 [Oryza sativa (japonica cultivar-group)] ref|XP_473246.1| OSJNBa0038O10.18 [Oryza sativa (japonica cultivar-group)]	CAE05652.2	GRAM domain-containing protein / ABA-responsive protein-related	At5g08350.1	protein GRAM domain, putative	Os04g44510	"GRAM domain-containing protein / ABA-responsive protein-related, contains similarity to ABA-responsive protein in barley (GI:4103635) (Hordeum vulgare) (J. Exp. Bot. 50, 727-728 (1999); FH protein interacting protein FIP1, Arabidopsis thaliana, EMBL:AF174"	hormone metabolism.abscisic acid.induced-regulated-responsive-activated	17_1_3

CUST_25797_PI403524517	2	0.1929164	-0.98119545	-0.036603928	0.036603928	0.15922976	-0.13481665	35_7479	"Cluster: Putative calcium-dependent protein kinase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative calcium-dependent protein kinase - Oryza sativa"	UniRef90_Q6YXH1	"CHR1V7|COORD:4320121..4322267| PEPKR2 (PHOSPHOENOLPYRUVATE CARBOXYLASE-RELATED KINASE 2); kinase"	AT1G12680.1	CHR09V5|COORD:17737427..17733588|protein calcium-dependent protein kinase, putative, expressed	LOC_Os09g29170.3	"no descriptionmoderately similar to ( 257)AT1G12680| Symbols: PEPKR2 | PEPKR2 (PHOSPHOENOLPYRUVATE CARBOXYLASE-RELATED KINASE 2); kinase | chr1:4320121-4322267 REVERSEweakly similar to ( 151)CDPK_DAUCACalcium-dependent protein kinase - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase SPS1 Pkinase_Tyr PTKc TyrKc PTKc_Syk_like PRK12323 PTKc_Jak_rpt2 PTKc_Csk_like PTKc_Tec_like PRK07003 PTKc_Src_like PTKc_Tec_Rlk PTKc_Zap-70 PTKc_Ack_like PTKc_FGFR PTKc_Fes_like PTKc_Jak1_rpt2 PRK12678 PTKc_Fes PTKc_ALK_LTK PTKc_Frk_like PTKc_EphR PTKc_Srm_Brk PTKc_FAK PTKc_PDGFR PTKc_Jak2_Jak3_rpt2 PTKc_Itk PTKc_Tie1 PRK07764 PTKc_FGFR4 PTKc_Tie PTKc_Tie2 PTKc_Btk_Bmx PTKc_Syk PTKc_Abl APC_basic PTKc_EphR_A PTKc_c-ros PTKc_EphR_B PTKc_FGFR2 PTKc_FGFR3 PTKc_Tyk2_rpt2 PTKc_FGFR1 PRK09169 PTKc_RET IER PTKc_Lck_Blk PTKc_DDR_like PTKc_DDR2 AF-4 PTKc_Trk PRK12372 PTKc_Fer PTKc_Fyn_Yrk PTK_CCK4 PTKc_Chk Gag_spuma PTKc_Yes PTKc_EGFR_like DUF566 PTKc_InsR_like DUF390 PTKc_EphR_A2 PTKc_Csk PTKc_DDR Herpes_BLLF1 PTKc_Src"	protein.postranslational modification	29_4

CUST_17364_PI403524517	2	0.29472876	0.02654314	0.29253387	-0.02654314	-0.4656744	-0.08038759	35_5015	"Cluster: Hypothetical protein T20K14_150; n=1; Arabidopsis thaliana|Rep: Hypothetical protein T20K14_150 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9LF28	CHR5V7|COORD:5047890..5057414| binding	AT5G15540.1	0	0	no descriptionweakly similar to ( 142)AT5G15540| Symbols:  | binding | chr5:5047890-5057414 REVERSEnot assigned	not assigned.no ontology	35_1

CUST_3213_PI399408534	2	0.26728058	0.31463146	0.038686752	-0.14724016	-0.038686752	-0.33660793	35_4729	Rep: H0323C08.3 protein - Oryza sativa (Rice)	UniRef90_Q25A43	CHR3V7|COORD:7688636..7691451| SET domain-containing protein	AT3G21820.1	CHR04V5|COORD:31788264..31783657|protein MYND finger family protein, expressed	LOC_Os04g53700.1	no descriptionmoderately similar to ( 206)AT3G21820| Symbols: ATXR2 | SET domain-containing protein | chr3:7688636-7691451 REVERSEnot assigned	RNA.regulation of transcription.SET-domain transcriptional regulator family	27_3_69

CUST_7265_PI404877155	2	0.09872246	-1.4202852	6.8187714E-4	0.16326618	-6.8092346E-4	-0.07551956	Contig21166_at	0	0	0	0	0	0	"mitochondrial substrate carrier family protein, similar to peroxisomal Ca-dependent solute carrier (Oryctolagus cuniculus) GI:2352427 (mitochondrial carrier superfamily); contains INTERPRO:IPR001993 Mitochondrial substrate carrier family, INTERPRO:IPR0020"	transport.calcium	34_21

CUST_140801_PI403524517	2	0.004620075	0.068852425	-0.4457717	-0.004620075	-0.17804956	0.0403862	35_39476	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_3520_PI403524517	2	-0.039699554	0.15766335	-0.0038862228	0.0038862228	-0.016807556	0.103162766	35_959	Rep: Aldehyde dehydrogenase - Oryza sativa (Rice)	UniRef90_Q9FPK6	CHR1|COORD:20198932..20202640| aldehyde dehydrogenase, putative / antiquitin, putative, strong similarity to SP:Q41247 Aldehyde dehydrogenase family 7 member A1	AT1G54100.2	CHR09V5|COORD:16337637..16329087|protein aldehyde dehydrogenase family 7 member A1, putative, expressed	LOC_Os09g26880.1	"no descriptionhighly similar to ( 783)AT1G54100| Symbols: ALDH7B4 | ALDH7B4 (ALDEHYDE DEHYDROGENASE 7B4); 3-chloroallyl aldehyde dehydrogenase | chr1:20199103-20202521 REVERSEhighly similar to ( 804)AL7A1_MALDOAldehyde dehydrogenase family 7 member A1 - Malus domestica (Apple) (Malus sylvestris)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Aldedh PutA PRK10090 PRK03137 gabD PRK11905 COG4230 gabD2 PRK11904 gabD1 putA astD PRK09847 PRK11563 PRK11903 ProA"	fermentation.LDH	5_1

CUST_33430_PI403524517	2	-0.11583948	-1.3404064	-0.20235777	0.42027664	0.6005697	0.115839005	35_9641	"Cluster: Hypothetical protein P0686H11.32; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0686H11.32 - Oryza sativa (japonica"	UniRef90_Q6Z8S6	"CHR5V7|COORD:22718393..22719244| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G26490.1); similar to hypothetical protein [Oryza sativa (japonica"	AT5G56050.1	CHR08V5|COORD:24257619..24256547|protein harpin-induced protein, putative, expressed	LOC_Os08g38580.1	"no descriptionweakly similar to ( 149)AT4G26490| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G56050.1); similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:BAB92611.1); similar to Os08g0494000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001062126.1); contains InterPro domain Harpin-induced 1; (InterPro:IPR010847) | chr4:13380433-13381239 FORWARDnot assigned not assigned not assigned not assigned not assigned Hin1"	not assigned.unknown	35_2

CUST_64789_PI403524517	2	0.34801197	-0.0724926	-0.11060238	0.22053146	-0.07642937	0.07249355	35_18501	Rep: OSIGBa0159I10.1 protein - Oryza sativa (Rice)	UniRef90_Q01II4	"CHR4V7|COORD:13053896..13055527| ACYB-2 (Arabidopsis cytochrome b561 -2); carbon-monoxide oxygenase"	AT4G25570.1	CHR02V5|COORD:25794165..25791426|protein cytochrome b561, putative, expressed	LOC_Os02g42890.1	"no descriptionmoderately similar to ( 253)AT4G25570| Symbols: ACYB-2 | ACYB-2 (Arabidopsis cytochrome b561 -2); carbon-monoxide oxygenase | chr4:13053896-13055527 REVERSEnot assigned Cytochrom_B561 B561"	redox.ascorbate and glutathione	21_2

CUST_152071_PI403524517	2	0.013289452	0.09374142	0.041205406	-0.17754078	-0.71774244	-0.013289452	35_42511	Rep: PREDICTED: hypothetical protein - Mus musculus	UniRef90_UPI0000D65FD6	"CHR3V7|COORD:18615926..18618145| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G50120.1); similar to hypothetical protein [Oryza sativa (japonica"	AT3G50180.1	CHR08V5|COORD:27752607..27750800|protein recombination protein O, RecO, putative, expressed	LOC_Os08g44300.1	no description	not assigned.unknown	35_2

CUST_135077_PI403524517	2	0.014380932	-0.014380932	-0.1641221	0.19961119	-0.13128948	0.060299397	35_37893	"Cluster: Os12g0525300 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os12g0525300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IMZ2		0	CHR12V5|COORD:20610797..20608433|protein hypothetical protein	LOC_Os12g34100.1	no description	not assigned.unknown	35_2

CUST_67589_PI403524517	2	0.06874561	-0.1811552	-0.35407448	0.1218214	-0.06874561	0.071513176	35_19308	"Cluster: Putative tyrosine-tRNA ligase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative tyrosine-tRNA ligase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q943W5	CHR3V7|COORD:570228..571763| tRNA synthetase class I (W and Y) family protein	AT3G02660.1	CHR01V5|COORD:17628813..17630569|protein tyrosyl-tRNA synthetase, putative, expressed	LOC_Os01g31610.1	no descriptionhighly similar to ( 556)AT3G02660| Symbols:  | tRNA synthetase class I (W and Y) family protein | chr3:570228-571763 REVERSEnot assigned not assigned PRK05912 TyrS TyrRS_core tRNA-synt_1b Tyr_Trp_RS_core S4	protein.aa activation	29_1

CUST_61380_PI403524517	2	0.212533	0.13156128	0.05248499	-0.052484512	-0.5174694	-0.104575634	35_17516	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_50840_PI403524517	2	-0.48766422	-1.7490678	-0.2103405	1.7245789	0.83226776	0.2103405	35_14502	"Cluster: Low molecular weight oleosin; n=1; Hordeum vulgare|Rep: Low molecular weight oleosin - Hordeum vulgare (Barley)"	UniRef90_Q43770	CHR4V7|COORD:12900508..12901269| OLEO1 (OLEOSIN1)	AT4G25140.1	CHR04V5|COORD:27143863..27142995|protein oleosin 16 kDa, putative, expressed	LOC_Os04g46200.1	no descriptionvery weakly similar to ( 100)AT4G25140| Symbols: OLEO1 | OLEO1 (OLEOSIN1) | chr4:12900508-12901269 FORWARDweakly similar to ( 154)OLEO1_MAIZEOleosin Zm-I - Zea mays (Maize)Oleosin	lipid metabolism.TAG synthesis	11_4

CUST_6400_PI399408534	2	0.2791624	0.0975976	0.13918972	-0.0975976	-0.13922119	-0.14907217	35_30610	"Cluster: Putative lectin-like protein kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative lectin-like protein kinase - Oryza sativa (japonica cult"	UniRef90_Q6Z8M5	CHR3V7|COORD:19944131..19946164| lectin protein kinase, putative	AT3G53810.1	CHR08V5|COORD:25360662..25363516|protein lectin-like protein kinase, putative	LOC_Os08g40270.1	 no descriptionweakly similar to ( 142)AT3G53810| Symbols:  | lectin protein kinase, putative | chr3:19944131-19946164 REVERSEvery weakly similar to (96.3)NORK_MEDTRNodulation receptor kinase precursor - Medicago truncatula (Barrel medic)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc Pkinase S_TKc PTKc Pkinase_Tyr TyrKc SPS1 PTKc_Frk_like PTKc_Src_like PTKc_Srm_Brk PTKc_Hck PTKc_EphR PTKc_Src PTKc_Lck_Blk PTKc_Yes PTKc_Lyn PTKc_Fyn_Yrk PTKc_EGFR_like PTKc_Met_Ron PTKc_Jak_rpt2 PTKc_FGFR PTKc_EphR_A2 PTKc_HER2 PTKc_EphR_A PTKc_VEGFR PTKc_EphR_B PTKc_FGFR4 PTKc_Abl PTKc_Btk_Bmx PTKc_HER4 PTKc_VEGFR3 PTKc_InsR_like PTKc_Chk PTKc_c-ros PTKc_RET PTKc_Syk_like PTKc_EGFR PTKc_Jak2_Jak3_rpt2 PTKc_Zap-70 PTKc_Tec_like PTKc_FAK 	signalling.receptor kinases.DUF 26	30_2_17

CUST_151997_PI403524517	2	-0.58345985	0.7752013	0.4123373	-0.20243168	-0.3888936	0.20243168	35_42491	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_61734_PI403524517	2	0.4190321	-0.8678112	-0.8026676	0.27846336	0.31825638	-0.27846336	35_17617	"Cluster: Ferredoxin--nitrite reductase, chloroplast precursor; n=2; Oryza sativa|Rep: Ferredoxin--nitrite reductase, chloroplast precursor - Oryza sativa (Rice)"	UniRef90_Q42997	"CHR2V7|COORD:6817634..6819748| NIR1 (NITRITE REDUCTASE); ferredoxin-nitrate reductase"	AT2G15620.1	CHR01V5|COORD:14429391..14435944|protein ferredoxin--nitrite reductase, chloroplast precursor, putative, expressed	LOC_Os01g25484.2	" no descriptionhighly similar to ( 858)AT2G15620| Symbols: NIR, ATHNIR, NIR1 | NIR1 (NITRITE REDUCTASE); ferredoxin-nitrate reductase | chr2:6817634-6819748 FORWARDhighly similar to ( 979)NIR_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned nirA CysI nirA NIR_SIR DsrA NIR_SIR_ferr PRK12678 NirB PRK07003 PRK12323 Herpes_BLLF1 PRK07764 Atrophin-1 APC_basic Keratin_B2 Tymo_45kd_70kd "	N-metabolism.nitrate metabolism.nitrite reductase	12_1_2

CUST_112322_PI403524517	2	0.17500591	0.5050087	0.3423314	-0.17500591	-0.3958149	-0.4427352	35_31891	"Cluster: Hypothetical protein OSJNBa0030I14.17; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0030I14.17 - Oryza sativa (japonica"	UniRef90_Q5TKE9	CHR2V7|COORD:8654894..8656066| zinc finger (C3HC4-type RING finger) family protein	AT2G20030.1	CHR05V5|COORD:29634938..29636427|protein RING-H2 finger protein ATL2D precursor, putative, expressed	LOC_Os05g51780.1	no description	not assigned.unknown	35_2

CUST_78152_PI403524517	2	-0.06312561	-0.18157387	0.06312561	0.16653442	0.2304678	-0.07264042	35_22402	"Cluster: Putative F-box protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative F-box protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z1R8	0	0	CHR08V5|COORD:7945595..7940273|protein adagio protein 1, putative, expressed	LOC_Os08g13360.2	no description	not assigned.unknown	35_2

CUST_57591_PI403524517	2	0.1321373	-0.44630623	-0.06788921	-0.005473137	0.18032646	0.005473137	35_16418	"Cluster: Putative 40S RIBOSOMAL PROTEIN S13; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative 40S RIBOSOMAL PROTEIN S13 - Oryza sativa (japonica cultiv"	UniRef90_Q6ZL24	"CHR4V7|COORD:37172..38123| ATRPS13A (RIBOSOMAL PROTEIN S13A); structural constituent of ribosome"	AT4G00100.1	CHR08V5|COORD:952336..949964|protein 40S ribosomal protein S13, putative, expressed	LOC_Os08g02400.1	" no descriptionmoderately similar to ( 230)AT4G00100| Symbols: RPS13, PFL2, ATRPS13A | ATRPS13A (RIBOSOMAL PROTEIN S13A); structural constituent of ribosome | chr4:37172-38123 FORWARDmoderately similar to ( 245)RS13_MAIZE40S ribosomal protein S13 - Zea mays (Maize)not assigned not assigned not assigned rps15p Ribosomal_S13_N Ribosomal_S15p_S13e RpsO Ribosomal_S15 S15_NS1_EPRS_RNA-bind PRK07003 PRK12323 "	protein.synthesis.misc ribososomal protein	29_2_2

CUST_85328_PI403524517	2	-1.0044365	0.39355373	0.07093811	0.25471878	-0.5199604	-0.07093811	35_24443	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_34527_PI403524517	2	0.058249474	-0.2970028	-0.06847	-0.05751133	0.069981575	0.05751133	35_9957	"Cluster: Cyclin, N-terminal domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Cyclin, N-terminal domain containing protein,"	UniRef90_Q2QQ96	"CHR1V7|COORD:5363029..5365213| CYCA2;3 (CYCLIN A2;3); cyclin-dependent protein kinase regulator"	AT1G15570.1	CHR12V5|COORD:19114981..19109826|protein cyclin-A2, putative, expressed	LOC_Os12g31810.1	"no descriptionvery weakly similar to (89.4)AT1G15570| Symbols: CYCA2;3 | CYCA2;3 (CYCLIN A2;3); cyclin-dependent protein kinase regulator | chr1:5363029-5365213 FORWARDvery weakly similar to (67.0)CCNAL_DAUCAG2/mitotic-specific cyclin C13-1 - Daucus carota (Carrot)not assigned Cyclin_C"	cell.cycle	31_3

CUST_70983_PI403524517	2	0.044927597	-0.817008	-0.14141464	0.016254425	0.061670303	-0.016253471	35_20336	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10EV2	"CHR5V7|COORD:6714535..6715839| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G55265.1); similar to Protein of unknown function DUF538 [Medicago"	AT5G19860.1	CHR03V5|COORD:27716297..27712090|protein expressed protein	LOC_Os03g48710.2	"no descriptionweakly similar to ( 119)AT5G19860| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G55265.1); similar to Protein of unknown function DUF538 [Medicago truncatula] (GB:ABE78677.1); contains InterPro domain Protein of unknown function DUF538; (InterPro:IPR007493) | chr5:6714535-6715839 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF538 PRK12323 PRK07003 DUF566 Herpes_BLLF1 HPC2 Tymo_45kd_70kd Atrophin-1 APC_basic Pneumo_att_G PRK12678 PRK07764 KAR9 DUF936 Metaviral_G DUF1509 PRK05648 PRK12372 AF-4 DUF1421 Herpes_UL32 Herpes_TAF50 GRASP55_65"	not assigned.unknown	35_2

CUST_21431_PI403524517	2	0.20454693	1.0237532	-0.112257004	-0.002166748	-0.28176212	0.002166748	35_6220	"Cluster: Hypothetical protein; n=1; Kineococcus radiotolerans SRS30216|Rep: Hypothetical protein - Kineococcus radiotolerans SRS30216"	UniRef90_Q40X76	CHR1V7|COORD:25812961..25813793| AGP19/ATAGP19 (ARABINOGALACTAN-PROTEIN 19)	AT1G68725.1	CHR04V5|COORD:26563938..26562106|protein ligA, putative	LOC_Os04g45310.1	no description	not assigned.unknown	35_2

CUST_6764_PI399408534	2	0.48534203	-0.0074186325	-0.5794544	0.29248428	-0.035550117	0.007417679	35_14138	"Cluster: Zinc finger protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Zinc finger protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5Z9H7	CHR5V7|COORD:5379519..5379833| zinc finger (C2H2 type) family protein	AT5G16470.1	CHR06V5|COORD:29975870..29976670|protein expressed protein	LOC_Os06g49490.1	no descriptionweakly similar to ( 137)AT3G02790| Symbols:  | zinc finger (C2H2 type) family protein | chr3:604933-605250 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TT_ORF1 Protamine_P1 DUF1777	RNA.regulation of transcription.C2H2 zinc finger family	27_3_11

CUST_81614_PI403524517	2	0.16975403	-0.13458347	-0.0628252	-0.07413769	0.06282616	0.28204918	35_23410	"Cluster: Hypothetical protein P0474F11.15; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0474F11.15 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6K712	"CHR3V7|COORD:1227512..1229344| similar to unnamed protein product [Ostreococcus tauri] (GB:CAL53385.1); similar to Os02g0820600 [Oryza sativa (japonica"	AT3G04560.1	CHR02V5|COORD:35228093..35224868|protein expressed protein	LOC_Os02g57500.1	"no descriptionweakly similar to ( 103)AT3G04560| Symbols:  | similar to unnamed protein product [Ostreococcus tauri] (GB:CAL53385.1); similar to Os02g0820600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001048544.1) | chr3:1227512-1229344 REVERSE"	not assigned.unknown	35_2

CUST_43647_PI403524517	2	0.2594347	-1.5478411	-0.50941515	0.19139957	0.15270329	-0.15270281	35_12525	"Cluster: Hypothetical protein P0427G12.10; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0427G12.10 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6YXS1	"CHR1V7|COORD:24039734..24040725| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G03055.1); similar to hypothetical protein LOC_Os11g37650 [Oryza"	AT1G64680.1	CHR08V5|COORD:744927..746915|protein expressed protein	LOC_Os08g02210.2	"no descriptionweakly similar to ( 122)AT1G64680| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G03055.1); similar to hypothetical protein LOC_Os11g37650 [Oryza sativa (japonica cultivar-group)] (GB:ABA94460.1); similar to Os08g0114100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001060847.1) | chr1:24039734-24040725 FORWARD"	not assigned.unknown	35_2

CUST_64191_PI403524517	2	-0.014383316	-0.37419796	0.014382362	0.12675667	0.20913124	-0.098796844	35_18328	"Cluster: Putative dehydroascorbate reductase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative dehydroascorbate reductase - Oryza sativa (japonica cult"	UniRef90_Q67UK9	"CHR5V7|COORD:5483315..5484929| DHAR3 (DEHYDROASCORBATE REDUCTASE 1); glutathione dehydrogenase (ascorbate)"	AT5G16710.1	CHR06V5|COORD:6894614..6889586|protein dehydroascorbate reductase, putative, expressed	LOC_Os06g12630.2	"no descriptionmoderately similar to ( 348)AT5G16710| Symbols: DHAR3 | DHAR3 (DEHYDROASCORBATE REDUCTASE 1); glutathione dehydrogenase (ascorbate) | chr5:5483315-5484929 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned GST_C_DHAR GST_C_CLIC Gst GST_N_family GST_N_Omega GST_N_Phi GST_N_GTT1_like GST_N_SspA GST_N_Tau sspA PRK12323"	redox.ascorbate and glutathione.ascorbate	21_2_1

CUST_122657_PI403524517	2	0.009531975	-0.58456516	-0.1935072	0.30632687	0.35185528	-0.009531975	35_34609	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_22429_PI403524517	2	0.024510384	-0.27908993	-0.13771248	-0.023657799	0.20839691	0.023656845	35_6515	Rep: OSIGBa0150F01.9 protein - Oryza sativa (Rice)	UniRef90_Q01IL1	CHR5V7|COORD:19373795..19375215| phosphofructokinase family protein	AT5G47810.1	CHR04V5|COORD:23244256..23246632|protein 6-phosphofructokinase 2, putative, expressed	LOC_Os04g39420.1	no descriptionhighly similar to ( 509)AT5G47810| Symbols:  | phosphofructokinase family protein | chr5:19373795-19375215 REVERSEvery weakly similar to (63.2)PFPB_RICCOPyrophosphate--fructose 6-phosphate 1-phosphotransferase subunit beta - Ricinus communis (Castor bean)not assigned PRK06830 PfkA PRK03202 PFK PFK Bacterial_PFK PRK07085 Pyrophosphate_PFK PRK06555 Eukaryotic_PFK	glycolysis.PPFK	4_4

CUST_136588_PI403524517	2	0.18369007	0.12169266	0.07556534	-0.27608967	-0.13711166	-0.07556534	35_38306	"Cluster: Eukaryotic translation initiation factor 3 subunit 10; n=1; Zea mays|Rep: Eukaryotic translation initiation factor 3 subunit 10 - Zea mays (Maize)"	UniRef90_Q9XHR2	CHR4V7|COORD:6947829..6952048| EIF3A (eukaryotic translation initiation factor 3A)	AT4G11420.1	CHR01V5|COORD:1176174..1168611|protein eukaryotic translation initiation factor 3 subunit 10, putative, expressed	LOC_Os01g03070.2	 no descriptionweakly similar to ( 177)AT4G11420| Symbols: ATEIF3A-1, EIF3A-1, ATTIF3A1, TIF3A1, EIF3A | EIF3A (eukaryotic translation initiation factor 3A) | chr4:6947829-6952048 REVERSEmoderately similar to ( 244)IF3A_MAIZEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK03918 ADF ADF COG4487 Cofilin_ADF SbcC Smc MAP7 	cell.organisation	31_1

CUST_95605_PI403524517	2	0.024478912	-0.13324928	-0.016633987	-0.08006859	0.016634941	0.035131454	35_27323	Rep: TOM7-like protein - Triticum aestivum (Wheat)	UniRef90_Q6DL92	CHR5V7|COORD:16686647..16686874| mitochondrial import receptor subunit TOM7 / translocase of outer membrane 7 kDa subunit (TOM7.1)	AT5G41685.1	CHR05V5|COORD:28952144..28952955|protein mitochondrial import receptor subunit TOM7-1, putative, expressed	LOC_Os05g50654.1	no descriptionvery weakly similar to (61.2)AT5G41685| Symbols:  | mitochondrial import receptor subunit TOM7 / translocase of outer membrane 7 kDa subunit (TOM7.1) | chr5:16686647-16686874 REVERSEvery weakly similar to (59.3)TOM7A_SOLTUMitochondrial import receptor subunit TOM7-1 - Solanum tuberosum (Potato)not assigned not assigned not assigned not assigned Tom7 PRK07764	transport.metabolite transporters at the mitochondrial membrane	34_9

CUST_17341_PI404877155	2	-0.044347763	0.031011581	0.036819458	-0.049135208	-0.031011581	0.05581093	HU05C09u_s_at	GTP-binding family protein [Arabidopsis thaliana] gb|AAF22888.1| T27G7.9 [Arabidopsis thaliana]	NP_172317.1	GTP-binding family protein	At1g08410.1	protein expressed protein	Os03g44530	nucleotide-binding protein -related	signalling.G-proteins	30_5

CUST_22268_PI403524517	2	-0.018742561	0.60470104	0.018743515	-0.17745686	-0.090714455	0.04312706	35_6468	"Cluster: Expressed protein; n=4; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q108W5	0	0	CHR10V5|COORD:22377421..22369432|protein expressed protein	LOC_Os10g42196.1	no description	not assigned.unknown	35_2

CUST_71614_PI403524517	2	-0.047398567	-0.0061807632	0.056598663	-0.09924126	0.006181717	0.049697876	35_20530	"Cluster: Sugar transporter family protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Sugar transporter family protein, putative, exp"	UniRef90_Q10BC6	CHR5V7|COORD:23921184..23924079| sugar transporter family protein	AT5G59250.1	CHR03V5|COORD:34499758..34493576|protein sugar transporter family protein, putative, expressed	LOC_Os03g60820.1	no descriptionmoderately similar to ( 300)AT5G59250| Symbols:  | sugar transporter family protein | chr5:23921184-23924079 FORWARDvery weakly similar to (70.9)HEX6_RICCOHexose carrier protein HEX6 - Ricinus communis (Castor bean)not assigned not assigned not assigned not assigned not assigned Sugar_tr xylE MFS_1 AraJ	transporter.sugars	34_2

CUST_179274_PI403524517	2	-0.16787672	0.1294117	0.24946308	0.13379145	-0.3284459	-0.12941217	35_49859	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_42695_PI403524517	2	0.21338606	0.13730383	0.0035743713	-0.39522505	-0.6709113	-0.0035738945	35_12265	"Cluster: ATPase, AAA family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: ATPase, AAA family protein, expressed - Oryza sativa (japonica"	UniRef90_Q2QW40	CHR1V7|COORD:4948957..4952745| DNA polymerase-related	AT1G14460.1	CHR12V5|COORD:5707190..5702034|protein STI, putative, expressed	LOC_Os12g10670.1	no descriptionweakly similar to ( 146)AT1G14460| Symbols:  | DNA polymerase-related | chr1:4948957-4952745 REVERSE	DNA.synthesis/chromatin structure	28_1

CUST_66384_PI403524517	2	0.080153465	-0.12872505	0.17198467	0.04248047	-0.04248047	-0.19960117	35_18957	0	0	0	0	CHR11V5|COORD:21827644..21832758|protein stripe rust resistance protein Yr10, putative, expressed	LOC_Os11g37759.1	no description	not assigned.unknown	35_2

CUST_23039_PI403524517	2	0.15362501	0.0023479462	-0.18236351	-0.002348423	0.21351862	-0.17335129	35_6697	Rep: H0212B02.6 protein - Oryza sativa (Rice)	UniRef90_Q25AL9	CHR1V7|COORD:11399903..11405702| actin binding	AT1G31810.1	CHR04V5|COORD:32899251..32900637|protein plant-specific domain TIGR01627 family protein, expressed	LOC_Os04g55640.1	no descriptionnot assigned not assigned not assigned not assigned TT_ORF1 PRK12323	not assigned.unknown	35_2

CUST_81091_PI403524517	2	-2.3012295	0.6273241	-0.23419857	1.8285799	-1.3708024	0.23419905	35_23260	"Cluster: Putative ATPase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative ATPase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6F2W7	CHR3V7|COORD:18940798..18942528| AAA-type ATPase family protein	AT3G50930.1	CHR03V5|COORD:21501420..21499431|protein mitochondrial protein, putative, expressed	LOC_Os03g38800.1	no descriptionmoderately similar to ( 320)AT3G50930| Symbols:  | AAA-type ATPase family protein | chr3:18940798-18942528 FORWARDvery weakly similar to (68.9)PRS4_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned SpoVK AAA RPT1 PRK03992 HflB hflB	protein.degradation.AAA type	29_5_9

CUST_34140_PI403524517	2	0.13629723	-0.8299093	-0.22972775	0.12498093	-0.09690666	0.09690571	35_9840	"Cluster: Putative bHLH transcription factor; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative bHLH transcription factor - Oryza sativa (japonica"	UniRef90_Q5N802	0	0	CHR01V5|COORD:40224603..40221491|protein BHLH transcription factor, putative, expressed	LOC_Os01g68700.2	no description	not assigned.unknown	35_2

CUST_182073_PI403524517	2	0.013380051	0.43315554	0.066785336	-0.069319725	-0.23977232	-0.013380051	35_50619	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_74642_PI403524517	2	0.18236256	0.054210663	0.1251297	-0.26179266	-0.2560339	-0.05420971	35_21403	"Cluster: Centromeric protein E, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Centromeric protein E, putative, expressed - Oryza sativa"	UniRef90_Q2R2P7	"CHR1V7|COORD:21877748..21883047| ZCF125; microtubule motor"	AT1G59540.1	CHR11V5|COORD:20076132..20070716|protein centromeric protein E, putative, expressed	LOC_Os11g35090.1	"no descriptionmoderately similar to ( 303)AT1G59540| Symbols: ZCF125 | ZCF125; microtubule motor | chr1:21877748-21883047 FORWARDweakly similar to ( 155)FLA10_CHLREKinesin-like protein FLA10 - Chlamydomonas reinhardtiinot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned KISc_CENP_E Kinesin KISc KISc KISc_KHC_KIF5 KISc_KIF3 KISc_C_terminal KISc_KIP3_like KIP1 KISc_BimC_Eg5 KISc_KIF4 KISc_KIF1A_KIF1B KISc_KIF9_like KISc_KLP2_like KISc_KIF2_like KISc_KIF23_like KISc_KID_like Motor_domain PRK12323 TT_ORF1"	cell.organisation	31_1

CUST_30035_PI403524517	2	-0.019241333	0.34498882	0.2654705	-0.018267632	-0.0744915	0.018267632	35_8670	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_74903_PI403524517	2	-0.11377239	-1.0894542	0.11377239	0.37958908	0.6924095	-0.49863863	35_21474	"Cluster: Putative flavonol 3-O-glucosyltransferase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative flavonol 3-O-glucosyltransferase - Oryza sativa (j"	UniRef90_Q6Z478	CHR1V7|COORD:2227747..2229177| UDP-glucoronosyl/UDP-glucosyl transferase family protein	AT1G07260.1	CHR07V5|COORD:19044137..19046538|protein anthocyanidin 3-O-glucosyltransferase, putative, expressed	LOC_Os07g32020.1	no descriptionweakly similar to ( 124)AT3G21760| Symbols:  | UDP-glucoronosyl/UDP-glucosyl transferase family protein | chr3:7667106-7668563 FORWARDvery weakly similar to (95.5)ZOX_PHAVUZeatin O-xylosyltransferase - Phaseolus vulgaris (Kidney bean) (French bean)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned UDPGT COG1819 PRK12323 PRK07764 HPC2 PRK07003 Extensin_2 Tymo_45kd_70kd Atrophin-1	misc.UDP glucosyl and glucoronyl transferases	26_2

CUST_4552_PI404877155	2	-1.116477	-0.102903366	0.102903366	0.1066618	0.1467104	-0.34479046	Contig15584_at	unnamed protein product [Arabidopsis thaliana]	BAB01742.1	cyclopropane fatty acid synthase, putative / CPA-FA synthase, putative	At3g23510.1	protein retrotransposon protein, putative, unclassified	Os07g29220	mycolic acid methyl transferase-like protein	lipid metabolism.'exotics' (steroids, squalene etc)	11_8

CUST_81822_PI403524517	2	0.009492874	-0.19550419	-0.025245667	-0.0094919205	0.013153076	0.10261154	35_23469	Rep: H1005F08.22 protein - Oryza sativa (Rice)	UniRef90_Q01MM2	"CHR5V7|COORD:26387595..26393620| ZWI (ZWICHEL); calmodulin binding / microtubule motor"	AT5G65930.1	CHR04V5|COORD:33831030..33820924|protein kinesin-like calmodulin binding protein, putative, expressed	LOC_Os04g57140.1	" no descriptionweakly similar to ( 174)AT5G65930| Symbols: PKCBP, KCBP, ZWI | ZWI (ZWICHEL); calmodulin binding / microtubule motor | chr5:26387595-26393620 REVERSEvery weakly similar to (75.5)FLA10_CHLREKinesin-like protein FLA10 - Chlamydomonas reinhardtiinot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned KISc_C_terminal Kinesin KISc KISc_KIF4 KISc KISc_KIP3_like KISc_KIF3 KISc_BimC_Eg5 KISc_KIF1A_KIF1B KIP1 KISc_KIF2_like KISc_KIF9_like KISc_CENP_E KISc_KHC_KIF5 KISc_KLP2_like KISc_KID_like "	cell.organisation	31_1

CUST_118123_PI403524517	2	0.3804245	0.64664984	-0.09838772	-0.2781291	-0.6930556	0.09838772	35_33453	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_25704_PI403524517	2	0.02222538	-0.34177208	0.098893166	0.07618904	-0.073018074	-0.02222538	35_7449	"Cluster: Hypothetical protein OSJNBa0065C11.2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0065C11.2 - Oryza sativa (japonica cu"	UniRef90_Q5W6X4	CHR2V7|COORD:15910393..15912354| chaperone protein dnaJ-related	AT2G38000.1	CHR05V5|COORD:14536249..14541855|protein expressed protein	LOC_Os05g25210.1	no descriptionmoderately similar to ( 423)AT2G38000| Symbols:  | chaperone protein dnaJ-related | chr2:15910393-15912354 REVERSEnot assigned	protein.folding	29_6

CUST_142068_PI403524517	2	0.10809517	0.23147583	0.07290363	-0.22073174	-0.22473383	-0.07290411	35_39816	"Cluster: WD-40 repeat family protein, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: WD-40 repeat family protein, putative, expressed - O"	UniRef90_Q10D20	CHR4V7|COORD:1159667..1173791| WD-40 repeat family protein / beige-related	AT4G02660.1	CHR03V5|COORD:30532454..30514981|protein beige/BEACH domain containing protein, expressed	LOC_Os03g53280.1	no descriptionmoderately similar to ( 268)AT4G02660| Symbols:  | WD-40 repeat family protein / beige-related | chr4:1159667-1173791 REVERSEnot assigned not assigned Beach	not assigned.no ontology	35_1

CUST_98090_PI403524517	2	0.05729294	0.0	0.02662468	-0.01099205	-0.08125496	0.0	35_28009	"Cluster: 60S ribosomal protein L8-1; n=6; Magnoliophyta|Rep: 60S ribosomal protein L8-1 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_P46286	"CHR2V7|COORD:7844233..7845242| EMB2296 (EMBRYO DEFECTIVE 2296); structural constituent of ribosome"	AT2G18020.1	CHR12V5|COORD:23316452..23318339|protein 60S ribosomal protein L2, putative, expressed	LOC_Os12g38000.1	"no descriptionweakly similar to ( 131)AT2G18020| Symbols: EMB2296 | EMB2296 (EMBRYO DEFECTIVE 2296); structural constituent of ribosome | chr2:7844233-7845242 FORWARDweakly similar to ( 130)JI23_HORVU23 kDa jasmonate-induced protein - Hordeum vulgare (Barley)not assigned rpl2p RplB Ribosomal_L2_C rpl2 rplB"	protein.synthesis.misc ribososomal protein	29_2_2

CUST_166733_PI403524517	2	0.19898605	-0.8945856	-0.19996262	0.072330475	0.040115356	-0.040115356	35_46448	"Cluster: Alpha-L-arabinofuranosidase/beta-D-xylosidase isoenzyme ARA-I; n=1; Hordeum vulgare|Rep: Alpha-L-arabinofuranosidase/beta-D-xylosidase isoenzyme"	UniRef90_Q8W012	"CHR5V7|COORD:25827453..25830535| XYL4 (beta-xylosidase 4); hydrolase, hydrolyzing O-glycosyl compounds"	AT5G64570.1	CHR04V5|COORD:32376828..32370036|protein beta-D-xylosidase, putative, expressed	LOC_Os04g54810.1	" no descriptionvery weakly similar to (78.6)AT5G64570| Symbols: ATBXL4, XYL4 | XYL4 (beta-xylosidase 4); hydrolase, hydrolyzing O-glycosyl compounds | chr5:25827453-25830535 REVERSEvery weakly similar to (56.2)XYNB_PRUPEPutative beta-D-xylosidase - Prunus persica (Peach)"	cell wall.degradation.mannan-xylose-arabinose-fucose	10_6_2

CUST_90375_PI403524517	2	0.16065502	0.023413658	0.08126736	-0.22499752	-0.023413181	-0.39412975	35_25848	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10KQ0	CHR3V7|COORD:4450911..4452563| amino acid permease family protein	AT3G13620.1	CHR03V5|COORD:14817884..14815095|protein cationic amino acid transporter, putative	LOC_Os03g25920.1	no descriptionweakly similar to ( 155)AT3G13620| Symbols:  | amino acid permease family protein | chr3:4450911-4452563 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TT_ORF1 PotE PRK07003 PRK12323 APC_basic PRK07764 Atrophin-1 DUF1421 Protamine_P1 HPC2	transport.amino acids	34_3

CUST_24626_PI403524517	2	0.13343143	-0.45222855	0.0114450455	-0.050858498	0.055869102	-0.0114450455	35_7146	Rep: Kinesin heavy chain - Zea mays (Maize)	UniRef90_Q93XG3	CHR2V7|COORD:9121477..9125373| microtubule motor	AT2G21300.2	CHR02V5|COORD:25973018..25966585|protein kinesin heavy chain, putative, expressed	LOC_Os02g43130.1	no descriptionvery weakly similar to (94.0)AT2G21300| Symbols:  | microtubule motor | chr2:9121477-9125373 REVERSEnot assigned not assigned KISc_CENP_E Kinesin KISc_KHC_KIF5 KISc_KIP3_like KISc KISc	cell.organisation	31_1

CUST_160104_PI403524517	2	0.99712276	0.018378735	-0.6409278	-1.5335059	0.893919	-0.018379211	35_44679	0	0		0	CHR09V5|COORD:22784556..22786281|protein retrotransposon protein, putative, unclassified	LOC_Os09g39710.1	no description	not assigned.unknown	35_2

CUST_70608_PI403524517	2	-0.09455013	0.16497135	-0.031534195	0.09069824	-0.05714321	0.031534195	35_20223	"Cluster: Hypothetical protein P0434D08.38; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0434D08.38 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5NBC6	CHR4V7|COORD:841102..842228| similar to hypothetical protein MtrDRAFT_AC124961g24v2 [Medicago truncatula] (GB:ABE78841.1)	AT4G01935.1	CHR01V5|COORD:8340563..8342723|protein expressed protein	LOC_Os01g14890.1	no descriptionweakly similar to ( 165)AT4G01935| Symbols:  | similar to hypothetical protein MtrDRAFT_AC124961g24v2 [Medicago truncatula] (GB:ABE78841.1) | chr4:841102-842228 FORWARDPRK07764	not assigned.unknown	35_2

CUST_168160_PI403524517	2	-0.043763638	0.24534988	-0.045499325	0.043763638	0.07870388	-0.42840195	35_46832	0	0	CHR1V7|COORD:1345468..1348142| zinc finger (C3HC4-type RING finger) family protein	AT1G04790.1	CHR01V5|COORD:28012533..28008572|protein expressed protein	LOC_Os01g48310.1	no description	not assigned.unknown	35_2

CUST_9993_PI404877155	2	-0.05366516	0.39335442	0.16888714	-0.015240669	-0.046258926	0.015240669	Contig3711_at	ABC1 family protein [Arabidopsis thaliana] gb|AAF68128.1| F20B17.3 [Arabidopsis thaliana] gb|AAL57626.1| At1g79600/F20B17_3 [Arabidopsis tha	NP_565214.1	ABC1 family protein	At1g79600.1	protein Similar to At1g79600/F20B17_3	Os05g25840	ABC1 family protein, contains Pfam domain, PF03109: ABC1 family	transport.ABC transporters and multidrug resistance systems	34_16

CUST_132750_PI403524517	2	0.07245302	0.013656616	0.10672569	-0.013657093	-0.16332293	-0.13624811	35_37279	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_26928_PI403524517	2	0.117313385	-0.049922943	-0.12989902	-0.028877258	0.06146431	0.028878212	35_7800	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_94338_PI403524517	2	0.04114914	0.39271164	-0.08085346	-0.04114914	-0.37055397	0.051145554	35_26969	Rep: BLE2 protein - Oryza sativa (Rice)	UniRef90_Q8S936	0	0	CHR07V5|COORD:27195804..27199720|protein expressed protein	LOC_Os07g45570.1	no description	not assigned.unknown	35_2

CUST_35689_PI403524517	2	-0.0036783218	0.27534962	0.0036783218	-0.19139099	-0.073859215	0.027165413	35_10293	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QMW0	"CHR4V7|COORD:17008820..17011017| similar to Os12g0588900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001067163.1); similar to hypothetical protein"	AT4G35910.1	CHR12V5|COORD:24597403..24594281|protein expressed protein	LOC_Os12g39840.1	"no descriptionweakly similar to ( 102)AT4G35910| Symbols:  | similar to Os12g0588900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001067163.1); similar to hypothetical protein LOC614194 [Bos taurus] (GB:NP_001030521.1); contains domain no description (G3D.3.40.50.610); contains domain FAMILY NOT NAMED (PTHR20882); contains domain SUBFAMILY NOT NAMED (PTHR20882:SF1); contains domain Adenine nucleotide alpha hydrolases-like (SSF52402) | chr4:17008820-17011017 REVERSE"	not assigned.unknown	35_2

CUST_9562_PI404877155	2	0.10059643	-0.116298676	-0.06593895	0.01940918	0.088775635	-0.019408226	Contig3310_at	homocysteine S-methyltransferase-3 [Zea mays] sp|Q9FUM8|HMT3_MAIZE Homocysteine S-methyltransferase 3 (S-methylmethionine:homocysteine methy	AAG22539.1	homocysteine S-methyltransferase 2 (HMT-2)	At3g63250.1	protein homocysteine S-methyltransferase-3	Os12g41390	NONE	amino acid metabolism.synthesis.aspartate family.methionine	13_1_3_4

CUST_98609_PI403524517	2	0.19411564	-0.14461803	0.054564476	-0.024345875	0.024346352	-0.031933784	35_28150	"Cluster: Os01g0706700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0706700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JJZ6	"CHR1V7|COORD:27473375..27476842| similar to PREDICTED: similar to CG15270-PA, isoform A, partial [Bos taurus] (GB:XP_614009.2); similar to Os01g0706700 [Oryza s"	AT1G73020.1	CHR01V5|COORD:29649416..29645039|protein expressed protein	LOC_Os01g51040.1	" no descriptionvery weakly similar to (74.3)AT1G73020| Symbols:  | similar to PREDICTED: similar to CG15270-PA, isoform A, partial [Bos taurus] (GB:XP_614009.2); similar to Os01g0706700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001044018.1); contains InterPro domain Protein of unknown function DUF590; (InterPro:IPR007632) | chr1:27473375-27476842 REVERSEnot assigned "	not assigned.unknown	35_2

CUST_45196_PI403524517	2	0.2559824	0.2949295	-9.3078613E-4	-0.23150158	-0.1949377	9.3078613E-4	35_12956	"Cluster: Diacylglycerol kinase 1, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Diacylglycerol kinase 1, putative, expressed - Oryza sat"	UniRef90_Q2QN71	"CHR5V7|COORD:2525198..2528397| DGK1 (DIACYLGLYCEROL KINASE 1, DIACYLGLYCEROL KINASE1); diacylglycerol kinase"	AT5G07920.1	CHR12V5|COORD:23795978..23790291|protein diacylglycerol kinase 1, putative, expressed	LOC_Os12g38780.2	" no descriptionmoderately similar to ( 215)AT5G07920| Symbols: ATDGK1 | DGK1 (DIACYLGLYCEROL KINASE 1, DIACYLGLYCEROL KINASE1); diacylglycerol kinase | chr5:2525198-2528397 REVERSEnot assigned not assigned not assigned DAGKc DAGK_cat LCB5 "	lipid metabolism.Phospholipid synthesis.diacylglycerol kinase	11_3_5

CUST_21985_PI403524517	2	-0.0943985	0.38474178	-0.06141281	0.06141281	-0.18123722	0.06609249	35_6388	"Cluster: Putative oxysterol-binding protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative oxysterol-binding protein - Oryza sativa (japonica"	UniRef90_Q9AV10	"CHR4|COORD:11860455..11864388| similar to oxysterol-binding family protein [Arabidopsis thaliana] (TAIR:At4g08180.2); similar to oxysterol-binding family"	AT4G22540.3	CHR10V5|COORD:21419734..21425170|protein oxysterol-binding protein 1, putative, expressed	LOC_Os10g40590.1	no descriptionmoderately similar to ( 215)AT4G22540| Symbols:  | oxysterol binding | chr4:11860980-11863897 REVERSEnot assigned not assigned Oxysterol_BP	cell. vesicle transport	31_4

CUST_21201_PI403524517	2	-0.612134	0.70980835	-0.16534233	0.16534328	-0.44149685	0.21321678	35_6151	"Cluster: Aspartic proteinase nepenthesin II-like; n=3; Oryza sativa|Rep: Aspartic proteinase nepenthesin II-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5Z8N8	CHR3V7|COORD:19064459..19067131| aspartyl protease family protein	AT3G51330.1	CHR06V5|COORD:30508420..30511325|protein aspartic-type endopeptidase/ pepsin A, putative, expressed	LOC_Os06g50390.1	no description	not assigned.unknown	35_2

CUST_121916_PI403524517	2	0.21032143	0.25749588	-0.32037163	-0.10709	-0.25257015	0.10709095	35_34421	"Cluster: Natural resistance-associated macrophage protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Natural resistance-associated"	UniRef90_Q10EG4	"CHR5V7|COORD:788588..793065| EIN2 (ETHYLENE INSENSITIVE 2); transporter"	AT5G03280.1	CHR03V5|COORD:28065794..28073391|protein ethylene insensitive 2, putative, expressed	LOC_Os03g49400.1	" no descriptionvery weakly similar to (55.8)AT5G03280| Symbols: EIN2, PIR2, CKR1, ERA3, ORE3, ORE2 | EIN2 (ETHYLENE INSENSITIVE 2); transporter | chr5:788588-793065 FORWARD"	transport.metal	34_12

CUST_28542_PI403524517	2	0.0062446594	0.12514687	-0.17668438	-0.0062446594	0.26298237	-0.022986412	35_8247	"Cluster: Putative plastidic glucose-6-phosphate dehydrogenase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative plastidic"	UniRef90_Q7XAV7	"CHR5V7|COORD:4158955..4161643| G6PD2 (GLUCOSE-6-PHOSPHATE DEHYDROGENASE 2); glucose-6-phosphate 1-dehydrogenase"	AT5G13110.1	CHR07V5|COORD:12548366..12542517|protein glucose-6-phosphate 1-dehydrogenase 2, chloroplast precursor, putative, expressed	LOC_Os07g22350.1	" no descriptionhighly similar to ( 672)AT5G13110| Symbols: G6PD2 | G6PD2 (GLUCOSE-6-PHOSPHATE DEHYDROGENASE 2); glucose-6-phosphate 1-dehydrogenase | chr5:4158955-4161643 FORWARDhighly similar to ( 662)G6PDC_TOBACGlucose-6-phosphate 1-dehydrogenase, chloroplast precursor - Nicotiana tabacum (Common tobacco)not assigned Zwf PRK05722 PRK12853 G6PD_C PRK12854 G6PD_N "	OPP.oxidative PP.G6PD	7_1_1

CUST_120884_PI403524517	2	-0.05902481	-0.04097843	0.040979385	-0.10766029	0.060998917	0.09618187	35_34159	"Cluster: Os01g0272800 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0272800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JNQ3		0	CHR01V5|COORD:9432689..9428490|protein expressed protein	LOC_Os01g16620.1	no description	not assigned.unknown	35_2

CUST_1136_PI404877155	2	-0.004904747	0.15922546	-0.12729263	0.124957085	-0.044508934	0.0049057007	Contig11175_s_at	P0686E09.22 [Oryza sativa (japonica cultivar-group)]	NP_917699.1	oxygen-evolving complex-related	At5g11450.1	protein expressed protein	Os01g43070	oxygen-evolving complex-related, 23 kDa polypeptide of water-oxidizing complex of photosystem II, Nicotiana tabacum, EMBL:NT23WOP2B	PS.lightreaction.photosystem II.PSII polypeptide subunits	1_01_01_02

CUST_16618_PI399408534	2	0.003288269	-0.15758324	-0.003288269	0.020505905	0.07925701	-0.045358658	35_2073	"Cluster: Putative 1-aminocyclopropane-1-carboxylate deaminase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative"	UniRef90_Q6ZHE5	"CHR1V7|COORD:17900435..17902471| D-CDES (D-CYSTEINE DESULFHYDRASE); 1-aminocyclopropane-1-carboxylate deaminase/ D-cysteine desulfhydrase/ catalytic"	AT1G48420.1	CHR02V5|COORD:32642635..32637483|protein 1-aminocyclopropane-1-carboxylate deaminase, putative, expressed	LOC_Os02g53330.2	"no descriptionhighly similar to ( 533)AT1G48420| Symbols: D-CDES | D-CDES (D-CYSTEINE DESULFHYDRASE); 1-aminocyclopropane-1-carboxylate deaminase/ D-cysteine desulfhydrase/ catalytic | chr1:17900435-17902471 REVERSEnot assigned not assigned not assigned PRK03910 Acd PRK12390 PALP IlvA PRK07764 PRK12323 Atrophin-1"	hormone metabolism.ethylene.synthesis-degradation	17_5_1

CUST_94561_PI403524517	2	0.011837482	0.8402252	-0.10100317	-0.011837959	0.1538763	-0.15333796	35_27032	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_175001_PI403524517	2	-0.2772689	-0.186028	0.19680357	0.40100622	0.13513947	-0.13513994	35_48714	Rep: Os01g0919900 protein - Oryza sativa (japonica cultivar-group)	UniRef90_Q0JGJ9	"CHR2V7|COORD:18127184..18129572| SSI2 (fatty acid biosynthesis 2); acyl-[acyl-carrier-protein] desaturase"	AT2G43710.2	CHR01V5|COORD:40477682..40473358|protein acyl-desaturase, chloroplast precursor, putative, expressed	LOC_Os01g69080.1	" no descriptionweakly similar to ( 162)AT2G43710| Symbols: FAB2, SSI2 | SSI2 (fatty acid biosynthesis 2); acyl-[acyl-carrier-protein] desaturase | chr2:18127184-18129572 FORWARDweakly similar to ( 162)STAD_BRANAAcyl-[acyl-carrier-protein] desaturase, chloroplast precursor - Brassica napus (Rape)FA_desaturase_2 Acyl_ACP_Desat "	lipid metabolism.FA synthesis and FA elongation.ACP desaturase	11_1_15

CUST_93321_PI403524517	2	-0.01809311	-0.74212456	-0.10284233	0.018092155	0.04055214	0.028761864	35_26683	"Cluster: Expressed protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10EM4	0	0	CHR03V5|COORD:27933023..27936246|protein expressed protein	LOC_Os03g49126.1	no description	not assigned.unknown	35_2

CUST_56933_PI403524517	2	-0.5831251	-0.08819389	0.26097298	0.55518293	-0.52440834	0.08819342	35_16226	Rep: Glucose transporter - Saccharum hybrid cultivar H65-7052	UniRef90_Q41409	CHR4V7|COORD:898387..900095| sugar transporter, putative	AT4G02050.1	CHR09V5|COORD:14886050..14892285|protein sugar carrier protein A, putative, expressed	LOC_Os09g24924.1	 no descriptionhighly similar to ( 541)AT4G02050| Symbols:  | sugar transporter, putative | chr4:898387-900095 REVERSEhighly similar to ( 542)STA_RICCOSugar carrier protein A - Ricinus communis (Castor bean)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Sugar_tr xylE MFS_1 PRK12323 PRK07003 ProP 	transporter.sugars	34_2

CUST_14294_PI404877155	2	-0.8360181	0.1902132	-1.2347679	0.63150835	-0.1902132	0.5802703	Contig8132_at	myb family transcription factor (MYB48) [Arabidopsis thaliana] pir||T49254 Myb DNA binding protein-like - Arabidopsis thaliana	NP_190199.1	myb family transcription factor (MYB48)	At3g46130.1	protein Myb-like DNA-binding domain, putative	Os05g02420	NONE	RNA.regulation of transcription.MYB domain transcription factor family	27_3_25

CUST_9801_PI404877155	2	-0.03891754	-0.14999962	0.073102	-0.0739212	0.038916588	0.048815727	Contig3520_at	mitochondrial aldehyde dehydrogenase ALDH2 [Hordeum vulgare subsp. vulgare]	BAB62757.1	aldehyde dehydrogenase, mitochondrial (ALDH3)	At1g23800.1	protein aldehyde dehydrogenase (NAD) family protein, putative	Os06g15990	mitochondrial aldehyde dehydrogenase ALDH2	fermentation.aldehyde dehydrogenase	5_10

CUST_12421_PI399408534	2	-0.51086426	0.91357136	-0.2333579	0.46890163	-0.036016464	0.036016464	35_16101	Rep: Auxin-responsive protein IAA14 - Oryza sativa (Rice)	UniRef90_Q7Y1H8	"CHR1V7|COORD:1128563..1129318| SHY2 (SHORT HYPOCOTYL 2); transcription factor"	AT1G04240.1	CHR03V5|COORD:33186252..33184945|protein OsIAA14 - Auxin-responsive Aux/IAA gene family member, expressed	LOC_Os03g58350.1	"no descriptionweakly similar to ( 107)AT3G23030| Symbols: IAA2 | IAA2 (indoleacetic acid-induced protein 2); transcription factor | chr3:8181076-8181692 REVERSEweakly similar to ( 152)IAA14_ORYSAnot assigned AUX_IAA"	hormone metabolism.auxin.induced-regulated-responsive-activated	17_2_3

CUST_12414_PI404877155	2	0.042261124	-0.36097717	-0.49226475	0.15424156	0.1864996	-0.042262077	Contig6164_at	unnamed protein product [Arabidopsis thaliana]	BAA97319.1	expressed protein	At5g53420.1	protein CCT motif, putative	Os05g51690	"2.2_diverse cys4-zincfinger   T02816 CONSTANS;"	RNA.regulation of transcription	27_3

CUST_22946_PI403524517	2	0.049761772	-0.21659899	-0.017516136	0.1339035	0.017516136	-0.022292137	35_6663	"Cluster: Hypothetical protein; n=1; Hordeum vulgare subsp. vulgare|Rep: Hypothetical protein - Hordeum vulgare var. distichum (Two-rowed barley)"	UniRef90_Q8S3W6	0	0	CHR10V5|COORD:12513601..12522495|protein ulp1 protease family, C-terminal catalytic domain containing protein	LOC_Os10g24954.1	no description	not assigned.unknown	35_2

CUST_150869_PI403524517	2	0.06894684	-0.013669014	0.0081243515	0.058190346	-0.21430206	-0.0081243515	35_42199	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_74837_PI403524517	2	-0.0037841797	-0.6170988	0.03553772	1.373291E-4	0.15634346	-1.373291E-4	35_21457	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_112857_PI403524517	2	-0.09233093	-0.011249542	0.1861906	0.17819595	-0.05746746	0.011249542	35_32031	"Cluster: Os06g0549900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0549900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DBM6	"CHR2V7|COORD:14681077..14684316| EDA28/MEE23 (embryo sac development arrest 28, maternal effect embryo arrest 23); electron carrier"	AT2G34790.1	CHR06V5|COORD:20833494..20831522|protein reticuline oxidase precursor, putative, expressed	LOC_Os06g35700.1	no descriptionweakly similar to ( 115)AT5G44440| Symbols:  | FAD-binding domain-containing protein | chr5:17927921-17929522 REVERSE	misc.nitrilases, *nitrile lyases, berberine bridge enzymes, reticuline oxidases, troponine reductases	26_8

CUST_55521_PI403524517	2	0.12962437	0.076725006	0.15410423	-0.25699425	-0.15216398	-0.07672548	35_15806	"Cluster: Carboxymethylenebutenolidase-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Carboxymethylenebutenolidase-like protein - Oryza sativa"	UniRef90_Q8LQS5	CHR2V7|COORD:13812900..13814519| dienelactone hydrolase family protein	AT2G32520.1	CHR01V5|COORD:19462649..19466742|protein protein usf, putative, expressed	LOC_Os01g34700.1	no descriptionmoderately similar to ( 241)AT2G32520| Symbols:  | dienelactone hydrolase family protein | chr2:13812900-13814519 REVERSEnot assigned DLH COG0412	misc.misc2	26_1

CUST_3841_PI403524517	2	0.08189297	-1.0428305	-0.08189392	0.3492632	0.11480522	-0.60779285	35_1054	"Cluster: Photosystem II reaction center W protein, chloroplast precursor; n=2; BEP clade|Rep: Photosystem II reaction center W protein, chloroplast precursor -"	UniRef90_Q5ZBY9	CHR2|COORD:13025520..13027271| photosystem II reaction center W (PsbW) protein-related, similar to photosystem II reaction center W protein SP:Q41387 from (Spin	AT2G30570.2	CHR01V5|COORD:33036142..33034679|protein photosystem II reaction center W protein, chloroplast precursor, putative, expressed	LOC_Os01g56680.1	 no descriptionvery weakly similar to (52.0)PSBW_SPIOLPhotosystem II reaction center W protein, chloroplast precursor - Spinacia oleracea (Spinach)PsbW 	PS.lightreaction.photosystem II.PSII polypeptide subunits	1_1_1_2

CUST_4334_PI404877155	2	-0.02767086	-0.67800903	0.027671814	0.1973753	0.24368477	-0.60510254	Contig1529_at	LHCI-680, photosystem I antenna protein - barley emb|CAA59049.1| LHCI-680, photosystem I antenna protein [Hordeum vulgare subsp. vulgare]	S52341	chlorophyll A-B binding protein (LHCA2)	At3g61470.1	protein Chlorophyll A-B binding protein, putative	Os07g38960	photosystem I antenna protein	PS.lightreaction.photosystem I.LHC-I	1_01_02_01

CUST_151482_PI403524517	2	0.18030357	0.06476736	0.05145073	-0.140172	-0.15137053	-0.051450253	35_42357	Rep: At5g37580 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q6NL09	CHR5V7|COORD:14944633..14946796| binding / protein binding	AT5G37580.1	0	0	no descriptionvery weakly similar to (95.1)AT5G37580| Symbols:  | binding / protein binding | chr5:14944633-14946796 REVERSEnot assigned	cell.organisation	31_1

CUST_61915_PI403524517	2	0.01813221	-0.072758675	0.022996902	-0.12639523	-0.01813221	0.07005024	35_17664	"Cluster: Ubiquitin-conjugating enzyme E2-17 kDa 1; n=8; Magnoliophyta|Rep: Ubiquitin-conjugating enzyme E2-17 kDa 1 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_P25865	"CHR2V7|COORD:774270..775148| ATUBC2 (UBIQUITING-CONJUGATING ENZYME 2); ubiquitin-protein ligase"	AT2G02760.1	CHR05V5|COORD:4936279..4942978|protein ubiquitin-conjugating enzyme E2-17 kDa, putative, expressed	LOC_Os05g08960.1	" no descriptionmoderately similar to ( 310)AT2G02760| Symbols: UBC2, ATUBC2 | ATUBC2 (UBIQUITING-CONJUGATING ENZYME 2); ubiquitin-protein ligase | chr2:774270-775148 FORWARDmoderately similar to ( 311)UBC2_WHEATUbiquitin-conjugating enzyme E2-17 kDa - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG5078 UQ_con UBCc UBCc "	protein.degradation.ubiquitin.E2	29_5_11_3

CUST_35105_PI403524517	2	0.017404556	0.23577881	-0.070207596	-0.018565178	-0.003970146	0.0039711	35_10122	"Cluster: Putative histidine-tRNA ligase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative histidine-tRNA ligase - Oryza sativa (japonica cultivar-group"	UniRef90_Q6Z695	"CHR3V7|COORD:16939429..16941969| ATHRS1 (HISTIDYL-TRNA SYNTHETASE 1); histidine-tRNA ligase"	AT3G46100.1	CHR02V5|COORD:31748587..31743085|protein histidyl-tRNA synthetase, putative, expressed	LOC_Os02g51830.1	"no descriptionmoderately similar to ( 270)AT3G46100| Symbols: ATHRS1 | ATHRS1 (HISTIDYL-TRNA SYNTHETASE 1); histidine-tRNA ligase | chr3:16939429-16941969 REVERSEvery weakly similar to (78.6)SYH_ORYSAnot assigned HisS hisS HisRS-like_core hisZ PRK12420 hisZ HisZ HisRS_anticodon HGTP_anticodon PRK12421"	protein.aa activation.histidine-tRNA ligase	29_1_21

CUST_7347_PI404877155	2	0.11694527	-0.9233322	-0.11694431	0.51371574	0.1296072	-0.72684145	Contig2142_s_at	plastocyanin precursor - barley emb|CAA68696.1| plastocyanin precursor [Hordeum vulgare] emb|CAA82201.1| plastocyanin [Hordeum vulgare subsp	S38255	7042760|plastocyanin	At1g20340.1	protein plastocyanin, chloroplast precursor	Os06g01210	plastocyanin	PS.lightreaction.other electron carrier (ox/red).plastocyanin	1_01_05_01

CUST_33340_PI403524517	2	0.04146862	0.52151775	0.094138145	-0.04146862	-0.23818398	-0.0697155	35_9614	"Cluster: Nuclear pore protein 84/107 containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Nuclear pore protein 84/107 containing prot"	UniRef90_Q2R0I9	"CHR3V7|COORD:4678000..4685462| similar to Nuclear pore complex, rNup107 component (sc Nup84) (ISS) [Ostreococcus tauri] (GB:CAL50524.1); similar to Os11g0643700"	AT3G14120.2	CHR11V5|COORD:25026877..25036111|protein nuclear pore protein 84 / 107 containing protein, expressed	LOC_Os11g42420.2	" no descriptionweakly similar to ( 175)AT3G14120| Symbols:  | similar to Nuclear pore complex, rNup107 component (sc Nup84) (ISS) [Ostreococcus tauri] (GB:CAL50524.1); similar to Os11g0643700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001068360.1); contains InterPro domain Nuclear pore protein 84/107; (InterPro:IPR007252) | chr3:4678000-4685462 FORWARDNup84_Nup100 "	not assigned.no ontology	35_1

CUST_99779_PI403524517	2	-0.026004791	0.08697796	-0.030430794	0.026005745	0.16583061	-0.03668785	35_28485	"Cluster: Hypothetical protein P0550B04.24-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0550B04.24-1 - Oryza sativa (japonica cultiv"	UniRef90_Q5Z8K1	CHR2V7|COORD:16667682..16669964| binding	AT2G39910.1	CHR06V5|COORD:28976494..28979806|protein expressed protein	LOC_Os06g47900.1	no descriptionmoderately similar to ( 263)AT2G39910| Symbols:  | binding | chr2:16667682-16669964 FORWARD	not assigned.unknown	35_2

CUST_57916_PI403524517	2	-0.069514275	-0.24249172	0.45627403	0.0554657	0.27779484	-0.055466652	35_16509	"Cluster: Os03g0844700 protein; n=4; Oryza sativa (japonica cultivar-group)|Rep: Os03g0844700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DLV1	CHR1V7|COORD:8678846..8684954| ALB4 (ALBINA 4)	AT1G24490.1	CHR03V5|COORD:35450252..35456964|protein protein ARTEMIS, chloroplast precursor, putative, expressed	LOC_Os03g62750.3	 no descriptionweakly similar to ( 102)AT1G24490| Symbols: ALB4 | ALB4 (ALBINA 4) | chr1:8678846-8684954 FORWARDvery weakly similar to (81.3)PPF1_PEAInner membrane protein PPF-1, chloroplast precursor - Pisum sativum (Garden pea)60KD_IMP 	cell.division.plastid	31_2_5

CUST_55207_PI403524517	2	-0.14233589	-0.7181797	0.28024292	0.27232075	0.10436916	-0.10436916	35_15715	Rep: HGA2 - Hordeum vulgare (Barley)	UniRef90_Q5EXM0	"CHR3V7|COORD:6228399..6229553| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G18180.1); similar to glycosyltransferase [Saccharum officinarum]"	AT3G18170.1	CHR01V5|COORD:1078504..1075313|protein glycosyltransferase, putative, expressed	LOC_Os01g02930.1	"no descriptionmoderately similar to ( 293)AT3G18170| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G18180.1); similar to glycosyltransferase [Saccharum officinarum] (GB:CAI30073.1); contains InterPro domain Protein of unknown function DUF563; (InterPro:IPR007657) | chr3:6228399-6229553 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF563 PRK12678 PRK07764 PRK07003 PRK12323 infB APC_basic"	not assigned.unknown	35_2

CUST_53413_PI403524517	2	0.16936588	0.0047893524	-0.041498184	0.19771957	-0.17876625	-0.0047883987	35_15196	Rep: Putative arginine-rich protein - Oryza sativa (Rice)	UniRef90_Q8W301	CHR5V7|COORD:12096937..12098547| RNA recognition motif (RRM)-containing protein	AT5G32450.1	CHR03V5|COORD:30775591..30779678|protein RNA-binding region RNP-1, putative, expressed	LOC_Os03g53770.1	no descriptionmoderately similar to ( 298)AT5G32450| Symbols:  | RNA recognition motif (RRM)-containing protein | chr5:12096937-12098547 FORWARD	RNA.RNA binding	27_4

CUST_114624_PI403524517	2	0.35187244	0.050587654	-0.07045555	3.8957596E-4	-1.2138667	-3.8957596E-4	35_32532	"Cluster: Hypothetical protein F6G3.130; n=2; Arabidopsis thaliana|Rep: Hypothetical protein F6G3.130 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9SZW3	CHR4V7|COORD:14714197..14719341| tRNA-splicing endonuclease positive effector-related	AT4G30100.1	0	0	no descriptionweakly similar to ( 110)AT4G30100| Symbols:  | tRNA-splicing endonuclease positive effector-related | chr4:14714197-14719341 FORWARD	DNA.synthesis/chromatin structure	28_1

CUST_50749_PI403524517	2	-0.19808769	-0.30977154	-0.09400654	0.27957153	0.23135567	0.09400749	35_14480	Rep: Sucrose synthase 2 - Oryza sativa (Rice)	UniRef90_P31924	"CHR3V7|COORD:15190192..15193565| SUS4; UDP-glycosyltransferase/ sucrose synthase/ transferase, transferring glycosyl groups"	AT3G43190.1	CHR03V5|COORD:16286388..16280039|protein sucrose synthase 2, putative, expressed	LOC_Os03g28330.4	" no descriptionhighly similar to ( 718)AT3G43190| Symbols: SUS4 | SUS4; UDP-glycosyltransferase/ sucrose synthase/ transferase, transferring glycosyl groups | chr3:15190192-15193565 REVERSEhighly similar to ( 884)SUS2_ORYSAnot assigned not assigned Sucrose_synth Glycos_transf_1 RfaG "	major CHO metabolism.degradation.sucrose.Susy	2_2_1_5

CUST_124552_PI403524517	2	0.19470787	0.02583456	-0.02583456	0.11204147	-0.28719378	-0.22675085	35_35106	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_27720_PI399408534	2	-0.03625965	0.03625965	0.075354576	-0.29518843	0.10056591	-0.40700722	35_22289	"Cluster: 6b-interacting protein 1-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: 6b-interacting protein 1-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8LJG7	CHR5V7|COORD:1639530..1640551| transcription factor	AT5G05550.2	CHR01V5|COORD:28019057..28017259|protein 6b-interacting protein 1, putative, expressed	LOC_Os01g48320.2	no descriptionweakly similar to ( 114)AT5G05550| Symbols:  | transcription factor | chr5:1639530-1640551 REVERSEnot assigned	RNA.regulation of transcription.Trihelix, Triple-Helix transcription factor family	27_3_30

CUST_6299_PI403524517	2	0.15945625	-0.0022916794	0.0022916794	0.0031499863	-0.0043325424	-0.012396812	35_1744	Rep: 4-coumarate--CoA ligase 4CL2 - Lolium perenne (Perennial ryegrass)	UniRef90_Q9M7S2	"CHR1V7|COORD:19162675..19165132| 4CL1 (4-COUMARATE:COA LIGASE 1); 4-coumarate-CoA ligase"	AT1G51680.1	CHR06V5|COORD:26948892..26942097|protein 4-coumarate--CoA ligase 1, putative, expressed	LOC_Os06g44620.1	 no descriptionhighly similar to ( 533)AT1G51680| Symbols: 4CL.1, AT4CL1, 4CL1 | 4CL1 (4-COUMARATE:COA LIGASE 1) | chr1:19162748-19165132 REVERSEhighly similar to ( 549)4CL2_TOBAC4-coumarate--CoA ligase 2 - Nicotiana tabacum (Common tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned CaiC AMP-binding PRK07656 PRK06187 PRK08314 PRK08316 PRK08315 PRK07770 PRK06710 PRK05605 PRK03640 PRK09089 PRK06188 PRK07059 Acs PRK12583 PRK06178 PRK08974 PRK07684 PRK05677 PRK06839 PRK07529 PRK07786 PRK07514 PRK06087 FAA1 PRK12492 PRK08751 PRK08276 PRK08633 PRK06145 PRK06219 PRK07771 PRK07470 PRK07788 PRK07787 PRK09088 PRK08162 caiC EntE PRK12406 PRK06368 PRK06164 PRK05852 PRK07798 PRK04319 PRK06155 entE PRK06018 PRK06060 PRK06334 PRK07638 PRK07008 PRK09192 PRK07867 PRK06814 EntF PRK10524 PRK05691 PRK07768 PRK07824 PRK05850 PRK05620 PRK00851 PRK08180 PRK09274 PRK02530 PRK08308 PRK08279 PRK12316 PRK09029 PRK12476 PRK04813 PRK07445 PRK03429 PRK05857 PRK07769 PRK12467 PRK08043 PRK10252 PRK03582 PRK05851 PRK03613 PRK01291 PRK02239 PRK03914 PRK02167 PRK04664 PRK12582 acsA PRK07764 PRK12678 PRK03584 PaaK Protamine_P2 PRK07003 PRK12323 Keratin_B2 	secondary metabolism.phenylpropanoids.lignin biosynthesis.4CL	16_2_1_3

CUST_172436_PI403524517	2	0.11150837	0.29963732	0.01631403	-0.24927425	-0.297153	-0.01631403	35_48030	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_57723_PI403524517	2	0.024609566	-0.0069475174	-0.05377102	0.0069475174	-0.17108631	0.03609562	35_16458	"Cluster: Ubiquitinating enzyme, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Ubiquitinating enzyme, putative, expressed - Oryza sativa"	UniRef90_Q10MI2	"CHR3V7|COORD:5797302..5799473| UBC32 (ubiquitin-conjugating enzyme 31); ubiquitin-protein ligase"	AT3G17000.1	CHR03V5|COORD:10941734..10944630|protein ubiquitinating enzyme, putative, expressed	LOC_Os03g19500.1	"no descriptionmoderately similar to ( 317)AT3G17000| Symbols: UBC32 | UBC32 (ubiquitin-conjugating enzyme 31); ubiquitin-protein ligase | chr3:5797302-5799473 FORWARDvery weakly similar to (63.2)UBC2_WHEATUbiquitin-conjugating enzyme E2-17 kDa - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned UBCc COG5078 UQ_con UBCc"	protein.degradation.ubiquitin.E2	29_5_11_3

CUST_35165_PI403524517	2	-0.6053996	0.69893456	-0.06931496	0.21517324	0.06931448	-0.8929353	35_10138	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_84711_PI403524517	2	0.5006356	0.20856714	-0.0010061264	-0.10495186	-0.71636057	0.0010061264	35_24273	"Cluster: Os08g0556700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os08g0556700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J3S3	CHR5V7|COORD:1296827..1302300| inositol or phosphatidylinositol phosphatase/ phosphoric monoester hydrolase	AT5G04540.1	CHR08V5|COORD:27735474..27726153|protein phosphoprotein phosphatase, putative, expressed	LOC_Os08g44260.2	no descriptionmoderately similar to ( 223)AT5G04540| Symbols:  | inositol or phosphatidylinositol phosphatase/ phosphoric monoester hydrolase | chr5:1296827-1302300 REVERSEnot assigned not assigned Myotub-related	protein.postranslational modification	29_4

CUST_7764_PI404877155	2	0.03571701	0.04750347	-0.008462906	-0.116996765	0.008462906	-0.07191372	Contig22788_at	RRM-containing RNA-binding protein-like [Oryza sativa (japonica cultivar-group)]	BAC84891.1	zinc finger (Ran-binding) family protein / RNA recognition motif (RRM)-containing	At1g50300.1	protein Zn-finger in Ran binding protein and others, putative	Os09g12800	NONE	signalling.G-proteins	30_5

CUST_19811_PI399408534	2	0.022212029	-0.018511772	-0.017910957	0.017910004	-0.082491875	0.035909653	35_4131	"Cluster: Putative CCR4-NOT transcription complex, subunit 7; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative CCR4-NOT transcription complex, subunit 7"	UniRef90_Q6Z9G7	CHR2V7|COORD:13647906..13648733| CCR4-NOT transcription complex protein, putative	AT2G32070.1	CHR08V5|COORD:21285874..21288251|protein CCR4-NOT transcription complex subunit 8, putative, expressed	LOC_Os08g34170.1	 no descriptionmoderately similar to ( 357)AT2G32070| Symbols:  | CCR4-NOT transcription complex protein, putative | chr2:13647906-13648733 REVERSEnot assigned CAF1 POP2 	RNA.processing.ribonucleases	27_1_19

CUST_113331_PI403524517	2	0.3563094	0.49506855	0.045024395	-0.04502487	-0.20636082	-0.07846117	35_32169	"Cluster: Hypothetical protein OJ1479_B12.25-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1479_B12.25-1 - Oryza sativa (japonica cu"	UniRef90_Q6ZFT6	CHR5V7|COORD:26397516..26402186| binding	AT5G65950.1	CHR02V5|COORD:29612661..29618595|protein expressed protein	LOC_Os02g48380.2	no descriptionweakly similar to ( 140)AT5G65950| Symbols:  | binding | chr5:26397516-26402186 FORWARDnot assigned not assigned not assigned not assigned	not assigned.unknown	35_2

CUST_109106_PI403524517	2	0.20397949	0.008785248	-0.22046566	-0.0032377243	-0.36043644	0.003238678	35_31019	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_79047_PI403524517	2	0.012691498	-0.31489468	0.15278435	-0.012690544	0.036037445	-0.13051414	35_22673	"Cluster: Microtubule associated protein family protein, putative, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Microtubule associated protein"	UniRef90_Q10PE0	"CHR1V7|COORD:5052085..5054931| similar to ATMAP65-6, microtubule binding [Arabidopsis thaliana] (TAIR:AT2G01910.1); similar to putative"	AT1G14690.1	CHR03V5|COORD:7263423..7256421|protein microtubule-associated protein MAP65-1a, putative, expressed	LOC_Os03g13460.2	" no descriptionweakly similar to ( 173)AT1G14690| Symbols:  | similar to ATMAP65-6, microtubule binding [Arabidopsis thaliana] (TAIR:AT2G01910.1); similar to putative microtubule-associated protein MAP65-1a [Oryza sativa (japonica cultivar-group)] (GB:BAD37971.1); contains InterPro domain MAP65/ASE1; (InterPro:IPR007145); contains InterPro domain Rho GTPase activation protein; (InterPro:IPR008936) | chr1:5052085-5054931 REVERSEnot assigned MAP65_ASE1 "	cell.organisation	31_1

CUST_83257_PI403524517	2	-0.9443474	1.9629078	-1.0228949	0.6381874	0.30960703	-0.30960655	35_23873	Rep: H0303A11-B0406H05.7 protein - Oryza sativa (Rice)	UniRef90_Q01HJ9	CHR1V7|COORD:11972316..11972516| unknown protein	AT1G33055.1	CHR07V5|COORD:16747246..16748019|protein expressed protein	LOC_Os07g28614.1	no description	not assigned.unknown	35_2

CUST_81576_PI403524517	2	-0.085980415	0.22671318	0.0807848	-0.044094086	-0.027805328	0.027805328	35_23400	"Cluster: Os01g0132700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0132700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JQY0	CHR1V7|COORD:5614626..5615391| surfeit locus protein 5 family protein / SURF5 family protein	AT1G16430.1	CHR08V5|COORD:23614155..23608556|protein surfeit locus protein 5, putative, expressed	LOC_Os08g37480.2	no descriptionweakly similar to ( 166)AT1G16430| Symbols:  | surfeit locus protein 5 family protein / SURF5 family protein | chr1:5614626-5615391 FORWARDnot assigned SURF5	not assigned.no ontology	35_1

CUST_34085_PI399408534	2	0.030755043	0.54053736	0.08873415	-0.1434164	-0.030755043	-0.16914797	35_3180	"Cluster: Os05g0223000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0223000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DJV6	"CHR5V7|COORD:15016305..15016790| TCH2 (TOUCH 2); calcium ion binding"	AT5G37770.1	CHR05V5|COORD:7513896..7512956|protein calmodulin-related protein 2, touch-induced, putative, expressed	LOC_Os05g13580.1	" no descriptionweakly similar to ( 147)AT5G37770| Symbols: CML24, TCH2 | TCH2 (TOUCH 2); calcium ion binding | chr5:15016305-15016790 REVERSEweakly similar to ( 115)CALM2_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned FRQ1 EFh "	signalling.calcium	30_3

CUST_51742_PI403524517	2	0.10706329	-0.9384756	-0.32329273	0.7614422	-0.013768196	0.013767242	35_14749	"Cluster: Putative inorganic pyrophosphatase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative inorganic pyrophosphatase - Oryza sativa (japonica cultiv"	UniRef90_Q75L10	CHR3V7|COORD:19892469..19894286| inorganic pyrophosphatase, putative (soluble) / pyrophosphate phospho-hydrolase, putative / PPase, putative	AT3G53620.1	CHR01V5|COORD:43402003..43399596|protein soluble inorganic pyrophosphatase, putative, expressed	LOC_Os01g74350.1	 no descriptionmoderately similar to ( 366)AT3G53620| Symbols: ATPPA4 | inorganic pyrophosphatase, putative (soluble) / pyrophosphate phospho-hydrolase, putative / PPase, putative | chr3:19892469-19894286 FORWARDmoderately similar to ( 349)IPYR_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned pyrophosphatase Ppa PRK02230 Pyrophosphatase PRK01250 PRK00642 Herpes_BLLF1 PRK07003 Pneumo_att_G Tymo_45kd_70kd DUF566 	nucleotide metabolism.phosphotransfer and pyrophosphatases.misc	23_4_99

CUST_114482_PI403524517	2	0.18984318	0.10566282	-0.105662346	0.2662325	-0.15882587	-0.35187912	35_32490	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_54852_PI403524517	2	-0.07034683	0.4228077	0.07034683	-0.15919876	-0.12041664	0.0996418	35_15613	"Cluster: Putative RAD23 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative RAD23 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5Z6P9	CHR5V7|COORD:15421950..15424730| DNA repair protein RAD23, putative	AT5G38470.1	CHR06V5|COORD:8719581..8725682|protein DNA repair protein RAD23, putative, expressed	LOC_Os06g15360.3	 no descriptionvery weakly similar to (70.1)AT5G38470| Symbols:  | DNA repair protein RAD23, putative | chr5:15421950-15424481 FORWARDvery weakly similar to (65.9)RAD23_ORYSAnot assigned 	DNA.repair	28_2

CUST_47093_PI403524517	2	0.071724415	-0.07172489	0.2567792	-0.18116951	0.14105177	-0.15599775	35_13485	Rep: OSJNBa0016O02.23 protein - Oryza sativa (Rice)	UniRef90_Q7XJU7	CHR3V7|COORD:23413055..23416966| pentatricopeptide (PPR) repeat-containing protein	AT3G63370.1	CHR04V5|COORD:23242246..23238876|protein pentatricopeptide repeat protein PPR986-12, putative, expressed	LOC_Os04g39410.1	no descriptionmoderately similar to ( 241)AT3G63370| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr3:23413055-23416966 FORWARD	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_83101_PI403524517	2	0.013181686	0.4806986	0.045218468	-0.12720728	-0.6396675	-0.013182163	35_23828	"Cluster: Putative adaptor protein kanadaptin; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative adaptor protein kanadaptin - Oryza sativa (japonica cult"	UniRef90_Q5VR92	CHR5V7|COORD:15568559..15572076| forkhead-associated domain-containing protein / FHA domain-containing protein	AT5G38840.1	CHR06V5|COORD:9399937..9407387|protein FHA domain containing protein, expressed	LOC_Os06g16430.1	no descriptionmoderately similar to ( 300)AT5G38840| Symbols:  | forkhead-associated domain-containing protein / FHA domain-containing protein | chr5:15568559-15572076 FORWARDnot assigned not assigned not assigned FHA FHA FHA	cell. vesicle transport	31_4

CUST_118249_PI403524517	2	0.0391922	0.13291359	0.0047397614	-0.10225773	-0.0047388077	-0.040118217	35_33486	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_11763_PI404877155	2	-0.45725918	0.5583849	-0.055379868	0.16903496	-0.17660904	0.055378914	Contig5444_s_at	chitin-inducible gibberellin-responsive protein [Oryza sativa (japonica cultivar-group)] dbj|BAC55608.1| chitin-inducible gibberellin-respon	AAL61821.1	phytochrome A signal transduction 1 (PAT1)	At5g48150.1	protein GRAS family transcription factor, putative	Os07g39470	0.2_HMGI_Y T01851	RNA.regulation of transcription.GRAS transcription factor family	27_3_21

CUST_161712_PI403524517	2	0.31118536	0.100370884	-0.09633875	-0.91041803	-0.6750598	0.096339226	35_45109	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_156251_PI403524517	2	0.50919867	0.4107566	0.038172722	-0.15999603	-0.20528507	-0.0381732	35_43641	"Cluster: Glutaredoxin domain containing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Glutaredoxin domain containing protein - Oryza sativa (japonic"	UniRef90_Q60DI7	CHR5V7|COORD:174885..176090| glutaredoxin family protein	AT5G01420.1	CHR03V5|COORD:25094795..25093721|protein electron transporter/ thiol-disulfide exchange intermediate, putative, expressed	LOC_Os03g44650.1	no descriptionvery weakly similar to (77.8)AT5G01420| Symbols:  | glutaredoxin family protein | chr5:174885-176090 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned GRX_GRX_like PRK12323 PRK07003 PRK12678 Protamine_P1 TT_ORF1 PRK09169	redox.glutaredoxins	21_4

CUST_61505_PI403524517	2	0.05147648	-0.087371826	0.07631397	-0.005610466	-0.100180626	0.0056095123	35_17556	"Cluster: DNA-directed RNA polymerase II 135 kDa polypeptide; n=104; Spermatophyta|Rep: DNA-directed RNA polymerase II 135 kDa polypeptide - Arabidopsis thaliana"	UniRef90_P38420	"CHR4V7|COORD:11535696..11542212| NRPB2 (EMBRYO DEFECTIVE 1989); DNA binding"	AT4G21710.1	CHR03V5|COORD:24987908..24996309|protein DNA-directed RNA polymerase II 135 kDa polypeptide, putative, expressed	LOC_Os03g44484.1	" no descriptionweakly similar to ( 166)AT4G21710| Symbols: EMB1989, RPB2, NRPB2 | NRPB2 (EMBRYO DEFECTIVE 1989); DNA binding | chr4:11535696-11542212 REVERSEnot assigned not assigned not assigned RNA_pol_B_RPB2 PRK07225 PRK08565 RNA_pol_Rpb2_7 RpoB "	RNA.transcription	27_2

CUST_52577_PI403524517	2	-0.014759064	-0.43659973	-0.08617878	0.13140583	0.039767265	0.014760017	35_14977	"Cluster: Putative heat shock protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative heat shock protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q9AQZ5	CHR1V7|COORD:30068674..30071960| HSP91 (Heat shock protein 91)	AT1G79930.1	CHR01V5|COORD:4250640..4256428|protein heat shock 70 kDa protein 4, putative, expressed	LOC_Os01g08560.2	no descriptionhighly similar to ( 550)AT1G79930| Symbols: HSP91 | HSP91 (Heat shock protein 91) | chr1:30068817-30071960 REVERSEvery weakly similar to (62.8)BIP8_TOBACLuminal-binding protein 8 - Nicotiana tabacum (Common tobacco)not assigned not assigned not assigned not assigned HSP70 DnaK	stress.abiotic.heat	20_2_1

CUST_15096_PI404877155	2	0.057849884	0.0710907	-0.5162296	-0.022208214	0.022208214	-0.12228966	Contig897_s_at	Carbonic anhydrase, chloroplast precursor (Carbonate dehydratase) gb|AAC41656.1| carbonic anhydrase pir||T04478 probable carbonate dehydrata	P40880	carbonic anhydrase 1, chloroplast / carbonate dehydratase 1 (CA1)	At3g01500.2	protein Carbonic anhydrase, putative	Os01g45280	Carbonic anhydrase, chloroplast/carbonate dehydratase	TCA / org. transformation.carbonic anhydrases	8_3

CUST_163938_PI403524517	2	0.034734726	-0.3317833	-0.13293839	0.18906212	0.19911575	-0.034733772	35_45704	"Cluster: Anthocyanidin 3-O-glucosyltransferase; n=1; Hordeum vulgare|Rep: Anthocyanidin 3-O-glucosyltransferase - Hordeum vulgare (Barley)"	UniRef90_P14726	CHR2V7|COORD:12168303..12169109| proline-rich family protein	AT2G28440.1	CHR07V5|COORD:2487098..2488742|protein anthocyanidin 3-O-glucosyltransferase, putative, expressed	LOC_Os07g05420.1	no description	not assigned.unknown	35_2

CUST_28298_PI403524517	2	0.32658768	0.032248974	-0.032248974	0.039621353	-0.59784365	-0.059167862	35_8180	"Cluster: Cyclin, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Cyclin, putative, expressed - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10MI0	"CHR5|COORD:9445443..9450822| similar to cyclin-related [Arabidopsis thaliana] (TAIR:At2g41830.1); similar to cyclin-like protein [Oryza sativa (japonica"	AT5G26850.3	CHR03V5|COORD:10958311..10949596|protein expressed protein	LOC_Os03g19520.2	" no descriptionweakly similar to ( 175)AT5G26850| Symbols:  | similar to cyclin-related [Arabidopsis thaliana] (TAIR:AT2G41830.1); similar to Os03g0308200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001049903.1); similar to cyclin, putative, expressed [Oryza sativa (japonica cultivar-group)] (GB:ABF95548.1); contains domain ARM repeat (SSF48371); contains domain UNCHARACTERIZED (PTHR12444) | chr5:9445953-9450587 FORWARDnot assigned "	not assigned.unknown	35_2

CUST_3542_PI403524517	2	-0.003727913	-0.11825943	-0.049761772	0.087534904	0.10121727	0.003727913	35_965	Rep: OSIGBa0126B18.1 protein - Oryza sativa (Rice)	UniRef90_Q01K17	CHR3V7|COORD:4063470..4064764| short-chain dehydrogenase/reductase (SDR) family protein	AT3G12800.1	CHR04V5|COORD:30920107..30922579|protein peroxisomal 2,4-dienoyl-CoA reductase, putative, expressed	LOC_Os04g52400.1	no descriptionmoderately similar to ( 382)AT3G12800| Symbols:  | short-chain dehydrogenase/reductase (SDR) family protein | chr3:4063470-4064764 REVERSEvery weakly similar to (78.6)FABG4_BRANA3-oxoacyl-[acyl-carrier-protein] reductase 4 - Brassica napus (Rape)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07576 PRK07677 fabG fabG PRK12826 fabG PRK12829 FabG PRK08213 PRK12939 PRK06124 PRK06138 PRK06841 PRK12828 PRK07063 fabG PRK08277 PRK08936 PRK12429 PRK07479 PRK07478 PRK07814 PRK06346 PRK07035 PRK12827 PRK07856 PRK06500 PRK07097 PRK06113 fabG fabG PRK06114 PRK08324 PRK06484 PRK07774 PRK12937 PRK12743 PRK07067 fabG fabG PRK06935 PRK06057 PRK06198 benD fabG PRK07069 PRK08589 PRK06949 PRK08643 PRK12935 PRK07062 PRK07890 PRK09242 PRK06122 PRK08993 PRK09135 PRK07831 PRK06200 PRK07326 PRK12824 fabG PRK06172 PRK08265 PRK07074 PRK08063 PRK07633 PRK08278 PRK06123 PRK07060 PRK12481 PRK07523 PRK05875 PRK08220 PRK06947 DltE PRK08226 PRK08085 PRK12745 PRK06701 FabI COG4221 PRK06398 PRK07109 PRK05867 PRK06171 PRK06128 fabG PRK09134 fabG PRK06125 PRK06181 adh_short PRK07041 PRK08628 PRK12936 PRK09186 PRK05872 PRK12744 PRK07791 PRK05717 PRK08416 PRK07825 PRK12384 PRK08267 fabG fabG PRK05650 PRK12747 PRK08339 PRK07201 fabG PRK06523 PRK07370 PRK07985 PRK12746 PRK12748 PRK07577 PRK06179 fabG PRK09730 fabG PRK07454 PRK06940 PRK08703 PRK07775 PRK07533 PRK08945 PRK12938 PRK05855 PRK05866 PRK06182 PRK08340 PRK06196 PRK09072 PRK12428 PRK05876 PRK08219 PRK07806 PRK06483 DltE PRK06194 PRK08159 PRK06603 PRK08415 PRK06300 PRK08263 KR PRK08721 PRK06505 PRK06180 PRK06139 PRK07889 PRK08594 PRK07832 PRK07024 PRK08264 PRK10538 PRK08251 PRK12859 PRK08690 PRK06997 PRK06079 PRK07984 PRK06197 PRK12742 PRK06720 PRK09291	misc.short chain dehydrogenase/reductase (SDR)	26_22

CUST_69229_PI403524517	2	0.035292625	-0.34552383	-0.1647644	0.021247864	0.031704903	-0.021248817	35_19806	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QN77	"CHR5V7|COORD:24579657..24581621| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G08010.1); similar to expressed protein [Oryza sativa (japonica"	AT5G61040.1	CHR12V5|COORD:23764405..23760790|protein expressed protein	LOC_Os12g38730.2	"no descriptionvery weakly similar to (76.6)AT5G61040| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G08010.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABA99007.2) | chr5:24579657-24581621 REVERSE"	not assigned.unknown	35_2

CUST_169729_PI403524517	2	0.056322575	-0.26337385	0.19186163	0.06434345	-0.1061964	-0.056322575	35_47276	Rep: Ribosomal protein L36 - Triticum aestivum (Wheat)	UniRef90_Q5I7L5	CHR5V7|COORD:533499..534392| 60S ribosomal protein L36 (RPL36C)	AT5G02450.1	CHR05V5|COORD:22513233..22515300|protein 60S ribosomal protein L36-2, putative, expressed	LOC_Os05g38520.3	no descriptionweakly similar to ( 155)AT5G02450| Symbols:  | 60S ribosomal protein L36 (RPL36C) | chr5:533499-534392 FORWARDweakly similar to ( 115)RL36_DAUCA60S ribosomal protein L36 - Daucus carota (Carrot)not assigned Ribosomal_L36e RPL36A	protein.synthesis.misc ribososomal protein	29_2_2

CUST_33352_PI403524517	2	-0.027029991	1.1066942	0.060861588	-0.089411736	0.027030945	-0.1313858	35_9617	"Cluster: Hypothetical protein OSJNBa0064E16.15; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0064E16.15 - Oryza sativa (japonica"	UniRef90_Q8H7W2	"CHR5|COORD:22510166..22513182| C2 domain-containing protein, low similarity to cold-regulated gene SRC2 (Glycine max) GI:2055230; contains Pfam profile PF00168:"	AT5G55530.2	CHR03V5|COORD:4876174..4873640|protein C2 domain containing protein, expressed	LOC_Os03g09840.2	no descriptionmoderately similar to ( 235)AT5G55530| Symbols:  | C2 domain-containing protein | chr5:22511665-22512882 FORWARDC2 C2 C2	stress.abiotic.cold	20_2_2

CUST_167515_PI403524517	2	0.025069714	0.10300398	0.15373659	-0.1584425	-0.025069714	-0.17985487	35_46657	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_28960_PI399408534	2	0.18673706	-0.4514866	-0.008231163	0.008232117	-0.013353348	0.1262331	35_5520	"Cluster: Calmodulin-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Calmodulin-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5Z905	"CHR2V7|COORD:952310..959001| EMB1579 (EMBRYO DEFECTIVE 1579); binding"	AT2G03150.1	CHR07V5|COORD:25062850..25061621|protein C1-like domain containing protein, expressed	LOC_Os07g41850.1	"no descriptionweakly similar to ( 119)AT2G03150| Symbols: EMB1579 | EMB1579 (EMBRYO DEFECTIVE 1579); binding | chr2:952310-959001 FORWARDnot assigned not assigned not assigned"	signalling.G-proteins	30_5

CUST_22554_PI403524517	2	0.03504324	1.5471439	0.3055024	-0.39705563	-0.035043716	-0.48136663	35_6551	Rep: Ent-kaurenoic acid oxidase 1 - Hordeum vulgare (Barley)	UniRef90_Q9AXH9	"CHR2V7|COORD:13782745..13784860| KAO2 (ENT-KAURENOIC ACID HYDROXYLASE 2); oxygen binding"	AT2G32440.1	CHR06V5|COORD:579666..585451|protein cytochrome P450 88A1, putative, expressed	LOC_Os06g02019.1	" no descriptionhighly similar to ( 543)AT2G32440| Symbols: CYP88A4, KAO2 | KAO2 (ENT-KAURENOIC ACID HYDROXYLASE 2); oxygen binding | chr2:13782745-13784860 FORWARDhighly similar to ( 872)KAO1_HORVUEnt-kaurenoic acid oxidase 1 - Hordeum vulgare (Barley)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned CypX p450 PRK07003 PRK12323 PRK07764 "	misc.cytochrome P450	26_10

CUST_161438_PI403524517	2	0.50527525	0.5962715	0.021573544	-0.042129517	-0.021573544	-0.029650211	35_45038	"Cluster: Putative AAK1 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative AAK1 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6H5H4	CHR2V7|COORD:13942525..13945054| protein kinase family protein	AT2G32850.1	CHR09V5|COORD:5850281..5846603|protein ATP binding protein, putative, expressed	LOC_Os09g10720.1	no descriptionweakly similar to ( 146)AT2G32850| Symbols:  | protein kinase family protein | chr2:13942525-13945054 REVERSEnot assigned	protein.postranslational modification	29_4

CUST_15523_PI403524517	2	0.07157278	0.38261795	0.03498125	-0.0578537	-0.51795053	-0.034980774	35_4482	"Cluster: TCP family transcription factor-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: TCP family transcription factor-like - Oryza sativa (japonica cu"	UniRef90_Q8L3X6	"CHR3V7|COORD:9959047..9959991| AT-TCP20 (Arabidopsis thaliana teosinte branched 1, cycloidea, PCF (TCP)-domain family protein 20); transcription factor"	AT3G27010.1	CHR01V5|COORD:40804089..40805984|protein TCP-domain protein, putative, expressed	LOC_Os01g69980.2	no description	not assigned.unknown	35_2

CUST_153499_PI403524517	2	0.68370867	0.57095194	-0.030098915	-0.15082884	0.030098915	-0.35312223	35_42899	Rep: F9K20.8 protein - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q9ZVA6	"CHR1V7|COORD:5776543..5778320| UBC36; ubiquitin-protein ligase"	AT1G16890.2	CHR01V5|COORD:27998496..27995241|protein ubiquitin-conjugating enzyme E2 N, putative, expressed	LOC_Os01g48280.1	"no descriptionweakly similar to ( 143)AT1G16890| Symbols: UBC36 | UBC36; ubiquitin-protein ligase | chr1:5776543-5778320 REVERSEvery weakly similar to (60.1)UBC2_MEDSAUbiquitin-conjugating enzyme E2-17 kDa - Medicago sativa (Alfalfa)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG5078 UQ_con UBCc UBCc"	protein.degradation.ubiquitin.E2	29_5_11_3

CUST_147992_PI403524517	2	0.4099264	0.76183796	-0.0067043304	-0.037967682	-0.11705494	0.0067048073	35_41409	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_448_PI404877155	2	0.02106142	0.08747053	0.11620903	-0.27532387	-0.02106142	-0.30200434	Contig10361_at	Similar to Prunus armeniaca ethylene-forming-enzyme-like dioxygenase. (U97530) [Oryza sativa (japonica cultivar-group)]	NP_910582.1	oxidoreductase, 2OG-Fe(II) oxygenase family protein	At5g20400.1	protein oxidoreductase, 2OG-Fe(II) oxygenase family, putative	Os06g07930	Similar to Prunus armeniaca ethylene-forming-enzyme-like dioxygenase. (U97530)	hormone metabolism.ethylene.synthesis-degradation	17_5_1

CUST_49932_PI403524517	2	0.22629166	0.00765419	-0.00765419	-0.13305569	-0.5553436	0.080797195	35_14254	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_111263_PI403524517	2	0.029891968	-0.029891968	-0.14674807	0.14556265	0.124569416	-0.16801023	35_31593	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10CE2	"CHR1V7|COORD:30344385..30345071| ZFP1 (ARABIDOPSIS THALIANA ZINC-FINGER PROTEIN 1); nucleic acid binding / transcription factor/ zinc ion binding"	AT1G80730.1	CHR03V5|COORD:32585843..32584391|protein expressed protein	LOC_Os03g57240.1	no description	not assigned.unknown	35_2

CUST_64323_PI403524517	2	0.026353836	-0.0022354126	0.0022354126	-0.115213394	-0.082574844	0.00959301	35_18362	"Cluster: Hypothetical protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XXQ6	"CHR4V7|COORD:8986985..8988352| similar to Os06g0274000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001057372.1); similar to heat shock factor"	AT4G15802.1	CHR09V5|COORD:12549355..12544572|protein heat shock factor-binding protein 1, putative, expressed	LOC_Os09g20830.2	"no descriptionvery weakly similar to (70.5)AT4G15802| Symbols:  | similar to Os06g0274000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001057372.1); similar to heat shock factor binding protein 2 [Zea mays] (GB:AAR18070.1); similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:BAC78587.1); contains InterPro domain Heat shock factor binding 1; (InterPro:IPR009643) | chr4:8986985-8988352 REVERSEnot assigned HSBP1"	not assigned.unknown	35_2

CUST_162055_PI403524517	2	0.34693813	0.7748499	0.044903755	-0.044904232	-0.07405996	-0.12492752	35_45204	"Cluster: Hypothetical protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q84MG8	"CHR2V7|COORD:905977..908791| similar to NPH4 (NON-PHOTOTROPHIC HYPOCOTYL), transcription factor [Arabidopsis thaliana] (TAIR:AT5G20730.3); similar to"	AT2G03070.1	CHR03V5|COORD:17624130..17628990|protein expressed protein	LOC_Os03g31010.1	" no descriptionvery weakly similar to (96.3)AT2G03070| Symbols:  | similar to NPH4 (NON-PHOTOTROPHIC HYPOCOTYL), transcription factor [Arabidopsis thaliana] (TAIR:AT5G20730.3); similar to hypothetical protein Os03g31010 [Oryza sativa (japonica cultivar-group)] (GB:AAP20836.1) | chr2:905977-908791 FORWARDPRK12323 "	not assigned.unknown	35_2

CUST_166413_PI403524517	2	-0.009569645	0.4720254	0.009569168	-0.144773	0.07831764	-0.10369825	35_46360	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_138669_PI403524517	2	0.39576197	-0.21953869	0.39845943	0.21953869	-0.49739122	-0.25574303	35_38894	"Cluster: Hypothetical protein OSJNBb0062D12.107; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0062D12.107 - Oryza sativa (japonic"	UniRef90_Q8H3H8	CHR1V7|COORD:12917162..12917563| AGP5 (ARABINOGALACTAN-PROTEIN 5)	AT1G35230.1	CHR07V5|COORD:19163373..19159556|protein MAPK activating protein, putative, expressed	LOC_Os07g32230.2	no description	not assigned.unknown	35_2

CUST_183223_PI403524517	2	0.66666603	0.2850685	0.08031607	-0.08031607	-0.5003443	-0.14321804	35_50925	Rep: Tubulin alpha-2 chain - Zea mays (Maize)	UniRef90_P14641	CHR1V7|COORD:18521405..18523397| TUA2 (tubulin alpha-2 chain)	AT1G50010.1	CHR11V5|COORD:7955967..7958851|protein tubulin alpha-3 chain, putative, expressed	LOC_Os11g14220.2	no descriptionalpha_tubulin COG5023	cell.organisation	31_1

CUST_23468_PI403524517	2	-0.70891285	0.56194305	0.2319889	0.08835125	-0.4659214	-0.0883522	35_6820	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_148881_PI403524517	2	0.35399437	0.39349747	0.02328682	-0.25295353	-0.02328682	-0.3762722	35_41648	"Cluster: Transposon protein, putative, CACTA, En/Spm sub-class, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Transposon protein, putative,"	UniRef90_Q2QR52	CHR1V7|COORD:20246785..20247294| proline-rich family protein	AT1G54215.1	CHR12V5|COORD:17005898..17003336|protein expressed protein	LOC_Os12g28770.1	no description	not assigned.unknown	35_2

CUST_15504_PI399408534	2	0.12517834	0.6492276	-0.095641136	-0.18574381	0.031654835	-0.031654835	35_27566	Rep: DNA methyltransferase DMT106 - Zea mays (Maize)	UniRef90_Q8LK10	CHR5V7|COORD:4715432..4718581| DRM2 (DOMAINS REARRANGED METHYLTRANSFERASE 2)	AT5G14620.1	CHR05V5|COORD:1943620..1952896|protein DNA methyltransferase DMT106, putative, expressed	LOC_Os05g04330.2	 no descriptionweakly similar to ( 169)AT5G14620| Symbols: DMT7, DRM2 | DRM2 (DOMAINS REARRANGED METHYLTRANSFERASE 2) | chr5:4715432-4718581 REVERSE	RNA.regulation of transcription.DNA methyltransferases	27_3_46

CUST_132923_PI403524517	2	-0.011279583	0.011279583	0.06376886	-0.46333122	0.09616327	-0.55296564	35_37325	"Cluster: TRNA methyl transferase family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: TRNA methyl transferase family protein, expressed -"	UniRef90_Q10R16	CHR1V7|COORD:19022853..19025403| tRNA (5-methylaminomethyl-2-thiouridylate)-methyltransferase	AT1G51310.1	CHR03V5|COORD:3969216..3976926|protein tRNA methyltransferase, putative, expressed	LOC_Os03g07850.1	no descriptionmoderately similar to ( 264)AT1G51310| Symbols:  | tRNA (5-methylaminomethyl-2-thiouridylate)-methyltransferase | chr1:19022853-19025403 REVERSEnot assigned tRNA_Me_trans tRNA_Me_trans trmU TrmU	not assigned.no ontology	35_1

CUST_77364_PI403524517	2	-0.875864	-0.58023167	-0.78563786	0.97891045	0.5802312	0.67398596	35_22172	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_178087_PI403524517	2	0.035923958	-0.35864258	-0.219347	0.03993416	0.10461521	-0.035923958	35_49531	"Cluster: Hypothetical protein OSJNBa0054K20.7; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0054K20.7 - Oryza sativa (japonica cu"	UniRef90_Q6K4Q2	"CHR4V7|COORD:13117830..13119991| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G10040.1); similar to Os03g0726800 [Oryza sativa (japonica"	AT4G25770.1	CHR02V5|COORD:33424114..33427882|protein serine esterase family protein, putative, expressed	LOC_Os02g54580.1	" no descriptionvery weakly similar to (87.0)AT4G25770| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G10040.1); similar to Os03g0726800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001051137.1); similar to Protein of unknown function DUF676, hydrolase-like [Medicago truncatula] (GB:ABE83409.1); similar to Os08g0143700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001060979.1); contains InterPro domain Esterase/lipase/thioesterase; (InterPro:IPR000379); contains InterPro domain Protein of unknown function DUF676, hydrolase-like; (InterPro:IPR007751) | chr4:13117830-13119991 REVERSEnot assigned "	not assigned.unknown	35_2

CUST_142657_PI403524517	2	0.19946814	0.27479553	0.11729574	-0.30179977	-0.7404685	-0.117295265	35_39982	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_58009_PI403524517	2	0.018845558	0.1724062	-0.059602737	0.075862885	-0.22336292	-0.018845558	35_16541	"Cluster: Hypothetical protein P0514H03.13; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0514H03.13 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5ZBW3	"CHR1V7|COORD:655749..658125| LPA1 (LOW PSII ACCUMULATION1); binding"	AT1G02910.1	CHR01V5|COORD:14495645..14489154|protein TPR Domain containing protein, expressed	LOC_Os01g25600.1	"no descriptionhighly similar to ( 559)AT1G02910| Symbols: LPA1 | LPA1 (LOW PSII ACCUMULATION1); binding | chr1:655749-658125 REVERSETPR"	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_140311_PI403524517	2	0.060393333	0.7250624	0.07627964	-0.08255291	-0.060393333	-0.21543694	35_39347	"Cluster: Amino acid transporter, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Amino acid transporter, putative, expressed - Oryza sativ"	UniRef90_Q2QWV1	"CHR1V7|COORD:29080095..29082146| AAP3 (amino acid permease 3); amino acid permease"	AT1G77380.1	CHR12V5|COORD:4145607..4143539|protein amino acid transporter, putative, expressed	LOC_Os12g08130.1	"no descriptionweakly similar to ( 121)AT5G09220| Symbols: AAP2 | AAP2 (AMINO ACID PERMEASE 2); amino acid permease | chr5:2866868-2868864 FORWARDnot assigned Aa_trans"	transport.amino acids	34_3

CUST_136856_PI403524517	2	-0.10426569	0.6783695	0.18488312	0.10426569	-0.55113935	-0.478477	35_38379	"Cluster: Os08g0537800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os08g0537800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J434	CHR1V7|COORD:9813206..9815130| Identical to Ubiquitin thioesterase otubain-like protein (EC 3.4.-.-) (Ubiquitin- specific-processing protease otubain-like)	AT1G28120.1	CHR08V5|COORD:26754520..26750112|protein ubiquitin thioesterase otubain-like protein, putative, expressed	LOC_Os08g42540.2	" no descriptionweakly similar to ( 105)AT1G28120| Symbols:  | Identical to Ubiquitin thioesterase otubain-like protein (EC 3.4.-.-) (Ubiquitin- specific-processing protease otubain-like) (Deubiquitinating enzyme otubain-like) [Arabidopsis Thaliana] (GB:Q8LG98;GB:Q9C7E1); similar to putative ubiquitin-specific protease otubain 1 [Oryza sativa (japonica cultivar-group)] (GB:BAD01239.1); similar to Os08g0537800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001062367.1); contains InterPro domain Ovarian tumour, otubain; (InterPro:IPR003323) | chr1:9813206-9815130 REVERSEnot assigned "	not assigned.unknown	35_2

CUST_15711_PI403524517	2	-0.024003983	-0.6433735	-0.076192856	0.079405785	0.09605408	0.024003029	35_4534	"Cluster: OSJNBb0039L24.10 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: OSJNBb0039L24.10 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XMK8	CHR4|COORD:274257..278677| DEAD/DEAH box helicase, putative, similar to ATP-dependent RNA helicases	AT4G00660.1	CHR10V5|COORD:18912323..18906756|protein ATP-dependent RNA helicase dhh1, putative, expressed	LOC_Os10g35990.3	 no descriptionmoderately similar to ( 387)AT4G00660| Symbols:  | DEAD/DEAH box helicase, putative | chr4:274638-277438 FORWARDweakly similar to ( 145)IF4A3_NICPLEukaryotic initiation factor 4A-3 - Nicotiana plumbaginifolia (Leadwort-leaved tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned SrmB PRK11776 HELICc PRK11192 PRK10590 PRK01297 Helicase_C HELICc PRK11634 PRK04537 PRK04837 RecQ PRK11057 Lhr MPH1 SSL2 Mfd 	protein.synthesis.initiation	29_2_3

CUST_14205_PI403524517	2	0.1952486	-0.584898	-0.023119926	0.098446846	-0.026046753	0.02312088	35_4074	"Cluster: Putative heterogeneous nuclearribonucleoprotein A2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative heterogeneous nuclearribonucleoprotein A2"	UniRef90_Q6YVH3	CHR5V7|COORD:18981257..18982129| glycine-rich protein	AT5G46730.1	CHR02V5|COORD:6788332..6784175|protein heterogeneous nuclear ribonucleoprotein A3, putative, expressed	LOC_Os02g12850.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Drf_FH1 PRK12323 PRK07764 GP38 PRK05648 Extensin_2 COG4371 DUF1421 Atrophin-1 Plasmodium_HRP DUF1517 MFMR FAP GRP PRK06958 PRK07003 Chorion_1 PRK10819 tatB DUF1750 DUF1210	not assigned.unknown	35_2

CUST_12902_PI399408534	2	0.9242053	0.1733799	-0.18601227	-0.1733799	-0.32691193	0.22844219	35_23277	"Cluster: Os12g0117400 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os12g0117400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IQJ6	"CHR2V7|COORD:13009997..13012650| RPT2 (ROOT PHOTOTROPISM 2); protein binding"	AT2G30520.1	CHR12V5|COORD:862519..860142|protein RPT2-like protein, putative, expressed	LOC_Os12g02530.2	no descriptionweakly similar to ( 105)AT2G30520| Symbols: RPT2 | RPT2 (ROOT PHOTOTROPISM 2) | chr2:13009997-13012230 REVERSEvery weakly similar to (72.4)NPH3_ORYSA	signalling.light	30_11

CUST_539_PI399407379	2	-0.35120106	0.3379488	-0.0358963	-0.05065632	0.0358963	0.1336832	HvRR3									

CUST_47323_PI403524517	2	-0.07260132	-2.0415554	-0.28176975	0.3791046	0.8444176	0.07260132	35_13547	"Cluster: Patatin-like phospholipase family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Patatin-like phospholipase family protein, expre"	UniRef90_Q10NY5	CHR3V7|COORD:20370053..20371751| PLA IIIA/PLP7 (Patatin-like protein 7)	AT3G54950.1	CHR03V5|COORD:8131605..8133784|protein patatin-like protein 3, putative, expressed	LOC_Os03g14950.1	 no descriptionvery weakly similar to (85.9)AT3G54950| Symbols: PLP7, PLA IIIA | PLA IIIA/PLP7 (Patatin-like protein 7) | chr3:20370053-20371751 REVERSE	development.storage proteins	33_1

CUST_59385_PI403524517	2	0.23852539	-0.10623455	-0.12128639	-0.00735569	0.0073566437	0.14038181	35_16935	"Cluster: Hypothetical protein OSJNBa0050H14.18; n=3; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0050H14.18 - Oryza sativa (japonica"	UniRef90_Q8GRU4	"CHR2V7|COORD:11195221..11197657| CID7; ATP binding / damaged DNA binding"	AT2G26280.1	CHR03V5|COORD:4182429..4189420|protein ataxin-2 C-terminal region family protein, expressed	LOC_Os03g08270.6	"no descriptionmoderately similar to ( 224)AT2G26280| Symbols: CID7 | CID7; ATP binding / damaged DNA binding | chr2:11195221-11197657 REVERSE"	DNA.synthesis/chromatin structure	28_1

CUST_10429_PI403524517	2	-0.53924894	-0.4946561	0.16061592	0.1576438	-0.1576438	0.3154893	35_2943	"Cluster: Chopper chaperone; n=1; Hordeum vulgare subsp. vulgare|Rep: Chopper chaperone - Hordeum vulgare var. distichum (Two-rowed barley)"	UniRef90_Q70DK1	CHR3V7|COORD:20874439..20875381| CCH (COPPER CHAPERONE)	AT3G56240.1	CHR02V5|COORD:19480380..19466343|protein heavy metal-associated domain containing protein, expressed	LOC_Os02g32814.1	 no descriptionweakly similar to ( 109)AT3G56240| Symbols: ATX1, CCH | CCH (COPPER CHAPERONE) | chr3:20874439-20875381 REVERSEnot assigned not assigned HMA HMA CopZ 	metal handling.binding, chelation and storage	15_2

CUST_111128_PI403524517	2	0.058597565	0.645504	-0.058597565	-0.12353802	0.10048866	-0.1793251	35_31557	"Cluster: Hypothetical protein OJ1012B02.14; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1012B02.14 - Oryza sativa (japonica cultivar"	UniRef90_Q84QA7	"CHR2V7|COORD:16679926..16682564| COI1 (CORONATINE INSENSITIVE 1); ubiquitin-protein ligase"	AT2G39940.1	CHR03V5|COORD:8740551..8746062|protein coronatine-insensitive protein 1, putative, expressed	LOC_Os03g15880.4	"no descriptionweakly similar to ( 167)AT2G39940| Symbols: COI1 | COI1 (CORONATINE INSENSITIVE 1); ubiquitin-protein ligase | chr2:16679926-16682564 REVERSE"	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_5083_PI404877155	2	0.10483837	-0.48348808	-0.24448776	0.09292412	0.095846176	-0.09292507	Contig16504_at	heat shock protein-related [Arabidopsis thaliana]	NP_973646.1	ATP-dependent Clp protease ClpB protein-related	At1g07200.1	protein expressed protein	Os12g01360	gi|15234709|ref|NP_194764.1| expressed protein	stress.abiotic.heat	20_2_1

CUST_98139_PI403524517	2	-0.4846096	-0.025237083	0.53282833	-0.035637856	0.51890755	0.025238037	35_28022	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_167553_PI403524517	2	0.28897238	0.36642027	0.07847357	-0.07847357	-0.25818253	-0.28821898	35_46670	"Cluster: Ubiquitin-protein ligase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Ubiquitin-protein ligase-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K9X4	CHR5V7|COORD:1260010..1263696| protein binding / zinc ion binding	AT5G04460.1	CHR02V5|COORD:35357004..35363032|protein expressed protein	LOC_Os02g57750.2	no descriptionvery weakly similar to (72.8)AT5G04460| Symbols:  | protein binding / zinc ion binding | chr5:1260010-1263696 FORWARDnot assigned PRK07003	not assigned.unknown	35_2

CUST_182428_PI403524517	2	0.078671455	0.10095072	-0.020454407	-0.031071663	-0.62886906	0.020454407	35_50713	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_125959_PI403524517	2	0.050811768	0.21694708	-0.06436443	0.06438494	-0.05081129	-0.14555931	35_35464	0	0		0	CHR03V5|COORD:10651614..10653089|protein anaphase-promoting complex subunit 11, putative, expressed	LOC_Os03g19059.1	no description	not assigned.unknown	35_2

CUST_180847_PI403524517	2	0.034751892	-0.046957016	0.005935669	0.02533722	-0.016511917	-0.0059337616	35_50294	"Cluster: Putative p23 co-chaperone; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative p23 co-chaperone - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6YYB0	CHR4V7|COORD:1073987..1075765| glycine-rich protein	AT4G02450.1	CHR08V5|COORD:16409856..16405483|protein co-chaperone protein SBA1, putative, expressed	LOC_Os08g27070.1	no descriptionvery weakly similar to (97.4)AT4G02450| Symbols:  | glycine-rich protein | chr4:1073987-1075765 REVERSEnot assigned p23	not assigned.no ontology.glycine rich proteins	35_1_40

CUST_103847_PI403524517	2	-0.59914017	1.2956843	-0.16557837	0.11114931	0.11472702	-0.111148834	35_29605	Rep: Hydrophobic protein OSR8 - Oryza sativa (Rice)	UniRef90_Q9LRI7	CHR2V7|COORD:16251296..16251550| hydrophobic protein, putative / low temperature and salt responsive protein, putative	AT2G38905.1	CHR09V5|COORD:22181106..22182809|protein expressed protein	LOC_Os09g38560.1	 no descriptionvery weakly similar to (50.4)AT2G38905| Symbols:  | hydrophobic protein, putative / low temperature and salt responsive protein, putative | chr2:16251296-16251550 REVERSEvery weakly similar to (66.2)OSR8_ORYSAnot assigned 	stress.abiotic.cold	20_2_2

CUST_112643_PI403524517	2	0.37867165	0.014229298	-0.014228821	-0.031863213	0.063892365	-0.28837776	35_31973	Rep: Homeobox protein rough sheath 1 - Zea mays (Maize)	UniRef90_Q41853		0	CHR07V5|COORD:1564363..1570486|protein homeobox protein rough sheath 1, putative, expressed	LOC_Os07g03770.1	no description	not assigned.unknown	35_2

CUST_105436_PI403524517	2	0.0777235	-0.26037216	-0.009669304	0.00966835	-0.29545593	0.0418005	35_30029	"Cluster: Os05g0592600 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0592600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DFG2	CHR1V7|COORD:28836260..28841204| eukaryotic translation initiation factor 2 family protein / eIF-2 family protein	AT1G76810.1	CHR05V5|COORD:29451410..29445287|protein eukaryotic translation initiation factor 5B, putative, expressed	LOC_Os05g51500.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_147009_PI403524517	2	-0.12573004	0.11627245	-0.11627245	0.58266497	0.3202319	-0.12878513	35_41148	"Cluster: Triosephosphate isomerase, cytosolic; n=3; Triticeae|Rep: Triosephosphate isomerase, cytosolic - Hordeum vulgare (Barley)"	UniRef90_P34937	"CHR3V7|COORD:20564771..20567055| ATCTIMC (CYTOSOLIC TRIOSE PHOSPHATE ISOMERASE); triose-phosphate isomerase"	AT3G55440.1	CHR01V5|COORD:2590443..2586339|protein triosephosphate isomerase, cytosolic, putative, expressed	LOC_Os01g05490.1	" no descriptionvery weakly similar to (70.5)AT3G55440| Symbols: TPI, ATCTIMC | ATCTIMC (CYTOSOLIC TRIOSE PHOSPHATE ISOMERASE); triose-phosphate isomerase | chr3:20564771-20567055 FORWARDvery weakly similar to (85.1)TPIS_HORVUTriosephosphate isomerase, cytosolic - Hordeum vulgare (Barley)not assigned TIM tpiA TIM TpiA "	glycolysis.TPI	4_8

CUST_153264_PI403524517	2	-0.029722214	0.044008255	0.10752106	-0.070117	-0.03913498	0.029722214	35_42835	Rep: Autophagy 4 - Oryza sativa (indica cultivar-group)	UniRef90_Q2XPP4	CHR2V7|COORD:18262182..18264241| autophagy 4a (APG4a)	AT2G44140.1	CHR04V5|COORD:34601021..34597579|protein cysteine protease ATG4B, putative, expressed	LOC_Os04g58560.2	no descriptionweakly similar to ( 102)AT2G44140| Symbols:  | autophagy 4a (APG4a) | chr2:18262182-18264282 REVERSEnot assigned Peptidase_C54	protein.degradation.autophagy	29_5_2

CUST_58086_PI403524517	2	-0.024905205	0.1667471	0.04026413	-0.08037186	0.024904251	-0.055086136	35_16565	"Cluster: Esterase/lipase/thioesterase family protein, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Esterase/lipase/thioesterase family"	UniRef90_Q33AQ0	CHR4V7|COORD:7284639..7287342| esterase/lipase/thioesterase family protein	AT4G12230.1	CHR10V5|COORD:4549322..4554795|protein maspardin, putative, expressed	LOC_Os10g08840.2	no descriptionmoderately similar to ( 485)AT4G12230| Symbols:  | esterase/lipase/thioesterase family protein | chr4:7284639-7287342 FORWARDnot assigned not assigned not assigned MhpC Abhydrolase_1 PRK00870 PldB	not assigned.no ontology	35_1

CUST_39004_PI403524517	2	-0.20960999	0.1617899	0.10017872	-0.050133705	0.05013275	-0.27650166	35_11220	"Cluster: Hypothetical protein OSJNBa0019N10.17; n=1; Oryza sativa|Rep: Hypothetical protein OSJNBa0019N10.17 - Oryza sativa (Rice)"	UniRef90_Q8S6K9	"CHR5V7|COORD:26690152..26693676| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G61150.6); similar to Hypothetical protein [Oryza sativa (japonica"	AT5G66810.1	CHR10V5|COORD:11996060..12005449|protein expressed protein	LOC_Os10g24070.2	" no descriptionweakly similar to ( 157)AT5G66810| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G61150.6); similar to Hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:AAM74330.2); similar to Os10g0382300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001064488.1); contains InterPro domain CTLH, C-terminal to LisH motif; (InterPro:IPR006595) | chr5:26690152-26693676 FORWARDnot assigned "	not assigned.unknown	35_2

CUST_23777_PI403524517	2	-0.25934935	-0.08619976	0.08620024	0.098415375	0.12931156	-0.14889622	35_6908	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10T01	"CHR2V7|COORD:18893142..18895747| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G61380.1); similar to conserved hypothetical protein [Medicago"	AT2G45900.1	CHR03V5|COORD:345701..340048|protein expressed protein	LOC_Os03g01580.2	"no descriptionvery weakly similar to (77.8)AT2G45900| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G61380.1); similar to conserved hypothetical protein [Medicago truncatula] (GB:ABD32828.1); contains domain PHOSPHATIDYLINOSITOL N-ACETYLGLUCOSAMINYLTRANSFERASE SUBUNIT P (DOWN SYNDROME CRITICAL REGION PROTEIN 5)-RELATED (PTHR21726); contains domain RNASE H1 SMALL SUBUNIT (AYP1)-RELATED (PTHR21726:SF4) | chr2:18893142-18895747 REVERSE"	not assigned.unknown	35_2

CUST_6250_PI399408534	2	-0.031589508	0.329216	0.08525658	-0.27903748	0.03159046	-0.14415646	35_2400	"Cluster: Putative nucleic acid binding protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative nucleic acid binding protein - Oryza sativa (japonica"	UniRef90_Q60DW3	CHR5V7|COORD:9158569..9160224| PHD finger family protein	AT5G26210.1	CHR05V5|COORD:20459184..20463928|protein PHD finger protein, putative, expressed	LOC_Os05g34640.1	no descriptionmoderately similar to ( 287)AT5G26210| Symbols:  | PHD finger family protein | chr5:9158569-9160224 REVERSEnot assigned not assigned PHD PHD TT_ORF1	RNA.regulation of transcription.Alfin-like	27_3_2

CUST_105613_PI403524517	2	0.005452156	0.002456665	-0.0024557114	-0.096380234	0.036711693	-0.15066433	35_30076	"Cluster: B0403H10-OSIGBa0105A11.13 protein; n=2; Oryza sativa|Rep: B0403H10-OSIGBa0105A11.13 protein - Oryza sativa (Rice)"	UniRef90_Q01HT5	CHR3V7|COORD:150272..150929| VMA10 (VACUOLAR MEMBRANE ATPASE 10)	AT3G01390.1	CHR04V5|COORD:30157993..30155602|protein vacuolar ATP synthase subunit G, putative, expressed	LOC_Os04g51270.2	 no descriptionvery weakly similar to (68.9)AT3G01390| Symbols: AVMA10, VMA10 | VMA10 (VACUOLAR MEMBRANE ATPASE 10) | chr3:150272-150929 REVERSEvery weakly similar to (65.9)VATG1_TOBACVacuolar proton pump subunit G 1 - Nicotiana tabacum (Common tobacco)not assigned V-ATPase_G 	transport.p- and v-ATPases	34_1

CUST_153755_PI403524517	2	0.1051898	0.098264694	0.009837627	-0.19180775	-0.39853954	-0.009837627	35_42972	"Cluster: Methionyl-tRNA synthetase, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Methionyl-tRNA synthetase, putative, expressed - Oryza"	UniRef90_Q10Q53	"CHR3V7|COORD:20546786..20549976| OVA1 (OVULE ABORTION 1); ATP binding / aminoacyl-tRNA ligase"	AT3G55400.1	CHR03V5|COORD:5700219..5707730|protein methionyl-tRNA synthetase, putative, expressed	LOC_Os03g11120.1	no descriptionmoderately similar to ( 226)AT3G55400| Symbols: OVA1 | OVA1 (OVULE ABORTION 1) | chr3:20547240-20549976 REVERSEvery weakly similar to (71.2)SYM_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK11893 PRK12267 MetRS_core MetG tRNA-synt_1g Ile_Leu_Val_MetRS_core PRK12268 metG LeuS ValRS_core PRK12323 PRK07764 ValS class_I_aaRS_core Drf_FH1 tRNA-synt_1 LeuRS_core Atrophin-1 tatB Extensin_2 PRK05648 DUF1421 Tymo_45kd_70kd FAP PRK08853	protein.aa activation.methionine-tRNA ligase	29_1_10

CUST_5702_PI404877155	2	0.099925995	0.022752762	-0.026274681	0.10646343	-0.022752762	-0.025130272	Contig17682_at	DNAJ heat shock N-terminal domain-containing protein [Arabidopsis thaliana]	NP_177828.2	DNAJ heat shock N-terminal domain-containing protein	At1g77020.1	protein 2230757	Os02g35000	"DNAJ heat shock N-terminal domain-containing protein, similar to SP:P39101 CAJ1 protein (Saccharomyces cerevisiae); contains Pfam profile PF00226 DnaJ domain"	stress.abiotic.heat	20_2_1

CUST_82544_PI403524517	2	0.29158974	-1.6337328	-0.27502966	0.435699	0.27502966	-0.51138735	35_23675	"Cluster: Putative FKBP-type peptidyl-prolyl cis-trans isomerase 3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative FKBP-type peptidyl-prolyl cis-trans"	UniRef90_Q6Z8J5	CHR4V7|COORD:18427243..18428319| immunophilin, putative / FKBP-type peptidyl-prolyl cis-trans isomerase, putative	AT4G39710.1	CHR02V5|COORD:31585352..31587279|protein FKBP-type peptidyl-prolyl cis-trans isomerase 4, chloroplast precursor, putative, expressed	LOC_Os02g51570.1	 no descriptionweakly similar to ( 169)AT4G39710| Symbols:  | immunophilin, putative / FKBP-type peptidyl-prolyl cis-trans isomerase, putative | chr4:18427243-18428319 REVERSEvery weakly similar to (53.1)FKB15_VICFAFK506-binding protein 2 precursor - Vicia faba (Broad bean)not assigned not assigned not assigned not assigned not assigned FkpA FKBP_C PRK10902 PRK11570 SlpA 	protein.folding	29_6

CUST_101805_PI403524517	2	0.16133547	0.3833027	0.063452244	-0.06345177	-0.21767282	-0.1050539	35_29047	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_14844_PI403524517	2	-0.10871315	0.20332527	0.0184412	-0.12133026	0.0076036453	-0.0076026917	35_4273	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QNG8	"CHR4V7|COORD:12733435..12739747| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G28770.1); similar to expressed protein [Oryza sativa (japonica"	AT4G24680.1	CHR12V5|COORD:23232491..23239375|protein expressed protein	LOC_Os12g37860.1	no description	not assigned.unknown	35_2

CUST_13104_PI399408534	2	0.31586552	0.8707218	1.3713799	-0.31586552	-0.3482294	-0.7114997	35_25425	"Cluster: Hypothetical protein P0022B05.133; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0022B05.133 - Oryza sativa (japonica cultivar"	UniRef90_Q8LHW9	CHR3V7|COORD:17538596..17541733| leucine-rich repeat transmembrane protein kinase, putative	AT3G47570.1	CHR07V5|COORD:1119235..1116085|protein receptor-like protein kinase precursor, putative, expressed	LOC_Os07g03000.1	 no descriptionweakly similar to ( 105)AT3G47570| Symbols:  | leucine-rich repeat transmembrane protein kinase, putative | chr3:17538596-17541733 FORWARDnot assigned not assigned DP 	signalling.receptor kinases.leucine rich repeat XII	30_2_12

CUST_131415_PI403524517	2	-0.042921543	-0.321599	0.19746304	0.08498716	-0.023451805	0.023451805	35_36908	"Cluster: Early-responsive to dehydration protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Early-responsive to dehydration"	UniRef90_Q2QLP9	CHR1V7|COORD:21737475..21741830| RXW8	AT1G58520.1	CHR12V5|COORD:27126861..27120849|protein RXW8, putative, expressed	LOC_Os12g43720.1	no descriptionvery weakly similar to (73.6)AT1G58520| Symbols: RXW8 | RXW8 | chr1:21737475-21741830 FORWARDDUF221	stress.abiotic.drought/salt	20_2_3

CUST_23528_PI399408534	2	-0.018846512	-0.0045957565	0.22816086	0.0010995865	0.16759968	-0.0010995865	35_3549	"Cluster: Os01g0203000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0203000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JPT4	CHR1V7|COORD:29604747..29606432| brassinosteroid signalling positive regulator-related	AT1G78700.1	CHR01V5|COORD:5668272..5665791|protein brassinazole-resistant 1 protein, putative, expressed	LOC_Os01g10610.1	no descriptionmoderately similar to ( 268)AT1G78700| Symbols:  | brassinosteroid signalling positive regulator-related | chr1:29604747-29606432 FORWARDDUF822	hormone metabolism.brassinosteroid.signal transduction.BZR	17_3_2_2

CUST_155972_PI403524517	2	0.03166008	-0.011167526	0.011166573	-0.056206703	0.042639732	-0.076574326	35_43561	"Cluster: Glutamine synthetase leaf isozyme, chloroplast precursor; n=4; Triticeae|Rep: Glutamine synthetase leaf isozyme, chloroplast precursor - Hordeum vulgar"	UniRef90_P13564	"CHR5V7|COORD:13848450..13850469| GS2 (GLUTAMINE SYNTHETASE 2); glutamate-ammonia ligase"	AT5G35630.2	CHR04V5|COORD:33412022..33405260|protein glutamine synthetase, chloroplast precursor, putative, expressed	LOC_Os04g56400.2	 no descriptionmoderately similar to ( 256)AT5G35630| Symbols: GLN2, ATGSL1, GS2 | GS2 (GLUTAMINE SYNTHETASE 2) | chr5:13848450-13850469 FORWARDmoderately similar to ( 280)GLNA2_HORVUGlutamine synthetase leaf isozyme, chloroplast precursor - Hordeum vulgare (Barley)not assigned Gln-synt_C GlnA 	N-metabolism.ammonia metabolism.glutamine synthase	12_2_2

CUST_168944_PI403524517	2	0.34689522	-0.10486221	0.010456562	-0.0048656464	-0.18397474	0.0048656464	35_47050	"Cluster: Putative chromosome condensation factor; n=3; Triticum|Rep: Putative chromosome condensation factor - Triticum aestivum (Wheat)"	UniRef90_Q5EWZ0	CHR5V7|COORD:16854775..16858868| zinc finger protein, putative / regulator of chromosome condensation (RCC1) family protein	AT5G42140.1	CHR05V5|COORD:340542..344259|protein chromosome condensation factor, putative, expressed	LOC_Os05g01610.1	 no descriptionweakly similar to ( 146)AT5G42140| Symbols:  | zinc finger protein, putative / regulator of chromosome condensation (RCC1) family protein | chr5:16854775-16858868 REVERSE	cell.division	31_2

CUST_72299_PI403524517	2	-1.0483632	1.1852612	-0.15116596	0.67185307	-1.6243234	0.15116596	35_20720	"Cluster: Pherophorin-dz1 protein precursor; n=1; Volvox carteri f. nagariensis|Rep: Pherophorin-dz1 protein precursor - Volvox carteri f. nagariensis"	UniRef90_Q8L685	CHR4V7|COORD:7758606..7760888| leucine-rich repeat family protein / extensin family protein	AT4G13340.1	CHR07V5|COORD:19513196..19514619|protein fibroin heavy chain precursor, putative, expressed	LOC_Os07g32680.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Extensin_2 Drf_FH1 Atrophin-1 DUF1421 PRK12323 PRK05648 Tymo_45kd_70kd PRK07003 PRK07764 HPC2 GRASP55_65 DUF605 TonB PRK10819 COG5651 GP38 Harpin Totivirus_coat DUF1210 DedD PRK08853 Herpes_BLLF1 FAP tatB Trypan_PARP Cytadhesin_P30 Gag_spuma TT_ORF1 Amelogenin GRP MCPVI PRK10263 Chorion_1 COG2931 PRK06958 MFMR PRK11633 Chon_Sulph_att IER PRK03427 SerH TrbL AF-4 Plasmodium_HRP Herpes_TAF50 PRK09111 Prog_receptor SSDP Herpes_glycop_D COG4371 PRK06132 eIF-4B DUF1517 FtsN COG5373 APC_basic PRK00708 COG3921 Herpes_UL32 VirB10 Peptidase_S21 Metaviral_G HpaP DAG1 DEC-1_N ZipA PRK12688 COG3456 PRK12495 Cornifin ETS_PEA3_N Herpes_UL51 SMN CDC27 CTNNB1_binding DUF1509 Dehydrin PRK08026 Orthopox_C10L DUF1431 Mucin COG3827 Herpes_DNAp_acc PRP8 COG4278 PRK08691 COG1289 FhaB WTX Pneumo_att_G KAR9 COG3889 Collagen PRK11855 STOP PRK09752 Hia DUF1750 COG5301 PRK12373 PRK12438 SSP160 BASP1 COG5281 COG1512 TraB_pillus COG3941 gram_neg_porins	not assigned.unknown	35_2

CUST_70731_PI403524517	2	-0.04259014	0.13647842	0.007956505	-0.007955551	-0.20853233	0.062160492	35_20265	"P50111 Saccharomyces cerevisiae ZDS1 protein; n=1; Yarrowia lipolytica|Rep: Similarities with sp|P50111 Saccharomyces cerevisiae ZDS1 protein -"	UniRef90_Q6C1W8	CHR1V7|COORD:5206212..5209843| hydroxyproline-rich glycoprotein family protein	AT1G15130.1	CHR01V5|COORD:36679921..36685503|protein expressed protein	LOC_Os01g62780.1	no descriptionnot assigned not assigned DUF1421	not assigned.unknown	35_2

CUST_53439_PI403524517	2	-0.04360199	-0.72145176	-0.022244453	0.11211586	0.110173225	0.0222435	35_15202	Rep: Adenylate kinase B - Oryza sativa (Rice)	UniRef90_Q08480	"CHR5V7|COORD:25410500..25412043| ADK1 (ADENYLATE KINASE 1); adenylate kinase"	AT5G63400.1	CHR12V5|COORD:7473822..7477717|protein adenylate kinase A, putative, expressed	LOC_Os12g13380.1	"no descriptionmoderately similar to ( 408)AT5G63400| Symbols: ADK1 | ADK1 (ADENYLATE KINASE 1); adenylate kinase | chr5:25410728-25412043 REVERSEmoderately similar to ( 449)KAD1_ORYSAnot assigned not assigned ADK adk ADK Adk adk ADK_lid"	nucleotide metabolism.phosphotransfer and pyrophosphatases.adenylate kinase	23_4_1

CUST_74944_PI403524517	2	-0.03620243	0.34370232	0.036203384	-0.16385841	-0.12366676	0.118546486	35_21485	Rep: H0805A05.2 protein - Oryza sativa (Rice)	UniRef90_Q01IG4	0	0	CHR04V5|COORD:23948833..23942340|protein expressed protein	LOC_Os04g40720.1	no description	not assigned.unknown	35_2

CUST_1786_PI399408534	2	0.4091921	0.9278264	0.21882486	-0.28202724	-0.3636961	-0.21882486	35_5264	Rep: Mitogen-activated protein kinase 8 - Oryza sativa (Rice)	UniRef90_Q5SN53	"CHR2V7|COORD:17847649..17851024| ATMPK20 (Arabidopsis thaliana MAP kinase 20); MAP kinase"	AT2G42880.1	CHR01V5|COORD:27498135..27505279|protein OsMPK20-4 - putative MAPK based on amino acid sequence homology, expressed	LOC_Os01g47530.4	"no descriptionmoderately similar to ( 322)AT2G42880| Symbols: ATMPK20 | ATMPK20 (Arabidopsis thaliana MAP kinase 20); MAP kinase | chr2:17847649-17851024 REVERSEmoderately similar to ( 342)MPK8_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase Pkinase_Tyr TyrKc SPS1 PTKc PTKc_Jak_rpt2 PTKc_EphR PTKc_EphR_A PTKc_Jak2_Jak3_rpt2 PTKc_Csk_like PTKc_EphR_B PTKc_FAK PTKc_Src_like PTKc_Met_Ron PTKc_Srm_Brk PTKc_EphR_A2 PTKc_Ack_like PTKc_Syk_like PTKc_Itk PTKc_Tec_like PTKc_Tec_Rlk PTKc_Fes_like PTKc_Csk PTKc_Abl PTKc_Frk_like PTKc_Trk PTKc_DDR PTKc_PDGFR PTKc_Lck_Blk PTKc_Fer PTKc_Chk PTKc_Tyro3 PTKc_FGFR PTKc_Hck PTKc_Syk PTKc_HER4 PTKc_Axl_like PTKc_DDR2 PTKc_FGFR4 PTKc_Lyn PTKc_PDGFR_alpha PTKc_Fes PTK_CCK4 PTKc_DDR_like PTKc_Tie2 PTKc_EGFR_like PTKc_VEGFR2 PTKc_Kit PTKc_Jak1_rpt2 PTKc_Src PTKc_VEGFR PTKc_EGFR PTKc_Tyk2_rpt2 PTKc_Axl PTKc_Tie1"	signalling.MAP kinases	30_6

CUST_21852_PI403524517	2	0.0088329315	-0.049188614	0.11958504	0.05549431	-0.05756092	-0.0088329315	35_6346	"Cluster: Chloroplast protein-translocon-like protein; n=2; Oryza sativa|Rep: Chloroplast protein-translocon-like protein - Oryza sativa (Rice)"	UniRef90_Q94GR7	CHR3V7|COORD:6148036..6151800| chloroplast outer membrane translocon subunit, putative	AT3G17970.1	CHR03V5|COORD:28490414..28482271|protein toc64, putative, expressed	LOC_Os03g50010.2	 no descriptionvery weakly similar to (54.7)AT3G17970| Symbols:  | chloroplast outer membrane translocon subunit, putative | chr3:6148036-6151800 FORWARD	protein.targeting.chloroplast	29_3_3

CUST_80782_PI403524517	2	0.12926674	0.38524818	-0.030755043	-0.108789444	-0.052534103	0.030755997	35_23168	"Cluster: Hypothetical protein OSJNBa0011H24.16; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0011H24.16 - Oryza sativa (japonica"	UniRef90_Q75M69	0	0	CHR03V5|COORD:15103183..15105820|protein conserved hypothetical protein	LOC_Os03g26480.1	no description	not assigned.unknown	35_2

CUST_5496_PI404877155	2	0.030631065	0.11617565	-0.030631065	-0.108044624	-0.09079552	0.05573654	Contig17268_at	P0516D04.3 [Oryza sativa (japonica cultivar-group)]	NP_918552.1	DNAJ heat shock N-terminal domain-containing protein	At1g65280.1	protein DnaJ domain, putative	Os01g33800	gi|20804698|dbj|BAB92385.1| P0516D04.3	stress.abiotic.heat	20_2_1

CUST_11334_PI403524517	2	0.022994995	0.18135738	-0.022994995	-0.34270763	-0.102282524	0.12770271	35_3210	Rep: Putative zinc finger protein - Oryza sativa (Rice)	UniRef90_Q8SB32	CHR4V7|COORD:16981087..16982269| zinc finger (C3HC4-type RING finger) family protein	AT4G35840.1	CHR06V5|COORD:30491764..30495153|protein RING-H2 finger protein ATL2B, putative, expressed	LOC_Os06g50370.1	no descriptionmoderately similar to ( 216)AT4G35840| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr4:16981087-16982269 FORWARDvery weakly similar to (57.8)EL5_ORYSAnot assigned not assigned RING COG5540 PRK07764 PRK12678 PRK07003	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_2037_PI404877155	2	0.50580215	0.7194176	-0.06143284	0.061433315	-0.49516058	-0.21014214	Contig1228_s_at	aquaporin PIP1 [Triticum aestivum]	AAM00368.1	plasma membrane intrinsic protein, putative	At4g00430.1	protein plasma membrane intrinsic protein	Os02g57720	NONE	transport.Major Intrinsic Proteins.PIP	34_19_1

CUST_22515_PI403524517	2	0.1487732	-0.78152466	-0.10363865	0.04501438	0.12911034	-0.045013428	35_6539	"Cluster: Putative inorganic pyrophosphatase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative inorganic pyrophosphatase - Oryza sativa (japonica cultiv"	UniRef90_Q75L10	CHR3V7|COORD:19892469..19894286| inorganic pyrophosphatase, putative (soluble) / pyrophosphate phospho-hydrolase, putative / PPase, putative	AT3G53620.1	CHR05V5|COORD:721008..717697|protein soluble inorganic pyrophosphatase, putative, expressed	LOC_Os05g02310.1	 no descriptionmoderately similar to ( 358)AT3G53620| Symbols: ATPPA4 | inorganic pyrophosphatase, putative (soluble) / pyrophosphate phospho-hydrolase, putative / PPase, putative | chr3:19892469-19894286 FORWARDmoderately similar to ( 336)IPYR_ORYSAnot assigned pyrophosphatase Ppa PRK02230 Pyrophosphatase PRK01250 PRK00642 	nucleotide metabolism.phosphotransfer and pyrophosphatases.misc	23_4_99

CUST_58777_PI403524517	2	0.14309502	-0.8226757	-0.38675213	0.1673336	-0.098012924	0.09801388	35_16773	"Cluster: Adenine phosphoribosyltransferase; n=1; Triticum aestivum|Rep: Adenine phosphoribosyltransferase - Triticum aestivum (Wheat)"	UniRef90_Q67G15	"CHR1V7|COORD:30116601..30118154| APT2 (ADENINE PHOSPHORIBOSYL TRANSFERASE 2); adenine phosphoribosyltransferase"	AT1G80050.1	CHR02V5|COORD:24217436..24222897|protein adenine phosphoribosyltransferase 2, putative, expressed	LOC_Os02g40010.2	" no descriptionmoderately similar to ( 261)AT1G80050| Symbols: ATAPT2, APT2 | APT2 (ADENINE PHOSPHORIBOSYL TRANSFERASE 2); adenine phosphoribosyltransferase | chr1:30116601-30118154 REVERSEmoderately similar to ( 247)APT1_WHEATAdenine phosphoribosyltransferase 1 - Triticum aestivum (Wheat)not assigned PRK02304 Apt Pribosyltran PRK12560 pyrE PyrE PRK09213 PRK08558 PRK09219 "	nucleotide metabolism.salvage.phosphoribosyltransferases.aprt	23_3_1_1

CUST_106309_PI403524517	2	0.09949684	-0.16680145	0.0015096664	-0.0015101433	0.24636269	-0.11076975	35_30259	"Cluster: Hypothetical protein P0486H12.36-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0486H12.36-1 - Oryza sativa (japonica cultiv"	UniRef90_Q69XJ1	CHR5V7|COORD:7996531..7997223| DNA binding / DNA-directed RNA polymerase	AT5G23710.1	CHR06V5|COORD:23873728..23872484|protein RNA polymerase Rpc34 subunit family protein, expressed	LOC_Os06g40110.1	no descriptionvery weakly similar to (56.2)AT5G23710| Symbols:  | DNA binding / DNA-directed RNA polymerase | chr5:7996531-7997223 REVERSEnot assigned RNA_pol_Rpc34 RPC34	not assigned.unknown	35_2

CUST_43102_PI403524517	2	0.06553173	0.48096466	-0.031228065	-0.069675446	-0.07509041	0.031228065	35_12377	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QTN6	CHR3V7|COORD:3457306..3459306| steroid hormone receptor/ transcription factor	AT3G11030.1	CHR12V5|COORD:11070851..11058093|protein expressed protein	LOC_Os12g19040.1	no description	not assigned.unknown	35_2

CUST_78870_PI403524517	2	0.06325722	-0.45004654	-0.33184052	0.1448412	-0.06325722	0.073934555	35_22618	"Cluster: Diacylglycerol acyltransferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Diacylglycerol acyltransferase - Oryza sativa (japonica cultivar-group"	UniRef90_Q5I396	"CHR2V7|COORD:8433518..8436537| TAG1 (TRIACYLGLYCEROL BIOSYNTHESIS DEFECT 1); diacylglycerol O-acyltransferase"	AT2G19450.1	CHR05V5|COORD:5951246..5958028|protein diacylglycerol O-acyltransferase 1, putative, expressed	LOC_Os05g10810.1	" no descriptionweakly similar to ( 171)AT2G19450| Symbols: AS11, ABX45, DGAT1, RDS1, ATDGAT, TAG1 | TAG1 (TRIACYLGLYCEROL BIOSYNTHESIS DEFECT 1); diacylglycerol O-acyltransferase | chr2:8433518-8436537 FORWARDnot assigned ARE1 MBOAT "	lipid metabolism.TAG synthesis	11_4

CUST_42844_PI403524517	2	0.0050582886	-0.11309719	-0.018364906	-0.005057335	0.061270714	0.03255844	35_12304	"Cluster: Putative Acid phosphatase 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Acid phosphatase 1 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5Z7F8	CHR4V7|COORD:14422316..14423415| acid phosphatase class B family protein	AT4G29260.1	CHR06V5|COORD:21376316..21373016|protein acid phosphatase 1 precursor, putative, expressed	LOC_Os06g36400.1	 no descriptionweakly similar to ( 184)AT4G25150| Symbols:  | acid phosphatase, putative | chr4:12901746-12902892 REVERSEweakly similar to ( 151)VSPB_SOYBNStem 31 kDa glycoprotein precursor - Glycine max (Soybean)Acid_phosphat_B COG2503 	misc.acid and other phosphatases	26_13

CUST_112045_PI403524517	2	0.08841324	0.089598656	-0.0077228546	-0.26963997	-0.06684017	0.007721901	35_31808	"Cluster: Os02g0644400 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os02g0644400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DZ59	CHR4V7|COORD:18154600..18158455| kinesin motor family protein	AT4G38950.1	CHR02V5|COORD:25921581..25916471|protein kinesin heavy chain, putative, expressed	LOC_Os02g43050.1	no descriptionweakly similar to ( 115)AT4G38950| Symbols:  | kinesin motor family protein | chr4:18154600-18158455 REVERSE	cell.organisation	31_1

CUST_13020_PI399408534	2	-0.34122372	-0.1911478	0.48313284	0.3256631	0.071029186	-0.07102966	35_48972	Rep: Lipoxygenase 2 - Hordeum vulgare var. distichum (Two-rowed barley)	UniRef90_Q42847	CHR3V7|COORD:7927018..7931174| lipoxygenase, putative	AT3G22400.1	CHR03V5|COORD:30266016..30269529|protein lipoxygenase 2, putative, expressed	LOC_Os03g52860.1	 no descriptionmoderately similar to ( 221)AT3G22400| Symbols: LOX5 | lipoxygenase, putative | chr3:7927018-7931174 FORWARDmoderately similar to ( 273)LOX2_ORYSALipoxygenase 	hormone metabolism.jasmonate.synthesis-degradation.lipoxygenase	17_7_1_2

CUST_78221_PI403524517	2	0.08291817	1.0058885	0.014487743	-0.34172392	-0.014487743	-0.37105417	35_22423	"Cluster: Powdery mildew resistance protein; n=1; Triticum aestivum|Rep: Powdery mildew resistance protein - Triticum aestivum (Wheat)"	UniRef90_Q072R3	CHR3V7|COORD:4857947..4861111| disease resistance protein (NBS-LRR class), putative	AT3G14470.1	CHR03V5|COORD:35637943..35632219|protein powdery mildew resistance protein PM3b, putative, expressed	LOC_Os03g63150.2	 no descriptionvery weakly similar to (54.3)AT3G14470| Symbols:  | disease resistance protein (NBS-LRR class), putative | chr3:4857947-4861111 FORWARD	stress.biotic	20_1

CUST_166876_PI403524517	2	0.10911751	-0.29953957	-0.15424919	0.23884678	0.0903492	-0.09034824	35_46487	"Cluster: Protein kinase domain containing protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Protein kinase domain containing protein, express"	UniRef90_Q10P10	CHR2V7|COORD:18793799..18795850| protein kinase family protein	AT2G45590.1	CHR03V5|COORD:7977212..7979387|protein ATP binding protein, putative, expressed	LOC_Os03g14710.1	no descriptionweakly similar to ( 112)AT2G45590| Symbols:  | protein kinase family protein | chr2:18793799-18795850 FORWARDvery weakly similar to (57.8)CRI4_MAIZEPutative receptor protein kinase CRINKLY4 precursor - Zea mays (Maize)not assigned not assigned PTKc TyrKc Pkinase_Tyr PRK07764	protein.postranslational modification.kinase.receptor like cytoplasmatic kinase VII	29_4_1_57

CUST_89257_PI403524517	2	0.11964035	0.29064274	-0.01127243	-0.073856354	-0.08431339	0.01127243	35_25534	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_109269_PI403524517	2	-0.17036438	0.39244938	0.01645279	0.05654335	-0.1364069	-0.016453743	35_31061	"Cluster: Os12g0450200 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os12g0450200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0INH7		0	CHR05V5|COORD:22351989..22347220|protein retrotransposon protein, putative, unclassified	LOC_Os05g38260.1	no description	not assigned.unknown	35_2

CUST_87988_PI403524517	2	0.23694515	-0.0110321045	0.080890656	0.0110321045	-0.46791172	-0.02390194	35_25190	Rep: OSIGBa0127D24.9 protein - Oryza sativa (Rice)	UniRef90_Q01N54	CHR2V7|COORD:18843593..18846197| eukaryotic initiation factor 3 gamma subunit family protein	AT2G45730.1	CHR04V5|COORD:712800..706319|protein tRNA (guanine-N(1)-)-methyltransferase, putative, expressed	LOC_Os04g02150.2	no descriptionweakly similar to ( 147)AT2G45730| Symbols:  | eukaryotic initiation factor 3 gamma subunit family protein | chr2:18843593-18846197 REVERSEnot assigned Gcd10p	protein.synthesis.initiation	29_2_3

CUST_99738_PI403524517	2	0.27374458	0.030087471	-0.030086517	-0.1633625	-0.4823265	0.18413925	35_28472	"Cluster: Hypothetical protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53M12	"CHR2V7|COORD:661092..665336| STI (STICHEL); ATP binding / DNA-directed DNA polymerase"	AT2G02480.1	CHR11V5|COORD:7757858..7748786|protein nucleoside-triphosphatase/ nucleotide binding protein, putative, expressed	LOC_Os11g13990.1	no descriptionweakly similar to ( 132)AT1G14460| Symbols:  | DNA polymerase-related | chr1:4948957-4952745 REVERSE	DNA.synthesis/chromatin structure	28_1

CUST_179363_PI403524517	2	-1.0934501	0.48703718	0.28311872	0.015614986	-0.015615463	-0.04920149	35_49886	"Cluster: Os09g0436400 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0436400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J1J3	CHR5V7|COORD:9789902..9792238| serine-type peptidase/ trypsin	AT5G27660.1	CHR09V5|COORD:16048137..16058300|protein protease Do-like 14, putative, expressed	LOC_Os09g26550.2	no descriptionvery weakly similar to (50.4)AT5G27660| Symbols:  | serine-type peptidase/ trypsin | chr5:9789902-9792238 REVERSE	protein.degradation.serine protease	29_5_5

CUST_101286_PI403524517	2	0.08332348	0.53489685	0.026257515	-0.27838898	-0.8098917	-0.026257515	35_28908	"Cluster: Os08g0395300 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os08g0395300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J5W7	CHR2V7|COORD:8534384..8535477| clathrin adaptor complex small chain family protein	AT2G19790.1	CHR08V5|COORD:18625636..18627559|protein AP-4 complex subunit sigma-1, putative, expressed	LOC_Os08g30480.1	no descriptionweakly similar to ( 101)AT2G19790| Symbols:  | clathrin adaptor complex small chain family protein | chr2:8534384-8535477 FORWARDnot assigned APS2 Clat_adaptor_s	protein.targeting.secretory pathway.unspecified	29_3_4_99

CUST_9772_PI404877155	2	-0.38891697	0.45271683	0.037275314	0.08111763	-0.03727436	-0.1303978	Contig3501_at	60 kDa jasmonate-induced protein (rRNA N-glycosidase) pir||S25092 jasmonate-induced protein - barley emb|CAA47017.1| jasmonate-induced prote	Q00531	expressed protein	At5g01280.1	protein Similar to 60 kda jasmonate-induced protein (ec 3.2.2.22) (rrna n-glycosidase)	Os11g06610	jasmonate-induced protein	hormone metabolism.jasmonate	17_7

CUST_11404_PI404877155	2	-0.19677734	0.53223896	0.099965096	-0.10003853	0.041288376	-0.041288376	Contig5078_at	U2 snRNP auxiliary factor large subunit, putative [Arabidopsis thaliana]	NP_195387.1	U2 snRNP auxiliary factor large subunit, putative	At4g36690.1	protein transposon protein, putative, CACTA, En/Spm sub-class	Os11g41820	U2 snRNP auxiliary factor	RNA.processing	27_1

CUST_3876_PI403524517	2	-0.6062112	-1.2605972	0.5666504	0.02528572	0.36658955	-0.02528572	35_1073	Rep: Alpha-expansin EXPA2 - Triticum aestivum (Wheat)	UniRef90_Q56TP5	CHR1V7|COORD:26145697..26146714| ATEXPA1 (ARABIDOPSIS THALIANA EXPANSIN A1)	AT1G69530.2	CHR01V5|COORD:35472366..35474187|protein alpha-expansin 10 precursor, putative, expressed	LOC_Os01g60770.1	 no descriptionmoderately similar to ( 338)AT1G69530| Symbols: EXP1, AT-EXP1, ATEXP1, ATHEXP ALPHA 1.2, ATEXPA1 | ATEXPA1 (ARABIDOPSIS THALIANA EXPANSIN A1) | chr1:26145697-26146714 FORWARDmoderately similar to ( 403)EXPA2_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned Pollen_allerg_1 DPBB_1 PRK07003 PRK12323 PRK07764 Herpes_BLLF1 TT_ORF1 	cell wall.modification	10_7

CUST_100840_PI403524517	2	0.0269413	0.2957673	-0.07019377	0.09400463	-0.026941776	-0.14025354	35_28779	"Cluster: Os07g0481300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0481300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D6G6	CHR3V7|COORD:4857947..4861111| disease resistance protein (NBS-LRR class), putative	AT3G14470.1	CHR07V5|COORD:17522393..17526402|protein plant disease resistant protein, putative	LOC_Os07g29810.1	 no descriptionvery weakly similar to (73.6)AT3G14460| Symbols:  | disease resistance protein (NBS-LRR class), putative | chr3:4851997-4856271 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned COG4886 	stress.biotic	20_1

CUST_10458_PI403524517	2	-0.07523537	0.31347752	0.011313438	-0.14443302	-0.011313438	0.026929855	35_2951	"Cluster: Hypothetical protein P0710A02.3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0710A02.3 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q5ZD30	0	0	CHR01V5|COORD:23416222..23409197|protein hypothetical protein	LOC_Os01g40830.1	no description	not assigned.unknown	35_2

CUST_159718_PI403524517	2	-0.20223618	-0.034801483	-0.14616966	0.11641598	0.037683487	0.03480053	35_44575	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_33625_PI399408534	2	-0.0452981	0.3316064	0.23315287	0.045298576	-0.23712826	-0.10445881	35_10099	"Cluster: Os07g0103100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0103100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D972	CHR1V7|COORD:15975929..15979143| ATGLR3.3 (Arabidopsis thaliana glutamate receptor 3.3)	AT1G42540.1	CHR07V5|COORD:189343..194804|protein glutamate receptor 3.4 precursor, putative, expressed	LOC_Os07g01310.1	 no descriptionmoderately similar to ( 215)AT1G42540| Symbols: GLR3.3, ATGLR3.3 | ATGLR3.3 (Arabidopsis thaliana glutamate receptor 3.3) | chr1:15975929-15979143 FORWARDweakly similar to ( 195)GLR31_ORYSAnot assigned not assigned not assigned not assigned Lig_chan PBPe 	signalling.in sugar and nutrient physiology	30_1

CUST_63440_PI403524517	2	0.44377327	0.7462988	0.068267345	-0.06826687	-0.12843752	-0.2936492	35_18114	"Cluster: Putative mono-or diacylglycerol acyltransferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative mono-or diacylglycerol acyltransferase - Ory"	UniRef90_Q6ZFU0	CHR3V7|COORD:19121718..19123497| diacylglycerol acyltransferase family	AT3G51520.1	CHR02V5|COORD:29595977..29593105|protein diacylglycerol O-acyltransferase 1, putative, expressed	LOC_Os02g48350.1	no descriptionmoderately similar to ( 289)AT3G51520| Symbols:  | diacylglycerol acyltransferase family | chr3:19121718-19123497 FORWARDnot assigned DAGAT	not assigned.no ontology	35_1

CUST_165056_PI403524517	2	0.026691437	-0.03445816	0.0456028	-0.026690483	0.17573166	-0.1175251	35_46001	"Cluster: Zinc finger-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Zinc finger-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K9R3	CHR5V7|COORD:1182897..1184719| zinc ion binding	AT5G04270.1	CHR02V5|COORD:35149792..35152853|protein palmitoyltransferase pfa3, putative, expressed	LOC_Os02g57370.1	no description	not assigned.unknown	35_2

CUST_50729_PI403524517	2	-0.032819748	0.14844704	0.02000618	-0.02000618	-0.035871506	0.02000618	35_14475	Rep: SKP1/ASK1-like protein - Triticum aestivum (Wheat)	UniRef90_Q7XYF8	"CHR5V7|COORD:16871723..16872744| ASK2 (ARABIDOPSIS SKP1-LIKE 2); ubiquitin-protein ligase"	AT5G42190.1	CHR11V5|COORD:14959191..14962095|protein SKP1-like protein 1A, putative, expressed	LOC_Os11g26910.1	" no descriptionmoderately similar to ( 211)AT5G42190| Symbols: SKP1B, ASK2 | ASK2 (ARABIDOPSIS SKP1-LIKE 2); ubiquitin-protein ligase | chr5:16871723-16872744 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned SKP1 Skp1 Skp1 Skp1_POZ PRK07764 KAR9 "	protein.degradation.ubiquitin.E3.SCF.SKP	29_5_11_4_3_1

CUST_1777_PI404877155	2	0.42305756	-0.15939474	-0.25949335	0.15939474	-0.7950549	0.23373604	Contig11996_at	chloroplast nucleoid DNA-binding protein cnd41-like [Oryza sativa (japonica cultivar-group)]	NP_917607.1	chloroplast nucleoid DNA-binding protein, putative	At5g10770.1	protein Eukaryotic aspartyl protease, putative	Os02g48870	NONE	RNA.regulation of transcription.unclassified	27_3_99

CUST_100422_PI403524517	2	0.19834042	-0.82328844	-0.12018108	0.067614555	0.051745415	-0.05174637	35_28666	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_79789_PI403524517	2	0.29946613	0.14324045	-0.026938915	-0.08531523	0.026938915	-0.4212284	35_22882	Rep: F28L1.23 protein - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q9M8I9	"CHR3V7|COORD:1899129..1907303| similar to SAC3/GANP family protein [Arabidopsis thaliana] (TAIR:AT3G54380.1); similar to Nuclear protein export factor (ISS)"	AT3G06290.1	CHR07V5|COORD:26950751..26961032|protein SAC3/GANP family protein, expressed	LOC_Os07g45160.1	"no descriptionweakly similar to ( 114)AT3G06290| Symbols:  | similar to SAC3/GANP family protein [Arabidopsis thaliana] (TAIR:AT3G54380.1); similar to Nuclear protein export factor (ISS) [Ostreococcus tauri] (GB:CAL50253.1); contains InterPro domain SAC3/GANP; (InterPro:IPR005062) | chr3:1899129-1907303 REVERSE"	not assigned.no ontology	35_1

CUST_4604_PI403524517	2	-0.12269068	-0.834105	0.122691154	0.38271427	0.18181992	-0.67945576	35_1271	"Cluster: RNA recognition motif family protein, expressed; n=5; Oryza sativa (japonica cultivar-group)|Rep: RNA recognition motif family protein, expressed - Ory"	UniRef90_Q10NM2	CHR1V7|COORD:2257730..2260099| transformer serine/arginine-rich ribonucleoprotein, putative	AT1G07350.1	CHR03V5|COORD:8749601..8746578|protein arginine/serine-rich splicing factor RSP41, putative, expressed	LOC_Os03g15890.1	 no descriptionweakly similar to ( 122)AT1G07350| Symbols:  | transformer serine/arginine-rich ribonucleoprotein, putative | chr1:2258814-2259584 REVERSEvery weakly similar to (61.6)GRP10_BRANAGlycine-rich RNA-binding protein 10 - Brassica napus (Rape)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG0724 RRM RRM_1 	RNA.RNA binding	27_4

CUST_89465_PI403524517	2	-0.016005516	-0.30923605	0.02299881	0.075161934	0.016005516	-0.20349503	35_25593	"Cluster: Putative negative regulator of systemic acquired resistance; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative negative regulator of"	UniRef90_Q6Z6S7	CHR4V7|COORD:10192995..10195522| SNI1 (SUPPRESSOR OF NPR1-1, INDUCIBLE 1)	AT4G18470.1	CHR02V5|COORD:12348539..12339725|protein RNA helicase like protein, putative, expressed	LOC_Os02g20870.1	" no descriptionweakly similar to ( 117)AT4G18470| Symbols: SNI1 | SNI1 (""SUPPRESSOR OF NPR1-1, INDUCIBLE 1"") | chr4:10192995-10195522 FORWARD"	stress.biotic	20_1

CUST_62729_PI403524517	2	-0.066744804	-0.8274021	0.007977486	0.043932915	0.050732613	-0.007977486	35_17883	"Cluster: Hypothetical protein OSJNBa0004B24.3; n=2; Oryza sativa|Rep: Hypothetical protein OSJNBa0004B24.3 - Oryza sativa (Rice)"	UniRef90_Q9AYA9	"CHR1V7|COORD:18811529..18812433| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G20510.1); similar to hypothetical protein 11 [Plantago major]"	AT1G50740.1	CHR03V5|COORD:20516312..20513407|protein expressed protein	LOC_Os03g37090.1	" no descriptionvery weakly similar to (94.7)AT1G50740| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G20510.1); similar to hypothetical protein 11 [Plantago major] (GB:CAJ34819.1); similar to Os03g0584300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001050565.1); similar to Os03g0568500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001050510.1); contains InterPro domain Protein of unknown function UPF0136, Transmembrane; (InterPro:IPR005349) | chr1:18811529-18812433 FORWARDnot assigned TMEM14 COG5548 "	not assigned.unknown	35_2

CUST_66311_PI403524517	2	0.10127354	-0.22054005	-0.18393803	0.27488518	0.06079769	-0.06079769	35_18936	"Cluster: Elongation factor TS family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Elongation factor TS family protein, expressed - Oryza"	UniRef90_Q2QP54	"CHR4|COORD:14317262..14321573| similar to translation elongation factor Ts (EF-Ts), putative [Arabidopsis thaliana] (TAIR:At4g11120.1); similar to elongation"	AT4G29060.2	CHR12V5|COORD:21627198..21633444|protein elongation factor TS family protein, expressed	LOC_Os12g35630.3	"no descriptionweakly similar to ( 101)AT4G29060| Symbols: EMB2726 | EMB2726 (EMBRYO DEFECTIVE 2726); translation elongation factor | chr4:14317750-14321321 FORWARDnot assigned rne"	protein.synthesis.elongation	29_2_4

CUST_57088_PI403524517	2	-0.0042238235	-0.23729897	-0.06333351	0.0042238235	0.062340736	0.1612978	35_16274	"Cluster: Major Facilitator Superfamily protein, expressed; n=4; Oryza sativa (japonica cultivar-group)|Rep: Major Facilitator Superfamily protein, expressed - O"	UniRef90_Q337A9	"CHR1V7|COORD:24027468..24029999| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G27720.1); similar to unknown protein [Arabidopsis thaliana]"	AT1G64650.1	CHR10V5|COORD:19762051..19765394|protein major Facilitator Superfamily protein, expressed	LOC_Os10g37520.1	" no descriptionhighly similar to ( 726)AT1G64650| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G27720.1); similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G49310.1); similar to Os10g0519600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001065080.1); similar to Os03g0114800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001048746.1); similar to Major Facilitator Superfamily protein, expressed [Oryza sativa (japonica cultivar-group)] (GB:ABB47893.2); contains InterPro domain Protein of unknown function DUF791; (InterPro:IPR008509) | chr1:24027468-24029711 REVERSEweakly similar to ( 153)SRP19_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF791 MFS_1 ProP AraJ PRK07003 PRK05122 "	not assigned.unknown	35_2

CUST_59945_PI403524517	2	0.027461052	-0.5588064	-0.028209686	0.06068039	-0.027462006	0.10217476	35_17089	"Cluster: Zeta-carotene desaturase, chloroplast precursor; n=1; Zea mays|Rep: Zeta-carotene desaturase, chloroplast precursor - Zea mays (Maize)"	UniRef90_Q9ZTP4	CHR3|COORD:1342614..1347430| zeta-carotene desaturase (ZDS1) / carotene 7,8-desaturase, identical to SP:Q38893 Zeta-carotene desaturase, chloroplast precursor (	AT3G04870.2	CHR07V5|COORD:5643894..5649527|protein zeta-carotene desaturase, chloroplast precursor, putative, expressed	LOC_Os07g10490.1	" no descriptionhighly similar to ( 895)AT3G04870| Symbols: PDE181, ZDS | ZDS (ZETA-CAROTENE DESATURASE); carotene 7,8-desaturase | chr3:1342848-1346195 FORWARDhighly similar to ( 991)ZDS_MAIZEZeta-carotene desaturase, chloroplast/chromoplast precursor - Zea mays (Maize)not assigned not assigned COG3349 Amino_oxidase PRK07233 COG1233 HemY COG2907 PRK11883 PRK11749 PRK07208 "	secondary metabolism.isoprenoids.carotenoids	16_1_4

CUST_68441_PI403524517	2	-0.0023698807	0.08735657	0.02519226	-0.08452797	0.0023708344	-0.0816679	35_19575	"Cluster: P0028E10.1 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: P0028E10.1 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q9AS90	CHR3V7|COORD:8063070..8064482| leucine-rich repeat family protein / extensin family protein	AT3G22800.1	CHR01V5|COORD:3412767..3411550|protein expressed protein	LOC_Os01g07240.1	"no descriptionvery weakly similar to (68.9)AT5G01790| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G40475.1); similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:BAC20927.1); similar to Os01g0166500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001042116.1); similar to Os05g0335500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001055233.1) | chr5:305054-305680 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07003 PRK07764 Tymo_45kd_70kd PRK09169"	not assigned.unknown	35_2

CUST_171544_PI403524517	2	0.114421844	0.3454008	-0.1079483	0.1079483	-0.60244036	-0.37335348	35_47801	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_89359_PI403524517	2	0.05907011	-0.77705574	-0.05907011	0.20679188	0.07445955	-0.82084846	35_25562	"Cluster: Hypothetical protein OSJNBb0088N06.13; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0088N06.13 - Oryza sativa (japonica"	UniRef90_Q6YUS4	"CHR1V7|COORD:23703220..23704617| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G27400.1); similar to hypothetical protein MtrDRAFT_AC123571g20v2"	AT1G63855.3	CHR02V5|COORD:1067025..1069448|protein expressed protein	LOC_Os02g02800.1	"no descriptionweakly similar to ( 142)AT1G63855| Symbols:  | similar to hypothetical protein MtrDRAFT_AC123571g20v2 [Medicago truncatula] (GB:ABE93464.1); contains domain no description (G3D.3.40.50.150); contains domain S-adenosyl-L-methionine-dependent methyltransferases (SSF53335); contains domain UNCHARACTERIZED (PTHR14614:SF11); contains domain UNCHARACTERIZED (PTHR14614) | chr1:23703935-23704617 REVERSEnot assigned"	not assigned.unknown	35_2

CUST_14679_PI399408534	2	0.038588524	-0.35015106	0.2957039	-0.19826508	0.29940414	-0.038589478	35_20534	Rep: Hypothetical protein - Setaria italica (Foxtail millet)	UniRef90_Q7XBG3	"CHR2V7|COORD:17590703..17591128| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G57930.2); similar to HMG-I and HMG-Y, DNA-binding [Medicago"	AT2G42190.1	CHR09V5|COORD:18945190..18943402|protein expressed protein	LOC_Os09g31446.1	" no descriptionvery weakly similar to (81.6)AT2G42190| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G57930.2); similar to HMG-I and HMG-Y, DNA-binding [Medicago truncatula] (GB:ABE85991.1); contains InterPro domain HMG-I and HMG-Y, DNA-binding; (InterPro:IPR000637) | chr2:17590703-17591128 FORWARD"	not assigned.unknown	35_2

CUST_128961_PI403524517	2	0.4633088	0.27148104	0.0698719	-0.07192278	-0.39178085	-0.069871426	35_36243	Rep: Hypothetical protein - Gibberella zeae (Fusarium graminearum)	UniRef90_Q4I4B1		0	0	0	no description	not assigned.unknown	35_2

CUST_131433_PI403524517	2	0.19875908	-0.3691759	-0.007874489	0.012481689	-0.04076767	0.0078754425	35_36913	"Cluster: Os01g0728200 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0728200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JJN6		0	0	0	no description	not assigned.unknown	35_2

CUST_169788_PI403524517	2	-0.26109695	-0.21101189	0.08001709	0.100839615	0.19155884	-0.08001804	35_47295	Rep: Hypothetical protein - Brachypodium sylvaticum (False brome)	UniRef90_Q2L3C0		0	0	0	no description	not assigned.unknown	35_2

CUST_177873_PI403524517	2	-0.10059881	-1.7651923	0.10059929	0.35463572	-0.6249609	0.75526476	35_49473	0	0	CHR1V7|COORD:16816094..16817173| DNA binding / ligand-dependent nuclear receptor	AT1G44191.1	CHR05V5|COORD:24620423..24619173|protein hypothetical protein	LOC_Os05g42240.1	no description	not assigned.unknown	35_2

CUST_72194_PI403524517	2	0.0010433197	0.6577883	-0.021579266	-0.0010433197	-0.26032448	0.01020813	35_20693	"Cluster: Ser/Thr protein phosphatase family protein, putative; n=2; Oryza sativa (japonica cultivar-group)|Rep: Ser/Thr protein phosphatase family protein, puta"	UniRef90_Q53Q74	0	0	CHR11V5|COORD:2422484..2419507|protein expressed protein	LOC_Os11g05400.1	no description	not assigned.unknown	35_2

CUST_452_PI404877155	2	-0.029011726	-0.6176052	0.029011726	0.17900372	0.111346245	-0.038742065	Contig10368_at	lipid transfer protein-like [Oryza sativa (japonica cultivar-group)]	BAC84186.1	lipid transfer protein-related	At2g44300.1	protein Ribosomal protein S28e, putative	Os03g07100	lipid transfer protein-like	lipid metabolism.lipid transfer proteins etc	11_6

CUST_36624_PI403524517	2	0.10461235	-0.39647293	-0.031892776	0.031892776	0.08953667	-0.09601021	35_10558	"Cluster: Os05g0305100 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0305100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DJB2	CHR3V7|COORD:3381853..3384232| zinc finger (C3HC4-type RING finger) family protein	AT3G10810.1	CHR05V5|COORD:13694175..13703849|protein RNA polymerase II transcription factor/ transcription factor/ zinc ion binding protein, putative, expressed	LOC_Os05g23940.1	no description	not assigned.unknown	35_2

CUST_133293_PI403524517	2	-0.008821487	-0.33897448	0.011772156	-0.037049294	0.19130135	0.008821487	35_37422	"Cluster: Eukaryotic porin family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Eukaryotic porin family protein, expressed - Oryza sativa"	UniRef90_Q10S27	CHR5V7|COORD:23301121..23302561| porin, putative	AT5G57490.1	CHR03V5|COORD:2048565..2052341|protein outer mitochondrial membrane protein porin, putative, expressed	LOC_Os03g04460.1	 no descriptionvery weakly similar to (55.5)AT5G57490| Symbols:  | porin, putative | chr5:23301121-23302561 REVERSE	transport.porins	34_20

CUST_114583_PI403524517	2	-0.054827213	0.37297535	0.20031357	-0.5719509	-0.61049557	0.054827213	35_32520	"Cluster: Expressed protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10CM8		0	CHR03V5|COORD:31133330..31130357|protein NLI interacting factor-like phosphatase family protein, expressed	LOC_Os03g54870.1	no description	not assigned.unknown	35_2

CUST_170357_PI403524517	2	-0.09863281	0.18168116	0.10537958	-0.013726711	-0.2431817	0.013726711	35_47451	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_160884_PI403524517	2	-0.06853771	-0.44678116	0.06853771	0.11622715	0.47353268	-1.3638163	35_44891	"Cluster: Os07g0118800 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os07g0118800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D8Z3		0	CHR07V5|COORD:1005085..1008438|protein F-box domain containing protein, expressed	LOC_Os07g02760.3	no description	not assigned.unknown	35_2

CUST_132686_PI403524517	2	-0.0012025833	-0.15283012	0.02112341	0.032866955	0.0012025833	-0.1414032	35_37261	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_90871_PI403524517	2	-0.058534145	0.09126568	0.028879642	0.08444166	-0.02888012	-0.25441265	35_25989	"Cluster: Os06g0730300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0730300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D9A4	"CHR3V7|COORD:6959650..6961373| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G18245.1); similar to Os06g0730300 [Oryza sativa (japonica"	AT3G19970.1	CHR06V5|COORD:31126417..31129684|protein expressed protein	LOC_Os06g51390.2	" no descriptionvery weakly similar to (74.3)AT3G19970| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G18245.1); similar to Os06g0730300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001058655.1); similar to integral membrane protein-like [Oryza sativa (japonica cultivar-group)] (GB:BAD62122.1); contains InterPro domain Protein of unknown function DUF829, eukaryotic; (InterPro:IPR008547) | chr3:6959650-6961373 FORWARDnot assigned DUF829 "	not assigned.unknown	35_2

CUST_51848_PI403524517	2	-0.9749508	1.5206485	0.6393833	-0.016030312	0.016030788	-1.3943753	35_14775	Rep: Catalase - Acacia ampliceps	UniRef90_Q7XIZ7	"CHR1|COORD:7143057..7146530| similar to catalase 1 [Arabidopsis thaliana] (TAIR:At1g20630.1); similar to catalase 2 [Arabidopsis thaliana] (TAIR:At4g35090.1);"	AT1G20620.3	CHR06V5|COORD:30943198..30947367|protein catalase isozyme B, putative, expressed	LOC_Os06g51150.1	"no descriptionmoderately similar to ( 282)AT1G20630| Symbols: CAT1 | CAT1 (CATALASE 1); catalase | chr1:7146802-7149599 FORWARDmoderately similar to ( 421)CATA2_HORVUCatalase isozyme 2 - Hordeum vulgare (Barley)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned catalase Catalase KatE katE Herpes_BLLF1 DUF566 PRK07003 Metaviral_G"	redox.dismutases and catalases	21_6

CUST_44565_PI403524517	2	0.023863792	0.020271301	0.05202675	-0.020271301	-0.22829247	-0.11481285	35_12784	Rep: ORF58 - Pinus koraiensis (Korean pine)	UniRef90_Q85WY7	CHRC|COORD:152806..154312| encodes a chloroplast ribosomal protein L2, a constituent of the large subunit of the ribosomal complex	ATCG01310.1	CHR08V5|COORD:19933265..19935668|protein hypothetical protein	LOC_Os08g32400.1	 no descriptionvery weakly similar to (58.2)ATCG01310| Symbols: RPL2.2 | encodes a chloroplast ribosomal protein L2, a constituent of the large subunit of the ribosomal complex | chrC:152806-154312 FORWARDvery weakly similar to (61.2)RK2_WHEATChloroplast 50S ribosomal protein L2 - Triticum aestivum (Wheat)rpl2 	protein.synthesis.mito/plastid ribosomal protein.plastid	29_2_1_1

CUST_10269_PI399408534	2	-0.44491386	0.23546505	0.061876297	-0.061876297	0.15453053	-0.21424294	35_37507	"Cluster: Zinc finger A20 and AN1 domain-containing stress-associated protein 11; n=1; Oryza sativa|Rep: Zinc finger A20 and AN1 domain-containing"	UniRef90_Q84PD8	CHR3V7|COORD:4012714..4013196| zinc finger (AN1-like) family protein	AT3G12630.1	CHR08V5|COORD:24821089..24822306|protein multiple stress-responsive zinc-finger protein ISAP1, putative, expressed	LOC_Os08g39450.1	no descriptionvery weakly similar to (50.4)AT3G12630| Symbols:  | zinc finger (AN1-like) family protein | chr3:4012714-4013196 FORWARDvery weakly similar to (84.7)ISAP1_ORYSA	RNA.regulation of transcription.unclassified	27_3_99

CUST_63395_PI403524517	2	0.050661087	-0.6843777	-0.9626732	0.5737057	0.192276	-0.050660133	35_18100	"Cluster: 3'-N-debenzoyltaxol N-benzoyltransferase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: 3'-N-debenzoyltaxol N-benzoyltransferase-like - Oryza"	UniRef90_Q9LGF6	CHR3V7|COORD:23025308..23026783| transferase family protein	AT3G62160.1	CHR01V5|COORD:4108928..4107182|protein 10-deacetylbaccatin III 10-O-acetyltransferase, putative, expressed	LOC_Os01g08380.1	no descriptionweakly similar to ( 184)AT3G62160| Symbols:  | transferase family protein | chr3:23025308-23026783 REVERSEvery weakly similar to (63.9)HCBT1_DIACAAnthranilate N-benzoyltransferase protein 1 - Dianthus caryophyllus (Carnation) (Clove pink)not assigned Transferase PRK07003	not assigned.no ontology	35_1

CUST_15648_PI404877155	2	0.48950958	-0.21669102	0.0045571327	0.27216387	-0.0045571327	-0.64792156	Contig9479_s_at	2Fe-2S iron-sulfur cluster protein-like [Oryza sativa (japonica cultivar-group)]	BAC80058.1	5507097|ferredoxin-related	At3g16250.1	protein 2Fe-2S iron-sulfur cluster binding domain, putative	Os07g30670	ferredoxin-related, contains Pfam profile: PF00111 2Fe-2S iron-sulfur cluster binding domains	PS.lightreaction.other electron carrier (ox/red).ferredoxin	1_01_05_02

CUST_117963_PI403524517	2	-0.88883877	0.20227957	0.6578779	-0.47827435	0.28440475	-0.20227909	35_33412	"Cluster: Putative pyruvate kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative pyruvate kinase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q84R73	CHR3V7|COORD:8139376..8141778| pyruvate kinase, putative	AT3G22960.1	CHR03V5|COORD:26479890..26475794|protein pyruvate kinase isozyme A, chloroplast precursor, putative, expressed	LOC_Os03g46910.1	 no descriptionvery weakly similar to (51.6)AT3G22960| Symbols:  | pyruvate kinase, putative | chr3:8139376-8141778 FORWARD	lipid metabolism.FA synthesis and FA elongation.pyruvate kinase	11_1_30

CUST_44598_PI403524517	2	0.12707901	-0.05842018	0.024119377	-0.21036911	0.0056152344	-0.005616188	35_12792	"Cluster: Putative cytochrome c oxidase subunit 15(COX15) homolog isoform 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative cytochrome c oxidase"	UniRef90_Q6Z5C5	CHR5V7|COORD:22731860..22733831| COX15 (CYTOCHROME C OXIDASE 15)	AT5G56090.1	CHR08V5|COORD:24349509..24353215|protein cytochrome c oxidase assembly protein COX15, putative, expressed	LOC_Os08g38720.1	no descriptionmoderately similar to ( 379)AT5G56090| Symbols: COX15 | COX15 (CYTOCHROME C OXIDASE 15) | chr5:22731860-22733831 FORWARDnot assigned CtaA COX15-CtaA	protein.aa activation	29_1

CUST_10158_PI404877155	2	0.8632498	-1.8088522	-1.7428589	0.8712015	0.113539696	-0.113539696	Contig3873_at	putative LHY protein [Oryza sativa (japonica cultivar-group)]	BAC99516.1	myb family transcription factor	At1g01060.1	protein expressed protein	Os08g06110	NONE	RNA.regulation of transcription.MYB-related transcription factor family	27_3_26

CUST_160194_PI403524517	2	0.05289173	0.049374104	-0.12872362	0.012682915	-0.3204007	-0.012682915	35_44702	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_60685_PI403524517	2	0.3060217	-0.9978485	-0.060175896	0.025790215	0.066020966	-0.025790215	35_17311	"Cluster: Putative cyclin; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative cyclin - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8LR90	"CHR5V7|COORD:1859543..1861571| CYC1BAT (CYCLIN B 1;2); cyclin-dependent protein kinase regulator"	AT5G06150.1	CHR01V5|COORD:34479259..34476283|protein cyclin IaZm, putative, expressed	LOC_Os01g59120.1	" no descriptionmoderately similar to ( 325)AT5G06150| Symbols: CYCB1;2, CYC1BAT | CYC1BAT (CYCLIN B 1;2); cyclin-dependent protein kinase regulator | chr5:1859543-1861571 REVERSEmoderately similar to ( 336)CCNB1_SOYBNG2/mitotic-specific cyclin S13-6 - Glycine max (Soybean)not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG5024 Cyclin_N Cyclin_C CYCLIN CYCLIN Tymo_45kd_70kd "	cell.cycle	31_3

CUST_35083_PI403524517	2	0.05129242	0.06167221	-0.0051317215	-0.15090942	0.005132675	-0.1408844	35_10115	"Cluster: P0044F08.15 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: P0044F08.15 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q9AWU7	CHR5V7|COORD:5757584..5758869| similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE78854.1)	AT5G17460.1	CHR01V5|COORD:1409895..1407789|protein expressed protein	LOC_Os01g03500.1	no descriptionmoderately similar to ( 288)AT5G17460| Symbols:  | similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE78854.1) | chr5:5757584-5758869 REVERSEnot assigned not assigned	not assigned.unknown	35_2

CUST_53237_PI403524517	2	-0.5977559	0.23841429	0.1900487	0.18214989	-0.37866068	-0.18215036	35_15152	Rep: CSLC7 - Oryza sativa (Rice)	UniRef90_Q8W1N7	"CHR4V7|COORD:4802625..4805111| ATCSLC12 (Cellulose synthase-like C12); transferase, transferring glycosyl groups"	AT4G07960.1	CHR05V5|COORD:25221462..25217543|protein CSLC7 - cellulose synthase-like family C, expressed	LOC_Os05g43530.1	" no descriptionvery weakly similar to (79.3)AT4G07960| Symbols: CSLC12, ATCSLC12 | ATCSLC12 (Cellulose synthase-like C12); transferase, transferring glycosyl groups | chr4:4802625-4805111 REVERSE"	cell wall.cellulose synthesis	10_2

CUST_26030_PI399408534	2	0.10873699	-0.0068035126	-0.025932312	0.15976524	-0.3865528	0.006802559	35_12512	"Cluster: CCAAT-box-binding transcription factor-like protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: CCAAT-box-binding transcription factor-like prote"	UniRef90_Q6YU01	"CHR1V7|COORD:5675918..5678679| SR45 (arginine/serine-rich 45); RNA binding"	AT1G16610.2	CHR09V5|COORD:1297966..1311561|protein CBF/Mak21 family protein, expressed	LOC_Os09g02810.1	no descriptionvery weakly similar to (62.4)AT1G72440| Symbols: EDA25 | EDA25 (embryo sac development arrest 25) | chr1:27271987-27277258 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Tymo_45kd_70kd Extensin_2 Atrophin-1 PRK12323 DUF1421	RNA.regulation of transcription.CCAAT box binding factor family, DR1	27_3_13

CUST_170000_PI403524517	2	0.037773132	0.116594315	0.018515587	-0.21558285	-0.01851654	-0.05915165	35_47351	"Cluster: Hypothetical protein OSJNBb0081F12.23; n=1; Oryza sativa|Rep: Hypothetical protein OSJNBb0081F12.23 - Oryza sativa (Rice)"	UniRef90_Q8S745	CHR5V7|COORD:25036794..25038198| nucleotide-sensitive chloride conductance regulator (ICln) family protein	AT5G62290.1	CHR10V5|COORD:4566503..4574436|protein methylosome subunit pICln, putative, expressed	LOC_Os10g08879.3	no descriptionvery weakly similar to (79.0)AT5G62290| Symbols:  | nucleotide-sensitive chloride conductance regulator (ICln) family protein | chr5:25036794-25038198 FORWARDnot assigned ICln_channel	transport.unspecified anions	34_18

CUST_31027_PI403524517	2	0.59907055	0.42376804	0.08782005	-0.13319635	-0.087819576	-0.10230875	35_8954	Rep: CAA303719.1 protein - Oryza sativa (Rice)	UniRef90_Q9ST78	"CHR1V7|COORD:28887635..28889271| AtTLP1 (TUBBY LIKE PROTEIN 1); phosphoric diester hydrolase/ transcription factor"	AT1G76900.2	CHR04V5|COORD:34957073..34960724|protein tubby-like protein, putative, expressed	LOC_Os04g59130.1	"no descriptionweakly similar to ( 140)AT1G76900| Symbols: AtTLP1 | AtTLP1 (TUBBY LIKE PROTEIN 1); phosphoric diester hydrolase/ transcription factor | chr1:28887635-28889271 FORWARDnot assigned"	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_107289_PI403524517	2	-0.45665312	1.5939436	0.45665264	1.0610266	-0.7474327	-0.80247116	35_30531	"Cluster: Carbonic anhydrase, chloroplast precursor; n=1; Hordeum vulgare|Rep: Carbonic anhydrase, chloroplast precursor - Hordeum vulgare (Barley)"	UniRef90_P40880	"CHR5V7|COORD:4758260..4762385| CA2 (BETA CARBONIC ANHYDRASE 2); carbonate dehydratase/ zinc ion binding"	AT5G14740.4	CHR01V5|COORD:26019565..26031938|protein carbonic anhydrase, chloroplast precursor, putative, expressed	LOC_Os01g45274.3	 no descriptionweakly similar to ( 157)AT5G14740| Symbols: CA18, BETA CA2, CA2 | CA2 (BETA CARBONIC ANHYDRASE 2) | chr5:4758260-4762318 FORWARDmoderately similar to ( 254)CAHC_HORVUCarbonic anhydrase, chloroplast precursor - Hordeum vulgare (Barley)not assigned beta_CA_cladeB Pro_CA beta_CA CynT beta_CA_cladeA PRK10437 beta_CA_cladeC beta_CA_cladeD 	TCA / org. transformation.carbonic anhydrases	8_3

CUST_143138_PI403524517	2	-0.020310402	0.48159695	0.036137104	0.020310879	-0.020310402	-0.39751816	35_40109	"Cluster: Digalactosyldiacylglycerol synthase 1, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Digalactosyldiacylglycerol synthase 1, put"	UniRef90_Q2RAB0	"CHR3V7|COORD:3681096..3684501| DGD1 (DIGALACTOSYL DIACYLGLYCEROL DEFICIENT 1); galactolipid galactosyltransferase/ transferase, transferring glycosyl"	AT3G11670.1	CHR11V5|COORD:2813505..2820113|protein digalactosyldiacylglycerol synthase 1, putative, expressed	LOC_Os11g05990.2	" no descriptionvery weakly similar to (65.5)AT3G11670| Symbols: DGD1 | DGD1 (DIGALACTOSYL DIACYLGLYCEROL DEFICIENT 1); galactolipid galactosyltransferase | chr3:3681685-3684501 REVERSEvery weakly similar to (92.8)DGDG1_LOTJADigalactosyldiacylglycerol synthase 1, chloroplast precursor - Lotus japonicus"	lipid metabolism.glycolipid synthesis.DGDG synthase	11_10_2

CUST_17950_PI404877155	2	0.013960838	-0.15940475	-0.0559721	0.013121605	-0.013121605	0.09508896	HVSMEa0012J22r2_x_at	protein T1N15.3 [imported] - Arabidopsis thaliana gb|AAF79717.1| T1N15.3 [Arabidopsis thaliana]	D96524	desulfhydrase family	At1g48420.1	protein pyridoxal phosphate-dependent enzymes, D-cysteine desulfhydrase family	Os02g53330	1-aminocyclopropane-1-carboxylate deaminases/3.1_Homeodomain   T01727 HOXB4	hormone metabolism.ethylene.synthesis-degradation	17_5_1

CUST_22483_PI399408534	2	0.0027256012	0.59965324	0.11406994	-0.23280764	-0.0027256012	-0.16967201	35_26827	"Cluster: AT-hook DNA-binding protein; n=3; Arabidopsis thaliana|Rep: AT-hook DNA-binding protein - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_O22812	CHR2|COORD:14241325..14244634| DNA-binding family protein / AT-hook protein 1 (AHP1), identical to AT-hook protein 1 (Arabidopsis thaliana) gi:2598227:emb:CAA10	AT2G33620.3	CHR10V5|COORD:22416170..22411945|protein AT-hook protein 1, putative, expressed	LOC_Os10g42230.2	no descriptionweakly similar to ( 116)AT4G25320| Symbols:  | DNA-binding protein-related | chr4:12954498-12956352 FORWARDDUF296	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_111666_PI403524517	2	0.123622894	0.08986473	-0.024831772	0.006986618	-0.030331612	-0.0069856644	35_31704	"Cluster: Os01g0274800 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0274800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JNP4	CHR5V7|COORD:23551169..23556691| actin binding	AT5G58160.1	CHR05V5|COORD:13109433..13110552|protein expressed protein	LOC_Os05g23130.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_97261_PI403524517	2	0.066137314	-0.08401108	-0.05538273	0.03585434	0.006463051	-0.0064640045	35_27778	"Cluster: Chloroplast protein-translocon-like protein; n=2; Oryza sativa|Rep: Chloroplast protein-translocon-like protein - Oryza sativa (Rice)"	UniRef90_Q94GR7	CHR3V7|COORD:6148036..6151800| chloroplast outer membrane translocon subunit, putative	AT3G17970.1	CHR03V5|COORD:28490414..28482271|protein toc64, putative, expressed	LOC_Os03g50010.2	 no descriptionweakly similar to ( 157)AT3G17970| Symbols:  | chloroplast outer membrane translocon subunit, putative | chr3:6148036-6151800 FORWARDnot assigned PRK08310 	protein.targeting.chloroplast	29_3_3

CUST_156877_PI403524517	2	-0.021536827	1.1365643	0.0018982887	0.059613705	-0.0018982887	-0.011754513	35_43813	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_32648_PI399408534	2	-0.12063694	0.25245094	0.22864723	-0.056054115	0.056054115	-0.4325676	35_571	"Cluster: 1-aminocyclopropane-1-carboxylate oxidase; n=2; Oryza sativa|Rep: 1-aminocyclopropane-1-carboxylate oxidase - Oryza sativa (Rice)"	UniRef90_O65031	CHR1V7|COORD:1431418..1432694| EFE (ethylene forming enzyme)	AT1G05010.1	CHR02V5|COORD:32552766..32556826|protein 1-aminocyclopropane-1-carboxylate oxidase 1, putative, expressed	LOC_Os02g53180.2	 no descriptionmoderately similar to ( 419)AT1G05010| Symbols: EAT1, EFE | EFE (ethylene forming enzyme) | chr1:1431418-1432694 REVERSEmoderately similar to ( 472)ACCO1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned PcbC 2OG-FeII_Oxy PRK07003 PRK12323 Herpes_BLLF1 DUF566 APC_basic PRK07764 	hormone metabolism.ethylene.synthesis-degradation	17_5_1

CUST_16979_PI404877155	2	-0.15080166	-0.61756134	0.12019634	0.13878727	0.13205814	-0.12019539	HS06E24u_at	Cytochrome c pir||CCWT cytochrome c [validated] - wheat	P00068	cytochrome c, putative	At1g22840.1	protein Cytochrome c	Os05g34770	Cytochrome c pir	mitochondrial electron transport / ATP synthesis	9

CUST_106705_PI403524517	2	0.105532646	0.30089855	0.004793167	-0.24073982	-0.17700386	-0.004794121	35_30367	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_30697_PI403524517	2	0.1273613	0.12003374	0.03823614	-0.1136446	-0.33867407	-0.038236618	35_8860	"Cluster: Putative oxidative-stress responsive; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative oxidative-stress responsive - Oryza sativa (japonica cu"	UniRef90_Q67WX3	CHR5V7|COORD:4748215..4752645| protein kinase family protein	AT5G14720.1	CHR06V5|COORD:16615254..16603799|protein ATP binding protein, putative, expressed	LOC_Os06g29120.2	no descriptionmoderately similar to ( 459)AT5G14720| Symbols:  | protein kinase family protein | chr5:4748215-4752645 REVERSEweakly similar to ( 119)CIPK1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase Pkinase_Tyr SPS1 PTKc TyrKc PTKc_Jak_rpt2 PTKc_Tec_like PTKc_Tyk2_rpt2 PTKc_Ack_like PTKc_Srm_Brk PTKc_Frk_like PTKc_Syk_like PTKc_Tec_Rlk PTKc_Csk_like PTKc_FGFR PTKc_Src_like PTKc_FAK PTKc_EGFR_like PTKc_EphR PTKc_Btk_Bmx PTKc_Trk PTKc_Met_Ron PTKc_Zap-70 PTKc_Jak1_rpt2 KIND PTKc_RET PTKc_TrkC PTKc_Abl PTKc_InsR_like PTKc_TrkA PTKc_Itk PTKc_Src PTKc_c-ros PTKc_EphR_B PTKc_DDR PTKc_Chk PTKc_Fyn_Yrk PTKc_Lck_Blk PTKc_Lyn PTKc_Fes_like PTKc_FGFR2 PTKc_Axl_like PTKc_Axl PTKc_FGFR3 PTKc_FGFR4 PTKc_Yes PTKc_FGFR1 PTKc_TrkB PTKc_Ror PTKc_Syk PTKc_Jak2_Jak3_rpt2 PTKc_EGFR PTKc_PDGFR PTKc_ALK_LTK PTK_HER3 PTKc_EphR_A PTKc_Hck PTKc_Aatyk PTKc_DDR_like PTKc_Musk PTKc_HER4 PTKc_Fes PTKc_Aatyk1_Aatyk3 PTKc_Csk PTKc_EphR_A2 PTKc_Tyro3 PTKc_Tie PTKc_Tie1 PTK_Ryk PTK_CCK4 PTKc_Ror1 PTKc_HER2 PTK_Jak_rpt1 PTKc_PDGFR_alpha PTKc_IGF-1R PTKc_InsR PTKc_DDR2 PTKc_EphR_A10 PTKc_DDR1 PTKc_Fer PTKc_VEGFR2 PTK_Tyk2_rpt1 PTKc_Kit PTKc_VEGFR PTKc_VEGFR3 PTKc_PDGFR_beta PTKc_CSF-1R PTKc_Tie2 PTKc_Ror2 PTK_Jak2_Jak3_rpt1	protein.postranslational modification	29_4

CUST_122113_PI403524517	2	0.15639257	-0.1549263	0.1549263	0.5013151	-0.32782316	-0.21967745	35_34470	"Cluster: Os09g0501700 protein; n=4; Oryza sativa|Rep: Os09g0501700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J0R0	CHR4V7|COORD:10035727..10036487| 60S ribosomal protein L32 (RPL32A)	AT4G18100.1	CHR09V5|COORD:19420668..19418500|protein 60S ribosomal protein L32, putative, expressed	LOC_Os09g32532.2	no descriptionvery weakly similar to (90.9)AT4G18100| Symbols:  | 60S ribosomal protein L32 (RPL32A) | chr4:10035727-10036487 REVERSEvery weakly similar to (70.9)RL32_MAIZE60S ribosomal protein L32 - Zea mays (Maize)not assigned Ribosomal_L32e	protein.synthesis.misc ribososomal protein	29_2_2

CUST_102797_PI403524517	2	0.05336094	-0.4825983	-0.1597538	0.37732267	0.14242506	-0.053361416	35_29317	Rep: H0307D04.6 protein - Oryza sativa (Rice)	UniRef90_Q01K60	CHR5V7|COORD:19134070..19134866| senescence-associated protein-related	AT5G47060.1	CHR04V5|COORD:29388086..29386584|protein expressed protein	LOC_Os04g49650.2	no descriptionvery weakly similar to (62.8)AT5G47060| Symbols:  | senescence-associated protein-related | chr5:19134070-19134866 FORWARDnot assigned DUF581	development.unspecified	33_99

CUST_170334_PI403524517	2	-0.16029549	-0.12998486	-0.05975628	0.17482471	0.059757233	0.077628136	35_47444	"Cluster: Hypothetical protein OJ1003_A09.13; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1003_A09.13 - Oryza sativa (japonica cultiv"	UniRef90_Q6YZW1	CHR5V7|COORD:1325613..1326917| spermidine synthase-related / putrescine aminopropyltransferase-related	AT5G04610.1	CHR08V5|COORD:25737434..25734242|protein expressed protein	LOC_Os08g40890.1	no descriptionnot assigned not assigned PRK12678 Atrophin-1	not assigned.unknown	35_2

CUST_71292_PI403524517	2	-0.77109575	2.1926851	-0.161479	0.7888403	-0.16343498	0.161479	35_20422	0	0	0	0	CHR10V5|COORD:11059272..11059939|protein expressed protein	LOC_Os10g22050.1	no description	not assigned.unknown	35_2

CUST_158742_PI403524517	2	-0.009503365	-0.10323715	-0.12480354	0.11547375	0.009503365	0.052843094	35_44311	Rep: Pyruvate decarboxylase isozyme 2 - Oryza sativa (Rice)	UniRef90_P51848	"CHR5V7|COORD:22328084..22329907| PDC2 (PYRUVATE DECARBOXYLASE-2); pyruvate decarboxylase"	AT5G54960.1	CHR01V5|COORD:3137019..3132906|protein pyruvate decarboxylase isozyme 1, putative, expressed	LOC_Os01g06660.1	"no descriptionvery weakly similar to (63.9)AT5G54960| Symbols: PDC2 | PDC2 (PYRUVATE DECARBOXYLASE-2); pyruvate decarboxylase | chr5:22328084-22329907 REVERSEvery weakly similar to (68.9)PDC2_ORYSAnot assigned COG3961 TPP_enzyme_N IlvB"	fermentation.PDC	5_2

CUST_16726_PI404877155	2	5.82695E-4	0.82254696	-5.82695E-4	-0.13249874	-0.121842384	0.009529114	HF11M18r_at	F18O14.6 [Arabidopsis thaliana]	AAF79421.1	methyltransferase MT-A70 family protein	At1g19340.1	"protein DNA-3-methyladenine glycosylase I; 14940-15720, putative"	Os03g10220	gi|18394726|ref|NP_564080.1| expressed protein	RNA.regulation of transcription.putative DNA-binding protein	27_3_67

CUST_130722_PI403524517	2	0.36530352	-0.25564146	0.050602913	-0.050602913	0.15537786	-0.10819101	35_36709	"Cluster: Plastidic 2-oxoglutarate/malate transporter; n=1; Zea mays|Rep: Plastidic 2-oxoglutarate/malate transporter - Zea mays (Maize)"	UniRef90_Q768R5	"CHR5V7|COORD:4059930..4061922| DIT1 (DICARBOXYLATE TRANSPORTER 1); oxoglutarate:malate antiporter"	AT5G12860.1	CHR12V5|COORD:19976814..19980331|protein 2-oxoglutarate/malate translocator, chloroplast precursor, putative, expressed	LOC_Os12g33080.1	no description	not assigned.unknown	35_2

CUST_134087_PI403524517	2	-0.14307213	0.5502262	0.050310135	0.32896996	-0.05031061	-0.48377228	35_37631	"Cluster: Os01g0207600 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0207600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JPR3	"CHR3V7|COORD:5018282..5020111| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G05480.1); similar to Peptide-N4-(N-acetyl-beta-glucosaminyl)aspara"	AT3G14920.1	CHR01V5|COORD:5840376..5838538|protein peptide-N4-asparagine amidase A, putative	LOC_Os01g10960.1	no descriptionnot assigned not assigned not assigned	not assigned.unknown	35_2

CUST_66747_PI403524517	2	0.0740633	-0.07111263	-0.13168049	-0.008598328	0.023403168	0.008598328	35_19059	Rep: H0525E10.11 protein - Oryza sativa (Rice)	UniRef90_Q01JZ7	CHR1V7|COORD:28852907..28859176| SEC5A (EXOCYST COMPLEX COMPONENT SEC5)	AT1G76850.1	CHR04V5|COORD:20675085..20685081|protein expressed protein	LOC_Os04g34450.1	no descriptionmoderately similar to ( 352)AT1G76850| Symbols: SEC5A | SEC5A (EXOCYST COMPLEX COMPONENT SEC5) | chr1:28852907-28859176 FORWARDnot assigned	not assigned.unknown	35_2

CUST_42848_PI403524517	2	0.3466673	-0.27345085	-0.024262428	-0.087058544	0.53624916	0.024262905	35_12305	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_14118_PI399408534	2	0.112418175	0.3250513	-0.21189594	-0.5242686	0.10206318	-0.10206318	35_6502	Rep: TMK protein precursor - Oryza sativa (Rice)	UniRef90_P93425	CHR2V7|COORD:357663..360680| leucine-rich repeat protein kinase, putative	AT2G01820.1	CHR03V5|COORD:28969251..28965150|protein receptor protein kinase TMK1 precursor, putative, expressed	LOC_Os03g50810.1	 no descriptionvery weakly similar to (86.7)AT2G01820| Symbols:  | leucine-rich repeat protein kinase, putative | chr2:357663-360680 REVERSEnot assigned not assigned not assigned PRK12323 PRK07764 Tymo_45kd_70kd PRK12678 	signalling.receptor kinases.leucine rich repeat IX	30_2_9

CUST_9802_PI399408534	2	-0.238657	0.34846973	0.3201952	0.13065815	-0.2267394	-0.13065815	35_45151	"Cluster: Anther ethylene-upregulated protein ER1, putative, expressed; n=3; Oryza sativa|Rep: Anther ethylene-upregulated protein ER1, putative, expressed -"	UniRef90_Q339A6	CHR2V7|COORD:9478679..9483552| ethylene-responsive calmodulin-binding protein, putative (SR1)	AT2G22300.1	CHR10V5|COORD:11604242..11611524|protein calmodulin-binding transcription activator 2, putative, expressed	LOC_Os10g22950.1	 no descriptionvery weakly similar to (69.3)AT2G22300| Symbols:  | ethylene-responsive calmodulin-binding protein, putative (SR1) | chr2:9478679-9483552 FORWARDnot assigned 	RNA.regulation of transcription.AtSR Transcription Factor family	27_3_39

CUST_143535_PI403524517	2	-0.09876013	-0.082583904	0.04641056	0.37017965	-0.04641056	0.054233074	35_40215	"Cluster: S-ribonuclease binding protein SBP1-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: S-ribonuclease binding protein SBP1-like - Oryza sativa (jap"	UniRef90_Q6ZHB2	CHR1V7|COORD:11844863..11846062| protein binding / zinc ion binding	AT1G32740.1	CHR02V5|COORD:28156194..28154381|protein S-ribonuclease binding protein SBP1, putative, expressed	LOC_Os02g46220.1	no descriptionvery weakly similar to (65.1)AT1G32740| Symbols:  | protein binding / zinc ion binding | chr1:11844863-11846062 FORWARDnot assigned	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_105320_PI403524517	2	0.046902657	-0.0011005402	0.017368317	0.0010995865	-0.33475304	-0.09475136	35_29998	"Cluster: Hypothetical protein P0523F01.19; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0523F01.19 - Oryza sativa (japonica cultivar-g"	UniRef90_Q67WE9	"CHR2V7|COORD:6649594..6651093| ATTIC21/CIA5/TIC21 (CHLOROPLAST IMPORT APPARATUS 5); protein homodimerization"	AT2G15290.1	CHR06V5|COORD:25929630..25927017|protein ABC-type sugar transport system, permease component, putative, expressed	LOC_Os06g43130.1	" no descriptionweakly similar to ( 144)AT2G15290| Symbols: ATTIC21, TIC21, CIA5, PIC1 | ATTIC21/CIA5/TIC21 (CHLOROPLAST IMPORT APPARATUS 5); protein homodimerization | chr2:6649594-6651093 REVERSE"	not assigned.unknown	35_2

CUST_172905_PI403524517	2	-0.20979595	-0.3659544	0.08145237	0.29859447	-0.060908318	0.060908318	35_48154	Rep: Protein At3g20362 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q3EB34	CHR3V7|COORD:7103823..7104256| unknown protein	AT3G20362.1	0	0	no descriptionvery weakly similar to (53.1)AT3G20362| Symbols:  | unknown protein | chr3:7103823-7104256 FORWARD	not assigned.unknown	35_2

CUST_96274_PI403524517	2	0.012429237	-0.16156006	0.2959671	0.23055077	-0.31928396	-0.012429237	35_27502	"Cluster: Os05g0525600 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0525600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DGL3	0	0	CHR05V5|COORD:26070126..26074441|protein light repressible receptor protein kinase, putative, expressed	LOC_Os05g44990.1	no description	not assigned.unknown	35_2

CUST_15480_PI404877155	2	-0.15141582	0.007352829	-0.0073518753	0.14653778	-0.15065384	0.12627411	Contig9341_at	putative Na+/K+/Cl-cotransport protein [Oryza sativa (japonica cultivar-group)]	BAD03666.1	cation-chloride cotransporter, putative	At1g30450.1	protein K-Cl cotransporter	Os08g23440	"ATCCC1;cation-chloride cotransporter, putative, similar to cation-chloride co-transporter GB:AAC49874 GI:2582381 from (Nicotiana tabacum), Cation-Chloride Cotransporter (CCC) Family Member, PMID:11500563 or  cation-chloride cotransporter, putative, simila"	transport.unspecified cations	34_14

CUST_73698_PI403524517	2	-0.29832458	0.90662575	-0.06396103	0.057650566	-0.057649612	0.20005035	35_21135	"Cluster: Hypothetical protein P0042A10.38-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0042A10.38-1 - Oryza sativa (japonica cultiv"	UniRef90_Q5JM47	"CHR4V7|COORD:2332161..2332667| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G21970.1); similar to Protein of unknown function, DUF584 [Medicago"	AT4G04630.1	CHR01V5|COORD:30651933..30649597|protein expressed protein	LOC_Os01g52730.1	" no descriptionvery weakly similar to (58.5)AT4G04630| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G21970.1); similar to Protein of unknown function, DUF584 [Medicago truncatula] (GB:ABE91657.1); contains InterPro domain Protein of unknown function DUF584; (InterPro:IPR007608) | chr4:2332161-2332667 REVERSEnot assigned DUF584 PRK12323 PRK07764 "	not assigned.unknown	35_2

CUST_83139_PI403524517	2	0.09460211	0.17534399	0.058167934	-0.18512869	-0.058167934	-0.15710497	35_23837	"Cluster: Os05g0129900 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0129900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DL11	CHR1V7|COORD:21142430..21145147| serine/threonine protein phosphatase-related	AT1G56440.1	CHR05V5|COORD:1726877..1722603|protein TPR Domain containing protein, expressed	LOC_Os05g03910.1	no descriptionweakly similar to ( 115)AT1G56440| Symbols:  | serine/threonine protein phosphatase-related | chr1:21142430-21145147 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TPR	protein.targeting.chloroplast	29_3_3

CUST_27298_PI403524517	2	0.12679672	-0.034010887	0.113298416	-0.18459892	-0.027695656	0.02769661	35_7904	"Cluster: Os02g0167000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os02g0167000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E3M1	CHR2|COORD:10959639..10962455| holocarboxylase synthetase 1 (HCS1), identical to holocarboxylase synthetase 1 (hcs1) (Arabidopsis thaliana) GI:19698365	AT2G25710.2	CHR02V5|COORD:3607086..3610231|protein biotin--protein ligase, putative, expressed	LOC_Os02g07040.2	"no descriptionmoderately similar to ( 254)AT2G25710| Symbols: HCS1 | HCS1 (HOLOCARBOXYLASE SYNTHASE); catalytic | chr2:10959797-10962139 FORWARDnot assigned BirA PRK11886"	Co-factor and vitamine metabolism	18

CUST_34112_PI403524517	2	-0.012759209	0.0127596855	-0.85530376	0.8640971	-1.0589175	0.35918856	35_9832	Rep: H0718E12.3 protein - Oryza sativa (Rice)	UniRef90_Q01LB2	CHR5|COORD:16459036..16461213| glycerophosphoryl diester phosphodiesterase family protein, weak similarity to SP:P37965 Glycerophosphoryl diester	AT5G41080.2	CHR04V5|COORD:19186295..19189534|protein glycerophosphodiester phosphodiesterase, putative, expressed	LOC_Os04g32320.1	no descriptionweakly similar to ( 163)AT5G41080| Symbols:  | glycerophosphoryl diester phosphodiesterase family protein | chr5:16459217-16461063 FORWARDnot assigned not assigned not assigned GDPD UgpQ	lipid metabolism.lipid degradation.lysophospholipases.glycerophosphodiester phosphodiesterase	11_9_3_3

CUST_119078_PI403524517	2	-0.066734314	-0.20330906	0.041127205	0.079992294	0.07164097	-0.04112816	35_33699	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_51465_PI403524517	2	-0.6351433	0.08771324	0.08104515	0.1113472	-0.0810442	-0.25549412	35_14669	Rep: H0818E04.16 protein - Oryza sativa (Rice)	UniRef90_Q01JG7	CHR4V7|COORD:12612564..12613596| hydrolase, acting on ester bonds	AT4G24380.1	CHR04V5|COORD:22209757..22212506|protein expressed protein	LOC_Os04g37710.1	"no descriptionvery weakly similar to (59.3)AT4G24380| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G65400.1); similar to H0818E04.16 [Oryza sativa (indica cultivar-group)] (GB:CAH67099.1); contains InterPro domain Protein of unknown function DUF341; (InterPro:IPR005645) | chr4:12612564-12613320 FORWARD"	not assigned.unknown	35_2

CUST_4591_PI404877155	2	-0.17002201	-0.071671486	0.05860901	0.01991558	0.013216972	-0.013216972	Contig15666_at	DnaJ protein family-like [Oryza sativa (japonica cultivar-group)] dbj|BAD08872.1| DnaJ protein family-like [Oryza sativa (japonica cultivar-	XP_483390.1	DNAJ heat shock N-terminal domain-containing protein	At1g21080.1	protein DnaJ domain, putative	Os08g41110	gi|27817868|dbj|BAC55636.1| OJ1081_B12.17	stress.abiotic.heat	20_2_1

CUST_21424_PI403524517	2	-0.5523405	0.15090084	-0.11279106	0.11279106	-0.39170074	0.14415836	35_6216	Rep: OSIGBa0125M19.7 protein - Oryza sativa (Rice)	UniRef90_Q00RH9	CHR3V7|COORD:19944131..19946164| lectin protein kinase, putative	AT3G53810.1	CHR04V5|COORD:26357009..26359683|protein protein kinase, putative, expressed	LOC_Os04g44910.1	 no descriptionmoderately similar to ( 451)AT3G53810| Symbols:  | lectin protein kinase, putative | chr3:19944131-19946164 REVERSEmoderately similar to ( 206)PSKR_DAUCAPhytosulfokine receptor precursor - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TyrKc Pkinase S_TKc Pkinase_Tyr PTKc S_TKc PTKc_Csk_like PTKc_EGFR_like PTKc_Srm_Brk PTKc_EphR SPS1 PTKc_EphR_A2 PTKc_Jak_rpt2 PTKc_Abl PTKc_Frk_like PTKc_Tec_like PTKc_Ack_like PTKc_Src_like PTKc_Fes_like PTKc_EphR_B PTKc_Syk_like PTKc_EphR_A PTKc_Trk PTKc_Chk PTKc_InsR_like PTKc_Btk_Bmx PTKc_Fer PTKc_Csk PTKc_Itk PTKc_c-ros PTKc_EphR_A10 PTKc_Ror PTKc_TrkC PTKc_Tyk2_rpt2 PTKc_FGFR PTKc_Jak2_Jak3_rpt2 PTKc_Lck_Blk PTKc_FAK PTKc_TrkB PTKc_HER4 PTKc_ALK_LTK PTKc_Musk PTKc_Tec_Rlk PTKc_DDR PTKc_Aatyk PTKc_Tie2 PTKc_Fes PTKc_Fyn_Yrk PTKc_TrkA PTKc_EGFR PTKc_Axl_like PTKc_Lyn PTKc_PDGFR PTKc_HER2 PTKc_Src PTKc_Met_Ron PTKc_FGFR4 PTK_HER3 PTKc_InsR PTKc_DDR_like PTKc_Tie PTKc_Tie1 PTKc_DDR1 PTKc_FGFR1 PTKc_Zap-70 PTK_Ryk PRK12678 PTKc_Syk PTKc_FGFR3 PTKc_FGFR2 PTK_CCK4 PRK07764 PTKc_Axl PTKc_IGF-1R PTKc_Yes PTKc_Hck PTKc_Aatyk1_Aatyk3 PTKc_DDR2 PTKc_Ror1 PTK_Jak2_Jak3_rpt1 PTKc_Ror2 PRK07003 PTKc_Tyro3 PTKc_Jak1_rpt2 PTK_Jak_rpt1 PRK12323 PTKc_RET PTK_Jak1_rpt1 PTKc_Aatyk2 PRK12372 APC_basic SerH Herpes_BLLF1 DUF390 PTK_Tyk2_rpt1 	misc.myrosinases-lectin-jacalin	26_16

CUST_90090_PI403524517	2	0.11698246	0.5768671	-0.113208294	-0.4960537	-0.9433718	0.11320782	35_25772	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_96033_PI403524517	2	0.03345442	0.52958536	-0.16221333	0.13540554	-0.033454895	-0.07507658	35_27436	"Cluster: Leucine Rich Repeat family protein, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Leucine Rich Repeat family protein, expressed - Oryza s"	UniRef90_Q10PT8	0	0	CHR03V5|COORD:6367776..6359396|protein protein binding protein, putative, expressed	LOC_Os03g12160.1	no description	not assigned.unknown	35_2

CUST_25495_PI399408534	2	-0.6998067	0.6954689	-0.4669695	0.9368162	0.18729496	-0.18729544	35_14747	"Cluster: 12-oxo-phytodienoic acid reductase; n=1; Zea mays|Rep: 12-oxo-phytodienoic acid reductase - Zea mays (Maize)"	UniRef90_Q49HE1	"CHR1V7|COORD:28781876..28783165| OPR1 (12-oxophytodienoate reductase 1); 12-oxophytodienoate reductase"	AT1G76680.1	CHR06V5|COORD:5885142..5883475|protein 12-oxophytodienoate reductase 2, putative, expressed	LOC_Os06g11210.1	"no descriptionhighly similar to ( 504)AT1G76680| Symbols: OPR1 | OPR1 (12-oxophytodienoate reductase 1); 12-oxophytodienoate reductase | chr1:28781876-28783165 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned OYE_like_FMN PRK10605 NemA Oxidored_FMN OYE_like_FMN_family OYE_YqiM_FMN OYE_like_5_FMN OYE_like_4_FMN OYE_like_3_FMN DCR_FMN PRK08255 OYE_like_2_FMN TMADH_HD_FMN ER_like_FMN PRK07003 PRK12678 TT_ORF1"	hormone metabolism.jasmonate.synthesis-degradation.12-Oxo-PDA-reductase	17_7_1_5

CUST_33290_PI399408534	2	-0.14310646	0.4744196	0.07131195	-0.06706524	-0.07986164	0.067064285	35_2706	"Cluster: Hypothetical protein; n=2; Brachypodium sylvaticum|Rep: Hypothetical protein - Brachypodium sylvaticum (False brome)"	UniRef90_A1YKF9	"CHR5V7|COORD:14830075..14833218| ATSRL1; binding"	AT5G37370.1	CHR05V5|COORD:4682662..4686676|protein PRP38 pre-mRNA processing factor 38 domain containing B, putative, expressed	LOC_Os05g08600.2	"no descriptionmoderately similar to ( 234)AT5G37370| Symbols: ATSRL1 | ATSRL1; binding | chr5:14830075-14833218 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF1777 PRP38 PRK12678"	RNA.processing.splicing	27_1_1

CUST_356_PI404877155	2	-0.09836578	0.4816656	-0.030290604	0.21538639	0.030291557	-0.2531948	Contig10258_at	0	BAD09888.1	lipocalin, putative	At5g58070.1	protein hypothetical protein	Os08g34150	outer membrane lipoprotein	transport.misc	34_99

CUST_109627_PI403524517	2	-0.48366117	0.8999729	0.5010462	0.09993982	-0.09993982	-0.25951195	35_31156	"Cluster: Putative dem protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative dem protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K4M9	CHR4V7|COORD:16078192..16080413| dem protein-related / defective embryo and meristems protein-related	AT4G33400.1	CHR02V5|COORD:33541425..33544576|protein protein CYPRO4, putative, expressed	LOC_Os02g54780.1	" no descriptionvery weakly similar to (79.7)AT3G19240| Symbols:  | similar to dem protein-related / defective embryo and meristems protein-related [Arabidopsis thaliana] (TAIR:AT4G33400.1); similar to DEM2 [Lycopersicon esculentum] (GB:AAQ90244.1); similar to Quinoprotein amine dehydrogenase, beta chain-like [Medicago truncatula] (GB:ABE80529.1); similar to DEM2 [Lycopersicon esculentum] (GB:AAQ90245.1); contains InterPro domain Quinonprotein alcohol dehydrogenase-like; (InterPro:IPR011047) | chr3:6664389-6666429 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TT_ORF1 PRK09169 PRK12678 "	development.unspecified	33_99

CUST_58255_PI403524517	2	0.011372566	-0.20379066	-0.08224869	0.059030533	0.074697495	-0.011371613	35_16609	"Cluster: Os07g0585100 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os07g0585100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D536	CHR5V7|COORD:19300492..19302554| Mo25 family protein	AT5G47540.1	CHR07V5|COORD:23751413..23758998|protein calcium-binding protein 39, putative, expressed	LOC_Os07g39630.1	no descriptionhighly similar to ( 515)AT5G47540| Symbols:  | Mo25 family protein | chr5:19300492-19302554 REVERSEnot assigned not assigned not assigned not assigned Mo25	not assigned.no ontology	35_1

CUST_32910_PI403524517	2	0.07435036	-0.21169758	0.04556656	-0.11995888	0.011199951	-0.0111989975	35_9484	"Cluster: Os04g0692200 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os04g0692200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J8Q7	"CHR4V7|COORD:16105807..16108500| similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE79278.1); similar to OSJNBb0020J19.12 [Oryza"	AT4G33480.1	CHR04V5|COORD:35207887..35210577|protein expressed protein	LOC_Os04g59570.2	"no descriptionmoderately similar to ( 231)AT4G33480| Symbols:  | similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE79278.1); similar to OSJNBb0020J19.12 [Oryza sativa (japonica cultivar-group)] (GB:CAE05783.2); similar to Os04g0692200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001054366.1) | chr4:16105807-16108500 REVERSE"	not assigned.unknown	35_2

CUST_58795_PI403524517	2	0.039437294	-0.30403328	-0.030435562	0.040182114	0.030436516	-0.05028248	35_16777	Rep: Light induced protein like protein - Oryza sativa (japonica cultivar-group)	UniRef90_Q7XIT4	"CHR4V7|COORD:11791455..11792650| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G14695.1); similar to Os08g0344300 [Oryza sativa (japonica"	AT4G22310.1	CHR07V5|COORD:15423519..15419990|protein brain protein 44, putative, expressed	LOC_Os07g26700.1	"no descriptionweakly similar to ( 166)AT4G22310| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G14695.1); similar to Os08g0344300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001061597.1); similar to Os07g0449100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001059546.1); similar to Protein of unknown function UPF0041 [Medicago truncatula] (GB:ABD28486.1); contains InterPro domain Protein of unknown function UPF0041; (InterPro:IPR005336) | chr4:11791455-11792650 FORWARDnot assigned not assigned UPF0041"	not assigned.unknown	35_2

CUST_25839_PI403524517	2	-0.13519192	0.6396532	0.27281857	-0.15978718	-0.16642284	0.13519096	35_7490	"Cluster: Os01g0590200 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0590200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JLL6	0	0	CHR01V5|COORD:23352964..23349890|protein expressed protein	LOC_Os01g40750.1	no description	not assigned.unknown	35_2

CUST_108025_PI403524517	2	0.0017242432	-0.18229437	-0.0017242432	0.13594294	-0.06920767	0.10680294	35_30734	"Cluster: 'unknow protein, contains tetratricopeptide (TPR) domain'; n=1; Oryza sativa (japonica cultivar-group)|Rep: 'unknow protein, contains tetratricopeptide"	UniRef90_Q6L5C2	CHR2V7|COORD:10661187..10666462| formin homology 2 domain-containing protein / FH2 domain-containing protein	AT2G25050.1	CHR05V5|COORD:29178932..29174536|protein protein binding protein, putative, expressed	LOC_Os05g50990.1	no description	not assigned.unknown	35_2

CUST_16681_PI399408534	2	-0.053977013	-0.0179348	0.017935753	0.14653015	-0.047457695	0.225317	35_4249	"Cluster: Hypothetical protein OSJNBa0013M12.28; n=2; Oryza sativa|Rep: Hypothetical protein OSJNBa0013M12.28 - Oryza sativa (Rice)"	UniRef90_Q9FRC8	CHR5V7|COORD:10037658..10038941| transcription regulator	AT5G28040.1	CHR03V5|COORD:14518412..14516938|protein expressed protein	LOC_Os03g25430.1	no descriptionvery weakly similar to (58.9)AT5G28040| Symbols:  | transcription regulator | chr5:10037658-10038941 REVERSE	RNA.regulation of transcription.GeBP like	27_3_49

CUST_49064_PI403524517	2	-0.011758804	-0.9494095	-0.19549179	0.07685661	0.011758804	0.013988495	35_14005	Rep: Histone H2B.2 - Triticum aestivum (Wheat)	UniRef90_P05621	CHR3V7|COORD:16924599..16925036| histone H2B, putative	AT3G46030.1	CHR01V5|COORD:2845932..2841231|protein core histone H2A/H2B/H3/H4 family protein, expressed	LOC_Os01g05970.1	no descriptionweakly similar to ( 170)AT3G45980| Symbols:  | histone H2B | chr3:16908477-16908929 REVERSEweakly similar to ( 175)H2B3_MAIZEHistone H2B.3 - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned H2B Histone TT_ORF1 PRK12323 DM6 Tymo_45kd_70kd Atrophin-1 PRK09169 Protamine_P1 DUF1777 FAP PRK07003 PRK07764 DUF566	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_75519_PI403524517	2	0.006913185	0.22433758	-0.029378891	-0.006913185	-0.064097404	0.008120537	35_21647	"Cluster: Hypothetical protein P0680F05.34; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0680F05.34 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6YYC8	0	0	CHR08V5|COORD:1981960..1984485|protein expressed protein	LOC_Os08g04090.2	no description	not assigned.unknown	35_2

CUST_18447_PI404877155	2	-0.007820606	-0.83147955	0.007820606	0.035683155	0.11802244	-0.16207361	HVSMEi0003H24r2_s_at	dessication-related protein, putative [Arabidopsis thaliana]	AAM65140.1	expressed protein	At3g62730.1	protein hypothetical protein	Os03g22470	dessication-related protein -related	stress.abiotic.unspecified	20_2_99

CUST_94140_PI403524517	2	-0.1542387	0.5912266	0.025336266	-0.025336266	0.15728855	-0.13127136	35_26914	"Cluster: Putative PRLI-interacting factor K; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative PRLI-interacting factor K - Oryza sativa (japonica cultiv"	UniRef90_Q5JLH9	CHR4V7|COORD:8823822..8825949| PRLI-interacting factor K	AT4G15420.1	CHR01V5|COORD:19716678..19719705|protein PRLI-interacting factor K, putative, expressed	LOC_Os01g35040.1	no descriptionmoderately similar to ( 289)AT4G15420| Symbols:  | PRLI-interacting factor K | chr4:8823822-8825949 FORWARDnot assigned UFD1 UFD1	protein.degradation.ubiquitin	29_5_11

CUST_155390_PI403524517	2	0.014142036	-0.16743565	7.171631E-4	-7.171631E-4	0.10476017	-0.1593275	35_43405	"Cluster: Ribosomal protein L7; n=1; Triticum aestivum|Rep: Ribosomal protein L7 - Triticum aestivum (Wheat)"	UniRef90_Q5I7K6	CHR2V7|COORD:132942..134263| 60S ribosomal protein L7 (RPL7B)	AT2G01250.1	CHR04V5|COORD:30380850..30383841|protein 60S ribosomal protein L7-2, putative, expressed	LOC_Os04g51630.2	no descriptionweakly similar to ( 123)AT2G01250| Symbols:  | 60S ribosomal protein L7 (RPL7B) | chr2:133037-134263 REVERSEnot assigned not assigned Ribosomal_L30_N TT_ORF1	protein.synthesis.misc ribososomal protein	29_2_2

CUST_94545_PI403524517	2	-0.26329374	-0.022015572	0.030344963	0.18536949	-0.060735226	0.022015572	35_27028	"Cluster: Nudix hydrolase 23, chloroplast precursor; n=2; Arabidopsis thaliana|Rep: Nudix hydrolase 23, chloroplast precursor - Arabidopsis thaliana (Mouse-ear"	UniRef90_P93740	"CHR2V7|COORD:17556747..17558144| ATNUDT23 (Arabidopsis thaliana Nudix hydrolase homolog 23); hydrolase"	AT2G42070.1	CHR09V5|COORD:21925576..21922408|protein nudix hydrolase 23, chloroplast precursor, putative, expressed	LOC_Os09g38040.1	"no descriptionvery weakly similar to (91.3)AT2G42070| Symbols: ATNUDT23 | ATNUDT23 (Arabidopsis thaliana Nudix hydrolase homolog 23); hydrolase | chr2:17556747-17558144 REVERSENudix_Hydrolase_4"	not assigned.no ontology	35_1

CUST_177661_PI403524517	2	0.059544563	-0.40959072	-0.07882309	0.004173279	-0.004173279	0.116848946	35_49417	"Cluster: Os04g0433800 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os04g0433800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JD35		0	CHR04V5|COORD:21370933..21359653|protein ATSGS1, putative, expressed	LOC_Os04g35420.1	no description	not assigned.unknown	35_2

CUST_28661_PI403524517	2	-0.033899307	0.27999735	0.31253767	-0.07650232	-0.17175293	0.033899307	35_8280	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_81118_PI403524517	2	-0.12806606	0.2075758	0.33621025	-0.046627045	-0.5041647	0.046626568	35_23268	"Cluster: Aleurone layer morphogenesis protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Aleurone layer morphogenesis protein - Oryza sativa (japonica"	UniRef90_Q7XZV4	0	0	CHR09V5|COORD:20027642..20037158|protein expressed protein	LOC_Os09g33940.2	no description	not assigned.unknown	35_2

CUST_145329_PI403524517	2	-0.038458347	-0.12418747	0.050397396	0.055500507	0.03845787	-0.2226305	35_40693	"Cluster: Putative crp1 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative crp1 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5Z9G2	CHR5V7|COORD:16933088..16935466| pentatricopeptide (PPR) repeat-containing protein	AT5G42310.1	CHR06V5|COORD:30058825..30062001|protein crp1 protein-like, putative, expressed	LOC_Os06g49670.2	no descriptionweakly similar to ( 139)AT5G42310| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr5:16933088-16935466 FORWARDvery weakly similar to (92.4)RF1_ORYSA	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_9035_PI404877155	2	-0.023069382	-0.43977928	-0.08069229	0.15501022	0.042087555	0.023069382	Contig2820_at	putative heat shock protein [Oryza sativa (japonica cultivar-group)] dbj|BAB33024.1| putative heat shock protein [Oryza sativa (japonica	NP_914445.1	heat shock protein, putative	At1g79930.1	protein dnaK protein	Os01g08560	NONE	stress.abiotic.heat	20_2_1

CUST_33521_PI399408534	2	0.010815144	-1.1378407	-0.01081562	0.06011486	-0.044283867	0.17061186	35_26419	"Cluster: Os04g0632300 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os04g0632300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J9T4	CHR4V7|COORD:12117699..12120145| CRK5 (CYSTEINE-RICH RLK5)	AT4G23130.2	CHR04V5|COORD:32029115..32025814|protein serine/threonine-protein kinase receptor precursor, putative	LOC_Os04g54120.1	 no descriptionweakly similar to ( 101)AT4G23130| Symbols: RLK6, CRK5 | CRK5 (CYSTEINE-RICH RLK5) | chr4:12117699-12120145 REVERSEnot assigned 	signalling.receptor kinases.DUF 26	30_2_17

CUST_70373_PI403524517	2	-0.28609562	0.8065548	0.11249924	0.1286006	-0.20729876	-0.112499714	35_20158	"Cluster: Hypothetical protein; n=1; Anaeromyxobacter sp. Fw109-5|Rep: Hypothetical protein - Anaeromyxobacter sp. Fw109-5"	UniRef90_A1HY15	0	0	CHR09V5|COORD:13874252..13878717|protein ATTPS6, putative, expressed	LOC_Os09g23350.1	no description	not assigned.unknown	35_2

CUST_158987_PI403524517	2	0.25228167	0.4021392	-0.06407881	-0.024027348	-0.44325495	0.024027348	35_44378	"Cluster: Putative beta-galactosidase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative beta-galactosidase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5JKZ9	CHR3V7|COORD:20159472..20167997| glycoside hydrolase family 2 protein	AT3G54440.1	CHR01V5|COORD:42281482..42289636|protein beta-galactosidase, putative, expressed	LOC_Os01g72340.2	 no descriptionvery weakly similar to (97.1)AT3G54440| Symbols:  | hydrolase, hydrolyzing O-glycosyl compounds | chr3:20159472-20167997 REVERSElacZ ebgA LacZ 	misc.gluco-, galacto- and mannosidases	26_3

CUST_56398_PI403524517	2	0.020723343	1.1060972	-0.68976974	0.82136154	-0.034439087	-0.020724297	35_16054	"Cluster: Os01g0266400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0266400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JNT6	0	0	CHR01V5|COORD:9110670..9111238|protein expressed protein	LOC_Os01g16140.1	no description	not assigned.unknown	35_2

CUST_182948_PI403524517	2	0.5481529	-0.2663169	-0.10301256	0.6904502	-0.02364254	0.02364254	35_50851	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_179836_PI403524517	2	-0.05466509	0.1626916	0.05466509	-0.17346525	0.0692215	-0.62270164	35_50013	"Cluster: Os04g0466700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os04g0466700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JCJ0	CHR5V7|COORD:1938782..1944198| binding	AT5G06350.1	CHR04V5|COORD:23107680..23099265|protein expressed protein	LOC_Os04g39220.1	no descriptionvery weakly similar to (69.3)AT5G06350| Symbols:  | binding | chr5:1938782-1944198 FORWARD	not assigned.unknown	35_2

CUST_18267_PI399408534	2	0.13069057	-0.41348743	-0.090213776	0.20499611	0.090213776	-0.09764576	35_41721	"Cluster: CCCH-type zinc finger protein-like protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: CCCH-type zinc finger protein-like protein - Oryza sativa"	UniRef90_Q84SL2	CHR2V7|COORD:17498430..17500580| zinc finger (CCCH-type) family protein	AT2G41900.1	CHR07V5|COORD:22839292..22842260|protein nucleic acid binding protein, putative, expressed	LOC_Os07g38090.2	no descriptionvery weakly similar to (74.3)AT2G41900| Symbols:  | zinc finger (CCCH-type) family protein | chr2:17498430-17500580 FORWARD	RNA.regulation of transcription.C3H zinc finger family	27_3_12

CUST_21427_PI403524517	2	-0.05531025	0.55119324	0.05531025	-0.08006382	0.07746029	-0.061206818	35_6217	"Cluster: WD repeat domain 48, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: WD repeat domain 48, putative, expressed - Oryza sativa"	UniRef90_Q2QX93	"CHR3|COORD:1417899..1423670| transducin family protein / WD-40 repeat family protein, contains seven G-protein beta WD-40 repeats; similar to uncharacterized KI"	AT3G05090.2	CHR12V5|COORD:3315480..3304192|protein WD-repeat protein 48, putative, expressed	LOC_Os12g06810.2	no descriptionhighly similar to ( 599)AT3G05090| Symbols:  | transducin family protein / WD-40 repeat family protein | chr3:1418579-1422729 REVERSEvery weakly similar to (67.4)GBLP_CHLREGuanine nucleotide-binding protein subunit beta-like protein - Chlamydomonas reinhardtiinot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned WD40 COG2319	not assigned.no ontology	35_1

CUST_113854_PI403524517	2	0.242383	0.08823013	-0.18874836	-0.08823013	-0.50092983	0.22878075	35_32311	"Cluster: Expressed protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QMG9	CHR1V7|COORD:731794..737332| kinase interacting family protein	AT1G03080.1	CHR12V5|COORD:25511306..25502481|protein expressed protein	LOC_Os12g41200.1	no descriptionvery weakly similar to (89.7)AT1G03080| Symbols:  | kinase interacting family protein | chr1:731794-737332 REVERSEnot assigned not assigned Smc	protein.postranslational modification	29_4

CUST_75928_PI403524517	2	0.05927849	0.39382744	-0.09165287	-0.121058464	-0.05927849	0.17843437	35_21765	"Cluster: Hypothetical protein OSJNBa0066B16.37; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0066B16.37 - Oryza sativa (japonica"	UniRef90_Q69K21	"CHR1V7|COORD:9107612..9113507| similar to Quinoprotein amine dehydrogenase, beta chain-like [Medicago truncatula] (GB:ABE89249.1); contains InterPro domain"	AT1G26330.1	CHR09V5|COORD:296374..285233|protein expressed protein	LOC_Os09g01360.1	" no descriptionweakly similar to ( 189)AT1G26330| Symbols:  | similar to Quinoprotein amine dehydrogenase, beta chain-like [Medicago truncatula] (GB:ABE89249.1); contains InterPro domain WD40-like; (InterPro:IPR011046) | chr1:9107612-9113507 FORWARD"	not assigned.unknown	35_2

CUST_105940_PI403524517	2	0.021598816	-0.18372536	0.003657341	-0.0036563873	0.094408035	-0.03625202	35_30163	0	0	"CHR5V7|COORD:25731721..25733868| DCT/DIT2.1 (DICARBOXYLATE TRANSPORT); oxoglutarate:malate antiporter"	AT5G64290.1	CHR08V5|COORD:23692288..23687486|protein 2-oxoglutarate/malate translocator, chloroplast precursor, putative, expressed	LOC_Os08g37600.1	no description	not assigned.unknown	35_2

CUST_60128_PI403524517	2	-0.06002617	0.18263721	-0.013813019	0.0021915436	-0.0021924973	0.036384583	35_17140	"Cluster: Sugar transporter family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Sugar transporter family protein, expressed - Oryza sativ"	UniRef90_Q2QPX7	"CHR3V7|COORD:6489006..6491215| ATPLT5 (POLYOL TRANSPORTER 5); D-ribose transporter/ D-xylose transporter/ carbohydrate transporter/ galactose"	AT3G18830.1	CHR12V5|COORD:19870108..19867836|protein major myo-inositol transporter iolT, putative, expressed	LOC_Os12g32940.1	no description	not assigned.unknown	35_2

CUST_84582_PI403524517	2	0.114917755	-0.56801414	-0.08766556	0.0021944046	-0.0021953583	0.061268806	35_24236	0	0	0	0	CHR10V5|COORD:17756144..17763107|protein HB1, putative, expressed	LOC_Os10g33960.4	no description	not assigned.unknown	35_2

CUST_85171_PI403524517	2	0.17024422	-0.07510042	0.13216591	0.050110817	-0.05011034	-0.21297741	35_24402	"Cluster: Putative beta-1,3-glucanase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative beta-1,3-glucanase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6YVW0	CHR5V7|COORD:22406060..22407776| glycosyl hydrolase family 17 protein	AT5G55180.1	CHR07V5|COORD:21150635..21148317|protein hydrolase, hydrolyzing O-glycosyl compounds, putative, expressed	LOC_Os07g35350.3	 no descriptionweakly similar to ( 159)AT5G55180| Symbols:  | glycosyl hydrolase family 17 protein | chr5:22406060-22407776 FORWARDweakly similar to ( 115)E13B_HORVUGlucan endo-1,3-beta-glucosidase GII precursor - Hordeum vulgare (Barley)not assigned not assigned Glyco_hydro_17 PRK12323 	misc.beta 1,3 glucan hydrolases	26_4

CUST_22437_PI403524517	2	0.17867327	0.36802626	0.15298605	-0.15298605	-0.42430973	-0.35820913	35_6517	"Cluster: Hypothetical protein P0452F10.6; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0452F10.6 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q5N800	CHR4V7|COORD:7684413..7686687| short-chain dehydrogenase/reductase (SDR) family protein	AT4G13250.1	CHR01V5|COORD:7021099..7027411|protein oxidoreductase, putative, expressed	LOC_Os01g12710.1	no descriptionweakly similar to ( 124)AT4G13250| Symbols:  | short-chain dehydrogenase/reductase (SDR) family protein | chr4:7684413-7686687 REVERSE	misc.short chain dehydrogenase/reductase (SDR)	26_22

CUST_121983_PI403524517	2	0.031908512	-0.031908512	0.07311869	0.0525074	-0.2642522	-0.2281518	35_34437	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_6737_PI399408534	2	0.04714489	0.4731245	0.030285835	-0.18432903	-0.13976288	-0.030286789	35_16318	"Cluster: ASF/SF2-like pre-mRNA splicing factor SRP32; n=3; Poaceae|Rep: ASF/SF2-like pre-mRNA splicing factor SRP32 - Zea mays (Maize)"	UniRef90_Q64HC3	"CHR1V7|COORD:626918..629583| SR1 (splicing factor 2); RNA binding"	AT1G02840.3	CHR03V5|COORD:12793413..12798201|protein pre-mRNA-splicing factor SF2, putative, expressed	LOC_Os03g22380.1	" no descriptionweakly similar to ( 137)AT1G02840| Symbols: ATSRP34, SRP34, SR1 | SR1 (splicing factor 2); RNA binding | chr1:626918-629583 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF1777 "	RNA.processing.splicing	27_1_1

CUST_98733_PI403524517	2	0.044898033	0.24831104	-0.020519733	0.020519733	-0.095798016	-0.40076256	35_28184	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_78019_PI403524517	2	-0.00936985	-0.44908333	-0.23124409	0.0093688965	0.052526474	0.029673576	35_22366	"Cluster: Os01g0511600 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0511600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JME1	CHR1V7|COORD:11537552..11539736| membrane protein, putative	AT1G32080.1	CHR01V5|COORD:18343873..18340522|protein expressed protein	LOC_Os01g32830.1	 no descriptionweakly similar to ( 109)AT1G32080| Symbols:  | membrane protein, putative | chr1:11537552-11539736 REVERSEnot assigned not assigned Atrophin-1 PRK12323 	not assigned.no ontology	35_1

CUST_81795_PI403524517	2	0.17736721	-0.7238054	-0.68537855	0.23949242	0.22408295	-0.17736626	35_23461	"Cluster: Putative serine carboxypeptidase II, CP-MII; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative serine carboxypeptidase II, CP-MII - Oryza sativ"	UniRef90_Q5ZA26	"CHR3V7|COORD:5855867..5859163| SCPL33 (serine carboxypeptidase-like 33); serine carboxypeptidase"	AT3G17180.1	CHR01V5|COORD:12878655..12897861|protein SCPL33, putative, expressed	LOC_Os01g22954.1	"no descriptionmoderately similar to ( 387)AT3G17180| Symbols: SCPL33 | SCPL33 (serine carboxypeptidase-like 33); serine carboxypeptidase | chr3:5855867-5859163 REVERSEmoderately similar to ( 268)CBP2_HORVUSerine carboxypeptidase 2 precursor - Hordeum vulgare (Barley)not assigned not assigned Peptidase_S10 COG2939"	protein.degradation.serine protease	29_5_5

CUST_121855_PI403524517	2	0.0755558	0.45352745	-0.39637375	-0.023451805	0.023451805	-0.3843546	35_34405	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_29081_PI399408534	2	-0.1649189	0.34362984	0.3439026	-0.044153214	0.044154167	-0.25218773	35_3330	"Cluster: Putative bHLH protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative bHLH protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ZGM4	"CHR5V7|COORD:22234496..22236219| ILR3 (IAA-LEUCINE RESISTANT3); DNA binding / transcription factor"	AT5G54680.1	CHR02V5|COORD:878615..875238|protein DNA binding protein, putative, expressed	LOC_Os02g02480.1	"no descriptionweakly similar to ( 130)AT5G54680| Symbols: ILR3 | ILR3 (IAA-LEUCINE RESISTANT3); DNA binding / transcription factor | chr5:22234496-22236219 FORWARD"	RNA.regulation of transcription.bHLH,Basic Helix-Loop-Helix family	27_3_6

CUST_68290_PI403524517	2	-0.024744987	0.16011715	-0.08685875	-0.046471596	0.024744987	0.050584793	35_19524	"Cluster: Putative serine/threonine protein kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative serine/threonine protein kinase - Oryza sativa (jap"	UniRef90_Q6I5Q6	CHR5V7|COORD:6192738..6195373| protein kinase family protein	AT5G18610.1	CHR05V5|COORD:17841698..17849176|protein serine/threonine-protein kinase NAK, putative, expressed	LOC_Os05g30870.1	no descriptionhighly similar to ( 657)AT5G18610| Symbols:  | protein kinase family protein | chr5:6192738-6195373 FORWARDmoderately similar to ( 247)NORK_PEANodulation receptor kinase precursor - Pisum sativum (Garden pea)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pkinase_Tyr TyrKc S_TKc PTKc S_TKc Pkinase PTKc_Jak_rpt2 PTKc_Src_like PTKc_Srm_Brk PTKc_Ror PTKc_Trk PTKc_EGFR_like PTKc_Jak2_Jak3_rpt2 PTKc_Frk_like PTKc_Csk_like SPS1 PTKc_Fes_like PTKc_Fyn_Yrk PTKc_TrkA PTKc_InsR_like PTKc_Ack_like PTKc_Lck_Blk PTKc_TrkC PTKc_Tec_like PTKc_Ror1 PTKc_Tyk2_rpt2 PTKc_Yes PTKc_Met_Ron PTKc_FGFR PTKc_Syk_like PTKc_DDR1 PTKc_Abl PTKc_Lyn PTKc_EphR PTKc_TrkB PTKc_Src PTKc_DDR PTKc_Jak1_rpt2 PTKc_PDGFR PTKc_Itk PTKc_Musk PTKc_ALK_LTK PTKc_c-ros PTKc_Fer PTKc_Tie1 PTKc_Chk PTKc_Tie PTKc_Ror2 PTKc_RET PTKc_EphR_A2 PTK_HER3 PTKc_Hck PTKc_Fes PTKc_DDR2 PTKc_DDR_like PTKc_Axl_like PTKc_Tie2 PTK_CCK4 PTKc_HER4 PTKc_Tec_Rlk PTKc_Csk PTKc_Btk_Bmx PTKc_IGF-1R PTKc_FGFR4 PTK_Ryk PTKc_InsR PTKc_FAK PTKc_EGFR PTKc_EphR_B PTKc_FGFR3 PTKc_FGFR2 PTKc_Aatyk PTKc_HER2 PTKc_FGFR1 PTKc_Aatyk1_Aatyk3 PTKc_EphR_A PTKc_Axl PTKc_Zap-70 PTKc_Tyro3 PTKc_Syk PTK_Jak_rpt1 PTKc_EphR_A10 PTK_Jak2_Jak3_rpt1 PTKc_Aatyk2 PTKc_VEGFR PTKc_VEGFR3 PTKc_CSF-1R PTKc_PDGFR_alpha PTKc_Kit PTKc_PDGFR_beta	protein.postranslational modification.kinase.receptor like cytoplasmatic kinase VII	29_4_1_57

CUST_30062_PI403524517	2	0.07281542	0.130939	0.061638355	-0.25106907	-0.061638355	-0.06413555	35_8677	"Cluster: Os04g0280200 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os04g0280200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JEG1	CHR1V7|COORD:9057272..9060420| phosphoribulokinase/uridine kinase family protein	AT1G26190.1	CHR04V5|COORD:11844428..11862809|protein expressed protein	LOC_Os04g21110.1	no descriptionweakly similar to ( 143)AT1G26190| Symbols:  | phosphoribulokinase/uridine kinase family protein | chr1:9057272-9060420 REVERSEUMPK_like UMPK PRK05480 Udk	nucleotide metabolism.salvage.nucleoside kinases.uridine kinase	23_3_2_2

CUST_168020_PI403524517	2	-0.078436375	0.078436375	0.10205555	0.12635994	-0.5150852	-0.3100772	35_46794	"Cluster: Putative harpin inducing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative harpin inducing protein - Oryza sativa (japonica cultivar-g"	UniRef90_Q75LJ9	CHR1V7|COORD:16816094..16817173| DNA binding / ligand-dependent nuclear receptor	AT1G44191.1	CHR03V5|COORD:35079129..35080150|protein harpin-induced protein, putative, expressed	LOC_Os03g62010.1	no description	not assigned.unknown	35_2

CUST_62927_PI403524517	2	-0.09778786	-0.25849724	0.55840874	-0.26112795	0.9408407	0.09778786	35_17949	Rep: H0410G08.16 protein - Oryza sativa (Rice)	UniRef90_Q25A98	"CHR1V7|COORD:3750338..3752696| BFN1 (BIFUNCTIONAL NUCLEASE I); nucleic acid binding"	AT1G11190.1	CHR04V5|COORD:32143902..32145972|protein nuclease PA3, putative, expressed	LOC_Os04g54390.1	"no descriptionmoderately similar to ( 431)AT1G11190| Symbols: BFN1 | BFN1 (BIFUNCTIONAL NUCLEASE I); nucleic acid binding | chr1:3750338-3752696 REVERSEnot assigned not assigned S1-P1_nuclease PRK07764"	DNA.synthesis/chromatin structure	28_1

CUST_29288_PI399408534	2	-0.010351181	0.062828064	-0.08188248	0.010351181	-0.01687622	0.032474518	35_1141	"Cluster: High mobility group box protein 2; n=2; Oryza sativa (japonica cultivar-group)|Rep: High mobility group box protein 2 - Oryza sativa (japonica cultivar"	UniRef90_Q8SBC5	CHR1V7|COORD:7177272..7178477| HMGB2 (HIGH MOBILITY GROUP B 2)	AT1G20693.2	CHR02V5|COORD:27219406..27221344|protein HMG1/2-like protein, putative, expressed	LOC_Os02g44930.1	 no descriptionvery weakly similar to (63.2)AT1G20696| Symbols: NFD3, NFD03, HMGB3 | HMGB3 (HIGH MOBILITY GROUP B 3) | chr1:7179815-7181160 FORWARDvery weakly similar to (68.9)MNB1B_MAIZEDNA-binding protein MNB1B - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned HMG_box HMGB-UBF_HMG-box HMG HMG-box NHP6B SOX-TCF_HMG-box Atrophin-1 PRK07764 	RNA.regulation of transcription.Nucleosome/chromatin assembly factor group	27_3_62

CUST_71781_PI403524517	2	0.31895447	0.175663	0.11111927	-0.19499683	-0.29317856	-0.111120224	35_20578	"Cluster: Hypothetical protein; n=1; Anaeromyxobacter sp. Fw109-5|Rep: Hypothetical protein - Anaeromyxobacter sp. Fw109-5"	UniRef90_A1HY15	CHR1V7|COORD:11399903..11405702| actin binding	AT1G31810.1	CHR07V5|COORD:24271675..24264784|protein formin-2, putative, expressed	LOC_Os07g40510.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 Drf_FH1 PRK07764 Totivirus_coat Atrophin-1 PRK07003 DUF1421 Tymo_45kd_70kd	not assigned.unknown	35_2

CUST_56254_PI403524517	2	0.025735855	-0.08986664	0.086325645	0.030759811	-0.029203415	-0.025736809	35_16011	"Cluster: Polycomb group protein Pc; n=2; Drosophila melanogaster|Rep: Polycomb group protein Pc - Drosophila melanogaster (Fruit fly)"	UniRef90_P26017	"CHR2V7|COORD:8286560..8293337| HMA4 (Heavy metal ATPase 4); cadmium-transporting ATPase"	AT2G19110.1	CHR01V5|COORD:8596216..8590594|protein zinc finger CCCH type domain-containing protein ZFN-like 3, putative, expressed	LOC_Os01g15350.1	no description	not assigned.unknown	35_2

CUST_41307_PI403524517	2	0.4975314	0.010407925	0.009070396	-0.06432629	-0.6838999	-0.009070396	35_11873	"Cluster: Glycosylphosphatidylinositol anchor attachment 1-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: Glycosylphosphatidylinositol anchor attachment"	UniRef90_Q8LHE8	0	0	CHR01V5|COORD:28450148..28444903|protein GPI-anchor transamidase, putative, expressed	LOC_Os01g48980.1	no description	not assigned.unknown	35_2

CUST_11944_PI404877155	2	0.01354599	0.2555828	0.11879349	-0.15343666	-0.14757156	-0.013546944	Contig5654_at	OSJNBb0085F13.5 [Oryza sativa (japonica cultivar-group)] emb|CAE04612.2| OSJNBb0004G23.10 [Oryza sativa (japonica cultivar-group)]	CAE02758.1	5705177|arginase	At4g08900.1	protein arginase (ec 3.5.3.1). [mouse-ear cress	Os04g01590	OSJNBb0085F13.5	amino acid metabolism.degradation.glutamate family.arginine	13_2_2_3

CUST_33539_PI399408534	2	0.0072021484	-0.61433697	-0.0072021484	0.0447073	0.016767502	-0.064086914	35_18817	Rep: L-galactose dehydrogenase - Oryza sativa (Rice)	UniRef90_Q1PBI0	CHR4V7|COORD:16169673..16171449| L-galactose dehydrogenase (L-GalDH)	AT4G33670.1	CHR12V5|COORD:17762545..17760106|protein expressed protein	LOC_Os12g29760.1	no descriptionmoderately similar to ( 461)AT4G33670| Symbols:  | L-galactose dehydrogenase (L-GalDH) | chr4:16169673-16171449 REVERSEvery weakly similar to (94.4)KCAB_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Tas COG1453 Aldo_ket_red PRK09912 ARA1 COG4989 dkgB PRK10376 PRK10625 HPC2 PRK12323 Herpes_BLLF1 PRK07003 Metaviral_G PRK09169	hormone metabolism.auxin.induced-regulated-responsive-activated	17_2_3

CUST_75191_PI403524517	2	-0.06125641	-0.011688232	-0.027275085	0.017357826	0.011688232	0.046541214	35_21552	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_106125_PI403524517	2	-0.020955086	0.45524073	0.28065443	-0.45513296	-0.15148687	0.020955563	35_30209	"Cluster: Hypothetical protein OJ1311_H06.27; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1311_H06.27 - Oryza sativa (japonica cultiv"	UniRef90_Q6ZFY0	CHR5V7|COORD:21311516..21313735| FIB1 (FIBRILLARIN 1)	AT5G52470.1	CHR02V5|COORD:29432463..29434789|protein expressed protein	LOC_Os02g48094.1	no description	not assigned.unknown	35_2

CUST_156553_PI403524517	2	0.007086754	-0.16547585	0.021700382	-0.0070872307	0.014298916	-0.24099779	35_43723	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_17977_PI404877155	2	0.058101654	-0.18618584	-0.02083683	-0.034179688	0.072834015	0.020835876	HVSMEb0004C05r2_at	0	0	0	0	0	0	mitochondrial carrier protein family	transport.metabolite transporters at the mitochondrial membrane	34_9

CUST_113327_PI403524517	2	-0.35632086	-0.23197079	0.06733847	-0.035348892	0.09525919	0.03534937	35_32168	"Cluster: Putative pectin methylesterase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative pectin methylesterase - Oryza sativa (japonica cultivar-group"	UniRef90_Q69Y54	CHR2V7|COORD:11254485..11256485| pectinesterase family protein	AT2G26440.1	CHR06V5|COORD:4699553..4702228|protein pectinesterase U1 precursor, putative, expressed	LOC_Os06g09340.1	no descriptionweakly similar to ( 173)AT2G26440| Symbols:  | pectinesterase family protein | chr2:11254485-11256485 FORWARDweakly similar to ( 154)PME_PRUPEPectinesterase PPE8B precursor - Prunus persica (Peach)not assigned not assigned Pectinesterase PemB PRK10531 PRK12323 PRK07764	cell wall.pectin*esterases.PME	10_8_1

CUST_111563_PI403524517	2	0.05795002	0.15930939	-0.00532341	-0.02210617	0.0053224564	-0.11174965	35_31675	Rep: RPE1 protein - Oryza sativa (Rice)	UniRef90_Q6V9S3	CHR4V7|COORD:6952794..6954237| hydroxyproline-rich glycoprotein family protein	AT4G11430.1	CHR03V5|COORD:1482587..1477964|protein expressed protein	LOC_Os03g03470.3	no description	not assigned.unknown	35_2

CUST_54457_PI403524517	2	0.007940292	-0.16478539	-0.007941246	0.06924534	-0.019247055	0.062173843	35_15502	"Cluster: Hypothetical protein OSJNBa0077J22.4; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0077J22.4 - Oryza sativa (japonica cu"	UniRef90_Q6ASR8	0	0	CHR05V5|COORD:2627073..2616868|protein expressed protein	LOC_Os05g05354.1	no description	not assigned.unknown	35_2

CUST_67044_PI403524517	2	-0.17676735	0.23517704	0.05190468	-0.067396164	0.1252613	-0.05190468	35_19147	"Cluster: Marker Xucw84; n=1; Triticum turgidum subsp. dicoccoides|Rep: Marker Xucw84 - Triticum turgidum subsp. dicoccoides"	UniRef90_A0SPK3	CHR5V7|COORD:23538416..23540992| RNA recognition motif (RRM)-containing protein	AT5G58130.1	CHR02V5|COORD:2037523..2040434|protein expressed protein	LOC_Os02g04560.1	no descriptionvery weakly similar to ( 100)AT5G58130| Symbols:  | RNA recognition motif (RRM)-containing protein | chr5:23538416-23540992 REVERSE	RNA.RNA binding	27_4

CUST_51302_PI403524517	2	0.086411476	0.32745743	0.065989494	-0.08806229	-0.06598854	-0.08806229	35_14624	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_117399_PI403524517	2	-0.29248238	-1.2027092	0.47027493	0.11152649	0.42586708	-0.11152649	35_33266	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_131400_PI403524517	2	0.13459206	0.3099332	-0.019225597	-0.09521818	0.019225597	-0.07489252	35_36903	"Cluster: Tobamovirus multiplication protein 3-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Tobamovirus multiplication protein 3-like - Oryza sativa (j"	UniRef90_Q6EU03	"CHR1V7|COORD:4971415..4973592| (TOM THREE HOMOLOG); virion binding"	AT1G14530.1	CHR02V5|COORD:27956237..27959404|protein tobamovirus multiplication 3, putative, expressed	LOC_Os02g45870.1	"no descriptionvery weakly similar to (85.9)AT1G14530| Symbols:  | (TOM THREE HOMOLOG); virion binding | chr1:4971415-4973592 REVERSEDUF1084"	stress.biotic	20_1

CUST_116507_PI403524517	2	0.11740208	0.16130924	0.04361248	-0.07236862	-0.043613434	-0.15393066	35_33028	Rep: B0403H10-OSIGBa0105A11.22 protein - Oryza sativa (Rice)	UniRef90_Q01HS6	CHR5V7|COORD:14145781..14153214| protein kinase family protein	AT5G35980.1	CHR04V5|COORD:30205069..30197367|protein ATP binding protein, putative, expressed	LOC_Os04g51370.2	no descriptionvery weakly similar to (76.6)AT5G35980| Symbols:  | kinase | chr5:14145781-14151584 FORWARD	protein.postranslational modification	29_4

CUST_12391_PI399408534	2	-0.0032835007	0.29354858	-0.03798294	-0.06157112	0.003282547	0.12951946	35_47241	Rep: H0306F12.6 protein - Oryza sativa (Rice)	UniRef90_Q259R0	CHR1V7|COORD:23526561..23530116| leucine-rich repeat transmembrane protein kinase, putative	AT1G63430.1	CHR04V5|COORD:34682522..34688298|protein ATP binding protein, putative, expressed	LOC_Os04g58700.1	 no descriptionweakly similar to ( 107)AT1G63430| Symbols:  | leucine-rich repeat transmembrane protein kinase, putative | chr1:23526561-23530116 FORWARDnot assigned not assigned 	signalling.receptor kinases.leucine rich repeat V	30_2_5

CUST_129886_PI403524517	2	0.11204815	-0.09273338	-0.012245178	0.012245178	-0.04091358	0.061289787	35_36479	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_21289_PI399408534	2	0.06680822	0.16567135	-0.0058293343	0.0058293343	-0.2130785	-0.22392893	35_25140	"Cluster: U2 snRNP auxiliary factor-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: U2 snRNP auxiliary factor-like protein - Oryza sativa (japonic"	UniRef90_Q6YVX9	CHR1V7|COORD:3384166..3388375| U2 snRNP auxiliary factor-related	AT1G10320.1	CHR02V5|COORD:21104860..21110616|protein RNA binding protein, putative, expressed	LOC_Os02g35150.1	no descriptionvery weakly similar to (89.4)AT1G10320| Symbols:  | U2 snRNP auxiliary factor-related | chr1:3384166-3388375 REVERSE	RNA.processing.splicing	27_1_1

CUST_26337_PI403524517	2	0.064894676	0.0386858	0.014116287	-0.014116287	-0.22788906	-0.029460907	35_7634	Rep: Probable potassium transporter 15 - Oryza sativa (Rice)	UniRef90_Q7XPL3	"CHR5V7|COORD:2916378..2920605| KUP7 (K+ uptake permease 7); potassium ion transporter"	AT5G09400.1	CHR04V5|COORD:30738543..30733422|protein potassium transporter 15, putative, expressed	LOC_Os04g52120.1	"no descriptionweakly similar to ( 181)AT5G09400| Symbols: KUP7 | KUP7 (K+ uptake permease 7); potassium ion transporter | chr5:2916378-2920605 FORWARDmoderately similar to ( 288)HAK15_ORYSAK_trans"	transport.potassium	34_15

CUST_17172_PI399408534	2	0.11521244	0.44974327	-0.11521149	-0.18893623	-0.60686827	0.21208382	35_32420	Rep: OSIGBa0130K07.8 protein - Oryza sativa (Rice)	UniRef90_Q01LJ9	"CHR1V7|COORD:3162004..3165124| ATCDC5 (Arabidopsis thaliana homolog of cdc5); DNA binding / transcription factor"	AT1G09770.1	CHR04V5|COORD:16392478..16399791|protein cell division cycle 5-like protein, putative, expressed	LOC_Os04g28090.1	" no descriptionmoderately similar to ( 247)AT1G09770| Symbols: AtMYBCDC5, CDC5, ATCDC5 | ATCDC5 (Arabidopsis thaliana homolog of cdc5); DNA binding / transcription factor | chr1:3162004-3165124 FORWARDnot assigned REB1 "	RNA.regulation of transcription.MYB-related transcription factor family	27_3_26

CUST_71583_PI403524517	2	-0.005091667	0.005092621	-0.39470768	0.21458817	-0.37078667	0.19893074	35_20517	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_112619_PI403524517	2	0.4032545	0.28028393	0.031585693	-0.3341818	-0.13090324	-0.031585693	35_31967	"Cluster: Hypothetical protein OSJNBa0014E22.26; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0014E22.26 - Oryza sativa (japonica"	UniRef90_Q6H5V5	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	CHR02V5|COORD:25579828..25577602|protein expressed protein	LOC_Os02g42560.1	no descriptionnot assigned not assigned not assigned not assigned DUF1777	not assigned.unknown	35_2

CUST_154134_PI403524517	2	0.013963699	-0.36269617	0.38973618	-0.0139632225	0.14693165	-0.19663239	35_43069	"Cluster: Putative GDP-fucose protein-O-fucosyltransferase 2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative GDP-fucose protein-O-fucosyltransferase 2"	UniRef90_Q6ZL29	"CHR5V7|COORD:20547679..20549861| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G53770.1); similar to unknown protein [Arabidopsis thaliana]"	AT5G50420.1	CHR07V5|COORD:23114152..23118126|protein GDP-fucose protein-O-fucosyltransferase 2, putative, expressed	LOC_Os07g38490.1	"no descriptionmoderately similar to ( 263)AT5G50420| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G53770.1); similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G17270.1); similar to hypothetical protein MtrDRAFT_AC135796g16v1 [Medicago truncatula] (GB:ABE82081.1); contains domain FAMILY NOT NAMED (PTHR13398) | chr5:20547679-20549861 REVERSE"	not assigned.unknown	35_2

CUST_53433_PI403524517	2	0.11640453	-0.3669405	-0.025263786	0.07470894	0.02526474	-0.036125183	35_15201	"Cluster: CHY zinc finger family protein, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: CHY zinc finger family protein, expressed - Oryza sativa (j"	UniRef90_Q337P2	CHR5V7|COORD:7665146..7667034| zinc finger (C3HC4-type RING finger) family protein	AT5G22920.1	CHR10V5|COORD:16379105..16375540|protein RING finger and CHY zinc finger domain-containing protein 1, putative, expressed	LOC_Os10g31850.1	no descriptionmoderately similar to ( 432)AT5G22920| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr5:7665146-7667034 FORWARDnot assigned zf-CHY RING RING	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_180755_PI403524517	2	0.18689728	0.07587242	0.011504173	-0.08286333	-0.011504173	-0.1444273	35_50270	"AAD23008.1; n=1; Arabidopsis thaliana|Rep: Gb|AAD23008.1 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9FLQ7	CHR4V7|COORD:6952794..6954237| hydroxyproline-rich glycoprotein family protein	AT4G11430.1	CHR05V5|COORD:27321335..27319970|protein UL36 very large tegument protein, putative, expressed	LOC_Os05g47810.1	no description	not assigned.unknown	35_2

CUST_135815_PI403524517	2	-0.2724452	0.55143404	0.22275925	-0.03161764	0.03161764	-0.24030495	35_38092	"Cluster: Nucleolar protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Nucleolar protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q67VZ2		0	0	0	no description	not assigned.unknown	35_2

CUST_56881_PI403524517	2	0.008770943	0.24283123	-0.06091976	-0.029398918	-0.008771896	0.048218727	35_16211	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_44530_PI403524517	2	0.1348114	0.24718952	0.0151124	-0.22456408	-0.5514593	-0.0151124	35_12774	"Cluster: Os05g0295100 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0295100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DJF0	"CHR1V7|COORD:6082871..6088150| similar to zinc finger protein-related [Arabidopsis thaliana] (TAIR:AT5G63740.1); similar to Os05g0295100 [Oryza"	AT1G17690.1	CHR05V5|COORD:12949855..12968961|protein expressed protein	LOC_Os05g22920.4	"no descriptionweakly similar to ( 169)AT1G17690| Symbols:  | similar to zinc finger protein-related [Arabidopsis thaliana] (TAIR:AT5G63740.1); similar to Os05g0295100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001055109.1); similar to MGC79554 protein [Xenopus tropicalis] (GB:NP_001008035.1); contains InterPro domain Protein of unknown function DUF1253; (InterPro:IPR010678) | chr1:6082871-6088150 REVERSEnot assigned DUF1253"	not assigned.unknown	35_2

CUST_157605_PI403524517	2	-0.04118538	0.9121723	0.0112018585	0.010778427	-0.20542908	-0.010778427	35_44004	Rep: Aquaporin PIP1.1 - Oryza sativa (Rice)	UniRef90_Q6EU94	"CHR4V7|COORD:12220802..12222165| PIP1;5/PIP1D (plasma membrane intrinsic protein 1;5); water channel"	AT4G23400.1	CHR02V5|COORD:27038450..27041579|protein aquaporin PIP1.1, putative, expressed	LOC_Os02g44630.2	" no descriptionweakly similar to ( 145)AT1G01620| Symbols: PIP1;3, PIP1C, TMP-B | PIP1C (PLASMA MEMBRANE INTRINSIC PROTEIN 1;3) | chr1:225986-226960 REVERSEweakly similar to ( 152)PIP11_ORYSAnot assigned MIP MIP GlpF PRK05420 "	transport.Major Intrinsic Proteins.PIP	34_19_1

CUST_7966_PI399408534	2	-0.016785622	-0.36971664	0.016784668	0.05198288	-0.21441555	0.058760643	35_46951	"Cluster: Putative COP9 complex subunit, FUS5; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative COP9 complex subunit, FUS5 - Oryza sativa (japonica cult"	UniRef90_Q69VK6	"CHR1V7|COORD:387479..389568| FUS5 (FUSCA 5); MAP kinase kinase"	AT1G02090.1	CHR07V5|COORD:18256283..18251781|protein COP9 signalosome complex subunit 7, putative, expressed	LOC_Os07g30840.4	" no descriptionweakly similar to ( 191)AT1G02090| Symbols: CSN7, COP15, CSN7II, FUS5 | FUS5 (FUSCA 5); MAP kinase kinase | chr1:388223-389568 REVERSEvery weakly similar to (55.5)CSN7_BRAOLCOP9 signalosome complex subunit 7 - Brassica oleracea (Wild cabbage)not assigned not assigned not assigned PCI PINT "	signalling.light.COP9 signalosome	30_11_1

CUST_373_PI399407379	2	-0.6601782	1.8842907	0.07223797	0.40586376	-0.07223797	-0.27619934	HvIPT24									

CUST_59943_PI403524517	2	-0.49101067	0.043477535	0.23630142	0.40575027	-0.04347706	-0.65767384	35_17088	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_1025_PI404877155	2	0.032985687	-0.23413944	0.013687134	-0.12095356	0.028176308	-0.013688087	Contig11045_at	ribonuclease HII family protein [Arabidopsis thaliana] dbj|BAC42289.1| putative ribonuclease large subunit [Arabidopsis thaliana]	NP_565584.1	ribonuclease HII family protein	At2g25100.1	protein ribonuclease HII, putative	Os11g05570	0	RNA.processing.ribonucleases	27_1_19

CUST_138452_PI403524517	2	0.23655319	0.062374115	0.12952995	-0.24127865	-0.06237316	-0.19316196	35_38835	"Cluster: Os01g0617700 protein; n=4; Oryza sativa (japonica cultivar-group)|Rep: Os01g0617700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JL80	"CHR1V7|COORD:5381225..5385052| similar to CENP-C [Medicago truncatula] (GB:AAU04617.1); contains domain CENTROMERE PROTEIN C (PTHR16684); contains domain"	AT1G15660.1	CHR01V5|COORD:24886177..24895511|protein CENP-C1, putative, expressed	LOC_Os01g43050.1	no description	not assigned.unknown	35_2

CUST_17080_PI404877155	2	-0.16488838	0.06139946	-0.10019112	0.09444618	-0.06139946	0.06536865	HS09O14r_x_at	0	0	0	0	0	0	NONE	RNA.regulation of transcription	27_3

CUST_85453_PI403524517	2	0.40380383	0.12236786	0.041422844	-0.058621407	-0.041422844	-0.04774666	35_24479	"Cluster: Mitochondrial substrate carrier; n=1; Medicago truncatula|Rep: Mitochondrial substrate carrier - Medicago truncatula (Barrel medic)"	UniRef90_Q1SX96	CHR5V7|COORD:22875998..22876990| mitochondrial substrate carrier family protein	AT5G56450.1	CHR05V5|COORD:26722589..26725800|protein ADP/ATP translocase 2, putative, expressed	LOC_Os05g46220.1	 no descriptionweakly similar to ( 198)AT5G56450| Symbols:  | mitochondrial substrate carrier family protein | chr5:22875998-22876990 REVERSEweakly similar to ( 108)ADT_CHLREADP,ATP carrier protein - Chlamydomonas reinhardtiinot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Mito_carr PRK07764 PRK12323 COG5373 GRP 	transport.metabolite transporters at the mitochondrial membrane	34_9

CUST_9943_PI404877155	2	-0.025266647	-0.113414764	-0.023247719	0.17294216	0.057278633	0.023247719	Contig3655_at	putative vacuolar ATP synthase subunit H [Oryza sativa (japonica cultivar-group)] dbj|BAC57732.1| putative vacuolar ATP synthase subunit H [	NP_910644.1	vacuolar ATP synthase subunit H family protein	At3g42050.1	protein hypothetical protein	Os07g36480	putative vacuolar ATP synthase subunit H	transport.p- and v-ATPases	34_1

CUST_18219_PI399408534	2	0.47558022	-1.2039752	-0.086229324	0.086229324	-0.13169384	0.118385315	35_47026	Rep: E2F homolog - Oryza sativa (Rice)	UniRef90_Q9FRZ8	"CHR2V7|COORD:15126767..15129972| E2F3 (E2F TRANSCRIPTION FACTOR-3); transcription factor"	AT2G36010.1	CHR12V5|COORD:2944050..2938686|protein transcription factor E2F2, putative, expressed	LOC_Os12g06200.2	 no descriptionweakly similar to ( 114)AT2G36010| Symbols: ATE2FA, E2F3 | E2F3 (E2F TRANSCRIPTION FACTOR-3) | chr2:15126767-15129972 FORWARDnot assigned not assigned E2F_TDP 	RNA.regulation of transcription.E2F/DP transcription factor family	27_3_18

CUST_28140_PI399408534	2	-0.124936104	0.0796814	0.05173397	-0.05173397	0.09490585	-0.36491585	35_22230	"Cluster: Auxin-induced-related / indole-3-acetic acid induced-related-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Auxin-induced-related /"	UniRef90_Q5JM48	CHR1V7|COORD:5942384..5944265| auxin-induced-related / indole-3-acetic acid induced-related	AT1G17350.1	CHR01V5|COORD:30647596..30650841|protein NADH dehydrogenase 1 alpha subcomplex, assembly factor 1, putative, expressed	LOC_Os01g52720.1	no descriptionmoderately similar to ( 205)AT1G17350| Symbols:  | auxin-induced-related / indole-3-acetic acid induced-related | chr1:5942384-5944265 FORWARDnot assigned CIA30	hormone metabolism.auxin.induced-regulated-responsive-activated	17_2_3

CUST_62627_PI403524517	2	0.013244629	-0.06489086	0.0018024445	-0.05191803	-0.0018033981	0.04190445	35_17856	"Cluster: Transcriptional activator, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Transcriptional activator, putative, expressed - Oryza"	UniRef90_Q10LF6	0	0	CHR03V5|COORD:13215516..13226730|protein ATP binding protein, putative, expressed	LOC_Os03g22900.1	no description	not assigned.unknown	35_2

CUST_25655_PI399408534	2	-0.0763855	0.69628143	0.050539017	-0.07763672	-0.050538063	0.09742832	35_5693	"Cluster: Hypothetical protein OSJNBa0088M05.10; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0088M05.10 - Oryza sativa (japonica"	UniRef90_Q6L4D0	CHR2V7|COORD:16224077..16225915| calmodulin-binding protein-related	AT2G38800.1	CHR05V5|COORD:18366859..18371065|protein expressed protein	LOC_Os05g31690.1	no descriptionweakly similar to ( 114)AT2G38800| Symbols:  | calmodulin-binding protein-related | chr2:16224077-16225915 FORWARDnot assigned CaM_binding Ehrlichia_rpt MDN1	signalling.calcium	30_3

CUST_13477_PI404877155	2	-0.01781559	-0.68380165	-0.029358864	0.017816544	0.11687374	0.026415825	Contig7211_at	putative RNA-binding protein [Oryza sativa (japonica cultivar-group)] dbj|BAD09930.1| putative RNA-binding protein [Oryza sativa (japonica	XP_483639.1	RNA recognition motif (RRM)-containing protein	At1g76940.1	protein RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain), putative	Os08g43360	4.1_Rel Homology region   T00196 Dl	RNA.regulation of transcription	27_3

CUST_137065_PI403524517	2	0.07097721	-0.38002825	0.11454201	-0.13937664	0.09935236	-0.070976734	35_38439	Rep: OSIGBa0116M22.5 protein - Oryza sativa (Rice)	UniRef90_Q01JY3	CHR2V7|COORD:6821603..6823486| pentatricopeptide (PPR) repeat-containing protein	AT2G15630.1	CHR04V5|COORD:23666129..23663563|protein rf1 protein, mitochondrial precursor, putative, expressed	LOC_Os04g40130.1	no descriptionmoderately similar to ( 263)AT2G15630| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr2:6821603-6823486 FORWARDweakly similar to ( 155)RF1_ORYSAnot assigned PPR	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_19386_PI404877155	2	-0.022442818	0.05355835	0.008372307	-0.008372307	0.10072994	-0.05727768	rbags14j23_s_at	SET domain-containing protein [Arabidopsis thaliana] ref|NP_851038.1| SET domain-containing protein [Arabidopsis thaliana] ref|NP_974778.1|	NP_196930.2	SET domain-containing protein	At5g14260.3	protein SET domain, putative	Os12g13460	NONE	RNA.regulation of transcription.SET-domain transcriptional regulator family	27_3_69

CUST_78472_PI403524517	2	-0.047145844	0.18475914	0.45563078	-0.6616025	0.047145844	-0.6946659	35_22497	"Cluster: Putative nodulin; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative nodulin - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5VP33	CHR5V7|COORD:7621571..7623370| GDSL-motif lipase, putative	AT5G22810.1	CHR06V5|COORD:2514761..2516940|protein anther-specific proline-rich protein APG precursor, putative, expressed	LOC_Os06g05550.1	no descriptionmoderately similar to ( 340)AT3G16370| Symbols:  | GDSL-motif lipase/hydrolase family protein | chr3:5556934-5558357 FORWARDweakly similar to ( 171)APG_BRANAAnther-specific proline-rich protein APG - Brassica napus (Rape)SGNH_plant_lipase_like fatty_acyltransferase_like COG3240 Triacylglycerol_lipase_like Lipase_GDSL	misc.GDSL-motif lipase	26_28

CUST_180888_PI403524517	2	0.20349026	-0.24923706	-0.020508766	-0.011942863	0.011942863	0.10560417	35_50305	"Cluster: Hypothetical protein OSJNBa0040I22.36; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0040I22.36 - Oryza sativa (japonica"	UniRef90_Q6Z0Z6	CHR4V7|COORD:18476692..18477918| binding	AT4G39820.1	CHR02V5|COORD:20699095..20697656|protein tetratricopeptide repeat protein 15, putative, expressed	LOC_Os02g34540.1	no descriptionmoderately similar to ( 216)AT4G39820| Symbols:  | binding | chr4:18476692-18477918 REVERSEnot assigned TPR	not assigned.unknown	35_2

CUST_15508_PI404877155	2	-0.1334567	-0.11545944	0.16239977	0.11545944	0.11864138	-0.19767904	Contig9355_s_at	P0583G08.8 [Oryza sativa (japonica cultivar-group)]	BAB64773.1	universal stress protein (USP) family protein	At3g17020.1	protein hypothetical protein	Os01g07590	"universal stress protein (USP) family protein, similar to early nodulin ENOD18 (Vicia faba) GI:11602747; contains Pfam profile PF00582: universal stress protein family"	stress.abiotic.cold	20_2_2

CUST_70193_PI403524517	2	0.061558247	0.08723879	0.066185474	-0.061558247	-0.28138065	-0.17981863	35_20094	"Cluster: 'putative inositol-1,4,5-trisphosphate phosphatase'; n=1; Oryza sativa (japonica cultivar-group)|Rep: 'putative inositol-1,4,5-trisphosphate phosphatas"	UniRef90_Q6L5I9	CHR1V7|COORD:26977458..26980436| inositol polyphosphate 5-phosphatase, putative	AT1G71710.1	CHR05V5|COORD:26518005..26512877|protein inositol or phosphatidylinositol phosphatase/ inositol-polyphosphate 5-phosphatase, putative,	LOC_Os05g45900.1	 no descriptionvery weakly similar to (95.9)AT1G71710| Symbols:  | inositol polyphosphate 5-phosphatase, putative | chr1:26977458-26980436 REVERSEnot assigned IPPc 	DNA.synthesis/chromatin structure	28_1

CUST_53005_PI403524517	2	0.07228851	0.08695221	0.025428772	-0.036634445	-0.20718765	-0.02543068	35_15092	Rep: Hypothetical protein orf138c - Nicotiana tabacum (Common tobacco)	UniRef90_Q5M9R1	CHRMV7|COORD:11918..12241| hypothetical protein	ATMG00030.1	0	0	"no descriptionvery weakly similar to (72.8)ATMG00030| Symbols: ORF107A | Identical to Hypothetical mitochondrial protein AtMg00030 (ORF107a) [Arabidopsis Thaliana] (GB:P93276); similar to hypothetical protein NitaMp027 [Nicotiana tabacum] (GB:YP_173374.1) | chrM:11918-12241 FORWARD"	not assigned.unknown	35_2

CUST_98775_PI403524517	2	0.07877636	0.21147537	-0.31167412	0.088391304	-0.07877636	-0.14959812	35_28196	"Cluster: Hypothetical protein OJ1791_B03.17-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1791_B03.17-1 - Oryza sativa (japonica cu"	UniRef90_Q6K5H8	"CHR1V7|COORD:25377958..25379379| similar to At1g67700/F12A21_30 [Medicago truncatula] (GB:ABE84614.1); contains domain OLIGOPEPTIDASE"	AT1G67700.1	CHR02V5|COORD:23462202..23460100|protein expressed protein	LOC_Os02g38820.1	"no descriptionweakly similar to ( 187)AT1G67700| Symbols:  | similar to At1g67700/F12A21_30 [Medicago truncatula] (GB:ABE84614.1); contains domain OLIGOPEPTIDASE (PTHR11804:SF2); contains domain PROTEASE M3 THIMET OLIGOPEPTIDASE-RELATED (PTHR11804) | chr1:25377958-25379473 FORWARD"	protein.degradation	29_5

CUST_181789_PI403524517	2	-0.049504757	0.7127342	0.19630623	0.049505234	-0.13817453	-0.34770107	35_50542	"Cluster: Os01g0269000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0269000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JNR8	CHR2V7|COORD:11436934..11439368| hydroxymethylglutaryl-CoA lyase, putative / 3-hydroxy-3-methylglutarate-CoA lyase, putative /	AT2G26800.3	CHR01V5|COORD:9269721..9265454|protein hydroxymethylglutaryl-CoA lyase, putative, expressed	LOC_Os01g16350.1	 no descriptionweakly similar to ( 158)AT2G26800| Symbols:  | hydroxymethylglutaryl-CoA lyase, putative / 3-hydroxy-3-methylglutarate-CoA lyase, putative / HMG-CoA lyase, putative | chr2:11436270-11439368 REVERSEnot assigned PRK05692 LeuA HMGL-like 	amino acid metabolism.degradation.branched-chain group.leucine	13_2_4_4

CUST_8289_PI404877155	2	-0.111123085	0.1573124	-0.058522224	0.0063533783	0.047088623	-0.006354332	Contig24536_at	unknown protein [Oryza sativa (japonica cultivar-group)] gb|AAP44685.1| unknown protein [Oryza sativa (japonica cultivar-group)]	NP_909951.1	basic helix-loop-helix (bHLH) family protein	At4g02590.1	protein Helix-loop-helix DNA-binding domain, putative	Os07g08440	"basic helix-loop-helix (bHLH) family protein, similar to A. thaliana putative protein F6I18.110, GenBank accession number 2980768 or  similar to basic helix-loop-helix (bHLH) family protein [Arabidopsis thaliana] (TAIR:At1g03040.1); similar to bHLH transc"	RNA.regulation of transcription.bHLH,Basic Helix-Loop-Helix family	27_3_06

CUST_156904_PI403524517	2	-0.27124977	-0.3713522	0.021227837	0.26314163	0.08310413	-0.02122879	35_43822	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_39960_PI403524517	2	-0.17856121	-0.5939741	-0.32538795	0.17856073	0.41199493	0.29881287	35_11493	"Cluster: Integrase core domain containing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Integrase core domain containing protein - Oryza sativa (jap"	UniRef90_Q60DN3	0	0	CHR03V5|COORD:24816981..24812621|protein retrotransposon protein, putative, unclassified	LOC_Os03g44240.1	no descriptionvery weakly similar to (62.0)POLX_TOBACRetrovirus-related Pol polyprotein from transposon TNT 1-94 [Includes: Protease - Nicotiana tabacum (Common tobacco)	not assigned.unknown	35_2

CUST_32725_PI403524517	2	0.25027847	0.17205238	-0.060736656	0.060737133	-0.49989986	-0.572793	35_9434	"Cluster: Phosphatidylinositol 3-and 4-kinase family protein, expressed; n=4; Oryza sativa (japonica cultivar-group)|Rep: Phosphatidylinositol 3-and 4-kinase"	UniRef90_Q10D72	0	0	CHR03V5|COORD:30213036..30231073|protein phosphatidylinositol 3- and 4-kinase family protein, expressed	LOC_Os03g52794.1	no description	not assigned.unknown	35_2

CUST_49569_PI403524517	2	0.030040741	-0.010519028	0.010519981	-0.14363098	0.023280144	-0.17976284	35_14137	Rep: Cyclophilin - Triticum aestivum (Wheat)	UniRef90_Q7X7E8	"CHR5V7|COORD:23735066..23736721| ROC7 (rotamase CyP 7); peptidyl-prolyl cis-trans isomerase"	AT5G58710.1	CHR06V5|COORD:29972847..29975324|protein peptidyl-prolyl cis-trans isomerase CYP19-4 precursor, putative, expressed	LOC_Os06g49480.1	 no descriptionmoderately similar to ( 238)AT2G29960| Symbols: ATCYP5, CYP5 | CYP5 (cyclophilin 5) | chr2:12776260-12777605 REVERSEweakly similar to ( 189)CYPH_CATROPeptidyl-prolyl cis-trans isomerase - Catharanthus roseus (Rosy periwinkle) (Madagascar periwinkle)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned cyclophilin_ABH_like Pro_isomerase cyclophilin PpiB cyclophilin_SpCYP2_like cyclophilin_WD40 cyclophilin_RING Cyclophilin_PPIL3_like cyclophilin_CeCYP16-like cyclophilin_RRM cyclophilin_EcCYP_like PRK10903 	cell.cycle.peptidylprolyl isomerase	31_3_1

CUST_84681_PI403524517	2	0.014311314	0.5874882	0.030210972	-0.21019745	-0.31607437	-0.0143117905	35_24265	"Cluster: Putative carbonyl reductase 3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative carbonyl reductase 3 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K1Y8	CHR3V7|COORD:22066197..22068133| short-chain dehydrogenase/reductase (SDR) family protein	AT3G59710.1	CHR02V5|COORD:23828856..23823321|protein carbonyl reductase 3, putative, expressed	LOC_Os02g39490.1	no descriptionweakly similar to ( 163)AT3G59710| Symbols:  | short-chain dehydrogenase/reductase (SDR) family protein | chr3:22066197-22068133 REVERSEvery weakly similar to (61.6)SDR1_PICABShort-chain type dehydrogenase/reductase - Picea abies (Norway spruce) (Picea excelsa)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12939 FabG fabG fabG PRK12826 PRK06179 PRK07326 fabG COG4221 PRK06181 DltE PRK12829 PRK07201 adh_short PRK12429 PRK07109 PRK07814 PRK05855 PRK07774 PRK07062 PRK07454 fabG PRK05650 PRK12937 PRK08324 PRK08213 PRK07479 fabG PRK07832 PRK07890 PRK06841 PRK07825 PRK06198 PRK08264 PRK07063 PRK05872 PRK09072 PRK08265 PRK07067 PRK07478 PRK06124 PRK06500 PRK08278 PRK08643 PRK05854 DltE PRK06180 PRK12827 PRK06194 PRK06182 PRK06197 PRK08263 PRK07806 PRK08063 PRK06196 fabG PRK06914 PRK06346 PRK07523 fabG PRK09135 PRK08220 PRK08219 fabG PRK05717 PRK05866 PRK12745 PRK07069 PRK06138 PRK12828 PRK08267 PRK06057 PRK07856 PRK09242 PRK06484 PRK07831 PRK07060 PRK08936 fabG fabG PRK07775 PRK08945 PRK07035 PRK08589 fabG PRK06949 PRK07024 PRK06139 PRK12743 PRK07102 PRK08628 PRK07677 PRK06172 PRK06122 PRK06125 PRK12824 fabG PRK06953 PRK05693 fabG KR PRK10538 PRK09134 PRK08277 PRK06523 benD PRK12936 PRK07576 PRK07074 PRK06113 PRK08226 PRK09291 PRK07791 PRK06947 fabG PRK08251 PRK07023 PRK06935 PRK06398 PRK07097 PRK12428 PRK07577 PRK06482 PRK08085 PRK06200 PRK07453 PRK07041 PRK06123 PRK06940 PRK12748 PRK06128 PRK06114 PRK12384 PRK12746 WcaG PRK08177 PRK08721 PRK06483 PRK12935 PRK07633 fabG PRK09186 PRK06171 PRK08017 PRK08303 PRK12481 Epimerase	misc.short chain dehydrogenase/reductase (SDR)	26_22

CUST_65040_PI403524517	2	0.033171654	-0.051858902	-0.004262924	-0.011267662	0.004262924	0.05583477	35_18569	"Cluster: Putative cyclin-dependent kinase B1-2; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative cyclin-dependent kinase B1-2 - Oryza sativa (japonica"	UniRef90_Q5N8M3	"CHR3V7|COORD:20070860..20072228| CDC2B (CDC2-LIKE GENE); kinase"	AT3G54180.1	CHR01V5|COORD:39310927..39308151|protein cell division control protein 2 homolog C, putative, expressed	LOC_Os01g67160.1	" no descriptionmoderately similar to ( 464)AT3G54180| Symbols: CDKB1;1, CDC2B | CDC2B (CDC2-LIKE GENE); kinase | chr3:20070860-20072228 FORWARDmoderately similar to ( 455)CDC2C_ANTMACell division control protein 2 homolog C - Antirrhinum majus (Garden snapdragon)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase SPS1 PTKc Pkinase_Tyr TyrKc PTKc_Jak_rpt2 PTKc_Srm_Brk PTKc_Jak1_rpt2 PTK_CCK4 PTKc_Tyk2_rpt2 PTKc_Jak2_Jak3_rpt2 PTKc_EphR PTKc_InsR_like PTK_Ryk PTKc_Ack_like PTKc_Tyro3 PTKc_FGFR PTKc_Csk_like PTKc_Chk PTKc_Src_like PTKc_Axl_like PTKc_Syk PTKc_RET PTKc_Ror PTKc_FGFR4 PTKc_Trk PTKc_Lck_Blk PTKc_FGFR1 PTKc_Axl PTKc_PDGFR PTKc_Abl PTKc_TrkA PTKc_Fes_like PTKc_TrkB PTKc_Syk_like PTKc_FGFR2 PTKc_Musk PTKc_FAK PTKc_Ror1 PTKc_EGFR_like PTKc_Btk_Bmx PTKc_IGF-1R PTKc_FGFR3 PTKc_Csk PTKc_Itk PTKc_Src PTKc_Frk_like PTKc_InsR PTKc_Fes PTKc_TrkC PTKc_Ror2 PTKc_Tec_like PTKc_DDR PTKc_Fyn_Yrk PTKc_Hck PTKc_Zap-70 PTKc_Tie1 PTKc_Lyn PTKc_Yes PTKc_Aatyk1_Aatyk3 PTKc_Tie2 PTKc_Tie PTKc_Met_Ron "	protein.postranslational modification	29_4

CUST_111511_PI403524517	2	0.09533167	-0.39172363	0.070958614	0.7114687	-0.07095909	-0.40462017	35_31661	"Cluster: Hypothetical protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2R303	"CHR3V7|COORD:18600094..18602205| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G50140.1); similar to unknown protein [Arabidopsis thaliana]"	AT3G50130.1	CHR11V5|COORD:19448627..19452078|protein expressed protein	LOC_Os11g34090.1	" no descriptionvery weakly similar to (63.9)AT3G50130| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G50140.1); similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G50120.1); similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G50170.1); similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:BAD03197.1); similar to Os11g0543300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001068043.1); similar to Os04g0505400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001053253.1); contains InterPro domain Atrophin; (InterPro:IPR002951); contains InterPro domain Protein of unknown function DUF247, plant; (InterPro:IPR004158) | chr3:18600094-18602205 REVERSEnot assigned DUF247 "	not assigned.unknown	35_2

CUST_67250_PI403524517	2	-0.16135979	-0.26803493	0.006670952	0.030295372	-0.006669998	0.011101723	35_19204	"Cluster: Putative ubiquitin carboxyl-terminal hydrolase 7; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ubiquitin carboxyl-terminal hydrolase 7 - O"	UniRef90_Q94ED6	CHR3V7|COORD:3761764..3770296| ubiquitin-specific protease, putative	AT3G11910.1	CHR01V5|COORD:32896604..32879459|protein ubiquitin carboxyl-terminal hydrolase 21, putative, expressed	LOC_Os01g56490.1	 no descriptionmoderately similar to ( 448)AT3G11910| Symbols:  | ubiquitin-specific protease, putative | chr3:3761764-3770296 REVERSEnot assigned COG5077 peptidase_C19C Peptidase_C19 	protein.degradation.ubiquitin	29_5_11

CUST_75670_PI403524517	2	0.22658825	-0.14869785	-0.116033554	0.029271126	0.03727436	-0.029271126	35_21692	"Cluster: Hypothetical protein OSJNBa0009C08.12; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0009C08.12 - Oryza sativa (japonica"	UniRef90_Q8H7T9	"CHR3V7|COORD:22704977..22706449| Identical to UPF0187 protein At3g61320, chloroplast precursor [Arabidopsis Thaliana] (GB:Q9M2D2;GB:Q93YZ0); similar to unknown"	AT3G61320.1	CHR03V5|COORD:338066..335073|protein expressed protein	LOC_Os03g01570.2	" no descriptionmoderately similar to ( 290)AT3G61320| Symbols:  | Identical to UPF0187 protein At3g61320, chloroplast precursor [Arabidopsis Thaliana] (GB:Q9M2D2;GB:Q93YZ0); similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G45870.1); similar to hypothetical protein MXAN_3733 [Myxococcus xanthus DK 1622] (GB:YP_631918.1); similar to Os03g0106000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001048682.1); contains InterPro domain Protein of unknown function UPF0187; (InterPro:IPR007913) | chr3:22704977-22706449 FORWARDUPF0187 COG3781 "	not assigned.unknown	35_2

CUST_21152_PI403524517	2	0.06213951	-0.40746212	0.019191742	0.011817932	-0.0732851	-0.011818886	35_6137	"Cluster: Putative ABC transporter; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative ABC transporter - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69S79	CHR5|COORD:25966199..25971048| ABC1 family protein, contains Pfam domain, PF03109: ABC1 family	AT5G64940.2	CHR02V5|COORD:22071618..22079406|protein ATATH13, putative, expressed	LOC_Os02g36570.1	no descriptionmoderately similar to ( 384)AT5G64940| Symbols: ATATH13 | ATATH13 (ABC2 homolog 13) | chr5:25966342-25970552 FORWARDnot assigned AarF	not assigned.no ontology.ABC1 family protein	35_1_1

CUST_13634_PI404877155	2	-1.2524977	0.89816046	1.2353053	-0.4939165	0.2026658	-0.2026658	Contig7377_at	tonoplast membrane integral protein ZmTIP4-2 [Zea mays]	AAK26773.1	tonoplast intrinsic protein, putative	At2g25810.1	protein Similar to tonoplast membrane integral protein ZmTIP4-2	Os05g14240	"TIP4;1;tonoplast intrinsic protein, putative, similar to tonoplast intrinsic protein  GI:4584429 from (Nicotiana tabacum)"	transport.Major Intrinsic Proteins.TIP	34_19_2

CUST_25818_PI399408534	2	0.07046223	0.090706825	-1.5163422E-4	-0.11280537	-0.009552956	1.5068054E-4	35_12538	"Cluster: RRM-containing RNA-binding protein-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: RRM-containing RNA-binding protein-like - Oryza sativa (japon"	UniRef90_Q6YS82	CHR1V7|COORD:18632486..18635330| zinc finger (Ran-binding) family protein / RNA recognition motif (RRM)-containing protein	AT1G50300.1	CHR09V5|COORD:7353032..7346444|protein zinc finger protein 265, putative, expressed	LOC_Os09g12800.1	no descriptionvery weakly similar to (92.4)AT1G50300| Symbols:  | zinc finger (Ran-binding) family protein / RNA recognition motif (RRM)-containing protein | chr1:18632486-18635330 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF1777 PRK12678	RNA.regulation of transcription.unclassified	27_3_99

CUST_26539_PI403524517	2	0.04037094	-0.6078901	-0.04037094	0.16617966	0.16671562	-0.13629246	35_7686	"Cluster: CHY zinc finger family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: CHY zinc finger family protein, expressed - Oryza sativa (j"	UniRef90_Q2QP88	CHR5V7|COORD:6218262..6220376| zinc finger (C3HC4-type RING finger) family protein	AT5G18650.1	CHR12V5|COORD:21422848..21426505|protein RING finger and CHY zinc finger domain-containing protein 1, putative, expressed	LOC_Os12g35320.1	no descriptionmoderately similar to ( 217)AT5G18650| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr5:6218262-6220376 FORWARDnot assigned zf-CHY	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_77599_PI403524517	2	-0.006849289	0.1314249	0.006849289	0.034939766	-0.03941822	-0.12120342	35_22245	"Cluster: Os11g0112300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os11g0112300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IV53	CHR2V7|COORD:12936122..12936765| GCN5L1 family protein	AT2G30330.1	CHR11V5|COORD:573727..572481|protein GCN5-like protein, putative, expressed	LOC_Os11g02110.1	no descriptionweakly similar to ( 143)AT2G30330| Symbols:  | GCN5L1 family protein | chr2:12936122-12936765 REVERSEnot assigned not assigned not assigned GCN5L1	misc.GCN5-related N-acetyltransferase	26_24

CUST_34596_PI399408534	2	-0.009322643	0.019778728	-0.033236027	0.009322166	0.0734148	-0.23857117	35_5307	"Cluster: Putative zinc finger transcription factor WRKY; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative zinc finger transcription factor WRKY - Oryza"	UniRef90_Q84ZK2	"CHR3V7|COORD:25514..27456| WRKY58 (WRKY DNA-binding protein 58); transcription factor"	AT3G01080.1	CHR07V5|COORD:24313688..24310208|protein WRKY transcription factor 3, putative, expressed	LOC_Os07g40570.1	" no descriptionmoderately similar to ( 211)AT3G01080| Symbols: ATWRKY58, WRKY58 | WRKY58 (WRKY DNA-binding protein 58); transcription factor | chr3:25514-27456 FORWARDWRKY "	RNA.regulation of transcription.WRKY domain transcription factor family	27_3_32

CUST_87847_PI403524517	2	0.07393646	0.17692852	-0.014775276	-0.09351158	-0.043618202	0.01477623	35_25152	"Cluster: Hypothetical protein OJ1663_H12.20; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1663_H12.20 - Oryza sativa (japonica cultiv"	UniRef90_Q5Z802	"CHR1V7|COORD:5675918..5678679| SR45 (arginine/serine-rich 45); RNA binding"	AT1G16610.2	CHR06V5|COORD:30116757..30117770|protein expressed protein	LOC_Os06g49780.1	no description	not assigned.unknown	35_2

CUST_29540_PI399408534	2	0.028863907	0.01837349	0.04673004	-0.22068405	-0.01837349	-0.06115055	35_17263	"Cluster: Probable UDP-N-acetylglucosamine--peptide N- acetylglucosaminyltransferase SPINDLY; n=1; Hordeum vulgare|Rep: Probable UDP-N-acetylglucosamine--peptide"	UniRef90_O82422	"CHR3V7|COORD:3632848..3637553| SPY (SPINDLY); transferase, transferring glycosyl groups"	AT3G11540.1	CHR08V5|COORD:27858713..27866582|protein UDP-N-acetylglucosamine--peptide N-acetylglucosaminyltransferase SPINDLY, putative,	LOC_Os08g44510.1	no descriptionnearly identical (1377)AT3G11540| Symbols: SPY | SPY (SPINDLY) | chr3:3632848-3637553 FORWARDnearly identical (1810)SPY_HORVUProbable UDP-N-acetylglucosamine--peptide N-acetylglucosaminyltransferase SPINDLY - Hordeum vulgare (Barley)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Spy NrfG TPR PilF COG2956 TadD COG0790 PRK02603 COG4235	hormone metabolism.gibberelin.signal transduction	17_6_2

CUST_52331_PI403524517	2	0.38573742	-1.3941121	-0.12550068	0.0696497	0.069099426	-0.069099426	35_14911	"Cluster: Ribosomal protein L10A; n=1; Triticum aestivum|Rep: Ribosomal protein L10A - Triticum aestivum (Wheat)"	UniRef90_Q5I7L3	CHR5V7|COORD:7435331..7436489| 60S ribosomal protein L10A (RPL10aC)	AT5G22440.1	CHR08V5|COORD:27796506..27799834|protein 60S ribosomal protein L10a-1, putative, expressed	LOC_Os08g44380.2	no descriptionmoderately similar to ( 342)AT2G27530| Symbols:  | 60S ribosomal protein L10A (RPL10aB) | chr2:11770520-11771647 REVERSEmoderately similar to ( 260)RL10A_CHLRE60S ribosomal protein L10a - Chlamydomonas reinhardtiinot assigned not assigned RplA Ribosomal_L1 rpl1P rplA	protein.synthesis.misc ribososomal protein	29_2_2

CUST_23586_PI399408534	2	0.23509502	-0.14427757	0.102184296	-0.050774574	-0.2889557	0.050774574	35_29463	Rep: Putative calmodulin - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_O81059	"CHR2V7|COORD:952310..959001| EMB1579 (EMBRYO DEFECTIVE 1579); binding"	AT2G03150.1	CHR07V5|COORD:3467727..3469935|protein cylicin-1, putative, expressed	LOC_Os07g07040.1	"no descriptionvery weakly similar to (98.6)AT2G03150| Symbols: EMB1579 | EMB1579 (EMBRYO DEFECTIVE 1579); binding | chr2:952310-959001 FORWARDnot assigned"	signalling.G-proteins	30_5

CUST_182064_PI403524517	2	0.013810158	-0.019263268	1.6467738	-0.013810158	0.24284554	-0.3980341	35_50617	Rep: B0103C08-B0602B01.13 protein - Oryza sativa (Rice)	UniRef90_Q01H90	"CHR3V7|COORD:3229298..3231824| FLD (FLOWERING LOCUS D); amine oxidase"	AT3G10390.1	CHR04V5|COORD:27851280..27848037|protein flowering locus D, putative, expressed	LOC_Os04g47270.1	"no descriptionmoderately similar to ( 215)AT3G10390| Symbols: FLD | FLD (FLOWERING LOCUS D); amine oxidase | chr3:3229298-3231824 FORWARDnot assigned"	misc.oxidases - copper, flavone etc.	26_7

CUST_149933_PI403524517	2	0.023079395	0.06824446	-0.023078918	0.4008627	-0.31383657	-0.82951117	35_41945	Rep: Putative arm repeat protein - Oryza sativa (Rice)	UniRef90_Q9AY55	CHR2V7|COORD:18518794..18522837| armadillo/beta-catenin repeat family protein / F-box family protein	AT2G44900.1	CHR03V5|COORD:20523944..20527257|protein ATP binding protein, putative, expressed	LOC_Os03g37120.1	no descriptionweakly similar to ( 128)AT2G44900| Symbols:  | armadillo/beta-catenin repeat family protein / F-box family protein | chr2:18518794-18522837 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Extensin_2 Atrophin-1 DUF1421 Drf_FH1 PRK12323 Tymo_45kd_70kd HPC2 PRK07003 PRK07764 DUF605 PRK08853 GRASP55_65 Herpes_BLLF1 PRK05648	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_82659_PI403524517	2	-0.3393898	0.26006794	-0.26006746	2.0680542	-1.1374893	0.88874435	35_23708	"Cluster: Putative cytochrome P-450 like protein; n=1; Oryza sativa|Rep: Putative cytochrome P-450 like protein - Oryza sativa (Rice)"	UniRef90_Q94HM5	"CHR2V7|COORD:18787009..18788996| CYP76C2 (cytochrome P450, family 76, subfamily C, polypeptide 2); oxygen binding"	AT2G45570.1	CHR10V5|COORD:4395367..4402224|protein cytochrome P450 76B1, putative, expressed	LOC_Os10g08540.1	" no descriptionweakly similar to ( 166)AT1G33720| Symbols: CYP76C6 | CYP76C6 (cytochrome P450, family 76, subfamily C, polypeptide 6); oxygen binding | chr1:12220937-12223961 REVERSEweakly similar to ( 147)C76A1_SOLMECytochrome P450 76A1 - Solanum melongena (Eggplant) (Aubergine)not assigned not assigned not assigned not assigned not assigned p450 CypX "	misc.cytochrome P450	26_10

CUST_8637_PI399408534	2	-0.036500454	0.1749115	0.03650093	-0.23140669	0.037518024	-0.23458672	35_50125	"Cluster: Putative serine/threonine-specific protein kinase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative serine/threonine-specific protein kinase -"	UniRef90_Q6K3K2	CHR5V7|COORD:16850301..16852376| lectin protein kinase family protein	AT5G42120.1	CHR02V5|COORD:15357395..15361347|protein carbohydrate binding protein, putative, expressed	LOC_Os02g26160.2	"no descriptionvery weakly similar to (61.2)AT1G29750| Symbols: RKF1 | RKF1 (RECEPTOR-LIKE KINASE IN FLOWERS 1); ATP binding / protein serine/threonine kinase | chr1:10414056-10420454 REVERSEvery weakly similar to (65.9)PSKR_DAUCAPhytosulfokine receptor precursor - Daucus carota (Carrot)not assigned"	signalling.receptor kinases.leucine rich repeat VIII-2	30_2_8_2

CUST_54892_PI403524517	2	0.12247181	0.27452374	-0.087120056	-0.03864193	-0.119903564	0.038640976	35_15623	"Cluster: Hypothetical protein OSJNBa0086P08.24; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0086P08.24 - Oryza sativa (japonica"	UniRef90_Q9FTU2	CHR4V7|COORD:14060060..14060976| DNA-binding protein-related	AT4G28440.1	CHR06V5|COORD:220117..218460|protein OB-fold nucleic acid binding domain containing protein, expressed	LOC_Os06g01370.1	no descriptionweakly similar to ( 139)AT2G33845| Symbols:  | DNA-binding protein-related | chr2:14324857-14325788 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK06461 SoSSB_OBF PRK07764 APC_basic PRK12323 PRK07003 Extensin_2 Tymo_45kd_70kd Atrophin-1 PRK12678 PRK10819	not assigned.no ontology	35_1

CUST_68462_PI403524517	2	-0.10985184	0.12529469	-0.021949768	0.021950722	-0.04590702	0.09873104	35_19582	"Cluster: Arm repeat containing protein homolog-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Arm repeat containing protein homolog-like - Oryza sativa"	UniRef90_Q7F1U7	CHR3V7|COORD:151927..152994| armadillo/beta-catenin repeat family protein	AT3G01400.1	CHR07V5|COORD:23720078..23723101|protein spotted leaf protein 11, putative, expressed	LOC_Os07g39590.1	no descriptionmoderately similar to ( 231)AT3G01400| Symbols:  | armadillo/beta-catenin repeat family protein | chr3:151927-152994 FORWARDweakly similar to ( 155)SPL11_ORYSAnot assigned not assigned not assigned ARM	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_11698_PI404877155	2	0.14192963	0.37160778	-0.006652832	-0.085977554	-0.04937744	0.0066518784	Contig5377_at	aldehyde dehydrogenase [Oryza sativa (indica cultivar-group)] ref|XP_473356.1| OSJNBa0011L07.12 [Oryza sativa (japonica cultivar-group)] emb	AAQ04829.1	aldehyde dehydrogenase family protein	At4g36250.1	protein aldehyde dehydrogenase (NAD) family protein	Os04g45720	probable kinesin heavy chain	fermentation.aldehyde dehydrogenase	5_10

CUST_55423_PI403524517	2	-0.23132038	0.40032578	0.24170685	0.046848297	-0.046848297	-0.06615543	35_15776	Rep: Phytochelatin synthetase - Triticum aestivum (Wheat)	UniRef90_Q6T252	CHR5V7|COORD:24528692..24531158| COB (COBRA)	AT5G60920.1	CHR05V5|COORD:18641761..18638118|protein COBRA-like protein 4 precursor, putative, expressed	LOC_Os05g32110.1	no descriptionhighly similar to ( 668)AT5G60920| Symbols: COB | COB (COBRA) | chr5:24528692-24531158 REVERSEhighly similar to ( 794)COBL3_ORYSAPhytochel_synth	cell wall.cellulose synthesis	10_2

CUST_175444_PI403524517	2	-0.044360638	0.28578043	0.2534623	0.04436016	-0.12878418	-0.46500587	35_48831	"Cluster: S-adenosylmethionine decarboxylase proenzyme (EC 4.1.1.50) (AdoMetDC) (SamDC) [Contains: S-adenosylmethionine decarboxylase alpha chain; S- adenosylmet"	UniRef90_Q42829		0	CHR04V5|COORD:24695954..24699691|protein S-adenosylmethionine decarboxylase proenzyme, putative, expressed	LOC_Os04g42090.4	no descriptionvery weakly similar to (61.2)DCAM_MAIZES-adenosylmethionine decarboxylase proenzyme - Zea mays (Maize)	polyamine metabolism.synthesis.SAM decarboxylase	22_1_2

CUST_54002_PI403524517	2	0.095308304	-0.2839489	-0.034118652	0.0206604	0.09327698	-0.020662308	35_15369	"Cluster: Putative nucleosome/chromatin assembly factor A; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative nucleosome/chromatin assembly factor A - Ory"	UniRef90_Q69JW2	"CHR1V7|COORD:6481457..6483454| NRP2 (NAP1-RELATED PROTEIN 2); DNA binding / chromatin binding / histone binding"	AT1G18800.1	CHR02V5|COORD:22150173..22145563|protein protein SET, putative, expressed	LOC_Os02g36710.1	"no descriptionmoderately similar to ( 270)AT1G18800| Symbols: NRP2 | NRP2 (NAP1-RELATED PROTEIN 2); DNA binding / chromatin binding / histone binding | chr1:6481457-6483454 REVERSEnot assigned not assigned NAP"	DNA.synthesis/chromatin structure	28_1

CUST_30519_PI403524517	2	0.13042736	-0.840292	0.22254753	-0.13042831	0.21017265	-0.2072401	35_8810	"Cluster: Hypothetical protein P0701D05.25; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0701D05.25 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5VQH6	"CHR2V7|COORD:16942005..16945111| similar to Os01g0166800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001042118.1); similar to P0028E10.3 [Oryza sativa"	AT2G40550.1	CHR01V5|COORD:3426456..3422543|protein expressed protein	LOC_Os01g07260.1	"no descriptionweakly similar to ( 187)AT2G40550| Symbols:  | similar to Os01g0166800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001042118.1); similar to P0028E10.3 [Oryza sativa (japonica cultivar-group)] (GB:BAB39900.1); contains domain gb def: Hypothetical protein At2g40550 (PTHR13489:SF2); contains domain FAMILY NOT NAMED (PTHR13489) | chr2:16942005-16945111 FORWARDnot assigned"	not assigned.unknown	35_2

CUST_180349_PI403524517	2	0.0765295	-0.35148907	0.07605553	-0.07605553	0.12724113	-0.1360035	35_50156	"Cluster: Hypothetical protein OSJNBa0091B22.9; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0091B22.9 - Oryza sativa (japonica cu"	UniRef90_Q6AUV3	"CHR5V7|COORD:26978450..26980840| similar to proline-rich family protein [Arabidopsis thaliana] (TAIR:AT3G49840.1); similar to expressed protein [Oryza"	AT5G67610.1	CHR03V5|COORD:17971006..17975622|protein rhodopsin-like receptor, putative, expressed	LOC_Os03g31570.1	"no descriptionweakly similar to ( 176)AT5G67610| Symbols:  | similar to proline-rich family protein [Arabidopsis thaliana] (TAIR:AT3G49840.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABF97955.1); similar to Os03g0654500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001050797.1); similar to Os03g0430000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001050422.1) | chr5:26978450-26980840 REVERSEnot assigned"	not assigned.unknown	35_2

CUST_69146_PI403524517	2	0.027182579	-0.031107903	-0.034787178	-0.018238068	0.031659126	0.018238068	35_19783	"Cluster: Hypothetical protein P0450E05.18; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0450E05.18 - Oryza sativa (japonica cultivar-g"	UniRef90_Q69IM7	"CHR3V7|COORD:21955186..21956758| FTA (FARNESYLTRANSFERASE A); protein prenyltransferase"	AT3G59380.1	CHR09V5|COORD:20023466..20027001|protein protein farnesyltransferase/geranylgeranyltransferase type I alphasubunit, putative, expressed	LOC_Os09g33930.3	" no descriptionmoderately similar to ( 391)AT3G59380| Symbols: PLP, ATFTA, PFT/PGGT-IALPHA, FTA | FTA (FARNESYLTRANSFERASE A); protein prenyltransferase | chr3:21955186-21956758 FORWARDmoderately similar to ( 388)PFTA_PEAProtein farnesyltransferase/geranylgeranyltransferase type-1 subunit alpha - Pisum sativum (Garden pea)not assigned not assigned BET4 PPTA "	protein.postranslational modification	29_4

CUST_178861_PI403524517	2	-0.021695137	0.10402489	0.039222717	-0.15594196	-0.09168625	0.02169609	35_49748	"Cluster: Hypothetical protein P0417E03.29-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0417E03.29-1 - Oryza sativa (japonica cultiv"	UniRef90_Q5Z4M3	CHR4V7|COORD:17901205..17902113| pentatricopeptide (PPR) repeat-containing protein	AT4G38150.1	CHR06V5|COORD:11692032..11694279|protein expressed protein	LOC_Os06g20354.1	no descriptionvery weakly similar to (64.7)AT4G38150| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr4:17901205-17902113 REVERSE	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_118998_PI403524517	2	-0.0044965744	-0.19706535	6.0653687E-4	0.02072525	0.021150589	-6.0653687E-4	35_33679	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_86836_PI403524517	2	-0.07519913	-0.10772276	0.25085592	0.46704578	0.07519865	-0.2299571	35_24870	"Cluster: Hypothetical protein OSJNBa0072C16.14; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0072C16.14 - Oryza sativa (japonica"	UniRef90_Q65XP7	CHR5V7|COORD:15113440..15114548| seven in absentia (SINA) family protein	AT5G37910.1	CHR05V5|COORD:3023940..3025073|protein ubiquitin-protein ligase/ zinc ion binding protein, putative	LOC_Os05g06100.1	no description	not assigned.unknown	35_2

CUST_37178_PI403524517	2	-0.038942337	0.34263515	-0.056056023	0.09142113	-0.011270523	0.011269569	35_10712	"Cluster: Translation initiation factor IF-2; n=1; Streptomyces coelicolor|Rep: Translation initiation factor IF-2 - Streptomyces coelicolor"	UniRef90_Q8CJQ8	CHR4V7|COORD:16279800..16281899| leucine-rich repeat family protein / extensin family protein	AT4G33970.1	CHR06V5|COORD:29363557..29356514|protein expressed protein	LOC_Os06g48530.1	no description	not assigned.unknown	35_2

CUST_65482_PI403524517	2	0.13650703	0.657732	0.054236412	-0.060134888	-0.06980038	-0.05423546	35_18700	Rep: OSIGBa0092M08.4 protein - Oryza sativa (Rice)	UniRef90_Q01I48	"CHR2V7|COORD:11685664..11686843| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G20940.1); similar to Os04g0416000 [Oryza sativa (japonica"	AT2G27290.1	CHR04V5|COORD:20361467..20363571|protein expressed protein	LOC_Os04g33940.1	"no descriptionweakly similar to ( 184)AT2G27290| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G20940.1); similar to Os04g0416000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001052762.1); similar to Predicted membrane protein (ISS) [Ostreococcus tauri] (GB:CAL57011.1); similar to OSIGBa0092M08.4 [Oryza sativa (indica cultivar-group)] (GB:CAH67592.1); contains InterPro domain Protein of unknown function DUF1279; (InterPro:IPR009688) | chr2:11685664-11686843 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF1279 PRK12678 DUF566"	not assigned.unknown	35_2

CUST_23616_PI403524517	2	0.0563879	-0.32823038	-0.05638838	0.41412926	-0.112588406	0.061160088	35_6864	"Cluster: Putative glutathione S-transferase OsGSTU9; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative glutathione S-transferase OsGSTU9 - Oryza sativa"	UniRef90_Q945W9	"CHR1V7|COORD:3395740..3396808| ATGSTU18 (GLUTATHIONE S-TRANSFERASE 29); glutathione transferase"	AT1G10360.1	CHR10V5|COORD:20262829..20263924|protein glutathione S-transferase GSTU6, putative, expressed	LOC_Os10g38590.1	" no descriptionmoderately similar to ( 209)AT1G10360| Symbols: GST29, ATGSTU18 | ATGSTU18 (GLUTATHIONE S-TRANSFERASE 29); glutathione transferase | chr1:3395740-3396808 REVERSEmoderately similar to ( 249)GSTU6_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned GST_C_Tau GST_N_Tau Gst GST_N_family GST_N GST_N_Zeta PRK10357 PRK12678 GST_N_4 GST_N_Phi GST_N_Omega DM6 "	misc.glutathione S transferases	26_9

CUST_19439_PI404877155	2	0.032790184	-0.032791138	0.03578472	0.0454216	-0.116028786	-0.03922844	rbags16o16_s_at	diaminopimelate epimerase family protein [Arabidopsis thaliana] pir||T45898 diaminopimelate epimerase-like protein - Arabidopsis thaliana	NP_190926.1	diaminopimelate epimerase family protein	At3g53580.1	protein diaminopimelate epimerase	Os12g37960	diaminopimelate epimerase - like protein	amino acid metabolism.synthesis.aspartate family.lysine	13_1_3_5

CUST_29801_PI399408534	2	-0.19180202	0.023141861	0.041934013	-0.0043611526	0.0043611526	-0.10378075	35_2894	Rep: F24B9.29 protein - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q9LQN8	CHR1V7|COORD:2359814..2366420| leucine-rich repeat transmembrane protein kinase, putative	AT1G07650.1	CHR09V5|COORD:10784209..10792868|protein receptor-like protein kinase 2, putative, expressed	LOC_Os09g17630.1	 no descriptionhighly similar to ( 736)AT1G07650| Symbols:  | leucine-rich repeat transmembrane protein kinase, putative | chr1:2359814-2366420 REVERSEmoderately similar to ( 235)NORK_MEDTRNodulation receptor kinase precursor - Medicago truncatula (Barrel medic)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TyrKc PTKc Pkinase_Tyr S_TKc S_TKc Pkinase PTKc_Src_like PTKc_Csk_like PTKc_Jak_rpt2 PTKc_Srm_Brk PTKc_Trk PTKc_EphR PTKc_InsR_like PTKc_EGFR_like SPS1 PTKc_Lck_Blk PTKc_Frk_like PTKc_Itk PTKc_Tec_like PTKc_Ror PTKc_Fes_like PTKc_TrkA PTKc_Syk_like PTKc_Lyn PTKc_Tyk2_rpt2 PTKc_ALK_LTK PTKc_Jak2_Jak3_rpt2 PTKc_Musk PTKc_EphR_A2 PTKc_Fyn_Yrk PTKc_Src PTKc_DDR PTKc_Btk_Bmx PTKc_EphR_B PTKc_RET PTKc_TrkB PTKc_Ack_like PTK_CCK4 PTKc_Hck PTKc_FAK PTKc_Tec_Rlk PTKc_EphR_A PTKc_DDR_like PTKc_Chk PTKc_FGFR PTK_HER3 PTKc_Yes PTKc_c-ros PTKc_TrkC PTKc_HER4 PTKc_EGFR PTKc_DDR2 PTKc_HER2 PTKc_Fer PTKc_Abl PTKc_Axl_like PTKc_Csk PTKc_Fes PTKc_Met_Ron PTKc_Ror1 PTKc_PDGFR PTKc_Tie1 PTKc_DDR1 PTKc_EphR_A10 PTKc_InsR PTKc_IGF-1R PTKc_Tie PTKc_Ror2 PTKc_Axl PTKc_Tie2 PTKc_Jak1_rpt2 PTKc_FGFR2 PTKc_Aatyk PTKc_FGFR1 PTKc_Aatyk1_Aatyk3 PTKc_Syk PTKc_FGFR4 PTKc_Zap-70 PTKc_FGFR3 PTK_Ryk PTKc_Aatyk2 PTKc_Tyro3 PTK_Jak2_Jak3_rpt1 PTKc_VEGFR PTK_Jak_rpt1 PTKc_Kit PTKc_VEGFR2 PTKc_VEGFR3 PTKc_CSF-1R PTKc_PDGFR_alpha PTK_Tyk2_rpt1 	signalling.receptor kinases.DUF 26	30_2_17

CUST_22361_PI403524517	2	0.18478107	0.2988348	0.039952278	-0.30113983	-0.18344498	-0.039952278	35_6496	"Cluster: Expressed protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QMG9	CHR3V7|COORD:8052453..8057895| kinase interacting family protein	AT3G22790.1	CHR12V5|COORD:25511306..25502481|protein expressed protein	LOC_Os12g41200.1	no descriptionvery weakly similar to (57.8)AT3G22790| Symbols:  | kinase interacting family protein | chr3:8052453-8057895 REVERSEnot assigned not assigned not assigned	protein.postranslational modification	29_4

CUST_177895_PI403524517	2	0.019108772	0.1416359	0.079530716	-0.057950974	-0.034830093	-0.019107819	35_49480	Rep: Hypothetical protein - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_A0MFP9	CHR5V7|COORD:23116185..23116594| unknown protein	AT5G57080.1	CHR09V5|COORD:3826027..3825022|protein expressed protein	LOC_Os09g07614.1	no description	not assigned.unknown	35_2

CUST_13506_PI404877155	2	0.21035004	-1.2737513	-0.21035099	0.5666046	0.2895918	-0.24222755	Contig7239_s_at	photosystem II protein W-like protein [Oryza sativa (japonica cultivar-group)]	NP_914970.1	photosystem II reaction centre W (PsbW) family protein	At4g28660.1	protein Photosystem II reaction centre W protein, PsbW, putative	Os01g71190	photosystem II protein W-like protein	PS.lightreaction.photosystem II.PSII polypeptide subunits	1_01_01_02

CUST_27170_PI403524517	2	0.30264187	-0.018544674	0.018544674	0.17377281	-0.3794942	-0.12837887	35_7869	Rep: F14J16.20 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q9LG18	CHR1V7|COORD:20922560..20925798| CBS domain-containing protein / transporter associated domain-containing protein	AT1G55930.1	CHR03V5|COORD:21984229..21970778|protein expressed protein	LOC_Os03g39640.1	no descriptionmoderately similar to ( 315)AT1G55930| Symbols:  | CBS domain-containing protein / transporter associated domain-containing protein | chr1:20922560-20925798 FORWARDnot assigned DUF21 CorB TlyC PRK11573	not assigned.no ontology	35_1

CUST_126012_PI403524517	2	-1.1346021	0.54465723	0.23487806	0.28193235	-0.46040297	-0.23487806	35_35478	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_2161_PI403524517	2	-0.4420662	0.08462143	1.6230097	-0.08462143	0.4857664	-0.59035015	35_579	"Cluster: Putative proline-rich protein APG; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative proline-rich protein APG - Oryza sativa (japonica cultivar"	UniRef90_Q6Z7T3	CHR5V7|COORD:12620003..12621900| GDSL-motif lipase/hydrolase family protein	AT5G33370.1	CHR02V5|COORD:30961730..30959713|protein anther-specific proline-rich protein APG precursor, putative, expressed	LOC_Os02g50690.1	no descriptionvery weakly similar to (94.7)AT5G33370| Symbols:  | GDSL-motif lipase/hydrolase family protein | chr5:12620094-12621900 REVERSEvery weakly similar to (66.6)APG_BRANAAnther-specific proline-rich protein APG - Brassica napus (Rape)SGNH_plant_lipase_like	misc.GDSL-motif lipase	26_28

CUST_133112_PI403524517	2	-0.36384535	0.7274642	0.26569986	-0.3453536	0.11991882	-0.11991882	35_37375	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_4639_PI403524517	2	0.15511894	-0.014932632	0.014932632	-0.1265192	0.07278156	-0.05751133	35_1281	"Cluster: Os09g0444700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os09g0444700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J1F2	CHR1V7|COORD:27407119..27408168| mitochondrial substrate carrier family protein	AT1G72820.1	CHR09V5|COORD:16560779..16557394|protein mitochondrial carrier-like protein, putative, expressed	LOC_Os09g27240.2	no descriptionmoderately similar to ( 230)AT1G72820| Symbols:  | mitochondrial substrate carrier family protein | chr1:27407119-27408168 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Mito_carr	transport.metabolite transporters at the mitochondrial membrane	34_9

CUST_169197_PI403524517	2	-0.14902353	0.06962633	0.32152843	-0.21094751	-0.06962681	0.13773727	35_47123	"Cluster: Tetratricopeptide-like helical; n=1; Medicago truncatula|Rep: Tetratricopeptide-like helical - Medicago truncatula (Barrel medic)"	UniRef90_Q2HS18	CHR1V7|COORD:5329106..5331706| pentatricopeptide (PPR) repeat-containing protein	AT1G15510.1	CHR06V5|COORD:4312313..4314334|protein pentatricopeptide repeat protein PPR986-12, putative, expressed	LOC_Os06g08650.1	no descriptionweakly similar to ( 113)AT1G15510| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr1:5329106-5331706 FORWARD	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_81732_PI403524517	2	0.09993076	-0.8733797	0.02392006	-0.05329418	0.06979942	-0.02392006	35_23444	"Cluster: Putative DnaJ homolog, subfamily C, member 9; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative DnaJ homolog, subfamily C, member 9 - Oryza sat"	UniRef90_Q6H7N3	"CHR5V7|COORD:2140599..2142526| ATJ6 (ARABIDOPSIS J-DOMAIN PROTEIN 6); heat shock protein binding / unfolded protein binding"	AT5G06910.1	CHR02V5|COORD:5351367..5355147|protein chaperone protein dnaJ 6, putative, expressed	LOC_Os02g10220.1	" no descriptionmoderately similar to ( 250)AT5G06910| Symbols: EMB1393, ATJ6 | ATJ6 (ARABIDOPSIS J-DOMAIN PROTEIN 6); heat shock protein binding / unfolded protein binding | chr5:2140599-2142526 FORWARDvery weakly similar to (65.1)DNJH_CUCSADnaJ protein homolog - Cucumis sativus (Cucumber)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DnaJ DnaJ DnaJ PRK10767 CbpA djlA PRK10266 SEC63 "	stress.abiotic.heat	20_2_1

CUST_103089_PI403524517	2	-0.021215916	0.33627796	0.25497437	-0.12862825	0.021215439	-0.107889175	35_29398	"Cluster: Beta-carotene hydroxylase, putative, expressed; n=2; Liliopsida|Rep: Beta-carotene hydroxylase, putative, expressed - Oryza sativa (japonica cultivar-g"	UniRef90_Q10SE7	"CHR4V7|COORD:13094151..13095875| BETA-OHASE 1 (BETA-HYDROXYLASE 1); beta-carotene hydroxylase"	AT4G25700.1	CHR03V5|COORD:1417543..1414701|protein beta-carotene hydroxylase, putative, expressed	LOC_Os03g03370.1	 no descriptionvery weakly similar to (94.0)AT4G25700| Symbols: B1, CHY1, BETA-OHASE 1 | BETA-OHASE 1 (BETA-HYDROXYLASE 1) | chr4:13094974-13095875 REVERSE	secondary metabolism.isoprenoids.carotenoids	16_1_4

CUST_59805_PI403524517	2	-0.005630493	-0.33300686	0.005631447	0.031282425	0.09514713	-0.045873642	35_17051	"Cluster: Putative UVB-resistance protein UVR8; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative UVB-resistance protein UVR8 - Oryza sativa (japonica"	UniRef90_Q6ZKB8	CHR5V7|COORD:5240863..5243311| regulator of chromosome condensation (RCC1) family protein	AT5G16040.1	CHR08V5|COORD:20692046..20688046|protein HECT domain and RCC1-like domain-containing protein 2, putative, expressed	LOC_Os08g33390.1	no descriptionhighly similar to ( 582)AT5G16040| Symbols:  | regulator of chromosome condensation (RCC1) family protein | chr5:5240863-5243311 REVERSEnot assigned not assigned not assigned not assigned ATS1 RCC1	cell.division	31_2

CUST_71232_PI403524517	2	0.014760017	0.45710468	-0.20169163	-0.0051107407	-0.10314083	0.0051107407	35_20407	"Cluster: Glycosyltransferase family 14 protein, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Glycosyltransferase family 14"	UniRef90_Q10NA4	CHR5V7|COORD:16021722..16023656| glycosyltransferase family 14 protein / core-2/I-branching enzyme family protein	AT5G39990.1	CHR03V5|COORD:9366471..9361976|protein BGGP Beta-1-3-galactosyl-O-glycosyl-glycoprotein, putative, expressed	LOC_Os03g16890.1	no descriptionmoderately similar to ( 221)AT5G39990| Symbols:  | glycosyltransferase family 14 protein / core-2/I-branching enzyme family protein | chr5:16021722-16023656 FORWARDnot assigned Branch	misc.UDP glucosyl and glucoronyl transferases	26_2

CUST_164524_PI403524517	2	0.35675812	-0.36985588	0.007060051	0.004644394	-0.0762825	-0.004644394	35_45859	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_15321_PI403524517	2	-0.119342804	0.23357105	0.0534544	-0.036413193	-0.27262402	0.036413193	35_4421	"Cluster: Serine/threonine kinase-like protein ABC1036; n=3; Hordeum vulgare subsp. vulgare|Rep: Serine/threonine kinase-like protein ABC1036 - Hordeum vulgare v"	UniRef90_Q1KMQ1	CHR2V7|COORD:2981079..2983268| protein kinase, putative	AT2G07180.1	CHR03V5|COORD:34441879..34446703|protein protein kinase APK1B, chloroplast precursor, putative, expressed	LOC_Os03g60710.1	 no descriptionvery weakly similar to (68.9)AT1G72540| Symbols:  | protein kinase, putative | chr1:27318594-27320331 REVERSEnot assigned 	protein.postranslational modification.kinase.receptor like cytoplasmatic kinase VII	29_4_1_57

CUST_48772_PI403524517	2	0.11011505	-0.98576355	-0.092739105	-0.0023078918	0.0039787292	0.0023078918	35_13928	Rep: Protein H2A.6 - Triticum aestivum (Wheat)	UniRef90_Q43214	CHR5V7|COORD:24132831..24133370| histone H2A, putative	AT5G59870.1	CHR03V5|COORD:9478877..9477951|protein histone H2A, putative, expressed	LOC_Os03g17100.1	 no descriptionweakly similar to ( 156)AT5G02560| Symbols:  | histone H2A, putative | chr5:575435-576454 FORWARDweakly similar to ( 184)H2A5_WHEATProtein H2A.5 - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned H2A H2A HTA1 Histone PRK12323 PRK07003 	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_10631_PI404877155	2	0.0099077225	1.8864756	-0.1452179	0.10470772	-0.390316	-0.009908676	Contig4330_at	universal stress protein (USP) family protein [Arabidopsis thaliana] gb|AAK59650.1| unknown protein [Arabidopsis thaliana]	NP_191814.1	universal stress protein (USP) family protein	At3g62550.1	protein universal stress protein family	Os03g19270	gi|15228790|ref|NP_191814.1| expressed protein	hormone metabolism.ethylene.induced-regulated-responsive-activated	17_5_3

CUST_162714_PI403524517	2	-0.09705353	0.3716731	0.021811485	-0.021811485	-0.033376694	0.074521065	35_45385	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_147340_PI403524517	2	-0.0462265	-0.55582047	-0.11034298	0.4027958	0.10736418	0.0462265	35_41233	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_113497_PI403524517	2	0.18521023	0.10842991	0.07454491	-0.45455647	-0.57840633	-0.07454395	35_32216	Rep: unknown protein - Arabidopsis thaliana	UniRef90_UPI0000196FB2	"CHR3V7|COORD:18687418..18694926| similar to cupin family protein [Arabidopsis thaliana] (TAIR:AT2G18540.1); similar to Unknown protein [Oryza sativa (japonica"	AT3G50370.1	0	0	"no descriptionvery weakly similar to (64.3)AT3G50370| Symbols:  | similar to cupin family protein [Arabidopsis thaliana] (TAIR:AT2G18540.1); similar to Unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAK52550.1) | chr3:18687418-18694926 REVERSE"	not assigned.unknown	35_2

CUST_169426_PI403524517	2	0.43448162	-0.09823513	0.034125328	-0.025706768	-0.12042475	0.025706291	35_47188	Rep: OSIGBa0152L12.3 protein - Oryza sativa (Rice)	UniRef90_Q01JT1		0	CHR04V5|COORD:30708554..30715020|protein expressed protein	LOC_Os04g52074.1	no description	not assigned.unknown	35_2

CUST_93611_PI403524517	2	-0.14693832	-0.23790741	0.075805664	0.17695236	-0.06474495	0.0647459	35_26766	"Cluster: Os06g0109500 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0109500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DF82	CHR2V7|COORD:16201717..16203073| haloacid dehalogenase-like hydrolase family protein	AT2G38740.1	CHR06V5|COORD:555548..554637|protein phosphoglycolate phosphatase, plasmid, putative, expressed	LOC_Os06g01990.1	no descriptionvery weakly similar to (54.3)AT2G38740| Symbols:  | haloacid dehalogenase-like hydrolase family protein | chr2:16201717-16203073 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG0637 PRK10725 Gph TT_ORF1 Hydrolase PRK09169 PRK11587	not assigned.no ontology	35_1

CUST_138743_PI403524517	2	0.1075654	-0.19844675	-0.23219585	0.27599335	-0.013885498	0.013885498	35_38916	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_39808_PI403524517	2	0.24044132	-0.19955206	-0.052881718	0.120605946	-0.0684948	0.052881718	35_11449	"Cluster: Os01g0686000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0686000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JKB2	"CHR3V7|COORD:765566..766066| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G17350.1); similar to conserved hypothetical protein [Medicago truncatul"	AT3G03280.1	CHR01V5|COORD:28616229..28617119|protein expressed protein	LOC_Os01g49210.1	"no descriptionvery weakly similar to (62.8)AT3G03280| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G17350.1); similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE92227.1); contains InterPro domain TGS-like; (InterPro:IPR012676) | chr3:765566-766066 FORWARD"	not assigned.unknown	35_2

CUST_19254_PI404877155	2	0.0042333603	0.1732235	-0.021230698	-0.004234314	-0.34473705	0.10178566	rbaal1i15_s_at	putative reductase [Oryza sativa (japonica cultivar-group)]	AAL58200.1	NADH-ubiquinone dehydrogenase, mitochondrial, putative	At5g37510.2	protein putative reductase	Os03g50540	NADH dehydrogenase (ubiquinone)	mitochondrial electron transport / ATP synthesis.NADH-DH.localisation not clear	9_1_2

CUST_133319_PI403524517	2	-0.016611576	0.016611576	-0.14468479	0.23734093	-0.11777592	0.026686192	35_37429	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_12855_PI399408534	2	0.09162617	0.037812233	0.050704002	-0.18646526	-0.037812233	-0.378716	35_45015	"Cluster: Putative SET-domain transcriptional regulator; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative SET-domain transcriptional regulator - Oryza s"	UniRef90_Q7XHM7	CHR2V7|COORD:14117155..14119110| SUVH2 (SU(VAR)3-9 HOMOLOG 2)	AT2G33290.1	CHR07V5|COORD:14561567..14568531|protein histone-lysine N-methyltransferase, H3 lysine-9, H3 lysine-27, H4lysine-20 and cytosine specific SUVH2,	LOC_Os07g25450.1	"no descriptionvery weakly similar to (84.0)AT4G13460| Symbols: SUVH9 | SUVH9 (SU(VAR)3-9 HOMOLOG 9); histone-lysine N-methyltransferase/ zinc ion binding | chr4:7824649-7826601 REVERSESRA YDG_SRA"	RNA.regulation of transcription.SET-domain transcriptional regulator family	27_3_69

CUST_72913_PI403524517	2	-0.117323875	-0.48674822	0.07727909	0.062079906	-0.0041069984	0.0041074753	35_20904	"Cluster: Putative aminodeoxychorismate synthase/glutamin amidotransferase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative aminodeoxychorismate"	UniRef90_Q5Z856	"CHR2V7|COORD:12406014..12410185| EMB1997 (EMBRYO DEFECTIVE 1997); catalytic/ ligase/ oxo-acid-lyase"	AT2G28880.1	CHR06V5|COORD:29412394..29417994|protein EMB1997, putative, expressed	LOC_Os06g48620.1	" no descriptionmoderately similar to ( 268)AT2G28880| Symbols: EMB1997 | EMB1997 (EMBRYO DEFECTIVE 1997); catalytic/ ligase/ oxo-acid-lyase | chr2:12406014-12410185 REVERSEvery weakly similar to (50.4)ICS_CATROIsochorismate synthase, chloroplast precursor - Catharanthus roseus (Rosy periwinkle) (Madagascar periwinkle)not assigned not assigned TrpE Chorismate_bind PRK07508 PRK09070 PRK05940 PRK06404 PRK05877 PRK07093 MenF PRK07912 PRK07054 PRK06772 PRK06923 "	amino acid metabolism.synthesis.aromatic aa.tryptophan.anthranilate synthase	13_1_6_5_1

CUST_151866_PI403524517	2	0.17298031	-0.13545609	0.0145664215	-0.04141426	0.28349686	-0.0145664215	35_42458	"Cluster: Mitochondrial carrier protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Mitochondrial carrier protein, expressed - Oryza sativa (jap"	UniRef90_Q10NJ7	CHR3V7|COORD:20651027..20653390| mitochondrial substrate carrier family protein	AT3G55640.1	CHR03V5|COORD:8845017..8848273|protein protein brittle-1, chloroplast precursor, putative, expressed	LOC_Os03g16080.1	 no descriptionweakly similar to ( 146)AT3G55640| Symbols:  | mitochondrial substrate carrier family protein | chr3:20651027-20653390 FORWARDvery weakly similar to (60.8)BT1_MAIZEProtein brittle-1, chloroplast precursor - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Mito_carr 	transport.metabolite transporters at the mitochondrial membrane	34_9

CUST_115046_PI403524517	2	-0.09906864	-0.15703773	0.10375166	0.22604895	0.0017199516	-0.0017194748	35_32641	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_18137_PI403524517	2	0.25903273	-0.4646759	0.045202732	0.2652917	-0.051266193	-0.045202255	35_5238	"Cluster: Phosphatidylinositol glycan synthesis class F protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Phosphatidylinositol glycan synthesis class F p"	UniRef90_Q0PGJ2	CHR1V7|COORD:5504741..5506450| similar to phosphatidylinositol glycan synthesis class F protein [Oryza sativa (japonica cultivar-group)]	AT1G16040.1	CHR03V5|COORD:1619955..1624759|protein glycosylphosphatidylinositol anchor biosynthesis protein 11, putative, expressed	LOC_Os03g03690.2	"no descriptionweakly similar to ( 102)AT1G16040| Symbols:  | similar to phosphatidylinositol glycan synthesis class F protein [Oryza sativa (japonica cultivar-group)] (GB:ABH07430.1); similar to Os03g0129000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001048844.1); contains InterPro domain Phospho-ethanolamine N-methyltransferase; (InterPro:IPR009580) | chr1:5504741-5506450 FORWARDnot assigned PIG-F"	not assigned.no ontology	35_1

CUST_60826_PI403524517	2	-0.30419874	-0.66076183	0.55164623	0.057497025	0.48134565	-0.057497025	35_17349	"Cluster: Hypothetical protein OSJNBa0014O06.1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0014O06.1 - Oryza sativa (japonica cu"	UniRef90_Q8H071	CHR5V7|COORD:17342304..17342917| similar to hypothetical protein MtrDRAFT_AC141109g4v1 [Medicago truncatula] (GB:ABE79896.1)	AT5G43150.1	CHR03V5|COORD:5561827..5561154|protein expressed protein	LOC_Os03g10860.1	no descriptionvery weakly similar to (61.6)AT5G43150| Symbols:  | similar to hypothetical protein MtrDRAFT_AC141109g4v1 [Medicago truncatula] (GB:ABE79896.1) | chr5:17342304-17342917 FORWARD	not assigned.unknown	35_2

CUST_11595_PI404877155	2	0.03286457	-0.58200264	-0.032863617	0.12808228	0.037783623	-0.06663799	Contig5267_at	glucose-1-phosphate adenylyltransferase (EC 2.7.7.27) large chain - barley gb|AAC49729.1| ADP-glucose pyrophosphorylase large subunit [Horde	T06194	glucose-1-phosphate adenylyltransferase large subunit 1 (APL1) / ADP-glucose pyrophosphorylase (ADG2)	At5g19220.1	protein putative ADP-glucose pyrophosphorylase	Os03g52460	Encodes the large subunit of ADP-glucose pyrophosphorylase which catalyzes the first, rate limiting step in starch biosynthesis.  The large subunit plays a regulatory role whereas the small subunit (ApS) is the catalytic isoform. Four isoforms (ApL1-4) ha	major CHO metabolism.synthesis.starch.AGPase	2_1_2_01

CUST_80466_PI403524517	2	-0.03284836	0.27465916	0.03284836	-0.06862354	0.18859243	-0.31517076	35_23076	"Cluster: Phosphate starvation response regulator-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Phosphate starvation response regulator-like pro"	UniRef90_Q84P88	CHR3V7|COORD:6696401..6698079| leucine-rich repeat family protein	AT3G19320.1	CHR07V5|COORD:14752059..14757679|protein CDPK substrate protein 1, putative, expressed	LOC_Os07g25710.4	no description	not assigned.unknown	35_2

CUST_85037_PI403524517	2	0.0120716095	0.17601871	0.0068941116	-0.16814995	-0.15682697	-0.0068950653	35_24363	"Cluster: 3'(2'),5'-bisphosphate nucleotidase (EC 3.1.3.7) (3'(2'),5- bisphosphonucleoside 3'(2')-phosphohydrolase); n=2; Oryza sativa|Rep:"	UniRef90_Q40639	"CHR5V7|COORD:25627066..25629028| SAL1 (FIERY1); 3'(2'),5'-bisphosphate nucleotidase/ inositol or phosphatidylinositol phosphatase"	AT5G63980.1	CHR12V5|COORD:4218460..4215552|protein expressed protein	LOC_Os12g08280.1	" no descriptionvery weakly similar to (55.1)AT5G63980| Symbols: ATSAL1, HOS2, FRY1, SAL1 | SAL1 (FIERY1); 3'(2'),5'-bisphosphate nucleotidase/ inositol or phosphatidylinositol phosphatase | chr5:25627066-25629028 FORWARDvery weakly similar to (53.9)DPNP_ORYSA3'(2'),5'-bisphosphate nucleotidase - Oryza sativa (Rice)Tymo_45kd_70kd "	nucleotide metabolism.degradation	23_2

CUST_136209_PI403524517	2	-0.017904758	0.28237295	0.006178856	-0.006178856	-0.26392937	0.020034313	35_38199	"Cluster: Os02g0282500 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0282500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E209	CHR5V7|COORD:17946900..17951415| disease resistance protein (TIR-NBS-LRR class), putative	AT5G44510.1	CHR02V5|COORD:10503047..10508539|protein NB-ARC domain containing protein, expressed	LOC_Os02g18080.1	no description	not assigned.unknown	35_2

CUST_54624_PI403524517	2	-0.038928032	-0.52918816	-0.14068317	0.07574749	0.038928986	0.05158329	35_15546	"Cluster: Presequence protease 1, chloroplast/mitochondrial precursor; n=2; Arabidopsis thaliana|Rep: Presequence protease 1, chloroplast/mitochondrial precursor"	UniRef90_Q9LJL3	"CHR3V7|COORD:6625584..6631880| ATPREP1/ATZNMP (PRESEQUENCE PROTEASE 1); metalloendopeptidase"	AT3G19170.1	CHR02V5|COORD:32056369..32064578|protein protein hypA, putative, expressed	LOC_Os02g52390.1	" no descriptionnearly identical (1525)AT3G19170| Symbols: ATPREP1, ATZNMP | ATPREP1/ATZNMP (PRESEQUENCE PROTEASE 1); metalloendopeptidase | chr3:6625584-6631880 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG1026 M16C_assoc PqqL Peptidase_M16_C Ptr PRK07764 PRK12323 Drf_FH1 PRK07003 Extensin_2 "	protein.degradation	29_5

CUST_5157_PI404877155	2	0.10894394	-0.412323	-0.10380554	-0.02674675	0.02674675	0.15437794	Contig1664_at	auxin response factor 2 [Oryza sativa]	BAB85913.1	transcriptional factor B3 family protein / auxin-responsive factor, putative (ARF1)	At5g62000.1	protein auxin response factor 2	Os01g70270	0.5_AP2/B3 T02637	hormone metabolism.auxin.signal transduction	17_2_2

CUST_142269_PI403524517	2	0.10527611	-0.12533474	0.055918694	-0.055919647	-0.27552795	0.13580513	35_39877	Rep: H0112G12.14 protein - Oryza sativa (Rice)	UniRef90_Q01JK6		0	CHR04V5|COORD:33553313..33545898|protein expressed protein	LOC_Os04g56630.2	no description	not assigned.unknown	35_2

CUST_69629_PI403524517	2	0.012272835	-0.09310722	-0.012273788	-0.018071175	0.053790092	0.118569374	35_19924	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q75GJ0	"CHR4V7|COORD:13117830..13119991| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G10040.1); similar to Os03g0726800 [Oryza sativa (japonica"	AT4G25770.1	CHR03V5|COORD:29541868..29536486|protein serine esterase family protein, putative, expressed	LOC_Os03g51670.1	" no descriptionmoderately similar to ( 356)AT4G25770| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G10040.1); similar to Os03g0726800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001051137.1); similar to Protein of unknown function DUF676, hydrolase-like [Medicago truncatula] (GB:ABE83409.1); similar to Os08g0143700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001060979.1); contains InterPro domain Esterase/lipase/thioesterase; (InterPro:IPR000379); contains InterPro domain Protein of unknown function DUF676, hydrolase-like; (InterPro:IPR007751) | chr4:13117830-13119991 REVERSEnot assigned DUF676 "	not assigned.unknown	35_2

CUST_22630_PI403524517	2	0.11165619	0.22107697	-0.030143738	-0.16641617	-0.012721062	0.012722015	35_6571	"Cluster: Hypothetical protein P0448B03.3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0448B03.3 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6EQC6	CHR1V7|COORD:24455759..24456874| F-box family protein	AT1G65740.1	CHR09V5|COORD:10461402..10460248|protein hypothetical protein	LOC_Os09g17070.1	no descriptionDUF295	not assigned.unknown	35_2

CUST_83790_PI403524517	2	-0.068284035	0.39933968	0.20800209	-0.17181873	-0.018593788	0.018593788	35_24017	"Cluster: Hypothetical protein OSJNBa0057G07.1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0057G07.1 - Oryza sativa (japonica cu"	UniRef90_Q7Y1H0	CHR3V7|COORD:8220728..8221998| XRCC4 (Arabidopsis thaliana homolog of human DNA ligase IV-binding protein XRCC4)	AT3G23100.1	CHR03V5|COORD:30346063..30348824|protein double strand break repair protein, putative, expressed	LOC_Os03g53000.1	no descriptionmoderately similar to ( 243)AT3G23100| Symbols: XRCC4 | XRCC4 (Arabidopsis thaliana homolog of human DNA ligase IV-binding protein XRCC4) | chr3:8220728-8221998 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned XRCC4 PRK07764 TT_ORF1 PRK12678	DNA.repair	28_2

CUST_111471_PI403524517	2	0.018893719	0.030724525	-0.26571512	-0.07151413	-0.017085552	0.017085075	35_31650	"Cluster: Os01g0207600 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0207600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JPR3	"CHR3V7|COORD:5018282..5020111| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G05480.1); similar to Peptide-N4-(N-acetyl-beta-glucosaminyl)aspara"	AT3G14920.1	CHR01V5|COORD:5840376..5838538|protein peptide-N4-asparagine amidase A, putative	LOC_Os01g10960.1	"no descriptionvery weakly similar to (87.0)AT3G14920| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G05480.1); similar to Peptide-N4-(N-acetyl-beta-glucosaminyl)aspara (GB:P81898) | chr3:5018282-5020111 FORWARDnot assigned not assigned not assigned not assigned not assigned PRK07764 PRK07003 PRK12323"	not assigned.unknown	35_2

CUST_2331_PI403524517	2	-0.7771597	0.4734912	-0.45004368	1.0670695	0.45004368	-0.68924	35_635	Rep: Early nodulin protein - Brachypodium sylvaticum (False brome)	UniRef90_A1YKG9	CHR5V7|COORD:9054255..9055154| early nodulin-related	AT5G25940.1	CHR06V5|COORD:2180117..2179199|protein early nodulin 93, putative, expressed	LOC_Os06g04950.1	no descriptionvery weakly similar to (55.1)AT5G25940| Symbols:  | early nodulin-related | chr5:9054255-9055154 REVERSEvery weakly similar to (76.6)NO93_SOYBNEarly nodulin 93 - Glycine max (Soybean)not assigned not assigned ENOD93 PRK12323	development.unspecified	33_99

CUST_138209_PI403524517	2	2.2607517	-0.5409112	-0.017032623	0.017032146	0.07237387	-0.13129759	35_38765	"Cluster: Asparagine synthetase [glutamine-hydrolyzing]; n=2; Oryza sativa|Rep: Asparagine synthetase [glutamine-hydrolyzing] - Oryza sativa (Rice)"	UniRef90_Q43011	"CHR5V7|COORD:25986450..25989504| ASN2 (ASPARAGINE SYNTHETASE 2); asparagine synthase (glutamine-hydrolyzing)"	AT5G65010.1	CHR06V5|COORD:8764754..8757770|protein asparagine synthetase, putative, expressed	LOC_Os06g15420.1	"no descriptionweakly similar to ( 165)AT5G65010| Symbols: ASN2 | ASN2 (ASPARAGINE SYNTHETASE 2); asparagine synthase (glutamine-hydrolyzing) | chr5:25986450-25989504 FORWARDweakly similar to ( 176)ASNS_ORYSAnot assigned asnB"	amino acid metabolism.synthesis.aspartate family.asparagine	13_1_3_1

CUST_18296_PI403524517	2	-0.0031347275	0.11485863	-0.12112999	0.23487473	-0.15561485	0.0031337738	35_5289	"Cluster: OSJNBa0008M17.8 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0008M17.8 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XN09	CHR2V7|COORD:17273872..17274951| proline-rich family protein	AT2G41420.1	CHR04V5|COORD:31001952..31000753|protein adhesive/proline-rich protein, putative, expressed	LOC_Os04g52504.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF1421 Extensin_2 PRK07764 PRK03427 PRK10263	not assigned.unknown	35_2

CUST_177462_PI403524517	2	0.10773659	-0.045589447	-0.29412937	0.07787895	-0.047657013	0.045588493	35_49363	"Cluster: Putative pollen-specific protein NTP303; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative pollen-specific protein NTP303 - Oryza sativa (japon"	UniRef90_Q7XIF0	"CHR1V7|COORD:28583105..28585914| SKS5 (SKU5 Similar 5); copper ion binding / oxidoreductase"	AT1G76160.1	CHR07V5|COORD:1053439..1056430|protein L-ascorbate oxidase homolog precursor, putative, expressed	LOC_Os07g02810.1	"no descriptionweakly similar to ( 126)AT3G13400| Symbols: SKS13 | SKS13 (SKU5 Similar 13); copper ion binding / oxidoreductase | chr3:4355264-4357312 FORWARDweakly similar to ( 109)ASO_BRANAnot assigned Cu-oxidase_2"	misc.oxidases - copper, flavone etc.	26_7

CUST_34895_PI403524517	2	0.38333607	-0.31301403	0.09586525	0.15998173	-0.09586525	-0.48015738	35_10058	"Cluster: FolC bifunctional protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: FolC bifunctional protein, expressed - Oryza sativa (japonica"	UniRef90_Q10SU1	"CHR5|COORD:1799491..1804296| similar to dihydrofolate synthetase/folylpolyglutamate synthetase (DHFS/FPGS4) [Arabidopsis thaliana] (TAIR:At3g55630.3); similar t"	AT5G05980.2	CHR03V5|COORD:624020..618942|protein folylpolyglutamate synthase, mitochondrial precursor, putative, expressed	LOC_Os03g02030.2	"no descriptionmoderately similar to ( 270)AT5G05980| Symbols: ATDFB | ATDFB (A. THALIANA DHFS-FPGS HOMOLOG B); tetrahydrofolylpolyglutamate synthase | chr5:1799739-1804178 REVERSEnot assigned FolC PRK10846"	C1-metabolism.tetrahydrofolate synthase	25_8

CUST_72308_PI403524517	2	-0.071208954	-0.278821	-0.03334999	0.065849304	0.09270668	0.033350945	35_20722	"Cluster: Branched-chain amino acid aminotransferase, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Branched-chain amino acid"	UniRef90_Q10L48	CHR5V7|COORD:9678824..9682471| aminotransferase class IV family protein	AT5G27410.1	CHR03V5|COORD:13927614..13920181|protein aminotransferase, class IV family protein, expressed	LOC_Os03g24460.2	no descriptionweakly similar to ( 165)AT5G27410| Symbols:  | aminotransferase class IV family protein | chr5:9678824-9682471 FORWARDnot assigned D-AAT_like PLPDE_IV PRK08320 Aminotran_4 PRK06606 BCAT_beta_family PRK12479 PRK06680 IlvE PRK07544 PRK07650 ADCL_like PRK12400	misc.aminotransferases.aminotransferase class IV family protein	26_26_1

CUST_131168_PI403524517	2	0.43420696	0.36198854	0.11147404	-0.28119278	-0.35181952	-0.11147404	35_36838	"Cluster: Hypothetical protein OSJNBa0014E22.23-1; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0014E22.23-1 - Oryza sativa (japon"	UniRef90_Q6H5V9	"CHR5V7|COORD:7870722..7874286| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G48840.1); similar to Os04g0677400 [Oryza sativa (japonica"	AT5G23390.1	CHR02V5|COORD:25569039..25563305|protein expressed protein	LOC_Os02g42530.1	no description	not assigned.unknown	35_2

CUST_35713_PI403524517	2	0.0032758713	-0.5443649	-0.013548851	0.13410187	0.103785515	-0.003276825	35_10299	"Cluster: Protochlorophyllide reductase homolog; n=3; Oryza sativa|Rep: Protochlorophyllide reductase homolog - Oryza sativa (Rice)"	UniRef90_Q9ZSV0	"CHR4V7|COORD:13844157..13846569| FEY (FOREVER YOUNG); oxidoreductase"	AT4G27760.1	CHR02V5|COORD:870724..876584|protein WW domain-containing oxidoreductase, putative, expressed	LOC_Os02g02470.1	" no descriptionweakly similar to ( 117)AT4G27760| Symbols: FEY3, FEY | FEY (FOREVER YOUNG); oxidoreductase | chr4:13844157-13846569 FORWARD"	development.unspecified	33_99

CUST_1789_PI404877155	2	0.2035675	0.005502701	-0.110435486	-0.0055036545	-0.029665947	0.07659531	Contig12003_at	0	BAA97312.1	nucleotide-sugar transporter family protein	At5g65000.1	protein hypothetical protein	Os02g36390	"nucleotide-sugar transporter family protein, low similarity to SP:Q9Y2D2 UDP N-acetylglucosamine transporter {Homo sapiens}; contains Pfam profile PF04142: Nucleotide-sugar transporter or  nucleotide-sugar transporter family protein, low similarity to SP:"	transporter.sugars	34_2

CUST_3140_PI403524517	2	0.021446228	0.09024048	-0.044481277	-0.021445274	-0.06523323	0.048062325	35_852	"Cluster: Os09g0101100 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0101100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J3K2	CHR3V7|COORD:2526726..2528422| HhH-GPD base excision DNA repair family protein	AT3G07930.3	CHR09V5|COORD:247908..243491|protein hhH-GPD superfamily base excision DNA repair protein, expressed	LOC_Os09g01290.2	no descriptionweakly similar to ( 150)AT3G07930| Symbols:  | HhH-GPD base excision DNA repair family protein | chr3:2526726-2528151 FORWARDHhH-GPD ENDO3c MutY ENDO3c Nth	DNA.repair	28_2

CUST_144969_PI403524517	2	0.36659098	0.13995028	0.021646023	-0.2971139	-0.36540747	-0.021646023	35_40600	"Cluster: Hypothetical protein NCU03317.1; n=1; Neurospora crassa|Rep: Hypothetical protein NCU03317.1 - Neurospora crassa"	UniRef90_Q7SEM7		0	0	0	no descriptionnot assigned Alg6_Alg8	not assigned.unknown	35_2

CUST_161753_PI403524517	2	0.05942726	0.24953079	-0.0018367767	-0.08949375	-0.021505356	0.0018358231	35_45120	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10SE2	"CHR5V7|COORD:16638655..16639847| similar to Os03g0125700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001048819.1); similar to expressed protein [Oryza"	AT5G41560.1	CHR03V5|COORD:1445268..1441845|protein expressed protein	LOC_Os03g03420.2	"no descriptionvery weakly similar to (51.6)AT5G41560| Symbols:  | similar to Os03g0125700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001048819.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABF93748.1) | chr5:16638655-16639847 REVERSE"	not assigned.unknown	35_2

CUST_6980_PI404877155	2	-0.3248067	0.9690213	0.0012974739	0.45787668	-0.97019196	-0.0012969971	Contig20469_at	starch synthase II [Hordeum vulgare]	AAN28307.1	glycogen synthase, putative	At3g01180.1	protein soluble starch synthase 2	Os02g51070	0	major CHO metabolism.synthesis.starch.starch synthase	2_1_2_02

CUST_159160_PI403524517	2	0.92032814	-0.06471443	0.06471348	-0.33307457	0.41215897	-0.17367077	35_44427	"Cluster: Putative LOB family protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative LOB family protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5W6R0		0	CHR05V5|COORD:16250290..16249450|protein LOB domain protein 12, putative, expressed	LOC_Os05g27980.1	no description	not assigned.unknown	35_2

CUST_23660_PI403524517	2	-0.013806343	-0.20534372	0.013805866	0.8569412	0.54903793	-0.0389843	35_6875	"Cluster: Os07g0584100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0584100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D541	CHR5V7|COORD:22523703..22524983| protein kinase family protein	AT5G55560.1	CHR07V5|COORD:23676169..23678254|protein serine/threonine-protein kinase WNK2, putative, expressed	LOC_Os07g39520.1	no descriptionmoderately similar to ( 391)AT5G55560| Symbols:  | protein kinase family protein | chr5:22523703-22524983 REVERSEvery weakly similar to (94.4)M2K1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase TyrKc Pkinase_Tyr PTKc SPS1 PTKc_Jak_rpt2 PTKc_Jak1_rpt2 PTKc_Tyk2_rpt2 PTKc_Ack_like PTKc_Jak2_Jak3_rpt2 PTKc_Srm_Brk PTKc_EGFR_like PTKc_Frk_like PTKc_InsR_like PTKc_Src_like PTKc_Tec_Rlk PTKc_Syk_like PTKc_FAK PTKc_EGFR PTKc_Tec_like PTKc_Itk PTKc_HER4 PTK_CCK4 PTKc_Trk PTKc_FGFR PTKc_Abl PTKc_Met_Ron PTKc_PDGFR PTKc_Fyn_Yrk PTKc_Yes PTKc_Lck_Blk PTKc_HER2 PTKc_Lyn PTKc_RET PTK_HER3 PTKc_Hck PTKc_TrkC PTKc_Src PTKc_Btk_Bmx PRK12323 SerH PTKc_Csk_like PTKc_FGFR4 PTK_Ryk PTKc_TrkB PTKc_c-ros PRK07003 PTKc_EphR KIND PTKc_Axl_like PRK07764 PTKc_FGFR2 PTKc_EphR_A PTKc_EphR_A2 PTKc_Tyro3 PTKc_FGFR1 DUF390 PTKc_VEGFR3 PTKc_TrkA PTKc_FGFR3 Herpes_BLLF1 PTKc_Fes_like PTKc_Axl PTKc_EphR_B	protein.postranslational modification	29_4

CUST_112887_PI403524517	2	0.17948055	-0.29408455	-0.013748169	0.013748169	0.52157116	-0.22070599	35_32041	"Cluster: Pollen Ole e 1 allergen and extensin; n=1; Medicago truncatula|Rep: Pollen Ole e 1 allergen and extensin - Medicago truncatula (Barrel medic)"	UniRef90_Q1SKK3	CHR5V7|COORD:22830994..22833388| carbonic anhydrase family protein	AT5G56330.1	CHR12V5|COORD:6108924..6103451|protein transposon protein, putative, CACTA, En/Spm sub-class	LOC_Os12g11330.1	no description	not assigned.unknown	35_2

CUST_29054_PI403524517	2	0.22999573	0.3211527	-0.1117754	-0.09208202	0.049256325	-0.04925728	35_8394	"Cluster: Extra-large G-protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Extra-large G-protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q654D6	"CHR3V7|COORD:22830027..22832845| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G46380.1); similar to unknown [Striga asiatica] (GB:ABE66402.1);"	AT3G61670.1	CHR06V5|COORD:19400019..19405763|protein expressed protein	LOC_Os06g33320.1	"no descriptionvery weakly similar to (72.0)AT3G61670| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G46380.1); similar to unknown [Striga asiatica] (GB:ABE66402.1); similar to Os02g0258300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001046475.1); similar to Os06g0524300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001057757.1) | chr3:22830027-22832845 FORWARD"	not assigned.no ontology	35_1

CUST_114671_PI403524517	2	0.14185953	-0.14185953	0.19132566	0.25832415	-1.7576671	-0.20415354	35_32545	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_138478_PI403524517	2	-0.0816803	-0.18522882	0.21213675	0.081680775	0.44420147	-0.4925084	35_38843	"Cluster: Putative ATPase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative ATPase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6F2W7	CHR3V7|COORD:18940798..18942528| AAA-type ATPase family protein	AT3G50930.1	CHR03V5|COORD:21501420..21499431|protein mitochondrial protein, putative, expressed	LOC_Os03g38800.1	no descriptionvery weakly similar to (72.8)AT3G50930| Symbols:  | AAA-type ATPase family protein | chr3:18940798-18942528 FORWARDnot assigned	protein.degradation.AAA type	29_5_9

CUST_52714_PI403524517	2	-0.08671379	-0.05630493	0.60146904	0.056305885	0.10175991	-0.10491276	35_15016	Rep: Triticain alpha - Triticum aestivum (Wheat)	UniRef90_Q0WXG8	CHR1V7|COORD:17285579..17288049| cysteine proteinase (RD21A) / thiol protease	AT1G47128.1	CHR04V5|COORD:32907920..32904004|protein cysteine proteinase RD21a precursor, putative, expressed	LOC_Os04g55650.2	no descriptionweakly similar to ( 123)AT1G47128| Symbols:  | cysteine proteinase (RD21A) / thiol protease | chr1:17285579-17288049 REVERSEweakly similar to ( 134)ORYA_ORYSAnot assigned GRAN Granulin	protein.degradation.cysteine protease	29_5_3

CUST_17954_PI404877155	2	0.21269512	-0.20782852	-0.024180412	0.20140553	0.024181366	-0.08549976	HVSMEa0016C11r2_x_at	0	0	0	0	0	0	NONE	TCA / org. transformation.TCA.succinate dehydrogenase	8_1_07

CUST_83557_PI403524517	2	0.11857414	0.11272335	-0.1285553	-0.11142349	-0.16766357	0.11142349	35_23958	"Cluster: Os06g0708200 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os06g0708200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D9M7	CHR1V7|COORD:22279265..22282230| similar to Os06g0708200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001058532.1)	AT1G60460.3	CHR06V5|COORD:29960038..29966491|protein expressed protein	LOC_Os06g49450.2	no descriptionvery weakly similar to (66.2)AT1G60460| Symbols:  | similar to Os06g0708200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001058532.1) | chr1:22279265-22282230 FORWARD	not assigned.unknown	35_2

CUST_98417_PI403524517	2	0.11830902	-1.019764	-0.049121857	0.070822716	0.02227211	-0.02227211	35_28100	0	0	CHR5V7|COORD:10540669..10543278| luminal binding protein 1 (BiP-1) (BP1)	AT5G28540.1	CHR02V5|COORD:842672..838717|protein luminal-binding protein 3 precursor, putative, expressed	LOC_Os02g02410.1	no descriptionmoderately similar to ( 327)AT5G28540| Symbols:  | luminal binding protein 1 (BiP-1) (BP1) | chr5:10540669-10543278 REVERSEmoderately similar to ( 343)BIP3_MAIZELuminal-binding protein 3 precursor - Zea mays (Maize)not assigned not assigned not assigned not assigned dnaK HSP70 dnaK DnaK hscA hscA	stress.abiotic.heat	20_2_1

CUST_58047_PI403524517	2	-0.010108948	0.5463762	-0.0043821335	-0.046100616	0.10415363	0.0043821335	35_16552	"Cluster: Hypothetical protein OJ1288_D09.11; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1288_D09.11 - Oryza sativa (japonica cultiv"	UniRef90_Q6K929	CHR5V7|COORD:17710115..17710414| TOM22-V (TRANSLOCASE OUTER MITOCHONDRIAL MEMBRANE 22-V)	AT5G43970.1	CHR02V5|COORD:17458150..17458819|protein mitochondrial import receptor subunit TOM22 homolog 2, putative, expressed	LOC_Os02g29400.1	 no descriptionvery weakly similar to (82.8)AT5G43970| Symbols: TOM9-2, ATTOM22-V, TOM22-V | TOM22-V (TRANSLOCASE OUTER MITOCHONDRIAL MEMBRANE 22-V) | chr5:17710115-17710414 FORWARDnot assigned 	protein.targeting.mitochondria	29_3_2

CUST_71755_PI403524517	2	0.07268715	-0.30341053	-0.038161278	0.031642914	0.14909649	-0.031642914	35_20567	"Cluster: Os12g0566100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os12g0566100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IMJ6	"CHR3V7|COORD:5907622..5908701| similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABA98984.1); similar to Os12g0566100 [Oryza sativa"	AT3G17300.1	CHR12V5|COORD:23225114..23222550|protein expressed protein	LOC_Os12g37850.1	"no descriptionweakly similar to ( 144)AT3G17300| Symbols:  | similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABA98984.1); similar to Os12g0566100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001067050.1) | chr3:5907665-5908701 FORWARD"	not assigned.unknown	35_2

CUST_44105_PI403524517	2	-0.20481873	-0.008068562	0.026141167	0.015808582	-0.34652948	0.008068085	35_12656	"Cluster: Hypothetical protein OSJNBa0036C12.14; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0036C12.14 - Oryza sativa (japonica"	UniRef90_Q5W6Y3	"CHR2V7|COORD:16847408..16849217| similar to steroid hormone receptor/ transcription factor [Arabidopsis thaliana] (TAIR:AT3G11030.1); similar to unknown protein"	AT2G40320.1	CHR05V5|COORD:16818149..16816424|protein expressed protein	LOC_Os05g28830.1	" no descriptionweakly similar to ( 186)AT2G40320| Symbols:  | similar to steroid hormone receptor/ transcription factor [Arabidopsis thaliana] (TAIR:AT3G11030.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAO60033.1); similar to Os05g0356700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001055293.1); similar to Os03g0817900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001051703.1); contains InterPro domain Protein of unknown function DUF231, plant; (InterPro:IPR004253) | chr2:16847408-16849217 FORWARD"	not assigned.unknown	35_2

CUST_26757_PI403524517	2	0.0035266876	-0.023338318	-0.058602333	-0.0035266876	0.006549835	0.14644623	35_7751	0	0	CHR3V7|COORD:8063070..8064482| leucine-rich repeat family protein / extensin family protein	AT3G22800.1	0	0	no description	not assigned.unknown	35_2

CUST_89399_PI403524517	2	-1.20162964E-4	0.5415821	0.26309347	-0.0076231956	-0.11422014	1.20162964E-4	35_25573	"Cluster: Os05g0316000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0316000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DJ87	CHR5V7|COORD:370808..372772| zinc finger (C3HC4-type RING finger) family protein	AT5G01960.1	CHR05V5|COORD:14515716..14509834|protein zinc finger, C3HC4 type family protein, expressed	LOC_Os05g25180.1	no description	not assigned.unknown	35_2

CUST_22901_PI403524517	2	-0.046079636	-0.3131733	0.29349518	0.3582511	0.046080112	-0.27704144	35_6652	Rep: H0209A05.10 protein - Oryza sativa (Rice)	UniRef90_Q01MC2	"CHR4|COORD:18291212..18293082| similar to mannitol dehydrogenase, putative [Arabidopsis thaliana] (TAIR:At2g21730.1); similar to mannitol dehydrogenase,"	AT4G39330.2	CHR04V5|COORD:8619188..8616884|protein mannitol dehydrogenase, putative, expressed	LOC_Os04g15920.1	no descriptionweakly similar to ( 197)AT4G39330| Symbols:  | oxidoreductase/ zinc ion binding | chr4:18291262-18292734 FORWARDmoderately similar to ( 202)MTDH_FRAANProbable mannitol dehydrogenase - Fragaria ananassa (Strawberry)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned AdhP AdhC ADH_N PRK09422 Tdh Qor tdh PRK10083 PRK10309 PRK12323 PRK07003 Herpes_BLLF1 SerH APC_basic	secondary metabolism.phenylpropanoids.lignin biosynthesis.CAD	16_2_1_10

CUST_41381_PI403524517	2	0.09214592	-0.59653664	-0.02091074	0.02091074	0.048061848	-0.18870544	35_11894	"Cluster: Pentatricopeptide repeat-containing protein, putative; n=1; Oryza sativa (japonica cultivar-group)|Rep: Pentatricopeptide repeat-containing protein, pu"	UniRef90_Q2R484	CHR5V7|COORD:22819548..22821140| pentatricopeptide (PPR) repeat-containing protein	AT5G56310.1	CHR11V5|COORD:16531508..16530025|protein pentatricopeptide repeat protein PPR986-12, putative, expressed	LOC_Os11g29360.1	no descriptionmoderately similar to ( 223)AT5G56310| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr5:22819548-22821140 FORWARDvery weakly similar to (68.9)RF1_ORYSA	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_104694_PI403524517	2	0.0072813034	-0.0072803497	0.08148193	-0.056461334	0.011796951	-0.0710907	35_29831	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_179809_PI403524517	2	0.003727913	-0.16812372	0.18884373	0.10981798	-0.15969896	-0.0037283897	35_50005	"Cluster: Drosophila melanogaster CG8797 gene product-related; n=1; Plasmodium yoelii yoelii|Rep: Drosophila melanogaster CG8797 gene product-related - Plasmodiu"	UniRef90_Q7REV3	CHR1V7|COORD:23241239..23242177| invertase/pectin methylesterase inhibitor family protein	AT1G62760.1	CHR06V5|COORD:9796426..9800779|protein transposon protein, putative, CACTA, En/Spm sub-class	LOC_Os06g16900.1	no description	not assigned.unknown	35_2

CUST_73131_PI403524517	2	0.13211346	-0.2236805	-0.16153622	0.16182613	-0.10167408	0.10167408	35_20971	"Cluster: Putative glycine-rich protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative glycine-rich protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ZJ59	CHR4|COORD:11942812..11945967| glycine-rich protein	AT4G22740.2	CHR08V5|COORD:981592..977708|protein expressed protein	LOC_Os08g02460.1	no descriptionmoderately similar to ( 206)AT4G22740| Symbols:  | glycine-rich protein | chr4:11944061-11945576 REVERSEnot assigned	not assigned.no ontology.glycine rich proteins	35_1_40

CUST_77595_PI403524517	2	0.14489937	-0.13730907	-0.29552364	0.012681961	0.12015915	-0.012681961	35_22241	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_37285_PI403524517	2	0.29410124	0.54308844	0.054066658	-0.25818014	-0.19948769	-0.054066658	35_10743	"Cluster: Os06g0507900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0507900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DBY2	"CHR5V7|COORD:16663798..16666004| similar to intracellular protein transport protein USO1-related [Arabidopsis thaliana] (TAIR:AT1G64180.1); similar to"	AT5G41620.1	CHR06V5|COORD:18120226..18115313|protein expressed protein	LOC_Os06g31190.1	"no descriptionweakly similar to ( 145)AT5G41620| Symbols:  | similar to intracellular protein transport protein USO1-related [Arabidopsis thaliana] (TAIR:AT1G64180.1); similar to unnamed protein product; gb|AAF24581.1 gene_id:MBK23.17 strong similarity to unknown protein [Medicago truncatula] (GB:ABE79740.1) | chr5:16663798-16666004 FORWARD"	not assigned.unknown	35_2

CUST_99480_PI403524517	2	0.100260735	-0.094349384	0.16698503	-0.10069466	0.09434986	-0.32154894	35_28396	"Cluster: Hypothetical protein P0459H02.4; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0459H02.4 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q5Z9Y6		0	CHR06V5|COORD:13639071..13634896|protein expressed protein	LOC_Os06g23370.1	no description	not assigned.unknown	35_2

CUST_68682_PI403524517	2	0.19696903	1.4721899	0.015301704	-0.094984055	-0.06943798	-0.015301704	35_19651	"Cluster: Peptidyl-prolyl cis-trans isomerase, FKBP-type, putative; n=1; Oryza sativa (japonica cultivar-group)|Rep: Peptidyl-prolyl cis-trans isomerase, FKBP-ty"	UniRef90_Q53RK7	CHR1V7|COORD:6254284..6255500| immunophilin / FKBP-type peptidyl-prolyl cis-trans isomerase family protein	AT1G18170.1	CHR03V5|COORD:28516004..28514647|protein FK506 binding protein, putative, expressed	LOC_Os03g50080.1	no descriptionmoderately similar to ( 244)AT1G18170| Symbols:  | immunophilin / FKBP-type peptidyl-prolyl cis-trans isomerase family protein | chr1:6254284-6255500 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned FKBP_C PRK07003 PRK12323 FkpA PRK12678 PRK07764 APC_basic infB DUF1777	protein.folding	29_6

CUST_137226_PI403524517	2	0.16416359	-0.019042015	0.0091228485	-0.15152645	0.072013855	-0.0091228485	35_38482	Rep: Krm protein - Lotus japonicus	UniRef90_O04181	CHR5V7|COORD:14947728..14949939| binding	AT5G37590.1	0	0	no descriptionvery weakly similar to (65.1)AT5G37590| Symbols:  | binding | chr5:14947728-14949939 REVERSE	cell.organisation	31_1

CUST_4708_PI403524517	2	0.1082592	-0.10718632	-0.017364502	0.015699387	0.049258232	-0.015698433	35_1299	"Cluster: Hypothetical protein P0527E02.32; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0527E02.32 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6K5R7	"CHR3V7|COORD:2381417..2382908| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G48530.1); similar to unknown protein [Oryza sativa (japonica"	AT3G07440.1	CHR02V5|COORD:16420430..16425090|protein expressed protein	LOC_Os02g27740.1	"no descriptionmoderately similar to ( 270)AT3G07440| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G48530.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD22058.1) | chr3:2381417-2382908 FORWARD"	not assigned.unknown	35_2

CUST_156840_PI403524517	2	0.004211426	0.03942299	-0.039652824	-0.0042123795	0.02042389	-0.12240791	35_43802	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_4419_PI404877155	2	0.04580307	0.0646801	-0.08289814	-0.047052383	0.054976463	-0.045802116	Contig15381_at	putative mitochondrial phosphate translocator [Oryza sativa (japonica cultivar-group)] gb|AAP06857.1| putative mitochondrial phosphate trans	NP_912414.1	mitochondrial phosphate transporter	At5g14040.1	protein phosphate transporter	Os03g15690	NONE	transport.metabolite transporters at the mitochondrial membrane	34_9

CUST_42992_PI403524517	2	0.47525167	0.4340067	0.13446474	-0.223732	-0.13446522	-0.2334323	35_12346	Rep: Phosphoenolpyruvate carboxylase 1 - Sorghum bicolor (Sorghum) (Sorghum vulgare)	UniRef90_P29195	"CHR2V7|COORD:17742234..17745756| ATPPC2 (PHOSPHOENOLPYRUVATE CARBOXYLASE 2); phosphoenolpyruvate carboxylase"	AT2G42600.1	CHR02V5|COORD:8184212..8172418|protein phosphoenolpyruvate carboxylase 1, putative, expressed	LOC_Os02g14770.3	"no descriptionweakly similar to ( 160)AT2G42600| Symbols: ATPPC2 | ATPPC2 (PHOSPHOENOLPYRUVATE CARBOXYLASE 2); phosphoenolpyruvate carboxylase | chr2:17742234-17745756 REVERSEweakly similar to ( 168)CAPP1_SORBIPhosphoenolpyruvate carboxylase 1 - Sorghum bicolor (Sorghum) (Sorghum vulgare)PEPcase PRK00009 Ppc"	glycolysis.PEPCase	4_14

CUST_1357_PI403524517	2	-1.5325098	-0.19400978	0.19401073	0.4137001	0.427763	-0.92251587	35_359	"Cluster: Leaf-specific thionin precursor [Contains: Leaf-specific thionin; Acidic protein]; n=3; Hordeum vulgare|Rep: Leaf-specific thionin precursor [Contains:"	UniRef90_P09617	CHR1V7|COORD:24609539..24610136| thionin, putative	AT1G66100.1	CHR06V5|COORD:18467120..18465978|protein thionin precursor, putative, expressed	LOC_Os06g31800.1	" no descriptionvery weakly similar to (72.0)AT1G66100| Symbols:  | thionin, putative | chr1:24609539-24610136 REVERSEmoderately similar to ( 263)THN7_HORVUThionin BTH7 precursor [Contains: Thionin BTH7; Acidic protein] - Hordeum vulgare (Barley)Thionin "	stress.biotic	20_1

CUST_32915_PI399408534	2	0.015985489	-0.4955511	0.05099392	-0.074484825	0.0041389465	-0.004137993	35_18885	Rep: AP2-containing protein - Triticum aestivum (Wheat)	UniRef90_Q8H769	"CHR5|COORD:1602206..1603927| similar to DRE-binding protein (DREB2B) [Arabidopsis thaliana] (TAIR:At3g11020.1); similar to AP2-domain DNA-binding"	AT5G05410.2	CHR01V5|COORD:3353185..3358006|protein dehydration-responsive element-binding protein 2A, putative, expressed	LOC_Os01g07120.2	" no descriptionweakly similar to ( 140)AT5G05410| Symbols: DREB2, DREB2A | DREB2A (DRE-BINDING PROTEIN 2A); DNA binding / transcription factor/ transcriptional activator | chr5:1602651-1603658 FORWARDvery weakly similar to (65.1)ERF4_NICSYEthylene-responsive transcription factor 4 - Nicotiana sylvestris (Wood tobacco)AP2 AP2 AP2 "	RNA.regulation of transcription.AP2/EREBP, APETALA2/Ethylene-responsive element binding protein family	27_3_3

CUST_150232_PI403524517	2	-0.531353	-0.47402096	0.5485172	0.19782448	-0.09660196	0.096601486	35_42027	Rep: Os10g0476100 protein - Oryza sativa (japonica cultivar-group)	UniRef90_Q0IX06	CHR2V7|COORD:8833358..8836578| kinase	AT2G20470.1	CHR10V5|COORD:17403206..17406409|protein serine/threonine-protein kinase 38-like, putative, expressed	LOC_Os10g33640.1	 no descriptionmoderately similar to ( 305)AT3G23310| Symbols:  | protein kinase, putative | chr3:8339806-8343362 FORWARDvery weakly similar to (82.4)G11A_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase SPS1 	protein.postranslational modification	29_4

CUST_4245_PI403524517	2	-1.0942235	-0.03605032	0.588933	0.5991459	0.03605032	-0.30108547	35_1174	"Cluster: Putative caleosin; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative caleosin - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z2H9	CHR1V7|COORD:26648493..26649633| caleosin-related family protein	AT1G70670.1	CHR02V5|COORD:30625386..30626896|protein ABA-induced protein, putative, expressed	LOC_Os02g50140.1	no descriptionweakly similar to ( 152)AT1G70670| Symbols:  | caleosin-related family protein | chr1:26648493-26649633 FORWARDCaleosin	development.unspecified	33_99

CUST_170503_PI403524517	2	0.14076233	0.034754753	0.010809898	-0.10717201	-0.18381405	-0.010810852	35_47494	Rep: Putative resistance protein - Triticum turgidum (Poulard wheat) (Rivet wheat)	UniRef90_Q5EWZ2		0	CHR04V5|COORD:6428565..6432301|protein resistance protein LR10, putative	LOC_Os04g11780.1	no description	not assigned.unknown	35_2

CUST_143419_PI403524517	2	-0.019795418	0.5335331	0.19279289	-0.25782585	-0.1273222	0.019796371	35_40184	"Cluster: Hypothetical protein P0403C05.12-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0403C05.12-1 - Oryza sativa (japonica cultiv"	UniRef90_Q5JN10	CHR1V7|COORD:9207607..9209753| aspartate/glutamate/uridylate kinase family protein	AT1G26640.1	CHR01V5|COORD:32516604..32512254|protein archaeal kinase, putative, expressed	LOC_Os01g55890.4	no descriptionvery weakly similar to (79.7)AT1G26640| Symbols:  | aspartate/glutamate/uridylate kinase family protein | chr1:9207607-9209753 REVERSE	nucleotide metabolism.phosphotransfer and pyrophosphatases.misc	23_4_99

CUST_10908_PI399408534	2	0.061549187	0.11562157	-0.15496731	-0.017500877	-0.111932755	0.017500877	35_6666	"Cluster: DNA-binding protein family-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: DNA-binding protein family-like - Oryza sativa (japonica cultivar-gro"	UniRef90_Q84YJ6	CHR2V7|COORD:18340679..18343241| DNA-binding bromodomain-containing protein	AT2G44430.1	CHR08V5|COORD:25196517..25193151|protein DNA binding protein, putative, expressed	LOC_Os08g39980.1	no descriptionvery weakly similar to (91.7)AT2G44430| Symbols:  | DNA-binding bromodomain-containing protein | chr2:18340679-18343241 FORWARDBROMO Bromodomain PRK12323	RNA.regulation of transcription.Bromodomain proteins	27_3_42

CUST_10598_PI404877155	2	-0.13929367	-0.3453169	0.042984962	0.16177464	-0.042984962	0.16802311	Contig4290_at	P0003D09.29 [Oryza sativa (japonica cultivar-group)] dbj|BAB92238.1| phosphate/phosphoenolpyruvate translocator protein-like [Oryza sativa (	NP_915838.1	phosphate translocator-related	At4g32390.1	protein expressed protein	Os05g41480	"glucose-6-phosphate/phosphate-translocator; phosphate/phosphoenolpyruvate translocator"	transport.metabolite transporters at the envelope membrane	34_8

CUST_94551_PI403524517	2	0.22769928	0.14946365	-0.1811943	-0.022091866	-0.06372261	0.022091866	35_27029	"Cluster: Ubiquitin carboxyl-terminal hydrolase family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Ubiquitin carboxyl-terminal"	UniRef90_Q10RB2	0	0	CHR03V5|COORD:3529825..3519262|protein cysteine-type endopeptidase/ nucleic acid binding protein, putative, expressed	LOC_Os03g06950.1	no description	not assigned.unknown	35_2

CUST_3265_PI404877155	2	-2.0365324	0.86201	-0.069211006	0.6495514	-0.53194904	0.06921005	Contig1373_at	glutamate decarboxylase [Oryza sativa (japonica cultivar-group)] gb|AAP79441.1| glutamate decarboxylase [Oryza sativa (japonica cultivar-gro	AAO59316.1	glutamate decarboxylase 1 (GAD 1)	At5g17330.1	protein glutamate decarboxylase	Os03g13300	glutamate decarboxylase	amino acid metabolism.synthesis.central amino acid metabolism.GABA	13_1_1_1

CUST_1925_PI404877155	2	0.098711014	-0.21917152	1.7166138E-4	-1.7166138E-4	-0.091653824	0.14272499	Contig12142_at	calmodulin-binding protein [Arabidopsis thaliana] dbj|BAB11263.1| unnamed protein product [Arabidopsis thaliana]	NP_568840.3	calmodulin-binding protein	At5g56360.1	protein expressed protein	Os01g16970	NONE	signalling.calcium	30_3

CUST_53046_PI403524517	2	0.044412613	0.08951759	0.027132034	-0.027132034	-0.1931076	-0.11174011	35_15102	"Cluster: hypothetical protein Npun02000359; n=1; Nostoc punctiforme PCC 73102|Rep: hypothetical protein Npun02000359 - Nostoc punctiforme PCC 73102"	UniRef90_UPI000045B969	0	0	CHR01V5|COORD:33916953..33908098|protein retrotransposon protein, putative, unclassified	LOC_Os01g58060.1	no description	not assigned.unknown	35_2

CUST_116773_PI403524517	2	0.0096998215	-0.57398987	-0.12408638	0.11977768	-0.0096998215	0.070999146	35_33100	"Cluster: Putative Neurofilament triplet M protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Neurofilament triplet M protein - Oryza sativa (jap"	UniRef90_Q6K8A9		0	CHR02V5|COORD:10870288..10874616|protein expressed protein	LOC_Os02g18660.1	no description	not assigned.unknown	35_2

CUST_58290_PI403524517	2	-0.11726189	-0.6290426	0.008261681	0.17811489	0.21877861	-0.008261681	35_16623	"Cluster: Hypothetical protein OSJNBa0052M16.13; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0052M16.13 - Oryza sativa"	UniRef90_Q6K2G6	"CHR3V7|COORD:18040644..18041118| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G63500.1); similar to hypothetical protein [Phaseolus vulgaris]"	AT3G48660.1	CHR02V5|COORD:18140210..18139395|protein expressed protein	LOC_Os02g30470.1	"no descriptionweakly similar to ( 108)AT3G48660| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G63500.1); similar to hypothetical protein [Phaseolus vulgaris] (GB:AAQ09000.1) | chr3:18040644-18041118 FORWARD"	not assigned.unknown	35_2

CUST_30615_PI403524517	2	0.02660942	0.048150063	-0.025606155	-0.07177067	-0.12998295	0.02560711	35_8836	"Cluster: Hypothetical protein P0403C05.12-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0403C05.12-1 - Oryza sativa (japonica cultiv"	UniRef90_Q5JN10	CHR1V7|COORD:9207607..9209753| aspartate/glutamate/uridylate kinase family protein	AT1G26640.1	CHR01V5|COORD:32516604..32512254|protein archaeal kinase, putative, expressed	LOC_Os01g55890.6	no descriptionweakly similar to ( 132)AT1G26640| Symbols:  | aspartate/glutamate/uridylate kinase family protein | chr1:9207607-9209753 REVERSEAAK_FomA-like COG1608 AAK_G5K_ProB PRK05429 ProB	nucleotide metabolism.phosphotransfer and pyrophosphatases.misc	23_4_99

CUST_13033_PI404877155	2	-0.38175583	0.005168915	0.32392693	0.14431381	-0.005168915	-0.17427826	Contig6761_at	major facilitator superfamily antiporter [Oryza sativa (japonica cultivar-group)]	AAN33182.1	4441292|transporter-related	At5g13750.1	protein major facilitator superfamily protein	Os11g04100	"transporter-related or  transporter-related or  similar to sugar transporter family protein [Arabidopsis thaliana] (TAIR:At5g13740.1); similar to putative major facilitator superfamily antiporter [Oryza sativa (japonica cultivar-group)] (GB:BAD81140.1); c"	transport.misc	34_99

CUST_49966_PI403524517	2	0.023729324	-0.06672573	-0.023730278	0.030921936	-0.09344673	0.07489395	35_14263	"Cluster: Os01g0703600 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os01g0703600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JK13	CHR1V7|COORD:22372954..22375550| clathrin adaptor complexes medium subunit family protein	AT1G60780.1	CHR01V5|COORD:29493266..29497258|protein AP-1 complex subunit mu-1, putative, expressed	LOC_Os01g50770.1	no descriptionhighly similar to ( 775)AT1G60780| Symbols:  | clathrin adaptor complexes medium subunit family protein | chr1:22372954-22375550 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned Adap_comp_sub	protein.targeting.secretory pathway.unspecified	29_3_4_99

CUST_102361_PI403524517	2	0.106015205	-0.13990211	0.1042366	-0.10423565	0.12644958	-0.2539854	35_29202	"Cluster: Putative NAD-malate dehydrogenase; n=3; Oryza sativa (japonica cultivar-group)|Rep: Putative NAD-malate dehydrogenase - Oryza sativa (japonica cultivar"	UniRef90_Q6YWL3	"CHR3V7|COORD:17524642..17525853| MDH (malate dehydrogenase); malate dehydrogenase"	AT3G47520.1	CHR08V5|COORD:20924719..20921817|protein malate dehydrogenase, mitochondrial precursor, putative, expressed	LOC_Os08g33720.1	" no descriptionweakly similar to ( 181)AT3G47520| Symbols: MDH | MDH (malate dehydrogenase); malate dehydrogenase | chr3:17524642-17525853 FORWARDweakly similar to ( 141)MDHM_BRANAMalate dehydrogenase, mitochondrial precursor - Brassica napus (Rape)not assigned MDH_glycosomal_mitochondrial Ldh_1_N PRK05086 Mdh LDH_MDH LDH-like_MDH PRK06223 MDH LDH ldh PRK05442 MDH_cytoplasmic_cytosolic "	gluconeogenesis.Malate DH	6_3

CUST_28742_PI399408534	2	-0.09661102	0.26678085	8.1443787E-4	-0.046001434	-8.1443787E-4	0.114263535	35_3367	"Cluster: Hypothetical protein P0419B01.2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0419B01.2 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q5QMN8	CHR3V7|COORD:4495209..4495775| prenylated rab acceptor (PRA1) family protein	AT3G13720.1	CHR01V5|COORD:5213489..5210734|protein prenylated rab acceptor family protein, putative, expressed	LOC_Os01g10010.1	no descriptionweakly similar to ( 105)AT3G13720| Symbols:  | prenylated rab acceptor (PRA1) family protein | chr3:4495209-4495775 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRA1 YIP3 Atrophin-1 DUF1421 PRK12323 PRK07003 TT_ORF1 HPC2 Tymo_45kd_70kd PRK12678 PRK07764 Herpes_BLLF1 PRK10819 DUF566 GRASP55_65 Gag_spuma Herpes_UL32	signalling.G-proteins	30_5

CUST_32197_PI399408534	2	0.046500206	0.47813225	0.05684185	-0.17872334	-0.06966877	-0.046500206	35_1018	Rep: Os05g0314100 protein - Oryza sativa (japonica cultivar-group)	UniRef90_Q0DJ91	CHR3V7|COORD:23246702..23247590| similar to small nuclear ribonucleoprotein D2, putative / snRNP core protein D2, putative / Sm protein D2, putative	AT3G62840.1	CHR05V5|COORD:14374227..14371419|protein small nuclear ribonucleoprotein Sm D2, putative, expressed	LOC_Os05g24970.1	" no descriptionweakly similar to ( 181)AT3G62840| Symbols:  | similar to small nuclear ribonucleoprotein D2, putative / snRNP core protein D2, putative / Sm protein D2, putative [Arabidopsis thaliana] (TAIR:AT2G47640.3); similar to Os05g0314100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001055168.1); similar to putative small nuclear ribonucleoprotein D2 [Oryza sativa (japonica cultivar-group)] (GB:AAV32147.1); contains InterPro domain Like-Sm ribonucleoprotein-related, core; (InterPro:IPR010920); contains InterPro domain Like-Sm ribonucleoprotein, core; (InterPro:IPR001163); contains InterPro domain Like-Sm ribonucleoprotein, eukaryotic and archaea-type, core; (InterPro:IPR006649) | chr3:23246702-23247590 REVERSEnot assigned not assigned Sm_D2 LSm3 Sm LSM1 LSM Sm_like "	RNA.processing	27_1

CUST_148684_PI403524517	2	0.015968323	0.5788593	0.008448601	-0.069088936	-0.008449554	-0.14629078	35_41597	"Cluster: Os03g0186800 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os03g0186800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DUH0	"CHR2V7|COORD:15376059..15377805| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G53120.1); similar to Modifier of rudimentary protein, expressed"	AT2G36680.1	CHR03V5|COORD:4512003..4515742|protein vacuolar protein sorting 37C, putative, expressed	LOC_Os03g08770.1	" no descriptionweakly similar to ( 137)AT3G53120| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G36680.1); similar to Modifier of rudimentary protein, expressed [Oryza sativa (japonica cultivar-group)] (GB:ABF94363.1); contains InterPro domain Modifier of rudimentary, Modr; (InterPro:IPR009851) | chr3:19701707-19703468 REVERSEnot assigned Mod_r "	not assigned.unknown	35_2

CUST_16351_PI404877155	2	0.049346924	0.0025291443	-0.0070171356	-0.0025291443	-0.058626175	0.0025291443	HA06g08r_x_at	F1F0-ATPase inhibitor protein [Oryza sativa (japonica cultivar-group)]	BAA81661.1	F1F0-ATPase inhibitor protein, putative	At5g04750.1	protein expressed protein	Os08g44460	ATPase inhibitor protein	mitochondrial electron transport / ATP synthesis.F1-ATPase	9_9

CUST_85466_PI403524517	2	-0.002691269	-0.20722866	-0.12291622	0.013264656	0.2168541	0.0026922226	35_24483	Rep: Sucrose-phosphate synthase - Triticum aestivum (Wheat)	UniRef90_Q6EZE8	0	0	CHR11V5|COORD:7258625..7251227|protein sucrose-phosphate synthase, putative, expressed	LOC_Os11g12810.1	no description	not assigned.unknown	35_2

CUST_3586_PI399408534	2	0.43911552	-0.008786678	0.22839594	9.6797943E-4	-0.16801119	-9.6845627E-4	35_49787	"Cluster: Putative polyprotein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative polyprotein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6I5S8	CHR4V7|COORD:12129496..12134097| protein kinase family protein	AT4G23160.1	CHR05V5|COORD:22869989..22862782|protein retrotransposon protein, putative, unclassified, expressed	LOC_Os05g39130.1	no descriptionvery weakly similar to (63.2)AT4G23160| Symbols:  | protein kinase family protein | chr4:12129496-12134097 FORWARDRVT_2	not assigned.unknown	35_2

CUST_53456_PI403524517	2	-0.102155685	0.1764965	0.004589081	-0.09437275	-0.004589081	0.042150497	35_15206	"Cluster: Haloacid dehalogenase-like hydrolase family protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Haloacid dehalogenase-like"	UniRef90_Q2R483	CHR5V7|COORD:21878381..21882043| haloacid dehalogenase-like hydrolase family protein	AT5G53850.2	CHR11V5|COORD:16541441..16534164|protein hydrolase, putative, expressed	LOC_Os11g29370.1	no descriptionmoderately similar to ( 234)AT5G53850| Symbols:  | haloacid dehalogenase-like hydrolase family protein | chr5:21878843-21882043 REVERSEnot assigned COG4229 Hydrolase Gph	minor CHO metabolism.others	3_5

CUST_9199_PI399408534	2	0.025139809	-0.025138855	0.2504921	-0.2056961	-0.027961731	0.10046959	35_10973	"Cluster: Zinc finger, C2H2 type family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Zinc finger, C2H2 type family protein, expressed - O"	UniRef90_Q10QG1	CHR5V7|COORD:26659140..26661109| zinc finger (C2H2 type) family protein	AT5G66730.1	CHR03V5|COORD:5113420..5116623|protein nucleic acid binding protein, putative, expressed	LOC_Os03g10140.1	no descriptionvery weakly similar to (82.4)AT5G66730| Symbols:  | zinc finger (C2H2 type) family protein | chr5:26659140-26661109 REVERSEnot assigned not assigned Protamine_P1 PRK07003	RNA.regulation of transcription.C2H2 zinc finger family	27_3_11

CUST_65125_PI403524517	2	-0.09132004	0.4789629	0.12906265	-0.16266155	-0.39354515	0.091319084	35_18596	"Cluster: Os05g0327000 protein; n=4; Oryza sativa (japonica cultivar-group)|Rep: Os05g0327000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DJ51	"CHR3V7|COORD:1517587..1518405| similar to CYCP4,1 (cyclin p4,1), cyclin-dependent protein kinase [Arabidopsis thaliana] (TAIR:AT2G44740.1); similar to"	AT3G05327.1	CHR05V5|COORD:15006830..15008055|protein expressed protein	LOC_Os05g25950.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Cyclin DUF566	not assigned.unknown	35_2

CUST_88161_PI403524517	2	-0.48841572	1.0123215	0.0067129135	0.10090828	-0.6460943	-0.00671196	35_25241	Rep: OSJNBa0084A10.1 protein - Oryza sativa (Rice)	UniRef90_Q7XQQ4	"CHR5V7|COORD:17200567..17202085| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G45688.1); similar to H0814G11.12 [Oryza sativa (indica"	AT5G42860.1	CHR04V5|COORD:21162406..21165882|protein expressed protein	LOC_Os04g35130.1	"no descriptionvery weakly similar to (77.4)AT4G35170| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G41990.1); similar to H0814G11.12 [Oryza sativa (indica cultivar-group)] (GB:CAJ86345.1); similar to CAA30379.1 protein [Oryza sativa] (GB:CAB53482.1); contains InterPro domain Harpin-induced 1; (InterPro:IPR010847) | chr4:16736844-16738191 FORWARD"	not assigned.unknown	35_2

CUST_170275_PI403524517	2	0.07481861	0.36641216	0.21816826	-0.103980064	-0.36856174	-0.07481766	35_47426	"Cluster: Hypothetical protein B1168H06.8; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1168H06.8 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q8RZN0	CHR1V7|COORD:23241239..23242177| invertase/pectin methylesterase inhibitor family protein	AT1G62760.1	CHR01V5|COORD:18766456..18765154|protein F-box domain containing protein, expressed	LOC_Os01g33490.1	no descriptionnot assigned not assigned not assigned not assigned Tymo_45kd_70kd PRK12678	not assigned.unknown	35_2

CUST_26196_PI399408534	2	0.47177124	0.30158758	-0.009317398	0.009316921	-0.30263805	-0.047454357	35_7811	"Cluster: Transcriptional corepressor LEUNIG, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Transcriptional corepressor LEUNIG, putative,"	UniRef90_Q10A93	CHR2V7|COORD:13874312..13878921| WD-40 repeat family protein	AT2G32700.6	CHR03V5|COORD:36279017..36285887|protein transcriptional corepressor LEUNIG, putative, expressed	LOC_Os03g64300.1	no descriptionmoderately similar to ( 219)AT2G32700| Symbols:  | WD-40 repeat family protein | chr2:13874312-13878921 FORWARDnot assigned not assigned not assigned not assigned GAL11	RNA.regulation of transcription.LUG	27_3_58

CUST_19497_PI403524517	2	0.12841034	-1.012435	-0.21783257	0.06581211	0.038069725	-0.03807068	35_5649	"Cluster: Os01g0593500 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0593500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JLK3	CHR4V7|COORD:12315026..12316669| 50S ribosomal protein-related	AT4G23620.1	CHR05V5|COORD:10844668..10848535|protein 5S rRNA binding protein, putative, expressed	LOC_Os05g18750.1	no descriptionmoderately similar to ( 318)AT4G23620| Symbols:  | 50S ribosomal protein-related | chr4:12315026-12316669 REVERSEPRK05618	protein.synthesis.mito/plastid ribosomal protein.unknown	29_2_1_99

CUST_171003_PI403524517	2	0.38501167	-0.19288254	-0.07320118	-0.017261505	0.25497293	0.017261505	35_47633	"Cluster: Hypothetical protein P0013G11.27; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0013G11.27 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6ZF78	CHR1V7|COORD:16816094..16817173| DNA binding / ligand-dependent nuclear receptor	AT1G44191.1	CHR07V5|COORD:22064721..22069602|protein F-box domain containing protein	LOC_Os07g36830.1	no description	not assigned.unknown	35_2

CUST_149890_PI403524517	2	0.043569565	0.2530918	0.15790749	-0.15292454	-0.043569565	-0.103710175	35_41932	"Cluster: Putative cinnamoyl-CoA reductase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative cinnamoyl-CoA reductase - Oryza sativa (japonica cultivar-g"	UniRef90_Q69U05	CHR2V7|COORD:14231698..14233441| cinnamoyl-CoA reductase family	AT2G33590.1	CHR09V5|COORD:19023332..19019420|protein dihydroflavonol-4-reductase, putative, expressed	LOC_Os09g31514.3	no descriptionvery weakly similar to (74.7)AT2G33590| Symbols:  | cinnamoyl-CoA reductase family | chr2:14231698-14233441 FORWARDvery weakly similar to (60.1)DFRA_ANTMADihydroflavonol-4-reductase - Antirrhinum majus (Garden snapdragon)not assigned	misc.alcohol dehydrogenases	26_11

CUST_101710_PI403524517	2	0.11312294	0.2162571	-0.0011024475	-0.3885312	-0.367476	0.0011024475	35_29023	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_55962_PI403524517	2	-0.019076347	0.08065796	0.037228584	-0.04914093	0.009119034	-0.00911808	35_15926	Rep: Hypothetical protein - Homo sapiens (Human)	UniRef90_Q96SA0	CHR4V7|COORD:16556879..16558367| complex 1 family protein / LVR family protein	AT4G34700.1	CHR06V5|COORD:30280772..30278368|protein NADH ubiquinone oxidoreductase B22-like subunit, putative, expressed	LOC_Os06g50000.1	no descriptionweakly similar to ( 173)AT4G34700| Symbols:  | complex 1 family protein / LVR family protein | chr4:16556879-16558367 FORWARDnot assigned Complex1_LYR	not assigned.no ontology	35_1

CUST_45650_PI403524517	2	-0.048516273	0.049301147	-0.12787437	0.060358047	0.0460701	-0.046069145	35_13083	"Cluster: Hypothetical protein OSJNBa0040M10.14; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0040M10.14 - Oryza sativa (japonica"	UniRef90_Q67W15	CHR1V7|COORD:22496859..22500684| proline-rich family protein	AT1G61080.1	CHR07V5|COORD:24271675..24264784|protein formin-2, putative, expressed	LOC_Os07g40510.1	no description	not assigned.unknown	35_2

CUST_125185_PI403524517	2	0.07853317	-0.34623814	0.052531242	-0.03713417	0.028333664	-0.02833271	35_35266	"Cluster: Os04g0663800 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os04g0663800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J9A6	CHR2V7|COORD:7849428..7850619| PIN1AT (parvulin 1At)	AT2G18040.1	CHR04V5|COORD:33657050..33654393|protein peptidyl-prolyl cis-trans isomerase 1, putative, expressed	LOC_Os04g56800.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_20275_PI399408534	2	0.04243946	-0.36382484	-0.0073337555	0.0073337555	0.10501194	-0.052556038	35_5897	"Cluster: Os01g0572700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0572700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JLT1	CHR5V7|COORD:2780977..2782962| calcium-binding EF hand family protein	AT5G08580.1	CHR01V5|COORD:22354116..22348694|protein calcium ion binding protein, putative, expressed	LOC_Os01g39134.1	no descriptionmoderately similar to ( 294)AT5G08580| Symbols:  | calcium-binding EF hand family protein | chr5:2780977-2782962 REVERSEvery weakly similar to (53.9)CALM_WHEATCalmodulin - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Herpes_BLLF1 APC_basic DUF566 Pneumo_att_G PRK07003	signalling.calcium	30_3

CUST_49397_PI403524517	2	-0.06669617	-0.40275764	-0.11577034	0.13796997	0.09348488	0.06669617	35_14090	"Cluster: Fructose-bisphosphate aldolase cytoplasmic isozyme; n=8; Poaceae|Rep: Fructose-bisphosphate aldolase cytoplasmic isozyme - Oryza sativa (Rice)"	UniRef90_P17784	CHR5V7|COORD:963388..964981| fructose-bisphosphate aldolase, putative	AT5G03690.2	CHR05V5|COORD:19523585..19525771|protein fructose-bisphosphate aldolase cytoplasmic isozyme, putative, expressed	LOC_Os05g33380.1	 no descriptionmoderately similar to ( 256)AT5G03690| Symbols:  | fructose-bisphosphate aldolase, putative | chr5:963388-964981 REVERSEmoderately similar to ( 280)ALF_ORYSAnot assigned not assigned Glycolytic FBP_aldolase_I_a COG3588 FBP_aldolase_I 	glycolysis.aldolase	4_7

CUST_134648_PI403524517	2	0.18686008	0.69035625	-0.042724133	0.042723656	-0.19727421	-0.2830515	35_37777	"Cluster: Hypothetical protein B1053A04.5; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1053A04.5 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6YUR0	CHR5V7|COORD:5526863..5529881| ATP binding / protein kinase	AT5G16810.1	CHR02V5|COORD:28546010..28542482|protein expressed protein	LOC_Os02g46750.2	no descriptionvery weakly similar to (82.8)AT5G16810| Symbols:  | ATP binding / protein kinase | chr5:5526863-5529881 REVERSE	not assigned.unknown	35_2

CUST_50330_PI403524517	2	0.0021924973	-0.43587112	-0.027690887	1.9836426E-4	-1.9931793E-4	0.07949638	35_14360	"Cluster: Putative RNA-binding protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative RNA-binding protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ESU4	"CHR1V7|COORD:11875154..11877168| CID11; RNA binding / protein binding"	AT1G32790.1	CHR06V5|COORD:20372812..20380427|protein CID11, putative, expressed	LOC_Os06g35030.1	"no descriptionweakly similar to ( 165)AT1G32790| Symbols: CID11 | CID11; RNA binding | chr1:11875008-11877168 REVERSE"	RNA.RNA binding	27_4

CUST_4589_PI403524517	2	-0.03570938	-0.053453445	0.07260704	0.07185936	-0.08923149	0.035708427	35_1267	"Cluster: Putative ubiquitin-conjugating enzyme family protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ubiquitin-conjugating enzyme family pro"	UniRef90_Q69TB0	"CHR2V7|COORD:15150091..15151077| MMZ3 (MMS ZWEI HOMOLOGE 3); ubiquitin-protein ligase"	AT2G36060.1	CHR09V5|COORD:7207198..7204126|protein ubiquitin-conjugating enzyme spm2, putative, expressed	LOC_Os09g12570.1	no descriptionmoderately similar to ( 247)AT2G36060| Symbols: MMZ3 | MMZ3 (MMS ZWEI HOMOLOGE 3) | chr2:15150091-15151077 REVERSEnot assigned not assigned not assigned COG5078 UBCc UQ_con UBCc	protein.degradation.ubiquitin.E2	29_5_11_3

CUST_31630_PI403524517	2	0.1919365	0.08110237	0.028978348	-0.028979301	-0.029741287	-0.10467243	35_9128	"Cluster: Putative phosphoribosylaminoimidazole carboxylase, chloroplast; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative"	UniRef90_Q5QN02	CHR2V7|COORD:15813189..15817318| phosphoribosylaminoimidazole carboxylase, putative / AIR carboxylase, putative	AT2G37690.1	CHR01V5|COORD:5402809..5409570|protein phosphoribosylaminoimidazole carboxylase, chloroplast precursor, putative, expressed	LOC_Os01g10280.4	 no descriptionmoderately similar to ( 358)AT2G37690| Symbols:  | phosphoribosylaminoimidazole carboxylase, putative / AIR carboxylase, putative | chr2:15813189-15817318 FORWARDnot assigned not assigned not assigned not assigned PurK PRK06019 ATP-grasp purT PurT DdlA Dala_Dala_lig_C AccC 	nucleotide metabolism.synthesis.purine.AIR carboxylase	23_1_2_6

CUST_174139_PI403524517	2	-0.046756744	0.3881359	0.046756744	0.077513695	-0.17542648	-0.23221207	35_48485	"Cluster: Putative receptor-like protein kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative receptor-like protein kinase - Oryza sativa (japonica"	UniRef90_Q84ZH5	"CHR2V7|COORD:15822012..15824039| RLK (RECEPTOR LECTIN KINASE); kinase"	AT2G37710.1	CHR07V5|COORD:1618891..1616813|protein lectin-like receptor kinase 7, putative, expressed	LOC_Os07g03880.1	"no descriptionweakly similar to ( 140)AT2G37710| Symbols: RLK | RLK (RECEPTOR LECTIN KINASE); kinase | chr2:15822012-15824039 REVERSEvery weakly similar to (63.2)NORK_MEDTRNodulation receptor kinase precursor - Medicago truncatula (Barrel medic)not assigned"	misc.myrosinases-lectin-jacalin	26_16

CUST_2190_PI403524517	2	0.9544325	-0.4250555	-1.217205	0.885623	0.05090332	-0.050904274	35_592	"Cluster: Putative MYB29 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative MYB29 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5VS69	CHR5V7|COORD:21376649..21379263| myb family transcription factor	AT5G52660.2	CHR06V5|COORD:402494..397592|protein MYBR5, putative, expressed	LOC_Os06g01670.1	no description	not assigned.unknown	35_2

CUST_137333_PI403524517	2	0.11174488	-0.10046196	-0.16785336	0.10046196	-0.17723751	0.18719769	35_38513	"Cluster: Tyrosine specific protein phosphatase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Tyrosine specific protein phosphatase-like - Oryza sativa"	UniRef90_Q6ZHH2		0	CHR02V5|COORD:32531029..32529506|protein expressed protein	LOC_Os02g53150.1	no description	not assigned.unknown	35_2

CUST_23770_PI399408534	2	-0.06992674	0.45502377	0.09396362	-0.25525904	-0.77524376	0.06992626	35_27264	"Cluster: Jacalin-like lectin domain containing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Jacalin-like lectin domain containing protein - Oryza s"	UniRef90_Q2R1E0	CHR4V7|COORD:18122333..18124937| protein kinase family protein	AT4G38830.1	CHR11V5|COORD:23011803..23007041|protein jacalin-like lectin domain containing protein	LOC_Os11g39490.1	no descriptionvery weakly similar to (92.0)AT4G38830| Symbols:  | protein kinase family protein | chr4:18122333-18124937 FORWARDvery weakly similar to (71.2)CRI4_MAIZEPutative receptor protein kinase CRINKLY4 precursor - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pkinase TyrKc S_TKc Pkinase_Tyr S_TKc PTKc PTKc_Jak_rpt2 PTKc_Jak2_Jak3_rpt2 PTKc_Trk PTKc_Itk PTKc_Tec_like SPS1 PTKc_Ror PTKc_Fes_like PTKc_EphR_A2	signalling.receptor kinases.DUF 26	30_2_17

CUST_16929_PI404877155	2	0.13062	-0.251297	0.028645515	-0.013008118	0.0130085945	-0.061357975	HO12E21S_x_at	0	0	0	0	0	0	 probable acyl-CoA oxidase (EC 1.3.3.6), peroxisomal - barley emb	lipid metabolism.lipid degradation.beta-oxidation.acyl CoA DH	11_9_4_02

CUST_114929_PI403524517	2	-0.55405235	0.8193326	0.20255327	-0.0200181	-0.9039073	0.0200181	35_32612	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_6812_PI404877155	2	-0.12234306	0.15231133	0.115950584	0.004055023	-0.22592926	-0.0040540695	Contig20088_at	hypothetical protein T14N5.15 - Arabidopsis thaliana gb|AAC34358.1| Hypothetical protein [Arabidopsis thaliana]	T00458	SET domain-containing protein	At1g77300.1	protein SET domain, putative	Os02g34850	"SDG8;EARLY FLOWERING IN SHORT DAYS;SET DOMAIN GROUP 8;similar to SET domain-containing protein (ASHH1) [Arabidopsis thaliana] (TAIR:At1g76710.2); similar to SET domain-containing protein (ASHH1) [Arabidopsis thaliana] (TAIR:At1g76710.1); similar to hypoth"	RNA.regulation of transcription.SET-domain transcriptional regulator family	27_3_69

CUST_13302_PI399408534	2	0.04701996	0.13136673	-0.008955002	-0.1119051	-0.21407413	0.008954048	35_33005	"Cluster: Leucine zipper factor-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Leucine zipper factor-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5N7Y0	CHR1V7|COORD:2424600..2426422| leucine zipper factor-related	AT1G07840.1	CHR01V5|COORD:40014161..40011433|protein expressed protein	LOC_Os01g68310.1	no descriptionweakly similar to ( 118)AT1G07840| Symbols:  | leucine zipper factor-related | chr1:2424600-2426128 FORWARDnot assigned Sas10_Utp3	RNA.regulation of transcription.unclassified	27_3_99

CUST_13754_PI399408534	2	0.11003113	0.2963152	4.4822693E-5	-4.4822693E-5	-0.24766779	-0.5157738	35_36945	Rep: Ethylene responsive factor - Oryza sativa (Rice)	UniRef90_O24176	"CHR1V7|COORD:24738361..24741029| ETR1 (ETHYLENE RESPONSE 1); two-component response regulator"	AT1G66340.1	CHR03V5|COORD:28123424..28118981|protein ethylene receptor, putative, expressed	LOC_Os03g49500.2	" no descriptionmoderately similar to ( 209)AT1G66340| Symbols: EIN1, ETR, ETR1 | ETR1 (ETHYLENE RESPONSE 1); two-component response regulator | chr1:24738361-24741029 FORWARDmoderately similar to ( 213)ETR1_PRUPEEthylene receptor - Prunus persica (Peach)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07003 "	hormone metabolism.ethylene.signal transduction	17_5_2

CUST_157999_PI403524517	2	0.08104229	-0.72575355	-0.22820902	0.2730646	0.116362095	-0.08104229	35_44110	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_100031_PI403524517	2	0.109074116	-0.13781977	0.028818607	0.007153034	-0.22595167	-0.007153034	35_28556	"Cluster: Hypothetical protein OJ1651_D06.1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1651_D06.1 - Oryza sativa (japonica cultivar"	UniRef90_Q60EN2		0	CHR05V5|COORD:22223181..22220208|protein expressed protein	LOC_Os05g38040.4	no description	not assigned.unknown	35_2

CUST_63118_PI403524517	2	0.093598366	0.5142193	-0.009752274	0.00975132	-0.10391426	-0.2539549	35_18009	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10LX6	CHR5V7|COORD:23576784..23577598| similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABF95764.1)	AT5G58250.1	CHR03V5|COORD:12198664..12202070|protein expressed protein	LOC_Os03g21370.1	no descriptionmoderately similar to ( 208)AT5G58250| Symbols:  | similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABF95764.1) | chr5:23576784-23577598 FORWARD	not assigned.unknown	35_2

CUST_73943_PI403524517	2	-0.7189989	-0.7345066	0.55022717	0.5275097	0.48749828	-0.48749828	35_21206	"Cluster: Bowman-Birk type trypsin inhibitor; n=1; Triticum aestivum|Rep: Bowman-Birk type trypsin inhibitor - Triticum aestivum (Wheat)"	UniRef90_P81713	0	0	CHR03V5|COORD:34507021..34505922|protein Bowman-Birk type trypsin inhibitor, putative, expressed	LOC_Os03g60840.1	no descriptionvery weakly similar to (97.8)IBB3_WHEATBowman-Birk type trypsin inhibitor - Triticum aestivum (Wheat)BowB BBI	not assigned.unknown	35_2

CUST_5176_PI404877155	2	0.08778286	0.45410633	-0.10770416	-0.10578728	-0.004078865	0.004078865	Contig16703_at	P0456F08.2 [Oryza sativa (japonica cultivar-group)] dbj|BAB39402.1| SF16 protein-like [Oryza sativa (japonica cultivar-group)]	NP_916574.1	calmodulin-binding family protein	At2g26180.1	protein IQ calmodulin-binding motif, putative	Os01g51230	NONE	signalling.calcium	30_3

CUST_146284_PI403524517	2	0.029221535	-0.111444	0.0714674	-0.029221535	-0.21830845	0.053609848	35_40949	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_12567_PI404877155	2	0.08541107	-0.3619423	-0.15511703	0.014335632	-0.014336586	0.07662392	Contig6314_at	putative fatty acid hydroxylase [Oryza sativa (japonica cultivar-group)] gb|AAK09233.1| putative fatty acid hydroxylase [Oryza sativa (japon	NP_909885.1	fatty acid hydroxylase (FAH1)	At2g34770.1	protein putative fatty acid hydroxylase	Os03g56820	putative fatty acid hydroxylase	lipid metabolism.FA desaturation.a hydroxylase	11_2_02

CUST_65958_PI403524517	2	0.13014793	0.5549927	0.017180443	-0.08981228	-0.20043182	-0.01717949	35_18840	"Cluster: Phytoene dehydrogenase-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Phytoene dehydrogenase-like protein - Oryza sativa (japonica"	UniRef90_Q6YUT9	"CHR5V7|COORD:20123928..20124382| similar to hypothetical protein DDBDRAFT_0205421 [Dictyostelium discoideum AX4] (GB:XP_642335.1); similar to"	AT5G49550.1	CHR02V5|COORD:5047098..5045332|protein phytoene dehydrogenase-like, putative, expressed	LOC_Os02g09780.1	"no descriptionweakly similar to ( 136)AT5G49550| Symbols:  | similar to hypothetical protein DDBDRAFT_0205421 [Dictyostelium discoideum AX4] (GB:XP_642335.1); similar to Os02g0190900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001046154.1); contains domain gb def: Hypothetical protein (PTHR10668:SF1); contains domain PHYTOENE DEHYDROGENASE (PTHR10668) | chr5:20123928-20124382 REVERSEnot assigned not assigned"	not assigned.unknown	35_2

CUST_114395_PI403524517	2	0.25645065	0.2471714	-0.13416147	-0.0077371597	-0.69664097	0.0077371597	35_32465	"Cluster: WD-40 repeat protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: WD-40 repeat protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5ZA32	CHR3V7|COORD:4297536..4303120| transducin family protein / WD-40 repeat family protein	AT3G13290.1	CHR06V5|COORD:11218922..11227577|protein nucleotide binding protein, putative, expressed	LOC_Os06g19660.2	no descriptionweakly similar to ( 175)AT3G13290| Symbols:  | transducin family protein / WD-40 repeat family protein | chr3:4297536-4303120 FORWARDnot assigned	development.unspecified	33_99

CUST_153827_PI403524517	2	-0.052936077	0.036670685	0.17125654	0.050639153	-0.03667116	-0.6333723	35_42991	"Cluster: Os12g0169400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os12g0169400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IPT3	CHR2V7|COORD:15325552..15327162| CBS domain-containing protein / octicosapeptide/Phox/Bemp1 (PB1) domain-containing protein	AT2G36500.1	CHR12V5|COORD:3535425..3530358|protein CBS domain containing protein, expressed	LOC_Os12g07190.1	no descriptionweakly similar to ( 166)AT3G52950| Symbols:  | CBS domain-containing protein / octicosapeptide/Phox/Bemp1 (PB1) domain-containing protein | chr3:19645844-19647514 FORWARDnot assigned not assigned CBS_pair_CAP-ED_DUF294_PBI_assoc CBS_pair_CAP-ED_DUF294_PBI_assoc2 CBS_pair_10 CBS_pair_9 CBS_pair_KpsF_GutQ_assoc CBS COG2905 CBS_pair CBS_pair_11 COG0517 CBS_pair_PAS_GGDEF_DUF1_assoc CBS_pair_SpoIVFB_EriC_assoc2 CBS_pair_ACT_assoc CBS_pair_ACT_assoc2 CBS_pair_20 CBS_pair_NTP_transferase_assoc DUF1421 Extensin_2	not assigned.no ontology	35_1

CUST_28016_PI403524517	2	0.21119356	0.28666973	0.1713233	-0.1713233	-0.49914217	-0.21506214	35_8099	"Cluster: Os05g0371100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0371100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DIQ5	CHR3V7|COORD:23260156..23265785| zinc ion binding	AT3G62900.1	CHR05V5|COORD:17784048..17775155|protein CW-type Zinc Finger family protein	LOC_Os05g30790.1	no description	not assigned.unknown	35_2

CUST_75443_PI403524517	2	-1.1298718	-0.62416935	0.37189436	0.24029875	-0.24029875	1.4839077	35_21624	Rep: Peroxidase precursor - Triticum aestivum (Wheat)	UniRef90_Q5GMP4	CHR1V7|COORD:26968021..26970219| peroxidase 12 (PER12) (P12) (PRXR6)	AT1G71695.1	CHR04V5|COORD:34970112..34968298|protein peroxidase 12 precursor, putative, expressed	LOC_Os04g59150.3	no descriptionvery weakly similar to (54.3)AT1G71695| Symbols:  | peroxidase 12 (PER12) (P12) (PRXR6) | chr1:26968021-26970219 FORWARDvery weakly similar to (77.0)PER2_HORVUPeroxidase 2 - Hordeum vulgare (Barley)secretory_peroxidase plant_peroxidase	misc.peroxidases	26_12

CUST_3115_PI403524517	2	0.013673782	0.13781166	0.09052467	-0.07398033	-0.01367569	-0.019016266	35_846	"Cluster: Os08g0128500 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os08g0128500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J889	CHR1V7|COORD:19478882..19479821| 60S ribosomal protein L37 (RPL37B)	AT1G52300.1	CHR02V5|COORD:633642..635608|protein 60S ribosomal protein L37, putative	LOC_Os02g02130.1	no descriptionweakly similar to ( 158)AT1G52300| Symbols:  | 60S ribosomal protein L37 (RPL37B) | chr1:19478882-19479821 REVERSEnot assigned Ribosomal_L37e RPL37A rpl37e	protein.synthesis.misc ribososomal protein	29_2_2

CUST_62026_PI403524517	2	0.15803194	-0.3246894	0.10319042	0.076821804	-0.076821804	-0.67240095	35_17692	"Cluster: Chloroplast lumen common protein family-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Chloroplast lumen common protein family-like pro"	UniRef90_Q7F0B4	0	0	CHR07V5|COORD:7788517..7793354|protein expressed protein	LOC_Os07g13590.1	no description	not assigned.unknown	35_2

CUST_18250_PI404877155	2	0.23743057	-0.8259487	-0.053998947	0.051570892	-0.051571846	0.05826664	HVSMEf0020F06r2_s_at	OSJNBb0063G05.19 [Oryza sativa (japonica cultivar-group)] dbj|BAB84492.1| nuclear movement protein-like [Oryza sativa (japonica cultivar-gro	NP_916821.1	nuclear movement family protein	At5g58740.1	protein Nuclear movement protein	Os01g47770	"PAB1 ACBP-67 T01254; yeast protein encoded by PUB1 binds T-rich single stranded DANN"	RNA.regulation of transcription.unclassified	27_3_99

CUST_33888_PI399408534	2	-0.12530231	-0.5242777	-0.43748474	0.14038372	0.12530327	0.1332779	35_7569	Rep: OSIGBa0145G11.4 protein - Oryza sativa (Rice)	UniRef90_Q01I35	"CHR4V7|COORD:14703375..14705570| ARF16 (AUXIN RESPONSE FACTOR 16); miRNA binding / transcription factor"	AT4G30080.1	CHR04V5|COORD:25794337..25797106|protein auxin response factor 16, putative, expressed	LOC_Os04g43910.1	"no descriptionweakly similar to ( 133)AT2G28350| Symbols: ARF10 | ARF10 (AUXIN RESPONSE FACTOR 10); miRNA binding / transcription factor | chr2:12121408-12123742 FORWARDvery weakly similar to (55.1)IAA20_ORYSAnot assigned not assigned DUF1509 PRK07764"	RNA.regulation of transcription.ARF, Auxin Response Factor family	27_3_4

CUST_63127_PI403524517	2	0.046783447	-0.20987701	-0.073773384	-0.046782494	0.061157227	0.0829258	35_18013	"Cluster: Putative UNC50; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative UNC50 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6YWA7	CHR2V7|COORD:6623062..6625944| UNC-50 family protein	AT2G15240.1	CHR09V5|COORD:859510..853755|protein unc-50, putative, expressed	LOC_Os09g02170.1	no descriptionmoderately similar to ( 399)AT2G15240| Symbols:  | UNC-50 family protein | chr2:6623062-6625944 REVERSEnot assigned UNC-50	not assigned.no ontology	35_1

CUST_16353_PI399408534	2	0.121694565	0.021199226	0.077794075	-0.021198273	-0.17865467	-0.058250427	35_13312	"Cluster: Putative LRR receptor-like protein kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative LRR receptor-like protein kinase - Oryza sativa (j"	UniRef90_Q9ASK4	CHR5V7|COORD:15457074..15460237| protein kinase family protein	AT5G38560.1	CHR06V5|COORD:16763030..16769687|protein protein kinase domain containing protein, expressed	LOC_Os06g29340.1	no descriptionvery weakly similar to (79.7)AT5G38560| Symbols:  | protein kinase family protein | chr5:15457074-15460237 FORWARD	signalling.receptor kinases.proline extensin like	30_2_22

CUST_152260_PI403524517	2	0.42892456	0.595808	0.16553497	-0.16553497	-0.22170115	-0.2399435	35_42559	"Cluster: Putative PRLI-interacting factor N; n=1; Cynodon dactylon|Rep: Putative PRLI-interacting factor N - Cynodon dactylon (Bermuda grass)"	UniRef90_Q6E4A5	CHR1V7|COORD:26559818..26562657| protein kinase, putative	AT1G70460.1	CHR01V5|COORD:6886153..6893212|protein smr domain containing protein, expressed	LOC_Os01g12530.4	no description	not assigned.unknown	35_2

CUST_71223_PI403524517	2	-0.09148502	-0.3944311	0.16921759	0.09148455	0.1433425	-0.26105928	35_20405	"Cluster: Os07g0153300 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os07g0153300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D8J8	CHR1|COORD:10587587..10589606| expressed protein, similar to hypothetical protein GI:1469227 from (Brassica oleracea)	AT1G30130.2	CHR07V5|COORD:2821245..2817326|protein expressed protein	LOC_Os07g05870.1	"no descriptionmoderately similar to ( 286)AT1G30130| Symbols:  | similar to hypothetical protein [Brassica oleracea var. alboglabra] (GB:CAA99112.1); contains InterPro domain Protein of unknown function DUF1365; (InterPro:IPR010775) | chr1:10587650-10589206 FORWARDnot assigned not assigned DUF1365 COG3496 TT_ORF1 PRK12678"	not assigned.unknown	35_2

CUST_154231_PI403524517	2	0.5724449	0.39421606	0.038356304	-0.19019032	-0.05359125	-0.03835678	35_43101	"Cluster: Hypothetical protein OSJNBa0028O21.15; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0028O21.15 - Oryza sativa (japonica"	UniRef90_Q6YWJ2		0	CHR07V5|COORD:10845791..10840254|protein expressed protein	LOC_Os07g18300.1	no description	not assigned.unknown	35_2

CUST_9483_PI399408534	2	0.07022667	0.16147614	0.01063633	-0.1784954	-0.01063633	-0.1352148	35_9389	"Cluster: MRG family protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: MRG family protein, putative, expressed - Oryza sativa (japon"	UniRef90_Q2R2X7	CHR4V7|COORD:17546742..17549356| MRG family protein	AT4G37280.1	CHR11V5|COORD:19605568..19596683|protein chromatin modification-related protein EAF3, putative, expressed	LOC_Os11g34300.2	no descriptionweakly similar to ( 194)AT4G37280| Symbols:  | MRG family protein | chr4:17546742-17549356 REVERSEnot assigned MRG	RNA.regulation of transcription.Histone acetyltransferases	27_3_54

CUST_90824_PI403524517	2	0.17486191	0.18999481	-0.16227722	-0.04330635	-0.18867111	0.043305397	35_25976	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_93423_PI403524517	2	0.009260178	0.20075226	0.0011377335	-0.11877537	-0.09507465	-0.0011377335	35_26710	"Cluster: Hypothetical protein P0589E08.14; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0589E08.14 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6ZDP9	0	0	CHR07V5|COORD:5217738..5225021|protein F-box domain containing protein, expressed	LOC_Os07g09814.3	no description	not assigned.unknown	35_2

CUST_75582_PI403524517	2	0.15226364	0.14088488	0.05603218	-0.056032658	-0.36011696	-0.2401309	35_21667	"Cluster: Cytochrome P450 71E1, putative; n=1; Oryza sativa (japonica cultivar-group)|Rep: Cytochrome P450 71E1, putative - Oryza sativa (japonica cultivar-group"	UniRef90_Q2QPY6	"CHR3V7|COORD:9648110..9649773| CYP71B37 (cytochrome P450, family 71, subfamily B, polypeptide 37); oxygen binding"	AT3G26330.1	CHR12V5|COORD:19823010..19820277|protein cytochrome P450 71E1, putative, expressed	LOC_Os12g32850.1	" no descriptionmoderately similar to ( 216)AT3G26330| Symbols: CYP71B37 | CYP71B37 (cytochrome P450, family 71, subfamily B, polypeptide 37); oxygen binding | chr3:9648110-9649773 REVERSEmoderately similar to ( 213)C71E1_SORBICytochrome P450 71E1 - Sorghum bicolor (Sorghum) (Sorghum vulgare)not assigned not assigned not assigned not assigned not assigned p450 CypX "	misc.cytochrome P450	26_10

CUST_46575_PI403524517	2	-0.15940428	-0.03122282	0.020895004	0.08197069	-0.020895481	0.3711462	35_13339	"Cluster: RNA recognition motif family protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: RNA recognition motif family protein - Oryza sativa (japonica cu"	UniRef90_Q2QNA6	0	0	CHR12V5|COORD:23577850..23572909|protein RNA recognition motif family protein	LOC_Os12g38460.1	no description	not assigned.unknown	35_2

CUST_20993_PI403524517	2	-0.007906914	0.6319256	-0.07715893	0.04914856	-0.241498	0.007906914	35_6092	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10LS5	0	0	CHR03V5|COORD:12471766..12479027|protein expressed protein	LOC_Os03g21850.1	no description	not assigned.unknown	35_2

CUST_9512_PI403524517	2	-0.075315475	0.005514145	-0.005513191	0.09304333	0.052391052	-0.19898319	35_2677	"Cluster: 50S ribosomal protein L4, chloroplast, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: 50S ribosomal protein L4,"	UniRef90_Q10NM5	"CHR1V7|COORD:2249189..2250188| RPL4 (ribosomal protein L4); structural constituent of ribosome"	AT1G07320.2	CHR03V5|COORD:8732604..8735076|protein 50S ribosomal protein L4, chloroplast precursor, putative, expressed	LOC_Os03g15870.1	" no descriptionmoderately similar to ( 285)AT1G07320| Symbols: RPL4 | RPL4 (ribosomal protein L4); structural constituent of ribosome | chr1:2249189-2250172 FORWARDmoderately similar to ( 279)RK4_SPIOL50S ribosomal protein L4, chloroplast precursor - Spinacia oleracea (Spinach)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Ribosomal_L4 rplD RplD rpl4 DUF1421 Extensin_2 Atrophin-1 PRK07764 Tymo_45kd_70kd PRK12323 PRK07003 Drf_FH1 PRK05648 APC_basic HPC2 Herpes_BLLF1 TT_ORF1 DUF566 GRASP55_65 AF-4 Herpes_UL32 rpl4lp IER PRK08853 PRK10819 FAP DUF1509 DUF605 PRK06958 Protamine_P1 PRK12678 TonB Herpes_TAF50 FimV Chon_Sulph_att KAR9 Gag_spuma "	protein.synthesis.mito/plastid ribosomal protein.plastid	29_2_1_1

CUST_148450_PI403524517	2	0.07668638	-0.087724686	0.10007143	-0.054014683	-0.30598116	0.05401516	35_41529	"Cluster: RNA-binding protein of the Puf family translational repressor- like; n=1; Salinispora tropica CNB-440|Rep: RNA-binding protein of the Puf family transl"	UniRef90_Q0LAN0	CHR1V7|COORD:25812961..25813793| AGP19/ATAGP19 (ARABINOGALACTAN-PROTEIN 19)	AT1G68725.1	CHR02V5|COORD:13471763..13472498|protein expressed protein	LOC_Os02g22600.1	no description	not assigned.unknown	35_2

CUST_35755_PI403524517	2	0.14445114	5.9127808E-5	-5.8174133E-5	-0.12810516	0.037816048	-0.154253	35_10310	"Cluster: Putative kinesin-related protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative kinesin-related protein - Oryza sativa (japonica cultivar-g"	UniRef90_Q75HV1	CHR5V7|COORD:9728450..9730308| kinesin motor protein-related	AT5G27550.1	CHR05V5|COORD:19276047..19280407|protein kinesin-4, putative, expressed	LOC_Os05g33030.1	no descriptionhighly similar to ( 545)AT5G27550| Symbols:  | kinesin motor protein-related | chr5:9728450-9730308 REVERSEweakly similar to ( 200)K125_TOBAC125 kDa kinesin-related protein - Nicotiana tabacum (Common tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned KISc_C_terminal KISc Kinesin KISc KISc_KHC_KIF5 KISc_KIF3 KISc_KIP3_like KISc_KIF4 KISc_BimC_Eg5 KISc_KIF1A_KIF1B KISc_KLP2_like KIP1 KISc_CENP_E KISc_KIF9_like KISc_KID_like KISc_KIF2_like KISc_KIF23_like Motor_domain	cell.organisation	31_1

CUST_128044_PI403524517	2	-0.003194809	0.1757698	0.18786526	0.0031938553	-0.26329327	-0.049057007	35_36001	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QNZ9	CHR4V7|COORD:7506733..7511405| heat shock protein binding	AT4G12770.1	CHR12V5|COORD:22147027..22139829|protein auxilin-like protein, putative, expressed	LOC_Os12g36180.1	no descriptionvery weakly similar to (59.3)AT4G12770| Symbols:  | heat shock protein binding | chr4:7506733-7511405 REVERSE	cell. vesicle transport	31_4

CUST_97754_PI403524517	2	-0.044460297	-0.59906244	0.044460297	0.15543509	-0.053188324	0.08614826	35_27911	"Cluster: Hypothetical protein P0681D04.3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0681D04.3 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q688Q1	CHR5V7|COORD:15457074..15460237| protein kinase family protein	AT5G38560.1	CHR05V5|COORD:5657895..5657494|protein hypothetical protein	LOC_Os05g10420.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_125288_PI403524517	2	-0.014369965	0.2732172	0.06606674	-0.27908516	-0.31323147	0.014369011	35_35292	"Cluster: Putative Dephospho-CoA kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Dephospho-CoA kinase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q94DR2	"CHR2V7|COORD:11755165..11756087| ATCOAE; ATP binding / dephospho-CoA kinase"	AT2G27490.1	CHR01V5|COORD:14665916..14661787|protein dephospho-CoA kinase, putative, expressed	LOC_Os01g25880.1	"no descriptionvery weakly similar to (82.0)AT2G27490| Symbols: ATCOAE | ATCOAE; ATP binding / dephospho-CoA kinase | chr2:11755165-11756087 REVERSEnot assigned coaE DPCK CoaE"	not assigned.no ontology	35_1

CUST_41725_PI403524517	2	0.15197754	-0.052210808	0.0010299683	-0.0010304451	0.22950506	-0.023807526	35_11990	Rep: Hypothetical protein OSJNBb0006J12.7 - Oryza sativa (japonica cultivar-group)	UniRef90_Q6AUL4	"CHR5V7|COORD:7960759..7967647| (MALE GAMETOGENESIS IMPAIRED ANTHERS); cation-transporting ATPase"	AT5G23630.1	CHR05V5|COORD:19541562..19526329|protein cation-transporting ATPase, putative, expressed	LOC_Os05g33390.1	"no descriptionvery weakly similar to (74.7)AT5G23630| Symbols:  | (MALE GAMETOGENESIS IMPAIRED ANTHERS); cation-transporting ATPase | chr5:7960759-7967647 REVERSEnot assigned"	transport.unspecified cations	34_14

CUST_106211_PI403524517	2	-0.0020542145	0.0020542145	-0.12726212	-0.16601753	0.059975624	0.022223473	35_30231	"Cluster: Leucine-rich repeat family protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Leucine-rich repeat family protein, putative,"	UniRef90_Q2QLL2	CHR5V7|COORD:25204664..25207551| leucine-rich repeat family protein / protein kinase family protein	AT5G62710.1	CHR12V5|COORD:27310535..27306633|protein ATP binding protein, putative, expressed	LOC_Os12g44090.1	no descriptionweakly similar to ( 169)AT5G62710| Symbols:  | leucine-rich repeat family protein / protein kinase family protein | chr5:25204664-25207551 FORWARDvery weakly similar to (81.3)PSKR_DAUCAPhytosulfokine receptor precursor - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned PTKc TyrKc S_TKc Pkinase_Tyr S_TKc Pkinase PTKc_InsR_like PTKc_InsR	protein.postranslational modification.kinase.receptor like cytoplasmatic kinase VII	29_4_1_57

CUST_115781_PI403524517	2	-0.09523201	0.41334438	-0.17613697	0.7460308	-0.12122917	0.09523153	35_32833	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_1191_PI404877155	2	-0.25512886	0.77154255	0.175004	-0.07553196	-0.28917217	0.07553196	Contig11248_at	putative auxin-repressed protein [Prunus armeniaca]	AAB88876.1	dormancy/auxin associated family protein	At1g56220.1	protein Similar to Drm3	Os03g22270	NONE	hormone metabolism.auxin.induced-regulated-responsive-activated	17_2_3

CUST_6069_PI399408534	2	0.16412544	-0.03973961	0.10099983	-0.18446922	-0.023939133	0.023940086	35_16389	Rep: FACT complex subunit SPT16 - Oryza sativa (Rice)	UniRef90_Q7X923	"CHR4V7|COORD:6602222..6605446| SPT16 (GLOBAL TRANSCRIPTION FACTOR C); metalloexopeptidase"	AT4G10710.1	CHR04V5|COORD:14782667..14788523|protein cell division control protein 68, putative, expressed	LOC_Os04g25550.1	"no descriptionhighly similar to ( 797)AT4G10710| Symbols: SPT16 | SPT16 (GLOBAL TRANSCRIPTION FACTOR C); metalloexopeptidase | chr4:6602222-6605446 REVERSEhighly similar to ( 965)SPT16_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG5406 SPT16 Rtt106 CDC68-like AF-4 Mpp10"	RNA.regulation of transcription.Global transcription factor group	27_3_52

CUST_28126_PI403524517	2	0.0515337	-0.47527885	0.05040455	-0.063025475	-0.05040455	0.069211006	35_8131	"Cluster: Os05g0521300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0521300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DGN5	0	0	CHR05V5|COORD:25842870..25835279|protein kinesin motor domain containing protein, expressed	LOC_Os05g44560.1	no description	not assigned.unknown	35_2

CUST_119586_PI403524517	2	0.18432236	-0.23186684	-0.10386181	0.0029582977	-0.0029582977	0.028125763	35_33832	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_76300_PI403524517	2	-0.009820938	0.045592308	0.022907257	-0.12171078	0.009820938	-0.03864765	35_21873	"Cluster: Putative Cnot10 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Cnot10 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K272	CHR5V7|COORD:13679307..13682965| binding	AT5G35430.1	CHR09V5|COORD:1779097..1785142|protein expressed protein	LOC_Os09g03600.1	no descriptionmoderately similar to ( 214)AT5G35430| Symbols:  | binding | chr5:13679307-13682965 FORWARDnot assigned	not assigned.unknown	35_2

CUST_25265_PI403524517	2	-0.49683666	-0.71624947	0.70853233	0.1652689	0.29507637	-0.16526985	35_7325	"Cluster: Putative ATP dependent copper transporter; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ATP dependent copper transporter - Oryza sativa (j"	UniRef90_Q655X4	"CHR5V7|COORD:18093073..18097044| RAN1 (RESPONSIVE-TO-ANTAGONIST1); ATPase, coupled to transmembrane movement of ions, phosphorylative mechanism"	AT5G44790.1	CHR06V5|COORD:27522606..27516103|protein copper-transporting ATPase RAN1, putative, expressed	LOC_Os06g45500.1	" no descriptionhighly similar to ( 526)AT5G44790| Symbols: HMA7, RAN1 | RAN1 (RESPONSIVE-TO-ANTAGONIST1); ATPase, coupled to transmembrane movement of ions, phosphorylative mechanism | chr5:18093073-18097044 REVERSEvery weakly similar to (87.8)ACA1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned ZntA PRK10671 zntA MgtA KdpB PRK01122 PRK10517 Hydrolase COG4087 "	transport.metal	34_12

CUST_157619_PI403524517	2	-0.07995987	0.5365095	-0.09079647	0.36534977	-0.2638569	0.07995987	35_44008	"Cluster: Hypothetical protein OSJNBa0004G03.14; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0004G03.14 - Oryza sativa (japonica"	UniRef90_Q6AUY2		0	CHR03V5|COORD:22621331..22623844|protein expressed protein	LOC_Os03g40770.1	no description	not assigned.unknown	35_2

CUST_46661_PI403524517	2	-0.0026988983	0.31390953	0.0026988983	0.012114525	-0.30492878	-0.15988255	35_13363	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_11807_PI404877155	2	-0.03284645	0.08730316	0.2819662	-0.05164337	-0.089668274	0.03284645	Contig5528_at	AMP-dependent synthetase and ligase family protein [Arabidopsis thaliana] gb|AAL57649.1| AT3g16910/K14A17_3 [Arabidopsis thaliana]	NP_188316.1	AMP-dependent synthetase and ligase family protein	At3g16910.1	protein adenosine monophosphate binding protein 7 AMPBP7	Os03g19250	dependent synthetase and ligase family	lipid metabolism.FA synthesis and FA elongation.acyl coa ligase	11_1_08

CUST_68936_PI403524517	2	0.07410622	0.11497879	0.14312267	-0.19796562	-0.098181725	-0.07410622	35_19725	"Cluster: Putative serine/threonine kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative serine/threonine kinase - Oryza sativa (japonica cultivar-g"	UniRef90_Q5JLD8	"CHR4V7|COORD:12617389..12620491| CIPK8 (CBL-INTERACTING PROTEIN KINASE 8); kinase"	AT4G24400.1	CHR01V5|COORD:19804453..19796109|protein CBL-interacting serine/threonine-protein kinase 24, putative, expressed	LOC_Os01g35184.2	 no descriptionmoderately similar to ( 458)AT4G24400| Symbols: SnRK3.13, PKS11, CIPK8 | CIPK8 (CBL-INTERACTING PROTEIN KINASE 8) | chr4:12617389-12620453 FORWARDmoderately similar to ( 370)CIPK1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase SPS1 Pkinase_Tyr TyrKc PTKc PTKc_Jak_rpt2 PTKc_Csk_like PTKc_Tyk2_rpt2 PTKc_Srm_Brk PTKc_Jak1_rpt2 PTKc_Fes_like PTKc_FAK PTKc_EphR PTKc_Abl PTKc_Ack_like PTKc_Jak2_Jak3_rpt2 PTKc_EGFR_like PTKc_Chk PTKc_Btk_Bmx PTKc_Syk_like PTKc_InsR_like PTKc_Fer PTKc_Src_like PTKc_Tec_like PTKc_Tec_Rlk PTKc_Fes PTKc_PDGFR PTKc_EphR_A PTKc_Csk PTKc_Tyro3 PTKc_FGFR PTKc_Lyn PTKc_Ror PTKc_ALK_LTK PTKc_Axl_like PTKc_EphR_A2 PTKc_Axl PTKc_EphR_B PTKc_Trk PTKc_Hck PTKc_Frk_like PTKc_Lck_Blk PTKc_Itk PTK_Ryk PTKc_DDR PTKc_FGFR4 PTKc_Yes PTKc_RET PTKc_EGFR PTK_CCK4 PTKc_Syk PTKc_Tie1 PTKc_FGFR1 PTKc_Tie2 PTKc_Fyn_Yrk PTKc_Tie PTKc_Ror1 PTKc_TrkC PTKc_FGFR2 PTKc_FGFR3 PTKc_Met_Ron PTKc_c-ros PTKc_Ror2 PTKc_Zap-70 PTKc_InsR PTKc_HER2 PTKc_Src PTKc_Musk PTKc_HER4 PTKc_IGF-1R PTKc_DDR_like PTKc_DDR2 PTKc_TrkB PTKc_EphR_A10 PTKc_TrkA PTKc_DDR1 PTKc_PDGFR_alpha PTKc_Aatyk PTK_HER3 PTKc_PDGFR_beta 	protein.postranslational modification	29_4

CUST_179785_PI403524517	2	0.12288761	0.7070656	-0.03579521	-0.22825813	-0.0842638	0.03579521	35_49999	"Cluster: Hypothetical protein OSJNBa0087O09.6; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0087O09.6 - Oryza sativa (japonica cu"	UniRef90_Q84JQ9		0	CHR03V5|COORD:32741924..32739526|protein expressed protein	LOC_Os03g57530.1	no description	not assigned.unknown	35_2

CUST_72653_PI403524517	2	0.0559783	-0.3365507	-0.015162945	-0.0951004	0.2166524	0.015162945	35_20826	Rep: T22K18.11 protein - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q9SR70	CHR3V7|COORD:3102296..3103806| immunophilin, putative / FKBP-type peptidyl-prolyl cis-trans isomerase, putative	AT3G10060.1	CHR07V5|COORD:4720067..4725324|protein peptidyl-prolyl cis-trans isomerase, FKBP-type family protein, expressed	LOC_Os07g09040.1	 no descriptionmoderately similar to ( 251)AT3G10060| Symbols:  | immunophilin, putative / FKBP-type peptidyl-prolyl cis-trans isomerase, putative | chr3:3102296-3103806 FORWARDvery weakly similar to (57.4)FKB70_WHEAT70 kDa peptidyl-prolyl isomerase - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned FkpA FKBP_C PRK10902 PRK11570 SlpA 	protein.folding	29_6

CUST_92715_PI403524517	2	0.053621292	0.08943367	-0.08260918	-0.05362034	-0.080096245	0.074848175	35_26511	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_44224_PI403524517	2	0.032238483	0.18862343	0.47300196	-0.46298504	-0.37452412	-0.03223896	35_12688	"Cluster: Hypothetical protein P0486G03.28; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0486G03.28 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6Z6G0	CHR3V7|COORD:3155314..3155943| calmodulin, putative	AT3G10190.1	CHR02V5|COORD:32144547..32143970|protein EF hand family protein, expressed	LOC_Os02g52540.1	no descriptionnot assigned EFh	not assigned.unknown	35_2

CUST_16885_PI403524517	2	0.20810986	-0.4966364	-0.055788994	0.011212349	-0.011211395	0.05093193	35_4879	"Cluster: Putative vacuole membrane protein 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative vacuole membrane protein 1 - Oryza sativa (japonica cult"	UniRef90_Q5ZCF3	"CHR4V7|COORD:8545513..8547718| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G05360.1); similar to conserved hypothetical protein [Medicago"	AT4G14950.1	CHR01V5|COORD:33283757..33290140|protein transmembrane protein 49, putative, expressed	LOC_Os01g57066.1	"no descriptionmoderately similar to ( 229)AT4G14950| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G05360.1); similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE91712.1); contains domain VACUOLE MEMBRANE PROTEIN 1 (PTHR10281:SF1); contains domain MEMBRANE ASSOCIATED PROGESTERONE RECEPTOR-RELATED (PTHR10281) | chr4:8545513-8547718 FORWARDnot assigned"	not assigned.unknown	35_2

CUST_23501_PI399408534	2	0.06980419	-0.018481255	-0.030765533	0.0184803	-0.04857731	0.03340721	35_19691	Rep: GTP-binding protein - Oryza sativa (Rice)	UniRef90_O65038	"CHR5|COORD:21222304..21224324| ADP-ribosylation factor, putative, similar to arf-related protein (ARP) (SP:Q63055){Rattus norvegicus}; contains Pfam domain"	AT5G52210.2	CHR07V5|COORD:25647467..25644294|protein ARF-related protein, putative, expressed	LOC_Os07g42820.1	 no descriptionmoderately similar to ( 283)AT5G52210| Symbols: ATARLB1, ATGB1 | ATGB1 (Arabidopsis thaliana GTP-binding protein 1) | chr5:21222793-21224066 FORWARDweakly similar to ( 122)ARF_MAIZEADP-ribosylation factor - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Arfrp1 Arf_Arl Arf Arl3 Arl2 Arl5_Arl8 Arl1 Arl6 Arl10_like Arf1_5_like ARF Arf6 ARD1 Sar1 ARLTS1 Arl4_Arl7 Arl9_Arfrp2_like Ras_like_GTPase Arl2l1_Arl13_like SAR COG1100 Rab RAB Ras Rab26 Rab18 SR_beta COG2229 Rab32_Rab38 Rab4 Rab5_related Rab33B_Rab33A Rab1_Ypt1 Rab11_like Rab19 Rab35 RabL2 RJL Miro Rab8_Rab10_Rab13_like Rab14 Rab30 Rab39 Rab2 Rab6 Ras Rab28 	signalling.G-proteins	30_5

CUST_39141_PI403524517	2	0.22577381	-0.26585007	-0.1463747	0.047288895	0.012581825	-0.012580872	35_11258	"Cluster: Hypothetical protein P0435H01.7; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0435H01.7 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q5JNF8	CHR1V7|COORD:29578755..29580651| integral membrane family protein	AT1G78620.2	CHR01V5|COORD:30725792..30732768|protein uncharacterized conserved membrane protein, putative, expressed	LOC_Os01g52864.2	no descriptionweakly similar to ( 149)AT1G78620| Symbols:  | integral membrane family protein | chr1:29578755-29580651 REVERSECOG1836 DUF92	not assigned.no ontology	35_1

CUST_96988_PI403524517	2	0.20111036	-0.023085117	0.02308464	-0.04411459	-0.5368371	0.045716286	35_27699	"Cluster: Hypothetical protein OSJNBa0001A14.17; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0001A14.17 - Oryza sativa (japonica"	UniRef90_Q6AT30	"CHR1V7|COORD:30033003..30038401| similar to CIP1 (COP1-INTERACTIVE PROTEIN 1) [Arabidopsis thaliana] (TAIR:AT5G41790.1); similar to Os05g0559900 [Oryza"	AT1G79830.1	CHR05V5|COORD:27794268..27785202|protein tropomyosin, putative, expressed	LOC_Os05g48620.1	"no descriptionvery weakly similar to (90.5)AT1G79830| Symbols:  | similar to CIP1 (COP1-INTERACTIVE PROTEIN 1) [Arabidopsis thaliana] (TAIR:AT5G41790.1); similar to Os05g0559900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001056303.1); similar to Tropomyosin; tRNA-binding arm; t-snare [Medicago truncatula] (GB:ABD32289.1); contains InterPro domain tRNA-binding arm; (InterPro:IPR010978); contains InterPro domain t-snare; (InterPro:IPR010989) | chr1:30033003-30038401 REVERSEnot assigned"	not assigned.no ontology	35_1

CUST_12687_PI403524517	2	0.28281164	-0.4524684	-0.17726469	0.31888866	0.10585165	-0.10585165	35_3626	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_54640_PI403524517	2	0.155406	-0.9994354	-0.11343479	0.28780174	0.11343384	-0.26495647	35_15550	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_129941_PI403524517	2	0.04017067	-0.2631483	0.09267712	0.024871826	-0.2450037	-0.024870872	35_36494	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_171331_PI403524517	2	-0.20149422	0.15607452	0.06916809	0.04432583	-0.62982655	-0.044326782	35_47737	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_154982_PI403524517	2	0.05202198	-0.05017376	0.039794922	-0.039794445	0.22482014	-0.16134024	35_43296	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QMN9	CHR3V7|COORD:1262023..1264349| oxidoreductase	AT3G04650.1	CHR12V5|COORD:25052473..25048998|protein FAD dependent oxidoreductase, putative, expressed	LOC_Os12g40540.2	no descriptionweakly similar to ( 114)AT3G04650| Symbols:  | oxidoreductase | chr3:1262023-1264349 FORWARD	not assigned.unknown	35_2

CUST_62759_PI403524517	2	-9.6797943E-4	0.33605385	0.028917313	-0.11059189	9.6797943E-4	-0.0146923065	35_17895	"Cluster: Os06g0124900 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os06g0124900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DF13	0	0	CHR06V5|COORD:1340457..1343548|protein expressed protein	LOC_Os06g03486.1	no description	not assigned.unknown	35_2

CUST_40237_PI403524517	2	-0.15733433	0.58696556	0.032117844	0.23629665	-0.10194206	-0.032117844	35_11574	Rep: Actin regulatory protein - Aspergillus oryzae	UniRef90_Q2U6Q3	CHR2V7|COORD:18439977..18443704| RNA recognition motif (RRM)-containing protein	AT2G44710.1	CHR05V5|COORD:295257..298816|protein serine/arginine repetitive matrix protein 1, putative, expressed	LOC_Os05g01540.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_26364_PI403524517	2	0.010968208	-0.59442806	-0.25169754	0.09227085	-0.010968208	0.03471279	35_7640	"Cluster: Os02g0581000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0581000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E033	CHR3V7|COORD:144295..149835| phosphatidylinositolglycan class N (PIG-N) family protein	AT3G01380.1	CHR02V5|COORD:22375330..22384137|protein phosphatidylinositolglycan class N family protein, expressed	LOC_Os02g37050.1	no descriptionmoderately similar to ( 280)AT3G01380| Symbols:  | phosphatidylinositolglycan class N (PIG-N) family protein | chr3:144295-149835 REVERSEnot assigned PigN	not assigned.no ontology	35_1

CUST_30103_PI403524517	2	-0.41661263	0.14193821	0.08011341	0.022833824	-0.20766068	-0.022834778	35_8688	"Cluster: Putative 1,4-beta-D xylan xylanohydrolase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative 1,4-beta-D xylan xylanohydrolase - Oryza sativa (j"	UniRef90_Q84YR7	"CHR1V7|COORD:21688416..21691874| RXF12; hydrolase, hydrolyzing O-glycosyl compounds"	AT1G58370.1	CHR07V5|COORD:15882663..15888337|protein hydrolase, hydrolyzing O-glycosyl compounds, putative, expressed	LOC_Os07g27320.1	" no descriptionmoderately similar to ( 375)AT1G58370| Symbols: RXF12 | RXF12; hydrolase, hydrolyzing O-glycosyl compounds | chr1:21688416-21691874 FORWARDGlyco_10 Glyco_hydro_10 XynA "	not assigned.no ontology	35_1

CUST_176325_PI403524517	2	0.175488	0.077159405	0.26837826	-0.07715893	-0.13064003	-0.14718914	35_49068	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_8637_PI404877155	2	-0.082941055	-0.2985859	-0.05231476	0.052313805	0.15460682	0.16835976	Contig2561_s_at	pyrophosphate--fructose-6-phosphate 1-phosphotransferase beta subunit, putative / pyrophosphate-dependent 6-phosphofructose-1-kinase, putati	NP_172664.1	pyrophosphate--fructose-6- phosphate 1-phosphotransferase beta subunit, putative / pyrophosphate-dependent 6-pho	At1g12000.1	protein pyrophosphate--fructose 6-phosphate 1-phosphotransferase beta subunit(ec 2.7.1.90) (pfp) (	Os06g13810	pyrophosphate-dependent phosphofructokinase beta subunit	glycolysis.pyrophosphate-fructose-6-P phosphotransferase	4_05

CUST_62337_PI403524517	2	0.021958351	-0.021958351	0.18586826	-0.21626139	0.051715374	-0.20774126	35_17777	"Cluster: Putative BTB/POZ domain-containing protein; n=2; Oryza sativa|Rep: Putative BTB/POZ domain-containing protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K229	CHR2V7|COORD:19003184..19005536| BTB/POZ domain-containing protein	AT2G46260.1	CHR02V5|COORD:9082727..9088011|protein GAMYB-binding protein, putative, expressed	LOC_Os02g16000.1	no descriptionweakly similar to ( 196)AT2G46260| Symbols:  | BTB/POZ domain-containing protein | chr2:19003184-19005536 FORWARDnot assigned not assigned not assigned BTB BTB BACK	not assigned.no ontology.BTB/POZ domain-containing protein	35_1_9

CUST_17912_PI404877155	2	-0.36740065	-0.7581105	-0.09179592	0.66286564	0.20757818	0.0917964	HVSMEa0009F12r2_at	putative pyrophosphate-dependent phosphofructokinase alpha subunit [Oryza sativa (japonica cultivar-group)]	BAC75438.1	pyrophosphate--fructose- 6-phosphate 1-phosphotransferase alpha subunit, putative / pyrophosphate-dependent 6-	At1g76550.1	protein hypothetical protein	Os08g25720	pyrophosphate--fructose 6-phosphate 1-phosphotransferase alpha subunit	glycolysis.pyrophosphate-fructose-6-P phosphotransferase	4_05

CUST_56982_PI403524517	2	-0.024970055	0.5068016	0.024970055	-0.15971279	-0.044529915	0.12071419	35_16240	"Cluster: Os01g0869600 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0869600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JHD6	"CHR1V7|COORD:7654346..7655680| similar to Os01g0869600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001044928.1); similar to unknown protein [Oryza"	AT1G21790.1	CHR01V5|COORD:38017149..38020238|protein expressed protein	LOC_Os01g64930.1	" no descriptionmoderately similar to ( 364)AT1G21790| Symbols:  | similar to Os01g0869600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001044928.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD81707.1); contains InterPro domain TRAM, LAG1 and CLN8 homology; (InterPro:IPR006634) | chr1:7654346-7655680 FORWARDnot assigned not assigned TLC "	not assigned.unknown	35_2

CUST_82626_PI403524517	2	0.14857101	-0.038215637	-0.0783205	-0.15386486	0.03821659	0.069597244	35_23700	"Cluster: MDR-like ABC transporter; n=4; Oryza sativa (japonica cultivar-group)|Rep: MDR-like ABC transporter - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8GU78	"CHR2V7|COORD:15509241..15514129| ATPGP1 (ARABIDOPSIS THALIANA P GLYCOPROTEIN1); calmodulin binding"	AT2G36910.1	CHR08V5|COORD:28131423..28137286|protein multidrug resistance protein 1, putative, expressed	LOC_Os08g45030.1	" no descriptionmoderately similar to ( 272)AT2G36910| Symbols: PGP1, ATMDR1 | ATPGP1 (ARABIDOPSIS THALIANA P GLYCOPROTEIN1); calmodulin binding | chr2:15509241-15514129 FORWARDweakly similar to ( 186)MDR_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned ABC_MTABC3_MDL1_MDL2 ABCC_MsbA MdlB ABCC_ATM1_transporter SunT ABCC_TAP ABCC_Glucan_exporter_like PRK11176 ATM1 ABCC_bacteriocin_exporters ABCC_Hemolysin ABCC_MRP_Like CydC PRK11160 CydD ArpD PRK10789 ABCC_MRP_domain2 PRK11174 ABC_Carb_Solutes_like ABC_PstB_phosphate_transporter FepC PotA MalK PRK10790 ABC_cobalt_CbiO_domain1 ABC_NrtD_SsuB_transporters ABC_tran ABCC_MRP_domain1 AbcC ABCC_cytochrome_bd ABCC_Protease_Secretion TauB PstB ABC_Class3 ABCC_NFT1 ABC_OpuCA_Osmoprotection ABC_NikE_OppD_transporters CbiO COG1123 ABC_Iron-Siderophores_B12_Hemin OpuBA DppF ABC_PotA_N ABC_HisP_GlnQ_permeases GlnQ ABC_MalK_N ABC_Org_Solvent_Resistant SalX ABC_MJ0796_Lo1CDE_FtsE ABC_PhnC_transporter ThiQ ProV potA ABC_Pro_Gly_Bertaine ABC_TM1139_LivF_branched ABC_ModC_like CysA FtsE fecE MglA ABC_MetN_methionine_transporter COG3638 LivF ABC_CysA_sulfate_importer CcmA ZnuC Ttg2A ABC_DR_subfamily_A ABC_ThiQ_thiamine_transporter YhbG TauB thiQ ABC_FtsE_transporter ABC_Metallic_Cations fbpC ABC_ATPase ABC_cobalt_CbiO_domain2 COG4619 ABC_YhbG NatA tauB ABCC_CFTR1 PRK10744 LivG glnQ ABC_drug_resistance_like ABCC_SUR1_N ABC_Mj1267_LivG_branched potG ABCC_SUR2 PRK10851 COG4559 DppD AppF btuD dppF COG4172 COG4181 CeuD Uup ABC_subfamily_A PRK10247 ABC_ModC_molybdenum_transporter artP metN ModC PRK10070 ugpC PRK11000 COG3845 HisP ABC_NatA_sodium_exporter COG4178 PRK10253 ABCG_EPDR ModF PRK10908 PRK10535 ssuB PRK10575 ArtP COG4136 ABCG_White PvdE CcmA PRK10419 PRK10522 PRK11264 araG ABCC_CFTR2 PhnK livF lolD ABC_Carb_Monos_I PRK11831 PRK10619 PRK10418 PRK10261 ABC_Carb_Monos_II PRK10895 ABC_DrrA znuC ABC_BcrA_bacitracin_resist ABC_CcmA_heme_exporter sufC ABCD_peroxisomal_ALDP COG4152 ABC_PDR_domain1 ABC_KpsT_Wzt SapF ABC_putative_ATPase PRK07003 PRK10584 modC TagH PRK10982 PhnL COG4586 livG PRK03695 ABC_FeS_Assembly BtuD ABCF_EF-3 COG2401 PRK10762 PRK11147 COG4674 ABC_NatA_like PRK12323 "	transport.ABC transporters and multidrug resistance systems	34_16

CUST_96993_PI403524517	2	0.0051116943	0.43176556	-0.0051116943	-0.10178661	-0.117507935	0.07252407	35_27702	"Cluster: Hypothetical protein OJ1206_C08.7; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1206_C08.7 - Oryza sativa (japonica cultivar"	UniRef90_Q65X43	0	0	CHR05V5|COORD:26922489..26924411|protein transposon protein, putative, Mutator sub-class	LOC_Os05g46660.1	no description	not assigned.unknown	35_2

CUST_54590_PI403524517	2	0.08108902	-0.8766074	-0.057088375	0.18928576	0.057088375	-0.1366539	35_15537	"Cluster: Putative ribosomal protein S5; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative ribosomal protein S5 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q84SS7	CHR2V7|COORD:14308001..14309428| ribosomal protein S5 family protein	AT2G33800.1	CHR03V5|COORD:19371729..19367543|protein 30S ribosomal protein S5, putative, expressed	LOC_Os03g34040.1	 no descriptionmoderately similar to ( 222)AT2G33800| Symbols:  | ribosomal protein S5 family protein | chr2:14308001-14309428 REVERSEmoderately similar to ( 226)RR5_SPIOL30S ribosomal protein S5, chloroplast precursor - Spinacia oleracea (Spinach)not assigned not assigned not assigned not assigned rpsE RpsE rps5 Ribosomal_S5 rps5p Ribosomal_S5_C 	protein.synthesis.mito/plastid ribosomal protein.plastid	29_2_1_1

CUST_16365_PI399408534	2	-0.06492996	0.26047182	0.06493044	-0.46780014	0.2553544	-0.57855034	35_11137	"Cluster: OSJNBb0039L24.12 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBb0039L24.12 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XMK6	"CHR3V7|COORD:22682281..22683526| AtMYB17 (myb domain protein 17); DNA binding / transcription factor"	AT3G61250.1	CHR04V5|COORD:26440920..26442318|protein MYB14, putative	LOC_Os04g45060.1	"no descriptionmoderately similar to ( 213)AT3G61250| Symbols: AtMYB17 | AtMYB17 (myb domain protein 17); DNA binding / transcription factor | chr3:22682281-22683526 FORWARDweakly similar to ( 178)MYB4_ORYSAnot assigned not assigned not assigned not assigned not assigned REB1 Myb_DNA-binding SANT SANT PRK07003 Herpes_BLLF1 PRK12323"	RNA.regulation of transcription.MYB domain transcription factor family	27_3_25

CUST_77002_PI403524517	2	0.117310524	-0.41038227	-0.117310524	-0.17964745	0.22621346	0.27976036	35_22071	"Cluster: Hypothetical protein P0560B08.115; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0560B08.115 - Oryza sativa (japonica cultivar"	UniRef90_Q8LHQ4	CHR2V7|COORD:6872889..6873836| calmodulin-binding protein	AT2G15760.1	CHR07V5|COORD:25589533..25591115|protein calmodulin binding protein, putative, expressed	LOC_Os07g42740.1	no descriptionDUF1645	not assigned.unknown	35_2

CUST_179328_PI403524517	2	-0.23642254	0.24973392	0.018218994	0.032375336	-0.10566521	-0.01821804	35_49874	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_11829_PI399408534	2	0.19865417	1.0842814	-0.22737455	0.3944378	-0.5147352	-0.1986537	35_16175	Rep: Pyruvate dehydrogenase kinase - Oryza sativa (Rice)	UniRef90_Q9ATR2	"CHR3V7|COORD:1990733..1992587| PDK (PYRUVATE DEHYDROGENASE KINASE); ATP binding / [pyruvate dehydrogenase (lipoamide)] kinase"	AT3G06483.1	CHR07V5|COORD:26483619..26479551|protein protein kinase, mitochondrial precursor, putative, expressed	LOC_Os07g44330.3	"no descriptionweakly similar to ( 110)AT3G06483| Symbols: PDK | PDK (PYRUVATE DEHYDROGENASE KINASE); ATP binding / [pyruvate dehydrogenase (lipoamide)] kinase | chr3:1990733-1992587 REVERSEnot assigned HATPase_c HATPase_c"	signalling.in sugar and nutrient physiology.pyruvate dehydrogenase kinase	30_1_2

CUST_138568_PI403524517	2	0.08687401	-0.23908234	-0.080786705	0.06951523	-0.050250053	0.0502491	35_38867	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_21950_PI403524517	2	0.005179405	0.5799742	0.08364105	-0.13341427	-0.08345699	-0.005179405	35_6376	Rep: Cyclin T1 - Medicago truncatula (Barrel medic)	UniRef90_Q6EEW1	CHR5V7|COORD:18295035..18297960| cyclin family protein	AT5G45190.1	CHR12V5|COORD:17927216..17935779|protein cyclin-T1, putative, expressed	LOC_Os12g30020.2	no descriptionweakly similar to ( 162)AT5G45190| Symbols:  | cyclin family protein | chr5:18295035-18297960 REVERSEvery weakly similar to (55.1)CCNC_ORYSAnot assigned not assigned not assigned not assigned CCL1 Cyclin_N CYCLIN COG5024	cell.cycle	31_3

CUST_52025_PI403524517	2	-0.018380165	-0.9086361	-0.084796906	0.052101135	0.08909035	0.018380165	35_14829	"Cluster: 40S ribosomal protein S12; n=1; Hordeum vulgare|Rep: 40S ribosomal protein S12 - Hordeum vulgare (Barley)"	UniRef90_Q9XHS0	CHR2|COORD:13646095..13647413| 40S ribosomal protein S12 (RPS12C)	AT2G32060.2	CHR07V5|COORD:7233501..7231456|protein 40S ribosomal protein S12, putative, expressed	LOC_Os07g12650.3	no descriptionweakly similar to ( 184)AT2G32060| Symbols:  | 40S ribosomal protein S12 (RPS12C) | chr2:13646305-13647181 REVERSEmoderately similar to ( 257)RS12_HORVU40S ribosomal protein S12 - Hordeum vulgare (Barley)not assigned not assigned Ribosomal_L7Ae RPL8A rpl7ae	protein.synthesis.misc ribososomal protein	29_2_2

CUST_81063_PI403524517	2	0.02133751	0.54589176	0.015981674	-0.273304	-0.06484413	-0.015981674	35_23252	"Cluster: Putative ribosomal RNA apurinic site specific lyase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ribosomal RNA apurinic site specific lya"	UniRef90_Q6ETM5	0	0	CHR02V5|COORD:4320543..4324166|protein F-box domain containing protein, expressed	LOC_Os02g08160.1	no descriptionFBD	not assigned.unknown	35_2

CUST_4741_PI404877155	2	-0.31856823	0.26507568	0.09151268	-0.062221527	0.062220573	-0.11145115	Contig15979_at	response regulator 9 [Zea mays]	BAB55874.1	0	0	protein response regulator 9	Os02g08500	NONE	RNA.regulation of transcription.MYB domain transcription factor family	27_3_25

CUST_109300_PI403524517	2	-0.02533245	0.16987991	0.002869606	-0.11283302	-0.0028705597	0.08406067	35_31069	"Cluster: Hypothetical protein OJ1126_B11.7; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1126_B11.7 - Oryza sativa (japonica cultivar"	UniRef90_Q65XH2	CHR5V7|COORD:1099272..1101811| dehydration-responsive protein-related	AT5G04060.1	CHR05V5|COORD:18237299..18232268|protein ankyrin like protein, putative, expressed	LOC_Os05g31480.2	no descriptionweakly similar to ( 105)AT5G04060| Symbols:  | dehydration-responsive protein-related | chr5:1099272-1101811 FORWARDDUF248	stress.abiotic.drought/salt	20_2_3

CUST_27652_PI403524517	2	-0.031313896	-0.6936846	-0.022830963	0.048252106	0.051623344	0.022830963	35_7998	"Cluster: Putative drought-inducible protein 1OS; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative drought-inducible protein 1OS - Oryza sativa (japonic"	UniRef90_Q8RUB8	CHR1V7|COORD:22868991..22870217| pentatricopeptide (PPR) repeat-containing protein	AT1G61870.1	CHR01V5|COORD:33920592..33924187|protein membrane-associated salt-inducible protein, putative, expressed	LOC_Os01g58080.3	no descriptionweakly similar to ( 189)AT1G61870| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr1:22868991-22870217 REVERSEvery weakly similar to (72.8)RF1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Extensin_2 Atrophin-1 Tymo_45kd_70kd PRK12323 DUF1421 PRK05648 Drf_FH1 PRK07764 PRK07003 HPC2 KAR9 GRASP55_65 Herpes_TAF50 Herpes_BLLF1 DUF605 CTF_NFI AF-4 Pneumo_att_G APC_basic PRK08853 Chon_Sulph_att DUF1509	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_4795_PI404877155	2	0.08637428	-0.34650803	-0.062459946	0.13318825	-0.029476166	0.029476166	Contig16083_at	OSJNBa0041M06.2 [Oryza sativa (japonica cultivar-group)] emb|CAE01505.2| OSJNBb0026L04.10 [Oryza sativa (japonica cultivar-group)] ref|XP_47	CAE04700.1	pentatricopeptide (PPR) repeat-containing protein	At1g60770.1	protein hypothetical protein	Os04g25410	"pentatricopeptide (PPR) repeat-containing protein, low similarity to DNA-binding protein (Triticum aestivum) GI:6958202; contains Pfam profile PF01535: PPR repeat"	RNA.regulation of transcription.putative DNA-binding protein	27_3_67

CUST_17056_PI404877155	2	-1.4074106	0.38342094	0.047377586	0.4474125	-0.15783215	-0.047376633	HS09L05u_at	early drought induced protein [Oryza sativa (indica cultivar-group)] gb|AAS72306.1| drought-induced hydrophobic protein [Oryza sativa (japon	AAM46894.1	hydrophobic protein (RCI2A) / low temperature and salt responsive protein (LTI6A)	At3g05880.1	protein Uncharacterized protein family, putative	Os05g04700	early drought induced protein	stress.abiotic.unspecified	20_2_99

CUST_18775_PI404877155	2	-1.000814	-0.8296695	0.4284129	0.077356815	-0.07735634	0.5389366	HVSMEn0017K13r2_at	phospholipase D1 [Craterostigma plantagineum]	CAB43063.1	phospholipase D alpha 1 / PLD alpha 1 (PLDALPHA1) (PLD1) / choline phosphatase 1	At3g15730.1	protein phospholipase d alpha 1 precursor (ec 3.1.4.4) (pld alpha 1) (cholinephosphatase 1)	Os05g07880	"PLD;PHOSPHOLIPASE D;PHOSPHOLIPASE D ALPHA 1;phospholipase D alpha 1 / PLD alpha 1 (PLDALPHA1) (PLD1) / choline phosphatase 1, identical to SP:Q38882 Phospholipase D alpha 1 (EC 3.1.4.4) (AtPLDalpha1) (PLD alpha 1) (Choline phosphatase 1) (Phosphatidylchol"	lipid metabolism.lipid degradation.lysophospholipases	11_9_3

CUST_180417_PI403524517	2	0.6501198	0.2334814	-0.113976955	0.11397743	-0.7003555	-0.124922276	35_50175	"Cluster: Os10g0446200 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os10g0446200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IXD6	CHR2V7|COORD:18948428..18952073| transmembrane protein-related	AT2G46060.1	CHR10V5|COORD:15791840..15801528|protein expressed protein	LOC_Os10g30910.1	no descriptionweakly similar to ( 123)AT2G46060| Symbols:  | transmembrane protein-related | chr2:18948637-18952073 REVERSE	not assigned.no ontology	35_1

CUST_166984_PI403524517	2	-0.035497665	-0.34832954	-0.07003784	0.16858387	0.106116295	0.03549671	35_46515	0	0		0	CHR09V5|COORD:14698203..14693433|protein expressed protein	LOC_Os09g24700.1	no description	not assigned.unknown	35_2

CUST_154986_PI403524517	2	0.07037735	0.019091606	-0.019091606	0.16624069	-0.04732418	-0.23373699	35_43297	"Cluster: Oxygen-evolving enhancer protein 2, chloroplast precursor; n=1; Triticum aestivum|Rep: Oxygen-evolving enhancer protein 2, chloroplast"	UniRef90_Q00434	"CHR1V7|COORD:2047939..2049185| PSBP-1 (OXYGEN-EVOLVING ENHANCER PROTEIN 2); calcium ion binding"	AT1G06680.1	CHR07V5|COORD:2136698..2134902|protein oxygen-evolving enhancer protein 2, chloroplast precursor, putative, expressed	LOC_Os07g04840.2	" no descriptionweakly similar to ( 132)AT1G06680| Symbols: OEE2, PSBP-1 | PSBP-1 (OXYGEN-EVOLVING ENHANCER PROTEIN 2); calcium ion binding | chr1:2047939-2049185 FORWARDweakly similar to ( 160)PSBP_WHEATOxygen-evolving enhancer protein 2, chloroplast precursor - Triticum aestivum (Wheat)PsbP "	PS.lightreaction.photosystem II.PSII polypeptide subunits	1_1_1_2

CUST_86343_PI403524517	2	0.032330513	0.44510937	-0.0147304535	0.014731407	-0.01499176	-0.025205612	35_24727	"Cluster: Hypothetical protein OSJNBa0091D16.14; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0091D16.14 - Oryza sativa (japonica"	UniRef90_Q6YX04	"CHR5V7|COORD:23468485..23469689| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G30630.1); similar to tRNA-binding arm [Medicago truncatula]"	AT5G57910.1	CHR08V5|COORD:10360825..10363021|protein expressed protein	LOC_Os08g16930.1	no description	not assigned.unknown	35_2

CUST_156194_PI403524517	2	-0.18335104	-0.019680977	0.2731285	0.019680977	0.13637257	-0.026812553	35_43620	"Cluster: Putative acid phosphatase; n=1; Hordeum vulgare|Rep: Putative acid phosphatase - Hordeum vulgare (Barley)"	UniRef90_Q9M4D6		0	CHR07V5|COORD:16106979..16107737|protein stem 28 kDa glycoprotein precursor, putative	LOC_Os07g27580.1	no description	not assigned.unknown	35_2

CUST_6666_PI404877155	2	0.038809776	-0.38106155	-0.056797028	0.05725193	0.17926884	-0.038809776	Contig1977_s_at	pyruvate dehydrogenase E1 beta subunit isoform 3 [Zea mays]	AAC72194.1	pyruvate dehydrogenase E1 component beta subunit, mitochondrial / PDHE1-B (PDH2)	At5g50850.1	protein pyruvate dehydrogenase E1 beta subunit isoform 3	Os09g33500	pyruvate dehydrogenase E1 beta subunit isoform 3	TCA / org. transformation.TCA.pyruvate DH.E1	8_1_01_01

CUST_2674_PI404877155	2	0.07987499	-0.6564503	-0.092624664	0.2387228	0.10344696	-0.07987499	Contig13096_at	UDP-galactose/UDP-glucose transporter, putative [Arabidopsis thaliana]	NP_563949.1	UDP-galactose/UDP-glucose transporter, putative	At1g14360.1	protein expressed protein	Os06g39260	UDP-galactose/UDP-glucose transporter, putative, very similar to UDP-galactose/UDP-glucose transporter (GI:22651763) {Arabidopsis thaliana}	transport.NDP-sugars at the ER	34_11

CUST_11507_PI404877155	2	0.016846657	0.13275719	-0.01684761	-0.050971985	0.017367363	-0.12480736	Contig5214_at	putative zinc finger protein [Oryza sativa (japonica cultivar-group)]	NP_914841.1	zinc finger (CCCH-type) family protein	At3g02830.1	protein Zinc finger C-x8-C-x5-C-x3-H type (and similar), putative	Os01g68860	putative zinc finger protein	RNA.regulation of transcription.C2H2 zinc finger family	27_3_11

CUST_70809_PI403524517	2	0.05182743	-0.15575695	-0.041543007	0.03216076	-0.03216076	0.054516792	35_20289	Rep: Putative DNA ligase - Oryza sativa (Rice)	UniRef90_Q8W5J3	"CHR1V7|COORD:2542910..2547812| ATLIG1 (ARABIDOPSIS THALIANA DNA LIGASE 1); ATP binding / DNA ligase (ATP)"	AT1G08130.1	CHR10V5|COORD:18229721..18223346|protein DNA ligase, putative, expressed	LOC_Os10g34750.2	"no descriptionmoderately similar to ( 327)AT1G08130| Symbols: ATLIG1 | ATLIG1 (ARABIDOPSIS THALIANA DNA LIGASE 1); ATP binding / DNA ligase (ATP) | chr1:2542910-2547812 REVERSEvery weakly similar to (89.4)DNL4_ORYSAnot assigned not assigned PRK01109 CDC9 DNA_ligase_A_C PRK09247 ligB PRK09632"	DNA.synthesis/chromatin structure	28_1

CUST_53558_PI403524517	2	0.11437225	-0.017240524	-0.00178051	0.00178051	-0.044077873	0.029127121	35_15234	Rep: DnaJ-like protein - Oryza sativa (Rice)	UniRef90_Q949C1	CHR3V7|COORD:15880102..15882046| ATJ3 (Arabidopsis thaliana DnaJ homologue 3)	AT3G44110.1	CHR02V5|COORD:26513457..26517565|protein dnaJ protein homolog 2, putative, expressed	LOC_Os02g43930.3	 no descriptionmoderately similar to ( 329)AT3G44110| Symbols: ATJ, ATJ3 | ATJ3 (Arabidopsis thaliana DnaJ homologue 3) | chr3:15880166-15882046 REVERSEmoderately similar to ( 334)DNJH_CUCSADnaJ protein homolog - Cucumis sativus (Cucumber)not assigned not assigned DnaJ DnaJ_C PRK10767 DnaJ_CXXCXGXG 	stress.abiotic.heat	20_2_1

CUST_130078_PI403524517	2	-0.106306076	-0.5677309	-0.029948235	0.24333	0.44056702	0.029948235	35_36532	"Cluster: Os06g0160000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os06g0160000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DED3	CHR1V7|COORD:4587923..4588519| histone H3, putative	AT1G13370.1	CHR04V5|COORD:22242207..22244973|protein histone H3, putative, expressed	LOC_Os04g37780.1	no description	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_34318_PI403524517	2	-0.017009735	0.068992615	-0.0444088	0.017008781	-0.054650307	0.1484127	35_9894	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_35966_PI403524517	2	-0.16578627	0.06995344	0.20439148	0.3349681	-0.06995392	-0.95496917	35_10370	"Cluster: Flavin-containing monooxygenase family protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Flavin-containing monooxygenase"	UniRef90_Q336T9	CHR1V7|COORD:4137625..4139833| flavin-containing monooxygenase family protein / FMO family protein	AT1G12200.1	CHR10V5|COORD:21397494..21394729|protein disulfide oxidoreductase/ monooxygenase, putative, expressed	LOC_Os10g40570.1	no descriptionvery weakly similar to (99.0)AT1G12200| Symbols:  | flavin-containing monooxygenase family protein / FMO family protein | chr1:4137625-4139833 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned FMO-like TrkA PRK07764 gltD PRK12771 PRK12323 PRK11749 PRK07003 PRK12814 PRK07233 PRK08853 GltD TT_ORF1	misc.oxidases - copper, flavone etc.	26_7

CUST_74717_PI403524517	2	0.01089859	0.56306267	0.046009064	-0.16694832	-0.11746502	-0.010899544	35_21425	"Cluster: Putative ubiquitin ligase SINAT5; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ubiquitin ligase SINAT5 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5NAX7	CHR3V7|COORD:22882949..22884518| seven in absentia (SINA) family protein	AT3G61790.1	CHR01V5|COORD:7450485..7447640|protein ubiquitin ligase SINAT3, putative, expressed	LOC_Os01g13370.1	no descriptionhighly similar to ( 532)AT3G61790| Symbols:  | seven in absentia (SINA) family protein | chr3:22882949-22884518 REVERSEweakly similar to ( 146)SINAL_DROMEProbable E3 ubiquitin-protein ligase sina-like CG13030 - Drosophila melanogaster (Fruit fly)not assigned Sina Sina	development.unspecified	33_99

CUST_54674_PI403524517	2	0.3935833	0.6224661	0.47136688	-0.48134613	-0.5490923	-0.39358234	35_15563	"Cluster: Vacuolar processing enzyme; n=1; Oryza sativa (japonica cultivar-group)|Rep: Vacuolar processing enzyme - Oryza sativa (japonica cultivar-group)"	UniRef90_Q84LM2	"CHR1V7|COORD:23227735..23230522| BETA-VPE (vacuolar processing enzyme beta); cysteine-type endopeptidase"	AT1G62710.1	CHR04V5|COORD:26689596..26684783|protein vacuolar processing enzyme, beta-isozyme precursor, putative, expressed	LOC_Os04g45470.1	" no descriptionmoderately similar to ( 421)AT1G62710| Symbols: BETAVPE, BETA-VPE | BETA-VPE (vacuolar processing enzyme beta); cysteine-type endopeptidase | chr1:23227735-23230522 REVERSEmoderately similar to ( 419)VPE_SOYBNVacuolar-processing enzyme precursor - Glycine max (Soybean)not assigned Peptidase_C13 "	protein.targeting.secretory pathway.vacuole	29_3_4_3

CUST_8548_PI404877155	2	0.24949646	-0.6521034	-0.048784256	-0.059726715	0.048783302	0.15769577	Contig25245_at	putative receptor-like protein kinase [Oryza sativa (japonica cultivar-group)]	BAC80010.1	leucine-rich repeat transmembrane protein kinase, putative	At5g58300.1	protein Protein kinase domain, putative	Os03g21510	leucine-rich repeat transmembrane protein kinase, putative	signalling.receptor kinases.leucine rich repeat III	30_2_3

CUST_158388_PI403524517	2	0.02860403	0.8735342	-0.02860403	-0.08395767	0.08610487	-0.31749249	35_44216	"Cluster: YrdC protein, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: YrdC protein, putative, expressed - Oryza sativa (japonica cultivar"	UniRef90_Q10QC5	CHR5V7|COORD:24374292..24375669| yrdC protein-related	AT5G60590.2	CHR03V5|COORD:5303085..5299900|protein ischemia/reperfusion inducible protein, putative, expressed	LOC_Os03g10450.1	no descriptionweakly similar to ( 132)AT5G60590| Symbols:  | yrdC protein-related | chr5:24374292-24375669 FORWARDnot assigned SUA5 Sua5_yciO_yrdC PRK11630 HypF PRK10634	not assigned.no ontology	35_1

CUST_169398_PI403524517	2	0.15272427	0.33995724	0.086456776	-0.0864563	-0.10707092	-0.24824715	35_47181	"Cluster: Putative HEN1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative HEN1 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69U43	CHR4V7|COORD:11193608..11197588| double-stranded RNA-binding domain (DsRBD)-containing protein	AT4G20920.1	CHR07V5|COORD:3433047..3427743|protein HEN1, putative, expressed	LOC_Os07g06970.1	no descriptionvery weakly similar to (65.5)AT4G20920| Symbols:  | double-stranded RNA-binding domain (DsRBD)-containing protein | chr4:11193608-11197588 REVERSE	RNA.RNA binding	27_4

CUST_123389_PI403524517	2	-0.07158089	0.6697674	-0.10374975	0.07158089	-0.09304571	0.07730532	35_34798	"Cluster: Membrane protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Membrane protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69K99	CHR4V7|COORD:17810177..17811343| protein binding / zinc ion binding	AT4G37880.1	CHR06V5|COORD:23101040..23097860|protein protein UNQ2508/PRO5996, putative, expressed	LOC_Os06g38940.2	no descriptionweakly similar to ( 155)AT4G37880| Symbols:  | protein binding / zinc ion binding | chr4:17810177-17811343 FORWARDnot assigned COG5109	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_83868_PI403524517	2	-0.26468182	-0.40608263	0.18908978	-0.14681053	0.4127245	0.14680958	35_24040	"Cluster: Hsr201-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hsr201-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q9FE44	CHR1V7|COORD:9608431..9610419| transferase family protein	AT1G27620.1	CHR01V5|COORD:271886..266948|protein anthranilate N-benzoyltransferase protein 1, putative, expressed	LOC_Os01g01520.1	no descriptionvery weakly similar to (87.4)AT1G27620| Symbols:  | transferase family protein | chr1:9608431-9610419 FORWARD	stress.biotic	20_1

CUST_1247_PI404877155	2	-0.0078115463	-0.19195175	0.07903385	0.01830864	-0.08122158	0.0078125	Contig11326_at	acetyl-CoA carboxylase (EC 6.4.1.2) - wheat gb|AAA19970.1| cytosolic acetyl-CoA carboxylase [Triticum aestivum]	A57710	acetyl-CoA carboxylase 1 (ACC1)	At1g36160.1	protein putative acetyl-CoA carboxylase	Os10g21910	NONE	lipid metabolism.FA synthesis and FA elongation.Acetyl CoA Carboxylation	11_1_01

CUST_128332_PI403524517	2	0.10901642	0.12457085	-0.059093475	-0.08164978	-0.026603699	0.026604652	35_36075	Rep: OSJNBa0029H02.23 protein - Oryza sativa (Rice)	UniRef90_Q7XT71	CHR5V7|COORD:23484542..23486136| methyladenine glycosylase family protein	AT5G57970.1	CHR04V5|COORD:24798119..24801461|protein DNA-3-methyladenine glycosylase I, putative, expressed	LOC_Os04g42290.1	no descriptionweakly similar to ( 121)AT5G57970| Symbols:  | DNA-3-methyladenine glycosylase I | chr5:23484542-23486136 FORWARDAdenine_glyco Tag PRK10353	DNA.repair	28_2

CUST_78644_PI403524517	2	0.12002087	-0.054189682	0.036294937	-0.036294937	0.09336758	-0.15535831	35_22549	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q75HA3	"CHR1|COORD:11193616..11196293| expressed protein, similar to expressed protein [Arabidopsis thaliana] (TAIR:At4g19645.2); similar to expressed protein"	AT1G31300.2	CHR03V5|COORD:26198429..26194914|protein transmembrane protein 56, putative, expressed	LOC_Os03g46410.1	" no descriptionmoderately similar to ( 245)AT1G31300| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G19645.2); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD53332.1); similar to Os05g0511000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001056013.1); similar to Os03g0666700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001050848.1); contains InterPro domain TRAM, LAG1 and CLN8 homology; (InterPro:IPR006634); contains InterPro domain Protein of unknown function DUF887, TLC-like; (InterPro:IPR010283) | chr1:11194289-11195936 FORWARDnot assigned DUF887 TLC "	not assigned.unknown	35_2

CUST_18630_PI404877155	2	0.08625984	0.0771389	-0.118844986	-0.011940002	0.011939049	-0.026062012	HVSMEl0014E16r2_s_at	homocysteine S-methyltransferase-3 [Zea mays] sp|Q9FUM8|HMT3_MAIZE Homocysteine S-methyltransferase 3 (S-methylmethionine:homocysteine methy	AAG22539.1	homocysteine S-methyltransferase 2 (HMT-2)	At3g63250.1	protein homocysteine S-methyltransferase-3	Os12g41390	1 homocysteine S-methyltransferase-3	amino acid metabolism.synthesis.aspartate family.methionine	13_1_3_4

CUST_65971_PI403524517	2	0.06982994	-0.1484747	-0.027742386	-0.024300575	0.06793976	0.024300575	35_18843	"Cluster: Hypothetical protein OSJNBb0027B08.2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0027B08.2 - Oryza sativa (japonica cu"	UniRef90_Q851A3	CHR3V7|COORD:1707987..1709916| nucleic acid binding / zinc ion binding	AT3G05760.1	CHR03V5|COORD:34880536..34883587|protein expressed protein	LOC_Os03g61640.1	no descriptionmoderately similar to ( 239)AT3G05760| Symbols:  | nucleic acid binding / zinc ion binding | chr3:1707987-1709916 FORWARDnot assigned not assigned PRK07764	not assigned.unknown	35_2

CUST_135710_PI403524517	2	0.14780235	0.44102335	-0.057958603	-0.30335617	-0.32707214	0.057958126	35_38062	"Cluster: Importin beta-like protein; n=2; Oryza sativa|Rep: Importin beta-like protein - Oryza sativa (Rice)"	UniRef90_Q8GTC5	CHR5V7|COORD:21731242..21733935| importin beta-2, putative	AT5G53480.1	CHR05V5|COORD:16615805..16620648|protein importin beta-1 subunit, putative, expressed	LOC_Os05g28510.4	 no descriptionweakly similar to ( 124)AT5G53480| Symbols:  | importin beta-2, putative | chr5:21731242-21733935 FORWARDnot assigned KAP95 	protein.targeting.nucleus	29_3_1

CUST_5070_PI404877155	2	-0.32288265	-0.759922	0.5513468	0.14329529	0.2965088	-0.14329529	Contig16494_at	putative glycerophosphoryl diester phosphodiesterase [Oryza sativa (japonica cultivar-group)] dbj|BAB92381.1| putative glycerophosphoryl die	NP_916241.1	glycerophosphoryl diester phosphodiesterase family protein	At1g74210.1	protein Glycerophosphoryl diester phosphodiesterase family, putative	Os01g55780	"glycerophosphoryl diester phosphodiesterase family protein, low similarity to glycerophosphodiester phosphodiesterase (Borrelia hermsii) GI:1399038; contains Pfam profile PF03009: Glycerophosphoryl diester phosphodiesterase family"	lipid metabolism.lipid degradation.lysophospholipases	11_9_3

CUST_138545_PI403524517	2	-0.29627275	0.3596344	-0.052481174	0.22720242	0.052481174	-0.53350925	35_38861	"Cluster: Os03g0824600 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os03g0824600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DM71	CHR3V7|COORD:3556734..3558155| UDP-glucoronosyl/UDP-glucosyl transferase family protein	AT3G11340.1	CHR03V5|COORD:34575876..34577414|protein cytokinin-N-glucosyltransferase 1, putative, expressed	LOC_Os03g60960.1	no descriptionvery weakly similar to (89.0)AT3G11340| Symbols:  | UDP-glucoronosyl/UDP-glucosyl transferase family protein | chr3:3556734-3558155 FORWARD	misc.UDP glucosyl and glucoronyl transferases	26_2

CUST_904_PI399408534	2	0.33865166	-0.18900585	0.21016884	-0.08267307	0.08267355	-0.637084	35_16571	"Cluster: Putative nucleic acid binding (PHD-finger) protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative nucleic acid binding (PHD-finger) protein"	UniRef90_Q75IR6	CHR3V7|COORD:3508393..3510424| PHD finger family protein	AT3G11200.1	CHR05V5|COORD:3680378..3675748|protein PHD finger protein, putative, expressed	LOC_Os05g07040.1	no descriptionmoderately similar to ( 322)AT3G11200| Symbols:  | PHD finger family protein | chr3:3508393-3510201 REVERSEnot assigned PHD PHD	RNA.regulation of transcription.Alfin-like	27_3_2

CUST_5901_PI399408534	2	0.09268236	0.23705482	0.4081893	-0.20260859	-0.50380707	-0.09268284	35_30660	Rep: WRKY transcription factor 39 - Oryza sativa (indica cultivar-group)	UniRef90_Q6IEP2	"CHR5V7|COORD:21428222..21429444| WRKY27 (WRKY DNA-binding protein 27); transcription factor"	AT5G52830.1	CHR02V5|COORD:9446490..9448845|protein OsWRKY39v2 - Superfamily of rice TFs having WRKY and zinc finger domains, expressed	LOC_Os02g16540.1	" no descriptionweakly similar to ( 133)AT5G52830| Symbols: ATWRKY27, WRKY27 | WRKY27 (WRKY DNA-binding protein 27); transcription factor | chr5:21428222-21429444 FORWARDWRKY "	RNA.regulation of transcription.WRKY domain transcription factor family	27_3_32

CUST_5695_PI404877155	2	-0.021308899	-0.66989136	0.00630188	-0.006300926	0.09871483	0.124694824	Contig17642_at	adenylylsulfate kinase, putative [Arabidopsis thaliana] gb|AAF00628.1| putative adenylylsulfate kinase [Arabidopsis thaliana]	NP_187040.1	adenylylsulfate kinase, putative	At3g03900.1	protein adenylylsulfate kinase, putative	Os11g41650	adenylylsulfate kinase, putative, similar to adenylylsulfate kinase 1, chloroplast precursor (APS kinase, Adenosine-5'phosphosulfate kinase, ATP adenosine-5'- phosphosulfate 3'-phosphotransferase) (Arabidopsis thaliana) SWISS-PROT:Q43295	S-assimilation.AKN	14_15

CUST_50216_PI403524517	2	-0.34482336	-0.26250124	0.26250124	0.42204905	0.3566985	-0.36846542	35_14328	"Cluster: Putative amino acid transport protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative amino acid transport protein - Oryza sativa (japonica"	UniRef90_Q6YU97	CHR2V7|COORD:16330249..16333822| amino acid transporter family protein	AT2G39130.1	CHR02V5|COORD:55886..50256|protein amino acid permease, putative, expressed	LOC_Os02g01100.3	no descriptionweakly similar to ( 167)AT2G39130| Symbols:  | amino acid transporter family protein | chr2:16330249-16333822 REVERSEnot assigned not assigned not assigned not assigned Aa_trans	transport.amino acids	34_3

CUST_53791_PI403524517	2	-0.69972897	-1.2267704	1.1162796	0.4889784	0.7218113	-0.48897934	35_15304	"Cluster: O-methyltransferase; n=2; Oryza sativa (japonica cultivar-group)|Rep: O-methyltransferase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53LW7	CHR4V7|COORD:16730994..16732813| O-methyltransferase family 2 protein	AT4G35160.1	CHR11V5|COORD:11573808..11569149|protein O-methyltransferase ZRP4, putative, expressed	LOC_Os11g20090.1	no descriptionweakly similar to ( 152)AT4G35160| Symbols:  | O-methyltransferase family 2 protein | chr4:16730994-16732813 REVERSEmoderately similar to ( 249)ZRP4_MAIZEO-methyltransferase ZRP4 - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Methyltransf_2 Dimerisation PRK07003 PRK12323 PRK07764 PRK12678 PRK09169 DUF566 Herpes_BLLF1	misc.O- methyl transferases	26_6

CUST_97646_PI403524517	2	-0.13935852	-0.24158382	0.08831978	0.09756088	0.098008156	-0.088318825	35_27883	"Cluster: Hypothetical protein OJ1297_C09.35; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1297_C09.35 - Oryza sativa (japonica cultiv"	UniRef90_Q6H7Z8	0	0	CHR02V5|COORD:4616844..4622108|protein expressed protein	LOC_Os02g08540.1	no description	not assigned.unknown	35_2

CUST_22783_PI399408534	2	-0.014026642	0.34499693	0.11305809	0.014027119	-0.10414076	-0.2578907	35_10477	"Cluster: Putative 41 kD chloroplast nucleoid DNA binding protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative 41 kD chloroplast nucleoid DNA bindi"	UniRef90_Q6YTJ6	CHR1V7|COORD:30002152..30003844| aspartyl protease family protein	AT1G79720.1	CHR08V5|COORD:10187067..10183502|protein aspartic proteinase nepenthesin-1 precursor, putative, expressed	LOC_Os08g16660.1	no descriptionvery weakly similar to (94.0)AT1G79720| Symbols:  | aspartyl protease family protein | chr1:30002152-30003844 REVERSEnot assigned not assigned not assigned not assigned	RNA.regulation of transcription.unclassified	27_3_99

CUST_83807_PI403524517	2	-0.09897709	0.4556551	0.014286995	-0.014286995	-0.37126446	0.16395569	35_24022	"Cluster: Hypothetical protein OJ1211_G06.22; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1211_G06.22 - Oryza sativa (japonica cultiv"	UniRef90_Q6ZIT8	"CHR1V7|COORD:2805481..2808412| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G13370.1); similar to Os09g0516700 [Oryza sativa (japonica"	AT1G08760.1	CHR09V5|COORD:20133970..20127673|protein expressed protein	LOC_Os09g34110.1	no description	not assigned.unknown	35_2

CUST_178420_PI403524517	2	0.088285446	-0.04304886	0.04304886	-0.07869816	-0.35542297	0.07384777	35_49619	"Cluster: Putative WD-40 repeat protein family; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative WD-40 repeat protein family - Oryza sativa (japonica cu"	UniRef90_Q7EYK0	CHR5V7|COORD:26874494..26878200| WD-40 repeat family protein	AT5G67320.1	CHR07V5|COORD:12422366..12438792|protein F-box-like/WD-repeat-containing protein TBL1XR1-A, putative, expressed	LOC_Os07g22220.1	no descriptionweakly similar to ( 149)AT5G67320| Symbols:  | WD-40 repeat family protein | chr5:26874494-26878200 FORWARDnot assigned	not assigned.no ontology	35_1

CUST_112597_PI403524517	2	0.45982265	0.010730743	0.2576995	-0.10985136	-0.010730743	-0.28243828	35_31960	Rep: OSIGBa0101C23.11 protein - Oryza sativa (Rice)	UniRef90_Q01J16	CHR2V7|COORD:18497473..18499854| protein kinase, putative	AT2G44830.1	CHR10V5|COORD:21860262..21863241|protein protein kinase PVPK-1, putative, expressed	LOC_Os10g41290.1	 no descriptionweakly similar to ( 177)AT2G44830| Symbols:  | protein kinase, putative | chr2:18497473-18499854 FORWARDweakly similar to ( 175)G11A_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase Pkinase_Tyr SPS1 TyrKc PTKc PRK12323 	protein.postranslational modification	29_4

CUST_74676_PI403524517	2	-0.015767097	0.34894943	0.037322044	-0.20382023	-0.19109726	0.015766144	35_21412	"Cluster: NB-ARC domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: NB-ARC domain containing protein, expressed - Oryza sativ"	UniRef90_Q2QNI0	0	0	CHR12V5|COORD:23138411..23133534|protein resistance protein LR10, putative, expressed	LOC_Os12g37740.1	no description	not assigned.unknown	35_2

CUST_46073_PI403524517	2	0.28310776	-0.057782173	-0.003566742	0.0035676956	-0.41805077	0.31031132	35_13196	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10NY2	CHR1V7|COORD:5415081..5420354| TPL/WSIP1 (WUS-INTERACTING PROTEIN 1)	AT1G15750.4	CHR03V5|COORD:8153958..8144879|protein lissencephaly type-1-like homology motif, putative, expressed	LOC_Os03g14980.2	 no descriptionmoderately similar to ( 368)AT1G15750| Symbols: WSIP1, TPL | TPL/WSIP1 (WUS-INTERACTING PROTEIN 1) | chr1:5415081-5420354 REVERSEnot assigned CTLH 	not assigned.no ontology	35_1

CUST_73953_PI403524517	2	-0.03909397	0.32905388	-0.1533699	0.03909397	0.12644386	-0.29701614	35_21210	"Cluster: Os01g0603100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0603100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JLG1	0	0	CHR08V5|COORD:17319125..17323200|protein resistance protein, putative, expressed	LOC_Os08g28570.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_5215_PI404877155	2	0.09490013	-0.11546612	0.0048217773	-0.0070266724	-0.004822731	0.14275742	Contig16752_at	putative flowering-time protein isoform alpha [Oryza sativa (japonica cultivar-group)] dbj|BAB64183.1| putative flowering-time protein isofo	NP_914932.1	DNA-directed RNA polymerase II largest subunit (RPB205) (RPII) (RPB1)	At4g35800.1	protein Homeobox domain, putative	Os01g70810	NONE	RNA.regulation of transcription.HB,Homeobox transcription factor family	27_3_22

CUST_82918_PI403524517	2	-0.18305874	1.2323332	0.1285162	0.21041393	-0.1285162	-0.26265907	35_23779	"Cluster: Hypothetical protein OSJNBa0089K24.31; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0089K24.31 - Oryza sativa (japonica"	UniRef90_Q5VQZ9	0	0	CHR01V5|COORD:3852862..3851848|protein expressed protein	LOC_Os01g07970.1	no description	not assigned.unknown	35_2

CUST_111919_PI403524517	2	0.22595787	-0.12675476	0.12540245	-0.032315254	0.032315254	-0.13476467	35_31774	"Cluster: Transposon protein, putative, CACTA, En/Spm sub-class, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Transposon protein, putative,"	UniRef90_Q2QR52	"CHR5V7|COORD:4170691..4171747| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G26960.1); similar to Os09g0508200 [Oryza sativa (japonica"	AT5G13140.1	CHR12V5|COORD:17005898..17003336|protein expressed protein	LOC_Os12g28770.1	"no descriptionvery weakly similar to (84.3)AT5G13140| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G26960.1); similar to Os09g0508200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001063620.1); similar to Os12g0472800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001066754.1); similar to hypothetical protein [Cleome spinosa] (GB:ABD96850.1); contains InterPro domain Pollen Ole e 1 allergen and extensin; (InterPro:IPR006041) | chr5:4170691-4171747 REVERSEnot assigned not assigned not assigned PRK07764"	not assigned.unknown	35_2

CUST_78924_PI403524517	2	-0.26384926	-0.71815014	0.2751341	0.19406223	0.1386528	-0.13865376	35_22636	Rep: Extensin - Volvox carteri	UniRef90_Q41645	CHR2V7|COORD:11727562..11727966| proline-rich family protein	AT2G27390.1	CHR06V5|COORD:3455812..3454734|protein 36.4 kDa proline-rich protein, putative, expressed	LOC_Os06g07220.1	no description	not assigned.unknown	35_2

CUST_38343_PI403524517	2	0.07576847	0.17137814	-0.075769424	-0.27056694	-0.49878216	0.08551121	35_11036	Rep: LigA - Anaeromyxobacter sp. Fw109-5	UniRef90_A1HVD0	CHR3V7|COORD:18782273..18790201| transducin family protein / WD-40 repeat family protein	AT3G50590.1	CHR09V5|COORD:14403670..14415594|protein nucleotide binding protein, putative, expressed	LOC_Os09g24260.1	no descriptionvery weakly similar to (66.2)AT3G50590| Symbols:  | transducin family protein / WD-40 repeat family protein | chr3:18782273-18790201 FORWARD	not assigned.no ontology	35_1

CUST_133017_PI403524517	2	0.082297325	0.6069231	-0.0065107346	-0.0116586685	-0.31619167	0.0065107346	35_37350	"Cluster: Immediate early protein ICP0; n=2; Cercopithecine herpesvirus 1|Rep: Immediate early protein ICP0 - Cercopithecine herpesvirus 1 (CeHV-1) (Simian herpe"	UniRef90_Q7T400	CHR1V7|COORD:8346931..8349775| protein kinase family protein	AT1G23540.1	0	0	no description	not assigned.unknown	35_2

CUST_114850_PI403524517	2	0.19094324	0.29456472	-0.0046749115	-0.1712079	-0.3460989	0.0046744347	35_32591	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_56449_PI403524517	2	0.13214493	-0.94627094	0.056674004	-0.056674004	-0.2420044	0.21242046	35_16068	"Cluster: Putative pyruvate dehydrogenase E1 alpha subunit; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative pyruvate dehydrogenase E1"	UniRef90_Q654V6	"CHR1V7|COORD:8560766..8563371| IAR4 (IAA-conjugate-resistant 4); pyruvate dehydrogenase (acetyl-transferring)"	AT1G24180.1	CHR06V5|COORD:7601365..7604813|protein pyruvate dehydrogenase E1 component alpha subunit, mitochondrial precursor, putative, expressed	LOC_Os06g13720.1	" no descriptionmoderately similar to ( 420)AT1G24180| Symbols: IAR4 | IAR4 (IAA-conjugate-resistant 4); pyruvate dehydrogenase (acetyl-transferring) | chr1:8560766-8563371 REVERSEmoderately similar to ( 413)ODPA_PEAPyruvate dehydrogenase E1 component subunit alpha, mitochondrial precursor - Pisum sativum (Garden pea)not assigned not assigned E1_dh TPP_E1_PDC_ADC_BCADC AcoA TPP_TK kgd "	TCA / org. transformation.TCA.pyruvate DH.E1	8_1_1_1

CUST_149446_PI403524517	2	0.42030048	-0.35901737	-0.0022201538	0.022157669	-0.28164196	0.002219677	35_41806	"Cluster: Putative salt tolerance protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative salt tolerance protein - Oryza sativa (japonica cultivar-gro"	UniRef90_Q84YS0	CHR1V7|COORD:22427673..22431471| U2 snRNP auxiliary factor large subunit, putative	AT1G60900.1	CHR07V5|COORD:15872406..15867235|protein cisplatin resistance-associated overexpressed protein, putative, expressed	LOC_Os07g27300.3	no descriptionnot assigned DUF1777	not assigned.unknown	35_2

CUST_27688_PI399408534	2	0.5243392	0.51735353	0.050718784	-0.050718784	-0.10065603	-0.27061415	35_24468	"Cluster: Phosphoinositide-specific phospholipase C; n=2; Oryza sativa|Rep: Phosphoinositide-specific phospholipase C - Oryza sativa (Rice)"	UniRef90_Q9AXF1	"CHR3|COORD:2582388..2585857| similar to phosphoinositide-specific phospholipase C family protein [Arabidopsis thaliana] (TAIR:At5g58700.1); similar to"	AT3G08510.2	CHR07V5|COORD:29547288..29544132|protein phosphoinositide-specific phospholipase C, putative, expressed	LOC_Os07g49330.3	no descriptionmoderately similar to ( 251)AT2G40116| Symbols:  | phosphoinositide-specific phospholipase C family protein | chr2:16758860-16761389 FORWARDnot assigned not assigned not assigned PLCc PLCXc PI-PLC-X	lipid metabolism.lipid degradation.lysophospholipases.phosphoinositide phospholipase C	11_9_3_5

CUST_116104_PI403524517	2	0.06950283	0.09957409	0.068917274	-0.09689808	-0.15746021	-0.06891823	35_32922	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_6608_PI399408534	2	-0.016906738	-0.34161472	1.1205397	0.016906738	0.506444	-0.446846	35_47479	Rep: Lipoxygenase 2 - Hordeum vulgare var. distichum (Two-rowed barley)	UniRef90_Q42847	CHR3V7|COORD:7927018..7931174| lipoxygenase, putative	AT3G22400.1	CHR03V5|COORD:28040785..28043787|protein lipoxygenase 3, putative, expressed	LOC_Os03g49350.1	 no descriptionweakly similar to ( 192)AT3G22400| Symbols: LOX5 | lipoxygenase, putative | chr3:7927018-7931174 FORWARDmoderately similar to ( 258)LOX3_ORYSALipoxygenase 	hormone metabolism.jasmonate.synthesis-degradation.lipoxygenase	17_7_1_2

CUST_158195_PI403524517	2	0.08699131	-0.1534872	-0.106036186	0.32137918	0.11035824	-0.08699131	35_44167	0	0	CHR1V7|COORD:11399903..11405702| actin binding	AT1G31810.1	CHR04V5|COORD:402922..400925|protein expressed protein	LOC_Os04g01610.1	no description	not assigned.unknown	35_2

CUST_17505_PI404877155	2	-0.545908	1.0657825	-0.17215061	0.14511776	0.25995922	-0.14511871	HV_CEa0012A18r2_x_at	multiple stress-responsive zinc-finger protein [Oryza sativa (indica cultivar-group)]	AAF74344.1	zinc finger (AN1-like) family protein	At3g12630.1	protein AN1-like Zinc finger, putative	Os09g31200	multiple stress-responsive zinc-finger protein	RNA.regulation of transcription.unclassified	27_3_99

CUST_22152_PI399408534	2	-0.20948982	0.5980463	0.15905285	-0.020632744	-0.20012188	0.020632744	35_63	Rep: H0112G12.4 protein - Oryza sativa (Rice)	UniRef90_Q01JL6	"CHR3V7|COORD:4411941..4419327| MAPKKK7 (MAP3K EPSILON PROTEIN KINASE); kinase"	AT3G13530.1	CHR04V5|COORD:33500162..33488354|protein MAPKKK7, putative, expressed	LOC_Os04g56530.1	" no descriptionhighly similar to ( 643)AT3G13530| Symbols: MAP3KE1, MAPKKK7 | MAPKKK7 (MAP3K EPSILON PROTEIN KINASE); kinase | chr3:4411941-4419327 REVERSE"	signalling.MAP kinases	30_6

CUST_136140_PI403524517	2	0.29433012	0.30408812	0.12712955	-0.26450253	-0.42155075	-0.12712908	35_38177	"Cluster: Cement protein 3B variant 1; n=2; Phragmatopoma californica|Rep: Cement protein 3B variant 1 - Phragmatopoma californica"	UniRef90_Q3MJK9	"CHR1V7|COORD:17691011..17692231| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G17160.1); similar to conserved hypothetical protein [Bacillus"	AT1G47970.1	CHR09V5|COORD:22104388..22106620|protein zinc finger protein hangover, putative, expressed	LOC_Os09g38400.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_111241_PI403524517	2	0.17598248	-0.24456978	0.10485172	0.25485992	-0.104851246	-0.18402052	35_31587	"Cluster: Putative PrMC3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative PrMC3 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q67J09	"CHR3V7|COORD:18048171..18049145| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G48700.1); similar to Esterase/lipase/thioesterase [Medicago"	AT3G48690.1	CHR09V5|COORD:17416340..17417476|protein gibberellin receptor GID1L2, putative, expressed	LOC_Os09g28630.1	"no descriptionvery weakly similar to (54.7)AT3G48700| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G48690.1); similar to Esterase/lipase/thioesterase [Medicago truncatula] (GB:ABE83378.1); contains InterPro domain Esterase/lipase/thioesterase; (InterPro:IPR000379); contains InterPro domain Alpha/beta hydrolase fold-3; (InterPro:IPR013094) | chr3:18049810-18050799 REVERSEnot assigned"	not assigned.no ontology	35_1

CUST_54385_PI403524517	2	-0.32047653	0.24823189	-0.06275463	0.5084629	0.032694817	-0.032694817	35_15482	"Cluster: Os07g0673900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0673900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D3P8	CHR5V7|COORD:9830400..9831563| hypoxia-responsive family protein	AT5G27760.1	CHR07V5|COORD:28482403..28483508|protein hypoxia induced protein conserved region containing protein, expressed	LOC_Os07g47670.2	no descriptionweakly similar to ( 123)AT5G27760| Symbols:  | hypoxia-responsive family protein | chr5:9830400-9831563 FORWARD	not assigned.no ontology	35_1

CUST_92580_PI403524517	2	0.38084936	0.17137003	-0.41335535	0.088386536	-0.112240314	-0.088386536	35_26471	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_16766_PI399408534	2	0.028980255	0.3124733	0.0025463104	-0.1756916	-0.106580734	-0.0025463104	35_6414	"Cluster: LAs17 Binding protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: LAs17 Binding protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z4J7	CHR3V7|COORD:15218764..15220587| zinc finger (FYVE type) family protein	AT3G43230.1	CHR07V5|COORD:10062512..10066328|protein senescence-associated-like protein, putative, expressed	LOC_Os07g17130.1	no descriptionmoderately similar to ( 291)AT3G43230| Symbols:  | zinc finger (FYVE type) family protein | chr3:15218764-15220587 FORWARDnot assigned DUF500 COG2930	RNA.regulation of transcription.unclassified	27_3_99

CUST_74211_PI403524517	2	-0.074988365	0.28317356	0.051120758	-0.17449665	0.120734215	-0.051120758	35_21282	"Cluster: LEM3 family/CDC50 family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: LEM3 family/CDC50 family protein, expressed - Oryza sativ"	UniRef90_Q10CF0	"CHR5|COORD:18725726..18727820| LEM3 (ligand-effect modulator 3) family protein / CDC50 family protein, similar to GI:835763; GI:4966357; GI:4585976;"	AT5G46150.1	CHR03V5|COORD:32538126..32541519|protein cell division control protein 50, putative, expressed	LOC_Os03g57170.3	no descriptionweakly similar to ( 114)AT5G46150| Symbols:  | LEM3 (ligand-effect modulator 3) family protein / CDC50 family protein | chr5:18725962-18727651 REVERSEnot assigned CDC50 CDC50	not assigned.no ontology	35_1

CUST_51155_PI403524517	2	0.01099205	0.0871048	0.019956589	-0.0109939575	-0.058742523	-0.045469284	35_14582	"Cluster: 40S ribosomal protein S7; n=5; BEP clade|Rep: 40S ribosomal protein S7 - Hordeum vulgare (Barley)"	UniRef90_Q949H0	CHR3|COORD:541807..543341| 40S ribosomal protein S7 (RPS7B), similar to ribosomal protein S7 GB:AAD26256 from (Secale cereale)	AT3G02560.2	CHR03V5|COORD:10372685..10374860|protein 40S ribosomal protein S7, putative, expressed	LOC_Os03g18570.1	no descriptionmoderately similar to ( 300)AT3G02560| Symbols:  | 40S ribosomal protein S7 (RPS7B) | chr3:542348-543175 FORWARDmoderately similar to ( 371)RS7_HORVU40S ribosomal protein S7 - Hordeum vulgare (Barley)not assigned Ribosomal_S7e	protein.synthesis.misc ribososomal protein	29_2_2

CUST_3494_PI403524517	2	-0.7001543	-0.31050205	0.1941328	0.56659317	0.47987175	-0.19413185	35_953	"Cluster: Os05g0402900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0402900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DIB3	CHR1V7|COORD:787143..788444| extracellular dermal glycoprotein, putative / EDGP, putative	AT1G03220.1	CHR05V5|COORD:19548819..19550300|protein basic 7S globulin precursor, putative, expressed	LOC_Os05g33400.1	 no descriptionmoderately similar to ( 406)AT1G03220| Symbols:  | extracellular dermal glycoprotein, putative / EDGP, putative | chr1:787143-788444 FORWARDmoderately similar to ( 239)7SB1_SOYBNBasic 7S globulin precursor - Glycine max (Soybean)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07003 PRK12323 PRK12678 APC_basic Tymo_45kd_70kd PRK07764 Atrophin-1 DUF566 	not assigned.no ontology	35_1

CUST_44191_PI403524517	2	0.0031003952	0.09413147	-0.0031013489	-0.193017	-0.100271225	0.12070274	35_12680	"Cluster: F-box family protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: F-box family protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K3F3	CHR2V7|COORD:619698..620735| ATPP2-B10 (Phloem protein 2-B10)	AT2G02360.1	CHR02V5|COORD:34807723..34808821|protein ATPP2-B2, putative	LOC_Os02g56800.1	no descriptionvery weakly similar to (60.8)AT2G02360| Symbols: ATPP2-B10 | ATPP2-B10 (Phloem protein 2-B10) | chr2:619698-620735 REVERSE	cell.organisation	31_1

CUST_140259_PI403524517	2	0.0053548813	-0.0053539276	0.032079697	-0.24967003	0.10828495	-0.15662003	35_39332	"Cluster: Hypothetical protein OJ1316_A04.102-1; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1316_A04.102-1 - Oryza sativa (japonica"	UniRef90_Q7XIQ6		0	CHR07V5|COORD:26999331..26993380|protein expressed protein	LOC_Os07g45234.1	no description	not assigned.unknown	35_2

CUST_166643_PI403524517	2	0.07945061	0.018636703	0.12913513	-0.01863718	-0.16735935	-0.4275627	35_46423	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_132645_PI403524517	2	0.0656662	0.60414696	-0.06522131	0.06522131	-0.3696022	-0.14775753	35_37250	Rep: H0322F07.5 protein - Oryza sativa (Rice)	UniRef90_Q259A4	"CHR3V7|COORD:7701315..7703225| PEX22 (PEROXIN 22); protein binding"	AT3G21865.1	CHR04V5|COORD:34119412..34122849|protein expressed protein	LOC_Os04g57680.2	"no descriptionvery weakly similar to (65.5)AT3G21865| Symbols: PEX22 | PEX22 (PEROXIN 22); protein binding | chr3:7701315-7703225 REVERSE"	not assigned.unknown	35_2

CUST_71978_PI403524517	2	0.32252407	-0.56783104	-0.08139038	-0.0015392303	0.11538029	0.0015392303	35_20633	"Cluster: Chaperonin CPN60-1, mitochondrial precursor; n=7; Magnoliophyta|Rep: Chaperonin CPN60-1, mitochondrial precursor - Zea mays (Maize)"	UniRef90_P29185	"CHR3V7|COORD:8669020..8672285| HSP60 (Heat shock protein 60); ATP binding / protein binding / unfolded protein binding"	AT3G23990.1	CHR03V5|COORD:2385871..2380125|protein chaperonin CPN60-1, mitochondrial precursor, putative, expressed	LOC_Os03g04970.1	" no descriptionhighly similar to ( 596)AT3G23990| Symbols: HSP60 | HSP60 (Heat shock protein 60); ATP binding / protein binding / unfolded protein binding | chr3:8669020-8672285 FORWARDhighly similar to ( 633)CH61_MAIZEChaperonin CPN60-1, mitochondrial precursor - Zea mays (Maize)not assigned not assigned not assigned not assigned GroEL groEL groEL groEL groEL groEL groEL GroL chaperonin_type_I_II Cpn60_TCP1 chaperonin_like TCP1_beta cpn60 TCP1_eta TCP1_alpha TCP1_zeta TCP1_delta TCP1_epsilon "	protein.folding	29_6

CUST_128853_PI403524517	2	0.4109187	0.064442635	0.0890398	-0.06444216	-0.32492304	-0.59262276	35_36214	Rep: Hypothetical protein - Gibberella zeae (Fusarium graminearum)	UniRef90_Q4IGT8	CHR5V7|COORD:6426282..6428404| carbohydrate kinase family	AT5G19150.1	CHR11V5|COORD:9798124..9793807|protein YKL151C, putative, expressed	LOC_Os11g17610.1	no descriptionweakly similar to ( 139)AT5G19150| Symbols:  | carbohydrate kinase family | chr5:6426282-6428404 REVERSEnot assigned YXKO-related	minor CHO metabolism.others	3_5

CUST_88374_PI403524517	2	-0.0069942474	-0.12700939	-0.017065048	0.02449131	0.0069932938	0.047800064	35_25298	"Cluster: RING-H2 zinc finger protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: RING-H2 zinc finger protein-like - Oryza sativa (japonica cultivar-g"	UniRef90_Q69QZ7	0	0	CHR02V5|COORD:33969953..33972499|protein protein binding protein, putative, expressed	LOC_Os02g55480.2	no description	not assigned.unknown	35_2

CUST_37858_PI403524517	2	-0.08061695	0.41118145	0.44610357	0.08061695	-0.0904994	-0.5123701	35_10895	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_13964_PI404877155	2	0.022399426	-0.73042965	-0.17401028	0.1224184	0.19205523	-0.022398949	Contig7712_at	0	0	0	0	0	0	"ATNRT1;B-1;CHL1;CHL1-1;ATNRT1.1;CHLORATE RESISTANT;CHLORATE RESISTANT 1;CHLORATE/NITRATE TRANSPORTER;NITRATE/CHLORATE TRANSPORTER;nitrate/chlorate transporter (NRT1.1) (CHL1), identical to nitrate/chlorate transporter SP:Q05085 from (Arabidopsis thaliana)"	transport.nitrate	34_4

CUST_29163_PI399408534	2	0.7045531	0.192173	-0.192173	-0.41073942	-1.0241957	1.2939425	35_5505	"Cluster: Probable indole-3-acetic acid-amido synthetase GH3.2; n=2; Oryza sativa|Rep: Probable indole-3-acetic acid-amido synthetase GH3.2 - Oryza sativa (Rice)"	UniRef90_P0C0M2	"CHR4V7|COORD:17579716..17581762| YDK1 (AUXIN UPREGULATED1, YADOKARI 1); indole-3-acetic acid amido synthetase"	AT4G37390.1	CHR01V5|COORD:32548224..32551971|protein indole-3-acetic acid-amido synthetase GH3.2, putative, expressed	LOC_Os01g55940.1	" no descriptionmoderately similar to ( 278)AT4G37390| Symbols: GH3.2, BRU6, GH3-2, AUR3, YDK1 | YDK1 (AUXIN UPREGULATED1, YADOKARI 1); indole-3-acetic acid amido synthetase | chr4:17579716-17581762 FORWARDmoderately similar to ( 348)GH32_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned GH3 PRK12323 PRK07003 PRK07764 Drf_FH1 Extensin_2 Atrophin-1 PRK05648 DUF1421 IER "	hormone metabolism.auxin.induced-regulated-responsive-activated	17_2_3

CUST_31516_PI403524517	2	-2.1320953	0.020311356	0.5726557	-0.020311356	0.0962019	-0.41506195	35_9096	"Cluster: Putative lipid transfer protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative lipid transfer protein - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6L4G9	CHR3V7|COORD:6267108..6267398| protease inhibitor/seed storage/lipid transfer protein (LTP) family protein	AT3G18280.1	CHR05V5|COORD:27262444..27263022|protein nonspecific lipid-transfer protein AKCS9 precursor, putative, expressed	LOC_Os05g47730.1	no descriptionvery weakly similar to (88.6)AT3G18280| Symbols:  | protease inhibitor/seed storage/lipid transfer protein (LTP) family protein | chr3:6267108-6267398 FORWARDvery weakly similar to (87.4)NLTP_VIGUNProbable non-specific lipid-transfer protein AKCS9 precursor - Vigna unguiculata (Cowpea)nsLTP2 TT_ORF1	misc.protease inhibitor/seed storage/lipid transfer protein (LTP) family protein	26_21

CUST_49675_PI403524517	2	0.05986452	0.006483078	-0.0444026	0.11171627	-0.2630229	-0.006483555	35_14165	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_22452_PI403524517	2	0.018218994	0.17093754	-0.09859371	-0.018218994	-0.10000706	0.26306057	35_6520	Rep: N-acetylglucosaminyltransferase 1 - Oryza sativa (Rice)	UniRef90_Q8RW24	CHR4|COORD:17931564..17935319| alpha-1,3-mannosyl-glycoprotein beta-1,2-N-acetylglucosaminyltransferase, putative,	AT4G38240.2	CHR02V5|COORD:35812310..35806734|protein N-acetylglucosaminyltransferase I, putative, expressed	LOC_Os02g58590.1	 no descriptionmoderately similar to ( 228)AT4G38240| Symbols: GNTI, CGL1 | CGL1 (COMPLEX GLYCAN LESS) | chr4:17932000-17935203 REVERSEnot assigned GNT-I 	protein.glycosylation	29_7

CUST_4011_PI403524517	2	-0.71044445	0.24769402	0.26538277	0.08306694	-0.08306694	-0.18177223	35_1110	"Cluster: Hypothetical protein P0496C02.128; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0496C02.128 - Oryza sativa (japonica"	UniRef90_Q7EZY8	CHR2|COORD:17276365..17277620| dehydration-induced protein (ERD15), identical to dehydration-induced protein ERD15 GI:710626 from (Arabidopsis thaliana)	AT2G41430.2	CHR07V5|COORD:27889622..27887725|protein early response to dehydration 15-like protein, putative, expressed	LOC_Os07g46670.3	 no descriptionvery weakly similar to (73.2)AT2G41430| Symbols: LSR1, CID1, ERD15 | ERD15 (EARLY RESPONSIVE TO DEHYDRATION 15) | chr2:17276814-17277392 FORWARDnot assigned not assigned not assigned not assigned not assigned PRK12678 	not assigned.no ontology	35_1

CUST_141070_PI403524517	2	0.045739174	-0.19468021	-0.05734253	0.022994995	-0.022995949	0.033680916	35_39548	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_25603_PI399408534	2	0.043408394	0.44040108	-0.04340744	-0.12044716	-0.0988121	0.060917854	35_20150	"Cluster: Hypothetical protein OSJNBb0035J08.11; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0035J08.11 - Oryza sativa (japonica"	UniRef90_Q65XI2	CHR4V7|COORD:3764496..3766436| zinc finger (C2H2 type) family protein	AT4G06634.1	CHR05V5|COORD:302463..299144|protein nucleic acid binding protein, putative, expressed	LOC_Os05g01550.1	no descriptionmoderately similar to ( 310)AT4G06634| Symbols:  | nucleic acid binding / zinc ion binding | chr4:3764496-3766174 REVERSEnot assigned not assigned not assigned not assigned not assigned	RNA.regulation of transcription.unclassified	27_3_99

CUST_83423_PI403524517	2	0.0298872	-0.17370558	-0.0298872	0.15923691	0.23007679	-0.0803566	35_23920	Rep: H0510A06.11 protein - Oryza sativa (Rice)	UniRef90_Q25AJ4	CHR5V7|COORD:22460950..22461978| long-chain-alcohol O-fatty-acyltransferase family protein / wax synthase family protein	AT5G55360.1	CHR04V5|COORD:23880570..23879210|protein wax synthase isoform 1, putative, expressed	LOC_Os04g40580.1	no description	not assigned.unknown	35_2

CUST_178034_PI403524517	2	-0.0085401535	-0.10749912	0.072766304	-0.0046691895	0.0046691895	0.1057291	35_49516	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_48204_PI403524517	2	0.0736084	-0.51880455	-0.059764862	0.027776718	0.13291931	-0.02777481	35_13781	"Cluster: Os01g0835900 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0835900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JHY5	CHR5V7|COORD:24068875..24069186| histone H4	AT5G59690.1	CHR10V5|COORD:20690219..20689571|protein histone H4, putative, expressed	LOC_Os10g39410.1	no descriptionweakly similar to ( 162)AT5G59970| Symbols:  | histone H4 | chr5:24163578-24163889 REVERSEweakly similar to ( 162)H4_PEAHistone H4 - Pisum sativum (Garden pea)not assigned H4 H4 HHT1 Histone	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_72755_PI403524517	2	0.36835575	-0.12465286	-0.8886881	0.16503334	-0.30638885	0.12465286	35_20856	Rep: Putative dynein light chain - Oryza sativa (japonica cultivar-group)	UniRef90_Q94DT1	CHR1V7|COORD:19462513..19462904| dynein light chain type 1 family protein	AT1G52250.1	CHR01V5|COORD:32308779..32309680|protein dynein light chain LC6, flagellar outer arm, putative, expressed	LOC_Os01g55510.1	 no descriptionweakly similar to ( 148)AT1G52250| Symbols:  | dynein light chain type 1 family protein | chr1:19462513-19462904 REVERSEvery weakly similar to (81.6)DYL1_CHLREDynein 8 kDa light chain, flagellar outer arm - Chlamydomonas reinhardtiinot assigned not assigned Dynein_light 	cell.organisation	31_1

CUST_126093_PI403524517	2	-0.17103863	0.543952	0.07811928	0.046107292	-0.20428467	-0.04610634	35_35498	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_107013_PI403524517	2	0.10407734	-0.008650303	0.26790905	-0.06867695	0.00865078	-0.51774406	35_30454	"Cluster: Os02g0276900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os02g0276900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E228		0	CHR02V5|COORD:10189199..10181424|protein helix-loop-helix DNA-binding, putative, expressed	LOC_Os02g17680.2	no description	not assigned.unknown	35_2

CUST_11114_PI403524517	2	-0.023067474	-0.90567493	0.023067474	0.06117153	0.06566715	-0.15834522	35_3145	Rep: B0403H10-OSIGBa0105A11.15 protein - Oryza sativa (Rice)	UniRef90_Q01HT3	"CHR4V7|COORD:5777499..5779335| APX4 (ASCORBATE PEROXIDASE 4); peroxidase"	AT4G09010.1	CHR04V5|COORD:30166444..30169758|protein L-ascorbate peroxidase, chloroplast precursor, putative, expressed	LOC_Os04g51300.1	"no descriptionmoderately similar to ( 404)AT4G09010| Symbols: APX4 | APX4 (ASCORBATE PEROXIDASE 4); peroxidase | chr4:5777499-5779335 REVERSEvery weakly similar to (79.3)APX3_ORYSAascorbate_peroxidase peroxidase plant_peroxidase"	redox.ascorbate and glutathione.ascorbate	21_2_1

CUST_57882_PI403524517	2	-0.059646606	0.061876297	0.08343983	-0.03624916	0.036248207	-0.10246658	35_16501	"Cluster: Mitochondrial L2 ribosomal protein; n=2; Triticum aestivum|Rep: Mitochondrial L2 ribosomal protein - Triticum aestivum (Wheat)"	UniRef90_Q1AN57	"CHR2|COORD:18235586..18238483| ribosomal protein L2 family protein, similar to ribosomal protein L2 (Gossypium arboreum) GI:17644114; contains Pfam profile"	AT2G44065.2	CHR04V5|COORD:9119699..9117170|protein chloroplast 50S ribosomal protein L2, putative, expressed	LOC_Os04g16771.1	no descriptionweakly similar to ( 169)AT2G44065| Symbols:  | ribosomal protein L2 family protein | chr2:18235936-18237444 FORWARDmoderately similar to ( 295)RM02_ORYSAnot assigned not assigned rplB RplB rpl2 Ribosomal_L2_C rpl2p Ribosomal_L2	protein.synthesis.mito/plastid ribosomal protein.plastid	29_2_1_1

CUST_3584_PI403524517	2	-0.033223152	0.03237343	-0.01172924	0.12763023	0.01172924	-0.21757698	35_976	Rep: Translational elongation factor Tu - Oryza sativa (Rice)	UniRef90_Q8W2C3	"CHR4V7|COORD:10990047..10991477| AtRABE1b/AtRab8D (Arabidopsis Rab GTPase homolog E1b); translation elongation factor"	AT4G20360.1	CHR02V5|COORD:23106068..23108060|protein elongation factor Tu, chloroplast precursor, putative, expressed	LOC_Os02g38210.1	" no descriptionhighly similar to ( 659)AT4G20360| Symbols: AtRab8D, AtRABE1b | AtRABE1b/AtRab8D (Arabidopsis Rab GTPase homolog E1b); translation elongation factor | chr4:10990047-10991477 FORWARDhighly similar to ( 671)EFTU1_SOYBNElongation factor Tu, chloroplast precursor - Glycine max (Soybean)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned tufA PRK00049 PRK12735 PRK12736 TufB EF_Tu PRK12317 TEF1 GTP_EFTU SelB GTP_translation_factor GTPBP1 EFTU_III PRK04000 EFTU_II EF1_alpha GCD11 GTP_EFTU_D3 CysN SelB PRK10512 TypA PRK05506 CysN_ATPS cysN SelB_euk eIF2_gamma PRK07560 TetM_like InfB FusA mtEFTU_III PRK10218 infB TypA_BipA infB PRK12740 EF-G_bact LepA IF2_eIF5B EF2 selB_II PRK05433 GTP_EFTU_D2 Translation_Factor_II_like EF-G Translation_factor_III RF3 Snu114p EF1_alpha_II PRK07003 Extensin_2 Tymo_45kd_70kd PrfC LepA PRK12323 Atrophin-1 eRF3_II_like PRK12739 prfC PRK07764 PRK00007 DUF1421 AF-4 HPC2 KAR9 Herpes_BLLF1 eRF3_II PRK05648 Drf_FH1 PRK04004 GTPBP_II DUF1509 Pneumo_att_G DUF566 IER FAP "	protein.synthesis.elongation	29_2_4

CUST_29239_PI403524517	2	-0.48079586	-0.09087944	0.20125008	0.2626381	-0.06652832	0.066529274	35_8449	"Cluster: Putative esterase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative esterase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5Z4C9	"CHR5V7|COORD:7933369..7934376| similar to ATGID1C/GID1C (GA INSENSITIVE DWARF1C) [Arabidopsis thaliana] (TAIR:AT5G27320.1); similar to"	AT5G23530.1	CHR06V5|COORD:11585344..11587080|protein gibberellin receptor GID1L2, putative, expressed	LOC_Os06g20200.1	"no descriptionweakly similar to ( 124)AT5G23530| Symbols:  | similar to ATGID1C/GID1C (GA INSENSITIVE DWARF1C) [Arabidopsis thaliana] (TAIR:AT5G27320.1); similar to Esterase/lipase/thioesterase [Medicago truncatula] (GB:ABE80317.1); contains InterPro domain Esterase/lipase/thioesterase; (InterPro:IPR000379); contains InterPro domain Alpha/beta hydrolase fold-3; (InterPro:IPR013094) | chr5:7933369-7934376 REVERSEvery weakly similar to (86.3)GID1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Abhydrolase_3 PRK07003 PRK12323 PRK07764 Totivirus_coat Aes PRK08853 COG5373 Rubella_Capsid Atrophin-1 FAP IER"	not assigned.no ontology	35_1

CUST_151394_PI403524517	2	0.38358116	0.48703575	-0.06251478	-0.5538955	-0.624455	0.06251478	35_42335	"Cluster: Hypothetical protein OSJNBa0042P21.1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0042P21.1 - Oryza sativa (japonica cu"	UniRef90_Q5JJS8		0	CHR01V5|COORD:20691301..20678371|protein expressed protein	LOC_Os01g36670.1	no description	not assigned.unknown	35_2

CUST_43622_PI403524517	2	0.5045061	-0.008210659	0.16658211	-0.00468874	-0.13093185	0.0046892166	35_12519	"Cluster: Os05g0300700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0300700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DJC6	"CHR1V7|COORD:25416479..25419193| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G67270.1); similar to PREDICTED: hypothetical protein"	AT1G67780.1	CHR05V5|COORD:13397673..13405132|protein expressed protein	LOC_Os05g23530.3	" no descriptionweakly similar to ( 114)AT1G67780| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G67270.1); similar to PREDICTED: hypothetical protein [Strongylocentrotus purpuratus] (GB:XP_001188312.1); similar to PREDICTED: hypothetical protein, partial [Strongylocentrotus purpuratus] (GB:XP_788723.2); similar to Os05g0300700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001055133.1); contains InterPro domain DDT; (InterPro:IPR004022) | chr1:25416479-25419193 FORWARD"	not assigned.unknown	35_2

CUST_104197_PI403524517	2	0.2674942	-0.30727768	0.08088207	-0.03926754	0.039268494	-0.04131317	35_29696	"Cluster: Hypothetical protein P0489A01.12; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0489A01.12 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5VRY6	CHR5V7|COORD:17373402..17373794| transcription factor, putative	AT5G43250.1	CHR01V5|COORD:4412218..4412934|protein histone-like transcription factor and archaeal histone family protein	LOC_Os01g08790.1	no descriptionnot assigned CBFD_NFYB_HMF	not assigned.unknown	35_2

CUST_77531_PI403524517	2	0.14744854	0.07047558	-0.0071353912	-0.07248783	-0.11845589	0.0071353912	35_22218	"Cluster: Zinc knuckle family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Zinc knuckle family protein, expressed - Oryza sativa (japonic"	UniRef90_Q2R394	CHR3V7|COORD:14957446..14959085| zinc knuckle (CCHC-type) family protein	AT3G42860.1	CHR11V5|COORD:18829542..18833998|protein zinc knuckle family protein, expressed	LOC_Os11g32720.1	no descriptionnot assigned AIR1	not assigned.unknown	35_2

CUST_71244_PI403524517	2	0.042759895	-0.5523701	-0.042759895	0.06443024	0.15109444	-0.07036877	35_20410	"Cluster: Hypothetical protein P0486G03.7; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0486G03.7 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6Z6H3	"CHR4V7|COORD:16072067..16074608| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G04555.1); similar to Os02g0761600 [Oryza sativa (japonica"	AT4G33380.1	CHR02V5|COORD:32074619..32065339|protein expressed protein	LOC_Os02g52410.1	"no descriptionmoderately similar to ( 280)AT4G33380| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G04555.1); similar to Os02g0761600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001048198.1); similar to Os06g0214100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001057130.1); similar to unnamed protein product [Ostreococcus tauri] (GB:CAL57590.1) | chr4:16072067-16074608 FORWARD"	not assigned.unknown	35_2

CUST_37911_PI403524517	2	0.5173731	-0.45191574	0.11702824	-0.11802387	-0.11702824	0.34051418	35_10911	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_25297_PI399408534	2	0.08216715	-0.02973795	0.34237242	0.029737473	-0.251472	-0.6386461	35_28904	"Cluster: Transposon protein, putative, unclassified, expressed; n=4; Oryza sativa (japonica cultivar-group)|Rep: Transposon protein, putative, unclassified, exp"	UniRef90_Q10DB6	"CHR4V7|COORD:17906696..17909398| FRS5 (FAR1-RELATED SEQUENCE 5); zinc ion binding"	AT4G38180.1	CHR03V5|COORD:32194089..32189568|protein transposon protein, putative, unclassified, expressed	LOC_Os03g56630.2	"no descriptionweakly similar to ( 156)AT4G38180| Symbols: FRS5 | FRS5 (FAR1-RELATED SEQUENCE 5); zinc ion binding | chr4:17906696-17909398 REVERSEFAR1"	signalling.light	30_11

CUST_102225_PI403524517	2	0.14467907	0.9046316	0.016062737	-0.28386402	-0.23191166	-0.016062737	35_29167	"Cluster: Hypothetical protein OSJNBa0009L15.8; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0009L15.8 - Oryza sativa (japonica cu"	UniRef90_Q6L477		0	CHR05V5|COORD:17002800..16999223|protein transposon protein, putative, CACTA, En/Spm sub-class, expressed	LOC_Os05g29090.1	no description	not assigned.unknown	35_2

CUST_108231_PI403524517	2	-0.033982277	0.07590389	0.022281647	0.13558197	-0.0222826	-0.053875923	35_30788	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_36265_PI403524517	2	0.016324997	0.084620476	-0.13727188	-0.016324997	0.0615263	-0.07111645	35_10456	"Cluster: Arm repeat protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Arm repeat protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q84VE7	CHR5V7|COORD:320980..323004| armadillo/beta-catenin repeat family protein / U-box domain-containing protein	AT5G01830.1	CHR05V5|COORD:23380024..23382656|protein spotted leaf protein 11, putative, expressed	LOC_Os05g39930.1	no description	not assigned.unknown	35_2

CUST_75363_PI403524517	2	0.12026024	0.098483086	-0.075722694	-0.052392006	-0.12525749	0.052392006	35_21601	"Cluster: Os11g0545800 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os11g0545800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IS91	CHR5V7|COORD:2834859..2837867| regulator of chromosome condensation (RCC1) family protein / UVB-resistance protein-related	AT5G08710.1	CHR11V5|COORD:19623872..19618171|protein UVB-resistance protein UVR8, putative, expressed	LOC_Os11g34320.1	no descriptionmoderately similar to ( 211)AT5G08710| Symbols:  | regulator of chromosome condensation (RCC1) family protein / UVB-resistance protein-related | chr5:2834859-2837867 REVERSEnot assigned not assigned ATS1	cell.division	31_2

CUST_93749_PI403524517	2	0.08935022	1.065661	-0.08935022	-0.2750888	0.17412043	-0.24537039	35_26807	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_61802_PI403524517	2	0.092915535	-0.652009	-0.09291458	0.17603016	0.39196587	-0.34664917	35_17634	Rep: Os05g0110100 protein - Oryza sativa (japonica cultivar-group)	UniRef90_Q0DLC1	CHR5V7|COORD:426389..426895| similar to hypothetical protein [Solanum lycopersicum] (GB:BAD95796.1)	AT5G02160.1	CHR05V5|COORD:520198..521026|protein expressed protein	LOC_Os05g01950.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07003 PRK07764 Protamine_P1	not assigned.unknown	35_2

CUST_17194_PI399408534	2	0.026987076	0.27593517	-0.0026474	-0.2689438	0.0026474	-0.164011	35_20469	Rep: Putative Rop family GTPase, ROP6 - Zea mays (Maize)	UniRef90_Q9LEC5	"CHR4V7|COORD:14278295..14279711| ARAC7/ATROP9/RAC7/ROP9 (rho-related protein from plants 9); GTP binding"	AT4G28950.1	CHR05V5|COORD:25391593..25394976|protein rac-like GTP-binding protein 2, putative, expressed	LOC_Os05g43820.1	" no descriptionmoderately similar to ( 358)AT4G28950| Symbols: ARAC7, ATROP9, RAC7, ROP9 | ARAC7/ATROP9/RAC7/ROP9 (rho-related protein from plants 9); GTP binding | chr4:14278295-14279711 FORWARDmoderately similar to ( 391)RAC2_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Rop_like RHO Rho Rac1_like Rho4_like RhoG Wrch_1 Cdc42 Tc10 RhoA_like Ras Rho2 Rho3 Rab Ras Rnd RAB Rnd2_Rho7 Rnd3_RhoE_Rho8 Ras_like_GTPase Rnd1_Rho6 COG1100 RAS Rab21 Rab5_related Rab7 H_N_K_Ras_like Rab1_Ypt1 Rab6 Rab8_Rab10_Rab13_like Rab18 M_R_Ras_like Rab11_like Rab23_lke Rap_like Rab9 RhoBTB RheB RSR1 Ras2 Rab27A RalA_RalB Rab2 Rab19 Ran Rap1 Rab26 Rab4 Rab24 RERG_RasL11_like Rap2 Rab39 Rab3 Miro1 Rit_Rin_Ric RabA_like Rab14 Rab15 Rab32_Rab38 Rab35 RJL Rab36_Rab34 Rab30 RabL2 RabL4 Rab33B_Rab33A Rhes_like Spg1 Rab28 ARHI_like Rab12 Miro RAN Ras_dva Rab20 RGK Rab40 RRP22 "	signalling.G-proteins	30_5

CUST_133217_PI403524517	2	0.1384778	-0.11833286	0.44655037	0.11833286	-0.45449352	-0.4598012	35_37401	Rep: Hypothetical protein wrsi5-1 - Triticum aestivum (Wheat)	UniRef90_Q6QAX7	CHR1V7|COORD:25398092..25398661| PSBY (photosystem II BY)	AT1G67740.1	CHR08V5|COORD:1084678..1083391|protein photosystem II core complex proteins psbY, chloroplast precursor, putative, expressed	LOC_Os08g02630.1	 no descriptionvery weakly similar to (71.2)AT1G67740| Symbols: YCF32, PSBY | PSBY (photosystem II BY) | chr1:25398092-25398661 REVERSEvery weakly similar to (67.4)PSBY_SPIOLPhotosystem II core complex proteins psbY, chloroplast precursor - Spinacia oleracea (Spinach)BowB BBI 	PS.lightreaction.photosystem II.PSII polypeptide subunits	1_1_1_2

CUST_55938_PI403524517	2	-0.48144817	0.965724	0.40903187	0.09416962	-0.09417057	-0.43841648	35_15920	"Cluster: Putative beta-1,3-glucanase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative beta-1,3-glucanase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6YVW0	CHR2V7|COORD:2199447..2201290| glycosyl hydrolase family 17 protein	AT2G05790.1	CHR07V5|COORD:21150635..21148317|protein hydrolase, hydrolyzing O-glycosyl compounds, putative, expressed	LOC_Os07g35350.3	 no descriptionmoderately similar to ( 373)AT2G05790| Symbols:  | glycosyl hydrolase family 17 protein | chr2:2199447-2201290 FORWARDmoderately similar to ( 248)E13B_WHEATGlucan endo-1,3-beta-glucosidase precursor - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned Glyco_hydro_17 X8 Herpes_BLLF1 PRK07003 PRK12323 APC_basic 	misc.beta 1,3 glucan hydrolases	26_4

CUST_125041_PI403524517	2	0.2334652	-0.53368807	0.34788275	0.078204155	-0.07820368	-0.26322794	35_35230	Rep: Hypothetical protein - Medicago truncatula (Barrel medic)	UniRef90_Q1T5X1	CHR4V7|COORD:16771406..16773274| vestitone reductase-related	AT4G35250.1	CHR08V5|COORD:27567438..27562341|protein expressed protein	LOC_Os08g44000.1	no descriptionweakly similar to ( 186)AT4G35250| Symbols:  | vestitone reductase-related | chr4:16771406-16773274 REVERSE	not assigned.no ontology	35_1

CUST_76686_PI403524517	2	-0.048326492	-0.39238977	0.048326015	-0.57992077	0.5046797	0.4712181	35_21984	Rep: Peroxidase 1 precursor - Oryza sativa (Rice)	UniRef90_P37834	CHR2V7|COORD:7899380..7900668| peroxidase, putative	AT2G18150.1	CHR05V5|COORD:24500047..24501738|protein peroxidase 1 precursor, putative, expressed	LOC_Os05g41990.1	 no descriptionvery weakly similar to (50.1)AT2G18150| Symbols:  | peroxidase, putative | chr2:7899380-7900668 REVERSEvery weakly similar to (82.0)PER1_ORYSAsecretory_peroxidase 	misc.peroxidases	26_12

CUST_1757_PI399408534	2	-0.33800077	-0.9657936	0.7558284	0.33800077	0.76193523	-0.72921467	35_47620	"Cluster: Putative TCP transcription factor; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative TCP transcription factor - Oryza sativa (japonica"	UniRef90_Q5TKH1	CHR5V7|COORD:24552796..24553878| TCP family transcription factor, putative	AT5G60970.1	CHR05V5|COORD:25353148..25355496|protein TCP family transcription factor containing protein, expressed	LOC_Os05g43760.1	 no descriptionweakly similar to ( 116)AT5G60970| Symbols: TCP5 | TCP family transcription factor, putative | chr5:24552796-24553878 REVERSETCP PRK07764 	RNA.regulation of transcription.TCP transcription factor family	27_3_29

CUST_132001_PI403524517	2	0.12754059	-0.0030298233	0.0030298233	-0.16242695	-0.15844917	0.00609684	35_37075	0	0	"CHR4V7|COORD:9708754..9714080| MSH4 (MUTS-LIKE PROTEIN 4); ATP binding / damaged DNA binding"	AT4G17380.1	CHR07V5|COORD:17868931..17878469|protein mutS family domain IV containing protein	LOC_Os07g30240.1	no description	not assigned.unknown	35_2

CUST_76378_PI403524517	2	0.26827908	0.15461731	0.026418686	-0.026418686	-0.03868103	-0.044073105	35_21897	"Cluster: Hypothetical protein OSJNBb0036F07.9; n=3; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0036F07.9 - Oryza sativa (japonica cu"	UniRef90_Q84MN4	CHR1V7|COORD:1114695..1119382| leucine-rich repeat family protein / protein kinase family protein	AT1G04210.1	CHR03V5|COORD:30504143..30499228|protein protein kinase domain containing protein, expressed	LOC_Os03g53250.1	no descriptionmoderately similar to ( 311)AT1G04210| Symbols:  | leucine-rich repeat family protein / protein kinase family protein | chr1:1114695-1119382 FORWARD	protein.postranslational modification	29_4

CUST_25058_PI399408534	2	-0.06686401	-0.071769714	0.06686497	0.11731815	0.17207146	-0.12202072	35_36535	"Cluster: Oxidoreductase, 2OG-Fe oxygenase family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Oxidoreductase, 2OG-Fe oxygenase"	UniRef90_Q10A95	CHR2V7|COORD:13142658..13143910| 2-oxoglutarate-dependent dioxygenase, putative	AT2G30840.1	CHR03V5|COORD:36257279..36258593|protein 1-aminocyclopropane-1-carboxylate oxidase, putative, expressed	LOC_Os03g64280.1	 no descriptionvery weakly similar to (53.5)AT2G30840| Symbols:  | 2-oxoglutarate-dependent dioxygenase, putative | chr2:13142658-13143910 REVERSE	hormone metabolism.ethylene.synthesis-degradation	17_5_1

CUST_167252_PI403524517	2	-0.06790829	0.59178734	0.29224014	-0.06635857	0.06635904	-0.32540274	35_46586	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_108763_PI403524517	2	-0.023187637	0.3644457	0.023186684	-0.111834526	-0.18354702	0.06153679	35_30928	"Cluster: Os01g0695700 protein; n=4; Oryza sativa (japonica cultivar-group)|Rep: Os01g0695700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JK52	"CHR2V7|COORD:19317077..19321819| PGP4 (P-GLYCOPROTEIN 4, P-GLYCOPROTEIN4); ATPase, coupled to transmembrane movement of substances / xenobiotic-transporting ATP"	AT2G47000.1	CHR01V5|COORD:29095823..29096273|protein multidrug resistance protein 1, putative	LOC_Os01g50070.1	" no descriptionvery weakly similar to (56.6)AT4G18050| Symbols: PGP9 | PGP9 (P-GLYCOPROTEIN 9); ATPase, coupled to transmembrane movement of substances | chr4:10022217-10027427 FORWARDnot assigned "	transport.ABC transporters and multidrug resistance systems	34_16

CUST_12051_PI404877155	2	0.027181625	-0.955801	-0.083397865	0.0513649	-0.0023555756	0.002354622	Contig5770_s_at	pyruvate dehydrogenase E1 alpha subunit [Zea mays]	AAC72195.1	pyruvate dehydrogenase E1 component alpha subunit, mitochondrial (PDHE1-A)	At1g59900.1	protein Dehydrogenase E1 component, putative	Os02g50620	pyruvate dehydrogenase E1 alpha subunit	TCA / org. transformation.TCA.pyruvate DH.E1	8_1_01_01

CUST_3719_PI404877155	2	0.1661663	-0.18108082	0.0	-4.491806E-4	0.0	0.1156559	Contig14308_at	putative DNA-binding protein WRKY2 [Oryza sativa (japonica cultivar-group)]	BAC99487.1	WRKY family transcription factor	At4g30935.1	protein transcription factor NtWRKY2	Os08g17400	NONE	RNA.regulation of transcription.WRKY domain transcription factor family	27_3_32

CUST_4519_PI404877155	2	0.05923748	0.19375229	-0.09444046	-0.047495842	-0.109152794	0.047495842	Contig15496_at	two-pore calcium channel [Hordeum vulgare]	AAR27998.1	two-pore calcium channel (TPC1)	At4g03560.1	protein two-pore calcium channel, putative	Os01g48680	NONE	transport.calcium	34_21

CUST_50186_PI403524517	2	0.94740534	0.50981855	-0.4524026	-0.30824327	-1.3372722	0.30824327	35_14321	Rep: Hypothetical protein p23k-1 - Hordeum vulgare (Barley)	UniRef90_Q0KKC6	0	0	CHR04V5|COORD:14015791..14016744|protein jasmonate-induced protein, putative	LOC_Os04g24478.1	no descriptionmoderately similar to ( 379)JI23_HORVU23 kDa jasmonate-induced protein - Hordeum vulgare (Barley)	not assigned.unknown	35_2

CUST_24928_PI403524517	2	0.01645565	0.32236576	-0.016456604	-0.16580391	-0.0655365	0.06373501	35_7236	Rep: OSIGBa0116M22.10 protein - Oryza sativa (Rice)	UniRef90_Q01JY9	CHR2V7|COORD:11078922..11082682| KH domain-containing protein	AT2G25970.1	CHR04V5|COORD:23744231..23740972|protein transglutaminase, putative, expressed	LOC_Os04g40300.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_67387_PI403524517	2	0.06699753	-0.6410179	-0.19778252	-0.008325577	0.15180302	0.00832653	35_19241	"Cluster: Putative tubby protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative tubby protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q75HX5	"CHR1V7|COORD:8864948..8866595| AtTLP10 (TUBBY LIKE PROTEIN 10); phosphoric diester hydrolase/ transcription factor"	AT1G25280.1	CHR05V5|COORD:21380219..21376977|protein tubby-like protein, putative, expressed	LOC_Os05g36190.1	"no descriptionmoderately similar to ( 305)AT1G25280| Symbols: AtTLP10 | AtTLP10 (TUBBY LIKE PROTEIN 10); phosphoric diester hydrolase/ transcription factor | chr1:8865663-8866595 FORWARDnot assigned not assigned Tub"	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_108179_PI403524517	2	0.059328556	0.38933086	-0.059329033	0.225564	-0.29683018	-0.483016	35_30775	"Cluster: F-box domain, putative; n=1; Oryza sativa (japonica cultivar-group)|Rep: F-box domain, putative - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53QH2	CHR2V7|COORD:15165710..15166663| F-box family protein	AT2G36090.1	CHR11V5|COORD:2566295..2564875|protein F-box domain containing protein, expressed	LOC_Os11g05660.1	no descriptionvery weakly similar to (80.9)AT2G36090| Symbols:  | F-box family protein | chr2:15165710-15166663 FORWARD	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_100079_PI403524517	2	0.20302677	-0.1058588	0.1982832	0.032925606	-0.09125137	-0.032925606	35_28571	"Cluster: Hypothetical protein OJ1112_F09.24; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1112_F09.24 - Oryza sativa (japonica cultiv"	UniRef90_Q6H679	CHR1V7|COORD:22496859..22500684| proline-rich family protein	AT1G61080.1	CHR02V5|COORD:26622001..26619153|protein remorin, C-terminal region family protein, expressed	LOC_Os02g44102.1	no description	not assigned.unknown	35_2

CUST_15036_PI404877155	2	0.03387928	-0.27250576	-0.0962286	0.04190445	0.06189251	-0.033878326	Contig8903_at	putative dihydroxy-acid dehydratase [Oryza sativa (japonica cultivar-group)] ref|XP_507608.1| PREDICTED P0562A06.23 gene product [Oryza sati	XP_483769.1	dehydratase family	At3g23940.1	protein dihydroxy-acid dehydratase	Os08g44530	dihydroxyacid dehydratase -related	amino acid metabolism.synthesis.branched chain group.isoleucine specific	13_1_4_5

CUST_96530_PI403524517	2	0.3862028	-0.0029993057	-0.06345272	0.0029997826	-0.6939192	0.1797471	35_27569	"Cluster: Hypothetical protein OSJNBa0008J01.25-1; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0008J01.25-1 - Oryza sativa (japon"	UniRef90_Q7XHW3	"CHR3V7|COORD:8467645..8473476| similar to structural constituent of ribosome [Arabidopsis thaliana] (TAIR:AT2G48110.1); similar to Os07g0681500 [Oryza sativa"	AT3G23590.1	CHR07V5|COORD:28891404..28899269|protein expressed protein	LOC_Os07g48350.1	no description	not assigned.unknown	35_2

CUST_60448_PI403524517	2	-1.1656618	1.0868764	1.2700315	0.3039956	-0.3039956	-0.33371258	35_17232	"Cluster: Hypothetical protein P0569E11.10; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0569E11.10 - Oryza sativa (japonica cultivar-g"	UniRef90_Q69JZ2	CHR4V7|COORD:18074737..18075693| 1-phosphatidylinositol phosphodiesterase-related	AT4G38690.1	CHR09V5|COORD:21062217..21060635|protein ki1 protein, putative, expressed	LOC_Os09g36520.1	no descriptionweakly similar to ( 149)AT4G38690| Symbols:  | 1-phosphatidylinositol phosphodiesterase-related | chr4:18074737-18075693 REVERSEnot assigned not assigned	lipid metabolism.lipid degradation.lysophospholipases	11_9_3

CUST_114646_PI403524517	2	0.010926247	-0.27876854	-0.01741314	0.16464424	0.009257317	-0.009257317	35_32538	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_126261_PI403524517	2	-0.29896307	0.10781956	0.10576677	0.3945074	-0.1057663	-0.2262888	35_35542	"Cluster: C2 domain/GRAM domain-containing protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: C2 domain/GRAM domain-containing protein-like - Oryza s"	UniRef90_Q6Z8U1	CHR1V7|COORD:827182..834996| C2 domain-containing protein / GRAM domain-containing protein	AT1G03370.1	CHR08V5|COORD:24193194..24199592|protein GRAM domain containing protein, expressed	LOC_Os08g38440.1	no descriptionweakly similar to ( 200)AT1G03370| Symbols:  | C2 domain-containing protein / GRAM domain-containing protein | chr1:827182-834996 FORWARDnot assigned	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_78977_PI403524517	2	-0.58886576	-1.4493909	0.07717991	-0.07717991	0.49411297	0.67829466	35_22654	"Cluster: Os01g0134900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0134900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JQW7	CHR4V7|COORD:5159208..5162691| glycosyl hydrolase family 10 protein / carbohydrate-binding domain-containing protein	AT4G08160.1	CHR01V5|COORD:1911881..1909363|protein endo-1,4-beta-xylanase, putative, expressed	LOC_Os01g04300.1	 no descriptionvery weakly similar to (97.8)AT4G08160| Symbols:  | hydrolase, hydrolyzing O-glycosyl compounds | chr4:5159492-5162691 REVERSE	not assigned.no ontology	35_1

CUST_50141_PI403524517	2	0.12289953	1.0922346	0.23754215	-0.19505978	-0.123104095	-0.12289953	35_14310	"Cluster: Putative MutL homolog 1 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative MutL homolog 1 protein - Oryza sativa (japonica cultivar-gro"	UniRef90_Q5JN46	CHR4V7|COORD:5817104..5821032| ATMLH1 (Arabidopsis thaliana MutL-homologue 1)	AT4G09140.1	CHR01V5|COORD:42595728..42601761|protein MUTL protein homolog 1, putative, expressed	LOC_Os01g72880.1	 no descriptionweakly similar to ( 106)AT4G09140| Symbols: MLH1, ATMLH1 | ATMLH1 (Arabidopsis thaliana MutL-homologue 1) | chr4:5817104-5821032 REVERSEnot assigned not assigned MutL mutL 	DNA.repair	28_2

CUST_27940_PI403524517	2	0.008024216	-0.10170174	0.02674675	-0.018648148	0.050286293	-0.008024216	35_8078	Rep: Hypothetical protein - Medicago truncatula (Barrel medic)	UniRef90_Q1SQ49	CHR5V7|COORD:5895881..5897057| chaperone protein dnaJ-related	AT5G17840.1	CHR03V5|COORD:25558080..25555427|protein expressed protein	LOC_Os03g45344.1	no descriptionweakly similar to ( 154)AT5G17840| Symbols:  | chaperone protein dnaJ-related | chr5:5895881-5897057 REVERSE	protein.folding	29_6

CUST_30357_PI399408534	2	0.002743721	0.152318	0.06404781	-0.21004581	-0.002743721	-0.14336681	35_38522	"Cluster: Protein kinase C substrate 80K-H isoform 2-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Protein kinase C substrate 80K-H isoform 2-like - Ory"	UniRef90_Q5NBP9	CHR5V7|COORD:22840812..22845176| calmodulin-binding protein	AT5G56360.1	CHR01V5|COORD:9706474..9699515|protein protein kinase C substrate 80K-H, putative, expressed	LOC_Os01g16970.3	no descriptionweakly similar to ( 131)AT5G56360| Symbols:  | calmodulin-binding protein | chr5:22840812-22845176 REVERSEnot assigned	signalling.calcium	30_3

CUST_25431_PI399408534	2	0.2676654	0.5284047	0.0069713593	-0.006971836	-0.14976168	-0.23686504	35_22357	"Cluster: Putative phosphatidylinositol-4-phosphate 5-kinase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative phosphatidylinositol-4-phosphate 5-kinase"	UniRef90_Q6KA01	"CHR3|COORD:3040308..3044772| similar to phosphatidylinositol-4-phosphate 5-kinase family protein [Arabidopsis thaliana] (TAIR:At1g60890.1); similar to"	AT3G09920.2	CHR02V5|COORD:35307766..35301525|protein phosphatidylinositol-4-phosphate 5-kinase 9, putative, expressed	LOC_Os02g57660.1	"no descriptionmoderately similar to ( 321)AT3G09920| Symbols: PIP5K9 | PIP5K9 (PHOSPHATIDYL INOSITOL MONOPHOSPHATE 5 KINASE); 1-phosphatidylinositol-4-phosphate 5-kinase | chr3:3040431-3043681 REVERSEweakly similar to ( 168)PI5K1_ORYSAnot assigned COG4642"	signalling.phosphinositides.phosphatidylinositol-4-phosphate 5-kinase	30_4_1

CUST_28560_PI403524517	2	0.037045956	0.47337055	0.54227734	-0.09280205	-0.037046432	-0.23568821	35_8252	"Cluster: Os06g0574400 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os06g0574400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DBD4	"CHR4V7|COORD:17989109..17994543| similar to Os06g0574400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001057925.1); similar to hypothetical protein"	AT4G38440.1	CHR06V5|COORD:22300033..22291249|protein expressed protein	LOC_Os06g37640.1	"no descriptionmoderately similar to ( 437)AT4G38440| Symbols:  | similar to Os06g0574400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001057925.1); similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:BAD61853.1); contains domain ARM repeat (SSF48371); contains domain FAMILY NOT NAMED (PTHR21483); contains domain SUBFAMILY NOT NAMED (PTHR21483:SF11) | chr4:17989109-17994543 FORWARDnot assigned"	not assigned.unknown	35_2

CUST_64836_PI403524517	2	-0.08343983	0.4805193	0.004951477	-0.051790237	-0.0049524307	0.039762497	35_18512	"Cluster: RNA-binding protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: RNA-binding protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q653F9	CHR2V7|COORD:17603922..17606050| nucleic acid binding	AT2G42240.1	CHR06V5|COORD:28669206..28673846|protein RNA-binding protein, putative, expressed	LOC_Os06g47300.1	" no descriptionweakly similar to ( 132)AT2G42240| Symbols:  | similar to RNA-binding protein, putative [Arabidopsis thaliana] (TAIR:AT3G21215.1); similar to Os08g0249400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001061371.1); similar to RNA-binding re (GB:ABE86336.1); similar to Os06g0151200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001056827.1); contains InterPro domain Nucleotide-binding, alpha-beta plait; (InterPro:IPR012677); contains InterPro domain RNA-binding region RNP-1 (RNA recognition motif); (InterPro:IPR000504) | chr2:17603922-17605989 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 Atrophin-1 PRK07764 PRK07003 RRM PRK05648 DUF1421 PRK10819 "	RNA.RNA binding	27_4

CUST_73073_PI403524517	2	0.34519243	0.9223523	0.19245529	-0.19245529	-0.37036943	-0.2296896	35_20953	"Cluster: Hypothetical protein OJ1340_C08.105; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1340_C08.105 - Oryza sativa (japonica cult"	UniRef90_Q8GVH2	CHR4V7|COORD:808473..810431| tolB protein-related	AT4G01870.1	CHR07V5|COORD:26541285..26543488|protein WD40-like Beta Propeller Repeat family protein, expressed	LOC_Os07g44410.1	no descriptionmoderately similar to ( 385)AT4G01870| Symbols:  | tolB protein-related | chr4:808473-810431 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned APC_basic PRK07003 PRK12678 DUF1777 Herpes_BLLF1 PRK12323	not assigned.no ontology	35_1

CUST_110888_PI403524517	2	0.015198231	0.20772743	-0.015198708	0.085160255	-0.23659754	-0.6279588	35_31488	"Cluster: Hypothetical protein P0450A04.130; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0450A04.130 - Oryza sativa (japonica cultivar"	UniRef90_Q7F0M0	CHR1V7|COORD:16816094..16817173| DNA binding / ligand-dependent nuclear receptor	AT1G44191.1	CHR07V5|COORD:28191119..28188104|protein expressed protein	LOC_Os07g47150.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07764 PRK12323 Drf_FH1 Tymo_45kd_70kd PRK10819 DUF1421 Extensin_2 Atrophin-1 Totivirus_coat FAP PRK05648 PRK07003 DUF605 Trypan_PARP APC_basic HPC2 TT_ORF1 TonB DUF1210 PRK00708 GRASP55_65 Herpes_BLLF1 tatB MFMR IER PRK08853 DEC-1_N PRK09111 MCPVI PRK06958 PRK11855	not assigned.unknown	35_2

CUST_163964_PI403524517	2	0.19869232	0.34321594	0.0025954247	-0.16366863	-0.0025954247	-0.2773652	35_45710	"Cluster: Hypothetical protein OSJNBa0077J17.16; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0077J17.16 - Oryza sativa (japonica"	UniRef90_Q5W6G3	"CHR5V7|COORD:23691625..23692450| similar to hypothetical protein [Platanus x acerifolia] (GB:CAL07976.1); contains InterPro domain Sgf11,"	AT5G58575.1	CHR05V5|COORD:16547643..16543933|protein expressed protein	LOC_Os05g28370.2	" no descriptionvery weakly similar to (58.5)AT5G58575| Symbols:  | similar to hypothetical protein [Platanus x acerifolia] (GB:CAL07976.1); contains InterPro domain Sgf11, transcriptional regulation; (InterPro:IPR013246) | chr5:23691625-23692450 FORWARD"	not assigned.unknown	35_2

CUST_120347_PI403524517	2	-0.13956308	0.50087166	-0.46189022	0.46039534	-0.24307251	0.1395626	35_34024	Rep: Protein kinase - Oryza sativa (Rice)	UniRef90_O24180	"CHR5V7|COORD:310457..311722| CIPK15 (CBL-INTERACTING PROTEIN KINASE 15); kinase/ protein kinase"	AT5G01810.1	CHR12V5|COORD:681269..678074|protein CBL-interacting serine/threonine-protein kinase 15, putative, expressed	LOC_Os12g02200.1	" no descriptionvery weakly similar to (94.0)AT5G01810| Symbols: SIP2, SnRK3.1, ATPK10, PKS3, CIPK15 | CIPK15 (CBL-INTERACTING PROTEIN KINASE 15); kinase | chr5:310457-311722 FORWARDvery weakly similar to (84.0)CIPK1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc Pkinase S_TKc "	protein.postranslational modification	29_4

CUST_175674_PI403524517	2	0.35944653	0.075098515	0.24948978	-0.075098515	-0.79843855	-0.19788599	35_48895	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_32063_PI403524517	2	0.1212883	0.5800371	-0.09405899	-0.21834564	-0.2344675	0.094059944	35_9247	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_47410_PI403524517	2	0.102311134	-0.0909338	0.0092868805	-0.009285927	0.081207275	-0.12029743	35_13572	"Cluster: Os12g0566100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os12g0566100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IMJ6	"CHR3V7|COORD:5907622..5908701| similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABA98984.1); similar to Os12g0566100 [Oryza sativa"	AT3G17300.1	CHR12V5|COORD:23225114..23222550|protein expressed protein	LOC_Os12g37850.1	"no descriptionweakly similar to ( 118)AT3G17300| Symbols:  | similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABA98984.1); similar to Os12g0566100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001067050.1) | chr3:5907665-5908701 FORWARD"	not assigned.unknown	35_2

CUST_172506_PI403524517	2	0.058479786	-0.24662876	-0.27001	0.3292551	0.1467576	-0.058479786	35_48050	"Cluster: Putative glucosyltransferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative glucosyltransferase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z4C0	CHR2V7|COORD:12881783..12883199| UDP-glucoronosyl/UDP-glucosyl transferase family protein	AT2G30150.1	CHR07V5|COORD:19035975..19037924|protein anthocyanidin 5,3-O-glucosyltransferase, putative, expressed	LOC_Os07g32010.1	no description	not assigned.unknown	35_2

CUST_75654_PI403524517	2	0.1776762	0.58253956	-0.059407234	-0.06153679	-0.17221737	0.059407234	35_21687	"Cluster: Os02g0777700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0777700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DX33	"CHR4V7|COORD:16002771..16014795| XI-I (Myosin-like protein XI-I); motor/ protein binding"	AT4G33200.1	CHR10V5|COORD:9575925..9586336|protein XI-I, putative, expressed	LOC_Os10g19860.1	" no descriptionvery weakly similar to (94.4)AT4G33200| Symbols: ATXI-I, XI-I | XI-I (Myosin-like protein XI-I); motor/ protein binding | chr4:16002771-16014795 REVERSEnot assigned "	cell.organisation	31_1

CUST_157075_PI403524517	2	0.004459381	-0.90819645	-0.008882523	0.10841179	0.24228477	-0.004460335	35_43867	"Cluster: Hydrolase, alpha/beta fold family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hydrolase, alpha/beta fold family protein, expre"	UniRef90_Q10SN5	CHR2V7|COORD:15215946..15217847| hydrolase, alpha/beta fold family protein	AT2G36290.1	CHR03V5|COORD:901029..906535|protein catalytic/ hydrolase, putative, expressed	LOC_Os03g02514.2	 no descriptionvery weakly similar to (93.2)AT2G36290| Symbols:  | hydrolase, alpha/beta fold family protein | chr2:15215946-15217847 REVERSE	not assigned.no ontology	35_1

CUST_80676_PI403524517	2	0.014469624	0.48149395	-0.0144701	-0.029611588	0.08033371	-0.39983463	35_23137	Rep: H0315E07.10 protein - Oryza sativa (Rice)	UniRef90_Q01JE3	"CHR4V7|COORD:3898995..3901836| similar to Os04g0433200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001052835.1); contains domain P53 INDUCED PROTEIN"	AT4G06676.1	CHR04V5|COORD:21326088..21331650|protein expressed protein	LOC_Os04g35380.4	"no descriptionvery weakly similar to (78.6)AT4G06676| Symbols:  | similar to Os04g0433200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001052835.1); contains domain P53 INDUCED PROTEIN (PTHR21389) | chr4:3898995-3901836 FORWARD"	not assigned.unknown	35_2

CUST_215_PI404877155	2	0.061045647	-0.13361645	-0.031572342	0.00477314	0.023461342	-0.0047740936	Contig10100_at	proline-rich spliceosome-associated (PSP) family protein [Arabidopsis thaliana]	NP_193897.2	proline-rich spliceosome-associated (PSP) family protein	At4g21660.1	protein At4g21660	Os02g58090	spliceosome associated protein	RNA.processing	27_1

CUST_97423_PI403524517	2	0.02197361	0.027920723	-0.17854786	-0.14321232	-0.02197361	0.26189804	35_27823	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_49211_PI403524517	2	0.16051674	-0.9797945	-0.18136978	0.109839916	-0.109839916	0.23664236	35_14042	"Cluster: PREDICTED: similar to H3 histone, family 2 isoform 2; n=4; Eutheria|Rep: PREDICTED: similar to H3 histone, family 2 isoform 2 - Canis"	UniRef90_UPI00004A5DE9	CHR5V7|COORD:3270479..3270889| histone H3	AT5G10400.1	CHR11V5|COORD:2622185..2621575|protein histone H3, putative, expressed	LOC_Os11g05730.1	no descriptionmoderately similar to ( 262)AT5G65360| Symbols:  | histone H3 | chr5:26137325-26137735 REVERSEmoderately similar to ( 261)H32_WHEATHistone H3.2 - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned H3 HHT1 Histone PRK07003 PRK12323	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_59679_PI403524517	2	0.09970093	0.033721924	-0.022626877	-0.075484276	-0.07972908	0.022626877	35_17015	"Cluster: Unknow protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Unknow protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q60EM1	CHR2V7|COORD:16617294..16619431| integral membrane Yip1 family protein	AT2G39805.1	CHR05V5|COORD:22310731..22313919|protein yip1 domain family, member 2, putative, expressed	LOC_Os05g38180.1	no descriptionmoderately similar to ( 285)AT2G39805| Symbols:  | integral membrane Yip1 family protein | chr2:16617294-16619431 REVERSEnot assigned Yip1	not assigned.no ontology	35_1

CUST_22353_PI399408534	2	0.067928314	0.98470306	0.30046654	-0.133955	-0.16987276	-0.067928314	35_14884	"Cluster: Putative U2 snRNP protein A'; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative U2 snRNP protein A' - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6EUK2	"CHR1V7|COORD:3159478..3161605| U2A' (U2 small nuclear ribonucleoprotein A); protein binding"	AT1G09760.1	CHR02V5|COORD:7635234..7630852|protein U2 small nuclear ribonucleoprotein A, putative, expressed	LOC_Os02g13990.3	"no descriptionmoderately similar to ( 229)AT1G09760| Symbols: U2A' | U2A' (U2 small nuclear ribonucleoprotein A); protein binding | chr1:3159478-3161605 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned COG4886"	RNA.processing	27_1

CUST_74805_PI403524517	2	-0.11371851	0.20564318	0.11982107	0.11371899	-0.56206036	-0.30868483	35_21449	Rep: Glutathione synthetase - Triticum aestivum (Wheat)	UniRef90_Q7X9F9	"CHR5V7|COORD:9668214..9670915| GSH2 (GLUTATHIONE SYNTHETASE 2); glutathione synthase"	AT5G27380.1	CHR12V5|COORD:20805121..20809489|protein glutathione synthetase, chloroplast precursor, putative, expressed	LOC_Os12g34380.1	" no descriptionweakly similar to ( 189)AT5G27380| Symbols: GSH2, GSHB | GSH2 (GLUTATHIONE SYNTHETASE 2); glutathione synthase | chr5:9668214-9670915 REVERSEweakly similar to ( 190)GSHB_BRAJUGlutathione synthetase, chloroplast precursor - Brassica juncea (Leaf mustard) (Indian mustard)not assigned GSH_synth_ATP eu-GS "	redox.ascorbate and glutathione.glutathione	21_2_2

CUST_166516_PI403524517	2	0.1121192	0.07155466	0.36114073	-1.0877435	-0.07155466	-0.29318	35_46388	0	0	CHR5V7|COORD:3872652..3873197| proline-rich family protein	AT5G11990.1	0	0	no description	not assigned.unknown	35_2

CUST_42029_PI403524517	2	-0.068455696	0.13788652	0.22040033	-0.01934576	-0.016886234	0.016886234	35_12083	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_169757_PI403524517	2	0.15478134	-0.63864374	-0.04195404	0.035435677	0.38823318	-0.035434723	35_47284	"Cluster: HEAT repeat family protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: HEAT repeat family protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10GR2	CHR1V7|COORD:24133581..24137712| binding	AT1G64960.1	CHR03V5|COORD:23314974..23307526|protein HEAT repeat family protein, expressed	LOC_Os03g42040.1	no description	not assigned.unknown	35_2

CUST_10555_PI404877155	2	0.024244308	0.016777992	-0.042814255	-0.016777039	-0.046037674	0.118288994	Contig4263_at	putative RNA Binding Protein 45 [Oryza sativa (japonica cultivar-group)]	NP_912288.1	RNA-binding protein 45 (RBP45), putative	At1g11650.2	protein RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain), putative	Os07g33330	RNA Binding Protein	RNA.regulation of transcription.unclassified	27_3_99

CUST_56333_PI403524517	2	-0.15283108	-0.825634	0.22195053	0.07901096	0.16462135	-0.07901096	35_16038	"Cluster: Plastid ATP/ADP transporter; n=3; Oryza sativa (japonica cultivar-group)|Rep: Plastid ATP/ADP transporter - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2TJ67	CHR1V7|COORD:30196846..30199172| chloroplast ADP, ATP carrier protein 1 / ADP, ATP translocase 1 / adenine nucleotide translocase 1 (AATP1)	AT1G80300.1	CHR01V5|COORD:26409046..26404876|protein plastidic ATP/ADP-transporter, putative, expressed	LOC_Os01g45910.1	 no descriptionhighly similar to ( 730)AT1G80300| Symbols:  | chloroplast ADP, ATP carrier protein 1 / ADP, ATP translocase 1 / adenine nucleotide translocase 1 (AATP1) | chr1:30196846-30199172 FORWARDhighly similar to ( 746)TLC1_SOLTUPlastidic ATP/ADP-transporter - Solanum tuberosum (Potato)not assigned not assigned not assigned not assigned not assigned not assigned TLC COG3202 Tymo_45kd_70kd 	transport.misc	34_99

CUST_30419_PI403524517	2	0.15829515	0.04030323	-0.1576705	0.08832073	-0.24300623	-0.04030323	35_8781	Rep: Os02g0805800 protein - Oryza sativa (japonica cultivar-group)	UniRef90_Q0DWN0	"CHR3V7|COORD:18600094..18602205| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G50140.1); similar to unknown protein [Arabidopsis thaliana]"	AT3G50130.1	CHR02V5|COORD:34372513..34366517|protein ATATH8, putative, expressed	LOC_Os02g56200.1	no descriptionnot assigned PRK12323 PRK07003 PRK12678	not assigned.unknown	35_2

CUST_3081_PI399408534	2	-0.023422241	0.14259624	0.023423195	-0.09441376	-0.17598629	0.06747246	35_4735	"Cluster: Putative abscisic acid-induced protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative abscisic acid-induced protein - Oryza sativa (japonic"	UniRef90_Q67WL5	CHR1V7|COORD:28011770..28012817| ATHVA22A (Arabidopsis thaliana HVA22 homologue A)	AT1G74520.1	CHR06V5|COORD:6562367..6558754|protein HVA22-like protein a, putative, expressed	LOC_Os06g12220.1	no descriptionmoderately similar to ( 231)AT1G74520| Symbols: ATHVA22A | ATHVA22A (Arabidopsis thaliana HVA22 homologue A) | chr1:28011770-28012817 REVERSEweakly similar to ( 107)HVA22_HORVUProtein HVA22 - Hordeum vulgare (Barley)not assigned not assigned TB2_DP1_HVA22 YOP1	hormone metabolism.abscisic acid.induced-regulated-responsive-activated	17_1_3

CUST_133750_PI403524517	2	-0.07810068	0.30795383	0.026584625	-0.026585102	-0.06743908	0.04596758	35_37543	"Cluster: Os01g0679500 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0679500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JKE8	CHR3V7|COORD:4037143..4039050| aspartyl protease family protein	AT3G12700.1	CHR05V5|COORD:27622272..27618697|protein pepsin A, putative, expressed	LOC_Os05g48330.1	no descriptionweakly similar to ( 153)AT3G12700| Symbols:  | aspartyl protease family protein | chr3:4037143-4039050 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07003 PRK12323 Asp PRK07764 PRK09169 APC_basic	protein.degradation.aspartate protease	29_5_4

CUST_158048_PI403524517	2	0.05815983	0.1864109	-0.02415371	-0.2432518	-0.28520966	0.02415371	35_44125	"Cluster: NADH-ubiquinone oxidoreductase chain 1; n=32; Magnoliophyta|Rep: NADH-ubiquinone oxidoreductase chain 1 - Citrullus lanatus (Watermelon) (Citrullus vul"	UniRef90_P08834	CHRMV7|COORD:289197..289517| hypothetical protein	ATMG01130.1	CHR01V5|COORD:19020435..19010862|protein conserved hypothetical protein	LOC_Os01g33960.1	no description	not assigned.unknown	35_2

CUST_3364_PI404877155	2	0.08649349	0.20889664	-0.086494446	-0.2951069	-0.52053356	0.24529171	Contig13817_s_at	probable transcription factor - rice emb|CAA71844.1| RAPB protein [Oryza sativa (indica cultivar-group)]	T03968	CCAAT-binding transcription factor (CBF-B/NF-YA) family protein	At1g54160.1	protein probable transcription factor - rice	Os03g07880	NONE	RNA.regulation of transcription.CCAAT box binding factor family, HAP2	27_3_14

CUST_178373_PI403524517	2	0.09397602	-0.7846222	0.0022592545	-0.0022602081	0.055921555	-0.07116413	35_49604	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_23722_PI399408534	2	-0.021962166	-0.12340164	0.040683746	0.021961212	0.06309605	-0.023265839	35_17491	"Cluster: SSXT protein containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: SSXT protein containing protein, expressed - Oryza sativa"	UniRef90_Q2QQE2	CHR4V7|COORD:357675..358928| GIF3 (GRF1-INTERACTING FACTOR 3)	AT4G00850.1	CHR12V5|COORD:18832070..18827079|protein SSXT protein, putative, expressed	LOC_Os12g31350.1	no descriptionweakly similar to ( 116)AT4G00850| Symbols: GIF3 | GIF3 (GRF1-INTERACTING FACTOR 3) | chr4:357675-358928 FORWARDnot assigned SSXT	RNA.regulation of transcription.General Transcription	27_3_50

CUST_86405_PI403524517	2	-0.060754776	0.12835121	0.07253456	0.018616676	-0.14774132	-0.018616676	35_24745	"Cluster: Mitochondrial carrier, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Mitochondrial carrier, putative, expressed - Oryza sativa"	UniRef90_Q10R11	CHR1V7|COORD:27407119..27408168| mitochondrial substrate carrier family protein	AT1G72820.1	CHR03V5|COORD:3993537..3995589|protein mitochondrial carrier-like protein, putative, expressed	LOC_Os03g07890.1	no descriptionweakly similar to ( 110)AT1G72820| Symbols:  | mitochondrial substrate carrier family protein | chr1:27407119-27408168 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Mito_carr PRK12323 PRK07764	transport.metabolite transporters at the mitochondrial membrane	34_9

CUST_64593_PI403524517	2	0.08397198	-0.3353119	0.019830704	-0.11987972	-0.019830704	0.049913406	35_18441	Rep: OSIGBa0101P20.5 protein - Oryza sativa (Rice)	UniRef90_Q01I77	CHR5V7|COORD:145864..146910| similar to Os04g0508100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001053268.1)	AT5G01350.1	CHR04V5|COORD:25166339..25169681|protein expressed protein	LOC_Os04g42910.1	no descriptionvery weakly similar to (58.5)AT5G01350| Symbols:  | similar to Os04g0508100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001053268.1) | chr5:145864-146910 REVERSE	not assigned.unknown	35_2

CUST_2601_PI404877155	2	0.18453598	-0.41278172	0.084805965	-0.08480644	-0.21782207	0.25636148	Contig13030_at	ABC transporter family protein [Arabidopsis thaliana] gb|AAL24135.1| putative ABC transporter protein [Arabidopsis thaliana]	NP_568169.1	ABC transporter family protein	At5g06530.1	protein ABC transporter, putative	Os08g07010	"similar to ABC transporter family protein [Arabidopsis thaliana] (TAIR:At3g52310.1); similar to putative ABC transporter AbcG1 [Oryza sativa (japonica cultivar-group)] (GB:XP_480256.1); contains InterPro domain AAA ATPase (InterPro:IPR003593); contains In"	transport.ABC transporters and multidrug resistance systems	34_16

CUST_114731_PI403524517	2	0.4424429	-0.23155212	-3.771782E-4	3.7765503E-4	-0.25288725	0.119755745	35_32560	"Cluster: OSIGBa0142I02-OSIGBa0101B20.18 protein; n=3; Oryza sativa|Rep: OSIGBa0142I02-OSIGBa0101B20.18 protein - Oryza sativa (Rice)"	UniRef90_Q01HH1	"CHR5V7|COORD:5504544..5509269| TOZ (TORMOZEMBRYO DEFECTIVE); nucleotide binding"	AT5G16750.1	CHR04V5|COORD:29769100..29762515|protein U3 small nucleolar RNA-associated protein 13, putative, expressed	LOC_Os04g50660.1	"no descriptionweakly similar to ( 151)AT5G16750| Symbols: TOZ | TOZ (TORMOZEMBRYO DEFECTIVE); nucleotide binding | chr5:5504544-5509269 REVERSEnot assigned not assigned WD40"	not assigned.no ontology	35_1

CUST_18997_PI404877155	2	-0.048440933	0.40240574	-0.07504463	-0.15577316	0.08416462	0.04843998	HY04C04u_at	0	0	ABA-responsive element-binding protein 3 (AREB3)	At3g56850.1	protein bZIP transcription factor, putative	Os05g41070	putative bZIP transcription factor	hormone metabolism.abscisic acid.induced-regulated-responsive-activated	17_1_3

CUST_16336_PI404877155	2	0.055573463	-0.40491295	-0.21513462	0.68011284	-0.055573463	0.4759159	HA01B23u_at	0	0	0	0	protein DnaJ domain, putative	Os08g43490	DnaJ protein homolog	stress.abiotic.heat	20_2_1

CUST_153691_PI403524517	2	-0.40890312	-0.045984745	0.38028288	0.41150475	0.04598427	-0.11932135	35_42955	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_130037_PI403524517	2	-0.020188332	-0.02652359	0.020188332	0.12480736	0.12284565	-0.062357903	35_36522	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_182993_PI403524517	2	0.25720978	-0.011423111	0.08150959	-0.09322739	-0.21646881	0.011422157	35_50863	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_57667_PI403524517	2	-0.022224426	0.83620167	0.022224426	-0.19118786	-0.1908493	0.10229778	35_16441	"Cluster: Os01g0133400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0133400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JQX6	"CHR5|COORD:5272690..5275818| hexose transporter, putative, strong similarity to hexose transporter (Arabidopsis thaliana) GI:8347250; contains Pfam profile"	AT5G16150.3	CHR01V5|COORD:1840616..1845988|protein arabinose-proton symporter, putative, expressed	LOC_Os01g04190.2	" no descriptionhighly similar to ( 675)AT5G16150| Symbols: PGLCT, GLT1 | GLT1/PGLCT (GLUCOSE TRANSPORTER 1); carbohydrate transporter/ sugar porter | chr5:5272907-5275681 FORWARDweakly similar to ( 161)STC_RICCOSugar carrier protein C - Ricinus communis (Castor bean)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Sugar_tr xylE MFS_1 AraJ ProP PRK11551 FucP NarK PRK03893 CynX PRK10406 PRK12307 PRK10473 PTR2 UhpC TRI12 "	transporter.sugars	34_2

CUST_8671_PI403524517	2	0.022882462	0.646616	0.046373367	-0.20960999	-0.022882462	-0.13063145	35_2427	"Cluster: Os01g0847700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0847700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JHR5	CHR2V7|COORD:15841966..15843737| oxidoreductase	AT2G37770.2	CHR01V5|COORD:36737487..36741459|protein aldose reductase, putative, expressed	LOC_Os01g62870.1	no descriptionvery weakly similar to (89.7)AT2G37770| Symbols:  | oxidoreductase | chr2:15841966-15843737 FORWARDvery weakly similar to (62.0)ALDR_HORVUAldose reductase - Hordeum vulgare (Barley)not assigned Aldo_ket_red ARA1 dkgA dkgB	minor CHO metabolism.others	3_5

CUST_20840_PI403524517	2	-0.11517048	0.44908142	0.03202629	-0.02960968	-0.14821243	0.029608727	35_6052	Rep: Homogentisate 1,2-dioxygenase - Oryza sativa (Rice)	UniRef90_Q5VRH4	CHR5|COORD:21963095..21966139| homogentisate 1,2-dioxygenase / homogentisicase/homogentisate oxygenase / homogentisic acid oxidase (HGO), identical	AT5G54080.2	CHR06V5|COORD:217294..213967|protein homogentisate 1,2-dioxygenase, putative, expressed	LOC_Os06g01360.2	" no descriptionhighly similar to ( 589)AT5G54080| Symbols: HGO | HGO (HOMOGENTISATE 1,2-DIOXYGENASE); homogentisate 1,2-dioxygenase | chr5:21963146-21965296 FORWARDhighly similar to ( 674)HGD_ORYSAnot assigned HgmA PRK05341 HmgA "	amino acid metabolism.degradation.aromatic aa.tyrosine	13_2_6_2

CUST_152196_PI403524517	2	0.21499443	-0.07536554	0.10557842	-0.08233547	-0.390244	0.07536554	35_42543	"Cluster: PREDICTED: hypothetical protein, partial; n=1; Macaca mulatta|Rep: PREDICTED: hypothetical protein, partial - Macaca mulatta"	UniRef90_UPI0000D9F74E		0	0	0	no description	not assigned.unknown	35_2

CUST_55881_PI403524517	2	0.011563301	-0.46202278	-0.033159256	0.15720654	-0.011562347	0.043216705	35_15906	"Cluster: Coatomer alpha subunit; n=1; Hordeum vulgare subsp. vulgare|Rep: Coatomer alpha subunit - Hordeum vulgare var. distichum (Two-rowed barley)"	UniRef90_Q6RYF4	CHR1V7|COORD:22923479..22927393| coatomer protein complex, subunit alpha, putative	AT1G62020.1	CHR09V5|COORD:2131704..2125232|protein coatomer subunit alpha, putative, expressed	LOC_Os09g04110.2	 no descriptionhighly similar to ( 704)AT2G21390| Symbols:  | coatomer protein complex, subunit alpha, putative | chr2:9159508-9163657 FORWARDnot assigned COPI_C Coatomer_WDAD 	cell. vesicle transport	31_4

CUST_9737_PI399408534	2	-0.10477972	0.10477924	0.17180252	-0.54230165	0.9463067	-0.47854042	35_39742	"Cluster: OSJNBb0022F16.8 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBb0022F16.8 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XTD7	CHR2V7|COORD:8300871..8303357| S-locus lectin protein kinase family protein	AT2G19130.1	CHR04V5|COORD:33188294..33190738|protein S-locus-like receptor protein kinase, putative	LOC_Os04g56090.1	no descriptionweakly similar to ( 179)AT2G19130| Symbols:  | S-locus lectin protein kinase family protein | chr2:8300871-8303357 FORWARDmoderately similar to ( 226)KPRO_MAIZEPutative receptor protein kinase ZmPK1 precursor - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pkinase S_TKc TyrKc Pkinase_Tyr S_TKc PTKc PTKc_Csk_like PTKc_EphR_A2 PTKc_Itk PTKc_Src_like PTKc_EphR PTKc_EGFR_like SPS1 PTKc_Trk PTKc_Ror PTKc_Jak_rpt2 PTKc_Ack_like PTKc_Srm_Brk PTKc_Tec_like PTKc_EphR_B PTKc_Src PTKc_EphR_A PTKc_InsR_like PTKc_Lck_Blk PTKc_Ror1 PTKc_Frk_like PTKc_Syk_like PTK_CCK4 PTKc_Fyn_Yrk PTKc_Chk PTKc_Fes_like PTK_Jak1_rpt1 PTKc_Lyn PTKc_DDR PTKc_Abl PTKc_Yes PTKc_Btk_Bmx PTKc_Tec_Rlk PTKc_TrkA PTKc_DDR_like PTKc_c-ros PTKc_TrkC PTKc_Aatyk PTKc_Tyk2_rpt2	signalling.receptor kinases.DUF 26	30_2_17

CUST_26468_PI403524517	2	0.054681778	-0.006321907	-0.08393192	0.0063228607	-0.33606815	0.06196499	35_7666	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_55465_PI403524517	2	0.32042217	0.97288513	-0.96733475	0.14823341	-0.21189594	-0.14823341	35_15790	"Cluster: Os08g0119800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os08g0119800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J8C7	CHR1V7|COORD:25398092..25398661| PSBY (photosystem II BY)	AT1G67740.1	CHR08V5|COORD:1084678..1083391|protein photosystem II core complex proteins psbY, chloroplast precursor, putative, expressed	LOC_Os08g02630.1	 no descriptionvery weakly similar to (92.0)AT1G67740| Symbols: YCF32, PSBY | PSBY (photosystem II BY) | chr1:25398092-25398661 REVERSEvery weakly similar to (99.8)PSBY_SPIOLPhotosystem II core complex proteins psbY, chloroplast precursor - Spinacia oleracea (Spinach)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 TT_ORF1 PRK07003 PRK12678 	PS.lightreaction.photosystem II.PSII polypeptide subunits	1_1_1_2

CUST_77381_PI403524517	2	0.41774988	-0.95667934	-0.454144	0.8584032	0.5081377	-0.41774988	35_22177	"Cluster: Peptide transporter protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Peptide transporter protein-like - Oryza sativa (japonica cultivar-g"	UniRef90_Q9LI27	CHR1V7|COORD:23956933..23958039| glutaredoxin family protein	AT1G64500.1	CHR01V5|COORD:7514012..7515543|protein electron transporter/ thiol-disulfide exchange intermediate, putative, expressed	LOC_Os01g13480.1	no descriptionvery weakly similar to (85.1)AT1G64500| Symbols:  | glutaredoxin family protein | chr1:23956933-23958039 FORWARDnot assigned GRX_GRX_like	redox.glutaredoxins	21_4

CUST_116829_PI403524517	2	-0.0050678253	0.6334667	0.0050668716	-0.13907242	-0.06276989	0.075110435	35_33117	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_4342_PI403524517	2	-0.011799812	0.0117993355	0.07033539	0.3122859	-0.12906647	-0.11606932	35_1200	"Cluster: Mitochondrial processing peptidase alpha-chain; n=1; Dactylis glomerata|Rep: Mitochondrial processing peptidase alpha-chain - Dactylis glomerata (Orcha"	UniRef90_Q9FNU9	CHR1V7|COORD:19327361..19330440| mitochondrial processing peptidase alpha subunit, putative	AT1G51980.1	CHR01V5|COORD:4888318..4893678|protein mitochondrial-processing peptidase alpha subunit, mitochondrial precursor, putative, expressed	LOC_Os01g09560.1	 no descriptionmoderately similar to ( 465)AT1G51980| Symbols:  | mitochondrial processing peptidase alpha subunit, putative | chr1:19327598-19330440 REVERSEmoderately similar to ( 492)MPPA_SOLTUMitochondrial-processing peptidase subunit alpha, mitochondrial precursor - Solanum tuberosum (Potato)not assigned not assigned not assigned PqqL Peptidase_M16 Peptidase_M16_C 	protein.targeting.mitochondria	29_3_2

CUST_44688_PI403524517	2	0.07381821	-0.15267181	-0.058716774	0.058716774	-0.10315037	0.12443066	35_12817	"Cluster: RING-H2 finger protein RHG1a-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: RING-H2 finger protein RHG1a-like - Oryza sativa (japonica cultivar"	UniRef90_Q5N7R4	CHR5V7|COORD:22830994..22833388| carbonic anhydrase family protein	AT5G56330.1	CHR05V5|COORD:27234142..27237281|protein protein binding protein, putative, expressed	LOC_Os05g47670.1	no descriptionnot assigned PRK12323 PRK07764 PRK07003 HpaP	not assigned.unknown	35_2

CUST_144385_PI403524517	2	-0.08028507	0.066988945	0.11659527	-0.03491211	-0.11166382	0.034913063	35_40438	"Cluster: Hypothetical protein NCU03125.1; n=1; Neurospora crassa|Rep: Hypothetical protein NCU03125.1 - Neurospora crassa"	UniRef90_Q7SFX0		0	0	0	no descriptionHet-C	not assigned.unknown	35_2

CUST_171660_PI403524517	2	0.08640623	0.8953757	-0.043645382	0.043645382	-0.5155401	-0.1785903	35_47831	"Cluster: Os01g0121200 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0121200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JR40	CHR2V7|COORD:142609..143808| zinc finger (C3HC4-type RING finger) family protein	AT2G01275.1	CHR01V5|COORD:1187815..1183469|protein protein binding protein, putative, expressed	LOC_Os01g03100.1	no descriptionweakly similar to ( 164)AT2G01275| Symbols:  | protein binding / zinc ion binding | chr2:142609-143808 REVERSEnot assigned not assigned RINGv SSM4 zf-C3HC4	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_88393_PI403524517	2	-0.1980114	0.51755047	0.49087858	-0.019887447	-0.32158232	0.019887924	35_25303	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_60943_PI403524517	2	-0.10822487	-0.16030264	0.21303082	0.13499212	0.10822439	-0.20746946	35_17382	"Cluster: Putative cinnamyl alcohol dehydrogenase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative cinnamyl alcohol dehydrogenase - Oryza sativa (japon"	UniRef90_Q5QM39	CHR5V7|COORD:6556495..6558125| cinnamyl-alcohol dehydrogenase, putative (CAD)	AT5G19440.1	CHR01V5|COORD:19336555..19341032|protein dihydroflavonol-4-reductase, putative, expressed	LOC_Os01g34480.1	 no descriptionmoderately similar to ( 451)AT5G19440| Symbols:  | cinnamyl-alcohol dehydrogenase, putative (CAD) | chr5:6556495-6558125 FORWARDmoderately similar to ( 215)DFRA_DIACADihydroflavonol-4-reductase - Dianthus caryophyllus (Carnation) (Clove pink)not assigned not assigned not assigned not assigned WcaG Epimerase 3Beta_HSD GalE Gmd NAD_binding_4 	misc.alcohol dehydrogenases	26_11

CUST_116007_PI403524517	2	0.017656803	-0.4357462	-0.14067888	0.22511101	0.103428364	-0.017656326	35_32896	"Cluster: Putative RNA-binding protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative RNA-binding protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ESU4	"CHR1V7|COORD:11875154..11877168| CID11; RNA binding / protein binding"	AT1G32790.1	CHR06V5|COORD:20372812..20380427|protein CID11, putative, expressed	LOC_Os06g35030.1	"no descriptionweakly similar to ( 108)AT1G32790| Symbols: CID11 | CID11; RNA binding | chr1:11875008-11877168 REVERSEnot assigned TrxB PRK10262 AhpF"	RNA.RNA binding	27_4

CUST_137415_PI403524517	2	0.42216587	-0.6679349	-0.15506458	0.08565807	0.008710861	-0.008710861	35_38537	"Cluster: CDC45-like protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: CDC45-like protein, expressed - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QYC3	CHR3V7|COORD:9144299..9146089| CDC45 (CELL DIVISION CYCLE 45)	AT3G25100.1	CHR12V5|COORD:1188043..1190517|protein CDC45-related protein, putative, expressed	LOC_Os12g03130.1	no descriptionmoderately similar to ( 318)AT3G25100| Symbols: CDC45 | CDC45 (CELL DIVISION CYCLE 45) | chr3:9144299-9146089 FORWARDnot assigned not assigned CDC45	cell.division	31_2

CUST_176226_PI403524517	2	-0.16893816	0.100389004	0.47562122	0.21098518	-0.10038948	-0.19208908	35_49043	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_25905_PI403524517	2	-0.021511078	0.46801376	-0.1353035	0.009149551	0.15729809	-0.009150505	35_7509	"Cluster: Putative ETTIN protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ETTIN protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5JMM1	"CHR1V7|COORD:6628386..6632770| ARF19 (AUXIN RESPONSE FACTOR 11); transcription factor"	AT1G19220.1	CHR01V5|COORD:31950053..31944015|protein auxin response factor 4, putative, expressed	LOC_Os01g54990.1	no description	not assigned.unknown	35_2

CUST_77202_PI403524517	2	-1.1833735	0.14341545	1.0596962	0.031076431	-0.031077385	-0.17344666	35_22129	"Cluster: Hypothetical protein OSJNBa0050H14.23; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0050H14.23 - Oryza sativa (japonica"	UniRef90_Q8GRS2	"CHR1V7|COORD:28152580..28153919| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G19180.1); similar to PnFL-2 [Ipomoea nil] (GB:AAG49896.1);"	AT1G74950.1	CHR03V5|COORD:4215841..4217214|protein pnFL-2, putative, expressed	LOC_Os03g08320.1	"no descriptionvery weakly similar to (72.8)AT1G74950| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G19180.1); similar to PnFL-2 [Ipomoea nil] (GB:AAG49896.1); contains InterPro domain ZIM; (InterPro:IPR010399) | chr1:28152580-28153919 REVERSEtify PRK12323 CCT_2"	not assigned.unknown	35_2

CUST_12676_PI399408534	2	-0.14792442	0.45397568	0.10876274	-0.057545185	0.057545662	-0.32589006	35_47212	"Cluster: Phosphatidylinositol-4-phosphate 5-Kinase family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Phosphatidylinositol-4-phosphate"	UniRef90_Q2QVA9	CHR4V7|COORD:16029508..16037282| 1-phosphatidylinositol-4-phosphate 5-kinase/ zinc ion binding	AT4G33240.1	CHR12V5|COORD:7518145..7532500|protein phosphatidylinositol-4-phosphate 5-Kinase family protein, expressed	LOC_Os12g13440.2	" no descriptionweakly similar to ( 144)AT4G33240| Symbols:  | similar to phosphatidylinositol-4-phosphate 5-kinase family protein [Arabidopsis thaliana] (TAIR:AT3G14270.1); similar to phosphatidylinositol-4-phosphate 5-kinase family protein [Arabidopsis thaliana] (TAIR:AT1G34260.1); similar to phosphatidylinositol-4-phosphate 5-kinase family protein [Arabidopsis thaliana] (TAIR:AT1G71010.1); similar to putative phosphatidylinositol 3,5-kinase [Oryza sativa (japonica cultivar-group)] (GB:AAP12926.1); similar to 1-phosphatidylinositol-3-phosphate 5-kinase-like [Oryza sativa (japonica cultivar-group)] (GB:BAD08735.1); similar to Chaperonin Cpn60/TCP-1; Phosphatidylinositol-4-phosphate 5-kinase; Zinc finger, FYVE/PHD-type [Medicago truncatula] (GB:ABE86459.1); contains InterPro domain Zinc finger, FYVE/PHD-type; (InterPro:IPR011011); contains InterPro domain Chaperonin Cpn60/TCP-1; (InterPro:IPR002423); contains InterPro domain Phosphatidylinositol-4-phosphate 5-kinase; (InterPro:IPR002498); contains InterPro domain Zinc finger, FYVE-type; (InterPro:IPR000306) | chr4:16029508-16037282 REVERSEnot assigned not assigned PIPKc PIPKc MSS4 PIP5K "	signalling.phosphinositides.phosphatidylinositol-4-phosphate 5-kinase	30_4_1

CUST_47208_PI403524517	2	0.11857128	0.15023041	0.022966385	-0.022966385	-0.12036228	-0.046862602	35_13516	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_153791_PI403524517	2	0.3283167	-0.11861801	0.03178358	-0.031784058	0.12604237	-0.20285702	35_42981	"Cluster: Predicted protein; n=1; Phaeosphaeria nodorum SN15|Rep: Predicted protein - Phaeosphaeria nodorum SN15"	UniRef90_Q0UPN2	CHR5V7|COORD:21887259..21888454| plastocyanin-like domain-containing protein	AT5G53870.1	CHR08V5|COORD:3223078..3217882|protein DNA-directed RNA polymerase II largest subunit, putative, expressed	LOC_Os08g05940.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_29279_PI403524517	2	0.14678001	0.25753498	-0.12163162	-0.6410141	-0.88110447	0.12163162	35_8460	"Cluster: Putative RNA binding motif protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative RNA binding motif protein - Oryza sativa (japonica cultiv"	UniRef90_Q6ATR0	CHR1V7|COORD:19106740..19108421| RNA-binding protein, putative	AT1G51510.1	CHR03V5|COORD:33833743..33838582|protein RNA-binding protein 8A, putative, expressed	LOC_Os03g59550.1	 no descriptionweakly similar to ( 134)AT1G51510| Symbols:  | RNA-binding protein, putative | chr1:19106740-19108421 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned COG0724 RRM RRM_1 	RNA.RNA binding	27_4

CUST_104554_PI403524517	2	-0.017971039	0.18757153	0.04187584	0.00822258	-0.058421135	-0.008223534	35_29796	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_17282_PI403524517	2	-0.0025281906	0.11666107	-0.07506561	0.0025281906	-0.18009567	0.09981632	35_4993	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_3874_PI404877155	2	-0.120333195	-0.22178078	0.1473074	0.13208961	0.08765173	-0.08765173	Contig14488_at	early-responsive to dehydration protein-related / ERD protein-related [Arabidopsis thaliana]	NP_186759.2	early-responsive to dehydration protein-related / ERD protein-related	At3g01100.1	protein At3g01100	Os12g39320	"ATHYP1;HYPOTHETICAL PROTEIN 1;early-responsive to dehydration protein-related / ERD protein-related, low similarity to ERD4 protein (early-responsive to dehydration stress) (Arabidopsis thaliana) GI:15375406; contains Pfam profile PF02714: Domain of unkno"	stress.abiotic.drought/salt	20_2_3

CUST_89235_PI403524517	2	0.015596867	-0.04902792	0.037195206	-0.015597343	0.15578651	-0.54704905	35_25527	"Cluster: Secondary cell wall-related glycosyltransferase family 47, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Secondary cell wall-re"	UniRef90_Q10M35	"CHR3V7|COORD:884305..886173| EDA5 (embryo sac development arrest 5); catalytic"	AT3G03650.1	CHR03V5|COORD:11784022..11786638|protein secondary cell wall-related glycosyltransferase family 47, putative, expressed	LOC_Os03g20850.1	"no descriptionvery weakly similar to (76.6)AT3G03650| Symbols: EDA5 | EDA5 (embryo sac development arrest 5); catalytic | chr3:884305-886173 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12678 Atrophin-1 Drf_FH1"	misc.UDP glucosyl and glucoronyl transferases	26_2

CUST_136955_PI403524517	2	-0.0084991455	0.3843069	0.008500099	-0.19486809	-0.25226402	0.08702564	35_38406	"Cluster: Tropomyosin, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Tropomyosin, putative, expressed - Oryza sativa (japonica cultivar-g"	UniRef90_Q10PC5	"CHR1V7|COORD:5075445..5077727| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G63500.2); similar to Potyvirus VPg interacting protein [Nicotiana ben"	AT1G14740.1	CHR03V5|COORD:7326634..7330837|protein CONSTANS interacting protein 6, putative, expressed	LOC_Os03g13590.1	"no descriptionweakly similar to ( 144)AT1G14740| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G63500.2); similar to Potyvirus VPg interacting protein [Nicotiana benthamiana] (GB:AAP22954.1); similar to Os03g0239200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001049504.1); similar to Os03g0218300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001049395.1); contains InterPro domain Arabidopsis thaliana 130.7kDa hypothetical protein; (InterPro:IPR004082) | chr1:5075445-5077727 REVERSEDUF1423"	not assigned.unknown	35_2

CUST_29151_PI399408534	2	0.54704285	0.18525982	0.045944214	-0.18477917	-0.045945168	-0.13049603	35_19471	Rep: Rough sheath 2 - Zea mays (Maize)	UniRef90_Q9S7B2	"CHR2V7|COORD:15788876..15789979| AS1 (ASYMMETRIC LEAVES 1); DNA binding / transcription factor"	AT2G37630.1	CHR12V5|COORD:23527011..23521388|protein protein ASYMMETRIC LEAVES1, putative, expressed	LOC_Os12g38400.2	" no descriptionmoderately similar to ( 224)AT2G37630| Symbols: AtPHAN, AS1, AtMYB91, MYB91 | AS1 (ASYMMETRIC LEAVES 1); DNA binding / transcription factor | chr2:15788876-15789979 REVERSEvery weakly similar to (97.8)GAM1_ORYSAnot assigned not assigned not assigned REB1 SANT Myb_DNA-binding SANT "	RNA.regulation of transcription.MYB domain transcription factor family	27_3_25

CUST_33793_PI403524517	2	0.1338172	2.8609705	0.24513435	-0.1338172	-0.15211058	-0.28324032	35_9740	Rep: H0525C06.1 protein - Oryza sativa (Rice)	UniRef90_Q01K83	CHR3V7|COORD:7464138..7465027| GLTP3 (GLYCOLIPID TRANSFER PROTEIN 3)	AT3G21260.2	CHR04V5|COORD:21628796..21624775|protein expressed protein	LOC_Os04g35790.1	no descriptionweakly similar to ( 132)AT3G21260| Symbols: GLTP3 | GLTP3 (GLYCOLIPID TRANSFER PROTEIN 3) | chr3:7464138-7465027 REVERSEnot assigned not assigned GLTP	not assigned.no ontology	35_1

CUST_85175_PI403524517	2	-0.31463718	-1.0816541	0.8771796	0.25918722	1.0934591	-0.25918722	35_24403	0	0	0	0	CHR01V5|COORD:40163488..40164101|protein protease inhibitor/seed storage/LTP family protein, expressed	LOC_Os01g68580.1	no description	not assigned.unknown	35_2

CUST_142852_PI403524517	2	0.0018253326	0.36617374	-0.0018253326	-0.29102516	-0.099998474	0.058333397	35_40032	0	0		0	CHR02V5|COORD:24512358..24521364|protein ROCK-N-ROLLERS, putative, expressed	LOC_Os02g40450.1	no description	not assigned.unknown	35_2

CUST_30977_PI399408534	2	0.12456226	0.16868782	-0.12456226	-0.2982769	-0.57174873	0.2774706	35_5494	"Cluster: Os02g0776400 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0776400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DX39	CHR1V7|COORD:20221248..20222373| CCAAT-binding transcription factor (CBF-B/NF-YA) family protein	AT1G54160.1	CHR02V5|COORD:32792476..32788356|protein nuclear transcription factor Y subunit A-3, putative, expressed	LOC_Os02g53620.1	no descriptionweakly similar to ( 125)AT1G54160| Symbols:  | CCAAT-binding transcription factor (CBF-B/NF-YA) family protein | chr1:20221248-20222373 REVERSEnot assigned CBF CBFB_NFYA HAP2	RNA.regulation of transcription.CCAAT box binding factor family, HAP2	27_3_14

CUST_59293_PI403524517	2	0.14886093	-0.113752365	-0.012264252	0.012263298	-0.02316475	0.06832886	35_16909	"Cluster: Os05g0373700 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os05g0373700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DIP0	CHR3V7|COORD:3942351..3943602| nascent polypeptide associated complex alpha chain protein, putative / alpha-NAC, putative	AT3G12390.1	CHR01V5|COORD:41541160..41543918|protein nascent polypeptide-associated complex alpha subunit-like protein 3, putative, expressed	LOC_Os01g71230.2	 no descriptionweakly similar to ( 191)AT3G12390| Symbols:  | nascent polypeptide associated complex alpha chain protein, putative / alpha-NAC, putative | chr3:3942351-3943602 FORWARDnot assigned EGD2 NAC nac 	protein.synthesis.elongation	29_2_4

CUST_12989_PI404877155	2	0.20364094	-0.32521915	-0.011721611	0.011721611	-0.04286003	0.06984329	Contig6723_at	Putative NADPH-dependent oxidoreductase [Oryza sativa (japonica cultivar-group)]	AAO06971.1	expressed protein	At4g12340.1	protein expressed protein	Os05g01300	Toc34-1 protein	signalling.G-proteins	30_5

CUST_79127_PI403524517	2	0.37620258	-0.121087074	0.20463037	-0.030427456	-0.12555456	0.030426979	35_22697	"Cluster: OSJNBa0088A01.23 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0088A01.23 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XUC5	CHR5V7|COORD:2086404..2088246| protein phosphatase 2C family protein / PP2C family protein	AT5G06750.1	CHR04V5|COORD:29298855..29295958|protein catalytic/ protein phosphatase type 2C, putative, expressed	LOC_Os04g49490.1	no descriptionmoderately similar to ( 427)AT5G06750| Symbols:  | protein phosphatase 2C family protein / PP2C family protein | chr5:2086404-2088246 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned PP2Cc PP2Cc PP2C PTC1 TT_ORF1	protein.postranslational modification	29_4

CUST_8872_PI404877155	2	-0.004029274	0.29606152	0.06495285	-0.18487835	-0.23454666	0.0040302277	Contig26498_at	S-locus receptor-like kinase RLK14 [Oryza sativa]	AAM90694.1	receptor-like protein kinase 4, putative (RLK4)	At4g23180.1	protein S-locus receptor-like kinase RLK14	Os09g37840	"receptor-like protein kinase 4, putative (RLK4), nearly identical to receptor-like protein kinase 4 (Arabidopsis thaliana) GI:13506745; contains Pfam domain, PF00069: Protein kinase domain; identical to cDNA receptor-like protein kinase 4 (RLK4) GI:135067"	signalling.receptor kinases.DUF 26	30_2_17

CUST_78545_PI403524517	2	0.1674242	-0.2787466	0.0017900467	-0.028112411	0.20004654	-0.0017900467	35_22520	"Cluster: Hypothetical protein OJ1349_D05.121; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1349_D05.121 - Oryza sativa (japonica cult"	UniRef90_Q7EYH2	CHR4V7|COORD:17888662..17891927| binding	AT4G38110.1	CHR08V5|COORD:3032121..3024938|protein HEAT repeat family protein, expressed	LOC_Os08g05670.1	no descriptionmoderately similar to ( 229)AT4G38110| Symbols:  | binding | chr4:17888662-17891927 REVERSEnot assigned	not assigned.unknown	35_2

CUST_112478_PI403524517	2	0.28260374	-0.38475752	0.055779934	-0.055779934	0.13323641	-0.09164572	35_31930	"Cluster: Putative vacuole membrane protein 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative vacuole membrane protein 1 - Oryza sativa (japonica cult"	UniRef90_Q5ZCF3	"CHR4V7|COORD:8545513..8547718| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G05360.1); similar to conserved hypothetical protein [Medicago"	AT4G14950.1	CHR01V5|COORD:33283757..33290140|protein transmembrane protein 49, putative, expressed	LOC_Os01g57066.1	"no descriptionvery weakly similar to (59.7)AT4G14950| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G05360.1); similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE91712.1); contains domain VACUOLE MEMBRANE PROTEIN 1 (PTHR10281:SF1); contains domain MEMBRANE ASSOCIATED PROGESTERONE RECEPTOR-RELATED (PTHR10281) | chr4:8545513-8547718 FORWARD"	not assigned.unknown	35_2

CUST_62769_PI403524517	2	0.0033912659	0.124022484	-0.13986874	-0.0033922195	-0.30102444	0.02639103	35_17898	Rep: P-type ATPase - Hordeum vulgare (Barley)	UniRef90_Q94IM6	CHR1V7|COORD:2370302..2373335| calcium-transporting ATPase 4, endoplasmic reticulum-type (ECA4)	AT1G07670.1	CHR03V5|COORD:9621144..9613932|protein calcium-transporting ATPase 2, endoplasmic reticulum-type, putative, expressed	LOC_Os03g17310.1	 no descriptionhighly similar to ( 981)AT1G07670| Symbols:  | calcium-transporting ATPase 4, endoplasmic reticulum-type (ECA4) | chr1:2370302-2373335 REVERSEmoderately similar to ( 221)ACA6_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned MgtA PRK10517 Cation_ATPase_C ZntA KdpB zntA PRK01122 PRK10671 Hydrolase COG4087 	transport.calcium	34_21

CUST_177258_PI403524517	2	-0.17847681	0.15698528	0.35552692	0.54337025	-0.29124022	-0.15698528	35_49310	"Cluster: Cyclopropane fatty acid synthase, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Cyclopropane fatty acid synthase, putative, exp"	UniRef90_Q2QUD2	CHR3V7|COORD:8428078..8433166| cyclopropane fatty acid synthase, putative / CPA-FA synthase, putative	AT3G23510.1	CHR12V5|COORD:9529283..9538466|protein cyclopropane fatty acid synthase, putative, expressed	LOC_Os12g16650.2	 no descriptionvery weakly similar to (92.8)AT3G23510| Symbols:  | cyclopropane fatty acid synthase, putative / CPA-FA synthase, putative | chr3:8428078-8433166 FORWARDCMAS PRK11705 Cfa 	lipid metabolism.Phospholipid synthesis.cyclopropane-fatty-acyl-phospholipid synthase	11_3_7

CUST_38675_PI403524517	2	0.15809631	0.4806509	0.12718964	-0.13887596	-0.22474623	-0.12718964	35_11130	"Cluster: Os09g0505100 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0505100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J0M6	"CHR1V7|COORD:1369305..1372289| UBP2 (UBIQUITIN-SPECIFIC PROTEASE 2); ubiquitin-specific protease"	AT1G04860.1	CHR09V5|COORD:19527377..19521702|protein ubiquitin carboxyl-terminal hydrolase family protein, expressed	LOC_Os09g32740.1	"no descriptionvery weakly similar to (59.3)AT1G04860| Symbols: UBP2 | UBP2 (UBIQUITIN-SPECIFIC PROTEASE 2); ubiquitin-specific protease | chr1:1369305-1372289 REVERSE"	protein.degradation.ubiquitin.ubiquitin protease	29_5_11_5

CUST_142285_PI403524517	2	0.2103939	-0.038030624	0.011534691	-0.011534691	-0.29098892	0.13279915	35_39881	"Cluster: Os02g0265700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os02g0265700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E274		0	CHR02V5|COORD:9486435..9494273|protein expressed protein	LOC_Os02g16600.1	no description	not assigned.unknown	35_2

CUST_183246_PI403524517	2	-0.32316494	-0.05048275	0.3089075	0.054994583	-0.2900238	0.050483704	35_50931	"Cluster: Nonspecific lipid-transfer protein 3 precursor; n=1; Hordeum vulgare|Rep: Nonspecific lipid-transfer protein 3 precursor - Hordeum vulgare (Barley)"	UniRef90_Q43766	"CHR5V7|COORD:23946277..23946718| LTP3 (LIPID TRANSFER PROTEIN 3); lipid binding"	AT5G59320.1	CHR11V5|COORD:13168259..13169383|protein nonspecific lipid-transfer protein 1 precursor, putative, expressed	LOC_Os11g24070.1	"no descriptionweakly similar to ( 112)AT5G59320| Symbols: LTP3 | LTP3 (LIPID TRANSFER PROTEIN 3); lipid binding | chr5:23946277-23946718 FORWARDweakly similar to ( 191)NLTP3_HORVUNon-specific lipid-transfer protein 3 precursor - Hordeum vulgare (Barley)nsLTP1 Tryp_alpha_amyl AAI_LTSS"	lipid metabolism.lipid transfer proteins etc	11_6

CUST_8147_PI403524517	2	-0.23307419	0.49066162	0.067028046	-0.0287714	-0.42021942	0.028772354	35_2273	"Cluster: Os02g0150300 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0150300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E3X3	CHR5V7|COORD:7340287..7341660| pyridine nucleotide-disulphide oxidoreductase family protein	AT5G22140.1	CHR02V5|COORD:2776405..2779384|protein disulfide oxidoreductase/ electron carrier/ oxidoreductase, putative, expressed	LOC_Os02g05680.1	no descriptionmoderately similar to ( 436)AT5G22140| Symbols:  | pyridine nucleotide-disulphide oxidoreductase family protein | chr5:7340287-7341660 REVERSEnot assigned not assigned not assigned not assigned Ndh Pyr_redox_2 HcaD Lpd Pyr_redox PRK06292 PRK04965 TrxB PRK05249 PRK07846 PRK06116 PRK06327 PRK05976	not assigned.no ontology	35_1

CUST_125010_PI403524517	2	0.4936142	0.3321271	-0.034485817	-0.18585205	-0.10943794	0.034485817	35_35222	"Cluster: Os05g0465800 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os05g0465800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DHH6	CHR4V7|COORD:12878940..12883609| respiratory burst oxidase, putative / NADPH oxidase, putative	AT4G25090.1	CHR05V5|COORD:22776967..22782001|protein ATRBOH F F, putative, expressed	LOC_Os05g38980.1	 no descriptionvery weakly similar to (95.9)AT4G25090| Symbols:  | respiratory burst oxidase, putative / NADPH oxidase, putative | chr4:12878940-12883609 REVERSEnot assigned 	stress.biotic.respiratory burst	20_1_1

CUST_63481_PI403524517	2	0.077581406	0.05596161	-0.06363106	0.0074396133	-0.102306366	-0.0074386597	35_18125	"Cluster: Os05g0301600 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0301600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DJC4	CHR5V7|COORD:21220044..21221945| phosphatase inhibitor/ protein phosphatase inhibitor	AT5G52200.1	CHR05V5|COORD:13458257..13462992|protein protein phosphatase inhibitor 2 containing protein, expressed	LOC_Os05g23610.1	no descriptionweakly similar to ( 122)AT5G52200| Symbols:  | phosphatase inhibitor/ protein phosphatase inhibitor | chr5:21220044-21221945 REVERSE	not assigned.unknown	35_2

CUST_62442_PI403524517	2	0.01765728	0.38150978	0.027456284	-0.1524353	-0.12874126	-0.017658234	35_17807	"Cluster: Peptide transporter; n=1; Oryza sativa (japonica cultivar-group)|Rep: Peptide transporter - Oryza sativa (japonica cultivar-group)"	UniRef90_Q93VE2	"CHR2V7|COORD:487541..489706| ATPTR2-B (NITRATE TRANSPORTER 1); transporter"	AT2G02040.1	CHR03V5|COORD:29140934..29135580|protein peptide transporter PTR2, putative, expressed	LOC_Os03g51050.1	" no descriptionhighly similar to ( 824)AT2G02040| Symbols: PTR2-B, NTR1, ATPTR2-B | ATPTR2-B (NITRATE TRANSPORTER 1); transporter | chr2:487541-489706 FORWARDnot assigned PTR2 PTR2 tppB PRK10207 MFS_1 "	transport.peptides and oligopeptides	34_13

CUST_39613_PI403524517	2	-0.32008553	-0.17939186	0.17939186	0.19761562	-0.7290268	0.5061817	35_11391	"Cluster: Putative ACT domain-containing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ACT domain-containing protein - Oryza sativa (japonic"	UniRef90_Q6ZJ53	CHR1V7|COORD:4226671..4228915| ACR8 (ACT Domain Repeat 8)	AT1G12420.1	CHR08V5|COORD:1010649..1008469|protein ACR8, putative	LOC_Os08g02500.1	no descriptionvery weakly similar to (71.6)AT1G12420| Symbols: ACR8 | ACR8 (ACT Domain Repeat 8) | chr1:4226671-4228915 REVERSE	protein.synthesis.elongation	29_2_4

CUST_138992_PI403524517	2	-0.19476986	-1.1264753	0.19476986	0.21065617	0.7391553	-0.5208044	35_38986	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_76986_PI403524517	2	0.090231895	0.43694115	0.16451454	-0.32832718	-0.090231895	-0.0916214	35_22067	"Cluster: COP1-interacting protein 7 (CIP7)-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: COP1-interacting protein 7 (CIP7)-like - Oryza sativa"	UniRef90_Q8GRM2	CHR1V7|COORD:5947434..5951210| COP1-interacting protein-related	AT1G17360.1	CHR07V5|COORD:25380003..25387852|protein expressed protein	LOC_Os07g42410.1	no description	not assigned.unknown	35_2

CUST_118_PI404877155	2	0.13157558	0.008142471	-0.008142471	-0.1818409	0.036390305	-0.012479782	bags16h04_at	10A19I.3 [Oryza sativa (japonica cultivar-group)]	AAD39600.1	integral membrane protein, putative / sugar transporter family protein	At1g19450.1	protein Sugar transporter	Os05g50280	"integral membrane protein, putative, strong similarity to integral membrane protein GI:1209756 from (Beta vulgaris); contains Pfam profile PF00083: major facilitator superfamily protein"	transporter.sugars	34_2

CUST_67284_PI403524517	2	-0.16631794	-3.0434217	0.52033424	0.1663189	0.34493923	-1.1329045	35_19213	"Cluster: OSIGBa0113E10.3 protein; n=3; BEP clade|Rep: OSIGBa0113E10.3 protein - Oryza sativa (Rice)"	UniRef90_Q00RQ3	CHR3V7|COORD:5471800..5473039| L-asparaginase, putative / L-asparagine amidohydrolase, putative	AT3G16150.1	CHR04V5|COORD:32942472..32945722|protein transposon protein, putative, unclassified, expressed	LOC_Os04g55710.1	 no descriptionmoderately similar to ( 389)AT3G16150| Symbols:  | L-asparaginase, putative / L-asparagine amidohydrolase, putative | chr3:5471800-5473039 FORWARDmoderately similar to ( 271)ASPG_LUPLUL-asparaginase precursor - Lupinus luteus (European yellow lupin)not assigned not assigned not assigned not assigned not assigned Asparaginase_2 COG1446 ASRGL1_like Asparaginase_2 PRK10226 Ntn_Asparaginase_2_like Glycosylasparaginase Taspase1_like Asparaginase_2_like Gag_spuma PRK07003 PRK12678 PRK07764 TT_ORF1 PRK12323 	amino acid metabolism.degradation.aspartate family.asparagine.L-asparaginase	13_2_3_1_1

CUST_24361_PI403524517	2	0.10212135	-0.59332085	-0.14934444	0.03314972	0.0289402	-0.0289402	35_7069	"Cluster: CBS domain containing protein, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: CBS domain containing protein, expressed - Oryza sativa (jap"	UniRef90_Q10HC5	0	0	CHR03V5|COORD:21984229..21970778|protein expressed protein	LOC_Os03g39640.1	no description	not assigned.unknown	35_2

CUST_154879_PI403524517	2	0.16098213	0.008811951	-0.009109974	0.1093626	-0.008811474	-0.021894455	35_43270	"Cluster: Hypothetical protein OJ1458_B07.110; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1458_B07.110 - Oryza sativa (japonica cult"	UniRef90_Q7XIP5		0	CHR07V5|COORD:26843026..26848635|protein cytochrome P450 family protein, expressed	LOC_Os07g45000.1	no description	not assigned.unknown	35_2

CUST_178575_PI403524517	2	0.32352066	0.04577923	-0.064967155	-0.04577923	-0.11618996	0.07038021	35_49665	"Cluster: OSJNBa0040D17.2 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0040D17.2 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7X917	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	CHR04V5|COORD:6368961..6364645|protein F-box protein interaction domain containing protein, expressed	LOC_Os04g11660.2	no description	not assigned.unknown	35_2

CUST_48616_PI403524517	2	-0.048423767	0.060539246	0.017835617	-0.025138855	0.016674042	-0.016672134	35_13884	"Cluster: 60S ribosomal protein L30; n=1; Triticum aestivum|Rep: 60S ribosomal protein L30 - Triticum aestivum (Wheat)"	UniRef90_Q5I7K9	CHR3V7|COORD:6453443..6453876| 60S ribosomal protein L30 (RPL30C)	AT3G18740.1	CHR05V5|COORD:23994851..23996766|protein 60S ribosomal protein L30, putative, expressed	LOC_Os05g41110.1	no descriptionweakly similar to ( 174)AT3G18740| Symbols:  | 60S ribosomal protein L30 (RPL30C) | chr3:6453443-6453876 FORWARDmoderately similar to ( 211)RL30_WHEAT60S ribosomal protein L30 - Triticum aestivum (Wheat)not assigned RPL30 Ribosomal_L7Ae PRK01018	protein.synthesis.misc ribososomal protein	29_2_2

CUST_169045_PI403524517	2	0.28627777	-0.0033154488	0.044201374	-0.27487183	-0.46784782	0.0033154488	35_47077	"Cluster: Hypothetical protein T5M16.19; n=2; Arabidopsis thaliana|Rep: Hypothetical protein T5M16.19 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9CAP7	CHR1V7|COORD:29157784..29167856| binding	AT1G77600.1	CHR01V5|COORD:38008557..37993557|protein HEAT repeat family protein, expressed	LOC_Os01g64900.1	no descriptionweakly similar to ( 192)AT1G77600| Symbols:  | binding | chr1:29157784-29167856 REVERSEnot assigned	not assigned.no ontology	35_1

CUST_75440_PI403524517	2	-0.41356277	0.6891146	-0.12808418	0.3396988	0.12808418	-0.15304232	35_21623	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_87804_PI403524517	2	0.03182268	0.30206203	-0.03182316	-0.2793255	0.06532192	-0.22068405	35_25136	"Cluster: Formin-binding protein-related-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Formin-binding protein-related-like - Oryza sativa (japonica"	UniRef90_Q69Y13	CHR1V7|COORD:18358665..18360077| formin-binding protein-related	AT1G49590.1	CHR06V5|COORD:5860127..5856236|protein nucleic acid binding protein, putative, expressed	LOC_Os06g11170.1	no descriptionvery weakly similar to (97.4)AT1G49590| Symbols:  | formin-binding protein-related | chr1:18358665-18360077 FORWARDnot assigned	not assigned.no ontology.formin homology 2 domain-containing protein	35_1_20

CUST_96290_PI403524517	2	-0.015328407	0.20541	-0.050953865	-0.033426285	0.17402649	0.015328407	35_27506	"Cluster: Three-deoxy-D-manno-octulosonic-acid transferase, N-terminal; n=2; Medicago truncatula|Rep: Three-deoxy-D-manno-octulosonic-acid transferase,"	UniRef90_Q1S8P3	CHR5V7|COORD:995190..997621| 3-deoxy-D-manno-octulosonic acid transferase-related	AT5G03770.1	CHR01V5|COORD:37370083..37366405|protein 3-deoxy-D-manno-octulosonic-acid transferase, putative, expressed	LOC_Os01g63840.2	no descriptionweakly similar to ( 164)AT5G03770| Symbols:  | 3-deoxy-D-manno-octulosonic acid transferase-related | chr5:995190-997621 FORWARDPRK05749 KdtA	minor CHO metabolism.others	3_5

CUST_61649_PI403524517	2	-0.07989693	-0.75132084	0.111471176	0.115403175	0.07989693	-0.13532257	35_17593	"Cluster: Putative coclaurine N-methyltransferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative coclaurine N-methyltransferase - Oryza sativa (japon"	UniRef90_Q5Z7K6	CHR4V7|COORD:15972500..15974534| coclaurine N-methyltransferase, putative	AT4G33110.1	CHR06V5|COORD:22265803..22270152|protein cyclopropane-fatty-acyl-phospholipid synthase, putative, expressed	LOC_Os06g37610.1	 no descriptionmoderately similar to ( 270)AT4G33110| Symbols:  | coclaurine N-methyltransferase, putative | chr4:15972500-15974534 REVERSECfa PRK11705 	lipid metabolism.Phospholipid synthesis.(S)-coclaurine-N-methyltransferase	11_3_10

CUST_42375_PI403524517	2	0.07300949	0.026751518	0.19081783	-0.026751518	-0.112127304	-0.06777859	35_12177	"Cluster: Major Facilitator Superfamily protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Major Facilitator Superfamily protein, expressed - O"	UniRef90_Q2QWW7	CHR5V7|COORD:17892374..17893672| transporter-related	AT5G44370.1	CHR12V5|COORD:4043466..4046391|protein inorganic phosphate cotransporter, putative, expressed	LOC_Os12g07970.3	no descriptionmoderately similar to ( 297)AT5G44370| Symbols:  | transporter-related | chr5:17892374-17893672 REVERSEnot assigned MFS_1	not assigned.no ontology	35_1

CUST_84914_PI403524517	2	0.09205198	-0.8793397	-0.23234034	0.46952486	0.17119312	-0.09205198	35_24329	"Cluster: NB-ARC domain, putative; n=1; Oryza sativa (japonica cultivar-group)|Rep: NB-ARC domain, putative - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53LS4	CHR1V7|COORD:19907567..19910580| disease resistance protein (CC-NBS-LRR class), putative	AT1G53350.1	CHR11V5|COORD:9086375..9090676|protein MLA10, putative, expressed	LOC_Os11g16470.3	 no descriptionvery weakly similar to (80.5)AT1G53350| Symbols:  | disease resistance protein (CC-NBS-LRR class), putative | chr1:19907567-19910580 FORWARDnot assigned 	stress.biotic	20_1

CUST_16510_PI403524517	2	-0.013267517	-0.17015648	-0.04518509	0.03602791	0.0767231	0.013267517	35_4768	"Cluster: Hypothetical protein OSJNBa0089K24.5; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0089K24.5 - Oryza sativa (japonica cu"	UniRef90_Q94E63	CHR1V7|COORD:10223447..10224578| nucleic acid binding	AT1G29250.1	CHR01V5|COORD:3741341..3739548|protein expressed protein	LOC_Os01g07810.1	no descriptionweakly similar to ( 156)AT1G29250| Symbols:  | nucleic acid binding | chr1:10223447-10224578 REVERSEAlba	not assigned.unknown	35_2

CUST_103385_PI403524517	2	0.014821053	-0.078932285	0.18646431	0.009586334	-0.055084705	-0.009586334	35_29482	"Cluster: Transcriptional regulator; n=1; Mycobacterium smegmatis str. MC2 155|Rep: Transcriptional regulator - Mycobacterium smegmatis str. MC2 155"	UniRef90_A0R646	CHR1V7|COORD:16816094..16817173| DNA binding / ligand-dependent nuclear receptor	AT1G44191.1	CHR10V5|COORD:13398690..13406381|protein transposon protein, putative, CACTA, En/Spm sub-class	LOC_Os10g26420.1	no description	not assigned.unknown	35_2

CUST_26097_PI399408534	2	0.06452274	0.24704075	-0.13589382	-0.0645237	-0.11372471	0.077451706	35_7824	Rep: OCL5 protein - Sorghum bicolor (Sorghum) (Sorghum vulgare)	UniRef90_Q8W0T5	CHR1|COORD:1512900..1518804| homeobox-leucine zipper family protein / lipid-binding START domain-containing protein, similar to homeobox 1 (GP:12002853) {Picea	AT1G05230.2	CHR08V5|COORD:2031160..2028110|protein homeobox protein FWA, putative, expressed	LOC_Os08g04190.1	no descriptionmoderately similar to ( 296)AT1G05230| Symbols:  | homeobox-leucine zipper family protein / lipid-binding START domain-containing protein | chr1:1513387-1517023 REVERSE	RNA.regulation of transcription.HB,Homeobox transcription factor family	27_3_22

CUST_40051_PI403524517	2	-0.06258774	0.06258774	-0.06849098	0.1856451	-0.11360645	0.23127556	35_11520	"Cluster: Lipase (Class 3) family-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Lipase (Class 3) family-like protein - Oryza sativa (japonica"	UniRef90_Q8H2X9	0	0	CHR07V5|COORD:23850754..23849587|protein triacylglycerol lipase, putative, expressed	LOC_Os07g39810.1	no description	not assigned.unknown	35_2

CUST_64642_PI403524517	2	-0.010674477	0.38123226	0.040579796	-0.12810516	-0.11978531	0.010673523	35_18454	"Cluster: Hypothetical protein P0643D11.24-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0643D11.24-1 - Oryza sativa (japonica cultiv"	UniRef90_Q6ES31	"CHR1V7|COORD:28036510..28038320| similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD28539.1); contains domain no description"	AT1G74640.1	CHR09V5|COORD:14710583..14715764|protein hydrolases or acyltransferases, putative, expressed	LOC_Os09g24710.2	"no descriptionmoderately similar to ( 463)AT1G74640| Symbols:  | similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD28539.1); contains domain no description (G3D.3.40.50.1820); contains domain alpha/beta-Hydrolases (SSF53474) | chr1:28036510-28038320 FORWARDAbhydrolase_1"	not assigned.unknown	35_2

CUST_74650_PI403524517	2	0.2957077	-0.17537212	0.05733061	0.028552532	-0.028553009	-0.07597113	35_21405	"Cluster: Glycosyl transferase family 8 protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Glycosyl transferase family 8 protein, expressed - O"	UniRef90_Q2QN55	"CHR3V7|COORD:9399..11986| GAUT13 (Galacturonosyltransferase 13); polygalacturonate 4-alpha-galacturonosyltransferase/ transferase,"	AT3G01040.1	CHR12V5|COORD:23907876..23902336|protein transferase, transferring glycosyl groups, putative, expressed	LOC_Os12g38930.1	" no descriptionmoderately similar to ( 357)AT3G01040| Symbols: GAUT13 | GAUT13 (Galacturonosyltransferase 13); polygalacturonate 4-alpha-galacturonosyltransferase/ transferase, transferring glycosyl groups / transferase, transferring hexosyl groups | chr3:9399-11986 FORWARD"	misc.UDP glucosyl and glucoronyl transferases	26_2

CUST_3172_PI399408534	2	0.17812634	0.16033554	0.0039081573	-0.09980106	-0.25185966	-0.0039081573	35_18698	"Cluster: Similarity to transcription regulator; n=1; Arabidopsis thaliana|Rep: Similarity to transcription regulator - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9FK48	CHR5V7|COORD:6021612..6027033| transcription regulator NOT2/NOT3/NOT5 family protein	AT5G18230.1	CHR03V5|COORD:25288499..25299206|protein CCR4-NOT transcription complex subunit 3, putative, expressed	LOC_Os03g44900.1	no descriptionmoderately similar to ( 286)AT5G18230| Symbols:  | transcription regulator NOT2/NOT3/NOT5 family protein | chr5:6021612-6027033 REVERSEnot assigned not assigned not assigned Not3 NOT5	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_137567_PI403524517	2	0.41033173	-0.25291348	0.23424482	0.49142647	-0.5651417	-0.23424482	35_38579	Rep: Extensin - Hordeum vulgare (Barley)	UniRef90_O49870	CHR1V7|COORD:16816094..16817173| DNA binding / ligand-dependent nuclear receptor	AT1G44191.1	CHR04V5|COORD:20520644..20522442|protein extensin precursor, putative, expressed	LOC_Os04g34170.3	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Extensin_2 DUF1210 DUF1421 PRK07764 DUF605 TonB Atrophin-1 DedD PRK12323 PRK05648	not assigned.unknown	35_2

CUST_15366_PI399408534	2	0.56898975	0.6464591	-0.05541563	-0.1690116	0.055416107	-0.20193005	35_41824	"Cluster: DNA-binding protein family-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: DNA-binding protein family-like - Oryza sativa (japonica cultivar-gro"	UniRef90_Q84YJ6	CHR2V7|COORD:18340679..18343241| DNA-binding bromodomain-containing protein	AT2G44430.1	CHR08V5|COORD:25196517..25193151|protein DNA binding protein, putative, expressed	LOC_Os08g39980.1	no descriptionvery weakly similar to (56.2)AT2G42150| Symbols:  | DNA-binding bromodomain-containing protein | chr2:17579541-17581642 FORWARD	RNA.regulation of transcription.Bromodomain proteins	27_3_42

CUST_79750_PI403524517	2	0.077218056	0.048316002	-0.20964622	-0.020646095	-0.08282852	0.020646095	35_22872	"Cluster: Putative Nuclear-encoded plastid; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Nuclear-encoded plastid - Oryza sativa (japonica cultivar-g"	UniRef90_Q5Z8I4	CHR4V7|COORD:13164137..13165103| NFU3 (NFU domain protein 3)	AT4G25910.1	CHR06V5|COORD:28992798..28994034|protein NFU3, putative, expressed	LOC_Os06g47940.1	 no descriptionweakly similar to ( 144)AT4G25910| Symbols: ATCNFU3, NFU3 | NFU3 (NFU domain protein 3) | chr4:13164137-13165103 FORWARDweakly similar to ( 119)NIFU1_ORYSAnot assigned NifU 	protein assembly and cofactor ligation	29_8

CUST_113058_PI403524517	2	0.21754742	0.5322056	0.057369232	-0.33133984	-0.057369232	-0.15526056	35_32091	Rep: Putative potassium transporter 8 - Oryza sativa (Rice)	UniRef90_Q8VXB5	"CHR2V7|COORD:16938523..16941594| KT2 (POTASSIUM TRANSPORTER 2); potassium ion transporter"	AT2G40540.1	CHR03V5|COORD:12503309..12507716|protein potassium transporter 8, putative, expressed	LOC_Os03g21890.1	 no descriptionmoderately similar to ( 226)AT2G40540| Symbols: ATKT2, SHY3, KUP2, ATKUP2, TRK2, KT2 | KT2 (POTASSIUM TRANSPORTER 2) | chr2:16938523-16941594 FORWARDmoderately similar to ( 268)HAK8_ORYSAK_trans Kup trkD 	transport.potassium	34_15

CUST_30480_PI399408534	2	0.5994425	0.3018484	0.24498558	-0.30496788	-0.24498558	-0.4752493	35_28738	"Cluster: Putative leucine-rich receptor-like protein kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative leucine-rich receptor-like protein kinase"	UniRef90_Q9ARQ7	"CHR1V7|COORD:9996900..10000157| HSL1 (HAESA-LIKE 1); ATP binding / kinase/ protein serine/threonine kinase"	AT1G28440.1	CHR01V5|COORD:7735876..7739716|protein receptor-like protein kinase 5 precursor, putative, expressed	LOC_Os01g13800.1	"no descriptionweakly similar to ( 178)AT1G28440| Symbols: HSL1 | HSL1 (HAESA-LIKE 1); ATP binding / kinase/ protein serine/threonine kinase | chr1:9996900-10000157 FORWARDweakly similar to ( 112)RPK1_IPONIReceptor-like protein kinase precursor - Ipomoea nil (Japanese morning glory) (Pharbitis nil)not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG4886"	signalling.receptor kinases.leucine rich repeat XI	30_2_11

CUST_49647_PI403524517	2	-0.17721558	-0.21609402	0.48109722	0.027013779	0.416317	-0.027013779	35_14158	"Cluster: Putative peroxidase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative peroxidase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8GVG6	CHR4V7|COORD:16084859..16086108| peroxidase, putative	AT4G33420.1	CHR07V5|COORD:26565560..26578165|protein peroxidase 56 precursor, putative, expressed	LOC_Os07g44499.1	 no descriptionmoderately similar to ( 201)AT4G33420| Symbols:  | peroxidase, putative | chr4:16084859-16086108 FORWARDweakly similar to ( 199)PER1_ARAHYCationic peroxidase 1 precursor - Arachis hypogaea (Peanut)not assigned not assigned secretory_peroxidase plant_peroxidase peroxidase APC_basic PRK07003 PRK12323 ascorbate_peroxidase 	misc.peroxidases	26_12

CUST_3344_PI404877155	2	0.040906906	-0.6373091	-0.32866764	0.38065338	0.25551414	-0.040906906	Contig1380_s_at	GAD1 [Hordeum vulgare]	AAP46640.1	glutamate decarboxylase, putative	At2g02000.1	protein glutamate decarboxylase	Os08g36320	GAD1	amino acid metabolism.synthesis.central amino acid metabolism.GABA	13_1_1_1

CUST_34991_PI403524517	2	0.0059609413	0.3144369	0.057053566	-0.18073606	-0.0059604645	-0.39746666	35_10085	"Cluster: Leucine-rich repeat-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Leucine-rich repeat-like protein - Oryza sativa (japonica"	UniRef90_Q6K620	CHR1V7|COORD:5411504..5414539| leucine-rich repeat family protein	AT1G15740.1	CHR02V5|COORD:24168376..24160960|protein regulatory subunit, putative, expressed	LOC_Os02g39970.3	no description	not assigned.unknown	35_2

CUST_16961_PI404877155	2	0.06790066	0.7350645	-0.1274929	-0.2052145	-0.06790066	0.26417637	HS04O06u_at	GATA zinc finger protein [Arabidopsis thaliana] dbj|BAB10711.1| GATA-binding transcription factor-like protein [Arabidopsis	NP_201433.1	zinc finger (GATA type) family protein	At5g66320.1	protein GATA zinc finger, putative	Os02g43150	GATA-binding transcription factor-like protein	RNA.regulation of transcription.C2C2(Zn) GATA transcription factor family	27_3_09

CUST_96443_PI403524517	2	-1.041892	-0.17004776	0.58278465	0.46528435	0.09822464	-0.098223686	35_27545	"Cluster: Os05g0332600 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0332600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DJ35	CHR3V7|COORD:3424991..3426730| xanthine/uracil permease family protein	AT3G10960.1	CHR05V5|COORD:15498051..15496166|protein nucleoside transporter, putative, expressed	LOC_Os05g26840.1	no descriptionweakly similar to ( 147)AT3G10960| Symbols:  | xanthine/uracil permease family protein | chr3:3424991-3426730 REVERSECOG2252	transport.misc	34_99

CUST_62213_PI403524517	2	-0.033773422	-0.06180668	-0.0252285	0.0252285	0.07697868	0.14072609	35_17741	"Cluster: ThiF family protein, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: ThiF family protein, expressed - Oryza sativa (japonica cultivar-group"	UniRef90_Q10BF0	"CHR1V7|COORD:1498356..1501774| AXR1 (AUXIN RESISTANT 1); small protein activating enzyme"	AT1G05180.1	CHR03V5|COORD:34351774..34358097|protein NEDD8-activating enzyme E1 regulatory subunit, putative, expressed	LOC_Os03g60550.1	"no descriptionhighly similar to ( 711)AT1G05180| Symbols: AXR1 | AXR1 (AUXIN RESISTANT 1); small protein activating enzyme | chr1:1498523-1501468 REVERSEvery weakly similar to (74.7)UBE11_WHEATUbiquitin-activating enzyme E1 1 - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned APPBP1_RUB E1-1_like Aos1_SUMO Ube1_repeat1 ThiF E1_enzyme_family ThiF_MoeB_HesA_family ThiF Uba2_SUMO E1-2_like Uba3_RUB"	protein.degradation.ubiquitin.E1	29_5_11_2

CUST_108358_PI403524517	2	0.41950417	0.20033646	0.074941635	-0.3040619	-0.21253967	-0.07494068	35_30823	"Cluster: Putative phragmoplast-associated kinesin; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative phragmoplast-associated kinesin - Oryza sativa (jap"	UniRef90_Q6K990		0	CHR02V5|COORD:34626439..34630769|protein kinesin-like protein KIF3A, putative, expressed	LOC_Os02g56540.1	no description	not assigned.unknown	35_2

CUST_17241_PI403524517	2	-0.0047340393	-0.36687613	0.0047335625	0.3172655	-0.19697666	0.049476624	35_4983	Rep: H0505F09.1 protein - Oryza sativa (Rice)	UniRef90_Q01JU0	"CHR1V7|COORD:7860149..7865131| ZYP1a; calcium ion binding"	AT1G22260.1	CHR04V5|COORD:22364383..22373860|protein expressed protein	LOC_Os04g37960.1	" no descriptionmoderately similar to ( 218)AT1G22260| Symbols: ZYP1, ZYP1a | ZYP1a; calcium ion binding | chr1:7860149-7865131 REVERSEnot assigned not assigned not assigned not assigned not assigned Myosin_tail_1 SbcC Smc "	cell.division	31_2

CUST_34006_PI403524517	2	0.08780956	0.017019272	-0.121294975	-0.017018318	-0.14432335	0.24220085	35_9804	Rep: Os08g0206400 protein - Oryza sativa (japonica cultivar-group)	UniRef90_Q0J7B3	"CHR1V7|COORD:11104356..11107342| KUP10 (K+ transporter 10); potassium ion transporter"	AT1G31120.1	CHR08V5|COORD:6199604..6205187|protein potassium transporter 12, putative, expressed	LOC_Os08g10550.1	"no descriptionmoderately similar to ( 314)AT1G31120| Symbols: KUP10 | KUP10 (K+ transporter 10); potassium ion transporter | chr1:11104356-11107342 REVERSEmoderately similar to ( 365)HAK12_ORYSAK_trans Kup trkD"	transport.potassium	34_15

CUST_77238_PI403524517	2	0.13097954	0.10032654	-0.16965485	-0.121334076	-0.09454727	0.094548225	35_22139	"Cluster: Os03g0758600 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os03g0758600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DNE0	0	0	CHR03V5|COORD:31317009..31320400|protein expressed protein	LOC_Os03g55130.2	no description	not assigned.unknown	35_2

CUST_8360_PI403524517	2	-0.5175514	0.42997265	-0.016911507	0.22798347	0.016911507	-0.017386436	35_2335	0	0	0	0	CHR10V5|COORD:17644205..17645488|protein expressed protein	LOC_Os10g33862.1	no description	not assigned.unknown	35_2

CUST_7421_PI399408534	2	0.07457352	-0.22038078	-0.47763538	0.014075279	0.23306465	-0.014074326	35_45210	"Cluster: Os05g0595300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0595300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DFE5	"CHR4V7|COORD:13890864..13892783| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G53420.1); similar to CCT [Medicago truncatula] (GB:ABE82748.1);"	AT4G27900.1	CHR05V5|COORD:29573277..29577048|protein CCT motif family protein, expressed	LOC_Os05g51690.1	"no descriptionweakly similar to ( 106)AT4G27900| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G53420.1); similar to CCT [Medicago truncatula] (GB:ABE82748.1); contains InterPro domain CCT; (InterPro:IPR010402) | chr4:13890864-13892783 FORWARDvery weakly similar to (54.3)PRR37_ORYSACCT"	RNA.regulation of transcription.C2C2(Zn) CO-like, Constans-like zinc finger family	27_3_7

CUST_79863_PI403524517	2	-0.024289131	0.3181429	0.4476652	-0.050639153	0.024289608	-0.58059597	35_22902	"Cluster: PREDICTED: hypothetical protein; n=1; Strongylocentrotus purpuratus|Rep: PREDICTED: hypothetical protein - Strongylocentrotus purpuratus"	UniRef90_UPI0000E48B78	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	CHR09V5|COORD:19407978..19405779|protein BHLH transcription factor, putative, expressed	LOC_Os09g32510.4	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TT_ORF1 DUF1777 Protamine_P1 PRK12323	not assigned.unknown	35_2

CUST_34197_PI403524517	2	-0.65580463	0.59115314	-0.16878319	0.16878319	1.6999269	-0.41403294	35_9859	"Cluster: Putative amino acid transporter; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative amino acid transporter - Oryza sativa (japonica cultivar-gro"	UniRef90_Q84TX7	"CHR3V7|COORD:3758529..3760109| ANT1 (AROMATIC AND NEUTRAL TRANSPORTER 1); amino acid permease/ amino acid transporter"	AT3G11900.1	CHR07V5|COORD:7308516..7311378|protein ANT1, putative, expressed	LOC_Os07g12770.1	"no descriptionweakly similar to ( 169)AT3G11900| Symbols: ANT1 | ANT1 (AROMATIC AND NEUTRAL TRANSPORTER 1); amino acid permease/ amino acid transporter | chr3:3758529-3760109 FORWARDnot assigned not assigned not assigned not assigned not assigned Aa_trans Serinc SdaC"	transport.amino acids	34_3

CUST_1781_PI403524517	2	-0.16610813	-1.0101118	0.030015945	0.16435432	0.13224316	-0.030015945	35_472	Rep: Fructokinase-1 - Zea mays (Maize)	UniRef90_Q6XZ79	CHR2V7|COORD:13390712..13393193| pfkB-type carbohydrate kinase family protein	AT2G31390.1	CHR01V5|COORD:39214572..39211610|protein fructokinase-1, putative, expressed	LOC_Os01g66940.1	no descriptionmoderately similar to ( 476)AT2G31390| Symbols:  | pfkB-type carbohydrate kinase family protein | chr2:13390712-13393193 REVERSEhighly similar to ( 580)SCRK1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned bac_FRK KdgK PfkB PRK09434 RbsK ribokinase PRK11142 ribokinase_group_A adenosine_kinase ribokinase_group_B RfaE_like Fructoselysine_kinase_like YegV_kinase_like FruK_PfkB_like YeiC_kinase_like Guanosine_kinase_like RfaE ribokinase_pfkB_like FruK ribokinase_group_D PRK11316 TT_ORF1 Protamine_P1 Protamine_P2 DUF1777	major CHO metabolism.degradation.sucrose.fructokinase	2_2_1_1

CUST_115556_PI403524517	2	0.24043751	0.13276291	0.07485914	-0.32384682	-0.41384363	-0.07485962	35_32775	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_37716_PI403524517	2	-0.11598778	0.3258114	-0.027953148	0.09815502	0.01743126	-0.01743126	35_10858	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_39771_PI403524517	2	0.12287903	0.2064333	0.081768036	-0.20496082	-0.081768036	-0.3521862	35_11438	"Cluster: Putative epoxide hydrolase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative epoxide hydrolase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8W3F2	CHR4V7|COORD:1035722..1037403| epoxide hydrolase, putative	AT4G02340.1	CHR10V5|COORD:18669200..18671431|protein epoxide hydrolase 2, putative, expressed	LOC_Os10g35520.1	 no descriptionweakly similar to ( 131)AT4G02340| Symbols:  | epoxide hydrolase, putative | chr4:1035722-1037403 FORWARDnot assigned not assigned PRK03592 MhpC PRK00870 Abhydrolase_1 PldB PRK05855 	misc.misc2	26_1

CUST_179175_PI403524517	2	0.15938377	0.61242676	-0.04153824	-0.21938038	-0.47354698	0.041537285	35_49833	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_10646_PI403524517	2	0.027807236	0.14697647	-0.10030937	0.14138985	-0.027807236	-0.12635994	35_3008	"Cluster: Hypothetical protein OSJNBa0011L14.12; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0011L14.12 - Oryza sativa (japonica"	UniRef90_Q8LMP9	CHR4V7|COORD:16997436..17000413| La domain-containing protein	AT4G35890.1	CHR03V5|COORD:3018847..3024473|protein la domain containing protein, expressed	LOC_Os03g06070.1	no descriptionvery weakly similar to (97.1)AT5G66100| Symbols:  | La domain-containing protein | chr5:26444865-26446998 FORWARDnot assigned not assigned not assigned not assigned not assigned LA La PRK07764 PRK07003 PRK12323 LHP1	not assigned.no ontology	35_1

CUST_5900_PI404877155	2	-0.087430954	0.14579773	0.019285202	-0.08670521	0.045713425	-0.019285202	Contig18074_at	P0519E12.18 [Oryza sativa (japonica cultivar-group)]	NP_917987.1	DNAJ heat shock N-terminal domain-containing protein	At1g18700.1	protein DnaJ domain, putative	Os07g43870	gi|33146896|dbj|BAC79895.1| unknown protein	stress.abiotic.heat	20_2_1

CUST_30415_PI403524517	2	0.024291992	0.3529873	-0.05134678	-0.069381714	-0.024291992	0.043725014	35_8780	"Cluster: Os06g0472700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0472700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DC85	CHR5V7|COORD:25819020..25820924| loricrin-related	AT5G64550.1	CHR06V5|COORD:15764626..15759988|protein WRKY transcription factor 19, putative, expressed	LOC_Os06g27830.1	no descriptionweakly similar to ( 189)AT5G64550| Symbols:  | loricrin-related | chr5:25819020-25820924 REVERSE	stress.biotic	20_1

CUST_47948_PI403524517	2	-0.1334238	0.27570057	0.0023832321	-0.0023832321	-0.15413475	0.01700306	35_13712	"Cluster: Ubiquitin-like protein; n=1; Phaseolus vulgaris|Rep: Ubiquitin-like protein - Phaseolus vulgaris (Kidney bean) (French bean)"	UniRef90_P93501	"CHR5V7|COORD:6973317..6974465| UBQ4 (ubiquitin 4); protein binding"	AT5G20620.1	CHR06V5|COORD:28400733..28403579|protein polyubiquitin containing 7 ubiquitin monomers, putative, expressed	LOC_Os06g46770.3	"no descriptionmoderately similar to ( 423)AT5G03240| Symbols: UBQ3 | UBQ3 (POLYUBIQUITIN 3); protein binding | chr5:771975-772895 REVERSEweakly similar to ( 150)UBIQ_WHEATUbiquitin - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Ubiquitin ubiquitin UBQ Nedd8 UBL AN1_N RAD23_N Scythe_N UBQ parkin_N Fubi GDX_N SF3a120_C NIRF_N ISG15_repeat2 UBI4 hPLIC_N"	protein.degradation.ubiquitin.ubiquitin	29_5_11_1

CUST_155187_PI403524517	2	0.4313283	0.12192631	0.38154888	-0.3213501	-0.121926785	-0.58240795	35_43351	"Cluster: Cell division protease ftsH homolog, chloroplast precursor; n=4; Magnoliophyta|Rep: Cell division protease ftsH homolog, chloroplast precursor - Oryza"	UniRef90_Q5Z974	"CHR1V7|COORD:18618066..18620598| FTSH1 (FtsH protease 1); ATP-dependent peptidase/ ATPase/ metallopeptidase"	AT1G50250.1	CHR06V5|COORD:30876995..30869319|protein OsFtsH1 - Oryza sativa FtsH protease, homologue of AtFtsH1/5, expressed	LOC_Os06g51029.2	" no descriptionvery weakly similar to (92.8)AT5G42270| Symbols: FTSH5, VAR1 | VAR1 (VARIEGATED 1); ATP-dependent peptidase/ ATPase/ metallopeptidase | chr5:16919887-16922330 FORWARDvery weakly similar to (93.2)FTSH_TOBACCell division protease ftsH homolog, chloroplast precursor - Nicotiana tabacum (Common tobacco)not assigned not assigned HflB FtsH_ext hflB "	protein.degradation.metalloprotease	29_5_7

CUST_37114_PI403524517	2	0.014598846	0.36086655	0.14000034	-0.32343674	-0.44470978	-0.0145998	35_10691	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_33556_PI399408534	2	0.5359068	1.1766005	-0.10904789	-0.34590197	-0.5404444	0.10904789	35_47779	"Cluster: Growth-regulating factor 3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Growth-regulating factor 3 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6AWY6	CHR2V7|COORD:15277379..15279696| AtGRF3 (GROWTH-REGULATING FACTOR 3)	AT2G36400.1	CHR04V5|COORD:30102567..30098612|protein growth-regulating factor, putative, expressed	LOC_Os04g51190.3	no descriptionvery weakly similar to (88.2)AT2G36400| Symbols: AtGRF3 | AtGRF3 (GROWTH-REGULATING FACTOR 3) | chr2:15277379-15279696 REVERSEWRC	RNA.regulation of transcription.General Transcription	27_3_50

CUST_69866_PI403524517	2	0.1718216	0.5615454	0.006093025	-0.17283249	-0.0711422	-0.006093025	35_19989	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_99897_PI403524517	2	0.20494556	0.37837982	-0.011230469	-0.1875515	-0.039790154	0.011230469	35_28519	"Cluster: Putative WD domain containing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative WD domain containing protein - Oryza sativa (japonica"	UniRef90_Q8H919	CHR2V7|COORD:8779969..8782599| transducin family protein / WD-40 repeat family protein	AT2G20330.1	CHR10V5|COORD:16795385..16790839|protein nucleotide binding protein, putative, expressed	LOC_Os10g32710.3	no descriptionmoderately similar to ( 353)AT2G20330| Symbols:  | transducin family protein / WD-40 repeat family protein | chr2:8779969-8782599 REVERSEvery weakly similar to (51.6)GBLP_TOBACGuanine nucleotide-binding protein subunit beta-like protein - Nicotiana tabacum (Common tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned WD40 COG2319	development.unspecified	33_99

CUST_34122_PI399408534	2	0.28778172	0.3333068	0.012177467	-0.12448692	-0.2133689	-0.0121769905	35_5359	Rep: SIR2-like protein - Oryza sativa (indica cultivar-group)	UniRef90_Q9XGT1	"CHR5V7|COORD:22584508..22587942| SRT1 (SIRTUIN 1); DNA binding"	AT5G55760.1	CHR04V5|COORD:11303902..11291497|protein mono-ADP-ribosyltransferase sirtuin-6, putative, expressed	LOC_Os04g20270.2	"no descriptionhighly similar to ( 540)AT5G55760| Symbols: SRT1 | SRT1 (SIRTUIN 1); DNA binding | chr5:22584508-22587942 FORWARDnot assigned not assigned not assigned not assigned SIRT7 SIR2-fam SIR2 PRK00481 SIR2_Af2 SIR2 SIRT5_Af1_CobB SIRT4 SIR2 SIR2H SIRT1 PRK05333"	RNA.regulation of transcription.HDA	27_3_55

CUST_148722_PI403524517	2	0.15728903	0.4207406	0.35916758	-0.34620476	-0.15728855	-0.60835266	35_41606	Rep: Hypothetical protein B'zeta - Oryza sativa (Rice)	UniRef90_Q8L6I6		0	CHR03V5|COORD:35437747..35442402|protein transposon protein, putative, unclassified	LOC_Os03g62730.2	no description	not assigned.unknown	35_2

CUST_36936_PI403524517	2	-0.059851646	0.19271755	0.045104027	0.013251305	-0.013252258	-0.025669098	35_10644	"Cluster: Proline-rich protein family-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Proline-rich protein family-like - Oryza sativa (japonica cultivar-g"	UniRef90_Q6YTS9	0	0	CHR08V5|COORD:23818520..23820168|protein expressed protein	LOC_Os08g37810.1	no description	not assigned.unknown	35_2

CUST_178834_PI403524517	2	0.07781029	-0.092243195	0.010274887	-0.010274887	0.19599724	-0.034482956	35_49741	Rep: 40S ribosomal protein S4 - Zea mays (Maize)	UniRef90_O22424	CHR5V7|COORD:23636825..23638122| 40S ribosomal protein S4 (RPS4D)	AT5G58420.1	CHR05V5|COORD:17612112..17614798|protein 40S ribosomal protein S4, putative, expressed	LOC_Os05g30530.1	no descriptionmoderately similar to ( 248)AT5G58420| Symbols:  | 40S ribosomal protein S4 (RPS4D) | chr5:23636825-23638122 FORWARDmoderately similar to ( 251)RS4_MAIZE40S ribosomal protein S4 - Zea mays (Maize)not assigned RPS4A PRK04313 RS4NT Ribosomal_S4e	protein.synthesis.misc ribososomal protein	29_2_2

CUST_1114_PI399408534	2	0.053702354	0.03348446	-0.00409317	-0.08960152	-0.11154556	0.004094124	35_18738	"Cluster: PHD finger protein-like; n=3; Oryza sativa (japonica cultivar-group)|Rep: PHD finger protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69T47	CHR1V7|COORD:29258694..29265084| PHD finger family protein	AT1G77800.1	CHR02V5|COORD:32378762..32390223|protein PHD-finger family protein, expressed	LOC_Os02g52960.1	no descriptionmoderately similar to ( 337)AT1G77800| Symbols:  | PHD finger family protein | chr1:29258694-29265084 FORWARDnot assigned not assigned not assigned not assigned COG5141	RNA.regulation of transcription.SET-domain transcriptional regulator family	27_3_69

CUST_1085_PI399408534	2	0.006412506	0.2960291	0.39057827	-0.006412506	-0.3864174	-0.022900581	35_28515	"Cluster: Pathogenesis-related homeodomain protein; n=1; Arabidopsis thaliana|Rep: Pathogenesis-related homeodomain protein - Arabidopsis thaliana (Mouse-ear cre"	UniRef90_P48785	"CHR4V7|COORD:14648352..14652716| PRHA (PATHOGENESIS RELATED HOMEODOMAIN PROTEIN A); transcription factor"	AT4G29940.1	CHR02V5|COORD:2620367..2626307|protein pathogenesis-related homeodomain protein, putative, expressed	LOC_Os02g05450.1	"no descriptionweakly similar to ( 108)AT4G29940| Symbols: PRHA | PRHA (PATHOGENESIS RELATED HOMEODOMAIN PROTEIN A); transcription factor | chr4:14648352-14652716 REVERSEvery weakly similar to (55.5)HOX1A_MAIZEHomeobox protein HOX1A - Zea mays (Maize)HOX homeodomain"	RNA.regulation of transcription.HB,Homeobox transcription factor family	27_3_22

CUST_46993_PI403524517	2	0.094922066	0.55723286	-0.20048523	-0.15325546	0.012747765	-0.012747765	35_13455	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_72824_PI403524517	2	-1.0090327	0.06746197	0.84957886	-0.06746197	1.4761314	-0.37502956	35_20879	"Cluster: Os07g0573200 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os07g0573200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D594	"CHR2V7|COORD:16735456..16738238| similar to proline-rich family protein [Arabidopsis thaliana] (TAIR:AT3G09000.1); similar to Os01g0141900 [Oryza"	AT2G40070.1	CHR07V5|COORD:23164052..23164770|protein expressed protein	LOC_Os07g38570.1	no descriptionnot assigned not assigned PRK12323 PRK07003 PRK07764 PRK12372	not assigned.unknown	35_2

CUST_182133_PI403524517	2	0.06325722	0.31172562	0.0055599213	-0.0055589676	-0.061608315	-0.0055589676	35_50635	"Cluster: Os11g0456300 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os11g0456300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0ISV2	"CHR5V7|COORD:16871723..16872744| ASK2 (ARABIDOPSIS SKP1-LIKE 2); ubiquitin-protein ligase"	AT5G42190.1	CHR11V5|COORD:14959191..14962095|protein SKP1-like protein 1A, putative, expressed	LOC_Os11g26910.1	" no descriptionvery weakly similar to (50.1)AT5G42190| Symbols: SKP1B, ASK2 | ASK2 (ARABIDOPSIS SKP1-LIKE 2); ubiquitin-protein ligase | chr5:16871723-16872744 REVERSE"	protein.degradation.ubiquitin.E3.SCF.SKP	29_5_11_4_3_1

CUST_156248_PI403524517	2	-0.14202785	-0.042963028	0.04296398	0.06373978	0.05362606	-0.111107826	35_43638	"Cluster: Hydroxyproline-rich glycoprotein DZ-HRGP precursor; n=1; Volvox carteri f. nagariensis|Rep: Hydroxyproline-rich glycoprotein DZ-HRGP precursor - Volvox"	UniRef90_Q9SBM1	CHR1V7|COORD:16816094..16817173| DNA binding / ligand-dependent nuclear receptor	AT1G44191.1	CHR02V5|COORD:30226173..30226856|protein expressed protein	LOC_Os02g49470.1	"no descriptionvery weakly similar to (60.1)AT5G55710| Symbols:  | similar to tic20 protein-related [Arabidopsis thaliana] (TAIR:AT2G47840.1); similar to Os02g0726600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001047992.1); similar to hypothetical protein Tery_3886 [Trichodesmium erythraeum IMS101] (GB:YP_723396.1) | chr5:22572221-22572850 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07764 Drf_FH1 DUF1421 PRK07003 Atrophin-1 Tymo_45kd_70kd HpaP PRK05648 PRK07735 Totivirus_coat"	not assigned.unknown	35_2

CUST_77518_PI403524517	2	0.0693512	0.124648094	0.033016205	-0.12645245	-0.033016205	-0.053686142	35_22215	"Cluster: Hypothetical protein P0585H11.111; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0585H11.111 - Oryza sativa (japonica cultivar"	UniRef90_Q8H3W7	CHR3V7|COORD:8632724..8635859| nucleic acid binding	AT3G23900.2	CHR07V5|COORD:427110..430046|protein expressed protein	LOC_Os07g01720.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 DUF1777 PRK07764 PRK07003 PRK12678	not assigned.unknown	35_2

CUST_63664_PI403524517	2	-1.2569885	0.7447872	0.21411133	0.9392443	-0.21411133	-0.25142956	35_18175	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_9458_PI399408534	2	0.10662842	-0.34192276	-0.010032654	0.0100336075	-0.026611328	0.113529205	35_16247	Rep: COP9 signalosome subunit 6 - Oryza sativa (Rice)	UniRef90_Q2A0N7	CHR5V7|COORD:22800843..22802756| CSN6A (COP9 signalosome subunit 6A)	AT5G56280.1	CHR08V5|COORD:24551686..24548269|protein COP9 signalosome complex subunit 6a, putative, expressed	LOC_Os08g39070.1	no descriptionmoderately similar to ( 452)AT5G56280| Symbols: CSN6A | CSN6A (COP9 signalosome subunit 6A) | chr5:22800843-22802756 REVERSEvery weakly similar to (62.4)CSN6A_BRAOLCOP9 signalosome complex subunit 6a - Brassica oleracea (Wild cabbage)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Mov34 PRK07003 PRK12323 DUF1421 PRK07764 FAP Tymo_45kd_70kd Atrophin-1 AF-4	signalling.light.COP9 signalosome	30_11_1

CUST_106645_PI403524517	2	0.07841492	0.21704769	-0.01345253	0.01345253	-0.16155243	-0.16826916	35_30350	0	0	CHR5V7|COORD:2468240..2473658| formin homology 2 domain-containing protein / FH2 domain-containing protein	AT5G07760.1	0	0	no description	not assigned.unknown	35_2

CUST_171647_PI403524517	2	0.4003539	0.1965971	0.07444906	-0.2089243	-0.5244436	-0.07444954	35_47827	"Cluster: Putative cyclopropane synthase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative cyclopropane synthase - Oryza sativa (japonica cultivar-group"	UniRef90_Q7F0I5	CHR3V7|COORD:8437479..8442604| cyclopropane fatty acid synthase, putative / CPA-FA synthase, putative	AT3G23530.1	CHR12V5|COORD:9529283..9538466|protein cyclopropane fatty acid synthase, putative, expressed	LOC_Os12g16650.1	 no descriptionmoderately similar to ( 217)AT3G23530| Symbols:  | cyclopropane fatty acid synthase, putative / CPA-FA synthase, putative | chr3:8437479-8442604 FORWARDCOG2907 	lipid metabolism.Phospholipid synthesis.cyclopropane-fatty-acyl-phospholipid synthase	11_3_7

CUST_59954_PI403524517	2	-0.011412621	-0.6080446	0.011412621	-0.057739258	0.038025856	0.070248604	35_17091	"Cluster: Os06g0531200 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0531200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DBS6	CHR1V7|COORD:19868610..19871009| DJ-1 family protein	AT1G53280.1	CHR06V5|COORD:19828660..19823524|protein 4-methyl-5-thiazole monophosphate biosynthesis protein, putative, expressed	LOC_Os06g34040.1	no descriptionmoderately similar to ( 446)AT1G53280| Symbols:  | DJ-1 family protein | chr1:19868610-19871009 REVERSEnot assigned GATase1_DJ-1 PRK11574 ThiJ DJ-1_PfpI GATase1_PfpI_like GATase1_PfpI_2 GATase1_AraC_1 GATase1_AraC_ArgR_like GATase1_AraC_2 COG4977 GATase1_PfpI_3 GATase1_PfpI_1 ftrA GATase1_Hsp31_like GAT_1 GATase1	not assigned.no ontology	35_1

CUST_178054_PI403524517	2	-0.024105072	0.07641506	0.05016327	-0.1292305	-0.0067625046	0.006761551	35_49521	"Cluster: Os02g0192200 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0192200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E362		0	CHR02V5|COORD:5121675..5125732|protein transposon protein, putative, Mutator sub-class, expressed	LOC_Os02g09900.1	no description	not assigned.unknown	35_2

CUST_63326_PI403524517	2	-0.01791668	0.16948509	-0.09254074	0.0025129318	-0.0025138855	0.043230057	35_18081	"Cluster: Putative Ser/Arg-related nuclear matrix protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Ser/Arg-related nuclear matrix protein - Ory"	UniRef90_Q5JN45	"CHR1V7|COORD:5675918..5678679| SR45 (arginine/serine-rich 45); RNA binding"	AT1G16610.1	CHR01V5|COORD:42602391..42607415|protein serine/arginine repetitive matrix protein 1, putative, expressed	LOC_Os01g72890.1	" no descriptionweakly similar to ( 142)AT1G16610| Symbols: SR45 | SR45 (arginine/serine-rich 45); RNA binding | chr1:5675918-5678679 REVERSEvery weakly similar to (54.3)ROC5_NICSY33 kDa ribonucleoprotein, chloroplast precursor - Nicotiana sylvestris (Wood tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Tymo_45kd_70kd COG0724 Extensin_2 RRM Atrophin-1 PRK07764 AF-4 APC_basic PRK12323 RRM_1 HPC2 PRK09169 DUF1509 Gag_spuma DUF566 PRK12678 PRK05648 DUF936 Poxvirus_B22R PRK07003 KAR9 PRK09111 PRK11633 FAP Transformer DedD PRK06958 DUF1421 Drf_FH1 tatB "	RNA.RNA binding	27_4

CUST_120976_PI403524517	2	-0.05141449	0.42183495	0.084282875	-0.06410122	0.051413536	-0.08299065	35_34182	"Cluster: Os12g0554500 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os12g0554500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IMQ4	CHR4V7|COORD:9096820..9100608| lipase class 3 family protein	AT4G16070.1	CHR12V5|COORD:22501413..22496653|protein triacylglycerol lipase, putative, expressed	LOC_Os12g36770.1	no descriptionvery weakly similar to (57.4)AT4G16070| Symbols:  | lipase class 3 family protein | chr4:9096820-9100608 REVERSE	lipid metabolism.lipid degradation.lipases.triacylglycerol lipase	11_9_2_1

CUST_47996_PI403524517	2	0.18146229	-0.005584717	0.005584717	-0.17753506	-0.11141205	0.27046394	35_13726	"Cluster: Ubiquitin-like protein; n=1; Phaseolus vulgaris|Rep: Ubiquitin-like protein - Phaseolus vulgaris (Kidney bean) (French bean)"	UniRef90_P93501	"CHR5V7|COORD:6973317..6974465| UBQ4 (ubiquitin 4); protein binding"	AT5G20620.1	CHR06V5|COORD:28400733..28403579|protein polyubiquitin containing 7 ubiquitin monomers, putative, expressed	LOC_Os06g46770.2	"no descriptionhighly similar to ( 568)AT5G20620| Symbols: UBQ4 | UBQ4 (ubiquitin 4); protein binding | chr5:6973317-6974465 REVERSEweakly similar to ( 150)UBIQ_WHEATUbiquitin - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Ubiquitin ubiquitin UBQ Nedd8 UBL AN1_N RAD23_N Scythe_N UBQ parkin_N Fubi GDX_N SF3a120_C NIRF_N ISG15_repeat2 UBI4 DUF566 hPLIC_N"	protein.degradation.ubiquitin.ubiquitin	29_5_11_1

CUST_2518_PI404877155	2	0.07487297	-1.1007423	-0.2085638	0.06773949	0.1867857	-0.06773853	Contig12910_at	putative flavonol 4'-sulfotransferase [Oryza sativa (japonica cultivar-group)] dbj|BAC56777.1| putative flavonol 4'-sulfotransferase [Oryza	NP_913877.1	sulfotransferase family protein	At5g07010.1	protein sulfotransferase-like protein - Arabidopsis thaliana	Os09g08190	"sulfotransferase family protein, similar to steroid sulfotransferase from (Brassica napus) GI:3420008, GI:3420004; contains Pfam profile PF00685: Sulfotransferase domain"	lipid metabolism.'exotics' (steroids, squalene etc)	11_8

CUST_161963_PI403524517	2	0.28575754	0.20911694	0.17865467	-0.17865467	-0.23305845	-0.8236594	35_45178	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_48226_PI403524517	2	0.12731743	-0.8787689	-0.058677673	0.0225811	0.033023834	-0.022580147	35_13787	"Cluster: Proteasome maturation factor-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Proteasome maturation factor-like - Oryza sativa (japonica cultivar"	UniRef90_Q69IK6	CHR5V7|COORD:15488438..15489929| proteasome maturation factor UMP1 family protein	AT5G38650.1	CHR02V5|COORD:34072291..34069938|protein proteasome maturation factor UMP1 family protein, expressed	LOC_Os02g55640.1	no descriptionweakly similar to ( 140)AT5G38650| Symbols:  | proteasome maturation factor UMP1 family protein | chr5:15488438-15489929 REVERSEnot assigned UMP1	protein.degradation.ubiquitin.proteasom	29_5_11_20

CUST_72854_PI403524517	2	0.09883022	0.08143616	0.009138107	-0.009137154	-0.08255291	-0.023880959	35_20887	Rep: UDP-D-glucose epimerase 2 - Hordeum vulgare (Barley)	UniRef90_Q58IJ5	"CHR4V7|COORD:6716079..6718468| UGE5 (UDP-D-glucose/UDP-D-galactose 4-epimerase 5); UDP-glucose 4-epimerase/ protein dimerization"	AT4G10960.1	CHR08V5|COORD:17443571..17437063|protein UDP-glucose 4-epimerase GEPI48, putative, expressed	LOC_Os08g28730.1	"no descriptionvery weakly similar to (59.3)AT4G10960| Symbols: UGE5 | UGE5 (UDP-D-glucose/UDP-D-galactose 4-epimerase 5); UDP-glucose 4-epimerase/ protein dimerization | chr4:6716079-6718468 REVERSEnot assigned GalE PRK10675"	cell wall.precursor synthesis.UGE	10_1_2

CUST_14336_PI399408534	2	0.47648764	0.658041	0.20021296	-0.20021343	-0.62021637	-0.30902576	35_32525	"Cluster: Putative far-red impaired response protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative far-red impaired response protein - Oryza sativa"	UniRef90_Q75LD4	"CHR1V7|COORD:30102649..30104739| FRS8 (FAR1-related sequence 8); zinc ion binding"	AT1G80010.1	CHR03V5|COORD:35401103..35405323|protein transposon protein, putative, unclassified, expressed	LOC_Os03g62660.1	"no descriptionvery weakly similar to (57.0)AT1G80010| Symbols: FRS8 | FRS8 (FAR1-related sequence 8); zinc ion binding | chr1:30102649-30104739 FORWARDnot assigned not assigned FAR1 PRK12323 PRK07764"	signalling.light	30_11

CUST_17615_PI404877155	2	1.0621972	0.55251026	-0.48775864	-0.65270424	-0.104364395	0.10436487	HV_CEb0010I09r2_at	OSJNBb0045P24.8 [Oryza sativa (japonica cultivar-group)]	CAD39990.3	leucine-rich repeat family protein / protein kinase family protein	At5g39390.1	protein Leucine Rich Repeat, putative	Os11g46970	NONE	signalling.receptor kinases.leucine rich repeat XII	30_2_12

CUST_20799_PI399408534	2	0.011471748	0.083919525	-0.0054512024	-0.08889294	-0.058353424	0.0054512024	35_3646	"Cluster: Hypothetical protein At3g60800; n=1; Arabidopsis thaliana|Rep: Hypothetical protein At3g60800 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q8VYP5	CHR3V7|COORD:22478461..22480248| zinc finger (DHHC type) family protein	AT3G60800.1	CHR03V5|COORD:33515079..33509447|protein palmitoyltransferase ZDHHC20, putative, expressed	LOC_Os03g58960.1	no descriptionmoderately similar to ( 424)AT3G60800| Symbols:  | zinc finger (DHHC type) family protein | chr3:22478461-22480248 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned COG5273 zf-DHHC	RNA.regulation of transcription.unclassified	27_3_99

CUST_73645_PI403524517	2	0.05253887	-0.058709145	0.084383965	0.04835224	-0.10527992	-0.04835224	35_21120	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_101376_PI403524517	2	0.19643688	0.204463	0.0928216	-0.1222868	-0.5255432	-0.09282112	35_28930	"Cluster: FF domain containing protein, expressed; n=2; Oryza sativa|Rep: FF domain containing protein, expressed - Oryza sativa (japonica cultivar-group)"	UniRef90_Q337J6	CHR3V7|COORD:6891856..6897233| FF domain-containing protein / WW domain-containing protein	AT3G19840.1	CHR10V5|COORD:18002175..17991516|protein FF domain containing protein, expressed	LOC_Os10g34380.1	no descriptionweakly similar to ( 136)AT3G19840| Symbols:  | FF domain-containing protein / WW domain-containing protein | chr3:6891856-6897233 FORWARDnot assigned not assigned not assigned not assigned Atrophin-1	not assigned.no ontology	35_1

CUST_86522_PI403524517	2	0.01991272	-0.28141212	0.057549477	-0.019911766	0.025180817	-0.08516598	35_24780	"Cluster: Hypothetical protein OSJNBa0083M16.18; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0083M16.18 - Oryza sativa (japonica"	UniRef90_Q943S3	CHR4V7|COORD:8663499..8665759| formin homology 2 domain-containing protein / FH2 domain-containing protein	AT4G15200.1	CHR01V5|COORD:1835996..1834972|protein expressed protein	LOC_Os01g04170.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK12678 TT_ORF1 infB	not assigned.unknown	35_2

CUST_13637_PI404877155	2	-1.4037027	1.0140514	1.4166775	-0.5756769	0.3175316	-0.31753063	Contig7377_s_at	tonoplast membrane integral protein ZmTIP4-2 [Zea mays]	AAK26773.1	tonoplast intrinsic protein, putative	At2g25810.1	protein Similar to tonoplast membrane integral protein ZmTIP4-2	Os05g14240	NONE	transport.Major Intrinsic Proteins.TIP	34_19_2

CUST_9890_PI404877155	2	0.020244598	-0.04702568	0.052877426	-0.020245552	0.063020706	-0.059757233	Contig3608_at	0	BAD10618.1	malate dehydrogenase (NAD), chloroplast (MDH)	At3g47520.1	protein malate dehydrogenase, NAD-dependent, putative	Os01g61380	"malate dehydrogenase (NAD), chloroplast (MDH), identical to chloroplast NAD-malate dehydrogenase (Arabidopsis thaliana) GI:3256066; contains InterPro entry IPR001236: Lactate/malate dehydrogenase; contains Pfam profiles PF00056: lactate/malate dehydrogena"	TCA / org. transformation.other organic acid transformaitons.cyt MDH	8_2_09

CUST_39535_PI403524517	2	0.30123854	-0.09746599	0.09746647	0.24353218	-0.44558334	-0.30475903	35_11370	"Cluster: Hypothetical protein OSJNBa0009E21.19; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0009E21.19 - Oryza sativa (japonica"	UniRef90_Q6I5I6	CHR5V7|COORD:15457074..15460237| protein kinase family protein	AT5G38560.1	CHR05V5|COORD:22854120..22857502|protein expressed protein	LOC_Os05g39120.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07764	not assigned.unknown	35_2

CUST_24211_PI403524517	2	0.24032211	0.11624527	-0.01635456	0.01635456	-0.18367386	-0.15644264	35_7027	"Cluster: Peptidase C19, ubiquitin carboxyl-terminal hydrolase 2; Ubiquitin carboxyl-terminal hydrolase, N-terminal region 1; n=1; Medicago truncatula|Rep: Pepti"	UniRef90_Q1SM56	"CHR3V7|COORD:18391927..18397647| UBP26 (ubiquitin-specific protease 26); ubiquitin-specific protease"	AT3G49600.1	CHR03V5|COORD:4815259..4817300|protein ubiquitin carboxyl-terminal hydrolase 5, putative, expressed	LOC_Os03g09260.1	"no descriptionhighly similar to ( 554)AT3G49600| Symbols: UBP26 | UBP26 (ubiquitin-specific protease 26); ubiquitin-specific protease | chr3:18391927-18397647 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Peptidase_C19L peptidase_C19C UCH Peptidase_C19 COG5077 Peptidase_C19E Peptidase_C19G Peptidase_C19D Peptidase_C19R Peptidase_C19A Peptidase_C19H Peptidase_C19B Peptidase_C19K Peptidase_C19O UBP5 Peptidase_C19F Peptidase_C19M UBP14 Peptidase_C19J Peptidase_C19I UBP12 Peptidase_C19Q"	protein.degradation.ubiquitin.ubiquitin protease	29_5_11_5

CUST_162174_PI403524517	2	0.16282892	0.5766697	-0.3124876	0.3198595	-0.22176838	-0.16282892	35_45235	0	0		0	CHR03V5|COORD:12471766..12479027|protein expressed protein	LOC_Os03g21850.2	no description	not assigned.unknown	35_2

CUST_10674_PI404877155	2	-0.01943779	-0.10058689	0.019438744	-0.027693748	0.031951904	0.1383009	Contig4371_s_at	Chain A, The Structure Of The Cytosolic D-Ribulose-5-Phosphate 3-Epimerase From Rice Complexed With Sulfate pdb|1H1Y|B Chain B, The Structur	1H1Y	ribulose-phosphate 3-epimerase, cytosolic, putative / pentose-5-phosphate 3-epimerase, putative	At3g01850.1	protein Chain A, The Structure Of The Cytosolic D-Ribulose-5-Phosphate 3-Epimerase From Rice Com	Os09g32810	0	OPP.non-reductive PP.ribulose-phosphate 3-epimerase	7_2_03

CUST_2211_PI404877155	2	-0.0015926361	0.09828186	0.0015935898	-0.06319046	-0.04777336	0.02785492	Contig12561_at	RNA-binding protein, putative [Arabidopsis thaliana] emb|CAB88326.1| RNA binding protein-like [Arabidopsis thaliana]	NP_190188.1	RNA-binding protein, putative	At3g46020.1	protein RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain), putative	Os07g41120	"RNA-binding protein, putative, similar to Cold-inducible RNA-binding protein (Glycine-rich RNA-binding protein CIRP) from {Homo sapiens} SP:Q14011, {Rattus norvegicus} SP:Q61413,{Xenopus laevis}; SP:O93235; contains InterPro entry IPR000504: RNA-binding r"	RNA.RNA binding	27_4

CUST_15731_PI404877155	2	-0.038126945	0.086535454	-0.029275894	-0.026763916	0.02676487	0.060092926	Contig9561_at	unknown protein [Oryza sativa (japonica cultivar-group)]	BAD10363.1	5'-AMP-activated protein kinase beta-1 subunit-related	At5g39790.1	protein hypothetical protein	Os02g04330	5'-AMP-activated protein kinase beta-1 subunit-related, contains similarity to Swiss-Prot:P80387 5'-AMP-activated protein kinase, beta-1 subunit (AMPK beta-1 chain) (AMPKb) (40 kDa subunit) (Sus scrofa)	signalling.in sugar and nutrient physiology	30_1

CUST_7764_PI399408534	2	0.0014762878	0.37269878	0.07413483	-0.0014762878	-0.037434578	-0.003124237	35_8988	Rep: U2AF large subunit - Triticum aestivum (Wheat)	UniRef90_Q2QKB3	CHR1|COORD:22398723..22399268| U2 snRNP auxiliary factor large subunit, putative, similar to GI:3850823 from (Nicotiana plumbaginifolia) (J. Biol. Chem. 273	AT1G60830.1	CHR11V5|COORD:24652102..24647349|protein splicing factor U2AF 65 kDa subunit, putative, expressed	LOC_Os11g41820.1	 no descriptionweakly similar to ( 112)AT1G60830| Symbols:  | U2 snRNP auxiliary factor large subunit, putative | chr1:22398723-22399268 REVERSEnot assigned 	RNA.processing.splicing	27_1_1

CUST_9552_PI404877155	2	-0.23437405	0.026472092	0.15518475	0.112309456	-0.07349205	-0.026472092	Contig3308_at	glucose-6-phosphate dehydrogenase [Triticum aestivum]	BAA97662.1	glucose-6-phosphate 1-dehydrogenase / G6PD (ACG12)	At5g40760.1	protein retrotransposon protein, putative, Ty3-gypsy sub-class	Os02g38840	glucose-6-phosphate dehydrogenase	OPP.oxidative PP.G6PD	7_1_01

CUST_10835_PI404877155	2	0.08432388	0.35899162	-0.060653687	-0.14432907	-0.18572044	0.060653687	Contig4578_at	unnamed protein product [Oryza sativa (japonica cultivar-group)] dbj|BAA88176.1| putative zwille protein [Oryza sativa (japonica cultivar-gr	NP_912975.1	PAZ domain-containing protein / piwi domain-containing protein	At2g27040.1	protein Piwi domain, putative	Os04g06770	0	RNA.regulation of transcription.Argonaute	27_3_36

CUST_15939_PI404877155	2	0.0209198	0.6065512	-0.124531746	-0.0209198	-0.21256542	0.13446903	Contig9789_at	putative methylcrotonyl-CoA carboxylase beta chain, mitochondrial precursor [Oryza sativa (japonica cultivar-group)]	BAC99804.1	methylcrotonyl-CoA carboxylase beta chain, mitochondrial / 3-methylcrotonyl-CoA carboxylase 2 (MCCB)	At4g34030.1	protein methylcrotonyl-coa carboxylase beta chain, mitochondrial precursor(ec 6.4.1.4) (3-methyl	Os08g32850	NONE	amino acid metabolism.degradation.branched-chain group.leucine	13_2_4_4

CUST_26216_PI399408534	2	0.11105156	0.60413074	-0.11105156	-0.14782429	0.16027832	-0.44670296	35_3453	"Cluster: BTH-induced ERF transcriptional factor 3; n=3; Oryza sativa|Rep: BTH-induced ERF transcriptional factor 3 - Oryza sativa (indica cultivar-group)"	UniRef90_Q5MFV1	"CHR2V7|COORD:18502515..18503195| ATERF13/EREBP (ETHYLENE-RESPONSIVE ELEMENT BINDING FACTOR 13); DNA binding / transcription factor"	AT2G44840.1	CHR02V5|COORD:26417616..26416313|protein ethylene responsive protein, putative, expressed	LOC_Os02g43790.1	" no descriptionvery weakly similar to (52.0)AT2G44840| Symbols: ATERF13, EREBP | ATERF13/EREBP (ETHYLENE-RESPONSIVE ELEMENT BINDING FACTOR 13); DNA binding / transcription factor | chr2:18502515-18503195 FORWARDvery weakly similar to (51.2)ERF2_NICSYEthylene-responsive transcription factor 2 - Nicotiana sylvestris (Wood tobacco)not assigned not assigned "	hormone metabolism.ethylene.signal transduction	17_5_2

CUST_13289_PI399408534	2	-0.70569324	-0.17662334	0.075325966	0.23124504	0.07303333	-0.07303429	35_36994	"Cluster: Putative membrane protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative membrane protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8H7W7	CHR4V7|COORD:7589667..7591071| auxin-responsive protein, putative	AT4G12980.1	CHR08V5|COORD:25941936..25939337|protein membrane protein, putative, expressed	LOC_Os08g41280.1	 no descriptionvery weakly similar to (89.4)AT5G47530| Symbols:  | auxin-responsive protein, putative | chr5:19298698-19300097 FORWARDnot assigned B561 	hormone metabolism.auxin.induced-regulated-responsive-activated	17_2_3

CUST_278_PI399408534	2	0.03791237	0.003367424	-0.003367424	-0.004558563	0.08495712	-0.05873394	35_13908	Rep: ADP-ribosylation factor 1 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_P36397	"CHR2V7|COORD:19374334..19375588| ARF1A1c (ADP-RIBOSYLATION FACTOR 1); GTP binding / phospholipase activator/ protein binding"	AT2G47170.1	CHR07V5|COORD:6821005..6823997|protein ADP-ribosylation factor 1, putative, expressed	LOC_Os07g12200.1	"no descriptionmoderately similar to ( 352)AT2G47170| Symbols: ARF1A1c | ARF1A1c (ADP-RIBOSYLATION FACTOR 1); GTP binding / phospholipase activator/ protein binding | chr2:19374334-19375588 FORWARDmoderately similar to ( 346)ARF1_DAUCAADP-ribosylation factor 1 - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned ARF Arf1_5_like Arf Arf6 Arf_Arl Arl1 Arl5_Arl8 ARD1 Arl3 Arl2 ARLTS1 Arl4_Arl7 Arl6 Sar1 Arfrp1 Arl10_like Arl9_Arfrp2_like Arl2l1_Arl13_like SAR Ras_like_GTPase COG1100 SR_beta Rab COG2229 Rab18 Ras RAB Rab8_Rab10_Rab13_like G-alpha G-alpha Rab1_Ypt1 G_alpha Rab36_Rab34 Rab21 SRPRB RJL Rab5_related Rab4 RabA_like Rab35 Rab27A Rab26 Rab19 Ras"	signalling.G-proteins	30_5

CUST_13802_PI404877155	2	-0.30001068	0.29461098	-0.02094841	0.020947456	-0.2946539	0.033130646	Contig7551_at	"rice EST AU068661 corresponds to a region of the predicated gene; unknown protein [Oryza sativa]"	AAG03104.1	SNF7 family protein	At3g10640.1	protein hypothetical protein	Os05g01250	0	RNA.regulation of transcription.SNF7	27_3_71

CUST_3128_PI404877155	2	-0.109767914	0.24550533	0.12714195	-0.08273506	0.048098564	-0.048099518	Contig13587_at	calcineurin B-like protein 1 (CBL1) [Arabidopsis thaliana] pir||T51356 calcineurin B-like protein 1 [imported] - Arabidopsis thaliana	NP_567533.1	calcineurin B-like protein 1 (CBL1)	At4g17615.1	protein putative calcineurin	Os10g41510	NONE	signalling.calcium	30_3

CUST_121956_PI403524517	2	0.011217117	0.4048376	-0.13817406	0.08304596	-0.067129135	-0.011216164	35_34431	"Cluster: Sulfate transporter 3.1, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Sulfate transporter 3.1, putative, expressed - Oryza sat"	UniRef90_Q10RF5	"CHR4V7|COORD:1189062..1193325| SULTR3;2 (SULFATE TRANSPORTER 3;2); sulfate transporter"	AT4G02700.1	CHR03V5|COORD:3256021..3250261|protein sulfate transporter 3.1, putative, expressed	LOC_Os03g06520.1	"no descriptionvery weakly similar to (62.8)AT4G02700| Symbols: SULTR3;2 | SULTR3;2 (SULFATE TRANSPORTER 3;2); sulfate transporter | chr4:1189062-1193325 FORWARD"	transport.sulphate	34_6

CUST_172209_PI403524517	2	0.24084234	0.04311037	-0.13385773	0.17558432	-0.043109894	-0.12242699	35_47970	"Cluster: Hypothetical protein OJ1155_H10.28-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1155_H10.28-1 - Oryza sativa (japonica cu"	UniRef90_Q652L5	CHR2V7|COORD:11811058..11813042| aldo/keto reductase family protein	AT2G27680.1	CHR09V5|COORD:22648606..22651602|protein aldo-keto reductase/ oxidoreductase, putative, expressed	LOC_Os09g39390.1	no descriptionweakly similar to ( 175)AT2G27680| Symbols:  | aldo/keto reductase family protein | chr2:11811058-11813042 REVERSE	minor CHO metabolism.others	3_5

CUST_82776_PI403524517	2	0.09669495	-0.7326555	-0.09669495	0.19884872	0.17998695	-0.28265762	35_23737	Rep: Hypothetical protein - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q5XVC2	CHR3V7|COORD:1321459..1325955| pseudouridylate synthase	AT3G04820.1	CHR01V5|COORD:32994273..32987548|protein pseudouridylate synthase, putative, expressed	LOC_Os01g56620.1	no descriptionmoderately similar to ( 456)AT3G04820| Symbols:  | pseudouridylate synthase | chr3:1321459-1325955 REVERSEnot assigned PseudoU_synth_ScPUS7 COG0585 PSTD1 PseudoU_synth_TruD_like TruD truD PseudoU_synth_EcTruD PseudoU_synth	not assigned.unknown	35_2

CUST_67133_PI403524517	2	-0.2353487	0.70906067	0.16643238	-0.06332016	-0.19269466	0.06332016	35_19173	"Cluster: Dormancy/auxin associated protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Dormancy/auxin associated protein, expressed - Oryza sat"	UniRef90_Q10LM8	CHR1V7|COORD:21047079..21048134| dormancy/auxin associated family protein	AT1G56220.1	CHR03V5|COORD:12747713..12745294|protein auxin-repressed protein, putative, expressed	LOC_Os03g22270.1	no descriptionvery weakly similar to (64.3)AT1G56220| Symbols:  | dormancy/auxin associated family protein | chr1:21047079-21048046 FORWARDvery weakly similar to (53.5)12KD_FRAANAuxin-repressed 12.5 kDa protein - Fragaria ananassa (Strawberry)Auxin_repressed	development.unspecified	33_99

CUST_167143_PI403524517	2	0.020625114	-0.026147842	-0.12323284	0.12919903	0.06124592	-0.020625114	35_46556	0	0	"CHR3V7|COORD:16022910..16030860| CEF (CLONE EIGHTY-FOUR); transporter"	AT3G44340.1	0	0	no description	not assigned.unknown	35_2

CUST_175472_PI403524517	2	0.0623703	0.27135372	-0.17753696	-0.0623703	-0.47554398	0.092879295	35_48838	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_71384_PI403524517	2	0.22905445	-0.19890594	-0.049545765	0.43455124	0.04954624	-0.058073044	35_20450	"Cluster: Putative NADPH-dependent reductase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative NADPH-dependent reductase - Oryza sativa (japonica cultiv"	UniRef90_Q6Z3F9	CHR4V7|COORD:16771406..16773274| vestitone reductase-related	AT4G35250.1	CHR08V5|COORD:27567438..27562341|protein expressed protein	LOC_Os08g44000.1	no descriptionhighly similar to ( 612)AT4G35250| Symbols:  | vestitone reductase-related | chr4:16771406-16773274 REVERSEvery weakly similar to (58.5)IFRH_MAIZEIsoflavone reductase homolog IRL - Zea mays (Maize)not assigned not assigned not assigned COG0702 NmrA WcaG Epimerase GalE PRK05865	not assigned.no ontology	35_1

CUST_18685_PI403524517	2	-0.7815094	3.1582918	1.6334286	-1.9548893	-0.25776577	0.25776482	35_5404	"Cluster: Hypothetical protein P0657H12.23; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0657H12.23 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6EPF4	0	0	CHR08V5|COORD:27752607..27750800|protein recombination protein O, RecO, putative, expressed	LOC_Os08g44300.1	no descriptionPRK07764	not assigned.unknown	35_2

CUST_136471_PI403524517	2	-0.06084633	-0.3954754	0.17053032	0.012589455	-0.0066165924	0.0066165924	35_38268	Rep: Putative xyloglucan transferase - Musa acuminata (Banana)	UniRef90_Q2LGJ5	"CHR2V7|COORD:385373..387137| EXGT-A3 (endo-xyloglucan transferase A3); hydrolase, acting on glycosyl bonds"	AT2G01850.1	CHR09V5|COORD:13781438..13779702|protein xyloglucan endotransglucosylase/hydrolase protein 28 precursor, putative, expressed	LOC_Os09g23220.1	" no descriptionvery weakly similar to (78.2)AT2G01850| Symbols: XTH27, ATXTH27, EXGT-A3 | EXGT-A3 (endo-xyloglucan transferase A3); hydrolase, acting on glycosyl bonds | chr2:385373-387137 FORWARD"	cell wall.modification	10_7

CUST_16116_PI404877155	2	-0.61676025	0.036280632	0.11282253	0.0433836	-0.23889542	-0.036280632	Contig9995_at	putative calmodulin binding protein similar to ER66 [Oryza sativa (japonica cultivar-group)] gb|AAP53419.1| putative calmodulin binding prot	NP_921132.1	calmodulin-binding protein	At5g64220.1	protein CG-1 domain, putative	Os03g09100	Putative calmodulin-binding protein similar to ER66	RNA.regulation of transcription.AtSR Transcription Factor family	27_3_39

CUST_64759_PI403524517	2	-0.9463339	1.1259503	-0.1532507	0.24402666	0.1532507	-0.42098808	35_18490	"Cluster: Hypothetical protein P0684C02.14; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0684C02.14 - Oryza sativa (japonica cultivar-g"	UniRef90_Q8S1K6	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	CHR01V5|COORD:33957868..33956407|protein expressed protein	LOC_Os01g58150.1	no description	not assigned.unknown	35_2

CUST_159340_PI403524517	2	-0.16303349	0.3971138	-0.16153622	-0.07448006	0.07448006	0.087166786	35_44473	"Cluster: DnaJ domain containing protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: DnaJ domain containing protein, expressed - Oryza sativa (j"	UniRef90_Q2R254	CHR5V7|COORD:6255179..6257833| DNAJ heat shock N-terminal domain-containing protein	AT5G18750.1	CHR11V5|COORD:21304782..21308211|protein dnaJ domain containing protein, expressed	LOC_Os11g36960.1	no descriptionvery weakly similar to (77.0)AT5G18750| Symbols:  | DNAJ heat shock N-terminal domain-containing protein | chr5:6255179-6257833 FORWARD	stress.abiotic.heat	20_2_1

CUST_17155_PI404877155	2	-0.28561068	0.10522795	0.038578033	0.49191475	-0.11133766	-0.038577557	HT03K14r_at	tonoplast membrane integral protein ZmTIP3-1 [Zea mays]	AAK26771.1	tonoplast intrinsic protein, alpha / alpha-TIP (TIP3.1)	At1g73190.1	protein putative beta-tonoplast intrinsic protein	Os10g35050	NONE	transport.Major Intrinsic Proteins.TIP	34_19_2

CUST_33634_PI403524517	2	-0.020154	-0.8759346	-0.20301247	0.05128002	0.044460297	0.020154	35_9695	"Cluster: Membrane associated salt-inducible protein, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Membrane associated salt-inducible"	UniRef90_Q2R2Z6	0	0	CHR11V5|COORD:19504178..19500735|protein expressed protein	LOC_Os11g34160.1	no description	not assigned.unknown	35_2

CUST_4417_PI403524517	2	0.08114529	0.32024002	-0.006799698	-0.006799698	0.006799698	-0.009506226	35_1220	"Cluster: Putative plastid protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative plastid protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8H656	CHR2V7|COORD:14169808..14171805| plastid developmental protein DAG, putative	AT2G33430.1	CHR06V5|COORD:921217..924283|protein DAG protein, chloroplast precursor, putative, expressed	LOC_Os06g02600.2	 no descriptionmoderately similar to ( 215)AT2G33430| Symbols:  | plastid developmental protein DAG, putative | chr2:14169808-14171805 FORWARDweakly similar to ( 112)DAG_ANTMADAG protein, chloroplast precursor - Antirrhinum majus (Garden snapdragon)	development.unspecified	33_99

CUST_14138_PI404877155	2	0.021697998	0.51065254	0.08962059	-0.22366333	-0.021698952	-0.09110069	Contig7958_at	peptide transporter [Oryza sativa (japonica cultivar-group)] dbj|BAB62327.1| peptide transporter [Oryza sativa (japonica cultivar-group)]	BAB62326.1	peptide transporter (PTR2-B) / oligopeptide transporter 1-1, putative (OPT1-1)	At2g02040.1	protein putative peptide transporter 1	Os03g51050	NONE	transport.peptides and oligopeptides	34_13

CUST_26243_PI403524517	2	0.43524647	0.021570683	0.01588583	-0.4355936	-0.7019086	-0.01588583	35_7604	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q337H4	"CHR1V7|COORD:3684568..3689537| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G61030.1); similar to Os10g0497000 [Oryza sativa (japonica cultivar-gr"	AT1G11060.1	CHR10V5|COORD:18576917..18585724|protein expressed protein	LOC_Os10g35380.1	"no descriptionweakly similar to ( 161)AT1G11060| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G61030.1); similar to Os10g0497000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001064956.1); similar to putative dentin phosphoryn protein [Oryza sativa (japonica cultivar-group)] (GB:AAL58277.1); contains domain ARM repeat (SSF48371); contains domain gb def: Hypothetical protein T19D16.5 (PTHR22100:SF10); contains domain FAMILY NOT NAMED (PTHR22100) | chr1:3684568-3689537 FORWARDnot assigned not assigned not assigned not assigned not assigned WAPL PRK07003 PRK12323 PRK07764 PRK12678 TT_ORF1"	not assigned.unknown	35_2

CUST_17471_PI404877155	2	0.14670086	-0.45465088	-0.061904907	0.06174755	0.028783798	-0.028784752	HV_CEa0002J17f2_x_at	succinyl CoA ligase beta subunit [Lycopersicon esculentum]	AAO22150.1	succinyl-CoA ligase (GDP-forming) beta-chain, mitochondrial, putative / succinyl-CoA synthetase, beta chain, put	At2g20420.1	protein succinyl-CoA synthetase, beta subunit	Os02g40830	plastidic alpha 1,4-glucan phosphorylase 3	TCA / org. transformation.TCA.succinyl-CoA ligase	8_1_06

CUST_36513_PI403524517	2	-0.024478912	0.022126198	-0.022127151	0.40420532	-0.05264187	0.14655113	35_10529	"Cluster: Os01g0686300 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0686300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JKA9	"CHR3V7|COORD:7595890..7597380| UGT84A2; UDP-glycosyltransferase/ sinapate 1-glucosyltransferase"	AT3G21560.1	CHR01V5|COORD:28634500..28636348|protein limonoid UDP-glucosyltransferase, putative, expressed	LOC_Os01g49240.1	"no descriptionweakly similar to ( 122)AT3G21560| Symbols: UGT84A2 | UGT84A2; UDP-glycosyltransferase/ sinapate 1-glucosyltransferase | chr3:7595890-7597380 FORWARDvery weakly similar to (88.6)IAAG_MAIZEIndole-3-acetate beta-glucosyltransferase - Zea mays (Maize)not assigned"	misc.UDP glucosyl and glucoronyl transferases	26_2

CUST_62896_PI403524517	2	0.23830795	-0.103507996	-0.050663948	0.009520531	0.044416428	-0.009519577	35_17939	"Cluster: Putative Chain C, Structure Of The Plant Transcriptional Regulator Pbf-2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Chain C, Structure"	UniRef90_Q6ET43	"CHR1V7|COORD:26865511..26867053| ATWHY2 (A. THALIANA WHIRLY 2); DNA binding"	AT1G71260.1	CHR02V5|COORD:3187022..3182870|protein DNA binding protein, putative, expressed	LOC_Os02g06370.1	"no descriptionmoderately similar to ( 224)AT1G71260| Symbols: ATWHY2 | ATWHY2 (A. THALIANA WHIRLY 2); DNA binding | chr1:26865511-26867053 REVERSEWhirly"	DNA.unspecified	28_99

CUST_15742_PI399408534	2	0.018913269	0.15779495	0.009028435	-0.09292507	-0.009028435	-0.31861115	35_27537	Rep: OSIGBa0140O07.7 protein - Oryza sativa (Rice)	UniRef90_Q01J36	CHR1V7|COORD:20246785..20247294| proline-rich family protein	AT1G54215.1	CHR04V5|COORD:21993573..21995041|protein 6b-interacting protein 1, putative, expressed	LOC_Os04g36790.1	no descriptionvery weakly similar to (55.5)AT3G14180| Symbols:  | transcription factor | chr3:4707297-4708628 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned PRK07003 PRK07764 PRK12323	RNA.regulation of transcription.Trihelix, Triple-Helix transcription factor family	27_3_30

CUST_72477_PI403524517	2	-3.9863586E-4	0.005235672	-0.07080746	3.976822E-4	0.032281876	-0.030741692	35_20771	"Cluster: BZIP protein-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: BZIP protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5QMW2	"CHR5V7|COORD:8906687..8909850| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G52320.2); similar to Spectrin repeat [Medicago truncatula]"	AT5G25590.1	CHR01V5|COORD:17601686..17593008|protein expressed protein	LOC_Os01g31580.1	"no descriptionmoderately similar to ( 273)AT5G25590| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G52320.2); similar to Spectrin repeat [Medicago truncatula] (GB:ABE93358.1); similar to Os05g0394200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001055459.1); contains InterPro domain Protein of unknown function DUF632; (InterPro:IPR006867); contains InterPro domain Protein of unknown function DUF630; (InterPro:IPR006868) | chr5:8906687-8909850 REVERSEDUF632"	not assigned.unknown	35_2

CUST_19032_PI403524517	2	-0.07668781	-0.15606594	0.044286728	0.12763405	0.19795418	-0.044286728	35_5513	"Cluster: Hypothetical protein OJ1065_E04.2-2; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1065_E04.2-2 - Oryza sativa (japonica cult"	UniRef90_Q653S4	CHR4V7|COORD:15406691..15408595| protein phosphatase 2C, putative / PP2C, putative	AT4G31860.1	CHR09V5|COORD:22177767..22173251|protein protein phosphatase 2C isoform gamma, putative, expressed	LOC_Os09g38550.4	 no descriptionmoderately similar to ( 495)AT4G31860| Symbols:  | protein phosphatase 2C, putative / PP2C, putative | chr4:15406691-15408595 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned PP2Cc PP2Cc PP2C PTC1 	protein.postranslational modification	29_4

CUST_51921_PI403524517	2	-0.039690018	-0.12631512	0.43678474	-0.043729782	0.06871414	0.03969097	35_14800	Rep: ZIM motif-containing protein - Triticum aestivum (Wheat)	UniRef90_A1YJE1	"CHR5V7|COORD:7090885..7092203| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G43440.1); similar to ZIM motif family protein, expressed [Oryza"	AT5G20900.1	CHR04V5|COORD:33087395..33091165|protein ZIM motif family protein, expressed	LOC_Os04g55920.2	" no descriptionvery weakly similar to (90.9)AT5G20900| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G43440.1); similar to ZIM motif family protein, expressed [Oryza sativa (japonica cultivar-group)] (GB:ABF96481.1); similar to OSJNBa0060D06.16 [Oryza sativa (japonica cultivar-group)] (GB:CAE03550.1); similar to Os04g0653000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001054103.1); contains InterPro domain ZIM; (InterPro:IPR010399) | chr5:7090885-7092203 FORWARDtify CCT_2 "	not assigned.unknown	35_2

CUST_70529_PI403524517	2	0.06715202	0.27208996	-0.06715298	-0.08683777	-0.14045715	0.12129974	35_20202	Rep: Adagio-like protein 1 - Oryza sativa (Rice)	UniRef90_Q5Z8K3	"CHR5V7|COORD:23258823..23261482| ZTL (ZEITLUPE); ubiquitin-protein ligase"	AT5G57360.1	CHR06V5|COORD:28973575..28968490|protein adagio protein 1, putative, expressed	LOC_Os06g47890.2	" no descriptionmoderately similar to ( 286)AT5G57360| Symbols: ZTL, LKP1, ADO1, FKL2 | ZTL (ZEITLUPE); ubiquitin-protein ligase | chr5:23258823-23261482 FORWARDmoderately similar to ( 303)ADO1_ORYSAnot assigned "	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_3066_PI404877155	2	-0.3846445	0.08815861	-0.0187006	0.18673038	-0.1995573	0.018699646	Contig13498_at	receptor-like protein kinase-like protein [Oryza sativa (japonica cultivar-group)]	BAC57713.1	protein kinase, putative	At4g23280.1	protein Similar to serine/threonine kinase - like protein	Os06g47790	protein kinase family protein, contains Pfam PF00069: Protein kinase domain	signalling.receptor kinases.DUF 26	30_2_17

CUST_71790_PI403524517	2	0.3757515	-0.041700363	0.20240498	-0.079146385	-0.2923622	0.041701317	35_20580	Rep: T1J1.5 protein - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q9ZPH3	CHR4V7|COORD:2511210..2517050| transducin family protein / WD-40 repeat family protein	AT4G04940.1	CHR06V5|COORD:26302932..26311361|protein WD repeat-containing protein 36, putative, expressed	LOC_Os06g43690.1	no descriptionmoderately similar to ( 246)AT4G04940| Symbols:  | transducin family protein / WD-40 repeat family protein | chr4:2511210-2517050 REVERSEnot assigned	not assigned.no ontology	35_1

CUST_21477_PI403524517	2	0.0	-0.3297224	-0.0037469864	0.056206703	0.078424454	0.0	35_6234	"Cluster: Os07g0192300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0192300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D810	CHR2V7|COORD:15049400..15050413| DNAJ heat shock N-terminal domain-containing protein	AT2G35795.1	CHR07V5|COORD:4979956..4976267|protein mitochondrial import inner membrane translocase subunit TIM14, putative, expressed	LOC_Os07g09450.1	no descriptionweakly similar to ( 166)AT5G03030| Symbols:  | DNAJ heat shock N-terminal domain-containing protein | chr5:708477-709511 REVERSEnot assigned	stress.abiotic.heat	20_2_1

CUST_2522_PI404877155	2	0.031367302	-0.83460236	-0.031368256	0.26626015	0.43270493	-0.042923927	Contig12918_at	allene oxide synthase [Nicotiana attenuata]	CAC82911.1	allene oxide synthase (AOS) / hydroperoxide dehydrase / cytochrome P450 74A (CYP74A)	At5g42650.1	protein allene oxide synthase	Os02g12690	allene oxide synthase (AOS) / hydroperoxide dehydrase / cytochrome P450 74A (CYP74A), identical to Allene oxide synthase, chloroplast precursor (Hydroperoxide dehydrase) (Cytochrome P450 74A)  (SP:Q96242)  {Arabidopsis thaliana}	hormone metabolism.jasmonate.synthesis-degradation.allene oxidase synthase	17_7_1_3

CUST_130162_PI403524517	2	0.1155982	0.05627346	-0.056273937	-0.08432436	0.078475	-0.12149668	35_36555	"Cluster: Hypothetical protein rsr-1; n=1; Caenorhabditis elegans|Rep: Hypothetical protein rsr-1 - Caenorhabditis elegans"	UniRef90_O62185	"CHR1V7|COORD:5675918..5678679| SR45 (arginine/serine-rich 45); RNA binding"	AT1G16610.2	CHR04V5|COORD:20520644..20522442|protein extensin precursor, putative, expressed	LOC_Os04g34170.2	no descriptionnot assigned not assigned Tymo_45kd_70kd	not assigned.unknown	35_2

CUST_71954_PI403524517	2	0.0725975	-0.10165501	0.011179924	-0.05949688	0.11795521	-0.01117897	35_20627	"Cluster: Homoserine dehydrogenase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Homoserine dehydrogenase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QYB7	CHR5V7|COORD:7149155..7152747| homoserine dehydrogenase family protein	AT5G21060.1	CHR11V5|COORD:1332416..1328411|protein bifunctional aspartokinase/homoserine dehydrogenase, chloroplast precursor, putative, expressed	LOC_Os11g03470.3	 no descriptionmoderately similar to ( 307)AT5G21060| Symbols:  | homoserine dehydrogenase | chr5:7149155-7152747 REVERSEweakly similar to ( 124)AKH1_MAIZEBifunctional aspartokinase/homoserine dehydrogenase 1, chloroplast precursor - Zea mays (Maize)not assigned thrA ThrA metL PRK06270 Homoserine_dh PRK06392 PRK06349 PRK08374 PRK06813 	amino acid metabolism.synthesis.aspartate family.misc.homoserine.aspartate kinase	13_1_3_6_1_1

CUST_44229_PI403524517	2	0.2858119	-0.31308508	0.03843355	-0.03843355	0.2161274	-0.07008314	35_12690	"Cluster: OSJNBa0060N03.9 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0060N03.9 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XPF2	CHR3V7|COORD:3346794..3350868| GHMP kinase family protein	AT3G10700.1	CHR04V5|COORD:30551639..30545402|protein galactokinase, putative, expressed	LOC_Os04g51880.5	no descriptionweakly similar to ( 168)AT3G10700| Symbols:  | GHMP kinase family protein | chr3:3346794-3350868 REVERSEnot assigned GalK PRK05322 PRK05101 PRK00555 PRK03817	minor CHO metabolism.galactose.galactokinases	3_8_1

CUST_13276_PI403524517	2	-0.31411552	0.0967226	-0.045116425	0.044564247	0.027740479	-0.027740479	35_3802	"Cluster: Expressed protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10PA4	"CHR4V7|COORD:17021675..17023596| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G17787.1); similar to glutamic acid-rich protein [Plasmodium"	AT4G35940.1	CHR03V5|COORD:7459430..7462851|protein expressed protein	LOC_Os03g13810.1	no descriptionnot assigned not assigned Atrophin-1	not assigned.unknown	35_2

CUST_175403_PI403524517	2	-0.07974768	-0.2661476	-0.13324642	0.36930895	0.30722237	0.0797472	35_48820	"Cluster: Putative enoyl-ACP reductase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative enoyl-ACP reductase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6H5J0	"CHR2V7|COORD:2322873..2324864| MOD1 (MOSAIC DEATH 1); enoyl-[acyl-carrier-protein] reductase (NADH)/ oxidoreductase"	AT2G05990.1	CHR08V5|COORD:14281493..14286153|protein enoyl-[acyl-carrier-protein] reductase [NADH], chloroplast precursor, expressed	LOC_Os08g23810.1	" no descriptionweakly similar to ( 108)AT2G05990| Symbols: ENR1, MOD1 | MOD1 (MOSAIC DEATH 1); enoyl-[acyl-carrier-protein] reductase (NADH)/ oxidoreductase | chr2:2322873-2324864 FORWARDweakly similar to ( 112)FABI_BRANAEnoyl-[acyl-carrier-protein] reductase [NADH], chloroplast precursor - Brassica napus (Rape)PRK06300 FabI PRK07370 PRK08415 PRK06997 PRK07533 PRK08690 PRK08159 PRK07984 PRK08594 PRK06603 "	lipid metabolism.FA synthesis and FA elongation.enoyl ACP reductase	11_1_6

CUST_73724_PI403524517	2	-0.06060314	-0.18937683	0.060604095	0.12624454	-0.19539833	0.23658943	35_21142	"Cluster: Os10g0577600 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os10g0577600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IVD6	0	0	CHR10V5|COORD:22696024..22702080|protein jmjC domain containing protein, expressed	LOC_Os10g42690.1	no description	not assigned.unknown	35_2

CUST_4386_PI404877155	2	0.12371254	0.31539536	-0.056578636	-0.23018551	-0.2113676	0.056578636	Contig15345_at	hypothetical protein~similar to Arabidopsis thaliana chromosome 3, At3g02290 [Oryza sativa (japonica cultivar-group)] dbj|BAB89658.1| hypoth	NP_914859.1	zinc finger (DHHC type) family protein	At3g26935.1	protein DHHC zinc finger domain, putative	Os01g70100	NONE	RNA.regulation of transcription.unclassified	27_3_99

CUST_13306_PI404877155	2	0.07660866	-0.13118362	-0.03836918	0.038368225	0.07997513	-0.09310341	Contig699_s_at	unknown protein [Oryza sativa (japonica cultivar-group)] gb|AAO18438.1| unknown protein [Oryza sativa (japonica cultivar-group)]	NP_910036.1	60S ribosomal protein L6 (RPL6C)	At1g74050.1	protein expressed protein	Os03g60950	DnaJ-like protein	stress.abiotic.heat	20_2_1

CUST_32355_PI399408534	2	0.043966293	-0.18722153	0.0110349655	-0.011035919	-0.017801285	0.08766365	35_11849	"Cluster: Putative ADP-ribosylation factor-directed GTPase activating protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ADP-ribosylation"	UniRef90_Q6H462	CHR1V7|COORD:22404909..22411304| ARF GTPase-activating domain-containing protein	AT1G60860.1	CHR02V5|COORD:25323314..25336072|protein VAN3, putative, expressed	LOC_Os02g42134.3	no descriptionweakly similar to ( 129)AT1G60860| Symbols:  | ARF GTPase-activating domain-containing protein | chr1:22404909-22411304 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned ANK	signalling.G-proteins	30_5

CUST_171437_PI403524517	2	-0.0041036606	0.61959267	0.36337662	-0.13523912	0.0041036606	-0.33678722	35_47772	Rep: Wiskott-Aldrich syndrome - Brachydanio rerio (Zebrafish) (Danio rerio)	UniRef90_Q7T318	CHR4V7|COORD:11840328..11841455| protease inhibitor/seed storage/lipid transfer protein (LTP) family protein	AT4G22470.1	CHR07V5|COORD:24271675..24264784|protein formin-2, putative, expressed	LOC_Os07g40510.1	no description	not assigned.unknown	35_2

CUST_115861_PI403524517	2	0.05361986	0.10183954	-0.0131139755	0.0131139755	-0.14823341	-0.63257074	35_32857	"Cluster: Ribosomal protein L7; n=1; Triticum aestivum|Rep: Ribosomal protein L7 - Triticum aestivum (Wheat)"	UniRef90_Q5I7K6	CHR2V7|COORD:18256303..18257478| 60S ribosomal protein L7 (RPL7C)	AT2G44120.1	CHR04V5|COORD:30380850..30383841|protein 60S ribosomal protein L7-2, putative, expressed	LOC_Os04g51630.3	no descriptionvery weakly similar to (64.7)AT2G44120| Symbols:  | 60S ribosomal protein L7 (RPL7C) | chr2:18256303-18257493 REVERSEnot assigned Ribosomal_L7	protein.synthesis.misc ribososomal protein	29_2_2

CUST_135301_PI403524517	2	-0.24677753	0.71735525	-0.16593838	0.39599705	0.093122005	-0.09312248	35_37954	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_18439_PI404877155	2	0.012604713	0.36116886	-0.028605461	-0.19285965	0.022958755	-0.012605667	HVSMEi0002J01r2_at	0	0	0	0	0	0	NONE	hormone metabolism.abscisic acid.induced-regulated-responsive-activated	17_1_3

CUST_8290_PI399408534	2	0.5322819	-0.15717793	0.4762516	0.15717793	-0.18427324	-0.43562126	35_21204	Rep: OSJNBa0096F01.1 protein - Oryza sativa (Rice)	UniRef90_Q7XNH2	CHR4V7|COORD:12117699..12120145| CRK5 (CYSTEINE-RICH RLK5)	AT4G23130.2	CHR04V5|COORD:5227870..5226855|protein ATP binding protein, putative	LOC_Os04g09780.1	 no descriptionvery weakly similar to ( 100)AT4G23130| Symbols: RLK6, CRK5 | CRK5 (CYSTEINE-RICH RLK5) | chr4:12117699-12120145 REVERSEnot assigned not assigned not assigned not assigned DUF26 PRK07003 PRK12678 PRK12323 	signalling.receptor kinases.DUF 26	30_2_17

CUST_6359_PI404877155	2	-0.21476555	0.17567348	-0.010318756	-0.12749672	0.010318756	0.025061607	Contig19026_at	0	CAA09202.1	DEAD box RNA helicase, putative (RH11)	At3g58510.1	protein hypothetical protein	Os11g38670	"DEAD box RNA helicase, putative (RH11), similar to RNA helicase DBY protein (Mus musculus) GI:3790186, SP:O00571 DEAD-box protein 3 (Helicase-like protein 2) {Homo sapiens}; contains Pfam profiles PF00270: DEAD/DEAH box helicase, PF00271: Helicase conserv"	RNA.processing.RNA helicase	27_1_2

CUST_132652_PI403524517	2	0.10680008	0.11137962	-0.028196335	-0.038229942	-0.05619812	0.028195381	35_37251	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_52918_PI403524517	2	-0.34153843	0.573884	0.35015202	0.101545334	-0.10154438	-0.49501896	35_15069	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_103292_PI403524517	2	0.15425682	0.82593346	0.23890877	-0.2202878	-0.15425682	-0.2562008	35_29454	"Cluster: Putative membrane protein; n=1; Emiliania huxleyi virus 86|Rep: Putative membrane protein - Emiliania huxleyi virus 86"	UniRef90_Q4A2B5	CHR4V7|COORD:10275928..10278502| leucine-rich repeat family protein / extensin family protein	AT4G18670.1	CHR04V5|COORD:20921395..20919883|protein transposon protein, putative, CACTA, En/Spm sub-class	LOC_Os04g34820.1	no description	not assigned.unknown	35_2

CUST_117878_PI403524517	2	0.00826931	0.30168056	0.11626816	-0.27381992	-0.17873764	-0.008270264	35_33390	Rep: PIK-related kinase, FATC - Medicago truncatula (Barrel medic)	UniRef90_Q1T4S0	"CHR5V7|COORD:16361088..16371075| ATR (ATAXIA TELANGIECTASIA-MUTATED AND RAD3-RELATED); inositol or phosphatidylinositol kinase"	AT5G40820.1	CHR01V5|COORD:332611..367993|protein phosphatidylinositol 3- and 4-kinase family protein, expressed	LOC_Os01g01689.3	"no descriptionvery weakly similar to (62.4)AT5G40820| Symbols: ATR | ATR (ATAXIA TELANGIECTASIA-MUTATED AND RAD3-RELATED); inositol or phosphatidylinositol kinase | chr5:16361088-16371075 REVERSEvery weakly similar to (64.3)ATR_ORYSAnot assigned not assigned PI3Kc_related PI3Kc_family TEL1 PI3Kc PI3_PI4_kinase"	not assigned.no ontology	35_1

CUST_100447_PI403524517	2	0.13053417	0.7648053	0.25916576	-0.13053417	-0.28776932	-0.2564211	35_28672	"Cluster: Expressed protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10CM8		0	CHR03V5|COORD:31133330..31130357|protein NLI interacting factor-like phosphatase family protein, expressed	LOC_Os03g54870.1	no description	not assigned.unknown	35_2

CUST_15719_PI404877155	2	-0.6105919	-1.012106	0.693182	0.18035507	0.12950325	-0.12950325	Contig9556_at	putative 12-oxophytodienoate reductase [Oryza sativa (japonica cultivar-group)] ref|XP_507257.1| PREDICTED P0493A04.35 gene product [Oryza s	XP_482784.1	12-oxophytodienoate reductase (OPR3) / delayed dehiscence1 (DDE1)	At2g06050.2	protein oxidoreductase, FAD/FMN-binding	Os08g35740	12-oxophytodienoate reductase 3	hormone metabolism.jasmonate.synthesis-degradation.12-Oxo-PDA-reductase	17_7_1_5

CUST_78173_PI403524517	2	0.20338011	0.3228445	0.031725883	-0.31791258	-0.42235327	-0.031725883	35_22409	"Cluster: OSJNBb0045P24.2 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBb0045P24.2 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7X8A8	"CHR2V7|COORD:9704460..9706664| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G37820.1); similar to hypothetical protein B14911_03489 [Bacillus sp."	AT2G22795.1	CHR04V5|COORD:8106153..8097276|protein PHD-finger family protein, expressed	LOC_Os04g14510.2	no description	not assigned.unknown	35_2

CUST_25454_PI403524517	2	-0.27328682	0.80188084	0.22472525	0.008887291	-0.008886814	-0.11935997	35_7377	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_181125_PI403524517	2	-0.18275452	0.13723946	-0.06771135	0.21485853	-0.101967335	0.06771135	35_50370	"Cluster: Aspartate aminotransferase, cytoplasmic; n=4; Magnoliophyta|Rep: Aspartate aminotransferase, cytoplasmic - Oryza sativa (Rice)"	UniRef90_P37833	CHR5V7|COORD:6598203..6601599| ASP2 (ASPARTATE AMINOTRANSFERASE 2)	AT5G19550.1	CHR01V5|COORD:32330538..32325499|protein aspartate aminotransferase, cytoplasmic, putative, expressed	LOC_Os01g55540.2	 no descriptionvery weakly similar to (78.6)AT5G19550| Symbols: AAT2, ASP2 | ASP2 (ASPARTATE AMINOTRANSFERASE 2) | chr5:6598203-6601599 FORWARDvery weakly similar to (90.9)AATC_ORYSAnot assigned not assigned TyrB PRK09257 	amino acid metabolism.synthesis.central amino acid metabolism.aspartate.aspartate aminotransferase	13_1_1_2_1

CUST_60465_PI403524517	2	0.0046977997	-0.12901688	-0.043418884	0.16740227	0.09443188	-0.0046977997	35_17237	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10T66	"CHR5V7|COORD:20795542..20796606| similar to dehydratase family [Arabidopsis thaliana] (TAIR:AT1G29810.1); similar to expressed protein [Oryza sativa (japonica"	AT5G51110.1	CHR03V5|COORD:6422..5526|protein expressed protein	LOC_Os03g01030.1	"no descriptionvery weakly similar to (91.3)AT5G51110| Symbols:  | similar to dehydratase family [Arabidopsis thaliana] (TAIR:AT1G29810.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABF93463.1); contains InterPro domain Transcriptional coactivator/pterin dehydratase; (InterPro:IPR001533) | chr5:20795542-20796606 REVERSE"	not assigned.unknown	35_2

CUST_22365_PI399408534	2	0.08607578	0.19395638	0.013705254	-0.12903595	-0.013706207	-0.2575779	35_14882	"Cluster: Putative U2 snRNP protein A'; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative U2 snRNP protein A' - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6EUK2	"CHR1V7|COORD:3159478..3161605| U2A' (U2 small nuclear ribonucleoprotein A); protein binding"	AT1G09760.1	CHR02V5|COORD:7635234..7630852|protein U2 small nuclear ribonucleoprotein A, putative, expressed	LOC_Os02g13990.1	"no descriptionmoderately similar to ( 273)AT1G09760| Symbols: U2A' | U2A' (U2 small nuclear ribonucleoprotein A); protein binding | chr1:3159478-3161605 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned COG4886"	RNA.processing	27_1

CUST_132406_PI403524517	2	0.22373486	0.15321302	-0.07427263	0.06598282	-0.065983295	-0.19805908	35_37183	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_157741_PI403524517	2	-0.09665108	-0.0020532608	0.0020532608	0.06180191	0.017189026	-0.09665108	35_44042	"Cluster: Hypothetical protein P0455H11.108; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0455H11.108 - Oryza sativa (japonica cultivar"	UniRef90_Q8L4U3	"CHR5V7|COORD:2380209..2381231| GRP18 (Glycine rich protein 18); nutrient reservoir"	AT5G07520.1	CHR07V5|COORD:26306253..26306835|protein expressed protein	LOC_Os07g44010.1	no description	not assigned.unknown	35_2

CUST_97215_PI403524517	2	0.10800362	0.086530685	-0.046889305	-0.1459341	-0.18144321	0.046889305	35_27765	"Cluster: Hypothetical protein OJ1729_E02.5; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1729_E02.5 - Oryza sativa (japonica cultivar"	UniRef90_Q75L89	0	0	CHR05V5|COORD:1218325..1223379|protein myosin heavy chain-like protein, putative, expressed	LOC_Os05g03120.3	no description	not assigned.unknown	35_2

CUST_140554_PI403524517	2	0.08202839	0.2569456	-0.070290565	-0.20005512	0.070290565	-0.21493816	35_39409	"Cluster: Nuclear division RFT1-like protein; n=2; Arabidopsis arenosa|Rep: Nuclear division RFT1-like protein - Cardaminopsis arenosa (Sand rock-cress) (Arabido"	UniRef90_Q6V5B3	CHR5V7|COORD:2412033..2414524| nuclear division RFT family protein	AT5G07630.1	CHR07V5|COORD:17886127..17879313|protein oligosaccharide translocation protein rft1, putative, expressed	LOC_Os07g30250.1	no descriptionweakly similar to ( 165)AT5G07630| Symbols:  | nuclear division RFT family protein | chr5:2412033-2414524 FORWARDnot assigned Rft-1	not assigned.no ontology	35_1

CUST_29289_PI399408534	2	-0.0468235	-0.011770248	-0.08842087	0.050231934	0.050231934	0.011768341	35_1140	"Cluster: High mobility group box protein 2; n=2; Oryza sativa (japonica cultivar-group)|Rep: High mobility group box protein 2 - Oryza sativa (japonica cultivar"	UniRef90_Q8SBC5	CHR1V7|COORD:7177272..7178477| HMGB2 (HIGH MOBILITY GROUP B 2)	AT1G20693.2	CHR02V5|COORD:27219406..27221344|protein HMG1/2-like protein, putative, expressed	LOC_Os02g44930.1	 no descriptionvery weakly similar to (56.2)AT1G20696| Symbols: NFD3, NFD03, HMGB3 | HMGB3 (HIGH MOBILITY GROUP B 3) | chr1:7179815-7181160 FORWARDvery weakly similar to (64.3)MNB1B_MAIZEDNA-binding protein MNB1B - Zea mays (Maize)HMGB-UBF_HMG-box 	RNA.regulation of transcription.Nucleosome/chromatin assembly factor group	27_3_62

CUST_758_PI404877155	2	-0.3000126	1.2105246	0.01621437	0.3166294	-0.22692585	-0.01621437	Contig10719_at	myb family transcription factor [Arabidopsis thaliana] pir||F86267 T6J4.6 protein - Arabidopsis thaliana	NP_563926.1	myb family transcription factor	At1g13300.1	protein myb-like DNA-binding domain, SHAQKYF class, putative	Os02g22020	gi|25513742|pir||H86385 38.7K hypothetical protein F2J7.21	RNA.regulation of transcription.G2-like transcription factor family, GARP	27_3_20

CUST_93130_PI403524517	2	0.3309641	0.342175	0.05892515	-0.05892563	-0.25586843	-0.2748165	35_26628	"Cluster: Hypothetical protein OJ1126_D01.5; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1126_D01.5 - Oryza sativa (japonica cultivar"	UniRef90_Q6I645	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	CHR05V5|COORD:22158446..22155807|protein expressed protein	LOC_Os05g37930.2	no description	not assigned.unknown	35_2

CUST_8796_PI404877155	2	0.15187073	-0.0033245087	0.0033254623	-0.102996826	0.1289463	-0.12868214	Contig26293_at	mitochondrial substrate carrier family protein [Arabidopsis thaliana]	NP_565048.1	mitochondrial substrate carrier family protein	At1g72820.1	protein Mitochondrial carrier protein, putative	Os09g27240	mitochondrial substrate carrier family protein, contains Pfam profile: PF00153 mitochondrial carrier protein	transport.metabolite transporters at the mitochondrial membrane	34_9

CUST_20079_PI399408534	2	0.13578224	0.3615923	0.02240181	-0.054613113	-0.022400856	-0.15547657	35_4104	"Cluster: Putative arginine/serine-rich splicing factor RSp41; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative arginine/serine-rich splicing factor RSp"	UniRef90_Q6Z725	"CHR5V7|COORD:21148307..21150544| ATRSP41 (Arabidopsis thaliana arginine/serine-rich splicing factor 41); RNA binding"	AT5G52040.2	CHR02V5|COORD:1197056..1193367|protein arginine/serine-rich splicing factor RSP41, putative, expressed	LOC_Os02g03040.1	" no descriptionmoderately similar to ( 293)AT5G52040| Symbols: ATRSP41 | ATRSP41 (Arabidopsis thaliana arginine/serine-rich splicing factor 41); RNA binding | chr5:21148307-21150544 FORWARDvery weakly similar to (51.6)ROC3_NICSY28 kDa ribonucleoprotein, chloroplast precursor - Nicotiana sylvestris (Wood tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG0724 RRM_1 RRM "	RNA.processing.splicing	27_1_1

CUST_46389_PI403524517	2	0.06860924	0.11588478	-0.008142471	-0.083436966	-0.036403656	0.008142471	35_13284	Rep: Uncoupling protein - Zea mays (Maize)	UniRef90_Q8S4C4	"CHR3V7|COORD:20049868..20051974| ATPUMP1/UCP1 (UNCOUPLING PROTEIN 1); binding / oxidative phosphorylation uncoupler"	AT3G54110.1	CHR11V5|COORD:28403153..28407097|protein mitochondrial uncoupling protein 3, putative, expressed	LOC_Os11g48040.1	no description	not assigned.unknown	35_2

CUST_8049_PI399408534	2	0.075193405	0.19914055	0.07361889	-0.17157745	-0.07361984	-0.12041569	35_4592	"Cluster: Protein kinase C substrate 80K-H isoform 2-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Protein kinase C substrate 80K-H isoform 2-like - Ory"	UniRef90_Q5NBP9	CHR5V7|COORD:22840812..22845176| calmodulin-binding protein	AT5G56360.1	CHR01V5|COORD:9706474..9699515|protein protein kinase C substrate 80K-H, putative, expressed	LOC_Os01g16970.2	no descriptionmoderately similar to ( 281)AT5G56360| Symbols:  | calmodulin-binding protein | chr5:22840812-22845176 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned CobT Caldesmon MDN1 CobT	signalling.calcium	30_3

CUST_23120_PI403524517	2	-0.22424507	0.2346077	0.00789547	-0.007896423	-0.027845383	0.051750183	35_6721	"Cluster: Putative cell wall protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative cell wall protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6F3A8	"CHR3V7|COORD:3325567..3330824| similar to structural constituent of nuclear pore [Arabidopsis thaliana] (TAIR:AT2G45000.1); similar to Os03g0788300 [Oryza sativ"	AT3G10650.1	CHR03V5|COORD:32683646..32689998|protein expressed protein	LOC_Os03g57430.1	"no descriptionvery weakly similar to (71.6)AT3G10650| Symbols:  | similar to structural constituent of nuclear pore [Arabidopsis thaliana] (TAIR:AT2G45000.1); similar to Os03g0788300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001051501.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABF99255.1) | chr3:3325567-3330824 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG5651 PRK07003"	not assigned.unknown	35_2

CUST_132848_PI403524517	2	-0.014042854	0.21247768	0.118395805	-0.21505642	0.014042854	-0.093304634	35_37306	"Cluster: Expressed protein, having alternative splicing products; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein, having alternative splicin"	UniRef90_Q75GC3	CHR3V7|COORD:8004006..8005459| RNA pol II accessory factor Cdc73 family protein	AT3G22590.1	CHR03V5|COORD:26073842..26069987|protein parafibromin, putative, expressed	LOC_Os03g46190.2	no descriptionweakly similar to ( 134)AT3G22590| Symbols:  | RNA pol II accessory factor Cdc73 family protein | chr3:8004006-8005459 FORWARDnot assigned CDC73 CDC73	RNA.transcription	27_2

CUST_6151_PI403524517	2	0.041039467	0.4484682	-0.041039467	0.20394325	-0.25340223	-0.12603045	35_1705	Rep: Glutathione S-transferase - Triticum aestivum (Wheat)	UniRef90_O04437	"CHR2V7|COORD:629014..630954| ATGSTZ1 (GLUTATHIONE S-TRANSFERASE 18); glutathione transferase"	AT2G02390.1	CHR12V5|COORD:5759492..5762703|protein glutathione S-transferase, putative, expressed	LOC_Os12g10730.2	" no descriptionmoderately similar to ( 224)AT2G02390| Symbols: GST18, ATGSTZ1 | ATGSTZ1 (GLUTATHIONE S-TRANSFERASE 18); glutathione transferase | chr2:629014-630954 FORWARDmoderately similar to ( 412)GSTZ_WHEATGlutathione S-transferase - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned GST_C_Zeta Gst GST_N_Zeta GST_N_family GST_N_GTT1_like GST_N_Phi GST_N_Beta GST_N_Theta sspA GST_N_Tau GST_N_Ure2p_like GST_N GST_N_Delta_Epsilon GST_N_SspA GST_N_4 "	misc.glutathione S transferases	26_9

CUST_107292_PI403524517	2	-0.07773924	0.20711374	0.06751156	0.021762371	-0.021762371	-0.07044935	35_30532	"Cluster: Hypothetical protein F13E17.2; n=1; Arabidopsis thaliana|Rep: Hypothetical protein F13E17.2 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9FW03	CHR3V7|COORD:11650950..11653044| hydrolase, alpha/beta fold family protein	AT3G29770.1	CHR07V5|COORD:24697800..24702099|protein esterase PIR7B, putative, expressed	LOC_Os07g41230.1	 no descriptionvery weakly similar to (82.4)AT3G29770| Symbols:  | hydrolase, alpha/beta fold family protein | chr3:11650950-11653044 FORWARDPRK07764 	not assigned.no ontology	35_1

CUST_89621_PI403524517	2	0.23003769	-0.0127773285	0.0476017	0.012776852	-0.21294355	-0.20059156	35_25640	"Cluster: Exostosin family protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Exostosin family protein, putative, expressed - Oryza s"	UniRef90_Q10R19	CHR3|COORD:21350279..21354129| exostosin family protein, contains Pfam profile: PF03016 exostosin family	AT3G57630.2	CHR03V5|COORD:3957779..3962660|protein exostosin family protein, expressed	LOC_Os03g07820.1	no descriptionmoderately similar to ( 224)AT3G57630| Symbols:  | exostosin family protein | chr3:21350520-21354057 REVERSEnot assigned	misc.UDP glucosyl and glucoronyl transferases	26_2

CUST_103169_PI403524517	2	0.109362125	0.3264041	0.098324776	-0.098324776	-0.16404295	-0.14387846	35_29420	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_150405_PI403524517	2	0.023449898	-0.091833115	0.002131462	-0.0493412	-0.0021305084	0.05045986	35_42074	"Cluster: Glyceraldehyde-3-phosphate dehydrogenase, cytosolic 1; n=9; Poaceae|Rep: Glyceraldehyde-3-phosphate dehydrogenase, cytosolic 1 -"	UniRef90_P08735	"CHR3V7|COORD:1081084..1083138| GAPC (GLYCERALDEHYDE-3-PHOSPHATE DEHYDROGENASE C SUBUNIT); glyceraldehyde-3-phosphate dehydrogenase"	AT3G04120.1	CHR08V5|COORD:1518951..1522883|protein glyceraldehyde-3-phosphate dehydrogenase, cytosolic, putative, expressed	LOC_Os08g03290.3	" no descriptionweakly similar to ( 177)AT3G04120| Symbols: GAPC-1, GAPC | GAPC (GLYCERALDEHYDE-3-PHOSPHATE DEHYDROGENASE C SUBUNIT); glyceraldehyde-3-phosphate dehydrogenase | chr3:1081084-1083138 FORWARDweakly similar to ( 199)G3PX_HORVUGlyceraldehyde-3-phosphate dehydrogenase, cytosolic - Hordeum vulgare (Barley)not assigned Gp_dh_C GapA PRK07729 PRK08955 PRK07403 PRK08289 Gp_dh_N "	glycolysis.glyceraldehyde 3-phosphate dehydrogenase	4_9

CUST_85010_PI403524517	2	0.24122715	-0.10558605	-0.00445652	-0.12467861	0.00445652	0.09370136	35_24356	0	0	0	0	CHR02V5|COORD:15441358..15445923|protein expressed protein	LOC_Os02g26300.1	no description	not assigned.unknown	35_2

CUST_45310_PI403524517	2	0.098041534	0.13328362	-0.027968407	-0.08433914	-0.14223862	0.02796936	35_12988	"Cluster: Putative DNA helicase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative DNA helicase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6F2U8	CHR2V7|COORD:994068..995987| DNA-binding protein, putative	AT2G03270.1	CHR03V5|COORD:21628340..21635007|protein DNA-binding protein SMUBP-2, putative, expressed	LOC_Os03g38990.1	 no descriptionmoderately similar to ( 341)AT2G03270| Symbols:  | DNA-binding protein, putative | chr2:994068-995987 FORWARDnot assigned not assigned not assigned not assigned not assigned COG1112 	DNA.unspecified	28_99

CUST_9589_PI399408534	2	0.0016593933	0.03644991	0.13559103	-0.0016593933	-0.29566956	-0.16483498	35_47368	Rep: YUP8H12.27 protein - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_O23055	CHR1V7|COORD:1471623..1476066| SNF2 domain-containing protein / helicase domain-containing protein / RING finger domain-containing protein	AT1G05120.1	CHR07V5|COORD:26732964..26736839|protein SWI/SNF-related matrix-associated actin-dependent regulator of chromatin subfamily A member 3-like 1,	LOC_Os07g44800.1	no descriptionmoderately similar to ( 206)AT1G05120| Symbols:  | SNF2 domain-containing protein / helicase domain-containing protein / RING finger domain-containing protein | chr1:1471623-1476066 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned SNF2_N HepA DEXDc DEXHc	RNA.regulation of transcription.Chromatin Remodeling Factors	27_3_44

CUST_114440_PI403524517	2	0.015222549	-0.015222073	-0.02997446	-0.28123283	0.06012106	0.05698681	35_32478	0	0	CHR5V7|COORD:2468240..2473658| formin homology 2 domain-containing protein / FH2 domain-containing protein	AT5G07760.1	0	0	no description	not assigned.unknown	35_2

CUST_149189_PI403524517	2	0.05757904	0.15779018	0.22951698	-0.109363556	-0.15213203	-0.05757904	35_41734	"Cluster: DnaJ protein family-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: DnaJ protein family-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7F1J8	CHR1V7|COORD:28785513..28787916| DNAJ heat shock N-terminal domain-containing protein	AT1G76700.1	CHR08V5|COORD:25846641..25851174|protein chaperone protein dnaJ 10, putative, expressed	LOC_Os08g41110.1	no descriptionvery weakly similar to (81.3)AT1G76700| Symbols:  | DNAJ heat shock N-terminal domain-containing protein | chr1:28785513-28787916 REVERSEnot assigned not assigned not assigned not assigned not assigned DnaJ DnaJ DnaJ CbpA	stress.abiotic.heat	20_2_1

CUST_125067_PI403524517	2	0.12544727	-2.5907793	-0.12544727	0.12915945	0.21533632	-0.15593863	35_35236	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_129265_PI403524517	2	-0.054127693	0.22670078	0.10003281	-0.13259888	-0.09049988	0.05412674	35_36320	Rep: Hypothetical protein - Triticum aestivum (Wheat)	UniRef90_Q2L3W1		0	CHR09V5|COORD:18386471..18390684|protein expressed protein	LOC_Os09g30210.1	no description	not assigned.unknown	35_2

CUST_11762_PI399408534	2	-0.0045409203	1.6492767	0.12123251	-0.11340475	0.004541397	-0.059410095	35_10889	"Cluster: AGO1 homologous protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: AGO1 homologous protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K972	CHR1V7|COORD:17889953..17895560| AGO1 (ARGONAUTE 1)	AT1G48410.2	CHR02V5|COORD:35762538..35755268|protein PINHEAD protein, putative, expressed	LOC_Os02g58490.1	no descriptionmoderately similar to ( 259)AT1G48410| Symbols: AGO1 | AGO1 (ARGONAUTE 1) | chr1:17889953-17895560 REVERSEnot assigned Piwi_ago-like Piwi Piwi-like Piwi_piwi-like_Euk	RNA.regulation of transcription.Argonaute	27_3_36

CUST_143764_PI403524517	2	-0.024813175	-0.10937214	0.2066803	0.024813652	0.22271347	-0.14068794	35_40273	"Cluster: Putative tryptophan synthase alpha chain; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative tryptophan synthase alpha chain - Oryza sativa (jap"	UniRef90_Q6ZL61	"CHR3V7|COORD:20234309..20236281| TSA1 (TRYPTOPHAN SYNTHASE ALPHA CHAIN); tryptophan synthase"	AT3G54640.1	CHR07V5|COORD:4331942..4328694|protein indole-3-glycerol phosphate lyase, chloroplast precursor, putative, expressed	LOC_Os07g08430.1	" no descriptionvery weakly similar to (95.1)AT3G54640| Symbols: TRP3, TSA1 | TSA1 (TRYPTOPHAN SYNTHASE ALPHA CHAIN); tryptophan synthase | chr3:20234309-20236281 REVERSEvery weakly similar to (82.0)TRPA_MAIZEIndole-3-glycerol phosphate lyase, chloroplast precursor - Zea mays (Maize)not assigned trp_synt_A Trp_syntA Tryptophan_synthase_alpha TrpA "	amino acid metabolism.synthesis.aromatic aa.tryptophan.tryptophan synthase	13_1_6_5_5

CUST_534_PI404877155	2	-0.59211063	0.06749344	0.826581	0.065722466	-0.06572151	-0.11781311	Contig10441_at	unknown protein [Oryza sativa (japonica cultivar-group)]	BAC16504.1	expressed protein	At1g19180.1	protein ZIM motif, putative	Os09g26780	gi|29788814|gb|AAP03360.1| unknown protein	RNA.regulation of transcription.C2C2(Zn) GATA transcription factor family	27_3_09

CUST_11790_PI399408534	2	-0.32209682	-0.11008167	0.18993855	0.18561935	0.010325432	-0.0103263855	35_2219	"Cluster: Chitin-inducible gibberellin-responsive protein 2, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Chitin-inducible"	UniRef90_Q10QK3	"CHR5V7|COORD:19539723..19541279| PAT1 (PHYTOCHROME A SIGNAL TRANSDUCTION 1); transcription factor"	AT5G48150.2	CHR03V5|COORD:4826238..4832949|protein chitin-inducible gibberellin-responsive protein 2, putative, expressed	LOC_Os03g09280.3	"no descriptionmoderately similar to ( 497)AT5G48150| Symbols: PAT1 | PAT1 (PHYTOCHROME A SIGNAL TRANSDUCTION 1); transcription factor | chr5:19539723-19541279 REVERSEmoderately similar to ( 497)CIGR2_ORYSAGRAS"	RNA.regulation of transcription.GRAS transcription factor family	27_3_21

CUST_177456_PI403524517	2	0.22797394	0.6590786	-0.025735855	-0.057491302	-0.07732296	0.025735855	35_49362	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_804_PI399408534	2	0.04006958	-0.18418503	-0.053369522	-0.040068626	0.05155182	0.11668491	35_28540	"Cluster: Histone deacetylase HDAC1; n=2; Oryza sativa (japonica cultivar-group)|Rep: Histone deacetylase HDAC1 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7Y0Y8		0	CHR06V5|COORD:22799224..22793326|protein histone deacetylase, putative, expressed	LOC_Os06g38470.1	no descriptionvery weakly similar to (56.6)HDAC_MAIZE	RNA.regulation of transcription.HDA	27_3_55

CUST_48293_PI403524517	2	0.039230347	0.14715195	-0.019842148	0.019842148	-0.091659546	-0.03882599	35_13804	"Cluster: Elongation factor 1-alpha; n=109; cellular organisms|Rep: Elongation factor 1-alpha - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_P13905	CHR5V7|COORD:24306452..24307901| elongation factor 1-alpha / EF-1-alpha	AT5G60390.1	CHR03V5|COORD:4089482..4092860|protein elongation factor 1-alpha, putative, expressed	LOC_Os03g08050.3	no descriptionhighly similar to ( 843)AT5G60390| Symbols:  | calmodulin binding / translation elongation factor | chr5:24306452-24307803 FORWARDhighly similar to ( 871)EF1A2_HORVUElongation factor 1-alpha - Hordeum vulgare (Barley)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TEF1 PRK12317 EF1_alpha CysN PRK05506 GTP_EFTU TufB cysN CysN_ATPS tufA PRK00049 EF1_alpha_III PRK12736 PRK12735 EF1_alpha_II SelB GTP_translation_factor GTPBP1 EF_Tu GTP_EFTU_D3 Translation_factor_III PRK04000 GCD11 SelB LepA TypA eRF3c_III PRK05433 EFTU_II FusA SelB_euk selB_II PRK10218 GTP_EFTU_D2 TetM_like EF-G LepA eRF3_II_like Translation_Factor_II_like PRK10512 PRK12740 TypA_BipA eIF2_gamma HBS1_C Snu114p EF-G_bact EF2 eRF3_II RF3 PrfC InfB PRK07560 PRK12739 IF2_eIF5B PRK00007 prfC CysN_NodQ_II infB GTPBP_II	protein.synthesis.elongation	29_2_4

CUST_97802_PI403524517	2	-0.010165215	0.7344017	-0.016777039	-0.13634491	0.010165215	0.015965462	35_27925	"Cluster: Hypothetical protein P0643F09.22; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0643F09.22 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6K6A5	"CHR4V7|COORD:16072067..16074608| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G04555.1); similar to Os02g0761600 [Oryza sativa (japonica"	AT4G33380.1	CHR02V5|COORD:35007516..35005523|protein expressed protein	LOC_Os02g57170.1	"no descriptionweakly similar to ( 130)AT1G04555| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G33380.1); similar to hypothetical protein MtrDRAFT_AC136679g3v1 [Medicago truncatula] (GB:ABE92935.1) | chr1:1242742-1243948 FORWARD"	not assigned.no ontology	35_1

CUST_4179_PI399408534	2	0.08252859	0.48371935	0.029816628	-0.040302277	-0.1268735	-0.029816628	35_12049	"Cluster: Methyltransferase-like protein 2; n=2; Arabidopsis thaliana|Rep: Methyltransferase-like protein 2 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q8LFA9	CHR1V7|COORD:6684789..6686789| methyltransferase MT-A70 family protein	AT1G19340.1	CHR03V5|COORD:5185555..5181820|protein S-adenosylmethionine-dependent methyltransferase/ methyltransferase, putative, expressed	LOC_Os03g10224.1	no descriptionvery weakly similar to (69.7)AT1G19340| Symbols:  | methyltransferase MT-A70 family protein | chr1:6684789-6686789 FORWARD	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_117618_PI403524517	2	-0.014334679	-2.2108898	1.0397615	1.5296803	-0.69656277	0.014333725	35_33324	"Cluster: Amino acid selective channel protein; n=1; Hordeum vulgare|Rep: Amino acid selective channel protein - Hordeum vulgare (Barley)"	UniRef90_O82688	"CHR2V7|COORD:12421500..12422536| OEP16 (OUTER ENVELOPE PROTEIN 16); protein translocase"	AT2G28900.1	CHR05V5|COORD:578344..581363|protein amino acid selective channel protein, putative, expressed	LOC_Os05g02060.1	no descriptionTim17	not assigned.unknown	35_2

CUST_11744_PI403524517	2	-0.019118309	0.16954708	0.11421871	-0.041633606	0.019118309	-0.09347439	35_3339	"Cluster: Peroxisomal targeting signal 1 receptor long form; n=2; Oryza sativa (japonica cultivar-group)|Rep: Peroxisomal targeting signal 1 receptor long form -"	UniRef90_Q32Y71	"CHR5V7|COORD:22803881..22809198| PEX5 (PEROXIN 5); peroxisome targeting signal-1 binding"	AT5G56290.1	CHR08V5|COORD:24552403..24561690|protein peroxisomal targeting signal receptor, putative, expressed	LOC_Os08g39080.1	"no descriptionmoderately similar to ( 443)AT5G56290| Symbols: PEX5 | PEX5 (PEROXIN 5); peroxisome targeting signal-1 binding | chr5:22803881-22809198 FORWARDnot assigned"	protein.targeting.peroxisomes	29_3_5

CUST_12025_PI403524517	2	0.18356562	0.12840796	-0.33478546	0.2190733	-0.21936989	-0.12840796	35_3424	"Cluster: Putative sialin; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative sialin - Oryza sativa (japonica cultivar-group)"	UniRef90_Q652N5	"CHR4V7|COORD:163153..166111| ANTR2 (anion transporter 2); organic anion transporter"	AT4G00370.1	CHR09V5|COORD:22766845..22771135|protein sialin, putative, expressed	LOC_Os09g39680.1	"no descriptionhighly similar to ( 603)AT4G00370| Symbols: ANTR2 | ANTR2 (anion transporter 2); organic anion transporter | chr4:163153-166111 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned MFS_1 AraJ UhpC NarK ProP PRK11551 CynX PRK12307"	transport.phosphate	34_7

CUST_113080_PI403524517	2	0.15794754	0.019872665	-0.14288425	-0.01987362	-0.07077789	0.026599884	35_32096	"Cluster: Hypothetical protein P0481E12.23; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0481E12.23 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5JNJ4	"CHR3V7|COORD:21759539..21760573| similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:BAD86968.1); contains domain"	AT3G58800.1	CHR01V5|COORD:31648696..31647011|protein expressed protein	LOC_Os01g54440.1	"no descriptionvery weakly similar to (56.6)AT3G58800| Symbols:  | similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:BAD86968.1); contains domain alpha/beta-Hydrolases (SSF53474) | chr3:21759539-21760573 FORWARD"	cell wall.cell wall proteins	10_5

CUST_14060_PI404877155	2	-0.31427383	-0.6008148	0.18361568	0.12578678	0.28200722	-0.12578583	Contig7881_at	CCCH-type zinc finger protein-like protein [Oryza sativa (japonica cultivar-group)] ref|XP_506415.1| PREDICTED OJ1092_A07.129 gene product [	NP_911262.1	zinc finger (CCCH-type) family protein	At2g41900.1	protein Zinc finger C-x8-C-x5-C-x3-H type (and similar), putative	Os07g38090	NONE	RNA.regulation of transcription.C3H zinc finger family	27_3_12

CUST_51621_PI403524517	2	0.017066002	-0.21928787	-0.08157158	0.04561901	-0.017065048	0.025928497	35_14712	"Cluster: Suppressor-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Suppressor-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ZAC7	"CHR5V7|COORD:26195229..26197535| Identical to SGT1 protein homolog At5g65490 [Arabidopsis Thaliana] (GB:Q9LSM5); similar to unknown protein [Arabidopsis"	AT5G65490.1	CHR08V5|COORD:21707756..21702200|protein SGT1 protein, putative, expressed	LOC_Os08g34740.1	"no descriptionmoderately similar to ( 482)AT5G65490| Symbols:  | Identical to SGT1 protein homolog At5g65490 [Arabidopsis Thaliana] (GB:Q9LSM5); similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G28770.1); similar to suppressor-like protein [Lycopersicon esculentum] (GB:AAK84474.1); contains InterPro domain SGT1; (InterPro:IPR010770) | chr5:26195229-26197535 REVERSEnot assigned not assigned SGT1"	not assigned.unknown	35_2

CUST_102330_PI403524517	2	0.034960747	0.06282902	-0.034960747	-0.13883495	0.041269302	-0.062494278	35_29193	"Cluster: Os04g0558500 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os04g0558500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JB39		0	CHR04V5|COORD:27773295..27771764|protein expressed protein	LOC_Os04g47130.1	no description	not assigned.unknown	35_2

CUST_119670_PI403524517	2	-0.24238968	-0.8331623	0.3755169	0.24811172	0.09924793	-0.099248886	35_33853	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_15928_PI404877155	2	-0.005373001	0.3578205	0.005373955	-0.16360855	-0.08580589	0.09242058	Contig9770_at	zinc finger and C2 domain protein (ZAC) [Arabidopsis thaliana] ref|NP_849416.1| zinc finger and C2 domain protein (ZAC) [Arabidopsis thalian	NP_567620.1	zinc finger and C2 domain protein (ZAC)	At4g21160.1	protein At4g21160	Os02g10480	zinc finger and C2 domain protein, putative, similar to zinc finger and C2 domain protein GI:9957238 from (Arabidopsis thaliana)	RNA.regulation of transcription.C2H2 zinc finger family	27_3_11

CUST_128450_PI403524517	2	0.060426712	-0.21284294	-0.16779041	0.016373634	-0.016374588	0.19437027	35_36107	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_13434_PI404877155	2	-0.044897556	-0.99443245	-0.013246059	0.013246536	0.104950905	0.15879488	Contig7155_at	P0019E03.5 [Oryza sativa (japonica cultivar-group)] dbj|BAC01247.1| membrane protein-like [Oryza sativa (japonica cultivar-group)]	NP_916937.1	auxin-responsive protein -related	At3g61750.1	protein expressed protein	Os05g48270	"auxin-responsive protein -related, similar to auxin-induced protein AIR12  GI:11357190 (Arabidopsis thaliana);"	hormone metabolism.auxin.induced-regulated-responsive-activated	17_2_3

CUST_62846_PI403524517	2	-0.029107094	0.47442245	0.029108047	-0.19280148	-0.22915077	0.20114517	35_17921	"Cluster: Os04g0120000 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os04g0120000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JFA5	0	0	CHR03V5|COORD:20523944..20527257|protein ATP binding protein, putative, expressed	LOC_Os03g37120.1	no description	not assigned.unknown	35_2

CUST_31176_PI403524517	2	0.1555624	-0.18391895	-0.16116524	-0.024018288	0.04471302	0.024018288	35_8998	"Cluster: Hypothetical protein P0698H10.18; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0698H10.18 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5JM84	"CHR2V7|COORD:12431628..12433642| APK1B (Arabidopsis protein kinase 1B); kinase"	AT2G28930.3	CHR01V5|COORD:43311867..43308040|protein protein kinase APK1B, chloroplast precursor, putative, expressed	LOC_Os01g74200.1	"no descriptionmoderately similar to ( 274)AT2G28930| Symbols: APK1B | APK1B (Arabidopsis protein kinase 1B); kinase | chr2:12431628-12433642 FORWARDweakly similar to ( 112)NORK_MEDTRNodulation receptor kinase precursor - Medicago truncatula (Barrel medic)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pkinase_Tyr TyrKc PTKc Pkinase S_TKc S_TKc PTKc_Jak_rpt2 PTKc_Fes_like PTKc_Tyk2_rpt2 PTKc_Csk_like PTKc_EGFR_like PTKc_Syk_like PTKc_c-ros PTKc_Trk PTKc_Itk PTKc_Musk PTKc_Ror PTKc_Axl_like PTKc_EphR PTKc_InsR_like PTKc_Src_like PTKc_DDR PTKc_RET PRK12323 PTKc_Tec_like PTKc_Fer PTKc_Ack_like PTKc_Jak2_Jak3_rpt2 PTKc_DDR1 PTKc_Jak1_rpt2 PTK_Jak_rpt1 PTKc_Abl PTKc_Frk_like PTKc_Srm_Brk PTKc_ALK_LTK PTKc_Aatyk1_Aatyk3 PTK_CCK4 PTKc_Aatyk PTKc_PDGFR PTKc_Tec_Rlk PTKc_EphR_B PRK07003 PTKc_Axl PTKc_HER4 PTKc_Csk PTKc_DDR2 PTKc_EphR_A PTKc_DDR_like PTKc_EphR_A2 PTKc_Lck_Blk PTKc_TrkC PTK_HER3 SPS1 PTKc_TrkB PTKc_FAK PTKc_Fes PTKc_Chk PTKc_EGFR"	protein.postranslational modification.kinase.receptor like cytoplasmatic kinase VII	29_4_1_57

CUST_96129_PI403524517	2	0.026860237	0.048858643	-0.03213787	0.13258362	-0.14194393	-0.026859283	35_27463	Rep: D1 protease precursor - Triticum aestivum (Wheat)	UniRef90_Q8S3I9	"CHR4|COORD:9866990..9869765| C-terminal processing protease, putative, similar to C-terminal protease precursor (Spinacia oleracea) GI:999435; similar to"	AT4G17740.2	CHR02V5|COORD:34932239..34935747|protein C-terminal protease precursor, putative, expressed	LOC_Os02g57060.1	 no descriptionweakly similar to ( 141)AT4G17740| Symbols:  | C-terminal processing protease, putative | chr4:9867101-9869732 REVERSETSPc Prc Peptidase_S41 	protein.degradation.serine protease	29_5_5

CUST_630_PI404877155	2	-0.3413906	-0.7979536	0.1146431	0.19879723	0.22077274	-0.11464214	Contig10570_at	OSJNBa0017B10.14 [Oryza sativa (japonica cultivar-group)]	CAE03099.2	amino acid transporter family protein	At4g38250.1	protein Transmembrane amino acid transporter protein	Os02g44980	putative amino acid transport protein	transport.amino acids	34_3

CUST_181159_PI403524517	2	0.01830864	0.12936783	-0.29660892	-0.050480843	-0.018309593	0.10011959	35_50380	"Cluster: Putative DegP2 protease; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative DegP2 protease - Oryza sativa (japonica cultivar-group)"	UniRef90_Q67VA4	"CHR5V7|COORD:16087630..16090329| DEGP9 (DEGP PROTEASE 9); serine-type peptidase/ trypsin"	AT5G40200.1	CHR06V5|COORD:6979032..6985314|protein protease Do-like 9, putative, expressed	LOC_Os06g12780.1	"no descriptionvery weakly similar to ( 100)AT5G40200| Symbols: DEGP9 | DEGP9 (DEGP PROTEASE 9); serine-type peptidase/ trypsin | chr5:16087630-16090329 FORWARD"	protein.degradation.serine protease	29_5_5

CUST_39644_PI403524517	2	0.48868275	0.08243704	-0.082437515	-0.105082035	-0.30117512	0.15578127	35_11400	"Cluster: Putative chloroplast-targeted beta-amylase; n=2; Oryza sativa|Rep: Putative chloroplast-targeted beta-amylase - Oryza sativa (Rice)"	UniRef90_Q9AY35	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	CHR10V5|COORD:21997928..21994509|protein beta-amylase, putative, expressed	LOC_Os10g41550.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_31433_PI403524517	2	-0.04408264	0.044082165	-0.12031937	0.08161163	0.14050484	-0.6798816	35_9073	Rep: OSIGBa0130O15.5 protein - Oryza sativa (Rice)	UniRef90_Q01M34	CHR4|COORD:7653651..7654921| expressed protein, contains Pfam profile PF04576: Protein of unknown function, DUF593	AT4G13160.1	CHR12V5|COORD:3742732..3748503|protein expressed protein	LOC_Os12g07530.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF593 PRK07764 HPC2 PRK12678 PRK12323 PRK07003 Drf_FH1 DUF1509 Atrophin-1 Herpes_capsid PRK06958 Peptidase_S39 PRK10856 FAP DUF605 DUF566 PRK11634 PRK00708 AF-4 APC_basic	not assigned.unknown	35_2

CUST_163211_PI403524517	2	0.07003307	0.1416378	-0.036725044	0.036725044	-0.16811371	-0.060827255	35_45518	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_33564_PI399408534	2	-0.107450485	0.2698288	0.03341961	-0.30926514	0.023831367	-0.023830414	35_18814	Rep: MYB transcription factor - Triticum aestivum (Wheat)	UniRef90_Q5IWM2	CHR2V7|COORD:73456..74902| myb family transcription factor	AT2G01060.1	CHR05V5|COORD:24074848..24070525|protein MYB transcription factor, putative, expressed	LOC_Os05g41240.3	no descriptionmoderately similar to ( 208)AT2G01060| Symbols:  | myb family transcription factor | chr2:73456-74902 REVERSE	RNA.regulation of transcription.G2-like transcription factor family, GARP	27_3_20

CUST_8547_PI399408534	2	0.11582947	0.41707706	0.024282455	-0.024282455	-0.32876587	-0.1622858	35_4547	"Cluster: Molybdenum cofactor sulfurase; n=1; Oryza sativa|Rep: Molybdenum cofactor sulfurase - Oryza sativa (Rice)"	UniRef90_Q655R6	"CHR1V7|COORD:5659458..5665194| ABA3/ATABA3/LOS5/SIR3 (ABA DEFICIENT 3); Mo-molybdopterin cofactor sulfurase/ selenocysteine lyase"	AT1G16540.1	CHR06V5|COORD:27748489..27755341|protein molybdenum cofactor sulfurase, putative, expressed	LOC_Os06g45860.1	" no descriptionvery weakly similar to (82.0)AT1G16540| Symbols: SIR3, LOS5, ABA3, ATABA3 | ABA3/ATABA3/LOS5/SIR3 (ABA DEFICIENT 3); Mo-molybdopterin cofactor sulfurase/ selenocysteine lyase | chr1:5659458-5665194 FORWARDweakly similar to ( 130)MOCOS_ORYSA"	hormone metabolism.abscisic acid.synthesis-degradation	17_1_1

CUST_13478_PI399408534	2	-0.08194828	-0.588099	0.33978987	0.25009298	0.03231287	-0.03231287	35_36974	"Cluster: Putative caffeine-induced death protein 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative caffeine-induced death protein 1 - Oryza sativa"	UniRef90_Q6ZH89	CHR2V7|COORD:18800017..18802824| nucleotidyltransferase family protein	AT2G45620.1	CHR02V5|COORD:1162143..1165062|protein poly, putative, expressed	LOC_Os02g02970.1	no descriptionweakly similar to ( 129)AT2G45620| Symbols:  | nucleotidyltransferase family protein | chr2:18800017-18802824 FORWARDPAP_assoc	RNA.processing	27_1

CUST_27257_PI403524517	2	0.047682762	0.68840027	0.08211899	-0.38650894	-0.61714363	-0.047683716	35_7893	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_101585_PI403524517	2	0.048467636	0.044725418	-0.044725895	0.42211628	-0.3120327	-0.47397804	35_28989	"Cluster: OSJNBa0059D20.17 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0059D20.17 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XSK4	CHR3V7|COORD:9232818..9233903| F-box family protein	AT3G25460.1	CHR04V5|COORD:6244070..6242591|protein F-box domain containing protein, expressed	LOC_Os04g11450.1	no description	not assigned.unknown	35_2

CUST_86228_PI403524517	2	0.14775038	0.4061737	-0.098703384	-0.28559256	0.098703384	-0.1110301	35_24696	"Cluster: YGGT family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: YGGT family protein, expressed - Oryza sativa (japonica cultivar-group"	UniRef90_Q10QZ1	CHR5V7|COORD:7241353..7242768| YGGT family protein	AT5G21920.1	CHR03V5|COORD:4108770..4110310|protein YGGT family protein, expressed	LOC_Os03g08080.1	no descriptionweakly similar to ( 159)AT5G21920| Symbols:  | YGGT family protein | chr5:7241353-7242768 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned YGGT COG0762 PRK12323 PRK07764 DUF566	not assigned.no ontology	35_1

CUST_4283_PI404877155	2	-0.0017881393	-0.10148239	-0.072517395	0.008739471	0.001789093	0.05447769	Contig15175_at	calmodulin-binding protein MPCBP [Zea mays]	AAG12459.1	calmodulin-binding protein	At2g43040.1	protein calmodulin-binding protein MPCBP	Os12g37780	"NO POLLEN GERMINATION 1;calmodulin-binding protein, similar to pollen-specific calmodulin-binding protein MPCBP GI:10086260 from (Zea mays); contains Pfam profile PF00515: TPR Domain"	signalling.calcium	30_3

CUST_167724_PI403524517	2	-0.13401699	0.007007599	-0.24825478	0.014603615	0.025370598	-0.007007599	35_46719	0	0	CHR1V7|COORD:6978101..6985306| family II extracellular lipase, putative	AT1G20130.1	0	0	no description	not assigned.unknown	35_2

CUST_26175_PI399408534	2	0.48774529	-0.22365189	-0.012049198	0.19425869	0.012049675	-0.5516014	35_1286	"Cluster: Putative oxidoreductase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative oxidoreductase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6AV32	CHR3V7|COORD:6553674..6554993| oxidoreductase, 2OG-Fe(II) oxygenase family protein	AT3G19000.1	CHR03V5|COORD:23406465..23404458|protein gibberellin 20 oxidase 2, putative, expressed	LOC_Os03g42130.1	 no descriptionmoderately similar to ( 355)AT3G19000| Symbols:  | oxidoreductase, 2OG-Fe(II) oxygenase family protein | chr3:6554010-6554993 REVERSEweakly similar to ( 172)GAOX2_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PcbC 2OG-FeII_Oxy PRK12323 PRK07003 PRK07764 PRK12678 Herpes_BLLF1 Atrophin-1 Pneumo_att_G Tymo_45kd_70kd TT_ORF1 	hormone metabolism.ethylene.synthesis-degradation	17_5_1

CUST_64565_PI403524517	2	0.0143585205	-0.81413937	-0.014357567	0.043531418	0.0837307	-0.05502224	35_18434	"Cluster: Putative 27k vesicle-associated membrane protein-associated protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative 27k vesicle-associated"	UniRef90_Q6Z407	CHR4V7|COORD:11426147..11428136| vesicle-associated membrane family protein / VAMP family protein	AT4G21450.1	CHR07V5|COORD:22332247..22336741|protein major sperm protein, putative, expressed	LOC_Os07g37270.1	no descriptionmoderately similar to ( 271)AT4G21450| Symbols:  | vesicle-associated membrane family protein / VAMP family protein | chr4:11426147-11428136 FORWARDnot assigned Motile_Sperm	cell. vesicle transport	31_4

CUST_8233_PI404877155	2	0.08995342	0.4517126	-0.028999329	-0.11733627	-0.0705843	0.028999329	Contig24266_at	OSJNBa0019D11.19 [Oryza sativa (japonica cultivar-group)] ref|XP_473222.1| OSJNBa0019D11.19 [Oryza sativa (japonica cultivar-group)]	CAD41438.1	IAA-amino acid hydrolase, putative (ILL3)	At5g54140.1	protein amidohydrolase	Os04g44110	expressed protein	hormone metabolism.auxin.synthesis-degradation	17_2_1

CUST_34667_PI403524517	2	0.07005596	0.56088734	0.0037565231	-0.14988804	-0.030714035	-0.0037565231	35_9996	"Cluster: Hypothetical protein P0510F03.20; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0510F03.20 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5VRX6	0	0	CHR01V5|COORD:4530843..4537018|protein expressed protein	LOC_Os01g09020.1	no description	not assigned.unknown	35_2

CUST_178003_PI403524517	2	-0.01679802	0.049497604	0.01679802	-0.049411774	-0.029153824	0.028560638	35_49509	"Cluster: Ribosomal protein L7; n=1; Triticum aestivum|Rep: Ribosomal protein L7 - Triticum aestivum (Wheat)"	UniRef90_Q5I7K6	CHR2V7|COORD:18256303..18257478| 60S ribosomal protein L7 (RPL7C)	AT2G44120.1	CHR08V5|COORD:8147026..8149638|protein 60S ribosomal protein L7-1, putative, expressed	LOC_Os08g13690.1	no descriptionvery weakly similar to (64.3)AT2G44120| Symbols:  | 60S ribosomal protein L7 (RPL7C) | chr2:18256303-18257493 REVERSEnot assigned Ribosomal_L7	protein.synthesis.misc ribososomal protein	29_2_2

CUST_34068_PI399408534	2	3.8337708E-4	-0.4356289	-3.824234E-4	0.0025596619	0.17608547	-0.4920702	35_14401	Rep: SAR DNA binding protein - Oryza sativa (Rice)	UniRef90_O80401	CHR3V7|COORD:1413180..1415570| SAR DNA-binding protein, putative	AT3G05060.1	CHR03V5|COORD:13116327..13112402|protein nucleolar protein NOP5, putative, expressed	LOC_Os03g22740.1	 no descriptionmoderately similar to ( 221)AT3G05060| Symbols:  | SAR DNA-binding protein, putative | chr3:1413180-1415570 REVERSEnot assigned not assigned NOP5NT SIK1 	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_75763_PI403524517	2	-0.07548332	0.07548237	-0.08317757	0.26212406	-0.28714848	0.3483858	35_21720	Rep: OSIGBa0157K09-H0214G12.24 protein - Oryza sativa (Rice)	UniRef90_Q01HD3	CHR3V7|COORD:8404365..8404691| EDA6/MEE37 (embryo sac development arrest 6, maternal effect embryo arrest 37)	AT3G23440.1	CHR04V5|COORD:25400472..25399525|protein expressed protein	LOC_Os04g43310.1	no descriptionnot assigned not assigned PRK07764 PRK05648	not assigned.unknown	35_2

CUST_130897_PI403524517	2	0.04499626	1.5842772	-0.12138748	-0.04499626	-0.27063847	0.10003376	35_36764	0	0	CHR4V7|COORD:10275928..10278502| leucine-rich repeat family protein / extensin family protein	AT4G18670.1	CHR04V5|COORD:21636341..21630012|protein zinc finger C-x8-C-x5-C-x3-H type family protein, expressed	LOC_Os04g35800.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_152583_PI403524517	2	0.3367777	0.024662971	0.24799442	-0.024662971	-0.07402706	-0.18580055	35_42646	"Cluster: Putative heat shock protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative heat shock protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q9AQZ5	CHR1V7|COORD:30068674..30071960| HSP91 (Heat shock protein 91)	AT1G79930.1	CHR01V5|COORD:4250640..4256428|protein heat shock 70 kDa protein 4, putative, expressed	LOC_Os01g08560.2	no descriptionvery weakly similar to (98.6)AT1G79930| Symbols: HSP91 | HSP91 (Heat shock protein 91) | chr1:30068817-30071960 REVERSEnot assigned not assigned not assigned not assigned HSP70 DnaK dnaK hscA	stress.abiotic.heat	20_2_1

CUST_9744_PI403524517	2	0.0056419373	-0.069909096	-0.112579346	0.059537888	0.06079197	-0.0056419373	35_2746	"Cluster: Os05g0349200 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0349200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DIZ0	CHR2|COORD:16040579..16045954| AMP deaminase, putative / myoadenylate deaminase, putative, similar to SP:P15274 AMP deaminase (EC 3.5.4.6) (Myoadenylate deamina	AT2G38280.2	CHR05V5|COORD:16407399..16399485|protein AMP deaminase 2, putative, expressed	LOC_Os05g28180.2	" no descriptionhighly similar to ( 567)AT2G38280| Symbols: ATAMPD, FAC1 | FAC1 (EMBRYONIC FACTOR1); AMP deaminase | chr2:16040845-16045871 REVERSEhighly similar to ( 561)AMPD_ORYSAnot assigned not assigned AMPD A_deaminase Add ADA_AMPD ADA PRK09358 ADGF "	nucleotide metabolism.degradation	23_2

CUST_97180_PI403524517	2	0.090559006	0.44034195	-0.09200096	-0.2088089	-0.021881104	0.021881104	35_27755	Rep: Blr0521 protein - Bradyrhizobium japonicum	UniRef90_Q89X06	CHR1V7|COORD:9039777..9042860| protein kinase	AT1G26150.1	CHR04V5|COORD:1606343..1602851|protein transposon protein, putative, CACTA, En/Spm sub-class	LOC_Os04g03670.1	no description	not assigned.unknown	35_2

CUST_94285_PI403524517	2	0.15750122	-0.102342606	-0.05003071	0.050029755	-0.053907394	0.19645023	35_26954	"Cluster: Os03g0326000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os03g0326000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DS86	"CHR5V7|COORD:1445510..1449569| ALA1 (AMINOPHOSPHOLIPID ATPASE1); ATPase, coupled to transmembrane movement of ions, phosphorylative mechanism"	AT5G04930.1	CHR01V5|COORD:9741506..9735220|protein phospholipid-transporting ATPase 1, putative, expressed	LOC_Os01g17010.1	" no descriptionvery weakly similar to (72.0)AT5G04930| Symbols: ALA1 | ALA1 (AMINOPHOSPHOLIPID ATPASE1); ATPase, coupled to transmembrane movement of ions, phosphorylative mechanism | chr5:1445510-1449569 FORWARDnot assigned "	not assigned.no ontology	35_1

CUST_77919_PI403524517	2	-0.003273487	0.09316683	0.074952126	0.0032730103	-0.2814827	-0.5498538	35_22339	"Cluster: Putative NEP1-interacting protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative NEP1-interacting protein - Oryza sativa (japonica cultivar"	UniRef90_Q6ZJI1	CHR2V7|COORD:7711224..7712394| zinc finger (C3HC4-type RING finger) family protein	AT2G17730.1	CHR08V5|COORD:27471091..27469452|protein RING-H2 finger protein ATL2B, putative, expressed	LOC_Os08g43670.1	no descriptionvery weakly similar to (92.8)AT2G17730| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr2:7711224-7712394 FORWARDvery weakly similar to (65.1)EL5_ORYSAnot assigned RING COG5540 HRD1 RING	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_86194_PI403524517	2	0.13531923	0.26763296	0.01214838	-0.31619692	-0.01214838	-0.17078257	35_24687	"Cluster: Mitochondrial carrier protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Mitochondrial carrier protein, expressed - Oryza sativa (jap"	UniRef90_Q2QPD3	CHR4V7|COORD:1383366..1385485| mitochondrial substrate carrier family protein	AT4G03115.1	CHR12V5|COORD:21195968..21192352|protein mitochondrial uncoupling protein 2, putative, expressed	LOC_Os12g34870.1	no descriptionweakly similar to ( 116)AT4G03115| Symbols:  | mitochondrial substrate carrier family protein | chr4:1383366-1385485 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Mito_carr	not assigned.no ontology	35_1

CUST_23233_PI403524517	2	0.17496872	-1.4709921	-0.17496872	0.732893	0.8045192	-0.5132618	35_6753	"Cluster: Polygalacturonase PG1-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Polygalacturonase PG1-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5VNP4	CHR1V7|COORD:22318091..22320532| polygalacturonase, putative / pectinase, putative	AT1G60590.1	CHR01V5|COORD:25840654..25845090|protein polygalacturonase precursor, putative, expressed	LOC_Os01g44970.1	 no descriptionweakly similar to ( 154)AT1G60590| Symbols:  | polygalacturonase, putative / pectinase, putative | chr1:22318091-22320532 REVERSEvery weakly similar to (79.3)PGLR_ACTCHPolygalacturonase precursor - Actinidia chinensis (Kiwi) (Yangtao)not assigned not assigned PGU1 PRK07764 	cell wall.degradation.pectate lyases and polygalacturonases	10_6_3

CUST_137398_PI403524517	2	0.01594162	0.58191776	-0.049679756	-0.01594162	-0.026472092	0.21737099	35_38532	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_27903_PI403524517	2	0.17324257	0.5081196	-0.027281761	-0.057857513	0.027280807	-0.17339993	35_8068	"Cluster: Putative xyloglucan endotransglycosylase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative xyloglucan endotransglycosylase - Oryza sativa (jap"	UniRef90_Q5Z6H1	CHR3V7|COORD:8550229..8551255| xyloglucan:xyloglucosyl transferase, putative / xyloglucan endotransglycosylase, putative / endo-xyloglucan transferase, putative	AT3G23730.1	CHR06V5|COORD:29136090..29138508|protein xyloglucan endotransglucosylase/hydrolase protein 23 precursor, putative, expressed	LOC_Os06g48170.1	 no descriptionweakly similar to ( 115)AT3G23730| Symbols:  | xyloglucan:xyloglucosyl transferase, putative / xyloglucan endotransglycosylase, putative / endo-xyloglucan transferase, putative | chr3:8550229-8551255 FORWARDweakly similar to ( 118)BRU1_SOYBNBrassinosteroid-regulated protein BRU1 precursor - Glycine max (Soybean)GH16_XET Glyco_hydro_16 Glyco_hydrolase_16 GH16_lichenase 	cell wall.modification	10_7

CUST_34435_PI403524517	2	-0.47395897	-0.32029343	0.10687351	0.12687111	0.60016537	-0.10687256	35_9929	"Cluster: Transcription factor Pti6-like; n=3; Oryza sativa (japonica cultivar-group)|Rep: Transcription factor Pti6-like - Oryza sativa (japonica cultivar-group"	UniRef90_Q5SMZ8	0	0	CHR01V5|COORD:27062364..27060862|protein ap2 domain protein, putative, expressed	LOC_Os01g46870.1	no description	not assigned.unknown	35_2

CUST_32516_PI399408534	2	-0.009234428	-0.5151415	-0.25056744	0.32164288	0.009234428	0.01792717	35_583	Rep: HMG1/2-like protein - Triticum aestivum (Wheat)	UniRef90_P40621	CHR1V7|COORD:7177272..7178477| HMGB2 (HIGH MOBILITY GROUP B 2)	AT1G20693.2	CHR06V5|COORD:30992256..30994284|protein DNA-binding protein MNB1B, putative, expressed	LOC_Os06g51220.4	 no descriptionweakly similar to ( 104)AT1G20693| Symbols: HMG BETA 1, NFD2, NFD02, HMGB2 | HMGB2 (HIGH MOBILITY GROUP B 2) | chr1:7177272-7178477 FORWARDweakly similar to ( 144)HMGL_WHEATHMG1/2-like protein - Triticum aestivum (Wheat)not assigned not assigned not assigned HMG_box HMGB-UBF_HMG-box HMG NHP6B HMG-box SOX-TCF_HMG-box 	RNA.regulation of transcription.Nucleosome/chromatin assembly factor group	27_3_62

CUST_50998_PI403524517	2	-1.6467471	1.4643631	1.1173749	-0.30563927	-0.6289668	0.30563927	35_14543	Rep: Dehydrin DHN3 - Hordeum vulgare (Barley)	UniRef90_P12948	CHR5V7|COORD:26535737..26536379| RAB18 (RESPONSIVE TO ABA 18)	AT5G66400.1	CHR11V5|COORD:14843591..14842298|protein water stress-inducible protein Rab21, putative, expressed	LOC_Os11g26790.1	no descriptionvery weakly similar to (59.3)DHN3_HORVUDehydrin DHN3 - Hordeum vulgare (Barley)Dehydrin	not assigned.unknown	35_2

CUST_88088_PI403524517	2	-0.07351732	0.0735178	0.19143295	0.25150633	-0.15274143	-1.3818734	35_25219	"Cluster: OSJNBb0020J19.7 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBb0020J19.7 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XKA3	CHR1V7|COORD:7994467..7997556| C2 domain-containing protein	AT1G22610.1	CHR04V5|COORD:35179528..35183528|protein phosphoribosylanthranilate transferase, putative, expressed	LOC_Os04g59520.1	no descriptionvery weakly similar to (94.0)AT1G22610| Symbols:  | C2 domain-containing protein | chr1:7994467-7997556 FORWARDnot assigned C2 C2 C2 C2_1	not assigned.no ontology.C2 domain-containing protein	35_1_19

CUST_2007_PI404877155	2	0.102425575	-0.099749565	0.09159088	-0.091591835	-0.11011696	0.22510242	Contig12254_at	putative ribosomal RNA apurinic site specific lyase [Oryza sativa (japonica cultivar-group)] dbj|BAB63520.1| putative ribosomal RNA apurinic	NP_916767.1	F-box family protein	At1g13570.1	protein F-box domain, putative	Os01g52970	putative ribosomal RNA apurinic site specific lyase	signalling.calcium	30_3

CUST_13380_PI404877155	2	-0.0038337708	-0.9542475	0.0038337708	0.12876797	0.14233494	-0.012043953	Contig71_s_at	ENDOPLASMIN HOMOLOG PRECURSOR (GRP94 HOMOLOG) pir||S33533 heat shock protein 90 homolog precursor - barley emb|CAA48143.1| GRP94 homologue [	P36183	shepherd protein (SHD) / clavata formation protein, putative	At4g24190.1	protein Hsp90 protein, putative	Os06g50300	heat shock protein 90 homolog	stress.abiotic.heat	20_2_1

CUST_10565_PI404877155	2	-0.020252228	0.23854256	-0.06870365	0.041864395	0.004942894	-0.004942894	Contig4267_at	putative RNA-binding protein [Oryza sativa (japonica cultivar-group)] gb|AAP52145.1| putative RNA-binding protein [Oryza sativa (japonica	NP_919858.1	RNA recognition motif (RRM)-containing protein	At4g00830.1	protein RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain), putative	Os10g06130	Putative RNA-binding protein/PAB1 ACBP-67 T01254	RNA.regulation of transcription	27_3

CUST_176769_PI403524517	2	0.092453	-0.10158157	0.06996155	0.07833052	-0.51050854	-0.06996155	35_49183	"Cluster: Ketol-acid reductoisomerase, chloroplast precursor; n=2; Arabidopsis thaliana|Rep: Ketol-acid reductoisomerase, chloroplast precursor - Arabidopsis"	UniRef90_Q05758	CHR3V7|COORD:21682538..21685616| ketol-acid reductoisomerase	AT3G58610.1	CHR05V5|COORD:28499343..28495922|protein ketol-acid reductoisomerase, chloroplast precursor, putative, expressed	LOC_Os05g49800.1	no descriptionvery weakly similar to (51.6)AT3G58610| Symbols:  | ketol-acid reductoisomerase | chr3:21682538-21685616 FORWARD	not assigned	13_1_4_1_2

CUST_48540_PI403524517	2	0.0656662	-0.28280354	-0.015120506	0.015119553	0.036040306	-0.06402969	35_13865	"Cluster: Proteasome maturation factor-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Proteasome maturation factor-like - Oryza sativa (japonica cultivar"	UniRef90_Q69IK6	CHR1V7|COORD:25167471..25168630| proteasome maturation factor UMP1 family protein	AT1G67250.1	CHR02V5|COORD:34072291..34069938|protein proteasome maturation factor UMP1 family protein, expressed	LOC_Os02g55640.1	no descriptionweakly similar to ( 142)AT1G67250| Symbols:  | proteasome maturation factor UMP1 family protein | chr1:25167471-25168630 REVERSEnot assigned UMP1	protein.degradation.ubiquitin.proteasom	29_5_11_20

CUST_2437_PI399408534	2	0.40649033	-0.03806305	-0.1679964	-0.16140556	0.038062096	0.14817429	35_44977	"Cluster: 24-methylenesterol C-methyltransferase 2; n=2; Oryza sativa|Rep: 24-methylenesterol C-methyltransferase 2 - Oryza sativa (Rice)"	UniRef90_O82427	CHR1V7|COORD:7038958..7040043| SMT2 (STEROL METHYLTRANSFERASE 2)	AT1G20330.1	CHR03V5|COORD:1982221..1984095|protein 24-methylenesterol C-methyltransferase 2, putative, expressed	LOC_Os03g04340.1	 no descriptionweakly similar to ( 130)AT1G20330| Symbols: CVP1, FRL1, SMT2 | SMT2 (STEROL METHYLTRANSFERASE 2) | chr1:7038958-7040043 REVERSEweakly similar to ( 174)SMT2_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned Methyltransf_11 UbiE DUF566 Gag_spuma 	hormone metabolism.brassinosteroid.synthesis-degradation.sterols.SMT	17_3_1_2_2

CUST_11576_PI399408534	2	-0.7815552	0.7515707	0.18675423	0.30045414	-0.2010231	-0.18675423	35_2237	Rep: Mitogen-activated protein kinase 5 - Oryza sativa (Rice)	UniRef90_Q7FNE2	"CHR3V7|COORD:16767903..16769461| ATMPK3 (MITOGEN-ACTIVATED PROTEIN KINASE 3); MAP kinase/ kinase/ protein kinase"	AT3G45640.1	CHR03V5|COORD:9829524..9826751|protein OsMPK3 - putative MAPK based on amino acid sequence homology, expressed	LOC_Os03g17700.1	" no descriptionhighly similar to ( 561)AT3G45640| Symbols: MPK3, ATMPK3 | ATMPK3 (MITOGEN-ACTIVATED PROTEIN KINASE 3); MAP kinase/ kinase/ protein kinase | chr3:16767903-16769461 FORWARDhighly similar to ( 684)MPK5_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase SPS1 TyrKc Pkinase_Tyr PTKc PTKc_Srm_Brk PTKc_Jak_rpt2 PTKc_Src_like PTKc_EphR PTKc_PDGFR PTKc_FAK PTKc_Jak2_Jak3_rpt2 PTKc_Fes_like PTKc_Csk_like PTKc_Tec_Rlk PTKc_Tec_like PTKc_DDR PTKc_Trk PTKc_Tyk2_rpt2 PTKc_Abl PTKc_Frk_like PTKc_InsR_like PTKc_Fer PTKc_EphR_A PTKc_Jak1_rpt2 PTKc_EphR_B PTKc_FGFR PTKc_Met_Ron PTKc_Btk_Bmx PTKc_Hck PTKc_Syk_like PTKc_Lck_Blk PTKc_Chk PTKc_Syk PTKc_Fes PTKc_Lyn PTKc_Itk PTKc_Src PTKc_EphR_A2 PTK_CCK4 PTKc_Ack_like PTKc_FGFR4 PTK_Ryk PTKc_Musk PTKc_Kit PTKc_DDR2 PTKc_Fyn_Yrk PTKc_Tyro3 PTKc_Yes PTKc_Ror PTKc_Csk PTKc_TrkC PTKc_DDR_like PTKc_PDGFR_beta PTKc_TrkB PTKc_PDGFR_alpha PTKc_CSF-1R PTKc_EGFR_like PTKc_VEGFR PTKc_FGFR2 PTKc_Axl PTKc_VEGFR2 PTKc_FGFR1 PTKc_FGFR3 PTKc_VEGFR3 PTKc_c-ros PTKc_ALK_LTK PTKc_RET PTKc_Aatyk PTKc_Zap-70 PTKc_Axl_like PTKc_Aatyk1_Aatyk3 PTKc_TrkA PTKc_EphR_A10 PTKc_DDR1 PTKc_Tie2 PTKc_Ror1 PTKc_EGFR Herpes_BLLF1 PTKc_Tie1 PTKc_Tie PTKc_IGF-1R PTKc_Ror2 PTK_HER3 PTKc_HER2 PTKc_InsR PRK12323 "	signalling.MAP kinases	30_6

CUST_1750_PI404877155	2	0.07351017	-0.07351017	-0.22009087	0.21197796	0.22942352	-0.2038517	Contig1198_x_at	Fructose-bisphosphate aldolase, chloroplast precursor (ALDP) pir||T03679 probable fructose-bisphosphate aldolase (EC 4.1.2.13) precursor, ch	Q40677	fructose-bisphosphate aldolase, putative	At4g38970.1	protein Fructose-bisphosphate aldolase class-I	Os11g07020	chloroplastic aldolase	PS.calvin cyle.aldolase	1_03_06

CUST_99893_PI403524517	2	-0.16721249	-0.09636879	0.07590866	-0.01615429	0.01615429	0.10522747	35_28518	"Cluster: Os10g0412000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os10g0412000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IXR5	CHR1V7|COORD:22015264..22023688| haloacid dehalogenase-like hydrolase family protein	AT1G59820.1	CHR10V5|COORD:14014752..14010343|protein phospholipid-transporting ATPase 3, putative, expressed	LOC_Os10g27220.1	no descriptionmoderately similar to ( 275)AT1G59820| Symbols:  | haloacid dehalogenase-like hydrolase family protein | chr1:22015264-22023688 FORWARDnot assigned not assigned MgtA	not assigned.no ontology	35_1

CUST_28746_PI403524517	2	0.42469215	0.5174594	0.2276082	-0.39996862	-0.363132	-0.2276082	35_8302	"Cluster: PHD-finger family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: PHD-finger family protein, expressed - Oryza sativa (japonica"	UniRef90_Q2RA95	CHR1V7|COORD:16550949..16552347| PHD finger family protein	AT1G43770.1	CHR11V5|COORD:2914171..2905301|protein PHD-finger family protein, expressed	LOC_Os11g06130.1	no descriptionvery weakly similar to (62.0)AT1G43770| Symbols:  | PHD finger family protein | chr1:16550949-16552347 FORWARD	not assigned.unknown	35_2

CUST_23392_PI403524517	2	-0.06542587	0.44382763	-0.010952473	0.0109529495	-0.41843987	0.06118536	35_6797	"Cluster: Putative oxysterol-binding protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative oxysterol-binding protein - Oryza sativa (japonica"	UniRef90_Q9AV10	CHR4V7|COORD:11860980..11866119| oxysterol-binding family protein	AT4G22540.1	CHR10V5|COORD:21419734..21425170|protein oxysterol-binding protein 1, putative, expressed	LOC_Os10g40590.1	no descriptionweakly similar to ( 155)AT4G22540| Symbols:  | oxysterol binding | chr4:11860980-11863897 REVERSEnot assigned PH_oxysterol_bp PH	cell. vesicle transport	31_4

CUST_99844_PI403524517	2	0.100557804	0.36015844	0.18441772	-0.12962103	-0.14950132	-0.10055828	35_28502	Rep: F1N18.12 protein - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q9FXF9	CHR1V7|COORD:10445719..10447406| esterase/lipase/thioesterase family protein	AT1G29840.1	CHR01V5|COORD:22768850..22765880|protein esterase, putative, expressed	LOC_Os01g39790.2	no descriptionweakly similar to ( 177)AT1G29840| Symbols:  | esterase/lipase/thioesterase family protein | chr1:10445719-10447406 REVERSEnot assigned	not assigned.no ontology	35_1

CUST_25145_PI403524517	2	-0.01748085	0.59561825	0.017479897	-0.15397072	-0.07980442	0.082660675	35_7294	"Cluster: Putative SWAP (Suppressor-of-White-APricot)/surp domain-containing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative SWAP"	UniRef90_Q67VW6	CHR2|COORD:81455..83217| expressed protein	AT2G01100.3	CHR06V5|COORD:16835212..16824603|protein surp module family protein, expressed	LOC_Os06g29400.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF1777	not assigned.unknown	35_2

CUST_6708_PI404877155	2	-0.013449669	-0.49878502	-0.12805557	0.013450623	0.028723717	0.09037781	Contig19891_at	GLYCEROL-3-PHOSPHATE DEHYDROGENASE [NAD+] emb|CAA56125.1| glycerol-3-phosphate dehydrogenase (NAD+) [Cuphea lanceolata]	P52425	glycerol-3-phosphate dehydrogenase (NAD+) / GPDH	At5g40610.1	protein glycerol-3-phosphate dehydrogenase [nad+] (ec 1.1.1.8).	Os01g74000	glycerol-3-phosphate dehydrogenase (NAD+)	lipid metabolism.glyceral metabolism	11_5

CUST_153937_PI403524517	2	0.18273926	0.24969101	0.11578035	-0.11578035	-1.0270371	-0.30759764	35_43020	Rep: Hypothetical protein - Phaeosphaeria nodorum SN15	UniRef90_Q0UKI8		0	0	0	no descriptionnot assigned	not assigned.unknown	35_2

CUST_42614_PI403524517	2	0.078944206	-1.264121	-0.20013046	0.007665634	-0.0076646805	0.09430313	35_12243	"Cluster: Os09g0407600 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os09g0407600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J1W5	CHR4V7|COORD:906079..912930| MSH6 (MUTS HOMOLOG 6-1)	AT4G02070.1	CHR09V5|COORD:14377098..14385812|protein DNA mismatch repair protein MSH6-1, putative, expressed	LOC_Os09g24220.1	 no descriptionvery weakly similar to (97.8)AT4G02070| Symbols: MSH6-1, ATMSH6, MSH6 | MSH6 (MUTS HOMOLOG 6-1) | chr4:906079-912930 FORWARDnot assigned not assigned not assigned ABC_MSH6_euk MUTSac MutS_V MutS PRK05399 ABC_MSH3_euk ABC_MSH2_euk ABC_MutS1 ABC_MutS_homologs 	DNA.repair	28_2

CUST_3787_PI399408534	2	0.0124845505	0.19508743	0.010726929	-0.24185562	-0.010726929	-0.10112858	35_16443	"Cluster: Chromatin remodeling factor DDM1b; n=3; Oryza sativa (japonica cultivar-group)|Rep: Chromatin remodeling factor DDM1b - Oryza sativa (japonica cultivar"	UniRef90_Q05KP5	"CHR5V7|COORD:26666276..26670095| DDM1 (DECREASED DNA METHYLATION 1); helicase"	AT5G66750.1	CHR03V5|COORD:29255981..29262287|protein chromatin complex subunit A101, putative, expressed	LOC_Os03g51230.2	" no descriptionhighly similar to ( 910)AT5G66750| Symbols: SOM4, SOM1, CHR1, DDM1 | DDM1 (DECREASED DNA METHYLATION 1); helicase | chr5:26666276-26670095 FORWARDmoderately similar to ( 434)ISW2_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned HepA SNF2_N DEXDc HELICc DEXHc HELICc Helicase_C DEXDc PRK04914 SSL2 SrmB "	RNA.regulation of transcription.Chromatin Remodeling Factors	27_3_44

CUST_51285_PI403524517	2	-0.24444246	0.35946655	0.03296089	0.1605401	-0.032960415	-0.41843128	35_14620	"Cluster: Putative 40S ribosomal protein; contains C-terminal domain; n=5; BEP clade|Rep: Putative 40S ribosomal protein; contains C-terminal domain - Oryza sati"	UniRef90_Q94LL1	CHR5V7|COORD:13727585..13729422| 40S ribosomal protein S3 (RPS3C)	AT5G35530.1	CHR03V5|COORD:21054673..21052138|protein 40S ribosomal protein S3, putative, expressed	LOC_Os03g38000.2	no descriptionweakly similar to ( 194)AT5G35530| Symbols:  | 40S ribosomal protein S3 (RPS3C) | chr5:13727585-13729422 REVERSEnot assigned RpsC rps3p Ribosomal_S3_C 40S_S3_KH	protein.synthesis.misc ribososomal protein	29_2_2

CUST_29275_PI403524517	2	0.009394169	-0.009394646	0.33892012	0.2401886	-0.08407688	-0.13892365	35_8459	"Cluster: Putative disease resistance protein RPM1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative disease resistance protein RPM1 - Oryza sativa (jap"	UniRef90_Q6ZB32	CHR3V7|COORD:17224054..17226597| disease resistance protein (CC-NBS class), putative	AT3G46730.1	CHR04V5|COORD:6421995..6422315|protein resistance protein, putative	LOC_Os04g11760.1	 no descriptionvery weakly similar to (50.4)AT3G46730| Symbols:  | disease resistance protein (CC-NBS class), putative | chr3:17224054-17226597 REVERSE	stress.biotic	20_1

CUST_89838_PI403524517	2	1.0998936	0.3582487	1.1632652	-0.83751106	-0.35824776	-0.8407879	35_25702	"Cluster: Transposon protein, putative, Mutator sub-class; n=1; Oryza sativa (japonica cultivar-group)|Rep: Transposon protein, putative, Mutator sub-class - Ory"	UniRef90_Q2RB42	0	0	CHR01V5|COORD:21196811..21199694|protein transposon protein, putative, Mutator sub-class	LOC_Os01g37380.1	no descriptionMuDR	not assigned.unknown	35_2

CUST_120401_PI403524517	2	0.1808672	-0.09582615	0.013020992	-0.013020515	0.016188622	-0.12600946	35_34038	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_29631_PI403524517	2	-0.0077810287	0.11336899	0.052136898	0.0077810287	-0.062044144	-0.17213821	35_8558	"Cluster: Putative ReMembR-H2 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ReMembR-H2 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69U49	CHR1V7|COORD:27101912..27103543| protease-associated zinc finger (C3HC4-type RING finger) family protein	AT1G71980.1	CHR08V5|COORD:221868..226105|protein RING finger protein 13, putative, expressed	LOC_Os08g01360.2	no descriptionmoderately similar to ( 271)AT1G71980| Symbols:  | protease-associated zinc finger (C3HC4-type RING finger) family protein | chr1:27101912-27103543 FORWARDnot assigned not assigned PA_C_RZF_like PA_subtilisin_1 PA_1 PA PA PA_C5a_like PA_GRAIL_like PA_VSR PA_EDEM3_like PA_GO-like PA_ScAPY_like PA_hPAP21_like PA_PoS1_like PA_SaNapH_like	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_66217_PI403524517	2	0.09531689	-0.712904	-0.20154381	0.013814926	-0.013814926	0.16237926	35_18911	"Cluster: Hypothetical protein OJ1112_E08.106; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1112_E08.106 - Oryza sativa (japonica cult"	UniRef90_Q7F2A8	"CHR1V7|COORD:19686805..19687011| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G20835.1); similar to Os07g0564200 [Oryza sativa (japonica"	AT1G52855.1	CHR07V5|COORD:22600601..22600371|protein expressed protein	LOC_Os07g37700.1	"no descriptionweakly similar to ( 103)AT1G52855| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G20835.1); similar to Os07g0564200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001060002.1) | chr1:19686805-19687011 REVERSE"	not assigned.unknown	35_2

CUST_123349_PI403524517	2	0.115662575	0.14366436	0.021769524	-0.097486496	-0.021769524	-0.07098389	35_34788	"Cluster: Hypothetical protein P0656C04.101; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0656C04.101 - Oryza sativa (japonica cultivar"	UniRef90_Q84ZH3	CHR3V7|COORD:8534068..8536155| chloroplast inner membrane import protein Tic22, putative	AT3G23710.1	CHR07V5|COORD:11267199..11271797|protein protein translocase, putative, expressed	LOC_Os07g19030.1	 no descriptionvery weakly similar to (85.9)AT3G23710| Symbols:  | chloroplast inner membrane import protein Tic22, putative | chr3:8534068-8536155 FORWARDTic22 	protein.targeting.chloroplast	29_3_3

CUST_88413_PI403524517	2	-0.0018005371	0.67873096	0.041208267	-0.10810757	-0.07382107	0.0018014908	35_25308	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_175460_PI403524517	2	-0.10256624	0.4164462	-0.03888035	0.19863987	-0.13930035	0.03888035	35_48835	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_47232_PI403524517	2	-0.17122364	0.56749725	0.1412425	0.108230114	-0.16614723	-0.10822964	35_13522	"Cluster: Dynamin family protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Dynamin family protein, putative, expressed - Oryza sativ"	UniRef90_Q2QWX6	"CHR3|COORD:6850377..6855519| dynamin family protein, identical to cDNA dynamin-like protein (ARC5) GI: 30349145; contains Pfam profile PF00350: Dynamin family"	AT3G19720.2	CHR12V5|COORD:3993483..3985781|protein ARC5, putative, expressed	LOC_Os12g07880.1	"no descriptionmoderately similar to ( 260)AT3G19720| Symbols: ARC5 | ARC5 (ACCUMULATION AND REPLICATION OF CHLOROPLAST 5); GTP binding / GTPase | chr3:6850597-6855395 REVERSE"	misc.dynamin	26_17

CUST_22279_PI399408534	2	-0.07856178	0.5293646	0.037420273	-0.07625103	-0.03741932	0.07731438	35_57	Rep: H0112G12.4 protein - Oryza sativa (Rice)	UniRef90_Q01JL6	"CHR3V7|COORD:4411941..4419327| MAPKKK7 (MAP3K EPSILON PROTEIN KINASE); kinase"	AT3G13530.1	CHR04V5|COORD:33500162..33488354|protein MAPKKK7, putative, expressed	LOC_Os04g56530.1	" no descriptionweakly similar to ( 137)AT3G13530| Symbols: MAP3KE1, MAPKKK7 | MAPKKK7 (MAP3K EPSILON PROTEIN KINASE); kinase | chr3:4411941-4419327 REVERSE"	signalling.MAP kinases	30_6

CUST_91925_PI403524517	2	-0.06311464	0.34429598	0.06311464	0.7813864	-0.14831018	-0.23925447	35_26283	"Cluster: Putative triacylglycerol lipase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative triacylglycerol lipase - Oryza sativa (japonica cultivar-gro"	UniRef90_Q8H3R3	CHR5V7|COORD:6202967..6205450| lipase class 3 family protein	AT5G18630.2	CHR07V5|COORD:28238772..28243756|protein lipase precursor, putative, expressed	LOC_Os07g47250.2	no descriptionweakly similar to ( 171)AT5G18630| Symbols:  | lipase class 3 family protein | chr5:6202967-6205450 FORWARDnot assigned Lipase_3	lipid metabolism.lipid degradation.lipases	11_9_2

CUST_13861_PI399408534	2	-0.030719757	0.029348373	0.074855804	-0.021629333	-0.10964489	0.02162838	35_2178	Rep: Sterol-8,7-isomerase - Zea mays (Maize)	UniRef90_Q2TU57	CHR1V7|COORD:6949151..6950126| HYD1 (Hydra 1)	AT1G20050.1	CHR01V5|COORD:187648..183048|protein 3-beta-hydroxysteroid-delta-isomerase, putative, expressed	LOC_Os01g01369.1	no descriptionmoderately similar to ( 267)AT1G20050| Symbols: HYD1 | HYD1 (Hydra 1) | chr1:6949151-6950126 FORWARDmoderately similar to ( 358)EBP_ORYSAnot assigned not assigned not assigned not assigned not assigned EBP DUF566 PRK07764 PRK12323	hormone metabolism.brassinosteroid.synthesis-degradation.sterols.HYD1	17_3_1_2_5

CUST_158138_PI403524517	2	-0.039907932	0.03990841	0.20441866	0.048537254	-0.33787727	-0.14572	35_44153	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_11019_PI403524517	2	0.34046745	0.15780449	0.4558897	-0.2885828	-0.25754833	-0.15780449	35_3114	"Cluster: Putative homoserine kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative homoserine kinase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K969	0	0	CHR02V5|COORD:35766329..35768918|protein homoserine kinase, putative, expressed	LOC_Os02g58510.1	no description	not assigned.unknown	35_2

CUST_142133_PI403524517	2	-0.11658335	0.58211803	0.23784113	-0.06372023	0.06372023	-0.2807827	35_39839	Rep: Homogentisate 1,2-dioxygenase - Oryza sativa (Rice)	UniRef90_Q5VRH4	"CHR5V7|COORD:21963146..21965296| HGO (HOMOGENTISATE 1,2-DIOXYGENASE); homogentisate 1,2-dioxygenase"	AT5G54080.1	CHR06V5|COORD:217294..213967|protein homogentisate 1,2-dioxygenase, putative, expressed	LOC_Os06g01360.2	" no descriptionweakly similar to ( 175)AT5G54080| Symbols: HGO | HGO (HOMOGENTISATE 1,2-DIOXYGENASE); homogentisate 1,2-dioxygenase | chr5:21963146-21965296 FORWARDweakly similar to ( 185)HGD_ORYSAnot assigned PRK05341 HgmA HmgA "	amino acid metabolism.degradation.aromatic aa.tyrosine	13_2_6_2

CUST_96112_PI403524517	2	-0.06569433	-0.12652588	0.06569433	-0.08166218	0.2720461	0.2543583	35_27458	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_18577_PI403524517	2	-1.5003376	-0.57612324	1.4955759	0.57612324	0.6843729	-0.6217098	35_5369	"Cluster: Putative fruit protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative fruit protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z6B5	CHR1V7|COORD:5210398..5212132| oxidoreductase NAD-binding domain-containing protein	AT1G15140.1	CHR02V5|COORD:13280845..13292529|protein fruit protein PKIWI502, putative, expressed	LOC_Os02g22260.1	no descriptionweakly similar to ( 200)AT1G15140| Symbols:  | oxidoreductase NAD-binding domain-containing protein | chr1:5210637-5212132 REVERSEmoderately similar to ( 206)K502_ACTCHFruit protein PKIWI502 - Actinidia chinensis (Kiwi) (Yangtao)not assigned not assigned UbiB Hmp PRK08221 PRK08345 Atrophin-1 PRK00054	not assigned.no ontology	35_1

CUST_43183_PI403524517	2	-0.07172966	-0.12986088	0.039735794	-0.023767471	0.17985344	0.023768425	35_12400	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53PU9	0	0	CHR11V5|COORD:3250412..3246004|protein expressed protein	LOC_Os11g06680.2	no description	not assigned.unknown	35_2

CUST_81999_PI403524517	2	-0.0052986145	0.0052986145	0.116622925	-0.06604195	-0.045607567	0.008257866	35_23522	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_27639_PI403524517	2	0.21720266	0.29246378	-0.01757574	0.01757574	-0.23246813	-0.08837986	35_7994	"Cluster: F-box protein interaction domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: F-box protein interaction domain"	UniRef90_Q7XEZ8	0	0	CHR10V5|COORD:12686563..12683742|protein F-box protein interaction domain containing protein, expressed	LOC_Os10g25210.2	no description	not assigned.unknown	35_2

CUST_70164_PI403524517	2	0.023618221	-0.18165684	-0.027133465	0.13835716	-0.023618221	0.064301014	35_20083	"Cluster: Os05g0170300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0170300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DKE1	CHR4V7|COORD:10884230..10888055| leucine-rich repeat transmembrane protein kinase, putative	AT4G20140.1	CHR05V5|COORD:4189805..4194772|protein leucine-rich repeat receptor protein kinase EXS precursor, putative, expressed	LOC_Os05g07820.1	 no descriptionweakly similar to ( 109)AT4G20140| Symbols:  | leucine-rich repeat transmembrane protein kinase, putative | chr4:10884230-10888055 FORWARDvery weakly similar to (73.2)RPK1_IPONIReceptor-like protein kinase precursor - Ipomoea nil (Japanese morning glory) (Pharbitis nil)not assigned not assigned not assigned not assigned not assigned not assigned COG4886 	stress.biotic	20_1

CUST_142268_PI403524517	2	0.17447567	0.54916763	0.08879852	-0.27733994	-0.16947556	-0.08879757	35_39876	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_156403_PI403524517	2	0.12591171	-0.2602272	-0.11476421	0.044909477	-0.04491043	0.108486176	35_43684	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_102423_PI403524517	2	0.0991478	0.13401794	0.050629616	-0.10339165	-0.05063057	-0.27669525	35_29219	"Cluster: GAMYB-binding protein; n=2; Hordeum vulgare subsp. vulgare|Rep: GAMYB-binding protein - Hordeum vulgare var. distichum (Two-rowed barley)"	UniRef90_Q6J6M8	CHR2V7|COORD:19003184..19005536| BTB/POZ domain-containing protein	AT2G46260.1	CHR06V5|COORD:18085703..18079932|protein GAMYB-binding protein, putative, expressed	LOC_Os06g31100.1	"no descriptionweakly similar to ( 193)AT3G61600| Symbols: ATPOB1 | ATPOB1 (Arabidopsis thaliana POZ/BTB containing-protein 1); protein binding | chr3:22806679-22809044 FORWARD"	not assigned.no ontology.BTB/POZ domain-containing protein	35_1_9

CUST_138320_PI403524517	2	-0.08978319	-0.10453844	0.009605408	0.06506348	0.1466608	-0.009605408	35_38796	Rep: OSIGBa0123D13.4 protein - Oryza sativa (Rice)	UniRef90_Q01N45	CHR2V7|COORD:13277165..13278696| serine-type peptidase	AT2G31140.1	CHR04V5|COORD:176937..173052|protein expressed protein	LOC_Os04g01240.1	no descriptionvery weakly similar to (85.9)AT2G31140| Symbols:  | serine-type peptidase | chr2:13277165-13278696 FORWARDnot assigned	not assigned.unknown	35_2

CUST_2139_PI404877155	2	-0.0038366318	-0.29484463	-0.0048131943	0.0038366318	0.029856682	0.26356792	Contig12458_at	PHD finger family protein / methyl-CpG binding domain-containing protein [Arabidopsis thaliana]	NP_186795.1	PHD finger family protein / methyl-CpG binding domain-containing protein	At3g01460.1	protein F/Y-rich N-terminus, putative	Os02g09920	gi|15232121|ref|NP_186795.1| expressed protein	RNA.regulation of transcription.Alfin-like	27_3_02

CUST_530_PI404877155	2	-0.113529205	0.39702034	0.07312584	0.025823593	-0.34103966	-0.02582264	Contig10438_at	OSJNBa0083N12.7 [Oryza sativa (japonica cultivar-group)]	CAE03470.2	WD-40 repeat family protein	At4g33270.1	protein expressed protein	Os04g51110	"WD-40 repeat family protein, contains 6 WD-40 repeats (PF00400); WD-repeat protein -Daucus carota,PID:g2253631"	RNA.regulation of transcription	27_3

CUST_5361_PI404877155	2	-0.042456627	0.45582485	-0.20442009	-0.11761856	0.042456627	0.116565704	Contig17003_at	myb family transcription factor [Arabidopsis thaliana] dbj|BAA97173.1| Myb-related transcription activator-like [Arabidopsis thaliana]	NP_199550.1	myb family transcription factor	At5g47390.1	protein Transposable element protein, putative	Os08g04840	NONE	RNA.regulation of transcription.MYB-related transcription factor family	27_3_26

CUST_74694_PI403524517	2	0.06620407	0.55502796	-0.17283726	-0.06620407	0.074212074	-0.08991146	35_21418	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10CX9	CHR1V7|COORD:1582746..1583647| photosystem II 11 kDa protein-related	AT1G05385.1	CHR03V5|COORD:30707865..30706199|protein expressed protein	LOC_Os03g53640.1	no descriptionweakly similar to ( 144)AT1G05385| Symbols:  | photosystem II 11 kDa protein-related | chr1:1582746-1583647 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07764 Drf_FH1 Extensin_2 PRK12323 PRK07003 BLVR	PS.lightreaction.photosystem II.PSII polypeptide subunits	1_1_1_2

CUST_83037_PI403524517	2	0.32535362	-0.62587833	0.15723038	-0.061343193	0.061343193	-0.2232523	35_23810	"Cluster: Putative minichromosome maintenance deficient protein 5; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative minichromosome maintenance deficient"	UniRef90_Q6KAJ4	CHR2V7|COORD:3523376..3527385| minichromosome maintenance family protein / MCM family protein	AT2G07690.1	CHR02V5|COORD:33934669..33930319|protein DNA replication licensing factor MCM5, putative, expressed	LOC_Os02g55410.2	no descriptionvery weakly similar to (86.3)AT2G07690| Symbols:  | minichromosome maintenance family protein / MCM family protein | chr2:3523376-3527385 REVERSEnot assigned	DNA.synthesis/chromatin structure	28_1

CUST_48691_PI403524517	2	0.04220009	-0.53297997	-0.14221573	0.015188217	0.067985535	-0.015188217	35_13905	Rep: Protein H2A.6 - Triticum aestivum (Wheat)	UniRef90_Q43214	CHR5V7|COORD:575435..576454| histone H2A, putative	AT5G02560.1	CHR03V5|COORD:9478877..9477951|protein histone H2A, putative, expressed	LOC_Os03g17100.1	 no descriptionweakly similar to ( 156)AT5G02560| Symbols:  | histone H2A, putative | chr5:575435-576454 FORWARDweakly similar to ( 183)H2A5_WHEATProtein H2A.5 - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned H2A H2A HTA1 Histone PRK07003 PRK12323 Tymo_45kd_70kd DUF566 Herpes_BLLF1 KAR9 	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_139256_PI403524517	2	0.09575653	0.07667637	0.03748703	-0.037487507	-0.055523396	-0.059200764	35_39057	"Cluster: Os02g0244300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os02g0244300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E2F9	"CHR1V7|COORD:5845809..5849882| UBP15 (UBIQUITIN-SPECIFIC PROTEASE 15); ubiquitin-specific protease"	AT1G17110.1	CHR02V5|COORD:8135360..8143468|protein UBP15, putative, expressed	LOC_Os02g14730.1	"no descriptionmoderately similar to ( 280)AT1G17110| Symbols: UBP15 | UBP15 (UBIQUITIN-SPECIFIC PROTEASE 15); ubiquitin-specific protease | chr1:5845809-5849882 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned Peptidase_C19E Peptidase_C19D UCH Peptidase_C19K Peptidase_C19G peptidase_C19C Peptidase_C19H Peptidase_C19O Peptidase_C19 Peptidase_C19A Peptidase_C19B Peptidase_C19L UBP14 UBP5 UBP12 Peptidase_C19R"	protein.degradation.ubiquitin.ubiquitin protease	29_5_11_5

CUST_91014_PI403524517	2	0.30102158	-0.15134048	-0.53454494	0.06475544	0.07240391	-0.06475544	35_26028	Rep: OSJNBa0014K14.3 protein - Oryza sativa (Rice)	UniRef90_Q7XQX2	CHR1V7|COORD:30283116..30285139| nodulin family protein	AT1G80530.1	CHR04V5|COORD:24883006..24888577|protein nodulin-like protein, putative, expressed	LOC_Os04g42420.2	no descriptionvery weakly similar to (70.9)AT1G80530| Symbols:  | nodulin family protein | chr1:30283116-30285139 REVERSE	development.unspecified	33_99

CUST_107773_PI403524517	2	0.07354164	0.29452133	0.07839489	-0.082294464	-0.09935188	-0.07354164	35_30667	"Cluster: Os07g0181800 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os07g0181800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D862	"CHR4V7|COORD:8383837..8384809| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G52825.1); similar to Os07g0181800 [Oryza sativa (japonica"	AT4G14615.1	CHR07V5|COORD:4318629..4317111|protein expressed protein	LOC_Os07g08410.1	"no descriptionvery weakly similar to (65.5)AT4G14615| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G52825.1); similar to Os07g0181800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001059047.1); similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:BAC83054.1) | chr4:8383837-8384809 FORWARD"	not assigned.unknown	35_2

CUST_92990_PI403524517	2	0.07907009	1.5829735	-0.060442924	-0.20501995	-0.21096039	0.060442924	35_26589	Rep: Nucleobase-ascorbate transporter LPE1 - Zea mays (Maize)	UniRef90_Q41760	CHR1V7|COORD:22117658..22120313| xanthine/uracil permease family protein	AT1G60030.1	CHR03V5|COORD:27761335..27764926|protein permease 1, putative, expressed	LOC_Os03g48810.1	no descriptionvery weakly similar to (99.8)AT1G49960| Symbols:  | xanthine/uracil permease family protein | chr1:18502368-18505367 FORWARDnot assigned not assigned UraA Xan_ur_permease	transport.misc	34_99

CUST_20768_PI403524517	2	0.05049801	-0.5218153	-0.0544405	-0.02428627	0.13244057	0.02428627	35_6031	"Cluster: Putative ATP-dependent DNA helicase II 70 kDa subunit; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative ATP-dependent DNA helicase II 70 kDa s"	UniRef90_Q7F1M0	"CHR1V7|COORD:5801152..5805717| ATKU70/KU70 (Arabidopsis thaliana Ku70 homolog); double-stranded DNA binding / protein binding"	AT1G16970.1	CHR07V5|COORD:4483509..4494551|protein ATP-dependent DNA helicase 2 subunit 1, putative, expressed	LOC_Os07g08729.1	" no descriptionhighly similar to ( 732)AT1G16970| Symbols: KU70, ATKU70 | ATKU70/KU70 (Arabidopsis thaliana Ku70 homolog); double-stranded DNA binding / protein binding | chr1:5801152-5805717 REVERSEnot assigned not assigned KU70 KU Ku_N Ku vWA_ku Ku78 Ku_C KU80 "	DNA.repair	28_2

CUST_70649_PI403524517	2	0.06119728	-0.40416145	-0.07157326	-0.06119728	0.11853504	0.11920452	35_20241	"Cluster: Putative XAP-5 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative XAP-5 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69JZ7	CHR2V7|COORD:9072478..9075002| XAP5 family protein	AT2G21150.1	CHR09V5|COORD:21050153..21053539|protein XAP-5 protein, putative, expressed	LOC_Os09g36480.1	no descriptionmoderately similar to ( 311)AT2G21150| Symbols:  | XAP5 family protein | chr2:9072478-9075002 FORWARDnot assigned XAP5	not assigned.no ontology	35_1

CUST_135982_PI403524517	2	0.018045425	-0.08218193	0.025159836	-0.018044472	0.14708138	-0.027005196	35_38135	"Cluster: Putative mitochondrial NADH:ubiquinone oxidoreductase 29 kDa subunit; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative mitochondrial"	UniRef90_Q6K2G7	"CHR3V7|COORD:18046092..18047758| GAMMA CAL2 (GAMMA CARBONIC ANHYDRASE-LIKE 2); acyltransferase"	AT3G48680.1	CHR02V5|COORD:18136884..18133196|protein mitochondrial NADH ubiquinone oxidoreductase 29 kDa subunit, putative, expressed	LOC_Os02g30460.1	"no descriptionmoderately similar to ( 212)AT3G48680| Symbols: GAMMA CAL2 | GAMMA CAL2 (GAMMA CARBONIC ANHYDRASE-LIKE 2); acyltransferase | chr3:18046092-18047758 FORWARDPaaY"	mitochondrial electron transport / ATP synthesis.NADH-DH.carbonic anhydrase	9_1_1_5

CUST_59591_PI403524517	2	0.29979324	0.12938261	-0.059331894	-0.097500324	0.059331894	-0.07048559	35_16992	Rep: Cycloartenol synthase - Avena ventricosa	UniRef90_Q6IWA3	CHR2V7|COORD:2924626..2930292| CAS1 (CYCLOARTENOL SYNTHASE 1)	AT2G07050.1	CHR02V5|COORD:2137102..2128229|protein cycloartenol synthase, putative, expressed	LOC_Os02g04710.2	no descriptionmoderately similar to ( 465)AT2G07050| Symbols: CAS1 | CAS1 (CYCLOARTENOL SYNTHASE 1) | chr2:2924626-2930292 FORWARDnot assigned SQCY_1 SqhC Prenyltrans	secondary metabolism.isoprenoids.terpenoids	16_1_5

CUST_115170_PI403524517	2	0.055924416	0.37575245	0.017676353	-0.13918304	-0.0176754	-0.04148197	35_32672	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_48353_PI403524517	2	0.17039108	-0.2218628	-0.33946228	0.26834583	0.08575821	-0.085757256	35_13819	"Cluster: S-adenosylmethionine decarboxylase proenzyme (EC 4.1.1.50) (AdoMetDC) (SamDC) [Contains: S-adenosylmethionine decarboxylase alpha chain; S- adenosylmet"	UniRef90_Q42829	CHR3V7|COORD:9288650..9289699| adenosylmethionine decarboxylase family protein	AT3G25570.1	CHR04V5|COORD:24695954..24699691|protein S-adenosylmethionine decarboxylase proenzyme, putative, expressed	LOC_Os04g42090.5	no descriptionweakly similar to ( 175)AT3G25570| Symbols:  | adenosylmethionine decarboxylase family protein | chr3:9288650-9289699 REVERSEmoderately similar to ( 361)DCAM_ORYSAnot assigned not assigned not assigned SAM_decarbox	polyamine metabolism.synthesis.SAM decarboxylase	22_1_2

CUST_3494_PI399408534	2	-0.25637817	0.7372179	0.15398693	-0.03550434	-0.20026112	0.03550434	35_16482	"Cluster: CCCH-type zinc finger protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: CCCH-type zinc finger protein-like - Oryza sativa (japonica cultiv"	UniRef90_Q9FU27	CHR2V7|COORD:8557501..8558580| zinc finger (CCCH-type) family protein	AT2G19810.1	CHR01V5|COORD:4947928..4945849|protein nucleic acid binding protein, putative, expressed	LOC_Os01g09620.2	no descriptionmoderately similar to ( 265)AT2G19810| Symbols:  | zinc finger (CCCH-type) family protein | chr2:8557501-8558580 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07003 PRK12323 PRK07764 Atrophin-1 Herpes_BLLF1 Tymo_45kd_70kd PRK05648 IER Extensin_2 Drf_FH1 APC_basic DUF1421 HPC2 PRK12372 Herpes_LP AF-4 PRK08853 TT_ORF1 Pneumo_att_G PRK12678 infB PRK08770 FimV Herpes_UL56 GRASP55_65 Herpes_TAF50 DUF601 Prog_receptor	RNA.regulation of transcription.C3H zinc finger family	27_3_12

CUST_4194_PI404877155	2	-0.031944275	-0.051854134	-0.051538467	0.057419777	0.031944275	0.05447769	Contig15039_at	patatin-related [Arabidopsis thaliana] gb|AAR24649.1| At1g33270 [Arabidopsis thaliana]	NP_174597.2	12068304|patatin-related	At1g33270.1	protein At1g33270	Os11g34370	patatin-related	development.storage proteins	33_1

CUST_104593_PI403524517	2	0.062163353	-0.10083866	-0.062163353	0.1761074	0.19710255	-0.09289646	35_29806	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2R243	CHR1V7|COORD:11399903..11405702| actin binding	AT1G31810.1	CHR11V5|COORD:21387426..21381848|protein expressed protein	LOC_Os11g37070.2	no descriptionnot assigned DUF1421	not assigned.unknown	35_2

CUST_177504_PI403524517	2	-0.04033661	0.61168003	-0.41061926	-0.44086695	0.04033661	0.15660381	35_49375	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_9472_PI399408534	2	0.018720627	0.98565006	0.7022724	-0.018720627	-0.7568064	-0.6685543	35_47380	Rep: ACC synthase - Triticum aestivum (Wheat)	UniRef90_Q43204	CHR4V7|COORD:6864164..6865918| ACS6 (1-AMINOCYCLOPROPANE-1-CARBOXYLIC ACID (ACC) SYNTHASE 6)	AT4G11280.1	CHR04V5|COORD:28915586..28912714|protein 1-aminocyclopropane-1-carboxylate synthase, putative, expressed	LOC_Os04g48850.1	no descriptionmoderately similar to ( 280)AT4G11280| Symbols:  | ACS6 (1-AMINOCYCLOPROPANE-1-CARBOXYLIC ACID (ACC) SYNTHASE 6) | chr4:6864164-6865918 FORWARDmoderately similar to ( 272)1A1C_SOYBN1-aminocyclopropane-1-carboxylate synthase - Glycine max (Soybean)not assigned not assigned not assigned Aminotran_1_2 COG0436 PRK08960 ARO8 PRK08068 PRK09276	hormone metabolism.ethylene.synthesis-degradation	17_5_1

CUST_119556_PI403524517	2	-0.11636734	0.03390026	0.0891943	-0.0043439865	0.004343033	-0.12063599	35_33825	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_56156_PI403524517	2	0.14229679	0.58859444	0.17598438	-0.38821793	-0.14229584	-0.5170479	35_15985	"Cluster: Von Willebrand factor type A domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Von Willebrand factor"	UniRef90_Q2QSE5	CHR5V7|COORD:24428179..24432075| zinc finger (C3HC4-type RING finger) family protein	AT5G60710.1	CHR12V5|COORD:13911270..13913324|protein retrotransposon protein, putative, unclassified, expressed	LOC_Os12g24390.1	no descriptionvery weakly similar to (69.3)AT5G60710| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr5:24428179-24432075 REVERSEvWA_C3HC4_type vWA_interalpha_trypsin_inhibitor vWFA vWA_subgroup VWA VWA	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_93874_PI403524517	2	0.57350636	1.1855955	-0.27183104	-0.7393384	-1.9748845	0.2718315	35_26840	"Cluster: Ubiquitin-conjugating enzyme family protein; n=1; Tetrahymena thermophila SB210|Rep: Ubiquitin-conjugating enzyme family protein - Tetrahymena thermoph"	UniRef90_Q246T9	"CHR5V7|COORD:16555524..16557184| UBC4 (UBIQUITIN CONJUGATING ENZYME 4); ubiquitin-protein ligase"	AT5G41340.1	CHR10V5|COORD:15851407..15855642|protein ubiquitin-conjugating enzyme E2-21 kDa 1, putative, expressed	LOC_Os10g31000.2	" no descriptionweakly similar to ( 152)AT5G41340| Symbols: ATUBC4, UBC4 | UBC4 (UBIQUITIN CONJUGATING ENZYME 4); ubiquitin-protein ligase | chr5:16555524-16557184 REVERSEweakly similar to ( 170)UBC4_WHEATUbiquitin-conjugating enzyme E2-23 kDa - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned COG5078 UQ_con UBCc UBCc "	protein.degradation.ubiquitin.E2	29_5_11_3

CUST_96804_PI403524517	2	0.13686562	-0.02623558	-0.0086193085	0.030088425	0.0086193085	-0.2097516	35_27647	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10KX9	"CHR3V7|COORD:21029305..21031171| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G41150.2); similar to expressed protein [Oryza sativa (japonica"	AT3G56750.1	CHR03V5|COORD:14315925..14320099|protein expressed protein	LOC_Os03g25110.1	"no descriptionmoderately similar to ( 272)AT3G56750| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G41150.2); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABF96132.1) | chr3:21029305-21031171 REVERSEnot assigned PRK12323 PRK07764 PRK07003"	not assigned.unknown	35_2

CUST_24454_PI403524517	2	0.031899452	0.20196629	0.05943203	-0.16958809	-0.12660503	-0.031900406	35_7098	"CAB62636.1; n=1; Arabidopsis thaliana|Rep: Emb|CAB62636.1 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9FN50	CHR5|COORD:7728606..7730985| expressed protein, similar to unknown protein (emb:CAB62636.1)	AT5G23040.2	CHR08V5|COORD:19804317..19807679|protein dnaJ domain containing protein, expressed	LOC_Os08g32130.1	"no descriptionmoderately similar to ( 258)AT5G23040| Symbols: CDF1 | CDF1 (CELL GROWTH DEFECT FACTOR 1); heat shock protein binding | chr5:7729468-7730933 REVERSE"	not assigned.unknown	35_2

CUST_31723_PI399408534	2	-0.22308445	-0.25543118	0.10303879	0.043156624	0.024147987	-0.024147987	35_5418	"Cluster: Uncharacterized plant-specific domain TIGR01589 family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Uncharacterized plant-speci"	UniRef90_Q10N71	"CHR3V7|COORD:20484853..20485682| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G28990.1); similar to unknown protein [Oryza sativa (japonica"	AT3G55240.1	CHR03V5|COORD:9554593..9555383|protein plant-specific domain TIGR01589 family protein	LOC_Os03g17200.1	" no descriptionvery weakly similar to (95.5)AT3G55240| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G28990.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD10374.1); similar to Os05g0462000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001055765.1); similar to Os01g0837600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001044739.1); contains InterPro domain Conserved hypothetical protein 1589, plant; (InterPro:IPR006476) | chr3:20484853-20485682 REVERSEvery weakly similar to (62.8)HMGL_VICFAHMG1/2-like protein - Vicia faba (Broad bean)A_thal_3526 HMGB-UBF_HMG-box HMG_box HMG HMG-box "	RNA.regulation of transcription.Nucleosome/chromatin assembly factor group	27_3_62

CUST_111600_PI403524517	2	-0.1860838	0.18372154	0.020213127	-0.02021408	0.081879616	-0.38396072	35_31686	"Cluster: Putative water channel protein; n=1; Solanum lycopersicum|Rep: Putative water channel protein - Solanum lycopersicum (Tomato) (Lycopersicon esculentum)"	UniRef90_Q9M624	"CHR1V7|COORD:225986..227176| PIP1C (PLASMA MEMBRANE INTRINSIC PROTEIN 1;3); water channel"	AT1G01620.1	CHR02V5|COORD:27038450..27041579|protein aquaporin PIP1.1, putative, expressed	LOC_Os02g44630.3	" no descriptionweakly similar to ( 192)AT1G01620| Symbols: PIP1;3, PIP1C, TMP-B | PIP1C (PLASMA MEMBRANE INTRINSIC PROTEIN 1;3) | chr1:225986-226960 REVERSEmoderately similar to ( 206)PIP11_ORYSAnot assigned not assigned MIP MIP GlpF PRK05420 Protamine_P1 Protamine_P2 "	transport.Major Intrinsic Proteins.PIP	34_19_1

CUST_116946_PI403524517	2	0.002776146	0.07298374	0.10342884	-0.045342445	-0.002776146	-0.10018349	35_33146	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_12319_PI399408534	2	0.035580635	0.3155899	0.15027523	-0.33286858	-0.14209938	-0.03557968	35_7079	"Cluster: XH domain containing protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: XH domain containing protein, expressed - Oryza sativa (japon"	UniRef90_Q2QNA8	CHR5V7|COORD:23972160..23974377| XH/XS domain-containing protein	AT5G59390.1	CHR12V5|COORD:23562565..23566687|protein transcription factor X1-like protein, putative, expressed	LOC_Os12g38440.3	no descriptionweakly similar to ( 101)AT1G15910| Symbols:  | XH/XS domain-containing protein / XS zinc finger domain-containing protein | chr1:5465945-5468717 FORWARDXH	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_50827_PI403524517	2	0.014587402	-0.42567253	-0.014588356	0.23681831	0.05502224	-0.06248188	35_14499	"Cluster: 70 kDa peptidyl-prolyl isomerase; n=1; Triticum aestivum|Rep: 70 kDa peptidyl-prolyl isomerase - Triticum aestivum (Wheat)"	UniRef90_Q43207	"CHR3V7|COORD:9189494..9192374| ROF1 (ROTAMASE FKBP 1); FK506 binding / calmodulin binding / peptidyl-prolyl cis-trans isomerase"	AT3G25230.1	CHR08V5|COORD:26005624..26011565|protein peptidyl-prolyl isomerase, putative, expressed	LOC_Os08g41390.2	"no descriptionhighly similar to ( 793)AT3G25230| Symbols: ROF1 | ROF1 (ROTAMASE FKBP 1); FK506 binding / calmodulin binding / peptidyl-prolyl cis-trans isomerase | chr3:9189494-9192374 FORWARDhighly similar to ( 996)FKB70_WHEAT70 kDa peptidyl-prolyl isomerase - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned FKBP_C FkpA PRK10902 PRK11570 TPR SlpA NrfG"	cell.cycle.peptidylprolyl isomerase	31_3_1

CUST_139476_PI403524517	2	-0.0027770996	0.18370676	0.28963804	0.0027770996	-0.11297417	-0.4621625	35_39117	"Cluster: Putative ABC transporter; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative ABC transporter - Oryza sativa (japonica cultivar-group)"	UniRef90_Q851S1	CHR2V7|COORD:16744763..16747381| ATATH9 (ABC2 homolog 9)	AT2G40090.1	CHR02V5|COORD:3353562..3354820|protein early nodulin 20 precursor, putative, expressed	LOC_Os02g06670.1	no descriptionweakly similar to ( 145)AT2G40090| Symbols: ATATH9 | ATATH9 (ABC2 homolog 9) | chr2:16744763-16747381 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned PRK07764 FAP PRK12323 Atrophin-1	not assigned.no ontology.ABC1 family protein	35_1_1

CUST_113998_PI403524517	2	0.19671345	-0.22373486	-0.019646168	0.16247177	-0.028459072	0.019646168	35_32353	"Cluster: Putative 5-oxoprolinase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative 5-oxoprolinase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8LHD1	CHR5V7|COORD:15073865..15077755| hydantoinase/oxoprolinase family protein	AT5G37830.1	CHR01V5|COORD:42924850..42917729|protein 5-oxoprolinase, putative, expressed	LOC_Os01g73514.2	no descriptionweakly similar to ( 120)AT5G37830| Symbols:  | hydantoinase/oxoprolinase family protein | chr5:15073865-15077755 REVERSEnot assigned Hydant_A_N	not assigned.no ontology	35_1

CUST_33880_PI399408534	2	0.0043592453	-0.21587276	0.040471077	-0.07153988	-0.004359722	0.004650593	35_9743	"Cluster: Putative far-red impaired response protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative far-red impaired response protein - Oryza sativa"	UniRef90_Q6YYM8	"CHR2V7|COORD:11584047..11587337| FRS3 (FAR1-RELATED SEQUENCE 3); zinc ion binding"	AT2G27110.3	CHR08V5|COORD:3853298..3856803|protein transposon protein, putative, unclassified, expressed	LOC_Os08g06930.1	"no descriptionweakly similar to ( 146)AT2G27110| Symbols: FRS3 | FRS3 (FAR1-RELATED SEQUENCE 3); zinc ion binding | chr2:11584047-11587337 REVERSE"	signalling.light	30_11

CUST_131811_PI403524517	2	0.1572032	0.39810562	0.04950285	-0.04950285	-0.10612106	-0.068189144	35_37024	"Cluster: PWWP domain protein-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: PWWP domain protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z1Z7		0	CHR08V5|COORD:29683..39772|protein HUA2, putative, expressed	LOC_Os08g01054.3	no description	not assigned.unknown	35_2

CUST_96879_PI403524517	2	7.286072E-4	0.817132	-7.276535E-4	-0.19649792	0.028806686	-0.03961754	35_27669	Rep: OSIGBa0131J24.4 protein - Oryza sativa (Rice)	UniRef90_Q01MT9	"CHR3|COORD:9032404..9033790| expressed protein, similar to expressed protein [Arabidopsis thaliana] (TAIR:At3g25910.1); similar to unknown protein [Oryza"	AT3G24740.2	CHR04V5|COORD:1838730..1835882|protein expressed protein	LOC_Os04g04010.1	"no descriptionmoderately similar to ( 255)AT3G24740| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G25910.1); similar to Pm27 [Prunus mume] (GB:BAE48661.1); similar to OSIGBa0131J24.4 [Oryza sativa (indica cultivar-group)] (GB:CAH65926.1); similar to OSJNBa0027H09.16 [Oryza sativa (japonica cultivar-group)] (GB:CAE03816.2); contains InterPro domain Protein of unknown function DUF1644; (InterPro:IPR012866) | chr3:9032404-9033468 FORWARDDUF1644"	not assigned.unknown	35_2

CUST_23304_PI403524517	2	-0.08560753	0.10945797	0.02488327	0.08354187	-0.030718803	-0.024884224	35_6771	"Cluster: Hypothetical protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10QE7	CHR4V7|COORD:16210409..16211312| similar to Os03g0199500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001049286.1)	AT4G33800.1	CHR03V5|COORD:5205611..5204172|protein expressed protein	LOC_Os03g10260.1	no descriptionvery weakly similar to (57.8)AT4G33800| Symbols:  | similar to Os03g0199500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001049286.1) | chr4:16210409-16211312 REVERSEnot assigned not assigned not assigned not assigned not assigned PRK07003 PRK12323 PRK07764	not assigned.unknown	35_2

CUST_5262_PI404877155	2	-0.012822151	0.27131653	0.10150528	-0.1533575	-0.071686745	0.012822151	Contig16807_at	P0672D08.33 [Oryza sativa (japonica cultivar-group)] dbj|BAB64257.1| P0672D08.33 [Oryza sativa (japonica cultivar-group)]	NP_908345.1	SNF7 family protein	At3g10640.1	protein SNF7 family	Os01g01350	0	RNA.regulation of transcription.SNF7	27_3_71

CUST_62901_PI403524517	2	-0.15023613	0.007372856	0.10558128	0.043587685	-0.007372856	-0.14611912	35_17941	"Cluster: Os01g0802000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0802000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JIH1	CHR2|COORD:17049810..17051935| zinc finger (C3HC4-type RING finger) family protein, contains Pfam domain, PF00097: Zinc finger, C3HC4 type (RING finger)	AT2G40830.3	CHR01V5|COORD:34295586..34297659|protein RHC1A, putative, expressed	LOC_Os01g58780.1	"no descriptionmoderately similar to ( 215)AT2G40830| Symbols: RHC1A | RHC1A (RING-H2 finger C1A); protein binding / zinc ion binding | chr2:17050720-17051706 FORWARDvery weakly similar to (52.0)EL5_ORYSAnot assigned not assigned COG5540 RING RING"	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_24671_PI403524517	2	0.087703705	0.46822262	0.3521533	-0.33432627	-0.08770323	-0.8610368	35_7158	"Cluster: Os05g0179300 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0179300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DKA5	CHR3V7|COORD:23025308..23026783| transferase family protein	AT3G62160.1	CHR05V5|COORD:4715065..4713069|protein 10-deacetylbaccatin III 10-O-acetyltransferase, putative, expressed	LOC_Os05g08640.1	no descriptionmoderately similar to ( 221)AT3G62160| Symbols:  | transferase family protein | chr3:23025308-23026783 REVERSEvery weakly similar to (87.4)HCBT1_DIACAAnthranilate N-benzoyltransferase protein 1 - Dianthus caryophyllus (Carnation) (Clove pink)not assigned not assigned Transferase PRK07764 PRK12323	secondary metabolism.phenylpropanoids	16_2

CUST_3606_PI399408534	2	-0.015079975	0.43293667	0.12055731	0.015079975	-0.9119477	-0.020439625	35_26242	"Cluster: Phosphatidylinositol-4-phosphate 5-Kinase family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Phosphatidylinositol-4-phosphate"	UniRef90_Q2QVA9	CHR4V7|COORD:16029508..16037282| 1-phosphatidylinositol-4-phosphate 5-kinase/ zinc ion binding	AT4G33240.1	CHR12V5|COORD:7518145..7532500|protein phosphatidylinositol-4-phosphate 5-Kinase family protein, expressed	LOC_Os12g13440.1	" no descriptionweakly similar to ( 125)AT4G33240| Symbols:  | similar to phosphatidylinositol-4-phosphate 5-kinase family protein [Arabidopsis thaliana] (TAIR:AT3G14270.1); similar to phosphatidylinositol-4-phosphate 5-kinase family protein [Arabidopsis thaliana] (TAIR:AT1G34260.1); similar to phosphatidylinositol-4-phosphate 5-kinase family protein [Arabidopsis thaliana] (TAIR:AT1G71010.1); similar to putative phosphatidylinositol 3,5-kinase [Oryza sativa (japonica cultivar-group)] (GB:AAP12926.1); similar to 1-phosphatidylinositol-3-phosphate 5-kinase-like [Oryza sativa (japonica cultivar-group)] (GB:BAD08735.1); similar to Chaperonin Cpn60/TCP-1; Phosphatidylinositol-4-phosphate 5-kinase; Zinc finger, FYVE/PHD-type [Medicago truncatula] (GB:ABE86459.1); contains InterPro domain Zinc finger, FYVE/PHD-type; (InterPro:IPR011011); contains InterPro domain Chaperonin Cpn60/TCP-1; (InterPro:IPR002423); contains InterPro domain Phosphatidylinositol-4-phosphate 5-kinase; (InterPro:IPR002498); contains InterPro domain Zinc finger, FYVE-type; (InterPro:IPR000306) | chr4:16029508-16037282 REVERSEnot assigned "	signalling.phosphinositides.phosphatidylinositol-4-phosphate 5-kinase	30_4_1

CUST_137944_PI403524517	2	0.10173464	-0.5458889	-0.04999733	0.04999733	-0.2626953	0.065705776	35_38686	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_3565_PI399408534	2	0.053346634	0.019390106	-0.025548935	-0.01151371	-0.077451706	0.01151371	35_28429	Rep: Calmodulin-2 - Glycine max (Soybean)	UniRef90_P62163	"CHR3V7|COORD:15675606..15677342| CAM7 (CALMODULIN 7); calcium ion binding"	AT3G43810.1	CHR07V5|COORD:29198699..29196039|protein calmodulin, putative, expressed	LOC_Os07g48780.1	"no descriptionmoderately similar to ( 235)AT3G43810| Symbols: CAM7 | CAM7 (CALMODULIN 7); calcium ion binding | chr3:15675606-15677342 REVERSEmoderately similar to ( 235)CALM_SPIOLCalmodulin - Spinacia oleracea (Spinach)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned FRQ1 EFh"	signalling.calcium	30_3

CUST_19169_PI404877155	2	-0.027741432	-0.2504549	0.027741432	0.06653595	0.13824654	-0.06708813	rbaak31l19_s_at	transducin family protein / WD-40 repeat family protein [Arabidopsis thaliana] pir||A84578 probable WD-40 repeat protein [imported] - Arabid	NP_179544.1	transducin family protein / WD-40 repeat family protein	At2g19540.1	protein probable WD-40 repeat protein [imported] - Arabidopsis thaliana	Os11g03990	transducin / WD-40 repeat protein family	RNA.regulation of transcription.unclassified	27_3_99

CUST_24189_PI403524517	2	0.23274612	0.9260874	-0.16003323	0.0030670166	-0.0030679703	-0.079031944	35_7022	"Cluster: Os09g0493600 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0493600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J0L9	"CHR3V7|COORD:4128472..4129623| similar to Os09g0493600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001063546.1); similar to Protein Iojap"	AT3G12930.1	CHR09V5|COORD:19120797..19118866|protein expressed protein	LOC_Os09g32030.1	"no descriptionweakly similar to ( 180)AT3G12930| Symbols:  | similar to Os09g0493600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001063546.1); similar to Protein Iojap (GB:Q41822); contains InterPro domain Iojap-related protein; (InterPro:IPR004394) | chr3:4128472-4129623 FORWARDmoderately similar to ( 206)IOJAP_MAIZEProtein Iojap - Zea mays (Maize)not assigned DUF143 COG0799"	not assigned.unknown	35_2

CUST_13334_PI404877155	2	-0.035053253	-0.5967026	0.038597107	-0.05563736	0.09069061	0.035053253	Contig7027_at	putative neutral invertase [Oryza sativa (japonica cultivar-group)]	NP_908764.1	beta-fructofuranosidase, putative / invertase, putative / saccharase, putative / beta-fructosidase, putative	At1g56560.1	protein Plant neutral invertase, putative	Os01g22900	"beta-fructofuranosidase, putative / invertase, putative / saccharase, putative / beta-fructosidase, putative, similar to neutral invertase (Daucus carota) GI:4200165; contains Pfam profile PF04853: Plant neutral invertase"	major CHO metabolism.degradation.sucrose.invertases.neutral	2_2_1_03_01

CUST_4038_PI404877155	2	-0.012093544	0.12814617	-0.1048851	0.012093544	-0.06404781	0.10056496	Contig14766_s_at	auxin response factor 7b [Oryza sativa]	BAB85917.1	auxin-responsive factor (ARF7)	At5g20730.2	protein Auxin response factor, putative	Os08g40900	auxin-responsive factor (ARF7), identical to auxin response factor 7 GI:4104929 from (Arabidopsis thaliana) or  auxin-responsive factor (ARF7), identical to auxin response factor 7 GI:4104929 from (Arabidopsis thaliana) or  auxin-responsive factor (ARF7),	RNA.regulation of transcription.ARF, Auxin Response Factor family	27_3_04

CUST_176787_PI403524517	2	-0.17679405	0.36616135	-0.2341218	0.4863472	0.17679405	-0.21309662	35_49188	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_177475_PI403524517	2	0.08327103	-0.11048412	-0.029413223	-0.0052633286	0.005262375	0.08447552	35_49367	"Cluster: Arabidopsis thaliana genomic DNA, chromosome 5, P1 clone:MRA19; n=1; Arabidopsis thaliana|Rep: Arabidopsis thaliana genomic DNA, chromosome 5, P1 clone"	UniRef90_Q9FK80	CHR5V7|COORD:18513624..18516900| binding	AT5G45610.1	0	0	no description	not assigned.unknown	35_2

CUST_92904_PI403524517	2	0.14803982	0.6871004	0.21944094	-0.23895645	-0.29215908	-0.14803982	35_26564	"Cluster: Hypothetical protein P0519E07.4; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0519E07.4 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6AVZ9	"CHR5V7|COORD:9403872..9407173| similar to Os05g0134300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001054566.1); similar to PREDICTED: similar to"	AT5G26760.2	CHR05V5|COORD:1980877..1976230|protein expressed protein	LOC_Os05g04370.1	"no descriptionvery weakly similar to (91.7)AT5G26760| Symbols:  | similar to Os05g0134300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001054566.1); similar to PREDICTED: similar to Chromosome 1 open reading frame 82 isoform 3 [Pan troglodytes] (GB:XP_513561.2); similar to PREDICTED: similar to Chromosome 1 open reading frame 82 isoform 2 [Pan troglodytes] (GB:XP_001153375.1); contains InterPro domain Protein of unknown function DUF408; (InterPro:IPR007308) | chr5:9403872-9407173 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF408 PRK12323 PRK07003 PRK07764 PRK12678 Herpes_BLLF1 APC_basic Atrophin-1 HPC2 DUF566 Gag_spuma PRK12495 Tymo_45kd_70kd KAR9 PRK05648 GRASP55_65 TT_ORF1 DUF1421 IER AF-4"	not assigned.unknown	35_2

CUST_53326_PI403524517	2	-1.1670113	-1.1308184	2.8147001	1.1308193	1.2728672	-1.133851	35_15174	"Cluster: Jasmonate induced protein; n=1; Hordeum vulgare|Rep: Jasmonate induced protein - Hordeum vulgare (Barley)"	UniRef90_Q43490	0	0	CHR04V5|COORD:14003269..14004470|protein phytase, putative	LOC_Os04g24460.1	no description	not assigned.unknown	35_2

CUST_51293_PI403524517	2	0.0	0.0616436	0.03340721	0.0	-0.033714294	-0.036376953	35_14622	"Cluster: Putative 40S ribosomal protein; contains C-terminal domain; n=5; BEP clade|Rep: Putative 40S ribosomal protein; contains C-terminal domain - Oryza sati"	UniRef90_Q94LL1	CHR5V7|COORD:13727585..13729422| 40S ribosomal protein S3 (RPS3C)	AT5G35530.1	CHR03V5|COORD:21054673..21052138|protein 40S ribosomal protein S3, putative, expressed	LOC_Os03g38000.1	no descriptionmoderately similar to ( 391)AT5G35530| Symbols:  | 40S ribosomal protein S3 (RPS3C) | chr5:13727585-13729422 REVERSEnot assigned RpsC 40S_S3_KH rps3p Ribosomal_S3_C archeal_30S_S3_KH rpsC rps3 KH-II KH_2	protein.synthesis.misc ribososomal protein	29_2_2

CUST_161502_PI403524517	2	0.056310654	0.108531	-0.0345726	-0.10228443	0.0345726	-0.04882431	35_45054	"Cluster: Putative membrane protein; n=1; Emiliania huxleyi virus 86|Rep: Putative membrane protein - Emiliania huxleyi virus 86"	UniRef90_Q4A2B5	CHR1V7|COORD:11399903..11405702| actin binding	AT1G31810.1	CHR11V5|COORD:537453..536011|protein expressed protein	LOC_Os11g02010.1	no description	not assigned.unknown	35_2

CUST_156797_PI403524517	2	0.05694914	1.557044	-0.056949615	0.7607908	-0.2884426	-0.38613987	35_43791	"Cluster: Os08g0189700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os08g0189700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J7I9		0	CHR08V5|COORD:5253808..5254949|protein germin-like protein subfamily 1 member 11 precursor, putative, expressed	LOC_Os08g09060.1	no description	not assigned.unknown	35_2

CUST_84065_PI403524517	2	-0.10894203	-0.523859	0.10894203	0.14779186	0.2589302	-0.20134735	35_24092	"Cluster: Os04g0115500 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os04g0115500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JFD1	CHR1V7|COORD:28432467..28434789| zinc finger (C2H2 type) family protein	AT1G75710.1	CHR04V5|COORD:904406..908190|protein nucleic acid binding protein, putative, expressed	LOC_Os04g02510.1	no description	not assigned.unknown	35_2

CUST_64622_PI403524517	2	-0.18189049	0.0053138733	0.01788807	-0.12996674	-0.0053138733	0.07260227	35_18448	"Cluster: Peroxisomal targeting signal 1 receptor short form; n=2; Oryza sativa (japonica cultivar-group)|Rep: Peroxisomal targeting signal 1 receptor short form"	UniRef90_Q32Y70	"CHR5V7|COORD:22803881..22809198| PEX5 (PEROXIN 5); peroxisome targeting signal-1 binding"	AT5G56290.1	CHR08V5|COORD:24552403..24561690|protein peroxisomal targeting signal receptor, putative, expressed	LOC_Os08g39080.2	"no descriptionvery weakly similar to (98.6)AT5G56290| Symbols: PEX5 | PEX5 (PEROXIN 5); peroxisome targeting signal-1 binding | chr5:22803881-22809198 FORWARDnot assigned"	protein.targeting.peroxisomes	29_3_5

CUST_32060_PI403524517	2	0.33131695	-0.8852329	-0.12700939	0.05135727	-0.05135727	0.11782074	35_9246	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_34725_PI399408534	2	0.025506973	-0.34610176	-0.08635235	0.091091156	0.17981625	-0.025506973	35_19250	"Cluster: Hypothetical protein OSJNBa0075A22.21; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0075A22.21 - Oryza sativa (japonica"	UniRef90_Q7Y092	CHR4V7|COORD:13334108..13336162| antitermination NusB domain-containing protein	AT4G26370.1	CHR03V5|COORD:25581240..25585302|protein RNA binding protein, putative, expressed	LOC_Os03g45400.1	no descriptionweakly similar to ( 199)AT4G26370| Symbols:  | antitermination NusB domain-containing protein | chr4:13334775-13336162 REVERSEnot assigned Terminator_NusB NusB_Sun nusB nusB NusB NusB PRK07764	RNA.regulation of transcription.General Transcription	27_3_50

CUST_9764_PI404877155	2	-0.042295456	0.2433548	0.078207016	-0.043434143	-0.061631203	0.042295456	Contig3490_s_at	putative methyl-binding domain protein MBD105 [Zea mays]	AAK40307.1	methyl-CpG-binding domain-containing protein	At1g15340.1	protein methyl-binding domain protein MBD106, putative	Os12g42550	putative methyl-binding domain protein MBD105	RNA.regulation of transcription.Methyl binding domain proteins	27_3_59

CUST_75952_PI403524517	2	0.011850357	0.21923923	-0.43340874	-0.011849403	0.15904808	-0.052415848	35_21772	Rep: Putative RING-H2 finger protein - Oryza sativa (Rice)	UniRef90_Q94HJ7	"CHR2V7|COORD:16574584..16575789| RHC2A (RING-H2 finger C2A); protein binding / zinc ion binding"	AT2G39720.1	CHR05V5|COORD:515888..517710|protein zinc finger, RING-type, putative, expressed	LOC_Os05g01940.1	no descriptionDUF1117	not assigned.unknown	35_2

CUST_56689_PI403524517	2	-0.052773476	0.5883732	0.043320656	-0.10281849	-0.026904106	0.02690506	35_16146	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_140578_PI403524517	2	0.17600155	0.03821659	-0.025954247	0.025954247	-0.13945293	-0.13958454	35_39415	"Cluster: Hypothetical protein OSJNBa0003O19.3; n=3; Oryza sativa|Rep: Hypothetical protein OSJNBa0003O19.3 - Oryza sativa (Rice)"	UniRef90_Q9AYK2	CHR1V7|COORD:11827568..11829424| zinc-binding family protein	AT1G32700.1	CHR10V5|COORD:22501927..22499441|protein expressed protein	LOC_Os10g42410.1	no descriptionweakly similar to ( 117)AT1G32700| Symbols:  | zinc-binding family protein | chr1:11827966-11829424 FORWARDnot assigned PLATZ PRK12323 PRK07003 PRK07764 SerH	not assigned.no ontology	35_1

CUST_161870_PI403524517	2	0.27421522	-0.004498005	0.004498005	-0.15721035	0.042464256	-0.30506754	35_45153	"Cluster: Proteophosphoglycan 5; n=1; Leishmania major strain Friedlin|Rep: Proteophosphoglycan 5 - Leishmania major strain Friedlin"	UniRef90_Q4FX62	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	CHR07V5|COORD:120554..126329|protein potassium transporter 16, putative, expressed	LOC_Os07g01214.1	no description	not assigned.unknown	35_2

CUST_137923_PI403524517	2	-0.73887014	-0.060756683	0.6195793	0.060756683	0.38523483	-0.5150032	35_38681	Rep: Hypothetical protein OJ1111_B11.2 - Oryza sativa (Rice)	UniRef90_Q94GD5	CHR3V7|COORD:17203780..17205212| UDP-glucoronosyl/UDP-glucosyl transferase family protein	AT3G46670.1	CHR03V5|COORD:34575876..34577414|protein cytokinin-N-glucosyltransferase 1, putative, expressed	LOC_Os03g60960.1	no description	not assigned.unknown	35_2

CUST_148715_PI403524517	2	0.09739113	0.0097846985	-0.034809113	-0.0097846985	-0.037945747	0.05001068	35_41605	"Cluster: Putative potential copper-transporting ATPase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative potential copper-transporting ATPase - Oryza s"	UniRef90_Q6ZDR8	CHR4V7|COORD:16118996..16125852| PAA1 (metal-transporting P-type ATPase 1)	AT4G33520.2	CHR08V5|COORD:23898429..23906472|protein copper-transporting ATPase PAA1, putative, expressed	LOC_Os08g37950.1	 no descriptionmoderately similar to ( 246)AT4G33520| Symbols: HMA6, PAA1 | PAA1 (metal-transporting P-type ATPase 1) | chr4:16118996-16125852 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned ZntA zntA PRK10671 MgtA KdpB PRK01122 Hydrolase PRK10517 COG4087 	transport.metal	34_12

CUST_31815_PI403524517	2	0.08431721	0.14526272	-0.25802517	-0.016407967	-0.026517868	0.016407967	35_9178	"Cluster: Putative thioredoxin; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative thioredoxin - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5TKD8	CHR4V7|COORD:14535778..14537114| thioredoxin family protein	AT4G29670.1	CHR05V5|COORD:6217225..6213149|protein thioredoxin-like 6, chloroplast precursor, putative, expressed	LOC_Os05g11090.1	no descriptionmoderately similar to ( 229)AT4G29670| Symbols:  | thioredoxin family protein | chr4:14535989-14537114 REVERSEvery weakly similar to (61.2)TRXH_WHEATThioredoxin H-type - Triticum aestivum (Wheat)not assigned not assigned not assigned TRX_family Thioredoxin TRX_CDSP32 PDI_a_family PDI_a_ERp38	redox.thioredoxin	21_1

CUST_14806_PI404877155	2	0.038965225	-0.73249245	-0.32281113	-0.028335571	0.028334618	0.082699776	Contig8622_s_at	putative ATP-dependent RNA helicase [Arabidopsis thaliana]	AAM13871.1	expressed protein	At2g28600.1	protein ATP-dependent RNA helicase, putative	Os12g05230	ATP-dependent RNA helicase -related	RNA.processing	27_1

CUST_159578_PI403524517	2	-0.095172405	0.20917082	-0.12627125	0.40159893	-0.10157156	0.095172405	35_44538	"Cluster: Spliceosomal U5 snRNP-specific 15 kDa protein, putative; n=1; Musa acuminata|Rep: Spliceosomal U5 snRNP-specific 15 kDa protein, putative - Musa acumin"	UniRef90_Q1EP80	"CHR5V7|COORD:2666044..2666937| YLS8 (yellow-leaf-specific gene 8); catalytic"	AT5G08290.1	CHR10V5|COORD:18081900..18084679|protein mitosis protein dim1, putative, expressed	LOC_Os10g34520.1	"no descriptionmoderately similar to ( 212)AT5G08290| Symbols: YLS8 | YLS8 (yellow-leaf-specific gene 8); catalytic | chr5:2666044-2666937 FORWARDnot assigned DIM1 DIM1 DLP"	not assigned.no ontology	35_1

CUST_31457_PI403524517	2	-2.527237E-4	0.12763119	-0.21626186	0.09896088	-0.19277287	2.527237E-4	35_9081	"Cluster: Speckle-type POZ protein(Spop)-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Speckle-type POZ protein(Spop)-like - Oryza sativa (japonica"	UniRef90_Q6ERL7	"CHR5V7|COORD:6342565..6344643| ATBPM1 (BTB-POZ AND MATH DOMAIN 1); protein binding"	AT5G19000.1	CHR09V5|COORD:10305222..10306406|protein TD and POZ domain-containing protein 3, putative	LOC_Os09g16870.1	"no descriptionweakly similar to ( 119)AT5G19000| Symbols: ATBPM1 | ATBPM1 (BTB-POZ AND MATH DOMAIN 1); protein binding | chr5:6342565-6344643 FORWARDnot assigned not assigned not assigned BTB BTB"	protein.degradation.ubiquitin.E3.BTB/POZ Cullin3.BTB/POZ	29_5_11_4_5_2

CUST_71233_PI403524517	2	0.13938427	-0.30806732	0.086992264	-0.12999725	0.029154778	-0.029154778	35_20408	"Cluster: Os01g0204000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0204000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JPT0	"CHR1V7|COORD:29587880..29590401| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G22795.1); similar to Os01g0204000 [Oryza sativa (japonica"	AT1G78650.1	CHR01V5|COORD:5720986..5715685|protein expressed protein	LOC_Os01g10690.1	"no descriptionweakly similar to ( 188)AT1G78650| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G22795.1); similar to Os01g0204000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001042334.1); similar to DNA polymerase delta p66 subunit -like [Oryza sativa (japonica cultivar-group)] (GB:BAD72984.1); contains domain SUBFAMILY NOT NAMED (PTHR17598:SF3); contains domain FAMILY NOT NAMED (PTHR17598) | chr1:29587880-29590401 FORWARDCDC27"	not assigned.no ontology	35_1

CUST_114051_PI403524517	2	0.22067833	0.3161106	-0.07452202	-0.13169289	-0.3426113	0.07452202	35_32366	"Cluster: Antifreeze glycopeptide AFGP polyprotein precursor; n=2; Boreogadus saida|Rep: Antifreeze glycopeptide AFGP polyprotein precursor - Boreogadus saida (P"	UniRef90_O13028	"CHR2V7|COORD:18116379..18118664| IQD14; calmodulin binding"	AT2G43680.2	CHR03V5|COORD:9014390..9007824|protein serine/arginine repetitive matrix protein 1, putative, expressed	LOC_Os03g16369.2	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF1777	not assigned.unknown	35_2

CUST_58066_PI403524517	2	0.24827671	0.38146353	-0.31282663	0.060055256	-0.060055256	-0.121601105	35_16558	"Cluster: Putative glutathione S-transferase OsGSTF3; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative glutathione S-transferase OsGSTF3 - Oryza sativa"	UniRef90_Q9FUD8	"CHR3V7|COORD:735078..735884| ATGSTF11 (GLUTATHIONE S-TRANSFERASE F11); glutathione transferase"	AT3G03190.1	CHR03V5|COORD:1935080..1933783|protein glutathione S-transferase, putative, expressed	LOC_Os03g04260.1	" no descriptionmoderately similar to ( 201)AT3G03190| Symbols: ATGSTF6, ATGSTF11 | ATGSTF11 (GLUTATHIONE S-TRANSFERASE F11); glutathione transferase | chr3:735078-735884 FORWARDweakly similar to ( 187)GSTF3_MAIZEGlutathione S-transferase 3 - Zea mays (Maize)not assigned not assigned not assigned not assigned GST_C_Phi Gst GST_N_Phi GST_N_family GST_N_Theta GST_N_GTT1_like GST_N_Ure2p_like GST_C GST_C_family GST_N GST_C_GTT2_like GST_C_EFB1gamma GST_N_Beta GST_N_4 GST_N_Delta_Epsilon PRK11752 GST_C_2 GST_N_GTT2_like GST_N_2 GST_N_Zeta GST_C_Ure2p_like GST_N_EF1Bgamma GST_C_1 "	misc.glutathione S transferases	26_9

CUST_495_PI404877155	2	-0.17298317	0.15572739	0.21585274	0.17058754	-0.19387436	-0.15572834	Contig10400_s_at	hypothetical protein [Oryza sativa (japonica cultivar-group)] gb|AAP55091.1| hypothetical protein [Oryza sativa (japonica cultivar-group)] g	NP_922804.1	dehydration-responsive family protein	At4g18030.1	protein expressed protein	Os10g41970	"dehydration-responsive family protein, similar to early-responsive to dehydration stress ERD3 protein (Arabidopsis thaliana) GI:15320410; contains Pfam profile PF03141: Putative methyltransferase"	stress.abiotic.drought/salt	20_2_3

CUST_135809_PI403524517	2	0.09652853	0.30220413	-0.09652901	0.12349558	-0.36484098	-0.27807617	35_38089	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_169876_PI403524517	2	-1.1505423	0.9152489	-0.31754112	0.31754112	-1.7401166	0.3668766	35_47317	"Cluster: Os07g0528900 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os07g0528900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D5X1	"CHR5V7|COORD:2588533..2591107| SYP132 (syntaxin 132); t-SNARE"	AT5G08080.1	CHR07V5|COORD:20679460..20689273|protein retrotransposon protein, putative, unclassified	LOC_Os07g34510.1	" no descriptionvery weakly similar to (69.3)AT5G08080| Symbols: ATSYP132, SYP132 | SYP132 (syntaxin 132); t-SNARE | chr5:2588533-2590489 FORWARD"	cell. vesicle transport	31_4

CUST_42682_PI403524517	2	0.37409782	-0.07665157	-0.41038942	0.14466286	-0.13681793	0.07665157	35_12262	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_110753_PI403524517	2	-0.029632568	0.7052784	0.08458519	0.029631615	-0.10553837	-0.08549881	35_31453	"Cluster: Putative oxidase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative oxidase-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6YXT5	CHR2V7|COORD:19220098..19222236| FAD-binding domain-containing protein	AT2G46760.1	CHR08V5|COORD:764572..761772|protein FAD binding domain containing protein, putative, expressed	LOC_Os08g02230.1	no descriptionweakly similar to ( 133)AT2G46760| Symbols:  | FAD-binding domain-containing protein | chr2:19220098-19222236 REVERSEnot assigned not assigned GlcD FAD_binding_4 PRK07764 PRK12323	not assigned.no ontology	35_1

CUST_31151_PI399408534	2	0.14199829	0.04655361	-0.1857109	-0.04655361	-0.13264179	0.093052864	35_3298	"Cluster: Putative zinc finger protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative zinc finger protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q850Z5	CHR3V7|COORD:5763758..5764582| zinc finger (GATA type) family protein	AT3G16870.1	CHR03V5|COORD:34852338..34853795|protein expressed protein	LOC_Os03g61570.2	no descriptionvery weakly similar to (85.1)AT3G06740| Symbols:  | zinc finger (GATA type) family protein | chr3:2126664-2127271 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned ZnF_GATA GATA PRK12678 ZnF_GATA PRK07003 PRK12323	RNA.regulation of transcription.C2C2(Zn) GATA transcription factor family	27_3_9

CUST_83607_PI403524517	2	0.06037426	-0.07904911	-0.09235573	0.14735126	-0.022695541	0.022694588	35_23971	"Cluster: Possible OmpA family member precursor; n=1; Rhodopseudomonas palustris|Rep: Possible OmpA family member precursor - Rhodopseudomonas palustris"	UniRef90_Q6ND96	CHR4V7|COORD:10275928..10278502| leucine-rich repeat family protein / extensin family protein	AT4G18670.1	CHR08V5|COORD:10918875..10929831|protein actin binding protein, putative, expressed	LOC_Os08g17820.2	no descriptionnot assigned not assigned not assigned not assigned not assigned	not assigned.unknown	35_2

CUST_71246_PI403524517	2	0.1531558	0.16635895	-0.058348656	0.05834818	-0.09696865	-0.37852716	35_20411	"Cluster: Os05g0151400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0151400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DKN6	CHR4V7|COORD:1104766..1109360| TOC159 (translocon outer membrane complex 159)	AT4G02510.1	CHR05V5|COORD:2956069..2951704|protein TOC159, putative, expressed	LOC_Os05g05950.1	 no descriptionmoderately similar to ( 309)AT4G02510| Symbols: TOC86, PPI2, TOC160, ATTOC159, TOC159 | TOC159 (translocon outer membrane complex 159) | chr4:1104766-1109360 FORWARDvery weakly similar to (78.2)TOC34_PEATranslocase of chloroplast 34 - Pisum sativum (Garden pea)Toc34_like AIG1 AIG1 MMR_HSR1 COG3596 	protein.targeting.chloroplast	29_3_3

CUST_1826_PI404877155	2	-0.30668354	0.76357937	0.5403919	-0.13838291	0.0464983	-0.046498775	Contig12042_s_at	cytochrome P450-like protein [Oryza sativa (japonica cultivar-group)] dbj|BAB56089.1| putative cytochrome P450 90C1 [Oryza sativa (japonica	NP_913139.1	cytochrome P450, putative	At3g13730.1	protein Cytochrome P450	Os01g10040	"Encodes a cytochrome P-450 gene that is involved in brassinosteroid biosynthesis, most likely in the conversion step of teasterone (TE) to 3-dehydroteasterone (3DT), and/or 6-deoxoteasterone (6-deoxoTE) to 6-deoxo-3-dehydroteasterone (6-deoxo3DT); or the"	hormone metabolism.brassinosteroid.synthesis-degradation.BRs.other	17_03_01_01_99

CUST_11261_PI404877155	2	-0.45712757	0.6114316	-0.017689228	0.39244795	-0.25087452	0.017688751	Contig4935_at	lysophospholipase - like [Oryza sativa (japonica cultivar-group)] dbj|BAB89422.1| monoglyceride lipase isoform 2 -like [Oryza sativa (japoni	NP_913160.1	hydrolase, alpha/beta fold family protein	At5g11650.1	protein hydrolase, alpha/beta fold family, putative	Os01g10250	lysophospholipase - like	lipid metabolism.lipid degradation.lysophospholipases	11_9_3

CUST_28736_PI403524517	2	0.14331293	0.23777151	0.6589761	-0.46661615	-0.42449903	-0.14331293	35_8299	"Cluster: Putative serine carboxypeptidase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative serine carboxypeptidase - Oryza sativa (japonica"	UniRef90_Q75HY2	"CHR1V7|COORD:5168608..5169942| SCPL50 (serine carboxypeptidase-like 50); serine carboxypeptidase"	AT1G15000.1	CHR05V5|COORD:28920835..28922577|protein serine carboxypeptidase CPVL precursor, putative, expressed	LOC_Os05g50600.1	"no descriptionweakly similar to ( 130)AT1G15000| Symbols: SCPL50 | SCPL50 (serine carboxypeptidase-like 50); serine carboxypeptidase | chr1:5168608-5169942 FORWARDvery weakly similar to (71.2)CBPX_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Peptidase_S10 COG2939 AF-4 PRK12323 PRK07003 Tymo_45kd_70kd PRK07764 DUF566 HPC2 DUF1421 Atrophin-1 Herpes_BLLF1 KAR9 APC_basic DUF605 Protamine_P1 GRASP55_65"	protein.degradation.serine protease	29_5_5

CUST_24438_PI399408534	2	0.14684772	0.23316002	-0.094142914	-0.14490128	-0.20382786	0.094142914	35_17412	"Cluster: Putative transfactor; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative transfactor - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69TN6	CHR2V7|COORD:73456..74902| myb family transcription factor	AT2G01060.1	CHR09V5|COORD:7328540..7332290|protein MYB-CC type transfactor, putative, expressed	LOC_Os09g12770.1	no descriptionweakly similar to ( 198)AT2G01060| Symbols:  | myb family transcription factor | chr2:73456-74902 REVERSE	RNA.regulation of transcription.G2-like transcription factor family, GARP	27_3_20

CUST_79434_PI403524517	2	0.037270546	-0.48917198	-0.00842762	-0.0951395	0.068717	0.00842762	35_22786	"Cluster: Hypothetical protein OSJNBa0013M12.19; n=2; Oryza sativa|Rep: Hypothetical protein OSJNBa0013M12.19 - Oryza sativa (Rice)"	UniRef90_Q9FRD3	CHR1V7|COORD:10080028..10081590| pentatricopeptide (PPR) repeat-containing protein	AT1G28690.1	CHR03V5|COORD:14491283..14493395|protein pentatricopeptide repeat protein PPR868-14, putative, expressed	LOC_Os03g25380.1	no descriptionmoderately similar to ( 258)AT1G28690| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr1:10080028-10081590 REVERSEvery weakly similar to (57.0)RF1_ORYSAPPR	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_3744_PI403524517	2	0.090898514	-0.42323875	-0.36514568	0.22865582	0.12805748	-0.090898514	35_1025	Rep: OSIGBa0132D06.1 protein - Oryza sativa (Rice)	UniRef90_Q01LD6	"CHR5V7|COORD:25450505..25452840| ATFP3 (Arabidopsis thaliana farnesylated protein 3); metal ion binding"	AT5G63530.1	CHR04V5|COORD:19001730..19004996|protein ATFP3, putative, expressed	LOC_Os04g32030.1	no descriptionweakly similar to ( 171)AT5G63530| Symbols: ATFP3 | ATFP3 (Arabidopsis thaliana farnesylated protein 3) | chr5:25450649-25452840 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 Atrophin-1 TT_ORF1 Tymo_45kd_70kd PRK07003 Extensin_2 DUF1777 PRK12678 TolA Protamine_P1 PRK07764 Drf_FH1 HMA PRK05648 HMA Caldesmon DUF612 PRK06958 tolA DUF1421 CDC27 TolA infB CoxE GRASP55_65	metal handling.binding, chelation and storage	15_2

CUST_163286_PI403524517	2	-0.36260986	-0.11149311	0.07858181	0.38094616	0.13106155	-0.07858229	35_45537	"Cluster: Putative ubiquitin carrier protein E2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ubiquitin carrier protein E2 - Oryza sativa (japonica"	UniRef90_Q651V2		0	CHR06V5|COORD:27218531..27222175|protein ubiquitin-conjugating enzyme E2S, putative, expressed	LOC_Os06g45000.3	no description	not assigned.unknown	35_2

CUST_131892_PI403524517	2	0.0048208237	-0.0048208237	-0.13390064	0.09311581	0.39818573	-0.9311161	35_37045	Rep: Transmembrane protein-like - Oryza sativa (japonica cultivar-group)	UniRef90_Q6K5X9	CHR4V7|COORD:6175412..6176889| transporter-related	AT4G09810.1	CHR05V5|COORD:7155887..7150493|protein integral membrane protein like, putative, expressed	LOC_Os05g12490.1	no descriptionweakly similar to ( 130)AT4G09810| Symbols:  | transporter-related | chr4:6175412-6176889 REVERSEnot assigned	not assigned.no ontology	35_1

CUST_1079_PI404877155	2	9.498596E-4	-0.48373508	-0.10536575	0.10622215	0.13762283	-9.4795227E-4	Contig11093_at	putative snRNP protein [Oryza sativa (japonica cultivar-group)]	NP_911358.1	small nuclear ribonucleoprotein associated protein B, putative / snRNP-B, putative / Sm protein B, putative	At4g20440.1	protein Sm protein, putative	Os07g07220	NONE	RNA.processing	27_1

CUST_48194_PI403524517	2	0.11905956	-0.71824265	-0.16368294	0.027155876	-0.027154922	0.07352543	35_13779	"Cluster: Os01g0835900 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0835900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JHY5	CHR5V7|COORD:24068875..24069186| histone H4	AT5G59690.1	CHR10V5|COORD:20690219..20689571|protein histone H4, putative, expressed	LOC_Os10g39410.1	no descriptionweakly similar to ( 162)AT5G59970| Symbols:  | histone H4 | chr5:24163578-24163889 REVERSEweakly similar to ( 162)H4_PEAHistone H4 - Pisum sativum (Garden pea)not assigned H4 H4 HHT1 Histone	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_5675_PI399408534	2	0.38037682	0.020967484	-0.020967484	-0.24745369	-0.16037083	0.038434982	35_50239	"Cluster: TPR Domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: TPR Domain containing protein, expressed - Oryza sativa (jap"	UniRef90_Q337L2	"CHR4V7|COORD:14130052..14132605| NPGR2 (NO POLLEN GERMINATION RELATED 2); calmodulin binding"	AT4G28600.1	CHR10V5|COORD:17161415..17154993|protein NPGR2, putative, expressed	LOC_Os10g33290.2	"no descriptionvery weakly similar to (97.1)AT4G28600| Symbols: NPGR2 | NPGR2 (NO POLLEN GERMINATION RELATED 2); calmodulin binding | chr4:14130052-14132605 FORWARDnot assigned"	signalling.calcium	30_3

CUST_7225_PI403524517	2	0.2172432	-0.5623503	-0.031455994	0.02183342	-0.02183342	0.18247128	35_2005	"Cluster: Beta-galactosidase; n=3; Oryza sativa (japonica cultivar-group)|Rep: Beta-galactosidase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8L3P5	"CHR4V7|COORD:17176843..17181146| BGAL3 (beta-galactosidase 3); beta-galactosidase"	AT4G36360.2	CHR03V5|COORD:3510468..3504189|protein beta-galactosidase precursor, putative, expressed	LOC_Os03g06940.1	"no descriptionhighly similar to ( 988)AT4G36360| Symbols: BGAL3 | BGAL3 (beta-galactosidase 3); beta-galactosidase | chr4:17176843-17181146 REVERSEhighly similar to ( 892)BGAL_ASPOFBeta-galactosidase precursor - Asparagus officinalis (Garden asparagus)not assigned Glyco_hydro_35 Gal_Lectin"	misc.gluco-, galacto- and mannosidases	26_3

CUST_15636_PI404877155	2	-0.1303606	0.36114407	-0.09054279	-0.021142006	0.02114296	0.045553207	Contig9472_at	HAK2 [Hordeum vulgare subsp. vulgare]	AAF36491.1	potassium transporter (KUP3)	At3g02050.1	protein potassium uptake protein	Os07g47350	gi|7108599|gb|AAF36491.1|AF129479_1 HAK2	transport.potassium	34_15

CUST_48555_PI403524517	2	0.064891815	-0.2286148	-0.032827377	0.032827377	0.22901344	-0.23611641	35_13869	"Cluster: PREDICTED: similar to germinal histone H4 gene; n=1; Canis familiaris|Rep: PREDICTED: similar to germinal histone H4 gene - Canis familiaris"	UniRef90_UPI00004A6D44	CHR5V7|COORD:24068875..24069186| histone H4	AT5G59690.1	CHR10V5|COORD:20690219..20689571|protein histone H4, putative, expressed	LOC_Os10g39410.1	no descriptionweakly similar to ( 162)AT5G59970| Symbols:  | histone H4 | chr5:24163578-24163889 REVERSEweakly similar to ( 162)H4_PEAHistone H4 - Pisum sativum (Garden pea)not assigned H4 H4 HHT1 Histone	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_8823_PI404877155	2	-0.12490368	0.030405045	-0.09152603	0.058283806	-7.1048737E-4	7.1048737E-4	Contig26361_at	axi 1-like protein [Oryza sativa (japonica cultivar-group)]	NP_915430.1	expressed protein	At1g14970.1	protein growth regulator, putative	Os12g07540	"expressed protein, contains Pfam PF03138: Plant protein family. The function of this family of plant proteins is unknown;  previously annotated as 'auxin-independent growth promoter -related'  based on similarity to axi 1 protein (GB:X80301) (GI:559920) f"	hormone metabolism.auxin.induced-regulated-responsive-activated	17_2_3

CUST_14513_PI404877155	2	-0.06707668	0.19628906	-0.3560562	0.025313377	-0.025312424	0.07136154	Contig8341_at	receptor-like protein kinase (EC 2.7.1.-) - rice emb|CAA69028.1| TMK [Oryza sativa]	T04124	leucine-rich repeat protein kinase, putative (TMK1)	At1g66150.1	protein gibberellin-induced receptor-like kinase TMK	Os03g50810	receptor-like protein kinase (EC 2.7.1.-)	signalling.receptor kinases.leucine rich repeat IX	30_2_9

CUST_34054_PI399408534	2	0.05318451	0.13255024	0.009597778	-0.05127716	-0.028858185	-0.009597778	35_9722	"Cluster: Hypothetical protein OSJNBb0052F16.17; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0052F16.17 - Oryza sativa"	UniRef90_Q5W645	CHR1V7|COORD:19513648..19514970| Ran-binding protein 1 domain-containing protein / RanBP1 domain-containing protein	AT1G52380.1	CHR05V5|COORD:16428479..16424790|protein ranBP1 domain containing protein, expressed	LOC_Os05g28190.1	no descriptionvery weakly similar to (65.9)AT1G52380| Symbols:  | Ran-binding protein 1 domain-containing protein / RanBP1 domain-containing protein | chr1:19513648-19514970 FORWARDNUP50	signalling.G-proteins	30_5

CUST_99631_PI403524517	2	0.14594221	-0.05812931	0.058128834	0.21009302	-0.28455925	-0.087213516	35_28439	Rep: B0103C08-B0602B01.10 protein - Oryza sativa (Rice)	UniRef90_Q01H93	"CHR1V7|COORD:23628871..23632694| YDA (YODA); kinase"	AT1G63700.1	CHR04V5|COORD:27837844..27830151|protein YDA, putative, expressed	LOC_Os04g47240.3	" no descriptionmoderately similar to ( 280)AT1G63700| Symbols: MAPKKK4, YDA | YDA (YODA); kinase | chr1:23628871-23632694 REVERSEvery weakly similar to (92.4)CIPK1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase Pkinase_Tyr TyrKc PTKc SPS1 PTKc_Jak_rpt2 PTKc_Tyk2_rpt2 PTKc_Src_like PTKc_Lyn PTKc_Csk_like PTKc_Syk_like PTKc_Jak2_Jak3_rpt2 PTKc_FAK PTKc_Frk_like PTKc_DDR PTKc_Trk PTKc_Fes_like PTKc_Lck_Blk PTKc_Jak1_rpt2 PTKc_Srm_Brk PTKc_EphR PTKc_Tec_like PTKc_Ack_like PTKc_Tec_Rlk PTKc_Abl PTKc_Chk PTKc_Fes PTKc_TrkB PTKc_EGFR_like PTKc_Fer PTKc_TrkA PTKc_Ror PTKc_Src PTKc_Csk PTKc_FGFR PTKc_FGFR4 PTKc_Hck PTKc_Btk_Bmx PTKc_Itk PTK_Jak_rpt1 PTKc_TrkC PTKc_InsR_like PTKc_DDR_like PTKc_EphR_B PTKc_EphR_A2 PTKc_PDGFR PTKc_FGFR2 PTKc_Fyn_Yrk PTKc_Yes PTKc_ALK_LTK PTKc_DDR2 PTKc_FGFR3 PTKc_c-ros PTKc_HER4 PTKc_FGFR1 PTKc_RET PTKc_Musk PTK_Ryk PTKc_EphR_A PTK_CCK4 PTKc_Syk PTKc_DDR1 PTKc_Ror2 PTKc_Met_Ron PTKc_EGFR PTK_HER3 PTKc_Ror1 PTKc_HER2 "	protein.postranslational modification	29_4

CUST_88874_PI403524517	2	0.12388706	0.44197273	-0.09847927	-8.9359283E-4	-0.13424015	8.9359283E-4	35_25430	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_153843_PI403524517	2	-0.013317108	-0.0124464035	0.0124464035	0.23535204	0.035325527	-0.07360649	35_42995	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_50394_PI403524517	2	0.22143936	-2.1544023	-0.22143984	0.7044811	0.72794724	-0.39073467	35_14378	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_61289_PI403524517	2	0.07132149	-0.0588665	-0.022806168	0.05939102	-0.06721878	0.022807121	35_17490	"Cluster: Putative WD40 repeat protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative WD40 repeat protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6H7B2	"CHR1V7|COORD:4395112..4396152| ATAN11 (ANTHOCYANIN11); nucleotide binding"	AT1G12910.1	CHR02V5|COORD:19173974..19171221|protein WD40 repeat protein, putative, expressed	LOC_Os02g32430.1	"no descriptionhighly similar to ( 508)AT1G12910| Symbols: ATAN11 | ATAN11 (ANTHOCYANIN11); nucleotide binding | chr1:4395112-4396152 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned WD40 COG2319 PRK07003"	development.unspecified	33_99

CUST_46615_PI403524517	2	0.2823944	0.08278847	-0.19874573	-0.08278799	-0.45618916	0.12643719	35_13349	"Cluster: Putative P450; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative P450 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ZD84	"CHR3V7|COORD:17893575..17895119| CYP71A24 (cytochrome P450, family 71, subfamily A, polypeptide 24); oxygen binding"	AT3G48290.1	CHR08V5|COORD:292020..290561|protein cytochrome P450 71C4, putative, expressed	LOC_Os08g01480.1	" no descriptionweakly similar to ( 126)AT3G48310| Symbols: CYP71A22 | CYP71A22 (cytochrome P450, family 71, subfamily A, polypeptide 22); oxygen binding | chr3:17899177-17900734 FORWARDweakly similar to ( 169)C71C2_MAIZECytochrome P450 71C2 - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned p450 "	misc.cytochrome P450	26_10

CUST_34647_PI403524517	2	0.1136055	0.28581047	-0.022639275	-0.0568161	-0.08333111	0.022640228	35_9990	"Cluster: Putative membrane protein; n=1; Emiliania huxleyi virus 86|Rep: Putative membrane protein - Emiliania huxleyi virus 86"	UniRef90_Q4A2B5	CHR4V7|COORD:13870388..13873515| proline-rich family protein	AT4G27850.1	CHR11V5|COORD:537453..536011|protein expressed protein	LOC_Os11g02010.1	no descriptionnot assigned not assigned not assigned	not assigned.unknown	35_2

CUST_14685_PI403524517	2	-0.26313114	-0.1337843	0.12432289	0.2658167	-0.042408943	0.042409897	35_4227	Rep: Putative pectin methylesterase - Oryza sativa (Rice)	UniRef90_Q948H9	CHR3V7|COORD:11075041..11076572| pectinesterase family protein	AT3G29090.1	CHR10V5|COORD:13603859..13601471|protein pectinesterase-1 precursor, putative, expressed	LOC_Os10g26680.1	no descriptionmoderately similar to ( 500)AT3G29090| Symbols:  | pectinesterase family protein | chr3:11075041-11076572 FORWARDweakly similar to ( 181)PME1_CITSIPectinesterase-1 precursor - Citrus sinensis (Sweet orange)not assigned not assigned Pectinesterase PemB PRK10531	cell wall.pectin*esterases.PME	10_8_1

CUST_585_PI403524517	2	0.07708073	0.08206177	0.028979301	-0.065039635	-0.028978348	-0.11097336	35_154	"Cluster: Peptidyl prolyl cis-trans isomerase; n=3; Oryza sativa|Rep: Peptidyl prolyl cis-trans isomerase - Oryza sativa (indica cultivar-group)"	UniRef90_Q3MST6	CHR3V7|COORD:20605156..20606107| immunophilin, putative / FKBP-type peptidyl-prolyl cis-trans isomerase, putative	AT3G55520.1	CHR05V5|COORD:22411826..22409273|protein FK506-binding protein 4, putative, expressed	LOC_Os05g38370.1	 no descriptionmoderately similar to ( 234)AT3G55520| Symbols:  | immunophilin, putative / FKBP-type peptidyl-prolyl cis-trans isomerase, putative | chr3:20605156-20606107 FORWARDvery weakly similar to (97.4)FKB70_WHEAT70 kDa peptidyl-prolyl isomerase - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned FkpA FKBP_C PRK10902 SlpA PRK11570 	protein.folding	29_6

CUST_23709_PI403524517	2	-0.027100563	0.005282402	0.09247208	0.1329794	-0.005282402	-0.09111309	35_6891	"Cluster: Putative Zn-dependent protease with chaperone function; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Zn-dependent protease with chaperone"	UniRef90_Q6Z754	CHR5V7|COORD:21034336..21036213| peptidase M48 family protein	AT5G51740.1	CHR02V5|COORD:30663316..30667236|protein peptidase family M48 containing protein, expressed	LOC_Os02g50230.1	no descriptionmoderately similar to ( 358)AT5G51740| Symbols:  | peptidase M48 family protein | chr5:21034336-21036213 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Peptidase_M48 COG4783 COG4784 HtpX Herpes_BLLF1 PRK12323 PRK07003 PRK07764 DUF566 APC_basic AF-4 Atrophin-1 PRK00708 HPC2 Protamine_P1	protein.degradation	29_5

CUST_24648_PI403524517	2	-0.07089996	0.07689476	0.17466354	0.037459373	-0.037460327	-0.14602566	35_7151	"Cluster: Os01g0585600 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0585600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JLN8	CHR2V7|COORD:14620318..14622310| proline-rich family protein	AT2G34670.1	CHR01V5|COORD:23094659..23099527|protein bZIP-like protein, putative, expressed	LOC_Os01g40330.1	no descriptionweakly similar to ( 117)AT2G34670| Symbols:  | proline-rich family protein | chr2:14620318-14622310 REVERSEnot assigned not assigned not assigned not assigned not assigned DUF632 DUF630 PRK05648 Extensin_2 Drf_FH1 DUF729 CAP_N	not assigned.unknown	35_2

CUST_11087_PI399408534	2	-0.0065078735	0.21899986	0.006508827	-0.023202896	0.020943642	-0.04050064	35_4463	"Cluster: LAs17 Binding protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: LAs17 Binding protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5Z9E4	CHR1V7|COORD:10432720..10435030| zinc ion binding	AT1G29800.2	CHR06V5|COORD:20951719..20945147|protein zinc ion binding protein, putative, expressed	LOC_Os06g35910.1	no descriptionhighly similar to ( 528)AT1G29800| Symbols:  | zinc ion binding | chr1:10432720-10435030 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned COG2930 DUF500 FYVE FYVE FYVE	RNA.regulation of transcription.unclassified	27_3_99

CUST_26632_PI399408534	2	0.10807848	0.52398014	0.034231663	-0.2799244	-0.4095664	-0.034231663	35_17379	Rep: Enhancer of zeste 1 - Triticum monococcum (Einkorn wheat) (Small spelt)	UniRef90_A0SQK6	"CHR4V7|COORD:886693..891743| EZA1 (SWINGER); transcription factor"	AT4G02020.1	CHR03V5|COORD:10938668..10930966|protein polycomb protein EZ3, putative, expressed	LOC_Os03g19480.1	" no descriptionweakly similar to ( 155)AT4G02020| Symbols: SWN, SWINGER, EZA1 | EZA1 (SWINGER); transcription factor | chr4:886693-891743 FORWARDmoderately similar to ( 263)EZ2_MAIZEPolycomb protein EZ2 - Zea mays (Maize)not assigned "	RNA.regulation of transcription.Polycomb Group (PcG)	27_3_65

CUST_112794_PI403524517	2	0.09099102	0.22517824	0.06829548	-0.07813406	-0.068295	-0.34131336	35_32015	Rep: Hypothetical protein - Magnaporthe grisea 70-15	UniRef90_Q2KFY0	CHR5V7|COORD:3379620..3382649| similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE80411.1)	AT5G10710.2	CHR04V5|COORD:12204048..12196416|protein expressed protein	LOC_Os04g21610.1	no description	not assigned.unknown	35_2

CUST_16848_PI399408534	2	0.22801447	0.029892445	-0.29921484	-0.029892445	0.22653246	-0.8985748	35_22675	"Cluster: Putative iron/ascorbate-dependent oxidoreductase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative iron/ascorbate-dependent oxidoreductase - O"	UniRef90_Q8H618	CHR5V7|COORD:6894873..6896187| oxidoreductase, 2OG-Fe(II) oxygenase family protein	AT5G20400.1	CHR06V5|COORD:3899489..3902057|protein leucoanthocyanidin dioxygenase, putative, expressed	LOC_Os06g08060.1	 no descriptionmoderately similar to ( 278)AT5G20400| Symbols:  | oxidoreductase, 2OG-Fe(II) oxygenase family protein | chr5:6894873-6896187 FORWARDweakly similar to ( 177)FLS_PETHYFlavonol synthase/flavanone 3-hydroxylase - Petunia hybrida (Petunia)not assigned PcbC 2OG-FeII_Oxy 	hormone metabolism.ethylene.synthesis-degradation	17_5_1

CUST_132762_PI403524517	2	-0.036153793	0.13545609	0.11448479	-0.26739407	0.036154747	-0.08428478	35_37282	"Cluster: Expressed protein, having alternative splicing products; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein, having alternative splicin"	UniRef90_Q75GC3	CHR3V7|COORD:8004006..8005459| RNA pol II accessory factor Cdc73 family protein	AT3G22590.1	CHR03V5|COORD:26073842..26069987|protein parafibromin, putative, expressed	LOC_Os03g46190.2	no descriptionweakly similar to ( 168)AT3G22590| Symbols:  | RNA pol II accessory factor Cdc73 family protein | chr3:8004006-8005459 FORWARDnot assigned CDC73 CDC73	RNA.transcription	27_2

CUST_110690_PI403524517	2	-0.32017756	-0.022084713	0.2130475	0.135005	0.022084713	-0.26818514	35_31436	"Cluster: Ubiquitin-protein ligase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Ubiquitin-protein ligase-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K9X4	"CHR2V7|COORD:11907089..11910248| similar to protein binding / zinc ion binding [Arabidopsis thaliana] (TAIR:AT5G04460.1); similar to Os09g0570500 [Oryza"	AT2G27950.1	CHR03V5|COORD:430744..437650|protein conserved hypothetical protein	LOC_Os03g01720.1	no description	not assigned.unknown	35_2

CUST_103997_PI403524517	2	0.4259653	0.40709352	-0.0019927025	0.0019931793	-0.38151312	-0.14076042	35_29644	"Cluster: Hypothetical protein; n=1; Chloroflexus aurantiacus J-10-fl|Rep: Hypothetical protein - Chloroflexus aurantiacus J-10-fl"	UniRef90_Q3DZQ1	CHR1V7|COORD:16816094..16817173| DNA binding / ligand-dependent nuclear receptor	AT1G44191.1	CHR03V5|COORD:28535888..28534419|protein expressed protein	LOC_Os03g50110.1	no description	not assigned.unknown	35_2

CUST_83427_PI403524517	2	0.009586334	-0.009587288	0.14650536	-0.17945385	0.017518997	-0.066370964	35_23921	"Cluster: Os07g0118800 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os07g0118800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D8Z3	CHR2V7|COORD:1447022..1448675| F-box family protein	AT2G04230.1	CHR07V5|COORD:1005085..1008438|protein F-box domain containing protein, expressed	LOC_Os07g02760.3	no description	not assigned.unknown	35_2

CUST_92923_PI403524517	2	-1.1207857	-0.4670887	0.50260067	0.09385872	-0.09385967	0.25343132	35_26570	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_148831_PI403524517	2	0.21452284	0.005861759	-0.13666439	0.002644062	-0.5517297	-0.0026445389	35_41635	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_131594_PI403524517	2	-1.7571936	0.35002327	0.93155	-0.051296234	0.05129528	-0.48080635	35_36957	"Cluster: Hypothetical protein B1139B11.22; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1139B11.22 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5JJT0	"CHR5V7|COORD:6527019..6530447| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G12170.2); similar to conserved hypothetical protein [Medicago"	AT5G19380.1	CHR01V5|COORD:42437531..42437325|protein hypothetical protein	LOC_Os01g72590.1	no description	not assigned.unknown	35_2

CUST_111730_PI403524517	2	0.29137516	-0.018395424	0.018395424	-0.076473236	0.08509636	-0.16651058	35_31722	"Cluster: Os05g0490800 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0490800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DH55	"CHR2V7|COORD:11535593..11537936| PAG1 (20S proteasome alpha subunit G1); peptidase"	AT2G27020.1	CHR05V5|COORD:24043469..24039230|protein proteasome subunit alpha type 3, putative, expressed	LOC_Os05g41180.1	"no descriptionweakly similar to ( 108)AT2G27020| Symbols: PAG1 | PAG1 (20S proteasome alpha subunit G1); peptidase | chr2:11535593-11537936 REVERSEweakly similar to ( 109)PSA3_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned proteasome_alpha_type_3 proteasome_alpha PRK03996 proteasome_alpha_archeal proteasome_alpha_type_7 PRE1 proteasome_alpha_type_5 proteasome_alpha_type_4 proteasome_alpha_type_1 proteasome_alpha_type_6 proteasome_alpha_type_2"	protein.degradation.ubiquitin.proteasom	29_5_11_20

CUST_34325_PI403524517	2	-0.17491484	0.5340791	-0.017283916	0.017283916	0.07443762	-0.13482285	35_9896	"Cluster: Heat shock factor RHSF5; n=2; Oryza sativa (japonica cultivar-group)|Rep: Heat shock factor RHSF5 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6VBB2	"CHR3V7|COORD:8078988..8080902| AT-HSFA6B (Arabidopsis thaliana heat shock transcription factor A6B); DNA binding / transcription factor"	AT3G22830.1	CHR07V5|COORD:4137460..4140744|protein heat shock factor protein HSF30, putative, expressed	LOC_Os07g08140.1	" no descriptionmoderately similar to ( 302)AT3G22830| Symbols: HSFA6B, AT-HSFA6B | AT-HSFA6B (Arabidopsis thaliana heat shock transcription factor A6B); DNA binding / transcription factor | chr3:8078988-8080902 FORWARDnot assigned HSF_DNA-bind HSF HSF1 "	stress.abiotic.heat	20_2_1

CUST_60811_PI403524517	2	-0.0023651123	0.7541332	0.032521248	-0.07477379	-0.07703781	0.002366066	35_17344	"Cluster: BRI1-KD interacting protein 130; n=3; Oryza sativa (japonica cultivar-group)|Rep: BRI1-KD interacting protein 130 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q761Y4	"CHR2V7|COORD:15745723..15746657| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G53670.1); similar to hypothetical protein MtrDRAFT_AC125368g26v1"	AT2G37480.2	CHR05V5|COORD:699910..697174|protein expressed protein	LOC_Os05g02260.2	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07764	not assigned.unknown	35_2

CUST_13657_PI404877155	2	-0.16149712	-1.0653105	0.042634964	0.3376789	0.53547096	-0.042634964	Contig7384_s_at	zinc finger transcription factor ZFP30 [Oryza sativa (japonica cultivar-group)]	AAO46040.1	zinc finger (Ran-binding) family protein	At3g15680.1	protein Zn-finger in Ran binding protein and others, putative	Os02g10920	zinc finger transcription factor ZFP30	RNA.regulation of transcription.unclassified	27_3_99

CUST_178886_PI403524517	2	0.14504194	0.13366842	0.30147934	-0.13366842	-0.17522621	-0.27941275	35_49755	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_52005_PI403524517	2	-3.099783	-0.5597286	1.7754316	1.0640907	0.5597296	-1.8465071	35_14824	Rep: Germin-like protein 1 precursor - Hordeum vulgare (Barley)	UniRef90_O49871	"CHR1V7|COORD:27342964..27343590| GLP1 (GERMIN-LIKE PROTEIN 1); manganese ion binding / metal ion binding / nutrient reservoir"	AT1G72610.1	CHR08V5|COORD:22426255..22425051|protein auxin-binding protein ABP20 precursor, putative, expressed	LOC_Os08g35760.1	"no descriptionmoderately similar to ( 219)AT1G72610| Symbols: GLP1 | GLP1 (GERMIN-LIKE PROTEIN 1); manganese ion binding / metal ion binding / nutrient reservoir | chr1:27342964-27343590 REVERSEmoderately similar to ( 244)ABP20_PRUPEAuxin-binding protein ABP20 precursor - Prunus persica (Peach)not assigned not assigned not assigned Cupin_1 PRK12323 Herpes_BLLF1 PRK07003"	stress.abiotic.unspecified	20_2_99

CUST_57911_PI403524517	2	0.10430813	-0.4656906	-0.082159996	0.012833595	-0.012832642	0.04433918	35_16508	"Cluster: PRLI-interacting factor A-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: PRLI-interacting factor A-like - Oryza sativa (japonica cultivar-group"	UniRef90_Q6K962	CHR5V7|COORD:6728563..6730047| PRLI-interacting factor, putative	AT5G19900.1	CHR02V5|COORD:35798720..35800672|protein PRLI-interacting factor A, putative, expressed	LOC_Os02g58570.1	 no descriptionweakly similar to ( 118)AT5G19900| Symbols:  | PRLI-interacting factor, putative | chr5:6728563-6730047 REVERSEvery weakly similar to (95.9)DMC1_LILLOMeiotic recombination protein DMC1 homolog - Lilium longiflorum (Trumpet lily)not assigned not assigned not assigned not assigned not assigned Rad51 radA Rad51_DMC1_radA recA_like RecA Glutenin_hmw 	cell.division	31_2

CUST_32902_PI403524517	2	0.018590927	0.33336926	-0.036286354	-0.016945362	0.016945839	-0.11767006	35_9482	"Cluster: Zinc finger (C3HC4-type RING finger) protein family-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Zinc finger (C3HC4-type RING finger) protein"	UniRef90_Q6ZC59	0	0	CHR08V5|COORD:535270..533290|protein expressed protein	LOC_Os08g01880.1	no description	not assigned.unknown	35_2

CUST_65191_PI403524517	2	0.0036649704	0.20024681	-0.10191631	-0.032323837	-0.0036649704	0.062171936	35_18614	"Cluster: BTB/POZ domain containing protein, expressed; n=4; Oryza sativa (japonica cultivar-group)|Rep: BTB/POZ domain containing protein,"	UniRef90_Q10C73	"CHR3V7|COORD:937113..939814| ATBPM4 (BTB-POZ AND MATH DOMAIN 4); protein binding"	AT3G03740.1	CHR03V5|COORD:32896832..32903560|protein speckle-type POZ protein, putative, expressed	LOC_Os03g57854.1	"no descriptionmoderately similar to ( 430)AT3G03740| Symbols: ATBPM4 | ATBPM4 (BTB-POZ AND MATH DOMAIN 4); protein binding | chr3:937113-939814 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned BTB BTB MATH"	protein.degradation.ubiquitin.E3.BTB/POZ Cullin3.BTB/POZ	29_5_11_4_5_2

CUST_117022_PI403524517	2	0.02782011	-0.02782011	0.059847355	0.20266676	-0.4892645	-0.49071693	35_33166	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_14945_PI404877155	2	0.06715107	-0.026442528	0.0010023117	-0.06019783	-0.001001358	0.1107111	Contig8757_at	putative mec-8 [Oryza sativa (japonica cultivar-group)] dbj|BAD05845.1| putative mec-8 [Oryza sativa (japonica cultivar-group)]	BAD05688.1	RNA-binding protein, putative	At3g21215.1	protein RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain), putative	Os08g15080	proline rich protein 3	RNA.RNA binding	27_4

CUST_3643_PI404877155	2	0.24528599	0.42054272	-0.0650568	-0.075390816	-0.017528534	0.017528534	Contig14198_at	putative DnaJ homolog subfamily protein [Oryza sativa (japonica cultivar-group)] gb|AAO18454.1| putative DnaJ homolog subfamily protein [Ory	NP_910051.1	DNAJ heat shock N-terminal domain-containing protein	At5g59610.1	protein putative DnaJ homolog subfamily protein	Os03g60790	"DNAJ heat shock N-terminal domain-containing protein, similar to SP:Q9UXR9 Chaperone protein dnaJ (Heat shock protein 40 Methanosarcina thermophila, SP:Q9QYI6 DnaJ homolog subfamily B member 9 Mus musculus; contains Pfam profile PF00226 DnaJ domain"	stress.abiotic.heat	20_2_1

CUST_10863_PI404877155	2	-0.20454884	0.43426132	0.2006073	-0.01931572	-0.13654423	0.01931572	Contig4593_at	putative calcium-dependent protein kinase [Oryza sativa (japonica cultivar-group)]	NP_917748.1	calcium-dependent protein kinase, putative / CDPK, putative	At4g23650.1	protein Protein kinase domain, putative	Os05g50810	putative calcium-dependent protein kinase	signalling.calcium	30_3

CUST_20144_PI399408534	2	0.067092896	0.41183758	0.027685165	-0.20879364	-0.02768612	-0.3186679	35_20365	"Cluster: Putative zinc finger protein ID1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative zinc finger protein ID1 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6YXC5	CHR1V7|COORD:12551427..12552479| nucleic acid binding / zinc ion binding	AT1G34370.3	CHR02V5|COORD:21954254..21950720|protein zinc finger, C2H2 type family protein, expressed	LOC_Os02g36360.3	no descriptionvery weakly similar to (85.5)AT1G34370| Symbols:  | nucleic acid binding / zinc ion binding | chr1:12551427-12552479 FORWARDnot assigned not assigned not assigned not assigned not assigned Extensin_2	RNA.regulation of transcription.C2H2 zinc finger family	27_3_11

CUST_63171_PI403524517	2	0.15306902	0.13034248	-0.05481434	0.05481434	-0.42960167	-0.14780474	35_18025	Rep: OSIGBa0137L20.4 protein - Oryza sativa (Rice)	UniRef90_Q01L96	CHR2V7|COORD:11707299..11709441| OTU-like cysteine protease family protein	AT2G27350.4	CHR04V5|COORD:20270533..20275725|protein cysteine-type peptidase, putative, expressed	LOC_Os04g33780.2	no descriptionweakly similar to ( 191)AT2G27350| Symbols:  | OTU-like cysteine protease family protein | chr2:11707299-11709441 REVERSEnot assigned not assigned OTU	protein.degradation.cysteine protease	29_5_3

CUST_38184_PI403524517	2	0.19548988	-0.598114	-0.04173851	-0.04205513	0.2899313	0.04173851	35_10988	"Cluster: Os09g0554000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0554000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IZR6	CHR2V7|COORD:7517538..7519200| mitochondrial substrate carrier family protein	AT2G17270.1	CHR09V5|COORD:21952036..21948610|protein phosphate carrier protein, mitochondrial precursor, putative, expressed	LOC_Os09g38100.1	no descriptionweakly similar to ( 176)AT2G17270| Symbols:  | mitochondrial substrate carrier family protein | chr2:7517538-7519200 FORWARDnot assigned Mito_carr	transport.metabolite transporters at the mitochondrial membrane	34_9

CUST_61249_PI403524517	2	0.016879082	-0.6507597	-0.016879082	0.0403471	-0.021440506	0.034235	35_17477	"Cluster: Putative DNA-damage inducible protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative DNA-damage inducible protein - Oryza sativa (japonica"	UniRef90_Q6H734	CHR3V7|COORD:4271499..4274355| ubiquitin family protein	AT3G13235.1	CHR02V5|COORD:5523987..5528722|protein DNA damage-inducible protein DDI1, putative, expressed	LOC_Os02g10510.1	no descriptionhighly similar to ( 544)AT3G13235| Symbols:  | ubiquitin family protein | chr3:4271499-4274355 REVERSEnot assigned not assigned Asp_protease DDI1_N UBL UBQ ubiquitin Scythe_N RAD23_N BAG1_N	protein.degradation.ubiquitin.ubiquitin	29_5_11_1

CUST_8141_PI399408534	2	-0.059295654	-0.13476181	0.16083813	-0.04761505	0.13189507	0.04761505	35_4589	"Cluster: Os02g0250300 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0250300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E2D1	CHR1V7|COORD:1907625..1910182| DNA-binding bromodomain-containing protein	AT1G06230.2	CHR01V5|COORD:6244213..6250200|protein DNA binding protein, putative, expressed	LOC_Os01g11580.1	no descriptionmoderately similar to ( 273)AT1G06230| Symbols:  | DNA-binding bromodomain-containing protein | chr1:1907625-1910182 FORWARDnot assigned not assigned not assigned not assigned not assigned BROMO Bromodomain COG5076	RNA.regulation of transcription.Global transcription factor group	27_3_52

CUST_118041_PI403524517	2	0.16426754	-0.76177216	0.066856384	-0.08690739	-0.066856384	0.27804565	35_33432	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_2083_PI404877155	2	-0.001458168	0.14708805	0.15358448	-0.04001236	-0.15716457	0.001458168	Contig12332_at	P0683B11.14 [Oryza sativa (japonica cultivar-group)] dbj|BAB89826.1| P0683B11.14 [Oryza sativa (japonica cultivar-group)]	NP_916652.1	inositol polyphosphate 5-phosphatase, putative	At1g71710.1	protein Endonuclease/Exonuclease/phosphatase family, putative	Os05g45900	inositol polyphosphate 5-phosphatase, putative, similar to inositol polyphosphate 5-phosphatase I (Arabidopsis thaliana) GI:10444261	minor CHO metabolism.myo-inositol.phosphatases	3_4_01

CUST_10326_PI404877155	2	0.05919075	-0.25818062	-0.036240578	-0.028141975	0.028141975	0.06407547	Contig4085_at	OSJNBa0042I15.14 [Oryza sativa (japonica cultivar-group)] sp|Q7XLX6|S1F2_ORYSA Putative DNA binding protein S1FA2	CAE04892.2	DNA-binding S1FA family protein	At3g53370.1	protein dna binding protein s1fa	Os04g33440	gi|32490314|emb|CAE04897.1| OSJNBa0042I15.19	RNA.regulation of transcription.S1FA	27_3_81

CUST_22396_PI403524517	2	0.005156517	-0.07923412	0.020093441	0.045055866	-0.00515604	-0.047050953	35_6505	"Cluster: Protein kinase domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Protein kinase domain containing protein, express"	UniRef90_Q10SE3	CHR1V7|COORD:195980..198383| protein kinase family protein	AT1G01540.2	CHR03V5|COORD:1435807..1439740|protein BRASSINOSTEROID INSENSITIVE 1-associated receptor kinase 1 precursor, putative, expressed	LOC_Os03g03410.1	no descriptionmoderately similar to ( 277)AT1G01540| Symbols:  | protein kinase family protein | chr1:195980-198383 FORWARDweakly similar to ( 137)PSKR_DAUCAPhytosulfokine receptor precursor - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc Pkinase S_TKc Pkinase_Tyr TyrKc PTKc PTKc_Src_like PTKc_Jak_rpt2 PTKc_Srm_Brk PTKc_Csk_like PTKc_InsR_like PTKc_Lck_Blk SPS1 PTKc_Hck PTKc_EphR PTKc_EGFR_like PTKc_Frk_like PTKc_Fyn_Yrk PTKc_RET PTKc_Src PTKc_Jak2_Jak3_rpt2 PTKc_Lyn PTKc_Yes PTKc_Met_Ron PTKc_Syk_like PTKc_Syk PTKc_FGFR PTKc_Tec_like PTKc_Itk PTKc_Zap-70 PTKc_Chk PTKc_Ror PTKc_EphR_A2 PTKc_Ack_like PTKc_Tie1 PTKc_DDR PTKc_PDGFR PTK_CCK4 PTKc_Trk PTKc_VEGFR PTKc_Tie PTKc_VEGFR3 PTKc_EGFR PTKc_Tie2 PTKc_FAK PTKc_CSF-1R PTKc_EphR_A PTK_HER3 PTKc_Csk PTKc_Tyk2_rpt2 PTKc_FGFR4 PTKc_TrkA PTKc_Ror1 PTKc_HER2 PTKc_HER4 PTKc_Axl_like PTKc_FGFR3 PTKc_ALK_LTK PTKc_EphR_B PTKc_FGFR1 PTKc_IGF-1R PTKc_PDGFR_beta PTKc_Btk_Bmx PTKc_VEGFR2 PTKc_Abl PTKc_FGFR2 PTKc_Fes_like PTKc_c-ros PTKc_Tec_Rlk PTKc_Axl PTKc_Kit PTKc_InsR PTKc_DDR2 PTKc_DDR_like PTKc_TrkC PTKc_Fes PTKc_PDGFR_alpha PTKc_Jak1_rpt2 PTKc_Tyro3 PTKc_TrkB PTKc_Ror2 PTKc_DDR1 PTKc_Musk PTKc_EphR_A10 PTK_Ryk	protein.postranslational modification.kinase.receptor like cytoplasmatic kinase VII	29_4_1_57

CUST_92939_PI403524517	2	-0.15347624	-0.003952503	0.099630356	-0.012686253	0.01860857	0.003952503	35_26575	"Cluster: Os04g0692500 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os04g0692500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J8Q4	CHR2V7|COORD:13686685..13688833| pentatricopeptide (PPR) repeat-containing protein	AT2G32230.1	CHR04V5|COORD:35220262..35224692|protein antiporter/ drug transporter/ transporter, putative, expressed	LOC_Os04g59600.2	no descriptionmoderately similar to ( 251)AT2G32230| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr2:13686685-13688833 REVERSE	transport.misc	34_99

CUST_56829_PI403524517	2	0.029006004	0.008577347	-0.0085783005	-0.07445049	-0.041207314	0.083743095	35_16189	"Cluster: Hypothetical protein P0416D03.38-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0416D03.38-1 - Oryza sativa (japonica"	UniRef90_Q5ZDL8	"CHR1V7|COORD:11559126..11561766| similar to IWS1 C-terminus family protein [Arabidopsis thaliana] (TAIR:AT4G19000.1); similar to Os01g0147200 [Oryza"	AT1G32130.1	CHR01V5|COORD:2557688..2562175|protein IWS1 C-terminus family protein, expressed	LOC_Os01g05420.1	" no descriptionmoderately similar to ( 397)AT1G32130| Symbols:  | similar to IWS1 C-terminus family protein [Arabidopsis thaliana] (TAIR:AT4G19000.1); similar to Os01g0147200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001042011.1); similar to unnamed protein product [Ostreococcus tauri] (GB:CAL53710.1); contains InterPro domain IWS1, C-terminal; (InterPro:IPR008654); contains InterPro domain Transcription factors TFIIS, elongin A, CRSP70, conserved; (InterPro:IPR010990) | chr1:11559126-11561766 REVERSEnot assigned IWS1_C COG5139 "	not assigned.no ontology	35_1

CUST_64609_PI403524517	2	-0.14781189	0.64978313	0.013332367	-0.16772556	-0.013332367	0.10257435	35_18445	"Cluster: Os05g0486200 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0486200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DH81	"CHR1|COORD:29075214..29076793| similar to Krtcap2 protein [Mus musculus] (GB:AAH43030.1); similar to keratinocytes associated protein 2 [Mus musculus]"	AT1G77350.2	CHR05V5|COORD:23827389..23824590|protein keratinocytes-associated protein 2, putative, expressed	LOC_Os05g40780.1	"no descriptionweakly similar to ( 120)AT1G77350| Symbols:  | similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAT01331.1); similar to Os05g0486200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001055878.1) | chr1:29075391-29076439 FORWARDnot assigned"	not assigned.unknown	35_2

CUST_11952_PI403524517	2	0.02787304	-0.40677547	-0.059275627	0.020184517	0.06573677	-0.020183563	35_3399	"Cluster: Phosphoprotein phosphatase; n=7; Magnoliophyta|Rep: Phosphoprotein phosphatase - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9LHE7	CHR1V7|COORD:18662562..18665340| serine/threonine protein phosphatase, putative	AT1G50370.1	CHR01V5|COORD:28882782..28887542|protein serine/threonine-protein phosphatase 6, putative, expressed	LOC_Os01g49690.1	 no descriptionhighly similar to ( 565)AT1G50370| Symbols:  | serine/threonine protein phosphatase, putative | chr1:18662562-18665340 FORWARDmoderately similar to ( 358)PP2A_TOBACSerine/threonine-protein phosphatase PP2A catalytic subunit - Nicotiana tabacum (Common tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned PP2Ac PP2Ac ApaH Metallophos 	protein.postranslational modification	29_4

CUST_29106_PI403524517	2	0.13929653	-0.083501816	-0.0032835007	0.0032844543	0.06646538	-0.028765678	35_8409	"Cluster: Hypothetical protein P0538C01.14; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0538C01.14 - Oryza sativa (japonica cultivar-g"	UniRef90_Q9SNT6	"CHR4V7|COORD:6643674..6644525| similar to protein binding [Arabidopsis thaliana] (TAIR:AT3G05675.1); similar to Os07g0668800 [Oryza sativa (japonica"	AT4G10800.1	CHR06V5|COORD:1545217..1543045|protein expressed protein	LOC_Os06g03840.1	"no descriptionweakly similar to ( 164)AT4G10800| Symbols:  | similar to protein binding [Arabidopsis thaliana] (TAIR:AT3G05675.1); similar to Os07g0668800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001060582.1); similar to Os06g0129200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001056679.1) | chr4:6643674-6644525 FORWARD"	not assigned.unknown	35_2

CUST_18302_PI404877155	2	0.06994915	0.14243221	-0.049700737	-0.07367706	-0.02175808	0.02175808	HVSMEg0004J24r2_at	hypothetical protein [Oryza sativa (japonica cultivar-group)] gb|AAP53562.1| hypothetical protein [Oryza sativa (japonica cultivar-group)]	NP_921275.1	0	0	protein SAP domain, putative	Os10g25220	NONE	RNA.regulation of transcription.C3H zinc finger family	27_3_12

CUST_3759_PI399408534	2	0.033955097	0.11773062	-0.096533775	-0.033955097	-0.7016125	0.15423822	35_12090	"Cluster: Putative DEAH-box RNA helicase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative DEAH-box RNA helicase - Oryza sativa (japonica cultivar-group"	UniRef90_Q7XIR8	"CHR5V7|COORD:4122750..4128663| EMB3011 (EMBRYO DEFECTIVE 3011); RNA helicase"	AT5G13010.1	CHR07V5|COORD:19297400..19289189|protein pre-mRNA-splicing factor ATP-dependent RNA helicase PRP16, putative, expressed	LOC_Os07g32430.1	"no descriptionmoderately similar to ( 353)AT5G13010| Symbols: EMB3011 | EMB3011 (EMBRYO DEFECTIVE 3011); RNA helicase | chr5:4122750-4128663 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned HrpA PRK11131"	RNA.processing.RNA helicase	27_1_2

CUST_11219_PI399408534	2	0.051939964	0.5341358	0.05082798	-0.22340965	-0.18486404	-0.05082798	35_8809	"Cluster: Eukaryotic tRNA isopentenyltransferase; n=3; Oryza sativa (japonica cultivar-group)|Rep: Eukaryotic tRNA isopentenyltransferase - Oryza sativa (japonic"	UniRef90_Q33CD2	CHR2V7|COORD:11831937..11834509| ATIPT2 (TRNA ISOPENTENYLTRANSFERASE)	AT2G27760.1	CHR01V5|COORD:43050362..43053613|protein tRNA isopentenyltransferase, mitochondrial precursor, putative, expressed	LOC_Os01g73760.1	 no descriptionmoderately similar to ( 207)AT2G27760| Symbols: IPPT, ATIPT2 | ATIPT2 (TRNA ISOPENTENYLTRANSFERASE) | chr2:11831937-11834509 FORWARDnot assigned miaA MiaA IPPT 	hormone metabolism.cytokinin.synthesis-degradation	17_4_1

CUST_41449_PI403524517	2	-0.10163212	0.23754978	-0.07022095	0.037032127	-0.02887249	0.02887249	35_11912	"Cluster: Hypothetical protein OJ1458_B07.102; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1458_B07.102 - Oryza sativa (japonica cult"	UniRef90_Q7XIP6	"CHR2V7|COORD:6856879..6858963| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G34420.1); similar to At2g15730 [Medicago truncatula]"	AT2G15730.1	CHR07V5|COORD:26814307..26817499|protein expressed protein	LOC_Os07g44960.3	"no descriptionmoderately similar to ( 357)AT2G15730| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G34420.1); similar to At2g15730 [Medicago truncatula] (GB:ABE83382.1); contains domain P-loop containing nucleoside triphosphate hydrolases (SSF52540) | chr2:6856879-6858963 FORWARD"	not assigned.unknown	35_2

CUST_54147_PI403524517	2	-0.15141106	-0.3582096	-0.01790142	0.19842625	0.01790142	0.17151928	35_15406	"Cluster: Phosphate/phosphoenolpyruvate translocator protein-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: Phosphate/phosphoenolpyruvate translocator pr"	UniRef90_Q8S2F4	CHR4V7|COORD:15636556..15637608| phosphate translocator-related	AT4G32390.1	CHR05V5|COORD:24204361..24206412|protein plastidic phosphate translocator-like protein1, putative, expressed	LOC_Os05g41480.2	 no descriptionmoderately similar to ( 437)AT2G25520| Symbols:  | phosphate translocator-related | chr2:10868028-10869071 FORWARDvery weakly similar to (55.1)TPT_PEATriose phosphate/phosphate translocator, chloroplast precursor - Pisum sativum (Garden pea)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TPT Atrophin-1 PRK12323 PRK07003 Herpes_BLLF1 Tymo_45kd_70kd HPC2 RhaT Herpes_TAF50 AF-4 UAA APC_basic DUF566 PRK07764 DUF1421 TT_ORF1 Extensin_2 Coprinus_mating Pneumo_att_G KAR9 Pol_Y_like MDN1 Herpes_UL32 PRK12678 GRASP55_65 ROM1 ETS_PEA3_N Nup153 MAP65_ASE1 DUF1509 Metaviral_G Protamine_P1 	transport.metabolite transporters at the envelope membrane	34_8

CUST_7620_PI404877155	2	-0.028885841	0.026708603	0.0397892	-0.18941212	0.08556938	-0.026709557	Contig22226_at	putative somatic embryogenesis related protein [Oryza sativa (japonica cultivar-group)] gb|AAR87301.1| putative somatic embryogenesis relate	XP_469674.1	WRKY family transcription factor	At2g30590.1	protein putative somatic embryogenesis related protein	Os03g53050	somatic embryogenesis related protein	RNA.regulation of transcription.WRKY domain transcription factor family	27_3_32

CUST_2448_PI399408534	2	0.4470415	0.06467247	0.20728874	-0.06467247	-0.08021259	-0.109261036	35_21432	Rep: F23H11.8 protein - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q9XIF2	CHR1V7|COORD:21988236..21993775| ATP-dependent RNA helicase, putative	AT1G59760.1	CHR12V5|COORD:10456373..10463605|protein superkiller viralicidic activity 2-like 2, putative, expressed	LOC_Os12g18140.1	 no descriptionhighly similar to ( 728)AT1G59760| Symbols:  | ATP-dependent RNA helicase, putative | chr1:21988236-21993775 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned COG4581 COG1204 PRK02362 PRK01172 PRK00254 COG1202 DEXDc DEAD DEXDc HELICc HELICc Lhr DEXHc Helicase_C 	RNA.processing	27_1

CUST_31316_PI403524517	2	0.14917278	0.05181408	0.009753227	-0.032726288	-0.009753227	-0.13727474	35_9038	"Cluster: Putative Putative Pentatricopeptide (PPR) repeat-containing protein; n=1; Brassica oleracea|Rep: Putative Putative Pentatricopeptide (PPR) repeat-conta"	UniRef90_Q5FAL7	CHR1V7|COORD:6363165..6366077| pentatricopeptide (PPR) repeat-containing protein	AT1G18485.1	CHR09V5|COORD:9649346..9646716|protein pentatricopeptide repeat protein PPR868-14, putative	LOC_Os09g15800.1	no descriptionmoderately similar to ( 326)AT1G18485| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr1:6363165-6366077 FORWARDPPR	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_114086_PI403524517	2	0.16951418	0.10444927	0.18235159	-0.10444927	-0.1862936	-0.16285229	35_32375	Rep: Hypothetical protein - Bradyrhizobium sp. BTAi1	UniRef90_Q35LL9	CHR3V7|COORD:6736388..6738336| late embryogenesis abundant protein-related / LEA protein-related	AT3G19430.1	CHR01V5|COORD:31804447..31800745|protein receptor protein kinase PERK1, putative, expressed	LOC_Os01g54700.1	no description	not assigned.unknown	35_2

CUST_149750_PI403524517	2	0.14124393	0.023880005	-0.04225254	0.18165016	-0.03019619	-0.023880005	35_41893	"Cluster: Protein kinase domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Protein kinase domain containing protein, express"	UniRef90_Q2QMD5	CHR5V7|COORD:3324979..3326934| lectin protein kinase, putative	AT5G10530.1	CHR12V5|COORD:25666158..25668950|protein receptor-like protein kinase homolog RK20-1, putative, expressed	LOC_Os12g41490.1	 no descriptionweakly similar to ( 101)AT5G55830| Symbols:  | lectin protein kinase, putative | chr5:22611881-22613926 FORWARDnot assigned 	misc.myrosinases-lectin-jacalin	26_16

CUST_138311_PI403524517	2	-0.0136909485	-0.096180916	-0.10134411	0.058293343	0.013690472	0.018512249	35_38794	Rep: OSJNBa0038P21.12 protein - Oryza sativa (Rice)	UniRef90_Q7XKR9	"CHR3V7|COORD:8519297..8525062| PAKRP1L; microtubule motor"	AT3G23670.1	CHR04V5|COORD:16511596..16520085|protein kinesin-related family protein, expressed	LOC_Os04g28260.1	no descriptionnot assigned not assigned PRK12323	not assigned.unknown	35_2

CUST_81712_PI403524517	2	-0.09921265	0.1704092	-0.03482914	0.05101013	-0.15493488	0.03482914	35_23439	"Cluster: Os08g0203800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os08g0203800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J7C5	0	0	CHR08V5|COORD:6049485..6052675|protein F-box domain containing protein, expressed	LOC_Os08g10340.1	no description	not assigned.unknown	35_2

CUST_28629_PI399408534	2	0.026538849	-0.026539803	-0.13899422	0.050554276	-0.52970314	0.3503523	35_3374	"Cluster: Os07g0682400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0682400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D3J9	"CHR3|COORD:19288756..19292304| similar to RNA recognition motif (RRM)-containing protein [Arabidopsis thaliana] (TAIR:At3g63450.1); similar to putative DAZ asso"	AT3G51950.2	CHR07V5|COORD:28931273..28926961|protein nucleic acid binding protein, putative, expressed	LOC_Os07g48410.2	no descriptionmoderately similar to ( 228)AT3G51950| Symbols:  | RNA binding | chr3:19289222-19291385 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07003 PRK07764 APC_basic Herpes_BLLF1 Atrophin-1 PRK12678 AF-4 Tymo_45kd_70kd	RNA.regulation of transcription.unclassified	27_3_99

CUST_102534_PI403524517	2	-0.0013494492	0.30787182	0.277812	-0.010040283	-0.12186909	0.0013494492	35_29248	Rep: H0115B09.2 protein - Oryza sativa (Rice)	UniRef90_Q01IQ0	CHR4V7|COORD:16545600..16548299| SH3 domain-containing protein 2 (SH3P2)	AT4G34660.1	CHR04V5|COORD:26800513..26796479|protein clathrin binding protein, putative, expressed	LOC_Os04g45670.1	no descriptionvery weakly similar to (92.8)AT4G34660| Symbols:  | SH3 domain-containing protein 2 (SH3P2) | chr4:16545600-16548299 REVERSE	not assigned.no ontology	35_1

CUST_108716_PI403524517	2	0.043497086	0.17626762	0.03585434	-0.13904858	-0.035855293	-0.15784073	35_30916	"Cluster: Lipopolysaccharide biosynthesis protein BplA; n=1; Thermotoga maritima|Rep: Lipopolysaccharide biosynthesis protein BplA - Thermotoga maritima"	UniRef90_Q9WZ54	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	0	0	no descriptionnot assigned MviM GFO_IDH_MocA	not assigned.unknown	35_2

CUST_25288_PI399408534	2	-0.030949593	-0.24060345	-0.06889439	0.25309277	0.046884537	0.030948639	35_12596	"Cluster: Hypothetical protein OJ1015F07.14; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1015F07.14 - Oryza sativa (japonica cultivar"	UniRef90_Q8S5V3	CHR1V7|COORD:23318959..23321726| leucine-rich repeat transmembrane protein kinase, putative	AT1G62950.1	CHR03V5|COORD:1540386..1545249|protein ATP binding protein, putative, expressed	LOC_Os03g03570.2	 no descriptionmoderately similar to ( 413)AT1G12460| Symbols:  | leucine-rich repeat transmembrane protein kinase, putative | chr1:4247701-4250442 FORWARDweakly similar to ( 166)KPRO_MAIZEPutative receptor protein kinase ZmPK1 precursor - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pkinase Pkinase_Tyr PTKc S_TKc TyrKc S_TKc PTKc_Jak_rpt2 PTKc_Csk_like SPS1 PTKc_EphR PTKc_Srm_Brk PTKc_Ack_like PTKc_Src_like PTKc_EGFR_like PTKc_Fes_like PTKc_Jak2_Jak3_rpt2 PTKc_Lck_Blk PTKc_Frk_like PTKc_Abl PTKc_Musk PTKc_Ror PTKc_Csk PTKc_Itk PTKc_InsR_like PTKc_Tec_Rlk PTKc_Tec_like PTKc_Lyn PTKc_Chk PTKc_Yes PTKc_Trk PTKc_Hck PTKc_Fyn_Yrk PTKc_FAK PTKc_Src PTKc_Syk_like PTK_HER3 PTKc_FGFR PTKc_EphR_A2 PTKc_RET PTKc_Tie1 PTKc_Tie PTKc_Tie2 PTKc_Btk_Bmx PTKc_Ror1 PTKc_Axl_like PTKc_Tyk2_rpt2 PTKc_IGF-1R PTKc_c-ros PTKc_DDR PTKc_Fer PTK_CCK4 PTKc_HER2 PTKc_EGFR PTKc_HER4 PTKc_EphR_B PTKc_Met_Ron PTKc_TrkA PTKc_Fes PTKc_EphR_A PTKc_FGFR3 PTKc_FGFR4 PTKc_PDGFR PTK_Ryk PTKc_TrkB PTKc_FGFR1 PTKc_ALK_LTK PTKc_TrkC PTKc_Jak1_rpt2 PTKc_Syk PTKc_DDR_like PTKc_Tyro3 PTKc_Aatyk PTKc_EphR_A10 PTKc_Zap-70 PTKc_FGFR2 PTKc_Ror2 PTKc_Axl PTKc_InsR PTKc_CSF-1R 	signalling.receptor kinases.leucine rich repeat XI	30_2_11

CUST_70045_PI403524517	2	-0.22202873	0.23353577	-5.7315826E-4	-0.04455185	0.014705658	5.7315826E-4	35_20049	"Cluster: Putative transmembrane protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative transmembrane protein - Oryza sativa (japonica cultivar-group"	UniRef90_Q6ZIB9	CHR5|COORD:14320029..14322406| expressed protein, contains Pfam profile PF01169: Uncharacterized protein family UPF0016	AT5G36290.2	CHR08V5|COORD:26177536..26174600|protein expressed protein	LOC_Os08g41670.1	" no descriptionmoderately similar to ( 367)AT5G36290| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G25520.1); similar to Uncharacterized protein family UPF0016 containing protein, expressed [Oryza sativa (japonica cultivar-group)] (GB:ABG22482.1); similar to Os11g0472500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001067880.1); similar to Os08g0528500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001062312.1); contains InterPro domain Protein of unknown function UPF0016; (InterPro:IPR001727) | chr5:14320207-14322202 FORWARDnot assigned COG2119 UPF0016 TT_ORF1 "	not assigned.unknown	35_2

CUST_52558_PI403524517	2	0.041637897	0.9725952	-0.52099943	0.46944427	-0.21425343	-0.041637897	35_14972	"Cluster: Protease inhibitor/seed storage/LTP family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Protease inhibitor/seed storage/LTP"	UniRef90_Q10T26	"CHR1V7|COORD:4090174..4090587| ELP (EXTENSIN-LIKE PROTEIN); lipid binding"	AT1G12090.1	CHR03V5|COORD:189420..190186|protein cortical cell-delineating protein precursor, putative, expressed	LOC_Os03g01310.1	no descriptionvery weakly similar to (75.1)AT4G12470| Symbols:  | protease inhibitor/seed storage/lipid transfer protein (LTP) family protein | chr4:7401368-7401853 REVERSEvery weakly similar to (73.2)CCDP_MAIZECortical cell-delineating protein precursor - Zea mays (Maize)HPS_like Tryp_alpha_amyl	misc.protease inhibitor/seed storage/lipid transfer protein (LTP) family protein	26_21

CUST_64500_PI403524517	2	0.14937592	-0.7684288	-0.11083317	0.086488724	0.07379818	-0.07379913	35_18415	"Cluster: Os10g0403700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os10g0403700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IY01	CHR4V7|COORD:6107379..6109046| oxidoreductase family protein	AT4G09670.1	CHR10V5|COORD:13379833..13382714|protein oxidoreductase, putative, expressed	LOC_Os10g26400.2	no descriptionmoderately similar to ( 348)AT4G09670| Symbols:  | oxidoreductase family protein | chr4:6107379-6109046 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned MviM GFO_IDH_MocA TT_ORF1 PRK07003 Herpes_BLLF1 PRK12323 PRK07764 PRK12678 Atrophin-1 Extensin_2 APC_basic Tymo_45kd_70kd MAP65_ASE1 IER PRK11579	not assigned.no ontology	35_1

CUST_79858_PI403524517	2	0.3902974	-0.18097734	0.06747103	-0.13897514	-0.067471504	0.4918356	35_22901	"Cluster: Microtubule-associated protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Microtubule-associated protein-like - Oryza sativa (japonica cult"	UniRef90_Q5N7P7	CHR5V7|COORD:20978287..20981306| PLE (PLEIADE)	AT5G51600.1	CHR01V5|COORD:28609661..28613939|protein microtubule-associated protein, putative, expressed	LOC_Os01g49200.1	 no descriptionvery weakly similar to (95.5)AT5G51600| Symbols: ATMAP65-3, PLE | PLE (PLEIADE) | chr5:20978287-20981306 REVERSEnot assigned 	cell.organisation	31_1

CUST_18789_PI399408534	2	0.07008648	0.017210007	-0.0059404373	-0.007074356	0.0059404373	-0.02539444	35_15448	"Cluster: Ethylene-responsive small GTP-binding protein; n=3; Magnoliophyta|Rep: Ethylene-responsive small GTP-binding protein - Oryza sativa (japonica cultivar-"	UniRef90_Q6PV57	"CHR3V7|COORD:16928893..16930725| ARA3; GTP binding"	AT3G46060.1	CHR03V5|COORD:34346027..34349680|protein ras-related protein ARA-3, putative, expressed	LOC_Os03g60530.1	 no descriptionmoderately similar to ( 317)AT3G46060| Symbols: Ara-3, AtRABE1c, AtRab8A, ARA3 | ARA3 | chr3:16928893-16930725 FORWARDmoderately similar to ( 308)RB1BV_BETVURas-related protein RAB1BV - Beta vulgaris (Sugar beet)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Rab8_Rab10_Rab13_like Rab1_Ypt1 RAB Ras Rab Rab35 Rab11_like Rab18 Rab26 Rab3 Rab2 RabA_like Rab4 Rab15 Rab5_related Rab19 Rab27A Rab30 Rab14 Rab6 Rab39 Rab21 Rab7 Rab33B_Rab33A Rab40 Ras_like_GTPase Rab12 Ras RJL RAS Rab32_Rab38 COG1100 Rap_like Rab9 Rho Rab23_lke RalA_RalB H_N_K_Ras_like Rab24 Rab36_Rab34 Rap1 M_R_Ras_like Ras2 RHO Rab28 RSR1 Rap2 RheB Ran RabL4 RERG_RasL11_like Rit_Rin_Ric Rho4_like RabL2 Wrch_1 RhoA_like ARHI_like Spg1 Rac1_like RAN RGK Rho2 Tc10 Rop_like RhoG Rab20 Miro Ras_dva Rho3 Arf_Arl Cdc42 Rhes_like Miro1 RabL3 Rnd2_Rho7 Arf Rnd3_RhoE_Rho8 ARF Arl10_like Arl5_Arl8 RhoBTB Rnd Arfrp1 Arl1 Arf1_5_like ARLTS1 Sar1 Rnd1_Rho6 Arf6 Arl2 Centaurin_gamma Arl4_Arl7 ARD1 COG2229 	signalling.G-proteins	30_5

CUST_1854_PI403524517	2	0.0035963058	-0.05132866	-0.0035963058	-0.0041599274	0.050676346	0.064769745	35_491	"Cluster: Metallothioneine type2; n=1; Hordeum vulgare subsp. vulgare|Rep: Metallothioneine type2 - Hordeum vulgare var. distichum (Two-rowed barley)"	UniRef90_Q8GTD0	CHR5V7|COORD:506753..507162| MT2B (METALLOTHIONEIN 2B)	AT5G02380.1	CHR05V5|COORD:583802..584913|protein metallothionein-like protein type 2, putative, expressed	LOC_Os05g02070.3	no descriptionnot assigned Metallothio_2 PRK12323 PRK07764	metal handling.binding, chelation and storage	15_2

CUST_193_PI399408534	2	0.19423008	-0.37252808	-0.1151638	0.22758675	0.11397076	-0.1139698	35_17035	"Cluster: Putative zinc finger DNA-binding protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative zinc finger DNA-binding protein - Oryza sativa (jap"	UniRef90_Q8S7W1	CHR5|COORD:15895954..15898272| Dof-type zinc finger domain-containing protein, similar to H-protein promoter binding factor-2a GI:3386546 from (Arabidopsis thal	AT5G39660.2	CHR03V5|COORD:3717977..3720823|protein expressed protein	LOC_Os03g07360.1	"no descriptionweakly similar to ( 199)AT5G39660| Symbols: CDF2 | CDF2 (CYCLING DOF FACTOR 2); DNA binding / transcription factor | chr5:15896148-15897940 FORWARDweakly similar to ( 106)MNB1A_MAIZEDof zinc finger protein MNB1A - Zea mays (Maize)not assigned zf-Dof"	RNA.regulation of transcription.C2C2(Zn) DOF zinc finger family	27_3_8

CUST_2092_PI404877155	2	0.09751892	0.0037555695	-0.04514122	-0.011190414	-0.0037555695	0.091854095	Contig12356_at	B1144G04.34 [Oryza sativa (japonica cultivar-group)]	NP_916934.1	transcription initiation factor IID (TFIID) 28 kDa subunit (TAFII-28) family protein	At4g20280.1	protein hTAFII28-like protein conserved region, putative	Os01g48810	0	RNA.processing	27_1

CUST_29030_PI399408534	2	0.082219124	-0.40031052	-0.17279434	0.119571686	-0.01237011	0.012371063	35_19484	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10Q04	CHR3|COORD:9896779..9899243| expressed protein	AT3G26850.2	CHR03V5|COORD:5990834..5985793|protein expressed protein	LOC_Os03g11580.1	"no descriptionweakly similar to ( 131)AT3G26850| Symbols:  | similar to zinc finger protein-related [Arabidopsis thaliana] (TAIR:AT3G18640.1); similar to hypothetical protein S250_18C08.12 [Sorghum bicolor] (GB:AAS82598.1); similar to Os03g0214900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001049373.1); similar to Os08g0135800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001060944.1) | chr3:9897778-9898652 REVERSE"	RNA.regulation of transcription.unclassified	27_3_99

CUST_18048_PI403524517	2	0.12073088	-0.22274494	0.017407417	-0.01740694	0.10244799	-0.08290863	35_5213	"Cluster: P0402A09.21 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: P0402A09.21 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q94CX1	CHR4V7|COORD:12821506..12822399| thylakoid lumenal 17.9 kDa protein, chloroplast	AT4G24930.1	CHR01V5|COORD:131093..132487|protein expressed protein	LOC_Os01g01280.1	 no descriptionweakly similar to ( 184)AT4G24930| Symbols:  | thylakoid lumenal 17.9 kDa protein, chloroplast | chr4:12821506-12822399 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Extensin_2 Drf_FH1 Atrophin-1 Tymo_45kd_70kd DUF1421 PRK07764 PRK12323 Totivirus_coat 	not assigned.no ontology	35_1

CUST_123058_PI403524517	2	-0.14999866	0.10376787	0.083275795	-0.083275795	0.10406685	-0.26329947	35_34709	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_2651_PI404877155	2	0.8187351	-0.24041939	0.24572754	0.076435566	-0.11518431	-0.07643509	Contig13073_at	unknown protein [Oryza sativa (japonica cultivar-group)]	BAC83716.1	26.5 kDa class P-related heat shock protein (HSP26.5-P)	At4g21870.1	protein Hsp20/alpha crystallin family, putative	Os07g33350	NONE	stress.abiotic.heat	20_2_1

CUST_101992_PI403524517	2	0.08993626	-0.23596096	0.034064293	0.1767931	-0.11832714	-0.034064293	35_29097	Rep: Heat shock protein 90 - Triticum aestivum (Wheat)	UniRef90_Q00NU9	"CHR5V7|COORD:22704149..22706659| HSP81-2 (EARLY-RESPONSIVE TO DEHYDRATION 8); ATP binding"	AT5G56030.1	CHR09V5|COORD:18540207..18535779|protein heat shock protein 81-3, putative, expressed	LOC_Os09g30439.2	" no descriptionmoderately similar to ( 266)AT5G56030| Symbols: ERD8, HSP81-2 | HSP81-2 (EARLY-RESPONSIVE TO DEHYDRATION 8); ATP binding | chr5:22704149-22706659 FORWARDmoderately similar to ( 274)HSP83_ORYSAnot assigned not assigned PRK05218 HtpG HSP90 "	stress.abiotic.heat	20_2_1

CUST_43109_PI403524517	2	-0.019424438	0.5127783	0.025223732	-0.25857353	-0.31540966	0.019424438	35_12381	0	0	0	0	CHR09V5|COORD:21666226..21673416|protein expressed protein	LOC_Os09g37590.1	no description	not assigned.unknown	35_2

CUST_154089_PI403524517	2	-0.13845253	0.068071365	-0.024251461	-0.2113595	0.024251938	0.02802372	35_43058	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_57945_PI403524517	2	0.1249733	-0.03291893	0.097545624	-0.03316641	-0.013862133	0.013861656	35_16520	"Cluster: Putative casein kinase I; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative casein kinase I - Oryza sativa (japonica cultivar-group)"	UniRef90_Q70YQ4	"CHR4V7|COORD:8248528..8251664| CKI1 (CASEIN KINASE I); casein kinase I/ kinase"	AT4G14340.1	CHR02V5|COORD:24760938..24766881|protein casein kinase I isoform delta-like, putative, expressed	LOC_Os02g40860.1	" no descriptionhighly similar to ( 606)AT4G14340| Symbols: CKL11, CKI1 | CKI1 (CASEIN KINASE I); casein kinase I/ kinase | chr4:8248528-8251664 REVERSEvery weakly similar to (62.8)CDPK2_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc Pkinase SPS1 S_TKc TyrKc Pkinase_Tyr PTKc_Srm_Brk PTKc PTKc_Syk_like PTKc_EGFR_like PTKc_PDGFR PTKc_Tec_like PTKc_Jak_rpt2 PTKc_Syk PTKc_Ack_like PTKc_Src_like PTKc_FAK "	protein.postranslational modification	29_4

CUST_22245_PI399408534	2	-0.020367622	0.3250723	-0.028869629	-4.4345856E-4	0.0076150894	4.4250488E-4	35_4049	Rep: Ras-related protein RGP2 - Oryza sativa (Rice)	UniRef90_Q40723	"CHR3V7|COORD:17257684..17259347| AtRABA2c/AtRab11A (Arabidopsis Rab GTPase homolog A2c); GTP binding"	AT3G46830.1	CHR05V5|COORD:11705021..11702783|protein ras-related protein RGP2, putative, expressed	LOC_Os05g20050.1	" no descriptionmoderately similar to ( 311)AT3G46830| Symbols: AtRab11A, AtRABA2c | AtRABA2c/AtRab11A (Arabidopsis Rab GTPase homolog A2c); GTP binding | chr3:17257684-17259347 REVERSEmoderately similar to ( 376)RGP2_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Rab11_like RAB Rab Ras Rab8_Rab10_Rab13_like Rab2 Rab5_related Rab1_Ypt1 Rab4 Rab19 Rab18 Rab14 Rab6 Rab39 Rab26 Rab21 Rab30 Rab35 RabA_like Rab3 Rab7 Rab27A Rab15 Ras_like_GTPase Ras Rab32_Rab38 RJL Rab9 Rab12 RAS Rab40 Rab33B_Rab33A COG1100 Rab23_lke Rab28 RheB M_R_Ras_like Ras2 Rab36_Rab34 Rab24 H_N_K_Ras_like RalA_RalB RabL2 RERG_RasL11_like Rho Rap_like RabL4 Rap1 RHO Rho4_like Rap2 Ran RSR1 ARHI_like Rit_Rin_Ric Spg1 Rab20 Wrch_1 RGK Rho3 RhoA_like Miro Rop_like Ras_dva Rho2 Rac1_like RhoG RAN Rhes_like Tc10 RabL3 Rnd3_RhoE_Rho8 Arf_Arl Rnd Rnd1_Rho6 Cdc42 Arl10_like Arl5_Arl8 Miro1 Arf Arl4_Arl7 Rnd2_Rho7 ARF RRP22 RhoBTB Arf6 Arfrp1 Sar1 ARLTS1 Arf1_5_like Arl2 "	signalling.G-proteins	30_5

CUST_24918_PI403524517	2	-0.0659647	0.48426342	0.07338524	-0.08620167	0.0659647	-0.24013805	35_7234	"Cluster: Putative MtaA; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative MtaA - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z0U9	CHR3V7|COORD:3610267..3612100| 4'-phosphopantetheinyl transferase family protein	AT3G11470.1	CHR08V5|COORD:8697456..8702642|protein 4-phosphopantetheinyl transferase sfp, putative, expressed	LOC_Os08g14490.1	no descriptionvery weakly similar to (83.6)AT3G11470| Symbols:  | transferase | chr3:3610267-3611794 REVERSEnot assigned PRK12323 PRK07003	not assigned.no ontology	35_1

CUST_94242_PI403524517	2	-0.18542433	0.87193537	-0.056726456	0.11461973	0.056726456	-0.20923662	35_26942	"Cluster: Thylakoid lumenal 17.4 kDa protein, chloroplast precursor; n=2; Arabidopsis thaliana|Rep: Thylakoid lumenal 17.4 kDa protein, chloroplast"	UniRef90_P81760	CHR5V7|COORD:21740714..21741847| thylakoid lumenal 17.4 kDa protein, chloroplast	AT5G53490.2	CHR10V5|COORD:18821306..18818009|protein uncharacterized low-complexity proteins, putative, expressed	LOC_Os10g35810.1	no description	not assigned.unknown	35_2

CUST_11121_PI403524517	2	0.0077753067	0.2129612	-0.008545876	-0.0077762604	-0.08468056	0.21650124	35_3148	Rep: OSIGBa0106P14.4 protein - Oryza sativa (Rice)	UniRef90_Q01I26	CHR3V7|COORD:2022602..2033643| BAP28-related	AT3G06530.1	CHR04V5|COORD:27225370..27240995|protein HEAT repeat family protein, expressed	LOC_Os04g46310.1	no descriptionmoderately similar to ( 499)AT3G06530| Symbols:  | BAP28-related | chr3:2022602-2033643 FORWARDnot assigned BP28CT	not assigned.no ontology	35_1

CUST_101203_PI403524517	2	0.13823605	0.38793468	0.082680225	-0.36997366	-0.6598873	-0.082680225	35_28883	"Cluster: Amine oxidase, flavin-containing family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Amine oxidase, flavin-containing family pr"	UniRef90_Q336Y0	CHR4V7|COORD:9218652..9223495| amine oxidase family protein / SWIRM domain-containing protein	AT4G16310.1	CHR10V5|COORD:20351452..20359395|protein amine oxidase, flavin-containing family protein, expressed	LOC_Os10g38850.1	no descriptionvery weakly similar to (87.0)AT4G16310| Symbols:  | amine oxidase family protein / SWIRM domain-containing protein | chr4:9218652-9223495 FORWARD	misc.oxidases - copper, flavone etc.	26_7

CUST_40809_PI403524517	2	0.23653793	-0.17347908	-0.081074715	-0.03076744	0.030768394	0.111133575	35_11735	Rep: OSJNBa0084A10.8 protein - Oryza sativa (Rice)	UniRef90_Q7XQP7	"CHR1V7|COORD:29142656..29143076| Identical to Uncharacterized protein At1g77540 [Arabidopsis Thaliana] (GB:Q9CAQ2;GB:Q8LEN2); similar to unknown protein"	AT1G77540.1	CHR04V5|COORD:21200213..21197927|protein expressed protein	LOC_Os04g35200.1	"no descriptionvery weakly similar to (99.4)AT1G77540| Symbols:  | Identical to Uncharacterized protein At1g77540 [Arabidopsis Thaliana] (GB:Q9CAQ2;GB:Q8LEN2); similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G21770.1); similar to OSJNBa0084A10.8 [Oryza sativa (japonica cultivar-group)] (GB:CAE03033.1); similar to Acetyltransferase [Leptospira borgpetersenii serovar Hardjo-bovis L550] (GB:YP_796733.1); similar to Os04g0431300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001052824.1) | chr1:29142656-29143076 REVERSECOG2388 TT_ORF1"	not assigned.unknown	35_2

CUST_49715_PI403524517	2	-0.7875471	-0.2287283	0.015591621	0.8102093	1.0777788	-0.015591621	35_14186	Rep: BLT14.1 protein - Hordeum vulgare (Barley)	UniRef90_Q40032	0	0	0	0	no descriptionvery weakly similar to (64.7)CR2_HORVUCold-regulated protein 2 - Hordeum vulgare (Barley)	not assigned.unknown	35_2

CUST_30130_PI399408534	2	-0.0619812	-0.168365	0.23254251	0.21248293	0.061981678	-0.14420652	35_8149	Rep: Os06g0319600 protein - Oryza sativa (japonica cultivar-group)	UniRef90_Q0DCK2	CHR1V7|COORD:6187735..6191411| nucleotidyltransferase family protein	AT1G17980.1	CHR06V5|COORD:12402449..12409356|protein poly, putative, expressed	LOC_Os06g21470.2	no descriptionmoderately similar to ( 457)AT1G17980| Symbols:  | nucleotidyltransferase family protein | chr1:6187735-6191411 REVERSEnot assigned PAP_central PAP1 PAP_RNA-bind	RNA.processing	27_1

CUST_95166_PI403524517	2	0.018630981	0.4514513	0.0620327	-0.16218758	-0.21012115	-0.018631935	35_27195	Rep: Cyclophilin-like protein - Triticum aestivum (Wheat)	UniRef90_Q6XPZ5	"CHR3|COORD:23422999..23426604| peptidyl-prolyl cis-trans isomerase cyclophilin-type family protein, similar to cyclophylin (Digitalis lanata) GI:1563719;"	AT3G63400.2	CHR07V5|COORD:4173732..4179949|protein peptidyl-prolyl cis-trans isomerase G, putative, expressed	LOC_Os07g08190.1	no descriptionweakly similar to ( 183)AT3G63400| Symbols:  | peptidyl-prolyl cis-trans isomerase cyclophilin-type family protein | chr3:23423424-23426410 FORWARDweakly similar to ( 157)CYPH_CATROPeptidyl-prolyl cis-trans isomerase - Catharanthus roseus (Rosy periwinkle) (Madagascar periwinkle)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned cyclophilin_ABH_like Pro_isomerase cyclophilin PpiB Cyclophilin_PPIL3_like cyclophilin_RING cyclophilin_SpCYP2_like cyclophilin_WD40 cyclophilin_CeCYP16-like cyclophilin_RRM cyclophilin_EcCYP_like	cell.cycle.peptidylprolyl isomerase	31_3_1

CUST_61834_PI403524517	2	0.16075325	-1.0781984	-0.28125572	0.07427597	0.23857021	-0.07427502	35_17642	"Cluster: Hypothetical protein OJ1754_E06.11; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1754_E06.11 - Oryza sativa (japonica cultiv"	UniRef90_Q84TB9	CHR2V7|COORD:15701379..15702540| heavy-metal-associated domain-containing protein	AT2G37390.1	CHR03V5|COORD:34327108..34324835|protein metal ion binding protein, putative, expressed	LOC_Os03g60480.1	no descriptionvery weakly similar to (87.8)AT2G37390| Symbols:  | heavy-metal-associated domain-containing protein | chr2:15701379-15702540 FORWARDnot assigned not assigned not assigned not assigned PRK12678 HMA Tymo_45kd_70kd	not assigned.no ontology	35_1

CUST_46855_PI403524517	2	0.15932655	-0.86610985	-0.149683	0.14968395	0.18984604	-0.15647125	35_13417	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_33165_PI403524517	2	0.007627487	-0.19894171	-0.007627487	0.6092701	0.12373114	-0.14815617	35_9562	Rep: CsAtPR5 - Aegilops tauschii (Tausch's goatgrass) (Aegilops squarrosa)	UniRef90_Q8LK50	0	0	CHR10V5|COORD:18121413..18124858|protein csAtPR5, putative, expressed	LOC_Os10g34614.1	no description	not assigned.unknown	35_2

CUST_80347_PI403524517	2	-0.003358841	0.024057388	0.003358841	-0.006587982	-0.021886826	0.033574104	35_23045	"Cluster: Putative ubiquitin-specific protease 15; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative ubiquitin-specific protease 15 - Oryza sativa (japon"	UniRef90_Q67WC7	0	0	CHR06V5|COORD:26791029..26784111|protein ubiquitin carboxyl-terminal hydrolase family protein, expressed	LOC_Os06g44380.1	no description	not assigned.unknown	35_2

CUST_31248_PI399408534	2	0.11783886	-0.044433594	-0.022900581	-0.008160591	0.028596878	0.008160591	35_10141	"Cluster: CwfJ / zinc finger(CCCH-type)-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: CwfJ / zinc finger(CCCH-type)-like protein - Oryza sativa"	UniRef90_Q69NK8	CHR5V7|COORD:23036976..23039896| CwfJ-like family protein / zinc finger (CCCH-type) family protein	AT5G56900.2	CHR09V5|COORD:11933576..11939137|protein nucleic acid binding protein, putative, expressed	LOC_Os09g19940.2	no descriptionmoderately similar to ( 361)AT5G56900| Symbols:  | CwfJ-like family protein / zinc finger (CCCH-type) family protein | chr5:23036976-23039896 REVERSEnot assigned not assigned CwfJ_C_1 CwfJ_C_2	RNA.regulation of transcription.unclassified	27_3_99

CUST_68650_PI403524517	2	-0.17058563	0.019165993	0.2657652	-0.019165993	-0.03875923	0.019724846	35_19639	"Cluster: Zinc finger C-x8-C-x5-C-x3-H type family protein, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Zinc finger C-x8-C-x5-C-x3-H type"	UniRef90_Q10SS3	CHR3V7|COORD:18997006..19002680| zinc finger (CCCH-type) family protein	AT3G51120.1	CHR03V5|COORD:695792..699149|protein zinc finger C-x8-C-x5-C-x3-H type family protein, expressed	LOC_Os03g02160.1	no description	not assigned.unknown	35_2

CUST_21901_PI403524517	2	0.23408413	1.1390944	0.04134178	-0.27980518	-0.46585464	-0.041342735	35_6360	"Cluster: CG3047-PA; n=3; Drosophila melanogaster|Rep: CG3047-PA - Drosophila melanogaster (Fruit fly)"	UniRef90_Q9VR49	CHR5V7|COORD:15457074..15460237| protein kinase family protein	AT5G38560.1	CHR09V5|COORD:22896708..22902150|protein beta-1,4-mannan synthase, putative, expressed	LOC_Os09g39920.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Herpes_BLLF1 PRK12678 PRK07003 PRK12323 PRK07764 KAR9 Atrophin-1 Tymo_45kd_70kd HPC2 DUF566 infB Gag_spuma APC_basic Glutenin_hmw TT_ORF1 Pneumo_att_G DUF1421 Protamine_P1	not assigned.unknown	35_2

CUST_47516_PI403524517	2	-0.16602516	-0.5365019	0.21359062	0.07453346	0.187253	-0.07453346	35_13599	"Cluster: Putative GDP-fucose protein-O-fucosyltransferase 2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative GDP-fucose protein-O-fucosyltransferase 2"	UniRef90_Q6ZL29	"CHR1V7|COORD:20075128..20077376| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G17270.1); similar to unknown protein [Arabidopsis thaliana]"	AT1G53770.1	CHR07V5|COORD:23114152..23118126|protein GDP-fucose protein-O-fucosyltransferase 2, putative, expressed	LOC_Os07g38490.1	"no descriptionmoderately similar to ( 206)AT1G53770| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G17270.1); similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G50420.1); similar to hypothetical protein MtrDRAFT_AC135796g16v1 [Medicago truncatula] (GB:ABE82081.1) | chr1:20075128-20077376 REVERSE"	not assigned.unknown	35_2

CUST_136193_PI403524517	2	0.26847696	0.33513784	0.10605526	-0.10605574	-0.21253395	-0.38627148	35_38193	"Cluster: Hypothetical protein F16M2_190; n=3; Arabidopsis thaliana|Rep: Hypothetical protein F16M2_190 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9M1V6		0	CHR11V5|COORD:21658186..21672152|protein protein phosphatase 2C containing protein, expressed	LOC_Os11g37540.1	no description	not assigned.unknown	35_2

CUST_74918_PI403524517	2	0.20116806	-0.40900517	0.07228851	-0.0037050247	-0.028896332	0.0037050247	35_21479	"Cluster: Os05g0302600 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0302600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DJC1	CHR5V7|COORD:4609126..4611447| DNA-binding storekeeper protein-related	AT5G14280.1	CHR05V5|COORD:13528318..13529710|protein transcription regulator, putative, expressed	LOC_Os05g23700.1	no descriptionmoderately similar to ( 234)AT5G14280| Symbols:  | DNA-binding storekeeper protein-related | chr5:4609126-4611447 FORWARDnot assigned TLC DUF887 Herpes_BLLF1	not assigned.unknown	35_2

CUST_104012_PI403524517	2	0.15278721	0.028793335	-0.21315193	-0.028793335	-0.078154564	0.19146919	35_29647	"Cluster: Mitochondrial transcription termination factor-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Mitochondrial transcription termination factor-li"	UniRef90_Q67UI0	CHR1V7|COORD:16816094..16817173| DNA binding / ligand-dependent nuclear receptor	AT1G44191.1	CHR06V5|COORD:6453455..6451739|protein mTERF family protein, expressed	LOC_Os06g12040.1	no descriptionnot assigned not assigned not assigned not assigned Atrophin-1	not assigned.unknown	35_2

CUST_85980_PI403524517	2	0.2092247	0.36547852	-0.019106865	0.0013971329	-0.10891533	-0.0013961792	35_24623	"Cluster: Hypothetical protein OSJNBa0087C10.18; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0087C10.18 - Oryza sativa (japonica"	UniRef90_Q84SY9	CHR1V7|COORD:26333829..26335739| protein kinase family protein	AT1G69910.1	CHR03V5|COORD:33398391..33399860|protein receptor protein kinase CRINKLY4 precursor, putative, expressed	LOC_Os03g58750.1	no descriptionvery weakly similar to (82.0)AT1G69910| Symbols:  | protein kinase family protein | chr1:26333829-26335739 FORWARDnot assigned not assigned S_TKc Pkinase_Tyr S_TKc PTKc TyrKc Pkinase	protein.postranslational modification.kinase.receptor like cytoplasmatic kinase VII	29_4_1_57

CUST_11063_PI404877155	2	-3.8814545E-4	0.6171274	0.0050373077	-0.037077904	-0.027281761	3.8814545E-4	Contig4788_at	OSJNBa0042L16.7 [Oryza sativa (japonica cultivar-group)] ref|NP_910121.2| OSJNBa0042L16.7 [Oryza sativa (japonica cultivar-group)]	CAD41014.2	SET domain-containing protein (ASHH1)	At1g76710.1	protein SET domain, putative	Os04g34980	"SET domain-containing protein (ASHH1), low similarity to huntingtin interacting protein 1 (Homo sapiens) GI:12697196; contains Pfam profile PF00856: SET domain; identical to cDNA ASH1-like protein 1 (ASHH1) partial cds GI:15488417 or  SET domain-containin"	RNA.regulation of transcription.SET-domain transcriptional regulator family	27_3_69

CUST_25626_PI403524517	2	4.4441223E-4	0.42438507	0.049960136	-0.020488739	-0.020488739	-4.4441223E-4	35_7426	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_120045_PI403524517	2	0.0471282	0.5098591	-0.46127176	0.14180613	-0.617754	-0.047127724	35_33947	"Cluster: Hypothetical protein OSJNBb0053G03.25; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0053G03.25 - Oryza sativa (japonica"	UniRef90_Q8LIX1	"CHR5V7|COORD:20533608..20535659| ATEXO70F1 (exocyst subunit EXO70 family protein F1); protein binding"	AT5G50380.1	CHR01V5|COORD:32699717..32698830|protein hypothetical protein	LOC_Os01g56210.1	no description	not assigned.unknown	35_2

CUST_32311_PI403524517	2	-0.21976042	-0.006515503	0.487998	0.31986904	0.006515503	-0.31913614	35_9317	"Cluster: Os02g0236500 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0236500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E2I3	CHR2V7|COORD:2580715..2583220| hAT dimerisation domain-containing protein / transposase-related	AT2G06500.1	CHR02V5|COORD:7746697..7743037|protein transposon protein, putative, Ac/Ds sub-class	LOC_Os02g14150.1	no descriptionvery weakly similar to (65.5)AT2G06500| Symbols:  | hAT dimerisation domain-containing protein / transposase-related | chr2:2580715-2583220 REVERSE	DNA.unspecified	28_99

CUST_13025_PI403524517	2	0.06916237	-0.21633625	-0.036909103	0.06175804	0.036909103	-0.047813416	35_3726	"Cluster: Putative RNA-binding protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative RNA-binding protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8H642	CHR1V7|COORD:28907601..28908979| RNA recognition motif (RRM)-containing protein	AT1G76940.1	CHR06V5|COORD:1454386..1457726|protein nucleic acid binding protein, putative, expressed	LOC_Os06g03690.2	no descriptionweakly similar to ( 142)AT1G76940| Symbols:  | RNA recognition motif (RRM)-containing protein | chr1:28907601-28908979 REVERSEnot assigned not assigned not assigned not assigned RRM RRM_1	RNA.RNA binding	27_4

CUST_59931_PI403524517	2	0.0066957474	-0.54430103	-0.17569256	-0.0066957474	0.05586052	0.03698826	35_17085	"Cluster: CsAtPR5, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: CsAtPR5, putative, expressed - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QPC2	0	0	CHR12V5|COORD:21255727..21259333|protein expressed protein	LOC_Os12g34980.1	no description	not assigned.unknown	35_2

CUST_106215_PI403524517	2	0.2603917	-0.036355495	-0.4413743	0.036355495	-0.61862516	0.08303881	35_30232	"Cluster: Hypothetical protein OJ1111_A10.12; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1111_A10.12 - Oryza sativa (japonica cultiv"	UniRef90_Q60F01	CHR5V7|COORD:3762962..3771124| glycine-rich protein	AT5G11700.1	CHR05V5|COORD:5216276..5228055|protein expressed protein	LOC_Os05g09360.1	no descriptionvery weakly similar to (83.6)AT5G11700| Symbols:  | glycine-rich protein | chr5:3762962-3771124 REVERSE	not assigned.no ontology.glycine rich proteins	35_1_40

CUST_654_PI404877155	2	-0.079444885	0.6047745	0.20914268	-0.017848015	-0.066830635	0.017848969	Contig10594_at	expressed protein [Arabidopsis thaliana] gb|AAN86157.1| unknown protein [Arabidopsis thaliana]	NP_195697.3	expressed protein	At4g39870.1	protein TLD, putative	Os06g11790	gi|30692556|ref|NP_195697.3| expressed protein	RNA.regulation of transcription.unclassified	27_3_99

CUST_55792_PI403524517	2	0.13307953	0.3918686	-0.1245718	0.061475754	-0.061475277	-0.08559513	35_15880	Rep: Horcolin - Hordeum vulgare (Barley)	UniRef90_Q5U9T2	0	0	CHR01V5|COORD:13887210..13885637|protein salt stress-induced protein, putative, expressed	LOC_Os01g24710.4	no description	not assigned.unknown	35_2

CUST_16063_PI404877155	2	0.21231651	0.15002537	-0.0245924	-0.13283348	-0.14320278	0.024591446	Contig9932_at	Putative GTP-binding protein [Oryza sativa]	AAK98738.1	Ras-related GTP-binding family protein	At5g03530.1	protein Ras family, putative	Os03g05280	NONE	signalling.G-proteins	30_5

CUST_136421_PI403524517	2	0.379117	1.1270685	-0.022079468	-0.36951542	-0.3390789	0.022078514	35_38254	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_3029_PI399408534	2	0.0032024384	0.028722763	-0.24978209	0.118727684	-0.0032029152	-0.35681915	35_44916	Rep: B0812A04.4 protein - Oryza sativa (Rice)	UniRef90_Q25A94	"CHR1V7|COORD:17922143..17924411| RKL1 (Receptor-like kinase 1); ATP binding / kinase/ protein serine/threonine kinase"	AT1G48480.1	CHR04V5|COORD:22903620..22901110|protein atypical receptor-like kinase MARK, putative, expressed	LOC_Os04g38910.1	"no descriptionmoderately similar to ( 248)AT1G48480| Symbols: RKL1 | RKL1 (Receptor-like kinase 1); ATP binding / kinase/ protein serine/threonine kinase | chr1:17922143-17924411 FORWARDweakly similar to ( 119)NORK_PEANodulation receptor kinase precursor - Pisum sativum (Garden pea)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pkinase S_TKc S_TKc Pkinase_Tyr PTKc TyrKc SPS1 PTKc_Csk_like PTKc_Chk PTKc_Srm_Brk PTKc_Src_like PTKc_Jak_rpt2 PTKc_Ror PTKc_EphR PTKc_EGFR_like PTKc_Itk PTKc_Csk PTK_Jak2_Jak3_rpt1 PTKc_Frk_like PTK_Jak_rpt1 PTKc_Abl PTKc_Jak2_Jak3_rpt2 PTKc_Ack_like PTKc_Tec_like PTKc_Src PTKc_Lck_Blk PTKc_Trk PTKc_InsR_like PTKc_EphR_A PTK_Ryk PTKc_ALK_LTK PTKc_Syk_like PTKc_Fyn_Yrk PTKc_Yes PTKc_Ror1 PTKc_EphR_B PTK_CCK4 PTKc_Lyn PTKc_RET PTK_HER3 PTKc_Aatyk PTKc_Musk PTKc_Axl PTK_Jak1_rpt1 PTKc_Tec_Rlk PTKc_Hck PTK_Tyk2_rpt1 PTKc_Axl_like PRK07764 PTKc_TrkC PTKc_FGFR PTKc_FGFR4 PTKc_TrkB PTKc_Met_Ron PTKc_Tyk2_rpt2 PTKc_TrkA PTKc_DDR"	signalling.receptor kinases.leucine rich repeat III	30_2_3

CUST_104129_PI403524517	2	0.0991478	-0.05811119	-0.08980179	0.058110237	0.13536549	-0.101670265	35_29679	"Cluster: Patatin-like phospholipase family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Patatin-like phospholipase family protein, expre"	UniRef90_Q10NY5	CHR4V7|COORD:14590868..14592542| PLA IVD/PLP8 (Patatin-like protein 8)	AT4G29800.1	CHR03V5|COORD:8131605..8133784|protein patatin-like protein 3, putative, expressed	LOC_Os03g14950.1	 no descriptionvery weakly similar to (82.4)AT4G29800| Symbols: PLP8, PLA IVD | PLA IVD/PLP8 (Patatin-like protein 8) | chr4:14590868-14592542 REVERSEnot assigned 	development.storage proteins	33_1

CUST_10512_PI403524517	2	0.1483984	-0.3807068	-0.13883877	0.06493664	0.31756496	-0.06493664	35_2966	"Cluster: 6-phosphogluconate dehydrogenase, decarboxylating, putative, expressed; n=3; Poaceae|Rep: 6-phosphogluconate dehydrogenase, decarboxylating,"	UniRef90_Q2R480	CHR1V7|COORD:23829212..23830675| 6-phosphogluconate dehydrogenase family protein	AT1G64190.1	CHR11V5|COORD:16561667..16563558|protein 6-phosphogluconate dehydrogenase, decarboxylating, putative, expressed	LOC_Os11g29400.1	no descriptionmoderately similar to ( 256)AT1G64190| Symbols:  | 6-phosphogluconate dehydrogenase family protein | chr1:23829212-23830675 REVERSEnot assigned 6PGD PRK09287 Gnd PRK09599 PRK12490 Gnd	OPP.oxidative PP.6-phosphogluconate dehydrogenase	7_1_3

CUST_99570_PI403524517	2	0.15161896	0.080161095	-0.11319828	-0.017108917	0.013202667	-0.013203621	35_28422	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_29915_PI399408534	2	0.2017746	0.47255898	-0.0090351105	0.009036064	-0.08874035	-0.11099625	35_11918	Rep: MYB like protein - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q9LYE0	"CHR5V7|COORD:3680453..3683634| MYB3R-4 (C-MYB-LIKE TRANSCRIPTION FACTOR 3R-4, myb domain protein 3R-4); DNA binding / transcription factor"	AT5G11510.2	CHR12V5|COORD:7617485..7609711|protein myb, putative, expressed	LOC_Os12g13570.1	" no descriptionweakly similar to ( 102)AT5G11510| Symbols: AtMYB3R4, MYB3R-4 | MYB3R-4 (C-MYB-LIKE TRANSCRIPTION FACTOR 3R-4, myb domain protein 3R-4); DNA binding / transcription factor | chr5:3680453-3683634 FORWARDvery weakly similar to (52.8)MYB3_HORVUMyb-related protein Hv33 - Hordeum vulgare (Barley)not assigned not assigned not assigned not assigned SANT SANT Myb_DNA-binding REB1 "	RNA.regulation of transcription.MYB domain transcription factor family	27_3_25

CUST_32827_PI399408534	2	0.004260063	-0.38858414	-0.11942673	-0.0042591095	0.017183304	0.035265923	35_38453	"Cluster: Transcriptional regulator family protein-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: Transcriptional regulator family protein-like - Oryza s"	UniRef90_Q5JLQ6	CHR1V7|COORD:10210664..10212557| transcriptional regulator family protein	AT1G29220.1	CHR01V5|COORD:32296141..32301023|protein transcription regulator, putative, expressed	LOC_Os01g55490.4	no descriptionweakly similar to ( 184)AT1G29220| Symbols:  | transcriptional regulator family protein | chr1:10210664-10212557 REVERSEnot assigned HCNGP	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_18275_PI399408534	2	0.35712194	-0.017251015	0.12867975	-0.09248686	-0.27844667	0.017251015	35_41720	"Cluster: Putative polyribonucleotide nucleotidyltransferase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative polyribonucleotide nucleotidyltransferase"	UniRef90_Q6KAI0	CHR5V7|COORD:4697615..4703016| polyribonucleotide nucleotidyltransferase, putative	AT5G14580.1	CHR07V5|COORD:3655054..3643991|protein polynucleotide phosphorylase, putative, expressed	LOC_Os07g07310.2	 no descriptionmoderately similar to ( 362)AT5G14580| Symbols:  | polyribonucleotide nucleotidyltransferase, putative | chr5:4697615-4703016 REVERSEnot assigned not assigned not assigned PRK11824 Pnp RNase_PH PRK03983 Rph rph PRK04282 COG2123 	RNA.processing	27_1

CUST_178368_PI403524517	2	-0.0014667511	-0.259449	-0.060295105	0.0014667511	0.02626419	0.053489685	35_49603	"Cluster: 60S acidic ribosomal protein P0; n=4; Oryza sativa|Rep: 60S acidic ribosomal protein P0 - Oryza sativa (Rice)"	UniRef90_P41095	CHR2V7|COORD:16715656..16717526| 60S acidic ribosomal protein P0 (RPP0A)	AT2G40010.1	CHR12V5|COORD:1603462..1600954|protein 60S acidic ribosomal protein P0, putative, expressed	LOC_Os12g03880.1	no descriptionvery weakly similar to (86.3)AT2G40010| Symbols:  | 60S acidic ribosomal protein P0 (RPP0A) | chr2:16715656-16717526 REVERSEvery weakly similar to (99.0)RLA0_ORYSAnot assigned Ribosomal_L10	protein.synthesis.misc ribososomal protein	29_2_2

CUST_16744_PI404877155	2	-0.051089287	0.03448963	-0.009887695	-0.0198555	0.009887695	0.08414173	HF23D07r_at	0	0	0	0	protein glycine-rich RNA-binding protein, putative	Os02g11750	glycine-rich RNA-binding protein/NF-X1  T01688	RNA.RNA binding	27_4

CUST_26984_PI403524517	2	0.7251158	-0.27890778	-0.7507849	-0.12465286	0.12465286	0.22569275	35_7815	"Cluster: Hypothetical protein OSJNBa0027N19.12; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0027N19.12 - Oryza sativa (japonica"	UniRef90_Q6F2T0	"CHR1V7|COORD:2143247..2143756| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G30230.1); similar to hypothetical protein LOC_Os03g18660 [Oryza"	AT1G06980.1	CHR05V5|COORD:3811047..3811559|protein expressed protein	LOC_Os05g07240.1	"no descriptionweakly similar to ( 156)AT1G06980| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G30230.1); similar to hypothetical protein LOC_Os03g18660 [Oryza sativa (japonica cultivar-group)] (GB:ABF95458.1) | chr1:2143247-2143756 REVERSE"	not assigned.unknown	35_2

CUST_33981_PI403524517	2	0.21653795	0.33284998	0.17081738	-0.17081738	-0.33342123	-0.21691704	35_9796	"Cluster: Hypothetical protein OSJNBa0070E11.7; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0070E11.7 - Oryza sativa (japonica cu"	UniRef90_Q650W4	"CHR1V7|COORD:8702631..8705627| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G49055.1); similar to myosin heavy chain -related-like [Oryza"	AT1G24560.1	CHR09V5|COORD:22516720..22513025|protein expressed protein	LOC_Os09g39200.1	" no descriptionvery weakly similar to (66.6)AT1G24560| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G49055.1); similar to myosin heavy chain -related-like [Oryza sativa (japonica cultivar-group)] (GB:BAD13141.1); similar to Os09g0565400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001063947.1); contains InterPro domain Lipoprotein, type 6; (InterPro:IPR001800); contains InterPro domain t-snare; (InterPro:IPR010989) | chr1:8702631-8705627 FORWARDnot assigned PRK12323 "	not assigned.unknown	35_2

CUST_106073_PI403524517	2	0.0063762665	-0.06654644	-0.013415337	-0.0063762665	0.028382301	0.14379787	35_30196	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_153525_PI403524517	2	-0.12193394	0.54283047	0.33860493	-0.34575367	-0.009785652	0.009785652	35_42906	"Cluster: Transducin family protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Transducin family protein, putative, expressed - Oryza"	UniRef90_Q2QMR8	CHR2V7|COORD:11275113..11276510| transducin family protein / WD-40 repeat family protein	AT2G26490.1	CHR03V5|COORD:23735539..23737020|protein nucleotide binding protein, putative	LOC_Os03g42710.1	no descriptionweakly similar to ( 129)AT2G26490| Symbols:  | transducin family protein / WD-40 repeat family protein | chr2:11275113-11276510 FORWARDnot assigned not assigned not assigned not assigned not assigned WD40	DNA.synthesis/chromatin structure	28_1

CUST_31556_PI403524517	2	0.21077633	-2.4414062E-4	2.4414062E-4	-0.14969349	0.17620277	-0.043148994	35_9108	"Cluster: PRLI-interacting factor L-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: PRLI-interacting factor L-like - Oryza sativa (japonica cultivar-group"	UniRef90_Q69IK7	CHR1V7|COORD:30263164..30265462| PTAC17 (PLASTID TRANSCRIPTIONALLY ACTIVE17)	AT1G80480.1	CHR02V5|COORD:34065159..34069638|protein nuclear WD protein, putative, expressed	LOC_Os02g55630.1	 no descriptionmoderately similar to ( 398)AT1G15730| Symbols:  | PRLI-interacting factor L, putative | chr1:5407530-5409932 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned COG0523 CobW_like cobW PRK11537 znuA PRK12323 ZnuA PRK07764 PRK10019 	cell.organisation	31_1

CUST_45170_PI403524517	2	0.038074493	-0.03807354	-0.08415508	0.1050272	-0.108540535	0.13052368	35_12950	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10F28	"CHR5V7|COORD:2158432..2166005| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G20010.2); similar to unknown protein [Oryza sativa (japonica cultivar"	AT5G06970.1	CHR03V5|COORD:27187610..27200141|protein expressed protein	LOC_Os03g47930.1	"no descriptionweakly similar to ( 142)AT5G06970| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G20010.2); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAP68377.1); similar to Protein of unknown function DUF810 [Medicago truncatula] (GB:ABE85501.1); similar to unknown protein [Oryza sativa] (GB:AAK14418.1); contains InterPro domain Protein of unknown function DUF810; (InterPro:IPR008528) | chr5:2158432-2166005 REVERSE"	not assigned.unknown	35_2

CUST_64793_PI403524517	2	-0.11161804	-0.6049423	-0.024686813	0.086894035	0.14919949	0.024686813	35_18502	"Cluster: Putative GFA2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative GFA2 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5VRK6	"CHR5V7|COORD:19483524..19486979| GFA2 (GAMETOPHYTIC FACTOR 2); heat shock protein binding / unfolded protein binding"	AT5G48030.1	CHR06V5|COORD:931584..926339|protein chaperone protein dnaJ, putative, expressed	LOC_Os06g02620.1	"no descriptionmoderately similar to ( 380)AT5G48030| Symbols: GFA2 | GFA2 (GAMETOPHYTIC FACTOR 2); heat shock protein binding / unfolded protein binding | chr5:19483524-19486979 REVERSEweakly similar to ( 134)DNJH_CUCSADnaJ protein homolog - Cucumis sativus (Cucumber)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DnaJ PRK10767 DnaJ_C PRK10266 DnaJ_CXXCXGXG DnaJ DnaJ CbpA"	stress.abiotic.heat	20_2_1

CUST_113975_PI403524517	2	-0.13593626	0.034665585	0.3985119	-0.034665585	0.18124056	-0.15118599	35_32346	0	0		0	"CHR08V5|COORD:3544317..3537819|protein CSLF6 - cellulose synthase-like family F; beta1,3;1,4 glucan synthase, expressed"	LOC_Os08g06380.1	no description	not assigned.unknown	35_2

CUST_28947_PI399408534	2	0.0138731	-0.120918274	-0.09968853	-0.0138731	0.06848335	0.108849525	35_5524	Rep: Auxin-responsive protein IAA10 - Oryza sativa (Rice)	UniRef90_Q59AA1	"CHR2V7|COORD:14121646..14122834| IAA13 (indoleacetic acid-induced protein 13); transcription factor"	AT2G33310.2	CHR02V5|COORD:35069932..35067502|protein OsIAA10 - Auxin-responsive Aux/IAA gene family member, expressed	LOC_Os02g57250.1	"no descriptionweakly similar to ( 166)AT2G33310| Symbols: IAA13 | IAA13 (indoleacetic acid-induced protein 13); transcription factor | chr2:14121646-14122834 REVERSEmoderately similar to ( 324)IAA10_ORYSAAUX_IAA"	hormone metabolism.auxin.induced-regulated-responsive-activated	17_2_3

CUST_135227_PI403524517	2	0.10626364	0.25184965	-0.12819958	-0.041885853	0.024013996	-0.02401352	35_37935	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_84563_PI403524517	2	-0.03220415	0.08305025	-0.40479612	0.101079464	-0.21625185	0.03220415	35_24230	Rep: Cycloartenol synthase - Avena ventricosa	UniRef90_Q6IWA3	CHR2V7|COORD:2924626..2930292| CAS1 (CYCLOARTENOL SYNTHASE 1)	AT2G07050.1	CHR02V5|COORD:2137102..2128229|protein cycloartenol synthase, putative, expressed	LOC_Os02g04710.1	no descriptionweakly similar to ( 157)AT2G07050| Symbols: CAS1 | CAS1 (CYCLOARTENOL SYNTHASE 1) | chr2:2924626-2930292 FORWARDnot assigned not assigned not assigned not assigned not assigned SQCY_1 PRK12323 Tymo_45kd_70kd PRK07003	secondary metabolism.isoprenoids.terpenoids	16_1_5

CUST_90192_PI403524517	2	0.16663122	0.191226	0.1006093	-0.34615517	-0.34035206	-0.10060978	35_25798	"Cluster: Coiled-coil protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Coiled-coil protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53JH6	0	0	CHR11V5|COORD:3391832..3385190|protein coiled-coil protein, putative, expressed	LOC_Os11g06910.2	no description	not assigned.unknown	35_2

CUST_170171_PI403524517	2	0.15047073	-0.60151196	-0.06537151	0.0032482147	0.27084255	-0.0032491684	35_47398	"Cluster: Latency-associated nuclear antigen; n=1; Retroperitoneal fibromatosis-associated herpesvirus|Rep: Latency-associated nuclear antigen - Retroperitoneal"	UniRef90_A1XYV9	CHR3V7|COORD:6559180..6562050| leucine-rich repeat family protein / extensin family protein	AT3G19020.1	CHR02V5|COORD:32531029..32529506|protein expressed protein	LOC_Os02g53150.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK05648 CDC27 Granin TFIIF_alpha infB BASP1 TonB Atrophin-1 YL1 COG5137 MARCKS AF-4 DUF1777 MDN1 NESP55 CobT PRK07003 PRK12323 DUF605 eIF3_subunit Daxx CobT TT_ORF1 Tymo_45kd_70kd PRK12373 PRK03427 PRK10263 PRK07764 Drf_FH1 ZipA HPC2 RR_TM4-6 Mpp10 PRK12678 Nop53 Treacle PRK11633 Trypan_PARP DUF1509	not assigned.unknown	35_2

CUST_93889_PI403524517	2	0.008497238	0.3399105	0.0983696	-0.008497715	-0.15625668	-0.042753696	35_26844	"Cluster: Unknow protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Unknow protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q84SZ4	0	0	CHR03V5|COORD:33419140..33413277|protein expressed protein	LOC_Os03g58780.2	no description	not assigned.unknown	35_2

CUST_8933_PI399408534	2	-0.025255203	1.5911684	1.1157413	-0.39123154	-0.36712742	0.025255203	35_28256	"Cluster: Putative receptor protein kinase; n=3; Oryza sativa (japonica cultivar-group)|Rep: Putative receptor protein kinase - Oryza sativa (japonica cultivar-g"	UniRef90_Q6L569	CHR2V7|COORD:11395699..11398364| leucine-rich repeat transmembrane protein kinase, putative	AT2G26730.1	CHR05V5|COORD:29224067..29228409|protein ATP binding protein, putative, expressed	LOC_Os05g51070.1	 no descriptionvery weakly similar to (58.5)AT2G26730| Symbols:  | leucine-rich repeat transmembrane protein kinase, putative | chr2:11395699-11398364 FORWARDnot assigned 	signalling.receptor kinases.leucine rich repeat III	30_2_3

CUST_72400_PI403524517	2	-0.10144806	0.2956295	0.08456802	0.0022230148	-0.11487293	-0.0022220612	35_20751	"Cluster: Putative aminoacylase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative aminoacylase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69TX7	CHR1V7|COORD:16928791..16930794| aminoacylase, putative / N-acyl-L-amino-acid amidohydrolase, putative	AT1G44820.1	CHR06V5|COORD:5620927..5624702|protein aminoacylase-1, putative, expressed	LOC_Os06g10770.1	 no descriptionmoderately similar to ( 354)AT1G44820| Symbols:  | aminoacylase, putative / N-acyl-L-amino-acid amidohydrolase, putative | chr1:16928791-16930794 FORWARDnot assigned Peptidase_M20 ArgE PRK08651 	misc.nitrilases, *nitrile lyases, berberine bridge enzymes, reticuline oxidases, troponine reductases	26_8

CUST_85162_PI403524517	2	-0.25620174	-1.028192	-0.059791565	0.21897316	0.059791565	0.33589554	35_24400	Rep: Glycoprotein X precursor - Equine herpesvirus 1 (strain Ab4p) (EHV-1) (Equine abortion virus)	UniRef90_P28968	"CHR5V7|COORD:114184..116236| similar to proline-rich family protein [Arabidopsis thaliana] (TAIR:AT3G09000.1); similar to Os01g0141900 [Oryza"	AT5G01280.1	CHR03V5|COORD:1918802..1917322|protein glutathione S-transferase, C-terminal domain containing protein, expressed	LOC_Os03g04220.1	no descriptionnot assigned not assigned Mucin PRK10856	not assigned.unknown	35_2

CUST_8047_PI404877155	2	-0.020828247	0.37590027	-0.26529408	0.08085537	-0.21305466	0.0208292	Contig23730_at	mitochondrial substrate carrier protein-like [Oryza sativa (japonica cultivar-group)] dbj|BAD28391.1| mitochondrial substrate carrier protei	BAD27768.1	mitochondrial substrate carrier family protein	At4g11440.1	protein Mitochondrial carrier protein, putative	Os02g44570	mitochondrial substrate carrier family protein, contains Pfam profile: PF00153 mitochondrial carrier protein	transport.metabolite transporters at the mitochondrial membrane	34_9

CUST_55572_PI403524517	2	0.04585457	0.3727846	-0.4546013	0.23900318	-0.18976212	-0.045855522	35_15818	Rep: Extracellular invertase - Triticum monococcum (Einkorn wheat) (Small spelt)	UniRef90_Q8GT63	"CHR1V7|COORD:20570284..20572832| ATFRUCT5 (BETA-FRUCTOFURANOSIDASE 5); hydrolase, hydrolyzing O-glycosyl compounds / levanase"	AT1G55120.1	CHR09V5|COORD:4164397..4169977|protein beta-fructofuranosidase, insoluble isoenzyme 7 precursor, putative, expressed	LOC_Os09g08072.1	" no descriptionhighly similar to ( 583)AT1G55120| Symbols: ATCWINV3, ATFRUCT5 | ATFRUCT5 (BETA-FRUCTOFURANOSIDASE 5); hydrolase, hydrolyzing O-glycosyl compounds / levanase | chr1:20570284-20572832 FORWARDhighly similar to ( 817)INV7_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Glyco_32 Glyco_hydro_32N SacC Glyco_hydro_32C Herpes_BLLF1 PRK12678 PRK07003 PRK12323 "	major CHO metabolism.degradation.sucrose.invertases.cell wall	2_2_1_3_2

CUST_59983_PI403524517	2	-0.08284283	0.1233511	0.08284187	-0.122076035	0.09062004	-0.12729263	35_17098	"Cluster: OJ000223_09.11 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OJ000223_09.11 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7X920	CHR3V7|COORD:9508279..9509779| F-box family protein	AT3G26000.1	CHR04V5|COORD:24064182..24060490|protein F-box domain containing protein, expressed	LOC_Os04g40910.1	no descriptionweakly similar to ( 183)AT3G26000| Symbols:  | F-box family protein | chr3:9508279-9509779 REVERSEnot assigned	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_3686_PI403524517	2	-0.034295082	0.39670753	0.034296036	-0.039928436	-0.12569714	0.098552704	35_1004	"Cluster: Os05g0363500 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0363500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DIT9	CHR3V7|COORD:2169862..2175692| transducin family protein / WD-40 repeat family protein	AT3G06880.1	CHR05V5|COORD:17287942..17280527|protein expressed protein	LOC_Os05g30010.1	no descriptionweakly similar to ( 108)AT3G06880| Symbols:  | transducin family protein / WD-40 repeat family protein | chr3:2169862-2175692 REVERSE	not assigned.no ontology	35_1

CUST_85830_PI403524517	2	0.48955774	0.5427952	0.020083427	-0.02008295	-0.11239147	-0.27584362	35_24579	"Cluster: Os06g0111600 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0111600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DF72	CHR5V7|COORD:14084427..14091634| AMP-dependent synthetase and ligase family protein	AT5G35930.1	CHR06V5|COORD:646034..655851|protein AMP-binding enzyme family protein, expressed	LOC_Os06g02160.4	no descriptionweakly similar to ( 149)AT5G35930| Symbols:  | AMP-dependent synthetase and ligase family protein | chr5:14084427-14091634 REVERSEnot assigned not assigned not assigned not assigned not assigned CaiC PRK05691 PRK12316 AMP-binding PRK04813 Acs PRK12467 PRK10252 PRK00851 EntF PRK03613 PRK06087 PRK06334 PRK02239 PRK06178 PRK08314 PRK03429 acsA FAA1 PRK04664 PRK03582 PRK08043 PRK04319 EntE PRK08308 caiC PRK02530 PRK07798 PRK05852 PRK09088 PRK07529 PRK06060 PRK06188 PRK07787 PRK07638 PRK05851	lipid metabolism.FA synthesis and FA elongation.acyl coa ligase	11_1_8

CUST_138264_PI403524517	2	-0.14188623	0.61338377	0.14188623	0.1886077	-0.6033244	-0.43791485	35_38779	"Cluster: Putative pir7b protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative pir7b protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5JMQ8	CHR2V7|COORD:10054542..10056328| esterase, putative	AT2G23620.1	CHR01V5|COORD:41330580..41329283|protein esterase PIR7B, putative, expressed	LOC_Os01g70840.1	 no descriptionweakly similar to ( 118)AT2G23590| Symbols:  | hydrolase, alpha/beta fold family protein | chr2:10041687-10043065 REVERSEweakly similar to ( 143)PIR7B_ORYSAnot assigned not assigned MhpC PldB Abhydrolase_1 	misc.nitrilases, *nitrile lyases, berberine bridge enzymes, reticuline oxidases, troponine reductases	26_8

CUST_165382_PI403524517	2	-0.055191517	0.39925766	-0.07643938	-0.105121136	0.103812695	0.055191517	35_46089	"Cluster: Hypothetical protein P0665A11.11; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0665A11.11 - Oryza sativa (japonica cultivar-g"	UniRef90_Q94EF2	"CHR1V7|COORD:27132915..27135016| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G38995.1); similar to Protein of unknown function DUF1298 [Medicago"	AT1G72110.1	CHR01V5|COORD:32805996..32801991|protein expressed protein	LOC_Os01g56360.2	no description	not assigned.unknown	35_2

CUST_76504_PI403524517	2	-0.51514816	-1.689908	0.50667286	0.6847744	0.9590149	-0.50667286	35_21933	"Cluster: Putative TCP transcription factor; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative TCP transcription factor - Oryza sativa (japonica"	UniRef90_Q5TKH1	0	0	CHR05V5|COORD:25353148..25355496|protein TCP family transcription factor containing protein, expressed	LOC_Os05g43760.1	no description	not assigned.unknown	35_2

CUST_137981_PI403524517	2	-0.07741833	0.10329628	0.034737587	0.11855888	-0.034737587	-0.06558514	35_38697	"Cluster: Hypothetical protein OSJNBa0005K07.14; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0005K07.14 - Oryza sativa (japonica"	UniRef90_Q94GX2	CHR1V7|COORD:22496859..22500684| proline-rich family protein	AT1G61080.1	CHR10V5|COORD:19288929..19287802|protein conserved hypothetical protein	LOC_Os10g36680.1	no descriptionnot assigned not assigned not assigned not assigned not assigned PRK12323 PRK07764	not assigned.unknown	35_2

CUST_114244_PI403524517	2	0.3866496	-0.003997326	0.003996849	-0.15907192	-0.46083164	0.07377291	35_32424	"Cluster: Os10g0495600 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os10g0495600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IWP9	"CHR1V7|COORD:10479306..10486654| NRPA2 (nuclear RNA polymerase A 2); DNA-directed RNA polymerase"	AT1G29940.1	CHR07V5|COORD:23596630..23594608|protein vegetative cell wall protein gp1 precursor, putative, expressed	LOC_Os07g39390.1	"no descriptionvery weakly similar to (70.5)AT1G29940| Symbols: NRPA2 | NRPA2 (nuclear RNA polymerase A 2); DNA-directed RNA polymerase | chr1:10479306-10486654 REVERSERNA_pol_B_RPB2 RNA_pol_Rpb2_1 RpoB"	RNA.transcription	27_2

CUST_77705_PI403524517	2	-0.005555153	0.45773792	-0.027265549	0.009819984	-0.1387701	0.005555153	35_22277	"Cluster: Os03g0824600 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os03g0824600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DM71	CHR3V7|COORD:20682181..20684257| UDP-glucoronosyl/UDP-glucosyl transferase family protein	AT3G55700.1	CHR03V5|COORD:34575876..34577414|protein cytokinin-N-glucosyltransferase 1, putative, expressed	LOC_Os03g60960.1	no descriptionvery weakly similar to (69.3)AT3G55700| Symbols:  | UDP-glucoronosyl/UDP-glucosyl transferase family protein | chr3:20682181-20684257 FORWARD	misc.UDP glucosyl and glucoronyl transferases	26_2

CUST_42076_PI403524517	2	0.04373169	-0.033924103	0.004299164	0.09427357	-0.02195549	-0.004299164	35_12097	"Cluster: Os02g0658300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os02g0658300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DYZ0	CHR5|COORD:19267948..19269718| expressed protein	AT5G47455.2	CHR02V5|COORD:26614423..26616451|protein expressed protein	LOC_Os02g44100.3	no description	not assigned.unknown	35_2

CUST_141372_PI403524517	2	0.11256695	0.28240442	0.12841702	-0.11256695	-0.34270668	-0.14086485	35_39625	"Cluster: Putative AT-hook protein 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative AT-hook protein 1 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ZJ55		0	CHR08V5|COORD:1000872..1004720|protein DNA-binding protein, putative, expressed	LOC_Os08g02490.1	no description	not assigned.unknown	35_2

CUST_15758_PI404877155	2	0.087080956	-0.11955547	0.002122879	0.022388458	-0.002122879	-0.0040950775	Contig9590_at	putative MAP4 kinase [Oryza sativa (japonica cultivar-group)]	BAC83750.1	protein kinase, putative	At3g15220.1	protein Protein kinase domain, putative	Os07g32400	putative MAP4 kinase	signalling.MAP kinases	30_6

CUST_68841_PI403524517	2	0.100782394	-0.010509491	-0.08751202	-0.060001373	0.010509491	0.08890152	35_19695	"Cluster: Retrotransposon protein, putative, unclassified, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Retrotransposon protein, putative, unclass"	UniRef90_Q2QZE8	CHR3V7|COORD:1985703..1989672| DEAD box RNA helicase, putative	AT3G06480.1	CHR11V5|COORD:27491557..27498315|protein ATP binding protein, putative, expressed	LOC_Os11g46240.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF1777	not assigned.unknown	35_2

CUST_179742_PI403524517	2	0.07384634	-0.04552889	0.04552889	-0.34984827	0.26901245	-0.30065203	35_49986	"Cluster: Hypothetical protein P0506A10.23; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0506A10.23 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5N854	CHR3V7|COORD:21943907..21945860| serine/threonine protein kinase, putative	AT3G59350.1	CHR01V5|COORD:39422188..39418577|protein protein kinase Pti1, putative, expressed	LOC_Os01g67340.3	no descriptionvery weakly similar to (97.4)AT3G59350| Symbols:  | kinase | chr3:21943907-21945860 FORWARDvery weakly similar to (52.4)PSKR_DAUCAPhytosulfokine receptor precursor - Daucus carota (Carrot)not assigned	protein.postranslational modification.kinase.receptor like cytoplasmatic kinase VIII	29_4_1_58

CUST_13385_PI404877155	2	0.041618347	0.09525013	-0.08545971	-0.18083668	-0.041617393	0.045936584	Contig7103_s_at	unnamed protein product [Arabidopsis thaliana]	BAB03056.1	expressed protein	At3g21430.1	protein expressed protein	Os03g43800	 unknown protein, 3' partial	RNA.regulation of transcription.MYB-related transcription factor family	27_3_26

CUST_14741_PI399408534	2	0.119716644	-0.19884968	-0.042984962	0.042984962	0.097364426	-0.0505476	35_3893	"Cluster: AT-hook motif nuclear localized protein 2; n=1; Oryza sativa (japonica cultivar-group)|Rep: AT-hook motif nuclear localized protein 2 - Oryza sativa"	UniRef90_A1A6F0	CHR2|COORD:14241325..14244634| DNA-binding family protein / AT-hook protein 1 (AHP1), identical to AT-hook protein 1 (Arabidopsis thaliana) gi:2598227:emb:CAA10	AT2G33620.3	CHR08V5|COORD:25276260..25272100|protein AT-hook protein 1, putative, expressed	LOC_Os08g40150.2	no descriptionmoderately similar to ( 216)AT2G33620| Symbols:  | DNA-binding family protein / AT-hook protein 1 (AHP1) | chr2:14241825-14243639 FORWARDDUF296 PRK12323 PRK07003 COG1661	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_103466_PI403524517	2	0.1191206	-0.10890961	-0.05532646	0.023439407	0.13269806	-0.023440361	35_29505	"Cluster: Calmodulin-binding protein-like; n=3; Oryza sativa (japonica cultivar-group)|Rep: Calmodulin-binding protein-like - Oryza sativa (japonica cultivar-gro"	UniRef90_Q5VS79	"CHR3V7|COORD:8960418..8963310| ATPERK1 (PROLINE EXTENSIN-LIKE RECEPTOR KINASE 1); ATP binding / protein kinase"	AT3G24550.1	CHR06V5|COORD:307754..304994|protein IQ calmodulin-binding motif family protein, expressed	LOC_Os06g01500.2	no descriptionnot assigned not assigned not assigned not assigned not assigned Tymo_45kd_70kd	not assigned.unknown	35_2

CUST_169658_PI403524517	2	-6.1511993E-4	0.6756506	6.1511993E-4	-0.20074797	0.13461924	-0.376781	35_47254	"Cluster: Selenium-binding protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Selenium-binding protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5VS19		0	CHR06V5|COORD:778996..781324|protein F-box domain containing protein, expressed	LOC_Os06g02340.1	no description	not assigned.unknown	35_2

CUST_73002_PI403524517	2	-0.06641865	0.1487379	0.0012578964	-0.0012578964	0.054715157	-0.023890495	35_20930	"Cluster: Hypothetical protein At3g18510/MYF24_22; n=1; Arabidopsis thaliana|Rep: Hypothetical protein At3g18510/MYF24_22 - Arabidopsis thaliana (Mouse-ear cress"	UniRef90_Q8GXY3	CHR3V7|COORD:6355717..6355990| unknown protein	AT3G18510.1	CHR06V5|COORD:24818856..24829210|protein expressed protein	LOC_Os06g41410.1	no descriptionvery weakly similar to (71.2)AT3G18510| Symbols:  | unknown protein | chr3:6355717-6355990 FORWARD	not assigned.unknown	35_2

CUST_16924_PI404877155	2	0.029716492	-0.020828247	-0.11631107	-0.10960865	0.15149784	0.020827293	HO09J15S_at	putative AP2 domain containing protein [Oryza sativa (japonica cultivar-group)]	BAC83170.1	AP2 domain-containing protein RAP2.11 (RAP2.11)	At5g19790.1	protein AP2 domain, putative	Os07g38750	NONE	RNA.regulation of transcription.AP2/EREBP, APETALA2/Ethylene-responsive element binding protein family	27_3_03

CUST_9285_PI403524517	2	0.015193939	0.0063552856	0.09165478	-0.0063552856	-0.15548801	-0.09060478	35_2611	"Cluster: Putative signal recognition particle 72; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative signal recognition particle 72 - Oryza sativa (japon"	UniRef90_Q5N842	CHR1V7|COORD:25369625..25372127| binding	AT1G67680.1	CHR01V5|COORD:38977367..38981577|protein signal recognition particle 72 kDa protein, putative, expressed	LOC_Os01g66560.1	no descriptionweakly similar to ( 173)AT1G67680| Symbols:  | binding | chr1:25369625-25372127 REVERSEnot assigned not assigned not assigned not assigned	protein.targeting.secretory pathway.unspecified	29_3_4_99

CUST_24197_PI403524517	2	0.27640438	-0.3937521	-0.16138077	0.022268295	-0.022269249	0.17033863	35_7024	"Cluster: Putative phosphoribosylaminoimidazole carboxylase, chloroplast; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative"	UniRef90_Q5QN02	CHR2V7|COORD:15813189..15817318| phosphoribosylaminoimidazole carboxylase, putative / AIR carboxylase, putative	AT2G37690.1	CHR01V5|COORD:5402809..5409570|protein phosphoribosylaminoimidazole carboxylase, chloroplast precursor, putative, expressed	LOC_Os01g10280.2	 no descriptionmoderately similar to ( 318)AT2G37690| Symbols:  | phosphoribosylaminoimidazole carboxylase, putative / AIR carboxylase, putative | chr2:15813189-15817318 FORWARDnot assigned PurE AIRC PRK06019 PurK COG1691 	nucleotide metabolism.synthesis.purine.AIR carboxylase	23_1_2_6

CUST_22634_PI403524517	2	-0.057282448	0.004486084	-0.2419014	0.1615591	-0.004486084	0.03394699	35_6572	"Cluster: Receptor protein kinase PERK1-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Receptor protein kinase PERK1-like protein - Oryza sativa"	UniRef90_Q8LI83	"CHR2V7|COORD:19648535..19650388| RKF3 (RECEPTOR-LIKE KINASE IN IN FLOWERS 3); kinase"	AT2G48010.1	CHR01V5|COORD:16413489..16415538|protein RKF3, putative, expressed	LOC_Os01g28730.1	"no descriptionmoderately similar to ( 438)AT2G48010| Symbols: RKF3 | RKF3 (RECEPTOR-LIKE KINASE IN IN FLOWERS 3); kinase | chr2:19648535-19650388 FORWARDweakly similar to ( 187)NORK_PEANodulation receptor kinase precursor - Pisum sativum (Garden pea)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TyrKc S_TKc Pkinase_Tyr PTKc Pkinase S_TKc PTKc_Src_like PTKc_Jak_rpt2 PTKc_Csk_like PTKc_Frk_like PTKc_Srm_Brk PTKc_Src PTKc_EphR PTKc_Chk PTKc_Tec_like PTKc_Yes PTKc_Tyk2_rpt2 PTKc_EGFR_like PTKc_Fyn_Yrk PTKc_Syk_like PTKc_Jak2_Jak3_rpt2 PTKc_Abl PTKc_Fes_like PTKc_Lck_Blk SPS1 PTKc_Trk PTKc_Ack_like PTKc_Axl_like PTKc_Btk_Bmx PTKc_Csk PTKc_Lyn PTKc_Itk PTKc_Ror PTKc_InsR_like PTKc_Axl PTKc_Hck PTKc_EphR_A PTKc_TrkB PTKc_Tec_Rlk PTKc_EphR_A2 PTKc_EphR_B PTKc_FGFR PTKc_DDR PTK_CCK4 PTKc_FAK PTK_HER3 PTKc_TrkA PTKc_Tie2 PTKc_Musk PTKc_TrkC PTKc_FGFR4 PTKc_Jak1_rpt2 PTKc_FGFR1 PTKc_c-ros PTKc_Met_Ron PTKc_HER4 PTKc_Zap-70 PTKc_EphR_A10 PTKc_ALK_LTK PTKc_Ror1 PTKc_Fer PTKc_Fes PTKc_Tie1 PTKc_DDR1 PTKc_EGFR PTKc_FGFR3 PTKc_Tyro3 PTKc_HER2 PTKc_Syk PTKc_FGFR2 PTKc_VEGFR PTKc_Tie PTKc_Aatyk PTKc_DDR_like PTKc_CSF-1R PTKc_RET PTKc_DDR2 PTKc_VEGFR3 PTKc_InsR PTKc_VEGFR2 PTK_Ryk PTKc_PDGFR PTKc_IGF-1R PTKc_Aatyk1_Aatyk3 PTKc_Ror2 PTKc_Kit PTKc_PDGFR_beta PTKc_PDGFR_alpha"	protein.postranslational modification.kinase.receptor like cytoplasmatic kinase VII	29_4_1_57

CUST_81356_PI403524517	2	0.3620224	0.7383013	0.20560074	-0.26529598	-0.20560074	-0.20621586	35_23334	"Cluster: Thyroid hormone receptor-associated protein complex 150 kDa component (Trap150) (Thyroid hormone receptor associated protein 3).; n=1; Bos taurus|Rep:"	UniRef90_UPI00006169A0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_76875_PI403524517	2	0.017964363	-0.5233736	0.065556526	0.13936138	-0.12868214	-0.017964363	35_22037	"Cluster: Putative cystathionine beta-lyase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative cystathionine beta-lyase - Oryza sativa (japonica cultivar"	UniRef90_Q9LWJ5	CHR3V7|COORD:21122918..21125500| CBL (CYSTATHIONINE BETA-LYASE)	AT3G57050.2	CHR06V5|COORD:3860286..3864403|protein cystathionine gamma-synthase, putative, expressed	LOC_Os06g07960.1	no descriptionweakly similar to ( 120)AT3G57050| Symbols: CBL | CBL (CYSTATHIONINE BETA-LYASE) | chr3:21122918-21125500 REVERSEnot assigned Cys_Met_Meta_PP MetC PRK07671 PRK07269 PRK06176 PRK08064 PRK07049 PRK07811 MET17 PRK06434 PRK08574 PRK08045 PRK06767 PRK06234 PRK08247 PRK08133 PRK08861 PRK08776 PRK07503 PRK06460 PRK07810 PRK05994 PRK08134 PRK07812 PRK06084 PRK07504 PRK08249 PRK08248	amino acid metabolism.synthesis.aspartate family.methionine.cystathionine beta-lyase	13_1_3_4_2

CUST_51391_PI403524517	2	-0.9554539	0.22399092	0.70708466	1.6313448	-0.22399092	-0.2416501	35_14649	Rep: Putative protease inhibitor - Hordeum vulgare (Barley)	UniRef90_Q40036	0	0	CHR01V5|COORD:1755532..1754614|protein Bowman-Birk type wound-induced proteinase inhibitor WIP1 precursor, putative	LOC_Os01g04040.1	no descriptionBowB BBI	not assigned.unknown	35_2

CUST_2276_PI404877155	2	0.0032844543	0.453269	0.024814606	-0.11683369	-0.0032835007	-0.050600052	Contig12636_at	RNA and export factor-binding protein, putative [Arabidopsis thaliana] gb|AAM98152.1| putative protein [Arabidopsis thaliana]	NP_195873.2	RNA and export factor-binding protein, putative	At5g02530.1	protein transcriptional coactivator-like protein	Os11g01020	NONE	RNA.RNA binding	27_4

CUST_103258_PI403524517	2	-0.34988546	0.008759022	0.1493082	-0.008759499	0.037854195	-0.4445958	35_29443	0	0	"CHR1V7|COORD:5675918..5678679| SR45 (arginine/serine-rich 45); RNA binding"	AT1G16610.1	0	0	no description	not assigned.unknown	35_2

CUST_105972_PI403524517	2	-0.047947884	-0.39069843	0.043130875	-0.043130875	0.1591053	0.1525755	35_30171	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_79345_PI403524517	2	0.0050382614	-0.07246971	0.03156233	0.0068445206	-0.054817677	-0.0050382614	35_22760	"Cluster: Putative ATP-dependent RNA helicase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ATP-dependent RNA helicase - Oryza sativa (japonica cult"	UniRef90_Q8LIE5	CHR3V7|COORD:2980488..2983273| DEAD/DEAH box helicase, putative	AT3G09720.1	CHR07V5|COORD:27053648..27057948|protein ATP-dependent RNA helicase DDX52, putative, expressed	LOC_Os07g45360.1	 no descriptionmoderately similar to ( 202)AT3G09720| Symbols:  | DEAD/DEAH box helicase, putative | chr3:2980488-2983273 REVERSEvery weakly similar to (85.5)DB10_NICSYATP-dependent RNA helicase-like protein DB10 - Nicotiana sylvestris (Wood tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DEADc SrmB DEAD PRK11192 PRK11776 DEXDc PRK10590 PRK11634 PRK01297 COG1204 DEXDc PRK04837 PRK04537 Lhr COG1205 DEXHc PRK12323 	DNA.synthesis/chromatin structure	28_1

CUST_163128_PI403524517	2	0.028247833	-0.08838272	-0.07968712	0.011581421	-0.008361816	0.008361816	35_45495	Rep: Histone H2B.2 - Triticum aestivum (Wheat)	UniRef90_P05621	CHR5V7|COORD:7652133..7652570| histone H2B, putative	AT5G22880.1	CHR01V5|COORD:2845932..2841231|protein core histone H2A/H2B/H3/H4 family protein, expressed	LOC_Os01g05970.1	 no descriptionweakly similar to ( 178)AT5G22880| Symbols:  | histone H2B, putative | chr5:7652133-7652570 REVERSEweakly similar to ( 187)H2B2_WHEATHistone H2B.2 - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned H2B Histone Tymo_45kd_70kd IER 	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_17871_PI403524517	2	-0.025141716	0.44779778	0.13563728	-0.13629436	-0.100800514	0.025141716	35_5158	"Cluster: Putative synaptobrevin 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative synaptobrevin 1 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q9LWK1	CHR4V7|COORD:15526413..15527657| VAMP7C (VESICLE-ASSOCIATED MEMBRANE PROTEIN 7C)	AT4G32150.1	CHR06V5|COORD:3775483..3772668|protein vesicle-associated membrane protein 712, putative, expressed	LOC_Os06g07780.1	 no descriptionmoderately similar to ( 299)AT4G32150| Symbols: VAMP711, ATVAMP711, VAMP7C | VAMP7C (VESICLE-ASSOCIATED MEMBRANE PROTEIN 7C) | chr4:15526413-15527657 REVERSEnot assigned not assigned not assigned not assigned not assigned Synaptobrevin SNC1 	cell. vesicle transport	31_4

CUST_58870_PI403524517	2	0.06069374	-0.0038480759	-0.058332443	0.0038480759	-0.064619064	0.023582458	35_16796	"Cluster: Hypothetical protein B1250G12.7; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1250G12.7 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6H475	"CHR2V7|COORD:10354420..10356646| Identical to Hypothetical protein At2g24330 [Arabidopsis Thaliana] (GB:Q9ZQ34); similar to unknown protein [Arabidopsis"	AT2G24330.1	CHR02V5|COORD:25225778..25230565|protein expressed protein	LOC_Os02g41990.1	"no descriptionmoderately similar to ( 326)AT4G31080| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G24330.1); similar to Os02g0631000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001047497.1); similar to Os04g0672900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001054229.1); similar to H0322F07.6 [Oryza sativa (indica cultivar-group)] (GB:CAH67769.1); contains domain FAMILY NOT NAMED (PTHR22166); contains domain SUBFAMILY NOT NAMED (PTHR22166:SF1) | chr4:15121192-15123078 FORWARDnot assigned COG5415"	not assigned.unknown	35_2

CUST_50813_PI403524517	2	-0.17467403	-0.49664116	0.038916588	0.0	0.01786995	0.0	35_14496	Rep: Transketolase, chloroplast - Zea mays (Maize)	UniRef90_Q7SIC9	CHR3V7|COORD:22464979..22467799| transketolase, putative	AT3G60750.1	CHR06V5|COORD:1811363..1807767|protein transketolase, chloroplast precursor, putative, expressed	LOC_Os06g04270.1	 no descriptionhighly similar to ( 781)AT3G60750| Symbols:  | transketolase, putative | chr3:22464979-22467799 FORWARDhighly similar to ( 821)TKTC_MAIZETransketolase, chloroplast - Zea mays (Maize)not assigned TktA PRK05899 PRK12753 PRK12754 Transket_pyr Transketolase_N COG3958 TPP_TK PRK05444 AceE PRK12571 Dxs Transketolase_C 	PS.calvin cyle.transketolase	1_3_8

CUST_4635_PI399408534	2	0.0010108948	-0.0010108948	-0.16824341	1.3257928	0.036389828	-0.4062314	35_27940	Rep: Histidine kinase 2 - Zea mays (Maize)	UniRef90_Q76H00	CHR1V7|COORD:9487767..9492014| AHK3 (ARABIDOPSIS HISTIDINE KINASE 3)	AT1G27320.1	CHR01V5|COORD:40736464..40730579|protein histidine kinase 2, putative, expressed	LOC_Os01g69920.1	no descriptionmoderately similar to ( 280)AT1G27320| Symbols: AHK3 | AHK3 (ARABIDOPSIS HISTIDINE KINASE 3) | chr1:9487767-9492014 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned CHASE DUF566	hormone metabolism.cytokinin.signal transduction	17_4_2

CUST_87492_PI403524517	2	0.10224438	0.1607399	0.06551075	-0.33695412	-0.065509796	-0.17150497	35_25047	"Cluster: Putative elicitor inducible beta-1,3-glucanase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative elicitor inducible beta-1,3-glucanase - Oryza"	UniRef90_Q6H4Z1	CHR4V7|COORD:9646552..9648056| glycosyl hydrolase family 17 protein	AT4G17180.1	CHR09V5|COORD:5429895..5432234|protein glucan endo-1,3-beta-glucosidase 5 precursor, putative, expressed	LOC_Os09g09980.1	 no descriptionweakly similar to ( 138)AT4G17180| Symbols:  | glycosyl hydrolase family 17 protein | chr4:9646552-9648056 FORWARDvery weakly similar to (74.7)E13B_PHAVUGlucan endo-1,3-beta-glucosidase, basic isoform precursor - Phaseolus vulgaris (Kidney bean) (French bean)Glyco_hydro_17 	misc.beta 1,3 glucan hydrolases	26_4

CUST_13672_PI399408534	2	0.27485752	-0.17055798	-0.037075043	0.26342392	0.03707409	-0.042999268	35_11235	"Cluster: Transposon protein, putative, CACTA, En/Spm sub-class, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Transposon protein, putative,"	UniRef90_Q337X8	"CHR5V7|COORD:19253046..19257823| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G17410.1); similar to hypothetical protein 31.t00039 [Brassica"	AT5G47430.1	CHR10V5|COORD:15031169..15039671|protein expressed protein	LOC_Os10g29560.1	"no descriptionvery weakly similar to (80.9)AT5G47430| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G17410.1); similar to hypothetical protein 31.t00039 [Brassica oleracea] (GB:ABD65123.1); similar to hypothetical protein 24.t00020 [Brassica oleracea] (GB:ABD64942.1); contains domain RING/U-box (SSF57850); contains domain Retrovirus zinc finger-like domains (SSF57756); contains domain RETINOBLASTOMA-BINDING PROTEIN 6 (PTHR15439); contains domain no description (G3D.4.10.60.10); contains domain no description (G3D.3.30.40.10) | chr5:19253046-19257374 REVERSEnot assigned DWNN COG5222"	not assigned.unknown	35_2

CUST_25337_PI399408534	2	-0.033218384	-0.21332836	0.033217907	0.13491344	0.26865625	-0.13632727	35_32140	"Cluster: Hypothetical protein OSJNBb0006J12.15; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0006J12.15 - Oryza sativa"	UniRef90_Q6AUK6	CHR2V7|COORD:6406761..6407291| AGP9 (ARABINOGALACTAN PROTEIN 9)	AT2G14890.2	CHR05V5|COORD:19595043..19597004|protein mTERF family protein, expressed	LOC_Os05g33500.1	no descriptionvery weakly similar to (55.8)AT4G02990| Symbols:  | mitochondrial transcription termination factor family protein / mTERF family protein | chr4:1322158-1323783 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07764 PRK12323 PRK07003 PRK05648 Atrophin-1 Drf_FH1 Tymo_45kd_70kd IER Extensin_2 HPC2 TT_ORF1 DUF1421 FAP DUF605 PRK12678 tatB FimV PRK12373	RNA.regulation of transcription.unclassified	27_3_99

CUST_34704_PI399408534	2	0.1211586	-0.26359272	-0.056567192	0.031276703	-0.031276703	0.05992222	35_19254	"Cluster: Endonuclease/exonuclease/phosphatase family protein, putative, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep:"	UniRef90_Q33A95	CHR1V7|COORD:443301..446197| endonuclease/exonuclease/phosphatase family protein / calcium-binding EF hand family protein	AT1G02270.1	CHR10V5|COORD:7104021..7099962|protein calcium ion binding protein, putative, expressed	LOC_Os10g13550.1	no descriptionhighly similar to ( 551)AT5G54130| Symbols:  | calcium ion binding | chr5:21980126-21982505 FORWARDnot assigned not assigned CCR4 Exo_endo_phos	signalling.calcium	30_3

CUST_4921_PI404877155	2	-0.060938835	0.060938835	0.07455158	-0.061387062	0.14085293	-0.06171131	Contig1626_s_at	Triosephosphate isomerase, cytosolic (TIM) gb|AAB41052.1| cytosolic triosephosphate isomerase [Hordeum vulgare]	P34937	triosephosphate isomerase, cytosolic, putative	At3g55440.1	protein triosephosphate isomerase	Os01g05490	cytosolic triosephosphate isomerase	glycolysis.TPI	4_08

CUST_15075_PI404877155	2	0.3647499	0.6194372	0.0057353973	-0.13638496	-0.23513126	-0.0057353973	Contig8947_at	putative cell differentiation protein [Oryza sativa (japonica cultivar-group)]	NP_911227.1	rcd1-like cell differentiation protein, putative	At3g20800.1	protein Similar to Cell differentiation family, Rcd1	Os07g37790	"rcd1-like cell differentiation protein, putative, similar to protein involved in sexual development (Schizosaccharomyces pombe) GI:1620896; contains Pfam profile PF04078: Cell differentiation family, Rcd1-like"	RNA.regulation of transcription.unclassified	27_3_99

CUST_23605_PI403524517	2	0.18388605	-0.27148438	-0.115469456	0.3051195	-0.5256424	0.11546898	35_6862	"Cluster: Os01g0266000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0266000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JNU0	CHR1V7|COORD:28373098..28373601| glycine-rich protein	AT1G75550.1	CHR01V5|COORD:9071415..9080597|protein la domain containing protein, expressed	LOC_Os01g16110.2	no description	not assigned.unknown	35_2

CUST_18998_PI403524517	2	-0.0085372925	0.09855461	-0.035731316	-0.080013275	0.029250145	0.0085372925	35_5504	Rep: Rurm1 protein - Oryza sativa (Rice)	UniRef90_Q8S938	0	0	CHR07V5|COORD:16522393..16520750|protein expressed protein	LOC_Os07g28280.1	"no descriptionweakly similar to ( 124)AT2G45695| Symbols:  | similar to putative ubiquitin-related modifier [Oryza sativa (japonica cultivar-group)] (GB:BAC84286.1); similar to Os07g0466300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001059588.1); contains domain MoaD/ThiS (SSF54285); contains domain SUBFAMILY NOT NAMED (PTHR14986:SF3); contains domain FAMILY NOT NAMED (PTHR14986) | chr2:18833117-18833818 FORWARDnot assigned Urm1 Urm1 URM1"	not assigned.no ontology	35_1

CUST_41034_PI403524517	2	-0.015779495	-0.23388863	-0.13678646	0.09348774	0.2385292	0.015778542	35_11797	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_4410_PI403524517	2	-0.033525467	0.5816088	0.17401028	-0.10512447	0.033525467	-0.058042526	35_1218	"Cluster: Putative ER6 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ER6 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q94E74	CHR1V7|COORD:25602181..25602924| universal stress protein (USP) family protein	AT1G68300.1	CHR01V5|COORD:18320610..18317674|protein ethylene-responsive protein, putative, expressed	LOC_Os01g32780.1	no descriptionweakly similar to ( 128)AT1G68300| Symbols:  | universal stress protein (USP) family protein | chr1:25602181-25602924 REVERSEnot assigned not assigned USP_Like Usp UspA STK_N Na_H_Antiporter_C	stress.abiotic.unspecified	20_2_99

CUST_6461_PI404877155	2	0.027005196	0.3815813	0.038352966	-0.14641476	-0.11688423	-0.027005196	Contig19309_at	unknown protein [Oryza sativa (japonica cultivar-group)] dbj|BAD09314.1| unknown protein [Oryza sativa (japonica cultivar-group)]	XP_483044.1	0	0	protein Zinc finger, C2H2 type, putative	Os08g37920	NONE	RNA.regulation of transcription.C2H2 zinc finger family	27_3_11

CUST_171608_PI403524517	2	0.30550718	0.6729493	0.11597538	-0.12003422	-0.11597538	-0.20100403	35_47818	"Cluster: Hypothetical protein OJ1288_A07.4; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1288_A07.4 - Oryza sativa (japonica cultivar"	UniRef90_Q65XN6	CHR1V7|COORD:30158538..30160575| polygalacturonase, putative / pectinase, putative	AT1G80170.1	CHR05V5|COORD:26856828..26860073|protein polygalacturonase precursor, putative, expressed	LOC_Os05g46510.1	 no descriptionweakly similar to ( 150)AT1G80170| Symbols:  | polygalacturonase, putative / pectinase, putative | chr1:30158538-30160575 REVERSEweakly similar to ( 124)PGLR_MALDOPolygalacturonase precursor - Malus domestica (Apple) (Malus sylvestris)not assigned Glyco_hydro_28 PGU1 	cell wall.degradation.pectate lyases and polygalacturonases	10_6_3

CUST_46148_PI403524517	2	0.26702023	0.012740135	0.006339073	-0.006339073	-0.23660278	-0.008116722	35_13215	"Cluster: Os01g0549200 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0549200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JM21	CHR1V7|COORD:6595551..6601150| ATP-binding region, ATPase-like domain-containing protein-related	AT1G19100.1	CHR01V5|COORD:20828613..20816003|protein MORC family CW-type zinc finger 3, putative, expressed	LOC_Os01g36840.3	 no descriptionweakly similar to ( 111)AT1G19100| Symbols:  | ATP-binding region, ATPase-like domain-containing protein-related | chr1:6595551-6601150 FORWARDnot assigned 	not assigned.no ontology	35_1

CUST_225_PI403524517	2	0.07512951	0.009099007	0.06383228	-0.010406494	-0.024651527	-0.009099007	35_60	Rep: 10A19I.4 protein - Oryza sativa (Rice)	UniRef90_Q9XHW2	CHR1V7|COORD:28238105..28240113| HhH-GPD base excision DNA repair family protein	AT1G75230.1	CHR05V5|COORD:28743305..28744785|protein DNA-3-methyladenine glycosylase 1, putative, expressed	LOC_Os05g50290.1	no descriptionmoderately similar to ( 224)AT1G75230| Symbols:  | HhH-GPD base excision DNA repair family protein | chr1:28238105-28240113 FORWARDnot assigned AlkA HhH-GPD ENDO3c ENDO3c	DNA.repair	28_2

CUST_18342_PI404877155	2	0.033224106	-0.29214287	-0.024522781	-0.013352394	0.01335144	0.047700882	HVSMEg0011K10r2_at	putative splicing factor-like protein [Oryza sativa (japonica cultivar-group)] gb|AAP53959.1| putative splicing factor-like protein [Oryza s	NP_921672.1	RNA recognition motif (RRM)-containing protein	At2g16940.1	protein transposon protein, putative, CACTA, En/Spm sub-class	Os03g05830	splicing factor-like protein	RNA.processing	27_1

CUST_80686_PI403524517	2	0.530056	-0.40693665	0.42720604	0.04951954	-0.049520493	-0.06884861	35_23140	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_117734_PI403524517	2	-0.13130283	0.4301262	-0.21115494	0.005883217	-0.004553795	0.004552841	35_33353	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_83539_PI403524517	2	-0.9188404	-1.731494	1.0949602	0.62401104	0.75745106	-0.62401104	35_23951	"Cluster: Leucine rich repeat containing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Leucine rich repeat containing protein - Oryza sativa (japonic"	UniRef90_Q60DC3	"CHR5V7|COORD:2133942..2135017| PGIP2 (POLYGALACTURONASE INHIBITING PROTEIN 2); protein binding"	AT5G06870.1	CHR03V5|COORD:18364965..18366384|protein polygalacturonase inhibitor 1 precursor, putative	LOC_Os03g32180.1	"no descriptionvery weakly similar to (80.5)AT5G06870| Symbols: PGIP2 | PGIP2 (POLYGALACTURONASE INHIBITING PROTEIN 2); protein binding | chr5:2133942-2135017 FORWARDvery weakly similar to (78.6)PGIP2_PHAVUPolygalacturonase inhibitor 2 precursor - Phaseolus vulgaris (Kidney bean) (French bean)"	cell wall.degradation.pectate lyases and polygalacturonases	10_6_3

CUST_27663_PI403524517	2	-0.014139175	-0.33948994	-0.06731415	0.014138222	0.03655529	0.080758095	35_8001	"Cluster: Hypothetical protein OSJNBb0016G07.6; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0016G07.6 - Oryza sativa (japonica cu"	UniRef90_Q75IK6	"CHR1V7|COORD:10110121..10111593| ATNUDT15 (ARABIDOPSIS THALIANA NUDIX HYDROLASE HOMOLOG 15); hydrolase"	AT1G28960.5	CHR05V5|COORD:6745809..6748423|protein peroxisomal coenzyme A diphosphatase NUDT7, putative, expressed	LOC_Os05g11870.1	"no descriptionweakly similar to ( 143)AT1G28960| Symbols: ATNUDT15 | ATNUDT15 (ARABIDOPSIS THALIANA NUDIX HYDROLASE HOMOLOG 15); hydrolase | chr1:10110121-10111593 REVERSEnot assigned CoAse"	not assigned.no ontology	35_1

CUST_53863_PI403524517	2	0.046892166	0.23975086	-0.009700775	-0.11966038	0.009700775	-0.06917286	35_15326	"Cluster: F-box family protein-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: F-box family protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5Z9H2	CHR5V7|COORD:18402010..18403897| F-box family protein	AT5G45360.1	CHR06V5|COORD:29995313..29998223|protein F-box domain containing protein, expressed	LOC_Os06g49530.1	no descriptionmoderately similar to ( 312)AT5G45360| Symbols:  | F-box family protein | chr5:18402010-18403897 REVERSEPRK12678	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_72436_PI403524517	2	0.22243881	0.19920206	0.030793667	-0.030794144	-0.3286171	-0.17705059	35_20760	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2R429	"CHR1V7|COORD:20626766..20628200| similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE78682.1); contains InterPro domain"	AT1G55280.1	CHR11V5|COORD:16877034..16880221|protein expressed protein	LOC_Os11g29900.1	" no descriptionweakly similar to ( 102)AT1G55280| Symbols:  | similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE78682.1); contains InterPro domain Lipase/lipooxygenase, PLAT/LH2; (InterPro:IPR008976) | chr1:20626766-20628200 REVERSE"	not assigned.unknown	35_2

CUST_8318_PI404877155	2	-0.116000175	-0.1503067	-0.023260117	0.04802513	0.025671959	0.023260117	Contig2464_at	Vacuolar ATP synthase subunit B isoform 2 (V-ATPase B subunit 2) (Vacuolar proton pump B subunit 2) gb|AAA81331.1| vacuolar ATPase B subunit	Q40079	vacuolar ATP synthase subunit B, putative / V-ATPase B subunit, putative / vacuolar proton pump B subunit, put	At4g38510.1	protein V-type ATPase, B subunit	Os06g37180	vacuolar ATPase B subunit	transport.p- and v-ATPases	34_1

CUST_50347_PI403524517	2	-0.4630413	0.5383749	-0.0015392303	0.033761024	-0.16524124	0.0015382767	35_14365	Rep: Hydrophobic protein OSR8 - Oryza sativa (Rice)	UniRef90_Q9LRI7	CHR4V7|COORD:14954409..14954704| hydrophobic protein, putative / low temperature and salt responsive protein, putative	AT4G30650.1	CHR09V5|COORD:22181106..22182809|protein expressed protein	LOC_Os09g38560.1	 no descriptionvery weakly similar to (84.3)AT4G30650| Symbols:  | hydrophobic protein, putative / low temperature and salt responsive protein, putative | chr4:14954409-14954704 FORWARDweakly similar to ( 122)OSR8_ORYSAnot assigned UPF0057 COG0401 	stress.abiotic.cold	20_2_2

CUST_26621_PI403524517	2	0.43271685	-0.5465431	-0.07854223	0.3556447	0.07854223	-0.28168058	35_7714	"Cluster: Putative zinc transporter; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative zinc transporter - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XJ47	"CHR2V7|COORD:13711355..13713689| ZIP3 (ZINC TRANSPORTER 3 PRECURSOR); zinc ion transporter"	AT2G32270.1	CHR07V5|COORD:7392790..7396019|protein ZIP zinc/iron transport family protein, expressed	LOC_Os07g12890.2	"no descriptionweakly similar to ( 138)AT2G32270| Symbols: ZIP3 | ZIP3 (ZINC TRANSPORTER 3 PRECURSOR); zinc ion transporter | chr2:13711355-13713689 FORWARDnot assigned Zip"	transport.metal	34_12

CUST_93697_PI403524517	2	0.20546627	-0.06157255	0.06157303	-0.12473869	-0.27444172	0.06528759	35_26792	"Cluster: Protein TOC75, chloroplast precursor; n=2; Oryza sativa|Rep: Protein TOC75, chloroplast precursor - Oryza sativa (Rice)"	UniRef90_Q84Q83	"CHR3V7|COORD:17227089..17230281| TOC75-III (translocon outer membrane complex 75-III); protein translocase"	AT3G46740.1	CHR03V5|COORD:9047390..9053113|protein protein TOC75, chloroplast precursor, putative, expressed	LOC_Os03g16440.1	"no descriptionmoderately similar to ( 285)AT3G46740| Symbols: TOC75-III | TOC75-III (translocon outer membrane complex 75-III); protein translocase | chr3:17227089-17230281 REVERSEmoderately similar to ( 390)TOC75_ORYSA"	protein.targeting.chloroplast	29_3_3

CUST_66807_PI403524517	2	-0.012093544	0.012093544	0.030872345	-0.06014633	0.061680794	-0.09711933	35_19075	"Cluster: Os12g0241100 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os12g0241100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IP67	"CHR1V7|COORD:25344248..25345433| similar to AGR_C_5039p, putative, expressed [Oryza sativa (japonica cultivar-group)] (GB:ABG21940.1); contains InterPro"	AT1G67620.1	CHR12V5|COORD:7822495..7817357|protein expressed protein	LOC_Os12g13824.2	" no descriptionweakly similar to ( 132)AT1G67620| Symbols:  | similar to AGR_C_5039p, putative, expressed [Oryza sativa (japonica cultivar-group)] (GB:ABG21940.1); contains InterPro domain Iojap-related protein; (InterPro:IPR004394) | chr1:25344248-25345433 FORWARDnot assigned COG0799 DUF143 PRK11538 "	not assigned.unknown	35_2

CUST_96357_PI403524517	2	0.14402485	-0.5111532	0.02216816	-0.0054073334	-0.027276993	0.0054063797	35_27523	Rep: B0103C08-B0602B01.13 protein - Oryza sativa (Rice)	UniRef90_Q01H90	"CHR3V7|COORD:3229298..3231824| FLD (FLOWERING LOCUS D); amine oxidase"	AT3G10390.1	CHR04V5|COORD:27851280..27848037|protein flowering locus D, putative, expressed	LOC_Os04g47270.1	"no descriptionmoderately similar to ( 348)AT3G10390| Symbols: FLD | FLD (FLOWERING LOCUS D); amine oxidase | chr3:3229298-3231824 FORWARDvery weakly similar to (72.0)PAO_MAIZEPolyamine oxidase precursor - Zea mays (Maize)not assigned not assigned Amino_oxidase COG1231"	misc.oxidases - copper, flavone etc.	26_7

CUST_5857_PI404877155	2	0.2551098	0.112192154	-0.11728954	0.0028591156	-0.0028591156	-0.2567911	Contig17965_at	cytochrome c oxidase copper chaperone family protein [Arabidopsis thaliana]	NP_175711.1	cytochrome c oxidase copper chaperone family protein	At1g53030.1	0	0	cytochrome c oxidase copper chaperone family protein, contains Pfam domian, PF05051: Cytochrome C oxidase copper chaperone (COX17)	mitochondrial electron transport / ATP synthesis.cytochrome c oxidase	9_7

CUST_3589_PI404877155	2	-0.13467407	0.77869415	-0.027279854	-0.23531914	0.055867195	0.027280807	Contig14119_at	OSJNBa0064G10.8 [Oryza sativa (japonica cultivar-group)]	CAE05757.1	myb family transcription factor	At5g08520.1	protein myb-like DNA-binding domain, SHAQKYF class, putative	Os04g58020	myb family transcription factor, contains Pfam profile: PF00249 myb-like DNA-binding domain	RNA.regulation of transcription.MYB-related transcription factor family	27_3_26

CUST_83165_PI403524517	2	-1.5329661	-0.9798999	0.31125498	-0.007598877	0.14461803	0.007599354	35_23844	"Cluster: Putative small heat shock protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative small heat shock protein - Oryza sativa (japonica cultivar"	UniRef90_Q8LMQ7	CHR5V7|COORD:1427218..1428391| RTM2 (RESTRICTED TEV MOVEMENT 2)	AT5G04890.1	CHR03V5|COORD:3076089..3074870|protein small heat shock-like protein, putative, expressed	LOC_Os03g06170.1	no descriptionvery weakly similar to (62.8)AT1G54400| Symbols:  | heat shock family protein | chr1:20311974-20312435 FORWARDnot assigned HSP20 IbpA alpha-crystallin-Hsps PRK12678	stress.abiotic.heat	20_2_1

CUST_70880_PI403524517	2	0.04183483	-0.35085964	-0.041833878	-0.055615425	0.07520485	0.10777855	35_20309	"Cluster: Hypothetical protein OJ1254_E07.7; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1254_E07.7 - Oryza sativa (japonica cultivar"	UniRef90_Q652K7	"CHR2V7|COORD:9156806..9158832| similar to Os09g0531100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001063753.1); similar to conserved hypothetical"	AT2G21385.1	CHR09V5|COORD:20802452..20798676|protein expressed protein	LOC_Os09g36130.1	"no descriptionmoderately similar to ( 378)AT2G21385| Symbols:  | similar to Os09g0531100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001063753.1); similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE89529.1) | chr2:9157242-9158832 FORWARD"	not assigned.unknown	35_2

CUST_55359_PI403524517	2	-0.12851524	-0.21212196	0.03103447	0.014259338	0.03503418	-0.014260292	35_15759	Rep: OSIGBa0102D10.4 protein - Oryza sativa (Rice)	UniRef90_Q01IY9	"CHR4V7|COORD:5314996..5317068| SAPX; L-ascorbate peroxidase"	AT4G08390.2	CHR04V5|COORD:21439933..21435571|protein OsAPx7 - Stromal Ascorbate Peroxidase encoding gene, expressed	LOC_Os04g35520.3	no descriptionmoderately similar to ( 479)AT4G08390| Symbols: SAPX | SAPX | chr4:5315068-5317068 FORWARDhighly similar to ( 548)APX7_ORYSAascorbate_peroxidase plant_peroxidase peroxidase KatG secretory_peroxidase catalase_peroxidase	redox.ascorbate and glutathione.ascorbate	21_2_1

CUST_51500_PI403524517	2	0.043902397	-0.23525429	0.011732101	-0.043790817	0.08534527	-0.011733055	35_14677	Rep: 40S ribosomal protein S20 - Oryza sativa (Rice)	UniRef90_P35686	CHR5V7|COORD:25038614..25039461| 40S ribosomal protein S20 (RPS20C)	AT5G62300.1	CHR06V5|COORD:1821079..1819085|protein 40S ribosomal protein S20, putative, expressed	LOC_Os06g04290.1	no descriptionweakly similar to ( 197)AT5G62300| Symbols:  | 40S ribosomal protein S20 (RPS20C) | chr5:25038614-25039461 REVERSEmoderately similar to ( 232)RS20_ORYSAnot assigned not assigned not assigned Ribosomal_S10 RpsJ rps10P rpsJ rps10	protein.synthesis.misc ribososomal protein	29_2_2

CUST_23275_PI399408534	2	-0.056822777	-0.24364185	0.059597015	-0.020198822	0.16227245	0.020199776	35_5743	"Cluster: Putative GTP-binding protein ERG; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative GTP-binding protein ERG - Oryza sativa (japonica cultivar-g"	UniRef90_Q6ZJ99	CHR1V7|COORD:11037736..11039958| GTP-binding protein (ERG)	AT1G30960.1	CHR08V5|COORD:6265872..6274580|protein GTP-binding protein ERG, putative, expressed	LOC_Os08g10649.1	no descriptionmoderately similar to ( 439)AT1G30960| Symbols:  | GTP-binding protein (ERG) | chr1:11037736-11039958 REVERSEmoderately similar to ( 435)ERG_ANTMAGTP-binding protein ERG - Antirrhinum majus (Garden snapdragon)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned era Era Era MMR_HSR1 Era_like engA trmE ThdF Obg trmE COG1160 EngA2 Obg EngA1 obgE Obg_like engA obgE PRK09518 Ras_like_GTPase obgE COG1161 HflX Tymo_45kd_70kd GTP_EFTU HflX PRK12678 TT_ORF1 HSR1_MMR1 NOG YihA_EngB PRK07764 Drf_FH1 COG0218 infB Atrophin-1 Herpes_gI COG1084 DUF1509	signalling.G-proteins	30_5

CUST_155055_PI403524517	2	-0.012103081	0.25682306	0.012102604	-0.2189517	0.045250893	-0.6745033	35_43317	"Cluster: Hypothetical protein P0452F04.21; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0452F04.21 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6K7R1	CHR4V7|COORD:137404..138888| F-box family protein	AT4G00315.1	CHR02V5|COORD:35530261..35528270|protein F-box domain containing protein	LOC_Os02g58040.1	no description	not assigned.unknown	35_2

CUST_18927_PI404877155	2	0.033818245	0.08377552	-0.038323402	-0.1022253	-0.033818245	0.039665222	HX04E17u_s_at	pre-mRNA cleavage complex family protein [Arabidopsis thaliana] ref|NP_974220.1| pre-mRNA cleavage complex family protein [Arabidopsis thali	NP_187119.1	pre-mRNA cleavage complex family protein	At3g04680.1	protein Pre-mRNA cleavage complex II protein Clp1	Os02g12570	gi|15229328|ref|NP_187119.1| expressed protein	RNA.processing	27_1

CUST_763_PI404877155	2	0.030557632	0.32733345	-0.070765495	-0.030556679	-0.2790861	0.06754398	Contig10720_at	putative sac domain-containing inositol phosphatase 3 [Oryza sativa (japonica cultivar-group)]	BAD09523.1	phosphoinositide phosphatase family protein	At1g22620.1	protein SacI homology domain, putative	Os08g01750	"ATSAC1;SAC domain phosphoinositide (3,5)P2 phosphatase. Colocalized  with a Golgi Marker. Required for normal cell morphogenesis, cell wall synthesis, and actin organization."	signalling.phosphinositides	30_4

CUST_167520_PI403524517	2	0.1021204	0.19468021	-0.06395769	0.06395769	-0.27101755	-0.32250166	35_46660	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_26540_PI399408534	2	0.078100204	-0.3110075	-0.008908272	-0.06795597	0.008908272	0.019353867	35_19567	"Cluster: Hypothetical protein OSJNBa0087F21.1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0087F21.1 - Oryza sativa (japonica cu"	UniRef90_Q6Z3N7	"CHR2V7|COORD:17238643..17240536| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G21980.1); similar to Helix-turn-helix, AraC type [Medicago"	AT2G41350.1	CHR08V5|COORD:8493756..8491020|protein expressed protein	LOC_Os08g14220.1	" no descriptionmoderately similar to ( 214)AT2G41350| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G21980.1); similar to Helix-turn-helix, AraC type [Medicago truncatula] (GB:ABE89508.1) | chr2:17238643-17240536 FORWARDnot assigned PRK12323 PRK07003 "	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_38269_PI403524517	2	-0.017076492	-0.21181393	0.024456024	0.017077446	0.059410095	-0.22230053	35_11014	"Cluster: Putative genetic modifier; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative genetic modifier - Oryza sativa (japonica cultivar-group)"	UniRef90_Q652P6	0	0	CHR09V5|COORD:22707142..22709078|protein genetic modifier, putative, expressed	LOC_Os09g39560.1	no description	not assigned.unknown	35_2

CUST_89032_PI403524517	2	0.27884388	0.054068565	-0.054068565	-0.16135883	-0.3883562	0.09512138	35_25471	Rep: T10O22.24 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q9LM23	CHR1V7|COORD:6283627..6293765| ketose-bisphosphate aldolase class-II family protein	AT1G18270.1	CHR06V5|COORD:8300781..8315924|protein ketose-bisphosphate aldolases family protein, expressed	LOC_Os06g14740.1	no descriptionweakly similar to ( 127)AT1G18270| Symbols:  | ketose-bisphosphate aldolase class-II family protein | chr1:6283627-6293765 REVERSEnot assigned MmsB garR NAD_binding_2	not assigned.no ontology	35_1

CUST_76930_PI403524517	2	0.3791008	-0.114442825	0.046628475	0.16761446	-0.046628952	-0.13601923	35_22052	"Cluster: OSJNBa0032F06.20 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0032F06.20 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XPW1	"CHR1V7|COORD:286606..290869| KEA1 (K EFFLUX ANTIPORTER 1); potassium:hydrogen antiporter"	AT1G01790.1	CHR04V5|COORD:34650524..34641295|protein KEA1, putative, expressed	LOC_Os04g58620.1	" no descriptionmoderately similar to ( 249)AT1G01790| Symbols: ATKEA1, KEA1 | KEA1 (K EFFLUX ANTIPORTER 1); potassium:hydrogen antiporter | chr1:286606-290869 FORWARDnot assigned PRK03562 PRK03659 KefB Na_H_Exchanger RosB PRK10669 NhaP PRK05326 "	transport.potassium	34_15

CUST_123174_PI403524517	2	0.07396126	-0.015359879	-0.025627136	-0.058711052	0.03397274	0.015359879	35_34739	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_26544_PI403524517	2	0.25136566	-1.5424147	-0.4936638	0.08347893	-0.08347988	0.2203188	35_7687	"Cluster: Putative cell division control protein 6; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative cell division control protein 6 - Oryza sativa (jap"	UniRef90_Q5N897	CHR1V7|COORD:2229756..2232896| cell division control protein CDC6b, putative (CDC6b)	AT1G07270.1	CHR01V5|COORD:37277978..37283583|protein cell division control protein 6, putative, expressed	LOC_Os01g63710.3	 no descriptionmoderately similar to ( 347)AT1G07270| Symbols:  | cell division control protein CDC6b, putative (CDC6b) | chr1:2229756-2232896 REVERSEnot assigned not assigned CDC6 cdc6 Cdc6_C 	cell.division	31_2

CUST_125725_PI403524517	2	-0.1424489	-0.20063972	0.18327904	0.20079231	0.1424489	-0.23154402	35_35403	Rep: H0315A08.2 protein - Oryza sativa (Rice)	UniRef90_Q01I62	CHR3V7|COORD:337972..340449| pentatricopeptide (PPR) repeat-containing protein	AT3G02010.1	CHR04V5|COORD:21540858..21537938|protein vegetative storage protein, putative, expressed	LOC_Os04g35650.1	no descriptionvery weakly similar to (50.4)AT3G02010| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr3:337972-340449 FORWARD	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_41890_PI403524517	2	-0.120033264	0.42652416	0.05201435	-0.05201435	-0.21202278	0.09423447	35_12037	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_117039_PI403524517	2	0.08532143	-0.36650753	-0.14029026	0.023371696	-0.023371696	0.039855003	35_33170	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_72429_PI403524517	2	0.05357933	-0.53534126	-0.24819565	0.097138405	0.0662632	-0.053580284	35_20759	"Cluster: Expressed protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2RBP2	CHR1V7|COORD:2209032..2210300| ATP-dependent Clp protease ClpB protein-related	AT1G07200.1	CHR12V5|COORD:219456..224841|protein expressed protein	LOC_Os12g01360.1	no descriptionweakly similar to ( 139)AT1G07200| Symbols:  | ATP-dependent Clp protease ClpB protein-related | chr1:2209032-2212315 REVERSEnot assigned clpA clpC	stress.abiotic.heat	20_2_1

CUST_114716_PI403524517	2	0.013328552	-0.28563595	0.04893875	-0.005125046	-0.11063194	0.005124092	35_32557	"Cluster: DNA-directed RNA polymerase III 130 kDa polypeptide, putative, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: DNA-directed RNA polymerase"	UniRef90_Q10JZ3	CHR1V7|COORD:11399903..11405702| actin binding	AT1G31810.1	CHR03V5|COORD:16375821..16394361|protein DNA-directed RNA polymerase III 130 kDa polypeptide, putative, expressed	LOC_Os03g28960.2	no descriptionnot assigned not assigned not assigned	not assigned.unknown	35_2

CUST_23635_PI403524517	2	0.121403694	0.6999321	-0.019898415	-0.08813381	-0.12945747	0.019898415	35_6869	"Cluster: Aminotransferase, classes I and II family protein, expressed; n=2; Oryza sativa|Rep: Aminotransferase, classes I and II family protein, expressed - Ory"	UniRef90_Q7XDA3	CHR1V7|COORD:29193937..29195795| aminotransferase class I and II family protein	AT1G77670.1	CHR10V5|COORD:17984720..17982245|protein kynurenine--oxoglutarate transaminase 1, putative, expressed	LOC_Os10g34350.1	 no descriptionmoderately similar to ( 219)AT1G77670| Symbols:  | aminotransferase class I and II family protein | chr1:29193937-29195795 REVERSEvery weakly similar to (61.2)HIS8_TOBACHistidinol-phosphate aminotransferase, chloroplast precursor - Nicotiana tabacum (Common tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG0436 PRK08912 PRK07777 PRK09082 PRK07212 PRK07683 PRK09276 PRK07309 PRK12414 PRK05794 PRK08069 PRK07682 PRK08362 PRK07367 PRK05764 PRK06056 PRK07337 PRK08960 PRK06375 PRK07568 PRK07310 PRK08363 PRK05957 PRK08443 PRK08636 PRK09148 PRK07366 PRK07681 PRK06108 PRK08361 PRK08068 PRK06836 PRK06507 PRK06220 PRK07543 PRK06107 PRK08175 Aminotran_1_2 PRK06575 PRK06348 PRK07778 PRK09265 PRK05942 ARO8 HisC PRK07550 MalY PRK06207 PRK07324 PRK06290 PRK09147 PRK07865 PRK03321 PRK02731 PRK00950 PRK03317 PRK05839 avtA PRK06225 PRK05166 PRK03566 PRK09105 PRK06855 COG3977 PRK03158 PRK07392 PRK02610 PRK05387 PRK04152 PRK07908 PRK08153 PRK03967 PRK09275 PRK07590 PRK06358 PRK04781 PRK08637 WecE TyrB PRK06425 	amino acid metabolism.degradation.aromatic aa.tyrosine	13_2_6_2

CUST_63279_PI403524517	2	-0.011525154	0.0027446747	0.1253748	0.12143421	-0.0027446747	-0.015060425	35_18066	Rep: B1011H02.3 protein - Oryza sativa (Rice)	UniRef90_Q25AG7	"CHR3V7|COORD:5188455..5189464| ATHM4 (Arabidopsis thioredoxin M-type 4); thiol-disulfide exchange intermediate"	AT3G15360.1	CHR04V5|COORD:26323883..26321378|protein thioredoxin M-type 2, chloroplast precursor, putative, expressed	LOC_Os04g44830.1	" no descriptionweakly similar to ( 151)AT3G15360| Symbols: ATM4, TRX-M4, ATHM4 | ATHM4 (Arabidopsis thioredoxin M-type 4); thiol-disulfide exchange intermediate | chr3:5188455-5189464 FORWARDweakly similar to ( 151)TRXM_BRANAThioredoxin M-type, chloroplast precursor - Brassica napus (Rape)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Thioredoxin TRX_family COG3118 trxA PRK10996 ybbN PDI_a_family TrxA PDI_a_P5 TRX_PICOT PDI_a_ERp38 TRX_NTR PDI_a_MPD1_like PDI_a_PDI_a'_C PDI_a_ERdj5_C PRK07764 TlpA_like_family TlpA_like_ScsD_MtbDsbE Drf_FH1 TxlA PDI_a_TMX3 Atrophin-1 PDI_a_ERp46 Extensin_2 PRK11633 PDI_a_QSOX TRX_superfamily PRK12323 Tymo_45kd_70kd TMX2 PDI_a_PDIR "	redox.thioredoxin	21_1

CUST_61850_PI403524517	2	0.049002647	-0.4827671	-0.16098785	0.10545063	0.027423859	-0.027424812	35_17646	"Cluster: Putative chaperone GrpE type 2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative chaperone GrpE type 2 - Oryza sativa (japonica cultivar-group"	UniRef90_Q6EPR4	"CHR4V7|COORD:13485072..13486566| AR192; adenyl-nucleotide exchange factor/ chaperone binding / protein binding / protein homodimerization"	AT4G26780.1	CHR09V5|COORD:6248750..6245237|protein grpE protein homolog, mitochondrial precursor, putative, expressed	LOC_Os09g11250.1	"no descriptionmoderately similar to ( 263)AT4G26780| Symbols: AR192 | AR192; adenyl-nucleotide exchange factor/ chaperone binding / protein binding / protein homodimerization | chr4:13485072-13486566 REVERSEnot assigned GrpE GrpE GrpE PRK10325"	protein.folding	29_6

CUST_58017_PI403524517	2	-0.3127241	-0.74511194	0.28316832	0.4667759	-0.28316784	0.61886835	35_16543	Rep: Cinnamoyl CoA reductase - Hordeum vulgare (Barley)	UniRef90_Q8H1H7	CHR1V7|COORD:5478849..5481909| CCR1 (CINNAMOYL COA REDUCTASE 1)	AT1G15950.1	CHR09V5|COORD:15078325..15075139|protein dihydroflavonol-4-reductase, putative, expressed	LOC_Os09g25150.1	 no descriptionmoderately similar to ( 454)AT1G15950| Symbols: IRX4, ATCCR1, CCR1 | CCR1 (CINNAMOYL COA REDUCTASE 1) | chr1:5478849-5481943 FORWARDweakly similar to ( 189)DFRA_VITVIDihydroflavonol-4-reductase - Vitis vinifera (Grape)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned WcaG Epimerase 3Beta_HSD GalE PRK12323 NmrA COG0702 FabG adh_short PRK07764 PRK12678 KR COG1086 NAD_binding_4 	secondary metabolism.flavonoids.dihydroflavonols	16_8_3

CUST_53769_PI403524517	2	0.023568153	-0.016171455	-0.0060977936	0.08005905	-0.007142067	0.0060987473	35_15299	"Cluster: Hypothetical protein OSJNBa0053E05.13; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0053E05.13 - Oryza sativa (japonica"	UniRef90_Q6I5H3	CHR4V7|COORD:9470640..9472327| nuclear RNA-binding protein (RGGA)	AT4G16830.1	CHR01V5|COORD:30425641..30422267|protein plasminogen activator inhibitor 1 RNA-binding protein, putative, expressed	LOC_Os01g52390.1	no descriptionweakly similar to ( 127)AT4G16830| Symbols:  | nuclear RNA-binding protein (RGGA) | chr4:9470671-9472327 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned HABP4_PAI-RBP1 PRK12678 Caldesmon	RNA.RNA binding	27_4

CUST_7142_PI404877155	2	0.061785698	-0.2671337	-0.20296764	-0.004432678	0.004432678	0.1624384	Contig20858_at	leucine-rich repeat transmembrane protein kinase, putative [Arabidopsis thaliana]	NP_568971.1	leucine-rich repeat transmembrane protein kinase, putative	At5g63410.1	protein Similar to receptor protein kinase-like protein	Os11g20360	leucine-rich repeat transmembrane protein kinase, putative	signalling.receptor kinases.leucine rich repeat VI	30_2_6

CUST_135880_PI403524517	2	0.24291897	-0.30096817	-0.1424532	0.1424532	0.4657507	-0.23740292	35_38109	"Cluster: Class III peroxidase 69 precursor; n=1; Oryza sativa (japonica cultivar-group)|Rep: Class III peroxidase 69 precursor - Oryza sativa (japonica cultivar"	UniRef90_Q5U1M4	CHR4V7|COORD:6869989..6871472| peroxidase, putative	AT4G11290.1	CHR05V5|COORD:2039853..2041404|protein peroxidase 1 precursor, putative, expressed	LOC_Os05g04470.1	 no descriptionweakly similar to ( 150)AT4G11290| Symbols:  | peroxidase, putative | chr4:6869989-6871472 FORWARDweakly similar to ( 144)PER1_ARAHYCationic peroxidase 1 precursor - Arachis hypogaea (Peanut)not assigned not assigned not assigned not assigned not assigned secretory_peroxidase peroxidase plant_peroxidase PRK07764 PRK07003 TT_ORF1 PRK12323 	misc.peroxidases	26_12

CUST_89681_PI403524517	2	0.012587547	-0.2582965	-0.012587547	0.31827545	0.016496181	-0.047795773	35_25658	"Cluster: Leucine-rich repeat family protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Leucine-rich repeat family protein-like - Oryza sativa (japon"	UniRef90_Q69TP3	CHR1V7|COORD:852680..853873| leucine-rich repeat family protein	AT1G03440.1	CHR06V5|COORD:16197180..16199386|protein polygalacturonase inhibitor 1 precursor, putative, expressed	LOC_Os06g28480.1	no descriptionvery weakly similar to (61.6)AT4G03010| Symbols:  | leucine-rich repeat family protein | chr4:1329952-1331139 FORWARDnot assigned not assigned not assigned not assigned not assigned PRK04537 DUF390 TT_ORF1	not assigned.no ontology	35_1

CUST_15391_PI399408534	2	0.21269274	-0.59016895	-0.10082674	0.28179026	-0.13180017	0.10082626	35_41820	"Cluster: Putative bHLH transcription factor; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative bHLH transcription factor - Oryza sativa (japonica"	UniRef90_Q5N802	CHR1V7|COORD:25919283..25921338| basic helix-loop-helix (bHLH) family protein	AT1G68920.1	CHR01V5|COORD:40224603..40221491|protein BHLH transcription factor, putative, expressed	LOC_Os01g68700.2	no descriptionweakly similar to ( 176)AT1G68920| Symbols:  | basic helix-loop-helix (bHLH) family protein | chr1:25919283-25921338 FORWARDHLH HLH	RNA.regulation of transcription.bHLH,Basic Helix-Loop-Helix family	27_3_6

CUST_25018_PI403524517	2	-0.3769064	0.019441605	0.19092369	0.07533741	-0.15311813	-0.019440651	35_7260	"Cluster: Putative stripe rust resistance protein Yr10; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative stripe rust resistance protein Yr10 - Oryza sat"	UniRef90_Q943S7	CHR3V7|COORD:2226250..2229030| RPM1 (RESISTANCE TO P. SYRINGAE PV MACULICOLA 1)	AT3G07040.1	CHR01V5|COORD:13127422..13124413|protein stripe rust resistance protein Yr10, putative, expressed	LOC_Os01g23380.1	no descriptionnot assigned not assigned not assigned COG4886	not assigned.unknown	35_2

CUST_86805_PI403524517	2	0.21929169	0.3482647	-0.11094046	0.013271809	-0.013271809	-0.08165836	35_24863	"Cluster: Os02g0273100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os02g0273100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E243	CHR5V7|COORD:23452774..23454513| aminotransferase class IV family protein	AT5G57850.1	CHR02V5|COORD:9954958..9950652|protein 4-amino-4-deoxychorismate lyase, putative, expressed	LOC_Os02g17330.1	no descriptionmoderately similar to ( 221)AT5G57850| Symbols:  | aminotransferase class IV family protein | chr5:23452774-23454513 REVERSEnot assigned PLPDE_IV D-AAT_like PRK06680 IlvE ADCL_like Aminotran_4 PRK08320 BCAT_beta_family PRK06606 PRK12479 PRK12400	misc.aminotransferases.aminotransferase class IV family protein	26_26_1

CUST_12634_PI404877155	2	0.5718813	-0.5718813	-0.72820663	1.0534525	0.6856413	-0.67793083	Contig636_at	Chlorophyll a-b binding protein of LHCII type III, chloroplast precursor (CAB) pir||CDBH3 chlorophyll a/b-binding protein type III precursor	P27523	chlorophyll A-B binding protein / LHCII type III (LHCB3)	At5g54270.1	protein Chlorophyll A-B binding protein, putative	Os07g37550	Chlorophyll A-B binding protein of LHCII type III, chloroplast	PS.lightreaction.photosystem II.LHC-II	1_01_01_01

CUST_17526_PI403524517	2	-1.3926201	1.1638684	-0.045801163	0.045800686	0.8393035	-1.9884434	35_5063	Rep: Glossy1 protein - Zea mays (Maize)	UniRef90_Q6RBX9	"CHR5V7|COORD:23437815..23441058| WAX2; catalytic"	AT5G57800.1	CHR09V5|COORD:15492030..15496522|protein gl1 protein, putative, expressed	LOC_Os09g25850.1	" no descriptionmoderately similar to ( 349)AT5G57800| Symbols: FLP1, YRE, WAX2 | WAX2; catalytic | chr5:23437815-23441058 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned TT_ORF1 "	secondary metabolism.wax	16_7

CUST_21914_PI403524517	2	-0.013212204	-0.68787766	0.0645113	0.01321125	0.3611393	-0.042176247	35_6366	"Cluster: Putative beta-ketoacyl-CoA synthase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative beta-ketoacyl-CoA synthase - Oryza sativa (japonica"	UniRef90_Q688V9	CHR1V7|COORD:6729110..6730660| very-long-chain fatty acid condensing enzyme, putative	AT1G19440.1	CHR05V5|COORD:28198006..28194894|protein acyltransferase, putative, expressed	LOC_Os05g49290.3	 no descriptionmoderately similar to ( 493)AT1G19440| Symbols:  | very-long-chain fatty acid condensing enzyme, putative | chr1:6729110-6730660 FORWARDvery weakly similar to (58.5)CHSE_IPONIChalcone synthase E - Ipomoea nil (Japanese morning glory) (Pharbitis nil)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned FAE1_CUT1_RppA CHS_like BcsA FabH KAS_III Herpes_BLLF1 init_cond_enzymes PRK07003 ACP_syn_III_C Chal_sti_synt_C PRK09352 PRK07764 	secondary metabolism.flavonoids.chalcones	16_8_2

CUST_58455_PI403524517	2	6.761551E-4	0.5120859	0.02401638	-0.05288124	-6.761551E-4	-0.08232689	35_16672	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q75I52	"CHR2V7|COORD:6414039..6416097| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G14970.1); similar to seed maturation protein PM23 [Glycine max]"	AT2G14910.1	CHR03V5|COORD:22782035..22787626|protein seed maturation protein PM23, putative, expressed	LOC_Os03g41080.1	"no descriptionmoderately similar to ( 340)AT2G14910| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G14970.1); similar to seed maturation protein PM23 [Glycine max] (GB:AAF21309.1) | chr2:6414277-6416097 REVERSE"	not assigned.unknown	35_2

CUST_5292_PI404877155	2	0.22998905	0.17598152	-0.27811813	-0.33960438	-0.17598152	0.18143177	Contig16870_at	leucine-rich repeat transmembrane protein kinase, putative [Arabidopsis thaliana]	NP_181196.1	leucine-rich repeat transmembrane protein kinase, putative	At2g36570.1	protein Similar to probable receptor-like protein kinase [imported] - Arabidopsis thaliana	Os12g05120	leucine-rich repeat transmembrane protein kinase/receptor-like protein kinase	signalling.receptor kinases.leucine rich repeat III	30_2_3

CUST_178947_PI403524517	2	0.10436201	0.34023	0.028645515	-0.028645992	-0.35382843	-0.2579155	35_49773	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_100954_PI403524517	2	0.5678973	0.09785223	-0.09785223	-0.16447115	0.37878513	-0.31297827	35_28811	"Cluster: Riboflavin biosynthesis protein, putative, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Riboflavin biosynthesis protein, putative, expre"	UniRef90_Q10BX9	CHR5V7|COORD:7854197..7855741| riboflavin biosynthesis protein-related	AT5G23330.1	CHR03V5|COORD:33375649..33372156|protein riboflavin kinase family protein, expressed	LOC_Os03g58710.2	no descriptionweakly similar to ( 195)AT5G23330| Symbols:  | riboflavin biosynthesis protein-related | chr5:7854197-7855741 FORWARDFlavokinase_C PRK05627 FAD_syn RibF cytidylyltransferase_like PRK07143	Co-factor and vitamine metabolism.riboflavin	18_3

CUST_18110_PI404877155	2	-0.027428627	0.3233776	-0.004466057	-0.19702911	0.004466057	0.018177986	HVSMEc0004G11r2_s_at	putative galactose kinase [Oryza sativa (japonica cultivar-group)] ref|XP_470165.1| putative galactose kinase [Oryza sativa (japonica cultiv	AAP46228.1	galactokinase (GAL1)	At3g06580.1	protein putative galactose kinase	Os03g61710	putative galactose kinase	minor CHO metabolism.galactose.galactokinases	3_8_1

CUST_123443_PI403524517	2	0.022564888	0.7599573	-0.0021896362	-0.066521645	-0.054135323	0.0021896362	35_34811	"Cluster: Hypothetical protein OSJNBa0065C11.2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0065C11.2 - Oryza sativa (japonica cu"	UniRef90_Q5W6X4	CHR2V7|COORD:15910393..15912354| chaperone protein dnaJ-related	AT2G38000.1	CHR05V5|COORD:14536249..14541855|protein expressed protein	LOC_Os05g25210.1	no descriptionweakly similar to ( 155)AT2G38000| Symbols:  | chaperone protein dnaJ-related | chr2:15910393-15912354 REVERSEnot assigned	protein.folding	29_6

CUST_63405_PI403524517	2	0.15581036	0.014769554	-0.014769554	-0.14843655	-0.06694603	0.1016531	35_18103	"Cluster: Hypothetical protein P0436E04.12-1; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0436E04.12-1 - Oryza sativa (japonica cultiv"	UniRef90_Q658C8	CHR1V7|COORD:19482070..19484131| protein kinase family protein / C-type lectin domain-containing protein	AT1G52310.1	CHR01V5|COORD:206408..202512|protein leucine-rich repeat receptor protein kinase EXS precursor, putative, expressed	LOC_Os01g01410.1	no descriptionhighly similar to ( 635)AT1G52310| Symbols:  | protein kinase family protein / C-type lectin domain-containing protein | chr1:19482070-19484131 FORWARDweakly similar to ( 196)PSKR_DAUCAPhytosulfokine receptor precursor - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TyrKc PTKc Pkinase_Tyr S_TKc S_TKc Pkinase PTKc_Jak_rpt2 PTKc_Csk_like PTKc_Tyk2_rpt2 PTKc_Srm_Brk PTKc_Frk_like PTKc_Src_like PTKc_Abl PTKc_Tec_like PTKc_Btk_Bmx PTKc_EphR PTKc_Itk PTKc_Ror PTKc_Axl_like PTKc_Jak2_Jak3_rpt2 PTKc_Chk PTKc_Tie PTKc_Tie1 PTKc_Tie2 PTKc_Lck_Blk PTKc_InsR_like SPS1 PTKc_ALK_LTK PTKc_Csk PTKc_Jak1_rpt2 PTKc_Met_Ron PTKc_FGFR PTKc_PDGFR PTKc_Tec_Rlk PTKc_FAK PTKc_c-ros PTKc_Musk PTKc_DDR PTKc_Ror1 PTKc_EphR_A2 PTKc_Syk_like PTKc_Fes_like PTKc_Lyn PTKc_Fer PTKc_EphR_B PTKc_Fes PTKc_Fyn_Yrk PTKc_Yes PTKc_EphR_A PTKc_Trk PTKc_EGFR_like PTKc_RET PTK_Tyk2_rpt1 PTK_CCK4 PTKc_FGFR1 PTKc_TrkC PTK_Ryk PTKc_TrkB PTKc_Tyro3 PTKc_Axl PTKc_TrkA PTKc_Src CLECT PTKc_Hck CLECT PTKc_Ack_like PTK_Jak_rpt1 PTK_Jak2_Jak3_rpt1 CLECT_NK_receptors_like PTKc_InsR PTKc_FGFR4 PTKc_FGFR3 PTKc_EphR_A10 PTKc_FGFR2 PTKc_DDR_like PTKc_DDR1 PTK_Jak1_rpt1 PTKc_Zap-70 PTKc_Ror2 PTKc_Syk PTKc_DDR2 PTKc_Aatyk PTKc_PDGFR_alpha PTKc_IGF-1R PTKc_CSF-1R PTKc_HER2 CLECT_REG-1_like PTKc_PDGFR_beta CLECT_DC-SIGN_like PTKc_VEGFR3 PTKc_EGFR PTK_HER3 PTKc_VEGFR PTKc_VEGFR2 Lectin_C PTKc_Aatyk2 PTKc_Kit PTKc_HER4	protein.postranslational modification.kinase.receptor like cytoplasmatic kinase VII	29_4_1_57

CUST_86069_PI403524517	2	0.23097038	-0.19726086	0.0039024353	-0.0039014816	-0.09361458	0.17942429	35_24651	"Cluster: Nodulin-like protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Nodulin-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q94D97	CHR2V7|COORD:12926478..12928299| nodulin-related	AT2G30300.1	CHR01V5|COORD:35632588..35629341|protein nodulin-like protein, putative, expressed	LOC_Os01g61010.1	no descriptionvery weakly similar to (82.8)AT2G30300| Symbols:  | nodulin-related | chr2:12926478-12928299 FORWARDnot assigned TT_ORF1 PRK12678 PRK12323	development.unspecified	33_99

CUST_151254_PI403524517	2	0.059078693	0.11568117	-0.059078693	0.07239723	-0.1835351	-0.2863655	35_42299	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_60557_PI403524517	2	-0.008613586	-0.19232082	0.00861454	0.02276516	-0.04979801	0.029743195	35_17264	Rep: Acetyl-CoA carboxylase - Triticum aestivum (Wheat)	UniRef90_Q41525	"CHR1V7|COORD:13535408..13544985| ACC1 (ACETYL-COENZYME A CARBOXYLASE 1); acetyl-CoA carboxylase"	AT1G36160.1	CHR10V5|COORD:10942514..10953621|protein acetyl-coenzyme A carboxylase ACC1A, putative, expressed	LOC_Os10g21910.2	" no descriptionmoderately similar to ( 279)AT1G36160| Symbols: AT-ACC1, EMB22, GK, PAS3, ACC1 | ACC1 (ACETYL-COENZYME A CARBOXYLASE 1); acetyl-CoA carboxylase | chr1:13535408-13544985 FORWARDnot assigned Carboxyl_trans COG4799 "	lipid metabolism.FA synthesis and FA elongation.Acetyl CoA Carboxylation	11_1_1

CUST_25039_PI399408534	2	-0.14564657	9.241104E-4	0.048886776	-9.241104E-4	0.11214256	-0.34229374	35_38711	"Cluster: Hypothetical protein OSJNBb0014K18.5; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0014K18.5 - Oryza sativa (japonica cu"	UniRef90_Q6I576	"CHR5V7|COORD:6276118..6280229| SPL7 (SQUAMOSA PROMOTER BINDING PROTEIN-LIKE 7); DNA binding / transcription factor"	AT5G18830.1	CHR05V5|COORD:19840016..19849298|protein SPL7, putative, expressed	LOC_Os05g33810.1	"no descriptionvery weakly similar to (77.0)AT5G18830| Symbols: SPL7 | SPL7 (SQUAMOSA PROMOTER BINDING PROTEIN-LIKE 7); DNA binding / transcription factor | chr5:6276118-6280229 FORWARD"	development.unspecified	33_99

CUST_2266_PI399408534	2	0.005080223	0.09232807	-0.10577202	-0.069187164	0.062119484	-0.005080223	35_23644	"Cluster: Hypothetical protein OSJNBb0052F16.17; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0052F16.17 - Oryza sativa"	UniRef90_Q5W645	CHR3V7|COORD:5408988..5410385| Ran-binding protein 1 domain-containing protein / RanBP1 domain-containing protein	AT3G15970.1	CHR05V5|COORD:16428479..16424790|protein ranBP1 domain containing protein, expressed	LOC_Os05g28190.1	no descriptionweakly similar to ( 173)AT3G15970| Symbols:  | Ran-binding protein 1 domain-containing protein / RanBP1 domain-containing protein | chr3:5408988-5410385 REVERSEnot assigned RanBD RanBD NUP50 Ran_BP1	signalling.G-proteins	30_5

CUST_19039_PI399408534	2	0.18867302	-0.14255524	-0.0949173	-0.008522987	0.34208012	0.008522034	35_23011	"Cluster: Putative receptor-like protein kinase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative receptor-like protein kinase - Oryza sativa (japonica"	UniRef90_Q8RUT5	CHR3V7|COORD:20910382..20913369| leucine-rich repeat transmembrane protein kinase, putative	AT3G56370.1	CHR03V5|COORD:12390108..12394057|protein receptor-like protein kinase precursor, putative, expressed	LOC_Os03g21730.1	 no descriptionmoderately similar to ( 448)AT3G56370| Symbols:  | leucine-rich repeat transmembrane protein kinase, putative | chr3:20910382-20913369 REVERSEweakly similar to ( 170)NORK_MEDTRNodulation receptor kinase precursor - Medicago truncatula (Barrel medic)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pkinase_Tyr PTKc S_TKc Pkinase TyrKc S_TKc PTKc_Jak_rpt2 SPS1 PTKc_EGFR_like PTKc_Src_like PTKc_Srm_Brk PTKc_Ack_like PTKc_Fes_like PTKc_Syk_like PTKc_EphR PTK_CCK4 PTKc_c-ros PTKc_Ror PTKc_Csk_like PTKc_Frk_like PTKc_Jak2_Jak3_rpt2 PTKc_Met_Ron PTKc_ALK_LTK PTKc_Itk PTKc_Btk_Bmx PTKc_Tec_like PTKc_Trk PTKc_InsR_like PTKc_Tec_Rlk PTKc_Yes PTKc_EphR_A2 PTKc_Aatyk PTKc_Chk PTKc_Src PTKc_Tyk2_rpt2 PTKc_Lck_Blk PTKc_Axl_like PTKc_Fyn_Yrk PTK_HER3 PTKc_Musk PTKc_Hck PTKc_TrkC PTKc_HER4 PTKc_Ror2 PTKc_Fer PTKc_Abl PTKc_Aatyk1_Aatyk3 PTKc_Ror1 PTKc_Lyn PTK_Ryk PTKc_FGFR PTKc_Tyro3 PTKc_TrkB PTKc_DDR PTKc_EphR_B PTKc_EphR_A PTKc_FAK PTKc_Syk PTKc_TrkA PTKc_IGF-1R PTKc_InsR PTKc_FGFR2 PTKc_Zap-70 PTKc_RET PTKc_PDGFR PTKc_Jak1_rpt2 PTKc_DDR_like PTKc_HER2 PTKc_FGFR1 PTKc_EGFR PTKc_FGFR4 PTKc_Fes PTKc_EphR_A10 PTKc_Axl PTKc_Tie2 PTKc_FGFR3 PTK_Jak_rpt1 PTKc_Csk PTK_Jak2_Jak3_rpt1 PTKc_Aatyk2 PTKc_Tie1 PTKc_DDR1 PTKc_VEGFR PTKc_DDR2 PTKc_VEGFR3 PTKc_Tie PTKc_CSF-1R PTKc_VEGFR2 PTK_Jak1_rpt1 PTKc_Kit 	signalling.receptor kinases.DUF 26	30_2_17

CUST_87709_PI403524517	2	-0.087180614	0.17306995	0.037688255	0.014140129	-0.25741577	-0.014139652	35_25108	"Cluster: Hypothetical protein P0445D12.10; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0445D12.10 - Oryza sativa (japonica cultivar-g"	UniRef90_Q9ART8	CHR5V7|COORD:15107742..15109052| seven in absentia (SINA) protein, putative	AT5G37890.1	CHR01V5|COORD:1250830..1252437|protein ubiquitin-protein ligase/ zinc ion binding protein, putative, expressed	LOC_Os01g03190.1	 no descriptionvery weakly similar to (89.0)AT5G37890| Symbols:  | seven in absentia (SINA) protein, putative | chr5:15107742-15109052 REVERSEvery weakly similar to (60.5)SINAL_DROMEProbable E3 ubiquitin-protein ligase sina-like CG13030 - Drosophila melanogaster (Fruit fly)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07003 PRK12323 Herpes_BLLF1 HPC2 Atrophin-1 PRK07764 DUF1777 	development.unspecified	33_99

CUST_117420_PI403524517	2	0.06437874	-0.031593323	-0.038002968	0.023228645	-0.023228645	0.11079693	35_33272	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_3864_PI404877155	2	0.055124283	0.20512009	-0.05512333	-0.12288952	-0.09305477	0.07850838	Contig14473_at	myb family transcription factor [Arabidopsis thaliana]	NP_974133.1	myb family transcription factor	At1g72650.1	protein Myb-like DNA-binding domain, putative	Os02g53670	gi|21536766|gb|AAM61098.1| unknown	RNA.regulation of transcription.MYB-related transcription factor family	27_3_26

CUST_10398_PI404877155	2	0.09552574	0.41412354	-0.07542229	-0.14439678	-0.13725471	0.07542229	Contig415_s_at	DNAJ-like protein [Oryza sativa (japonica cultivar-group)]	AAO72551.1	DNAJ heat shock protein, putative	At5g22060.1	protein DnaJ protein, putative	Os03g44620	DNAJ-like protein	stress.abiotic.heat	20_2_1

CUST_63501_PI403524517	2	0.009955406	0.72289467	0.0625515	-0.16762447	-0.10721207	-0.0099544525	35_18130	"Cluster: OSJNBa0008M17.7 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0008M17.7 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XTS6	CHR4V7|COORD:10777665..10780270| lecithin:cholesterol acyltransferase family protein / LACT family protein	AT4G19860.1	CHR04V5|COORD:30996070..31000549|protein lecithine cholesterol acyltransferase-like protein, putative, expressed	LOC_Os04g52500.1	no descriptionhighly similar to ( 624)AT4G19860| Symbols:  | lecithin:cholesterol acyltransferase family protein / LACT family protein | chr4:10777665-10780270 REVERSEnot assigned LACT	lipid metabolism.'exotics' (steroids, squalene etc).phosphatidylcholine¿sterol O-acyltransferase	11_8_10

CUST_82327_PI403524517	2	0.11833954	-0.7421875	-0.20094013	-0.029278755	0.06637287	0.029278755	35_23613	"Cluster: Os01g0170800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0170800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JQC0	CHR1V7|COORD:24741382..24743016| pentatricopeptide (PPR) repeat-containing protein	AT1G66345.1	CHR01V5|COORD:3658490..3661121|protein expressed protein	LOC_Os01g07610.1	no descriptionvery weakly similar to (82.0)AT1G66345| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr1:24741382-24743016 FORWARDvery weakly similar to (55.5)RF1_ORYSA	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_156355_PI403524517	2	0.17686129	-0.04546976	0.045470238	0.24016619	-0.2977085	-0.18083763	35_43672	"Cluster: FAD dependent oxidoreductase family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: FAD dependent oxidoreductase family protein, e"	UniRef90_Q10AT7	CHR1V7|COORD:21398919..21401800| amine oxidase family	AT1G57770.1	CHR03V5|COORD:35337050..35331863|protein carotenoid isomerase 1, chloroplast precursor, putative, expressed	LOC_Os03g62510.3	no descriptionvery weakly similar to (60.5)AT1G57770| Symbols:  | amine oxidase family | chr1:21398919-21401800 FORWARD	secondary metabolism.isoprenoids.carotenoids	16_1_4

CUST_19688_PI403524517	2	0.08675957	-0.50787926	0.014102936	-0.014101982	-0.022119522	0.07082462	35_5704	"Cluster: Putative beta-1,3-glucanase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative beta-1,3-glucanase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5NA70	CHR1V7|COORD:29543022..29543549| glycosyl hydrolase family protein 17	AT1G78520.1	CHR01V5|COORD:7926564..7924891|protein glucan endo-1,3-beta-glucosidase 4 precursor, putative, expressed	LOC_Os01g14140.1	 no descriptionweakly similar to ( 116)AT1G78520| Symbols:  | glycosyl hydrolase family protein 17 | chr1:29543022-29543549 REVERSEvery weakly similar to (84.0)E13B_WHEATGlucan endo-1,3-beta-glucosidase precursor - Triticum aestivum (Wheat)X8 	misc.beta 1,3 glucan hydrolases	26_4

CUST_126972_PI403524517	2	-0.10895252	-0.3988762	0.29213858	0.108952045	0.21156597	-0.18190098	35_35726	Rep: Hypothetical protein - Gibberella zeae (Fusarium graminearum)	UniRef90_Q4I2D8	"CHR1V7|COORD:9113979..9114742| B5 #6 (cytochrome b5 family protein #6); heme binding / transition metal ion binding"	AT1G26340.1	CHR10V5|COORD:19701585..19699020|protein cytochrome b5, putative, expressed	LOC_Os10g37420.2	 no descriptionvery weakly similar to (83.6)AT5G48810| Symbols: B5 #3, ATB5-B | ATB5-B (Cytochrome b5 B) | chr5:19806475-19807406 REVERSEvery weakly similar to (90.1)CYB5_TOBACCytochrome b5 - Nicotiana tabacum (Common tobacco)not assigned not assigned not assigned not assigned Cyt-b5 CYB5 	N-metabolism.nitrate metabolism.NR	12_1_1

CUST_75293_PI403524517	2	-0.018163681	-0.13064766	0.018163204	0.092540264	-0.09149313	0.045162678	35_21583	"Cluster: Hypothetical protein P0413C03.25; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0413C03.25 - Oryza sativa (japonica cultivar-g"	UniRef90_Q8RZV4	CHR5|COORD:5384471..5385208| p21-rho-binding domain-containing protein, contains Pfam PF00786: P21-Rho-binding domain	AT5G16490.1	CHR01V5|COORD:40358278..40356970|protein wiscott-Aldrich syndrome, C-terminal, putative, expressed	LOC_Os01g68890.1	no description	not assigned.unknown	35_2

CUST_99391_PI403524517	2	0.10512829	0.46067715	0.07182026	-0.21489573	-0.07182026	-0.13815975	35_28372	"Cluster: Guanine nucleotide exchange factor, putative, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Guanine nucleotide exchange factor, putative,"	UniRef90_Q10M07	"CHR4V7|COORD:9228790..9241077| SPK1 (SPIKE1); GTP binding / GTPase binding / guanyl-nucleotide exchange factor"	AT4G16340.1	CHR03V5|COORD:11980121..11986672|protein guanine nucleotide exchange factor, putative, expressed	LOC_Os03g21080.1	"no descriptionmoderately similar to ( 299)AT4G16340| Symbols: SPK1 | SPK1 (SPIKE1); GTP binding / GTPase binding / guanyl-nucleotide exchange factor | chr4:9228790-9241077 REVERSEnot assigned"	not assigned.no ontology	35_1

CUST_168874_PI403524517	2	0.098561764	0.05659151	0.024888515	-0.024888515	-0.17094278	-0.15289164	35_47031	0	0	CHR4V7|COORD:10275928..10278502| leucine-rich repeat family protein / extensin family protein	AT4G18670.1	0	0	no description	not assigned.unknown	35_2

CUST_108856_PI403524517	2	0.018727303	-0.527956	-0.018728256	0.24195862	0.14132309	-0.03423786	35_30953	Rep: Histone H2A.2.1 - Triticum aestivum (Wheat)	UniRef90_P02276	CHR5V7|COORD:575435..576454| histone H2A, putative	AT5G02560.1	CHR05V5|COORD:716250..717121|protein histone H2A, putative, expressed	LOC_Os05g02300.1	 no descriptionweakly similar to ( 108)AT5G59870| Symbols:  | histone H2A, putative | chr5:24132831-24133370 REVERSEweakly similar to ( 118)H2A2_WHEATHistone H2A.2.1 - Triticum aestivum (Wheat)not assigned not assigned not assigned H2A H2A HTA1 PRK12323 Histone 	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_76305_PI403524517	2	-0.007016182	-0.027088165	-0.054473877	0.023781776	0.15465927	0.0070152283	35_21875	"Cluster: Methylenetetrahydrofolate dehydrogenase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Methylenetetrahydrofolate dehydrogenase-like - Oryza"	UniRef90_Q6K2P4	CHR2V7|COORD:16173470..16175272| tetrahydrofolate dehydrogenase/cyclohydrolase, putative	AT2G38660.1	CHR09V5|COORD:9651177..9653971|protein folD bifunctional protein, putative, expressed	LOC_Os09g15810.2	no descriptionmoderately similar to ( 233)AT2G38660| Symbols:  | catalytic | chr2:16173470-16174754 FORWARDnot assigned not assigned THF_DHG_CYH_C FolD PRK10792	C1-metabolism.Methylenetetrahydrofolate dehydrogenase & Methenyltetrahydrofolate cyclohydrolase	25_5

CUST_54201_PI403524517	2	1.4019012E-4	-0.4265747	-0.009268761	0.04129219	0.012938499	-1.4019012E-4	35_15429	"Cluster: Succinate dehydrogenase [ubiquinone] flavoprotein subunit, mitochondrial precursor; n=2; Oryza sativa|Rep: Succinate dehydrogenase [ubiquinone]"	UniRef90_Q6ZDY8	CHR5V7|COORD:26671002..26674450| SDH1-1 (Succinate dehydrogenase 1-1)	AT5G66760.1	CHR07V5|COORD:1864856..1858914|protein succinate dehydrogenase flavoprotein subunit,mitochondrial precursor, putative, expressed	LOC_Os07g04240.1	no descriptionnearly identical (1081)AT5G66760| Symbols: SDH1-1 | SDH1-1 (Succinate dehydrogenase 1-1) | chr5:26671002-26674450 FORWARDnearly identical (1111)DHSA_ORYSAnot assigned not assigned not assigned sdhA sdhA sdhA sdhA sdhA SdhA sdhA sdhA PRK09231 sdhA PRK08626 sdhA NadB sdhA FAD_binding_2 sdhA PRK07395 PRK09077 PRK08071 PRK07512 PRK07804 sdhA PRK06175 Succ_DH_flav_C PRK08401 PRK06481 PRK08275 PRK06854 PRK07121 PRK12323	TCA / org. transformation.TCA.succinate dehydrogenase	8_1_7

CUST_115505_PI403524517	2	-0.30407953	-0.4142394	0.29102707	0.2839775	-0.0340271	0.034026623	35_32762	0	0		0	CHR01V5|COORD:3253624..3254703|protein Cf-2, putative, expressed	LOC_Os01g06876.1	no description	not assigned.unknown	35_2

CUST_16289_PI399408534	2	-0.27089882	1.6513433	1.3669338	-0.54517937	-0.18407536	0.18407631	35_13320	Rep: AT3g20810/MOE17_10 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q8RWR1	CHR3V7|COORD:7275820..7278150| transcription factor jumonji (jmjC) domain-containing protein	AT3G20810.1	CHR09V5|COORD:18866497..18862285|protein conserved hypothetical protein	LOC_Os09g31380.1	no descriptionmoderately similar to ( 280)AT3G20810| Symbols:  | transcription factor | chr3:7275820-7278188 FORWARDnot assigned Cupin_4 COG2850	RNA.regulation of transcription.JUMONJI family	27_3_57

CUST_28038_PI403524517	2	-0.8869548	-1.4090648	0.11395168	0.18346548	0.32220078	-0.11395168	35_8105	"Cluster: Alliin lyase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Alliin lyase-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q942G1	CHR1V7|COORD:12374413..12376159| alliinase family protein	AT1G34040.1	CHR01V5|COORD:30220874..30225314|protein alliin lyase precursor, putative, expressed	LOC_Os01g52010.1	no descriptionweakly similar to ( 120)AT1G34040| Symbols:  | alliinase family protein | chr1:12374413-12376159 FORWARDAlliinase_C	secondary metabolism.sulfur-containing.misc.alliinase	16_5_99_1

CUST_119984_PI403524517	2	-0.02111721	0.19755077	-0.21654701	0.15889502	0.021117687	-0.107197285	35_33932	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_10447_PI404877155	2	-0.509284	-0.9339237	1.5028744	0.50928307	0.974947	-0.6198273	Contig4194_at	patatin-like protein [Sorghum bicolor]	AAD22169.1	patatin, putative	At4g37070.2	protein patatin-like protein	Os11g39990	"patatin, putative, similar to patatin-like latex allergen (Hevea brasiliensis)(PMID:10589016); contains patatin domain PF01734"	development.storage proteins	33_1

CUST_176391_PI403524517	2	-0.69535065	-0.0010676384	-0.44413328	0.2645626	0.301301	0.0010676384	35_49085	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_5618_PI399408534	2	0.069877625	0.15329218	-0.038847446	-0.35737562	-0.46750927	0.038847446	35_38167	"Cluster: Transcription factor-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Transcription factor-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6H7J8	CHR1V7|COORD:21850567..21857049| transcription factor-related	AT1G59453.1	CHR02V5|COORD:25388704..25373912|protein expressed protein	LOC_Os02g42200.3	no descriptionvery weakly similar to (63.9)AT1G59453| Symbols:  | transcription factor-related | chr1:21850567-21857049 REVERSE	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_125565_PI403524517	2	0.063780785	0.035969734	0.32325506	-0.035969734	-0.28537178	-0.06297207	35_35362	"Cluster: Os01g0847700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0847700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JHR5	CHR2V7|COORD:15841966..15843737| oxidoreductase	AT2G37770.2	CHR01V5|COORD:36737487..36741459|protein aldose reductase, putative, expressed	LOC_Os01g62870.2	no descriptionweakly similar to ( 119)AT2G37770| Symbols:  | oxidoreductase | chr2:15841966-15843737 FORWARDvery weakly similar to (66.2)ALDR_HORVUAldose reductase - Hordeum vulgare (Barley)not assigned ARA1 Aldo_ket_red dkgA	minor CHO metabolism.others	3_5

CUST_104712_PI403524517	2	0.2251606	-0.5015855	-0.15560341	0.15818596	-0.038211823	0.03821087	35_29836	Rep: OSIGBa0116M22.11 protein - Oryza sativa (Rice)	UniRef90_Q01JY8	"CHR4V7|COORD:16774499..16776238| IDH1 (ISOCITRATE DEHYDROGENASE 1); isocitrate dehydrogenase (NAD+)"	AT4G35260.1	CHR04V5|COORD:23748710..23744897|protein isocitrate dehydrogenase subunit 1, mitochondrial precursor, putative, expressed	LOC_Os04g40310.2	no description	not assigned.unknown	35_2

CUST_20440_PI399408534	2	0.029168129	-0.29725456	-0.09418011	-0.017091751	0.03696251	0.017091751	35_22509	"Cluster: Os01g0607400 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os01g0607400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JLD3	CHR4V7|COORD:15707869..15713365| LUG (LEUNIG)	AT4G32551.1	CHR01V5|COORD:24276743..24265217|protein transcriptional corepressor LEUNIG, putative, expressed	LOC_Os01g42260.2	 no descriptionweakly similar to ( 141)AT4G32551| Symbols: RON2, LUG | LUG (LEUNIG) | chr4:15707869-15713365 FORWARDnot assigned WD40 	RNA.regulation of transcription.LUG	27_3_58

CUST_76638_PI403524517	2	0.017111778	-0.020317078	-0.017111778	-0.038113594	0.053653717	0.035946846	35_21971	"Cluster: Hypothetical protein P0519E12.120; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0519E12.120 - Oryza sativa (japonica cultivar"	UniRef90_Q7XI55	CHR1V7|COORD:6437583..6443038| DNAJ heat shock N-terminal domain-containing protein	AT1G18700.1	CHR07V5|COORD:26228984..26239220|protein heat shock protein binding protein, putative, expressed	LOC_Os07g43870.3	no descriptionweakly similar to ( 108)AT1G18700| Symbols:  | heat shock protein binding | chr1:6437583-6443806 FORWARD	stress.abiotic.heat	20_2_1

CUST_25759_PI399408534	2	0.14813042	0.64519835	0.023691654	-0.09427023	-0.023692131	-0.23991394	35_20140	"Cluster: Putative D13F protein, MybSt1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative D13F protein, MybSt1 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ZDM0	CHR5V7|COORD:19244228..19245773| myb family transcription factor	AT5G47390.1	CHR08V5|COORD:2427443..2430569|protein DNA binding protein, putative, expressed	LOC_Os08g04840.1	no descriptionweakly similar to ( 164)AT5G47390| Symbols:  | myb family transcription factor | chr5:19244228-19245773 FORWARDnot assigned	RNA.regulation of transcription.MYB-related transcription factor family	27_3_26

CUST_131529_PI403524517	2	0.1971569	-0.22436428	0.0036907196	-0.0036907196	0.12318802	-0.035835266	35_36939	"Cluster: Phosphoglycerate kinase, cytosolic; n=11; Poaceae|Rep: Phosphoglycerate kinase, cytosolic - Triticum aestivum (Wheat)"	UniRef90_P12783	CHR1V7|COORD:21032068..21034119| phosphoglycerate kinase, putative	AT1G56190.1	CHR02V5|COORD:3727491..3731345|protein phosphoglycerate kinase, cytosolic, putative, expressed	LOC_Os02g07260.3	 no descriptionweakly similar to ( 149)AT1G56190| Symbols:  | phosphoglycerate kinase, putative | chr1:21032068-21034119 FORWARDweakly similar to ( 165)PGKY_WHEATPhosphoglycerate kinase, cytosolic - Triticum aestivum (Wheat)not assigned pgk Pgk Phosphoglycerate_kinase PGK 	PS.calvin cyle.phosphoglycerate kinase	1_3_3

CUST_59465_PI403524517	2	0.013915062	-0.41031742	-0.013916016	0.052269936	0.08778	-0.039161682	35_16958	"Cluster: Hypothetical protein P0567G03.21; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0567G03.21 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5Z647	"CHR4V7|COORD:14562968..14564283| similar to hypothetical protein [Gossypium hirsutum] (GB:CAE75665.1); similar to Os06g0567000 [Oryza sativa"	AT4G29735.1	CHR06V5|COORD:21881914..21884353|protein expressed protein	LOC_Os06g37070.1	"no descriptionvery weakly similar to (76.3)AT4G29735| Symbols:  | similar to hypothetical protein [Gossypium hirsutum] (GB:CAE75665.1); similar to Os06g0567000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001057897.1); contains InterPro domain Protein of unknown function UPF0197; (InterPro:IPR007915) | chr4:14562968-14564283 REVERSEnot assigned UPF0197"	not assigned.unknown	35_2

CUST_29414_PI403524517	2	0.073776245	0.79648113	0.14175797	-0.11179638	-0.35203075	-0.0737772	35_8498	Rep: Os07g0245100 protein - Oryza sativa (japonica cultivar-group)	UniRef90_Q0D7H8	CHR5V7|COORD:10044213..10045488| hydrolase/ zinc ion binding	AT5G28050.2	CHR03V5|COORD:34983588..34980888|protein cytidine/deoxycytidylate deaminase family protein, putative, expressed	LOC_Os03g61810.1	no descriptionmoderately similar to ( 280)AT5G28050| Symbols:  | hydrolase/ zinc ion binding | chr5:10044213-10045488 REVERSEnot assigned nucleoside_deaminase CumB dCMP_cyt_deam_1 PRK10860 deoxycytidylate_deaminase RibD	nucleotide metabolism.degradation	23_2

CUST_79438_PI403524517	2	0.07525444	0.0033407211	-0.010438919	-0.0033397675	-0.07390022	0.12439442	35_22787	"Cluster: FHA domain, putative; n=2; Oryza sativa (japonica cultivar-group)|Rep: FHA domain, putative - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53P84	0	0	CHR11V5|COORD:3508683..3502725|protein FHA domain containing protein, expressed	LOC_Os11g07050.1	no description	not assigned.unknown	35_2

CUST_166243_PI403524517	2	0.054166794	-0.0142707825	-0.044661522	0.014269829	0.1660738	-0.016001701	35_46312	"Cluster: PE-PGRS family protein; n=1; Anaeromyxobacter dehalogenans 2CP-C|Rep: PE-PGRS family protein - Anaeromyxobacter dehalogenans (strain 2CP-C)"	UniRef90_Q2IIH7		0	CHR06V5|COORD:23842215..23846177|protein acetylglucosaminyltransferase, putative, expressed	LOC_Os06g40060.1	no description	not assigned.unknown	35_2

CUST_165467_PI403524517	2	-0.22363853	0.09916973	-0.2598858	0.116654396	-0.09916973	0.14169979	35_46110	"Cluster: SUMO-conjugating enzyme UBC9; n=47; Spermatophyta|Rep: SUMO-conjugating enzyme UBC9 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_P35132	"CHR3V7|COORD:2641493..2642495| UBC11 (ubiquitin-conjugating enzyme 11); ubiquitin-protein ligase"	AT3G08690.1	CHR01V5|COORD:35264569..35268845|protein ubiquitin-conjugating enzyme E2-17 kDa, putative, expressed	LOC_Os01g60410.3	"no descriptionmoderately similar to ( 211)AT3G08690| Symbols: UBC11 | UBC11 (ubiquitin-conjugating enzyme 11); ubiquitin-protein ligase | chr3:2641493-2642495 FORWARDweakly similar to ( 101)UBC2_WHEATUbiquitin-conjugating enzyme E2-17 kDa - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG5078 UBCc UQ_con UBCc"	protein.degradation.ubiquitin.E2	29_5_11_3

CUST_19137_PI404877155	2	0.031442642	0.5223799	0.014781952	-0.17330074	-0.055929184	-0.014781952	HZ59C04r_s_at	leucine-rich repeat protein [Oryza sativa] gb|AAO85403.1| leucine-rich repeat protein [Oryza sativa]	AAO85402.1	leucine-rich repeat protein, putative	At5g21090.1	protein leucine-rich repeat protein	Os01g59440	leucine-rich repeat protein/21114 putative receptor kinase (PPC:1.12.2)	signalling.unspecified	30_99

CUST_75416_PI403524517	2	-0.017346382	-0.67325306	-0.069423676	0.019555092	0.15506077	0.017346382	35_21616	"Cluster: Hydroxyproline-rich glycoprotein-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hydroxyproline-rich glycoprotein-like - Oryza sativa (japonica"	UniRef90_Q655Y7	CHR1V7|COORD:20030102..20032255| hydroxyproline-rich glycoprotein family protein	AT1G53645.1	CHR06V5|COORD:27443852..27440355|protein expressed protein	LOC_Os06g45390.1	no descriptionmoderately similar to ( 214)AT1G53645| Symbols:  | hydroxyproline-rich glycoprotein family protein | chr1:20030102-20032255 REVERSE	not assigned.no ontology.hydroxyproline rich proteins	35_1_41

CUST_135855_PI403524517	2	0.18298578	0.33663368	0.21696615	-0.25128603	-0.1829853	-0.38056517	35_38102	"Cluster: Vps52/Sac2 family protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Vps52/Sac2 family protein, putative, expressed - Oryza"	UniRef90_Q337J1	CHR1V7|COORD:26867398..26873479| POK (POKY POLLEN TUBE)	AT1G71270.1	CHR10V5|COORD:18156871..18167124|protein vacuolar protein sorting protein 52, putative, expressed	LOC_Os10g34680.1	 no descriptionmoderately similar to ( 236)AT1G71270| Symbols: TTD8, POK | POK (POKY POLLEN TUBE) | chr1:26867398-26873479 FORWARDnot assigned Vps52 	not assigned.no ontology	35_1

CUST_7217_PI399408534	2	-0.017385483	0.14831161	0.038202286	-0.20015717	-0.15278816	0.017385483	35_33285	"Cluster: Putative fibrillarin protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative fibrillarin protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6AT27	CHR5V7|COORD:21311516..21313735| FIB1 (FIBRILLARIN 1)	AT5G52470.1	CHR05V5|COORD:4537270..4540444|protein fibrillarin-2, putative, expressed	LOC_Os05g08360.1	 no descriptionvery weakly similar to (79.7)AT5G52470| Symbols: FBR1, ATFIB1, ATFBR1, SKIP7, FIB1 | FIB1 (FIBRILLARIN 1) | chr5:21311516-21313735 FORWARDnot assigned Fibrillarin NOP1 	RNA.processing	27_1

CUST_5124_PI404877155	2	-0.009819984	-0.3027172	0.027724266	-0.016785622	0.06844139	0.009819984	Contig16566_at	B1088C09.12 [Oryza sativa (japonica cultivar-group)]	NP_915312.1	dehydration-responsive family protein	At2g40280.1	protein Putative methyltransferase	Os05g39520	"dehydration-responsive family protein, similar to early-responsive to dehydration stress ERD3 protein (Arabidopsis thaliana) GI:15320410; contains Pfam profile PF03141: Putative methyltransferase"	stress.abiotic.drought/salt	20_2_3

CUST_3572_PI404877155	2	-0.073711395	-0.4864483	0.046833992	0.013637543	0.1711874	-0.013637543	Contig14111_at	putative zinc-finger protein [Oryza sativa (japonica cultivar-group)] dbj|BAD09868.1| putative zinc-finger protein [Oryza sativa (japonica c	BAD09355.1	zinc finger (ZPR1-type) family protein	At5g22480.1	protein retrotransposon protein, putative, Ty1-copia sub-class	Os08g36770	zinc finger (ZPR1-type) family protein, contains Pfam doamin, PF03367: ZPR1 zinc-finger domain	RNA.regulation of transcription.C2H2 zinc finger family	27_3_11

CUST_114073_PI403524517	2	0.30266523	0.06601715	-0.06601763	-0.35167456	0.11290693	-0.5981512	35_32372	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_172215_PI403524517	2	0.34755182	-1.1767564	0.009122372	0.21915483	-0.19170618	-0.009122372	35_47971	Rep: Expressed sequence tag - Hordeum vulgare (Barley)	UniRef90_O23984	"CHR4V7|COORD:8048008..8050016| SHM4 (SERINE HYDROXYMETHYLTRANSFERASE 4); glycine hydroxymethyltransferase"	AT4G13930.1	CHR11V5|COORD:14936442..14939777|protein serine hydroxymethyltransferase, mitochondrial precursor, putative, expressed	LOC_Os11g26860.1	" no descriptionweakly similar to ( 187)AT4G13930| Symbols: SHM4 | SHM4 (SERINE HYDROXYMETHYLTRANSFERASE 4); glycine hydroxymethyltransferase | chr4:8048008-8050016 REVERSEvery weakly similar to (97.4)GLYM_PEASerine hydroxymethyltransferase, mitochondrial precursor - Pisum sativum (Garden pea)not assigned SHMT GlyA glyA "	PS.photorespiration.serine hydroxymethyltransferase	1_2_5

CUST_20968_PI403524517	2	-6.484985E-5	0.77642155	0.10375166	6.532669E-5	-0.13402557	-0.54171467	35_6085	"Cluster: OSJNBb0116K07.13 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: OSJNBb0116K07.13 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7F8X9	CHR4V7|COORD:4070867..4072081| leucine-rich repeat family protein / extensin family protein	AT4G06744.1	CHR04V5|COORD:24998755..25000637|protein protein binding protein, putative, expressed	LOC_Os04g42620.1	no descriptionweakly similar to ( 162)AT4G06744| Symbols:  | leucine-rich repeat family protein / extensin family protein | chr4:4070867-4072081 REVERSEnot assigned not assigned PRK12323	cell wall.cell wall proteins.LRR	10_5_3

CUST_146405_PI403524517	2	0.38311958	0.008221149	0.014826775	-0.029750347	-0.059874058	-0.008220673	35_40984	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_47638_PI403524517	2	0.050448418	-0.6433649	-0.20927048	0.0114450455	0.07559776	-0.0114450455	35_13633	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_32486_PI403524517	2	-0.16445541	0.29423714	0.16445446	-0.28281498	-0.23588085	0.24028015	35_9367	Rep: OSIGBa0158F05.1 protein - Oryza sativa (Rice)	UniRef90_Q01KG9	"CHR4V7|COORD:17937071..17938204| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G20740.1); similar to H0409D10.8 [Oryza sativa (indica"	AT4G38260.1	CHR04V5|COORD:28068989..28073178|protein Ser/Thr-rich protein T10 in DGCR region, putative, expressed	LOC_Os04g47680.1	"no descriptionweakly similar to ( 128)AT4G38260| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G20740.1); similar to H0409D10.8 [Oryza sativa (indica cultivar-group)] (GB:CAH66750.1); similar to Os09g0323500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001062871.1); contains InterPro domain Protein of unknown function DUF833; (InterPro:IPR008551) | chr4:17937071-17938204 REVERSEnot assigned DUF833 COG3332"	not assigned.unknown	35_2

CUST_138569_PI403524517	2	-0.06097412	0.09143448	0.11221695	-0.15408325	0.060975075	-0.24009609	35_38868	"Cluster: Putative NADPH-dependent retinol dehydrogenase/reductase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative NADPH-dependent retinol dehydrogena"	UniRef90_Q6K447	CHR4V7|COORD:2816459..2818071| short-chain dehydrogenase/reductase (SDR) family protein	AT4G05530.1	CHR09V5|COORD:2516277..2511441|protein dehydrogenase/reductase SDR family member 2, putative, expressed	LOC_Os09g04730.2	no descriptionweakly similar to ( 169)AT4G05530| Symbols:  | short-chain dehydrogenase/reductase (SDR) family protein | chr4:2816459-2818071 FORWARDvery weakly similar to (55.5)GRDH_DAUCAGlucose and ribitol dehydrogenase - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned FabG fabG PRK07035 fabG fabG fabG PRK07479 fabG PRK12829 PRK09135 PRK08213 PRK12826 PRK06484 PRK06200 PRK07067 fabG PRK07890 PRK12939 PRK06122 COG4221 PRK08324 PRK06128 PRK12937 PRK06935 PRK08993 PRK06500 PRK06124 PRK08945 PRK05717 DltE PRK12429 PRK07825 PRK07856 PRK07814 PRK06841 PRK05875 PRK12828 PRK12481 PRK12827 PRK06346 PRK06113 PRK06198 PRK08643 PRK07478 PRK12824 PRK06172 PRK12743 PRK06171 fabG PRK08263 PRK06179 PRK07576 PRK07774 PRK07063 PRK06180 PRK07454 PRK08063 PRK08267 PRK08589 fabG fabG PRK08277 PRK07985 PRK12748 PRK08265 PRK05867 PRK12747 PRK07326 PRK08226 PRK05650 PRK07041 PRK12742 PRK09242 PRK07633 PRK06181 PRK09134 PRK07060 PRK12746 fabG PRK08220 PRK06398 fabG PRK06138 PRK12936 fabG PRK12745 PRK05876 PRK06949 PRK06482 PRK06523 PRK07069 fabG fabG adh_short PRK06947 PRK06114 PRK08264 PRK12935 PRK06701 PRK08278	misc.short chain dehydrogenase/reductase (SDR)	26_22

CUST_164477_PI403524517	2	0.010435104	0.31055737	0.38878536	-0.6307125	-0.010435581	-0.5024705	35_45846	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_11765_PI403524517	2	-0.031038761	-0.3768325	-0.2280035	0.5066862	0.26273108	0.031039238	35_3346	Rep: OSIGBa0115K01-H0319F09.10 protein - Oryza sativa (Rice)	UniRef90_Q01HP2	CHR1|COORD:27594477..27598803| expressed protein	AT1G73390.3	CHR04V5|COORD:26144847..26149295|protein expressed protein	LOC_Os04g44530.5	"no descriptionhighly similar to ( 517)AT1G73390| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G17940.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD23062.1); contains domain PCD6 INTERACTING PROTEIN-RELATED (PTHR23030) | chr1:27594740-27597809 REVERSEBRO1"	not assigned.unknown	35_2

CUST_1337_PI404877155	2	-0.078624725	-0.0802269	-0.014687538	0.0146865845	0.09769249	0.1474123	Contig11440_s_at	putative ubiquitin-activating enzyme (alternative splicing product) [Oryza sativa (japonica cultivar-group)]	AAO65878.1	auxin-resistance protein AXR1 (AXR1)	At1g05180.1	protein putative ubiquitin-activating enzyme (alternative splicing product)	Os03g60550	"AUXIN RESISTANT 1;AUXIN RESISTANT PROTEIN 1;auxin-resistance protein AXR1 (AXR1), identical to SP:P42744 Auxin-resistance protein AXR1 {Arabidopsis thaliana}; contains Pfam profile PF00899: ThiF family; identical to cDNA  ubiquitin activating enzyme E1-re"	hormone metabolism.auxin.signal transduction	17_2_2

CUST_1373_PI404877155	2	-0.5665045	0.08365631	0.6201372	-0.4303999	-0.083657265	0.09423542	Contig11487_at	DnaJ protein, putative [Arabidopsis thaliana]	AAM63624.1	DNAJ heat shock N-terminal domain-containing protein	At1g56300.1	protein Similar to DnaJ protein, putative	Os03g18870	NONE	stress.abiotic.heat	20_2_1

CUST_12256_PI404877155	2	-1.5637932	-1.4818382	2.685214	1.4818382	1.8822556	-1.5722961	Contig5994_s_at	Arginine decarboxylase (ARGDC) (ADC) pir||S12265 arginine decarboxylase (EC 4.1.1.19) - oat emb|CAA40137.1| arginine decarboxylase [Avena sa	P22220	arginine decarboxylase 1 (SPE1) (ARGDC)	At2g16500.1	protein arginine decarboxylase	Os04g01690	NONE	amino acid metabolism.degradation.glutamate family.arginine	13_2_2_3

CUST_19719_PI403524517	2	0.11769295	0.09983826	0.08540058	-0.08540058	-0.37999964	-0.25251627	35_5713	"Cluster: Aspartate kinase-homoserine dehydrogenase precursor; n=2; Oryza sativa|Rep: Aspartate kinase-homoserine dehydrogenase precursor - Oryza sativa (Rice)"	UniRef90_P93402	CHR4V7|COORD:10725239..10729546| AK-HSDH/AK-HSDH II	AT4G19710.2	CHR09V5|COORD:7008516..6994049|protein bifunctional aspartokinase/homoserine dehydrogenase 2, chloroplast precursor, putative, expressed	LOC_Os09g12290.1	 no descriptionvery weakly similar to (61.6)AT4G19710| Symbols: AK-HSDH II, AK-HSDH | AK-HSDH/AK-HSDH II | chr4:10725239-10729546 FORWARDweakly similar to ( 110)AKH2_MAIZEBifunctional aspartokinase/homoserine dehydrogenase 2, chloroplast precursor - Zea mays (Maize)	amino acid metabolism.synthesis.aspartate family.misc.homoserine.aspartate kinase	13_1_3_6_1_1

CUST_1715_PI403524517	2	-1.6654434	-0.26559258	0.26559258	0.393816	0.41161346	-1.0875273	35_452	"Cluster: Leaf-specific thionin precursor [Contains: Leaf-specific thionin; Acidic protein]; n=3; Hordeum vulgare|Rep: Leaf-specific thionin precursor [Contains:"	UniRef90_P09617	CHR1V7|COORD:24609539..24610136| thionin, putative	AT1G66100.1	CHR06V5|COORD:18467120..18465978|protein thionin precursor, putative, expressed	LOC_Os06g31800.1	" no descriptionvery weakly similar to (72.4)AT1G66100| Symbols:  | thionin, putative | chr1:24609539-24610136 REVERSEmoderately similar to ( 265)THN7_HORVUThionin BTH7 precursor [Contains: Thionin BTH7; Acidic protein] - Hordeum vulgare (Barley)Thionin "	stress.biotic	20_1

CUST_1655_PI403524517	2	0.088624	-0.20421124	-0.029017448	0.017334938	-0.001961708	0.0019607544	35_437	"Cluster: Putative 40S ribosomal protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative 40S ribosomal protein - Oryza sativa (japonica"	UniRef90_Q8H3I3	"CHR1V7|COORD:27246810..27248504| P40 (40S ribosomal protein SA); structural constituent of ribosome"	AT1G72370.2	CHR03V5|COORD:4318065..4315778|protein 40S ribosomal protein SA, putative, expressed	LOC_Os03g08440.1	" no descriptionmoderately similar to ( 399)AT1G72370| Symbols: AP40, RP40, RPSAA, P40 | P40 (40S ribosomal protein SA); structural constituent of ribosome | chr1:27246810-27248504 REVERSEmoderately similar to ( 424)RSSA_SOYBN40S ribosomal protein SA - Glycine max (Soybean)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Ribosomal_S2 rps2P RpsB rpsB rps2 HPC2 Herpes_BLLF1 PRK12323 Atrophin-1 PRK07764 Tymo_45kd_70kd APC_basic "	protein.synthesis.misc ribososomal protein	29_2_2

CUST_84414_PI403524517	2	0.06841183	-0.5708761	-0.05132866	-0.018000603	0.10487366	0.018000603	35_24187	"Cluster: Putative CTV.22; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative CTV.22 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7EZK6	"CHR1V7|COORD:5430441..5435916| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G10440.1); similar to Globin-like [Medicago truncatula]"	AT1G15780.1	CHR08V5|COORD:28172498..28162228|protein expressed protein	LOC_Os08g45080.1	"no descriptionvery weakly similar to (95.9)AT1G15780| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G10440.1); similar to Globin-like [Medicago truncatula] (GB:ABE79971.1); similar to Os08g0564800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001062533.1); similar to CTV.22 [Poncirus trifoliata] (GB:AAN62354.1); contains domain no description (G3D.1.10.246.20); contains domain Kix domain of CBP (creb binding protein) (SSF47040) | chr1:5430441-5435916 REVERSE"	not assigned.unknown	35_2

CUST_112933_PI403524517	2	0.2478714	0.0047459602	0.09220123	-0.11997366	-0.0047454834	-0.1440382	35_32055	Rep: Hypothetical protein - Aurantimonas sp. SI85-9A1	UniRef90_Q1YIY5	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	CHR09V5|COORD:1254785..1256020|protein PE-PGRS family protein, putative, expressed	LOC_Os09g02770.1	no description	not assigned.unknown	35_2

CUST_89394_PI403524517	2	0.31878662	0.6643529	-0.05319214	0.05319214	-0.08509779	-0.65326405	35_25572	"Cluster: P0497A05.3 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: P0497A05.3 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8LIW8	CHR5V7|COORD:25366269..25370125| tetratricopeptide repeat (TPR)-containing protein	AT5G63200.1	CHR01V5|COORD:39800687..39794145|protein TPR Domain containing protein, expressed	LOC_Os01g67920.1	no descriptionweakly similar to ( 134)AT5G63200| Symbols:  | tetratricopeptide repeat (TPR)-containing protein | chr5:25366269-25370125 FORWARD	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_136952_PI403524517	2	0.05221939	-0.09609032	-0.15921116	0.1242466	0.11125946	-0.05221939	35_38405	"Cluster: Os02g0122200 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0122200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E4F0	CHR2V7|COORD:9139721..9143316| enhanced disease susceptibility protein, putative / salicylic acid induction deficient protein, putative	AT2G21340.1	CHR02V5|COORD:1173549..1166107|protein enhanced disease susceptibility 5, putative, expressed	LOC_Os02g02980.1	 no descriptionmoderately similar to ( 234)AT2G21340| Symbols:  | enhanced disease susceptibility protein, putative / salicylic acid induction deficient protein, putative | chr2:9139721-9143316 FORWARDnot assigned NorM 	stress.biotic	20_1

CUST_87582_PI403524517	2	-0.024466038	0.024466038	-0.2958207	0.17682695	-0.59829855	0.066625595	35_25071	"Cluster: Putative UDP-glucose glucosyltransferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative UDP-glucose glucosyltransferase - Oryza sativa (jap"	UniRef90_Q5Z6K2	CHR5V7|COORD:4805890..4807762| transferase, transferring glycosyl groups	AT5G14860.1	CHR06V5|COORD:9099744..9101307|protein cytokinin-O-glucosyltransferase 3, putative, expressed	LOC_Os06g16000.1	 no descriptionweakly similar to ( 179)AT5G14860| Symbols:  | transferase, transferring glycosyl groups | chr5:4805890-4807762 FORWARDvery weakly similar to (58.5)UFOG_PETHYAnthocyanidin 3-O-glucosyltransferase - Petunia hybrida (Petunia)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07003 DUF566 Tymo_45kd_70kd APC_basic 	misc.UDP glucosyl and glucoronyl transferases	26_2

CUST_117381_PI403524517	2	0.022688866	0.024225235	-0.02268982	-0.09454441	0.04214096	-0.046243668	35_33262	"Cluster: Peptidylprolyl isomerase, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Peptidylprolyl isomerase, putative, expressed - Oryza s"	UniRef90_Q10QD1	CHR5V7|COORD:26958486..26961104| peptidyl-prolyl cis-trans isomerase cyclophilin-type family protein	AT5G67530.1	CHR03V5|COORD:5280510..5276449|protein peptidylprolyl isomerase like, putative, expressed	LOC_Os03g10400.3	no description	not assigned.unknown	35_2

CUST_434_PI399408534	2	0.022734642	0.044133186	-0.23651361	-0.022735119	0.10529232	-0.9425173	35_2671	"Cluster: Splicing factor 4-like protein; n=1; Arabidopsis thaliana|Rep: Splicing factor 4-like protein - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q94C11	CHR3V7|COORD:19340221..19342716| SWAP (Suppressor-of-White-APricot)/surp domain-containing protein / D111/G-patch domain-containing protein	AT3G52120.1	CHR09V5|COORD:6015388..6019396|protein gamma response I protein, putative, expressed	LOC_Os09g10930.3	no descriptionweakly similar to ( 146)AT3G52120| Symbols:  | SWAP (Suppressor-of-White-APricot)/surp domain-containing protein / D111/G-patch domain-containing protein | chr3:19340221-19342716 FORWARDnot assigned SWAP Surp	RNA.processing.splicing	27_1_1

CUST_108066_PI403524517	2	0.4426298	-0.061531067	0.004907131	-0.004907131	0.34579945	-0.0058426857	35_30746	"Cluster: Glyceraldehyde-3-phosphate dehydrogenase, cytosolic 1; n=9; Poaceae|Rep: Glyceraldehyde-3-phosphate dehydrogenase, cytosolic 1 -"	UniRef90_P08735	"CHR1V7|COORD:4608462..4610491| GAPC-2; glyceraldehyde-3-phosphate dehydrogenase"	AT1G13440.1	CHR08V5|COORD:1518951..1522883|protein glyceraldehyde-3-phosphate dehydrogenase, cytosolic, putative, expressed	LOC_Os08g03290.5	 no descriptionweakly similar to ( 172)AT1G13440| Symbols: GAPC-2 | GAPC-2 | chr1:4608462-4610491 REVERSEweakly similar to ( 190)G3PX_HORVUGlyceraldehyde-3-phosphate dehydrogenase, cytosolic - Hordeum vulgare (Barley)not assigned Gp_dh_N GapA PRK07729 PRK08955 PRK07403 	glycolysis.glyceraldehyde 3-phosphate dehydrogenase	4_9

CUST_96761_PI403524517	2	0.19326591	0.10281086	0.07888222	-0.28650188	-0.09736061	-0.078881264	35_27637	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_9595_PI399408534	2	-0.03635311	0.123147964	0.29551315	-0.1721611	0.036354065	-0.19629192	35_47366	"Cluster: Os03g0578900 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os03g0578900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DQM8	"CHR2V7|COORD:13789496..13791440| AtM1/AtMYB101/MYB101 (myb domain protein 101); DNA binding / transcription factor"	AT2G32460.1	CHR03V5|COORD:21167479..21170431|protein myb-like DNA-binding domain containing protein, expressed	LOC_Os03g38210.1	 no descriptionmoderately similar to ( 209)AT2G32460| Symbols: MYB101, AtM1, AtMYB101 | AtM1/AtMYB101/MYB101 (myb domain protein 101) | chr2:13789496-13791436 REVERSEmoderately similar to ( 206)GAM1_ORYSAnot assigned not assigned REB1 Myb_DNA-binding SANT SANT PRK12323 	RNA.regulation of transcription.MYB domain transcription factor family	27_3_25

CUST_34446_PI403524517	2	0.041866302	-0.29747486	0.019451141	-0.019451141	0.12126827	-0.047771454	35_9934	"Cluster: Putative nucleolar protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative nucleolar protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7F1D1	CHR1V7|COORD:2007659..2011823| NOL1/NOP2/sun family protein	AT1G06560.1	CHR08V5|COORD:16827150..16813642|protein RNA binding protein, putative, expressed	LOC_Os08g27824.1	no descriptionmoderately similar to ( 426)AT1G06560| Symbols:  | NOL1/NOP2/sun family protein | chr1:2007659-2011823 FORWARDnot assigned not assigned not assigned Sun yebU Nol1_Nop2_Fmu PRK10901	not assigned.no ontology	35_1

CUST_101320_PI403524517	2	0.024324417	0.596261	0.37528706	-0.038227558	-0.024324417	-0.829257	35_28916	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_65789_PI403524517	2	0.06316376	-0.4101715	-0.08836365	0.108820915	0.0034036636	-0.00340271	35_18791	"Cluster: Os02g0181900 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0181900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E3C8	"CHR2V7|COORD:10704956..10709077| CLPB-M/CLPB4/HSP98.7 (HEAT SHOCK PROTEIN 98.7); ATP binding / ATPase"	AT2G25140.1	CHR02V5|COORD:4572910..4567614|protein chaperone clpB 1, putative, expressed	LOC_Os02g08490.1	" no descriptionhighly similar to ( 567)AT2G25140| Symbols: HSP98.7, CLPB-M, CLPB4 | CLPB-M/CLPB4/HSP98.7 (HEAT SHOCK PROTEIN 98.7); ATP binding / ATPase | chr2:10704956-10709077 REVERSEmoderately similar to ( 360)CLPC_PEAATP-dependent Clp protease ATP-binding subunit clpC homolog, chloroplast precursor - Pisum sativum (Garden pea)not assigned not assigned clpA PRK10865 clpC AAA_2 clpA AAA Torsin COG0714 AAA_5 "	protein.degradation.serine protease	29_5_5

CUST_26575_PI403524517	2	0.17845678	-0.31554842	0.17908669	-0.024528027	0.024528027	-0.18854475	35_7698	Rep: B0616E02-H0507E05.8 protein - Oryza sativa (Rice)	UniRef90_Q01HW4	CHR2V7|COORD:18803074..18804163| oxidoreductase family protein	AT2G45630.2	CHR04V5|COORD:391497..395875|protein glyoxylate reductase, putative, expressed	LOC_Os04g01600.2	no descriptionvery weakly similar to (80.1)AT2G45630| Symbols:  | oxidoreductase family protein | chr2:18803074-18804163 FORWARDnot assigned 2-Hacid_dh LdhA SerA 2-Hacid_dh_C	amino acid metabolism.degradation.serine-glycine-cysteine group.glycine	13_2_5_2

CUST_74326_PI403524517	2	6.3323975E-4	-6.341934E-4	-0.16378593	-0.057624817	0.026818275	0.02904892	35_21313	"Cluster: Hypothetical protein P0490F09.11; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0490F09.11 - Oryza sativa (japonica"	UniRef90_Q69XH8	"CHR5V7|COORD:20515923..20518837| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G22795.1); similar to Os11g0129800 [Oryza sativa (japonica"	AT5G50350.1	CHR06V5|COORD:24286960..24291743|protein expressed protein	LOC_Os06g40740.1	"no descriptionvery weakly similar to (84.3)AT5G50350| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G22795.1); similar to Os11g0129800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001065647.1); similar to PREDICTED: hypothetical protein [Rattus norve (GB:XP_001078830.1); similar to Os06g0609800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001058048.1) | chr5:20515923-20518837 REVERSE"	not assigned.unknown	35_2

CUST_6454_PI399408534	2	-0.00157547	0.1922245	0.044160843	-0.14725685	0.0015745163	-0.16979885	35_9497	"Cluster: MYND finger family protein, expressed; n=5; Oryza sativa (japonica cultivar-group)|Rep: MYND finger family protein, expressed - Oryza sativa (japonica"	UniRef90_Q10E92	"CHR2V7|COORD:7780502..7783757| SDG37 (SET DOMAIN GROUP 37); zinc ion binding"	AT2G17900.1	CHR03V5|COORD:28261443..28257514|protein histone-lysine N-methyltransferase ASHR1, putative, expressed	LOC_Os03g49730.2	"no descriptionweakly similar to ( 130)AT2G17900| Symbols: SDG37 | SDG37 (SET DOMAIN GROUP 37); zinc ion binding | chr2:7780502-7783757 REVERSE"	RNA.regulation of transcription.SET-domain transcriptional regulator family	27_3_69

CUST_106024_PI403524517	2	-0.053052902	0.14719486	-0.037570953	0.037570953	-0.35993576	0.13988876	35_30184	0	0	"CHR2V7|COORD:18116379..18118664| IQD14; calmodulin binding"	AT2G43680.2	CHR04V5|COORD:24705559..24701241|protein peroxidase 18 precursor, putative, expressed	LOC_Os04g42100.1	no description	not assigned.unknown	35_2

CUST_58189_PI403524517	2	0.16438389	-0.25575447	-0.044528008	0.043442726	0.07243824	-0.043442726	35_16592	"Cluster: Os01g0166700 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os01g0166700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JQE7	CHR3V7|COORD:19197949..19199415| saposin B domain-containing protein	AT3G51730.1	CHR01V5|COORD:3418826..3422361|protein saposin-like type B, region 1 family protein, expressed	LOC_Os01g07250.1	no descriptionweakly similar to ( 162)AT3G51730| Symbols:  | saposin B domain-containing protein | chr3:19197949-19199415 FORWARDnot assigned SapB	not assigned.no ontology	35_1

CUST_25461_PI403524517	2	0.43733168	0.26377487	0.037243366	-0.037243843	-0.08055401	-0.8064294	35_7379	Rep: CsAtPR5 - Aegilops tauschii (Tausch's goatgrass) (Aegilops squarrosa)	UniRef90_Q8LK50	0	0	CHR04V5|COORD:35064131..35067101|protein csAtPR5, putative	LOC_Os04g59360.1	no description	not assigned.unknown	35_2

CUST_48566_PI403524517	2	0.10070276	-0.92703104	0.19602394	0.0149412155	-0.049399376	-0.0149412155	35_13872	"Cluster: Ubiquitin/ribosomal protein S27 fusion protein; n=1; Pectinaria gouldii|Rep: Ubiquitin/ribosomal protein S27 fusion protein - Pectinaria gouldii (Trump"	UniRef90_Q0ZD85	"CHR2V7|COORD:19351771..19352244| UBQ6 (ubiquitin 6); protein binding"	AT2G47110.1	CHR01V5|COORD:12628890..12627996|protein 40S ribosomal protein S27a, putative, expressed	LOC_Os01g22490.1	"no descriptionmoderately similar to ( 220)AT2G47110| Symbols: UBQ6 | UBQ6 (ubiquitin 6); protein binding | chr2:19351771-19352244 FORWARDweakly similar to ( 144)UBIQ_WHEATUbiquitin - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Ubiquitin ubiquitin UBQ Nedd8 UBL Ribosomal_S27 AN1_N RAD23_N RPS31 Scythe_N UBQ parkin_N Fubi SF3a120_C PRK07003 GDX_N PRK00432 NIRF_N PRK12323 ISG15_repeat2 PRK07764 Herpes_BLLF1 UBI4 AF-4 HPC2 DUF566 hPLIC_N"	protein.degradation.ubiquitin.ubiquitin	29_5_11_1

CUST_22042_PI403524517	2	-0.14235401	0.16700363	0.14235449	-0.18040848	0.31936312	-0.53296185	35_6404	"Cluster: Hypothetical protein P0437H03.118; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0437H03.118 - Oryza sativa (japonica cultivar"	UniRef90_Q7F8S3	"CHR1V7|COORD:7346228..7346860| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G76600.1); similar to TMV response-related gene product [Nicotiana"	AT1G21010.1	CHR02V5|COORD:5195287..5193974|protein TMV response-related gene product, putative, expressed	LOC_Os02g09990.1	"no descriptionvery weakly similar to (76.3)AT1G21010| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G76600.1); similar to TMV response-related gene product [Nicotiana tabacum] (GB:BAB41200.1) | chr1:7346228-7346860 FORWARDnot assigned not assigned not assigned PRK07003 PRK12323 PRK07764 PRK12678"	not assigned.unknown	35_2

CUST_96355_PI403524517	2	0.30780602	-0.18494129	-0.022050858	0.013671875	0.13912296	-0.013671875	35_27522	"Cluster: Hypothetical protein; n=1; Anaeromyxobacter sp. Fw109-5|Rep: Hypothetical protein - Anaeromyxobacter sp. Fw109-5"	UniRef90_A1HY15	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	CHR03V5|COORD:15765275..15767372|protein transposon protein, putative, CACTA, En/Spm sub-class	LOC_Os03g27520.1	no descriptionnot assigned PRK07003 DUF1509 Tymo_45kd_70kd PRK12678 PRK12323	not assigned.unknown	35_2

CUST_22253_PI403524517	2	0.17226505	-0.035181046	-0.11356926	0.035181046	-0.08506489	0.15641594	35_6465	Rep: OSIGBa0139P06.9 protein - Oryza sativa (Rice)	UniRef90_Q01JN9	CHR4V7|COORD:307815..310298| dehydration-responsive protein-related	AT4G00740.1	CHR04V5|COORD:28430354..28426692|protein methyltransferase family protein, putative, expressed	LOC_Os04g48140.1	no descriptionmoderately similar to ( 358)AT4G00740| Symbols:  | dehydration-responsive protein-related | chr4:307815-310298 REVERSEDUF248	stress.abiotic.drought/salt	20_2_3

CUST_112653_PI403524517	2	-0.0019421577	0.03033781	0.0019416809	0.14824867	-0.0648489	-0.19594955	35_31975	"Cluster: Hypothetical protein OJ1076_H08.4; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1076_H08.4 - Oryza sativa (japonica cultivar"	UniRef90_Q6I5X0	CHR4V7|COORD:461858..463300| UDP-glucoronosyl/UDP-glucosyl transferase family protein	AT4G01070.1	CHR05V5|COORD:7131656..7133257|protein hydroquinone glucosyltransferase, putative, expressed	LOC_Os05g12450.1	no description	not assigned.unknown	35_2

CUST_75876_PI403524517	2	0.059928417	0.62102747	0.1324296	-0.059928417	-0.08615637	-0.6375952	35_21749	"Cluster: OSJNBa0036E02.28 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0036E02.28 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q9FTP2	CHR1V7|COORD:2689113..2689884| plastocyanin-like domain-containing protein	AT1G08500.1	CHR01V5|COORD:10047087..10045042|protein blue copper protein precursor, putative, expressed	LOC_Os01g17470.1	no descriptionweakly similar to ( 106)AT1G08500| Symbols:  | plastocyanin-like domain-containing protein | chr1:2689113-2689884 FORWARDCu_bind_like	misc.plastocyanin-like	26_19

CUST_81362_PI403524517	2	-0.0028762817	-0.024705887	0.014884949	0.002875328	0.024456024	-0.08782196	35_23337	"Cluster: Os05g0389000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0389000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DIH8	0	0	CHR05V5|COORD:18729277..18734545|protein AP2 domain transcription factor, putative, expressed	LOC_Os05g32270.2	no description	not assigned.unknown	35_2

CUST_16851_PI399408534	2	-0.19326115	-0.019598007	0.34766102	0.019598007	0.38317585	-0.12022495	35_36806	"Cluster: Putative flavonol synthase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative flavonol synthase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z244	CHR2V7|COORD:15387009..15389066| oxidoreductase, 2OG-Fe(II) oxygenase family protein	AT2G36690.1	CHR08V5|COORD:23594404..23590769|protein flavonol synthase/flavanone 3-hydroxylase, putative, expressed	LOC_Os08g37456.2	 no descriptionvery weakly similar to (81.3)AT1G17010| Symbols:  | oxidoreductase, 2OG-Fe(II) oxygenase family protein | chr1:5817660-5819176 FORWARDvery weakly similar to (76.3)LDOX_MAIZELeucoanthocyanidin dioxygenase - Zea mays (Maize)not assigned PcbC 2OG-FeII_Oxy 	hormone metabolism.ethylene.synthesis-degradation	17_5_1

CUST_103958_PI403524517	2	-0.06981754	0.72264767	0.3332095	-0.4380622	0.06981754	-0.16378689	35_29634	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_251_PI404877155	2	0.2698202	0.6252661	-0.017864227	0.017864704	-0.22290325	-0.24805784	Contig1013_s_at	Ribulose bisphosphate carboxylase/oxygenase activase A, chloroplast precursor (RuBisCO activase A) (RA A) pir||T06176 ribulose-bisphosphate	Q40073	ribulose bisphosphate carboxylase/oxygenase activase / RuBisCO activase	At2g39730.1	protein ATPase, AAA family, putative	Os11g47970	"RUBISCO ACTIVASE;ribulose bisphosphate carboxylase/oxygenase activase / RuBisCO activase, identical to SWISS-PROT:P10896 ribulose bisphosphate carboxylase/oxygenase activase, chloroplast precursor (RuBisCO activase, RA)(Arabidopsis thaliana) or  ribulose"	PS.calvin cyle.rubisco interacting	1_03_13

CUST_24012_PI399408534	2	-0.42339277	0.4891262	0.282979	0.73198605	-0.37012577	-0.2829795	35_37017	"Cluster: Putative 2-oxoglutarate-dependent oxygenase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative 2-oxoglutarate-dependent oxygenase - Oryza sativ"	UniRef90_Q8GSY5	CHR1V7|COORD:1177141..1178383| 2-oxoglutarate-dependent dioxygenase, putative	AT1G04380.1	CHR01V5|COORD:19835259..19832158|protein desacetoxyvindoline 4-hydroxylase, putative, expressed	LOC_Os01g35230.1	 no descriptionvery weakly similar to (63.9)AT1G04380| Symbols:  | 2-oxoglutarate-dependent dioxygenase, putative | chr1:1177141-1178383 REVERSEnot assigned 	hormone metabolism.ethylene.synthesis-degradation	17_5_1

CUST_36727_PI403524517	2	0.118587494	0.114852905	-0.034981728	-0.29533958	-0.70427704	0.034980774	35_10584	"Cluster: Prefoldin; t-snare; Protein kinase PKN/PRK1, effector; n=1; Medicago truncatula|Rep: Prefoldin; t-snare; Protein kinase PKN/PRK1, effector - Medicago"	UniRef90_Q1T3X4	CHR1V7|COORD:8666060..8672346| myosin-related	AT1G24460.1	CHR02V5|COORD:23259034..23266080|protein expressed protein	LOC_Os02g38480.1	no descriptionvery weakly similar to (69.3)AT1G24460| Symbols:  | myosin-related | chr1:8666060-8672346 FORWARD	cell.organisation	31_1

CUST_78366_PI403524517	2	0.094184875	0.36264944	0.06365824	-0.06365824	-0.21365404	-0.13624144	35_22466	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_10159_PI399408534	2	0.1854229	-0.094480515	0.023729324	0.11191273	-0.21161175	-0.023729324	35_1818	Rep: 12-oxo-phytodienoic acid reductase - Zea mays (Maize)	UniRef90_Q49HE0	"CHR1V7|COORD:28783870..28785249| OPR2 (12-oxophytodienoate reductase 2); 12-oxophytodienoate reductase"	AT1G76690.1	CHR06V5|COORD:5895353..5893725|protein 12-oxophytodienoate reductase 2, putative, expressed	LOC_Os06g11240.1	"no descriptionhighly similar to ( 571)AT1G76690| Symbols: OPR2 | OPR2 (12-oxophytodienoate reductase 2); 12-oxophytodienoate reductase | chr1:28783870-28785249 FORWARDnot assigned OYE_like_FMN PRK10605 NemA Oxidored_FMN OYE_like_FMN_family OYE_YqiM_FMN OYE_like_5_FMN OYE_like_4_FMN OYE_like_3_FMN PRK08255 DCR_FMN OYE_like_2_FMN ER_like_FMN TMADH_HD_FMN"	hormone metabolism.jasmonate.synthesis-degradation.12-Oxo-PDA-reductase	17_7_1_5

CUST_17360_PI403524517	2	0.30862808	0.085124016	-0.07423401	-0.051743507	-0.027051926	0.027050972	35_5014	"Cluster: Os07g0110400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0110400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D927	CHR5V7|COORD:5047890..5057414| binding	AT5G15540.1	0	0	no descriptionvery weakly similar to (80.1)AT5G15540| Symbols:  | binding | chr5:5047890-5057414 REVERSEnot assigned	not assigned.no ontology	35_1

CUST_61044_PI403524517	2	0.18986034	-0.041311264	1.0967255E-4	-0.042359352	-1.0967255E-4	0.091358185	35_17409	"Cluster: Putative synovial sarcoma, X breakpoint 2 interacting protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative synovial sarcoma, X"	UniRef90_Q6Z0V1	"CHR5|COORD:23282130..23285030| similar to expressed protein [Arabidopsis thaliana] (TAIR:At2g18876.1); similar to unnamed protein product [Tetraodon"	AT5G57410.2	CHR08V5|COORD:8680169..8674497|protein expressed protein	LOC_Os08g14460.2	"no descriptionvery weakly similar to (79.0)AT5G57410| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G18876.1); similar to hypothetical protein MtrDRAFT_AC135801g19v1 [Medicago truncatula] (GB:ABE82185.1); contains domain no description (G3D.1.20.5.170); contains domain SUBFAMILY NOT NAMED (PTHR21736:SF5); contains domain Cytochromes (SSF47175); contains domain FAMILY NOT NAMED (PTHR21736) | chr5:23282328-23284575 REVERSE"	not assigned.unknown	35_2

CUST_134118_PI403524517	2	-9.3078613E-4	-0.5686779	-0.057066917	0.20161057	9.317398E-4	0.2382927	35_37638	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_14092_PI403524517	2	-0.08124924	0.1497612	-0.029849052	-0.11337471	0.029850006	0.046995163	35_4042	"Cluster: Translation initiation factor eIF-2B delta subunit, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Translation initiation factor"	UniRef90_Q10G37	CHR5V7|COORD:15485250..15487904| eukaryotic translation initiation factor 2B family protein / eIF-2B family protein	AT5G38640.1	CHR03V5|COORD:24865275..24859784|protein translation initiation factor eIF-2B delta subunit, putative, expressed	LOC_Os03g44310.1	no descriptionhighly similar to ( 650)AT5G38640| Symbols:  | eukaryotic translation initiation factor 2B family protein / eIF-2B family protein | chr5:15485250-15487904 REVERSEnot assigned not assigned not assigned not assigned IF-2B GCD2 PRK08535 COG0182 PRK05772 PRK08335 PRK06036 PRK06844 mtnA PRK06372 PRK06371 PRK08334 PRK07003	protein.synthesis.initiation	29_2_3

CUST_56609_PI403524517	2	-0.05066681	-0.24593544	0.054252625	0.008441925	-0.008441925	0.10890007	35_16117	"Cluster: Fumarate hydratase 1, mitochondrial, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Fumarate hydratase 1, mitochondrial, putativ"	UniRef90_Q10LR5	"CHR2V7|COORD:19505684..19509090| FUM1 (FUMARASE 1); fumarate hydratase"	AT2G47510.1	CHR03V5|COORD:12531024..12524813|protein fumarate hydratase 1, mitochondrial precursor, putative, expressed	LOC_Os03g21950.1	no descriptionhighly similar to ( 801)AT2G47510| Symbols: FUM1 | FUM1 (FUMARASE 1) | chr2:19505684-19509090 FORWARDnot assigned not assigned fumC Fumarase_classII FumC Aspartatase_like aspA PRK12425 Aspartatase AspA Lyase_1 Lyase_I Lyase_I_like Adenylsuccinate_lyase_like PurB pCLME Adenylsuccinate_lyase_1 PRK08540 PRK06390 Argininosuccinate_lyase PRK09053 ArgH PRK00855 PurB Adenylsuccinate_lyase_2 PRK07492 PRK09285 PRK05975 PRK07380 PRK04833 PRK08937	TCA / org. transformation.TCA.fumarase	8_1_8

CUST_50093_PI403524517	2	0.017448425	-0.3797922	-0.009282112	0.009281158	0.12476635	-0.120082855	35_14298	"Cluster: 40S ribosomal protein S10; n=4; Oryza sativa|Rep: 40S ribosomal protein S10 - Oryza sativa (Rice)"	UniRef90_Q9AYP4	CHR4V7|COORD:13107497..13108760| 40S ribosomal protein S10 (RPS10A)	AT4G25740.1	CHR04V5|COORD:21142236..21144827|protein 40S ribosomal protein S10, putative, expressed	LOC_Os04g35090.1	no descriptionweakly similar to ( 172)AT5G52650| Symbols:  | 40S ribosomal protein S10 (RPS10C) | chr5:21373007-21374229 REVERSEweakly similar to ( 194)RS10_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S10_plectin COG5045 Drf_FH1 Extensin_2 PRK07764 DUF1421	protein.synthesis.misc ribososomal protein	29_2_2

CUST_44858_PI403524517	2	0.15898943	0.31259108	0.059039593	-0.059039593	-0.20824051	-0.14875317	35_12862	"Cluster: Glycoside hydrolase, family 6 precursor; n=1; Acidothermus cellulolyticus 11B|Rep: Glycoside hydrolase, family 6 precursor - Acidothermus cellulolyticu"	UniRef90_A0LSH8	0	0	0	0	no description	not assigned.unknown	35_2

CUST_124769_PI403524517	2	-0.06862402	-0.12209606	0.9272609	0.06862354	0.08132076	-0.15908194	35_35161	Rep: Hypothetical protein - Medicago truncatula (Barrel medic)	UniRef90_Q1T5X1	CHR4V7|COORD:16771406..16773274| vestitone reductase-related	AT4G35250.1	CHR08V5|COORD:27567438..27562341|protein expressed protein	LOC_Os08g44000.1	no descriptionweakly similar to ( 190)AT4G35250| Symbols:  | vestitone reductase-related | chr4:16771406-16773274 REVERSE	not assigned.no ontology	35_1

CUST_36369_PI403524517	2	0.27217722	-0.25208998	-0.14250755	0.14879847	0.14250755	-0.19300413	35_10490	"Cluster: Putative carbonic anhydrase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative carbonic anhydrase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69MC9	0	0	CHR09V5|COORD:17571391..17566631|protein carbonic anhydrase, chloroplast precursor, putative, expressed	LOC_Os09g28910.1	no description	not assigned.unknown	35_2

CUST_16164_PI404877155	2	-0.024809837	-0.14249516	0.024808884	0.06990147	0.041015625	-0.040260315	EBem08_SQ002_N23_x_at	0	0	0	0	0	0	"3.1_Homeodomain   T00253 En;"	mitochondrial electron transport / ATP synthesis.NADH-DH.localisation not clear	9_1_2

CUST_83048_PI403524517	2	0.10679054	-0.07105255	-0.03188038	0.01901722	-0.01901722	0.070693016	35_23812	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_20864_PI403524517	2	0.010807037	-0.010807037	-0.39285183	0.17155457	0.13296223	-0.109490395	35_6058	"Cluster: LigA; n=1; Anaeromyxobacter sp. Fw109-5|Rep: LigA - Anaeromyxobacter sp. Fw109-5"	UniRef90_A1I403	0	0	CHR01V5|COORD:12684225..12687053|protein polygalacturonase, putative, expressed	LOC_Os01g22590.1	no description	not assigned.unknown	35_2

CUST_30345_PI403524517	2	-0.05512619	0.40353298	0.4255724	-0.023573875	0.02357483	-0.12436199	35_8760	"Cluster: Hypothetical protein OSJNBa0089K24.19; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0089K24.19 - Oryza sativa (japonica"	UniRef90_Q5VR10	"CHR5V7|COORD:6790155..6790496| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G15400.1); similar to hypothetical protein [Oryza sativa (japonica"	AT5G20100.1	CHR01V5|COORD:3815576..3814848|protein expressed protein	LOC_Os01g07890.1	"no descriptionvery weakly similar to (69.7)AT5G20100| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G15400.1); similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:BAD81575.1) | chr5:6790155-6790496 FORWARD"	not assigned.unknown	35_2

CUST_25899_PI403524517	2	-0.28148127	0.21322966	0.15638018	-0.15638018	0.24537373	-0.6526928	35_7507	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_24234_PI403524517	2	0.11034489	-0.089821815	0.056319237	-0.09654713	0.22672558	-0.056319237	35_7033	"Cluster: Os07g0477500 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os07g0477500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D6I0	"CHR5|COORD:2727822..2732888| similar to expressed protein [Arabidopsis thaliana] (TAIR:At3g28770.1); similar to LOC495149 protein [Xenopus laevis] (GB:AAH84352."	AT5G08450.3	CHR07V5|COORD:17275926..17281926|protein expressed protein	LOC_Os07g29450.1	"no descriptionmoderately similar to ( 451)AT5G08450| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G28770.1); similar to Os07g0477500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001059629.1); similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE80313.1); contains domain LCCL domain (SSF69848) | chr5:2727971-2732573 REVERSEnot assigned not assigned Rxt3"	not assigned.unknown	35_2

CUST_52926_PI403524517	2	-0.16460037	-0.6627226	-0.048275948	0.14068317	0.1241436	0.048275948	35_15071	"Cluster: Pyrophosphate--fructose 6-phosphate 1-phosphotransferase subunit beta; n=1; Ricinus communis|Rep: Pyrophosphate--fructose 6-phosphate 1-phosphotransfer"	UniRef90_Q41141	CHR1V7|COORD:4050157..4053725| pyrophosphate--fructose-6-phosphate 1-phosphotransferase beta subunit, putative / pyrophosphate-dependent	AT1G12000.1	CHR06V5|COORD:7653387..7647923|protein pyrophosphate--fructose 6-phosphate 1-phosphotransferase beta subunit, putative, expressed	LOC_Os06g13810.1	 no descriptionhighly similar to ( 888)AT1G12000| Symbols:  | pyrophosphate--fructose-6-phosphate 1-phosphotransferase beta subunit, putative / pyrophosphate-dependent 6-phosphofructose-1-kinase, putative | chr1:4050157-4053725 REVERSEhighly similar to ( 882)PFPB_RICCOPyrophosphate--fructose 6-phosphate 1-phosphotransferase subunit beta - Ricinus communis (Castor bean)not assigned not assigned not assigned Pyrophosphate_PFK PRK07085 PFK PfkA PRK03202 Bacterial_PFK PRK06830 PFK PRK06555 Eukaryotic_PFK PRK12323 	glycolysis.pyrophosphate-fructose-6-P phosphotransferase	4_5

CUST_151434_PI403524517	2	0.097307205	0.057999134	0.08831167	-0.2236476	-0.3814745	-0.05799961	35_42345	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_473_PI404877155	2	-0.040454865	0.16277504	-0.12963581	0.04045582	0.046438217	-0.06026745	Contig10376_s_at	electron transport SCO1/SenC family protein [Arabidopsis thaliana] gb|AAL49889.1| putative SCO1 protein [Arabidopsis thaliana] gb|AAM20370.1	NP_566339.1	electron transport SCO1/SenC family protein	At3g08950.1	protein SCO1 protein, putative	Os02g06480	putative SCO1 protein	mitochondrial electron transport / ATP synthesis.cytochrome c oxidase	9_7

CUST_89911_PI403524517	2	0.12401295	0.41440487	0.051582336	-0.25830078	-0.20775032	-0.051582336	35_25721	"Cluster: OSJNBa0086O06.17 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0086O06.17 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XLZ2	0	0	CHR11V5|COORD:21278734..21280743|protein hypothetical protein	LOC_Os11g36920.1	no description	not assigned.unknown	35_2

CUST_36751_PI403524517	2	0.37934685	-0.08909607	0.40585804	-0.076598644	-0.14017963	0.07659817	35_10592	"Cluster: Putative gypsy type transposon; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative gypsy type transposon - Oryza sativa (japonica cultivar-group"	UniRef90_Q6AUT1	0	0	CHR03V5|COORD:18997731..18994484|protein retrotransposon protein, putative, Ty3-gypsy subclass	LOC_Os03g33290.1	no descriptionTransposase_28	not assigned.unknown	35_2

CUST_8165_PI404877155	2	-1.0484886	-0.17831135	0.69682217	0.46237373	0.052422523	-0.052422523	Contig24087_at	xanthine/uracil permease family protein [Arabidopsis thaliana] gb|AAF01525.1| hypothetical protein [Arabidopsis thaliana]	NP_566384.1	xanthine/uracil permease family protein	At3g10960.1	protein xanthine/uracil permease family protein	Os05g26840	xanthine/uracil permease family protein, contains Pfam profile: PF00860 permease family	transport.misc	34_99

CUST_42406_PI403524517	2	0.301394	0.14875317	-0.018598557	-0.023527145	-0.3652835	0.01859808	35_12185	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_109680_PI403524517	2	0.3907814	-0.29936314	0.036370277	-0.1956873	-0.036370277	0.48568344	35_31169	Rep: WRKY transcription factor 66 - Oryza sativa (indica cultivar-group)	UniRef90_Q6IEL5	"CHR1V7|COORD:10868594..10870955| WRKY14 (WRKY DNA-binding protein 14); transcription factor"	AT1G30650.1	CHR02V5|COORD:28720914..28725064|protein OsWRKY66 - Superfamily of rice TFs having WRKY and zinc finger domains, expressed	LOC_Os02g47060.1	no description	not assigned.unknown	35_2

CUST_61577_PI403524517	2	-0.43673515	0.906178	0.1502657	0.99706507	-0.24086046	-0.1502657	35_17575	"Cluster: Kelch repeat-containing F-box-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Kelch repeat-containing F-box-like - Oryza sativa (japonica cultiv"	UniRef90_Q69UE9	CHR1V7|COORD:30246655..30247719| kelch repeat-containing F-box family protein	AT1G80440.1	CHR06V5|COORD:23366128..23367834|protein protein kinase Kelch repeat:Kelch, putative, expressed	LOC_Os06g39370.1	no descriptionmoderately similar to ( 205)AT1G80440| Symbols:  | kelch repeat-containing F-box family protein | chr1:30246655-30247719 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07764 PRK07003 Atrophin-1 PRK12323 Tymo_45kd_70kd PRK12678 PRK09169 DUF390 PRK12372 PRK05648 HPC2 APC_basic Totivirus_coat DUF1421 DUF1777 Drf_FH1	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_178749_PI403524517	2	-0.0801115	0.009775162	-0.061825752	-0.009775162	0.056048393	0.06394768	35_49716	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_167397_PI403524517	2	0.020366669	-0.3044243	-0.12208462	0.32448578	0.25711536	-0.020366669	35_46623	0	0		0	CHR05V5|COORD:19262223..19257688|protein RING zinc finger protein, putative, expressed	LOC_Os05g33000.2	no description	not assigned.unknown	35_2

CUST_39475_PI403524517	2	0.043539047	0.066122055	-0.10975838	-0.059066772	0.0062503815	-0.006251335	35_11353	"Cluster: Hypothetical protein OSJNBb0014I11.5; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0014I11.5 - Oryza sativa (japonica cu"	UniRef90_Q9AV16	CHR1V7|COORD:4157717..4158891| DNA binding / hydrolase, acting on ester bonds / nuclease/ recombinase	AT1G12244.1	CHR10V5|COORD:21474666..21472052|protein holliday junction resolvase, putative, expressed	LOC_Os10g40650.1	 no descriptionweakly similar to ( 156)AT1G12244| Symbols:  | DNA binding / hydrolase, acting on ester bonds / nuclease/ recombinase | chr1:4157717-4158891 FORWARDPRK00109 UPF0081 COG0816 	not assigned.unknown	35_2

CUST_92_PI404877155	2	0.18987751	-0.5949249	-0.046403885	0.046403885	0.123114586	-0.15212154	baak1k18_at	glyceraldehyde-3-phosphate dehydrogenase [Arabidopsis thaliana] sp|P25857|G3PB_ARATH Glyceraldehyde 3-phosphate dehydrogenase B, chloroplast	NP_174996.1	glyceraldehyde-3- phosphate dehydrogenase B, chloroplast (GAPB) / NADP-dependent glyceraldehydephosphate dehyd	At1g42970.1	protein glyceraldehyde-3-phosphate dehydrogenase, type I, putative	Os03g03720	glyceraldehyde-3-phosphate dehydrogenase	PS.calvin cyle.GAP	1_03_04

CUST_33497_PI403524517	2	0.10744095	-0.039398193	-0.073877335	0.039398193	-0.20954323	0.08207321	35_9658	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QYQ0	"CHR2V7|COORD:12916881..12918937| similar to zinc finger protein-related [Arabidopsis thaliana] (TAIR:AT5G63740.1); similar to Os12g0110300 [Oryza"	AT2G30280.1	CHR12V5|COORD:561829..558262|protein expressed protein	LOC_Os12g01940.3	"no descriptionvery weakly similar to (78.6)AT2G30280| Symbols:  | similar to zinc finger protein-related [Arabidopsis thaliana] (TAIR:AT5G63740.1); similar to Os12g0110300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001065964.1); similar to orf 48 [Ateline herpesvirus 3] (GB:NP_048021.1); similar to Os11g0110000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001065558.1) | chr2:12916881-12918937 REVERSEnot assigned"	not assigned.unknown	35_2

CUST_37359_PI403524517	2	-0.08413601	-0.09752083	-0.09112549	0.14778042	0.084135056	0.1114254	35_10762	"Cluster: Ankyrin repeat protein, chloroplast, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Ankyrin repeat protein, chloroplast, putativ"	UniRef90_Q10S45	"CHR5V7|COORD:26434651..26436460| AKRP/EMB2036 (EMBRYO DEFECTIVE 2036); protein binding"	AT5G66055.1	CHR03V5|COORD:1958678..1949407|protein ankyrin repeat protein, chloroplast precursor, putative, expressed	LOC_Os03g04300.2	" no descriptionmoderately similar to ( 229)AT5G66055| Symbols: EMB2036, AKRP | AKRP/EMB2036 (EMBRYO DEFECTIVE 2036); protein binding | chr5:26435031-26436460 REVERSEvery weakly similar to (52.8)SR43C_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned ANK Arp "	cell.organisation	31_1

CUST_51337_PI403524517	2	0.027287483	-0.51518726	0.086631775	-0.027288437	-0.047639847	0.1255722	35_14633	"Cluster: Hypothetical protein OSJNBb0074M06.9; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0074M06.9 - Oryza sativa (japonica cu"	UniRef90_Q7Y0E6	"CHR1V7|COORD:6611017..6612405| similar to PREDICTED: similar to Coenzyme Q9 homolog (yeast) [Gallus gallus] (GB:XP_414002.1); similar to Os03g0405100 [Oryza sat"	AT1G19140.1	CHR03V5|COORD:16534924..16540918|protein ubiquinone biosynthesis protein COQ9, mitochondrial precursor, putative, expressed	LOC_Os03g29180.1	"no descriptionmoderately similar to ( 290)AT1G19140| Symbols:  | similar to PREDICTED: similar to Coenzyme Q9 homolog (yeast) [Gallus gallus] (GB:XP_414002.1); similar to Os03g0405100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001050328.1); contains InterPro domain RpsU-divergently transcribed; (InterPro:IPR012762); contains InterPro domain COQ9; (InterPro:IPR013718) | chr1:6611017-6612405 REVERSEnot assigned not assigned COQ9 COG5590"	not assigned.unknown	35_2

CUST_150034_PI403524517	2	0.2325592	0.041594505	0.06652641	-0.04159546	-0.38352156	-0.1742053	35_41972	"Cluster: 2-oxo acid dehydrogenase, lipoyl-binding site; n=1; Medicago truncatula|Rep: 2-oxo acid dehydrogenase, lipoyl-binding site - Medicago truncatula (Barre"	UniRef90_Q2HTJ2	CHR4V7|COORD:203471..210666| CRP (CRYPTIC PRECOCIOUS)	AT4G00450.1	CHR07V5|COORD:27068287..27081801|protein expressed protein	LOC_Os07g45400.1	no descriptionvery weakly similar to (60.5)AT4G00450| Symbols: CRP | CRP (CRYPTIC PRECOCIOUS) | chr4:203471-210666 FORWARD	not assigned.unknown	35_2

CUST_88555_PI403524517	2	0.04416275	-1.0373907	-0.3242731	0.5243044	0.5939226	-0.04416275	35_25346	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_23629_PI403524517	2	0.19041061	-0.25681305	-0.17650127	-0.024022102	0.061047554	0.024023056	35_6868	"Cluster: Cell division control protein 2 homolog 2; n=3; BEP clade|Rep: Cell division control protein 2 homolog 2 - Oryza sativa (Rice)"	UniRef90_P29619	"CHR3V7|COORD:18083223..18085281| CDC2/CDC2A/CDC2AAT/CDK2/CDKA;1 (CELL DIVISION CONTROL 2); cyclin-dependent protein kinase/ kinase/ protein"	AT3G48750.1	CHR02V5|COORD:1207635..1211225|protein cell division control protein 2 homolog 2, putative, expressed	LOC_Os02g03060.3	" no descriptionmoderately similar to ( 483)AT3G48750| Symbols: CDKA;1, CDC2AAT, CDK2, CDC2, CDC2A | CDC2/CDC2A/CDC2AAT/CDK2/CDKA;1 (CELL DIVISION CONTROL 2); cyclin-dependent protein kinase/ kinase/ protein binding | chr3:18083223-18085281 FORWARDhighly similar to ( 525)CDC22_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase SPS1 TyrKc Pkinase_Tyr PTKc PTKc_Jak_rpt2 PTKc_Ack_like PTKc_Srm_Brk PTKc_Tyk2_rpt2 PTKc_Src_like PTKc_Syk_like PTKc_Jak1_rpt2 PTKc_Tec_like PTKc_Jak2_Jak3_rpt2 PTKc_FGFR PTKc_FGFR4 PTK_CCK4 PTKc_Csk_like PTKc_Frk_like PTKc_Ror PTKc_Fes PTKc_Lyn PTKc_Trk PTKc_Abl PTKc_FGFR3 PTKc_Lck_Blk PTKc_FGFR2 PTKc_EphR PTKc_DDR PTKc_Syk PTKc_EGFR_like PTKc_TrkC PTKc_Fes_like PTKc_FAK PTKc_EphR_A2 PTKc_FGFR1 PTKc_Fer PTKc_EphR_A PTKc_Itk PTKc_DDR2 PTKc_Ror1 PTKc_Src PTKc_Btk_Bmx PTKc_Chk PTKc_Hck PTKc_InsR_like PTKc_Musk PTKc_Zap-70 PTKc_Fyn_Yrk PTKc_TrkB PTKc_RET PTKc_Yes PTKc_Tie PTKc_Tie1 PTKc_DDR_like PTKc_EphR_B PTKc_Ror2 PTKc_Tec_Rlk PTKc_Csk PTKc_PDGFR PTKc_Tie2 PTKc_TrkA PTKc_Axl PTKc_VEGFR PTKc_c-ros PTKc_VEGFR2 PTKc_VEGFR3 PTKc_Met_Ron PTKc_HER4 PTKc_DDR1 PTKc_HER2 PTK_Ryk PTK_HER3 PTKc_EGFR "	protein.postranslational modification	29_4

CUST_32370_PI403524517	2	0.34634876	0.3435278	0.08678198	-0.10830593	-0.08678198	-0.111904144	35_9336	0	0	0	0	CHR01V5|COORD:6429138..6432865|protein 4-methyl-5-thiazole monophosphate biosynthesis protein, putative, expressed	LOC_Os01g11880.1	no description	not assigned.unknown	35_2

CUST_160619_PI403524517	2	0.32315826	-0.22387743	0.03555727	-6.456375E-4	6.456375E-4	-0.07016754	35_44820	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_11224_PI403524517	2	0.4123602	0.053594112	-0.109071255	0.653852	-0.053594112	-0.39345455	35_3182	"Cluster: Putative light-harvesting chlorophyll-a/b protein of photosystem I; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative light-harvesting"	UniRef90_Q6Z7Q1	"CHR1|COORD:17181742..17183246| chlorophyll A-B binding protein, putative (LHCA5), identical to Lhca5 protein (Arabidopsis thaliana) GI:4741942; contains Pfam"	AT1G45474.2	CHR02V5|COORD:32195853..32193653|protein chlorophyll a-b binding protein 4, chloroplast precursor, putative, expressed	LOC_Os02g52650.1	 no descriptionmoderately similar to ( 335)AT1G45474| Symbols: LHCA5 | LHCA5 (Photosystem I light harvesting complex gene 5) | chr1:17181793-17182879 FORWARDweakly similar to ( 189)CB12_PETHYChlorophyll a-b binding protein, chloroplast precursor - Petunia hybrida (Petunia)Chloroa_b-bind 	PS.lightreaction.photosystem II.LHC-II	1_1_1_1

CUST_113287_PI403524517	2	0.056839943	-0.21655178	-0.14152241	0.32684612	0.17939186	-0.056839943	35_32158	"Cluster: Hypothetical protein B1147B12.25; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1147B12.25 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6Z1Y4	"CHR3V7|COORD:16017741..16021658| similar to PREDICTED: similar to nicalin [Tribolium castaneum] (GB:XP_971811.1); similar to Os08g0102100 [Oryza sativa"	AT3G44330.1	CHR08V5|COORD:114761..108678|protein nicalin precursor, putative, expressed	LOC_Os08g01180.1	"no descriptionvery weakly similar to (65.1)AT3G44330| Symbols:  | similar to PREDICTED: similar to nicalin [Tribolium castaneum] (GB:XP_971811.1); similar to Os08g0102100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001060766.1); contains InterPro domain Nicastrin; (InterPro:IPR008710) | chr3:16017741-16021658 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned Protamine_P1 TT_ORF1"	not assigned.unknown	35_2

CUST_65814_PI403524517	2	0.042207718	-0.21028328	-0.10165596	0.0112838745	-0.0112838745	0.044974327	35_18799	Rep: B0402A04.3 protein - Oryza sativa (Rice)	UniRef90_Q01JD9	CHR2V7|COORD:13887266..13892541| 26S proteasome regulatory subunit, putative	AT2G32730.1	CHR04V5|COORD:30583982..30579644|protein 26S proteasome non-ATPase regulatory subunit 1, putative, expressed	LOC_Os04g51910.1	 no descriptionhighly similar to ( 634)AT2G32730| Symbols:  | 26S proteasome regulatory subunit, putative | chr2:13887266-13892541 FORWARDnot assigned not assigned not assigned RPN2 RPN1 COG1413 TolA 	protein.degradation.ubiquitin.proteasom	29_5_11_20

CUST_149860_PI403524517	2	-0.47663784	-1.5757842	0.98234034	0.15851593	0.78750896	-0.15851593	35_41924	"Cluster: MATE efflux protein-like; n=3; Oryza sativa (japonica cultivar-group)|Rep: MATE efflux protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K702	CHR4V7|COORD:13076962..13078974| MATE efflux family protein	AT4G25640.1	CHR08V5|COORD:28053023..28050973|protein transparent testa 12 protein, putative, expressed	LOC_Os08g44870.3	no descriptionmoderately similar to ( 212)AT4G25640| Symbols:  | MATE efflux family protein | chr4:13076962-13078974 REVERSEnot assigned MatE NorM PRK01766	transport.misc	34_99

CUST_77251_PI403524517	2	0.1520977	0.43134785	-0.24778557	-0.23925304	-0.10553455	0.1055336	35_22142	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q75GP2	"CHR1V7|COORD:22474761..22477711| similar to myosin heavy chain-related [Arabidopsis thaliana] (TAIR:AT1G64330.1); similar to Os03g0577100 [Oryza"	AT1G61000.1	CHR03V5|COORD:25812314..25804796|protein expressed protein	LOC_Os03g45770.1	"no descriptionweakly similar to ( 101)AT1G60995| Symbols:  | similar to S3 self-incompatibility locus-linked pollen 3.15 protein [Petunia integrifolia subsp. inflata] (GB:AAQ09996.1); similar to S1 self-incompatibility locus-linked pollen 3.15 protein [Petunia integrifolia subsp. inflata] (GB:AAQ09997.1); similar to S2 self-incompatibility locus-linked pollen 3.15 protein [Petunia integrifolia subsp. inflata] (GB:AAQ09998.1); contains domain gb def: Hypothetical protein At1g61000/T7P1_14 (PTHR21650:SF4); contains domain MEMBRALIN/KINETOCHORE PROTEIN NUF2 (PTHR21650) | chr1:22469433-22474240 REVERSEnot assigned"	not assigned.no ontology	35_1

CUST_63196_PI403524517	2	0.105386734	-0.20606613	0.15506744	-0.105386734	0.21341324	-0.11942005	35_18034	"Cluster: Probable plastid-lipid-associated protein 2, chloroplast precursor; n=2; Oryza sativa|Rep: Probable plastid-lipid-associated protein 2, chloroplast"	UniRef90_Q6K439	"CHR4V7|COORD:1932159..1933544| FIB (FIBRILLIN); structural molecule"	AT4G04020.1	CHR09V5|COORD:2548092..2551813|protein plastid-lipid-associated protein 2, chloroplast precursor, putative, expressed	LOC_Os09g04790.1	 no descriptionmoderately similar to ( 307)AT4G22240| Symbols:  | plastid-lipid associated protein PAP, putative | chr4:11766102-11767239 REVERSEmoderately similar to ( 399)PAP2_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PAP_fibrillin PRK07764 PRK12323 Drf_FH1 	cell.organisation	31_1

CUST_164718_PI403524517	2	0.04997158	0.42427063	0.09905815	-0.27254438	-0.04997158	-0.1881938	35_45910	"Cluster: Zinc finger (CCCH-type) protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Zinc finger (CCCH-type) protein-like - Oryza sativa (japonica cu"	UniRef90_Q5N7H4	CHR5V7|COORD:2716975..2720096| SWIB complex BAF60b domain-containing protein / plus-3 domain-containing protein / GYF domain-containing protein	AT5G08430.1	CHR01V5|COORD:38751470..38740020|protein plus-3 domain containing protein, expressed	LOC_Os01g66140.2	no descriptionvery weakly similar to (70.1)AT5G08430| Symbols:  | SWIB complex BAF60b domain-containing protein / plus-3 domain-containing protein / GYF domain-containing protein | chr5:2716975-2720096 FORWARD	not assigned.no ontology	35_1

CUST_80841_PI403524517	2	-0.63235664	0.14667892	0.28130817	0.5848007	-0.21182251	-0.14667892	35_23185	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_4982_PI403524517	2	0.13699245	-1.2090511	-0.18870163	-0.013491631	0.013491631	0.019438744	35_1373	"Cluster: Os01g0300600 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0300600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JNE6	"CHR3V7|COORD:23083995..23091430| similar to LOC495699 protein [Xenopus laevis] (GB:AAH86296.1); contains InterPro domain Carboxypeptidase regulatory region;"	AT3G62360.1	CHR01V5|COORD:11035648..11022221|protein nodal modulator 1 precursor, putative, expressed	LOC_Os01g19470.1	"no descriptionweakly similar to ( 147)AT3G62360| Symbols:  | similar to LOC495699 protein [Xenopus laevis] (GB:AAH86296.1); contains InterPro domain Carboxypeptidase regulatory region; (InterPro:IPR008969); contains InterPro domain Cna B-type; (InterPro:IPR008454); contains InterPro domain Borrelia outer surface lipoprotein; (InterPro:IPR001809) | chr3:23083995-23091430 REVERSEnot assigned"	not assigned.unknown	35_2

CUST_7032_PI399408534	2	-8.5544586E-4	0.36712933	-0.085638046	8.559227E-4	0.11419964	-0.4513011	35_49617	"Cluster: Putative phosphoinositide kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative phosphoinositide kinase - Oryza sativa (japonica cultivar-g"	UniRef90_Q94LF4	CHR3V7|COORD:4754631..4761192| phosphatidylinositol-4-phosphate 5-kinase family protein	AT3G14270.1	CHR03V5|COORD:16171511..16160784|protein 1-phosphatidylinositol-4-phosphate 5-kinase/ zinc ion binding protein, putative, expressed	LOC_Os03g28140.1	no descriptionmoderately similar to ( 269)AT3G14270| Symbols:  | phosphatidylinositol-4-phosphate 5-kinase family protein | chr3:4754631-4761192 FORWARDvery weakly similar to (71.6)PI5K1_ORYSAnot assigned not assigned PIPKc PIPKc MSS4 PIP5K	signalling.phosphinositides.phosphatidylinositol-4-phosphate 5-kinase	30_4_1

CUST_47239_PI403524517	2	0.09801626	0.40523195	-0.037261486	-0.053451538	0.037261486	-0.52139664	35_13524	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_16934_PI404877155	2	0.008795738	0.16270638	-0.008794785	-0.32937622	-0.46068573	0.066103935	HO13O09S_s_at	auxin response factor 7a [Oryza sativa]	BAB85916.1	auxin-responsive factor (ARF7)	At5g20730.1	protein auxin response factor 7a	Os06g48950	auxin response factor 7a	RNA.regulation of transcription.ARF, Auxin Response Factor family	27_3_04

CUST_67351_PI403524517	2	-0.26624775	-0.027675629	0.027675629	-0.09322739	0.1744709	0.056983948	35_19230	Rep: H0322F07.7 protein - Oryza sativa (Rice)	UniRef90_Q259A2	"CHR1V7|COORD:25549831..25552288| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G10820.2); similar to OSJNBa0067K08.3 [Oryza sativa (japonica"	AT1G68160.1	CHR04V5|COORD:34133264..34127490|protein expressed protein	LOC_Os04g57700.3	"no descriptionvery weakly similar to (61.2)AT1G68160| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G10820.2); similar to OSJNBa0067K08.3 [Oryza sativa (japonica cultivar-group)] (GB:CAE03109.1); similar to H0322F07.7 [Oryza sativa (indica cultivar-group)] (GB:CAH67770.1); similar to Os02g0631200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001047499.1); contains InterPro domain Homeodomain-like; (InterPro:IPR009057) | chr1:25549831-25552288 REVERSE"	not assigned.unknown	35_2

CUST_180911_PI403524517	2	0.24574947	0.070533276	-0.06121111	-0.32659626	0.06121111	-0.2500286	35_50312	"Cluster: Putative serine carboxypeptidase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative serine carboxypeptidase - Oryza sativa (japonica"	UniRef90_Q69ME0	"CHR3V7|COORD:23449536..23451837| SCPL40 (serine carboxypeptidase-like 40); serine carboxypeptidase"	AT3G63470.1	CHR09V5|COORD:17509105..17505381|protein serine carboxypeptidase, putative	LOC_Os09g28830.1	"no descriptionweakly similar to ( 184)AT3G63470| Symbols: SCPL40 | SCPL40 (serine carboxypeptidase-like 40); serine carboxypeptidase | chr3:23449536-23451837 FORWARDweakly similar to ( 181)CBP23_HORVUSerine carboxypeptidase II-3 precursor - Hordeum vulgare (Barley)not assigned Peptidase_S10 COG2939"	protein.degradation.serine protease	29_5_5

CUST_134143_PI403524517	2	-0.20470428	0.09629822	0.07832527	-0.23287964	0.049570084	-0.04957199	35_37645	"Cluster: Glycine rich protein, RNA binding protein; n=2; Triticeae|Rep: Glycine rich protein, RNA binding protein - Hordeum vulgare (Barley)"	UniRef90_Q40052	"CHR4V7|COORD:18274160..18274952| ATGRP8/GR-RBP8 (COLD, CIRCADIAN RHYTHM, AND RNA BINDING 1, GLYCINE-RICH PROTEIN 8); RNA binding"	AT4G39260.1	CHR03V5|COORD:26409256..26410490|protein glycine-rich RNA-binding protein 2, putative, expressed	LOC_Os03g46770.1	" no descriptionweakly similar to ( 142)AT4G39260| Symbols: GR-RBP8, ATGRP8, CCR1 | ATGRP8/GR-RBP8 (COLD, CIRCADIAN RHYTHM, AND RNA BINDING 1, GLYCINE-RICH PROTEIN 8); RNA binding | chr4:18274160-18274952 REVERSEweakly similar to ( 143)GRP1_DAUCAGlycine-rich RNA-binding protein - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned RRM RRM_1 COG0724 GRP TT_ORF1 Drf_FH1 PRK06958 COG4371 DUF1517 Extensin_2 PRK07764 PRK07003 DUF1210 PRK12323 PRP DUF1421 GP38 Bindin "	RNA.RNA binding	27_4

CUST_34298_PI399408534	2	-0.036118507	0.2883978	-0.025881767	-0.08529091	0.11405468	0.025881767	35_3150	"Cluster: Calmodulin-binding protein family-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Calmodulin-binding protein family-like - Oryza sativa"	UniRef90_Q6YXT2	"CHR4V7|COORD:349300..351307| IQD17 (IQ-domain 17); calmodulin binding"	AT4G00820.1	CHR08V5|COORD:791243..788844|protein calmodulin binding protein, putative, expressed	LOC_Os08g02250.1	"no descriptionmoderately similar to ( 312)AT4G00820| Symbols: IQD17 | IQD17 (IQ-domain 17); calmodulin binding | chr4:349300-351307 FORWARDnot assigned PRK07003 PRK12323 PRK07764"	signalling.calcium	30_3

CUST_80779_PI403524517	2	0.37192345	0.8687105	-0.28159523	-0.056895256	0.0376606	-0.037659645	35_23167	"Cluster: Hypothetical protein P0408G07.8; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0408G07.8 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q8S0R7	CHR1|COORD:21366153..21368351| expressed protein	AT1G57680.2	CHR01V5|COORD:38777350..38774537|protein expressed protein	LOC_Os01g66190.2	no descriptionweakly similar to ( 124)AT1G57680| Symbols:  | similar to AMP-dependent synthetase and ligase [Medicago truncatula] (GB:ABE91856.1) | chr1:21366414-21367502 REVERSE	not assigned.unknown	35_2

CUST_5097_PI403524517	2	-0.5747423	-0.2566347	0.6389389	0.3171196	0.22971916	-0.22971821	35_1402	"Cluster: Tryptophan synthase beta chain 2, chloroplast precursor; n=2; Andropogoneae|Rep: Tryptophan synthase beta chain 2, chloroplast precursor - Zea mays (Ma"	UniRef90_P43284	"CHR4V7|COORD:13586570..13588625| TSB2 (TRYPTOPHAN SYNTHASE BETA-SUBUNIT); tryptophan synthase"	AT4G27070.1	CHR08V5|COORD:2023388..2026836|protein tryptophan synthase beta chain 1, putative, expressed	LOC_Os08g04180.1	" no descriptionhighly similar to ( 692)AT4G27070| Symbols: TSB2 | TSB2 (TRYPTOPHAN SYNTHASE BETA-SUBUNIT); tryptophan synthase | chr4:13586570-13588625 FORWARDhighly similar to ( 755)TRPB2_MAIZETryptophan synthase beta chain 2, chloroplast precursor - Zea mays (Maize)not assigned not assigned not assigned not assigned PRK04346 TrpB PRK13028 PALP PRK12391 COG1350 CysK IlvA ThrC Acd PRK08639 PRK03910 PRK08197 PRK07702 PRK06721 PRK07871 PRK07409 PRK08246 PRK08526 PRK06260 "	amino acid metabolism.synthesis.aromatic aa.tryptophan.tryptophan synthase	13_1_6_5_5

CUST_27792_PI403524517	2	0.012515068	0.0460701	-0.052279472	0.061354637	-0.012514591	-0.29123116	35_8035	Rep: Uroporphyrinogen III synthase - Triticum aestivum (Wheat)	UniRef90_A1Z1R3	"CHR2V7|COORD:11294744..11297302| HEMD; uroporphyrinogen-III synthase"	AT2G26540.1	CHR03V5|COORD:4475846..4479990|protein uroporphyrinogen-III synthase, putative, expressed	LOC_Os03g08730.1	"no descriptionweakly similar to ( 121)AT2G26540| Symbols: HEMD | HEMD; uroporphyrinogen-III synthase | chr2:11294744-11297302 REVERSEHemD"	tetrapyrrole synthesis.uroporphyrinogen III synthase	19_6

CUST_82779_PI403524517	2	0.14660549	-0.79322624	-0.21612072	-0.035984993	0.110733986	0.035984993	35_23738	"Cluster: F-box domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: F-box domain containing protein, expressed - Oryza sativa"	UniRef90_Q7XE39	"CHR4V7|COORD:17019485..17020747| similar to F-box family protein [Arabidopsis thaliana] (TAIR:AT1G61340.1); similar to At1g61340 [Medicago"	AT4G35930.1	CHR10V5|COORD:15401226..15404617|protein F-box domain containing protein, expressed	LOC_Os10g30280.1	"no descriptionmoderately similar to ( 218)AT4G35930| Symbols:  | similar to F-box family protein [Arabidopsis thaliana] (TAIR:AT1G61340.1); similar to At1g61340 [Medicago truncatula] (GB:ABD32592.1); similar to Os10g0438500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001064681.1); contains InterPro domain Cyclin-like F-box; (InterPro:IPR001810) | chr4:17019485-17020747 FORWARD"	not assigned.unknown	35_2

CUST_23010_PI403524517	2	0.13708782	-0.49155045	-3.0899048E-4	-0.021419525	0.053668976	3.0994415E-4	35_6687	"Cluster: Ribosomal protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Ribosomal protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8LI41	CHR4V7|COORD:17695537..17696040| ribosomal protein L12 family protein	AT4G37660.1	CHR07V5|COORD:25929668..25928589|protein 50S ribosomal protein L12-2, chloroplast precursor, putative, expressed	LOC_Os07g43310.1	no descriptionvery weakly similar to (58.9)AT4G37660| Symbols:  | ribosomal protein L12 family protein | chr4:17695537-17696040 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned rplL RplL rpl12 Ribosomal_L12 PRK12678 PRK12323 DUF1777	protein.synthesis.misc ribososomal protein	29_2_2

CUST_71463_PI403524517	2	0.23126984	0.038471222	-0.038471222	-0.1343708	0.14276218	-0.07987118	35_20477	"Cluster: Hypothetical protein P0683B11.5; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0683B11.5 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q8S1M5	"CHR1V7|COORD:26999068..27000300| similar to Os01g0184700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001042235.1); similar to Os01g0715800 [Oryza"	AT1G71780.1	CHR01V5|COORD:30112802..30110394|protein expressed protein	LOC_Os01g51800.1	"no descriptionweakly similar to ( 114)AT1G71780| Symbols:  | similar to Os01g0184700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001042235.1); similar to Os01g0715800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001044066.1) | chr1:26999068-27000300 REVERSE"	not assigned.unknown	35_2

CUST_157599_PI403524517	2	0.09783316	0.4577918	0.12242746	-0.09783316	-0.2826991	-0.33646536	35_44003	"Cluster: Hypothetical protein OJ1015F07.1; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1015F07.1 - Oryza sativa (japonica cultivar-g"	UniRef90_Q8S5W6	CHR2V7|COORD:6406761..6407291| AGP9 (ARABINOGALACTAN PROTEIN 9)	AT2G14890.2	CHR03V5|COORD:1462557..1464836|protein expressed protein	LOC_Os03g03440.2	no description	not assigned.unknown	35_2

CUST_1817_PI404877155	2	-3.4236908E-4	-0.94972897	3.4236908E-4	0.17475986	0.14435387	-0.11023712	Contig1204_s_at	cytosolic heat shock protein 90 [Hordeum vulgare]	AAP87284.1	heat shock protein 81-2 (HSP81-2)	At5g56030.1	protein Hsp90 protein, putative	Os09g30450	NONE	stress.abiotic.heat	20_2_1

CUST_64124_PI403524517	2	-0.019623756	0.554018	-0.055747032	-0.17484665	0.01962471	0.08539295	35_18311	"Cluster: F-box domain containing protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: F-box domain containing protein, expressed - Oryza sativa"	UniRef90_Q337F4	CHR3V7|COORD:18138858..18139993| F-box family protein	AT3G48880.2	CHR10V5|COORD:18864841..18860513|protein F-box domain containing protein, expressed	LOC_Os10g35920.1	no descriptionmoderately similar to ( 305)AT3G48880| Symbols:  | F-box family protein | chr3:18138858-18139993 FORWARDnot assigned	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_89380_PI403524517	2	0.021347046	-0.49770164	0.03168297	-0.080747604	-0.021347046	0.021347046	35_25567	Rep: GA16633-PA - Drosophila pseudoobscura (Fruit fly)	UniRef90_Q29EE8	CHR5V7|COORD:19852631..19853248| hydroxyproline-rich glycoprotein family protein	AT5G48920.1	CHR05V5|COORD:22849462..22852649|protein selT-like protein precursor, putative, expressed	LOC_Os05g39110.2	no description	not assigned.unknown	35_2

CUST_1560_PI404877155	2	-0.13838387	0.21572208	0.051711082	-0.2532282	0.025220871	-0.025221825	Contig11760_at	SET-domain transcriptional regulator family-like protein [Oryza sativa (japonica cultivar-group)]	BAC06955.1	SET domain-containing protein	At5g17240.1	protein SET domain, putative	Os07g28840	SET domain-containing protein, contains Pfam profile PF00856: SET domain	RNA.regulation of transcription.SET-domain transcriptional regulator family	27_3_69

CUST_35933_PI403524517	2	0.28206825	-0.5094137	-0.09109783	-0.008998871	0.008998871	0.24612999	35_10360	"Cluster: Hypothetical protein OSJNBb0089A17.9; n=3; Oryza sativa|Rep: Hypothetical protein OSJNBb0089A17.9 - Oryza sativa (Rice)"	UniRef90_Q9AUT5	CHR4V7|COORD:9725213..9726813| similar to hypothetical protein 31.t00055 [Brassica oleracea] (GB:ABD65093.1)	AT4G17430.1	CHR10V5|COORD:21794280..21792097|protein expressed protein	LOC_Os10g41180.1	no descriptionmoderately similar to ( 333)AT4G17430| Symbols:  | similar to hypothetical protein 31.t00055 [Brassica oleracea] (GB:ABD65093.1) | chr4:9725213-9726813 REVERSE	not assigned.no ontology	35_1

CUST_126004_PI403524517	2	0.19928455	-0.032774925	-0.12701035	0.032774925	-0.11081028	0.0336771	35_35476	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_163411_PI403524517	2	0.06867981	0.32165337	0.066119194	-0.22488499	-0.07911873	-0.06611824	35_45569	"Cluster: Homeobox transcription factor-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Homeobox transcription factor-like - Oryza sativa (japonica cultiv"	UniRef90_Q5QMQ4	"CHR1V7|COORD:27124069..27126423| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G19950.3); similar to hypothetical protein DDBDRAFT_0205563"	AT1G72080.1	CHR01V5|COORD:27914225..27925679|protein DDT domain containing protein, expressed	LOC_Os01g48180.1	no description	not assigned.unknown	35_2

CUST_82949_PI403524517	2	0.17624378	-0.2131195	-0.013561249	-0.029233932	0.013561249	0.09769535	35_23787	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_13799_PI399408534	2	0.35500813	-0.21844721	0.10447979	-0.03364706	-0.3669634	0.033647537	35_36934	Rep: Putative RB-binding protein - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q94BQ7	CHR1V7|COORD:23548603..23555611| transcription factor jumonji (jmjC) domain-containing protein	AT1G63490.1	CHR05V5|COORD:13501575..13495777|protein jmjC domain containing protein, expressed	LOC_Os05g23670.1	no descriptionweakly similar to ( 200)AT1G63490| Symbols:  | transcription factor jumonji (jmjC) domain-containing protein | chr1:23548603-23555611 REVERSEnot assigned zf-C5HC2	RNA.regulation of transcription.JUMONJI family	27_3_57

CUST_131270_PI403524517	2	0.14612484	-0.12080574	0.12080622	0.38337183	-0.17558861	-0.27594376	35_36869	"Cluster: OSIGBa0138H21-OSIGBa0138E01.12 protein; n=3; Oryza sativa|Rep: OSIGBa0138H21-OSIGBa0138E01.12 protein - Oryza sativa (Rice)"	UniRef90_Q01HY4		0	CHR04V5|COORD:32355340..32362615|protein ubiquinone biosynthesis protein ubiB, putative, expressed	LOC_Os04g54790.1	no description	not assigned.unknown	35_2

CUST_7345_PI403524517	2	-0.19562626	0.3696208	0.21171284	0.19562626	-0.23364925	-0.26679707	35_2041	"Cluster: Os12g0438600 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os12g0438600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0INK4	"CHR5|COORD:16398542..16401547| similar to chloride channel protein (CLC-c) [Arabidopsis thaliana] (TAIR:At5g49890.1); similar to chloride channel-like"	AT5G40890.2	CHR12V5|COORD:14488368..14484737|protein chloride channel protein CLC-a, putative, expressed	LOC_Os12g25200.1	" no descriptionmoderately similar to ( 257)AT5G40890| Symbols: CLC-A, CLCA, ATCLC-A | ATCLC-A (CHLORIDE CHANNEL A); voltage-gated chloride channel | chr5:16398873-16401049 REVERSEnot assigned CBS_pair_EriC_assoc_euk_bac "	transport.unspecified anions	34_18

CUST_5463_PI403524517	2	-0.04867935	-0.00493145	0.03704357	0.009527206	-0.039362907	0.004930496	35_1506	"Cluster: Putative aspartate-tRNA ligase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative aspartate-tRNA ligase - Oryza sativa (japonica cultivar-group"	UniRef90_Q6ZHC3	CHR4|COORD:15155916..15159568| aspartyl-tRNA synthetase, putative / aspartate--tRNA ligase, putative, similar to Aspartyl-tRNA synthetase (Aspartate--tRNA ligas	AT4G31180.2	CHR02V5|COORD:28107735..28113117|protein aspartyl-tRNA synthetase, putative, expressed	LOC_Os02g46130.1	 no descriptionmoderately similar to ( 424)AT4G31180| Symbols:  | aspartyl-tRNA synthetase, putative / aspartate--tRNA ligase, putative | chr4:15156702-15159368 FORWARDvery weakly similar to (57.0)SYK_ORYSAnot assigned not assigned not assigned not assigned not assigned AsxRS_core aspC AsnS tRNA-synt_2 asnC Asp_Lys_Asn_RS_core PRK06462 AspRS_core LysU lysS LysRS_core AspS aspS PRK12445 PRK12820 COG2269 PRK09350 lysS 	protein.aa activation	29_1

CUST_23953_PI403524517	2	-0.06300545	0.014327049	0.022396088	-0.053466797	-0.014327049	0.14408302	35_6960	"Cluster: RWD domain containing protein, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: RWD domain containing protein, expressed - Oryza sativa (jap"	UniRef90_Q2R2G6	CHR3V7|COORD:22296346..22298357| RWD domain-containing protein	AT3G60300.1	CHR11V5|COORD:20554887..20549607|protein ubiquitin-protein ligase/ zinc ion binding protein, putative, expressed	LOC_Os11g35870.3	no descriptionvery weakly similar to (69.3)AT3G60300| Symbols:  | RWD domain-containing protein | chr3:22296346-22298357 FORWARD	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_33244_PI403524517	2	0.10686588	0.3629589	-0.14933586	-0.20233727	0.04605198	-0.04605198	35_9584	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_15448_PI404877155	2	0.03454876	-0.0647583	-0.03015232	0.018057823	-0.018057823	0.20119858	Contig9318_at	0	BAD08741.1	ARID/BRIGHT DNA-binding domain-containing protein	At3g43240.1	protein ARID/BRIGHT DNA binding domain, putative	Os09g26390	ARID/BRIGHT DNA-binding domain-containing protein, contains Pfam profile PF01388: ARID/BRIGHT DNA binding domain	RNA.regulation of transcription.AT-rich interaction domain containing transcription factor family	27_3_38

CUST_46667_PI403524517	2	0.21643353	0.7480612	-0.020934105	-0.12880039	-0.28287888	0.020933151	35_13364	"Cluster: Putative pectinacetylesterase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative pectinacetylesterase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5JL22	0	0	CHR01V5|COORD:43397014..43393528|protein carboxylic ester hydrolase, putative, expressed	LOC_Os01g74330.1	no description	not assigned.unknown	35_2

CUST_84930_PI403524517	2	0.14210653	0.007164955	-0.21395445	-0.007164955	0.12902689	-0.17752409	35_24334	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2RAA8	"CHR2|COORD:11657437..11661221| similar to expressed protein [Arabidopsis thaliana] (TAIR:At1g64625.1); similar to transcription factor-like [Oryza sativa"	AT2G27230.2	CHR11V5|COORD:2827505..2833603|protein helix-loop-helix DNA-binding, putative, expressed	LOC_Os11g06010.1	no description	not assigned.unknown	35_2

CUST_15080_PI399408534	2	-0.07403135	-0.14592314	0.1419239	0.38330793	-0.08614588	0.07403135	35_47154	"Cluster: Leucine-rich repeat family protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Leucine-rich repeat family protein, putative,"	UniRef90_Q2QLL2	CHR5V7|COORD:25204664..25207551| leucine-rich repeat family protein / protein kinase family protein	AT5G62710.1	CHR12V5|COORD:27310535..27306633|protein ATP binding protein, putative, expressed	LOC_Os12g44090.1	no descriptionvery weakly similar to (82.4)AT5G62710| Symbols:  | leucine-rich repeat family protein / protein kinase family protein | chr5:25204664-25207551 FORWARDnot assigned not assigned	signalling.receptor kinases.leucine rich repeat XIII	30_2_13

CUST_13893_PI403524517	2	0.058872223	0.82694244	0.118219376	-0.18443966	-0.14491081	-0.058872223	35_3983	"Cluster: Putative F8K7.10 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative F8K7.10 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6AVR6	"CHR1V7|COORD:7613017..7615137| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G21670.1); similar to WD40 domain protein beta Propeller"	AT1G21680.1	CHR03V5|COORD:35271028..35273355|protein WD40-like Beta Propeller Repeat family protein, expressed	LOC_Os03g62370.1	" no descriptionmoderately similar to ( 331)AT1G21680| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G21670.1); similar to WD40 domain protein beta Propeller [Solibacter usitatus Ellin6076] (GB:YP_828764.1); similar to Os03g0840200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001051846.1); similar to Os07g0638100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001060406.1); contains InterPro domain TolB, C-terminal; (InterPro:IPR011042); contains InterPro domain WD40-like Beta Propeller; (InterPro:IPR011659) | chr1:7613017-7615137 FORWARDnot assigned TolB tolB tolB tolB tolB tolB tolB tolB "	not assigned.no ontology	35_1

CUST_120765_PI403524517	2	0.08775425	0.45119858	0.046250343	-0.14949512	-0.14073944	-0.046250343	35_34129	"Cluster: Os03g0852600 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os03g0852600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DLP9	"CHR3V7|COORD:21053734..21054819| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G65420.1); similar to Protein of unknown function DUF565 [Medicago"	AT3G56830.1	CHR03V5|COORD:35838489..35840732|protein expressed protein	LOC_Os03g63554.1	"no descriptionweakly similar to ( 138)AT3G56830| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G65420.1); similar to Protein of unknown function DUF565 [Medicago truncatula] (GB:ABE93092.1); similar to Os03g0852600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001051925.1); contains InterPro domain Protein of unknown function DUF565; (InterPro:IPR007572) | chr3:21053760-21054819 REVERSEvery weakly similar to (84.3)YCF20_MESVIUncharacterized protein ycf20 - Mesostigma virideDUF565"	not assigned.unknown	35_2

CUST_81109_PI403524517	2	-0.025004387	0.43022156	0.025004387	-0.121665955	-0.052271843	0.06921387	35_23266	"Cluster: Putative adaptor protein kanadaptin; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative adaptor protein kanadaptin - Oryza sativa (japonica cult"	UniRef90_Q5VR92	CHR5V7|COORD:15568559..15572076| forkhead-associated domain-containing protein / FHA domain-containing protein	AT5G38840.1	CHR06V5|COORD:9399937..9407387|protein FHA domain containing protein, expressed	LOC_Os06g16430.1	no descriptionvery weakly similar to (98.2)AT5G38840| Symbols:  | forkhead-associated domain-containing protein / FHA domain-containing protein | chr5:15568559-15572076 FORWARDnot assigned	cell. vesicle transport	31_4

CUST_68492_PI403524517	2	0.18430614	-0.24621725	0.1105566	0.852252	-0.11055708	-0.51502705	35_19589	Rep: Cystatin Hv-CPI9 - Hordeum vulgare (Barley)	UniRef90_Q1ENF4	CHR2V7|COORD:13616323..13616847| cysteine proteinase inhibitor-related	AT2G31980.1	CHR04V5|COORD:16507444..16506608|protein cysteine proteinase inhibitor B, putative, expressed	LOC_Os04g28250.1	no descriptionCY	not assigned.unknown	35_2

CUST_39545_PI403524517	2	0.21115065	-0.04238558	0.06522989	-0.5331645	0.04238558	-0.6975131	35_11373	"Cluster: Putative beta-glucuronidase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative beta-glucuronidase - Oryza sativa (japonica"	UniRef90_Q5SNA6	CHR5V7|COORD:13253142..13255948| glycosyl hydrolase family 79 N-terminal domain-containing protein	AT5G34940.2	CHR06V5|COORD:3926917..3923682|protein heparanase-like protein 3 precursor, putative, expressed	LOC_Os06g08090.2	no descriptionvery weakly similar to (99.4)AT5G34940| Symbols:  | glycosyl hydrolase family 79 N-terminal domain-containing protein | chr5:13253796-13255948 REVERSEGlyco_hydro_79n	not assigned.no ontology	35_1

CUST_170432_PI403524517	2	-0.32191277	0.2490716	0.1453476	-0.1698556	0.009619713	-0.009619236	35_47473	"Cluster: Putative lipoic acid synthetase isoform 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative lipoic acid synthetase isoform 1 - Oryza sativa (j"	UniRef90_Q5ZAQ2	CHR5V7|COORD:2710984..2713102| lipoic acid synthase family protein	AT5G08415.1	CHR01V5|COORD:32767019..32770165|protein lipoic acid synthetase, mitochondrial precursor, putative, expressed	LOC_Os01g56310.1	no descriptionmoderately similar to ( 364)AT5G08415| Symbols:  | lipoic acid synthase family protein | chr5:2710984-2713102 REVERSEnot assigned PRK05481 LipA PRK12928 Radical_SAM Elp3 BioB	Co-factor and vitamine metabolism.lipoic acid	18_11

CUST_42045_PI403524517	2	-0.02324295	0.96883297	0.01031208	-0.1243391	0.06173992	-0.010311127	35_12089	"Cluster: Hypothetical protein OJ1773_H01.106; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1773_H01.106 - Oryza sativa (japonica cult"	UniRef90_Q7XIK4	0	0	CHR07V5|COORD:22668458..22664342|protein DNA binding protein, putative, expressed	LOC_Os07g37800.2	no description	not assigned.unknown	35_2

CUST_2252_PI404877155	2	-0.03878498	0.32579803	0.03878498	-0.18146706	0.050851822	-0.04473591	Contig12622_at	putative monogalactosyldiacylglycerol synthase [Oryza sativa (indica cultivar-group)]	BAC77638.1	1,2-diacylglycerol 3-beta-galactosyltransferase, putative / monogalactosyldiacylglycerol synthase, putative / MG	At5g20410.1	protein Monogalactosyldiacylglycerol (MGDG) synthase, putative	Os02g55910	NONE	lipid metabolism.glycolipid synthesis.MGDG synthase	11_10_1

CUST_97680_PI403524517	2	0.30226803	-0.17009306	0.21479893	0.14331865	-0.14331818	-0.24373102	35_27891	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10F28	"CHR5V7|COORD:2158432..2166005| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G20010.2); similar to unknown protein [Oryza sativa (japonica cultivar"	AT5G06970.1	CHR03V5|COORD:27187610..27200141|protein expressed protein	LOC_Os03g47930.1	"no descriptionmoderately similar to ( 260)AT5G06970| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G20010.2); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAP68377.1); similar to Protein of unknown function DUF810 [Medicago truncatula] (GB:ABE85501.1); similar to unknown protein [Oryza sativa] (GB:AAK14418.1); contains InterPro domain Protein of unknown function DUF810; (InterPro:IPR008528) | chr5:2158432-2166005 REVERSEDUF810"	not assigned.unknown	35_2

CUST_32786_PI403524517	2	-0.04492283	-0.4811697	-0.14672947	0.044923782	0.047693253	0.07033539	35_9449	0	0	0	0	CHR05V5|COORD:1837693..1841560|protein expressed protein	LOC_Os05g04150.2	no description	not assigned.unknown	35_2

CUST_8065_PI399408534	2	-0.40347862	0.27017307	0.257411	-0.032481194	0.032481194	-0.10873222	35_15803	"Cluster: Ethylene-insensitive-3-like protein; n=4; Oryza sativa (japonica cultivar-group)|Rep: Ethylene-insensitive-3-like protein - Oryza sativa"	UniRef90_Q8W3M0	"CHR2V7|COORD:11553392..11555146| EIL1 (ETHYLENE-INSENSITIVE3-LIKE 1); transcription factor"	AT2G27050.1	CHR03V5|COORD:11753063..11757282|protein ETHYLENE-INSENSITIVE3-like 1 protein, putative, expressed	LOC_Os03g20790.1	"no descriptionmoderately similar to ( 462)AT2G27050| Symbols: EIL1 | EIL1 (ETHYLENE-INSENSITIVE3-LIKE 1); transcription factor | chr2:11553392-11555146 FORWARDnot assigned not assigned not assigned not assigned not assigned EIN3 PRK12323 PRK12678 PRK07003"	RNA.regulation of transcription.EIN3-like(EIL) transcription factor family	27_3_19

CUST_54781_PI403524517	2	0.57410145	-2.1477165	0.019111633	0.08128834	-0.019111633	-0.10719013	35_15590	"Cluster: Retrotransposon protein, putative, Ty1-copia subclass, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Retrotransposon protein, putative,"	UniRef90_Q10T25	CHR4V7|COORD:7758606..7760888| leucine-rich repeat family protein / extensin family protein	AT4G13340.1	CHR03V5|COORD:198324..199410|protein NT16 polypeptide, putative, expressed	LOC_Os03g01320.1	no descriptionvery weakly similar to (74.7)AT1G62510| Symbols:  | protease inhibitor/seed storage/lipid transfer protein (LTP) family protein | chr1:23140297-23140746 REVERSEvery weakly similar to (76.3)14KD_DAUCA14 kDa proline-rich protein DC2.15 precursor - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned HPS_like Drf_FH1 Extensin_2 DUF1421 Atrophin-1 PRK07764 Cytadhesin_P30 DUF605 PRK12323 PRK05648 Tryp_alpha_amyl DUF1210 Tymo_45kd_70kd TonB GRASP55_65 GP38 Amelogenin PRK10819 GRP Totivirus_coat MFMR tatB DedD PRK06958 MCPVI FAP Gag_spuma COG5651 Harpin TT_ORF1 Plasmodium_HRP SMN PRK07003 COG4371 PRP8 PRK08853 HPC2 PRK10263 Trypan_PARP PRK11633 PRK03427 PRK10856 DUF1517 Peptidase_S21 PRK09111 Prog_receptor	misc.protease inhibitor/seed storage/lipid transfer protein (LTP) family protein	26_21

CUST_21947_PI399408534	2	-0.2225132	0.04067993	0.39467812	-0.04067993	0.20379448	-0.051983833	35_6256	"Cluster: Putative Dof zinc finger protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Dof zinc finger protein - Oryza sativa (japonica cultivar-g"	UniRef90_Q5JLR7	CHR1V7|COORD:10183783..10184310| Dof-type zinc finger domain-containing protein	AT1G29160.1	CHR01V5|COORD:32178465..32177389|protein expressed protein	LOC_Os01g55340.1	no descriptionweakly similar to ( 105)AT2G34140| Symbols:  | Dof-type zinc finger domain-containing protein | chr2:14421267-14421779 REVERSEvery weakly similar to (84.0)MNB1A_MAIZEDof zinc finger protein MNB1A - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned zf-Dof PRK07764 Tymo_45kd_70kd PRK07003 PRK12323 Totivirus_coat Atrophin-1 FAP Rubella_Capsid APC_basic PRK12678 DUF1509 Poxvirus_B22R Herpes_BLLF1 HPC2 TT_ORF1	RNA.regulation of transcription.C2C2(Zn) DOF zinc finger family	27_3_8

CUST_126927_PI403524517	2	0.178998	-0.4003067	0.108828545	0.40799475	-0.108828545	-0.12423515	35_35714	Rep: Hypothetical protein - Gibberella zeae (Fusarium graminearum)	UniRef90_Q4IP09	CHR1V7|COORD:18101854..18105090| nucleolin, putative	AT1G48920.1	CHR04V5|COORD:31325067..31332184|protein nucleolin, putative, expressed	LOC_Os04g52960.1	no descriptionMARCKS	not assigned.unknown	35_2

CUST_130543_PI403524517	2	-0.37180328	-0.056977272	0.056976795	0.3455825	-0.32013893	0.21640873	35_36657	Rep: Histone H2A variant 1 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_O23628	CHR3V7|COORD:20207510..20208444| histone H2A.F/Z	AT3G54560.1	CHR03V5|COORD:3350485..3351520|protein histone H2A variant 1, putative, expressed	LOC_Os03g06670.1	no descriptionvery weakly similar to (75.1)AT3G54560| Symbols:  | histone H2A.F/Z | chr3:20207510-20208444 FORWARDvery weakly similar to (76.3)H2AV1_ORYSAnot assigned H2A HTA1	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_53027_PI403524517	2	-0.13803482	-0.5340557	-0.062498093	0.17354202	0.32855225	0.062498093	35_15097	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QND9	0	0	CHR12V5|COORD:23386507..23387326|protein expressed protein	LOC_Os12g38140.1	no description	not assigned.unknown	35_2

CUST_24578_PI403524517	2	-0.02425003	0.329875	0.06694698	-0.08878517	-0.058692932	0.024249077	35_7134	"Cluster: EREBP-4 like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: EREBP-4 like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6H6I0	"CHR5V7|COORD:19218552..19219901| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G17486.1); similar to hypothetical protein 25.t00041 [Brassica"	AT5G47310.1	CHR02V5|COORD:26465764..26467754|protein EREBP-4 like protein, putative, expressed	LOC_Os02g43840.1	" no descriptionmoderately similar to ( 249)AT5G47310| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G17486.1); similar to hypothetical protein 25.t00041 [Brassica oleracea] (GB:ABD64953.1); contains InterPro domain Protein of unknown function DUF862, eukaryotic; (InterPro:IPR008580) | chr5:19218552-19219901 FORWARDnot assigned DUF862 "	not assigned.unknown	35_2

CUST_18940_PI404877155	2	0.06426048	0.14118099	-0.06425953	-0.18151665	-0.12964916	0.08939648	HX12A05r_at	0	0	0	0	0	0	nucleic acid binding protein/EBNA-2  T01618  EBV	RNA.regulation of transcription.Alfin-like	27_3_02

CUST_70759_PI403524517	2	-0.033394814	-0.27311325	-0.10947418	0.065000534	0.15044117	0.03339386	35_20273	"Cluster: Putative ring finger protein 5; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ring finger protein 5 - Oryza sativa (japonica cultivar-group"	UniRef90_Q5QLT9	CHR1V7|COORD:6676415..6677095| zinc finger (C3HC4-type RING finger) family protein	AT1G19310.1	CHR01V5|COORD:35844395..35840370|protein zinc finger, C3HC4 type family protein, expressed	LOC_Os01g61420.1	no descriptionweakly similar to ( 122)AT1G19310| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr1:6676415-6677095 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned RING RING PEX10 DUF566 zf-C3HC4	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_26978_PI399408534	2	0.015573978	-0.44517708	-0.058158398	0.5711279	-0.015574455	0.3194275	35_2987	Rep: WRKY transcription factor 68 - Oryza sativa (indica cultivar-group)	UniRef90_Q6IEL3	"CHR2V7|COORD:10444755..10446301| WRKY17 (WRKY DNA-binding protein 17); transcription factor"	AT2G24570.1	CHR04V5|COORD:30326094..30327496|protein OsWRKY68 - Superfamily of rice TFs having WRKY and zinc finger domains, expressed	LOC_Os04g51560.1	" no descriptionmoderately similar to ( 213)AT4G31550| Symbols: ATWRKY11, WRKY11 | WRKY11 (WRKY DNA-binding protein 11); transcription factor | chr4:15290071-15291464 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned WRKY PRK07764 PRK12323 Tymo_45kd_70kd PRK12678 PRK07003 "	RNA.regulation of transcription.WRKY domain transcription factor family	27_3_32

CUST_96251_PI403524517	2	-0.023478508	-0.6395731	-0.035562515	0.023478508	0.14761543	0.05021763	35_27496	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_67687_PI403524517	2	0.004047394	-0.004047394	-0.09403801	-0.016997337	0.091573715	0.04687023	35_19335	"Cluster: Expressed protein, 5'-partial; n=3; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein, 5'-partial - Oryza sativa (japonica cultivar-group)"	UniRef90_Q75HB3	CHR4V7|COORD:7090450..7093202| Ran-binding protein 1 domain-containing protein / RanBP1 domain-containing protein	AT4G11790.1	CHR03V5|COORD:26247700..26242368|protein ranBP1 domain containing protein, expressed	LOC_Os03g46480.2	no descriptionweakly similar to ( 167)AT4G11790| Symbols:  | Ran-binding protein 1 domain-containing protein / RanBP1 domain-containing protein | chr4:7090450-7093202 FORWARDnot assigned not assigned RanBD	not assigned.no ontology	35_1

CUST_56978_PI403524517	2	0.012845993	0.5839138	-0.2110405	-0.012845039	-0.3147707	0.14213848	35_16239	"Cluster: Chloroplast-specific ribosomal protein precursor; n=1; Solanum lycopersicum|Rep: Chloroplast-specific ribosomal protein precursor - Solanum lycopersicu"	UniRef90_Q672Q2	CHR5V7|COORD:8365693..8367181| 30S ribosomal protein, putative	AT5G24490.1	CHR03V5|COORD:36071028..36073623|protein plastid-specific 30S ribosomal protein 1, chloroplast precursor, putative, expressed	LOC_Os03g63950.1	 no descriptionmoderately similar to ( 213)AT5G24490| Symbols:  | 30S ribosomal protein, putative | chr5:8365693-8367181 FORWARDmoderately similar to ( 220)RR30_SPIOLPlastid-specific 30S ribosomal protein 1, chloroplast precursor - Spinacia oleracea (Spinach)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned RaiA Ribosomal_S30AE COG1544 PRK12678 PRK07003 PRK12323 Tymo_45kd_70kd APC_basic PRK07764 PRK09169 Atrophin-1 	protein.synthesis.mito/plastid ribosomal protein.plastid	29_2_1_1

CUST_34228_PI399408534	2	0.031119347	0.1134491	0.010426521	-0.39016724	-0.010427475	-0.23816872	35_45515	"Cluster: Ras-related protein RIC1; n=2; Oryza sativa|Rep: Ras-related protein RIC1 - Oryza sativa (Rice)"	UniRef90_P40392	"CHR4V7|COORD:9773734..9775437| RAB1C; GTP binding"	AT4G17530.1	CHR01V5|COORD:21473286..21470240|protein ras-related protein RIC1, putative, expressed	LOC_Os01g37800.1	" no descriptionvery weakly similar to (97.4)AT5G47200| Symbols: AtRABD2b, AtRab1A | AtRABD2b/AtRab1A (Arabidopsis Rab GTPase homolog D2b); GTP binding | chr5:19184256-19185945 FORWARDvery weakly similar to (98.6)RIC1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Rab1_Ypt1 Rab8_Rab10_Rab13_like Rab35 RAB Rab Ras Rab11_like Rab18 Rab19 Rab2 RabA_like Rab15 Rab4 Rab3 Rab6 Rab14 Rab33B_Rab33A Rab5_related Rab7 Rab30 Rab39 Rab26 Rab32_Rab38 COG1100 Ras_like_GTPase Rab9 Rab28 "	signalling.G-proteins	30_5

CUST_48712_PI403524517	2	0.046229362	-1.1172323	-0.2242899	0.0	0.0	0.014872551	35_13911	Rep: Histone H2A - Zea mays (Maize)	UniRef90_P40280	CHR5V7|COORD:575435..576454| histone H2A, putative	AT5G02560.1	CHR03V5|COORD:9478877..9477951|protein histone H2A, putative, expressed	LOC_Os03g17100.1	 no descriptionweakly similar to ( 155)AT5G59870| Symbols:  | histone H2A, putative | chr5:24132831-24133370 REVERSEweakly similar to ( 169)H2A5_ORYSAnot assigned not assigned not assigned not assigned not assigned H2A H2A HTA1 Histone Atrophin-1 	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_76522_PI403524517	2	0.004272461	-0.03500843	0.014256477	-0.004272461	-0.1967268	0.0714941	35_21938	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53MQ7	"CHR1V7|COORD:15897968..15902379| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G06720.1); similar to Os11g0298400 [Oryza sativa (japonica"	AT1G42440.1	CHR11V5|COORD:10990647..11000938|protein expressed protein	LOC_Os11g19250.1	" no descriptionmoderately similar to ( 400)AT1G42440| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G06720.1); similar to Os11g0298400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001067728.1); similar to PREDICTED: TSR1, 20S rRNA accumulation, homolog [Gallus gallus] (GB:XP_001234320.1); contains InterPro domain AARP2CN; (InterPro:IPR012948); contains InterPro domain Protein of unknown function DUF663; (InterPro:IPR007034) | chr1:15897968-15902379 REVERSEnot assigned COG5177 DUF663 AARP2CN BMS1 "	not assigned.unknown	35_2

CUST_31945_PI403524517	2	0.024425507	0.52309036	0.035915375	-0.20665073	-0.12421322	-0.02442646	35_9214	"Cluster: Hypothetical protein OJ1288_A07.5; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1288_A07.5 - Oryza sativa (japonica cultivar"	UniRef90_Q65XN4	CHR1V7|COORD:30158538..30160575| polygalacturonase, putative / pectinase, putative	AT1G80170.1	CHR05V5|COORD:26860109..26862598|protein polygalacturonase precursor, putative, expressed	LOC_Os05g46520.1	 no descriptionweakly similar to ( 127)AT1G80170| Symbols:  | polygalacturonase, putative / pectinase, putative | chr1:30158538-30160575 REVERSEweakly similar to ( 106)PGLR_PRUPEPolygalacturonase precursor - Prunus persica (Peach)Glyco_hydro_28 	cell wall.degradation.pectate lyases and polygalacturonases	10_6_3

CUST_34250_PI403524517	2	-0.028964996	0.30951977	0.028964996	-0.15123558	0.084409714	-0.14381027	35_9873	"Cluster: Diaphanous protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Diaphanous protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69MT2	"CHR3V7|COORD:9252557..9256063| AFH1 (FORMIN HOMOLOGY 1); actin binding"	AT3G25500.1	CHR09V5|COORD:20179233..20182554|protein AFH1, putative, expressed	LOC_Os09g34180.1	" no descriptionweakly similar to ( 189)AT3G25500| Symbols: FH1, AHF1, AFH1 | AFH1 (FORMIN HOMOLOGY 1); actin binding | chr3:9252557-9256063 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned FH2 FH2 PRK07764 "	not assigned.no ontology.formin homology 2 domain-containing protein	35_1_20

CUST_86099_PI403524517	2	-0.0198946	0.24782276	-0.05742359	-0.15441513	0.0198946	0.037903786	35_24658	"Cluster: Hypothetical protein OJ1531_B07.16; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1531_B07.16 - Oryza sativa (japonica cultiv"	UniRef90_Q69NG1	0	0	CHR09V5|COORD:20742395..20740993|protein hypothetical protein	LOC_Os09g36000.1	no description	not assigned.unknown	35_2

CUST_73303_PI403524517	2	-0.2428093	-0.3225174	0.083231926	-0.083231926	0.2614498	0.25784683	35_21016	Rep: Alpha-expansin 4 - Zea mays (Maize)	UniRef90_Q94KT4	CHR3V7|COORD:20586052..20587081| ATEXPA16 (ARABIDOPSIS THALIANA EXPANSIN A16)	AT3G55500.1	CHR03V5|COORD:34450213..34447198|protein alpha-expansin 6 precursor, putative, expressed	LOC_Os03g60720.1	 no descriptionvery weakly similar to (53.5)AT3G55500| Symbols: EXP16, ATEXP16, ATHEXP ALPHA 1.7, ATEXPA16 | ATEXPA16 (ARABIDOPSIS THALIANA EXPANSIN A16) | chr3:20586052-20587081 REVERSEvery weakly similar to (54.3)EXPA7_ORYSA	cell wall.modification	10_7

CUST_82738_PI403524517	2	0.79987144	0.97796583	0.1542635	-0.22345066	-0.30586243	-0.1542635	35_23728	"Cluster: Putative very-long-chain fatty acid condensing enzyme CUT1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative very-long-chain fatty acid conden"	UniRef90_Q5Z7E7	CHR1V7|COORD:8938666..8940269| very-long-chain fatty acid condensing enzyme, putative	AT1G25450.1	CHR06V5|COORD:8409309..8407343|protein 3-ketoacyl-CoA synthase, putative, expressed	LOC_Os06g14810.1	 no descriptionmoderately similar to ( 273)AT1G25450| Symbols:  | very-long-chain fatty acid condensing enzyme, putative | chr1:8938666-8940269 REVERSEnot assigned not assigned not assigned not assigned not assigned FAE1_CUT1_RppA CHS_like BcsA PRK12323 PRK07003 	lipid metabolism.FA synthesis and FA elongation.beta ketoacyl CoA synthase	11_1_10

CUST_15658_PI403524517	2	-0.008883476	-0.27116776	0.008882523	0.054811478	-0.11186981	0.08713913	35_4518	"Cluster: OSJNBb0012E24.4 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: OSJNBb0012E24.4 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XSP0	CHR2V7|COORD:18764955..18779303| WD-40 repeat family protein / beige-related	AT2G45540.1	CHR04V5|COORD:27579667..27576042|protein expressed protein	LOC_Os04g46892.1	no descriptionhighly similar to ( 624)AT2G45540| Symbols:  | WD-40 repeat family protein / beige-related | chr2:18764955-18779303 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Beach WD40 COG2319 WD40	not assigned.no ontology	35_1

CUST_56379_PI403524517	2	0.031389236	-0.5392761	-0.2631693	-0.014454842	0.014454842	0.09442806	35_16049	"Cluster: Os09g0557800 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0557800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IZP5	CHR5V7|COORD:8648377..8651018| endomembrane protein 70, putative	AT5G25100.1	CHR09V5|COORD:22167965..22171953|protein transmembrane 9 superfamily protein member 4, putative, expressed	LOC_Os09g38530.1	 no descriptionhighly similar to ( 932)AT5G25100| Symbols:  | endomembrane protein 70, putative | chr5:8648377-8651018 REVERSEnot assigned not assigned EMP70 PRK03699 PotE NosY 	not assigned.unknown	35_2

CUST_110714_PI403524517	2	0.032749176	-0.14842224	-0.032748222	0.059776306	0.045576096	-0.13564873	35_31442	"Cluster: Os03g0139400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os03g0139400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DVB0	CHR1V7|COORD:16816094..16817173| DNA binding / ligand-dependent nuclear receptor	AT1G44191.1	CHR03V5|COORD:2133780..2134830|protein expressed protein	LOC_Os03g04610.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 Extensin_2 DUF1421 PRK07764 TT_ORF1 Drf_FH1 PRK07003 Atrophin-1	not assigned.unknown	35_2

CUST_30502_PI403524517	2	-0.07250023	0.8288536	0.1818037	-0.24326229	-0.24706936	0.072499275	35_8805	Rep: OSIGBa0116M22.12 protein - Oryza sativa (Rice)	UniRef90_Q01JY7	CHR3V7|COORD:2666382..2667458| similar to hypothetical protein [Medicago sativa] (GB:AAL15647.1)	AT3G08780.1	CHR04V5|COORD:23753127..23749115|protein expressed protein	LOC_Os04g40320.1	no description	not assigned.unknown	35_2

CUST_150160_PI403524517	2	-0.054340363	0.28454685	0.054341316	-0.11089802	0.08595657	-0.124402046	35_42007	Rep: H0801D08.18 protein - Oryza sativa (Rice)	UniRef90_Q259E4	CHR5V7|COORD:206796..208169| zinc finger (C3HC4-type RING finger) family protein	AT5G01520.2	CHR10V5|COORD:18749054..18751998|protein RNA-binding protein, putative, expressed	LOC_Os10g35670.1	no descriptionmoderately similar to ( 220)AT5G01520| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr5:206796-208398 FORWARDnot assigned not assigned	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_81317_PI403524517	2	0.17856503	-0.18627834	-0.12211609	0.035160065	0.056602478	-0.03515911	35_23324	"Cluster: Os05g0456300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0456300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DHM8	CHR2V7|COORD:15841966..15843737| oxidoreductase	AT2G37770.2	CHR05V5|COORD:22330124..22326728|protein aldose reductase, putative, expressed	LOC_Os05g38230.3	no descriptionweakly similar to ( 126)AT2G37770| Symbols:  | oxidoreductase | chr2:15841966-15843737 FORWARDvery weakly similar to (75.9)ALDR_HORVUAldose reductase - Hordeum vulgare (Barley)not assigned ARA1 Aldo_ket_red dkgA dkgB	minor CHO metabolism.others	3_5

CUST_14617_PI399408534	2	0.290843	-0.19575024	-0.16111279	0.11151886	-0.060703278	0.06070423	35_16064	"Cluster: Putative splicing factor, arginine/serine-rich 2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative splicing factor, arginine/serine-rich 2 - O"	UniRef90_Q8LHL0	"CHR5|COORD:25698800..25700858| arginine/serine-rich splicing factor SC35, contains similarity to splicing factor; contains Pfam profile PF00076: RNA recognition"	AT5G64200.2	CHR07V5|COORD:25791825..25796006|protein splicing factor, arginine/serine-rich 2, putative, expressed	LOC_Os07g43050.1	" no descriptionweakly similar to ( 108)AT5G64200| Symbols: ATSC35 | ATSC35 (""Arabidopsis thaliana arginine/serine-rich splicing factor 35, 35 kDa protein""); RNA binding | chr5:25699075-25700779 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF1777 Transformer PRK12678 "	RNA.processing.splicing	27_1_1

CUST_53442_PI403524517	2	-0.008172989	-0.042639732	0.008172989	0.04323387	0.012269974	-0.033335686	35_15203	"Cluster: B0403H10-OSIGBa0105A11.13 protein; n=2; Oryza sativa|Rep: B0403H10-OSIGBa0105A11.13 protein - Oryza sativa (Rice)"	UniRef90_Q01HT5	CHR3V7|COORD:150272..150929| VMA10 (VACUOLAR MEMBRANE ATPASE 10)	AT3G01390.2	CHR04V5|COORD:30157993..30155602|protein vacuolar ATP synthase subunit G, putative, expressed	LOC_Os04g51270.2	 no descriptionvery weakly similar to (92.4)AT3G01390| Symbols: AVMA10, VMA10 | VMA10 (VACUOLAR MEMBRANE ATPASE 10) | chr3:150272-150929 REVERSEvery weakly similar to (94.0)VATG1_TOBACVacuolar proton pump subunit G 1 - Nicotiana tabacum (Common tobacco)not assigned V-ATPase_G 	transport.p- and v-ATPases	34_1

CUST_43084_PI403524517	2	0.12962723	0.0058665276	0.22275877	-0.0058660507	-0.46067762	-0.16544104	35_12371	Rep: H0811D08.1 protein - Oryza sativa (Rice)	UniRef90_Q25AP6	CHR1V7|COORD:5257322..5264809| binding	AT1G15290.1	CHR04V5|COORD:32616099..32629411|protein ataxin-2 C-terminal region family protein, expressed	LOC_Os04g55230.1	no descriptionweakly similar to ( 115)AT1G15290| Symbols:  | binding | chr1:5257322-5264809 REVERSEnot assigned	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_74168_PI403524517	2	0.13033867	0.055732727	0.102146626	-0.05573225	-0.2481699	-0.16690445	35_21269	"Cluster: Putative lysyl-tRNA synthetase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative lysyl-tRNA synthetase - Oryza sativa (japonica cultivar-group"	UniRef90_Q6K1T2	"CHR3V7|COORD:4395991..4399309| OVA5 (OVULE ABORTION 5); ATP binding / aminoacyl-tRNA ligase"	AT3G13490.1	CHR02V5|COORD:24854243..24842305|protein lysyl-tRNA synthetase, putative, expressed	LOC_Os02g41470.3	"no descriptionhighly similar to ( 529)AT3G13490| Symbols: OVA5 | OVA5 (OVULE ABORTION 5); ATP binding / aminoacyl-tRNA ligase | chr3:4395991-4399309 REVERSEmoderately similar to ( 225)SYK_ORYSAnot assigned not assigned not assigned not assigned not assigned lysS LysU lysS PRK12445 LysRS_core tRNA-synt_2 Asp_Lys_Asn_RS_core LysRS_N aspC AsnS aspS AspS PRK12820 COG2269 AsxRS_core PRK09350 asnC class_II_aaRS-like_core AspRS_core tRNA_anti Asp_Lys_Asn_RS_N PRK06462 EcAspRS_like_N tRNA-synt_2b"	protein.aa activation	29_1

CUST_15632_PI399408534	2	-0.007285118	0.0072841644	-0.056236267	0.016705513	-0.048312187	0.051887512	35_3801	"Cluster: Putative aspartic proteinase nepenthesin I; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative aspartic proteinase nepenthesin I - Oryza sativa"	UniRef90_Q9AWT3	CHR1V7|COORD:8959359..8960810| aspartyl protease family protein	AT1G25510.1	CHR01V5|COORD:2117183..2119168|protein aspartic proteinase nepenthesin-1 precursor, putative, expressed	LOC_Os01g04710.2	no descriptionmoderately similar to ( 224)AT1G25510| Symbols:  | aspartyl protease family protein | chr1:8959359-8960810 REVERSEnot assigned	RNA.regulation of transcription.unclassified	27_3_99

CUST_77879_PI403524517	2	0.00340271	0.06433964	-0.00340271	-0.13914204	-0.0051460266	0.10635185	35_22328	"Cluster: Os11g0544200 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os11g0544200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0ISA1	CHR1V7|COORD:3629090..3632131| F-box family protein	AT1G10890.1	CHR10V5|COORD:7824172..7834977|protein vicilin storage protein, putative, expressed	LOC_Os10g15390.1	no descriptionvery weakly similar to (64.7)AT1G10890| Symbols:  | F-box family protein | chr1:3629090-3632131 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Smc Caldesmon COG1340 ERM TolA MAP7 SbcC tolA TolA Myosin_tail_1 PRK12704 PRK03918 COG4487 fliH COG2268 GBP_C COG2433	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_68233_PI403524517	2	0.14183521	-0.1941452	0.21744442	-0.024525642	-0.014546394	0.014546394	35_19507	"Cluster: Carbonyl reductase-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Carbonyl reductase-like protein - Oryza sativa (japonica cultivar-gro"	UniRef90_Q7XIR1	CHR2V7|COORD:10290820..10292014| short-chain dehydrogenase/reductase (SDR) family protein	AT2G24190.1	CHR07V5|COORD:29120063..29123268|protein oxidoreductase, putative, expressed	LOC_Os07g48640.1	no descriptionweakly similar to ( 138)AT2G24190| Symbols:  | short-chain dehydrogenase/reductase (SDR) family protein | chr2:10290820-10292014 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG4221 PRK12826 fabG fabG fabG FabG DltE PRK06197 fabG PRK12939 PRK07062 PRK08277 PRK12429 PRK06124 PRK06182 PRK06179 PRK06914 PRK05872 PRK05854 PRK08220 PRK06181 PRK07326 fabG PRK12745 PRK08213 PRK07109 fabG PRK07825 PRK12829 PRK08643 PRK07479 PRK12743 PRK06196 PRK07856 PRK07806 PRK06057 PRK07814 adh_short PRK06172 PRK07063 PRK06198 PRK08324 PRK12937 PRK07035 PRK06949 PRK08265 PRK07067 PRK06484 PRK08264 PRK06500 PRK07201 PRK06841 PRK06180 PRK07774 PRK05650 PRK07523 PRK06138 PRK07831 PRK06194 PRK08945 PRK06523 fabG PRK05855 PRK08267 fabG PRK06125 PRK09072 PRK09242 PRK07478 PRK08263 PRK08589 PRK12824 PRK12827 PRK09135 PRK09186 PRK06346 fabG DltE PRK05866 PRK07069 PRK07454 PRK06123 PRK12384 PRK08628 PRK06935 PRK06113 benD PRK10538 PRK07677 PRK12428 PRK06953 PRK06128 PRK06139 fabG fabG PRK07097 PRK07890 PRK08303 PRK08219 PRK07775 PRK06398 PRK07832 PRK05717 PRK05875 PRK08936 PRK06720 PRK06122 PRK06171 PRK08226 PRK05876 PRK12748	misc.short chain dehydrogenase/reductase (SDR)	26_22

CUST_114545_PI403524517	2	-0.09612274	0.6305232	0.45400763	0.09612274	-0.65308714	-0.3595171	35_32506	"Cluster: Similar to flavoprotein involved in K+ transport; n=1; Kineococcus radiotolerans SRS30216|Rep: Similar to flavoprotein involved in K+ transport - Kineo"	UniRef90_Q40X37	CHR1V7|COORD:11399903..11405702| actin binding	AT1G31810.1	CHR10V5|COORD:623176..619464|protein transposon protein, putative, CACTA, En/Spm sub-class	LOC_Os10g02010.1	no descriptionnot assigned not assigned not assigned not assigned not assigned	not assigned.unknown	35_2

CUST_51442_PI403524517	2	0.016069412	0.13699722	-0.07628822	-0.09177971	-0.016067505	0.021154404	35_14662	"Cluster: 40S ribosomal protein S9, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: 40S ribosomal protein S9, putative, expressed - Oryza s"	UniRef90_Q2R1J8	CHR5V7|COORD:15967281..15968399| 40S ribosomal protein S9 (RPS9C)	AT5G39850.1	CHR11V5|COORD:22683124..22686311|protein 40S ribosomal protein S9, putative, expressed	LOC_Os11g38959.1	no descriptionmoderately similar to ( 325)AT5G39850| Symbols:  | 40S ribosomal protein S9 (RPS9C) | chr5:15967281-15968399 FORWARDweakly similar to ( 112)RS9_TOBAC40S ribosomal protein S9 - Nicotiana tabacum (Common tobacco)not assigned not assigned rps4p RpsD Ribosomal_S4 rpsD S4 PRK12565 S4	protein.synthesis.misc ribososomal protein	29_2_2

CUST_178252_PI403524517	2	0.19459343	0.08516121	-0.1361866	-0.03940773	-0.04635334	0.03940773	35_49574	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_10964_PI403524517	2	0.012319565	0.58705235	-0.012318611	-0.09322834	-0.07026482	0.09966564	35_3099	"Cluster: F-box family protein, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: F-box family protein, putative, expressed - Oryza sativa (j"	UniRef90_Q10SN1	"CHR4|COORD:324994..326964| F-box family protein,  ; similar to SKP1 interacting partner 2 (SKIP2) TIGR_Ath1:At5g67250"	AT4G00755.2	CHR03V5|COORD:924304..927407|protein F-box protein, putative, expressed	LOC_Os03g02560.1	no descriptionmoderately similar to ( 244)AT4G00755| Symbols:  | F-box family protein | chr4:325294-326787 FORWARDnot assigned not assigned TT_ORF1	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_25370_PI399408534	2	0.06734848	-0.4332304	-0.11026859	0.073412895	-0.06734848	0.07274532	35_12589	"Cluster: Os05g0497500 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0497500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DH16	"CHR2V7|COORD:14319221..14321642| FES1 (FRIGIDA-ESSENTIAL 1); nucleic acid binding"	AT2G33835.1	CHR05V5|COORD:24386108..24381048|protein zinc finger C-x8-C-x5-C-x3-H type family protein, expressed	LOC_Os05g41790.1	"no descriptionvery weakly similar to (82.4)AT2G33835| Symbols: FES1 | FES1 (FRIGIDA-ESSENTIAL 1); nucleic acid binding | chr2:14319221-14321642 REVERSE"	RNA.regulation of transcription.unclassified	27_3_99

CUST_129818_PI403524517	2	0.12362099	-0.5381956	0.016324043	-0.10687065	-0.016324043	0.037327766	35_36461	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_90659_PI403524517	2	-0.040380478	-0.45899296	0.040379524	0.39952946	0.15467262	-0.2258091	35_25928	"Cluster: Putative cytochrome P450; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative cytochrome P450 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q9FW92	"CHR1V7|COORD:24116946..24118466| CYP89A2 (CYTOCHROME P450 89A2); oxygen binding"	AT1G64900.1	CHR10V5|COORD:19529099..19531006|protein transposon protein, putative, unclassified, expressed	LOC_Os10g37110.1	" no descriptionweakly similar to ( 163)AT1G64900| Symbols: CYP89, CYP89A2 | CYP89A2 (CYTOCHROME P450 89A2); oxygen binding | chr1:24116946-24118466 FORWARDweakly similar to ( 114)C77A1_SOLMECytochrome P450 77A1 - Solanum melongena (Eggplant) (Aubergine)not assigned not assigned not assigned not assigned not assigned p450 CypX "	misc.cytochrome P450	26_10

CUST_93759_PI403524517	2	-0.028122902	0.46579838	0.26235867	-0.18278408	-0.14406681	0.028122902	35_26809	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_130918_PI403524517	2	-0.023355484	0.6064539	0.07509041	-0.3244772	-0.14336586	0.02335453	35_36770	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_31640_PI403524517	2	0.01590395	-0.22557592	-0.015904427	0.37158108	0.18816042	-0.44976234	35_9130	Rep: Cinnamyl alcohol dehydrogenase - Lolium perenne (Perennial ryegrass)	UniRef90_Q8S411	CHR4V7|COORD:17849666..17852139| mannitol dehydrogenase, putative	AT4G37970.1	CHR10V5|COORD:14979907..14974506|protein mannitol dehydrogenase, putative, expressed	LOC_Os10g29470.1	 no descriptionweakly similar to ( 193)AT4G37970| Symbols:  | mannitol dehydrogenase, putative | chr4:17849666-17852139 FORWARDweakly similar to ( 200)MTDH_MESCRProbable mannitol dehydrogenase - Mesembryanthemum crystallinum (Common ice plant)not assigned not assigned not assigned not assigned AdhP ADH_N Tdh AdhC tdh PRK09422 Qor PRK10083 PRK10309 	secondary metabolism.phenylpropanoids.lignin biosynthesis.CAD	16_2_1_10

CUST_32888_PI399408534	2	0.0058603287	0.26925087	0.07813358	-0.0557909	-0.0058603287	-0.07954502	35_8046	"Cluster: Calmodulin-binding family protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Calmodulin-binding family protein,"	UniRef90_Q2QXN6	CHR3V7|COORD:19604343..19606664| calmodulin-binding family protein	AT3G52870.1	CHR12V5|COORD:2454624..2450805|protein calmodulin binding protein, putative, expressed	LOC_Os12g05420.1	no descriptionweakly similar to ( 150)AT3G52870| Symbols:  | calmodulin-binding family protein | chr3:19604343-19606664 REVERSE	signalling.calcium	30_3

CUST_97127_PI403524517	2	0.012946129	0.38094234	-0.29415512	0.025698662	-0.012946129	-0.050883293	35_27740	"Cluster: Glycosyltransferase 3, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Glycosyltransferase 3, putative, expressed - Oryza"	UniRef90_Q2QXP0	CHR5V7|COORD:2455758..2457131| galactosyl transferase GMA12/MNN10 family protein	AT5G07720.1	CHR12V5|COORD:2433867..2432327|protein glycosyltransferase 3, putative, expressed	LOC_Os12g05380.1	no descriptionmoderately similar to ( 326)AT5G07720| Symbols:  | galactosyl transferase GMA12/MNN10 family protein | chr5:2455758-2457131 FORWARDnot assigned Glyco_transf_34	misc.UDP glucosyl and glucoronyl transferases	26_2

CUST_4458_PI404877155	2	0.18220139	-0.0046167374	-0.09176922	-0.17486382	0.08442211	0.0046167374	Contig15403_at	putative leucine-rich repeat transmembrane protein kinase 2 [Oryza sativa (japonica cultivar-group)] dbj|BAC21507.1| putative leucine-rich r	NP_914720.1	leucine-rich repeat transmembrane protein kinase, putative	At3g14350.1	protein dihydropteroate synthase, putative	Os07g42630	leucine-rich repeat transmembrane protein kinase, putative, similar to leucine-rich repeat transmembrane protein kinase 1 GB:AAC27894 from (Zea mays) or  leucine-rich repeat transmembrane protein kinase, putative, similar to leucine-rich repeat transmembr	signalling.receptor kinases.leucine rich repeat V	30_2_5

CUST_30749_PI403524517	2	0.08756685	0.45706272	0.03629589	-0.27243853	-0.03629589	-0.31447697	35_8874	"Cluster: Hypothetical protein P0510F03.20; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0510F03.20 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5VRX6	CHR5V7|COORD:8677120..8682061| nucleotide binding	AT5G25150.1	CHR01V5|COORD:4530843..4537018|protein expressed protein	LOC_Os01g09020.1	no descriptionvery weakly similar to (58.2)AT5G25150| Symbols:  | nucleotide binding | chr5:8677120-8682061 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned WD40 COG2319	not assigned.no ontology	35_1

CUST_68246_PI403524517	2	-0.042699814	0.3620329	0.5549364	-0.34640694	-0.0068979263	0.00689888	35_19510	"Cluster: Os01g0363600 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0363600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JMT1	CHR3V7|COORD:8679869..8680819| hydroxyethylthiazole kinase family protein	AT3G24030.1	0	0	no descriptionweakly similar to ( 142)AT3G24030| Symbols:  | hydroxyethylthiazole kinase family protein | chr3:8679869-8680819 REVERSETHZ_kinase PRK09355 ThiM HK COG0063	not assigned.no ontology	35_1

CUST_3457_PI404877155	2	-0.09573269	0.08847904	0.11513138	0.097744465	-0.08847904	-0.14907932	Contig13928_at	P0446B05.23 [Oryza sativa (japonica cultivar-group)]	NP_915481.1	transcription initiation factor IID (TFIID) subunit A family protein	At1g17440.1	protein Transcription initiation factor TFIID subunit A, putative	Os01g62820	"1.1_bZIP   T00782 TAF-II (20);"	RNA.processing	27_1

CUST_181576_PI403524517	2	0.060733795	-0.19078255	-0.07124233	0.040836334	-0.015624046	0.015623093	35_50486	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_60198_PI403524517	2	-0.036338806	0.024197578	-0.010258675	0.010258675	-0.29358006	0.18298626	35_17158	Rep: Putative epsin - Oryza sativa (Rice)	UniRef90_Q948G6	CHR2V7|COORD:17955961..17960344| epsin N-terminal homology (ENTH) domain-containing protein	AT2G43160.1	CHR02V5|COORD:34428326..34422526|protein expressed protein	LOC_Os02g56270.1	no descriptionweakly similar to ( 131)AT2G43160| Symbols:  | binding | chr2:17955961-17959997 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Atrophin-1 PRK07003 DUF1421 Fork_head_N PRK05648 Drf_FH1 PRK07764 PRK12323 COG5651 PRK08853	not assigned.no ontology.epsin N-terminal homology (ENTH) domain-containing protein	35_1_21

CUST_65178_PI403524517	2	0.012738228	0.56182957	0.07194519	-0.11221504	-0.012738228	-0.07225609	35_18611	"Cluster: Putative gamma-glutamyl hydrolase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative gamma-glutamyl hydrolase - Oryza sativa (japonica"	UniRef90_Q75II5	"CHR1V7|COORD:29590794..29593010| ATGGH1; gamma-glutamyl hydrolase"	AT1G78660.3	CHR05V5|COORD:25574522..25569999|protein gamma-glutamyl hydrolase precursor, putative, expressed	LOC_Os05g44130.2	"no descriptionmoderately similar to ( 231)AT1G78660| Symbols: ATGGH1 | ATGGH1; gamma-glutamyl hydrolase | chr1:29590794-29593010 FORWARDmoderately similar to ( 202)GGH_SOYBNGamma-glutamyl hydrolase precursor - Glycine max (Soybean)not assigned GATase1_Glutamyl_Hydrolase Peptidase_C26 TT_ORF1 Protamine_P1"	protein.degradation	29_5

CUST_75309_PI403524517	2	0.013581276	-0.64659834	-0.013580322	0.12296009	0.36785126	-0.22028351	35_21587	"Cluster: Os07g0470700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os07g0470700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D6K6	CHR1V7|COORD:18939048..18941152| plastid-lipid associated protein PAP / fibrillin family protein	AT1G51110.1	CHR07V5|COORD:16855498..16860949|protein PAP fibrillin family protein, expressed	LOC_Os07g28790.1	no description	not assigned.unknown	35_2

CUST_27476_PI399408534	2	0.29487562	0.25189114	-0.11856747	-0.1431036	0.003273487	-0.003273487	35_32081	"Cluster: Os06g0544100 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os06g0544100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DBP6	CHR2V7|COORD:10309059..10311620| leucine-rich repeat transmembrane protein kinase, putative	AT2G24230.1	CHR06V5|COORD:20521133..20523988|protein receptor-like kinase, putative, expressed	LOC_Os06g35200.1	"no descriptionvery weakly similar to (54.3)AT5G45800| Symbols: MEE62 | MEE62 (maternal effect embryo arrest 62); ATP binding / protein serine/threonine kinase | chr5:18592992-18596199 REVERSEnot assigned not assigned"	signalling.receptor kinases.leucine rich repeat VII	30_2_7

CUST_9448_PI404877155	2	-0.19024086	-0.6619377	0.657629	0.24316788	0.11243248	-0.11243248	Contig3175_at	OSJNBa0086B14.21 [Oryza sativa (japonica cultivar-group)] ref|XP_472679.1| OSJNBa0086B14.21 [Oryza sativa (japonica cultivar-group)]	CAE02979.1	protein phosphatase 2C, putative / PP2C, putative	At2g20630.1	protein Protein phosphatase 2C	Os04g37900	putative low temperature and salt responsive protein	stress.abiotic.cold	20_2_2

CUST_13366_PI404877155	2	0.13720131	-0.40969372	0.028232574	-0.060214996	0.04853344	-0.028233528	Contig7076_s_at	OSJNBa0032F06.20 [Oryza sativa (japonica cultivar-group)] ref|XP_474399.1| OSJNBa0032F06.20 [Oryza sativa (japonica cultivar-group)]	CAE03437.2	K+ efflux antiporter, putative (KEA2)	At4g00630.1	protein potassium efflux system protein, putative	Os04g58620	"K+ efflux antiporter, putative (KEA2), Monovalent cation:proton antiporter family 2 (CPA2 family) member, PMID:11500563; similar to SWISS-PROT:SPP03819 Glutathione-regulated potassium-efflux system protein kefC (K(+)/H(+) antiporter) (Escherichia coli)"	transport.potassium	34_15

CUST_29695_PI399408534	2	0.11302662	0.3965826	-0.11038113	-0.18486023	-0.124985695	0.11038113	35_27017	"Cluster: RWP-RK domain containing protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: RWP-RK domain containing protein, expressed - Oryza sativ"	UniRef90_Q2R7K5	CHR2V7|COORD:18069792..18073527| RWP-RK domain-containing protein	AT2G43500.1	CHR11V5|COORD:8955371..8948010|protein NIN-like protein 2, putative, expressed	LOC_Os11g16290.2	no descriptionvery weakly similar to (96.3)AT2G43500| Symbols:  | RWP-RK domain-containing protein | chr2:18069792-18073527 FORWARDPB1 PB1	RNA.regulation of transcription.NIN-like bZIP-related family	27_3_60

CUST_4820_PI403524517	2	-0.014490128	-0.11152172	0.060162544	0.020459175	-0.025010109	0.014490128	35_1330	"Cluster: Putative copper chaperone; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative copper chaperone - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ZCF3	"CHR1V7|COORD:24690108..24690990| ATX1; metal ion binding"	AT1G66240.1	CHR08V5|COORD:6152721..6155089|protein copper chaperone, putative, expressed	LOC_Os08g10480.1	"no descriptionweakly similar to ( 129)AT1G66240| Symbols: ATX1 | ATX1; metal ion binding | chr1:24690108-24690990 REVERSEnot assigned not assigned HMA HMA CopZ"	metal handling.binding, chelation and storage	15_2

CUST_106579_PI403524517	2	0.15238762	0.3701372	0.023352623	-0.31197643	-0.023353577	-0.06363392	35_30333	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_163014_PI403524517	2	0.036574364	0.34256172	0.08015633	-0.20066929	-0.036575317	-0.105793	35_45465	"Cluster: ADP-ribosylation factor, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: ADP-ribosylation factor, putative,"	UniRef90_Q10CA9	"CHR5V7|COORD:4729322..4730498| ATARFA1B (ADP-ribosylation factor A1B); GTP binding / phospholipase activator/ protein binding"	AT5G14670.1	CHR05V5|COORD:23977428..23973918|protein ADP-ribosylation factor, putative, expressed	LOC_Os05g41060.2	"no descriptionweakly similar to ( 171)AT5G14670| Symbols: ATARFA1B | ATARFA1B (ADP-ribosylation factor A1B); GTP binding / phospholipase activator/ protein binding | chr5:4729322-4730498 FORWARDweakly similar to ( 171)ARF_MAIZEADP-ribosylation factor - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned ARF Arf1_5_like Arf6 Arf Arf_Arl Arl1 Arl5_Arl8 ARD1 ARLTS1 Arl2 Arl3 Arl4_Arl7 Sar1 Arl6 Arl10_like Arfrp1 COG1100 SAR Ras_like_GTPase Arl2l1_Arl13_like Arl9_Arfrp2_like"	protein.targeting.secretory pathway.unspecified	29_3_4_99

CUST_33765_PI399408534	2	0.00787735	-0.34378195	0.9383621	-0.007877827	0.31514835	-0.15015697	35_7577	"Cluster: Putative IAA amidohydrolase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative IAA amidohydrolase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8H3C8	"CHR3V7|COORD:632000..633866| ILR1 (IAA-LEUCINE RESISTANT 1); metallopeptidase"	AT3G02875.1	CHR07V5|COORD:8323354..8319954|protein IAA-amino acid hydrolase ILR1 precursor, putative, expressed	LOC_Os07g14590.1	"no descriptionweakly similar to ( 191)AT5G54140| Symbols: ILL3 | ILL3 (IAA-amino acid hydrolase ILR1-like 3); metallopeptidase | chr5:21983059-21985060 FORWARDnot assigned not assigned not assigned AbgB Peptidase_M20"	hormone metabolism.auxin.synthesis-degradation	17_2_1

CUST_83870_PI403524517	2	-0.37778473	0.49693584	-0.045610428	0.18572712	-0.16360855	0.045609474	35_24041	"Cluster: Receptor-like protein kinase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Receptor-like protein kinase-like - Oryza sativa (japonica cultivar"	UniRef90_Q5Z9P3	0	0	CHR06V5|COORD:30407670..30413578|protein expressed protein	LOC_Os06g50220.2	no description	not assigned.unknown	35_2

CUST_80713_PI403524517	2	0.2234497	-0.22926044	-0.0014753342	0.20980072	0.0014753342	-0.10744667	35_23150	"Cluster: Putative leucyl-tRNA synthetase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative leucyl-tRNA synthetase - Oryza sativa (japonica cultivar-gro"	UniRef90_Q5ZDS6	"CHR4V7|COORD:2128127..2133028| EMB2369 (EMBRYO DEFECTIVE 2369); ATP binding / aminoacyl-tRNA ligase"	AT4G04350.1	CHR01V5|COORD:1151896..1142631|protein leucyl-tRNA synthetase, putative, expressed	LOC_Os01g03020.1	"no descriptionmoderately similar to ( 296)AT4G04350| Symbols: EMB2369 | EMB2369 (EMBRYO DEFECTIVE 2369); ATP binding / aminoacyl-tRNA ligase | chr4:2128127-2133028 FORWARDnot assigned leuS LeuS Anticodon_1 ValS leuS"	protein.aa activation. leucine-tRNA ligase	29_1_4

CUST_42159_PI403524517	2	0.10511398	0.29842854	0.009635925	-0.10099125	-0.061217308	-0.009635925	35_12119	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_137141_PI403524517	2	0.033099174	-0.460701	0.012205124	-0.017489433	0.062031746	-0.012205124	35_38459	"Cluster: F-box protein-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: F-box protein-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q67UT5		0	CHR09V5|COORD:16485822..16483145|protein F-box domain containing protein	LOC_Os09g27090.1	no description	not assigned.unknown	35_2

CUST_73660_PI403524517	2	0.56499577	0.81876564	0.12842274	-0.32342148	-0.12842274	-0.3994689	35_21124	"Cluster: Putative alcohol oxidase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative alcohol oxidase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K9N5	CHR3V7|COORD:8382867..8386031| alcohol oxidase-related	AT3G23410.1	CHR02V5|COORD:24749036..24743573|protein oxidoreductase, putative, expressed	LOC_Os02g40840.1	no descriptionmoderately similar to ( 338)AT4G28570| Symbols:  | alcohol oxidase-related | chr4:14119554-14121929 FORWARDnot assigned not assigned not assigned not assigned not assigned GMC_oxred_N BetA PRK07003 PRK12323 COG1233 PRK12678	not assigned.no ontology	35_1

CUST_97024_PI403524517	2	-0.074862	-0.28816843	0.092268944	0.039705753	0.026641846	-0.026642323	35_27710	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_20280_PI403524517	2	-0.2125988	-0.6620474	-0.2605257	0.48362923	0.21259785	0.23870373	35_5878	"Cluster: VQ motif-containing protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: VQ motif-containing protein-like - Oryza sativa (japonica cultivar-g"	UniRef90_Q94J34	CHR1V7|COORD:9886639..9887382| VQ motif-containing protein	AT1G28280.1	CHR01V5|COORD:31627032..31625715|protein DNA-binding WRKY, putative, expressed	LOC_Os01g54400.1	no descriptionweakly similar to ( 119)AT1G28280| Symbols:  | VQ motif-containing protein | chr1:9886639-9887382 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07764 Atrophin-1 Tymo_45kd_70kd PRK12323 APC_basic PRK07003 Extensin_2 HPC2 DUF390 AF-4 DUF1421 DUF566 DUF1509 infB PRK12678 Drf_FH1 PRK05648 tatB HpaP Herpes_BLLF1 IER Herpes_gI PRK10819 KAR9 DUF605	not assigned.no ontology	35_1

CUST_61574_PI403524517	2	-0.09846306	0.34694767	-0.024641514	-0.052001953	0.0764575	0.024641037	35_17574	"Cluster: Hypothetical protein P0627E10.15; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0627E10.15 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6Z3Y1	"CHR5V7|COORD:4383076..4384811| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G69380.1); similar to Os07g0694800 [Oryza sativa (japonica"	AT5G13610.1	CHR07V5|COORD:29592119..29588063|protein uncharacterized ACR, YagE family COG1723 containing protein, expressed	LOC_Os07g49410.1	"no descriptionmoderately similar to ( 366)AT5G13610| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G69380.1); similar to Os07g0694800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001060742.1); similar to unnamed protein product [Ostreococcus tauri] (GB:CAL53488.1); similar to Os01g0764300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001044340.1); contains InterPro domain Protein of unknown function DUF155; (InterPro:IPR003734) | chr5:4383076-4384811 FORWARDnot assigned COG1723 DUF155"	not assigned.unknown	35_2

CUST_92425_PI403524517	2	0.11816025	0.5329914	-0.010262489	-0.1956873	-0.09683132	0.010262489	35_26429	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_34243_PI403524517	2	-0.03609371	-0.03055954	0.03055954	0.052930832	-0.16449451	0.10654354	35_9871	"Cluster: Putative BTB/POZ domain-containing protein; n=2; Oryza sativa|Rep: Putative BTB/POZ domain-containing protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K229	"CHR3V7|COORD:22806679..22809044| ATPOB1 (Arabidopsis thaliana POZ/BTB containing-protein 1); protein binding"	AT3G61600.2	CHR02V5|COORD:9082727..9088011|protein GAMYB-binding protein, putative, expressed	LOC_Os02g16000.2	"no descriptionmoderately similar to ( 325)AT3G61600| Symbols: ATPOB1 | ATPOB1 (Arabidopsis thaliana POZ/BTB containing-protein 1); protein binding | chr3:22806679-22809044 FORWARDBACK"	not assigned.no ontology.BTB/POZ domain-containing protein	35_1_9

CUST_15625_PI403524517	2	0.054763794	-0.09553337	0.009162903	0.01618576	-0.0091638565	-0.025422096	35_4509	"Cluster: Hypothetical protein OJ1735_C10.3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1735_C10.3 - Oryza sativa (japonica cultivar"	UniRef90_Q65XL5	CHR5V7|COORD:25295054..25296538| EMB1692 (EMBRYO DEFECTIVE 1692)	AT5G62990.1	CHR05V5|COORD:28380828..28382751|protein expressed protein	LOC_Os05g49610.1	no descriptionmoderately similar to ( 201)AT5G62990| Symbols: EMB1692 | EMB1692 (EMBRYO DEFECTIVE 1692) | chr5:25295054-25296538 FORWARDnot assigned not assigned Peptidase_C12	not assigned.unknown	35_2

CUST_42301_PI403524517	2	-0.42231512	-0.4554782	-0.17092276	1.2962952	1.0157967	0.17092228	35_12158	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_168860_PI403524517	2	0.20339108	-0.006339073	0.012179375	-0.12245655	-0.124108315	0.006339073	35_47028	"Cluster: Hypothetical protein OSJNBb0043C10.3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0043C10.3 - Oryza sativa (japonica cu"	UniRef90_Q8H7V8	CHR3V7|COORD:6736388..6738336| late embryogenesis abundant protein-related / LEA protein-related	AT3G19430.1	CHR03V5|COORD:588226..592801|protein protein Kinase interacting protein, putative, expressed	LOC_Os03g01980.1	no descriptionnot assigned not assigned not assigned not assigned not assigned PRK12323	not assigned.unknown	35_2

CUST_42121_PI403524517	2	0.16102171	-0.122181416	0.029145718	-0.029145718	-0.23492289	0.15281439	35_12110	"Cluster: Os03g0686300 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os03g0686300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DPJ2	"CHR5V7|COORD:6927066..6936827| XIK (Myosin-like protein XIK); motor/ protein binding"	AT5G20490.1	CHR03V5|COORD:27336685..27324008|protein myosin XI, putative, expressed	LOC_Os03g48140.1	" no descriptionweakly similar to ( 172)AT5G20490| Symbols: ATXIK, XIK | XIK (Myosin-like protein XIK); motor/ protein binding | chr5:6927066-6936827 REVERSEnot assigned not assigned not assigned Smc PRK02224 PRK03918 TPR_MLP1_2 "	cell.organisation	31_1

CUST_69338_PI403524517	2	0.13827038	0.2483244	0.014451981	-0.19229603	-0.048337936	-0.014451981	35_19838	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10KR0	"CHR2V7|COORD:621840..623083| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G12450.1); similar to At2g02370/T16F16.16 [Medicago truncatula]"	AT2G02370.1	CHR03V5|COORD:14707574..14717112|protein expressed protein	LOC_Os03g25750.1	"no descriptionmoderately similar to ( 337)AT2G02370| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G12450.1); similar to At2g02370/T16F16.16 [Medicago truncatula] (GB:ABD32921.1); contains domain UNCHARACTERIZED (PTHR12677) | chr2:621840-623083 FORWARDnot assigned SNARE_assoc COG0398 DedA"	not assigned.unknown	35_2

CUST_13977_PI399408534	2	0.26710558	-0.1632781	0.1539259	-0.10632753	-0.28993225	0.10632801	35_32569	Rep: T13O15.10 protein - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q9SGH2	"CHR3V7|COORD:173323..182045| MBD9 (METHYL-CPG-BINDING DOMAIN 9); DNA binding"	AT3G01460.1	0	0	"no descriptionweakly similar to ( 124)AT3G01460| Symbols: MBD9 | MBD9 (METHYL-CPG-BINDING DOMAIN 9); DNA binding | chr3:173323-182045 FORWARD"	RNA.regulation of transcription.Methyl binding domain proteins	27_3_59

CUST_177490_PI403524517	2	0.24118233	-0.5386605	0.02592516	-0.02592516	0.16839266	-0.14298964	35_49371	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_14801_PI404877155	2	0.037672043	-0.6103735	-0.20435715	-0.037672997	0.10131168	0.052253723	Contig8622_at	putative ATP-dependent RNA helicase [Arabidopsis thaliana]	AAM13871.1	expressed protein	At2g28600.1	protein ATP-dependent RNA helicase, putative	Os12g05230	NONE	RNA.processing	27_1

CUST_50439_PI403524517	2	-0.10911846	0.2800331	0.10911846	-0.3207531	-0.6771946	0.20296764	35_14399	"Cluster: Putative Glycine-rich protein 2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Glycine-rich protein 2 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6YUR8	CHR2V7|COORD:7771358..7772263| cold-shock DNA-binding family protein	AT2G17870.1	CHR02V5|COORD:1104306..1102965|protein glycine-rich protein 2, putative, expressed	LOC_Os02g02870.1	"no descriptionvery weakly similar to (77.4)AT4G36020| Symbols: CSDP1 | CSDP1 (COLD SHOCK DOMAIN PROTEIN 1); nucleic acid binding | chr4:17043446-17044345 REVERSEvery weakly similar to (52.4)GRP2_NICSYGlycine-rich protein 2 - Nicotiana sylvestris (Wood tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Drf_FH1 Extensin_2 PRK07003 TT_ORF1 AIR1 DUF1421 PRK12323 PRK07764 Atrophin-1 PRK12372 FimV MARCKS PRK05648 tolA TolA GP38 Herpes_BLLF1 SMN BASP1 GRASP55_65 TrbL GRP Totivirus_coat PRK08770 Protamine_P1 PRK07586 DUF1210 PRK10856 COG5373"	stress.abiotic.cold	20_2_2

CUST_68799_PI403524517	2	0.29130316	0.15799952	0.19879675	-0.25285578	-0.4912219	-0.15799952	35_19683	"Cluster: Putative O-linked N-acetyl glucosamine transferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative O-linked N-acetyl glucosamine transferase"	UniRef90_Q6K769	"CHR3V7|COORD:1114194..1120729| SEC (SECRET AGENT); transferase, transferring glycosyl groups"	AT3G04240.1	CHR01V5|COORD:40217646..40207856|protein UDP-N-acetylglucosamine--peptide N-acetylglucosaminyltransferase SEC, putative, expressed	LOC_Os01g68680.1	" no descriptionmoderately similar to ( 445)AT3G04240| Symbols: SEC | SEC (SECRET AGENT); transferase, transferring glycosyl groups | chr3:1114194-1120729 REVERSEweakly similar to ( 127)SPY_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TPR PilF NrfG COG4783 TadD PRK11788 COG2956 HemY "	protein.glycosylation	29_7

CUST_142_PI399408534	2	-0.0035943985	-0.1364584	-0.029284477	0.0035943985	0.058532715	0.06117916	35_13917	"Cluster: ADP-ribosylation factor-like protein; n=6; Viridiplantae|Rep: ADP-ribosylation factor-like protein - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9LYJ3	"CHR5V7|COORD:4729322..4730498| ATARFA1B (ADP-ribosylation factor A1B); GTP binding / phospholipase activator/ protein binding"	AT5G14670.1	CHR01V5|COORD:9020854..9016643|protein ADP-ribosylation factor, putative, expressed	LOC_Os01g16030.4	"no descriptionmoderately similar to ( 357)AT5G14670| Symbols: ATARFA1B | ATARFA1B (ADP-ribosylation factor A1B); GTP binding / phospholipase activator/ protein binding | chr5:4729322-4730498 FORWARDmoderately similar to ( 359)ARF_MAIZEADP-ribosylation factor - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned ARF Arf1_5_like Arf Arf6 Arf_Arl Arl1 Arl5_Arl8 ARD1 Arl3 Arl2 ARLTS1 Arl4_Arl7 Arl6 Sar1 Arfrp1 Arl10_like Arl9_Arfrp2_like Arl2l1_Arl13_like SAR Ras_like_GTPase COG1100 SR_beta Rab Rab18 COG2229 Ras RAB Rab8_Rab10_Rab13_like G-alpha G_alpha G-alpha Rab1_Ypt1 Rab21 SRPRB Rab5_related Rab36_Rab34 Rab4 RabA_like Rab27A Obg RJL Rab26"	protein.targeting.secretory pathway.unspecified	29_3_4_99

CUST_7771_PI403524517	2	0.092113495	0.432539	-0.014098167	-0.17665195	-0.16853142	0.014099121	35_2164	0	0	0	0	CHR04V5|COORD:30957583..30963386|protein aminotransferase y4uB, putative, expressed	LOC_Os04g52450.1	no description	not assigned.unknown	35_2

CUST_34264_PI399408534	2	0.167593	-1.0738401	-0.17597961	-0.063035965	0.08127022	0.06303692	35_25958	"Cluster: Putative FAS2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative FAS2 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ZD63	CHR5|COORD:25850455..25853610| transducin family protein / WD-40 repeat family protein, Similar to (SP:Q13112) Chromatin assembly factor 1 subunit B (CAF-1	AT5G64630.2	CHR08V5|COORD:388881..394551|protein chromatin assembly factor 1 subunit B, putative, expressed	LOC_Os08g01680.1	" no descriptionvery weakly similar to (65.5)AT5G64630| Symbols: NFB01, NFB1, MUB3, FAS2 | FAS2 (FASCIATA 2); nucleotide binding | chr5:25850524-25853384 FORWARD"	RNA.regulation of transcription.Nucleosome/chromatin assembly factor group	27_3_62

CUST_182345_PI403524517	2	-0.099383354	-0.33030033	-0.0042476654	0.07126808	0.0042476654	0.0225029	35_50691	"Cluster: Putative alkaline/neutral invertase; n=2; Oryza sativa|Rep: Putative alkaline/neutral invertase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69T31	CHR1V7|COORD:8013518..8015636| beta-fructofuranosidase, putative / invertase, putative / saccharase, putative / beta-fructosidase, putative	AT1G22650.1	CHR02V5|COORD:20716052..20712022|protein neutral/alkaline invertase, putative, expressed	LOC_Os02g34560.1	 no descriptionweakly similar to ( 145)AT1G22650| Symbols:  | beta-fructofuranosidase, putative / invertase, putative / saccharase, putative / beta-fructosidase, putative | chr1:8013518-8015636 REVERSEInvertase_neut 	major CHO metabolism.degradation.sucrose.invertases.neutral	2_2_1_3_1

CUST_43242_PI403524517	2	0.021118164	0.22270203	-0.010199547	-0.13430691	-0.07880497	0.010199547	35_12419	"Cluster: DegP protease-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: DegP protease-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ZIR2	0	0	CHR02V5|COORD:29489837..29477591|protein expressed protein	LOC_Os02g48180.1	no description	not assigned.unknown	35_2

CUST_67274_PI403524517	2	0.02268219	-1.0042024	-0.022682667	0.17913103	0.05009079	-0.5139942	35_19211	"Cluster: Putative small calcium-binding mitochondrial carrier 2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative small calcium-binding mitochondrial c"	UniRef90_Q69X19	CHR5V7|COORD:20770607..20772940| mitochondrial substrate carrier family protein	AT5G51050.1	CHR06V5|COORD:23934986..23941378|protein calcium-binding mitochondrial carrier F55A11.4, putative, expressed	LOC_Os06g40200.2	 no descriptionhighly similar to ( 647)AT5G51050| Symbols:  | mitochondrial substrate carrier family protein | chr5:20770607-20772940 FORWARDweakly similar to ( 154)BT1_MAIZEProtein brittle-1, chloroplast precursor - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Mito_carr FRQ1 EFh PRK07764 PRK12323 	transport.metabolite transporters at the mitochondrial membrane	34_9

CUST_173519_PI403524517	2	0.011453629	0.008255482	0.12230015	-0.07560682	-0.16867685	-0.008255959	35_48317	Rep: Putative polyubiquitin - Oryza sativa (Rice)	UniRef90_Q8W5Q6	CHR1V7|COORD:24280054..24280938| UBQ13 (ubiquitin 13)	AT1G65350.1	CHR10V5|COORD:17393077..17395613|protein polyubiquitin containing 7 ubiquitin monomers, putative, expressed	LOC_Os10g33620.1	no description	not assigned.unknown	35_2

CUST_108309_PI403524517	2	-0.5811348	1.1377115	0.2749195	0.05198002	-0.4942751	-0.05197954	35_30809	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_64626_PI403524517	2	-0.15214586	0.061719418	0.2147851	0.08162451	-0.107151985	-0.06171894	35_18449	"Cluster: Protein-tyrosine phosphatase containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Protein-tyrosine phosphatase"	UniRef90_Q2QX07	"CHR1|COORD:27030373..27032754| similar to protein tyrosine phosphatase; PTP [Phaseolus vulgaris] (GB:AAT35563.1); contains InterPro domain Protein"	AT1G71860.3	CHR12V5|COORD:3796496..3791111|protein receptor-type tyrosine-protein phosphatase S precursor, putative, expressed	LOC_Os12g07590.2	 no descriptionmoderately similar to ( 273)AT1G71860| Symbols: ATPTP1, PTP1 | PTP1 (PROTEIN TYROSINE PHOSPHATASE 1) | chr1:27030528-27032337 FORWARDvery weakly similar to (52.4)SPTP_SALPAEffector protein sptP [Includes: GTPase-activating protein - Salmonella paratyphi Anot assigned not assigned not assigned not assigned not assigned not assigned PTPc PTPc Y_phosphatase PTP2 PTPc_motif 	protein.postranslational modification	29_4

CUST_111790_PI403524517	2	-0.12209177	0.23403645	0.07063246	0.23498774	-0.18457556	-0.07063198	35_31738	Rep: OSIGBa0102D10.6 protein - Oryza sativa (Rice)	UniRef90_Q01IY7	CHR2V7|COORD:102363..104461| amino acid permease family protein	AT2G01170.1	CHR04V5|COORD:21450400..21455265|protein amino acid permease, putative, expressed	LOC_Os04g35540.1	no descriptionweakly similar to ( 133)AT2G01170| Symbols:  | amino acid permease family protein | chr2:102363-104461 REVERSEnot assigned not assigned PotE AA_permease LysP	transport.amino acids	34_3

CUST_178046_PI403524517	2	0.32593107	0.06318045	-0.09828949	-0.06317997	-0.11227417	0.1879735	35_49519	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_99121_PI403524517	2	0.13288736	0.80430984	-0.026913643	-0.6837826	0.02691412	-1.2700529	35_28295	"Cluster: OSJNBa0008M17.7 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0008M17.7 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XTS6	CHR4V7|COORD:10777665..10780270| lecithin:cholesterol acyltransferase family protein / LACT family protein	AT4G19860.1	CHR04V5|COORD:30996070..31000549|protein lecithine cholesterol acyltransferase-like protein, putative, expressed	LOC_Os04g52500.1	no descriptionvery weakly similar to (55.1)AT4G19860| Symbols:  | lecithin:cholesterol acyltransferase family protein / LACT family protein | chr4:10777665-10780270 REVERSE	lipid metabolism.'exotics' (steroids, squalene etc).phosphatidylcholine¿sterol O-acyltransferase	11_8_10

CUST_57297_PI403524517	2	1.9931793E-4	0.35325146	0.046432495	-0.060498238	-0.008413315	-1.9931793E-4	35_16341	"Cluster: Putative choline-phosphate cytidylyltransferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative choline-phosphate cytidylyltransferase - Ory"	UniRef90_Q6H513	CHR2V7|COORD:13704722..13707318| cholinephosphate cytidylyltransferase, putative / phosphorylcholine transferase, putative / CTP:phosphocholine	AT2G32260.1	CHR02V5|COORD:4024677..4028680|protein choline-phosphate cytidylyltransferase B, putative, expressed	LOC_Os02g07720.2	 no descriptionmoderately similar to ( 406)AT2G32260| Symbols:  | cholinephosphate cytidylyltransferase, putative / phosphorylcholine transferase, putative / CTP:phosphocholine cytidylyltransferase, putative | chr2:13704722-13707318 FORWARDnot assigned not assigned not assigned CCT cytidylyltransferase TagD ECT cytidylyltransferase_like CTP_transf_2 G3P_Cytidylyltransferase nt_trans RfaE_N 	lipid metabolism.Phospholipid synthesis.choline-phosphate cytidylyltransferase	11_3_6

CUST_164226_PI403524517	2	0.37855864	0.46363258	-0.17013645	-0.1554389	0.1554389	-0.23235655	35_45783	"Cluster: General secretory system II, protein E-like; n=1; Anaeromyxobacter dehalogenans 2CP-C|Rep: General secretory system II, protein E-like - Anaeromyxobact"	UniRef90_Q2IGU1	CHR1V7|COORD:9039777..9042860| protein kinase	AT1G26150.1	CHR07V5|COORD:15625101..15629991|protein retrotransposon protein, putative, unclassified	LOC_Os07g27000.1	no description	not assigned.unknown	35_2

CUST_63629_PI403524517	2	-1.3284512	-0.53667784	0.53667784	3.5299392	-1.073082	1.3786006	35_18166	"Cluster: Os08g0364900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os08g0364900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J657	CHR2V7|COORD:17934416..17935948| pirin, putative	AT2G43120.1	CHR08V5|COORD:16759520..16763584|protein pirin-like protein, putative, expressed	LOC_Os08g27720.1	 no descriptionmoderately similar to ( 272)AT2G43120| Symbols:  | pirin, putative | chr2:17934416-17935948 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG1741 Pirin Pirin_C PRK07003 TT_ORF1 PRK12678 APC_basic PRK12323 Protamine_P1 	not assigned.no ontology	35_1

CUST_73621_PI403524517	2	0.1056118	0.35907936	-0.004248619	-0.16683197	0.0042476654	-0.03019905	35_21111	"Cluster: Os08g0108700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os08g0108700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J8J5	0	0	CHR08V5|COORD:430687..428885|protein expressed protein	LOC_Os08g01710.1	no description	not assigned.unknown	35_2

CUST_65743_PI403524517	2	-0.4196911	1.0739813	-0.14852333	-0.041661263	0.16664886	0.04166031	35_18776	"Cluster: Hypothetical protein OJ1200_C08.117; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1200_C08.117 - Oryza sativa (japonica cult"	UniRef90_Q8LIG8	"CHR2V7|COORD:17121093..17121809| ATCAMBP25 (ARABIDOPSIS THALIANA CALMODULIN (CAM)-BINDING PROTEIN OF 25 KDA); calmodulin binding"	AT2G41010.1	CHR07V5|COORD:29169379..29170538|protein VQ motif family protein, expressed	LOC_Os07g48710.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned APC_basic PRK12323 PRK07003 PRK07764 DUF1509 Atrophin-1	not assigned.unknown	35_2

CUST_26579_PI399408534	2	-0.14629364	0.53256226	-0.042909622	0.40761757	-0.04170847	0.041707993	35_39110	"Cluster: Putative Avr9/Cf-9 rapidly elicited protein 141; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Avr9/Cf-9 rapidly elicited protein 141 - Ory"	UniRef90_Q69NA5	CHR2V7|COORD:12508169..12511989| ATGLR2.9 (Arabidopsis thaliana glutamate receptor 2.9)	AT2G29100.1	CHR09V5|COORD:15751948..15761838|protein glutamate receptor 2.8 precursor, putative, expressed	LOC_Os09g26144.1	 no descriptionvery weakly similar to (57.8)AT5G48400| Symbols: GLR1.2, ATGLR1.2 | ATGLR1.2 (Arabidopsis thaliana glutamate receptor 1.2) | chr5:19633470-19636472 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned ANF_receptor TT_ORF1 LivK PRK12323 PRK07003 PRK07764 Extensin_2 Drf_FH1 Tymo_45kd_70kd 	signalling.in sugar and nutrient physiology	30_1

CUST_124667_PI403524517	2	0.0028676987	-0.2993517	-0.0028686523	0.16861248	-0.1975441	0.012054443	35_35135	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_94527_PI403524517	2	0.0049829483	0.2823887	-0.011137009	-0.082383156	-0.0049819946	0.13965797	35_27021	"Cluster: Hypothetical protein B1064G04.20; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1064G04.20 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5JKQ9	CHR4V7|COORD:13287020..13288905| similar to Os01g0559300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001043342.1)	AT4G26240.1	CHR01V5|COORD:21511789..21514271|protein expressed protein	LOC_Os01g37850.1	no descriptionvery weakly similar to ( 100)AT4G26240| Symbols:  | similar to Os01g0559300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001043342.1) | chr4:13287020-13288905 REVERSE	not assigned.unknown	35_2

CUST_138420_PI403524517	2	0.13182402	0.15444422	0.047335148	-0.11038971	-0.047335148	-0.21189356	35_38827	"Cluster: Putative ankyrin protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ankyrin protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q75M28	CHR3V7|COORD:1278235..1280948| ankyrin repeat family protein	AT3G04710.1	CHR05V5|COORD:179673..175760|protein ankyrin-1, putative, expressed	LOC_Os05g01310.3	no description	not assigned.unknown	35_2

CUST_59637_PI403524517	2	0.08828926	-0.011497498	0.011498451	-0.11689663	-0.087096214	0.1194706	35_17004	"Cluster: Putative stationary phase survival protein SurE; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative stationary phase survival protein SurE - Ory"	UniRef90_Q7XB62	CHR4V7|COORD:8538827..8541201| acid phosphatase survival protein SurE, putative	AT4G14930.1	CHR07V5|COORD:5622024..5612114|protein 5-nucleotidase surE, putative, expressed	LOC_Os07g10460.2	 no descriptionmoderately similar to ( 276)AT4G14930| Symbols:  | acid phosphatase survival protein SurE, putative | chr4:8538827-8541201 FORWARDsurE SurE SurE 	misc.acid and other phosphatases	26_13

CUST_170039_PI403524517	2	0.01741457	0.055645943	-0.01741457	0.26652765	-0.119231224	-0.03257227	35_47361	Rep: Hypothetical protein - Cleome spinosa	UniRef90_Q1KUT6	CHR3V7|COORD:473888..476599| pentatricopeptide (PPR) repeat-containing protein	AT3G02330.1	CHR10V5|COORD:21654252..21657634|protein pentatricopeptide repeat protein PPR986-12, putative, expressed	LOC_Os10g40920.1	no descriptionvery weakly similar to (92.4)AT3G02330| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr3:473888-476599 REVERSE	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_150479_PI403524517	2	0.04207039	0.356843	0.022016525	-0.1920228	-0.022017479	-0.17612123	35_42095	"Cluster: Hypothetical protein OJ1124_D06.12-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1124_D06.12-1 - Oryza sativa (japonica cu"	UniRef90_Q6K9T7	"CHR3V7|COORD:6917536..6921217| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G12940.1); similar to Os02g0829600 [Oryza sativa (japonica"	AT3G19895.1	CHR02V5|COORD:35665757..35662131|protein expressed protein	LOC_Os02g58280.1	"no descriptionvery weakly similar to (80.1)AT3G19895| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G12940.1); similar to Os02g0829600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001048608.1); similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:AAO60024.1); contains domain no description (G3D.3.50.60.10); contains domain RING/U-box (SSF57850); contains domain Clavaminate synthase-like (SSF51197); contains domain no description (G3D.3.30.40.10) | chr3:6917536-6921217 REVERSE"	not assigned.unknown	35_2

CUST_2657_PI403524517	2	0.24063873	-0.32339382	-0.073690414	0.5301509	-0.02544403	0.025443554	35_725	"Cluster: Putative chloroplast ribosomal protein L1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative chloroplast ribosomal protein L1 - Oryza sativa"	UniRef90_Q60E59	CHR3V7|COORD:23455244..23456995| ribosomal protein L1 family protein	AT3G63490.1	CHR05V5|COORD:18706496..18710630|protein 50S ribosomal protein L1, putative, expressed	LOC_Os05g32220.1	 no descriptionmoderately similar to ( 419)AT3G63490| Symbols:  | ribosomal protein L1 family protein | chr3:23455244-23456752 FORWARDmoderately similar to ( 403)RK1_SPIOL50S ribosomal protein L1, chloroplast precursor - Spinacia oleracea (Spinach)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned rplA rpl1 Ribosomal_L1 RplA rpl1P Tymo_45kd_70kd PRK12323 PRK07764 Herpes_UL56 Atrophin-1 Extensin_2 TT_ORF1 IER PRK07003 DUF1421 	protein.synthesis.mito/plastid ribosomal protein.plastid	29_2_1_1

CUST_18127_PI404877155	2	0.035146713	0.04971409	-0.14328575	-0.04912758	-0.035146713	0.20004463	HVSMEc0010K05r2_at	OSJNBa0044M19.1 [Oryza sativa (japonica cultivar-group)] emb|CAE05298.2| OSJNBa0084N21.16 [Oryza sativa (japonica cultivar-group)]	CAE05014.1	zinc finger (MYND type) family protein / F-box family protein	At1g67340.1	protein MYND finger, putative	Os04g31610	zinc finger (MYND type) family protein / F-box family protein	RNA.regulation of transcription.unclassified	27_3_99

CUST_99608_PI403524517	2	0.012037277	0.7731085	-0.012038231	-0.17427635	-0.17912674	0.03615856	35_28432	"Cluster: Os01g0844800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0844800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JHT2	"CHR2V7|COORD:12551337..12555148| APUM2 (ARABIDOPSIS PUMILIO 2); RNA binding"	AT2G29190.1	CHR01V5|COORD:36605802..36613252|protein nucleic acid binding NABP, putative, expressed	LOC_Os01g62650.2	"no descriptionmoderately similar to ( 352)AT2G29190| Symbols: APUM2 | APUM2 (ARABIDOPSIS PUMILIO 2); RNA binding | chr2:12551337-12555148 REVERSEnot assigned not assigned not assigned not assigned COG5099"	not assigned.no ontology.pumilio/Puf RNA-binding domain-containing protein	35_1_12

CUST_80118_PI403524517	2	-0.11571598	0.020792007	-0.09934139	0.28849125	-0.020792007	0.07357979	35_22978	Rep: Serine threonine kinase - Brachypodium sylvaticum (False brome)	UniRef90_A1YKF2	CHR5V7|COORD:24765551..24768784| protein kinase family protein	AT5G61550.1	CHR06V5|COORD:2145620..2139039|protein ATP binding protein, putative, expressed	LOC_Os06g04880.2	no descriptionweakly similar to ( 140)AT5G61550| Symbols:  | protein kinase family protein | chr5:24765551-24768784 FORWARDvery weakly similar to (58.9)SPL11_ORYSAUbox U-box PRK07764	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_61625_PI403524517	2	0.12281227	-0.3679123	-0.02516985	0.0031604767	0.047317505	-0.0031599998	35_17587	"Cluster: Putative Band 7 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Band 7 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7EZD2	CHR4V7|COORD:13766990..13769838| band 7 family protein	AT4G27585.1	CHR08V5|COORD:3414225..3418407|protein stomatin-like protein 2, putative, expressed	LOC_Os08g06200.1	no descriptionmoderately similar to ( 388)AT4G27585| Symbols:  | band 7 family protein | chr4:13766990-13769838 REVERSEnot assigned not assigned Band_7_stomatin_like HflC PHB Band_7 Band_7 Band_7_4 Band_7_HflC Band_7_HflK PRK10930	not assigned.no ontology	35_1

CUST_95852_PI403524517	2	-1.084858	0.15877056	1.0487518	0.093343735	-0.09334278	-0.1542654	35_27387	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_172454_PI403524517	2	0.08040762	0.012659073	0.19550228	-0.060023308	-0.1834259	-0.012659073	35_48035	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_29520_PI403524517	2	0.09974384	0.5067558	-0.09148121	-0.3675871	0.010621548	-0.010621071	35_8526	"Cluster: NB-ARC domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: NB-ARC domain containing protein, expressed - Oryza sativ"	UniRef90_Q2QNI0	0	0	CHR12V5|COORD:23138411..23133534|protein resistance protein LR10, putative, expressed	LOC_Os12g37740.1	no description	not assigned.unknown	35_2

CUST_57037_PI403524517	2	0.23082733	-0.8458915	-0.010840416	0.41683626	-0.10847187	0.010839939	35_16260	"Cluster: Cytochrome c oxidase subunit Vb; n=1; Oryza sativa (japonica cultivar-group)|Rep: Cytochrome c oxidase subunit Vb - Oryza sativa (japonica cultivar-gro"	UniRef90_P92683	CHR3V7|COORD:5299280..5301378| cytochrome c oxidase family protein	AT3G15640.1	CHR01V5|COORD:24582170..24586806|protein cytochrome c oxidase polypeptide Vb, mitochondrial precursor, putative, expressed	LOC_Os01g42650.1	no descriptionweakly similar to ( 155)AT3G15640| Symbols:  | cytochrome c oxidase family protein | chr3:5299280-5301378 FORWARDnot assigned Cyt_c_Oxidase_Vb COX5B	mitochondrial electron transport / ATP synthesis.cytochrome c oxidase	9_7

CUST_97641_PI403524517	2	0.06422329	-0.08288956	0.14784145	0.013922691	-0.20541191	-0.013922691	35_27882	Rep: Histone H3 like protein - Arabis glabra (Tower rockcress)	UniRef90_Q7XIZ8	"CHR1|COORD:143717..145684| similar to histone H3.2 [Arabidopsis thaliana] (TAIR:At4g40030.1); similar to histone H3, putative [Arabidopsis thaliana]"	AT1G01370.2	CHR05V5|COORD:23986986..23984487|protein histone H3, putative, expressed	LOC_Os05g41080.1	" no descriptionvery weakly similar to (55.5)AT1G19890| Symbols: ATMGH3, MGH3 | ATMGH3/MGH3 (MALE-GAMETE-SPECIFIC HISTONE H3); DNA binding | chr1:6905025-6905783 FORWARDvery weakly similar to (52.0)H32_WHEATHistone H3.2 - Triticum aestivum (Wheat)not assigned H3 "	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_30166_PI403524517	2	-4.3296814E-4	0.22471905	4.3296814E-4	-0.14710712	-0.08261299	0.011728287	35_8706	"Cluster: Os02g0279800 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0279800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E222	"CHR2V7|COORD:15030163..15030333| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G25225.1); similar to Os08g0156000 [Oryza sativa (japonica"	AT2G35736.1	CHR07V5|COORD:7750086..7747570|protein expressed protein	LOC_Os07g13534.1	"no descriptionvery weakly similar to (65.1)AT2G35736| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G25225.1); similar to Os08g0156000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001061022.1); similar to Os07g0239500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001059260.1); similar to Os02g0279800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001046552.1) | chr2:15030163-15030333 REVERSE"	not assigned.unknown	35_2

CUST_114552_PI403524517	2	0.04972267	0.36794758	0.027691841	-0.16754532	-0.13302994	-0.027692795	35_32510	Rep: H0702G05.5 protein - Oryza sativa (Rice)	UniRef90_Q25AI8	CHR1V7|COORD:22496859..22500684| proline-rich family protein	AT1G61080.1	CHR11V5|COORD:3520063..3519331|protein conserved hypothetical protein	LOC_Os11g07070.1	no descriptionnot assigned cwf21	not assigned.unknown	35_2

CUST_5564_PI404877155	2	0.12736464	1.1503181	-0.12736464	0.14010048	-0.132792	-0.6844907	Contig1743_at	Alanine aminotransferase 2 (GPT) (Glutamic--pyruvic transaminase 2) (Glutamic--alanine transaminase 2) (ALAAT-2) pir||S42535 alanine transam	P52894	alanine aminotransferase, putative	At1g72330.1	protein alanine aminotransferase	Os10g25130	NONE	amino acid metabolism.degradation.branched chain group.isoleucine	13_2_4_5

CUST_94390_PI403524517	2	-0.9779892	-0.32352686	0.32816744	0.19001293	0.47767973	-0.19001293	35_26982	0	0	0	0	CHR03V5|COORD:8066214..8067785|protein csPK3, putative, expressed	LOC_Os03g14840.1	no description	not assigned.unknown	35_2

CUST_113299_PI403524517	2	0.10923958	0.59674454	-0.11740017	0.20646954	-0.10923958	-0.11847782	35_32161	"Cluster: Periplasmic protein TonB, links inner and outer membranes; n=2; Magnetospirillum|Rep: Periplasmic protein TonB, links inner and outer membranes - Magne"	UniRef90_Q2W2A9	CHR4V7|COORD:7758606..7760888| leucine-rich repeat family protein / extensin family protein	AT4G13340.1	CHR08V5|COORD:395077..393302|protein vegetative cell wall protein gp1 precursor, putative, expressed	LOC_Os08g01690.1	no descriptionnot assigned not assigned not assigned not assigned PRK07764 PRK12323	not assigned.unknown	35_2

CUST_56540_PI403524517	2	0.012946129	-0.028279305	-0.012946129	0.27780724	0.23559952	-0.11406994	35_16094	"Cluster: Putative negatively light-regulated protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative negatively light-regulated protein - Oryza sativ"	UniRef90_Q9LIU9	"CHR5V7|COORD:25681773..25682565| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G69510.2); similar to Os01g0249300 [Oryza sativa (japonica"	AT5G64130.1	CHR01V5|COORD:8211963..8209230|protein negatively light-regulated protein, putative, expressed	LOC_Os01g14690.6	"no descriptionweakly similar to ( 126)AT5G64130| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G69510.2); similar to Os01g0249300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001042590.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD72346.1); similar to Os01g0664500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001043793.1); contains InterPro domain Lg106-like; (InterPro:IPR012482) | chr5:25681773-25682565 REVERSELg106"	not assigned.unknown	35_2

CUST_123649_PI403524517	2	0.08605385	-0.41260433	0.012216568	-0.08491516	-0.012216568	0.019838333	35_34868	"Cluster: Putative CGI-34 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative CGI-34 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q9FTZ4	CHR3V7|COORD:3323506..3324910| SNF7 family protein	AT3G10640.1	CHR01V5|COORD:169993..167514|protein charged multivesicular body protein 5, putative, expressed	LOC_Os01g01350.1	no description	not assigned.unknown	35_2

CUST_64748_PI403524517	2	0.030495644	0.032141685	-0.07022762	-0.03049469	-0.03215027	0.05417633	35_18486	"Cluster: Protein phosphatase 2C containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Protein phosphatase 2C containing protein, expre"	UniRef90_Q339D2	CHR4V7|COORD:16112838..16116246| protein phosphatase 2C-related / PP2C-related	AT4G33500.1	CHR10V5|COORD:11303105..11298273|protein protein phosphatase 2C, putative, expressed	LOC_Os10g22460.1	no descriptionmoderately similar to ( 237)AT4G33500| Symbols:  | protein phosphatase 2C-related / PP2C-related | chr4:16112838-16116246 REVERSEnot assigned PTC1 PP2Cc PP2Cc PP2C_SIG	not assigned.unknown	35_2

CUST_32081_PI403524517	2	-0.6651478	-1.0518975	0.025444508	0.5371337	0.9199357	-0.025444508	35_9252	"Cluster: Os02g0174000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os02g0174000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E3H9	0	0	CHR02V5|COORD:4060228..4058205|protein APL, putative	LOC_Os02g07770.1	no description	not assigned.unknown	35_2

CUST_93556_PI403524517	2	-0.05375862	-0.17794418	-0.20030022	0.05375862	0.13992119	0.103372574	35_26748	"Cluster: Hypothetical protein OJ1521_G01.18; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1521_G01.18 - Oryza sativa (japonica cultiv"	UniRef90_Q6Z7I5	"CHR5V7|COORD:16319457..16323599| similar to Os02g0329300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001046716.1); similar to serine-threonine rich"	AT5G40740.1	CHR02V5|COORD:13349857..13360648|protein expressed protein	LOC_Os02g22370.1	"no descriptionvery weakly similar to (84.3)AT5G40740| Symbols:  | similar to Os02g0329300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001046716.1); similar to serine-threonine rich antigen [Staphylococcus aureus] (GB:AAL58470.1) | chr5:16319457-16323599 REVERSE"	not assigned.unknown	35_2

CUST_12324_PI399408534	2	0.096666336	0.090224266	0.01990223	-0.13302994	-0.104893684	-0.019901276	35_1779	Rep: Auxin-responsive protein IAA21 - Oryza sativa (Rice)	UniRef90_Q5Z749	"CHR4V7|COORD:14323671..14325219| PAP2 (PHYTOCHROME-ASSOCIATED PROTEIN 2); transcription factor"	AT4G29080.1	CHR06V5|COORD:13344334..13348183|protein OsIAA21 - Auxin-responsive Aux/IAA gene family member, expressed	LOC_Os06g22870.1	" no descriptionweakly similar to ( 192)AT4G29080| Symbols: IAA27, PAP2 | PAP2 (PHYTOCHROME-ASSOCIATED PROTEIN 2); transcription factor | chr4:14323671-14325219 REVERSEmoderately similar to ( 309)IAA21_ORYSAnot assigned not assigned not assigned not assigned not assigned AUX_IAA Drf_FH1 PRK07764 PRK12323 FAP Extensin_2 TT_ORF1 "	hormone metabolism.auxin.induced-regulated-responsive-activated	17_2_3

CUST_77176_PI403524517	2	-0.40571594	0.076639175	0.43651295	0.3216257	-0.076639175	-0.13065624	35_22122	"Cluster: Os06g0549900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0549900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DBM6	CHR5V7|COORD:17903592..17905298| FAD-binding domain-containing protein	AT5G44400.1	CHR06V5|COORD:20833494..20831522|protein reticuline oxidase precursor, putative, expressed	LOC_Os06g35700.1	no descriptionweakly similar to ( 168)AT5G44400| Symbols:  | FAD-binding domain-containing protein | chr5:17903592-17905298 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned BBE Herpes_BLLF1 PRK07003 PRK12323 TT_ORF1	misc.nitrilases, *nitrile lyases, berberine bridge enzymes, reticuline oxidases, troponine reductases	26_8

CUST_16953_PI404877155	2	0.47906208	-0.0030269623	-0.5070009	0.42124462	-0.043504715	0.0030269623	HR01I06u_at	0	0	0	0	0	0	zinc finger (C2H2 type)	RNA.regulation of transcription.C2H2 zinc finger family	27_3_11

CUST_137506_PI403524517	2	-0.026508331	0.15435219	0.00830555	-0.008306503	-0.05585003	0.03954315	35_38562	"Cluster: Susceptibility homeodomain transciption factor; n=2; Oryza sativa|Rep: Susceptibility homeodomain transciption factor - Oryza sativa (Rice)"	UniRef90_Q8SAA7	"CHR1V7|COORD:3009111..3009650| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G56580.1); similar to Os12g0563600 [Oryza sativa (japonica"	AT1G09310.1	CHR06V5|COORD:20223798..20222852|protein expressed protein	LOC_Os06g34790.1	"no descriptionvery weakly similar to (75.9)AT1G09310| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G56580.1); similar to Os12g0563600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001067038.1); similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:BAC10818.1); similar to Os11g0683600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001068462.1); contains InterPro domain Protein of unknown function DUF538; (InterPro:IPR007493) | chr1:3009111-3009650 FORWARDnot assigned DUF538"	not assigned.unknown	35_2

CUST_163297_PI403524517	2	-0.3341198	0.09526062	0.36204338	-0.09525967	0.14042664	-0.115813255	35_45539	"Cluster: 3-hydroxy-3-methylglutaryl-CoA reductase; n=4; Oryza sativa|Rep: 3-hydroxy-3-methylglutaryl-CoA reductase - Oryza sativa (Rice)"	UniRef90_Q42466	CHR1V7|COORD:28700695..28703100| HMG1 (3-HYDROXY-3-METHYLGLUTARYL COA REDUCTASE)	AT1G76490.1	CHR09V5|COORD:19073643..19078358|protein 3-hydroxy-3-methylglutaryl-coenzyme A reductase 3, putative, expressed	LOC_Os09g31970.1	no description	secondary metabolism.isoprenoids.mevalonate pathway.HMG-CoA reductase	16_1_2_3

CUST_102198_PI403524517	2	0.09972	-0.1640606	-0.044955254	0.4030304	0.0449543	-0.18222332	35_29160	"Cluster: Formin-binding protein-related-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Formin-binding protein-related-like - Oryza sativa (japonica"	UniRef90_Q69Y13	CHR1V7|COORD:18358665..18360077| formin-binding protein-related	AT1G49590.1	CHR06V5|COORD:5860127..5856236|protein nucleic acid binding protein, putative, expressed	LOC_Os06g11170.1	no descriptionvery weakly similar to (82.8)AT1G49590| Symbols:  | formin-binding protein-related | chr1:18358665-18360077 FORWARDnot assigned	not assigned.no ontology.formin homology 2 domain-containing protein	35_1_20

CUST_82585_PI403524517	2	0.060235977	0.45109272	-0.0590353	-0.20078564	-0.120658875	0.0590353	35_23688	"Cluster: Os05g0304100 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0304100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DJB8	"CHR2V7|COORD:13455618..13457160| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G53860.1); similar to Os05g0304100 [Oryza sativa (japonica"	AT2G31600.1	CHR05V5|COORD:13624653..13628340|protein expressed protein	LOC_Os05g23840.1	"no descriptionvery weakly similar to (91.3)AT2G31600| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G53860.1); similar to Os05g0304100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001055141.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABA96319.2) | chr2:13456282-13457160 REVERSE"	not assigned.unknown	35_2

CUST_16391_PI404877155	2	0.04530239	0.55183125	-0.057100296	-0.14682198	0.009468079	-0.009469032	HA10P09u_at	0	0	0	0	0	0	0	RNA.regulation of transcription.bZIP transcription factor family	27_3_35

CUST_86187_PI403524517	2	-0.020201683	-0.33835602	0.07388973	-0.11970997	0.0491457	0.020201683	35_24685	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6AVG1	"CHR5V7|COORD:3780964..3782474| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G25970.1); similar to expressed protein [Oryza sativa (japonica"	AT5G11730.1	CHR03V5|COORD:29878260..29881216|protein expressed protein	LOC_Os03g52120.1	" no descriptionmoderately similar to ( 254)AT5G11730| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G25970.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:AAT77886.1); contains InterPro domain Protein of unknown function DUF266, plant; (InterPro:IPR004949) | chr5:3780964-3782474 FORWARDDUF266 "	not assigned.unknown	35_2

CUST_33027_PI399408534	2	0.14821434	0.2628126	-0.0818634	0.0818634	-0.13972473	-0.25361824	35_16698	"Cluster: SacIy domain containing protein, expressed; n=3; Oryza sativa|Rep: SacIy domain containing protein, expressed - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10QV1	CHR3V7|COORD:4716015..4720531| phosphoinositide phosphatase family protein	AT3G14205.1	CHR03V5|COORD:4306503..4315342|protein SAC domain-containing protein 3, putative, expressed	LOC_Os03g08430.2	no descriptionhighly similar to ( 816)AT3G14205| Symbols:  | phosphoinositide phosphatase family protein | chr3:4716015-4720531 REVERSEnot assigned not assigned not assigned not assigned Syja_N COG5329	signalling.phosphinositides	30_4

CUST_73006_PI403524517	2	0.023034096	0.416317	0.055125237	-0.21265411	-0.1776514	-0.02303505	35_20931	"Cluster: Putative NHL repeat-containing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative NHL repeat-containing protein - Oryza sativa (japonic"	UniRef90_Q6EUK9	CHR3V7|COORD:4998598..5000901| NHL repeat-containing protein	AT3G14860.2	CHR02V5|COORD:7594952..7599868|protein expressed protein	LOC_Os02g13950.1	no descriptionvery weakly similar to (78.6)AT3G14860| Symbols:  | NHL repeat-containing protein | chr3:4998598-5000901 REVERSE	not assigned.no ontology	35_1

CUST_59915_PI403524517	2	0.043430805	-0.528862	-0.039634228	0.10940552	0.039634228	-0.48562384	35_17081	"Cluster: Hypothetical protein OJ1136_C04.20; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1136_C04.20 - Oryza sativa (japonica cultiv"	UniRef90_Q6K9W4	CHR2V7|COORD:18881987..18882642| similar to Os02g0824400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001048575.1)	AT2G45860.1	CHR02V5|COORD:35417818..35415546|protein expressed protein	LOC_Os02g57830.2	no descriptionnot assigned not assigned not assigned	not assigned.unknown	35_2

CUST_14545_PI404877155	2	-0.0021018982	-0.43758583	0.081326485	0.0021018982	0.05208206	-0.012599945	Contig8365_s_at	OSJNBa0084K20.14 [Oryza sativa (japonica cultivar-group)] emb|CAE02489.2| OSJNBa0076N16.12 [Oryza sativa (japonica cultivar-group)]	CAD41136.2	phosphoglycolate phosphatase, putative	At5g36790.1	protein Similar to 4-nitrophenylphosphatase-like protein	Os09g08660	gi|21740673|emb|CAD41136.1| OSJNBa0084K20.14	PS.photorespiration.phosphoglycolate phosphatase	1_02_01

CUST_66210_PI403524517	2	0.18956566	0.14339352	0.041999817	-0.041999817	-0.13809395	-0.08602524	35_18909	"Cluster: Os01g0612900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0612900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JLA4	CHR2V7|COORD:11713311..11714983| lipase, putative	AT2G27360.1	CHR01V5|COORD:24639449..24644401|protein alpha-L-fucosidase 2 precursor, putative, expressed	LOC_Os01g42730.1	 no descriptionmoderately similar to ( 340)AT2G27360| Symbols:  | lipase, putative | chr2:11713311-11714983 FORWARDweakly similar to ( 172)EST_HEVBREsterase precursor - Hevea brasiliensis (Para rubber tree)SGNH_plant_lipase_like fatty_acyltransferase_like COG3240 Triacylglycerol_lipase_like Lipase_GDSL 	misc.GDSL-motif lipase	26_28

CUST_83377_PI403524517	2	0.30598068	0.123295784	-0.096455574	-0.06914234	-0.24490166	0.06914139	35_23907	"Cluster: Hypothetical protein OJ1593_C11.14; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1593_C11.14 - Oryza sativa (japonica cultiv"	UniRef90_Q65X88	CHR2V7|COORD:18970182..18970826| zinc finger (C3HC4-type RING finger) family protein	AT2G46160.1	CHR05V5|COORD:26103373..26104279|protein RING-H2 finger protein ATL2M, putative, expressed	LOC_Os05g45060.1	no descriptionweakly similar to ( 134)AT2G46160| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr2:18970182-18970826 FORWARDvery weakly similar to (72.8)EL5_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07003 PRK07764 Atrophin-1 PRK05648 IER RING TT_ORF1 GRASP55_65 COG5540 HPC2 HRD1 Herpes_BLLF1 PRK08770 zf-C3HC4 Extensin_2 Tymo_45kd_70kd Drf_FH1 PRK08853 PRK10819 PRK00708	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_65588_PI403524517	2	0.1883192	-0.079006195	-0.058587074	-0.027324677	0.13804531	0.027324677	35_18731	"Cluster: Putative b-keto acyl reductase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative b-keto acyl reductase - Oryza sativa (japonica cultivar-group"	UniRef90_Q5ZA41	CHR1V7|COORD:25395339..25397028| b-keto acyl reductase, putative (GLOSSY8)	AT1G67730.1	CHR06V5|COORD:11173892..11169412|protein steroid dehydrogenase KIK-I, putative, expressed	LOC_Os06g19590.1	 no descriptionmoderately similar to ( 243)AT1G67730| Symbols:  | b-keto acyl reductase, putative (GLOSSY8) | chr1:25395339-25397028 FORWARDvery weakly similar to (62.0)SDR1_PICABShort-chain type dehydrogenase/reductase - Picea abies (Norway spruce) (Picea excelsa)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DltE COG4221 fabG FabG fabG PRK09072 fabG PRK07454 PRK12826 fabG PRK12939 PRK12829 PRK07825 PRK07063 PRK05866 PRK07109 PRK06114 PRK05650 PRK06181 PRK12429 PRK05855 PRK07201 PRK12824 PRK09242 PRK05872 PRK06914 PRK07074 PRK06523 PRK08213 fabG PRK06484 PRK07523 PRK06138 PRK07024 PRK08226 PRK06179 benD PRK06172 PRK06841 PRK12828 PRK07479 PRK08264 PRK06935 PRK12936 PRK07478 PRK07890 PRK08219 PRK08265 PRK07577 PRK08267 PRK12827 PRK06346 PRK10538 adh_short PRK08220 fabG PRK08589 PRK07097 PRK08936 PRK12745 PRK06124 PRK08324 PRK06194 PRK07775 PRK06125 PRK06057 PRK06182 PRK06180 PRK12481 DltE PRK07326 fabG PRK08945 PRK06101 PRK07069 PRK08993 PRK06198 PRK12743 fabG PRK09291 PRK08277 PRK07774 PRK06500 PRK12937 PRK08339 fabG PRK07102 PRK08085 PRK05693 PRK08263 PRK07832 PRK05876 PRK07060 fabG PRK08063 PRK12935 PRK07067 PRK06139 PRK06949 fabG fabG PRK06171 PRK08251 PRK08628 fabG PRK07985 PRK07023 PRK08017 PRK12938 fabG PRK12323 PRK06398 PRK06128 fabG PRK08340 PRK06122 Totivirus_coat fabG PRK09135 PRK06924 PRK07062 PRK06113 PRK07856 PRK07814 PRK12678 PRK07764 PRK07677 PRK07003 PRK09134 PRK07035 PRK08643 PRK12746 PRK05867 PRK05875 PRK08278 PRK12748 PRK07831 PRK07633 PRK07041 PRK08703 	misc.short chain dehydrogenase/reductase (SDR)	26_22

CUST_101222_PI403524517	2	0.06313801	0.07255459	0.07801056	-0.14920902	-0.06313801	-0.18261528	35_28889	Rep: Orf6 protein - Brassica napus (Rape)	UniRef90_Q8HD74	CHR5V7|COORD:5115796..5121612| DNA-directed RNA polymerase (RPOT2)	AT5G15700.1	0	0	no descriptionvery weakly similar to (91.7)RPOP_MAIZEProbable DNA-directed RNA polymerase - Zea mays (Maize)not assigned RPO41	RNA.transcription	27_2

CUST_24613_PI403524517	2	0.046693802	-0.08611679	0.007904053	0.01660347	-0.007905006	-0.10432243	35_7143	"Cluster: Hypothetical protein P0651G05.14; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0651G05.14 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6H436	CHR3V7|COORD:7268808..7271105| oxidoreductase family protein	AT3G20790.1	CHR09V5|COORD:5899633..5904440|protein NAD-dependent dyhydrogenase, Gfo/Idh/MocA family, putative, expressed	LOC_Os09g10820.1	no descriptionvery weakly similar to (85.9)AT3G20790| Symbols:  | oxidoreductase family protein | chr3:7268808-7271105 FORWARD	not assigned.no ontology	35_1

CUST_4806_PI399408534	2	-0.48705912	0.14758873	0.40808058	0.080925465	-0.080925465	-0.62526846	35_43115	"Cluster: Os01g0763700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0763700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JJ28	"CHR3V7|COORD:11298576..11300552| ATEXO70E1 (exocyst subunit EXO70 family protein E1); protein binding"	AT3G29400.1	CHR01V5|COORD:32464214..32470283|protein protein binding protein, putative, expressed	LOC_Os01g55799.3	"no descriptionvery weakly similar to (77.8)AT3G29400| Symbols: ATEXO70E1 | ATEXO70E1 (exocyst subunit EXO70 family protein E1); protein binding | chr3:11298576-11300552 REVERSEnot assigned Exo70"	RNA.regulation of transcription.unclassified	27_3_99

CUST_104748_PI403524517	2	0.34702253	0.13297987	-0.017077923	-0.07975769	0.017077923	-0.23219347	35_29846	"Cluster: Flavonol-3-O-glycoside-7-O-glucosyltransferase 1, putative; n=1; Oryza sativa (japonica cultivar-group)|Rep:"	UniRef90_Q10L51	"CHR2V7|COORD:15430572..15432059| DOGT1 (DON-GLUCOSYLTRANSFERASE); UDP-glycosyltransferase/ transferase, transferring glycosyl groups"	AT2G36800.1	CHR03V5|COORD:13894821..13896338|protein cytokinin-O-glucosyltransferase 3, putative	LOC_Os03g24430.1	"no descriptionweakly similar to ( 125)AT3G53150| Symbols: UGT73D1 | UGT73D1 (UDP-glucosyl transferase 73D1); UDP-glycosyltransferase | chr3:19708714-19710237 REVERSEvery weakly similar to (84.7)ZOX_PHAVUZeatin O-xylosyltransferase - Phaseolus vulgaris (Kidney bean) (French bean)not assigned UDPGT COG1819"	misc.UDP glucosyl and glucoronyl transferases	26_2

CUST_21376_PI403524517	2	0.037296295	0.3110056	-0.03729534	-0.075650215	-0.13650703	0.08338642	35_6202	Rep: Hypothetical protein OJ1540_H01.4 - Oryza sativa (Rice)	UniRef90_Q8SB31	CHR4|COORD:18015730..18018267| protein phosphatase 2C family protein / PP2C family protein, similar to Ser/Thr protein phosphatase 2C (PP2C6) (GI:15020818) (Ara	AT4G38520.2	CHR06V5|COORD:30500197..30495475|protein protein phosphatase 2C, putative, expressed	LOC_Os06g50380.2	no descriptionmoderately similar to ( 310)AT4G38520| Symbols:  | protein phosphatase 2C family protein / PP2C family protein | chr4:18015993-18017508 REVERSEnot assigned not assigned not assigned PP2Cc PP2Cc PP2C PTC1	protein.postranslational modification	29_4

CUST_12456_PI404877155	2	-0.03513336	0.28021145	0.109051704	-0.08523941	0.0131082535	-0.0131082535	Contig6183_at	transcription regulatory protein SNF5, putative (BSH) [Arabidopsis thaliana] dbj|BAB02049.1| SNF5, transcription regulatory protein homolog	NP_566581.1	transcription regulatory protein SNF5, putative (BSH)	At3g17590.1	protein SNF5 / SMARCB1 / INI1	Os02g49190	SNF5 homolog BSH (bsh)	RNA.regulation of transcription.Chromatin Remodeling Factors	27_3_44

CUST_97742_PI403524517	2	-0.31153393	0.6548948	-0.08152676	0.08152771	-0.24625778	0.10512066	35_27908	0	0	0	0	CHR01V5|COORD:10983769..10982871|protein expressed protein	LOC_Os01g19420.1	no description	not assigned.unknown	35_2

CUST_132906_PI403524517	2	0.7432718	0.6652932	-0.35914564	0.20860434	-0.20860434	-0.31778955	35_37320	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_7211_PI404877155	2	0.17594433	-1.3026648	-0.19250298	0.38270378	0.36118603	-0.17594528	Contig21024_at	Putative sulfate transporter ATST1 [Oryza sativa (japonica cultivar-group)] gb|AAN06871.1| Putative sulfate transporter ATST1 [Oryza sativa	NP_912662.1	sulfate transporter	At4g02700.1	protein sulfate permease	Os03g06520	Putative sulfate transporter ATST1	transport.sulphate	34_6

CUST_81678_PI403524517	2	0.4418459	0.0148181915	-0.06613159	-0.043352127	0.015122414	-0.0148181915	35_23431	"Cluster: Galactosyltransferase family-like protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Galactosyltransferase family-like protein - Oryza sativa"	UniRef90_Q6ZKZ6	CHR1V7|COORD:28105882..28108654| galactosyltransferase family protein	AT1G74800.1	CHR07V5|COORD:5131442..5126894|protein galactosyltransferase/ transferase, transferring hexosyl groups, putative, expressed	LOC_Os07g09670.1	no descriptionmoderately similar to ( 360)AT1G74800| Symbols:  | galactosyltransferase family protein | chr1:28105882-28108654 REVERSEnot assigned not assigned Gal-bind_lectin GLECT GLECT	cell wall.hemicellulose synthesis	10_3

CUST_30238_PI403524517	2	0.005180359	0.38260174	0.08317661	-0.12747192	-0.26808548	-0.0051813126	35_8728	"Cluster: Putative ABC transporter; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ABC transporter - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ZIV9	"CHR5V7|COORD:24811090..24815170| ATATH16 (ABC2 homolog 16); ATPase, coupled to transmembrane movement of substances"	AT5G61700.1	CHR08V5|COORD:18860446..18866116|protein ATATH6, putative, expressed	LOC_Os08g30770.1	" no descriptionmoderately similar to ( 204)AT5G61700| Symbols: ATATH16 | ATATH16 (ABC2 homolog 16); ATPase, coupled to transmembrane movement of substances | chr5:24811090-24815170 FORWARDnot assigned ABC_subfamily_A CcmA COG4152 "	transport.ABC transporters and multidrug resistance systems	34_16

CUST_81216_PI403524517	2	-0.070804596	0.1580801	0.15295124	-0.020394325	-0.08393669	0.020394325	35_23298	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_50861_PI403524517	2	0.011804581	0.33401108	-0.011802673	-0.07690048	-0.11921883	0.034618378	35_14509	Rep: L-ascorbate peroxidase 1, cytosolic - Oryza sativa (Rice)	UniRef90_P93404	CHR1|COORD:2437817..2439652| L-ascorbate peroxidase 1, cytosolic (APX1), identical to SP:Q05431 L-ascorbate peroxidase, cytosolic (EC 1.11.1.11) (AP) {Arabidops	AT1G07890.2	CHR03V5|COORD:9822378..9825798|protein OsAPx1 - Cytosolic Ascorbate Peroxidase encoding gene, expressed	LOC_Os03g17690.1	 no descriptionmoderately similar to ( 411)AT1G07890| Symbols: MEE6, CS1, APX1 | APX1 (ASCORBATE PEROXIDASE 1, MATERNAL EFFECT EMBRYO ARREST 6) | chr1:2438002-2439432 FORWARDmoderately similar to ( 472)APX1_ORYSAascorbate_peroxidase plant_peroxidase peroxidase KatG catalase_peroxidase secretory_peroxidase ligninase 	redox.ascorbate and glutathione.ascorbate	21_2_1

CUST_131510_PI403524517	2	0.090826035	0.49118996	0.01187706	-0.19272614	-0.21848297	-0.01187706	35_36933	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_150020_PI403524517	2	0.019793034	0.12556171	0.1679039	-0.33864307	-0.75366306	-0.01979351	35_41969	"Cluster: Os12g0456400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os12g0456400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0ING6	"CHR3V7|COORD:3325567..3330824| similar to structural constituent of nuclear pore [Arabidopsis thaliana] (TAIR:AT2G45000.1); similar to Os03g0788300 [Oryza sativ"	AT3G10650.1	CHR12V5|COORD:15855275..15864038|protein expressed protein	LOC_Os12g27090.1	"no descriptionvery weakly similar to (57.8)AT3G10650| Symbols:  | similar to structural constituent of nuclear pore [Arabidopsis thaliana] (TAIR:AT2G45000.1); similar to Os03g0788300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001051501.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABF99255.1) | chr3:3325567-3330824 REVERSE"	not assigned.unknown	35_2

CUST_96978_PI403524517	2	-0.09573507	0.30404234	0.082582	0.058651447	-0.14286947	-0.058651447	35_27697	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_17139_PI399408534	2	-0.008419991	0.40969563	0.008420944	0.06599045	-0.07220554	-0.03706646	35_10695	"Cluster: Histone deacetylase family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Histone deacetylase family protein, expressed - Oryza s"	UniRef90_Q2QWU2	"CHR4V7|COORD:16102777..16105442| HDA14 (histone deacetylase 14); histone deacetylase"	AT4G33470.1	CHR12V5|COORD:4192936..4197866|protein histone deacetylase 10, putative, expressed	LOC_Os12g08220.1	"no descriptionweakly similar to ( 127)AT4G33470| Symbols: HDA14 | HDA14 (histone deacetylase 14); histone deacetylase | chr4:16102777-16105442 REVERSEnot assigned"	RNA.regulation of transcription.HDA	27_3_55

CUST_178195_PI403524517	2	0.02737999	-0.01223278	0.027856827	-0.09722042	-0.040141106	0.01223278	35_49559	"Cluster: Hypothetical protein T1N24.12; n=1; Arabidopsis thaliana|Rep: Hypothetical protein T1N24.12 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q94K14	CHR5V7|COORD:9118242..9119355| ATP binding / protein kinase/ protein serine/threonine kinase	AT5G26110.1	CHR10V5|COORD:14596338..14600381|protein RIO1 family protein, expressed	LOC_Os10g28640.1	no descriptionweakly similar to ( 152)AT5G26110| Symbols:  | ATP binding / protein kinase/ protein serine/threonine kinase | chr5:9118242-9119355 REVERSEnot assigned COG3642 PRK09605	protein.degradation	29_5

CUST_93634_PI403524517	2	0.14214087	0.33429146	0.19428396	-0.1913743	-0.6190295	-0.14214087	35_26773	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_13379_PI404877155	2	-0.55254364	1.2475438	-0.04809189	0.66789436	-1.4236069	0.04809189	Contig7088_at	Alpha-amylase type A isozyme precursor (1,4-alpha-D-glucan glucanohydrolase) (AMY1) (Low pI alpha-amylase)	P00693	alpha-amylase, putative / 1,4-alpha-D-glucan glucanohydrolase, putative	At4g25000.1	protein alpha-amylase isozyme 2a precursor (ec 3.2.1.1) (1,4-alpha-d-glucanglucanohydrolase)	Os06g49970	"alpha-amylase, putative / 1,4-alpha-D-glucan glucanohydrolase, putative, similar to alpha-amylase from Vigna mungo SP:P17859, Ipomoea nil GI:21670851; contains Pfam profile PF00128: Alpha amylase, catalytic domain. Predicted to be secreted protein based o"	major CHO metabolism.degradation.starch.starch cleavage	2_2_2_01

CUST_9720_PI404877155	2	0.13015556	-0.101890564	-0.026324272	0.001001358	0.00431633	-0.0010004044	Contig3465_at	fructose-6-phosphate 2-kinase/fructose-2,6-bisphosphatase [Bruguiera gymnorrhiza]	BAB55655.1	fructose-6-phosphate 2-kinase / fructose-2,6-bisphosphatase (F2KP)	At1g07110.1	protein 6-phosphofructo-2-kinase (EC 2.7.1.105) / fructose-2, 6-bisphosphate 2-phosphatase (EC 3	Os03g18310	"ATF2KP;FKFBP;FRUCTOSE-2,6-BISPHOSPHATASE;FRUCTOSE-6-PHOSPHATE 2-KINASE;fructose-6-phosphate 2-kinase / fructose-2,6-bisphosphatase (F2KP), identical to fructose-6-phosphate 2-kinase/fructose-2,6-bisphosphatase (F2KP) (Arabidopsis thaliana) GI:13096098"	glycolysis.Fruc2,6BisPase	4_06

CUST_93673_PI403524517	2	-0.014202595	0.032153606	-0.031314373	0.095041275	0.014202595	-0.10835552	35_26784	"Cluster: Os04g0205200 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os04g0205200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JET5	0	0	CHR04V5|COORD:7064772..7067951|protein conserved hypothetical protein	LOC_Os04g12830.1	no description	not assigned.unknown	35_2

CUST_25156_PI399408534	2	-0.8721962	1.2038507	0.07578325	-0.075782776	-0.43877506	0.10301733	35_14794	Rep: Em protein - Triticum aestivum (Wheat)	UniRef90_P04568	CHR2V7|COORD:16786870..16787245| ATEM6 (ARABIDOPSIS EARLY METHIONINE-LABELLED 6)	AT2G40170.1	CHR05V5|COORD:16441351..16440429|protein embryonic abundant protein 1, putative, expressed	LOC_Os05g28210.1	 no descriptionweakly similar to ( 115)AT2G40170| Symbols: GEA6, ATEM6 | ATEM6 (ARABIDOPSIS EARLY METHIONINE-LABELLED 6) | chr2:16786870-16787245 REVERSEweakly similar to ( 153)LE19A_HORVULate embryogenesis abundant protein B19.1A - Hordeum vulgare (Barley)LEA_5 	hormone metabolism.abscisic acid.induced-regulated-responsive-activated	17_1_3

CUST_165013_PI403524517	2	-0.010416508	0.029370308	0.18001175	0.010416985	-0.13654947	-0.5138726	35_45989	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_54826_PI403524517	2	-0.015250206	0.20763493	0.08226299	-0.1403532	0.015250206	-0.30053806	35_15602	"Cluster: Putative methyl-binding domain protein MBD106; n=1; Zea mays|Rep: Putative methyl-binding domain protein MBD106 - Zea mays (Maize)"	UniRef90_Q94IQ8	"CHR3V7|COORD:10807368..10809606| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G28840.1); similar to putative lipoprotein [Burkholderia"	AT3G28780.1	CHR06V5|COORD:26713869..26716573|protein fibroin heavy chain precursor, putative, expressed	LOC_Os06g44280.1	no descriptionnot assigned not assigned MARCKS PRK05648 PRK07003 BASP1 PRK12323 FimV SerH DUF612 aceF rne PRK07764 Neuromodulin DREPP	not assigned.unknown	35_2

CUST_126435_PI403524517	2	-0.05175686	0.2546997	0.05175686	-0.3411355	-0.59085274	0.10107565	35_35587	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_34152_PI403524517	2	0.16270638	0.6094856	-0.013660431	-0.2231369	-0.13189125	0.013659477	35_9844	"Cluster: Type IV antifreeze protein precursor; n=1; Danio rerio|Rep: Type IV antifreeze protein precursor - Brachydanio rerio (Zebrafish) (Danio rerio)"	UniRef90_Q4L216	0	0	0	0	no descriptionApolipoprotein	not assigned.unknown	35_2

CUST_85560_PI403524517	2	0.038726807	0.48437977	-0.020840645	-0.2407465	0.017939568	-0.017940521	35_24507	Rep: Hypothetical protein 5K14.5 - Triticum monococcum (Einkorn wheat) (Small spelt)	UniRef90_Q5NKQ9	"CHR3V7|COORD:1874583..1876581| ATBPM2; protein binding"	AT3G06190.1	CHR10V5|COORD:14910306..14911397|protein speckle-type POZ protein, putative	LOC_Os10g29290.1	"no descriptionvery weakly similar to (97.4)AT5G19000| Symbols: ATBPM1 | ATBPM1 (BTB-POZ AND MATH DOMAIN 1); protein binding | chr5:6342565-6344643 FORWARD"	protein.degradation.ubiquitin.E3.BTB/POZ Cullin3.BTB/POZ	29_5_11_4_5_2

CUST_58003_PI403524517	2	-0.004881859	-0.090130806	0.004881859	-0.017604828	0.06944275	0.014685631	35_16539	"Cluster: Putative ethylene-responsive elongation factor EF-Ts; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ethylene-responsive elongation factor E"	UniRef90_Q6ZJS7	CHR4V7|COORD:6778062..6779930| translation elongation factor Ts (EF-Ts), putative	AT4G11120.1	CHR08V5|COORD:18933066..18926775|protein elongation factor Ts, putative, expressed	LOC_Os08g30884.1	 no descriptionmoderately similar to ( 415)AT4G11120| Symbols:  | translation elongation factor Ts (EF-Ts), putative | chr4:6778062-6779930 FORWARDnot assigned tsf Tsf EF_TS tsf tsf 	protein.synthesis.elongation	29_2_4

CUST_2986_PI404877155	2	-0.3685217	-0.27083397	0.93242455	0.27083397	0.421484	-0.38024616	Contig13413_at	lipase class 3 family protein [Arabidopsis thaliana] gb|AAB63082.2| putative lipase [Arabidopsis thaliana] gb|AAM14092.1| putative lipase [A	NP_565701.1	lipase class 3 family protein	At1g06800.1	protein Lipase, putative	Os01g46250	"lipase class 3 family protein, similar to DEFECTIVE IN ANTHER DEHISCENCE1 (Arabidopsis thaliana) GI:16215706; contains Pfam profile PF01764: Lipase or  lipase class 3 family protein, similar to DEFECTIVE IN ANTHER DEHISCENCE1 (Arabidopsis thaliana) GI:162"	lipid metabolism.lipid degradation.lipases	11_9_2

CUST_103904_PI403524517	2	0.24831772	-0.32541656	-0.004179001	0.004178047	-0.36552238	0.058452606	35_29620	"Cluster: RNA recognition motif family protein, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: RNA recognition motif family protein, expressed - Ory"	UniRef90_Q2QZ01	CHR5V7|COORD:564330..565774| RNA and export factor-binding protein, putative	AT5G02530.1	CHR11V5|COORD:2948..6483|protein RNA and export factor-binding protein 2, putative, expressed	LOC_Os11g01020.1	no description	not assigned.unknown	35_2

CUST_139321_PI403524517	2	-0.03648472	0.005240917	-0.054846764	0.2634449	-0.0052404404	0.05869484	35_39076	"Cluster: Ribosomal protein S15-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Ribosomal protein S15-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69SJ7	CHR1V7|COORD:11399903..11405702| actin binding	AT1G31810.1	CHR10V5|COORD:13124400..13120714|protein transposon protein, putative, CACTA, En/Spm sub-class	LOC_Os10g25960.1	no description	not assigned.unknown	35_2

CUST_67883_PI403524517	2	0.07520008	0.019239426	-0.019239426	-0.025173187	-0.033859253	0.025863647	35_19395	"Cluster: Os01g0786900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0786900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JIN9	CHR5V7|COORD:22251203..22254030| AtATG18f (Arabidopsis thaliana homolog of yeast autophagy 18 (ATG18) f)	AT5G54730.1	CHR01V5|COORD:33701745..33695538|protein expressed protein	LOC_Os01g57720.2	no descriptionvery weakly similar to (57.8)AT5G54730| Symbols: AtATG18f | AtATG18f (Arabidopsis thaliana homolog of yeast autophagy 18 (ATG18) f) | chr5:22251203-22254030 REVERSE	not assigned.unknown	35_2

CUST_15159_PI404877155	2	-0.010456085	0.12598896	-0.12032032	-0.032226562	0.010456085	0.019752502	Contig9023_at	putative zinc finger protein [Oryza sativa (japonica cultivar-group)] gb|AAP54880.1| putative zinc finger protein [Oryza sativa (japonica	NP_922593.1	zinc knuckle (CCHC-type) family protein	At1g75560.1	protein Transposable element protein, putative	Os10g39820	NONE	RNA.regulation of transcription.unclassified	27_3_99

CUST_29433_PI403524517	2	0.13332462	-0.27226448	-0.0818634	-0.011704445	0.011703491	0.15667057	35_8503	"Cluster: Putative receptor protein kinase PERK1; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative receptor protein kinase PERK1 - Oryza sativa (japonic"	UniRef90_Q6K6B8	CHR2V7|COORD:8763556..8766926| protein kinase family protein	AT2G20300.1	CHR02V5|COORD:34946140..34939104|protein ATP binding protein, putative, expressed	LOC_Os02g57080.2	no descriptionweakly similar to ( 171)AT2G20300| Symbols: ALE2 | protein kinase family protein | chr2:8763556-8766926 REVERSEvery weakly similar to (51.2)NORK_PEANodulation receptor kinase precursor - Pisum sativum (Garden pea)not assigned	protein.postranslational modification.kinase.receptor like cytoplasmatic kinase VII	29_4_1_57

CUST_126524_PI403524517	2	0.04696846	-0.034124374	-0.25675678	0.096040726	-0.060337067	0.03412342	35_35610	"Cluster: Myosin heavy chain-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Myosin heavy chain-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8LHQ6		0	CHR07V5|COORD:25561731..25566146|protein paramyosin, putative, expressed	LOC_Os07g42700.4	no description	not assigned.unknown	35_2

CUST_17075_PI403524517	2	-0.918025	0.97127724	-0.15751076	0.4024992	0.1575098	-0.19847679	35_4938	"Cluster: Putative membrane protein; n=1; Emiliania huxleyi virus 86|Rep: Putative membrane protein - Emiliania huxleyi virus 86"	UniRef90_Q4A2B5	CHR5V7|COORD:3872652..3873197| proline-rich family protein	AT5G11990.1	CHR11V5|COORD:5706717..5706014|protein expressed protein	LOC_Os11g10470.1	no description	not assigned.unknown	35_2

CUST_21869_PI399408534	2	-0.012156963	-0.46327543	-0.06592131	0.11355066	0.012156963	0.053225994	35_4081	"Cluster: Putative calcium-binding protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative calcium-binding protein - Oryza sativa (japonica cultivar-g"	UniRef90_Q5JML5	CHR4|COORD:14014679..14017074| hydroxyproline-rich glycoprotein family protein	AT4G28300.2	CHR01V5|COORD:31983379..31978464|protein calcium-binding protein, putative, expressed	LOC_Os01g55050.2	no descriptionvery weakly similar to (73.6)AT4G28300| Symbols:  | hydroxyproline-rich glycoprotein family protein | chr4:14015420-14016829 FORWARDnot assigned not assigned DUF1421	RNA.regulation of transcription.Trihelix, Triple-Helix transcription factor family	27_3_30

CUST_124923_PI403524517	2	-0.039699554	-0.48711395	-0.023414612	0.040168762	0.18839455	0.023414612	35_35200	Rep: Hypothetical protein - Gibberella zeae (Fusarium graminearum)	UniRef90_Q4HYL8	CHR2V7|COORD:9458981..9461018| inositol-3-phosphate synthase isozyme 2 / myo-inositol-1-phosphate synthase 2 / MI-1-P synthase 2 / IPS 2	AT2G22240.1	CHR10V5|COORD:11293008..11298251|protein inositol-3-phosphate synthase, putative, expressed	LOC_Os10g22450.1	no descriptionweakly similar to ( 172)AT2G22240| Symbols:  | inositol-3-phosphate synthase isozyme 2 / myo-inositol-1-phosphate synthase 2 / MI-1-P synthase 2 / IPS 2 | chr2:9458981-9460455 REVERSEweakly similar to ( 173)INO1_MAIZEInositol-3-phosphate synthase - Zea mays (Maize)not assigned NAD_binding_5 Inos-1-P_synth INO1	minor CHO metabolism.myo-inositol.InsP Synthases	3_4_3

CUST_9620_PI404877155	2	-0.32761383	-0.005988598	0.005988598	0.83381844	0.1757307	-0.12068224	Contig3362_at	development regulation gene OsNAC4 [Oryza sativa (japonica cultivar-group)] dbj|BAA89798.1| OsNAC4 protein [Oryza sativa]	NP_915964.1	no apical meristem (NAM) family protein	At5g63790.1	protein No apical meristem (NAM) protein, putative	Os01g60020	NONE	RNA.regulation of transcription.NAC domain transcription factor family	27_3_27

CUST_53093_PI403524517	2	0.089258194	-0.37876225	-0.03366661	-7.724762E-4	7.724762E-4	0.019978523	35_15114	Rep: Proteasome subunit alpha type 7 - Oryza sativa (Rice)	UniRef90_O04861	"CHR5V7|COORD:26454671..26455903| PAD2 (20S proteasome alpha subunit D2); peptidase"	AT5G66140.1	CHR08V5|COORD:27400407..27404263|protein proteasome subunit alpha type 7, putative, expressed	LOC_Os08g43540.1	"no descriptionmoderately similar to ( 405)AT5G66140| Symbols: PAD2 | PAD2 (20S proteasome alpha subunit D2); peptidase | chr5:26454671-26455903 REVERSEmoderately similar to ( 438)PSA7_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned proteasome_alpha_type_7 proteasome_alpha PRK03996 proteasome_alpha_archeal PRE1 proteasome_alpha_type_2 proteasome_alpha_type_4 proteasome_alpha_type_5 Proteasome proteasome_alpha_type_1 proteasome_alpha_type_3 proteasome_protease_HslV proteasome_alpha_type_6 Ntn_hydrolase proteasome_beta_archeal proteasome_beta PRK07003 Tymo_45kd_70kd PRK12323 Herpes_TAF50 HPC2 Atrophin-1 PRK07764 Herpes_BLLF1 KAR9 APC_basic Pneumo_att_G DUF566 AF-4 proteasome_beta_type_1 proteasome_beta_type_7 Herpes_UL32"	protein.degradation.ubiquitin.proteasom	29_5_11_20

CUST_13080_PI403524517	2	-0.1861639	0.5842867	0.027629375	0.24776077	-0.1969862	-0.027628899	35_3742	Rep: NBS-LRR type resistance protein - Hordeum vulgare (Barley)	UniRef90_O48972	CHR4V7|COORD:13224605..13227334| RPS2 (RESISTANT TO P. SYRINGAE 2)	AT4G26090.1	CHR04V5|COORD:25493439..25489213|protein NB-ARC domain containing protein, expressed	LOC_Os04g43440.1	no descriptionmoderately similar to ( 397)AT4G26090| Symbols: RPS2 | RPS2 (RESISTANT TO P. SYRINGAE 2) | chr4:13224605-13227334 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned NB-ARC COG4886	stress.biotic	20_1

CUST_178163_PI403524517	2	0.00997448	-0.27305412	0.16827583	-0.04438591	0.21690464	-0.009975433	35_49551	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_119192_PI403524517	2	-0.5337	-0.13782501	0.08314705	0.36208153	-0.08314705	0.28081656	35_33732	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_84247_PI403524517	2	0.17877293	-0.12354088	-0.020570755	-0.17627144	0.020569801	0.110634804	35_24142	"Cluster: Leaf senescence protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Leaf senescence protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q67V91	"CHR1V7|COORD:26454052..26455387| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G01430.1); similar to Protein of unknown function DUF231, plant"	AT1G70230.1	CHR06V5|COORD:7044665..7042612|protein expressed protein	LOC_Os06g12870.1	" no descriptionvery weakly similar to (91.7)AT1G70230| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G01430.1); similar to Protein of unknown function DUF231, plant [Medicago truncatula] (GB:ABE83215.1); contains InterPro domain Protein of unknown function DUF231, plant; (InterPro:IPR004253) | chr1:26454052-26455387 FORWARDDUF231 "	not assigned.unknown	35_2

CUST_42050_PI403524517	2	0.69517136	-0.055065632	0.26563692	0.055065632	-0.057997227	-0.51263046	35_12091	"Cluster: Os09g0555300 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0555300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IZR1	CHR5V7|COORD:16953533..16955224| kelch repeat-containing F-box family protein	AT5G42360.1	CHR09V5|COORD:22034063..22036095|protein kelch motif family protein, expressed	LOC_Os09g38300.1	no descriptionvery weakly similar to (79.7)AT5G42350| Symbols:  | kelch repeat-containing F-box family protein | chr5:16949334-16951025 FORWARDFBOX F-box	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_50889_PI403524517	2	-0.77229404	-1.2374115	0.6522417	0.41559505	0.82106113	-0.41559505	35_14516	"Cluster: Nucleotide pyrophosphatase/phosphodiesterase; n=2; Hordeum vulgare|Rep: Nucleotide pyrophosphatase/phosphodiesterase - Hordeum vulgare"	UniRef90_Q687E1	"CHR4V7|COORD:12811520..12814450| ATPAP24/PAP24 (purple acid phosphatase 24); acid phosphatase/ protein serine/threonine phosphatase"	AT4G24890.1	CHR08V5|COORD:26306741..26312631|protein nucleotide pyrophosphatase/phosphodiesterase, putative, expressed	LOC_Os08g41880.1	" no descriptionmoderately similar to ( 426)AT4G24890| Symbols: ATPAP24, PAP24 | ATPAP24/PAP24 (purple acid phosphatase 24); acid phosphatase/ protein serine/threonine phosphatase | chr4:12811520-12814450 REVERSEhighly similar to ( 515)NPP_HORVUNucleotide pyrophosphatase/phosphodiesterase - Hordeum vulgare (Barley)not assigned not assigned not assigned not assigned SerH Metallophos Herpes_BLLF1 PRK12323 "	misc.acid and other phosphatases	26_13

CUST_26208_PI399408534	2	0.10274601	-0.32330418	-0.21800232	-0.025252342	0.1176672	0.025252342	35_10318	"Cluster: Putative receptor-like kinase RHG1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative receptor-like kinase RHG1 - Oryza sativa (japonica cultiv"	UniRef90_Q6YW99	CHR5V7|COORD:26859656..26862352| leucine-rich repeat transmembrane protein kinase, putative	AT5G67280.1	CHR09V5|COORD:905618..908918|protein transposon protein, putative, unclassified, expressed	LOC_Os09g02250.1	 no descriptionvery weakly similar to (71.2)AT5G67280| Symbols:  | leucine-rich repeat transmembrane protein kinase, putative | chr5:26859656-26862352 REVERSEnot assigned not assigned PRK07764 PRK12323 	signalling.receptor kinases.leucine rich repeat III	30_2_3

CUST_99585_PI403524517	2	0.07210159	0.14064789	0.07813835	-0.07210159	-0.12525082	-0.12146664	35_28426	"Cluster: ALM beta-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: ALM beta-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5JLX2	"CHR4V7|COORD:15535561..15537543| similar to exonuclease-related [Arabidopsis thaliana] (TAIR:AT2G25355.1); similar to Os01g0891400 [Oryza"	AT4G32175.1	CHR01V5|COORD:39086353..39081935|protein exosome complex exonuclease RRP40, putative, expressed	LOC_Os01g66730.2	" no descriptionweakly similar to ( 165)AT4G32175| Symbols:  | similar to exonuclease-related [Arabidopsis thaliana] (TAIR:AT2G25355.1); similar to Os01g0891400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001045055.1); similar to Os01g0661400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001043778.1); similar to ALM beta-like [Oryza sativa (japonica cultivar-group)] (GB:BAD72364.1); contains InterPro domain Nucleic acid-binding, OB-fold; (InterPro:IPR008994) | chr4:15535561-15537543 FORWARDnot assigned RRP4 "	DNA.unspecified	28_99

CUST_82533_PI403524517	2	-0.37293816	0.25997257	0.040881157	0.024305344	-0.8119631	-0.024305344	35_23672	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_161516_PI403524517	2	-0.5811939	0.28274727	-0.47024822	0.2978902	-0.14576864	0.14576817	35_45058	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_57356_PI403524517	2	-0.22976828	0.7322769	0.2374506	-0.075101376	0.075101376	-0.07710409	35_16356	"Cluster: Hypothetical protein; n=1; Anaeromyxobacter sp. Fw109-5|Rep: Hypothetical protein - Anaeromyxobacter sp. Fw109-5"	UniRef90_A1HY15	CHR1V7|COORD:7005081..7007276| nucleic acid binding	AT1G20220.1	CHR02V5|COORD:30880725..30876004|protein actin binding protein, putative, expressed	LOC_Os02g50570.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12678 PRK12323 Tymo_45kd_70kd PRK07764	not assigned.unknown	35_2

CUST_20985_PI403524517	2	0.05900097	0.10472965	-0.07532883	-0.00562191	-0.19902134	0.00562191	35_6090	"Cluster: Os11g0216300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os11g0216300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0ITU3	"CHR4|COORD:15233080..15237115| similar to ABC1 family protein [Arabidopsis thaliana] (TAIR:At1g79600.1); similar to COG0661: Predicted unusual protein kinase"	AT4G31390.2	CHR11V5|COORD:6069267..6063702|protein ubiquinone biosynthesis protein ubiB, putative, expressed	LOC_Os11g11000.3	no descriptionweakly similar to ( 150)AT4G31390| Symbols:  | ATP binding / protein kinase | chr4:15233132-15236770 FORWARD	transport.ABC transporters and multidrug resistance systems	34_16

CUST_119047_PI403524517	2	-0.05970621	-0.18343592	0.30082178	0.058603764	-0.05860424	0.21361351	35_33691	Rep: OSIGBa0123D13.4 protein - Oryza sativa (Rice)	UniRef90_Q01N45	CHR2V7|COORD:13277165..13278696| serine-type peptidase	AT2G31140.1	CHR04V5|COORD:176937..173052|protein expressed protein	LOC_Os04g01240.1	no descriptionvery weakly similar to (83.6)AT2G31140| Symbols:  | serine-type peptidase | chr2:13277165-13278696 FORWARD	not assigned.unknown	35_2

CUST_92451_PI403524517	2	0.20790768	0.013751984	-0.2770443	0.05253601	-0.01375103	-0.08473587	35_26435	"Cluster: Os05g0375600 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0375600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DIN1	CHR3V7|COORD:21177447..21179177| peptide chain release factor, putative	AT3G57190.1	CHR05V5|COORD:18045208..18048520|protein peptide chain release factor 2, putative, expressed	LOC_Os05g31160.1	 no descriptionweakly similar to ( 137)AT3G57190| Symbols:  | peptide chain release factor, putative | chr3:21177447-21179177 FORWARDnot assigned prfB PRK05589 PrfB PRK07342 PRK08787 PRK07245 PRK06746 prfA PrfA RF-1 	protein.synthesis.release	29_2_5

CUST_180972_PI403524517	2	0.02715826	0.0032224655	-0.0032224655	0.06486273	-0.12926912	-0.032484055	35_50327	"Cluster: Hypothetical protein OJ1034_C08.29; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1034_C08.29 - Oryza sativa (japonica cultiv"	UniRef90_Q6Z2B4	CHR5V7|COORD:3490994..3495079| ALF4 (ABERRANT LATERAL ROOT FORMATION 4)	AT5G11030.1	CHR08V5|COORD:11557446..11552108|protein aberrant root formation protein 4, putative, expressed	LOC_Os08g19320.2	no descriptionvery weakly similar to ( 100)AT5G11030| Symbols: ALF4 | ALF4 (ABERRANT LATERAL ROOT FORMATION 4) | chr5:3490994-3495079 REVERSEnot assigned not assigned TT_ORF1 Protamine_P1 DUF1777	not assigned.unknown	35_2

CUST_17425_PI399408534	2	-0.42263508	0.019482613	0.061944008	0.05483246	-0.21139431	-0.019481659	35_24801	"Cluster: Putative receptor-like protein kinase; n=2; Oryza sativa|Rep: Putative receptor-like protein kinase - Oryza sativa (Rice)"	UniRef90_Q7G6W1	CHR5V7|COORD:8139337..8141017| protein kinase family protein	AT5G24080.1	CHR10V5|COORD:78971..81917|protein receptor-like protein kinase, putative, expressed	LOC_Os10g01100.1	no descriptionvery weakly similar to ( 100)AT5G24080| Symbols:  | protein kinase family protein | chr5:8139337-8141017 REVERSEvery weakly similar to (55.1)NORK_PEANodulation receptor kinase precursor - Pisum sativum (Garden pea)not assigned	signalling.receptor kinases.DUF 26	30_2_17

CUST_8819_PI404877155	2	-0.013832092	0.013831615	-0.50161266	0.7229824	0.8631363	-0.2676592	Contig2636_s_at	probable 1-aminocyclopropane-1-carboxylate oxidase (EC 1.4.3.-) - rice	T02754	1-aminocyclopropane-1- carboxylate oxidase / ACC oxidase / ethylene-forming enzyme (ACO) (EAT1)	At1g05010.1	protein oxidoreductase, 2OG-Fe(II) oxygenase family, putative	Os02g53180	NONE	hormone metabolism.ethylene.synthesis-degradation	17_5_1

CUST_3979_PI404877155	2	-0.39102745	0.09818745	0.2956276	0.025540352	-0.025541306	-0.2615776	Contig14657_at	putative hexokinase [Oryza sativa (japonica cultivar-group)]	BAB90260.1	hexokinase, putative	At1g50460.1	protein hypothetical protein	Os05g31110	hexokinase, putative, similar to hexokinase 1 (Spinacia oleracea) Swiss-Prot:Q9SEK3	major CHO metabolism.degradation.sucrose.hexokinase	2_2_1_04

CUST_6030_PI404877155	2	-0.21312523	0.17233753	0.28306103	-0.19462872	-0.044032097	0.044032097	Contig18313_at	starch associated protein R1 [Solanum tuberosum]	AAK11735.1	starch excess protein (SEX1)	At1g10760.1	protein Similar to R1	Os06g30310	"GWD;GWD1;SEX1;SOP;SOP1;SEX1;STARCH EXCESS  1 PROTEIN;STARCH EXCESS 1;starch excess protein (SEX1), identical to SEX1 (Arabidopsis thaliana) GI:12044358; supporting cDNA gi:12044357:gb:AF312027.1:AF312027"	major CHO metabolism.degradation.starch.glucan water dikinase	2_2_2_03

CUST_3091_PI399408534	2	0.16657734	-0.13652039	-0.027726173	-0.02204609	0.02204609	0.21832085	35_4734	"Cluster: Putative ZF-HD homeobox protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ZF-HD homeobox protein - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6ER21	"CHR5V7|COORD:26153405..26154244| ATHB25/ZFHD2 (ZINC FINGER HOMEODOMAIN 2); DNA binding / transcription factor"	AT5G65410.1	CHR09V5|COORD:14813082..14811098|protein ZF-HD homeobox protein, putative, expressed	LOC_Os09g24820.1	"no descriptionvery weakly similar to (92.0)AT3G28920| Symbols: ATHB34 | ATHB34 (ARABIDOPSIS THALIANA HOMEOBOX PROTEIN 34); DNA binding / transcription factor | chr3:10941835-10942773 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07764 PRK12323 PRK07003 Tymo_45kd_70kd DUF1421 tatB Drf_FH1 Atrophin-1 Extensin_2 FAP PRK08853 PRK05648 Totivirus_coat DUF605 DUF936"	RNA.regulation of transcription.zf-HD	27_3_80

CUST_125091_PI403524517	2	-0.27410698	-0.5390897	0.27410746	0.7125497	0.90420103	-0.5151	35_35242	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_163090_PI403524517	2	0.013282776	0.18046665	0.050815582	-0.03200531	-0.024333954	-0.013282776	35_45486	Rep: PREDICTED: hypothetical protein - Macaca mulatta	UniRef90_UPI0000D99778	CHR3V7|COORD:3381853..3384232| zinc finger (C3HC4-type RING finger) family protein	AT3G10810.1	CHR08V5|COORD:22862320..22854254|protein zinc transporter SLC39A7, putative, expressed	LOC_Os08g36420.3	no description	not assigned.unknown	35_2

CUST_179817_PI403524517	2	-0.15879917	0.15703297	0.028194427	-0.14052963	0.0016469955	-0.0016469955	35_50007	"Cluster: Cyclophilin; n=1; Oryza sativa (japonica cultivar-group)|Rep: Cyclophilin - Oryza sativa (japonica cultivar-group)"	UniRef90_Q93VG0	CHR2V7|COORD:15173942..15175338| peptidyl-prolyl cis-trans isomerase, putative / cyclophilin, putative / rotamase, putative	AT2G36130.1	CHR08V5|COORD:27870725..27866932|protein peptidyl-prolyl cis-trans isomerase-like 1, putative, expressed	LOC_Os08g44520.3	 no descriptionmoderately similar to ( 258)AT2G36130| Symbols:  | peptidyl-prolyl cis-trans isomerase, putative / cyclophilin, putative / rotamase, putative | chr2:15173942-15175338 FORWARDweakly similar to ( 131)CYPB_VICFAPeptidyl-prolyl cis-trans isomerase, chloroplast precursor - Vicia faba (Broad bean)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned cyclophilin_SpCYP2_like cyclophilin_WD40 cyclophilin_RING cyclophilin Cyclophilin_PPIL3_like cyclophilin_CeCYP16-like PpiB Pro_isomerase cyclophilin_ABH_like cyclophilin_RRM cyclophilin_EcCYP_like PRK10903 cyclophilin_TLP40_like PRK10791 	cell.cycle.peptidylprolyl isomerase	31_3_1

CUST_139354_PI403524517	2	-0.44621325	0.7826977	0.2990942	0.3187766	-0.29909372	-0.49376345	35_39084	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_132504_PI403524517	2	-0.05046034	-0.06464386	0.05046034	0.11568117	0.0927186	-0.09844732	35_37211	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_12117_PI403524517	2	0.09239006	0.013822556	-0.058185577	-0.013823509	-0.10532379	0.16697884	35_3449	"Cluster: Putative UDP-glucose:glycoprotein glucosyltransferase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative UDP-glucose:glycoprotein glucosyltrans"	UniRef90_Q6ESI8	CHR1V7|COORD:26845326..26855392| UDP-glucose:glycoprotein glucosyltransferase/ transferase, transferring glycosyl groups / transferase,	AT1G71220.1	CHR02V5|COORD:26937222..26945553|protein UDP-glucose glycoprotein glucosyltransferase 1 precursor, putative, expressed	LOC_Os02g44510.3	 no descriptionmoderately similar to ( 261)AT1G71220| Symbols:  | UDP-glucose:glycoprotein glucosyltransferase/ transferase, transferring glycosyl groups / transferase, transferring hexosyl groups | chr1:26845326-26855392 FORWARDnot assigned 	protein.glycosylation	29_7

CUST_14288_PI399408534	2	0.04074478	0.66700935	0.1339159	-0.35309267	-0.08189678	-0.04074478	35_20571	"Cluster: Putative receptor protein kinase PERK1; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative receptor protein kinase PERK1 - Oryza sativa (japonic"	UniRef90_Q653Y7	CHR5V7|COORD:26208070..26210052| protein kinase, putative	AT5G65530.1	CHR06V5|COORD:27411681..27416604|protein ATP binding protein, putative, expressed	LOC_Os06g45350.4	 no descriptionweakly similar to ( 108)AT5G65530| Symbols:  | protein kinase, putative | chr5:26208070-26210052 REVERSEnot assigned 	signalling.receptor kinases.proline extensin like	30_2_22

CUST_11931_PI404877155	2	0.028025627	-0.3050394	-0.01054287	0.02103424	0.0045261383	-0.004527092	Contig5639_at	OSJNBa0058K23.1 [Oryza sativa (japonica cultivar-group)] emb|CAD41892.2| OSJNBa0093O08.11 [Oryza sativa (japonica cultivar-group)]	CAE02148.2	imidazoleglycerol-phosphate dehydratase 1 (IGPD1)	At3g22425.2	protein imidazoleglycerol-phosphate dehydratase, putative	Os04g52710	"imidazoleglycerol-phosphate dehydratase, putative, similar to SP:P34047 Imidazoleglycerol-phosphate dehydratase 1 (EC 4.2.1.19) (IGPD 1) {Arabidopsis thaliana}; contains Pfam profile PF00475: imidazoleglycerol-phosphate dehydratase"	amino acid metabolism.synthesis.histidine	13_1_7

CUST_170445_PI403524517	2	-0.021443367	-0.072770596	0.021443844	-0.059717655	0.07364893	0.15023851	35_47476	Rep: Myotubularin-like protein - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q0WP53	CHR5V7|COORD:1296827..1302300| inositol or phosphatidylinositol phosphatase/ phosphoric monoester hydrolase	AT5G04540.1	CHR08V5|COORD:27735474..27726153|protein phosphoprotein phosphatase, putative, expressed	LOC_Os08g44260.1	no descriptionmoderately similar to ( 220)AT3G10550| Symbols:  | inositol or phosphatidylinositol phosphatase/ phosphoric monoester hydrolase | chr3:3293215-3296874 REVERSEnot assigned not assigned not assigned	protein.postranslational modification	29_4

CUST_12021_PI404877155	2	0.0013608932	-0.9450836	-0.2212677	0.078146935	0.076890945	-0.0013608932	Contig5755_at	putative nuclear RNA binding protein A [Oryza sativa (japonica cultivar-group)] dbj|BAB84432.1| putative nuclear RNA binding protein A [Oryz	NP_916703.1	nuclear RNA-binding protein, putative	At5g47210.1	protein retrotransposon protein, putative, Ty3-gypsy sub-class	Os01g52390	putative nuclear RNA binding protein A	RNA.RNA binding	27_4

CUST_33738_PI399408534	2	-0.30248547	0.014655113	-0.0711236	0.097556114	-0.01465559	0.2327385	35_22036	"Cluster: Putative AT-hook DNA-binding protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative AT-hook DNA-binding protein - Oryza sativa (japonica"	UniRef90_Q6Z701	CHR4V7|COORD:7239460..7241240| DNA-binding family protein	AT4G12080.1	CHR02V5|COORD:1313981..1319021|protein DNA binding protein, putative, expressed	LOC_Os02g03270.1	no descriptionvery weakly similar to (58.2)AT5G62260| Symbols:  | DNA binding | chr5:25026557-25028574 FORWARDDUF296 TT_ORF1	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_166461_PI403524517	2	-0.25534725	-0.022378922	-0.08029652	0.022377968	0.031227112	0.029042244	35_46373	"Cluster: Hypothetical protein OSJNBb0064P21.6; n=2; Oryza sativa|Rep: Hypothetical protein OSJNBb0064P21.6 - Oryza sativa (Rice)"	UniRef90_Q9FRK1	CHR1V7|COORD:15979976..15982174| PMI1 (PLASTID MOVEMENT IMPAIRED1)	AT1G42550.1	CHR10V5|COORD:20706557..20709446|protein expressed protein	LOC_Os10g39430.1	no descriptionvery weakly similar to (55.1)AT1G42550| Symbols: PMI1 | PMI1 (PLASTID MOVEMENT IMPAIRED1) | chr1:15979976-15982174 FORWARD	cell.organisation	31_1

CUST_89842_PI403524517	2	-1.6287861	-1.5996838	1.2139306	0.17532158	1.2662525	-0.17532158	35_25703	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QV61	"CHR5V7|COORD:25397442..25398350| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G48510.1); similar to hypothetical protein MtrDRAFT_AC135505g13v1"	AT5G63350.1	CHR12V5|COORD:7889781..7891350|protein expressed protein	LOC_Os12g13910.1	"no descriptionvery weakly similar to (50.4)AT5G63350| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G48510.1); similar to hypothetical protein MtrDRAFT_AC135505g13v1 [Medicago truncatula] (GB:ABE82027.1) | chr5:25397442-25398350 REVERSE"	not assigned.unknown	35_2

CUST_162077_PI403524517	2	-0.08009386	-0.12792969	0.08009386	0.25685406	0.35842228	-0.27988148	35_45209	0	0	"CHR1V7|COORD:4070158..4072392| LRX1 (LEUCINE-RICH REPEAT/EXTENSIN 1); protein binding / structural constituent of cell wall"	AT1G12040.1	0	0	no description	not assigned.unknown	35_2

CUST_22922_PI403524517	2	-0.46587563	-0.62921715	0.05149269	0.2620077	0.46172428	-0.05149269	35_6657	"Cluster: Putative serine protease; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative serine protease - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69P78	CHR2V7|COORD:2269828..2272204| subtilase family protein	AT2G05920.1	CHR09V5|COORD:16355706..16359009|protein subtilisin-like protease precursor, putative, expressed	LOC_Os09g26920.1	no descriptionweakly similar to ( 185)AT2G05920| Symbols:  | subtilase family protein | chr2:2269828-2272204 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07003 Tymo_45kd_70kd Atrophin-1 TT_ORF1 DUF566 PRK07764 APC_basic	protein.degradation.subtilases	29_5_1

CUST_77946_PI403524517	2	-0.049827576	-0.17892504	0.15334845	0.3370595	0.049827576	-0.20621395	35_22346	"Cluster: Putative peroxidase ATP8a; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative peroxidase ATP8a - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5Z8H6	CHR4V7|COORD:14762928..14764488| peroxidase, putative	AT4G30170.1	CHR06V5|COORD:29034688..29037289|protein peroxidase 45 precursor, putative, expressed	LOC_Os06g48020.1	 no descriptionweakly similar to ( 186)AT4G30170| Symbols:  | peroxidase, putative | chr4:14762928-14764488 FORWARDweakly similar to ( 118)PERP7_BRARAPeroxidase P7 - Brassica rapa (Turnip)not assigned not assigned secretory_peroxidase plant_peroxidase peroxidase 	misc.peroxidases	26_12

CUST_12563_PI404877155	2	0.051668167	-0.6824894	-0.15295601	0.18681717	0.09109211	-0.051668167	Contig6313_at	putative progesterone 5-beta-reductase [Oryza sativa (japonica cultivar-group)]	BAC20032.1	expressed protein	At4g24220.1	protein hypothetical protein	Os03g32170	putative progesterone 5-beta-reductase	RNA.regulation of transcription.C3H zinc finger family	27_3_12

CUST_33229_PI399408534	2	0.053408623	0.2866392	0.023339272	-0.33282566	-0.5553813	-0.023338318	35_26453	"Cluster: OSJNBa0070C17.22 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0070C17.22 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XLC7	0	0	CHR08V5|COORD:6225725..6227791|protein expressed protein	LOC_Os08g10590.1	no descriptionnot assigned MeCP2_MBD MBD	RNA.regulation of transcription.Methyl binding domain proteins	27_3_59

CUST_32149_PI403524517	2	0.032102585	0.006136894	-0.025848389	-0.13221455	-0.006136894	0.03888607	35_9272	"Cluster: Os06g0148000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os06g0148000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DEK2	CHR1V7|COORD:28907601..28908979| RNA recognition motif (RRM)-containing protein	AT1G76940.1	CHR06V5|COORD:2508041..2504593|protein nucleic acid binding protein, putative, expressed	LOC_Os06g05530.1	no descriptionweakly similar to ( 105)AT1G76940| Symbols:  | RNA recognition motif (RRM)-containing protein | chr1:28907601-28908979 REVERSEnot assigned RRM RRM_1	RNA.RNA binding	27_4

CUST_51574_PI403524517	2	0.035324097	0.37791252	0.0812006	-0.084861755	-0.06541824	-0.03532505	35_14700	"Cluster: Cysteine synthase (EC 2.5.1.47) (O-acetylserine sulfhydrylase) (O- acetylserine (Thiol)-lyase); n=4; BEP clade|Rep: Cysteine synthase (EC 2.5.1.47)"	UniRef90_Q9XEA6	CHR4|COORD:8517955..8520406| cysteine synthase / O-acetylserine (thiol)-lyase / O-acetylserine sulfhydrylase (OAS1), nearly identical to SP:P47998	AT4G14880.2	CHR12V5|COORD:26669749..26665045|protein cysteine synthase, putative, expressed	LOC_Os12g42980.2	 no descriptionweakly similar to ( 179)AT4G14880| Symbols: CYTACS1, ATCYS-3A, OASA1 | OASA1 (O-ACETYLSERINE (THIOL) LYASE (OAS-TL) ISOFORM A1) | chr4:8518204-8520045 REVERSEmoderately similar to ( 209)CYSK_WHEATCysteine synthase - Triticum aestivum (Wheat)not assigned not assigned CysK PRK10717 cysM PALP 	amino acid metabolism.synthesis.serine-glycine-cysteine group.cysteine.OASTL	13_1_5_3_1

CUST_5699_PI403524517	2	0.03661537	-0.8634949	-0.036614418	0.15139961	0.19938946	-0.09873104	35_1575	"Cluster: Putative RNA binding protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative RNA binding protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z568	CHR5V7|COORD:1323701..1325487| RNA recognition motif (RRM)-containing protein	AT5G04600.1	CHR08V5|COORD:19593153..19588365|protein MKI67 FHA domain-interacting nucleolar phosphoprotein-like, putative, expressed	LOC_Os08g31810.3	no descriptionmoderately similar to ( 231)AT5G04600| Symbols:  | RNA recognition motif (RRM)-containing protein | chr5:1323701-1325487 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG0724 RRM RRM_1	RNA.RNA binding	27_4

CUST_10089_PI404877155	2	0.031157494	0.259367	0.021883965	-0.1325512	-0.021883965	-0.20914364	Contig3808_at	putative nifU-like protein [Oryza sativa (japonica cultivar-group)] dbj|BAB91740.1| putative iron-sulfur cofactor synthesis protein iscU [Or	NP_917385.1	iron-sulfur cluster assembly complex protein, putative	At4g22220.1	protein NifU-like N terminal domain, putative	Os01g47340	nifU protein homolog YPL135w	RNA.regulation of transcription.unclassified	27_3_99

CUST_169260_PI403524517	2	6.2036514E-4	0.6598506	0.4904065	-0.015496254	-0.16407728	-6.2036514E-4	35_47142	"Cluster: Hypothetical protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q84PB0	CHR3V7|COORD:191102..193265| protein kinase, putative	AT3G01490.1	CHR01V5|COORD:26084643..26089035|protein ATP binding protein, putative, expressed	LOC_Os01g45380.1	 no descriptionvery weakly similar to (67.4)AT3G01490| Symbols:  | protein kinase, putative | chr3:191102-193265 REVERSE	protein.postranslational modification	29_4

CUST_28978_PI403524517	2	-0.00417614	0.30172253	-0.04764366	0.004175663	0.051194668	-0.35941792	35_8374	"Cluster: Putative relA/spoT homologous protein RSH2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative relA/spoT homologous protein RSH2 - Oryza sativa"	UniRef90_Q6Z8E2	"CHR1V7|COORD:5675918..5678679| SR45 (arginine/serine-rich 45); RNA binding"	AT1G16610.2	CHR02V5|COORD:28754076..28761416|protein region found in RelA / SpoT proteins containing protein, expressed	LOC_Os02g47120.1	no description	not assigned.unknown	35_2

CUST_45924_PI403524517	2	0.11558819	-0.44567156	-0.027320862	0.027320862	0.112677574	-0.109023094	35_13156	"Cluster: Hypothetical protein P0403C05.7; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0403C05.7 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q5JN20	"CHR1V7|COORD:26085392..26087094| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G13610.1); similar to Os07g0694800 [Oryza sativa (japonica"	AT1G69380.1	CHR01V5|COORD:32494729..32498190|protein expressed protein	LOC_Os01g55860.1	"no descriptionmoderately similar to ( 380)AT1G69380| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G13610.1); similar to Os07g0694800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001060742.1); similar to unnamed protein product [Ostreococcus tauri] (GB:CAL53488.1); similar to Os01g0764300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001044340.1); contains InterPro domain Protein of unknown function DUF155; (InterPro:IPR003734) | chr1:26085392-26087094 REVERSEnot assigned COG1723 DUF155"	not assigned.unknown	35_2

CUST_53525_PI403524517	2	-2.1895618	0.17944431	0.64740086	-0.17944431	0.20751381	-0.34778976	35_15226	"Cluster: 1,2-dihydroxy-3-keto-5-methylthiopentene dioxygenase 2; n=3; BEP clade|Rep: 1,2-dihydroxy-3-keto-5-methylthiopentene dioxygenase 2 -"	UniRef90_Q58FK4	"CHR4V7|COORD:8424892..8426355| ATARD2; acireductone dioxygenase (Fe2+-requiring)/ metal ion binding"	AT4G14710.1	CHR03V5|COORD:3317385..3320371|protein 1,2-dihydroxy-3-keto-5-methylthiopentene dioxygenase 2, putative, expressed	LOC_Os03g06620.1	no descriptionvery weakly similar to (92.4)AT4G14710| Symbols: ATARD2 | ATARD2 | chr4:8424892-8426355 REVERSEweakly similar to ( 112)ARD2_ORYSAnot assigned not assigned not assigned TT_ORF1	metal handling.regulation	15_3

CUST_23867_PI403524517	2	0.16666698	0.1846571	0.092536926	-0.30228424	-0.59417534	-0.092536926	35_6936	"Cluster: Putative symplekin; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative symplekin - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69R94	"CHR5V7|COORD:162802..171071| ESP4 (ENHANCED SILENCING PHENOTYPE 4); binding"	AT5G01400.1	CHR07V5|COORD:29532776..29544001|protein HEAT repeat family protein, expressed	LOC_Os07g49320.1	"no descriptionmoderately similar to ( 226)AT5G01400| Symbols: ESP4 | ESP4 (ENHANCED SILENCING PHENOTYPE 4); binding | chr5:162802-171071 REVERSEnot assigned not assigned not assigned not assigned"	not assigned.unknown	35_2

CUST_22019_PI399408534	2	0.2427082	0.16095257	-0.037516594	-0.13706207	-0.33956814	0.037517548	35_38824	"Cluster: SNF2/SWI2 family global transcription factor; n=1; Arabidopsis thaliana|Rep: SNF2/SWI2 family global transcription factor - Arabidopsis thaliana (Mouse"	UniRef90_Q7XJP0	CHR2V7|COORD:17020613..17028393| SNF2 domain-containing protein / helicase domain-containing protein / zinc finger (C3HC4 type RING finger) family protein	AT2G40770.1	0	0	no descriptionvery weakly similar to (58.5)AT2G40770| Symbols:  | SNF2 domain-containing protein / helicase domain-containing protein / zinc finger (C3HC4 type RING finger) family protein | chr2:17020613-17028393 REVERSE	RNA.regulation of transcription.Chromatin Remodeling Factors	27_3_44

CUST_72362_PI403524517	2	0.08416271	-0.33213615	-0.00513649	0.00513649	0.03591633	-0.036292076	35_20739	"Cluster: Hypothetical protein OSJNBa0029C15.26; n=2; Oryza sativa|Rep: Hypothetical protein OSJNBa0029C15.26 - Oryza sativa (Rice)"	UniRef90_Q8W361	CHR1V7|COORD:4353904..4355838| binding	AT1G12775.1	CHR10V5|COORD:17990845..17989354|protein expressed protein	LOC_Os10g34370.1	no descriptionvery weakly similar to (92.8)AT5G61990| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr5:24917412-24920336 REVERSEvery weakly similar to (79.3)RF1_ORYSA	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_64085_PI403524517	2	0.20542908	0.012491226	-0.088614464	0.039769173	-0.14143467	-0.01249218	35_18301	"Cluster: Hypothetical protein OJ1163_G08.27; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1163_G08.27 - Oryza sativa (japonica cultiv"	UniRef90_Q6ZK50	"CHR1V7|COORD:25340364..25341118| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G24350.1); similar to Os08g0127500 [Oryza sativa (japonica"	AT1G67600.1	CHR08V5|COORD:1571802..1573953|protein acid phosphatase/vanadium-dependent haloperoxidase related, putative, expressed	LOC_Os08g03370.1	"no descriptionmoderately similar to ( 211)AT1G24350| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G67600.1); similar to Os08g0127500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001060903.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD82772.1); contains InterPro domain Acid phosphatase/vanadium-dependent haloperoxidase; (InterPro:IPR008934); contains InterPro domain Acid phosphatase/vanadium-dependent haloperoxidase related; (InterPro:IPR003832) | chr1:8639396-8640302 REVERSEnot assigned COG1963 DUF212"	not assigned.unknown	35_2

CUST_68061_PI403524517	2	0.3477192	-0.60930824	-0.23163605	0.030882835	0.0063085556	-0.0063095093	35_19450	"Cluster: Putative O-acetylserine (Thiol)-lyase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative O-acetylserine (Thiol)-lyase - Oryza sativa (japonica"	UniRef90_Q5N761	"CHR3V7|COORD:878395..880407| CS26 (cysteine synthase 26); cysteine synthase"	AT3G03630.1	CHR01V5|COORD:34977620..34973886|protein cysteine synthase, chloroplast precursor, putative, expressed	LOC_Os01g59920.1	" no descriptionweakly similar to ( 130)AT3G03630| Symbols: CS26 | CS26 (cysteine synthase 26); cysteine synthase | chr3:878395-880407 REVERSEweakly similar to ( 126)CYSKP_CAPANCysteine synthase, chloroplast/chromoplast precursor - Capsicum annuum (Bell pepper)not assigned CysK cysM PRK10717 PALP "	amino acid metabolism.synthesis.serine-glycine-cysteine group.cysteine.OASTL	13_1_5_3_1

CUST_177707_PI403524517	2	0.07502651	0.1474266	-0.41257477	-0.075027466	-0.117486954	0.085012436	35_49430	"Cluster: Putative RING finger 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative RING finger 1 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5VRG7	CHR1V7|COORD:8484868..8485977| zinc finger (C3HC4-type RING finger) family protein	AT1G23980.1	CHR06V5|COORD:3389645..3387145|protein RING-H2 finger protein ATL5I, putative, expressed	LOC_Os06g07100.2	no description	not assigned.unknown	35_2

CUST_54865_PI403524517	2	-0.012101173	-0.010220528	0.030304909	0.022068977	-0.0052843094	0.0052843094	35_15617	"Cluster: Protein transport protein SEC61 gamma-1 subunit; n=4; Magnoliophyta|Rep: Protein transport protein SEC61 gamma-1 subunit - Arabidopsis thaliana (Mouse-"	UniRef90_Q9SW34	CHR5|COORD:20568663..20569792| protein transport protein SEC61 gamma subunit, putative, similar to Swiss-Prot:Q19967 protein transport protein SEC61 gamma	AT5G50460.1	CHR02V5|COORD:4332269..4332778|protein protein transport protein SEC61 gamma subunit, putative, expressed	LOC_Os02g08180.1	 no descriptionvery weakly similar to ( 100)AT5G50460| Symbols:  | protein transport protein SEC61 gamma subunit, putative | chr5:20569394-20569735 REVERSEweakly similar to ( 103)SC61G_ORYSAnot assigned not assigned SecE Sss1 	protein.targeting.secretory pathway.unspecified	29_3_4_99

CUST_48782_PI403524517	2	0.020946503	-0.35558605	-0.049863815	-0.020946503	0.0550251	0.0730114	35_13931	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10NT2	CHR1|COORD:27798781..27801642| similar to FLJ00229 protein [Homo sapiens] (GB:BAB84982.1)	AT1G73930.2	CHR03V5|COORD:8398158..8394685|protein expressed protein	LOC_Os03g15390.1	" no descriptionvery weakly similar to (64.3)AT4G39260| Symbols: GR-RBP8, ATGRP8, CCR1 | ATGRP8/GR-RBP8 (COLD, CIRCADIAN RHYTHM, AND RNA BINDING 1, GLYCINE-RICH PROTEIN 8); RNA binding | chr4:18274160-18274952 REVERSEvery weakly similar to (65.9)GRP10_BRANAGlycine-rich RNA-binding protein 10 - Brassica napus (Rape)not assigned not assigned not assigned not assigned not assigned PRK12323 RRM_1 RRM DUF1630 "	RNA.RNA binding	27_4

CUST_7027_PI399408534	2	0.1495018	-0.08383846	0.010320663	-0.030078888	-0.010321617	0.07877064	35_5088	"Cluster: Os03g0603800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os03g0603800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DQE4	CHR2V7|COORD:12756914..12758107| presenilin family protein	AT2G29900.1	CHR03V5|COORD:22583403..22586244|protein presenilin, putative, expressed	LOC_Os03g40700.1	no descriptionweakly similar to ( 134)AT2G29900| Symbols:  | presenilin family protein | chr2:12756914-12758107 FORWARDnot assigned Presenilin PSN	signalling.misc	30_8

CUST_6851_PI404877155	2	0.20907879	1.3333111	-0.5805359	0.10762215	-0.19664192	-0.10762215	Contig2022_at	Photosystem I reaction center subunit psaK, chloroplast precursor (Photosystem I subunit X) (PSI-K) (Light-harvesting complex I 7 kDa protei	P36886	photosystem I reaction center subunit psaK, chloroplast, putative / photosystem I subunit X, putative / PSI-K,	At1g30380.1	protein Photosystem I psaG / psaK, putative	Os07g05480	photosystem I PSI-K subunit	PS.lightreaction.photosystem I.PSI polypeptide subunits	1_01_02_02

CUST_32378_PI399408534	2	0.8682203	-0.28863716	-1.2295208	0.8242855	0.11340523	-0.113404274	35_596	"Cluster: Putative MYB29 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative MYB29 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5VS69	CHR5V7|COORD:21376649..21379263| myb family transcription factor	AT5G52660.2	CHR06V5|COORD:402494..397592|protein MYBR5, putative, expressed	LOC_Os06g01670.1	no descriptionvery weakly similar to (93.6)AT5G52660| Symbols:  | myb family transcription factor | chr5:21376649-21379263 REVERSE	RNA.regulation of transcription.MYB-related transcription factor family	27_3_26

CUST_131898_PI403524517	2	0.07540989	0.14533281	0.046744347	-0.04674387	-0.11904907	-0.09414387	35_37047	"Cluster: Os01g0728200 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0728200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JJN6	"CHR4V7|COORD:9869982..9871616| HSF1 (ARABIDOPSIS HEAT SHOCK FACTOR 1); DNA binding / transcription factor"	AT4G17750.1	CHR01V5|COORD:30697060..30689910|protein TB2/DP1, HVA22 family protein, expressed	LOC_Os01g52780.1	no description	not assigned.unknown	35_2

CUST_5473_PI404877155	2	0.08391094	-0.418931	-0.12759686	0.14479351	0.0614233	-0.0614233	Contig17187_at	mitochondrial transcription termination factor family protein / mTERF family protein [Arabidopsis thaliana]	NP_192208.1	mitochondrial transcription termination factor family protein / mTERF family protein	At4g02990.1	protein mTERF, putative	Os05g33500	"mitochondrial transcription termination factor family protein / mTERF family protein, weak similarity to mtDBP protein (Paracentrotus lividus) GI:4584695; contains Pfam profile PF02536: mTERF"	RNA.regulation of transcription.unclassified	27_3_99

CUST_180457_PI403524517	2	0.019431114	-0.1421318	0.03377533	-0.069859505	0.06583309	-0.019431114	35_50187	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_26358_PI403524517	2	5.1498413E-5	0.20741701	0.035027027	-5.1021576E-5	-0.27629757	-0.038648605	35_7639	"Cluster: Putative glycosyltransferase protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative glycosyltransferase protein - Oryza sativa (japonica"	UniRef90_Q75IZ5	"CHR1V7|COORD:6396137..6397383| GAUT11 (Galacturonosyltransferase 11); polygalacturonate 4-alpha-galacturonosyltransferase"	AT1G18580.1	CHR03V5|COORD:17068705..17064059|protein transferase, transferring glycosyl groups, putative, expressed	LOC_Os03g30000.1	"no descriptionweakly similar to ( 115)AT1G18580| Symbols: GAUT11 | GAUT11 (Galacturonosyltransferase 11); polygalacturonate 4-alpha-galacturonosyltransferase | chr1:6396137-6397383 FORWARD"	misc.UDP glucosyl and glucoronyl transferases	26_2

CUST_131245_PI403524517	2	0.04122591	-0.38497972	0.068903446	0.051205635	-0.04122591	-0.15181875	35_36862	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_22893_PI399408534	2	0.15868473	-0.31115818	-0.121614456	-0.057113647	0.0571146	0.10580921	35_30015	Rep: H0525G02.4 protein - Oryza sativa (Rice)	UniRef90_Q00RR6	CHR1V7|COORD:26105228..26108679| AGO7 (ARGONAUTE7)	AT1G69440.1	CHR04V5|COORD:31020119..31024367|protein eukaryotic translation initiation factor 2C 2, putative, expressed	LOC_Os04g52540.1	 no descriptionvery weakly similar to (79.7)AT1G69440| Symbols: ZIP, AGO7 | AGO7 (ARGONAUTE7) | chr1:26105228-26108679 REVERSEnot assigned Piwi_ago-like Piwi 	RNA.regulation of transcription.Argonaute	27_3_36

CUST_7174_PI403524517	2	0.21514702	-0.3810444	-0.008831024	0.0088300705	-0.02478218	0.08918285	35_1991	Rep: Protein kinase family protein - Musa acuminata (Banana)	UniRef90_Q1ENV7	CHR3V7|COORD:21739733..21742717| ankyrin protein kinase, putative	AT3G58760.1	CHR01V5|COORD:31663944..31659712|protein serine/threonine-protein kinase TNNI3K, putative, expressed	LOC_Os01g54480.1	 no descriptionhighly similar to ( 521)AT3G58760| Symbols:  | ankyrin protein kinase, putative | chr3:21739733-21742717 FORWARDweakly similar to ( 110)CIPK1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase_Tyr TyrKc PTKc Pkinase PTKc_Csk_like PTKc_Tec_like PTKc_Tec_Rlk PTKc_Srm_Brk PTKc_Abl PTKc_FGFR PTKc_EphR PTKc_Jak_rpt2 PTKc_InsR_like PTKc_Itk PTKc_EGFR_like PTKc_Fes_like PTKc_Syk_like PTKc_Src_like PTKc_Chk SPS1 PTKc_DDR PTKc_Btk_Bmx PTKc_Frk_like PTKc_Ror PTKc_Ack_like PTK_CCK4 PTKc_Fer PTKc_Csk PTKc_FAK PTKc_FGFR3 PTKc_FGFR2 PTKc_Ror1 PTKc_Jak2_Jak3_rpt2 PTKc_PDGFR PTKc_Met_Ron PTKc_EphR_A2 PTKc_EphR_A PTKc_FGFR1 PTKc_FGFR4 PTKc_Lck_Blk PTKc_Lyn PTKc_Syk PTKc_c-ros PTKc_Tyk2_rpt2 PTKc_EphR_B PTKc_ALK_LTK PTKc_Trk PTKc_Fes PTKc_Tyro3 PTKc_Fyn_Yrk PTKc_Src PTKc_Axl_like PTKc_Yes PTKc_RET PTKc_Jak1_rpt2 PTKc_EphR_A10 PTKc_Tie1 PTKc_DDR1 PTKc_Musk PTKc_DDR_like PTKc_Tie2 PTKc_Axl PTKc_Hck ANK PTK_Ryk PTKc_Tie PTKc_HER2 PTKc_EGFR PTKc_Ror2 PTKc_Zap-70 PTKc_InsR PTKc_TrkA PTKc_Aatyk1_Aatyk3 PTKc_IGF-1R PTKc_TrkB PTKc_DDR2 PTKc_TrkC PTK_HER3 PTKc_VEGFR2 PTKc_HER4 PTKc_VEGFR3 PTKc_Aatyk PTKc_VEGFR PTK_Jak_rpt1 PTKc_Kit PTKc_PDGFR_alpha PTKc_PDGFR_beta PTKc_CSF-1R PTKc_Aatyk2 Arp PTK_Jak1_rpt1 	protein.postranslational modification	29_4

CUST_181504_PI403524517	2	-0.0016059875	-0.121479034	0.0016069412	0.0961113	0.08276749	-0.23833275	35_50467	"Cluster: NADP-dependant malate dehydrogenase; n=5; Magnoliophyta|Rep: NADP-dependant malate dehydrogenase - Oplismenus compositus"	UniRef90_Q8H0P4	CHR5V7|COORD:23597236..23599513| malate dehydrogenase (NADP), chloroplast, putative	AT5G58330.1	CHR08V5|COORD:28008211..28013427|protein malate dehydrogenase 1, chloroplast precursor, putative, expressed	LOC_Os08g44810.1	 no descriptionvery weakly similar to (52.8)AT5G58330| Symbols:  | malate dehydrogenase (NADP), chloroplast, putative | chr5:23597236-23599513 REVERSEvery weakly similar to (59.7)MDHP_MAIZEMalate dehydrogenase [NADP], chloroplast precursor - Zea mays (Maize)MDH_choloroplast 	TCA / org. transformation.other organic acid transformaitons.cyt MDH	8_2_9

CUST_153243_PI403524517	2	0.24111319	-0.07044315	0.07044315	-0.22039795	-0.36628056	0.08625984	35_42830	Rep: B0518A01.3 protein - Oryza sativa (Rice)	UniRef90_Q259V1	CHR4V7|COORD:15145942..15152945| transducin family protein / WD-40 repeat family protein	AT4G31160.1	CHR04V5|COORD:35136553..35128041|protein expressed protein	LOC_Os04g59460.1	no descriptionmoderately similar to ( 272)AT4G31160| Symbols:  | transducin family protein / WD-40 repeat family protein | chr4:15145942-15152945 FORWARDnot assigned	not assigned.unknown	35_2

CUST_70031_PI403524517	2	-0.0263834	-0.071183205	0.036004066	0.034000397	-0.075603485	0.0263834	35_20045	"Cluster: Os01g0834200 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os01g0834200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JHZ6	"CHR2V7|COORD:12217103..12222609| VHA-A1 (VACUOLAR PROTON ATPASE A 1); ATPase"	AT2G28520.1	CHR01V5|COORD:36059514..36070535|protein vacuolar ATP synthase 91 kDa subunit, putative, expressed	LOC_Os01g61780.1	"no descriptionmoderately similar to ( 431)AT2G28520| Symbols: VHA-A1 | VHA-A1 (VACUOLAR PROTON ATPASE A 1); ATPase | chr2:12217103-12222609 FORWARDnot assigned V_ATPase_I NtpI PRK05771"	transport.p- and v-ATPases	34_1

CUST_60829_PI403524517	2	0.026620865	0.052298546	-0.001999855	-0.065924644	-0.0423584	0.0019989014	35_17350	"Cluster: Os02g0781700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os02g0781700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DX12	"CHR5V7|COORD:20212787..20214414| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G24590.1); similar to unknown protein [Primula vulgaris]"	AT5G49710.3	CHR02V5|COORD:33121766..33118546|protein expressed protein	LOC_Os02g54080.1	"no descriptionmoderately similar to ( 207)AT5G49710| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G24590.1); similar to Os02g0781700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001048312.1); similar to MADS box interactor-like [Oryza sativa (japonica cultivar-group)] (GB:BAD19444.1) | chr5:20212787-20213732 FORWARD"	not assigned.unknown	35_2

CUST_100690_PI403524517	2	0.108504295	-0.14577675	0.117911816	-0.035905838	0.03590536	-0.30819702	35_28739	Rep: H0322F07.7 protein - Oryza sativa (Rice)	UniRef90_Q259A2	"CHR3V7|COORD:2413829..2415246| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G10820.2); similar to unknown protein [Oryza sativa (japonica"	AT3G07565.2	CHR04V5|COORD:34133264..34127490|protein expressed protein	LOC_Os04g57700.4	"no descriptionvery weakly similar to (68.6)AT3G07565| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G10820.2); similar to OSJNBa0067K08.3 [Oryza sativa (japonica cultivar-group)] (GB:CAE03109.1); similar to Os05g0305700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001055150.1); similar to H0322F07.7 [Oryza sativa (indica cultivar-group)] (GB:CAH67770.1); contains InterPro domain Homeodomain-like; (InterPro:IPR009057) | chr3:2413829-2415878 FORWARDnot assigned"	not assigned.unknown	35_2

CUST_30040_PI403524517	2	0.012618542	-0.5910053	0.014316082	-0.43953705	0.5288625	-0.012618542	35_8671	"Cluster: Hypothetical protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53NA1	"CHR5V7|COORD:20251997..20253361| similar to hypothetical protein LOC402943 [Danio rerio] (GB:NP_991209.1); similar to Os11g0245500 [Oryza sativa"	AT5G49800.1	CHR11V5|COORD:7819529..7813434|protein expressed protein	LOC_Os11g14070.1	"no descriptionvery weakly similar to (64.3)AT5G49800| Symbols:  | similar to hypothetical protein LOC402943 [Danio rerio] (GB:NP_991209.1); similar to Os11g0245500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001067602.1); contains InterPro domain Lipid-binding START; (InterPro:IPR002913) | chr5:20251997-20253361 REVERSE"	not assigned.unknown	35_2

CUST_8487_PI404877155	2	-0.10161018	-0.05260372	0.051023483	-0.047429085	0.04742813	0.057397842	Contig2506_s_at	GDP dissociation inhibitor protein - rice gb|AAB69870.1| GDP dissociation inhibitor protein OsGDI1 [Oryza sativa]	T02030	Rab GDP dissociation inhibitor (GDI1)	At2g44100.1	protein GDP dissociation inhibitor protein - rice	Os05g23860	GDP dissociation inhibitor protein OsGDI1	signalling.G-proteins	30_5

CUST_10237_PI404877155	2	0.068449974	-0.06513691	7.171631E-4	-7.171631E-4	0.16892338	-0.010375023	Contig3963_at	68 kDa protein HP68 [Triticum aestivum]	AAL26702.1	RNase L inhibitor protein, putative	At4g19210.1	protein ABC transporter, putative	Os11g34350	68 kDa protein HP68	RNA.transcription	27_2

CUST_38962_PI403524517	2	-0.033088684	0.1652875	0.15876293	-0.05374098	-0.21894789	0.033088684	35_11208	"Cluster: Finger-containing phosphoinositide kinase-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: Finger-containing phosphoinositide kinase-like - Oryza"	UniRef90_Q652R9	0	0	CHR06V5|COORD:8324556..8316760|protein 1-phosphatidylinositol-4-phosphate 5-kinase/ zinc ion binding protein, putative, expressed	LOC_Os06g14750.1	no description	not assigned.unknown	35_2

CUST_135296_PI403524517	2	-0.023900032	0.52178574	0.023900986	-0.07686615	-0.1883316	0.033123016	35_37953	"Cluster: Transcription initiation factor TFIID subunit 1; n=2; Oryza sativa|Rep: Transcription initiation factor TFIID subunit 1 - Oryza sativa (Rice)"	UniRef90_Q67W65		0	CHR06V5|COORD:26373493..26359284|protein HAF01, putative, expressed	LOC_Os06g43790.1	no description	not assigned.unknown	35_2

CUST_3135_PI404877155	2	-0.028682709	0.73658466	0.3095379	-0.10287666	-0.007712364	0.0077114105	Contig13588_at	0	AAR87247.1	expressed protein	At3g58470.1	protein hypothetical protein	Os03g53890	expressed protein, several hypothetical proteins - Saccharomyces cerevisiae	RNA.regulation of transcription.putative DNA-binding protein	27_3_67

CUST_3526_PI404877155	2	-0.04996872	0.35090637	0.0076589584	-0.12640476	-0.0076589584	0.008099556	Contig14027_at	putative equilibrative nucleoside transporter ENT8 splice variant [Oryza sativa (japonica cultivar-group)]	BAD05331.1	equilibrative nucleoside transporter family protein	At1g70330.1	protein Nucleoside transporter, putative	Os08g10450	putative nucleoside transporter	transport.unspecified cations	34_14

CUST_169182_PI403524517	2	-0.0090351105	0.009034157	0.010302544	-0.16373444	0.10857296	-0.10203552	35_47119	"Cluster: Putative ribonuclease PH; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative ribonuclease PH - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69UI6	CHR4V7|COORD:13739967..13741653| 3' exoribonuclease family domain 1-containing protein	AT4G27490.1	CHR08V5|COORD:934132..929664|protein exosome complex exonuclease 1, putative, expressed	LOC_Os08g02360.1	no descriptionmoderately similar to ( 240)AT4G27490| Symbols:  | 3' exoribonuclease family domain 1-containing protein | chr4:13739967-13741653 FORWARDnot assigned not assigned Rph PRK03983 RNase_PH	protein.aa activation	29_1

CUST_20644_PI399408534	2	0.04172516	-0.04172516	0.09892893	-0.13043976	0.067873955	-0.2346859	35_37189	"Cluster: Hypothetical protein OSJNBa0009E21.5; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0009E21.5 - Oryza sativa (japonica cu"	UniRef90_Q6I5K0	CHR3V7|COORD:20400255..20405690| RabGAP/TBC domain-containing protein	AT3G55020.1	CHR05V5|COORD:22758875..22751761|protein TBC domain containing protein, expressed	LOC_Os05g38950.2	no descriptionmoderately similar to ( 205)AT3G55020| Symbols:  | RabGAP/TBC domain-containing protein | chr3:20400255-20405690 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned TBC TBC COG5210	signalling.G-proteins	30_5

CUST_112726_PI403524517	2	-0.108662605	-0.16312313	-0.051210403	0.05641365	0.051210403	0.07635307	35_31997	"Cluster: Os07g0152000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os07g0152000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D8K4		0	CHR07V5|COORD:2749514..2755000|protein TCP family transcription factor containing protein, expressed	LOC_Os07g05720.1	no description	not assigned.unknown	35_2

CUST_135682_PI403524517	2	0.16283512	0.10503912	0.13865662	-0.10503864	-0.5478382	-0.12464857	35_38055	"Cluster: OSJNBb0017I01.13 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBb0017I01.13 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XKE1	"CHR2V7|COORD:8942992..8944373| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G20230.1); similar to Os04g0679900 [Oryza sativa (japonica"	AT2G20740.2	CHR04V5|COORD:34502184..34498799|protein expressed protein	LOC_Os04g58330.1	no description	not assigned.unknown	35_2

CUST_130764_PI403524517	2	-0.017290115	0.046103477	-0.13848686	0.21484566	-0.014348984	0.014348984	35_36720	"Cluster: Os06g0548100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0548100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DBN3	CHR4V7|COORD:11172737..11174329| FAD-binding domain-containing protein	AT4G20860.1	CHR06V5|COORD:20743699..20734928|protein retrotransposon protein, putative, Ty1-copia subclass, expressed	LOC_Os06g35550.1	no descriptionweakly similar to ( 194)AT4G20860| Symbols:  | FAD-binding domain-containing protein | chr4:11172737-11174329 FORWARD	misc.nitrilases, *nitrile lyases, berberine bridge enzymes, reticuline oxidases, troponine reductases	26_8

CUST_1170_PI404877155	2	0.18894005	-0.038764	0.038764	-0.5584307	-0.43483353	0.57664204	Contig11229_at	MADS-box protein 8 [Hordeum vulgare subsp. vulgare]	CAB97354.1	floral homeotic protein APETALA1 (AP1) / agamous-like MADS box protein (AGL7)	At1g69120.1	protein K-box region, putative	Os07g01820	NONE	RNA.regulation of transcription.MADS box transcription factor family	27_3_24

CUST_32502_PI399408534	2	0.002866745	0.17294312	0.028770447	-0.066082954	-0.081822395	-0.0028657913	35_586	Rep: HMG1/2-like protein - Triticum aestivum (Wheat)	UniRef90_P40621	"CHR1V7|COORD:7177272..7178477| HMGB2 (HIGH MOBILITY GROUP B 2); transcription factor"	AT1G20693.1	CHR06V5|COORD:30992256..30994284|protein DNA-binding protein MNB1B, putative, expressed	LOC_Os06g51220.4	 no descriptionweakly similar to ( 104)AT1G20693| Symbols: HMG BETA 1, NFD2, NFD02, HMGB2 | HMGB2 (HIGH MOBILITY GROUP B 2) | chr1:7177272-7178477 FORWARDweakly similar to ( 141)HMGL_WHEATHMG1/2-like protein - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned HMG_box NHP6B HMGB-UBF_HMG-box HMG HMG-box SOX-TCF_HMG-box Tymo_45kd_70kd 	RNA.regulation of transcription.Nucleosome/chromatin assembly factor group	27_3_62

CUST_127881_PI403524517	2	0.2256546	-0.26757622	-0.041477203	-0.029880524	0.029881477	0.06773567	35_35959	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_107257_PI403524517	2	-0.21883297	-0.26612806	0.32440758	0.5901985	0.124722004	-0.12472248	35_30523	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_38034_PI403524517	2	0.08609772	0.31568146	-0.08531475	-0.23378372	-0.48711777	0.0853138	35_10946	Rep: RNA ligase isoform 1 - Triticum aestivum (Wheat)	UniRef90_Q0WZC2	"CHR1V7|COORD:2446709..2454383| ATRNL/RNL (ARABIDOPSIS THALIANA RNA LIGASE); 2',3'-cyclic-nucleotide 3'-phosphodiesterase/ RNA ligase (ATP)/ polynucleotide"	AT1G07910.1	CHR07V5|COORD:4948073..4961698|protein expressed protein	LOC_Os07g09400.1	" no descriptionmoderately similar to ( 336)AT1G07910| Symbols: ATRNL, RNL | ATRNL/RNL (ARABIDOPSIS THALIANA RNA LIGASE); 2',3'-cyclic-nucleotide 3'-phosphodiesterase/ RNA ligase (ATP)/ polynucleotide kinase | chr1:2446709-2454383 FORWARD"	protein.synthesis.elongation	29_2_4

CUST_137905_PI403524517	2	-0.0041189194	0.6562319	0.004119396	-0.10029602	-0.11283636	0.31250906	35_38677	"Cluster: Os06g0699200 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os06g0699200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D9U0	"CHR5V7|COORD:23167152..23168596| ATPAP28/PAP28 (purple acid phosphatase 28); acid phosphatase/ protein serine/threonine phosphatase"	AT5G57140.1	CHR06V5|COORD:29384809..29382239|protein phosphatase DCR2, putative, expressed	LOC_Os06g48570.1	" no descriptionweakly similar to ( 109)AT5G57140| Symbols: ATPAP28, PAP28 | ATPAP28/PAP28 (purple acid phosphatase 28); acid phosphatase/ protein serine/threonine phosphatase | chr5:23167152-23168596 FORWARDnot assigned PRK07003 "	misc.acid and other phosphatases	26_13

CUST_6770_PI403524517	2	-0.07373428	0.1424694	0.02428627	-0.13666916	-0.024287224	0.06642532	35_1880	Rep: H0523F07.2 protein - Oryza sativa (Rice)	UniRef90_Q01JR1	"CHR4V7|COORD:18499903..18501466| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G78150.2); similar to TPA: TPA_inf: HN1-like protein isoform 1"	AT4G39860.1	CHR04V5|COORD:22579705..22576083|protein expressed protein	LOC_Os04g38310.1	"no descriptionmoderately similar to ( 301)AT4G39860| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G78150.2); similar to TPA: TPA_inf: HN1-like protein isoform 1 [Oryza sativa (japonica cultivar-group)] (GB:DAA01822.1); similar to Os04g0455600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001052962.1); similar to Os02g0574600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001047207.1) | chr4:18499903-18501466 FORWARD"	not assigned.unknown	35_2

CUST_33083_PI399408534	2	-1.3398571	-0.23748589	0.30910492	0.28903484	0.23748684	-0.35549545	35_518	Rep: NAC23 - Saccharum officinarum (Sugarcane)	UniRef90_Q4QWQ6	0	0	CHR01V5|COORD:38728382..38725366|protein NAC domain-containing protein 48, putative, expressed	LOC_Os01g66120.3	no descriptionvery weakly similar to (52.0)NAC48_ORYSA	RNA.regulation of transcription.NAC domain transcription factor family	27_3_27

CUST_1993_PI404877155	2	-0.18387413	-0.22922516	-0.25609016	0.1863718	0.24705315	0.18387413	Contig12242_at	UDP-glucose:sterol glucosyltransferase [Avena sativa]	CAB06081.1	UDP-glucose:sterol glucosyltransferase (UGT80A2)	At3g07020.2	protein expressed protein	Os04g04250	"UDP-glucose:sterol glucosyltransferase (UGT80A2), identical to UDP-glucose:sterol glucosyltransferase (Arabidopsis thaliana) GI:2462931; contains Pfam profile: PF03033 glycosyltransferase family 28 N-terminal domain or  UDP-glucose:sterol glucosyltransfer"	lipid metabolism.'exotics' (steroids, squalene etc)	11_8

CUST_154279_PI403524517	2	-0.25707817	0.027698994	-0.027698994	0.39943266	0.14564037	-0.20645475	35_43114	Rep: H0410G08.10 protein - Oryza sativa (Rice)	UniRef90_Q25AA4	CHR5V7|COORD:4447613..4448606| GCN5-related N-acetyltransferase, putative	AT5G13780.1	CHR04V5|COORD:32123359..32120002|protein N-terminal acetyltransferase complex ARD1 subunit homolog A, putative, expressed	LOC_Os04g54330.3	 no descriptionvery weakly similar to (57.4)AT5G13780| Symbols:  | GCN5-related N-acetyltransferase, putative | chr5:4447613-4448606 REVERSEnot assigned 	amino acid metabolism.degradation.glutamate family.glutamine	13_2_2_1

CUST_45126_PI403524517	2	0.0075273514	0.120248795	0.020586014	-0.10540676	-0.51271725	-0.0075268745	35_12937	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_29844_PI403524517	2	-0.003563881	-0.31098938	-0.045957565	0.0583601	0.0035648346	0.013803482	35_8615	"Cluster: SEC13 protein homolog YGL100w-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: SEC13 protein homolog YGL100w-like - Oryza sativa (japonica"	UniRef90_Q5ZBF5	"CHR1V7|COORD:23885245..23886736| SEH1H (SEH1H); nucleotide binding"	AT1G64350.1	CHR01V5|COORD:25035759..25030619|protein seh1-like protein, putative, expressed	LOC_Os01g43250.1	"no descriptionmoderately similar to ( 229)AT1G64350| Symbols: SEH1H | SEH1H (SEH1H); nucleotide binding | chr1:23885245-23886736 FORWARDnot assigned not assigned WD40"	not assigned.no ontology	35_1

CUST_58363_PI403524517	2	-0.08696365	0.02304554	-0.033350945	0.014838219	0.0	0.0	35_16647	"Cluster: CHCH domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: CHCH domain containing protein, expressed - Oryza sativa (j"	UniRef90_Q10MU1	CHR3V7|COORD:1913266..1914180| NADH-ubiquinone oxidoreductase 19 kDa subunit (NDUFA8) family protein	AT3G06310.1	CHR03V5|COORD:10304006..10309625|protein NADH-ubiquinone oxidoreductase 19 kDa subunit, putative, expressed	LOC_Os03g18420.1	no descriptionweakly similar to ( 179)AT3G06310| Symbols:  | NADH-ubiquinone oxidoreductase 19 kDa subunit (NDUFA8) family protein | chr3:1913266-1914180 REVERSEnot assigned	mitochondrial electron transport / ATP synthesis.NADH-DH.localisation not clear	9_1_2

CUST_25890_PI403524517	2	-0.017294884	0.25629997	0.00801754	-0.00801754	-0.05564308	0.11597729	35_7505	"Cluster: Hypothetical protein OSJNBa0047G15.10; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0047G15.10 - Oryza sativa (japonica"	UniRef90_Q8LNB7	"CHR3V7|COORD:2393901..2394470| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G01580.1); similar to Os07g0240400 [Oryza sativa (japonica"	AT3G07510.1	CHR10V5|COORD:5145803..5146916|protein expressed protein	LOC_Os10g09930.1	"no descriptionweakly similar to ( 167)AT3G07510| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G01580.1); similar to Os07g0240400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001059264.1); similar to Os10g0178200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001064246.1); similar to H0201G08.7 [Oryza sativa (indica cultivar-group)] (GB:CAH67780.1) | chr3:2393901-2394470 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned PRK12678"	not assigned.unknown	35_2

CUST_138640_PI403524517	2	-0.5134249	-0.4723935	0.32259274	0.09317875	0.5918622	-0.093179226	35_38885	"Cluster: Putative glycosyltransferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative glycosyltransferase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8LIF5	"CHR3V7|COORD:1893810..1894865| GATL4 (Galacturonosyltransferase-like 4); polygalacturonate 4-alpha-galacturonosyltransferase/ transferase,"	AT3G06260.1	CHR07V5|COORD:27004928..27006846|protein transferase, transferring glycosyl groups, putative, expressed	LOC_Os07g45260.1	" no descriptionvery weakly similar to (52.4)AT3G06260| Symbols: GATL4 | GATL4 (Galacturonosyltransferase-like 4); polygalacturonate 4-alpha-galacturonosyltransferase/ transferase, transferring glycosyl groups / transferase, transferring hexosyl groups | chr3:1893810-1894865 REVERSE"	misc.UDP glucosyl and glucoronyl transferases	26_2

CUST_131003_PI403524517	2	0.06864071	-0.7947397	0.1114521	0.037799835	-0.037799835	-0.3539505	35_36793	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_25534_PI399408534	2	-0.31046295	0.02389431	0.07056427	-0.01264286	-0.18988419	0.012643814	35_20163	"Cluster: Zinc finger CCCH domain-containing protein ZFN-like 3; n=2; Oryza sativa|Rep: Zinc finger CCCH domain-containing protein ZFN-like 3 - Oryza sativa"	UniRef90_Q5NAV3	0	0	CHR01V5|COORD:8596216..8590594|protein zinc finger CCCH type domain-containing protein ZFN-like 3, putative, expressed	LOC_Os01g15350.1	no descriptionvery weakly similar to (93.2)ZFNL3_ORYSA	RNA.regulation of transcription.C3H zinc finger family	27_3_12

CUST_38763_PI403524517	2	0.12225437	0.045999527	-0.1568613	0.022741318	-0.032021523	-0.022741318	35_11156	Rep: OSIGBa0096F13.8 protein - Oryza sativa (Rice)	UniRef90_Q01M02	CHR4V7|COORD:8517243..8517776| protein translocase	AT4G14870.1	CHR08V5|COORD:18901116..18902314|protein transposon protein, putative, unclassified, expressed	LOC_Os08g30830.1	no descriptionvery weakly similar to (63.5)AT4G14870| Symbols:  | protein translocase | chr4:8517243-8517776 FORWARD	not assigned.unknown	35_2

CUST_31287_PI399408534	2	0.021543503	0.3630085	-0.012464523	-0.21730995	0.0032453537	-0.0032463074	35_5459	"Cluster: DNA-binding bromodomain-containing protein-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: DNA-binding bromodomain-containing protein-like - Ory"	UniRef90_Q5VPG9	"CHR2V7|COORD:14730412..14732641| IMB1 (IMBIBITION-INDUCIBLE 1); DNA binding"	AT2G34900.1	CHR06V5|COORD:2022358..2027657|protein transcription factor GTE6, putative, expressed	LOC_Os06g04640.1	"no descriptionmoderately similar to ( 278)AT2G34900| Symbols: IMB1 | IMB1 (IMBIBITION-INDUCIBLE 1); DNA binding | chr2:14730412-14732641 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned BROMO Bromodomain COG5076"	RNA.regulation of transcription.Global transcription factor group	27_3_52

CUST_132432_PI403524517	2	0.27832794	0.015304565	-0.10775089	0.2337184	-0.015304565	-0.033152103	35_37191	"Cluster: OSJNBb0065L13.3 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBb0065L13.3 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XQ16	CHR4V7|COORD:7871247..7876873| lipase class 3 family protein	AT4G13550.1	CHR04V5|COORD:25241151..25249480|protein triacylglycerol lipase, putative, expressed	LOC_Os04g43030.1	no descriptionvery weakly similar to (77.8)AT4G13550| Symbols:  | lipase class 3 family protein | chr4:7871247-7876873 REVERSEnot assigned Lipase_3 Lipase_3 Lipase	lipid metabolism.lipid degradation.lipases.triacylglycerol lipase	11_9_2_1

CUST_28319_PI403524517	2	-0.11614418	0.72503567	0.08008003	-0.2607727	-0.0085811615	0.0085811615	35_8185	"Cluster: Hypothetical protein OJ1001_G01.13; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1001_G01.13 - Oryza sativa (japonica cultiv"	UniRef90_Q60F39	"CHR3V7|COORD:19780375..19783256| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G37070.1); similar to conserved hypothetical protein [Medicago"	AT3G53320.1	CHR05V5|COORD:1173104..1177267|protein expressed protein	LOC_Os05g03060.1	no description	not assigned.unknown	35_2

CUST_62867_PI403524517	2	0.03796673	-0.42114067	-0.10091591	0.067539215	0.009674072	-0.009674072	35_17932	"Cluster: Hypothetical protein OJ1014_G12.1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1014_G12.1 - Oryza sativa (japonica cultivar"	UniRef90_Q8RVF1	"CHR5V7|COORD:3597322..3598348| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G80200.1); similar to Ankyrin [Medicago truncatula] (GB:ABE78998.1)"	AT5G11280.1	CHR01V5|COORD:21272605..21268965|protein expressed protein	LOC_Os01g37480.1	"no descriptionmoderately similar to ( 252)AT5G11280| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G80200.1); similar to Ankyrin [Medicago truncatula] (GB:ABE78998.1) | chr5:3597322-3598348 FORWARD"	not assigned.unknown	35_2

CUST_75134_PI403524517	2	0.08001661	0.220685	0.11349964	-0.09491062	-0.08001709	-0.11573553	35_21537	Rep: Hypothetical protein - Medicago truncatula (Barrel medic)	UniRef90_Q1RWG6	"CHR4V7|COORD:15040027..15042209| similar to hypothetical protein MtrDRAFT_AC152068g2v2 [Medicago truncatula] (GB:ABE88728.1); similar to Os05g0279600"	AT4G30900.1	CHR05V5|COORD:11650782..11660301|protein endonuclease/exonuclease/phosphatase family protein, putative, expressed	LOC_Os05g19974.1	"no descriptionmoderately similar to ( 252)AT4G30900| Symbols:  | similar to hypothetical protein MtrDRAFT_AC152068g2v2 [Medicago truncatula] (GB:ABE88728.1); similar to Os05g0279600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001055085.1); contains domain no description (G3D.3.60.10.10); contains domain DNase I-like (SSF56219) | chr4:15040027-15042209 FORWARD"	not assigned.unknown	35_2

CUST_158628_PI403524517	2	-0.047571182	0.32879066	0.12200117	-0.04088354	-0.295918	0.04088354	35_44280	0	0	CHR1V7|COORD:22496859..22500684| proline-rich family protein	AT1G61080.1	CHR02V5|COORD:6733499..6726340|protein MAP3K delta-1 protein kinase, putative, expressed	LOC_Os02g12810.3	no description	not assigned.unknown	35_2

CUST_115677_PI403524517	2	-1.762712	-0.083097935	0.19488525	0.8210316	0.06763744	-0.06763744	35_32806	"Cluster: Xylanase inhibitor protein 1 precursor; n=2; Triticum aestivum|Rep: Xylanase inhibitor protein 1 precursor - Triticum aestivum (Wheat)"	UniRef90_Q8L5C6		0	CHR06V5|COORD:14641576..14640580|protein xylanase inhibitor protein 1 precursor, putative, expressed	LOC_Os06g24990.1	no descriptionweakly similar to ( 108)XIP1_WHEATXylanase inhibitor protein 1 precursor - Triticum aestivum (Wheat)	stress.biotic	20_1

CUST_99695_PI403524517	2	0.108213425	0.6219845	0.011292458	-0.14150238	-0.38629246	-0.011292458	35_28458	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_3086_PI404877155	2	-0.3315029	-0.035235405	0.052012444	0.057813644	-0.14294815	0.035235405	Contig13511_at	beta-amyrin synthase [Avena strigosa] gb|AAT38897.1| beta-amyrin synthase [Avena strigosa]	CAC84558.1	cycloartenol synthase (CAS1) / 2,3-epoxysqualene--cycloartenol cyclase / (S)-2,3-epoxysqualene mutase	At2g07050.1	protein Similar to beta-amyrin synthase	Os02g04730	"CYCLOARTENOL SYNTHASE 1;cycloartenol synthase (CAS1) / 2,3-epoxysqualene--cycloartenol cyclase / (S)-2,3-epoxysqualene mutase, identical to cycloartenol synthase (SP:P38605 : GI:452446) (PMID:7505443)"	lipid metabolism.'exotics' (steroids, squalene etc)	11_8

CUST_1413_PI404877155	2	0.1658926	1.5627613	0.18215561	-0.3767786	-0.5897465	-0.1658926	Contig11529_at	Putative trehalose-6-phosphate synthase [Oryza sativa (japonica cultivar-group)] gb|AAN52740.1| Putative trehalose-6-phosphate synthase [Ory	NP_912486.1	glycosyl transferase family 20 protein / trehalose-phosphatase family protein	At1g68020.1	protein trehalose-phosphatase, putative	Os09g23350	"TPS6;glycosyl transferase family 20 protein / trehalose-phosphatase family protein, similar to SP:Q00764 Alpha,alpha-trehalose-phosphate synthase (UDP-forming) 56 kDa subunit (EC 2.4.1.15) (Trehalose-6-phosphate synthase) {Saccharomyces cerevisiae}; conta"	minor CHO metabolism.trehalose.potential TPS/TPP	3_2_3

CUST_71701_PI403524517	2	0.02195549	0.25653267	0.03926277	-0.11315918	-0.021956444	-0.07129383	35_20553	Rep: H0423H10.8 protein - Oryza sativa (Rice)	UniRef90_Q9FSQ5	"CHR3V7|COORD:17592338..17594331| ATEB1A (Arabidopsis thaliana Microtubule End Binding Protein EB1A); microtubule binding"	AT3G47690.1	CHR04V5|COORD:32465478..32468555|protein ATEB1A, putative, expressed	LOC_Os04g54940.1	"no descriptionmoderately similar to ( 337)AT3G47690| Symbols: ATEB1A | ATEB1A (Arabidopsis thaliana Microtubule End Binding Protein EB1A); microtubule binding | chr3:17592338-17594331 FORWARDnot assigned not assigned BIM1 EB1 CH"	cell.organisation	31_1

CUST_22712_PI403524517	2	-0.029171944	0.0709219	0.021165848	-0.07459068	0.052497864	-0.021166801	35_6596	"Cluster: Hypothetical protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2R1Q9	0	0	CHR11V5|COORD:22227878..22231599|protein hypothetical protein	LOC_Os11g38380.1	no description	not assigned.unknown	35_2

CUST_159815_PI403524517	2	0.06855965	0.14742374	0.16018486	-0.20977879	-0.0685606	-0.085181236	35_44599	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_9710_PI399408534	2	0.17544365	-0.04977894	0.03459692	0.18559265	-0.06630468	-0.03459692	35_16209	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10A91	CHR5V7|COORD:17396963..17402615| COP1-interacting protein-related	AT5G43310.1	CHR03V5|COORD:36286751..36297543|protein expressed protein	LOC_Os03g64320.1	no descriptionweakly similar to ( 112)AT5G43310| Symbols:  | COP1-interacting protein-related | chr5:17396963-17402615 REVERSE	signalling.light.COP9 signalosome	30_11_1

CUST_133886_PI403524517	2	0.0678134	0.10868025	-0.31209707	-0.0678134	0.20562696	-0.42636728	35_37577	"Cluster: Ribosomal protein, putative; n=2; Filobasidiella neoformans|Rep: Ribosomal protein, putative - Cryptococcus neoformans (Filobasidiella neoformans)"	UniRef90_Q5KL89	CHR3V7|COORD:20511644..20512496| 60S ribosomal protein L23A (RPL23aB)	AT3G55280.1	CHR04V5|COORD:24790932..24788716|protein 60S ribosomal protein L23a, putative, expressed	LOC_Os04g42270.3	no descriptionweakly similar to ( 159)AT3G55280| Symbols:  | 60S ribosomal protein L23A (RPL23aB) | chr3:20511644-20512496 FORWARDweakly similar to ( 162)RL23A_TOBAC60S ribosomal protein L23a - Nicotiana tabacum (Common tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned RplW rplW Ribosomal_L23 Ribosomal_L23eN Tymo_45kd_70kd Extensin_2 rplW	protein.synthesis.misc ribososomal protein	29_2_2

CUST_61049_PI403524517	2	0.03171158	-0.031712055	0.657022	0.037893772	-0.17206812	-0.09021425	35_17414	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_114366_PI403524517	2	0.18189049	0.018863201	0.057436943	-0.076918125	-0.24337196	-0.018863201	35_32456	0	0	CHR1V7|COORD:22496859..22500684| proline-rich family protein	AT1G61080.1	0	0	no description	not assigned.unknown	35_2

CUST_136936_PI403524517	2	0.0013656616	0.29805946	0.11232376	-0.06609726	-0.20723915	-0.001364708	35_38401	"Cluster: Integral membrane transporter-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Integral membrane transporter-like protein - Oryza sativa"	UniRef90_Q5SMV1	CHR5V7|COORD:8632025..8633831| integral membrane transporter family protein	AT5G25050.1	CHR06V5|COORD:4382419..4378796|protein membrane protein, putative, expressed	LOC_Os06g08750.1	no descriptionweakly similar to ( 132)AT5G25050| Symbols:  | integral membrane transporter family protein | chr5:8632025-8633831 FORWARDBT1	transport.misc	34_99

CUST_54670_PI403524517	2	0.016633034	-0.010009766	0.008378029	-0.008378029	-0.008378029	0.10749531	35_15562	"Cluster: Os08g0199300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os08g0199300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J7E5	CHR1V7|COORD:10831935..10835436| GTP binding	AT1G30580.1	CHR08V5|COORD:5740393..5745485|protein GTP-binding protein PTD004, putative, expressed	LOC_Os08g09940.1	no descriptionhighly similar to ( 668)AT1G30580| Symbols:  | GTP binding | chr1:10831935-10835436 REVERSEnot assigned not assigned not assigned YchF PRK09601 COG0012 TGS_YchF_C DUF933 Obg_like PRK09602 Ygr210 Obg obgE Obg obgE MMR_HSR1 obgE obgE DRG DRG Era_like	not assigned.unknown	35_2

CUST_157759_PI403524517	2	-0.11582661	0.16197062	-0.056347847	0.122983456	-0.089128494	0.05634737	35_44047	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_142155_PI403524517	2	-0.1197176	0.4226818	0.050920963	0.006672859	-0.0066723824	-0.28634167	35_39846	"Cluster: Hypothetical protein OJ1212_D02.6; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1212_D02.6 - Oryza sativa (japonica cultivar"	UniRef90_Q6K5K7	"CHR5V7|COORD:16294573..16297486| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G27390.1); similar to Steroid nuclear receptor, ligand-binding"	AT5G40640.1	CHR02V5|COORD:23231284..23235556|protein steroid nuclear receptor, ligand-binding, putative, expressed	LOC_Os02g38430.1	" no descriptionmoderately similar to ( 202)AT5G40640| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G27390.1); similar to Steroid nuclear receptor, ligand-binding [Medicago truncatula] (GB:ABD28762.1); contains domain Ribosome inactivating proteins (RIP) (SSF56371) | chr5:16294573-16297486 FORWARD"	not assigned.unknown	35_2

CUST_34760_PI399408534	2	-0.021746635	0.17185211	0.05723858	-0.062161446	0.021746635	-0.09266472	35_17070	"Cluster: AP2 transcriptional activator DRF1.1; n=2; Hordeum vulgare|Rep: AP2 transcriptional activator DRF1.1 - Hordeum vulgare (Barley)"	UniRef90_Q84ND8	"CHR5V7|COORD:1602651..1603658| DREB2A (DRE-BINDING PROTEIN 2A); DNA binding / transcription factor/ transcriptional activator"	AT5G05410.1	CHR05V5|COORD:16222240..16218769|protein dehydration-responsive element-binding protein 2C, putative, expressed	LOC_Os05g27930.1	" no descriptionweakly similar to ( 143)AT5G05410| Symbols: DREB2, DREB2A | DREB2A (DRE-BINDING PROTEIN 2A); DNA binding / transcription factor/ transcriptional activator | chr5:1602651-1603658 FORWARDvery weakly similar to (60.8)ERF3_TOBACEthylene-responsive transcription factor 3 - Nicotiana tabacum (Common tobacco)AP2 AP2 AP2 "	RNA.regulation of transcription.AP2/EREBP, APETALA2/Ethylene-responsive element binding protein family	27_3_3

CUST_80310_PI403524517	2	0.010454178	-0.20017433	-0.09689522	0.11798382	0.041773796	-0.010453224	35_23036	"Cluster: Os11g0109600 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os11g0109600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IV66	CHR3V7|COORD:2677128..2679185| pentatricopeptide (PPR) repeat-containing protein	AT3G08820.1	CHR11V5|COORD:446928..444335|protein vegetative storage protein, putative, expressed	LOC_Os11g01836.1	no descriptionmoderately similar to ( 398)AT3G08820| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr3:2677128-2679185 REVERSE	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_30074_PI399408534	2	0.11562157	-0.47639847	-0.24085331	-0.00223732	0.031440735	0.00223732	35_646	"Cluster: Os03g0735100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os03g0735100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DNT9	CHR4V7|COORD:4201462..4205133| transducin family protein / WD-40 repeat family protein	AT4G07410.1	CHR03V5|COORD:30060469..30065402|protein expressed protein	LOC_Os03g52470.1	no descriptionhighly similar to ( 699)AT4G07410| Symbols:  | transducin family protein / WD-40 repeat family protein | chr4:4201462-4204573 REVERSEvery weakly similar to (68.9)NO93_SOYBNEarly nodulin 93 - Glycine max (Soybean)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned WD40 ENOD93 COG2319	RNA.regulation of transcription.unclassified	27_3_99

CUST_94994_PI403524517	2	0.13610554	-0.55645084	-0.6946087	0.05198574	-0.051984787	0.12285519	35_27149	"Cluster: Putative ZmEBE-1 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ZmEBE-1 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69Y39	"CHR1V7|COORD:26601173..26603551| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G10750.1); similar to unknown protein [Arabidopsis thaliana]"	AT1G70550.1	CHR06V5|COORD:15894672..15890335|protein carboxyl-terminal proteinase, putative, expressed	LOC_Os06g28000.1	" no descriptionweakly similar to ( 102)AT1G70550| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G10750.1); similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G23340.2); similar to putative carboxyl-terminal proteinase [Gossypium hirsutum] (GB:AAK84952.2); contains InterPro domain Protein of unknown function DUF239, plant; (InterPro:IPR004314) | chr1:26601173-26603551 FORWARD"	not assigned.unknown	35_2

CUST_47886_PI403524517	2	0.04174614	-1.3889484	-0.36191177	0.15096474	-0.041745186	0.057186127	35_13696	"Cluster: Os01g0835900 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0835900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JHY5	CHR5V7|COORD:24068875..24069186| histone H4	AT5G59690.1	CHR10V5|COORD:20690219..20689571|protein histone H4, putative, expressed	LOC_Os10g39410.1	no descriptionweakly similar to ( 162)AT5G59970| Symbols:  | histone H4 | chr5:24163578-24163889 REVERSEweakly similar to ( 162)H4_PEAHistone H4 - Pisum sativum (Garden pea)not assigned not assigned H4 H4 HHT1 Histone	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_11741_PI404877155	2	9.1552734E-4	-0.19932365	-9.1552734E-4	0.0011024475	0.017875671	-0.06752491	Contig5422_at	OSJNBa0036B21.13 [Oryza sativa (japonica cultivar-group)] ref|XP_472733.1| OSJNBa0036B21.13 [Oryza sativa (japonica cultivar-group)]	CAD40895.1	leucine-rich repeat family protein / protein kinase family protein	At1g71830.1	protein somatic embryogenesis receptor-like kinase 1	Os04g38480	protein kinase, putative similar to receptor protein kinase	signalling.receptor kinases.leucine rich repeat II	30_2_2

CUST_43038_PI403524517	2	0.040100574	-0.22772741	0.14544487	-0.040100574	0.07638359	-0.18361712	35_12359	Rep: B0616E02-H0507E05.8 protein - Oryza sativa (Rice)	UniRef90_Q01HW4	CHR2V7|COORD:18803074..18804163| oxidoreductase family protein	AT2G45630.2	CHR04V5|COORD:391497..395875|protein glyoxylate reductase, putative, expressed	LOC_Os04g01600.2	no descriptionweakly similar to ( 173)AT2G45630| Symbols:  | oxidoreductase family protein | chr2:18803074-18804163 FORWARDvery weakly similar to (62.4)FDH1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned LdhA 2-Hacid_dh SerA PRK08410 2-Hacid_dh_C PRK06487 PRK07574 PRK06436 PRK06932 PRK00257 PRK11790 TT_ORF1 PRK12678 PRK12323	amino acid metabolism.degradation.serine-glycine-cysteine group.glycine	13_2_5_2

CUST_31683_PI399408534	2	0.023122787	0.11479378	-0.07543945	-0.022520065	-0.017993927	0.017993927	35_1061	"Cluster: Putative high mobility group protein; n=1; Triticum aestivum|Rep: Putative high mobility group protein - Triticum aestivum (Wheat)"	UniRef90_Q4W1G2	"CHR1V7|COORD:7179815..7181164| HMGB3 (HIGH MOBILITY GROUP B 3); transcription factor"	AT1G20696.1	CHR04V5|COORD:28074086..28077051|protein HMG1/2-like protein, putative, expressed	LOC_Os04g47690.2	 no descriptionvery weakly similar to (52.8)AT3G51880| Symbols: NFD1, HMGB1 | HMGB1 (HIGH MOBILITY GROUP B 1) | chr3:19258218-19259468 REVERSEvery weakly similar to (58.5)MNB1B_MAIZEDNA-binding protein MNB1B - Zea mays (Maize)not assigned not assigned not assigned not assigned HMGB-UBF_HMG-box HMG-box HMG_box HMG NHP6B 	RNA.regulation of transcription.Nucleosome/chromatin assembly factor group	27_3_62

CUST_20933_PI403524517	2	0.07192516	-0.49666882	-0.028887749	0.04580593	0.028887272	-0.3562398	35_6077	"Cluster: Peptidyl-prolyl cis-trans isomerase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Peptidyl-prolyl cis-trans isomerase - Oryza sativa (japonica cult"	UniRef90_Q2R1J4	CHR1V7|COORD:9343180..9344949| peptidyl-prolyl cis-trans isomerase cyclophilin-type family protein	AT1G26940.1	CHR11V5|COORD:22711144..22716142|protein peptidyl-prolyl cis-trans isomerase A precursor, putative, expressed	LOC_Os11g38990.3	no descriptionmoderately similar to ( 287)AT1G26940| Symbols:  | peptidyl-prolyl cis-trans isomerase cyclophilin-type family protein | chr1:9343180-9344949 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PpiB cyclophilin Pro_isomerase cyclophilin_RING cyclophilin_EcCYP_like PRK10903 Cyclophilin_PPIL3_like cyclophilin_WD40 PRK10791 cyclophilin_ABH_like cyclophilin_CeCYP16-like cyclophilin_RRM cyclophilin_SpCYP2_like cyclophilin_TLP40_like	cell.cycle.peptidylprolyl isomerase	31_3_1

CUST_14236_PI399408534	2	-0.09582806	-0.6016288	0.09582806	0.12440014	0.28083515	-0.16741657	35_32535	Rep: metal ion binding - Arabidopsis thaliana	UniRef90_UPI000034F516	CHR1V7|COORD:26097353..26100399| zinc finger (DHHC type) family protein	AT1G69420.2	CHR03V5|COORD:5694127..5689301|protein metal ion binding protein, putative, expressed	LOC_Os03g11110.1	no descriptionvery weakly similar to (52.0)AT1G69420| Symbols:  | zinc finger (DHHC type) family protein | chr1:26097353-26100399 FORWARD	RNA.regulation of transcription.unclassified	27_3_99

CUST_136485_PI403524517	2	0.22304058	-0.116390705	0.3020382	-0.11586428	0.086051464	-0.086051464	35_38274	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_124702_PI403524517	2	0.044301033	0.34443188	-0.018527985	-0.14369297	-0.098361015	0.018527031	35_35144	Rep: At1g21480/F24J8_23 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q8S9K6	CHR1V7|COORD:7519105..7521415| exostosin family protein	AT1G21480.1	0	0	no descriptionweakly similar to ( 101)AT1G21480| Symbols:  | exostosin family protein | chr1:7519361-7521415 REVERSE	misc.UDP glucosyl and glucoronyl transferases	26_2

CUST_147125_PI403524517	2	-0.15851021	0.5216875	0.020092964	0.13683414	-0.020092964	-0.1278286	35_41178	"Cluster: Hypothetical protein P0564H06.4; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0564H06.4 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6H5T9	CHR1V7|COORD:29343681..29344385| senescence-associated protein-related	AT1G78020.1	CHR09V5|COORD:12125817..12127188|protein expressed protein	LOC_Os09g20240.1	no description	not assigned.unknown	35_2

CUST_7972_PI404877155	2	-0.16737938	0.56010723	0.030416489	-0.030416489	-0.07492733	0.08585453	Contig23469_at	HAC13 protein (HAC13) [Arabidopsis thaliana] gb|AAM34782.1| HAF1 [Arabidopsis thaliana]	NP_174552.1	HAC13 protein (HAC13)	At1g32750.1	protein Transposable element protein, putative	Os06g43790	"GTD1;HAC13;HAF1;GTD01;HAC13 protein (HAC13), identical to HAC13 (Arabidopsis thaliana) gi:21105767:gb:AAM34782; contains Pfam domains, PF00439: Bromodomain and PF00240: Ubiquitin family"	RNA.regulation of transcription.Histone acetyltransferases	27_3_54

CUST_69144_PI403524517	2	0.06656647	-0.0671711	0.019482613	-0.062060356	-0.019483566	0.07974529	35_19782	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10QS1	CHR5|COORD:25930226..25931229| expressed protein	AT5G64816.2	CHR03V5|COORD:4468801..4469669|protein expressed protein	LOC_Os03g08710.1	"no descriptionweakly similar to ( 196)AT5G64816| Symbols:  | Identical to Protein At5g64816 precursor [Arabidopsis Thaliana] (GB:Q8L8Q8;GB:Q9LV96); similar to Os03g0185600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001049198.1) | chr5:25930713-25931105 FORWARDnot assigned not assigned not assigned not assigned PRK12323 PRK07003 TT_ORF1 PRK07764 Protamine_P1"	not assigned.unknown	35_2

CUST_59077_PI403524517	2	-0.06122923	-0.8305125	0.13305521	0.061228752	0.17658281	-0.12727833	35_16850	"Cluster: Putative amidotransferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative amidotransferase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z6Y1	"CHR5V7|COORD:24354100..24355873| ATPDX2/EMB2407/PDX2 (PYRIDOXINE BIOSYNTHESIS 2); glutaminase/ glutamyl-tRNA(Gln) amidotransferase/ protein"	AT5G60540.1	CHR02V5|COORD:1569558..1566087|protein glutamine amidotransferase subunit pdxT, putative, expressed	LOC_Os02g03740.1	" no descriptionmoderately similar to ( 313)AT5G60540| Symbols: EMB2407, ATPDX2, PDX2 | ATPDX2/EMB2407/PDX2 (PYRIDOXINE BIOSYNTHESIS 2); glutaminase/ glutamyl-tRNA(Gln) amidotransferase/ protein heterodimerization | chr5:24354100-24355873 REVERSEnot assigned not assigned GATase1_PB PDX2 SNO GATase1_CobB GATase1_IGP_Synthase CobB HisH GAT_1 "	not assigned.no ontology	35_1

CUST_21900_PI399408534	2	0.08652496	0.4083109	0.016604424	-0.19981289	-0.016604424	-0.07529163	35_8433	"Cluster: Hypothetical protein OSJNBb0006J12.13; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0006J12.13 - Oryza sativa (japonica"	UniRef90_Q6AUK8	CHR5V7|COORD:2520189..2521406| mitochondrial transcription termination factor family protein / mTERF family protein	AT5G07900.1	CHR05V5|COORD:19576794..19573704|protein mTERF family protein, expressed	LOC_Os05g33460.2	no descriptionweakly similar to ( 118)AT5G07900| Symbols:  | mitochondrial transcription termination factor family protein / mTERF family protein | chr5:2520189-2521406 FORWARDnot assigned not assigned not assigned mTERF	RNA.regulation of transcription.unclassified	27_3_99

CUST_24062_PI399408534	2	0.022521019	-0.42791462	0.0066051483	-0.09021187	0.007470131	-0.0066041946	35_19632	"Cluster: Putative CGI-34 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative CGI-34 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q9FTZ4	CHR3V7|COORD:3323506..3324910| SNF7 family protein	AT3G10640.1	CHR01V5|COORD:169993..167514|protein charged multivesicular body protein 5, putative, expressed	LOC_Os01g01350.1	no descriptionmoderately similar to ( 322)AT3G10640| Symbols:  | SNF7 family protein | chr3:3323506-3324489 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Snf7	RNA.regulation of transcription.SNF7	27_3_71

CUST_174768_PI403524517	2	-0.25734997	0.44858265	0.036533356	0.12449598	-0.036533356	-0.24276781	35_48651	"Cluster: Tetratricopeptide repeat-containing protein-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: Tetratricopeptide repeat-containing protein-like - O"	UniRef90_Q6Z4S6		0	CHR07V5|COORD:1164093..1167902|protein TPR Domain containing protein, expressed	LOC_Os07g03070.1	no description	not assigned.unknown	35_2

CUST_168714_PI403524517	2	-0.8334551	-0.29655504	-0.006307125	0.2826066	0.1713376	0.006307125	35_46984	"Cluster: Clathrin assembly protein AP180 short form-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Clathrin assembly protein AP180 short form-like - Ory"	UniRef90_Q5N9P9		0	CHR01V5|COORD:29055897..29061919|protein clathrin assembly protein, putative, expressed	LOC_Os01g50010.1	no description	not assigned.unknown	35_2

CUST_140497_PI403524517	2	-0.6715317	-0.29924107	0.6857338	0.21036053	0.44154835	-0.21035957	35_39394	"Cluster: Putative Limonoid UDP-glucosyltransferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Limonoid UDP-glucosyltransferase - Oryza sativa (j"	UniRef90_Q6ZHS1	"CHR4V7|COORD:8852862..8854301| UGT84A3; UDP-glycosyltransferase/ sinapate 1-glucosyltransferase/ transferase, transferring glycosyl groups"	AT4G15490.1	CHR02V5|COORD:4890156..4888510|protein limonoid UDP-glucosyltransferase, putative, expressed	LOC_Os02g09510.1	" no descriptionweakly similar to ( 116)AT4G15490| Symbols: UGT84A3 | UGT84A3; UDP-glycosyltransferase/ sinapate 1-glucosyltransferase/ transferase, transferring glycosyl groups | chr4:8852862-8854301 REVERSEvery weakly similar to (94.4)IAAG_MAIZEIndole-3-acetate beta-glucosyltransferase - Zea mays (Maize)not assigned not assigned not assigned PRK07003 PRK07764 "	misc.UDP glucosyl and glucoronyl transferases	26_2

CUST_18139_PI404877155	2	0.08563423	-0.6058655	-0.12617397	0.07378483	-0.00680542	0.00680542	HVSMEc0015C10r2_at	Transcription factor HBP-1b(c1) pir||C54415 transcription factor HBP-1b(c1) - wheat (fragment) dbj|BAA02305.2| transcription factor HBP-1b(c	Q41558	bZIP transcription factor HBP-1b homolog	At5g06950.1	protein expressed protein	Os01g59350	bZIP transcription factor HBP-1b homolog, identical to transcription factor HBP-1b homolog SP:P43273 from (Arabidopsis thaliana) or  bZIP transcription factor HBP-1b homolog, identical to transcription factor HBP-1b homolog SP:P43273 from (Arabidopsis tha	RNA.regulation of transcription.bZIP transcription factor family	27_3_35

CUST_10136_PI403524517	2	0.10054016	-0.0026435852	-0.07614231	-0.05592537	0.021885872	0.0026445389	35_2861	"Cluster: Hypothetical protein OSJNBa0078D06.29; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0078D06.29 - Oryza sativa (japonica"	UniRef90_Q7Y139	CHR3V7|COORD:2060843..2061851| DNA-binding enhancer protein-related	AT3G06610.1	CHR03V5|COORD:34898320..34895955|protein huntingtin interacting protein K, putative, expressed	LOC_Os03g61680.1	no descriptionweakly similar to ( 150)AT3G06610| Symbols:  | DNA-binding enhancer protein-related | chr3:2060843-2061851 FORWARDnot assigned	not assigned.no ontology	35_1

CUST_132804_PI403524517	2	0.14309692	-9.689331E-4	0.2100954	-0.1563139	9.698868E-4	-0.17525291	35_37294	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_10711_PI404877155	2	-0.028992653	-0.24430561	0.008519173	0.04731655	0.104109764	-0.008519173	Contig4432_at	putative 29 kDa ribonucleoprotein A, chloroplast precursor [Oryza sativa (japonica cultivar-group)] dbj|BAC10140.1| putative 29 kDa ribonucl	NP_917982.1	29 kDa ribonucleoprotein, chloroplast, putative / RNA-binding protein cp29, putative	At2g37220.1	protein RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain), putative	Os07g43810	putative RNA-binding protein/PUB1  T01253	RNA.RNA binding	27_4

CUST_58634_PI403524517	2	-0.077656746	0.20406342	-0.068538666	0.018692017	-0.005334854	0.0053339005	35_16726	Rep: Squalene synthase - Zea mays (Maize)	UniRef90_O22106	"CHR4V7|COORD:16538494..16541660| SQS1 (SQUALENE SYNTHASE 1); farnesyl-diphosphate farnesyltransferase"	AT4G34640.1	CHR03V5|COORD:33544206..33551375|protein squalene synthetase, putative, expressed	LOC_Os03g59040.2	" no descriptionhighly similar to ( 504)AT4G34640| Symbols: ERG9, SQS1 | SQS1 (SQUALENE SYNTHASE 1); farnesyl-diphosphate farnesyltransferase | chr4:16538494-16541660 FORWARDnot assigned SQS_PSY Trans_IPPS_HH ERG9 Trans_IPPS Isoprenoid_Biosyn_C1 "	lipid metabolism.'exotics' (steroids, squalene etc)	11_8

CUST_82700_PI403524517	2	0.17127085	1.0670533	0.041498184	-0.26747608	-0.041498184	-0.18266869	35_23718	0	0	"CHR1V7|COORD:5675918..5678679| SR45 (arginine/serine-rich 45); RNA binding"	AT1G16610.2	0	0	no description	not assigned.unknown	35_2

CUST_180344_PI403524517	2	0.0117816925	0.85415936	0.07911587	-0.3975525	-0.089401245	-0.0117816925	35_50155	"Cluster: Os06g0113500 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0113500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DF62		0	CHR06V5|COORD:625259..627836|protein F-box domain containing protein, expressed	LOC_Os06g02110.1	no description	not assigned.unknown	35_2

CUST_5198_PI404877155	2	0.12235737	0.13155079	0.003323555	-0.0033245087	-0.03386116	-0.013916969	Contig1673_s_at	alanine aminotransferase [Oryza sativa (indica cultivar-group)]	AAO84040.1	glutamate:glyoxylate aminotransferase 2 (GGT2)	At1g70580.1	protein expressed protein	Os07g01760	alanine aminotransferase	amino acid metabolism.degradation.branched chain group.isoleucine	13_2_4_5

CUST_7683_PI404877155	2	0.13544273	0.26677227	0.22338104	-0.19018936	-0.2457943	-0.13544369	Contig22529_at	DNA-directed RNA polymerase alpha chain (PEP) (Plastid-encoded RNA polymerase alpha subunit) (RNA polymerase alpha subunit)	P92392	0	0	protein DNA-directed RNA polymerase, alpha subunit, putative	Os05g22710	alpha subunit of RNA polymerase	RNA.transcription	27_2

CUST_136102_PI403524517	2	0.2013874	-0.03413391	-0.1771946	-0.012411118	0.012410164	0.05204773	35_38168	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53M54		0	CHR11V5|COORD:7968131..7966010|protein expressed protein	LOC_Os11g14240.1	no description	not assigned.unknown	35_2

CUST_33743_PI399408534	2	0.06965637	-0.13906384	0.032788277	-0.032788277	0.2242651	-0.17353249	35_16612	"Cluster: Pre-mRNA splicing factor ATP-dependent RNA helicase, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Pre-mRNA splicing factor"	UniRef90_Q10MC7	CHR2V7|COORD:19406993..19410051| RNA helicase, putative	AT2G47250.1	CHR03V5|COORD:11216619..11220424|protein pre-mRNA-splicing factor ATP-dependent RNA helicase, putative, expressed	LOC_Os03g19960.2	 no descriptionhighly similar to ( 802)AT3G62310| Symbols:  | RNA helicase, putative | chr3:23068491-23071536 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned HrpA PRK11131 PRK11664 DEXHc DEXDc DEXDc HELICc HELICc DEAD 	RNA.processing.RNA helicase	27_1_2

CUST_11061_PI399408534	2	0.09841919	0.03696823	-0.18075848	-0.038189888	-0.03696823	0.07280064	35_6642	"Cluster: Os11g0206700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os11g0206700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0ITZ1	CHR1|COORD:11464994..11469145| extra-large guanine nucleotide binding protein, putative / G-protein, putative, similar to extra-large G-protein (XLG)	AT1G31930.2	CHR11V5|COORD:5379373..5373891|protein guanyl nucleotide binding protein, putative, expressed	LOC_Os11g10050.1	"no descriptionmoderately similar to ( 454)AT1G31930| Symbols: XLG3 | XLG3 (extra-large GTP-binding protein 3); signal transducer | chr1:11465812-11468941 FORWARDweakly similar to ( 164)GPA2_SOYBNGuanine nucleotide-binding protein alpha-2 subunit - Glycine max (Soybean)not assigned not assigned not assigned G-alpha G-alpha G_alpha"	signalling.G-proteins	30_5

CUST_23762_PI403524517	2	-0.49111605	-0.80107546	1.0267596	0.8065877	0.49111605	-0.885272	35_6904	"Cluster: Putative glucosyltransferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative glucosyltransferase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ZBE1	CHR1V7|COORD:7898105..7899868| UDP-glucoronosyl/UDP-glucosyl transferase family protein	AT1G22370.2	CHR08V5|COORD:19159979..19162067|protein cytokinin-O-glucosyltransferase 2, putative	LOC_Os08g31200.1	no descriptionmoderately similar to ( 259)AT1G22370| Symbols:  | UDP-glucoronosyl/UDP-glucosyl transferase family protein | chr1:7898105-7899868 REVERSEweakly similar to ( 144)IAAG_MAIZEIndole-3-acetate beta-glucosyltransferase - Zea mays (Maize)not assigned UDPGT COG1819 PRK12323	misc.UDP glucosyl and glucoronyl transferases	26_2

CUST_37201_PI403524517	2	0.06555843	-0.06555843	0.09870434	-0.08967972	-0.39586735	0.21186066	35_10721	Rep: NADH dehydrogenase subunit 6 - Secale cereale (Rye)	UniRef90_Q4GWZ6	CHRMV7|COORD:76642..77259| NADH dehydrogenase subunit 6	ATMG00270.1	0	0	no descriptionmoderately similar to ( 206)ATMG00270| Symbols: NAD6 | NADH dehydrogenase subunit 6 | chrM:76642-77259 REVERSEmoderately similar to ( 242)NU6M_WHEATNADH-ubiquinone oxidoreductase chain 6 - Triticum aestivum (Wheat)PRK06638 NuoJ	mitochondrial electron transport / ATP synthesis.NADH-DH.localisation not clear	9_1_2

CUST_70585_PI403524517	2	0.030069828	-0.030069351	0.40385342	-0.08592701	0.20195198	-0.7942023	35_20218	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10RZ6	CHR5V7|COORD:4711274..4714716| ATP binding / ATP-dependent helicase	AT5G14610.1	CHR03V5|COORD:2227941..2229831|protein expressed protein	LOC_Os03g04710.2	no descriptionPRK12323	not assigned.unknown	35_2

CUST_136583_PI403524517	2	0.1305604	0.2754383	-0.18490982	0.24022198	-0.26087856	-0.1305604	35_38304	"Cluster: MYB28 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: MYB28 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8GUA0		0	CHR01V5|COORD:29732470..29738221|protein single myb histone 4, putative, expressed	LOC_Os01g51154.3	no description	not assigned.unknown	35_2

CUST_119759_PI403524517	2	0.3114314	-0.6971307	-0.44106293	0.3016858	0.019808292	-0.019808292	35_33875	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_178212_PI403524517	2	0.033337593	-0.81609344	-0.23449326	0.06324005	-0.033337593	0.15428257	35_49563	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_1974_PI404877155	2	-0.090530396	0.14037323	-0.008979797	0.21749687	-0.04970789	0.008980274	Contig12221_at	SET domain-containing protein-like [Oryza sativa (japonica cultivar-group)] dbj|BAD17037.1| SET domain-containing protein-like [Oryza sativa	XP_480372.1	SET domain-containing protein	At4g15180.1	protein SET domain, putative	Os08g08210	SET domain-containing protein, contains Pfam profile PF00856: SET domain	RNA.regulation of transcription.SET-domain transcriptional regulator family	27_3_69

CUST_130742_PI403524517	2	-0.020475388	0.4474535	0.20079708	-0.08511448	-0.045435905	0.020475388	35_36714	"Cluster: Hypothetical protein P0431A03.22; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0431A03.22 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6ZA92	"CHR1V7|COORD:27982869..27984032| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G18720.1); similar to YGL010w-like protein [Picea mariana]"	AT1G74440.1	CHR08V5|COORD:20903252..20901338|protein YGL010w-like protein, putative, expressed	LOC_Os08g33680.1	"no descriptionvery weakly similar to (96.7)AT1G18720| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G74440.1); similar to YGL010w-like protein [Picea mariana] (GB:AAC32136.1); contains InterPro domain Protein of unknown function DUF962; (InterPro:IPR009305) | chr1:6458012-6459650 REVERSEnot assigned DUF962 COG4539"	not assigned.no ontology	35_1

CUST_75765_PI403524517	2	-0.01219368	-0.5539441	0.03771305	0.050585747	0.01219368	-0.19252014	35_21721	Rep: Os03g0737800 protein - Oryza sativa (japonica cultivar-group)	UniRef90_Q0DNR9	"CHR4V7|COORD:892262..897175| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G21170.1); similar to unknown protein [Oryza sativa (japonica cultivar-g"	AT4G02030.1	CHR03V5|COORD:30199414..30209227|protein expressed protein	LOC_Os03g52770.1	"no descriptionvery weakly similar to (52.8)AT4G02030| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G21170.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAR07074.1); similar to Os03g0737800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001051205.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAP03421.1); contains domain FAMILY NOT NAMED (PTHR15954); contains domain SUBFAMILY NOT NAMED (PTHR15954:SF2) | chr4:892262-897175 FORWARD"	not assigned.unknown	35_2

CUST_50808_PI403524517	2	0.14611912	-0.21230984	0.29099655	-0.14611912	0.2179575	-0.16268444	35_14494	Rep: Transketolase, chloroplast - Zea mays (Maize)	UniRef90_Q7SIC9	CHR3V7|COORD:22464979..22467799| transketolase, putative	AT3G60750.1	CHR06V5|COORD:1811363..1807767|protein transketolase, chloroplast precursor, putative, expressed	LOC_Os06g04270.1	 no descriptionhighly similar to ( 838)AT3G60750| Symbols:  | transketolase, putative | chr3:22464979-22467799 FORWARDhighly similar to ( 865)TKTC_MAIZETransketolase, chloroplast - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TktA PRK05899 PRK12753 Transketolase_N PRK12754 TPP_TK COG3959 Transket_pyr PRK12323 PRK07003 TPP_DXS TPP_E1_PDC_ADC_BCADC TPP_E1_EcPDC_like PRK07764 Atrophin-1 AceE GRASP55_65 TPP_enzymes Herpes_LP HPC2 PRK05648 IER APC_basic DUF1421 Tymo_45kd_70kd FAP tatB AF-4 	PS.calvin cyle.transketolase	1_3_8

CUST_12229_PI403524517	2	-0.29739523	0.05314541	0.40104675	-0.05314541	0.16708088	-0.26739597	35_3482	"Cluster: Membrane protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Membrane protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5JMS6	CHR1V7|COORD:26837259..26838644| SAG18 (Senescence associated gene 18)	AT1G71190.1	CHR01V5|COORD:42743438..42740186|protein membrane protein, putative, expressed	LOC_Os01g73120.1	 no descriptionmoderately similar to ( 239)AT1G71190| Symbols: TTN4, SAG18 | SAG18 (Senescence associated gene 18) | chr1:26837259-26838644 REVERSE	not assigned.unknown	35_2

CUST_13137_PI404877155	2	-0.0018606186	0.0018615723	-0.020663261	0.014208794	-0.31251717	0.06352997	Contig6843_at	putative leucine-rich repeat transmembrane protein kinase [Oryza sativa (japonica cultivar-group)] dbj|BAD16477.1| putative leucine-rich rep	XP_464408.1	protein kinase family protein	At4g22130.1	protein Protein kinase domain, putative	Os02g09740	protein kinase family	signalling.receptor kinases.misc	30_2_99

CUST_92221_PI403524517	2	0.32136774	0.16215515	0.14212513	-0.64541626	-0.14212465	-0.6616621	35_26371	"Cluster: OSJNBa0084K20.8 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0084K20.8 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7X8Q6	CHR1V7|COORD:22496859..22500684| proline-rich family protein	AT1G61080.1	CHR04V5|COORD:24278521..24286306|protein protein binding protein, putative, expressed	LOC_Os04g41280.1	no descriptionnot assigned not assigned	not assigned.unknown	35_2

CUST_7861_PI399408534	2	0.023434639	-0.3782158	-0.020861626	0.0017585754	-0.0017585754	0.016221046	35_6790	"Cluster: Cleavage and polyadenylation specificity factor subunit 2; n=2; Oryza sativa|Rep: Cleavage and polyadenylation specificity factor subunit 2 - Oryza sat"	UniRef90_Q652P4	CHR5V7|COORD:8052553..8058150| CPSF100 (ENHANCED SILENCING PHENOTYPE 5)	AT5G23880.1	CHR09V5|COORD:22727019..22719823|protein cleavage and polyadenylation specificity factor, 100 kDa subunit, putative, expressed	LOC_Os09g39590.1	 no descriptionmoderately similar to ( 244)AT5G23880| Symbols: EMB1265, ESP5, ATCPSF100, CPSF100 | CPSF100 (ENHANCED SILENCING PHENOTYPE 5) | chr5:8052553-8058150 FORWARDmoderately similar to ( 322)CPSF2_ORYSAnot assigned 	RNA.processing	27_1

CUST_1078_PI403524517	2	0.07730961	-0.61793137	0.009961128	0.007727623	-0.041867256	-0.007727623	35_285	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_82213_PI403524517	2	-0.6246166	-0.5328388	1.0103741	0.52333975	0.91790295	-0.5233402	35_23581	Rep: OSIGBa0092E01.5 protein - Oryza sativa (Rice)	UniRef90_Q01ID0	CHR5V7|COORD:5581834..5583852| NADP-dependent oxidoreductase, putative	AT5G16990.1	CHR04V5|COORD:24640566..24638960|protein NADP-dependent oxidoreductase P1, putative, expressed	LOC_Os04g41960.1	 no descriptionweakly similar to ( 142)AT5G16990| Symbols:  | NADP-dependent oxidoreductase, putative | chr5:5581834-5583852 REVERSEnot assigned COG2130 	misc.oxidases - copper, flavone etc.	26_7

CUST_110962_PI403524517	2	0.096302986	-0.3659706	0.050411224	0.052464485	-0.17635727	-0.050411224	35_31511	"Cluster: Os07g0143000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0143000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D8N4	CHR1V7|COORD:2049741..2052038| aldo/keto reductase family protein	AT1G06690.1	CHR07V5|COORD:2195873..2199746|protein aldo-keto reductase yakc, putative, expressed	LOC_Os07g05000.1	no descriptionweakly similar to ( 127)AT1G06690| Symbols:  | aldo/keto reductase family protein | chr1:2049741-2052038 REVERSEnot assigned Tas	minor CHO metabolism.others	3_5

CUST_162568_PI403524517	2	-0.15578127	0.042574406	-0.042574406	0.17643404	0.26932955	-0.09999895	35_45346	0	0	CHR5V7|COORD:22830994..22833388| carbonic anhydrase family protein	AT5G56330.1	0	0	no description	not assigned.unknown	35_2

CUST_149876_PI403524517	2	-0.046401024	-0.057393074	0.04609108	0.2526989	0.24584198	-0.046090126	35_41929	Rep: LigA - Anaeromyxobacter sp. Fw109-5	UniRef90_A1HVD0	CHR1V7|COORD:11399903..11405702| actin binding	AT1G31810.1	CHR03V5|COORD:32187851..32190559|protein expressed protein	LOC_Os03g56620.1	no descriptionnot assigned not assigned PRK12323	not assigned.unknown	35_2

CUST_8346_PI399408534	2	0.087916374	0.41774178	-0.08791542	-0.26018715	-0.6539993	0.21343613	35_11426	Rep: HOX1B protein - Zea mays (Maize)	UniRef90_O24569	0	0	CHR06V5|COORD:6724321..6733446|protein homeobox protein HOX1A, putative, expressed	LOC_Os06g12400.1	no descriptionvery weakly similar to (60.5)HOX1A_MAIZEHomeobox protein HOX1A - Zea mays (Maize)	RNA.regulation of transcription.HB,Homeobox transcription factor family	27_3_22

CUST_66145_PI403524517	2	-0.3562107	0.30591393	1.4209747E-4	0.3733425	-0.36932087	-1.4209747E-4	35_18891	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_70525_PI403524517	2	-0.03485298	-0.030462265	0.030461788	0.32240152	0.064435005	-0.2664442	35_20201	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q337E2	"CHR1V7|COORD:5675918..5678679| SR45 (arginine/serine-rich 45); RNA binding"	AT1G16610.2	CHR10V5|COORD:19016726..19018692|protein expressed protein	LOC_Os10g36180.1	no descriptionPRK12678	not assigned.unknown	35_2

CUST_16451_PI399408534	2	0.30941772	0.18093443	-0.037492752	-0.1400652	-0.28515863	0.037492275	35_13300	"Cluster: Zinc finger (C3HC4-type RING finger) protein-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: Zinc finger (C3HC4-type RING finger) protein-like -"	UniRef90_Q653U4	"CHR1V7|COORD:10771451..10775305| ATCPSF30/CPSF30; RNA binding / calmodulin binding / nucleic acid binding"	AT1G30460.1	CHR06V5|COORD:28150362..28155785|protein nucleic acid binding protein, putative, expressed	LOC_Os06g46400.1	 no descriptionvery weakly similar to (70.5)AT1G30460| Symbols: CPSF30, ATCPSF30 | ATCPSF30/CPSF30 | chr1:10774428-10775305 REVERSEnot assigned 	RNA.regulation of transcription.unclassified	27_3_99

CUST_158094_PI403524517	2	0.16990519	0.047154903	-0.44282627	0.31905508	-0.31495857	-0.047154903	35_44140	"Cluster: Agenet domain containing protein, expressed; n=6; Oryza sativa|Rep: Agenet domain containing protein, expressed - Oryza sativa (japonica cultivar-group"	UniRef90_Q108Y7		0	CHR10V5|COORD:21706564..21694510|protein ATG2484-1, putative, expressed	LOC_Os10g41030.3	no description	not assigned.unknown	35_2

CUST_4236_PI403524517	2	0.0306139	-0.110383034	-0.10711098	-0.030614853	0.0488739	0.13775349	35_1171	"Cluster: Os01g0607300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0607300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JLD4	CHR1V7|COORD:25560205..25561836| ubiquitin-related	AT1G68185.1	CHR01V5|COORD:24260996..24264077|protein expressed protein	LOC_Os01g42250.1	no descriptionweakly similar to ( 119)AT1G68185| Symbols:  | ubiquitin-related | chr1:25560205-25561836 FORWARDnot assigned Sumo	protein.degradation.ubiquitin.ubiquitin	29_5_11_1

CUST_119272_PI403524517	2	-0.0268507	0.47005272	-0.05494976	0.0268507	-0.22820854	0.03204918	35_33753	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_36107_PI403524517	2	0.08147526	0.2483511	-0.01987648	-0.14449596	-0.15939426	0.01987648	35_10411	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_65708_PI403524517	2	-0.20176601	-0.053037643	0.046616554	-0.01922512	0.068535805	0.01922512	35_18767	"Cluster: Os04g0662700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os04g0662700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J9B5	"CHR3|COORD:2314004..2317194| GTP cyclohydrolase I, identical to GTP cyclohydrolase I GI:19909132 from (Arabidopsis thaliana); contains Pfam profile: PF01227"	AT3G07270.2	CHR04V5|COORD:33599676..33595090|protein GTP cyclohydrolase I 1, putative, expressed	LOC_Os04g56710.1	no descriptionmoderately similar to ( 290)AT3G07270| Symbols:  | GTP cyclohydrolase I | chr3:2314011-2317065 FORWARDnot assigned folE FolE GTP_cyclohydro1 PRK12606 GTP_cyclohydroI	C1-metabolism.GTP cyclohydrolase I	25_7

CUST_12443_PI399408534	2	0.25687122	0.017106056	0.018583298	-0.19911289	-0.10656643	-0.017106056	35_29868	"Cluster: Os04g0132500 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os04g0132500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JF76	CHR5V7|COORD:19857011..19860970| leucine-rich repeat transmembrane protein kinase, putative	AT5G48940.1	CHR04V5|COORD:2021609..2025962|protein ATP binding protein, putative, expressed	LOC_Os04g04330.2	 no descriptionvery weakly similar to (69.7)AT5G48940| Symbols:  | leucine-rich repeat transmembrane protein kinase, putative | chr5:19857011-19860970 FORWARDnot assigned 	signalling.receptor kinases.leucine rich repeat XI	30_2_11

CUST_151052_PI403524517	2	-0.042821407	0.023917198	0.04265213	0.021399498	-0.021399498	-0.021801949	35_42247	"Cluster: Putative aspartic proteinase nepenthesin II; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative aspartic proteinase nepenthesin II - Oryza sativ"	UniRef90_Q5ZAZ8	CHR5V7|COORD:7633720..7636301| aspartyl protease family protein	AT5G22850.1	CHR01V5|COORD:33213733..33219492|protein aspartic proteinase nepenthesin-2 precursor, putative, expressed	LOC_Os01g56930.2	no descriptionmoderately similar to ( 236)AT5G22850| Symbols:  | aspartyl protease family protein | chr5:7633720-7636301 REVERSEvery weakly similar to (76.3)ASP1_ORYSAnot assigned Asp	protein.degradation.aspartate protease	29_5_4

CUST_14882_PI404877155	2	0.007478714	-0.8096404	-0.3430767	0.3804245	0.46190643	-0.007478714	Contig8716_at	Nitrate reductase [NADH] (NR) pir||RDBHNH nitrate reductase (NADH) (EC 1.7.1.1) - barley (cv. Himalaya) emb|CAA40976.1| nitrate reductase [H	P27967	nitrate reductase 2 (NR2)	At1g37130.1	protein oxidoreductase, FAD-binding, putative	Os08g36480	"B29;CHL3;NIA2-1;NR;NR2;CHLORATE RESISTANT 3;NITRATE REDUCTASE;NITRATE REDUCTASE 2;NITRATE REDUCTASE DEFECTIVE 2;nitrate reductase 2 (NR2), identical to SP:P11035 Nitrate reductase 2 (formerly EC 1.6.6.1) (NR2) {Arabidopsis thaliana}"	N-metabolism.nitrate metabolism.NR	12_1_01

CUST_183195_PI403524517	2	0.45031023	0.19124794	-0.1696353	0.16963577	-0.5870805	-0.22092772	35_50916	"Cluster: Os02g0463700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0463700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E1C0	"CHR1V7|COORD:16416561..16417067| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G34838.1); similar to hypothetical protein 24.t00017 [Brassica"	AT1G43590.1	CHR12V5|COORD:21846325..21847670|protein transposon protein, putative, Pong sub-class	LOC_Os12g35900.1	"no descriptionvery weakly similar to (52.0)AT1G43590| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G34838.1); similar to hypothetical protein 24.t00017 [Brassica oleracea] (GB:ABD64939.1); contains InterPro domain Protein of unknown function DUF635; (InterPro:IPR006912) | chr1:16416561-16417067 FORWARDPlant_tran"	not assigned.unknown	35_2

CUST_34920_PI403524517	2	0.04912758	-0.030965805	0.007347107	0.14147091	-0.045511246	-0.0073461533	35_10065	"Cluster: Susceptibility transcription factor RVS1; n=2; Oryza sativa|Rep: Susceptibility transcription factor RVS1 - Oryza sativa (Rice)"	UniRef90_Q8S489	0	0	CHR12V5|COORD:3152018..3155798|protein transcription factor PosF21, putative, expressed	LOC_Os12g06520.1	no description	not assigned.unknown	35_2

CUST_10725_PI404877155	2	0.11747551	-1.0191202	-0.20263863	0.11103439	0.0493536	-0.049352646	Contig4455_at	F1F0-ATPase inhibitor protein [Oryza sativa (japonica cultivar-group)]	BAA81662.2	expressed protein	At2g27730.1	protein expressed protein	Os09g39550	F1F0-ATPase inhibitor protein	mitochondrial electron transport / ATP synthesis.F1-ATPase	9_9

CUST_75975_PI403524517	2	0.11381626	-0.38393974	-0.120983124	-0.0149850845	0.0149850845	0.12161255	35_21778	"Cluster: OSJNBa0070C17.14 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0070C17.14 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XLD5	"CHR1V7|COORD:29905510..29908020| EMB2217 (EMBRYO DEFECTIVE 2217); binding"	AT1G79490.1	CHR04V5|COORD:30857277..30854310|protein EMB2217, putative, expressed	LOC_Os04g52290.1	"no descriptionmoderately similar to ( 400)AT1G79490| Symbols: EMB2217 | EMB2217 (EMBRYO DEFECTIVE 2217); binding | chr1:29905510-29908020 FORWARD"	development.unspecified	33_99

CUST_6598_PI404877155	2	0.054602623	0.33789253	0.33789253	-0.054602146	-0.11908007	-0.28642273	Contig19625_at	zinc finger protein-like protein [Oryza sativa (japonica cultivar-group)]	BAC79830.1	zinc finger (C2H2 type) family protein	At3g13810.1	protein Zinc finger, C2H2 type, putative	Os07g39310	zinc finger (C2H2 type) family protein, contains Pfam domain, PF00096: Zinc finger, C2H2 type	RNA.regulation of transcription.C2H2 zinc finger family	27_3_11

CUST_130170_PI403524517	2	0.048706055	0.30386066	0.20510674	-0.2772293	-0.04870653	-0.56424236	35_36558	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_77857_PI403524517	2	0.11267948	-0.79683113	-0.22214794	-0.013708115	0.11125183	0.013707161	35_22322	"Cluster: Os10g0553600 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os10g0553600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IVU1	CHR4V7|COORD:11889393..11890700| exostosin family protein	AT4G22580.1	CHR10V5|COORD:21392068..21393655|protein xyloglucan galactosyltransferase KATAMARI 1, putative, expressed	LOC_Os10g40559.1	no descriptionvery weakly similar to (67.4)AT4G22580| Symbols:  | exostosin family protein | chr4:11889393-11890700 REVERSE	misc.UDP glucosyl and glucoronyl transferases	26_2

CUST_14872_PI404877155	2	0.2417574	-0.35149097	-0.08634758	0.008659363	-0.008659363	0.17159367	Contig8707_s_at	Brittle-1 protein, chloroplast precursor pir||JQ1459 Bt1 protein precursor - maize gb|AAA33438.1| brittle-1 protein	P29518	mitochondrial substrate carrier family protein	At4g32400.1	protein brittle-1 protein, chloroplast precursor	Os06g40050	mitochondrial substrate carrier family protein	transport.metabolite transporters at the envelope membrane	34_8

CUST_23058_PI403524517	2	0.065366745	-0.12528515	-0.03158188	0.03845787	0.031580925	-0.13801098	35_6702	"Cluster: Putative pectin methylesterase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative pectin methylesterase - Oryza sativa (japonica cultivar-group"	UniRef90_Q69Y54	"CHR2V7|COORD:18116379..18118664| IQD14; calmodulin binding"	AT2G43680.1	CHR06V5|COORD:4699553..4702228|protein pectinesterase U1 precursor, putative, expressed	LOC_Os06g09340.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 Extensin_2 Atrophin-1 Tymo_45kd_70kd PRK07764 PRK07003 PMEI DUF1421 PRK12678 Pneumo_att_G PRK08853 PRK05648 Drf_FH1 HPC2 HpaP	not assigned.unknown	35_2

CUST_42012_PI403524517	2	-0.18756342	-0.17463493	0.114882946	0.107308865	-0.0066957474	0.006696224	35_12077	"Cluster: Hypothetical protein OSJNBa0015N08.26; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0015N08.26 - Oryza sativa (japonica"	UniRef90_Q851X5	CHR2V7|COORD:12168303..12169109| proline-rich family protein	AT2G28440.1	CHR03V5|COORD:35835736..35834630|protein expressed in cucumber hypocotyls, putative, expressed	LOC_Os03g63540.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_56902_PI403524517	2	-0.13337421	1.468318	0.44848156	0.07485294	-0.52896786	-0.07485342	35_16216	"Cluster: Hypothetical protein P0443E05.14; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0443E05.14 - Oryza sativa (japonica cultivar-g"	UniRef90_Q9LHU2	CHR3V7|COORD:8063070..8064482| leucine-rich repeat family protein / extensin family protein	AT3G22800.1	CHR01V5|COORD:6701468..6701205|protein hypothetical protein	LOC_Os01g12270.1	no description	not assigned.unknown	35_2

CUST_36672_PI403524517	2	0.14272308	-0.054525375	0.0038881302	-0.03176689	0.081768036	-0.0038881302	35_10570	"Cluster: Putative phytochromobilin synthase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative phytochromobilin synthase - Oryza sativa (japonica cultiv"	UniRef90_Q5JKX8	CHR3|COORD:2803602..2805593| phytochromobilin:ferredoxin oxidoreductase, chloroplast / phytochromobilin synthase (HY2), identical to	AT3G09150.1	CHR01V5|COORD:42151936..42149118|protein phycoerythrobilin ferredoxin oxidoreductase, putative, expressed	LOC_Os01g72090.1	" no descriptionmoderately similar to ( 207)AT3G09150| Symbols: GUN3, HY2 | HY2 (ELONGATED HYPOCOTYL 2); phytochromobilin:ferredoxin oxidoreductase | chr3:2803670-2805338 FORWARDFe_bilin_red "	PS.lightreaction.other electron carrier (ox/red).ferredoxin oxireductase	1_1_5_4

CUST_18132_PI399408534	2	0.19818592	0.17684364	0.023843765	-0.10910559	-0.16817045	-0.023843765	35_41733	Rep: DP TF - Oryza sativa (japonica cultivar-group)	UniRef90_Q84VD5	CHR5V7|COORD:842841..845199| DPB	AT5G03415.1	CHR10V5|COORD:15488395..15483443|protein transcription factor Dp-1, putative, expressed	LOC_Os10g30420.1	 no descriptionvery weakly similar to (99.8)AT5G03415| Symbols: ATDPB, DPB | DPB | chr5:842841-845199 FORWARDnot assigned 	RNA.regulation of transcription.E2F/DP transcription factor family	27_3_18

CUST_144619_PI403524517	2	-0.07631445	-0.26601887	0.20762539	0.20094872	0.07631445	-0.14193535	35_40501	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_151876_PI403524517	2	0.85773945	-0.023794651	0.16877842	-0.22491407	-0.3519354	0.023794174	35_42461	"Cluster: Lipase class 3-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: Lipase class 3-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K2K7	CHR3V7|COORD:2367462..2372244| lipase class 3 family protein	AT3G07400.1	CHR02V5|COORD:16606368..16596799|protein triacylglycerol lipase, putative, expressed	LOC_Os02g28040.1	no descriptionweakly similar to ( 114)AT3G07400| Symbols:  | lipase class 3 family protein | chr3:2367462-2372244 FORWARD	lipid metabolism.lipid degradation.lipases.triacylglycerol lipase	11_9_2_1

CUST_59566_PI403524517	2	-0.3359723	0.87800646	-0.029821396	0.7480297	0.029821396	-0.67379713	35_16986	"Cluster: Os12g0639400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os12g0639400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0ILK8	"CHR5V7|COORD:16037446..16038990| AATP1 (AAA-ATPASE 1); ATP binding / ATPase"	AT5G40010.1	CHR12V5|COORD:27388834..27390394|protein cell Division Protein AAA ATPase family, putative, expressed	LOC_Os12g44210.1	"no descriptionmoderately similar to ( 427)AT5G40010| Symbols: AATP1 | AATP1 (AAA-ATPASE 1); ATP binding / ATPase | chr5:16037446-16038990 REVERSEvery weakly similar to (50.8)PRS6A_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07003 AAA Herpes_BLLF1 PRK07764 PRK12323 HPC2 Atrophin-1 AF-4 RPT1 APC_basic PRK12678 SpoVK HflB KAR9 BASP1 DUF1509 Metaviral_G DUF566 PRK03992 SerH PRK05648 Protamine_P1 TT_ORF1 Pneumo_att_G PRK09169 Tymo_45kd_70kd PRK12372 hflB GRASP55_65 PRK08770"	protein.degradation.AAA type	29_5_9

CUST_67672_PI403524517	2	0.13852978	0.59655094	0.018187523	-0.08406639	-0.14136505	-0.018187523	35_19331	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10QF7	CHR2V7|COORD:12307457..12308800| disease resistance-responsive family protein / fibroin-related	AT2G28670.1	CHR03V5|COORD:5140627..5145886|protein expressed protein	LOC_Os03g10180.2	no description	not assigned.unknown	35_2

CUST_95456_PI403524517	2	-0.4649353	0.23014736	0.2066679	0.07393837	-0.39363766	-0.07393837	35_27280	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_90756_PI403524517	2	0.050473213	0.30234432	0.19277668	-0.09975147	-0.21300983	-0.050474167	35_25959	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_51969_PI403524517	2	0.007993698	0.017671585	-0.03265953	-0.007993698	0.012289047	-0.018737793	35_14814	"Cluster: 40S ribosomal protein S30; n=4; Magnoliophyta|Rep: 40S ribosomal protein S30 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_P49689	CHR5|COORD:22952639..22953207| 40S ribosomal protein S30 (RPS30C)	AT5G56670.1	CHR06V5|COORD:3655479..3656131|protein expressed protein	LOC_Os06g07580.2	no descriptionweakly similar to ( 119)AT5G56670| Symbols:  | 40S ribosomal protein S30 (RPS30C) | chr5:22952639-22953207 REVERSEnot assigned Ribosomal_S30 Wali7	protein.synthesis.misc ribososomal protein	29_2_2

CUST_65536_PI403524517	2	0.02981186	0.19548225	-0.02981186	-0.15264797	0.040042877	-0.1753807	35_18714	Rep: Acid phosphatase - Oryza sativa (Rice)	UniRef90_Q8S505	"CHR5V7|COORD:13125705..13128447| ATPAP26/PAP26 (purple acid phosphatase 26); acid phosphatase/ protein serine/threonine phosphatase"	AT5G34850.1	CHR06V5|COORD:26258284..26253122|protein purple acid phosphatase precursor, putative, expressed	LOC_Os06g43640.2	" no descriptionhighly similar to ( 720)AT5G34850| Symbols: ATPAP26, PAP26 | ATPAP26/PAP26 (purple acid phosphatase 26); acid phosphatase/ protein serine/threonine phosphatase | chr5:13125705-13128447 REVERSEhighly similar to ( 565)PPAF_SOYBNPurple acid phosphatase precursor - Glycine max (Soybean)not assigned Metallophos Icc "	misc.acid and other phosphatases	26_13

CUST_65794_PI403524517	2	0.18943024	-0.26443958	-0.024950027	-0.002234459	0.002234459	0.097994804	35_18792	"Cluster: OsTATC protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OsTATC protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q9AVE6	CHR2V7|COORD:83786..85088| APG2 (ALBINO AND PALE GREEN 2)	AT2G01110.1	CHR01V5|COORD:17673251..17668048|protein expressed protein	LOC_Os01g31680.1	 no descriptionmoderately similar to ( 377)AT2G01110| Symbols: UNE3, PGA2, TATC, APG2 | APG2 (ALBINO AND PALE GREEN 2) | chr2:83786-85088 REVERSETatC TatC PRK10921 	not assigned.no ontology	35_1

CUST_6143_PI404877155	2	0.015462875	0.290246	0.09911156	-0.06654453	-0.015462875	-0.06852722	Contig18490_at	AT3g52870/F8J2_40 [Arabidopsis thaliana]	AAM78112.1	calmodulin-binding family protein	At3g52870.1	protein IQ calmodulin-binding motif, putative	Os12g05420	gi|21928170|gb|AAM78112.1| AT3g52870/F8J2_40	signalling.calcium	30_3

CUST_41349_PI403524517	2	0.20480728	0.58869123	-0.034801006	-0.39613295	-0.43822002	0.034801006	35_11884	"Cluster: Os12g0209700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os12g0209700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IPF1	"CHR4V7|COORD:6705174..6708842| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G28770.1); similar to expressed protein [Oryza sativa (japonica"	AT4G10930.1	CHR12V5|COORD:5731271..5738702|protein expressed protein	LOC_Os12g10700.1	"no descriptionvery weakly similar to (62.0)AT4G10930| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G28770.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABA96698.2) | chr4:6705174-6708842 REVERSE"	not assigned.unknown	35_2

CUST_138456_PI403524517	2	0.05106449	0.23998547	-0.05106449	-0.11452389	0.13348246	-0.5734663	35_38836	"Cluster: DNA-binding protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: DNA-binding protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ZK15	"CHR1V7|COORD:450646..451977| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G45830.1); similar to Os08g0500500 [Oryza sativa (japonica cultivar-grou"	AT1G02290.1	CHR08V5|COORD:24579582..24582822|protein expressed protein	LOC_Os08g39120.1	"no descriptionvery weakly similar to (69.3)AT1G02290| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G45830.1); similar to Os08g0500500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001062157.1); similar to unknow protein [Oryza sativa (japonica cultivar-group)] (GB:AAV44209.1) | chr1:450646-451977 REVERSE"	not assigned.unknown	35_2

CUST_19517_PI404877155	2	0.25161076	-0.7416401	-0.105817795	0.008724213	0.3242054	-0.008724213	rbah19o01_s_at	pseudo-response regulator 5 (APRR5) [Arabidopsis thaliana] dbj|BAB13743.1| pseudo-response regulator 5 [Arabidopsis thaliana]	NP_568446.1	pseudo-response regulator 5 (APRR5)	At5g24470.1	protein pseudo-response regulator 3	Os09g36220	two-component response regulator protein	RNA.regulation of transcription.Psudo ARR transcription factor family	27_3_66

CUST_50657_PI403524517	2	-0.05664158	0.3920231	-0.043833256	0.09138632	-0.39172125	0.043833256	35_14457	"Cluster: ATP-dependent Clp protease ATP-binding subunit; n=2; Oryza sativa|Rep: ATP-dependent Clp protease ATP-binding subunit - Oryza sativa (indica cultivar-g"	UniRef90_Q8GT62	"CHR5V7|COORD:20781705..20785707| ERD1 (EARLY RESPONSIVE TO DEHYDRATION 1); ATP binding / ATPase"	AT5G51070.1	CHR02V5|COORD:19245477..19250435|protein ERD1 protein, chloroplast precursor, putative, expressed	LOC_Os02g32520.1	" no descriptionhighly similar to ( 908)AT5G51070| Symbols: CLPD, ERD1 | ERD1 (EARLY RESPONSIVE TO DEHYDRATION 1); ATP binding / ATPase | chr5:20781705-20785707 FORWARDhighly similar to ( 662)CLPC_PEAATP-dependent Clp protease ATP-binding subunit clpC homolog, chloroplast precursor - Pisum sativum (Garden pea)not assigned not assigned clpA clpC PRK10865 clpA AAA_2 AAA AAA COG0714 ClpX AAA_5 clpX Torsin SpoVK "	protein.degradation.serine protease	29_5_5

CUST_51190_PI403524517	2	-0.19672394	-0.5829439	0.14132881	0.09151173	0.14981556	-0.09151173	35_14596	Rep: Cytochrome c - Pastinaca sativa (Parsnip)	UniRef90_P00071	"CHR1V7|COORD:8079373..8080275| ATCYTC-A/CYTC-1 (CYTOCHROME C-1); electron carrier"	AT1G22840.1	CHR05V5|COORD:20546856..20549264|protein cytochrome c, putative, expressed	LOC_Os05g34770.1	" no descriptionvery weakly similar to (63.9)AT1G22840| Symbols: CYTC-1, ATCYTC-A | ATCYTC-A/CYTC-1 (CYTOCHROME C-1); electron carrier | chr1:8079373-8080275 FORWARDvery weakly similar to (69.3)CYC_WHEATCytochrome c - Triticum aestivum (Wheat)not assigned COG3474 "	mitochondrial electron transport / ATP synthesis.cytochrome c	9_6

CUST_23589_PI403524517	2	0.18133163	0.08072662	-0.08072615	-0.32868528	0.095639706	-0.52135086	35_6856	"Cluster: Putative anter-specific proline-rich protein APG; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative anter-specific proline-rich protein APG - O"	UniRef90_Q6ESR5	CHR5V7|COORD:22354971..22356967| GDSL-motif lipase/hydrolase family protein	AT5G55050.1	CHR02V5|COORD:27156897..27152479|protein GSDL-motif lipase, putative, expressed	LOC_Os02g44860.1	no descriptionweakly similar to ( 109)AT5G55050| Symbols:  | GDSL-motif lipase/hydrolase family protein | chr5:22354971-22356967 FORWARDvery weakly similar to (68.6)APG_BRANAAnther-specific proline-rich protein APG - Brassica napus (Rape)SGNH_plant_lipase_like	misc.GDSL-motif lipase	26_28

CUST_105338_PI403524517	2	-0.069934845	0.5703459	0.17247581	-0.052336216	0.004240036	-0.004240513	35_30002	"Cluster: Polyubiquitin-like protein; n=1; Brachypodium sylvaticum|Rep: Polyubiquitin-like protein - Brachypodium sylvaticum (False brome)"	UniRef90_Q2L3D3	"CHR4V7|COORD:7445582..7448816| UPL5 (UBIQUITIN PROTEIN LIGASE 5); ubiquitin-protein ligase"	AT4G12570.1	CHR09V5|COORD:18693227..18686739|protein HECT-domain, putative, expressed	LOC_Os09g31090.1	"no descriptionweakly similar to ( 172)AT4G12570| Symbols: UPL5 | UPL5 (UBIQUITIN PROTEIN LIGASE 5); ubiquitin-protein ligase | chr4:7445582-7448816 FORWARDnot assigned not assigned not assigned not assigned not assigned HECTc HUL4 HECT HECTc"	protein.degradation.ubiquitin.E3.HECT	29_5_11_4_1

CUST_17117_PI403524517	2	-0.20084953	-0.56565094	-0.2635603	0.25711346	0.28585148	0.20084858	35_4950	Rep: Nuclear matrix protein 1 - Hordeum vulgare (Barley)	UniRef90_Q8LLV5	"CHR5V7|COORD:5805936..5808457| similar to nuclear matrix protein 1 [Lycopersicon esculentum] (GB:AAK83083.1); contains InterPro domain Plant nuclear"	AT5G17620.1	CHR01V5|COORD:38016335..38012905|protein nuclear matrix protein 1, putative, expressed	LOC_Os01g64920.1	"no descriptionvery weakly similar to (81.3)AT5G17620| Symbols:  | similar to nuclear matrix protein 1 [Lycopersicon esculentum] (GB:AAK83083.1); contains InterPro domain Plant nuclear matrix 1; (InterPro:IPR010604) | chr5:5805936-5808457 REVERSEPlant_NMP1"	not assigned.unknown	35_2

CUST_55696_PI403524517	2	-0.025880814	-0.28737164	-0.07289219	0.08306599	0.13387394	0.02587986	35_15853	"Cluster: Eukaryotic peptide chain release factor subunit 1-3; n=2; Oryza sativa (japonica cultivar-group)|Rep: Eukaryotic peptide chain release factor subunit 1"	UniRef90_Q75I90	"CHR3V7|COORD:9790091..9791398| ERF1-3 (EUKARYOTIC RELEASE FACTOR 1-3); translation release factor"	AT3G26618.1	CHR03V5|COORD:28185367..28188548|protein eukaryotic peptide chain release factor subunit 1-1, putative, expressed	LOC_Os03g49580.1	"no descriptionhighly similar to ( 763)AT3G26618| Symbols: ERF1-3 | ERF1-3 (EUKARYOTIC RELEASE FACTOR 1-3); translation release factor | chr3:9790091-9791398 FORWARDnot assigned eRF1 PRK04011 eRF1_1 eRF1_2 eRF1_3 PelA"	protein.synthesis.release	29_2_5

CUST_88767_PI403524517	2	0.038527966	0.6506586	-0.038527966	-0.24294615	0.20857668	-0.41998148	35_25402	"Cluster: Os02g0748800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os02g0748800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DXK3	CHR4V7|COORD:6566621..6567625| glutaredoxin family protein	AT4G10630.1	CHR02V5|COORD:31456975..31455269|protein glutaredoxin family protein, expressed	LOC_Os02g51370.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_17655_PI399408534	2	-0.02444458	-0.06389618	0.02120781	-0.021206856	0.058547974	0.059781075	35_5966	"Cluster: Hypothetical protein OSJNBa0014O06.7; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0014O06.7 - Oryza sativa (japonica cu"	UniRef90_Q8H065	CHR3V7|COORD:22044193..22044905| mitochondrial ribosomal protein L51/S25/CI-B8 family protein	AT3G59650.1	CHR03V5|COORD:5594593..5592365|protein mitochondrial ribosomal protein L43, putative, expressed	LOC_Os03g10930.2	no descriptionmoderately similar to ( 203)AT3G59650| Symbols:  | mitochondrial ribosomal protein L51/S25/CI-B8 family protein | chr3:22044193-22044905 FORWARDnot assigned L51_S25_CI-B8	RNA.regulation of transcription.unclassified	27_3_99

CUST_112736_PI403524517	2	0.27476788	-0.0071964264	-0.06780052	0.03510475	-0.25063896	0.0071954727	35_31999	0	0	CHR5V7|COORD:2468240..2473658| formin homology 2 domain-containing protein / FH2 domain-containing protein	AT5G07760.1	CHR02V5|COORD:4175209..4165204|protein ATP binding protein, putative, expressed	LOC_Os02g07960.3	no description	not assigned.unknown	35_2

CUST_171370_PI403524517	2	-0.025079727	-0.29531956	-0.10098171	0.11595249	0.19906044	0.025078773	35_47751	"Cluster: Putative polyribonucleotide nucleotidyltransferase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative polyribonucleotide nucleotidyltransferase"	UniRef90_Q6KAI0		0	CHR02V5|COORD:24528960..24525423|protein 3-5-exoribonuclease/ RNA binding protein, putative, expressed	LOC_Os02g40460.1	no description	not assigned.unknown	35_2

CUST_89734_PI403524517	2	0.16778564	-0.0651598	-0.027236938	0.25730228	7.953644E-4	-7.944107E-4	35_25674	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_6681_PI404877155	2	0.31745815	-0.00609684	-0.032802105	0.006095886	-0.22723389	0.17759609	Contig19841_at	acinusL protein-like [Oryza sativa (japonica cultivar-group)]	BAC79704.1	SAP domain-containing protein	At4g39680.1	protein SAP domain, putative	Os03g26630	NONE	RNA.regulation of transcription.putative DNA-binding protein	27_3_67

CUST_35696_PI403524517	2	-0.047647476	-0.11560345	0.013220787	0.18034458	0.17551708	-0.013220787	35_10294	Rep: OSIGBa0135C09.4 protein - Oryza sativa (Rice)	UniRef90_A0B9X8	0	0	CHR04V5|COORD:19058577..19052986|protein expressed protein	LOC_Os04g32090.1	no description	not assigned.unknown	35_2

CUST_27081_PI403524517	2	-0.07491112	0.1948328	0.057172775	0.11562061	-0.057172775	-0.19792509	35_7843	"Cluster: Os06g0730300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0730300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D9A4	"CHR3V7|COORD:6959650..6961373| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G18245.1); similar to Os06g0730300 [Oryza sativa (japonica"	AT3G19970.1	CHR06V5|COORD:31126417..31129684|protein expressed protein	LOC_Os06g51390.2	" no descriptionweakly similar to ( 174)AT3G19970| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G18245.1); similar to Os06g0730300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001058655.1); similar to integral membrane protein-like [Oryza sativa (japonica cultivar-group)] (GB:BAD62122.1); contains InterPro domain Protein of unknown function DUF829, eukaryotic; (InterPro:IPR008547) | chr3:6959650-6961373 FORWARDnot assigned DUF829 "	not assigned.unknown	35_2

CUST_153546_PI403524517	2	0.03252411	-0.04179287	-0.03252411	0.11946392	0.31334305	-0.13009548	35_42912	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_155922_PI403524517	2	0.057373047	-0.03171444	0.031713486	-0.07463837	0.054346085	-0.10808754	35_43548	"Cluster: Fiber protein Fb2, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Fiber protein Fb2, putative, expressed - Oryza sativa (japonic"	UniRef90_Q2QNS5	"CHR3V7|COORD:2132977..2134361| similar to HRB1 (HYPERSENSITIVE TO RED AND BLUE) [Arabidopsis thaliana] (TAIR:AT5G49230.1); similar to fiber protein Fb2"	AT3G06760.1	CHR12V5|COORD:22583201..22588815|protein fiber protein Fb2, putative, expressed	LOC_Os12g36900.1	"no descriptionvery weakly similar to (60.1)AT3G06760| Symbols:  | similar to HRB1 (HYPERSENSITIVE TO RED AND BLUE) [Arabidopsis thaliana] (TAIR:AT5G49230.1); similar to fiber protein Fb2 [Gossypium barbadense] (GB:AAN77145.1); contains InterPro domain Drought induced 19; (InterPro:IPR008598) | chr3:2132977-2134361 FORWARDDi19"	stress.abiotic.drought/salt	20_2_3

CUST_57101_PI403524517	2	0.026773453	0.25728226	0.039509773	-0.08228111	-0.060214043	-0.026774406	35_16278	"Cluster: Putative ribosomal protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ribosomal protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8LNG5	CHR1V7|COORD:2215319..2216667| 30S ribosomal protein S18 family	AT1G07210.1	CHR10V5|COORD:18754688..18758059|protein ribosomal protein S18 containing protein, expressed	LOC_Os10g35690.1	no descriptionweakly similar to ( 148)AT1G07210| Symbols:  | 30S ribosomal protein S18 family | chr1:2215319-2216667 FORWARDvery weakly similar to (51.2)RR18_CHLREChloroplast 30S ribosomal protein S18 - Chlamydomonas reinhardtiinot assigned rpsR RpsR Ribosomal_S18 rps18	protein.synthesis.mito/plastid ribosomal protein.plastid	29_2_1_1

CUST_25633_PI403524517	2	-0.117035866	0.38007355	0.120025635	-0.080516815	-0.006881714	0.00688076	35_7429	"Cluster: YGL010w-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: YGL010w-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6EP55	"CHR1V7|COORD:6458012..6459650| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G74440.1); similar to YGL010w-like protein [Picea mariana]"	AT1G18720.1	CHR02V5|COORD:22239136..22241725|protein YGL010w-like protein, putative, expressed	LOC_Os02g36870.1	"no descriptionweakly similar to ( 183)AT1G18720| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G74440.1); similar to YGL010w-like protein [Picea mariana] (GB:AAC32136.1); contains InterPro domain Protein of unknown function DUF962; (InterPro:IPR009305) | chr1:6458012-6459650 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned DUF962 COG4539 PRK07764 PRK12323 Atrophin-1 PRK10856 TT_ORF1"	not assigned.no ontology	35_1

CUST_91294_PI403524517	2	0.061120033	-0.4335041	0.032323837	-0.05049801	-0.03232479	0.13113976	35_26106	"Cluster: Putative HEN1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative HEN1 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69U43	CHR4V7|COORD:11186275..11190586| HEN1 (HUA ENHANCER 1)	AT4G20910.1	CHR07V5|COORD:3433047..3427743|protein HEN1, putative, expressed	LOC_Os07g06970.1	 no descriptionvery weakly similar to (74.7)AT4G20910| Symbols: CRM2, HEN1 | HEN1 (HUA ENHANCER 1) | chr4:11186275-11190586 REVERSE	RNA.RNA binding	27_4

CUST_11279_PI399408534	2	4.5204163E-4	-4.5204163E-4	0.30852413	0.17418623	-0.36627388	-0.9114857	35_34847	Rep: 14-3-3-like protein B - Hordeum vulgare (Barley)	UniRef90_Q43470	"CHR5V7|COORD:5244011..5245405| GRF5 (GENERAL REGULATORY FACTOR 5); protein phosphorylated amino acid binding"	AT5G16050.1	CHR02V5|COORD:22327412..22331843|protein 14-3-3-like protein B, putative, expressed	LOC_Os02g36974.6	" no descriptionvery weakly similar to (89.4)AT5G16050| Symbols: GF14 UPSILON, GRF5 | GRF5 (GENERAL REGULATORY FACTOR 5); protein phosphorylated amino acid binding | chr5:5244011-5245405 REVERSEweakly similar to ( 118)1433B_HORVU14-3-3-like protein B - Hordeum vulgare (Barley)not assigned 14-3-3 BMH1 14_3_3 "	signalling.14-3-3 proteins	30_7

CUST_48742_PI403524517	2	0.044221878	-0.91394424	-0.079135895	0.03049469	0.08540726	-0.03049469	35_13921	Rep: Protein H2A.6 - Triticum aestivum (Wheat)	UniRef90_Q43214	CHR5V7|COORD:575435..576454| histone H2A, putative	AT5G02560.1	CHR03V5|COORD:9478877..9477951|protein histone H2A, putative, expressed	LOC_Os03g17100.1	 no descriptionweakly similar to ( 154)AT5G02560| Symbols:  | histone H2A, putative | chr5:575435-576454 FORWARDweakly similar to ( 182)H2A5_WHEATProtein H2A.5 - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned H2A H2A HTA1 Histone PRK12323 PRK07003 Tymo_45kd_70kd Atrophin-1 PRK07764 PRK08853 	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_23363_PI403524517	2	0.24261379	0.13732052	0.053292274	-0.053292274	-0.20181847	-0.12637043	35_6789	"Cluster: Os09g0461900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os09g0461900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J154	"CHR3V7|COORD:18048171..18049145| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G48700.1); similar to Esterase/lipase/thioesterase [Medicago"	AT3G48690.1	CHR09V5|COORD:17461069..17459635|protein gibberellin receptor GID1L2, putative, expressed	LOC_Os09g28730.1	"no descriptionweakly similar to ( 184)AT3G48690| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G48700.1); similar to Esterase/lipase/thioesterase [Medicago truncatula] (GB:ABE83378.1); contains InterPro domain Esterase/lipase/thioesterase; (InterPro:IPR000379); contains InterPro domain Alpha/beta hydrolase fold-3; (InterPro:IPR013094) | chr3:18048171-18049145 REVERSEweakly similar to ( 102)GID1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Abhydrolase_3 Aes PRK12323 COesterase PRK07003 PnbA HPC2 TT_ORF1 Pneumo_att_G PRK07764 Herpes_BLLF1 Atrophin-1 Esterase_lipase DUF566 PRK12678 DUF1421 APC_basic PRK05648 Tymo_45kd_70kd KAR9 Protamine_P1"	not assigned.no ontology	35_1

CUST_71018_PI403524517	2	-0.022276878	-0.25973225	0.19099903	0.022276878	0.026240349	-0.04501629	35_20345	"Cluster: Hypothetical protein P0461D06.4; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0461D06.4 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6H4M6	"CHR2V7|COORD:16735456..16738238| similar to proline-rich family protein [Arabidopsis thaliana] (TAIR:AT3G09000.1); similar to Os01g0141900 [Oryza"	AT2G40070.1	CHR02V5|COORD:18820281..18818690|protein expressed protein	LOC_Os02g31867.1	no descriptionnot assigned not assigned not assigned not assigned PRK12678	not assigned.unknown	35_2

CUST_44091_PI403524517	2	-0.044999123	0.68327236	0.1261177	-0.16023636	-0.16023636	0.044999123	35_12651	"Cluster: Os01g0950800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0950800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JG06	"CHR3V7|COORD:5335263..5336191| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G34570.1); similar to hypothetical protein [Lotus japonicus]"	AT3G15750.1	CHR01V5|COORD:42193395..42191468|protein expressed protein	LOC_Os01g72200.1	"no descriptionvery weakly similar to (71.2)AT1G34570| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G15750.1); similar to hypothetical protein [Lotus japonicus] (GB:CAE45590.1) | chr1:12655275-12656422 REVERSEnot assigned"	not assigned.unknown	35_2

CUST_13532_PI399408534	2	0.034252167	0.2867241	0.05723095	-0.115385056	-0.24416256	-0.034251213	35_15601	"Cluster: Putative methyl-binding domain protein MBD105; n=1; Zea mays|Rep: Putative methyl-binding domain protein MBD105 - Zea mays (Maize)"	UniRef90_Q94IQ9	"CHR1V7|COORD:5275890..5277469| MBD10 (methyl-CpG-binding domain 10); DNA binding"	AT1G15340.1	CHR12V5|COORD:26396477..26391717|protein brain acid soluble protein 1, putative, expressed	LOC_Os12g42550.1	"no descriptionweakly similar to ( 122)AT1G15340| Symbols: MBD10 | MBD10 (methyl-CpG-binding domain 10); DNA binding | chr1:5275890-5277469 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned MARCKS PRK07003 PRK05648 DUF612 BASP1 rne SerH aceF PRK12323 PRK07764 FimV Atrophin-1 PRK12688 MeCP2_MBD ActA tolA DREPP PRK10263 MBD PRK12372 CDC27 Ehrlichia_rpt TolA COG4223 Neuromodulin PRK12373"	RNA.regulation of transcription.Methyl binding domain proteins	27_3_59

CUST_15444_PI404877155	2	-0.42757797	-0.6777754	0.31237793	0.76655483	1.0793104	-0.31237698	Contig9315_at	CONSTANS-like protein CO7 [Hordeum vulgare subsp. vulgare]	AAL99269.1	zinc finger (B-box type) family protein	At5g24930.1	protein CONSTANS-like protein CO7	Os02g08150	NONE	RNA.regulation of transcription.C2C2(Zn) CO-like, Constans-like zinc finger family	27_3_07

CUST_14654_PI404877155	2	0.4062519	-1.6772261	-0.6305895	0.5642643	-0.13605404	0.13605309	Contig8453_at	putative stress-related protein [Oryza sativa (japonica cultivar-group)]	BAC15991.1	rubber elongation factor (REF) family protein	At3g05500.1	protein Rubber elongation factor protein (REF)	Os07g47510	putative stress-related protein	stress.abiotic.unspecified	20_2_99

CUST_161163_PI403524517	2	0.14975166	0.110588074	-7.209778E-4	7.2050095E-4	-0.24345207	-0.1547947	35_44965	"Cluster: Hypothetical protein OJ1126_B10.1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1126_B10.1 - Oryza sativa (japonica cultivar"	UniRef90_Q6L5G1	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	CHR05V5|COORD:28618961..28621235|protein nucleic acid binding f, putative, expressed	LOC_Os05g50080.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_25689_PI403524517	2	-0.10528183	0.21261787	0.07432556	-0.06567764	-0.036408424	0.036408424	35_7446	Rep: OSIGBa0101A01.3 protein - Oryza sativa (Rice)	UniRef90_Q01LW8	CHR3V7|COORD:3216507..3219032| glycerol-3-phosphate dehydrogenase, putative	AT3G10370.1	CHR04V5|COORD:8294097..8287065|protein glycerol-3-phosphate dehydrogenase, mitochondrial precursor, putative, expressed	LOC_Os04g14790.1	 no descriptionhighly similar to ( 502)AT3G10370| Symbols:  | glycerol-3-phosphate dehydrogenase, putative | chr3:3216507-3219032 FORWARDnot assigned GlpA glpD glpA 	lipid metabolism.glyceral metabolism.FAD-dependent glycerol-3-phosphate dehydrogenase	11_5_3

CUST_48402_PI403524517	2	-0.2940092	0.18106365	-0.044843674	0.19187164	0.044843674	-0.21172237	35_13831	Rep: Plasma membrane intrinsic protein - Zea mays (Maize)	UniRef90_Q84RL8	"CHR4V7|COORD:12220802..12222165| PIP1;5/PIP1D (plasma membrane intrinsic protein 1;5); water channel"	AT4G23400.1	CHR02V5|COORD:27038450..27041579|protein aquaporin PIP1.1, putative, expressed	LOC_Os02g44630.2	" no descriptionhighly similar to ( 501)AT4G23400| Symbols: PIP1D, PIP1;5 | PIP1;5/PIP1D (plasma membrane intrinsic protein 1;5); water channel | chr4:12220802-12222165 FORWARDhighly similar to ( 527)PIP11_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned MIP MIP GlpF PRK05420 PRK07764 PRK12323 Herpes_BLLF1 Atrophin-1 PRK07003 HPC2 TT_ORF1 APC_basic DUF1421 DUF566 Protamine_P1 Protamine_P2 KAR9 AF-4 PRK05648 Tymo_45kd_70kd "	transport.Major Intrinsic Proteins.PIP	34_19_1

CUST_150365_PI403524517	2	-0.0412817	-0.51685905	-0.08100033	0.041282654	0.10259342	0.11067867	35_42064	"Cluster: Monothiol glutaredoxin-S10 precursor; n=1; Oryza sativa|Rep: Monothiol glutaredoxin-S10 precursor - Oryza sativa (Rice)"	UniRef90_Q0J3L4	CHR4V7|COORD:14199180..14200718| glutaredoxin family protein	AT4G28730.1	CHR08V5|COORD:28210454..28212700|protein OsGrx_S12 - glutaredoxin subgroup I, expressed	LOC_Os08g45140.1	no descriptionvery weakly similar to (79.7)AT4G28730| Symbols:  | glutaredoxin family protein | chr4:14199180-14200718 FORWARDnot assigned GRX_GRXh_1_2_like	redox.glutaredoxins	21_4

CUST_169843_PI403524517	2	-0.033124924	0.14826584	-0.01412487	-0.11914253	0.051553726	0.01412487	35_47309	Rep: Endoglucanase 2 precursor - Oryza sativa (Rice)	UniRef90_Q5NAT0	CHR1V7|COORD:23914992..23918305| endo-1,4-beta-glucanase, putative / cellulase, putative	AT1G64390.1	CHR01V5|COORD:6564953..6561484|protein endoglucanase 1 precursor, putative, expressed	LOC_Os01g12070.1	 no descriptionmoderately similar to ( 243)AT1G64390| Symbols:  | endo-1,4-beta-glucanase, putative / cellulase, putative | chr1:23914992-23918305 FORWARDmoderately similar to ( 261)GUN1_ORYSAGlyco_hydro_9 	cell wall.degradation.cellulases and beta -1,4-glucanases	10_6_1

CUST_15188_PI399408534	2	-0.8496618	0.035479546	0.3996625	0.35426664	-0.035479546	-0.9494324	35_27594	"Cluster: NAC domain transcription factor; n=3; Triticum aestivum|Rep: NAC domain transcription factor - Triticum aestivum (Wheat)"	UniRef90_Q4U0D4	"CHR3V7|COORD:5243703..5245044| ATNAC2 (Arabidopsis thaliana NAC domain containing protein 2); transcription factor"	AT3G15510.1	CHR12V5|COORD:1138154..1140356|protein NAC domain transcription factor, putative, expressed	LOC_Os12g03040.1	" no descriptionmoderately similar to ( 230)AT3G15510| Symbols: ANAC056, ATNAC2 | ATNAC2 (Arabidopsis thaliana NAC domain containing protein 2); transcription factor | chr3:5243703-5245044 FORWARDmoderately similar to ( 221)NAC68_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned NAM PRK07003 PRK12323 Atrophin-1 HPC2 Herpes_BLLF1 DUF1421 PRK07764 PRK05648 "	RNA.regulation of transcription.NAC domain transcription factor family	27_3_27

CUST_152030_PI403524517	2	0.43463373	0.3338871	0.039307594	-0.039307117	-0.4026513	-0.16618347	35_42499	Rep: Putative polyprotein - Zea mays (Maize)	UniRef90_Q8SA93	"CHR3V7|COORD:2921810..2923264| similar to reverse transcriptase-related [Arabidopsis thaliana] (TAIR:AT2G02650.1); similar to 52O08_2 [Brassica rapa"	AT3G09510.1	CHR12V5|COORD:18452972..18451643|protein retrotransposon protein, putative, unclassified	LOC_Os12g30780.1	" no descriptionvery weakly similar to (60.8)AT3G09510| Symbols:  | similar to reverse transcriptase-related [Arabidopsis thaliana] (TAIR:AT2G02650.1); similar to 52O08_2 [Brassica rapa subsp. pekinensis] (GB:AAZ67547.1); contains InterPro domain Polynucleotidyl transferase, Ribonuclease H fold; (InterPro:IPR012337) | chr3:2921810-2923264 FORWARD"	not assigned.unknown	35_2

CUST_51734_PI403524517	2	0.028453827	-0.90968513	-0.3851261	0.780941	0.061175346	-0.028452873	35_14744	"Cluster: 12-oxo-phytodienoic acid reductase; n=1; Zea mays|Rep: 12-oxo-phytodienoic acid reductase - Zea mays (Maize)"	UniRef90_Q49HE1	"CHR1V7|COORD:28783870..28785249| OPR2 (12-oxophytodienoate reductase 2); 12-oxophytodienoate reductase"	AT1G76690.1	CHR06V5|COORD:5918691..5917118|protein 12-oxophytodienoate reductase 2, putative, expressed	LOC_Os06g11290.1	 no descriptionweakly similar to ( 133)AT1G09400| Symbols:  | 12-oxophytodienoate reductase, putative | chr1:3033678-3034995 REVERSEweakly similar to ( 116)IPYR_ORYSAnot assigned not assigned OYE_like_FMN NemA OYE_like_FMN_family PRK10605 Oxidored_FMN OYE_like_4_FMN OYE_YqiM_FMN OYE_like_5_FMN OYE_like_2_FMN OYE_like_3_FMN DCR_FMN PRK08255 TMADH_HD_FMN pyrophosphatase ER_like_FMN Ppa 	nucleotide metabolism.phosphotransfer and pyrophosphatases.misc	23_4_99

CUST_64232_PI403524517	2	-0.16657734	-1.039505E-4	0.07354736	-0.0929718	0.20323849	1.039505E-4	35_18339	"Cluster: Zinc finger protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Zinc finger protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69QZ4	CHR5V7|COORD:18367238..18369319| zinc finger (C3HC4-type RING finger) family protein	AT5G45290.1	CHR02V5|COORD:33990985..33984751|protein zinc finger, C3HC4 type family protein, expressed	LOC_Os02g55520.1	no descriptionweakly similar to ( 126)AT5G45290| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr5:18367238-18369319 REVERSEvery weakly similar to (62.8)EL5_ORYSAnot assigned RING COG5540 RING zf-C3HC4	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_97_PI399407379	2	-0.14087248	0.13549852	0.18982935	-0.13549852	0.25149775	-0.37528276	HvRR16									

CUST_100510_PI403524517	2	0.26366997	0.43098927	0.052603245	-0.052603245	-0.1525774	-0.32442427	35_28688	"Cluster: GAMYB-binding protein; n=1; Hordeum vulgare subsp. vulgare|Rep: GAMYB-binding protein - Hordeum vulgare var. distichum (Two-rowed barley)"	UniRef90_Q84UD4	CHR4V7|COORD:10454781..10457479| protein kinase, putative	AT4G19110.1	CHR06V5|COORD:884831..891704|protein serine/threonine-protein kinase MAK, putative, expressed	LOC_Os06g02550.2	 no descriptionweakly similar to ( 112)AT4G19110| Symbols:  | protein kinase, putative | chr4:10454781-10457043 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase 	protein.postranslational modification	29_4

CUST_10562_PI399408534	2	0.7606368	1.5452957	-0.69074297	0.0077166557	-0.69619656	-0.007716179	35_11386	"Cluster: Putative DRE binding factor 2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative DRE binding factor 2 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69TX6	CHR1V7|COORD:16936232..16936867| AP2 domain-containing transcription factor TINY, putative	AT1G44830.1	CHR06V5|COORD:5628417..5630998|protein DNA binding protein, putative, expressed	LOC_Os06g10780.1	 no descriptionvery weakly similar to (70.5)AT1G44830| Symbols:  | AP2 domain-containing transcription factor TINY, putative | chr1:16936232-16936867 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned AP2 AP2 PRK12323 PRK07764 TT_ORF1 PRK07003 Atrophin-1 Drf_FH1 AP2 PRK05648 Extensin_2 DUF1421 Herpes_gI FAP GRASP55_65 Totivirus_coat Protamine_P1 PRK12678 DedD 	RNA.regulation of transcription.AP2/EREBP, APETALA2/Ethylene-responsive element binding protein family	27_3_3

CUST_177512_PI403524517	2	0.13366795	0.15497494	-0.108994484	-0.18949318	-0.10410786	0.10410786	35_49377	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_27934_PI403524517	2	3.74794E-4	0.07752514	-0.23458576	0.1694336	-0.105051994	-3.74794E-4	35_8077	"Cluster: Putative lipase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative lipase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5Z787	CHR5V7|COORD:18637647..18639491| GDSL-motif lipase/hydrolase family protein	AT5G45910.1	CHR06V5|COORD:19841723..19838202|protein esterase precursor, putative, expressed	LOC_Os06g34070.1	no descriptionmoderately similar to ( 213)AT5G45910| Symbols:  | GDSL-motif lipase/hydrolase family protein | chr5:18637647-18639491 REVERSEvery weakly similar to (94.4)EST_HEVBREsterase precursor - Hevea brasiliensis (Para rubber tree)SGNH_plant_lipase_like fatty_acyltransferase_like	misc.GDSL-motif lipase	26_28

CUST_159700_PI403524517	2	0.014736176	0.14824581	-0.042693138	-0.014736176	-0.12566376	0.049218178	35_44570	0	0	CHR3V7|COORD:9355298..9358994| CHUP1 (CHLOROPLAST UNUSUAL POSITIONING 1)	AT3G25690.1	0	0	no description	not assigned.unknown	35_2

CUST_15564_PI404877155	2	-0.2893715	0.16044044	0.08004475	0.028360367	-0.20705128	-0.02836132	Contig9410_at	receptor protein kinase PERK1-like protein [Oryza sativa (japonica cultivar-group)] dbj|BAD01266.1| receptor protein kinase PERK1-like prote	BAD01244.1	protein kinase family protein	At3g21630.1	protein Similar to contains similarity to receptor protein kinase~gene_id:MIL23.20	Os08g42580	putative protein kinase similar to serine/threonine protein kinase Pto GB:AAB47421	signalling.receptor kinases.misc	30_2_99

CUST_4987_PI399408534	2	-1.1218257	0.82061625	0.28219604	-0.27889824	0.27889824	-0.58269453	35_15933	Rep: Putative WRKY2 protein - Hordeum vulgare (Barley)	UniRef90_Q5W1G0	"CHR1V7|COORD:30388726..30390248| WRKY40 (WRKY DNA-binding protein 40); transcription factor"	AT1G80840.1	CHR06V5|COORD:26510702..26508922|protein OsWRKY28 - Superfamily of rice TFs having WRKY and zinc finger domains, expressed	LOC_Os06g44010.1	" no descriptionweakly similar to ( 117)AT1G80840| Symbols: ATWRKY40, WRKY40 | WRKY40 (WRKY DNA-binding protein 40); transcription factor | chr1:30388726-30390248 FORWARDWRKY "	RNA.regulation of transcription.WRKY domain transcription factor family	27_3_32

CUST_40100_PI403524517	2	0.0025558472	-0.42424107	-0.18122673	-0.0025558472	0.22667217	0.16607094	35_11532	"Cluster: Os05g0464200 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0464200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DHI1	0	0	CHR05V5|COORD:22717791..22717044|protein expressed protein	LOC_Os05g38860.1	no description	not assigned.unknown	35_2

CUST_178649_PI403524517	2	-0.7066288	-0.32598877	0.16634083	0.37875462	0.36870384	-0.16634083	35_49687	"Cluster: AP2 domain containing protein, expressed; n=5; Oryza sativa (japonica cultivar-group)|Rep: AP2 domain containing protein, expressed - Oryza sativa (jap"	UniRef90_Q2RB16		0	CHR12V5|COORD:1273766..1268565|protein AP2/EREBP transcriptional factor WRI1, putative, expressed	LOC_Os12g03290.1	no description	not assigned.unknown	35_2

CUST_11873_PI399408534	2	-0.019853592	0.3878994	0.0039577484	-0.0039567947	-0.22644234	0.08667469	35_16162	"Cluster: Putative RNA helicase; n=1; Arabidopsis thaliana|Rep: Putative RNA helicase - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q8VY00	"CHR1V7|COORD:11742336..11749266| EMB2733/ESP3 (EMBRYO DEFECTIVE 2733); ATP-dependent RNA helicase"	AT1G32490.1	CHR08V5|COORD:14859459..14848558|protein pre-mRNA-splicing factor ATP-dependent RNA helicase DHX16, putative, expressed	LOC_Os08g24760.1	" no descriptionweakly similar to ( 183)AT1G32490| Symbols: EMB2733, ESP3 | EMB2733/ESP3 (EMBRYO DEFECTIVE 2733); ATP-dependent RNA helicase | chr1:11742336-11749266 REVERSEvery weakly similar to (55.8)IF39_TOBACnot assigned not assigned not assigned not assigned not assigned DUF1605 HrpA "	RNA.processing.RNA helicase	27_1_2

CUST_10177_PI404877155	2	-0.013479233	0.19426823	-0.11491299	0.0967474	-0.09131527	0.013479233	Contig3882_s_at	Ras-related protein Rab7 (Possible apospory-associated protein) gb|AAA85273.1| possible apospory-associated protein	Q40787	Ras-related GTP-binding protein, putative	At3g18820.1	protein ras-related protein rab7 (possible apospory-associated protein)	Os05g44050	Ras-related protein Rab7	signalling.G-proteins	30_5

CUST_4277_PI404877155	2	0.024396896	0.33892536	-0.024395943	-0.15889359	-0.10321808	0.038024902	Contig15171_s_at	putative low temperature and salt responsive protein [Triticum aestivum]	AAN06944.1	hydrophobic protein, putative / low temperature and salt responsive protein, putative	At2g24040.1	protein hydrophobic protein osr8	Os09g38560	low temperature and salt responsive protein	stress.abiotic.cold	20_2_2

CUST_74200_PI403524517	2	3.6239624E-4	-1.113841	0.005970001	-3.633499E-4	0.3826952	-0.2425251	35_21279	"Cluster: F-box protein family, AtFBX13-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: F-box protein family, AtFBX13-like protein - Oryza sativa"	UniRef90_Q8GSA3	CHR4V7|COORD:15994283..15995536| F-box family protein (FBX13)	AT4G33160.1	CHR07V5|COORD:25486526..25488365|protein F-box protein, putative, expressed	LOC_Os07g42590.1	no descriptionvery weakly similar to (69.3)AT4G33160| Symbols:  | F-box family protein (FBX13) | chr4:15994283-15995536 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TT_ORF1 DUF1777	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_135978_PI403524517	2	0.34742737	0.3431692	0.18458652	-0.24882364	-0.18458652	-0.20809078	35_38134	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_130656_PI403524517	2	0.19773531	0.033298492	0.28878546	-0.08472395	-0.076385975	-0.033298492	35_36692	"Cluster: Os02g0813100 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0813100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DWJ2	CHR2V7|COORD:592358..593601| MEE66 (maternal effect embryo arrest 66)	AT2G02240.1	CHR02V5|COORD:34815478..34820117|protein F-box domain containing protein, expressed	LOC_Os02g56820.1	no descriptionvery weakly similar to (54.3)AT2G02240| Symbols: MEE66 | MEE66 (maternal effect embryo arrest 66) | chr2:592358-593601 REVERSE	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_65978_PI403524517	2	-0.04360962	0.2176075	-0.07346916	0.1263256	-0.04154873	0.04154873	35_18845	"Cluster: Putative internal rotenone-insensitive NADH dehydrogenase; n=1; Solanum tuberosum|Rep: Putative internal rotenone-insensitive NADH dehydrogenase - Sola"	UniRef90_Q9ST63	"CHR1V7|COORD:2204413..2206772| NDA1 (ALTERNATIVE NAD(P)H DEHYDROGENASE 1); NADH dehydrogenase"	AT1G07180.1	CHR01V5|COORD:35835716..35839960|protein rotenone-insensitive NADH-ubiquinone oxidoreductase, mitochondrial precursor, putative, expressed	LOC_Os01g61410.1	" no descriptionhighly similar to ( 541)AT1G07180| Symbols: ATNDI1, NDA1 | NDA1 (ALTERNATIVE NAD(P)H DEHYDROGENASE 1); NADH dehydrogenase | chr1:2204413-2206772 FORWARDnot assigned not assigned Ndh Pyr_redox_2 HcaD Lpd PRK06416 PRK06116 PRK09564 Pyr_redox "	mitochondrial electron transport / ATP synthesis.NADH-DH.type II.internal matrix	9_2_1

CUST_171746_PI403524517	2	0.027980328	-0.3015628	-0.027980328	0.24669456	-0.043239594	0.07209492	35_47852	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_121549_PI403524517	2	0.5696435	-0.36984444	-0.1438694	0.21004343	0.04355097	-0.04355097	35_34326	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_54200_PI403524517	2	0.043362617	-0.06390476	0.019254684	-0.17535973	-0.019255638	0.09945583	35_15428	Rep: Putative Zn transporter - Hordeum vulgare (Barley)	UniRef90_A0JJL9	"CHR2|COORD:19244503..19246474| zinc transporter (ZAT), identical to zinc transporter ZAT (Arabidopsis thaliana) gi:4206640:gb:AAD11757; member of the cation dif"	AT2G46800.2	CHR05V5|COORD:1657082..1653514|protein metal tolerance protein A2, putative, expressed	LOC_Os05g03780.1	" no descriptionweakly similar to ( 120)AT2G46800| Symbols: ATMTP1, MTP1, ZAT1, ZAT | ATMTP1/MTP1/ZAT1 (ZINC TRANSPORTER OF ARABIDOPSIS THALIANA); zinc ion transporter | chr2:19245197-19246393 FORWARDvery weakly similar to (57.8)DHSA_ORYSAnot assigned not assigned not assigned CzcD sdhA Succ_DH_flav_C Cation_efflux "	transport.metal	34_12

CUST_60682_PI403524517	2	0.022330284	0.109662056	-0.022329807	-0.17910242	0.08883333	-0.47838306	35_17310	"Cluster: Armadillo/beta-catenin repeat family protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Armadillo/beta-catenin repeat famil"	UniRef90_Q2QU07	CHR1V7|COORD:7217801..7220598| armadillo/beta-catenin repeat protein-related / U-box domain-containing protein	AT1G20780.1	CHR12V5|COORD:10284123..10278319|protein ubiquitin-protein ligase, putative, expressed	LOC_Os12g17900.1	no descriptionmoderately similar to ( 478)AT1G20780| Symbols:  | armadillo/beta-catenin repeat protein-related / U-box domain-containing protein | chr1:7217801-7220598 FORWARDweakly similar to ( 102)SPL11_ORYSAnot assigned Ubox U-box ARM	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_117685_PI403524517	2	-0.022068024	-2.3237267	1.0621929	1.4097052	-0.6661043	0.022068977	35_33341	Rep: Phenylalanine ammonia-lyase - Triticum aestivum (Wheat)	UniRef90_Q43664	"CHR2V7|COORD:15564681..15567316| PAL1 (PHE AMMONIA LYASE 1); phenylalanine ammonia-lyase"	AT2G37040.1	CHR04V5|COORD:25710651..25707907|protein phenylalanine ammonia-lyase, putative, expressed	LOC_Os04g43800.1	"no descriptionweakly similar to ( 117)AT3G53260| Symbols: PAL2 | PAL2 (phenylalanine ammonia-lyase 2); phenylalanine ammonia-lyase | chr3:19755234-19757597 REVERSEweakly similar to ( 157)PALY_WHEATPhenylalanine ammonia-lyase - Triticum aestivum (Wheat)not assigned"	secondary metabolism.phenylpropanoids.lignin biosynthesis.PAL	16_2_1_1

CUST_75021_PI403524517	2	0.045304775	-0.5129657	-0.13241196	0.09689045	-0.0453043	0.092906475	35_21506	"Cluster: Hypothetical protein OSJNBa0030I14.4; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0030I14.4 - Oryza sativa (japonica cu"	UniRef90_Q5TKG2	"CHR3V7|COORD:17843934..17848356| similar to Os05g0594500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001056507.1); similar to IMP dehydrogenase/GMP"	AT3G48200.1	CHR05V5|COORD:29518141..29512175|protein expressed protein	LOC_Os05g51620.3	"no descriptionvery weakly similar to (95.9)AT3G48200| Symbols:  | similar to Os05g0594500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001056507.1); similar to IMP dehydrogenase/GMP reductase [Medicago truncatula] (GB:ABE93579.1); contains domain gb def: Hypothetical protein At3g48200 (PTHR12326:SF1); contains domain UNCHARACTERIZED (PTHR12326) | chr3:17843934-17848356 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07764 PRK07003 TT_ORF1"	not assigned.unknown	35_2

CUST_1289_PI404877155	2	-0.0022039413	0.0022039413	-0.11165142	-0.006996155	0.008844376	0.10028458	Contig11393_at	Putative growth regulator protein [Oryza sativa (japonica cultivar-group)] gb|AAN65001.1| Putative growth regulator protein [Oryza sativa (j	NP_912425.1	expressed protein	At1g14020.1	protein Plant protein family, putative	Os03g21090	Putative growth regulator protein	hormone metabolism.auxin.induced-regulated-responsive-activated	17_2_3

CUST_105868_PI403524517	2	-0.019877434	-0.071308136	-0.013751984	0.01375103	0.077168465	0.20309258	35_30143	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_169953_PI403524517	2	0.18440866	0.24070358	0.11105204	-0.43678665	-0.37831783	-0.11105156	35_47338	"Cluster: Os05g0150400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0150400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DKP4	"CHR2V7|COORD:12141175..12142992| DRB2 (DSRNA-BINDING PROTEIN 2); double-stranded RNA binding"	AT2G28380.1	CHR05V5|COORD:2867493..2862898|protein double-stranded RNA binding motif family protein, expressed	LOC_Os05g05790.1	"no descriptionvery weakly similar to (89.4)AT2G28380| Symbols: DRB2 | DRB2 (DSRNA-BINDING PROTEIN 2); double-stranded RNA binding | chr2:12141175-12142992 REVERSEDSRM"	RNA.RNA binding	27_4

CUST_22596_PI399408534	2	0.059716225	-0.00452137	0.23060322	-0.015510559	-0.14529896	0.00452137	35_24631	"Cluster: Os01g0892300 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0892300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JH05	CHR5V7|COORD:19621810..19623758| leucine-rich repeat family protein / protein kinase family protein	AT5G48380.1	CHR01V5|COORD:39122329..39124224|protein receptor-like protein kinase, putative, expressed	LOC_Os01g66820.1	no descriptionweakly similar to ( 131)AT5G48380| Symbols:  | leucine-rich repeat family protein / protein kinase family protein | chr5:19621810-19623758 REVERSEvery weakly similar to (80.5)PSKR_DAUCAPhytosulfokine receptor precursor - Daucus carota (Carrot)	stress.biotic	20_1

CUST_23629_PI399408534	2	0.20340824	0.30468464	-0.006175041	-0.16333008	0.0061740875	-0.1552124	35_19680	"Cluster: Hypothetical protein F24M12.160; n=2; Arabidopsis thaliana|Rep: Hypothetical protein F24M12.160 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9SD34	CHR3V7|COORD:18997006..19002680| zinc finger (CCCH-type) family protein	AT3G51120.1	CHR09V5|COORD:20777988..20786462|protein plus-3 domain containing protein, expressed	LOC_Os09g36090.1	no descriptionmoderately similar to ( 222)AT3G51120| Symbols:  | zinc finger (CCCH-type) family protein | chr3:18997006-19002680 REVERSEnot assigned not assigned Plus3 Plus-3 GYF GYF COG5296 GYF	RNA.regulation of transcription.unclassified	27_3_99

CUST_97576_PI403524517	2	0.0062971115	0.191782	-0.006296158	-0.089016914	-0.07264233	0.01991558	35_27863	"Cluster: Hypothetical protein P0481E08.8; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0481E08.8 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q5Z9Q4	0	0	CHR06V5|COORD:30345330..30345016|protein expressed protein	LOC_Os06g50090.1	no descriptionvery weakly similar to (75.1)AT4G17085| Symbols:  | similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:BAD53569.1) | chr4:9604543-9604820 FORWARD	not assigned.no ontology	35_1

CUST_1091_PI404877155	2	0.002374649	-0.11001682	0.08818245	-0.0023736954	-0.047979355	0.012714386	Contig11104_at	VP1/ABI3 family regulatory protein-like protein [Oryza sativa (japonica cultivar-group)] dbj|BAC20873.1| VP1/ABI3 family regulatory protein-	NP_910705.1	transcriptional factor B3 family protein	At2g30470.1	protein B3 DNA binding domain, putative	Os07g37610	family regulatory protein-like protein	RNA.regulation of transcription.ABI3/VP1-related B3-domain-containing transcription factor family	27_3_01

CUST_60162_PI403524517	2	0.11366081	-0.011097908	-0.1574316	0.011097908	-0.019778252	0.0526762	35_17149	"Cluster: MpV17 transgene-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: MpV17 transgene-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8W0A7	CHR3V7|COORD:8966682..8968537| peroxisomal membrane 22 kDa family protein	AT3G24570.1	CHR01V5|COORD:7085996..7082644|protein mpv17 protein, putative, expressed	LOC_Os01g12800.1	no descriptionmoderately similar to ( 231)AT3G24570| Symbols:  | peroxisomal membrane 22 kDa family protein | chr3:8966682-8968537 REVERSEnot assigned Mpv17_PMP22	not assigned.no ontology	35_1

CUST_67057_PI403524517	2	0.0011672974	-0.054177284	0.0028533936	-0.001168251	-0.07952118	0.1716423	35_19151	"Cluster: Putative SL-TPS/P; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative SL-TPS/P - Oryza sativa (japonica cultivar-group)"	UniRef90_Q9AX07	"CHR1V7|COORD:1955412..1958152| ATTPS7 (Arabidopsis thaliana trehalose-phosphatase/synthase 7); transferase, transferring glycosyl groups / trehalose-phosphatase"	AT1G06410.1	CHR01V5|COORD:30786855..30791367|protein trehalose synthase, putative, expressed	LOC_Os01g53000.1	" no descriptionhighly similar to ( 869)AT1G06410| Symbols: TPS7, ATTPSA, ATTPS7 | ATTPS7 (Arabidopsis thaliana trehalose-phosphatase/synthase 7); transferase, transferring glycosyl groups / trehalose-phosphatase | chr1:1955412-1958152 FORWARDnot assigned Glyco_transf_20 OtsA Trehalose_PPase OtsB PRK10117 PRK10187 "	minor CHO metabolism.trehalose.potential TPS/TPP	3_2_3

CUST_11251_PI404877155	2	0.092259884	-0.04398012	0.118537426	-0.38133383	-0.12656832	0.04398012	Contig4920_s_at	aldehyde oxidase (EC 1.2.3.1) - maize dbj|BAA23226.1| aldehyde oxidase [Zea mays]	T01698	aldehyde oxidase 3 (AAO3)	At2g27150.1	protein putative aldehyde oxidase	Os03g57690	aldehyde oxidase (EC 1.2.3.1) 2	hormone metabolism.abscisic acid.synthesis-degradation	17_1_1

CUST_13715_PI399408534	2	0.2729931	-0.39853716	0.01947403	-0.019473076	0.5624542	-0.12337303	35_44549	"Cluster: Putative Septum-promoting GTP-binding protein 1; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative Septum-promoting GTP-binding protein 1 - Ory"	UniRef90_Q84LH2	CHR5V7|COORD:22293837..22295554| GTP-binding family protein	AT5G54840.1	CHR07V5|COORD:20247680..20251408|protein septum-promoting GTP-binding protein 1, putative, expressed	LOC_Os07g33850.1	no descriptionweakly similar to ( 107)AT5G54840| Symbols:  | GTP-binding family protein | chr5:22294587-22295554 REVERSEnot assigned Spg1	signalling.G-proteins	30_5

CUST_142567_PI403524517	2	-0.038804054	-1.0741405	0.03880453	0.14716291	0.14969063	-0.44902802	35_39958	"Cluster: Putative PPR protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative PPR protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8LQQ6	CHR1V7|COORD:3218135..3219931| pentatricopeptide (PPR) repeat-containing protein	AT1G09900.1	CHR01V5|COORD:33509437..33513018|protein rf1 protein, mitochondrial precursor, putative, expressed	LOC_Os01g57410.2	no descriptionweakly similar to ( 127)AT1G09900| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr1:3218135-3219931 FORWARDvery weakly similar to (76.3)RF1_ORYSA	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_19170_PI403524517	2	0.13612461	-0.0049085617	0.0049085617	-0.017590523	0.0920248	-0.14056301	35_5558	"Cluster: Serine/threonine protein phosphatase 2A 55 kDa regulatory subunit B alpha isoform; n=2; Oryza sativa|Rep: Serine/threonine protein phosphatase 2A 55 kD"	UniRef90_Q5Z8Z7	"CHR1V7|COORD:6093942..6098058| ATB BETA (Arabidopsis thaliana serine/threonine protein phosphatase 2A 55 kDa regulatory subunit B beta isofor); nucleotide bindi"	AT1G17720.2	CHR06V5|COORD:21653900..21661474|protein serine/threonine protein phosphatase 2A 55 kDa regulatory subunit Bbeta isoform, putative, expressed	LOC_Os06g36770.2	"no descriptionmoderately similar to ( 381)AT1G17720| Symbols:  | ATB BETA (Arabidopsis thaliana serine/threonine protein phosphatase 2A 55 kDa regulatory subunit B beta isofor); nucleotide binding | chr1:6093942-6098058 REVERSEmoderately similar to ( 434)2ABA_ORYSAnot assigned CDC55"	protein.postranslational modification	29_4

CUST_180235_PI403524517	2	-0.19259739	0.65269566	0.45005083	-0.4495468	0.19259787	-0.5302472	35_50124	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_106757_PI403524517	2	-0.13364553	0.41286325	0.12754202	0.014580727	-0.22830057	-0.01458025	35_30382	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_138858_PI403524517	2	-0.24339867	0.11003113	0.04449272	-0.00258255	0.0025815964	-0.12665462	35_38951	"Cluster: Os08g0117000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os08g0117000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J8E3	CHR3V7|COORD:23452040..23454784| kinesin heavy chain, putative	AT3G63480.1	CHR08V5|COORD:941334..946251|protein kinesin heavy chain-like protein, putative, expressed	LOC_Os08g02380.1	no description	not assigned.unknown	35_2

CUST_79883_PI403524517	2	0.1988182	-0.7103028	0.023345947	0.22255707	-0.023345947	-0.10080719	35_22909	"Cluster: 30S ribosomal protein S1-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: 30S ribosomal protein S1-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5ZC75	CHR1V7|COORD:26987406..26989555| S1 RNA-binding domain-containing protein	AT1G71720.1	CHR01V5|COORD:23310024..23306790|protein RNA binding protein, putative, expressed	LOC_Os01g40640.2	no descriptionweakly similar to ( 130)AT1G71720| Symbols:  | S1 RNA-binding domain-containing protein | chr1:26987406-26989555 FORWARDPRK07400 RpsA	protein.synthesis.mito/plastid ribosomal protein.unknown	29_2_1_99

CUST_36022_PI403524517	2	-0.0076375008	0.249619	0.29414177	-0.030808449	0.007637024	-0.31960678	35_10387	"Cluster: Hypothetical protein OJ1057_B02.8; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1057_B02.8 - Oryza sativa (japonica cultivar"	UniRef90_Q6AUW8	CHR4V7|COORD:14889252..14889740| glycine-rich protein	AT4G30460.1	CHR05V5|COORD:24510052..24505117|protein traB family protein, putative, expressed	LOC_Os05g42010.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_113095_PI403524517	2	0.08022213	0.16965675	0.16351223	-0.084145546	-0.080221176	-0.08898926	35_32101	"Cluster: Actin associated protein Wsp1, putative; n=1; Aspergillus clavatus NRRL 1|Rep: Actin associated protein Wsp1, putative - Aspergillus clavatus NRRL 1"	UniRef90_A1CMR3	CHR1V7|COORD:11399903..11405702| actin binding	AT1G31810.1	CHR10V5|COORD:623176..619464|protein transposon protein, putative, CACTA, En/Spm sub-class	LOC_Os10g02010.1	no descriptionnot assigned not assigned PRK07764	not assigned.unknown	35_2

CUST_155445_PI403524517	2	0.12252855	0.12813663	-0.12252855	0.20364428	-0.47121572	-0.5055547	35_43423	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_20739_PI399408534	2	0.39769173	-0.26410484	-0.024315834	-0.013523102	0.2820263	0.0135240555	35_31872	Rep: AUX1 protein - Zea mays (Maize)	UniRef90_Q9SBX5	CHR2V7|COORD:9041370..9043520| amino acid permease, putative	AT2G21050.1	CHR10V5|COORD:2839957..2833744|protein auxin transporter-like protein 3, putative, expressed	LOC_Os10g05690.1	 no descriptionmoderately similar to ( 364)AT2G21050| Symbols:  | amino acid permease, putative | chr2:9041370-9043520 FORWARDmoderately similar to ( 380)LAX3_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Aa_trans Tymo_45kd_70kd PRK07003 Herpes_BLLF1 HPC2 Atrophin-1 PRK07764 Herpes_TAF50 Herpes_capsid DUF566 PRK12323 	transport.amino acids	34_3

CUST_160678_PI403524517	2	-0.008820534	0.79116535	0.22554493	-0.25055504	-0.068161964	0.008820534	35_44835	"Cluster: UL36 very large tegument protein; n=1; Bovine herpesvirus 5|Rep: UL36 very large tegument protein - Bovine herpesvirus 5"	UniRef90_Q6X248		0	CHR11V5|COORD:13471147..13469195|protein expressed protein	LOC_Os11g24500.1	no description	not assigned.unknown	35_2

CUST_74_PI399407379	2	-0.36722755	-0.38463116	0.33316994	0.17475033	0.60067177	-0.17475128	HvABI4a									

CUST_15228_PI404877155	2	0.050970078	-0.13943672	-0.010111809	0.010110855	0.028191566	-0.084671974	Contig9102_at	beta-hydroxyacyl-ACP dehydratase, putative [Arabidopsis thaliana] gb|AAD23619.2| putative beta-hydroxyacyl-ACP dehydratase [Arabidopsis thal	NP_565528.1	beta-hydroxyacyl-ACP dehydratase, putative	At2g22230.1	protein beta-hydroxyacyl-(acyl-carrier-protein) dehydratase FabZ, putative	Os08g12840	beta-hydroxyacyl-ACP dehydratase family	lipid metabolism.FA synthesis and FA elongation.beta hydroxyacyl ACP dehydratase	11_1_05

CUST_104193_PI403524517	2	-0.023939133	-0.7599468	-0.23410988	0.08861351	0.33601093	0.023938179	35_29695	"Cluster: Plus agglutinin; n=1; Chlamydomonas reinhardtii|Rep: Plus agglutinin - Chlamydomonas reinhardtii"	UniRef90_Q6SSE6	CHR1V7|COORD:16816094..16817173| DNA binding / ligand-dependent nuclear receptor	AT1G44191.1	CHR09V5|COORD:11335336..11331584|protein transposon protein, putative, CACTA, En/Spm sub-class	LOC_Os09g18490.1	no descriptionnot assigned not assigned	not assigned.unknown	35_2

CUST_121901_PI403524517	2	0.017523766	1.0254555	0.09628487	-0.5866146	-0.38921452	-0.01752472	35_34417	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_108097_PI403524517	2	0.4152503	0.35432005	0.23528576	-0.23528528	-0.31986427	-0.3783021	35_30753	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XDR3	CHR5V7|COORD:18981257..18982129| glycine-rich protein	AT5G46730.1	CHR10V5|COORD:16305924..16305109|protein glycine-rich cell wall structural protein 2 precursor, putative, expressed	LOC_Os10g31730.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Drf_FH1 Extensin_2 GP38 PRK05648 COG4371 PRK12323 Atrophin-1 PRK10819 Harpin PRK06958 DUF1421 eIF-4B	not assigned.unknown	35_2

CUST_18224_PI404877155	2	0.11342144	-0.09666824	0.015386581	-0.015386581	-0.038441658	0.020076752	HVSMEf0014I15r2_x_at	0	0	NADH-ubiquinone oxidoreductase B8 subunit, putative	At5g47890.1	protein NADH dehydrogenase 10.5K chain, putative	Os04g24520	dehydrogenase 10.5K chain-related protein	mitochondrial electron transport / ATP synthesis.NADH-DH.localisation not clear	9_1_2

CUST_24124_PI403524517	2	0.08033657	0.13347244	-0.07633591	-0.1434393	0.015230179	-0.0152311325	35_7005	"Cluster: Os05g0557700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0557700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DG18	"CHR2V7|COORD:14284861..14288558| PHO2/UBC24 (PHOSPHATE 2); ubiquitin-protein ligase"	AT2G33770.1	CHR05V5|COORD:27664680..27656735|protein ubiquitin conjugating enzyme, putative, expressed	LOC_Os05g48390.1	" no descriptionmoderately similar to ( 275)AT2G33770| Symbols: UBC24, PHO2 | PHO2/UBC24 (PHOSPHATE 2); ubiquitin-protein ligase | chr2:14284861-14288558 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned UBCc UQ_con UBCc COG5078 "	protein.degradation.ubiquitin.E2	29_5_11_3

CUST_20745_PI399408534	2	-0.026331902	-0.09503174	0.006962776	-0.006962776	0.13503838	0.1180172	35_1470	Rep: OSIGBa0099L20.2 protein - Oryza sativa (Rice)	UniRef90_Q01K34	"CHR1V7|COORD:6895391..6898530| IQD32 (IQ-domain 32); calmodulin binding"	AT1G19870.1	CHR04V5|COORD:33620946..33626873|protein IQ calmodulin-binding motif family protein, expressed	LOC_Os04g56740.1	"no descriptionmoderately similar to ( 230)AT1G19870| Symbols: IQD32 | IQD32 (IQ-domain 32); calmodulin binding | chr1:6895391-6898530 REVERSEnot assigned not assigned PRK12323"	signalling.calcium	30_3

CUST_28688_PI403524517	2	0.04219532	-0.30308867	0.13656235	0.25778246	-0.118709564	-0.04219532	35_8286	"Cluster: Phosphatidylserine decarboxylase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Phosphatidylserine decarboxylase-like - Oryza sativa (japonica"	UniRef90_Q5JN42	CHR5V7|COORD:23188757..23192590| phosphatidylserine decarboxylase, putative	AT5G57190.1	CHR01V5|COORD:42638025..42630302|protein phosphatidylserine decarboxylase, putative, expressed	LOC_Os01g72940.1	 no descriptionmoderately similar to ( 263)AT5G57190| Symbols:  | phosphatidylserine decarboxylase, putative | chr5:23188757-23192590 REVERSEnot assigned not assigned EFh C2 	lipid metabolism.Phospholipid synthesis.phosphatidylserine decarboxylase	11_3_8

CUST_26852_PI403524517	2	-7.200241E-4	-0.7474985	-0.13099098	0.08547878	0.095235825	7.200241E-4	35_7781	"Cluster: O-acetyltransferase, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: O-acetyltransferase, putative, expressed - Oryza sativa"	UniRef90_Q10MC5	CHR5V7|COORD:18813588..18816952| O-acetyltransferase-related	AT5G46340.1	CHR03V5|COORD:11226313..11221095|protein O-acetyltransferase, putative, expressed	LOC_Os03g19970.1	no descriptionmoderately similar to ( 254)AT5G46340| Symbols:  | O-acetyltransferase-related | chr5:18813588-18816952 REVERSEnot assigned	not assigned.no ontology	35_1

CUST_171605_PI403524517	2	-0.0016899109	-0.7245045	-0.26213932	0.0016899109	0.21378613	0.124115944	35_47817	"Cluster: F-box domain containing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: F-box domain containing protein - Oryza sativa (japonica cultivar-gro"	UniRef90_Q10QH2	CHR5V7|COORD:19549955..19550428| SLY2 (SLEEPY2)	AT5G48170.1	CHR03V5|COORD:5028907..5028103|protein F-box protein GID2, putative, expressed	LOC_Os03g10040.1	no descriptionvery weakly similar to (57.8)AT5G48170| Symbols: SLY2 | SLY2 (SLEEPY2) | chr5:19549955-19550428 REVERSE	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_44748_PI403524517	2	-0.03936577	0.5124054	0.03936577	-0.13788033	-0.08677101	0.108698845	35_12832	Rep: SMC6 protein - Oryza sativa (Rice)	UniRef90_Q8GU52	"CHR5V7|COORD:24731777..24739067| MIM (HYPERSENSITIVE TO MMS, IRRADIATION AND MMC); ATP binding"	AT5G61460.1	0	0	" no descriptionmoderately similar to ( 253)AT5G61460| Symbols: MIM | MIM (HYPERSENSITIVE TO MMS, IRRADIATION AND MMC); ATP binding | chr5:24731777-24739067 REVERSEnot assigned not assigned ABC_SMC6_euk Smc ABC_SMC_head ABC_SMC5_euk ABC_Class2 "	cell.division	31_2

CUST_60183_PI403524517	2	0.024011612	-0.44798088	-0.06260872	-0.010691643	0.010691643	0.10306835	35_17154	"Cluster: Os05g0592600 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0592600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DFG2	CHR1V7|COORD:28836260..28841204| eukaryotic translation initiation factor 2 family protein / eIF-2 family protein	AT1G76810.1	CHR05V5|COORD:29451410..29445287|protein eukaryotic translation initiation factor 5B, putative, expressed	LOC_Os05g51500.1	 no descriptionhighly similar to ( 933)AT1G76810| Symbols:  | eukaryotic translation initiation factor 2 family protein / eIF-2 family protein | chr1:28836260-28841204 REVERSEvery weakly similar to (87.4)IF2C_PHAVUTranslation initiation factor IF-2, chloroplast precursor - Phaseolus vulgaris (Kidney bean) (French bean)not assigned not assigned not assigned not assigned not assigned PRK04004 InfB IF2_eIF5B aeIF5B_II infB infB GTP_EFTU GTP_translation_factor IF2_IF5B_II LepA PRK05433 LepA SelB TEF1 RF3 EF2 SelB PrfC prfC CysN FusA SelB_euk GTPBP1 CysN_ATPS cysN Snu114p 	protein.synthesis.initiation	29_2_3

CUST_44071_PI403524517	2	-0.083034515	0.29014683	0.017195702	0.007712364	-0.009894371	-0.007712364	35_12646	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_490_PI404877155	2	0.1635685	-0.35597515	0.005077362	-0.049135208	0.024289131	-0.0050783157	Contig104_x_at	WOUND-INDUCED BASIC PROTEIN pir||JS0731 wound-inducible basic protein - kidney bean gb|AAA33774.1| basic protein	Q09020	wound-responsive protein-related	At3g07230.1	0	0	NONE	stress.abiotic.touch/wounding	20_2_4

CUST_580_PI404877155	2	0.051794052	0.18718815	-0.06407356	-0.0357666	-0.05564499	0.035767555	Contig10499_at	receptor-like protein kinase homolog - Arabidopsis thaliana emb|CAB62020.1| receptor-like protein kinase homolog [Arabidopsis thaliana]	T45686	protein kinase, putative	At3g46290.1	protein Protein kinase domain, putative	Os06g22810	protein kinase, putative, similar to receptor-like protein kinase (Catharanthus roseus) gi:1644291:emb:CAA97692	signalling.receptor kinases.Catharanthus roseus-like RLK1	30_2_16

CUST_24727_PI403524517	2	-0.07834244	-0.012822151	0.1040926	-0.010045052	0.010044098	0.05612564	35_7175	Rep: H0201G08.9 protein - Oryza sativa (Rice)	UniRef90_Q25AD4	CHR4|COORD:16379607..16381230| expressed protein	AT4G34215.2	CHR04V5|COORD:600665..603419|protein acetyl xylan esterase AxeA, putative, expressed	LOC_Os04g01980.1	 no descriptionvery weakly similar to (63.5)AT4G34215| Symbols:  | Encodes a member of the SGNH-hydrolase superfamily of enzymes. The enzymes of the SGNH-hydrolase superfamily facilitate the hydrolysis of ester, thioester and amide bonds in a range of substrates including complex polysaccharides, lysophospholipids, acyl-CoA esters and other compounds. | chr4:16380207-16381196 REVERSE	not assigned.unknown	35_2

CUST_102136_PI403524517	2	0.06118536	0.48962927	-0.06118536	0.39802074	-0.5260806	-0.10602045	35_29140	Rep: Putative sphingosine kinase - Oryza sativa (Rice)	UniRef90_Q94HY9		0	CHR10V5|COORD:19633079..19641747|protein sphingosine kinase, putative, expressed	LOC_Os10g37280.1	no description	not assigned.unknown	35_2

CUST_115329_PI403524517	2	-1.0332465	0.22718763	0.124035835	0.20193386	-0.16924858	-0.12403536	35_32714	"Cluster: Senescence-associated protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Senescence-associated protein, expressed - Oryza sativa"	UniRef90_Q10P99	CHR2V7|COORD:7763005..7764880| ERD7 (EARLY-RESPONSIVE TO DEHYDRATION 7)	AT2G17840.1	CHR03V5|COORD:7482984..7479187|protein ERD7, putative, expressed	LOC_Os03g13840.3	no descriptionweakly similar to ( 117)AT2G17840| Symbols: ERD7 | ERD7 (EARLY-RESPONSIVE TO DEHYDRATION 7) | chr2:7763005-7764880 REVERSEvery weakly similar to (63.5)ENPL_HORVUEndoplasmin homolog precursor - Hordeum vulgare (Barley)not assigned Senescence HSP90	development.unspecified	33_99

CUST_158107_PI403524517	2	0.03822422	-0.23792839	-0.05710411	0.30118084	0.28447056	-0.03822422	35_44144	0	0	CHR1V7|COORD:16816094..16817173| DNA binding / ligand-dependent nuclear receptor	AT1G44191.1	CHR02V5|COORD:25709364..25703665|protein retrotransposon protein, putative, Ty3-gypsy subclass	LOC_Os02g42750.1	no description	not assigned.unknown	35_2

CUST_101178_PI403524517	2	0.3142271	0.058101177	0.10828018	-0.1063323	-0.30162907	-0.058101654	35_28877	Rep: SCC3 - Oryza sativa (japonica cultivar-group)	UniRef90_Q6UB39	"CHR2V7|COORD:19638493..19643865| SCC3 (sister-chromatide cohesion protein 3); binding"	AT2G47980.1	CHR05V5|COORD:5403657..5412441|protein sister-chromatide cohesion protein, putative, expressed	LOC_Os05g09620.2	"no descriptionmoderately similar to ( 307)AT2G47980| Symbols: SCC3 | SCC3 (sister-chromatide cohesion protein 3); binding | chr2:19638493-19643865 FORWARDnot assigned"	not assigned.unknown	35_2

CUST_35149_PI403524517	2	0.07263851	-0.72740746	0.12474537	-0.20706367	0.0110569	-0.011055946	35_10134	"Cluster: Putative Aldose 1-epimerase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Aldose 1-epimerase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z3M0	CHR5V7|COORD:23235618..23237890| aldose 1-epimerase family protein	AT5G57330.1	CHR08V5|COORD:8588135..8582696|protein apospory-associated protein C, putative, expressed	LOC_Os08g14330.2	no descriptionmoderately similar to ( 209)AT5G57330| Symbols:  | aldose 1-epimerase family protein | chr5:23235618-23237890 FORWARDnot assigned COG0676 Aldose_epim	minor CHO metabolism.others	3_5

CUST_101646_PI403524517	2	0.13304377	-0.057037354	0.5550356	-0.21561241	0.057036877	-0.83023167	35_29005	"Cluster: Os07g0571500 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os07g0571500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D5A8	"CHR1V7|COORD:1564815..1567277| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G14950.1); similar to conserved hypothetical protein [Medicago"	AT1G05360.1	CHR07V5|COORD:23072885..23067986|protein transmembrane protein 49, putative, expressed	LOC_Os07g38380.1	"no descriptionvery weakly similar to (95.9)AT1G05360| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G14950.1); similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE91712.1); contains domain VACUOLE MEMBRANE PROTEIN 1 (PTHR10281:SF1); contains domain MEMBRANE ASSOCIATED PROGESTERONE RECEPTOR-RELATED (PTHR10281) | chr1:1564815-1567277 FORWARDnot assigned"	not assigned.unknown	35_2

CUST_27377_PI403524517	2	-0.07066679	0.20428562	0.045630455	0.22395182	-0.04563093	-0.34232378	35_7926	"Cluster: Exocyst complex component Sec6; n=1; Medicago truncatula|Rep: Exocyst complex component Sec6 - Medicago truncatula (Barrel medic)"	UniRef90_Q1T6B2	"CHR1V7|COORD:27013684..27020407| similar to Exocyst complex component Sec6 [Medicago truncatula] (GB:ABE85247.1); similar to Os02g0749500 [Oryza sativa"	AT1G71820.1	CHR02V5|COORD:31506573..31495153|protein SEC6, putative, expressed	LOC_Os02g51430.1	"no descriptionhighly similar to ( 519)AT1G71820| Symbols:  | similar to Exocyst complex component Sec6 [Medicago truncatula] (GB:ABE85247.1); similar to Os02g0749500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001048127.1); contains InterPro domain Exocyst complex component Sec6; (InterPro:IPR010326) | chr1:27013684-27020407 FORWARDnot assigned Sec6 SEC6"	not assigned.unknown	35_2

CUST_6169_PI399408534	2	-0.08587694	0.0031824112	1.0784698	0.28824854	-0.0031819344	-0.3062439	35_14198	Rep: Lipoxygenase 2 - Hordeum vulgare var. distichum (Two-rowed barley)	UniRef90_Q42847	"CHR1V7|COORD:20529465..20533810| LOX1 (Lipoxygenase 1); lipoxygenase"	AT1G55020.1	CHR03V5|COORD:30266016..30269529|protein lipoxygenase 2, putative, expressed	LOC_Os03g52860.1	"no descriptionvery weakly similar to (67.4)AT1G55020| Symbols: LOX1 | LOX1 (Lipoxygenase 1); lipoxygenase | chr1:20529465-20533810 FORWARDweakly similar to ( 110)LOX2_ORYSAnot assigned PLAT_LH2 PLAT LH2"	hormone metabolism.jasmonate.synthesis-degradation.lipoxygenase	17_7_1_2

CUST_81539_PI403524517	2	-0.018073082	0.08799887	0.13502741	-0.11879206	-0.09725046	0.018073082	35_23391	"Cluster: Hypothetical protein OSJNBa0042B15.5; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0042B15.5 - Oryza sativa (japonica cu"	UniRef90_Q650Y9	0	0	CHR09V5|COORD:22399588..22403882|protein expressed protein	LOC_Os09g39020.1	no description	not assigned.unknown	35_2

CUST_71957_PI403524517	2	0.028060913	0.57049465	-0.028060913	-0.23644257	0.1118412	-0.19441319	35_20628	"Cluster: BTB/POZ domain containing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: BTB/POZ domain containing protein - Oryza sativa (japonica cultivar"	UniRef90_Q7XEA7	"CHR2V7|COORD:16590291..16591893| ATBPM3; protein binding"	AT2G39760.2	CHR10V5|COORD:14939196..14940874|protein snRNP protein, putative	LOC_Os10g29380.1	"no descriptionvery weakly similar to (73.2)AT2G39760| Symbols: ATBPM3 | ATBPM3; protein binding | chr2:16590291-16591893 FORWARDMATH MATH_SPOP"	protein.degradation.ubiquitin.E3.BTB/POZ Cullin3.BTB/POZ	29_5_11_4_5_2

CUST_16857_PI399408534	2	-0.09509754	0.025956154	-0.025957108	0.23813248	-0.17231178	0.17595482	35_20497	Rep: AG-motif binding protein-1 - Nicotiana tabacum (Common tobacco)	UniRef90_Q76DY3	CHR1V7|COORD:2486199..2487399| zinc finger (GATA type) family protein	AT1G08010.1	CHR02V5|COORD:34402220..34407536|protein GATA zinc finger family protein, expressed	LOC_Os02g56250.1	" no descriptionweakly similar to ( 133)AT3G54810| Symbols: BME3-ZF, BME3 | BME3/BME3-ZF (BLUE MICROPLYLAR END3); transcription factor | chr3:20307935-20309214 FORWARDnot assigned not assigned ZnF_GATA GATA ZnF_GATA "	RNA.regulation of transcription.C2C2(Zn) GATA transcription factor family	27_3_9

CUST_32970_PI399408534	2	-0.010379791	-0.07444954	0.10755777	0.08697128	0.010379314	-0.2851038	35_8037	"Cluster: Os01g0383700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0383700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JML9	CHR4V7|COORD:1331704..1334472| transducin family protein / WD-40 repeat family protein	AT4G03020.1	CHR01V5|COORD:16373515..16383134|protein LEC14B, putative, expressed	LOC_Os01g28680.5	no descriptionmoderately similar to ( 379)AT4G03020| Symbols:  | transducin family protein / WD-40 repeat family protein | chr4:1331704-1334472 REVERSEvery weakly similar to (53.9)GBB3_TOBACGuanine nucleotide-binding protein subunit beta - Nicotiana tabacum (Common tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned WD40 COG2319	development.unspecified	33_99

CUST_68848_PI403524517	2	0.2161951	-1.052187	-0.019443989	0.50355864	0.019444466	-0.042840004	35_19696	"Cluster: Putative nitrate-induced protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative nitrate-induced protein - Oryza sativa (japonica cultivar-g"	UniRef90_Q852C9	CHR3V7|COORD:9132465..9133754| RIN4 (RPM1 INTERACTING PROTEIN 4)	AT3G25070.1	CHR03V5|COORD:35628381..35631306|protein nitrate-induced NOI protein, expressed	LOC_Os03g63140.2	no descriptionweakly similar to ( 122)AT3G25070| Symbols: RIN4 | RIN4 (RPM1 INTERACTING PROTEIN 4) | chr3:9132465-9133754 FORWARDNOI	not assigned.no ontology	35_1

CUST_18764_PI403524517	2	-0.3797655	-1.042563	1.0121293	0.33494568	0.5505204	-0.33494568	35_5432	"Cluster: Trans-cinnamate 4-monooxygenase; n=4; core eudicotyledons|Rep: Trans-cinnamate 4-monooxygenase - Helianthus tuberosus (Jerusalem artichoke)"	UniRef90_Q04468	CHR2V7|COORD:13000938..13002760| ATC4H (CINNAMATE-4-HYDROXYLASE)	AT2G30490.1	CHR01V5|COORD:35290491..35288825|protein trans-cinnamate 4-monooxygenase, putative	LOC_Os01g60450.1	 no descriptionmoderately similar to ( 349)AT2G30490| Symbols: ATC4H, C4H, CYP73A5 | ATC4H (CINNAMATE-4-HYDROXYLASE) | chr2:13000938-13002760 REVERSEmoderately similar to ( 358)TCMO_PHAAUTrans-cinnamate 4-monooxygenase - Phaseolus aureus (Mung bean) (Vigna radiata)not assigned not assigned not assigned not assigned not assigned not assigned p450 PRK07764 PRK07003 Plasmodium_HRP 	misc.cytochrome P450	26_10

CUST_56309_PI403524517	2	0.03631878	0.15203094	0.01015377	-0.14453983	-0.14986324	-0.01015377	35_16030	"Cluster: Putative Ligatin; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Ligatin - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6YVX8	CHR1V7|COORD:26892187..26894871| eukaryotic translation initiation factor SUI1 family protein	AT1G71350.1	CHR02V5|COORD:21116265..21109486|protein ligatin, putative, expressed	LOC_Os02g35160.1	no descriptionhighly similar to ( 698)AT1G71350| Symbols:  | eukaryotic translation initiation factor SUI1 family protein | chr1:26892187-26894871 REVERSEnot assigned not assigned COG2016 SUI1 SUI1	protein.synthesis.initiation	29_2_3

CUST_12343_PI399408534	2	-0.6900549	0.16458607	0.22162056	0.37762547	-0.3074627	-0.16458607	35_7072	"Cluster: Os08g0200500 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os08g0200500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J7D9	CHR1V7|COORD:5697839..5699485| protein kinase family protein	AT1G16670.1	CHR04V5|COORD:31247345..31244047|protein serine/threonine-protein kinase receptor precursor, putative, expressed	LOC_Os04g52840.1	no descriptionmoderately similar to ( 370)AT1G16670| Symbols:  | protein kinase family protein | chr1:5697839-5699485 FORWARDmoderately similar to ( 209)NORK_MEDTRNodulation receptor kinase precursor - Medicago truncatula (Barrel medic)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TyrKc PTKc Pkinase_Tyr Pkinase S_TKc S_TKc PTKc_Srm_Brk PTKc_Src_like PTKc_Csk_like PTKc_Frk_like PTKc_Trk PTKc_Jak_rpt2 PTKc_EphR PTKc_Src SPS1 PTKc_Ror PTKc_Syk_like PTKc_EGFR_like PTKc_Lck_Blk PTKc_Fyn_Yrk PTKc_Fes_like PTKc_PDGFR PTKc_Yes PTKc_Lyn PTKc_Chk PTKc_InsR_like PTKc_FGFR PTKc_Abl PTKc_EphR_A2 PTKc_DDR PTKc_TrkB PTKc_Musk PTKc_Tyk2_rpt2 PTKc_Ack_like PTKc_Itk PTKc_Axl_like PTK_CCK4 PTKc_c-ros PTKc_TrkC PTKc_EphR_B PTKc_TrkA PTKc_Tec_like PTKc_ALK_LTK PTKc_Hck PTKc_EphR_A PTKc_Csk PTKc_Fer PTK_HER3 PTKc_Jak2_Jak3_rpt2 PTKc_RET PTKc_Met_Ron PTKc_FGFR3 PTKc_DDR2 PTKc_DDR_like PTKc_Fes PTKc_FGFR1 PTKc_Aatyk PTKc_Axl PTKc_Btk_Bmx PTKc_FGFR2 PTKc_Tie1 PTK_Ryk PTKc_Ror1 PTKc_FGFR4 PTKc_DDR1 PTKc_Tie PTKc_FAK PTKc_Zap-70 PTKc_HER2 PTKc_EGFR PTKc_Tie2 PTKc_Tyro3 PTKc_Jak1_rpt2 PTKc_Syk PTKc_IGF-1R PTKc_Tec_Rlk PTKc_InsR PTKc_Ror2 PTKc_HER4 PTKc_Aatyk1_Aatyk3 PTKc_EphR_A10 PTKc_VEGFR PTKc_Kit PTKc_Aatyk2 PTKc_VEGFR3 PTKc_CSF-1R PTK_Jak2_Jak3_rpt1 PTKc_VEGFR2 PTKc_PDGFR_alpha PTKc_PDGFR_beta PTK_Jak_rpt1 PTK_Tyk2_rpt1	signalling.receptor kinases.DUF 26	30_2_17

CUST_69308_PI403524517	2	0.084656715	-0.20677757	0.039316177	-0.12857533	-0.03931713	0.17110443	35_19828	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QYH2	0	0	CHR12V5|COORD:939852..943058|protein expressed protein	LOC_Os12g02690.4	no description	not assigned.unknown	35_2

CUST_141676_PI403524517	2	-0.02247715	-0.16060686	0.11070442	0.1613841	0.02247715	-0.22549295	35_39708	"Cluster: Os05g0497500 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0497500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DH16		0	CHR05V5|COORD:24386108..24381048|protein zinc finger C-x8-C-x5-C-x3-H type family protein, expressed	LOC_Os05g41790.1	no description	not assigned.unknown	35_2

CUST_70670_PI403524517	2	0.061006546	-0.9732895	-0.22385502	0.09065914	0.057988167	-0.057988167	35_20246	"Cluster: Putative DegP2 protease; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative DegP2 protease - Oryza sativa (japonica cultivar-group)"	UniRef90_Q67VA4	"CHR5V7|COORD:16087630..16090329| DEGP9 (DEGP PROTEASE 9); serine-type peptidase/ trypsin"	AT5G40200.1	CHR06V5|COORD:6979032..6985314|protein protease Do-like 9, putative, expressed	LOC_Os06g12780.1	"no descriptionmoderately similar to ( 339)AT5G40200| Symbols: DEGP9 | DEGP9 (DEGP PROTEASE 9); serine-type peptidase/ trypsin | chr5:16087630-16090329 FORWARDnot assigned"	protein.degradation.serine protease	29_5_5

CUST_53802_PI403524517	2	0.10117912	-0.008312225	-0.14988232	-0.042199135	0.027046204	0.008313179	35_15309	Rep: Glutaredoxin-C8 precursor - Oryza sativa (Rice)	UniRef90_Q0DAE4	0	0	CHR12V5|COORD:9463652..9465727|protein expressed protein	LOC_Os12g16524.1	no description	not assigned.unknown	35_2

CUST_180231_PI403524517	2	0.39740562	0.37233734	0.16067028	-0.3191142	-0.20784855	-0.16066933	35_50123	Rep: PE38 - Maruca vitrata MNPV	UniRef90_UPI0000EBBF67		0	0	0	no description	not assigned.unknown	35_2

CUST_136494_PI403524517	2	-0.007545471	-0.7324028	0.031560898	0.07386398	0.007546425	-0.10793877	35_38276	"Cluster: Pentatricopeptide (PPR) repeat-containing protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Pentatricopeptide (PPR) repeat-containing prot"	UniRef90_Q943L3	CHR5V7|COORD:16994888..16996078| pentatricopeptide (PPR) repeat-containing protein	AT5G42450.1	CHR01V5|COORD:36338499..36339869|protein tetratricopeptide-like helical, putative	LOC_Os01g62220.1	no descriptionweakly similar to ( 174)AT5G42450| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr5:16994888-16996078 FORWARD	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_11257_PI399408534	2	-0.0030460358	-0.079255104	-0.040940285	0.0030460358	0.03545761	0.031323433	35_11308	"Cluster: NOT2/NOT3/NOT5 family protein, expressed; n=4; Oryza sativa (japonica cultivar-group)|Rep: NOT2/NOT3/NOT5 family protein, expressed - Oryza sativa (jap"	UniRef90_Q10D98	CHR1V7|COORD:2382087..2385279| transcription regulator	AT1G07705.1	CHR03V5|COORD:30124497..30107543|protein CCR4-NOT transcription complex subunit 2, putative, expressed	LOC_Os03g52594.3	" no descriptionweakly similar to ( 182)AT1G07705| Symbols:  | similar to VIP2 (VIRE2 INTERACTING PROTEIN2), transcription regulator [Arabidopsis thaliana] (TAIR:AT5G59710.1); similar to NOT2/NOT3/NOT5 [Medicago truncatula] (GB:ABE93791.1); similar to NOT2/NOT3/NOT5 family protein, expressed [Oryza sativa (japonica cultivar-group)] (GB:ABF98742.1); similar to VIP2 [Nicotiana benthamiana] (GB:AAY15746.1); contains InterPro domain NOT2/NOT3/NOT5; (InterPro:IPR007282) | chr1:2382087-2385853 FORWARDnot assigned not assigned NOT2_3_5 CDC36 NOT5 "	RNA.regulation of transcription.unclassified	27_3_99

CUST_121896_PI403524517	2	0.32245827	0.047863007	-0.047863007	-0.14685297	-0.46934223	0.64418507	35_34416	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_62031_PI403524517	2	-0.121705055	0.2929535	0.036203384	0.0062294006	-0.056038857	-0.0062303543	35_17693	"Cluster: Os03g0284000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os03g0284000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DSW5	CHR4V7|COORD:6305451..6307282| similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAN64485.1)	AT4G10090.1	CHR03V5|COORD:9736057..9738381|protein expressed protein	LOC_Os03g17560.1	no descriptionmoderately similar to ( 211)AT4G10090| Symbols:  | similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAN64485.1) | chr4:6305451-6307282 FORWARDnot assigned	not assigned.unknown	35_2

CUST_12154_PI404877155	2	-0.71065617	0.42152405	0.87427616	-0.23787212	-0.28161907	0.23787212	Contig5887_at	alternative oxidase AOX3 precursor [Zea mays]	AAL27797.1	alternative oxidase 1a, mitochondrial (AOX1A)	At3g22370.1	protein transposon protein, putative, unclassified	Os04g51160	"ATAOX1A;alternative oxidase 1a, mitochondrial (AOX1A), identical to GB:Q39219 (SP:Q39219) from (Arabidopsis thaliana)"	mitochondrial electron transport / ATP synthesis.alternative oxidase	9_4

CUST_136328_PI403524517	2	-0.030191898	-0.13739014	0.08941364	0.101157665	-0.067523	0.030191422	35_38229	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_58958_PI403524517	2	-0.0636034	0.41330624	-0.5893955	0.07042503	-0.40589523	0.063604355	35_16819	"Cluster: Os03g0188500 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os03g0188500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DUF6	CHR4V7|COORD:7758606..7760888| leucine-rich repeat family protein / extensin family protein	AT4G13340.1	CHR03V5|COORD:4614255..4614680|protein conserved hypothetical protein	LOC_Os03g08940.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Drf_FH1 DUF1421 Extensin_2 PRK12323 TT_ORF1 PRK07764 Atrophin-1 Tymo_45kd_70kd IER DUF1509 PRK07003 DUF605 PRK05648 Herpes_TAF50 PRK03427 PRK06958 HpaP PRK08770 Gag_spuma FAP HPC2 Cytadhesin_P30 PRK08853 DM6 PRK12678 tatB DUF1210 TonB	not assigned.unknown	35_2

CUST_73729_PI403524517	2	0.03472233	-0.10764599	-0.043133736	-0.026906967	0.026906967	0.033439636	35_21145	"Cluster: Putative eukaryotic translation initiation factor 2A; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative eukaryotic translation initiation facto"	UniRef90_Q6K8R0	CHR1V7|COORD:27521996..27525093| eukaryotic translation initiation factor-related	AT1G73180.1	CHR02V5|COORD:23747367..23743279|protein CDA02, putative, expressed	LOC_Os02g39350.1	no descriptionmoderately similar to ( 269)AT1G73180| Symbols:  | eukaryotic translation initiation factor-related | chr1:27521996-27525093 FORWARDvery weakly similar to (60.8)IF39_TOBACnot assigned not assigned eIF2A COG5354	protein.synthesis.initiation	29_2_3

CUST_534_PI399407379	2	-0.34793854	0.3600979	0.15273762	-0.15273666	0.16483021	-0.53380394	HvRR4									

CUST_138132_PI403524517	2	0.036520004	-0.1880331	-0.10214996	0.23036003	0.11445618	-0.036520004	35_38740	Rep: 85kDa isoamylase - Hordeum vulgare (Barley)	UniRef90_Q76H88	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	CHR05V5|COORD:19074457..19071827|protein isoamylase-type starch debranching enzyme ISO2, putative, expressed	LOC_Os05g32710.1	no descriptionnot assigned not assigned PRK12323 PRK07003	not assigned.unknown	35_2

CUST_19011_PI404877155	2	0.045747757	-0.6066227	-0.21308899	-0.012939453	0.012940407	0.080929756	HY05O16u_at	hexose transporter [Hordeum vulgare subsp. vulgare]	CAD58958.1	16796437|transporter-related	At4g35300.2	protein putative sugar transporter	Os10g39440	hexose transporter	transporter.sugars	34_2

CUST_181316_PI403524517	2	0.106874466	-0.24606037	-0.015324593	-0.007940292	0.007939339	0.14814377	35_50419	0	0	"CHR5V7|COORD:20822152..20836634| similar to hypothetical protein MtrDRAFT_AC135797g1v1 [Medicago truncatula] (GB:ABE82088.1); similar to IMP"	AT5G51200.1	CHR02V5|COORD:5724705..5709842|protein expressed protein	LOC_Os02g10790.1	no description	not assigned.unknown	35_2

CUST_137099_PI403524517	2	0.13999844	0.30173492	0.02803421	-0.14506721	-0.028033257	-0.34663153	35_38447	"Cluster: Os01g0748000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0748000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JJC7	CHR1V7|COORD:19802939..19806109| dynamin family protein	AT1G53140.1	CHR01V5|COORD:31639762..31635092|protein ATP binding protein, putative, expressed	LOC_Os01g54420.1	no descriptionweakly similar to ( 103)AT1G53140| Symbols:  | dynamin family protein | chr1:19802939-19806109 FORWARD	misc.dynamin	26_17

CUST_12664_PI399408534	2	0.023935318	0.8563442	-0.0069379807	-0.014364243	-0.035747528	0.0069389343	35_17888	"Cluster: mRNA cap guanine-N7 methyltransferase 1 (EC 2.1.1.56) (mRNA (guanine- N(7)-)-methyltransferase 1); n=1; Oryza sativa|Rep: mRNA cap guanine-N7 methyltra"	UniRef90_Q6Z9U7	CHR3V7|COORD:7221174..7223945| mRNA capping enzyme family protein	AT3G20650.1	CHR08V5|COORD:4674157..4669943|protein mRNA, putative, expressed	LOC_Os08g08200.1	no descriptionhighly similar to ( 533)AT3G20650| Symbols:  | mRNA capping enzyme family protein | chr3:7221174-7223945 REVERSEhighly similar to ( 655)MCES1_ORYSAnot assigned Pox_MCEL Methyltransf_11 PRK08317 Methyltransf_12 UbiE	RNA.processing	27_1

CUST_68789_PI403524517	2	-0.01529026	0.50281143	-0.028057098	0.01957798	-0.283988	0.015291214	35_19681	Rep: Acetyl-CoA synthetase-like protein - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q9FN49	CHR5V7|COORD:7731516..7735402| acyl-activating enzyme 17 (AAE17)	AT5G23050.1	CHR09V5|COORD:12816212..12820673|protein catalytic/ ligase, putative, expressed	LOC_Os09g21230.4	no descriptionhighly similar to ( 552)AT5G23050| Symbols:  | acyl-activating enzyme 17 (AAE17) | chr5:7731516-7735402 REVERSEnot assigned not assigned not assigned Acs PRK03584 PRK03429 CaiC AMP-binding PRK03613 PRK02239 PRK03582 acsA PRK10524 PRK00851 PRK02167 PRK02530 PRK01291 PRK04319 PRK04664 PRK03914 PRK06060 PRK07788 PRK06087 PRK06187 PRK07770 PRK06219 PRK06155 PRK07867 PRK07771 PRK07787 PRK12467 EntE PRK08316 PRK07656 PRK06018 PRK07470 PRK07514 PRK09088 EntF PRK12406 entE PaaK PRK05857 PRK07684 PRK12316 PRK06188 PRK08314 PRK03640 PRK12583 PRK07529 caiC PRK05852 PRK07786 PRK10252 PRK07008 PRK06145	lipid metabolism.FA synthesis and FA elongation.acyl coa ligase	11_1_8

CUST_40245_PI403524517	2	0.013048649	-0.013048649	0.92601204	-0.5285082	0.07179165	-0.4837165	35_11577	Rep: OSJNBa0042I15.8 protein - Oryza sativa (Rice)	UniRef90_Q7XLY2	CHR1V7|COORD:2588991..2590232| prephenate dehydratase family protein	AT1G08250.1	CHR04V5|COORD:19982191..19983852|protein P-protein, putative, expressed	LOC_Os04g33390.1	no descriptionweakly similar to ( 147)AT1G08250| Symbols:  | prephenate dehydratase family protein | chr1:2588991-2590232 REVERSEnot assigned not assigned PRK11899 PDT PRK12678 PRK07003 PRK12323	amino acid metabolism.synthesis.aromatic aa.phenylalanine.arogenate dehydratase / prephenate dehydratase	13_1_6_3_1

CUST_9113_PI404877155	2	-0.23562908	-0.801157	0.51412106	0.23562908	0.30147934	-0.62279224	Contig2905_at	0	0	0	0	0	0	NONE	hormone metabolism.jasmonate	17_7

CUST_33079_PI403524517	2	0.080963135	0.22212315	-0.01819992	0.01819992	-0.06495285	-0.040647507	35_9538	"Cluster: Os09g0279100 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0279100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J2Z5	0	0	CHR09V5|COORD:5850281..5846603|protein ATP binding protein, putative, expressed	LOC_Os09g10720.1	no description	not assigned.unknown	35_2

CUST_17834_PI404877155	2	-0.04599476	-0.3017454	0.07695389	0.032478333	-0.03247738	0.046875	HV14N11u_s_at	"ATT4F9_7(AL049523|pid:g4539439) Arabidopsis thaliana DNA chromosome 4, BAC cloneT4F9; RNA-binding protein [Oryza sativa (japonica cultivar-g"	NP_913263.1	RNA-binding protein, putative	At1g32790.1	protein RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain), putative	Os01g11120	"CID11;RNA-binding protein, putative, similar to RNA-binding protein GB:CAB40027 GI:4539439 from (Arabidopsis thaliana).Member of a family of PAB2 binding domain proteins. or  similar to RNA-binding protein, putative [Arabidopsis thaliana] (TAIR:At4g10610."	RNA.RNA binding	27_4

CUST_104236_PI403524517	2	0.24353218	0.24862099	0.05028057	-0.1481781	-0.05028057	-0.100847244	35_29705	"Cluster: Hypothetical protein OSJNBb0057I13.42; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0057I13.42 - Oryza sativa (japonica"	UniRef90_Q6EPG6		0	CHR09V5|COORD:10750517..10751325|protein expressed protein	LOC_Os09g17580.1	no description	not assigned.unknown	35_2

CUST_4623_PI403524517	2	-0.015604973	-0.53713083	0.1239686	0.015604496	0.11975098	-0.09764004	35_1277	"Cluster: Diphosphonucleotide phosphatase 1, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Diphosphonucleotide phosphatase 1, putative, e"	UniRef90_Q2QN73	"CHR4V7|COORD:12811520..12814450| ATPAP24/PAP24 (purple acid phosphatase 24); acid phosphatase/ protein serine/threonine phosphatase"	AT4G24890.1	CHR12V5|COORD:23780816..23776980|protein nucleotide pyrophosphatase/phosphodiesterase, putative, expressed	LOC_Os12g38760.2	" no descriptionweakly similar to ( 174)AT4G24890| Symbols: ATPAP24, PAP24 | ATPAP24/PAP24 (purple acid phosphatase 24); acid phosphatase/ protein serine/threonine phosphatase | chr4:12811520-12814450 REVERSEweakly similar to ( 157)NPP_HORVUNucleotide pyrophosphatase/phosphodiesterase - Hordeum vulgare (Barley)not assigned not assigned "	misc.acid and other phosphatases	26_13

CUST_53951_PI403524517	2	-0.021932125	-0.6749687	0.42718458	0.041180134	0.021932125	-0.50032663	35_15356	"Cluster: Putative glycine decarboxylase subunit; n=1; Triticum aestivum|Rep: Putative glycine decarboxylase subunit - Triticum aestivum (Wheat)"	UniRef90_Q8L807	CHR1V7|COORD:11739459..11740226| glycine cleavage system H protein, mitochondrial, putative	AT1G32470.1	CHR10V5|COORD:19565045..19567162|protein glycine cleavage system H protein, mitochondrial precursor, putative, expressed	LOC_Os10g37180.1	 no descriptionmoderately similar to ( 243)AT1G32470| Symbols:  | glycine cleavage system H protein, mitochondrial, putative | chr1:11739459-11740226 REVERSEmoderately similar to ( 303)GCSH_ORYSAnot assigned PRK01202 GCV_H GcvH PRK00624 	PS.photorespiration.glycine cleavage	1_2_4

CUST_32449_PI403524517	2	0.15433598	0.23341656	-0.16531658	-0.08559704	-0.12489128	0.08559704	35_9356	"Cluster: Putative UDP-N-acetylglucosamine transporter; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative UDP-N-acetylglucosamine transporter - Oryza sat"	UniRef90_Q6K5Y4	"CHR4V7|COORD:15575021..15576366| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G25340.1); similar to Ubiquitin [Medicago truncatula]"	AT4G32270.1	CHR02V5|COORD:24229799..24233912|protein UDP-glucuronic acid/UDP-N-acetylgalactosamine transporter, putative, expressed	LOC_Os02g40030.1	"no descriptionmoderately similar to ( 300)AT4G32272| Symbols:  | similar to UDP-glucuronic acid/UDP-N-acetylgalactosamine transporter-related [Arabidopsis thaliana] (TAIR:AT4G31600.1); similar to Os02g0614100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001047422.1); similar to SQuashed Vulva family member (sqv-7) [Caenorhabditis elegans] (GB:NP_495436.1); contains InterPro domain Protein of unknown function DUF250; (InterPro:IPR004853) | chr4:15577201-15579695 REVERSEnot assigned not assigned not assigned not assigned not assigned TPT UAA YIF1 VRG4 RhaT COG5197"	not assigned.no ontology	35_1

CUST_28764_PI403524517	2	0.3558054	-0.050930977	-0.076719284	-0.056321144	0.050930023	0.19851112	35_8307	"Cluster: Hypothetical protein P0507H12.22; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0507H12.22 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6ZDZ2	CHR4V7|COORD:7093660..7098468| calcineurin-like phosphoesterase family protein	AT4G11800.1	CHR07V5|COORD:1840296..1846876|protein hydrolase/ protein serine/threonine phosphatase, putative	LOC_Os07g04210.1	no descriptionmoderately similar to ( 343)AT4G11800| Symbols:  | calcineurin-like phosphoesterase family protein | chr4:7093660-7098468 REVERSE	misc.calcineurin-like phosphoesterase family protein	26_27

CUST_23093_PI399408534	2	-0.023292542	0.5408926	-0.0033359528	0.003334999	-0.120500565	0.084005356	35_3589	"Cluster: Zinc finger protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Zinc finger protein, putative, expressed - Oryza sativa (jap"	UniRef90_Q2QMB3	CHR4V7|COORD:11005038..11006449| LSD1 (LESION SIMULATING DISEASE)	AT4G20380.6	CHR12V5|COORD:25785268..25781671|protein 18S subunit ribosomal protein, putative, expressed	LOC_Os12g41700.1	no descriptionweakly similar to ( 190)AT4G20380| Symbols: LSD1 | LSD1 (LESION SIMULATING DISEASE) | chr4:11005023-11006449 FORWARDzf-LSD1	RNA.regulation of transcription.unclassified	27_3_99

CUST_9420_PI404877155	2	-0.005109787	-0.2534876	0.25120735	-0.04903698	0.37302303	0.005109787	Contig3166_at	Ras-related GTP-binding protein [Oryza sativa (japonica cultivar-group)] dbj|BAB64284.1| putative Ras-related GTP-binding protein RAB11C [Or	NP_915496.1	Ras-related protein (RAB11A) / small GTP-binding protein, putative	At3g46830.1	protein Ras family, putative	Os01g62950	"Ras-related protein (RAB11A) / small GTP-binding protein, putative, identical to SP:Q96283 Ras-related protein Rab11A {Arabidopsis thaliana}; identical to cDNA Rab11 protein GI:2598228"	signalling.G-proteins	30_5

CUST_59893_PI403524517	2	0.20896244	-0.23186207	-0.0049419403	-7.915497E-5	7.915497E-5	0.06271458	35_17076	Rep: Sec13p - Oryza sativa (Rice)	UniRef90_Q8W403	CHR2V7|COORD:12832617..12833525| transducin family protein / WD-40 repeat family protein	AT2G30050.1	CHR02V5|COORD:1902990..1905136|protein SEC13-related protein, putative, expressed	LOC_Os02g04320.2	no descriptionhighly similar to ( 521)AT2G30050| Symbols:  | transducin family protein / WD-40 repeat family protein | chr2:12832617-12833525 FORWARDvery weakly similar to (69.3)GBB_MAIZEGuanine nucleotide-binding protein subunit beta - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned WD40 COG2319	protein.targeting.secretory pathway.plasma membrane	29_3_4_4

CUST_152117_PI403524517	2	0.04110241	0.10996294	-0.04110241	0.08012104	-0.1487441	-0.120587826	35_42523	"Cluster: Hypothetical protein P0592B08.32; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0592B08.32 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5Z9Z3	CHR5V7|COORD:17199300..17199796| electron carrier/ protein disulfide oxidoreductase	AT5G42850.1	CHR06V5|COORD:12431552..12430765|protein thioredoxin-like protein 5, putative, expressed	LOC_Os06g21550.1	no descriptionvery weakly similar to ( 100)AT5G42850| Symbols:  | electron carrier/ protein disulfide oxidoreductase | chr5:17199300-17199796 REVERSEnot assigned DUF953 TRP14_like	not assigned.unknown	35_2

CUST_162355_PI403524517	2	-0.18723488	-0.06997299	0.36191463	0.21262503	0.06997299	-0.29658175	35_45283	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_10326_PI399408534	2	0.041058064	0.10964584	0.013954163	-0.3099885	-0.26048756	-0.013954163	35_17942	"Cluster: Zinc finger A20 and AN1 domain-containing stress-associated protein 6; n=1; Oryza sativa|Rep: Zinc finger A20 and AN1 domain-containing stress-associat"	UniRef90_Q852K5	CHR2V7|COORD:11783717..11784208| zinc finger (AN1-like) family protein	AT2G27580.1	CHR03V5|COORD:32915847..32913214|protein zinc finger A20 and AN1 domains-containing protein, putative, expressed	LOC_Os03g57890.3	no descriptionweakly similar to ( 147)AT2G27580| Symbols:  | zinc finger (AN1-like) family protein | chr2:11783717-11784208 REVERSEweakly similar to ( 135)ISAP1_ORYSAnot assigned zf-AN1 ZnF_AN1	RNA.regulation of transcription.unclassified	27_3_99

CUST_43210_PI403524517	2	-0.18893099	0.1414752	0.09794855	0.1211195	-0.45140982	-0.09794855	35_12409	Rep: H0322F07.8 protein - Oryza sativa (Rice)	UniRef90_Q259A1	0	0	CHR05V5|COORD:23972339..23971509|protein GRF zinc finger family protein, expressed	LOC_Os05g41050.1	no description	not assigned.unknown	35_2

CUST_60015_PI403524517	2	-0.035999298	0.5678024	0.018128395	-0.018128395	-0.11606884	0.056144714	35_17107	"Cluster: Hypothetical protein P0524F03.11; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0524F03.11 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6Z9J1	"CHR5V7|COORD:13441768..13450017| similar to EDR2 (enhanced disease resistance 2), lipid binding [Arabidopsis thaliana] (TAIR:AT4G19040.1); similar to"	AT5G35180.1	CHR08V5|COORD:21204751..21221734|protein lipid binding protein, putative, expressed	LOC_Os08g34060.4	" no descriptionmoderately similar to ( 243)AT5G35180| Symbols:  | similar to EDR2 (enhanced disease resistance 2), lipid binding [Arabidopsis thaliana] (TAIR:AT4G19040.1); similar to Os08g0439100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001061897.1); similar to pleckstriny domain-containing protein, putative, expressed [Oryza sativa (japonica cultivar-group)] (GB:ABB47745.1); contains InterPro domain Protein of unknown function DUF1336; (InterPro:IPR009769); contains InterPro domain Lipid-binding START; (InterPro:IPR002913); contains InterPro domain Pleckstrin homology-type; (InterPro:IPR011993) | chr5:13441768-13450017 FORWARDDUF1336 "	not assigned.unknown	35_2

CUST_149011_PI403524517	2	0.058068752	0.828145	0.03539753	-0.24058008	-0.03539753	-0.1906538	35_41685	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_158909_PI403524517	2	0.023172379	0.19870472	0.3653288	-0.08850479	-0.23072338	-0.023171425	35_44359	"Cluster: Hypothetical protein OSJNBa0050H14.16; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0050H14.16 - Oryza sativa (japonica"	UniRef90_Q8GSJ4	"CHR1V7|COORD:30019264..30019767| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G25840.1); similar to Os06g0554200 [Oryza sativa (japonica"	AT1G79770.1	CHR03V5|COORD:4179852..4178926|protein expressed protein	LOC_Os03g08250.1	no descriptionDUF1677	not assigned.unknown	35_2

CUST_17082_PI404877155	2	0.017802238	-1.5278139	-0.11183548	0.07988453	-0.017801285	0.031794548	HS14L05r_x_at	0	0	0	0	0	0	NONE	RNA.regulation of transcription.putative DNA-binding protein	27_3_67

CUST_13363_PI399408534	2	0.0062360764	0.10127354	-0.0062360764	-0.18592167	-0.0076580048	0.04978752	35_21047	"Cluster: Putative MAP3K alpha 1 protein kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative MAP3K alpha 1 protein kinase - Oryza sativa (japonica"	UniRef90_Q6ESH1	"CHR1V7|COORD:23628871..23632694| YDA (YODA); kinase"	AT1G63700.1	CHR02V5|COORD:27056086..27043019|protein YDA, putative, expressed	LOC_Os02g44642.1	" no descriptionweakly similar to ( 145)AT1G63700| Symbols: MAPKKK4, YDA | YDA (YODA); kinase | chr1:23628871-23632694 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc "	signalling.MAP kinases	30_6

CUST_26437_PI403524517	2	-0.12317467	-0.0729599	-0.23430157	0.33326006	0.0729599	3.6358871	35_7659	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_16463_PI403524517	2	-0.039286613	0.8290386	-0.035105705	0.257226	-0.090275764	0.035105705	35_4751	"Cluster: ALM beta-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: ALM beta-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5SMR4	"CHR1V7|COORD:3503766..3505191| similar to mov34 family protein [Arabidopsis thaliana] (TAIR:AT1G48790.1); similar to Os01g0661500 [Oryza sativa (japonica"	AT1G10600.1	CHR01V5|COORD:27335651..27338961|protein STAM-binding protein, putative, expressed	LOC_Os01g47262.1	"no descriptionmoderately similar to ( 258)AT1G10600| Symbols:  | similar to mov34 family protein [Arabidopsis thaliana] (TAIR:AT1G48790.1); similar to Os01g0661500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001043779.1); similar to ALM beta-like [Oryza sativa (japonica cultivar-group)] (GB:BAD72364.1); contains InterPro domain Mov34/MPN/PAD-1; (InterPro:IPR000555); contains InterPro domain Mov34-1; (InterPro:IPR003639) | chr1:3503766-3505191 FORWARDnot assigned Mov34 JAB_MPN"	not assigned.no ontology	35_1

CUST_26153_PI403524517	2	0.28293276	0.07314587	0.07198429	-0.07198429	-0.15639257	-0.13202238	35_7575	"Cluster: Putative 4,5-DOPA dioxygenase extradiol; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative 4,5-DOPA dioxygenase extradiol - Oryza sativa (japon"	UniRef90_Q8L3U9	CHR4V7|COORD:8618451..8619469| catalytic LigB subunit of aromatic ring-opening dioxygenase family	AT4G15093.1	CHR01V5|COORD:38472994..38471632|protein 4,5-DOPA dioxygenase extradiol, putative, expressed	LOC_Os01g65690.1	no descriptionweakly similar to ( 193)AT4G15093| Symbols:  | catalytic LigB subunit of aromatic ring-opening dioxygenase family | chr4:8618451-8619469 FORWARDLigB COG3384 PRK10628	not assigned.no ontology	35_1

CUST_8323_PI404877155	2	9.3078613E-4	0.116791725	0.0818882	-9.3078613E-4	-0.009693146	-0.03985119	Contig2465_at	Vacuolar ATP synthase subunit B isoform 1 (V-ATPase B subunit 1) (Vacuolar proton pump B subunit 1) gb|AAA81330.1| vacuolar ATPase B subunit	Q40078	vacuolar ATP synthase subunit B, putative / V-ATPase B subunit, putative / vacuolar proton pump B subunit, put	At4g38510.1	protein V-type ATPase, B subunit	Os06g37180	Vacuolar ATP synthase subunit B isoform 1	transport.p- and v-ATPases	34_1

CUST_65438_PI403524517	2	-2.9537654	-0.9738984	0.51766443	0.9836788	0.4563775	-0.45637798	35_18683	"Cluster: Glutathione-S-transferase Cla47; n=1; Triticum aestivum|Rep: Glutathione-S-transferase Cla47 - Triticum aestivum (Wheat)"	UniRef90_Q8LGN6	"CHR1V7|COORD:3395740..3396808| ATGSTU18 (GLUTATHIONE S-TRANSFERASE 29); glutathione transferase"	AT1G10360.1	CHR10V5|COORD:20293826..20292769|protein glutathione S-transferase GSTU6, putative, expressed	LOC_Os10g38710.1	" no descriptionweakly similar to ( 192)AT1G10360| Symbols: GST29, ATGSTU18 | ATGSTU18 (GLUTATHIONE S-TRANSFERASE 29); glutathione transferase | chr1:3395740-3396808 REVERSEmoderately similar to ( 221)GSTU6_ORYSAnot assigned not assigned not assigned not assigned GST_C_Tau GST_N_Tau Gst GST_N_family GST_N PRK10357 GST_N_Phi GST_N_Zeta GST_N_3 GST_N_4 GST_N_SspA "	misc.glutathione S transferases	26_9

CUST_31989_PI403524517	2	0.011248112	0.18839693	0.16203165	-0.10570049	-0.011248112	-0.32889032	35_9227	"Cluster: Putative UDP-N-acetylglucosamine transporter; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative UDP-N-acetylglucosamine transporter - Oryza sat"	UniRef90_Q6K5Y4	0	0	CHR02V5|COORD:24229799..24233912|protein UDP-glucuronic acid/UDP-N-acetylgalactosamine transporter, putative, expressed	LOC_Os02g40030.2	"no descriptionvery weakly similar to (94.4)AT4G32272| Symbols:  | similar to UDP-glucuronic acid/UDP-N-acetylgalactosamine transporter-related [Arabidopsis thaliana] (TAIR:AT4G31600.1); similar to Os02g0614100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001047422.1); similar to SQuashed Vulva family member (sqv-7) [Caenorhabditis elegans] (GB:NP_495436.1); contains InterPro domain Protein of unknown function DUF250; (InterPro:IPR004853) | chr4:15577201-15579695 REVERSE"	not assigned.no ontology	35_1

CUST_22543_PI403524517	2	-0.027776718	0.016504288	0.1823225	-0.073428154	-6.580353E-4	6.580353E-4	35_6548	Rep: Putative hydrolase - Oryza sativa (Rice)	UniRef90_Q8SAY7	CHR4V7|COORD:1035722..1037403| epoxide hydrolase, putative	AT4G02340.1	CHR03V5|COORD:34762463..34759620|protein epoxide hydrolase 2, putative, expressed	LOC_Os03g61340.1	 no descriptionmoderately similar to ( 246)AT4G02340| Symbols:  | epoxide hydrolase, putative | chr4:1035722-1037403 FORWARDnot assigned MhpC 	misc.misc2	26_1

CUST_47021_PI403524517	2	-0.41713333	-0.005050659	0.19225025	-0.14509487	0.19693851	0.005051613	35_13463	Rep: Os10g0375700 protein - Oryza sativa (japonica cultivar-group)	UniRef90_Q0IY30	CHR4V7|COORD:18530567..18532082| hydrolase, alpha/beta fold family protein	AT4G39955.1	CHR10V5|COORD:11615781..11619969|protein catalytic/ hydrolase, putative, expressed	LOC_Os10g22960.1	no descriptionweakly similar to ( 180)AT5G09430| Symbols:  | hydrolase | chr5:2932163-2933363 FORWARDnot assigned MhpC	not assigned.no ontology	35_1

CUST_145205_PI403524517	2	0.094506264	-0.29571724	0.09838581	0.23603535	-0.09450579	-0.39365578	35_40661	"Cluster: Hypothetical protein OJ1754_E06.15; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1754_E06.15 - Oryza sativa (japonica cultiv"	UniRef90_Q84TB2		0	CHR03V5|COORD:34339211..34335901|protein expressed protein	LOC_Os03g60520.1	no description	not assigned.unknown	35_2

CUST_76182_PI403524517	2	0.10978317	-0.18771744	-0.08659458	-0.059693336	0.07703304	0.059692383	35_21838	"Cluster: Hypothetical protein OSJNBa0013O08.23; n=2; Oryza sativa|Rep: Hypothetical protein OSJNBa0013O08.23 - Oryza sativa (Rice)"	UniRef90_Q8W396	CHR1V7|COORD:9301133..9303419| dehydration-responsive family protein	AT1G26850.2	CHR03V5|COORD:14971579..14976168|protein ankyrin protein kinase-like, putative, expressed	LOC_Os03g26200.1	no descriptionhighly similar to ( 525)AT1G26850| Symbols:  | dehydration-responsive family protein | chr1:9301133-9303419 REVERSEDUF248	stress.abiotic.drought/salt	20_2_3

CUST_113130_PI403524517	2	0.20706224	-0.5672927	0.044044018	-0.066203594	0.5315461	-0.044044018	35_32112	"Cluster: Os05g0584400 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0584400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DFK8	"CHR3V7|COORD:19126321..19128189| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G08670.1); similar to Os01g0819000 [Oryza sativa (japonica"	AT3G51540.1	CHR05V5|COORD:28995257..28993775|protein expressed protein	LOC_Os05g50730.1	no descriptionnot assigned not assigned not assigned not assigned not assigned PRK12323 PRK07003 PRK07764	not assigned.unknown	35_2

CUST_81127_PI403524517	2	-0.10302162	-0.55393696	0.5147524	0.10302162	0.45436573	-0.20094109	35_23270	"Cluster: Putative DNA-binding protein phosphatase 2C; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative DNA-binding protein phosphatase 2C - Oryza sativ"	UniRef90_Q5SMK6	CHR2V7|COORD:10910232..10912056| protein phosphatase 2C, putative / PP2C, putative	AT2G25620.1	CHR06V5|COORD:3951252..3946927|protein DNA-binding protein phosphatase 2C, putative, expressed	LOC_Os06g08140.1	 no descriptionweakly similar to ( 169)AT2G25620| Symbols:  | protein phosphatase 2C, putative / PP2C, putative | chr2:10910232-10912056 REVERSEnot assigned not assigned not assigned not assigned PP2Cc PP2Cc PP2C PTC1 	protein.postranslational modification	29_4

CUST_40295_PI403524517	2	0.2614298	0.6559706	0.07519388	-0.30070496	-0.31428337	-0.075193405	35_11591	"Cluster: Os05g0177100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0177100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DKB4	CHR5V7|COORD:2406069..2407331| F-box family protein	AT5G07610.1	CHR05V5|COORD:4601064..4599580|protein F-box domain containing protein, expressed	LOC_Os05g08460.1	no descriptionvery weakly similar to (61.6)AT5G07610| Symbols:  | F-box family protein | chr5:2406069-2407331 FORWARD	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_39342_PI403524517	2	-0.487504	0.28110695	-0.11840248	0.17591763	0.11840248	-0.29833698	35_11316	"Cluster: Hypothetical protein OJ1047_C01.6; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1047_C01.6 - Oryza sativa (japonica cultivar"	UniRef90_Q6ZIQ3	0	0	CHR07V5|COORD:23897947..23892410|protein expressed protein	LOC_Os07g39850.1	no description	not assigned.unknown	35_2

CUST_10990_PI404877155	2	0.013303757	-0.07125664	-0.037077904	0.0026693344	-0.0026683807	0.042344093	Contig4724_at	gamma hydroxybutyrate dehydrogenase-like protein [Oryza sativa (japonica cultivar-group)]	AAO72678.1	6-phosphogluconate dehydrogenase NAD-binding domain-containing protein	At3g25530.1	protein NAD binding domain of 6-phosphogluconate dehydrogenase, putative	Os02g35500	gamma hydroxybutyrate dehydrogenase-like protein	OPP.oxidative PP.6-phosphogluconate dehydrogenase	7_1_03

CUST_709_PI404877155	2	-0.75071144	-0.1579318	0.1579318	4.3203053	-0.7463422	1.722754	Contig10672_at	S-like RNase [Triticum aestivum]	AAS01727.1	ribonuclease 1 (RNS1)	At2g02990.1	protein Ribonuclease T2 family	Os08g33710	ribonuclease	RNA.processing.ribonucleases	27_1_19

CUST_93310_PI403524517	2	0.31035614	0.3171487	0.0018033981	-0.0018033981	-0.122569084	-0.15217972	35_26680	"Cluster: Putative MA3 domain-containing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative MA3 domain-containing protein - Oryza sativa (japonic"	UniRef90_Q6YPF2	"CHR4|COORD:12781772..12785207| similar to MA3 domain-containing protein [Arabidopsis thaliana] (TAIR:At5g63190.2); similar to MA3 domain-containing"	AT4G24800.2	CHR08V5|COORD:1120096..1114782|protein topoisomerase-like protein, putative, expressed	LOC_Os08g02690.1	no descriptionvery weakly similar to (76.3)AT4G24800| Symbols:  | MA3 domain-containing protein | chr4:12782473-12784912 FORWARDnot assigned	DNA.unspecified	28_99

CUST_28505_PI403524517	2	0.06977844	-0.09966469	0.015548706	-0.015548706	-0.052497864	0.126297	35_8237	"Cluster: Hypothetical protein B1110B01.5; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1110B01.5 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q60DG4	CHR3V7|COORD:15917775..15922352| kinase	AT3G44200.1	CHR05V5|COORD:21504456..21510231|protein ATP binding protein, putative, expressed	LOC_Os05g36960.1	no descriptionweakly similar to ( 127)AT3G44200| Symbols:  | kinase | chr3:15917775-15922352 FORWARD	protein.postranslational modification	29_4

CUST_93545_PI403524517	2	0.2992363	0.51723385	0.20041895	-0.38564348	-0.20041895	-0.5246191	35_26746	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_28464_PI403524517	2	0.21838331	0.24948311	0.15963507	-0.15963459	-0.22971821	-0.26822472	35_8225	"Cluster: Os02g0656200 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0656200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DZ01	CHR5V7|COORD:20861478..20865383| ceramide kinase-related	AT5G51290.1	CHR02V5|COORD:26501649..26498487|protein diacylglycerol kinase, putative, expressed	LOC_Os02g43906.1	no descriptionmoderately similar to ( 332)AT5G51290| Symbols:  | ceramide kinase-related | chr5:20861478-20865383 REVERSEnot assigned not assigned	protein.postranslational modification	29_4

CUST_17560_PI404877155	2	-0.009111404	-0.01244545	0.028370857	-0.19786835	0.009110451	0.094569206	HV_CEb0003P23r2_at	zinc transporter [Oryza sativa (japonica cultivar-group)]	AAP31024.1	zinc transporter (ZAT)	At2g46800.1	protein cation diffusion facilitator family transporter	Os05g03780	"ATMTP1;ZAT1;ZINC TRANSPORTER OF ARABIDOPSIS THALIANA;ZINC TRANSPORTER ZAT;zinc transporter (ZAT), identical to zinc transporter ZAT (Arabidopsis thaliana) gi:4206640:gb:AAD11757; member of the cation diffusion facilitator (CDF) family, or cation efflux (C"	transport.metal	34_12

CUST_136690_PI403524517	2	-0.31302452	0.019950867	0.17155743	-0.01020813	0.010209084	-0.06904411	35_38334	"Cluster: Putative disease resistance protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative disease resistance protein - Oryza sativa (japonica"	UniRef90_Q69XW4	CHR3V7|COORD:16228229..16232412| ATP binding / nucleoside-triphosphatase/ nucleotide binding / protein binding / transmembrane receptor	AT3G44670.1	CHR06V5|COORD:24977049..24965560|protein retrotransposon protein, putative, unclassified	LOC_Os06g41690.1	no descriptionvery weakly similar to (72.8)AT3G44670| Symbols:  | ATP binding / nucleoside-triphosphatase/ nucleotide binding / protein binding / transmembrane receptor | chr3:16228229-16232412 FORWARDnot assigned not assigned	stress.biotic	20_1

CUST_51518_PI403524517	2	-0.03421688	-0.95073986	0.03421688	0.24241638	0.5246706	-0.30677795	35_14682	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_7959_PI404877155	2	0.06744766	0.3866167	-0.06197834	-0.09633255	-0.060420036	0.060420036	Contig23394_at	putative vacuolar ATP synthase subunit H [Oryza sativa (japonica cultivar-group)] dbj|BAC57732.1| putative vacuolar ATP synthase subunit H [	NP_910644.1	vacuolar ATP synthase subunit H family protein	At3g42050.1	protein hypothetical protein	Os07g36470	putative vacuolar ATP synthase subunit H	transport.p- and v-ATPases	34_1

CUST_34474_PI403524517	2	0.0125255585	-0.70134926	-0.14313889	0.026164055	0.027094841	-0.012526512	35_9943	"Cluster: Os09g0548200 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os09g0548200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IZU8	CHR2V7|COORD:7466238..7467730| peptidoglycan-binding LysM domain-containing protein	AT2G17120.1	CHR09V5|COORD:21676997..21679814|protein erwinia induced protein 1, putative, expressed	LOC_Os09g37600.1	no descriptionweakly similar to ( 134)AT2G17120| Symbols: LYM2 | peptidoglycan-binding LysM domain-containing protein | chr2:7466238-7467730 FORWARDPRK07003 PRK12323	not assigned.no ontology	35_1

CUST_62849_PI403524517	2	0.058142662	0.31849098	-0.058317184	-0.075888634	-0.05814171	0.12911415	35_17924	0	0	0	0	CHR03V5|COORD:32988267..32999355|protein XRN4, putative, expressed	LOC_Os03g58060.1	no description	not assigned.unknown	35_2

CUST_1256_PI404877155	2	0.2894454	-0.041555405	0.20808363	-0.044664383	0.04155588	-0.1477952	Contig11340_at	NAM-related protein 1 [Zea mays]	AAP86221.1	no apical meristem (NAM) family protein	At5g61430.1	protein No apical meristem (NAM) protein, putative	Os01g29840	NONE	RNA.regulation of transcription.NAC domain transcription factor family	27_3_27

CUST_12663_PI403524517	2	0.014695168	0.062986374	-0.0907135	-0.014696121	-0.117836	0.061846733	35_3620	"Cluster: Glycoprotease family protein, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Glycoprotease family protein, expressed - Oryza sativa (japon"	UniRef90_Q2QQS9	CHR2V7|COORD:18673657..18676406| glycoprotease M22 family protein	AT2G45270.1	CHR12V5|COORD:17903097..17895953|protein O-sialoglycoprotein endopeptidase, putative, expressed	LOC_Os12g29990.1	no descriptionhighly similar to ( 588)AT2G45270| Symbols:  | glycoprotease M22 family protein | chr2:18673657-18676406 FORWARDnot assigned not assigned PRK09604 QRI7 Peptidase_M22 PRK09605 COG1214	protein.degradation	29_5

CUST_54771_PI403524517	2	-0.08903885	0.368227	-0.014266968	-0.11449051	0.031337738	0.014268875	35_15587	"Cluster: Expressed protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53PH6	"CHR3V7|COORD:279178..283406| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G08710.1); similar to expressed protein [Oryza sativa (japonica"	AT3G01780.1	CHR02V5|COORD:33694545..33700466|protein expressed protein	LOC_Os02g55010.1	"no descriptionhighly similar to ( 570)AT3G01780| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G08710.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:AAX95799.1); similar to Os02g0793100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001048366.1); similar to Calcium-binding EF-hand [Medicago truncatula] (GB:ABE79738.1); contains domain ARM repeat (SSF48371) | chr3:279178-283406 FORWARD"	not assigned.unknown	35_2

CUST_177690_PI403524517	2	0.626173	-0.015118599	-0.29943275	0.015117645	0.035108566	-0.6232014	35_49425	"Cluster: Hypothetical protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53M10	CHR2V7|COORD:16695515..16696963| transferase family protein	AT2G39980.1	CHR11V5|COORD:7742877..7741441|protein transferase, putative	LOC_Os11g13970.1	no descriptionvery weakly similar to (90.9)AT2G39980| Symbols:  | transferase family protein | chr2:16695515-16696963 REVERSETransferase	secondary metabolism.phenylpropanoids	16_2

CUST_24701_PI403524517	2	0.28521156	-0.27970123	-0.074543	0.049736023	-0.049736023	0.056070328	35_7168	"Cluster: Putative wall-associated kinase 4; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative wall-associated kinase 4 - Oryza sativa (japonica cultivar"	UniRef90_Q9ARW4	0	0	0	0	no description	not assigned.unknown	35_2

CUST_149531_PI403524517	2	-0.02209711	0.20010757	0.022097588	-0.053685665	-0.1718297	0.072577	35_41832	"Cluster: Leaf senescence protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Leaf senescence protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8LQG0		0	CHR01V5|COORD:40184653..40188428|protein expressed protein	LOC_Os01g68630.1	no description	not assigned.unknown	35_2

CUST_51712_PI403524517	2	0.11638069	-0.3013687	-0.006246567	0.006248474	-0.049699783	0.012002945	35_14734	"Cluster: Cold shock domain protein 3; n=2; Triticum aestivum|Rep: Cold shock domain protein 3 - Triticum aestivum (Wheat)"	UniRef90_Q75QN8	"CHR2V7|COORD:9044064..9044669| ATGRP2B (GLYCINE-RICH PROTEIN 2B); nucleic acid binding"	AT2G21060.1	CHR08V5|COORD:1639659..1638642|protein glycine-rich protein 2b, putative, expressed	LOC_Os08g03520.1	"no descriptionvery weakly similar to ( 100)AT4G36020| Symbols: CSDP1 | CSDP1 (COLD SHOCK DOMAIN PROTEIN 1); nucleic acid binding | chr4:17043446-17044345 REVERSEweakly similar to ( 104)GRP2_NICSYGlycine-rich protein 2 - Nicotiana sylvestris (Wood tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned CSD CspC cspE PRK09890 PRK10354 PRK10943 PRK09937 CSP PRK12323 TT_ORF1 PRK07003 PRK07764 GRP PRK05648 Atrophin-1 Protamine_P1"	stress.abiotic.cold	20_2_2

CUST_4991_PI404877155	2	-0.003753662	0.17046928	0.0037546158	-0.082229614	-0.09001064	0.12418556	Contig16412_at	0	BAD09550.1	IAA-alanine resistance protein 1, putative	At1g68100.1	protein ZIP Zinc transporter	Os08g36420	"IAA-ALANINE RESISTANCE PROTEIN 1;IAA-ALANINE RESISTANT 1;IAA-alanine resistance protein 1, putative, similar to IAA-alanine resistance protein 1 (Arabidopsis thaliana) SWISS-PROT:Q9M647; contains ZIP Zinc transporter domain, Pfam:PF02535; identical to cDN"	transport.metal	34_12

CUST_50266_PI403524517	2	-0.011545181	0.4217186	0.047107697	-0.070999146	-0.08852291	0.011546135	35_14341	Rep: CAA303712.1 protein - Oryza sativa (Rice)	UniRef90_Q9ST85	CHR5V7|COORD:4558864..4560030| peroxidase, putative	AT5G14130.1	CHR04V5|COORD:35027663..35026032|protein peroxidase 12 precursor, putative, expressed	LOC_Os04g59260.1	 no descriptionvery weakly similar to (86.3)AT5G14130| Symbols:  | peroxidase, putative | chr5:4558864-4560030 REVERSEvery weakly similar to (90.1)PER2_HORVUPeroxidase 2 - Hordeum vulgare (Barley)secretory_peroxidase plant_peroxidase peroxidase 	misc.peroxidases	26_12

CUST_18540_PI399408534	2	0.14717293	-0.29173946	-0.17445087	0.06127739	-0.06127739	0.18059158	35_23081	"Cluster: Putative receptor-like kinase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative receptor-like kinase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q9LDG0	CHR4V7|COORD:12367073..12369169| leucine-rich repeat transmembrane protein kinase, putative	AT4G23740.1	CHR01V5|COORD:6766966..6763301|protein ATP binding protein, putative, expressed	LOC_Os01g12390.1	 no descriptionweakly similar to ( 162)AT4G23740| Symbols:  | leucine-rich repeat transmembrane protein kinase, putative | chr4:12367073-12369169 FORWARDvery weakly similar to (65.5)PSKR_DAUCAPhytosulfokine receptor precursor - Daucus carota (Carrot)not assigned TyrKc Pkinase_Tyr PTKc 	signalling.receptor kinases.leucine rich repeat III	30_2_3

CUST_100798_PI403524517	2	-0.25427103	0.1134305	-0.020460606	0.117298126	0.020460606	-0.35682726	35_28768	"Cluster: Os05g0405500 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0405500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DIA1	"CHR1V7|COORD:28203734..28205572| CYP721A1 (cytochrome P450, family 721, subfamily A, polypeptide 1); oxygen binding"	AT1G75130.1	CHR05V5|COORD:19675687..19673079|protein cytochrome P450 72A1, putative, expressed	LOC_Os05g33600.1	" no descriptionweakly similar to ( 136)AT2G26710| Symbols: CYP734A1, BAS1 | BAS1 (PHYB ACTIVATION TAGGED SUPPRESSOR 1); oxygen binding | chr2:11387778-11390491 FORWARDweakly similar to ( 127)C72A1_CATROCytochrome P450 72A1 - Catharanthus roseus (Rosy periwinkle) (Madagascar periwinkle)not assigned not assigned not assigned p450 CypX "	misc.cytochrome P450	26_10

CUST_61729_PI403524517	2	-0.53528214	-0.3619709	1.2311478	0.6078415	0.087394714	-0.08739376	35_17616	"Cluster: Putative oxidase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative oxidase-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6YXT5	CHR2V7|COORD:19215513..19217979| FAD-binding domain-containing protein	AT2G46750.1	CHR08V5|COORD:764572..761772|protein FAD binding domain containing protein, putative, expressed	LOC_Os08g02230.1	no descriptionmoderately similar to ( 444)AT2G46750| Symbols:  | FAD-binding domain-containing protein | chr2:19215513-19217979 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned GlcD ALO PRK07003 Herpes_BLLF1 APC_basic PRK12323	not assigned.no ontology	35_1

CUST_28910_PI403524517	2	0.028214931	-0.05167246	0.11441803	-0.0027279854	-0.04593754	0.0027284622	35_8355	"Cluster: Plus agglutinin; n=1; Chlamydomonas incerta|Rep: Plus agglutinin - Chlamydomonas incerta"	UniRef90_Q58NA5	"CHR3V7|COORD:7795290..7796294| CWLP (CELL WALL-PLASMA MEMBRANE LINKER PROTEIN); lipid binding"	AT3G22120.1	CHR04V5|COORD:24705559..24701241|protein peroxidase 18 precursor, putative, expressed	LOC_Os04g42100.1	no description	not assigned.unknown	35_2

CUST_8060_PI404877155	2	0.008747101	0.393548	-0.07903385	-0.1414442	-0.0087480545	0.048164368	Contig2377_s_at	RAB1Y [Lotus corniculatus var. japonicus]	CAA98164.1	Ras-related GTP-binding protein, putative	At1g43890.1	protein Ras family, putative	Os10g31830	RAB1Y	signalling.G-proteins	30_5

CUST_155010_PI403524517	2	0.10184288	-0.35316086	-0.1060133	0.20278263	0.23471832	-0.10184288	35_43303	"Cluster: Hypothetical protein OSJNBb0042J17.16; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0042J17.16 - Oryza sativa (japonica"	UniRef90_Q75HW6	CHR3V7|COORD:6434240..6435487| U-box domain-containing protein	AT3G18710.1	CHR05V5|COORD:21441979..21443594|protein photoperiod responsive protein, putative, expressed	LOC_Os05g36360.1	no descriptionvery weakly similar to (88.2)AT3G18710| Symbols:  | U-box domain-containing protein | chr3:6434240-6435487 REVERSEvery weakly similar to (74.7)SPL11_ORYSAnot assigned not assigned Ubox U-box PRK12323	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_3447_PI403524517	2	0.052204132	-0.7978592	-0.0019397736	0.072203636	0.0019407272	-0.014726639	35_941	Rep: Ubiquitin-like protein SMT3 - Oryza sativa (Rice)	UniRef90_P55857	CHR4V7|COORD:13497472..13498464| SUM1 (SMALL UBIQUITIN-LIKE MODIFIER 1)	AT4G26840.1	CHR01V5|COORD:40393254..40390920|protein ubiquitin-like protein SMT3, putative, expressed	LOC_Os01g68950.1	 no descriptionweakly similar to ( 166)AT4G26840| Symbols: SUMO 1, SUMO1, SUM1 | SUM1 (SMALL UBIQUITIN-LIKE MODIFIER 1) | chr4:13497472-13498464 FORWARDweakly similar to ( 179)SMT3_ORYSAnot assigned Sumo SMT3 UBQ ubiquitin 	protein.degradation.ubiquitin.ubiquitin	29_5_11_1

CUST_65716_PI403524517	2	0.056649208	0.38793278	0.013104439	-0.04956913	-0.013104439	-0.030957222	35_18769	"Cluster: Putative symplekin; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative symplekin - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69R94	"CHR5V7|COORD:162802..171071| ESP4 (ENHANCED SILENCING PHENOTYPE 4); binding"	AT5G01400.1	CHR07V5|COORD:29532776..29544001|protein HEAT repeat family protein, expressed	LOC_Os07g49320.1	"no descriptionmoderately similar to ( 290)AT5G01400| Symbols: ESP4 | ESP4 (ENHANCED SILENCING PHENOTYPE 4); binding | chr5:162802-171071 REVERSEnot assigned"	not assigned.unknown	35_2

CUST_76672_PI403524517	2	0.13003731	0.23789406	0.124056816	-0.1891985	-0.19623566	-0.12405777	35_21979	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_97090_PI403524517	2	-0.09059715	0.11190796	0.11384678	-0.043777466	-0.05512333	0.043776512	35_27727	"Cluster: Os03g0105800 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os03g0105800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DVZ3	"CHR4V7|COORD:6959060..6961218| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G63520.1); similar to Bromo adjacent re (GB:ABE92116.1); contains doma"	AT4G11450.1	CHR10V5|COORD:21271909..21283297|protein conserved hypothetical protein	LOC_Os10g40324.1	" no descriptionvery weakly similar to (50.8)AT4G11450| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G63520.1); similar to Bromo adjacent re (GB:ABE92116.1); contains domain Transcriptional factor tubby, C-terminal domain (SSF54518) | chr4:6959060-6961218 REVERSE"	not assigned.unknown	35_2

CUST_87110_PI403524517	2	-0.13539505	0.40689993	0.13539505	-0.4736886	0.20201492	-0.5005555	35_24946	"Cluster: S-receptor kinase homolog-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: S-receptor kinase homolog-like - Oryza sativa (japonica cultivar-group"	UniRef90_Q94E23	CHR4V7|COORD:1151683..1153161| protein kinase family protein	AT4G02630.1	CHR01V5|COORD:27461042..27457389|protein ATP binding protein, putative, expressed	LOC_Os01g47470.1	no descriptionvery weakly similar to (54.7)AT4G02630| Symbols:  | protein kinase family protein | chr4:1151683-1153161 FORWARD	PS.lightreaction.state transition	1_1_30

CUST_1299_PI399408534	2	0.08570385	-0.5698261	-0.3823614	0.3581543	0.03987789	-0.03987789	35_18718	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10CE2	CHR5V7|COORD:19837579..19838100| transcription factor	AT5G48890.1	CHR03V5|COORD:32585843..32584391|protein expressed protein	LOC_Os03g57240.1	no descriptionvery weakly similar to (58.9)AT5G48890| Symbols:  | transcription factor | chr5:19837579-19838100 FORWARDnot assigned not assigned not assigned not assigned PRK12323	RNA.regulation of transcription.C2H2 zinc finger family	27_3_11

CUST_83899_PI403524517	2	0.023955822	0.10343552	0.02782917	-0.048982143	-0.023955345	-0.22408152	35_24048	"Cluster: Hypothetical protein P0486C01.11; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0486C01.11 - Oryza sativa (japonica cultivar-g"	UniRef90_Q65WW4	"CHR3V7|COORD:20840386..20843648| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G40400.2); similar to Trimeric LpxA-like [Medicago truncatula]"	AT3G56140.1	CHR05V5|COORD:23204664..23214191|protein PX domain containing protein, expressed	LOC_Os05g39680.1	"no descriptionmoderately similar to ( 371)AT3G56140| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G40400.2); similar to Trimeric LpxA-like [Medicago truncatula] (GB:ABE84885.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAU44243.1); similar to Os01g0826900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001044677.1); contains InterPro domain Protein of unknown function DUF399; (InterPro:IPR007314) | chr3:20840386-20843648 FORWARDDUF399"	not assigned.unknown	35_2

CUST_74929_PI403524517	2	-0.010315418	-1.0623183	-0.1346364	0.014000893	0.19318199	0.010314941	35_21482	Cluster: 'putative pentatricopeptide (PPR) repeat-containing protein, PF01535' (Os05g0365500 protein) (Putative pentatricopeptide repeat-containing protein) (Pu	UniRef90_Q75IT2	"CHR1V7|COORD:3363537..3366278| GRP23 (GLUTAMINE-RICH PROTEIN23); binding"	AT1G10270.1	CHR05V5|COORD:17441731..17445500|protein EMB1796, putative, expressed	LOC_Os05g30240.1	"no descriptionvery weakly similar to (63.5)AT1G10270| Symbols: GRP23 | GRP23 (GLUTAMINE-RICH PROTEIN23); binding | chr1:3363537-3366278 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Glutenin_hmw DUF1421 GAL11 Atrophin-1"	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_55078_PI403524517	2	0.0044355392	-0.17088413	-0.063549995	0.69989204	0.79356766	-0.0044355392	35_15677	"Cluster: H0315F07.12 protein; n=10; Oryza sativa|Rep: H0315F07.12 protein - Oryza sativa (Rice)"	UniRef90_Q259Z0	CHR4V7|COORD:6374801..6375073| wound-responsive family protein	AT4G10270.1	CHR04V5|COORD:32104684..32100580|protein retrotransposon protein, putative, unclassified	LOC_Os04g54280.1	no descriptionvery weakly similar to (77.4)AT4G10270| Symbols:  | wound-responsive family protein | chr4:6374801-6375073 FORWARD	not assigned.no ontology	35_1

CUST_2876_PI399408534	2	-0.039230347	1.2223587	0.016432762	-0.20803452	0.08093548	-0.016431808	35_2570	"Cluster: Os08g0513700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os08g0513700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J4H4	"CHR1V7|COORD:7325031..7328922| SPL14 (SQUAMOSA PROMOTER BINDING PROTEIN-LIKE 14); DNA binding / transcription factor"	AT1G20980.1	CHR08V5|COORD:25349076..25354702|protein squamosa promoter-binding-like protein 16, putative, expressed	LOC_Os08g40260.1	" no descriptionmoderately similar to ( 493)AT1G20980| Symbols: FBR6, SPL1R2, ATSPL14, SPL14 | SPL14 (SQUAMOSA PROMOTER BINDING PROTEIN-LIKE 14); DNA binding / transcription factor | chr1:7325031-7328922 FORWARD"	RNA.regulation of transcription.SBP,Squamosa promoter binding protein family	27_3_28

CUST_114155_PI403524517	2	0.0036773682	-0.10620403	-0.0036773682	0.13326073	0.17708778	-0.09131527	35_32395	"Cluster: Serine/threonine protein kinase; n=1; Frankia sp. CcI3|Rep: Serine/threonine protein kinase - Frankia sp. (strain CcI3)"	UniRef90_Q2J5A9	CHR1V7|COORD:22496859..22500684| proline-rich family protein	AT1G61080.1	CHR05V5|COORD:21029399..21034212|protein ATP binding protein, putative, expressed	LOC_Os05g35520.1	no descriptionPRK12323	not assigned.unknown	35_2

CUST_36318_PI403524517	2	-0.34708834	0.51030254	-0.27027655	0.4164052	0.16484118	-0.16484118	35_10473	"Cluster: Os05g0497800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0497800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DH13	CHR5V7|COORD:7786176..7792083| HUA2 (ENHANCER OF AG-4 2)	AT5G23150.1	CHR05V5|COORD:24409946..24409253|protein expressed protein	LOC_Os05g41820.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_19380_PI399408534	2	-0.17761993	0.74216366	-0.0031414032	0.18527699	-0.35805893	0.0031414032	35_8528	"Cluster: Os03g0264300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os03g0264300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DT84	CHR3V7|COORD:2750290..2752091| protein kinase family protein	AT3G09010.1	CHR03V5|COORD:8677100..8681341|protein serine/threonine-protein kinase receptor precursor, putative, expressed	LOC_Os03g15770.3	no descriptionmoderately similar to ( 289)AT3G09010| Symbols:  | protein kinase family protein | chr3:2750290-2752091 FORWARDweakly similar to ( 169)PSKR_DAUCAPhytosulfokine receptor precursor - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc TyrKc Pkinase S_TKc Pkinase_Tyr PTKc PTKc_Csk_like PTKc_Srm_Brk PTKc_Src_like PTKc_Jak_rpt2 PTKc_Trk SPS1 PTKc_Fes_like PTKc_Frk_like PTKc_EGFR_like PTKc_EphR PTKc_Syk_like PTKc_c-ros PTKc_Tyk2_rpt2 PTKc_Ack_like PTKc_Itk PTKc_Musk PTKc_ALK_LTK PTKc_InsR_like PTKc_Tec_like PTKc_Lck_Blk PTK_CCK4 PTKc_FAK PTKc_TrkA PTKc_EphR_B PTKc_TrkB PTKc_Src PTKc_FGFR PTKc_Ror PTKc_Fer PTKc_TrkC PTKc_Chk PTKc_EphR_A2 PTKc_Tec_Rlk PTKc_Met_Ron PTKc_DDR PTKc_Jak2_Jak3_rpt2 PTKc_Aatyk PTKc_DDR_like PTKc_EphR_A PTKc_Abl PTKc_Fes PTKc_Btk_Bmx PTKc_Csk PTKc_Jak1_rpt2 PTKc_DDR2 PTKc_EGFR PTKc_Axl_like PTKc_Fyn_Yrk PTKc_Aatyk1_Aatyk3 PTKc_RET PTKc_HER4 PTKc_Tie2 PTKc_Zap-70 PTKc_Yes PTKc_DDR1 PTKc_Hck PTKc_Lyn PTKc_PDGFR PTK_HER3 PTKc_Tie1 PTKc_Syk PTKc_Axl PTKc_Aatyk2 PTKc_HER2 PTKc_Tie PTKc_Tyro3 PTK_Ryk PTKc_IGF-1R PTKc_InsR PTKc_FGFR1 PTKc_FGFR2 PTK_Jak2_Jak3_rpt1 PTKc_FGFR4 PTKc_FGFR3 PTKc_Ror1 PTK_Jak_rpt1 PTKc_EphR_A10 PTKc_Ror2	signalling.receptor kinases.DUF 26	30_2_17

CUST_160253_PI403524517	2	0.16144085	0.52510357	0.016211033	-0.01621151	-0.09551096	-0.3918891	35_44719	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_168838_PI403524517	2	0.17775631	-0.13312054	-0.25016117	0.08394241	0.029344559	-0.029343605	35_47020	"Cluster: Hypothetical protein P0778G11.12; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0778G11.12 - Oryza sativa (japonica cultivar-g"	UniRef90_Q651H6	"CHR1V7|COORD:29746766..29747956| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G56020.1); similar to Os02g0165500 [Oryza sativa (japonica"	AT1G79060.1	CHR06V5|COORD:28019403..28017050|protein expressed protein	LOC_Os06g46250.1	"no descriptionvery weakly similar to (55.5)AT1G79060| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G56020.1); similar to Os02g0165500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001045997.1); similar to hypothetical protein LOC_Os12g41660 [Oryza sativa (japonica cultivar-group)] (GB:ABA99365.1); similar to Os06g0675200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001058344.1) | chr1:29746766-29747956 FORWARD"	not assigned.unknown	35_2

CUST_80970_PI403524517	2	-0.020890236	-0.12599945	0.122302055	0.020890236	0.08180046	-0.027339935	35_23223	"Cluster: Hypothetical protein P0451C06.8; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0451C06.8 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q9LWP7	CHR1V7|COORD:9039777..9042860| protein kinase	AT1G26150.1	CHR01V5|COORD:5704560..5696453|protein expressed protein	LOC_Os01g10680.2	no descriptionvery weakly similar to (58.5)AT1G29300| Symbols: UNE1 | UNE1 (unfertilized embryo sac 1) | chr1:10248106-10249485 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF641 Tymo_45kd_70kd Herpes_UL32 PRK12323 Atrophin-1 PRK07003 Extensin_2 PRK07764 HPC2 Pneumo_att_G DUF566 MAP65_ASE1 KAR9 PRK12678 DUF1421 Drf_FH1 APC_basic AF-4 Gag_spuma Herpes_BLLF1 PRK05648 Rubella_Capsid	not assigned.unknown	35_2

CUST_19936_PI399408534	2	0.050827026	-0.22875023	0.273798	-0.11503124	0.29610634	-0.050827026	35_22565	Rep: OsGA2ox1 - Oryza sativa (Rice)	UniRef90_Q9AVA5	"CHR1V7|COORD:486964..489391| ATGA2OX6/DTA1 (GIBBERELLIN 2-OXIDASE 6); gibberellin 2-beta-dioxygenase"	AT1G02400.1	CHR05V5|COORD:3437635..3444010|protein gibberellin 2-oxidase, putative, expressed	LOC_Os05g06670.1	" no descriptionmoderately similar to ( 286)AT1G02400| Symbols: ATGA2OX6, DTA1 | ATGA2OX6/DTA1 (GIBBERELLIN 2-OXIDASE 6); gibberellin 2-beta-dioxygenase | chr1:486964-489391 FORWARDmoderately similar to ( 281)G2OX2_PEAGibberellin 2-beta-dioxygenase 2 - Pisum sativum (Garden pea)not assigned PcbC 2OG-FeII_Oxy "	hormone metabolism.gibberelin.synthesis-degradation.GA2 oxidase	17_6_1_13

CUST_69789_PI403524517	2	-0.2209816	-0.8171749	0.5429077	0.024230957	0.11566353	-0.024231434	35_19968	"Cluster: Putative cyclic nucleotide-binding transporter 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative cyclic nucleotide-binding transporter 1 - O"	UniRef90_Q6ZHE3	"CHR3V7|COORD:6049080..6052455| CNBT1 (CYCLIC NUCLEOTIDE-BINDING TRANSPORTER 1); calmodulin binding / cyclic nucleotide binding / ion channel"	AT3G17700.1	CHR02V5|COORD:32642737..32653906|protein cyclic nucleotide-gated ion channel 19, putative, expressed	LOC_Os02g53340.2	" no descriptionmoderately similar to ( 236)AT3G17700| Symbols: CNGC20, ATCNGC20, CNBT1 | CNBT1 (CYCLIC NUCLEOTIDE-BINDING TRANSPORTER 1); calmodulin binding / cyclic nucleotide binding / ion channel | chr3:6049080-6052455 FORWARDnot assigned not assigned CAP_ED "	transport.cyclic nucleotide or calcium regulated channels	34_22

CUST_75610_PI403524517	2	-0.016296387	0.22034645	-0.31900787	0.20512581	0.01629734	-0.09131622	35_21675	"Cluster: Hypothetical protein OSJNBa0013D02.4; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0013D02.4 - Oryza sativa (japonica cu"	UniRef90_Q8GZZ8	"CHR3|COORD:20284762..20286802| similar to RNA recognition motif (RRM)-containing protein [Arabidopsis thaliana] (TAIR:At1g20880.1); similar to putative"	AT3G54770.2	CHR03V5|COORD:9859981..9857077|protein RNA recognition motif family protein, expressed	LOC_Os03g17760.1	no description	not assigned.unknown	35_2

CUST_33188_PI403524517	2	0.21427298	-0.33450222	0.08282995	-0.08282995	0.22079372	-0.36144733	35_9567	"Cluster: Unknow protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Unknow protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q84T10	CHR4V7|COORD:7978944..7987554| ATP binding	AT4G13750.1	CHR03V5|COORD:33483508..33469363|protein expressed protein	LOC_Os03g58910.2	no descriptionmoderately similar to ( 275)AT4G13750| Symbols:  | ATP binding | chr4:7978944-7987554 FORWARD	not assigned.unknown	35_2

CUST_154927_PI403524517	2	0.40734863	-0.020683765	0.020683765	0.029571056	-0.2841115	-0.39472628	35_43283	"Cluster: Kelch repeat-containing F-box-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Kelch repeat-containing F-box-like - Oryza sativa (japonica cultiv"	UniRef90_Q69UE9	CHR4V7|COORD:13750674..13751825| plastocyanin-like domain-containing protein	AT4G27520.1	CHR06V5|COORD:23366128..23367834|protein protein kinase Kelch repeat:Kelch, putative, expressed	LOC_Os06g39370.1	no descriptionPRK07764	not assigned.unknown	35_2

CUST_86832_PI403524517	2	0.04562092	-0.46171093	-0.019016266	0.123129845	0.019016266	-0.20073509	35_24869	"Cluster: Hypothetical 17.5 kDa protein in trnF-trnL intergenic region; n=1; Oenothera elata subsp. hookeri|Rep: Hypothetical 17.5 kDa protein in trnF-trnL inter"	UniRef90_Q9MTP2	0	0	0	0	no description	not assigned.unknown	35_2

CUST_854_PI404877155	2	0.13718414	-1.0134077	-0.33819866	0.29077053	0.25157022	-0.13718462	Contig10819_at	GL2-type homeodomain protein [Oryza sativa (japonica cultivar-group)]	BAC77158.1	homeobox-leucine zipper family protein / homeodomain GLABRA2 like protein 1 (HD-GL2-1)	At3g61150.1	protein START domain, putative	Os02g45250	NONE	RNA.regulation of transcription.HB,Homeobox transcription factor family	27_3_22

CUST_69217_PI403524517	2	-0.022180557	-0.19422531	-0.3488512	0.15420437	0.02218151	0.24150467	35_19803	"Cluster: S-ribonuclease binding protein SBP1-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: S-ribonuclease binding protein SBP1-like - Oryza sativa (jap"	UniRef90_Q6ZHB2	CHR4V7|COORD:9842916..9844108| protein binding / zinc ion binding	AT4G17680.1	CHR02V5|COORD:28156194..28154381|protein S-ribonuclease binding protein SBP1, putative, expressed	LOC_Os02g46220.1	no descriptionvery weakly similar to (99.0)AT4G17680| Symbols:  | protein binding / zinc ion binding | chr4:9842916-9843716 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07764 PRK07003 PRK12323 PRK12678 APC_basic HpaP DUF390 DUF566	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_61823_PI403524517	2	0.02132225	0.3316536	-0.021321297	-0.044421196	0.062278748	-0.041817665	35_17639	"Cluster: Zinc finger, C3HC4 type family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Zinc finger, C3HC4 type family protein, expressed -"	UniRef90_Q10N73	CHR1V7|COORD:22741318..22742874| protein binding / zinc ion binding	AT1G61620.1	CHR03V5|COORD:9532236..9534282|protein nitric oxide synthase interacting protein, putative, expressed	LOC_Os03g17170.1	no descriptionmoderately similar to ( 459)AT1G61620| Symbols:  | protein binding / zinc ion binding | chr1:22741318-22742874 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned Herpes_capsid	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_137460_PI403524517	2	-0.00890255	0.008903503	-0.07304478	0.08675289	-0.14018536	0.04505825	35_38550	"Cluster: BZIP transcription factor-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: BZIP transcription factor-like - Oryza sativa (japonica cultivar-group"	UniRef90_Q69XV0	CHR4V7|COORD:7758606..7760888| leucine-rich repeat family protein / extensin family protein	AT4G13340.1	CHR06V5|COORD:25040775..25043114|protein bZIP transcription factor protein, putative, expressed	LOC_Os06g41770.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF1421 Tymo_45kd_70kd Atrophin-1 Extensin_2 Drf_FH1 PRK07764	not assigned.unknown	35_2

CUST_56479_PI403524517	2	0.08873749	0.22502804	-0.28163242	-0.010284424	-0.14701939	0.010284424	35_16076	"Cluster: Rapid ALkalinization Factor family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Rapid ALkalinization Factor family protein, exp"	UniRef90_Q2QP50	CHR4V7|COORD:8984923..8985273| RALFL33 (RALF-LIKE 33)	AT4G15800.1	CHR12V5|COORD:21658285..21659242|protein RALF precursor, putative, expressed	LOC_Os12g35670.1	no descriptionvery weakly similar to ( 100)AT3G16570| Symbols: RALFL23 | RALFL23 (RALF-LIKE 23) | chr3:5644754-5645170 FORWARDRALF PRK12323 PRK07003 PRK07764	not assigned.no ontology	35_1

CUST_23088_PI403524517	2	-0.251647	4.386902E-5	0.24996948	0.035787582	-0.031124115	-4.386902E-5	35_6710	"Cluster: Thiamin biosynthesis protein, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Thiamin biosynthesis protein, putative, expressed -"	UniRef90_Q2QWK9	"CHR1V7|COORD:8122373..8124897| TH1 (THIAMINE REQUIRING 1); phosphomethylpyrimidine kinase/ thiamin-phosphate diphosphorylase"	AT1G22940.1	CHR12V5|COORD:4705832..4710310|protein phosphomethylpyrimidine kinase/thiamin-phosphate pyrophosphorylase, putative, expressed	LOC_Os12g09000.2	" no descriptionmoderately similar to ( 234)AT1G22940| Symbols: TH-1, TH1 | TH1 (THIAMINE REQUIRING 1); phosphomethylpyrimidine kinase/ thiamin-phosphate diphosphorylase | chr1:8122373-8124897 FORWARDnot assigned TMP_TenI TMP-TENI PRK02615 ThiE thiE PRK07695 PRK08999 thiE PRK03512 "	Co-factor and vitamine metabolism.thiamine.hydroxymethylpyrimidine kinase	18_2_2

CUST_30071_PI403524517	2	0.09830284	0.282835	-0.098303795	-0.18595123	-0.18568993	0.1067543	35_8679	"Cluster: Hypothetical protein OSJNBa0042P21.1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0042P21.1 - Oryza sativa (japonica cu"	UniRef90_Q5JJS8	0	0	CHR01V5|COORD:20691301..20678371|protein expressed protein	LOC_Os01g36670.1	no description	not assigned.unknown	35_2

CUST_1851_PI404877155	2	0.16895485	-1.1354856	-0.076086044	0.4448719	0.076087	-0.09727764	Contig1207_at	heat shock protein 80 [Triticum aestivum]	AAD11549.1	heat shock protein, putative	At5g56010.1	protein heat shock protein 82	Os08g39140	heat shock protein 80	stress.abiotic.heat	20_2_1

CUST_83801_PI403524517	2	0.0073366165	0.19017696	-0.0073361397	0.05538559	-0.1416874	-0.015453815	35_24020	"Cluster: TGF beta receptor associated protein-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: TGF beta receptor associated protein-like protein -"	UniRef90_Q8W338	CHR4|COORD:17271834..17276622| expressed protein	AT4G36630.2	CHR03V5|COORD:28924453..28913115|protein retrotransposon protein, putative, SINE subclass, expressed	LOC_Os03g50740.3	"no descriptionvery weakly similar to (95.1)AT4G36630| Symbols: EMB2754 | EMB2754 (EMBRYO DEFECTIVE 2754); small GTPase regulator | chr4:17272094-17276528 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07003 TT_ORF1 HPC2 PRK12678 Atrophin-1 DUF1421 PRK07764"	not assigned.unknown	35_2

CUST_110030_PI403524517	2	0.42192507	0.56370115	0.09202242	-0.1291275	-0.4340415	-0.09202242	35_31263	Rep: 60S ribosomal protein L32 - Homo sapiens (Human)	UniRef90_P62910	CHR4V7|COORD:10035727..10036487| 60S ribosomal protein L32 (RPL32A)	AT4G18100.1	CHR09V5|COORD:19398515..19400662|protein 60S ribosomal protein L32, putative, expressed	LOC_Os09g32500.2	no descriptionweakly similar to ( 164)AT4G18100| Symbols:  | 60S ribosomal protein L32 (RPL32A) | chr4:10035727-10036487 REVERSEvery weakly similar to (52.4)RL32_MAIZE60S ribosomal protein L32 - Zea mays (Maize)not assigned Ribosomal_L32e RPL32 rpl32e PRK12766	protein.synthesis.misc ribososomal protein	29_2_2

CUST_122290_PI403524517	2	-0.20466042	-0.6271353	0.20466042	0.28426647	0.35028267	-0.2717762	35_34515	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_2104_PI399408534	2	0.045916557	0.28346157	0.103346825	-0.048241615	-0.045916557	-0.28724575	35_7400	"Cluster: Transcription factor BHLH9-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Transcription factor BHLH9-like protein - Oryza sativa (japon"	UniRef90_Q8GRJ1	CHR2|COORD:8711112..8713973| basic helix-loop-helix (bHLH) family protein, contains Pfam domain, PF00010: Helix-loop-helix DNA-binding domain	AT2G20180.1	CHR07V5|COORD:2205388..2209041|protein PIL6, putative, expressed	LOC_Os07g05010.3	" no descriptionweakly similar to ( 109)AT2G20180| Symbols: PIF1, PIL5 | PIL5 (PHYTOCHROME INTERACTING FACTOR 3-LIKE 5); transcription factor | chr2:8711606-8713318 REVERSEvery weakly similar to (51.6)ARRS_MAIZEAnthocyanin regulatory R-S protein - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned HLH HLH HLH PRK12323 "	RNA.regulation of transcription.bHLH,Basic Helix-Loop-Helix family	27_3_6

CUST_57832_PI403524517	2	0.080052376	0.21827888	0.12609005	-0.08005142	-0.118831635	-0.15406036	35_16487	"Cluster: Probable protein kinase [imported]-Arabidopsis thaliana; n=1; Oryza sativa (japonica cultivar-group)|Rep: Probable protein kinase [imported]-Arabidopsi"	UniRef90_Q53KU9	"CHR2V7|COORD:13923555..13926110| AP4.3A; ATP binding / protein kinase"	AT2G32800.1	CHR11V5|COORD:14237370..14240258|protein ATP binding protein, putative, expressed	LOC_Os11g25860.1	"no descriptionmoderately similar to ( 335)AT2G32800| Symbols: AP4.3A | AP4.3A; ATP binding / protein kinase | chr2:13923555-13926110 FORWARDmoderately similar to ( 214)RR8_WHEATChloroplast 30S ribosomal protein S8 - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned rps8 Ribosomal_S8 PTKc Pkinase_Tyr TyrKc rpsH Pkinase S_TKc S_TKc RpsH PTKc_Jak_rpt2 PTKc_Ack_like PTKc_Csk_like SPS1 PRK07003 PTKc_c-ros PTKc_Fes_like PTKc_EphR_A2 PTKc_EphR PRK12323 PTKc_EGFR_like PTKc_Ror PTKc_Tyk2_rpt2 PTKc_FAK PRK07764 PTK_Ryk PTKc_Trk PTKc_Tie1 PTKc_Tec_like PTKc_Srm_Brk PTKc_Tie PTKc_Frk_like PTKc_Src_like PTKc_InsR_like Atrophin-1 PTKc_Abl PTKc_EphR_B PTKc_Syk_like PTKc_Met_Ron PTKc_ALK_LTK Tymo_45kd_70kd PRK12678 PTKc_EphR_A10 PTKc_Tie2 PTKc_Itk PTK_CCK4 PTKc_FGFR1 PTKc_DDR PTK_HER3 PTKc_FGFR PTKc_PDGFR PTKc_Jak2_Jak3_rpt2 PTKc_EGFR PTKc_Fyn_Yrk PTKc_FGFR3 PTKc_Chk APC_basic PTKc_HER4 PTKc_EphR_A PTKc_Src PTKc_FGFR4 PTKc_Ror2 Herpes_BLLF1 PTKc_Yes PTKc_FGFR2 PTKc_VEGFR3 PTKc_TrkC"	protein.synthesis.mito/plastid ribosomal protein.plastid	29_2_1_1

CUST_37662_PI403524517	2	0.3905568	-0.02584505	-0.012107372	0.07261419	-0.11451149	0.012107372	35_10845	"Cluster: Hypothetical protein P0459H02.4; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0459H02.4 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q5Z9Y6	CHR3V7|COORD:22878789..22882437| EMB1703 (EMBRYO DEFECTIVE 1703)	AT3G61780.1	CHR06V5|COORD:13639071..13634896|protein expressed protein	LOC_Os06g23370.1	no description	not assigned.unknown	35_2

CUST_28690_PI403524517	2	0.03948307	0.7788696	-0.35471058	-0.039484024	-0.382576	0.07238102	35_8287	"Cluster: Hypothetical protein P0684B02.17; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0684B02.17 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5NAD3	"CHR5V7|COORD:6790155..6790496| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G15400.1); similar to hypothetical protein [Oryza sativa (japonica"	AT5G20100.1	CHR05V5|COORD:26854087..26854760|protein expressed protein	LOC_Os05g46500.1	no description	not assigned.unknown	35_2

CUST_93164_PI403524517	2	-0.052746773	0.31166267	-0.10782623	0.052746773	0.332716	-0.163311	35_26639	"Cluster: Hypothetical protein B1168A08.6; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1168A08.6 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6YVT7	"CHR5V7|COORD:4072154..4074448| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G12330.1); similar to Os08g0508100 [Oryza sativa (japonica cultivar-gr"	AT5G12900.1	CHR08V5|COORD:25026992..25024064|protein expressed protein	LOC_Os08g39740.1	" no descriptionmoderately similar to ( 256)AT5G12900| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G12330.1); similar to Os08g0508100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001062195.1); similar to Peptidase M14, carboxypeptidase A [Medicago truncatula] (GB:ABE94280.1); similar to Os09g0488800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001063532.1) | chr5:4072154-4074448 REVERSE"	not assigned.unknown	35_2

CUST_156620_PI403524517	2	-0.15752602	-0.71593475	-0.013905525	0.26387215	0.20022869	0.0139045715	35_43742	"Cluster: Os09g0554200 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0554200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IZR5	"CHR4V7|COORD:16852238..16852840| RHA3B (RING-H2 finger A3B); protein binding / zinc ion binding"	AT4G35480.1	CHR09V5|COORD:21956856..21955911|protein RING-H2 finger protein ATL2A, putative, expressed	LOC_Os09g38110.1	"no descriptionvery weakly similar to (58.5)AT4G35480| Symbols: RHA3B | RHA3B (RING-H2 finger A3B); protein binding / zinc ion binding | chr4:16852238-16852840 REVERSE"	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_18394_PI404877155	2	-0.21109104	0.6845541	0.1054821	0.0324831	-0.13392925	-0.0324831	HVSMEh0081A14f_x_at	0	0	0	0	0	0	globulin-2 precursor	development.storage proteins	33_1

CUST_32590_PI403524517	2	0.49564266	0.053551674	0.04089737	-0.21432114	-0.63646317	-0.040897846	35_9395	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_93677_PI403524517	2	0.14310789	-0.37429523	0.04772377	-0.025699615	0.016392231	-0.016392708	35_26786	"Cluster: Hypothetical protein At1g50120; n=1; Arabidopsis thaliana|Rep: Hypothetical protein At1g50120 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q8RWU2	"CHR1V7|COORD:18565970..18569683| similar to Os06g0618600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001058085.1); similar to E set domain-containing"	AT1G50120.1	CHR06V5|COORD:24830707..24839135|protein expressed protein	LOC_Os06g41440.2	" no descriptionweakly similar to ( 125)AT1G50120| Symbols:  | similar to Os06g0618600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001058085.1); similar to E set domain-containing protein [Dictyostelium discoideum AX4] (GB:XP_642605.1); contains InterPro domain RNA polymerase subunit, RPB5/RPB6-like; (InterPro:IPR009026) | chr1:18565970-18569683 FORWARDRgp1 "	not assigned.unknown	35_2

CUST_129774_PI403524517	2	-0.032898903	-0.36131287	0.03696251	0.21048069	-0.0010719299	0.0010719299	35_36450	"Cluster: Os12g0144600 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os12g0144600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IQ54		0	CHR11V5|COORD:2164061..2167096|protein metal ion binding protein, putative, expressed	LOC_Os11g05010.5	no description	not assigned.unknown	35_2

CUST_17904_PI404877155	2	0.3077898	-0.15032196	-0.20854759	-0.03790474	0.037905693	0.10391998	HVSMEa0008P24r2_s_at	OSJNBa0064H22.14 [Oryza sativa (japonica cultivar-group)]	CAD40869.2	mitochondrial phosphate transporter	At5g14040.1	protein Mitochondrial carrier protein, putative	Os04g37600	mitochondrial phosphate transporter, identical to mitochondrial phosphate transporter GI:3318617 from (Arabidopsis thaliana)	transport.metabolite transporters at the mitochondrial membrane	34_9

CUST_100407_PI403524517	2	0.043559074	0.15171719	-0.13776016	-0.2544136	0.073451996	-0.043560028	35_28662	"Cluster: Expressed protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QYN0	"CHR3V7|COORD:19170476..19173246| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G51640.1); similar to Os11g0113200 [Oryza sativa (japonica"	AT3G51650.1	CHR11V5|COORD:608570..614689|protein expressed protein	LOC_Os11g02190.1	"no descriptionvery weakly similar to (79.7)AT3G51650| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G51640.1); similar to Os11g0113200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001065572.1); similar to Os12g0112600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001065975.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABA91167.2); contains domain no description (G3D.2.20.25.10); contains domain Zinc beta-ribbon (SSF57783) | chr3:19170476-19173246 FORWARD"	not assigned.unknown	35_2

CUST_2047_PI404877155	2	0.03000164	-0.30619907	0.30919838	0.08591843	-0.07991791	-0.03000164	Contig12296_at	putative chloroplast outer envelope hexokinase 1 [Oryza sativa (japonica cultivar-group)]	NP_914545.1	hexokinase 1 (HXK1)	At4g29130.1	protein hexokinase	Os05g09500	NONE	major CHO metabolism.degradation.sucrose.hexokinase	2_2_1_04

CUST_17723_PI404877155	2	0.07524681	0.40629196	-0.0053577423	-0.13544464	-0.08483982	0.005355835	HV06H13u_x_at	0	0	0	0	0	0	GTP-binding protein -related	signalling.G-proteins	30_5

CUST_126117_PI403524517	2	-0.041449547	0.20799255	0.14757061	0.009261131	-0.02448845	-0.009261131	35_35504	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_29502_PI399408534	2	-0.087275505	0.17917156	0.0076351166	-0.0076360703	-0.0076360703	0.073776245	35_17269	"Cluster: Diadenosine 5',5'-P1,P4-tetraphosphate hydrolase; n=1; Hordeum vulgare|Rep: Diadenosine 5',5'-P1,P4-tetraphosphate hydrolase - Hordeum vulgare"	UniRef90_O24005	CHR3V7|COORD:3320268..3321570| diadenosine 5',5'-P1,P4-tetraphosphate hydrolase, putative	AT3G10620.1	CHR04V5|COORD:34815758..34819282|protein expressed protein	LOC_Os04g58900.1	 no descriptionmoderately similar to ( 256)AT3G10620| Symbols:  | diadenosine 5',5'''-P1,P4-tetraphosphate hydrolase, putative | chr3:3320268-3321570 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Ap4A_hydrolase_plant_like PRK00714 NUDIX MutT Nudix_Hydrolase Ap6A_hydrolase Nudix_Hydrolase_26 PRK12323 Nudix_Hydrolase_7 DUF1421 PRK07764 PRK07003 Nudix_Hydrolase_25 ADPRase_NUDT5 Nudix_Hydrolase_17 MutT_pyrophosphohydrolase Ap4A_hydrolase_human_like TT_ORF1 Extensin_2 Nudix_Hydrolase_21 	signalling.phosphinositides.bis(5'-nucleosyl)-tetraphosphatase	30_4_3

CUST_54792_PI403524517	2	-0.021858215	-0.15485239	0.021858215	0.25612974	0.425025	-0.1278553	35_15592	"Cluster: Retrotransposon protein, putative, Ty1-copia subclass, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Retrotransposon protein, putative,"	UniRef90_Q10T25	CHR4V7|COORD:7758606..7760888| leucine-rich repeat family protein / extensin family protein	AT4G13340.1	CHR03V5|COORD:198324..199410|protein NT16 polypeptide, putative, expressed	LOC_Os03g01320.1	no descriptionweakly similar to ( 103)AT1G62510| Symbols:  | protease inhibitor/seed storage/lipid transfer protein (LTP) family protein | chr1:23140297-23140746 REVERSEvery weakly similar to (85.1)14KD_DAUCA14 kDa proline-rich protein DC2.15 precursor - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Drf_FH1 HPS_like PRK07764 TT_ORF1 Extensin_2 DUF1421 GRP DUF1210 PRK12323 PRK06958 TonB tatB DUF605 PRK05648 FAP Atrophin-1 PRK10819 Tymo_45kd_70kd Totivirus_coat Trypan_PARP Herpes_UL51 GRASP55_65 MCPVI Harpin GP38 DUF1517 Amelogenin DedD PRK11633 Gag_spuma PRK07003 SMN COG4371 PRK09111 COG1512 Protamine_P1 PRK03427 PRP8 eIF-4B CTNNB1_binding Herpes_glycop_D Dehydrin DUF729 Chorion_1 PRK08853 PRK07772 Tryp_alpha_amyl VirB10 Cytadhesin_P30 COG5373 MFMR Bindin WTX	misc.protease inhibitor/seed storage/lipid transfer protein (LTP) family protein	26_21

CUST_8718_PI404877155	2	0.06430912	0.54638004	-0.16583729	0.012656212	-0.13734055	-0.012656212	Contig25912_at	putative integral membrane protein [Oryza sativa (japonica cultivar-group)]	BAC83625.1	integral membrane transporter family protein	At2g32040.1	protein putative  BT1 family protein	Os03g58080	NONE	transport.misc	34_99

CUST_73492_PI403524517	2	-0.20541382	0.004406929	0.06345272	-0.004406929	0.03367901	-0.12863159	35_21075	"Cluster: Hypothetical protein P0504D03.28; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0504D03.28 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5QND0	"CHR2V7|COORD:135906..137503| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G15030.1); similar to hypothetical protein [Oryza sativa (japonica"	AT2G01260.2	CHR01V5|COORD:18451775..18455740|protein expressed protein	LOC_Os01g33000.1	"no descriptionmoderately similar to ( 202)AT2G01260| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G15030.1); similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:AAO39871.1); similar to Os01g0513400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001043182.1); similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:AAP46235.1); contains InterPro domain Protein of unknown function DUF789; (InterPro:IPR008507) | chr2:135713-137503 REVERSEDUF789"	not assigned.unknown	35_2

CUST_19327_PI404877155	2	0.076099396	-0.38059998	0.004770279	-0.0047693253	0.0799551	-0.036789894	rbaal3p13_s_at	Similar to 1-aminocyclopropane-1-carboxylate synthase (U35779) [Oryza sativa (japonica cultivar-group)]	BAA84790.1	1-aminocyclopropane-1- carboxylate synthase, putative / ACC synthase, putative	At1g62960.1	protein aminotransferase, classes I and II, putative	Os06g03990	aminocyclopropane-1-carboxylate synthase (EC 4.4.1.14) 1 - wheat (fragment)	hormone metabolism.ethylene.synthesis-degradation	17_5_1

CUST_97788_PI403524517	2	-0.9877515	2.796453	0.18529272	-0.054685116	-0.8717284	0.054685116	35_27921	"Cluster: Hypothetical protein OSJNBa0009E21.4; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0009E21.4 - Oryza sativa (japonica cu"	UniRef90_Q6I5K1	0	0	CHR05V5|COORD:22745254..22745496|protein hypothetical protein	LOC_Os05g38940.1	no description	not assigned.unknown	35_2

CUST_169938_PI403524517	2	0.1457982	0.5994439	0.11807299	-0.226161	-0.18376112	-0.11807299	35_47334	"Cluster: Transducin / WD-40 repeat protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Transducin / WD-40 repeat protein-like - Oryza sativa (japonic"	UniRef90_Q6YS10	CHR1V7|COORD:16816094..16817173| DNA binding / ligand-dependent nuclear receptor	AT1G44191.1	CHR08V5|COORD:11124271..11120464|protein expressed protein	LOC_Os08g18150.1	no descriptionvery weakly similar to (52.4)AT1G80710| Symbols:  | transducin family protein / WD-40 repeat family protein | chr1:30338391-30340688 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07764 PRK12323 PRK07003 DUF1421 Atrophin-1 Totivirus_coat IER PRK05648 HPC2 FAP	not assigned.no ontology	35_1

CUST_151635_PI403524517	2	0.19811153	0.52551603	-0.04491949	0.04491949	-0.49959135	-0.2556181	35_42399	Rep: Subtilisin-like protein - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q8L7B7	CHR5V7|COORD:6642120..6646420| subtilase family protein	AT5G19660.1	CHR06V5|COORD:3212519..3218043|protein membrane-bound transcription factor site 1 protease precursor, putative, expressed	LOC_Os06g06810.1	no descriptionmoderately similar to ( 229)AT5G19660| Symbols:  | subtilase family protein | chr5:6642120-6646420 REVERSEnot assigned Peptidase_S8 AprE	protein.degradation.subtilases	29_5_1

CUST_69404_PI403524517	2	0.120773315	-0.17557526	0.042069435	-0.04206848	0.2391262	-0.052721024	35_19858	Rep: Ankyrin protein kinase-like - Poa pratensis (Kentucky bluegrass) (Phalaris japonica)	UniRef90_Q68V16	CHR1V7|COORD:9301133..9303419| dehydration-responsive family protein	AT1G26850.2	CHR09V5|COORD:14866361..14869926|protein ankyrin protein kinase-like, putative, expressed	LOC_Os09g24900.2	no descriptionhighly similar to ( 676)AT1G26850| Symbols:  | dehydration-responsive family protein | chr1:9301133-9303419 REVERSEDUF248	stress.abiotic.drought/salt	20_2_3

CUST_26959_PI403524517	2	0.5517163	-0.10941219	-0.14822006	0.1135931	0.10941267	-0.12985277	35_7808	"Cluster: Putative metacaspase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative metacaspase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q75LQ6	"CHR1V7|COORD:411883..413426| LOL3 (LSD ONE LIKE 3); caspase/ cysteine-type endopeptidase"	AT1G02170.1	CHR03V5|COORD:15543689..15542231|protein LOL3, putative, expressed	LOC_Os03g27170.1	" no descriptionweakly similar to ( 110)AT1G02170| Symbols: ATMCPB1, MCP1B, AMC1, LOL3 | LOL3 (LSD ONE LIKE 3); caspase/ cysteine-type endopeptidase | chr1:411883-413426 FORWARDnot assigned "	protein.degradation	29_5

CUST_14439_PI403524517	2	-0.025400162	0.23191166	-0.03324318	-0.04678917	0.025401115	0.04532814	35_4149	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10M34	"CHR4V7|COORD:13346769..13348800| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G45060.1); similar to conserved hypothetical protein [Medicago"	AT4G26410.1	CHR03V5|COORD:11792036..11787185|protein expressed protein	LOC_Os03g20860.1	"no descriptionweakly similar to ( 156)AT4G26410| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G45060.1); similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE90926.1) | chr4:13346769-13348800 FORWARD"	not assigned.unknown	35_2

CUST_136483_PI403524517	2	0.3316002	0.10082722	-0.06079769	-0.5757313	-0.369339	0.06079769	35_38272	"Cluster: Putative ribosomal RNA apurinic site specific lyase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ribosomal RNA apurinic site specific lya"	UniRef90_Q8L590		0	CHR01V5|COORD:23678694..23680783|protein ribosomal RNA apurinic site specific lyase, putative	LOC_Os01g41260.1	no descriptionFBD	not assigned.unknown	35_2

CUST_39021_PI403524517	2	0.035687447	-0.035687447	0.075995445	-0.07340193	0.2239089	-0.36432505	35_11225	"Cluster: Os10g0128200 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os10g0128200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IZ61	CHR3V7|COORD:21898461..21900191| F-box family protein	AT3G59200.1	CHR10V5|COORD:1699155..1691966|protein F-box domain containing protein, expressed	LOC_Os10g03780.1	no descriptionvery weakly similar to (66.6)AT3G59200| Symbols:  | F-box family protein | chr3:21898461-21900191 FORWARD	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_144535_PI403524517	2	0.11552334	0.18329811	-0.11552286	-0.13918209	0.23520184	-0.5413346	35_40479	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_50119_PI403524517	2	0.1807518	0.3711233	-0.07496929	-0.030007362	-0.11520958	0.030007362	35_14304	"Cluster: Hypothetical protein P0612G07.26; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0612G07.26 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5Z5Z3	0	0	CHR01V5|COORD:554817..550824|protein ATP binding protein, putative, expressed	LOC_Os01g02040.2	no description	not assigned.unknown	35_2

CUST_51864_PI403524517	2	0.090034485	-0.45511532	0.14883232	-0.14066505	0.3446741	-0.090034485	35_14779	Rep: Beta-expansin TaEXPB1 - Triticum aestivum (Wheat)	UniRef90_Q56TQ1	CHR1V7|COORD:24430929..24432062| ATEXPB2 (ARABIDOPSIS THALIANA EXPANSIN B2)	AT1G65680.1	CHR03V5|COORD:167680..169639|protein beta-expansin 1a precursor, putative, expressed	LOC_Os03g01270.1	 no descriptionweakly similar to ( 134)AT1G65680| Symbols: EXPB2, ATEXPB2, ATHEXP BETA 1.4 | ATEXPB2 (ARABIDOPSIS THALIANA EXPANSIN B2) | chr1:24430929-24432062 FORWARDmoderately similar to ( 258)EXPB7_ORYSAnot assigned Pollen_allerg_1 PRK07764 DPBB_1 PRK12323 	cell wall.modification	10_7

CUST_67634_PI403524517	2	-0.18185806	-0.31958008	-0.024665833	0.08632183	0.15449142	0.024666786	35_19320	Rep: Seven transmembrane protein Mlo8 - Zea mays (Maize)	UniRef90_Q94CG7	"CHR4|COORD:1143962..1147422| similar to seven transmembrane MLO family protein / MLO-like protein 15 (MLO15) [Arabidopsis thaliana] (TAIR:At2g44110.1);"	AT4G02600.2	CHR05V5|COORD:20407027..20401756|protein MLO-like protein 1, putative, expressed	LOC_Os05g34550.1	" no descriptionhighly similar to ( 553)AT4G02600| Symbols: MLO1, ATMLO1 | ATMLO1/MLO1 (MILDEW RESISTANCE LOCUS O 1); calmodulin binding | chr4:1144141-1147156 FORWARDmoderately similar to ( 330)MLOH1_ORYSAnot assigned Mlo "	stress.biotic	20_1

CUST_19449_PI399408534	2	-0.18097448	-0.2970357	1.059741	0.49176025	0.18097496	-0.37796974	35_32388	Rep: Lipoxygenase 2 - Hordeum vulgare var. distichum (Two-rowed barley)	UniRef90_Q42847	"CHR1V7|COORD:20529465..20533810| LOX1 (Lipoxygenase 1); lipoxygenase"	AT1G55020.1	CHR03V5|COORD:30266016..30269529|protein lipoxygenase 2, putative, expressed	LOC_Os03g52860.1	"no descriptionvery weakly similar to (70.5)AT1G55020| Symbols: LOX1 | LOX1 (Lipoxygenase 1); lipoxygenase | chr1:20529465-20533810 FORWARDweakly similar to ( 102)LOX2_ORYSAnot assigned PLAT_LH2 LH2 PLAT"	hormone metabolism.jasmonate.synthesis-degradation.lipoxygenase	17_7_1_2

CUST_151042_PI403524517	2	0.3077774	0.33112192	0.025189877	-0.025189877	-0.232553	-0.5067115	35_42244	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_20370_PI399408534	2	0.02875042	0.3684845	0.0769825	-0.19396782	-0.028751373	-0.039330482	35_18038	"Cluster: Os06g0688100 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os06g0688100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D9Z6	CHR2V7|COORD:14667528..14670871| RNA polymerase I specific transcription initiation factor RRN3 family protein	AT2G34750.1	CHR06V5|COORD:28698603..28705482|protein RNA polymerase I transcription factor, putative, expressed	LOC_Os06g47350.2	no descriptionmoderately similar to ( 408)AT2G34750| Symbols:  | RNA polymerase I specific transcription initiation factor RRN3 family protein | chr2:14667528-14670871 REVERSEnot assigned RRN3	RNA.processing	27_1

CUST_5438_PI399408534	2	-0.47442627	0.87023926	-0.027184486	0.10359192	-0.58982277	0.02718544	35_19004	"Cluster: Calmodulin-binding protein, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Calmodulin-binding protein, putative, expressed - Ory"	UniRef90_Q2QP06	CHR5V7|COORD:23332220..23334909| calmodulin-binding protein	AT5G57580.1	CHR12V5|COORD:22103442..22099345|protein calmodulin binding protein, putative, expressed	LOC_Os12g36110.1	no descriptionweakly similar to ( 103)AT5G57580| Symbols:  | calmodulin-binding protein | chr5:23332220-23334909 REVERSECalmodulin_bind	signalling.calcium	30_3

CUST_59169_PI403524517	2	0.15430069	0.010691643	-0.20526314	0.03783512	-0.17512417	-0.010690689	35_16873	"Cluster: Putative replication protein A2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative replication protein A2 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6H7J5	0	0	CHR02V5|COORD:25402499..25398544|protein replication factor A, putative, expressed	LOC_Os02g42230.1	" no descriptionvery weakly similar to (51.2)AT2G24490| Symbols: RPA2, ATRPA2, ROR1 | ATRPA2/ROR1/RPA2 (REPLICON PROTEIN A); protein binding | chr2:10405731-10407496 REVERSERFA2 "	DNA.repair	28_2

CUST_59164_PI403524517	2	-0.033578873	-0.18037987	-0.062250137	0.06554985	0.033579826	0.04123974	35_16871	"Cluster: Os01g0549700 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os01g0549700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JM17	CHR5V7|COORD:3567390..3570687| DEAD/DEAH box helicase, putative	AT5G11200.1	CHR01V5|COORD:20867676..20873959|protein spliceosome RNA helicase BAT1, putative, expressed	LOC_Os01g36890.1	 no descriptionhighly similar to ( 717)AT5G11200| Symbols:  | DEAD/DEAH box helicase, putative | chr5:3567390-3570687 FORWARDmoderately similar to ( 239)IF4A9_TOBACEukaryotic initiation factor 4A-9 - Nicotiana tabacum (Common tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned SrmB PRK11776 PRK11192 DEADc PRK11634 PRK01297 PRK10590 PRK04837 PRK04537 DEXDc DEAD HELICc DEXDc Lhr Helicase_C HELICc COG1205 COG1204 SSL2 RecQ DEXHc COG1203 RecG PRK11057 COG1202 MPH1 Mfd 	DNA.synthesis/chromatin structure	28_1

CUST_24831_PI399408534	2	-0.1672535	0.09299278	0.007894516	-0.29553413	0.006175995	-0.006175995	35_8333	"Cluster: Os06g0166200 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0166200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DE96	CHR5V7|COORD:21138852..21140042| zinc finger (C2H2 type) family protein	AT5G52010.1	CHR06V5|COORD:3327558..3330556|protein zinc finger, C2H2 type family protein, expressed	LOC_Os06g07020.1	no descriptionweakly similar to ( 123)AT5G52010| Symbols:  | zinc finger (C2H2 type) family protein | chr5:21138852-21140042 REVERSE	RNA.regulation of transcription.C2H2 zinc finger family	27_3_11

CUST_1648_PI404877155	2	-0.37658787	0.052013397	0.2655306	-0.6911354	-0.039388657	0.039388657	Contig11872_at	timing of CAB expression 1 [Mesembryanthemum crystallinum]	AAQ73525.1	ABI3-interacting protein 1 (AIP1)	At5g61380.1	protein Similar to pseudo-response regulator APRR1 [imported] - Arabidopsis thaliana	Os02g40510	"ABI3-interacting protein 1 (AIP1), identical to pseudo-response regulator 1 GI:7576354 from (Arabidopsis thaliana); timing of CAB expression 1 protein (TOC1) GI:9247019; contains Pfam profile  PF00072:  Response regulator receiver domain; identical to cDN"	RNA.regulation of transcription.Psudo ARR transcription factor family	27_3_66

CUST_67753_PI403524517	2	0.20645475	0.03607464	-0.480834	0.9959521	-0.03607464	-0.7617674	35_19357	Rep: Phosphate transporter 2-1 - Triticum aestivum (Wheat)	UniRef90_Q7YME0	CHR3|COORD:9757428..9759870| phosphate transporter family protein, contains Pfam profile: PF01384 phosphate transporter family	AT3G26570.2	CHR02V5|COORD:22965699..22969422|protein inorganic phosphate transporter 2-1, chloroplast precursor, putative, expressed	LOC_Os02g38020.1	" no descriptionmoderately similar to ( 358)AT3G26570| Symbols: PHT2;1, ORF02 | PHT2;1 (phosphate transporter 2;1) | chr3:9757653-9759650 FORWARDnot assigned PHO4 PitA "	transport.phosphate	34_7

CUST_22594_PI403524517	2	0.05355072	-0.51263046	-0.20742607	0.09853268	-0.040340424	0.040341377	35_6561	"Cluster: Phosphate carrier protein, mitochondrial, putative, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Phosphate carrier protein,"	UniRef90_Q10NP8	CHR5V7|COORD:4531061..4532967| mitochondrial phosphate transporter	AT5G14040.1	CHR03V5|COORD:8635464..8639055|protein phosphate carrier protein, mitochondrial precursor, putative, expressed	LOC_Os03g15690.1	 no descriptionmoderately similar to ( 446)AT5G14040| Symbols:  | mitochondrial phosphate transporter | chr5:4531061-4532967 REVERSEvery weakly similar to (68.6)BT1_MAIZEProtein brittle-1, chloroplast precursor - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Mito_carr 	transport.metabolite transporters at the mitochondrial membrane	34_9

CUST_49430_PI403524517	2	-0.05644989	-0.61503124	-0.21183872	0.1837368	0.08073425	0.056447983	35_14099	"Cluster: Fructose-bisphosphate aldolase cytoplasmic isozyme; n=8; Poaceae|Rep: Fructose-bisphosphate aldolase cytoplasmic isozyme - Oryza sativa (Rice)"	UniRef90_P17784	CHR2V7|COORD:15304008..15305466| fructose-bisphosphate aldolase, putative	AT2G36460.1	CHR05V5|COORD:19523585..19525771|protein fructose-bisphosphate aldolase cytoplasmic isozyme, putative, expressed	LOC_Os05g33380.1	 no descriptionhighly similar to ( 593)AT2G36460| Symbols:  | fructose-bisphosphate aldolase, putative | chr2:15304008-15305466 REVERSEhighly similar to ( 668)ALF_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Glycolytic FBP_aldolase_I_a COG3588 FBP_aldolase_I FBP_aldolase_I_bact PRK05377 Herpes_BLLF1 Tymo_45kd_70kd APC_basic Atrophin-1 PRK07764 	glycolysis.aldolase	4_7

CUST_2061_PI399408534	2	-0.19979858	0.19469643	0.07670498	-0.08568668	-0.07670498	0.1113739	35_35631	"Cluster: Receptor-like protein kinase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Receptor-like protein kinase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53JL7	CHR5V7|COORD:19621810..19623758| leucine-rich repeat family protein / protein kinase family protein	AT5G48380.1	CHR11V5|COORD:8091330..8095056|protein brassinosteroid LRR receptor kinase precursor, putative, expressed	LOC_Os11g14420.1	no descriptionweakly similar to ( 104)AT5G48380| Symbols:  | leucine-rich repeat family protein / protein kinase family protein | chr5:19621810-19623758 REVERSE	signalling.receptor kinases.leucine rich repeat X	30_2_10

CUST_182650_PI403524517	2	-0.17904663	0.11911869	-0.026098728	0.21419048	-0.19182682	0.026098251	35_50770	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_130708_PI403524517	2	0.012494087	-0.16772175	-0.012495041	0.042529106	0.012494087	-0.18756866	35_36706	"Cluster: OSIGBa0140J09.10 protein; n=3; Oryza sativa|Rep: OSIGBa0140J09.10 protein - Oryza sativa (Rice)"	UniRef90_Q01I11	CHR2V7|COORD:8821004..8822152| 60S ribosomal protein L14 (RPL14A)	AT2G20450.1	CHR04V5|COORD:25534294..25532037|protein 60 ribosomal protein L14, putative, expressed	LOC_Os04g43540.1	no descriptionvery weakly similar to (61.2)AT2G20450| Symbols:  | 60S ribosomal protein L14 (RPL14A) | chr2:8821004-8822152 FORWARDvery weakly similar to (59.3)RL14_PEAProbable 60S ribosomal protein L14 - Pisum sativum (Garden pea)not assigned	protein.synthesis.misc ribososomal protein	29_2_2

CUST_9_PI399407379	2	0.4586959	0.5786915	0.036501408	-0.068330765	-0.20040846	-0.036501884	HvZEP3									

CUST_138411_PI403524517	2	0.04751396	0.17359734	0.14970493	-0.047513485	-0.07009506	-0.06884289	35_38825	"Cluster: SNF2/SWI2 family transcription factor-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: SNF2/SWI2 family transcription factor-like protein"	UniRef90_Q7XHX4	CHR2V7|COORD:17020613..17028393| SNF2 domain-containing protein / helicase domain-containing protein / zinc finger (C3HC4 type RING finger) family protein	AT2G40770.1	CHR07V5|COORD:28833032..28830923|protein ATP-dependent helicase C582.10c in chromosome II, putative, expressed	LOC_Os07g48270.1	no description	not assigned.unknown	35_2

CUST_37001_PI403524517	2	0.53362274	-0.054344177	0.008754253	0.24725628	-0.00875473	-0.41379166	35_10661	"Cluster: Oligopeptide transporter OPT-like; n=3; Oryza sativa (japonica cultivar-group)|Rep: Oligopeptide transporter OPT-like - Oryza sativa (japonica cultivar"	UniRef90_Q6H7J6	0	0	CHR02V5|COORD:25393934..25398463|protein transposon protein, putative, unclassified, expressed	LOC_Os02g42220.1	no description	not assigned.unknown	35_2

CUST_101069_PI403524517	2	0.037238598	0.4316473	0.027774334	-0.12451601	-0.02777481	-0.17779446	35_28846	"Cluster: Putative splicing factor, arginine/serine-rich 2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative splicing factor, arginine/serine-rich 2 - O"	UniRef90_Q8LHL0	"CHR5V7|COORD:25699075..25700779| ATSC35 (Arabidopsis thaliana arginine/serine-rich splicing factor 35, 35 kDa protein); RNA binding"	AT5G64200.1	CHR07V5|COORD:25791825..25796006|protein splicing factor, arginine/serine-rich 2, putative, expressed	LOC_Os07g43050.3	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF1777 Transformer	not assigned.unknown	35_2

CUST_11056_PI404877155	2	-0.0024261475	0.011947632	-0.05841732	0.0024271011	0.020021439	-0.059900284	Contig4783_at	Pyruvate kinase isozyme A, chloroplast precursor pir||T10051 pyruvate kinase (EC 2.7.1.40) - castor bean gb|AAA33870.1| ATP:pyruvate phospho	Q43117	pyruvate kinase, putative	At3g22960.1	protein pyruvate kinase	Os07g08340	putative Pyruvate kinase isozyme A, chloroplast precursor	lipid metabolism.FA synthesis and FA elongation.pyruvate kinase	11_1_30

CUST_9627_PI404877155	2	-0.20541954	1.4096127	0.01458931	-0.01458931	-0.45506477	0.20368767	Contig3375_at	putative trehalose-6-phosphate synthase/phosphatase [Oryza sativa (japonica cultivar-group)]	BAD28781.1	glycosyl transferase family 20 protein / trehalose-phosphatase family protein	At1g68020.2	protein trehalose-phosphatase, putative	Os09g23350	Putative trehalose-6-phosphate synthase	minor CHO metabolism.trehalose.potential TPS/TPP	3_2_3

CUST_93943_PI403524517	2	0.2530551	-0.60621023	0.64776087	-0.002814293	0.0028147697	-0.3510046	35_26861	"Cluster: Os01g0217800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0217800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JPK7	CHR1V7|COORD:19868610..19871009| DJ-1 family protein	AT1G53280.1	CHR01V5|COORD:6429138..6432865|protein 4-methyl-5-thiazole monophosphate biosynthesis protein, putative, expressed	LOC_Os01g11880.1	no descriptionweakly similar to ( 181)AT1G53280| Symbols:  | DJ-1 family protein | chr1:19868610-19871009 REVERSEnot assigned GATase1_DJ-1 DJ-1_PfpI PRK11574 GATase1_PfpI_2 ThiJ GATase1_AraC_1 GATase1_AraC_ArgR_like COG4977 GATase1_PfpI_like GATase1_AraC_2 GATase1_PfpI_1 GATase1_PfpI_3 ftrA PRK12678	not assigned.no ontology	35_1

CUST_74630_PI403524517	2	0.06958151	0.4720664	0.18495703	-0.21175146	-0.15863848	-0.06958151	35_21400	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_79136_PI403524517	2	0.03422165	0.3399992	-0.28605938	0.187356	-0.03422165	-0.048565865	35_22699	"Cluster: Hypothetical protein OJ1297_C09.35; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1297_C09.35 - Oryza sativa (japonica cultiv"	UniRef90_Q6H7Z8	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	CHR02V5|COORD:4616844..4622108|protein expressed protein	LOC_Os02g08540.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned PRK07003 IER	not assigned.unknown	35_2

CUST_180503_PI403524517	2	0.24476767	0.42473364	0.07740927	-0.102342606	-0.2948885	-0.07740927	35_50199	"Cluster: Putative translation initiation factor eIF-2B epsilon subunit; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative translation initiation"	UniRef90_Q6K3F7	CHR2V7|COORD:14753419..14755611| eIF4-gamma/eIF5/eIF2-epsilon domain-containing protein	AT2G34970.1	CHR02V5|COORD:34778287..34787518|protein translation initiation factor eIF-2B epsilon subunit, putative, expressed	LOC_Os02g56740.1	no descriptionweakly similar to ( 154)AT2G34970| Symbols:  | eIF4-gamma/eIF5/eIF2-epsilon domain-containing protein | chr2:14753419-14755611 FORWARDnot assigned not assigned GCD1	protein.synthesis.initiation	29_2_3

CUST_24572_PI403524517	2	-0.053196907	0.22487831	0.13436508	-0.40390015	-0.2639923	0.053196907	35_7132	"Cluster: Putative LIM domain protein PLIM-2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative LIM domain protein PLIM-2 - Oryza sativa (japonica cultiv"	UniRef90_Q6H7C8	CHR3V7|COORD:22675576..22676478| LIM domain-containing protein	AT3G61230.1	CHR02V5|COORD:25735183..25733814|protein pollen-specific protein SF3, putative, expressed	LOC_Os02g42820.1	no descriptionmoderately similar to ( 278)AT3G61230| Symbols:  | LIM domain-containing protein | chr3:22675576-22676478 REVERSEweakly similar to ( 199)SF3_HELANPollen-specific protein SF3 - Helianthus annuus (Common sunflower)not assigned not assigned not assigned LIM LIM	development.unspecified	33_99

CUST_58377_PI403524517	2	-0.2609949	-0.0335474	0.24508476	0.0335474	0.09467316	-0.15049553	35_16651	"Cluster: 3-phosphoshikimate 1-carboxyvinyltransferase; n=27; Poaceae|Rep: 3-phosphoshikimate 1-carboxyvinyltransferase - Oryza sativa (Rice)"	UniRef90_Q93VK6	CHR2V7|COORD:18684592..18686942| 3-phosphoshikimate 1-carboxyvinyltransferase / 5-enolpyruvylshikimate-3-phosphate / EPSP synthase	AT2G45300.1	CHR06V5|COORD:1815180..1818802|protein 3-phosphoshikimate 1-carboxyvinyltransferase, chloroplast precursor, putative, expressed	LOC_Os06g04280.1	 no descriptionmoderately similar to ( 308)AT2G45300| Symbols:  | 3-phosphoshikimate 1-carboxyvinyltransferase / 5-enolpyruvylshikimate-3-phosphate / EPSP synthase | chr2:18684592-18686942 FORWARDmoderately similar to ( 322)AROA_PETHY3-phosphoshikimate 1-carboxyvinyltransferase, chloroplast precursor - Petunia hybrida (Petunia)not assigned PRK02427 PRK11860 EPSP_synthase EPSP_synthase PRK11861 AroA EPT-like EPT_RTPC-like UdpNAET MurA PRK12830 PRK09369 	amino acid metabolism.synthesis.aromatic aa.chorismate.5-enolpyruvylshikimate-3-phosphate synthase	13_1_6_1_6

CUST_78172_PI403524517	2	0.01448822	0.14773464	0.02396965	-0.100011826	-0.46843338	-0.014489174	35_22408	Rep: Chloroplast 50S ribosomal protein L22 - Oryza sativa (Rice)	UniRef90_P12140	CHRCV7|COORD:83467..83949| encodes a chloroplast ribosomal protein L22, a constituent of the large subunit of the ribosomal complex	ATCG00810.1	CHR09V5|COORD:11945746..11948200|protein chloroplast 50S ribosomal protein L22, putative, expressed	LOC_Os09g19952.1	 no descriptionweakly similar to ( 133)ATCG00810| Symbols: RPL22 | encodes a chloroplast ribosomal protein L22, a constituent of the large subunit of the ribosomal complex | chrC:83467-83949 REVERSEmoderately similar to ( 292)RK22_WHEATChloroplast 50S ribosomal protein L22 - Triticum aestivum (Wheat)not assigned rpl22 Ribosomal_L22 Ribosomal_L22 rplV RplV rps3 Ribosomal_S3_N 30S_S3_KH rpsC PRK12279 rpl22p rps19 	protein.synthesis.mito/plastid ribosomal protein.plastid	29_2_1_1

CUST_8044_PI404877155	2	0.19149399	0.49289227	0.037781715	-0.03778124	-0.30303907	-0.106478214	Contig23719_at	putative receptor-protein kinase [Oryza sativa (japonica cultivar-group)] dbj|BAB56062.1| putative protein kinase [Oryza sativa (japonica cu	NP_916295.1	protein kinase family protein	At3g51550.1	protein Protein kinase domain, putative	Os01g56330	protein kinase family protein, contains protein kinase domain, Pfam:PF00069	signalling.receptor kinases.Catharanthus roseus-like RLK1	30_2_16

CUST_106385_PI403524517	2	-0.13157463	0.29434395	0.17809296	-0.019943237	-0.17477608	0.019944191	35_30279	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_177608_PI403524517	2	3.7765503E-4	0.17979336	0.2088499	-0.28554344	-0.2861967	-3.7765503E-4	35_49403	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_83067_PI403524517	2	-0.0015525818	0.04029751	0.0015530586	0.019217014	-0.26461315	-0.010154724	35_23818	"Cluster: Os05g0406200 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0406200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DI96	CHR5V7|COORD:6291025..6295583| inosine-uridine preferring nucleoside hydrolase family protein	AT5G18860.1	CHR05V5|COORD:19722494..19711657|protein hydrolase, putative, expressed	LOC_Os05g33644.1	no descriptionweakly similar to ( 122)AT5G18860| Symbols:  | inosine-uridine preferring nucleoside hydrolase family protein | chr5:6291025-6295583 FORWARDnuc_hydro_TvIAG	nucleotide metabolism.degradation	23_2

CUST_11131_PI404877155	2	0.06731701	-0.43035603	-0.011090279	0.037249565	0.011090279	-0.20549202	Contig4817_at	putative plastidic aldolase [Oryza sativa (japonica cultivar-group)] dbj|BAB55475.1| putative plastidic aldolase [Oryza sativa (japonica	NP_909004.1	fructose-bisphosphate aldolase, putative	At2g01140.1	protein Fructose-bisphosphate aldolase class-I, putative	Os01g02880	aldolase	PS.calvin cyle.aldolase	1_03_06

CUST_3971_PI399408534	2	-0.0069675446	-0.45005512	-0.13629723	0.017168045	0.108073235	0.006966591	35_26203	"Cluster: Putative auxin-independent growth promoter; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative auxin-independent growth promoter - Oryza sativa"	UniRef90_Q5VNG4	"CHR5V7|COORD:5134791..5136959| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G02250.1); similar to hypothetical protein [Cleome spinosa]"	AT5G15740.1	CHR06V5|COORD:10086095..10081203|protein auxin-independent growth promoter, putative, expressed	LOC_Os06g17390.1	" no descriptionvery weakly similar to (79.0)AT5G15740| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G02250.1); similar to hypothetical protein [Cleome spinosa] (GB:ABD96934.1); similar to Os06g0284200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001057398.1); similar to hypothetical protein [Cleome spinosa] (GB:ABD96844.1); contains InterPro domain Protein of unknown function DUF246, plant; (InterPro:IPR004348) | chr5:5134791-5136959 REVERSE"	hormone metabolism.auxin.induced-regulated-responsive-activated	17_2_3

CUST_74238_PI403524517	2	0.2093668	0.0899744	0.19885969	-0.08997393	-0.18956041	-0.26316547	35_21290	"Cluster: CASP C terminal, putative; n=3; Oryza sativa (japonica cultivar-group)|Rep: CASP C terminal, putative - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53RI9	CHR3V7|COORD:6336930..6341602| CCAAT displacement protein-related / CDP-related	AT3G18480.1	CHR03V5|COORD:28620469..28628207|protein protein CASP, putative, expressed	LOC_Os03g50300.1	no descriptionmoderately similar to ( 463)AT3G18480| Symbols:  | CCAAT displacement protein-related / CDP-related | chr3:6336930-6341602 FORWARDvery weakly similar to (51.2)MFP1_TOBACMAR-binding filament-like protein 1-1 - Nicotiana tabacum (Common tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Smc SbcC Myosin_tail_1 PRK03918 HOOK MAD PRK02224 HEC1 PRK11281 SCP-1 COG1579 mukB PRK04778 DUF869 COG1340 Not3 COG5022 Filament Caldesmon ERM EzrA TPR_MLP1_2 COG2433 PRK01156 Spc7 CALCOCO1 MukB Rab5-bind PspA COG4487 COG4717 EzrA	not assigned.no ontology	35_1

CUST_157677_PI403524517	2	0.17940569	0.3458848	0.01320982	-0.01320982	-0.3649788	-0.33958626	35_44022	"Cluster: Alpha-N-acetylglucosaminidase; n=2; Arabidopsis thaliana|Rep: Alpha-N-acetylglucosaminidase - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9FNA3	CHR5V7|COORD:4415811..4420162| alpha-N-acetylglucosaminidase family / NAGLU family	AT5G13690.1	CHR04V5|COORD:32960273..32951140|protein alpha-N-acetylglucosaminidase precursor, putative, expressed	LOC_Os04g55730.1	no descriptionweakly similar to ( 199)AT5G13690| Symbols:  | alpha-N-acetylglucosaminidase family / NAGLU family | chr5:4415811-4420162 FORWARDnot assigned NAGLU	misc.nitrilases, *nitrile lyases, berberine bridge enzymes, reticuline oxidases, troponine reductases	26_8

CUST_151859_PI403524517	2	-0.008132935	0.09837723	0.008132935	0.15123558	-0.028015614	-0.6568055	35_42457	"Cluster: Hypothetical protein P0478H03.8; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0478H03.8 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q5N7N6	CHR1V7|COORD:3297480..3300355| protein prenyltransferase	AT1G10095.1	CHR01V5|COORD:28514701..28520197|protein protein prenyltransferase, putative, expressed	LOC_Os01g49060.3	no descriptionvery weakly similar to (65.5)AT1G10095| Symbols:  | protein prenyltransferase | chr1:3297480-3300355 REVERSE	not assigned.no ontology	35_1

CUST_17635_PI404877155	2	0.16970539	-0.17933416	0.07209778	-0.16282845	-0.062136173	0.062135696	HV_CEb0012P03f_at	P0445E10.22 [Oryza sativa (japonica cultivar-group)] dbj|BAB86062.1| P0445E10.22 [Oryza sativa (japonica cultivar-group)] dbj|BAB92700.1| P0	NP_916971.1	MATE efflux family protein	At1g71140.1	protein MATE efflux family protein	Os01g49120	NONE	transport.misc	34_99

CUST_179912_PI403524517	2	0.15093517	-0.4010973	-0.15926647	-0.0067214966	0.0067214966	0.07488823	35_50036	"Cluster: Hemolysin A, putative; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hemolysin A, putative - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53M53	CHR3V7|COORD:9234276..9236259| bacterial hemolysin-related	AT3G25470.1	CHR11V5|COORD:7964507..7959903|protein hemolysin A, putative, expressed	LOC_Os11g14230.1	no descriptionvery weakly similar to (93.6)AT3G25470| Symbols:  | bacterial hemolysin-related | chr3:9234276-9236259 FORWARDCOG1189	not assigned.no ontology	35_1

CUST_10493_PI404877155	2	-0.5854511	0.01906681	-0.019067764	0.10221481	0.09260559	-0.26404285	Contig4211_at	0	0	0	0	0	0	"cation exchanger, putative (CAX3), similar to high affinity calcium antiporter CAX1 (Arabidopsis thaliana) gi:9256741:gb:AAB05913; Ca2+:Cation Antiporter (CaCA) Family member PMID:11500563; non-consensus AT-acceptor splice site at intron 1"	transport.calcium	34_21

CUST_17294_PI404877155	2	0.1149168	0.06359959	-0.008950233	-0.109511375	-0.0049533844	0.0049538612	HT12H02r_at	hordein B precursor - barley emb|CAA37729.1| B hordein precursor [Hordeum vulgare subsp. vulgare]	S20519	superoxide dismutase (Mn), mitochondrial (SODA) / manganese superoxide dismutase (MSD1)	At3g10920.1	protein superoxide dismutase	Os05g25850	NONE	development.storage proteins	33_1

CUST_9515_PI404877155	2	-0.01985836	0.29898357	0.0043764114	-0.0043764114	-0.07077217	0.1100111	Contig3281_s_at	Xylose isomerase emb|CAA64545.1| xylose isomerase [Hordeum vulgare subsp. vulgare]	Q40082	xylose isomerase family protein	At5g57655.2	protein xylose isomerase	Os07g47290	xylose isomerase	minor CHO metabolism.others	3_5

CUST_149603_PI403524517	2	0.10887432	0.3599062	0.014422417	-0.26087475	-0.35500813	-0.014422417	35_41852	"Cluster: Os02g0543900 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0543900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E0J8		0	CHR02V5|COORD:20221158..20229248|protein transposon protein, putative, CACTA, En/Spm sub-class, expressed	LOC_Os02g33944.1	no description	not assigned.unknown	35_2

CUST_3638_PI404877155	2	0.30526543	-0.40106487	-0.2265749	0.2265749	0.2375164	-0.439147	Contig1419_s_at	putative photosystem II 10K protein [Oryza sativa (japonica cultivar-group)]	BAD03219.1	photosystem II 10 kDa polypeptide	At1g79040.1	protein Photosystem II 10 kDa polypeptide PsbR, putative	Os08g10020	NONE	PS.lightreaction.photosystem II.PSII polypeptide subunits	1_01_01_02

CUST_122107_PI403524517	2	0.008867264	1.4315395	-0.10542107	0.025310516	-0.008866787	-0.41619587	35_34468	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_859_PI404877155	2	-0.0031204224	0.41065884	0.0031204224	-0.20345879	-0.124752045	0.039794922	Contig10837_at	TATA-binding protein-associated factor TAFII55 family protein [Arabidopsis thaliana] pir||A96595 hypothetical protein F7A10.3 [imported] - A	NP_175926.1	TATA-binding protein-associated factor TAFII55 family protein	At1g55300.1	protein TAFII55 protein conserved region	Os05g28010	"Serine/arginine-rich protein;1.1_bZIP   T00782 TAF-II (55)"	RNA.regulation of transcription	27_3

CUST_94510_PI403524517	2	0.079600334	0.12284565	0.0521307	-0.1449461	-0.0521307	-0.10428429	35_27016	"Cluster: Os12g0574800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os12g0574800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IME3	"CHR4V7|COORD:16426775..16427836| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G15570.1); similar to Bromodomain associated family protein,"	AT4G34340.1	CHR12V5|COORD:23696237..23692420|protein bromodomain associated family protein, expressed	LOC_Os12g38620.3	" no descriptionweakly similar to ( 127)AT4G34340| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G15570.1); similar to Bromodomain associated family protein, expressed [Oryza sativa (japonica cultivar-group)] (GB:ABA98992.1); similar to Os12g0574800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001067103.1); contains InterPro domain Bromodomain transcription factor; (InterPro:IPR006565); contains InterPro domain Histone-fold; (InterPro:IPR009072) | chr4:16426775-16427836 REVERSEnot assigned not assigned BTP Bromo_TP PRK07764 "	not assigned.unknown	35_2

CUST_62124_PI403524517	2	0.36485243	-0.0027127266	-0.026258945	0.0027122498	0.05757284	-0.45130873	35_17718	"Cluster: Similarity to unknown protein; n=1; Arabidopsis thaliana|Rep: Similarity to unknown protein - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9FGZ3	CHR5V7|COORD:20118160..20121468| SIN-like family protein	AT5G49530.1	CHR08V5|COORD:10251371..10262586|protein sin-like protein conserved region containing protein, expressed	LOC_Os08g16780.1	no descriptionvery weakly similar to (77.4)AT5G49530| Symbols:  | SIN-like family protein | chr5:20118160-20121468 FORWARDnot assigned not assigned not assigned not assigned Sin_N PRK07764 PRK10819	RNA.transcription	27_2

CUST_944_PI404877155	2	0.11530495	-0.09881115	0.10140419	0.015519142	-0.14525795	-0.0155181885	Contig10952_at	OSJNBa0064D20.11 [Oryza sativa (japonica cultivar-group)]	CAE04227.2	auxin-responsive factor (ARF1)	At1g59750.2	protein Auxin response factor, putative	Os02g35140	NONE	hormone metabolism.auxin.signal transduction	17_2_2

CUST_47500_PI403524517	2	0.49635792	0.8004551	0.033299446	-0.3136425	-0.24675465	-0.0333004	35_13595	Rep: Hypothetical protein - Triticum aestivum (Wheat)	UniRef90_Q2L3U7	0	0	CHR09V5|COORD:18472902..18468701|protein expressed protein	LOC_Os09g30350.1	no description	not assigned.unknown	35_2

CUST_113434_PI403524517	2	0.5036907	-0.02534771	0.49017906	-0.06734562	-0.080444336	0.02534771	35_32197	"Cluster: SAP domain containing protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: SAP domain containing protein, expressed - Oryza sativa (jap"	UniRef90_Q2QX71		0	CHR12V5|COORD:3412835..3401730|protein SAP domain containing protein, expressed	LOC_Os12g06980.1	no description	not assigned.unknown	35_2

CUST_32632_PI399408534	2	0.086071014	0.3364339	0.32931805	-0.086071014	-0.22401142	-0.66440105	35_573	"Cluster: Putative 1-aminocyclopropane-1-carboxylate oxidase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative 1-aminocyclopropane-1-carboxylate oxidase"	UniRef90_Q65XE5	CHR1V7|COORD:29068109..29069341| 1-aminocyclopropane-1-carboxylate oxidase, putative / ACC oxidase, putative	AT1G77330.1	CHR05V5|COORD:2803341..2805010|protein 1-aminocyclopropane-1-carboxylate oxidase, putative, expressed	LOC_Os05g05680.1	 no descriptionmoderately similar to ( 395)AT1G77330| Symbols:  | 1-aminocyclopropane-1-carboxylate oxidase, putative / ACC oxidase, putative | chr1:29068109-29069341 REVERSEmoderately similar to ( 309)ACCO1_MALDO1-aminocyclopropane-1-carboxylate oxidase 1 - Malus domestica (Apple) (Malus sylvestris)not assigned not assigned not assigned not assigned not assigned PcbC 2OG-FeII_Oxy PRK07003 PRK12323 	hormone metabolism.ethylene.synthesis-degradation	17_5_1

CUST_4889_PI404877155	2	0.0020012856	-0.038317204	-0.13424873	0.032663822	0.026546478	-0.0020008087	Contig16253_at	putative oxalyl-CoA decarboxylase [Oryza sativa (japonica cultivar-group)]	BAB33274.1	pyruvate decarboxylase family protein	At5g17380.1	protein Thiamine pyrophosphate enzyme, central domain, putative	Os01g32080	NONE	fermentation.PDC	5_02

CUST_163111_PI403524517	2	-0.41504383	0.030435562	-0.10314846	-0.0108881	0.019711494	0.0108881	35_45491	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_82218_PI403524517	2	-0.03072834	-0.9573908	-0.057680607	0.12090254	0.060510635	0.03072834	35_23582	"Cluster: Putative LAF3 isoform 2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative LAF3 isoform 2 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5JKZ8	"CHR3|COORD:20732699..20736872| amidohydrolase family protein, weak similarity to SP:Q06555 Exoenzymes regulatory protein aepA precursor {Erwinia carotovora};"	AT3G55850.2	CHR01V5|COORD:42290975..42296993|protein amidohydrolase 3, putative, expressed	LOC_Os01g72350.1	" no descriptionmoderately similar to ( 217)AT3G55850| Symbols: LAF3, LAF3 ISF2, LAF3 ISF1 | LAF3/LAF3 ISF1/LAF3 ISF2 (LONG AFTER FAR-RED 3); hydrolase | chr3:20732845-20736587 REVERSEnot assigned YtcJ_like COG1574 Amidohydro_3 HutI Imidazolone-5PH metallo-dependent_hydrolases Met_dep_hydrolase_C "	not assigned.no ontology	35_1

CUST_100379_PI403524517	2	0.30189896	-0.31762743	0.2257843	0.11751795	-0.11751795	-0.23541689	35_28655	"Cluster: Putative HECT ubiquitin-protein ligase 3; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative HECT ubiquitin-protein ligase 3 - Oryza sativa (jap"	UniRef90_Q6YU89	CHR4V7|COORD:18041497..18049067| KAK (KAKTUS)	AT4G38600.2	CHR02V5|COORD:91606..86472|protein thyroid receptor-interacting protein 12, putative, expressed	LOC_Os02g01170.1	 no descriptionvery weakly similar to (61.2)AT4G38600| Symbols: UPL3, KAK | KAK (KAKTUS) | chr4:18041497-18049286 REVERSE	protein.degradation.ubiquitin.E3.HECT	29_5_11_4_1

CUST_101874_PI403524517	2	-0.011216164	0.35893917	0.011216164	-0.25729465	1.0132809	-0.09854317	35_29065	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_805_PI404877155	2	-0.0075912476	-0.056067467	-0.24293327	0.018697739	0.17538834	0.007590294	Contig10759_at	homeodomain leucine zipper protein [Oryza sativa] dbj|BAD22271.1| homeodomain leucine zipper protein [Oryza sativa (japonica cultivar-group)	AAD37697.1	homeobox-leucine zipper protein 6 (HB-6) / HD-ZIP transcription factor 6	At2g22430.1	protein Homeobox associated leucine zipper, putative	Os09g29460	NONE	RNA.regulation of transcription.HB,Homeobox transcription factor family	27_3_22

CUST_16968_PI404877155	2	0.1241951	-0.046313286	-0.09597969	0.025076866	-0.02507782	0.1840601	HS05D04u_at	0	0	0	0	0	0	NONE	PS.calvin cyle.aldolase	1_03_06

CUST_10149_PI404877155	2	-0.07631683	-0.27534866	0.055992126	0.04732132	0.01913166	-0.019132614	Contig3865_at	transcription factor EREBP1 [Oryza sativa]	AAF23899.1	AP2 domain-containing protein RAP2.12 (RAP2.12)	At1g53910.1	protein AP2 domain, putative	Os02g54160	transcription factor EREBP1	RNA.regulation of transcription.AP2/EREBP, APETALA2/Ethylene-responsive element binding protein family	27_3_03

CUST_48619_PI403524517	2	0.07126808	-0.013553619	-0.004558563	0.004558563	-0.031024933	0.027633667	35_13885	"Cluster: Os01g0835900 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0835900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JHY5	CHR5V7|COORD:24068875..24069186| histone H4	AT5G59690.1	CHR10V5|COORD:20690219..20689571|protein histone H4, putative, expressed	LOC_Os10g39410.1	no descriptionweakly similar to ( 162)AT5G59970| Symbols:  | histone H4 | chr5:24163578-24163889 REVERSEweakly similar to ( 162)H4_PEAHistone H4 - Pisum sativum (Garden pea)not assigned H4 H4 HHT1 Histone PRK07764	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_1982_PI404877155	2	0.16426563	-0.4247961	-0.026500702	-0.058112144	0.6030512	0.026499748	Contig12230_s_at	putative Septum-promoting GTP-binding protein 1 (GTPase spg1) [Oryza sativa (japonica cultivar-group)]	BAC79616.1	GTP-binding family protein	At5g54840.1	protein small GTP-binding protein domain, putative	Os07g33850	expressed protein or  expressed protein or  expressed protein	signalling.G-proteins	30_5

CUST_132549_PI403524517	2	0.19372654	0.0611372	-0.082024574	-0.061138153	-0.10569954	0.13662815	35_37225	"Cluster: Putative SDL-1 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative SDL-1 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q9LGY7	CHR3V7|COORD:2596519..2599521| KOB1 (KOBITO)	AT3G08550.1	CHR01V5|COORD:7354422..7348977|protein KOB1, putative, expressed	LOC_Os01g13200.1	 no descriptionvery weakly similar to (53.9)AT3G08550| Symbols: ELD1, ABI8, KOB1 | KOB1 (KOBITO) | chr3:2596519-2599521 FORWARD	not assigned.no ontology	35_1

CUST_84611_PI403524517	2	0.027383804	-0.027383804	-0.07575798	0.29180908	0.06464481	-0.2358036	35_24244	"Cluster: PREDICTED: similar to Cell division cycle 2-like protein kinase 5 (CDC2-related protein kinase 5); n=1; Danio rerio|Rep: PREDICTED: similar to Cell div"	UniRef90_UPI00005488F6	CHR5V7|COORD:7786176..7792083| HUA2 (ENHANCER OF AG-4 2)	AT5G23150.1	CHR10V5|COORD:13345039..13357452|protein transposon protein, putative, CACTA, En/Spm sub-class	LOC_Os10g26370.1	no description	not assigned.unknown	35_2

CUST_11843_PI404877155	2	-0.033010483	0.06583214	0.022738457	-0.022738457	-0.062015533	0.024183273	Contig5550_at	oxidoreductase, zinc-binding dehydrogenase family protein [Arabidopsis thaliana] pir||T49047 quinone reductase-like protein - Arabidopsis th	NP_191205.1	oxidoreductase, zinc-binding dehydrogenase family protein	At3g56460.1	protein quinone reductase-like protein - Arabidopsis thaliana	Os05g24880	oxidoreductase, zinc-binding dehydrogenase family	lipid metabolism.'exotics' (steroids, squalene etc)	11_8

CUST_16743_PI403524517	2	-0.2093544	0.041020393	0.008507729	-0.008508682	0.011942863	-0.04415703	35_4833	"Cluster: Hypothetical protein OSJNBa0032G11.13; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0032G11.13 - Oryza sativa (japonica"	UniRef90_Q75LD0	"CHR3|COORD:21943689..21946131| similar to serine/threonine protein kinase, putative [Arabidopsis thaliana] (TAIR:At2g43230.1); similar to salt-inducible"	AT3G59350.3	CHR03V5|COORD:35425280..35419520|protein protein kinase Pti1, putative, expressed	LOC_Os03g62700.1	no descriptionmoderately similar to ( 406)AT3G59350| Symbols:  | kinase | chr3:21943907-21945860 FORWARDweakly similar to ( 164)NORK_MEDTRNodulation receptor kinase precursor - Medicago truncatula (Barrel medic)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pkinase_Tyr PTKc TyrKc S_TKc S_TKc Pkinase PTKc_Jak_rpt2 PTKc_Ack_like PTKc_Src_like PTKc_Csk_like PTKc_InsR_like PTKc_Chk SPS1 PTKc_Src PTKc_Trk PTKc_Srm_Brk PTKc_FGFR PTKc_Frk_like PTKc_EGFR_like PTKc_Fyn_Yrk PTKc_Yes PTKc_Tec_like PTKc_Syk_like PTKc_Fes_like PTKc_Lyn PTKc_Lck_Blk PTKc_Ror PTKc_TrkB PTKc_Hck PTKc_FGFR4 PTKc_Tyk2_rpt2 PTKc_FGFR3 PTKc_FGFR1 PTKc_Csk PTKc_Fer PTKc_Ror1 PTKc_Tie1 PTKc_InsR PTKc_Tie PTKc_TrkA PTKc_Syk PTKc_IGF-1R PTKc_Zap-70 PTKc_Tie2 PTKc_Met_Ron PTK_HER3 PTKc_Fes PTKc_ALK_LTK PTKc_Jak2_Jak3_rpt2 PTK_CCK4 PTKc_VEGFR3 PTKc_DDR1 PTKc_RET PTKc_Itk PTKc_EphR PTKc_FGFR2 PTKc_Abl PTKc_c-ros PTKc_TrkC PTKc_PDGFR_beta PTKc_HER2 PTKc_Jak1_rpt2 PTKc_VEGFR PTKc_Musk PTKc_DDR PTKc_HER4 PTKc_EphR_B PTKc_Axl_like PTKc_EGFR PTKc_PDGFR PTKc_Btk_Bmx PTKc_Ror2 PTK_Ryk PTKc_VEGFR2 PTKc_FAK PTKc_Aatyk	protein.postranslational modification.kinase.receptor like cytoplasmatic kinase VII	29_4_1_57

CUST_62905_PI403524517	2	0.08594513	0.2008791	-0.07127094	-0.5187521	-0.34784412	0.0712719	35_17943	"Cluster: Phosphoenolpyruvate carboxylase, housekeeping isozyme; n=1; Saccharum sp.|Rep: Phosphoenolpyruvate carboxylase, housekeeping isozyme - Saccharum hybrid"	UniRef90_P29193	"CHR1V7|COORD:19887929..19891738| ATPPC1 (PHOSPHOENOLPYRUVATE CARBOXYLASE 1); phosphoenolpyruvate carboxylase"	AT1G53310.3	CHR01V5|COORD:32191879..32186179|protein phosphoenolpyruvate carboxylase, housekeeping isozyme, putative, expressed	LOC_Os01g55350.1	" no descriptionhighly similar to ( 784)AT1G53310| Symbols: ATPPC1 | ATPPC1 (PHOSPHOENOLPYRUVATE CARBOXYLASE 1); phosphoenolpyruvate carboxylase | chr1:19887929-19891738 REVERSEhighly similar to ( 814)CAPP1_SACHYPhosphoenolpyruvate carboxylase, housekeeping isozyme - Saccharum hybrid (Sugarcane)PEPcase PRK00009 Ppc "	glycolysis.PEPCase	4_14

CUST_136329_PI403524517	2	0.05879402	0.03887272	-0.07166481	0.11427784	-0.038873672	-0.15137768	35_38230	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_35416_PI403524517	2	-0.18780899	-0.46485138	0.19654036	-0.039008617	0.14357138	0.03900814	35_10210	Rep: ERD3 protein - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q94II3	"CHR4|COORD:10460306..10463113| early-responsive to dehydration stress protein (ERD3), identical to ERD3 protein (Arabidopsis thaliana) GI:15320410; contains"	AT4G19120.2	CHR02V5|COORD:27528754..27524960|protein ankyrin protein kinase-like, putative, expressed	LOC_Os02g45310.1	no descriptionmoderately similar to ( 417)AT4G19120| Symbols: ERD3 | ERD3 (EARLY-RESPONSIVE TO DEHYDRATION 3) | chr4:10460676-10463045 REVERSEDUF248 PRK07003	stress.abiotic.drought/salt	20_2_3

CUST_167934_PI403524517	2	-0.09366894	0.5405083	0.10883522	-0.03269577	0.032694817	-0.17409611	35_46772	"Cluster: Os01g0708900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0708900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JJY4	CHR1V7|COORD:4981295..4983077| mitochondrial substrate carrier family protein	AT1G14560.1	CHR01V5|COORD:29785491..29789880|protein Grave disease carrier protein, putative, expressed	LOC_Os01g51250.1	 no descriptionweakly similar to ( 138)AT1G14560| Symbols:  | mitochondrial substrate carrier family protein | chr1:4981295-4983077 FORWARDvery weakly similar to (54.7)ADT2_SOLTUADP,ATP carrier protein, mitochondrial precursor - Solanum tuberosum (Potato)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Mito_carr 	transport.metabolite transporters at the mitochondrial membrane	34_9

CUST_131418_PI403524517	2	0.03581667	-0.07845116	-0.06815386	0.16937542	0.18867159	-0.03581667	35_36909	"Cluster: Putative beta transducin; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative beta transducin - Oryza sativa (japonica cultivar-group)"	UniRef90_Q67WP2	CHR4V7|COORD:2511210..2517050| transducin family protein / WD-40 repeat family protein	AT4G04940.1	CHR06V5|COORD:26302932..26311361|protein WD repeat-containing protein 36, putative, expressed	LOC_Os06g43690.1	no descriptionweakly similar to ( 128)AT4G04940| Symbols:  | transducin family protein / WD-40 repeat family protein | chr4:2511210-2517050 REVERSEnot assigned Utp21	not assigned.no ontology	35_1

CUST_61463_PI403524517	2	-0.048683167	-0.37020302	-0.13449955	0.09931278	0.13045311	0.04868412	35_17544	"Cluster: Putative clp-like energy-dependent protease; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative clp-like energy-dependent protease - Oryza sativ"	UniRef90_Q852G0	"CHR1V7|COORD:3967609..3969535| CLPP6 (Clp protease proteolytic subunit 6); endopeptidase Clp"	AT1G11750.1	CHR03V5|COORD:16949262..16952730|protein ATP-dependent Clp protease proteolytic subunit 3, putative, expressed	LOC_Os03g29810.1	" no descriptionmoderately similar to ( 294)AT1G11750| Symbols: NCLPP1, NCLPP6, CLPP6 | CLPP6 (Clp protease proteolytic subunit 6); endopeptidase Clp | chr1:3967609-3969535 FORWARDweakly similar to ( 140)CLPP_CHLVUATP-dependent Clp protease proteolytic subunit - Chlorella vulgaris (Green alga)not assigned CLP_protease clpP ClpP clpP PRK12551 PRK12553 PRK12552 "	protein.degradation	29_5

CUST_18305_PI404877155	2	0.0106601715	-0.3070984	-0.020450592	0.13077736	0.123669624	-0.0106601715	HVSMEg0005K08r2_at	mitochondrial ATP synthase 6 KD subunit [Oryza sativa (japonica cultivar-group)]	BAB21526.1	expressed protein	At5g59613.1	protein hypothetical protein	Os03g40920	mitochondrial ATP synthase 6 KD subunit	mitochondrial electron transport / ATP synthesis.F1-ATPase	9_9

CUST_90252_PI403524517	2	-0.08070278	0.7366319	0.36877632	-0.25137138	-0.103327274	0.08070278	35_25814	"Cluster: Proteophosphoglycan 5; n=1; Leishmania major strain Friedlin|Rep: Proteophosphoglycan 5 - Leishmania major strain Friedlin"	UniRef90_Q4FX62	CHR1V7|COORD:6978101..6985306| family II extracellular lipase, putative	AT1G20130.1	CHR03V5|COORD:20523944..20527257|protein ATP binding protein, putative, expressed	LOC_Os03g37120.1	no description	not assigned.unknown	35_2

CUST_14423_PI404877155	2	-0.06810665	0.24457836	0.012289047	-0.038876534	-0.012288094	0.020005226	Contig8265_at	putative cleavage stimulation factor subunit 1 [Hordeum vulgare subsp. vulgare]	AAG49000.1	transducin family protein / WD-40 repeat family protein	At5g60940.1	protein putative cleavage stimulation factor  (having alternative splicing products)	Os03g54770	cleavage stimulation factor subunit 1	RNA.processing	27_1

CUST_69715_PI403524517	2	0.012310028	1.1429987	-0.012309074	-0.30800343	-0.20078278	0.034035683	35_19946	"Cluster: Putative methyl chloride transferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative methyl chloride transferase - Oryza sativa (japonica cu"	UniRef90_Q5VMN3	CHR2V7|COORD:18203167..18204740| thiol methyltransferase, putative	AT2G43940.1	CHR06V5|COORD:2778880..2773438|protein S-adenosylmethionine-dependent methyltransferase/ methyltransferase/ thiopurine S-methyltransferase,	LOC_Os06g06040.1	 no descriptionmoderately similar to ( 274)AT2G43940| Symbols:  | thiol methyltransferase, putative | chr2:18203167-18204740 REVERSEnot assigned TPMT PRK07764 	not assigned.no ontology	35_1

CUST_170404_PI403524517	2	0.43976736	0.5552559	0.008675575	-1.1678457	-0.99161243	-0.008675098	35_47464	"Cluster: B3 DNA binding domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: B3 DNA binding domain containing protein, express"	UniRef90_Q10Q26	CHR2V7|COORD:10520128..10522367| transcriptional factor B3 family protein	AT2G24700.1	CHR03V5|COORD:5837342..5839072|protein auxin response factor 23, putative, expressed	LOC_Os03g11370.1	no description	not assigned.unknown	35_2

CUST_126139_PI403524517	2	-0.12154484	0.5618315	0.12154484	-0.6048136	0.20693398	-0.5691223	35_35509	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_18368_PI399408534	2	-0.046099186	0.2418685	0.046099186	0.10379648	-0.10935831	-0.36757898	35_9012	"Cluster: Leucine-rich repeat family protein /protein kinase family protein- like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Leucine-rich repeat family pr"	UniRef90_Q6EQG8	CHR1V7|COORD:2359814..2366420| leucine-rich repeat transmembrane protein kinase, putative	AT1G07650.1	CHR09V5|COORD:10784209..10792868|protein receptor-like protein kinase 2, putative, expressed	LOC_Os09g17630.1	 no descriptionvery weakly similar to (91.3)AT1G07650| Symbols:  | leucine-rich repeat transmembrane protein kinase, putative | chr1:2359814-2366420 REVERSE	signalling.receptor kinases.leucine rich repeat VIII-2	30_2_8_2

CUST_4238_PI404877155	2	0.16698551	-0.7960677	-0.021435738	0.021435738	-0.12394142	0.11171627	Contig15131_at	putative transposase [Oryza sativa (japonica cultivar-group)]	AAR10861.1	far-red impaired responsive protein, putative	At1g76320.1	protein transposon protein, putative, unclassified	Os12g06380	NONE	signalling.light	30_11

CUST_37591_PI403524517	2	-0.029946804	-0.085882664	0.2877264	0.02994728	0.45247078	-0.14082813	35_10826	"Cluster: Putative beta-amylase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative beta-amylase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q652P5	"CHR2V7|COORD:18885748..18888898| BMY4 (beta-amylase 4); beta-amylase"	AT2G45880.1	CHR09V5|COORD:22712810..22716154|protein beta-amylase, putative, expressed	LOC_Os09g39570.1	"no descriptionmoderately similar to ( 365)AT2G45880| Symbols: BMY4 | BMY4 (beta-amylase 4); beta-amylase | chr2:18885748-18888898 REVERSEmoderately similar to ( 270)AMYB_MEDSABeta-amylase - Medicago sativa (Alfalfa)Glyco_hydro_14"	major CHO metabolism.degradation.starch.starch cleavage	2_2_2_1

CUST_90418_PI403524517	2	-0.1549778	0.70749855	0.22214317	-0.06213522	0.062135696	-0.0844841	35_25860	Rep: Hypothetical protein - Zea mays (Maize)	UniRef90_Q5GAQ8	CHR3V7|COORD:22066197..22068133| short-chain dehydrogenase/reductase (SDR) family protein	AT3G59710.1	CHR02V5|COORD:23828856..23823321|protein carbonyl reductase 3, putative, expressed	LOC_Os02g39490.1	no descriptionweakly similar to ( 155)AT3G59710| Symbols:  | short-chain dehydrogenase/reductase (SDR) family protein | chr3:22066197-22068133 REVERSEvery weakly similar to (52.4)SDR1_PICABShort-chain type dehydrogenase/reductase - Picea abies (Norway spruce) (Picea excelsa)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12939 fabG FabG PRK12826 fabG fabG DltE PRK06179 COG4221 PRK05855 PRK12829 PRK08324 PRK07326 PRK06181 fabG PRK08213 adh_short PRK12429 PRK07109 PRK07890 PRK05854 PRK08264 PRK07454 fabG PRK07062 PRK07774 PRK07201 PRK07825 PRK06197 PRK07479 PRK05872 PRK12745 PRK06182 PRK07832 PRK07067 PRK07814 PRK08220 PRK08263 PRK06198 PRK06841 PRK12937 PRK06124 PRK07063 PRK08643 PRK06914 PRK09072 PRK05650 PRK06196 fabG PRK07806 PRK12827 PRK07523 PRK05866 PRK06180 PRK07069 PRK08945 PRK06139 DltE PRK08267 PRK08278 fabG PRK08219 PRK08265 PRK10538 PRK06125 PRK06194 PRK07023 PRK08589 PRK07677 PRK07775 PRK06500 PRK07856 PRK07478 PRK12743 PRK06949 PRK09242 PRK06057 KR fabG fabG PRK08063 PRK06138 PRK06346 PRK12828 PRK06484 PRK06935 PRK06523 PRK08277 PRK05717 fabG PRK08628 PRK07453 fabG PRK07102 PRK12824 PRK08226 PRK08251 fabG PRK07041 PRK08936 PRK06172 PRK07831 PRK07074 PRK08085 PRK07576 PRK12936 PRK05693 PRK07097 PRK06398 PRK06940 fabG PRK07035 fabG PRK07024 PRK09134 PRK09135 PRK12428 PRK09291 PRK06122 TT_ORF1 PRK08177 PRK06113 PRK08703 PRK07577 benD PRK12746 PRK06953 PRK12748 PRK07060 PRK06128 PRK06947 PRK06483 Protamine_P1 PRK08721 PRK07633 PRK06482 PRK06114 PRK07791 WcaG PRK06123 PRK12935 PRK06200 PRK05867 fabG PRK08303	misc.short chain dehydrogenase/reductase (SDR)	26_22

CUST_178018_PI403524517	2	0.054042816	0.20642376	-0.0172863	0.0172863	-0.31546688	-0.048470497	35_49512	"Cluster: Mitochondrial processing peptidase beta subunit, mitochondrial, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Mitochondrial pro"	UniRef90_Q10Q21	"CHR3V7|COORD:365631..368533| MPPBETA; metalloendopeptidase"	AT3G02090.1	CHR03V5|COORD:5849271..5853931|protein mitochondrial-processing peptidase beta subunit, mitochondrial precursor, putative, expressed	LOC_Os03g11410.1	"no descriptionvery weakly similar to (69.7)AT3G02090| Symbols: MPPBETA | MPPBETA; metalloendopeptidase | chr3:365631-368541 FORWARDnot assigned"	protein.targeting.mitochondria	29_3_2

CUST_114461_PI403524517	2	0.047267914	-0.22042084	-0.16448927	0.49688244	0.16531849	-0.047267437	35_32485	Rep: Isoform 2 of Q52KI8 - Mus musculus (Mouse)	UniRef90_Q52KI8-2	CHR5V7|COORD:2468240..2473658| formin homology 2 domain-containing protein / FH2 domain-containing protein	AT5G07760.1	CHR04V5|COORD:24093561..24100010|protein ATP binding protein, putative, expressed	LOC_Os04g40970.1	no description	not assigned.unknown	35_2

CUST_114200_PI403524517	2	0.52300835	-0.13866758	0.06432772	0.0758028	-0.5181351	-0.06432772	35_32410	Rep: CG9014-PA - Drosophila melanogaster (Fruit fly)	UniRef90_Q9VJW5		0	0	0	no descriptionnot assigned	not assigned.unknown	35_2

CUST_35527_PI403524517	2	0.42920494	-1.4186106	0.10115814	-0.10115862	-0.24259424	0.68235207	35_10244	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_180670_PI403524517	2	0.33554602	0.67054653	-0.05567789	0.05567789	-0.2676115	-0.18889427	35_50245	"Cluster: Os02g0686300 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0686300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DYK5	"CHR1V7|COORD:4998952..5000612| similar to calcium-dependent protein kinase-related / CDPK-related [Arabidopsis thaliana] (TAIR:AT2G02060.1); similar to"	AT1G14590.1	CHR02V5|COORD:28107558..28102763|protein regulatory protein, putative, expressed	LOC_Os02g46120.2	no description	not assigned.unknown	35_2

CUST_1261_PI404877155	2	0.14174843	-0.08414459	-0.11586475	0.08414364	-0.23344707	0.099749565	Contig11350_at	ABC transporter family protein [Arabidopsis thaliana]	NP_188746.2	ABC transporter family protein	At1g51500.1	protein ABC transporter, putative	Os05g13520	ABC transporter family protein	transport.ABC transporters and multidrug resistance systems	34_16

CUST_21460_PI403524517	2	0.0049476624	0.6328087	-0.03810978	-0.105814934	-0.0049467087	0.05232334	35_6229	"Cluster: Retrotransposon protein, putative, unclassified; n=1; Oryza sativa (japonica cultivar-group)|Rep: Retrotransposon protein, putative, unclassified - Ory"	UniRef90_Q2QT44	"CHR3V7|COORD:2921810..2923264| similar to reverse transcriptase-related [Arabidopsis thaliana] (TAIR:AT2G02650.1); similar to 52O08_2 [Brassica rapa"	AT3G09510.1	CHR09V5|COORD:21558741..21563666|protein retrotransposon protein, putative, unclassified	LOC_Os09g37320.1	no description	not assigned.unknown	35_2

CUST_30125_PI403524517	2	-1.8761477	-0.9071846	0.91538715	0.11150932	0.35134125	-0.11150932	35_8694	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_58833_PI403524517	2	0.10643196	-0.283453	-0.07858181	0.05668354	-0.008239746	0.008239746	35_16787	"Cluster: Putative amidotransferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative amidotransferase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z6Y1	"CHR5V7|COORD:24354100..24355873| ATPDX2/EMB2407/PDX2 (PYRIDOXINE BIOSYNTHESIS 2); glutaminase/ glutamyl-tRNA(Gln) amidotransferase/ protein"	AT5G60540.1	CHR02V5|COORD:1569558..1566087|protein glutamine amidotransferase subunit pdxT, putative, expressed	LOC_Os02g03740.1	" no descriptionweakly similar to ( 142)AT5G60540| Symbols: EMB2407, ATPDX2, PDX2 | ATPDX2/EMB2407/PDX2 (PYRIDOXINE BIOSYNTHESIS 2); glutaminase/ glutamyl-tRNA(Gln) amidotransferase/ protein heterodimerization | chr5:24354100-24355873 REVERSEnot assigned not assigned GATase1_PB PDX2 ETF_beta FixA SNO ETF "	not assigned.no ontology	35_1

CUST_50302_PI403524517	2	-0.6468401	0.078602314	0.7005348	1.2272215	-0.078602314	-0.8085885	35_14350	Rep: Peroxidase 8 - Triticum monococcum (Einkorn wheat) (Small spelt)	UniRef90_Q5I3F0	CHR5V7|COORD:2077568..2078858| peroxidase, putative	AT5G06720.1	CHR01V5|COORD:12546764..12552513|protein peroxidase 2 precursor, putative, expressed	LOC_Os01g22352.1	 no descriptionmoderately similar to ( 235)AT5G06720| Symbols:  | peroxidase, putative | chr5:2077568-2078858 REVERSEmoderately similar to ( 241)PER2_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned secretory_peroxidase plant_peroxidase peroxidase PRK07003 ascorbate_peroxidase APC_basic PRK12323 Atrophin-1 PRK07764 DUF566 Herpes_BLLF1 	misc.peroxidases	26_12

CUST_37696_PI403524517	2	-0.012004852	-0.16198826	-0.079948425	0.10355377	0.0697279	0.012004852	35_10853	"Cluster: Os12g0582000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os12g0582000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IMA7	"CHR5V7|COORD:26872539..26874150| CYP81G1 (cytochrome P450, family 81, subfamily G, polypeptide 1); oxygen binding"	AT5G67310.1	CHR12V5|COORD:24123404..24121390|protein cytochrome P450 family protein	LOC_Os12g39240.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_22522_PI403524517	2	0.049743652	-0.086055756	0.023675442	0.10375118	-0.023675919	-0.06986332	35_6542	"Cluster: Putative MAP4 kinase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative MAP4 kinase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7EZ29	CHR3V7|COORD:5126906..5131759| protein kinase, putative	AT3G15220.1	CHR07V5|COORD:19266589..19257030|protein GCK-like kinase MIK, putative, expressed	LOC_Os07g32400.2	 no descriptionweakly similar to ( 179)AT3G15220| Symbols:  | protein kinase, putative | chr3:5126906-5131759 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase Pkinase_Tyr PTKc TyrKc SPS1 PTKc_InsR_like PTKc_Fes_like PTKc_Csk_like PTKc_Trk PTKc_Jak_rpt2 PTKc_ALK_LTK PTKc_Tec_like 	protein.postranslational modification	29_4

CUST_35931_PI403524517	2	0.075452805	0.52662516	0.019800663	-0.15876627	-0.1831994	-0.019800663	35_10359	"Cluster: OSJNBa0036E02.28 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0036E02.28 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q9FTP2	CHR1V7|COORD:2689113..2689884| plastocyanin-like domain-containing protein	AT1G08500.1	CHR01V5|COORD:10047087..10045042|protein blue copper protein precursor, putative, expressed	LOC_Os01g17470.1	no description	not assigned.unknown	35_2

CUST_48941_PI403524517	2	-0.011554718	-0.090717316	-0.07853317	0.011554718	0.12804222	0.011554718	35_13974	Rep: Histone H2B.3 - Zea mays (Maize)	UniRef90_Q43261	CHR5V7|COORD:24144432..24144884| histone H2B	AT5G59910.1	CHR01V5|COORD:2845932..2841231|protein core histone H2A/H2B/H3/H4 family protein, expressed	LOC_Os01g05970.1	 no descriptionweakly similar to ( 168)AT5G22880| Symbols:  | histone H2B, putative | chr5:7652133-7652570 REVERSEweakly similar to ( 176)H2B1_WHEATHistone H2B.1 - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned H2B Histone Tymo_45kd_70kd TT_ORF1 DUF566 PRK12323 PRK09169 DUF390 DUF1777 Protamine_P1 PRK07764 Extensin_2 FAP 	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_22601_PI403524517	2	0.15698719	0.19436026	0.027263641	-0.06770611	-0.37115812	-0.027263641	35_6564	"Cluster: Putative indole-3-glycerol phosphate lyase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative indole-3-glycerol phosphate lyase - Oryza sativa"	UniRef90_Q7Y1H9	CHR4V7|COORD:1147662..1149217| tryptophan synthase, alpha subunit, putative	AT4G02610.1	CHR03V5|COORD:33137033..33132669|protein indole-3-glycerol phosphate lyase, chloroplast precursor, putative, expressed	LOC_Os03g58260.2	 no descriptionmoderately similar to ( 358)AT4G02610| Symbols:  | tryptophan synthase, alpha subunit, putative | chr4:1147662-1149217 FORWARDmoderately similar to ( 344)TRPA_MAIZEIndole-3-glycerol phosphate lyase, chloroplast precursor - Zea mays (Maize)not assigned trp_synt_A Trp_syntA Tryptophan_synthase_alpha TrpA TIM_phosphate_binding FMN_dh 	amino acid metabolism.synthesis.aromatic aa.tryptophan.tryptophan synthase	13_1_6_5_5

CUST_34121_PI403524517	2	0.10761833	0.054746628	0.30702353	-0.054746628	-0.3239627	-0.46306324	35_9835	"Cluster: Putative anthocyanin acyltransferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative anthocyanin acyltransferase - Oryza sativa (japonica cu"	UniRef90_Q6K714	"CHR3V7|COORD:11401396..11402745| AT5MAT; O-malonyltransferase/ transferase"	AT3G29590.1	CHR02V5|COORD:35218265..35216183|protein anthocyanin 5-aromatic acyltransferase, putative, expressed	LOC_Os02g57480.1	"no descriptionvery weakly similar to (75.5)AT3G29590| Symbols: AT5MAT | AT5MAT; O-malonyltransferase/ transferase | chr3:11401396-11402745 REVERSEnot assigned not assigned PRK07764 PRK12323 Transferase"	secondary metabolism.flavonoids.anthocyanins.anthocyanin 5-aromatic acyltransferase	16_8_1_21

CUST_64140_PI403524517	2	-0.084199905	-0.43363476	0.011548042	0.15223694	0.033537865	-0.011548996	35_18315	"Cluster: Putative serine/threonine protein kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative serine/threonine protein kinase - Oryza sativa (jap"	UniRef90_Q69ML2	"CHR5V7|COORD:2625904..2627943| ATPK3 (Arabidopsis thaliana serine/threonine protein kinase 3); kinase"	AT5G08160.1	CHR09V5|COORD:2919198..2913717|protein serine/threonine-protein kinase 16, putative, expressed	LOC_Os09g06230.1	"no descriptionmoderately similar to ( 464)AT5G08160| Symbols: ATPK3 | ATPK3 (Arabidopsis thaliana serine/threonine protein kinase 3); kinase | chr5:2625904-2627943 REVERSEvery weakly similar to (60.8)CDC2A_ANTMACell division control protein 2 homolog A - Antirrhinum majus (Garden snapdragon)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase SPS1 Pkinase_Tyr TyrKc PTKc TT_ORF1 PTK_CCK4 Protamine_P1 PTKc_ALK_LTK PTKc_EphR PTKc_Jak_rpt2"	protein.postranslational modification	29_4

CUST_180373_PI403524517	2	0.029504776	0.56660557	0.31378365	-0.029504776	-0.07182026	-0.11296272	35_50164	"Cluster: Putative phospholipid hydroperoxide glutathione peroxidase; n=2; Oryza sativa|Rep: Putative phospholipid hydroperoxide glutathione peroxidase - Oryza s"	UniRef90_Q9FEV2	"CHR4V7|COORD:7010015..7011324| ATGPX6 (GLUTATHIONE PEROXIDASE 6); glutathione peroxidase"	AT4G11600.1	CHR03V5|COORD:13857886..13861358|protein glutathione peroxidase 4, putative, expressed	LOC_Os03g24380.1	" no descriptionweakly similar to ( 142)AT4G11600| Symbols: PHGPX, LSC803, ATGPX6 | ATGPX6 (GLUTATHIONE PEROXIDASE 6); glutathione peroxidase | chr4:7010015-7011324 REVERSEweakly similar to ( 144)GPX4_SPIOLProbable phospholipid hydroperoxide glutathione peroxidase - Spinacia oleracea (Spinach)not assigned GSH_Peroxidase BtuE PRK10606 GSHPx "	redox.ascorbate and glutathione.glutathione	21_2_2

CUST_38517_PI403524517	2	-0.020139694	-0.20098019	0.06001091	0.0824604	0.019207954	-0.019208908	35_11083	"Cluster: Phosphomevalonate kinase, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Phosphomevalonate kinase, putative, expressed - Oryza s"	UniRef90_Q10NZ7	CHR1V7|COORD:11459030..11461629| GHMP kinase family protein	AT1G31910.1	CHR03V5|COORD:8050873..8046540|protein phosphomevalonate kinase, putative, expressed	LOC_Os03g14830.1	no descriptionvery weakly similar to (94.4)AT1G31910| Symbols:  | GHMP kinase family protein | chr1:11459030-11461629 FORWARDnot assigned	secondary metabolism.isoprenoids.mevalonate pathway.phosphomevalonate kinase	16_1_2_5

CUST_130253_PI403524517	2	-0.015534401	-0.004541397	-0.1859827	0.031232834	0.010006905	0.004541397	35_36581	"Cluster: Hypothetical protein P0535F09.33; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0535F09.33 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5YLY4	"CHR1V7|COORD:3807241..3808728| similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:AAP53947.1); similar to Os06g0724200 [Oryza sativa"	AT1G11320.1	CHR06V5|COORD:30767269..30769574|protein expressed protein	LOC_Os06g50850.1	"no descriptionvery weakly similar to (69.3)AT1G11320| Symbols:  | similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:AAP53947.1); similar to Os06g0724200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001058610.1) | chr1:3807241-3808728 FORWARD"	not assigned.unknown	35_2

CUST_90273_PI403524517	2	-0.058174133	-1.0122805	0.058174133	0.2675128	0.29323578	-0.095673084	35_25822	Rep: Hexokinase-8 - Oryza sativa (Rice)	UniRef90_Q1WM15	"CHR4V7|COORD:14352344..14354871| ATHXK1 (GLUCOSE INSENSITIVE 2); ATP binding / hexokinase"	AT4G29130.1	CHR01V5|COORD:4819931..4816906|protein hexokinase-1, putative, expressed	LOC_Os01g09460.1	" no descriptionvery weakly similar to (79.7)AT4G29130| Symbols: GIN2, HXK1, ATHXK1 | ATHXK1 (GLUCOSE INSENSITIVE 2); ATP binding / hexokinase | chr4:14352344-14354871 REVERSEweakly similar to ( 110)HXK8_ORYSAnot assigned Hexokinase_2 COG5026 "	major CHO metabolism.degradation.sucrose.hexokinase	2_2_1_4

CUST_18116_PI399408534	2	0.12072468	0.30753994	-0.04516697	-0.0671339	0.04516697	-0.08037281	35_5917	Rep: H0305E08.1 protein - Oryza sativa (Rice)	UniRef90_Q01IL0	CHR3V7|COORD:4014462..4017682| RNA binding / nucleic acid binding	AT3G12640.1	CHR04V5|COORD:23396959..23404803|protein RNA recognition motif family protein, expressed	LOC_Os04g39629.1	no descriptionweakly similar to ( 164)AT3G12640| Symbols:  | RNA binding / nucleic acid binding | chr3:4014462-4017682 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned COG0724 RRM_1 RRM	RNA.processing	27_1

CUST_178495_PI403524517	2	-0.0038661957	0.19911385	0.017213821	-0.13477802	-0.026727676	0.0038661957	35_49644	"Cluster: Putative symplekin; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative symplekin - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69R94	"CHR1V7|COORD:9596462..9602904| similar to ESP4 (ENHANCED SILENCING PHENOTYPE 4), binding [Arabidopsis thaliana] (TAIR:AT5G01400.1); similar to Os07g0693900 [Ory"	AT1G27595.1	CHR07V5|COORD:29532776..29544001|protein HEAT repeat family protein, expressed	LOC_Os07g49320.1	" no descriptionweakly similar to ( 115)AT1G27595| Symbols:  | similar to ESP4 (ENHANCED SILENCING PHENOTYPE 4), binding [Arabidopsis thaliana] (TAIR:AT5G01400.1); similar to Os07g0693900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001060734.1); similar to symplekin [Xenopus tropicalis] (GB:NP_989259.1); contains domain ARM repeat (SSF48371); contains domain gb def: T22C5.3 (PTHR15245:SF6); contains domain FAMILY NOT NAMED (PTHR15245) | chr1:9596462-9602904 FORWARDnot assigned "	not assigned.unknown	35_2

CUST_15545_PI404877155	2	0.1618309	-0.022117615	-0.07009792	-0.03880024	0.022116661	0.10877323	Contig9387_at	PHD finger family protein [Arabidopsis thaliana]	NP_190778.2	PHD finger protein-related	At3g08020.1	protein PHD-finger, putative	Os12g34330	Beta-galactosidase precursor (Lactase) pir	RNA.regulation of transcription.unclassified	27_3_99

CUST_33971_PI403524517	2	-2.5687685	-1.3362365	1.1042485	0.10347462	0.23932266	-0.10347462	35_9792	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_3729_PI404877155	2	-0.48076248	-0.024295807	1.4128027	0.024295807	0.81073856	-1.2083502	Contig14337_at	MybHv33 [Hordeum vulgare subsp. vulgare]	CAA50223.1	myb family transcription factor (MYB4) (MYB86)	At5g26660.1	protein Myb-like DNA-binding domain, putative	Os01g50720	NONE	RNA.regulation of transcription.MYB domain transcription factor family	27_3_25

CUST_27393_PI403524517	2	0.065891266	0.044929504	-0.044929504	-0.06650543	-0.17851925	0.106674194	35_7930	"Cluster: Putative IAA-alanine resistance protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative IAA-alanine resistance protein - Oryza sativa (japon"	UniRef90_Q6YSC5	"CHR1V7|COORD:25524988..25527695| IAR1 (IAA-ALANINE RESISTANT 1); metal ion transporter"	AT1G68100.1	CHR08V5|COORD:22862320..22854254|protein zinc transporter SLC39A7, putative, expressed	LOC_Os08g36420.3	"no descriptionmoderately similar to ( 217)AT1G68100| Symbols: IAR1 | IAR1 (IAA-ALANINE RESISTANT 1); metal ion transporter | chr1:25524988-25527695 FORWARDnot assigned not assigned Zip COG0428"	transport.metal	34_12

CUST_78361_PI403524517	2	-0.03685522	0.47969723	0.03685522	-0.16042852	0.21046066	-0.38780594	35_22465	"Cluster: Putative pentatricopeptide (PPR) repeat-containing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative pentatricopeptide (PPR)"	UniRef90_Q6Z1D0	CHR3V7|COORD:21832472..21835210| pentatricopeptide (PPR) repeat-containing protein	AT3G59040.1	CHR08V5|COORD:5378099..5382503|protein expressed protein	LOC_Os08g09270.1	no descriptionmoderately similar to ( 413)AT3G59040| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr3:21832472-21835210 REVERSEvery weakly similar to (97.8)RF1_ORYSA	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_23157_PI399408534	2	0.015069008	-0.015069008	0.026301384	-0.08974838	0.0828743	-0.060676575	35_20211	"Cluster: Hypothetical protein P0453E05.102; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0453E05.102 - Oryza sativa (japonica cultivar"	UniRef90_Q84JS9	CHR1V7|COORD:9212285..9213752| c-myc binding protein, putative / prefoldin, putative	AT1G26660.1	CHR07V5|COORD:24242406..24245778|protein protein UXT, putative, expressed	LOC_Os07g40460.1	 no descriptionweakly similar to ( 165)AT1G26660| Symbols:  | c-myc binding protein, putative / prefoldin, putative | chr1:9212285-9213752 FORWARDnot assigned Prefoldin Prefoldin_alpha Prefoldin PRK03947 GIM5 	RNA.regulation of transcription.unclassified	27_3_99

CUST_66699_PI403524517	2	-0.3969078	-0.084918976	0.5934315	-0.00689888	0.41235638	0.00689888	35_19045	"Cluster: Hypothetical protein B1110B01.19; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1110B01.19 - Oryza sativa (japonica cultivar-g"	UniRef90_Q60DE9	"CHR1V7|COORD:9640381..9641739| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G30240.1); similar to t-snare [Medicago truncatula]"	AT1G27700.1	CHR05V5|COORD:21628502..21625068|protein t-snare, putative, expressed	LOC_Os05g37150.1	"no descriptionvery weakly similar to (90.5)AT1G27700| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G30240.1); similar to t-snare [Medicago truncatula] (GB:ABD33270.1); contains InterPro domain t-snare; (InterPro:IPR010989) | chr1:9640381-9641739 REVERSESyntaxin-6_N"	not assigned.unknown	35_2

CUST_41039_PI403524517	2	-0.040863037	-0.15684223	0.06761742	0.18885803	-0.01191473	0.011914253	35_11798	"Cluster: Os11g0645200 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os11g0645200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IRD6	CHR1V7|COORD:1191633..1193698| aldo/keto reductase family protein	AT1G04420.1	CHR11V5|COORD:25113151..25116028|protein aldo-keto reductase, putative, expressed	LOC_Os11g42540.2	no description	not assigned.unknown	35_2

CUST_37816_PI403524517	2	-0.07619572	-0.086289406	0.026849747	-0.026849747	0.04745102	0.14893818	35_10883	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_24435_PI403524517	2	0.2502947	0.7919464	-0.33174706	0.39687157	-0.29406643	-0.25029516	35_7092	"Cluster: 1-deoxy-D-xylulose 5-phosphate synthase 1; n=4; Poaceae|Rep: 1-deoxy-D-xylulose 5-phosphate synthase 1 - Zea mays (Maize)"	UniRef90_Q58I00	CHR4V7|COORD:8884216..8887252| CLA1 (CLOROPLASTOS ALTERADOS 1)	AT4G15560.1	CHR05V5|COORD:19879969..19873989|protein 1-deoxy-D-xylulose-5-phosphate synthase, chloroplast precursor, putative, expressed	LOC_Os05g33840.1	 no descriptionmoderately similar to ( 468)AT4G15560| Symbols: DEF, CLA, DXS, DXPS2, CLA1 | CLA1 (CLOROPLASTOS ALTERADOS 1) | chr4:8884216-8887252 FORWARDhighly similar to ( 512)DXS_ORYSAnot assigned not assigned not assigned PRK05444 Dxs PRK12571 PRK12315 Transket_pyr COG3958 TPP_DXS PRK05899 Herpes_BLLF1 DUF566 TktA 	secondary metabolism.isoprenoids.non-mevalonate pathway.DXS	16_1_1_1

CUST_24501_PI399408534	2	-0.09433365	0.07582855	0.08507538	-0.027650833	-0.08230877	0.02764988	35_6196	Rep: Calcineurin B-like protein 1 - Oryza sativa (japonica cultivar-group)	UniRef90_Q3HRP6	"CHR4V7|COORD:9817155..9819008| CBL1 (CALCINEURIN B-LIKE PROTEIN 1); calcium ion binding"	AT4G17615.1	CHR10V5|COORD:21969201..21978998|protein calcineurin B-like protein 9, putative, expressed	LOC_Os10g41510.1	" no descriptionmoderately similar to ( 320)AT4G17615| Symbols: ATCBL1, SCABP5 | CBL1 (CALCINEURIN B-LIKE PROTEIN 1); calcium ion binding | chr4:9817994-9819008 FORWARDvery weakly similar to (62.4)CCAMK_PEACalcium and calcium/calmodulin-dependent serine/threonine-protein kinase - Pisum sativum (Garden pea)not assigned not assigned not assigned not assigned FRQ1 EFh "	signalling.calcium	30_3

CUST_103469_PI403524517	2	0.23012543	0.60651875	-0.19129038	-0.2909274	-0.016639233	0.01663971	35_29507	0	0	CHR1V7|COORD:18321231..18323774| leucine-rich repeat family protein / extensin family protein	AT1G49490.1	0	0	no description	not assigned.unknown	35_2

CUST_132413_PI403524517	2	0.0338068	0.13927078	0.029070854	-0.047003746	-0.14209461	-0.029071808	35_37185	"Cluster: Putative THO complex 2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative THO complex 2 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5JLC8	"CHR1V7|COORD:8742196..8755229| similar to DEAD box RNA helicase, putative [Arabidopsis thaliana] (TAIR:AT1G20920.1); similar to F5A9.21, related [Medicago"	AT1G24706.1	CHR01V5|COORD:40302766..40287152|protein expressed protein	LOC_Os01g68810.1	" no descriptionvery weakly similar to (54.7)AT1G24706| Symbols:  | similar to DEAD box RNA helicase, putative [Arabidopsis thaliana] (TAIR:AT1G20920.1); similar to F5A9.21, related [Medicago truncatula] (GB:ABE85730.1); similar to putative THO complex 2 [Oryza sativa (japonica cultivar-group)] (GB:BAD87730.1); similar to Eukaryotic DNA topoisomerases I, dispensable insert [Medicago truncatula] (GB:ABE94293.1); contains domain THO2 PROTEIN (PTHR21597); contains domain Prion-like (SSF54098) | chr1:8742196-8755229 FORWARD"	not assigned.unknown	35_2

CUST_68369_PI403524517	2	0.19513702	-0.5000973	-0.28470325	0.037424088	-0.037424088	0.063430786	35_19550	"Cluster: Putative UDP-glucuronic acid/UDP-N-acetylgalactosamine dual transporter; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative UDP-glucuronic"	UniRef90_Q69KL6	CHR4V7|COORD:15315238..15316915| UDP-glucuronic acid/UDP-N-acetylgalactosamine transporter-related	AT4G31600.1	CHR06V5|COORD:4445511..4442022|protein UDP-glucuronic acid/UDP-N-acetylgalactosamine transporter, putative, expressed	LOC_Os06g08860.1	no descriptionmoderately similar to ( 390)AT4G31600| Symbols:  | UDP-glucuronic acid/UDP-N-acetylgalactosamine transporter-related | chr4:15315371-15316915 REVERSEnot assigned not assigned not assigned VRG4 TPT UAA	transport	34

CUST_63621_PI403524517	2	0.0486269	-0.68582344	-0.22445011	0.002957344	0.07141018	-0.002957344	35_18164	"Cluster: Cinnamoyl CoA reductase; n=4; Oryza sativa|Rep: Cinnamoyl CoA reductase - Oryza sativa (Rice)"	UniRef90_Q8VXA7	CHR1V7|COORD:5478849..5481909| CCR1 (CINNAMOYL COA REDUCTASE 1)	AT1G15950.1	CHR02V5|COORD:34736625..34738412|protein dihydroflavonol-4-reductase, putative, expressed	LOC_Os02g56680.1	 no descriptionweakly similar to ( 144)AT1G15950| Symbols: IRX4, ATCCR1, CCR1 | CCR1 (CINNAMOYL COA REDUCTASE 1) | chr1:5478849-5481943 FORWARDvery weakly similar to (51.6)DFRA_MAIZEDihydroflavonol-4-reductase - Zea mays (Maize)not assigned 	misc.alcohol dehydrogenases	26_11

CUST_26321_PI403524517	2	0.4885769	-0.14173508	0.119488716	-0.11948776	-0.12314415	0.34239292	35_7630	"Cluster: Lecithin:cholesterol acyltransferase family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Lecithin:cholesterol"	UniRef90_Q10A29	0	0	CHR10V5|COORD:4114441..4112927|protein 1-O-acylceramide synthase precursor, putative, expressed	LOC_Os10g08026.1	no description	not assigned.unknown	35_2

CUST_63485_PI403524517	2	0.11891842	-0.07519531	-0.05329132	0.048168182	0.10422325	-0.048168182	35_18126	"Cluster: Os05g0301600 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0301600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DJC4	CHR5V7|COORD:21220044..21221945| phosphatase inhibitor/ protein phosphatase inhibitor	AT5G52200.1	CHR05V5|COORD:13458257..13462992|protein protein phosphatase inhibitor 2 containing protein, expressed	LOC_Os05g23610.1	no descriptionweakly similar to ( 128)AT5G52200| Symbols:  | phosphatase inhibitor/ protein phosphatase inhibitor | chr5:21220044-21221945 REVERSE	not assigned.unknown	35_2

CUST_28216_PI399408534	2	0.26373386	-0.59156513	-0.0075731277	-0.029472351	0.21340084	0.0075731277	35_22229	"Cluster: Os10g0551200 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os10g0551200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IVV5	CHR4V7|COORD:57429..59105| scarecrow-like transcription factor 6 (SCL6)	AT4G00150.1	CHR10V5|COORD:21307121..21297773|protein scarecrow-like 6, putative	LOC_Os10g40390.1	no descriptionmoderately similar to ( 253)AT4G00150| Symbols:  | scarecrow-like transcription factor 6 (SCL6) | chr4:57429-59105 REVERSEvery weakly similar to (91.7)GAI1_VITVIDELLA protein GAI1 - Vitis vinifera (Grape)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned GRAS Tymo_45kd_70kd DUF566 PRK12678 PRK07003	RNA.regulation of transcription.GRAS transcription factor family	27_3_21

CUST_60355_PI403524517	2	0.021905899	-0.13547897	-0.020521164	-0.060688972	0.020521164	0.09374142	35_17207	"Cluster: Similar to an Arabidopsis thialiana chromosome BAC genomic sequence; n=2; Oryza sativa|Rep: Similar to an Arabidopsis thialiana chromosome BAC genomic"	UniRef90_Q9LIW7	"CHR1V7|COORD:24153577..24157687| similar to protein transport protein-related [Arabidopsis thaliana] (TAIR:AT4G27595.1); similar to Protein kinase PKN/PRK1,"	AT1G65010.1	CHR05V5|COORD:995638..992012|protein expressed protein	LOC_Os05g02820.1	" no descriptionweakly similar to ( 145)AT5G16730| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G02930.1); similar to Protein kinase PKN/PRK1, effector [Medicago truncatula] (GB:ABE94710.1); contains InterPro domain Protein kinase PKN/PRK1, effector; (InterPro:IPR011072) | chr5:5497893-5500778 FORWARDvery weakly similar to (71.2)MFP1_TOBACMAR-binding filament-like protein 1-1 - Nicotiana tabacum (Common tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Smc SbcC Myosin_tail_1 PRK02224 PRK03918 MAD DUF827 HOOK PRK04778 Caldesmon Filament mukB ERM SCP-1 CALCOCO1 COG3883 PRK01156 PspA COG4717 Tropomyosin tolA COG1340 COG4372 EzrA TolA COG4942 EzrA COG1579 COG2268 MukB TolA Laminin_I PRK11281 COG5283 Tar PRK07735 HEC1 RecN COG1561 Kinesin-related COG4487 Mpp10 DUF869 HCR Borrelia_P83 Nop14 TFIIF_alpha PspA_IM30 PRK11637 MDN1 "	not assigned.no ontology	35_1

CUST_182911_PI403524517	2	-0.18768501	-0.024114609	0.024115086	0.12719488	0.19111586	-0.24280643	35_50840	"Cluster: Tropinone reductase, putative, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Tropinone reductase, putative, expressed - Oryza sativa (jap"	UniRef90_Q10NH7	CHR2V7|COORD:13076390..13077981| tropinone reductase, putative / tropine dehydrogenase, putative	AT2G30670.1	CHR03V5|COORD:8920372..8917401|protein tropinone reductase, putative, expressed	LOC_Os03g16210.1	 no descriptionvery weakly similar to (68.6)AT2G30670| Symbols:  | tropinone reductase, putative / tropine dehydrogenase, putative | chr2:13076390-13077981 REVERSEPRK09242 	misc.nitrilases, *nitrile lyases, berberine bridge enzymes, reticuline oxidases, troponine reductases	26_8

CUST_78297_PI403524517	2	0.13722706	-0.014842987	0.0052785873	-0.007950783	0.02083397	-0.0052776337	35_22446	"Cluster: Hypothetical protein At2g39340; n=3; Arabidopsis thaliana|Rep: Hypothetical protein At2g39340 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_O80947	CHR2V7|COORD:16431121..16436849| SAC3/GANP family protein	AT2G39340.1	CHR05V5|COORD:22650828..22642377|protein SAC3/GANP family protein, expressed	LOC_Os05g38730.3	no descriptionmoderately similar to ( 205)AT2G39340| Symbols:  | SAC3/GANP family protein | chr2:16431121-16436849 FORWARDnot assigned SAC3_GANP	not assigned.no ontology	35_1

CUST_93558_PI403524517	2	0.12052202	-0.02425909	0.02425909	0.054451466	-0.13960886	-0.3197117	35_26749	"Cluster: Monooxygenase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Monooxygenase-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69VD3	CHR5V7|COORD:3617343..3618862| monooxygenase family protein	AT5G11330.1	CHR06V5|COORD:23548716..23551685|protein fscO, putative, expressed	LOC_Os06g39660.1	no description	not assigned.unknown	35_2

CUST_104015_PI403524517	2	0.0043230057	-0.18627071	0.102552414	-0.0043230057	0.07029152	-0.08278847	35_29648	"Cluster: Putative lysine ketoglutarate reductase trans-splicing related 1; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative lysine ketoglutarate"	UniRef90_Q5Z401	"CHR1V7|COORD:3741724..3744459| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G61240.3); similar to putative lysine ketoglutarate reductase"	AT1G11170.1	CHR06V5|COORD:31211405..31216601|protein lysine ketoglutarate reductase trans-splicing related 1, putative, expressed	LOC_Os06g51520.5	no description	not assigned.unknown	35_2

CUST_29690_PI403524517	2	0.081012726	-1.1408405	-0.1651411	0.011996269	0.086551666	-0.011995316	35_8575	"Cluster: Hypothetical protein OSJNBa0055P24.1; n=2; Oryza sativa|Rep: Hypothetical protein OSJNBa0055P24.1 - Oryza sativa (Rice)"	UniRef90_Q9FWH7	"CHR2V7|COORD:13284980..13285639| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G23290.2); similar to Ribulose bisphosphate carboxylase, large"	AT2G31160.1	CHR10V5|COORD:17559722..17558906|protein expressed protein	LOC_Os10g33780.1	" no descriptionweakly similar to ( 104)AT2G31160| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G23290.2); similar to Ribulose bisphosphate carboxylase, large chain [Medicago truncatula] (GB:ABE90860.1); contains InterPro domain Protein of unknown function DUF640; (InterPro:IPR006936) | chr2:13284980-13285639 FORWARDDUF640 "	not assigned.unknown	35_2

CUST_11601_PI399408534	2	0.021025658	0.038193703	-0.078107834	-0.016215324	-0.013044357	0.013044357	35_20677	"Cluster: Os07g0434500 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os07g0434500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D6W2	"CHR2V7|COORD:7104720..7108178| DRD1 (DEFECTIVE IN RNA-DIRECTED DNA METHYLATION 1); ATP binding / DNA binding / helicase/ nucleic acid binding"	AT2G16390.1	CHR08V5|COORD:11512467..11505987|protein retrotransposon protein, putative, Ty1-copia subclass	LOC_Os08g19250.1	" no descriptionvery weakly similar to (68.9)AT2G16390| Symbols: CHR35, DRD1 | DRD1 (DEFECTIVE IN RNA-DIRECTED DNA METHYLATION 1); ATP binding / DNA binding / helicase/ nucleic acid binding | chr2:7104720-7108178 FORWARD"	RNA.regulation of transcription.Chromatin Remodeling Factors	27_3_44

CUST_113623_PI403524517	2	0.4251032	-0.022047043	0.022047997	-0.14465714	-0.33387947	0.16817188	35_32250	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_23459_PI403524517	2	0.3886261	0.09156799	-0.09156799	-0.324008	-0.33634377	0.33618832	35_6818	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QMH5	"CHR5V7|COORD:17649765..17653090| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G14740.2); similar to Protein of unknown function DUF828, plant"	AT5G43870.1	CHR12V5|COORD:25460139..25453893|protein expressed protein	LOC_Os12g41140.2	" no descriptionweakly similar to ( 168)AT5G43870| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G14740.2); similar to Protein of unknown function DUF828, plant [Medicago truncatula] (GB:ABE80297.1); contains InterPro domain Pleckstrin-like, plant; (InterPro:IPR013666); contains InterPro domain Protein of unknown function DUF828, plant; (InterPro:IPR008546) | chr5:17649765-17653090 REVERSEnot assigned PH_2 DUF828 PRK12678 "	not assigned.unknown	35_2

CUST_19178_PI403524517	2	0.30987358	0.44775724	0.014880657	-0.11016846	-0.028037548	-0.014881134	35_5561	"Cluster: Hypothetical protein B1156H12.26; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1156H12.26 - Oryza sativa (japonica cultivar-g"	UniRef90_Q8RYS9	CHR4|COORD:6702766..6704618| F-box family protein, contains Pfam PF00646: F-box domain	AT4G10925.2	CHR01V5|COORD:20922069..20925696|protein F-box domain containing protein, expressed	LOC_Os01g36940.1	no descriptionmoderately similar to ( 219)AT4G10925| Symbols:  | F-box family protein | chr4:6702983-6704279 REVERSETT_ORF1	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_166384_PI403524517	2	0.06017971	0.088469505	-0.0670414	-0.06017971	0.0748024	-0.13139534	35_46352	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_76486_PI403524517	2	0.015705109	0.34926796	-0.018502235	-0.015704155	-0.1402359	0.27639675	35_21929	Rep: Oryzain alpha chain precursor - Oryza sativa (Rice)	UniRef90_P25776	"CHR4V7|COORD:6883590..6885314| RD21 (RESPONSIVE TO DEHYDRATION 21); cysteine-type peptidase"	AT4G11310.1	CHR04V5|COORD:33957672..33953434|protein cysteine protease 1 precursor, putative, expressed	LOC_Os04g57440.2	" no descriptionvery weakly similar to (65.9)AT4G11310| Symbols: RD21A, RD21 | RD21 (RESPONSIVE TO DEHYDRATION 21); cysteine-type peptidase | chr4:6883590-6885314 FORWARDvery weakly similar to (93.2)ORYA_ORYSAnot assigned Inhibitor_I29 "	protein.degradation.cysteine protease	29_5_3

CUST_73842_PI403524517	2	-0.13410187	-0.91533375	-0.08575916	0.12754154	0.363739	0.08576012	35_21177	Rep: H0402C08.10 protein - Oryza sativa (Rice)	UniRef90_Q259K3	CHR2V7|COORD:6406761..6407837| AGP9 (ARABINOGALACTAN PROTEIN 9)	AT2G14890.1	CHR04V5|COORD:34393526..34394546|protein expressed protein	LOC_Os04g58120.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 Atrophin-1 PRK12678 PRK07764 PRK07003 Extensin_2 DUF1421 HpaP	not assigned.unknown	35_2

CUST_149556_PI403524517	2	0.0709424	0.5969014	0.032591343	-0.1363883	-0.032591343	-0.2783308	35_41839	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_27112_PI403524517	2	0.034018517	0.6048708	0.21366215	-0.05821514	-0.03401804	-0.5390501	35_7850	"Cluster: Hypothetical protein P0461A06.6; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0461A06.6 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6ZCR7	"CHR2V7|COORD:6795401..6796870| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G62200.1); similar to EDA32 (embryo sac development arrest 32)"	AT2G15560.1	CHR08V5|COORD:7962203..7957286|protein expressed protein	LOC_Os08g13390.2	"no descriptionmoderately similar to ( 244)AT2G15560| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G62200.1); similar to EDA32 (embryo sac development arrest 32) [Arabidopsis thaliana] (TAIR:AT3G62210.1); similar to Os07g0637200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001060400.1); similar to Protein of unknown function DUF537 [Medicago truncatula] (GB:ABE81607.1); similar to Os08g0230500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001061299.1); contains InterPro domain Protein of unknown function DUF537; (InterPro:IPR007491) | chr2:6795401-6796870 REVERSEDUF537"	not assigned.unknown	35_2

CUST_21398_PI399408534	2	0.012845993	0.33548832	0.1370883	-0.07042122	-0.012845993	-0.37100077	35_25129	Rep: Transcription factor HBP-1a - Triticum aestivum (Wheat)	UniRef90_P23922	CHR2V7|COORD:14930359..14933104| bZIP transcription factor family protein	AT2G35530.1	CHR02V5|COORD:1457228..1461449|protein transcription factor HBP-1a, putative, expressed	LOC_Os02g03580.2	no descriptionweakly similar to ( 112)HBP1A_WHEATTranscription factor HBP-1a - Triticum aestivum (Wheat)MFMR	RNA.regulation of transcription.bZIP transcription factor family	27_3_35

CUST_119256_PI403524517	2	0.089318275	0.089076996	-0.010601044	-0.118535995	-0.08064842	0.010601044	35_33749	0	0	CHR3V7|COORD:1014419..1018251| protein kinase family protein	AT3G03940.1	0	0	no description	not assigned.unknown	35_2

CUST_64018_PI403524517	2	0.0030584335	0.48115635	0.037900925	-0.22175121	-0.0030574799	-0.05085945	35_18283	"Cluster: Hypothetical protein OJ1004_H01.27; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1004_H01.27 - Oryza sativa (japonica cultiv"	UniRef90_Q6ZI30	CHR1V7|COORD:13702129..13702558| similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD15488.1)	AT1G36380.1	CHR02V5|COORD:20829552..20826945|protein expressed protein	LOC_Os02g34730.1	no descriptionvery weakly similar to (62.0)AT1G36380| Symbols:  | similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD15488.1) | chr1:13702129-13702558 FORWARD	not assigned.no ontology	35_1

CUST_14401_PI399408534	2	0.057453156	0.40020943	-0.04203224	-0.1102047	-0.1376152	0.04203415	35_16086	Rep: H0820C10.3 protein - Oryza sativa (Rice)	UniRef90_Q01MP5	CHR2V7|COORD:11543873..11548581| AGO4 (ARGONAUTE 4)	AT2G27040.1	CHR04V5|COORD:3550059..3542362|protein argonaute-like protein, putative, expressed	LOC_Os04g06770.2	no descriptionweakly similar to ( 150)AT2G27040| Symbols: AGO4 | AGO4 (ARGONAUTE 4) | chr2:11543873-11548581 REVERSEnot assigned not assigned Piwi_ago-like Piwi Piwi_piwi-like_Euk Piwi-like	RNA.regulation of transcription.Argonaute	27_3_36

CUST_13672_PI403524517	2	-0.1695776	0.046239853	0.06005287	-0.046240807	0.077495575	-0.064971924	35_3924	"Cluster: Putative heme A:farnesyltransferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative heme A:farnesyltransferase - Oryza sativa (japonica"	UniRef90_Q5QLH9	"CHR2V7|COORD:18386736..18388807| COX10 (CYTOCHROME C OXIDASE 10); prenyltransferase"	AT2G44520.1	CHR01V5|COORD:19295852..19288165|protein protoheme IX farnesyltransferase, mitochondrial precursor, putative, expressed	LOC_Os01g34390.1	"no descriptionmoderately similar to ( 424)AT2G44520| Symbols: COX10 | COX10 (CYTOCHROME C OXIDASE 10); prenyltransferase | chr2:18386736-18388807 FORWARDnot assigned not assigned not assigned CyoE PRK04375 UbiA ubiA UbiA ubiA ubiA ubiA ubiA ubiA ubiA ubiA ubiA PRK09573"	tetrapyrrole synthesis.unspecified	19_99

CUST_161482_PI403524517	2	-0.54107094	0.89616394	0.23741531	0.0027947426	-0.09111261	-0.0027942657	35_45049	Rep: LigA - Burkholderia ambifaria MC40-6	UniRef90_A0TCH5	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	CHR03V5|COORD:9014390..9007824|protein serine/arginine repetitive matrix protein 1, putative, expressed	LOC_Os03g16369.2	no descriptionnot assigned	not assigned.unknown	35_2

CUST_139517_PI403524517	2	-9.83715E-4	0.18142605	0.038179398	9.832382E-4	-0.1398058	-0.036211967	35_39129	"Cluster: Senescence-associated protein-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: Senescence-associated protein-like - Oryza sativa (japonica cultiv"	UniRef90_Q8LR09	CHR3V7|COORD:10409480..10410870| nodulin MtN3 family protein	AT3G28007.1	CHR01V5|COORD:24204472..24207094|protein seven-transmembrane-domain protein 1, putative	LOC_Os01g42110.1	no descriptionweakly similar to ( 108)AT3G28007| Symbols:  | nodulin MtN3 family protein | chr3:10409480-10410870 REVERSEnot assigned not assigned MtN3_slv	development.unspecified	33_99

CUST_38412_PI403524517	2	0.11080408	0.20163202	-0.0034585	0.0034585	-0.01453352	-0.18440723	35_11054	"Cluster: Os09g0394500 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0394500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J1Y6	CHR1V7|COORD:1438323..1441384| hexose transporter, putative	AT1G05030.1	CHR09V5|COORD:16962592..16964809|protein D-xylose-proton symporter, putative, expressed	LOC_Os09g27900.1	 no descriptionvery weakly similar to (65.9)AT1G05030| Symbols:  | hexose transporter, putative | chr1:1438323-1441384 REVERSE	transporter.sugars	34_2

CUST_150264_PI403524517	2	0.25234222	0.5931082	-0.039046288	-0.13883638	-0.362391	0.039046288	35_42036	Rep: H0207B04.9 protein - Oryza sativa (Rice)	UniRef90_Q01MV7	CHR1V7|COORD:6933153..6934634| cytomatrix protein-related	AT1G19980.1	CHR04V5|COORD:1006786..1002457|protein expressed protein	LOC_Os04g02680.1	no description	not assigned.unknown	35_2

CUST_8129_PI399408534	2	0.38888645	0.2511363	0.3179264	-0.3022089	-0.25656605	-0.2511363	35_11444	"Cluster: Guanine nucleotide-binding protein alpha-1 subunit; n=30; Pezizomycotina|Rep: Guanine nucleotide-binding protein alpha-1 subunit - Neurospora crassa"	UniRef90_Q05425	0	0	0	0	no descriptionnot assigned not assigned G_alpha G-alpha G-alpha	signalling.G-proteins	30_5

CUST_1342_PI399408534	2	-0.047120094	0.3695078	-2.1839142E-4	-0.0731554	2.1839142E-4	0.09079838	35_16536	Rep: Transcription factor HBP-1b - Triticum aestivum (Wheat)	UniRef90_P23923	"CHR5V7|COORD:2152324..2154175| AHBP-1B (bZIP transcription factor HBP-1b homolog); DNA binding / transcription factor"	AT5G06950.3	CHR01V5|COORD:9925657..9932759|protein transcription factor HBP-1b, putative, expressed	LOC_Os01g17260.1	 no descriptionmoderately similar to ( 394)AT5G06950| Symbols: TGA2, AHBP-1B | AHBP-1B (bZIP transcription factor HBP-1b homolog) | chr5:2152324-2154175 FORWARDhighly similar to ( 516)HBP1B_WHEATTranscription factor HBP-1b(c38) - Triticum aestivum (Wheat)BRLZ 	RNA.regulation of transcription.bZIP transcription factor family	27_3_35

CUST_158670_PI403524517	2	0.08127022	0.18006897	-0.012842178	-0.2983446	0.012841225	-0.2506771	35_44292	"Cluster: Putative ABA-responsive element-binding protein 3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ABA-responsive element-binding protein 3 -"	UniRef90_Q6AVM5	CHR1V7|COORD:17167860..17169855| ABF2 (ABSCISIC ACID RESPONSIVE ELEMENTS-BINDING FACTOR 2)	AT1G45249.1	CHR05V5|COORD:23979465..23982836|protein bZIP transcription factor, putative, expressed	LOC_Os05g41070.1	no description	not assigned.unknown	35_2

CUST_55304_PI403524517	2	0.18579674	-0.26070976	0.037136078	-0.09953022	0.064356804	-0.037135124	35_15745	"Cluster: Eukaryotic initiation factor iso-4F subunit p82-34 (eIF-(iso)4F p82- 34); n=2; Triticum aestivum|Rep: Eukaryotic initiation factor iso-4F subunit p82-3"	UniRef90_Q03387	CHR5V7|COORD:23456981..23460659| eukaryotic translation initiation factor 4F, putative / eIF-4F, putative	AT5G57870.2	CHR04V5|COORD:24733168..24726996|protein eukaryotic initiation factor iso-4F subunit p82-34, putative, expressed	LOC_Os04g42140.1	 no descriptionmoderately similar to ( 320)AT5G57870| Symbols:  | eukaryotic translation initiation factor 4F, putative / eIF-4F, putative | chr5:23456981-23460659 FORWARDmoderately similar to ( 476)IF41_WHEATEukaryotic initiation factor iso-4F subunit p82-34 - Triticum aestivum (Wheat)not assigned MIF4G MIF4G 	protein.synthesis.initiation	29_2_3

CUST_171440_PI403524517	2	0.7308426	0.45199966	-0.094069004	-0.058138847	0.0098900795	-0.009889603	35_47773	Rep: H0818E04.12 protein - Oryza sativa (Rice)	UniRef90_Q01JH1	"CHR4V7|COORD:17452144..17454623| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G12680.1); similar to Os04g0449500 [Oryza sativa (japonica"	AT4G37030.1	CHR04V5|COORD:22182727..22177458|protein steroid nuclear receptor, ligand-binding, putative, expressed	LOC_Os04g37670.1	" no descriptionweakly similar to ( 191)AT4G37030| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G12680.1); similar to Os04g0449500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001052932.1); similar to Steroid nuclear receptor, ligand-binding [Medicago truncatula] (GB:ABE92684.1) | chr4:17452144-17454623 FORWARD"	not assigned.unknown	35_2

CUST_9598_PI399408534	2	0.08905411	0.07433319	-0.052921295	-0.09449005	-0.01788807	0.01788807	35_16228	"Cluster: Os09g0494300 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0494300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J0K9	"CHR5|COORD:13540710..13542990| methyl-CpG-binding domain-containing protein, similar to methyl-CpG binding protein MBD4 (Mus musculus) GI:3800807; contains Pfam"	AT5G35330.2	CHR09V5|COORD:19155470..19150058|protein methyl-binding domain protein MBD111, putative, expressed	LOC_Os09g32090.1	" no descriptionmoderately similar to ( 251)AT5G35330| Symbols: MBD2, MBD02 | MBD02 (methyl-CpG-binding domain 2); DNA binding | chr5:13540955-13542500 REVERSEnot assigned MeCP2_MBD MBD zf-CW MBD "	RNA.regulation of transcription.Methyl binding domain proteins	27_3_59

CUST_10245_PI399408534	2	-1.7910862	-1.0575233	1.3378334	0.3960433	1.0775108	-0.3960433	35_17955	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10S64	CHR5V7|COORD:16928928..16929260| transcription activator-related	AT5G42290.1	CHR03V5|COORD:1849914..1850614|protein expressed protein	LOC_Os03g04080.1	no descriptionvery weakly similar to (58.2)AT5G42290| Symbols:  | transcription activator-related | chr5:16928928-16929260 FORWARDnot assigned PRK07764	RNA.regulation of transcription.unclassified	27_3_99

CUST_13177_PI403524517	2	0.008524895	0.09449005	0.11108017	-0.092310905	-0.08083916	-0.008524895	35_3771	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_91486_PI403524517	2	-0.5624962	-0.46423817	0.9006233	0.13783932	0.26311302	-0.13784027	35_26159	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_32861_PI403524517	2	0.04305935	-0.3299694	-0.059761047	0.1248188	-0.043060303	0.16357899	35_9471	"Cluster: Dihydrodipicolinate reductase family protein, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Dihydrodipicolinate reductase"	UniRef90_Q10P67	CHR3V7|COORD:22135474..22137468| dihydrodipicolinate reductase family protein	AT3G59890.1	CHR03V5|COORD:7650654..7655907|protein dihydrodipicolinate reductase, putative, expressed	LOC_Os03g14120.4	no descriptionweakly similar to ( 140)AT3G59890| Symbols:  | dihydrodipicolinate reductase family protein | chr3:22135474-22137468 REVERSEDapB_C	amino acid metabolism.synthesis.aspartate family.lysine.dihydrodipicolinate reductase	13_1_3_5_2

CUST_109_PI404877155	2	0.17601395	0.43366528	0.058218002	-0.16433907	-0.16475487	-0.05821705	baal21h16_at	OsCDPK7 [Oryza sativa (japonica cultivar-group)] emb|CAE03753.2| OSJNBa0013K16.2 [Oryza sativa (japonica cultivar-group)]	BAB16888.1	calcium-dependent protein kinase isoform 6 (CPK6)	At2g17290.1	protein Protein kinase domain, putative	Os02g46090	calmodulin-domain protein kinase CDPK/OsCDPK7	signalling.calcium	30_3

CUST_134142_PI403524517	2	0.28466606	0.13801813	-0.080685616	0.08068514	-0.09603119	-0.18623829	35_37644	0	0		0	CHR09V5|COORD:22516720..22513025|protein expressed protein	LOC_Os09g39200.1	no description	not assigned.unknown	35_2

CUST_104758_PI403524517	2	0.048254967	-0.056854248	-0.05049038	0.17258072	0.103152275	-0.04825592	35_29848	0	0	CHR1V7|COORD:11399903..11405702| actin binding	AT1G31810.1	CHR04V5|COORD:33728235..33730701|protein expressed protein	LOC_Os04g56939.1	no description	not assigned.unknown	35_2

CUST_178652_PI403524517	2	0.01108551	0.45519495	-0.022017479	-0.011085987	-0.21442223	0.048573017	35_49688	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_167888_PI403524517	2	-0.64884615	0.632638	0.43621254	0.1350441	-0.14224863	-0.13504457	35_46761	"Cluster: Os05g0414200 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os05g0414200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DI60	CHR3V7|COORD:4851997..4856271| disease resistance protein (NBS-LRR class), putative	AT3G14460.1	CHR05V5|COORD:20175507..20179320|protein disease resistance protein, putative, expressed	LOC_Os05g34220.2	 no descriptionvery weakly similar to (63.2)AT3G14460| Symbols:  | disease resistance protein (NBS-LRR class), putative | chr3:4851997-4856271 REVERSEnot assigned 	stress.biotic	20_1

CUST_40697_PI403524517	2	0.4111681	-0.4670372	-0.026995182	0.026994705	0.32934237	-0.2092371	35_11704	"Cluster: Hypothetical protein P0017D10.8; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0017D10.8 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6AUB3	0	0	CHR05V5|COORD:20113574..20115444|protein mTERF family protein, expressed	LOC_Os05g34160.1	no description	not assigned.unknown	35_2

CUST_127146_PI403524517	2	-0.083657265	0.060274124	-0.006883621	0.0068826675	-0.03607273	0.06011963	35_35769	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_172237_PI403524517	2	-0.08900881	-0.25279856	-0.22152042	0.1196866	0.36038923	0.08900881	35_47977	"Cluster: TP-binding region, ATPase-like domain-containing protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: TP-binding region, ATPase-like"	UniRef90_Q5JKF4		0	CHR01V5|COORD:20828613..20816003|protein MORC family CW-type zinc finger 3, putative, expressed	LOC_Os01g36840.1	no description	not assigned.unknown	35_2

CUST_124105_PI403524517	2	0.023189545	-0.08547354	0.8697343	0.5215249	-0.36785984	-0.023189545	35_34987	Rep: Hypothetical protein - Aedes aegypti (Yellowfever mosquito)	UniRef90_Q170H7	"CHR3V7|COORD:5152289..5153536| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G32621.1); similar to hypothetical protein 24.t00017 [Brassica"	AT3G15310.1	CHR10V5|COORD:21895003..21897950|protein transposon protein, putative, Pong sub-class	LOC_Os10g41350.1	"no descriptionvery weakly similar to (62.0)AT3G15310| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G32621.1); similar to hypothetical protein 24.t00017 [Brassica oleracea] (GB:ABD64939.1); contains InterPro domain Protein of unknown function DUF635; (InterPro:IPR006912); contains InterPro domain Bacterial adhesion; (InterPro:IPR008966) | chr3:5152289-5153536 REVERSE"	not assigned.unknown	35_2

CUST_78488_PI403524517	2	0.14449263	0.3488698	0.26315498	-0.14449263	-0.43245745	-0.27387667	35_22501	"Cluster: Cyclopropane fatty acid synthase; n=1; Gossypium hirsutum|Rep: Cyclopropane fatty acid synthase - Gossypium hirsutum (Upland cotton)"	UniRef90_Q3L7F1	CHR3V7|COORD:8437479..8442604| cyclopropane fatty acid synthase, putative / CPA-FA synthase, putative	AT3G23530.1	CHR12V5|COORD:9529283..9538466|protein cyclopropane fatty acid synthase, putative, expressed	LOC_Os12g16650.1	 no descriptionweakly similar to ( 153)AT3G23530| Symbols:  | cyclopropane fatty acid synthase, putative / CPA-FA synthase, putative | chr3:8437479-8442604 FORWARDnot assigned COG2907 PRK11883 HemY COG3349 	lipid metabolism.Phospholipid synthesis.cyclopropane-fatty-acyl-phospholipid synthase	11_3_7

CUST_107991_PI403524517	2	-0.0017337799	0.2599287	0.0017337799	-0.07915592	0.019589424	-0.02766037	35_30726	"Cluster: IQ calmodulin-binding motif family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: IQ calmodulin-binding motif family protein, exp"	UniRef90_Q2QM35		0	CHR12V5|COORD:26341045..26335618|protein calmodulin binding protein, putative, expressed	LOC_Os12g42430.2	no description	not assigned.unknown	35_2

CUST_96454_PI403524517	2	0.04454279	0.14434052	0.045108795	-0.09829378	-0.04454279	-0.11457634	35_27549	"Cluster: Os10g0391300 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os10g0391300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IXY4	0	0	CHR10V5|COORD:12691819..12687132|protein SAP domain containing protein, expressed	LOC_Os10g25220.1	no description	not assigned.unknown	35_2

CUST_83264_PI403524517	2	0.091939926	-0.18854046	0.01804161	-0.045363426	-0.018042564	0.07860756	35_23874	"Cluster: Putative vesicle trafficking protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative vesicle trafficking protein - Oryza sativa (japonica"	UniRef90_Q852J3	"CHR1V7|COORD:4011508..4012834| SEC22 (secretion 22); transporter"	AT1G11890.1	CHR03V5|COORD:32854092..32850137|protein 25.3 kDa vesicle transport protein, putative, expressed	LOC_Os03g57760.2	" no descriptionmoderately similar to ( 388)AT1G11890| Symbols: ATSEC22, SEC22 | SEC22 (secretion 22); transporter | chr1:4011508-4012834 FORWARDnot assigned not assigned not assigned SNC1 Synaptobrevin "	cell. vesicle transport	31_4

CUST_43175_PI403524517	2	-0.12521076	0.1650896	-0.015485764	0.015485764	-0.2480545	0.028331757	35_12398	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10PS9	CHR3V7|COORD:6101874..6104509| DNAJ heat shock family protein	AT3G17830.1	CHR03V5|COORD:6400849..6406035|protein chaperone protein dnaJ, putative, expressed	LOC_Os03g12236.3	no descriptionvery weakly similar to (70.1)AT3G17830| Symbols:  | DNAJ heat shock family protein | chr3:6101874-6104509 FORWARD	stress.abiotic.heat	20_2_1

CUST_148427_PI403524517	2	0.0926733	-0.22621536	-0.0926733	0.34025383	-0.16610813	1.3103485	35_41524	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_24849_PI399408534	2	0.335207	-0.038666725	0.15035152	0.038666725	-0.32334232	-0.07939768	35_28956	"Cluster: Hypothetical protein OSJNBb0014K18.5; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0014K18.5 - Oryza sativa (japonica cu"	UniRef90_Q6I576	"CHR5V7|COORD:6276118..6280229| SPL7 (SQUAMOSA PROMOTER BINDING PROTEIN-LIKE 7); DNA binding / transcription factor"	AT5G18830.1	CHR05V5|COORD:19840016..19849298|protein SPL7, putative, expressed	LOC_Os05g33810.1	"no descriptionvery weakly similar to (50.1)AT5G18830| Symbols: SPL7 | SPL7 (SQUAMOSA PROMOTER BINDING PROTEIN-LIKE 7); DNA binding / transcription factor | chr5:6276118-6280229 FORWARD"	development.unspecified	33_99

CUST_32908_PI403524517	2	0.028097153	-0.445549	0.62853384	0.6054673	-0.02809763	-0.36492634	35_9483	"Cluster: Cellulose synthase-like protein CslG; n=1; Nicotiana tabacum|Rep: Cellulose synthase-like protein CslG - Nicotiana tabacum (Common tobacco)"	UniRef90_Q3Y6V1	"CHR4V7|COORD:12456501..12460508| ATCSLG3 (Cellulose synthase-like G3); transferase/ transferase, transferring glycosyl groups"	AT4G23990.1	CHR10V5|COORD:16932562..16937223|protein CESA7 - cellulose synthase, expressed	LOC_Os10g32980.1	" no descriptionweakly similar to ( 145)AT5G44030| Symbols: CESA4, IRX5, NWS2 | CESA4 (CELLULASE SYNTHASE 4); transferase, transferring glycosyl groups | chr5:17731940-17736791 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned Cellulose_synt APC_basic PRK07003 "	cell wall.cellulose synthesis.cellulose synthase	10_2_1

CUST_58095_PI403524517	2	0.24086618	0.53362465	-0.057492256	0.043890476	-0.046907425	-0.043890476	35_16567	"Cluster: Hypothetical protein P0461D06.6; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0461D06.6 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6H4M5	CHR3|COORD:9799223..9802280| expressed protein	AT3G26670.3	CHR02V5|COORD:18825876..18821156|protein expressed protein	LOC_Os02g31874.2	"no descriptionweakly similar to ( 122)AT3G26670| Symbols:  | similar to permease-related [Arabidopsis thaliana] (TAIR:AT3G23870.1); similar to hypothetical protein ECU03_0170 [Encephalitozoon cuniculi GB-M1] (GB:NP_597528.1); similar to Os02g0518100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001046964.1); contains InterPro domain Protein of unknown function DUF803; (InterPro:IPR008521) | chr3:9799473-9801799 REVERSEnot assigned"	not assigned.unknown	35_2

CUST_82653_PI403524517	2	-0.405097	0.036779404	0.20878315	0.19657421	-0.036778927	-0.07583046	35_23707	"Cluster: PREDICTED: similar to zinc finger protein FOG-2, partial; n=1; Bos taurus|Rep: PREDICTED: similar to zinc finger protein FOG-2, partial - Bos taurus"	UniRef90_UPI0000EBD610	0	0	0	0	no description	not assigned.unknown	35_2

CUST_32401_PI403524517	2	0.0740633	0.30475903	0.0059919357	-0.082616806	-0.08371353	-0.0059919357	35_9344	Rep: PREDICTED: hypothetical protein - Gallus gallus	UniRef90_UPI0000E81094	0	0	0	0	no description	not assigned.unknown	35_2

CUST_73433_PI403524517	2	0.06993294	-0.1536293	0.016947746	-0.02156353	-0.016946793	0.045375824	35_21058	"Cluster: Hypothetical protein P0669G09.12; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0669G09.12 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6H6D4	CHR3V7|COORD:7871496..7873400| OTU-like cysteine protease family protein	AT3G22260.1	CHR02V5|COORD:3709901..3705918|protein cysteine-type peptidase, putative, expressed	LOC_Os02g07210.4	no descriptionmoderately similar to ( 296)AT3G22260| Symbols:  | OTU-like cysteine protease family protein | chr3:7871496-7873400 FORWARDnot assigned OTU	protein.degradation.cysteine protease	29_5_3

CUST_76_PI399408534	2	0.017679214	0.47171402	0.044706345	-0.26096916	-0.30132103	-0.017679214	35_11753	"Cluster: Hypothetical protein OJ1003_C09.32; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1003_C09.32 - Oryza sativa (japonica cultiv"	UniRef90_Q652N7	CHR4V7|COORD:13063810..13066869| zinc finger (C2H2 type) family protein	AT4G25610.1	CHR09V5|COORD:22758450..22762056|protein zinc finger, C2H2 type family protein, expressed	LOC_Os09g39660.2	no descriptionvery weakly similar to (88.6)AT4G25610| Symbols:  | zinc finger (C2H2 type) family protein | chr4:13063810-13066869 FORWARD	RNA.regulation of transcription.C2H2 zinc finger family	27_3_11

CUST_37630_PI403524517	2	0.09770584	-0.09686613	0.15249062	0.09686613	-0.43379784	-0.15989304	35_10837	Rep: UPI0000EB337B UniRef100 entry - Canis familiaris	UniRef90_UPI0000EB337B	"CHR1V7|COORD:5675918..5678679| SR45 (arginine/serine-rich 45); RNA binding"	AT1G16610.2	CHR04V5|COORD:20520644..20522442|protein extensin precursor, putative, expressed	LOC_Os04g34170.2	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 DUF1777 PRK07003 Transformer TT_ORF1 PRK07764	not assigned.unknown	35_2

CUST_72116_PI403524517	2	0.05688572	0.38852024	-0.05688572	-0.1390562	-0.118071556	0.118517876	35_20670	"Cluster: Hypothetical protein OSJNBa0007M04.44; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0007M04.44 - Oryza sativa"	UniRef90_Q6Z549	CHR1V7|COORD:8439310..8440792| NHL repeat-containing protein	AT1G23890.1	CHR08V5|COORD:19693933..19696833|protein expressed protein	LOC_Os08g31970.2	no descriptionweakly similar to ( 184)AT1G23890| Symbols:  | NHL repeat-containing protein | chr1:8439310-8440792 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TT_ORF1 PRK07764 Atrophin-1 Protamine_P1 PRK07003 PRK12323 Herpes_BLLF1 Tymo_45kd_70kd PRK05648 AF-4 HPC2 KAR9 PRK12495 DUF605 DUF566 APC_basic Totivirus_coat	not assigned.no ontology	35_1

CUST_149474_PI403524517	2	0.1865654	-0.3809309	-0.23568821	0.068146706	0.13005924	-0.068146706	35_41813	"Cluster: Origin recognition complex subunit 5, putative, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Origin recognition complex subunit 5, putat"	UniRef90_Q10CI8	CHR1V7|COORD:16816094..16817173| DNA binding / ligand-dependent nuclear receptor	AT1G44191.1	CHR03V5|COORD:31349833..31352295|protein origin recognition complex subunit 5, putative, expressed	LOC_Os03g55200.1	no descriptionnot assigned not assigned not assigned PRK07003 PRK07764 PRK12323	not assigned.unknown	35_2

CUST_23886_PI403524517	2	0.48214865	0.17792702	0.054079056	-0.06530428	-0.054079533	-0.4768238	35_6941	"Cluster: Meltrins, fertilins and related Zn-dependent metalloproteinases of the ADAMs family; n=1; Ostreococcus tauri|Rep: Meltrins, fertilins and related"	UniRef90_Q01AC1	CHR2V7|COORD:6406761..6407837| AGP9 (ARABINOGALACTAN PROTEIN 9)	AT2G14890.1	0	0	no description	not assigned.unknown	35_2

CUST_18289_PI404877155	2	0.4777193	-0.37445927	-0.30394554	-0.005340576	0.005340576	0.1988678	HVSMEg0001J13r2_at	P0710E05.9 [Oryza sativa (japonica cultivar-group)] dbj|BAA99424.1| putative auxin-induced protein IAA18 [Oryza sativa (japonica cultivar-gr	NP_914544.1	auxin-responsive protein / indoleacetic acid-induced protein 18 (IAA18)	At1g51950.1	protein AUX/IAA family	Os05g09480	auxin-responsive protein / indoleacetic acid-induced protein 18 (IAA18), identical to SP:O24408:AXII_ARATH Auxin-responsive protein IAA18 (Indoleacetic acid-induced protein 18) {Arabidopsis thaliana}	hormone metabolism.auxin.induced-regulated-responsive-activated	17_2_3

CUST_1823_PI404877155	2	0.022823334	0.5885916	0.602221	-0.21615267	-0.02282381	-0.09010649	Contig12042_at	cytochrome P450-like protein [Oryza sativa (japonica cultivar-group)] dbj|BAB56089.1| putative cytochrome P450 90C1 [Oryza sativa (japonica	NP_913139.1	cytochrome P450, putative	At3g13730.1	protein Cytochrome P450	Os01g10040	NONE	hormone metabolism.brassinosteroid.synthesis-degradation.BRs.other	17_03_01_01_99

CUST_58348_PI403524517	2	-0.15865898	0.19694996	-0.3432598	0.34974003	0.061553	-0.061553	35_16642	"Cluster: P0482D04.17 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: P0482D04.17 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8S1X7	"CHR1V7|COORD:9529252..9531200| GUT2; catalytic"	AT1G27440.1	CHR01V5|COORD:40962961..40959939|protein secondary cell wall-related glycosyltransferase family 47, putative, expressed	LOC_Os01g70200.1	"no descriptionhighly similar to ( 729)AT5G61840| Symbols: GUT1 | GUT1; catalytic | chr5:24856591-24858929 REVERSEnot assigned not assigned Exostosin"	misc.UDP glucosyl and glucoronyl transferases	26_2

CUST_60256_PI403524517	2	-0.05448723	0.011675835	0.0040836334	-0.09818268	0.06168747	-0.004084587	35_17176	"Cluster: Putative Ubiquitin ligase SINAT5; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Ubiquitin ligase SINAT5 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6KAC3	CHR3V7|COORD:22882949..22884518| seven in absentia (SINA) family protein	AT3G61790.1	CHR02V5|COORD:11161165..11156869|protein ubiquitin ligase SINAT4, putative, expressed	LOC_Os02g19140.1	no descriptionhighly similar to ( 541)AT3G61790| Symbols:  | seven in absentia (SINA) family protein | chr3:22882949-22884518 REVERSEweakly similar to ( 151)SINAL_DROMEProbable E3 ubiquitin-protein ligase sina-like CG13030 - Drosophila melanogaster (Fruit fly)not assigned Sina Sina PRK12323	development.unspecified	33_99

CUST_70354_PI403524517	2	0.63618326	-0.6018486	-0.33523846	0.45147848	0.33523893	-0.38709736	35_20149	Rep: H0211F06-OSIGBa0153M17.4 protein - Oryza sativa (Rice)	UniRef90_Q01HL4	CHR5V7|COORD:26447471..26448004| metal ion binding	AT5G66110.1	CHR04V5|COORD:9344407..9343202|protein farnesylated protein 1, putative, expressed	LOC_Os04g17100.1	no descriptionweakly similar to ( 150)AT5G66110| Symbols:  | metal ion binding | chr5:26447471-26448004 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned TT_ORF1 PRK12678 HMA	metal handling.binding, chelation and storage	15_2

CUST_9501_PI403524517	2	0.082668304	-0.4082718	0.005241394	-0.042438507	-0.0052433014	0.024951935	35_2675	"Cluster: Hypothetical protein OSJNBa0059E14.9; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0059E14.9 - Oryza sativa (japonica cu"	UniRef90_Q84M59	CHR3|COORD:2564159..2566008| expressed protein, contains Pfam profile PF04862: Protein of unknown function, DUF642	AT3G08030.2	CHR03V5|COORD:33704394..33706736|protein expressed protein	LOC_Os03g59300.2	"no descriptionmoderately similar to ( 231)AT3G08030| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G41800.1); similar to Os03g0807700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001051644.1); similar to unknown [Ricinus communis] (GB:CAB02653.1); contains InterPro domain Galactose-binding like; (InterPro:IPR008979); contains InterPro domain Protein of unknown function DUF642; (InterPro:IPR006946) | chr3:2564523-2565825 FORWARDnot assigned not assigned DUF642"	not assigned.unknown	35_2

CUST_111739_PI403524517	2	-0.12961864	0.2694311	-0.035780907	0.18847752	0.035780907	-0.106113434	35_31724	"Cluster: Hypothetical protein precursor; n=1; Kineococcus radiotolerans SRS30216|Rep: Hypothetical protein precursor - Kineococcus radiotolerans SRS30216"	UniRef90_Q411K9	CHR1V7|COORD:16816094..16817173| DNA binding / ligand-dependent nuclear receptor	AT1G44191.1	CHR03V5|COORD:33172040..33176535|protein BHLH transcription factor, putative, expressed	LOC_Os03g58330.1	no descriptionnot assigned not assigned not assigned not assigned PRK12323 PRK07764 PRK07003 TT_ORF1 PRK12678 Protamine_P1 Herpes_UL32 HPC2 DUF1509	not assigned.unknown	35_2

CUST_72597_PI403524517	2	0.1263218	-0.15635109	-0.09976673	0.09004116	0.012825966	-0.012825966	35_20807	"Cluster: Hypothetical protein OSJNBa0083F15.6; n=3; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0083F15.6 - Oryza sativa (japonica cu"	UniRef90_Q75I76	CHR3V7|COORD:9760170..9761586| binding	AT3G26580.1	CHR03V5|COORD:17894520..17897548|protein ATP-dependent protease Clp, ATPase subunit, putative, expressed	LOC_Os03g31490.1	no descriptionmoderately similar to ( 223)AT3G26580| Symbols:  | binding | chr3:9760170-9761586 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07764 PRK12678 PRK12323 PRK07003 DUF1509 APC_basic	not assigned.unknown	35_2

CUST_7818_PI399408534	2	-0.9015026	0.9127388	-0.10092878	0.10092878	0.20469904	-0.6583967	35_21250	"Cluster: Os09g0471500 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0471500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J109	"CHR1V7|COORD:7434292..7436691| WAK3 (WALL ASSOCIATED KINASE 3); kinase/ protein serine/threonine kinase"	AT1G21240.1	CHR09V5|COORD:17970303..17967401|protein OsWAK82 - OsWAK receptor-like cytoplasmic kinase (OsWAK-RLCK), expressed	LOC_Os09g29540.1	"no descriptionmoderately similar to ( 213)AT1G21240| Symbols: WAK3 | WAK3 (WALL ASSOCIATED KINASE 3); kinase/ protein serine/threonine kinase | chr1:7434292-7436691 FORWARDweakly similar to ( 152)CRI4_MAIZEPutative receptor protein kinase CRINKLY4 precursor - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase Pkinase_Tyr PTKc TyrKc SPS1 PTKc_Jak_rpt2 PTKc_Tyk2_rpt2 PTKc_Jak2_Jak3_rpt2 PTKc_Ack_like PTKc_Csk_like PTKc_Frk_like PTKc_Chk PTKc_EGFR_like PTKc_Src_like PTKc_Syk_like PTKc_Fes_like PTKc_Lck_Blk PTKc_Itk PTKc_Abl PTKc_Srm_Brk PTKc_Tec_like PTKc_Jak1_rpt2 PTKc_Lyn PTKc_Tec_Rlk PTKc_EphR PTKc_Syk PTKc_Btk_Bmx PTKc_Src PTKc_Yes PTKc_Csk PTKc_FGFR PTKc_Hck PTK_HER3 PTKc_HER2 PTKc_Fyn_Yrk PTKc_EphR_A2 PTKc_EphR_A PTKc_FGFR1 PTKc_InsR_like PTKc_Zap-70 PTKc_PDGFR PTKc_Tyro3 PTKc_Trk PTKc_FGFR3 PTKc_Met_Ron PTKc_RET PTKc_FAK PTKc_EphR_B PTKc_Tie PTKc_HER4 PTKc_TrkC PTKc_Tie2 PTKc_TrkA PTKc_Axl_like PTK_CCK4 PTKc_TrkB PTKc_Tie1 PTKc_FGFR2 PTKc_Fer PTKc_Fes PTKc_FGFR4 PTK_Ryk PTKc_Aatyk PTKc_IGF-1R"	signalling.receptor kinases.misc	30_2_99

CUST_28956_PI399408534	2	0.29633474	0.28226185	-0.10426855	-0.27083635	0.05092144	-0.05092144	35_10202	Rep: AS2 - Triticum aestivum (Wheat)	UniRef90_Q49KJ2	CHR1|COORD:24402914..24404632| LOB domain protein 6 / lateral organ boundaries domain protein 6 (LBD6) / asymmetric leaves2 (AS2), identical to SP:O04479 LOB	AT1G65620.1	CHR01V5|COORD:39003066..39006556|protein ASYMMETRIC LEAVES2, putative, expressed	LOC_Os01g66590.3	no descriptionweakly similar to ( 175)AT1G65620| Symbols: AS2 | AS2 (ASYMMETRIC LEAVES 2) | chr1:24403809-24404408 FORWARDnot assigned DUF260	RNA.regulation of transcription.AS2,Lateral Organ Boundaries Gene Family	27_3_37

CUST_71561_PI403524517	2	0.061965942	-0.061965942	-0.20286846	0.11467171	-0.06777668	0.0681448	35_20509	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_5286_PI404877155	2	0.8228183	0.42795658	-0.5182619	-0.31967688	-1.028883	0.31967688	Contig1687_x_at	23 KD JASMONATE-INDUCED PROTEIN pir||S22514 jasmonate-induced protein 1 - barley	P32024	0	0	protein expressed protein	Os04g24320	NONE	hormone metabolism.jasmonate.induced-regulated-responsive-activated	17_7_3

CUST_10503_PI399408534	2	-2.1665115	-0.3658638	0.3658638	0.44293118	0.6397505	-1.1324668	35_23342	"Cluster: Putative myb-like transcription factor; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative myb-like transcription factor - Oryza sativa (japonic"	UniRef90_Q6F2M6	CHR5V7|COORD:1373753..1374530| myb family transcription factor	AT5G04760.1	CHR01V5|COORD:37685053..37686445|protein DNA binding protein, putative, expressed	LOC_Os01g64360.1	no descriptionvery weakly similar to (94.4)AT3G10580| Symbols:  | myb family transcription factor | chr3:3307088-3308235 REVERSEnot assigned SANT SANT PRK12323	RNA.regulation of transcription.MYB-related transcription factor family	27_3_26

CUST_229_PI399407379	2	0.02366829	-0.18728256	3.0612946E-4	0.21068668	-0.020697594	-3.0612946E-4	HvHK8									

CUST_61158_PI403524517	2	-1.3684754	0.022925377	0.6224861	0.4475422	-0.02292633	-0.48942757	35_17448	"Cluster: Putative wpk4 protein kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative wpk4 protein kinase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5Z6X0	"CHR5V7|COORD:18602169..18603620| CIPK19 (CIPK19); kinase"	AT5G45810.1	CHR06V5|COORD:20491277..20489198|protein CBL-interacting serine/threonine-protein kinase 11, putative, expressed	LOC_Os06g35160.1	" no descriptionweakly similar to ( 180)AT4G18700| Symbols: SnRK3.9, CIPK12 | CIPK12 (CIPK12); kinase | chr4:10289121-10290590 REVERSEvery weakly similar to (98.6)CIPK1_ORYSAnot assigned NAF "	protein.postranslational modification	29_4

CUST_51474_PI403524517	2	-0.123034954	0.767715	0.13306332	-0.26244974	-0.13209629	0.123034954	35_14671	Rep: H0818E04.16 protein - Oryza sativa (Rice)	UniRef90_Q01JG7	"CHR4V7|COORD:12612564..12613320| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G65400.1); similar to H0818E04.16 [Oryza sativa (indica"	AT4G24380.2	CHR04V5|COORD:22209757..22212506|protein expressed protein	LOC_Os04g37710.1	"no descriptionweakly similar to ( 103)AT4G24380| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G65400.1); similar to H0818E04.16 [Oryza sativa (indica cultivar-group)] (GB:CAH67099.1); contains InterPro domain Protein of unknown function DUF341; (InterPro:IPR005645) | chr4:12612564-12613320 FORWARDnot assigned"	not assigned.unknown	35_2

CUST_95986_PI403524517	2	0.0028982162	0.425848	-0.0015659332	-0.104496956	0.0015659332	-0.15506363	35_27424	"Cluster: Putative FH protein interacting protein FIP2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative FH protein interacting protein FIP2 - Oryza sat"	UniRef90_Q8LMQ6	CHR5|COORD:22335536..22338973| potassium channel tetramerisation domain-containing protein / pentapeptide repeat-containing protein, contains Pfam profiles	AT5G55000.1	CHR03V5|COORD:3070968..3074761|protein potassium channel tetramerisation domain-containing protein 9, putative, expressed	LOC_Os03g06160.1	"no descriptionweakly similar to ( 140)AT5G55000| Symbols: FIP2 | FIP2 (FH protein interacting protein 2); voltage-gated potassium channel | chr5:22335870-22338661 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned K_tetra BTB"	transport.potassium	34_15

CUST_52882_PI403524517	2	-0.37343693	-0.14339828	0.5329199	0.09326553	0.113497734	-0.09326553	35_15060	Rep: F9K20.24 protein - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q9ZV90	"CHR2|COORD:14469180..14471947| similar to protein transport protein sec61, putative [Arabidopsis thaliana] (TAIR:At1g78720.1); similar to protein transport prot"	AT2G34250.2	CHR09V5|COORD:10918390..10914224|protein protein transport protein Sec61 alpha subunit isoform 2, putative, expressed	LOC_Os09g17840.1	no descriptionhighly similar to ( 860)AT2G34250| Symbols:  | protein translocase | chr2:14469714-14471651 FORWARDnot assigned PRK08568 SecY SecY secY secY	protein.targeting.secretory pathway.unspecified	29_3_4_99

CUST_1205_PI399408534	2	0.26085424	0.011110306	-0.027936459	-0.011110306	0.128963	-0.37719154	35_26327	Rep: H0723C07.6 protein - Oryza sativa (Rice)	UniRef90_Q259M6	CHR1V7|COORD:24635166..24638078| TMK1 (TRANSMEMBRANE KINASE 1)	AT1G66150.1	CHR04V5|COORD:34824722..34820847|protein receptor protein kinase TMK1 precursor, putative, expressed	LOC_Os04g58910.1	 no descriptionweakly similar to ( 186)AT2G01820| Symbols:  | leucine-rich repeat protein kinase, putative | chr2:357663-360680 REVERSEvery weakly similar to (60.8)RPK1_IPONIReceptor-like protein kinase precursor - Ipomoea nil (Japanese morning glory) (Pharbitis nil)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07003 PRK12323 Herpes_BLLF1 APC_basic DUF566 Pneumo_att_G DUF936 Atrophin-1 HPC2 SerH Gag_spuma KAR9 Tymo_45kd_70kd 	signalling.receptor kinases.leucine rich repeat XI	30_2_11

CUST_113369_PI403524517	2	0.16611624	0.33421087	0.07640362	-0.091994286	-0.12456274	-0.076404095	35_32178	"Cluster: Unknow protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Unknow protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q75HY6	CHR1V7|COORD:5243794..5246490| phox (PX) domain-containing protein	AT1G15240.1	CHR05V5|COORD:28955277..28963037|protein PX domain containing protein, expressed	LOC_Os05g50660.1	no descriptionvery weakly similar to (61.6)AT1G15240| Symbols:  | phox (PX) domain-containing protein | chr1:5243794-5246490 FORWARD	not assigned.no ontology	35_1

CUST_94508_PI403524517	2	-0.13512135	-0.38267612	-0.30242252	0.30686665	0.991869	0.13512135	35_27015	"Cluster: Hypothetical protein B1096A10.5; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1096A10.5 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q5N7V0	0	0	CHR01V5|COORD:37135019..37135810|protein expressed protein	LOC_Os01g63500.1	no description	not assigned.unknown	35_2

CUST_31750_PI403524517	2	0.07221317	-0.06033039	-0.066114426	0.016177177	0.20799732	-0.016177177	35_9161	"Cluster: Transducin /WD-40 repeat protein family-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Transducin /WD-40 repeat protein"	UniRef90_Q8LH68	CHR4V7|COORD:7758606..7760888| leucine-rich repeat family protein / extensin family protein	AT4G13340.1	CHR07V5|COORD:6948238..6950474|protein small nucleolar ribonucleoprotein complex subunit, putative, expressed	LOC_Os07g12320.1	" no descriptionvery weakly similar to (68.6)AT2G47990| Symbols: EDA13, EDA19, SWA1 | SWA1 (SLOW WALKER1); nucleotide binding | chr2:19644080-19645672 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 Extensin_2 Atrophin-1 DUF1421 PRK07003 Tymo_45kd_70kd PRK07764 GRASP55_65 Pneumo_att_G PRK05648 HPC2 CTF_NFI Herpes_BLLF1 IER DUF566 PRK12372 Metaviral_G Drf_FH1 APC_basic PRK10819 "	not assigned.no ontology	35_1

CUST_89776_PI403524517	2	0.09957886	-0.06410694	0.073553085	0.050415993	-0.27193356	-0.050415993	35_25685	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_14838_PI399408534	2	0.036699295	0.42940617	0.15088844	-0.039604187	-0.036699295	-0.16422415	35_10744	Rep: Coleoptile phototropism protein 1 - Oryza sativa (Rice)	UniRef90_Q5KS50	"CHR5V7|COORD:25744794..25747451| NPH3 (NON-PHOTOTROPIC HYPOCOTYL 3); signal transducer"	AT5G64330.1	CHR02V5|COORD:21607403..21602293|protein transposon protein, putative, Mutator sub-class, expressed	LOC_Os02g35970.1	" no descriptionweakly similar to ( 102)AT5G64330| Symbols: JK218, RPT3, NPH3 | NPH3 (NON-PHOTOTROPIC HYPOCOTYL 3); signal transducer | chr5:25744794-25747451 FORWARDweakly similar to ( 133)NPH3_ORYSAnot assigned not assigned PRK12323 "	signalling.light	30_11

CUST_16694_PI404877155	2	-0.03722191	0.20658779	0.062711716	0.023805618	-0.07904053	-0.023804665	HF01A04w_s_at	nam-like protein 2 [Petunia x hybrida]	AAM34765.1	no apical meristem (NAM) family protein	At5g64060.1	protein Similar to nam-like protein 8	Os05g35170	nam-like protein 2	RNA.regulation of transcription.NAC domain transcription factor family	27_3_27

CUST_7241_PI404877155	2	-1.0085917	-0.010409355	-0.12319565	0.28652573	0.010409355	0.1899929	Contig21110_at	putative transcription factor WRKY5 [Oryza sativa (japonica cultivar-group)]	BAD05421.1	WRKY family transcription factor	At4g11070.2	protein WRKY DNA -binding domain, putative	Os08g29660	3.3_Fork head   T02292 FOXG1a	RNA.regulation of transcription.WRKY domain transcription factor family	27_3_32

CUST_14554_PI399408534	2	-0.17466068	0.027155876	0.47139978	-0.0271554	0.40344763	-0.5419755	35_30327	"Cluster: Putative NAM (No apical meristem) protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative NAM (No apical meristem) protein - Oryza sativa (j"	UniRef90_Q8H7M4	"CHR3V7|COORD:11035076..11036243| ANAC059/ATNAC3 (Arabidopsis NAC domain containing protein 59); protein heterodimerization/ transcription factor"	AT3G29035.1	CHR03V5|COORD:11918306..11916270|protein GRAB2 protein, putative, expressed	LOC_Os03g21030.1	" no descriptionvery weakly similar to (94.4)AT3G29035| Symbols: ANAC059, ATNAC3 | ANAC059/ATNAC3 (Arabidopsis NAC domain containing protein 59); protein heterodimerization/ transcription factor | chr3:11035076-11036243 FORWARDvery weakly similar to (90.1)NAC77_ORYSANAM "	RNA.regulation of transcription.NAC domain transcription factor family	27_3_27

CUST_94601_PI403524517	2	0.12693214	-0.017965317	0.017965317	-0.1763401	-0.07731819	0.08155823	35_27044	"Cluster: RNase P subunit p30 family protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: RNase P subunit p30 family protein - Oryza sativa (japonica cultiv"	UniRef90_Q2QYZ6	0	0	CHR12V5|COORD:34977..38954|protein RNase P subunit p30 family protein	LOC_Os12g01060.1	no description	not assigned.unknown	35_2

CUST_20077_PI403524517	2	0.1877079	0.045608997	0.026234627	-0.026234627	-0.339221	-0.06904554	35_5818	"Cluster: Hypothetical protein B1036C05.8; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1036C05.8 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q5W6S3	CHR5V7|COORD:23644052..23649297| binding	AT5G58450.1	CHR05V5|COORD:16186966..16174881|protein expressed protein	LOC_Os05g27870.1	no descriptionmoderately similar to ( 236)AT5G58450| Symbols:  | binding | chr5:23644052-23649297 FORWARDnot assigned not assigned	not assigned.unknown	35_2

CUST_101174_PI403524517	2	-0.0755434	0.26318645	0.23414612	0.07554293	-0.10602713	-0.13085556	35_28876	"Cluster: Putative cellular retinaldehyde-binding protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative cellular retinaldehyde-binding protein - Ory"	UniRef90_Q75GU9	CHR1V7|COORD:28218066..28219347| SEC14 cytosolic factor family protein / phosphoglyceride transfer family protein	AT1G75170.1	CHR03V5|COORD:29371677..29376000|protein expressed protein	LOC_Os03g51430.2	no descriptionvery weakly similar to (88.6)AT1G75170| Symbols:  | transporter | chr1:28218405-28219347 FORWARDnot assigned	transport.misc	34_99

CUST_80317_PI403524517	2	0.12524319	0.1614275	-0.15252495	-0.02792263	-0.1407795	0.02792263	35_23038	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_113378_PI403524517	2	-0.115911484	-0.15962219	0.31827736	0.36029625	-0.2616434	0.115911484	35_32182	"Cluster: Os01g0883900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0883900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JH49	CHR5V7|COORD:25642191..25645483| dehydration-responsive protein-related	AT5G64030.1	CHR01V5|COORD:38718629..38713116|protein ankyrin-like protein, putative, expressed	LOC_Os01g66110.2	no description	not assigned.unknown	35_2

CUST_137912_PI403524517	2	-0.025783539	0.8662119	0.1201334	0.025784016	-0.11209297	-0.22411156	35_38678	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_102047_PI403524517	2	0.28422403	0.44693756	-0.084611416	-0.095705986	-0.40468884	0.084611416	35_29113	"Cluster: Spc97/Spc98 family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Spc97/Spc98 family protein, expressed - Oryza sativa (japonica"	UniRef90_Q2QMF8	"CHR1V7|COORD:30180816..30185403| EMB1427 (EMBRYO DEFECTIVE 1427); tubulin binding"	AT1G80260.1	CHR12V5|COORD:25571379..25577975|protein transferase, transferring glycosyl groups, putative, expressed	LOC_Os12g41290.1	"no descriptionmoderately similar to ( 211)AT1G80260| Symbols: EMB1427 | EMB1427 (EMBRYO DEFECTIVE 1427); tubulin binding | chr1:30180816-30185403 FORWARD"	cell.organisation	31_1

CUST_58878_PI403524517	2	-0.7084236	-1.147109	0.21204472	0.04013157	-0.04013157	0.098656654	35_16798	"Cluster: Nonspecific lipid transfer protein; n=1; Hordeum vulgare|Rep: Nonspecific lipid transfer protein - Hordeum vulgare (Barley)"	UniRef90_P93191	CHR3V7|COORD:6267108..6267398| protease inhibitor/seed storage/lipid transfer protein (LTP) family protein	AT3G18280.1	CHR05V5|COORD:27247373..27248079|protein nonspecific lipid-transfer protein precursor, putative, expressed	LOC_Os05g47700.1	no descriptionvery weakly similar to (97.4)AT3G18280| Symbols:  | protease inhibitor/seed storage/lipid transfer protein (LTP) family protein | chr3:6267108-6267398 FORWARDvery weakly similar to (93.2)NLTP_VIGUNProbable non-specific lipid-transfer protein AKCS9 precursor - Vigna unguiculata (Cowpea)nsLTP2	misc.protease inhibitor/seed storage/lipid transfer protein (LTP) family protein	26_21

CUST_32629_PI403524517	2	0.27783108	0.3171172	-0.026771069	-0.09835291	0.026771069	-0.05514908	35_9408	"Cluster: Tyrosine specific protein phosphatase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Tyrosine specific protein phosphatase-like - Oryza sativa"	UniRef90_Q6ZHH2	"CHR1V7|COORD:5675918..5678679| SR45 (arginine/serine-rich 45); RNA binding"	AT1G16610.2	CHR02V5|COORD:32531029..32529506|protein expressed protein	LOC_Os02g53150.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK09169 Tymo_45kd_70kd	not assigned.unknown	35_2

CUST_51135_PI403524517	2	-0.02129364	-0.57973194	-0.09765816	0.14608192	0.12733936	0.021294594	35_14577	"Cluster: Putative 60S ribosomal protein L31; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative 60S ribosomal protein L31 - Oryza sativa (japonica cultiv"	UniRef90_Q6Z3T3	CHR2V7|COORD:8520659..8521428| 60S ribosomal protein L31 (RPL31A)	AT2G19740.1	CHR08V5|COORD:24861663..24860076|protein 60S ribosomal protein L31, putative, expressed	LOC_Os08g39500.1	no descriptionweakly similar to ( 165)AT5G56710| Symbols:  | 60S ribosomal protein L31 (RPL31C) | chr5:22961229-22961993 REVERSEweakly similar to ( 163)RL31_PANGI60S ribosomal protein L31 - Panax ginseng (Korean ginseng)not assigned Ribosomal_L31e RPL31A PRK01192	protein.synthesis.misc ribososomal protein	29_2_2

CUST_26906_PI403524517	2	-0.07659054	0.17058659	-0.0017032623	0.0017032623	-0.09036732	0.01518631	35_7795	"Cluster: Os05g0371100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0371100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DIQ5	"CHR1V7|COORD:681724..686884| similar to zinc ion binding [Arabidopsis thaliana] (TAIR:AT3G62900.1); similar to Os05g0371100 [Oryza sativa (japonica cultivar-gro"	AT1G02990.2	CHR05V5|COORD:17784048..17775155|protein CW-type Zinc Finger family protein	LOC_Os05g30790.1	no description	not assigned.unknown	35_2

CUST_151832_PI403524517	2	0.3151703	0.13009453	0.0487051	-0.048705578	-0.26341915	-0.39875984	35_42449	"Cluster: Galactosyltransferase family protein, putative, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Galactosyltransferase family protein, putat"	UniRef90_Q10BV0	CHR1V7|COORD:28105882..28108654| galactosyltransferase family protein	AT1G74800.1	CHR03V5|COORD:33489998..33485397|protein galactosyltransferase/ transferase, transferring hexosyl groups, putative, expressed	LOC_Os03g58920.1	no descriptionweakly similar to ( 140)AT1G74800| Symbols:  | galactosyltransferase family protein | chr1:28105882-28108654 REVERSE	cell wall.hemicellulose synthesis	10_3

CUST_105414_PI403524517	2	0.05918312	-0.6742277	-0.16986465	-0.059182167	0.0825367	0.16060925	35_30023	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_29566_PI399408534	2	0.268569	-0.37063885	0.23221302	0.14455128	-0.14455128	-0.34701538	35_31510	"Cluster: Putative receptor-like protein kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative receptor-like protein kinase - Oryza sativa (japonica"	UniRef90_Q60EJ2	"CHR4V7|COORD:11389230..11393101| ARK3 (Arabidopsis Receptor Kinase 3); kinase"	AT4G21380.1	CHR05V5|COORD:24593567..24599421|protein serine/threonine-protein kinase receptor precursor, putative, expressed	LOC_Os05g42210.1	"no descriptionvery weakly similar to (99.4)AT4G21380| Symbols: ARK3 | ARK3 (Arabidopsis Receptor Kinase 3); kinase | chr4:11389230-11393101 REVERSEnot assigned"	signalling.receptor kinases.DUF 26	30_2_17

CUST_31668_PI399408534	2	0.359787	-0.3116007	-0.07000351	-7.4481964E-4	7.4481964E-4	0.09773064	35_1063	"Cluster: Os02g0821800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os02g0821800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DWC1	CHR5V7|COORD:21311516..21313735| FIB1 (FIBRILLARIN 1)	AT5G52470.1	CHR05V5|COORD:4537270..4540444|protein fibrillarin-2, putative, expressed	LOC_Os05g08360.1	 no descriptionweakly similar to ( 144)AT5G52470| Symbols: FBR1, ATFIB1, ATFBR1, SKIP7, FIB1 | FIB1 (FIBRILLARIN 1) | chr5:21311516-21313735 FORWARDnot assigned Fibrillarin NOP1 PRK04266 	RNA.processing	27_1

CUST_151297_PI403524517	2	0.013253212	0.023791313	-0.024316788	-0.013252258	0.017961502	-0.13037968	35_42311	"Cluster: F-box domain containing protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: F-box domain containing protein - Oryza sativa (japonica cultivar-gro"	UniRef90_Q60DM2		0	CHR03V5|COORD:26266206..26268653|protein F-box domain containing protein, expressed	LOC_Os03g46510.1	no description	not assigned.unknown	35_2

CUST_17945_PI403524517	2	0.068161964	0.12979603	-0.0075712204	-0.14331436	-0.1150465	0.0075712204	35_5184	"Cluster: Hypothetical protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53Q18	0	0	CHR11V5|COORD:7568908..7568708|protein retrotransposon protein, putative, unclassified	LOC_Os11g13760.1	no description	not assigned.unknown	35_2

CUST_68385_PI403524517	2	-0.05149746	0.72595215	0.17154074	-0.17143726	-0.013265133	0.013264656	35_19554	"Cluster: Zinc finger protein F35; n=3; Oryza sativa (japonica cultivar-group)|Rep: Zinc finger protein F35 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q49U73	CHR4|COORD:11284387..11286755| zinc finger and C2 domain protein (ZAC), identical to zinc finger and C2 domain protein GI:9957238 from (Arabidopsis thaliana)	AT4G21160.4	CHR02V5|COORD:5505016..5508425|protein GTPase activating protein, putative, expressed	LOC_Os02g10480.5	" no descriptionmoderately similar to ( 413)AT4G21160| Symbols: AGD12, ZAC | ZAC (ARF-GAP DOMAIN 12); ARF GTPase activator | chr4:11284704-11286542 FORWARDvery weakly similar to (54.7)ERG1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned ArfGap ArfGap COG5347 C2 C2 C2 C2_1 COG5038 C2_2 "	not assigned.no ontology.C2 domain-containing protein	35_1_19

CUST_90229_PI403524517	2	-0.14559078	0.14559078	0.6938014	0.45175695	-0.38637924	-0.45033073	35_25809	Rep: H0219H12.7 protein - Oryza sativa (Rice)	UniRef90_Q01IJ0	CHR3V7|COORD:10985482..10987004| amino acid transporter family protein	AT3G28960.1	CHR04V5|COORD:22758757..22761288|protein amino acid/polyamine transporter II, putative, expressed	LOC_Os04g38680.1	no descriptionweakly similar to ( 119)AT3G28960| Symbols:  | amino acid transporter family protein | chr3:10985482-10987004 REVERSEnot assigned not assigned not assigned Aa_trans SdaC	transport.amino acids	34_3

CUST_163123_PI403524517	2	-0.507781	-0.23599768	-0.12872505	0.4097066	0.12872505	0.31406116	35_45494	"Cluster: Os06g0256000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os06g0256000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DD47	"CHR5V7|COORD:14964637..14969776| EMB2656 (EMBRYO DEFECTIVE 2656); binding"	AT5G37630.1	CHR06V5|COORD:8126438..8128381|protein EMB2656, putative, expressed	LOC_Os06g14460.1	no description	not assigned.unknown	35_2

CUST_52125_PI403524517	2	0.0053043365	0.06376648	-0.005303383	-0.017481804	-0.017481804	0.11818886	35_14855	Rep: Translation initiation factor 3 - Oryza sativa (Rice)	UniRef90_Q70Z43	CHR4V7|COORD:6947829..6952048| EIF3A (eukaryotic translation initiation factor 3A)	AT4G11420.1	CHR01V5|COORD:1176174..1168611|protein eukaryotic translation initiation factor 3 subunit 10, putative, expressed	LOC_Os01g03070.2	no descriptionvery weakly similar to (95.5)IF3A_MAIZEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TolA BASP1 TolA PRK12323 infB PRK07003 PRK12678 tolA MAP7 PRK07764 PRK05035 PRK05648 PRK07735 PRK12372	protein.synthesis.initiation	29_2_3

CUST_34288_PI399408534	2	-0.0017938614	0.015021324	-0.02278614	-0.00924778	0.0017938614	0.121676445	35_3152	"Cluster: OSJNBb0012E24.3 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: OSJNBb0012E24.3 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XU07	CHR1V7|COORD:22196673..22198842| EMB1220 (EMBRYO DEFECTIVE 1220)	AT1G60170.1	CHR07V5|COORD:2142450..2150124|protein pre-mRNA-splicing factor 31, putative, expressed	LOC_Os07g04850.2	no descriptionmoderately similar to ( 243)AT1G60170| Symbols: EMB1220 | EMB1220 (EMBRYO DEFECTIVE 1220) | chr1:22196673-22198842 FORWARDnot assigned not assigned Nop SIK1	RNA.processing	27_1

CUST_87195_PI403524517	2	0.1057992	-0.022991657	0.022991657	-0.1958499	-0.089319706	0.05801916	35_24968	"Cluster: Hypothetical protein P0704D04.8; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0704D04.8 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q5ZBN9	CHR5V7|COORD:15457074..15460237| protein kinase family protein	AT5G38560.1	CHR01V5|COORD:24215035..24213693|protein expressed protein	LOC_Os01g42140.1	"no descriptionvery weakly similar to (68.2)AT2G01410| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G16760.1); similar to Os01g0606100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001043524.1); similar to hypothetical protein gll2823 [Gloeobacter violaceus PCC 7421] (GB:NP_925769.1); contains InterPro domain Soluble quinoprotein glucose dehydrogenase; (InterPro:IPR011041) | chr2:175208-176371 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Extensin_2 Tymo_45kd_70kd PRK12323 Atrophin-1 TT_ORF1 DUF1421 PRK07003 Herpes_BLLF1 PRK07764 GRASP55_65 PRK12678 Drf_FH1"	not assigned.unknown	35_2

CUST_132267_PI403524517	2	0.03696537	0.53844166	6.7806244E-4	-0.19659519	-6.7806244E-4	-0.23875427	35_37146	"Cluster: Carbon catabolite derepressing protein kinase; n=1; Secale cereale|Rep: Carbon catabolite derepressing protein kinase - Secale cereale (Rye)"	UniRef90_Q02723	"CHR3V7|COORD:31444..33984| AKIN10 (Arabidopsis SNF1 kinase homolog 10, SNF1-RELATED PROTEIN KINASE 1.1); protein kinase"	AT3G01090.1	CHR08V5|COORD:23809394..23814568|protein carbon catabolite derepressing protein kinase, putative, expressed	LOC_Os08g37800.1	" no descriptionmoderately similar to ( 281)AT3G01090| Symbols: SnRK1.1, AKIN10 | AKIN10 (Arabidopsis SNF1 kinase homolog 10, SNF1-RELATED PROTEIN KINASE 1.1); protein kinase | chr3:31444-34150 REVERSEmoderately similar to ( 307)RKIN1_SECCECarbon catabolite-derepressing protein kinase - Secale cereale (Rye)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase SPS1 PTKc Pkinase_Tyr TyrKc PTKc_FAK PTKc_PDGFR PTKc_FGFR PTKc_Axl_like PTKc_RET PTKc_Srm_Brk PTKc_PDGFR_alpha PTKc_PDGFR_beta PTKc_InsR_like PTKc_FGFR1 PTKc_Src_like PTKc_FGFR3 PTKc_FGFR4 PTKc_Jak_rpt2 PTKc_Syk_like PTKc_Tyro3 PTKc_EphR PTKc_Tec_like PTKc_Itk PTKc_VEGFR3 PTKc_FGFR2 PTKc_VEGFR2 PTKc_Fes "	protein.postranslational modification	29_4

CUST_13287_PI404877155	2	0.15047932	-0.19828415	0.07447243	-0.05120945	0.019205093	-0.019206047	Contig6984_at	splicing factor, putative [Arabidopsis thaliana] pir||E84638 probable RSZp22 splicing factor [imported] - Arabidopsis thaliana	NP_180035.1	splicing factor, putative	At2g24590.1	protein Transposable element protein, putative	Os02g54770	NONE	RNA.processing.splicing	27_1_1

CUST_121971_PI403524517	2	-0.040774822	0.14468431	0.040774822	0.20520115	-0.20579195	-0.043423653	35_34434	"Cluster: Putative aminopeptidase N; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative aminopeptidase N - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ZBX8		0	CHR08V5|COORD:28048900..28040388|protein aminopeptidase N, putative, expressed	LOC_Os08g44860.8	no description	not assigned.unknown	35_2

CUST_23982_PI399408534	2	0.017120361	0.30308533	0.008738518	-0.25683403	-0.008738518	-0.09452915	35_17469	"Cluster: Transfactor-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: Transfactor-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q84QT1	CHR3V7|COORD:8705932..8708155| myb family transcription factor	AT3G24120.1	CHR09V5|COORD:7315075..7321324|protein myb family transcription factor-related protein, putative, expressed	LOC_Os09g12750.1	no descriptionmoderately similar to ( 205)AT3G24120| Symbols:  | myb family transcription factor | chr3:8705932-8708155 REVERSE	RNA.regulation of transcription.G2-like transcription factor family, GARP	27_3_20

CUST_37607_PI403524517	2	-0.2549591	0.84261894	-0.06314564	0.06314564	-0.2583027	0.073841095	35_10830	Rep: MLA1-2 - Hordeum vulgare var. distichum (Two-rowed barley)	UniRef90_Q84YI2	CHR3V7|COORD:17217474..17220017| disease resistance protein (CC-NBS-LRR class), putative	AT3G46710.1	CHR09V5|COORD:11542435..11539152|protein retrotransposon protein, putative, unclassified	LOC_Os09g19280.1	 no descriptionweakly similar to ( 119)AT3G46710| Symbols:  | disease resistance protein (CC-NBS-LRR class), putative | chr3:17217474-17220017 REVERSEnot assigned NB-ARC 	stress.biotic	20_1

CUST_121525_PI403524517	2	-0.010770798	0.936574	0.078487396	0.010770798	-0.15028763	-0.04967594	35_34320	Rep: Acetyl-CoA acyltransferase - Cucumis sativus (Cucumber)	UniRef90_Q08375	"CHR2V7|COORD:14054891..14058060| PED1 (PEROXISOME DEFECTIVE 1); acetyl-CoA C-acyltransferase"	AT2G33150.1	CHR02V5|COORD:35079332..35075010|protein 3-ketoacyl-CoA thiolase 2, peroxisomal precursor, putative, expressed	LOC_Os02g57260.1	" no descriptionweakly similar to ( 169)AT2G33150| Symbols: PED1, KAT2 | PED1 (PEROXISOME DEFECTIVE 1); acetyl-CoA C-acyltransferase | chr2:14054891-14058060 REVERSEnot assigned not assigned not assigned not assigned not assigned thiolase Thiolase_N PRK09052 PRK07661 PRK09051 PRK07800 PRK07108 PRK06845 PRK05790 PRK05656 PRK07491 PRK07025 PRK07124 PRK06205 PRK08235 fadA PRK09050 PRK06445 PRK07851 fadI PRK08170 PaaJ PRK06633 PRK08234 PRK07850 PRK06689 PRK08041 PRK06954 PRK06366 PRK09268 PRK08131 PRK08242 PRK06504 PRK06690 PRK07801 PRK06025 nondecarbox_cond_enzymes "	lipid metabolism.lipid degradation.beta-oxidation.acyl-CoA thioesterase	11_9_4_5

CUST_17124_PI403524517	2	0.064053535	0.19668865	-0.06405258	-0.11829281	-0.1467228	0.08141327	35_4951	"Cluster: Putative speckle-type POZ protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative speckle-type POZ protein - Oryza sativa (japonica cultivar"	UniRef90_Q69L94	"CHR2V7|COORD:16590291..16593061| ATBPM3; protein binding"	AT2G39760.1	CHR07V5|COORD:84233..80699|protein speckle-type POZ protein, putative, expressed	LOC_Os07g01140.1	"no descriptionmoderately similar to ( 434)AT2G39760| Symbols: ATBPM3 | ATBPM3; protein binding | chr2:16590291-16591893 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned BTB MATH BTB MATH_SPOP MATH_TRIM37 PRK12323"	protein.degradation.ubiquitin.E3.BTB/POZ Cullin3.BTB/POZ	29_5_11_4_5_2

CUST_180863_PI403524517	2	0.05809498	-0.21002483	0.09087372	-0.05809498	0.112410545	-0.19508266	35_50299	"Cluster: Cytosolic NADP+-isocitrate dehydrogenase; n=6; core eudicotyledons|Rep: Cytosolic NADP+-isocitrate dehydrogenase - Populus tremula x Populus alba"	UniRef90_A0EJ87	CHR1V7|COORD:24542751..24545524| isocitrate dehydrogenase, putative / NADP+ isocitrate dehydrogenase, putative	AT1G65930.1	CHR01V5|COORD:26863987..26859867|protein isocitrate dehydrogenase, chloroplast precursor, putative, expressed	LOC_Os01g46610.1	 no descriptionmoderately similar to ( 238)AT1G65930| Symbols:  | isocitrate dehydrogenase, putative / NADP+ isocitrate dehydrogenase, putative | chr1:24542751-24545524 FORWARDmoderately similar to ( 239)IDHC_TOBACIsocitrate dehydrogenase [NADP] - Nicotiana tabacum (Common tobacco)not assigned PRK08299 Icd Iso_dh 	TCA / org. transformation.TCA.IDH	8_1_4

CUST_9320_PI404877155	2	0.15047264	-0.12365627	0.016886711	-0.016885757	-0.07366085	0.018936157	Contig3101_s_at	putative transport protein particle component [Oryza sativa] ref|NP_913713.1| contains ESTs C74320(E30875),AU088598(C53863),AU166063(E30875)	NP_909831.1	transport protein particle (TRAPP) component Bet3, putative	At5g54750.1	protein Transport protein particle (TRAPP) component, Bet3	Os07g44790	putative transport protein particle component	transport.misc	34_99

CUST_178413_PI403524517	2	-0.14883614	0.077851295	0.13482952	0.111683846	-0.09927273	-0.077851295	35_49616	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_18924_PI404877155	2	0.06391239	0.10490322	-0.0651865	-0.06107807	-0.033328056	0.03332901	HX04E17u_at	pre-mRNA cleavage complex family protein [Arabidopsis thaliana] ref|NP_974220.1| pre-mRNA cleavage complex family protein [Arabidopsis thali	NP_187119.1	pre-mRNA cleavage complex family protein	At3g04680.1	protein Pre-mRNA cleavage complex II protein Clp1	Os02g12570	NONE	RNA.processing	27_1

CUST_160208_PI403524517	2	0.069423676	-0.053081512	0.053081036	0.082710266	-0.55591774	-0.16357899	35_44706	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_179002_PI403524517	2	-0.014253616	-0.20529461	-0.09384632	0.042856216	0.069916725	0.014253616	35_49786	"Cluster: Os09g0553600 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0553600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IZS0	CHR2V7|COORD:165331..167208| QPT (QUINOLINATE PHOSHORIBOSYLTRANSFERASE)	AT2G01350.3	CHR09V5|COORD:21930510..21934482|protein nicotinate-nucleotide pyrophosphorylase, putative, expressed	LOC_Os09g38060.2	no descriptionvery weakly similar to (90.9)AT2G01350| Symbols: QPT | QPT (QUINOLINATE PHOSHORIBOSYLTRANSFERASE) | chr2:165331-167057 REVERSEnot assigned QPRTase QPRTase_NadC NadC QRPTase_C PRK08072 PRK06543 PRK09016	not assigned.no ontology	35_1

CUST_20693_PI399408534	2	0.27509785	-0.06877136	0.062329292	0.26494503	-0.06232834	-0.103738785	35_5836	Rep: H0522A01.9 protein - Oryza sativa (Rice)	UniRef90_Q25AC1	"CHR1V7|COORD:1828661..1829658| STO (SALT TOLERANCE); transcription factor/ zinc ion binding"	AT1G06040.1	CHR04V5|COORD:24430302..24428807|protein salt tolerance-like protein, putative, expressed	LOC_Os04g41560.2	"no descriptionweakly similar to ( 138)AT1G06040| Symbols: STO | STO (SALT TOLERANCE); transcription factor/ zinc ion binding | chr1:1828661-1829658 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned BBOX DUF566 BBOX"	RNA.regulation of transcription.C2C2(Zn) CO-like, Constans-like zinc finger family	27_3_7

CUST_85862_PI403524517	2	0.16747808	-0.025871754	0.07080889	-0.13916826	0.025871754	-0.2239976	35_24589	Rep: Putative quinone oxidoreductase - Oryza sativa (Rice)	UniRef90_Q948G0	CHR4V7|COORD:11475834..11477526| oxidoreductase, zinc-binding dehydrogenase family protein	AT4G21580.1	CHR02V5|COORD:34361610..34363856|protein quinone oxidoreductase, putative, expressed	LOC_Os02g56180.1	 no descriptionweakly similar to ( 189)AT4G21580| Symbols:  | oxidoreductase, zinc-binding dehydrogenase family protein | chr4:11475834-11477526 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Qor AdhP Tdh PRK10754 AdhC PRK12323 ADH_N PRK07764 COG2130 	misc.misc2	26_1

CUST_111521_PI403524517	2	0.026553154	0.13182259	0.14961338	-0.14715481	-0.026553154	-0.29326868	35_31663	"Cluster: Os09g0446800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os09g0446800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J1E1	"CHR1V7|COORD:18705732..18708355| THFS (10-FORMYLTETRAHYDROFOLATE SYNTHETASE); ATP binding / formate-tetrahydrofolate ligase"	AT1G50480.1	CHR09V5|COORD:16653463..16657660|protein formate--tetrahydrofolate ligase, putative, expressed	LOC_Os09g27420.1	"no descriptionweakly similar to ( 104)AT1G50480| Symbols: THFS | THFS (10-FORMYLTETRAHYDROFOLATE SYNTHETASE); ATP binding / formate-tetrahydrofolate ligase | chr1:18705732-18708355 FORWARDweakly similar to ( 114)FTHS_SPIOLFormate--tetrahydrofolate ligase - Spinacia oleracea (Spinach)not assigned not assigned not assigned FTHFS MIS1 FTHFS"	C1-metabolism	25

CUST_96899_PI403524517	2	0.11909771	-1.9234233	-0.2942152	0.28547192	0.38075638	-0.11909819	35_27674	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10SM0	CHR5V7|COORD:22830994..22833388| carbonic anhydrase family protein	AT5G56330.1	CHR03V5|COORD:964116..968105|protein expressed protein	LOC_Os03g02660.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07764 PRK12323 PRK07003 IER Atrophin-1 PRK09169 Herpes_UL32	not assigned.unknown	35_2

CUST_54900_PI403524517	2	0.009336472	0.37298584	0.0045719147	-0.06272125	-0.08436394	-0.0045700073	35_15625	"Cluster: Putative TGF(Transfoming growth factor) beta inducible nuclear protein TINP1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative TGF(Transfoming"	UniRef90_Q8H458	CHR5V7|COORD:1944836..1946513| ribosomal protein S8e family protein	AT5G06360.1	CHR07V5|COORD:28449510..28446863|protein TGF-beta-inducible nuclear protein 1, putative, expressed	LOC_Os07g47580.1	no descriptionmoderately similar to ( 451)AT5G06360| Symbols:  | ribosomal protein S8e family protein | chr5:1944836-1946513 FORWARDnot assigned RPS8A Ribosomal_S8e PRK04049	protein.synthesis.misc ribososomal protein	29_2_2

CUST_23507_PI399408534	2	-0.12387657	0.20285416	0.08701706	-0.19472313	0.0065193176	-0.0065193176	35_5725	"Cluster: SET-domain transcriptional regulator family-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: SET-domain transcriptional regulator family-"	UniRef90_Q8L459	CHR5V7|COORD:5666856..5668851| SET domain-containing protein	AT5G17240.1	CHR07V5|COORD:16885207..16888705|protein SET domain containing protein, expressed	LOC_Os07g28840.1	no descriptionweakly similar to ( 190)AT5G17240| Symbols: SDG40 | SET domain-containing protein | chr5:5666856-5668851 FORWARDnot assigned	RNA.regulation of transcription.SET-domain transcriptional regulator family	27_3_69

CUST_56734_PI403524517	2	-0.0060596466	-0.26233292	0.026798248	-0.03466797	0.0060596466	0.04211712	35_16158	"Cluster: RWD domain containing 1-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: RWD domain containing 1-like protein - Oryza sativa (japonica cu"	UniRef90_Q5JKR6	CHR1V7|COORD:19190480..19192306| RWD domain-containing protein	AT1G51730.1	CHR01V5|COORD:21455204..21451726|protein RWD domain-containing protein 1, putative, expressed	LOC_Os01g37770.1	no descriptionmoderately similar to ( 249)AT1G51730| Symbols:  | RWD domain-containing protein | chr1:19190480-19192306 REVERSEnot assigned not assigned not assigned RWD RWD	not assigned.no ontology	35_1

CUST_25433_PI403524517	2	0.101314545	0.049175262	-0.09502983	-0.23168182	-0.049077034	0.04907608	35_7372	"Cluster: Putative casein kinase I; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative casein kinase I - Oryza sativa (japonica cultivar-group)"	UniRef90_Q70YQ4	"CHR4V7|COORD:8248528..8251664| CKI1 (CASEIN KINASE I); casein kinase I/ kinase"	AT4G14340.1	CHR10V5|COORD:17409812..17415177|protein casein kinase I isoform delta-like, putative, expressed	LOC_Os10g33650.3	" no descriptionvery weakly similar to (75.1)AT4G28540| Symbols: CKL6, PAPK1 | CKL6/PAPK1 (Casein Kinase I-like 6); casein kinase I/ kinase | chr4:14107290-14110517 FORWARD"	protein.postranslational modification	29_4

CUST_146145_PI403524517	2	-0.051800728	-0.04497385	0.34636736	0.24876451	0.04497385	-0.16111279	35_40910	"Cluster: 60S ribosomal protein L19-1; n=3; Arabidopsis thaliana|Rep: 60S ribosomal protein L19-1 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9SRX2	"CHR1V7|COORD:608120..609391| EMB2386 (EMBRYO DEFECTIVE 2386); structural constituent of ribosome"	AT1G02780.1	CHR03V5|COORD:12523525..12521018|protein 60S ribosomal protein L19-3, putative, expressed	LOC_Os03g21940.1	no descriptionvery weakly similar to (64.7)AT3G16780| Symbols:  | 60S ribosomal protein L19 (RPL19B) | chr3:5708988-5710255 FORWARD	protein.synthesis.misc ribososomal protein	29_2_2

CUST_68813_PI403524517	2	0.09169102	0.0066194534	-0.0066184998	-0.07233429	-0.14507008	0.05062008	35_19687	"Cluster: Hydroxyproline-rich glycoprotein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hydroxyproline-rich glycoprotein-like - Oryza sativa (japonica"	UniRef90_Q6K6F2	CHR2V7|COORD:8200098..8201213| hydroxyproline-rich glycoprotein family protein	AT2G18910.1	CHR02V5|COORD:15480056..15476478|protein actin associated protein, putative, expressed	LOC_Os02g26370.1	no descriptionvery weakly similar to (73.6)AT2G18910| Symbols:  | hydroxyproline-rich glycoprotein family protein | chr2:8200098-8201213 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Extensin_2 PRK07003 Atrophin-1 PRK12323 GRASP55_65	not assigned.no ontology.hydroxyproline rich proteins	35_1_41

CUST_138291_PI403524517	2	0.057828903	0.47565556	-0.01176548	-0.16400528	0.01176548	-0.34303284	35_38788	"Cluster: Heat shock factor RHSF2; n=2; Oryza sativa (japonica cultivar-group)|Rep: Heat shock factor RHSF2 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6VBB5	"CHR4V7|COORD:7043000..7044221| AT-HSFB2B (Arabidopsis thaliana heat shock transcription factor B2B); transcription factor"	AT4G11660.1	CHR04V5|COORD:28355306..28357143|protein heat shock factor protein 4, putative, expressed	LOC_Os04g48030.1	" no descriptionvery weakly similar to (74.7)AT4G11660| Symbols: HSFB2B, AT-HSFB2B | AT-HSFB2B (Arabidopsis thaliana heat shock transcription factor B2B); transcription factor | chr4:7043000-7044221 FORWARDnot assigned HSF_DNA-bind HSF HSF1 "	stress.abiotic.heat	20_2_1

CUST_6117_PI404877155	2	0.097042084	-0.3465271	0.061242104	-0.111403465	-0.031496048	0.031495094	Contig18396_at	DNAJ heat shock protein, putative [Arabidopsis thaliana] pir||T48161 heat shock protein 40-like - Arabidopsis thaliana	NP_195759.1	DNAJ heat shock protein, putative	At5g01390.1	protein heat shock protein, putative	Os05g03630	DnaJ protein family	stress.abiotic.heat	20_2_1

CUST_73272_PI403524517	2	0.054886818	-0.08766842	-0.012218475	-0.046087265	0.012218475	0.036891937	35_21006	Rep: Epa5p - Candida glabrata (Yeast) (Torulopsis glabrata)	UniRef90_Q6VBJ4	CHR5V7|COORD:25528002..25528682| zinc finger protein-related	AT5G63740.1	CHR07V5|COORD:25062850..25061621|protein C1-like domain containing protein, expressed	LOC_Os07g41850.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK02363 COG5137 Daxx CobT AF-4 Tymo_45kd_70kd YL1 RpoE MDN1 RNA_pol_delta CobT COG5406 DNA_pol_phi Extensin_2 PRK07764 TFIIA TT_ORF1 PRK12678 Mpp10 COG4530 DUF566 Merozoite_SPAM PRK12323 Atrophin-1 TFIIF_alpha Fib_alpha HPC2 Herpes_BLLF1 BUD22 Rtt106 COG5099 Nop14 PPP4R2 DUF1777 Drf_FH1 COG5414 Prothymosin FYDLN_acid COG5593 PAP1 DUF1421 DMP1 Paf1 Sigma70_ner Cenp-B_dimeris Nucleoplasmin ROM1 RPP1A SSP160 SDA1 Herpes_gp2 NOA36 CDC27 PRK05901	not assigned.unknown	35_2

CUST_223_PI404877155	2	0.15051365	-0.09916687	0.072870255	-0.0028734207	-0.022443771	0.002872467	Contig10104_at	ASF1-like anti-silencing family protein [Arabidopsis thaliana] dbj|BAA97545.1| anti-silencing protein-like [Arabidopsis thaliana]	NP_198627.1	ASF1-like anti-silencing family protein	At5g38110.1	protein Similar to Anti-silencing protein, ASF1	Os05g48030	"ASF1-like anti-silencing protein, putative, similar to SP:P32447 Anti-silencing protein 1 {Saccharomyces cerevisiae}; contains Pfam profile PF04729: Anti-silencing protein, ASF1-like; supporting cDNA gi:27530935:dbj:AB078339.1:"	RNA.regulation of transcription.Silencing Group	27_3_70

CUST_76122_PI403524517	2	0.099087715	-0.005554676	0.005555153	-0.055203915	-0.027186394	0.04248619	35_21822	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_49361_PI403524517	2	0.013418198	0.045196533	0.039245605	-0.40719414	-0.013418198	-0.40500355	35_14080	Rep: Protein At4g14960 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q3EA24	CHR4V7|COORD:8548765..8550315| TUA6 (tubulin alpha-6 chiain)	AT4G14960.2	CHR11V5|COORD:7955967..7958851|protein tubulin alpha-3 chain, putative, expressed	LOC_Os11g14220.2	no descriptionmoderately similar to ( 326)AT4G14960| Symbols: TUA6 | TUA6 (tubulin alpha-6 chiain) | chr4:8548765-8550315 REVERSEmoderately similar to ( 326)TBA3_HORVUTubulin alpha-3 chain - Hordeum vulgare (Barley)not assigned not assigned not assigned not assigned alpha_tubulin COG5023 Tubulin_FtsZ beta_tubulin Tubulin gamma_tubulin epsilon_tubulin delta_tubulin	cell.organisation	31_1

CUST_162914_PI403524517	2	0.007194996	-0.007194519	0.5147414	0.39992142	-0.02557373	-0.53303957	35_45438	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_23539_PI403524517	2	-0.051003456	0.27771473	0.058930397	-0.018823624	0.01882267	-0.093912125	35_6842	Rep: SCAR-like protein 2 - Oryza sativa (Rice)	UniRef90_Q5QNA6	CHR1V7|COORD:10190338..10194886| WAVE2 (WASP (Wiskott-Aldrich syndrome protein)-family verprolin homologous protein 2)	AT1G29170.1	CHR01V5|COORD:5887407..5895026|protein SCAR-like protein 2, putative, expressed	LOC_Os01g11040.1	 no descriptionvery weakly similar to (58.2)AT2G34150| Symbols: ATRANGAP2, WAVE1 | WAVE1 (WASP (Wiskott-Aldrich syndrome protein)-family verprolin homologous protein 1) | chr2:14426511-14430338 REVERSEmoderately similar to ( 340)SCRL2_ORYSA	cell.organisation	31_1

CUST_36312_PI403524517	2	0.3617587	0.088505745	0.007531643	-0.1516428	-0.44428444	-0.007531166	35_10470	"Cluster: Lipase class 3-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: Lipase class 3-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K2K7	CHR3V7|COORD:2367462..2372244| lipase class 3 family protein	AT3G07400.1	CHR02V5|COORD:16606368..16596799|protein triacylglycerol lipase, putative, expressed	LOC_Os02g28040.1	no descriptionweakly similar to ( 169)AT3G07400| Symbols:  | lipase class 3 family protein | chr3:2367462-2372244 FORWARD	lipid metabolism.lipid degradation.lipases.triacylglycerol lipase	11_9_2_1

CUST_97983_PI403524517	2	-0.122537136	-0.20849323	-0.42676115	0.32886124	0.122537136	0.43754005	35_27976	Rep: Hypothetical protein - Cleome spinosa	UniRef90_Q1KUT5	CHR3V7|COORD:3385014..3385613| zinc finger (C3HC4-type RING finger) family protein	AT3G10815.1	CHR01V5|COORD:19765539..19764748|protein zinc finger, C3HC4 type family protein	LOC_Os01g35120.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_17756_PI404877155	2	0.048293114	-0.029621124	-0.011606216	-0.032461166	0.01160717	0.07251263	HV11B04u_x_at	mannose 6-phosphate reductase (NADPH-dependent), putative [Arabidopsis thaliana]	NP_179721.1	mannose 6-phosphate reductase (NADPH-dependent), putative	At2g21250.1	protein oxidoreductase, aldo/keto reductase family, putative	Os02g03100	putative NADPH dependent mannose 6-phosphate reductase	minor CHO metabolism.others	3_5

CUST_15312_PI404877155	2	-0.073513985	0.67066956	-0.05148697	0.40429163	0.051487446	-0.21992636	Contig9172_at	probable germin protein 4 [Oryza sativa (japonica cultivar-group)] dbj|BAB64225.1| putative nectarin I [Oryza sativa (japonica cultivar-grou	NP_912610.1	germin-like protein (GLP4) (GLP5)	At1g09560.1	protein Cupin, putative	Os01g18170	germin-like protein (GLP10), identical to germin-like protein subfamily 2 member 4 (SP:Q9M263) or  germin-like protein (GLP10), identical to germin-like protein subfamily 2 member 4 (SP:Q9M263)	stress.abiotic.unspecified	20_2_99

CUST_14550_PI404877155	2	0.010661125	-0.14519215	-0.010662079	0.10048199	0.16391087	-0.041033745	Contig8366_at	DNA-binding protein PD2 - garden pea emb|CAA67292.1| DNA-binding protein PD2 [Pisum sativum]	T06586	expressed protein	At3g52170.1	protein hypothetical protein	Os12g34350	NONE	RNA.regulation of transcription.putative DNA-binding protein	27_3_67

CUST_14798_PI404877155	2	0.024718285	-0.21375942	-0.0285635	0.062758446	0.22503853	-0.024718285	Contig8619_at	Putative serine acetyltransferase [Oryza sativa (japonica cultivar-group)]	AAN05506.1	serine O-acetyltransferase, putative (SAT-106)	At2g17640.1	protein serine O-acetyltransferase, putative	Os03g04140	Encodes a cytosolic serine O-acetyltransferase involved in sulfur assimilation and cysteine biosynthesis.  Expressed in the vascular system.  Expression is induced in both roots and shoots under sulfur-starved conditions.	amino acid metabolism.synthesis.serine-glycine-cysteine group.cysteine.SAT	13_1_5_3_02

CUST_50145_PI403524517	2	0.090206146	-0.35022163	-0.013049126	0.013049126	0.04273796	-0.05868435	35_14311	"Cluster: 40S ribosomal protein S10; n=4; Oryza sativa|Rep: 40S ribosomal protein S10 - Oryza sativa (Rice)"	UniRef90_Q9AYP4	CHR4V7|COORD:13107497..13108760| 40S ribosomal protein S10 (RPS10A)	AT4G25740.1	CHR01V5|COORD:42754200..42751988|protein 40S ribosomal protein S10, putative, expressed	LOC_Os01g73160.1	no descriptionweakly similar to ( 172)AT5G52650| Symbols:  | 40S ribosomal protein S10 (RPS10C) | chr5:21373007-21374229 REVERSEweakly similar to ( 184)RS10_ORYSAnot assigned not assigned not assigned not assigned not assigned S10_plectin COG5045	protein.synthesis.misc ribososomal protein	29_2_2

CUST_107008_PI403524517	2	-0.15766239	-0.3344369	0.21185827	0.304976	0.15766287	-0.4649949	35_30453	Rep: OSIGBa0092M08.11 protein - Oryza sativa (Rice)	UniRef90_Q01I41	CHR2V7|COORD:15090180..15091415| U-box domain-containing protein	AT2G35930.1	CHR04V5|COORD:20424111..20422756|protein ubiquitin-protein ligase, putative	LOC_Os04g34030.1	no descriptionweakly similar to ( 124)AT2G35930| Symbols:  | U-box domain-containing protein | chr2:15090180-15091415 REVERSEvery weakly similar to (89.7)SPL11_ORYSAUbox U-box	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_107795_PI403524517	2	-0.024452686	0.2043848	0.02445221	-0.15398645	0.08155537	-0.1310029	35_30672	"Cluster: UV-damaged DNA binding protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: UV-damaged DNA binding protein - Oryza sativa (japonica cultivar-group"	UniRef90_Q9FS08	"CHR4V7|COORD:2746285..2752660| DDB1A (UV-damaged DNA-binding protein 1A); DNA binding"	AT4G05420.1	CHR05V5|COORD:29428583..29436780|protein DNA damage binding protein 1a, putative, expressed	LOC_Os05g51480.2	"no descriptionmoderately similar to ( 318)AT4G05420| Symbols: DDB1A | DDB1A (UV-damaged DNA-binding protein 1A); DNA binding | chr4:2746285-2752660 FORWARDvery weakly similar to (60.1)CPSF1_ORYSAnot assigned not assigned CPSF_A SFT1"	stress.abiotic.light	20_2_5

CUST_153505_PI403524517	2	0.12796783	0.60651875	0.23505783	-0.52051926	-0.3571701	-0.12796783	35_42900	"Cluster: Genomic DNA, chromosome 5, P1 clone:MJE4; n=1; Arabidopsis thaliana|Rep: Genomic DNA, chromosome 5, P1 clone:MJE4 - Arabidopsis thaliana (Mouse-ear cre"	UniRef90_Q9FJS3	CHR1V7|COORD:18414845..18416447| leucine-rich repeat family protein	AT1G49750.1	CHR04V5|COORD:27022063..27022638|protein ATP-dependent RNA helicase A, putative, expressed	LOC_Os04g45980.1	no descriptionnot assigned not assigned not assigned not assigned PRK12323	not assigned.unknown	35_2

CUST_11256_PI399408534	2	-0.018238068	-1.9753833	-0.84502697	0.018238068	0.33391	0.6245451	35_6628	"Cluster: Putative auxin-induced protein TGSAUR22; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative auxin-induced protein TGSAUR22 - Oryza sativa (japon"	UniRef90_Q5VPH5	CHR1V7|COORD:28381191..28381517| auxin-responsive protein, putative	AT1G75580.1	CHR06V5|COORD:1999168..1999570|protein OsSAUR24 - Auxin-responsive SAUR gene family member, expressed	LOC_Os06g04590.1	no descriptionvery weakly similar to (56.2)AT4G34760| Symbols:  | auxin-responsive family protein | chr4:16582476-16582799 REVERSEAuxin_inducible	hormone metabolism.auxin.induced-regulated-responsive-activated	17_2_3

CUST_77181_PI403524517	2	0.38278675	0.18910503	0.045156002	-0.4312296	-0.045156002	-0.3506117	35_22124	"Cluster: Putative Rieske iron-sulfur protein Tic55; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Rieske iron-sulfur protein Tic55 - Oryza sativa (j"	UniRef90_Q6K689	"CHR2V7|COORD:10582117..10583908| TIC55 (TRANSLOCON AT THE INNER ENVELOPE MEMBRANE OF CHLOROPLASTS 55); oxidoreductase"	AT2G24820.1	CHR02V5|COORD:33682481..33684618|protein pheophorbide a oxygenase, chloroplast precursor, putative, expressed	LOC_Os02g54980.1	" no descriptionmoderately similar to ( 202)AT2G24820| Symbols: TIC55 | TIC55 (TRANSLOCON AT THE INNER ENVELOPE MEMBRANE OF CHLOROPLASTS 55); oxidoreductase | chr2:10582117-10583908 FORWARDvery weakly similar to (85.5)CAO_CHLREChlorophyllide a oxygenase, chloroplast precursor - Chlamydomonas reinhardtiinot assigned not assigned not assigned not assigned Rieske_RO_Alpha_Tic55 Rieske_RO_Alpha_PaO Rieske_RO_Alpha_N HcaE Rieske_RO_Alpha_VanA_DdmC Rieske_RO_Alpha_PhDO_like Rieske_RO_Alpha_Cao Rieske Rieske Rieske_RO_Alpha_OMO_CARDO Rieske_RO_Alpha_PrnD Rieske_RO_Alpha_KSH {NirD} Rieske_RO_ferredoxin PRK07764 PRK12323 Rieske_RO_Alpha_OHBDO_like PRK07003 "	protein.targeting.chloroplast	29_3_3

CUST_28560_PI399408534	2	-0.051148415	0.33879185	0.14265823	-0.23005772	0.05114746	-0.06820202	35_20014	"Cluster: Hypothetical protein OJ1276_B06.19; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1276_B06.19 - Oryza sativa (japonica"	UniRef90_Q5VQF8	CHR3V7|COORD:20937853..20939776| AtATG18d (Arabidopsis thaliana homolog of yeast autophagy 18 (ATG18) d)	AT3G56440.1	CHR01V5|COORD:3502467..3507333|protein WD-repeat domain phosphoinositide-interacting protein 3, putative, expressed	LOC_Os01g07400.2	no descriptionhighly similar to ( 522)AT3G56440| Symbols: AtATG18d | AtATG18d (Arabidopsis thaliana homolog of yeast autophagy 18 (ATG18) d) | chr3:20937853-20939776 FORWARDnot assigned not assigned WD40	RNA.regulation of transcription.unclassified	27_3_99

CUST_9040_PI399408534	2	0.097922325	0.014575958	-0.014575958	-0.114177704	-0.029667854	0.06985569	35_10990	"Cluster: Hypothetical protein P0503G09.11; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0503G09.11 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5NBQ2	CHR4V7|COORD:881457..885222| protein kinase family protein	AT4G02010.1	CHR01V5|COORD:8372203..8363986|protein NAK-like ser/thr protein kinase, putative, expressed	LOC_Os01g14932.2	no descriptionweakly similar to ( 149)AT4G02010| Symbols:  | protein kinase family protein | chr4:881457-885222 FORWARDnot assigned	signalling.receptor kinases.extensin	30_2_18

CUST_10046_PI404877155	2	-0.13446283	0.45312977	0.14405155	-0.18830776	0.13446331	-0.4921341	Contig3762_s_at	starch branching enzyme IIb [Hordeum vulgare]	AAC69754.1	1,4-alpha-glucan branching enzyme / starch branching enzyme class II (SBE2-2)	At5g03650.1	protein starch branching enzyme isoform RBE3 - rice	Os02g32660	starch branching enzyme IIb	major CHO metabolism.synthesis.starch.starch branching	2_1_2_03

CUST_42559_PI403524517	2	0.00825119	-0.68764687	-0.2665043	0.13480568	0.17243576	-0.008252144	35_12227	"Cluster: Putative LRP1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative LRP1 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q941Y5	CHR4V7|COORD:7758606..7760888| leucine-rich repeat family protein / extensin family protein	AT4G13340.1	CHR01V5|COORD:42366471..42364016|protein LRP1, putative, expressed	LOC_Os01g72490.2	no descriptionnot assigned not assigned not assigned Drf_FH1	not assigned.unknown	35_2

CUST_7267_PI399408534	2	-0.13457298	0.0737257	0.085357666	0.017739296	-0.09276104	-0.017739296	35_7231	Rep: H0409D10.6 protein - Oryza sativa (Rice)	UniRef90_Q01KH3	CHR4V7|COORD:16892914..16894870| RWP-RK domain-containing protein	AT4G35590.1	CHR04V5|COORD:28056732..28054429|protein RWP-RK domain containing protein, expressed	LOC_Os04g47640.1	no descriptionweakly similar to ( 104)AT4G35590| Symbols:  | RWP-RK domain-containing protein | chr4:16892914-16894870 FORWARDRWP-RK	RNA.regulation of transcription.NIN-like bZIP-related family	27_3_60

CUST_11005_PI404877155	2	0.1048584	-0.12716484	-0.1090889	0.1048584	0.03592491	-0.03592491	Contig4741_s_at	knotted 7 [Hordeum vulgare]	AAQ11887.1	homeobox protein knotted-1 like 3 (KNAT3)	At5g25220.1	protein KNOX2 domain, putative	Os06g43860	"homeobox protein knotted-1 like 3 (KNAT3), identical to homeobox protein knotted-1 like 3 (KNAT3) SP:P48000 from (Arabidopsis thaliana) or  similar to homeobox protein knotted-1 like 4 (KNAT4) [Arabidopsis thaliana] (TAIR:At5g11060.1); similar to homeobox"	RNA.regulation of transcription.HB,Homeobox transcription factor family	27_3_22

CUST_30981_PI403524517	2	0.08466244	-0.19516087	-0.16119385	-0.03517437	0.03517437	0.1751833	35_8941	"Cluster: Cdc2 protein kinases-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Cdc2 protein kinases-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q653F8	CHR5V7|COORD:26836245..26837198| nucleic acid binding / pancreatic ribonuclease	AT5G67210.1	CHR06V5|COORD:28678748..28679996|protein plant-specific domain TIGR01627 family protein, expressed	LOC_Os06g47310.1	no descriptionmoderately similar to ( 212)AT5G67210| Symbols:  | nucleic acid binding / pancreatic ribonuclease | chr5:26836245-26837198 FORWARDnot assigned DUF579 PRK07003 PRK07764 PRK12323	not assigned.unknown	35_2

CUST_24157_PI403524517	2	0.03972149	1.4465218	0.15869904	-0.065423965	-0.039720535	-0.20185757	35_7014	"Cluster: Alpha-L-arabinofuranosidase C-terminus family protein, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Alpha-L-arabinofuranosidase"	UniRef90_Q10M79	"CHR3V7|COORD:3361036..3364578| ASD1 (ALPHA-L-ARABINOFURANOSIDASE); hydrolase, acting on glycosyl bonds"	AT3G10740.1	CHR03V5|COORD:11537173..11528342|protein alpha-N-arabinofuranosidase 1 precursor, putative, expressed	LOC_Os03g20420.3	" no descriptionmoderately similar to ( 449)AT3G10740| Symbols: ARAF, ASD1 | ASD1 (ALPHA-L-ARABINOFURANOSIDASE); hydrolase, acting on glycosyl bonds | chr3:3361036-3364578 REVERSEAbfA "	not assigned.no ontology	35_1

CUST_20924_PI399408534	2	0.2181654	0.052886963	-0.10517597	-0.052886963	-0.12500668	0.086548805	35_3628	"Cluster: Hypothetical protein OSJNBa0075M12.3; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0075M12.3 - Oryza sativa (japonica cu"	UniRef90_Q6AVR9	CHR1V7|COORD:29036362..29040776| protein kinase family protein	AT1G77280.1	CHR03V5|COORD:35256292..35251384|protein ATP binding protein, putative, expressed	LOC_Os03g62340.1	no descriptionweakly similar to ( 139)AT1G77280| Symbols:  | protein kinase family protein | chr1:29036362-29040776 REVERSEnot assigned	signalling.receptor kinases.proline extensin like	30_2_22

CUST_9289_PI399408534	2	-0.71713066	0.3248682	-0.107543945	0.25990677	-0.23255634	0.107543945	35_30519	Rep: WRKY transcription factor - Triticum aestivum (Wheat)	UniRef90_A0MAV0	"CHR4V7|COORD:6759299..6760759| WRKY41 (WRKY DNA-binding protein 41); transcription factor"	AT4G11070.1	CHR09V5|COORD:10127824..10130135|protein OsWRKY74 - Superfamily of rice TFs having WRKY and zinc finger domains, expressed	LOC_Os09g16510.1	" no descriptionweakly similar to ( 122)AT4G11070| Symbols: ATWRKY41, WRKY41 | WRKY41 (WRKY DNA-binding protein 41); transcription factor | chr4:6759299-6760759 FORWARDWRKY "	RNA.regulation of transcription.WRKY domain transcription factor family	27_3_32

CUST_27971_PI399408534	2	0.51674366	-0.8412552	-0.06933403	-0.12755585	0.5506592	0.06933308	35_32035	"Cluster: Putative receptor-like kinase RHG1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative receptor-like kinase RHG1 - Oryza sativa (japonica cultiv"	UniRef90_Q6ZL12	CHR1V7|COORD:25650064..25652579| leucine-rich repeat transmembrane protein kinase, putative	AT1G68400.1	CHR07V5|COORD:23208946..23206760|protein receptor-kinase isolog, 5 partial, putative, expressed	LOC_Os07g38640.1	 no descriptionvery weakly similar to (72.0)AT1G68400| Symbols:  | leucine-rich repeat transmembrane protein kinase, putative | chr1:25650064-25652579 REVERSEvery weakly similar to (50.8)PSKR_DAUCAPhytosulfokine receptor precursor - Daucus carota (Carrot)not assigned not assigned not assigned PTKc PTKc_Jak_rpt2 TyrKc Pkinase_Tyr PTKc_Trk S_TKc Pkinase S_TKc PTKc_Fes_like 	signalling.receptor kinases.leucine rich repeat III	30_2_3

CUST_159827_PI403524517	2	0.05885935	0.33186436	0.07365227	-0.34266615	-0.058859825	-0.19885826	35_44603	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_136001_PI403524517	2	0.0018262863	0.00393486	-0.12981129	-0.01792717	0.14312553	-0.00182724	35_38140	"Cluster: AMP-binding enzyme family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: AMP-binding enzyme family protein, expressed - Oryza sat"	UniRef90_Q2QX58	"CHR1V7|COORD:29153395..29156670| LACS9 (LONG CHAIN ACYL-COA SYNTHETASE 9); long-chain-fatty-acid-CoA ligase"	AT1G77590.1	CHR12V5|COORD:3482864..3488371|protein acyl-CoA synthetase long-chain family member 3, putative, expressed	LOC_Os12g07110.2	"no descriptionmoderately similar to ( 389)AT1G77590| Symbols: LACS9 | LACS9 (LONG CHAIN ACYL-COA SYNTHETASE 9); long-chain-fatty-acid-CoA ligase | chr1:29153395-29156670 REVERSEvery weakly similar to (52.4)4CL2_SOYBN4-coumarate--CoA ligase 2 - Glycine max (Soybean)not assigned not assigned not assigned not assigned FAA1 AMP-binding CaiC PRK03640 PRK05677 PRK07514 PRK07529 PRK06145 PRK06839 PRK08180 Acs PRK12492 PRK05605 PRK09089"	lipid metabolism.FA synthesis and FA elongation.long chain fatty acid CoA ligase	11_1_9

CUST_92443_PI403524517	2	-0.107085705	-0.8148899	0.27015448	0.107085705	0.24983215	-0.40226078	35_26433	"Cluster: Glycosyl transferase family 8 protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Glycosyl transferase family 8"	UniRef90_Q10MP3	"CHR3V7|COORD:23184395..23185480| GATL7 (Galacturonosyltransferase-like 7); polygalacturonate 4-alpha-galacturonosyltransferase/ transferase,"	AT3G62660.1	CHR03V5|COORD:10563011..10565056|protein transferase, transferring glycosyl groups, putative, expressed	LOC_Os03g18890.1	" no descriptionweakly similar to ( 129)AT3G62660| Symbols: GATL7 | GATL7 (Galacturonosyltransferase-like 7); polygalacturonate 4-alpha-galacturonosyltransferase/ transferase, transferring glycosyl groups / transferase, transferring hexosyl groups | chr3:23184395-23185480 FORWARD"	misc.UDP glucosyl and glucoronyl transferases	26_2

CUST_81630_PI403524517	2	0.14811802	-0.21194696	-0.35070372	0.08850145	0.07996416	-0.07996416	35_23414	Rep: Starch synthase IV - Triticum aestivum (Wheat)	UniRef90_Q1KVP6	CHR4V7|COORD:10082232..10087055| starch synthase-related protein	AT4G18240.1	CHR05V5|COORD:26402544..26410849|protein glycogen synthase, putative, expressed	LOC_Os05g45720.4	 no descriptionmoderately similar to ( 227)AT4G18240| Symbols: ATSS4, SSIV | starch synthase-related protein | chr4:10082232-10087055 FORWARDnot assigned not assigned Smc PRK03918 SbcC 	major CHO metabolism.synthesis.starch.starch synthase	2_1_2_2

CUST_79742_PI403524517	2	0.0011482239	0.16615868	-0.09010315	-0.11347675	-0.0011491776	0.010713577	35_22868	Rep: OSIGBa0101C23.11 protein - Oryza sativa (Rice)	UniRef90_Q01J16	CHR2V7|COORD:18497473..18499854| protein kinase, putative	AT2G44830.1	CHR04V5|COORD:27134723..27138709|protein protein kinase G11A, putative, expressed	LOC_Os04g46180.2	 no descriptionweakly similar to ( 191)AT2G44830| Symbols:  | protein kinase, putative | chr2:18497473-18499854 FORWARDweakly similar to ( 169)G11A_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned 	protein.postranslational modification	29_4

CUST_50850_PI403524517	2	-0.18653107	-0.12752533	-0.04234028	0.042341232	0.08088112	0.09280205	35_14505	"Cluster: Triosephosphate isomerase, cytosolic; n=3; Triticeae|Rep: Triosephosphate isomerase, cytosolic - Hordeum vulgare (Barley)"	UniRef90_P34937	"CHR3V7|COORD:20564771..20567055| ATCTIMC (CYTOSOLIC TRIOSE PHOSPHATE ISOMERASE); triose-phosphate isomerase"	AT3G55440.1	CHR01V5|COORD:2590443..2586339|protein triosephosphate isomerase, cytosolic, putative, expressed	LOC_Os01g05490.1	" no descriptionmoderately similar to ( 355)AT3G55440| Symbols: TPI, ATCTIMC | ATCTIMC (CYTOSOLIC TRIOSE PHOSPHATE ISOMERASE); triose-phosphate isomerase | chr3:20564771-20567055 FORWARDmoderately similar to ( 434)TPIS_HORVUTriosephosphate isomerase, cytosolic - Hordeum vulgare (Barley)not assigned TIM TIM tpiA TpiA PRK04302 "	glycolysis.TPI	4_8

CUST_42463_PI403524517	2	-0.8469372	-0.04676485	-0.020670414	0.41358137	0.62508965	0.02067089	35_12202	"Cluster: Hypothetical protein P0516A04.9; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0516A04.9 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q67VZ6	0	0	CHR06V5|COORD:6232137..6232575|protein expressed protein	LOC_Os06g11760.1	no description	not assigned.unknown	35_2

CUST_163335_PI403524517	2	0.04379177	-0.4964857	-0.10018301	0.3272195	0.31323004	-0.04379177	35_45549	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_180125_PI403524517	2	-0.18646288	-0.47958374	0.023712635	0.06645918	0.16543865	-0.023712635	35_50093	"Cluster: Hypothetical protein At2g13600; n=1; Arabidopsis thaliana|Rep: Hypothetical protein At2g13600 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9SIT7	CHR2V7|COORD:5678575..5680668| pentatricopeptide (PPR) repeat-containing protein	AT2G13600.1	CHR01V5|COORD:40178262..40176494|protein pentatricopeptide repeat protein PPR1106-17, putative, expressed	LOC_Os01g68610.1	no descriptionweakly similar to ( 196)AT2G13600| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr2:5678575-5680668 FORWARDvery weakly similar to (59.3)RF1_ORYSA	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_178723_PI403524517	2	-0.5495243	0.21817684	-0.11637592	0.11637497	0.30828285	-0.4773574	35_49709	"Cluster: Beta-galactosidase, putative, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Beta-galactosidase, putative, expressed - Oryza sativa (japon"	UniRef90_Q10NX8	"CHR2V7|COORD:12176124..12180241| BGAL8 (beta-glactosidase 8); beta-galactosidase"	AT2G28470.1	CHR03V5|COORD:8181221..8174999|protein beta-galactosidase precursor, putative, expressed	LOC_Os03g15020.4	"no descriptionweakly similar to ( 186)AT2G28470| Symbols: BGAL8 | BGAL8 (beta-glactosidase 8); beta-galactosidase | chr2:12176124-12180241 REVERSEweakly similar to ( 166)BGAL_BRAOLBeta-galactosidase precursor - Brassica oleracea (Wild cabbage)not assigned Glyco_hydro_35"	misc.gluco-, galacto- and mannosidases	26_3

CUST_25944_PI399408534	2	0.015371323	0.043844223	-0.0023994446	-0.08761978	-0.05796051	0.002401352	35_5661	"Cluster: Like-Sm ribonucleoprotein-related, core; n=4; Magnoliophyta|Rep: Like-Sm ribonucleoprotein-related, core - Medicago truncatula (Barrel medic)"	UniRef90_Q1STY0	CHR4V7|COORD:14803106..14804265| small nuclear ribonucleoprotein F, putative / snRNP-F, putative / Sm protein F, putative	AT4G30220.1	CHR11V5|COORD:25806296..25808369|protein small nuclear ribonucleoprotein F, putative, expressed	LOC_Os11g43620.1	 no descriptionweakly similar to ( 145)AT4G30220| Symbols: RUXF | small nuclear ribonucleoprotein F, putative / snRNP-F, putative / Sm protein F, putative | chr4:14803106-14804265 REVERSEnot assigned not assigned Sm_F LSM LSm6 Sm LSM1 archeal_Sm1 Sm_like PRK00737 	RNA.processing	27_1

CUST_115953_PI403524517	2	-0.28615093	0.095570564	-0.13514137	0.13290215	0.2212944	-0.09556961	35_32882	"Cluster: Putative PTEN-like phosphatase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative PTEN-like phosphatase - Oryza sativa (japonica cultivar-group"	UniRef90_Q5JNL3		0	CHR01V5|COORD:31195255..31198451|protein protein-tyrosine phosphatase mitochondrial 1, mitochondrial precursor, putative, expressed	LOC_Os01g53710.1	no description	not assigned.unknown	35_2

CUST_136175_PI403524517	2	0.11050272	0.56958055	-0.06368017	-0.0334301	0.0334301	-0.17063236	35_38187	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_35129_PI403524517	2	0.05353546	-0.3319149	-0.0020551682	0.0020551682	0.067977905	-0.007846832	35_10129	"Cluster: Putative NADPH:adrenodoxin oxidoreductase mitochondrial; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative NADPH:adrenodoxin oxidoreductase mit"	UniRef90_Q6ERP0	CHR4V7|COORD:15621556..15624717| NADP adrenodoxin-like ferredoxin reductase	AT4G32360.1	CHR02V5|COORD:10207337..10212954|protein NADPH adrenodoxin oxidoreductase, mitochondrial precursor, putative, expressed	LOC_Os02g17700.1	no descriptionweakly similar to ( 115)AT4G32360| Symbols:  | NADP adrenodoxin-like ferredoxin reductase | chr4:15621556-15624717 FORWARDnot assigned	PS.lightreaction.other electron carrier (ox/red).ferredoxin reductase	1_1_5_3

CUST_16302_PI403524517	2	-0.055747986	-0.21240139	0.055747986	0.13416195	-0.18591213	0.20730305	35_4697	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_61631_PI403524517	2	0.033833504	-0.2540741	0.06270695	-0.071331024	-0.03383398	0.06912041	35_17588	"Cluster: Os09g0509500 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0509500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J0H1	CHR5V7|COORD:16472540..16476426| esterase/lipase/thioesterase family protein	AT5G41120.1	CHR09V5|COORD:19780195..19774811|protein acyltransferase/ catalytic, putative, expressed	LOC_Os09g33530.2	no descriptionmoderately similar to ( 267)AT5G41120| Symbols:  | esterase/lipase/thioesterase family protein | chr5:16472540-16476426 REVERSE	not assigned.no ontology	35_1

CUST_63673_PI403524517	2	0.19064045	-0.08001137	-0.12190628	-0.03677082	0.036769867	0.12188721	35_18178	Rep: UDP-D-xylose epimerase 3 - Hordeum vulgare (Barley)	UniRef90_Q2LC81	"CHR1V7|COORD:10855478..10857952| MUR4 (MURUS 4); catalytic"	AT1G30620.2	CHR08V5|COORD:1660615..1665750|protein UDP-arabinose 4-epimerase 3, putative, expressed	LOC_Os08g03570.1	 no descriptionmoderately similar to ( 267)AT1G30620| Symbols: UXE1, MUR4 | MUR4 (MURUS 4) | chr1:10855478-10857952 FORWARDmoderately similar to ( 304)ARAE3_ORYSAnot assigned GalE PRK10675 RfbB WcaG 	cell wall.precursor synthesis.MUR4	10_1_9

CUST_115333_PI403524517	2	-0.07642746	-0.030661583	0.03066063	0.11654949	0.06385803	-0.15801811	35_32715	"Cluster: 50S ribosomal protein L27, chloroplast precursor; n=2; Oryza sativa|Rep: 50S ribosomal protein L27, chloroplast precursor - Oryza sativa (Rice)"	UniRef90_O65037	CHR5V7|COORD:16428094..16429073| 50S ribosomal protein L27, chloroplast, putative (RPL27)	AT5G40950.1	CHR01V5|COORD:40780678..40783528|protein 50S ribosomal protein L27, chloroplast precursor, putative, expressed	LOC_Os01g69950.1	 no descriptionvery weakly similar to (54.7)AT5G40950| Symbols:  | 50S ribosomal protein L27, chloroplast, putative (RPL27) | chr5:16428094-16429073 FORWARDvery weakly similar to (71.2)RK27_ORYSA	protein.synthesis.mito/plastid ribosomal protein.plastid	29_2_1_1

CUST_97940_PI403524517	2	0.060333252	-0.20292187	0.069553375	-0.03230667	0.0071144104	-0.007115364	35_27963	0	0	CHR3|COORD:3669396..3671845| expressed protein, similar to unknown protein GB:AAF00672 (Arabidopsis thaliana)	AT3G11620.1	CHR01V5|COORD:42595366..42591869|protein expressed protein	LOC_Os01g72870.2	no description	not assigned.unknown	35_2

CUST_4025_PI403524517	2	-0.21390057	-0.09310722	0.17016983	0.20431328	-0.04455948	0.044558525	35_1114	Rep: Salt tolerance protein - Sesuvium portulacastrum (Shoreline sea purslane)	UniRef90_Q5PXN9	CHR2|COORD:18233395..18235226| late embryogenesis abundant family protein / LEA family protein, similar to ethylene-responsive late embryogenesis-like protein	AT2G44060.2	CHR03V5|COORD:35382610..35379908|protein salt tolerance protein, putative, expressed	LOC_Os03g62620.4	no descriptionmoderately similar to ( 403)AT2G44060| Symbols:  | late embryogenesis abundant family protein / LEA family protein | chr2:18233998-18235064 FORWARDvery weakly similar to (83.2)LEA14_GOSHILate embryogenesis abundant protein Lea14-A - Gossypium hirsutum (Upland cotton) (Gossypium mexicanum)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned LEA_2 Herpes_BLLF1 PRK07003 AF-4 HPC2 DUF566 APC_basic Atrophin-1 Tymo_45kd_70kd Nup153 KAR9 MAP65_ASE1 Gag_spuma PRK12678 PRK07764 PRK12323 COG3889 COG5608 Metaviral_G Pneumo_att_G Herpes_UL32 DUF390 ROM1 DUF936 Herpes_TAF50 GRASP55_65 SLD3	development.late embryogenesis abundant	33_2

CUST_24966_PI403524517	2	-0.020011902	-0.37401962	0.020010948	-0.07296085	0.12961388	0.13619137	35_7247	"Cluster: Hypothetical protein OJ1365_D05.6; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1365_D05.6 - Oryza sativa (japonica cultivar"	UniRef90_Q75KX1	CHR5V7|COORD:17556252..17558960| transport protein, putative	AT5G43670.1	CHR03V5|COORD:30426928..30432543|protein protein transport protein Sec23A, putative, expressed	LOC_Os03g53140.3	 no descriptionmoderately similar to ( 361)AT5G43670| Symbols:  | transport protein, putative | chr5:17556252-17558960 REVERSEnot assigned SEC23 Sec23_helical Gelsolin 	protein.targeting.secretory pathway.golgi	29_3_4_2

CUST_15916_PI404877155	2	0.096437454	-0.67375565	-0.084677696	0.0029859543	-0.0029859543	0.068984985	Contig976_at	0	AAS05825.1	fructose-bisphosphate aldolase, putative	At2g36460.1	protein Fructose-bisphosphate aldolase class-I	Os05g33380	 putative fructose 1-,6-biphosphate aldolase	glycolysis.aldolase	4_07

CUST_4645_PI404877155	2	-0.087296486	0.7992525	0.47947407	-0.16749668	-0.52175045	0.08729553	Contig15816_at	ACC synthase	AAB18416.1	0	0	protein 1-aminocyclopropane-1-carboxylate synthase (EC 4.4.1.14) 2 - wheat	Os04g48850	aminocyclopropane-1-carboxylate synthase (EC 4.4.1.14) 2 - wheat	hormone metabolism.ethylene.synthesis-degradation	17_5_1

CUST_3832_PI404877155	2	0.08055687	-0.084088326	0.091153145	-0.089951515	-0.03331852	0.03331852	Contig14444_at	OSJNBb0058J09.5 [Oryza sativa (japonica cultivar-group)] ref|XP_471516.1| OSJNBb0058J09.5 [Oryza sativa (japonica cultivar-group)]	CAD39868.2	expressed protein	At4g38495.1	protein Similar to contains similarity to arabinosidase	Os04g20590	0	RNA.regulation of transcription	27_3

CUST_73334_PI403524517	2	0.036453247	0.04099846	-0.0364542	-0.06237793	-0.04485321	0.103547096	35_21026	"Cluster: Putative PMS2 postmeiotic segregation increased 2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative PMS2 postmeiotic segregation increased 2 -"	UniRef90_Q69L72	CHR4V7|COORD:1076306..1080510| DNA mismatch repair protein, putative	AT4G02460.1	CHR02V5|COORD:22918620..22911947|protein ATP binding protein, putative, expressed	LOC_Os02g37920.1	 no descriptionweakly similar to ( 171)AT4G02460| Symbols:  | DNA mismatch repair protein, putative | chr4:1076306-1080510 REVERSEnot assigned not assigned MutL 	DNA.repair	28_2

CUST_169086_PI403524517	2	-0.25828648	-0.084962845	0.024192333	0.25330496	0.03593397	-0.024191856	35_47088	"Cluster: OmpA/MotB precursor; n=1; Rhodopseudomonas palustris HaA2|Rep: OmpA/MotB precursor - Rhodopseudomonas palustris (strain HaA2)"	UniRef90_Q2J3C8	CHR1V7|COORD:3690406..3692826| hydroxyproline-rich glycoprotein family protein	AT1G11070.1	CHR08V5|COORD:395077..393302|protein vegetative cell wall protein gp1 precursor, putative, expressed	LOC_Os08g01690.1	no descriptionPRK12323 PRK07764	not assigned.unknown	35_2

CUST_79296_PI403524517	2	-0.032316208	-0.2627573	0.0623703	-0.066669464	0.06500816	0.032316208	35_22746	"Cluster: Hypothetical protein P0524F03.26; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0524F03.26 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6Z9I3	CHR1V7|COORD:5457147..5458239| mitochondrial glycoprotein family protein / MAM33 family protein	AT1G15870.1	CHR08V5|COORD:21264857..21266682|protein mitochondrial glycoprotein, expressed	LOC_Os08g34130.1	no descriptionweakly similar to ( 130)AT1G15870| Symbols:  | mitochondrial glycoprotein family protein / MAM33 family protein | chr1:5457147-5458239 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned MAM33 PRK12678 PRK12323 PRK07764	not assigned.no ontology	35_1

CUST_113731_PI403524517	2	0.28025484	-0.30436993	0.14933729	0.2482233	-0.3388462	-0.14933681	35_32278	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_91768_PI403524517	2	0.06866455	0.081754684	-0.013519287	-0.17978668	-0.11377621	0.013519287	35_26237	"Cluster: Protein kinase domain containing protein, expressed; n=3; Poaceae|Rep: Protein kinase domain containing protein, expressed - Oryza sativa (japonica cul"	UniRef90_Q337H2	CHR2V7|COORD:17875674..17877707| protein kinase family protein	AT2G42960.1	CHR10V5|COORD:18640884..18645624|protein BRASSINOSTEROID INSENSITIVE 1-associated receptor kinase 1 precursor, putative, expressed	LOC_Os10g35450.1	no descriptionvery weakly similar to (67.0)AT2G42960| Symbols:  | protein kinase family protein | chr2:17875674-17877707 REVERSE	protein.postranslational modification.kinase.receptor like cytoplasmatic kinase V	29_4_1_55

CUST_30974_PI399408534	2	0.64822483	-0.6412258	0.17404556	-0.09518528	0.0024223328	-0.0024232864	35_12350	"Cluster: Nucleoid DNA-binding-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Nucleoid DNA-binding-like protein - Oryza sativa (japonica cultivar"	UniRef90_Q8GSB5	CHR5V7|COORD:2183601..2185718| pepsin A	AT5G07030.1	CHR07V5|COORD:27744614..27746316|protein aspartic proteinase nepenthesin-1 precursor, putative, expressed	LOC_Os07g46480.1	no descriptionweakly similar to ( 164)AT5G07030| Symbols:  | pepsin A | chr5:2183601-2185718 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 Transformer PRK07764	RNA.regulation of transcription.unclassified	27_3_99

CUST_137337_PI403524517	2	0.037951946	-0.2537899	0.2499609	0.24380922	-0.1838994	-0.037951946	35_38515	"Cluster: 26S proteasome non-ATPase regulatory subunit 6; n=4; Oryza sativa|Rep: 26S proteasome non-ATPase regulatory subunit 6 - Oryza sativa (Rice)"	UniRef90_Q8W425	CHR4V7|COORD:12790481..12792609| 26S proteasome regulatory subunit, putative (RPN7)	AT4G24820.1	CHR02V5|COORD:23455595..23460059|protein 26S proteasome non-ATPase regulatory subunit 6, putative, expressed	LOC_Os02g38810.1	 no descriptionweakly similar to ( 160)AT4G24820| Symbols:  | 26S proteasome regulatory subunit, putative (RPN7) | chr4:12790481-12792609 REVERSEweakly similar to ( 178)PSMD6_ORYSAnot assigned RPN7 	protein.degradation.ubiquitin.proteasom	29_5_11_20

CUST_36578_PI403524517	2	0.30126572	-0.22384357	0.06642151	-0.06159687	0.06159687	-0.20999622	35_10547	Rep: H0714H04.4 protein - Oryza sativa (Rice)	UniRef90_Q01JU8	CHR3V7|COORD:19050959..19053416| proline-rich family protein	AT3G51290.1	CHR04V5|COORD:31278197..31283712|protein BCL-2 binding anthanogene-1, putative, expressed	LOC_Os04g52890.2	no description	not assigned.unknown	35_2

CUST_32463_PI403524517	2	0.08529568	0.025706768	-0.025706291	0.17880774	-0.29503727	-0.24265194	35_9359	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_168426_PI403524517	2	-0.20111084	-0.033060074	0.14056301	0.046378136	0.03305912	-0.042243004	35_46904	"Cluster: Os11g0213700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os11g0213700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0ITV5	CHR5V7|COORD:26735564..26738359| disease resistance protein (CC-NBS-LRR class), putative	AT5G66910.1	CHR11V5|COORD:5907411..5903428|protein NBS-LRR disease resistance protein, putative, expressed	LOC_Os11g10760.1	 no descriptionvery weakly similar to (71.6)AT5G66910| Symbols:  | disease resistance protein (CC-NBS-LRR class), putative | chr5:26735564-26738359 REVERSE	stress.biotic	20_1

CUST_135399_PI403524517	2	0.12901545	-0.12901592	0.297235	0.28045034	-0.5921025	-0.28677845	35_37980	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_149423_PI403524517	2	-0.030845165	0.31587934	1.3116236	0.030845642	-0.6997881	-0.16851377	35_41799	"Cluster: Os09g0536200 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os09g0536200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J017	CHR4V7|COORD:16639765..16641759| armadillo/beta-catenin repeat family protein	AT4G34940.1	CHR09V5|COORD:21081998..21085571|protein armadillo/beta-catenin-like repeat family protein, expressed	LOC_Os09g36550.1	no descriptionvery weakly similar to (58.5)AT4G34940| Symbols:  | armadillo/beta-catenin repeat family protein | chr4:16639765-16641759 FORWARD	not assigned.no ontology.armadillo/beta-catenin repeat family protein	35_1_3

CUST_34688_PI403524517	2	-0.4990654	0.638381	-0.032271385	0.32038498	0.032271385	-0.11850929	35_10001	"Cluster: Putative diacylglycerol kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative diacylglycerol kinase - Oryza sativa (japonica"	UniRef90_Q5ZAU2	CHR2V7|COORD:8996875..8999879| diacylglycerol kinase, putative	AT2G20900.2	CHR01V5|COORD:33519819..33512178|protein diacylglycerol kinase, putative, expressed	LOC_Os01g57420.1	no descriptionmoderately similar to ( 328)AT2G20900| Symbols:  | diacylglycerol kinase | chr2:8996493-8999879 REVERSEnot assigned not assigned not assigned DAGKa DAGK_acc	lipid metabolism.Phospholipid synthesis.diacylglycerol kinase	11_3_5

CUST_8769_PI403524517	2	0.21236897	-0.14456367	0.10111618	-0.02046299	0.02046299	-0.07758045	35_2459	"Cluster: Acetolactate synthase, small subunit, putative; n=1; Oryza sativa (japonica cultivar-group)|Rep: Acetolactate synthase, small subunit, putative - Oryza"	UniRef90_Q53L28	CHR5|COORD:5333830..5337747| acetolactate synthase small subunit, putative, similar to gi:5931761 from Nicotiana plumbaginifolia	AT5G16290.2	CHR02V5|COORD:23879738..23884873|protein acetolactate synthase/ amino acid binding protein, putative, expressed	LOC_Os02g39570.1	 no descriptionweakly similar to ( 158)AT5G16290| Symbols:  | acetolactate synthase small subunit, putative | chr5:5333877-5337390 FORWARDnot assigned ilvH IlvH ilvH ACT_AHAS ACT 	amino acid metabolism.synthesis.branched chain group.common.acetolactate synthase	13_1_4_1_1

CUST_143299_PI403524517	2	0.05850506	-0.19978905	-0.36176968	-0.05850506	0.35213518	0.1351676	35_40151	Rep: Pol - Alternaria alternata (Alternaria rot fungus)	UniRef90_Q9UVD8		0	0	0	no description	not assigned.unknown	35_2

CUST_54255_PI403524517	2	-0.1601057	0.49787903	0.302783	-0.29235744	-0.023474693	0.023475647	35_15443	"Cluster: Hypothetical protein B1274F11.44; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1274F11.44 - Oryza sativa (japonica cultivar-g"	UniRef90_Q651C1	"CHR1V7|COORD:7007957..7009309| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G76020.1); similar to unknown [Solanum tuberosum] (GB:ABB55396.1);"	AT1G20225.1	CHR09V5|COORD:21357373..21354321|protein expressed protein	LOC_Os09g37020.2	"no descriptionweakly similar to ( 199)AT1G20225| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G76020.1); similar to unknown [Solanum tuberosum] (GB:ABB55396.1); contains InterPro domain Thioredoxin-like fold; (InterPro:IPR012336); contains InterPro domain Thioredoxin fold; (InterPro:IPR012335) | chr1:7007957-7009309 REVERSEnot assigned not assigned not assigned DSBA"	not assigned.unknown	35_2

CUST_8740_PI399408534	2	0.11523819	0.344759	0.03475666	-0.10942364	-0.11393547	-0.034757614	35_138	Rep: Hypothetical protein P0016H04.7 - Oryza sativa (japonica cultivar-group)	UniRef90_Q65XW1	"CHR5V7|COORD:23976987..23977956| similar to Rab5-interacting family protein [Arabidopsis thaliana] (TAIR:AT2G29020.1); similar to Os05g0110600 [Oryza"	AT5G59410.1	CHR05V5|COORD:546271..544544|protein RAB5-interacting protein isoform a, putative, expressed	LOC_Os05g01994.1	"no descriptionvery weakly similar to (53.9)AT5G59410| Symbols:  | similar to Rab5-interacting family protein [Arabidopsis thaliana] (TAIR:AT2G29020.1); similar to Os05g0110600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001054441.1); similar to hypothetical protein [Oryza sativa] (GB:AAK73154.1); contains InterPro domain Rab5-interacting; (InterPro:IPR010742) | chr5:23976987-23977956 REVERSEnot assigned not assigned Rab5ip"	not assigned.unknown	35_2

CUST_120226_PI403524517	2	-0.24164438	-0.8072338	0.84843445	1.6315145	0.229105	-0.229105	35_33994	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_95635_PI403524517	2	-0.025985718	0.29413128	-0.09998894	-0.12925243	0.025986671	0.060926437	35_27331	"Cluster: Hypothetical protein OSJNBb0053D02.10; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0053D02.10 - Oryza sativa (japonica"	UniRef90_Q6AUG1	0	0	CHR05V5|COORD:27994109..27995255|protein expressed protein	LOC_Os05g48950.1	no description	not assigned.unknown	35_2

CUST_80875_PI403524517	2	0.18778515	-0.65982246	-0.19499683	0.003148079	-0.003148079	0.05953598	35_23194	"Cluster: Membrane-associated salt-inducible protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Membrane-associated salt-inducible protein-like - Ory"	UniRef90_Q9ASH1	CHR4V7|COORD:7758606..7760888| leucine-rich repeat family protein / extensin family protein	AT4G13340.1	CHR01V5|COORD:24811397..24814679|protein conserved hypothetical protein	LOC_Os01g42990.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned Drf_FH1 PRK12323 Atrophin-1 Extensin_2	not assigned.unknown	35_2

CUST_105659_PI403524517	2	0.20755291	0.19754696	0.10412836	-0.1383667	-0.5040388	-0.10412884	35_30087	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2R3J0	CHR3V7|COORD:1401485..1408101| HST (HASTY)	AT3G05040.1	CHR11V5|COORD:18135051..18149501|protein expressed protein	LOC_Os11g31770.2	no description	not assigned.unknown	35_2

CUST_100152_PI403524517	2	0.5093756	-0.60510397	0.029566765	0.10739899	-0.029566288	-0.20220184	35_28592	Rep: H0913C04.4 protein - Oryza sativa (Rice)	UniRef90_Q259U0	CHR5V7|COORD:1390050..1393761| pentatricopeptide (PPR) repeat-containing protein	AT5G04810.1	CHR04V5|COORD:34739546..34751045|protein nucleic acid binding protein, putative, expressed	LOC_Os04g58780.1	no descriptionweakly similar to ( 166)AT5G04810| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr5:1390050-1393761 FORWARDvery weakly similar to (50.8)RF1_ORYSA	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_44257_PI403524517	2	0.084609985	-0.54066086	0.0026397705	0.0047798157	-0.033587456	-0.0026397705	35_12698	"Cluster: Hypothetical protein P0031D11.23; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0031D11.23 - Oryza sativa (japonica cultivar-g"	UniRef90_Q943M0	"CHR3V7|COORD:20529495..20531667| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G63270.1); similar to expressed protein [Oryza sativa (japonica"	AT3G55350.1	CHR01V5|COORD:36314405..36310668|protein transposon protein, putative, CACTA, En/Spm sub-class, expressed	LOC_Os01g62160.1	"no descriptionvery weakly similar to (79.0)AT3G55350| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G63270.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABA95488.2); similar to Os11g0702700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001068533.1); contains InterPro domain Trp repressor/replication initiator; (InterPro:IPR010921) | chr3:20529495-20531667 FORWARD"	not assigned.unknown	35_2

CUST_86987_PI403524517	2	6.4849854E-4	0.42403412	0.011547089	-0.12084961	-0.07220936	-6.4849854E-4	35_24912	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_75673_PI403524517	2	0.09398365	0.05862999	-0.063970566	-0.058630943	-0.13064957	0.07594967	35_21693	"Cluster: Os05g0373500 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0373500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DIP1	CHR4V7|COORD:366692..367060| auxin-responsive family protein	AT4G00880.1	CHR01V5|COORD:41535561..41530696|protein RING zinc finger protein, putative, expressed	LOC_Os01g71220.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_54129_PI403524517	2	0.09650946	-0.9436827	-0.007215023	0.07246065	-0.04721737	0.007215023	35_15402	"Cluster: Os11g0174000 protein; n=5; Oryza sativa (japonica cultivar-group)|Rep: Os11g0174000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IU95	CHR4V7|COORD:15264082..15267390| coatomer beta subunit, putative / beta-coat protein, putative / beta-COP, putative	AT4G31480.1	CHR01V5|COORD:10023900..10018206|protein coatomer subunit beta, putative, expressed	LOC_Os01g17430.1	 no descriptionnearly identical (1115)AT4G31480| Symbols:  | coatomer beta subunit, putative / beta-coat protein, putative / beta-COP, putative | chr4:15264082-15267390 FORWARDnot assigned not assigned not assigned Coatamer_beta_C COG5096 Adaptin_N 	cell. vesicle transport	31_4

CUST_152302_PI403524517	2	0.2897439	0.113904	0.11022949	-0.110229015	-0.22210169	-0.18677711	35_42570	"Cluster: Putative transformer-SR ribonucleoprotein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative transformer-SR ribonucleoprotein - Oryza sativa"	UniRef90_Q5Z990	CHR4V7|COORD:16953989..16955131| transformer serine/arginine-rich ribonucleoprotein, putative	AT4G35785.1	CHR06V5|COORD:30778794..30783597|protein transformer-2 protein, putative, expressed	LOC_Os06g50890.5	no description	not assigned.unknown	35_2

CUST_126134_PI403524517	2	-0.051103592	0.6077032	0.05110407	0.056525707	-0.18683958	-0.051372528	35_35508	"Cluster: Os01g0706400 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os01g0706400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JJZ8		0	CHR01V5|COORD:29633295..29639465|protein expressed protein	LOC_Os01g51010.2	no description	not assigned.unknown	35_2

CUST_96185_PI403524517	2	0.13468552	0.39796066	-0.015299797	0.015299797	-0.0752697	-0.059348106	35_27479	"Cluster: Putative TIP120 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative TIP120 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6H4V4	0	0	CHR02V5|COORD:3669320..3659090|protein cullin-associated NEDD8-dissociated protein 1, putative, expressed	LOC_Os02g07120.1	no description	not assigned.unknown	35_2

CUST_61199_PI403524517	2	-0.05140114	0.91668415	-0.1305933	0.30787563	-0.22739506	0.05140114	35_17458	"Cluster: Hypothetical protein OJ1217_F02.5; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1217_F02.5 - Oryza sativa (japonica cultivar"	UniRef90_Q6ZH46	CHR2V7|COORD:7494948..7496850| protein kinase, putative	AT2G17220.2	CHR02V5|COORD:950728..954726|protein serine/threonine-protein kinase Cx32, chloroplast precursor, putative, expressed	LOC_Os02g02600.1	 no descriptionmoderately similar to ( 468)AT2G17220| Symbols:  | protein kinase, putative | chr2:7494948-7496850 REVERSEmoderately similar to ( 229)NORK_MEDTRNodulation receptor kinase precursor - Medicago truncatula (Barrel medic)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pkinase_Tyr S_TKc PTKc Pkinase TyrKc S_TKc PTKc_Jak_rpt2 PTKc_Csk_like PTKc_Srm_Brk PTKc_Tyk2_rpt2 PTKc_Src_like PTKc_EphR SPS1 PTKc_Ror PTKc_Fes_like PTKc_EGFR_like PTKc_Itk PTKc_Syk_like PTKc_Ack_like PTKc_InsR_like PTKc_Tec_like PTKc_Trk PTKc_DDR PTKc_Chk PTKc_Frk_like PTKc_Jak2_Jak3_rpt2 PTKc_RET PTKc_Axl_like PTKc_Met_Ron PTK_CCK4 PTKc_Abl PTKc_PDGFR PTKc_Lck_Blk PTKc_DDR1 PTKc_Musk PTKc_EphR_B PTKc_Jak1_rpt2 PTKc_ALK_LTK PTKc_FGFR PTKc_Tec_Rlk PTKc_Csk PTKc_Btk_Bmx PTKc_Fer PTKc_DDR_like PTKc_c-ros PTKc_Lyn PTK_HER3 PTKc_Ror1 PTKc_EphR_A PTKc_EphR_A2 PTKc_DDR2 PTKc_TrkC PTKc_TrkA PTKc_Tie2 PTKc_Yes PTKc_Fyn_Yrk PTK_Jak_rpt1 PTKc_Src PTKc_Hck PTKc_Axl PTKc_Tie1 PTKc_FGFR1 PTKc_TrkB PTKc_FAK PTKc_Zap-70 PTKc_Tie PTKc_Tyro3 PTKc_Fes PTKc_FGFR4 PTKc_EphR_A10 PTKc_InsR PTK_Ryk PTKc_Ror2 PTKc_HER4 PTKc_Aatyk PTKc_Syk PTKc_FGFR2 PTKc_EGFR PTKc_IGF-1R PTKc_FGFR3 PTK_Jak2_Jak3_rpt1 PTKc_HER2 PTKc_Aatyk1_Aatyk3 PTKc_VEGFR PTKc_VEGFR3 PTKc_Kit PTKc_VEGFR2 PTKc_CSF-1R PTKc_Aatyk2 PTK_Tyk2_rpt1 PRK07764 Atrophin-1 Drf_FH1 PTK_Jak1_rpt1 Tymo_45kd_70kd 	protein.postranslational modification.kinase.receptor like cytoplasmatic kinase VII	29_4_1_57

CUST_12576_PI404877155	2	0.01224041	-0.00868988	-0.042996407	-0.04727745	0.008688927	0.016448021	Contig6315_s_at	putative fatty acid hydroxylase [Oryza sativa (japonica cultivar-group)] gb|AAK09233.1| putative fatty acid hydroxylase [Oryza sativa (japon	NP_909885.1	fatty acid hydroxylase (FAH1)	At2g34770.1	protein putative fatty acid hydroxylase	Os03g56820	putative fatty acid hydroxylase	lipid metabolism.FA desaturation.a hydroxylase	11_2_02

CUST_72067_PI403524517	2	0.26039886	0.6173773	-0.08090782	0.028849602	-0.08858967	-0.028848648	35_20658	Rep: Putative glucosyltransferase - Oryza sativa (Rice)	UniRef90_Q8S657	CHR3V7|COORD:368847..370491| UDP-glucoronosyl/UDP-glucosyl transferase family protein	AT3G02100.1	CHR10V5|COORD:8483905..8496362|protein cytokinin-O-glucosyltransferase 2, putative, expressed	LOC_Os10g17489.1	no descriptionmoderately similar to ( 220)AT3G02100| Symbols:  | UDP-glucoronosyl/UDP-glucosyl transferase family protein | chr3:368847-370491 REVERSEweakly similar to ( 146)IAAG_MAIZEIndole-3-acetate beta-glucosyltransferase - Zea mays (Maize)not assigned not assigned UDPGT COG1819	misc.UDP glucosyl and glucoronyl transferases	26_2

CUST_62188_PI403524517	2	-0.19161463	0.2784357	0.06509876	0.35650063	-0.06509924	-0.119298935	35_17734	Rep: Peroxidase - Zea mays (Maize)	UniRef90_Q9FEQ8	CHR4V7|COORD:6869989..6871472| peroxidase, putative	AT4G11290.1	CHR03V5|COORD:14448495..14450047|protein peroxidase 66 precursor, putative, expressed	LOC_Os03g25330.1	 no descriptionweakly similar to ( 122)AT4G11290| Symbols:  | peroxidase, putative | chr4:6869989-6871472 FORWARDweakly similar to ( 120)PER1_ARAHYCationic peroxidase 1 precursor - Arachis hypogaea (Peanut)secretory_peroxidase peroxidase plant_peroxidase 	misc.peroxidases	26_12

CUST_131896_PI403524517	2	0.12983704	-0.40539932	-0.009132385	0.19318962	0.009132862	-0.03467703	35_37046	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_20937_PI403524517	2	0.05945587	0.19519424	0.0064401627	-0.24781418	-0.11272144	-0.0064411163	35_6078	"Cluster: Hypothetical protein OSJNBa0027N13.144; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0027N13.144 - Oryza sativa (japonic"	UniRef90_Q84YQ4	"CHR2V7|COORD:13753869..13754807| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G05210.1); similar to hypothetical protein [Oryza sativa (japonica"	AT2G32380.1	CHR07V5|COORD:15989188..15992413|protein expressed protein	LOC_Os07g27450.1	"no descriptionweakly similar to ( 149)AT2G32380| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G05210.1); similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:BAC57387.1); similar to Os07g0458700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001059570.1) | chr2:13753869-13754807 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned Pneumo_att_G TT_ORF1"	not assigned.unknown	35_2

CUST_63330_PI403524517	2	-0.08730221	0.008514404	-0.017391205	0.04079151	-0.008514404	0.15024376	35_18082	"Cluster: F3F19.20 protein; n=1; Arabidopsis thaliana|Rep: F3F19.20 protein - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9SAF1	"CHR1V7|COORD:4495391..4498201| DIS1 (DISTORTED TRICHOMES 1); structural constituent of cytoskeleton"	AT1G13180.1	CHR08V5|COORD:1608465..1603702|protein actin-like protein 3, putative, expressed	LOC_Os08g03440.1	" no descriptionhighly similar to ( 599)AT1G13180| Symbols: ARP3, ATARP3, DIS1 | DIS1 (DISTORTED TRICHOMES 1); structural constituent of cytoskeleton | chr1:4495391-4498201 FORWARDmoderately similar to ( 228)ACT_CHLREActin - Chlamydomonas reinhardtiinot assigned not assigned not assigned not assigned not assigned not assigned not assigned ACTIN ACTIN Actin COG5277 "	cell.organisation	31_1

CUST_73753_PI403524517	2	0.08663559	0.59272385	0.2671876	-0.08663511	-0.3478694	-0.31875515	35_21154	Rep: H1005F08.5 protein - Oryza sativa (Rice)	UniRef90_Q01MN9	"CHR3V7|COORD:4533091..4535838| ATBFRUCT1/ATCWINV1 (ARABIDOPSIS THALIANA CELL WALL INVERTASE 1); beta-fructofuranosidase/ hydrolase, hydrolyzing"	AT3G13790.1	CHR04V5|COORD:33727460..33724931|protein beta-fructofuranosidase, insoluble isoenzyme 5, putative, expressed	LOC_Os04g56930.1	" no descriptionmoderately similar to ( 249)AT3G13790| Symbols: ATCWINV1, ATBFRUCT1 | ATBFRUCT1/ATCWINV1 (ARABIDOPSIS THALIANA CELL WALL INVERTASE 1); beta-fructofuranosidase/ hydrolase, hydrolyzing O-glycosyl compounds | chr3:4533091-4535838 REVERSEmoderately similar to ( 360)INV5_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Glyco_32 Glyco_hydro_32C PRK12678 Glyco_hydro_32N APC_basic PRK12323 PRK07764 "	major CHO metabolism.degradation.sucrose.invertases.cell wall	2_2_1_3_2

CUST_47_PI399407379	2	-0.035247803	0.09461594	-0.07231617	0.029773712	-0.029773712	0.030413628	HvRPK1									

CUST_47529_PI403524517	2	-0.15213299	-0.09377003	3.8909912E-4	0.3968439	0.1690216	-3.900528E-4	35_13603	0	0	CHR5V7|COORD:23113447..23115174| hydroxyproline-rich glycoprotein family protein	AT5G57070.1	0	0	no description	not assigned.unknown	35_2

CUST_132212_PI403524517	2	-0.01586914	-0.098049164	-0.062363625	0.01586914	0.1250534	0.020332336	35_37131	"Cluster: CAP protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: CAP protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53K24	CHR4V7|COORD:16484901..16487360| ATCAP1 (CYCLASE ASSOCIATED PROTEIN 1)	AT4G34490.1	CHR03V5|COORD:29271332..29266370|protein adenylyl cyclase-associated protein 1, putative, expressed	LOC_Os03g51250.1	 no descriptionvery weakly similar to (72.4)AT4G34490| Symbols: CAP 1, ATCAP1 | ATCAP1 (CYCLASE ASSOCIATED PROTEIN 1) | chr4:16484901-16487360 REVERSEnot assigned CAP_C 	DNA.unspecified	28_99

CUST_26941_PI399408534	2	0.20933247	-0.016395569	0.016396523	-0.14625359	-0.19210052	0.15026188	35_19506	"Cluster: Putative small GTP-binding protein Ran; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative small GTP-binding protein Ran - Oryza sativa (japonic"	UniRef90_Q69XM7	"CHR5V7|COORD:22409511..22411183| RAN3; GTP binding"	AT5G55190.1	CHR01V5|COORD:24514134..24516852|protein GTP-binding nuclear protein Ran-2, putative, expressed	LOC_Os01g42530.1	"no descriptionmoderately similar to ( 357)AT5G55190| Symbols: RAN3 | RAN3; GTP binding | chr5:22409511-22411183 FORWARDmoderately similar to ( 357)RANB1_TOBACGTP-binding nuclear protein Ran-B1 - Nicotiana tabacum (Common tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Ran RAN Ras Rab RAB Ras_like_GTPase Rab32_Rab38 Ras Rab23_lke Rab5_related Rab18 Rab4 COG1100 RAS Rab21 Rab11_like Rab1_Ypt1 Rab19 Rab8_Rab10_Rab13_like Rab6 Rab7 RabA_like Rho Rap_like M_R_Ras_like Rab2 Rab9 Rab27A Rab35 Rab30 Rab33B_Rab33A Rab14 RabL2 Rap1 H_N_K_Ras_like Rab39 Rab26 Rap2 RHO Rab15 RalA_RalB RJL Rho4_like Ras2 Rho3 RSR1 Rab3 Rab12 Rab28 RhoA_like Rho2 Rab36_Rab34 RabL4 Rit_Rin_Ric Rab24 RhoG Rab40 ARHI_like Rhes_like Wrch_1 Miro Rac1_like RheB Spg1 Ras_dva RERG_RasL11_like Tc10 Arl10_like Arf_Arl Cdc42 Rop_like Rnd3_RhoE_Rho8 Rab20 Rnd Rnd2_Rho7 Rnd1_Rho6 Arl5_Arl8 Miro1"	signalling.G-proteins	30_5

CUST_78208_PI403524517	2	-3.6051922	0.26055527	1.1358528	-0.26055574	0.5868759	-0.79782104	35_22418	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QWP2	0	0	CHR12V5|COORD:4414891..4411899|protein expressed protein	LOC_Os12g08700.1	no description	not assigned.unknown	35_2

CUST_135386_PI403524517	2	-0.41748428	0.17333794	0.1982708	2.0457048	-0.17333841	-0.85545254	35_37975	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_26756_PI399408534	2	0.36939144	0.2522831	0.103946686	-0.20395851	-0.118014336	-0.10394764	35_1217	Rep: RAB1Y - Lotus japonicus	UniRef90_Q40207	"CHR1V7|COORD:16649374..16650835| ATRAB18 (Arabidopsis Rab GTPase homolog C1); GTP binding"	AT1G43890.1	CHR10V5|COORD:16368124..16363840|protein ras-related protein Rab-18, putative, expressed	LOC_Os10g31830.1	 no descriptionmoderately similar to ( 351)AT1G43890| Symbols: AtRABC1, AtRab18, ATRAB18 | ATRAB18 (Arabidopsis Rab GTPase homolog C1) | chr1:16649374-16650835 FORWARDmoderately similar to ( 226)YPTV3_VOLCAGTP-binding protein yptV3 - Volvox carterinot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Rab18 RAB Rab Rab8_Rab10_Rab13_like Ras Rab1_Ypt1 Rab11_like Rab2 Rab5_related Rab4 Rab14 Rab35 Rab19 Rab30 RabA_like Rab39 Rab6 Rab3 Rab26 Rab21 Ras Rab12 Rab7 Ras_like_GTPase Rab32_Rab38 Rab15 RAS Rab27A Rab33B_Rab33A Rap_like RJL Rho COG1100 Rap1 RheB Rab9 Rab40 Ras2 M_R_Ras_like RHO RalA_RalB Rap2 Ran H_N_K_Ras_like Rab23_lke Rit_Rin_Ric Rab36_Rab34 Rab24 Rab28 RabL2 Rho4_like ARHI_like RSR1 Rab20 RhoA_like RERG_RasL11_like RabL4 Spg1 Wrch_1 Tc10 RAN RGK Arf_Arl Rho3 Rho2 Rac1_like Cdc42 Rop_like Rhes_like Ras_dva RhoG Arf Arl10_like Miro Miro1 RabL3 Rnd Rnd3_RhoE_Rho8 Rnd2_Rho7 ARD1 Arl5_Arl8 ARLTS1 Arl2 Arl4_Arl7 Arl1 ARF Arf6 Arfrp1 Rnd1_Rho6 Arf1_5_like RRP22 Arl3 	signalling.G-proteins	30_5

CUST_88753_PI403524517	2	0.046521187	0.085969925	0.04257679	-0.089969635	-0.29097557	-0.042575836	35_25398	"Cluster: Putative nucleoporin Nup75; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative nucleoporin Nup75 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8LIZ0	"CHR4V7|COORD:15881367..15885213| similar to Os01g0746200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001044228.1); similar to putative nucleoporin"	AT4G32910.1	CHR01V5|COORD:31530291..31538123|protein nup85 Nucleoporin family protein, expressed	LOC_Os01g54240.1	no description	not assigned.unknown	35_2

CUST_11836_PI404877155	2	-0.11100197	-0.271142	0.04888916	0.008224487	-0.0068740845	0.0068740845	Contig5542_at	putative tryptophan synthase alpha chain [Oryza sativa (japonica cultivar-group)]	BAC83113.1	tryptophan synthase, alpha subunit, putative	At4g02610.1	protein tryptophan synthase, alpha subunit, putative	Os07g08430	"tryptophan synthase, alpha subunit (TSA1), putative; similar to A. thaliana tryptophan synthase alpha chain (EC 4.2.1.20), GenBank accession number U18993 (gi:619753)"	amino acid metabolism.synthesis.aromatic aa.tryptophan	13_1_6_5

CUST_95769_PI403524517	2	-0.13740921	0.22296333	-0.026521683	-0.104836464	0.11380482	0.026520729	35_27367	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10N70	"CHR3V7|COORD:19857783..19861648| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G28760.2); similar to expressed protein [Oryza sativa (japonica"	AT3G53540.1	CHR03V5|COORD:9570886..9577885|protein expressed protein	LOC_Os03g17210.2	"no descriptionvery weakly similar to (74.3)AT3G53540| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G28760.2); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABF95302.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABF95303.1); contains domain PHOSPHATIDYLINOSITOL N-ACETYLGLUCOSAMINYLTRANSFERASE SUBUNIT P (DOWN SYNDROME CRITICAL REGION PROTEIN 5)-RELATED (PTHR21726) | chr3:19857783-19861648 REVERSE"	not assigned.unknown	35_2

CUST_11930_PI399408534	2	0.49753094	-0.32771778	0.18013859	-0.35525513	0.07361078	-0.07361078	35_47291	"Cluster: Transposon protein, putative, unclassified, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Transposon protein, putative, unclassified, exp"	UniRef90_Q2R0U5	"CHR4V7|COORD:17906696..17909398| FRS5 (FAR1-RELATED SEQUENCE 5); zinc ion binding"	AT4G38180.1	CHR11V5|COORD:24331752..24335438|protein transposon protein, putative, unclassified	LOC_Os11g41380.1	"no descriptionweakly similar to ( 105)AT4G38180| Symbols: FRS5 | FRS5 (FAR1-RELATED SEQUENCE 5); zinc ion binding | chr4:17906696-17909398 REVERSE"	signalling.light	30_11

CUST_144513_PI403524517	2	0.07380772	-0.045635223	0.087441444	-0.061457634	-0.15593147	0.04563427	35_40473	"Cluster: Clathrin heavy chain, putative, expressed; n=11; Magnoliophyta|Rep: Clathrin heavy chain, putative, expressed - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2RBN7	CHR3V7|COORD:2587177..2595417| clathrin heavy chain, putative	AT3G08530.1	CHR11V5|COORD:233174..243463|protein clathrin heavy chain, putative, expressed	LOC_Os11g01380.1	 no descriptionmoderately similar to ( 358)AT3G08530| Symbols:  | clathrin heavy chain, putative | chr3:2587177-2595417 REVERSEnot assigned CLH Clathrin 	cell. vesicle transport	31_4

CUST_178330_PI403524517	2	0.32741356	0.91617584	0.004732609	-0.004732609	-0.20665407	-0.58222914	35_49593	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_547_PI399408534	2	0.045040607	0.119856834	0.13070774	-0.30915022	-0.045040607	-0.26250315	35_38354	"Cluster: Os08g0244400 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os08g0244400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J701	"CHR2V7|COORD:8167870..8170561| similar to SET domain-containing protein [Arabidopsis thaliana] (TAIR:AT3G07670.1); similar to Os08g0244400 [Oryza"	AT2G18850.1	CHR08V5|COORD:8810357..8806492|protein SET domain containing protein	LOC_Os08g14660.1	"no descriptionvery weakly similar to (72.8)AT2G18850| Symbols:  | similar to SET domain-containing protein [Arabidopsis thaliana] (TAIR:AT3G07670.1); similar to Os08g0244400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001061350.1); similar to hypothetical protein DDBDRAFT_0218318 [Dictyostelium discoideum AX4] (GB:XP_640721.1); contains InterPro domain Nuclear protein SET; (InterPro:IPR001214) | chr2:8167870-8170561 FORWARD"	RNA.regulation of transcription.SET-domain transcriptional regulator family	27_3_69

CUST_73_PI403524517	2	-0.066782	-0.05126381	-0.015674591	0.16969872	0.015673637	0.031804085	35_19	"Cluster: Phosphoglycerate kinase, chloroplast precursor; n=11; Triticeae|Rep: Phosphoglycerate kinase, chloroplast precursor - Triticum aestivum (Wheat)"	UniRef90_P12782	CHR1V7|COORD:21032068..21034119| phosphoglycerate kinase, putative	AT1G56190.1	CHR05V5|COORD:24298556..24295155|protein phosphoglycerate kinase, chloroplast precursor, putative, expressed	LOC_Os05g41640.2	 no descriptionhighly similar to ( 679)AT1G56190| Symbols:  | phosphoglycerate kinase, putative | chr1:21032068-21034119 FORWARDhighly similar to ( 729)PGKH_WHEATPhosphoglycerate kinase, chloroplast precursor - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned pgk Phosphoglycerate_kinase PGK Pgk PRK07764 	PS.calvin cyle.phosphoglycerate kinase	1_3_3

CUST_156040_PI403524517	2	0.1310854	-0.46183825	-0.037831306	0.037831306	0.17704391	-0.1586132	35_43578	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_60625_PI403524517	2	-0.35392618	0.15236521	-0.14476871	0.14476824	0.20325851	-0.29676342	35_17288	"Cluster: Unknow protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Unknow protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q60EC4	CHR1V7|COORD:7497468..7499375| F-box family protein	AT1G21410.1	CHR05V5|COORD:20763986..20767911|protein F-box/LRR-repeat protein 2, putative, expressed	LOC_Os05g35110.1	no descriptionmoderately similar to ( 451)AT1G21410| Symbols: SKP2A | F-box family protein | chr1:7497468-7499375 FORWARDnot assigned not assigned not assigned	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_23793_PI403524517	2	0.19234562	-0.95019436	-0.05987549	-0.008956909	0.16212463	0.008957863	35_6912	"Cluster: Hypothetical protein OSJNBa0095J22.11; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0095J22.11 - Oryza sativa (japonica"	UniRef90_Q5KQH9	0	0	CHR05V5|COORD:23627186..23626304|protein hypothetical protein	LOC_Os05g40360.1	no description	not assigned.unknown	35_2

CUST_9644_PI399408534	2	-0.16392326	-0.36553955	0.058401108	0.20595169	0.11898708	-0.058400154	35_9360	"Cluster: Putative Rac GDP-dissociation inhibitor 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Rac GDP-dissociation inhibitor 1 - Oryza sativa"	UniRef90_Q8S081	CHR3V7|COORD:2514181..2515550| Rho GDP-dissociation inhibitor family protein	AT3G07880.1	CHR01V5|COORD:40150697..40148884|protein rho GDP-dissociation inhibitor 1, putative, expressed	LOC_Os01g68540.1	no descriptionmoderately similar to ( 219)AT3G07880| Symbols:  | Rho GDP-dissociation inhibitor family protein | chr3:2514181-2515550 FORWARDnot assigned not assigned not assigned Rho_GDI	signalling.G-proteins	30_5

CUST_180045_PI403524517	2	0.073161125	1.230998	0.13020992	-0.4406476	-0.073161125	-0.19415951	35_50070	"Cluster: OSJNBa0040D17.11 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0040D17.11 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XML6	CHR5V7|COORD:6002772..6003911| F-box family protein	AT5G18160.1	CHR04V5|COORD:6436053..6434593|protein F-box domain containing protein, expressed	LOC_Os04g11790.1	no description	not assigned.unknown	35_2

CUST_71671_PI403524517	2	-0.0017051697	0.76109695	0.038934708	-0.25065422	-0.11602116	0.0017051697	35_20545	Rep: F19P19.27 protein - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_P93828	CHR1V7|COORD:1147720..1148351| thioesterase family protein	AT1G04290.1	CHR01V5|COORD:38614801..38617836|protein thioesterase superfamily member 2, putative, expressed	LOC_Os01g65950.1	no descriptionweakly similar to ( 145)AT1G04290| Symbols:  | thioesterase family protein | chr1:1147720-1148351 REVERSEnot assigned PaaI_thioesterase PaaI hot_dog 4HBT	not assigned.no ontology	35_1

CUST_6132_PI403524517	2	-0.118551254	-0.4730234	-0.24736023	0.118551254	0.4051218	0.31964684	35_1695	Rep: H0502B11.1 protein - Oryza sativa (Rice)	UniRef90_Q01L50	CHR5V7|COORD:6886933..6887460| serine-rich protein-related	AT5G20370.1	CHR04V5|COORD:19859522..19858486|protein expressed protein	LOC_Os04g33110.1	no descriptionnot assigned not assigned	not assigned.unknown	35_2

CUST_74754_PI403524517	2	0.20399284	-0.596426	-0.10264397	-0.0012626648	0.12841988	0.0012626648	35_21436	"Cluster: Putative ribonucleotide reductase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ribonucleotide reductase - Oryza sativa (japonica cultivar"	UniRef90_Q5VRF5	"CHR2V7|COORD:9300609..9304660| R1/RIBONUCLEOTIDE REDUCTASE, REDUCTASE PROTEIN R1; ribonucleoside-diphosphate reductase"	AT2G21790.1	CHR06V5|COORD:3453769..3448681|protein ribonucleoside-diphosphate reductase large subunit, putative, expressed	LOC_Os06g07210.1	" no descriptionmoderately similar to ( 211)AT2G21790| Symbols: R1, RIBONUCLEOTIDE REDUCTASE, REDUCTASE PROTEIN R1, RNR1 | R1/RIBONUCLEOTIDE REDUCTASE, REDUCTASE PROTEIN R1; ribonucleoside-diphosphate reductase | chr2:9300609-9304660 FORWARDnot assigned not assigned ATP-cone PRK09103 PRK06539 PRK12323 "	nucleotide metabolism.deoxynucleotide metabolism.ribonucleoside-diphosphate reductase	23_5_4

CUST_17639_PI399408534	2	-0.04929161	0.031746864	0.030241966	-0.08196354	0.12681484	-0.030241966	35_20423	"Cluster: Finger-containing phosphoinositide kinase-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: Finger-containing phosphoinositide kinase-like - Oryza"	UniRef90_Q652R9	CHR1V7|COORD:26786501..26792374| phosphatidylinositol-4-phosphate 5-kinase family protein	AT1G71010.1	CHR06V5|COORD:8324556..8316760|protein 1-phosphatidylinositol-4-phosphate 5-kinase/ zinc ion binding protein, putative, expressed	LOC_Os06g14750.1	no descriptionmoderately similar to ( 359)AT1G71010| Symbols:  | phosphatidylinositol-4-phosphate 5-kinase family protein | chr1:26786501-26792374 FORWARDvery weakly similar to (51.2)PI5K1_ORYSAnot assigned not assigned PIPKc PIP5K MSS4 PIPKc	signalling.phosphinositides.phosphatidylinositol-4-phosphate 5-kinase	30_4_1

CUST_29766_PI403524517	2	0.026855469	0.1508708	0.0848341	-0.23530102	-0.026855469	-0.0413332	35_8594	"Cluster: Putative serine/threonine protein kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative serine/threonine protein kinase - Oryza sativa (jap"	UniRef90_Q5VRF2	CHR3V7|COORD:10756835..10758731| kinase	AT3G28690.2	CHR06V5|COORD:3464374..3459182|protein protein kinase APK1B, chloroplast precursor, putative, expressed	LOC_Os06g07230.1	no descriptionmoderately similar to ( 273)AT3G28690| Symbols:  | kinase | chr3:10756835-10758731 FORWARDweakly similar to ( 148)NORK_MEDTRNodulation receptor kinase precursor - Medicago truncatula (Barrel medic)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pkinase S_TKc S_TKc PTKc Pkinase_Tyr TyrKc PTKc_Jak_rpt2 SPS1 PTKc_Chk PTKc_Trk PTKc_DDR PTKc_InsR_like PTKc_Tyk2_rpt2 PTKc_Jak2_Jak3_rpt2 PTKc_Ror PTKc_Srm_Brk PTKc_DDR1 PTKc_Ack_like PTKc_TrkB PTKc_Syk_like PTKc_TrkC PTKc_Csk_like PTKc_Fes_like PTKc_Src_like PTKc_EphR PTKc_DDR2 PTKc_RET PTKc_DDR_like PTKc_Musk PTKc_Tec_like PTKc_Lck_Blk PTKc_Itk PTKc_Met_Ron PTKc_EGFR_like PTKc_EphR_A2 PTKc_c-ros PTKc_FGFR PTKc_Ror1 PTKc_Fyn_Yrk PTKc_Lyn PTKc_TrkA PTKc_Hck PTKc_Abl PTKc_Yes PTK_CCK4 PTKc_InsR PTKc_Tie PTKc_Frk_like PTKc_Jak1_rpt2 PTKc_IGF-1R PTKc_Fer PTKc_Btk_Bmx PTKc_Ror2 PTK_HER3 PTKc_FAK PTKc_Tie1 PTKc_Axl_like PTKc_Zap-70 PTKc_Src PTKc_Fes PTKc_VEGFR PTKc_EphR_A PTKc_PDGFR PTKc_Csk PTKc_Tec_Rlk PTKc_EphR_B PTKc_EphR_A10 PTKc_CSF-1R PTKc_FGFR4 PTKc_FGFR1 PTKc_Syk PTKc_FGFR2 PTKc_ALK_LTK PTKc_PDGFR_beta PTKc_Tie2 PTKc_Axl PTKc_FGFR3 PTKc_VEGFR3 PTKc_Aatyk PTKc_Kit	protein.postranslational modification.kinase.receptor like cytoplasmatic kinase VII	29_4_1_57

CUST_42570_PI403524517	2	0.16507435	-0.08228397	-0.04256344	0.028582573	0.30744076	-0.02858162	35_12230	"Cluster: Hypothetical protein At3g60910; n=1; Arabidopsis thaliana|Rep: Hypothetical protein At3g60910 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q8RXT8	CHR3V7|COORD:22512702..22514157| catalytic	AT3G60910.1	CHR05V5|COORD:18997861..19000225|protein methylase, putative, expressed	LOC_Os05g32590.1	no descriptionmoderately similar to ( 241)AT3G60910| Symbols:  | catalytic | chr3:22512702-22514157 FORWARDnot assigned not assigned Methyltransf_11	not assigned.no ontology	35_1

CUST_6229_PI403524517	2	0.019904137	0.27553368	0.047649384	-0.22966385	-0.43377256	-0.01990509	35_1726	"Cluster: Hypothetical protein OSJNBa0006O15.43-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0006O15.43-1 - Oryza sativa (japon"	UniRef90_Q6YY65	"CHR5V7|COORD:4077920..4082064| similar to unnamed protein product [Ostreococcus tauri] (GB:CAL53992.1); similar to Os02g0591600 [Oryza sativa (japonica"	AT5G12920.1	CHR02V5|COORD:22874372..22866244|protein expressed protein	LOC_Os02g37856.1	"no descriptionmoderately similar to ( 256)AT5G12920| Symbols:  | similar to unnamed protein product [Ostreococcus tauri] (GB:CAL53992.1); similar to Os02g0591600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001047287.1); contains InterPro domain WD40-like; (InterPro:IPR011046) | chr5:4077920-4082064 REVERSEWD40"	not assigned.unknown	35_2

CUST_30597_PI399408534	2	-0.10613537	-1.1738968	-0.5861244	0.5012207	0.5211172	0.10613537	35_14592	Rep: Reponse regulator 6 - Musa acuminata (Banana)	UniRef90_Q15B65	"CHR2V7|COORD:17229358..17230614| ATRR3 (RESPONSE REGULATOR 3); transcription regulator"	AT2G41310.1	CHR11V5|COORD:2009229..2011263|protein OsRR9 - Rice type-A response regulator, expressed	LOC_Os11g04720.2	" no descriptionmoderately similar to ( 210)AT2G41310| Symbols: ARR8, ATRR3 | ATRR3 (RESPONSE REGULATOR 3); transcription regulator | chr2:17229358-17230614 FORWARDvery weakly similar to (75.5)PRR37_ORYSAnot assigned not assigned REC REC Response_reg CheY PleD COG3437 AtoC pleD PRK10841 PRK11107 OmpR CitB PRK10693 COG4753 fixJ PRK10610 PRK10923 PRK09959 PRK10161 TtrR "	hormone metabolism.cytokinin.signal transduction	17_4_2

CUST_3197_PI404877155	2	0.29474735	-0.10684109	-0.0010404587	0.0010404587	0.19971275	-0.32922268	Contig13678_at	OSJNBa0093F16.27 [Oryza sativa (japonica cultivar-group)] dbj|BAB92907.1| OSJNBa0093F16.27 [Oryza sativa (japonica cultivar-group)] dbj|BAB9	NP_914885.1	basix helix-loop-helix (bHLH) family protein	At3g26744.1	protein Helix-loop-helix DNA-binding domain, putative	Os01g70310	basic helix-loop-helix (bHLH) family protein / F-box family protein, contains Pfam profiles: PF00646 F-box domain, PF00010 helix-loop-helix DNA-binding domain	RNA.regulation of transcription.bHLH,Basic Helix-Loop-Helix family	27_3_06

CUST_171172_PI403524517	2	0.07806778	0.24040222	-0.027305603	-0.27801895	0.02730465	-0.14168453	35_47680	"Cluster: Hypothetical protein OSJNBa0073A21.24; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0073A21.24 - Oryza sativa (japonica"	UniRef90_Q6H505	CHR1V7|COORD:23241239..23242177| invertase/pectin methylesterase inhibitor family protein	AT1G62760.1	CHR02V5|COORD:4083020..4086044|protein expressed protein	LOC_Os02g07800.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07764 PRK05648 PRK12323 DUF605 Drf_FH1	not assigned.unknown	35_2

CUST_68415_PI403524517	2	0.13045406	0.022789955	-0.0740881	-0.10474396	-0.022789955	0.039465904	35_19565	"Cluster: Os01g0920200 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0920200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JGJ6	"CHR3V7|COORD:9995980..9997160| similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD88360.1); similar to Os01g0920200 [Oryza sativa"	AT3G27100.1	CHR01V5|COORD:40500139..40497720|protein e2 protein isoform 5, putative, expressed	LOC_Os01g69110.1	" no descriptionweakly similar to ( 123)AT3G27100| Symbols:  | similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD88360.1); similar to Os01g0920200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001045218.1); contains InterPro domain RuvA-like, C-terminal; (InterPro:IPR011132) | chr3:9995980-9997160 REVERSEnot assigned "	not assigned.unknown	35_2

CUST_15893_PI404877155	2	-0.39107132	0.1475563	0.27254486	-0.03406334	0.031863213	-0.031863213	Contig9738_at	putative senescence-associated protein [Oryza sativa] dbj|BAD61717.1| putative ERD7 protein [Oryza sativa (japonica cultivar-group)] dbj|BAD	AAL79714.1	senescence/dehydration- associated protein-related (ERD7)	At2g17840.1	protein Senescence-associated protein, putative	Os06g50330	NONE	stress.abiotic.drought/salt	20_2_3

CUST_41886_PI403524517	2	0.3771634	-0.24164581	0.27354527	-0.1292224	0.052166462	-0.052166462	35_12036	Rep: Phospholipase D - Oryza sativa (Rice)	UniRef90_Q710M6	CHR4V7|COORD:106380..110718| PLDBETA2 (phospholipase D beta 2)	AT4G00240.1	CHR10V5|COORD:20056413..20047348|protein phospholipase D beta 1, putative, expressed	LOC_Os10g38060.2	"no descriptionweakly similar to ( 124)AT4G11850| Symbols: MEE54 | PLDGAMMA1 (maternal effect embryo arrest 54); phospholipase D | chr4:7129346-7132931 REVERSEnot assigned C2_2 C2 C2 C2"	lipid metabolism.lipid degradation.lysophospholipases.phospholipase D	11_9_3_1

CUST_177864_PI403524517	2	-0.029619217	-0.30927086	-0.062517166	0.15733337	0.11650944	0.029619217	35_49471	"Cluster: Protein kinase family protein, putative, expressed; n=4; Oryza sativa (japonica cultivar-group)|Rep: Protein kinase family protein, putative, expressed"	UniRef90_Q2QNK0	CHR5V7|COORD:20080842..20085537| protein kinase family protein	AT5G49470.2	CHR12V5|COORD:23027641..23034880|protein ATP binding protein, putative, expressed	LOC_Os12g37570.1	no description	not assigned.unknown	35_2

CUST_57132_PI403524517	2	-0.1550045	-0.2902212	0.005387306	0.48523808	-0.005387306	0.2001257	35_16285	Rep: Os07g0245100 protein - Oryza sativa (japonica cultivar-group)	UniRef90_Q0D7H8	CHR5V7|COORD:10044213..10045759| cytidine/deoxycytidylate deaminase family protein	AT5G28050.1	CHR03V5|COORD:34983588..34980888|protein cytidine/deoxycytidylate deaminase family protein, putative, expressed	LOC_Os03g61810.1	no descriptionmoderately similar to ( 286)AT5G28050| Symbols:  | hydrolase/ zinc ion binding | chr5:10044213-10045488 REVERSEnot assigned nucleoside_deaminase CumB dCMP_cyt_deam_1 PRK10860 RibD Riboflavin_deaminase-reductase	nucleotide metabolism.degradation	23_2

CUST_15109_PI404877155	2	-0.49274445	0.058436394	0.3888073	0.037189484	-0.037190437	-0.11101341	Contig8981_at	transcription factor MYC7E [Zea mays]	AAD15818.1	basic helix-loop-helix (bHLH) family protein	At4g17880.1	protein putative MYC transcription factor	Os10g42430	"1.2_bHLH   T00463 LC; Species: maize, Zea mays."	RNA.regulation of transcription.bHLH,Basic Helix-Loop-Helix family	27_3_06

CUST_67266_PI403524517	2	-0.22413445	-0.0016527176	-0.10802841	0.027946472	0.014041901	0.0016527176	35_19208	Rep: Os01g0957000 protein - Oryza sativa (japonica cultivar-group)	UniRef90_Q0JFX0	"CHR3V7|COORD:7380440..7383880| NADK1 (NAD kinase 1); NAD+ kinase"	AT3G21070.2	CHR01V5|COORD:42504680..42510575|protein NAD kinase 1, putative, expressed	LOC_Os01g72690.2	" no descriptionhighly similar to ( 567)AT3G21070| Symbols: ATNADK-1, NADK1 | NADK1 (NAD kinase 1); NAD+ kinase/ NADH kinase/ calmodulin binding | chr3:7380440-7383880 REVERSEhighly similar to ( 696)NADK1_ORYSAnot assigned not assigned nadF NAD_kinase ppnK ppnK ppnK ppnK ppnK ppnK ppnK ppnK ppnK ppnK ppnK ppnK ppnK ppnK ppnK ppnK "	not assigned.no ontology	35_1

CUST_104865_PI403524517	2	0.098686695	0.14564705	0.22057486	-0.09868622	-0.13119078	-0.5205507	35_29879	"Cluster: Actin-related protein 7, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Actin-related protein 7, putative, expressed - Oryza sat"	UniRef90_Q10CH7	"CHR3V7|COORD:22485273..22486975| ATARP7 (ACTIN-RELATED PROTEIN 7); structural constituent of cytoskeleton"	AT3G60830.1	CHR03V5|COORD:32383069..32388445|protein ATARP7, putative, expressed	LOC_Os03g56970.1	no description	not assigned.unknown	35_2

CUST_49286_PI403524517	2	0.022447586	-0.5964737	-0.1424694	0.03507614	0.100515366	-0.022447586	35_14061	"Cluster: PREDICTED: similar to H3 histone, family 2 isoform 2; n=4; Eutheria|Rep: PREDICTED: similar to H3 histone, family 2 isoform 2 - Canis"	UniRef90_UPI00004A5DE9	CHR5V7|COORD:3270479..3270889| histone H3	AT5G10400.1	CHR11V5|COORD:2622185..2621575|protein histone H3, putative, expressed	LOC_Os11g05730.1	no descriptionmoderately similar to ( 262)AT5G65360| Symbols:  | histone H3 | chr5:26137325-26137735 REVERSEmoderately similar to ( 261)H32_WHEATHistone H3.2 - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned H3 HHT1 Histone PRK12323 PRK07003 PRK07764	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_37199_PI403524517	2	0.40010166	-2.3745656	-0.0044879913	0.31292725	0.0044879913	-0.02903843	35_10719	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_51985_PI403524517	2	-0.0013618469	-0.12042999	-0.029104233	0.053300858	0.0013599396	0.041742325	35_14819	"Cluster: Os01g0706500 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0706500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JJZ7	CHR2V7|COORD:8518834..8520077| structural constituent of ribosome	AT2G19730.2	CHR01V5|COORD:29641030..29643757|protein 60S ribosomal protein L28, putative, expressed	LOC_Os01g51020.1	no descriptionweakly similar to ( 123)AT2G19730| Symbols:  | 60S ribosomal protein L28 (RPL28A) | chr2:8518834-8520077 FORWARDnot assigned Ribosomal_L28e	protein.synthesis.misc ribososomal protein	29_2_2

CUST_6796_PI404877155	2	-0.6806736	-1.9109435	0.8552933	0.037610054	0.60130024	-0.037610054	Contig20064_at	MATE efflux protein-like [Oryza sativa (japonica cultivar-group)] dbj|BAD22885.1| MATE efflux protein-like [Oryza sativa (japonica cultivar-	XP_468447.1	MATE efflux family protein	At4g00350.1	protein hypothetical protein	Os02g57580	"MATE efflux family protein, similar to ripening regulated protein DDTFR18 (Lycopersicon esculentum) GI:12231296; contains Pfam profile PF01554 Uncharacterized membrane protein family"	transport.misc	34_99

CUST_171336_PI403524517	2	-0.24800682	-0.07807064	0.07807064	0.40873766	0.16723251	-0.16417742	35_47739	"Cluster: Putative esterase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative esterase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7F1Y5	"CHR5V7|COORD:7933369..7934376| similar to ATGID1C/GID1C (GA INSENSITIVE DWARF1C) [Arabidopsis thaliana] (TAIR:AT5G27320.1); similar to"	AT5G23530.1	CHR07V5|COORD:26795817..26793952|protein gibberellin receptor GID1L2, putative, expressed	LOC_Os07g44910.2	"no descriptionvery weakly similar to (50.8)AT5G23530| Symbols:  | similar to ATGID1C/GID1C (GA INSENSITIVE DWARF1C) [Arabidopsis thaliana] (TAIR:AT5G27320.1); similar to Esterase/lipase/thioesterase [Medicago truncatula] (GB:ABE80317.1); contains InterPro domain Esterase/lipase/thioesterase; (InterPro:IPR000379); contains InterPro domain Alpha/beta hydrolase fold-3; (InterPro:IPR013094) | chr5:7933369-7934376 REVERSEnot assigned Abhydrolase_3"	not assigned.no ontology	35_1

CUST_150027_PI403524517	2	0.0061569214	0.1580391	-0.06396961	-0.08934116	0.0837574	-0.0061559677	35_41971	Rep: B0403H10-OSIGBa0105A11.16 protein - Oryza sativa (Rice)	UniRef90_Q01HT2	CHR1V7|COORD:11247075..11249326| putrescine-binding periplasmic protein-related	AT1G31410.1	CHR04V5|COORD:30171650..30168801|protein polyamine ABC transporter, periplasmic polyamine-binding protein, putative, expressed	LOC_Os04g51310.1	no descriptionmoderately similar to ( 239)AT1G31410| Symbols:  | putrescine-binding periplasmic protein-related | chr1:11247075-11249326 REVERSEPotD PRK10682 potD	not assigned.no ontology	35_1

CUST_28831_PI403524517	2	0.20477867	-0.29777193	0.079988	0.28093147	-0.2430644	-0.079987526	35_8329	"Cluster: Os04g0373000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os04g0373000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JDV1	0	0	CHR02V5|COORD:17521680..17533575|protein non-imprinted in Prader-Willi/Angelman syndrome region protein 1, putative, expressed	LOC_Os02g29510.3	no description	not assigned.unknown	35_2

CUST_137375_PI403524517	2	-0.0062656403	0.25390625	-0.1630745	0.09269047	-0.029896736	0.0062646866	35_38525	"Cluster: Putative Pti1-like kinase; n=3; Poaceae|Rep: Putative Pti1-like kinase - Zea mays (Maize)"	UniRef90_Q00GA6	CHR2V7|COORD:19340186..19341829| serine/threonine protein kinase, putative	AT2G47060.2	CHR05V5|COORD:2074035..2078452|protein pto kinase interactor 1, putative, expressed	LOC_Os05g04520.1	no descriptionmoderately similar to ( 375)AT2G47060| Symbols:  | kinase | chr2:19340186-19341829 REVERSEweakly similar to ( 162)NORK_MEDTRNodulation receptor kinase precursor - Medicago truncatula (Barrel medic)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pkinase_Tyr TyrKc PTKc S_TKc S_TKc Pkinase PTKc_Jak_rpt2 PTKc_Csk_like PTKc_Fes_like PTKc_Syk_like SPS1 PTKc_Chk PTKc_Ack_like PTKc_Src_like PTKc_InsR_like PTKc_EGFR_like PTKc_Srm_Brk PTKc_Tyk2_rpt2 PTKc_Trk PTKc_ALK_LTK PTKc_Frk_like PTKc_Fes PTKc_Tec_like PTKc_Fer PTKc_FGFR PTKc_Syk PTKc_Ror PTKc_Zap-70 PTKc_Csk PTKc_Fyn_Yrk PTKc_EphR PTKc_Itk PTKc_Tie1 PTKc_Src PTKc_FGFR3 PTKc_FGFR4 PTKc_Abl PTKc_Yes PTKc_TrkC PTKc_FGFR2 PTKc_Tie PTKc_Jak1_rpt2 PTKc_c-ros PTKc_TrkA PTKc_Jak2_Jak3_rpt2 PTKc_FGFR1 PTKc_PDGFR PTKc_TrkB PTKc_EphR_B PTKc_Btk_Bmx PTKc_Musk PTK_CCK4 PTKc_EphR_A PTKc_Lyn PTKc_FAK PTKc_RET PTKc_Met_Ron PTKc_Tec_Rlk PTKc_Tie2 PTKc_Ror1 PTKc_Hck PTKc_InsR PTKc_VEGFR3 PTKc_VEGFR PTKc_Lck_Blk PTK_HER3 PTKc_Ror2 PTKc_EGFR PTKc_EphR_A2 PTKc_HER2 PTKc_Axl_like PTKc_DDR PTKc_EphR_A10 PTKc_DDR_like PTKc_VEGFR2 PTKc_DDR1 PTKc_CSF-1R PTKc_Axl PTKc_HER4 PTK_Ryk PTKc_IGF-1R PTKc_PDGFR_beta	protein.postranslational modification.kinase.receptor like cytoplasmatic kinase VII	29_4_1_57

CUST_5007_PI404877155	2	0.17063522	0.23030376	-0.075286865	-0.011922836	0.011922836	-0.091916084	Contig16431_at	ferredoxin-related [Arabidopsis thaliana] gb|AAK76639.1| unknown protein [Arabidopsis thaliana]	NP_567899.1	15722782|ferredoxin-related	At4g32590.1	protein 2Fe-2S iron-sulfur cluster binding domain, putative	Os05g48160	ferredoxin-related, contains Pfam profile: PF00111 2Fe-2S iron-sulfur cluster binding domain or  ferredoxin-related, contains Pfam profile: PF00111 2Fe-2S iron-sulfur cluster binding domain or  ferredoxin-related, contains Pfam profile: PF00111 2Fe-2S iro	PS.lightreaction.other electron carrier (ox/red).ferredoxin	1_01_05_02

CUST_48745_PI403524517	2	0.0134449005	-0.13259506	-0.08921242	0.019392014	0.067604065	-0.013442993	35_13922	Rep: Protein H2A.6 - Triticum aestivum (Wheat)	UniRef90_Q43214	CHR5V7|COORD:575435..576454| histone H2A, putative	AT5G02560.1	CHR03V5|COORD:9478877..9477951|protein histone H2A, putative, expressed	LOC_Os03g17100.1	 no descriptionweakly similar to ( 151)AT5G02560| Symbols:  | histone H2A, putative | chr5:575435-576454 FORWARDweakly similar to ( 180)H2A5_WHEATProtein H2A.5 - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned H2A H2A HTA1 Histone PRK12323 PRK07003 Tymo_45kd_70kd Atrophin-1 PRK12678 DUF1421 HPC2 APC_basic PRK08853 PRK07764 DAG1 Extensin_2 	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_98088_PI403524517	2	0.054484367	-0.09410572	-0.24791718	0.2372303	0.15725708	-0.054484367	35_28008	"Cluster: Putative chloroplast ribosomal protein L1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative chloroplast ribosomal protein L1 - Oryza sativa"	UniRef90_Q60E59	CHR3V7|COORD:23455244..23456995| ribosomal protein L1 family protein	AT3G63490.1	CHR05V5|COORD:18706496..18710630|protein 50S ribosomal protein L1, putative, expressed	LOC_Os05g32220.1	 no descriptionweakly similar to ( 129)AT3G63490| Symbols:  | ribosomal protein L1 family protein | chr3:23455244-23456752 FORWARDweakly similar to ( 125)RK1_PEA50S ribosomal protein L1, chloroplast precursor - Pisum sativum (Garden pea)not assigned not assigned rplA rpl1 Ribosomal_L1 RplA rpl1P 	protein.synthesis.mito/plastid ribosomal protein.plastid	29_2_1_1

CUST_74871_PI403524517	2	0.061193466	-0.43786335	-0.16087532	0.052700996	-0.052700996	0.07356262	35_21466	"Cluster: Ribonucleases P/MRP protein subunit POP1 containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Ribonucleases P/MRP protein su"	UniRef90_Q2QZQ0	0	0	CHR11V5|COORD:26881626..26876709|protein ribonucleases P/MRP protein subunit POP1 containing protein, expressed	LOC_Os11g45250.2	no description	not assigned.unknown	35_2

CUST_182507_PI403524517	2	-0.44691658	0.341187	0.065458775	0.10214615	-0.12503815	-0.0654583	35_50734	"Cluster: Os01g0699400 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0699400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JK36		0	CHR01V5|COORD:29260692..29262057|protein mitogen-activated protein kinase kinase kinase 1, putative, expressed	LOC_Os01g50400.1	no description	not assigned.unknown	35_2

CUST_57245_PI403524517	2	0.08247948	-0.28921986	-0.058239937	0.030792236	-0.030791283	0.06669426	35_16326	"Cluster: Casein kinase I-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Casein kinase I-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8LR51	CHR1V7|COORD:27376215..27379840| casein kinase, putative	AT1G72710.1	CHR01V5|COORD:29758448..29763313|protein casein kinase I isoform delta-like, putative, expressed	LOC_Os01g51200.1	 no descriptionhighly similar to ( 637)AT1G72710| Symbols:  | casein kinase, putative | chr1:27376215-27379840 FORWARDvery weakly similar to (64.7)CRK_DAUCACDPK-related protein kinase - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc Pkinase SPS1 S_TKc Pkinase_Tyr TyrKc PTKc PTKc_Src_like PTKc_Srm_Brk PTKc_Syk_like PTKc_Jak_rpt2 PTKc_Yes PTKc_Csk_like PTKc_Fes_like PTKc_Src PTKc_Fyn_Yrk PTKc_Frk_like PTKc_Lck_Blk PTKc_Tec_like PTKc_Syk PTKc_Ack_like PTKc_FAK PTKc_Abl PTKc_PDGFR PTKc_Fer 	protein.postranslational modification	29_4

CUST_57569_PI403524517	2	-0.01033783	-0.26256847	0.01033783	0.109764576	0.06503248	-0.29992294	35_16413	"Cluster: Putative DNA-3-methyladenine glycosylase I; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative DNA-3-methyladenine glycosylase I - Oryza sativa"	UniRef90_Q5VQI7	CHR5V7|COORD:18041688..18043120| methyladenine glycosylase family protein	AT5G44680.1	CHR01V5|COORD:34164236..34168023|protein DNA-3-methyladenine glycosylase I, putative, expressed	LOC_Os01g58550.2	no descriptionweakly similar to ( 114)AT5G44680| Symbols:  | methyladenine glycosylase family protein | chr5:18041688-18043120 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Adenine_glyco Tag PRK12323 PRK07003 Transformer PRK10353 PRK07764 PRK12678 Tymo_45kd_70kd APC_basic TT_ORF1 PRP8 AF-4 Drf_FH1	DNA.repair	28_2

CUST_84461_PI403524517	2	0.06109047	0.32979774	0.07695103	-0.06109047	-0.10524559	-0.09974575	35_24201	"Cluster: Putative 28 kDa Golgi SNARE protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative 28 kDa Golgi SNARE protein - Oryza sativa (japonica cult"	UniRef90_Q6Z2M4	"CHR2V7|COORD:18644763..18646714| GOS12 (GOLGI SNARE 12); SNARE binding"	AT2G45200.1	CHR02V5|COORD:1402571..1404558|protein golgi SNARE 12 protein, putative, expressed	LOC_Os02g03450.1	" no descriptionvery weakly similar to (76.6)AT2G45200| Symbols: ATGOS12, GOS12 | GOS12 (GOLGI SNARE 12); SNARE binding | chr2:18644763-18646714 REVERSEnot assigned not assigned not assigned not assigned not assigned PRK12323 PRK07764 PRK07003 "	cell. vesicle transport	31_4

CUST_36139_PI403524517	2	-0.24593449	0.15636635	-0.0053749084	0.013045311	-0.27676392	0.0053749084	35_10419	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_27053_PI399408534	2	-0.065776825	-0.08892155	0.03553009	0.019851685	-0.019218445	0.019218445	35_765	"Cluster: GDP dissociation inhibitor protein OsGDI1; n=4; Oryza sativa|Rep: GDP dissociation inhibitor protein OsGDI1 - Oryza sativa (Rice)"	UniRef90_O22470	CHR2V7|COORD:18248880..18251940| ATGDI1 (Arabidopsis thaliana guanosine diphosphate dissociation inhibitor 1)	AT2G44100.1	CHR05V5|COORD:13637791..13642862|protein rab GDP dissociation inhibitor alpha, putative, expressed	LOC_Os05g23860.1	no descriptionhighly similar to ( 769)AT2G44100| Symbols:  | ATGDI1 (Arabidopsis thaliana guanosine diphosphate dissociation inhibitor 1) | chr2:18248880-18251807 FORWARDnot assigned not assigned GDI MRS6	signalling.G-proteins	30_5

CUST_86153_PI403524517	2	0.09545994	-0.32089663	-0.029766083	0.087362766	0.002898693	-0.002898693	35_24675	"Cluster: Putative mitochondrial carrier protein; n=1; Hordeum vulgare subsp. vulgare|Rep: Putative mitochondrial carrier protein - Hordeum vulgare var. distichu"	UniRef90_Q53HZ4	CHR4V7|COORD:13904751..13907042| mitochondrial substrate carrier family protein	AT4G27940.1	CHR01V5|COORD:6833922..6838052|protein mitochondrial carrier protein CGI-69, putative, expressed	LOC_Os01g12470.1	 no descriptionmoderately similar to ( 204)AT4G27940| Symbols:  | mitochondrial substrate carrier family protein | chr4:13904751-13907042 FORWARDvery weakly similar to (64.3)BT1_MAIZEProtein brittle-1, chloroplast precursor - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Mito_carr 	transport.metabolite transporters at the mitochondrial membrane	34_9

CUST_17001_PI399408534	2	0.04873085	-0.958642	-0.4404192	0.28385258	0.59413433	-0.048731804	35_4216	Rep: Myb-related protein MYBAS2 - Oryza sativa (Rice)	UniRef90_Q4JL76	"CHR5V7|COORD:24099651..24100576| MYB59 (myb domain protein 59); DNA binding / transcription factor"	AT5G59780.3	CHR12V5|COORD:23293510..23291986|protein MYB59, putative, expressed	LOC_Os12g37970.1	" no descriptionmoderately similar to ( 246)AT5G59780| Symbols: AtMYB59, MYB59 | MYB59 (myb domain protein 59); DNA binding / transcription factor | chr5:24099651-24100481 REVERSEmoderately similar to ( 387)MYBA2_ORYSAnot assigned not assigned Myb_DNA-binding REB1 SANT SANT "	RNA.regulation of transcription.MYB domain transcription factor family	27_3_25

CUST_65686_PI403524517	2	0.04658413	0.51054096	0.033722878	-0.32942867	-0.3051405	-0.033722878	35_18762	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_162820_PI403524517	2	0.09432316	0.035444736	-0.08818054	0.5963259	-0.5492754	-0.035445213	35_45414	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_27364_PI399408534	2	0.2134037	0.28473377	-0.05040264	-0.27999973	0.05040264	-0.17539501	35_38639	"Cluster: Os05g0567400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0567400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DFV9	CHR4V7|COORD:13102915..13106727| FtsJ-like methyltransferase family protein	AT4G25730.1	CHR05V5|COORD:28161759..28166307|protein adoMet-dependent rRNA methyltransferase spb1, putative, expressed	LOC_Os05g49230.1	no descriptionweakly similar to ( 133)AT4G25730| Symbols:  | FtsJ-like methyltransferase family protein | chr4:13102915-13106727 REVERSEnot assigned Spb1_C	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_45085_PI403524517	2	0.025658607	0.37420607	0.23823214	-0.02565813	-0.19429064	-0.07958889	35_12925	"Cluster: Putative exosome component 4; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative exosome component 4 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K293	"CHR3V7|COORD:22812357..22813885| RRP41 (Ribosomal RNA Processing 41); 3'-5'-exoribonuclease/ RNA binding"	AT3G61620.1	CHR09V5|COORD:3958855..3964192|protein exosome complex exonuclease RRP41, putative, expressed	LOC_Os09g07820.2	"no descriptionvery weakly similar to (59.3)AT3G61620| Symbols: RRP41 | RRP41 (Ribosomal RNA Processing 41); 3'-5'-exoribonuclease/ RNA binding | chr3:22812357-22813885 REVERSEnot assigned PRK03983"	DNA.unspecified	28_99

CUST_24010_PI399408534	2	0.090387344	0.037345886	-0.010989189	0.010989189	-0.15797901	-0.072426796	35_17460	"Cluster: SET domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: SET domain containing protein, expressed - Oryza sativa (jap"	UniRef90_Q2QVA7	CHR5|COORD:4600999..4604485| SET domain-containing protein, low similarity to ribulose-1,5-bisphosphate carboxylase/oxygenase small subunit N-methyltransferase	AT5G14260.2	CHR12V5|COORD:7543984..7551701|protein SET domain containing protein, expressed	LOC_Os12g13460.1	 no descriptionhighly similar to ( 653)AT5G14260| Symbols:  | SET domain-containing protein | chr5:4601142-4603876 FORWARDvery weakly similar to (80.5)RBCMT_TOBACRibulose-1,5 bisphosphate carboxylase/oxygenase large subunit N-methyltransferase, chloroplast precursor - Nicotiana tabacum (Common tobacco)not assigned not assigned Rubis-subs-bind 	RNA.regulation of transcription.SET-domain transcriptional regulator family	27_3_69

CUST_29469_PI403524517	2	-0.40042448	-0.9065385	1.8309488	0.40042496	1.8284106	-1.1181464	35_8512	"Cluster: Pentatricopeptide (PPR) repeat-containing protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Pentatricopeptide (PPR) repeat-containing prot"	UniRef90_Q8H612	CHR3V7|COORD:566278..569872| pentatricopeptide (PPR) repeat-containing protein	AT3G02650.1	CHR06V5|COORD:3940688..3942688|protein expressed protein	LOC_Os06g08120.1	no descriptionmoderately similar to ( 273)AT3G02650| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr3:566278-569872 FORWARDnot assigned not assigned not assigned not assigned not assigned DUF247 PRK12678 PRK07003 PRK07764 PRK12323	not assigned.unknown	35_2

CUST_48316_PI403524517	2	-0.093027115	-0.03827095	0.16613102	0.03827095	-0.12812233	0.0738163	35_13809	"Cluster: AMP-binding enzyme family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: AMP-binding enzyme family protein, expressed - Oryza sat"	UniRef90_Q2QXT0	CHR3V7|COORD:1786516..1791752| LACS6 (LONG-CHAIN ACYL-COA SYNTHETASE 6)	AT3G05970.1	CHR12V5|COORD:2169072..2160546|protein AMP-binding protein, putative, expressed	LOC_Os12g04990.3	no descriptionhighly similar to ( 807)AT3G05970| Symbols: LACS6 | LACS6 (LONG-CHAIN ACYL-COA SYNTHETASE 6) | chr3:1786516-1791752 REVERSEweakly similar to ( 121)4CL2_PETCR4-coumarate--CoA ligase 1 - Petroselinum crispum (Parsley) (Petroselinum hortense)not assigned not assigned not assigned not assigned not assigned FAA1 AMP-binding CaiC PRK09089 PRK05677 PRK05605 PRK07529 PRK07514 PRK07656 PRK03640 PRK07059 PRK08751 PRK08974 PRK06187 PRK07787 PRK06087 PRK12492 PRK12583 PRK07771 PRK08315 PRK07770 PRK06814 PRK07786 PRK06710 PRK05620 PRK08633 PRK06839 PRK08180 PRK09088 PRK05852 Acs PRK08314 PRK08316 PRK08162 caiC PRK06368 PRK06145 PRK06178 PRK08043 PRK06188 PRK07768 PRK07684 entE PRK07008 EntE PRK12582 PRK09274 PRK09029 EntF PRK07788 PRK06164 PRK06219 PRK05691 PRK12406 PRK06334 PRK09192 PRK06155 PRK06060 PRK06018 PRK07798 PRK08276 PRK07445 PRK05851 PRK07867 PRK07470 PRK07638 PRK04319 PRK04813 PRK05857 PRK05850	lipid metabolism.FA synthesis and FA elongation.long chain fatty acid CoA ligase	11_1_9

CUST_11933_PI403524517	2	0.13995552	-0.228858	0.025650024	-0.0052518845	0.005252838	-0.13157558	35_3395	"Cluster: Tetratricopeptide repeat-containing protein-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: Tetratricopeptide repeat-containing protein-like - O"	UniRef90_Q6Z4S6	CHR4V7|COORD:17512370..17514415| tetratricopeptide repeat (TPR)-containing protein	AT4G37210.1	CHR07V5|COORD:1164093..1167902|protein TPR Domain containing protein, expressed	LOC_Os07g03070.1	no descriptionmoderately similar to ( 216)AT4G37210| Symbols:  | tetratricopeptide repeat (TPR)-containing protein | chr4:17512370-17514415 FORWARDnot assigned	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_153221_PI403524517	2	-0.032743454	0.34084606	0.21587944	0.032279015	-0.16828442	-0.032279015	35_42823	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_39006_PI403524517	2	-0.61616135	0.09777546	-0.09777546	0.40937138	0.3681183	-0.34644604	35_11221	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_28435_PI403524517	2	0.006415367	0.087908745	-0.006415367	-0.030320168	-0.020533562	0.09976196	35_8218	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QLI6	CHR5V7|COORD:25523575..25525243| similar to IMP dehydrogenase/GMP reductase [Medicago truncatula] (GB:ABE86374.1)	AT5G63720.1	CHR12V5|COORD:27453510..27457990|protein ATMAP70-2, putative, expressed	LOC_Os12g44340.1	no description	not assigned.unknown	35_2

CUST_162896_PI403524517	2	-0.03100729	-0.48062706	-0.12397814	0.24283981	0.5350766	0.03100729	35_45433	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_59788_PI403524517	2	0.036105633	0.4731722	-0.0071821213	-0.030771255	0.007182598	-0.3407426	35_17046	"Cluster: Oligopeptide transporter OPT-like; n=3; Oryza sativa (japonica cultivar-group)|Rep: Oligopeptide transporter OPT-like - Oryza sativa (japonica cultivar"	UniRef90_Q6H7J6	"CHR1V7|COORD:24446302..24449785| YSL7 (YELLOW STRIPE LIKE 7); oligopeptide transporter"	AT1G65730.1	CHR02V5|COORD:25393934..25398463|protein transposon protein, putative, unclassified, expressed	LOC_Os02g42220.1	"no descriptionhighly similar to ( 704)AT1G65730| Symbols: YSL7 | YSL7 (YELLOW STRIPE LIKE 7); oligopeptide transporter | chr1:24446302-24449785 FORWARDOPT COG1297"	transport.peptides and oligopeptides	34_13

CUST_10579_PI399408534	2	0.12900925	-0.5168247	-0.07386494	0.024784088	-0.024783134	0.044077873	35_17915	"Cluster: Os03g0616700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os03g0616700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DQB1	CHR5V7|COORD:1844798..1852602| Ran-binding protein, putative	AT5G06120.1	CHR03V5|COORD:23336850..23323285|protein exportin-7, putative, expressed	LOC_Os03g42050.1	 no descriptionhighly similar to ( 785)AT5G06120| Symbols:  | Ran-binding protein, putative | chr5:1844798-1852602 FORWARDnot assigned not assigned 	signalling.G-proteins	30_5

CUST_53200_PI403524517	2	9.7084045E-4	-0.31409264	-9.7084045E-4	0.12985706	0.049308777	-0.16200733	35_15142	Rep: Aspartate aminotransferase precursor - Panicum miliaceum (Proso millet) (Broomcorn millet)	UniRef90_Q43057	CHR2V7|COORD:13186089..13188763| ASP1 (ASPARTATE AMINOTRANSFERASE 1)	AT2G30970.1	CHR02V5|COORD:7706618..7711597|protein aspartate aminotransferase, mitochondrial precursor, putative, expressed	LOC_Os02g14110.1	no descriptionweakly similar to ( 158)AT2G30970| Symbols: ASP1 | ASP1 (ASPARTATE AMINOTRANSFERASE 1) | chr2:13186089-13188763 FORWARDvery weakly similar to (94.7)AAT1_MEDSAAspartate aminotransferase 1 - Medicago sativa (Alfalfa)not assigned not assigned TyrB PRK09257	amino acid metabolism.synthesis.central amino acid metabolism.aspartate.aspartate aminotransferase	13_1_1_2_1

CUST_179058_PI403524517	2	-0.1822567	0.13229084	0.4157982	-0.13229084	0.18059635	-0.1421504	35_49801	"Cluster: NAD-dependent epimerase/dehydratase family protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: NAD-dependent epimerase/dehyd"	UniRef90_Q10N67	"CHR3V7|COORD:19852613..19855035| UXS1 (UDP-GLUCURONIC ACID DECARBOXYLASE 1); catalytic"	AT3G53520.1	CHR03V5|COORD:9582604..9579202|protein UDP-glucuronic acid decarboxylase 1, putative, expressed	LOC_Os03g17230.1	 no descriptionmoderately similar to ( 338)AT3G53520| Symbols: ATUXS1, UXS1 | UXS1 (UDP-GLUCURONIC ACID DECARBOXYLASE 1) | chr3:19852613-19854498 FORWARDvery weakly similar to (63.5)GME2_ORYSAnot assigned not assigned not assigned not assigned WcaG Epimerase RfbB GalE PRK11908 PRK10217 PRK10084 RfbD 	cell wall.precursor synthesis.UXS	10_1_5

CUST_13064_PI399408534	2	0.17839622	0.26330614	0.21067142	-0.17839622	-0.5642395	-0.7245369	35_13476	"Cluster: Eukaryotic aspartyl protease family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Eukaryotic aspartyl protease family protein, e"	UniRef90_Q2QN11	CHR3V7|COORD:22891049..22892500| aspartyl protease family protein	AT3G61820.1	CHR12V5|COORD:24179016..24181680|protein aspartic proteinase nepenthesin-1 precursor, putative, expressed	LOC_Os12g39360.1	no descriptionvery weakly similar to (53.5)AT3G61820| Symbols:  | aspartyl protease family protein | chr3:22891049-22892500 REVERSE	RNA.regulation of transcription.unclassified	27_3_99

CUST_164534_PI403524517	2	-0.035261154	0.16884041	-0.107131004	0.09991169	0.035260677	-0.12785387	35_45862	"Cluster: Multicopper oxidase family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Multicopper oxidase family protein, expressed - Oryza s"	UniRef90_Q2R0L2	"CHR3V7|COORD:2827440..2830483| LAC7 (laccase 7); copper ion binding / oxidoreductase"	AT3G09220.1	CHR11V5|COORD:24922346..24924859|protein laccase LAC2-1, putative, expressed	LOC_Os11g42200.1	"no descriptionvery weakly similar to (99.8)AT3G09220| Symbols: LAC7 | LAC7 (laccase 7); copper ion binding / oxidoreductase | chr3:2827440-2830483 REVERSEnot assigned Cu-oxidase_3"	secondary metabolism.simple phenols	16_10

CUST_10516_PI404877155	2	0.103155136	-0.110385895	-0.06385136	-0.0011177063	0.004716873	0.0011177063	Contig4227_at	B1100D10.31 [Oryza sativa (japonica cultivar-group)]	NP_916403.1	universal stress protein (USP) family protein	At1g11360.1	protein universal stress protein family, putative	Os05g42230	NONE	stress.abiotic.unspecified	20_2_99

CUST_99564_PI403524517	2	0.096315384	-0.053527832	0.009800911	0.15318203	-0.08245659	-0.009801865	35_28420	"Cluster: Tetratricopeptide repeat protein 2-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Tetratricopeptide repeat protein 2-like - Oryza sativa (japon"	UniRef90_Q5ZDK5	"CHR1V7|COORD:19883394..19886043| TTL1 (TETRATRICOPETIDE-REPEAT THIOREDOXIN-LIKE 1); binding"	AT1G53300.1	CHR01V5|COORD:24787885..24791892|protein electron transporter, putative, expressed	LOC_Os01g42960.1	"no descriptionmoderately similar to ( 249)AT1G53300| Symbols: TTL1 | TTL1 (TETRATRICOPETIDE-REPEAT THIOREDOXIN-LIKE 1); binding | chr1:19883394-19886043 FORWARDvery weakly similar to (71.2)STIP_SOYBNHeat shock protein STI - Glycine max (Soybean)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TPR NrfG"	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_33543_PI403524517	2	0.19530487	-0.030467033	-0.117780685	0.32292366	0.030467033	-0.14161396	35_9670	"Cluster: Hypothetical protein P0599F04.9; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0599F04.9 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q65X09	"CHR4V7|COORD:15676494..15677782| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G20670.1); similar to Protein of unknown function DUF506, plant"	AT4G32480.1	CHR05V5|COORD:25695387..25693271|protein plant-specific domain TIGR01615 family protein, expressed	LOC_Os05g44300.1	" no descriptionvery weakly similar to (55.1)AT2G38820| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G22970.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAP44687.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:AAT76408.1); similar to Os03g0796600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001051556.1); contains InterPro domain Protein of unknown function DUF506, plant; (InterPro:IPR006502) | chr2:16229349-16230471 FORWARDDUF506 "	not assigned.unknown	35_2

CUST_68752_PI403524517	2	-0.007163048	-0.8601332	0.093128204	0.007163048	0.21958351	-0.24930859	35_19668	"Cluster: MCM; Nucleic acid-binding, OB-fold; n=3; Papilionoideae|Rep: MCM; Nucleic acid-binding, OB-fold - Medicago truncatula (Barrel medic)"	UniRef90_Q1SA78	CHR5V7|COORD:18787129..18790833| DNA replication licensing factor, putative	AT5G46280.1	CHR05V5|COORD:23336387..23341390|protein DNA replication licensing factor MCM3, putative, expressed	LOC_Os05g39850.1	 no descriptionhighly similar to ( 769)AT5G46280| Symbols:  | DNA replication licensing factor, putative | chr5:18787129-18790833 REVERSEhighly similar to ( 776)MCM3_MAIZEnot assigned not assigned not assigned not assigned not assigned not assigned MCM MCM2 MCM COG0714 	DNA.synthesis/chromatin structure	28_1

CUST_24057_PI403524517	2	0.025579453	-0.012001038	0.012000084	-0.1627636	0.02097416	-0.075992584	35_6989	"Cluster: Putative short-chain dehydrogenase/reductase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative short-chain dehydrogenase/reductase - Oryza sat"	UniRef90_Q6ZHJ6	CHR3V7|COORD:1828302..1830166| short-chain dehydrogenase/reductase (SDR) family protein	AT3G06060.1	CHR02V5|COORD:28908875..28911021|protein 3-ketodihydrosphingosine reductase precursor, putative, expressed	LOC_Os02g47350.1	no descriptionmoderately similar to ( 226)AT3G06060| Symbols:  | short-chain dehydrogenase/reductase (SDR) family protein | chr3:1828302-1830166 REVERSEnot assigned not assigned not assigned DltE PRK12829 PRK06181 fabG fabG PRK06180 fabG FabG COG4221 PRK09072 PRK07825 PRK08267 PRK07832 PRK12828 PRK07326	lipid metabolism.'exotics' (steroids, squalene etc).sphingolipids	11_8_1

CUST_59068_PI403524517	2	0.0012979507	0.478014	-0.0012969971	-0.025211334	-0.07569218	0.026492119	35_16847	Rep: At4g28070 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q5XET7	CHR4V7|COORD:13946015..13948468| ATPase	AT4G28070.2	CHR08V5|COORD:10091550..10097751|protein ATPase, putative, expressed	LOC_Os08g16480.1	no descriptionhighly similar to ( 583)AT4G30490| Symbols:  | AFG1-like ATPase family protein | chr4:14899232-14901889 REVERSEnot assigned COG1485 AFG1_ATPase	not assigned.no ontology	35_1

CUST_53753_PI403524517	2	0.08274269	-0.41255188	-0.025323868	0.02376175	-0.02376175	0.038680077	35_15295	"Cluster: Hypothetical protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XXS0	CHR3V7|COORD:19407667..19409097| ATP synthase D chain-related	AT3G52300.1	CHR08V5|COORD:23449336..23446411|protein ATP synthase D chain, mitochondrial, putative, expressed	LOC_Os08g37320.1	 no descriptionmoderately similar to ( 233)AT3G52300| Symbols: ATPQ | ATPQ (ATP SYNTHASE D CHAIN, MITOCHONDRIAL) | chr3:19407667-19408844 FORWARDnot assigned Mt_ATP-synt_D 	mitochondrial electron transport / ATP synthesis.F1-ATPase	9_9

CUST_82558_PI403524517	2	0.310524	0.019069195	-0.019069672	-0.52126074	0.06340599	-0.75695133	35_23680	"Cluster: Os07g0111600 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0111600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D921	CHR1V7|COORD:4753491..4755551| calcineurin-like phosphoesterase family protein	AT1G13900.1	CHR07V5|COORD:657072..661571|protein hydrolase/ protein serine/threonine phosphatase, putative, expressed	LOC_Os07g02090.1	no descriptionmoderately similar to ( 315)AT1G13900| Symbols:  | calcineurin-like phosphoesterase family protein | chr1:4753491-4755551 REVERSEweakly similar to ( 108)NPP_HORVUNucleotide pyrophosphatase/phosphodiesterase - Hordeum vulgare (Barley)not assigned	misc.acid and other phosphatases	26_13

CUST_52204_PI403524517	2	-0.010251999	-0.357481	-0.010251999	0.010251999	0.121082306	0.16226768	35_14875	Rep: Histone H1-like protein HON101 - Zea mays (Maize)	UniRef90_Q8LK07	CHR1V7|COORD:2076686..2077615| histone H1, putative	AT1G06760.1	CHR04V5|COORD:9968766..9969779|protein histone H1, putative, expressed	LOC_Os04g18090.1	"no descriptionvery weakly similar to (88.2)AT2G18050| Symbols: HIS1-3 | HIS1-3 (HISTONE H1-3); DNA binding | chr2:7853336-7853752 FORWARDvery weakly similar to (84.3)H1_MAIZEHistone H1 - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned H15 H15 Linker_histone Tymo_45kd_70kd Extensin_2 TolA TolA PRK12323 tolA Atrophin-1 PRK09169 DUF1509 PRK07735 APC_basic PRK07003 PRK12372 HPC2 PRK07764 PRK05035 HC2 infB PRK12678 AF-4 DUF1421 Transformer Herpes_UL56 KAR9 PRK12472 DUF566 DUF1777"	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_140586_PI403524517	2	-0.033216476	0.114536285	0.07663727	0.008182526	-0.008183479	-0.052124977	35_39417	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_5304_PI404877155	2	0.16403866	-0.056092262	-0.03140354	-0.08003712	0.031402588	0.10702419	Contig16878_at	putative receptor protein kinase [Arabidopsis thaliana]	AAO22763.1	leucine-rich repeat family protein / protein kinase family protein	At2g37050.1	protein receptor protein kinase, putative	Os11g01200	"similar to leucine-rich repeat family protein / protein kinase family protein [Arabidopsis thaliana] (TAIR:At1g67720.1); similar to putative light repressible receptor protein kinase [Oryza sativa (japonica cultivar-group)] (GB:BAD87040.1); contains Inter"	signalling.receptor kinases.leucine rich repeat I	30_2_1

CUST_190_PI399407379	2	0.095285416	0.5185394	0.013687134	-0.10994148	-0.06654835	-0.013688087	HvABI1e									

CUST_4949_PI404877155	2	0.023744583	-0.4919634	-0.18004704	-0.017860413	0.01883316	0.017859459	Contig16323_at	0	BAD08931.1	PHD finger family protein	At1g77250.1	protein PHD-finger, putative	Os08g01420	PHD finger family protein, contains Pfam domain, PF00628: PHD-finger	RNA.regulation of transcription.Alfin-like	27_3_02

CUST_15751_PI404877155	2	-0.31379223	0.026942253	0.11811352	0.06307411	-0.0269413	-0.08110809	Contig9585_at	protein phosphatase 2C-like protein [Oryza sativa (japonica cultivar-group)]	BAC05575.1	protein phosphatase 2C P2C-HA / PP2C P2C-HA (P2C-HA)	At1g72770.1	protein Protein phosphatase 2C	Os05g51510	protein phosphatase 2C-like protein	hormone metabolism.abscisic acid.signal transduction	17_1_2

CUST_72157_PI403524517	2	-0.17182255	0.14018726	0.056232452	-0.07524967	-0.0562315	0.11093712	35_20684	"Cluster: Putative TATA-binding protein associated factor; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative TATA-binding protein associated factor - Ory"	UniRef90_Q6H7I0	CHR5V7|COORD:17332836..17338372| transcription initiation factor	AT5G43130.1	CHR02V5|COORD:26397394..26390084|protein transcription initiation factor, putative, expressed	LOC_Os02g43750.1	no descriptionweakly similar to ( 116)AT5G43130| Symbols:  | transcription initiation factor | chr5:17332836-17338372 REVERSEnot assigned TAF4	RNA.transcription	27_2

CUST_173069_PI403524517	2	1.1987009	0.026771545	-0.13029385	0.12149334	-0.047460556	-0.026771069	35_48196	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_105825_PI403524517	2	0.55791426	0.2252264	0.1456604	-0.53325224	-0.33762312	-0.1456604	35_30131	Rep: Minus agglutinin - Chlamydomonas incerta	UniRef90_Q5I2R0	CHR1V7|COORD:25812961..25813793| AGP19/ATAGP19 (ARABINOGALACTAN-PROTEIN 19)	AT1G68725.1	CHR02V5|COORD:4175209..4165204|protein ATP binding protein, putative, expressed	LOC_Os02g07960.4	no description	not assigned.unknown	35_2

CUST_52820_PI403524517	2	-0.08637047	0.5004091	0.0138988495	0.016770363	-0.013899803	-0.013899803	35_15044	"Cluster: Putative glucose-6-phosphate dehydrogenase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative glucose-6-phosphate dehydrogenase - Oryza sativa"	UniRef90_Q6K5H5	"CHR5V7|COORD:16328512..16331784| G6PD6 (GLUCOSE-6-PHOSPHATE DEHYDROGENASE 6); glucose-6-phosphate 1-dehydrogenase"	AT5G40760.1	CHR02V5|COORD:23474346..23480943|protein glucose-6-phosphate 1-dehydrogenase, cytoplasmic isoform, putative, expressed	LOC_Os02g38840.2	" no descriptionhighly similar to ( 516)AT5G40760| Symbols: G6PD6 | G6PD6 (GLUCOSE-6-PHOSPHATE DEHYDROGENASE 6); glucose-6-phosphate 1-dehydrogenase | chr5:16328512-16331784 FORWARDhighly similar to ( 526)G6PD_SOLTUGlucose-6-phosphate 1-dehydrogenase, cytoplasmic isoform - Solanum tuberosum (Potato)not assigned G6PD_C Zwf PRK05722 PRK12853 PRK12854 "	OPP.oxidative PP.G6PD	7_1_1

CUST_48989_PI403524517	2	0.08801651	-0.54354477	-0.111291885	-0.0042419434	0.0042419434	0.061903	35_13986	Rep: Histone H2B.3 - Zea mays (Maize)	UniRef90_Q43261	CHR5V7|COORD:24144432..24144884| histone H2B	AT5G59910.1	CHR01V5|COORD:2845932..2841231|protein core histone H2A/H2B/H3/H4 family protein, expressed	LOC_Os01g05970.1	 no descriptionweakly similar to ( 172)AT5G22880| Symbols:  | histone H2B, putative | chr5:7652133-7652570 REVERSEweakly similar to ( 187)H2B1_WHEATHistone H2B.1 - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned H2B Histone TT_ORF1 Tymo_45kd_70kd DUF566 MAP65_ASE1 DUF390 PRK12323 PRK07764 HPC2 DUF1777 	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_72164_PI403524517	2	0.08778477	0.03113556	-0.16776562	-0.035892487	0.08636761	-0.03113556	35_20685	"Cluster: Hypothetical protein P0599F09.14-1; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0599F09.14-1 - Oryza sativa (japonica cultiv"	UniRef90_Q6H4I4	CHR3|COORD:21341159..21342373| F-box family protein, contains F-box domain Pfam:PF00646	AT3G57590.1	CHR09V5|COORD:12438215..12435989|protein F-box protein interaction domain containing protein, expressed	LOC_Os09g20650.2	no descriptionvery weakly similar to (79.0)AT3G57590| Symbols:  | F-box family protein | chr3:21341159-21342373 REVERSE	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_37682_PI403524517	2	-0.15303087	0.17812252	0.2443924	0.1530304	-0.577888	-0.4929104	35_10850	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_9459_PI404877155	2	-0.060297012	0.07123566	-0.0056467056	-0.03893757	0.021669388	0.0056467056	Contig3191_at	putative ATP synthase [Oryza sativa (japonica cultivar-group)]	BAD07747.1	expressed protein	At2g21870.1	protein probable atp synthase 24 kda subunit, mitochondrial precursor(ec 3.6.3.14)	Os02g03860	synthase -related	mitochondrial electron transport / ATP synthesis.F1-ATPase	9_9

CUST_128459_PI403524517	2	0.07958889	-0.1757021	-0.023989677	0.023990631	-0.30088806	0.050808907	35_36110	Rep: H0323C08.9 protein - Oryza sativa (Rice)	UniRef90_Q25A39	CHR1V7|COORD:4484631..4488385| SDA1 family protein	AT1G13160.1	CHR04V5|COORD:31824470..31829644|protein mystery 45A CG8070-PA, putative, expressed	LOC_Os04g53770.1	no descriptionweakly similar to ( 118)AT1G13160| Symbols:  | SDA1 family protein | chr1:4484631-4488385 FORWARDnot assigned	not assigned.no ontology	35_1

CUST_178548_PI403524517	2	0.115594864	-0.07608032	-0.34195518	0.24452591	0.01802063	-0.018018723	35_49658	"Cluster: S-adenosylmethionine decarboxylase uORF; n=3; core eudicotyledons|Rep: S-adenosylmethionine decarboxylase uORF - Daucus carota (Carrot)"	UniRef90_Q6RUQ6		0	0	0	no descriptionAdoMetDC_leader	not assigned.unknown	35_2

CUST_5083_PI399408534	2	0.021549702	0.07781315	0.04451084	-0.021549702	-0.1162014	-0.12249994	35_19044	"Cluster: Putative Splicing factor 3B subunit 3; n=3; Oryza sativa (japonica cultivar-group)|Rep: Putative Splicing factor 3B subunit 3 - Oryza sativa (japonica"	UniRef90_Q7X971	CHR3V7|COORD:3786437..3793166| cleavage and polyadenylation specificity factor (CPSF) A subunit C-terminal domain-containing protein	AT3G11960.1	CHR07V5|COORD:5574914..5565871|protein nucleic acid binding protein, putative, expressed	LOC_Os07g10390.1	no descriptionmoderately similar to ( 368)AT3G11960| Symbols:  | cleavage and polyadenylation specificity factor (CPSF) A subunit C-terminal domain-containing protein | chr3:3786437-3793166 FORWARDnot assigned not assigned CPSF_A	RNA.processing.splicing	27_1_1

CUST_167926_PI403524517	2	0.2245202	0.2467761	-0.005284786	0.0052843094	-0.1005187	-0.029554367	35_46770	Rep: Probable protein NAP1 - Oryza sativa (Rice)	UniRef90_Q6ZBH9	"CHR2V7|COORD:14803049..14810604| GRL/NAP1/NAPP; transcriptional activator"	AT2G35110.1	CHR08V5|COORD:27157691..27144853|protein protein NAP1, putative, expressed	LOC_Os08g43130.1	 no descriptionmoderately similar to ( 350)AT2G35110| Symbols: GRL, NAP1, NAPP | GRL/NAP1/NAPP | chr2:14803049-14810604 REVERSEmoderately similar to ( 406)NCKP1_ORYSAnot assigned 	not assigned.no ontology	35_1

CUST_26012_PI399408534	2	-0.22975636	0.95085335	-0.05889225	0.06895256	-0.11718273	0.05889225	35_20111	"Cluster: WRKY transcription factor-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: WRKY transcription factor-like - Oryza sativa (japonica cultivar-group"	UniRef90_Q94J08	"CHR1V7|COORD:10236575..10237453| WRKY65 (WRKY DNA-binding protein 65); transcription factor"	AT1G29280.1	CHR01V5|COORD:31737826..31735852|protein OsWRKY13 - Superfamily of rice TFs having WRKY and zinc finger domains, expressed	LOC_Os01g54600.1	" no descriptionvery weakly similar to (96.3)AT1G29280| Symbols: ATWRKY65, WRKY65 | WRKY65 (WRKY DNA-binding protein 65); transcription factor | chr1:10236575-10237453 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned WRKY PRK12323 PRK07003 PRK07764 "	RNA.regulation of transcription.WRKY domain transcription factor family	27_3_32

CUST_149676_PI403524517	2	-0.017251968	0.017251968	0.021831512	-0.09953594	0.15193176	-0.17013454	35_41872	"Cluster: Ribosomal protein S15-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Ribosomal protein S15-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69SJ7	CHR1V7|COORD:30310296..30312074| ribosomal protein S15 family protein	AT1G80620.1	CHR02V5|COORD:34233067..34236231|protein ribosomal protein S15 containing protein, expressed	LOC_Os02g55940.1	no description	not assigned.unknown	35_2

CUST_178640_PI403524517	2	-0.36279583	0.5118418	0.20317268	-0.07034683	-0.03333378	0.03333378	35_49684	Rep: Pre-mRNA processing factor - Triticum aestivum (Wheat)	UniRef90_Q2QKC2	CHR4V7|COORD:15306989..15308070| SRZ-22 (serine/arginine-rich 22)	AT4G31580.1	CHR06V5|COORD:4427667..4431336|protein splicing factor, arginine/serine-rich 7, putative, expressed	LOC_Os06g08840.7	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF1777	not assigned.unknown	35_2

CUST_171760_PI403524517	2	0.06515837	-0.43328762	-0.023560524	-0.2384491	0.023560524	0.033250332	35_47856	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_70406_PI403524517	2	0.033489227	-0.21658325	0.018824577	-0.18391418	-0.018823624	0.060027122	35_20167	"Cluster: Hypothetical protein OSJNBb0012G21.2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0012G21.2 - Oryza sativa (japonica cu"	UniRef90_Q688J5	"CHR5V7|COORD:1712951..1715640| ATE1 (DELAYED LEAF SENESCENCE 1); arginyltransferase"	AT5G05700.1	CHR05V5|COORD:21828143..21820047|protein arginyl-tRNA--protein transferase 1, putative, expressed	LOC_Os05g37434.1	 no descriptionweakly similar to ( 144)AT3G11240| Symbols:  | arginine-tRNA-protein transferase, putative / arginyltransferase, putative / arginyl-tRNA-protein transferase, putative | chr3:3518671-3521098 REVERSEnot assigned ATE_C COG2935 PRK01305 	protein.aa activation.arginine-tRNA ligase	29_1_19

CUST_12460_PI399408534	2	0.046182632	-0.45873165	-0.046182632	0.22094822	-0.0923233	0.2773161	35_1762	"Cluster: Putative auxin-induced protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative auxin-induced protein - Oryza sativa (japonica"	UniRef90_Q84QW4	"CHR3V7|COORD:2365458..2366279| AIR12 (Auxin-Induced in Root cultures 12); extracellular matrix structural constituent"	AT3G07390.1	CHR08V5|COORD:25953699..25954991|protein AIR12, putative, expressed	LOC_Os08g41290.1	"no descriptionweakly similar to ( 145)AT3G07390| Symbols: AIR12 | AIR12 (Auxin-Induced in Root cultures 12); extracellular matrix structural constituent | chr3:2365458-2366279 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF568 PRK07003 PRK12323 Tymo_45kd_70kd DoH Atrophin-1 APC_basic Extensin_2 PRK07764 PRK12678 PRK05648 Pol_Y_like KAR9 HPC2"	hormone metabolism.auxin.induced-regulated-responsive-activated	17_2_3

CUST_14785_PI404877155	2	0.030207634	-0.06314659	-0.03020668	0.10256004	-0.13646793	0.045482635	Contig8600_at	multidrug resistance-associated protein MRP1 [Triticum aestivum]	AAL47686.1	glutathione-conjugate transporter, putative	At3g62700.1	protein multidrug resistance-associated protein MRP1	Os01g25380	"EST3;MRP4;glutathione-conjugate transporter (MRP4), identical to AtMRP4 GI:2959767 from (Arabidopsis thaliana)"	transport.ABC transporters and multidrug resistance systems	34_16

CUST_2700_PI399408534	2	0.010798454	0.2878828	-0.054208755	-0.13396168	-0.010798454	0.026647568	35_38286	"Cluster: Methyltransferase-like protein 2; n=2; Arabidopsis thaliana|Rep: Methyltransferase-like protein 2 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q8LFA9	CHR1V7|COORD:6684789..6686789| methyltransferase MT-A70 family protein	AT1G19340.1	CHR03V5|COORD:5185555..5181820|protein S-adenosylmethionine-dependent methyltransferase/ methyltransferase, putative, expressed	LOC_Os03g10224.1	no descriptionweakly similar to ( 120)AT1G19340| Symbols:  | methyltransferase MT-A70 family protein | chr1:6684789-6686789 FORWARDnot assigned MT-A70	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_94177_PI403524517	2	0.1385994	0.3595667	0.047273636	-0.047272682	-0.17599106	-0.16543198	35_26924	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2R859	"CHR5V7|COORD:20314461..20319245| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G33700.2); similar to unknown protein [Arabidopsis thaliana]"	AT5G49900.1	CHR11V5|COORD:7590735..7602331|protein expressed protein	LOC_Os11g13810.1	"no descriptionmoderately similar to ( 484)AT5G49900| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G33700.2); similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G10060.1); similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G24180.2); similar to unknown protein [Oryza sativa] (GB:AAL31035.1); similar to Os11g0242100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001067588.1); similar to At5g49900 [Oryza sativa (japonica cultivar-group)] (GB:AAX95400.1); contains InterPro domain Protein of unknown function DUF608; (InterPro:IPR006775) | chr5:20314461-20319245 REVERSEnot assigned DUF608 COG4354"	not assigned.unknown	35_2

CUST_8247_PI399408534	2	0.091278076	0.016472816	-0.051031113	-0.01647377	-0.04813385	0.07873058	35_2394	Rep: H1005F08.11 protein - Oryza sativa (Rice)	UniRef90_Q01MN3	CHR3V7|COORD:3864492..3866412| KH domain-containing protein / zinc finger (CCCH type) family protein	AT3G12130.1	CHR04V5|COORD:33763890..33767186|protein zinc finger C-x8-C-x5-C-x3-H type family protein, expressed	LOC_Os04g57010.1	no descriptionmoderately similar to ( 215)AT3G12130| Symbols:  | KH domain-containing protein / zinc finger (CCCH type) family protein | chr3:3864492-3866412 REVERSEnot assigned not assigned KH-I KH_1 KH	RNA.regulation of transcription.C3H zinc finger family	27_3_12

CUST_84428_PI403524517	2	0.0035743713	0.050819397	-0.17773151	-0.0035743713	-0.017428398	0.0072155	35_24191	"Cluster: Putative HIRA; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative HIRA - Oryza sativa (japonica cultivar-group)"	UniRef90_Q652L2	"CHR3V7|COORD:16127013..16132234| HIRA (ARABIDOPSIS HOMOLOG OF HISTONE CHAPERONE HIRA); nucleotide binding / protein binding"	AT3G44530.1	CHR09V5|COORD:22665825..22670911|protein HIRA, putative, expressed	LOC_Os09g39420.1	"no descriptionweakly similar to ( 156)AT3G44530| Symbols: HIRA | HIRA (ARABIDOPSIS HOMOLOG OF HISTONE CHAPERONE HIRA); nucleotide binding / protein binding | chr3:16127013-16132234 FORWARDnot assigned"	development.unspecified	33_99

CUST_22655_PI403524517	2	0.0794611	0.35922337	-0.041862488	-0.027323723	0.02732277	-0.052833557	35_6577	"Cluster: Lipoate-protein ligase, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Lipoate-protein ligase, putative, expressed - Oryza sativ"	UniRef90_Q10M64	"CHR1|COORD:1292110..1293247| similar to lipoyltransferase (LIP2p) [Arabidopsis thaliana] (TAIR:At4g31050.1); similar to COG0321: Lipoate-protein"	AT1G04640.2	CHR03V5|COORD:11632801..11631798|protein lipoate-protein ligase, putative, expressed	LOC_Os03g20560.1	no descriptionmoderately similar to ( 325)AT1G04640| Symbols: LIP2 | LIP2 (LIPOYLTRANSFERASE 2) | chr1:1292540-1293247 FORWARDnot assigned not assigned lipB LipB	Co-factor and vitamine metabolism	18

CUST_98893_PI403524517	2	0.07286739	0.036145687	0.28441906	-0.26926804	-0.036145687	-0.55878735	35_28228	"Cluster: Hypothetical protein P0009G03.17; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0009G03.17 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5ZEI0	CHR2V7|COORD:15768544..15770028| SLT1 (SODIUM- AND LITHIUM-TOLERANT 1)	AT2G37570.1	CHR01V5|COORD:2762575..2765446|protein SLT1 protein, putative, expressed	LOC_Os01g05790.1	no descriptionvery weakly similar to (82.0)AT2G37570| Symbols: SLT1 | SLT1 (SODIUM- AND LITHIUM-TOLERANT 1) | chr2:15768544-15770028 REVERSE	not assigned.unknown	35_2

CUST_9747_PI404877155	2	-0.006498337	-0.57408905	-0.14730167	0.04388714	0.19103336	0.006498337	Contig3479_at	hexose transporter [Hordeum vulgare subsp. vulgare]	CAD58958.1	16796437|transporter-related	At4g35300.1	protein putative sugar transporter	Os10g39440	hexose transporter	transporter.sugars	34_2

CUST_6437_PI404877155	2	0.29514694	0.25099945	-0.08883858	-0.08625412	-0.18280411	0.08625412	Contig19284_at	OSJNBa0005N02.3 [Oryza sativa (japonica cultivar-group)] ref|XP_473529.1| OSJNBa0005N02.3 [Oryza sativa (japonica cultivar-group)]	CAE02070.2	argonaute protein (AGO1)	At1g48410.1	protein Piwi domain, putative	Os04g47870	leaf development protein Argonaute	RNA.regulation of transcription.Argonaute	27_3_36

CUST_34135_PI403524517	2	0.32022953	0.42322302	0.08804846	-0.34118366	-0.22922564	-0.08804846	35_9838	Rep: Serine/threonine kinase - Oryza sativa (indica cultivar-group)	UniRef90_Q304W8	"CHR4V7|COORD:12617389..12620491| CIPK8 (CBL-INTERACTING PROTEIN KINASE 8); kinase"	AT4G24400.1	CHR06V5|COORD:24043794..24037933|protein CBL-interacting serine/threonine-protein kinase 24, putative, expressed	LOC_Os06g40370.1	 no descriptionmoderately similar to ( 309)AT4G24400| Symbols: SnRK3.13, PKS11, CIPK8 | CIPK8 (CBL-INTERACTING PROTEIN KINASE 8) | chr4:12617389-12620453 FORWARDmoderately similar to ( 286)CIPK1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase SPS1 Pkinase_Tyr TyrKc PTKc PTKc_Srm_Brk PTKc_Jak_rpt2 PTKc_Fes_like PTKc_Src_like PTKc_Fes PTKc_Csk_like PTKc_InsR_like PTKc_Syk_like PTKc_Jak2_Jak3_rpt2 PTKc_Abl PTKc_Fer PTKc_Jak1_rpt2 PTKc_Ack_like PTKc_EGFR_like PTKc_Chk PTKc_EphR_A PTKc_EphR PTKc_FAK PTKc_Frk_like PTKc_Tyk2_rpt2 PTKc_Lyn PTKc_Tec_like PTKc_Tyro3 PTKc_Tec_Rlk PTKc_EphR_A2 PTKc_Lck_Blk PTKc_Csk PTKc_Btk_Bmx PTKc_PDGFR PTKc_Hck PTKc_FGFR PTKc_EphR_B PTKc_c-ros PTKc_ALK_LTK PTKc_InsR PTKc_FGFR4 PTKc_IGF-1R PTKc_FGFR2 PTKc_Src PTKc_Ror PTKc_Itk PTKc_Axl_like PTKc_Yes PTK_CCK4 PTKc_FGFR3 PTKc_Axl PTKc_EGFR PTKc_Syk PTKc_FGFR1 PTK_Ryk PTKc_Zap-70 PTKc_Fyn_Yrk PTKc_DDR PTKc_Tie1 PTKc_Tie PTKc_HER4 PTK_HER3 PTKc_EphR_A10 PTKc_RET PTKc_Musk PTKc_HER2 PTKc_Trk PTKc_DDR2 PTKc_Met_Ron PTKc_Tie2 PTKc_DDR_like PTKc_TrkA PTKc_Ror1 	protein.postranslational modification	29_4

CUST_26397_PI403524517	2	0.026925087	-0.887619	-0.110604286	0.033208847	0.06273651	-0.02692604	35_7649	"Cluster: Mitochondrial carrier protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Mitochondrial carrier protein, expressed - Oryza sativa (jap"	UniRef90_Q10MX0	CHR5V7|COORD:143239..144560| mitochondrial substrate carrier family protein	AT5G01340.1	CHR03V5|COORD:10150820..10153545|protein tricarboxylate transport protein, mitochondrial precursor, putative, expressed	LOC_Os03g18160.1	 no descriptionmoderately similar to ( 499)AT5G01340| Symbols:  | mitochondrial substrate carrier family protein | chr5:143239-144560 REVERSEvery weakly similar to (63.5)BT1_MAIZEProtein brittle-1, chloroplast precursor - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Mito_carr PRK07003 PRK07764 	transport.metabolite transporters at the mitochondrial membrane	34_9

CUST_5091_PI403524517	2	-0.044629097	0.6397438	0.15534496	-0.088908195	0.044628143	-0.09411907	35_1400	"Cluster: Putative syntaxin of plants 52; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative syntaxin of plants 52 - Oryza sativa (japonica cultivar-group"	UniRef90_Q6YUT2	CHR1V7|COORD:29951957..29953197| SYP52 (SYNTAXIN OF PLANTS 52)	AT1G79590.2	CHR02V5|COORD:1024751..1022080|protein SNARE domain containing protein, expressed	LOC_Os02g02720.4	 no descriptionweakly similar to ( 127)AT1G79590| Symbols: ATSYP52, SYP52 | SYP52 (SYNTAXIN OF PLANTS 52) | chr1:29951957-29953197 FORWARDnot assigned not assigned 	cell. vesicle transport	31_4

CUST_101111_PI403524517	2	-0.063589096	1.2710328	0.06358957	0.17082262	-0.29206228	-0.69110394	35_28858	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_10883_PI404877155	2	0.025111198	-0.4209919	-0.025111198	0.088127136	-0.102944374	0.100421906	Contig4613_at	0	BAD07953.1	mannose 6-phosphate reductase (NADPH-dependent), putative	At2g21250.1	protein oxidoreductase, aldo/keto reductase family, putative	Os02g03100	putative NADPH dependent mannose 6-phosphate reductase	minor CHO metabolism.others	3_5

CUST_52049_PI403524517	2	0.1177063	-0.08558655	0.009395599	0.022239685	-0.009397507	-0.063121796	35_14835	Rep: Ribosomal protein P1 - Triticum aestivum (Wheat)	UniRef90_Q5I7K5	CHR4|COORD:345952..347192| 60S acidic ribosomal protein P1 (RPP1B), similar to acidic ribosomal protein p1	AT4G00810.2	CHR08V5|COORD:897767..899365|protein 60S acidic ribosomal protein P1, putative, expressed	LOC_Os08g02340.2	 no descriptionvery weakly similar to (84.0)AT5G24510| Symbols:  | 60s acidic ribosomal protein P1, putative | chr5:8369298-8369869 REVERSEweakly similar to ( 103)RLA1_MAIZE60S acidic ribosomal protein P1 - Zea mays (Maize)not assigned not assigned Ribosomal_60s RPP1A rpl12p 	protein.synthesis.misc ribososomal protein	29_2_2

CUST_10968_PI404877155	2	-0.025123596	0.17132187	-0.16361332	0.048823357	-0.0979414	0.025122643	Contig4705_s_at	GTP-binding protein yptm3 - maize emb|CAA54822.1| yptm3 [Zea mays]	T04362	Rab2-like GTP-binding protein (RAB2)	At4g17170.1	protein Ras family, putative	Os02g37420	small GTP-binding protein	signalling.G-proteins	30_5

CUST_35338_PI403524517	2	0.35747623	0.23790741	0.025790215	-0.07528782	-0.26128578	-0.025791168	35_10188	"Cluster: Putative SEU1 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative SEU1 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q9LWV8	CHR5|COORD:24952189..24956335| expressed protein	AT5G62090.2	CHR06V5|COORD:1394805..1388014|protein transcriptional corepressor SEUSS, putative, expressed	LOC_Os06g03600.1	no description	not assigned.unknown	35_2

CUST_524_PI403524517	2	0.04065895	-0.6767006	-0.021409035	0.16275215	0.021408081	-0.121136665	35_136	"Cluster: Ribulose bisphosphate carboxylase large chain precursor; n=3841; root|Rep: Ribulose bisphosphate carboxylase large chain precursor - Arabidopsis thalia"	UniRef90_O03042	CHRCV7|COORD:54958..56397| large subunit of RUBISCO.	ATCG00490.1	CHR10V5|COORD:10530028..10531336|protein ribulose bisphosphate carboxylase large chain precursor, putative, expressed	LOC_Os10g21280.1	no descriptionhighly similar to ( 891)ATCG00490| Symbols: RBCL | large subunit of RUBISCO. | chrC:54958-56397 FORWARDhighly similar to ( 953)RBL_WHEATRibulose bisphosphate carboxylase large chain precursor - Triticum aestivum (Wheat)rbcL rbcL RuBisCO_large RbcL RuBisCO_large_N mtnW	PS.calvin cyle.rubisco large subunit	1_3_1

CUST_95566_PI403524517	2	0.30017996	0.19569254	0.009210587	-0.20454979	-0.39121246	-0.009210587	35_27312	Rep: WD40-like - Medicago truncatula (Barrel medic)	UniRef90_Q1RYJ5	0	0	CHR05V5|COORD:13312983..13306871|protein expressed protein	LOC_Os05g23430.1	no description	not assigned.unknown	35_2

CUST_10924_PI399408534	2	0.1098156	-0.9014635	-0.08111477	0.09883404	0.081115246	-0.5271349	35_21116	"Cluster: Putative transcription factor OsGLK2; n=4; Oryza sativa|Rep: Putative transcription factor OsGLK2 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5NAN5	"CHR2V7|COORD:8862567..8864603| GPRI1 (GOLDEN2-LIKE 1); transcription factor"	AT2G20570.1	CHR01V5|COORD:7690789..7683686|protein myb-like DNA-binding domain, SHAQKYF class family protein, expressed	LOC_Os01g13740.1	" no descriptionweakly similar to ( 140)AT2G20570| Symbols: GLK1, GPRI1 | GPRI1 (GOLDEN2-LIKE 1); transcription factor | chr2:8862567-8864603 FORWARDnot assigned not assigned not assigned PRK07003 "	RNA.regulation of transcription.G2-like transcription factor family, GARP	27_3_20

CUST_83196_PI403524517	2	0.50923634	0.05668688	0.14486599	-0.263494	-0.5888767	-0.056687355	35_23851	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_153435_PI403524517	2	0.057985306	-0.057985306	0.10725021	-0.09692192	0.10262489	-0.09719753	35_42883	"Cluster: Putative oxidative-stress responsive; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative oxidative-stress responsive - Oryza sativa (japonica cu"	UniRef90_Q67WX3	CHR5V7|COORD:4748215..4752645| protein kinase family protein	AT5G14720.1	CHR06V5|COORD:16615254..16603799|protein ATP binding protein, putative, expressed	LOC_Os06g29120.2	no descriptionvery weakly similar to ( 100)AT5G14720| Symbols:  | protein kinase family protein | chr5:4748215-4752645 REVERSE	protein.postranslational modification	29_4

CUST_56573_PI403524517	2	0.28101444	-0.5761051	-0.07667446	0.027310371	-0.027311325	0.03676796	35_16106	"Cluster: Os05g0298200 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0298200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DJD7	CHR3V7|COORD:270622..272698| ankyrin repeat family protein	AT3G01750.1	CHR05V5|COORD:13230517..13234745|protein expressed protein	LOC_Os05g23320.1	no descriptionmoderately similar to ( 258)AT3G01750| Symbols:  | ankyrin repeat family protein | chr3:270622-272698 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned ANK Arp	cell.organisation	31_1

CUST_12499_PI404877155	2	-1.3811684	-0.19228363	0.40878296	0.22333527	0.19228458	-0.5332699	Contig6235_s_at	OsNAC6 protein [imported] - rice dbj|BAA89800.1| OsNAC6 protein [Oryza sativa] gb|AAK17067.1| NAC6 [Oryza sativa]	T52345	no apical meristem (NAM) family protein	At1g01720.1	protein No apical meristem (NAM) protein, putative	Os01g66120	gi|25458553|pir||T52345 OsNAC6 protein	RNA.regulation of transcription.NAC domain transcription factor family	27_3_27

CUST_69861_PI403524517	2	0.14748478	0.5306072	-0.053064346	-0.19261456	-0.15157223	0.053063393	35_19988	0	0	CHR4V7|COORD:13750674..13751825| plastocyanin-like domain-containing protein	AT4G27520.1	0	0	no description	not assigned.unknown	35_2

CUST_55448_PI403524517	2	-0.14398003	-0.24202824	0.32307148	0.06737423	0.025281906	-0.025281906	35_15782	"Cluster: Putative peptidylprolyl isomerase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative peptidylprolyl isomerase - Oryza sativa (japonica cultivar"	UniRef90_Q6K5Q1	"CHR3V7|COORD:9189494..9192374| ROF1 (ROTAMASE FKBP 1); FK506 binding / calmodulin binding / peptidyl-prolyl cis-trans isomerase"	AT3G25230.1	CHR02V5|COORD:17155025..17150560|protein peptidyl-prolyl isomerase, putative, expressed	LOC_Os02g28980.1	"no descriptionhighly similar to ( 514)AT3G25230| Symbols: ROF1 | ROF1 (ROTAMASE FKBP 1); FK506 binding / calmodulin binding / peptidyl-prolyl cis-trans isomerase | chr3:9189494-9192374 FORWARDhighly similar to ( 510)FKB70_WHEAT70 kDa peptidyl-prolyl isomerase - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned FKBP_C FkpA TPR PRK10902 SlpA NrfG"	cell.cycle.peptidylprolyl isomerase	31_3_1

CUST_6570_PI404877155	2	0.048109055	-0.17134762	-0.02624607	-0.009874344	0.00987339	0.12419319	Contig19552_at	Contains similarity to box helicases gb|U29097 from C. elegans and to the ENBP1 gene product gb|X95995 from Vicia sativa. [Arabidopsis thali	AAC17616.1	transcription factor jumonji (jmjC) domain-containing protein	At1g11950.1	protein jmjC domain containing protein	Os03g31610	gi|7486103|pir||T01440 hypothetical protein F24O1.2	RNA.regulation of transcription.JUMONJI family	27_3_57

CUST_64411_PI403524517	2	0.36299133	-0.087026596	0.15633297	0.08702564	-0.24997807	-0.1505003	35_18390	"Cluster: Hypothetical protein rsr-1; n=1; Caenorhabditis elegans|Rep: Hypothetical protein rsr-1 - Caenorhabditis elegans"	UniRef90_O62185	"CHR1V7|COORD:23115483..23118958| LRX2 (LEUCINE-RICH REPEAT/EXTENSIN 2); protein binding / structural constituent of cell wall"	AT1G62440.1	CHR07V5|COORD:24271675..24264784|protein formin-2, putative, expressed	LOC_Os07g40510.1	no descriptionnot assigned not assigned	not assigned.unknown	35_2

CUST_32019_PI399408534	2	-0.010231972	0.11651325	-0.03905487	-0.04123783	0.036322594	0.010232925	35_17185	"Cluster: SNF7 protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: SNF7 protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69V59	CHR4V7|COORD:14381025..14382348| SNF7 family protein	AT4G29160.1	CHR06V5|COORD:24217364..24222378|protein charged multivesicular body protein 4b, putative, expressed	LOC_Os06g40620.2	no descriptionweakly similar to ( 173)AT2G19830| Symbols:  | SNF7 family protein | chr2:8565183-8566471 REVERSEnot assigned not assigned not assigned not assigned not assigned Snf7	RNA.regulation of transcription.SNF7	27_3_71

CUST_68980_PI403524517	2	-0.10948849	0.1199007	0.14955902	0.047823906	-0.15945435	-0.047822952	35_19737	Rep: MLA7 - Hordeum vulgare (Barley)	UniRef90_Q6WWJ5	0	0	CHR02V5|COORD:10780756..10776282|protein stripe rust resistance protein Yr10, putative	LOC_Os02g18510.1	no description	not assigned.unknown	35_2

CUST_161850_PI403524517	2	-0.06987715	0.5133138	0.29331493	-0.22950315	0.069877625	-0.35819864	35_45147	"Cluster: Putative serine/threonine kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative serine/threonine kinase - Oryza sativa (japonica cultivar-g"	UniRef90_Q8LIG4	"CHR2V7|COORD:11522312..11525504| CIPK3 (CBL-INTERACTING PROTEIN KINASE 3); kinase"	AT2G26980.4	CHR07V5|COORD:29188589..29192863|protein CIPK-like protein 1, putative, expressed	LOC_Os07g48760.1	" no descriptionvery weakly similar to (82.4)AT2G26980| Symbols: SnRK3.17, CIPK3 | CIPK3 (CBL-INTERACTING PROTEIN KINASE 3); kinase | chr2:11522536-11525283 REVERSEvery weakly similar to (98.2)CIPK1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase TyrKc Pkinase_Tyr "	protein.postranslational modification	29_4

CUST_151580_PI403524517	2	0.08565283	-0.5712018	0.7986765	-0.08114767	0.08114767	-0.24141932	35_42382	"Cluster: Hypothetical protein OSJNBa0057M23.128; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0057M23.128 - Oryza sativa (japonic"	UniRef90_Q6Z4S3		0	CHR07V5|COORD:1174993..1176406|protein F-box domain containing protein	LOC_Os07g03090.1	no description	not assigned.unknown	35_2

CUST_60325_PI403524517	2	0.06569672	0.7271137	-0.038220406	0.035604477	-0.1255188	-0.035603523	35_17196	Rep: Cellulose synthase BoCesA4a - Bambusa oldhamii (Giant timber bamboo)	UniRef90_Q4U0Z7	"CHR5V7|COORD:1530402..1535091| CESA3 (CELLULASE SYNTHASE 3); cellulose synthase/ transferase, transferring glycosyl groups"	AT5G05170.1	CHR03V5|COORD:33725401..33718947|protein CESA2 - cellulose synthase, expressed	LOC_Os03g59340.1	" no descriptionhighly similar to ( 634)AT5G05170| Symbols: CESA3, IXR1, ATCESA3, ATH-B, CEV1 | CESA3 (CELLULASE SYNTHASE 3); cellulose synthase/ transferase, transferring glycosyl groups | chr5:1530402-1535091 REVERSECellulose_synt bcsA COG1215 "	cell wall.cellulose synthesis.cellulose synthase	10_2_1

CUST_2411_PI404877155	2	0.04261303	0.5732527	0.05612564	-0.13719082	-0.06693554	-0.04261303	Contig12802_at	putative growth factor [Oryza sativa (japonica cultivar-group)] ref|XP_469424.1| putative growth factor [Oryza sativa (japonica cultivar-gro	AAL83628.1	expressed protein	At1g44770.1	protein hypothetical protein	Os03g49490	gi|19033559|gb|AAL83628.1|AC093017_12 putative growth factor	RNA.regulation of transcription.putative DNA-binding protein	27_3_67

CUST_6182_PI404877155	2	0.021058083	-0.25217438	-0.044415474	-0.0014400482	0.0014390945	0.04173088	Contig18578_at	putative NADP-specific glutatamate dehydrogenase [Oryza sativa (japonica cultivar-group)]	NP_918373.1	glutamate dehydrogenase, putative	At1g51720.1	protein Glutamate/Leucine/Phenylalanine/Valine dehydrogenase, putative	Os01g37760	glutamate dehydrogenase, putative, similar to NADP-specific glutatamate dehydrogenase (NADP-GDH) SP:P28724 (Giardia lamblia (Giardia intestinalis))	N-metabolism.N-degradation.glutamate dehydrogenase	12_3_01

CUST_56946_PI403524517	2	0.025826454	0.28673077	-0.35550404	0.08516884	-0.16602516	-0.025826454	35_16230	"Cluster: Hypothetical protein P0034E02.54; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0034E02.54 - Oryza sativa (japonica cultivar-g"	UniRef90_Q8LR94	"CHR3V7|COORD:6142313..6143252| similar to unnamed protein product [Ostreococcus tauri] (GB:CAL56506.1); similar to Os01g0805200 [Oryza sativa (japonica"	AT3G17930.1	CHR01V5|COORD:34466557..34465177|protein expressed protein	LOC_Os01g59080.1	"no descriptionweakly similar to ( 109)AT3G17930| Symbols:  | similar to unnamed protein product [Ostreococcus tauri] (GB:CAL56506.1); similar to Os01g0805200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001044558.1) | chr3:6142313-6143252 REVERSE"	not assigned.unknown	35_2

CUST_60502_PI403524517	2	-0.23424435	-1.0164604	0.23424435	0.69667244	0.6100359	-0.24455833	35_17248	"Cluster: Hypothetical protein P0045F02.128; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0045F02.128 - Oryza sativa (japonica cultivar"	UniRef90_Q8GVT9	"CHR5V7|COORD:19663543..19663851| DIR1 (DEFECTIVE IN INDUCED RESISTANCE 1); lipid binding"	AT5G48485.1	CHR07V5|COORD:11088827..11089572|protein PVR3-like protein, putative, expressed	LOC_Os07g18750.1	"no descriptionvery weakly similar to (66.6)AT5G48485| Symbols: DIR1 | DIR1 (DEFECTIVE IN INDUCED RESISTANCE 1); lipid binding | chr5:19663543-19663851 REVERSEnot assigned nsLTP_like AAI_LTSS AAI TT_ORF1 Tryp_alpha_amyl"	misc.protease inhibitor/seed storage/lipid transfer protein (LTP) family protein	26_21

CUST_77077_PI403524517	2	0.013045788	0.09048271	0.0025253296	-0.21342754	-0.0025258064	-0.19840145	35_22094	Rep: LigA - Anaeromyxobacter dehalogenans (strain 2CP-C)	UniRef90_Q2IMJ3	CHR4V7|COORD:7758606..7760888| leucine-rich repeat family protein / extensin family protein	AT4G13340.1	CHR08V5|COORD:395077..393302|protein vegetative cell wall protein gp1 precursor, putative, expressed	LOC_Os08g01690.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_81149_PI403524517	2	0.0097408295	-0.037050247	0.01701355	-0.009739876	0.08935356	-0.16600418	35_23278	"Cluster: Hypothetical protein P0651G05.14; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0651G05.14 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6H436	CHR3V7|COORD:7268808..7271105| oxidoreductase family protein	AT3G20790.1	CHR09V5|COORD:5899633..5904440|protein NAD-dependent dyhydrogenase, Gfo/Idh/MocA family, putative, expressed	LOC_Os09g10820.1	no descriptionmoderately similar to ( 220)AT3G20790| Symbols:  | oxidoreductase family protein | chr3:7268808-7271105 FORWARDnot assigned MviM GFO_IDH_MocA	not assigned.no ontology	35_1

CUST_70823_PI403524517	2	-0.029943466	-0.090530396	-0.08362007	0.02994442	0.08450985	0.054315567	35_20293	Rep: Hypothetical protein - Medicago truncatula (Barrel medic)	UniRef90_Q2HV21	CHR5V7|COORD:19333555..19334693| RNA binding / tRNA methyltransferase	AT5G47680.1	CHR02V5|COORD:30153263..30155849|protein tRNA (guanine-N(1)-)-methyltransferase, putative, expressed	LOC_Os02g49360.1	no descriptionmoderately similar to ( 264)AT5G47680| Symbols:  | RNA binding / tRNA methyltransferase | chr5:19333555-19334693 REVERSEnot assigned tRNA_m1G_MT COG2419	not assigned.unknown	35_2

CUST_79486_PI403524517	2	-0.1533556	0.291574	-0.17984724	0.12103081	0.10413504	-0.10413504	35_22800	"Cluster: Os09g0405200 protein; n=6; Oryza sativa (japonica cultivar-group)|Rep: Os09g0405200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J1X3	0	0	CHR09V5|COORD:14336689..14335997|protein pollen allergen Cyn d 23, putative, expressed	LOC_Os09g24140.1	no description	not assigned.unknown	35_2

CUST_135061_PI403524517	2	0.72874594	0.667789	-0.10834503	0.10834503	-0.18350697	-0.19290066	35_37888	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_33225_PI403524517	2	0.25838184	-0.033738136	-0.033899307	0.033738136	-0.4315691	0.18865585	35_9578	"Cluster: HEAT repeat-containing protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: HEAT repeat-containing protein-like - Oryza sativa (japonica cult"	UniRef90_Q5QMW8	CHR5V7|COORD:5291002..5297782| HEAT repeat-containing protein	AT5G16210.1	CHR01V5|COORD:18490592..18500449|protein HEAT repeat family protein, expressed	LOC_Os01g33060.2	no descriptionweakly similar to ( 149)AT5G16210| Symbols:  | HEAT repeat-containing protein | chr5:5291002-5297782 REVERSEnot assigned	not assigned.unknown	35_2

CUST_50401_PI403524517	2	0.17029762	-0.06904507	0.052734375	-0.09693146	0.01947689	-0.019477844	35_14387	"Cluster: 60S ribosomal protein L3; n=13; BEP clade|Rep: 60S ribosomal protein L3 - Oryza sativa (Rice)"	UniRef90_P35684	"CHR1V7|COORD:16269432..16271071| ARP1 (ARABIDOPSIS RIBOSOMAL PROTEIN 1); structural constituent of ribosome"	AT1G43170.3	CHR12V5|COORD:3428223..3430787|protein 60S ribosomal protein L3, putative, expressed	LOC_Os12g07010.1	 no descriptionhighly similar to ( 680)AT1G43170| Symbols: EMB2207, RPL3A | ARP1 (ARABIDOPSIS RIBOSOMAL PROTEIN 1) | chr1:16269959-16271071 FORWARDhighly similar to ( 734)RL3_ORYSAnot assigned not assigned rpl3p Ribosomal_L3 RplC rplC 	protein.synthesis.misc ribososomal protein	29_2_2

CUST_159630_PI403524517	2	-0.4261093	0.32631207	0.19220448	0.039873123	-0.2940693	-0.039873123	35_44553	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_29888_PI403524517	2	0.077139854	0.4465437	0.16204453	-0.08136845	-0.13929462	-0.077139854	35_8630	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_48060_PI403524517	2	-0.028590202	0.10891724	-0.09316349	-0.005806923	0.0058059692	0.088308334	35_13743	Rep: OSIGBa0092E01.9 protein - Oryza sativa (Rice)	UniRef90_Q01IC6	"CHR2V7|COORD:18231380..18232993| COS1 (COI1 SUPPRESSOR1); 6,7-dimethyl-8-ribityllumazine synthase"	AT2G44050.1	CHR04V5|COORD:24662633..24659047|protein 6,7-dimethyl-8-ribityllumazine synthase, chloroplast precursor, putative, expressed	LOC_Os04g42000.1	" no descriptionmoderately similar to ( 214)AT2G44050| Symbols: COS1 | COS1 (COI1 SUPPRESSOR1); 6,7-dimethyl-8-ribityllumazine synthase | chr2:18231380-18232993 FORWARDweakly similar to ( 193)RISB_SPIOL6,7-dimethyl-8-ribityllumazine synthase, chloroplast precursor - Spinacia oleracea (Spinach)not assigned ribH RibH DMRL_synthase PRK12419 "	Co-factor and vitamine metabolism	18

CUST_140662_PI403524517	2	-0.08642292	0.6558199	-0.16389847	-0.030759811	0.24151802	0.030758858	35_39438	Rep: HMG-I/Y protein HMGa - Triticum aestivum (Wheat)	UniRef90_Q8LRU5	"CHR3V7|COORD:6169390..6171564| HON4; DNA binding"	AT3G18035.1	CHR08V5|COORD:20525091..20521839|protein linker histone H1 and H5 family protein, expressed	LOC_Os08g33190.1	no descriptionnot assigned not assigned H15 H15	not assigned.unknown	35_2

CUST_68488_PI403524517	2	0.18728638	-0.058111668	0.010397911	-0.010397911	0.13504267	-0.2164731	35_19588	"Cluster: Isoflavone reductase, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Isoflavone reductase, putative, expressed - Oryza sativa (j"	UniRef90_Q10LH0	"CHR5V7|COORD:6220874..6222127| DVR (PALE-GREEN AND CHLOROPHYLL B REDUCED 2); 3,8-divinyl protochlorophyllide a 8-vinyl reductase"	AT5G18660.1	CHR03V5|COORD:13136237..13134633|protein PCB2, putative, expressed	LOC_Os03g22780.1	" no descriptionmoderately similar to ( 288)AT5G18660| Symbols: PCB2, DVR | DVR (PALE-GREEN AND CHLOROPHYLL B REDUCED 2); 3,8-divinyl protochlorophyllide a 8-vinyl reductase | chr5:6220874-6222127 REVERSEvery weakly similar to (62.0)TRXH_ORYSAnot assigned not assigned not assigned TRX_family Thioredoxin "	redox.thioredoxin	21_1

CUST_54632_PI403524517	2	-0.0036115646	0.022381783	0.0036125183	-0.10450268	-0.02935791	0.026369095	35_15548	"Cluster: Putative Triosephosphate isomerase, chloroplast; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Triosephosphate isomerase, chloroplast - Ory"	UniRef90_Q69K00	"CHR2V7|COORD:9078128..9080187| TIM (TRIOSEPHOSPHATE ISOMERASE); triose-phosphate isomerase"	AT2G21170.1	CHR09V5|COORD:21036026..21032591|protein triosephosphate isomerase, chloroplast precursor, putative, expressed	LOC_Os09g36450.1	 no descriptionmoderately similar to ( 442)AT2G21170| Symbols: TIM | TIM (TRIOSEPHOSPHATE ISOMERASE) | chr2:9078128-9080187 REVERSEhighly similar to ( 520)TPIC_SECCETriosephosphate isomerase, chloroplast precursor - Secale cereale (Rye)not assigned TIM TIM tpiA TpiA PRK04302 	glycolysis.TPI	4_8

CUST_129810_PI403524517	2	0.23202705	-1.1798491	0.10037851	-0.10037804	0.4208517	-0.17690086	35_36459	0	0		0	CHR01V5|COORD:6878770..6876707|protein mitochondrial carnitine/acylcarnitine carrier-like protein, putative, expressed	LOC_Os01g12520.1	no description	not assigned.unknown	35_2

CUST_169414_PI403524517	2	0.21989918	0.026363373	-0.045923233	-0.02636242	-0.030443192	0.10799599	35_47185	"Cluster: Glycosyl hydrolases family 17 protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Glycosyl hydrolases family 17 protein, expressed - O"	UniRef90_Q10MT1	CHR5V7|COORD:23658453..23660052| glycosyl hydrolase family 17 protein	AT5G58480.1	CHR03V5|COORD:10355716..10358565|protein glucan endo-1,3-beta-glucosidase 5 precursor, putative, expressed	LOC_Os03g18520.1	 no descriptionweakly similar to ( 174)AT5G58480| Symbols:  | glycosyl hydrolase family 17 protein | chr5:23658453-23660052 REVERSEvery weakly similar to (90.5)E13B_PRUPEGlucan endo-1,3-beta-glucosidase, basic isoform precursor - Prunus persica (Peach)not assigned not assigned not assigned Glyco_hydro_17 	misc.beta 1,3 glucan hydrolases	26_4

CUST_113416_PI403524517	2	0.16002321	0.33356094	0.053525925	-0.053525925	-0.14234209	-0.073076725	35_32191	Rep: OSJNBa0073E02.8 protein - Oryza sativa (Rice)	UniRef90_Q7XKW1	CHR5V7|COORD:6131309..6133789| glycogenin glucosyltransferase (glycogenin)-related	AT5G18480.1	CHR04V5|COORD:25641276..25646948|protein glycosyl transferase family 8 protein, expressed	LOC_Os04g43700.1	no descriptionweakly similar to ( 162)AT5G18480| Symbols: PGSIP6 | glycogenin glucosyltransferase (glycogenin)-related | chr5:6131309-6133789 REVERSEGlyco_transf_8	not assigned.no ontology	35_1

CUST_19371_PI404877155	2	-0.009936333	-0.07510471	0.009937286	-0.030938148	0.037262917	0.049043655	rbags13e05_at	auxin-binding protein - oat dbj|BAA25433.1| auxin-binding protein [Avena sativa]	T07797	auxin-binding protein 1 (ABP1)	At4g02980.1	protein auxin-binding protein 4 precursor (abp)	Os12g34460	auxin-binding protein - oat dbj	hormone metabolism.auxin.signal transduction	17_2_2

CUST_113251_PI403524517	2	-0.018083572	0.20132446	0.05248642	-0.16097927	0.018083572	-0.12306881	35_32149	"Cluster: Putative serine carboxypeptidase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative serine carboxypeptidase - Oryza sativa (japonica"	UniRef90_Q75HY2	"CHR1V7|COORD:5168608..5169942| SCPL50 (serine carboxypeptidase-like 50); serine carboxypeptidase"	AT1G15000.1	CHR05V5|COORD:28920835..28922577|protein serine carboxypeptidase CPVL precursor, putative, expressed	LOC_Os05g50600.1	"no descriptionweakly similar to ( 119)AT1G15000| Symbols: SCPL50 | SCPL50 (serine carboxypeptidase-like 50); serine carboxypeptidase | chr1:5168608-5169942 FORWARDvery weakly similar to (72.4)CBP22_HORVUSerine carboxypeptidase II-2 precursor - Hordeum vulgare (Barley)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Peptidase_S10 COG2939 PRK07764 DUF566 PRK12323 PRK07003 Tymo_45kd_70kd HPC2 AF-4 Atrophin-1 KAR9"	protein.degradation.serine protease	29_5_5

CUST_156857_PI403524517	2	-0.0010251999	0.001024723	0.70076656	-0.25712872	0.36823082	-0.2158041	35_43807	0	0		0	CHR12V5|COORD:7889781..7891350|protein expressed protein	LOC_Os12g13910.1	no description	not assigned.unknown	35_2

CUST_29722_PI403524517	2	0.105018616	-0.30851173	0.017180443	-0.005563736	-0.20701599	0.0055627823	35_8583	Rep: OSIGBa0140O07.15 protein - Oryza sativa (Rice)	UniRef90_Q01J28	CHR4V7|COORD:12959667..12962642| immunophilin-related / FKBP-type peptidyl-prolyl cis-trans isomerase-related	AT4G25340.1	CHR04V5|COORD:22039220..22043505|protein peptidyl-prolyl cis-trans isomerase, FKBP-type family protein, expressed	LOC_Os04g36890.1	no descriptionvery weakly similar to (89.0)AT4G25340| Symbols:  | immunophilin-related / FKBP-type peptidyl-prolyl cis-trans isomerase-related | chr4:12959667-12962642 REVERSE	protein.folding	29_6

CUST_22399_PI399408534	2	0.082315445	-0.61644936	-0.0051498413	-0.18938923	0.0051488876	0.13387108	35_22478	"Cluster: Leucine zipper factor-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Leucine zipper factor-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5N7Y0	CHR1V7|COORD:2424600..2426422| leucine zipper factor-related	AT1G07840.1	CHR01V5|COORD:40014161..40011433|protein expressed protein	LOC_Os01g68310.1	no descriptionvery weakly similar to (57.0)AT1G07840| Symbols:  | leucine zipper factor-related | chr1:2424600-2426128 FORWARD	RNA.regulation of transcription.unclassified	27_3_99

CUST_41064_PI403524517	2	0.06846428	-0.068464756	0.18075371	-0.47100544	0.09622908	-0.42746353	35_11804	"Cluster: Heavy metal transport/detoxification protein; n=1; Medicago truncatula|Rep: Heavy metal transport/detoxification protein - Medicago truncatula"	UniRef90_Q1SJ50	"CHR4V7|COORD:18034590..18035687| ATFP6 (FARNESYLATED PROTEIN 6); metal ion binding"	AT4G38580.1	CHR09V5|COORD:11975354..11977023|protein metal ion binding protein, putative, expressed	LOC_Os09g20000.1	no description	not assigned.unknown	35_2

CUST_29445_PI403524517	2	0.0022830963	0.13375473	0.11512947	-0.027311325	-0.05289316	-0.0022835732	35_8506	"Cluster: Os01g0109300 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0109300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JRC1	CHR5V7|COORD:16110622..16114321| metal-dependent phosphohydrolase HD domain-containing protein	AT5G40270.1	CHR01V5|COORD:495256..503066|protein HD domain containing protein, expressed	LOC_Os01g01920.2	no descriptionmoderately similar to ( 378)AT5G40270| Symbols:  | metal-dependent phosphohydrolase HD domain-containing protein | chr5:16110622-16114321 REVERSEnot assigned COG1078 HDc HDc HD	not assigned.no ontology	35_1

CUST_26616_PI399408534	2	-0.013614655	0.09326458	0.013614178	-0.09553957	0.4128685	-0.06687403	35_41408	"Cluster: Os06g0680500 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0680500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DA37	CHR1V7|COORD:15975929..15979143| ATGLR3.3 (Arabidopsis thaliana glutamate receptor 3.3)	AT1G42540.1	CHR06V5|COORD:28344312..28350246|protein glutamate receptor 3.4 precursor, putative, expressed	LOC_Os06g46670.2	 no descriptionmoderately similar to ( 211)AT1G42540| Symbols: GLR3.3, ATGLR3.3 | ATGLR3.3 (Arabidopsis thaliana glutamate receptor 3.3) | chr1:15975929-15979143 FORWARDweakly similar to ( 191)GLR31_ORYSAnot assigned not assigned not assigned not assigned Lig_chan PBPe 	signalling.in sugar and nutrient physiology	30_1

CUST_79758_PI403524517	2	0.11484146	0.32915306	-0.11484146	-0.2335062	-0.16529465	0.150074	35_22874	"Cluster: Hypothetical protein P0583B06.20; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0583B06.20 - Oryza sativa (japonica"	UniRef90_Q6ZBS6	0	0	CHR08V5|COORD:4525712..4517322|protein DNA binding protein, putative, expressed	LOC_Os08g08000.1	no description	not assigned.unknown	35_2

CUST_78703_PI403524517	2	-0.10212517	0.34370232	-0.13974285	0.47857094	-0.21575642	0.10212517	35_22568	Rep: EBNA1 - Cercopithecine herpesvirus 12 (CeHV-12) (Baboon herpesvirus)	UniRef90_Q80890	CHR4V7|COORD:7758606..7760888| leucine-rich repeat family protein / extensin family protein	AT4G13340.1	CHR01V5|COORD:14965691..14967340|protein conserved hypothetical protein	LOC_Os01g26400.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_92484_PI403524517	2	-0.18513489	0.4845438	0.14596653	-0.06296253	0.06296253	-0.29575634	35_26444	"Cluster: Os09g0536200 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os09g0536200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J017	CHR5V7|COORD:26470874..26472829| armadillo/beta-catenin repeat family protein	AT5G66200.1	CHR09V5|COORD:21081998..21085571|protein armadillo/beta-catenin-like repeat family protein, expressed	LOC_Os09g36550.1	no descriptionweakly similar to ( 158)AT5G66200| Symbols:  | armadillo/beta-catenin repeat family protein | chr5:26470874-26472829 REVERSE	not assigned.no ontology.armadillo/beta-catenin repeat family protein	35_1_3

CUST_169761_PI403524517	2	-0.027433395	-0.5868149	-0.23672676	0.071538925	0.21089745	0.027433395	35_47285	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_3587_PI403524517	2	-0.04809189	-0.5290842	0.021452904	0.061442375	0.058886528	-0.021452904	35_977	"Cluster: Putative 3-oxoacyl-[acyl-carrier-protein] synthase I, chloroplast; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative"	UniRef90_Q69YA2	"CHR5V7|COORD:18791666..18793856| KAS I (3-KETOACYL-ACYL CARRIER PROTEIN SYNTHASE I); fatty-acid synthase"	AT5G46290.1	CHR06V5|COORD:4899565..4896181|protein 3-oxoacyl-synthase I, chloroplast precursor, putative, expressed	LOC_Os06g09630.1	" no descriptionhighly similar to ( 741)AT5G46290| Symbols: KAS I | KAS I (3-KETOACYL-ACYL CARRIER PROTEIN SYNTHASE I); fatty-acid synthase | chr5:18791666-18793856 REVERSEhighly similar to ( 762)KASC1_HORVU3-oxoacyl-[acyl-carrier-protein] synthase I, chloroplast precursor - Hordeum vulgare (Barley)not assigned not assigned not assigned not assigned KAS_I_II PRK06333 PRK07314 FabB PRK08768 PRK08722 PRK08439 PRK07910 PRK07967 PRK09116 elong_cond_enzymes PRK06501 PKS CLF PRK07103 PRK09185 PRK05952 ketoacyl-synt decarbox_cond_enzymes COG3321 Ketoacyl-synt_C cond_enzymes PRK06519 PRK06147 "	lipid metabolism.FA synthesis and FA elongation.ketoacyl ACP synthase	11_1_3

CUST_2880_PI404877155	2	-0.029281616	-0.14057541	0.023921967	0.110523224	-0.023921967	0.17838287	Contig1328_s_at	calmodulin [Oryza sativa] gb|AAD10246.1| calmodulin [Phaseolus vulgaris] emb|CAA74307.1| calmodulin [Zea mays]	CAA46150.1	calmodulin-7 (CAM7)	At3g43810.1	protein calmodulin	Os05g41210	calmodulin	signalling.calcium	30_3

CUST_126851_PI403524517	2	0.26194382	0.40717554	0.16788864	-0.37510633	-0.41446543	-0.16788912	35_35695	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_162695_PI403524517	2	-0.68878746	0.85756683	0.28867912	-0.08805084	0.08805084	-0.4420643	35_45381	"Cluster: Bowman-Birk type trypsin inhibitor; n=1; Hordeum vulgare|Rep: Bowman-Birk type trypsin inhibitor - Hordeum vulgare"	UniRef90_UPI00004E59C6		0	CHR01V5|COORD:1361105..1360318|protein Bowman-Birk type bran trypsin inhibitor precursor, putative, expressed	LOC_Os01g03380.1	no descriptionvery weakly similar to (79.0)IBB_HORVUBowman-Birk type trypsin inhibitor - Hordeum vulgare (Barley)	not assigned.unknown	35_2

CUST_78134_PI403524517	2	-0.0098285675	-0.7327671	-0.41553783	0.015666008	0.0098285675	0.04010868	35_22398	"Cluster: Os03g0167400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os03g0167400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DUU3	"CHR5V7|COORD:2029954..2033621| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G27690.1); similar to Lipase, putative, expressed [Oryza sativa"	AT5G06610.1	CHR03V5|COORD:3616741..3621573|protein expressed protein	LOC_Os03g07120.1	" no descriptionmoderately similar to ( 235)AT5G06610| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G27690.1); similar to Lipase, putative, expressed [Oryza sativa (japonica cultivar-group)] (GB:ABA99131.1); contains InterPro domain Protein of unknown function DUF620; (InterPro:IPR006873) | chr5:2029954-2033621 FORWARDnot assigned not assigned not assigned not assigned not assigned DUF620 TT_ORF1 PRK12678 PRK12323 "	not assigned.unknown	35_2

CUST_49155_PI403524517	2	0.04758835	-0.8306942	-0.14853382	0.016270638	0.0126104355	-0.012609482	35_14028	"Cluster: PREDICTED: similar to H3 histone, family 2 isoform 2; n=4; Eutheria|Rep: PREDICTED: similar to H3 histone, family 2 isoform 2 - Canis"	UniRef90_UPI00004A5DE9	CHR5V7|COORD:3270479..3270889| histone H3	AT5G10400.1	CHR11V5|COORD:2622185..2621575|protein histone H3, putative, expressed	LOC_Os11g05730.1	no descriptionmoderately similar to ( 257)AT5G65360| Symbols:  | histone H3 | chr5:26137325-26137735 REVERSEmoderately similar to ( 258)H32_WHEATHistone H3.2 - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned H3 HHT1 Histone PRK12323	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_158049_PI403524517	2	0.013204575	-0.14782715	0.14733315	0.25469398	-0.078484535	-0.013203621	35_44128	Rep: Hypothetical protein - Zea mays (Maize)	UniRef90_Q36876	CHRCV7|COORD:86474..93358| Encodes an unknown protein. This gene is regulated by AtSIG6 transcriptionally.	ATCG00860.1	0	0	" no descriptionvery weakly similar to (61.2)ATCG01280| Symbols: YCF2.2 | Identical to Protein ycf2 (ycf2-B) [Arabidopsis Thaliana] (GB:P56786); similar to hypothetical chloroplast RF2 [Vitis vinifera] (GB:YP_567121.1); similar to Hypothetical protein [Gossypium barbadense] (GB:BAF41290.1); similar to hypothetical chloroplast RF2 [Gossypium hirsutum] (GB:YP_538978.1); contains InterPro domain Chloroplast Ycf2; (InterPro:IPR008543); contains InterPro domain AAA ATPase; (InterPro:IPR003593); contains InterPro domain AAA ATPase, central region; (InterPro:IPR003959) | chrC:145291-152175 REVERSEvery weakly similar to (70.1)YCF2_AMBTCProtein ycf2 - Amborella trichopodaycf2 "	protein assembly and cofactor ligation	29_8

CUST_585_PI399407379	2	0.30117607	0.012617111	-0.012617111	-0.29416275	-0.39682293	0.07451916	HvBG3									

CUST_115147_PI403524517	2	0.17704296	-0.41096497	0.0014886856	-0.15130043	-0.0010948181	0.0010948181	35_32666	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_24772_PI399408534	2	0.08109474	0.09587765	-0.2568388	-0.08109474	-0.5121527	0.09853268	35_8344	Rep: H0607F01.7 protein - Oryza sativa (Rice)	UniRef90_Q01LK9	CHR4V7|COORD:12154102..12156544| protein kinase family protein	AT4G23220.1	CHR04V5|COORD:17729387..17726046|protein resistance protein, putative	LOC_Os04g30030.1	no descriptionweakly similar to ( 142)AT4G23220| Symbols:  | protein kinase family protein | chr4:12154102-12156544 REVERSEweakly similar to ( 108)RPK1_IPONIReceptor-like protein kinase precursor - Ipomoea nil (Japanese morning glory) (Pharbitis nil)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase TyrKc Pkinase_Tyr PTKc SPS1 PTKc_Csk_like PTKc_Jak_rpt2 PTKc_FAK PTKc_EphR PTKc_Ror PTKc_EphR_A2 PTKc_Jak2_Jak3_rpt2 PTKc_InsR_like PTKc_EphR_B PTKc_Tec_like PTKc_EGFR_like PTKc_Srm_Brk PTKc_Trk PTKc_EphR_A PTKc_Ack_like PTKc_Src_like PTKc_IGF-1R PTKc_Btk_Bmx PTKc_Lck_Blk PTKc_Axl PTKc_Musk PTKc_Itk PTKc_FGFR PTKc_HER2 PTKc_TrkB PTKc_Fes_like PTKc_Frk_like PTKc_Ror1 PTKc_Tyk2_rpt2 PTKc_TrkA PTKc_TrkC PTKc_RET PTKc_EGFR PTKc_Syk_like PTKc_Tec_Rlk PTKc_Tie PTKc_Chk PTKc_InsR PTKc_Tie1 PTKc_Jak1_rpt2 PTKc_Ror2 PTKc_Csk PTKc_HER4 PTKc_Syk PTKc_Lyn PTKc_Abl PTKc_FGFR4 PTK_Jak_rpt1 PTKc_Tie2 PTKc_Tyro3 PTKc_FGFR2 PTKc_VEGFR PTKc_Zap-70 PTKc_PDGFR_beta PTKc_FGFR3 PTKc_Hck PTKc_Met_Ron PTKc_VEGFR2 PTKc_Aatyk PTKc_FGFR1 PTKc_Yes PTKc_Axl_like PTKc_VEGFR3 PTKc_Kit PTKc_Fes PTKc_Fyn_Yrk PTKc_PDGFR PTKc_DDR PTKc_PDGFR_alpha PTK_Ryk PTKc_DDR2	signalling.receptor kinases.DUF 26	30_2_17

CUST_87910_PI403524517	2	0.007478714	-0.33648777	-0.021806717	0.02194786	-0.007478714	0.032164574	35_25168	Rep: At3g57630 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q6NKR6	CHR3V7|COORD:21350520..21354057| exostosin family protein	AT3G57630.1	CHR03V5|COORD:3957779..3962660|protein exostosin family protein, expressed	LOC_Os03g07820.1	no descriptionweakly similar to ( 109)AT3G57630| Symbols:  | exostosin family protein | chr3:21350520-21354057 REVERSEnot assigned Exostosin	misc.UDP glucosyl and glucoronyl transferases	26_2

CUST_20385_PI399408534	2	-0.27080727	0.1554594	0.073610306	0.007868767	-0.028762817	-0.00786972	35_18033	"Cluster: EF hand family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: EF hand family protein, expressed - Oryza sativa (japonica cultivar"	UniRef90_Q2RAR8	CHR5V7|COORD:1145580..1147520| calcium-binding EF hand family protein	AT5G04170.1	CHR11V5|COORD:1871288..1867964|protein grancalcin, putative, expressed	LOC_Os11g04480.1	no descriptionmoderately similar to ( 319)AT3G10300| Symbols:  | calcium ion binding | chr3:3186441-3188080 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07003 PRK12323 PRK07764 Atrophin-1 DUF1421 Tymo_45kd_70kd Extensin_2 HPC2 Herpes_BLLF1 PRK05648 Drf_FH1 TonB PRK10819 Herpes_TAF50 DUF1509 PRK12678 APC_basic GRASP55_65 IER FRQ1 Pneumo_att_G PRK00708 Totivirus_coat DAG1 Trypan_PARP PRK12373 MCPVI MAP65_ASE1 KAR9 PRK09169 DedD tatB PRK08853 AF-4 SSDP Metaviral_G Chon_Sulph_att PRK10263	signalling.calcium	30_3

CUST_88221_PI403524517	2	0.016536713	1.0761414	0.7072325	-0.3274641	-0.40522337	-0.016535759	35_25257	"Cluster: AAA-type ATPase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: AAA-type ATPase-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5Z6G1	CHR1V7|COORD:490093..490497| proline-rich family protein	AT1G02405.1	CHR06V5|COORD:29185300..29183364|protein cell Division Protein AAA ATPase family, putative, expressed	LOC_Os06g48250.1	no descriptionnot assigned PRK07764	not assigned.unknown	35_2

CUST_74600_PI403524517	2	0.049523354	-0.31936646	-0.12109947	0.0772028	-0.049524307	0.16756344	35_21392	"Cluster: Os04g0353000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os04g0353000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JDY7	CHR5V7|COORD:17834846..17840825| haloacid dehalogenase-like hydrolase family protein	AT5G44240.1	CHR11V5|COORD:14323276..14344669|protein phospholipid-transporting ATPase 2, putative, expressed	LOC_Os11g25980.1	no descriptionmoderately similar to ( 208)AT5G44240| Symbols:  | haloacid dehalogenase-like hydrolase family protein | chr5:17834846-17840825 FORWARDnot assigned	not assigned.no ontology	35_1

CUST_115996_PI403524517	2	-0.3540001	0.59099007	0.1794138	-0.076239586	-0.03302002	0.033020973	35_32894	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_394_PI399407379	2	-0.26064396	-1.0821667	0.63481426	0.19241238	0.9176388	-0.19241238	HvHK10									

CUST_3472_PI399408534	2	-3.1119413	0.42098808	0.3464222	0.6573868	-0.80425644	-0.3464222	35_20964	"Cluster: Putative AP2 domain protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative AP2 domain protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6L4H4	"CHR1V7|COORD:25884105..25885163| RAV2 (REGULATOR OF THE ATPASE OF THE VACUOLAR MEMBRANE); DNA binding / transcription factor"	AT1G68840.1	CHR05V5|COORD:27219714..27221326|protein DNA-binding protein RAV1, putative, expressed	LOC_Os05g47650.1	" no descriptionweakly similar to ( 171)AT1G68840| Symbols: RAP2.8, RAV2 | RAV2 (REGULATOR OF THE ATPASE OF THE VACUOLAR MEMBRANE); DNA binding / transcription factor | chr1:25884105-25885163 FORWARDvery weakly similar to (58.2)VIV1_MAIZERegulatory protein viviparous-1 - Zea mays (Maize)B3 "	RNA.regulation of transcription.ABI3/VP1-related B3-domain-containing transcription factor family	27_3_1

CUST_155660_PI403524517	2	0.099609375	0.25226402	0.09673023	-0.23082972	-0.37997484	-0.096729755	35_43481	"Cluster: Zinc finger protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Zinc finger protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q67V89		0	CHR06V5|COORD:7046259..7051773|protein expressed protein	LOC_Os06g12876.1	no description	not assigned.unknown	35_2

CUST_96686_PI403524517	2	0.09192371	-0.20947075	-0.047193527	-0.08276844	0.060604095	0.047193527	35_27616	"Cluster: Tetratricopeptide repeat-containing protein-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: Tetratricopeptide repeat-containing protein-like - O"	UniRef90_Q6Z4S6	CHR4V7|COORD:17512370..17514415| tetratricopeptide repeat (TPR)-containing protein	AT4G37210.1	CHR07V5|COORD:1164093..1167902|protein TPR Domain containing protein, expressed	LOC_Os07g03070.1	no description	not assigned.unknown	35_2

CUST_12127_PI399408534	2	0.033682823	-0.17184353	-0.015824318	0.02591896	0.012578964	-0.012578964	35_3972	"Cluster: Putative extra-large G-protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative extra-large G-protein - Oryza sativa (japonica cultivar-group"	UniRef90_Q9LI02	CHR1|COORD:11464994..11469145| extra-large guanine nucleotide binding protein, putative / G-protein, putative, similar to extra-large G-protein (XLG)	AT1G31930.2	CHR06V5|COORD:639480..633143|protein guanyl nucleotide binding protein, putative, expressed	LOC_Os06g02130.1	"no descriptionhighly similar to ( 670)AT1G31930| Symbols: XLG3 | XLG3 (extra-large GTP-binding protein 3); signal transducer | chr1:11465812-11468941 FORWARDweakly similar to ( 197)GPA2_SOYBNGuanine nucleotide-binding protein alpha-2 subunit - Glycine max (Soybean)not assigned not assigned not assigned G-alpha G-alpha G_alpha"	signalling.G-proteins	30_5

CUST_52511_PI403524517	2	0.23362827	-0.18153858	-0.2586708	0.32383728	0.18153954	-0.29831505	35_14960	"Cluster: Oxygen-evolving enhancer protein 3-1, chloroplast precursor; n=2; Arabidopsis thaliana|Rep: Oxygen-evolving enhancer protein 3-1, chloroplast"	UniRef90_Q9XFT3	"CHR4V7|COORD:11334456..11335597| PSBQ/PSBQ-1/PSBQA; calcium ion binding"	AT4G21280.2	CHR07V5|COORD:21572741..21574339|protein oxygen-evolving enhancer protein 3-1, chloroplast precursor, putative, expressed	LOC_Os07g36080.3	" no descriptionvery weakly similar to ( 100)AT4G21280| Symbols: PSBQ, PSBQA, PSBQ-1 | PSBQ/PSBQ-1/PSBQA; calcium ion binding | chr4:11334456-11335597 FORWARDweakly similar to ( 114)PSBQ1_MAIZEOxygen-evolving enhancer protein 3-1, chloroplast precursor - Zea mays (Maize)PsbQ "	PS.lightreaction.photosystem II.PSII polypeptide subunits	1_1_1_2

CUST_18585_PI404877155	2	-0.16958284	-0.3644209	0.04598856	0.019064426	-0.019064426	0.055365086	HVSMEl0002I19r2_at	mitochondrial processing peptidase -related [Arabidopsis thaliana] gb|AAF14827.1| putative mitochondrial processing peptidase [Arabidopsis t	NP_186858.1	mitochondrial processing peptidase beta subunit, putative	At3g02090.2	protein mitochondrial processing peptidase beta subunit	Os03g11410	mitochondrial processing peptidase beta subunit	mitochondrial electron transport / ATP synthesis.NADH-DH.localisation not clear	9_1_2

CUST_54349_PI403524517	2	0.015875816	-0.020510674	-0.015875816	0.06131649	-0.037301064	0.11207104	35_15473	"Cluster: Putative plastidic aldolase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative plastidic aldolase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q94JJ0	CHR2V7|COORD:95005..96490| fructose-bisphosphate aldolase, putative	AT2G01140.1	CHR01V5|COORD:1012867..1016347|protein fructose-bisphosphate aldolase, chloroplast precursor, putative, expressed	LOC_Os01g02880.1	 no descriptionhighly similar to ( 621)AT2G01140| Symbols:  | fructose-bisphosphate aldolase, putative | chr2:95005-96490 REVERSEhighly similar to ( 580)ALFC_PEAnot assigned Glycolytic FBP_aldolase_I_a COG3588 FBP_aldolase_I PRK05377 FBP_aldolase_I_bact 	PS.calvin cyle.aldolase	1_3_6

CUST_16919_PI399408534	2	-0.5869112	0.15620422	0.019726753	-0.019726753	-0.8236766	0.07182598	35_12891	"Cluster: Putative ATPase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative ATPase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5ZCG4	"CHR1V7|COORD:22538703..22544275| EDA16 (embryo sac development arrest 16); ATP binding / DNA binding / helicase/ protein binding / zinc ion binding"	AT1G61140.1	CHR01V5|COORD:33337069..33326897|protein ATP binding protein, putative, expressed	LOC_Os01g57110.2	"no descriptionweakly similar to ( 115)AT1G61140| Symbols: EDA16 | EDA16 (embryo sac development arrest 16); ATP binding / DNA binding / helicase/ protein binding / zinc ion binding | chr1:22538703-22544275 REVERSEnot assigned not assigned not assigned not assigned SNF2_N"	RNA.regulation of transcription.Chromatin Remodeling Factors	27_3_44

CUST_36386_PI403524517	2	0.20324612	0.28828335	0.04354906	-0.043549538	-0.16819382	-0.15834856	35_10494	"Cluster: Os09g0538700 protein; n=4; Oryza sativa (japonica cultivar-group)|Rep: Os09g0538700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J002	CHR5V7|COORD:22830994..22833388| carbonic anhydrase family protein	AT5G56330.1	CHR09V5|COORD:21208472..21212687|protein bZIP-like protein, putative, expressed	LOC_Os09g36760.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07764 PRK12323 PRK07003 Extensin_2 PRK05648 PRK10819 Atrophin-1 GRASP55_65 DUF1421 TT_ORF1 TonB Tymo_45kd_70kd HPC2	not assigned.unknown	35_2

CUST_2615_PI399408534	2	0.2260809	-0.92251015	-0.24109936	0.08286762	0.3262577	-0.08286667	35_2598	"Cluster: Two-component response regulator-like PRR95; n=2; Oryza sativa|Rep: Two-component response regulator-like PRR95 - Oryza sativa (Rice)"	UniRef90_Q689G6	"CHR5V7|COORD:8356207..8358876| APRR5 (PSEUDO-RESPONSE REGULATOR 5); transcription regulator"	AT5G24470.1	CHR09V5|COORD:20889363..20884691|protein two-component response regulator-like PRR95, putative, expressed	LOC_Os09g36220.1	" no descriptionmoderately similar to ( 283)AT5G24470| Symbols: PRR5, APRR5 | APRR5 (PSEUDO-RESPONSE REGULATOR 5); transcription regulator | chr5:8356207-8358876 REVERSEhighly similar to ( 729)PRR95_ORYSAnot assigned REC REC Response_reg AtoC CheY OmpR CCT PleD PRK11361 COG4753 COG3437 pleD PRK10766 PRK10365 PRK00742 PRK11091 CheB PRK10693 CitB TtrR PRK10610 PRK11517 PRK10841 PRK11173 PRK11107 CitB PRK09836 PRK10955 "	RNA.regulation of transcription.Psudo ARR transcription factor family	27_3_66

CUST_105316_PI403524517	2	0.1422553	0.3123293	-0.034132004	0.034132004	-0.10106087	-0.12541819	35_29997	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_129910_PI403524517	2	-0.12328434	0.027442932	-0.027442932	0.07883358	-0.031435966	0.075211525	35_36486	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_15307_PI404877155	2	0.02950859	-0.26497078	-0.036432266	0.17144012	-0.029506683	0.22267532	Contig917_s_at	Phosphoglycerate kinase, cytosolic pir||TVWTGY phosphoglycerate kinase (EC 2.7.2.3), cytosolic - wheat emb|CAA33302.1| unnamed protein produ	P12783	phosphoglycerate kinase, putative	At1g79550.1	protein phosphoglycerate kinase	Os06g45710	Phosphoglycerate kinase, cytosolic	glycolysis.phosphoglycerate kinase	4_10

CUST_15701_PI399408534	2	0.8335848	1.3182926	-0.48211575	-0.43248367	-0.29106236	0.2910633	35_17766	Rep: Myb factor protein - Oryza sativa (Rice)	UniRef90_Q9FEV3	"CHR3V7|COORD:16956418..16957361| MYB111 (myb domain protein 111); DNA binding / transcription factor"	AT3G46130.1	CHR01V5|COORD:43423240..43424821|protein MYB59, putative, expressed	LOC_Os01g74410.1	 no descriptionweakly similar to ( 193)AT3G46130| Symbols: AtMYB48, MYB111 | MYB111 (myb domain protein 111) | chr3:16956450-16957361 FORWARDweakly similar to ( 196)MYBA2_ORYSAnot assigned not assigned not assigned not assigned REB1 Myb_DNA-binding SANT SANT PRK12323 PRK07764 PRK07003 	RNA.regulation of transcription.MYB domain transcription factor family	27_3_25

CUST_158716_PI403524517	2	0.014605522	-0.014605522	-0.055070877	0.10451317	-0.58632374	0.20410442	35_44303	Rep: TH65-like protein - Solanum lycopersicum (Tomato) (Lycopersicon esculentum)	UniRef90_Q949J3	CHR5V7|COORD:26179057..26186227| kinesin motor protein-related	AT5G65460.1	CHR11V5|COORD:25278609..25274455|protein kinesin-like protein KIF3A, putative, expressed	LOC_Os11g42800.1	no descriptionweakly similar to ( 135)AT5G65460| Symbols:  | kinesin motor protein-related | chr5:26179057-26186227 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned KISc_C_terminal Kinesin KISc KISc KISc_KHC_KIF5 KISc_KIP3_like KISc_KIF4 KISc_KIF3 KISc_KLP2_like KIP1 KISc_BimC_Eg5 KISc_KIF1A_KIF1B	cell.organisation	31_1

CUST_50822_PI403524517	2	0.021144867	0.021144867	-0.04439926	-0.021144867	-0.1286602	0.0400486	35_14498	Rep: Lipid transfer protein - Hordeum vulgare (Barley)	UniRef90_Q9SES6	"CHR2V7|COORD:16135559..16136026| LTP2 (LIPID TRANSFER PROTEIN 2); lipid binding"	AT2G38530.1	CHR01V5|COORD:35457766..35456709|protein nonspecific lipid-transfer protein precursor, putative, expressed	LOC_Os01g60740.2	 no descriptionvery weakly similar to (91.7)AT5G01870| Symbols:  | lipid transfer protein, putative | chr5:337231-337675 FORWARDvery weakly similar to (99.8)NLTP2_ORYSAnsLTP1 Tryp_alpha_amyl AAI_LTSS 	lipid metabolism.lipid transfer proteins etc	11_6

CUST_120124_PI403524517	2	0.38436556	-0.35104847	-0.13779545	-0.12748575	0.16268158	0.12748575	35_33969	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_40632_PI403524517	2	0.09269142	0.09727383	0.013995171	-0.051353455	-0.20044613	-0.013995171	35_11685	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_125751_PI403524517	2	0.0030517578	0.144804	-0.0030517578	-0.21221733	-0.11340141	0.06294918	35_35410	"Cluster: Os07g0222900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0222900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D7Q4		0	CHR07V5|COORD:6801713..6805164|protein KHG/KDPG aldolase, putative, expressed	LOC_Os07g12160.1	no descriptionPRK07455 Eda	not assigned.unknown	35_2

CUST_2727_PI399408534	2	0.08836937	0.26186752	-0.011615753	-0.05112648	-0.051870346	0.011615753	35_2585	"Cluster: Not1 N-terminal domain, CCR4-Not complex component family protein, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Not1 N-terminal domain,"	UniRef90_Q10FX7	CHR5V7|COORD:6021612..6027033| transcription regulator NOT2/NOT3/NOT5 family protein	AT5G18230.1	CHR03V5|COORD:25288499..25299206|protein CCR4-NOT transcription complex subunit 3, putative, expressed	LOC_Os03g44900.2	no descriptionmoderately similar to ( 311)AT5G18230| Symbols:  | transcription regulator NOT2/NOT3/NOT5 family protein | chr5:6021612-6027033 REVERSEnot assigned NOT5 NOT2_3_5 CDC36	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_154378_PI403524517	2	0.31021404	-0.060567856	0.060566902	-0.20828056	-0.41509247	0.20294571	35_43139	"Cluster: DNA-directed RNA polymerase; n=1; Oryza sativa (japonica cultivar-group)|Rep: DNA-directed RNA polymerase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q337H6	"CHR1V7|COORD:10479306..10486654| NRPA2 (nuclear RNA polymerase A 2); DNA-directed RNA polymerase"	AT1G29940.1	CHR10V5|COORD:18538046..18528183|protein DNA-directed RNA polymerase I polypeptide 2, putative, expressed	LOC_Os10g35290.1	"no descriptionweakly similar to ( 199)AT1G29940| Symbols: NRPA2 | NRPA2 (nuclear RNA polymerase A 2); DNA-directed RNA polymerase | chr1:10479306-10486654 REVERSEnot assigned RNA_pol_B_RPB2"	RNA.transcription	27_2

CUST_91976_PI403524517	2	-0.3016944	-0.03619194	0.036191463	0.2331996	0.0770669	-0.17832613	35_26296	Rep: Putative ribonucleotide reductase - Oryza sativa (japonica cultivar-group)	UniRef90_Q6K848	"CHR2V7|COORD:9300609..9304660| R1/RIBONUCLEOTIDE REDUCTASE, REDUCTASE PROTEIN R1; ribonucleoside-diphosphate reductase"	AT2G21790.1	CHR02V5|COORD:34322368..34327357|protein ribonucleoside-diphosphate reductase large subunit, putative, expressed	LOC_Os02g56100.1	" no descriptionvery weakly similar to (83.6)AT2G21790| Symbols: R1, RIBONUCLEOTIDE REDUCTASE, REDUCTASE PROTEIN R1, RNR1 | R1/RIBONUCLEOTIDE REDUCTASE, REDUCTASE PROTEIN R1; ribonucleoside-diphosphate reductase | chr2:9300609-9304660 FORWARDnot assigned RNR_1 Ribonuc_red_lgC PRK08447 NrdA PRK09209 PRK07207 PRK12365 "	nucleotide metabolism.deoxynucleotide metabolism	23_5

CUST_168752_PI403524517	2	0.019767761	-0.019766808	0.23289394	-0.08378029	0.24627781	-0.08571911	35_46996	"Cluster: Glutathione transferase F1; n=3; Triticeae|Rep: Glutathione transferase F1 - Triticum aestivum (Wheat)"	UniRef90_Q8GTB7	"CHR5V7|COORD:5658530..5659324| ATGSTF12 (GLUTATHIONE S-TRANSFERASE 26); glutathione transferase"	AT5G17220.1	CHR01V5|COORD:32478964..32474900|protein glutathione S-transferase GSTF2, putative, expressed	LOC_Os01g55830.2	no descriptionvery weakly similar to (61.6)GSTF1_MAIZEGlutathione S-transferase 1 - Zea mays (Maize)GST_N_Phi	misc.glutathione S transferases	26_9

CUST_216_PI403524517	2	0.112098694	-1.6899095	-0.112098694	0.6776962	0.1403203	-1.2313318	35_56	"Cluster: Plastocyanin, chloroplast precursor; n=1; Hordeum vulgare|Rep: Plastocyanin, chloroplast precursor - Hordeum vulgare (Barley)"	UniRef90_P08248	"CHR1V7|COORD:7042760..7043263| DRT112 (DNA-damage-repair/toleration protein 112); copper ion binding / electron carrier"	AT1G20340.1	CHR06V5|COORD:149246..148387|protein plastocyanin, chloroplast precursor, putative, expressed	LOC_Os06g01210.1	" no descriptionweakly similar to ( 143)AT1G20340| Symbols: DRT112 | DRT112 (DNA-damage-repair/toleration protein 112); copper ion binding / electron carrier | chr1:7042760-7043263 REVERSEmoderately similar to ( 204)PLAS_HORVUPlastocyanin, chloroplast precursor - Hordeum vulgare (Barley)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Copper-bind PRK02710 PetE COG4454 PRK12323 Protamine_P1 "	PS.lightreaction.other electron carrier (ox/red).plastocyanin	1_1_5_1

CUST_72883_PI403524517	2	-0.007496357	0.05073881	0.008763313	0.007496357	-0.12726164	-0.24983215	35_20894	"Cluster: Putative DNA J protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative DNA J protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q688H7	CHR5V7|COORD:19903990..19905362| DNAJ heat shock N-terminal domain-containing protein	AT5G49060.1	CHR05V5|COORD:17364936..17360575|protein chaperone protein dnaJ 49, putative, expressed	LOC_Os05g30130.1	no descriptionweakly similar to ( 172)AT5G49060| Symbols:  | DNAJ heat shock N-terminal domain-containing protein | chr5:19903990-19905362 FORWARDvery weakly similar to (59.3)DNJH_CUCSADnaJ protein homolog - Cucumis sativus (Cucumber)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DnaJ DnaJ DnaJ PRK10266 PRK10767 CbpA SEC63	stress.abiotic.heat	20_2_1

CUST_134050_PI403524517	2	0.0034332275	0.02583313	-0.15418816	-0.07263851	0.07944679	-0.0034341812	35_37621	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_14403_PI404877155	2	-0.80595493	-1.2228003	0.46062946	0.70477533	0.7494235	-0.46062994	Contig8246_at	putative amylase [Oryza sativa (japonica cultivar-group)] gb|AAP54185.1| putative amylase [Oryza sativa (japonica cultivar-group)] gb|AAK277	NP_921898.1	beta-amylase, putative / 1,4-alpha-D-glucan maltohydrolase, putative	At3g23920.1	protein Glycosyl hydrolase family 14, putative	Os03g04770	beta-amylase, chloroplast	major CHO metabolism.degradation.starch.starch cleavage	2_2_2_01

CUST_149803_PI403524517	2	-0.019474506	0.08687544	0.09987259	0.019474506	-0.09078169	-0.4734254	35_41909	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_7013_PI404877155	2	-0.02407837	0.30028057	-0.14946413	0.04954195	-0.17253494	0.024077892	Contig2053_at	trypsin inhibitor, BTICMc [Hordeum vulgare subsp. vulgare]	CAA72791.1	expressed protein	At5g01280.1	protein Protease inhibitor/seed storage/LTP family, putative	Os07g12080	trypsin inhibitor, BTICMc	development.inhibitor proteins	33_50

CUST_105060_PI403524517	2	-0.08056164	0.12959671	0.022619247	0.056490898	-0.034690857	-0.022619247	35_29929	"Cluster: Os07g0517700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0517700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D617		0	CHR07V5|COORD:19963975..19968222|protein F-box domain containing protein	LOC_Os07g33400.1	no description	not assigned.unknown	35_2

CUST_158755_PI403524517	2	-0.0044431686	-0.15608501	0.14403057	0.0044431686	0.36473942	-0.03191471	35_44314	"Cluster: Hypothetical protein P0615D12.16; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0615D12.16 - Oryza sativa (japonica cultivar-g"	UniRef90_Q65WS9	"CHR3V7|COORD:19383880..19386777| similar to H0811D08.6 [Oryza sativa (indica cultivar-group)] (GB:CAJ86113.1); similar to Os05g0445800 [Oryza sativa (japonica"	AT3G52240.1	CHR04V5|COORD:32648257..32645881|protein conserved hypothetical protein	LOC_Os04g55280.1	no descriptionnot assigned PRK07764 PRK12323	not assigned.unknown	35_2

CUST_31674_PI399408534	2	0.26436853	0.33070183	0.08979511	-0.20548105	-0.08979511	-0.1996975	35_23864	"Cluster: MYB transcription factor-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: MYB transcription factor-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6YZ61	"CHR1V7|COORD:5999512..6002539| TRFL3 (TRF-LIKE 3); DNA binding / transcription factor"	AT1G17460.1	CHR02V5|COORD:32821972..32826901|protein TRFL6, putative, expressed	LOC_Os02g53670.4	"no descriptionvery weakly similar to (55.5)AT1G17460| Symbols: TRFL3 | TRFL3 (TRF-LIKE 3); DNA binding / transcription factor | chr1:5999512-6002539 FORWARD"	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_25273_PI403524517	2	0.14871788	-0.0804863	0.051599503	-0.012970924	-0.024253845	0.012969971	35_7327	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6F2V0	CHR3V7|COORD:22975920..22982124| metal ion binding / oxidoreductase	AT3G62010.1	CHR03V5|COORD:21614859..21602030|protein expressed protein	LOC_Os03g38970.1	no descriptionweakly similar to ( 118)AT3G62010| Symbols:  | metal ion binding / oxidoreductase | chr3:22975920-22982124 FORWARD	protein.postranslational modification	29_4

CUST_23075_PI399408534	2	0.14535475	-0.0098109245	0.009811401	-0.33386898	0.46178865	-0.5081687	35_41585	"Cluster: Brassinosteroid-6-oxidase; n=1; Hordeum vulgare subsp. vulgare|Rep: Brassinosteroid-6-oxidase - Hordeum vulgare var. distichum (Two-rowed barley)"	UniRef90_Q0PHW2	"CHR3V7|COORD:11813346..11815988| BR6OX2/CYP85A2 (BRASSINOSTEROID-6-OXIDASE 2); monooxygenase/ oxygen binding"	AT3G30180.1	CHR03V5|COORD:22492950..22497129|protein cytochrome P450 85A1, putative, expressed	LOC_Os03g40540.1	" no descriptionmoderately similar to ( 203)AT3G30180| Symbols: CYP85A2, BR6OX2 | BR6OX2/CYP85A2 (BRASSINOSTEROID-6-OXIDASE 2); monooxygenase/ oxygen binding | chr3:11813346-11815988 FORWARDmoderately similar to ( 245)C85A1_ORYSAnot assigned not assigned "	hormone metabolism.brassinosteroid.synthesis-degradation.BRs.other	17_3_1_1_99

CUST_9136_PI399408534	2	0.26827383	-0.34140968	0.19686604	-0.24033213	0.11917782	-0.11917782	35_30535	"Cluster: Leucine Rich Repeat family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Leucine Rich Repeat family protein, expressed - Oryza s"	UniRef90_Q10M75	CHR4V7|COORD:11202739..11206049| leucine-rich repeat family protein	AT4G20940.1	CHR03V5|COORD:11564133..11569199|protein ATP binding protein, putative, expressed	LOC_Os03g20450.1	no descriptionweakly similar to ( 143)AT4G20940| Symbols:  | leucine-rich repeat family protein | chr4:11202739-11206049 FORWARD	signalling.receptor kinases.leucine rich repeat III	30_2_3

CUST_5531_PI404877155	2	-0.1512909	-0.0034160614	0.53410625	0.0034151077	0.2711954	-0.3017559	Contig1736_at	Lipoxygenase 1 pir||T05941 lipoxygenase (EC 1.13.11.12) 1 - barley gb|AAA64893.1| lipoxygenase 1	P29114	lipoxygenase (LOX1)	At1g55020.1	protein putative lipoxygenase	Os03g49350	lipoxygenase 1 protein	hormone metabolism.jasmonate.synthesis-degradation	17_7_1

CUST_153121_PI403524517	2	0.04042244	0.17167425	0.028815746	-0.2691865	-0.028815746	-0.7096677	35_42792	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QXR0	"CHR5V7|COORD:1303758..1305557| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G23160.1); similar to Protein of unknown function DUF668 [Medicago"	AT5G04550.1	CHR12V5|COORD:2289545..2287583|protein expressed protein	LOC_Os12g05180.1	no description	not assigned.unknown	35_2

CUST_94074_PI403524517	2	-0.0065994263	0.0065994263	0.0955286	-0.11135197	0.03567791	-0.03142166	35_26896	"Cluster: Hypothetical protein P0504E02.34; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0504E02.34 - Oryza sativa (japonica cultivar-g"	UniRef90_Q8RUN8	CHR3V7|COORD:8063070..8064482| leucine-rich repeat family protein / extensin family protein	AT3G22800.1	CHR01V5|COORD:20849294..20855090|protein ATP-dependent RNA helicase-like protein DB10, putative, expressed	LOC_Os01g36860.1	no description	not assigned.unknown	35_2

CUST_28470_PI399408534	2	-0.015372276	0.19138908	-0.029018402	0.01537323	-0.1347847	0.104969025	35_22200	"Cluster: CLV1 receptor kinase-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: CLV1 receptor kinase-like protein - Oryza sativa (japonica cultivar"	UniRef90_Q8LRD7	CHR2V7|COORD:119508..121733| leucine-rich repeat transmembrane protein kinase, putative	AT2G01210.1	CHR01V5|COORD:18532023..18535067|protein ATP binding protein, putative, expressed	LOC_Os01g33090.1	 no descriptionmoderately similar to ( 236)AT2G01210| Symbols:  | leucine-rich repeat transmembrane protein kinase, putative | chr2:119508-121733 REVERSEvery weakly similar to (94.4)RPK1_IPONIReceptor-like protein kinase precursor - Ipomoea nil (Japanese morning glory) (Pharbitis nil)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PTKc Pkinase_Tyr S_TKc TyrKc PTKc_Jak_rpt2 S_TKc Pkinase PTKc_Chk PTKc_Csk_like PTKc_Src_like PTKc_Srm_Brk PTKc_Ack_like PTKc_InsR_like PTKc_EphR PTKc_Tie PTKc_Syk_like PTKc_EGFR_like PTKc_FGFR PTKc_VEGFR PTKc_Tie1 PTKc_Btk_Bmx PTKc_Met_Ron SPS1 PTKc_Lck_Blk PTKc_Csk PTKc_Frk_like PTKc_FGFR3 PTKc_Fes_like PTKc_Tie2 PTKc_Jak2_Jak3_rpt2 PTKc_Tyk2_rpt2 PTKc_Ror PTKc_Abl 	signalling.receptor kinases.leucine rich repeat III	30_2_3

CUST_144661_PI403524517	2	0.1465826	0.24615335	0.265635	-0.1465826	-0.29652596	-0.2606387	35_40514	"Cluster: Ribosomal RNA apurinic site specific lyase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Ribosomal RNA apurinic site specific lyase-like - Ory"	UniRef90_Q8LQV5		0	CHR01V5|COORD:23703446..23705442|protein ribosomal RNA apurinic site specific lyase, putative, expressed	LOC_Os01g41310.1	no description	not assigned.unknown	35_2

CUST_11610_PI403524517	2	0.04395008	0.084664345	-0.18558407	0.0251503	-0.12978935	-0.0251503	35_3299	"Cluster: Putative syntaxin of plants 31; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative syntaxin of plants 31 - Oryza sativa (japonica cultivar-group"	UniRef90_Q9LGF8	"CHR3V7|COORD:8837740..8839409| SYP32 (syntaxin 32); t-SNARE"	AT3G24350.1	CHR01V5|COORD:4114843..4119381|protein syntaxin 32, putative, expressed	LOC_Os01g08400.1	" no descriptionmoderately similar to ( 323)AT3G24350| Symbols: ATSYP32, SYP32 | SYP32 (syntaxin 32); t-SNARE | chr3:8837740-8839409 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG5325 Syntaxin t_SNARE SNARE t_SNARE COG5074 PRK07003 DUF1421 PRK07764 PRK12323 "	cell. vesicle transport	31_4

CUST_4479_PI404877155	2	-0.092062	0.14204216	0.007844925	-0.09996033	0.048620224	-0.007846832	Contig1543_at	14-3-3 protein - barley emb|CAA74592.1| 14-3-3 protein [Hordeum vulgare]	T06203	14-3-3 protein GF14 nu (GRF7)	At3g02520.1	protein GF14-b protein - rice	Os04g38870	14-3-3 protein	signalling.14-3-3 proteins	30_7

CUST_23047_PI403524517	2	0.0950079	-0.370924	0.12251949	0.021544456	-0.079426765	-0.021544456	35_6699	Rep: OSIGBa0115K01-H0319F09.16 protein - Oryza sativa (Rice)	UniRef90_Q01HN6	CHR1V7|COORD:9835109..9835829| similar to Os04g0528100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001053373.1)	AT1G28150.1	CHR04V5|COORD:26168461..26172729|protein expressed protein	LOC_Os04g44590.3	no descriptionvery weakly similar to (84.0)AT1G28150| Symbols:  | similar to Os04g0528100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001053373.1) | chr1:9835109-9835829 REVERSE	not assigned.unknown	35_2

CUST_14479_PI404877155	2	-0.066493034	-0.017952919	0.04189205	-0.060620308	0.049051285	0.017952919	Contig8322_at	putative RNA recognition motif (RRM)-containing protein [Oryza sativa (japonica cultivar-group)]	BAD03017.1	RNA recognition motif (RRM)-containing protein	At5g54580.1	protein GM05057p, putative	Os03g14890	NONE	RNA.regulation of transcription	27_3

CUST_41022_PI403524517	2	0.16143894	-0.12666655	-0.03796196	0.29400682	0.03796196	-0.5198169	35_11793	"Cluster: Hypothetical protein OSJNBa0090O10.13; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0090O10.13 - Oryza sativa (japonica"	UniRef90_Q8GZX0	CHR2V7|COORD:19146141..19147616| AAA-type ATPase family protein	AT2G46620.1	CHR03V5|COORD:793070..791167|protein ATP binding protein, putative, expressed	LOC_Os03g02330.1	no descriptionvery weakly similar to (97.4)AT2G46620| Symbols:  | AAA-type ATPase family protein | chr2:19146141-19147616 REVERSEnot assigned	protein.degradation.AAA type	29_5_9

CUST_168507_PI403524517	2	0.24604988	0.007106781	-0.46784067	-0.018176079	0.21335459	-0.007107258	35_46928	"Cluster: Hypothetical protein P0013F10.12; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0013F10.12 - Oryza sativa (japonica cultivar-g"	UniRef90_Q9FU66	CHR4V7|COORD:8507789..8510033| pentatricopeptide (PPR) repeat-containing protein	AT4G14820.1	CHR01V5|COORD:3926249..3924252|protein pentatricopeptide repeat protein PPR868-14, putative, expressed	LOC_Os01g08120.1	no descriptionmoderately similar to ( 234)AT4G14820| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr4:8507789-8510033 REVERSE	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_84780_PI403524517	2	0.14657831	0.094789505	0.025776863	-0.02577734	-0.26651287	-0.31904078	35_24293	Rep: VIL1 protein - Triticum monococcum subsp. aegilopoides	UniRef90_A0SQ40	CHR3V7|COORD:8876214..8878178| VRN5 (VIN3-LIKE 1)	AT3G24440.1	CHR12V5|COORD:21181347..21176987|protein fibronectin type III domain containing protein, expressed	LOC_Os12g34850.1	 no descriptionvery weakly similar to (85.9)AT3G24440| Symbols: VIL1, VRN5 | VRN5 (VIN3-LIKE 1) | chr3:8876214-8878178 REVERSE	not assigned.unknown	35_2

CUST_131084_PI403524517	2	0.016812325	-0.35284996	-0.0043210983	0.004322052	0.1694994	-0.1258192	35_36816	"Cluster: Os01g0737300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0737300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JJI5	CHR3V7|COORD:5008758..5013067| phosphoesterase	AT3G14890.1	CHR01V5|COORD:31080067..31088067|protein phosphoesterase, putative, expressed	LOC_Os01g53560.1	no descriptionweakly similar to ( 138)AT3G14890| Symbols:  | phosphoesterase | chr3:5008899-5013067 FORWARDvery weakly similar to (60.8)PARP1_MAIZEPoly [ADP-ribose] polymerase 1 - Zea mays (Maize)zf-PARP	DNA.repair	28_2

CUST_64107_PI403524517	2	1.2430887	0.9847727	-0.1813426	0.18134308	-0.2813983	-0.20073366	35_18307	"Cluster: MutT domain protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: MutT domain protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q67V42	"CHR5V7|COORD:19327617..19329310| ATNUDT2 (Arabidopsis thaliana Nudix hydrolase homolog 2); ADP-ribose diphosphatase/ NAD binding / hydrolase"	AT5G47650.1	CHR06V5|COORD:25721181..25717154|protein nudix hydrolase 2, putative, expressed	LOC_Os06g42790.3	"no descriptionvery weakly similar to (57.4)AT5G47650| Symbols: ATNUDT2 | ATNUDT2 (Arabidopsis thaliana Nudix hydrolase homolog 2); ADP-ribose diphosphatase/ NAD binding / hydrolase | chr5:19327617-19329310 REVERSENudix_Hydrolase_12"	not assigned.no ontology	35_1

CUST_138021_PI403524517	2	0.011620522	-0.13293076	-0.04384899	0.22200298	0.32880783	-0.011620522	35_38708	"Cluster: Pherophorin-C2 protein precursor; n=3; Chlamydomonadales|Rep: Pherophorin-C2 protein precursor - Chlamydomonas reinhardtii"	UniRef90_Q3HTK5	CHR4V7|COORD:7758606..7760888| leucine-rich repeat family protein / extensin family protein	AT4G13340.1	CHR09V5|COORD:11335336..11331584|protein transposon protein, putative, CACTA, En/Spm sub-class	LOC_Os09g18490.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07764 Drf_FH1 Extensin_2 PRK12323 DUF1421 Tymo_45kd_70kd PRK05648 Atrophin-1 tatB DUF1210 FAP Totivirus_coat TonB TT_ORF1 MCPVI PRK11633 PRK10819 PRK07003 DUF605 Trypan_PARP GRP Gag_spuma PRK08853 PRK06958 Herpes_UL51 DedD PRK03427	not assigned.unknown	35_2

CUST_103305_PI403524517	2	-0.24343967	-0.29022694	0.22488976	0.12987041	0.0969038	-0.09690285	35_29459	"Cluster: Putative pectinesterase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative pectinesterase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ZLF6	CHR4V7|COORD:16024449..16026134| pectinesterase family protein	AT4G33220.1	CHR08V5|COORD:21845226..21849515|protein pectinesterase PPE8B precursor, putative, expressed	LOC_Os08g34900.1	no descriptionweakly similar to ( 166)AT4G33220| Symbols:  | pectinesterase family protein | chr4:16024449-16026134 FORWARDweakly similar to ( 170)PME_PRUPEPectinesterase PPE8B precursor - Prunus persica (Peach)not assigned not assigned not assigned not assigned Pectinesterase PemB PRK10531	cell wall.pectin*esterases.PME	10_8_1

CUST_22410_PI403524517	2	-0.12786198	0.43552876	0.1320858	-0.051815987	-0.14022541	0.05181694	35_6510	"Cluster: NBS-LRR disease resistance protein homologue; n=3; Hordeum vulgare|Rep: NBS-LRR disease resistance protein homologue - Hordeum vulgare (Barley)"	UniRef90_Q84KC1	CHR5V7|COORD:13685039..13687915| disease resistance protein (CC-NBS-LRR class), putative	AT5G35450.1	CHR11V5|COORD:6651445..6659250|protein NB-ARC domain containing protein, expressed	LOC_Os11g11990.1	 no descriptionvery weakly similar to (55.1)AT5G35450| Symbols:  | disease resistance protein (CC-NBS-LRR class), putative | chr5:13685039-13687915 FORWARD	stress.biotic	20_1

CUST_90955_PI403524517	2	-0.15112972	0.25811863	0.07091141	-0.11032295	-0.036762238	0.036761284	35_26013	0	0	CHR1V7|COORD:11399903..11405702| actin binding	AT1G31810.1	0	0	no description	not assigned.unknown	35_2

CUST_32789_PI403524517	2	0.21165848	-0.1733675	5.7792664E-4	0.012141228	-0.04605198	-5.7792664E-4	35_9450	"Cluster: Hypothetical protein P0656C04.101; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0656C04.101 - Oryza sativa (japonica cultivar"	UniRef90_Q84ZH3	CHR3V7|COORD:8534068..8536155| chloroplast inner membrane import protein Tic22, putative	AT3G23710.1	CHR07V5|COORD:11267199..11271797|protein protein translocase, putative, expressed	LOC_Os07g19030.1	 no descriptionweakly similar to ( 167)AT3G23710| Symbols:  | chloroplast inner membrane import protein Tic22, putative | chr3:8534068-8536155 FORWARDTic22 	protein.targeting.chloroplast	29_3_3

CUST_40410_PI403524517	2	0.014438629	0.21967316	-0.014438629	-0.15192032	0.11428118	-0.398983	35_11623	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_100925_PI403524517	2	0.26036644	0.69583035	-0.052972794	0.052972794	-0.13166714	-0.17907906	35_28802	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_143979_PI403524517	2	4.5490265E-4	0.09037781	-0.2192173	-4.5585632E-4	0.0050268173	-0.1350832	35_40333	"Cluster: Hypothetical protein P0667A10.6; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0667A10.6 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q5NBI9	"CHR2V7|COORD:11454424..11455949| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G43910.1); similar to Os01g0268900 [Oryza sativa (japonica"	AT2G26840.1	CHR01V5|COORD:9261793..9265281|protein expressed protein	LOC_Os01g16340.1	"no descriptionweakly similar to ( 111)AT2G26840| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G43910.1); similar to Os01g0268900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001042695.1); similar to unnamed protein product [Ostreococcus tauri] (GB:CAL54795.1) | chr2:11454424-11455949 REVERSE"	not assigned.unknown	35_2

CUST_64657_PI403524517	2	-0.8371148	-0.010022163	0.7825351	0.010021687	1.1863575	-0.526011	35_18459	Rep: Tryptophan decarboxylase - Hordeum vulgare (Barley)	UniRef90_Q75PZ8	CHR4V7|COORD:14155254..14158552| tyrosine decarboxylase, putative	AT4G28680.1	CHR08V5|COORD:2249663..2251576|protein aromatic-L-amino-acid decarboxylase, putative, expressed	LOC_Os08g04540.1	 no descriptionvery weakly similar to (71.2)AT4G28680| Symbols:  | tyrosine decarboxylase, putative | chr4:14155254-14158552 FORWARDvery weakly similar to (82.0)DDC_CATROAromatic-L-amino-acid decarboxylase - Catharanthus roseus (Rosy periwinkle) (Madagascar periwinkle)not assigned 	secondary metabolism.N misc.alkaloid-like	16_4_1

CUST_11732_PI399408534	2	0.03638363	-0.13561153	-0.13068199	0.20000362	0.04309368	-0.036382675	35_22849	Rep: Os02g0787300 protein - Oryza sativa (japonica cultivar-group)	UniRef90_Q0DWY3	"CHR1V7|COORD:19158243..19159343| ATMKK4 (MITOGEN-ACTIVATED PROTEIN KINASE KINASE 4); MAP kinase kinase/ kinase"	AT1G51660.1	CHR02V5|COORD:33438079..33436200|protein OsMKK4 - putative MAPKK based on amino acid sequence homology, expressed	LOC_Os02g54600.1	" no descriptionvery weakly similar to (87.4)AT3G21220| Symbols: ATMAP2K_ALPHA, MAP2K_A, MKK5, ATMKK5 | ATMKK5 (MITOGEN-ACTIVATED PROTEIN KINASE KINASE 5); kinase | chr3:7445923-7446969 FORWARDvery weakly similar to (50.8)M2K1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc PRK12323 PRK07003 PRK12678 Pkinase PRK07764 "	signalling.MAP kinases	30_6

CUST_15811_PI399408534	2	-0.059161186	0.6778631	0.059663773	-0.13620377	-0.22967148	0.059160233	35_19923	"Cluster: MRNA capping enzyme, C-terminal domain containing protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: MRNA capping enzyme, C-terminal"	UniRef90_Q2R8T5	CHR3V7|COORD:2788440..2792918| mRNA capping enzyme family protein	AT3G09100.2	CHR11V5|COORD:6123037..6110262|protein mRNA capping enzyme, putative, expressed	LOC_Os11g11070.1	no descriptionhighly similar to ( 662)AT3G09100| Symbols:  | mRNA capping enzyme family protein | chr3:2788440-2792918 REVERSEnot assigned mRNA_cap_enzyme CEG1 mRNA_cap_C DSPc DSPc CDC14	RNA.processing	27_1

CUST_148_PI404877155	2	-0.14054823	-0.30276108	0.6274519	0.2249031	0.14054775	-0.3484006	ChlorContig4_at	0	0	0	0	0	0	Encodes the D1 subunit of photosystem I  and II reaction centers.	PS.lightreaction.photosystem I.PSI polypeptide subunits	1_01_02_02

CUST_11481_PI404877155	2	0.0062294006	0.16943836	-0.0045928955	-0.071660995	0.004591942	-0.019605637	Contig5165_at	putative RNA polymerase [Oryza sativa (japonica cultivar-group)] gb|AAO73277.1| putative RNA polymerase [Oryza sativa (japonica cultivar-gro	NP_910107.1	DNA-directed RNA polymerase I, II, and III, putative	At3g59600.1	protein RNA polymerase Rpb8, putative	Os06g48230	putative RNA polymerase	RNA.transcription	27_2

CUST_35732_PI403524517	2	0.16121674	0.15814209	-0.01567173	-0.13492966	-0.23822737	0.01567173	35_10303	Rep: RIO kinase - Nicotiana tabacum (Common tobacco)	UniRef90_Q75XU7	CHR2V7|COORD:10632364..10635378| RIO1 family protein	AT2G24990.1	CHR07V5|COORD:3322052..3328243|protein serine/threonine-protein kinase RIO1, putative, expressed	LOC_Os07g06820.1	no descriptionweakly similar to ( 126)AT2G24990| Symbols:  | RIO1 family protein | chr2:10632364-10635378 FORWARDnot assigned	protein.postranslational modification	29_4

CUST_112783_PI403524517	2	0.3125162	0.046940804	-0.04693985	-0.08860779	-0.05180168	0.13790417	35_32012	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_162346_PI403524517	2	0.39603233	-0.1661501	-0.18415165	0.1661501	0.18811893	-0.33845234	35_45280	Rep: Geranylgeranyl hydrogenase - Triticum aestivum (Wheat)	UniRef90_Q45FE7	CHR1V7|COORD:27994909..27996506| geranylgeranyl reductase	AT1G74470.1	CHR02V5|COORD:31240356..31242949|protein geranylgeranyl hydrogenase, putative, expressed	LOC_Os02g51080.2	no descriptionvery weakly similar to (84.7)AT1G74470| Symbols:  | geranylgeranyl reductase | chr1:27994909-27996506 FORWARDnot assigned FixC PRK09853	secondary metabolism.isoprenoids.non-mevalonate pathway	16_1_1

CUST_154_PI399407379	2	-0.0043582916	0.2776003	-0.043315887	0.0044956207	-0.19774342	0.0043582916	HvMCSU1									

CUST_115757_PI403524517	2	-0.3200369	0.14945698	-0.37608767	0.8699374	0.8427119	-0.1494565	35_32827	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_53_PI399407379	2	0.40406895	0.0052948	-0.75769997	0.45283413	-0.52747726	-0.0052948	HvRR22									

CUST_87771_PI403524517	2	0.34362888	-0.00662899	0.006629467	-0.2242608	-0.3797884	0.14849854	35_25124	"Cluster: Unconventional myosin heavy chain, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Unconventional myosin heavy chain, putative, e"	UniRef90_Q10F06	CHR2V7|COORD:13567837..13576700| XIF (Myosin-like protein XIF)	AT2G31900.1	CHR03V5|COORD:27336685..27324008|protein myosin XI, putative, expressed	LOC_Os03g48140.1	 no descriptionmoderately similar to ( 348)AT2G31900| Symbols: ATXIF, ATMYO5, PCR11, XIF | XIF (Myosin-like protein XIF) | chr2:13567837-13576700 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned MYSc_type_XI MYSc MYSc MYSc_type_V COG5022 Myosin_head MYSc_type_I MYSc_type_II MYSc_type_VII MYSc_type_VIII MYSc_type_XV MYSc_type_IX MYSc_type_VI MYSc_type_III MYSc_type_XVIII 	cell.organisation	31_1

CUST_26872_PI403524517	2	0.3248701	-0.1121788	-0.19464588	0.19120121	-0.12840557	0.112179756	35_7786	"Cluster: Oxidoreductase, short chain dehydrogenase/reductase family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Oxidoreductase, short c"	UniRef90_Q2R5M5	CHR1V7|COORD:8674044..8676265| short-chain dehydrogenase/reductase (SDR) family protein	AT1G24470.1	CHR11V5|COORD:13456142..13464231|protein steroid dehydrogenase SPM2, putative, expressed	LOC_Os11g24484.1	no descriptionweakly similar to ( 200)AT1G24470| Symbols:  | short-chain dehydrogenase/reductase (SDR) family protein | chr1:8674044-8676265 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DltE fabG PRK12939 FabG fabG fabG PRK12826 PRK07825 PRK06523 PRK06138 PRK06114 PRK12829 PRK12828 PRK08264 PRK08267 COG4221 PRK06841 PRK06179 PRK07060 PRK09242 fabG PRK07454 PRK07074 PRK07479 PRK05866 PRK07063 PRK12936 PRK08213 PRK08226 PRK12824 PRK12429 PRK08220 PRK07890 PRK07201 PRK08251 PRK06484 PRK05650 PRK07478 PRK07024 PRK07326 PRK06181 adh_short PRK06180 benD PRK09072 PRK12827 PRK08265 PRK08085 PRK06172 fabG PRK07523 PRK06914 PRK07097 PRK08324 PRK06182 PRK05872 PRK06124 PRK08263 PRK06935 PRK07774 PRK10538 PRK09291 PRK07832 PRK07577 PRK06057 fabG DltE PRK06949 PRK12937 PRK06346 PRK08219 PRK07069 PRK06171	misc.short chain dehydrogenase/reductase (SDR)	26_22

CUST_35986_PI403524517	2	-0.036762238	0.0496006	-0.0033159256	-0.014676094	0.1379509	0.0033159256	35_10375	"Cluster: Hypothetical protein OJ1005_D12.19; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1005_D12.19 - Oryza sativa (japonica cultiv"	UniRef90_Q6YXI0	CHR4V7|COORD:17887027..17888171| threonine endopeptidase	AT4G38100.1	CHR09V5|COORD:17661226..17658696|protein threonine endopeptidase, putative, expressed	LOC_Os09g29080.1	no descriptionvery weakly similar to (72.4)AT4G38100| Symbols:  | threonine endopeptidase | chr4:17887027-17888171 REVERSEPRK07764	protein.degradation	29_5

CUST_9032_PI403524517	2	0.06602478	0.33528042	-0.07703209	-0.01011467	0.0101156235	-0.020184517	35_2532	"Cluster: Os02g0723300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os02g0723300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DY03	CHR5V7|COORD:3096277..3097371| RPB15.9 (RNA polymerase II 15.9)	AT5G09920.1	CHR02V5|COORD:30052674..30047595|protein expressed protein	LOC_Os02g49150.4	 no descriptionvery weakly similar to (76.3)AT5G09920| Symbols: RPB15.9.9, RPB15.9 | RPB15.9 (RNA polymerase II 15.9) | chr5:3096277-3097371 FORWARDnot assigned RPOL4c RNA_pol_Rpb4 	RNA.transcription	27_2

CUST_1293_PI404877155	2	0.5207691	-1.3893862	-1.5111828	0.34723282	-0.04467964	0.044678688	Contig11401_at	RISBZ5 [Oryza sativa]	BAB39175.1	bZIP transcription factor family protein	At5g24800.1	protein RISBZ5	Os06g45140	NONE	RNA.regulation of transcription.bZIP transcription factor family	27_3_35

CUST_6477_PI399408534	2	5.245209E-4	-0.011657715	0.030833244	-5.245209E-4	-0.043780327	0.109913826	35_14176	"Cluster: Pyridoxine biosynthesis protein; n=1; Triticum aestivum|Rep: Pyridoxine biosynthesis protein - Triticum aestivum (Wheat)"	UniRef90_Q3S861	"CHR5V7|COORD:172575..173504| PDX1 (PYRIDOXINE BIOSYNTHESIS 1.3); protein heterodimerization/ protein homodimerization"	AT5G01410.1	CHR07V5|COORD:11285..9888|protein pyridoxin biosynthesis protein ER1, putative, expressed	LOC_Os07g01020.1	" no descriptionmoderately similar to ( 496)AT5G01410| Symbols: ATPDX1.3, RSR4, PDX1 | PDX1 (PYRIDOXINE BIOSYNTHESIS 1.3); protein heterodimerization/ protein homodimerization | chr5:172575-173504 REVERSEhighly similar to ( 501)PDX1_PHAVUPyridoxal biosynthesis protein PDX1 - Phaseolus vulgaris (Kidney bean) (French bean)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK04180 pdxS SNZ1 SOR_SNZ PRK07003 Herpes_BLLF1 TIM_phosphate_binding PRK12678 PRK12323 Atrophin-1 PRK07764 thiG HPC2 PRK09169 APC_basic ThiG IGPS DUF1421 PRK11840 TrpC Tymo_45kd_70kd ThiG AF-4 ThiG NanE Cytadhesin_P30 Extensin_2 "	Co-factor and vitamine metabolism	18

CUST_177000_PI403524517	2	-0.06628513	-0.017711163	-0.16330957	0.2575941	0.2606659	0.017711163	35_49245	"Cluster: Os05g0116700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0116700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DL86		0	0	0	no description	not assigned.unknown	35_2

CUST_4637_PI404877155	2	0.100048065	-0.030493736	-0.030493736	0.030492783	-0.1118021	0.12463188	Contig15807_at	Na+/H+ antiporter, isoform 2 [Lycopersicon esculentum]	CAC83608.1	sodium proton exchanger, putative (NHX6)	At1g79610.1	protein hypothetical protein	Os09g11450	NONE	transport.unspecified cations	34_14

CUST_3381_PI399408534	2	0.07726526	0.20806837	0.026490211	-0.048238277	-0.036187172	-0.026490211	35_4700	Rep: GA 2-oxidase 5 - Hordeum vulgare var. distichum (Two-rowed barley)	UniRef90_Q673G2	"CHR1V7|COORD:29516665..29517883| ATGA2OX1 (GIBBERELLIN 2-OXIDASE 1); gibberellin 2-beta-dioxygenase"	AT1G78440.1	CHR01V5|COORD:5969291..5965621|protein gibberellin 2-beta-dioxygenase, putative, expressed	LOC_Os01g11150.1	"no descriptionvery weakly similar to (72.4)AT1G78440| Symbols: ATGA2OX1 | ATGA2OX1 (GIBBERELLIN 2-OXIDASE 1); gibberellin 2-beta-dioxygenase | chr1:29516665-29517883 REVERSEvery weakly similar to (72.8)G2OX1_PEAGibberellin 2-beta-dioxygenase 1 - Pisum sativum (Garden pea)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PcbC PRK12323 PRK07764 PRK12678 PRK07003 Gag_spuma PRK09169 DUF1777 APC_basic"	hormone metabolism.gibberelin.synthesis-degradation.GA2 oxidase	17_6_1_13

CUST_119147_PI403524517	2	0.11213255	0.06863165	0.011935711	-0.1482687	-0.23064232	-0.011935711	35_33717	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_42393_PI403524517	2	-0.13325834	0.09143829	0.14126253	0.035906315	-0.035906315	-0.34624434	35_12182	"Cluster: Os07g0585600 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os07g0585600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D534	CHR2V7|COORD:9757068..9759817| GCN5-related N-acetyltransferase (GNAT) family protein / amino acid kinase family protein	AT2G22910.1	CHR07V5|COORD:23789693..23783263|protein N-acetyltransferase/ amino-acid N-acetyltransferase, putative, expressed	LOC_Os07g39690.1	no description	not assigned.unknown	35_2

CUST_112935_PI403524517	2	0.037535667	-0.08990002	-0.084139824	0.26473045	0.067442894	-0.037534714	35_32056	"Cluster: Putative pentatricopeptide (PPR) repeat-containing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative pentatricopeptide (PPR)"	UniRef90_Q6ZI32	CHR1V7|COORD:16816094..16817173| DNA binding / ligand-dependent nuclear receptor	AT1G44191.1	CHR02V5|COORD:20810233..20811993|protein selenium-binding protein-like, putative	LOC_Os02g34700.1	no descriptionnot assigned not assigned not assigned PRK07764 PRK12323 FAP TT_ORF1	not assigned.unknown	35_2

CUST_80053_PI403524517	2	-0.021806717	0.01799488	0.0021762848	-0.07551861	0.012120247	-0.0021762848	35_22956	Rep: Hypothetical protein - Homo sapiens (Human)	UniRef90_Q7Z572	"CHR1V7|COORD:10214846..10216408| CIPK18 (CIPK18); kinase"	AT1G29230.1	CHR12V5|COORD:6306997..6310707|protein transposon protein, putative, CACTA, En/Spm sub-class	LOC_Os12g11640.1	no description	not assigned.unknown	35_2

CUST_118524_PI403524517	2	-0.028720856	1.1471405	0.21928883	-0.19373655	0.02109909	-0.02109909	35_33556	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_135776_PI403524517	2	0.090950966	-0.24233007	-0.26146603	0.041454792	-0.041454792	0.10940075	35_38081	"Cluster: 60S acidic ribosomal protein P0; n=4; Oryza sativa|Rep: 60S acidic ribosomal protein P0 - Oryza sativa (Rice)"	UniRef90_P41095	CHR2V7|COORD:16715656..16717526| 60S acidic ribosomal protein P0 (RPP0A)	AT2G40010.1	CHR12V5|COORD:1603462..1600954|protein 60S acidic ribosomal protein P0, putative, expressed	LOC_Os12g03880.1	no descriptionweakly similar to ( 136)AT2G40010| Symbols:  | 60S acidic ribosomal protein P0 (RPP0A) | chr2:16715656-16717526 REVERSEweakly similar to ( 158)RLA0_ORYSAnot assigned rplP0	protein.synthesis.misc ribososomal protein	29_2_2

CUST_137321_PI403524517	2	-0.16470909	0.08228922	0.13842249	-0.045599937	-0.057373524	0.045599937	35_38510	"Cluster: Putative fatty acid elongase 3-ketoacyl-CoA synthase 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative fatty acid elongase 3-ketoacyl-CoA sy"	UniRef90_Q6K3E6	CHR1V7|COORD:2390967..2392403| beta-ketoacyl-CoA synthase family protein	AT1G07720.1	CHR02V5|COORD:34847918..34849943|protein acyltransferase, putative, expressed	LOC_Os02g56860.1	no descriptionvery weakly similar to (80.5)AT1G07720| Symbols:  | beta-ketoacyl-CoA synthase family protein | chr1:2390967-2392403 REVERSEFAE1_CUT1_RppA CHS_like	lipid metabolism.FA synthesis and FA elongation.beta ketoacyl CoA synthase	11_1_10

CUST_152266_PI403524517	2	-0.042707443	-0.13358498	0.0911665	0.006632805	0.17316818	-0.006632805	35_42560	"Cluster: Plastidic general dicarboxylate transporter; n=1; Zea mays|Rep: Plastidic general dicarboxylate transporter - Zea mays (Maize)"	UniRef90_Q768R4	"CHR5V7|COORD:25731721..25733868| DCT/DIT2.1 (DICARBOXYLATE TRANSPORT); oxoglutarate:malate antiporter"	AT5G64290.1	CHR09V5|COORD:17880818..17884640|protein 2-oxoglutarate/malate translocator, chloroplast precursor, putative, expressed	LOC_Os09g29430.1	" no descriptionmoderately similar to ( 283)AT5G64290| Symbols: DCT, DIT2.1 | DCT/DIT2.1 (DICARBOXYLATE TRANSPORT); oxoglutarate:malate antiporter | chr5:25731721-25733868 REVERSEweakly similar to ( 184)SOT1_SPIOL2-oxoglutarate/malate translocator, chloroplast precursor - Spinacia oleracea (Spinach)Na_sulph_symp CitT ArsB_NhaD_permease SLC13_permease "	transport.metabolite transporters at the mitochondrial membrane	34_9

CUST_22933_PI403524517	2	0.103479385	0.36146402	0.0021681786	-0.21552181	-0.0021681786	-0.43757534	35_6660	Rep: Formate dehydrogenase - Quercus robur (English oak)	UniRef90_Q7XHJ0	"CHR5V7|COORD:4777046..4779193| FDH (FORMATE DEHYDROGENASE); NAD binding / cofactor binding / oxidoreductase, acting on the CH-OH group of donors, NAD"	AT5G14780.1	CHR06V5|COORD:16675495..16682141|protein formate dehydrogenase 2, mitochondrial precursor, putative, expressed	LOC_Os06g29220.1	" no descriptionmoderately similar to ( 239)AT5G14780| Symbols: FDH | FDH (FORMATE DEHYDROGENASE); NAD binding / cofactor binding / oxidoreductase, acting on the CH-OH group of donors, NAD or NADP as acceptor | chr5:4777046-4779193 FORWARDmoderately similar to ( 246)FDH_SOLTUFormate dehydrogenase, mitochondrial precursor - Solanum tuberosum (Potato)not assigned not assigned not assigned not assigned PRK07574 LdhA 2-Hacid_dh SerA PRK06487 PRK11790 "	C1-metabolism	25

CUST_69887_PI403524517	2	0.0047683716	0.09697819	-0.048755646	-0.09259701	-0.0047683716	0.009549141	35_19997	Rep: OSIGBa0130K07.8 protein - Oryza sativa (Rice)	UniRef90_Q01LJ9	0	0	0	0	no description	not assigned.unknown	35_2

CUST_162679_PI403524517	2	0.3319497	-0.38247395	-0.21435547	0.091835976	0.32734632	-0.091835976	35_45375	"Cluster: Hypothetical protein OJ1320_D10.4; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1320_D10.4 - Oryza sativa (japonica cultivar"	UniRef90_Q5W770	CHR1V7|COORD:25812961..25813793| AGP19/ATAGP19 (ARABINOGALACTAN-PROTEIN 19)	AT1G68725.1	CHR05V5|COORD:16581684..16583357|protein expressed protein	LOC_Os05g28460.1	no description	not assigned.unknown	35_2

CUST_102727_PI403524517	2	0.17603397	0.78804016	0.71618557	-0.41959906	-0.17603397	-0.18981743	35_29299	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_175635_PI403524517	2	0.03160858	-0.21734428	-0.03160858	0.10080767	0.11999273	-0.078353405	35_48885	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_88053_PI403524517	2	0.25842285	0.0924778	-0.28394318	-0.23935556	0.07252598	-0.07252598	35_25209	"Cluster: Hypothetical protein; n=1; Anaeromyxobacter sp. Fw109-5|Rep: Hypothetical protein - Anaeromyxobacter sp. Fw109-5"	UniRef90_A1HY15	0	0	CHR07V5|COORD:25293903..25293079|protein conserved hypothetical protein	LOC_Os07g42270.1	no descriptionTymo_45kd_70kd	not assigned.unknown	35_2

CUST_30496_PI403524517	2	0.12469959	-0.082093716	-0.048782825	0.048782825	0.05908537	-0.18608522	35_8803	"Cluster: Hypothetical protein P0031D11.23; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0031D11.23 - Oryza sativa (japonica cultivar-g"	UniRef90_Q943M0	"CHR3V7|COORD:20529495..20531667| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G63270.1); similar to expressed protein [Oryza sativa (japonica"	AT3G55350.1	CHR01V5|COORD:36314405..36310668|protein transposon protein, putative, CACTA, En/Spm sub-class, expressed	LOC_Os01g62160.1	"no descriptionmoderately similar to ( 304)AT3G55350| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G63270.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABA95488.2); similar to Os11g0702700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001068533.1); contains InterPro domain Trp repressor/replication initiator; (InterPro:IPR010921) | chr3:20529495-20531667 FORWARDnot assigned"	not assigned.unknown	35_2

CUST_30516_PI399408534	2	0.15281868	0.18176651	-0.09149456	-0.19014263	-0.32127	0.091495514	35_26555	Rep: T8F5.22 protein - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_O80815	"CHR1V7|COORD:24310608..24317990| GTB1 (GLOBAL TRANSCRIPTION FACTOR GROUP B1); RNA binding / hydrolase, acting on ester bonds"	AT1G65440.1	CHR05V5|COORD:24218139..24226685|protein SH2 motif, putative, expressed	LOC_Os05g41510.1	" no descriptionmoderately similar to ( 213)AT1G65440| Symbols: GTB1 | GTB1 (GLOBAL TRANSCRIPTION FACTOR GROUP B1); RNA binding / hydrolase, acting on ester bonds | chr1:24310571-24317990 REVERSEnot assigned Tex "	RNA.regulation of transcription.Global transcription factor group	27_3_52

CUST_49145_PI403524517	2	-0.038780212	0.1256237	-0.0011444092	-0.017385483	0.0011444092	0.017477036	35_14026	"Cluster: PREDICTED: similar to H3 histone, family 2 isoform 2; n=4; Eutheria|Rep: PREDICTED: similar to H3 histone, family 2 isoform 2 - Canis"	UniRef90_UPI00004A5DE9	CHR5V7|COORD:3472592..3473350| histone H3	AT5G10980.1	CHR06V5|COORD:1645327..1644415|protein histone H3, putative, expressed	LOC_Os06g04030.1	no descriptionmoderately similar to ( 249)AT5G10980| Symbols:  | histone H3 | chr5:3472592-3473350 REVERSEmoderately similar to ( 247)H33_VITVIHistone H3.3 - Vitis vinifera (Grape)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned H3 HHT1 Histone PRK07003 PRK12323 PRK07764 APC_basic HPC2 Totivirus_coat DUF566 Atrophin-1 Tymo_45kd_70kd	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_1968_PI404877155	2	-0.29959202	-0.4037218	0.18590927	-0.026872635	0.13633251	0.026872635	Contig12208_at	0	Q8LL05	starch synthase, putative	At1g32900.1	protein glycogen/starch synthases, ADP-glucose type	Os07g22930	granule bound starch synthase Ib precursor	major CHO metabolism.synthesis.starch.starch synthase	2_1_2_02

CUST_169369_PI403524517	2	0.25743484	0.017428875	-0.4122343	0.0026516914	-0.0026521683	-0.47713804	35_47174	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_150387_PI403524517	2	-0.14382315	-0.10182762	0.1018281	0.2644348	-0.2595663	0.17431259	35_42070	"Cluster: Methionine aminopeptidase 2, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Methionine aminopeptidase 2, putative, expressed - O"	UniRef90_Q2QLT5	"CHR3V7|COORD:22166898..22169528| MAP2B (METHIONINE AMINOPEPTIDASE 2B); methionyl aminopeptidase"	AT3G59990.2	CHR12V5|COORD:26872676..26876489|protein methionine aminopeptidase 2B, putative, expressed	LOC_Os12g43370.2	"no descriptionweakly similar to ( 144)AT3G59990| Symbols: MAP2B | MAP2B (METHIONINE AMINOPEPTIDASE 2B); methionyl aminopeptidase | chr3:22166898-22169528 REVERSEnot assigned MetAP2"	protein.degradation.metalloprotease	29_5_7

CUST_70470_PI403524517	2	-0.011539459	0.48968887	0.011538982	0.19358349	-0.12442398	-0.20193529	35_20187	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_93_PI404877155	2	0.07894611	-0.72396374	-0.07894611	0.15535545	0.08645058	-0.12007332	baak1k18_s_at	EST C74302(E30840) corresponds to a region of the predicted gene.~similar to glyceraldehyde-3-phosphate dehydrogenase. (M64118) [Oryza sativ	BAA85402.1	glyceraldehyde-3- phosphate dehydrogenase B, chloroplast (GAPB) / NADP-dependent glyceraldehydephosphate dehyd	At1g42970.1	protein glyceraldehyde-3-phosphate dehydrogenase, type I, putative	Os03g03720	glyceraldehyde-3-phosphate dehydrogenase	PS.calvin cyle.GAP	1_03_04

CUST_24481_PI403524517	2	0.7558608	0.5507264	-0.09889746	-0.25274086	-0.45494556	0.09889746	35_7106	"Cluster: Os06g0608100 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os06g0608100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DB22	CHR2V7|COORD:1449411..1455015| similar to hypothetical protein [Trifolium pratense] (GB:BAE71230.1)	AT2G04235.1	CHR06V5|COORD:24205078..24197172|protein expressed protein	LOC_Os06g40590.1	no descriptionvery weakly similar to (50.4)AT2G04235| Symbols:  | similar to hypothetical protein [Trifolium pratense] (GB:BAE71230.1) | chr2:1449411-1455015 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned PRK12323 TT_ORF1	not assigned.unknown	35_2

CUST_115762_PI403524517	2	0.09365463	-0.05325699	-0.17340279	-0.022685051	0.022685051	0.10675335	35_32828	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_33059_PI403524517	2	0.32537174	-0.367033	-0.11727142	-0.025025368	0.025026321	0.3113842	35_9533	"Cluster: OSJNBa0072F16.14 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0072F16.14 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XUV2	CHR3V7|COORD:1579673..1582553| formin homology 2 domain-containing protein / FH2 domain-containing protein	AT3G05470.1	CHR04V5|COORD:22862336..22859215|protein actin binding protein, putative, expressed	LOC_Os04g38810.1	no descriptionvery weakly similar to (94.7)AT3G05470| Symbols:  | formin homology 2 domain-containing protein / FH2 domain-containing protein | chr3:1579673-1582553 REVERSEnot assigned FH2 FH2	not assigned.no ontology.formin homology 2 domain-containing protein	35_1_20

CUST_70645_PI403524517	2	0.039155006	0.21572399	-0.09111595	-0.039154053	-0.14068985	0.058429718	35_20240	"Cluster: Putative Helicase SKI2W; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative Helicase SKI2W - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ETH4	CHR3V7|COORD:17301989..17309052| ATP-dependent helicase	AT3G46960.1	CHR02V5|COORD:3249730..3237584|protein ATP binding protein, putative, expressed	LOC_Os02g06500.1	no descriptionmoderately similar to ( 391)AT3G46960| Symbols:  | ATP-dependent helicase | chr3:17301989-17309052 REVERSEnot assigned not assigned DSHCT COG4581	DNA.unspecified	28_99

CUST_77286_PI403524517	2	0.11685085	0.0392313	0.0048561096	-0.088602066	-0.0048561096	-0.08228397	35_22151	"Cluster: Protein kinase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Protein kinase-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q67WD3	"CHR4|COORD:15570050..15573329| similar to protein kinase family protein / ankyrin repeat family protein [Arabidopsis thaliana] (TAIR:At5g13530.1); similar to"	AT4G32250.3	CHR06V5|COORD:26002184..26006063|protein protein kinase domain containing protein, expressed	LOC_Os06g43270.1	no descriptionweakly similar to ( 136)AT4G32250| Symbols:  | kinase | chr4:15570291-15572534 REVERSE	protein.postranslational modification	29_4

CUST_155041_PI403524517	2	0.68374014	-0.082770824	0.09319973	0.08277035	-0.14410877	-0.08304167	35_43311	"Cluster: Ubiquitin-activating enzyme E1 3, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Ubiquitin-activating enzyme E1 3, putative, exp"	UniRef90_Q10MU6	"CHR5V7|COORD:1970240..1974383| ATUBA2 (Arabidopsis thaliana ubiquitin activating enzyme 2); ubiquitin activating enzyme"	AT5G06460.1	CHR03V5|COORD:10284440..10278002|protein ubiquitin-activating enzyme E1 3, putative, expressed	LOC_Os03g18380.3	"no descriptionweakly similar to ( 134)AT5G06460| Symbols: ATUBA2 | ATUBA2 (Arabidopsis thaliana ubiquitin activating enzyme 2); ubiquitin activating enzyme | chr5:1970240-1974383 FORWARDweakly similar to ( 138)UBE13_WHEATUbiquitin-activating enzyme E1 3 - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned Ube1_repeat2 ThiF ThiF ThiF_MoeB_HesA_family E1-2_like E1_enzyme_family Uba2_SUMO PRK05690 Uba3_RUB Aos1_SUMO PRK05600 PRK12475 Ube1_repeat1 PRK08762 PRK07688 YgdL_like PRK05597 COG1179 PRK08644 PRK07878 E1-1_like"	protein.degradation.ubiquitin.E1	29_5_11_2

CUST_27139_PI399408534	2	-0.088364124	0.24448013	0.011688232	0.4273405	-0.011688232	-0.09112835	35_38663	"Cluster: Ethylene-responsive small GTP-binding protein; n=3; Magnoliophyta|Rep: Ethylene-responsive small GTP-binding protein - Oryza sativa (japonica cultivar-"	UniRef90_Q6PV57	CHR5V7|COORD:24124676..24126275| Ras-related GTP-binding family protein	AT5G59840.1	CHR07V5|COORD:7745085..7741267|protein ras-related protein ARA-3, putative, expressed	LOC_Os07g13530.1	no descriptionmoderately similar to ( 258)AT5G59840| Symbols:  | Ras-related GTP-binding family protein | chr5:24124676-24126275 REVERSEmoderately similar to ( 253)RB1BV_BETVURas-related protein RAB1BV - Beta vulgaris (Sugar beet)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Rab8_Rab10_Rab13_like RAB Ras Rab1_Ypt1 Rab Rab26 Rab3 Rab11_like Rab4 Rab5_related Rab2 Rab35 Rab18 RabA_like Rab27A Rab21 Rab19 Rab39 Rab6 Rab15 Rab30 Rab14 Rab7 Rab12 Ras_like_GTPase Ras RAS Rab33B_Rab33A Rab40 RalA_RalB Rab32_Rab38 Rap_like Rab24 H_N_K_Ras_like Ras2 RJL M_R_Ras_like Rab23_lke Rap1 COG1100 Rho Rab9 RheB RabL4 Rab36_Rab34 RERG_RasL11_like Rap2 Rab28 RHO RSR1 Ran Rit_Rin_Ric RabL2 RAN ARHI_like Rho4_like Wrch_1 Rab20 RhoA_like RGK Rop_like Rac1_like Spg1 Ras_dva Rho2 Tc10 Arf_Arl Rho3 RhoBTB Rhes_like Miro1 RhoG Arfrp1 Miro Arl10_like	signalling.G-proteins	30_5

CUST_123529_PI403524517	2	0.1772008	0.5302129	-0.02327919	-0.09941101	-0.1962533	0.023278713	35_34834	Rep: H0525C06.8 protein - Oryza sativa (Rice)	UniRef90_Q01K76	"CHR5V7|COORD:5450811..5454259| PDE120 (PIGMENT DEFECTIVE EMBRYO); heme binding"	AT5G16620.1	CHR04V5|COORD:21705606..21699617|protein translocon Tic40, putative, expressed	LOC_Os04g35900.1	" no descriptionvery weakly similar to (50.4)AT5G16620| Symbols: TIC40, ATTIC40, PDE120 | PDE120 (PIGMENT DEFECTIVE EMBRYO); heme binding | chr5:5450811-5454259 FORWARD"	protein.targeting.chloroplast	29_3_3

CUST_56513_PI403524517	2	-0.015163422	0.37019825	0.009050369	-0.009050369	-0.17342758	0.09248543	35_16088	"Cluster: Hypothetical protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q84PA5	CHR3V7|COORD:21002516..21004425| nucleic acid binding	AT3G56680.1	CHR05V5|COORD:20043959..20047381|protein nucleic acid binding protein, putative, expressed	LOC_Os05g34070.1	no descriptionmoderately similar to ( 213)AT3G56680| Symbols:  | nucleic acid binding | chr3:21002516-21004425 FORWARDnot assigned encore_like_R3H	not assigned.unknown	35_2

CUST_32373_PI399408534	2	0.25565243	0.69797564	0.07496548	-0.29080772	-0.49013376	-0.074965	35_21618	Rep: DNA methyltransferase DMT106 - Zea mays (Maize)	UniRef90_Q8LK10	CHR3|COORD:5909007..5913248| methyltransferase family protein, similar to cytosine methyltransferase (GI:7658293) (Arabidopsis thaliana)	AT3G17310.1	CHR05V5|COORD:1943620..1952896|protein DNA methyltransferase DMT106, putative, expressed	LOC_Os05g04330.2	no descriptionvery weakly similar to (60.1)AT3G17310| Symbols:  | methyltransferase family protein | chr3:5909300-5912844 REVERSE	RNA.regulation of transcription.DNA methyltransferases	27_3_46

CUST_72149_PI403524517	2	-0.066474915	-0.422966	0.03752327	0.010965347	0.11235142	-0.010965347	35_20682	"Cluster: Hypothetical protein OSJNBa0009L15.2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0009L15.2 - Oryza sativa (japonica cu"	UniRef90_Q6L483	"CHR4V7|COORD:9094436..9096159| similar to Os05g0358400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001055302.1); similar to hypothetical protein"	AT4G16060.1	CHR05V5|COORD:16933659..16937323|protein expressed protein	LOC_Os05g29020.1	"no descriptionweakly similar to ( 196)AT4G16060| Symbols:  | similar to Os05g0358400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001055302.1); similar to hypothetical protein MED92_03118 [Oceanospirillum sp. MED92] (GB:ZP_01165985.1) | chr4:9094436-9096159 FORWARD"	not assigned.unknown	35_2

CUST_78382_PI403524517	2	-0.27183437	-1.1920767	0.55733824	0.02215147	0.654284	-0.02215147	35_22472	"Cluster: Hypothetical protein P0684C02.12; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0684C02.12 - Oryza sativa (japonica cultivar-g"	UniRef90_Q8S1K8	"CHR5V7|COORD:22215082..22218875| Fh5 (FORMIN HOMOLOGY5); actin binding"	AT5G54650.2	CHR01V5|COORD:33952891..33952118|protein expressed protein	LOC_Os01g58140.1	no descriptionPRK12323 PRK07764	not assigned.unknown	35_2

CUST_70004_PI403524517	2	-0.022999287	-0.20367336	0.0981431	0.022999287	-0.33964682	0.03454733	35_20032	"Cluster: Actin bundling protein ABP135; n=3; Lilium longiflorum|Rep: Actin bundling protein ABP135 - Lilium longiflorum (Trumpet lily)"	UniRef90_Q9SQH4	"CHR2V7|COORD:17418040..17423956| VLN2 (VILLIN 2); actin binding"	AT2G41740.1	CHR03V5|COORD:13755895..13767519|protein villin-3, putative, expressed	LOC_Os03g24220.2	"no descriptionhighly similar to ( 544)AT2G41740| Symbols: VLN2 | VLN2 (VILLIN 2); actin binding | chr2:17418040-17423956 REVERSEnot assigned not assigned not assigned GEL Gelsolin"	cell.organisation	31_1

CUST_177483_PI403524517	2	-0.0889554	-0.48247814	0.3331914	0.10639238	0.019036293	-0.01903677	35_49370	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_1986_PI404877155	2	0.116086006	-0.08577347	-0.022415161	-0.08049965	0.022414207	0.02495861	Contig12233_at	zinc finger (GATA type) family protein [Arabidopsis thaliana] pir||T47864 GATA transcription factor 4 - Arabidopsis thaliana emb|CAA74002.1|	NP_191612.1	zinc finger (GATA type) family protein	At3g60530.1	protein Similar to NTL1 protein - curled-leaved tobacco	Os12g42970	zinc finger (GATA type) family protein, identical to cDNA for GATA transcription factor 4 GI:2959735	RNA.regulation of transcription.C2C2(Zn) GATA transcription factor family	27_3_09

CUST_34675_PI399408534	2	-0.032436848	0.2972765	-0.0377717	0.11234999	0.032436848	-0.28428078	35_19264	Rep: Kinase-like protein - Oryza sativa (Rice)	UniRef90_Q9AV92	"CHR3V7|COORD:10069648..10073640| GTE8 (GLOBAL TRANSCRIPTION FACTOR GROUP E8); DNA binding"	AT3G27260.1	CHR02V5|COORD:23548513..23543306|protein global transcription factor group E, putative, expressed	LOC_Os02g38980.2	"no descriptionmoderately similar to ( 249)AT3G27260| Symbols: GTE8 | GTE8 (GLOBAL TRANSCRIPTION FACTOR GROUP E8); DNA binding | chr3:10069648-10073640 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned BROMO Bromodomain COG5076"	RNA.regulation of transcription.Global transcription factor group	27_3_52

CUST_52586_PI403524517	2	0.4190216	-0.13079548	0.16138077	0.078911304	-0.07891178	-0.23245049	35_14979	"Cluster: Putative heat shock protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative heat shock protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q9AQZ5	CHR1V7|COORD:30068817..30071960| HSP91 (Heat shock protein 91)	AT1G79930.2	CHR01V5|COORD:4250640..4256428|protein heat shock 70 kDa protein 4, putative, expressed	LOC_Os01g08560.2	no descriptionweakly similar to ( 192)AT1G79930| Symbols: HSP91 | HSP91 (Heat shock protein 91) | chr1:30068817-30071960 REVERSEvery weakly similar to (92.0)HSP7C_PETHYHeat shock cognate 70 kDa protein - Petunia hybrida (Petunia)not assigned not assigned not assigned not assigned not assigned HSP70 dnaK DnaK dnaK hscA	stress.abiotic.heat	20_2_1

CUST_24076_PI399408534	2	0.30609035	0.4655161	0.051430702	-0.07456303	-0.28166485	-0.051430225	35_31708	"Cluster: Ser-thr protein kinase, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Ser-thr protein kinase, putative, expressed - Oryza sativ"	UniRef90_Q10MU7	"CHR4V7|COORD:10260492..10263588| MRH1 (morphogenesis of root hair 1); ATP binding / protein serine/threonine kinase"	AT4G18640.1	CHR03V5|COORD:10274701..10271322|protein ATP binding protein, putative, expressed	LOC_Os03g18370.1	"no descriptionvery weakly similar to (84.3)AT4G18640| Symbols: MRH1 | MRH1 (morphogenesis of root hair 1); ATP binding / protein serine/threonine kinase | chr4:10260492-10263588 FORWARD"	protein.postranslational modification.kinase.receptor like cytoplasmatic kinase I	29_4_1_51

CUST_32499_PI403524517	2	0.5258503	-0.1572771	0.16236258	-0.6375427	0.13129234	-0.13129282	35_9370	"Cluster: Senescence-induced receptor-like serine/threonine kinase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Senescence-induced receptor-like"	UniRef90_Q5ZDH7	CHR1V7|COORD:8992170..8995417| leucine-rich repeat protein-related	AT1G25570.1	CHR01V5|COORD:2127600..2134112|protein protein binding protein, putative, expressed	LOC_Os01g04720.2	no descriptionweakly similar to ( 150)AT1G25570| Symbols:  | leucine-rich repeat protein-related | chr1:8992170-8995417 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TT_ORF1 PRK07764 PRK07003 PRK12323 Herpes_BLLF1 Drf_FH1 Extensin_2 DUF1421 Atrophin-1 HPC2 IER GRASP55_65 AF-4 Protamine_P1 PRK10905 PRK05648 Tymo_45kd_70kd TonB DUF566 DUF1777 DamX DUF605 Pneumo_att_G PRK12678 APC_basic PRK10819 Totivirus_coat PRK08853 Herpes_UL32 PRK10856	not assigned.no ontology	35_1

CUST_29196_PI403524517	2	0.034477234	0.14932728	-0.03447628	-0.10624504	0.040322304	-0.25968742	35_8437	Rep: OSIGBa0127A14.6 protein - Oryza sativa (Rice)	UniRef90_Q01JM1	CHR4V7|COORD:16137312..16137926| zinc finger (C3HC4-type RING finger) family protein	AT4G33565.1	CHR04V5|COORD:28569378..28572102|protein RING-H2 finger protein ATL2M, putative, expressed	LOC_Os04g48310.1	"no descriptionvery weakly similar to (84.3)AT3G16720| Symbols: ATL2 | ATL2 (Arabidopsis T?xicos en Levadura 2); protein binding / zinc ion binding | chr3:5692886-5693800 FORWARDvery weakly similar to (72.0)EL5_ORYSAnot assigned not assigned RING HRD1 zf-C3HC4 COG5540 RING"	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_10978_PI404877155	2	-0.05339098	0.76227665	-0.2894249	0.05638218	0.053390503	-0.13117075	Contig4710_at	putative MAP kinase [Hordeum vulgare subsp. vulgare]	CAD42638.1	0	0	0	0	NONE	signalling.MAP kinases	30_6

CUST_23870_PI403524517	2	-0.022779465	0.17508984	0.0062656403	-0.100792885	0.046486855	-0.0062656403	35_6937	"Cluster: Putative RNA recognition motif (RRM)-containing protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative RNA recognition motif (RRM)-containi"	UniRef90_Q6ZCC0	CHR4V7|COORD:12581775..12587303| RNA recognition motif (RRM)-containing protein	AT4G24270.2	CHR08V5|COORD:707503..698210|protein squamous cell carcinoma antigen recognized by T-cells 3, putative, expressed	LOC_Os08g02130.2	no descriptionweakly similar to ( 146)AT4G24270| Symbols:  | RNA recognition motif (RRM)-containing protein | chr4:12581775-12587303 REVERSEnot assigned not assigned RRM RRM_1 COG0724	RNA.RNA binding	27_4

CUST_51139_PI403524517	2	0.2376833	-0.23267221	0.06678629	0.19340086	-0.06678581	-0.8383446	35_14578	Rep: Putative 60S ribosomal protein L31 - Zea mays (Maize)	UniRef90_Q5XLD9	0	0	CHR02V5|COORD:29791376..29789570|protein 60S ribosomal protein L31, putative, expressed	LOC_Os02g48660.1	no description	protein.synthesis.misc ribososomal protein	29_2_2

CUST_70926_PI403524517	2	-0.037237167	0.27862644	0.037237167	-0.22385788	-0.20769024	0.11166477	35_20321	"Cluster: Os02g0235000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os02g0235000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E2J0	"CHR1V7|COORD:22268462..22269347| ARPC3 (actin-related protein C3); structural molecule"	AT1G60430.1	CHR02V5|COORD:7643702..7646134|protein actin-related protein 2/3 complex subunit 3, putative, expressed	LOC_Os02g14000.2	no descriptionweakly similar to ( 147)AT1G60430| Symbols: ARPC3 | ARPC3 (actin-related protein C3) | chr1:22268462-22269347 REVERSEnot assigned P21-Arc	cell.organisation	31_1

CUST_140539_PI403524517	2	-0.0017309189	-0.16214275	0.23907137	0.001730442	0.2779522	-0.15127993	35_39405	"Cluster: Putative conserved oligomeric Golgi complex component; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative conserved oligomeric Golgi complex com"	UniRef90_Q84LH7	"CHR4V7|COORD:12796535..12800936| similar to Os03g0849600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001051898.1); similar to Low density lipoprotein"	AT4G24840.1	CHR03V5|COORD:35680540..35674998|protein brefeldin A-sensitive Golgi protein-like, putative, expressed	LOC_Os03g63250.2	" no descriptionmoderately similar to ( 242)AT4G24840| Symbols:  | similar to Os03g0849600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001051898.1); similar to Low density lipoprotein receptor (ISS) [Ostreococcus tauri] (GB:CAL52868.1); contains InterPro domain COG complex component, COG2; (InterPro:IPR009316) | chr4:12796535-12800936 REVERSEnot assigned COG2 "	not assigned.unknown	35_2

CUST_118234_PI403524517	2	-0.010753632	0.35059166	-0.02330017	0.010752678	-0.11126995	0.053702354	35_33482	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_28134_PI403524517	2	-0.004717827	0.020153046	-0.18390656	0.01436615	0.004716873	-0.024353981	35_8133	"Cluster: Os09g0498700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0498700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J0R4	0	0	CHR09V5|COORD:19286443..19289485|protein expressed protein	LOC_Os09g32310.1	no description	not assigned.unknown	35_2

CUST_167959_PI403524517	2	0.5200367	0.08152866	0.7587371	-0.5174551	-0.08152866	-0.11491299	35_46778	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XDY7		0	CHR10V5|COORD:15782714..15780594|protein expressed protein	LOC_Os10g30890.1	no description	not assigned.unknown	35_2

CUST_19721_PI399408534	2	-0.03013897	0.12510872	0.03013897	-0.09911728	0.06560707	-0.27579403	35_26947	"Cluster: Putative polymyositis/scleroderma autoantigen 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative polymyositis/scleroderma autoantigen 1 - Ory"	UniRef90_Q69T30	"CHR3|COORD:22364917..22367560| 3' exoribonuclease family protein, similar to SP:Q06265 Exosome complex exonuclease RRP45 (Homo sapiens); contains Pfam profiles"	AT3G60500.2	CHR02V5|COORD:20725780..20722404|protein exosome complex exonuclease RRP45, expressed	LOC_Os02g34570.2	 no descriptionmoderately similar to ( 226)AT3G60500| Symbols: G3, CER7 | 3' exoribonuclease family protein | chr3:22365220-22367415 FORWARDnot assigned not assigned not assigned PRK04282 COG2123 RNase_PH 	RNA.processing.ribonucleases	27_1_19

CUST_22611_PI403524517	2	0.15146351	-0.27337265	-0.026977539	0.012214661	-0.012214661	0.073293686	35_6566	"Cluster: Putative AT hook-containing MAR binding protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative AT hook-containing MAR binding protein - Ory"	UniRef90_Q84R00	0	0	CHR03V5|COORD:15734868..15730731|protein heat shock protein binding protein, putative, expressed	LOC_Os03g27460.3	no description	not assigned.unknown	35_2

CUST_117298_PI403524517	2	0.03741169	-0.14533997	0.0072259903	-0.0130729675	-0.0072250366	0.100019455	35_33241	"Cluster: Os01g0921200 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0921200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JGI9	CHR1V7|COORD:8626426..8630924| alpha-glucosidase, putative	AT1G24320.1	CHR01V5|COORD:40547968..40556113|protein mannosyl-oligosaccharide glucosidase, putative, expressed	LOC_Os01g69210.1	 no descriptionvery weakly similar to (80.5)AT1G24320| Symbols:  | alpha-glucosidase, putative | chr1:8626426-8630924 REVERSEnot assigned Glyco_hydro_63 	misc.gluco-, galacto- and mannosidases	26_3

CUST_6953_PI399408534	2	-0.24674702	0.58333635	-0.11012411	0.077679634	0.11811161	-0.07767916	35_39845	"Cluster: Putative receptor protein kinase PERK; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative receptor protein kinase PERK - Oryza sativa (japonica"	UniRef90_Q6H6V1	CHR1V7|COORD:5697839..5699485| protein kinase family protein	AT1G16670.1	CHR02V5|COORD:3504419..3508754|protein serine/threonine-protein kinase receptor precursor, putative, expressed	LOC_Os02g06930.2	no descriptionvery weakly similar to (65.1)AT1G16670| Symbols:  | protein kinase family protein | chr1:5697839-5699485 FORWARDnot assigned	signalling.receptor kinases.leucine rich repeat VIII-2	30_2_8_2

CUST_59657_PI403524517	2	0.038981438	-0.44490433	-0.016545296	0.010483742	-0.010483742	0.03481388	35_17009	"Cluster: Putative activator of 90 kDa heat shock protein ATPase homolog 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative activator of 90 kDa heat"	UniRef90_Q6YUA7	CHR3V7|COORD:3839295..3841309| Aha1 domain-containing protein	AT3G12050.1	CHR08V5|COORD:22648424..22644259|protein activator of 90 kDa heat shock protein ATPase homolog 1, putative, expressed	LOC_Os08g36150.1	no descriptionmoderately similar to ( 426)AT3G12050| Symbols:  | Aha1 domain-containing protein | chr3:3839295-3841309 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned Aha1_N COG5580 DUF566 Atrophin-1 APC_basic	not assigned.no ontology	35_1

CUST_93971_PI403524517	2	0.08854866	0.13765335	0.05528307	-0.2139597	-0.055282593	-0.13411236	35_26868	"Cluster: Putative GTPase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative GTPase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q656A4	CHR3V7|COORD:21174642..21176985| GTP binding	AT3G57180.1	CHR06V5|COORD:17549122..17552473|protein IMP dehydrogenase/GMP reductase, putative, expressed	LOC_Os06g30380.1	no descriptionmoderately similar to ( 270)AT3G57180| Symbols:  | GTP binding | chr3:21174642-21176985 REVERSEvery weakly similar to (52.0)NOS_ORYSAnot assigned not assigned not assigned YqeH COG1161 YlqF_related_GTPase	not assigned.unknown	35_2

CUST_92119_PI403524517	2	0.13048315	-0.15771532	0.06628513	-0.06628513	0.09607363	-0.2815404	35_26342	"Cluster: Putative pentatricopeptide (PPR) repeat-containing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative pentatricopeptide (PPR)"	UniRef90_Q6Z996	CHR2V7|COORD:15674302..15675804| pentatricopeptide (PPR) repeat-containing protein	AT2G37320.1	CHR08V5|COORD:8383043..8387242|protein tetratricopeptide-like helical, putative, expressed	LOC_Os08g13990.1	no descriptionmoderately similar to ( 202)AT2G37320| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr2:15674302-15675804 FORWARDvery weakly similar to (55.5)RF1_ORYSA	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_45542_PI403524517	2	0.07927275	-0.08288622	0.16803217	-0.07927275	0.18505669	-0.12074947	35_13056	"Cluster: NLI interacting factor-like phosphatase family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: NLI interacting factor-like"	UniRef90_Q2R3H8	0	0	CHR11V5|COORD:18245778..18239229|protein CPL3, putative, expressed	LOC_Os11g31890.1	no description	not assigned.unknown	35_2

CUST_3116_PI399408534	2	0.039494038	0.021066666	-0.021066666	-0.04058075	0.15390396	-0.060704708	35_44909	"Cluster: Putative DEAH (Asp-Glu-Ala-His) box polypeptide 35; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative DEAH (Asp-Glu-Ala-His) box polypeptide 35"	UniRef90_Q5QNI3	CHR4V7|COORD:10197067..10201622| RNA helicase, putative	AT4G18465.1	CHR01V5|COORD:6109603..6122311|protein ATP-dependent RNA helicase DHX35, putative, expressed	LOC_Os01g11370.1	 no descriptionmoderately similar to ( 202)AT4G18465| Symbols:  | RNA helicase, putative | chr4:10197067-10201622 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned HrpA PRK11131 PRK11664 HA2 	RNA.processing.RNA helicase	27_1_2

CUST_65229_PI403524517	2	0.119421005	-0.10042572	-0.12784767	0.021633148	-0.021634102	0.098306656	35_18624	"Cluster: Hydroxyproline-rich glycoprotein-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hydroxyproline-rich glycoprotein-like - Oryza sativa (japonica"	UniRef90_Q6K6Z8	CHR5V7|COORD:21300319..21302271| hydroxyproline-rich glycoprotein family protein	AT5G52430.1	CHR02V5|COORD:35274664..35278609|protein expressed protein	LOC_Os02g57610.1	no descriptionmoderately similar to ( 211)AT4G25620| Symbols:  | hydroxyproline-rich glycoprotein family protein | chr4:13067456-13069305 REVERSEnot assigned not assigned not assigned	not assigned.no ontology.hydroxyproline rich proteins	35_1_41

CUST_108225_PI403524517	2	0.0106630325	0.20910835	-0.010662556	-0.029634953	0.25772	-0.20513344	35_30786	"Cluster: Hypothetical protein OSJNBa0005L24.10; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0005L24.10 - Oryza sativa (japonica"	UniRef90_Q6Z592	CHR1V7|COORD:16816094..16817173| DNA binding / ligand-dependent nuclear receptor	AT1G44191.1	CHR08V5|COORD:9502205..9500876|protein expressed protein	LOC_Os08g15650.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TT_ORF1 PRK12323 DUF566 Atrophin-1 PRK07003	not assigned.unknown	35_2

CUST_103836_PI403524517	2	0.09994888	0.5387926	0.09838867	-0.65268326	-0.34933662	-0.09838867	35_29602	"Cluster: Os01g0703600 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os01g0703600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JK13	CHR1V7|COORD:22372954..22375550| clathrin adaptor complexes medium subunit family protein	AT1G60780.1	CHR01V5|COORD:29493266..29497258|protein AP-1 complex subunit mu-1, putative, expressed	LOC_Os01g50770.2	no descriptionweakly similar to ( 116)AT1G60780| Symbols:  | clathrin adaptor complexes medium subunit family protein | chr1:22372954-22375550 REVERSEnot assigned	protein.targeting.secretory pathway.unspecified	29_3_4_99

CUST_12077_PI399408534	2	0.4113655	0.2192111	-0.2570963	0.10651398	-0.21323013	-0.106514454	35_16134	Rep: TAK33 - Triticum aestivum (Wheat)	UniRef90_Q9ATQ4	CHR1V7|COORD:24974186..24976732| serine/threonine protein kinase family protein	AT1G66930.1	CHR01V5|COORD:766483..763971|protein TAK14, putative, expressed	LOC_Os01g02390.1	no descriptionweakly similar to ( 172)AT1G66930| Symbols:  | serine/threonine protein kinase family protein | chr1:24974186-24976732 FORWARDvery weakly similar to (88.6)RPK1_IPONIReceptor-like protein kinase precursor - Ipomoea nil (Japanese morning glory) (Pharbitis nil)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pkinase S_TKc S_TKc TyrKc Pkinase_Tyr PTKc SPS1 PTKc_EphR PTKc_Srm_Brk PTKc_Tec_like PTKc_Src_like PTKc_Hck PTKc_Itk PTKc_Src PTKc_InsR_like PTKc_Jak_rpt2 PTKc_Syk_like PTKc_Yes PTKc_Abl PTKc_Chk PTKc_Fyn_Yrk PTKc_Lyn PTKc_Lck_Blk PTKc_Btk_Bmx PTKc_Csk_like PTKc_EphR_B PTKc_EGFR_like PTKc_Frk_like PTKc_VEGFR PTKc_EphR_A PTKc_VEGFR3 PTKc_CSF-1R PTKc_Jak2_Jak3_rpt2 PTK_HER3 PTKc_EphR_A2 PTKc_PDGFR PTKc_VEGFR2 PTKc_Tec_Rlk PTKc_FGFR PTKc_RET PTKc_Tie1 PTKc_EphR_A10 PTKc_Met_Ron PTKc_Kit	signalling.receptor kinases.DUF 26	30_2_17

CUST_182382_PI403524517	2	-0.15355206	0.5044775	0.062455654	-0.10511446	-0.062455177	0.17095852	35_50701	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_2389_PI403524517	2	0.0015954971	-0.28877068	-0.029958725	0.013323784	0.014732361	-0.0015954971	35_651	"Cluster: OSIGBa0140J09.10 protein; n=3; Oryza sativa|Rep: OSIGBa0140J09.10 protein - Oryza sativa (Rice)"	UniRef90_Q01I11	CHR2V7|COORD:8821004..8822152| 60S ribosomal protein L14 (RPL14A)	AT2G20450.1	CHR04V5|COORD:25534294..25532037|protein 60 ribosomal protein L14, putative, expressed	LOC_Os04g43540.1	no descriptionweakly similar to ( 182)AT2G20450| Symbols:  | 60S ribosomal protein L14 (RPL14A) | chr2:8821004-8822152 FORWARDweakly similar to ( 175)RL14_PEAProbable 60S ribosomal protein L14 - Pisum sativum (Garden pea)not assigned Ribosomal_L14e RPL14A PRK04333	protein.synthesis.misc ribososomal protein	29_2_2

CUST_55391_PI403524517	2	-0.0071611404	-0.091098785	-0.04401779	0.018565178	0.010438919	0.007160187	35_15767	"Cluster: Farnesyl pyrophosphate synthetase (FPP synthetase) (FPS) (Farnesyl diphosphate synthetase) [Includes: Dimethylallyltranstransferase (EC 2.5.1.1);"	UniRef90_P49353	"CHR5V7|COORD:19362523..19364641| FPS1 (FARNESYL DIPHOSPHATE SYNTHASE 1); dimethylallyltranstransferase/ geranyltranstransferase"	AT5G47770.1	CHR05V5|COORD:26886634..26883164|protein farnesyl pyrophosphate synthetase, putative, expressed	LOC_Os05g46580.1	"no descriptionhighly similar to ( 513)AT5G47770| Symbols: FPS1 | FPS1 (FARNESYL DIPHOSPHATE SYNTHASE 1); dimethylallyltranstransferase/ geranyltranstransferase | chr5:19362523-19364641 FORWARDhighly similar to ( 624)FPPS_MAIZEFarnesyl pyrophosphate synthetase - Zea mays (Maize)not assigned polyprenyl_synt Trans_IPPS_HT IspA Trans_IPPS Isoprenoid_Biosyn_C1 PRK10888"	secondary metabolism.isoprenoids.mevalonate pathway.farnesyl pyrophosphate synthetase	16_1_2_9

CUST_15399_PI404877155	2	-0.05296898	0.110331535	0.058805466	-0.040971756	-0.017974854	0.0179739	Contig9253_at	blz-1 protein - barley emb|CAA56374.1| blz-1 protein [Hordeum vulgare subsp. vulgare]	T04477	bZIP transcription factor family protein	At5g28770.2	protein bZIP protein	Os03g58250	NONE	RNA.regulation of transcription.bZIP transcription factor family	27_3_35

CUST_28321_PI403524517	2	0.01986885	0.6798277	-0.14179039	-0.019867897	-0.070201874	0.17049217	35_8186	"Cluster: Os01g0716800 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0716800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JJU2	CHR1V7|COORD:26977458..26980436| inositol polyphosphate 5-phosphatase, putative	AT1G71710.1	CHR01V5|COORD:30156969..30163085|protein inositol-1,4,5-trisphosphate 5-Phosphatase, putative, expressed	LOC_Os01g51890.1	 no descriptionmoderately similar to ( 202)AT1G71710| Symbols:  | inositol polyphosphate 5-phosphatase, putative | chr1:26977458-26980436 REVERSEnot assigned IPPc COG5411 Exo_endo_phos 	DNA.synthesis/chromatin structure	28_1

CUST_136744_PI403524517	2	-0.014799118	0.5514288	0.014799118	-0.05786228	0.12623405	-0.10222769	35_38347	"Cluster: Hypothetical protein OSJNBb0088N06.2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0088N06.2 - Oryza sativa (japonica cu"	UniRef90_Q6YUT3	CHR5V7|COORD:16935879..16938685| zinc carboxypeptidase family protein	AT5G42320.1	CHR02V5|COORD:1017473..1022000|protein carboxypeptidase A, putative, expressed	LOC_Os02g02710.4	no descriptionmoderately similar to ( 254)AT5G42320| Symbols:  | zinc carboxypeptidase family protein | chr5:16935879-16938685 REVERSEnot assigned Zn_pept Peptidase_M14	protein.degradation.metalloprotease	29_5_7

CUST_49308_PI403524517	2	-0.038642883	-1.0657625	-0.2953291	0.16056728	0.038642883	0.06914139	35_14066	"Cluster: PREDICTED: similar to H3 histone, family 2 isoform 2; n=4; Eutheria|Rep: PREDICTED: similar to H3 histone, family 2 isoform 2 - Canis"	UniRef90_UPI00004A5DE9	CHR5V7|COORD:3270479..3270889| histone H3	AT5G10400.1	CHR11V5|COORD:2622185..2621575|protein histone H3, putative, expressed	LOC_Os11g05730.1	no descriptionmoderately similar to ( 262)AT5G65360| Symbols:  | histone H3 | chr5:26137325-26137735 REVERSEmoderately similar to ( 261)H32_WHEATHistone H3.2 - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned H3 HHT1 Histone DUF1777	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_110932_PI403524517	2	-0.12361097	-0.008895874	6.9856644E-4	0.3415208	0.04493904	-6.990433E-4	35_31500	"Cluster: Hypothetical protein OSJNBa0032G11.20; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0032G11.20 - Oryza sativa (japonica"	UniRef90_Q75LC2	CHR5V7|COORD:3277829..3278236| AGP4 (ARABINOGALACTAN-PROTEIN 4)	AT5G10430.1	CHR03V5|COORD:35458911..35458027|protein hypothetical protein	LOC_Os03g62770.1	no description	not assigned.unknown	35_2

CUST_53480_PI403524517	2	-0.18755436	0.11193371	0.07929611	-0.12948418	0.03239727	-0.03239727	35_15212	"Cluster: Cold acclimation protein WCOR413-like protein beta form; n=1; Triticum aestivum|Rep: Cold acclimation protein WCOR413-like protein beta form - Triticum"	UniRef90_Q93ZK5	CHR2V7|COORD:6957245..6958094| COR413-PM1 (cold regulated 413 plasma membrane 1)	AT2G15970.1	CHR03V5|COORD:31729546..31732297|protein cold acclimation protein COR413-PM1, putative, expressed	LOC_Os03g55850.1	 no descriptionweakly similar to ( 115)AT2G15970| Symbols: WCOR413, WCOR413-LIKE, ATCOR413-PM1, FL3-5A3, COR413-PM1 | COR413-PM1 (cold regulated 413 plasma membrane 1) | chr2:6957245-6958094 FORWARDWCOR413 	not assigned.no ontology	35_1

CUST_83118_PI403524517	2	0.2531166	-0.89575434	-0.0076704025	0.007671356	0.5812359	-0.06980801	35_23832	"Cluster: OSJNBb0118P14.4 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBb0118P14.4 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XSC9	0	0	CHR04V5|COORD:19807021..19808885|protein inhibitor of apoptosis-like protein, putative, expressed	LOC_Os04g33030.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_28706_PI399408534	2	0.27644062	0.1511941	0.036242485	-0.036242962	-0.04507494	-0.28620958	35_10229	Rep: SERK1 protein precursor - Zea mays (Maize)	UniRef90_Q93W70	"CHR1V7|COORD:12459056..12462730| SERK2 (SOMATIC EMBRYOGENESIS RECEPTOR-LIKE KINASE 2); kinase"	AT1G34210.1	CHR04V5|COORD:22653439..22648195|protein BRASSINOSTEROID INSENSITIVE 1-associated receptor kinase 1 precursor, putative, expressed	LOC_Os04g38480.2	" no descriptionmoderately similar to ( 203)AT1G34210| Symbols: ATSERK2, SERK2 | SERK2 (SOMATIC EMBRYOGENESIS RECEPTOR-LIKE KINASE 2); kinase | chr1:12459056-12462730 FORWARDvery weakly similar to (75.9)RPK1_IPONIReceptor-like protein kinase precursor - Ipomoea nil (Japanese morning glory) (Pharbitis nil)not assigned not assigned LRRNT_2 COG4886 "	signalling.receptor kinases.leucine rich repeat II	30_2_2

CUST_53345_PI403524517	2	0.11015797	-0.12459087	-0.11015844	0.11243248	-0.27173567	0.123728275	35_15179	"Cluster: Putative very-long-chain fatty acid condensing enzyme CUT1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative very-long-chain fatty acid conden"	UniRef90_Q5Z7E7	"CHR1V7|COORD:25716544..25718396| CUT1 (CUTICULAR 1); acyltransferase"	AT1G68530.1	CHR06V5|COORD:8409309..8407343|protein 3-ketoacyl-CoA synthase, putative, expressed	LOC_Os06g14810.1	" no descriptionmoderately similar to ( 382)AT1G68530| Symbols: CER6, G2, POP1, CUT1 | CUT1 (CUTICULAR 1); acyltransferase | chr1:25717263-25718396 REVERSECHS_like FAE1_CUT1_RppA BcsA FabH ACP_syn_III_C KAS_III init_cond_enzymes Chal_sti_synt_C PRK07003 PRK09352 "	lipid metabolism.FA synthesis and FA elongation.beta ketoacyl CoA synthase	11_1_10

CUST_33826_PI403524517	2	0.29682827	0.6509657	0.1046896	-0.4123745	-0.1046896	-0.13038063	35_9752	"Cluster: Putative elicitor inducible beta-1,3-glucanase NtEIG-E76; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative elicitor inducible beta-1,3-glucana"	UniRef90_Q5JNL0	CHR5V7|COORD:22924747..22926662| glycosyl hydrolase family 17 protein	AT5G56590.1	CHR01V5|COORD:31224524..31227916|protein glucan endo-1,3-beta-glucosidase 4 precursor, putative, expressed	LOC_Os01g53750.1	 no descriptionmoderately similar to ( 271)AT5G56590| Symbols:  | glycosyl hydrolase family 17 protein | chr5:22924747-22926662 FORWARDweakly similar to ( 132)E13H_TOBACGlucan endo-1,3-beta-glucosidase, acidic isoform PR-Q' precursor - Nicotiana tabacum (Common tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Glyco_hydro_17 DUF566 PRK07003 PRK12323 Herpes_BLLF1 Atrophin-1 Tymo_45kd_70kd HPC2 Pneumo_att_G PRK07764 APC_basic KAR9 Mucin COG3889 	misc.beta 1,3 glucan hydrolases	26_4

CUST_36945_PI403524517	2	0.03435898	-0.1359024	-0.020186424	-0.04495716	0.020186424	0.15824127	35_10647	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_63870_PI403524517	2	0.07970238	0.97227764	-0.07081604	-0.2669859	-0.06182766	0.061826706	35_18239	Rep: Hypothetical protein - Oryza sativa (Rice)	UniRef90_Q94HI7	CHR5|COORD:470194..472782| protein kinase, putative, similar to protein kinase APK1A (Arabidopsis thaliana) SWISS-PROT:Q06548	AT5G02290.2	CHR05V5|COORD:558530..555186|protein protein kinase APK1A, chloroplast precursor, putative, expressed	LOC_Os05g02020.1	"no descriptionhighly similar to ( 508)AT5G02290| Symbols: NAK | NAK; kinase | chr5:470385-472395 REVERSEmoderately similar to ( 237)NORK_MEDTRNodulation receptor kinase precursor - Medicago truncatula (Barrel medic)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pkinase_Tyr TyrKc PTKc Pkinase S_TKc S_TKc PTKc_Jak_rpt2 PTKc_EphR PTKc_Tyk2_rpt2 PTKc_Csk_like PTKc_Trk PTKc_Ror PTKc_DDR1 PTKc_InsR_like PTKc_Syk_like PTKc_DDR PTKc_Fes_like PTKc_Musk SPS1 PTKc_Srm_Brk PTKc_EGFR_like PTKc_c-ros PTKc_Axl_like PTKc_DDR_like PTKc_Ack_like PTKc_Jak2_Jak3_rpt2 PTKc_DDR2 PTKc_EphR_A PTKc_RET PTKc_EphR_B PTKc_Src_like PTKc_TrkC PTKc_EphR_A2 PTKc_Itk PTK_CCK4 PTKc_ALK_LTK PTKc_Met_Ron PTKc_Fer PTKc_TrkB PTKc_Tec_like PTKc_Abl PTKc_Chk PTKc_FGFR PTK_HER3 PTKc_Csk PTKc_TrkA PTKc_Fes PTKc_PDGFR PTKc_Btk_Bmx PTKc_IGF-1R PTKc_Jak1_rpt2 PTKc_Tie1 PTKc_Lck_Blk PTKc_Tie2 PTKc_Syk PTKc_Frk_like PTKc_Ror1 PTKc_Tie PTKc_FAK PTKc_Tec_Rlk PTKc_Aatyk PTKc_Axl PTKc_Zap-70 PTKc_EphR_A10 PTK_Jak_rpt1 PTKc_Lyn PTKc_Tyro3 PTKc_InsR PTKc_Ror2 PTKc_Hck PTKc_Fyn_Yrk PTK_Ryk PTKc_EGFR PTKc_Yes PTKc_HER4 PTKc_FGFR4 PTKc_FGFR1 PTKc_Src PTKc_FGFR2 PTKc_HER2 PTKc_Aatyk1_Aatyk3 PTKc_FGFR3 PTK_Jak2_Jak3_rpt1 PTKc_Aatyk2 PTK_Jak1_rpt1 PTKc_Kit PTKc_VEGFR PTKc_CSF-1R PTKc_VEGFR3 PTKc_VEGFR2 PTKc_PDGFR_alpha PTK_Tyk2_rpt1 PTKc_PDGFR_beta"	protein.postranslational modification.kinase.receptor like cytoplasmatic kinase VII	29_4_1_57

CUST_89543_PI403524517	2	0.033748627	-0.0321455	-0.023947716	-0.023814201	0.023815155	0.12945938	35_25617	"Cluster: Putative RST1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative RST1 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8LQU3	"CHR3V7|COORD:10246575..10254395| RST1 (RESURRECTION1); binding"	AT3G27670.1	CHR01V5|COORD:3571082..3556534|protein RST1, putative, expressed	LOC_Os01g07490.1	no description	not assigned.unknown	35_2

CUST_45659_PI403524517	2	0.08543301	0.7802086	-0.08147049	-0.11421394	-0.12264538	0.081469536	35_13085	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_13606_PI404877155	2	-0.02105999	-0.16439438	-0.0927906	0.021059036	0.09462643	0.16734886	Contig7364_at	Transcription initiation factor IIB (General transcription factor TFIIB) gb|AAL73491.1| general transcription factor TFIIB [Oryza sativa]	Q8W0W3	transcription initiation factor IIB-2 / general transcription factor TFIIB-2 (TFIIB2)	At3g10330.1	protein transcription initiation factor iib (general transcription factortfiib)	Os09g36440	Transcription initiation factor IIB (General transcription factor TFIIB)	RNA.transcription	27_2

CUST_17930_PI399408534	2	0.3461504	-0.022589684	-0.15170002	0.022589684	0.12056112	-0.42880392	35_37272	"Cluster: Ankryin repeat S-palmitoyl transferase, putative, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Ankryin repeat S-palmitoyl"	UniRef90_Q2R2S1	CHR2V7|COORD:6046175..6047974| zinc finger (DHHC type) family protein	AT2G14255.1	CHR11V5|COORD:19924570..19930996|protein palmitoyltransferase TIP1, putative, expressed	LOC_Os11g34860.3	no descriptionvery weakly similar to (99.0)AT2G14255| Symbols:  | zinc finger (DHHC type) family protein | chr2:6046175-6047974 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned COG5273 zf-DHHC	RNA.regulation of transcription.unclassified	27_3_99

CUST_23540_PI399408534	2	0.13085175	0.34130907	0.08730936	-0.30076408	-0.08730888	-0.7415247	35_5722	"Cluster: Putative transparent testa 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative transparent testa 1 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q943I6	CHR1V7|COORD:12550980..12552479| zinc finger (C2H2 type) family protein	AT1G34370.1	CHR01V5|COORD:38100843..38105482|protein nucleic acid binding protein, putative, expressed	LOC_Os01g65080.3	no descriptionvery weakly similar to (91.7)AT1G34370| Symbols:  | nucleic acid binding / zinc ion binding | chr1:12551427-12552479 FORWARD	RNA.regulation of transcription.C2H2 zinc finger family	27_3_11

CUST_7296_PI399408534	2	-0.069021225	0.24396896	0.017596245	-0.09504223	0.18685341	-0.017595291	35_47403	"Cluster: Hypothetical protein P0453E05.102; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0453E05.102 - Oryza sativa (japonica cultivar"	UniRef90_Q84JS9	CHR1V7|COORD:9212285..9213752| c-myc binding protein, putative / prefoldin, putative	AT1G26660.1	CHR07V5|COORD:24242406..24245778|protein protein UXT, putative, expressed	LOC_Os07g40460.2	 no descriptionweakly similar to ( 131)AT1G26660| Symbols:  | c-myc binding protein, putative / prefoldin, putative | chr1:9212285-9213752 FORWARDnot assigned Prefoldin Prefoldin_alpha Prefoldin 	RNA.regulation of transcription.unclassified	27_3_99

CUST_45655_PI403524517	2	-0.019012451	-0.12703514	-0.04871559	0.22007084	0.1704092	0.019012451	35_13084	"Cluster: Putative membrane protein precursor; n=1; Emiliania huxleyi virus 86|Rep: Putative membrane protein precursor - Emiliania huxleyi virus 86"	UniRef90_Q4A2Z7	CHR1V7|COORD:22496859..22500684| proline-rich family protein	AT1G61080.1	CHR01V5|COORD:36613777..36616492|protein myb-like DNA-binding domain, SHAQKYF class family protein, expressed	LOC_Os01g62660.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_1009_PI404877155	2	-0.0989809	0.1407032	-0.032366753	-0.11139488	0.035079956	0.032366753	Contig11026_at	putative nucleic acid binding protein [Oryza sativa (japonica cultivar-group)] dbj|BAC21510.1| putative nucleic acid binding protein [Oryza	NP_911577.1	PHD finger family protein	At3g11200.1	protein PHD-finger, putative	Os07g12910	PHD finger family protein, contains Pfam domain, PF00628: PHD-finger or  PHD finger family protein, contains Pfam domain, PF00628: PHD-finger	RNA.regulation of transcription.Alfin-like	27_3_02

CUST_68658_PI403524517	2	0.07651615	0.46120834	-0.061112404	-0.20588398	0.0023870468	-0.0023870468	35_19641	"Cluster: Hypothetical protein P0701E03.39; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0701E03.39 - Oryza sativa (japonica cultivar-g"	UniRef90_Q69YD2	"CHR5V7|COORD:17841103..17842847| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G15695.1); similar to expressed protein [Oryza sativa (japonica"	AT5G44250.1	CHR06V5|COORD:5787999..5783168|protein expressed protein	LOC_Os06g11040.1	" no descriptionmoderately similar to ( 237)AT5G44250| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G15695.1); similar to Protein of unknown function DUF829, eukaryotic [Medicago truncatula] (GB:ABE83368.1); contains InterPro domain Protein of unknown function DUF829, eukaryotic; (InterPro:IPR008547) | chr5:17841103-17842380 REVERSEnot assigned DUF829 "	not assigned.unknown	35_2

CUST_16946_PI403524517	2	0.32504272	0.5943904	-0.087961674	0.06464958	-0.06464958	-0.3418579	35_4897	"Cluster: Os02g0819400 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0819400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DWE0	CHR3V7|COORD:16501737..16505437| 2-phosphoglycerate kinase-related	AT3G45090.1	CHR09V5|COORD:22854836..22858601|protein expressed protein	LOC_Os09g39870.1	no descriptionmoderately similar to ( 256)AT3G45090| Symbols:  | 2-phosphoglycerate kinase-related | chr3:16501737-16505437 REVERSECOG2074 PRK04220 PRK12337 PRK12338 PRK12339	not assigned.unknown	35_2

CUST_16199_PI399408534	2	0.21409893	-1.2811708	-0.43543625	0.033872604	0.08939266	-0.033872604	35_11155	"Cluster: TCP family transcription factor containing protein, expressed; n=4; Oryza sativa (japonica cultivar-group)|Rep: TCP family transcription factor"	UniRef90_Q2R9V3	CHR1V7|COORD:21516345..21517550| TCP family transcription factor, putative	AT1G58100.1	CHR11V5|COORD:3757470..3754391|protein TCP family transcription factor containing protein, expressed	LOC_Os11g07460.1	 no descriptionvery weakly similar to (61.6)AT1G58100| Symbols:  | TCP family transcription factor, putative | chr1:21516345-21517550 REVERSEnot assigned not assigned not assigned not assigned APC_basic PRK07764 PRK12323 DUF1509 COG5373 	RNA.regulation of transcription.TCP transcription factor family	27_3_29

CUST_73593_PI403524517	2	-0.055599213	0.14333248	0.058950424	-0.14256859	0.04322529	-0.043226242	35_21104	Rep: H0901F07.20 protein - Oryza sativa (Rice)	UniRef90_Q259C6	CHR4V7|COORD:13847780..13849635| ACBP2 (ACYL-COA BINDING PROTEIN ACBP 2)	AT4G27780.1	CHR04V5|COORD:34594462..34591414|protein acyl-CoA-binding domain-containing protein 6, putative, expressed	LOC_Os04g58550.1	 no descriptionweakly similar to ( 171)AT5G53470| Symbols: ACBP, ACBP1 | ACBP1 (ACYL-COA BINDING PROTEIN) | chr5:21727723-21729617 FORWARDvery weakly similar to (61.2)ACBP_BRANAAcyl-CoA-binding protein - Brassica napus (Rape)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned ACBP ACBP PRK12323 PRK07003 PRK07764 PRK05648 TT_ORF1 Atrophin-1 DUF1421 Tymo_45kd_70kd KAR9 ACB HPC2 Extensin_2 Pneumo_att_G DUF1777 APC_basic Protamine_P1 GRASP55_65 Drf_FH1 AF-4 IER PRK08853 	lipid metabolism.FA synthesis and FA elongation.acyl-CoA binding protein	11_1_13

CUST_4365_PI399408534	2	-0.003364563	0.15006256	-0.10051918	0.00976944	-0.017735481	0.0033655167	35_33396	"Cluster: Putative transcription repressor HOTR; n=1; Hordeum vulgare|Rep: Putative transcription repressor HOTR - Hordeum vulgare (Barley)"	UniRef90_O81990	"CHR4V7|COORD:13258972..13259391| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G56780.1); similar to transcripteion factor [Vicia faba var. minor]"	AT4G26170.1	CHR07V5|COORD:23843763..23840811|protein transcription repressor HOTR, putative, expressed	LOC_Os07g39800.1	"no descriptionvery weakly similar to (52.0)AT5G56780| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G56770.1); similar to transcripteion factor [Vicia faba var. minor] (GB:CAA66483.1) | chr5:22981610-22983467 REVERSE"	DNA.synthesis/chromatin structure	28_1

CUST_174123_PI403524517	2	-0.07385588	-0.3232317	0.14908218	0.25354052	0.04886532	-0.04886484	35_48481	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_56548_PI403524517	2	0.030982971	0.35769463	-0.09941578	0.00609684	-0.0060977936	-0.15266895	35_16096	"Cluster: 50S ribosomal protein L6, putative, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: 50S ribosomal protein L6, putative, expressed - Oryza s"	UniRef90_Q10L93	"CHR1V7|COORD:1502514..1503737| EMB2394 (EMBRYO DEFECTIVE 2394); structural constituent of ribosome"	AT1G05190.1	CHR03V5|COORD:13609174..13606393|protein 50S ribosomal protein L6, putative, expressed	LOC_Os03g24020.1	"no descriptionmoderately similar to ( 304)AT1G05190| Symbols: EMB2394 | EMB2394 (EMBRYO DEFECTIVE 2394); structural constituent of ribosome | chr1:1502514-1503737 REVERSEvery weakly similar to (90.9)RM06_PROWIMitochondrial 60S ribosomal protein L6 - Prototheca wickerhamiinot assigned rplF rpl6 RplF rpl6p Ribosomal_L6"	protein.synthesis.mito/plastid ribosomal protein.plastid	29_2_1_1

CUST_110058_PI403524517	2	0.18403769	0.040131092	4.120938	-0.42844152	-0.040131092	-0.101593494	35_31270	"Cluster: Zygote-specific class V copy B gene protein; n=1; Chlamydomonas reinhardtii|Rep: Zygote-specific class V copy B gene protein - Chlamydomonas reinhardti"	UniRef90_Q41273	CHR5V7|COORD:21887259..21888454| plastocyanin-like domain-containing protein	AT5G53870.1	CHR08V5|COORD:5411928..5414046|protein bromodomain containing protein, expressed	LOC_Os08g09340.2	no description	not assigned.unknown	35_2

CUST_107425_PI403524517	2	-0.29664993	0.4455061	-0.06848812	0.06848812	-0.29933167	0.13020897	35_30571	"Cluster: Putative phosphatidic acid phosphatase (PAP2) family; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative phosphatidic acid phosphatase (PAP2) fa"	UniRef90_Q6L4H3	"CHR1V7|COORD:5188075..5189471| ATPAP2 (PHOSPHATIDIC ACID PHOSPHATASE 2); phosphatidate phosphatase"	AT1G15080.1	CHR05V5|COORD:27231049..27227844|protein lipid phosphate phosphatase 3, chloroplast precursor, putative, expressed	LOC_Os05g47660.1	" no descriptionweakly similar to ( 199)AT1G15080| Symbols: ATLPP2, LPP2, ATPAP2 | ATPAP2 (PHOSPHATIDIC ACID PHOSPHATASE 2); phosphatidate phosphatase | chr1:5188075-5189471 FORWARDnot assigned PAP2_containing_1_like PAP2_wunen PAP2 PAP2_like acidPPc PAP2_like_2 PgpB PAP2_like_5 PAP2_dolichyldiphosphatase PAP2_like_4 "	misc.acid and other phosphatases	26_13

CUST_71995_PI403524517	2	0.04478264	-0.007123947	0.082294464	-0.25424194	-0.17453098	0.0071229935	35_20637	"Cluster: Putative glycosyltransferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative glycosyltransferase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7F1F3	"CHR5V7|COORD:19365217..19367743| GAUT4 (Galacturonosyltransferase 4); polygalacturonate 4-alpha-galacturonosyltransferase/ transferase,"	AT5G47780.1	CHR08V5|COORD:14265080..14270229|protein transferase, transferring glycosyl groups, putative, expressed	LOC_Os08g23780.1	" no descriptionmoderately similar to ( 341)AT5G47780| Symbols: GAUT4 | GAUT4 (Galacturonosyltransferase 4); polygalacturonate 4-alpha-galacturonosyltransferase/ transferase, transferring glycosyl groups | chr5:19365217-19367743 FORWARD"	misc.UDP glucosyl and glucoronyl transferases	26_2

CUST_6342_PI403524517	2	0.109752655	-0.49394512	-0.24036694	0.028791428	-0.020404816	0.020403862	35_1756	"Cluster: Os05g0377000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0377000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DIM2	CHR1V7|COORD:24252751..24254029| acyl carrier family protein / ACP family protein	AT1G65290.1	CHR05V5|COORD:18112093..18109523|protein acyl carrier protein, mitochondrial precursor, putative, expressed	LOC_Os05g31290.1	 no descriptionweakly similar to ( 139)AT1G65290| Symbols:  | acyl carrier family protein / ACP family protein | chr1:24252751-24254029 REVERSEvery weakly similar to (56.2)ACP2_BRANAAcyl carrier protein, chloroplast precursor - Brassica napus (Rape)not assigned not assigned acpP acpP AcpP PP-binding PRK12449 PRK06508 	lipid metabolism.FA synthesis and FA elongation.ACP protein	11_1_12

CUST_76545_PI403524517	2	0.06649399	-0.5141306	-0.06649399	0.17501068	-0.13967133	0.14031506	35_21946	"Cluster: Endoribonuclease E-like protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Endoribonuclease E-like protein - Oryza sativa (japonica cultivar-gro"	UniRef90_Q656E2	"CHR4V7|COORD:17828532..17830311| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G36320.1); similar to conserved hypothetical protein [Medicago"	AT4G37920.1	CHR01V5|COORD:11408909..11417809|protein expressed protein	LOC_Os01g20110.2	"no descriptionweakly similar to ( 178)AT4G37920| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G36320.1); similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE84185.1) | chr4:17828532-17830311 REVERSE"	PS.lightreaction.NADH DH	1_1_6

CUST_74909_PI403524517	2	0.13325882	-0.4020977	-0.043912888	0.036008835	-0.03600979	0.12064171	35_21477	Rep: Fasciclin-like protein FLA5 - Triticum aestivum (Wheat)	UniRef90_Q06IA1	CHR2V7|COORD:18749871..18751133| FLA8 (Arabinogalactan protein 8)	AT2G45470.1	CHR04V5|COORD:28692834..28691152|protein fasciclin-like arabinogalactan protein 10 precursor, putative, expressed	LOC_Os04g48490.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_140301_PI403524517	2	-0.019602776	0.40655327	-0.05139923	-0.02374649	0.01960373	0.06239891	35_39345	Rep: Glyoxysomal malate dehydrogenase - Triticum aestivum (Wheat)	UniRef90_Q7XZE9	"CHR2V7|COORD:9697075..9699003| PMDH1 (PEROXISOMAL NAD-MALATE DEHYDROGENASE 1); malate dehydrogenase"	AT2G22780.1	CHR03V5|COORD:32028626..32024942|protein malate dehydrogenase, glyoxysomal precursor, putative, expressed	LOC_Os03g56280.1	"no descriptionweakly similar to ( 110)AT2G22780| Symbols: PMDH1 | PMDH1 (PEROXISOMAL NAD-MALATE DEHYDROGENASE 1); malate dehydrogenase | chr2:9697075-9699003 REVERSEweakly similar to ( 126)MDHG_ORYSAnot assigned MDH_glycosomal_mitochondrial PRK05086 Ldh_1_C"	gluconeogenesis.Malate DH	6_3

CUST_27616_PI403524517	2	0.06902027	0.49797344	-0.06902027	-0.24400997	-0.30198765	0.09729481	35_7988	Rep: Putative peptide transport protein - Oryza sativa (Rice)	UniRef90_Q9FWL4	"CHR5V7|COORD:18692289..18696298| ATPTR3/PTR3 (PEPTIDE TRANSPORTER PROTEIN 3); transporter"	AT5G46050.1	CHR10V5|COORD:17045054..17049651|protein peptide transporter PTR2, putative, expressed	LOC_Os10g33170.1	" no descriptionmoderately similar to ( 236)AT5G46050| Symbols: ATPTR3, PTR3 | ATPTR3/PTR3 (PEPTIDE TRANSPORTER PROTEIN 3); transporter | chr5:18692289-18696298 REVERSEnot assigned not assigned not assigned PTR2 PRK12323 "	transport.peptides and oligopeptides	34_13

CUST_30785_PI399408534	2	0.08066845	-2.7317286	-0.14801216	0.4604168	0.87506676	-0.08066845	35_18912	"Cluster: Os04g0125700 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os04g0125700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JF98	CHR5V7|COORD:22611881..22613926| lectin protein kinase, putative	AT5G55830.1	CHR04V5|COORD:2746025..2739856|protein ATP binding protein, putative, expressed	LOC_Os04g05470.1	 no descriptionweakly similar to ( 193)AT5G55830| Symbols:  | lectin protein kinase, putative | chr5:22611881-22613926 FORWARDweakly similar to ( 137)KPRO_MAIZEPutative receptor protein kinase ZmPK1 precursor - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pkinase S_TKc Pkinase_Tyr TyrKc S_TKc PTKc PTKc_Jak_rpt2 PTKc_Csk_like PTKc_Trk PTKc_Abl SPS1 PTKc_Src_like PTKc_EphR PTKc_Frk_like PTKc_Tec_like PTKc_Srm_Brk PTKc_Fes_like PTKc_Jak2_Jak3_rpt2 PTKc_Btk_Bmx PTKc_Ror PTKc_Csk PTKc_EphR_A2 PTKc_Itk PTKc_Chk PTKc_FGFR PTKc_Lck_Blk PTKc_EphR_B PTKc_FAK PTKc_EGFR_like PTKc_EphR_A PTKc_Fyn_Yrk PTKc_Syk_like PTKc_Tie2 PTKc_Src PTKc_Tie1 PTKc_Jak1_rpt2 PTKc_Tyk2_rpt2 PTKc_InsR_like PTKc_Hck PTKc_TrkB PTKc_DDR PTKc_Tec_Rlk PTKc_Tie PTKc_TrkC PTK_CCK4 PTKc_PDGFR PTKc_Lyn PTKc_Axl_like PTKc_Ack_like PTKc_Yes PTKc_Fes PTKc_Fer PTKc_Musk PTKc_TrkA PTKc_Zap-70 PTKc_DDR_like PTKc_Ror2 PTKc_ALK_LTK PTKc_Syk PTKc_c-ros PTKc_FGFR1 PTKc_FGFR4 PTKc_RET PTKc_IGF-1R PTKc_DDR1 PTKc_Met_Ron PTKc_FGFR3 PTKc_Tyro3 PTK_HER3 PTKc_Aatyk PTKc_FGFR2 PTKc_DDR2 PTKc_Axl PTKc_EphR_A10 PTK_Jak_rpt1 PTKc_Ror1 PTKc_InsR PTKc_HER4 	misc.myrosinases-lectin-jacalin	26_16

CUST_57633_PI403524517	2	0.2740178	0.5759425	-0.5016451	0.3678589	-0.3386383	-0.2740183	35_16430	"Cluster: Os05g0560200 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0560200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DG03	"CHR3V7|COORD:5006572..5007696| similar to DOG1 (DELAY OF GERMINATION 1) [Arabidopsis thaliana] (TAIR:AT5G45830.1); similar to tumor-related"	AT3G14880.1	CHR05V5|COORD:27801140..27800234|protein tumor-related protein-like, putative, expressed	LOC_Os05g48650.1	"no descriptionvery weakly similar to (93.2)AT3G14880| Symbols:  | similar to DOG1 (DELAY OF GERMINATION 1) [Arabidopsis thaliana] (TAIR:AT5G45830.1); similar to tumor-related protein-like [Medicago truncatula] (GB:ABD32966.1) | chr3:5006572-5007696 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07003 PRK07764 PRK12678 PRK12372 Atrophin-1 infB APC_basic Tymo_45kd_70kd"	not assigned.no ontology	35_1

CUST_15103_PI404877155	2	-0.29868698	-0.10340595	0.4076109	0.01113224	0.29158688	-0.01113224	Contig8976_at	OSJNBa0053K19.8 [Oryza sativa (japonica cultivar-group)] ref|XP_473942.1| OSJNBa0053K19.8 [Oryza sativa (japonica cultivar-group)]	CAE03500.2	(S)-2-hydroxy-acid oxidase, peroxisomal, putative / glycolate oxidase, putative / short chain alpha-hydroxy ac	At4g18360.1	protein glycolate oxidase	Os04g53210	(S)-2-hydroxy-acid oxidase, peroxisomal, putative / glycolate oxidase, putative / short chain alpha-hydroxy acid oxidase, putative, similar to (S)-2-hydroxy-acid oxidase, peroxisomal (Glycolate oxidase, GOX) (Short chain alpha-hydroxy acid oxidase) (Spina	PS.photorespiration.glycolate oxydase	1_02_02

CUST_154942_PI403524517	2	0.09010935	0.19766617	0.030285835	-0.030286312	-0.2194128	-0.09971142	35_43286	"Cluster: Putative betaine/proline transporter; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative betaine/proline transporter - Oryza sativa (japonica cu"	UniRef90_Q94DE5	"CHR1V7|COORD:2583712..2586697| similar to amino acid transporter family protein [Arabidopsis thaliana] (TAIR:AT5G41800.1); similar to Os05g0586500 [Oryza"	AT1G08230.2	CHR01V5|COORD:37376741..37370329|protein amino acid permease, putative, expressed	LOC_Os01g63854.1	" no descriptionvery weakly similar to (60.1)AT1G08230| Symbols:  | similar to amino acid transporter family protein [Arabidopsis thaliana] (TAIR:AT5G41800.1); similar to Os05g0586500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001056462.1); similar to Amino acid/polyamine transporter II [Medicago truncatula] (GB:ABE81500.1); similar to Os01g0857400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001044853.1); contains InterPro domain Amino acid/polyamine transporter II; (InterPro:IPR002422); contains InterPro domain Amino acid transporter, transmembrane; (InterPro:IPR013057) | chr1:2583712-2586697 REVERSE"	transport.amino acids	34_3

CUST_55237_PI403524517	2	-0.3557701	0.092541695	0.37146378	0.046087265	-0.04608822	-0.14429665	35_15723	"Cluster: Hypothetical protein P0616D06.125; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0616D06.125 - Oryza sativa (japonica cultivar"	UniRef90_Q8H395	"CHR1V7|COORD:6622303..6623262| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G74950.1); similar to PnFL-2 [Ipomoea nil] (GB:AAG49896.1);"	AT1G19180.1	CHR07V5|COORD:25346290..25350115|protein pnFL-2, putative, expressed	LOC_Os07g42370.2	"no descriptionweakly similar to ( 106)AT1G19180| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G74950.1); similar to PnFL-2 [Ipomoea nil] (GB:AAG49896.1); similar to Os07g0615200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001060268.1); contains InterPro domain ZIM; (InterPro:IPR010399) | chr1:6622699-6623262 FORWARDnot assigned tify CCT_2"	not assigned.unknown	35_2

CUST_25257_PI399408534	2	-1.3699603	-0.48420286	0.5692787	0.48420286	0.5101881	-1.0766683	35_16951	"Cluster: Putative transcription factor; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative transcription factor - Oryza sativa (japonica cultivar-group)"	UniRef90_Q94LQ6	CHR2V7|COORD:18590033..18590920| zinc finger (GATA type) family protein	AT2G45050.1	CHR10V5|COORD:21613604..21615499|protein GATA transcription factor 9, putative, expressed	LOC_Os10g40810.1	no descriptionweakly similar to ( 142)AT2G45050| Symbols:  | zinc finger (GATA type) family protein | chr2:18590033-18590920 FORWARDnot assigned ZnF_GATA GATA ZnF_GATA	RNA.regulation of transcription.C2C2(Zn) GATA transcription factor family	27_3_9

CUST_16154_PI404877155	2	0.1836834	0.030568123	0.07377815	-0.03056717	-0.0562582	-0.038517	EBem06_SQ003_C15_x_at	0	0	0	0	protein retrotransposon protein, putative, unclassified	Os10g02850	5.8 kb basic protein	stress.abiotic.touch/wounding	20_2_4

CUST_13626_PI399408534	2	0.018893242	-0.031277657	-0.018894196	-0.048664093	0.02163601	0.087916374	35_4381	Rep: Rab7 - Pennisetum americanum (Pearl millet)	UniRef90_Q5MGQ9	"CHR1V7|COORD:19471819..19473118| AtRABG3d (Arabidopsis Rab GTPase homolog G3d); GTP binding"	AT1G52280.1	CHR01V5|COORD:7040734..7044361|protein ras-related protein Rab7, putative, expressed	LOC_Os01g12730.1	"no descriptionmoderately similar to ( 370)AT1G52280| Symbols: AtRABG3d | AtRABG3d (Arabidopsis Rab GTPase homolog G3d); GTP binding | chr1:19471819-19473118 REVERSEmoderately similar to ( 379)RAB7_GOSHIRas-related protein Rab7 - Gossypium hirsutum (Upland cotton) (Gossypium mexicanum)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Rab7 RAB Rab Rab9 Ras Rab5_related Rab21 Rab6 Rab32_Rab38 Rab4 Rab11_like Rab8_Rab10_Rab13_like Rab18 RabA_like Ras_like_GTPase Rab1_Ypt1 Ras Rab2 Rab27A Rab26 Rab23_lke Rab19 Rab35 Rab14 RAS COG1100 RJL Rab3 Rab39 Rab30 Rab33B_Rab33A Rho M_R_Ras_like H_N_K_Ras_like Rab36_Rab34 Rab28 Rap_like Ran Rab12 Rab24 RabL2 RSR1 Rab15 Ras2 Rab20 Rap2 RalA_RalB RHO RheB RabL4 Rab40 Rho4_like Rap1 RAN Ras_dva Rit_Rin_Ric Rhes_like RERG_RasL11_like Rho2 Wrch_1 ARHI_like RGK Spg1 Rho3 Tc10 Centaurin_gamma Rop_like RabL3 RhoA_like Rac1_like RRP22 Cdc42 Miro1 Miro RhoG Arf_Arl Arl10_like Arf Rnd3_RhoE_Rho8 Arfrp1 Rnd2_Rho7 Rnd Arl4_Arl7 Arl5_Arl8"	signalling.G-proteins	30_5

CUST_169868_PI403524517	2	0.44392824	0.08343315	-0.08343315	-0.11730003	-0.3592596	0.10410261	35_47315	"Cluster: Putative DEAD/H (Asp-Glu-Ala-Asp/His) box polypeptide 8; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative DEAD/H (Asp-Glu-Ala-Asp/His) box pol"	UniRef90_Q7XI36	CHR5V7|COORD:3261246..3267189| helicase domain-containing protein / IBR domain-containing protein / zinc finger protein-related	AT5G10370.1	CHR07V5|COORD:25688178..25681707|protein ATP binding protein, putative, expressed	LOC_Os07g42900.1	no descriptionmoderately similar to ( 202)AT5G10370| Symbols:  | helicase domain-containing protein / IBR domain-containing protein / zinc finger protein-related | chr5:3261246-3267189 FORWARDnot assigned not assigned not assigned not assigned DUF1605	DNA.synthesis/chromatin structure	28_1

CUST_84841_PI403524517	2	0.09096432	-0.27436876	0.19680977	-0.086458206	0.042130947	-0.042131424	35_24310	"Cluster: RNA pseudouridylate synthase, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: RNA pseudouridylate synthase, putative, expressed -"	UniRef90_Q2QNM3	CHR1V7|COORD:21097074..21098119| pseudouridine synthase family protein	AT1G56345.1	CHR12V5|COORD:22917555..22914824|protein RNA binding protein, putative, expressed	LOC_Os12g37380.1	no descriptionweakly similar to ( 181)AT1G56345| Symbols:  | pseudouridine synthase family protein | chr1:21097074-21098119 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned RluA PseudoU_synth_RluCD_like PseudoU_synth_2 PseudoU_synth_ScRIB2 PseudoU_synth_TruC TT_ORF1 PSRA_1 rluD PRK11112 Tymo_45kd_70kd PRK11025	protein.aa activation.pseudouridylate synthase	29_1_30

CUST_73041_PI403524517	2	0.10678959	-0.31940746	-0.05718708	0.022277832	-0.022276878	0.0494833	35_20941	"Cluster: Methionyl-tRNA synthetase, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Methionyl-tRNA synthetase, putative, expressed - Oryza"	UniRef90_Q10Q53	"CHR3V7|COORD:20546786..20549976| OVA1 (OVULE ABORTION 1); ATP binding / aminoacyl-tRNA ligase"	AT3G55400.1	CHR03V5|COORD:5700219..5707730|protein methionyl-tRNA synthetase, putative, expressed	LOC_Os03g11120.1	no descriptionweakly similar to ( 194)AT3G55400| Symbols: OVA1 | OVA1 (OVULE ABORTION 1) | chr3:20547240-20549976 REVERSEnot assigned not assigned PRK11893 MetG PRK12268 PRK12267 metG	protein.aa activation.methionine-tRNA ligase	29_1_10

CUST_23150_PI403524517	2	0.22817898	0.015258789	0.04882908	-0.13809395	-0.015257835	-0.17267036	35_6729	"Cluster: Hypothetical protein; n=1; Anaeromyxobacter sp. Fw109-5|Rep: Hypothetical protein - Anaeromyxobacter sp. Fw109-5"	UniRef90_A1HY15	CHR5V7|COORD:2468240..2473658| formin homology 2 domain-containing protein / FH2 domain-containing protein	AT5G07760.1	CHR05V5|COORD:19010370..19016074|protein helicase conserved C-terminal domain containing protein, expressed	LOC_Os05g32610.1	no descriptionnot assigned not assigned not assigned not assigned not assigned Tymo_45kd_70kd infB	not assigned.unknown	35_2

CUST_84725_PI403524517	2	-0.023071289	-0.08972263	0.023070335	0.026442528	-0.038603783	0.07515049	35_24277	"Cluster: Os01g0757700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0757700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JJ68	CHR4V7|COORD:11292503..11293773| EMB1417 (EMBRYO DEFECTIVE 1417)	AT4G21190.1	CHR01V5|COORD:32157030..32152814|protein EMB1417, putative, expressed	LOC_Os01g55290.3	no description	not assigned.unknown	35_2

CUST_75276_PI403524517	2	0.053056717	0.1745987	-0.012550354	0.012550354	-0.046211243	-0.071455956	35_21576	"Cluster: Elongation factor P, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Elongation factor P, putative, expressed - Oryza sativa (jap"	UniRef90_Q2QYK4	CHR3V7|COORD:2654794..2656160| elongation factor P (EF-P) family protein	AT3G08740.1	CHR12V5|COORD:775617..778942|protein elongation factor P, putative, expressed	LOC_Os12g02380.1	no descriptionmoderately similar to ( 290)AT3G08740| Symbols:  | elongation factor P (EF-P) family protein | chr3:2654794-2656160 REVERSEPRK00529 Efp PRK04542 PRK12426 Elong-fact-P_C EFP_N EFP	protein.synthesis.elongation	29_2_4

CUST_22610_PI399408534	2	-0.021960735	0.3674469	-0.0402112	0.06736565	-0.28975868	0.021961212	35_22454	"Cluster: Os09g0493700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0493700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J0L8	"CHR1V7|COORD:12451707..12453892| ANAC017 (Arabidopsis NAC domain containing protein 17); transcription factor"	AT1G34190.1	CHR09V5|COORD:19124611..19121415|protein no apical meristem protein, expressed	LOC_Os09g32040.1	"no descriptionmoderately similar to ( 213)AT1G34190| Symbols: ANAC017 | ANAC017 (Arabidopsis NAC domain containing protein 17); transcription factor | chr1:12451707-12453892 FORWARDweakly similar to ( 142)NAC67_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned NAM PRK07003 PRK12323 Herpes_BLLF1 DUF566 Atrophin-1 PRK12372 PRK07764 APC_basic Tymo_45kd_70kd DUF1421 HPC2 Pneumo_att_G PRK11901 MAP65_ASE1 PRK05648 AF-4 Metaviral_G"	RNA.regulation of transcription.NAC domain transcription factor family	27_3_27

CUST_180940_PI403524517	2	-0.0072803497	0.007279873	0.012888908	0.064673424	-0.1410613	-0.15196896	35_50319	"Cluster: Hypothetical protein OSJNBa0070E11.24; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0070E11.24 - Oryza sativa (japonica"	UniRef90_Q650V2	"CHR2V7|COORD:16735456..16738118| similar to proline-rich family protein [Arabidopsis thaliana] (TAIR:AT3G09000.1); similar to Os01g0141900 [Oryza"	AT2G40070.2	CHR09V5|COORD:22596997..22594006|protein expressed protein	LOC_Os09g39310.1	no description	not assigned.unknown	35_2

CUST_31820_PI403524517	2	0.26855564	0.17949295	-0.17949295	-0.32071972	-0.32071972	0.26832485	35_9180	"Cluster: Putative cytochrome p450; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative cytochrome p450 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z9D5	"CHR3V7|COORD:22917089..22918865| CYP78A9 (CYTOCHROME P450 78A9); oxygen binding"	AT3G61880.1	CHR08V5|COORD:27289992..27287658|protein cytochrome P450 78A3, putative, expressed	LOC_Os08g43390.1	" no descriptionvery weakly similar to (92.0)AT1G01190| Symbols: CYP78A8 | CYP78A8 (cytochrome P450, family 78, subfamily A, polypeptide 8); oxygen binding | chr1:83045-84864 REVERSEvery weakly similar to (86.7)C78A3_SOYBNCytochrome P450 78A3 - Glycine max (Soybean)not assigned "	misc.cytochrome P450	26_10

CUST_22561_PI403524517	2	-0.2227335	0.6032057	-0.17504501	0.19432068	-0.36668777	0.17504597	35_6553	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q339M6	"CHR2V7|COORD:12139169..12140524| similar to integral membrane protein, putative [Arabidopsis thaliana] (TAIR:AT2G37200.1); similar to unknown [Solanum"	AT2G28370.1	CHR10V5|COORD:9845948..9843145|protein expressed protein	LOC_Os10g20250.1	" no descriptionvery weakly similar to (79.3)AT2G28370| Symbols:  | similar to integral membrane protein, putative [Arabidopsis thaliana] (TAIR:AT2G37200.1); similar to unknown [Solanum tuberosum] (GB:ABB16987.1); similar to Os03g0206600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001049320.1); contains InterPro domain Protein of unknown function DUF588; (InterPro:IPR006702) | chr2:12139169-12140524 FORWARDDUF588 "	not assigned.unknown	35_2

CUST_109024_PI403524517	2	-0.14901733	-0.37144184	-0.050192833	0.19609451	0.17248726	0.050192833	35_30996	Rep: Ribosomal protein L22 - Aequipecten irradians (Bay scallop) (Argopecten irradians)	UniRef90_Q8ITC4	CHR1V7|COORD:26624831..26625271| 60S ribosomal protein L27A (RPL27aC)	AT1G70600.1	CHR07V5|COORD:25235761..25234966|protein 60S ribosomal protein L27a-2, putative, expressed	LOC_Os07g42170.1	no descriptionmoderately similar to ( 214)AT1G70600| Symbols:  | 60S ribosomal protein L27A (RPL27aC) | chr1:26624831-26625271 REVERSEnot assigned not assigned rpl15p RplO L15 rplO	protein.synthesis.misc ribososomal protein	29_2_2

CUST_156628_PI403524517	2	0.025788307	0.38066483	0.0024604797	-0.0024609566	-0.01538372	-0.13877487	35_43745	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_51675_PI403524517	2	-0.017762184	-0.11666393	-0.02490902	0.04877472	0.04185295	0.017763138	35_14725	Rep: 60S ribosomal protein L17-2 - Hordeum vulgare (Barley)	UniRef90_P35267	CHR1V7|COORD:9515217..9516712| 60S ribosomal protein L17 (RPL17A)	AT1G27400.1	CHR09V5|COORD:4392872..4389880|protein 60S ribosomal protein L17, putative, expressed	LOC_Os09g08430.1	no descriptionmoderately similar to ( 289)AT1G27400| Symbols:  | 60S ribosomal protein L17 (RPL17A) | chr1:9515217-9516712 FORWARDmoderately similar to ( 350)RL172_HORVU60S ribosomal protein L17-2 - Hordeum vulgare (Barley)not assigned rpl22p Ribosomal_L22 Ribosomal_L22 RplV rplV rpl22	protein.synthesis.misc ribososomal protein	29_2_2

CUST_177879_PI403524517	2	0.14643002	0.10542345	-0.07751703	-0.03243828	-0.39572334	0.032438755	35_49475	"Cluster: Serine/threonine and tyrosine protein kinase; n=2; Oryza sativa|Rep: Serine/threonine and tyrosine protein kinase - Oryza sativa (indica cultivar-group"	UniRef90_Q6DTV6	CHR2V7|COORD:10371822..10373155| serine/threonine/tyrosine kinase, putative	AT2G24360.1	CHR08V5|COORD:7547427..7552491|protein serine/threonine protein kinase, putative, expressed	LOC_Os08g12750.2	 no descriptionweakly similar to ( 124)AT2G24360| Symbols:  | serine/threonine/tyrosine kinase, putative | chr2:10371822-10373155 REVERSEvery weakly similar to (56.2)NTF4_TOBACMitogen-activated protein kinase homolog NTF4 - Nicotiana tabacum (Common tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pkinase TyrKc S_TKc S_TKc PTKc Pkinase_Tyr PTKc_InsR_like PTKc_Src_like PTKc_Jak_rpt2 PTKc_Lck_Blk PTKc_Frk_like PTKc_FGFR PTKc_Itk PTKc_Fyn_Yrk PTKc_Tec_like PTKc_c-ros PTKc_Musk PTKc_Srm_Brk PTKc_Csk_like PTKc_Yes PTKc_DDR1 PTKc_Src PTKc_Hck PTKc_Trk PTKc_Chk PTKc_DDR PTKc_Tie2 PTKc_EphR PTKc_Syk_like PTKc_EGFR_like PTKc_FGFR4 PTKc_Abl PTKc_InsR PTKc_FGFR3 PTKc_Lyn PTKc_Ack_like PTKc_FGFR1 PTKc_Tie1 PTKc_IGF-1R PTKc_Csk PTKc_Btk_Bmx PTKc_TrkA PTKc_DDR2 PTKc_Tie PTKc_Tyk2_rpt2 PTKc_EphR_A PTKc_DDR_like PTKc_Aatyk1_Aatyk3 PTKc_FAK 	protein.postranslational modification	29_4

CUST_124000_PI403524517	2	0.046258926	0.30146408	4.825592E-4	-0.07682514	-0.20872688	-4.8351288E-4	35_34960	0	0	CHR3V7|COORD:62463..65685| glycogen synthase, putative	AT3G01180.1	0	0	no description	not assigned.unknown	35_2

CUST_27178_PI399408534	2	0.26181126	-0.03998661	0.22803116	-0.14237165	0.03998661	-0.4927492	35_46255	"Cluster: Putative ribulose-1,5-bisphosphate carboxylase/oxygenase small subunit N-methyltransferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative"	UniRef90_Q6Z5K4	CHR3V7|COORD:2451657..2454623| SET domain-containing protein	AT3G07670.1	CHR02V5|COORD:30138391..30142823|protein ribulose-1,5-bisphosphate carboxylase/oxygenase small subunit N-methyltransferase I, putative, expressed	LOC_Os02g49326.1	no descriptionweakly similar to ( 112)AT3G07670| Symbols:  | SET domain-containing protein | chr3:2451657-2454623 FORWARD	RNA.regulation of transcription.SET-domain transcriptional regulator family	27_3_69

CUST_161223_PI403524517	2	-0.060116768	-0.38170528	0.06011629	0.15891361	0.25422335	-0.104547024	35_44981	Rep: H0209A05.1 protein - Oryza sativa (Rice)	UniRef90_Q01MD1	CHR4V7|COORD:16993342..16995724| aspartyl protease family protein	AT4G35880.1	CHR04V5|COORD:8558818..8565620|protein aspartic-type endopeptidase/ pepsin A, putative, expressed	LOC_Os04g15790.4	no descriptionweakly similar to ( 162)AT4G35880| Symbols:  | aspartyl protease family protein | chr4:16993342-16995724 FORWARDnot assigned	protein.degradation.aspartate protease	29_5_4

CUST_157205_PI403524517	2	0.034061432	-0.15028667	0.23822308	-0.034061432	0.08163071	-0.06512022	35_43901	"Cluster: Hypothetical protein OJ1735_C10.3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1735_C10.3 - Oryza sativa (japonica cultivar"	UniRef90_Q65XL5	CHR1V7|COORD:16816094..16817173| DNA binding / ligand-dependent nuclear receptor	AT1G44191.1	CHR05V5|COORD:28380828..28382751|protein expressed protein	LOC_Os05g49610.1	no descriptionnot assigned not assigned not assigned PRK07764 Atrophin-1 DUF1421 PRK12323	not assigned.unknown	35_2

CUST_23033_PI403524517	2	-0.006761551	0.78202724	0.06700039	-0.011660576	-0.10423374	0.006761551	35_6695	"Cluster: Hypothetical protein OJ1340_C08.105; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1340_C08.105 - Oryza sativa (japonica cult"	UniRef90_Q8GVH2	CHR4V7|COORD:808473..810431| tolB protein-related	AT4G01870.1	CHR07V5|COORD:26541285..26543488|protein WD40-like Beta Propeller Repeat family protein, expressed	LOC_Os07g44410.1	no descriptionweakly similar to ( 128)AT4G01870| Symbols:  | tolB protein-related | chr4:808473-810431 REVERSE	not assigned.no ontology	35_1

CUST_41569_PI403524517	2	0.1343379	0.30281973	-0.009754658	0.009754658	-0.103877544	-0.16162062	35_11947	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_25838_PI399408534	2	-0.21619415	0.35822296	0.022468567	-0.022467613	-0.13974667	0.121665	35_5678	"Cluster: Phosphatidylinositol 3,5-kinase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Phosphatidylinositol 3,5-kinase-like - Oryza sativa (japonica cu"	UniRef90_Q6ZJN4	CHR1V7|COORD:12485945..12491777| phosphatidylinositol-4-phosphate 5-kinase family protein	AT1G34260.1	CHR08V5|COORD:244242..252447|protein phosphatidylinositol-4-phosphate 5-Kinase family protein, expressed	LOC_Os08g01390.1	no descriptionmoderately similar to ( 363)AT1G34260| Symbols:  | phosphatidylinositol-4-phosphate 5-kinase family protein | chr1:12485945-12491777 FORWARDvery weakly similar to (61.6)PI5K1_ORYSAnot assigned not assigned PIPKc MSS4 PIPKc PIP5K	signalling.phosphinositides.phosphatidylinositol-4-phosphate 5-kinase	30_4_1

CUST_47829_PI403524517	2	-0.0010910034	-0.2691307	-0.050682068	0.0010910034	0.09970474	0.03528595	35_13682	"Cluster: PREDICTED: similar to germinal histone H4 gene; n=1; Canis familiaris|Rep: PREDICTED: similar to germinal histone H4 gene - Canis familiaris"	UniRef90_UPI00004A6D44	CHR5V7|COORD:24068875..24069186| histone H4	AT5G59690.1	CHR10V5|COORD:20690219..20689571|protein histone H4, putative, expressed	LOC_Os10g39410.1	no descriptionweakly similar to ( 162)AT5G59970| Symbols:  | histone H4 | chr5:24163578-24163889 REVERSEweakly similar to ( 162)H4_PEAHistone H4 - Pisum sativum (Garden pea)not assigned H4 H4 HHT1 Histone	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_51186_PI403524517	2	-0.00219059	-0.50808144	0.28647518	0.002190113	0.1688385	-0.15770388	35_14595	Rep: Cytochrome c - Nigella damascena (Love-in-a-mist)	UniRef90_P00066	"CHR1V7|COORD:8079373..8080275| ATCYTC-A/CYTC-1 (CYTOCHROME C-1); electron carrier"	AT1G22840.1	CHR05V5|COORD:20546856..20549264|protein cytochrome c, putative, expressed	LOC_Os05g34770.2	" no descriptionvery weakly similar to (92.0)AT1G22840| Symbols: CYTC-1, ATCYTC-A | ATCYTC-A/CYTC-1 (CYTOCHROME C-1); electron carrier | chr1:8079373-8080275 FORWARDvery weakly similar to (99.0)CYC_WHEATCytochrome c - Triticum aestivum (Wheat)not assigned COG3474 "	mitochondrial electron transport / ATP synthesis.cytochrome c	9_6

CUST_119430_PI403524517	2	-0.04683304	-0.1731224	-0.16241837	0.18308449	0.04683304	0.24161339	35_33793	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_56753_PI403524517	2	-0.09944248	0.387393	0.09944248	-0.22228241	-0.24134636	0.10578346	35_16165	"Cluster: Putative eukaryotic initiation factor subunit; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative eukaryotic initiation factor subunit - Oryza s"	UniRef90_Q8S7Q0	"CHR5V7|COORD:8973423..8976761| EIF3B-2 (eukaryotic translation initiation factor 3B-2); nucleic acid binding / translation initiation factor"	AT5G25780.1	CHR10V5|COORD:22238108..22233670|protein eukaryotic translation initiation factor 3 subunit 9, putative, expressed	LOC_Os10g41960.1	" no descriptionweakly similar to ( 149)AT5G25780| Symbols: ATEIF3B-2, EIF3B-2 | EIF3B-2 (eukaryotic translation initiation factor 3B-2); nucleic acid binding / translation initiation factor | chr5:8973423-8976761 REVERSEweakly similar to ( 140)IF39_TOBACnot assigned not assigned eIF2A "	protein.synthesis.initiation	29_2_3

CUST_15422_PI404877155	2	0.04093933	-0.30344963	-0.6358032	0.14256382	0.16502857	-0.040938377	Contig9300_at	putative histidine kinase [Oryza sativa (japonica cultivar-group)]	AAO38834.1	histidine kinase (AHK4) (WOL)	At2g01830.2	protein putative histidine kinase	Os03g50860	putative histidine kinase	hormone metabolism.cytokinin.signal transduction	17_4_2

CUST_178223_PI403524517	2	0.087246895	-0.6587143	-0.43795443	-0.008659363	0.008659363	0.05243683	35_49566	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_47724_PI403524517	2	0.02423668	-0.09428406	0.037899017	-0.019348145	0.019350052	-0.032907486	35_13654	"Cluster: OSJNBb0006N15.8 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: OSJNBb0006N15.8 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XMJ1	CHR5V7|COORD:587609..588545| 60S ribosomal protein L35 (RPL35D)	AT5G02610.1	CHR04V5|COORD:18183786..18181777|protein 60S ribosomal protein L35, putative, expressed	LOC_Os04g30730.1	no descriptionweakly similar to ( 176)AT5G02610| Symbols:  | 60S ribosomal protein L35 (RPL35D) | chr5:587609-588545 FORWARDvery weakly similar to (92.8)RL35_WHEAT60S ribosomal protein L35 - Triticum aestivum (Wheat)not assigned not assigned Ribosomal_L29 RpmC PRK00306 rpmC	protein.synthesis.misc ribososomal protein	29_2_2

CUST_104049_PI403524517	2	-0.025182724	-0.2905903	-0.029171944	0.2006712	0.24143982	0.025182724	35_29657	"Cluster: Leucine Rich Repeat family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Leucine Rich Repeat family protein, expressed - Oryza s"	UniRef90_Q10S47	CHR2V7|COORD:7403641..7405869| F-box family protein (FBL10)	AT2G17020.1	CHR03V5|COORD:1938910..1935970|protein Leucine Rich Repeat family protein, expressed	LOC_Os03g04270.1	no descriptionnot assigned not assigned not assigned not assigned PRK12323 PRK11634 HpaP	not assigned.unknown	35_2

CUST_108033_PI403524517	2	0.17416096	0.21818638	0.013862133	-0.03611517	-0.01386261	-0.08701515	35_30736	0	0	CHR1V7|COORD:22057832..22060717| formin homology 2 domain-containing protein / FH2 domain-containing protein	AT1G59910.1	0	0	no description	not assigned.unknown	35_2

CUST_19951_PI399408534	2	0.10540533	-0.46565342	-0.02596283	0.21409082	0.02596283	-0.05001688	35_20384	"Cluster: Transcriptional regulator, Sir2 family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Transcriptional regulator, Sir2 family prot"	UniRef90_Q2QWW9	"CHR5V7|COORD:2872182..2873614| SRT2; DNA binding"	AT5G09230.4	CHR12V5|COORD:4035956..4031200|protein NAD-dependent deacetylase sirtuin-4, putative, expressed	LOC_Os12g07950.3	no descriptionmoderately similar to ( 224)AT5G09230| Symbols: SRT2 | SRT2 | chr5:2871560-2873614 FORWARDnot assigned SIRT4 PRK05333 SIR2 SIR2-fam PRK00481 SIR2_Af2 SIR2 SIRT5_Af1_CobB SIRT7 SIRT1 SIR2	RNA.regulation of transcription.HDA	27_3_55

CUST_24338_PI399408534	2	0.031276703	0.24494553	-0.031276703	-0.61977386	0.21547794	-0.7950616	35_25022	"Cluster: OSJNBb0015G09.11 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBb0015G09.11 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XNV5	CHR3V7|COORD:17538596..17541733| leucine-rich repeat transmembrane protein kinase, putative	AT3G47570.1	CHR04V5|COORD:8495072..8497841|protein receptor-like protein kinase 5 precursor, putative	LOC_Os04g15660.1	 no descriptionvery weakly similar to ( 100)AT3G47580| Symbols:  | leucine-rich repeat transmembrane protein kinase, putative | chr3:17543672-17546795 FORWARDnot assigned 	signalling.receptor kinases.leucine rich repeat XII	30_2_12

CUST_1607_PI399408534	2	0.07636452	-0.69066095	0.032518864	-0.032518864	0.43280363	-0.22829962	35_47635	"Cluster: Putative Ribosomal RNA processing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Ribosomal RNA processing protein - Oryza sativa (j"	UniRef90_Q6Z6A3	CHR1V7|COORD:29197082..29200857| ribonuclease II family protein	AT1G77680.1	CHR02V5|COORD:31710525..31705484|protein RNA binding protein, putative, expressed	LOC_Os02g51780.1	no descriptionmoderately similar to ( 254)AT1G77680| Symbols:  | ribonuclease II family protein | chr1:29197082-29200857 REVERSEnot assigned RNB VacB PRK11642 PRK05054 Rnb	RNA.processing.ribonucleases	27_1_19

CUST_3131_PI404877155	2	-0.019750595	0.14553738	0.030086517	-0.008338928	-0.021271706	0.008337975	Contig13587_s_at	calcineurin B-like protein 1 (CBL1) [Arabidopsis thaliana] pir||T51356 calcineurin B-like protein 1 [imported] - Arabidopsis thaliana	NP_567533.1	calcineurin B-like protein 1 (CBL1)	At4g17615.1	protein putative calcineurin	Os10g41510	calcineurin B-like protein 1 (CBL1), identical to calcineurin B-like protein 1 (GI:3309082) (Arabidopsis thaliana) or  calcineurin B-like protein 1 (CBL1), identical to calcineurin B-like protein 1 (GI:3309082) (Arabidopsis thaliana)	signalling.calcium	30_3

CUST_142857_PI403524517	2	-0.053292274	0.38874626	-0.014882088	-0.054232597	0.014882088	0.10389805	35_40034	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q75LY7	CHR2V7|COORD:6189444..6191730| CBS domain-containing protein	AT2G14520.1	CHR03V5|COORD:26600772..26607017|protein CBS domain containing protein, expressed	LOC_Os03g47120.1	no descriptionweakly similar to ( 103)AT2G14520| Symbols:  | CBS domain-containing protein | chr2:6189444-6191730 REVERSE	not assigned.no ontology	35_1

CUST_40113_PI403524517	2	-0.0461998	0.0663023	0.05436802	-0.02593708	-0.1668005	0.02593708	35_11536	"Cluster: Os10g0525200 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os10g0525200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IW89	"CHR2V7|COORD:18760159..18762018| CYP704A2 (cytochrome P450, family 704, subfamily A, polypeptide 2); oxygen binding"	AT2G45510.1	CHR10V5|COORD:20100849..20097120|protein cytochrome P450 86A1, putative, expressed	LOC_Os10g38120.1	" no descriptionvery weakly similar to (92.8)AT2G45510| Symbols: CYP704A2 | CYP704A2 (cytochrome P450, family 704, subfamily A, polypeptide 2); oxygen binding | chr2:18760159-18762018 FORWARDnot assigned not assigned p450 "	misc.cytochrome P450	26_10

CUST_169695_PI403524517	2	0.123431206	0.32455826	-0.14964485	-0.06371117	-0.013307571	0.013307571	35_47267	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_19767_PI404877155	2	-0.20210934	-0.018443108	0.12836456	-0.08668709	0.14358044	0.018443108	X98747_at	DNA-Binding protein - wheat gb|AAA17488.1| DNA-Binding protein	S50821	bZIP transcription factor family protein	At1g32150.1	protein maize Em binding protein-1a	Os07g10890	bZIP transcription factor family protein, contains Pfam profile: PF00170 bZIP transcription factor	RNA.regulation of transcription.bZIP transcription factor family	27_3_35

CUST_170021_PI403524517	2	0.029087067	-0.029086113	0.03289795	-0.07852554	0.13011837	-0.054035187	35_47356	"Cluster: H3 histone, family 3B (H3f3b), mRNA; n=1; Mus musculus|Rep: H3 histone, family 3B (H3f3b), mRNA - Mus musculus"	UniRef90_UPI000017E665	CHR4V7|COORD:18555834..18556411| histone H3.2	AT4G40030.3	CHR06V5|COORD:1645327..1644415|protein histone H3, putative, expressed	LOC_Os06g04030.1	no descriptionvery weakly similar to (68.2)AT5G10980| Symbols:  | histone H3 | chr5:3472592-3473350 REVERSEvery weakly similar to (68.2)H33_VITVIHistone H3.3 - Vitis vinifera (Grape)	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_72214_PI403524517	2	0.24298286	0.40706444	-0.09299946	-0.12580967	-0.03463745	0.03463745	35_20699	"Cluster: Genomic DNA, chromosome 5, P1 clone:MTH12; n=2; Arabidopsis thaliana|Rep: Genomic DNA, chromosome 5, P1 clone:MTH12 - Arabidopsis thaliana (Mouse-ear c"	UniRef90_Q9FNA0	CHR5V7|COORD:24030391..24032180| DNAJ heat shock N-terminal domain-containing protein	AT5G59610.1	CHR03V5|COORD:34478451..34480250|protein heat shock protein DnaJ, N-terminal, putative, expressed	LOC_Os03g60790.1	no descriptionweakly similar to ( 176)AT5G59610| Symbols:  | DNAJ heat shock N-terminal domain-containing protein | chr5:24030391-24032180 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DnaJ DnaJ DnaJ CbpA PRK10767 PRK10266 SEC63 djlA	stress.abiotic.heat	20_2_1

CUST_141958_PI403524517	2	0.008765221	0.7248831	0.030937195	-0.008764267	-0.43552017	-0.19482708	35_39785	"Cluster: Os07g0664100 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os07g0664100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D3V3		0	CHR07V5|COORD:28036333..28042308|protein transposon protein, putative, unclassified, expressed	LOC_Os07g46900.1	no description	not assigned.unknown	35_2

CUST_130324_PI403524517	2	0.049297333	0.056776047	-0.02778244	-0.10911369	-0.05589676	0.027780533	35_36599	"Cluster: Putative delta-12 oleate desaturase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative delta-12 oleate desaturase - Oryza sativa (japonica cult"	UniRef90_Q6ZGW6	"CHR3V7|COORD:3860598..3861749| FAD2 (FATTY ACID DESATURASE 2); delta12-fatty acid dehydrogenase"	AT3G12120.1	CHR02V5|COORD:29724486..29719246|protein omega-6 fatty acid desaturase, endoplasmic reticulum isozyme 2, putative, expressed	LOC_Os02g48560.6	 no descriptionweakly similar to ( 122)AT3G12120| Symbols: FAD2 | FAD2 (FATTY ACID DESATURASE 2) | chr3:3860598-3861749 REVERSEweakly similar to ( 130)FAD6E_BRAJUOmega-6 fatty acid desaturase, endoplasmic reticulum - Brassica juncea (Leaf mustard) (Indian mustard)	lipid metabolism.FA desaturation.omega 6 desaturase	11_2_4

CUST_67857_PI403524517	2	-0.16096306	0.06150627	-0.019421577	0.06112957	-0.07645416	0.019422531	35_19388	"Cluster: B1340F09.12 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: B1340F09.12 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6MW71	"CHR1V7|COORD:5430441..5435916| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G10440.1); similar to Globin-like [Medicago truncatula]"	AT1G15780.1	CHR04V5|COORD:1741578..1747004|protein expressed protein	LOC_Os04g03860.1	"no descriptionweakly similar to ( 118)AT1G15780| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G10440.1); similar to Globin-like [Medicago truncatula] (GB:ABE79971.1); similar to Os08g0564800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001062533.1); similar to CTV.22 [Poncirus trifoliata] (GB:AAN62354.1); contains domain no description (G3D.1.10.246.20); contains domain Kix domain of CBP (creb binding protein) (SSF47040) | chr1:5430441-5435916 REVERSE"	not assigned.unknown	35_2

CUST_52231_PI403524517	2	0.030365944	-0.4103613	0.10997963	-0.030366898	0.12559128	-0.037200928	35_14885	Rep: H0209H04.7 protein - Oryza sativa (Rice)	UniRef90_Q01L31	"CHR3V7|COORD:22622685..22623607| ARS27A (ARABIDOPSIS RIBOSOMAL PROTEIN S27); structural constituent of ribosome"	AT3G61110.1	CHR02V5|COORD:16439802..16441525|protein 40S ribosomal protein S27, putative, expressed	LOC_Os02g27769.1	"no descriptionweakly similar to ( 152)AT3G61110| Symbols: ARS27A | ARS27A (ARABIDOPSIS RIBOSOMAL PROTEIN S27); structural constituent of ribosome | chr3:22622685-22623607 FORWARDweakly similar to ( 159)RS27_HORVU40S ribosomal protein S27 - Hordeum vulgare (Barley)not assigned Ribosomal_S27e RPS27A rps27e"	protein.synthesis.misc ribososomal protein	29_2_2

CUST_142742_PI403524517	2	-0.045913696	0.23114777	-0.07035065	-0.04834652	0.09277439	0.04591465	35_40004	"Cluster: Nucleotidyltransferase family protein, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Nucleotidyltransferase family"	UniRef90_Q2RBE2		0	CHR12V5|COORD:714414..706530|protein nucleic acid binding protein, putative, expressed	LOC_Os12g02260.2	no description	not assigned.unknown	35_2

CUST_17431_PI404877155	2	0.10625172	-0.9601507	-0.20664883	0.03313732	0.06027794	-0.03313732	HU11N16u_x_at	0	0	0	0	0	0	NONE	glycolysis.phosphoglycerate mutase	4_11

CUST_105643_PI403524517	2	-0.009483337	0.34987974	-0.11989069	-0.084421635	0.009483814	0.3973832	35_30083	"Cluster: Large tegument protein; n=2; Cercopithecine herpesvirus 1|Rep: Large tegument protein - Cercopithecine herpesvirus 1 (CeHV-1) (Simian herpes B virus)"	UniRef90_Q7T591	CHR5V7|COORD:3277829..3278236| AGP4 (ARABINOGALACTAN-PROTEIN 4)	AT5G10430.1	CHR07V5|COORD:120554..126329|protein potassium transporter 16, putative, expressed	LOC_Os07g01214.1	no descriptionPRK07764 PRK11634	not assigned.unknown	35_2

CUST_144379_PI403524517	2	-0.66153526	-1.0487661	0.6764231	0.19276714	0.39599514	-0.19276714	35_40436	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_114767_PI403524517	2	-0.04120922	-0.23907089	-0.13949871	0.20277405	0.18071651	0.04120922	35_32570	"Cluster: Putative elongation factor 2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative elongation factor 2 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69V60	"CHR1V7|COORD:1900523..1904582| MEE5 (maternal effect embryo arrest 5); translation elongation factor/ translation factor, nucleic acid binding"	AT1G06220.2	CHR06V5|COORD:24211572..24205618|protein U5 small nuclear ribonucleoprotein component, putative, expressed	LOC_Os06g40600.1	" no descriptionvery weakly similar to (55.1)AT1G06220| Symbols: MEE5 | MEE5 (maternal effect embryo arrest 5); translation elongation factor/ translation factor, nucleic acid binding | chr1:1900523-1904582 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07764 Atrophin-1 Extensin_2 HPC2 Tymo_45kd_70kd PRK05648 TT_ORF1 PRK12323 PRK07003 DUF1421 Pneumo_att_G Gag_spuma PRK10819 FAP DedD TonB MCPVI tatB PRK12678 Drf_FH1 Herpes_BLLF1 PRK00708 Totivirus_coat PRK08853 Metaviral_G PRK03427 "	protein.synthesis.elongation	29_2_4

CUST_3900_PI404877155	2	0.033849716	0.031430244	-7.362366E-4	-0.04821205	7.352829E-4	-0.002565384	Contig14523_at	0	0	0	0	0	0	poly(A) polymerase	RNA.processing	27_1

CUST_75272_PI403524517	2	-0.068502426	0.43413162	-0.005680084	-0.16363907	0.0056791306	0.06545067	35_21575	"Cluster: Putative microtubule-associated protein MAP65-1a; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative microtubule-associated protein MAP65-1a - O"	UniRef90_Q69XG1	"CHR5V7|COORD:22419942..22422408| ATMAP65-1 (MICROTUBULE-ASSOCIATED PROTEINS 65-1); microtubule binding"	AT5G55230.1	CHR06V5|COORD:24358243..24363077|protein microtubule-associated protein MAP65-1a, putative, expressed	LOC_Os06g40840.1	"no descriptionhighly similar to ( 546)AT5G55230| Symbols: ATMAP65-1 | ATMAP65-1 (MICROTUBULE-ASSOCIATED PROTEINS 65-1); microtubule binding | chr5:22419942-22422408 FORWARDnot assigned MAP65_ASE1"	cell.organisation	31_1

CUST_3463_PI404877155	2	-0.35887527	0.41425228	-0.3216362	0.20095348	0.18748856	-0.18748951	Contig13931_at	hypothetical protein [Oryza sativa (japonica cultivar-group)] gb|AAP06829.1| hypothetical protein [Oryza sativa (japonica cultivar-group)]	NP_912337.1	zinc finger (C2H2 type) family protein	At2g29660.1	protein Zinc finger, C2H2 type, putative	Os03g15790	0	RNA.regulation of transcription.C2H2 zinc finger family	27_3_11

CUST_64052_PI403524517	2	-0.22506428	0.48057747	-0.19830894	-0.08451462	0.309165	0.08451462	35_18291	"Cluster: Hypothetical protein OSJNBa0082M15.1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0082M15.1 - Oryza sativa (japonica cu"	UniRef90_Q94LV9	"CHR2V7|COORD:18893142..18895747| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G61380.1); similar to conserved hypothetical protein [Medicago"	AT2G45900.1	CHR10V5|COORD:21228473..21233736|protein expressed protein	LOC_Os10g40250.2	"no descriptionvery weakly similar to (73.9)AT2G45900| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G61380.1); similar to conserved hypothetical protein [Medicago truncatula] (GB:ABD32828.1); contains domain PHOSPHATIDYLINOSITOL N-ACETYLGLUCOSAMINYLTRANSFERASE SUBUNIT P (DOWN SYNDROME CRITICAL REGION PROTEIN 5)-RELATED (PTHR21726); contains domain RNASE H1 SMALL SUBUNIT (AYP1)-RELATED (PTHR21726:SF4) | chr2:18893142-18895747 REVERSE"	not assigned.unknown	35_2

CUST_47194_PI403524517	2	0.25772953	0.062493324	0.010061741	-0.010061741	-0.486475	-0.46093464	35_13512	"Cluster: Hypothetical protein OSJNBa0006O15.40; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0006O15.40 - Oryza sativa (japonica"	UniRef90_Q6YY67	CHR5V7|COORD:15457074..15460237| protein kinase family protein	AT5G38560.1	CHR05V5|COORD:28510533..28505273|protein pherophorin like protein, putative, expressed	LOC_Os05g49820.2	no description	not assigned.unknown	35_2

CUST_3252_PI404877155	2	0.0381155	-0.01577282	-0.18729496	0.015771866	-0.058817863	0.09714985	Contig13703_at	putative extra-large G-protein [Oryza sativa (japonica cultivar-group)] dbj|BAA93022.1| putative extra-large G-protein [Oryza sativa (japoni	NP_910280.1	extra-large guanine nucleotide binding protein, putative / G-protein, putative	At1g31930.1	protein G-protein alpha subunit, putative	Os11g10050	ESTs C74776(E51022),C26123(C116681) correspond to a region of the predicted gene	signalling.G-proteins	30_5

CUST_10838_PI399408534	2	-0.06649971	0.45180035	-0.17899084	0.0966773	0.06649971	-0.31217194	35_6673	Rep: Cryptochrome 2 - Oryza sativa (Rice)	UniRef90_Q712D5	CHR1|COORD:1185554..1188427| cryptochrome 2 apoprotein (CRY2) / blue light photoreceptor (PHH1), 97% identical to photolysase (PHH1)  (SP:Q96524) and cryptochro	AT1G04400.1	CHR02V5|COORD:24909993..24916230|protein cryptochrome 2 apoprotein, putative, expressed	LOC_Os02g41550.3	 no descriptionmoderately similar to ( 363)AT1G04400| Symbols: FHA, AT-PHH1, PHH1, CRY2 | CRY2 (CRYPTOCHROME 2) | chr1:1185718-1187900 REVERSEmoderately similar to ( 326)PHR1_SINALDeoxyribodipyrimidine photo-lyase - Sinapis alba (White mustard) (Brassica hirta)not assigned DNA_photolyase PhrB PRK10674 FAD_binding_7 	signalling.light	30_11

CUST_9775_PI404877155	2	-0.33974075	0.5859337	0.14180183	-0.070417404	-0.083067894	0.07041836	Contig3502_at	60 kDa jasmonate-induced protein (rRNA N-glycosidase) pir||S25092 jasmonate-induced protein - barley emb|CAA47017.1| jasmonate-induced prote	Q00531	proline-rich family protein	At3g09000.1	protein Similar to 60 kda jasmonate-induced protein (ec 3.2.2.22) (rrna n-glycosidase)	Os11g06610	jasmonate-induced protein	hormone metabolism.jasmonate	17_7

CUST_78482_PI403524517	2	0.16075659	0.09524441	-0.044115543	-0.23088884	-0.18969059	0.044115067	35_22500	"Cluster: Oligomeric golgi complex 7-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Oligomeric golgi complex 7-like - Oryza sativa (japonica cultivar-gro"	UniRef90_Q655R9	CHR5V7|COORD:20904270..20908021| conserved oligomeric Golgi complex component-related / COG complex component-related	AT5G51430.1	CHR06V5|COORD:27732753..27727480|protein expressed protein	LOC_Os06g45830.1	no descriptionmoderately similar to ( 343)AT5G51430| Symbols:  | conserved oligomeric Golgi complex component-related / COG complex component-related | chr5:20904270-20908021 REVERSEnot assigned	not assigned.no ontology	35_1

CUST_51728_PI403524517	2	0.06816864	0.09635544	-0.007909775	0.007911682	-0.010831833	-0.023794174	35_14738	Rep: Cold shock domain protein 2 - Triticum aestivum (Wheat)	UniRef90_Q75QN9	"CHR4V7|COORD:18072234..18072845| GRP2 (COLD SHOCK DOMAIN PROTEIN 2); nucleic acid binding"	AT4G38680.1	CHR08V5|COORD:1639659..1638642|protein glycine-rich protein 2b, putative, expressed	LOC_Os08g03520.1	"no descriptionvery weakly similar to (99.8)AT4G36020| Symbols: CSDP1 | CSDP1 (COLD SHOCK DOMAIN PROTEIN 1); nucleic acid binding | chr4:17043446-17044345 REVERSEweakly similar to ( 111)GRP2_NICSYGlycine-rich protein 2 - Nicotiana sylvestris (Wood tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Drf_FH1 CSD Extensin_2 CspC TT_ORF1 GRP cspE PRK09890 PRK07764 PRK10354 Atrophin-1 PRK10943 DUF1421 PRK09937 PRK12323 PRK07003 CSP PRK05648 DUF1210 PRK10819 TonB DUF605 GP38 PRK06958 Tymo_45kd_70kd COG4371 PRK11855 Chorion_1 Gag_spuma Totivirus_coat Trp_oprn_chp FAP tatB DUF1777 Protamine_P2 AceF GRASP55_65 tolA DUF1517 rne DamX Tra5 PRK11633 Trypan_PARP SMN TolA COG1512 MFMR Lipoprotein_2 Protamine_P1 PRK08770 eIF-4B DUF571 MCPVI PRK12727 TrbL PRP8"	stress.abiotic.cold	20_2_2

CUST_137504_PI403524517	2	0.020889282	-0.6660137	-0.11557007	0.08938789	0.19600296	-0.020890236	35_38561	"Cluster: 40S ribosomal protein S3a; n=5; Oryza sativa|Rep: 40S ribosomal protein S3a - Oryza sativa (Rice)"	UniRef90_P49397	CHR4V7|COORD:16548729..16550227| 40S ribosomal protein S3A (RPS3aB)	AT4G34670.1	CHR03V5|COORD:5254038..5257127|protein 40S ribosomal protein S3a, putative, expressed	LOC_Os03g10340.1	no descriptionweakly similar to ( 143)AT4G34670| Symbols:  | 40S ribosomal protein S3A (RPS3aB) | chr4:16548729-16550227 FORWARDweakly similar to ( 160)RS3A_ORYSAnot assigned Ribosomal_S3Ae RPS1A PRK04057	protein.synthesis.misc ribososomal protein	29_2_2

CUST_139998_PI403524517	2	-0.015574455	0.031974316	-0.16196632	0.12663841	-0.22497988	0.015574455	35_39259	"Cluster: Expressed protein; n=3; Arabidopsis thaliana|Rep: Expressed protein - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_O49313	"CHR2V7|COORD:14086051..14087006| similar to MEE4 (maternal effect embryo arrest 4) [Arabidopsis thaliana] (TAIR:AT1G04630.1); similar to F6 [Gossypium hirsutum]"	AT2G33220.1	CHR03V5|COORD:4789993..4787045|protein NADH-ubiquinone oxidoreductase B16.6 subunit, putative, expressed	LOC_Os03g09210.1	"no descriptionmoderately similar to ( 259)AT2G33220| Symbols:  | similar to MEE4 (maternal effect embryo arrest 4) [Arabidopsis thaliana] (TAIR:AT1G04630.1); similar to F6 [Gossypium hirsutum] (GB:CAC84110.1); contains InterPro domain GRIM-19; (InterPro:IPR009346) | chr2:14086051-14087006 FORWARDnot assigned GRIM-19"	not assigned.unknown	35_2

CUST_156037_PI403524517	2	-0.18302822	0.11823511	-0.118234634	0.70760345	0.34273815	-0.20524359	35_43577	"Cluster: Putative ultraviolet-B-repressible protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ultraviolet-B-repressible protein - Oryza sativa"	UniRef90_Q8H452	CHR2V7|COORD:2587865..2588215| PSBX (photosystem II subunit X)	AT2G06520.1	CHR07V5|COORD:28473534..28472780|protein ultraviolet-B-repressible protein, putative, expressed	LOC_Os07g47640.1	no description	not assigned.unknown	35_2

CUST_41098_PI403524517	2	0.2119875	0.46895885	0.020414352	-0.11224413	-0.29698277	-0.020413876	35_11815	"Cluster: Putative RNA recognition motif (RRM)-containing protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative RNA recognition motif (RRM)-containi"	UniRef90_Q6ZCC0	CHR4V7|COORD:12581775..12587303| RNA recognition motif (RRM)-containing protein	AT4G24270.2	CHR08V5|COORD:707503..698210|protein squamous cell carcinoma antigen recognized by T-cells 3, putative, expressed	LOC_Os08g02130.2	no descriptionweakly similar to ( 157)AT4G24270| Symbols:  | RNA recognition motif (RRM)-containing protein | chr4:12581775-12587303 REVERSEnot assigned not assigned not assigned RNA14	RNA.RNA binding	27_4

CUST_78334_PI403524517	2	0.012672901	-0.13539934	-0.012672901	0.27318382	0.34820414	-0.2880745	35_22458	"Cluster: Hypothetical protein OSJNBb0031B09.7; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0031B09.7 - Oryza sativa (japonica cu"	UniRef90_Q6YUV0	0	0	CHR02V5|COORD:4952480..4949529|protein nitrate-induced NOI protein, expressed	LOC_Os02g09630.1	no descriptionPRK12323	not assigned.unknown	35_2

CUST_9246_PI399408534	2	-2.1434805	-0.25903177	0.25903177	2.2369065	-0.5098243	1.1888647	35_26047	"Cluster: Probable indole-3-acetic acid-amido synthetase GH3.8; n=2; Oryza sativa|Rep: Probable indole-3-acetic acid-amido synthetase GH3.8 - Oryza sativa (Rice)"	UniRef90_Q7XIN9	"CHR4V7|COORD:17579716..17581762| YDK1 (AUXIN UPREGULATED1, YADOKARI 1); indole-3-acetic acid amido synthetase"	AT4G37390.1	CHR07V5|COORD:24150384..24147954|protein indole-3-acetic acid-amido synthetase GH3.8, putative, expressed	LOC_Os07g40290.1	" no descriptionmoderately similar to ( 202)AT4G37390| Symbols: GH3.2, BRU6, GH3-2, AUR3, YDK1 | YDK1 (AUXIN UPREGULATED1, YADOKARI 1); indole-3-acetic acid amido synthetase | chr4:17579716-17581762 FORWARDmoderately similar to ( 244)GH38_ORYSAGH3 "	hormone metabolism.auxin.induced-regulated-responsive-activated	17_2_3

CUST_12596_PI403524517	2	-0.06043434	-0.31090546	-0.059077263	0.06472874	0.117191315	0.059077263	35_3599	"Cluster: Os04g0595200 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os04g0595200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JAJ1	"CHR1V7|COORD:25603475..25604902| Identical to UPF0195 protein At1g68310 [Arabidopsis Thaliana] (GB:Q9C9G6); similar to unknown protein [Arabidopsis thaliana]"	AT1G68310.1	CHR04V5|COORD:29865145..29861977|protein expressed protein	LOC_Os04g50864.1	"no descriptionmoderately similar to ( 212)AT1G68310| Symbols:  | Identical to UPF0195 protein At1g68310 [Arabidopsis Thaliana] (GB:Q9C9G6); similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G50845.1); similar to UPF0195 protein At3g09380 (GB:Q9SR25); similar to OSJNBa0006A01.22 [Oryza sativa (japonica cultivar-group)] (GB:CAE05476.1); similar to Os04g0595200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001053732.1); contains InterPro domain Protein of unknown function DUF59; (InterPro:IPR002744) | chr1:25603475-25604902 FORWARDnot assigned COG5133 DUF59"	not assigned.unknown	35_2

CUST_43497_PI403524517	2	0.1013031	-0.1807146	-0.078308105	-0.116493225	0.078308105	0.1634016	35_12487	"Cluster: Putative RING finger 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative RING finger 1 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z8P9	0	0	CHR08V5|COORD:21567414..21569653|protein RING-H2 finger protein ATL2C, putative, expressed	LOC_Os08g34550.1	no description	not assigned.unknown	35_2

CUST_136888_PI403524517	2	-0.23578358	0.17559719	-0.061332703	0.061332703	-0.08607674	0.10192013	35_38387	"Cluster: Os08g0305300 protein; n=4; Oryza sativa (japonica cultivar-group)|Rep: Os08g0305300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J6K0		0	CHR08V5|COORD:12727531..12719179|protein cig3, putative, expressed	LOC_Os08g21350.3	no description	not assigned.unknown	35_2

CUST_24609_PI403524517	2	-0.016641617	0.049711227	-0.026212692	0.036013603	0.016641617	-0.068556786	35_7142	"Cluster: Hypothetical protein B1032F05.18; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1032F05.18 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6YSW1	CHR1V7|COORD:9874283..9875162| similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:BAC84779.1)	AT1G28250.1	CHR07V5|COORD:11778479..11784573|protein expressed protein	LOC_Os07g20410.1	no descriptionvery weakly similar to (95.9)AT1G28250| Symbols:  | similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:BAC84779.1) | chr1:9874283-9875162 FORWARD	not assigned.unknown	35_2

CUST_61072_PI403524517	2	-0.34561348	-0.0032024384	0.1625042	0.18619728	-0.006757736	0.0032014847	35_17424	"Cluster: Glucan endo-1,3-beta-glucosidase precursor (EC 3.2.1.39) ((1->3)-beta- glucan endohydrolase) ((1->3)-beta-glucanase); n=1; Triticum aestivum|Rep:"	UniRef90_P52409	CHR3V7|COORD:20560783..20562981| glycosyl hydrolase family 17 protein / beta-1,3-glucanase, putative	AT3G55430.1	CHR11V5|COORD:28284806..28280672|protein glucan endo-1,3-beta-glucosidase precursor, putative, expressed	LOC_Os11g47820.1	 no descriptionmoderately similar to ( 429)AT3G55430| Symbols:  | glycosyl hydrolase family 17 protein / beta-1,3-glucanase, putative | chr3:20560783-20562981 REVERSEhighly similar to ( 829)E13B_WHEATGlucan endo-1,3-beta-glucosidase precursor - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Glyco_hydro_17 X8 Herpes_BLLF1 PRK07003 PRK12323 Atrophin-1 HPC2 APC_basic DUF1421 Extensin_2 AF-4 Tymo_45kd_70kd PRK07764 KAR9 DUF566 Pneumo_att_G GRASP55_65 PRK05648 DUF1509 Metaviral_G Herpes_TAF50 Drf_FH1 Herpes_UL32 DUF605 PRK08853 DAG1 COG5099 CTF_NFI PRK00708 ETS_PEA3_N Syndecan PRK12495 Ten_N Late_protein_L2 DamX IER PRK10819 Herpes_UL56 PRK11633 PRK08691 DEC-1_N MCPVI 	misc.beta 1,3 glucan hydrolases	26_4

CUST_741_PI403524517	2	-0.6489339	-0.41240072	0.4286375	0.83098173	0.41240072	-0.9795265	35_195	"Cluster: Ribulose bisphosphate carboxylase small chain, chloroplast precursor; n=5; Triticeae|Rep: Ribulose bisphosphate carboxylase small chain,"	UniRef90_Q40004	CHR1V7|COORD:25052128..25052912| ribulose bisphosphate carboxylase small chain 1A / RuBisCO small subunit 1A (RBCS-1A) (ATS1A)	AT1G67090.1	CHR12V5|COORD:11274441..11275784|protein ribulose bisphosphate carboxylase small chain C, chloroplast precursor, putative, expressed	LOC_Os12g19394.1	 no descriptionweakly similar to ( 142)AT5G38410| Symbols:  | ribulose-bisphosphate carboxylase | chr5:15394731-15395536 REVERSEmoderately similar to ( 224)RBS_HORVURibulose bisphosphate carboxylase small chain, chloroplast precursor - Hordeum vulgare (Barley)RuBisCO_small RuBisCO_small rbcS RbcS 	PS.calvin cyle.rubisco small subunit	1_3_2

CUST_12024_PI404877155	2	0.0137376785	-0.41041756	-0.13943005	0.018931389	-0.0137376785	0.09700203	Contig5756_at	small zinc finger-like protein [Oryza sativa (japonica cultivar-group)]	BAC79924.2	mitochondrial import inner membrane translocase (TIM10)	At2g29530.1	protein putative zinc finger protein	Os03g61020	small zinc finger-like protein	RNA.regulation of transcription.unclassified	27_3_99

CUST_46890_PI403524517	2	0.32825375	-0.13477135	-0.15119839	0.016766548	-0.016766548	0.053289413	35_13426	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_1971_PI404877155	2	0.108828545	-1.1292152	-0.40111732	0.43012142	0.17938137	-0.108828545	Contig1222_s_at	plasma membrane integral protein ZmPIP2-1 [Zea mays]	AAK26758.1	aquaporin, putative	At3g54820.1	protein MIP family channel proteins, putative	Os07g26690	"plasma membrane intrinsic protein 1/PIP2.5; aquaporin MIP"	transport.Major Intrinsic Proteins.PIP	34_19_1

CUST_137312_PI403524517	2	0.11287975	-0.06594181	0.015638351	-0.027666092	0.029657364	-0.015639305	35_38507	"Cluster: 26S protease regulatory subunit 6B homolog; n=7; Magnoliophyta|Rep: 26S protease regulatory subunit 6B homolog - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9SEI4	"CHR5V7|COORD:23586381..23588342| RPT3 (root phototropism 3); ATPase"	AT5G58290.1	CHR02V5|COORD:13059106..13063964|protein 26S protease regulatory subunit 6B, putative, expressed	LOC_Os02g21970.1	"no descriptionmoderately similar to ( 305)AT5G58290| Symbols: RPT3 | RPT3 (root phototropism 3); ATPase | chr5:23586381-23588342 FORWARDmoderately similar to ( 301)PRS6B_SOLTU26S protease regulatory subunit 6B homolog - Solanum tuberosum (Potato)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned RPT1 PRK03992 SpoVK HflB hflB AAA COG1223"	protein.degradation.ubiquitin.proteasom	29_5_11_20

CUST_10321_PI404877155	2	-0.0631752	-0.3129425	0.005887985	0.053349495	-0.0058870316	0.13928604	Contig4084_at	putative transaldolase [Oryza sativa (japonica cultivar-group)] dbj|BAB89667.1| putative transaldolase [Oryza sativa (japonica cultivar-grou	NP_914868.1	transaldolase, putative	At5g13420.1	protein transaldolase, putative	Os01g70170	transaldolase	OPP.non-reductive PP.transaldolase	7_2_02

CUST_145257_PI403524517	2	-0.17508554	0.16651058	-0.06819248	0.2861619	-0.33588266	0.06819296	35_40674	"Cluster: GTP-binding signal recognition particle SRP54, G-domain; n=1; Medicago truncatula|Rep: GTP-binding signal recognition particle SRP54, G-domain - Medica"	UniRef90_Q1SSS8	CHR4V7|COORD:14938148..14940606| signal recognition particle receptor alpha subunit family protein	AT4G30600.1	CHR08V5|COORD:23589406..23584742|protein signal recognition particle receptor alpha subunit, putative, expressed	LOC_Os08g37444.3	no descriptionvery weakly similar to (92.4)AT4G30600| Symbols:  | signal recognition particle receptor alpha subunit family protein | chr4:14938148-14940606 REVERSEnot assigned	protein.targeting.secretory pathway.unspecified	29_3_4_99

CUST_24925_PI399408534	2	0.16458035	0.27261066	0.062597275	-0.24417782	-0.14780998	-0.06259632	35_8322	"Cluster: Putative ATP synthase mitochondrial F1 complex assembly factor2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ATP synthase mitochondrial"	UniRef90_Q7F1Y6	CHR5V7|COORD:16300878..16302389| ATP12 protein-related	AT5G40660.1	CHR07V5|COORD:26807368..26804727|protein ATP12 ATPase, putative, expressed	LOC_Os07g44940.1	no descriptionweakly similar to ( 184)AT5G40660| Symbols:  | ATP12 protein-related | chr5:16300878-16302389 REVERSEnot assigned COG5387	RNA.regulation of transcription.unclassified	27_3_99

CUST_116224_PI403524517	2	0.43970776	-0.7878108	-0.14574099	-0.010630608	0.19368601	0.010630608	35_32953	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_72208_PI403524517	2	0.08684921	0.27161026	-0.08684921	-0.09702301	0.15533733	-0.1821413	35_20696	"Cluster: Putative N7 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative N7 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z843	CHR4V7|COORD:2761103..2762397| F-box family protein (FBL20)	AT4G05460.1	CHR02V5|COORD:12618499..12613764|protein ubiquitin-protein ligase, putative, expressed	LOC_Os02g21260.1	no descriptionweakly similar to ( 116)AT4G05460| Symbols:  | F-box family protein (FBL20) | chr4:2761103-2762397 REVERSEnot assigned not assigned	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_80455_PI403524517	2	0.0020008087	0.44892406	-0.0020017624	-0.19087982	-0.06645393	0.023227692	35_23073	"Cluster: Peptidylprolyl isomerase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Peptidylprolyl isomerase-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q653M6	"CHR1V7|COORD:20060680..20063176| ATCYP59/CYP59 (CYCLOPHILIN 59); RNA binding / nucleic acid binding / peptidyl-prolyl cis-trans isomerase"	AT1G53720.1	CHR06V5|COORD:27791511..27797567|protein peptidyl-prolyl cis-trans isomerase-like 4, putative, expressed	LOC_Os06g45910.1	" no descriptionweakly similar to ( 142)AT1G53720| Symbols: ATCYP59, CYP59 | ATCYP59/CYP59 (CYCLOPHILIN 59); RNA binding / nucleic acid binding / peptidyl-prolyl cis-trans isomerase | chr1:20060680-20063176 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12678 DUF1777 "	cell.cycle	31_3

CUST_2155_PI404877155	2	0.12981987	0.18669605	-0.03096199	-0.14207363	-0.10285759	0.030961037	Contig12472_at	ESTs AU077984(C62969),D41648(S4289), AU063584(C62969) correspond to a region of the predicted gene.~Similar to putative	BAA83556.1	zinc finger (Ran-binding) family protein	At3g15680.1	protein Zn-finger in Ran binding protein and others, putative	Os06g04920	zinc finger (Ran-binding) family protein, contains Pfam domain, PF00641: Zn-finger in Ran binding protein and others	signalling.G-proteins	30_5

CUST_113587_PI403524517	2	0.20184803	-0.030842304	0.030841827	0.052268505	-0.20273781	-0.030842304	35_32241	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_13777_PI404877155	2	0.4132595	-0.26652908	-0.17549324	0.46345615	0.17549324	-0.46887445	Contig7522_s_at	oxygen evolving complex protein-like [Oryza sativa (japonica cultivar-group)]	BAD03159.1	photosystem II reaction center PsbP family protein	At3g55330.1	protein PsbP, putative	Os08g25900	photosystem II reaction center PsbP family protein, contains Pfam profile PF01789: PsbP	PS.lightreaction.photosystem II.PSII polypeptide subunits	1_01_01_02

CUST_73085_PI403524517	2	0.038297653	0.16229153	-0.0070295334	-0.19679356	-0.061307907	0.0070295334	35_20957	"Cluster: Hypothetical protein P0582D05.115; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0582D05.115 - Oryza sativa (japonica cultivar"	UniRef90_Q7EZS0	CHR1V7|COORD:11841057..11842936| electron carrier/ iron ion binding	AT1G32730.1	CHR08V5|COORD:1646303..1642693|protein expressed protein	LOC_Os08g03550.1	no descriptionweakly similar to ( 177)AT1G32730| Symbols:  | electron carrier/ iron ion binding | chr1:11841057-11842936 FORWARD	not assigned.unknown	35_2

CUST_131648_PI403524517	2	0.025238037	0.33399677	-0.025237083	-0.036345482	-0.059165955	0.14844704	35_36972	"Cluster: Succinate semialdehyde dehydrogenase, mitochondrial precursor (EC 1.2.1.24) (At-SSADH1) (NAD(+)-dependent succinic semialdehyde dehydrogenase); n=1; Ar"	UniRef90_Q9SAK4	"CHR1V7|COORD:29887418..29892168| ALDH5F1 (SUCCINIC SEMIALDEHYDE DEHYDROGENASE); 3-chloroallyl aldehyde dehydrogenase/ succinate-semialdehyde dehydrogenase"	AT1G79440.1	CHR02V5|COORD:4044575..4052423|protein succinate semialdehyde dehydrogenase, mitochondrial precursor, putative, expressed	LOC_Os02g07760.2	" no descriptionvery weakly similar to (89.4)AT1G79440| Symbols: SSADH1, SSADH, ALDH5F1 | ALDH5F1 (SUCCINIC SEMIALDEHYDE DEHYDROGENASE); 3-chloroallyl aldehyde dehydrogenase/ succinate-semialdehyde dehydrogenase | chr1:29887418-29892168 REVERSEnot assigned not assigned gabD Aldedh PutA "	amino acid metabolism.synthesis.central amino acid metabolism.GABA.SSADH	13_1_1_1_3

CUST_160399_PI403524517	2	0.02072525	0.30799866	-0.0010957718	-0.10055828	0.0010957718	-0.04030037	35_44759	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_148413_PI403524517	2	0.07961178	0.13915443	-0.15222168	-0.00196743	0.00196743	-0.05329609	35_41519	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_52107_PI403524517	2	0.15328407	-0.33924103	-0.029625893	0.018655777	-0.01865673	0.090735435	35_14850	"Cluster: Cell division control protein 48 homolog E; n=13; Magnoliophyta|Rep: Cell division control protein 48 homolog E - Arabidopsis thaliana (Mouse-ear cress"	UniRef90_Q9LZF6	"CHR5V7|COORD:810090..813132| (Cell division control protein 48 homolog E); ATPase"	AT5G03340.1	CHR03V5|COORD:2835793..2831404|protein cell division control protein 48 homolog E, putative, expressed	LOC_Os03g05730.1	"no descriptionnearly identical (1323)AT5G03340| Symbols:  | (Cell division control protein 48 homolog E); ATPase | chr5:810090-813132 REVERSEnearly identical (1324)CDC48_SOYBNCell division cycle protein 48 homolog - Glycine max (Soybean)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned SpoVK RPT1 PRK03992 AAA HflB hflB COG1223 CDC48_N AAA clpA AAA ruvB COG0714 RuvB MGS1 DnaA PRK04195 clpX ClpX"	cell.division	31_2

CUST_121778_PI403524517	2	-0.9755726	-0.7385063	0.11856365	0.03755951	0.2974224	-0.037558556	35_34385	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_37495_PI403524517	2	-1.1223421	0.31800842	0.59022045	-0.031241417	0.03124237	-0.8154087	35_10798	Rep: H0219H12.6 protein - Oryza sativa (Rice)	UniRef90_Q01IJ1	CHR3V7|COORD:10985482..10987004| amino acid transporter family protein	AT3G28960.1	CHR04V5|COORD:22752744..22753223|protein amino acid permease, putative	LOC_Os04g38670.1	no descriptionvery weakly similar to (97.8)AT3G28960| Symbols:  | amino acid transporter family protein | chr3:10985482-10987004 REVERSEnot assigned not assigned not assigned Aa_trans	transport.amino acids	34_3

CUST_158889_PI403524517	2	0.08591795	-0.32678318	0.05971241	0.23126078	-0.05971241	-0.44670773	35_44354	"Cluster: Hypothetical protein OJ1212_C10.14; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1212_C10.14 - Oryza sativa (japonica cultiv"	UniRef90_Q6AVB6		0	CHR12V5|COORD:3526563..3524514|protein transposon protein, putative, Pong sub-class, expressed	LOC_Os12g07180.1	no description	not assigned.unknown	35_2

CUST_14952_PI399408534	2	-0.055776596	-0.061310768	0.055775642	0.066516876	0.11625862	-0.07990265	35_3876	"Cluster: OSJNBa0058G03.4 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0058G03.4 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XRM0	CHR5V7|COORD:23332220..23334909| calmodulin-binding protein	AT5G57580.1	CHR04V5|COORD:21930695..21936321|protein calmodulin binding protein, putative, expressed	LOC_Os04g36660.1	no descriptionweakly similar to ( 105)AT5G57580| Symbols:  | calmodulin-binding protein | chr5:23332220-23334909 REVERSE	signalling.calcium	30_3

CUST_162740_PI403524517	2	0.07098341	-0.18197632	-0.07098341	0.097383976	0.19759464	-0.55943966	35_45393	"Cluster: Os09g0449400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os09g0449400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J1D0		0	CHR09V5|COORD:16821215..16824664|protein zinc finger, C2H2 type family protein, expressed	LOC_Os09g27650.1	no description	not assigned.unknown	35_2

CUST_14645_PI399408534	2	-1.1038618	0.08224487	-0.81830597	-0.046673775	0.23880291	0.04667282	35_22719	Rep: H0501D11.4 protein - Oryza sativa (Rice)	UniRef90_Q01IK0	"CHR2V7|COORD:19172847..19173843| ATHB-7 (ARABIDOPSIS THALIANA HOMEOBOX 7); transcription factor"	AT2G46680.1	CHR04V5|COORD:26905080..26906418|protein homeodomain-leucine zipper transcription factor TaHDZipI-1, putative, expressed	LOC_Os04g45810.1	 no descriptionweakly similar to ( 114)AT2G46680| Symbols: ATHB7, ATHB-7 | ATHB-7 (ARABIDOPSIS THALIANA HOMEOBOX 7) | chr2:19172847-19173843 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Homeobox HOX homeodomain COG5576 PRK12678 	RNA.regulation of transcription.HB,Homeobox transcription factor family	27_3_22

CUST_23038_PI399408534	2	-0.013338089	0.23931503	0.013339043	-0.09981346	-0.048620224	0.04693985	35_20226	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10MJ9	CHR5V7|COORD:20054564..20062680| transducin family protein / WD-40 repeat family protein	AT5G49430.1	CHR03V5|COORD:10861878..10845331|protein nucleotide binding protein, putative, expressed	LOC_Os03g19340.1	no descriptionweakly similar to ( 160)AT5G49430| Symbols:  | transducin family protein / WD-40 repeat family protein | chr5:20054564-20062680 REVERSEnot assigned	RNA.regulation of transcription.Bromodomain proteins	27_3_42

CUST_12830_PI404877155	2	0.05091667	-0.002327919	-0.050356865	-0.03241825	0.002327919	0.11567497	Contig6569_at	acetyl-CoA synthetase, putative / acetate-CoA ligase, putative [Arabidopsis thaliana]	NP_198504.1	acetyl-CoA synthetase, putative / acetate-CoA ligase, putative	At5g36880.1	protein acetate--CoA ligase	Os02g32490	"acetyl-CoA synthetase, putative / acetate-CoA ligase, putative, similar to SP:P27550 (Escherichia coli) and gi:8439651 (Homo sapiens); contains Pfam AMP-binding enzyme domain PF00501 or  similar to acyl-activating enzyme 17 (AAE17) [Arabidopsis thaliana]"	lipid metabolism.FA synthesis and FA elongation.acyl coa ligase	11_1_08

CUST_81094_PI403524517	2	0.014943123	0.5736742	0.16181946	-0.1032505	-0.014943123	-0.046938896	35_23261	Rep: B0812A04.2 protein - Oryza sativa (Rice)	UniRef90_Q25A96	CHR5V7|COORD:22830994..22833388| carbonic anhydrase family protein	AT5G56330.1	CHR04V5|COORD:22891634..22889022|protein microtubule motor, putative, expressed	LOC_Os04g38880.1	no descriptionPRK12678	not assigned.unknown	35_2

CUST_6397_PI404877155	2	0.23824501	-0.26904106	-0.094405174	0.25859833	0.094405174	-0.27182817	Contig1916_s_at	putative photosystem II subunit (22KDa) precursor [Oryza sativa (japonica cultivar-group)] dbj|BAB89811.1| putative photosystem II subunit P	NP_915673.1	photosystem II 22kDa protein, chloroplast / CP22 (PSBS)	At1g44575.1	protein Chlorophyll A-B binding protein, putative	Os01g64960	photosystem II subunit (22KDa)	PS.lightreaction.photosystem II.PSII polypeptide subunits	1_01_01_02

CUST_33992_PI399408534	2	-0.026909828	0.46787834	0.03892517	-0.13247204	0.026909828	-0.07294941	35_5377	Rep: Stress responsive gene 6, Srg6 - Hordeum vulgare (Barley)	UniRef90_Q8VWH9	CHR2V7|COORD:15414145..15416509| DNA binding	AT2G36740.1	CHR08V5|COORD:5397999..5394566|protein vacuolar protein sorting protein 72, putative, expressed	LOC_Os08g09320.1	no descriptionmoderately similar to ( 289)AT2G36740| Symbols:  | DNA binding | chr2:15414145-15416509 REVERSEnot assigned not assigned YL1 YL1_C	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_154555_PI403524517	2	0.015678406	0.35008907	0.09647751	-0.15470123	-0.01567936	-0.09653854	35_43186	Rep: SKP1/ASK1-like protein - Triticum aestivum (Wheat)	UniRef90_Q7XYF8	"CHR2V7|COORD:10955992..10956629| ASK3 (ARABIDOPSIS SKP1-LIKE 3); protein binding / ubiquitin-protein ligase"	AT2G25700.1	CHR11V5|COORD:14959191..14962095|protein SKP1-like protein 1A, putative, expressed	LOC_Os11g26910.1	"no descriptionvery weakly similar to (89.7)AT1G20140| Symbols: ASK4 | ASK4 (ARABIDOPSIS SKP1-LIKE 4); ubiquitin-protein ligase | chr1:6986421-6987070 FORWARDnot assigned Skp1 Skp1_POZ SKP1"	protein.degradation.ubiquitin.E3.SCF.SKP	29_5_11_4_3_1

CUST_126228_PI403524517	2	0.5080166	-2.6188598	-0.27660656	0.90021896	0.14863491	-0.14863539	35_35534	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_139080_PI403524517	2	0.09265089	-0.11180687	0.22194862	-0.17205334	0.08197832	-0.08197832	35_39010	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_62814_PI403524517	2	0.11162186	-0.5815191	-0.13574982	0.06869984	0.040639877	-0.04064083	35_17910	"Cluster: Putative nucleolar protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative nucleolar protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69MP1	CHR4V7|COORD:13419635..13423424| nucleolar protein, putative	AT4G26600.1	CHR09V5|COORD:21827697..21833011|protein proliferating-cell nucleolar antigen p120, putative, expressed	LOC_Os09g37860.1	 no descriptionmoderately similar to ( 233)AT4G26600| Symbols:  | nucleolar protein, putative | chr4:13419635-13423424 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned Sun Nol1_Nop2_Fmu yebU PRK10901 Caldesmon CDC27 	DNA.synthesis/chromatin structure	28_1

CUST_115444_PI403524517	2	0.17610407	-0.019816875	0.007920265	-0.007920742	0.08133888	-0.1475811	35_32746	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_39720_PI403524517	2	0.32355976	-0.19729996	0.055530548	-0.055530548	0.1037097	-0.15284967	35_11420	"Cluster: Putative very-long-chain fatty acid condensing enzyme; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative very-long-chain fatty acid condensing"	UniRef90_Q650T5	0	0	CHR09V5|COORD:20356971..20358605|protein acyltransferase, putative, expressed	LOC_Os09g34930.1	no description	not assigned.unknown	35_2

CUST_81306_PI403524517	2	0.08784485	0.15963554	0.029127121	-0.12637329	-0.13191032	-0.029127121	35_23321	Rep: Minus agglutinin - Chlamydomonas reinhardtii	UniRef90_Q6SSE8	CHR1V7|COORD:26559818..26562657| protein kinase, putative	AT1G70460.1	CHR08V5|COORD:395077..393302|protein vegetative cell wall protein gp1 precursor, putative, expressed	LOC_Os08g01690.1	no descriptionnot assigned not assigned PRK07764	not assigned.unknown	35_2

CUST_18051_PI399408534	2	0.23754978	0.54888725	0.04972744	-0.06371355	-0.15226221	-0.04972744	35_29665	"Cluster: Regulatory protein Viviparous-1-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Regulatory protein Viviparous-1-like - Oryza sativa (japonica"	UniRef90_Q5N8D2	"CHR3V7|COORD:9855262..9856985| FUS3 (FUSCA 3); DNA binding / transcription factor"	AT3G26790.1	CHR01V5|COORD:29964938..29969748|protein regulatory protein viviparous-1, putative, expressed	LOC_Os01g51610.1	"no descriptionweakly similar to ( 143)AT3G26790| Symbols: FUS3 | FUS3 (FUSCA 3); DNA binding / transcription factor | chr3:9855262-9856985 REVERSEweakly similar to ( 124)VIV1_MAIZERegulatory protein viviparous-1 - Zea mays (Maize)not assigned B3"	RNA.regulation of transcription.ABI3/VP1-related B3-domain-containing transcription factor family	27_3_1

CUST_64769_PI403524517	2	-0.037597656	-0.5099106	-0.079185486	0.037596703	0.08873367	0.0734787	35_18495	"Cluster: Hypothetical protein OJ1115_B01.29; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1115_B01.29 - Oryza sativa (japonica cultiv"	UniRef90_Q6ZIG3	"CHR4V7|COORD:17477332..17478553| similar to Os02g0186700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001046122.1); similar to villin [Dictyostelium"	AT4G37090.1	CHR02V5|COORD:4820461..4822679|protein expressed protein	LOC_Os02g09380.1	"no descriptionvery weakly similar to (82.8)AT4G37090| Symbols:  | similar to Os02g0186700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001046122.1); similar to villin [Dictyostelium discoideum AX4] (GB:XP_001134479.1) | chr4:17477332-17478553 FORWARD"	not assigned.unknown	35_2

CUST_20564_PI399408534	2	0.37949944	-0.031235695	0.055529594	-0.12090969	0.031236172	-0.08372784	35_18010	"Cluster: HUA enhancer 2; n=1; Oryza sativa (japonica cultivar-group)|Rep: HUA enhancer 2 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53PH9	"CHR2V7|COORD:2895132..2900906| HEN2 (HUA ENHANCER 2); ATP-dependent helicase"	AT2G06990.1	CHR11V5|COORD:3804489..3797366|protein helicase C6F12.16c, putative, expressed	LOC_Os11g07500.2	"no descriptionmoderately similar to ( 395)AT2G06990| Symbols: HEN2 | HEN2 (HUA ENHANCER 2); ATP-dependent helicase | chr2:2895132-2900906 FORWARDnot assigned not assigned not assigned COG4581 PRK01172 COG1204 PRK02362"	RNA.processing	27_1

CUST_60317_PI403524517	2	0.022471428	0.18540859	0.20292187	-0.31106377	-0.18919563	-0.022470474	35_17194	"Cluster: RNA polymerase Rpb5, N-terminal domain containing protein, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: RNA polymerase Rpb5, N-terminal"	UniRef90_Q2QXY2	CHR3V7|COORD:21136857..21138449| eukaryotic rpb5 RNA polymerase subunit family protein	AT3G57080.1	CHR12V5|COORD:1919667..1916846|protein DNA-directed RNA polymerase II 23 kDa polypeptide, putative, expressed	LOC_Os12g04510.1	no descriptionweakly similar to ( 199)AT3G57080| Symbols:  | eukaryotic rpb5 RNA polymerase subunit family protein | chr3:21136857-21138449 FORWARDnot assigned RNA_pol_Rpb5_N RNA_pol_Rpb5_C RPB5 rpoH	RNA.transcription	27_2

CUST_103832_PI403524517	2	0.15690899	0.7614956	0.05674362	-0.21977997	-0.24084187	-0.056744576	35_29601	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_27761_PI403524517	2	-0.030905724	0.0309062	-0.12451172	0.105894566	0.32652426	-0.09258795	35_8028	Rep: Lysyl-tRNA synthetase - Oryza sativa (Rice)	UniRef90_Q6F2U9	CHR3V7|COORD:3702365..3705619| lysyl-tRNA synthetase, putative / lysine--tRNA ligase, putative	AT3G11710.1	CHR03V5|COORD:21628223..21619844|protein lysyl-tRNA synthetase, putative, expressed	LOC_Os03g38980.2	 no descriptionweakly similar to ( 192)AT3G11710| Symbols:  | lysyl-tRNA synthetase, putative / lysine--tRNA ligase, putative | chr3:3702365-3705619 REVERSEmoderately similar to ( 208)SYK_ORYSAnot assigned LysU LysRS_N lysS lysS Asp_Lys_Asn_RS_N tRNA_anti 	protein.aa activation.lysine-tRNA ligase	29_1_6

CUST_22764_PI403524517	2	-0.3002615	0.22519112	-0.150733	-0.023893356	0.08230686	0.023893356	35_6609	"Cluster: Os02g0279600 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os02g0279600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E223	CHR1|COORD:11676941..11678427| expressed protein	AT1G32370.4	CHR02V5|COORD:10330711..10333820|protein TOM2B, putative, expressed	LOC_Os02g17850.1	 no descriptionvery weakly similar to (90.1)AT1G32370| Symbols: TTM1, TOM2B | TOM2B (tobamovirus multiplication protein 2B) | chr1:11676985-11678012 FORWARD	stress.biotic	20_1

CUST_64975_PI403524517	2	0.24050331	-0.1619997	-0.04780674	0.11967945	0.04780674	-0.54036856	35_18552	"Cluster: 2Fe-2S iron-sulfur cluster protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: 2Fe-2S iron-sulfur cluster protein-like - Oryza sativa (japon"	UniRef90_Q7XHS1	CHR3V7|COORD:5507097..5508326| ferredoxin-related	AT3G16250.1	CHR07V5|COORD:18147391..18149018|protein electron carrier/ electron transporter/ iron ion binding protein, putative, expressed	LOC_Os07g30670.2	no descriptionvery weakly similar to (96.7)AT3G16250| Symbols:  | ferredoxin-related | chr3:5507097-5508326 REVERSE	PS.lightreaction.other electron carrier (ox/red).ferredoxin	1_1_5_2

CUST_1037_PI404877155	2	0.23556328	1.0741415	-0.23556328	-0.32326412	-0.4386711	0.31486988	Contig11055_at	OSJNBb0091E11.4 [Oryza sativa (japonica cultivar-group)] emb|CAE02051.2| OJ990528_30.9 [Oryza sativa (japonica cultivar-group)]	CAD41535.1	ethylene-responsive protein, putative	At1g05710.3	protein hypothetical protein	Os04g41570	gi|21740790|emb|CAD41535.1| OSJNBb0091E11.4	hormone metabolism.ethylene.induced-regulated-responsive-activated	17_5_3

CUST_56002_PI403524517	2	-0.09388733	-0.00729084	0.0072898865	0.05105877	-0.063038826	0.09003925	35_15941	"Rep: AAA ATPase, central region; MIT - Medicago truncatula (Barrel medic)"	UniRef90_Q1SGD5	CHR2V7|COORD:11788303..11790807| AAA-type ATPase family protein / vacuolar sorting protein-related	AT2G27600.1	CHR01V5|COORD:2219639..2212388|protein vacuolar sorting protein 4b, putative, expressed	LOC_Os01g04814.1	no descriptionhighly similar to ( 711)AT2G27600| Symbols:  | AAA-type ATPase family protein / vacuolar sorting protein-related | chr2:11788303-11790807 FORWARDweakly similar to ( 170)CDC48_SOYBNCell division cycle protein 48 homolog - Glycine max (Soybean)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned SpoVK RPT1 PRK03992 AAA HflB hflB COG1223 MIT_VPS4 Vps4_C MIT MIT MIT PRK12323 AAA Tymo_45kd_70kd PRK07003 MIT_2 PRK12678 AAA Atrophin-1 DUF566 PRK07764 Herpes_BLLF1 AF-4 APC_basic COG0714 PRK04195 Drf_FH1 HPC2 infB PRK09169 Pneumo_att_G MIT_SNX15 PRK05648 DUF1421 Extensin_2	protein.degradation.AAA type	29_5_9

CUST_108137_PI403524517	2	-0.0066514015	0.699873	0.24447727	-0.38066244	0.0066518784	-0.21256399	35_30763	"Cluster: Hypothetical protein OSJNBb0046L23.3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0046L23.3 - Oryza sativa (japonica cu"	UniRef90_Q6YXC6	CHR2V7|COORD:6406761..6407837| AGP9 (ARABINOGALACTAN PROTEIN 9)	AT2G14890.1	CHR02V5|COORD:21945906..21944016|protein expressed protein	LOC_Os02g36350.2	no descriptionnot assigned	not assigned.unknown	35_2

CUST_47073_PI403524517	2	-0.016994	-0.36986446	0.016993523	0.09838152	0.16906357	-0.6698961	35_13480	"Cluster: Phosphatidylcholine acyltransferase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Phosphatidylcholine acyltransferase-like - Oryza sativa"	UniRef90_Q6K3D9	CHR1V7|COORD:1031702..1036127| phosphatidylcholine-sterol O-acyltransferase	AT1G04010.1	CHR02V5|COORD:34882553..34876958|protein sterol esterification protein, putative	LOC_Os02g56910.1	no descriptionmoderately similar to ( 265)AT1G04010| Symbols:  | phosphatidylcholine-sterol O-acyltransferase | chr1:1031702-1036127 REVERSEnot assigned LACT	lipid metabolism.'exotics' (steroids, squalene etc)	11_8

CUST_14259_PI399408534	2	-0.08922863	0.5361757	-0.06343222	0.06343174	0.14642048	-0.068461895	35_28057	Rep: Cryptochrome 2 - Hordeum vulgare (Barley)	UniRef90_Q947B2	CHR1V7|COORD:1185718..1187900| CRY2 (CRYPTOCHROME 2)	AT1G04400.2	CHR02V5|COORD:24909993..24916230|protein cryptochrome 2 apoprotein, putative, expressed	LOC_Os02g41550.2	 no descriptionvery weakly similar to (61.2)AT1G04400| Symbols: FHA, AT-PHH1, PHH1, CRY2 | CRY2 (CRYPTOCHROME 2) | chr1:1185718-1187900 REVERSEvery weakly similar to (61.2)PHR1_SINALDeoxyribodipyrimidine photo-lyase - Sinapis alba (White mustard) (Brassica hirta)	signalling.light	30_11

CUST_105354_PI403524517	2	0.25239277	-0.110630035	-0.07533646	0.03790903	0.057857037	-0.037908554	35_30007	"Cluster: Putative S-adenosyl-L-methionine Mg-protoporphyrin IX methyltransferase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative S-adenosyl-L-methion"	UniRef90_Q9SNL7	"CHR4V7|COORD:12877025..12878138| CHLM (MAGNESIUM-PROTOPORPHYRIN IX METHYLTRANSFERASE); magnesium protoporphyrin IX methyltransferase"	AT4G25080.1	CHR06V5|COORD:1734108..1732989|protein magnesium-protoporphyrin O-methyltransferase, putative, expressed	LOC_Os06g04150.1	no descriptionvery weakly similar to (76.6)AT4G25080| Symbols: CHLM | CHLM (MAGNESIUM-PROTOPORPHYRIN IX METHYLTRANSFERASE) | chr4:12877025-12878138 FORWARDnot assigned PRK07580 UbiG	tetrapyrrole synthesis.magnesium protoporphyrin IX methyltransferase	19_11

CUST_156871_PI403524517	2	0.43404293	0.07089472	-0.07089472	-0.24282122	0.08995724	-0.36567116	35_43811	Rep: Fgenesh protein 43 - Beta vulgaris (Sugar beet)	UniRef90_Q20CD8	CHR3V7|COORD:5306013..5307771| phospholipase/carboxylesterase family protein	AT3G15650.1	CHR01V5|COORD:24603943..24607897|protein acyl-protein thioesterase 2, putative, expressed	LOC_Os01g42690.1	no descriptionvery weakly similar to (53.5)AT5G20060| Symbols:  | carboxylic ester hydrolase | chr5:6776802-6779449 FORWARD	lipid metabolism.lipid degradation.lysophospholipases.carboxylesterase	11_9_3_2

CUST_183184_PI403524517	2	-0.051987648	-0.2992134	-0.042603493	0.19865417	0.042603493	0.099565506	35_50913	"Cluster: LMBR1 integral membrane family protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: LMBR1 integral membrane family protein-like - Oryza sativ"	UniRef90_Q658I5	CHR5V7|COORD:186822..190007| LMBR1 integral membrane family protein	AT5G01460.1	CHR06V5|COORD:1489635..1484906|protein LMBR1-like conserved region family protein, expressed	LOC_Os06g03760.2	no descriptionvery weakly similar to (72.0)AT5G01460| Symbols:  | LMBR1 integral membrane family protein | chr5:186822-190007 FORWARD	not assigned.no ontology	35_1

CUST_179106_PI403524517	2	-0.02200222	-0.16663456	0.046710014	0.06531906	-0.008929253	0.008928299	35_49815	"Cluster: Putative chloride channel protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative chloride channel protein - Oryza sativa (japonica cultivar"	UniRef90_Q6Z673	"CHR1V7|COORD:20791004..20793979| CLC-F (CHLORIDE CHANNEL F); voltage-gated chloride channel"	AT1G55620.1	CHR02V5|COORD:29898211..29893379|protein chloride channel protein CLC-f, putative, expressed	LOC_Os02g48880.2	" no descriptionmoderately similar to ( 206)AT1G55620| Symbols: ATCLC-F, CLC-F | CLC-F (CHLORIDE CHANNEL F); voltage-gated chloride channel | chr1:20791004-20794656 REVERSEnot assigned Voltage_gated_ClC Voltage_CLC EriC EriC PRK01862 EriC_like PRK05277 ClC_euk ClC_3_like ClC_like PRK01610 ClC_6_like ClC_1_like "	transport.unspecified anions	34_18

CUST_129378_PI403524517	2	0.012741089	0.9359493	-0.24347782	-0.012741089	-0.30052185	0.119140625	35_36348	Rep: Hypothetical protein - Gibberella zeae (Fusarium graminearum)	UniRef90_Q4IGH4		0	0	0	no description	not assigned.unknown	35_2

CUST_20790_PI399408534	2	-0.02599144	0.025990486	-0.21631813	-0.06887436	0.040239334	0.051672935	35_5824	"Cluster: Transducin family protein / WD-40 repeat family protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Transducin family protein / WD-40"	UniRef90_Q5N9R6	CHR3V7|COORD:18330234..18335358| transducin family protein / WD-40 repeat family protein	AT3G49400.1	CHR01V5|COORD:29436783..29446209|protein expressed protein	LOC_Os01g50690.1	no descriptionvery weakly similar to (57.0)AT3G49400| Symbols:  | transducin family protein / WD-40 repeat family protein | chr3:18330234-18335358 REVERSE	RNA.regulation of transcription.MADS box transcription factor family	27_3_24

CUST_10200_PI404877155	2	0.0036010742	-0.6057663	-0.17627144	-0.003602028	0.010809898	0.070477486	Contig391_at	putative malate dehydrogenase [Oryza sativa (japonica cultivar-group)] gb|AAM00435.1| malate dehydrogenase [Oryza sativa]	NP_917241.1	malate dehydrogenase (NAD), mitochondrial	At1g53240.1	protein malate dehydrogenase, NAD-dependent	Os05g49880	putative malate dehydrogenase	TCA / org. transformation.TCA.malate DH	8_1_09

CUST_50553_PI403524517	2	0.010461807	-0.052116394	-0.052116394	0.032907486	-0.010461807	0.037872314	35_14431	Rep: 40S ribosomal protein S4 - Zea mays (Maize)	UniRef90_O22424	CHR5V7|COORD:23636825..23638122| 40S ribosomal protein S4 (RPS4D)	AT5G58420.1	CHR02V5|COORD:319129..316555|protein 40S ribosomal protein S4, putative, expressed	LOC_Os02g01560.1	no descriptionmoderately similar to ( 444)AT5G58420| Symbols:  | 40S ribosomal protein S4 (RPS4D) | chr5:23636825-23638122 FORWARDmoderately similar to ( 458)RS4_ORYSAnot assigned RPS4A PRK04313 Ribosomal_S4e RS4NT	protein.synthesis.misc ribososomal protein	29_2_2

CUST_135409_PI403524517	2	0.18744946	0.07700157	0.05798006	-0.05798006	-0.68381834	-0.091649055	35_37983	"Cluster: Putative polyprotein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative polyprotein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q75LQ3		0	CHR03V5|COORD:15515748..15521685|protein retrotransposon protein, putative, unclassified	LOC_Os03g27140.1	no description	not assigned.unknown	35_2

CUST_114749_PI403524517	2	-0.043135643	-0.30887032	-0.17151451	0.2040348	0.043136597	0.054183006	35_32565	"Cluster: Putative chloride channel protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative chloride channel protein - Oryza sativa (japonica cultivar"	UniRef90_Q6Z673	CHR1V7|COORD:22496859..22500684| proline-rich family protein	AT1G61080.1	CHR02V5|COORD:29898211..29893379|protein chloride channel protein CLC-f, putative, expressed	LOC_Os02g48880.2	no descriptionnot assigned not assigned not assigned not assigned not assigned PRK07003 TT_ORF1 PRK07764 PRK12678	not assigned.unknown	35_2

CUST_18675_PI404877155	2	0.0054893494	0.2256031	-0.251194	-0.0054883957	-0.22331238	0.038176537	HVSMEm0007K04r2_at	pleiotropic drug resistance like protein [Nicotiana tabacum]	BAB92011.1	ABC transporter family protein	At1g15520.1	protein ABC transporter, putative	Os09g16330	"PDR12;PLEIOTROPIC DRUG RESISTANCE 12;ABC transporter family involved in resistant to lead. Localizes to plasma membrane. Upregulated by lead. Expressed in leaves, flowers. Not expressed in roots."	transport.ABC transporters and multidrug resistance systems	34_16

CUST_103917_PI403524517	2	0.051254272	-0.41724873	-0.06994438	0.05447197	0.09379864	-0.051255226	35_29624	"Cluster: Acyl-activating enzyme 18, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Acyl-activating enzyme 18, putative,"	UniRef90_Q10BT3	CHR1V7|COORD:20637037..20640325| ligase	AT1G55320.1	CHR03V5|COORD:33575781..33570857|protein acyl-activating enzyme 18, putative, expressed	LOC_Os03g59080.1	" no descriptionmoderately similar to ( 296)AT1G55320| Symbols:  | similar to acyl-activating enzyme 17 (AAE17) [Arabidopsis thaliana] (TAIR:AT5G23050.1); similar to acyl-activating enzyme 18, putative, expressed [Oryza sativa (japonica cultivar-group)] (GB:ABF99434.1); similar to Os03g0805500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001051629.1); similar to AMP-dependent synthetase and ligase [Medicago truncatula] (GB:ABE78689.1); contains InterPro domain AMP-dependent synthetase and ligase; (InterPro:IPR000873) | chr1:20637860-20640325 FORWARDnot assigned Acs PRK03584 AMP-binding "	lipid metabolism.FA synthesis and FA elongation.acyl coa ligase	11_1_8

CUST_76073_PI403524517	2	-0.11600113	0.06651783	0.2928791	-0.30635548	0.09741306	-0.06651783	35_21808	"Cluster: Putative HGA1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative HGA1 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z7I3	"CHR3V7|COORD:6228399..6229553| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G18180.1); similar to glycosyltransferase [Saccharum officinarum]"	AT3G18170.1	CHR02V5|COORD:13367815..13371156|protein glycosyltransferase, putative, expressed	LOC_Os02g22380.1	"no descriptionweakly similar to ( 105)AT3G18170| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G18180.1); similar to glycosyltransferase [Saccharum officinarum] (GB:CAI30073.1); contains InterPro domain Protein of unknown function DUF563; (InterPro:IPR007657) | chr3:6228399-6229553 FORWARDnot assigned not assigned not assigned not assigned not assigned DUF563"	not assigned.unknown	35_2

CUST_62142_PI403524517	2	-0.0028924942	0.050434113	0.0028934479	-0.043577194	0.037712097	-0.04977417	35_17723	Rep: Hypothetical protein - Zea mays (Maize)	UniRef90_Q6JAD3	CHR2V7|COORD:13651577..13652685| lactoylglutathione lyase family protein / glyoxalase I family protein	AT2G32090.1	CHR03V5|COORD:25758585..25755754|protein lactoylglutathione lyase, putative, expressed	LOC_Os03g45720.1	no descriptionweakly similar to ( 134)AT2G32090| Symbols:  | lactoylglutathione lyase family protein / glyoxalase I family protein | chr2:13651797-13652685 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Glyoxalase PRK12323 GloA PRK12678 PRK07003	Biodegradation of Xenobiotics.lactoylglutathione lyase	24_2

CUST_181515_PI403524517	2	0.07408428	-0.39920044	0.03075695	-0.030755997	-0.06483841	0.093808174	35_50470	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_86726_PI403524517	2	0.13512611	0.18595982	-0.041244507	-0.09701824	3.7956238E-4	-3.786087E-4	35_24839	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_16339_PI404877155	2	0.09305763	-0.6814451	-0.11003971	0.043787956	0.10949516	-0.04378891	HA03E09u_x_at	0	0	heat shock protein 70 / HSP70 (HSC70-5)	At5g09590.1	protein dnaK protein	Os03g02260	Putative heat shock 70 KD protein, mitochondrial precursor	stress.abiotic.heat	20_2_1

CUST_80419_PI403524517	2	0.21937656	0.18876839	-0.051989555	-0.016301155	0.016301155	-0.062322617	35_23063	"Cluster: Hypothetical protein OJ1743_B12.26; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1743_B12.26 - Oryza sativa (japonica cultiv"	UniRef90_Q6ZGY5	CHR3V7|COORD:7055645..7056685| 50S ribosomal protein L18 family	AT3G20230.1	CHR02V5|COORD:28285814..28283896|protein structural constituent of ribosome, putative, expressed	LOC_Os02g46440.3	no descriptionmoderately similar to ( 217)AT3G20230| Symbols:  | 50S ribosomal protein L18 family | chr3:7055645-7056685 REVERSEnot assigned	protein.synthesis.misc ribososomal protein	29_2_2

CUST_100705_PI403524517	2	-0.063589096	0.16622019	0.063589096	0.20647907	-0.16908073	-0.1477933	35_28743	"Cluster: Putative DnaJ domain containg protein, 3'-partial; n=4; Oryza sativa|Rep: Putative DnaJ domain containg protein, 3'-partial - Oryza sativa (Rice)"	UniRef90_Q8W3I7	"CHR2V7|COORD:11469405..11480919| GRV2 (KATAMARI2); binding / heat shock protein binding"	AT2G26890.1	CHR10V5|COORD:22546265..22531651|protein GRV2, putative, expressed	LOC_Os10g42439.1	" no descriptionmoderately similar to ( 322)AT2G26890| Symbols: KAM2, GRV2 | GRV2 (KATAMARI2); binding / heat shock protein binding | chr2:11469405-11480919 REVERSEnot assigned "	stress.abiotic.heat	20_2_1

CUST_23209_PI403524517	2	-0.70077515	-0.1843977	-0.0029067993	0.0029067993	0.093164444	0.115244865	35_6745	"Cluster: Pentatricopeptide, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Pentatricopeptide, putative, expressed - Oryza sativa (japonic"	UniRef90_Q2QYE5	CHR1V7|COORD:1258759..1261410| EMB2748 (EMBRYO DEFECTIVE 2748)	AT1G04590.1	CHR12V5|COORD:1095564..1092738|protein EMB2748, putative, expressed	LOC_Os12g02950.1	no descriptionmoderately similar to ( 219)AT1G04590| Symbols: EMB2748 | EMB2748 (EMBRYO DEFECTIVE 2748) | chr1:1258759-1261410 REVERSE	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_27725_PI403524517	2	-0.017288208	0.033665657	-0.0082502365	0.008250713	0.18761253	-0.1349616	35_8019	"Cluster: Putative aspartyl aminopeptidase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative aspartyl aminopeptidase - Oryza sativa (japonica cultivar-g"	UniRef90_Q8SA06	CHR5V7|COORD:1357274..1360129| aspartyl aminopeptidase, putative	AT5G04710.1	CHR01V5|COORD:43016741..43022906|protein aspartyl aminopeptidase, putative, expressed	LOC_Os01g73680.1	 no descriptionmoderately similar to ( 406)AT5G04710| Symbols:  | aspartyl aminopeptidase, putative | chr5:1357274-1360129 REVERSEvery weakly similar to (66.2)APEA_BORBUProbable M18 family aminopeptidase 1 - Borrelia burgdorferi (Lyme disease spirochete)not assigned PRK02813 Peptidase_M18 LAP4 PRK02256 	protein.degradation.aspartate protease	29_5_4

CUST_16537_PI404877155	2	0.1890297	0.40156603	0.14736891	-0.32795906	-0.14736938	-0.1480093	HB12G06r_at	putative cell differentiation protein [Oryza sativa] gb|AAK72897.1| putative cell differentiation protein [Oryza sativa]	NP_909913.1	rcd1-like cell differentiation protein, putative	At3g20800.1	protein putative cell differentiation protein	Os03g57130	0	RNA.regulation of transcription.unclassified	27_3_99

CUST_65531_PI403524517	2	0.08671951	0.076413155	-0.07075977	-0.18475246	0.07075977	-0.3358364	35_18713	Rep: Acid phosphatase - Oryza sativa (Rice)	UniRef90_Q8S505	"CHR5V7|COORD:13125705..13128447| ATPAP26/PAP26 (purple acid phosphatase 26); acid phosphatase/ protein serine/threonine phosphatase"	AT5G34850.1	CHR06V5|COORD:26258284..26253122|protein purple acid phosphatase precursor, putative, expressed	LOC_Os06g43640.2	" no descriptionmoderately similar to ( 247)AT5G34850| Symbols: ATPAP26, PAP26 | ATPAP26/PAP26 (purple acid phosphatase 26); acid phosphatase/ protein serine/threonine phosphatase | chr5:13125705-13128447 REVERSEweakly similar to ( 189)PPAF_SOYBNPurple acid phosphatase precursor - Glycine max (Soybean)not assigned "	misc.acid and other phosphatases	26_13

CUST_106009_PI403524517	2	-0.040028572	0.29528236	0.083955765	-0.38974953	-0.34443474	0.040029526	35_30180	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_32443_PI399408534	2	0.026333809	-0.71794605	-0.047894955	0.20456696	0.33566284	-0.026333809	35_42970	Rep: OSIGBa0115M15.11 protein - Oryza sativa (Rice)	UniRef90_Q01KE8	"CHR1V7|COORD:20899329..20901710| AHG2/ATPARN; ribonuclease"	AT1G55870.1	CHR04V5|COORD:23142734..23137894|protein poly, putative, expressed	LOC_Os04g39260.2	 no descriptionweakly similar to ( 112)AT1G55870| Symbols: ATPARN, AHG2 | AHG2/ATPARN | chr1:20899850-20901710 FORWARD	RNA.processing.ribonucleases	27_1_19

CUST_59310_PI403524517	2	0.07584858	-0.10421181	0.0022764206	-0.0022764206	0.031249046	-0.01001358	35_16913	"Cluster: Probable 26S proteasome non-ATPase regulatory subunit 3; n=1; Daucus carota|Rep: Probable 26S proteasome non-ATPase regulatory subunit 3 - Daucus carot"	UniRef90_Q06364	"CHR1V7|COORD:7001400..7004145| EMB2719 (EMBRYO DEFECTIVE 2719); binding"	AT1G20200.1	CHR08V5|COORD:27459223..27455397|protein 26S proteasome non-ATPase regulatory subunit 3, putative, expressed	LOC_Os08g43640.1	"no descriptionhighly similar to ( 576)AT1G20200| Symbols: EMB2719 | EMB2719 (EMBRYO DEFECTIVE 2719); binding | chr1:7001400-7004145 REVERSEhighly similar to ( 613)PSMD3_DAUCAProbable 26S proteasome non-ATPase regulatory subunit 3 - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Rpn3_C PCI PINT COG5600 PRK12323"	protein.degradation.ubiquitin.proteasom	29_5_11_20

CUST_67571_PI403524517	2	-0.6177578	0.11931133	-0.09030533	0.015638351	-0.015638351	0.15008926	35_19302	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10BI2	"CHR5V7|COORD:290031..291106| Identical to Protein At5g01750 [Arabidopsis Thaliana] (GB:Q9LZX1;GB:Q8LEK9); similar to unknown protein [Arabidopsis thaliana]"	AT5G01750.2	CHR03V5|COORD:34185146..34184019|protein expressed protein	LOC_Os03g60220.1	"no descriptionweakly similar to ( 125)AT5G01750| Symbols:  | Identical to Protein At5g01750 [Arabidopsis Thaliana] (GB:Q9LZX1;GB:Q8LEK9); similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G11740.1); similar to Protein of unknown function DUF567 [Medicago truncatula] (GB:ABE88873.1); contains InterPro domain Protein of unknown function DUF567; (InterPro:IPR007612) | chr5:290031-291106 FORWARDnot assigned DUF567 PRK12323"	not assigned.unknown	35_2

CUST_27084_PI399408534	2	0.29859924	0.028813362	-0.17235565	-0.028812408	0.2478075	-0.16656876	35_17308	"Cluster: Homeodomain-leucine zipper transcription factor TaHDZipI-1; n=1; Triticum aestivum|Rep: Homeodomain-leucine zipper transcription factor"	UniRef90_Q27W78	"CHR2V7|COORD:9533550..9534692| ATHB6 (ARABIDOPSIS THALIANA HOMEOBOX PROTEIN 6); transcription factor"	AT2G22430.1	CHR09V5|COORD:17902178..17903900|protein homeobox-leucine zipper protein ATHB-6, putative, expressed	LOC_Os09g29460.1	no descriptionvery weakly similar to (85.5)AT5G65310| Symbols: ATHB5 | ATHB5 (ARABIDOPSIS THALIANA HOMEOBOX PROTEIN 5) | chr5:26119683-26121080 REVERSEnot assigned not assigned not assigned not assigned not assigned Homeobox HOX homeodomain PRK12323	RNA.regulation of transcription.HB,Homeobox transcription factor family	27_3_22

CUST_104190_PI403524517	2	0.10060787	-0.25204754	-0.108906746	5.912781E-4	0.11090374	-5.9223175E-4	35_29694	"Cluster: Putative 2,4-dihydroxydec-2-ene-1,10-dioic acid aldolase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative 2,4-dihydroxydec-2-ene-1,10-dioic a"	UniRef90_Q69NF8	CHR4V7|COORD:6618720..6619796| HpcH/HpaI aldolase family protein	AT4G10750.1	CHR09V5|COORD:20749634..20750987|protein 4-hydroxy-2-oxovalerate aldolase, putative, expressed	LOC_Os09g36030.1	no descriptionweakly similar to ( 133)AT4G10750| Symbols:  | HpcH/HpaI aldolase family protein | chr4:6618720-6619796 FORWARDnot assigned not assigned not assigned HpcH HpcH_HpaI PRK10558 PRK10128 TT_ORF1	not assigned.no ontology	35_1

CUST_31485_PI403524517	2	-0.50927734	-0.7603302	0.9673748	0.074505806	1.147829	-0.074505806	35_9088	"Cluster: Hypothetical protein P0408F06.3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0408F06.3 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q5ZEG0	CHR1V7|COORD:25049068..25050344| similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD52477.1)	AT1G67080.1	CHR01V5|COORD:1567718..1566390|protein expressed protein	LOC_Os01g03750.1	 no descriptionweakly similar to ( 173)AT1G67080| Symbols:  | Involved in the photoprotection of PSII. aba4-1 mutant completely lacks neoxanthin,a component of the chromophore of the peripheral antenna system in PSII | chr1:25049068-25050344 REVERSE	not assigned.unknown	35_2

CUST_98805_PI403524517	2	0.34026814	-0.43903923	-0.05875206	-0.037481308	0.037481308	0.33949947	35_28204	"Cluster: Os08g0299400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os08g0299400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J6L4	"CHR5V7|COORD:6896767..6898583| MGD2 (monogalactosyldiacylglycerol synthase 2); 1,2-diacylglycerol 3-beta-galactosyltransferase/"	AT5G20410.1	CHR08V5|COORD:12259749..12263329|protein MGD2, putative, expressed	LOC_Os08g20420.1	" no descriptionvery weakly similar to (51.2)AT5G20410| Symbols: ATMGD2, MGD2 | MGD2 (monogalactosyldiacylglycerol synthase 2); 1,2-diacylglycerol 3-beta-galactosyltransferase/ transferase, transferring glycosyl groups | chr5:6896767-6898583 FORWARD"	lipid metabolism.glycolipid synthesis.MGDG synthase	11_10_1

CUST_65456_PI403524517	2	-0.20827436	-0.07082653	0.17320347	0.3356843	0.07082653	-0.1174078	35_18687	"Cluster: Hypothetical protein B1144G04.53; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1144G04.53 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5QMA0	"CHR2V7|COORD:14104531..14105755| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G04310.1); similar to Os01g0680600 [Oryza sativa (japonica"	AT2G33250.1	CHR01V5|COORD:28339241..28340854|protein expressed protein	LOC_Os01g48820.1	"no descriptionvery weakly similar to (57.8)AT2G33250| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G04310.1); similar to Os01g0680600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001043873.1) | chr2:14104531-14105755 FORWARD"	not assigned.unknown	35_2

CUST_157383_PI403524517	2	-0.06899357	0.21205235	-0.04240513	0.13069105	-0.2932706	0.042405605	35_43948	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_104556_PI403524517	2	0.13223648	-0.15556479	-0.019176006	0.19824553	-0.03702879	0.019176006	35_29797	0	0	CHR2V7|COORD:18439977..18443704| RNA recognition motif (RRM)-containing protein	AT2G44710.1	0	0	no description	not assigned.unknown	35_2

CUST_30091_PI403524517	2	-0.09190178	-0.30433178	0.16155052	0.3536806	0.09190178	-0.15678215	35_8684	Rep: Hypothetical protein ELF - Hordeum vulgare (Barley)	UniRef90_Q9ZZ89	"CHR3V7|COORD:1500809..1502932| similar to myosin heavy chain-related [Arabidopsis thaliana] (TAIR:AT1G77580.2); similar to Protein of unknown function DUF869, p"	AT3G05270.1	CHR12V5|COORD:20432482..20434088|protein expressed protein	LOC_Os12g33944.1	no descriptionELF DUF869	not assigned.unknown	35_2

CUST_14016_PI404877155	2	-0.03740883	0.20101833	-0.07767105	0.03740883	-0.2565298	0.15558434	Contig7798_at	OSJNBb0015N08.8 [Oryza sativa (japonica cultivar-group)] ref|XP_473796.1| OSJNBb0015N08.8 [Oryza sativa (japonica cultivar-group)] tpg|DAA05	CAE03880.2	WRKY family transcription factor	At2g24570.1	protein WRKY DNA -binding domain, putative	Os04g51560	WRKY family transcription factor, contains Pfam profile: PF03106	RNA.regulation of transcription.WRKY domain transcription factor family	27_3_32

CUST_14122_PI404877155	2	0.10314083	0.04905224	-0.04905224	-0.16378117	-0.21862888	0.36753082	Contig7945_at	Phosphoenolpyruvate carboxylase, housekeeping isozyme (PEPCase) pir||S28614 phosphoenolpyruvate carboxylase (EC 4.1.1.31) - sugarcane hybrid	P29193	phosphoenolpyruvate carboxylase, putative / PEP carboxylase, putative (PPC1)	At1g53310.1	protein phosphoenolpyruvate carboxylase	Os01g55350	 Phosphoenolpyruvate carboxylase, housekeeping isozyme (PEPCase) pir	glycolysis.PEPCase	4_14

CUST_51492_PI403524517	2	0.013400078	-0.013400078	2.5601358	-0.047179222	0.10318279	-0.077791214	35_14675	Rep: OSIGBa0148I18.2 protein - Oryza sativa (Rice)	UniRef90_Q01N35	CHR5V7|COORD:5079582..5081932| proteasome family protein	AT5G15610.2	CHR04V5|COORD:213365..210063|protein PCI domain containing protein, expressed	LOC_Os04g01290.3	no description	not assigned.unknown	35_2

CUST_247_PI399408534	2	-0.34664774	-0.062233448	1.2900867	0.24748993	0.062233925	-0.12284231	35_4873	"Cluster: PRA1 family protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: PRA1 family protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QYS7	CHR2V7|COORD:16076918..16077580| prenylated rab acceptor (PRA1) family protein	AT2G38360.1	CHR11V5|COORD:355675..356788|protein prenylated Rab receptor 2, putative, expressed	LOC_Os11g01610.1	no descriptionweakly similar to ( 174)AT2G38360| Symbols:  | prenylated rab acceptor (PRA1) family protein | chr2:16076918-16077580 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRA1 DUF1421 Tymo_45kd_70kd Atrophin-1 Herpes_BLLF1 PRK07003 HPC2 PRK12323 Extensin_2 AF-4 DUF566 PRK12678 PRK07764 APC_basic IER Herpes_TAF50 PRK05648 GRASP55_65 YIP3 KAR9 Herpes_UL32 DAG1 Protamine_P1 TT_ORF1 PRK08853 COG5099 Pneumo_att_G ROM1 Peptidase_S39 DUF1509 DUF1645 Drf_FH1 Nucleo_P87 Metaviral_G PRK10263 MAP65_ASE1 DUF936 Gag_spuma Syndecan PRK09169 Herpes_capsid	signalling.G-proteins	30_5

CUST_2717_PI404877155	2	-0.016561508	-0.22074032	0.038611412	0.059239388	-0.0046482086	0.004647255	Contig13138_at	starch synthase isoform IV [Triticum aestivum]	AAK97773.1	starch synthase-related protein	At4g18240.1	protein glycosyl transferase, group 1 family protein, putative	Os05g45720	NONE	major CHO metabolism.synthesis.starch.starch synthase	2_1_2_02

CUST_48893_PI403524517	2	0.0017948151	-1.0294018	-0.17329788	0.025779724	0.033649445	-0.0017948151	35_13961	Rep: Histone H2A - Zea mays (Maize)	UniRef90_P40280	CHR5V7|COORD:575435..576454| histone H2A, putative	AT5G02560.1	CHR03V5|COORD:9478877..9477951|protein histone H2A, putative, expressed	LOC_Os03g17100.1	 no descriptionweakly similar to ( 142)AT5G59870| Symbols:  | histone H2A, putative | chr5:24132831-24133370 REVERSEweakly similar to ( 152)H2A3_WHEATHistone H2A.2.2 - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned H2A H2A HTA1 Histone PRK07003 DUF566 PRK12678 PRK12323 DUF1509 HPC2 Tymo_45kd_70kd APC_basic IER 	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_26864_PI403524517	2	0.4911232	-0.25905418	0.1068449	-0.106845856	-0.43804073	0.6679163	35_7784	"Cluster: Hypothetical protein B1130G10.4; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1130G10.4 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q75IJ8	"CHR5V7|COORD:18680302..18681856| similar to cupin family protein [Arabidopsis thaliana] (TAIR:AT2G18540.1); similar to Os01g0752800 [Oryza"	AT5G46020.1	CHR05V5|COORD:25498851..25503402|protein heat- and acid-stable phosphoprotein, putative, expressed	LOC_Os05g43970.1	"no descriptionweakly similar to ( 144)AT5G46020| Symbols:  | similar to cupin family protein [Arabidopsis thaliana] (TAIR:AT2G18540.1); similar to Os01g0752800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001044269.1); similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:AAT01307.1); contains domain SUBFAMILY NOT NAMED (PTHR22055:SF4); contains domain FAMILY NOT NAMED (PTHR22055) | chr5:18680302-18681856 REVERSEnot assigned"	not assigned.unknown	35_2

CUST_56899_PI403524517	2	-0.116539	1.2890329	0.038713455	0.08037281	-0.7071161	-0.03871441	35_16215	"Cluster: Hypothetical protein P0443E05.14; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0443E05.14 - Oryza sativa (japonica cultivar-g"	UniRef90_Q9LHU2	0	0	CHR01V5|COORD:6701468..6701205|protein hypothetical protein	LOC_Os01g12270.1	no description	not assigned.unknown	35_2

CUST_3959_PI404877155	2	0.0043621063	-0.15857029	0.024261475	-0.06333065	0.0043621063	-0.0043611526	Contig14621_at	P0046B10.19 [Oryza sativa (japonica cultivar-group)] emb|CAF05903.1| zinc finger protein [Oryza sativa (japonica cultivar-group)]	NP_917649.1	zinc finger protein, putative	At4g21610.1	protein zinc finger domain, LSD1 subclass, putative	Os01g42710	chitinase	RNA.regulation of transcription.unclassified	27_3_99

CUST_80798_PI403524517	2	-0.01999855	0.11017227	0.07693291	-0.2481947	-0.25606346	0.019997597	35_23173	Rep: OSIGBa0101K10.4 protein - Oryza sativa (Rice)	UniRef90_Q01MB0	CHR1V7|COORD:2032365..2033774| 2-oxoglutarate-dependent dioxygenase, putative	AT1G06640.1	CHR04V5|COORD:5570334..5572708|protein 1-aminocyclopropane-1-carboxylate oxidase, putative, expressed	LOC_Os04g10350.1	 no descriptionvery weakly similar to (70.5)AT1G06640| Symbols:  | 2-oxoglutarate-dependent dioxygenase, putative | chr1:2032365-2033774 FORWARDvery weakly similar to (54.3)DV4H_CATRODeacetoxyvindoline 4-hydroxylase - Catharanthus roseus (Rosy periwinkle) (Madagascar periwinkle)	protein.degradation.subtilases	29_5_1

CUST_82623_PI403524517	2	0.10849953	0.28191853	0.17039204	-0.22364521	-0.40156555	-0.10850048	35_23699	0	0	CHR5V7|COORD:1122085..1128032| DNA topoisomerase, ATP-hydrolyzing, putative / DNA topoisomerase II, putative / DNA gyrase, putative	AT5G04130.1	CHR01V5|COORD:9222015..9233861|protein DNA gyrase subunit B, putative, expressed	LOC_Os01g16290.2	no descriptionvery weakly similar to (50.1)GYRB_ORYSA	DNA.synthesis/chromatin structure	28_1

CUST_96786_PI403524517	2	0.10889912	0.18344498	-0.017436028	-0.035372734	-0.012268066	0.012267113	35_27643	"Cluster: Putative ADP-ribosylation factor; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ADP-ribosylation factor - Oryza sativa (japonica cultivar-g"	UniRef90_Q6Z6Z4	"CHR3V7|COORD:717352..718921| ATARFB1C (ADP-ribosylation factor B1C); GTP binding"	AT3G03120.1	CHR02V5|COORD:1476344..1480285|protein ADP-ribosylation factor, putative, expressed	LOC_Os02g03610.1	"no descriptionvery weakly similar to (61.6)AT3G03120| Symbols: ATARFB1C | ATARFB1C (ADP-ribosylation factor B1C); GTP binding | chr3:717352-718921 FORWARDArf1_5_like"	protein.targeting.secretory pathway.unspecified	29_3_4_99

CUST_136063_PI403524517	2	0.16316605	0.13776302	-0.014281273	-0.1479311	-0.23138237	0.014281273	35_38156	Rep: Rad21/Rec8-like protein - Oryza sativa (Rice)	UniRef90_Q6WG80		0	CHR01V5|COORD:39361899..39351951|protein N terminus of Rad21 / Rec8 like protein, expressed	LOC_Os01g67250.2	no description	not assigned.unknown	35_2

CUST_82750_PI403524517	2	-0.0027418137	0.1979518	-0.10816908	0.0027413368	-0.24045181	0.08930683	35_23731	"Cluster: Os05g0117600 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0117600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DL83	0	0	CHR05V5|COORD:904477..912080|protein expressed protein	LOC_Os05g02650.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_21273_PI403524517	2	0.19323349	0.06779003	-0.037522316	-0.04884529	-0.17010021	0.037521362	35_6171	"Cluster: Putative phytocyanin-related protein Pn14; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative phytocyanin-related protein Pn14 - Oryza sativa"	UniRef90_Q6Z4W7	CHR2V7|COORD:10213915..10214991| plastocyanin-like domain-containing protein	AT2G23990.1	CHR08V5|COORD:10501781..10502893|protein early nodulin-like protein 1 precursor, putative, expressed	LOC_Os08g17160.1	no descriptionweakly similar to ( 107)AT2G23990| Symbols:  | plastocyanin-like domain-containing protein | chr2:10213915-10214991 REVERSEvery weakly similar to (82.4)NO552_SOYBNEarly nodulin 55-2 precursor - Glycine max (Soybean)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Cu_bind_like PRK12323 PRK07003 APC_basic KAR9 DUF566 PRK09169	misc.plastocyanin-like	26_19

CUST_65884_PI403524517	2	0.01880169	0.012676239	-0.15881348	-0.004843712	0.004843712	-0.023018837	35_18819	"Cluster: Mitochondrial import inner membrane translocase subunit Tim17/Tim22/Tim23 family protein, putative, expressed; n=2; Oryza sativa (japonica cultivar-gro"	UniRef90_Q10QJ0	CHR5V7|COORD:22503751..22505142| protein translocase	AT5G55510.1	CHR03V5|COORD:4888760..4891475|protein protein translocase/ protein transporter, putative, expressed	LOC_Os03g09870.1	no descriptionweakly similar to ( 157)AT5G55510| Symbols:  | protein translocase | chr5:22503751-22505142 REVERSEnot assigned not assigned Tim17	protein.targeting.mitochondria	29_3_2

CUST_32264_PI399408534	2	0.026682854	0.18150139	-0.026682854	-0.11203861	-0.06872654	0.04786873	35_19336	"Cluster: TA3 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: TA3 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q70KS3	CHR2V7|COORD:9735921..9738221| AtGRF1 (GROWTH-REGULATING FACTOR 1)	AT2G22840.1	CHR03V5|COORD:29774009..29776378|protein growth-regulating factor 1, putative, expressed	LOC_Os03g51970.1	no descriptionweakly similar to ( 120)AT2G22840| Symbols: AtGRF1 | AtGRF1 (GROWTH-REGULATING FACTOR 1) | chr2:9735921-9738221 FORWARDnot assigned not assigned not assigned not assigned WRC PRK12323	RNA.regulation of transcription.General Transcription	27_3_50

CUST_9444_PI404877155	2	-0.2619171	-0.61441994	0.58112526	0.14614677	0.012072563	-0.012073517	Contig3173_s_at	putative low temperature and salt responsive protein [Oryza sativa (japonica cultivar-group)]	BAC16385.1	hydrophobic protein (RCI2B) / low temperature and salt responsive protein (LTI6B)	At3g05890.1	protein Uncharacterized protein family	Os07g44180	putative low temperature and salt responsive protein	stress.abiotic.cold	20_2_2

CUST_38909_PI403524517	2	0.039515495	-0.39294434	-0.12510204	0.16682816	0.24305344	-0.039515495	35_11195	Rep: Zinc transporter ZIP - Triticum aestivum (Wheat)	UniRef90_Q5G1L7	"CHR3V7|COORD:4051957..4053163| ZIP1 (ZINC TRANSPORTER 1 PRECURSOR); zinc ion transporter"	AT3G12750.1	CHR04V5|COORD:30861473..30859134|protein zinc transporter 1 precursor, putative, expressed	LOC_Os04g52310.1	"no descriptionweakly similar to ( 167)AT3G12750| Symbols: ZIP1 | ZIP1 (ZINC TRANSPORTER 1 PRECURSOR); zinc ion transporter | chr3:4051957-4053163 REVERSEnot assigned Zip COG0428"	transport.metal	34_12

CUST_169852_PI403524517	2	0.50564003	-0.016266346	0.14010477	-0.26971292	0.016266823	-0.3547039	35_47311	"Cluster: Putative dihydropterin pyrophosphokinase /dihydropteroate synthase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative dihydropterin"	UniRef90_Q7X7X0	CHR1V7|COORD:26016794..26018372| dihydropteroate synthase	AT1G69190.1	CHR07V5|COORD:25522804..25525239|protein folic acid synthesis protein, putative, expressed	LOC_Os07g42632.2	no descriptionvery weakly similar to (62.0)AT1G69190| Symbols:  | dihydropteroate synthase | chr1:26016794-26018372 REVERSEnot assigned	C1-metabolism.dihydropteridine diphosphokinase	25_3

CUST_6326_PI404877155	2	-0.20918846	0.31741524	0.038881302	0.038357735	-0.17520428	-0.038357735	Contig18924_at	Putative FH protein interacting protein FIP1 [Oryza sativa (japonica cultivar-group)] gb|AAN64136.1| Putative FH protein interacting protein	NP_912553.1	GRAM domain-containing protein / ABA-responsive protein-related	At1g28200.1	protein GRAM domain, putative	Os03g08860	"FH INTERACTING PROTEIN 1;VIRF-INTERACTING PROTEIN 1;GRAM domain-containing protein / ABA-responsive protein-related, similar to ABA-responsive protein (Hordeum vulgare) GI:4103635; contains Pfam profile PF02893: GRAM domain"	RNA.processing	27_1

CUST_58103_PI403524517	2	-1.3667345	0.96948624	-0.59794044	1.0489922	0.59794044	-0.9997854	35_16569	"Cluster: H0315F07.12 protein; n=10; Oryza sativa|Rep: H0315F07.12 protein - Oryza sativa (Rice)"	UniRef90_Q259Z0	CHR4V7|COORD:6374801..6375073| wound-responsive family protein	AT4G10270.1	CHR04V5|COORD:32104684..32100580|protein retrotransposon protein, putative, unclassified	LOC_Os04g54280.1	no descriptionvery weakly similar to (79.7)AT4G10270| Symbols:  | wound-responsive family protein | chr4:6374801-6375073 FORWARD	not assigned.no ontology	35_1

CUST_42143_PI403524517	2	0.045954704	0.18092346	-0.026079178	0.0039892197	-0.0039901733	-0.056634903	35_12115	"Cluster: Hypothetical protein P0501E09.13-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0501E09.13-1 - Oryza sativa (japonica cultiv"	UniRef90_Q6YWB8	0	0	CHR09V5|COORD:798487..805530|protein expressed protein	LOC_Os09g02130.1	no description	not assigned.unknown	35_2

CUST_97483_PI403524517	2	0.30297375	0.2552538	0.018154144	-0.06510973	-0.018154621	-0.16005373	35_27838	Rep: OSJNBb0002J11.18 protein - Oryza sativa (Rice)	UniRef90_Q7F947	CHR2V7|COORD:8718943..8725894| CLIP-associating protein (CLASP) -related	AT2G20190.1	CHR04V5|COORD:25141998..25130649|protein HEAT repeat family protein, expressed	LOC_Os04g42840.1	no descriptionmoderately similar to ( 435)AT2G20190| Symbols:  | CLIP-associating protein (CLASP) -related | chr2:8718943-8725894 REVERSE	not assigned.no ontology	35_1

CUST_30027_PI403524517	2	0.053868294	-0.5156927	-0.09098244	-0.00957489	0.00957489	0.033024788	35_8668	Rep: H0815C01.3 protein - Oryza sativa (Rice)	UniRef90_Q01J93	CHR5V7|COORD:3244181..3246604| similar to 80A08_29 [Brassica rapa subsp. pekinensis] (GB:AAZ67614.1)	AT5G10320.2	CHR04V5|COORD:22253115..22260636|protein expressed protein	LOC_Os04g37810.2	no descriptionmoderately similar to ( 238)AT5G10320| Symbols:  | similar to 80A08_29 [Brassica rapa subsp. pekinensis] (GB:AAZ67614.1) | chr5:3244606-3246604 REVERSE	not assigned.unknown	35_2

CUST_129201_PI403524517	2	-0.7238469	0.09202957	0.19837141	0.329947	-0.6990385	-0.09202957	35_36304	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_73117_PI403524517	2	0.1344285	0.56419563	0.023359299	-0.35872507	-0.28637314	-0.023358822	35_20966	"Cluster: Os01g0674100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0674100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JKH6	CHR3|COORD:21697718..21704818| protein kinase family protein, contains eukaryotic protein kinase domain, INTERPRO:IPR000719	AT3G58640.2	CHR01V5|COORD:28029324..28019405|protein ATP binding protein, putative, expressed	LOC_Os01g48330.1	no descriptionweakly similar to ( 194)AT3G58640| Symbols:  | protein kinase family protein | chr3:21698130-21703652 REVERSE	protein.postranslational modification	29_4

CUST_11558_PI404877155	2	-0.029459953	-0.8080301	-0.20196629	0.3978176	0.029459953	0.19234562	Contig5244_at	NADH-dependent glutamate synthase [Oryza sativa (japonica cultivar-group)]	NP_916947.1	glutamate synthase (NADH), chloroplast, putative	At5g53460.1	protein NADH dependent Glutamate Synthase	Os01g48960	dependent glutamate synthase	N-metabolism.ammonia metabolism.glutamate synthase	12_2_01

CUST_169555_PI403524517	2	-0.066031456	0.5924735	-0.20921326	-0.04704094	0.04704094	0.109541416	35_47226	"Cluster: Pentatricopeptide, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Pentatricopeptide, putative, expressed - Oryza sativa (japonic"	UniRef90_Q2QNQ2	CHR3V7|COORD:5768407..5770386| pentatricopeptide (PPR) repeat-containing protein	AT3G16890.1	CHR12V5|COORD:22693282..22689582|protein expressed protein	LOC_Os12g37100.1	no descriptionmoderately similar to ( 224)AT3G16890| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr3:5768407-5770386 REVERSEweakly similar to ( 104)RF1_ORYSA	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_35572_PI403524517	2	-0.044405937	0.50904083	0.12667179	-0.3111801	0.0338459	-0.033846855	35_10258	"Cluster: Hypothetical protein P0543C11.33; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0543C11.33 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6K2Y5	"CHR3V7|COORD:22290842..22291608| UCC3 (UCLACYANIN 3); copper ion binding"	AT3G60280.1	CHR02V5|COORD:12015510..12008705|protein expressed protein	LOC_Os02g20380.4	no description	not assigned.unknown	35_2

CUST_28619_PI399408534	2	0.46952057	-0.46652794	-0.049390793	-0.11704445	0.19493675	0.049391747	35_3376	"Cluster: Os07g0682400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0682400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D3J9	"CHR3|COORD:19288756..19292304| similar to RNA recognition motif (RRM)-containing protein [Arabidopsis thaliana] (TAIR:At3g63450.1); similar to putative DAZ asso"	AT3G51950.2	CHR07V5|COORD:28931273..28926961|protein nucleic acid binding protein, putative, expressed	LOC_Os07g48410.2	no descriptionweakly similar to ( 197)AT3G51950| Symbols:  | RNA binding | chr3:19289222-19291385 REVERSEnot assigned not assigned not assigned SerH	RNA.regulation of transcription.unclassified	27_3_99

CUST_41472_PI403524517	2	-0.052306175	0.48333645	0.041454315	-0.113435745	-0.04145336	0.10227871	35_11919	"Cluster: Os01g0928300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0928300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JGD9	0	0	CHR01V5|COORD:41065926..41070609|protein prefoldin subunit family protein, expressed	LOC_Os01g70330.2	no description	not assigned.unknown	35_2

CUST_68120_PI403524517	2	0.03701496	0.9929323	0.009038925	-0.2669735	-0.086693764	-0.009038925	35_19465	Rep: OSIGBa0131J24.4 protein - Oryza sativa (Rice)	UniRef90_Q01MT9	"CHR3|COORD:9032404..9033790| expressed protein, similar to expressed protein [Arabidopsis thaliana] (TAIR:At3g25910.1); similar to unknown protein [Oryza"	AT3G24740.2	CHR04V5|COORD:1838730..1835882|protein expressed protein	LOC_Os04g04010.1	"no descriptionvery weakly similar to (57.0)AT3G24740| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G25910.1); similar to Pm27 [Prunus mume] (GB:BAE48661.1); similar to OSIGBa0131J24.4 [Oryza sativa (indica cultivar-group)] (GB:CAH65926.1); similar to OSJNBa0027H09.16 [Oryza sativa (japonica cultivar-group)] (GB:CAE03816.2); contains InterPro domain Protein of unknown function DUF1644; (InterPro:IPR012866) | chr3:9032404-9033468 FORWARD"	not assigned.unknown	35_2

CUST_44305_PI403524517	2	-0.04605484	0.2442398	0.046055794	-0.17817402	-0.078930855	0.06470299	35_12710	Rep: F21F23.21 protein - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q9LMX1	"CHR1V7|COORD:4721714..4724342| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G45890.1); similar to expressed protein [Oryza sativa (japonica"	AT1G13770.1	CHR03V5|COORD:5939720..5934738|protein expressed protein	LOC_Os03g11500.1	"no descriptionweakly similar to ( 164)AT1G13770| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G45890.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABF94623.1); contains InterPro domain Protein of unknown function DUF647; (InterPro:IPR006968) | chr1:4721714-4724342 FORWARDnot assigned DUF647"	not assigned.unknown	35_2

CUST_37551_PI403524517	2	-0.045747757	0.7222519	0.045747757	-0.16740704	0.099059105	-0.06171179	35_10815	"Cluster: Os02g0739100 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0739100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DXQ8	CHR1V7|COORD:22057832..22060717| formin homology 2 domain-containing protein / FH2 domain-containing protein	AT1G59910.1	CHR02V5|COORD:30880725..30876004|protein actin binding protein, putative, expressed	LOC_Os02g50570.1	" no descriptionweakly similar to ( 167)AT1G24150| Symbols: ATFH4, FH4 | ATFH4/FH4 (FORMIN HOMOLOGUE 4); actin binding / protein binding | chr1:8549507-8551899 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned FH2 FH2 Drf_FH1 Extensin_2 PRK07764 DUF1421 PRK12323 Atrophin-1 FAP PRK05648 GP38 Totivirus_coat COG4371 TonB PRK07003 DUF1210 PRK10819 Collagen tatB DUF605 Tymo_45kd_70kd GRASP55_65 PRK11633 MFMR PRK00708 Herpes_LMP2 DedD PRK12373 HPC2 HpaP PRK09111 PRK06958 IER GRP Gag_spuma MCPVI TT_ORF1 Trypan_PARP Protamine_P2 motB "	not assigned.no ontology.formin homology 2 domain-containing protein	35_1_20

CUST_26447_PI399408534	2	0.07291889	0.19824219	-0.07291889	-0.8888817	-1.0853806	0.1776743	35_19577	Rep: MADS box transcription factor - Triticum aestivum (Wheat)	UniRef90_O82130	"CHR3V7|COORD:20130406..20132065| AP3 (APETALA 3); DNA binding / transcription factor"	AT3G54340.1	CHR06V5|COORD:30176998..30172487|protein MADS-box transcription factor 16, putative, expressed	LOC_Os06g49840.1	"no descriptionweakly similar to ( 199)AT3G54340| Symbols: AP3 | AP3 (APETALA 3); DNA binding / transcription factor | chr3:20130406-20132065 REVERSEmoderately similar to ( 377)MAD16_ORYSAnot assigned not assigned MADS_MEF2_like MADS K-box MADS MADS_SRF_like SRF-TF ARG80"	RNA.regulation of transcription.MADS box transcription factor family	27_3_24

CUST_27303_PI403524517	2	-0.19813919	0.36659622	-0.10654259	0.08641815	0.23693848	-0.086419106	35_7906	"Cluster: Putative latex-abundant protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative latex-abundant protein - Oryza sativa (japonica cultivar-gro"	UniRef90_Q8LJ88	CHR1V7|COORD:29847742..29849261| latex-abundant protein, putative (AMC7) / caspase family protein	AT1G79340.1	CHR01V5|COORD:34195990..34198688|protein latex-abundant protein, putative, expressed	LOC_Os01g58580.1	 no descriptionweakly similar to ( 134)AT1G79340| Symbols:  | latex-abundant protein, putative (AMC7) / caspase family protein | chr1:29847742-29849261 FORWARDnot assigned 	protein.degradation	29_5

CUST_26390_PI399408534	2	0.27668953	-0.09495163	-0.04876232	-0.16989326	0.070651054	0.04876232	35_3437	"Cluster: Putative receptor protein kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative receptor protein kinase - Oryza sativa (japonica cultivar-g"	UniRef90_Q69SP5	CHR2V7|COORD:11215445..11220973| ER (ERECTA, QUANTITATIVE RESISTANCE TO PLECTOSPHAERELLA 1)	AT2G26330.1	CHR06V5|COORD:5250844..5243152|protein receptor-like protein kinase 5 precursor, putative, expressed	LOC_Os06g10230.2	 no descriptionhighly similar to ( 508)AT2G26330| Symbols: QRP1, ER | ER (ERECTA, QUANTITATIVE RESISTANCE TO PLECTOSPHAERELLA 1) | chr2:11215445-11220973 REVERSEmoderately similar to ( 231)RPK1_IPONIReceptor-like protein kinase precursor - Ipomoea nil (Japanese morning glory) (Pharbitis nil)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pkinase S_TKc Pkinase_Tyr TyrKc S_TKc PTKc PTKc_Jak_rpt2 SPS1 PTKc_Csk_like PTKc_EphR PTKc_Itk PTKc_Srm_Brk PTKc_EGFR_like PTKc_Src_like PTKc_Trk PTKc_Jak2_Jak3_rpt2 PTKc_Frk_like PTKc_EphR_A2 PTKc_Ack_like PTKc_Tec_like PTKc_Fes_like PTKc_HER4 PTKc_InsR_like PTKc_Tec_Rlk PTKc_Syk_like PTKc_EphR_A PTKc_EphR_B PTKc_Lck_Blk PTKc_Ror PTKc_c-ros PTKc_Yes PTKc_Abl PTKc_Fer PTKc_TrkC PTK_CCK4 PTKc_Btk_Bmx PTKc_Fyn_Yrk PTKc_Met_Ron PTKc_TrkB PTKc_Csk PTKc_ALK_LTK PTKc_DDR PTKc_FGFR PTKc_Jak1_rpt2 PTKc_Lyn PTKc_Musk PTKc_HER2 PTKc_Chk PTKc_TrkA PTKc_Tyk2_rpt2 PTKc_Src PTKc_Hck PTKc_EGFR PTKc_Fes PTK_HER3 PTKc_PDGFR PTKc_FAK PTKc_Ror1 PTKc_Axl_like PTKc_EphR_A10 PTKc_IGF-1R PTKc_Tie1 PTKc_DDR_like PTKc_Tie PTKc_FGFR1 PTKc_RET PTKc_Tie2 PTKc_InsR PTKc_Aatyk PTKc_DDR2 PTKc_FGFR3 PTKc_CSF-1R PTKc_VEGFR PTKc_FGFR4 PTK_Ryk PTKc_PDGFR_alpha PTKc_Zap-70 PTKc_Tyro3 PTKc_VEGFR2 PTK_Jak_rpt1 PTKc_Kit PTKc_DDR1 PTKc_Ror2 PTKc_FGFR2 PTKc_VEGFR3 PTKc_Axl PTKc_Syk 	signalling.receptor kinases.misc	30_2_99

CUST_25528_PI403524517	2	0.012541294	0.18177176	-0.012540817	0.05063343	-0.11064577	-0.26402473	35_7395	"Cluster: Hypothetical protein; n=1; Kineococcus radiotolerans SRS30216|Rep: Hypothetical protein - Kineococcus radiotolerans SRS30216"	UniRef90_Q411B4	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	CHR10V5|COORD:857827..858489|protein ligA, putative	LOC_Os10g02400.1	no descriptionPRK07764 PRK07003	not assigned.unknown	35_2

CUST_2528_PI399408534	2	-0.18025684	0.5408964	-0.20604134	0.20739841	0.18025589	-0.26556492	35_19121	"Cluster: Hypothetical protein OJ1012B02.5; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1012B02.5 - Oryza sativa (japonica cultivar-g"	UniRef90_Q84QB6	CHR2V7|COORD:12686423..12687544| zinc finger (C2H2 type) family protein	AT2G29660.1	CHR03V5|COORD:8693704..8691685|protein nucleic acid binding protein, putative, expressed	LOC_Os03g15790.1	no descriptionweakly similar to ( 129)AT2G29660| Symbols:  | zinc finger (C2H2 type) family protein | chr2:12686423-12687544 FORWARDnot assigned not assigned not assigned not assigned	RNA.regulation of transcription.C2H2 zinc finger family	27_3_11

CUST_162430_PI403524517	2	0.034911156	-0.034911633	0.044785023	-0.10232353	-0.19360876	0.2967968	35_45302	Rep: H0515C11.4 protein - Oryza sativa (Rice)	UniRef90_Q01MI7	"CHR1V7|COORD:6650647..6653044| FMO1 (FLAVIN-DEPENDENT MONOOXYGENASE 1); monooxygenase"	AT1G19250.1	CHR04V5|COORD:8229784..8223529|protein monooxygenase/ oxidoreductase, putative, expressed	LOC_Os04g14690.1	"no descriptionvery weakly similar to (93.6)AT1G19250| Symbols: FMO1 | FMO1 (FLAVIN-DEPENDENT MONOOXYGENASE 1); monooxygenase | chr1:6650647-6653044 REVERSEnot assigned FMO-like TrkA"	misc.oxidases - copper, flavone etc.	26_7

CUST_152825_PI403524517	2	0.1303258	-0.72109795	0.11246681	0.098739624	-0.098739624	-0.30046082	35_42715	"Cluster: ATP synthase epsilon chain, mitochondrial; n=1; Zea mays|Rep: ATP synthase epsilon chain, mitochondrial - Zea mays (Maize)"	UniRef90_Q41898	CHR1V7|COORD:19156348..19157309| ATP synthase epsilon chain, mitochondrial	AT1G51650.1	CHR08V5|COORD:9174131..9170973|protein ATP synthase epsilon chain, mitochondrial, putative, expressed	LOC_Os08g15170.1	 no descriptionvery weakly similar to (98.6)AT1G51650| Symbols:  | ATP synthase epsilon chain, mitochondrial | chr1:19156348-19157309 FORWARDweakly similar to ( 118)ATP5E_MAIZEATP synthase subunit epsilon, mitochondrial - Zea mays (Maize)not assigned ATP-synt_Eps 	mitochondrial electron transport / ATP synthesis.F1-ATPase	9_9

CUST_15441_PI404877155	2	-0.010894775	-0.7438297	-0.12074566	0.07789993	0.020413399	0.010893822	Contig9314_at	putative aminotransferase AGD2 [Oryza sativa (japonica cultivar-group)]	AAR01225.1	aminotransferase class I and II family protein	At4g33680.1	protein probable transaminase (EC 2.6.1.-) T16L1.170 [similarity] - Arabidopsis thaliana	Os03g18810	probable transaminase/Aromatic Aminotransferase	amino acid metabolism.synthesis.aromatic aa.phenylalanine and tyrosine	13_1_6_2

CUST_82160_PI403524517	2	0.15196419	-0.07034683	0.07034731	-0.331604	0.3593545	-0.15224266	35_23567	"Cluster: Hypothetical protein OJ1120_C08.24-1; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1120_C08.24-1 - Oryza sativa (japonica cu"	UniRef90_Q6ZKE8	"CHR1|COORD:11436703..11440089| similar to splicing factor PWI domain-containing protein [Arabidopsis thaliana] (TAIR:At2g29210.1); similar to unknown protein"	AT1G31870.2	CHR08V5|COORD:4580134..4584895|protein expressed protein	LOC_Os08g08080.2	no description	not assigned.unknown	35_2

CUST_43859_PI403524517	2	-0.16223526	-0.1924963	0.013368607	-0.013368607	0.082188606	0.11062813	35_12586	"Cluster: Putative transcription factor; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative transcription factor - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6AV21	0	0	CHR03V5|COORD:23453729..23458014|protein B3 DNA binding domain containing protein, expressed	LOC_Os03g42240.1	no description	not assigned.unknown	35_2

CUST_29197_PI403524517	2	-0.030573845	-0.08317661	0.030573845	0.16171837	0.1778984	-0.048665047	35_8438	"Cluster: Hypothetical protein P0450B04.17; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0450B04.17 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6ZD72	CHR4V7|COORD:10275928..10278502| leucine-rich repeat family protein / extensin family protein	AT4G18670.1	CHR08V5|COORD:347485..345739|protein expressed protein	LOC_Os08g01590.2	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 Tymo_45kd_70kd HPC2	not assigned.unknown	35_2

CUST_5642_PI399408534	2	0.1734724	-0.05126381	-0.05508995	0.05126381	-0.33864117	0.08427811	35_32864	"Cluster: Proline-rich protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Proline-rich protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ZD92	CHR1V7|COORD:30005636..30008862| ELF7 (EARLY FLOWERING 7)	AT1G79730.1	CHR08V5|COORD:3311692..3306588|protein ELF7, putative, expressed	LOC_Os08g06070.1	no descriptionvery weakly similar to (67.4)AT1G79730| Symbols: ELF7 | ELF7 (EARLY FLOWERING 7) | chr1:30005636-30008862 REVERSE	RNA.regulation of transcription	27_3

CUST_177692_PI403524517	2	-0.012237549	0.21606731	0.07737446	0.012237549	-0.07483482	-0.025179863	35_49426	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_178171_PI403524517	2	0.18918324	-1.0381165	-0.11695719	0.13761187	0.11695671	-0.5189638	35_49553	Rep: F3F19.27 protein - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q9SAF8	CHR1V7|COORD:4525849..4525974| DVL4/RTFL17 (ROTUNDIFOLIA LIKE 17)	AT1G13245.1	CHR09V5|COORD:7888217..7887366|protein hypothetical protein	LOC_Os09g13590.1	no description	not assigned.unknown	35_2

CUST_34906_PI403524517	2	0.065030575	0.34964943	-0.0049796104	0.0049791336	-0.13768482	-0.233428	35_10061	"Cluster: Hypothetical protein T7P1.21; n=1; Arabidopsis thaliana|Rep: Hypothetical protein T7P1.21 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9C946	CHR1V7|COORD:22496859..22500684| proline-rich family protein	AT1G61080.1	CHR03V5|COORD:4251987..4256589|protein transposon protein, putative, unclassified, expressed	LOC_Os03g08370.1	no description	not assigned.unknown	35_2

CUST_73353_PI403524517	2	5.3310394E-4	0.320302	0.112270355	-0.009771347	-0.027750015	-5.3310394E-4	35_21031	"Cluster: Zinc knuckle family protein, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Zinc knuckle family protein, putative, expressed - O"	UniRef90_Q2QNI2	"CHR5V7|COORD:20325486..20329962| EMB1441 (EMBRYO DEFECTIVE 1441); nucleic acid binding"	AT5G49930.1	CHR12V5|COORD:23131123..23123144|protein serologically defined colon cancer antigen 1, putative, expressed	LOC_Os12g37720.1	"no descriptionmoderately similar to ( 278)AT5G49930| Symbols: EMB1441 | EMB1441 (EMBRYO DEFECTIVE 1441); nucleic acid binding | chr5:20325486-20329962 REVERSEnot assigned"	not assigned.no ontology	35_1

CUST_19700_PI399408534	2	-0.08376598	0.57620144	0.19094181	-0.07023525	-0.021938324	0.021938324	35_14990	Rep: Auxin response factor 2 - Oryza sativa (Rice)	UniRef90_Q8S982	CHR5|COORD:24927608..24932431| transcriptional factor B3 family protein / auxin-responsive factor, putative (ARF1), contains Pfam profile: PF02362 B3 DNA bindin	AT5G62000.3	CHR01V5|COORD:41022491..41027847|protein auxin response factor 2, putative, expressed	LOC_Os01g70270.4	 no descriptionweakly similar to ( 129)AT5G62000| Symbols: ARF1-BP, ARF2 | ARF2 (AUXIN RESPONSE FACTOR 2) | chr5:24928085-24931906 FORWARDvery weakly similar to (54.3)PRS7_ORYSA	RNA.regulation of transcription.ARF, Auxin Response Factor family	27_3_4

CUST_85796_PI403524517	2	0.06311226	1.0056353	-0.0784111	-0.005894184	0.0058937073	-0.22272396	35_24570	"Cluster: Putative beta-ketoacyl synthase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative beta-ketoacyl synthase - Oryza sativa (japonica"	UniRef90_Q6F365	CHR2V7|COORD:11337172..11338701| beta-ketoacyl-CoA synthase, putative	AT2G26640.1	CHR05V5|COORD:28544278..28541925|protein fatty acid elongase, putative, expressed	LOC_Os05g49900.1	 no descriptionmoderately similar to ( 306)AT2G26640| Symbols:  | beta-ketoacyl-CoA synthase, putative | chr2:11337172-11338701 FORWARDnot assigned not assigned FAE1_CUT1_RppA CHS_like BcsA PRK12323 	lipid metabolism.FA synthesis and FA elongation.beta ketoacyl CoA synthase	11_1_10

CUST_146442_PI403524517	2	0.35821342	-0.085418224	-0.030743122	0.23748636	-0.061635017	0.030742645	35_40993	"Cluster: Glycosyl transferase family 8 protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Glycosyl transferase family 8 protein, expressed - O"	UniRef90_Q2QN55	"CHR3V7|COORD:9399..11986| GAUT13 (Galacturonosyltransferase 13); polygalacturonate 4-alpha-galacturonosyltransferase/ transferase,"	AT3G01040.1	CHR12V5|COORD:23907876..23902336|protein transferase, transferring glycosyl groups, putative, expressed	LOC_Os12g38930.1	" no descriptionvery weakly similar to (87.4)AT5G15470| Symbols: GAUT14 | GAUT14 (Galacturonosyltransferase 14); polygalacturonate 4-alpha-galacturonosyltransferase/ transferase, transferring glycosyl groups / transferase, transferring hexosyl groups | chr5:5021436-5024171 REVERSE"	misc.UDP glucosyl and glucoronyl transferases	26_2

CUST_71737_PI403524517	2	-0.0063962936	-0.716897	-0.23870373	0.15929604	0.2026329	0.0063962936	35_20563	"Cluster: AMP-binding enzyme family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: AMP-binding enzyme family protein, expressed - Oryza sat"	UniRef90_Q2QX58	"CHR1V7|COORD:29153395..29156670| LACS9 (LONG CHAIN ACYL-COA SYNTHETASE 9); long-chain-fatty-acid-CoA ligase"	AT1G77590.1	CHR12V5|COORD:3482864..3488371|protein acyl-CoA synthetase long-chain family member 3, putative, expressed	LOC_Os12g07110.2	"no descriptionhighly similar to ( 532)AT1G77590| Symbols: LACS9 | LACS9 (LONG CHAIN ACYL-COA SYNTHETASE 9); long-chain-fatty-acid-CoA ligase | chr1:29153395-29156670 REVERSEvery weakly similar to (75.5)4CL1_ORYSAnot assigned not assigned not assigned not assigned FAA1 AMP-binding CaiC PRK03640 PRK05677 PRK07514 PRK07529 PRK06145 PRK08633 PRK08180 PRK06087 PRK12492 PRK06839 Acs PRK07059 PRK05605 PRK08974 PRK08162 PRK08314 PRK06710 PRK08316 PRK09089 PRK09088 PRK06368 PRK07684 PRK06219 PRK08315 PRK07656 PRK04813 PRK06178 PRK07786 PRK08751 PRK09274 PRK05852 EntF PRK07770 PRK07771 PRK12583 PRK07787 PRK06188 PRK06814 PRK06187 PRK12582 PRK07798 PRK06155 PRK07470 PRK04319 PRK10252 PRK12467 PRK12316 PRK05691 PRK12406 PRK08043 entE PRK07824 caiC PRK06164 PRK07008 EntE PRK06060"	lipid metabolism.FA synthesis and FA elongation.long chain fatty acid CoA ligase	11_1_9

CUST_41336_PI403524517	2	-0.15160656	0.5670757	0.15160656	-0.39888	-0.8773365	0.3545103	35_11880	"Cluster: Kelch-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Kelch-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q84S70	CHR5V7|COORD:244501..248142| kelch repeat-containing protein	AT5G01660.1	CHR07V5|COORD:21318698..21313848|protein kelch motif family protein, expressed	LOC_Os07g35610.1	no descriptionweakly similar to ( 107)AT5G01660| Symbols:  | kelch repeat-containing protein | chr5:244501-248142 REVERSEnot assigned	not assigned.unknown	35_2

CUST_138561_PI403524517	2	0.015829563	-0.3170538	0.03405857	0.11664677	-0.08735466	-0.01583004	35_38866	Rep: Proteasome subunit alpha type 7 - Oryza sativa (Rice)	UniRef90_O04861	"CHR5V7|COORD:26454671..26455903| PAD2 (20S proteasome alpha subunit D2); peptidase"	AT5G66140.1	CHR08V5|COORD:27400407..27404263|protein proteasome subunit alpha type 7, putative, expressed	LOC_Os08g43540.1	"no descriptionweakly similar to ( 176)AT5G66140| Symbols: PAD2 | PAD2 (20S proteasome alpha subunit D2); peptidase | chr5:26454671-26455903 REVERSEmoderately similar to ( 201)PSA7_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned proteasome_alpha_type_7 proteasome_alpha PRK03996 PRE1 proteasome_alpha_type_2 Proteasome proteasome_protease_HslV proteasome_alpha_archeal proteasome_alpha_type_1 proteasome_alpha_type_4 proteasome_alpha_type_5 proteasome_alpha_type_6 proteasome_beta Ntn_hydrolase"	protein.degradation.ubiquitin.proteasom	29_5_11_20

CUST_37531_PI403524517	2	-0.08515358	0.42695713	0.0553751	-0.13373947	0.05232525	-0.05232525	35_10809	"Cluster: Hypothetical protein P0519E02.19; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0519E02.19 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6Z371	"CHR5V7|COORD:20268029..20271992| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G10385.1); similar to expressed protein (with alternative splicing)"	AT5G49830.1	CHR07V5|COORD:5424872..5417068|protein expressed protein	LOC_Os07g10110.1	"no descriptionmoderately similar to ( 236)AT5G49830| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G10385.1); similar to expressed protein (with alternative splicing) [Oryza sativa (japonica cultivar-group)] (GB:AAS07222.1); similar to AT5g49830/K21G20_4 [Medicago truncatula] (GB:ABE86338.1); similar to Os07g0200000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001059127.1); contains domain FAMILY NOT NAMED (PTHR21426); contains domain gb def: Gb|AAD32890.1 (AT5g49830/K21G20_4) (PTHR21426:SF3) | chr5:20268029-20271992 REVERSEnot assigned"	not assigned.unknown	35_2

CUST_120238_PI403524517	2	-6.723404E-4	-0.26564026	-0.050004005	6.713867E-4	0.12075043	0.02680397	35_33997	0	0		0	CHR03V5|COORD:34171067..34166462|protein GTP binding protein, putative, expressed	LOC_Os03g60180.1	no description	not assigned.unknown	35_2

CUST_116187_PI403524517	2	0.32120514	-0.4185562	-0.44641733	0.010699272	-0.010698795	0.13103151	35_32942	"Cluster: Putative glutathione S-transferase OsGSTF3; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative glutathione S-transferase OsGSTF3 - Oryza sativa"	UniRef90_Q9FUD8	"CHR3V7|COORD:735078..735884| ATGSTF11 (GLUTATHIONE S-TRANSFERASE F11); glutathione transferase"	AT3G03190.1	CHR03V5|COORD:1935080..1933783|protein glutathione S-transferase, putative, expressed	LOC_Os03g04260.1	" no descriptionweakly similar to ( 107)AT3G03190| Symbols: ATGSTF6, ATGSTF11 | ATGSTF11 (GLUTATHIONE S-TRANSFERASE F11); glutathione transferase | chr3:735078-735884 FORWARDvery weakly similar to (80.9)GSTF1_TOBACGlutathione S-transferase PARB - Nicotiana tabacum (Common tobacco)not assigned not assigned GST_C_Phi GST_C GST_C_family GST_C_GTT2_like GST_C_Ure2p_like Gst 2OG-FeII_Oxy "	misc.glutathione S transferases	26_9

CUST_82261_PI403524517	2	0.2041235	-0.23359871	-0.018131256	0.018130302	-0.036073685	0.12654686	35_23593	"Cluster: Endonuclease-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Endonuclease-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8GT06	"CHR4V7|COORD:15028592..15032467| ATMUS81; endonuclease/ nucleic acid binding"	AT4G30870.1	CHR01V5|COORD:42018023..42025555|protein ERCC4 domain containing protein, expressed	LOC_Os01g71960.1	"no descriptionmoderately similar to ( 227)AT4G30870| Symbols: ATMUS81 | ATMUS81; endonuclease/ nucleic acid binding | chr4:15028592-15032467 FORWARDnot assigned MUS81 ERCC4"	DNA.synthesis/chromatin structure	28_1

CUST_9015_PI404877155	2	-0.029885292	-0.57327175	-0.06588268	0.085401535	0.029885292	0.042304993	Contig2799_at	aspartate transaminase (EC 2.6.1.1) AAT3 precursor - proso millet emb|CAA45024.1| aspartate aminotransferase [Panicum miliaceum] dbj|BAA0499	S22379	aspartate aminotransferase, mitochondrial / transaminase A (ASP1)	At2g30970.1	protein aspartate transaminase (EC 2.6.1.1) precursor, mitochondrial - rice	Os02g14110	aspartate transaminase (EC 2.6.1.1) AAT3 precursor - proso millet emb	amino acid metabolism.central amino acid metabolism.aspartate.synthesis	13_1_1_2

CUST_33317_PI403524517	2	0.08779955	0.3820777	-0.08779955	-0.15522861	0.23054838	-0.18356752	35_9608	Rep: H0311C03.8 protein - Oryza sativa (Rice)	UniRef90_Q01I86	0	0	CHR04V5|COORD:24837567..24839874|protein expressed protein	LOC_Os04g42340.1	no description	not assigned.unknown	35_2

CUST_41339_PI403524517	2	-0.030760765	0.5939884	0.27466297	-0.3075428	0.030761242	-0.27459526	35_11881	"Cluster: Os07g0517700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0517700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D617	"CHR2V7|COORD:16735456..16738238| similar to proline-rich family protein [Arabidopsis thaliana] (TAIR:AT3G09000.1); similar to Os01g0141900 [Oryza"	AT2G40070.1	CHR07V5|COORD:19963975..19968222|protein F-box domain containing protein	LOC_Os07g33400.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned PRK12678 PRK12323	not assigned.unknown	35_2

CUST_1020_PI404877155	2	-0.28980446	0.2078867	-0.034726143	0.24110031	-0.12012577	0.034726143	Contig11036_at	F20B24.17 [Arabidopsis thaliana]	AAF17667.1	expressed protein	At1g10740.1	protein expressed protein	Os05g33820	lipase -related	lipid metabolism.lipid degradation.lipases	11_9_2

CUST_27984_PI399408534	2	-0.33335066	-1.0513844	0.16311598	0.40246773	0.2954793	-0.16311598	35_22259	"Cluster: Putative receptor-like protein kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative receptor-like protein kinase - Oryza sativa (japonica"	UniRef90_Q851M7	CHR1V7|COORD:12503428..12505917| lectin protein kinase family protein	AT1G34300.1	CHR03V5|COORD:35161853..35157895|protein ATP binding protein, putative, expressed	LOC_Os03g62180.3	no descriptionmoderately similar to ( 341)AT1G34300| Symbols:  | lectin protein kinase family protein | chr1:12503428-12505917 FORWARDvery weakly similar to (98.2)KPRO_MAIZEPutative receptor protein kinase ZmPK1 precursor - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned B_lectin PRK07003 B_lectin B_lectin Atrophin-1 AF-4 Herpes_BLLF1 PRK07764 Tymo_45kd_70kd PRK12323 APC_basic HPC2 KAR9 FimV GRASP55_65 Metaviral_G DUF566 S_locus_glycop	signalling.receptor kinases.S-locus glycoprotein like	30_2_24

CUST_85916_PI403524517	2	-0.57443666	-0.6971297	-0.20691395	0.5871649	0.20691395	0.50246143	35_24606	"Cluster: Os09g0461900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os09g0461900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J154	"CHR3V7|COORD:18048171..18049145| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G48700.1); similar to Esterase/lipase/thioesterase [Medicago"	AT3G48690.1	CHR09V5|COORD:17461069..17459635|protein gibberellin receptor GID1L2, putative, expressed	LOC_Os09g28730.1	"no descriptionvery weakly similar to (73.9)AT3G48690| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G48700.1); similar to Esterase/lipase/thioesterase [Medicago truncatula] (GB:ABE83378.1); contains InterPro domain Esterase/lipase/thioesterase; (InterPro:IPR000379); contains InterPro domain Alpha/beta hydrolase fold-3; (InterPro:IPR013094) | chr3:18048171-18049145 REVERSEnot assigned not assigned Abhydrolase_3"	not assigned.no ontology	35_1

CUST_102124_PI403524517	2	0.038101673	-0.49358273	-0.038101196	0.06073284	0.12693691	-0.28980827	35_29137	"Cluster: Putative inosine-uridine nucleoside N-ribohydrolase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative inosine-uridine nucleoside N-ribohydrola"	UniRef90_Q6ZJ05	CHR2V7|COORD:15231771..15233712| inosine-uridine preferring nucleoside hydrolase family protein	AT2G36310.1	CHR08V5|COORD:27793971..27789983|protein pyrimidine-specific ribonucleoside hydrolase rihA, putative, expressed	LOC_Os08g44370.1	no descriptionweakly similar to ( 125)AT2G36310| Symbols:  | inosine-uridine preferring nucleoside hydrolase family protein | chr2:15231771-15233712 REVERSEnot assigned nuc_hydro_CaPnhB URH1 nuc_hydro_IU_UC_XIUA nuc_hydro_CeIAG nuc_hydro_3 IU_nuc_hydro rihA nuc_hydro PRK10768 nuc_hydro_CjNH	nucleotide metabolism.degradation	23_2

CUST_29257_PI403524517	2	-0.11478996	0.23134518	0.08167362	-0.050982475	-0.21644878	0.050982475	35_8455	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q337J7	CHR3V7|COORD:7962450..7963385| structural constituent of ribosome	AT3G22450.1	CHR10V5|COORD:17975139..17971832|protein expressed protein	LOC_Os10g34320.1	no descriptionweakly similar to ( 182)AT3G22450| Symbols:  | structural constituent of ribosome | chr3:7962450-7963385 FORWARD	not assigned.unknown	35_2

CUST_105422_PI403524517	2	0.2171402	-0.6628108	-0.113993645	0.21619415	0.11085892	-0.11085892	35_30025	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_97597_PI403524517	2	-0.002486229	0.08500004	0.051029205	-0.06546497	-0.123220444	0.0024852753	35_27869	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_24381_PI399408534	2	0.5090575	0.40328264	-0.05820036	0.05820036	-0.13567829	-0.15262175	35_38786	"Cluster: Putative receptor-like protein kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative receptor-like protein kinase - Oryza sativa (japonica"	UniRef90_Q75IR9	CHR5V7|COORD:24069839..24072328| protein kinase, putative	AT5G59700.1	CHR05V5|COORD:3649022..3651796|protein protein kinase, putative, expressed	LOC_Os05g06990.1	 no descriptionweakly similar to ( 137)AT5G59700| Symbols:  | protein kinase, putative | chr5:24069839-24072328 REVERSE	signalling.receptor kinases.Catharanthus roseus-like RLK1	30_2_16

CUST_3667_PI404877155	2	0.30839252	0.04257965	-0.7652731	0.33071804	-0.56064224	-0.04257965	Contig14220_at	putative cytoskeletal protein-like protein [Oryza sativa (japonica cultivar-group)]	BAC79732.1	myb family transcription factor	At2g03500.1	protein myb-like DNA-binding domain, SHAQKYF class, putative	Os07g02800	putative cytoskeletal protein-like protein	RNA.regulation of transcription.G2-like transcription factor family, GARP	27_3_20

CUST_129072_PI403524517	2	0.0021152496	-0.2517872	-0.05321312	-0.002117157	0.05849266	0.0021152496	35_36272	Rep: Hypothetical protein - Gibberella zeae (Fusarium graminearum)	UniRef90_Q4ILN5	CHR3V7|COORD:6336930..6341602| CCAAT displacement protein-related / CDP-related	AT3G18480.1	CHR03V5|COORD:28620469..28628207|protein protein CASP, putative, expressed	LOC_Os03g50300.1	no descriptionnot assigned not assigned Smc	not assigned.unknown	35_2

CUST_80241_PI403524517	2	0.53866005	0.200737	0.32069445	-0.20073652	-0.24376154	-0.39680243	35_23010	Rep: Histone acetyltransferase GCN5 - Oryza sativa (Rice)	UniRef90_Q338B9	CHR4V7|COORD:8646193..8650082| protease inhibitor/seed storage/lipid transfer protein (LTP) family protein	AT4G15160.1	CHR10V5|COORD:14226137..14219712|protein general control of amino acid synthesis protein 5-like 2, putative, expressed	LOC_Os10g28040.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Extensin_2 Atrophin-1 Tymo_45kd_70kd PRK12323 PRK07764 Drf_FH1 DUF1421 Pneumo_att_G TT_ORF1	not assigned.unknown	35_2

CUST_178392_PI403524517	2	0.028440475	-0.38036346	0.15107536	-0.028440475	0.13267422	-0.08818817	35_49609	Rep: F-box protein GID2 - Oryza sativa (Rice)	UniRef90_Q7XAK4	CHR4V7|COORD:12563668..12564123| SLY1 (SLEEPY1)	AT4G24210.1	0	0	no descriptionvery weakly similar to (75.1)GID2_ORYSA	not assigned.unknown	35_2

CUST_31583_PI403524517	2	0.04641533	0.24528313	-0.07102203	-0.04641533	0.12200451	-0.09425354	35_9115	Rep: F-box-like protein - Hordeum vulgare (Barley)	UniRef90_A0MMC7	CHR5V7|COORD:25112599..25113861| F-box family protein	AT5G62510.1	CHR05V5|COORD:4601064..4599580|protein F-box domain containing protein, expressed	LOC_Os05g08460.1	no descriptionvery weakly similar to (53.1)AT5G62510| Symbols:  | F-box family protein | chr5:25112599-25113861 REVERSEFBOX	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_2904_PI404877155	2	-0.018593788	0.018594742	-0.08329296	0.06968212	-0.063658714	0.107432365	Contig13308_at	putative RAB7A protein (GTP-binding protein) [Oryza sativa (japonica cultivar-group)]	NP_916633.1	Ras-related GTP-binding protein, putative	At4g09720.1	protein RAB7A	Os05g46000	putative RAB7A protein (GTP-binding protein)	signalling.G-proteins	30_5

CUST_164686_PI403524517	2	0.48742104	-0.30139923	-0.56422234	0.40242386	0.13908291	-0.13908291	35_45901	0	0		0	CHR01V5|COORD:33554500..33558619|protein receptor protein kinase, putative, expressed	LOC_Os01g57510.1	no description	not assigned.unknown	35_2

CUST_49738_PI403524517	2	0.022140503	0.38845825	-0.07823849	-0.02213955	-0.13453293	0.13765907	35_14204	Rep: Plasma membrane ATPase 1 - Solanum lycopersicum (Tomato) (Lycopersicon esculentum)	UniRef90_P22180	"CHR5V7|COORD:25176721..25182183| AHA11 (ARABIDOPSIS H(+)-ATPASE 11); ATPase"	AT5G62670.1	CHR12V5|COORD:27353353..27360490|protein plasma membrane ATPase 1, putative, expressed	LOC_Os12g44150.2	"no descriptionnearly identical (1184)AT5G62670| Symbols: AHA11 | AHA11 (ARABIDOPSIS H(+)-ATPASE 11); ATPase | chr5:25176721-25182183 FORWARDnearly identical (1200)PMA3_NICPLPlasma membrane ATPase 3 - Nicotiana plumbaginifolia (Leadwort-leaved tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned MgtA PRK10517 ZntA KdpB PRK01122 PRK10671 zntA E1-E2_ATPase Hydrolase COG4087"	transport.p- and v-ATPases	34_1

CUST_50604_PI403524517	2	-0.07579899	-0.0050373077	0.03785324	-0.02103424	0.11131382	0.0050373077	35_14443	"Cluster: Os12g0574800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os12g0574800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IME3	"CHR4V7|COORD:16426775..16427836| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G15570.1); similar to Bromodomain associated family protein,"	AT4G34340.1	CHR12V5|COORD:23696237..23692420|protein bromodomain associated family protein, expressed	LOC_Os12g38620.3	" no descriptionvery weakly similar to (56.6)AT4G34340| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G15570.1); similar to Bromodomain associated family protein, expressed [Oryza sativa (japonica cultivar-group)] (GB:ABA98992.1); similar to Os12g0574800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001067103.1); contains InterPro domain Bromodomain transcription factor; (InterPro:IPR006565); contains InterPro domain Histone-fold; (InterPro:IPR009072) | chr4:16426775-16427836 REVERSE"	not assigned.unknown	35_2

CUST_41580_PI403524517	2	0.11396885	0.78393936	0.4001732	-0.58104324	-0.42858124	-0.11396885	35_11949	Rep: Cyt-P450 monooxygenase - Oryza sativa (Rice)	UniRef90_Q8S3F7	"CHR2V7|COORD:18780615..18782728| CYP76C4 (cytochrome P450, family 76, subfamily C, polypeptide 4); oxygen binding"	AT2G45550.1	CHR08V5|COORD:24978479..24976813|protein cytochrome P450 76C4, putative, expressed	LOC_Os08g39660.1	" no descriptionweakly similar to ( 131)AT2G45550| Symbols: CYP76C4 | CYP76C4 (cytochrome P450, family 76, subfamily C, polypeptide 4); oxygen binding | chr2:18780615-18782728 REVERSEweakly similar to ( 120)C71C3_MAIZECytochrome P450 71C3 - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned p450 CypX PRK12323 Drf_FH1 PRK07764 "	misc.cytochrome P450	26_10

CUST_39967_PI403524517	2	0.010782242	0.10339928	0.18924618	-0.24786758	-0.62945366	-0.010782242	35_11495	Rep: Kinesin-like protein - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q9FME7	CHRomosome-associated kinesin, putative | chr5V7|COORD:omosome..associated| chromosome-associated kinesin, putative	AT5G60930.1	CHR09V5|COORD:1157082..1166873|protein chromosome-associated kinesin KLP1, putative, expressed	LOC_Os09g02650.1	 no descriptionweakly similar to ( 161)AT5G60930| Symbols:  | chromosome-associated kinesin, putative | chr5:24532624-24539737 REVERSEvery weakly similar to (63.5)FLA10_CHLREKinesin-like protein FLA10 - Chlamydomonas reinhardtiinot assigned not assigned not assigned not assigned not assigned not assigned KIP1 KISc_KIF4 KISc_KIF1A_KIF1B 	cell.organisation	31_1

CUST_28999_PI399408534	2	0.23770618	-0.009400368	0.009400368	-0.0891161	-0.3400755	0.21582413	35_23963	"Cluster: PHD-finger family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: PHD-finger family protein, expressed - Oryza sativa (japonica"	UniRef90_Q2QPI8	CHR3V7|COORD:2557759..2561540| protein binding / zinc ion binding	AT3G08020.1	CHR12V5|COORD:20779912..20772629|protein PHD-finger family protein, expressed	LOC_Os12g34330.1	no descriptionmoderately similar to ( 408)AT3G08020| Symbols:  | protein binding / zinc ion binding | chr3:2557759-2561540 REVERSEnot assigned not assigned not assigned not assigned not assigned PRK07764 PHD PRK12323 PHD	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_23106_PI403524517	2	0.019154549	-0.17846966	-0.02576828	0.101480484	-0.019153595	0.22296524	35_6716	"Cluster: Protein T7N9.4 [imported]-Arabidopsis thaliana-related; n=1; Medicago truncatula|Rep: Protein T7N9.4 [imported]-Arabidopsis thaliana-related - Medicago"	UniRef90_Q1SA30	0	0	CHR01V5|COORD:23036434..23055373|protein HEAT repeat family protein, expressed	LOC_Os01g40250.1	no description	not assigned.unknown	35_2

CUST_23519_PI403524517	2	0.08381939	-0.0037612915	-0.15350246	0.0037612915	-0.053696632	0.13957214	35_6836	"Cluster: Hypothetical protein OJ1118_A06.15; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1118_A06.15 - Oryza sativa (japonica cultiv"	UniRef90_Q6ZKL8	CHR1V7|COORD:5548647..5550547| protein phosphatase 2C family protein / PP2C family protein	AT1G16220.1	CHR08V5|COORD:24571961..24567299|protein catalytic/ protein phosphatase type 2C, putative, expressed	LOC_Os08g39100.1	no descriptionweakly similar to ( 155)AT1G16220| Symbols:  | protein phosphatase 2C family protein / PP2C family protein | chr1:5548647-5550547 FORWARDnot assigned PP2Cc PP2Cc	protein.postranslational modification	29_4

CUST_24035_PI399408534	2	-0.05235672	0.59229565	0.03804207	-0.038041115	-0.19717216	0.053973198	35_19637	"Cluster: OSJNBa0033G05.18 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0033G05.18 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XTM7	"CHR2V7|COORD:10917914..10920986| similar to transcription elongation factor-related [Arabidopsis thaliana] (TAIR:AT5G25520.2); similar to PHD finger protein-lik"	AT2G25640.1	CHR04V5|COORD:32594040..32588800|protein expressed protein	LOC_Os04g55190.1	" no descriptionvery weakly similar to (81.6)AT2G25640| Symbols:  | similar to transcription elongation factor-related [Arabidopsis thaliana] (TAIR:AT5G25520.2); similar to PHD finger protein-like [Oryza sativa (japonica cultivar-group)] (GB:BAD24999.1); similar to Os02g0208600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001046260.1); contains InterPro domain Transcription elongation factor S-II, central region; (InterPro:IPR003618); contains InterPro domain SPOC; (InterPro:IPR012921) | chr2:10917914-10920986 FORWARDnot assigned SPOC "	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_35180_PI403524517	2	-0.41448498	0.3084941	-0.3511448	0.21745062	-0.21745014	0.26075363	35_10142	"Cluster: Hypothetical protein VPA1357; n=1; Vibrio parahaemolyticus|Rep: Hypothetical protein VPA1357 - Vibrio parahaemolyticus"	UniRef90_Q87GF9	0	0	0	0	no description	not assigned.unknown	35_2

CUST_21314_PI403524517	2	0.041736603	0.23377419	0.047836304	-0.041736603	-0.104533195	-0.099123	35_6183	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_49664_PI403524517	2	-0.039711952	0.30634212	-0.09019852	0.03426552	-0.018040657	0.01804161	35_14162	"Cluster: Zinc metalloproteinase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Zinc metalloproteinase-like - Oryza sativa (japonica"	UniRef90_Q6ZK12	"CHR5V7|COORD:13882257..13885347| similar to zinc ion binding [Arabidopsis thaliana] (TAIR:AT1G55915.1); similar to Os08g0500800 [Oryza sativa (japonica"	AT5G35690.1	CHR08V5|COORD:24594102..24598380|protein expressed protein	LOC_Os08g39150.1	"no descriptionvery weakly similar to (79.0)AT5G35690| Symbols:  | similar to zinc ion binding [Arabidopsis thaliana] (TAIR:AT1G55915.1); similar to Os08g0500800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001062160.1); similar to hypothetical protein FG01697.1 [Gibberella zeae PH-1] (GB:XP_381873.1); contains InterPro domain WLM; (InterPro:IPR013536); contains InterPro domain PUG; (InterPro:IPR006567) | chr5:13882257-13885347 REVERSE"	protein.degradation.metalloprotease	29_5_7

CUST_103264_PI403524517	2	0.42543983	0.03156042	0.0710063	-0.031560898	-0.2453599	-0.05210495	35_29444	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_154896_PI403524517	2	-0.012392998	0.40548038	0.012392044	-0.22084999	0.17058277	-0.050878525	35_43275	"Cluster: Hypothetical protein OSJNBa0007M04.36; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0007M04.36 - Oryza sativa (japonica"	UniRef90_Q6Z553	CHR1V7|COORD:25133762..25135832| zinc finger (C3HC4-type RING finger) family protein / BRCT domain-containing protein	AT1G67180.1	CHR08V5|COORD:19663607..19668320|protein ubiquitin-protein ligase/ zinc ion binding protein, putative, expressed	LOC_Os08g31930.1	no description	not assigned.unknown	35_2

CUST_133_PI404877155	2	-0.12188625	-0.04805851	0.11938858	0.03162861	0.029693604	-0.029694557	basd23g06_s_at	putative dehydration-responsive protein RD22 precursor [Oryza sativa (japonica cultivar-group)] dbj|BAB89935.1| putative BURP domain-contain	NP_916440.1	dehydration-responsive protein (RD22)	At5g25610.1	protein BURP domain, putative	Os01g53240	putative dehydration-responsive protein RD22	stress.abiotic.drought/salt	20_2_3

CUST_37132_PI403524517	2	0.46967793	0.39876652	-0.82256794	-0.15818405	-0.19002914	0.15818405	35_10700	"Cluster: F-box family protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: F-box family protein, putative, expressed - Oryza sativa (j"	UniRef90_Q10SN2	CHR3V7|COORD:22614141..22615311| ATPP2-A13	AT3G61060.1	CHR03V5|COORD:921039..923411|protein ATPP2-A13, putative, expressed	LOC_Os03g02550.1	no descriptionweakly similar to ( 145)AT3G61060| Symbols: ATPP2-A13 | ATPP2-A13 | chr3:22614141-22615311 FORWARDnot assigned not assigned not assigned	cell.organisation	31_1

CUST_92737_PI403524517	2	-1.1162767	-0.8728428	0.318655	0.29969501	0.7319298	-0.29969501	35_26517	"Cluster: Putative BLE2 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative BLE2 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8H3E9	CHR3V7|COORD:1881361..1883323| binding	AT3G06210.1	CHR07V5|COORD:27195804..27199720|protein expressed protein	LOC_Os07g45570.1	no descriptionvery weakly similar to (55.8)AT3G06210| Symbols:  | binding | chr3:1881361-1883323 FORWARD	not assigned.unknown	35_2

CUST_2567_PI404877155	2	-0.38851547	1.2737665	0.24493313	-0.55908775	-0.041754723	0.041754723	Contig1298_at	Enolase 1 (2-phosphoglycerate dehydratase 1) (2-phospho-D-glycerate hydro-lyase 1) pir||S16257 phosphopyruvate hydratase (EC 4.2.1.11) - mai	P26301	15328160|enolase	At2g36530.1	protein enolase	Os06g04510	Enolase 1 (2-phosphoglycerate dehydratase 1)	glycolysis.enolase	4_12

CUST_111496_PI403524517	2	-0.031173706	-0.019368172	0.07221699	-0.050554276	0.1935072	0.019367218	35_31657	"Cluster: Elicitor and UV light related transcription factor; n=1; Oryza sativa|Rep: Elicitor and UV light related transcription factor - Oryza sativa"	UniRef90_Q8RXA0	"CHR4V7|COORD:13916071..13917209| UBC9 (UBIQUITIN CONJUGATING ENZYME 9); ubiquitin-protein ligase"	AT4G27960.1	CHR04V5|COORD:33871617..33868683|protein ubiquitin-conjugating enzyme E2-17 kDa, putative, expressed	LOC_Os04g57220.3	"no descriptionweakly similar to ( 182)AT4G27960| Symbols: UBC9 | UBC9 (UBIQUITIN CONJUGATING ENZYME 9); ubiquitin-protein ligase | chr4:13916071-13917299 REVERSEvery weakly similar to (97.1)UBC2_MEDSAUbiquitin-conjugating enzyme E2-17 kDa - Medicago sativa (Alfalfa)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG5078 UBCc UQ_con UBCc"	protein.degradation.ubiquitin.E2	29_5_11_3

CUST_67863_PI403524517	2	0.0123806	-0.43750858	-0.037394524	-0.0123806	0.04155922	0.03547764	35_19389	"Cluster: Hypothetical protein P0413G02.25; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0413G02.25 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5ZAZ0	"CHR5V7|COORD:5338122..5342189| similar to PREDICTED: similar to low density lipoprotein B isoform 1 [Bos taurus] (GB:XP_593871.2); similar to Os01g0777000 [Oryz"	AT5G16300.1	CHR01V5|COORD:33196141..33205064|protein expressed protein	LOC_Os01g56910.1	"no descriptionvery weakly similar to (54.7)AT5G16300| Symbols:  | similar to PREDICTED: similar to low density lipoprotein B isoform 1 [Bos taurus] (GB:XP_593871.2); similar to Os01g0777000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001044419.1); contains domain Cullin repeat (SSF74788) | chr5:5338122-5342071 FORWARD"	not assigned.unknown	35_2

CUST_118374_PI403524517	2	0.105119705	-0.08535576	-0.0036039352	-0.034936905	0.003604889	0.07488155	35_33517	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_14840_PI404877155	2	0.0013380051	-0.012065887	0.08644962	-0.0013389587	0.16431999	-0.021217346	Contig8678_at	probable aspartate kinase (EC 2.7.2.4) / homoserine dehydrogenase (EC 1.1.1.3) precursor - rice dbj|BAA11417.1| aspartate kinase-homoserine	T03589	bifunctional aspartate kinase/homoserine dehydrogenase / AK-HSDH	At1g31230.1	protein bifunctional aspartokinase/homoserine dehydrogenase 1, chloroplastprecursor (ak-hd 1) (a	Os08g25390	NONE	amino acid metabolism.synthesis.aspartate family.misc.homoserine.aspartate kinase	13_1_3_6_1_1

CUST_59008_PI403524517	2	-0.043686867	0.4609413	0.12759018	-0.06380367	0.027192116	-0.027192116	35_16832	"Cluster: S-adenosylmethionine:2-demethylmenaquinone methyltransferase- like; n=2; Oryza sativa (japonica cultivar-group)|Rep:"	UniRef90_Q8W0C5	CHR5|COORD:5374062..5375462| dimethylmenaquinone methyltransferase family protein, similar to bacterial S-adenosylmethionine:2-demethylmenaquinone	AT5G16450.2	CHR02V5|COORD:32084304..32082213|protein regulator of ribonuclease activity A, putative, expressed	LOC_Os02g52430.2	no descriptionmoderately similar to ( 283)AT5G16450| Symbols:  | dimethylmenaquinone methyltransferase family protein | chr5:5374360-5375345 FORWARDnot assigned PRK09372 MenG PRK12487 Methyltransf_6 PRK06201 PRK07028 PRK12764	C1-metabolism	25

CUST_9921_PI404877155	2	0.06440735	0.11011028	-0.012044907	-0.03525257	-0.0650301	0.012043953	Contig3634_at	putative RIC1_ORYSA RAS-RELATED PROTEIN RIC1 [Oryza sativa (japonica cultivar-group)] dbj|BAB85387.1| putative RIC1_ORYSA RAS-RELATED PROTEI	NP_918377.1	Ras-related protein (ARA-5) / small GTP-binding protein, putative	At1g02130.1	protein Ras family, putative	Os01g37800	ras-related small GTP-binding protein RAB1c	signalling.G-proteins	30_5

CUST_13273_PI404877155	2	0.2518053	-0.54739094	-0.15506268	0.15506268	0.20934677	-0.18869114	Contig6974_at	0	AAS07279.1	auxin-responsive protein / indoleacetic acid-induced protein 3 (IAA3)	At1g04240.1	protein AUX/IAA family	Os12g40900	putative auxin-induced protein	RNA.regulation of transcription.Aux/IAA family	27_3_40

CUST_136918_PI403524517	2	0.090379715	0.15894222	-0.10026264	0.28576946	-0.25581264	-0.090379715	35_38397	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_23494_PI403524517	2	-0.031363487	-0.54963875	0.0076208115	0.015209198	-0.0076208115	0.042043686	35_6828	"Cluster: Casein kinase II subunit alpha-2; n=4; Arabidopsis thaliana|Rep: Casein kinase II subunit alpha-2 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q08466	"CHR3V7|COORD:18545470..18547726| CKA2 (casein kinase II alpha chain 2); kinase"	AT3G50000.1	CHR03V5|COORD:31504991..31509412|protein casein kinase II subunit alpha-2, putative, expressed	LOC_Os03g55490.1	"no descriptionmoderately similar to ( 284)AT3G50000| Symbols: CKA2 | CKA2 (casein kinase II alpha chain 2); kinase | chr3:18545470-18547726 FORWARDmoderately similar to ( 278)CSK2A_MAIZECasein kinase II subunit alpha - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pkinase S_TKc S_TKc SPS1"	protein.postranslational modification	29_4

CUST_122543_PI403524517	2	-0.06954861	-0.003537178	0.098241806	0.003537178	0.100087166	-0.066560745	35_34579	"Cluster: Os05g0103800 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0103800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DLG1	"CHR2V7|COORD:18143521..18143724| similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABA99375.1); similar to Os12g0611700 [Oryza sativa"	AT2G43780.1	CHR12V5|COORD:25841948..25839963|protein conserved hypothetical protein	LOC_Os12g41760.1	"no descriptionvery weakly similar to (67.8)AT2G43780| Symbols:  | similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABA99375.1); similar to Os12g0611700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001067254.1) | chr2:18143521-18143724 REVERSE"	not assigned.unknown	35_2

CUST_14664_PI404877155	2	-0.19415951	0.876009	-0.052901268	0.052901268	-0.5421648	0.12033558	Contig8468_at	B1114B07.18 [Oryza sativa (japonica cultivar-group)]	BAB90008.1	calmodulin-binding family protein	At2g26190.1	protein IQ calmodulin-binding motif, putative	Os01g38980	NONE	signalling.calcium	30_3

CUST_4340_PI404877155	2	0.06932926	0.19993114	-0.06264305	-0.16652107	-0.020892143	0.02089119	Contig15294_at	Putative C-terminal binding protein [Oryza sativa (japonica cultivar-group)]	AAM19105.1	C-terminal binding protein (ANGUSTIFOLIA)	At1g01510.1	protein D-isomer specific 2-hydroxyacid dehydrogenase, NAD binding domain, putative	Os03g03460	"ANGUSTIFOLIA;C-terminal binding protein (ANGUSTIFOLIA), nearly identical to C-terminal binding protein ANGUSTIFOLIA (Arabidopsis thaliana) GI:15408535; contains Pfam profile PF02826: D-isomer specific 2-hydroxyacid dehydrogenase, NAD binding domain"	RNA.regulation of transcription.Orphan family	27_3_34

CUST_24624_PI403524517	2	0.10638428	-0.41096973	-0.09141445	0.03436756	0.043890953	-0.03436756	35_7145	0	0	0	0	CHR02V5|COORD:5424926..5422121|protein 3-oxoacyl-synthase, mitochondrial precursor, putative, expressed	LOC_Os02g10320.1	no description	not assigned.unknown	35_2

CUST_94939_PI403524517	2	0.19044113	0.19278526	0.029055595	-0.11811447	-0.3027544	-0.029055595	35_27135	"Cluster: PTEN, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: PTEN, putative, expressed - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QT46	CHR3V7|COORD:6731830..6735360| phosphoric monoester hydrolase	AT3G19420.1	CHR12V5|COORD:12327551..12318999|protein phosphoprotein phosphatase, putative, expressed	LOC_Os12g21890.1	no descriptionweakly similar to ( 135)AT3G19420| Symbols:  | phosphoric monoester hydrolase | chr3:6731830-6735360 FORWARDnot assigned	protein.postranslational modification	29_4

CUST_54581_PI403524517	2	-0.09407234	0.34610653	-1.2234259	0.094073296	-0.5197449	0.10552597	35_15535	Rep: Probable inositol oxygenase - Oryza sativa (Rice)	UniRef90_Q5Z8T3	"CHR1V7|COORD:4968371..4969949| MIOX1 (MYO-INISITOL OXYGENASE); oxidoreductase"	AT1G14520.1	CHR06V5|COORD:21477411..21481743|protein inositol oxygenase, putative, expressed	LOC_Os06g36560.1	"no descriptionhighly similar to ( 501)AT1G14520| Symbols: MIOX1 | MIOX1 (MYO-INISITOL OXYGENASE); oxidoreductase | chr1:4968371-4969949 REVERSEhighly similar to ( 566)MIOX_ORYSAnot assigned not assigned not assigned DUF706 SerH"	minor CHO metabolism.myo-inositol.myo inositol oxygenases	3_4_4

CUST_23411_PI403524517	2	0.08146191	0.50904465	-0.038726807	-0.2154932	-0.11696911	0.038726807	35_6803	"Cluster: Hypothetical protein P0501G08.37; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0501G08.37 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5ZA33	"CHR5V7|COORD:5613517..5616091| similar to putative protein [Medicago truncatula] (GB:ABE91889.1); contains domain FAMILY NOT NAMED (PTHR16487); contains domain"	AT5G17070.1	CHR06V5|COORD:11208826..11214344|protein expressed protein	LOC_Os06g19650.1	"no descriptionweakly similar to ( 116)AT5G17070| Symbols:  | similar to putative protein [Medicago truncatula] (GB:ABE91889.1); contains domain FAMILY NOT NAMED (PTHR16487); contains domain SUBFAMILY NOT NAMED (PTHR16487:SF4) | chr5:5613517-5616091 REVERSEnot assigned PPP4R2"	not assigned.unknown	35_2

CUST_157233_PI403524517	2	0.3974266	0.23445415	-0.03172207	0.031722546	-0.21117353	-0.18686867	35_43908	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_162335_PI403524517	2	0.1432743	0.74003506	0.12414551	-0.369133	-0.124144554	-0.17014599	35_45278	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_22864_PI403524517	2	-0.029047966	0.7496853	0.2982273	-0.051127434	-0.03996849	0.029047012	35_6641	"Cluster: Myosin heavy chain-like protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Myosin heavy chain-like protein - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6K437	CHR2V7|COORD:14661690..14664522| myosin heavy chain-related	AT2G34730.1	CHR09V5|COORD:2564528..2560851|protein myosin heavy chain, putative, expressed	LOC_Os09g04810.2	no description	not assigned.unknown	35_2

CUST_69166_PI403524517	2	0.09417248	-0.026735306	-0.002295494	0.030603409	-0.0461092	0.002295494	35_19789	"Cluster: HAD superfamily protein involved in N-acetyl-glucosamine catabolism- like; n=1; Oryza sativa (japonica cultivar-group)|Rep: HAD superfamily protein inv"	UniRef90_Q6ZJG4	CHR5V7|COORD:3287823..3289845| haloacid dehalogenase-like hydrolase family protein	AT5G10460.1	CHR08V5|COORD:27009417..27012121|protein HAD-superfamily hydrolase, subfamily IIA, putative, expressed	LOC_Os08g42950.1	no descriptionmoderately similar to ( 378)AT5G10460| Symbols:  | haloacid dehalogenase-like hydrolase family protein | chr5:3287823-3289845 FORWARDnot assigned not assigned NagD	not assigned.no ontology	35_1

CUST_156605_PI403524517	2	-0.018767357	-0.27331448	0.018767357	0.025773048	0.07937145	-0.097494125	35_43738	Rep: Adenine phosphoribosyltransferase 1 - Triticum aestivum (Wheat)	UniRef90_Q43199	"CHR1V7|COORD:9532029..9533794| APT1 (ADENINE PHOSPHORIBOSYLTRANSFERASE 1); adenine phosphoribosyltransferase"	AT1G27450.1	CHR12V5|COORD:24606304..24603370|protein adenine phosphoribosyltransferase 1, putative, expressed	LOC_Os12g39860.1	 no descriptionmoderately similar to ( 218)AT1G27450| Symbols: APT, ATAPT1, APRT, APT1 | APT1 (ADENINE PHOSPHORIBOSYLTRANSFERASE 1) | chr1:9532408-9533794 FORWARDmoderately similar to ( 259)APT1_WHEATAdenine phosphoribosyltransferase 1 - Triticum aestivum (Wheat)not assigned PRK02304 Apt PRK12560 Pribosyltran pyrE PRK09219 PRK09213 	nucleotide metabolism.salvage.phosphoribosyltransferases.aprt	23_3_1_1

CUST_16617_PI404877155	2	-0.30786705	0.20735359	0.0011062622	0.09405708	-0.0011072159	-0.09394741	HC108F07_SK_at	putative ripening-related bZIP protein [Vitis vinifera]	CAB85632.1	ABA-responsive element-binding protein / abscisic acid responsive elements-binding factor (ABRE) / ABA-respons	At4g34000.2	protein bZIP transcription factor, putative	Os02g52780	NONE	hormone metabolism.abscisic acid.signal transduction	17_1_2

CUST_5073_PI404877155	2	-0.267375	-0.7760601	0.5057545	0.06733322	0.25199127	-0.06733322	Contig16494_s_at	putative glycerophosphoryl diester phosphodiesterase [Oryza sativa (japonica cultivar-group)] dbj|BAB92381.1| putative glycerophosphoryl die	NP_916241.1	glycerophosphoryl diester phosphodiesterase family protein	At1g74210.1	protein Glycerophosphoryl diester phosphodiesterase family, putative	Os01g55780	"glycerophosphoryl diester phosphodiesterase family protein, low similarity to glycerophosphodiester phosphodiesterase (Borrelia hermsii) GI:1399038; contains Pfam profile PF03009: Glycerophosphoryl diester phosphodiesterase family"	lipid metabolism.lipid degradation.lysophospholipases	11_9_3

CUST_30290_PI403524517	2	0.09429741	-0.3030882	-0.2057581	-0.032845497	0.03284645	0.10693169	35_8742	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_120398_PI403524517	2	0.017801285	0.34059334	0.11666298	-0.13824463	-0.09025574	-0.017799377	35_34037	"Cluster: Translationally-controlled tumor protein homolog; n=2; Triticeae|Rep: Translationally-controlled tumor protein homolog - Hordeum vulgare (Barley)"	UniRef90_Q9M5G3	CHR3V7|COORD:1606493..1608036| translationally controlled tumor family protein	AT3G05540.1	CHR11V5|COORD:26006355..26004130|protein translationally-controlled tumor protein, putative, expressed	LOC_Os11g43900.1	no descriptionvery weakly similar to (76.6)AT3G05540| Symbols:  | translationally controlled tumor family protein | chr3:1606493-1608036 REVERSEweakly similar to ( 105)TCTP_HORVUTranslationally-controlled tumor protein homolog - Hordeum vulgare (Barley)not assigned TCTP	not assigned.no ontology	35_1

CUST_76002_PI403524517	2	0.25092506	-0.7120342	-0.22808838	0.07423115	-0.07423115	0.3191042	35_21788	"Cluster: Hypothetical protein P0504H10.13; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0504H10.13 - Oryza sativa (japonica cultivar-g"	UniRef90_Q9LGC2	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	CHR01V5|COORD:1709749..1708732|protein expressed protein	LOC_Os01g03980.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned PRK12678 PRK12323 PRK07764	not assigned.unknown	35_2

CUST_78022_PI403524517	2	0.11850977	0.43491936	0.10909939	-0.10909939	-0.5273328	-0.48059034	35_22367	"Cluster: Os02g0819400 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0819400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DWE0	CHR3V7|COORD:16501737..16505437| 2-phosphoglycerate kinase-related	AT3G45090.1	CHR02V5|COORD:35169385..35164542|protein expressed protein	LOC_Os02g57400.2	no descriptionvery weakly similar to (96.7)AT5G60760| Symbols:  | 2-phosphoglycerate kinase-related | chr5:24455691-24459230 FORWARD	not assigned.unknown	35_2

CUST_59624_PI403524517	2	0.39635372	0.94971037	-0.11223841	-0.047514915	-0.09812546	0.047515392	35_17000	"Cluster: Alpha-amylase/trypsin inhibitor precursor; n=2; Hordeum vulgare|Rep: Alpha-amylase/trypsin inhibitor precursor - Hordeum vulgare (Barley)"	UniRef90_P16969	CHR4V7|COORD:10275928..10278502| leucine-rich repeat family protein / extensin family protein	AT4G18670.1	CHR07V5|COORD:6744648..6743980|protein trypsin/factor XIIA inhibitor precursor, putative, expressed	LOC_Os07g12080.1	no descriptionmoderately similar to ( 252)IAA_HORVUAlpha-amylase/trypsin inhibitor precursor - Hordeum vulgare (Barley)AAI_SS	stress.biotic	20_1

CUST_18847_PI404877155	2	0.019041061	-0.47907352	-0.086868286	0.058523178	0.08064556	-0.019041061	HW03O03u_at	putative cytochrome c oxidase assembly protein [Oryza sativa (japonica cultivar-group)]	AAO38831.1	cytochrome c oxidase assembly protein CtaG / Cox11 family	At1g02410.1	protein putative cytochrome c oxidase assembly protein	Os03g50940	"cytochrome c oxidase assembly protein CtaG / Cox11 family, similar to cytochrome c oxidase assembly protein cox11 GI:1244782 from (Saccharomyces cerevisiae); similar to Cytochrome c oxidase assembly protein COX11, mitochondrial precursor (SP:Q9Y6N1){Homo"	mitochondrial electron transport / ATP synthesis.cytochrome c oxidase	9_7

CUST_99010_PI403524517	2	-0.21636295	-0.12342548	0.29001904	0.12342548	0.32568693	-0.47882605	35_28265	"Cluster: Putative arsenite transport subunit B; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative arsenite transport subunit B - Oryza sativa (japonica"	UniRef90_Q6K6Z6	CHR1V7|COORD:440757..442459| transmembrane protein, putative	AT1G02260.1	CHR02V5|COORD:35280916..35284847|protein arsenite transport subunit B, putative, expressed	LOC_Os02g57620.1	 no descriptionweakly similar to ( 125)AT1G02260| Symbols:  | transmembrane protein, putative | chr1:440757-442459 REVERSEnot assigned YbiR_permease ArsB_NhaD_permease CitMHS ArsB P_permease ArsB_permease 	not assigned.no ontology	35_1

CUST_73452_PI403524517	2	0.16309547	0.086289406	-0.09482002	-0.08046913	-0.082912445	0.08046913	35_21062	"Cluster: Hypothetical protein OSJNBa0093M23.2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0093M23.2 - Oryza sativa (japonica cu"	UniRef90_Q7XZZ5	"CHR3V7|COORD:3739228..3741107| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G06560.1); similar to expressed protein [Oryza sativa (japonica"	AT3G11850.2	CHR03V5|COORD:25218463..25222121|protein expressed protein	LOC_Os03g44800.1	"no descriptionvery weakly similar to (96.3)AT3G11850| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G06560.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABA98276.1); similar to Os11g0575900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001068136.1); similar to Os03g0650800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001050787.1); contains InterPro domain Protein of unknown function DUF593; (InterPro:IPR007656) | chr3:3739228-3741107 REVERSE"	not assigned.unknown	35_2

CUST_130996_PI403524517	2	0.084441185	-0.5704355	-0.045235634	0.011110306	0.03871441	-0.011111259	35_36792	Rep: H0211F06-OSIGBa0153M17.2 protein - Oryza sativa (Rice)	UniRef90_Q01HL6	CHR5V7|COORD:16863475..16865137| electron carrier/ protein disulfide oxidoreductase	AT5G42150.1	CHR04V5|COORD:9316614..9325127|protein glutaredoxin family protein, expressed	LOC_Os04g17050.1	no descriptionweakly similar to ( 190)AT5G42150| Symbols:  | electron carrier/ protein disulfide oxidoreductase | chr5:16863475-16865137 FORWARDnot assigned GST_C_mPGES2	not assigned.unknown	35_2

CUST_125231_PI403524517	2	-0.022167206	0.20142984	0.104337215	0.022166729	-0.26044178	-0.094491005	35_35277	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_104516_PI403524517	2	-0.023191452	0.5762167	0.37034798	-0.028963089	0.023191452	-0.24417067	35_29786	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_69346_PI403524517	2	0.21848679	-0.2434206	0.10287285	-0.13725758	-0.025954247	0.0259552	35_19842	"Cluster: Hypothetical protein OJ9990_A01.115; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ9990_A01.115 - Oryza sativa (japonica cult"	UniRef90_Q84S51	CHR1V7|COORD:3189462..3190052| DNA polymerase delta subunit 4 family	AT1G09815.1	CHR08V5|COORD:3722500..3721753|protein delta DNA polymerase, putative, expressed	LOC_Os08g06620.1	no descriptionvery weakly similar to (62.8)AT1G09815| Symbols:  | DNA polymerase delta subunit 4 family | chr1:3189462-3190052 FORWARDnot assigned DNA_pol_delta_4 PRK12323 PRK07764	DNA.synthesis/chromatin structure	28_1

CUST_11900_PI399408534	2	0.054275513	0.16234493	-0.054275513	-0.18876553	-0.21093369	0.055811882	35_49476	"Cluster: Os05g0567400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0567400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DFV9	CHR4V7|COORD:13102915..13106727| FtsJ-like methyltransferase family protein	AT4G25730.1	CHR05V5|COORD:28161759..28166307|protein adoMet-dependent rRNA methyltransferase spb1, putative, expressed	LOC_Os05g49230.1	no descriptionvery weakly similar to (94.7)AT4G25730| Symbols:  | FtsJ-like methyltransferase family protein | chr4:13102915-13106727 REVERSEnot assigned	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_177743_PI403524517	2	-0.24037743	-0.0041012764	0.23441696	0.12636137	-0.08479309	0.0041012764	35_49440	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_109186_PI403524517	2	0.067819595	0.46935368	0.19723034	-0.14597225	-0.21958828	-0.06781864	35_31039	"Cluster: Transcriptional factor B3-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Transcriptional factor B3-like - Oryza sativa (japonica cultivar-group"	UniRef90_Q69V36	CHR1V7|COORD:6978101..6985306| family II extracellular lipase, putative	AT1G20130.1	CHR06V5|COORD:4761005..4763619|protein DNA binding protein, putative, expressed	LOC_Os06g09420.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK12678	not assigned.unknown	35_2

CUST_40912_PI403524517	2	-0.02119875	0.5937686	0.16003466	-0.010725498	0.010725498	-0.3319459	35_11764	0	0	0	0	CHR06V5|COORD:10169371..10167714|protein PE-PGRS family protein, putative	LOC_Os06g17530.1	no description	not assigned.unknown	35_2

CUST_159406_PI403524517	2	-0.09440231	-0.41248322	0.09440231	0.49945354	0.46383142	-0.12216139	35_44492	Rep: Tocopherol cyclase - Triticum aestivum (Wheat)	UniRef90_Q1PBH3	CHR4V7|COORD:15804986..15807795| VTE1 (VITAMIN E DEFICIENT 1)	AT4G32770.1	CHR02V5|COORD:10164745..10155841|protein tocopherol cyclase, chloroplast precursor, putative, expressed	LOC_Os02g17650.2	 no descriptionvery weakly similar to (73.6)AT4G32770| Symbols: ATSDX1, VTE1 | VTE1 (VITAMIN E DEFICIENT 1) | chr4:15804986-15807795 FORWARDvery weakly similar to (96.7)TOCC_MAIZEProbable tocopherol cyclase, chloroplast precursor - Zea mays (Maize)	secondary metabolism.isoprenoids.tocopherol biosynthesis.tocopherol cyclase	16_1_3_4

CUST_72473_PI403524517	2	-0.31026363	0.4326954	0.1085701	-0.23172283	-0.09906101	0.09906006	35_20770	"Cluster: OSJNBa0064G10.23 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0064G10.23 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7FAN9	CHR5V7|COORD:22010791..22014302| WD-40 repeat family protein	AT5G54200.1	CHR04V5|COORD:34430474..34436150|protein signal transducer, putative, expressed	LOC_Os04g58180.1	no descriptionvery weakly similar to (58.5)AT3G15470| Symbols:  | WD-40 repeat family protein | chr3:5216637-5219875 REVERSEnot assigned	development.unspecified	33_99

CUST_168484_PI403524517	2	-0.7361326	-0.33410835	0.13747692	0.124349594	-0.07303715	0.07303715	35_46923	Rep: CRT/DRE binding factor 13 - Triticum monococcum (Einkorn wheat) (Small spelt)	UniRef90_Q2VQ25		0	CHR09V5|COORD:20399782..20398856|protein dehydration-responsive element-binding protein 1D, putative, expressed	LOC_Os09g35020.1	no description	not assigned.unknown	35_2

CUST_82186_PI403524517	2	0.027659893	-0.027659893	-0.25071716	0.05959797	-0.28553534	0.029260159	35_23574	"Cluster: SNF2/SWI2 family transcription factor-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: SNF2/SWI2 family transcription factor-like protein"	UniRef90_Q7XHX4	0	0	CHR07V5|COORD:28833032..28830923|protein ATP-dependent helicase C582.10c in chromosome II, putative, expressed	LOC_Os07g48270.1	no description	not assigned.unknown	35_2

CUST_151701_PI403524517	2	0.30957937	-0.48231173	-0.08836985	0.08836937	0.34734344	-0.26152372	35_42416	"Cluster: WD-40 repeat protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: WD-40 repeat protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8H3W6	CHR5V7|COORD:5721803..5724721| WD-40 repeat family protein	AT5G17370.1	CHR07V5|COORD:430383..435957|protein expressed protein	LOC_Os07g01730.1	no descriptionweakly similar to ( 130)AT5G17370| Symbols:  | WD-40 repeat family protein | chr5:5721803-5724721 REVERSEnot assigned not assigned WD40	not assigned.no ontology	35_1

CUST_74301_PI403524517	2	-0.04920292	-0.40536118	-0.09354401	0.049201965	0.10233879	0.08556652	35_21307	"Cluster: Eukaryotic porin family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Eukaryotic porin family protein, expressed - Oryza sativa"	UniRef90_Q10S27	CHR5V7|COORD:23301121..23302561| porin, putative	AT5G57490.1	CHR03V5|COORD:2048565..2052341|protein outer mitochondrial membrane protein porin, putative, expressed	LOC_Os03g04460.1	 no descriptionmoderately similar to ( 288)AT5G57490| Symbols:  | porin, putative | chr5:23301121-23302561 REVERSEmoderately similar to ( 273)VDAC_PEAOuter plastidial membrane protein porin - Pisum sativum (Garden pea)not assigned Porin_3 	transporter.sugars	34_2

CUST_96609_PI403524517	2	-0.02201271	0.18161201	0.26954174	-0.17039776	-0.21407032	0.022011757	35_27595	"Cluster: Putative mandelonitrile lyase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative mandelonitrile lyase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z290	"CHR1V7|COORD:27456533..27459367| HTH (HOTHEAD); aldehyde-lyase"	AT1G72970.1	CHR08V5|COORD:19029010..19024337|protein protein HOTHEAD precursor, putative, expressed	LOC_Os08g31030.1	" no descriptionmoderately similar to ( 201)AT1G72970| Symbols: EDA17, HTH | HTH (HOTHEAD); aldehyde-lyase | chr1:27456533-27459367 FORWARDnot assigned GMC_oxred_C BetA PRK02106 "	misc.nitrilases, *nitrile lyases, berberine bridge enzymes, reticuline oxidases, troponine reductases	26_8

CUST_16576_PI404877155	2	0.03510666	0.02026844	-0.119888306	-0.16652298	-0.02026844	0.05571556	HB24B22r_at	0	0	0	0	0	0	NONE	RNA.regulation of transcription.unclassified	27_3_99

CUST_41987_PI403524517	2	0.07397747	0.16327095	-0.03631401	-0.20772028	0.036314487	-0.040281296	35_12069	"Cluster: Phospholipase/Carboxylesterase family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Phospholipase/Carboxylesterase family protei"	UniRef90_Q2QNJ3	"CHR1V7|COORD:2998211..3001255| similar to rhodanese-like domain-containing protein [Arabidopsis thaliana] (TAIR:AT2G40760.1); similar to Os12g0563400"	AT1G09280.1	CHR12V5|COORD:23068480..23071642|protein phospholipase/Carboxylesterase family protein, expressed	LOC_Os12g37630.2	" no descriptionmoderately similar to ( 430)AT1G09280| Symbols:  | similar to rhodanese-like domain-containing protein [Arabidopsis thaliana] (TAIR:AT2G40760.1); similar to Os12g0563400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001067036.1); similar to Phospholipase/Carboxylesterase family protein, expressed [Oryza sativa (japonica cultivar-group)] (GB:ABA98960.2); contains InterPro domain Rhodanese-like; (InterPro:IPR001763); contains InterPro domain Protein of unknown function DUF341; (InterPro:IPR005645) | chr1:2998211-3001255 REVERSEPRK00142 COG1054 RHOD_YceA PRK05320 PRK01415 RHOD "	not assigned.unknown	35_2

CUST_24305_PI403524517	2	0.17311335	0.5792742	0.07425594	-0.07425547	-0.08224058	-0.19821787	35_7054	"Cluster: Os02g0814600 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os02g0814600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DWI0	"CHR5V7|COORD:17724451..17726426| similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD21667.1); similar to Os02g0814600 [Oryza sativa"	AT5G44010.1	CHR02V5|COORD:34904953..34899565|protein expressed protein	LOC_Os02g56950.1	"no descriptionvery weakly similar to (72.4)AT5G44010| Symbols:  | similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD21667.1); similar to Os02g0814600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001048494.1) | chr5:17724451-17726426 REVERSE"	not assigned.unknown	35_2

CUST_21829_PI403524517	2	0.20360851	-0.015863419	-0.15472317	0.008059502	-0.008059502	0.1404171	35_6341	Rep: Hypothetical protein - Medicago truncatula (Barrel medic)	UniRef90_Q1SL39	"CHR5V7|COORD:27094..27422| similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE79538.1); contains domain gb def: Hypothetical"	AT5G01075.1	CHR02V5|COORD:19922472..19918486|protein threonyl-tRNA synthetase, putative, expressed	LOC_Os02g33500.2	"no descriptionvery weakly similar to (62.8)AT5G01075| Symbols:  | similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE79538.1); contains domain gb def: Hypothetical protein (At5g01075) (PTHR23421:SF7); contains domain BETA-GALACTOSIDASE RELATED (PTHR23421) | chr5:27094-27422 REVERSE"	not assigned.unknown	35_2

CUST_8404_PI404877155	2	-0.97232056	-0.23038769	0.5830984	0.7987919	-0.14608288	0.14608192	Contig24882_at	receptor-like protein kinase [Nicotiana tabacum]	BAC07504.2	leucine-rich repeat transmembrane protein kinase, putative	At2g31880.1	protein Protein kinase domain, putative	Os06g18000	leucine-rich repeat transmembrane protein kinase, putative	signalling.receptor kinases.leucine rich repeat XI	30_2_11

CUST_17650_PI404877155	2	0.042744637	0.19376755	-0.056450844	-0.044670105	-0.042744637	0.12915039	HV_CEb0017C17r2_at	expressed protein [Arabidopsis thaliana] pir||T05401 hypothetical protein F10M6.90 - Arabidopsis thaliana	NP_194954.1	UDP-sugar transporter-related	At4g32270.1	protein expressed protein	Os02g40030	UDP-sugar transporter-related, contains weak similarity to Swiss-Prot:Q95YI5 UDP-sugar transporter UST74c (Drosophila melanogaster)	transport.NDP-sugars at the ER	34_11

CUST_90488_PI403524517	2	0.16744518	-0.06299591	0.058299065	0.07997513	-0.16829681	-0.05829811	35_25878	Rep: H0818E11.9 protein - Oryza sativa (Rice)	UniRef90_Q25AE3	"CHR1V7|COORD:5639072..5639988| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G79160.1); similar to H0313F03.6 [Oryza sativa (indica"	AT1G16500.1	CHR04V5|COORD:31161664..31160205|protein expressed protein	LOC_Os04g52700.1	no description	not assigned.unknown	35_2

CUST_38447_PI403524517	2	0.075056076	-0.026743889	-0.18839931	-0.0865345	0.026742935	0.060373306	35_11064	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_89504_PI403524517	2	0.18226719	-0.052973747	0.13113976	-0.112529755	0.045728683	-0.04572773	35_25602	"Cluster: Merzoite surface protein 1; n=1; Plasmodium reichenowi|Rep: Merzoite surface protein 1 - Plasmodium reichenowi"	UniRef90_Q4W2V7	0	0	0	0	no description	not assigned.unknown	35_2

CUST_131756_PI403524517	2	0.8278794	0.32571936	0.11465788	-0.19947481	-0.11465788	-0.6277251	35_37004	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_6309_PI404877155	2	-0.112584114	-1.2590756	0.70044327	0.112584114	0.6016617	-0.36603594	Contig18891_at	putative Lignostilbene-alpha,beta-dioxygenase and related enzymes [Oryza sativa (japonica cultivar-group)]	BAD03492.1	9-cis-epoxycarotenoid dioxygenase / neoxanthin cleavage enzyme / NCED1 / carotenoid cleavage dioxygenase 1 (CC	At3g63520.1	protein Retinal pigment epithelial membrane protein	Os09g15240	"9-cis-epoxycarotenoid dioxygenase / neoxanthin cleavage enzyme / NCED1 / carotenoid cleavage dioxygenase 1 (CCD1), identical to putative 9-cis-epoxy-carotenoid dioxygenase (GI:3096910); contains Pfam profile PF03055: Retinal pigment epithelial membrane pr"	hormone metabolism.abscisic acid.synthesis-degradation	17_1_1

CUST_112235_PI403524517	2	-0.11433554	0.53068256	0.1160841	-0.09756851	0.097568035	-0.24517584	35_31866	"Cluster: OSJNBa0019G23.6 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0019G23.6 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XS61	CHR1V7|COORD:10994871..10995980| integral membrane HRF1 family protein	AT1G30890.1	CHR04V5|COORD:4431148..4429025|protein protein YIF1A, putative, expressed	LOC_Os04g08320.1	no descriptionweakly similar to ( 132)AT1G30890| Symbols:  | integral membrane HRF1 family protein | chr1:10994871-10995980 FORWARDnot assigned YIF1	not assigned.no ontology	35_1

CUST_14412_PI403524517	2	0.012332916	-0.106464386	-0.012332916	-0.12845516	0.09812832	0.0896759	35_4142	"Cluster: Hypothetical protein OJ1316_A04.102-1; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1316_A04.102-1 - Oryza sativa (japonica"	UniRef90_Q7XIQ6	0	0	CHR07V5|COORD:26999331..26993380|protein expressed protein	LOC_Os07g45234.1	no description	not assigned.unknown	35_2

CUST_32425_PI399408534	2	-0.05072117	0.10104656	0.029129028	-0.09445286	-0.01483345	0.01483345	35_17133	"Cluster: Putative HAL3B; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative HAL3B - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69K55	CHR3V7|COORD:6167889..6168635| ATHAL3A (Arabidopsis thaliana Hal3-like protein A)	AT3G18030.1	CHR06V5|COORD:5055847..5053304|protein phosphopantothenoylcysteine decarboxylase, putative, expressed	LOC_Os06g09910.2	 no descriptionmoderately similar to ( 300)AT3G18030| Symbols: HAL3A, HAL3, ATHAL3, ATHAL3A | ATHAL3A (Arabidopsis thaliana Hal3-like protein A) | chr3:6167889-6168635 REVERSEnot assigned not assigned not assigned not assigned PRK05579 PRK07313 Dfp Flavoprotein PRK06029 	stress.abiotic.drought/salt	20_2_3

CUST_30097_PI403524517	2	0.018457413	-0.46704102	-0.07078266	7.247925E-4	-7.247925E-4	0.0019350052	35_8686	"Cluster: Hypothetical protein OJ1003_C09.9; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1003_C09.9 - Oryza sativa (japonica cultivar"	UniRef90_Q652Q3	0	0	CHR09V5|COORD:22691494..22689696|protein DNA polymerase epsilon subunit 3, putative, expressed	LOC_Os09g39490.1	no description	not assigned.unknown	35_2

CUST_27866_PI399408534	2	0.034335136	-0.27492428	-0.1250658	0.015628815	-0.015628815	0.016373634	35_6005	"Cluster: Os06g0526600 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0526600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DBU5	CHR5V7|COORD:25489824..25492422| DEAD box RNA helicase, putative	AT5G63630.1	CHR06V5|COORD:19523705..19515633|protein ATP binding protein, putative, expressed	LOC_Os06g33520.1	 no descriptionweakly similar to ( 194)AT5G63630| Symbols:  | DEAD box RNA helicase, putative | chr5:25489824-25492422 REVERSEnot assigned 	RNA.processing.RNA helicase	27_1_2

CUST_87638_PI403524517	2	0.028282166	-0.64819574	-0.028281212	0.09682846	0.35261345	-0.1622858	35_25088	Rep: H0718E12.7 protein - Oryza sativa (Rice)	UniRef90_Q01LA8	CHR5V7|COORD:2911314..2913137| DNA-directed RNA polymerase III RPC4 family protein	AT5G09380.1	CHR04V5|COORD:19214042..19211451|protein DNA binding protein, putative, expressed	LOC_Os04g32350.1	no descriptionvery weakly similar to (84.0)AT5G09380| Symbols:  | DNA-directed RNA polymerase III RPC4 family protein | chr5:2911314-2913137 REVERSEnot assigned	RNA.transcription	27_2

CUST_42778_PI403524517	2	-0.015350342	0.32046604	-0.03853321	0.013801575	0.2392683	-0.013801575	35_12288	Rep: LGC1 - Oryza sativa (japonica cultivar-group)	UniRef90_Q53P07	CHR4V7|COORD:15515775..15516414| transferase, transferring glycosyl groups	AT4G32110.1	CHR11V5|COORD:6490267..6490677|protein LGC1, putative	LOC_Os11g11680.1	no description	not assigned.unknown	35_2

CUST_10171_PI403524517	2	-0.17450237	0.20839882	0.17510414	0.06612873	-0.083592415	-0.06612873	35_2870	Rep: MLA7 - Hordeum vulgare (Barley)	UniRef90_Q6WWJ5	CHR3V7|COORD:17224054..17226597| disease resistance protein (CC-NBS class), putative	AT3G46730.1	CHR11V5|COORD:25874085..25870023|protein RGH1A, putative, expressed	LOC_Os11g43700.1	 no descriptionmoderately similar to ( 231)AT3G46730| Symbols:  | disease resistance protein (CC-NBS class), putative | chr3:17224054-17226597 REVERSEnot assigned not assigned not assigned NB-ARC COG4886 	stress.biotic	20_1

CUST_110256_PI403524517	2	-0.12615871	-0.055923462	0.1383009	0.08075619	0.055924416	-0.2358036	35_31322	"Cluster: Putative oligopeptide transporter protein; n=4; Poaceae|Rep: Putative oligopeptide transporter protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q75LM0	"CHR5V7|COORD:25768147..25772200| ATOPT4 (oligopeptide transporter 4); oligopeptide transporter"	AT5G64410.1	CHR03V5|COORD:30914182..30910006|protein oligopeptide transporter 3, putative, expressed	LOC_Os03g54000.2	"no descriptionvery weakly similar to (63.2)AT5G64410| Symbols: ATOPT4 | ATOPT4 (oligopeptide transporter 4); oligopeptide transporter | chr5:25768147-25772200 REVERSEnot assigned"	transport.peptides and oligopeptides	34_13

CUST_21519_PI399408534	2	-0.02324009	0.08915424	-0.016729355	0.016728401	-0.17041111	0.03132248	35_973	"Cluster: 1-phosphatidylinositol-3-phosphate 5-kinase-like; n=3; Oryza sativa (japonica cultivar-group)|Rep: 1-phosphatidylinositol-3-phosphate 5-kinase-like - O"	UniRef90_Q6ZLF2	CHR4V7|COORD:16029508..16037282| 1-phosphatidylinositol-4-phosphate 5-kinase/ zinc ion binding	AT4G33240.1	CHR08V5|COORD:21868285..21879039|protein 1-phosphatidylinositol-4-phosphate 5-kinase/ zinc ion binding protein, putative, expressed	LOC_Os08g34950.1	" no descriptionweakly similar to ( 112)AT4G33240| Symbols:  | similar to phosphatidylinositol-4-phosphate 5-kinase family protein [Arabidopsis thaliana] (TAIR:AT3G14270.1); similar to phosphatidylinositol-4-phosphate 5-kinase family protein [Arabidopsis thaliana] (TAIR:AT1G34260.1); similar to phosphatidylinositol-4-phosphate 5-kinase family protein [Arabidopsis thaliana] (TAIR:AT1G71010.1); similar to putative phosphatidylinositol 3,5-kinase [Oryza sativa (japonica cultivar-group)] (GB:AAP12926.1); similar to 1-phosphatidylinositol-3-phosphate 5-kinase-like [Oryza sativa (japonica cultivar-group)] (GB:BAD08735.1); similar to Chaperonin Cpn60/TCP-1; Phosphatidylinositol-4-phosphate 5-kinase; Zinc finger, FYVE/PHD-type [Medicago truncatula] (GB:ABE86459.1); contains InterPro domain Zinc finger, FYVE/PHD-type; (InterPro:IPR011011); contains InterPro domain Chaperonin Cpn60/TCP-1; (InterPro:IPR002423); contains InterPro domain Phosphatidylinositol-4-phosphate 5-kinase; (InterPro:IPR002498); contains InterPro domain Zinc finger, FYVE-type; (InterPro:IPR000306) | chr4:16029508-16037282 REVERSEnot assigned PIPKc PIPKc "	signalling.phosphinositides.phosphatidylinositol-4-phosphate 5-kinase	30_4_1

CUST_53499_PI403524517	2	-1.2242842	0.03486538	0.31372643	0.44761658	-0.3089857	-0.034864426	35_15217	Rep: Senescence-associated protein DH - Zea mays (Maize)	UniRef90_Q5UCF4	CHR2V7|COORD:10142939..10144432| TET8 (TETRASPANIN8)	AT2G23810.1	CHR09V5|COORD:15443235..15445601|protein senescence-associated protein DH, putative, expressed	LOC_Os09g25760.1	no descriptionmoderately similar to ( 283)AT2G23810| Symbols: TET8 | TET8 (TETRASPANIN8) | chr2:10142939-10144432 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Tetraspannin Pneumo_att_G PRK07003 Herpes_BLLF1 AF-4 DUF566 Treacle PRK12323 HPC2 APC_basic PRK07764	development.unspecified	33_99

CUST_941_PI399408534	2	-1.2942219	0.021214008	0.7329302	0.6107788	-0.021213531	-0.41682005	35_2600	"Cluster: Serine/threonine protein kinase; n=1; Triticum aestivum|Rep: Serine/threonine protein kinase - Triticum aestivum (Wheat)"	UniRef90_Q5BQ31	"CHR4V7|COORD:16896453..16898719| CONNEXIN 32; kinase"	AT4G35600.1	CHR11V5|COORD:6591843..6598479|protein protein kinase domain containing protein, expressed	LOC_Os11g11890.1	"no descriptionvery weakly similar to (95.5)AT4G35600| Symbols: CONNEXIN 32 | CONNEXIN 32; kinase | chr4:16896453-16898719 FORWARDvery weakly similar to (87.8)NORK_MEDTRNodulation receptor kinase precursor - Medicago truncatula (Barrel medic)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pkinase_Tyr TyrKc Pkinase PTKc PTKc_Jak_rpt2 S_TKc S_TKc PTKc_Fes_like PTKc_Jak2_Jak3_rpt2 PTKc_Fer PTKc_Ror PTKc_Tyk2_rpt2 PTKc_Src_like PTKc_Trk"	signalling.receptor kinases.DUF 26	30_2_17

CUST_26500_PI399408534	2	0.26690388	0.035204887	-0.03538418	-0.035203934	-0.2575035	0.21352196	35_3423	Rep: OSIGBa0111L12.1 protein - Oryza sativa (Rice)	UniRef90_Q01J01	"CHR4V7|COORD:12087294..12090419| IQD22 (IQ-domain 22); calmodulin binding"	AT4G23060.1	CHR04V5|COORD:28447333..28444731|protein calmodulin binding protein, putative, expressed	LOC_Os04g48160.1	"no descriptionvery weakly similar to (98.6)AT4G23060| Symbols: IQD22 | IQD22 (IQ-domain 22); calmodulin binding | chr4:12087294-12090419 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Atrophin-1 PRK12323 PRK07003 Tymo_45kd_70kd APC_basic PRK07764 PRK12678 IER Prog_receptor HPC2 AF-4 infB PRK05648 PRK08770 Gag_spuma DUF390 HpaP"	signalling.calcium	30_3

CUST_16635_PI404877155	2	-0.36528873	-0.8042841	0.36946392	0.093728065	0.17855835	-0.093728065	HD03P17u_at	putative glycerophosphoryl diester phosphodiesterase [Oryza sativa (japonica cultivar-group)] dbj|BAB92381.1| putative glycerophosphoryl die	NP_916241.1	glycerophosphoryl diester phosphodiesterase family protein	At1g74210.1	protein Glycerophosphoryl diester phosphodiesterase family, putative	Os01g55780	NONE	lipid metabolism.lipid degradation.lysophospholipases	11_9_3

CUST_834_PI404877155	2	-0.054409027	0.3357916	0.048734665	-0.09884834	-0.048734665	0.08752918	Contig10782_at	putative calmodulin-binding protein [Oryza sativa (japonica cultivar-group)]	BAC80067.1	calmodulin-binding protein	At3g16940.1	protein IQ calmodulin-binding motif, putative	Os07g30770	putative calmodulin-binding protein	RNA.regulation of transcription.AtSR Transcription Factor family	27_3_39

CUST_112580_PI403524517	2	-0.020281792	0.020281315	0.081664085	0.1282711	-0.35586548	-0.048095703	35_31956	"Cluster: Sodium/calcium exchanger protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Sodium/calcium exchanger protein, expressed - Oryza sativ"	UniRef90_Q2QLY2	CHR5V7|COORD:5902640..5904352| cation exchanger, putative (CAX7)	AT5G17860.1	CHR12V5|COORD:26635589..26637595|protein K-exchanger-like protein, putative, expressed	LOC_Os12g42910.1	 no descriptionvery weakly similar to (53.5)AT5G17860| Symbols:  | cation exchanger, putative (CAX7) | chr5:5902640-5904352 REVERSE	transport.calcium	34_21

CUST_154959_PI403524517	2	0.13065338	0.86362743	0.042407513	-0.042407036	-0.34720278	-0.22613001	35_43291	Rep: H0723C07.11 protein - Oryza sativa (Rice)	UniRef90_Q259N2	"CHR1V7|COORD:18187229..18188102| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G63440.3); similar to Protein of unknown function DUF167 [Medicago"	AT1G49170.1	CHR04V5|COORD:34867209..34865241|protein uncharacterized ACR, YggU family COG1872 containing protein, expressed	LOC_Os04g58970.1	"no descriptionweakly similar to ( 115)AT1G49170| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G63440.3); similar to Protein of unknown function DUF167 [Medicago truncatula] (GB:ABE81179.1); contains InterPro domain Protein of unknown function DUF167; (InterPro:IPR003746) | chr1:18187229-18188102 REVERSEnot assigned DUF167 COG1872"	not assigned.unknown	35_2

CUST_149055_PI403524517	2	-0.2131381	0.1531291	0.45406103	-0.018266201	0.018266201	-0.05722475	35_41697	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_36191_PI403524517	2	0.16445446	-0.029546738	-0.03412819	0.029546738	0.18713093	-0.052682877	35_10432	Rep: H0211F06-OSIGBa0153M17.3 protein - Oryza sativa (Rice)	UniRef90_Q01HL5	"CHR5V7|COORD:6495595..6497989| similar to Os04g0244500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001052303.1); similar to OSJNBa0091C12.1 [Oryza"	AT5G19300.1	CHR04V5|COORD:9327497..9334651|protein conserved protein, putative, expressed	LOC_Os04g17064.2	"no descriptionmoderately similar to ( 239)AT5G19300| Symbols:  | similar to Os04g0244500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001052303.1); similar to OSJNBa0091C12.1 [Oryza sativa (japonica cultivar-group)] (GB:CAD39923.2); similar to MGC82267 protein [Xenopus laevis] (GB:AAH70663.1); contains InterPro domain Protein of unknown function DUF171; (InterPro:IPR003750) | chr5:6495595-6497989 FORWARDnot assigned DUF171 COG2106"	not assigned.unknown	35_2

CUST_48925_PI403524517	2	-0.016706467	0.44901466	0.016706467	-0.055261612	-0.22374916	0.0832119	35_13969	"Cluster: ADP-ribosylation factor 2; n=46; Eukaryota|Rep: ADP-ribosylation factor 2 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9SRC3	"CHR5V7|COORD:4729322..4730498| ATARFA1B (ADP-ribosylation factor A1B); GTP binding / phospholipase activator/ protein binding"	AT5G14670.1	CHR05V5|COORD:23977428..23973918|protein ADP-ribosylation factor, putative, expressed	LOC_Os05g41060.1	"no descriptionweakly similar to ( 195)AT5G14670| Symbols: ATARFA1B | ATARFA1B (ADP-ribosylation factor A1B); GTP binding / phospholipase activator/ protein binding | chr5:4729322-4730498 FORWARDweakly similar to ( 196)ARF2_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Arf1_5_like ARF Arf Arf6 Arf_Arl Arl1 Arl5_Arl8 Arl3 ARD1 Arl2 ARLTS1 Arl4_Arl7 Arl6 Arfrp1 Sar1 Arl10_like Arl9_Arfrp2_like Arl2l1_Arl13_like SAR Ras_like_GTPase COG1100 COG2229"	protein.targeting.secretory pathway.unspecified	29_3_4_99

CUST_19320_PI404877155	2	0.58692265	-2.1713696	-0.69209385	1.0541134	0.67800045	-0.5869236	rbaal38f16_at	0	0	0	0	0	0	NONE	PS.lightreaction.photosystem II.LHC-II	1_01_01_01

CUST_57117_PI403524517	2	-0.5461941	-0.21033096	0.525053	0.12694168	0.5542383	-0.12694263	35_16282	"Cluster: Expressed protein; n=4; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10NL7	CHR4V7|COORD:17554799..17555492| MEE59 (maternal effect embryo arrest 59)	AT4G37300.1	CHR03V5|COORD:8769432..8767665|protein expressed protein	LOC_Os03g15920.1	no descriptionweakly similar to ( 113)AT4G37300| Symbols: MEE59 | MEE59 (maternal effect embryo arrest 59) | chr4:17554799-17555492 FORWARDnot assigned PRK12323 PRK07003	not assigned.unknown	35_2

CUST_181763_PI403524517	2	0.41212893	-0.019687176	0.2830534	-0.08760929	-0.08615875	0.019687176	35_50536	Rep: H0103C06.8 protein - Oryza sativa (Rice)	UniRef90_Q259H1	"CHR1V7|COORD:12429978..12432963| STT3B (STAUROSPORIN AND TEMPERATURE SENSITIVE 3-LIKE B); oligosaccharyl transferase"	AT1G34130.1	CHR04V5|COORD:34277476..34272320|protein oligosaccharyl transferase STT3 subunit, putative, expressed	LOC_Os04g57890.1	"no descriptionmoderately similar to ( 314)AT1G34130| Symbols: STT3B | STT3B (STAUROSPORIN AND TEMPERATURE SENSITIVE 3-LIKE B); oligosaccharyl transferase | chr1:12429978-12432963 FORWARDnot assigned STT3 COG1287"	stress.abiotic.drought/salt	20_2_3

CUST_64716_PI403524517	2	0.017845154	-0.22018814	-0.5967274	0.13664055	0.051550865	-0.017845154	35_18475	Rep: OSJNBa0089N06.15 protein - Oryza sativa (Rice)	UniRef90_Q7XN67	"CHR1V7|COORD:3874518..3875311| ATCXXS1 (C-TERMINAL CYSTEINE RESIDUE IS CHANGED TO A SERINE 1); thiol-disulfide exchange intermediate"	AT1G11530.1	CHR04V5|COORD:31803664..31800309|protein thioredoxin-like 4, putative, expressed	LOC_Os04g53740.1	"no descriptionvery weakly similar to (85.9)AT1G11530| Symbols: ATCXXS1 | ATCXXS1 (C-TERMINAL CYSTEINE RESIDUE IS CHANGED TO A SERINE 1); thiol-disulfide exchange intermediate | chr1:3874518-3875311 FORWARDnot assigned not assigned not assigned TRX_family TRX_PICOT Thioredoxin Phd_like_TxnDC9"	redox.thioredoxin	21_1

CUST_3016_PI404877155	2	-0.020189285	0.2634039	0.060502052	-0.089476585	0.019008636	-0.019008636	Contig13431_at	Paa2 P-type ATPase [Arabidopsis thaliana]	AAP55720.1	ATPase E1-E2 type family protein / haloacid dehalogenase-like hydrolase family protein / heavy-metal-associated	At5g21930.1	protein copper-translocating P-type ATPase, putative	Os03g08070	"ATPase E1-E2 type family protein / haloacid dehalogenase-like hydrolase family protein / heavy-metal-associated domain-containing protein, contains InterPro accession IPR001757: ATPase, E1-E2 type; contains Pfam profiles PF00403: Heavy-metal-associated do"	transport.metal	34_12

CUST_50917_PI403524517	2	0.059550285	-0.1728468	0.021125793	0.01030159	-0.010302544	-0.014245987	35_14523	"Cluster: Os09g0501700 protein; n=4; Oryza sativa|Rep: Os09g0501700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J0R0	CHR4V7|COORD:10035727..10036487| 60S ribosomal protein L32 (RPL32A)	AT4G18100.1	CHR09V5|COORD:19420668..19418500|protein 60S ribosomal protein L32, putative, expressed	LOC_Os09g32532.2	no descriptionmoderately similar to ( 226)AT4G18100| Symbols:  | 60S ribosomal protein L32 (RPL32A) | chr4:10035727-10036487 REVERSEvery weakly similar to (70.5)RL32_MAIZE60S ribosomal protein L32 - Zea mays (Maize)not assigned Ribosomal_L32e RPL32 rpl32e PRK12766	protein.synthesis.misc ribososomal protein	29_2_2

CUST_16219_PI404877155	2	0.06063938	-0.10072613	-0.034543037	0.034542084	-0.044416428	0.036123276	EBpi01_SQ001_I04_s_at	gamma hydroxybutyrate dehydrogenase-like protein [Oryza sativa (japonica cultivar-group)]	AAO72678.1	6-phosphogluconate dehydrogenase NAD-binding domain-containing protein	At3g25530.1	protein NAD binding domain of 6-phosphogluconate dehydrogenase, putative	Os02g35500	gamma hydroxybutyrate dehydrogenase-like protein	OPP.oxidative PP.6-phosphogluconate dehydrogenase	7_1_03

CUST_15872_PI404877155	2	-0.4423008	0.82855415	-0.15986061	0.25566673	0.15985966	-0.39853954	Contig9724_at	putative outward rectifying potassium channel [Oryza sativa (japonica cultivar-group)]	AAO32309.1	outward rectifying potassium channel (KCO1)	At5g55630.1	protein putative potassium channel protein	Os03g54100	outward rectifying potassium channel (KCO1), identical to kco1 (Arabidopsis thaliana) gi:2230761:emb:CAA69158 of the 2 pore, 4 transmembrane (2P/4TM) K+ channel family, PMID:11500563 or  outward rectifying potassium channel (KCO1), identical to kco1 (Arab	transport.potassium	34_15

CUST_11285_PI399408534	2	-0.30900526	0.14824867	-0.049790382	-0.047894955	0.21626854	0.047894955	35_6622	Rep: Transcriptional activator protein - Oryza sativa (Rice)	UniRef90_Q40724	"CHR5V7|COORD:8515262..8516544| BZO2H2 (basic leucine zipper O2 homolog 2); DNA binding / transcription factor"	AT5G24800.1	CHR02V5|COORD:9538488..9535408|protein BZO2H2, putative, expressed	LOC_Os02g16680.1	" no descriptionvery weakly similar to (64.7)AT5G28770| Symbols: ATBZIP63, BZO2H3 | BZO2H3 (basic leucine zipper O2 homolog 3); DNA binding / transcription factor | chr5:10796911-10798151 REVERSEvery weakly similar to (62.0)CPRF2_PETCRLight-inducible protein CPRF-2 - Petroselinum crispum (Parsley) (Petroselinum hortense)BRLZ TT_ORF1 Protamine_P1 bZIP_1 PRK12323 "	RNA.regulation of transcription.bZIP transcription factor family	27_3_35

CUST_15849_PI404877155	2	-0.004752159	0.0047512054	0.062221527	-0.0050439835	-0.080319405	0.08052254	Contig9701_at	PHD finger family protein [Arabidopsis thaliana]	NP_177903.4	PHD finger family protein	At1g77800.1	protein Similar to F28K19.1	Os02g52960	hypothetical protein-signal peptide prediction	RNA.regulation of transcription.PHD finger transcription factor	27_3_63

CUST_13877_PI404877155	2	-0.15036106	-0.14123917	-0.009883881	0.0214262	0.04888916	0.009882927	Contig7631_at	OSJNBa0072K14.5 [Oryza sativa (japonica cultivar-group)] ref|XP_472312.1| OSJNBa0072K14.5 [Oryza sativa (japonica cultivar-group)]	CAD40552.1	2-oxoacid dehydrogenase family protein	At5g55070.1	protein 2-oxoglutarate dehydrogenase, E2 component, dihydrolipoamide succinyltransferase	Os04g32330	gi|21740743|emb|CAD40552.1| OSJNBa0072K14.5	TCA / org. transformation.TCA.2-oxoglutarate dehydrogenase	8_1_05

CUST_55035_PI403524517	2	0.035051346	-0.14330387	-0.029314995	0.04843235	-0.010040283	0.010040283	35_15665	Rep: H0315E07.2 protein - Oryza sativa (Rice)	UniRef90_Q01JF1	"CHR1V7|COORD:27113183..27113989| similar to OSJNBa0084A10.18 [Oryza sativa (japonica cultivar-group)] (GB:CAE03043.3); similar to"	AT1G72020.1	CHR04V5|COORD:21281231..21279104|protein expressed protein	LOC_Os04g35300.1	"no descriptionweakly similar to ( 103)AT1G72020| Symbols:  | similar to OSJNBa0084A10.18 [Oryza sativa (japonica cultivar-group)] (GB:CAE03043.3); similar to Os04g0432600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001052832.1) | chr1:27113183-27113989 REVERSE"	not assigned.unknown	35_2

CUST_111990_PI403524517	2	0.094920635	0.10108709	0.055697918	-0.055697918	-0.26022196	-0.15892792	35_31795	"Cluster: Putative Oxa1 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative Oxa1 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q9FWB8	CHR2V7|COORD:19079731..19082020| OXA1 protein, putative	AT2G46470.1	CHR10V5|COORD:19836483..19841423|protein inner membrane protein OXA1, mitochondrial precursor, putative, expressed	LOC_Os10g37690.1	 no descriptionvery weakly similar to (63.5)AT2G46470| Symbols: OXA1L | OXA1 protein, putative | chr2:19079731-19082020 FORWARDnot assigned Atrophin-1 	mitochondrial electron transport / ATP synthesis.cytochrome c oxidase	9_7

CUST_160498_PI403524517	2	0.035572052	-0.12965631	0.21227407	0.18749142	-0.035572052	-0.40614843	35_44788	Rep: Katanin - Oryza sativa (japonica cultivar-group)	UniRef90_Q7XXR9	CHR2V7|COORD:14567345..14569774| katanin, putative	AT2G34560.1	CHR01V5|COORD:32133810..32138713|protein katanin p60 ATPase-containing subunit A-like 1, putative, expressed	LOC_Os01g55260.1	 no descriptionvery weakly similar to (76.6)AT2G34560| Symbols:  | katanin, putative | chr2:14567345-14569774 FORWARD	not assigned.no ontology	35_1

CUST_3170_PI404877155	2	0.0655756	-0.084095	-0.06557655	0.29216385	-0.23431206	0.2458849	Contig13652_at	0	BAB02357.1	early-responsive to dehydration protein-related / ERD protein-related	At1g32090.1	protein expressed protein	Os10g42820	gi|12039383|gb|AAG46169.1|AC018727_21 unknown protein	stress.abiotic.drought/salt	20_2_3

CUST_6604_PI404877155	2	0.10807133	0.16054058	0.039585114	-0.039585114	-0.06520748	-0.11007929	Contig19629_at	OSJNBa0029H02.17 [Oryza sativa (japonica cultivar-group)] ref|XP_473061.1| OSJNBa0029H02.17 [Oryza sativa (japonica cultivar-group)]	CAE01634.2	magnesium transporter CorA-like family protein (MGT1) (MRS2)	At1g80900.1	protein CorA-like Mg2+ transporter protein	Os04g42280	"magnesium transporter CorA-like family protein (MGT1) (MRS2), low similarity to SP:Q01926 RNA splicing protein MRS2, mitochondrial precursor {Saccharomyces cerevisiae}; contains Pfam profile PF01544: CorA-like Mg2+ transporter protein"	transport.unspecified cations	34_14

CUST_151331_PI403524517	2	-0.078577995	0.3335743	0.2138381	-0.059880733	0.059880733	-0.2252655	35_42320	"Cluster: Os10g0446200 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os10g0446200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IXD6	CHR2V7|COORD:18948637..18952073| transmembrane protein-related	AT2G46060.2	CHR10V5|COORD:15791840..15801528|protein expressed protein	LOC_Os10g30910.1	no descriptionweakly similar to ( 195)AT2G46060| Symbols:  | transmembrane protein-related | chr2:18948637-18952073 REVERSE	not assigned.no ontology	35_1

CUST_73390_PI403524517	2	-0.009982109	0.18214035	0.105658054	-0.032436848	-0.32125664	0.009982586	35_21040	Rep: E-class P450, group I - Medicago truncatula (Barrel medic)	UniRef90_Q1SI71	"CHR4V7|COORD:8629919..8632990| CYP97B3 (cytochrome P450, family 97, subfamily B, polypeptide 3); oxygen binding"	AT4G15110.1	CHR02V5|COORD:3995977..4006874|protein cytochrome P450 97B2, putative, expressed	LOC_Os02g07680.4	" no descriptionmoderately similar to ( 203)AT4G15110| Symbols: CYP97B3 | CYP97B3 (cytochrome P450, family 97, subfamily B, polypeptide 3); oxygen binding | chr4:8629919-8632990 REVERSEmoderately similar to ( 208)C97B2_SOYBNCytochrome P450 97B2 - Glycine max (Soybean)not assigned not assigned not assigned not assigned not assigned p450 CypX "	misc.cytochrome P450	26_10

CUST_180011_PI403524517	2	0.23363876	0.023259163	0.102166176	-0.071061134	-0.0663414	-0.02325821	35_50062	"Cluster: Os01g0768400 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0768400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JIZ8		0	CHR01V5|COORD:32727004..32723284|protein expressed protein	LOC_Os01g56260.1	no description	not assigned.unknown	35_2

CUST_81899_PI403524517	2	-0.026867867	0.28909206	0.16775322	-0.02900505	-0.10797787	0.026867867	35_23491	"Cluster: Hypothetical protein At5g02530; n=2; Arabidopsis thaliana|Rep: Hypothetical protein At5g02530 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q8L719	CHR5V7|COORD:564330..565774| RNA and export factor-binding protein, putative	AT5G02530.1	CHR07V5|COORD:7633409..7625726|protein THO complex subunit 4, putative, expressed	LOC_Os07g13280.1	 no descriptionweakly similar to ( 148)AT5G59950| Symbols:  | RNA and export factor-binding protein, putative | chr5:24157461-24158730 FORWARDvery weakly similar to (51.2)ROC2_NICSY29 kDa ribonucleoprotein B, chloroplast precursor - Nicotiana sylvestris (Wood tobacco)not assigned not assigned not assigned COG0724 RRM RRM_1 	RNA.RNA binding	27_4

CUST_85588_PI403524517	2	-0.06232834	0.36004353	0.08473015	-0.061994553	0.0619936	-0.07939148	35_24516	"Cluster: Hypothetical protein OJ1118_F06.14; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1118_F06.14 - Oryza sativa (japonica cultiv"	UniRef90_Q60EW2	CHR3V7|COORD:23271692..23272146| similar to Os05g0371500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001055356.1)	AT3G62920.1	CHR05V5|COORD:17801107..17799640|protein expressed protein	LOC_Os05g30810.1	no descriptionvery weakly similar to (73.2)AT3G62920| Symbols:  | similar to Os05g0371500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001055356.1) | chr3:23271692-23272146 FORWARD	not assigned.unknown	35_2

CUST_161836_PI403524517	2	-0.02555132	0.95990944	-0.048131466	-0.20847702	0.025550842	0.039181232	35_45144	"Cluster: Hypothetical protein B1033B05.21; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1033B05.21 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5JKG8	CHR5V7|COORD:20662006..20662557| auxin-responsive family protein	AT5G50760.1	CHR01V5|COORD:40853961..40853440|protein OsSAUR3 - Auxin-responsive SAUR gene family member	LOC_Os01g70050.1	no description	not assigned.unknown	35_2

CUST_63689_PI403524517	2	-0.04720688	0.18456459	0.031466484	0.021110535	-0.021111488	-0.08485985	35_18183	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10MH1	"CHR3V7|COORD:23091764..23094209| similar to Os03g0309000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001049909.1); similar to expressed protein [Oryza"	AT3G62370.1	CHR03V5|COORD:10990720..10986347|protein expressed protein	LOC_Os03g19580.1	"no descriptionvery weakly similar to (50.4)AT3G62370| Symbols:  | similar to Os03g0309000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001049909.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABF95557.1) | chr3:23091764-23094209 FORWARD"	not assigned.unknown	35_2

CUST_94736_PI403524517	2	-0.047502518	-4.0531158E-4	4.0531158E-4	-0.009973526	0.11580753	0.005543709	35_27078	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_55142_PI403524517	2	0.19513893	4.2819977E-4	-0.01253891	-4.272461E-4	-0.03970909	0.067593575	35_15696	"Cluster: Hypothetical protein P0520B06.16; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0520B06.16 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5QN72	0	0	CHR01V5|COORD:18262735..18273926|protein expressed protein	LOC_Os01g32720.1	no description	not assigned.unknown	35_2

CUST_2292_PI404877155	2	0.015520096	0.07770729	-0.0434494	-0.05009556	0.0017671585	-0.0017671585	Contig12666_at	OSJNBa0020I02.14 [Oryza sativa (japonica cultivar-group)] ref|XP_472014.1| OSJNBa0020I02.14 [Oryza sativa (japonica cultivar-group)]	CAD40345.2	expressed protein	At5g17160.1	0	0	NONE	RNA.regulation of transcription.MYB-related transcription factor family	27_3_26

CUST_55454_PI403524517	2	0.037740707	-0.27894688	-0.080368996	-0.011219025	0.023535728	0.011218071	35_15784	"Cluster: Putative chaperonin; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative chaperonin - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ASR1	CHR3V7|COORD:528813..532464| chaperonin, putative	AT3G02530.1	CHR05V5|COORD:2701454..2696764|protein T-complex protein 1 subunit zeta, putative, expressed	LOC_Os05g05470.1	 no descriptionhighly similar to ( 860)AT3G02530| Symbols:  | chaperonin, putative | chr3:528813-532464 REVERSEweakly similar to ( 197)TCPE2_AVESAT-complex protein 1 subunit epsilon - Avena sativa (Oat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TCP1_zeta chaperonin_type_I_II Cpn60_TCP1 cpn60 GroL TCP1_gamma TCP1_alpha TCP1_epsilon TCP1_beta TCP1_eta TCP1_delta chaperonin_like TCP1_theta GroEL groEL groEL Fab1_TCP groEL groEL groEL 	protein.folding	29_6

CUST_46761_PI403524517	2	-0.42430353	-0.061881065	0.06188059	0.30749273	-0.39767838	0.19356155	35_13390	"Cluster: Putative amino acid transporter family II; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative amino acid transporter family II - Oryza sativa (j"	UniRef90_Q6L5C8	CHR5V7|COORD:16751070..16753116| amino acid transporter family protein	AT5G41800.1	CHR05V5|COORD:29138132..29141207|protein amino acid permease, putative, expressed	LOC_Os05g50920.1	no descriptionmoderately similar to ( 251)AT5G41800| Symbols:  | amino acid transporter family protein | chr5:16751070-16753116 FORWARDnot assigned Aa_trans	transport.amino acids	34_3

CUST_784_PI404877155	2	0.061847687	0.3587408	0.08723736	-0.087343216	-0.14946651	-0.061846733	Contig10743_at	0	0	0	0	0	0	protein kinase, putative, similar to receptor serine/threonine kinase PR5K gi:1235680:gb:AAC49208	signalling.receptor kinases.wheat LRK10 like	30_2_20

CUST_86332_PI403524517	2	-0.18532848	0.31550407	0.3578663	-0.020851135	-0.039937973	0.020851135	35_24724	"Cluster: Hypothetical protein P0454H12.5; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0454H12.5 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q5QML5	"CHR1V7|COORD:3101853..3102834| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G57610.2); similar to Os12g0122100 [Oryza sativa (japonica"	AT1G09575.1	CHR01V5|COORD:35099219..35095966|protein expressed protein	LOC_Os01g60110.1	"no descriptionvery weakly similar to (86.7)AT1G09575| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G57610.2); similar to Os12g0122100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001066028.1); similar to hypothetical protein LOC_Os11g03130 [Oryza sativa (japonica cultivar-group)] (GB:ABA91271.1); similar to Os01g0817000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001044621.1); contains InterPro domain Protein of unknown function DUF607; (InterPro:IPR006769) | chr1:3101853-3102834 REVERSEnot assigned DUF607"	not assigned.unknown	35_2

CUST_32571_PI403524517	2	0.009783268	0.19102287	0.44220686	-0.35209227	-0.009782791	-0.6974268	35_9388	"Cluster: AP2 transcriptional activator DRF1.1; n=2; Hordeum vulgare|Rep: AP2 transcriptional activator DRF1.1 - Hordeum vulgare (Barley)"	UniRef90_Q84ND8	CHR4V7|COORD:10231450..10234545| proline-rich family protein	AT4G18570.1	0	0	no description	not assigned.unknown	35_2

CUST_178869_PI403524517	2	0.099831104	0.099356174	-0.12908077	-0.099356174	-0.23336458	0.1594677	35_49750	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_167139_PI403524517	2	0.3120346	0.3392334	0.044361115	-0.06351805	-0.044361115	-0.06458616	35_46555	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_75494_PI403524517	2	0.2158699	-0.9365406	-0.052684784	0.075240135	-0.05115509	0.051156044	35_21640	Cluster: Hypothetical protein OSJNBa0093M23.4 (Os03g0651000 protein) (Glutamyl- tRNA amidotransferase, C subunit family protein, expressed) (Putative Glutamyl-t	UniRef90_Q7XZZ1	CHR4V7|COORD:15885552..15886631| glutamyl-tRNA(Gln) amidotransferase	AT4G32915.1	CHR03V5|COORD:25230628..25232740|protein glutamyl-tRNA, putative, expressed	LOC_Os03g44820.1	no descriptionweakly similar to ( 111)AT4G32915| Symbols:  | glutamyl-tRNA(Gln) amidotransferase | chr4:15885552-15886631 FORWARDGatC gatC	not assigned.unknown	35_2

CUST_5279_PI404877155	2	0.10551405	-1.1013684	0.23123264	-0.10551405	-0.6773205	0.42036915	Contig16828_at	0	0	0	0	0	0	NONE	fermentation.aldehyde dehydrogenase	5_10

CUST_174994_PI403524517	2	0.12908936	0.46847725	0.33605576	-0.34971237	-0.51793003	-0.1290884	35_48712	"Cluster: Putative glycosyl hydrolase family 35; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative glycosyl hydrolase family 35 - Oryza sativa (japonica"	UniRef90_Q6ZJJ0	"CHR2V7|COORD:7269068..7273187| BGAL13 (beta-galactosidase 13); beta-galactosidase"	AT2G16730.1	CHR08V5|COORD:27427785..27432378|protein beta-galactosidase precursor, putative, expressed	LOC_Os08g43570.1	"no descriptionweakly similar to ( 154)AT2G16730| Symbols: BGAL13 | BGAL13 (beta-galactosidase 13); beta-galactosidase | chr2:7269068-7273187 REVERSEweakly similar to ( 108)BGAL_ASPOFBeta-galactosidase precursor - Asparagus officinalis (Garden asparagus)not assigned Gal_Lectin"	misc.gluco-, galacto- and mannosidases	26_3

CUST_15970_PI404877155	2	0.3174219	0.637475	-0.72908497	-0.045615196	-0.6220608	0.045615196	Contig9813_at	phi-1 [Nicotiana tabacum]	BAA33810.1	phosphate-responsive protein, putative (EXO)	At4g08950.1	protein Phosphate-induced protein 1 conserved region	Os02g52040	"phosphate-responsive protein, putative (EXO), similar to phi-1 (phosphate-induced gene) (Nicotiana tabacum) GI:3759184; contains Pfam profile PF04674: Phosphate-induced protein 1 conserved region"	signalling.in sugar and nutrient physiology	30_1

CUST_102230_PI403524517	2	0.14287901	0.15418577	-0.11539507	-0.047388554	-0.16408396	0.047388554	35_29168	"Cluster: Probable histone acetyltransferase HAC-like 1; n=1; Oryza sativa|Rep: Probable histone acetyltransferase HAC-like 1 - Oryza sativa (Rice)"	UniRef90_Q6YXY2	"CHR1V7|COORD:29721826..29728859| HAC1 (P300/CBP acetyltransferase-related protein 2 gene); transcription cofactor"	AT1G79000.1	CHR02V5|COORD:1986422..1997361|protein HAC1, putative, expressed	LOC_Os02g04490.1	no description	not assigned.unknown	35_2

CUST_41115_PI403524517	2	0.2383833	0.47748184	-0.2742958	-0.23838234	-0.52454376	0.3317709	35_11819	"Cluster: Putative growth-regulating factor 1; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative growth-regulating factor 1 - Oryza sativa (japonica cult"	UniRef90_Q6ZIK5	0	0	CHR02V5|COORD:28861128..28857305|protein growth-regulating factor, putative, expressed	LOC_Os02g47280.2	no description	not assigned.unknown	35_2

CUST_149216_PI403524517	2	0.0635767	-0.45302868	-0.19566059	0.277215	0.13884354	-0.0635767	35_41741	"Cluster: Os01g0832300 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0832300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JI08	CHR5V7|COORD:23551169..23556691| actin binding	AT5G58160.1	CHR01V5|COORD:35946533..35952629|protein calcium-dependent protein kinase, isoform AK1, putative, expressed	LOC_Os01g61590.1	no description	not assigned.unknown	35_2

CUST_73367_PI403524517	2	0.1040287	-0.6057453	-0.09049606	0.22694969	0.041311264	-0.041311264	35_21034	"Cluster: Os02g0649400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os02g0649400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DZ41	CHR3V7|COORD:18891055..18892921| late embryogenesis abundant protein, putative / LEA protein, putative	AT3G50790.1	CHR02V5|COORD:26145469..26140729|protein embryogenesis-associated protein EMB8, putative, expressed	LOC_Os02g43340.2	 no descriptionmoderately similar to ( 494)AT3G50790| Symbols:  | late embryogenesis abundant protein, putative / LEA protein, putative | chr3:18891055-18892921 REVERSEnot assigned not assigned COG0429 PRK10985 Abhydrolase_1 MhpC PldB PRK07003 PRK12323 	development.late embryogenesis abundant	33_2

CUST_10922_PI404877155	2	-0.012480736	0.09586716	0.012480736	-0.07570076	0.025015831	-0.07205868	Contig4648_at	U2 snRNP auxiliary factor, small subunit [Oryza sativa]	CAA77132.1	U2 snRNP auxiliary factor small subunit, putative	At5g42820.2	protein U2 snRNP auxiliary factor, small subunit	Os05g48960	U2 snRNP auxiliary factor, small subunit	RNA.processing	27_1

CUST_10377_PI404877155	2	0.0068101883	-0.11201668	-0.006811142	-0.07225132	0.08196354	0.055822372	Contig4119_at	POSSIBLE APOSPORY-ASSOCIATED PROTEIN C gb|AAA80575.1| possible apospory-associated protein	Q40784	aldose 1-epimerase family protein	At5g57330.1	protein possible apospory-associated protein c	Os04g51390	aldose 1-epimerase family protein, contains Pfam profile PF01263 Aldose 1-epimerase	minor CHO metabolism.others	3_5

CUST_7280_PI404877155	2	0.021060944	-0.11443615	0.050157547	-0.021061897	-0.079442024	0.07285881	Contig21224_at	At2g26780 [Arabidopsis thaliana] gb|AAM20570.1| unknown protein [Arabidopsis thaliana]	AAP37792.1	expressed protein	At2g26780.1	protein At2g26780	Os12g04030	"expressed protein, contains Pfam profile TBP (TATA-binding protein) -interacting protein 120 (TIP120); contains TIGRFAM profile TIGR01612:  reticulocyte binding protein"	RNA.regulation of transcription.putative DNA-binding protein	27_3_67

CUST_72722_PI403524517	2	0.038747787	-0.58306885	0.29049778	-0.15682507	-0.038747787	0.22178268	35_20843	"Cluster: Hypothetical protein P0711A01.8; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0711A01.8 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6H5G5	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	CHR09V5|COORD:12563017..12562658|protein hypothetical protein	LOC_Os09g20870.1	no descriptionnot assigned not assigned TT_ORF1	not assigned.unknown	35_2

CUST_69033_PI403524517	2	0.14817429	-0.48687172	-0.02145195	0.054600716	-0.021216393	0.021215439	35_19752	"Cluster: Beta-lactamase-like; RNA-metabolising metallo-beta-lactamase; Homeodomain-related; n=1; Medicago truncatula|Rep: Beta-lactamase-like;"	UniRef90_Q1T0B0	"CHR5V7|COORD:25417741..25423033| EMB2746 (EMBRYO DEFECTIVE 2746); catalytic"	AT5G63420.1	CHR02V5|COORD:20000085..20007983|protein expressed protein	LOC_Os02g33610.1	"no descriptionhighly similar to ( 620)AT5G63420| Symbols: EMB2746 | EMB2746 (EMBRYO DEFECTIVE 2746); catalytic | chr5:25417741-25423033 FORWARDnot assigned not assigned COG0595"	not assigned.no ontology	35_1

CUST_46952_PI403524517	2	0.2308855	-0.392313	0.008821011	-0.008821487	-0.16930199	0.23537588	35_13444	"Cluster: Os04g0166000 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os04g0166000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JF37	0	0	CHR04V5|COORD:4477245..4472141|protein Leucine Rich Repeat family protein, expressed	LOC_Os04g08390.1	no description	not assigned.unknown	35_2

CUST_51719_PI403524517	2	-0.07080269	0.21903324	-0.050810814	-0.12512779	0.0694437	0.050811768	35_14736	Rep: H0522A01.11 protein - Oryza sativa (Rice)	UniRef90_Q25AB9	CHR3V7|COORD:22040078..22041277| glycine-rich protein	AT3G59640.1	CHR04V5|COORD:24451889..24448167|protein expressed protein	LOC_Os04g41580.1	" no descriptionvery weakly similar to (55.8)AT2G43630| Symbols:  | similar to glycine-rich protein [Arabidopsis thaliana] (TAIR:AT3G59640.2); similar to glycine-rich protein, related [Medicago truncatula] (GB:ABE86768.1) | chr2:18103332-18104421 FORWARD"	not assigned.unknown	35_2

CUST_138064_PI403524517	2	0.1125164	-0.22468185	0.05538845	0.00907135	-0.00907135	-0.24971199	35_38721	"Cluster: Zinc finger, C3HC4 type family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Zinc finger, C3HC4 type family protein, expressed -"	UniRef90_Q339K7	CHR2V7|COORD:6374320..6377692| zinc finger (C3HC4-type RING finger) family protein	AT2G14835.1	CHR10V5|COORD:10051491..10056908|protein zinc finger protein-like 1, putative, expressed	LOC_Os10g20600.1	no descriptionweakly similar to ( 146)AT2G14835| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr2:6374320-6377692 FORWARDnot assigned	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_51775_PI403524517	2	-0.026330948	-0.037083626	-0.030124664	0.03468418	0.026330948	0.03834915	35_14757	"Cluster: ATP synthase subunit beta, mitochondrial precursor; n=8; Magnoliophyta|Rep: ATP synthase subunit beta, mitochondrial precursor - Zea mays (Maize)"	UniRef90_P19023	CHR5|COORD:2825714..2828663| ATP synthase beta chain 2, mitochondrial, identical to SP:P83484 ATP synthase beta chain 2, mitochondrial precursor (EC 3.6.3.14)	AT5G08690.1	CHR01V5|COORD:28604547..28608863|protein ATP synthase beta chain, mitochondrial precursor, putative, expressed	LOC_Os01g49190.1	 no descriptionhighly similar to ( 832)AT5G08680| Symbols:  | ATP synthase beta chain, mitochondrial, putative | chr5:2821993-2824684 FORWARDhighly similar to ( 922)ATPBM_MAIZEATP synthase subunit beta, mitochondrial precursor - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK09280 AtpD atpB PRK12597 F1-ATPase_beta ATP-synt_ab FliI ATPase_flagellum-secretory_path_III PRK06936 PRK09099 fliI fliI fliI fliI PRK06820 PRK08149 PRK06315 fliI fliI NtpB fliI PRK07594 PRK04196 fliI AtpA PRK09281 V_A-ATPase_B fliI PRK04192 NtpA PRK05922 F1_ATPase_alpha ATP-synt_ab_C V_A-ATPase_A atpA PRK02118 RecA-like_NTPases ATP-synt_ab_N PRK07165 PRK12608 PRK12323 rho_factor PRK07764 Extensin_2 Atrophin-1 Tymo_45kd_70kd 	PS.lightreaction.ATP synthase	1_1_4

CUST_29140_PI403524517	2	0.17869425	-0.2360363	-0.03405285	0.03405285	-0.21233177	0.18154526	35_8417	Rep: Single-subunit RNA polymerase G - Triticum aestivum (Wheat)	UniRef90_Q9MQV1	CHR1V7|COORD:25939162..25944418| DNA-directed RNA polymerase, mitochondrial (RPOMT)	AT1G68990.1	CHR09V5|COORD:3466826..3455030|protein DNA-directed RNA polymerase 1B, mitochondrial precursor, putative, expressed	LOC_Os09g07120.2	 no descriptionmoderately similar to ( 353)AT1G68990| Symbols:  | DNA-directed RNA polymerase, mitochondrial (RPOMT) | chr1:25939162-25944418 REVERSEmoderately similar to ( 409)RPOT1_NICSYDNA-directed RNA polymerase 1, mitochondrial precursor - Nicotiana sylvestris (Wood tobacco)not assigned RPO41 	RNA.transcription	27_2

CUST_66822_PI403524517	2	-0.06646061	-0.32547188	-0.0060777664	0.06432438	0.20617485	0.0060777664	35_19079	"Cluster: Putative 50S ribosomal protein L17; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative 50S ribosomal protein L17 - Oryza sativa (japonica cultiv"	UniRef90_Q5N9V4	CHR5V7|COORD:3035268..3036519| ribosomal protein L17 family protein	AT5G09770.1	CHR01V5|COORD:36334215..36336821|protein 50S ribosomal protein L17, putative, expressed	LOC_Os01g62210.1	 no descriptionmoderately similar to ( 258)AT5G09770| Symbols:  | ribosomal protein L17 family protein | chr5:3035268-3036519 REVERSEweakly similar to ( 105)RK17_TOBAC50S ribosomal protein L17, chloroplast precursor - Nicotiana tabacum (Common tobacco)not assigned rplQ RplQ Ribosomal_L17 	protein.synthesis.mito/plastid ribosomal protein.plastid	29_2_1_1

CUST_11640_PI399408534	2	0.003736496	0.51248455	0.107917786	-0.09268761	-0.0045957565	-0.0037374496	35_4406	"Cluster: Putative RNase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative RNase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q94LT0	CHR3V7|COORD:153657..155446| RNase H domain-containing protein	AT3G01410.1	CHR10V5|COORD:16510604..16516402|protein retrotransposon protein, putative, Ty3-gypsy subclass, expressed	LOC_Os10g32060.1	no descriptionmoderately similar to ( 239)AT3G01410| Symbols:  | RNase H domain-containing protein | chr3:153657-155446 REVERSEPRK07238 RnhA RnaseH rnhA PRK07708	RNA.processing.ribonucleases	27_1_19

CUST_47939_PI403524517	2	0.13652706	-0.37624836	4.5490265E-4	-0.023881912	-4.5490265E-4	0.09244633	35_13710	"Cluster: Os01g0835900 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0835900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JHY5	CHR5V7|COORD:24068875..24069186| histone H4	AT5G59690.1	CHR10V5|COORD:20690219..20689571|protein histone H4, putative, expressed	LOC_Os10g39410.1	no descriptionweakly similar to ( 162)AT5G59970| Symbols:  | histone H4 | chr5:24163578-24163889 REVERSEweakly similar to ( 162)H4_PEAHistone H4 - Pisum sativum (Garden pea)not assigned H4 H4 HHT1 Histone	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_53648_PI403524517	2	0.16628361	0.20907831	-0.11785507	0.11785507	-0.4982009	-0.55539036	35_15264	"Cluster: Os09g0437500 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0437500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J1I6	0	0	CHR09V5|COORD:16152178..16154165|protein auxin-repressed protein, putative, expressed	LOC_Os09g26620.1	no description	not assigned.unknown	35_2

CUST_73541_PI403524517	2	0.014520645	-0.23639202	0.059449196	-0.014520645	0.15399265	-0.11683369	35_21089	"Cluster: Os03g0339100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os03g0339100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DS16	"CHR4V7|COORD:9023790..9027458| PRL1 (PLEIOTROPIC REGULATORY LOCUS 1); nucleotide binding"	AT4G15900.1	CHR03V5|COORD:12578300..12584633|protein PP1/PP2A phosphatases pleiotropic regulator PRL1, putative, expressed	LOC_Os03g21990.1	"no descriptionmoderately similar to ( 263)AT4G15900| Symbols: PRL1 | PRL1 (PLEIOTROPIC REGULATORY LOCUS 1); nucleotide binding | chr4:9023790-9027458 FORWARDvery weakly similar to (58.9)GBLP_TOBACGuanine nucleotide-binding protein subunit beta-like protein - Nicotiana tabacum (Common tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned WD40 COG2319 WD40 WD40"	protein.postranslational modification	29_4

CUST_68500_PI403524517	2	6.1130524E-4	0.33129597	-6.1130524E-4	-0.10927868	-0.037178993	0.041848183	35_19591	Rep: Putative RNA polymerase I subunit - Oryza sativa (Rice)	UniRef90_Q9AUR4	CHR3V7|COORD:9496341..9497179| transcription factor S-II (TFIIS) domain-containing protein	AT3G25940.1	CHR03V5|COORD:28695843..28697886|protein DNA-directed RNA polymerase I subunit 12, putative, expressed	LOC_Os03g50380.1	no descriptionweakly similar to ( 116)AT3G25940| Symbols:  | transcription factor S-II (TFIIS) domain-containing protein | chr3:9496341-9497179 FORWARDnot assigned not assigned not assigned RPB9 ZnF_C2C2	RNA.transcription	27_2

CUST_69745_PI403524517	2	0.111857414	-0.2727661	-0.14635754	0.15258884	-0.04123211	0.041231155	35_19957	"Cluster: Pentatricopeptide (PPR) repeat-containing protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Pentatricopeptide (PPR) repeat-containing prot"	UniRef90_Q6ZHJ5	CHR2V7|COORD:6895816..6897459| pentatricopeptide (PPR) repeat-containing protein	AT2G15820.1	CHR02V5|COORD:28911931..28914888|protein endonuclease, putative, expressed	LOC_Os02g47360.1	no descriptionvery weakly similar to (77.0)AT2G15820| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr2:6895816-6897459 REVERSE	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_168834_PI403524517	2	0.23835468	0.17673779	-0.1737194	-0.17616844	-0.5013075	0.1737194	35_47019	"Cluster: Putative cytosine deaminase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative cytosine deaminase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q67VW4	CHR1V7|COORD:25808210..25812483| cytidine/deoxycytidylate deaminase family protein	AT1G68720.1	CHR06V5|COORD:16851006..16857875|protein deaminase, putative, expressed	LOC_Os06g29430.1	no descriptionvery weakly similar to (55.5)AT1G68720| Symbols:  | cytidine/deoxycytidylate deaminase family protein | chr1:25808210-25812483 FORWARD	nucleotide metabolism.degradation	23_2

CUST_15767_PI404877155	2	-0.02562046	0.25047302	-0.056676865	-0.13030338	0.03540802	0.025621414	Contig9593_s_at	putative SCARECROW gene regulator-like [Oryza sativa (japonica cultivar-group)] gb|AAP53371.1| putative SCARECROW gene regulator-like [Oryza	NP_921084.1	phytochrome A signal transduction 1 (PAT1)	At5g48150.1	protein GRAS family transcription factor, putative	Os10g22430	Putative SCARECROW gene regulator-like	signalling.light	30_11

CUST_181422_PI403524517	2	0.038835526	1.0030575	0.17117405	-0.11059952	-0.1210928	-0.038835526	35_50445	0	0	CHR2V7|COORD:1180303..1181253| small nuclear ribonucleoprotein, putative / snRNP, putative / Sm protein, putative	AT2G03870.2	0	0	no description	not assigned.unknown	35_2

CUST_110755_PI403524517	2	0.11436033	-0.19964218	-0.21579981	0.20504951	0.16609907	-0.11436033	35_31454	"Cluster: Hypothetical protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q84PB0	CHR3V7|COORD:191102..193265| protein kinase, putative	AT3G01490.1	CHR05V5|COORD:28680614..28676880|protein ATP binding protein, putative, expressed	LOC_Os05g50190.1	 no descriptionvery weakly similar to (80.5)AT3G01490| Symbols:  | protein kinase, putative | chr3:191102-193265 REVERSE	protein.postranslational modification	29_4

CUST_105918_PI403524517	2	0.086966515	0.5992546	0.034882545	-0.034882545	-0.096191406	-0.14198875	35_30157	"Cluster: Hypothetical protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8H8T7	CHR5V7|COORD:6192738..6195373| protein kinase family protein	AT5G18610.1	CHR03V5|COORD:9734808..9730731|protein serine/threonine-protein kinase NAK, putative, expressed	LOC_Os03g17550.1	no descriptionweakly similar to ( 145)AT1G20650| Symbols:  | protein kinase | chr1:7158412-7160012 REVERSEvery weakly similar to (92.0)CRI4_MAIZEPutative receptor protein kinase CRINKLY4 precursor - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pkinase_Tyr PTKc TyrKc Pkinase S_TKc S_TKc PTKc_Frk_like PTKc_InsR_like PTKc_Csk_like PTKc_Src_like PTKc_EphR PTKc_Ror PTKc_Srm_Brk PTKc_Itk PTKc_EGFR_like PTKc_DDR PTKc_Fes_like PTKc_Jak_rpt2 PTKc_c-ros PTKc_Abl PTKc_Trk PTKc_Tec_like SPS1 PTKc_RET PTKc_ALK_LTK PTKc_Syk_like PTKc_Aatyk1_Aatyk3 PTKc_Musk PTK_CCK4 PTKc_EphR_A2	protein.postranslational modification.kinase.receptor like cytoplasmatic kinase VII	29_4_1_57

CUST_16227_PI399408534	2	-0.22723007	0.31097794	0.30582047	-0.07899094	0.07899094	-0.16233635	35_46649	"Cluster: Putative S-receptor kinase KIK1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative S-receptor kinase KIK1 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q7EZ32	"CHR4V7|COORD:11394469..11397485| B120; protein kinase/ sugar binding"	AT4G21390.1	CHR07V5|COORD:21881678..21875197|protein serine/threonine-protein kinase receptor precursor, putative, expressed	LOC_Os07g36590.1	"no descriptionweakly similar to ( 191)AT4G21390| Symbols: B120 | B120; protein kinase/ sugar binding | chr4:11394469-11397485 REVERSEweakly similar to ( 114)NORK_PEANodulation receptor kinase precursor - Pisum sativum (Garden pea)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TyrKc Pkinase_Tyr PTKc Pkinase PTKc_Src_like S_TKc PTKc_Srm_Brk S_TKc PTKc_Trk PTKc_Jak_rpt2 PTKc_EGFR_like PTKc_Ror PTKc_EphR PTKc_Lck_Blk PTKc_Csk_like PTKc_TrkA SPS1 PTKc_Itk PTKc_Frk_like PTKc_Musk PTKc_Tec_like PTKc_Fes_like PTKc_Tyk2_rpt2 PTKc_ALK_LTK PTKc_TrkB PTKc_Lyn PTKc_DDR PTKc_Fyn_Yrk PTKc_Src PTKc_c-ros PTKc_Syk_like PTKc_TrkC PTK_CCK4 PTKc_EphR_A2 PTKc_Tec_Rlk PTKc_EphR_A10 PTKc_Btk_Bmx PTKc_Yes PTKc_DDR2 PTKc_Axl_like PTKc_Ror2 PTKc_Jak2_Jak3_rpt2 PTKc_DDR_like PTKc_Abl PTKc_HER4 PTKc_EphR_B PTKc_Jak1_rpt2 PTKc_EphR_A"	signalling.receptor kinases.DUF 26	30_2_17

CUST_22106_PI403524517	2	-0.083470345	0.26005936	-0.018107414	0.117204666	-0.23852062	0.018107414	35_6424	Rep: PREDICTED: hypothetical protein - Homo sapiens	UniRef90_UPI0000DD827B	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	0	0	no description	not assigned.unknown	35_2

CUST_146684_PI403524517	2	0.43582344	0.021547318	-0.021547318	-0.036556244	-0.06382847	0.36815453	35_41058	"Cluster: Os02g0625900 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0625900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DZE4		0	CHR02V5|COORD:24950936..24954781|protein expressed protein	LOC_Os02g41610.1	no description	not assigned.unknown	35_2

CUST_26389_PI403524517	2	0.1413455	0.09235096	-0.09235048	0.46426582	-0.2796135	-0.10380602	35_7647	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10Q41	CHR2V7|COORD:1035097..1035934| similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABF94594.1)	AT2G03420.1	CHR03V5|COORD:5756912..5758499|protein expressed protein	LOC_Os03g11230.1	no descriptionweakly similar to ( 174)AT2G03420| Symbols:  | similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABF94594.1) | chr2:1035097-1035934 REVERSEnot assigned	not assigned.unknown	35_2

CUST_136829_PI403524517	2	0.07998943	-0.28656387	0.015480995	-0.07451916	-0.0154800415	0.14165592	35_38372	0	0	CHR3V7|COORD:7304163..7304567| proline-rich family protein	AT3G20850.1	0	0	no description	not assigned.unknown	35_2

CUST_12748_PI399408534	2	-0.12197828	-0.093705654	0.05710554	0.24980593	-0.010043144	0.010043144	35_33071	Rep: Calmodulin-2 - Glycine max (Soybean)	UniRef90_P62163	"CHR3V7|COORD:15675606..15677342| CAM7 (CALMODULIN 7); calcium ion binding"	AT3G43810.1	CHR07V5|COORD:29198699..29196039|protein calmodulin, putative, expressed	LOC_Os07g48780.2	"no descriptionweakly similar to ( 107)AT3G43810| Symbols: CAM7 | CAM7 (CALMODULIN 7); calcium ion binding | chr3:15675606-15677342 REVERSEweakly similar to ( 107)CALM_SPIOLCalmodulin - Spinacia oleracea (Spinach)not assigned not assigned not assigned not assigned FRQ1 EFh"	signalling.calcium	30_3

CUST_54137_PI403524517	2	0.003194809	-1.4964309	-0.18771839	0.25223064	-0.0031938553	0.007270813	35_15404	"Cluster: Putative cytochrome c oxidase subunit; n=1; Triticum aestivum|Rep: Putative cytochrome c oxidase subunit - Triticum aestivum (Wheat)"	UniRef90_Q8L808	"CHR1V7|COORD:7925436..7926907| COX6B (CYTOCHROME C OXIDASE 6B); cytochrome-c oxidase"	AT1G22450.1	CHR07V5|COORD:25693050..25690143|protein cytochrome c oxidase subunit, putative, expressed	LOC_Os07g42910.1	" no descriptionweakly similar to ( 154)AT1G22450| Symbols: ATCOX6B2, COX6B | COX6B (CYTOCHROME C OXIDASE 6B); cytochrome-c oxidase | chr1:7925436-7926907 FORWARDnot assigned Cyt_c_Oxidase_VIb COX6B "	mitochondrial electron transport / ATP synthesis.cytochrome c oxidase	9_7

CUST_12253_PI404877155	2	-1.7637625	-1.3764014	2.5844822	1.376401	1.7915792	-1.4561429	Contig5994_at	Arginine decarboxylase (ARGDC) (ADC) pir||S12265 arginine decarboxylase (EC 4.1.1.19) - oat emb|CAA40137.1| arginine decarboxylase [Avena sa	P22220	arginine decarboxylase 1 (SPE1) (ARGDC)	At2g16500.1	protein arginine decarboxylase	Os04g01690	NONE	amino acid metabolism.degradation.glutamate family.arginine	13_2_2_3

CUST_28931_PI399408534	2	-0.2498107	0.74708366	0.17567682	-0.14041805	0.053991795	-0.053991318	35_19491	"Cluster: Ankryin repeat S-palmitoyl transferase, putative, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Ankryin repeat S-palmitoyl"	UniRef90_Q2R2S1	CHR2V7|COORD:6046175..6047974| zinc finger (DHHC type) family protein	AT2G14255.1	CHR11V5|COORD:19924570..19930996|protein palmitoyltransferase TIP1, putative, expressed	LOC_Os11g34860.3	no descriptionweakly similar to ( 126)AT2G14255| Symbols:  | zinc finger (DHHC type) family protein | chr2:6046175-6047974 FORWARD	RNA.regulation of transcription.unclassified	27_3_99

CUST_21330_PI403524517	2	0.11694813	-0.0084991455	0.0084991455	-0.19887638	0.09451103	-0.13651085	35_6187	"Cluster: Protein At3g18380; n=3; Arabidopsis thaliana|Rep: Protein At3g18380 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q3E7G2	CHR3V7|COORD:6311008..6313187| sequence-specific DNA binding / transcription factor	AT3G18380.2	CHR06V5|COORD:16542382..16537095|protein retrotransposon protein, putative, unclassified, expressed	LOC_Os06g29020.2	no descriptionweakly similar to ( 129)AT3G18380| Symbols:  | sequence-specific DNA binding / transcription factor | chr3:6311008-6313187 REVERSE	not assigned.unknown	35_2

CUST_46917_PI403524517	2	0.006351471	0.105321884	-0.06725216	-0.006351471	-0.035695076	0.09428501	35_13434	"Cluster: Hypothetical protein precursor; n=1; Bradyrhizobium sp. BTAi1|Rep: Hypothetical protein precursor - Bradyrhizobium sp. BTAi1"	UniRef90_Q35J71	CHR1V7|COORD:22496859..22500684| proline-rich family protein	AT1G61080.1	CHR05V5|COORD:14336324..14338283|protein tetratricopeptide-like helical, putative, expressed	LOC_Os05g24890.1	" no descriptionvery weakly similar to (51.2)AT3G59380| Symbols: PLP, ATFTA, PFT/PGGT-IALPHA, FTA | FTA (FARNESYLTRANSFERASE A); protein prenyltransferase | chr3:21955186-21956758 FORWARDnot assigned not assigned not assigned "	protein.postranslational modification	29_4

CUST_5623_PI404877155	2	0.045041084	0.78501797	0.29495525	-0.30957222	-0.40773582	-0.045041084	Contig17518_at	Similar to hexose carrier protein HEX6 &RCCHCP_1 (Q07423) [Oryza sativa (japonica cultivar-group)]	BAA83554.1	hexose transporter, putative	At5g61520.1	protein Sugar transporter	Os06g04900	NONE	transporter.sugars	34_2

CUST_103113_PI403524517	2	-0.016279697	0.7432971	0.025323391	-0.3098879	0.01627922	-0.23928118	35_29405	"Cluster: Hydrolase-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hydrolase-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XI46	CHR5V7|COORD:2932163..2933363| hydrolase	AT5G09430.1	CHR07V5|COORD:25758924..25751651|protein hydrolase, putative, expressed	LOC_Os07g42994.1	 no descriptionvery weakly similar to (70.1)AT1G78210| Symbols:  | hydrolase, alpha/beta fold family protein | chr1:29427713-29429187 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07764 Atrophin-1 PRK07003 Herpes_BLLF1 Tymo_45kd_70kd 	not assigned.no ontology	35_1

CUST_148782_PI403524517	2	0.70634365	0.008839607	-0.18061161	-0.3880415	0.11218357	-0.008839607	35_41622	Rep: Os03g0784100 protein - Oryza sativa (japonica cultivar-group)	UniRef90_Q0DN03	CHR3V7|COORD:20370053..20371751| PLA IIIA/PLP7 (Patatin-like protein 7)	AT3G54950.1	CHR03V5|COORD:32481511..32479750|protein patatin-like protein 3, putative, expressed	LOC_Os03g57080.1	 no descriptionweakly similar to ( 149)AT3G54950| Symbols: PLP7, PLA IIIA | PLA IIIA/PLP7 (Patatin-like protein 7) | chr3:20370053-20371751 REVERSEnot assigned 	development.storage proteins	33_1

CUST_22783_PI403524517	2	0.08079147	-0.34864426	-0.08304787	-0.06124878	0.061249733	0.078409195	35_6616	"Cluster: Os07g0517300 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os07g0517300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D620	"CHR3V7|COORD:5695639..5698869| similar to Os07g0517300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001059789.1); similar to hypothetical protein"	AT3G16730.1	CHR07V5|COORD:19936749..19941475|protein expressed protein	LOC_Os07g33360.1	"no descriptionweakly similar to ( 157)AT3G16730| Symbols:  | similar to Os07g0517300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001059789.1); similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:BAC83719.1); contains InterPro domain Protein of unknown function DUF1032; (InterPro:IPR009378) | chr3:5695639-5698869 REVERSEnot assigned DUF1032"	not assigned.unknown	35_2

CUST_8091_PI399408534	2	-0.04895687	0.40241337	0.04895687	-0.062397957	-0.17812824	0.08591366	35_8945	"Cluster: AP2 domain containing protein, expressed; n=5; Oryza sativa (japonica cultivar-group)|Rep: AP2 domain containing protein, expressed - Oryza sativa (jap"	UniRef90_Q2RB16	"CHR1V7|COORD:18981185..18983973| PLT2 (PLETHORA 2); transcription factor"	AT1G51190.1	CHR11V5|COORD:1368690..1363214|protein AP2/EREBP transcriptional factor WRI1, putative, expressed	LOC_Os11g03540.1	"no descriptionvery weakly similar to (61.6)AT1G51190| Symbols: PLT2 | PLT2 (PLETHORA 2); transcription factor | chr1:18981185-18983973 FORWARDvery weakly similar to (57.0)BBM2_BRANAProtein BABY BOOM 2 - Brassica napus (Rape)AP2"	RNA.regulation of transcription.AP2/EREBP, APETALA2/Ethylene-responsive element binding protein family	27_3_3

CUST_134570_PI403524517	2	0.005997658	0.20988846	0.09202671	-0.17663956	-0.034401894	-0.005997658	35_37755	"Cluster: Hypothetical protein OSJNBa0070N04.3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0070N04.3 - Oryza sativa (japonica cu"	UniRef90_Q8H8N4	CHR1V7|COORD:6724660..6727524| dehydration-responsive protein-related	AT1G19430.1	CHR03V5|COORD:32081058..32085608|protein ankyrin-like protein, putative, expressed	LOC_Os03g56380.1	no descriptionmoderately similar to ( 264)AT1G19430| Symbols:  | dehydration-responsive protein-related | chr1:6724660-6727524 REVERSEDUF248 Methyltransf_11	stress.abiotic.drought/salt	20_2_3

CUST_70765_PI403524517	2	-0.06493473	0.5991907	-0.051552773	-0.018705368	0.018704414	0.061491013	35_20275	"Cluster: Lysine ketoglutarate reductase trans-splicing related 1-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Lysine ketoglutarate reductase trans-spl"	UniRef90_Q5JME7	"CHR1V7|COORD:25442867..25445567| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G13000.2); similar to Protein of unknown function DUF707 [Medicago"	AT1G67850.2	CHR01V5|COORD:43179858..43175076|protein lysine ketoglutarate reductase trans-splicing related 1, putative, expressed	LOC_Os01g73970.1	"no descriptionhighly similar to ( 544)AT1G67850| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G13000.2); similar to Protein of unknown function DUF707 [Medicago truncatula] (GB:ABE91787.1); contains InterPro domain Protein of unknown function DUF707; (InterPro:IPR007877) | chr1:25442867-25445567 FORWARDDUF707"	not assigned.unknown	35_2

CUST_122177_PI403524517	2	-0.0813036	-1.0017486	-0.057570457	0.1290102	0.05757141	0.061401367	35_34486	"Cluster: OSJNBa0091C07.7 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0091C07.7 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XK57	CHR5V7|COORD:3102878..3105865| pentatricopeptide (PPR) repeat-containing protein	AT5G09950.1	CHR10V5|COORD:21654252..21657634|protein pentatricopeptide repeat protein PPR986-12, putative, expressed	LOC_Os10g40920.1	no descriptionvery weakly similar to (75.1)AT5G09950| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr5:3102878-3105865 REVERSE	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_1881_PI404877155	2	0.025320053	0.20825768	-0.025321007	-0.15602303	-0.035920143	0.10080814	Contig12111_at	DNA-binding bromodomain-containing protein [Arabidopsis thaliana] gb|AAO22056.1| IMB1 [Arabidopsis thaliana]	NP_181036.2	DNA-binding bromodomain-containing protein	At2g34900.1	protein Similar to IMB1	Os06g04640	"IMBIBITION-INDUCIBLE 1;DNA-binding bromodomain-containing protein, contains bromodomain, INTERPRO:IPR001487 or  DNA-binding bromodomain-containing protein, contains bromodomain, INTERPRO:IPR001487"	RNA.regulation of transcription.Global transcription factor group	27_3_52

CUST_129953_PI403524517	2	0.15846062	0.10359001	-0.03579235	-0.29228973	-0.4840889	0.035791397	35_36498	"Cluster: ATP synthase subunit alpha, mitochondrial; n=23; Spermatophyta|Rep: ATP synthase subunit alpha, mitochondrial - Triticum aestivum (Wheat)"	UniRef90_P12862	CHRMV7|COORD:302166..303689| ATPase subunit 1	ATMG01190.1	CHR09V5|COORD:4727302..4729885|protein ATP synthase alpha chain, mitochondrial, putative, expressed	LOC_Os09g08910.1	 no descriptionmoderately similar to ( 239)ATMG01190| Symbols: ATP1 | ATPase subunit 1 | chrM:302166-303689 REVERSEmoderately similar to ( 261)ATPAM_WHEATATP synthase subunit alpha, mitochondrial - Triticum aestivum (Wheat)not assigned PRK09281 AtpA atpA ATP-synt_ab_N F1_ATPase_alpha PRK09280 FliI PRK09099 PRK12597 AtpD fliI fliI PRK06820 	PS.lightreaction.ATP synthase	1_1_4

CUST_167057_PI403524517	2	-0.0076828003	0.5924816	0.2720642	0.007680893	-0.15750122	-0.025907516	35_46533	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_29217_PI403524517	2	-0.048090935	-0.021021366	-0.12015104	0.021021366	0.20255661	0.22334385	35_8444	"Cluster: Hypothetical protein AT4g01510; n=2; Arabidopsis thaliana|Rep: Hypothetical protein AT4g01510 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9M127	CHR4V7|COORD:642755..644190| ARV2	AT4G01510.1	CHR03V5|COORD:32493417..32490276|protein ARV2, putative	LOC_Os03g57090.1	no descriptionweakly similar to ( 194)AT4G01510| Symbols: ARV2 | ARV2 | chr4:642755-644190 FORWARDnot assigned Arv1 ARV1	lipid metabolism.'exotics' (steroids, squalene etc).sphingolipids	11_8_1

CUST_2142_PI399408534	2	0.10390949	0.2968769	0.00568676	-0.0056858063	-0.3461914	-0.1343193	35_33449	"Cluster: Putative nuclear ribonuclease Z; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative nuclear ribonuclease Z - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6H8B1	CHR1V7|COORD:28069006..28070791| NUZ	AT1G74700.1	CHR02V5|COORD:6397342..6399236|protein nuclear ribonuclease Z, putative	LOC_Os02g12290.1	no descriptionvery weakly similar to (98.2)AT1G74700| Symbols: NUZ | NUZ | chr1:28069006-28070791 FORWARD	RNA.processing.ribonucleases	27_1_19

CUST_134900_PI403524517	2	-0.04078102	0.5111494	0.13607264	0.04078102	-0.09324646	-0.061296463	35_37847	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_136381_PI403524517	2	0.1280508	-0.5568037	0.07744408	0.031913757	-0.08400154	-0.031913757	35_38243	"Cluster: C2 domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: C2 domain containing protein, expressed - Oryza sativa (japon"	UniRef90_Q2R360	CHR4V7|COORD:9129058..9129552| proline-rich family protein	AT4G16140.1	CHR11V5|COORD:19022276..19023893|protein vegetative cell wall protein gp1 precursor, putative, expressed	LOC_Os11g33030.1	no descriptionnot assigned Extensin_2	not assigned.unknown	35_2

CUST_125819_PI403524517	2	0.00771904	0.6492853	0.12128639	-0.0077199936	-0.20480728	-0.06517792	35_35428	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_21135_PI399408534	2	0.049613	-1.7595634	-0.1896429	0.031599045	-0.031599045	0.037608147	35_1419	"Cluster: Putative transcription factor; n=3; Oryza sativa (japonica cultivar-group)|Rep: Putative transcription factor - Oryza sativa (japonica"	UniRef90_Q8H7V1	CHR1V7|COORD:27544167..27545025| nascent polypeptide-associated complex (NAC) domain-containing protein	AT1G73230.1	CHR03V5|COORD:541030..538555|protein transcription factor BTF3, putative, expressed	LOC_Os03g01910.1	no descriptionmoderately similar to ( 245)AT1G73230| Symbols:  | nascent polypeptide-associated complex (NAC) domain-containing protein | chr1:27544167-27545025 REVERSEnot assigned NAC	RNA.regulation of transcription.General Transcription	27_3_50

CUST_11147_PI399408534	2	0.1226387	0.38240528	0.058056355	-0.26622295	-0.372725	-0.05805683	35_11317	"Cluster: Putative glyoxylate reductase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative glyoxylate reductase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8LN38	CHR1V7|COORD:187235..189836| AN (ANGUSTIFOLIA)	AT1G01510.1	CHR10V5|COORD:20395367..20401316|protein angustifolia, putative, expressed	LOC_Os10g38900.1	no descriptionmoderately similar to ( 251)AT1G01510| Symbols: AN | AN (ANGUSTIFOLIA) | chr1:187235-189836 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned LdhA 2-Hacid_dh SerA 2-Hacid_dh_C PRK12678 PRK07003 PRK12323 PRK07764 Atrophin-1 TT_ORF1 PRK05648 DUF605 Gag_spuma infB BASP1 HPC2 Extensin_2 PRK08410 FAP Protamine_P1 Tymo_45kd_70kd DUF1421 GRASP55_65 AF-4 Herpes_BLLF1 DUF1777 PRK11790 PRK08770 PRK06487 Totivirus_coat	RNA.regulation of transcription.Orphan family	27_3_34

CUST_60738_PI403524517	2	0.055628777	0.13888645	-0.09798145	-0.023776054	0.023776054	-0.058063507	35_17324	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_101385_PI403524517	2	-0.13654995	0.042230606	0.17074871	0.24326086	-0.34302664	-0.042230606	35_28934	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_56808_PI403524517	2	-0.08148193	-0.06788635	0.021891594	0.07548237	0.1066494	-0.02189064	35_16180	"Cluster: Glucose-6-phosphate/phosphate translocator; n=1; Triticum aestivum|Rep: Glucose-6-phosphate/phosphate translocator - Triticum aestivum (Wheat)"	UniRef90_Q7XY15	"CHR1V7|COORD:22828192..22830124| GPT2 (glucose-6-phosphate/phosphate translocator 2); antiporter/ glucose-6-phosphate transporter"	AT1G61800.1	CHR08V5|COORD:5133293..5137365|protein glucose-6-phosphate/phosphate translocator 2, chloroplast precursor, putative, expressed	LOC_Os08g08840.2	" no descriptionhighly similar to ( 521)AT1G61800| Symbols: GPT2 | GPT2 (glucose-6-phosphate/phosphate translocator 2); antiporter/ glucose-6-phosphate transporter | chr1:22828192-22830124 FORWARDmoderately similar to ( 247)TPT_PEATriose phosphate/phosphate translocator, chloroplast precursor - Pisum sativum (Garden pea)not assigned not assigned not assigned not assigned not assigned TPT RhaT UAA DUF6 "	transport.metabolite transporters at the envelope membrane	34_8

CUST_78650_PI403524517	2	0.076924324	0.06882763	-0.06882763	-0.19846535	-0.24796963	0.16284943	35_22552	"Cluster: Os01g0869300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0869300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JHD9	0	0	CHR01V5|COORD:38008557..37993557|protein HEAT repeat family protein, expressed	LOC_Os01g64900.1	no description	not assigned.unknown	35_2

CUST_8244_PI399408534	2	0.20263863	-0.17720032	0.0090408325	-0.0010128021	-0.039538383	0.0010128021	35_38091	"Cluster: JmjC domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: JmjC domain containing protein, expressed - Oryza sativa (j"	UniRef90_Q2QTX9	"CHR3V7|COORD:17946594..17951441| REF6 (RELATIVE OF EARLY FLOWERING 6); transcription factor"	AT3G48430.1	CHR12V5|COORD:10475811..10465595|protein jmjC domain containing protein, expressed	LOC_Os12g18150.1	"no descriptionweakly similar to ( 119)AT3G48430| Symbols: REF6 | REF6 (RELATIVE OF EARLY FLOWERING 6); transcription factor | chr3:17946594-17951441 FORWARD"	RNA.regulation of transcription.JUMONJI family	27_3_57

CUST_26612_PI403524517	2	-0.018548965	-0.107307434	-0.091872215	0.034970284	0.018548965	0.16073799	35_7711	"Cluster: SWIB complex BAF60b domain-containing protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: SWIB complex BAF60b domain-containing protein-like"	UniRef90_Q6K448	CHR4V7|COORD:13492253..13492655| SWIB complex BAF60b domain-containing protein	AT4G26810.1	CHR09V5|COORD:2507294..2504261|protein SWIb domain-containing protein, putative, expressed	LOC_Os09g04720.1	no descriptionweakly similar to ( 119)AT4G26810| Symbols:  | SWIB complex BAF60b domain-containing protein | chr4:13492253-13492655 REVERSEnot assigned SWIB	not assigned.no ontology	35_1

CUST_51375_PI403524517	2	-0.3499155	-0.101716995	0.63459206	0.5153456	0.10171604	-0.2569704	35_14645	Rep: Hypothetical protein wrsi5-1 - Triticum aestivum (Wheat)	UniRef90_Q6QAX7	0	0	CHR01V5|COORD:1755532..1754614|protein Bowman-Birk type wound-induced proteinase inhibitor WIP1 precursor, putative	LOC_Os01g04040.1	no descriptionBowB BBI	not assigned.unknown	35_2

CUST_35914_PI403524517	2	0.21978188	-0.6003609	-0.27279472	-0.0057735443	0.0057725906	0.07521725	35_10355	"Cluster: Putative 1-acylglycerol-3-phosphate acyltransferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative 1-acylglycerol-3-phosphate acyltransfera"	UniRef90_Q60EI7	CHR1|COORD:28174786..28177087| phospholipid/glycerol acyltransferase family protein, contains Pfam profile: PF01553 Acyltransferase	AT1G75020.2	CHR05V5|COORD:24641118..24644053|protein 1-acyl-sn-glycerol-3-phosphate acyltransferase 4, putative, expressed	LOC_Os05g42270.1	"no descriptionweakly similar to ( 163)AT1G75020| Symbols: LPAT4 | LPAT4; acyltransferase | chr1:28175440-28177018 FORWARDvery weakly similar to (58.9)LPAT2_BRAOL1-acyl-sn-glycerol-3-phosphate acyltransferase 2 - Brassica oleracea (Wild cabbage)not assigned"	not assigned.no ontology	35_1

CUST_4252_PI404877155	2	-7.7724457E-4	7.762909E-4	-0.044117928	0.03976822	-0.019781113	0.24568176	Contig15147_at	putative 2-oxoglutarate dehydrogenase, E1 subunit [Oryza sativa (japonica cultivar-group)]	BAC84070.1	2-oxoglutarate dehydrogenase E1 component, putative / oxoglutarate decarboxylase, putative / alpha-ketoglutari	At5g65750.1	protein 2-oxoglutarate dehydrogenase, E1 component	Os07g49520	2-oxoglutarate dehydrogenase E1 component, putative / oxoglutarate decarboxylase, putative / alpha-ketoglutaric dehydrogenase, putative, similar to SP:P20967 2-oxoglutarate dehydrogenase E1 component, mitochondrial precursor (EC 1.2.4.2) (Alpha-ketoglutar	TCA / org. transformation.TCA.2-oxoglutarate dehydrogenase	8_1_05

CUST_78944_PI403524517	2	0.061740875	-0.33151436	-0.057257652	-0.027238846	0.028039932	0.027238846	35_22643	"Cluster: Kinesin-related protein KLPA-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Kinesin-related protein KLPA-like protein - Oryza sativa (j"	UniRef90_Q7XAL1	"CHR4V7|COORD:2675336..2679480| ATK5 (Arabidopsis thaliana kinesin 5); microtubule motor"	AT4G05190.1	CHR07V5|COORD:308043..304308|protein kinesin-1, putative, expressed	LOC_Os07g01490.1	"no descriptionmoderately similar to ( 447)AT4G05190| Symbols: ATK5 | ATK5 (Arabidopsis thaliana kinesin 5); microtubule motor | chr4:2675336-2679480 FORWARDweakly similar to ( 193)KLP1_CHLREKinesin-like protein KLP1 - Chlamydomonas reinhardtiinot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned KISc_C_terminal KISc Kinesin KISc KISc_KHC_KIF5 KISc_KIF3 KISc_KIF1A_KIF1B KISc_CENP_E KISc_KIF4 KIP1 KISc_BimC_Eg5 KISc_KIF9_like KISc_KLP2_like KISc_KIP3_like KISc_KID_like KISc_KIF23_like KISc_KIF2_like Motor_domain"	cell.organisation	31_1

CUST_74162_PI403524517	2	0.06553745	-0.13991356	0.0101623535	-0.027633667	0.009287834	-0.009287834	35_21268	"Cluster: Hypothetical protein P0633E08.7; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0633E08.7 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q69X98	"CHR5V7|COORD:25123065..25125101| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G28770.1); similar to unnamed protein product; gene_id:K19B1.16"	AT5G62550.1	CHR06V5|COORD:23118061..23121454|protein expressed protein	LOC_Os06g38960.2	"no descriptionweakly similar to ( 140)AT5G62550| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G28770.1); similar to unnamed protein product; gene_id:K19B1.16 unknown protein-related [Medicago truncatula] (GB:ABE84483.1) | chr5:25123065-25125101 REVERSE"	not assigned.unknown	35_2

CUST_11674_PI404877155	2	0.02190113	-0.1184082	0.0066022873	-0.01643753	0.009025574	-0.006603241	Contig5353_s_at	P0423B08.7 [Oryza sativa (japonica cultivar-group)]	BAB63798.1	phox (PX) domain-containing protein	At5g06140.1	protein PX domain, putative	Os01g64280	gi|15290106|dbj|BAB63798.1| P0423B08.7	signalling.misc	30_8

CUST_179034_PI403524517	2	0.043829918	-0.49415207	0.1189127	-0.04383087	0.16356564	-0.046154022	35_49795	"Cluster: ATP synthase beta subunit/transcription termination factor rho-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: ATP synthase beta"	UniRef90_Q5ZC77	"CHR3V7|COORD:10760817..10763071| similar to Os01g0588800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001043438.1); similar to Protein of unknown"	AT3G28700.1	CHR01V5|COORD:23275012..23279035|protein uncharacterized ACR, COG1565 family protein, expressed	LOC_Os01g40620.1	"no descriptionmoderately similar to ( 305)AT3G28700| Symbols:  | similar to Os01g0588800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001043438.1); similar to Protein of unknown function DUF185 [Medicago truncatula] (GB:ABE89053.1); contains InterPro domain Protein of unknown function DUF185; (InterPro:IPR003788) | chr3:10760817-10763071 FORWARDnot assigned DUF185 COG1565"	not assigned.unknown	35_2

CUST_3437_PI403524517	2	-0.14849186	-0.032875538	0.091842175	0.22486067	-0.10657787	0.032875538	35_939	Rep: Ubiquitin-like protein SMT3 - Oryza sativa (Rice)	UniRef90_P55857	CHR5V7|COORD:22400973..22401998| SUM2 (SMALL UBIQUITIN-LIKE MODIFIER 2)	AT5G55160.1	CHR01V5|COORD:40393254..40390920|protein ubiquitin-like protein SMT3, putative, expressed	LOC_Os01g68950.3	 no descriptionweakly similar to ( 120)AT5G55160| Symbols: SUMO 2, SUMO2, SUM2 | SUM2 (SMALL UBIQUITIN-LIKE MODIFIER 2) | chr5:22400973-22401998 REVERSEweakly similar to ( 125)SMT3_ORYSAnot assigned Sumo SMT3 	protein.degradation.ubiquitin.ubiquitin	29_5_11_1

CUST_7136_PI403524517	2	0.10750294	-0.18216419	-0.051600456	0.1368475	0.008418083	-0.008418083	35_1981	Rep: OSIGBa0148P16.5 protein - Oryza sativa (Rice)	UniRef90_Q01L00	CHR2|COORD:17960020..17962875| expressed protein	AT2G43180.2	CHR04V5|COORD:24968756..24973650|protein carboxyvinyl-carboxyphosphonate phosphorylmutase, putative, expressed	LOC_Os04g42580.1	no descriptionvery weakly similar to (63.2)AT2G43180| Symbols:  | catalytic | chr2:17960909-17962851 REVERSE	not assigned.unknown	35_2

CUST_154239_PI403524517	2	0.604434	0.4751501	0.009272575	-0.009272099	-0.24112701	-0.060302734	35_43104	"Cluster: Putative gamma-adaptin 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative gamma-adaptin 1 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5WAB3	CHR1V7|COORD:22146609..22152961| clathrin binding	AT1G60070.1	CHR06V5|COORD:3375567..3385550|protein AP-1 complex subunit gamma-1, expressed	LOC_Os06g07090.2	no descriptionweakly similar to ( 195)AT1G60070| Symbols:  | clathrin binding | chr1:22146609-22152961 REVERSEnot assigned not assigned not assigned Adaptin_N	cell. vesicle transport	31_4

CUST_18601_PI399408534	2	-0.37953663	-0.57954216	0.21172523	0.048683167	0.47221565	-0.04868412	35_17651	"Cluster: CCCH-type zinc finger protein-like protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: CCCH-type zinc finger protein-like protein - Oryza sativa"	UniRef90_Q84SL2	CHR2V7|COORD:17498430..17500580| zinc finger (CCCH-type) family protein	AT2G41900.1	CHR07V5|COORD:22839292..22842260|protein nucleic acid binding protein, putative, expressed	LOC_Os07g38090.2	no descriptionmoderately similar to ( 215)AT2G41900| Symbols:  | zinc finger (CCCH-type) family protein | chr2:17498430-17500580 FORWARDnot assigned	RNA.regulation of transcription.C3H zinc finger family	27_3_12

CUST_12091_PI404877155	2	0.2126379	-0.16923332	-0.037848473	0.0820694	0.037848473	-0.85683346	Contig5814_at	putative snRNP splicing factor -related [Oryza sativa (japonica cultivar-group)] dbj|BAD03242.1| putative snRNP splicing factor -related [Or	BAD03046.1	small nuclear ribonucleoprotein, putative / snRNP, putative / Sm protein, putative	At2g03870.2	protein Sm protein, putative	Os08g08040	snRNP splicing factor -related	RNA.processing	27_1

CUST_106728_PI403524517	2	-0.5737152	-1.1715126	0.5070076	0.21904945	0.4412775	-0.2190504	35_30374	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_191_PI404877155	2	3.8909912E-4	-0.07286835	0.086120605	-3.8909912E-4	0.042325974	-0.07171917	Contig10053_at	putative aldose reductase [Oryza sativa (japonica cultivar-group)] dbj|BAB64275.1| putative aldose reductase [Oryza sativa (japonica cultiva	NP_915487.1	aldo/keto reductase family protein	At2g37790.1	protein oxidoreductase, aldo/keto reductase family	Os01g62870	putative aldose reductase	minor CHO metabolism.others	3_5

CUST_71989_PI403524517	2	-0.901495	-0.74074554	0.7671442	0.2243681	0.41508293	-0.22436714	35_20636	Rep: OSJNBb0003B01.7 protein - Oryza sativa (Rice)	UniRef90_Q7XPH6	0	0	CHR04V5|COORD:32259613..32260550|protein expressed protein	LOC_Os04g54620.1	no description	not assigned.unknown	35_2

CUST_25205_PI403524517	2	0.044246674	-0.039144516	-0.17046738	0.026910782	-0.023485184	0.02348423	35_7310	"Cluster: Putative uracil phosphoribosyltransferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative uracil phosphoribosyltransferase - Oryza sativa (j"	UniRef90_Q60EM2	CHR3V7|COORD:19967892..19969984| uracil phosphoribosyltransferase, putative / UMP pyrophosphorylase, putative / UPRTase, putative	AT3G53900.2	CHR05V5|COORD:22309272..22304766|protein uracil phosphoribosyltransferase, putative, expressed	LOC_Os05g38170.1	 no descriptionweakly similar to ( 115)AT3G53900| Symbols:  | uracil phosphoribosyltransferase, putative / UMP pyrophosphorylase, putative / UPRTase, putative | chr3:19967892-19969984 REVERSEweakly similar to ( 114)UPP_TOBACUracil phosphoribosyltransferase - Nicotiana tabacum (Common tobacco)not assigned upp Upp 	nucleotide metabolism.salvage.phosphoribosyltransferases.upp	23_3_1_3

CUST_60018_PI403524517	2	-0.00916338	0.628129	0.06455946	-0.1353755	0.0091638565	-0.2830429	35_17108	"Cluster: Hypothetical protein P0524F03.11; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0524F03.11 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6Z9J1	"CHR5V7|COORD:13441768..13450017| similar to EDR2 (enhanced disease resistance 2), lipid binding [Arabidopsis thaliana] (TAIR:AT4G19040.1); similar to"	AT5G35180.1	CHR08V5|COORD:21204751..21221734|protein lipid binding protein, putative, expressed	LOC_Os08g34060.2	" no descriptionmoderately similar to ( 282)AT5G35180| Symbols:  | similar to EDR2 (enhanced disease resistance 2), lipid binding [Arabidopsis thaliana] (TAIR:AT4G19040.1); similar to Os08g0439100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001061897.1); similar to pleckstriny domain-containing protein, putative, expressed [Oryza sativa (japonica cultivar-group)] (GB:ABB47745.1); contains InterPro domain Protein of unknown function DUF1336; (InterPro:IPR009769); contains InterPro domain Lipid-binding START; (InterPro:IPR002913); contains InterPro domain Pleckstrin homology-type; (InterPro:IPR011993) | chr5:13441768-13450017 FORWARDDUF1336 "	not assigned.unknown	35_2

CUST_157083_PI403524517	2	0.23016834	0.23735142	-0.12628603	0.12628555	-0.7187276	-0.5650306	35_43869	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_46364_PI403524517	2	0.08174896	-0.22244263	-0.15653992	0.04041481	0.052268982	-0.040415764	35_13277	"Cluster: Os05g0239200 protein; n=4; Oryza sativa (japonica cultivar-group)|Rep: Os05g0239200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DJR2	CHR1V7|COORD:6385798..6387998| hAT dimerisation domain-containing protein / BED zinc finger domain-containing protein / transposase-related	AT1G18560.1	CHR05V5|COORD:28938490..28940826|protein transposon protein, putative, unclassified, expressed	LOC_Os05g50624.2	no descriptionvery weakly similar to (53.1)AT1G18560| Symbols:  | hAT dimerisation domain-containing protein / BED zinc finger domain-containing protein / transposase-related | chr1:6385798-6387998 FORWARDvery weakly similar to (86.3)TRAC9_MAIZEPutative AC9 transposase - Zea mays (Maize)not assigned hATC	DNA.synthesis/chromatin structure.retrotransposon/transposase.hat-like transposase	28_1_1_4

CUST_69159_PI403524517	2	0.12635231	-0.3822775	-0.16736889	-0.021496773	0.02149582	0.084444046	35_19787	"Cluster: Putative U3 snoRNP protein IMP4; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative U3 snoRNP protein IMP4 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6ZJR6	CHR1V7|COORD:23668708..23670906| IMP4	AT1G63780.1	CHR08V5|COORD:3164209..3160395|protein ribosome production factor 1, putative, expressed	LOC_Os08g05880.1	no descriptionmoderately similar to ( 423)AT1G63780| Symbols: IMP4 | IMP4 | chr1:23668708-23670906 REVERSEnot assigned not assigned Brix IMP4	protein.synthesis.misc ribososomal protein.BRIX	29_2_2_50

CUST_89403_PI403524517	2	0.19873238	0.7838354	-0.13300419	-0.34957695	-0.36054897	0.13300323	35_25574	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_116990_PI403524517	2	-0.13172626	0.20094061	-0.019466877	0.223526	-0.1865511	0.019466877	35_33157	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_166822_PI403524517	2	0.08764362	0.50466347	0.117990494	-0.08764362	-0.129529	-0.18810701	35_46472	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_70702_PI403524517	2	0.38110018	-0.20620632	-0.008185387	0.00818491	0.15892029	-0.4947772	35_20258	Rep: Cell wall invertase - Lolium perenne (Perennial ryegrass)	UniRef90_Q2QI10	"CHR2V7|COORD:15182030..15184864| ATCWINV4 (ARABIDOPSIS THALIANA CELL WALL INVERTASE 4); hydrolase, hydrolyzing O-glycosyl compounds"	AT2G36190.1	CHR02V5|COORD:19676675..19681382|protein beta-fructofuranosidase, insoluble isoenzyme 1 precursor, putative, expressed	LOC_Os02g33110.3	" no descriptionmoderately similar to ( 276)AT2G36190| Symbols: ATCWINV4 | ATCWINV4 (ARABIDOPSIS THALIANA CELL WALL INVERTASE 4); hydrolase, hydrolyzing O-glycosyl compounds | chr2:15182030-15184864 REVERSEmoderately similar to ( 409)INV1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned Glyco_hydro_32N Glyco_32 SacC Herpes_BLLF1 Pneumo_att_G DUF566 "	major CHO metabolism.degradation.sucrose.invertases.cell wall	2_2_1_3_2

CUST_53505_PI403524517	2	-0.04821968	-0.46650028	0.04821968	0.3966322	0.07602215	-0.28876495	35_15221	"Cluster: RuBisCO large subunit-binding protein subunit alpha, chloroplast precursor; n=2; BEP clade|Rep: RuBisCO large subunit-binding protein subunit alpha, ch"	UniRef90_P08823	"CHR2V7|COORD:11933680..11936261| CPN60A (chloroplast / 60 kDa chaperonin alpha subunit); ATP binding / protein binding / unfolded protein binding"	AT2G28000.1	CHR12V5|COORD:10290980..10295325|protein ruBisCO large subunit-binding protein subunit alpha, chloroplast precursor, putative, expressed	LOC_Os12g17910.1	" no descriptionhighly similar to ( 871)AT2G28000| Symbols: CH-CPN60A, SLP, CPN60A | CPN60A (chloroplast / 60 kDa chaperonin alpha subunit); ATP binding / protein binding / unfolded protein binding | chr2:11933680-11936261 FORWARDhighly similar to ( 979)RUBA_WHEATRuBisCO large subunit-binding protein subunit alpha, chloroplast precursor - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned GroEL groEL groEL groEL groEL groEL groEL GroL Cpn60_TCP1 chaperonin_type_I_II cpn60 chaperonin_like TCP1_beta TCP1_theta TCP1_delta TCP1_epsilon TCP1_alpha TCP1_eta TCP1_zeta TCP1_gamma "	protein.folding	29_6

CUST_12472_PI399408534	2	-0.7528238	-0.41893673	0.6432371	0.13799477	0.71909904	-0.13799572	35_27680	"Cluster: 9-cis-epoxycarotenoid dioxygenase 2; n=2; Hordeum vulgare|Rep: 9-cis-epoxycarotenoid dioxygenase 2 - Hordeum vulgare var. distichum (Two-rowed barley)"	UniRef90_Q285R6	CHR1V7|COORD:29495788..29497761| NCED9 (NINE-CIS-EPOXYCAROTENOID DIOXYGENASE 9)	AT1G78390.1	CHR03V5|COORD:24913422..24915977|protein 9-cis-epoxycarotenoid dioxygenase 2, putative, expressed	LOC_Os03g44380.1	 no descriptionvery weakly similar to (75.1)AT1G78390| Symbols: ATNCED9, NCED9 | NCED9 (NINE-CIS-EPOXYCAROTENOID DIOXYGENASE 9) | chr1:29495788-29497761 REVERSEnot assigned RPE65 COG3670 	hormone metabolism.abscisic acid.synthesis-degradation.synthesis.9-cis-epoxycarotenoid dioxygenase	17_1_1_1_10

CUST_102537_PI403524517	2	-0.009638786	0.45236397	0.08169365	-0.18660736	0.009638786	-0.36875153	35_29249	"Cluster: Serine/threonine-protein phosphatase PP1; n=4; Poaceae|Rep: Serine/threonine-protein phosphatase PP1 - Zea mays (Maize)"	UniRef90_P22198	"CHR2V7|COORD:12620866..12622360| TOPP1 (TYPE ONE PROTEIN PHOSPHATASE 1); protein phosphatase type 1"	AT2G29400.1	CHR02V5|COORD:35205557..35201744|protein serine/threonine-protein phosphatase PP1, putative, expressed	LOC_Os02g57450.2	" no descriptionweakly similar to ( 178)AT2G29400| Symbols: PP1-AT, TOPP1 | TOPP1 (TYPE ONE PROTEIN PHOSPHATASE 1); protein phosphatase type 1 | chr2:12620866-12622360 REVERSEmoderately similar to ( 202)PP1_MAIZESerine/threonine-protein phosphatase PP1 - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PP2Ac PP2Ac Metallophos "	protein.postranslational modification	29_4

CUST_166420_PI403524517	2	0.08825207	0.2322669	-0.096562386	0.04323244	-0.043232918	-0.15730572	35_46362	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_28619_PI403524517	2	0.121341705	0.2819767	-0.119898796	-0.08685589	0.086854935	-0.14771461	35_8269	"Cluster: 3-hydroxy-3-methylglutaryl-coenzyme A reductase 3; n=4; BEP clade|Rep: 3-hydroxy-3-methylglutaryl-coenzyme A reductase 3 - Oryza sativa (Rice)"	UniRef90_Q9XHL5	CHR1V7|COORD:28700695..28703100| HMG1 (3-HYDROXY-3-METHYLGLUTARYL COA REDUCTASE)	AT1G76490.1	CHR08V5|COORD:25293808..25298657|protein 3-hydroxy-3-methylglutaryl-coenzyme A reductase 3, putative, expressed	LOC_Os08g40180.1	 no descriptionhighly similar to ( 596)AT1G76490| Symbols: HMGR1, HMG1 | HMG1 (3-HYDROXY-3-METHYLGLUTARYL COA REDUCTASE) | chr1:28700695-28703100 FORWARDhighly similar to ( 676)HMDH3_ORYSAnot assigned not assigned not assigned not assigned not assigned HMG-CoA_red HMG-CoA_reductase_classI HMG-CoA_reductase HMG1 HMG-CoA_reductase_classII PRK12323 	secondary metabolism.isoprenoids.mevalonate pathway.HMG-CoA reductase	16_1_2_3

CUST_16244_PI399408534	2	0.019327164	0.915678	-0.06325722	-0.019328117	-0.3406067	0.07108402	35_23103	Rep: OSJNBa0091D06.3 protein - Oryza sativa (Rice)	UniRef90_Q7XQR1	CHR2V7|COORD:18648958..18649446| auxin-responsive protein-related	AT2G45210.1	CHR04V5|COORD:26611924..26612786|protein expressed protein	LOC_Os04g45370.1	no descriptionvery weakly similar to (84.3)AT2G45210| Symbols:  | auxin-responsive protein-related | chr2:18648958-18649446 FORWARDvery weakly similar to (65.5)AXX15_SOYBNAuxin-induced protein X15 - Glycine max (Soybean)not assigned Auxin_inducible PRK07764	hormone metabolism.auxin.induced-regulated-responsive-activated	17_2_3

CUST_75529_PI403524517	2	0.06777573	-1.0818863	-0.00788784	0.007886887	-0.037017822	0.090343475	35_21650	Rep: Cytochrome b5 - Triticum monococcum (Einkorn wheat) (Small spelt)	UniRef90_Q84KH0	"CHR1V7|COORD:9113979..9114742| B5 #6 (cytochrome b5 family protein #6); heme binding / transition metal ion binding"	AT1G26340.1	CHR05V5|COORD:470297..472374|protein cytochrome b5, putative, expressed	LOC_Os05g01820.1	"no descriptionweakly similar to ( 170)AT1G26340| Symbols: B5 #6 | B5 #6 (cytochrome b5 family protein #6); heme binding / transition metal ion binding | chr1:9113979-9114742 FORWARDweakly similar to ( 108)CYB5_TOBACCytochrome b5 - Nicotiana tabacum (Common tobacco)not assigned not assigned not assigned not assigned Cyt-b5 CYB5"	N-metabolism.nitrate metabolism.NR	12_1_1

CUST_142872_PI403524517	2	0.13472748	0.38431072	-0.09846401	-0.039361	-0.6505518	0.039360046	35_40038	Rep: H0112G12.4 protein - Oryza sativa (Rice)	UniRef90_Q01JL6		0	CHR04V5|COORD:33500162..33488354|protein MAPKKK7, putative, expressed	LOC_Os04g56530.1	no description	not assigned.unknown	35_2

CUST_68466_PI403524517	2	0.014799118	0.5762825	0.05113125	-0.056334496	-0.014800072	-0.06701851	35_19583	"Cluster: Hypothetical protein P0019D06.41; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0019D06.41 - Oryza sativa (japonica cultivar-g"	UniRef90_Q9FU73	"CHR3V7|COORD:18451177..18452640| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G65810.1); similar to Os01g0144000 [Oryza sativa (japonica"	AT3G49720.1	CHR01V5|COORD:2379492..2375612|protein expressed protein	LOC_Os01g05070.1	"no descriptionmoderately similar to ( 308)AT3G49720| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G65810.1); similar to Os01g0144000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001042001.1); similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE78370.1); contains domain S-adenosyl-L-methionine-dependent methyltransferases (SSF53335) | chr3:18451177-18452640 REVERSEnot assigned not assigned"	not assigned.unknown	35_2

CUST_27715_PI403524517	2	0.061263084	-0.4979267	-0.061263084	0.12010527	0.36331606	-0.17305136	35_8014	"Cluster: Putative cell cycle dependent kinase C; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative cell cycle dependent kinase C - Oryza sativa (japonic"	UniRef90_Q5JK11	CHR5V7|COORD:20711004..20714209| protein kinase family protein	AT5G50860.1	CHR01V5|COORD:40918151..40911821|protein transposon protein, putative, unclassified, expressed	LOC_Os01g70130.1	no descriptionmoderately similar to ( 239)AT5G50860| Symbols:  | protein kinase family protein | chr5:20711004-20714209 REVERSEweakly similar to ( 101)CDC2B_ANTMACell division control protein 2 homolog B - Antirrhinum majus (Garden snapdragon)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc Pkinase S_TKc SPS1	protein.postranslational modification	29_4

CUST_18232_PI404877155	2	-0.42633438	-0.13301277	0.13573933	0.177217	0.13301277	-0.35269117	HVSMEf0015K14f2_at	0	0	0	0	0	0	NONE	hormone metabolism.gibberelin.synthesis-degradation.GA2 oxidase	17_6_1_13

CUST_46642_PI403524517	2	0.2103324	0.1498065	0.014429092	-0.06230688	-0.35250807	-0.014429569	35_13357	Rep: OSIGBa0130B08.10 protein - Oryza sativa (Rice)	UniRef90_Q01IU0	0	0	CHR04V5|COORD:24347362..24341892|protein TGF-beta receptor, type I/II extracellular region, putative, expressed	LOC_Os04g41450.1	no description	not assigned.unknown	35_2

CUST_80186_PI403524517	2	0.05054283	-0.17593193	-0.0026197433	0.09507179	-0.06855869	0.0026197433	35_22995	"Cluster: Os12g0406100 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os12g0406100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0INR6	CHR3V7|COORD:18507892..18509383| glycosyl hydrolase family protein 43	AT3G49880.1	CHR12V5|COORD:12265627..12261991|protein glycosyl hydrolase, family 43 protein, expressed	LOC_Os12g21789.2	no descriptionmoderately similar to ( 226)AT3G49880| Symbols:  | glycosyl hydrolase family protein 43 | chr3:18507892-18509383 FORWARD	not assigned.no ontology	35_1

CUST_155896_PI403524517	2	-0.054439545	0.7907586	-0.116965294	0.054439545	0.5637188	-0.5764594	35_43541	"Cluster: Unknow protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Unknow protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q60EC4	CHR1V7|COORD:7497468..7499375| F-box family protein	AT1G21410.1	CHR05V5|COORD:20763986..20767911|protein F-box/LRR-repeat protein 2, putative, expressed	LOC_Os05g35110.1	no descriptionweakly similar to ( 169)AT1G21410| Symbols: SKP2A | F-box family protein | chr1:7497468-7499375 FORWARDnot assigned not assigned	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_6050_PI399408534	2	0.058412552	-0.0356369	-0.022744179	0.006795883	-0.006795883	0.06782341	35_16390	Rep: FACT complex subunit SPT16 - Oryza sativa (Rice)	UniRef90_Q7X923	"CHR4V7|COORD:6602222..6605446| SPT16 (GLOBAL TRANSCRIPTION FACTOR C); metalloexopeptidase"	AT4G10710.1	CHR04V5|COORD:14782667..14788523|protein cell division control protein 68, putative, expressed	LOC_Os04g25550.1	"no descriptionvery weakly similar to (56.6)AT4G10710| Symbols: SPT16 | SPT16 (GLOBAL TRANSCRIPTION FACTOR C); metalloexopeptidase | chr4:6602222-6605446 REVERSEvery weakly similar to (59.3)SPT16_ORYSAnot assigned"	RNA.regulation of transcription.Global transcription factor group	27_3_52

CUST_1682_PI404877155	2	-0.04200554	-0.08059406	0.045941353	0.04200554	0.043930054	-0.1263876	Contig11916_at	putative glycerol-3-phosphate dehydrogenase [Oryza sativa (japonica cultivar-group)] dbj|BAB86423.1| glycerol-3-phosphate dehydrogenase-like	NP_915827.1	NAD-dependent glycerol-3-phosphate dehydrogenase family protein	At2g41540.1	protein NAD-dependent glycerol-3-phosphate dehydrogenase	Os01g58740	"NAD-dependent glycerol-3-phosphate dehydrogenase family protein, weak similarity to SP:P46919 Glycerol-3-phosphate dehydrogenase (NAD(P)+) (EC 1.1.1.94) {Bacillus subtilis}; contains Pfam profile PF01210: NAD-dependent glycerol-3-phosphate dehydrogenase o"	lipid metabolism.glyceral metabolism	11_5

CUST_167148_PI403524517	2	0.27980804	0.76857615	-0.42118979	-0.29597473	-0.05474758	0.05474758	35_46557	"Cluster: Os01g0647000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0647000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JKV5	"CHR5V7|COORD:6747552..6748643| similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD68019.1); similar to Os01g0647000 [Oryza sativa"	AT5G19970.1	CHR01V5|COORD:26401878..26403982|protein F-box domain containing protein, expressed	LOC_Os01g45900.1	"no descriptionvery weakly similar to (57.4)AT5G19970| Symbols:  | similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD68019.1); similar to Os01g0647000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001043709.1) | chr5:6747552-6748643 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07003 Atrophin-1 HPC2 DUF1421 PRK07764 Tymo_45kd_70kd PRK05648"	not assigned.unknown	35_2

CUST_31212_PI403524517	2	-0.016752243	0.42844582	-0.049262047	-0.050886154	0.016752243	0.13628197	35_9009	"Cluster: Putative phosphotyrosyl phosphatase activator; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative phosphotyrosyl phosphatase activator - Oryza s"	UniRef90_Q67X79	CHR4V7|COORD:5746323..5747991| phosphotyrosyl phosphatase activator (PTPA) family protein	AT4G08960.1	CHR06V5|COORD:6175330..6170586|protein serine/threonine-protein phosphatase 2A activator 2, putative, expressed	LOC_Os06g11640.1	no descriptionmoderately similar to ( 375)AT4G08960| Symbols:  | phosphotyrosyl phosphatase activator (PTPA) family protein | chr4:5746323-5747991 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PTPA PTPA LAG1 Herpes_BLLF1 PRK07003 Atrophin-1 PRK05648 DUF1421 PRK12323 PRK12678 PRK07764 GRASP55_65 Extensin_2 HPC2 Tymo_45kd_70kd PRK08853 Pneumo_att_G APC_basic DUF566 DAG1 Herpes_UL32 Herpes_TAF50 DUF605 PRK06132 KAR9 CTF_NFI AF-4	protein.postranslational modification	29_4

CUST_130686_PI403524517	2	0.09504032	0.19933033	0.15237808	-0.12561798	-0.09504032	-0.21883106	35_36699	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_95861_PI403524517	2	-0.0064430237	-0.13557243	0.0014352798	-0.0014343262	0.011849403	0.09946823	35_27390	"Cluster: Hypothetical protein B1150F11.14; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1150F11.14 - Oryza sativa (japonica"	UniRef90_Q5JLP8	CHR5V7|COORD:4318565..4319723| similar to Os01g0939400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001045348.1)	AT5G13470.1	CHR01V5|COORD:41565648..41563179|protein expressed protein	LOC_Os01g71262.1	no descriptionvery weakly similar to (64.7)AT5G13470| Symbols:  | similar to Os01g0939400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001045348.1) | chr5:4318565-4319723 FORWARD	not assigned.unknown	35_2

CUST_63174_PI403524517	2	0.05742359	0.08383274	-0.057422638	-0.23106766	-0.15327454	0.12778187	35_18026	Rep: OSIGBa0137L20.4 protein - Oryza sativa (Rice)	UniRef90_Q01L96	CHR2V7|COORD:11706858..11709441| OTU-like cysteine protease family protein	AT2G27350.3	CHR04V5|COORD:20270533..20275725|protein cysteine-type peptidase, putative, expressed	LOC_Os04g33780.3	no descriptionvery weakly similar to (77.8)AT2G27350| Symbols:  | OTU-like cysteine protease family protein | chr2:11707299-11709441 REVERSE	protein.degradation.cysteine protease	29_5_3

CUST_147385_PI403524517	2	0.041192055	0.26141357	-0.04119301	-0.056868553	0.051527023	-0.05642891	35_41246	Rep: Sucrose-phosphate synthase 7 - Triticum aestivum (Wheat)	UniRef90_Q6EZE3	"CHR5V7|COORD:3536427..3540902| ATSPS2F (sucrose phosphate synthase 2F); sucrose-phosphate synthase"	AT5G11110.1	CHR06V5|COORD:26249272..26241008|protein sucrose-phosphate synthase 1, putative, expressed	LOC_Os06g43630.1	" no descriptionvery weakly similar to (90.5)AT5G11110| Symbols: ATSPS2F, SPS1 | ATSPS2F (sucrose phosphate synthase 2F); sucrose-phosphate synthase | chr5:3536427-3540902 FORWARDvery weakly similar to (96.3)SPS_BETVUSucrose-phosphate synthase - Beta vulgaris (Sugar beet)SGNH_plant_lipase_like "	major CHO metabolism.synthesis.sucrose.SPS	2_1_1_1

CUST_132476_PI403524517	2	0.1376133	-0.06993151	0.02452898	-0.02452898	-0.049614906	0.026138783	35_37204	"Cluster: Dehydration-responsive protein, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Dehydration-responsive protein, putative, express"	UniRef90_Q109J5	CHR3V7|COORD:8333528..8335909| dehydration-responsive protein-related	AT3G23300.1	CHR10V5|COORD:17464943..17470440|protein ankyrin-like protein, putative, expressed	LOC_Os10g33720.3	no descriptionweakly similar to ( 120)AT3G23300| Symbols:  | dehydration-responsive protein-related | chr3:8333528-8335909 FORWARDDUF248	stress.abiotic.drought/salt	20_2_3

CUST_179795_PI403524517	2	-0.012316227	-0.3427744	0.1488986	0.3079157	0.012316704	-0.05600977	35_50002	0	0		0	CHR05V5|COORD:10999195..11001463|protein transposon protein, putative, CACTA, En/Spm sub-class	LOC_Os05g18990.1	no description	not assigned.unknown	35_2

CUST_5971_PI404877155	2	0.030024529	-1.1317835	-0.17940712	0.09226704	-0.0013399124	0.0013389587	Contig18187_at	OSJNBa0004N05.16 [Oryza sativa (japonica cultivar-group)] ref|XP_473152.1| OSJNBa0004N05.16 [Oryza sativa (japonica cultivar-group)]	CAE03392.2	BRCT domain-containing protein / zinc finger (C3HC4-type RING finger) family protein (BRCA1)	At4g21070.1	protein BRCA1 C Terminus (BRCT) domain, putative	Os04g43300	"ATBRCA1;zinc finger (C3HC4-type RING finger) family protein / BRCT domain-containing protein, contains Pfam domain, PF00533: BRCA1 C Terminus (BRCT) domain or  zinc finger (C3HC4-type RING finger) family protein / BRCT domain-containing protein, contains"	RNA.regulation of transcription.putative DNA-binding protein	27_3_67

CUST_7245_PI399408534	2	-0.08766079	0.3711872	0.08766079	-0.11109257	0.115324974	-0.23011684	35_39817	"Cluster: Putative inositol 1,3,4-trisphosphate 5/6-kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative inositol 1,3,4-trisphosphate 5/6-kinase - O"	UniRef90_Q75GI4	CHR4V7|COORD:5163704..5166997| inositol 1,3,4-trisphosphate 5/6-kinase family protein	AT4G08170.2	CHR03V5|COORD:29486532..29493834|protein inositol-tetrakisphosphate 1-kinase 3, putative, expressed	LOC_Os03g51610.1	 no descriptionmoderately similar to ( 231)AT4G08170| Symbols:  | inositol 1,3,4-trisphosphate 5/6-kinase family protein | chr4:5163704-5166091 REVERSEweakly similar to ( 141)ITPK1_MAIZEInositol-tetrakisphosphate 1-kinase 1 - Zea mays (Maize)Ins134_P3_kin 	signalling.phosphinositides.inositol-1,3,4-trisphosphate 5/6-kinase	30_4_5

CUST_94412_PI403524517	2	0.79263973	-0.043397427	-0.12077665	0.017368793	0.5500355	-0.017368793	35_26987	"Cluster: Iron transporter Fe2; n=2; Oryza sativa (japonica cultivar-group)|Rep: Iron transporter Fe2 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XJ42	"CHR3V7|COORD:4051957..4053163| ZIP1 (ZINC TRANSPORTER 1 PRECURSOR); zinc ion transporter"	AT3G12750.1	CHR07V5|COORD:7392790..7396019|protein ZIP zinc/iron transport family protein, expressed	LOC_Os07g12890.2	"no descriptionvery weakly similar to (98.6)AT3G12750| Symbols: ZIP1 | ZIP1 (ZINC TRANSPORTER 1 PRECURSOR); zinc ion transporter | chr3:4051957-4053163 REVERSEnot assigned Zip"	transport.metal	34_12

CUST_34476_PI399408534	2	0.063993454	-0.24795866	-0.27579403	0.35148907	0.07009983	-0.06399441	35_23763	"Cluster: Putative receptor-like protein kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative receptor-like protein kinase - Oryza sativa (japonica"	UniRef90_Q6ZAB7	"CHR1V7|COORD:27488174..27491682| PEPR1 (PEP1 RECEPTOR 1); ATP binding / kinase/ protein binding / protein serine/threonine kinase"	AT1G73080.1	CHR08V5|COORD:21629310..21623684|protein receptor-like protein kinase precursor, putative, expressed	LOC_Os08g34640.1	"no descriptionmoderately similar to ( 203)AT1G73080| Symbols: PEPR1 | PEPR1 (PEP1 RECEPTOR 1); ATP binding / kinase/ protein binding / protein serine/threonine kinase | chr1:27488174-27491682 FORWARDmoderately similar to ( 219)RPK1_IPONIReceptor-like protein kinase precursor - Ipomoea nil (Japanese morning glory) (Pharbitis nil)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc Pkinase S_TKc Pkinase_Tyr PTKc TyrKc SPS1 PTKc_Csk_like PTKc_Jak_rpt2 PTKc_Frk_like PTKc_Trk PTKc_EphR PTKc_Srm_Brk PTKc_Src_like PTKc_Src PTKc_Ack_like PTKc_Csk PTKc_Abl PTKc_EGFR_like PTKc_Hck PTKc_EphR_B PTKc_Itk PTKc_Fyn_Yrk PTKc_c-ros PTKc_Yes PTKc_EphR_A PTKc_Ror PTKc_Chk PTKc_Musk PTKc_EphR_A2 PTKc_Lck_Blk PTKc_InsR_like PTKc_Lyn PTKc_PDGFR PTKc_Tec_Rlk PTKc_Tec_like PTKc_DDR PTKc_Tyk2_rpt2 PTKc_FGFR PTKc_Fes_like PTKc_TrkB PTKc_DDR_like PTKc_TrkC PTKc_Axl_like PTKc_Jak2_Jak3_rpt2 PTKc_TrkA PTKc_EphR_A10 PTKc_RET PTKc_Btk_Bmx PTKc_Tyro3 PTKc_ALK_LTK PTKc_DDR2 PTKc_FGFR3 PTK_HER3 PTKc_Met_Ron PTKc_Syk_like PTKc_Jak1_rpt2 PTKc_DDR1 PTKc_Fer PTKc_HER4 PTKc_Axl PTKc_Tie1 PTKc_Tie2"	signalling.receptor kinases.leucine rich repeat XI	30_2_11

CUST_101408_PI403524517	2	0.19611406	0.1823287	-0.17141104	0.13580608	-0.17349148	-0.13580608	35_28940	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_176259_PI403524517	2	0.3299322	-0.230824	-0.09099293	0.7233467	0.09099245	-0.19642353	35_49052	0	0	CHR1V7|COORD:11399903..11405702| actin binding	AT1G31810.1	CHR09V5|COORD:15869030..15867297|protein ATP binding protein, putative, expressed	LOC_Os09g26260.1	no description	not assigned.unknown	35_2

CUST_48761_PI403524517	2	-0.016613007	-0.9230728	-0.120262146	0.02654457	0.016614914	0.083229065	35_13926	Rep: Histone H2A - Zea mays (Maize)	UniRef90_P40280	CHR5V7|COORD:575435..576454| histone H2A, putative	AT5G02560.1	CHR03V5|COORD:9478877..9477951|protein histone H2A, putative, expressed	LOC_Os03g17100.1	 no descriptionweakly similar to ( 142)AT5G59870| Symbols:  | histone H2A, putative | chr5:24132831-24133370 REVERSEweakly similar to ( 150)H2A3_WHEATHistone H2A.2.2 - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned H2A H2A HTA1 Histone PRK07003 DUF566 PRK12323 DUF1509 HPC2 Tymo_45kd_70kd IER 	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_154055_PI403524517	2	0.069459915	0.24113274	-0.008618355	-0.05027771	-0.045599937	0.008617401	35_43050	Rep: Protein disulfide isomerase - Zea mays (Maize)	UniRef90_Q5EUD8	"CHR3V7|COORD:20374491..20377799| ATPDIL1-3 (PDI-LIKE 1-3); thiol-disulfide exchange intermediate"	AT3G54960.1	CHR02V5|COORD:8377..3514|protein OsPDIL1-4 - Oryza sativa protein disulfide isomerase, expressed	LOC_Os02g01010.1	"no descriptionweakly similar to ( 112)AT3G54960| Symbols: ATPDIL1-3 | ATPDIL1-3 (PDI-LIKE 1-3); thiol-disulfide exchange intermediate | chr3:20374491-20377799 REVERSEvery weakly similar to (59.7)PDI_HORVUProtein disulfide-isomerase precursor - Hordeum vulgare (Barley)not assigned PDI_a_PDI_a'_C"	redox.thioredoxin	21_1

CUST_89592_PI403524517	2	0.40323877	0.10765743	-0.19488049	-0.1488285	-0.10765791	0.14057255	35_25632	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XEH4	CHR3V7|COORD:8052453..8057895| kinase interacting family protein	AT3G22790.1	CHR10V5|COORD:14582384..14574800|protein expressed protein	LOC_Os10g28610.1	no descriptionvery weakly similar to (52.4)AT3G22790| Symbols:  | kinase interacting family protein | chr3:8052453-8057895 REVERSE	protein.postranslational modification	29_4

CUST_75014_PI403524517	2	0.034166336	-0.034166336	0.04709339	-0.0827055	-0.05236721	0.19200897	35_21504	"Cluster: Os05g0153000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0153000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DKN3	CHR5V7|COORD:23229916..23234775| villin, putative	AT5G57320.1	CHR05V5|COORD:3028794..3035044|protein villin-1, putative, expressed	LOC_Os05g06110.1	" no descriptionweakly similar to ( 104)AT2G29890| Symbols: ATVLN1, VLN1 | VLN1 (VILLIN 1); actin binding | chr2:12751674-12756551 FORWARDnot assigned GEL "	cell.organisation	31_1

CUST_53845_PI403524517	2	0.24329472	-0.4168172	0.009317398	0.14360905	-0.009317398	-0.04481411	35_15321	"Cluster: F6I1.12 protein; n=2; Arabidopsis thaliana|Rep: F6I1.12 protein - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9FZ47	CHR1V7|COORD:5773789..5776118| uridylyltransferase-related	AT1G16880.1	CHR08V5|COORD:8666544..8662557|protein expressed protein	LOC_Os08g14440.2	no descriptionmoderately similar to ( 332)AT1G16880| Symbols:  | uridylyltransferase-related | chr1:5773789-5775265 FORWARDPRK05092	not assigned.no ontology	35_1

CUST_24527_PI399408534	2	-0.20649529	0.6451931	-0.10733414	0.10733414	-0.3026142	0.12355423	35_6193	"Cluster: Os05g0305900 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0305900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DJA8	CHR1V7|COORD:29962526..29967067| leucine-rich repeat transmembrane protein kinase, putative	AT1G79620.1	CHR05V5|COORD:13756032..13762055|protein receptor protein kinase-like, putative, expressed	LOC_Os05g24010.3	 no descriptionmoderately similar to ( 431)AT1G79620| Symbols:  | leucine-rich repeat transmembrane protein kinase, putative | chr1:29962526-29967067 REVERSEmoderately similar to ( 237)NORK_PEANodulation receptor kinase precursor - Pisum sativum (Garden pea)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc TyrKc Pkinase_Tyr S_TKc PTKc Pkinase PTKc_Jak_rpt2 PTKc_Itk PTKc_Csk_like PTKc_Src_like PTKc_Srm_Brk PTKc_Ror PTKc_Frk_like SPS1 PTKc_Tec_like PTKc_Trk PTKc_EphR PTKc_Btk_Bmx PTKc_Met_Ron PTKc_Ror1 PTKc_Lck_Blk PTKc_Tec_Rlk PTKc_TrkC PTKc_Musk PTKc_TrkB PTKc_Jak2_Jak3_rpt2 PTKc_TrkA PTKc_Fes_like PTKc_Fyn_Yrk PTKc_Src PTKc_c-ros PTKc_Abl PTKc_Chk PTKc_EphR_A2 PTKc_ALK_LTK PTKc_Tie2 PTKc_Csk PTKc_Syk_like PTKc_EGFR_like PTKc_Lyn PTKc_Ack_like PTKc_Jak1_rpt2 PTKc_Tie1 PTKc_Yes PTKc_Tyk2_rpt2 PTKc_FGFR PTK_CCK4 PTKc_EphR_A PTKc_Fer PTKc_InsR_like PTKc_Tie PTKc_EphR_B PTKc_Fes PTKc_Axl_like PTKc_Hck PTKc_Ror2 PTKc_RET PTKc_FGFR2 PTKc_FGFR3 PTK_Ryk PTKc_FAK PTKc_FGFR4 PTKc_FGFR1 PTK_HER3 PTKc_Axl PTKc_DDR PTKc_HER4 PTKc_EGFR PTKc_Zap-70 PTKc_Aatyk PTKc_HER2 PTKc_Syk PTKc_Tyro3 PTKc_DDR_like PTKc_DDR1 PTKc_Aatyk1_Aatyk3 PTKc_PDGFR PTKc_IGF-1R PTKc_InsR PTKc_EphR_A10 PTKc_DDR2 PTKc_CSF-1R PTKc_VEGFR3 PTKc_Aatyk2 PTKc_VEGFR PTKc_VEGFR2 PTK_Tyk2_rpt1 PTKc_Kit PTK_Jak_rpt1 	signalling.receptor kinases.misc	30_2_99

CUST_77516_PI403524517	2	-0.10735607	-0.016190529	0.18257713	0.0010328293	0.50532913	-0.0010328293	35_22214	"Cluster: Serine/threonine-protein kinase NAK, putative, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Serine/threonine-protein kinase NAK, putativ"	UniRef90_Q2RB87	CHR5V7|COORD:6308..8269| protein kinase family protein	AT5G01020.1	CHR11V5|COORD:951357..946549|protein serine/threonine-protein kinase NAK, putative, expressed	LOC_Os11g02830.1	no descriptionhighly similar to ( 601)AT5G01020| Symbols:  | protein kinase family protein | chr5:6308-8269 REVERSEmoderately similar to ( 229)NORK_PEANodulation receptor kinase precursor - Pisum sativum (Garden pea)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pkinase_Tyr TyrKc PTKc S_TKc Pkinase S_TKc PTKc_Jak_rpt2 PTKc_InsR_like PTKc_Srm_Brk PTKc_EphR PTKc_Csk_like PTKc_EGFR_like PTKc_Ack_like PTKc_Src_like PTKc_Fes_like PTKc_DDR SPS1 PTKc_c-ros PTKc_Ror PTKc_Trk PTKc_Frk_like PTKc_Itk PTKc_Syk_like PTKc_Tyk2_rpt2 PTKc_Tec_like PTKc_DDR1 PTKc_Lck_Blk PTKc_Axl_like PTKc_DDR2 PTKc_RET PTKc_EphR_B PTK_CCK4 PTKc_Met_Ron PTKc_ALK_LTK PTKc_EphR_A2 PTKc_DDR_like PTKc_Chk PTKc_Abl PTKc_FAK PTK_HER3 PTKc_Musk PTKc_EphR_A PTKc_Tec_Rlk PTKc_Csk PTKc_Lyn PTKc_Fer PTKc_Src PTKc_InsR PTKc_Zap-70 PTKc_Yes PTKc_Jak2_Jak3_rpt2 PTKc_TrkA PTKc_TrkB PTKc_TrkC PTKc_IGF-1R PTKc_Btk_Bmx PTKc_Fyn_Yrk PTKc_PDGFR PTKc_Jak1_rpt2 PTKc_EphR_A10 PTKc_Hck PTKc_FGFR PTKc_HER4 PTKc_Fes PTKc_Syk PTKc_Ror1 PTKc_Tie2 PTKc_Tie1 PTKc_EGFR PTKc_Aatyk PTKc_Axl PTKc_Tie PTKc_HER2 PTKc_Tyro3 PTKc_Aatyk1_Aatyk3 PTKc_FGFR4 PTKc_FGFR3 PTKc_FGFR1 PTKc_Ror2 PTK_Ryk PTK_Jak_rpt1 PTKc_FGFR2 PTKc_Aatyk2 PTK_Jak2_Jak3_rpt1 PTKc_VEGFR3 PTKc_CSF-1R PTKc_VEGFR PTK_Jak1_rpt1 PTK_Tyk2_rpt1 PTKc_VEGFR2	protein.postranslational modification.kinase.receptor like cytoplasmatic kinase VII	29_4_1_57

CUST_51502_PI403524517	2	-0.16301012	0.85976124	0.3294983	-0.3505683	0.1405654	-0.14056587	35_14678	Rep: Ribosomal protein S20 - Chlamys farreri	UniRef90_Q8MUE5	CHR5V7|COORD:25038614..25039461| 40S ribosomal protein S20 (RPS20C)	AT5G62300.1	CHR06V5|COORD:1821079..1819085|protein 40S ribosomal protein S20, putative, expressed	LOC_Os06g04290.1	no descriptionvery weakly similar to (63.9)AT5G62300| Symbols:  | 40S ribosomal protein S20 (RPS20C) | chr5:25038614-25039461 REVERSEvery weakly similar to (67.0)RS20_ORYSAnot assigned Ribosomal_S10	protein.synthesis.misc ribososomal protein	29_2_2

CUST_178715_PI403524517	2	-0.10363102	0.052527428	0.108701706	-0.23548603	0.07632542	-0.05252838	35_49706	"Cluster: Tubulin beta-1 chain; n=11; Magnoliophyta|Rep: Tubulin beta-1 chain - Triticum aestivum (Wheat)"	UniRef90_Q9ZRB2	"CHR5V7|COORD:25198786..25200727| TUB2 (Tubulin beta-2); structural molecule"	AT5G62690.1	CHR02V5|COORD:3619835..3622859|protein tubulin beta-5 chain, putative, expressed	LOC_Os02g07060.1	"no descriptionvery weakly similar to (76.3)AT5G62700| Symbols: TUB3 | TUB3 (Tubulin beta-3); structural molecule | chr5:25201727-25203652 FORWARDvery weakly similar to (76.3)TBB2_ORYSAnot assigned beta_tubulin COG5023 Tubulin_C"	cell.organisation	31_1

CUST_8226_PI404877155	2	-0.063729286	-0.04204464	0.0	0.16031551	0.073682785	0.0	Contig24228_at	putative plastidic glucose 6-phosphate dehydrogenase [Oryza sativa (japonica cultivar-group)]	BAC84352.1	glucose-6-phosphate 1-dehydrogenase, putative / G6PD, putative	At5g13110.1	protein glucose-6-phosphate 1-dehydrogenase	Os07g22350	"G6PD3;GLUCOSE-6-PHOSPHATE DEHYDROGENASE 3;Encodes a plastidic glucose-6-phosphate dehydrogenase that is sensitive to reduction by DTT and whose mRNA is most highly expressed in root."	OPP.oxidative PP.G6PD	7_1_01

CUST_47107_PI403524517	2	0.0053863525	-0.17715454	0.009904861	-0.0053863525	0.2022667	-0.08097172	35_13488	"Cluster: Methyltransferase, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Methyltransferase, putative, expressed - Oryza sativa (japonic"	UniRef90_Q2R1K9	CHR1V7|COORD:9301133..9303419| dehydration-responsive family protein	AT1G26850.2	CHR11V5|COORD:22627166..22632829|protein methyltransferase, putative, expressed	LOC_Os11g38860.1	no descriptionmoderately similar to ( 272)AT1G26850| Symbols:  | dehydration-responsive family protein | chr1:9301133-9303419 REVERSEDUF248	stress.abiotic.drought/salt	20_2_3

CUST_7950_PI403524517	2	-0.013672829	0.087599754	-0.0058555603	0.0058555603	-0.0600605	0.11538792	35_2214	"Cluster: Putative membrane protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative membrane protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ZFV7	CHR5V7|COORD:2274438..2275936| rhomboid family protein	AT5G07250.1	CHR08V5|COORD:27246192..27243172|protein membrane protein, putative, expressed	LOC_Os08g43320.1	no descriptionmoderately similar to ( 291)AT5G07250| Symbols:  | rhomboid family protein | chr5:2274438-2275936 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned Rhomboid COG0705 PRK10907 PRK12323 TT_ORF1	not assigned.no ontology	35_1

CUST_34557_PI399408534	2	0.3033991	-0.16470146	0.16470146	-1.2182751	-1.1433868	0.49739456	35_25932	Rep: MADS-box transcription factor TaAGL27 - Triticum aestivum (Wheat)	UniRef90_Q1G181	0	0	CHR03V5|COORD:31005427..30998772|protein MADS-box transcription factor 34, putative, expressed	LOC_Os03g54170.1	no descriptionvery weakly similar to (71.2)MAD34_ORYSA	RNA.regulation of transcription.MADS box transcription factor family	27_3_24

CUST_48129_PI403524517	2	-0.020526886	0.17801857	0.02052784	0.13012028	-0.020526886	-0.047132492	35_13762	"Cluster: Putative LytB protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative LytB protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6AVG6	"CHR4V7|COORD:16428685..16431042| CLB6 (CHLOROPLAST BIOGENESIS 6); 4-hydroxy-3-methylbut-2-en-1-yl diphosphate reductase"	AT4G34350.1	CHR03V5|COORD:29904464..29900721|protein 4-hydroxy-3-methylbut-2-enyl diphosphate reductase, putative, expressed	LOC_Os03g52170.1	" no descriptionhighly similar to ( 696)AT4G34350| Symbols: ISPH, CLB6 | CLB6 (CHLOROPLAST BIOGENESIS 6); 4-hydroxy-3-methylbut-2-en-1-yl diphosphate reductase | chr4:16428685-16431042 REVERSEnot assigned not assigned ispH lytB LYTB PRK00087 PRK12360 "	secondary metabolism.isoprenoids.non-mevalonate pathway.HDR	16_1_1_7

CUST_76465_PI403524517	2	0.10311508	-0.68271065	-0.09951973	-0.025425911	0.025425911	0.14486599	35_21922	"Cluster: Phage head-tail adaptor family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Phage head-tail adaptor family protein, expressed -"	UniRef90_Q10RP1	CHR3V7|COORD:7586106..7590862| transducin family protein / WD-40 repeat family protein	AT3G21540.1	CHR03V5|COORD:2824822..2830793|protein WD-repeat protein 3, putative, expressed	LOC_Os03g05720.1	no descriptionvery weakly similar to (93.6)AT3G21540| Symbols:  | transducin family protein / WD-40 repeat family protein | chr3:7586106-7590862 REVERSEnot assigned Utp12	development.unspecified	33_99

CUST_18669_PI404877155	2	-0.18181992	0.21092892	0.17797852	-0.024947166	0.024946213	-0.27049065	HVSMEm0002N22r2_at	0	0	0	0	0	0	NONE	transport.amino acids	34_3

CUST_3700_PI404877155	2	-0.094364166	0.051545143	-0.11316681	0.07132816	0.037055016	-0.037055016	Contig14271_at	expressed protein [Arabidopsis thaliana] gb|AAK51446.1| CIL [Arabidopsis thaliana]	NP_567737.1	expressed protein	At4g25990.1	protein CCT motif, putative	Os06g48610	gi|30696840|ref|NP_568852.2| CIA2 (CIA2)	RNA.regulation of transcription.Orphan family	27_3_34

CUST_25783_PI403524517	2	0.20336628	0.6205301	-0.045672894	0.045672894	-0.608757	-0.16695309	35_7475	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53LJ8	CHR4V7|COORD:10275928..10278502| leucine-rich repeat family protein / extensin family protein	AT4G18670.1	CHR11V5|COORD:5323128..5320124|protein expressed protein	LOC_Os11g09940.1	no description	not assigned.unknown	35_2

CUST_180872_PI403524517	2	0.049966335	-0.049966335	0.12627554	-0.1766491	0.066654205	-0.12937212	35_50301	"Cluster: Hypothetical protein B1047G05.12; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1047G05.12 - Oryza sativa (japonica cultivar-g"	UniRef90_Q67U32		0	CHR06V5|COORD:27067988..27073409|protein expressed protein	LOC_Os06g44810.1	no description	not assigned.unknown	35_2

CUST_142788_PI403524517	2	-0.0071725845	0.5253105	0.72330666	0.007173538	-0.008800507	-0.19033909	35_40015	Rep: Thiosulfate transferase - Triticum aestivum (Wheat)	UniRef90_Q94C43	"CHR1V7|COORD:29805717..29808572| ST1 (MERCAPTOPYRUVATE SULFURTRANSFERASE 1); thiosulfate sulfurtransferase"	AT1G79230.1	CHR02V5|COORD:3610965..3614075|protein thiosulfate transferase, putative, expressed	LOC_Os02g07044.1	 no descriptionmoderately similar to ( 280)AT1G79230| Symbols: ATMST1, MST1, ATRDH1, ST1 | ST1 (MERCAPTOPYRUVATE SULFURTRANSFERASE 1) | chr1:29806251-29808572 FORWARDnot assigned SseA sseA TST_Repeat_1 TST_Repeats RHOD Rhodanese TST_Repeat_2 	amino acid metabolism.degradation.serine-glycine-cysteine group.cysteine	13_2_5_3

CUST_39745_PI403524517	2	0.06299114	-0.28549957	0.011381149	0.0965662	-0.011380196	-0.02059555	35_11431	"Cluster: Leucine zipper protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Leucine zipper protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q941X1	"CHR5V7|COORD:4172972..4174933| ATEXO70C1 (exocyst subunit EXO70 family protein C1); protein binding"	AT5G13150.1	CHR01V5|COORD:35736139..35738583|protein protein binding protein, putative, expressed	LOC_Os01g61180.1	"no descriptionvery weakly similar to (83.6)AT5G13150| Symbols: ATEXO70C1 | ATEXO70C1 (exocyst subunit EXO70 family protein C1); protein binding | chr5:4172972-4174933 REVERSEnot assigned Exo70"	cell. vesicle transport	31_4

CUST_157957_PI403524517	2	0.15952396	0.41122818	-0.0034537315	-0.0255332	-0.034659863	0.0034537315	35_44098	Rep: Hypothetical protein - Brachypodium sylvaticum (False brome)	UniRef90_Q2L3D4	"CHR5V7|COORD:8301540..8310749| similar to hypothetical protein [Brachypodium sylvaticum] (GB:CAJ26383.1); similar to Os12g0233600 [Oryza sativa (japonica"	AT5G24350.1	CHR12V5|COORD:7313271..7324932|protein expressed protein	LOC_Os12g13150.1	"no descriptionweakly similar to ( 105)AT5G24350| Symbols:  | similar to hypothetical protein [Brachypodium sylvaticum] (GB:CAJ26383.1); similar to Os12g0233600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001066451.1); contains InterPro domain WD40-like; (InterPro:IPR011046) | chr5:8301540-8310749 FORWARDnot assigned"	not assigned.no ontology	35_1

CUST_37039_PI403524517	2	0.3242011	0.0030927658	0.11976576	-0.0521698	-0.27453423	-0.0030927658	35_10670	"Cluster: Arabidopsis Monopteros-like protein; n=4; Oryza sativa|Rep: Arabidopsis Monopteros-like protein - Oryza sativa (Rice)"	UniRef90_Q8S983	0	0	CHR04V5|COORD:33675333..33668944|protein auxin response factor family protein, expressed	LOC_Os04g56850.2	no description	not assigned.unknown	35_2

CUST_32053_PI403524517	2	0.13755894	-0.3459854	-0.43527508	0.2671671	-0.13755894	0.15774155	35_9244	"Cluster: Os05g0147700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0147700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DKR5	CHR4V7|COORD:11840328..11841455| protease inhibitor/seed storage/lipid transfer protein (LTP) family protein	AT4G22470.1	CHR05V5|COORD:2716740..2714941|protein F-box domain containing protein, expressed	LOC_Os05g05500.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF1421 PRK07764 PRK07003 PRK12323 Tymo_45kd_70kd PRK12678 HPC2 Extensin_2 Drf_FH1	not assigned.unknown	35_2

CUST_26009_PI403524517	2	0.15286732	-0.9679589	-0.13534546	0.07082081	0.010128975	-0.010129929	35_7536	Rep: Purple acid phosphatase - Nicotiana tabacum (Common tobacco)	UniRef90_Q84KZ2	"CHR2V7|COORD:7127584..7129854| PAP10; acid phosphatase/ protein serine/threonine phosphatase"	AT2G16430.2	CHR01V5|COORD:33179458..33175084|protein purple acid phosphatase precursor, putative, expressed	LOC_Os01g56880.2	"no descriptionmoderately similar to ( 457)AT2G16430| Symbols: PAP10 | PAP10; acid phosphatase/ protein serine/threonine phosphatase | chr2:7127584-7129854 REVERSEmoderately similar to ( 453)PPAF_SOYBNPurple acid phosphatase precursor - Glycine max (Soybean)not assigned Metallophos"	misc.acid and other phosphatases	26_13

CUST_74147_PI403524517	2	0.23590279	0.017101288	0.13580275	-0.017101765	-0.40240908	-0.029093742	35_21263	"Cluster: Os09g0503400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os09g0503400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J0N6	CHR1V7|COORD:3113079..3116457| ATP binding / aminoacyl-tRNA ligase	AT1G09620.1	CHR09V5|COORD:19472047..19476757|protein leucyl-tRNA synthetase, cytoplasmic, putative, expressed	LOC_Os09g32650.1	no descriptionweakly similar to ( 132)AT1G09620| Symbols:  | ATP binding / aminoacyl-tRNA ligase | chr1:3113079-3116457 REVERSEnot assigned LeuS LeuRS_core Ile_Leu_Val_MetRS_core ValS leuS leuS tRNA-synt_1 ValRS_core class_I_aaRS_core	protein.aa activation. leucine-tRNA ligase	29_1_4

CUST_111951_PI403524517	2	0.5702181	0.09855509	0.30775928	-0.1831646	-0.3013959	-0.09855461	35_31782	"Cluster: Hypothetical protein OSJNBb0061I18.14; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0061I18.14 - Oryza sativa (japonica"	UniRef90_Q94HC1	"CHR1V7|COORD:27232646..27236242| APUM23 (ARABIDOPSIS PUMILIO 23); RNA binding"	AT1G72320.1	CHR10V5|COORD:12615364..12609247|protein RNA binding protein, putative, expressed	LOC_Os10g25110.1	"no descriptionweakly similar to ( 108)AT1G72320| Symbols: APUM23 | APUM23 (ARABIDOPSIS PUMILIO 23); RNA binding | chr1:27232646-27236176 REVERSEnot assigned"	not assigned.no ontology.pumilio/Puf RNA-binding domain-containing protein	35_1_12

CUST_114485_PI403524517	2	-0.069244385	0.0030269623	-0.0030269623	0.055264473	0.013915062	-0.09591484	35_32491	0	0	CHR3V7|COORD:3457306..3459306| steroid hormone receptor/ transcription factor	AT3G11030.1	CHR07V5|COORD:24271675..24264784|protein formin-2, putative, expressed	LOC_Os07g40510.1	no description	not assigned.unknown	35_2

CUST_11543_PI399408534	2	0.0010318756	-0.20482445	-0.27737045	0.1078186	0.06408596	-0.0010318756	35_18382	"Cluster: B0403H10-OSIGBa0105A11.9 protein; n=3; Oryza sativa|Rep: B0403H10-OSIGBa0105A11.9 protein - Oryza sativa (Rice)"	UniRef90_Q01HT9	CHR3V7|COORD:4608533..4610167| AtGRF5 (GROWTH-REGULATING FACTOR 5)	AT3G13960.1	CHR04V5|COORD:30102567..30098612|protein growth-regulating factor, putative, expressed	LOC_Os04g51190.2	no descriptionweakly similar to ( 157)AT3G13960| Symbols: AtGRF5 | AtGRF5 (GROWTH-REGULATING FACTOR 5) | chr3:4608533-4610167 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned WRC QLQ Tymo_45kd_70kd PRK07003 AF-4 Herpes_BLLF1 PRK12323 APC_basic Atrophin-1 Coprinus_mating PRK07764	RNA.regulation of transcription.General Transcription	27_3_50

CUST_84497_PI403524517	2	0.09438515	-0.0053367615	0.0053367615	-0.09519005	-0.005493164	0.040792465	35_24212	"Cluster: Putative ubiquitin-specific protease; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ubiquitin-specific protease - Oryza sativa (japonica"	UniRef90_Q6ZJC2	CHR5V7|COORD:26175089..26178322| ubiquitin carboxyl-terminal hydrolase family protein / zinc finger (MYND type) family protein	AT5G65450.1	CHR08V5|COORD:23468289..23460849|protein ubiquitin-specific protease 16, putative, expressed	LOC_Os08g37350.1	no descriptionvery weakly similar to (55.1)AT5G65450| Symbols:  | ubiquitin carboxyl-terminal hydrolase family protein / zinc finger (MYND type) family protein | chr5:26175089-26178322 FORWARDnot assigned Peptidase_C19E	protein.degradation.ubiquitin	29_5_11

CUST_47199_PI403524517	2	0.21575832	0.044508934	0.07397938	-0.044508457	-0.4832735	-0.18975258	35_13514	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_19124_PI404877155	2	-0.01231432	-0.6915927	-0.21047735	0.27699137	0.01231432	0.04521084	HZ54L05r_at	0	0	glycine-rich protein (GRP3S)	At2g05380.1	protein Glycine rich protein family	Os02g37490	no hit	RNA.regulation of transcription	27_3

CUST_45134_PI403524517	2	0.043699265	-0.27522087	-0.039590836	0.031924248	0.0179348	-0.0179348	35_12941	"Cluster: Os01g0164400 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0164400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JQG3	"CHR3V7|COORD:5050328..5052128| Identical to Unknown mitochondrial protein At3g15000 [Arabidopsis Thaliana] (GB:Q9LKA5); similar to unknown protein [Arabidopsis"	AT3G15000.1	CHR01V5|COORD:3319576..3325058|protein loricrin, putative, expressed	LOC_Os01g07070.4	no descriptionnot assigned not assigned not assigned not assigned Drf_FH1 Herpes_LMP2	not assigned.unknown	35_2

CUST_34793_PI403524517	2	0.43225288	0.4672351	0.19203424	-0.32022333	-0.36014605	-0.19203424	35_10031	"Cluster: Phytocyanin protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Phytocyanin protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6H7T2	CHR3V7|COORD:7186760..7187459| plastocyanin-like domain-containing protein	AT3G20570.1	CHR02V5|COORD:3353562..3354820|protein early nodulin 20 precursor, putative, expressed	LOC_Os02g06670.1	no descriptionvery weakly similar to (68.6)AT4G31840| Symbols:  | plastocyanin-like domain-containing protein | chr4:15401804-15402432 FORWARDvery weakly similar to (53.9)NO16_MEDTREarly nodulin 16 precursor - Medicago truncatula (Barrel medic)Cu_bind_like	misc.plastocyanin-like	26_19

CUST_13170_PI404877155	2	-0.04058075	0.033269882	0.012809753	-0.0128088	0.100868225	-0.043384552	Contig6879_at	0	BAD08085.1	ornithine carbamoyltransferase, chloroplast / ornithine transcarbamylase / OTCase (OTC)	At1g75330.1	protein ornithine carbamoyltransferase	Os02g47590	"ORNITHINE CARBAMOYLTRANSFERASE;ornithine carbamoyltransferase, chloroplast / ornithine transcarbamylase / OTCase (OTC), identical to SP:O50039 Ornithine carbamoyltransferase, chloroplast precursor (EC 2.1.3.3) (OTCase) (Ornithine transcarbamylase) {Arabid"	amino acid metabolism.synthesis.glutamate family.arginine	13_1_2_3

CUST_24370_PI399408534	2	-0.41596794	0.14777708	0.5045128	-0.1477766	0.24428272	-0.31208897	35_38789	"Cluster: Putative NAM (No apical meristem) protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative NAM (No apical meristem) protein - Oryza sativa (j"	UniRef90_Q8H7M4	CHR5V7|COORD:6041243..6042745| ANAC087	AT5G18270.2	CHR03V5|COORD:11918306..11916270|protein GRAB2 protein, putative, expressed	LOC_Os03g21030.1	no descriptionweakly similar to ( 153)AT5G18270| Symbols: ANAC087 | ANAC087 | chr5:6041243-6042745 REVERSEweakly similar to ( 133)NAC77_ORYSANAM	RNA.regulation of transcription.NAC domain transcription factor family	27_3_27

CUST_85226_PI403524517	2	0.07124519	0.50840664	-0.014121056	-0.29745293	0.014121056	-0.050251007	35_24417	"Cluster: OSIGBa0101P20.13 protein; n=2; Oryza sativa|Rep: OSIGBa0101P20.13 protein - Oryza sativa (Rice)"	UniRef90_Q01I82	"CHR1V7|COORD:1448912..1450851| ATGTF2H2/GTF2H2 (GENERAL TRANSCRIPTION FACTOR IIH 2); general RNA polymerase II transcription factor"	AT1G05055.1	CHR04V5|COORD:25219844..25216191|protein suppressor of stem-loop protein 1, putative, expressed	LOC_Os04g42990.1	" no descriptionmoderately similar to ( 388)AT1G05055| Symbols: ATGTF2H2, GTF2H2 | ATGTF2H2/GTF2H2 (GENERAL TRANSCRIPTION FACTOR IIH 2); general RNA polymerase II transcription factor | chr1:1448912-1450851 REVERSEnot assigned Ssl1 vWA_transcription_factor_IIH_type SSL1 VWA vWFA "	RNA.transcription	27_2

CUST_148663_PI403524517	2	0.40445614	-0.017730236	-0.0454216	0.01772976	-0.020879269	0.15926838	35_41592	"Cluster: UDP-3-0-acyl N-acetylglucosamine deacetylase family protein, expressed; n=4; Oryza sativa (japonica cultivar-group)|Rep: UDP-3-0-acyl N-acetylglucosami"	UniRef90_Q10PS1	CHR1V7|COORD:8766379..8771029| UDP-3-0-acyl N-acetylglucosamine deacetylase family protein / F-box protein-related	AT1G24793.1	CHR03V5|COORD:6473023..6478089|protein UDP-3-O- N-acetylglucosamine deacetylase, putative, expressed	LOC_Os03g12320.3	no descriptionvery weakly similar to (74.7)AT1G24880| Symbols:  | UDP-3-0-acyl N-acetylglucosamine deacetylase family protein / F-box protein-related | chr1:8780759-8785408 FORWARDnot assigned not assigned LpxC LpxC PRK07764 PRK12323	not assigned.no ontology	35_1

CUST_97992_PI403524517	2	0.13825893	-0.113072395	0.113072395	-0.2732792	-0.5849533	0.2623024	35_27979	Rep: 60S ribosomal protein L40 - Aspergillus terreus NIH2624	UniRef90_Q0CR75	CHR3|COORD:19516614..19517910| ubiquitin extension protein 1 (UBQ1) / 60S ribosomal protein L40 (RPL40B), identical to GI:166929, GI:166930	AT3G52590.1	CHR09V5|COORD:22692186..22694404|protein ubiquitin fusion protein, putative, expressed	LOC_Os09g39500.1	" no descriptionmoderately similar to ( 215)AT3G52590| Symbols: EMB2167, ERD16, UBQ1 | UBQ1 (EARLY-RESPONSIVE TO DEHYDRATION 16, UBIQUITIN EXTENSION PROTEIN 1); protein binding | chr3:19516646-19517659 FORWARDweakly similar to ( 139)UBIQ_WHEATUbiquitin - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Ubiquitin ubiquitin UBQ Nedd8 UBL Ribosomal_L40e AN1_N RAD23_N Scythe_N UBQ Fubi parkin_N ISG15_repeat2 NIRF_N RPL40A GDX_N SF3a120_C DC_UbP_C "	protein.degradation.ubiquitin.ubiquitin	29_5_11_1

CUST_1974_PI399408534	2	0.030076027	0.04651451	-0.03007698	0.21625233	-0.16755676	-0.5033922	35_9601	Rep: DRL1 protein - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q8H2D4	CHR1V7|COORD:4747434..4748342| DRL1 (DEFORMED ROOTS AND LEAVES 1)	AT1G13870.1	0	0	no descriptionweakly similar to ( 181)AT1G13870| Symbols: DRL1 | DRL1 (DEFORMED ROOTS AND LEAVES 1) | chr1:4747434-4748342 REVERSEnot assigned KTI12 COG4088	RNA.regulation of transcription	27_3

CUST_86780_PI403524517	2	0.013130188	0.5110922	-0.013131142	-0.20108986	-0.31463337	0.027226448	35_24853	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_87817_PI403524517	2	-0.06840229	0.38854122	-0.0051612854	-0.14051628	0.005162239	0.1472702	35_25144	"Cluster: Hypothetical protein OSJNBa0018H09.1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0018H09.1 - Oryza sativa (japonica cu"	UniRef90_Q6ATE2	"CHR4V7|COORD:7607397..7609653| similar to hypothetical protein S250_18C08.34 [Sorghum bicolor] (GB:AAS82599.1); similar to Os05g0274300 [Oryza sativa (japonica"	AT4G13030.2	CHR05V5|COORD:11179693..11185627|protein ATP binding protein, putative, expressed	LOC_Os05g19280.1	"no descriptionvery weakly similar to (87.0)AT4G13030| Symbols:  | similar to hypothetical protein S250_18C08.34 [Sorghum bicolor] (GB:AAS82599.1); similar to Os05g0274300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001055071.1); contains domain ATP_GTP_A2 (PS50101); contains domain no description (G3D.3.40.50.300); contains domain P-loop containing nucleoside triphosphate hydrolases (SSF52540) | chr4:7607397-7609653 FORWARD"	not assigned.unknown	35_2

CUST_28905_PI403524517	2	-0.0026693344	0.15926456	0.0026693344	-0.08071327	-0.04848671	0.010648727	35_8354	"Cluster: Hypothetical protein OJ1717_A09.2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1717_A09.2 - Oryza sativa (japonica"	UniRef90_Q6ZHD5	"CHR1V7|COORD:19906229..19907206| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G09580.1); similar to conserved hypothetical protein [Medicago"	AT1G53345.1	CHR02V5|COORD:27989249..27992781|protein expressed protein	LOC_Os02g45950.1	"no descriptionvery weakly similar to (85.9)AT1G53345| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G09580.1); similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE92892.1); similar to Os02g0684600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001047763.1); contains domain DHH phosphoesterases (SSF64182) | chr1:19906229-19907206 FORWARD"	not assigned.unknown	35_2

CUST_73027_PI403524517	2	-0.017938614	0.0148534775	-0.014854431	0.021752357	0.07605362	-0.01988411	35_20937	"Cluster: OSJNBb0086G13.6 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBb0086G13.6 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7X6Q6	CHR1V7|COORD:27127279..27130429| radical SAM domain-containing protein / TRAM domain-containing protein	AT1G72090.1	CHR04V5|COORD:21407947..21404258|protein expressed protein	LOC_Os04g35480.1	no descriptionmoderately similar to ( 214)AT1G72090| Symbols:  | radical SAM domain-containing protein / TRAM domain-containing protein | chr1:27127279-27130429 FORWARDnot assigned MiaB Elp3	not assigned.no ontology	35_1

CUST_93843_PI403524517	2	-0.013510227	1.0440359	-0.15538073	0.4178872	-0.20735598	0.013510704	35_26832	"Cluster: Hypothetical protein OSJNBa0016N23.136; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0016N23.136 - Oryza sativa (japonic"	UniRef90_Q7EXZ8	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	CHR09V5|COORD:18960195..18959794|protein hypothetical protein	LOC_Os09g31462.1	no descriptionnot assigned not assigned PRK12323 PRK07764	not assigned.unknown	35_2

CUST_22368_PI403524517	2	0.03631878	-0.39357948	-0.18517113	0.13559341	0.14214516	-0.036317825	35_6497	"AAD46013.1; n=1; Arabidopsis thaliana|Rep: Gb|AAD46013.1 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9LU59	"CHR5V7|COORD:20806260..20808721| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G34630.1); similar to hypothetical protein [Cryptococcus neoformans"	AT5G51150.1	CHR07V5|COORD:18505457..18502931|protein expressed protein	LOC_Os07g31260.1	"no descriptionhighly similar to ( 646)AT5G51150| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G34630.1); similar to hypothetical protein [Cryptococcus neoformans var. neoformans JEC21] (GB:XP_570506.1); similar to Os07g0494900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001059691.1); contains domain UNCHARACTERIZED (PTHR12459) | chr5:20806260-20808721 FORWARDnot assigned not assigned Tim17 PRK07764"	not assigned.unknown	35_2

CUST_139394_PI403524517	2	0.21003914	0.020005226	-0.30320168	-0.020005226	-0.18515968	0.09927559	35_39094	0	0	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	0	0	no description	not assigned.unknown	35_2

CUST_6186_PI404877155	2	0.015199661	-1.0051212	-0.45542145	0.103055	-0.015200615	0.052716255	Contig18583_at	3-oxoacyl-[acyl-carrier-protein] synthase I, chloroplast precursor (Beta-ketoacyl-ACP synthase I) (KAS I) pir||A39356 3-oxoacyl-[acyl-carrie	P23902	3-oxoacyl-(acyl-carrier- protein) synthase I	At5g46290.1	protein Beta-ketoacyl synthase, N-terminal domain, putative	Os04g36800	3-oxoacyl-(acyl-carrier-protein) synthase I, identical to Swiss-Prot:P52410 3-oxoacyl-(acyl-carrier-protein) synthase I, chloroplast precursor (EC 2.3.1.41) (Beta-ketoacyl-ACP synthase I) (KAS I) (Arabidopsis thaliana) or  similar to 3-ketoacyl-ACP syntha	lipid metabolism.FA synthesis and FA elongation.ketoacyl ACP synthase	11_1_03

CUST_80173_PI403524517	2	0.17048359	-0.4856987	-0.13699055	0.046975136	0.013625145	-0.013624191	35_22992	"Cluster: Putative CRS1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative CRS1 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6YYA3	CHR5V7|COORD:5279887..5282901| ATCRS1/CRS1 (ARABIDOPSIS ORTHOLOG OF MAIZE CHLOROPLAST SPLICING FACTOR CRS1)	AT5G16180.1	CHR08V5|COORD:16453578..16449783|protein CRS1, putative, expressed	LOC_Os08g27150.1	 no descriptionmoderately similar to ( 217)AT5G16180| Symbols: CRS1, ATCRS1 | ATCRS1/CRS1 (ARABIDOPSIS ORTHOLOG OF MAIZE CHLOROPLAST SPLICING FACTOR CRS1) | chr5:5279887-5282901 FORWARDnot assigned CRS1_YhbY 	not assigned.unknown	35_2

CUST_75897_PI403524517	2	0.020776749	-0.057059288	-0.101774216	-0.014792442	0.014792442	0.05839157	35_21756	"Cluster: NatC N(Alpha)-terminal acetyltransferase, Mak10 subunit-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: NatC N(Alpha)-terminal"	UniRef90_Q69SJ5	"CHR2V7|COORD:4348410..4354850| ATMAK10 (Arabidopsis thaliana MAK10 homologue); acetyltransferase"	AT2G11000.1	CHR02V5|COORD:34236941..34245182|protein ATMAK10, putative, expressed	LOC_Os02g55950.1	" no descriptionweakly similar to ( 140)AT2G11000| Symbols: MAK10, ATMAK10 | ATMAK10 (Arabidopsis thaliana MAK10 homologue); acetyltransferase | chr2:4348410-4354850 REVERSEnot assigned "	not assigned.no ontology	35_1

CUST_82414_PI403524517	2	0.037519455	-0.45383453	-0.009646416	-0.028148651	0.054286957	0.009645462	35_23635	"Cluster: Origin recognition complex3; n=2; Oryza sativa (japonica cultivar-group)|Rep: Origin recognition complex3 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q852Q8	"CHR5V7|COORD:5474413..5479881| ATORC3/ORC3 (Origin recognition complex protein 3); protein binding"	AT5G16690.1	0	0	" no descriptionvery weakly similar to (71.2)AT5G16690| Symbols: ORC3, ATORC3 | ATORC3/ORC3 (Origin recognition complex protein 3); protein binding | chr5:5474413-5479881 FORWARD"	not assigned.no ontology	35_1

CUST_76287_PI403524517	2	-0.034571648	-0.6034746	0.39116	-0.18126965	0.034571648	0.20015335	35_21870	"Cluster: CIPK-like protein 1, putative, expressed; n=5; Poaceae|Rep: CIPK-like protein 1, putative, expressed - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2RAX3	"CHR2V7|COORD:11522312..11525504| CIPK3 (CBL-INTERACTING PROTEIN KINASE 3); kinase"	AT2G26980.4	CHR12V5|COORD:1553888..1559308|protein CIPK-like protein 1, putative, expressed	LOC_Os12g03810.2	" no descriptionmoderately similar to ( 203)AT2G26980| Symbols: SnRK3.17, CIPK3 | CIPK3 (CBL-INTERACTING PROTEIN KINASE 3); kinase | chr2:11522536-11525283 REVERSEweakly similar to ( 194)CIPK1_ORYSANAF "	protein.postranslational modification	29_4

CUST_25349_PI403524517	2	-0.032316208	0.06348705	0.09032822	-0.035642624	0.03231716	-0.07544613	35_7348	"Cluster: Hypothetical protein OJ1316_A04.107; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1316_A04.107 - Oryza sativa (japonica cult"	UniRef90_Q7XIQ4	CHR5V7|COORD:6325974..6328099| Mo25 family protein	AT5G18940.1	CHR07V5|COORD:27012496..27017309|protein protein Mo25, putative, expressed	LOC_Os07g45280.1	no descriptionmoderately similar to ( 243)AT5G18940| Symbols:  | Mo25 family protein | chr5:6325974-6328099 FORWARDnot assigned Mo25	not assigned.no ontology	35_1

CUST_18628_PI404877155	2	0.027010918	0.027010918	-0.072877884	-0.07082939	0.10138798	-0.027009964	HVSMEl0014E16r2_at	homocysteine S-methyltransferase-3 [Zea mays] sp|Q9FUM8|HMT3_MAIZE Homocysteine S-methyltransferase 3 (S-methylmethionine:homocysteine methy	AAG22539.1	homocysteine S-methyltransferase 2 (HMT-2)	At3g63250.2	protein homocysteine S-methyltransferase-3	Os12g41390	1 homocysteine S-methyltransferase-3	amino acid metabolism.synthesis.aspartate family.methionine	13_1_3_4

CUST_7595_PI404877155	2	0.14012909	0.16622734	0.031594276	-0.16254234	-0.20372581	-0.031594276	Contig22113_at	P0614D08.29 [Oryza sativa (japonica cultivar-group)] dbj|BAB86261.1| P0614D08.29 [Oryza sativa (japonica cultivar-group)]	NP_914649.1	lecithin:cholesterol acyltransferase family protein / LACT family protein	At1g27480.1	protein Lecithin:cholesterol acyltransferase	Os01g71800	"lecithin:cholesterol acyltransferase family protein / LACT family protein, similar to LCAT-like lysophospholipase (LLPL) (Homo sapiens) GI:4589720; contains Pfam profile PF02450: Lecithin:cholesterol acyltransferase (phosphatidylcholine-sterol acyltransfe"	lipid metabolism.'exotics' (steroids, squalene etc)	11_8

CUST_81284_PI403524517	2	0.11721468	0.9789896	0.16178656	-0.20141315	-0.1787219	-0.1172142	35_23315	"Cluster: Os01g0262700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0262700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JNW0	CHR4V7|COORD:17207216..17209876| similar to putative protein [Medicago truncatula] (GB:ABE84072.1)	AT4G36440.1	CHR01V5|COORD:8889381..8896936|protein expressed protein	LOC_Os01g15790.4	no descriptionmoderately similar to ( 217)AT4G36440| Symbols:  | similar to putative protein [Medicago truncatula] (GB:ABE84072.1) | chr4:17207216-17209876 REVERSE	not assigned.unknown	35_2

CUST_26236_PI399408534	2	-0.53265285	0.46784782	-0.15196133	0.10053158	0.16089153	-0.10053253	35_3452	Rep: OSJNBa0079A21.16 protein - Oryza sativa (Rice)	UniRef90_Q7XU93	"CHR4V7|COORD:9759658..9760224| ATERF-1 (ETHYLENE RESPONSIVE ELEMENT BINDING FACTOR 1); DNA binding / transcription factor/ transcriptional activator"	AT4G17500.1	CHR04V5|COORD:27154537..27151770|protein ethylene-responsive transcription factor 2, putative, expressed	LOC_Os04g46220.1	"no descriptionvery weakly similar to ( 100)AT4G17500| Symbols: ATERF-1 | ATERF-1 (ETHYLENE RESPONSIVE ELEMENT BINDING FACTOR 1); DNA binding / transcription factor/ transcriptional activator | chr4:9759658-9760224 FORWARDvery weakly similar to (97.4)ERF2_TOBACEthylene-responsive transcription factor 2 - Nicotiana tabacum (Common tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned AP2 AP2 PRK12323 AP2 Tymo_45kd_70kd PRK07764 Transformer Gag_spuma"	RNA.regulation of transcription.AP2/EREBP, APETALA2/Ethylene-responsive element binding protein family	27_3_3

CUST_30510_PI399408534	2	-0.5791826	1.0652504	-0.24443579	0.24443531	0.728981	-0.46077204	35_26556	"Cluster: Helix-loop-helix DNA-binding domain containing protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Helix-loop-helix DNA-binding domain"	UniRef90_Q2QMB8	CHR1|COORD:3076604..3079541| phytochrome interacting factor 3 (PIF3), identical to phytochrome interacting factor 3 (PIF3) GI:3929585 from (Arabidopsis thaliana	AT1G09530.2	CHR12V5|COORD:25735202..25739518|protein phytochrome-interacting factor 4, putative, expressed	LOC_Os12g41650.3	" no descriptionweakly similar to ( 128)AT1G09530| Symbols: PIF3, POC1, PAP3 | PIF3 (PHYTOCHROME INTERACTING FACTOR 3); DNA binding / transcription factor/ transcription regulator | chr1:3077218-3079369 FORWARDvery weakly similar to (55.5)ARRS_MAIZEAnthocyanin regulatory R-S protein - Zea mays (Maize)not assigned not assigned HLH HLH HLH "	RNA.regulation of transcription.bHLH,Basic Helix-Loop-Helix family	27_3_6

CUST_177796_PI403524517	2	-0.075059414	-0.7600026	-0.1844778	0.16216469	0.24785233	0.075059414	35_49453	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_92569_PI403524517	2	-0.020191193	0.4183712	0.020190239	-0.13462925	-0.20219803	0.055413246	35_26469	"Cluster: Transposon protein, putative, Mutator sub-class; n=1; Oryza sativa (japonica cultivar-group)|Rep: Transposon protein, putative, Mutator sub-class - Ory"	UniRef90_Q10M31	0	0	CHR03V5|COORD:11813676..11810150|protein transposon protein, putative, Mutator sub-class	LOC_Os03g20890.1	no description	not assigned.unknown	35_2

CUST_12132_PI399408534	2	-0.39125013	-0.032370567	0.5866337	0.03237009	0.65179014	-0.6301999	35_9271	"Cluster: Crocetin dialdehyde-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Crocetin dialdehyde-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69ND5	CHR3V7|COORD:23463915..23466871| CCD1 (CAROTENOID CLEAVAGE DIOXYGENASE 1)	AT3G63520.1	CHR09V5|COORD:9254027..9250213|protein carotenoid cleavage dioxygenase, putative, expressed	LOC_Os09g15240.1	 no descriptionweakly similar to ( 155)AT3G63520| Symbols: ATCCD1, ATNCED1, NCED1, CCD1 | CCD1 (CAROTENOID CLEAVAGE DIOXYGENASE 1) | chr3:23463915-23466871 FORWARDnot assigned RPE65 COG3670 	hormone metabolism.abscisic acid.synthesis-degradation.synthesis.9-cis-epoxycarotenoid dioxygenase	17_1_1_1_10

CUST_17157_PI404877155	2	-1.6644378	0.12076759	0.6048665	0.10144138	-0.10144138	-0.731308	HT03K14r_s_at	putative beta-tonoplast intrinsic protein [Oryza sativa (japonica cultivar-group)] gb|AAG13544.1| putative beta-tonoplast intrinsic protein	NP_922119.1	tonoplast intrinsic protein, alpha / alpha-TIP (TIP3.1)	At1g73190.1	protein putative beta-tonoplast intrinsic protein	Os10g35050	tonoplast membrane integral protein ZmTIP3-1	transport.Major Intrinsic Proteins.TIP	34_19_2

CUST_7546_PI404877155	2	-0.009678364	0.086260796	-0.066111565	0.009678364	0.13690948	-0.02258873	Contig22016_at	putative serine/threonine kinase protein [Oryza sativa (japonica cultivar-group)]	BAC65053.1	S-receptor protein kinase, putative	At1g65790.1	protein Protein kinase domain, putative	Os07g35690	protein kinase family protein, contains Pfam domain PF00069: Protein kinase domain	signalling.receptor kinases.S-locus glycoprotein like	30_2_24

CUST_67695_PI403524517	2	0.43120432	0.20116091	-0.06318998	-0.44669533	0.027721405	-0.027720928	35_19339	"Cluster: Os04g0675000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os04g0675000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J929	0	0	0	0	no description	not assigned.unknown	35_2

CUST_135860_PI403524517	2	0.1832056	-0.117568016	-0.024793625	0.024792671	-0.45555305	0.06199932	35_38103	0	0	CHR2V7|COORD:18974555..18978333| intracellular protein transport protein USO1-related	AT2G46180.1	0	0	no description	not assigned.unknown	35_2

CUST_100044_PI403524517	2	-0.09592438	-0.20789957	0.13173056	0.095924854	0.27106953	-0.2830391	35_28561	"Cluster: Hypothetical protein OSJNBa0007C23.15; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0007C23.15 - Oryza sativa (japonica"	UniRef90_Q60E38	CHR2V7|COORD:11123290..11125207| galactosyltransferase family protein	AT2G26100.1	CHR05V5|COORD:6175405..6170456|protein transferase, transferring glycosyl groups, putative, expressed	LOC_Os05g11060.2	no descriptionweakly similar to ( 115)AT2G26100| Symbols:  | galactosyltransferase family protein | chr2:11123290-11125207 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Gag_spuma PRK12678 Extensin_2 Atrophin-1 PRK12323 PRK00708 PRK07764 PRK07003 PRK05648 TT_ORF1	protein.glycosylation	29_7

CUST_137555_PI403524517	2	0.20484066	-0.0656147	0.05960846	-0.111496925	-0.059607506	0.07780552	35_38576	"Cluster: Nodulin-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Nodulin-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K824	CHR2V7|COORD:14506315..14512634| binding	AT2G34357.1	CHR02V5|COORD:33141034..33148236|protein nodulin-like protein, putative, expressed	LOC_Os02g54110.1	no descriptionmoderately similar to ( 224)AT2G34357| Symbols:  | binding | chr2:14506315-14512634 FORWARDnot assigned	not assigned.unknown	35_2

CUST_22512_PI399408534	2	0.27873325	-0.023594856	0.02359581	-0.1528883	-0.30726814	0.043563843	35_22469	Rep: Auxin response factor 6b - Oryza sativa (Rice)	UniRef90_Q8S980	CHR1V7|COORD:10686107..10690018| ARF6 (AUXIN RESPONSE FACTOR 6)	AT1G30330.2	CHR12V5|COORD:25974809..25968753|protein auxin response factor 6, putative, expressed	LOC_Os12g41950.1	no descriptionweakly similar to ( 102)AT1G30330| Symbols: ARF6 | ARF6 (AUXIN RESPONSE FACTOR 6) | chr1:10686107-10690018 REVERSE	RNA.regulation of transcription.ARF, Auxin Response Factor family	27_3_4

CUST_22500_PI399408534	2	0.03259945	0.1217165	0.043963432	-0.048386574	-0.043405533	-0.03259945	35_4020	"Cluster: Os05g0292200 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0292200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DJF8	CHR1|COORD:2296471..2299467| transcription factor IIA large subunit / TFIIA large subunit (TFIIA-L), identical to transcription factor IIA large subunit GI:2826	AT1G07480.2	CHR05V5|COORD:12788199..12794695|protein transcription factor/ transcription initiation factor, putative, expressed	LOC_Os05g22670.1	no descriptionmoderately similar to ( 255)AT1G07480| Symbols:  | transcription factor IIA large subunit / TFIIA large subunit (TFIIA-L) | chr1:2296703-2299212 REVERSEnot assigned TFIIA TOA1	RNA.regulation of transcription.General Transcription	27_3_50

CUST_111260_PI403524517	2	-0.009631157	0.6785984	0.45304966	-0.5308838	-0.3606739	0.009630203	35_31592	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10P30	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	CHR03V5|COORD:7850547..7852434|protein expressed protein	LOC_Os03g14500.1	no description	not assigned.unknown	35_2

CUST_150201_PI403524517	2	0.07138252	0.17609596	-0.071383476	-0.0746212	-0.13459015	0.08885288	35_42018	"Cluster: Os06g0633500 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os06g0633500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DAS8	"CHR5V7|COORD:25961564..25962568| CIP8 (COP1-INTERACTING PROTEIN 8); protein binding / zinc ion binding"	AT5G64920.1	CHR06V5|COORD:25681278..25679949|protein zinc finger, C3HC4 type family protein, expressed	LOC_Os06g42700.1	"no descriptionvery weakly similar to (91.7)AT5G64920| Symbols: CIP8 | CIP8 (COP1-INTERACTING PROTEIN 8); protein binding / zinc ion binding | chr5:25961564-25962568 REVERSEnot assigned COG5540 RING"	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_37749_PI403524517	2	0.31527376	0.14685869	-0.14685869	-0.51913834	-0.36210442	0.2343378	35_10867	"Cluster: Os07g0152200 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0152200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D8K3	CHR1V7|COORD:22496859..22500684| proline-rich family protein	AT1G61080.1	CHR07V5|COORD:2760222..2755524|protein receptor-like protein kinase precursor, putative, expressed	LOC_Os07g05740.1	no description	not assigned.unknown	35_2

CUST_153785_PI403524517	2	-0.0913496	0.63033867	0.05119419	-0.16614628	-0.051193237	0.13786316	35_42979	"Cluster: Expressed protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10M62		0	CHR03V5|COORD:11643090..11639233|protein expressed protein	LOC_Os03g20580.1	no description	not assigned.unknown	35_2

CUST_68010_PI403524517	2	-0.057723045	0.08193588	-0.16907883	-0.01143074	0.03007412	0.011431694	35_19429	Rep: Putative Pti1-like kinase - Zea mays (Maize)	UniRef90_Q00GA5	"CHR3|COORD:21943689..21946131| similar to serine/threonine protein kinase, putative [Arabidopsis thaliana] (TAIR:At2g43230.1); similar to salt-inducible"	AT3G59350.3	CHR09V5|COORD:19991142..19995387|protein expressed protein	LOC_Os09g33860.1	no descriptionhighly similar to ( 527)AT3G59350| Symbols:  | kinase | chr3:21943907-21945860 FORWARDmoderately similar to ( 219)NORK_MEDTRNodulation receptor kinase precursor - Medicago truncatula (Barrel medic)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pkinase_Tyr PTKc TyrKc S_TKc S_TKc Pkinase PTKc_Trk PTKc_Jak_rpt2 PTKc_Csk_like PTKc_Src_like PTKc_Ror PTKc_Srm_Brk PTKc_InsR_like PTKc_EGFR_like PTKc_Frk_like PTKc_Fes_like PTKc_Ack_like PTKc_Syk_like SPS1 PTKc_Chk PTKc_Tec_like PTKc_FGFR PTKc_TrkB PTKc_DDR1 PTKc_c-ros PTKc_InsR PTKc_Src PTKc_ALK_LTK PTKc_IGF-1R PTKc_DDR PTKc_TrkA PTKc_Itk PTKc_Musk PTKc_Csk PTKc_Fer PTKc_RET PTKc_Fyn_Yrk PTKc_Tie1 PTKc_Fes PTKc_Tyk2_rpt2 PTKc_Ror1 PTKc_DDR2 PTKc_Yes PTKc_TrkC PTKc_Syk PTKc_Tie PTKc_Tie2 PTKc_DDR_like PTKc_Abl PTK_CCK4 PTKc_Axl_like PTKc_Lyn PTKc_EphR PTKc_Lck_Blk PTKc_FGFR1 PTKc_FAK PTKc_PDGFR PTKc_FGFR3 PTKc_Met_Ron PTKc_FGFR4 PTKc_Jak2_Jak3_rpt2 PTKc_EGFR PTK_Ryk PTKc_HER4 PTKc_Aatyk PTK_HER3 PTKc_Jak1_rpt2 PTKc_FGFR2 PTKc_HER2 PTKc_Hck PTKc_Aatyk1_Aatyk3 PTKc_Zap-70 PTKc_Btk_Bmx PTKc_Tec_Rlk PTKc_EphR_B PTKc_Ror2 PTKc_EphR_A2 PTKc_Tyro3 PTKc_EphR_A PTKc_Aatyk2 PTK_Jak2_Jak3_rpt1 PTKc_Axl PTKc_EphR_A10 PTK_Jak_rpt1 PTKc_CSF-1R PTKc_PDGFR_beta PTK_Tyk2_rpt1 PTKc_VEGFR PTKc_VEGFR3 PTKc_Kit PTKc_VEGFR2	protein.postranslational modification.kinase.receptor like cytoplasmatic kinase VII	29_4_1_57

CUST_20835_PI403524517	2	0.020438671	0.42586184	-0.020438671	-0.1120615	0.024485588	-0.12236357	35_6051	"Cluster: Hypothetical protein At2g39340; n=3; Arabidopsis thaliana|Rep: Hypothetical protein At2g39340 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_O80947	CHR2V7|COORD:16431121..16436849| SAC3/GANP family protein	AT2G39340.1	CHR05V5|COORD:22650828..22642377|protein SAC3/GANP family protein, expressed	LOC_Os05g38730.3	no descriptionmoderately similar to ( 257)AT2G39340| Symbols:  | SAC3/GANP family protein | chr2:16431121-16436849 FORWARDnot assigned not assigned SAC3_GANP	not assigned.no ontology	35_1

CUST_137432_PI403524517	2	-0.063729286	-0.04599476	-0.06010914	0.11237812	0.04599476	0.13497543	35_38542	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XDQ5	"CHR2V7|COORD:1480274..1481980| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G12700.1); similar to Os10g0456400 [Oryza sativa (japonica"	AT2G04280.1	CHR10V5|COORD:16346121..16348484|protein expressed protein	LOC_Os10g31810.1	" no descriptionweakly similar to ( 110)AT2G04280| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G12700.1); similar to Os10g0456400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001064754.1); similar to Proteinase inhibitor I4, serpin [Medicago truncatula] (GB:ABE79305.1); contains domain YggU-like (SSF69786) | chr2:1480274-1481980 REVERSEnot assigned "	not assigned.unknown	35_2

CUST_11593_PI404877155	2	-0.05314827	0.26448822	0.09023762	-0.0848217	-0.09975052	0.053149223	Contig5266_at	glucose-1-phosphate adenylyltransferase (EC 2.7.7.27) isoform L3 large chain - tomato gb|AAC49943.1| ADP-glucose pyrophosphorylase large sub	T07674	glucose-1-phosphate adenylyltransferase small subunit 1 (APS1) / ADP-glucose pyrophosphorylase (ADG1)	At5g48300.1	protein glucose-1-phosphate adenylyltransferase, putative	Os09g12660	Encodes the large subunit of ADP-glucose pyrophosphorylase which catalyzes the first, rate limiting step in starch biosynthesis.  The large subunit plays a regulatory role whereas the small subunit (ApS) is the catalytic isoform. Four isoforms (ApL1-4) ha	major CHO metabolism.synthesis.starch.AGPase	2_1_2_01

CUST_169446_PI403524517	2	0.2783842	0.3079214	0.086714745	-0.1342783	-0.38371086	-0.08671379	35_47195	Rep: SMC5 protein - Oryza sativa (Rice)	UniRef90_Q8GU53	CHR5V7|COORD:5196213..5199562| structural maintenance of chromosomes (SMC) family protein (MSS2)	AT5G15920.1	CHR05V5|COORD:29657548..29644885|protein ATP binding protein, putative, expressed	LOC_Os05g51790.2	no descriptionvery weakly similar to (66.2)AT5G15920| Symbols:  | structural maintenance of chromosomes (SMC) family protein (MSS2) | chr5:5196213-5199562 FORWARDnot assigned ABC_SMC5_euk PRK12323	cell.division	31_2

CUST_115705_PI403524517	2	0.051050186	-0.4183359	-0.02256012	0.02256012	-0.07254791	0.075416565	35_32814	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_24328_PI399408534	2	0.113164425	-0.046436787	0.13176107	0.046436787	-0.2588377	-0.25026608	35_19600	Rep: H0115B09.8 protein - Oryza sativa (Rice)	UniRef90_Q01IP4	CHR1V7|COORD:28870488..28872825| trihelix DNA-binding protein, putative	AT1G76880.1	CHR04V5|COORD:26861511..26858283|protein expressed protein	LOC_Os04g45750.1	 no descriptionweakly similar to ( 181)AT1G76880| Symbols:  | trihelix DNA-binding protein, putative | chr1:28870488-28872825 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12678 	RNA.regulation of transcription.Trihelix, Triple-Helix transcription factor family	27_3_30

CUST_165166_PI403524517	2	0.11898613	-0.050035477	0.050035477	0.07163906	-0.07959747	-0.24144173	35_46032	Rep: Hypothetical protein - Gibberella zeae (Fusarium graminearum)	UniRef90_Q4I2T0	CHR3V7|COORD:23253837..23255248| 60S ribosomal protein L7A (RPL7aB)	AT3G62870.1	CHR09V5|COORD:19685463..19683254|protein 60S ribosomal protein L7a, putative, expressed	LOC_Os09g32976.2	no descriptionvery weakly similar to (51.2)AT3G62870| Symbols:  | 60S ribosomal protein L7A (RPL7aB) | chr3:23253837-23255248 REVERSEvery weakly similar to (50.4)RL7A_ORYSA	protein.synthesis.misc ribososomal protein	29_2_2

CUST_92267_PI403524517	2	-0.038529396	0.44814968	0.07191658	-0.19560432	-0.02871418	0.02871418	35_26385	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_28249_PI399408534	2	0.14287949	-0.030888557	-0.008410454	0.008410454	-0.012984276	0.14790154	35_9942	"Cluster: Putative ABA-responsive protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ABA-responsive protein - Oryza sativa (japonica cultivar-gro"	UniRef90_Q84R37	CHR1V7|COORD:9850382..9852287| FIP1 (FH INTERACTING PROTEIN 1)	AT1G28200.1	CHR03V5|COORD:30151067..30148541|protein FIP1, putative, expressed	LOC_Os03g52670.1	no descriptionmoderately similar to ( 225)AT1G28200| Symbols: FIP1 | FIP1 (FH INTERACTING PROTEIN 1) | chr1:9850382-9852287 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07003 PRK12323 Tymo_45kd_70kd GRAM PRK07764 Atrophin-1 FAP	hormone metabolism.abscisic acid.induced-regulated-responsive-activated	17_1_3

CUST_160161_PI403524517	2	0.010679245	0.5289879	-0.010680199	-0.11530781	-0.4215927	0.124378204	35_44694	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_1715_PI404877155	2	0.9341564	-0.3598833	-1.280365	0.84102154	0.07172394	-0.07172394	Contig1195_at	Similar to Arabidopsis thaliana DNA chromosome 4, ESSA I contig fragment No. 6, membrane protein homolog. (Z97341) [Oryza sativa (japonica c	NP_910218.1	myb family transcription factor	At5g52660.2	protein myb-like DNA-binding domain, SHAQKYF class, putative	Os06g01670	myb family transcription factor, contains PFAM profile: PF00249 myb-like DNA-binding domain or  myb family transcription factor, contains PFAM profile: PF00249 myb-like DNA-binding domain	RNA.regulation of transcription.MYB-related transcription factor family	27_3_26

CUST_1934_PI404877155	2	0.13576889	-0.16009331	-0.10036945	0.039336205	-0.039336205	0.18416882	Contig12158_at	putative ZF-HD homeobox protein [Oryza sativa (japonica cultivar-group)]	BAD28899.1	zinc finger homeobox family protein / ZF-HD homeobox family protein	At5g65410.1	protein hypothetical protein	Os09g24820	NONE	RNA.regulation of transcription.zf-HD	27_3_80

CUST_80148_PI403524517	2	-0.6692867	-0.873477	1.2226973	0.83457136	0.6692867	-0.9121299	35_22985	"Cluster: Os08g0515100 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os08g0515100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J4G8	CHR2V7|COORD:6425281..6426318| sulfotransferase family protein	AT2G14920.1	CHR08V5|COORD:25403003..25401922|protein flavonol sulfotransferase-like, putative	LOC_Os08g40330.1	no descriptionvery weakly similar to ( 100)AT2G14920| Symbols:  | sulfotransferase family protein | chr2:6425281-6426318 FORWARDnot assigned Sulfotransfer_1	lipid metabolism.'exotics' (steroids, squalene etc)	11_8

CUST_161177_PI403524517	2	0.039735794	0.17193794	-0.039735317	-0.09964466	-0.5042896	0.26143885	35_44968	"Cluster: OSJNBa0055H05.9 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0055H05.9 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XRD3	"CHR1V7|COORD:29033236..29035962| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G07730.1); similar to Hypothetical protein CBG09238 [Caenorhabditis"	AT1G77270.1	CHR04V5|COORD:8052126..8044491|protein expressed protein	LOC_Os04g14410.1	"no descriptionvery weakly similar to (60.8)AT1G77270| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G07730.1); similar to Hypothetical protein CBG09238 [Caenorhabditis briggsae] (GB:CAE64508.1) | chr1:29033236-29035962 FORWARD"	not assigned.unknown	35_2

CUST_5377_PI399408534	2	0.14994812	-0.44257164	0.0031929016	-0.0031938553	0.13282204	-0.03377247	35_38197	Rep: H0818E04.14 protein - Oryza sativa (Rice)	UniRef90_Q01JG9	"CHR1V7|COORD:17435122..17437245| ATRBP47C' (RNA-BINDING PROTEIN 47C'); RNA binding"	AT1G47500.1	CHR02V5|COORD:21590776..21596641|protein expressed protein	LOC_Os02g35950.1	" no descriptionweakly similar to ( 155)AT1G47500| Symbols: ATRBP47C' | ATRBP47C' (RNA-BINDING PROTEIN 47C'); RNA binding | chr1:17435122-17437245 FORWARDvery weakly similar to (60.8)ROC1_NICSY29 kDa ribonucleoprotein A, chloroplast precursor - Nicotiana sylvestris (Wood tobacco)not assigned not assigned not assigned RRM_1 "	RNA.regulation of transcription.unclassified	27_3_99

CUST_30310_PI403524517	2	-8.506775E-4	0.0628643	-0.030441284	8.5020065E-4	0.23450041	-0.31999874	35_8750	"Cluster: Os01g0549500 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0549500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JM18	CHR3V7|COORD:17839691..17843373| phox (PX) domain-containing protein	AT3G48195.1	CHR01V5|COORD:20865792..20861935|protein PX domain containing protein, expressed	LOC_Os01g36870.1	no descriptionmoderately similar to ( 244)AT3G48195| Symbols:  | phox (PX) domain-containing protein | chr3:17839691-17843373 REVERSEnot assigned not assigned PX PX	not assigned.no ontology	35_1

CUST_104105_PI403524517	2	0.10726166	-0.24925232	-0.0059108734	0.015870094	-0.09967518	0.0059108734	35_29673	"Cluster: Hypothetical protein OSJNBa0016N23.125; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0016N23.125 - Oryza sativa (japonic"	UniRef90_Q84YJ5		0	CHR09V5|COORD:18958390..18956647|protein expressed protein	LOC_Os09g31458.1	no description	not assigned.unknown	35_2

CUST_171804_PI403524517	2	0.0668087	0.32238483	-0.066809654	-0.11698055	0.07746601	-0.18981504	35_47867	"Cluster: Selenium-binding protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Selenium-binding protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5VS19		0	CHR06V5|COORD:778996..781324|protein F-box domain containing protein, expressed	LOC_Os06g02340.1	no description	not assigned.unknown	35_2

CUST_161472_PI403524517	2	0.2335949	0.10811806	0.33965015	-0.1081171	-0.3025093	-0.1389389	35_45047	0	0		0	CHR08V5|COORD:23589406..23584742|protein signal recognition particle receptor alpha subunit, putative, expressed	LOC_Os08g37444.6	no description	not assigned.unknown	35_2

CUST_68484_PI403524517	2	-0.0039548874	0.029500961	0.12604332	-0.03499794	-0.029725075	0.0039548874	35_19587	"Cluster: Transcriptional factor B3-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Transcriptional factor B3-like - Oryza sativa (japonica cultivar-group"	UniRef90_Q69V36	CHR3V7|COORD:6637561..6639041| DNA binding	AT3G19184.1	CHR06V5|COORD:4761005..4763619|protein DNA binding protein, putative, expressed	LOC_Os06g09420.1	no descriptionweakly similar to ( 168)AT3G19184| Symbols:  | DNA binding | chr3:6637561-6639041 FORWARDB3	not assigned.no ontology	35_1

CUST_15096_PI399408534	2	0.3400364	-0.6935291	-0.07297611	0.07297516	-0.21558285	0.2699709	35_47152	"Cluster: Putative DNA methyltransferase; n=4; Oryza sativa (japonica cultivar-group)|Rep: Putative DNA methyltransferase - Oryza sativa (japonica cultivar-group"	UniRef90_Q69W70	"CHR4V7|COORD:8146340..8152126| MET2 (DNA methyltransferase 2); DNA (cytosine-5-)-methyltransferase"	AT4G14140.1	0	0	" no descriptionmoderately similar to ( 204)AT4G14140| Symbols: DMT02, DMT2, MET02, MET2 | MET2 (DNA methyltransferase 2); DNA (cytosine-5-)-methyltransferase | chr4:8146340-8152126 FORWARDBAH_plantDCM_II BAH BAH BAH "	RNA.regulation of transcription.DNA methyltransferases	27_3_46

CUST_22120_PI403524517	2	-0.0053596497	-0.2784214	-0.066768646	0.18725014	0.0053606033	0.08010101	35_6428	"Cluster: Similarity to kinesin protein; n=3; Arabidopsis thaliana|Rep: Similarity to kinesin protein - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9LUS1	"CHR3V7|COORD:5662666..5667267| ATKINESIN-13A/KINESIN-13A; microtubule motor"	AT3G16630.2	CHR05V5|COORD:3181060..3192134|protein ATP binding protein, putative, expressed	LOC_Os05g06280.2	" no descriptionvery weakly similar to (52.8)AT3G16630| Symbols: ATKINESIN-13A, KINESIN-13A | ATKINESIN-13A/KINESIN-13A; microtubule motor | chr3:5662666-5667267 REVERSEPRK07764 "	cell.organisation	31_1

CUST_7293_PI404877155	2	-0.23561573	-1.5276527	-0.4183159	0.23561573	0.35869884	0.2647953	Contig21251_at	nitrite transport protein, chloroplast - cucumber	T10255	proton-dependent oligopeptide transport (POT) family protein	At1g68570.1	protein nitrite transporter	Os05g33960	proton-dependent oligopeptide transport (POT) family protein, contains Pfam profile: PF00854 POT family	transport.peptides and oligopeptides	34_13

CUST_76778_PI403524517	2	0.033160686	-0.033160686	0.18033552	0.6993661	-0.2226119	-0.06668854	35_22009	"Cluster: Putative fatty acyl coA reductase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative fatty acyl coA reductase - Oryza sativa (japonica cultivar"	UniRef90_Q6ZJ06	CHR3V7|COORD:3814490..3816933| MS2 (MALE STERILITY 2)	AT3G11980.1	CHR08V5|COORD:27783470..27789774|protein male sterility protein 2, putative, expressed	LOC_Os08g44360.1	no descriptionweakly similar to ( 142)AT3G11980| Symbols: MS2 | MS2 (MALE STERILITY 2) | chr3:3814490-3816933 FORWARDnot assigned NAD_binding_4 COG3320 PRK07201	lipid metabolism.lipid degradation.beta-oxidation.acyl CoA reductase	11_9_4_13

CUST_4996_PI404877155	2	0.40512466	-0.5259266	-0.09267712	0.15269375	-0.0358696	0.0358696	Contig16415_at	OSJNBb0072M01.18 [Oryza sativa (japonica cultivar-group)] ref|XP_473181.1| OSJNBb0072M01.18 [Oryza sativa (japonica cultivar-group)]	CAD41482.2	L-allo-threonine aldolase-related	At1g08630.1	protein hypothetical protein	Os04g43650	NONE	amino acid metabolism.degradation.serine-glycine-cysteine group.glycine	13_2_5_2

CUST_70803_PI403524517	2	0.17280483	-0.065470695	0.14103603	-0.01253891	0.01253891	-0.027812004	35_20287	0	0	CHR2V7|COORD:6880748..6881783| glycine-rich protein	AT2G15780.1	0	0	no description	not assigned.unknown	35_2

CUST_38919_PI403524517	2	-0.028826714	0.44403887	0.1272664	-0.0078930855	-0.29122925	0.007893562	35_11197	"Cluster: Metallopeptidase family M24 containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Metallopeptidase family M24 containing prot"	UniRef90_Q2QRX9	"CHR4V7|COORD:6602222..6605446| SPT16 (GLOBAL TRANSCRIPTION FACTOR C); metalloexopeptidase"	AT4G10710.1	CHR12V5|COORD:15118511..15121940|protein cell division control protein 68, putative, expressed	LOC_Os12g26030.1	no descriptionnot assigned not assigned not assigned not assigned COG5406	not assigned.unknown	35_2

CUST_131149_PI403524517	2	-0.04074192	-0.19805908	0.040740967	0.093907356	0.14749336	-0.0531559	35_36834	Rep: Putative mucin - Oryza sativa (Rice)	UniRef90_Q8W398	CHR2V7|COORD:841302..843150| mucin-related	AT2G02880.1	CHR03V5|COORD:14983325..14981280|protein expressed protein	LOC_Os03g26220.1	no descriptionmoderately similar to ( 244)AT2G02880| Symbols:  | mucin-related | chr2:841302-843150 FORWARD	not assigned.no ontology	35_1

CUST_26773_PI399408534	2	0.06488037	0.4851389	0.039444923	-0.27023697	-0.056180954	-0.039445877	35_19538	"Cluster: Putative cleavage and polyadenylation specifity factor protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative cleavage and"	UniRef90_Q84JJ2	"CHR1|COORD:22477966..22481384| similar to metallo-beta-lactamase family protein [Arabidopsis thaliana] (TAIR:At2g01730.1); similar to Cleavage and"	AT1G61010.3	CHR03V5|COORD:35850627..35847566|protein cleavage and polyadenylation specificity factor, 73 kDa subunit, putative, expressed	LOC_Os03g63590.1	no descriptionmoderately similar to ( 263)AT1G61010| Symbols:  | hydrolase | chr1:22478619-22481325 REVERSEnot assigned	RNA.processing	27_1

CUST_871_PI399408534	2	-0.4591589	-0.79469013	-0.031113625	0.4163704	0.3840809	0.031114578	35_18755	Rep: Hypothetical protein - Oryza sativa (Rice)	UniRef90_Q9ZSP0	CHR2|COORD:11310670..11314031| plant-specific transcription factor YABBY family protein, contains Pfam profile: PF04690 YABBY protein	AT2G26580.2	CHR03V5|COORD:25151258..25161158|protein axial regulator YABBY2, putative, expressed	LOC_Os03g44710.2	no descriptionweakly similar to ( 187)AT2G26580| Symbols:  | plant-specific transcription factor YABBY family protein | chr2:11311001-11313817 REVERSEweakly similar to ( 175)YAB1_ORYSAYABBY	RNA.regulation of transcription.C2C2(Zn) YABBY family	27_3_10

CUST_113612_PI403524517	2	0.048687935	-0.45351267	-0.101490974	0.008284092	0.11286545	-0.008284092	35_32248	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_10455_PI404877155	2	-0.32451725	0.22395039	0.47530174	0.16394186	-0.16394234	-0.6632099	Contig4195_at	patatin-like protein [Sorghum bicolor]	AAD22169.1	patatin, putative	At4g37070.2	protein patatin-like protein	Os11g39990	"patatin, putative, similar to patatin-like latex allergen (Hevea brasiliensis)(PMID:10589016); contains patatin domain PF01734"	development.storage proteins	33_1

CUST_36589_PI403524517	2	0.30025578	-0.98254013	-0.26930904	0.017234802	0.2954197	-0.017233849	35_10550	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_102290_PI403524517	2	0.3077736	-0.0966773	-0.21023893	0.09667683	-0.317935	0.25897408	35_29183	"Cluster: Os09g0493800 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0493800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J0L7	CHR1V7|COORD:7378811..7382264| DNAJ heat shock N-terminal domain-containing protein	AT1G21080.1	CHR09V5|COORD:19129523..19124985|protein chaperone protein dnaJ 10, putative, expressed	LOC_Os09g32050.1	no descriptionmoderately similar to ( 234)AT1G21080| Symbols:  | DNAJ heat shock N-terminal domain-containing protein | chr1:7378811-7382264 REVERSEvery weakly similar to (78.6)DNJH_CUCSADnaJ protein homolog - Cucumis sativus (Cucumber)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DnaJ DnaJ DnaJ PRK10767 CbpA PRK10266	stress.abiotic.heat	20_2_1

CUST_144282_PI403524517	2	-0.32059956	-0.12879181	0.17208958	0.08179569	-0.04330063	0.04330063	35_40411	Rep: H0315A08.7 protein - Oryza sativa (Rice)	UniRef90_Q01I65		0	CHR04V5|COORD:21571264..21565179|protein mitogen-activated kinase kinase kinase alpha, putative, expressed	LOC_Os04g35700.1	no description	not assigned.unknown	35_2

CUST_27892_PI403524517	2	0.15789747	0.68562794	-0.1805954	0.41902876	-0.1708808	-0.15789795	35_8064	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_15640_PI403524517	2	-0.07658577	0.15180111	0.040857315	-0.036774635	0.036774635	-0.19270802	35_4513	"Cluster: Putative bundle sheath defective protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative bundle sheath defective protein - Oryza sativa (jap"	UniRef90_Q69WH2	CHR3V7|COORD:17580561..17581247| bundle-sheath defective protein 2 family / bsd2 family	AT3G47650.1	CHR06V5|COORD:13197642..13195310|protein bundle sheath defective protein 2, putative, expressed	LOC_Os06g22690.1	no descriptionweakly similar to ( 130)AT3G47650| Symbols:  | bundle-sheath defective protein 2 family / bsd2 family | chr3:17580561-17581247 FORWARD	development.unspecified	33_99

CUST_32106_PI403524517	2	0.068403244	0.11185074	-0.049484253	-0.12517071	-0.23222923	0.049484253	35_9258	"Cluster: Putative RNA-dependent RNA polymerase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative RNA-dependent RNA polymerase - Oryza sativa (japonica"	UniRef90_Q8LHH9	"CHR3V7|COORD:18360178..18364190| RDR6 (RNA-DEPENDENT RNA POLYMERASE 6); nucleic acid binding"	AT3G49500.1	CHR01V5|COORD:19272378..19267235|protein RNA-dependent RNA polymerase homolog 1, putative, expressed	LOC_Os01g34350.1	" no descriptionvery weakly similar to (80.5)AT3G49500| Symbols: SGS2, SDE1, RDR6 | RDR6 (RNA-DEPENDENT RNA POLYMERASE 6); nucleic acid binding | chr3:18360178-18364190 REVERSE"	RNA.transcription	27_2

CUST_19108_PI404877155	2	-0.022572517	-0.48958397	-0.17894363	0.22644329	0.022572517	0.07154465	HZ48K22r_at	Glyceraldehyde 3-phosphate dehydrogenase, cytosolic pir||A24159 glyceraldehyde-3-phosphate dehydrogenase (phosphorylating)  (EC 1.2.1.12), c	P08477	glyceraldehyde 3-phosphate dehydrogenase, cytosolic, putative / NAD-dependent glyceraldehyde-3-phosphate dehydro	At1g13440.1	protein glyceraldehyde-3-phosphate dehydrogenase, type I	Os04g40950	NONE	glycolysis.glyceraldehyde 3-phosphate dehydrogenase	4_09

CUST_164298_PI403524517	2	0.07422924	-0.12129402	0.007493973	0.1494093	-0.007493973	-0.16302252	35_45801	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_146705_PI403524517	2	0.22294188	-0.09256077	0.12467766	-0.188725	-0.5146904	0.09256077	35_41064	"Cluster: Retinoblastoma-related protein 1, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Retinoblastoma-related protein 1, putative, exp"	UniRef90_Q2R374	CHR3V7|COORD:3913678..3918440| RBR1 (RETINOBLASTOMA-RELATED 1)	AT3G12280.1	CHR11V5|COORD:18931948..18938397|protein retinoblastoma-related protein 1, putative, expressed	LOC_Os11g32900.2	 no descriptionweakly similar to ( 113)AT3G12280| Symbols: RBR, RB, RBL1, RBR1 | RBR1 (RETINOBLASTOMA-RELATED 1) | chr3:3913678-3918440 REVERSEnot assigned 	cell.division	31_2

CUST_152559_PI403524517	2	0.34244776	0.40942478	0.01138401	-0.0113835335	-0.2525673	-0.110126495	35_42640	"Cluster: Os08g0169700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os08g0169700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J7R3	"CHR3V7|COORD:20456389..20463377| similar to putative death receptor interacting protein [Oryza sativa (japonica cultivar-group)] (GB:BAC99561.1); similar to"	AT3G55160.1	CHR08V5|COORD:4071319..4063464|protein HEAT repeat family protein, expressed	LOC_Os08g07290.2	"no descriptionmoderately similar to ( 224)AT3G55160| Symbols:  | similar to putative death receptor interacting protein [Oryza sativa (japonica cultivar-group)] (GB:BAC99561.1); similar to Os08g0169700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001061088.1); similar to unknown [Oryza sativa (japonica cultivar-group)] (GB:AAO72654.1); contains InterPro domain HEAT; (InterPro:IPR000357) | chr3:20456389-20463377 REVERSEnot assigned COG5543"	not assigned.unknown	35_2

CUST_31895_PI399408534	2	-0.36906624	0.35289145	0.351398	0.19683409	-0.19683409	-0.22116947	35_41223	Rep: AT5g63710/MBK5_19 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q8W4S5	CHR5V7|COORD:25516701..25519824| leucine-rich repeat transmembrane protein kinase, putative	AT5G63710.1	CHR02V5|COORD:10634658..10641095|protein BRASSINOSTEROID INSENSITIVE 1-associated receptor kinase 1 precursor, putative, expressed	LOC_Os02g18320.1	 no descriptionvery weakly similar to (95.1)AT5G63710| Symbols:  | leucine-rich repeat transmembrane protein kinase, putative | chr5:25516701-25519824 FORWARDvery weakly similar to (66.6)NORK_PEANodulation receptor kinase precursor - Pisum sativum (Garden pea)not assigned PTKc Pkinase_Tyr TyrKc 	signalling.receptor kinases.DUF 26	30_2_17

CUST_25618_PI403524517	2	-0.02719307	0.41938305	-0.0037956238	-0.107253075	0.0037965775	0.026358604	35_7424	"Cluster: Zinc knuckle family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Zinc knuckle family protein, expressed - Oryza sativa (japonic"	UniRef90_Q2R2A2	CHR3V7|COORD:15520741..15523243| zinc knuckle (CCHC-type) family protein	AT3G43590.1	CHR11V5|COORD:21023495..21025858|protein nucleic acid binding protein, putative, expressed	LOC_Os11g36480.1	no descriptionmoderately similar to ( 241)AT3G43590| Symbols:  | zinc knuckle (CCHC-type) family protein | chr3:15520741-15523243 FORWARDnot assigned AIR1	not assigned.no ontology	35_1

CUST_20700_PI399408534	2	0.05542755	0.06391621	0.019369125	-0.08578682	-0.03464985	-0.019368172	35_5833	"Cluster: Putative calmodulin-binding protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative calmodulin-binding protein - Oryza sativa (japonica"	UniRef90_Q6YU05	CHR5V7|COORD:23332220..23334909| calmodulin-binding protein	AT5G57580.1	CHR02V5|COORD:21314057..21319254|protein calmodulin binding protein, putative, expressed	LOC_Os02g35470.4	no descriptionweakly similar to ( 145)AT5G57580| Symbols:  | calmodulin-binding protein | chr5:23332220-23334909 REVERSE	signalling.calcium	30_3

CUST_7359_PI404877155	2	0.061379433	0.97600365	-0.022719383	0.017158508	-0.26670074	-0.017157555	Contig21476_at	OSJNBa0091D06.3 [Oryza sativa (japonica cultivar-group)] ref|XP_473325.1| OSJNBa0091D06.3 [Oryza sativa (japonica cultivar-group)]	CAE03018.3	auxin-responsive protein-related	At2g45210.1	protein retrotransposon protein, putative, unclassified	Os04g45370	auxin-responsive family protein, similar to auxin-induced protein SAUR-AC1 (GP:546362) (PIR:T06084)(Arabidopsis thaliana) PIR:T06084	hormone metabolism.auxin.induced-regulated-responsive-activated	17_2_3

CUST_104737_PI403524517	2	-0.5141983	-0.16664505	0.6919069	0.166646	0.7572746	-0.24246979	35_29843	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_139368_PI403524517	2	0.13068295	-0.1668315	-0.020780563	0.02078104	0.13200855	-0.40204763	35_39087	"Cluster: Os11g0677500 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os11g0677500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IR50	CHR2V7|COORD:19425803..19429146| ribonuclease P	AT2G47300.2	CHR11V5|COORD:26881626..26876709|protein ribonucleases P/MRP protein subunit POP1 containing protein, expressed	LOC_Os11g45250.2	no descriptionweakly similar to ( 149)AT2G47300| Symbols:  | ribonuclease P | chr2:19426403-19429146 FORWARDPOPLD	not assigned.unknown	35_2

CUST_25116_PI403524517	2	0.015673637	-0.24572659	-0.015672684	0.07761383	-0.086649895	0.018257141	35_7286	"Cluster: Putative chloride channel protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative chloride channel protein - Oryza sativa (japonica cultivar"	UniRef90_Q6Z673	"CHR1V7|COORD:20791004..20794656| CLC-F (CHLORIDE CHANNEL F); voltage-gated chloride channel"	AT1G55620.2	CHR02V5|COORD:29898211..29893379|protein chloride channel protein CLC-f, putative, expressed	LOC_Os02g48880.1	" no descriptionweakly similar to ( 115)AT1G55620| Symbols: ATCLC-F, CLC-F | CLC-F (CHLORIDE CHANNEL F); voltage-gated chloride channel | chr1:20791004-20794656 REVERSECBS_pair_EriC_assoc_euk "	transport.unspecified anions	34_18

CUST_109837_PI403524517	2	0.45044518	-0.65400314	-0.02418518	0.02418518	-0.056077003	0.09183502	35_31212	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_41991_PI403524517	2	0.17781353	-0.0071640015	0.007164955	-0.13297176	-0.18516827	0.22238159	35_12071	"Cluster: Hypothetical protein B1077E10.9; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1077E10.9 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6EP70	0	0	CHR09V5|COORD:4505806..4501955|protein F-box domain containing protein, expressed	LOC_Os09g08620.1	no description	not assigned.unknown	35_2

CUST_36713_PI403524517	2	0.010662079	0.34718037	0.15827751	-0.027170181	-0.010662079	-0.17546463	35_10581	"Cluster: Hypothetical protein P0459B01.34; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0459B01.34 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6Z8D4	"CHR3V7|COORD:724355..727100| similar to ATP binding / DNA binding [Arabidopsis thaliana] (TAIR:AT3G21295.1); similar to Os04g0599100 [Oryza sativa (japonica"	AT3G03140.1	CHR02V5|COORD:28794817..28789714|protein expressed protein	LOC_Os02g47170.1	" no descriptionvery weakly similar to (62.8)AT3G03140| Symbols:  | similar to ATP binding / DNA binding [Arabidopsis thaliana] (TAIR:AT3G21295.1); similar to Os04g0599100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001053748.1); similar to Os02g0700000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001047836.1); similar to Micronuclear linker histone polyprotein, putative [Solanum bulbocastanum] (GB:AAP45186.2); contains InterPro domain PWWP; (InterPro:IPR000313) | chr3:724355-727100 FORWARD"	not assigned.unknown	35_2

CUST_17124_PI404877155	2	-0.019605637	0.35619736	0.036702156	-0.118587494	-0.18868256	0.019605637	HS18J04u_at	OSJNBa0087O24.9 [Oryza sativa (japonica cultivar-group)] ref|XP_474251.1| OSJNBa0087O24.9 [Oryza sativa (japonica cultivar-group)]	CAE03586.1	KH domain-containing protein / zinc finger (CCCH type) family protein	At3g12130.1	protein Zinc finger C-x8-C-x5-C-x3-H type (and similar), putative	Os04g57010	"2.3_cis2 his2-zincfinger   T01691 TTP;"	RNA.regulation of transcription.C3H zinc finger family	27_3_12

CUST_102208_PI403524517	2	0.1899643	1.587986	0.034636497	-0.28113604	-0.2585745	-0.034636497	35_29162	"Cluster: Electron transfer flavoprotein-ubiquinone oxidoreductase,mitochondrial, putative, expressed; n=4; Oryza sativa|Rep: Electron transfer"	UniRef90_Q337B7	"CHR2V7|COORD:18028381..18032118| ETFQO (ELECTRON-TRANSFER FLAVOPROTEIN:UBIQUINONE OXIDOREDUCTASE); catalytic/ electron acceptor"	AT2G43400.1	CHR10V5|COORD:19578771..19584228|protein electron transfer flavoprotein-ubiquinone oxidoreductase,mitochondrial precursor, putative,	LOC_Os10g37210.2	"no descriptionweakly similar to ( 150)AT2G43400| Symbols: ETFQO | ETFQO (ELECTRON-TRANSFER FLAVOPROTEIN:UBIQUINONE OXIDOREDUCTASE); catalytic/ electron acceptor | chr2:18028381-18032118 FORWARDnot assigned FixC PRK10015"	mitochondrial electron transport / ATP synthesis.electron transfer flavoprotein	9_3

CUST_4703_PI399408534	2	0.23433971	-0.17136955	0.14451122	-0.12554502	0.106907845	-0.10690737	35_25750	"Cluster: Putative phosphatidylinositol 4-phosphate 5-kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative phosphatidylinositol 4-phosphate 5-kinase"	UniRef90_Q8LN60	"CHR1V7|COORD:7735042..7738298| ATPIP5K1 (Arabidopsis thaliana 1-phosphatidylinositol-4-phosphate 5-kinase 1); 1-phosphatidylinositol-4-phosphate 5-kinase"	AT1G21980.1	CHR03V5|COORD:28311784..28307268|protein phosphatidylinositol-4-phosphate 5-kinase 1, putative, expressed	LOC_Os03g49800.1	" no descriptionmoderately similar to ( 263)AT1G21980| Symbols: ATPIPK1, ATPIP5K1 | ATPIP5K1 (Arabidopsis thaliana 1-phosphatidylinositol-4-phosphate 5-kinase 1); 1-phosphatidylinositol-4-phosphate 5-kinase | chr1:7735042-7738298 FORWARDmoderately similar to ( 203)PI5K1_ORYSAnot assigned not assigned PIPKc PIPKc PIP5K MSS4 "	signalling.phosphinositides.phosphatidylinositol-4-phosphate 5-kinase	30_4_1

CUST_153210_PI403524517	2	0.40690088	1.0695848	1.0075331	-0.40690088	-2.2905033	-0.8546257	35_42819	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_28654_PI399408534	2	-0.37555218	1.5772858	0.22008514	-0.22008514	0.3146639	-0.30256748	35_9901	"Cluster: Class III HD-Zip protein 4, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Class III HD-Zip protein 4, putative, expressed - Ory"	UniRef90_Q2QM96	"CHR4V7|COORD:15863591..15867826| ATHB-8 (HOMEOBOX GENE 8); DNA binding / transcription factor"	AT4G32880.1	CHR03V5|COORD:24611849..24605999|protein class III HD-Zip protein 4, putative, expressed	LOC_Os03g43930.2	" no descriptionmoderately similar to ( 221)AT2G34710| Symbols: ATHB14, ATHB-14, PHB-1D, PHB | PHB (PHABULOSA); DNA binding / transcription factor | chr2:14646627-14651072 REVERSEnot assigned not assigned not assigned not assigned not assigned Homeobox homeodomain HOX COG5576 "	RNA.regulation of transcription.HB,Homeobox transcription factor family	27_3_22

CUST_114055_PI403524517	2	0.3325901	-0.1123991	-0.3796606	0.1123991	-0.46212387	0.13539886	35_32367	"Cluster: PREDICTED: similar to SET translocation (myeloid leukemia-associated); n=1; Mus musculus|Rep: PREDICTED: similar to SET translocation (myeloid"	UniRef90_UPI0000D6847F	CHR1V7|COORD:16816094..16817173| DNA binding / ligand-dependent nuclear receptor	AT1G44191.1	CHR09V5|COORD:18787014..18781720|protein expressed protein	LOC_Os09g31230.2	no description	not assigned.unknown	35_2

CUST_69447_PI403524517	2	0.042671204	0.27212048	-0.0093688965	-0.047592163	-0.07087898	0.0093688965	35_19870	"Cluster: Putative CbxX protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative CbxX protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ETX1	CHR3V7|COORD:8945685..8947793| AAA-type ATPase family protein / ankyrin repeat family protein	AT3G24530.1	CHR02V5|COORD:9518283..9514337|protein protein cbxX, chromosomal, putative, expressed	LOC_Os02g16660.2	no descriptionmoderately similar to ( 368)AT3G24530| Symbols:  | AAA-type ATPase family protein / ankyrin repeat family protein | chr3:8945685-8947793 REVERSEnot assigned AAA SpoVK	cell.organisation	31_1

CUST_97903_PI403524517	2	-0.0042414665	0.40205336	0.67733574	0.0042414665	-0.020905018	-0.10460758	35_27954	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10LT2	0	0	CHR03V5|COORD:12423756..12426761|protein expressed protein	LOC_Os03g21780.1	no description	not assigned.unknown	35_2

CUST_181839_PI403524517	2	0.41998053	-0.13347244	0.09239292	-0.14937162	0.03837347	-0.03837347	35_50556	"Cluster: Putative fimbrin 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative fimbrin 1 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6YXZ9	CHR5V7|COORD:13890063..13893662| fimbrin-like protein, putative	AT5G35700.1	CHR02V5|COORD:22665610..22660586|protein fimbrin 1, putative, expressed	LOC_Os02g37580.1	 no descriptionvery weakly similar to (66.2)AT5G35700| Symbols: FIM2 | fimbrin-like protein, putative | chr5:13890063-13893662 REVERSEnot assigned 	cell.organisation	31_1

CUST_180425_PI403524517	2	0.04185009	0.38805008	0.0544281	-0.1672411	-0.121525764	-0.04185009	35_50179	"Cluster: Putative Nuclear pore complex protein Nup155; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Nuclear pore complex protein Nup155 - Oryza sat"	UniRef90_Q5Z4E0	CHR1V7|COORD:5116916..5123254| NUP155 (Nucleoporin 155)	AT1G14850.1	CHR06V5|COORD:11514409..11525626|protein NUP155, putative, expressed	LOC_Os06g20090.1	no descriptionvery weakly similar to (72.0)AT1G14850| Symbols: NUP155 | NUP155 (Nucleoporin 155) | chr1:5116916-5123254 REVERSE	protein.targeting.nucleus	29_3_1

CUST_57233_PI403524517	2	0.29920244	-0.11560154	-0.019251347	0.040641308	0.019251347	-0.13781166	35_16323	Rep: AT4g26860/F10M23_200 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q94JS1	CHR4V7|COORD:13503297..13504699| alanine racemase family protein	AT4G26860.1	CHR05V5|COORD:2843698..2840696|protein proline synthetase co-transcribed bacterial homolog protein, putative, expressed	LOC_Os05g05740.1	no descriptionmoderately similar to ( 320)AT4G26860| Symbols:  | alanine racemase family protein | chr4:13503297-13504699 REVERSEnot assigned YBL036c_PLPDEIII COG0325 Ala_racemase_N	not assigned.no ontology	35_1

CUST_154651_PI403524517	2	0.28340626	0.21665955	-0.360394	-0.023805141	-0.6393533	0.023805141	35_43210	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2R496		0	CHR11V5|COORD:16452136..16448568|protein expressed protein	LOC_Os11g29240.1	no description	not assigned.unknown	35_2

CUST_48025_PI403524517	2	-0.08788872	0.2621212	0.031115532	-0.031114578	0.16544628	-0.1817751	35_13735	Rep: OSIGBa0092E01.9 protein - Oryza sativa (Rice)	UniRef90_Q01IC6	"CHR2V7|COORD:18231380..18232993| COS1 (COI1 SUPPRESSOR1); 6,7-dimethyl-8-ribityllumazine synthase"	AT2G44050.1	CHR04V5|COORD:24662633..24659047|protein 6,7-dimethyl-8-ribityllumazine synthase, chloroplast precursor, putative, expressed	LOC_Os04g42000.1	" no descriptionvery weakly similar to (96.7)AT2G44050| Symbols: COS1 | COS1 (COI1 SUPPRESSOR1); 6,7-dimethyl-8-ribityllumazine synthase | chr2:18231380-18232993 FORWARDvery weakly similar to (79.0)RISB_SPIOL6,7-dimethyl-8-ribityllumazine synthase, chloroplast precursor - Spinacia oleracea (Spinach)not assigned ribH RibH DMRL_synthase "	Co-factor and vitamine metabolism	18

CUST_59829_PI403524517	2	-0.072010994	0.08885956	-0.012207985	0.012207985	0.04294586	-0.079577446	35_17058	"Cluster: Putative SLT1 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative SLT1 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q943K6	CHR2V7|COORD:15768544..15770028| SLT1 (SODIUM- AND LITHIUM-TOLERANT 1)	AT2G37570.1	CHR01V5|COORD:36373451..36370969|protein SLT1 protein, putative, expressed	LOC_Os01g62300.1	no descriptionhighly similar to ( 561)AT2G37570| Symbols: SLT1 | SLT1 (SODIUM- AND LITHIUM-TOLERANT 1) | chr2:15768544-15770028 REVERSEnot assigned not assigned not assigned not assigned PRK07764 PRK12323 PRK07003 TT_ORF1	not assigned.unknown	35_2

CUST_82771_PI403524517	2	0.48217773	-0.23081493	0.02118969	-0.021188736	-0.29821396	0.17780304	35_23736	"Cluster: Transducin / WD-40 repeat protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Transducin / WD-40 repeat protein-like - Oryza sativa (japonic"	UniRef90_Q6Z5M6	"CHR3|COORD:4303881..4310220| transducin family protein / WD-40 repeat family protein, contains 2 WD-40 repeats (PF00400);  autoantigen locus HUMAUTANT (GI:53320"	AT3G13300.2	CHR02V5|COORD:30020066..30010129|protein nucleotide binding protein, putative, expressed	LOC_Os02g49090.2	"no descriptionweakly similar to ( 117)AT3G13300| Symbols: VCS | VCS (VARICOSE); nucleotide binding | chr3:4304092-4309956 FORWARDnot assigned"	development.unspecified	33_99

CUST_24290_PI403524517	2	0.20198345	0.032544136	0.055390358	-0.08695412	-0.032543182	-0.043406487	35_7049	"Cluster: Vacuolar protein sorting factor 4B-like; n=3; Oryza sativa (japonica cultivar-group)|Rep: Vacuolar protein sorting factor 4B-like - Oryza sativa (japon"	UniRef90_Q5QMP6	CHR2V7|COORD:14567345..14569774| katanin, putative	AT2G34560.2	CHR01V5|COORD:27993594..27986863|protein katanin p60 ATPase-containing subunit, putative, expressed	LOC_Os01g48270.1	 no descriptionmoderately similar to ( 262)AT2G34560| Symbols:  | katanin, putative | chr2:14567345-14569774 FORWARDvery weakly similar to (82.0)CDC48_CAPANCell division cycle protein 48 homolog - Capsicum annuum (Bell pepper)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned SpoVK AAA RPT1 PRK03992 COG1223 HflB hflB 	protein.degradation.ubiquitin.proteasom	29_5_11_20

CUST_66780_PI403524517	2	0.02467823	-0.20775127	-0.041125298	-0.014679909	0.19228363	0.014679909	35_19067	"Cluster: Putative RNA helicase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative RNA helicase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7Y183	CHR5V7|COORD:24563827..24566374| DEAD/DEAH box helicase, putative (RH10)	AT5G60990.1	CHR03V5|COORD:26334668..26329923|protein ATP-dependent RNA helicase DDX47, putative, expressed	LOC_Os03g46610.1	 no descriptionweakly similar to ( 199)AT5G60990| Symbols:  | DEAD/DEAH box helicase, putative (RH10) | chr5:24563827-24566374 REVERSEvery weakly similar to (85.5)IF4A3_NICPLEukaryotic initiation factor 4A-3 - Nicotiana plumbaginifolia (Leadwort-leaved tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned SrmB PRK11776 PRK11192 HELICc PRK01297 PRK04837 PRK11634 Helicase_C PRK04537 HELICc PRK10590 MPH1 RecQ 	DNA.synthesis/chromatin structure	28_1

CUST_101765_PI403524517	2	0.06945896	0.23364162	0.16441345	-0.06945896	-0.1900425	-0.18988037	35_29037	"Cluster: Hypothetical protein OJ1003_C09.7-1; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1003_C09.7-1 - Oryza sativa (japonica"	UniRef90_Q652Q6	CHR3V7|COORD:3372466..3374031| nucleic acid binding	AT3G10770.1	CHR09V5|COORD:22682047..22687418|protein nucleic acid binding protein, putative, expressed	LOC_Os09g39462.3	no descriptionweakly similar to ( 136)AT3G10770| Symbols:  | nucleic acid binding | chr3:3372466-3374031 REVERSEnot assigned encore_like_R3H	not assigned.unknown	35_2

CUST_32133_PI399408534	2	0.12014198	0.20913506	-0.01144886	-0.16206455	-0.012306213	0.01144886	35_23822	"Cluster: LAs17 Binding protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: LAs17 Binding protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z4J7	CHR3V7|COORD:15218764..15220587| zinc finger (FYVE type) family protein	AT3G43230.1	CHR07V5|COORD:10062512..10066328|protein senescence-associated-like protein, putative, expressed	LOC_Os07g17130.1	no descriptionmoderately similar to ( 261)AT3G43230| Symbols:  | zinc finger (FYVE type) family protein | chr3:15218764-15220587 FORWARDnot assigned DUF500 COG2930	RNA.regulation of transcription.unclassified	27_3_99

CUST_119580_PI403524517	2	0.056717873	-0.14159203	0.049286842	-0.124334335	-0.009838104	0.009837151	35_33831	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_101384_PI403524517	2	0.09964323	-0.04464674	0.12226772	0.011456013	-0.01145649	-0.3808813	35_28933	"Cluster: Pentatricopeptide, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Pentatricopeptide, putative, expressed - Oryza sativa (japonic"	UniRef90_Q2QTS9	CHR3V7|COORD:17171209..17173206| pentatricopeptide (PPR) repeat-containing protein	AT3G46610.1	CHR12V5|COORD:10763904..10766402|protein expressed protein	LOC_Os12g18640.1	no descriptionweakly similar to ( 199)AT3G46610| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr3:17171209-17173206 REVERSEvery weakly similar to (60.5)RF1_ORYSA	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_3274_PI404877155	2	-0.0077762604	0.45260906	0.05025196	-0.14007759	-0.019352913	0.0077762604	Contig13737_at	"putative SWIM protein; putative Zn-finger protein [Triticum aestivum]"	CAE53909.1	far-red impaired responsive protein, putative	At4g38180.1	protein transposon protein, putative, unclassified	Os09g10380	NONE	signalling.light	30_11

CUST_5634_PI399408534	2	-0.31645584	0.10541153	-0.022007942	0.022007942	-0.25564384	0.072125435	35_4641	Rep: H0525G02.4 protein - Oryza sativa (Rice)	UniRef90_Q00RR6	CHR1V7|COORD:11181758..11185093| AGO2 (ARGONAUTE 2)	AT1G31280.1	CHR04V5|COORD:31020119..31024367|protein eukaryotic translation initiation factor 2C 2, putative, expressed	LOC_Os04g52540.1	no descriptionmoderately similar to ( 337)AT1G31280| Symbols: AGO2 | AGO2 (ARGONAUTE 2) | chr1:11181758-11185093 FORWARDnot assigned not assigned Piwi_ago-like Piwi Piwi-like Piwi_piwi-like_Euk	RNA.regulation of transcription.Argonaute	27_3_36

CUST_13279_PI404877155	2	-0.15923595	-0.124798775	0.27576828	0.037259102	0.07835388	-0.03725815	Contig6976_s_at	putative 2-dehydro-3-deoxyphosphooctonate aldolase [Oryza sativa (japonica cultivar-group)]	AAO72599.1	2-dehydro-3- deoxyphosphooctonate aldolase / phospho-2-dehydro-3-deoxyoctonate aldolase /	At1g79500.1	protein DAHP synthetase I family, putative	Os12g10780	2-dehydro-3-deoxyphosphooctonate aldolase / phospho-2-dehydro-3-deoxyoctonate aldolase / 3-deoxy-D-manno-octulosonic acid 8-phosphate synthetase (KDSA), identical to Swiss-Prot:Q9AV97 2-dehydro-3-deoxyphosphooctonate aldolase (EC 4.1.2.16) (Phospho-2- deh	minor CHO metabolism.others	3_5

CUST_3178_PI404877155	2	3.0662165	3.6636143	3.4735584	-3.4685264	-4.089003	-3.066217	Contig13654_at	serine threonine kinase-like [Oryza sativa (japonica cultivar-group)]	BAD05278.1	receptor protein kinase, putative (ACR4)	At3g59420.1	protein Protein kinase domain, putative	Os12g31560	NONE	signalling.receptor kinases.crinkly like	30_2_26

CUST_33129_PI399408534	2	-0.24072552	-0.15936375	0.06324577	0.025583267	0.16856861	-0.025583267	35_510	"Cluster: ARF GAP-like zinc finger-containing protein ZIGA2, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: ARF GAP-like zinc finger-conta"	UniRef90_Q10N88	"CHR3|COORD:19914291..19916494| similar to arabidopsis pde1 suppressor 1 protein (ASP1) [Arabidopsis thaliana] (TAIR:At2g37550.1); similar to CG4237-PA [Drosophi"	AT3G53710.2	CHR03V5|COORD:9437984..9433882|protein DNA binding protein, putative, expressed	LOC_Os03g17020.2	"no descriptionvery weakly similar to (70.5)AT3G53710| Symbols: AGD6 | AGD6; DNA binding | chr3:19914708-19916397 REVERSEnot assigned"	RNA.regulation of transcription.unclassified	27_3_99

CUST_66351_PI403524517	2	-0.0026159286	-0.3837204	0.1011858	-0.06388569	0.07485199	0.0026168823	35_18947	"Cluster: Os08g0566000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os08g0566000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J3L2	"CHR5V7|COORD:12102558..12105799| similar to Os08g0566000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001062539.1); similar to putative transcriptional"	AT5G32470.1	CHR08V5|COORD:28218908..28214394|protein TENA/THI-4 family protein, expressed	LOC_Os08g45160.1	"no descriptionmoderately similar to ( 428)AT5G32470| Symbols:  | similar to Os08g0566000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001062539.1); similar to putative transcriptional regulator [Oryza sativa (japonica cultivar-group)] (GB:BAD10335.1); contains InterPro domain TENA/THI-4 protein; (InterPro:IPR004305) | chr5:12102558-12105799 REVERSE"	not assigned.unknown	35_2

CUST_38508_PI403524517	2	0.28843975	-0.117474556	-0.043688774	0.043688774	-0.049508095	0.21246529	35_11080	"Cluster: Os01g0622000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0622000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JL56	CHR4V7|COORD:507738..512362| glycosyltransferase family protein 1	AT4G01210.1	CHR01V5|COORD:25147430..25140462|protein transferase, transferring glycosyl groups, putative, expressed	LOC_Os01g43380.1	no descriptionvery weakly similar to (82.0)AT4G01210| Symbols:  | glycosyltransferase family protein 1 | chr4:507738-512362 REVERSE	misc.UDP glucosyl and glucoronyl transferases	26_2

CUST_151640_PI403524517	2	-4.3010712E-4	0.10994625	4.310608E-4	-0.19285011	-0.15637302	0.02633667	35_42401	"Cluster: Coatomer alpha subunit; n=1; Hordeum vulgare subsp. vulgare|Rep: Coatomer alpha subunit - Hordeum vulgare var. distichum (Two-rowed barley)"	UniRef90_Q6RYF4	CHR1V7|COORD:22923479..22927393| coatomer protein complex, subunit alpha, putative	AT1G62020.1	CHR09V5|COORD:2131704..2125232|protein coatomer subunit alpha, putative, expressed	LOC_Os09g04110.2	 no descriptionmoderately similar to ( 353)AT1G62020| Symbols:  | coatomer protein complex, subunit alpha, putative | chr1:22923479-22927393 FORWARDnot assigned not assigned Coatomer_WDAD 	cell. vesicle transport	31_4

CUST_19633_PI404877155	2	0.0031843185	0.29164314	0.010466576	-0.15856457	-0.0031843185	-0.012430191	S0000800042H10F1_at	0	0	0	0	0	0	NONE	RNA.regulation of transcription.Alfin-like	27_3_02

CUST_71299_PI403524517	2	-0.021425247	-0.14705658	-0.09004688	0.0214262	0.08040905	0.11493111	35_20427	"Cluster: Putative tubby-like protein TULP10; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative tubby-like protein TULP10 - Oryza sativa (japonica cultiv"	UniRef90_Q8LJA9	"CHR1|COORD:8863906..8866792| F-box family protein / tubby family protein, similar to Tubby protein homolog (SP:O88808) (Rattus norvegicus); contains Pfam PF0064"	AT1G25280.2	CHR01V5|COORD:37862795..37866232|protein tubby-like protein, putative, expressed	LOC_Os01g64700.2	"no descriptionmoderately similar to ( 254)AT1G25280| Symbols: AtTLP10 | AtTLP10 (TUBBY LIKE PROTEIN 10); phosphoric diester hydrolase/ transcription factor | chr1:8865663-8866595 FORWARDnot assigned not assigned Tub"	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_39665_PI403524517	2	0.0041828156	-0.02394104	-0.04870987	0.020031929	0.13785172	-0.004183769	35_11406	"Cluster: 4-coumarate-CoA ligase-like protein; n=2; Arabidopsis thaliana|Rep: 4-coumarate-CoA ligase-like protein - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q84P23	CHR5V7|COORD:25404807..25407252| 4-coumarate--CoA ligase family protein / 4-coumaroyl-CoA synthase family protein	AT5G63380.1	CHR03V5|COORD:1800582..1804483|protein 4-coumarate--CoA ligase 1, putative, expressed	LOC_Os03g04000.1	no descriptionmoderately similar to ( 268)AT5G63380| Symbols:  | 4-coumarate--CoA ligase family protein / 4-coumaroyl-CoA synthase family protein | chr5:25404807-25407252 REVERSEweakly similar to ( 179)4CL1_PETCR4-coumarate--CoA ligase 1 - Petroselinum crispum (Parsley) (Petroselinum hortense)not assigned not assigned not assigned not assigned not assigned not assigned CaiC AMP-binding PRK06187 FAA1 PRK12583 PRK08314 PRK07786 PRK05605 PRK08633 PRK08315 PRK05677 PRK07529 PRK12492 PRK07656 PRK07770 PRK06087 PRK06178 PRK06710 PRK08974 PRK07684 PRK06188 PRK07514 PRK09088 PRK06145 Acs PRK08751 PRK08316 PRK07771 PRK09089 PRK07788 PRK06839 PRK03640 PRK07787 EntF PRK07059 PRK06155 PRK08276 caiC PRK06814 PRK05852 PRK06334 PRK08162 PRK06060 PRK06368 PRK07470 EntE PRK07008 PRK07798 PRK06018 PRK09274 PRK06219 PRK07768 PRK12406 PRK06164 PRK07867 PRK09192 PRK08279 PRK05620 PRK05850 entE PRK07638 PRK05691 PRK08180 PRK08043 PRK07824 PRK12316 PRK05857 PRK04319 PRK09029 PRK12582 PRK07769 PRK04813 PRK12476 PRK05851 PRK12467 PRK10252 PRK07445 PRK03429 PRK00851 PRK10524 PRK08308	secondary metabolism.phenylpropanoids.lignin biosynthesis.4CL	16_2_1_3

CUST_159422_PI403524517	2	0.0028486252	-0.0028486252	0.114672184	-0.3740096	-0.32450962	0.061145782	35_44497	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_3947_PI404877155	2	-0.18882275	0.12790394	0.07081509	-0.089850426	-0.07081509	0.14645672	Contig14601_at	putative protein [Oryza sativa]	CAC39055.1	transcription initiation factor IID (TFIID) component TAF4 family protein	At5g43130.1	protein expressed protein	Os02g43750	NONE	RNA.transcription	27_2

CUST_83704_PI403524517	2	0.033127308	-0.11150217	-0.17920637	0.37554026	0.68573046	-0.033127308	35_23995	Rep: OSIGBa0092M08.1 protein - Oryza sativa (Rice)	UniRef90_Q01I51	"CHR3V7|COORD:17279872..17280348| COPT2 (Copper transporter 2); copper ion transporter"	AT3G46900.1	CHR04V5|COORD:20346683..20347386|protein copper transporter 1, putative, expressed	LOC_Os04g33900.1	no descriptionnot assigned Ctr	transport.metal	34_12

CUST_11028_PI399408534	2	-0.0029392242	-0.85534906	-0.31289768	1.3995781	0.655138	0.0029392242	35_13504	"Cluster: Putative cytokinin dehydrogenase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative cytokinin dehydrogenase - Oryza sativa (japonica cultivar-g"	UniRef90_Q5JLP4	"CHR2V7|COORD:17321704..17323939| ATCKX1/CKX1 (CYTOKININ OXIDASE/DEHYDROGENASE 1); cytokinin dehydrogenase"	AT2G41510.1	CHR01V5|COORD:41627052..41629892|protein cytokinin dehydrogenase 1 precursor, putative, expressed	LOC_Os01g71310.1	" no descriptionvery weakly similar to (91.7)AT2G41510| Symbols: ATCKX1, CKX1 | ATCKX1/CKX1 (CYTOKININ OXIDASE/DEHYDROGENASE 1); cytokinin dehydrogenase | chr2:17321704-17323939 FORWARDvery weakly similar to (61.6)CKX1_MAIZECytokinin dehydrogenase 1 precursor - Zea mays (Maize)not assigned Cytokin-bind "	hormone metabolism.cytokinin.synthesis-degradation	17_4_1

CUST_25416_PI403524517	2	0.08918285	0.16665077	0.05480194	-0.55511475	-0.054802418	-0.65030766	35_7367	Rep: CG9014-PA - Drosophila melanogaster (Fruit fly)	UniRef90_Q9VJW5	CHR3V7|COORD:3381853..3384232| zinc finger (C3HC4-type RING finger) family protein	AT3G10810.1	0	0	no descriptionnot assigned	not assigned.unknown	35_2

CUST_151746_PI403524517	2	-4.5394897E-4	1.0948048	-0.098349094	0.106215954	-0.22526455	4.5347214E-4	35_42427	"Cluster: Hypothetical protein OJ1006_A02.27; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1006_A02.27 - Oryza sativa (japonica cultiv"	UniRef90_Q6H8D3	"CHR1V7|COORD:5675918..5678679| SR45 (arginine/serine-rich 45); RNA binding"	AT1G16610.1	CHR02V5|COORD:6150318..6149286|protein expressed protein	LOC_Os02g11870.1	no description	not assigned.unknown	35_2

CUST_24437_PI403524517	2	-0.055933952	0.06733227	0.0702343	-0.02972126	0.02972126	-0.19883347	35_7093	"Cluster: Hypothetical protein OSJNBa0014C03.6; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0014C03.6 - Oryza sativa (japonica cu"	UniRef90_Q6AU77	"CHR5V7|COORD:8906687..8909850| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G52320.2); similar to Spectrin repeat [Medicago truncatula]"	AT5G25590.1	CHR05V5|COORD:19095223..19100596|protein expressed protein	LOC_Os05g32760.1	"no descriptionmoderately similar to ( 313)AT5G25590| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G52320.2); similar to Spectrin repeat [Medicago truncatula] (GB:ABE93358.1); similar to Os05g0394200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001055459.1); contains InterPro domain Protein of unknown function DUF632; (InterPro:IPR006867); contains InterPro domain Protein of unknown function DUF630; (InterPro:IPR006868) | chr5:8906687-8909850 REVERSEDUF632"	not assigned.unknown	35_2

CUST_4191_PI404877155	2	0.0516634	-0.4858513	-0.010030746	0.010030746	-0.02208805	0.084929466	Contig15037_at	putative ABC transporter, 5'-partial [Oryza sativa (japonica cultivar-group)]	AAP44649.1	ABC transporter family protein	At1g65410.1	protein ABC transporter ATP-binding protein, putative	Os03g46740	putative ABC transporter, 5'-partial	transport.ABC transporters and multidrug resistance systems	34_16

CUST_34890_PI403524517	2	-0.13253689	-0.86496353	0.6083288	0.020617008	0.29003763	-0.020617485	35_10056	"Cluster: Putative glycosyltransferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative glycosyltransferase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6F2F5	CHR1V7|COORD:1491459..1493930| galactosyltransferase family protein	AT1G05170.1	CHR03V5|COORD:21078086..21072516|protein beta-1,3-galactosyltransferase sqv-2, putative, expressed	LOC_Os03g38050.1	no descriptionmoderately similar to ( 222)AT1G05170| Symbols:  | galactosyltransferase family protein | chr1:1491459-1493930 REVERSEnot assigned Galactosyl_T	protein.glycosylation	29_7

CUST_1934_PI403524517	2	-1.6961222	-0.26771832	0.26771832	0.32701778	0.2871704	-1.1161413	35_513	"Cluster: Leaf-specific thionin precursor [Contains: Leaf-specific thionin; Acidic protein]; n=3; Hordeum vulgare|Rep: Leaf-specific thionin precursor [Contains:"	UniRef90_P09617	CHR1V7|COORD:24609539..24610136| thionin, putative	AT1G66100.1	CHR06V5|COORD:18773644..18772307|protein thionin precursor, putative, expressed	LOC_Os06g32240.1	" no descriptionvery weakly similar to (70.5)AT1G66100| Symbols:  | thionin, putative | chr1:24609539-24610136 REVERSEmoderately similar to ( 248)THN7_HORVUThionin BTH7 precursor [Contains: Thionin BTH7; Acidic protein] - Hordeum vulgare (Barley)Thionin "	stress.biotic	20_1

CUST_6670_PI404877155	2	-0.19747353	0.52970695	0.0516901	0.26552296	-0.0516901	-0.06492996	Contig19794_at	putative transcription factor OsEIL2 [Oryza sativa (japonica cultivar-group)]	BAC10338.1	0	0	protein Ethylene insensitive 3, putative	Os07g48630	NONE	RNA.regulation of transcription.EIN3-like(EIL) transcription factor family	27_3_19

CUST_24029_PI403524517	2	0.2413044	-0.25570107	-0.19637394	0.05891514	-0.05891514	0.2167244	35_6981	Rep: Protein kinase - Medicago truncatula (Barrel medic)	UniRef90_Q1T0C2	CHR5V7|COORD:25412399..25414994| leucine-rich repeat transmembrane protein kinase, putative	AT5G63410.1	CHR11V5|COORD:11752795..11758188|protein ATP binding protein, putative, expressed	LOC_Os11g20360.2	 no descriptionmoderately similar to ( 318)AT5G63410| Symbols:  | leucine-rich repeat transmembrane protein kinase, putative | chr5:25412399-25414994 REVERSEweakly similar to ( 127)CRI4_MAIZEPutative receptor protein kinase CRINKLY4 precursor - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pkinase S_TKc S_TKc PTKc TyrKc Pkinase_Tyr PTKc_Ror SPS1 PTKc_Fes_like PTKc_Csk_like PTKc_Jak_rpt2 PTKc_c-ros PTKc_Ror1 PTKc_Srm_Brk PTKc_Frk_like PTKc_Trk PTKc_Src_like PTKc_EGFR_like PTKc_Ror2 PTKc_Itk PTKc_EphR PTKc_Tyk2_rpt2 PTKc_Tie2 PTKc_Fer PTKc_Abl PTKc_FGFR PTKc_RET PTKc_Axl_like PTKc_Jak1_rpt2 PTKc_Syk_like PTKc_Csk PTKc_Tec_like PTKc_TrkA PTKc_Lck_Blk PTKc_Tie1 PTKc_Met_Ron 	protein.postranslational modification.kinase.receptor like cytoplasmatic kinase VII	29_4_1_57

CUST_60520_PI403524517	2	0.00573349	-0.4412384	0.016797066	0.024699211	-0.04900551	-0.0057344437	35_17253	"Cluster: Hypothetical protein P0692D12.12; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0692D12.12 - Oryza sativa (japonica cultivar-g"	UniRef90_Q60E83	"CHR1V7|COORD:621637..622137| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G02370.1); similar to Os05g0362300 [Oryza sativa (japonica cultivar-grou"	AT1G02816.1	CHR05V5|COORD:17224622..17225597|protein expressed protein	LOC_Os05g29900.1	" no descriptionweakly similar to ( 147)AT1G02816| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G02370.1); similar to Os05g0362300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001055314.1); similar to Protein of unknown function, DUF538 [Oryza sativa (japonica cultivar-group)] (GB:AAX95409.1); similar to Os05g0362500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001055315.1); contains InterPro domain Protein of unknown function DUF538; (InterPro:IPR007493) | chr1:621637-622137 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF538 PRK12323 HPC2 PRK07003 Herpes_BLLF1 Metaviral_G DUF566 APC_basic Atrophin-1 PRK07764 AF-4 Pneumo_att_G PRK06132 Coprinus_mating PRK12372 PRK10856 PRK00708 "	not assigned.unknown	35_2

CUST_69500_PI403524517	2	0.3160429	-0.24233341	0.1403017	-0.14030123	-0.76038694	0.1903143	35_19887	Rep: Hypothetical protein - Trypanosoma cruzi	UniRef90_Q4DID3	CHR1V7|COORD:11399903..11405702| actin binding	AT1G31810.1	CHR01V5|COORD:554817..550824|protein ATP binding protein, putative, expressed	LOC_Os01g02040.2	no description	not assigned.unknown	35_2

CUST_89289_PI403524517	2	-0.56210136	-0.41256523	0.42974377	0.6284008	-0.31092358	0.31092358	35_25543	"Cluster: Putative peptide transporter protein; n=1; Hordeum vulgare|Rep: Putative peptide transporter protein - Hordeum vulgare (Barley)"	UniRef90_Q70YJ2	CHR5V7|COORD:61256..63239| proton-dependent oligopeptide transport (POT) family protein	AT5G01180.1	CHR02V5|COORD:28743728..28747223|protein peptide transporter PTR2, putative, expressed	LOC_Os02g47090.1	no descriptionvery weakly similar to (76.6)AT5G01180| Symbols:  | proton-dependent oligopeptide transport (POT) family protein | chr5:61256-63239 REVERSEnot assigned	transport.peptides and oligopeptides	34_13

CUST_159164_PI403524517	2	0.0011920929	-0.09517479	-0.0011920929	0.047281265	0.017999649	-0.031435013	35_44428	0	0	CHR3V7|COORD:5708988..5710255| 60S ribosomal protein L19 (RPL19B)	AT3G16780.1	CHR03V5|COORD:12523525..12521018|protein 60S ribosomal protein L19-3, putative, expressed	LOC_Os03g21940.1	no description	not assigned.unknown	35_2

CUST_5310_PI404877155	2	0.019599915	0.3330288	-0.019599915	-0.06352806	-0.14293289	0.069475174	Contig1689_at	lipid transfer protein [Hordeum vulgare]	AAF14232.1	expressed protein	At5g51020.1	protein Protease inhibitor/seed storage/LTP family, putative	Os01g60740	"lipid transfer protein, putative, similar to lipid transfer protein 6 from Arabidopsis thaliana (gi:8571927); contains Pfam protease inhibitor/seed storage/LTP family domain PF00234"	lipid metabolism.lipid transfer proteins etc	11_6

CUST_78745_PI403524517	2	0.117694855	-0.974236	-0.08524799	0.11951256	-0.072824	0.072824	35_22579	"Cluster: Zinc finger family protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Zinc finger family protein,"	UniRef90_Q2QLR6	CHR4V7|COORD:10699393..10701352| zinc finger (C3HC4-type RING finger) family protein	AT4G19670.1	CHR12V5|COORD:26996384..26991676|protein ubiquitin-protein ligase/ zinc ion binding protein, putative, expressed	LOC_Os12g43560.1	no descriptionweakly similar to ( 132)AT4G19670| Symbols:  | protein binding / zinc ion binding | chr4:10699393-10701352 REVERSE	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_179859_PI403524517	2	0.11629057	0.32373428	-0.07351637	0.07351637	-0.16117668	-0.14879513	35_50019	Rep: NPL4-like protein - Oryza sativa (Rice)	UniRef90_Q9AS33	CHR2V7|COORD:19636595..19638043| NPL4 family protein	AT2G47970.1	CHR01V5|COORD:15971703..15976386|protein NPL4 family protein, expressed	LOC_Os01g27990.2	no descriptionvery weakly similar to (82.8)AT2G47970| Symbols:  | NPL4 family protein | chr2:19636595-19638043 FORWARDvery weakly similar to (99.8)NPL4_ORYSANPL4	not assigned.no ontology	35_1

CUST_39980_PI403524517	2	0.035567284	0.6069746	-0.036345482	-0.035567284	0.26727962	-0.10082722	35_11498	"Cluster: Putative esterase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative esterase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5Z4C9	"CHR5V7|COORD:7933369..7934376| similar to ATGID1C/GID1C (GA INSENSITIVE DWARF1C) [Arabidopsis thaliana] (TAIR:AT5G27320.1); similar to"	AT5G23530.1	CHR06V5|COORD:11585344..11587080|protein gibberellin receptor GID1L2, putative, expressed	LOC_Os06g20200.1	"no descriptionvery weakly similar to ( 100)AT5G23530| Symbols:  | similar to ATGID1C/GID1C (GA INSENSITIVE DWARF1C) [Arabidopsis thaliana] (TAIR:AT5G27320.1); similar to Esterase/lipase/thioesterase [Medicago truncatula] (GB:ABE80317.1); contains InterPro domain Esterase/lipase/thioesterase; (InterPro:IPR000379); contains InterPro domain Alpha/beta hydrolase fold-3; (InterPro:IPR013094) | chr5:7933369-7934376 REVERSEvery weakly similar to (77.0)GID1_ORYSAnot assigned not assigned Abhydrolase_3 Aes"	not assigned.no ontology	35_1

CUST_24106_PI403524517	2	0.07845688	0.23142529	0.01793766	-0.1958332	-0.13468933	-0.017936707	35_7001	"Cluster: Proteophosphoglycan 5; n=1; Leishmania major strain Friedlin|Rep: Proteophosphoglycan 5 - Leishmania major strain Friedlin"	UniRef90_Q4FX62	CHR1V7|COORD:25812961..25813793| AGP19/ATAGP19 (ARABINOGALACTAN-PROTEIN 19)	AT1G68725.1	CHR05V5|COORD:29678166..29675828|protein DNA-binding protein, putative, expressed	LOC_Os05g51850.3	no descriptionAtrophin-1	not assigned.unknown	35_2

CUST_48968_PI403524517	2	0.0525465	-0.79043007	-0.10103893	0.032523155	-0.020175934	0.020175934	35_13980	Rep: Histone H2B.4 - Triticum aestivum (Wheat)	UniRef90_Q43215	CHR3V7|COORD:16924599..16925036| histone H2B, putative	AT3G46030.1	CHR01V5|COORD:2845932..2841231|protein core histone H2A/H2B/H3/H4 family protein, expressed	LOC_Os01g05970.1	 no descriptionweakly similar to ( 171)AT5G22880| Symbols:  | histone H2B, putative | chr5:7652133-7652570 REVERSEweakly similar to ( 176)H2B3_WHEATHistone H2B.3 - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned H2B Histone TT_ORF1 Protamine_P1 	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_8358_PI404877155	2	0.22467518	-0.17510414	-0.46857643	0.004023552	-0.004023552	0.087524414	Contig24765_at	0	0	0	0	protein myb-like DNA-binding domain, SHAQKYF class, putative	Os06g08440	NONE	RNA.regulation of transcription.ARR	27_3_05

CUST_63777_PI403524517	2	0.20328617	-0.19013596	-0.042827606	0.0042152405	-0.004216194	0.07470417	35_18214	"Cluster: Putative kinesin; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative kinesin - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5VQ09	"CHR1V7|COORD:4234120..4238550| PAK (PHOSPHATIDIC ACID KINASE); microtubule motor"	AT1G12430.1	CHR06V5|COORD:1982164..1972530|protein PAK, putative, expressed	LOC_Os06g04560.1	"no descriptionhighly similar to ( 585)AT1G12430| Symbols: PAK | PAK (PHOSPHATIDIC ACID KINASE); microtubule motor | chr1:4234120-4238550 REVERSEnot assigned not assigned not assigned not assigned ARM"	cell.organisation	31_1

CUST_67497_PI403524517	2	-0.02456379	0.12744427	0.024564743	-0.055316925	-0.17835999	0.06685257	35_19277	"Cluster: Os08g0430000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os08g0430000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J5J9	CHR1V7|COORD:2257730..2260099| transformer serine/arginine-rich ribonucleoprotein, putative	AT1G07350.1	CHR08V5|COORD:20649825..20643254|protein expressed protein	LOC_Os08g33320.1	no descriptionnot assigned not assigned not assigned	not assigned.unknown	35_2

CUST_137255_PI403524517	2	0.28453684	-1.2955012	0.13353968	0.014031887	-0.014031887	-0.13588095	35_38491	"Cluster: Expressed protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QZ88	CHR3V7|COORD:5920619..5926852| protein transporter	AT3G17340.1	CHR11V5|COORD:27911397..27903654|protein expressed protein	LOC_Os11g47320.2	no descriptionmoderately similar to ( 223)AT3G17340| Symbols:  | protein transporter | chr3:5920619-5926852 REVERSE	protein.targeting.nucleus	29_3_1

CUST_77488_PI403524517	2	0.12576485	-0.17584991	0.020934105	-0.020934105	0.14471722	-0.0880394	35_22207	"Cluster: Hypothetical protein P0435H01.7; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0435H01.7 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q5JNF8	CHR1V7|COORD:29578755..29580651| integral membrane family protein	AT1G78620.1	CHR01V5|COORD:30725792..30732768|protein uncharacterized conserved membrane protein, putative, expressed	LOC_Os01g52864.3	no descriptionweakly similar to ( 187)AT1G78620| Symbols:  | integral membrane family protein | chr1:29578755-29580651 REVERSEnot assigned COG1836 DUF92	not assigned.no ontology	35_1

CUST_57025_PI403524517	2	0.14049053	0.65454865	0.18684196	-0.2365551	-0.18648338	-0.14049149	35_16257	Rep: H0306F03.4 protein - Oryza sativa (Rice)	UniRef90_Q25A70	"CHR1V7|COORD:9296050..9298361| ATCUL3/ATCUL3A/CUL3/CUL3A (Cullin 3A); protein binding / ubiquitin-protein ligase"	AT1G26830.1	CHR04V5|COORD:32507274..32511697|protein cullin-4B, putative, expressed	LOC_Os04g55030.1	" no descriptionhighly similar to ( 835)AT1G26830| Symbols: CUL3A, ATCUL3A, ATCUL3, CUL3 | ATCUL3/ATCUL3A/CUL3/CUL3A (Cullin 3A); protein binding / ubiquitin-protein ligase | chr1:9296050-9298361 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned COG5647 Cullin CULLIN "	protein.degradation.ubiquitin.E3.BTB/POZ Cullin3.Cullin3	29_5_11_4_5_1

CUST_10390_PI404877155	2	0.14897537	-0.3369112	-0.07660389	0.11706734	-0.0025253296	0.002524376	Contig4136_at	vacuolar ATPase subunit F family protein [Arabidopsis thaliana] sp|Q9ZQX4|VATF_ARATH Probable vacuolar ATP synthase subunit F (V-ATPase F su	NP_192171.1	vacuolar ATPase subunit F family protein	At4g02620.1	protein Similar to probable vacuolar atp synthase subunit f (ec 3.6.3.14) (v-atpase f subunit) (va	Os04g05080	vacuolar ATPase -related	transport.p- and v-ATPases	34_1

CUST_181945_PI403524517	2	0.032502174	0.28047562	0.13739014	-0.17551899	-0.032502174	-0.13643456	35_50584	"Cluster: Hypothetical protein T5M16.19; n=2; Arabidopsis thaliana|Rep: Hypothetical protein T5M16.19 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9CAP7	CHR1V7|COORD:29157784..29167856| binding	AT1G77600.1	CHR01V5|COORD:38008557..37993557|protein HEAT repeat family protein, expressed	LOC_Os01g64900.1	no descriptionvery weakly similar to (66.6)AT1G77600| Symbols:  | binding | chr1:29157784-29167856 REVERSE	not assigned.no ontology	35_1

CUST_29864_PI399408534	2	0.040275574	-0.11315155	0.014034271	-0.06890392	-0.014034271	0.063658714	35_21700	"Cluster: PHD finger transcription factor-like; n=3; Oryza sativa (japonica cultivar-group)|Rep: PHD finger transcription factor-like - Oryza sativa (japonica cu"	UniRef90_Q6ZA58	CHR1V7|COORD:1577230..1582189| DNA binding	AT1G05380.1	CHR07V5|COORD:3858055..3866664|protein DNA binding protein, putative, expressed	LOC_Os07g07690.2	no descriptionmoderately similar to ( 228)AT1G05380| Symbols:  | DNA binding | chr1:1577230-1582189 FORWARD	RNA.regulation of transcription.PHD finger transcription factor	27_3_63

CUST_28070_PI403524517	2	0.024214745	0.32843685	-0.91285706	0.27635002	-0.7302065	-0.024214745	35_8115	"Cluster: Putative MTD1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative MTD1 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ZC09	"CHR5V7|COORD:7249449..7250356| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G43850.1); similar to MTD1 [Medicago truncatula] (GB:AAF86687.1);"	AT5G21940.1	CHR08V5|COORD:22329557..22332054|protein MTD1, putative, expressed	LOC_Os08g35630.1	"no descriptionvery weakly similar to (61.2)AT5G21940| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G43850.1); similar to MTD1 [Medicago truncatula] (GB:AAF86687.1); similar to MTD1 [Medicago truncatula] (GB:ABE80228.1) | chr5:7249449-7250356 REVERSE"	not assigned.unknown	35_2

CUST_119939_PI403524517	2	0.79493904	-0.1613102	-0.00449419	0.4518199	0.0044937134	-0.508276	35_33920	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_18569_PI399408534	2	0.08818722	0.5183258	-0.06479263	-0.09395695	-0.011968613	0.011968613	35_29612	"Cluster: SF16 protein-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: SF16 protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q9ASF7	"CHR2V7|COORD:11150511..11152060| IQD6 (IQ-domain 6); calmodulin binding"	AT2G26180.1	CHR01V5|COORD:29777301..29774837|protein calmodulin binding protein, putative, expressed	LOC_Os01g51230.1	"no descriptionvery weakly similar to (93.2)AT2G26180| Symbols: IQD6 | IQD6 (IQ-domain 6); calmodulin binding | chr2:11150511-11152060 REVERSE"	signalling.calcium	30_3

CUST_68342_PI403524517	2	0.2138176	-1.2576056	-0.057904243	0.092681885	-0.012207031	0.012207031	35_19541	"Cluster: S-adenosylmethionine decarboxylase; n=1; Oryza sativa (japonica cultivar-group)|Rep: S-adenosylmethionine decarboxylase - Oryza sativa (japonica cultiv"	UniRef90_Q6F4N6	"CHR3V7|COORD:510230..511330| SAMDC (S-ADENOSYLMETHIONINE DECARBOXYLASE); adenosylmethionine decarboxylase"	AT3G02470.2	CHR09V5|COORD:15388095..15384605|protein S-adenosylmethionine decarboxylase proenzyme, putative, expressed	LOC_Os09g25620.3	no descriptionmoderately similar to ( 327)AT3G02470| Symbols: SAMDC | SAMDC (S-ADENOSYLMETHIONINE DECARBOXYLASE) | chr3:510230-511330 FORWARDmoderately similar to ( 481)DCAM_ORYSAnot assigned not assigned SAM_decarbox AdoMetDC_leader	polyamine metabolism.synthesis.SAM decarboxylase	22_1_2

CUST_88145_PI403524517	2	-0.009147167	-0.03276062	0.093502045	0.041017532	-0.021131516	0.00914669	35_25235	"Cluster: Hypothetical protein P0708G02.18; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0708G02.18 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5NB88	"CHR1V7|COORD:5675918..5678679| SR45 (arginine/serine-rich 45); RNA binding"	AT1G16610.2	CHR01V5|COORD:7516419..7521235|protein expressed protein	LOC_Os01g13490.1	no descriptionnot assigned not assigned not assigned not assigned PRK12323 PRK12678 PRK07764	not assigned.unknown	35_2

CUST_160759_PI403524517	2	-0.71942425	-1.2900109	-0.024164677	0.9089198	0.12175655	0.024164677	35_44856	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_49376_PI403524517	2	0.0	-0.014442444	0.0	-0.084379196	0.034898758	0.010894775	35_14083	Rep: Tubulin alpha-2 chain - Zea mays (Maize)	UniRef90_P14641	CHR4V7|COORD:8548765..8550315| TUA6 (tubulin alpha-6 chiain)	AT4G14960.2	CHR11V5|COORD:7955967..7958851|protein tubulin alpha-3 chain, putative, expressed	LOC_Os11g14220.2	no descriptionhighly similar to ( 818)AT4G14960| Symbols: TUA6 | TUA6 (tubulin alpha-6 chiain) | chr4:8548765-8550315 REVERSEhighly similar to ( 825)TBA1_PEATubulin alpha-1 chain - Pisum sativum (Garden pea)not assigned not assigned not assigned not assigned not assigned not assigned not assigned alpha_tubulin COG5023 Tubulin_FtsZ beta_tubulin gamma_tubulin epsilon_tubulin Tubulin Tubulin_C delta_tubulin	cell.organisation	31_1

CUST_103913_PI403524517	2	0.18918514	0.043623924	-0.043624878	0.18981647	-0.25076675	-0.04994774	35_29623	"Cluster: Os09g0111100 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0111100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J3H7	"CHR3V7|COORD:18576305..18577652| CYCD3;3 (CYCLIN D3;3); cyclin-dependent protein kinase"	AT3G50070.1	CHR09V5|COORD:970670..968662|protein cyclin delta-3, putative, expressed	LOC_Os09g02360.1	"no descriptionvery weakly similar to (53.1)AT3G50070| Symbols: CYCD3;3 | CYCD3;3 (CYCLIN D3;3); cyclin-dependent protein kinase | chr3:18576305-18577652 REVERSEnot assigned not assigned not assigned not assigned PRK07003"	cell.cycle	31_3

CUST_81841_PI403524517	2	0.1876688	-0.0517931	-0.061998367	-0.03838539	0.0634737	0.03838539	35_23474	"Cluster: Nodulin-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Nodulin-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K824	CHR2V7|COORD:14506315..14512634| binding	AT2G34357.1	CHR02V5|COORD:33141034..33148236|protein nodulin-like protein, putative, expressed	LOC_Os02g54110.1	no descriptionvery weakly similar to (70.5)AT2G34357| Symbols:  | binding | chr2:14506315-14512634 FORWARD	not assigned.unknown	35_2

CUST_59149_PI403524517	2	0.017840385	0.11362839	0.08119488	-0.16625595	-0.22969532	-0.017840385	35_16868	"Cluster: Isochorismatase hydrolase-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Isochorismatase hydrolase-like protein - Oryza sativa (japonic"	UniRef90_Q6K1Z7	CHR2V7|COORD:9596684..9597926| isochorismatase hydrolase family protein	AT2G22570.1	CHR02V5|COORD:23767238..23769799|protein isochorismatase hydrolase, putative, expressed	LOC_Os02g39400.1	no descriptionmoderately similar to ( 296)AT2G22570| Symbols: ATNIC1 | isochorismatase hydrolase family protein | chr2:9597101-9597926 REVERSEcysteine_hydrolases PncA nicotinamidase nicotinamidase_related Isochorismatase	secondary metabolism.phenylpropanoids	16_2

CUST_86313_PI403524517	2	0.49403572	0.5368171	0.08737707	-0.08737707	-0.210711	-0.61131907	35_24719	"Cluster: Hypothetical protein OJ1567_G09.117; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1567_G09.117 - Oryza sativa (japonica cult"	UniRef90_Q7XIU5	0	0	CHR07V5|COORD:514124..520251|protein expressed protein	LOC_Os07g01860.1	no description	not assigned.unknown	35_2

CUST_95522_PI403524517	2	0.41846132	0.6003628	-0.1941638	0.19416428	-0.81640005	-0.34162617	35_27300	"Cluster: HEAT repeat family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: HEAT repeat family protein, expressed - Oryza sativa (japonica"	UniRef90_Q10NF0	CHR3V7|COORD:2871222..2873115| armadillo/beta-catenin repeat family protein	AT3G09350.1	CHR03V5|COORD:9058460..9054674|protein expressed protein	LOC_Os03g16460.1	no descriptionweakly similar to ( 110)AT3G09350| Symbols:  | binding | chr3:2871716-2873115 FORWARDnot assigned	not assigned.no ontology.armadillo/beta-catenin repeat family protein	35_1_3

CUST_78992_PI403524517	2	0.49649525	-0.25106287	-1.0311618	0.3827114	-0.4345951	0.25106287	35_22657	Rep: Pox1 protein - Triticum aestivum (Wheat)	UniRef90_Q41577	CHR5V7|COORD:1579143..1580820| peroxidase, putative	AT5G05340.1	CHR07V5|COORD:28686750..28688680|protein peroxidase precursor, putative, expressed	LOC_Os07g48050.1	 no descriptionvery weakly similar to (95.5)AT1G14540| Symbols:  | anionic peroxidase, putative | chr1:4974228-4975595 REVERSEweakly similar to ( 129)PER1_WHEATPeroxidase precursor - Triticum aestivum (Wheat)secretory_peroxidase plant_peroxidase peroxidase 	misc.peroxidases	26_12

CUST_27630_PI403524517	2	-0.15226841	0.3406391	0.013295174	-0.013295174	-0.45524406	0.07754421	35_7992	"Cluster: Serine/threonine-protein kinase SAPK4; n=3; Oryza sativa|Rep: Serine/threonine-protein kinase SAPK4 - Oryza sativa (Rice)"	UniRef90_Q5N942	"CHR5V7|COORD:2783538..2785870| ASK2 (ARABIDOPSIS SERINE/THREONINE KINASE 2); kinase"	AT5G08590.1	CHR01V5|COORD:38037090..38042145|protein serine/threonine-protein kinase SAPK4, putative, expressed	LOC_Os01g64970.1	" no descriptionweakly similar to ( 148)AT5G08590| Symbols: ASK2, SNRK2-1, SNRK2.1, SRK2G | ASK2 (ARABIDOPSIS SERINE/THREONINE KINASE 2); kinase | chr5:2783538-2785870 FORWARDweakly similar to ( 199)SAPK4_ORYSAnot assigned not assigned not assigned not assigned S_TKc S_TKc "	protein.postranslational modification	29_4

CUST_46323_PI403524517	2	-0.05749035	0.021659851	0.002368927	-0.1417656	-0.002368927	0.0038747787	35_13266	"Cluster: Putative pattern formation protein GNOM; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative pattern formation protein GNOM - Oryza sativa (japon"	UniRef90_Q6YWF5	CHR1V7|COORD:4789584..4794394| GN (GNOM)	AT1G13980.1	CHR02V5|COORD:13144842..13149935|protein pattern formation protein EMB30, putative, expressed	LOC_Os02g22090.1	 no descriptionweakly similar to ( 162)AT1G13980| Symbols: VAN7, EMB30, GN | GN (GNOM) | chr1:4789584-4794394 FORWARDnot assigned 	development.unspecified	33_99

CUST_3190_PI403524517	2	-0.003853798	-0.14095211	0.10434723	0.022052765	-0.026797295	0.003853798	35_868	Rep: Acyl-CoA-binding protein - Tropaeolum majus (Common nasturtium)	UniRef90_Q7XJJ8	"CHR1V7|COORD:11411113..11412080| ACBP (ACYL-COA-BINDING PROTEIN); acyl-CoA binding"	AT1G31812.1	CHR06V5|COORD:861570..859906|protein acyl-CoA-binding protein, putative, expressed	LOC_Os06g02490.1	"no descriptionvery weakly similar to (98.6)AT1G31812| Symbols: ACBP | ACBP (ACYL-COA-BINDING PROTEIN); acyl-CoA binding | chr1:11411113-11412080 REVERSEweakly similar to ( 115)ACBP_RICCOAcyl-CoA-binding protein - Ricinus communis (Castor bean)not assigned ACBP ACBP ACB"	lipid metabolism.FA synthesis and FA elongation.acyl-CoA binding protein	11_1_13

CUST_17577_PI404877155	2	-0.9898176	0.15198421	-0.02756977	-0.072197914	0.02756977	0.09481144	HV_CEb0006A14f_s_at	OSJNBa0083M16.33 [Oryza sativa (japonica cultivar-group)]	NP_909169.1	touch-responsive protein / calmodulin-related protein 2, touch-induced (TCH2)	At5g37770.1	protein EF hand, putative	Os01g04330	CALMODULIN-RELATED PROTEIN 2, TOUCH-INDUCED (TCH2)	signalling.calcium	30_3

CUST_5348_PI404877155	2	-0.06654453	-0.19362354	0.06317711	-0.00776577	0.023371696	0.00776577	Contig16972_at	putative GTP-BINDING PROTEIN YPTV3 [Oryza sativa (japonica cultivar-group)] gb|AAP52031.1| putative GTP-BINDING PROTEIN YPTV3 [Oryza sativa	NP_919744.1	GTP-binding protein-related	At5g64813.1	protein expressed protein	Os10g04580	GTP-binding protein-related, contains weak similarity to Ras-related protein Rab-27A (Rab-27) (GTP-binding protein Ram) (Swiss-Prot:P51159) (Homo sapiens)	signalling.G-proteins	30_5

CUST_86157_PI403524517	2	0.21890736	-0.68865204	-0.18392277	0.0075540543	-0.0075540543	0.13114262	35_24676	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QZ53	"CHR3V7|COORD:20529495..20531667| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G63270.1); similar to expressed protein [Oryza sativa (japonica"	AT3G55350.1	CHR11V5|COORD:28216432..28219984|protein transposon protein, putative, CACTA, En/Spm sub-class, expressed	LOC_Os11g47650.2	no description	not assigned.unknown	35_2

CUST_10615_PI404877155	2	-0.019581795	0.27335835	0.019580841	-0.058750153	-0.058288574	0.049201965	Contig4315_at	putative GTP binding protein [Oryza sativa (japonica cultivar-group)] dbj|BAC06946.1| putative GTP binding protein [Oryza sativa (japonica	NP_911060.1	GTP-binding protein-related	At1g50920.1	protein Nucleolar GTP-binding protein 1 (NOG1), putative	Os06g09570	NONE	signalling.G-proteins	30_5

CUST_156888_PI403524517	2	-0.040620804	0.6214142	0.5095539	-0.23826313	-0.58587456	0.040620804	35_43816	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_64853_PI403524517	2	0.32508183	-0.10400534	0.15794897	-0.08401251	0.08401251	-0.1952362	35_18518	"Cluster: FolC bifunctional protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: FolC bifunctional protein, expressed - Oryza sativa (japonica"	UniRef90_Q10SU1	"CHR5V7|COORD:1799739..1804442| ATDFB (A. THALIANA DHFS-FPGS HOMOLOG B); tetrahydrofolylpolyglutamate synthase"	AT5G05980.1	CHR03V5|COORD:624020..618942|protein folylpolyglutamate synthase, mitochondrial precursor, putative, expressed	LOC_Os03g02030.2	"no descriptionvery weakly similar to (99.4)AT5G05980| Symbols: ATDFB | ATDFB (A. THALIANA DHFS-FPGS HOMOLOG B); tetrahydrofolylpolyglutamate synthase | chr5:1799739-1804178 REVERSEnot assigned FolC PRK10846"	C1-metabolism.tetrahydrofolate synthase	25_8

CUST_89284_PI403524517	2	-0.085716724	0.27258444	-0.026350975	-0.1698103	0.030611515	0.026350975	35_25541	"Cluster: Hypothetical protein OJ1019_E02.8; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1019_E02.8 - Oryza sativa (japonica cultivar"	UniRef90_Q7XII5	0	0	CHR07V5|COORD:22880538..22885450|protein expressed protein	LOC_Os07g38160.1	no description	not assigned.unknown	35_2

CUST_85649_PI403524517	2	0.45555496	-0.22972727	-0.10444164	0.11615467	0.051083088	-0.051083565	35_24532	"Cluster: Hypothetical protein OSJNBa0014E22.24; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0014E22.24 - Oryza sativa (japonica"	UniRef90_Q6H5V7	"CHR1V7|COORD:27579344..27580787| similar to Os02g0637900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001047530.1); similar to conserved hypothetical"	AT1G73350.1	CHR02V5|COORD:25570903..25573303|protein expressed protein	LOC_Os02g42540.1	"no descriptionvery weakly similar to (82.8)AT1G73350| Symbols:  | similar to Os02g0637900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001047530.1); similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE81144.1) | chr1:27579344-27580787 REVERSE"	not assigned.unknown	35_2

CUST_11149_PI403524517	2	0.057478905	-0.07336283	-0.09817505	0.02445364	0.07525015	-0.02445364	35_3159	Rep: ZmGR2c protein - Zea mays (Maize)	UniRef90_Q9ZWI4	"CHR1V7|COORD:21242474..21244042| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G28770.1); similar to KED [Nicotiana tabacum] (GB:BAA95789.1)"	AT1G56660.1	CHR01V5|COORD:22254793..22248856|protein expressed protein	LOC_Os01g39000.2	no description	not assigned.unknown	35_2

CUST_69536_PI403524517	2	0.83334637	0.31338692	-0.52904797	-0.056149483	-0.27136755	0.05614996	35_19897	Rep: OSIGBa0131L05.3 protein - Oryza sativa (Rice)	UniRef90_Q01IB5	"CHR5V7|COORD:24403473..24403964| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G45210.1); similar to Protein of unknown function DUF584 [Medicago"	AT5G60680.1	CHR04V5|COORD:25856780..25855601|protein expressed protein	LOC_Os04g43990.1	"no descriptionweakly similar to ( 110)AT5G60680| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G45210.1); similar to Protein of unknown function DUF584 [Medicago truncatula] (GB:ABE80969.1); contains InterPro domain Protein of unknown function DUF584; (InterPro:IPR007608) | chr5:24403473-24403964 FORWARDnot assigned not assigned not assigned DUF584"	not assigned.unknown	35_2

CUST_55024_PI403524517	2	-0.10032272	0.20624733	0.11447525	-0.17468643	0.092840195	-0.09284115	35_15662	"Cluster: Putative tumor differentially expressed protein 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative tumor differentially expressed protein 1 -"	UniRef90_Q6K688	CHR1V7|COORD:5540899..5542664| TMS membrane family protein / tumour differentially expressed (TDE) family protein	AT1G16180.1	CHR02V5|COORD:33688279..33684870|protein serine incorporator 3, putative, expressed	LOC_Os02g54990.2	no descriptionhighly similar to ( 583)AT1G16180| Symbols:  | TMS membrane family protein / tumour differentially expressed (TDE) family protein | chr1:5540899-5542664 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Serinc PRK07003 Herpes_UL56 PRK12323 Atrophin-1 PRK07764 Herpes_BLLF1 DUF566 KAR9 AF-4 Herpes_LP Pneumo_att_G	not assigned.no ontology	35_1

CUST_14532_PI399408534	2	0.38189697	0.22339058	0.29611254	-0.2995186	-0.22339106	-0.71988153	35_24908	"Cluster: Helix-loop-helix DNA-binding domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Helix-loop-helix DNA-binding domain"	UniRef90_Q2R1K8	CHR3V7|COORD:17579020..17580086| basic helix-loop-helix (bHLH) family protein	AT3G47640.1	CHR11V5|COORD:22636275..22631489|protein amelogenin precursor like protein, putative, expressed	LOC_Os11g38870.1	no descriptionweakly similar to ( 113)AT3G47640| Symbols:  | basic helix-loop-helix (bHLH) family protein | chr3:17579020-17580086 FORWARD	RNA.regulation of transcription.bHLH,Basic Helix-Loop-Helix family	27_3_6

CUST_23050_PI403524517	2	0.010515213	0.40637016	-0.046100616	-0.09145641	0.05537319	-0.010515213	35_6700	"Cluster: Os01g0138900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0138900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JQU0	"CHR3V7|COORD:6262016..6264031| CYP77A5P (cytochrome P450, family 77, subfamily A, polypeptide 5 pseudogene); catalytic"	AT3G18270.1	CHR01V5|COORD:2074705..2071555|protein muconate cycloisomerase-like protein, putative, expressed	LOC_Os01g04630.1	" no descriptionweakly similar to ( 118)AT3G18270| Symbols: CYP77A5P | CYP77A5P (cytochrome P450, family 77, subfamily A, polypeptide 5 pseudogene); catalytic | chr3:6262016-6264031 FORWARDL-Ala-DL-Glu_epimerase "	misc.misc2	26_1

CUST_46008_PI403524517	2	0.064492226	-0.064492226	0.12303066	-0.07487488	0.35171986	-0.09040928	35_13177	"Cluster: Hypothetical protein OJ1123_E07.4; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1123_E07.4 - Oryza sativa (japonica cultivar"	UniRef90_Q6YX77	CHR5V7|COORD:13539123..13540374| similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE90606.1)	AT5G35320.1	CHR02V5|COORD:2246169..2242926|protein expressed protein	LOC_Os02g04860.1	no description	not assigned.unknown	35_2

CUST_135814_PI403524517	2	-0.09296322	0.03418541	0.049001694	-0.15584946	0.08242035	-0.03418541	35_38090	"Cluster: Os01g0921200 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0921200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JGI9	"CHR1V7|COORD:25284296..25290244| GCS1 (GLUCOSIDASE 1); alpha-glucosidase"	AT1G67490.1	CHR01V5|COORD:40547968..40556113|protein mannosyl-oligosaccharide glucosidase, putative, expressed	LOC_Os01g69210.1	" no descriptionmoderately similar to ( 211)AT1G67490| Symbols: KNOPF, KNF, GCS1 | GCS1 (GLUCOSIDASE 1); alpha-glucosidase | chr1:25284296-25290244 REVERSEnot assigned Glyco_hydro_63 "	misc.gluco-, galacto- and mannosidases	26_3

CUST_3767_PI399408534	2	0.333189	0.1560173	0.059196472	-0.37169123	-0.831182	-0.059195995	35_49765	"Cluster: Os02g0772000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0772000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DX62	CHR4V7|COORD:5286348..5292069| KOW domain-containing transcription factor family protein	AT4G08350.1	CHR02V5|COORD:32578698..32585503|protein transcription elongation factor SPT5 homolog 1, putative, expressed	LOC_Os02g53230.1	no descriptionmoderately similar to ( 205)AT4G08350| Symbols:  | KOW domain-containing transcription factor family protein | chr4:5286348-5292069 FORWARDnot assigned nusG NGN	RNA.regulation of transcription.Global transcription factor group	27_3_52

CUST_30296_PI403524517	2	0.066752434	0.47976112	-0.01622963	-0.13718224	0.016228676	-0.064964294	35_8744	"Cluster: Transcription initiation factor IID, 31kD subunit family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Transcription initiation"	UniRef90_Q10JT5	"CHR1V7|COORD:20217743..20218536| TAFII21 (TATA BINDING PROTEIN ASSOCIATED FACTOR 21KDA SUBUNIT); transcription initiation factor"	AT1G54140.1	CHR03V5|COORD:16749241..16754470|protein transcription initiation factor TFIID subunit 9B, putative, expressed	LOC_Os03g29470.1	"no descriptionvery weakly similar to (58.5)AT1G54140| Symbols: TAFII21 | TAFII21 (TATA BINDING PROTEIN ASSOCIATED FACTOR 21KDA SUBUNIT); transcription initiation factor | chr1:20217743-20218536 REVERSE"	RNA.transcription	27_2

CUST_113119_PI403524517	2	0.09834814	-0.090013504	0.059073925	0.2817421	-0.0590744	-0.07734537	35_32109	"Cluster: Os09g0536300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os09g0536300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J016	CHR1V7|COORD:6945716..6947008| pathogenesis-related thaumatin family protein	AT1G20030.2	CHR09V5|COORD:21088365..21090101|protein thaumatin-like protein 1 precursor, putative	LOC_Os09g36560.1	no descriptionvery weakly similar to ( 100)AT1G20030| Symbols:  | pathogenesis-related thaumatin family protein | chr1:6945841-6947008 FORWARDvery weakly similar to (90.9)TLP1_PRUPEThaumatin-like protein 1 precursor - Prunus persica (Peach)THN Thaumatin	stress.biotic	20_1

CUST_176970_PI403524517	2	-0.13948154	-0.35239887	0.006483078	0.35786438	0.32862854	-0.0064840317	35_49237	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_2469_PI399408534	2	-0.20609426	0.19814253	-0.6162205	0.041291714	-0.041291714	0.08055639	35_42798	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q336Q9	CHR1V7|COORD:5825102..5828049| transcription factor-related	AT1G17040.1	CHR10V5|COORD:22148469..22154135|protein expressed protein	LOC_Os10g41770.1	no descriptionvery weakly similar to (73.9)AT1G17040| Symbols:  | transcription factor-related | chr1:5825102-5828049 FORWARD	RNA.regulation of transcription.unclassified	27_3_99

CUST_54398_PI403524517	2	-0.00687027	-0.23098183	-0.016126633	0.00687027	0.06990242	0.06990242	35_15485	"Cluster: Os03g0167100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os03g0167100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DUU5	"CHR5V7|COORD:25684755..25684949| RPS28 (RIBOSOMAL PROTEIN S28); structural constituent of ribosome"	AT5G64140.1	CHR10V5|COORD:13993436..13992067|protein 40S ribosomal protein S28, putative, expressed	LOC_Os10g27174.1	"no descriptionvery weakly similar to (82.4)AT5G64140| Symbols: RPS28 | RPS28 (RIBOSOMAL PROTEIN S28); structural constituent of ribosome | chr5:25684755-25684949 REVERSEvery weakly similar to (98.6)RS28_MAIZE40S ribosomal protein S28 - Zea mays (Maize)not assigned Ribosomal_S28e RPS28A rps28e"	protein.synthesis.misc ribososomal protein	29_2_2

CUST_140524_PI403524517	2	0.45186663	-0.008148193	0.008148193	0.16046572	-0.30512762	-0.09661293	35_39401	"Cluster: Putative Nuclear pore complex protein Nup155; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Nuclear pore complex protein Nup155 - Oryza sat"	UniRef90_Q5Z4E0	CHR1V7|COORD:5116916..5123254| NUP155 (Nucleoporin 155)	AT1G14850.1	CHR06V5|COORD:11514409..11525626|protein NUP155, putative, expressed	LOC_Os06g20090.1	no descriptionmoderately similar to ( 202)AT1G14850| Symbols: NUP155 | NUP155 (Nucleoporin 155) | chr1:5116916-5123254 REVERSEnot assigned	protein.targeting.nucleus	29_3_1

CUST_180084_PI403524517	2	-0.009694099	0.14484501	0.042999268	1.9264221E-4	-1.9359589E-4	-0.087776184	35_50081	"Cluster: Putative allyl alcohol dehydrogenase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative allyl alcohol dehydrogenase - Oryza sativa (japonica cu"	UniRef90_Q8S0M7	CHR1V7|COORD:24375271..24377336| allyl alcohol dehydrogenase, putative	AT1G65560.1	CHR01V5|COORD:39079460..39081807|protein NADP-dependent oxidoreductase P1, putative, expressed	LOC_Os01g66720.1	 no descriptionmoderately similar to ( 205)AT1G65560| Symbols:  | allyl alcohol dehydrogenase, putative | chr1:24375271-24377336 REVERSEnot assigned COG2130 Qor 	misc.oxidases - copper, flavone etc.	26_7

CUST_162065_PI403524517	2	0.32459497	0.4493065	0.09791279	-0.39651537	-0.09791279	-0.4756322	35_45206	Rep: Putative potassium transporter 8 - Oryza sativa (Rice)	UniRef90_Q8VXB5	"CHR2V7|COORD:16938523..16941594| KT2 (POTASSIUM TRANSPORTER 2); potassium ion transporter"	AT2G40540.1	CHR03V5|COORD:12503309..12507716|protein potassium transporter 8, putative, expressed	LOC_Os03g21890.1	 no descriptionweakly similar to ( 107)AT2G40540| Symbols: ATKT2, SHY3, KUP2, ATKUP2, TRK2, KT2 | KT2 (POTASSIUM TRANSPORTER 2) | chr2:16938523-16941594 FORWARDweakly similar to ( 123)HAK8_ORYSAK_trans Kup trkD 	transport.potassium	34_15

CUST_63457_PI403524517	2	0.099113464	0.30171394	-0.09911251	-0.13130951	-0.30588531	0.12773323	35_18119	"Cluster: HEAT repeat family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: HEAT repeat family protein, expressed - Oryza sativa (japonica"	UniRef90_Q10RT3	CHR2V7|COORD:15432818..15443960| binding	AT2G36810.1	CHR03V5|COORD:2572240..2584613|protein HEAT repeat family protein, expressed	LOC_Os03g05330.1	no descriptionvery weakly similar to (63.9)AT2G36810| Symbols:  | binding | chr2:15432818-15443960 REVERSE	not assigned.unknown	35_2

CUST_135986_PI403524517	2	0.06658411	-2.2076488	-0.7031789	0.6297469	0.8194785	-0.06658459	35_38136	"Cluster: Polygalacturonase PG1-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Polygalacturonase PG1-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5VNP4	CHR1V7|COORD:22318091..22320532| polygalacturonase, putative / pectinase, putative	AT1G60590.1	CHR01V5|COORD:25840654..25845090|protein polygalacturonase precursor, putative, expressed	LOC_Os01g44970.1	 no descriptionmoderately similar to ( 259)AT1G60590| Symbols:  | polygalacturonase, putative / pectinase, putative | chr1:22318091-22320532 REVERSEweakly similar to ( 143)PGLR_ACTCHPolygalacturonase precursor - Actinidia chinensis (Kiwi) (Yangtao)Glyco_hydro_28 PGU1 	cell wall.degradation.pectate lyases and polygalacturonases	10_6_3

CUST_99663_PI403524517	2	0.39747906	0.031799316	-0.031799793	-0.11856842	-0.093673706	0.18131256	35_28450	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2R496		0	CHR11V5|COORD:16452136..16448568|protein expressed protein	LOC_Os11g29240.1	no description	not assigned.unknown	35_2

CUST_6156_PI404877155	2	0.042321205	0.8310461	-0.24509239	0.040150642	-0.040150166	-0.14876175	Contig18517_at	putative mannitol transporter protein [Oryza sativa (japonica cultivar-group)] gb|AAP53290.1| putative mannitol transporter protein [Oryza s	NP_921003.1	mannitol transporter, putative	At4g36670.1	protein putative mannitol transporter protein	Os10g21590	"mannitol transporter, putative, similar to mannitol transporter (Apium graveolens var. dulce) GI:12004316; contains Pfam profile PF00083: major facilitator superfamily protein"	transporter.sugars	34_2

CUST_96314_PI403524517	2	-0.2493062	0.10590553	0.31491327	-0.10590553	0.11774874	-0.18672371	35_27512	"Cluster: Putative vesicle-associated membrane protein-associated protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative vesicle-associated"	UniRef90_Q6H7R1	CHR2V7|COORD:18618104..18620046| vesicle-associated membrane protein, putative / VAMP, putative	AT2G45140.1	CHR02V5|COORD:25825767..25822495|protein VAP27, putative, expressed	LOC_Os02g42940.1	 no descriptionweakly similar to ( 183)AT2G45140| Symbols:  | vesicle-associated membrane protein, putative / VAMP, putative | chr2:18618104-18620046 FORWARDnot assigned Motile_Sperm SCS2 	not assigned.no ontology	35_1

CUST_71787_PI403524517	2	-0.020000458	0.38676167	0.12552023	-0.035194874	0.020000458	-0.2600708	35_20579	"CaM kinase homolog|MCK1 protein; n=6; Poaceae|Rep: Calcium/calmodulin-dependent protein kinase homolog|CaM"	UniRef90_P93520	CHR2V7|COORD:19190038..19193500| calcium-dependent protein kinase, putative / CDPK, putative	AT2G46700.1	CHR10V5|COORD:19316287..19311132|protein CDPK-related protein kinase, putative, expressed	LOC_Os10g36710.1	 no descriptionmoderately similar to ( 473)AT2G46700| Symbols:  | calcium-dependent protein kinase, putative / CDPK, putative | chr2:19190038-19193500 REVERSEmoderately similar to ( 454)CRK_DAUCACDPK-related protein kinase - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase SPS1 Pkinase_Tyr TyrKc PTKc PTKc_Tec_like PTKc_Src_like PTKc_Btk_Bmx PTKc_Srm_Brk PTKc_Tec_Rlk PTKc_Itk PTKc_Csk_like PTKc_Trk PTKc_Frk_like PTKc_Ack_like PTKc_PDGFR PTKc_Jak_rpt2 PTKc_Syk_like PTKc_Fes_like PTKc_FAK PTKc_EGFR_like PTKc_EphR PTKc_FGFR PTKc_Lyn PTKc_FGFR2 PTKc_Jak2_Jak3_rpt2 PTKc_Lck_Blk PTKc_Abl PTKc_Jak1_rpt2 PTKc_Syk PTKc_FGFR3 PTKc_ALK_LTK PTKc_Fer PTKc_Fes PTKc_EphR_A PTKc_Chk PTKc_EphR_B PTKc_FGFR4 PTKc_Hck PTKc_InsR_like PTKc_c-ros PTKc_TrkA PTKc_Fyn_Yrk PTKc_FGFR1 PTKc_Src PTKc_TrkB PTKc_Yes PTKc_TrkC PTK_CCK4 PTKc_Tyk2_rpt2 PTKc_Tie1 PTKc_Csk PTKc_Tie PTKc_Zap-70 PTKc_EphR_A2 PTKc_RET PTKc_EGFR PTKc_Tie2 PTK_HER3 PTKc_Musk PTKc_HER2 PTKc_Ror PTKc_HER4 PTKc_Tyro3 PTKc_Met_Ron PTKc_Kit PTKc_Aatyk PTKc_DDR1 PTKc_DDR PTKc_Aatyk1_Aatyk3 PTKc_Axl PTKc_Axl_like 	protein.postranslational modification	29_4

CUST_71307_PI403524517	2	0.06836128	0.44296265	-0.03521061	-0.1486454	0.0034065247	-0.0034065247	35_20429	"Cluster: F-box domain containing protein, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: F-box domain containing protein, expressed - Oryza sativa"	UniRef90_Q10SR6	0	0	CHR11V5|COORD:19880566..19884291|protein expressed protein	LOC_Os11g34790.1	no description	not assigned.unknown	35_2

CUST_27017_PI403524517	2	0.029391289	0.014580727	-0.0993948	-0.01458168	-0.096027374	0.09474373	35_7825	"Cluster: Os02g0786000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0786000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DWZ2	CHR5|COORD:10320209..10326895| expressed protein	AT5G28350.2	CHR02V5|COORD:33366546..33374358|protein WD40-like, putative, expressed	LOC_Os02g54500.1	"no descriptionhighly similar to ( 530)AT5G28350| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G61480.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD19204.1); similar to Os02g0786000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001048332.1); similar to WD40-like [Medicago truncatula] (GB:ABD28704.1); contains InterPro domain Protein of unknown function DUF1339; (InterPro:IPR009771) | chr5:10320305-10326785 FORWARDnot assigned RIC1"	not assigned.unknown	35_2

CUST_85514_PI403524517	2	0.13286972	0.22103024	-0.09373188	-0.20612621	-0.14051437	0.09373188	35_24495	"Cluster: Os05g0165400 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0165400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DKG4	CHR4V7|COORD:16871930..16873285| phosphatidylinositolglycan-related	AT4G35530.1	CHR05V5|COORD:3817701..3821188|protein expressed protein	LOC_Os05g07260.2	no descriptionweakly similar to ( 143)AT4G35530| Symbols:  | phosphatidylinositolglycan-related | chr4:16871930-16873285 REVERSEnot assigned	not assigned.no ontology	35_1

CUST_171286_PI403524517	2	0.15006256	0.006222725	-0.006222725	-0.1284895	0.053621292	-0.117362976	35_47721	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_25099_PI399408534	2	-0.0044465065	0.0044465065	0.065957546	-0.28594542	0.16261148	-0.008749485	35_44127	"Cluster: BHLH protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: BHLH protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8H5F1	CHR1V7|COORD:2989511..2990134| transcription factor	AT1G09250.1	CHR07V5|COORD:29260110..29259577|protein conserved hypothetical protein	LOC_Os07g48900.1	no descriptionvery weakly similar to (55.8)AT1G09250| Symbols:  | transcription factor | chr1:2989511-2990134 FORWARD	RNA.regulation of transcription.bHLH,Basic Helix-Loop-Helix family	27_3_6

CUST_70636_PI403524517	2	0.034822464	-0.16283512	-0.034822464	-0.17208385	0.22353649	0.05799675	35_20237	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53PN1	"CHR3V7|COORD:6460032..6462516| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G49590.1); similar to IMP dehydrogenase/GMP reductase [Medicago"	AT3G18770.1	CHR11V5|COORD:3027797..3023500|protein expressed protein	LOC_Os11g06320.1	"no descriptionmoderately similar to ( 234)AT3G18770| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G49590.1); similar to IMP dehydrogenase/GMP reductase [Medicago truncatula] (GB:ABE83766.1) | chr3:6460032-6462516 REVERSEnot assigned"	not assigned.unknown	35_2

CUST_8557_PI404877155	2	-0.28078556	0.046643257	0.12888622	-0.046642303	-0.21032906	0.12365723	Contig25293_at	P-type ATPase [Hordeum vulgare]	CAC40036.1	calcium-transporting ATPase 8, plasma membrane-type / Ca(2+)-ATPase isoform 8 (ACA8)	At5g57110.1	protein calcium-translocating P-type ATPase, PMCA-type	Os02g08010	calcium-transporting ATPase 8, plasma membrane-type / Ca(2+)-ATPase isoform 8 (ACA8), identical to calcium-transporting ATPase 8, plasma membrane-type SP:Q9LF79 from (Arabidopsis thaliana) or  calcium-transporting ATPase 8, plasma membrane-type / Ca(2+)-A	transport.calcium	34_21

CUST_20088_PI399408534	2	0.36607313	0.098585606	-0.09985018	-0.098585606	-0.2586484	0.14861393	35_32324	"Cluster: Os02g0708500 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0708500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DY90	CHR2V7|COORD:10105293..10110309| nucleic acid binding / transcription factor/ zinc ion binding	AT2G23740.1	CHR02V5|COORD:29288705..29293637|protein expressed protein	LOC_Os02g47890.1	no descriptionweakly similar to ( 141)AT2G23740| Symbols:  | nucleic acid binding / transcription factor/ zinc ion binding | chr2:10105293-10110309 FORWARD	RNA.regulation of transcription.C2H2 zinc finger family	27_3_11

CUST_64393_PI403524517	2	0.09482288	-0.49476814	-0.16256618	-0.03818226	0.13163853	0.038183212	35_18385	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10Q07	"CHR1V7|COORD:26042977..26044233| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G13740.1); similar to Os07g0602900 [Oryza sativa (japonica"	AT1G69260.1	CHR03V5|COORD:5967931..5962588|protein expressed protein	LOC_Os03g11550.1	"no descriptionweakly similar to ( 105)AT1G69260| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G13740.1); similar to Os07g0602900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001060209.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABF94628.1); similar to Os03g0419100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001050378.1); contains InterPro domain Protein of unknown function DUF1675; (InterPro:IPR012463) | chr1:26042977-26044233 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned DUF1675 PRK12323 PRK07764 PRK07003"	not assigned.unknown	35_2

CUST_61545_PI403524517	2	-0.55722904	-0.0030565262	0.0030565262	0.33390713	0.44853115	-0.4086914	35_17567	"Cluster: Cyclopropane fatty acid synthase, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Cyclopropane fatty acid synthase, putative, exp"	UniRef90_Q2QUD2	CHR3V7|COORD:8428078..8433166| cyclopropane fatty acid synthase, putative / CPA-FA synthase, putative	AT3G23510.1	CHR12V5|COORD:9529283..9538466|protein cyclopropane fatty acid synthase, putative, expressed	LOC_Os12g16650.2	 no descriptionhighly similar to ( 724)AT3G23510| Symbols:  | cyclopropane fatty acid synthase, putative / CPA-FA synthase, putative | chr3:8428078-8433166 FORWARDCfa CMAS PRK11705 COG2907 Methyltransf_11 Methyltransf_12 ubiE 	lipid metabolism.Phospholipid synthesis.cyclopropane-fatty-acyl-phospholipid synthase	11_3_7

CUST_51914_PI403524517	2	0.18214035	-0.030644417	-0.26495647	0.030644417	0.033215523	-0.09484768	35_14793	0	0	0	0	CHR04V5|COORD:24705559..24701241|protein peroxidase 18 precursor, putative, expressed	LOC_Os04g42100.1	no description	not assigned.unknown	35_2

CUST_91605_PI403524517	2	0.08909416	0.0827713	-0.07456875	0.020375252	-0.090372086	-0.020375252	35_26191	"Cluster: Os01g0776400 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0776400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JIV0	CHR2V7|COORD:7112997..7115869| transducin family protein / WD-40 repeat family protein	AT2G16405.1	CHR03V5|COORD:29436578..29441110|protein expressed protein	LOC_Os03g51550.3	no descriptionweakly similar to ( 121)AT2G16405| Symbols:  | transducin family protein / WD-40 repeat family protein | chr2:7112997-7115869 REVERSEnot assigned not assigned not assigned not assigned WD40 COG2319	not assigned.no ontology	35_1

CUST_65002_PI403524517	2	-0.3868413	0.5791993	-0.19177485	0.13017511	-0.13017511	0.2739544	35_18560	"Cluster: Major facilitator superfamily antiporter; n=5; Oryza sativa (japonica cultivar-group)|Rep: Major facilitator superfamily antiporter - Oryza sativa (jap"	UniRef90_Q8H6D5	"CHR5V7|COORD:4432692..4436486| ZIF1 (ZINC INDUCED FACILITATOR 1); carbohydrate transporter/ sugar porter"	AT5G13740.1	CHR11V5|COORD:1630422..1625475|protein major facilitator superfamily antiporter, putative, expressed	LOC_Os11g04030.1	"no descriptionmoderately similar to ( 496)AT5G13740| Symbols: ZIF1 | ZIF1 (ZINC INDUCED FACILITATOR 1); carbohydrate transporter/ sugar porter | chr5:4432692-4436486 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned MFS_1 AraJ ProP PRK12307 Sugar_tr PRK09874 PRK11102 CynX UhpC emrD PRK11551"	transporter.sugars	34_2

CUST_64650_PI403524517	2	0.060133934	0.4185896	0.0073041916	-0.105752945	-0.08225727	-0.0073041916	35_18457	"Cluster: Putative ubitquitin C-terminal hydrolase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ubitquitin C-terminal hydrolase - Oryza sativa (jap"	UniRef90_Q6ETK2	CHR5V7|COORD:5342582..5344156| ubiquitin carboxyl-terminal hydrolase family 1 protein	AT5G16310.1	CHR02V5|COORD:4457745..4454840|protein ubiquitin carboxyl-terminal hydrolase isozyme L5, putative, expressed	LOC_Os02g08370.1	no descriptionweakly similar to ( 134)AT5G16310| Symbols:  | ubiquitin carboxyl-terminal hydrolase family 1 protein | chr5:5342582-5344156 REVERSEnot assigned Peptidase_C12	protein.degradation.ubiquitin	29_5_11

CUST_156263_PI403524517	2	-0.002650261	0.22252798	0.002650261	0.016253948	-0.033677578	-0.24068785	35_43645	Rep: Predicted protein - Phaeosphaeria nodorum SN15	UniRef90_Q0UUN0	CHR3V7|COORD:18779748..18780500| histamine receptor	AT3G50580.1	CHR01V5|COORD:5541346..5540450|protein early nodulin 20 precursor, putative	LOC_Os01g10480.1	no descriptionPRK12323	not assigned.unknown	35_2

CUST_45308_PI403524517	2	0.15210915	0.4083662	-0.20015907	-0.049845695	-0.11187744	0.04984665	35_12987	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_138695_PI403524517	2	-0.13362217	-0.33411026	0.07300758	0.19011593	0.099256516	-0.07300758	35_38901	"Cluster: UDP-glucuronic acid 4-epimerase isoform 3; n=2; Oryza sativa (japonica cultivar-group)|Rep: UDP-glucuronic acid 4-epimerase isoform 3 - Oryza sativa (j"	UniRef90_Q2MJA8	"CHR3V7|COORD:8603652..8605034| GAE6 (UDP-D-GLUCURONATE 4-EPIMERASE 6); catalytic"	AT3G23820.1	CHR08V5|COORD:26034179..26032166|protein NAD-dependent epimerase/dehydratase family protein, putative, expressed	LOC_Os08g41440.1	"no descriptionweakly similar to ( 104)AT3G23820| Symbols: GAE6 | GAE6 (UDP-D-GLUCURONATE 4-EPIMERASE 6); catalytic | chr3:8603652-8605034 FORWARDnot assigned not assigned not assigned WcaG PRK12678"	cell wall.precursor synthesis.GAE	10_1_6

CUST_36158_PI403524517	2	0.019040108	0.06971264	-0.07910061	-0.019039154	0.120557785	-0.11400509	35_10424	"Cluster: Os02g0816100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os02g0816100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DWG5	CHR2V7|COORD:14105872..14107435| hydrolase	AT2G33255.1	CHR02V5|COORD:34960733..34957755|protein catalytic/ hydrolase/ phosphoglycolate phosphatase, putative, expressed	LOC_Os02g57100.1	no descriptionvery weakly similar to (79.0)AT2G33255| Symbols:  | hydrolase | chr2:14105872-14107435 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07764 PRK07003	not assigned.no ontology	35_1

CUST_86374_PI403524517	2	-0.11897278	0.11897278	0.23407078	-0.3647461	-0.13147354	0.31086063	35_24737	"Cluster: Putative glucan synthase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative glucan synthase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8S5U9	"CHR1V7|COORD:1647879..1658676| CALS1 (CALLOSE SYNTHASE 1); transferase, transferring glycosyl groups"	AT1G05570.1	CHR03V5|COORD:1580404..1560519|protein CALS1, putative, expressed	LOC_Os03g03610.1	" no descriptionweakly similar to ( 166)AT1G05570| Symbols: GSL06, ATGSL6, ATGSL06, GSL6, CALS1 | CALS1 (CALLOSE SYNTHASE 1); transferase, transferring glycosyl groups | chr1:1647879-1658676 REVERSEnot assigned "	minor CHO metabolism.callose	3_6

CUST_40290_PI403524517	2	-0.11881399	-1.3508463	0.29651833	-0.05326891	0.053268433	0.5554123	35_11590	"Cluster: Putative sucrose synthase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative sucrose synthase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K973	"CHR5V7|COORD:14735468..14740143| SUS5; UDP-glycosyltransferase/ sucrose synthase"	AT5G37180.1	CHR04V5|COORD:13983528..13988715|protein sucrose synthase 2, putative, expressed	LOC_Os04g24430.1	"no descriptionweakly similar to ( 142)AT5G37180| Symbols: SUS5 | SUS5; UDP-glycosyltransferase/ sucrose synthase | chr5:14735468-14740143 FORWARDweakly similar to ( 105)SUS1_SOLTUSucrose synthase - Solanum tuberosum (Potato)not assigned"	major CHO metabolism.degradation.sucrose.Susy	2_2_1_5

CUST_157822_PI403524517	2	0.36567307	0.72884464	0.0788188	-0.08292675	-0.19228363	-0.078819275	35_44063	"Cluster: OSJNBb0006N15.4 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: OSJNBb0006N15.4 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XMJ5		0	CHR04V5|COORD:18153480..18157126|protein resistance protein KR4, putative	LOC_Os04g30690.1	no description	not assigned.unknown	35_2

CUST_2691_PI404877155	2	-0.7111378	-0.19238949	0.43482542	0.26708078	0.19238997	-0.64919806	Contig13103_at	OSJNBb0018A10.6 [Oryza sativa (japonica cultivar-group)] ref|XP_471697.1| OSJNBb0018A10.6 [Oryza sativa (japonica cultivar-group)]	CAE04677.1	basic helix-loop-helix (bHLH) family protein	At4g29930.1	protein Helix-loop-helix DNA-binding domain, putative	Os04g23550	NONE	RNA.regulation of transcription.bHLH,Basic Helix-Loop-Helix family	27_3_06

CUST_133048_PI403524517	2	0.55620193	0.6611376	0.19986343	-0.39860725	-0.40312004	-0.19986343	35_37359	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_102446_PI403524517	2	-0.21134424	1.7956014	-1.2461843	0.7090912	-0.89371634	0.21134424	35_29225	"Cluster: Cytosolic fructose-1,6-bisphosphatase; n=3; Oryza sativa|Rep: Cytosolic fructose-1,6-bisphosphatase - Oryza sativa (Rice)"	UniRef90_Q93WK7	CHR1V7|COORD:16470624..16472787| fructose-1,6-bisphosphatase, putative / D-fructose-1,6-bisphosphate 1-phosphohydrolase, putative	AT1G43670.1	CHR05V5|COORD:21413652..21410653|protein fructose-1,6-bisphosphatase, cytosolic, putative, expressed	LOC_Os05g36270.2	 no descriptionweakly similar to ( 108)AT1G43670| Symbols:  | fructose-1,6-bisphosphatase, putative / D-fructose-1,6-bisphosphate 1-phosphohydrolase, putative / FBPase, putative | chr1:16470624-16472787 FORWARDweakly similar to ( 131)F16P2_ORYSAnot assigned FBPase FBPase PRK09293 Fbp 	major CHO metabolism.synthesis.sucrose.FBPase	2_1_1_3

CUST_66914_PI403524517	2	0.17883015	0.18072891	-0.04201603	-0.044589043	-0.08349037	0.042016983	35_19111	"Cluster: Protein phosphatase 2C family protein, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Protein phosphatase 2C family"	UniRef90_Q10B25	CHR3V7|COORD:5826990..5829333| protein phosphatase 2C family protein / PP2C family protein	AT3G17090.1	CHR03V5|COORD:34899901..34903296|protein catalytic/ protein phosphatase type 2C, putative, expressed	LOC_Os03g61690.1	no descriptionmoderately similar to ( 408)AT3G17090| Symbols:  | protein phosphatase type 2C | chr3:5826990-5829130 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PP2Cc PP2Cc PP2C PTC1 PRK12323 PRK07003 Atrophin-1 Herpes_BLLF1 TT_ORF1 PRK12678 PRK07764 Drf_FH1 Tymo_45kd_70kd HPC2 PRK05648 DUF1421 APC_basic PRK06132 AF-4 GRASP55_65 Herpes_TAF50 Protamine_P1 Pneumo_att_G DamX DUF566	protein.postranslational modification	29_4

CUST_46288_PI403524517	2	-0.010527611	0.782496	-0.10901213	0.010527134	-0.30232525	0.1322031	35_13257	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_50893_PI403524517	2	0.058631897	-0.095253944	0.028928757	-0.045993805	-0.028927803	0.13730812	35_14517	"Cluster: Os02g0238500 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os02g0238500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E2H5	CHR2V7|COORD:1736668..1740251| scramblase-related	AT2G04940.1	CHR04V5|COORD:30022506..30027769|protein scramblase family protein, expressed	LOC_Os04g51080.1	no descriptionmoderately similar to ( 269)AT2G04940| Symbols:  | scramblase-related | chr2:1736668-1740251 REVERSEnot assigned Scramblase	not assigned.no ontology	35_1

CUST_165967_PI403524517	2	0.100315094	-0.2273488	0.013245583	0.083340645	-0.43947792	-0.013245106	35_46239	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_28394_PI403524517	2	0.013804436	0.03365898	-0.11365223	-0.07313061	-0.013804436	0.059336662	35_8207	"Cluster: Hypothetical protein P0431B06.44; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0431B06.44 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6Z8I6	"CHR5V7|COORD:3166661..3167939| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G65120.1); similar to 52O08_25 [Brassica rapa subsp. pekinensis]"	AT5G10110.1	CHR02V5|COORD:31621702..31616907|protein expressed protein	LOC_Os02g51640.1	"no descriptionvery weakly similar to (90.1)AT5G65120| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G10110.1); similar to 52O08_25 [Brassica rapa subsp. pekinensis] (GB:AAZ67571.1) | chr5:26030500-26031730 FORWARD"	not assigned.unknown	35_2

CUST_125175_PI403524517	2	0.037049294	-0.1087904	0.25317574	0.41438055	-0.76317835	-0.03704977	35_35263	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_178326_PI403524517	2	-0.38499212	-0.17893839	1.8755693	0.17893887	1.1734161	-0.41175508	35_49592	"Cluster: Putative leucine-rich repeat receptor-like kinase; n=4; Oryza|Rep: Putative leucine-rich repeat receptor-like kinase - Oryza rufipogon (Brownbeard rice"	UniRef90_Q5UD34	CHR1V7|COORD:27221341..27224628| leucine-rich repeat transmembrane protein kinase, putative	AT1G72300.1	CHR02V5|COORD:2937377..2933892|protein phytosulfokine receptor precursor, putative, expressed	LOC_Os02g05910.1	 no descriptionweakly similar to ( 120)AT1G72300| Symbols:  | leucine-rich repeat transmembrane protein kinase, putative | chr1:27221341-27224628 REVERSEvery weakly similar to (90.1)PSKR_DAUCAPhytosulfokine receptor precursor - Daucus carota (Carrot)not assigned not assigned not assigned not assigned COG4886 	stress.biotic	20_1

CUST_41530_PI403524517	2	0.0068264008	-0.31170177	-0.0068264008	-0.12475681	0.03236866	0.020503998	35_11936	"Cluster: F-box protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: F-box protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6H678	CHR5V7|COORD:20893171..20895005| F-box family protein	AT5G51380.1	CHR02V5|COORD:26626241..26622196|protein Leucine Rich Repeat family protein, expressed	LOC_Os02g44104.1	no descriptionmoderately similar to ( 249)AT5G51380| Symbols:  | F-box family protein | chr5:20893171-20895005 FORWARDnot assigned not assigned	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_138027_PI403524517	2	0.8377538	0.65876627	0.23957157	-0.23957157	-0.42938948	-0.42140245	35_38709	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_73882_PI403524517	2	-0.07982445	0.18601227	0.012734413	-0.049417496	-0.0127334595	0.03828621	35_21187	"Cluster: Os05g0105900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0105900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DLE5	"CHR1V7|COORD:5675918..5678679| SR45 (arginine/serine-rich 45); RNA binding"	AT1G16610.1	CHR05V5|COORD:295257..298816|protein serine/arginine repetitive matrix protein 1, putative, expressed	LOC_Os05g01540.2	" no descriptionweakly similar to ( 135)AT1G16610| Symbols: SR45 | SR45 (arginine/serine-rich 45); RNA binding | chr1:5675918-5678679 REVERSEvery weakly similar to (52.8)ROC5_NICSY33 kDa ribonucleoprotein, chloroplast precursor - Nicotiana sylvestris (Wood tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07764 RRM COG0724 RRM_1 AF-4 PRK12323 Atrophin-1 PRK10819 PRK07003 Tymo_45kd_70kd Extensin_2 IER Gag_spuma PRK09169 APC_basic PRK05648 PRK11855 Herpes_UL56 Totivirus_coat TonB DUF1509 Coprinus_mating PRK12373 HpaP "	RNA.RNA binding	27_4

CUST_44891_PI403524517	2	0.20292091	-0.26746178	-0.3460455	0.025093079	-0.025093079	0.046764374	35_12871	Rep: Hypothetical protein - Aedes aegypti (Yellowfever mosquito)	UniRef90_Q171B5	CHR1V7|COORD:9813206..9815130| Identical to Ubiquitin thioesterase otubain-like protein (EC 3.4.-.-) (Ubiquitin- specific-processing protease otubain-like)	AT1G28120.1	CHR08V5|COORD:26754520..26750112|protein ubiquitin thioesterase otubain-like protein, putative, expressed	LOC_Os08g42540.2	" no descriptionvery weakly similar to (58.2)AT1G28120| Symbols:  | Identical to Ubiquitin thioesterase otubain-like protein (EC 3.4.-.-) (Ubiquitin- specific-processing protease otubain-like) (Deubiquitinating enzyme otubain-like) [Arabidopsis Thaliana] (GB:Q8LG98;GB:Q9C7E1); similar to putative ubiquitin-specific protease otubain 1 [Oryza sativa (japonica cultivar-group)] (GB:BAD01239.1); similar to Os08g0537800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001062367.1); contains InterPro domain Ovarian tumour, otubain; (InterPro:IPR003323) | chr1:9813206-9815130 REVERSEnot assigned "	not assigned.unknown	35_2

CUST_135697_PI403524517	2	0.5447593	0.5477476	0.29130077	-0.29130077	-0.45205498	-0.37323332	35_38059	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_53583_PI403524517	2	0.12169838	-0.30675888	-0.10389328	0.043144226	0.008317947	-0.008319855	35_15240	Rep: Structural protein - Hordeum vulgare (Barley)	UniRef90_Q43493	CHR4V7|COORD:14305038..14305514| glycine-rich protein	AT4G29020.1	CHR01V5|COORD:8303357..8302349|protein MFS18 protein precursor, putative, expressed	LOC_Os01g14850.1	no descriptionnot assigned not assigned not assigned not assigned Drf_FH1 PRK12323	not assigned.unknown	35_2

CUST_55917_PI403524517	2	-0.009321213	0.007080078	0.072380066	-0.007081032	-0.03195095	0.06962013	35_15915	Rep: Hexokinase - Zea mays (Maize)	UniRef90_Q8L5G8	"CHR4V7|COORD:14352344..14354871| ATHXK1 (GLUCOSE INSENSITIVE 2); ATP binding / hexokinase"	AT4G29130.1	CHR05V5|COORD:25934088..25939730|protein hexokinase-2, putative, expressed	LOC_Os05g44760.1	" no descriptionhighly similar to ( 611)AT4G29130| Symbols: GIN2, HXK1, ATHXK1 | ATHXK1 (GLUCOSE INSENSITIVE 2); ATP binding / hexokinase | chr4:14352344-14354871 REVERSEhighly similar to ( 788)HXK5_ORYSAnot assigned not assigned not assigned COG5026 Hexokinase_2 Hexokinase_1 PRK07764 "	major CHO metabolism.degradation.sucrose.hexokinase	2_2_1_4

CUST_91751_PI403524517	2	0.55478287	-0.79898643	-0.13463497	0.042671204	-0.042671204	0.25120735	35_26233	"Cluster: Leucine Rich Repeat family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Leucine Rich Repeat family protein, expressed - Oryza s"	UniRef90_Q2QMK5	CHR3V7|COORD:20236982..20239860| F-box family protein (FBL17)	AT3G54650.1	CHR12V5|COORD:25264464..25269051|protein Leucine Rich Repeat family protein, expressed	LOC_Os12g40860.1	no descriptionweakly similar to ( 171)AT3G54650| Symbols:  | F-box family protein (FBL17) | chr3:20236982-20239860 REVERSEnot assigned not assigned	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_37254_PI403524517	2	-0.015182495	0.21273136	0.013770103	-0.01376915	-0.12955761	0.06655979	35_10735	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_22247_PI403524517	2	0.10083103	-0.27398014	-0.121723175	0.06894016	0.24987888	-0.06894016	35_6463	"Cluster: Os01g0228800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0228800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JPD3	"CHR3V7|COORD:8988405..8990744| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G42710.1); similar to unnamed protein product; gene_id:MSD24.1"	AT3G24630.1	CHR01V5|COORD:7105943..7101075|protein expressed protein	LOC_Os01g12840.1	" no descriptionvery weakly similar to (57.8)AT3G24630| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G42710.1); similar to unnamed protein product; gene_id:MSD24.1 unknown protein, putative [Medicago truncatula] (GB:ABE82766.1) | chr3:8988405-8990744 FORWARD"	not assigned.unknown	35_2

CUST_22433_PI399408534	2	0.058865547	-0.34185028	0.03776455	-0.037765503	0.09695053	-0.08056259	35_42023	"Cluster: GTP-binding nuclear protein Ran-1; n=30; Eukaryota|Rep: GTP-binding nuclear protein Ran-1 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_P41916	"CHR5V7|COORD:6762819..6764383| RAN2 (Ras-related GTP-binding nuclear protein 2); GTP binding"	AT5G20020.1	CHR05V5|COORD:28541469..28539138|protein GTP-binding nuclear protein Ran-A1, putative, expressed	LOC_Os05g49890.2	" no descriptionmoderately similar to ( 295)AT5G20010| Symbols: RAN1, ATRAN1, RAN-1 | RAN-1 (Ras-related GTP-binding nuclear protein 1); GTP binding | chr5:6760366-6761749 FORWARDmoderately similar to ( 295)RAN_VICFAGTP-binding nuclear protein Ran/TC4 - Vicia faba (Broad bean)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Ran RAN Ras Rab RAB COG1100 Rab23_lke Ras_like_GTPase Rab32_Rab38 Ras Rab5_related Rab18 Rab11_like Rab4 Rho Rab6 RAS Rab7 Rab19 Rab9 Rab21 RabL2 M_R_Ras_like RabA_like RHO Rab1_Ypt1 Rab27A Rab8_Rab10_Rab13_like Rap_like Rab35 Rho4_like Rab2 Rab33B_Rab33A Rap2 H_N_K_Ras_like Rap1 Rab30 Rab14 Rab39 RJL RhoG Rab15 RhoA_like Rho2 Rho3 Rab26 Rab28 Rab3 Miro RalA_RalB Rac1_like RSR1 Rab12 Rab36_Rab34 Rab24 Rit_Rin_Ric Ras2 Wrch_1 Tc10 Arf_Arl Rop_like Rhes_like Spg1 RheB Cdc42 Ras_dva Rab40 RERG_RasL11_like ARHI_like RabL4 Rab20 Rnd3_RhoE_Rho8 Rnd Arl10_like Rnd2_Rho7 Arl5_Arl8 Arf "	signalling.G-proteins	30_5

CUST_137101_PI403524517	2	-0.19447231	0.208745	0.37214756	-0.0074186325	0.0074186325	-0.026348114	35_38448	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_43431_PI403524517	2	0.047932625	0.34535027	0.004555702	-0.12150574	-0.014214516	-0.004556656	35_12470	"Cluster: Os01g0232800 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0232800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JPA7	CHR3V7|COORD:2596519..2599521| KOB1 (KOBITO)	AT3G08550.1	CHR01V5|COORD:7354422..7348977|protein KOB1, putative, expressed	LOC_Os01g13200.1	 no descriptionvery weakly similar to (53.9)AT3G08550| Symbols: ELD1, ABI8, KOB1 | KOB1 (KOBITO) | chr3:2596519-2599521 FORWARD	not assigned.no ontology	35_1

CUST_69920_PI403524517	2	0.03853798	0.46117687	0.012987137	-0.10314751	-0.012987137	-0.019849777	35_20006	"Cluster: Os03g0839100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os03g0839100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DLY4	CHR3V7|COORD:8748102..8751173| monooxygenase	AT3G24200.2	CHR03V5|COORD:35203491..35198200|protein monooxygenase/ oxidoreductase, putative, expressed	LOC_Os03g62260.1	no descriptionhighly similar to ( 585)AT3G24200| Symbols:  | monooxygenase | chr3:8748102-8751173 REVERSEnot assigned not assigned PRK08850 ubiF PRK07364 PRK07333 UbiH PRK05714 PRK08013 PRK07608 PRK08849 PRK08773 PRK08948 PRK07494 PRK09126 PRK05732 PRK06996 PRK08774 PRK06617 PRK07045 PRK06183 FAD_binding_3 PRK06834 FixC PRK08244 PRK06126 PRK07236 PRK08294 PRK06184 PRK06185	misc.oxidases - copper, flavone etc.	26_7

CUST_108546_PI403524517	2	-0.30723238	0.7778301	0.7863331	0.21085405	-0.21085358	-0.8109951	35_30873	"Cluster: Putative ABC transporter; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ABC transporter - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K4D2	CHR1V7|COORD:6142863..6145887| ABC transporter family protein	AT1G17840.1	CHR09V5|COORD:18033120..18038232|protein ATP-binding cassette sub-family G member 2, putative, expressed	LOC_Os09g29660.1	no descriptionweakly similar to ( 182)AT1G17840| Symbols:  | ABC transporter family protein | chr1:6142863-6145887 FORWARDvery weakly similar to (51.2)PDR2_ORYSAnot assigned not assigned ABC2_membrane	transport.ABC transporters and multidrug resistance systems	34_16

CUST_92404_PI403524517	2	0.12367535	-0.09909725	-0.0750494	0.059022903	0.15594769	-0.05902195	35_26422	"Cluster: Os09g0498500 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0498500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J0I7	CHR2V7|COORD:10452007..10453257| sarcosine oxidase family protein	AT2G24580.1	CHR12V5|COORD:21836318..21837960|protein sarcosine oxidase, putative, expressed	LOC_Os12g35890.1	no descriptionvery weakly similar to (95.5)AT2G24580| Symbols:  | sarcosine oxidase family protein | chr2:10452007-10453257 REVERSEnot assigned solA DadA DAO PRK07121	amino acid metabolism.synthesis.serine-glycine-cysteine group.glycine.sarcosine oxidase	13_1_5_2_41

CUST_97489_PI403524517	2	0.30351448	-0.0011720657	-0.03600502	0.0011720657	-0.2122736	0.28827572	35_27840	"Cluster: Transcriptional activator, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Transcriptional activator, putative, expressed - Oryza"	UniRef90_Q10LF6	CHR3V7|COORD:21210591..21218614| transcriptional activator, putative	AT3G57300.1	CHR03V5|COORD:13215516..13226730|protein ATP binding protein, putative, expressed	LOC_Os03g22900.1	 no descriptionvery weakly similar to (87.8)AT3G57300| Symbols:  | transcriptional activator, putative | chr3:21210591-21218614 FORWARDnot assigned 	DNA.unspecified	28_99

CUST_24698_PI403524517	2	0.13657951	0.07140541	0.02162075	-0.12906933	-0.1367445	-0.02162075	35_7166	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_174221_PI403524517	2	0.07924652	-0.5586734	-0.038235664	0.17805672	-0.033016205	0.033016205	35_48505	"Cluster: Triose phosphate/phosphate translocator, chloroplast precursor; n=2; Brassicaceae|Rep: Triose phosphate/phosphate translocator, chloroplast precursor"	UniRef90_P52177	"CHR5V7|COORD:18715246..18717439| APE2 (ACCLIMATION OF PHOTOSYNTHESIS TO ENVIRONMENT); triose-phosphate transporter"	AT5G46110.2	CHR01V5|COORD:7719253..7714993|protein triose phosphate/phosphate translocator, chloroplast precursor, putative, expressed	LOC_Os01g13770.3	no descriptionnot assigned TPT	not assigned.unknown	35_2

CUST_155166_PI403524517	2	0.16321754	0.197896	0.07441902	-0.20889664	-0.41917992	-0.07441807	35_43345	"Cluster: 26S protease regulatory subunit 4 homolog; n=10; Magnoliophyta|Rep: 26S protease regulatory subunit 4 homolog - Oryza sativa (Rice)"	UniRef90_P46466		0	CHR07V5|COORD:29438439..29433993|protein 26S protease regulatory subunit 4, putative, expressed	LOC_Os07g49150.1	no description	not assigned.unknown	35_2

CUST_157672_PI403524517	2	0.011445999	-0.32180977	-0.011445999	0.0723238	0.18088245	-0.1940136	35_44021	"Cluster: Microtubule associated protein family protein, putative, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Microtubule associated protein"	UniRef90_Q10PE0	CHR3V7|COORD:3672195..3673943| 2-cys peroxiredoxin, chloroplast (BAS1)	AT3G11630.1	CHR03V5|COORD:7263423..7256421|protein microtubule-associated protein MAP65-1a, putative, expressed	LOC_Os03g13460.2	 no descriptionweakly similar to ( 125)AT3G11630| Symbols:  | 2-cys peroxiredoxin, chloroplast (BAS1) | chr3:3672195-3673943 FORWARDweakly similar to ( 132)BAS1_WHEAT2-Cys peroxiredoxin BAS1, chloroplast precursor - Triticum aestivum (Wheat)not assigned not assigned PRX_Typ2cys AhpC PRX_family PRX_1cys AhpC-TSA Bcp PRX_BCP PRX_AhpE_like PRK10382 	redox.peroxiredoxin	21_5

CUST_68150_PI403524517	2	-0.182724	-0.7141247	0.5389471	-0.18802738	0.19190311	0.182724	35_19479	"Cluster: Os06g0244700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os06g0244700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DD84	CHR5V7|COORD:25137236..25139485| binding	AT5G62580.1	CHR06V5|COORD:7529846..7533850|protein VEX1, putative, expressed	LOC_Os06g13600.1	no descriptionweakly similar to ( 127)AT5G62580| Symbols:  | binding | chr5:25137236-25139485 FORWARD	not assigned.unknown	35_2

CUST_25440_PI403524517	2	0.36843157	-0.24609995	0.6005168	-0.45223475	-1.201761	0.24610043	35_7373	"Cluster: Putative 26S proteasome regulatory particle non-ATPase subunit11; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative 26S proteasome regulatory"	UniRef90_Q5Z816	CHR5V7|COORD:7937775..7939342| 26S proteasome regulatory subunit, putative	AT5G23540.1	CHR06V5|COORD:29711717..29710343|protein 26S proteasome non-ATPase regulatory subunit 14, putative, expressed	LOC_Os06g49020.1	 no descriptionmoderately similar to ( 370)AT5G23540| Symbols:  | 26S proteasome regulatory subunit, putative | chr5:7938112-7939342 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned JAB_MPN Mov34 COG1310 PRK12678 DUF390 PRK07003 PRK07764 PRK12323 Pol_Y_like DUF566 	protein.degradation.ubiquitin.proteasom	29_5_11_20

CUST_82682_PI403524517	2	0.04219818	-0.60519886	-0.09671879	-0.021119118	0.021118164	0.030342102	35_23714	"Cluster: Putative nucleotide excision repair protein XP-D; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative nucleotide excision repair protein XP-D - O"	UniRef90_Q6AUI3	CHR1|COORD:775622..780062| DNA repair protein / transcription factor protein (UVH6), identical to DNA repair/transcription factor protein (UVH6) gi:22651569	AT1G03190.2	CHR05V5|COORD:2568138..2562816|protein DNA repair helicase UVH6, putative, expressed	LOC_Os05g05260.1	" no descriptionvery weakly similar to (68.9)AT1G03190| Symbols: ATXPD, UVH6 | UVH6 (ULTRAVIOLET HYPERSENSITIVE 6); ATP binding / ATP-dependent DNA helicase/ ATP-dependent helicase/ DNA binding / hydrolase, acting on acid anhydrides, in phosphorus-containing anhydrides / nucleic acid binding | chr1:775822-779863 FORWARDnot assigned "	DNA.repair	28_2

CUST_15615_PI404877155	2	0.049298286	0.17080688	-0.078211784	-0.0489645	-0.019310951	0.019310951	Contig9445_at	DEAD/DEAH box helicase family protein / pentatricopeptide (PPR) repeat-containing protein [Arabidopsis thaliana]	NP_172737.1	DEAD/DEAH box helicase family protein / pentatricopeptide (PPR) repeat-containing protein	At1g12770.1	protein protein T12C24.30 [imported] - Arabidopsis thaliana	Os02g42410	"EMB1586;EMBRYO DEFECTIVE 1586;similar to eukaryotic translation initiation factor 4A, putative / eIF-4A, putative / DEAD box RNA helicase, putative [Arabidopsis thaliana] (TAIR:At3g19760.1); similar to ATP-dependent RNA helicase [Lactobacillus plantarum W"	RNA.processing.RNA helicase	27_1_2

CUST_126992_PI403524517	2	0.048524857	-0.18623543	-0.027035713	0.014959335	0.005803108	-0.0058021545	35_35731	"Cluster: Hypothetical protein P0028A08.22; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0028A08.22 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6ZCV6	"CHR1V7|COORD:4664005..4665972| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G30380.1); similar to Esterase/lipase/thioesterase [Medicago"	AT1G13610.1	CHR08V5|COORD:24001873..23997086|protein esterase/lipase/thioesterase, putative, expressed	LOC_Os08g38092.1	no description	not assigned.unknown	35_2

CUST_48702_PI403524517	2	-0.017332077	-0.7785435	-0.118227005	0.017332077	0.037101746	0.024251938	35_13909	Rep: Protein H2A.6 - Triticum aestivum (Wheat)	UniRef90_Q43214	CHR5V7|COORD:575435..576454| histone H2A, putative	AT5G02560.1	CHR03V5|COORD:9478877..9477951|protein histone H2A, putative, expressed	LOC_Os03g17100.1	 no descriptionweakly similar to ( 143)AT5G59870| Symbols:  | histone H2A, putative | chr5:24132831-24133370 REVERSEweakly similar to ( 158)H2A5_WHEATProtein H2A.5 - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned H2A H2A HTA1 Histone PRK12323 PRK12678 PRK08853 PRK07003 Tymo_45kd_70kd Extensin_2 TT_ORF1 	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_89828_PI403524517	2	0.1772871	0.59952927	-0.07658386	-0.08189392	-0.11231995	0.07658291	35_25698	"Cluster: Putative cinnamoyl-CoA reductase; n=1; Arabidopsis thaliana|Rep: Putative cinnamoyl-CoA reductase - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_O22809	CHR2V7|COORD:14231698..14233441| cinnamoyl-CoA reductase family	AT2G33590.1	CHR09V5|COORD:19013398..19010574|protein dihydroflavonol-4-reductase, putative, expressed	LOC_Os09g31502.4	no descriptionvery weakly similar to (52.8)AT2G33590| Symbols:  | cinnamoyl-CoA reductase family | chr2:14231698-14233441 FORWARD	secondary metabolism.phenylpropanoids	16_2

CUST_97273_PI403524517	2	0.027253151	-0.3694868	-0.11333275	0.13190556	-0.027254105	0.03762245	35_27783	"Cluster: Cytochrome P450 84A1, putative, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Cytochrome P450 84A1, putative, expressed - Oryza sativa"	UniRef90_Q109F2	"CHR4V7|COORD:17137587..17139622| FAH1 (FERULATE-5-HYDROXYLASE 1); ferulate 5-hydroxylase"	AT4G36220.1	CHR10V5|COORD:19405378..19398594|protein cytochrome P450 84A1, putative, expressed	LOC_Os10g36848.1	" no descriptionweakly similar to ( 129)AT4G36220| Symbols: CYP84A1, FAH1 | FAH1 (FERULATE-5-HYDROXYLASE 1); ferulate 5-hydroxylase | chr4:17137587-17139622 REVERSEvery weakly similar to (91.7)C93A1_SOYBNCytochrome P450 93A1 - Glycine max (Soybean)not assigned not assigned not assigned not assigned not assigned p450 CypX "	misc.cytochrome P450	26_10

CUST_115600_PI403524517	2	-0.3795395	0.09791422	0.03636408	-0.0363636	0.45201397	-0.061996937	35_32787	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_181029_PI403524517	2	0.0015077591	0.3430848	-0.0015082359	-0.13640356	-0.054920673	0.016074657	35_50342	"Cluster: Tetratricopeptide repeat-containing protein-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: Tetratricopeptide repeat-containing protein-like - O"	UniRef90_Q6Z4S6	CHR4V7|COORD:17512370..17514066| tetratricopeptide repeat (TPR)-containing protein	AT4G37210.2	CHR07V5|COORD:1164093..1167902|protein TPR Domain containing protein, expressed	LOC_Os07g03070.1	no description	not assigned.unknown	35_2

CUST_56718_PI403524517	2	0.041124344	-0.79693604	-0.17735577	0.08717537	0.07422066	-0.041124344	35_16153	"Cluster: Putative calcyclin-binding protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative calcyclin-binding protein - Oryza sativa (japonica"	UniRef90_Q5JLZ9	CHR1V7|COORD:10546778..10548056| SGS domain-containing protein	AT1G30070.1	CHR01V5|COORD:32141441..32138193|protein calcyclin-binding protein, putative, expressed	LOC_Os01g55270.1	no descriptionmoderately similar to ( 249)AT1G30070| Symbols:  | SGS domain-containing protein | chr1:10546778-10548056 REVERSEnot assigned not assigned p23 CS SGS	not assigned.no ontology	35_1

CUST_34363_PI403524517	2	0.31295013	-0.23054123	-0.040980816	0.23990631	0.040981293	-0.25120306	35_9906	"Cluster: Os02g0566300 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0566300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E0A4	0	0	CHR01V5|COORD:15635934..15639882|protein retrotransposon protein, putative, unclassified	LOC_Os01g27430.1	no description	not assigned.unknown	35_2

CUST_157576_PI403524517	2	0.15466118	0.06935215	-0.015437126	-0.05029297	-0.04692459	0.015437126	35_43997	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_68619_PI403524517	2	0.16593027	-0.12433529	0.21477175	0.124335766	-0.21475649	-0.2737007	35_19627	"Cluster: Hypothetical protein OJ1264_A04.11; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1264_A04.11 - Oryza sativa (japonica cultiv"	UniRef90_Q75KL6	0	0	CHR05V5|COORD:2443058..2442335|protein expressed protein	LOC_Os05g05060.1	no description	not assigned.unknown	35_2

CUST_127037_PI403524517	2	0.17571926	-0.010979652	-0.1865797	0.010978699	-0.03686428	0.13363934	35_35742	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_15000_PI404877155	2	0.2894187	0.03256893	0.10344219	-0.032568455	-0.051591873	-0.1652193	Contig8872_at	CONSTANS-like protein CO6 [Hordeum vulgare subsp. vulgare] gb|AAL99268.1| CONSTANS-like protein CO6 [Hordeum vulgare subsp. vulgare]	AAL99267.1	zinc finger (B-box type) family protein	At5g57660.1	protein CONSTANS-like protein CO6	Os06g44450	NONE	RNA.regulation of transcription.C2C2(Zn) CO-like, Constans-like zinc finger family	27_3_07

CUST_7534_PI399408534	2	-0.013691902	0.3232727	0.06458855	-0.17548656	-0.059559822	0.013691902	35_15872	"Cluster: Putative calcineurin B subunit; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative calcineurin B subunit - Oryza sativa (japonica cultivar-group"	UniRef90_Q69II5	CHR3V7|COORD:6326186..6327482| calcium-binding EF hand family protein	AT3G18430.1	CHR02V5|COORD:34203985..34200999|protein calcineurin subunit B, putative, expressed	LOC_Os02g55880.1	no descriptionmoderately similar to ( 259)AT3G18430| Symbols:  | calcium-binding EF hand family protein | chr3:6326186-6327482 FORWARDnot assigned not assigned not assigned not assigned not assigned FRQ1	signalling.calcium	30_3

CUST_98942_PI403524517	2	0.07265806	-0.07265806	0.14907074	-0.11204386	0.28774023	-0.3417282	35_28242	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_37968_PI403524517	2	0.108325005	0.16429806	0.040198326	-0.09055138	-0.040198326	-0.15928555	35_10926	"Cluster: Putative RING-H2 finger protein RHG1a; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative RING-H2 finger protein RHG1a - Oryza sativa (japonica"	UniRef90_Q6YT05	CHR3V7|COORD:6926503..6929330| zinc finger (C3HC4-type RING finger) family protein	AT3G19910.1	CHR08V5|COORD:27369446..27372129|protein zinc finger, C3HC4 type family protein, expressed	LOC_Os08g43480.1	no descriptionnot assigned not assigned not assigned not assigned not assigned PRK12323 PRK12678	not assigned.unknown	35_2

CUST_117248_PI403524517	2	0.23073006	0.16867924	-0.092767715	0.09276724	-0.41652012	-0.265666	35_33227	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_18557_PI404877155	2	0.2252407	-0.4106002	-0.5623789	0.18180943	-0.08393526	0.08393574	HVSMEk0019E13r2_at	OSJNBa0038O10.13 [Oryza sativa (japonica cultivar-group)]	CAE05647.2	sulfotransferase family protein	At5g43690.1	protein Sulfotransferase domain, putative	Os04g44460	NONE	lipid metabolism.'exotics' (steroids, squalene etc)	11_8

CUST_94543_PI403524517	2	0.09191418	-0.43621922	-0.20389843	0.32084274	0.09874725	-0.09191322	35_27027	"Cluster: Pherophorin-C2 protein precursor; n=3; Chlamydomonadales|Rep: Pherophorin-C2 protein precursor - Chlamydomonas reinhardtii"	UniRef90_Q3HTK5	CHR4V7|COORD:7758606..7760888| leucine-rich repeat family protein / extensin family protein	AT4G13340.1	CHR08V5|COORD:395077..393302|protein vegetative cell wall protein gp1 precursor, putative, expressed	LOC_Os08g01690.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Drf_FH1 Extensin_2 PRK05648 PRK12323 Atrophin-1 PRK07764 PRK07003 DUF1421 DUF605 TT_ORF1 PRK10819 GRASP55_65 FAP GP38 Herpes_BLLF1 TonB HPC2 Totivirus_coat PRK08853 MCPVI Herpes_TAF50 DedD PRK10263 IER Tymo_45kd_70kd PRK11633 Chon_Sulph_att PRK00708 Gag_spuma COG5651 COG5373 tatB PRK08770 DUF1210 Amelogenin PRK12372 DAG1 COG3456 BASP1 VirB10 MFMR PRK10856 Chorion_1 Herpes_UL32 SSDP DamX COG5281 HpaP PRK09111 TrbL PRK10672 PRK03427 Pneumo_att_G PRK06958 APC_basic PRK12373 PRK08691 PRK06132 Syndecan Herpes_LMP2 Prog_receptor Cytadhesin_P30	not assigned.unknown	35_2

CUST_24141_PI399408534	2	0.2242732	0.2450819	-0.29773426	0.014997959	-0.014997482	-0.033436775	35_27222	"Cluster: Histidine kinase; n=3; Oryza sativa (japonica cultivar-group)|Rep: Histidine kinase - Oryza sativa (japonica cultivar-group)"	UniRef90_A1A698	CHR2V7|COORD:363331..368015| WOL (CYTOKININ RESPONSE 1)	AT2G01830.2	CHR03V5|COORD:29001490..29007738|protein histidine kinase, putative, expressed	LOC_Os03g50860.1	 no descriptionmoderately similar to ( 218)AT2G01830| Symbols: CRE1, WOL1, WOL, AHK4 | WOL (CYTOKININ RESPONSE 1) | chr2:363331-367428 REVERSEnot assigned not assigned CHASE 	hormone metabolism.cytokinin.signal transduction	17_4_2

CUST_104436_PI403524517	2	0.07983637	0.32754564	0.20579195	-0.24866581	-0.26809645	-0.07983637	35_29763	"Cluster: Hypothetical protein; n=1; Aspergillus terreus NIH2624|Rep: Hypothetical protein - Aspergillus terreus NIH2624"	UniRef90_Q0CA53	CHR1V7|COORD:11399903..11405702| actin binding	AT1G31810.1	CHR09V5|COORD:21208472..21212687|protein bZIP-like protein, putative, expressed	LOC_Os09g36760.1	no description	not assigned.unknown	35_2

CUST_82505_PI403524517	2	0.2774248	0.46970463	-0.04991436	-0.16713047	0.049913406	-0.11490536	35_23663	"Cluster: Hypothetical protein P0445D12.6; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0445D12.6 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q5ZD48	CHR4V7|COORD:10275928..10278502| leucine-rich repeat family protein / extensin family protein	AT4G18670.1	CHR01V5|COORD:1235425..1239153|protein seven in absentia protein family protein, expressed	LOC_Os01g03170.1	 no descriptionvery weakly similar to (60.5)AT1G66650| Symbols:  | seven in absentia (SINA) protein, putative | chr1:24863776-24865484 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07764 DUF1777 Protamine_P1 TT_ORF1 PRK07003 PRK12323 PRK12678 	development.unspecified	33_99

CUST_23176_PI403524517	2	0.04052353	-0.28148365	-0.3770504	0.10173416	0.02264309	-0.022642136	35_6735	"Cluster: Os09g0487200 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0487200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J0R3	"CHR2|COORD:17635041..17637870| expressed protein, similar to expressed protein [Arabidopsis thaliana] (TAIR:At3g57780.1); similar to unknown protein [Oryza"	AT2G42320.2	CHR09V5|COORD:18787014..18781720|protein expressed protein	LOC_Os09g31230.2	no descriptionweakly similar to ( 153)AT2G42320| Symbols:  | nucleolar protein gar2-related | chr2:17635180-17637735 FORWARD	not assigned.unknown	35_2

CUST_17578_PI399408534	2	0.058615685	0.16028881	-0.18823338	-0.04692173	-0.070370674	0.04692173	35_3793	"Cluster: Putative AT-Hook DNA-binding protein; n=4; Oryza sativa|Rep: Putative AT-Hook DNA-binding protein - Oryza sativa (Rice)"	UniRef90_Q9AYM0	CHR2|COORD:14241325..14244634| DNA-binding family protein / AT-hook protein 1 (AHP1), identical to AT-hook protein 1 (Arabidopsis thaliana) gi:2598227:emb:CAA10	AT2G33620.3	CHR10V5|COORD:22416170..22411945|protein AT-hook protein 1, putative, expressed	LOC_Os10g42230.2	no descriptionweakly similar to ( 172)AT2G33620| Symbols:  | DNA-binding family protein / AT-hook protein 1 (AHP1) | chr2:14241825-14243639 FORWARDDUF296	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_131936_PI403524517	2	0.2396946	0.12213421	5.283356E-4	-0.25806475	-0.28956223	-5.283356E-4	35_37057	"Cluster: Cyclin, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Cyclin, putative, expressed - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10MI0	"CHR5V7|COORD:9445953..9450587| similar to cyclin-related [Arabidopsis thaliana] (TAIR:AT2G41830.1); similar to Os03g0308200 [Oryza"	AT5G26850.2	CHR03V5|COORD:10958311..10949596|protein expressed protein	LOC_Os03g19520.2	" no descriptionweakly similar to ( 175)AT5G26850| Symbols:  | similar to cyclin-related [Arabidopsis thaliana] (TAIR:AT2G41830.1); similar to Os03g0308200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001049903.1); similar to cyclin, putative, expressed [Oryza sativa (japonica cultivar-group)] (GB:ABF95548.1); contains domain ARM repeat (SSF48371); contains domain UNCHARACTERIZED (PTHR12444) | chr5:9445953-9450587 FORWARDnot assigned "	not assigned.unknown	35_2

CUST_37082_PI403524517	2	-0.030085087	-0.30968475	0.061722755	0.030085564	0.2473464	-0.46461916	35_10683	"Cluster: Putative N7 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative N7 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z1A9	CHR4V7|COORD:2771041..2772249| F-box family protein (FBL22)	AT4G05490.1	CHR08V5|COORD:5471534..5468651|protein ubiquitin-protein ligase, putative, expressed	LOC_Os08g09450.1	no descriptionvery weakly similar to (50.1)AT4G05490| Symbols:  | F-box family protein (FBL22) | chr4:2771041-2772249 REVERSEPRK12323	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_69653_PI403524517	2	-0.009773254	-0.28029346	-0.06431961	0.061846733	0.065470695	0.009773254	35_19930	"Cluster: Putative dehydrogenase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative dehydrogenase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q93Y73	CHR1V7|COORD:5102679..5104628| semialdehyde dehydrogenase family protein	AT1G14810.1	CHR03V5|COORD:31399333..31402542|protein aspartate-semialdehyde dehydrogenase, putative, expressed	LOC_Os03g55280.1	no descriptionweakly similar to ( 107)AT1G14810| Symbols:  | semialdehyde dehydrogenase family protein | chr1:5102679-5104628 REVERSEnot assigned PRK06598 Asd PRK05671 PRK06728	amino acid metabolism.synthesis.aspartate family.misc.homoserine.aspartate semialdehyde dehydrogenase	13_1_3_6_1_2

CUST_3880_PI404877155	2	-4.081726E-4	0.21387863	-0.12784958	4.081726E-4	0.012477875	-0.06177616	Contig14490_at	putative GTP-binding protein [Oryza sativa (japonica cultivar-group)] gb|AAO37518.1| putative GTP-binding protein [Oryza sativa (japonica	NP_909930.1	GTP1/OBG family protein	At5g18570.1	protein putative GTP-binding protein	Os03g58540	NONE	signalling.G-proteins	30_5

CUST_17612_PI399408534	2	0.24872875	0.5686102	0.05634594	-0.31047106	-0.18667221	-0.056346893	35_22605	"Cluster: Hypothetical protein P0643A10.26; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0643A10.26 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6Z2J8	"CHR1V7|COORD:8244470..8251730| similar to Os02g0732700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001048029.1); similar to Mediator complex subunit"	AT1G23230.1	CHR02V5|COORD:30547711..30536300|protein expressed protein	LOC_Os02g49992.1	"no descriptionmoderately similar to ( 321)AT1G23230| Symbols:  | similar to Os02g0732700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001048029.1); similar to Mediator complex subunit 23 CG3695-PA [Drosophila melanogaster] (GB:NP_611735.1); contains domain SUBFAMILY NOT NAMED (PTHR12691:SF1); contains domain FAMILY NOT NAMED (PTHR12691) | chr1:8244470-8251730 FORWARDnot assigned"	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_42263_PI403524517	2	-0.15751886	0.4864235	0.07113743	0.035939693	-0.2842307	-0.035939693	35_12148	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_61501_PI403524517	2	0.13588333	-0.11836624	-0.012234688	0.012234688	-0.034238815	0.07439804	35_17555	"Cluster: DNA-directed RNA polymerase II 135 kDa polypeptide; n=104; Spermatophyta|Rep: DNA-directed RNA polymerase II 135 kDa polypeptide - Arabidopsis thaliana"	UniRef90_P38420	"CHR4V7|COORD:11535696..11542212| NRPB2 (EMBRYO DEFECTIVE 1989); DNA binding"	AT4G21710.1	CHR03V5|COORD:24987908..24996309|protein DNA-directed RNA polymerase II 135 kDa polypeptide, putative, expressed	LOC_Os03g44484.1	" no descriptionnearly identical (1352)AT4G21710| Symbols: EMB1989, RPB2, NRPB2 | NRPB2 (EMBRYO DEFECTIVE 1989); DNA binding | chr4:11535696-11542212 REVERSEweakly similar to ( 177)RPOB_MESVIDNA-directed RNA polymerase subunit beta - Mesostigma viridenot assigned not assigned not assigned PRK08565 RpoB RNA_pol_B_RPB2 PRK07225 RNA_pol_Rpb2_6 rpoB rpoB PRK09606 RNA_pol_Rpb2_7 RNA_pol_Rpb2_4 RNA_pol_Rpb2_3 PRK09603 RNA_pol_Rpb2_5 "	RNA.transcription	27_2

CUST_151890_PI403524517	2	0.049263954	0.31110764	0.12436485	-0.29307842	-0.7718568	-0.049263477	35_42464	Rep: RPR1h - Oryza sativa (indica cultivar-group)	UniRef90_Q9ST23		0	CHR11V5|COORD:6883518..6891811|protein disease resistance protein RPM1, putative, expressed	LOC_Os11g12340.2	no description	not assigned.unknown	35_2

CUST_67406_PI403524517	2	0.029241562	0.057240486	-0.15233994	-0.02563572	-0.01080513	0.01080513	35_19246	"Cluster: Proteophosphoglycan 5; n=1; Leishmania major strain Friedlin|Rep: Proteophosphoglycan 5 - Leishmania major strain Friedlin"	UniRef90_Q4FX62	CHR1V7|COORD:9039777..9042860| protein kinase	AT1G26150.1	CHR10V5|COORD:21147557..21143890|protein ATTOC132/TOC132, putative, expressed	LOC_Os10g40110.1	no descriptionnot assigned not assigned not assigned not assigned not assigned Tymo_45kd_70kd Atrophin-1 DUF1421	not assigned.unknown	35_2

CUST_48321_PI403524517	2	0.030091286	0.22741032	0.15016937	-0.06900406	-0.030090332	-0.035463333	35_13811	"Cluster: Putative Xaa-Pro dipeptidase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Xaa-Pro dipeptidase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z8B5	CHR4V7|COORD:14487949..14491327| X-Pro dipeptidase	AT4G29490.1	CHR02V5|COORD:6985223..6993606|protein xaa-Pro dipeptidase, putative, expressed	LOC_Os02g13140.1	no descriptionhighly similar to ( 761)AT4G29490| Symbols:  | X-Pro dipeptidase | chr4:14487949-14491327 FORWARDnot assigned not assigned Prolidase PepP PRK10879 Peptidase_M24 APP-like AMP_N APP_MetAP PRK09795 Map PRK05716 APP MetAP1	protein.degradation.metalloprotease	29_5_7

CUST_1694_PI404877155	2	0.030445099	-0.4767561	-0.030446053	0.054904938	0.14433765	-0.058023453	Contig11930_at	CCAAT-box binding transcription factor subunit HAP3-related [Arabidopsis thaliana]	NP_180316.1	CCAAT-box binding transcription factor subunit HAP3-related	At2g27470.1	protein hypothetical protein	Os09g39490	CCAAT-binding transcription factor	RNA.regulation of transcription.CCAAT box binding factor family, HAP3	27_3_15

CUST_180061_PI403524517	2	0.04726219	-0.904274	-0.26737595	0.24864483	0.072859764	-0.047263145	35_50075	"Cluster: Chromosome undetermined SCAF7048, whole genome shotgun sequence; n=2; Tetraodontidae|Rep: Chromosome undetermined SCAF7048, whole genome shotgun sequen"	UniRef90_Q4TC76	CHR5V7|COORD:575435..576454| histone H2A, putative	AT5G02560.1	CHR03V5|COORD:9478877..9477951|protein histone H2A, putative, expressed	LOC_Os03g17100.1	 no descriptionweakly similar to ( 101)AT5G59870| Symbols:  | histone H2A, putative | chr5:24132831-24133370 REVERSEweakly similar to ( 108)H2A6_WHEATProtein H2A.6 - Triticum aestivum (Wheat)not assigned not assigned H2A H2A HTA1 Histone 	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_91953_PI403524517	2	-0.10449362	-2.0261269	0.10449362	0.60629845	0.58428526	-0.532321	35_26290	"Cluster: Ent-kaurene synthase-like protein 2; n=1; Hordeum vulgare subsp. vulgare|Rep: Ent-kaurene synthase-like protein 2 - Hordeum vulgare var. distichum (Two"	UniRef90_Q673F8	"CHR1V7|COORD:29895461..29899329| GA2 (GA REQUIRING 2); ent-kaurene synthase"	AT1G79460.1	CHR04V5|COORD:30800291..30805184|protein ent-kaurene synthase B, chloroplast precursor, putative, expressed	LOC_Os04g52210.1	" no descriptionweakly similar to ( 101)AT1G79460| Symbols: KS, ATKS, GA2 | GA2 (GA REQUIRING 2); ent-kaurene synthase | chr1:29895461-29899329 FORWARDweakly similar to ( 116)KSB_CUCMAEnt-kaurene synthase B, chloroplast precursor - Cucurbita maxima (Pumpkin) (Winter squash)Terpene_cyclase_plant_C1 Terpene_cyclase_C1 Terpene_synth_C "	secondary metabolism.isoprenoids.terpenoids	16_1_5

CUST_61490_PI403524517	2	-0.24703026	-0.21754646	0.6327448	0.21754646	0.2492466	-0.28476048	35_17551	"Cluster: Ankyrin repeat family protein, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Ankyrin repeat family protein, putative, expressed"	UniRef90_Q10N66	CHR3V7|COORD:3934153..3936502| ankyrin repeat family protein	AT3G12360.1	CHR03V5|COORD:9584204..9587487|protein protein binding protein, putative, expressed	LOC_Os03g17240.1	no descriptionhighly similar to ( 502)AT3G12360| Symbols:  | ankyrin repeat family protein | chr3:3934153-3936502 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned ANK Arp	cell.organisation	31_1

CUST_48819_PI403524517	2	0.06520271	-0.18077564	-0.15823174	0.003583908	0.076509476	-0.003583908	35_13942	Rep: Protein H2A.6 - Triticum aestivum (Wheat)	UniRef90_Q43214	CHR5V7|COORD:575435..576454| histone H2A, putative	AT5G02560.1	CHR03V5|COORD:9478877..9477951|protein histone H2A, putative, expressed	LOC_Os03g17100.1	 no descriptionweakly similar to ( 151)AT5G02560| Symbols:  | histone H2A, putative | chr5:575435-576454 FORWARDweakly similar to ( 180)H2A5_WHEATProtein H2A.5 - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned H2A H2A HTA1 Histone PRK12323 PRK07003 Atrophin-1 PRK08853 DUF1421 HPC2 PRK12678 PRK07764 Tymo_45kd_70kd DUF566 APC_basic Chon_Sulph_att infB Coprinus_mating PRK05648 	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_64670_PI403524517	2	0.17343712	-0.6683936	-0.12708473	0.20635223	0.12708473	-0.13393974	35_18462	"Cluster: Hypothetical protein OJ1593_C11.11; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1593_C11.11 - Oryza sativa (japonica cultiv"	UniRef90_Q65X91	CHR3V7|COORD:20490279..20491301| similar to calcium homeostasis regulator CHoR1 [Solanum tuberosum] (GB:AAQ14193.1)	AT3G55250.1	CHR05V5|COORD:26092320..26093860|protein calcium homeostasis regulator CHoR1, putative, expressed	LOC_Os05g45030.1	no descriptionmoderately similar to ( 249)AT3G55250| Symbols:  | similar to calcium homeostasis regulator CHoR1 [Solanum tuberosum] (GB:AAQ14193.1) | chr3:20490279-20491301 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07764 PRK07003 Atrophin-1 PRK12323 DUF566 PRK12678	not assigned.unknown	35_2

CUST_83254_PI403524517	2	-0.36066675	0.25359917	0.43489504	-0.018024445	0.018024445	-0.43806648	35_23872	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_168377_PI403524517	2	-0.079535484	-0.04300642	0.1348362	0.066233635	-0.09456205	0.043005943	35_46891	"Cluster: NADPH-dependent cinnamyl alcohol dehydrogenase; n=2; Quercus|Rep: NADPH-dependent cinnamyl alcohol dehydrogenase - Quercus suber (Cork oak)"	UniRef90_Q6USQ8	CHR1V7|COORD:3057977..3060663| cinnamyl-alcohol dehydrogenase family / CAD family	AT1G09480.1	CHR01V5|COORD:19336555..19341032|protein dihydroflavonol-4-reductase, putative, expressed	LOC_Os01g34480.3	no descriptionvery weakly similar to (69.3)AT1G09480| Symbols:  | cinnamyl-alcohol dehydrogenase family / CAD family | chr1:3057977-3060663 FORWARDvery weakly similar to (62.4)DFRA_DIACADihydroflavonol-4-reductase - Dianthus caryophyllus (Carnation) (Clove pink)not assigned	misc.alcohol dehydrogenases	26_11

CUST_136967_PI403524517	2	0.18957996	-0.014843464	-0.34293938	0.014842987	0.17406511	-0.2856369	35_38409	Rep: ATP:citrate lyase - Capsicum annuum (Bell pepper)	UniRef90_Q9AXR6	CHR3V7|COORD:2079253..2082639| ACLB-1 (ATP-citrate lyase B-1)	AT3G06650.1	CHR01V5|COORD:11002791..10996109|protein ATP-citrate synthase subunit 1, putative, expressed	LOC_Os01g19450.2	no descriptionvery weakly similar to (99.8)AT3G06650| Symbols: ACLB-1 | ACLB-1 (ATP-citrate lyase B-1) | chr3:2079253-2082639 REVERSEnot assigned	TCA / org. transformation.other organic acid transformaitons.atp-citrate lyase	8_2_11

CUST_28533_PI399408534	2	-0.035663605	0.5562229	-0.033974648	0.033973694	-0.26965714	0.10582638	35_9919	"Cluster: Os02g0622500 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0622500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DZF5	CHR3V7|COORD:1212071..1213801| RNA recognition motif (RRM)-containing protein	AT3G04500.1	CHR02V5|COORD:24780696..24777327|protein mgc10433l protein, putative, expressed	LOC_Os02g40900.1	no descriptionweakly similar to ( 145)AT3G04500| Symbols:  | RNA recognition motif (RRM)-containing protein | chr3:1212071-1213801 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned RRM_1 RRM COG0724	RNA.regulation of transcription.unclassified	27_3_99

CUST_288_PI404877155	2	-1.1548648	-0.3739934	0.45691013	0.37399292	-0.41850567	0.43962574	Contig10167_at	B1131B07.13 [Oryza sativa (japonica cultivar-group)] dbj|BAB93351.1| B1131B07.13 [Oryza sativa (japonica cultivar-group)]	NP_916632.1	WRKY family transcription factor	At5g26170.1	protein WRKY DNA -binding domain, putative	Os05g46020	NONE	RNA.regulation of transcription.WRKY domain transcription factor family	27_3_32

CUST_90440_PI403524517	2	0.3818407	0.31653023	0.022745132	-0.17422628	-0.11752987	-0.022745132	35_25865	"Cluster: Potential autophagy related protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Potential autophagy related protein-like - Oryza sativa (jap"	UniRef90_Q5Z9U9	"CHR3V7|COORD:6639885..6648242| similar to unnamed protein product; gene_id:MVI11.11 unknown protein-related [Medicago truncatula] (GB:ABE80517.1); similar to"	AT3G19190.1	CHR06V5|COORD:8889919..8902219|protein expressed protein	LOC_Os06g15700.1	" no descriptionweakly similar to ( 186)AT3G19190| Symbols:  | similar to unnamed protein product; gene_id:MVI11.11 unknown protein-related [Medicago truncatula] (GB:ABE80517.1); similar to Os06g0267600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001057350.1); contains domain FAMILY NOT NAMED (PTHR13190); contains domain RecG, N-terminal domain (SSF69008); contains domain gb def: Arabidopsis thaliana genomic DNA, chromosome 3, P1 clone: MVI11 (PTHR13190:SF3) | chr3:6639885-6648242 FORWARDnot assigned "	not assigned.unknown	35_2

CUST_177449_PI403524517	2	-0.05209446	0.7091322	0.17918777	-0.103342056	-0.19645786	0.052095413	35_49360	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_70814_PI403524517	2	0.0042619705	0.31483936	-0.18250656	0.06420994	-0.11568546	-0.0042619705	35_20290	"Cluster: Putative glycine-rich protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative glycine-rich protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K8R1	"CHR2V7|COORD:18103332..18104421| similar to glycine-rich protein [Arabidopsis thaliana] (TAIR:AT3G59640.2); similar to glycine-rich protein,"	AT2G43630.1	CHR02V5|COORD:23739367..23743105|protein expressed protein	LOC_Os02g39340.1	" no descriptionvery weakly similar to (65.1)AT2G43630| Symbols:  | similar to glycine-rich protein [Arabidopsis thaliana] (TAIR:AT3G59640.2); similar to glycine-rich protein, related [Medicago truncatula] (GB:ABE86768.1) | chr2:18103332-18104421 FORWARD"	not assigned.unknown	35_2

CUST_98627_PI403524517	2	0.070661545	0.7109928	-0.0025749207	-0.06847954	-0.1182518	0.002573967	35_28154	"Cluster: Signal recognition particle protein, putative; n=1; Oryza sativa (japonica cultivar-group)|Rep: Signal recognition particle protein, putative - Oryza s"	UniRef90_Q53QG1	"CHR5V7|COORD:1060264..1063256| FFC (FIFTY-FOUR CHLOROPLAST HOMOLOGUE); 7S RNA binding / GTP binding / mRNA binding"	AT5G03940.1	CHR11V5|COORD:2513385..2517849|protein signal recognition particle 54 kDa protein, chloroplast precursor, putative, expressed	LOC_Os11g05556.2	" no descriptionmoderately similar to ( 222)AT5G03940| Symbols: 54CP, CPSRP54, SRP54CP, FFC | FFC (FIFTY-FOUR CHLOROPLAST HOMOLOGUE); 7S RNA binding / GTP binding / mRNA binding | chr5:1060264-1063256 REVERSEvery weakly similar to (55.8)SR542_HORVUSignal recognition particle 54 kDa protein 2 - Hordeum vulgare (Barley)not assigned Ffh PRK10867 SRP_SPB PRK00771 "	protein.targeting.secretory pathway.unspecified	29_3_4_99

CUST_151911_PI403524517	2	0.06892204	-0.18428326	0.019295692	-0.09193611	-0.019294739	0.24338722	35_42470	Rep: VQ - Medicago truncatula (Barrel medic)	UniRef90_Q1S6C8	CHR1V7|COORD:9886639..9887382| VQ motif-containing protein	AT1G28280.1	CHR04V5|COORD:32634359..32633073|protein DNA-binding WRKY, putative, expressed	LOC_Os04g55240.1	no description	not assigned.unknown	35_2

CUST_162655_PI403524517	2	0.054730415	-0.07688904	0.023430347	-0.023430824	-0.11894369	0.10211229	35_45369	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QZT3	"CHR3V7|COORD:23174913..23176055| similar to calmodulin-binding protein [Arabidopsis thaliana] (TAIR:AT2G15760.1); similar to conserved hypothetical"	AT3G62630.1	CHR11V5|COORD:26684215..26686214|protein calmodulin binding protein, putative, expressed	LOC_Os11g44920.1	no descriptionDUF1645	not assigned.unknown	35_2

CUST_7191_PI399408534	2	0.014836311	-0.014835358	-0.081279755	0.10287762	-0.19332504	0.029356003	35_1942	Rep: OSJNBb0060E08.16 protein - Oryza sativa (Rice)	UniRef90_Q7XM83	CHR1|COORD:1512900..1518804| homeobox-leucine zipper family protein / lipid-binding START domain-containing protein, similar to homeobox 1 (GP:12002853) {Picea	AT1G05230.2	CHR04V5|COORD:31687999..31680657|protein homeobox protein GLABRA2, putative, expressed	LOC_Os04g53540.1	no descriptionhighly similar to ( 823)AT1G05230| Symbols:  | homeobox-leucine zipper family protein / lipid-binding START domain-containing protein | chr1:1513387-1517023 REVERSEnot assigned not assigned not assigned not assigned START START START TT_ORF1 PRK07003 PRK12678	RNA.regulation of transcription.HB,Homeobox transcription factor family	27_3_22

CUST_171345_PI403524517	2	0.014164448	-0.03439188	0.04319477	-0.014164448	0.21711779	-0.15596533	35_47741	"Cluster: OSJNBa0084K01.8 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0084K01.8 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XM23		0	CHR04V5|COORD:33571315..33570364|protein OsSAUR22 - Auxin-responsive SAUR gene family member, expressed	LOC_Os04g56680.1	no description	not assigned.unknown	35_2

CUST_90057_PI403524517	2	0.19820547	0.10615063	0.027550697	-0.08284569	-0.06123686	-0.027551174	35_25764	"Cluster: Putative chaperone protein DnaJ; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative chaperone protein DnaJ - Oryza sativa (japonica cultivar-gro"	UniRef90_Q69QB3	"CHR1V7|COORD:9854585..9859964| ATJ1 (Arabidopsis thaliana DnaJ homologue 1); heat shock protein binding / unfolded protein binding"	AT1G28210.2	CHR06V5|COORD:6049763..6035702|protein transposon protein, putative, Mutator sub-class, expressed	LOC_Os06g11440.2	"no descriptionvery weakly similar to (60.1)AT1G28210| Symbols: ATJ1 | ATJ1 (Arabidopsis thaliana DnaJ homologue 1); heat shock protein binding / unfolded protein binding | chr1:9854585-9859964 FORWARD"	stress.abiotic.heat	20_2_1

CUST_168870_PI403524517	2	-0.3573022	0.06903553	0.1767683	0.40002346	-0.19560242	-0.06903553	35_47030	"Cluster: Bzip-like transcription factor-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Bzip-like transcription factor-like protein - Oryza sativ"	UniRef90_Q7X997	CHR5V7|COORD:15457074..15460237| protein kinase family protein	AT5G38560.1	CHR09V5|COORD:21365910..21369912|protein bZIP protein, putative, expressed	LOC_Os09g37040.1	no description	not assigned.unknown	35_2

CUST_26640_PI399408534	2	-0.1287899	0.5417795	0.26123047	0.012366295	-0.1309433	-0.012367249	35_17378	Rep: Enhancer of zeste 1 - Triticum monococcum (Einkorn wheat) (Small spelt)	UniRef90_A0SQK6	"CHR4V7|COORD:886693..891743| EZA1 (SWINGER); transcription factor"	AT4G02020.1	CHR03V5|COORD:10938668..10930966|protein polycomb protein EZ3, putative, expressed	LOC_Os03g19480.1	" no descriptionvery weakly similar to (97.4)AT4G02020| Symbols: SWN, SWINGER, EZA1 | EZA1 (SWINGER); transcription factor | chr4:886693-891743 FORWARDweakly similar to ( 129)EZ3_MAIZEPolycomb protein EZ3 - Zea mays (Maize)not assigned "	RNA.regulation of transcription.Polycomb Group (PcG)	27_3_65

CUST_19153_PI403524517	2	-0.015197754	0.2829647	0.0151968	-0.07461548	0.020074844	-0.020119667	35_5552	"Cluster: Hypothetical protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53RK1	0	0	CHR03V5|COORD:28535888..28534419|protein expressed protein	LOC_Os03g50110.1	no description	not assigned.unknown	35_2

CUST_59803_PI403524517	2	0.014408112	0.043642044	-0.077747345	-0.014408112	-0.10280895	0.123392105	35_17050	"Cluster: Hypothetical protein P0506C07.1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0506C07.1 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q7XI29	"CHR3V7|COORD:21273005..21273295| similar to Hypothetical protein [Oryza sativa] (GB:AAM08779.1); similar to Os07g0185900 [Oryza sativa (japonica"	AT3G57450.1	CHR10V5|COORD:14292434..14292751|protein conserved hypothetical protein	LOC_Os10g28170.1	"no descriptionvery weakly similar to (68.9)AT3G57450| Symbols:  | similar to Hypothetical protein [Oryza sativa] (GB:AAM08779.1); similar to Os07g0185900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001059068.1) | chr3:21273005-21273295 FORWARDnot assigned not assigned not assigned TT_ORF1"	not assigned.unknown	35_2

CUST_13340_PI404877155	2	0.19425774	-0.32748318	-0.024835587	0.024835587	-0.053364754	0.11556816	Contig7041_at	putative IAA-Ala hydrolase [Oryza sativa (japonica cultivar-group)] dbj|BAB85405.1| putative auxin amidohydrolase [Oryza sativa (japonica cu	NP_918395.1	IAA-amino acid hydrolase 3 / IAA-Ala hydrolase 3 (IAR3)	At1g51760.1	protein amidohydrolase	Os01g37960	putative IAA-Ala hydrolase	hormone metabolism.auxin.synthesis-degradation	17_2_1

CUST_77481_PI403524517	2	-0.2034874	-1.2805176	0.2034874	0.2779951	0.21666384	-0.26659584	35_22206	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_169467_PI403524517	2	-0.017606735	-0.11421156	0.017606735	0.1671772	-0.2711339	0.06853008	35_47201	"Cluster: Os08g0128500 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os08g0128500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J889	CHR1V7|COORD:19478882..19479821| 60S ribosomal protein L37 (RPL37B)	AT1G52300.1	CHR02V5|COORD:34912247..34914279|protein 60S ribosomal protein L37, putative, expressed	LOC_Os02g56990.1	no descriptionweakly similar to ( 150)AT1G52300| Symbols:  | 60S ribosomal protein L37 (RPL37B) | chr1:19478882-19479821 REVERSEnot assigned Ribosomal_L37e RPL37A rpl37e	protein.synthesis.misc ribososomal protein	29_2_2

CUST_99441_PI403524517	2	0.28710938	-0.9504895	0.059654713	-0.05965519	0.119213104	-0.22778654	35_28387	"Cluster: Leucine Rich Repeat family protein, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Leucine Rich Repeat family protein, expressed - Oryza s"	UniRef90_Q10GD4	CHR3V7|COORD:20236982..20239860| F-box family protein (FBL17)	AT3G54650.1	CHR03V5|COORD:24144016..24151597|protein Leucine Rich Repeat family protein, expressed	LOC_Os03g43390.4	no description	not assigned.unknown	35_2

CUST_167785_PI403524517	2	0.08568907	-0.050526142	0.05052662	-0.22488165	-0.61000395	0.08588171	35_46735	"Cluster: Transmembrane domain, a coiled coil-4 domain, of eukaryotic origin (91.3 kD)-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Transmembra"	UniRef90_Q657I0	"CHR1V7|COORD:12909271..12913894| similar to Os05g0355100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001055287.1); similar to unknown protein [Oryza"	AT1G35220.1	CHR01V5|COORD:11208623..11218178|protein expressed protein	LOC_Os01g19760.1	"no descriptionweakly similar to ( 152)AT1G35220| Symbols:  | similar to Os05g0355100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001055287.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAV43895.1); similar to Os01g0303200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001042832.1); contains domain TNF receptor-like (SSF57586) | chr1:12909271-12913894 FORWARDnot assigned"	not assigned.unknown	35_2

CUST_14472_PI404877155	2	0.19098282	0.7865362	-0.4743042	0.2797613	-0.19098282	-0.19699955	Contig832_s_at	Oxygen-evolving enhancer protein 1, chloroplast precursor (OEE1) (33 kDa subunit of oxygen evolving system of photosystem II) (OEC 33 kDa su	P27665	oxygen-evolving enhancer protein, chloroplast, putative / 33 kDa subunit of oxygen evolving system of photosys	At3g50820.1	protein Manganese-stabilizing protein / photosystem II polypeptide	Os01g31690	putative 33kDa oxygen evolvingprotein of photosystem II	PS.lightreaction.photosystem II.PSII polypeptide subunits	1_01_01_02

CUST_29841_PI399408534	2	0.5219588	-0.14068937	-0.015936852	0.015937328	-0.2828107	0.12803602	35_2890	"Cluster: Putative DNA-damage-repair/toleration protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative DNA-damage-repair/toleration protein - Oryza s"	UniRef90_Q6Z3T9	"CHR3V7|COORD:4006668..4007786| DRT100 (DNA-DAMAGE REPAIR/TOLERATION 100); protein binding"	AT3G12610.1	CHR08V5|COORD:24884520..24882848|protein polygalacturonase inhibitor 2 precursor, putative, expressed	LOC_Os08g39550.1	"no descriptionweakly similar to ( 184)AT3G12610| Symbols: DRT100 | DRT100 (DNA-DAMAGE REPAIR/TOLERATION 100); protein binding | chr3:4006668-4007786 REVERSEvery weakly similar to (77.4)PGIP1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07003 Tymo_45kd_70kd Herpes_BLLF1 Atrophin-1 Pneumo_att_G DAG1 HPC2 AF-4 PRK05648 TT_ORF1 PRK07764 DUF1421 Herpes_TAF50 PRK08770"	stress.biotic	20_1

CUST_42421_PI403524517	2	0.2442131	-0.5158663	0.25505447	-0.17689276	-0.16010046	0.16010094	35_12189	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_130842_PI403524517	2	0.032279015	-0.12666893	0.0094509125	-0.028439522	-0.0094509125	0.05201435	35_36747	"Cluster: Transducin / WD-40 repeat protein-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: Transducin / WD-40 repeat protein-like - Oryza sativa (japonic"	UniRef90_Q6YZ25	CHR1V7|COORD:30338391..30340688| transducin family protein / WD-40 repeat family protein	AT1G80710.1	CHR08V5|COORD:11256986..11260585|protein expressed protein	LOC_Os08g18880.1	no descriptionvery weakly similar to (67.4)AT1G80710| Symbols:  | transducin family protein / WD-40 repeat family protein | chr1:30338391-30340688 REVERSEnot assigned	not assigned.no ontology	35_1

CUST_1854_PI404877155	2	-0.13747883	0.2211256	0.040620804	-0.115060806	0.20193958	-0.04061985	Contig12075_at	putative flavonol 3-sulfotransferase [Oryza sativa (japonica cultivar-group)]	BAD05251.1	sulfotransferase family protein	At3g45070.1	protein Sulfotransferase domain, putative	Os07g41460	"sulfotransferase family protein, similar to SP:P52837 Flavonol 4'-sulfotransferase (EC 2.8.2.-) (F4-ST) {Flaveria chloraefolia}; contains Pfam profile PF00685: Sulfotransferase domain"	hormone metabolism.brassinosteroid.synthesis-degradation.BRs.metabolic regulation	17_03_01_01_05

CUST_6881_PI404877155	2	-0.07732773	0.11504364	-0.07082176	-0.05352688	0.053527832	0.08749199	Contig20267_at	cytochrome P450 [Vigna radiata]	AAF89209.1	cytochrome P450 90A1 (CYP90A1) (CYP90) (CPD)	At5g05690.1	protein cytochrome p450 90a1 (ec 1.14.-.-)	Os11g04710	"cytochrome P450 90A1 (CYP90A1) (CYP90) (CPD), identical to Cytochrome P450 90A1 (SP:Q42569) (Arabidopsis thaliana) or  similar to steroid 22-alpha-hydroxylase (CYP90B1) (DWF4) [Arabidopsis thaliana] (TAIR:At3g50660.1); similar to cytochrome P450 [Nicotian"	hormone metabolism.brassinosteroid.synthesis-degradation.BRs.CPD	17_03_01_01_03

CUST_67256_PI403524517	2	0.094023705	-0.2988701	-0.016155243	0.016155243	-0.37201786	0.1015749	35_19205	"Cluster: Os01g0771400 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0771400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JIX9	"CHR5V7|COORD:2019546..2027835| UBP12 (UBIQUITIN-SPECIFIC PROTEASE 12); ubiquitin-specific protease"	AT5G06600.2	CHR01V5|COORD:32896604..32879459|protein ubiquitin carboxyl-terminal hydrolase 21, putative, expressed	LOC_Os01g56490.1	"no descriptionmoderately similar to ( 461)AT5G06600| Symbols: UBP12 | UBP12 (UBIQUITIN-SPECIFIC PROTEASE 12); ubiquitin-specific protease | chr5:2019546-2027835 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG5077 peptidase_C19C Peptidase_C19 UCH Peptidase_C19E Peptidase_C19L Peptidase_C19G Peptidase_C19R Peptidase_C19D Peptidase_C19K UBP12 Peptidase_C19H Peptidase_C19A Peptidase_C19I Peptidase_C19O UBP5 Peptidase_C19B"	protein.degradation.ubiquitin.ubiquitin protease	29_5_11_5

CUST_65174_PI403524517	2	0.008191109	0.18624115	0.014203072	-0.12362957	-0.16023159	-0.008190155	35_18610	"Cluster: Putative gamma-glutamyl hydrolase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative gamma-glutamyl hydrolase - Oryza sativa (japonica"	UniRef90_Q75II5	"CHR1V7|COORD:29590794..29593010| ATGGH1; gamma-glutamyl hydrolase"	AT1G78660.3	CHR05V5|COORD:25574522..25569999|protein gamma-glutamyl hydrolase precursor, putative, expressed	LOC_Os05g44130.3	"no descriptionmoderately similar to ( 268)AT1G78660| Symbols: ATGGH1 | ATGGH1; gamma-glutamyl hydrolase | chr1:29590794-29593010 FORWARDmoderately similar to ( 217)GGH_SOYBNGamma-glutamyl hydrolase precursor - Glycine max (Soybean)not assigned GATase1_Glutamyl_Hydrolase Peptidase_C26"	protein.degradation	29_5

CUST_33585_PI403524517	2	0.30087328	0.06308842	0.14086056	-0.06308842	-0.1352005	-0.6093712	35_9681	"Cluster: Heavy metal-associated domain containing protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Heavy metal-associated domain"	UniRef90_Q2QXS5	CHR3V7|COORD:1853054..1854679| heavy-metal-associated domain-containing protein	AT3G06130.1	CHR12V5|COORD:2192737..2197849|protein metal ion binding protein, putative, expressed	LOC_Os12g05040.3	no descriptionvery weakly similar to (81.3)AT3G06130| Symbols:  | heavy-metal-associated domain-containing protein | chr3:1853054-1854679 REVERSEnot assigned	not assigned.no ontology	35_1

CUST_15454_PI403524517	2	-0.014450073	0.037578583	0.014450073	-0.10172081	-0.14192295	0.019323349	35_4459	Rep: F18C1.6 protein - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q9M9X2	CHR3V7|COORD:1653894..1657028| PHD finger family protein	AT3G05670.1	CHR07V5|COORD:29355622..29351351|protein PHD-finger family protein, expressed	LOC_Os07g49030.2	no descriptionvery weakly similar to (53.5)AT3G05670| Symbols:  | PHD finger family protein | chr3:1653894-1657028 FORWARD	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_86211_PI403524517	2	0.11635494	0.011550903	0.14884663	-0.15858364	-0.011551857	-0.012940407	35_24691	"Cluster: Proline-rich family protein, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Proline-rich family protein, putative, expressed - O"	UniRef90_Q10KZ6	CHR2|COORD:11411144..11415385| plectin-related, contains weak similarity to Swiss-Prot:Q9JI55 plectin 1 (PLTN, PCN, 300-kDa intermediate filament-associated	AT2G26770.2	CHR03V5|COORD:14199487..14191877|protein expressed protein	LOC_Os03g24940.2	no descriptionweakly similar to ( 182)AT2G26770| Symbols:  | plectin-related | chr2:11411335-11414821 REVERSE	not assigned.no ontology	35_1

CUST_117762_PI403524517	2	0.14859581	0.39518166	-0.04497528	-0.035758972	-0.019486427	0.019486427	35_33360	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_6222_PI404877155	2	-0.027116776	7.8582764E-4	0.119407654	-0.045344353	0.05732727	-7.867813E-4	Contig18720_at	U2 snRNP auxiliary factor large subunit, putative [Arabidopsis thaliana]	NP_564764.1	U2 snRNP auxiliary factor large subunit, putative	At1g60900.1	protein transposon protein, putative, CACTA, En/Spm sub-class	Os11g41820	U2 snRNP auxiliary factor large subunit, putative, similar to GI:3850823 from (Nicotiana plumbaginifolia) (J. Biol. Chem. 273 (51), 34603-34610 (1998))	RNA.processing.splicing	27_1_1

CUST_12492_PI404877155	2	0.11872196	-0.3007393	0.071614265	-0.05292511	0.052924156	-0.078383446	Contig6228_at	Asparagine synthetase [glutamine-hydrolyzing] (Glutamine-dependent asparagine synthetase) pir||T03602 probable asparagine synthase (glutamin	Q43011	asparagine synthetase 2 (ASN2)	At5g65010.1	protein asparagine synthase (glutamine-hydrolyzing), putative	Os06g15420	probable asparagine synthase (glutamine-hydrolysing) (EC 6.3.5.4) - rice gb	amino acid metabolism.aspartate family.asparagine.synthesis	13_1_3_1

CUST_155403_PI403524517	2	-0.17611265	0.0070648193	-0.007065296	0.30122328	-0.029801846	0.021494389	35_43412	Rep: Actin regulatory protein - Aspergillus oryzae	UniRef90_Q2U6Q3	CHR1V7|COORD:16816094..16817173| DNA binding / ligand-dependent nuclear receptor	AT1G44191.1	CHR01V5|COORD:23612086..23614184|protein protein binding protein, putative, expressed	LOC_Os01g41120.1	no description	not assigned.unknown	35_2

CUST_160946_PI403524517	2	-0.016756058	0.7959957	0.31521702	-0.19556475	0.016756535	-0.17386103	35_44908	"Cluster: OSJNBb0008G24.20 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: OSJNBb0008G24.20 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8RU81	CHR1V7|COORD:27135795..27139919| proton-dependent oligopeptide transport (POT) family protein	AT1G72120.1	CHR01V5|COORD:38163986..38170513|protein peptide transporter PTR2-B, putative, expressed	LOC_Os01g65210.1	no descriptionweakly similar to ( 159)AT1G72120| Symbols:  | proton-dependent oligopeptide transport (POT) family protein | chr1:27135795-27139919 FORWARDnot assigned PTR2 PTR2	transport.peptides and oligopeptides	34_13

CUST_61725_PI403524517	2	0.016783714	0.30037212	-0.016783714	-0.11121464	-0.03359127	0.035518646	35_17615	"Cluster: Putative chaperonin; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative chaperonin - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5TKQ5	"CHR3V7|COORD:8669020..8672285| HSP60 (Heat shock protein 60); ATP binding / protein binding / unfolded protein binding"	AT3G23990.1	CHR05V5|COORD:26757045..26752405|protein chaperonin CPN60-2, mitochondrial precursor, putative, expressed	LOC_Os05g46290.1	no description	not assigned.unknown	35_2

CUST_87524_PI403524517	2	-0.03581333	0.16220951	-0.113072395	0.03581333	0.120996475	-0.1049242	35_25056	"Cluster: Hypothetical protein OJ1004_A11.19; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1004_A11.19 - Oryza sativa (japonica cultiv"	UniRef90_Q6Z313	"CHR4V7|COORD:16288306..16288862| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G15590.2); similar to Os04g0282200 [Oryza sativa (japonica"	AT4G33985.1	CHR02V5|COORD:32267998..32269386|protein expressed protein	LOC_Os02g52770.1	"no descriptionvery weakly similar to (64.3)AT4G33985| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G15590.2); similar to Os04g0282200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001052367.1); similar to Os02g0766600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001048224.1); similar to Os01g0898800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001045096.1); contains InterPro domain Protein of unknown function DUF1685; (InterPro:IPR012881) | chr4:16288306-16288862 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned DUF1685 PRK07764 PRK12323 TT_ORF1 Totivirus_coat"	not assigned.unknown	35_2

CUST_6774_PI404877155	2	0.038936615	-0.10592556	-0.013774872	0.050243378	-0.009112358	0.009111404	Contig20037_at	OSJNBa0035B13.1 [Oryza sativa (japonica cultivar-group)] ref|XP_471679.1| OSJNBa0035B13.1 [Oryza sativa (japonica cultivar-group)]	CAD40428.2	cation efflux family protein / metal tolerance protein, putative (MTPc4)	At1g51610.1	protein cation efflux family protein, putative	Os04g23180	cation efflux family protein / metal tolerance protein, putative (MTPc4), member of the cation diffusion facilitator (CDF) family, or cation efflux (CE) family, PMID:11500563	transport.metal	34_12

CUST_130627_PI403524517	2	0.5402961	0.0030460358	-0.068529606	-0.0030460358	0.07352495	-0.2573352	35_36683	"Cluster: PPR protein-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: PPR protein-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6YW98	CHR1V7|COORD:29925227..29927569| pentatricopeptide (PPR) repeat-containing protein	AT1G79540.1	CHR09V5|COORD:917073..914351|protein pentatricopeptide repeat-containing protein, putative, expressed	LOC_Os09g02260.1	no descriptionweakly similar to ( 181)AT1G79540| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr1:29925227-29927569 REVERSEweakly similar to ( 107)RF1_ORYSAPPR	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_23007_PI403524517	2	-0.8908448	0.3804345	0.67845154	0.23052216	-0.23052263	-0.398705	35_6686	"Cluster: Hypothetical protein P0450B04.17; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0450B04.17 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6ZD72	CHR5V7|COORD:15457074..15460237| protein kinase family protein	AT5G38560.1	CHR08V5|COORD:347485..345739|protein expressed protein	LOC_Os08g01590.2	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12678 PRK12323 PRK07003 infB Herpes_BLLF1 GRASP55_65 Atrophin-1 Tymo_45kd_70kd PRK07764 TT_ORF1 FAP HPC2 DUF1421 Extensin_2 PRK05648 Protamine_P1 UPF0089 DUF1509 DUF566 AF-4 PRK08853 APC_basic Herpes_UL32 PRK08770	not assigned.unknown	35_2

CUST_70725_PI403524517	2	-0.0939064	-0.08960438	0.10548973	-0.011468887	0.02831459	0.011468887	35_20264	"Cluster: DNAJ heat shock N-terminal domain-containing protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: DNAJ heat shock N-terminal domain-containin"	UniRef90_Q6K8D7	CHR2V7|COORD:14275608..14276470| DNAJ heat shock N-terminal domain-containing protein	AT2G33735.1	CHR02V5|COORD:31997987..31995777|protein chaperone protein dnaJ, putative, expressed	LOC_Os02g52270.1	no descriptionweakly similar to ( 139)AT2G33735| Symbols:  | DNAJ heat shock N-terminal domain-containing protein | chr2:14275608-14276470 REVERSEvery weakly similar to (61.2)DNJH_CUCSADnaJ protein homolog - Cucumis sativus (Cucumber)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DnaJ DnaJ DnaJ PRK10767 CbpA PRK10266 SEC63	stress.abiotic.heat	20_2_1

CUST_167638_PI403524517	2	0.40469122	0.71742105	0.015039444	-0.6119323	-0.44210768	-0.015039444	35_46695	Rep: Putative peptide transport protein - Oryza sativa (Rice)	UniRef90_Q9FWL4	CHR5V7|COORD:18688624..18690778| proton-dependent oligopeptide transport (POT) family protein	AT5G46040.1	CHR10V5|COORD:17045054..17049651|protein peptide transporter PTR2, putative, expressed	LOC_Os10g33170.1	no descriptionmoderately similar to ( 233)AT5G46040| Symbols:  | proton-dependent oligopeptide transport (POT) family protein | chr5:18688624-18690778 REVERSEnot assigned not assigned not assigned not assigned PTR2 PTR2 TT_ORF1	transport.peptides and oligopeptides	34_13

CUST_30667_PI403524517	2	0.42609882	-0.08916235	0.26992702	0.08916187	-0.15942335	-0.5096307	35_8851	"Cluster: NUMOD3 motif family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: NUMOD3 motif family protein, expressed - Oryza sativa (japonic"	UniRef90_Q109Y3	0	0	CHR10V5|COORD:6633645..6643465|protein NUMOD3 motif family protein, expressed	LOC_Os10g12354.1	no description	not assigned.unknown	35_2

CUST_29145_PI399408534	2	-0.06781578	0.5045166	0.060646057	-0.11680794	0.004958153	-0.0049591064	35_17299	"Cluster: Zinc finger protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Zinc finger protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5YLY5	CHR1V7|COORD:6971545..6974569| zinc finger (FYVE type) family protein	AT1G20110.1	CHR06V5|COORD:30761490..30767203|protein zinc ion binding protein, putative, expressed	LOC_Os06g50840.1	no descriptionmoderately similar to ( 439)AT1G20110| Symbols:  | zinc finger (FYVE type) family protein | chr1:6971545-6974569 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned FYVE FYVE FYVE DUF1421 PRK12678 Extensin_2 PRK07003 PRK12323 APC_basic PRK09169 PRK07764 GRASP55_65 Atrophin-1	RNA.regulation of transcription.unclassified	27_3_99

CUST_14688_PI404877155	2	0.0050735474	-0.11439228	0.6228256	-0.005074501	0.33753872	-0.10765362	Contig8517_at	lipase-like protein [Oryza sativa]	CAC39051.1	lipase class 3 family protein	At4g16820.1	protein lipase-like protein	Os02g43700	"lipase class 3 family protein, similar to DEFECTIVE IN ANTHER DEHISCENCE1 (Arabidopsis thaliana) GI:16215706; contains Pfam profile PF01764: Lipase"	lipid metabolism.lipid degradation.lipases	11_9_2

CUST_41591_PI403524517	2	0.057619095	0.020428658	0.26807356	-0.12449646	-0.02042818	-0.49675655	35_11952	Rep: H0306F12.7 protein - Oryza sativa (Rice)	UniRef90_Q259Q6	CHR3V7|COORD:18170016..18172279| AMP-dependent synthetase and ligase family protein	AT3G48990.1	CHR04V5|COORD:34691595..34689376|protein peroxisomal-coenzyme A synthetase, putative, expressed	LOC_Os04g58710.2	no descriptionweakly similar to ( 105)AT3G48990| Symbols:  | AMP-dependent synthetase and ligase family protein | chr3:18170016-18172279 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned CaiC PRK08314 AMP-binding PRK08316 PRK05852 PRK08315 PRK07770 PRK05605 PRK07059 EntF PRK06178 PRK07798 PRK07514 PRK06164 PRK10252 EntE PRK06087 Acs PRK09089 PRK12467 PRK12316 PRK07470 PRK12583 PRK05677 PRK05691 PRK08974 PRK08276 PRK06187 FAA1 entE PRK08279 PRK12406 PRK12492 PRK07656 PRK09029 PRK08751 PRK06710 PRK07529 PRK06145 PRK06839 PRK06155 PRK03640 PRK08162	lipid metabolism.FA synthesis and FA elongation.acyl coa ligase	11_1_8

CUST_51437_PI403524517	2	0.13806343	-1.5440369	-0.19923592	0.040532112	0.10716629	-0.040533066	35_14661	"Cluster: 40S ribosomal protein S9, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: 40S ribosomal protein S9, putative, expressed - Oryza s"	UniRef90_Q2R1J8	CHR5V7|COORD:15967281..15968399| 40S ribosomal protein S9 (RPS9C)	AT5G39850.1	CHR11V5|COORD:22683124..22686311|protein 40S ribosomal protein S9, putative, expressed	LOC_Os11g38959.1	no descriptionmoderately similar to ( 324)AT5G39850| Symbols:  | 40S ribosomal protein S9 (RPS9C) | chr5:15967281-15968399 FORWARDweakly similar to ( 107)RS9_TOBAC40S ribosomal protein S9 - Nicotiana tabacum (Common tobacco)not assigned not assigned rps4p RpsD Ribosomal_S4 rpsD S4 PRK12565 S4	protein.synthesis.misc ribososomal protein	29_2_2

CUST_111671_PI403524517	2	0.13304424	-0.10437584	0.07938099	-0.079380035	0.21653557	-0.3140812	35_31706	"Cluster: Fasciclin-like protein FLA3; n=1; Triticum aestivum|Rep: Fasciclin-like protein FLA3 - Triticum aestivum (Wheat)"	UniRef90_Q06IA3	CHR3V7|COORD:22510548..22511816| FLA10 (fasciclin-like arabinogalactan-protein 10)	AT3G60900.1	CHR08V5|COORD:13855377..13852197|protein fasciclin-like arabinogalactan protein 8 precursor, putative, expressed	LOC_Os08g23180.1	no description	not assigned.unknown	35_2

CUST_5846_PI404877155	2	-0.09171295	-0.9457607	-0.07946968	0.102044106	0.14669323	0.07946968	Contig1794_s_at	Adenosylhomocysteinase (S-adenosyl-L-homocysteine hydrolase) (AdoHcyase) pir||T06764 adenosylhomocysteinase (EC 3.3.1.1) - wheat	P32112	adenosylhomocysteinase / S-adenosyl-L-homocysteine hydrolase / AdoHcyase (SAHH)	At4g13940.1	protein adenosylhomocysteinase	Os11g26850	Adenosylhomocysteinase (S-adenosyl-L-homocysteine hydrolase)	amino acid metabolism.degradation.aspartate family.methionine	13_2_3_4

CUST_14923_PI403524517	2	-0.88762	-2.2880135	1.2042007	-0.10303497	1.2914333	0.10303497	35_4300	"Cluster: Hypothetical protein P0508B05.10; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0508B05.10 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6ETW4	"CHR1V7|COORD:5675918..5678679| SR45 (arginine/serine-rich 45); RNA binding"	AT1G16610.2	CHR02V5|COORD:19828413..19829271|protein pectinesterase inhibitor domain containing protein, expressed	LOC_Os02g33380.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12678 PRK12323	not assigned.unknown	35_2

CUST_13168_PI399408534	2	0.07056427	0.094267845	-0.10066223	-0.13444614	-0.053462982	0.053462982	35_8789	"Cluster: P0482D04.5 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: P0482D04.5 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8RUU5	CHR3V7|COORD:9934238..9936455| zinc finger (DHHC type) family protein	AT3G26935.1	CHR01V5|COORD:40896626..40893509|protein palmitoyltransferase ZDHHC9, putative, expressed	LOC_Os01g70100.1	no descriptionweakly similar to ( 161)AT3G26935| Symbols:  | zinc finger (DHHC type) family protein | chr3:9934238-9936455 REVERSEnot assigned	RNA.regulation of transcription.unclassified	27_3_99

CUST_18282_PI404877155	2	-0.11468792	0.022763252	0.22858143	0.31878853	-0.0812788	-0.022763252	HVSMEf0021O16r2_x_at	putative aspartate aminotransferase [Oryza sativa (japonica cultivar-group)] dbj|BAB63467.1| putative aspartate aminotransferase [Oryza sati	NP_914412.1	aminotransferase class I and II family protein	At1g80360.1	protein aminotransferase, classes I and II, putative	Os01g08270	putative aspartate transaminase/Aromatic Aminotransferase	amino acid metabolism.synthesis.aromatic aa.phenylalanine and tyrosine	13_1_6_2

CUST_29977_PI399408534	2	0.51662636	-0.24097443	-0.6892681	0.5449581	0.028263092	-0.028263092	35_17208	"Cluster: Myb family transcription factor-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Myb family transcription factor-like - Oryza sativa (japonica cu"	UniRef90_Q6EPN5	CHR5V7|COORD:21376649..21379263| myb family transcription factor	AT5G52660.2	CHR02V5|COORD:27775568..27770590|protein DNA binding protein, putative, expressed	LOC_Os02g45670.2	no descriptionmoderately similar to ( 272)AT5G52660| Symbols:  | myb family transcription factor | chr5:21376649-21379263 REVERSEnot assigned not assigned not assigned not assigned Myb_DNA-binding	RNA.regulation of transcription.MYB-related transcription factor family	27_3_26

CUST_14860_PI404877155	2	-0.16942692	0.2929039	-0.016384125	0.06701851	-0.02963543	0.016384125	Contig8702_at	transcription factor-like protein [Oryza sativa (japonica cultivar-group)] dbj|BAC07004.1| putative bZIP family transcription factor [Oryza	NP_913739.1	bZIP transcription factor family protein	At2g40950.1	protein bZIP transcription factor, putative	Os07g44950	bZIP family transcription factor	RNA.regulation of transcription.bZIP transcription factor family	27_3_35

CUST_73242_PI403524517	2	0.15891647	-0.11557293	-0.0015563965	-0.07086086	0.10305405	0.0015573502	35_20999	"Cluster: Alpha-glucosidase-like; n=3; Oryza sativa (japonica cultivar-group)|Rep: Alpha-glucosidase-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5NBJ1	CHR3|COORD:16897211..16900156| alpha-xylosidase, putative, strong similarity to alpha-xylosidase precursor GI:4163997 from (Arabidopsis thaliana)	AT3G45940.1	CHR01V5|COORD:9242430..9250256|protein glycosyl hydrolases family 31 protein, expressed	LOC_Os01g16310.1	 no descriptionvery weakly similar to (86.7)AT3G45940| Symbols:  | alpha-xylosidase, putative | chr3:16897211-16900156 REVERSEvery weakly similar to (70.5)AGLU_SPIOLAlpha-glucosidase precursor - Spinacia oleracea (Spinach)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK10426 COG1501 Glyco_hydro_31 PRK10658 PRK07764 PRK12323 PRK07003 Atrophin-1 Tymo_45kd_70kd 	major CHO metabolism.degradation.starch.starch cleavage	2_2_2_1

CUST_5528_PI399408534	2	-0.042409897	0.13478947	0.042409897	-0.24005127	0.056612015	-0.32192993	35_6831	"Cluster: Putative calcium-dependent protein kinase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative calcium-dependent protein kinase - Oryza sativa"	UniRef90_Q6YXH1	"CHR1V7|COORD:4320121..4322267| PEPKR2 (PHOSPHOENOLPYRUVATE CARBOXYLASE-RELATED KINASE 2); kinase"	AT1G12680.1	CHR09V5|COORD:17737427..17733588|protein calcium-dependent protein kinase, putative, expressed	LOC_Os09g29170.2	"no descriptionweakly similar to ( 179)AT1G12680| Symbols: PEPKR2 | PEPKR2 (PHOSPHOENOLPYRUVATE CARBOXYLASE-RELATED KINASE 2); kinase | chr1:4320121-4322267 REVERSEvery weakly similar to (87.8)CDPK3_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc Pkinase S_TKc SPS1"	signalling.calcium	30_3

CUST_28500_PI403524517	2	0.028058052	0.17887688	-0.014961243	-0.0797472	-0.13618279	0.014962196	35_8235	"Cluster: Hypothetical protein P0427D10.108; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0427D10.108 - Oryza sativa (japonica cultivar"	UniRef90_Q7XIC6	CHR4V7|COORD:203471..210666| CRP (CRYPTIC PRECOCIOUS)	AT4G00450.1	CHR07V5|COORD:27068287..27081801|protein expressed protein	LOC_Os07g45400.1	no descriptionvery weakly similar to (63.5)AT4G00450| Symbols: CRP | CRP (CRYPTIC PRECOCIOUS) | chr4:203471-210666 FORWARD	not assigned.unknown	35_2

CUST_46259_PI403524517	2	0.43080187	-0.60954237	0.42941618	0.10300732	-0.10300732	-0.8499956	35_13250	"Cluster: Putative amino acid transporter; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative amino acid transporter - Oryza sativa (japonica cultivar-gro"	UniRef90_Q60EP1	"CHR1V7|COORD:16767091..16769663| AAP5 (amino acid permease 5); amino acid permease"	AT1G44100.1	CHR05V5|COORD:20695884..20698097|protein amino acid carrier, putative, expressed	LOC_Os05g34980.1	"no descriptionweakly similar to ( 158)AT1G44100| Symbols: AAP5 | AAP5 (amino acid permease 5); amino acid permease | chr1:16767091-16769663 REVERSEnot assigned Aa_trans"	transport.amino acids	34_3

CUST_27200_PI403524517	2	-0.14865875	-0.044769287	-0.17629337	0.100432396	0.044769287	0.18980122	35_7877	"Cluster: Expressed protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6F2U6	CHR1V7|COORD:18732530..18733964| lysine decarboxylase family protein	AT1G50575.1	CHR03V5|COORD:21639923..21642426|protein decarboxylase family protein, putative, expressed	LOC_Os03g39010.1	no descriptionmoderately similar to ( 349)AT1G50575| Symbols:  | lysine decarboxylase family protein | chr1:18732530-18733964 REVERSELysine_decarbox COG1611	amino acid metabolism.degradation.aspartate family.lysine	13_2_3_5

CUST_165_PI399407379	2	0.38333368	0.95516443	-0.39480352	-0.16451502	0.16451502	-0.26904154	HvCKX7									

CUST_4058_PI399408534	2	-0.037503242	-0.08527851	-0.0773983	0.037503242	0.315691	0.08546448	35_49737	Rep: Os11g0116900 protein - Oryza sativa (japonica cultivar-group)	UniRef90_Q0IV30	"CHR2V7|COORD:17004255..17006354| WRKY55 (WRKY DNA-binding protein 55); transcription factor"	AT2G40740.1	CHR12V5|COORD:805097..801492|protein WRKY transcription factor 70, putative, expressed	LOC_Os12g02420.2	no descriptionvery weakly similar to (53.5)AT2G40740| Symbols: WRKY55 | WRKY55 (WRKY DNA-binding protein 55) | chr2:17004255-17006354 FORWARDWRKY	RNA.regulation of transcription.WRKY domain transcription factor family	27_3_32

CUST_17609_PI403524517	2	-0.10075569	0.087776184	0.031840324	-0.022187233	-0.05893135	0.022187233	35_5089	"Cluster: Putative major facilitator superfamily antiporter; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative major facilitator superfamily antiporter -"	UniRef90_Q5NBL6	"CHR3V7|COORD:15666430..15669835| ZIFL2 (ZINC INDUCED FACILITATOR-LIKE 2); carbohydrate transporter/ sugar porter"	AT3G43790.1	CHR01V5|COORD:9208576..9200778|protein carbohydrate transporter/ sugar porter/ transporter, putative, expressed	LOC_Os01g16260.2	"no descriptionmoderately similar to ( 228)AT3G43790| Symbols: ZIFL2 | ZIFL2 (ZINC INDUCED FACILITATOR-LIKE 2); carbohydrate transporter/ sugar porter | chr3:15666430-15669835 FORWARDnot assigned"	transport.ABC transporters and multidrug resistance systems	34_16

CUST_48977_PI403524517	2	0.17290878	-0.9454088	-0.15890217	0.02163124	0.014950752	-0.014949799	35_13983	Rep: Histone H2B.5 - Zea mays (Maize)	UniRef90_P54348	CHR3V7|COORD:16924599..16925036| histone H2B, putative	AT3G46030.1	CHR01V5|COORD:2845932..2841231|protein core histone H2A/H2B/H3/H4 family protein, expressed	LOC_Os01g05970.1	 no descriptionweakly similar to ( 172)AT5G22880| Symbols:  | histone H2B, putative | chr5:7652133-7652570 REVERSEweakly similar to ( 178)H2B1_WHEATHistone H2B.1 - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned H2B Histone TT_ORF1 Tymo_45kd_70kd DUF1777 Protamine_P1 PRK12323 DUF566 Transformer Adeno_VII PRK07764 DUF390 Herpes_UL56 PRK12678 	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_53261_PI403524517	2	0.011961937	-0.44060135	-0.035821915	0.06031227	-0.011960983	0.11203194	35_15158	Rep: Proteasome subunit alpha type 5-A - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_O81149	"CHR1V7|COORD:20107799..20109460| PAE1 (20S proteasome alpha subunit E1); peptidase"	AT1G53850.1	CHR11V5|COORD:23441220..23436878|protein proteasome subunit alpha type 5, putative, expressed	LOC_Os11g40140.1	no descriptionmoderately similar to ( 450)AT1G53850| Symbols: PAE1 | PAE1 (20S proteasome alpha subunit E1) | chr1:20107799-20109460 REVERSEmoderately similar to ( 458)PSA5_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned proteasome_alpha_type_5 proteasome_alpha PRK03996 proteasome_alpha_archeal PRE1 proteasome_alpha_type_2 proteasome_alpha_type_4 proteasome_alpha_type_7 proteasome_alpha_type_3 proteasome_alpha_type_1 Proteasome proteasome_protease_HslV proteasome_alpha_type_6 Ntn_hydrolase proteasome_beta_archeal proteasome_beta proteasome_beta_type_7 proteasome_beta_type_5 proteasome_beta_type_6 proteasome_beta_type_2 proteasome_beta_type_1 proteasome_beta_type_4	protein.degradation.ubiquitin.proteasom	29_5_11_20

CUST_152041_PI403524517	2	0.16995144	0.10773373	0.035342216	-0.041643143	-0.1413784	-0.03534317	35_42503	"Cluster: Oxysterol-binding protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Oxysterol-binding protein, expressed - Oryza sativa (japonica cu"	UniRef90_Q2QTR4	CHR1V7|COORD:4488823..4492275| oxysterol-binding family protein	AT1G13170.1	CHR12V5|COORD:10869587..10859655|protein oxysterol binding protein, putative, expressed	LOC_Os12g18770.1	no descriptionmoderately similar to ( 211)AT1G13170| Symbols:  | oxysterol-binding family protein | chr1:4488823-4492275 REVERSEnot assigned	cell. vesicle transport	31_4

CUST_27021_PI399408534	2	0.15474033	0.26476145	-0.24343729	0.12011194	-0.20807028	-0.12011194	35_36497	"Cluster: Small GTP-binding protein domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Small GTP-binding protein domain"	UniRef90_Q2R1U5	CHR5V7|COORD:23480359..23483707| GTP-binding family protein	AT5G57960.1	CHR11V5|COORD:22054191..22059727|protein GTP-binding protein hflX, putative, expressed	LOC_Os11g38020.1	no descriptionweakly similar to ( 122)AT5G57960| Symbols:  | GTP-binding family protein | chr5:23480359-23483707 REVERSEnot assigned HflX HflX PRK11058 MMR_HSR1	signalling.G-proteins	30_5

CUST_61402_PI403524517	2	-0.10469246	0.3384838	0.026302338	-0.0066957474	-0.23978806	0.0066957474	35_17523	"Cluster: Putative PS60; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative PS60 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q655H5	"CHR4V7|COORD:11663441..11666475| SKS4 (SKU5 Similar 4); copper ion binding / oxidoreductase"	AT4G22010.1	CHR06V5|COORD:28237463..28233423|protein L-ascorbate oxidase homolog precursor, putative, expressed	LOC_Os06g46500.1	"no descriptionhighly similar to ( 759)AT1G76160| Symbols: SKS5 | SKS5 (SKU5 Similar 5); copper ion binding / oxidoreductase | chr1:28583105-28585914 REVERSEhighly similar to ( 568)NTP3_TOBACnot assigned not assigned not assigned not assigned not assigned not assigned Cu-oxidase_3 Cu-oxidase Cu-oxidase_2 SufI DUF566"	not assigned.no ontology	35_1

CUST_9262_PI404877155	2	2.4604797E-4	-1.8962269	-2.450943E-4	0.07101822	0.15928173	-0.1022234	Contig3041_at	putative glycine-rich RNA-binding protein 2 [Oryza sativa (japonica cultivar-group)] emb|CAA05729.1| OsGRP2 [Oryza sativa (japonica cultivar	NP_914833.1	glycine-rich RNA-binding protein (GRP2)	At4g13850.1	protein RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain), putative	Os01g68790	glycine-rich RNA-binding protein 2/EBNA-2  T01618  EBV	RNA.RNA binding	27_4

CUST_74528_PI403524517	2	0.3400693	-0.16911125	0.27305222	-0.21289301	-0.28509235	0.16911125	35_21371	"Cluster: Os08g0447500 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os08g0447500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J5B9	CHR4V7|COORD:11105420..11107852| dentin sialophosphoprotein-related	AT4G20720.1	CHR08V5|COORD:21723269..21716047|protein expressed protein	LOC_Os08g34760.1	no descriptionvery weakly similar to (60.5)AT4G20720| Symbols:  | dentin sialophosphoprotein-related | chr4:11105420-11107852 FORWARD	not assigned.no ontology	35_1

CUST_80415_PI403524517	2	0.09140301	-0.45302963	0.0030031204	-0.003004074	0.24137402	-0.07232666	35_23062	"Cluster: Putative cytochrome c oxidase assembly protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative cytochrome c oxidase"	UniRef90_Q852H1	CHR1V7|COORD:491300..492762| cytochrome c oxidase assembly protein CtaG / Cox11 family	AT1G02410.1	CHR03V5|COORD:29054159..29051168|protein cytochrome c oxidase assembly protein ctaG, putative, expressed	LOC_Os03g50940.1	no descriptionweakly similar to ( 119)AT1G02410| Symbols:  | cytochrome c oxidase assembly protein CtaG / Cox11 family | chr1:491300-492762 FORWARDnot assigned not assigned not assigned not assigned not assigned PRK05089 COX11 CtaG_Cox11 PRK12323 PRK07764	mitochondrial electron transport / ATP synthesis.cytochrome c oxidase	9_7

CUST_63183_PI403524517	2	0.007372856	0.0066461563	-0.066973686	-0.0066461563	0.051327705	-0.016620636	35_18030	"Cluster: Hypothetical protein OJ1735_C10.5; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1735_C10.5 - Oryza sativa (japonica cultivar"	UniRef90_Q65XL3	0	0	CHR05V5|COORD:28393865..28390296|protein expressed protein	LOC_Os05g49630.1	no description	not assigned.unknown	35_2

CUST_107814_PI403524517	2	0.1394186	0.026259422	-0.026259422	-0.11638546	-0.3067503	0.034716606	35_30678	"Cluster: Armadillo/beta-catenin repeat-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Armadillo/beta-catenin repeat-like - Oryza sativa (japonica cultiv"	UniRef90_Q5JJU1	CHR1V7|COORD:2620497..2621474| armadillo/beta-catenin repeat family protein	AT1G08315.1	CHR01V5|COORD:42450490..42449501|protein spotted leaf protein 11, putative, expressed	LOC_Os01g72600.1	no descriptionvery weakly similar to (65.9)AT1G08315| Symbols:  | armadillo/beta-catenin repeat family protein | chr1:2620497-2621474 REVERSE	not assigned.no ontology	35_1

CUST_131196_PI403524517	2	-0.30922222	0.10873318	0.3563962	-0.10873318	-0.36796522	0.21208	35_36848	0	0	CHR1V7|COORD:23241239..23242177| invertase/pectin methylesterase inhibitor family protein	AT1G62760.1	0	0	no description	not assigned.unknown	35_2

CUST_130956_PI403524517	2	0.042567253	-0.6729703	-0.29991293	-0.04256773	0.17560053	0.07523823	35_36781	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_74835_PI403524517	2	0.10648155	-0.73962116	-0.5043707	0.056009293	0.21818733	-0.056009293	35_21456	"Cluster: Os04g0558700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os04g0558700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JB38	0	0	CHR04V5|COORD:27776728..27773607|protein expressed protein	LOC_Os04g47140.2	no description	not assigned.unknown	35_2

CUST_22088_PI403524517	2	0.06957626	-0.2969284	-0.07258606	0.029416084	0.010733604	-0.010733604	35_6418	0	0	CHR5V7|COORD:8609149..8609375| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G10745.1)	AT5G24980.1	CHR02V5|COORD:15504563..15506703|protein expressed protein	LOC_Os02g26404.2	no description	not assigned.unknown	35_2

CUST_55972_PI403524517	2	0.17180252	-0.34963322	0.022935867	-0.022936821	0.09300995	-0.17383003	35_15928	"Cluster: 26S proteasome non-ATPase regulatory subunit 6; n=4; Oryza sativa|Rep: 26S proteasome non-ATPase regulatory subunit 6 - Oryza sativa (Rice)"	UniRef90_Q8W425	CHR4|COORD:12789040..12792732| 26S proteasome regulatory subunit, putative (RPN7), contains similarity to ubiquitin activating enzyme GI:3647283 from (Lycopersi	AT4G24820.2	CHR04V5|COORD:24021826..24024675|protein 26S proteasome non-ATPase regulatory subunit 6, putative, expressed	LOC_Os04g40850.1	 no descriptionhighly similar to ( 614)AT4G24820| Symbols:  | 26S proteasome regulatory subunit, putative (RPN7) | chr4:12790481-12792609 REVERSEhighly similar to ( 689)PSMD6_ORYSAnot assigned not assigned not assigned RPN7 PCI PINT PRK12678 	protein.degradation.ubiquitin.proteasom	29_5_11_20

CUST_101570_PI403524517	2	0.11777592	1.0108228	0.0013546944	-0.0013542175	-0.088590145	-0.49864197	35_28984	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_101918_PI403524517	2	-0.09385681	-1.5373473	0.10781908	0.09385729	0.26052904	-0.26146507	35_29078	"Cluster: NAD-dependent epimerase/dehydratase family protein-like protein; n=2; core eudicotyledons|Rep: NAD-dependent epimerase/dehydratase family protein-like"	UniRef90_Q2XPW6	"CHR5V7|COORD:10862476..10864028| GME (GDP-D-MANNOSE 3',5'-EPIMERASE); GDP-mannose 3,5-epimerase/ NAD binding / catalytic"	AT5G28840.1	CHR10V5|COORD:14310629..14313953|protein GDP-mannose 3,5-epimerase 1, putative, expressed	LOC_Os10g28200.2	" no descriptionmoderately similar to ( 297)AT5G28840| Symbols: GME | GME (GDP-D-MANNOSE 3',5'-EPIMERASE); GDP-mannose 3,5-epimerase/ NAD binding / catalytic | chr5:10862476-10864028 REVERSEmoderately similar to ( 316)GME1_ORYSAnot assigned not assigned not assigned WcaG Epimerase GalE 3Beta_HSD "	redox.ascorbate and glutathione.ascorbate.GME	21_2_1_1

CUST_40725_PI403524517	2	0.43610334	0.23282146	0.0021858215	-0.0021858215	-0.35443735	-0.006192684	35_11711	Rep: OSJNBa0035I04.11 protein - Oryza sativa (Rice)	UniRef90_Q7XKX1	0	0	CHR04V5|COORD:20814342..20823358|protein DNA binding protein, putative, expressed	LOC_Os04g34720.1	no description	not assigned.unknown	35_2

CUST_64813_PI403524517	2	0.007969856	-0.64156914	-0.23344994	0.031874657	-0.007969856	0.017058372	35_18507	"Cluster: Hypothetical protein OJ1339_F05.122; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1339_F05.122 - Oryza sativa (japonica cult"	UniRef90_Q7XIG4	CHR1|COORD:29305906..29308464| DNAJ heat shock N-terminal domain-containing protein, similar to J-Domain (Residues 1-77) Of The Escherichia Coli	AT1G77930.2	CHR07V5|COORD:25938913..25941494|protein heat shock protein binding protein, putative, expressed	LOC_Os07g43330.1	no descriptionmoderately similar to ( 276)AT1G77930| Symbols:  | DNAJ heat shock N-terminal domain-containing protein | chr1:29306078-29307361 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DnaJ DnaJ DnaJ PRK10767 CbpA PRK10266 djlA SEC63	stress.abiotic.heat	20_2_1

CUST_117225_PI403524517	2	0.12454605	-0.22880745	-0.08172703	0.07183647	-0.011202812	0.0112018585	35_33219	Rep: Hypothetical protein - Sorghum bicolor (Sorghum) (Sorghum vulgare)	UniRef90_Q0H639	CHR2V7|COORD:9836737..9837354| similar to hypothetical protein [Cicer arietinum] (GB:CAA10129.1)	AT2G23090.1	CHR07V5|COORD:795871..797021|protein expressed protein	LOC_Os07g02340.1	no descriptionvery weakly similar to (69.3)AT2G23090| Symbols:  | similar to hypothetical protein [Cicer arietinum] (GB:CAA10129.1) | chr2:9836737-9837354 REVERSEDUF1909	not assigned.unknown	35_2

CUST_1490_PI404877155	2	0.09929752	-0.04565811	-0.06655502	0.0024738312	-0.0024728775	0.075182915	Contig11665_at	OSJNBa0038O10.20 [Oryza sativa (japonica cultivar-group)]	CAE05654.2	mitochondrial substrate carrier family protein	At4g15010.1	protein expressed protein	Os04g44540	gi|32487666|emb|CAE05656.1| OSJNBa0038O10.22	transport.metabolite transporters at the mitochondrial membrane	34_9

CUST_79966_PI403524517	2	0.028466225	-0.42365932	-0.1428833	0.1194067	0.04252529	-0.028466225	35_22932	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QMB6	"CHR1V7|COORD:5687987..5691094| similar to Os12g0610500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001067247.1); similar to PREDICTED: similar to"	AT1G16650.1	CHR12V5|COORD:25757103..25762779|protein S-adenosylmethionine-dependent methyltransferase, putative, expressed	LOC_Os12g41670.1	" no descriptionweakly similar to ( 138)AT1G16650| Symbols:  | similar to Os12g0610500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001067247.1); similar to PREDICTED: similar to CG2906-PB, isoform B [Apis mellifera] (GB:XP_394150.3); contains InterPro domain SAM (and some other nucleotide) binding motif; (InterPro:IPR000051) | chr1:5687987-5691094 FORWARDnot assigned "	not assigned.unknown	35_2

CUST_8707_PI404877155	2	-0.77117825	0.9407182	9.455681E-4	-9.460449E-4	0.037956715	-0.17183113	Contig25867_at	putative cation diffusion facilitator 9 [Oryza sativa (japonica cultivar-group)] dbj|BAA99362.1| putative cation diffusion facilitator 9 [Or	NP_909116.1	cation efflux family protein	At1g16310.1	protein hypothetical protein	Os01g03910	gi|9049407|dbj|BAA99362.1| unnamed protein product	transport.metal	34_12

CUST_27213_PI399408534	2	-0.075909615	-0.23954678	0.032665253	0.18209839	0.19319057	-0.032666206	35_6070	"Cluster: Putative bZIP transcription factor; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative bZIP transcription factor - Oryza sativa (japonica"	UniRef90_Q69TW5	"CHR4|COORD:16295436..16298392| similar to ABA-responsive element-binding protein 2 (AREB2) [Arabidopsis thaliana] (TAIR:At3g19290.1); similar to"	AT4G34000.3	CHR06V5|COORD:5676081..5681118|protein bZIP transcription factor family protein, expressed	LOC_Os06g10880.2	" no descriptionweakly similar to ( 139)AT4G34000| Symbols: ABF3, DPBF5 | ABF3/DPBF5 (ABSCISIC ACID RESPONSIVE ELEMENTS-BINDING FACTOR 3); DNA binding / protein binding / transcription factor/ transcriptional activator | chr4:16296013-16297599 FORWARDvery weakly similar to (57.8)CPRF2_PETCRLight-inducible protein CPRF-2 - Petroselinum crispum (Parsley) (Petroselinum hortense)not assigned not assigned BRLZ bZIP_1 bZIP_2 "	RNA.regulation of transcription.bZIP transcription factor family	27_3_35

CUST_5581_PI404877155	2	-0.05491829	-0.0020446777	-0.047599792	0.1503048	0.0020446777	0.07716942	Contig1747_at	aspartate aminotransferase [Oryza sativa (japonica cultivar-group)] sp|P37833|AATC_ORYSA Aspartate aminotransferase, cytoplasmic (Transamina	NP_916216.1	aspartate aminotransferase, chloroplast / transaminase A (ASP3) (YLS4)	At5g11520.1	protein aspartate aminotransferase, cytoplasmic (ec 2.6.1.1) (transaminase a). [rice	Os01g55540	Aspartate aminotransferase, cytoplasmic (Transaminase A) pir	amino acid metabolism.central amino acid metabolism.aspartate.synthesis	13_1_1_2

CUST_320_PI404877155	2	-0.026726723	0.5364485	-0.05578518	0.06317139	-0.28126335	0.026727676	Contig10197_at	molybdenum cofactor sulfurase [Lycopersicon esculentum]	AAL71858.1	molybdenum cofactor sulfurase (LOS5) (ABA3)	At1g16540.1	protein molybdenum cofactor sulfurase	Os06g45860	"ABA3;LOS5;SIR3;ABA DEFICIENT 3;MOLYBDENUM COFACTOR SULFURASE;Encodes molybdenum cofactor sulfurase. Involved in Moco biosynthesis. Involved in the conversion of ABA-aldehyde to ABA, the last step of abscisic acid (ABA) biosynthesis. sir loss-of-function m"	hormone metabolism.abscisic acid.synthesis-degradation.synthesis.abscisic aldehyde oxidase	17_1_1_1_12

CUST_69797_PI403524517	2	0.13624573	0.37389946	-0.052747726	-0.17543602	-0.095713615	0.052747726	35_19970	"Cluster: Hypothetical protein OJ1339_F05.121-2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1339_F05.121-2 - Oryza sativa (japonica"	UniRef90_Q7XIG5	"CHR4V7|COORD:5433757..5436323| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G77890.1); similar to unknown protein [Oryza sativa (japonica"	AT4G08540.1	CHR07V5|COORD:25935166..25938684|protein expressed protein	LOC_Os07g43322.1	"no descriptionmoderately similar to ( 210)AT4G08540| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G77890.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAC79707.1); similar to Os07g0626300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001060335.1); contains domain DNA-DIRECTED RNA POLYMERASE II (PTHR21297) | chr4:5433757-5436323 FORWARD"	not assigned.unknown	35_2

CUST_99868_PI403524517	2	-0.1109066	0.1487732	0.012820244	-0.047258377	0.050468445	-0.0128211975	35_28508	"Cluster: Putative NHL repeat-containing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative NHL repeat-containing protein - Oryza sativa (japonic"	UniRef90_Q6YWQ3	CHR1V7|COORD:26469749..26471779| NHL repeat-containing protein	AT1G70280.1	CHR02V5|COORD:30421851..30425872|protein expressed protein	LOC_Os02g49770.1	no descriptionweakly similar to ( 107)AT1G70280| Symbols:  | NHL repeat-containing protein | chr1:26469749-26472134 REVERSE	not assigned.no ontology	35_1

CUST_25812_PI403524517	2	0.052652836	0.069162846	-0.1692357	0.007897854	-0.43399286	-0.007898331	35_7482	"Cluster: Cellulose synthase-like protein OsCslE2; n=4; Oryza sativa|Rep: Cellulose synthase-like protein OsCslE2 - Oryza sativa (Rice)"	UniRef90_Q944E3	"CHR1V7|COORD:20880418..20883080| ATCSLE1 (Cellulose synthase-like E1); cellulose synthase/ transferase, transferring glycosyl groups"	AT1G55850.1	CHR02V5|COORD:30142989..30148274|protein CSLE2 - cellulose synthase-like family E, expressed	LOC_Os02g49332.1	" no descriptionmoderately similar to ( 261)AT1G55850| Symbols: CSLE1, ATCSLE1 | ATCSLE1 (Cellulose synthase-like E1); cellulose synthase/ transferase, transferring glycosyl groups | chr1:20880418-20883080 FORWARDCellulose_synt bcsA "	cell wall.cellulose synthesis.cellulose synthase	10_2_1

CUST_17969_PI399408534	2	-0.093976974	-0.17132187	0.026018143	-0.026017189	0.045433044	0.042227745	35_5927	"Cluster: Os09g0566100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os09g0566100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IZJ8	CHR2V7|COORD:15310193..15313353| zinc finger (C2H2-type) family protein	AT2G36480.1	CHR09V5|COORD:22572226..22565971|protein expressed protein	LOC_Os09g39270.1	no descriptionweakly similar to ( 103)AT4G04885| Symbols:  | pre-mRNA cleavage complex-related | chr4:2472081-2475415 FORWARDnot assigned not assigned	RNA.regulation of transcription.unclassified	27_3_99

CUST_11280_PI404877155	2	-0.5693159	-0.4424572	0.5547185	0.9257903	0.4424572	-0.7911444	Contig497_s_at	ribulose-1,5-bisphosphate carboxylase/oxygenase small subunit [Triticum aestivum]	BAB19812.1	ribulose bisphosphate carboxylase small chain 1A / RuBisCO small subunit 1A (RBCS-1A) (ATS1A)	At1g67090.1	protein Ribulose bisphosphate carboxylase, small subunit, putative	Os12g19410	ribulose-bisphosphate carboxylase small unit	PS.calvin cyle.rubisco small subunit	1_03_02

CUST_113431_PI403524517	2	0.28376198	-0.19475555	-0.30014992	0.19475555	-1.5297055	0.31218576	35_32196	"Cluster: Putative 1,4-beta-D xylan xylanohydrolase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative 1,4-beta-D xylan xylanohydrolase - Oryza sativa (j"	UniRef90_Q84YR7	"CHR1V7|COORD:21688416..21691874| RXF12; hydrolase, hydrolyzing O-glycosyl compounds"	AT1G58370.1	CHR07V5|COORD:15882663..15888337|protein hydrolase, hydrolyzing O-glycosyl compounds, putative, expressed	LOC_Os07g27320.1	" no descriptionvery weakly similar to (57.4)AT1G58370| Symbols: RXF12 | RXF12; hydrolase, hydrolyzing O-glycosyl compounds | chr1:21688416-21691874 FORWARD"	cell wall.degradation.mannan-xylose-arabinose-fucose	10_6_2

CUST_179156_PI403524517	2	-2.3041034	0.5664053	0.43650723	0.2363224	-0.59705544	-0.23632145	35_49828	"Cluster: Phosphatidic acid phosphatase beta-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Phosphatidic acid phosphatase beta-like - Oryza sativa (japon"	UniRef90_Q5SN48	CHR3V7|COORD:552944..554418| LPP3 (LIPID PHOSPHATE PHOSPHATASE 3)	AT3G02600.4	CHR01V5|COORD:27557140..27553023|protein lipid phosphate phosphatase 3, chloroplast precursor, putative, expressed	LOC_Os01g47580.1	" no descriptionweakly similar to ( 134)AT1G15080| Symbols: ATLPP2, LPP2, ATPAP2 | ATPAP2 (PHOSPHATIDIC ACID PHOSPHATASE 2); phosphatidate phosphatase | chr1:5188075-5189471 FORWARDnot assigned PAP2_containing_1_like PAP2_wunen PAP2_like_2 "	misc.acid and other phosphatases	26_13

CUST_123095_PI403524517	2	0.16396332	0.050024986	0.061844826	-0.2923317	-0.35289574	-0.050024033	35_34719	Rep: Hypothetical protein - Gibberella zeae (Fusarium graminearum)	UniRef90_Q4I5G6	CHRMV7|COORD:349830..351413| cytochrome c oxidase subunit 1	ATMG01360.1	0	0	no descriptionweakly similar to ( 160)ATMG01360| Symbols: COX1 | cytochrome c oxidase subunit 1 | chrM:349830-351413 REVERSEweakly similar to ( 160)COX1_WHEATCytochrome c oxidase subunit 1 - Triticum aestivum (Wheat)Cyt_c_Oxidase_I Heme_Cu_Oxidase_I COX1 CyoB Ubiquinol_Oxidase_I AbfA Alpha-L-AF_C ba3-like_Oxidase_I	mitochondrial electron transport / ATP synthesis.cytochrome c oxidase	9_7

CUST_60788_PI403524517	2	0.043751717	-0.08648586	0.093235016	-0.043750763	-0.12648582	0.15742683	35_17336	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_67811_PI403524517	2	-0.20985794	-0.6468096	-0.060105324	0.065205574	0.060106277	0.15953445	35_19372	"Cluster: Hypothetical protein P0638H11.19; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0638H11.19 - Oryza sativa (japonica cultivar-g"	UniRef90_Q67UI7	CHR1V7|COORD:29343681..29344385| senescence-associated protein-related	AT1G78020.1	CHR06V5|COORD:6396222..6394404|protein expressed protein	LOC_Os06g11980.1	no descriptionvery weakly similar to (72.0)AT1G78020| Symbols:  | senescence-associated protein-related | chr1:29343681-29344385 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF581 PRK12323 PRK07764 Protamine_P1 PRK07003	development.unspecified	33_99

CUST_97370_PI403524517	2	0.04879856	-0.52421093	-0.053920746	0.034090996	-0.03409195	0.060120583	35_27809	"Cluster: Putative recA protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative recA protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5N6Y9	CHR2V7|COORD:8448814..8451088| recA family protein	AT2G19490.1	CHR01V5|COORD:39570835..39565635|protein DNA repair protein recA homolog 3, putative, expressed	LOC_Os01g67510.1	no description	not assigned.unknown	35_2

CUST_17234_PI404877155	2	-1.8647723	2.681549	-0.08759022	1.4708166	-1.4365869	0.08758974	HT09B07u_s_at	calcium-binding EF-hand family protein-like [Oryza sativa (japonica cultivar-group)] dbj|BAD09268.1| calcium-binding EF-hand family protein-	BAD08916.1	calcium-binding EF hand family protein	At2g44310.1	protein EF hand, putative	Os09g31000	NONE	signalling.calcium	30_3

CUST_23079_PI403524517	2	0.055747986	0.77282524	-0.088664055	-0.20291424	-0.04691124	0.046910286	35_6707	"Cluster: Galactosyltransferase family, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Galactosyltransferase family, putative, expressed -"	UniRef90_Q2QM83	CHR4V7|COORD:11240741..11244871| galactosyltransferase family protein	AT4G21060.1	CHR12V5|COORD:25983062..25987159|protein galactosyltransferase family, putative, expressed	LOC_Os12g41956.1	no descriptionweakly similar to ( 142)AT4G21060| Symbols:  | galactosyltransferase family protein | chr4:11240741-11244871 FORWARDnot assigned	cell wall.hemicellulose synthesis	10_3

CUST_2753_PI403524517	2	-0.12264156	0.65087223	0.18440437	-0.0075559616	0.007555008	-0.032744408	35_752	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q852F8	"CHR5V7|COORD:26256814..26258421| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G36660.1); similar to BAC19.4 [Lycopersicon esculentum]"	AT5G65650.1	CHR03V5|COORD:16954154..16957297|protein expressed protein	LOC_Os03g29830.1	"no descriptionvery weakly similar to (94.0)AT5G65650| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G36660.1); similar to BAC19.4 [Lycopersicon esculentum] (GB:AAG01119.1); contains InterPro domain Protein of unknown function DUF1195; (InterPro:IPR010608) | chr5:26256814-26258421 FORWARDnot assigned DUF1195"	not assigned.unknown	35_2

CUST_58007_PI403524517	2	0.13559914	-0.011137009	0.10328293	-0.082839966	0.011137009	-0.17390728	35_16540	"Cluster: Putative ethylene-responsive elongation factor EF-Ts; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ethylene-responsive elongation factor E"	UniRef90_Q6ZJS7	CHR4V7|COORD:6778062..6779930| translation elongation factor Ts (EF-Ts), putative	AT4G11120.1	CHR08V5|COORD:18933066..18926775|protein elongation factor Ts, putative, expressed	LOC_Os08g30884.1	 no descriptionweakly similar to ( 110)AT4G11120| Symbols:  | translation elongation factor Ts (EF-Ts), putative | chr4:6778062-6779930 FORWARDnot assigned tsf Tsf tsf tsf 	protein.synthesis.elongation	29_2_4

CUST_26062_PI399408534	2	0.112298965	0.35632133	0.010227203	-0.019897461	-0.059001923	-0.01022625	35_20106	Rep: Homeobox protein HOX1A - Zea mays (Maize)	UniRef90_P46605	CHR3V7|COORD:6763211..6766055| homeobox protein (HAT 3.1)	AT3G19510.1	CHR06V5|COORD:6724321..6733446|protein homeobox protein HOX1A, putative, expressed	LOC_Os06g12400.1	no descriptionvery weakly similar to (58.2)AT3G19510| Symbols:  | homeobox protein (HAT 3.1) | chr3:6763211-6766055 REVERSEweakly similar to ( 143)HOX1A_MAIZEHomeobox protein HOX1A - Zea mays (Maize)not assigned homeodomain HOX Homeobox	RNA.regulation of transcription.HB,Homeobox transcription factor family	27_3_22

CUST_169418_PI403524517	2	0.077347755	-0.15073967	-0.027299881	0.03342724	0.0	0.0	35_47186	"Cluster: Os09g0498100 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0498100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J0I9	CHR5V7|COORD:23048105..23049426| ribosomal protein S16 family protein	AT5G56940.1	CHR09V5|COORD:19265555..19267271|protein 30S ribosomal protein S16, putative, expressed	LOC_Os09g32274.1	no descriptionvery weakly similar to (83.6)AT5G56940| Symbols:  | ribosomal protein S16 family protein | chr5:23048105-23049426 FORWARDvery weakly similar to (55.5)RR16_MESVIChloroplast 30S ribosomal protein S16 - Mesostigma viridenot assigned rpsP RpsP Ribosomal_S16	protein.synthesis.mito/plastid ribosomal protein.plastid	29_2_1_1

CUST_33511_PI403524517	2	-0.2059536	0.21490812	0.24932432	0.058685303	-0.4183879	-0.058685303	35_9662	"Cluster: Hypothetical protein; n=1; Hordeum vulgare subsp. vulgare|Rep: Hypothetical protein - Hordeum vulgare var. distichum (Two-rowed barley)"	UniRef90_Q8S3W6	0	0	CHR02V5|COORD:20405911..20402512|protein expressed protein	LOC_Os02g34120.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_90623_PI403524517	2	0.039982796	-0.736464	0.102185726	-0.039982796	0.06090021	-0.14186716	35_25919	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ATS1	0	0	CHR03V5|COORD:33901307..33906998|protein BRCA1 C Terminus domain containing protein, expressed	LOC_Os03g59650.2	no description	not assigned.unknown	35_2

CUST_24132_PI403524517	2	-0.005633354	-0.4431324	0.0061244965	0.005633354	0.20626259	-0.091628075	35_7007	"Cluster: Putative cyclophilin-40; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative cyclophilin-40 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69TG8	CHR2V7|COORD:6885226..6887825| SQN (SQUINT)	AT2G15790.1	CHR06V5|COORD:5938646..5932790|protein peptidyl-prolyl cis-trans isomerase CYP40, putative, expressed	LOC_Os06g11320.2	 no descriptionvery weakly similar to (83.2)AT2G15790| Symbols: CYP40, SQN | SQN (SQUINT) | chr2:6885226-6887825 REVERSEnot assigned not assigned not assigned not assigned not assigned 	cell.cycle	31_3

CUST_59327_PI403524517	2	0.18759441	-0.40948486	-0.12111759	0.38714695	0.07599354	-0.07599354	35_16917	"Cluster: Os03g0299600 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os03g0299600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DSM5	"CHR5V7|COORD:280790..281278| similar to wound-responsive protein-related [Arabidopsis thaliana] (TAIR:AT3G10985.1); similar to Wound-induced protein"	AT5G01740.1	CHR05V5|COORD:15972672..15969031|protein wound-induced protein WI12 containing protein	LOC_Os05g27580.1	" no descriptionweakly similar to ( 120)AT5G01740| Symbols:  | similar to wound-responsive protein-related [Arabidopsis thaliana] (TAIR:AT3G10985.1); similar to Wound-induced protein WI12, putative [Medicago truncatula] (GB:ABE88200.1); contains InterPro domain Wound-induced WI12; (InterPro:IPR009798) | chr5:280790-281278 FORWARDvery weakly similar to (97.1)WUN1_SOLTUWound-induced protein 1 - Solanum tuberosum (Potato)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned WI12 PRK07003 HPC2 PRK07764 PRK12323 Herpes_BLLF1 COG3631 Herpes_TAF50 Herpes_UL32 Atrophin-1 "	stress.abiotic.touch/wounding	20_2_4

CUST_157466_PI403524517	2	0.5989766	0.05431795	0.46471548	-0.08007145	-0.9933896	-0.05431795	35_43969	"Cluster: Os01g0111100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0111100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JRB3	CHR1V7|COORD:27855410..27856522| peptidyl-prolyl cis-trans isomerase cyclophilin-type family protein	AT1G74070.1	CHR01V5|COORD:584582..583216|protein peptidyl-prolyl cis-trans isomerase, putative, expressed	LOC_Os01g02080.1	no descriptionvery weakly similar to (65.1)AT1G74070| Symbols:  | peptidyl-prolyl cis-trans isomerase cyclophilin-type family protein | chr1:27855410-27856522 REVERSE	cell.cycle.peptidylprolyl isomerase	31_3_1

CUST_24454_PI399408534	2	0.009315491	0.20659256	-0.056815147	0.036546707	-0.04283333	-0.009316444	35_46372	Rep: R2R3MYB-domain protein - Zea mays (Maize)	UniRef90_Q9S7U6	"CHR5V7|COORD:24099651..24100576| MYB59 (myb domain protein 59); DNA binding / transcription factor"	AT5G59780.3	CHR05V5|COORD:779111..781487|protein expressed protein	LOC_Os05g02420.2	" no descriptionvery weakly similar to (56.6)AT5G59780| Symbols: AtMYB59, MYB59 | MYB59 (myb domain protein 59); DNA binding / transcription factor | chr5:24099651-24100481 REVERSEvery weakly similar to (55.8)MYBA2_ORYSAnot assigned Myb_DNA-binding "	RNA.regulation of transcription.MYB domain transcription factor family	27_3_25

CUST_17352_PI399408534	2	-0.0129852295	0.14854145	0.057401657	-0.19726753	-0.113720894	0.0129852295	35_5996	"Cluster: Hypothetical protein OSJNBb0061M13.3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0061M13.3 - Oryza sativa (japonica cu"	UniRef90_Q6ATG6	"CHR3V7|COORD:7119377..7120901| RTL2 (RNASE THREE-LIKE PROTEIN 2); double-stranded RNA binding / ribonuclease III"	AT3G20420.1	CHR05V5|COORD:10924917..10927291|protein endoribonuclease Dicer, putative, expressed	LOC_Os05g18850.1	"no descriptionmoderately similar to ( 233)AT3G20420| Symbols: RTL2 | RTL2 (RNASE THREE-LIKE PROTEIN 2); double-stranded RNA binding / ribonuclease III | chr3:7119377-7120901 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned rnc Rnc RIBOc RIBOc Ribonuclease_3 PRK12371 PRK12372 TT_ORF1 DSRM PRK12323 PRK07764 Tymo_45kd_70kd DUF566 PRK07003"	RNA.processing.ribonucleases	27_1_19

CUST_19460_PI404877155	2	-0.038282394	-0.534441	-0.038012505	0.03801346	0.076169014	0.042598724	rbags1b22_s_at	ATP-dependent RNA helicase, putative [Arabidopsis thaliana] sp|Q38953|DHX8_ARATH Putative pre-mRNA splicing factor ATP-dependent RNA helicas	NP_189288.1	ATP-dependent RNA helicase, putative	At3g26560.1	protein RNA helicase	Os02g19860	RNA helicase	RNA.processing	27_1

CUST_102155_PI403524517	2	0.3347535	0.26118326	-0.0016074181	-0.17735529	-0.6358609	0.0016074181	35_29146	"Cluster: OSJNBb0012E24.4 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: OSJNBb0012E24.4 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XSP0	CHR2V7|COORD:18764955..18779303| WD-40 repeat family protein / beige-related	AT2G45540.1	CHR02V5|COORD:26880311..26861140|protein beige/BEACH domain containing protein, expressed	LOC_Os02g44380.2	no descriptionmoderately similar to ( 294)AT2G45540| Symbols:  | WD-40 repeat family protein / beige-related | chr2:18764955-18779303 REVERSEnot assigned	not assigned.no ontology	35_1

CUST_10195_PI404877155	2	0.11232376	0.50353336	-0.44336033	0.14670372	-0.15177536	-0.112324715	Contig3908_at	putative photosystem II core complex proteins psbY, chloroplast precursor (L-arginine metabolising enzyme) (L-AME) [Oryza sativa (japonica c	XP_479817.1	photosystem II core complex proteins psbY, chloroplast (PSBY) / L-arginine metabolising enzyme	At1g67740.1	protein hypothetical protein	Os08g02630	"YCF32;photosystem II core complex proteins psbY, chloroplast (PSBY) / L-arginine metabolising enzyme, identical to SP:O49347 Photosystem II core complex proteins psbY, chloroplast precursor (L-arginine metabolising enzyme) (L-AME) (Contains: Photosystem I"	PS.lightreaction.photosystem II.PSII polypeptide subunits	1_01_01_02

CUST_137935_PI403524517	2	0.37213755	0.68492174	0.10345125	-0.2865281	-0.43517685	-0.10345125	35_38684	"Cluster: Os04g0441900 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os04g0441900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JCZ5	CHR5V7|COORD:2748262..2751591| transmembrane CLPTM1 family protein	AT5G08500.1	CHR04V5|COORD:21807706..21802137|protein cleft lip and palate transmembrane 1 protein, putative, expressed	LOC_Os04g36050.1	 no descriptionvery weakly similar to (89.7)AT5G23575| Symbols:  | transmembrane protein, putative | chr5:7946566-7950044 FORWARDnot assigned CLPTM1 	not assigned.no ontology	35_1

CUST_57981_PI403524517	2	-0.06360245	0.100152016	0.07369709	0.055970192	-0.055970192	-0.11653137	35_16530	"Cluster: 50S ribosomal protein L18, chloroplast precursor; n=3; Oryza sativa|Rep: 50S ribosomal protein L18, chloroplast precursor - Oryza sativa (Rice)"	UniRef90_Q8SAY0	CHR1V7|COORD:17870937..17871883| ribosomal protein L18 family protein	AT1G48350.1	CHR03V5|COORD:34724407..34726448|protein 50S ribosomal protein L18, chloroplast precursor, putative, expressed	LOC_Os03g61260.2	no descriptionweakly similar to ( 107)AT1G48350| Symbols:  | ribosomal protein L18 family protein | chr1:17870937-17871883 FORWARDweakly similar to ( 130)RK18_ORYSArplR rpl18 RplR Ribosomal_L18p	protein.synthesis.mito/plastid ribosomal protein.plastid	29_2_1_1

CUST_60130_PI403524517	2	4.5108795E-4	0.0922842	0.07111359	-0.0142765045	-0.074581146	-4.5204163E-4	35_17141	"Cluster: Os07g0511900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0511900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D645	CHR5|COORD:22344421..22347072| expressed protein	AT5G55030.2	CHR07V5|COORD:19593525..19591648|protein expressed protein	LOC_Os07g32761.1	"no descriptionvery weakly similar to (67.4)AT5G55030| Symbols:  | similar to DNA-binding bromodomain-containing protein [Arabidopsis thaliana] (TAIR:AT1G20670.1); similar to Hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:AAM22713.1); similar to Os03g0130800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001048857.1); similar to Os09g0550000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001063862.1) | chr5:22344953-22347072 REVERSE"	not assigned.unknown	35_2

CUST_102905_PI403524517	2	-0.08981657	0.1631918	-0.09735632	0.16063547	0.03751564	-0.037516117	35_29345	"Cluster: PREDICTED: similar to MARVEL domain containing 3 isoform 2; n=1; Canis familiaris|Rep: PREDICTED: similar to MARVEL domain containing 3 isoform 2 - Can"	UniRef90_UPI00005A0E4D	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	CHR01V5|COORD:42602391..42607415|protein serine/arginine repetitive matrix protein 1, putative, expressed	LOC_Os01g72890.2	no description	not assigned.unknown	35_2

CUST_88361_PI403524517	2	-0.7680054	0.28471136	0.19421339	0.95317507	-0.36205864	-0.19421339	35_25295	"Cluster: Truncated alcohol dehydrogenase; n=1; Hordeum vulgare subsp. spontaneum|Rep: Truncated alcohol dehydrogenase - Hordeum spontaneum (Barley)"	UniRef90_Q84XR3	"CHR1V7|COORD:28980403..28982110| ADH1 (ALCOHOL DEHYDROGENASE 1); alcohol dehydrogenase"	AT1G77120.1	CHR11V5|COORD:5743620..5740430|protein alcohol dehydrogenase 2, putative, expressed	LOC_Os11g10510.1	" no descriptionmoderately similar to ( 245)AT1G77120| Symbols: ADH, ATADH, ADH1 | ADH1 (ALCOHOL DEHYDROGENASE 1); alcohol dehydrogenase | chr1:28980403-28982110 FORWARDmoderately similar to ( 279)ADH3_HORVUAlcohol dehydrogenase 3 - Hordeum vulgare (Barley)not assigned not assigned not assigned AdhC AdhP ADH_N Tdh PRK09422 "	fermentation.ADH	5_3

CUST_16941_PI399408534	2	-0.046775818	0.005979538	0.14400482	-0.005979538	-0.05675602	0.051942825	35_2044	"Cluster: Guanine nucleotide-exchange-like protein; n=2; Arabidopsis thaliana|Rep: Guanine nucleotide-exchange-like protein - Arabidopsis thaliana (Mouse-ear cre"	UniRef90_Q9LXK4	"CHR3V7|COORD:15245223..15256022| ATMIN7 (ARABIDOPSIS THALIANA HOPM INTERACTOR 7); guanyl-nucleotide exchange factor/ protein binding"	AT3G43300.1	CHR07V5|COORD:22643973..22633066|protein guanyl-nucleotide exchange factor, putative, expressed	LOC_Os07g37750.1	"no descriptionmoderately similar to ( 486)AT3G43300| Symbols: ATMIN7 | ATMIN7 (ARABIDOPSIS THALIANA HOPM INTERACTOR 7); guanyl-nucleotide exchange factor/ protein binding | chr3:15245223-15256022 REVERSEnot assigned"	signalling.G-proteins	30_5

CUST_107323_PI403524517	2	-0.020848274	0.14086628	0.020848274	-0.07492256	-0.075865746	0.09490204	35_30541	"Cluster: Os06g0472700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0472700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DC85	"CHR1V7|COORD:23807732..23809672| similar to loricrin-related [Arabidopsis thaliana] (TAIR:AT5G64550.1); similar to Os01g0621900 [Oryza"	AT1G64140.1	CHR06V5|COORD:15764626..15759988|protein WRKY transcription factor 19, putative, expressed	LOC_Os06g27830.1	no descriptionvery weakly similar to (62.0)AT5G64550| Symbols:  | loricrin-related | chr5:25819020-25820924 REVERSE	stress.biotic	20_1

CUST_27235_PI403524517	2	0.16514587	0.02258873	-0.039239883	-0.28167534	-0.02258873	0.48868275	35_7887	"Cluster: OSJNBb0006N15.7 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBb0006N15.7 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XMJ2	CHR5V7|COORD:8068443..8072726| microtubule motor	AT5G23910.1	CHR04V5|COORD:18178813..18173802|protein kinesin motor domain containing protein, expressed	LOC_Os04g30720.1	no descriptionvery weakly similar to (72.0)AT5G23910| Symbols:  | microtubule motor | chr5:8068443-8072726 FORWARDComEA	cell.organisation	31_1

CUST_19101_PI399408534	2	0.11464548	-0.36939764	1.9451046	-0.031304836	0.031304836	-0.8097882	35_13235	"Cluster: Putative dof-type zinc finger domain-containing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative dof-type zinc finger domain-containi"	UniRef90_Q65XV0	CHR3V7|COORD:8063070..8064482| leucine-rich repeat family protein / extensin family protein	AT3G22800.1	CHR05V5|COORD:638297..636153|protein expressed protein	LOC_Os05g02150.1	no descriptionvery weakly similar to (86.7)AT5G65590| Symbols:  | Dof-type zinc finger domain-containing protein | chr5:26229310-26230260 REVERSEvery weakly similar to (78.2)PBF_MAIZEDof zinc finger protein PBF - Zea mays (Maize)zf-Dof	RNA.regulation of transcription.C2C2(Zn) DOF zinc finger family	27_3_8

CUST_182897_PI403524517	2	-6.2179565E-4	-0.13893604	6.213188E-4	0.3760152	0.39644003	-0.12040806	35_50835	Rep: Proteasome subunit alpha type 5-A - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_O81149	"CHR3V7|COORD:4764371..4766388| PAE2 (20S proteasome alpha subunit E2); peptidase"	AT3G14290.1	CHR11V5|COORD:23441220..23436878|protein proteasome subunit alpha type 5, putative, expressed	LOC_Os11g40140.1	"no descriptionvery weakly similar to (97.8)AT3G14290| Symbols: PAE2 | PAE2 (20S proteasome alpha subunit E2); peptidase | chr3:4764371-4766388 FORWARDweakly similar to ( 103)PSA5_ORYSAnot assigned proteasome_alpha_type_5"	protein.degradation.ubiquitin.proteasom	29_5_11_20

CUST_64840_PI403524517	2	0.04845047	-0.01317215	-0.00802803	-0.14439487	0.008028984	0.13154793	35_18513	"Cluster: Os09g0455400 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0455400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J193	"CHR4V7|COORD:1204545..1205813| similar to DEAD box RNA helicase, putative [Arabidopsis thaliana] (TAIR:AT1G20920.1); similar to Os09g0455400 [Oryza"	AT4G02720.1	CHR09V5|COORD:17140365..17142324|protein heat shock protein, putative, expressed	LOC_Os09g28220.1	" no descriptionmoderately similar to ( 248)AT4G02720| Symbols:  | similar to DEAD box RNA helicase, putative [Arabidopsis thaliana] (TAIR:AT1G20920.1); similar to Os09g0455400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001063358.1); similar to hypothetical protein PY05066 [Plasmodium yoelii yoelii str. 17XNL] (GB:XP_725465.1); contains InterPro domain Protein of unknown function DUF926; (InterPro:IPR009269) | chr4:1204545-1205813 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF926 DMP1 TFIIF_alpha "	not assigned.unknown	35_2

CUST_13700_PI404877155	2	0.18688488	-0.17975998	0.043067932	0.05456066	-0.04306698	-0.20222187	Contig7425_at	OSJNBa0091D06.14 [Oryza sativa (japonica cultivar-group)] ref|XP_473336.1| OSJNBa0091D06.14 [Oryza sativa (japonica cultivar-group)]	CAE03021.3	stress-inducible protein, putative	At1g62740.1	protein TPR-repeat protein, putative	Os02g43020	putative TPR-repeat protein	stress	20

CUST_27865_PI403524517	2	0.113389015	-0.23617935	-0.10462856	-0.006529808	0.051974297	0.006529808	35_8058	"Cluster: Probable phytol kinase 2, chloroplast precursor; n=2; Oryza sativa|Rep: Probable phytol kinase 2, chloroplast precursor - Oryza sativa (Rice)"	UniRef90_Q5N9J9	CHR5V7|COORD:23687739..23689796| phosphatidate cytidylyltransferase family protein	AT5G58560.1	CHR01V5|COORD:35930878..35927880|protein phytol kinase 2, chloroplast precursor, putative, expressed	LOC_Os01g61560.1	no descriptionmoderately similar to ( 240)AT5G58560| Symbols:  | phosphatidate cytidylyltransferase family protein | chr5:23687739-23689796 FORWARDmoderately similar to ( 346)PHYK2_ORYSAnot assigned not assigned not assigned SEC59 CTP_transf_1 CdsA	lipid metabolism.Phospholipid synthesis.phosphatidate cytidylyltransferase	11_3_3

CUST_132337_PI403524517	2	-0.15506744	0.179636	-0.11033726	0.1103363	0.22509956	-0.39116287	35_37165	"Cluster: OSJNBa0019K04.13 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0019K04.13 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XTY4	"CHR2V7|COORD:18760159..18762018| CYP704A2 (cytochrome P450, family 704, subfamily A, polypeptide 2); oxygen binding"	AT2G45510.1	CHR04V5|COORD:28673463..28675736|protein cytochrome P450 86A1, putative, expressed	LOC_Os04g48460.1	" no descriptionweakly similar to ( 122)AT2G45510| Symbols: CYP704A2 | CYP704A2 (cytochrome P450, family 704, subfamily A, polypeptide 2); oxygen binding | chr2:18760159-18762018 FORWARDvery weakly similar to (56.2)C72A1_CATROCytochrome P450 72A1 - Catharanthus roseus (Rosy periwinkle) (Madagascar periwinkle)not assigned not assigned not assigned not assigned not assigned p450 CypX "	misc.cytochrome P450	26_10

CUST_106352_PI403524517	2	0.003566742	0.5954294	-0.0035676956	-0.23525238	0.07898712	-0.0035676956	35_30270	Rep: ENSANGP00000025991 - Anopheles gambiae str. PEST	UniRef90_UPI0000246ACF		0	CHR04V5|COORD:21551318..21552325|protein DNA-directed RNA polymerase II largest subunit, putative	LOC_Os04g35670.1	no description	not assigned.unknown	35_2

CUST_84528_PI403524517	2	-0.050060272	-0.25185728	-0.13326979	0.18289757	0.050060272	0.3905673	35_24220	Rep: Fructan exohydrolase - Lolium perenne (Perennial ryegrass)	UniRef90_Q2QI11	"CHR3V7|COORD:4533091..4535838| ATBFRUCT1/ATCWINV1 (ARABIDOPSIS THALIANA CELL WALL INVERTASE 1); beta-fructofuranosidase/ hydrolase, hydrolyzing"	AT3G13790.1	CHR01V5|COORD:42953169..42957287|protein beta-fructofuranosidase, insoluble isoenzyme 4 precursor, putative, expressed	LOC_Os01g73580.1	" no descriptionmoderately similar to ( 314)AT3G13790| Symbols: ATCWINV1, ATBFRUCT1 | ATBFRUCT1/ATCWINV1 (ARABIDOPSIS THALIANA CELL WALL INVERTASE 1); beta-fructofuranosidase/ hydrolase, hydrolyzing O-glycosyl compounds | chr3:4533091-4535838 REVERSEhighly similar to ( 530)INV4_ORYSAnot assigned Glyco_hydro_32N Glyco_32 SacC "	major CHO metabolism.degradation.sucrose.invertases.cell wall	2_2_1_3_2

CUST_11968_PI404877155	2	-0.036727905	0.045167923	-0.031557083	-0.010334015	0.029945374	0.010334015	Contig5679_at	CDP2_ORYSA Calcium-dependent protein kinase [Oryza sativa (japonica cultivar-group)]	BAC20693.1	calmodulin-domain protein kinase isoform 9 (CPK9)	At3g20410.1	protein Protein kinase domain, putative	Os07g33110	calcium-dependent protein kinase, putative / CDPK, putative, similar to calcium-dependent protein kinase (Nicotiana tabacum) gi:3283996:gb:AAC25423	signalling.calcium	30_3

CUST_12504_PI404877155	2	-0.0040750504	-0.6681967	-0.11500168	0.18806076	0.13659668	0.004076004	Contig624_at	putative fructokinase II [Oryza sativa] dbj|BAC78556.1| fructokinase [Oryza sativa (japonica cultivar-group)] dbj|BAD09515.1| putative fruct	AAL26573.1	pfkB-type carbohydrate kinase family protein	At4g10260.1	protein kinase, pfkB family	Os08g02120	putative fructokinase II	major CHO metabolism.degradation.sucrose.fructokinase	2_2_1_01

CUST_60672_PI403524517	2	-0.08315468	0.40851402	-0.017357826	-0.108047485	0.028476715	0.01735878	35_17305	"Cluster: Beta subunit 3 of SnRK1; n=2; Oryza sativa (japonica cultivar-group)|Rep: Beta subunit 3 of SnRK1 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q18PR7	CHR2V7|COORD:11957251..11957695| protein kinase-related	AT2G28060.1	CHR09V5|COORD:11984970..11988547|protein SNF1-related protein kinase regulatory subunit beta-2, putative, expressed	LOC_Os09g20010.2	no descriptionweakly similar to ( 127)AT2G28060| Symbols:  | protein kinase-related | chr2:11957251-11957695 REVERSEnot assigned AMPKBI	protein.postranslational modification	29_4

CUST_38375_PI403524517	2	0.13599062	-0.0020413399	-0.17434311	0.0020413399	-0.1072669	0.023509502	35_11044	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_12416_PI403524517	2	0.010146141	0.6229572	0.11859894	-0.14201832	-0.063967705	-0.010146141	35_3537	"Cluster: Cyclin family protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Cyclin family protein, putative, expressed - Oryza sativa"	UniRef90_Q2QQS5	CHR5V7|COORD:18295035..18297960| cyclin family protein	AT5G45190.1	CHR12V5|COORD:17927216..17935779|protein cyclin-T1, putative, expressed	LOC_Os12g30020.2	no descriptionmoderately similar to ( 325)AT5G45190| Symbols:  | cyclin family protein | chr5:18295035-18297960 REVERSEvery weakly similar to (58.5)CCNC_ORYSAnot assigned not assigned not assigned CCL1	cell.cycle	31_3

CUST_162071_PI403524517	2	0.075694084	-0.03289795	0.032896996	-0.039559364	-0.38856792	0.06488323	35_45208	"Cluster: Putative splicing factor 3B subunit 2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative splicing factor 3B subunit 2 - Oryza sativa (japonica"	UniRef90_Q6K7Q7	CHR4V7|COORD:11506271..11509784| proline-rich spliceosome-associated (PSP) family protein	AT4G21660.1	CHR02V5|COORD:35547983..35553043|protein splicing factor 3B subunit 2, putative, expressed	LOC_Os02g58090.2	no description	not assigned.unknown	35_2

CUST_54431_PI403524517	2	-0.16253662	-0.2843094	0.01771164	-0.010222435	0.090296745	0.010223389	35_15494	"Cluster: Os09g0252100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os09g0252100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J366	"CHR5V7|COORD:19569796..19572348| ACAT2/EMB1276 (ACETOACETYL-COA THIOLASE 2, EMBRYO DEFECTIVE 1276); acetyl-CoA C-acetyltransferase"	AT5G48230.2	CHR09V5|COORD:3969052..3974828|protein acetyl-CoA acetyltransferase, cytosolic 1, putative, expressed	LOC_Os09g07830.2	" no descriptionhighly similar to ( 564)AT5G48230| Symbols: EMB1276, ACAT2 | ACAT2/EMB1276 (ACETOACETYL-COA THIOLASE 2, EMBRYO DEFECTIVE 1276); acetyl-CoA C-acetyltransferase | chr5:19569796-19572256 REVERSEnot assigned not assigned not assigned not assigned not assigned thiolase PRK08235 PRK06954 PRK07800 PRK05790 PRK07025 PRK05656 PRK07491 PRK09051 PRK06845 PaaJ PRK07124 PRK08041 Thiolase_N PRK06366 PRK06205 PRK09050 PRK06633 PRK06689 PRK08234 fadA PRK08131 PRK07661 PRK09052 PRK08242 PRK06445 PRK07801 PRK07108 PRK07851 PRK06504 PRK08170 fadI PRK07850 PRK06025 PRK06690 nondecarbox_cond_enzymes Thiolase_C PRK09268 SCP-x_thiolase cond_enzymes PRK08371 PRK06363 PRK08256 PRK07516 PRK06289 PRK06157 PRK06064 PRK06364 PRK12578 FabB KAS_I_II PRK07937 "	amino acid metabolism.degradation.aspartate family.lysine	13_2_3_5

CUST_164743_PI403524517	2	-0.02464819	-0.5099559	-0.14435911	0.07180452	0.024648666	0.02478695	35_45916	Rep: GEgh16 protein - Blumeria graminis	UniRef90_Q00638		0	0	0	no description	not assigned.unknown	35_2

CUST_914_PI404877155	2	-0.19067574	0.02324009	-0.02324009	-0.09567642	0.039587975	0.10053539	Contig10917_at	unnamed protein product [Oryza sativa (japonica cultivar-group)]	NP_913567.1	beta-amylase, putative / 1,4-alpha-D-glucan maltohydrolase, putative	At3g23920.1	protein Glycosyl hydrolase family 14	Os01g13550	gi|7339716|dbj|BAA92921.1| unnamed protein product	major CHO metabolism.degradation.starch.starch cleavage	2_2_2_01

CUST_66794_PI403524517	2	0.11065769	-0.33265495	-0.063090324	0.02259922	0.04756546	-0.022598267	35_19071	"Cluster: Putative deoxyribonucleoside kinase; n=2; Magnoliophyta|Rep: Putative deoxyribonucleoside kinase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5TKI7	CHR1V7|COORD:27115821..27117910| deoxynucleoside kinase family	AT1G72040.1	CHR05V5|COORD:21029399..21034212|protein ATP binding protein, putative, expressed	LOC_Os05g35520.1	no descriptionhighly similar to ( 575)AT1G72040| Symbols:  | deoxynucleoside kinase family | chr1:27115821-27117910 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned dNK dNK COG1428 NDUO42 PRK12323 Atrophin-1 AF-4	nucleotide metabolism.salvage	23_3

CUST_95679_PI403524517	2	0.13892078	0.6925545	0.29119968	-0.66949606	-0.13892078	-0.24218273	35_27343	"Cluster: Pherophorin-C1 protein precursor; n=1; Chlamydomonas reinhardtii|Rep: Pherophorin-C1 protein precursor - Chlamydomonas reinhardtii"	UniRef90_Q3HTK6	CHR4V7|COORD:8663499..8665759| formin homology 2 domain-containing protein / FH2 domain-containing protein	AT4G15200.1	CHR10V5|COORD:359862..356397|protein BRASSINOSTEROID INSENSITIVE 1-associated receptor kinase 1 precursor, putative, expressed	LOC_Os10g01560.1	no description	not assigned.unknown	35_2

CUST_147017_PI403524517	2	0.10956478	-0.102665424	-0.12603712	0.1026659	0.16359901	-0.12451124	35_41150	"Cluster: Oxalate oxidase-like protein or germin-like protein; n=7; Triticeae|Rep: Oxalate oxidase-like protein or germin-like protein - Hordeum vulgare (Barley)"	UniRef90_Q43487	CHR2V7|COORD:13985077..13990359| COP1 (CONSTITUTIVE PHOTOMORPHOGENIC 1)	AT2G32950.1	CHR02V5|COORD:32527714..32522170|protein ubiquitin ligase protein COP1, putative, expressed	LOC_Os02g53140.1	 no descriptionweakly similar to ( 114)AT2G32950| Symbols: ATCOP1, DET340, FUS1, EMB168, COP1 | COP1 (CONSTITUTIVE PHOTOMORPHOGENIC 1) | chr2:13985077-13990359 FORWARDweakly similar to ( 111)COP1_PEAE3 ubiquitin-protein ligase COP1 - Pisum sativum (Garden pea)	stress.abiotic.unspecified	20_2_99

CUST_58751_PI403524517	2	0.016326904	-0.19517422	-0.042172432	0.16879463	0.09954071	-0.016326904	35_16759	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_4570_PI404877155	2	-0.052545547	-0.19495964	0.016112328	0.06820965	-0.016113281	0.19337273	Contig15632_at	OSJNBa0084K11.3 [Oryza sativa (japonica cultivar-group)] ref|XP_473481.1| OSJNBa0084K11.3 [Oryza sativa (japonica cultivar-group)]	CAD41079.2	protein kinase, putative	At1g63700.1	protein Protein kinase domain, putative	Os04g47240	NONE	signalling.MAP kinases	30_6

CUST_71389_PI403524517	2	-0.053850174	0.26350975	0.3315878	6.1893463E-4	-6.1893463E-4	-0.039993286	35_20452	"Cluster: Hypothetical protein P0700D12.112-1; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0700D12.112-1 - Oryza sativa (japonica"	UniRef90_Q7EZA5	CHR3V7|COORD:5947150..5948772| catalytic	AT3G17365.1	CHR08V5|COORD:25557771..25554777|protein methylase, putative, expressed	LOC_Os08g40580.4	no descriptionvery weakly similar to (84.7)AT3G17365| Symbols:  | catalytic | chr3:5947150-5948772 REVERSEnot assigned	not assigned.no ontology	35_1

CUST_6220_PI404877155	2	-0.0022153854	0.6549816	-0.06752205	0.002216339	-0.04948902	0.18065262	Contig18717_at	P0683B11.14 [Oryza sativa (japonica cultivar-group)] dbj|BAB89826.1| P0683B11.14 [Oryza sativa (japonica cultivar-group)]	NP_916652.1	inositol polyphosphate 5-phosphatase, putative	At1g71710.1	protein Endonuclease/Exonuclease/phosphatase family, putative	Os01g51890	gi|20160888|dbj|BAB89826.1| P0683B11.14	minor CHO metabolism.myo-inositol.phosphatases	3_4_01

CUST_37051_PI403524517	2	0.25573635	0.8424897	-0.005203247	-0.39114857	0.005203247	-0.34674406	35_10673	"Cluster: Protein kinase-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: Protein kinase-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6KAK1	CHR4V7|COORD:14458828..14464698| protein kinase family protein / WD-40 repeat family protein	AT4G29380.1	CHR02V5|COORD:33887906..33879976|protein HEAT repeat family protein, expressed	LOC_Os02g55340.1	no descriptionmoderately similar to ( 278)AT4G29380| Symbols:  | protein kinase family protein / WD-40 repeat family protein | chr4:14458828-14464698 FORWARDnot assigned	protein.postranslational modification	29_4

CUST_27283_PI403524517	2	-0.024197578	0.24240875	0.024196625	-0.031134605	-0.03044033	0.043287277	35_7900	"Cluster: Putative HGA1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative HGA1 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6YWE6	"CHR3V7|COORD:21240979..21242649| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G41640.1); similar to glycosyltransferase [Medicago truncatula]"	AT3G57380.1	CHR02V5|COORD:13227348..13223111|protein HGA1, putative, expressed	LOC_Os02g22190.1	"no descriptionvery weakly similar to (89.7)AT3G57380| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G41640.1); similar to glycosyltransferase [Medicago truncatula] (GB:CAI30145.1); contains InterPro domain Protein of unknown function DUF563; (InterPro:IPR007657) | chr3:21240979-21242649 FORWARDnot assigned"	not assigned.unknown	35_2

CUST_99860_PI403524517	2	0.3916459	0.4110465	0.1094141	-0.42449903	-0.3266039	-0.1094141	35_28506	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_26345_PI403524517	2	0.108181	-0.51141167	0.01225853	8.0776215E-4	-8.068085E-4	-0.006099701	35_7636	"Cluster: G2/mitotic-specific cyclin C13-1, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: G2/mitotic-specific cyclin C13-1, putative, exp"	UniRef90_Q2QN26	"CHR1V7|COORD:17309192..17311027| CYCA3;4; cyclin-dependent protein kinase regulator"	AT1G47230.1	CHR12V5|COORD:24109067..24111320|protein cyclin-A2, putative, expressed	LOC_Os12g39210.1	"no descriptionmoderately similar to ( 346)AT1G47230| Symbols: CYCA3;4 | CYCA3;4; cyclin-dependent protein kinase regulator | chr1:17309192-17311027 FORWARDmoderately similar to ( 331)CCNAL_DAUCAG2/mitotic-specific cyclin C13-1 - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Cyclin_N COG5024 Cyclin_C CYCLIN CYCLIN PRK12323 PRK07003 PRK07764 Atrophin-1 Tymo_45kd_70kd DUF1421 Herpes_BLLF1 GRASP55_65 APC_basic AF-4 PRK12678"	cell.cycle	31_3

CUST_30821_PI403524517	2	-0.21103191	-0.19400597	0.046375275	0.18710709	0.23818684	-0.04637623	35_8895	"Cluster: Hypothetical protein OJ1393_A07.4; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1393_A07.4 - Oryza sativa (japonica cultivar"	UniRef90_Q6L594	CHR1V7|COORD:637401..638603| similar to hypothetical protein MtrDRAFT_AC161032g9v1 [Medicago truncatula] (GB:ABE85046.1)	AT1G02870.1	CHR05V5|COORD:17552334..17550003|protein expressed protein	LOC_Os05g30420.1	no descriptionweakly similar to ( 121)AT1G02870| Symbols:  | similar to hypothetical protein MtrDRAFT_AC161032g9v1 [Medicago truncatula] (GB:ABE85046.1) | chr1:637401-638603 REVERSEnot assigned not assigned Nop16	not assigned.unknown	35_2

CUST_138641_PI403524517	2	-0.54322624	-0.043356895	0.16425133	0.3989315	-0.16037369	0.04335785	35_38887	"Cluster: Hypothetical protein OSJNBb0056I06.113; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0056I06.113 - Oryza sativa (japonic"	UniRef90_Q8GRV7	CHR1V7|COORD:16816094..16817173| DNA binding / ligand-dependent nuclear receptor	AT1G44191.1	CHR07V5|COORD:8381419..8380272|protein harpin-induced protein, putative, expressed	LOC_Os07g14700.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07003 Atrophin-1 TT_ORF1 PRK12323 Hin1 DUF1421 PRK07764 Herpes_BLLF1 PRK12678 HPC2 Tymo_45kd_70kd APC_basic DUF566 PRK05648 Protamine_P1 Pneumo_att_G DUF605 PRK08853 AF-4 GRASP55_65 tatB PRK12495 FAP DUF1777 PRK08770 IER PRK09169	not assigned.unknown	35_2

CUST_171823_PI403524517	2	0.09019089	0.15807724	0.016357422	-0.016358376	-0.03417778	-0.17563152	35_47871	"Cluster: Os07g0467800 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os07g0467800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D6L6	CHR4V7|COORD:355483..357105| zinc ion binding	AT4G00840.1	CHR07V5|COORD:16648683..16655552|protein transposon protein, putative, unclassified, expressed	LOC_Os07g28460.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_22576_PI399408534	2	-0.04622841	0.48841667	0.09828091	-0.023846626	-0.23188877	0.023845673	35_24634	"Cluster: Putative squamosa promoter binding protein-like 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative squamosa promoter binding protein-like 1 -"	UniRef90_Q9LGU7	"CHR2V7|COORD:19344214..19347622| SPL1 (SQUAMOSA PROMOTER BINDING PROTEIN-LIKE 1); DNA binding / transcription factor"	AT2G47070.1	CHR01V5|COORD:10646917..10653557|protein squamosa promoter-binding-like protein 12, putative, expressed	LOC_Os01g18850.4	"no descriptionweakly similar to ( 116)AT2G47070| Symbols: SPL1 | SPL1 (SQUAMOSA PROMOTER BINDING PROTEIN-LIKE 1); DNA binding / transcription factor | chr2:19344214-19347622 FORWARD"	RNA.regulation of transcription.SBP,Squamosa promoter binding protein family	27_3_28

CUST_89670_PI403524517	2	0.03463936	0.15745926	-0.05014038	-0.13589764	0.09772682	-0.03463936	35_25654	"Cluster: Putative RNA helicase RH22; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative RNA helicase RH22 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6H601	CHR1V7|COORD:22094034..22096550| DEAD/DEAH box helicase, putative (RH22)	AT1G59990.1	CHR09V5|COORD:13017786..13022172|protein ATP binding protein, putative, expressed	LOC_Os09g21520.1	 no descriptionmoderately similar to ( 223)AT1G59990| Symbols:  | DEAD/DEAH box helicase, putative (RH22) | chr1:22094034-22096550 REVERSEvery weakly similar to (55.1)DB10_NICSYATP-dependent RNA helicase-like protein DB10 - Nicotiana sylvestris (Wood tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned SrmB HELICc PRK11192 PRK11776 HELICc Helicase_C PRK10590 PRK01297 PRK04837 SSL2 PRK04537 RecQ MPH1 	DNA.synthesis/chromatin structure	28_1

CUST_124779_PI403524517	2	-0.051624298	0.24158669	-0.013728142	-0.022890091	0.013727188	0.15138626	35_35163	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_89999_PI403524517	2	0.08816147	0.30088997	0.04023552	-0.5082445	-0.49259567	-0.040235996	35_25745	"Cluster: Proteophosphoglycan ppg4; n=1; Leishmania major strain Friedlin|Rep: Proteophosphoglycan ppg4 - Leishmania major strain Friedlin"	UniRef90_Q4FX63	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	CHR07V5|COORD:5429853..5434475|protein expressed protein	LOC_Os07g10120.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_85988_PI403524517	2	-0.7688379	0.14742947	0.21726751	0.3046956	-0.4520626	-0.14742947	35_24626	"Cluster: PTS protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: PTS protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69SH3	"CHR5V7|COORD:25345463..25346842| ATPAP29/PAP29 (purple acid phosphatase 29); acid phosphatase/ protein serine/threonine phosphatase"	AT5G63140.1	CHR09V5|COORD:20942009..20945429|protein phosphatase DCR2, putative, expressed	LOC_Os09g36290.2	" no descriptionmoderately similar to ( 237)AT5G63140| Symbols: ATPAP29, PAP29 | ATPAP29/PAP29 (purple acid phosphatase 29); acid phosphatase/ protein serine/threonine phosphatase | chr5:25345463-25346842 FORWARDnot assigned "	misc.acid and other phosphatases	26_13

CUST_14914_PI404877155	2	-0.16823864	-3.2063723	0.2764778	0.2776575	0.16823769	-1.0052423	Contig8740_at	asparaginase [Hordeum vulgare]	AAG28786.1	L-asparaginase, putative / L-asparagine amidohydrolase, putative	At3g16150.1	protein transposon protein, putative, unclassified	Os04g55710	L-asparaginase, putative / L-asparagine amidohydrolase, putative, similar to Swiss-Prot:P30364 L-asparaginase (EC 3.5.1.1) (L-asparagine amidohydrolase) (Lupinus angustifolius)	amino acid metabolism.degradation.aspartate family.asparagine	13_2_3_1

CUST_60859_PI403524517	2	-0.038355827	0.2874279	0.03835678	-0.18922663	0.044755936	-0.12967587	35_17357	"Cluster: Os12g0112200 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os12g0112200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IQM4	CHR3V7|COORD:19197949..19199415| saposin B domain-containing protein	AT3G51730.1	CHR12V5|COORD:627305..629983|protein surfactant protein B containing protein, expressed	LOC_Os12g02094.1	no descriptionweakly similar to ( 154)AT3G51730| Symbols:  | saposin B domain-containing protein | chr3:19197949-19199415 FORWARDnot assigned SapB	not assigned.no ontology	35_1

CUST_10730_PI399408534	2	-0.24664116	-0.28346825	0.26543283	0.23382092	0.51952076	-0.23382092	35_21146	"Cluster: Os01g0892300 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0892300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JH05	CHR5V7|COORD:19621810..19623758| leucine-rich repeat family protein / protein kinase family protein	AT5G48380.1	CHR01V5|COORD:39122329..39124224|protein receptor-like protein kinase, putative, expressed	LOC_Os01g66820.1	no descriptionweakly similar to ( 149)AT5G48380| Symbols:  | leucine-rich repeat family protein / protein kinase family protein | chr5:19621810-19623758 REVERSEvery weakly similar to (92.8)PSKR_DAUCAPhytosulfokine receptor precursor - Daucus carota (Carrot)	stress.biotic	20_1

CUST_65314_PI403524517	2	-1.1970177	0.17170525	0.47671032	0.12530231	-0.12530231	-0.68857956	35_18650	"Cluster: Hypothetical protein P0665A11.8; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0665A11.8 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q94EF4	CHR3V7|COORD:19128856..19131543| protein kinase family protein	AT3G51550.1	CHR05V5|COORD:14721558..14717443|protein protein kinase, putative, expressed	LOC_Os05g25450.1	no descriptionmoderately similar to ( 350)AT3G51550| Symbols:  | protein kinase family protein | chr3:19128856-19131543 REVERSEweakly similar to ( 166)NORK_PEANodulation receptor kinase precursor - Pisum sativum (Garden pea)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PTKc Pkinase_Tyr TyrKc S_TKc S_TKc Pkinase PTKc_Jak_rpt2 PTKc_Csk_like PTK_CCK4 PTKc_EphR PTKc_Tec_like SPS1 PTKc_FGFR3 PTKc_Btk_Bmx PTKc_Ack_like PTKc_Chk PTKc_Jak2_Jak3_rpt2 PTKc_Itk PTKc_Fes_like PTKc_FGFR PTKc_Csk PTKc_Syk_like PTKc_Srm_Brk PTKc_Tyk2_rpt2 PTKc_Tec_Rlk PTKc_Ror PTKc_DDR PTKc_FGFR2 PTK_HER3 PTKc_FGFR4 PTKc_Frk_like PTKc_FGFR1 PTKc_Met_Ron PTKc_EGFR_like PTKc_EphR_A2 PTKc_Trk PTKc_Fer PTKc_EphR_A PTKc_Syk PTKc_RET PTKc_Ror1 PTKc_TrkC PTKc_Tie1 PTKc_TrkA PTKc_EphR_B PTKc_Src_like PTKc_Axl PTKc_Zap-70 PTKc_Tie2 PTKc_CSF-1R PTKc_Musk PTKc_InsR_like PTKc_ALK_LTK PTKc_Fes PTKc_Abl PTKc_TrkB PTKc_Axl_like PTKc_VEGFR PTKc_Lyn PTK_Ryk PTKc_Tie PTKc_c-ros PTKc_IGF-1R PTKc_Ror2 PTKc_Lck_Blk PTKc_FAK PTKc_VEGFR3 PTKc_PDGFR PTKc_Tyro3 PTKc_Hck PTKc_Kit PRK07003 PTKc_Fyn_Yrk	protein.postranslational modification.kinase.receptor like cytoplasmatic kinase VII	29_4_1_57

CUST_17170_PI404877155	2	-0.020917892	0.30015755	-0.17541885	0.07288933	0.020917892	-0.06137848	HT05G13u_x_at	0	0	0	0	0	0	sucrose synthase type I	major CHO metabolism.degradation.sucrose.Susy	2_2_1_05

CUST_23821_PI403524517	2	-0.06377506	-0.2633419	-0.019376755	0.07818508	0.019376755	0.034879684	35_6922	"Cluster: Acyl-[acyl-carrier protein] thioesterase; n=2; BEP clade|Rep: Acyl-[acyl-carrier protein] thioesterase - Triticum aestivum (Wheat)"	UniRef90_Q8L6B1	CHR4V7|COORD:7617736..7619352| acyl-(acyl carrier protein) thioesterase, putative / acyl-ACP thioesterase, putative / oleoyl-(acyl-carrier protein) hydrolase,	AT4G13050.1	CHR09V5|COORD:19545176..19541344|protein oleoyl-acyl carrier protein thioesterase, chloroplast precursor, putative, expressed	LOC_Os09g32760.1	 no descriptionmoderately similar to ( 322)AT4G13050| Symbols:  | acyl-(acyl carrier protein) thioesterase, putative / acyl-ACP thioesterase, putative / oleoyl-(acyl-carrier protein) hydrolase, putative / S-acyl fatty acid synthase thioesterase, putative | chr4:7617736-7619352 FORWARDweakly similar to ( 172)FATB_GOSHIMyristoyl-acyl carrier protein thioesterase, chloroplast precursor - Gossypium hirsutum (Upland cotton) (Gossypium mexicanum)Acyl-ACP_TE FatA 	lipid metabolism.FA synthesis and FA elongation.ACP thioesterase	11_1_7

CUST_12634_PI399408534	2	0.009483337	0.32172394	-0.009483337	-0.16373825	0.061415672	-0.15083027	35_37443	"Cluster: GTPase activating protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: GTPase activating protein-like - Oryza sativa (japonica cultivar-group"	UniRef90_Q5SMT0	CHR5V7|COORD:21357810..21360074| RabGAP/TBC domain-containing protein	AT5G52590.1	CHR02V5|COORD:29375217..29367149|protein TBC domain containing protein, expressed	LOC_Os02g48000.2	no descriptionweakly similar to ( 103)AT5G52590| Symbols:  | RabGAP/TBC domain-containing protein | chr5:21357810-21360074 FORWARDnot assigned not assigned TBC COG5210	signalling.G-proteins	30_5

CUST_22050_PI403524517	2	0.13012028	-0.047385216	-0.052814484	0.06969643	-0.070651054	0.047385216	35_6406	"Cluster: Os08g0557500 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os08g0557500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J3R6	CHR3V7|COORD:16176355..16180188| peptidyl-prolyl cis-trans isomerase cyclophilin-type family protein	AT3G44600.1	CHR08V5|COORD:27760501..27765988|protein peptidyl-prolyl cis-trans isomerase, putative, expressed	LOC_Os08g44330.2	 no descriptionmoderately similar to ( 261)AT3G44600| Symbols:  | peptidyl-prolyl cis-trans isomerase cyclophilin-type family protein | chr3:16176355-16180188 REVERSEweakly similar to ( 129)CYPB_VICFAPeptidyl-prolyl cis-trans isomerase, chloroplast precursor - Vicia faba (Broad bean)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned cyclophilin_WD40 cyclophilin Pro_isomerase cyclophilin_RING cyclophilin_ABH_like Cyclophilin_PPIL3_like PpiB cyclophilin_SpCYP2_like cyclophilin_CeCYP16-like cyclophilin_RRM PRK10903 cyclophilin_EcCYP_like PRK10791 cyclophilin_TLP40_like 	cell.cycle.peptidylprolyl isomerase	31_3_1

CUST_73453_PI403524517	2	0.19662571	-0.6003895	-0.18361759	0.49652576	-0.07126665	0.071266174	35_21063	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_88557_PI403524517	2	-0.48527336	0.15666676	0.19364023	0.7888012	-0.15666676	-0.19153309	35_25347	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_109765_PI403524517	2	0.20592594	0.10076523	-1.1684513	0.41885042	-0.10076523	-0.7064252	35_31191	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_181772_PI403524517	2	0.11057091	-0.657176	-0.050531387	0.14669275	-0.06754255	0.050531387	35_50538	Rep: ORF83 - Oryza sativa (japonica cultivar-group)	UniRef90_Q35313		0	0	0	no description	not assigned.unknown	35_2

CUST_180401_PI403524517	2	0.36153698	0.58958817	0.27133417	-0.28780365	-1.1626163	-0.2713337	35_50171	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_26276_PI403524517	2	-0.35288	0.38871193	0.015526772	0.41385746	-0.015527248	-0.39808416	35_7615	"Cluster: Putative nicotianamine aminotransferase A; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative nicotianamine aminotransferase A - Oryza sativa"	UniRef90_Q6K4T7	CHR5V7|COORD:14250491..14252359| aminotransferase-related	AT5G36160.1	CHR02V5|COORD:11716852..11736542|protein tyrosine aminotransferase, putative, expressed	LOC_Os02g19924.1	no descriptionmoderately similar to ( 301)AT5G36160| Symbols:  | aminotransferase-related | chr5:14250491-14252359 REVERSEvery weakly similar to (50.4)1A1C_DIACA1-aminocyclopropane-1-carboxylate synthase - Dianthus caryophyllus (Carnation) (Clove pink)not assigned not assigned not assigned not assigned not assigned not assigned COG0436 PRK09265 PRK08443 PRK05794 PRK07212 PRK06108 PRK08363 PRK07568 PRK08069 PRK06056 Aminotran_1_2 PRK07367 PRK06107 PRK08362 PRK06507 PRK07324 PRK06575 PRK05764 PRK06836 PRK08912 PRK05957 PRK06348 PRK07543 PRK06375 PRK07777 PRK07309 ARO8 PRK07310 PRK07682 PRK06855 MalY PRK08361 PRK07683 PRK09082 PRK12414 PRK07778 PRK07337 PRK06220 PRK08960 PRK09276 avtA PRK09147 PRK07550 PRK05839 PRK06207 PRK08636 PRK08175 HisC PRK07865 PRK09148 PRK05942 PRK07681 PRK08068	amino acid metabolism.degradation.aromatic aa.tyrosine	13_2_6_2

CUST_73979_PI403524517	2	0.022435188	0.061373234	0.049022675	-0.23198175	-0.12716055	-0.022435665	35_21216	"Cluster: Retrotransposon protein, putative, unclassified; n=1; Oryza sativa (japonica cultivar-group)|Rep: Retrotransposon protein, putative, unclassified - Ory"	UniRef90_Q2QQG4	0	0	CHR02V5|COORD:15944956..15946386|protein retrotransposon protein, putative, LINE subclass	LOC_Os02g27120.1	no description	not assigned.unknown	35_2

CUST_59048_PI403524517	2	-0.046517372	0.22624207	0.12396526	-0.2391634	-0.26437283	0.046517372	35_16842	Rep: Mei2-like protein - Hordeum vulgare var. distichum (Two-rowed barley)	UniRef90_Q8S3W5	"CHR5|COORD:24895746..24901376| similar to RNA recognition motif (RRM)-containing protein [Arabidopsis thaliana] (TAIR:At5g07290.1); similar to AML1"	AT5G61960.2	CHR02V5|COORD:18763850..18772154|protein mei2-like protein, putative, expressed	LOC_Os02g31290.2	"no descriptionhighly similar to ( 652)AT5G61960| Symbols: AML1 | AML1 (ARABIDOPSIS MEI2-LIKE PROTEIN 1); RNA binding | chr5:24896227-24900709 REVERSEweakly similar to ( 132)TE1_MAIZEProtein terminal ear1 - Zea mays (Maize)not assigned not assigned not assigned RRM_2 RRM RRM_1"	cell.division	31_2

CUST_85398_PI403524517	2	0.07155275	0.15459728	0.01913786	-0.10010195	-0.01913786	-0.16063261	35_24464	"Cluster: Mannose-6-phosphate isomerase, class I family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Mannose-6-phosphate isomerase,"	UniRef90_Q2R1L4	"CHR3V7|COORD:543470..545485| MEE31 (maternal effect embryo arrest 31); mannose-6-phosphate isomerase"	AT3G02570.1	CHR11V5|COORD:22576196..22580359|protein mannose-6-phosphate isomerase, putative, expressed	LOC_Os11g38810.1	"no descriptionweakly similar to ( 190)AT3G02570| Symbols: MEE31 | MEE31 (maternal effect embryo arrest 31); mannose-6-phosphate isomerase | chr3:543470-545485 REVERSEnot assigned not assigned not assigned PMI_typeI ManA PRK12323 PRK12678"	cell wall.precursor synthesis.phosphomannose isomerase	10_1_20

CUST_154069_PI403524517	2	-0.26158857	-0.04984474	0.81061697	0.049844265	-0.44586563	0.09122038	35_43053	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_4590_PI399408534	2	0.109046936	-0.006207466	0.007247925	-0.11740303	0.006207466	-0.13448572	35_12004	"Cluster: Putative receptor Mediated Endocytosis RME-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative receptor Mediated Endocytosis RME-1 - Oryza sat"	UniRef90_Q6ET46	"CHR3|COORD:7074823..7078789| similar to calcium-binding EF hand family protein [Arabidopsis thaliana] (TAIR:At4g05520.2); similar to calcium-binding EF hand"	AT3G20290.2	CHR02V5|COORD:3170814..3166572|protein EH-domain-containing protein 1, putative, expressed	LOC_Os02g06340.1	no descriptionweakly similar to ( 197)AT3G20290| Symbols:  | calcium ion binding | chr3:7075063-7078661 REVERSEnot assigned not assigned EH EH	signalling.calcium	30_3

CUST_23823_PI399408534	2	1.0955133	-0.06539583	0.065395355	-0.21311665	-0.2616043	0.091459274	35_31732	"Cluster: GCN5-related N-acetyltransferase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: GCN5-related N-acetyltransferase-like - Oryza sativa (japonica"	UniRef90_Q67UR2	"CHR4V7|COORD:17658926..17660558| HLS1 (HOOKLESS 1); N-acetyltransferase"	AT4G37580.1	CHR06V5|COORD:26592467..26590908|protein acetyltransferase, GNAT family protein, expressed	LOC_Os06g44100.1	" no descriptionvery weakly similar to (63.9)AT4G37580| Symbols: COP3, HLS1 | HLS1 (HOOKLESS 1); N-acetyltransferase | chr4:17658926-17660558 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07764 TT_ORF1 "	hormone metabolism.ethylene.synthesis-degradation	17_5_1

CUST_129803_PI403524517	2	-0.21569157	0.19069672	0.098436356	-0.31392384	-0.04526615	0.045265198	35_36457	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_162406_PI403524517	2	0.07505846	0.06902218	-0.16841507	0.32312584	-0.48808956	-0.06902218	35_45295	"Cluster: Ser/Thr protein phosphatase family protein, expressed; n=5; Oryza sativa (japonica cultivar-group)|Rep: Ser/Thr protein phosphatase family protein, exp"	UniRef90_Q10AM0	"CHR3V7|COORD:2255769..2257987| ATPAP15/PAP15 (purple acid phosphatase 15); acid phosphatase/ protein serine/threonine phosphatase"	AT3G07130.1	CHR03V5|COORD:35605915..35598763|protein Ser/Thr protein phosphatase family protein, expressed	LOC_Os03g63074.2	" no descriptionweakly similar to ( 132)AT3G07130| Symbols: ATPAP15, PAP15 | ATPAP15/PAP15 (purple acid phosphatase 15); acid phosphatase/ protein serine/threonine phosphatase | chr3:2255769-2257987 REVERSEnot assigned PRK12323 PRK07764 "	misc.acid and other phosphatases	26_13

CUST_137246_PI403524517	2	0.07161331	0.033563614	0.0020551682	-0.23052311	-0.0020551682	-0.095238686	35_38489	"Cluster: Os02g0778700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os02g0778700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DX26	"CHR5V7|COORD:7249449..7250356| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G43850.1); similar to MTD1 [Medicago truncatula] (GB:AAF86687.1);"	AT5G21940.1	CHR02V5|COORD:32959850..32962563|protein MTD1, putative, expressed	LOC_Os02g53830.1	"no descriptionvery weakly similar to (55.8)AT5G21940| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G43850.1); similar to MTD1 [Medicago truncatula] (GB:AAF86687.1); similar to MTD1 [Medicago truncatula] (GB:ABE80228.1) | chr5:7249449-7250356 REVERSE"	not assigned.unknown	35_2

CUST_61099_PI403524517	2	-0.0051546097	-0.14797878	0.0051550865	0.00618124	0.03443861	-0.03561163	35_17431	"Cluster: Hypothetical protein P0576F08.31; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0576F08.31 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6Z6Y3	"CHR5V7|COORD:5821084..5822602| similar to Os02g0129900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001045780.1); similar to unnamed protein product"	AT5G17670.1	CHR02V5|COORD:1560693..1563343|protein esterase/lipase/thioesterase family active site protein, putative, expressed	LOC_Os02g03720.1	"no descriptionweakly similar to ( 169)AT5G17670| Symbols:  | similar to Os02g0129900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001045780.1); similar to unnamed protein product [Ostreococcus tauri] (GB:CAL56717.1); contains InterPro domain PGAP1-like; (InterPro:IPR012908) | chr5:5821084-5822602 FORWARD"	not assigned.unknown	35_2

CUST_139386_PI403524517	2	0.090352535	0.28492785	-0.076346874	-0.34627724	0.076346874	-0.23845482	35_39092	"Cluster: Hypothetical protein OJ1126_B10.4; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1126_B10.4 - Oryza sativa (japonica cultivar"	UniRef90_Q6L5F8	CHR3V7|COORD:6396078..6396578| glycine-rich protein / oleosin	AT3G18570.1	CHR05V5|COORD:28634507..28633216|protein oleosin Bn-V, putative, expressed	LOC_Os05g50110.1	no descriptionOleosin	not assigned.unknown	35_2

CUST_12311_PI399408534	2	0.056505203	0.507658	-0.05650711	-0.10261917	-0.14619827	0.2607708	35_16111	Rep: H0801D08.15 protein - Oryza sativa (Rice)	UniRef90_Q259D7	"CHR4V7|COORD:13727671..13728689| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G15450.1); similar to unknown [Glycine max] (GB:AAG00940.1);"	AT4G27450.1	CHR03V5|COORD:30514102..30511116|protein stem-specific protein TSJT1, putative, expressed	LOC_Os03g53270.1	"no descriptionmoderately similar to ( 311)AT4G27450| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G15450.1); similar to unknown [Glycine max] (GB:AAG00940.1); contains domain no description (G3D.3.60.20.10); contains domain N-terminal nucleophile aminohydrolases (Ntn hydrolases) (SSF56235) | chr4:13727671-13728689 REVERSEweakly similar to ( 102)TSJT1_TOBACStem-specific protein TSJT1 - Nicotiana tabacum (Common tobacco)not assigned not assigned not assigned not assigned not assigned not assigned Wali7 Gn_AT_II PRK07764 Herpes_BLLF1 PRK12678 PRK07003 Protamine_P1 TT_ORF1 infB"	hormone metabolism.auxin.induced-regulated-responsive-activated	17_2_3

CUST_23017_PI403524517	2	0.049684525	0.42923164	-0.030212402	-0.39426804	-0.31353092	0.030212402	35_6689	Rep: H0525G02.2 protein - Oryza sativa (Rice)	UniRef90_Q00RR8	"CHR1|COORD:24090402..24092201| expressed protein, similar to expressed protein [Arabidopsis thaliana] (TAIR:At5g57930.1); similar to expressed protein"	AT1G64810.2	CHR04V5|COORD:31006950..31011501|protein APO1, putative, expressed	LOC_Os04g52520.3	no descriptionmoderately similar to ( 408)AT1G64810| Symbols: APO1 | APO1 (ACCUMULATION OF PHOTOSYSTEM ONE 1) | chr1:24090473-24091939 FORWARDDUF794	not assigned.unknown	35_2

CUST_4498_PI404877155	2	0.18175125	0.098581314	0.03940296	-0.13490391	-0.04015827	-0.039403915	Contig15449_at	"Similar to Arabidopsis thaliana DNA chromosome 2, BAC clone T32F12; putative DnaJ protein. (AC005314) [Oryza sativa"	NP_910284.1	DNAJ heat shock N-terminal domain-containing protein	At2g35540.1	protein expressed protein	Os06g02170	DNAJ heat shock N-terminal domain-containing protein, contains Pfam profile PF00226: DnaJ domain	stress.abiotic.heat	20_2_1

CUST_19834_PI399408534	2	0.58506775	-0.05266142	0.052661896	-0.075099945	-0.31166697	0.24798393	35_24751	Rep: Typical P-type R2R3 Myb protein - Oryza sativa (Rice)	UniRef90_Q8S3Y3	"CHR2V7|COORD:15492900..15494324| ATMYB38/MYB38/RAX2 (myb domain protein 38); DNA binding / transcription factor"	AT2G36890.1	CHR01V5|COORD:4916026..4914686|protein typical P-type R2R3 Myb protein, putative, expressed	LOC_Os01g09590.1	" no descriptionweakly similar to ( 197)AT2G36890| Symbols: RAX2, MYB38, ATMYB38 | ATMYB38/MYB38/RAX2 (myb domain protein 38); DNA binding / transcription factor | chr2:15492900-15494324 FORWARDweakly similar to ( 159)MYB1_HORVUMyb-related protein Hv1 - Hordeum vulgare (Barley)not assigned not assigned not assigned REB1 Myb_DNA-binding SANT PRK07003 "	RNA.regulation of transcription.MYB domain transcription factor family	27_3_25

CUST_139731_PI403524517	2	0.09925938	0.68334866	0.2605219	-0.31791973	-0.0992589	-0.15026665	35_39187	"Cluster: NB-ARC domain containing protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: NB-ARC domain containing protein - Oryza sativa (japonica cultivar-g"	UniRef90_Q2R2J7	CHR3V7|COORD:2226250..2229030| RPM1 (RESISTANCE TO P. SYRINGAE PV MACULICOLA 1)	AT3G07040.1	CHR11V5|COORD:20361570..20358548|protein disease resistance protein RPM1, putative	LOC_Os11g35580.1	 no descriptionvery weakly similar to (85.1)AT3G07040| Symbols: RPS3, RPM1 | RPM1 (RESISTANCE TO P. SYRINGAE PV MACULICOLA 1) | chr3:2226250-2229030 REVERSEnot assigned not assigned not assigned not assigned COG4886 	stress.biotic	20_1

CUST_71520_PI403524517	2	-0.54934406	0.65313816	0.17115498	0.05727482	-0.057275772	-0.22194958	35_20496	"Cluster: Hypothetical protein; n=1; Medicago truncatula|Rep: Hypothetical protein - Medicago truncatula (Barrel medic)"	UniRef90_Q1T077	"CHR2V7|COORD:10252001..10253795| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G30780.1); similar to hypothetical protein MtrDRAFT_AC126784g9v2"	AT2G24100.1	CHR09V5|COORD:2186521..2180578|protein expressed protein	LOC_Os09g04160.1	"no descriptionvery weakly similar to (57.8)AT2G24100| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G30780.1); similar to hypothetical protein MtrDRAFT_AC126784g9v2 [Medicago truncatula] (GB:ABE94678.1) | chr2:10252001-10253795 FORWARD"	not assigned.unknown	35_2

CUST_27644_PI399408534	2	0.01864338	-0.7174759	-0.09035015	0.16928673	-0.01864338	0.114777565	35_6029	"Cluster: OSJNBa0072D21.8 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0072D21.8 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XVB8	CHR5V7|COORD:4568698..4570446| SWIB complex BAF60b domain-containing protein	AT5G14170.1	CHR04V5|COORD:18548072..18550666|protein SWI/SNF-related matrix-associated actin-dependent regulator of chromatin subfamily D member 3, putative,	LOC_Os04g31320.1	no descriptionmoderately similar to ( 339)AT5G14170| Symbols:  | SWIB complex BAF60b domain-containing protein | chr5:4568698-4570446 REVERSEnot assigned not assigned SWIB SWIB COG5531	RNA.regulation of transcription.Chromatin Remodeling Factors	27_3_44

CUST_64639_PI403524517	2	-0.12798786	-0.044053078	0.0071964264	0.00820446	0.055203438	-0.0071954727	35_18452	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10RN3	"CHR2V7|COORD:15496255..15497375| similar to Os03g0152600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001048993.1); similar to expressed protein [Oryza"	AT2G36895.1	CHR03V5|COORD:2879385..2876588|protein expressed protein	LOC_Os03g05800.1	"no descriptionmoderately similar to ( 249)AT2G36895| Symbols:  | similar to Os03g0152600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001048993.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABF94025.1) | chr2:15496255-15497375 REVERSE"	not assigned.unknown	35_2

CUST_46026_PI403524517	2	0.031110764	0.6885567	0.15767765	-0.44115543	-0.20757675	-0.031110764	35_13182	"Cluster: Putative ribosomal RNA apurinic site specific lyase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ribosomal RNA apurinic site specific lya"	UniRef90_Q6ETM5	0	0	CHR02V5|COORD:4320543..4324166|protein F-box domain containing protein, expressed	LOC_Os02g08160.1	no description	not assigned.unknown	35_2

CUST_5392_PI399408534	2	0.101216316	-0.87559366	0.07111788	-0.029107094	-0.27255678	0.029106617	35_2499	Rep: MybHv5 - Hordeum vulgare (Barley)	UniRef90_Q06944	"CHR4V7|COORD:18053860..18054870| MYB4 (myb domain protein 4); transcription factor"	AT4G38620.1	CHR05V5|COORD:21017402..21016108|protein mybHv5, putative, expressed	LOC_Os05g35500.1	" no descriptionmoderately similar to ( 265)AT4G38620| Symbols: ATMYB4, MYB4 | MYB4 (myb domain protein 4); transcription factor | chr4:18053860-18054870 FORWARDmoderately similar to ( 272)MYB38_MAIZEMyb-related protein Zm38 - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned REB1 Myb_DNA-binding SANT PRK07003 SANT PRK12678 DUF390 APC_basic PRK12323 "	RNA.regulation of transcription.MYB domain transcription factor family	27_3_25

CUST_48326_PI403524517	2	-0.03867531	-0.49218845	0.097185135	0.028193474	0.07353592	-0.02819252	35_13812	"Cluster: Elongation factor 1-alpha; n=109; cellular organisms|Rep: Elongation factor 1-alpha - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_P13905	CHR5V7|COORD:24306452..24307901| elongation factor 1-alpha / EF-1-alpha	AT5G60390.1	CHR03V5|COORD:4089482..4092860|protein elongation factor 1-alpha, putative, expressed	LOC_Os03g08050.3	no descriptionhighly similar to ( 848)AT5G60390| Symbols:  | calmodulin binding / translation elongation factor | chr5:24306452-24307803 FORWARDhighly similar to ( 879)EF1A_WHEATElongation factor 1-alpha - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TEF1 PRK12317 EF1_alpha CysN PRK05506 TufB GTP_EFTU cysN CysN_ATPS tufA PRK00049 PRK12736 PRK12735 EF1_alpha_III EF1_alpha_II SelB GTP_translation_factor GTPBP1 EF_Tu GTP_EFTU_D3 PRK04000 Translation_factor_III GCD11 LepA SelB PRK05433 TypA eRF3c_III FusA EFTU_II SelB_euk TetM_like selB_II PRK10218 LepA EF-G GTP_EFTU_D2 eRF3_II_like Translation_Factor_II_like TypA_BipA PRK12740 EF2 eIF2_gamma PRK10512 Snu114p EF-G_bact HBS1_C eRF3_II PRK07560 RF3 PRK12739 InfB PrfC IF2_eIF5B PRK00007 prfC CysN_NodQ_II GTPBP_II	protein.synthesis.elongation	29_2_4

CUST_124832_PI403524517	2	0.14153194	0.10288715	-0.09893131	-0.022058487	-0.071745396	0.022058487	35_35177	"Cluster: Pentatricopeptide (PPR) repeat-containing protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Pentatricopeptide (PPR) repeat-containing prot"	UniRef90_Q6EPP6	CHR1V7|COORD:28137594..28139042| pentatricopeptide (PPR) repeat-containing protein	AT1G74900.1	0	0	no description	not assigned.unknown	35_2

CUST_48260_PI403524517	2	0.00909996	-0.4451313	-0.059415817	0.0017929077	0.2131691	-0.0017910004	35_13795	"Cluster: PREDICTED: similar to germinal histone H4 gene; n=1; Canis familiaris|Rep: PREDICTED: similar to germinal histone H4 gene - Canis familiaris"	UniRef90_UPI00004A6D44	CHR5V7|COORD:24068875..24069186| histone H4	AT5G59690.1	CHR10V5|COORD:20690219..20689571|protein histone H4, putative, expressed	LOC_Os10g39410.1	no descriptionweakly similar to ( 162)AT5G59970| Symbols:  | histone H4 | chr5:24163578-24163889 REVERSEweakly similar to ( 162)H4_PEAHistone H4 - Pisum sativum (Garden pea)not assigned H4 H4 HHT1 Histone	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_70496_PI403524517	2	0.034482002	0.64135265	0.087893486	-0.23456764	-0.07113743	-0.034482002	35_20193	"Cluster: Hypothetical protein P0676G05.3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0676G05.3 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q75M09	"CHR2V7|COORD:11061503..11062994| similar to 3'-5' exonuclease/ nucleic acid binding [Arabidopsis thaliana] (TAIR:AT2G25910.2); similar to conserved hypothetical"	AT2G25920.1	CHR05V5|COORD:3269046..3272043|protein expressed protein	LOC_Os05g06420.1	"no descriptionweakly similar to ( 141)AT2G25920| Symbols:  | similar to 3'-5' exonuclease/ nucleic acid binding [Arabidopsis thaliana] (TAIR:AT2G25910.2); similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE84422.1) | chr2:11061503-11062994 REVERSE"	not assigned.unknown	35_2

CUST_9710_PI404877155	2	-0.014865875	-0.22743034	-0.03974724	0.0485363	0.10931015	0.014865875	Contig3457_x_at	fibrillarin 1 (FBR1) (FIB1) (SKIP7) [Arabidopsis thaliana] gb|AAG10103.1| fibrillarin 1 [Arabidopsis thaliana]	NP_568772.3	fibrillarin 1 (FBR1) (FIB1) (SKIP7)	At5g52470.1	protein fibrillarin - Arabidopsis thaliana	Os05g08360	probable fibrillarin	RNA.RNA binding	27_4

CUST_68453_PI403524517	2	0.98107433	0.15677404	-0.0741024	-0.017663002	-0.013273239	0.013273716	35_19580	"Cluster: Cell division protein ftsZ, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Cell division protein ftsZ, putative, expressed - Ory"	UniRef90_Q10G26	"CHR2V7|COORD:15204740..15207011| FTSZ2-1 (FtsZ homolog 2-1); structural molecule"	AT2G36250.2	CHR03V5|COORD:24950776..24955165|protein cell division protein ftsZ, putative, expressed	LOC_Os03g44420.1	" no descriptionweakly similar to ( 164)AT2G36250| Symbols: ATFTSZ2-1, FTSZ2-1 | FTSZ2-1 (FtsZ homolog 2-1); structural molecule | chr2:15204740-15207011 REVERSEFtsZ_type1 PRK09330 FtsZ PRK13018 FtsZ Tubulin_FtsZ "	cell.division	31_2

CUST_128773_PI403524517	2	0.0840826	0.14883232	0.058760643	-0.11721134	-0.13334751	-0.058760643	35_36192	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_38655_PI403524517	2	-0.2750759	0.30625725	-0.05940628	-0.13476515	0.0862484	0.059405804	35_11122	Rep: OSJNBb0060E08.3 protein - Oryza sativa (Rice)	UniRef90_Q7FAN3	"CHR3V7|COORD:1874583..1876581| ATBPM2; protein binding"	AT3G06190.1	CHR04V5|COORD:31592524..31594336|protein speckle-type POZ protein, putative, expressed	LOC_Os04g53410.1	"no descriptionweakly similar to ( 114)AT3G06190| Symbols: ATBPM2 | ATBPM2; protein binding | chr3:1874583-1876581 REVERSE"	protein.degradation.ubiquitin.E3.BTB/POZ Cullin3.BTB/POZ	29_5_11_4_5_2

CUST_171107_PI403524517	2	0.0132312775	0.21021175	-0.0132312775	-0.01607132	-0.09241009	0.0479784	35_47662	"Cluster: Retrotransposon protein, putative, unclassified, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Retrotransposon protein, putative, unclass"	UniRef90_Q2QYQ5		0	CHR12V5|COORD:529565..523051|protein retrotransposon protein, putative, unclassified, expressed	LOC_Os12g01900.1	no description	not assigned.unknown	35_2

CUST_180308_PI403524517	2	0.009902477	-0.045327187	0.24018764	0.04197216	-0.009902477	-0.06689167	35_50146	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_41397_PI403524517	2	-0.019987106	0.019987106	0.19952679	-0.048553467	0.3025818	-0.2800455	35_11898	Rep: Putative Zn transporter - Hordeum vulgare (Barley)	UniRef90_A0JJL9	"CHR2|COORD:19244503..19246474| zinc transporter (ZAT), identical to zinc transporter ZAT (Arabidopsis thaliana) gi:4206640:gb:AAD11757; member of the cation dif"	AT2G46800.2	CHR05V5|COORD:1657082..1653514|protein metal tolerance protein A2, putative, expressed	LOC_Os05g03780.1	" no descriptionmoderately similar to ( 242)AT2G46800| Symbols: ATMTP1, MTP1, ZAT1, ZAT | ATMTP1/MTP1/ZAT1 (ZINC TRANSPORTER OF ARABIDOPSIS THALIANA); zinc ion transporter | chr2:19245197-19246393 FORWARDnot assigned not assigned not assigned not assigned not assigned CzcD Cation_efflux PRK03557 MMT1 Zip "	transport.metal	34_12

CUST_24195_PI403524517	2	0.16017723	-0.27566147	-0.05465412	0.13301086	-0.117162704	0.054655075	35_7023	Rep: Oligopeptidase B - Triticum aestivum (Wheat)	UniRef90_Q0WYN8	CHR1V7|COORD:18666148..18669853| prolyl oligopeptidase family protein	AT1G50380.1	CHR06V5|COORD:31144707..31135654|protein protease 2, putative, expressed	LOC_Os06g51410.2	no descriptionhighly similar to ( 695)AT1G50380| Symbols:  | prolyl oligopeptidase family protein | chr1:18666148-18669853 FORWARDnot assigned PtrB PRK10115 Peptidase_S9_N COG1505 Peptidase_S9	protein.degradation	29_5

CUST_9898_PI404877155	2	-0.071536064	-0.34358597	0.07094097	0.041915894	0.15294838	-0.041915894	Contig3610_s_at	0	BAD10618.1	malate dehydrogenase (NAD), chloroplast (MDH)	At3g47520.1	protein malate dehydrogenase, NAD-dependent, putative	Os01g61380	NONE	TCA / org. transformation.other organic acid transformaitons.cyt MDH	8_2_09

CUST_4718_PI403524517	2	-0.17302895	0.030098915	-0.14217377	0.028647423	0.19155693	-0.028647423	35_1302	Rep: Harpin induced gene 1 homolog - Oryza sativa (Rice)	UniRef90_O49148	CHR5V7|COORD:1931017..1931712| NHL3 (NDR1/HIN1-like 3)	AT5G06320.1	CHR04V5|COORD:34783078..34781904|protein harpin inducing protein, putative, expressed	LOC_Os04g58850.1	 no descriptionweakly similar to ( 126)AT2G35980| Symbols: NHL10, YLS9 | YLS9 (YELLOW-LEAF-SPECIFIC GENE 9) | chr2:15117714-15118397 FORWARDvery weakly similar to (80.9)BCP_PEABlue copper protein precursor - Pisum sativum (Garden pea)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Hin1 Cu_bind_like PRK07003 DUF566 PRK07764 Herpes_BLLF1 AF-4 HPC2 Tymo_45kd_70kd PRK12323 Pneumo_att_G ROM1 	misc.plastocyanin-like	26_19

CUST_30963_PI399408534	2	-0.27083778	0.18640327	0.17654133	-0.08747482	0.050771713	-0.050771713	35_7670	"Cluster: Putative S-receptor kinase KIK1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative S-receptor kinase KIK1 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q7EZ32	"CHR4V7|COORD:11394469..11397485| B120; protein kinase/ sugar binding"	AT4G21390.1	CHR07V5|COORD:21881678..21875197|protein serine/threonine-protein kinase receptor precursor, putative, expressed	LOC_Os07g36590.1	"no descriptionmoderately similar to ( 222)AT4G21390| Symbols: B120 | B120; protein kinase/ sugar binding | chr4:11394469-11397485 REVERSEweakly similar to ( 113)RPK1_IPONIReceptor-like protein kinase precursor - Ipomoea nil (Japanese morning glory) (Pharbitis nil)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc PTKc Pkinase_Tyr TyrKc Pkinase PTKc_Jak_rpt2 PTKc_Src_like PTKc_EGFR_like PTKc_Lck_Blk PTKc_Srm_Brk PTKc_InsR_like PTKc_Fyn_Yrk PTKc_Yes PTKc_Frk_like PTKc_Src PTKc_Ack_like PTKc_Csk_like PTKc_Syk_like SPS1 PTKc_VEGFR3 PTKc_c-ros PTKc_Ror PTKc_ALK_LTK PTKc_Syk PTKc_Trk PTKc_Lyn PTKc_RET PTKc_Jak2_Jak3_rpt2 PTKc_EphR PTKc_EGFR PTKc_PDGFR PTKc_Hck PTKc_HER4 PTKc_FGFR PTKc_VEGFR PTKc_DDR2 PTKc_Met_Ron PTKc_HER2 PTKc_Tec_like PTKc_Chk PTK_CCK4 PTKc_VEGFR2 PTKc_IGF-1R PTK_Ryk PTKc_DDR PTKc_Kit PTKc_CSF-1R PTKc_PDGFR_beta PTKc_Ror2 PTK_HER3 PTKc_Ror1 PTKc_PDGFR_alpha PTKc_EphR_A PTKc_Btk_Bmx PTKc_FGFR1 PTKc_EphR_A2 PTKc_TrkA PTKc_Fes_like PTKc_DDR_like PTKc_Tec_Rlk PTKc_Axl_like PTKc_FGFR3 PTKc_FGFR4 PTKc_Zap-70 PTKc_InsR PTKc_DDR1 PTKc_FGFR2 PTKc_TrkC PTKc_Musk PTKc_Itk PTKc_Tie1 PTKc_Csk PTKc_Axl PTKc_Abl PTKc_EphR_B PTKc_Tie PTKc_Jak1_rpt2 PTKc_Tyro3 PTKc_Tyk2_rpt2 PTKc_FAK PTKc_TrkB PTKc_Tie2"	signalling.receptor kinases.DUF 26	30_2_17

CUST_131825_PI403524517	2	0.3163476	0.8107729	-0.32332134	0.07996893	-0.5425453	-0.07996845	35_37028	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_181061_PI403524517	2	0.2671547	-0.50332165	0.0901289	0.062139034	-0.51767015	-0.06213951	35_50352	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_21080_PI399408534	2	0.51544476	-0.008684635	0.3459401	0.008684635	-0.1077857	-0.2523613	35_15397	"Cluster: Hypothetical protein P0031E09.40; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0031E09.40 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5QNI2	CHR1V7|COORD:19848458..19851201| sodium/calcium exchanger family protein / calcium-binding EF hand family protein	AT1G53210.1	CHR01V5|COORD:6131004..6135960|protein calcium ion binding protein, putative, expressed	LOC_Os01g11414.1	no descriptionhighly similar to ( 634)AT1G53210| Symbols:  | sodium/calcium exchanger family protein / calcium-binding EF hand family protein | chr1:19848458-19851201 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Na_Ca_ex PRK12323 PRK07764 ECM27 PRK07003 Atrophin-1 DUF1421 Extensin_2 ChaA PRK05648 IER HPC2	signalling.calcium	30_3

CUST_62791_PI403524517	2	0.04826641	-0.5115433	-0.123399734	-0.048265457	0.061950684	0.11012554	35_17904	"Cluster: Putative SEU1 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative SEU1 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q9LWV8	"CHR1V7|COORD:6062306..6063100| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G11890.1); similar to Heavy metal transport/detoxification protein;"	AT1G17620.1	CHR06V5|COORD:1394805..1388014|protein transcriptional corepressor SEUSS, putative, expressed	LOC_Os06g03600.2	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned GAL11 TolA tolA BAF1_ABF1 TolA TAF61 COG4942 Keratin_B2 Glutenin_hmw LSR Metallothio Gag_spuma PRK10263 SSP160 MSSP COG4372 PRK10927 PLAC8 Vicilin_N PRK10350 PRK07764 DUF874 PRK12323 SKG6	not assigned.unknown	35_2

CUST_62197_PI403524517	2	-0.008701324	-0.08875799	0.05148506	-0.10015249	0.008701324	0.043144226	35_17737	Rep: Putative dex1 protein - Oryza sativa (Rice)	UniRef90_Q94GE4	CHR3V7|COORD:2782917..2787557| DEX1 (DEFECTIVE IN EXINE FORMATION 1)	AT3G09090.1	CHR03V5|COORD:34618911..34627015|protein DEX1, putative, expressed	LOC_Os03g61050.1	no descriptionhighly similar to ( 798)AT3G09090| Symbols: DEX1 | DEX1 (DEFECTIVE IN EXINE FORMATION 1) | chr3:2782917-2787557 REVERSE	not assigned.no ontology	35_1

CUST_123600_PI403524517	2	-0.11888218	0.059295654	0.042425156	-0.04242611	0.07507038	-0.1164484	35_34855	Rep: Hypothetical protein - Gibberella zeae (Fusarium graminearum)	UniRef90_Q4HXE9		0	0	0	no descriptionCOG3865 3-dmu-9_3-mt	not assigned.unknown	35_2

CUST_78993_PI403524517	2	-0.20159435	-0.029706955	-0.1355362	0.19344425	0.029707909	0.08756161	35_22658	"Cluster: Os01g0118300 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0118300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JR55	CHR1V7|COORD:5199589..5201903| phosphatidyl serine synthase family protein	AT1G15110.1	CHR01V5|COORD:1043406..1049968|protein phosphatidylserine synthase 1, putative	LOC_Os01g02890.1	no descriptionmoderately similar to ( 427)AT1G15110| Symbols:  | phosphatidyl serine synthase family protein | chr1:5199589-5201983 FORWARDnot assigned PSS	lipid metabolism.Phospholipid synthesis	11_3

CUST_112832_PI403524517	2	0.2525177	0.020210743	-0.31050682	0.12503958	-0.020210743	-0.20275879	35_32025	"Cluster: Os04g0692600 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os04g0692600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J8Q3	"CHR1V7|COORD:16710641..16711961| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G22920.1); similar to senescence-inducible chloroplast stay-green"	AT1G44000.1	CHR04V5|COORD:35224845..35227264|protein expressed protein	LOC_Os04g59610.2	no description	not assigned.unknown	35_2

CUST_16079_PI404877155	2	-0.060473442	0.9367409	0.5446358	-0.47284698	-0.29831982	0.060474396	Contig9959_at	zinc finger protein-like [Oryza sativa (japonica cultivar-group)] dbj|BAC10135.1| zinc finger protein-like [Oryza sativa (japonica cultivar-	NP_917976.1	COP1-interacting protein (CIP8) / zinc finger (C3HC4-type RING finger) family protein	At5g64920.1	protein Zinc finger, C3HC4 type (RING finger), putative	Os07g43740	zinc finger (C3HC4-type RING finger) family protein, contains Pfam profile: PF00097 zinc finger, C3HC4 type (RING finger)	RNA.regulation of transcription.unclassified	27_3_99

CUST_11448_PI404877155	2	-5.79834E-4	0.14482594	-0.039575577	-0.028029442	0.045684814	5.8078766E-4	Contig5116_at	0	BAD08019.1	small nuclear ribonucleoprotein E, putative / snRNP-E, putative / Sm protein E, putative	At2g18740.1	protein Sm protein, putative	Os08g05530	small nuclear ribonucleo protein E -related	RNA.processing	27_1

CUST_95120_PI403524517	2	0.13671637	0.35768557	-0.016316414	-0.1871171	0.016316414	-0.421988	35_27182	Rep: ENSANGP00000025702 - Anopheles gambiae str. PEST	UniRef90_Q5TRN9	CHR3V7|COORD:6736388..6738336| late embryogenesis abundant protein-related / LEA protein-related	AT3G19430.1	CHR06V5|COORD:16582088..16578009|protein ATP binding protein, putative, expressed	LOC_Os06g29080.1	no descriptionTT_ORF1	not assigned.unknown	35_2

CUST_79879_PI403524517	2	-0.46588326	0.08456993	0.056128502	-0.056128502	0.19096756	-0.089185715	35_22907	"Cluster: Patatin-like phospholipase domain containing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Patatin-like phospholipase domain containing pro"	UniRef90_Q6ASS6	"CHR2V7|COORD:16382133..16383741| PLA IIB/PLP6 (Patatin-like protein 6); nutrient reservoir"	AT2G39220.1	CHR03V5|COORD:24572122..24570524|protein patatin-like protein, putative, expressed	LOC_Os03g43880.1	" no descriptionvery weakly similar to (99.4)AT2G39220| Symbols: PLP6, PLA IIB | PLA IIB/PLP6 (Patatin-like protein 6); nutrient reservoir | chr2:16382133-16383741 REVERSEnot assigned "	development.storage proteins	33_1

CUST_137168_PI403524517	2	0.32415628	0.25884056	0.18766975	-0.18766928	-0.5648365	-0.30375957	35_38465	"Cluster: Os03g0311300 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os03g0311300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DSF3	CHR1V7|COORD:21163440..21170757| haloacid dehalogenase-like hydrolase family protein	AT1G56500.1	CHR03V5|COORD:11083453..11101280|protein NHL repeat protein, putative, expressed	LOC_Os03g19760.2	no descriptionmoderately similar to ( 216)AT1G56500| Symbols:  | haloacid dehalogenase-like hydrolase family protein | chr1:21163440-21170757 FORWARDTlpA_like_DipZ_like TlpA_like_family	not assigned.no ontology	35_1

CUST_150118_PI403524517	2	-0.15549374	0.6101532	-0.036171913	0.16981888	0.002995491	-0.0029945374	35_41995	"Cluster: Fiber protein Fb2-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Fiber protein Fb2-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5QMP3	"CHR3V7|COORD:2132977..2134361| similar to HRB1 (HYPERSENSITIVE TO RED AND BLUE) [Arabidopsis thaliana] (TAIR:AT5G49230.1); similar to fiber protein Fb2"	AT3G06760.1	CHR05V5|COORD:27887817..27884290|protein fiber protein Fb2, putative, expressed	LOC_Os05g48800.2	"no descriptionvery weakly similar to (54.3)AT3G06760| Symbols:  | similar to HRB1 (HYPERSENSITIVE TO RED AND BLUE) [Arabidopsis thaliana] (TAIR:AT5G49230.1); similar to fiber protein Fb2 [Gossypium barbadense] (GB:AAN77145.1); contains InterPro domain Drought induced 19; (InterPro:IPR008598) | chr3:2132977-2134361 FORWARDDi19"	stress.abiotic.drought/salt	20_2_3

CUST_82554_PI403524517	2	0.07058239	-0.359025	-0.07058239	0.077955246	0.17791748	-0.12892437	35_23679	"Cluster: Putative X-prolyl aminopeptidase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative X-prolyl aminopeptidase - Oryza sativa (japonica cultivar-g"	UniRef90_Q6ZIY1	CHR3V7|COORD:1527109..1530001| aminopeptidase	AT3G05350.1	CHR07V5|COORD:5698183..5690179|protein aminopeptidase/ metalloexopeptidase, putative, expressed	LOC_Os07g10540.1	no descriptionmoderately similar to ( 303)AT3G05350| Symbols:  | aminopeptidase | chr3:1527109-1530001 REVERSEnot assigned APP PepP APP-like APP_MetAP Prolidase Peptidase_M24	protein.degradation	29_5

CUST_152916_PI403524517	2	0.050804615	0.30034924	0.054620743	-0.63241386	-0.05080509	-0.21358109	35_42739	"Cluster: Os08g0203800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os08g0203800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J7C5		0	CHR08V5|COORD:6049485..6052675|protein F-box domain containing protein, expressed	LOC_Os08g10340.1	no description	not assigned.unknown	35_2

CUST_168027_PI403524517	2	0.08732939	-0.20921421	-0.004005432	0.004005909	0.008442402	-0.1732316	35_46795	"Cluster: Os03g0205500 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os03g0205500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DU60	"CHR4V7|COORD:8551353..8553365| ATMAPR4 (ARABIDOPSIS THALIANA MEMBRANE-ASSOCIATED PROGESTERONE BINDING PROTEIN 4); heme binding / transition metal ion binding"	AT4G14965.1	CHR03V5|COORD:5496709..5501506|protein fiber protein Fb38, putative, expressed	LOC_Os03g10790.1	"no descriptionweakly similar to ( 116)AT4G14965| Symbols: ATMAPR4 | ATMAPR4 (ARABIDOPSIS THALIANA MEMBRANE-ASSOCIATED PROGESTERONE BINDING PROTEIN 4); heme binding / transition metal ion binding | chr4:8551353-8553365 FORWARDnot assigned not assigned"	redox.ascorbate and glutathione	21_2

CUST_55212_PI403524517	2	-0.07296276	-0.21116257	0.06697941	-0.06697941	0.17599201	0.08018589	35_15716	Rep: Glycosyltransferase - Zea mays (Maize)	UniRef90_Q5QPY4	"CHR3V7|COORD:6228399..6229553| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G18180.1); similar to glycosyltransferase [Saccharum officinarum]"	AT3G18170.1	CHR10V5|COORD:18355965..18353337|protein glycosyltransferase, putative, expressed	LOC_Os10g35020.1	"no descriptionweakly similar to ( 196)AT3G18170| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G18180.1); similar to glycosyltransferase [Saccharum officinarum] (GB:CAI30073.1); contains InterPro domain Protein of unknown function DUF563; (InterPro:IPR007657) | chr3:6228399-6229553 FORWARDnot assigned not assigned not assigned not assigned DUF563 PRK12323 PRK07003 PRK07764"	not assigned.unknown	35_2

CUST_42768_PI403524517	2	0.07281637	0.08260393	-0.085627556	-0.030594826	0.030594826	-0.30258942	35_12285	"Cluster: Putative uracil phosphoribosyltransferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative uracil phosphoribosyltransferase - Oryza sativa (j"	UniRef90_Q60EM2	CHR3V7|COORD:19967892..19969984| uracil phosphoribosyltransferase, putative / UMP pyrophosphorylase, putative / UPRTase, putative	AT3G53900.2	CHR05V5|COORD:22309272..22304766|protein uracil phosphoribosyltransferase, putative, expressed	LOC_Os05g38170.1	 no descriptionweakly similar to ( 103)AT3G53900| Symbols:  | uracil phosphoribosyltransferase, putative / UMP pyrophosphorylase, putative / UPRTase, putative | chr3:19967892-19969984 REVERSEweakly similar to ( 104)UPP_TOBACUracil phosphoribosyltransferase - Nicotiana tabacum (Common tobacco)not assigned upp Upp 	nucleotide metabolism.salvage.phosphoribosyltransferases.upp	23_3_1_3

CUST_3986_PI399408534	2	0.046895027	0.26164007	-0.046895027	-0.18588829	0.16059494	-0.19758987	35_26201	"Cluster: Putative DHHC-type zinc finger domain-containing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative DHHC-type zinc finger domain-contai"	UniRef90_Q69UA2	CHR3V7|COORD:9934238..9936455| zinc finger (DHHC type) family protein	AT3G26935.1	CHR08V5|COORD:26809326..26805933|protein palmitoyltransferase ZDHHC9, putative, expressed	LOC_Os08g42620.2	no descriptionweakly similar to ( 109)AT3G26935| Symbols:  | zinc finger (DHHC type) family protein | chr3:9934238-9936455 REVERSEnot assigned	RNA.regulation of transcription.unclassified	27_3_99

CUST_111426_PI403524517	2	0.021917343	0.16746521	0.14764595	-0.021917343	-0.21042824	-0.11289787	35_31639	"Cluster: Hypothetical protein; n=1; Oenothera elata subsp. hookeri|Rep: Hypothetical protein - Oenothera hookeri (Hooker's evening primrose)"	UniRef90_Q9MD97	"CHR1V7|COORD:10478055..10478858| CAB1 (CHLOROPHYLL A/B BINDING PROTEIN 1); chlorophyll binding"	AT1G29930.1	CHR01V5|COORD:23934196..23935404|protein chlorophyll a-b binding protein 2, chloroplast precursor, putative, expressed	LOC_Os01g41710.1	no description	not assigned.unknown	35_2

CUST_32277_PI403524517	2	0.34661245	0.2724986	0.095513344	-0.09551287	-0.28412437	-0.11363602	35_9308	"Cluster: OSJNBa0085I10.19 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0085I10.19 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7X8Z7	CHR4V7|COORD:10677675..10681633| RNA recognition motif (RRM)-containing protein	AT4G19610.1	CHR04V5|COORD:30794839..30788221|protein multiple RNA-binding domain-containing protein 1, putative, expressed	LOC_Os04g52200.1	 no descriptionvery weakly similar to (88.6)AT4G19610| Symbols:  | RNA recognition motif (RRM)-containing protein | chr4:10677675-10681633 FORWARDvery weakly similar to (53.5)ROC2_NICSY29 kDa ribonucleoprotein B, chloroplast precursor - Nicotiana sylvestris (Wood tobacco)not assigned not assigned not assigned not assigned RRM RRM_1 COG0724 	RNA.RNA binding	27_4

CUST_16095_PI404877155	2	-0.8517761	0.49082756	1.298729	-0.17709255	0.1770916	-0.33810616	Contig9965_at	cell wall invertase [Oryza sativa (japonica cultivar-group)]	BAD05180.1	beta-fructosidase, putative / beta-fructofuranosidase, putative	At1g55120.1	protein Glycosyl hydrolases family 32	Os01g73580	beta-fructosidase (BFRUCT1) / beta-fructofuranosidase / cell wall invertase, identical to beta-fructofuranosidase GI:402740 from (Arabidopsis thaliana)	minor CHO metabolism.others	3_5

CUST_74711_PI403524517	2	-0.113771915	-0.16714382	0.11377144	0.58469963	-0.2091465	0.50321484	35_21422	"Cluster: Hypothetical protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53K30	0	0	CHR03V5|COORD:29237025..29233431|protein expressed protein	LOC_Os03g51180.1	no description	not assigned.unknown	35_2

CUST_70770_PI403524517	2	-0.72505665	-0.0860343	0.09171009	0.0860343	0.09171009	-0.21848059	35_20276	"Cluster: Os02g0631200 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os02g0631200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DZC5	"CHR1V7|COORD:3601438..3604651| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G60670.2); similar to Os04g0523100 [Oryza sativa (japonica"	AT1G10820.2	CHR02V5|COORD:25250617..25236542|protein expressed protein	LOC_Os02g42020.2	"no descriptionweakly similar to ( 138)AT1G10820| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G60670.2); similar to Os04g0523100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001053344.1); similar to H0322F07.7 [Oryza sativa (indica cultivar-group)] (GB:CAH67770.1); similar to OSIGBa0153E02-OSIGBa0093I20.5 [Oryza sativa (indica cultivar-group)] (GB:CAH67876.1); contains InterPro domain Homeodomain-like; (InterPro:IPR009057) | chr1:3601438-3604651 REVERSE"	not assigned.unknown	35_2

CUST_28595_PI403524517	2	-0.040187836	-0.3989849	-0.03515911	0.10763073	0.3439474	0.03515911	35_8263	"Cluster: Putative ubiquitin conjugation factor; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ubiquitin conjugation factor - Oryza sativa (japonica"	UniRef90_Q75I67	CHR5V7|COORD:4997767..5002910| U-box domain-containing protein	AT5G15400.1	CHR03V5|COORD:17839798..17846915|protein ubiquitin conjugation factor E4 A, putative, expressed	LOC_Os03g31400.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Atrophin-1 DUF566 Tymo_45kd_70kd PRK12323 KAR9 PRK07764 DUF1421 PRK07003 AF-4 IER	not assigned.unknown	35_2

CUST_9618_PI404877155	2	-0.7213211	0.15039253	0.2094593	-0.01329422	0.013296127	-0.35818577	Contig3361_at	0	AAR89838.1	no apical meristem (NAM) family protein	At5g08790.1	protein putative NAC-domain protein	Os03g60080	0.4_E1A-like  T01427 E1A13S	RNA.regulation of transcription.NAC domain transcription factor family	27_3_27

CUST_153882_PI403524517	2	0.5191736	-0.74044657	-0.14990044	0.09422493	-0.09422541	0.2469945	35_43004	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10QA7	CHR4V7|COORD:14742458..14749770| similar to Os03g0203100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001049305.1)	AT4G30150.1	CHR03V5|COORD:5380075..5386166|protein expressed protein	LOC_Os03g10600.1	no descriptionvery weakly similar to (84.0)AT4G30150| Symbols:  | similar to Os03g0203100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001049305.1) | chr4:14742458-14749770 FORWARD	not assigned.unknown	35_2

CUST_138107_PI403524517	2	0.15624714	-0.007546425	-0.015097618	-0.061012268	0.019608498	0.0075473785	35_38734	Rep: Minus agglutinin - Chlamydomonas reinhardtii	UniRef90_Q6SSE8	CHR1V7|COORD:16816094..16817173| DNA binding / ligand-dependent nuclear receptor	AT1G44191.1	CHR04V5|COORD:24705559..24701241|protein peroxidase 18 precursor, putative, expressed	LOC_Os04g42100.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07764 PRK07003 Atrophin-1 Extensin_2 PRK05648 Protamine_P1 DUF1421 TT_ORF1 Tymo_45kd_70kd IER Drf_FH1 Gag_spuma HpaP PRK08853 Totivirus_coat	not assigned.unknown	35_2

CUST_166119_PI403524517	2	0.48337793	0.1269455	-0.07166958	0.05131817	-0.25740623	-0.051318645	35_46281	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_63339_PI403524517	2	0.05397415	0.33055878	-0.05397415	-0.14755726	-0.11632538	0.10214996	35_18084	"Cluster: LEM3-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: LEM3-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q655Y4	CHR1V7|COORD:20279399..20281460| LEM3 (ligand-effect modulator 3) family protein / CDC50 family protein	AT1G54320.1	CHR06V5|COORD:27465368..27468861|protein cell division control protein 50, putative, expressed	LOC_Os06g45430.1	no descriptionmoderately similar to ( 448)AT1G54320| Symbols:  | LEM3 (ligand-effect modulator 3) family protein / CDC50 family protein | chr1:20279399-20281460 REVERSEnot assigned CDC50 CDC50	not assigned.no ontology	35_1

CUST_72444_PI403524517	2	-0.038075447	-0.58512115	0.038074493	0.19099236	0.3953352	-0.17380142	35_20762	Rep: H0307D04.2 protein - Oryza sativa (Rice)	UniRef90_Q01K64	"CHR2V7|COORD:7506655..7510039| similar to Os04g0585300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001053677.1); similar to OSJNBa0013K16.9 [Oryza"	AT2G17250.1	CHR04V5|COORD:29358590..29352529|protein nucleolar complex protein 4, putative, expressed	LOC_Os04g49580.1	"no descriptionweakly similar to ( 178)AT2G17250| Symbols:  | similar to Os04g0585300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001053677.1); similar to OSJNBa0013K16.9 [Oryza sativa (japonica cultivar-group)] (GB:CAE03760.2); similar to H0307D04.2 [Oryza sativa (indica cultivar-group)] (GB:CAH66857.1); contains InterPro domain CBF; (InterPro:IPR005612) | chr2:7506655-7510039 FORWARDnot assigned CBF"	not assigned.no ontology	35_1

CUST_86092_PI403524517	2	-0.293787	0.052175045	0.22424936	0.1035552	-0.1035347	-0.05217552	35_24656	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_131353_PI403524517	2	-0.09079456	-0.14402485	0.1928482	0.09079456	0.23538399	-0.10483074	35_36892	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_70602_PI403524517	2	0.053826332	-0.23524284	-0.010100365	-0.0048980713	0.0048971176	0.10214901	35_20222	"Cluster: Putative UVB-resistance protein UVR8; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative UVB-resistance protein UVR8 - Oryza sativa (japonica"	UniRef90_Q84YP7	CHR3|COORD:5208766..5211752| regulator of chromosome condensation (RCC1) family protein, low similarity to UVB-resistance protein UVR8 (Arabidopsis thaliana)	AT3G15430.2	CHR07V5|COORD:16027761..16031728|protein HECT domain and RCC1-like domain-containing protein 2, putative, expressed	LOC_Os07g27490.2	no descriptionmoderately similar to ( 403)AT3G15430| Symbols:  | regulator of chromosome condensation (RCC1) family protein | chr3:5209415-5211569 FORWARDnot assigned not assigned not assigned not assigned ATS1	cell.division	31_2

CUST_164792_PI403524517	2	0.049824715	0.6452689	0.04800892	-0.04800892	-0.37214327	-0.38681984	35_45928	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_6910_PI404877155	2	-0.4018488	-0.5215025	0.3655491	0.34572792	-8.9359283E-4	8.9263916E-4	Contig20381_at	putative phosphoglycerate mutase [Oryza sativa (japonica cultivar-group)] dbj|BAD15653.1| putative phosphoglycerate mutase [Oryza sativa (ja	XP_467829.1	phosphoglycerate/bisphospho glycerate mutase family protein	At1g22170.1	protein phosphoglycerate mutase 1 family, putative	Os02g51590	"phosphoglycerate/bisphosphoglycerate mutase family protein, similar to SP:P31217 Phosphoglycerate mutase 1 (EC 5.4.2.1) {Escherichia coli O157:H7}; contains Pfam profile PF00300: phosphoglycerate mutase family"	glycolysis.phosphoglycerate mutase	4_11

CUST_40105_PI403524517	2	-0.08620262	0.60103464	0.16694593	-0.27082872	-0.57201576	0.08620262	35_11534	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_63530_PI403524517	2	-0.18695593	0.083660126	-0.020017147	0.081311226	-0.38542414	0.020017624	35_18137	"Cluster: Hypothetical protein OSJNBb0038F20.16; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0038F20.16 - Oryza sativa (japonica"	UniRef90_Q6YVX4	"CHR4V7|COORD:6309087..6309377| CNX7/SIR5; catalytic"	AT4G10100.2	CHR02V5|COORD:21159167..21159818|protein VP15, putative, expressed	LOC_Os02g35200.1	 no descriptionvery weakly similar to (93.2)AT4G10100| Symbols: CNX7, SIR5 | CNX7/SIR5 | chr4:6309087-6309377 FORWARDnot assigned MoaD MoaD ThiS moaD 	not assigned.no ontology	35_1

CUST_7750_PI404877155	2	0.25564098	-1.3941021	-0.2214365	0.11839676	0.047081947	-0.047081947	Contig2277_s_at	ferredoxin-NADP(H) oxidoreductase [Triticum aestivum]	CAD30024.2	ferredoxin--NADP(+) reductase, putative / adrenodoxin reductase, putative	At5g66190.1	protein ferredoxin--nadp reductase, leaf isozyme, chloroplast precursor (ec 1.18.1.2) (fnr). [rice	Os06g01850	ferredoxin-NADP(H) oxidoreductase	PS.lightreaction.other electron carrier (ox/red).ferredoxin reductase	1_01_05_03

CUST_145470_PI403524517	2	0.16127634	0.43448353	1.0130911	-0.16127634	-0.38700485	-0.25140715	35_40729	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_51777_PI403524517	2	0.031279564	-1.0046167	0.018452644	0.14209652	-0.021279335	-0.018452644	35_14758	"Cluster: ATP synthase subunit beta, mitochondrial precursor; n=8; Magnoliophyta|Rep: ATP synthase subunit beta, mitochondrial precursor - Zea mays (Maize)"	UniRef90_P19023	CHR5|COORD:2825714..2828663| ATP synthase beta chain 2, mitochondrial, identical to SP:P83484 ATP synthase beta chain 2, mitochondrial precursor (EC 3.6.3.14)	AT5G08690.1	CHR05V5|COORD:27430064..27426443|protein ATP synthase beta chain, mitochondrial precursor, putative, expressed	LOC_Os05g47980.1	 no descriptionhighly similar to ( 831)AT5G08690| Symbols:  | ATP synthase beta chain 2, mitochondrial | chr5:2825740-2828353 FORWARDhighly similar to ( 901)ATPBM_MAIZEATP synthase subunit beta, mitochondrial precursor - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK09280 AtpD atpB PRK12597 F1-ATPase_beta ATP-synt_ab FliI ATPase_flagellum-secretory_path_III PRK06936 PRK09099 fliI fliI fliI fliI PRK06820 fliI PRK08149 fliI PRK06315 NtpB PRK04196 PRK07594 fliI fliI AtpA PRK09281 V_A-ATPase_B fliI PRK04192 NtpA F1_ATPase_alpha PRK05922 ATP-synt_ab_C V_A-ATPase_A atpA PRK02118 RecA-like_NTPases ATP-synt_ab_N PRK12323 PRK07764 PRK07165 Atrophin-1 PRK07003 PRK12608 Tymo_45kd_70kd Totivirus_coat HPC2 PRK09169 IER AF-4 rho_factor TT_ORF1 DUF566 Extensin_2 FAP DUF1509 APC_basic PRK05648 	PS.lightreaction.ATP synthase	1_1_4

CUST_113863_PI403524517	2	-0.09067154	0.01891613	-0.045194626	0.2030983	-0.018917084	0.068881035	35_32313	Rep: H0525E10.11 protein - Oryza sativa (Rice)	UniRef90_Q01JZ7	"CHR1V7|COORD:7413039..7419400| similar to SEC5A (EXOCYST COMPLEX COMPONENT SEC5) [Arabidopsis thaliana] (TAIR:AT1G76850.1); similar to H0525E10.11 [Oryza sativa"	AT1G21170.1	CHR04V5|COORD:20675085..20685081|protein expressed protein	LOC_Os04g34450.1	"no descriptionvery weakly similar to (77.0)AT1G21170| Symbols:  | similar to SEC5A (EXOCYST COMPLEX COMPONENT SEC5) [Arabidopsis thaliana] (TAIR:AT1G76850.1); similar to H0525E10.11 [Oryza sativa (indica cultivar-group)] (GB:CAH66927.1); similar to Os04g0421900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001052787.1); similar to OSJNBa0028I23.20 [Oryza sativa (japonica cultivar-group)] (GB:CAE04638.3); contains domain SUBFAMILY NOT NAMED (PTHR13043:SF3); contains domain FAMILY NOT NAMED (PTHR13043) | chr1:7413039-7419400 FORWARDnot assigned PRK07764 PRK12323"	not assigned.unknown	35_2

CUST_31403_PI403524517	2	-0.9386425	-0.44847298	0.23196507	0.14037514	0.17595482	-0.14037609	35_9065	"Cluster: Putative ATPase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative ATPase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6F2W7	CHR5V7|COORD:5860593..5862303| AAA-type ATPase family protein	AT5G17760.1	CHR03V5|COORD:21501420..21499431|protein mitochondrial protein, putative, expressed	LOC_Os03g38800.1	no descriptionmoderately similar to ( 284)AT5G17760| Symbols:  | AAA-type ATPase family protein | chr5:5861278-5862303 REVERSEvery weakly similar to (61.6)PRS4_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned AAA RPT1 SpoVK PRK03992 HflB hflB	protein.degradation.AAA type	29_5_9

CUST_14760_PI404877155	2	-0.17427349	0.056520462	0.08541107	-0.02121067	-0.07895374	0.02121067	Contig8579_at	putative zinc finger transcription factor ZFP33 [Oryza sativa (japonica cultivar-group)] ref|XP_476740.1| putative zinc finger protein 216 [	AAP37480.1	zinc finger (AN1-like) family protein	At2g36320.1	protein AN1-like Zinc finger, putative	Os07g07350	putative zinc finger transcription factor ZFP33	RNA.regulation of transcription.unclassified	27_3_99

CUST_65148_PI403524517	2	-0.07552862	-0.04912138	0.27347803	0.049121857	0.17695522	-0.31837416	35_18603	"Cluster: Bicoid-interacting protein 3-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Bicoid-interacting protein 3-like - Oryza sativa (japonica cultivar"	UniRef90_Q6ZIU7	"CHR5V7|COORD:20799122..20801127| similar to Os08g0540500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001062384.1); similar to PREDICTED: similar to"	AT5G51130.1	CHR08V5|COORD:26931981..26935339|protein S-adenosylmethionine-dependent methyltransferase/ methyltransferase, putative, expressed	LOC_Os08g42760.1	" no descriptionweakly similar to ( 147)AT5G51130| Symbols:  | similar to Os08g0540500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001062384.1); similar to PREDICTED: similar to bin3, bicoid-interacting 3 [Macaca mulatta] (GB:XP_001104039.1); similar to PREDICTED: bin3, bicoid-interacting 3 isoform 3 [Pan troglodytes] (GB:XP_527836.2); contains InterPro domain SAM (and some other nucleotide) binding motif; (InterPro:IPR000051); contains InterPro domain Bicoid-interacting 3; (InterPro:IPR010675); contains InterPro domain Generic methyltransferase; (InterPro:IPR001601) | chr5:20799122-20801127 FORWARDnot assigned Bin3 "	not assigned.unknown	35_2

CUST_1351_PI403524517	2	0.029741287	0.42132473	-0.0073833466	-0.16644955	-0.3084383	0.0073833466	35_357	"Cluster: Expressed protein; n=4; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10A81	"CHR5V7|COORD:8058792..8063008| similar to oxidoreductase/ transition metal ion binding [Arabidopsis thaliana] (TAIR:AT5G52410.2); similar to"	AT5G23890.1	CHR03V5|COORD:36333707..36340637|protein expressed protein	LOC_Os03g64400.1	"no descriptionmoderately similar to ( 372)AT5G23890| Symbols:  | similar to oxidoreductase/ transition metal ion binding [Arabidopsis thaliana] (TAIR:AT5G52410.2); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAP44759.1); similar to Os03g0862100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001051986.1) | chr5:8058792-8063008 FORWARD"	not assigned.unknown	35_2

CUST_33180_PI403524517	2	0.35752964	0.08849716	-0.088496685	0.3485546	-0.5479479	-0.2945032	35_9565	"Cluster: Blight resistance protein SH20-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Blight resistance protein SH20-like - Oryza sativa (japonica cult"	UniRef90_Q6K2M2	CHR3V7|COORD:4851997..4856271| disease resistance protein (NBS-LRR class), putative	AT3G14460.1	CHR09V5|COORD:9676305..9662733|protein retrotransposon protein, putative, unclassified	LOC_Os09g15840.1	 no descriptionweakly similar to ( 103)AT3G14460| Symbols:  | disease resistance protein (NBS-LRR class), putative | chr3:4851997-4856271 REVERSEnot assigned not assigned not assigned not assigned COG4886 NB-ARC 	stress.biotic	20_1

CUST_49710_PI403524517	2	-0.4479332	-0.37582493	-0.19799423	0.6809311	0.19799423	0.22004795	35_14183	Rep: Cold-regulated protein BLT14 - Hordeum vulgare (Barley)	UniRef90_P26154	0	0	0	0	no descriptionweakly similar to ( 142)CR14_HORVUCold-regulated protein BLT14 - Hordeum vulgare (Barley)	not assigned.unknown	35_2

CUST_57919_PI403524517	2	0.051856995	-1.2239699	-0.3727064	0.06185341	-0.05185604	0.12767982	35_16510	"Cluster: Hypothetical protein P0438E12.23; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0438E12.23 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5Z6B8	"CHR5V7|COORD:8188625..8189090| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G23885.1); similar to Os06g0530200 [Oryza sativa (japonica"	AT5G24165.1	CHR06V5|COORD:19729663..19734062|protein expressed protein	LOC_Os06g33920.1	"no descriptionvery weakly similar to (62.4)AT5G24165| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G23885.1); similar to Os06g0530200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001057777.1) | chr5:8188625-8189090 FORWARD"	not assigned.unknown	35_2

CUST_6460_PI404877155	2	-0.308856	0.014917374	0.093585014	-0.08810425	-0.01491642	0.104281425	Contig19303_at	OSJNBa0054L14.23 [Oryza sativa (japonica cultivar-group)]	NP_918671.1	mitochondrial substrate carrier family protein	At1g25380.1	protein Mitochondrial carrier protein, putative	Os01g32980	mitochondrial substrate carrier family protein, contains Pfam profile: PF00153 mitochondrial carrier protein	transport.metabolite transporters at the mitochondrial membrane	34_9

CUST_76663_PI403524517	2	0.016692162	-0.016692162	-0.061182976	-0.16092205	0.034466743	0.07834816	35_21977	"Cluster: Replication protein A 70kDa; n=2; Oryza sativa (japonica cultivar-group)|Rep: Replication protein A 70kDa - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6YZ49	CHR2V7|COORD:2585212..2587598| replication protein, putative	AT2G06510.1	CHR02V5|COORD:32830612..32826963|protein replication protein A 70 kDa DNA-binding subunit, putative, expressed	LOC_Os02g53680.1	 no descriptionmoderately similar to ( 471)AT2G06510| Symbols:  | replication protein, putative | chr2:2585212-2587598 FORWARDRep_fac-A_C RPA1_DBD_C RPA1_DBD_B RPA1_DBD_A 	DNA.synthesis/chromatin structure	28_1

CUST_26767_PI403524517	2	0.03798771	0.3680458	-0.037988663	-0.0633564	-0.052889824	0.18827534	35_7754	"Cluster: Hypothetical protein OJ1509_C06.25; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1509_C06.25 - Oryza sativa (japonica cultiv"	UniRef90_Q6K4B9	0	0	CHR09V5|COORD:18089863..18084524|protein expressed protein	LOC_Os09g29750.1	no description	not assigned.unknown	35_2

CUST_131840_PI403524517	2	0.012599468	0.05750227	0.01554966	-0.012599945	-0.89153004	-0.14979315	35_37031	"Cluster: Membrane protein-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: Membrane protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5ZDA3	CHR3V7|COORD:496186..498779| similar to hypothetical protein [Cleome spinosa] (GB:ABD96906.1)	AT3G02420.1	CHR01V5|COORD:24146137..24141670|protein expressed protein	LOC_Os01g42010.1	no descriptionweakly similar to ( 124)AT3G02420| Symbols:  | similar to hypothetical protein [Cleome spinosa] (GB:ABD96906.1) | chr3:496186-498779 REVERSE	not assigned.unknown	35_2

CUST_49019_PI403524517	2	-0.03343773	-1.4499798	-0.15945816	0.086423874	0.033438683	0.18094444	35_13993	Rep: Histone H2B.3 - Zea mays (Maize)	UniRef90_Q43261	CHR5V7|COORD:24144432..24144884| histone H2B	AT5G59910.1	CHR08V5|COORD:24128477..24129504|protein histone H2B.2, putative, expressed	LOC_Os08g38300.1	no descriptionweakly similar to ( 174)AT5G59910| Symbols:  | histone H2B | chr5:24144432-24144884 FORWARDweakly similar to ( 175)H2B5_MAIZEHistone H2B.5 - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned H2B Histone TT_ORF1 DUF1777 Tymo_45kd_70kd Protamine_P1 PRK12678	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_7828_PI403524517	2	-0.031032562	0.27245903	0.17028713	-0.1091795	0.031031609	-0.14497757	35_2180	Rep: Betaine aldehyde dehydrogenase - Hordeum vulgare (Barley)	UniRef90_Q40024	"CHR3V7|COORD:17797275..17800903| ALDH10A9 (Aldehyde dehydrogenase 10A9); 3-chloroallyl aldehyde dehydrogenase"	AT3G48170.1	CHR04V5|COORD:22957244..22952325|protein betaine-aldehyde dehydrogenase, putative, expressed	LOC_Os04g39020.1	"no descriptionhighly similar to ( 749)AT3G48170| Symbols: ALDH10A9 | ALDH10A9 (Aldehyde dehydrogenase 10A9); 3-chloroallyl aldehyde dehydrogenase | chr3:17797275-17800903 REVERSEhighly similar to ( 925)BADH_HORVUBetaine aldehyde dehydrogenase - Hordeum vulgare (Barley)not assigned not assigned not assigned not assigned not assigned not assigned not assigned Aldedh PutA gabD2 gabD PRK10090 PRK09847 PRK03137 gabD1 PRK11904 PRK11905 COG4230 putA astD PRK11903 PRK11563 proA ProA"	secondary metabolism.N misc.betaine	16_4_2

CUST_158210_PI403524517	2	-0.052584648	-0.1482954	-0.16412449	0.13551426	0.052583694	0.06295204	35_44171	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_3865_PI399408534	2	0.09085846	-0.19883728	-0.027550697	0.027549744	-0.17173004	0.077251434	35_20910	"Cluster: Putative rab7 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative rab7 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5JLU1	"CHR4V7|COORD:6133098..6134956| AtRABG3a; GTP binding"	AT4G09720.1	CHR01V5|COORD:30061949..30056975|protein ras-related protein Rab7, putative, expressed	LOC_Os01g51700.1	"no descriptionmoderately similar to ( 337)AT4G09720| Symbols: AtRABG3a | AtRABG3a; GTP binding | chr4:6133402-6134956 FORWARDmoderately similar to ( 347)RAB7_SOYBNRas-related protein Rab7 - Glycine max (Soybean)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Rab7 RAB Rab Ras Rab9 Rab6 Rab5_related Rab4 Rab8_Rab10_Rab13_like RabA_like Rab21 Rab32_Rab38 Rab11_like Rab1_Ypt1 Ras_like_GTPase Rab18 Ras Rab2 Rab35 Rab27A Rab26 Rab19 Rab30 Rab14 Rab23_lke COG1100 RJL RAS Rab3 M_R_Ras_like Rab36_Rab34 Rab33B_Rab33A Rab39 Rho Rab12 Rap_like RabL2 Ran H_N_K_Ras_like Rab24 Rab28 Rab15 RSR1 Rap2 RHO Rab20 RheB RalA_RalB Rab40 Rho4_like Ras2 RAN Rap1 RabL4 Ras_dva RERG_RasL11_like Rho3 Rhes_like Wrch_1 ARHI_like Rit_Rin_Ric Rho2 Spg1 RhoA_like Centaurin_gamma Rac1_like Rop_like RabL3 Tc10 Miro RGK Cdc42 RhoG RRP22 Miro1 Arl10_like Arf_Arl Arf Rnd3_RhoE_Rho8 ARLTS1 Rnd Rnd2_Rho7 RhoBTB"	signalling.G-proteins	30_5

CUST_19571_PI399408534	2	0.005642891	-0.0056419373	0.17346573	-0.013581276	0.2297821	-0.07499409	35_36731	Rep: 14-3-3-like protein B - Hordeum vulgare (Barley)	UniRef90_Q43470	"CHR3V7|COORD:526807..527922| GRF7 (General regulatory factor 7); protein phosphorylated amino acid binding"	AT3G02520.1	CHR02V5|COORD:22327412..22331843|protein 14-3-3-like protein B, putative, expressed	LOC_Os02g36974.5	" no descriptionmoderately similar to ( 267)AT3G02520| Symbols: GF14 NU, GENERAL REGULATORY FACTOR 7, GRF7 | GRF7 (General regulatory factor 7); protein phosphorylated amino acid binding | chr3:526807-527922 REVERSEmoderately similar to ( 314)1433B_HORVU14-3-3-like protein B - Hordeum vulgare (Barley)not assigned 14_3_3 14-3-3 BMH1 "	signalling.14-3-3 proteins	30_7

CUST_69355_PI403524517	2	-0.41175127	0.19275808	-0.026476383	0.026475906	-0.21990824	0.070905685	35_19845	"Cluster: Putative disease resistance protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative disease resistance protein - Oryza sativa (japonica"	UniRef90_Q6YTK4	CHR4V7|COORD:2033425..2035944| disease resistance family protein	AT4G04220.1	CHR08V5|COORD:10138356..10136050|protein receptor-like protein kinase precursor, putative, expressed	LOC_Os08g16580.1	 no descriptionmoderately similar to ( 222)AT2G33170| Symbols:  | leucine-rich repeat transmembrane protein kinase, putative | chr2:14063448-14066906 REVERSEmoderately similar to ( 212)RPK1_IPONIReceptor-like protein kinase precursor - Ipomoea nil (Japanese morning glory) (Pharbitis nil)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG4886 LRR_RI 	stress.biotic	20_1

CUST_173785_PI403524517	2	0.045839787	1.3666077	0.28685617	-0.19669437	-0.13208055	-0.045840263	35_48388	"Cluster: Os09g0455400 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0455400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J193	"CHR4V7|COORD:1204545..1205813| similar to DEAD box RNA helicase, putative [Arabidopsis thaliana] (TAIR:AT1G20920.1); similar to Os09g0455400 [Oryza"	AT4G02720.1	CHR09V5|COORD:17140365..17142324|protein heat shock protein, putative, expressed	LOC_Os09g28220.1	" no descriptionweakly similar to ( 182)AT4G02720| Symbols:  | similar to DEAD box RNA helicase, putative [Arabidopsis thaliana] (TAIR:AT1G20920.1); similar to Os09g0455400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001063358.1); similar to hypothetical protein PY05066 [Plasmodium yoelii yoelii str. 17XNL] (GB:XP_725465.1); contains InterPro domain Protein of unknown function DUF926; (InterPro:IPR009269) | chr4:1204545-1205813 REVERSEnot assigned DUF926 "	not assigned.unknown	35_2

CUST_100205_PI403524517	2	0.31096172	0.03485298	-0.03485298	-0.08896637	-0.19055748	0.11225891	35_28607	"Cluster: Agenet domain containing protein, expressed; n=6; Oryza sativa|Rep: Agenet domain containing protein, expressed - Oryza sativa (japonica cultivar-group"	UniRef90_Q108Y7		0	CHR10V5|COORD:21706564..21694510|protein ATG2484-1, putative, expressed	LOC_Os10g41030.3	no description	not assigned.unknown	35_2

CUST_170395_PI403524517	2	0.5777564	-0.022797108	0.07535839	0.02279663	-0.20360756	-0.48691368	35_47461	"Cluster: Hypothetical protein OJ1261_A08.50; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1261_A08.50 - Oryza sativa (japonica cultiv"	UniRef90_Q69MX9		0	CHR09V5|COORD:14372668..14367051|protein expressed protein	LOC_Os09g24210.2	no descriptionnot assigned SprT	not assigned.unknown	35_2

CUST_132675_PI403524517	2	0.108428	-0.13720703	-0.018198967	0.009851456	-6.160736E-4	6.170273E-4	35_37258	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_21270_PI399408534	2	-0.1077795	0.4901743	0.08697605	-0.0072460175	-0.04597187	0.007246971	35_19721	"Cluster: Putative CND41, chloroplast nucleoid DNA binding protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative CND41, chloroplast nucleoid DNA bin"	UniRef90_Q84RX6	CHR5V7|COORD:17316492..17319946| aspartyl protease family protein	AT5G43100.1	CHR07V5|COORD:24135626..24127305|protein pepsin A, putative, expressed	LOC_Os07g40260.1	no descriptionmoderately similar to ( 202)AT5G43100| Symbols:  | aspartyl protease family protein | chr5:17316492-17319946 FORWARD	RNA.regulation of transcription.unclassified	27_3_99

CUST_7157_PI404877155	2	0.17694283	-0.32828617	-0.0412035	-0.01922512	0.019224167	0.060915947	Contig20894_at	NADP adrenodoxin-like ferredoxin reductase [Arabidopsis thaliana] dbj|BAB79228.1| MFDR [Arabidopsis thaliana] gb|AAL82814.1| NADP adrenodoxi	NP_194962.2	NADP adrenodoxin-like ferredoxin reductase	At4g32360.1	protein NADP adrenodoxin-like ferredoxin reductase	Os02g17700	NONE	PS.lightreaction.other electron carrier (ox/red).ferredoxin reductase	1_01_05_03

CUST_4967_PI404877155	2	0.011955261	0.06999111	-0.05697918	-0.011955261	-0.014980316	0.16319942	Contig16361_at	putative zinc finger protein [Oryza sativa (japonica cultivar-group)]	NP_917011.1	zinc finger protein-related	At3g18290.1	protein At3g18290/MIE15_8	Os01g49470	"EMB2454;EMBRYO DEFECTIVE 2454;zinc finger protein-related, weak alignment to Pfam profiles: PF00097 Zinc finger, C3HC4 type (RING finger) (2 copies)"	RNA.regulation of transcription.unclassified	27_3_99

CUST_137213_PI403524517	2	0.49392605	0.30175114	-0.11109018	0.11109018	-0.35516644	-0.13910818	35_38479	"Cluster: Hypothetical protein OJ1135_F06.7; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1135_F06.7 - Oryza sativa (japonica cultivar"	UniRef90_Q6ZHU4	CHR2V7|COORD:10892959..10894920| binding	AT2G25570.1	CHR02V5|COORD:5748141..5744792|protein expressed protein	LOC_Os02g10820.1	no descriptionweakly similar to ( 125)AT2G25570| Symbols:  | binding | chr2:10892959-10894636 REVERSEnot assigned	not assigned.unknown	35_2

CUST_62653_PI403524517	2	0.24098873	-0.48884678	-0.35470915	0.12388039	0.04421997	-0.044220448	35_17864	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_83453_PI403524517	2	0.0814414	0.48887682	0.26525402	-0.08144188	-0.57754993	-0.351398	35_23928	"Cluster: Putative peptide transporter; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative peptide transporter - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6I5V4	CHR1V7|COORD:7964191..7966211| proton-dependent oligopeptide transport (POT) family protein	AT1G22540.1	CHR05V5|COORD:21065177..21061148|protein expressed protein	LOC_Os05g35594.1	no descriptionmoderately similar to ( 238)AT1G22540| Symbols:  | proton-dependent oligopeptide transport (POT) family protein | chr1:7964191-7966211 FORWARDnot assigned not assigned not assigned not assigned PTR2 PTR2 PRK07003 MFS_1	transport.peptides and oligopeptides	34_13

CUST_34683_PI399408534	2	0.278399	0.9482484	-1.2585497	1.4369144	-0.73221207	-0.278399	35_41111	Rep: Mitogen-activated protein kinase - Triticum aestivum (Wheat)	UniRef90_Q1W2K7	"CHR3V7|COORD:6175747..6178156| MPK9 (MAP KINASE 9); MAP kinase"	AT3G18040.2	CHR06V5|COORD:29948831..29953876|protein OsMPK17-1 - putative MAPK based on amino acid sequence homology, expressed	LOC_Os06g49430.2	"no descriptionvery weakly similar to (72.0)AT3G18040| Symbols: MPK9 | MPK9 (MAP KINASE 9); MAP kinase | chr3:6175747-6178156 FORWARDweakly similar to ( 103)MPK12_ORYSA"	signalling.MAP kinases	30_6

CUST_86054_PI403524517	2	0.048024654	-0.25405502	0.7106147	0.11333084	-0.048024178	-0.13879871	35_24647	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_9219_PI403524517	2	-0.015826225	0.21085548	0.015826225	-0.10090351	0.048228264	-0.07469082	35_2590	"Cluster: Os09g0504700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0504700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J0N2	CHR5|COORD:19748399..19750251| zinc finger (C3HC4-type RING finger) family protein, contains Pfam profile: PF00097 zinc finger, C3HC4 type (RING finger)	AT5G48655.3	CHR09V5|COORD:19506572..19502940|protein ubiquitin-protein ligase/ zinc ion binding protein, putative, expressed	LOC_Os09g32690.2	no descriptionvery weakly similar to (87.8)AT5G48655| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr5:19748801-19749712 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned RING PEX10 RING	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_14849_PI404877155	2	-0.018054962	-0.3228035	-0.15591717	0.05506897	0.12180805	0.018054008	Contig8682_at	putative RNA binding protein [Oryza sativa]	AAL31692.1	KH domain-containing protein	At3g04610.1	protein KH domain, putative	Os12g40560	putative RNA binding protein	RNA.RNA binding	27_4

CUST_137001_PI403524517	2	0.14698124	0.024780273	-0.097084045	-0.0073308945	-0.38092232	0.007331848	35_38420	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_52969_PI403524517	2	0.07318115	-0.2893343	-0.0059099197	0.0059099197	-0.12807274	0.036611557	35_15082	"Cluster: Ubiquitin-activating enzyme E1 1; n=2; Triticum aestivum|Rep: Ubiquitin-activating enzyme E1 1 - Triticum aestivum (Wheat)"	UniRef90_P20973	"CHR2V7|COORD:12859709..12864446| ATUBA1 (Arabidopsis thaliana ubiquitin-activating enzyme 1); ubiquitin activating enzyme"	AT2G30110.1	CHR11V5|COORD:300611..294655|protein ubiquitin-activating enzyme E1 2, putative, expressed	LOC_Os11g01510.3	" no descriptionnearly identical (1479)AT2G30110| Symbols: MOS5, ATUBA1 | ATUBA1 (Arabidopsis thaliana ubiquitin-activating enzyme 1); ubiquitin activating enzyme | chr2:12859709-12864446 REVERSEnearly identical (1818)UBE12_WHEATUbiquitin-activating enzyme E1 2 - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned Ube1_repeat2 Ube1_repeat1 E1-2_like UBA_e1_C Uba2_SUMO ThiF Uba3_RUB ThiF_MoeB_HesA_family ThiF E1_enzyme_family PRK05690 PRK08762 UBACT PRK07688 Aos1_SUMO YgdL_like PRK08644 COG1179 PRK12475 PRK05600 PRK08328 APPBP1_RUB PRK07411 PRK07878 PRK05597 E1-1_like E1_ThiF_like PRK08223 "	protein.degradation.ubiquitin.E1	29_5_11_2

CUST_40093_PI403524517	2	0.65152645	-1.1496873	0.18541002	-0.11987591	-0.2981472	0.11987591	35_11531	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_88581_PI403524517	2	0.0018157959	0.19080734	0.047800064	-0.0018148422	-0.11876488	-0.1680069	35_25354	"Cluster: Hypothetical protein OJ1288_A07.5; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1288_A07.5 - Oryza sativa (japonica cultivar"	UniRef90_Q65XN4	CHR1V7|COORD:30158538..30160575| polygalacturonase, putative / pectinase, putative	AT1G80170.1	CHR05V5|COORD:26860109..26862598|protein polygalacturonase precursor, putative, expressed	LOC_Os05g46520.1	 no descriptionvery weakly similar to (75.1)AT1G80170| Symbols:  | polygalacturonase, putative / pectinase, putative | chr1:30158538-30160575 REVERSEvery weakly similar to (66.2)PGLR_MALDOPolygalacturonase precursor - Malus domestica (Apple) (Malus sylvestris)	cell wall.degradation.pectate lyases and polygalacturonases	10_6_3

CUST_179497_PI403524517	2	-0.052369118	-0.124640465	0.015505791	-0.015504837	0.113666534	0.050024033	35_49921	Rep: Hypothetical protein - Oryza sativa (indica cultivar-group)	UniRef90_Q3HTU9	CHR1V7|COORD:20072827..20074586| similar to hypothetical protein MtrDRAFT_AC135796g15v1 [Medicago truncatula] (GB:ABE82080.1)	AT1G53760.1	CHR02V5|COORD:2903749..2898890|protein expressed protein	LOC_Os02g05870.2	no descriptionweakly similar to ( 197)AT1G53760| Symbols:  | similar to hypothetical protein MtrDRAFT_AC135796g15v1 [Medicago truncatula] (GB:ABE82080.1) | chr1:20072827-20074586 REVERSEnot assigned	not assigned.unknown	35_2

CUST_158567_PI403524517	2	-0.20333052	0.20333052	0.26603127	0.20755148	-0.25301123	-0.465477	35_44264	"Cluster: Os09g0493400 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0493400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J0M4	"CHR5V7|COORD:26592331..26595541| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G23700.1); similar to Os03g0769000 [Oryza sativa (japonica"	AT5G66600.1	CHR09V5|COORD:19103531..19108508|protein ternary complex factor MIP1, putative, expressed	LOC_Os09g32010.2	no description	not assigned.unknown	35_2

CUST_14337_PI399408534	2	0.061945915	0.19489765	0.13040209	-0.10449314	-0.06194544	-0.16878176	35_10793	"Cluster: Putative calcium-dependent protein kinase 2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative calcium-dependent protein kinase 2 - Oryza sativ"	UniRef90_Q7XIM0	"CHR5V7|COORD:1417016..1419878| CPK1 (calcium-dependent protein kinase isoform AK1); calcium- and calmodulin-dependent protein kinase/ kinase"	AT5G04870.1	CHR07V5|COORD:3291591..3286778|protein calcium-dependent protein kinase, isoform AK1, putative, expressed	LOC_Os07g06740.2	" no descriptionvery weakly similar to (77.8)AT5G04870| Symbols: AK1, ATCPK1, CPK1 | CPK1 (calcium-dependent protein kinase isoform AK1); calcium- and calmodulin-dependent protein kinase/ kinase | chr5:1417016-1419878 REVERSEvery weakly similar to (50.4)CDPK_SOYBNCalcium-dependent protein kinase SK5 - Glycine max (Soybean)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07764 PRK12323 PRK07003 Extensin_2 Tymo_45kd_70kd Atrophin-1 Drf_FH1 DedD DUF1421 TT_ORF1 PRK05648 "	signalling.calcium	30_3

CUST_22896_PI403524517	2	0.038804054	0.22294712	0.006638527	-0.07395458	-0.006638527	-0.05860138	35_6650	"Cluster: Os07g0486100 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os07g0486100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D6E8	CHR5V7|COORD:2412033..2414524| nuclear division RFT family protein	AT5G07630.1	CHR07V5|COORD:17886127..17879313|protein oligosaccharide translocation protein rft1, putative, expressed	LOC_Os07g30250.1	no descriptionvery weakly similar to (67.8)AT5G07630| Symbols:  | nuclear division RFT family protein | chr5:2412033-2414524 FORWARDnot assigned Protamine_P2 Protamine_P1	not assigned.no ontology	35_1

CUST_5490_PI404877155	2	-0.019737244	-0.3388176	-0.09488773	0.040130615	0.120817184	0.019738197	Contig17234_at	putative histidinol-phosphate transaminase [Oryza sativa (japonica cultivar-group)]	BAD08119.1	histidinol-phosphate aminotransferase, putative	At5g10330.1	protein histidinol-phosphate aminotransferase	Os02g47940	histidinol-phosphate aminotransferase, putative, similar to histidinol-phosphate aminotransferase GB:CAA70403 (GI:335562) from (Nicotiana tabacum), Nicotiana plumbaginifolia (GI:12055099) or  similar to histidinol-phosphate aminotransferase, putative [Ara	amino acid metabolism.synthesis.histidine	13_1_7

CUST_95000_PI403524517	2	-0.09693766	-0.3765211	0.1654625	0.09693718	0.18549538	-0.16797543	35_27150	"Cluster: Putative deoxycytidyl transferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative deoxycytidyl transferase - Oryza sativa (japonica cultivar"	UniRef90_Q654Y6	0	0	CHR06V5|COORD:28815146..28805703|protein REV1, putative, expressed	LOC_Os06g47580.3	no description	not assigned.unknown	35_2

CUST_50842_PI403524517	2	0.025686264	-0.025690079	-0.016599655	0.016599655	-0.10689926	0.025686264	35_14503	Rep: 40S ribosomal protein S8 - Oryza sativa (Rice)	UniRef90_P49199	CHR5V7|COORD:6851697..6853014| 40S ribosomal protein S8 (RPS8A)	AT5G20290.1	CHR04V5|COORD:16460994..16458311|protein 40S ribosomal protein S8, putative, expressed	LOC_Os04g28180.1	no descriptionmoderately similar to ( 232)AT5G59240| Symbols:  | 40S ribosomal protein S8 (RPS8B) | chr5:23919852-23920896 REVERSEmoderately similar to ( 246)RS8_ORYSAnot assigned Ribosomal_S8e RPS8A PRK04049	protein.synthesis.misc ribososomal protein	29_2_2

CUST_38071_PI403524517	2	0.014903069	-0.6615839	-0.674551	0.10876942	0.0011281967	-0.0011281967	35_10956	"Cluster: Arm repeat containing protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Arm repeat containing protein-like - Oryza sativa (japonica cultiv"	UniRef90_Q6Z3Z9	CHR1V7|COORD:22637764..22639485| armadillo/beta-catenin repeat family protein	AT1G61350.1	CHR07V5|COORD:22370879..22368526|protein armadillo/beta-catenin-like repeat family protein, expressed	LOC_Os07g37350.1	no description	not assigned.unknown	35_2

CUST_13294_PI399408534	2	-0.42756653	0.23725224	0.07644558	-0.07644653	0.09451771	-0.4079628	35_36993	"Cluster: Nodule inception protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Nodule inception protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5NB82	CHR1V7|COORD:23963483..23966559| RWP-RK domain-containing protein	AT1G64530.1	CHR01V5|COORD:7568038..7573616|protein NIN-like protein 1, putative, expressed	LOC_Os01g13540.1	no descriptionweakly similar to ( 151)AT1G64530| Symbols:  | RWP-RK domain-containing protein | chr1:23963483-23966559 FORWARDRWP-RK	RNA.regulation of transcription.NIN-like bZIP-related family	27_3_60

CUST_136811_PI403524517	2	0.2887106	-0.170187	-0.22757435	-0.006831169	0.013829231	0.006831169	35_38367	"Cluster: Hypothetical protein OJ1167_G06.116; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1167_G06.116 - Oryza sativa (japonica cult"	UniRef90_Q8LII5	"CHR2V7|COORD:16894126..16895485| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G56220.1); similar to Os03g0338400 [Oryza sativa (japonica"	AT2G40435.1	CHR07V5|COORD:28648002..28649943|protein expressed protein	LOC_Os07g47960.1	"no descriptionweakly similar to ( 110)AT2G40435| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G56220.1); similar to Os03g0338400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001050055.1); similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:BAC10078.1); similar to Os05g0337200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001055237.1); contains domain Regulatory domain in the aminoacid metabolism (SSF55021) | chr2:16894126-16895485 FORWARD"	not assigned.unknown	35_2

CUST_80523_PI403524517	2	-0.5011873	0.65953255	0.1920662	0.12251186	-0.4431944	-0.12251282	35_23093	Rep: Protein kinase family protein - Musa acuminata (Banana)	UniRef90_Q1EPA3	CHR5V7|COORD:15457074..15460237| protein kinase family protein	AT5G38560.1	CHR09V5|COORD:18071439..18068119|protein transposon protein, putative, CACTA, En/Spm sub-class	LOC_Os09g29720.1	no descriptionnot assigned not assigned not assigned PRK12323	not assigned.unknown	35_2

CUST_178900_PI403524517	2	-0.006688118	-0.40302086	-0.1346159	0.034705162	0.044219017	0.006688118	35_49759	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_112268_PI403524517	2	0.017399788	0.33514786	0.07329941	-0.017398834	-0.23612261	-0.08668709	35_31876	"Cluster: Os01g0253400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0253400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JP02	"CHR5V7|COORD:20012309..20013440| similar to Os01g0253400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001042612.1); similar to unknown protein [Oryza"	AT5G49320.1	CHR01V5|COORD:8385661..8384391|protein expressed protein	LOC_Os01g14960.1	no descriptionnot assigned not assigned not assigned	not assigned.unknown	35_2

CUST_108599_PI403524517	2	0.5045719	-1.3981476	-0.50677586	0.8982487	0.636714	-0.50457287	35_30887	"Cluster: Light-harvesting chlorophyll-a/b binding protein LhcII-3; n=2; Chlamydomonas reinhardtii|Rep: Light-harvesting chlorophyll-a/b binding protein LhcII-3"	UniRef90_Q93WE0	"CHR2V7|COORD:1823446..1824328| LHCB2.1 (Photosystem II light harvesting complex gene 2.1); chlorophyll binding"	AT2G05100.1	CHR03V5|COORD:21954569..21956336|protein chlorophyll a-b binding protein, chloroplast precursor, putative, expressed	LOC_Os03g39610.2	"no descriptionmoderately similar to ( 205)AT2G05070| Symbols: LHCB2.2 | LHCB2.2 (Photosystem II light harvesting complex gene 2.2); chlorophyll binding | chr2:1799433-1800326 REVERSEmoderately similar to ( 213)CB23_ORYSAChloroa_b-bind"	PS.lightreaction.photosystem II.LHC-II	1_1_1_1

CUST_100366_PI403524517	2	0.2997694	0.9517889	0.21703959	-0.21703911	-0.36672592	-0.32437897	35_28652	"Cluster: Serine/threonine protein kinase; n=3; Oryza sativa (japonica cultivar-group)|Rep: Serine/threonine protein kinase - Oryza sativa (japonica cultivar-gro"	UniRef90_Q653Z6	CHR2V7|COORD:10371822..10373155| serine/threonine/tyrosine kinase, putative	AT2G24360.1	CHR06V5|COORD:27383225..27385862|protein serine/threonine protein kinase, putative, expressed	LOC_Os06g45300.2	no description	not assigned.unknown	35_2

CUST_45636_PI403524517	2	0.19456148	-1.2216625	0.011366367	0.45428228	-0.011366367	-0.47126198	35_13079	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_166324_PI403524517	2	0.20640612	0.29440165	-0.04799223	0.032433033	-0.15615273	-0.032433033	35_46334	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_60611_PI403524517	2	-0.09181595	-0.71959877	-0.046670914	0.057247162	0.11497784	0.046671867	35_17282	"Cluster: Ribosomal protein L24 containing protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Ribosomal protein L24 containing protein, express"	UniRef90_Q2QY18	CHR5V7|COORD:7935874..7937130| KOW domain-containing protein	AT5G23535.1	CHR11V5|COORD:1815762..1812629|protein 50S ribosomal protein L24, putative, expressed	LOC_Os11g04370.1	 no descriptionmoderately similar to ( 263)AT5G23535| Symbols:  | KOW domain-containing protein | chr5:7935874-7937130 FORWARDvery weakly similar to (65.9)RK24_PEA50S ribosomal protein L24, chloroplast precursor - Pisum sativum (Garden pea)not assigned rplX RplX rplX rpl24 	protein.synthesis.mito/plastid ribosomal protein.plastid	29_2_1_1

CUST_7437_PI404877155	2	0.08378792	0.020774841	-0.020775795	-0.057854652	-0.04776001	0.06720734	Contig21653_at	SWIRM domain-containing protein / DNA-binding family protein [Arabidopsis thaliana] pir||D86350 F8K7.13 protein - Arabidopsis thaliana	NP_173589.1	SWIRM domain-containing protein / DNA-binding family protein	At1g21700.1	protein F8K7.13 protein - Arabidopsis thaliana	Os11g08080	gi|24647617|ref|NP_732210.1| CG31269-PA	RNA.regulation of transcription.MYB-related transcription factor family	27_3_26

CUST_10245_PI404877155	2	-0.21525383	0.9749918	0.2910595	-0.33751965	-0.0916214	0.09162235	Contig3970_at	pre-mRNA splicing factor [Oryza sativa (japonica cultivar-group)]	BAC78592.1	SC35-like splicing factor, 30 kD (SCL30)	At3g55460.1	protein RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain), putative	Os12g38430	pre-mRNA splicing factor	RNA.processing	27_1

CUST_125930_PI403524517	2	0.06642437	-0.115885735	-0.053627014	-0.009894371	0.009894371	0.012704849	35_35457	"Cluster: Putative 3-hydroxyisobutyryl-coenzyme A hydrolase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative 3-hydroxyisobutyryl-coenzyme A hydrolase -"	UniRef90_Q69UF2	CHR4V7|COORD:7775129..7777697| catalytic	AT4G13360.1	CHR06V5|COORD:23342931..23349823|protein 3-hydroxyisobutyryl-CoA hydrolase/ catalytic, putative, expressed	LOC_Os06g39344.3	no descriptionvery weakly similar to (52.0)AT4G13360| Symbols:  | catalytic | chr4:7775129-7777697 FORWARDnot assigned	amino acid metabolism.degradation.aspartate family.lysine	13_2_3_5

CUST_114444_PI403524517	2	-0.035150528	-0.5904999	-0.209095	0.30307388	0.25299644	0.035150528	35_32481	Rep: RNA-dependent RNA polymerase - Zea mays (Maize)	UniRef90_Q19VG2	CHR1V7|COORD:18321231..18323774| leucine-rich repeat family protein / extensin family protein	AT1G49490.1	CHR04V5|COORD:23065706..23071435|protein RNA-dependent RNA polymerase homolog 1, putative, expressed	LOC_Os04g39160.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned PRK07764 TT_ORF1 PRK12323 Extensin_2 Drf_FH1 DUF1421 Atrophin-1	not assigned.unknown	35_2

CUST_12763_PI399408534	2	0.054389	0.09570408	-0.054389954	0.13334942	-0.12116909	-0.21854973	35_3907	Rep: Receptor-like kinase - Hordeum vulgare (Barley)	UniRef90_Q9SWU5	CHR1V7|COORD:24965297..24967604| protein kinase, putative	AT1G66910.1	CHR01V5|COORD:741958..739074|protein receptor-like kinase ARK1AS, putative, expressed	LOC_Os01g02350.1	 no descriptionmoderately similar to ( 301)AT1G66910| Symbols:  | protein kinase, putative | chr1:24965297-24967604 REVERSEweakly similar to ( 190)KPRO_MAIZEPutative receptor protein kinase ZmPK1 precursor - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TyrKc Pkinase_Tyr Pkinase PTKc S_TKc S_TKc PTKc_EphR PTKc_Src_like PTKc_Tec_like PTKc_Itk PTKc_Jak_rpt2 PTKc_Srm_Brk PTKc_InsR_like SPS1 PTKc_Abl PTKc_Fes_like PTKc_EGFR_like PTKc_Btk_Bmx PTKc_Syk_like PTKc_EphR_A2 PTKc_Csk_like PTKc_Lck_Blk PTKc_Axl_like PTKc_Trk PTKc_Src PTKc_Ror PTKc_Jak2_Jak3_rpt2 PTKc_Frk_like PTKc_Tec_Rlk PTKc_Fyn_Yrk PTKc_EphR_A PTKc_EphR_B PTKc_Yes PTKc_Chk PTKc_Met_Ron PTKc_Lyn PTKc_EphR_A10 PTKc_FGFR PTKc_RET PTKc_Hck PTKc_ALK_LTK PTK_HER3 PTKc_Axl PTKc_FAK PTKc_c-ros PTKc_Fer PTKc_DDR PTKc_Ror1 PTKc_Ack_like PTKc_Aatyk PTKc_Tyk2_rpt2 PTKc_PDGFR PTKc_Musk PTKc_Tie1 PTKc_Aatyk1_Aatyk3 PTKc_IGF-1R PTKc_InsR PTKc_Csk PTKc_Jak1_rpt2 PTKc_Tyro3 PTKc_DDR_like PTKc_Tie2 PTKc_Fes PTKc_Zap-70 PTK_CCK4 PTKc_FGFR4 PTKc_FGFR1 PTKc_HER4 PTKc_HER2 PTKc_Tie PTK_Ryk PTKc_Syk PTKc_TrkA PTKc_EGFR PTKc_FGFR3 PTKc_Ror2 PTKc_FGFR2 PTKc_DDR2 PTKc_DDR1 PTK_Jak_rpt1 PTKc_TrkB PTKc_TrkC PTKc_VEGFR PTKc_Aatyk2 PTKc_VEGFR3 PTKc_CSF-1R PTK_Jak2_Jak3_rpt1 PTKc_VEGFR2 PTKc_Kit PTKc_PDGFR_alpha PTKc_PDGFR_beta 	misc.myrosinases-lectin-jacalin	26_16

CUST_4740_PI399408534	2	-0.8620024	0.2527027	0.029201508	0.088321686	-0.5893345	-0.029201508	35_19093	Rep: P-type ATPase - Hordeum vulgare (Barley)	UniRef90_Q94IN2	"CHR4V7|COORD:17683219..17686802| ACA2 (CALCIUM ATPASE 2); calmodulin binding"	AT4G37640.1	CHR03V5|COORD:5413021..5419442|protein calcium-transporting ATPase 2, plasma membrane-type, putative, expressed	LOC_Os03g10640.1	"no descriptionhighly similar to ( 904)AT4G37640| Symbols: ACA2 | ACA2 (CALCIUM ATPASE 2); calmodulin binding | chr4:17683219-17686802 REVERSEhighly similar to ( 905)ACA1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned MgtA PRK10517 ZntA PRK01122 KdpB zntA Cation_ATPase_C PRK10671 Hydrolase"	signalling.calcium	30_3

CUST_135922_PI403524517	2	0.033495426	-0.033495426	-0.3736372	0.07806158	0.12118006	-0.17707443	35_38120	0	0	"CHR3V7|COORD:5662666..5667267| ATKINESIN-13A/KINESIN-13A; microtubule motor"	AT3G16630.2	CHR05V5|COORD:3181060..3192134|protein ATP binding protein, putative, expressed	LOC_Os05g06280.3	no description	not assigned.unknown	35_2

CUST_29654_PI399408534	2	-0.0076565742	-1.0198898	-0.11799145	0.18044758	0.0076565742	0.19634438	35_27025	"Cluster: Os04g0632300 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os04g0632300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J9T4	CHR1V7|COORD:3794389..3800719| carbohydrate binding / kinase	AT1G11300.1	CHR04V5|COORD:32029115..32025814|protein serine/threonine-protein kinase receptor precursor, putative	LOC_Os04g54120.1	 no descriptionvery weakly similar to (82.8)AT4G23130| Symbols: RLK6, CRK5 | CRK5 (CYSTEINE-RICH RLK5) | chr4:12117699-12120145 REVERSEnot assigned 	signalling.receptor kinases.DUF 26	30_2_17

CUST_86877_PI403524517	2	-0.47049665	0.3427844	0.29162598	0.04246092	-0.04246092	-0.42326498	35_24882	"Cluster: Hypothetical protein P0437H03.127; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0437H03.127 - Oryza sativa (japonica cultivar"	UniRef90_Q7F8R5	"CHR2V7|COORD:9508099..9509158| similar to Os02g0193900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001046173.1); similar to mediator of RNA"	AT2G22370.1	CHR02V5|COORD:5228731..5231338|protein mediator of RNA polymerase II transcription, subunit 18, putative, expressed	LOC_Os02g10050.1	" no descriptionvery weakly similar to (52.8)AT2G22370| Symbols:  | similar to Os02g0193900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001046173.1); similar to mediator of RNA polymerase II transcription, subunit 18 homolog [Xenopus tropicalis] (GB:NP_001017086.1); contains domain Thiamin pyrophosphokinase, catalytic domain (SSF63999) | chr2:9508099-9509158 REVERSE"	not assigned.unknown	35_2

CUST_171097_PI403524517	2	0.024944305	0.21853828	-0.047236443	-0.10517216	-0.004555702	0.004556656	35_47659	"Cluster: Immediate early protein homolog; n=1; Plasmodium yoelii yoelii|Rep: Immediate early protein homolog - Plasmodium yoelii yoelii"	UniRef90_Q7RIA9		0	CHR07V5|COORD:23539013..23542381|protein zinc finger, C2H2 type family protein, expressed	LOC_Os07g39310.1	no descriptionKeratin_B2	not assigned.unknown	35_2

CUST_84356_PI403524517	2	0.099494934	0.79157495	0.14534616	-0.09949541	-0.17232323	-0.40054417	35_24170	"Cluster: Peptide transporter PTR2, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Peptide transporter PTR2, putative, expressed - Oryza s"	UniRef90_Q10PG1	"CHR2V7|COORD:487541..489706| ATPTR2-B (NITRATE TRANSPORTER 1); transporter"	AT2G02040.1	CHR03V5|COORD:7130453..7126391|protein peptide transporter PTR2, putative, expressed	LOC_Os03g13250.1	" no descriptionmoderately similar to ( 333)AT2G02040| Symbols: PTR2-B, NTR1, ATPTR2-B | ATPTR2-B (NITRATE TRANSPORTER 1); transporter | chr2:487541-489706 FORWARDnot assigned PTR2 PTR2 tppB PRK10207 "	transport.peptides and oligopeptides	34_13

CUST_42189_PI403524517	2	0.03818798	-0.359766	0.008532524	-0.029690742	0.066949844	-0.008532524	35_12127	Rep: OSIGBa0092E01.12 protein - Oryza sativa (Rice)	UniRef90_Q01IC3	"CHR3V7|COORD:5013449..5015284| similar to zinc finger protein-related [Arabidopsis thaliana] (TAIR:AT5G63740.1); similar to unknown protein"	AT3G14900.1	CHR04V5|COORD:24675262..24677407|protein expressed protein	LOC_Os04g42030.1	" no descriptionmoderately similar to ( 236)AT3G14900| Symbols:  | similar to zinc finger protein-related [Arabidopsis thaliana] (TAIR:AT5G63740.1); similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G17160.1); similar to Os04g0497900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001053209.1); similar to OSIGBa0092E01.12 [Oryza sativa (indica cultivar-group)] (GB:CAH67517.1); similar to hypothetical protein [Plasmodium falciparum 3D7] (GB:NP_703434.1); contains domain gb def: Arabidopsis thaliana genomic DNA, chromosome 3, TAC clone:K15M2 (PTHR12839:SF1); contains domain FAMILY NOT NAMED (PTHR12839) | chr3:5013449-5015284 REVERSE"	not assigned.unknown	35_2

CUST_15330_PI404877155	2	-0.009269714	0.16152763	-0.020771027	0.009268761	0.07929325	-0.12526798	Contig9181_at	carnitine racemase like protein [Arabidopsis thaliana]	AAM63923.1	enoyl-CoA hydratase/isomerase family protein	At4g14430.1	protein probable carnitine racemase - Arabidopsis thaliana	Os05g45300	enoyl-CoA hydratase/isomerase family	lipid metabolism.lipid degradation.beta-oxidation.enoyl CoA hydratase	11_9_4_03

CUST_77033_PI403524517	2	0.017534256	0.21741486	-0.19095802	0.009313583	-0.112475395	-0.009313583	35_22080	"Cluster: Os01g0773600 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0773600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JIW3	CHR5V7|COORD:17569479..17573750| glycoside hydrolase family 47 protein	AT5G43710.1	CHR01V5|COORD:33025872..33036119|protein ER degradation-enhancing alpha-mannosidase-like 1, putative, expressed	LOC_Os01g56670.3	no description	not assigned.unknown	35_2

CUST_97731_PI403524517	2	-0.023511887	0.45960617	0.033140182	0.02351284	-0.09040642	-0.08912563	35_27905	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_152461_PI403524517	2	-0.069542885	-0.03272438	0.18040943	0.03272438	0.07734251	-0.23384619	35_42614	"Cluster: Hypothetical protein OSJNBb0108E17.2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0108E17.2 - Oryza sativa (japonica cu"	UniRef90_Q6L4X7	CHR4V7|COORD:6952794..6954237| hydroxyproline-rich glycoprotein family protein	AT4G11430.1	CHR05V5|COORD:25070696..25074449|protein cysteine proteinase RD21a precursor, putative, expressed	LOC_Os05g43230.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_33431_PI399408534	2	0.32442284	0.17995167	-0.17995167	-0.22588062	-0.59779453	0.18265247	35_26428	"Cluster: Putative transcriptional corepressor LEUNIG; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative transcriptional corepressor LEUNIG - Oryza sativ"	UniRef90_Q5VRV5	CHR4V7|COORD:15707869..15713365| LUG (LEUNIG)	AT4G32551.1	CHR01V5|COORD:3972721..3981724|protein transcriptional corepressor LEUNIG, putative, expressed	LOC_Os01g08190.5	 no descriptionweakly similar to ( 143)AT4G32551| Symbols: RON2, LUG | LUG (LEUNIG) | chr4:15707869-15713365 FORWARDnot assigned not assigned Metallothio Metallothionein 	RNA.regulation of transcription.LUG	27_3_58

CUST_96668_PI403524517	2	0.26392508	-0.598341	0.050057888	0.11913586	-0.41262722	-0.05005741	35_27610	"Cluster: Putative pentatricopeptide (PPR) repeat-containing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative pentatricopeptide (PPR)"	UniRef90_Q6H7X0	CHR2V7|COORD:14814668..14817243| pentatricopeptide (PPR) repeat-containing protein	AT2G35130.1	CHR02V5|COORD:3797662..3800985|protein expressed protein	LOC_Os02g07360.1	no descriptionmoderately similar to ( 212)AT2G35130| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr2:14814668-14817243 REVERSEvery weakly similar to (65.5)RF1_ORYSAnot assigned PRK12678	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_87541_PI403524517	2	0.31964493	-0.19475651	-0.03279257	0.032793045	0.19511223	-0.037296295	35_25061	"Cluster: DNA gyrase subunit B, chloroplast/mitochondrial precursor; n=2; Oryza sativa|Rep: DNA gyrase subunit B, chloroplast/mitochondrial precursor - Oryza sat"	UniRef90_Q5NBJ3	CHR5V7|COORD:1122085..1128032| DNA topoisomerase, ATP-hydrolyzing, putative / DNA topoisomerase II, putative / DNA gyrase, putative	AT5G04130.1	CHR01V5|COORD:9222015..9233861|protein DNA gyrase subunit B, putative, expressed	LOC_Os01g16290.2	 no descriptionmoderately similar to ( 259)AT5G04130| Symbols:  | DNA topoisomerase, ATP-hydrolyzing, putative / DNA topoisomerase II, putative / DNA gyrase, putative | chr5:1122085-1128032 REVERSEmoderately similar to ( 346)GYRB_ORYSAnot assigned not assigned not assigned gyrB PRK05559 GyrB TOP2c HATPase_c HATPase_c HATPase_c 	DNA.synthesis/chromatin structure	28_1

CUST_117070_PI403524517	2	0.12698078	0.10653782	0.015246391	-0.13941193	-0.07580662	-0.015246391	35_33179	"Cluster: Hypothetical protein OSJNBa0050H14.18; n=3; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0050H14.18 - Oryza sativa (japonica"	UniRef90_Q8GRU4		0	CHR03V5|COORD:4182429..4189420|protein ataxin-2 C-terminal region family protein, expressed	LOC_Os03g08270.6	no description	not assigned.unknown	35_2

CUST_130902_PI403524517	2	0.33890057	0.29000187	-0.03357649	-0.75189495	-0.54512596	0.03357649	35_36765	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_79325_PI403524517	2	0.17333317	0.29963875	0.18022442	-0.38443756	-0.28524017	-0.17333412	35_22755	"Cluster: BGGP Beta-1-3-galactosyl-O-glycosyl-glycoprotein; n=8; Triticeae|Rep: BGGP Beta-1-3-galactosyl-O-glycosyl-glycoprotein - Triticum"	UniRef90_Q5BHS4	CHR5V7|COORD:4871823..4873457| glycosyltransferase family 14 protein / core-2/I-branching enzyme family protein	AT5G15050.1	CHR12V5|COORD:27402631..27404909|protein BGGP Beta-1-3-galactosyl-O-glycosyl-glycoprotein, putative, expressed	LOC_Os12g44240.1	no descriptionvery weakly similar to (83.6)AT5G15050| Symbols:  | glycosyltransferase family 14 protein / core-2/I-branching enzyme family protein | chr5:4871823-4873457 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Branch Atrophin-1 AF-4 PRK12678 PRK12323	misc.UDP glucosyl and glucoronyl transferases	26_2

CUST_97886_PI403524517	2	0.099122524	0.65022373	-0.095819	-0.26866007	-0.50391674	0.09581947	35_27950	"Cluster: Putative cyclin D1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative cyclin D1 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69S43	"CHR1V7|COORD:26443678..26445643| CYCD1;1 (CYCLIN D1;1); cyclin-dependent protein kinase regulator"	AT1G70210.1	CHR07V5|COORD:22170238..22167817|protein CYCD6, putative, expressed	LOC_Os07g37010.2	"no descriptionvery weakly similar to (63.5)AT2G22490| Symbols: CYCD2;1 | CYCD2;1 (CYCLIN D2;1); cyclin-dependent protein kinase regulator/ protein binding | chr2:9561237-9562953 REVERSEnot assigned not assigned not assigned not assigned not assigned Cyclin_N CYCLIN TT_ORF1"	cell.cycle	31_3

CUST_8582_PI399408534	2	0.039277077	-0.460474	-0.046715736	0.17072582	0.08624554	-0.039277077	35_50133	"Cluster: Putative RNA binding protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative RNA binding protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XIT8	CHR1V7|COORD:8260854..8262639| MAK16 protein-related	AT1G23280.1	CHR07V5|COORD:9970672..9974492|protein MAK16-like protein RBM13, putative, expressed	LOC_Os07g16950.3	no descriptionmoderately similar to ( 274)AT1G23280| Symbols:  | MAK16 protein-related | chr1:8260854-8262639 REVERSEnot assigned Mak16 MAK16	RNA.regulation of transcription.unclassified	27_3_99

CUST_99648_PI403524517	2	0.41888237	0.055306435	0.31169653	-0.055305958	-0.15049505	-0.40732145	35_28446	Rep: Os02g0190000 protein - Oryza sativa (japonica cultivar-group)	UniRef90_Q0E377	CHR3V7|COORD:10595158..10600012| ABC transporter family protein	AT3G28345.1	CHR02V5|COORD:4998036..4988648|protein multidrug resistance protein 13, putative, expressed	LOC_Os02g09720.1	no descriptionmoderately similar to ( 318)AT3G28345| Symbols:  | ABC transporter family protein | chr3:10595158-10600012 REVERSEmoderately similar to ( 365)MDR_ORYSAnot assigned not assigned ABC_membrane MdlB SunT	transport.ABC transporters and multidrug resistance systems	34_16

CUST_157187_PI403524517	2	0.32043266	0.07684755	-0.0030822754	0.0030817986	-0.42311954	-0.34745216	35_43897	"Cluster: Putative organic cation transporter; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative organic cation transporter - Oryza sativa (japonica cult"	UniRef90_Q6YTU9	CHR3V7|COORD:4176873..4178875| transporter-related	AT3G13050.1	CHR07V5|COORD:23083460..23079483|protein SV2 related protein, putative, expressed	LOC_Os07g38400.1	no descriptionweakly similar to ( 101)AT3G13050| Symbols:  | transporter-related | chr3:4176873-4178875 FORWARDnot assigned	transport.misc	34_99

CUST_33134_PI403524517	2	0.0141325	-0.9402065	-0.04161167	0.08421326	0.07239056	-0.014133453	35_9554	"Cluster: Hypothetical protein OSJNBb0026D20.9; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0026D20.9 - Oryza sativa (japonica cu"	UniRef90_Q6Z0W7	CHR3V7|COORD:5084401..5085830| similar to Os02g0307800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001046643.1)	AT3G15110.1	CHR02V5|COORD:12086013..12089348|protein expressed protein	LOC_Os02g20490.1	no descriptionweakly similar to ( 121)AT3G15110| Symbols:  | similar to Os02g0307800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001046643.1) | chr3:5084401-5085830 REVERSEnot assigned not assigned not assigned PRK12323 PRK07764 Atrophin-1 PRK07003	not assigned.unknown	35_2

CUST_17515_PI404877155	2	0.020010471	0.9717288	0.044036865	-0.16062593	-1.0220013	-0.020010471	HV_CEa0013E09r2_at	OSJNBb0103I08.15 [Oryza sativa (japonica cultivar-group)] ref|XP_473374.1| OSJNBb0103I08.15 [Oryza sativa (japonica cultivar-group)] gb|AAS4	CAE04269.2	transporter, putative	At5g24380.1	protein transposon protein, putative, unclassified	Os04g45900	NONE	transport.metal	34_12

CUST_29831_PI403524517	2	-0.03055191	-0.09694672	0.19853878	-0.1444807	0.03055191	0.21292686	35_8612	"Cluster: Os05g0445900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0445900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DHS4	CHR5V7|COORD:1310672..1318092| DME (DEMETER)	AT5G04560.1	CHR05V5|COORD:21813723..21803108|protein hhH-GPD superfamily base excision DNA repair protein, expressed	LOC_Os05g37410.1	 no descriptionmoderately similar to ( 314)AT5G04560| Symbols: DME1, DME | DME (DEMETER) | chr5:1309787-1318092 FORWARD	DNA.repair	28_2

CUST_79105_PI403524517	2	0.18734741	-1.5661592	-0.19290066	-0.014573097	0.014573097	0.17975712	35_22692	"Cluster: Os01g0896300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0896300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JGY5	CHR1V7|COORD:24323569..24327542| FAS1 (FASCIATA 1)	AT1G65470.1	CHR01V5|COORD:39280512..39286189|protein expressed protein	LOC_Os01g67100.1	 no descriptionweakly similar to ( 104)AT1G65470| Symbols: NFB2, FAS1 | FAS1 (FASCIATA 1) | chr1:24323569-24327542 REVERSEnot assigned 	DNA.synthesis/chromatin structure	28_1

CUST_26610_PI399408534	2	0.055896282	-0.8023529	-0.7649617	0.14936113	0.6562371	-0.05589676	35_21853	"Cluster: CBF1-like protein BCBF1; n=2; Hordeum vulgare subsp. vulgare|Rep: CBF1-like protein BCBF1 - Hordeum vulgare var. distichum (Two-rowed barley)"	UniRef90_Q9AXQ1	"CHR4V7|COORD:13018363..13019013| DREB1A (DEHYDRATION RESPONSE ELEMENT B1A); DNA binding / transcription factor/ transcriptional activator"	AT4G25480.1	CHR09V5|COORD:20395724..20394743|protein dehydration-responsive element-binding protein 1B, putative, expressed	LOC_Os09g35010.1	" no descriptionvery weakly similar to (94.0)AT4G25480| Symbols: CBF3, DREB1, DREB1A | DREB1A (DEHYDRATION RESPONSE ELEMENT B1A); DNA binding / transcription factor/ transcriptional activator | chr4:13018363-13019013 REVERSEnot assigned AP2 AP2 AP2 "	RNA.regulation of transcription.AP2/EREBP, APETALA2/Ethylene-responsive element binding protein family	27_3_3

CUST_153621_PI403524517	2	0.0712738	0.72026014	0.2680273	-0.13121223	-0.0712738	-0.12197828	35_42933	"Cluster: Putative DNA replication licensing factor MCM2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative DNA replication licensing factor MCM2 - Oryza"	UniRef90_Q69QA6	CHR2V7|COORD:5916322..5920899| minichromosome maintenance family protein / MCM family protein	AT2G14050.1	CHR06V5|COORD:6096661..6086259|protein minichromosome maintenance protein MCM, putative, expressed	LOC_Os06g11500.1	no descriptionmoderately similar to ( 308)AT2G14050| Symbols:  | minichromosome maintenance family protein / MCM family protein | chr2:5916322-5920899 FORWARDvery weakly similar to (56.2)MCM3_MAIZEnot assigned not assigned not assigned not assigned not assigned not assigned MCM2 MCM	DNA.synthesis/chromatin structure	28_1

CUST_23550_PI403524517	2	-0.30661058	0.07555914	0.6320958	0.15466166	-0.07555914	-0.76105785	35_6846	Rep: 4-coumarate--CoA ligase 4CL3 - Lolium perenne (Perennial ryegrass)	UniRef90_Q9M7S1	"CHR1V7|COORD:24171590..24175120| 4CL3 (4-coumarate:CoA ligase 3); 4-coumarate-CoA ligase"	AT1G65060.2	CHR02V5|COORD:4280496..4285928|protein 4-coumarate--CoA ligase 1, putative, expressed	LOC_Os02g08100.1	no descriptionvery weakly similar to (50.1)4CL2_TOBAC4-coumarate--CoA ligase 2 - Nicotiana tabacum (Common tobacco)	secondary metabolism.phenylpropanoids.lignin biosynthesis.4CL	16_2_1_3

CUST_59713_PI403524517	2	0.14041615	-0.4001913	-0.10868645	-0.014482498	0.067998886	0.014482498	35_17024	"Cluster: RNA recognition motif family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: RNA recognition motif family protein, expressed - Ory"	UniRef90_Q2R134	"CHR1V7|COORD:5951835..5954818| UBP1B (OLIGOURIDYLATE BINDING PROTEIN 1B); mRNA 3'-UTR binding"	AT1G17370.1	CHR11V5|COORD:23674297..23669347|protein nucleolysin TIAR, putative, expressed	LOC_Os11g40510.1	" no descriptionhighly similar to ( 505)AT1G17370| Symbols: UBP1B | UBP1B (OLIGOURIDYLATE BINDING PROTEIN 1B); mRNA 3'-UTR binding | chr1:5951835-5954818 REVERSEvery weakly similar to (84.7)ROC1_NICSY29 kDa ribonucleoprotein A, chloroplast precursor - Nicotiana sylvestris (Wood tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG0724 RRM RRM_1 "	RNA.RNA binding	27_4

CUST_66109_PI403524517	2	0.0026454926	0.18256378	0.1391592	-0.18529701	-0.14857197	-0.0026445389	35_18879	"Cluster: Os02g0596100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os02g0596100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DZV5	CHR1V7|COORD:4469332..4472773| EMB1745 (EMBRYO DEFECTIVE 1745)	AT1G13120.1	CHR02V5|COORD:23134470..23126159|protein EMB1745, putative, expressed	LOC_Os02g38250.1	no descriptionweakly similar to ( 172)AT1G13120| Symbols: EMB1745 | EMB1745 (EMBRYO DEFECTIVE 1745) | chr1:4469332-4472773 REVERSEnot assigned not assigned not assigned not assigned GLE1 TolA tolA TolA Caldesmon	development.unspecified	33_99

CUST_179265_PI403524517	2	0.012796402	-0.012796879	0.012938023	-0.19271183	0.025071621	-0.18936348	35_49857	"Cluster: Os05g0566500 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0566500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DFW6	CHR4V7|COORD:11217008..11218783| translation initiation factor	AT4G20980.2	CHR05V5|COORD:28120955..28118814|protein eukaryotic translation initiation factor 3 subunit 7, putative, expressed	LOC_Os05g49150.1	no descriptionvery weakly similar to (59.3)AT4G20980| Symbols:  | translation initiation factor | chr4:11217008-11218783 FORWARDnot assigned eIF-3_zeta	protein.synthesis.initiation	29_2_3

CUST_48705_PI403524517	2	0.056072235	-0.50045395	-0.1126461	0.04024315	0.07622337	-0.040245056	35_13910	Rep: Histone H2A - Zea mays (Maize)	UniRef90_P40280	CHR5V7|COORD:575435..576454| histone H2A, putative	AT5G02560.1	CHR03V5|COORD:9478877..9477951|protein histone H2A, putative, expressed	LOC_Os03g17100.1	 no descriptionweakly similar to ( 151)AT5G02560| Symbols:  | histone H2A, putative | chr5:575435-576454 FORWARDweakly similar to ( 161)H2A_PETCRHistone H2A - Petroselinum crispum (Parsley) (Petroselinum hortense)not assigned not assigned not assigned not assigned not assigned not assigned H2A H2A HTA1 Histone PRK12678 DUF566 	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_97625_PI403524517	2	0.5130744	-0.045858383	0.045858383	0.15373564	-0.11388683	-0.24896765	35_27877	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_12960_PI404877155	2	0.21101284	0.18140507	-0.3883791	-0.19272137	-0.023785591	0.023784637	Contig6698_at	24-methylene lophenol C24(1)methyltransferase [Oryza sativa]	AAC34989.1	S-adenosyl-methionine- sterol-C-methyltransferase	At1g20330.1	protein expressed protein	Os03g04340	sterol-C-methyltransferase/24-methylene lophenol C24(1)methyltransferase	lipid metabolism.'exotics' (steroids, squalene etc)	11_8

CUST_134716_PI403524517	2	-0.14694595	-0.008254051	0.057674408	-0.13059807	0.020396233	0.0082530975	35_37796	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_81042_PI403524517	2	-0.05662918	-0.03576088	0.17947006	0.007893562	0.14266014	-0.007893562	35_23246	"Cluster: Putative ABC transporter; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative ABC transporter - Oryza sativa (japonica cultivar-group)"	UniRef90_Q851S1	CHR2V7|COORD:16744763..16747381| ATATH9 (ABC2 homolog 9)	AT2G40090.1	CHR03V5|COORD:27940401..27938468|protein ABC1 protein At2g40090 precursor, putative, expressed	LOC_Os03g49140.1	no descriptionweakly similar to ( 191)AT2G40090| Symbols: ATATH9 | ATATH9 (ABC2 homolog 9) | chr2:16744763-16747381 REVERSEnot assigned	not assigned.no ontology.ABC1 family protein	35_1_1

CUST_75954_PI403524517	2	-0.04293537	-0.6965904	0.2038145	0.04293537	0.42960548	-0.123604774	35_21773	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q9FRF5	CHR4V7|COORD:11491531..11491926| glycine-rich protein	AT4G21620.1	CHR03V5|COORD:26695971..26696866|protein cold shock protein-1, putative, expressed	LOC_Os03g47270.1	no descriptionvery weakly similar to (82.4)AT4G21620| Symbols:  | glycine-rich protein | chr4:11491531-11491926 FORWARDnot assigned not assigned	not assigned.unknown	35_2

CUST_16836_PI404877155	2	0.0029296875	0.15107584	-0.0029301643	-0.8619871	-1.2897277	0.095505714	HM03E04u_at	0	0	0	0	protein SRF-type transcription factor (DNA-binding and dimerisation domain), putative	Os06g49840	MADS box transcription factor	RNA.regulation of transcription.MADS box transcription factor family	27_3_24

CUST_60373_PI403524517	2	0.46553516	-0.10544586	-0.5660143	0.9605379	-0.15676022	0.10544491	35_17214	0	0	"CHR5V7|COORD:21352137..21354113| BETA-OHASE 2 (BETA-CAROTENE HYDROXYLASE 2); beta-carotene hydroxylase"	AT5G52570.1	CHR03V5|COORD:1417543..1414701|protein beta-carotene hydroxylase, putative, expressed	LOC_Os03g03370.1	no description	not assigned.unknown	35_2

CUST_108088_PI403524517	2	0.01743126	-0.20399475	-0.01743126	0.12557125	0.03284836	-0.08321476	35_30751	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10SF2	CHR1V7|COORD:25812961..25813793| AGP19/ATAGP19 (ARABINOGALACTAN-PROTEIN 19)	AT1G68725.1	CHR03V5|COORD:1398126..1399331|protein expressed protein	LOC_Os03g03320.1	no descriptionPRK12323 PRK07764	not assigned.unknown	35_2

CUST_58311_PI403524517	2	0.18514442	-0.4798708	-0.030225754	0.24176311	0.030225754	-0.10820007	35_16630	"Cluster: Hypothetical protein OSJNBb0053D02.19; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0053D02.19 - Oryza sativa (japonica"	UniRef90_Q6AUF2	0	0	CHR05V5|COORD:28047932..28045145|protein expressed protein	LOC_Os05g49060.1	no descriptionDUF561	not assigned.unknown	35_2

CUST_40857_PI403524517	2	0.13189316	-0.045596123	0.045596123	-0.10329914	0.09960556	-0.07839775	35_11750	"Cluster: Probable N6-adenosine-methyltransferase MT-A70-like; n=1; Oryza sativa|Rep: Probable N6-adenosine-methyltransferase MT-A70-like - Oryza sativa (Rice)"	UniRef90_Q6EU10	"CHR4V7|COORD:6619943..6623308| EMB1706 (EMBRYO DEFECTIVE 1706); S-adenosylmethionine-dependent methyltransferase"	AT4G10760.1	CHR02V5|COORD:27354548..27359916|protein N6-adenosine-methyltransferase MT-A70-like protein, putative, expressed	LOC_Os02g45110.1	"no descriptionmoderately similar to ( 210)AT4G10760| Symbols: EMB1706 | EMB1706 (EMBRYO DEFECTIVE 1706); S-adenosylmethionine-dependent methyltransferase | chr4:6619943-6623308 REVERSEmoderately similar to ( 366)MTA70_ORYSAnot assigned"	C1-metabolism	25

CUST_131191_PI403524517	2	0.016780853	-0.28262043	-0.0167799	-0.030656815	0.139822	0.04101181	35_36847	"Cluster: Os07g0577300 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os07g0577300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D572	CHR3V7|COORD:4425491..4427291| glycosyl hydrolase family 17 protein	AT3G13560.3	CHR07V5|COORD:23342395..23347029|protein glucan endo-1,3-beta-glucosidase 4 precursor, putative, expressed	LOC_Os07g38930.1	 no descriptionmoderately similar to ( 257)AT3G13560| Symbols:  | glycosyl hydrolase family 17 protein | chr3:4425491-4427291 REVERSEweakly similar to ( 132)E13B_WHEATGlucan endo-1,3-beta-glucosidase precursor - Triticum aestivum (Wheat)X8 Glyco_hydro_17 	misc.beta 1,3 glucan hydrolases	26_4

CUST_68756_PI403524517	2	-0.016727448	-0.6447625	-0.2858944	0.12904358	0.226614	0.016727448	35_19669	"Cluster: Hypothetical protein P0034A04.101-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0034A04.101-1 - Oryza sativa (japonica"	UniRef90_Q7XI67	CHR3V7|COORD:2679654..2686163| D-alanine--D-alanine ligase family	AT3G08840.2	CHR07V5|COORD:29390754..29400210|protein D-alanine-D-alanine ligase, putative, expressed	LOC_Os07g49110.1	no descriptionmoderately similar to ( 404)AT3G08840| Symbols:  | D-alanine--D-alanine ligase family | chr3:2680574-2686163 REVERSEddl ddl DdlA Dala_Dala_lig_C	not assigned.no ontology	35_1

CUST_12694_PI399408534	2	0.113702774	-0.8590107	-0.1637888	0.066179276	0.32360744	-0.066179276	35_3918	"Cluster: Genomic DNA, chromosome 5, TAC clone:K21L13; n=3; Arabidopsis thaliana|Rep: Genomic DNA, chromosome 5, TAC clone:K21L13 - Arabidopsis thaliana (Mouse-e"	UniRef90_Q9LSL1	"CHR5V7|COORD:26254363..26256130| BHLH093 (BETA HLH PROTEIN 93); DNA binding / transcription factor"	AT5G65640.1	CHR03V5|COORD:1964847..1962636|protein DNA binding protein, putative, expressed	LOC_Os03g04310.1	no descriptionweakly similar to ( 150)AT5G65640| Symbols: BHLH093 | BHLH093 (BETA HLH PROTEIN 93) | chr5:26254363-26255861 FORWARD	RNA.regulation of transcription.bHLH,Basic Helix-Loop-Helix family	27_3_6

CUST_131487_PI403524517	2	0.09586239	0.2870922	-0.38551903	0.35498285	-0.09586191	-0.1443243	35_36927	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_95539_PI403524517	2	-0.021478653	0.062223434	0.021478653	-0.05403328	-0.09681797	0.055631638	35_27304	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_41664_PI403524517	2	0.40416002	0.12238121	0.007698059	-0.04580593	-0.11479759	-0.0076975822	35_11972	"Cluster: Os08g0150500 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os08g0150500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J809	CHR1|COORD:30420729..30423183| F-box protein-related, contains weak hit to Pfam PF00646: F-box domain	AT1G80960.3	CHR08V5|COORD:2900951..2898272|protein F-box domain containing protein	LOC_Os08g05460.1	no descriptionvery weakly similar to (55.1)AT1G80960| Symbols:  | F-box protein-related | chr1:30420957-30423112 FORWARD	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_169825_PI403524517	2	-0.07988405	0.5271292	0.079883575	-0.13738823	0.5156646	-0.27745485	35_47304	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_36639_PI403524517	2	-0.008313179	0.3807783	-8.211136E-4	-0.09237766	0.01938057	8.211136E-4	35_10562	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_8121_PI404877155	2	-0.025553703	-1.4084935	0.026847363	0.8951483	-0.43645334	0.025553703	Contig23948_at	raffinose synthase family protein / seed imbibition protein, putative (din10) [Arabidopsis thaliana]	NP_197525.1	raffinose synthase family protein / seed imbibition protein, putative (din10)	At5g20250.2	protein imbibition protein homolog, putative	Os06g07600	NONE	minor CHO metabolism.raffinose family.raffinose synthases.putative	3_1_2_02

CUST_78617_PI403524517	2	-1.077652E-4	0.13142776	-0.07228279	1.077652E-4	-0.11016464	0.08243084	35_22542	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_85032_PI403524517	2	0.05988407	-0.71001244	-0.18285465	-0.011370659	0.083376884	0.011370659	35_24361	Rep: Hypothetical protein OJ1111_B11.20 - Oryza sativa (Rice)	UniRef90_Q94GE0	CHR5V7|COORD:23837804..23840325| protein kinase-related	AT5G59010.1	CHR03V5|COORD:34602277..34607157|protein TPR-containing protein kinase, putative, expressed	LOC_Os03g61010.1	no descriptionvery weakly similar to (99.4)AT5G59010| Symbols:  | ATP binding / binding / protein kinase | chr5:23837804-23839725 REVERSEnot assigned	protein.postranslational modification	29_4

CUST_166967_PI403524517	2	0.0062446594	-0.006245613	-0.06394768	0.09826851	0.03216648	-0.023085594	35_46511	0	0	CHR1V7|COORD:23241239..23242177| invertase/pectin methylesterase inhibitor family protein	AT1G62760.1	0	0	no description	not assigned.unknown	35_2

CUST_100834_PI403524517	2	-0.02582264	0.20382977	0.20844746	0.008752823	-0.008752823	-0.21374989	35_28777	Rep: Phytochelatin synthetase - Triticum aestivum (Wheat)	UniRef90_Q6T252	CHR5V7|COORD:24528692..24531158| COB (COBRA)	AT5G60920.1	CHR05V5|COORD:18641761..18638118|protein COBRA-like protein 4 precursor, putative, expressed	LOC_Os05g32110.4	no descriptionmoderately similar to ( 307)AT5G60920| Symbols: COB | COB (COBRA) | chr5:24528692-24531158 REVERSEmoderately similar to ( 378)COBL3_ORYSAPhytochel_synth	cell wall.cellulose synthesis	10_2

CUST_74656_PI403524517	2	-0.004804611	-0.20612812	-0.13329506	0.524313	0.08685017	0.004804611	35_21406	"Cluster: Os07g0658100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0658100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D3Z2	CHR1|COORD:3532429..3535132| expressed protein	AT1G10660.1	CHR07V5|COORD:27703496..27699818|protein expressed protein	LOC_Os07g46430.2	"no descriptionmoderately similar to ( 214)AT2G47115| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G10660.1); similar to Os07g0658100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001060517.1); similar to predicted protein [Medicago truncatula] (GB:ABE82402.1) | chr2:19352446-19353934 REVERSEnot assigned PRK07764 PRK12323"	not assigned.unknown	35_2

CUST_17102_PI399408534	2	0.32131958	-0.03682804	-0.31325054	-0.11483574	0.03682804	0.052297115	35_12873	"Cluster: Protein kinase domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Protein kinase domain containing protein, express"	UniRef90_Q10SE3	CHR1V7|COORD:195980..198383| protein kinase family protein	AT1G01540.2	CHR03V5|COORD:1435807..1439740|protein BRASSINOSTEROID INSENSITIVE 1-associated receptor kinase 1 precursor, putative, expressed	LOC_Os03g03410.1	no descriptionweakly similar to ( 137)AT1G01540| Symbols:  | protein kinase family protein | chr1:195980-198383 FORWARDvery weakly similar to (58.9)PSKR_DAUCAPhytosulfokine receptor precursor - Daucus carota (Carrot)not assigned	signalling.receptor kinases.DUF 26	30_2_17

CUST_84052_PI403524517	2	0.24312878	0.24359512	0.44347763	-0.24312973	-0.5569296	-0.53314304	35_24088	"Cluster: OSJNBb0020O11.7 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBb0020O11.7 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XU70	CHR4V7|COORD:9334895..9335906| histidine triad family protein / HIT family protein	AT4G16566.1	CHR04V5|COORD:26538208..26533115|protein aprataxin, putative, expressed	LOC_Os04g45280.2	no descriptionweakly similar to ( 180)AT4G16566| Symbols:  | histidine triad family protein / HIT family protein | chr4:9334895-9335906 REVERSEnot assigned not assigned aprataxin_related PKCI_related HIT_like	nucleotide metabolism	23

CUST_34672_PI399408534	2	0.28305864	0.08973646	0.3680992	-0.089735985	-0.13416004	-0.109399796	35_19265	Rep: Kinase-like protein - Oryza sativa (Rice)	UniRef90_Q9AV92	"CHR3V7|COORD:10069648..10073640| GTE8 (GLOBAL TRANSCRIPTION FACTOR GROUP E8); DNA binding"	AT3G27260.1	CHR02V5|COORD:23548513..23543306|protein global transcription factor group E, putative, expressed	LOC_Os02g38980.2	"no descriptionvery weakly similar to (56.2)AT3G27260| Symbols: GTE8 | GTE8 (GLOBAL TRANSCRIPTION FACTOR GROUP E8); DNA binding | chr3:10069648-10073640 FORWARDnot assigned"	RNA.regulation of transcription.Global transcription factor group	27_3_52

CUST_11610_PI404877155	2	-0.027100563	0.62526035	0.16456509	-0.1186676	-0.055506706	0.027100563	Contig5283_at	putative tubby-like protein [Oryza sativa (japonica cultivar-group)]	NP_916882.1	F-box family protein / tubby family protein (TULP7)	At1g53320.1	protein Tub family, putative	Os05g43850	"3.1_Homeodomain   T00128 HOXA4;"	RNA.regulation of transcription.TUB transcription factor family	27_3_31

CUST_94278_PI403524517	2	0.055402756	0.57028866	0.098358154	-0.2247057	-0.92725897	-0.055402756	35_26952	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_167319_PI403524517	2	0.08207512	-0.08657646	-0.045348167	0.041960716	0.13580036	-0.041960716	35_46604	"Cluster: Hydroxyproline-rich glycoprotein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hydroxyproline-rich glycoprotein-like - Oryza sativa (japonica"	UniRef90_Q5JLQ2	CHR3V7|COORD:20976084..20978654| hydroxyproline-rich glycoprotein family protein	AT3G56590.1	CHR01V5|COORD:41535561..41530696|protein RING zinc finger protein, putative, expressed	LOC_Os01g71220.1	no description	not assigned.unknown	35_2

CUST_35322_PI403524517	2	0.08264923	0.027228355	-0.0325346	-0.15057659	-0.02722931	0.0365963	35_10183	"Cluster: Hypothetical protein OJ1506_A04.1-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1506_A04.1-1 - Oryza sativa (japonica cult"	UniRef90_Q6K4F7	"CHR4V7|COORD:15971704..15972345| Identical to Uncharacterized protein At4g33100 [Arabidopsis Thaliana] (GB:Q9SMZ9;GB:Q680I9); similar to Os09g0361700 [Oryza"	AT4G33100.1	CHR09V5|COORD:11820424..11817397|protein expressed protein	LOC_Os09g19750.2	"no descriptionvery weakly similar to (50.1)AT4G33100| Symbols:  | Identical to Uncharacterized protein At4g33100 [Arabidopsis Thaliana] (GB:Q9SMZ9;GB:Q680I9); similar to Os09g0361700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001062985.1); similar to p53-inducible cell-survival factor [Xenopus tropicalis] (GB:NP_001016268.1); contains InterPro domain Protein of unknown function UPF0203; (InterPro:IPR007918) | chr4:15971704-15972345 FORWARD"	not assigned.unknown	35_2

CUST_85158_PI403524517	2	0.13183117	0.23743534	0.07014418	-0.22531366	-0.1789794	-0.07014465	35_24399	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10PV8	0	0	CHR03V5|COORD:6269843..6274478|protein expressed protein	LOC_Os03g12010.1	no descriptionnot assigned SprT	not assigned.unknown	35_2

CUST_117692_PI403524517	2	-0.10677338	0.3147726	-0.07454109	-0.03361988	0.03749752	0.03361988	35_33343	"Cluster: Os02g0168000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0168000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E3L5	"CHR1V7|COORD:7666848..7667570| UREF (UREASE ACCESSORY PROTEIN F); nickel ion binding"	AT1G21840.1	CHR02V5|COORD:3674670..3677975|protein urease accessory protein F, putative, expressed	LOC_Os02g07150.3	"no descriptionvery weakly similar to (69.3)AT1G21840| Symbols: UREF | UREF (UREASE ACCESSORY PROTEIN F); nickel ion binding | chr1:7666848-7667570 FORWARD"	N-metabolism.misc	12_4

CUST_158885_PI403524517	2	0.29876232	0.020766258	-0.020765781	0.34690762	-0.3454795	-0.2879572	35_44353	"Cluster: Hypothetical protein OJ1212_C10.14; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1212_C10.14 - Oryza sativa (japonica cultiv"	UniRef90_Q6AVB6		0	CHR05V5|COORD:7747779..7749728|protein transposon protein, putative, Pong sub-class, expressed	LOC_Os05g13960.2	no description	not assigned.unknown	35_2

CUST_9270_PI403524517	2	0.3212247	0.07568169	-0.16507864	0.25117207	-0.07568121	-0.1404829	35_2607	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_96513_PI403524517	2	0.009654045	0.590641	-0.14325142	0.009290695	-0.011918068	-0.0092897415	35_27564	"AAD23008.1; n=1; Arabidopsis thaliana|Rep: Gb|AAD23008.1 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9FLQ7	CHR4V7|COORD:7758606..7760888| leucine-rich repeat family protein / extensin family protein	AT4G13340.1	CHR07V5|COORD:6386431..6387060|protein circumsporozoite protein precursor, putative	LOC_Os07g11580.1	no description	not assigned.unknown	35_2

CUST_88592_PI403524517	2	0.10260105	-1.286443	-0.102600574	0.6446605	0.711987	-0.42336273	35_25356	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_170300_PI403524517	2	0.17540741	-0.3918867	-0.20816278	0.09354925	0.35807323	-0.09354925	35_47433	"Cluster: Putative zinc-finger protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative zinc-finger protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6AUX6	CHR1V7|COORD:9193722..9195089| zinc finger (C2H2 type) family protein	AT1G26610.1	CHR03V5|COORD:22589751..22595490|protein zinc finger, C2H2 type family protein	LOC_Os03g40710.1	no description	not assigned.unknown	35_2

CUST_175711_PI403524517	2	0.04882908	0.11928463	-0.0488286	0.21090555	-0.5165515	-0.24933815	35_48906	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10BI2	"CHR5V7|COORD:290031..291106| Identical to Protein At5g01750 [Arabidopsis Thaliana] (GB:Q9LZX1;GB:Q8LEK9); similar to unknown protein [Arabidopsis thaliana]"	AT5G01750.2	CHR03V5|COORD:34185146..34184019|protein expressed protein	LOC_Os03g60220.1	"no descriptionweakly similar to ( 112)AT5G01750| Symbols:  | Identical to Protein At5g01750 [Arabidopsis Thaliana] (GB:Q9LZX1;GB:Q8LEK9); similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G11740.1); similar to Protein of unknown function DUF567 [Medicago truncatula] (GB:ABE88873.1); contains InterPro domain Protein of unknown function DUF567; (InterPro:IPR007612) | chr5:290031-291106 FORWARDnot assigned not assigned DUF567"	not assigned.unknown	35_2

CUST_2255_PI399408534	2	-0.86227036	2.5407133	2.2585506	-1.1977806	-0.35843658	0.35843563	35_11690	Rep: AT3g20810/MOE17_10 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q8RWR1	CHR3V7|COORD:7275820..7278150| transcription factor jumonji (jmjC) domain-containing protein	AT3G20810.1	CHR09V5|COORD:18866497..18862285|protein conserved hypothetical protein	LOC_Os09g31380.1	no descriptionmoderately similar to ( 337)AT3G20810| Symbols:  | transcription factor | chr3:7275820-7278188 FORWARDnot assigned not assigned not assigned Cupin_4	RNA.regulation of transcription.JUMONJI family	27_3_57

CUST_5723_PI404877155	2	0.08280134	-0.25605154	0.07838917	0.28411913	-0.3166232	-0.07838917	Contig177_at	UTP--GLUCOSE-1-PHOSPHATE URIDYLYLTRANSFERASE (UDP-GLUCOSE PYROPHOSPHORYLASE) (UDPGP) (UGPASE) pir||JC4785 UTP-glucose-1-phosphate uridylyltr	Q43772	UTP--glucose-1-phosphate uridylyltransferase, putative / UDP-glucose pyrophosphorylase, putative / UGPase, putat	At5g17310.2	protein UTP--glucose-1-phosphate uridylyltransferase	Os09g38030	ribosomal protein L35- cytosolic	glycolysis.UGPase	4_01

CUST_15371_PI403524517	2	0.0068187714	0.15002918	-0.006819725	-0.12506008	-0.118471146	0.15139675	35_4433	"Cluster: F-box domain containing protein, expressed; n=3; Oryza sativa|Rep: F-box domain containing protein, expressed - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XH18	0	0	CHR10V5|COORD:2230121..2227150|protein F-box domain containing protein, expressed	LOC_Os10g04700.2	no description	not assigned.unknown	35_2

CUST_149404_PI403524517	2	0.21365452	-0.11866999	-0.019908905	0.45901823	0.019908428	-0.12766838	35_41794	"Cluster: Putative glycerol 3-phosphate permease; n=2; Oryza sativa|Rep: Putative glycerol 3-phosphate permease - Oryza sativa (Rice)"	UniRef90_Q949F1	CHR1V7|COORD:10824743..10826275| transporter, putative	AT1G30560.1	CHR02V5|COORD:26317491..26320266|protein sugar porter/ transporter, putative, expressed	LOC_Os02g43620.1	 no descriptionvery weakly similar to (99.8)AT4G25220| Symbols:  | transporter, putative | chr4:12921171-12922772 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned TT_ORF1 PRK12678 PRK12323 FAP PRK07764 Herpes_BLLF1 	transporter.membrane system unknown	34_98

CUST_37312_PI403524517	2	0.038214684	-0.03821516	-0.16235495	-0.11228418	0.09710789	0.14767408	35_10750	"Cluster: Os07g0588200 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0588200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D519	CHR1V7|COORD:22496859..22500684| proline-rich family protein	AT1G61080.1	CHR07V5|COORD:23942841..23948769|protein actin binding protein, putative, expressed	LOC_Os07g39920.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 Drf_FH1 PRK07764 PRK05648 PRK10819 Extensin_2 Atrophin-1 PRK07003 DUF1210 DUF605 TonB Gag_spuma FAP Tymo_45kd_70kd DUF1421 tatB Totivirus_coat GP38 PRK08853 GRASP55_65 PRK06958	not assigned.unknown	35_2

CUST_158938_PI403524517	2	0.13156176	0.20353365	0.20316553	-0.16556454	-0.13826084	-0.13156128	35_44366	Rep: Ammonium transporter - Triticum aestivum (Wheat)	UniRef90_Q676V6	"CHR1V7|COORD:24064684..24066228| ATAMT1;2 (AMMONIUM TRANSPORTER 1;2); ammonium transporter"	AT1G64780.1	CHR02V5|COORD:24685015..24687015|protein ammonium transporter 1, member 2, putative, expressed	LOC_Os02g40730.1	"no descriptionweakly similar to ( 172)AT1G64780| Symbols: ATAMT1;2 | ATAMT1;2 (AMMONIUM TRANSPORTER 1;2); ammonium transporter | chr1:24064684-24066228 REVERSEnot assigned Ammonium_transp AmtB PRK10666"	transport.ammonium	34_5

CUST_167531_PI403524517	2	0.24537659	0.97010183	-0.09626198	0.06324053	-0.06324053	-0.2057395	35_46662	0	0		0	CHR08V5|COORD:8545154..8545711|protein retrotransposon protein, putative, Ty3-gypsy subclass	LOC_Os08g14260.1	no description	not assigned.unknown	35_2

CUST_49825_PI403524517	2	0.056488037	-0.043121338	-0.3223567	0.17488194	0.043121815	-0.047921658	35_14226	"Cluster: Protein tyrosine phosphatase, putative, expressed; n=5; Oryza sativa (japonica cultivar-group)|Rep: Protein tyrosine phosphatase, putative, expressed -"	UniRef90_Q10SY1	"CHR3V7|COORD:19360862..19364437| SEX4 (STARCH-EXCESS 4); oxidoreductase/ polysaccharide binding / protein tyrosine/serine/threonine phosphatase"	AT3G52180.1	CHR03V5|COORD:455084..449798|protein protein tyrosine phosphatase, putative, expressed	LOC_Os03g01750.5	" no descriptionmoderately similar to ( 263)AT3G52180| Symbols: ATPTPKIS1, DSP4, SEX4 | SEX4 (STARCH-EXCESS 4); protein tyrosine/serine/threonine phosphatase | chr3:19361552-19364437 REVERSEnot assigned not assigned Tim17 AMPKbeta_GBD_like DSPc E_set_proteins_like DSPc DSPc "	not assigned.no ontology	35_1

CUST_58062_PI403524517	2	-0.016767502	0.016768456	-0.11908913	0.027368546	-0.07179165	0.03077507	35_16557	Rep: Acetyl-coenzyme A carboxylase - Triticum aestivum (Wheat)	UniRef90_O48959	"CHR1V7|COORD:13535408..13544985| ACC1 (ACETYL-COENZYME A CARBOXYLASE 1); acetyl-CoA carboxylase"	AT1G36160.1	CHR05V5|COORD:13000396..12986467|protein acetyl-coenzyme A carboxylase, putative, expressed	LOC_Os05g22940.1	" no descriptionhighly similar to ( 950)AT1G36160| Symbols: AT-ACC1, EMB22, GK, PAS3, ACC1 | ACC1 (ACETYL-COENZYME A CARBOXYLASE 1); acetyl-CoA carboxylase | chr1:13535408-13544985 FORWARDnot assigned not assigned Carboxyl_trans COG4799 "	lipid metabolism.FA synthesis and FA elongation.Acetyl CoA Carboxylation	11_1_1

CUST_178105_PI403524517	2	-0.08824921	0.09478474	0.017129898	-0.027392387	-0.0024118423	0.0024118423	35_49535	Rep: H0717B12.1 protein - Oryza sativa (Rice)	UniRef90_Q01JC1	"CHR4V7|COORD:2024871..2026328| similar to OSJNBa0073L04.1 [Oryza sativa (japonica cultivar-group)] (GB:CAD40662.1); similar to Os04g0410300 [Oryza sativa"	AT4G04190.1	CHR04V5|COORD:20088768..20092109|protein expressed protein	LOC_Os04g33510.2	"no descriptionweakly similar to ( 169)AT4G04190| Symbols:  | similar to OSJNBa0073L04.1 [Oryza sativa (japonica cultivar-group)] (GB:CAD40662.1); similar to Os04g0410300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001052728.1); similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:BAD72222.1) | chr4:2024871-2026328 FORWARD"	not assigned.unknown	35_2

CUST_155329_PI403524517	2	-0.30283356	-0.20156813	-0.010396481	0.15804052	0.010396481	0.19734287	35_43388	Rep: OSIGBa0148I18.3 protein - Oryza sativa (Rice)	UniRef90_Q01N34	CHR3V7|COORD:2531988..2534283| rhomboid protein-related	AT3G07950.1	CHR04V5|COORD:220601..217378|protein transmembrane protein 115, putative, expressed	LOC_Os04g01300.3	no descriptionweakly similar to ( 128)AT3G07950| Symbols:  | rhomboid protein-related | chr3:2531988-2534283 FORWARDnot assigned DUF1751	not assigned.no ontology	35_1

CUST_18708_PI399408534	2	0.25738478	0.32786322	0.00248003	-0.24733019	-0.07298374	-0.00248003	35_25233	"Cluster: Putative outer cell layer homeo domain protein; n=3; Oryza sativa|Rep: Putative outer cell layer homeo domain protein - Oryza sativa (Rice)"	UniRef90_Q8W3I3	"CHR5V7|COORD:19048767..19052615| HB-7 (homeobox-7); DNA binding / transcription factor"	AT5G46880.1	CHR10V5|COORD:22586512..22580775|protein OCL4 protein, putative, expressed	LOC_Os10g42490.2	no descriptionvery weakly similar to (92.4)AT4G17710| Symbols:  | homeobox-leucine zipper family protein / lipid-binding START domain-containing protein | chr4:9856340-9859301 REVERSESTART START START	RNA.regulation of transcription.HB,Homeobox transcription factor family	27_3_22

CUST_41515_PI403524517	2	-0.7046437	-0.12798452	0.9337568	0.12656689	0.07413578	-0.07413578	35_11930	"Cluster: Putative subtilisin-like proteinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative subtilisin-like proteinase - Oryza sativa (japonica cult"	UniRef90_Q6K7G5	"CHR2V7|COORD:18116379..18118664| IQD14; calmodulin binding"	AT2G43680.1	CHR02V5|COORD:32981976..32979136|protein subtilisin-like protease precursor, putative, expressed	LOC_Os02g53860.1	no descriptionnot assigned PRK12323	not assigned.unknown	35_2

CUST_176066_PI403524517	2	0.14192724	-0.14242077	-0.024298191	0.024298191	-0.044541836	0.10763693	35_49002	"Cluster: Zinc finger (C3HC4-type RING finger)protein-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: Zinc finger (C3HC4-type RING finger)protein-like - O"	UniRef90_Q67WE0	CHR4V7|COORD:16330595..16334869| protein binding / zinc ion binding	AT4G34100.1	CHR06V5|COORD:25973647..25966863|protein protein binding protein, putative, expressed	LOC_Os06g43210.1	no descriptionweakly similar to ( 127)AT4G34100| Symbols:  | protein binding / zinc ion binding | chr4:16330595-16334869 FORWARD	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_159200_PI403524517	2	0.0060214996	-0.042317867	-0.15814257	0.2789526	-0.006021023	0.23971891	35_44437	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_149751_PI403524517	2	-0.19963789	0.46658516	0.34355402	0.019548893	-0.721797	-0.01954937	35_41894	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_111116_PI403524517	2	0.24754715	0.18231344	-0.011527538	-0.09133053	-0.15054607	0.011528015	35_31554	"Cluster: Hypothetical protein OJ1007_D04.9; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1007_D04.9 - Oryza sativa (japonica cultivar"	UniRef90_Q6ZG95	"CHR1V7|COORD:26574310..26575895| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G10660.1); similar to hypothetical protein MtrDRAFT_AC124952g40v1"	AT1G70505.1	CHR02V5|COORD:1594599..1599327|protein expressed protein	LOC_Os02g03790.1	no description	not assigned.unknown	35_2

CUST_48344_PI403524517	2	0.020376205	-0.77755547	-0.020375252	0.032530785	0.041965485	-0.14194393	35_13816	"Cluster: Hypothetical protein P0684B02.24-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0684B02.24-1 - Oryza sativa (japonica cultiv"	UniRef90_Q94JF1	CHR5V7|COORD:8277753..8279102| PDE225/PTAC7 (PIGMENT DEFECTIVE 225)	AT5G24314.1	CHR01V5|COORD:29573690..29566915|protein expressed protein	LOC_Os01g50930.1	 no descriptionweakly similar to ( 130)AT5G24314| Symbols: PDE225, PTAC7 | PDE225/PTAC7 (PIGMENT DEFECTIVE 225) | chr5:8277753-8279102 FORWARD	not assigned.unknown	35_2

CUST_99718_PI403524517	2	-0.0047798157	-0.88944054	0.004779339	0.016177177	0.053297997	-0.57559013	35_28465	Rep: Endoglucanase 23 precursor - Oryza sativa (Rice)	UniRef90_Q69NF5	CHR4V7|COORD:18176156..18179096| glycosyl hydrolase family 9 protein	AT4G39010.1	CHR09V5|COORD:20763721..20768090|protein endoglucanase 1 precursor, putative, expressed	LOC_Os09g36060.1	no descriptionweakly similar to ( 177)AT4G39010| Symbols:  | glycosyl hydrolase family 9 protein | chr4:18176156-18179096 REVERSEmoderately similar to ( 228)GUN23_ORYSAGlyco_hydro_9	cell wall.degradation.cellulases and beta -1,4-glucanases	10_6_1

CUST_62242_PI403524517	2	-0.017991066	0.01799202	0.033680916	-0.1273117	-0.06116295	0.021629333	35_17748	Rep: H0818H01.12 protein - Oryza sativa (Rice)	UniRef90_Q259P4	CHR3V7|COORD:6747606..6748910| reticulon family protein (RTNLB11)	AT3G19460.1	CHR04V5|COORD:33947430..33950421|protein reticulon, putative, expressed	LOC_Os04g57420.1	no descriptionweakly similar to ( 112)AT2G15280| Symbols:  | reticulon family protein (RTNLB10) | chr2:6647273-6648496 FORWARDnot assigned not assigned not assigned not assigned Reticulon	not assigned.no ontology	35_1

CUST_157611_PI403524517	2	0.046412468	0.3773651	0.06445265	-0.4698944	-0.046412468	-0.14874649	35_44006	"Cluster: Magnesium transporter CorA-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Magnesium transporter CorA-like - Oryza sativa (japonica cultivar-gro"	UniRef90_Q67UQ7	CHR1V7|COORD:30403181..30404762| magnesium transporter CorA-like family protein (MGT1) (MRS2)	AT1G80900.1	CHR06V5|COORD:26638730..26634635|protein MRS2-10, putative, expressed	LOC_Os06g44150.1	no descriptionvery weakly similar to (58.2)AT1G16010| Symbols:  | magnesium transporter CorA-like family protein (MRS2-1) | chr1:5495456-5497076 REVERSEnot assigned not assigned PRK07764 PRK12323	transport.unspecified cations	34_14

CUST_50942_PI403524517	2	0.040157318	0.12390518	0.01911354	-0.121665955	-0.09180832	-0.019111633	35_14529	"Cluster: Os09g0501700 protein; n=4; Oryza sativa|Rep: Os09g0501700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J0R0	CHR4V7|COORD:10035727..10036487| 60S ribosomal protein L32 (RPL32A)	AT4G18100.1	CHR09V5|COORD:19420668..19418500|protein 60S ribosomal protein L32, putative, expressed	LOC_Os09g32532.2	no descriptionmoderately similar to ( 222)AT4G18100| Symbols:  | 60S ribosomal protein L32 (RPL32A) | chr4:10035727-10036487 REVERSEvery weakly similar to (70.5)RL32_MAIZE60S ribosomal protein L32 - Zea mays (Maize)not assigned Ribosomal_L32e RPL32 rpl32e PRK12766	protein.synthesis.misc ribososomal protein	29_2_2

CUST_50270_PI403524517	2	0.015950203	0.35360909	0.09933281	-0.09011173	-0.01594925	-0.05449009	35_14342	Rep: CAA303712.1 protein - Oryza sativa (Rice)	UniRef90_Q9ST85	CHR3V7|COORD:8063070..8064482| leucine-rich repeat family protein / extensin family protein	AT3G22800.1	CHR04V5|COORD:35027663..35026032|protein peroxidase 12 precursor, putative, expressed	LOC_Os04g59260.1	 no descriptionvery weakly similar to (76.3)AT5G14130| Symbols:  | peroxidase, putative | chr5:4558864-4560030 REVERSEvery weakly similar to (81.3)PER2_HORVUPeroxidase 2 - Hordeum vulgare (Barley)not assigned secretory_peroxidase plant_peroxidase peroxidase 	misc.peroxidases	26_12

CUST_12249_PI404877155	2	-0.017613411	0.017487526	-0.010726929	-6.5898895E-4	6.5898895E-4	0.044878006	Contig5989_s_at	acetyl-CoA carboxylase (EC 6.4.1.2) - wheat gb|AAC39330.1| acetyl-coenzyme A carboxylase [Triticum aestivum]	T06161	acetyl-CoA carboxylase 1 (ACC1)	At1g36160.1	protein acetyl-coenzyme A carboxylase	Os05g22940	acetyl-coenzyme A carboxylase	lipid metabolism.FA synthesis and FA elongation.Acetyl CoA Carboxylation	11_1_01

CUST_7980_PI404877155	2	0.1451788	0.8145046	-5.0735474E-4	-0.062363625	-0.050451756	5.078316E-4	Contig23499_at	0	BAD33805.1	glutamate receptor family protein (GLR2.8) (GLUR9)	At2g29110.1	protein glutamate receptor protein, putative	Os09g26160	NONE	signalling.in sugar and nutrient physiology	30_1

CUST_8548_PI399408534	2	-0.028038979	0.16207504	0.18900967	0.028038979	-0.33117533	-0.15341234	35_4546	"Cluster: Molybdenum cofactor sulfurase; n=1; Oryza sativa|Rep: Molybdenum cofactor sulfurase - Oryza sativa (Rice)"	UniRef90_Q655R6	"CHR1V7|COORD:5659458..5665194| ABA3/ATABA3/LOS5/SIR3 (ABA DEFICIENT 3); Mo-molybdopterin cofactor sulfurase/ selenocysteine lyase"	AT1G16540.1	CHR06V5|COORD:27748489..27755341|protein molybdenum cofactor sulfurase, putative, expressed	LOC_Os06g45860.1	" no descriptionmoderately similar to ( 394)AT1G16540| Symbols: SIR3, LOS5, ABA3, ATABA3 | ABA3/ATABA3/LOS5/SIR3 (ABA DEFICIENT 3); Mo-molybdopterin cofactor sulfurase/ selenocysteine lyase | chr1:5659458-5665194 FORWARDhighly similar to ( 632)MOCOS_ORYSAnot assigned not assigned COG3217 MOSC_N MOSC "	hormone metabolism.abscisic acid.synthesis-degradation	17_1_1

CUST_46593_PI403524517	2	-0.18076134	0.061304092	0.09065437	0.038430214	-0.095500946	-0.038430214	35_13344	"Cluster: Hypothetical protein OSJNBb0018B10.12; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0018B10.12 - Oryza sativa (japonica"	UniRef90_Q9FWC8	CHR3V7|COORD:2746019..2748331| proline-rich family protein	AT3G09000.1	CHR10V5|COORD:19785277..19787139|protein expressed protein	LOC_Os10g37600.1	no descriptionnot assigned PRK12678	not assigned.unknown	35_2

CUST_109696_PI403524517	2	-0.05212593	-0.17699432	0.03067875	0.16450596	0.0030355453	-0.0030355453	35_31173	"Cluster: Hypothetical protein OJ1735_C10.9; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1735_C10.9 - Oryza sativa (japonica cultivar"	UniRef90_Q65XK9	CHR1V7|COORD:23894644..23895651| AP2 domain-containing transcription factor, putative	AT1G64380.1	CHR05V5|COORD:28417280..28416077|protein DNA binding protein, putative, expressed	LOC_Os05g49700.1	no descriptionnot assigned not assigned Atrophin-1 PRK07764	not assigned.unknown	35_2

CUST_12447_PI404877155	2	0.10769749	0.49328232	-0.10498619	-0.14711952	-0.40909004	0.10498619	Contig6174_at	putative 6-phosphogluconolactonase [Oryza sativa (japonica cultivar-group)]	BAC83870.1	glucosamine/galactosamine- 6-phosphate isomerase family protein	At1g13700.1	protein 6-phosphogluconolactonase	Os07g41280	putative 6-phosphogluconolactonase	OPP.oxidative PP.6-phosphogluconolactonase	7_1_02

CUST_116982_PI403524517	2	0.044380188	0.7115154	0.05255127	-0.26495743	-0.24167252	-0.044379234	35_33155	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_80535_PI403524517	2	-0.035840034	0.48359394	0.200953	0.035839558	-0.1314435	-0.39344263	35_23096	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QYQ2	CHR2V7|COORD:18556074..18559094| lipase-related	AT2G44970.1	CHR11V5|COORD:479698..473931|protein expressed protein	LOC_Os11g01875.2	no descriptionvery weakly similar to (95.9)AT2G44970| Symbols:  | lipase-related | chr2:18556074-18559094 REVERSE	lipid metabolism.lipid degradation.lipases	11_9_2

CUST_5951_PI399408534	2	0.25854588	0.062313557	0.009568691	-0.40302563	-0.009568214	-0.48088026	35_28359	Rep: CaMK1 - Oryza sativa (Rice)	UniRef90_Q94KC3	CHR3V7|COORD:6605687..6608986| calcium-dependent protein kinase, putative / CDPK, putative	AT3G19100.1	CHR03V5|COORD:14294891..14302259|protein CDPK-related protein kinase, putative, expressed	LOC_Os03g25070.1	 no descriptionvery weakly similar to (77.8)AT3G19100| Symbols:  | calcium-dependent protein kinase, putative / CDPK, putative | chr3:6605687-6608986 FORWARDvery weakly similar to (74.3)CRK_DAUCACDPK-related protein kinase - Daucus carota (Carrot)not assigned 	signalling.calcium	30_3

CUST_32661_PI403524517	2	0.035490036	0.4865961	-0.08908939	-0.15664577	-0.035490036	0.03603649	35_9417	"Cluster: Hypothetical protein OJ1012B02.14; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1012B02.14 - Oryza sativa (japonica cultivar"	UniRef90_Q84QA7	"CHR2V7|COORD:16679926..16682564| COI1 (CORONATINE INSENSITIVE 1); ubiquitin-protein ligase"	AT2G39940.1	CHR03V5|COORD:8740551..8746062|protein coronatine-insensitive protein 1, putative, expressed	LOC_Os03g15880.5	"no descriptionmoderately similar to ( 238)AT2G39940| Symbols: COI1 | COI1 (CORONATINE INSENSITIVE 1); ubiquitin-protein ligase | chr2:16679926-16682564 REVERSE"	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_75070_PI403524517	2	0.021954536	0.015318394	0.09776497	-0.04530096	-0.15012121	-0.015318394	35_21518	"Cluster: Os09g0381400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os09g0381400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J238	CHR2V7|COORD:14400510..14401856| cysteine proteinase, putative	AT2G34080.1	CHR09V5|COORD:12898549..12896294|protein cysteine proteinase EP-B 1 precursor, putative, expressed	LOC_Os09g21370.1	 no descriptionmoderately similar to ( 254)AT2G34080| Symbols:  | cysteine proteinase, putative | chr2:14400510-14401856 REVERSEmoderately similar to ( 251)ORYA_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Peptidase_C1A Peptidase_C1 Pept_C1 Peptidase_C1A_CathepsinC Peptidase_C1A_CathepsinB Peptidase_C1 Peptidase_C1A_CathepsinX Inhibitor_I29 COG4870 TT_ORF1 PRK12678 Herpes_BLLF1 PRK07003 PRK07764 	protein.degradation.cysteine protease	29_5_3

CUST_61242_PI403524517	2	-0.1564169	-1.1834688	0.09145355	0.15948582	0.5516987	-0.09145355	35_17475	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_16139_PI404877155	2	0.24052525	-0.1589632	0.014767647	-0.021716118	0.35604763	-0.014767647	EBem04_SQ002_C07_s_at	putative 2-oxoglutarate-dependent oxygenase [Oryza sativa (japonica cultivar-group)]	BAD05352.1	2-oxoglutarate-dependent dioxygenase, putative	At1g06620.1	protein oxidoreductase, 2OG-Fe(II) oxygenase family, putative	Os08g30100	oxoglutarate-dependent dioxygenase, putative	hormone metabolism.ethylene.synthesis-degradation	17_5_1

CUST_80041_PI403524517	2	0.16732502	-0.27392483	-0.019189835	-0.016289711	0.24864578	0.016289711	35_22953	"Cluster: Uncharacterized plant-specific domain TIGR01627 family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Uncharacterized plant-speci"	UniRef90_Q2R441	"CHR1V7|COORD:9731497..9732366| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G67330.1); similar to hypothetical protein MA4_111B14.64 [Musa"	AT1G27930.1	CHR11V5|COORD:16781300..16782677|protein plant-specific domain TIGR01627 family protein, expressed	LOC_Os11g29780.1	" no descriptionweakly similar to ( 169)AT1G27930| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G67330.1); similar to hypothetical protein MA4_111B14.64 [Musa acuminata] (GB:ABF72010.1); contains InterPro domain Protein of unknown function DUF579, plant; (InterPro:IPR006514) | chr1:9731497-9732366 REVERSEDUF579 "	not assigned.unknown	35_2

CUST_17840_PI404877155	2	0.24371338	-1.2711372	-0.24371386	0.6977873	0.39119148	-0.34803963	HV14N20u_at	chlorophyll a/b-binding protein type Ib, 21K chain precursor - barley (fragment)	PQ0764	chlorophyll A-B binding protein / LHCI type I (CAB)	At3g54890.2	protein Chlorophyll A-B binding protein, putative	Os06g21590	NONE	PS.lightreaction.photosystem I.LHC-I	1_01_02_01

CUST_43873_PI403524517	2	0.22762537	0.41093588	0.0407238	-0.040724277	-0.7968302	-0.10889912	35_12592	"Cluster: Hypothetical protein OSJNBa0014E22.23-1; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0014E22.23-1 - Oryza sativa (japon"	UniRef90_Q6H5V9	"CHR5V7|COORD:7870722..7874286| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G48840.1); similar to Os04g0677400 [Oryza sativa (japonica"	AT5G23390.1	CHR02V5|COORD:25569039..25563305|protein expressed protein	LOC_Os02g42530.2	"no descriptionweakly similar to ( 108)AT5G23390| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G48840.1); similar to Os04g0677400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001054264.1); similar to Os02g0637800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001047529.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD25093.1); contains InterPro domain Longin-like; (InterPro:IPR011012); contains InterPro domain Protein of unknown function DUF639; (InterPro:IPR006927) | chr5:7870722-7874286 REVERSEDUF639"	not assigned.unknown	35_2

CUST_180431_PI403524517	2	-0.018919945	0.33307076	0.018920422	-0.2498951	0.16710615	-0.37921667	35_50181	Rep: Homeobox protein Hox-A4 - Gallus gallus (Chicken)	UniRef90_P17277	CHR5V7|COORD:15457074..15460237| protein kinase family protein	AT5G38560.1	CHR02V5|COORD:3353562..3354820|protein early nodulin 20 precursor, putative, expressed	LOC_Os02g06670.1	no description	not assigned.unknown	35_2

CUST_53901_PI403524517	2	-0.20669556	1.4068661	0.013053894	-0.013053894	-0.37119293	0.16620445	35_15337	"Cluster: Putative trehalose-6-phosphate synthase/phosphatase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative trehalose-6-phosphate"	UniRef90_Q6ERD9	"CHR1V7|COORD:25501156..25503904| ATTPS6 (Arabidopsis thaliana trehalose phosphatase/synthase 6); trehalose-phosphatase"	AT1G68020.2	CHR09V5|COORD:13874252..13878717|protein ATTPS6, putative, expressed	LOC_Os09g23350.1	" no descriptionhighly similar to ( 697)AT1G68020| Symbols: TPS6, ATTPS6 | ATTPS6 (Arabidopsis thaliana trehalose phosphatase/synthase 6); trehalose-phosphatase | chr1:25501156-25503904 FORWARDnot assigned Trehalose_PPase Glyco_transf_20 OtsB OtsA PRK10117 "	minor CHO metabolism.trehalose.potential TPS/TPP	3_2_3

CUST_10869_PI404877155	2	-0.2940483	0.5760288	0.0043792725	0.05863762	-0.20866871	-0.004380226	Contig4599_s_at	Hydrophobic protein OSR8 dbj|BAB03289.1| hydrophobic polypeptide [Oryza sativa]	Q9LRI7	hydrophobic protein, putative / low temperature and salt responsive protein, putative	At4g30650.1	protein hydrophobic protein osr8	Os09g38560	low temperature and salt responsive protein homolog	stress.abiotic.drought/salt	20_2_3

CUST_91399_PI403524517	2	0.0121946335	-0.09049606	0.21846771	-0.05084896	-0.012195587	0.055223465	35_26134	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_81072_PI403524517	2	0.028788567	0.31673622	0.007255554	-0.080430984	-0.08131218	-0.007256508	35_23254	"Cluster: 'unknow protein, contains tetratricopeptide (TPR) domain'; n=1; Oryza sativa (japonica cultivar-group)|Rep: 'unknow protein, contains tetratricopeptide"	UniRef90_Q6L5C2	0	0	CHR05V5|COORD:29178932..29174536|protein protein binding protein, putative, expressed	LOC_Os05g50990.1	no description	not assigned.unknown	35_2

CUST_1891_PI404877155	2	0.026547432	0.03445244	-0.026547432	-0.22326088	-0.17222881	0.09976578	Contig12119_at	lipase class 3 family protein [Arabidopsis thaliana] gb|AAF02149.1| hypothetical protein [Arabidopsis thaliana]	NP_187396.1	lipase class 3 family protein	At3g07400.1	protein Lipase, putative	Os02g28040	lipase (class 3) family	lipid metabolism.lipid degradation.lipases	11_9_2

CUST_73618_PI403524517	2	0.010252953	-0.4415121	0.11624527	-0.010252953	0.033057213	-0.06197357	35_21110	"Cluster: Similarity to 5'-nucleotidase; n=3; Arabidopsis thaliana|Rep: Similarity to 5'-nucleotidase - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9FI75	CHR5V7|COORD:19866871..19870608| 5' nucleotidase family protein	AT5G48960.1	CHR01V5|COORD:8272276..8280768|protein 5-nucleotidase, putative, expressed	LOC_Os01g14810.1	no descriptionweakly similar to ( 163)AT5G48960| Symbols:  | 5' nucleotidase family protein | chr5:19866871-19870608 FORWARD5_nucleotid	not assigned.no ontology	35_1

CUST_90285_PI403524517	2	0.21702099	-0.30196285	-0.10883713	0.10523224	0.0041856766	-0.004184723	35_25825	"Cluster: Os01g0222700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0222700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JPH5	CHR1V7|COORD:30009260..30011122| hAT dimerisation domain-containing protein	AT1G79740.1	CHR01V5|COORD:6707455..6702623|protein protein dimerization, putative, expressed	LOC_Os01g12280.2	no descriptionweakly similar to ( 151)AT1G79740| Symbols:  | hAT dimerisation domain-containing protein | chr1:30009260-30011122 REVERSE	not assigned.no ontology	35_1

CUST_66659_PI403524517	2	-0.021674156	-0.4233265	-0.011561394	0.036025047	0.17022324	0.011561394	35_19033	"Cluster: CBS domain containing protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: CBS domain containing protein-like - Oryza sativa (japonica cultiv"	UniRef90_Q6YYV0	CHR4V7|COORD:17391013..17393215| LEJ2 (LOSS OF THE TIMING OF ET AND JA BIOSYNTHESIS 2)	AT4G36910.1	CHR09V5|COORD:1223778..1220088|protein cystathionin beta synthase protein, putative, expressed	LOC_Os09g02710.1	no descriptionmoderately similar to ( 245)AT4G36910| Symbols: LEJ2 | LEJ2 (LOSS OF THE TIMING OF ET AND JA BIOSYNTHESIS 2) | chr4:17391013-17393215 REVERSEnot assigned not assigned CBS CBS_pair_BON_assoc CBS_pair CBS_pair_23 CBS_pair_HPP_assoc CBS_pair_IMPDH CBS_pair_21 CBS_pair_16 CBS_pair_15 CBS_pair_ACT_assoc2 PRK05567 CBS_pair_SpoIVFB_EriC_assoc CBS_pair_10 COG0517 CBS_pair_ACT_assoc CBS_pair_20 CBS_pair_9 CBS_pair_18 COG4109 CBS_pair_SpoIVFB_EriC_assoc2 CBS_pair_25 CBS_pair_8 CBS_pair_DRTGG_assoc COG2524 CBS_pair_ParBc_assoc COG3448 CBS_pair_24 CBS_pair_KpsF_GutQ_assoc CBS_pair_CAP-ED_DUF294_PBI_assoc CBS_pair_PAS_GGDEF_DUF1_assoc CBS_pair_Mg_transporter CBS_pair_28 CBS_pair_29 CBS_pair_30 IMPDH CBS_pair_CAP-ED_DUF294_PBI_assoc2 CBS_pair_IMPDH_2 CBS_pair_2 CBS_pair_NTP_transferase_assoc CBS_pair_MET2_assoc CBS_pair_GGDEF_assoc2 CBS_pair_ABC_OpuCA_assoc2 CBS_pair_11 CBS_pair_22 MgtE CBS_pair_3 CBS TlyC CBS_pair_CAP-ED_DUF294_assoc_arch CBS_pair_PALP_assoc2 CBS_pair_26 CBS_pair_CorC_HlyC_assoc COG3620 CBS_pair_EriC_assoc_bac_arch CBS_pair_M50_like CBS_pair_DHH_polyA_Pol_assoc CBS_pair_12	not assigned.no ontology	35_1

CUST_23719_PI403524517	2	0.008916378	-1.941731	0.25774527	0.33354568	-0.008916855	-0.30267334	35_6893	"Cluster: OSJNBa0084K11.14 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0084K11.14 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XSQ2	CHR1V7|COORD:28576081..28579746| prolyl oligopeptidase	AT1G76140.1	CHR04V5|COORD:27889666..27894515|protein prolyl endopeptidase, putative, expressed	LOC_Os04g47360.1	no descriptionmoderately similar to ( 233)AT1G76140| Symbols:  | prolyl oligopeptidase | chr1:28576081-28579746 FORWARDnot assigned COG1505 Peptidase_S9	protein.degradation	29_5

CUST_117205_PI403524517	2	0.13759136	0.018670082	0.12664986	-0.10828781	-0.15394211	-0.018669128	35_33214	Rep: Putative cysteine proteinase - Oryza sativa (Rice)	UniRef90_Q94HK7	"CHR4V7|COORD:16810534..16811880| XCP1 (XYLEM CYSTEINE PEPTIDASE 1); cysteine-type peptidase"	AT4G35350.1	CHR05V5|COORD:464095..466448|protein xylem cysteine proteinase 2 precursor, putative, expressed	LOC_Os05g01810.1	"no descriptionvery weakly similar to (56.2)AT4G35350| Symbols: XCP1 | XCP1 (XYLEM CYSTEINE PEPTIDASE 1); cysteine-type peptidase | chr4:16810534-16811583 FORWARD"	protein.degradation.cysteine protease	29_5_3

CUST_75370_PI403524517	2	0.26043797	-0.042984962	0.044984818	-0.18241215	0.04298401	-0.04805851	35_21604	"Cluster: PPR-repeat protein-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: PPR-repeat protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z749	CHR2V7|COORD:14256684..14258867| pentatricopeptide (PPR) repeat-containing protein	AT2G33680.1	CHR02V5|COORD:30693121..30695746|protein expressed protein	LOC_Os02g50280.1	no descriptionweakly similar to ( 134)AT2G33680| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr2:14256684-14258867 FORWARD	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_140220_PI403524517	2	-0.030004025	0.0076646805	0.105547905	0.063803196	-0.0076651573	-0.21950006	35_39320	"Cluster: ABC transporter protein, putative; n=2; Oryza sativa (japonica cultivar-group)|Rep: ABC transporter protein, putative - Oryza sativa (japonica cultivar"	UniRef90_Q53PR3	CHR1V7|COORD:27086249..27091825| ABC transporter family protein	AT1G71960.1	CHR11V5|COORD:3853184..3849448|protein ATPase, coupled to transmembrane movement of substances, putative, expressed	LOC_Os11g07600.1	no descriptionmoderately similar to ( 202)AT1G71960| Symbols:  | ABC transporter family protein | chr1:27086249-27091825 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned ABC2_membrane DUF566 PRK12323 PRK07003 KAR9 PRK07764 Herpes_BLLF1 AF-4 TT_ORF1 HPC2	transport.ABC transporters and multidrug resistance systems	34_16

CUST_100228_PI403524517	2	0.1772685	0.08383846	0.22266054	-0.10080719	-0.08383846	-0.31734896	35_28613	"Cluster: Putative GTP-binding membrane protein LepA; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative GTP-binding membrane protein LepA - Oryza sativa"	UniRef90_Q5VQ69	CHR5V7|COORD:15993947..15996153| GTP binding / translation elongation factor	AT5G39900.1	CHR06V5|COORD:2371122..2365603|protein GTP-binding protein lepA, putative, expressed	LOC_Os06g05250.1	no descriptionmoderately similar to ( 354)AT5G39900| Symbols:  | GTP binding / translation elongation factor | chr5:15993947-15996153 REVERSEweakly similar to ( 104)EF2_BETVUElongation factor 2 - Beta vulgaris (Sugar beet)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK05433 LepA LepA GTP_EFTU GTP_translation_factor EF2 FusA TypA TypA_BipA TetM_like PRK07560 EF-G PRK10218 PRK12740 PRK12739 Snu114p PRK00007 RF3 prfC PrfC EF-G_bact InfB PRK12317 IF2_eIF5B TEF1 infB EF1_alpha infB SelB CysN_ATPS TufB SelB_euk EF_Tu SelB PRK00049 engA PRK12736 tufA PRK12735 CysN EngA2 GCD11 PRK04000 Ras_like_GTPase COG1160 GTPBP1 PRK04004 PRK05506 cysN lepA_II Era_like PRK10512	protein.synthesis.elongation	29_2_4

CUST_147942_PI403524517	2	0.013716698	0.110300064	0.36306477	-0.09354305	-0.013716698	-0.15085077	35_41393	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_41633_PI403524517	2	0.077908516	-0.79052734	-0.31030178	0.048983574	0.028151512	-0.028152466	35_11963	"Cluster: Hypothetical protein OSJNBa0025P09.6; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0025P09.6 - Oryza sativa (japonica cu"	UniRef90_Q6I5Q5	0	0	CHR05V5|COORD:17852352..17850927|protein surfeit 6, putative, expressed	LOC_Os05g30880.1	no description	not assigned.unknown	35_2

CUST_28814_PI403524517	2	-0.12052441	-0.22666836	0.047021866	0.07891655	-0.04702282	0.23096561	35_8325	"Cluster: Hypothetical protein OJ1214_E03.16; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1214_E03.16 - Oryza sativa (japonica cultiv"	UniRef90_Q6I603	"CHR4V7|COORD:11529968..11532856| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G52780.1); similar to Os01g0678000 [Oryza sativa (japonica"	AT4G21700.1	CHR05V5|COORD:27648140..27646212|protein expressed protein	LOC_Os05g48370.1	"no descriptionweakly similar to ( 139)AT4G21700| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G52780.1); similar to Os01g0678000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001043855.1); similar to Os01g0678100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001043856.1); similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:BAD67815.1) | chr4:11529968-11532856 FORWARD"	not assigned.unknown	35_2

CUST_79545_PI403524517	2	0.032549858	-0.07552242	0.24750137	-0.012016296	-0.04133606	0.01201725	35_22816	"Cluster: Putative hUPF2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative hUPF2 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6H470	CHR2V7|COORD:16399366..16406666| RNA binding	AT2G39260.1	CHR02V5|COORD:25278192..25267175|protein regulator of nonsense transcripts 2, putative, expressed	LOC_Os02g42040.1	no descriptionvery weakly similar to (68.2)AT2G39260| Symbols:  | RNA binding | chr2:16399366-16406666 REVERSEnot assigned Upf2	protein.synthesis.misc	29_2_99

CUST_5917_PI404877155	2	0.0064554214	0.74825954	-0.006456375	-0.29509354	-0.56609154	0.16659641	Contig18092_at	12-oxophytodienoic acid reductase [Oryza sativa] emb|CAD89604.1| oxo-phytodienoic acid reductase [Oryza sativa (japonica cultivar-group)]	BAC20139.1	12-oxophytodienoate reductase (OPR2)	At1g76690.1	protein oxidoreductase, FAD/FMN-binding, putative	Os06g11250	"12-OXOPHYTODIENOATE REDUCTASE 1;12-oxophytodienoate reductase (OPR1), identical to 12-oxophytodienoate reductase OPR1 GB:AAC78440 (Arabidopsis thaliana) or  12-oxophytodienoate reductase (OPR1), identical to 12-oxophytodienoate reductase OPR1 GB:AAC78440"	hormone metabolism.jasmonate.synthesis-degradation.12-Oxo-PDA-reductase	17_7_1_5

CUST_107979_PI403524517	2	-0.24600792	0.6329794	0.29806137	-0.12917805	-0.23828316	0.12917805	35_30723	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_3103_PI399408534	2	0.004224777	-0.8428259	-0.0042238235	0.27654457	0.453166	-0.12329674	35_4730	Rep: Cytochrome P450 74A4 - Oryza sativa (Rice)	UniRef90_Q6Z6K9	"CHR5V7|COORD:17115031..17116587| AOS (ALLENE OXIDE SYNTHASE); hydro-lyase/ oxygen binding"	AT5G42650.1	CHR02V5|COORD:6637973..6639880|protein cytochrome P450 74A4, putative, expressed	LOC_Os02g12690.1	" no descriptionmoderately similar to ( 213)AT5G42650| Symbols: CYP74A, AOS | AOS (ALLENE OXIDE SYNTHASE); hydro-lyase/ oxygen binding | chr5:17115031-17116587 REVERSEmoderately similar to ( 306)C74A4_ORYSAnot assigned not assigned not assigned not assigned not assigned p450 CypX "	hormone metabolism.jasmonate.synthesis-degradation.allene oxidase synthase	17_7_1_3

CUST_16083_PI404877155	2	0.068778515	0.3791647	0.0244174	-0.2803192	-0.09044266	-0.0244174	Contig996_s_at	Photosystem II 10 kDa polypeptide, chloroplast precursor pir||T06173 photosystem II 10K protein precursor - barley emb|CAA66373.1| 10kD PSII	Q40070	photosystem II 10 kDa polypeptide	At1g79040.1	protein Photosystem II 10 kDa polypeptide PsbR, putative	Os07g05360	NONE	PS.lightreaction.photosystem II.PSII polypeptide subunits	1_01_01_02

CUST_94187_PI403524517	2	0.06964111	-0.020992756	0.020993233	-0.16070843	0.047463894	-0.24099255	35_26927	"Cluster: Putative potyviral helper component protease-interacting protein 2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative potyviral helper componen"	UniRef90_Q654G4	CHR1V7|COORD:22032174..22033872| binding	AT1G59850.1	CHR06V5|COORD:7529846..7533850|protein VEX1, putative, expressed	LOC_Os06g13600.1	no descriptionvery weakly similar to (59.7)AT1G59850| Symbols:  | binding | chr1:22032174-22033872 REVERSE	not assigned.unknown	35_2

CUST_21225_PI399408534	2	0.005498886	-0.0054979324	-0.045963287	0.11785698	0.037931442	-0.025715828	35_29506	"Cluster: Putative presenilin; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative presenilin - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5NBN4	CHR1V7|COORD:2769888..2771351| presenilin family protein	AT1G08700.1	CHR01V5|COORD:9680948..9679344|protein presenilin, putative, expressed	LOC_Os01g16930.1	no descriptionvery weakly similar to (67.8)AT1G08700| Symbols:  | presenilin family protein | chr1:2769888-2771351 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Presenilin TT_ORF1 PRK07764 AF-4 DUF566	signalling.misc	30_8

CUST_21049_PI403524517	2	0.044620514	0.18725109	-0.02892685	-0.084430695	-0.049067497	0.028925896	35_6110	"Cluster: Lipase-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Lipase-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5QMD9	CHR1|COORD:27794537..27798575| lipase family protein, similar to lipase GB:CAA74737 (SP:O46108) from (Drosophila melanogaster)	AT1G73920.2	CHR01V5|COORD:18920136..18924936|protein carboxylic ester hydrolase/ lipase, putative, expressed	LOC_Os01g33784.1	no descriptionmoderately similar to ( 443)AT1G73920| Symbols:  | lipase family protein | chr1:27795428-27798359 FORWARDnot assigned	lipid metabolism.lipid degradation.lipases.triacylglycerol lipase	11_9_2_1

CUST_1492_PI399408534	2	0.015382767	-0.20790291	0.35493088	-0.029402733	-0.015382767	0.13191414	35_16514	"Cluster: Putative Squalene monooxygenase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative Squalene monooxygenase - Oryza sativa (japonica cultivar-gro"	UniRef90_Q8GTX7	"CHR1V7|COORD:21717759..21720911| XF1; oxidoreductase"	AT1G58440.1	CHR03V5|COORD:6941707..6936745|protein squalene monooxygenase, putative, expressed	LOC_Os03g12910.1	"no descriptionhighly similar to ( 797)AT1G58440| Symbols: XF1 | XF1; oxidoreductase | chr1:21717759-21720911 REVERSEhighly similar to ( 822)ERG1_PANGISqualene monooxygenase - Panax ginseng (Korean ginseng)not assigned not assigned SE UbiH PRK07045 FixC PRK06185 FAD_binding_3 PRK08773 PRK05714 PRK07608 PRK09126 PRK06847 GIDA PRK08850 NadB PRK07538 PRK06183"	hormone metabolism.brassinosteroid.synthesis-degradation.sterols.other	17_3_1_2_99

CUST_59002_PI403524517	2	0.053721428	-0.20031738	0.06132984	-0.04083252	-0.053212166	0.040831566	35_16831	"Cluster: Emp24/gp25L/p24-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Emp24/gp25L/p24-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ZGK3	CHR1V7|COORD:3104659..3106094| emp24/gp25L/p24 family protein	AT1G09580.1	CHR02V5|COORD:32350628..32347379|protein transmembrane emp24 domain-containing protein 10 precursor, putative, expressed	LOC_Os02g52920.1	no descriptionmoderately similar to ( 253)AT1G09580| Symbols:  | emp24/gp25L/p24 family protein | chr1:3104659-3106094 FORWARDnot assigned not assigned not assigned not assigned	transport.misc	34_99

CUST_52313_PI403524517	2	0.050504208	0.014650822	-0.014650822	0.38652802	-0.046065807	-0.41183472	35_14907	"Cluster: Cytochrome b6-f complex iron-sulfur subunit, chloroplast precursor; n=1; Triticum aestivum|Rep: Cytochrome b6-f complex iron-sulfur subunit, chloroplas"	UniRef90_Q7X9A6	CHR4V7|COORD:1440314..1441717| PETC (PHOTOSYNTHETIC ELECTRON TRANSFER C)	AT4G03280.1	CHR07V5|COORD:22182682..22185336|protein cytochrome b6-f complex iron-sulfur subunit, chloroplast precursor, putative, expressed	LOC_Os07g37030.1	 no descriptionmoderately similar to ( 296)AT4G03280| Symbols: PGR1, PETC | PETC (PHOTOSYNTHETIC ELECTRON TRANSFER C) | chr4:1440462-1441717 FORWARDmoderately similar to ( 417)UCRIA_WHEATCytochrome b6-f complex iron-sulfur subunit, chloroplast precursor - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned Rieske_cytochrome_b6f QcrA Rieske_YhfW_C Rieske_cytochrome_bc1 CytB6-F_Fe-S Rieske Rieske PRK12323 PRK07003 PRK07764 	PS.lightreaction.cytochrome b6/f	1_1_3

CUST_72492_PI403524517	2	-0.06680298	0.39446735	0.06671524	-0.034893036	-0.03138542	0.03138542	35_20776	"Cluster: Os01g0765300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0765300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JJ15	CHR1V7|COORD:9657412..9661737| nucleotide binding	AT1G27750.1	CHR01V5|COORD:32568083..32577636|protein RNA recognition motif family protein, expressed	LOC_Os01g56000.1	no descriptionweakly similar to ( 168)AT1G27750| Symbols:  | nucleotide binding | chr1:9657412-9661737 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned SPOC Extensin_2 Atrophin-1 Drf_FH1 DUF1421 Pneumo_att_G PRK07764	protein.degradation.ubiquitin	29_5_11

CUST_2556_PI399408534	2	0.5753374	0.05437374	-0.054373264	-0.14491606	-0.19736814	0.18181705	35_4781	Rep: Putative receptor protein kinase - Sorghum bicolor (Sorghum) (Sorghum vulgare)	UniRef90_Q8W0U9	CHR2V7|COORD:11215445..11220973| ER (ERECTA, QUANTITATIVE RESISTANCE TO PLECTOSPHAERELLA 1)	AT2G26330.1	CHR06V5|COORD:5250844..5243152|protein receptor-like protein kinase 5 precursor, putative, expressed	LOC_Os06g10230.2	 no descriptionweakly similar to ( 128)AT2G26330| Symbols: QRP1, ER | ER (ERECTA, QUANTITATIVE RESISTANCE TO PLECTOSPHAERELLA 1) | chr2:11215445-11220973 REVERSEvery weakly similar to (60.1)RPK1_IPONIReceptor-like protein kinase precursor - Ipomoea nil (Japanese morning glory) (Pharbitis nil)not assigned not assigned not assigned LRRNT_2 	signalling.receptor kinases.leucine rich repeat XI	30_2_11

CUST_29687_PI403524517	2	0.109044075	-0.418777	-0.17245579	0.10600996	0.016224861	-0.016224861	35_8574	"Cluster: Protease Do-like 5, chloroplast, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Protease Do-like 5, chloroplast, putative, expre"	UniRef90_Q2QM57	"CHR4V7|COORD:10149246..10151062| HHOA (DEGP PROTEASE 5); serine-type peptidase/ trypsin"	AT4G18370.1	CHR12V5|COORD:26146557..26151053|protein protease Do-like 5, chloroplast precursor, putative, expressed	LOC_Os12g42210.1	" no descriptionmoderately similar to ( 247)AT4G18370| Symbols: DEGP5, HHOA | HHOA (DEGP PROTEASE 5); serine-type peptidase/ trypsin | chr4:10149246-10151062 FORWARDnot assigned DegQ PRK10942 PRK10898 PRK10139 Trypsin "	protein.degradation.serine protease	29_5_5

CUST_115709_PI403524517	2	0.29285192	0.19903421	0.011482716	-0.33556414	-0.19606256	-0.011482716	35_32815	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_171562_PI403524517	2	0.22323704	-2.569994	-0.07709408	0.19752884	0.07709408	-0.21067715	35_47805	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_75151_PI403524517	2	-0.7883606	-0.42372227	0.7575836	-0.07778168	0.208395	0.07778263	35_21541	"Cluster: Hypothetical protein OSJNBa0061H20.2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0061H20.2 - Oryza sativa (japonica cu"	UniRef90_Q8S5I7	"CHR5V7|COORD:5124687..5126158| GLIP7 (GDSL-motif lipase 7); carboxylic ester hydrolase"	AT5G15720.1	CHR10V5|COORD:4705074..4703327|protein retrotransposon protein, putative, unclassified	LOC_Os10g09130.1	no description	not assigned.unknown	35_2

CUST_117869_PI403524517	2	0.0066800117	-0.11910057	-0.07254791	0.202497	-0.0066800117	0.13115978	35_33388	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_84781_PI403524517	2	0.12958145	-0.02050209	-0.022500992	0.020503044	-0.07301903	0.1396246	35_24294	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_14583_PI404877155	2	-0.12799358	0.09202576	0.019257545	-0.00936985	0.00936985	-0.09696674	Contig8396_at	putative CCAAT-binding transcription factor [Oryza sativa (japonica cultivar-group)]	AAO19379.1	CCAAT-binding transcription factor (CBF-B/NF-YA) family protein	At3g20910.1	protein putative CCAAT-binding transcription factor	Os03g48970	CCAAT-binding transcription factor (CBF-B/NF-YA) family protein, contains Pfam profile: PF02045 CCAAT-binding transcription factor (CBF-B/NF-YA) or  CCAAT-binding transcription factor (CBF-B/NF-YA) family protein, contains Pfam profile: PF02045 CCAAT-bind	RNA.regulation of transcription.CCAAT box binding factor family, HAP2	27_3_14

CUST_78782_PI403524517	2	0.08213997	-0.49102116	-0.14598942	0.08592796	-0.06988907	0.06988907	35_22589	"Cluster: RING-H2 finger protein RHG1a-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: RING-H2 finger protein RHG1a-like - Oryza sativa (japonica cultivar"	UniRef90_Q5N7R4	CHR1V7|COORD:6185025..6187195| zinc finger (C3HC4-type RING finger) family protein	AT1G17970.1	CHR01V5|COORD:28913374..28909690|protein protein binding protein, putative, expressed	LOC_Os01g49770.2	no descriptionweakly similar to ( 140)AT1G17970| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr1:6185025-6187195 FORWARDnot assigned not assigned RING COG5540 RING HRD1 zf-C3HC4	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_161857_PI403524517	2	-0.07226467	0.013471603	-0.0098314285	0.039846897	-0.051329613	0.0098314285	35_45149	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_67425_PI403524517	2	-0.004921913	-0.7953086	0.004921913	0.15731764	0.081579685	-0.049418926	35_19255	"Cluster: Centromeric protein E, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Centromeric protein E, putative, expressed - Oryza sativa"	UniRef90_Q2R2P7	"CHR1V7|COORD:21877748..21883047| ZCF125; microtubule motor"	AT1G59540.1	CHR11V5|COORD:20076132..20070716|protein centromeric protein E, putative, expressed	LOC_Os11g35090.1	"no descriptionweakly similar to ( 107)AT1G59540| Symbols: ZCF125 | ZCF125; microtubule motor | chr1:21877748-21883047 FORWARDnot assigned"	cell.organisation	31_1

CUST_79493_PI403524517	2	0.2437458	-0.03653431	-0.022983551	0.022984505	0.22874069	-0.11980057	35_22803	"Cluster: Hypothetical protein P0438H08.27; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0438H08.27 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6ZD90	CHR3|COORD:1489425..1491320| heavy-metal-associated domain-containing protein, similar to farnesylated protein 1 (GI:23304411) {Hordeum vulgare subsp.	AT3G05220.2	CHR08V5|COORD:3321237..3320013|protein RING zinc finger protein-like, putative, expressed	LOC_Os08g06090.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_25121_PI403524517	2	0.19770241	-0.2224245	-0.036143303	0.0020170212	-0.0020170212	0.06780434	35_7288	"Cluster: Hypothetical protein OSJNBa0016N23.133; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0016N23.133 - Oryza sativa (japonic"	UniRef90_Q84YI9	"CHR4V7|COORD:16806144..16806587| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G17300.1); similar to Os02g0715300 [Oryza sativa (japonica"	AT4G35320.1	CHR08V5|COORD:25234489..25232976|protein expressed protein	LOC_Os08g40060.1	"no descriptionvery weakly similar to (71.6)AT4G35320| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G17300.1); similar to Os02g0715300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001047925.1); similar to Os08g0511400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001062213.1); contains domain N-terminal domain of cbl (N-cbl) (SSF47668) | chr4:16806144-16806587 REVERSEnot assigned not assigned"	not assigned.unknown	35_2

CUST_58829_PI403524517	2	0.09318352	-0.09679031	0.018454552	0.027916908	-0.1280222	-0.018454552	35_16786	"Cluster: Putative amidotransferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative amidotransferase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z6Y1	"CHR5V7|COORD:24354100..24355873| ATPDX2/EMB2407/PDX2 (PYRIDOXINE BIOSYNTHESIS 2); glutaminase/ glutamyl-tRNA(Gln) amidotransferase/ protein"	AT5G60540.1	CHR02V5|COORD:1569558..1566087|protein glutamine amidotransferase subunit pdxT, putative, expressed	LOC_Os02g03740.1	" no descriptionmoderately similar to ( 320)AT5G60540| Symbols: EMB2407, ATPDX2, PDX2 | ATPDX2/EMB2407/PDX2 (PYRIDOXINE BIOSYNTHESIS 2); glutaminase/ glutamyl-tRNA(Gln) amidotransferase/ protein heterodimerization | chr5:24354100-24355873 REVERSEnot assigned not assigned GATase1_PB PDX2 SNO GATase1_IGP_Synthase GATase1_CobB CobB HisH PRK01077 GAT_1 GATase1 "	not assigned.no ontology	35_1

CUST_38629_PI403524517	2	0.84092045	0.5089617	0.5640583	-0.5124955	-0.5093632	-0.5089612	35_11114	"Cluster: Putative glucosyl transferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative glucosyl transferase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8LNA9	"CHR2V7|COORD:15417610..15419085| UGT72C1 (UDP-glucosyl transferase 72C1); UDP-glycosyltransferase/ transferase, transferring glycosyl groups"	AT2G36750.1	CHR10V5|COORD:5178642..5180407|protein cytokinin-O-glucosyltransferase 3, putative, expressed	LOC_Os10g09990.1	" no descriptionweakly similar to ( 107)AT2G36750| Symbols: UGT72C1 | UGT72C1 (UDP-glucosyl transferase 72C1); UDP-glycosyltransferase/ transferase, transferring glycosyl groups | chr2:15417610-15419085 REVERSEnot assigned "	misc.UDP glucosyl and glucoronyl transferases	26_2

CUST_131495_PI403524517	2	0.2815981	-0.0122356415	0.012234688	-0.0772419	-0.39783573	0.043640137	35_36929	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_163317_PI403524517	2	0.18987751	0.11993408	-0.03077221	0.03077221	-0.5241027	-0.11939716	35_45544	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_129987_PI403524517	2	0.004190445	-0.0041923523	-0.11165619	0.16878128	-0.043096542	0.07778549	35_36508	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_138802_PI403524517	2	0.016615868	0.012655258	0.010101318	-0.05836582	-0.3401165	-0.010102272	35_38935	"Cluster: Os02g0827500 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os02g0827500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DW80		0	CHR02V5|COORD:35556653..35561862|protein expressed protein	LOC_Os02g58110.1	no description	not assigned.unknown	35_2

CUST_35545_PI403524517	2	-0.37818336	-1.1059132	-0.13155556	0.22656727	0.3796482	0.13155556	35_10249	Rep: H0307D04.12 protein - Oryza sativa (Rice)	UniRef90_Q01K54	CHR4V7|COORD:9833961..9834676| senescence-associated protein-related	AT4G17670.1	CHR04V5|COORD:29406044..29405065|protein expressed protein	LOC_Os04g49680.1	no descriptionvery weakly similar to (65.9)AT4G17670| Symbols:  | senescence-associated protein-related | chr4:9833961-9834676 REVERSEDUF581	development.unspecified	33_99

CUST_18055_PI404877155	2	-0.030028343	-0.027095795	-0.00237751	0.088562965	0.0023765564	0.12259483	HVSMEb0012A18r2_at	unnamed protein product [Oryza sativa (japonica cultivar-group)] dbj|BAA90363.1| putative thioredoxin peroxidase [Oryza sativa (japonica cul	NP_912904.1	alkyl hydroperoxide reductase/thiol specific antioxidant (AhpC/TSA)/mal allergen family protein	At3g06050.1	protein phenazine biosynthesis protein PhzF family, putative	Os01g16150	gi|6630684|dbj|BAA88530.1| unnamed protein product	stress.abiotic.unspecified	20_2_99

CUST_93584_PI403524517	2	5.8078766E-4	0.2661724	0.022778511	-0.1966095	-0.07298374	-5.8078766E-4	35_26758	"Cluster: Hypothetical protein B1116H04.33; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1116H04.33 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6YUA3	"CHR3|COORD:20972568..20974728| similar to zinc finger (C3HC4-type RING finger) family protein [Arabidopsis thaliana] (TAIR:At2g40830.1); similar to zinc finger"	AT3G56580.3	CHR08V5|COORD:22675623..22681594|protein zinc finger, C3HC4 type family protein, expressed	LOC_Os08g36170.1	no descriptionvery weakly similar to (77.0)AT3G60080| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr3:22198611-22199531 FORWARDvery weakly similar to (52.4)EL5_ORYSAnot assigned not assigned not assigned not assigned HRD1 RING RING COG5540 zf-C3HC4	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_52380_PI403524517	2	-0.1694727	0.0759058	0.10755062	-0.08637524	0.009381294	-0.009381294	35_14926	"Cluster: Os09g0446800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os09g0446800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J1E1	"CHR1V7|COORD:18705732..18708355| THFS (10-FORMYLTETRAHYDROFOLATE SYNTHETASE); ATP binding / formate-tetrahydrofolate ligase"	AT1G50480.1	CHR09V5|COORD:16653463..16657660|protein formate--tetrahydrofolate ligase, putative, expressed	LOC_Os09g27420.1	"no descriptionhighly similar to ( 691)AT1G50480| Symbols: THFS | THFS (10-FORMYLTETRAHYDROFOLATE SYNTHETASE); ATP binding / formate-tetrahydrofolate ligase | chr1:18705732-18708355 FORWARDhighly similar to ( 685)FTHS_SPIOLFormate--tetrahydrofolate ligase - Spinacia oleracea (Spinach)not assigned FTHFS FTHFS MIS1"	C1-metabolism	25

CUST_114683_PI403524517	2	0.046429157	-0.0057377815	0.0057382584	-0.17509794	-0.5599375	0.11458874	35_32548	"Cluster: Putative HECT ubiquitin-protein ligase 3; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative HECT ubiquitin-protein ligase 3 - Oryza sativa (jap"	UniRef90_Q6YU89	CHR4V7|COORD:18041497..18049067| KAK (KAKTUS)	AT4G38600.2	0	0	 no descriptionweakly similar to ( 126)AT4G38600| Symbols: UPL3, KAK | KAK (KAKTUS) | chr4:18041497-18049286 REVERSEnot assigned 	protein.degradation.ubiquitin.E3.HECT	29_5_11_4_1

CUST_104659_PI403524517	2	-0.27419758	0.4675007	0.34140682	-0.073604584	-0.12797832	0.07360554	35_29822	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_82247_PI403524517	2	0.15187263	-0.7362175	-0.10196352	0.059843063	-0.059844017	0.1007061	35_23589	"Cluster: Putative SEU1 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative SEU1 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q9LWV8	CHR1V7|COORD:8969379..8974433| PFT1 (PHYTOCHROME AND FLOWERING TIME 1)	AT1G25540.1	CHR06V5|COORD:1394805..1388014|protein transcriptional corepressor SEUSS, putative, expressed	LOC_Os06g03600.2	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned BAF1_ABF1 GAL11 tolA TAF61 PRK10263 TolA TolA Metallothio	not assigned.unknown	35_2

CUST_71618_PI403524517	2	0.012581825	-0.069070816	-0.012581825	0.04822254	-0.10705471	0.07396984	35_20531	Rep: SUMO activating enzyme 2 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q8LKN2	CHR2V7|COORD:9205832..9209216| SAE2 (SUMO-ACTIVATING ENZYME 2)	AT2G21470.1	CHR07V5|COORD:23831597..23838408|protein ubiquitin-like 1-activating enzyme E1B, putative, expressed	LOC_Os07g39780.2	 no descriptionhighly similar to ( 583)AT2G21470| Symbols: ATSAE2, SAE2 | SAE2 (SUMO-ACTIVATING ENZYME 2) | chr2:9205832-9209216 FORWARDvery weakly similar to (55.1)UBE13_WHEATUbiquitin-activating enzyme E1 3 - Triticum aestivum (Wheat)not assigned not assigned not assigned Uba2_SUMO UBACT Ube1_repeat2 E1-2_like Uba3_RUB 	protein.degradation.ubiquitin.E1	29_5_11_2

CUST_53350_PI403524517	2	0.01651144	-0.05466795	-0.0212636	0.20463943	-0.015051365	0.015050888	35_15180	"Cluster: Putative beta-ketoacyl synthase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative beta-ketoacyl synthase - Oryza sativa (japonica"	UniRef90_Q6F365	CHR1V7|COORD:1119852..1122482| beta-ketoacyl-CoA synthase, putative	AT1G04220.1	CHR05V5|COORD:28544278..28541925|protein fatty acid elongase, putative, expressed	LOC_Os05g49900.1	 no descriptionmoderately similar to ( 230)AT1G04220| Symbols:  | beta-ketoacyl-CoA synthase, putative | chr1:1119852-1122482 REVERSEnot assigned CHS_like ACP_syn_III_C BcsA FabH KAS_III PRK09352 Chal_sti_synt_C 	lipid metabolism.FA synthesis and FA elongation.beta ketoacyl CoA synthase	11_1_10

CUST_65345_PI403524517	2	0.10428381	-1.4731631	-0.25612354	0.1531353	0.006749153	-0.0067486763	35_18658	"Cluster: Ubiquitin-activating enzyme E1 3, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Ubiquitin-activating enzyme E1 3, putative, exp"	UniRef90_Q10MU6	"CHR5V7|COORD:1970240..1974383| ATUBA2 (Arabidopsis thaliana ubiquitin activating enzyme 2); ubiquitin activating enzyme"	AT5G06460.1	CHR03V5|COORD:10284440..10278002|protein ubiquitin-activating enzyme E1 3, putative, expressed	LOC_Os03g18380.3	"no descriptionhighly similar to ( 562)AT5G06460| Symbols: ATUBA2 | ATUBA2 (Arabidopsis thaliana ubiquitin activating enzyme 2); ubiquitin activating enzyme | chr5:1970240-1974383 FORWARDhighly similar to ( 632)UBE13_WHEATUbiquitin-activating enzyme E1 3 - Triticum aestivum (Wheat)not assigned not assigned Ube1_repeat2 UBA_e1_C UBACT Uba2_SUMO E1-2_like"	protein.degradation.ubiquitin.E1	29_5_11_2

CUST_32912_PI399408534	2	-0.12536907	-0.02631569	-0.006081581	0.85357666	0.12904406	0.006082058	35_48210	"Cluster: Extra sporogenous cells-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Extra sporogenous cells-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q9AWX9	CHR2V7|COORD:18698813..18701540| leucine-rich repeat transmembrane protein kinase, putative	AT2G45340.1	CHR01V5|COORD:22668325..22664193|protein ATP binding protein, putative, expressed	LOC_Os01g39600.1	 no descriptionvery weakly similar to (58.9)AT2G45340| Symbols:  | leucine-rich repeat transmembrane protein kinase, putative | chr2:18698813-18701540 FORWARD	signalling.receptor kinases.leucine rich repeat IV	30_2_4

CUST_149046_PI403524517	2	0.21609116	-0.004682064	0.046299934	-0.2368064	-0.2762847	0.004682064	35_41694	"Cluster: Putative leucine-rich repeat/extensin 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative leucine-rich repeat/extensin 1 - Oryza sativa (japon"	UniRef90_Q5VR46	CHR3V7|COORD:8901161..8902645| leucine-rich repeat family protein / extensin family protein	AT3G24480.1	CHR01V5|COORD:4178236..4175962|protein protein binding protein, putative, expressed	LOC_Os01g08470.1	no descriptionmoderately similar to ( 214)AT3G24480| Symbols:  | leucine-rich repeat family protein / extensin family protein | chr3:8901161-8902645 REVERSEvery weakly similar to (83.6)RPK1_IPONIReceptor-like protein kinase precursor - Ipomoea nil (Japanese morning glory) (Pharbitis nil)not assigned not assigned	stress.biotic	20_1

CUST_118289_PI403524517	2	0.13621235	-0.25564766	-0.13595867	-0.030104637	0.21061707	0.03010559	35_33496	"Cluster: Os05g0392200 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0392200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DIG0	CHR3V7|COORD:22512702..22514157| catalytic	AT3G60910.1	CHR05V5|COORD:18997861..19000225|protein methylase, putative, expressed	LOC_Os05g32590.1	no description	not assigned.unknown	35_2

CUST_1782_PI399408534	2	-0.21813107	-0.1819582	0.014426231	0.016235352	0.028762817	-0.014426231	35_5265	Rep: Kinase-like protein - Oryza sativa (Rice)	UniRef90_Q9AV92	"CHR5V7|COORD:4605176..4608520| ATBET9 (ARABIDOPSIS THALIANA BROMODOMAIN AND EXTRATERMINAL DOMAIN PROTEIN 9); DNA binding"	AT5G14270.1	CHR02V5|COORD:23548513..23543306|protein global transcription factor group E, putative, expressed	LOC_Os02g38980.1	"no descriptionvery weakly similar to (85.5)AT5G14270| Symbols: ATBET9 | ATBET9 (ARABIDOPSIS THALIANA BROMODOMAIN AND EXTRATERMINAL DOMAIN PROTEIN 9); DNA binding | chr5:4605176-4608520 FORWARD"	RNA.regulation of transcription.Global transcription factor group	27_3_52

CUST_19501_PI404877155	2	0.004717827	0.8115444	0.1090107	-0.18235493	-0.1900177	-0.0047187805	rbags23g17_s_at	stem rust resistance protein [Hordeum vulgare subsp. vulgare]	AAM63547.1	protein kinase family protein	At4g38830.1	protein Similar to stem rust resistance protein	Os11g11780	0	signalling.receptor kinases.misc	30_2_99

CUST_147906_PI403524517	2	-0.012598038	0.04347706	0.16929913	-0.023225784	0.012597084	-0.21699142	35_41383	"Cluster: Cleavage stimulation factor 64; n=2; Arabidopsis thaliana|Rep: Cleavage stimulation factor 64 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q8LKG6	CHR1V7|COORD:27003268..27005512| cleavage stimulation factor, putative	AT1G71800.1	CHR11V5|COORD:3791883..3797110|protein cleavage stimulation factor 64, putative, expressed	LOC_Os11g07490.1	 no descriptionmoderately similar to ( 229)AT1G71800| Symbols:  | cleavage stimulation factor, putative | chr1:27003268-27005512 FORWARDvery weakly similar to (67.0)ROC3_NICSY28 kDa ribonucleoprotein, chloroplast precursor - Nicotiana sylvestris (Wood tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned RRM_1 RRM COG0724 	RNA.RNA binding	27_4

CUST_2657_PI399408534	2	0.14839268	-0.53625107	-0.37479687	0.07304573	-0.07304478	0.22332	35_19100	Rep: Auxin-responsive protein IAA1 - Oryza sativa (Rice)	UniRef90_Q5VRD1	"CHR1V7|COORD:1136381..1138339| AXR3 (AUXIN RESISTANT 3); transcription factor"	AT1G04250.1	CHR01V5|COORD:4073240..4070478|protein OsIAA1 - Auxin-responsive Aux/IAA gene family member, expressed	LOC_Os01g08320.1	" no descriptionweakly similar to ( 137)AT1G04250| Symbols: IAA17, AXR3 | AXR3 (AUXIN RESISTANT 3); transcription factor | chr1:1136381-1138339 FORWARDmoderately similar to ( 228)IAA1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned AUX_IAA PRK07764 PRK12323 PRK07003 DUF1509 Gag_spuma PRK05648 "	hormone metabolism.auxin.induced-regulated-responsive-activated	17_2_3

CUST_69531_PI403524517	2	-0.06031227	0.09409714	-0.09299469	-0.017748833	0.03510952	0.017747879	35_19896	"Cluster: Seryl-tRNA synthetase family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Seryl-tRNA synthetase family protein, expressed - Ory"	UniRef90_Q2R1C1	"CHR1V7|COORD:4003894..4006555| AtSRS (OVULE ABORTION 7); serine-tRNA ligase"	AT1G11870.2	CHR11V5|COORD:23126858..23131262|protein seryl-tRNA synthetase, putative, expressed	LOC_Os11g39670.1	" no descriptionhighly similar to ( 659)AT1G11870| Symbols: OVA7, SRS, AtSRS | AtSRS (OVULE ABORTION 7); serine-tRNA ligase | chr1:4003894-4006555 FORWARDmoderately similar to ( 233)SYS_HELANSeryl-tRNA synthetase - Helianthus annuus (Common sunflower)not assigned not assigned PRK05431 SerS SerRS_core tRNA-synt_2b Seryl_tRNA_N Gly_His_Pro_Ser_Thr_tRS_core class_II_aaRS-like_core thrS ThrRS_core ThrS thrS PRK12444 "	protein.aa activation	29_1

CUST_74571_PI403524517	2	0.059483528	0.19406319	-0.17256546	-0.0012874603	-0.14863968	0.0012865067	35_21384	"Cluster: NB-ARC domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: NB-ARC domain containing protein, expressed - Oryza sativ"	UniRef90_Q2R1H2	0	0	CHR11V5|COORD:22832339..22836099|protein resistance protein CAN_RGA1, putative, expressed	LOC_Os11g39190.4	no description	not assigned.unknown	35_2

CUST_148585_PI403524517	2	-0.02138567	0.29415846	0.14621735	-0.5300131	-0.5437484	0.021386147	35_41567	"Cluster: Hypothetical protein T21F11.17; n=1; Arabidopsis thaliana|Rep: Hypothetical protein T21F11.17 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9M8L8	CHR1V7|COORD:30276087..30277323| intracellular transporter	AT1G80500.1	CHR02V5|COORD:24190188..24195562|protein trafficking protein particle complex protein 2, putative, expressed	LOC_Os02g40000.3	no descriptionweakly similar to ( 134)AT1G80500| Symbols:  | intracellular transporter | chr1:30276087-30277323 FORWARDnot assigned Sedlin_N TRS20	not assigned.no ontology	35_1

CUST_178693_PI403524517	2	-0.13820696	0.040795326	-0.16859245	0.006523609	-0.006523609	0.01447773	35_49699	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_84737_PI403524517	2	0.17547035	1.0246143	-0.24962425	-0.026799679	-0.3566823	0.026800156	35_24281	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_113797_PI403524517	2	0.2446971	0.059719086	0.10782099	-0.059719086	-0.7325187	-0.1336155	35_32296	"Cluster: Translation initiation factor IF-2; n=1; Salinispora tropica CNB-440|Rep: Translation initiation factor IF-2 - Salinispora tropica CNB-440"	UniRef90_Q0LAG3	CHR1V7|COORD:16816094..16817173| DNA binding / ligand-dependent nuclear receptor	AT1G44191.1	CHR07V5|COORD:24271675..24264784|protein formin-2, putative, expressed	LOC_Os07g40510.1	no descriptionnot assigned not assigned	not assigned.unknown	35_2

CUST_177420_PI403524517	2	0.058983803	-0.1169796	0.03529644	-0.061510086	0.07355499	-0.03529644	35_49353	"Cluster: Os07g0657600 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os07g0657600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D3Z5		0	CHR07V5|COORD:27687198..27684842|protein expressed protein	LOC_Os07g46400.1	no description	not assigned.unknown	35_2

CUST_130272_PI403524517	2	0.08403015	0.47603416	0.05605793	-0.089110374	-0.05605793	-0.1521368	35_36586	"Cluster: Hypothetical protein OSJNBa0052K15.14; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0052K15.14 - Oryza sativa (japonica"	UniRef90_Q6EN45	CHR5V7|COORD:21566454..21569358| protein phosphatase 2C, putative / PP2C, putative	AT5G53140.1	CHR06V5|COORD:19541007..19530565|protein protein phosphatase 2C isoform epsilon, putative, expressed	LOC_Os06g33549.1	 no descriptionvery weakly similar to (53.9)AT5G53140| Symbols:  | protein phosphatase 2C, putative / PP2C, putative | chr5:21566454-21569358 FORWARD	protein.postranslational modification	29_4

CUST_4579_PI404877155	2	0.27249813	-0.057792664	-0.13722801	-0.29296875	0.057793617	0.065475464	Contig15657_at	WRKY transcription factor [Oryza sativa (indica cultivar-group)]	AAN16970.1	WRKY family transcription factor	At5g56270.1	protein WRKY DNA -binding domain, putative	Os09g30400	WRKY family transcription factor	RNA.regulation of transcription.WRKY domain transcription factor family	27_3_32

CUST_54009_PI403524517	2	-0.05282402	0.24950314	0.02143097	0.0098629	-0.1837616	-0.009861946	35_15371	"Cluster: Glutamyl-tRNA reductase, chloroplast precursor; n=8; Poaceae|Rep: Glutamyl-tRNA reductase, chloroplast precursor - Oryza sativa (Rice)"	UniRef90_O48674	"CHR1V7|COORD:21627693..21629716| HEMA1; glutamyl-tRNA reductase"	AT1G58290.1	CHR10V5|COORD:18832897..18829486|protein glutamyl-tRNA reductase, chloroplast precursor, putative, expressed	LOC_Os10g35840.1	" no descriptionhighly similar to ( 624)AT1G58290| Symbols: HEMA1 | HEMA1; glutamyl-tRNA reductase | chr1:21627693-21629716 REVERSEhighly similar to ( 861)HEM11_HORVUGlutamyl-tRNA reductase 1, chloroplast precursor - Hordeum vulgare (Barley)hemA HemA GlutR_N GlutR_dimer Shikimate_DH hemA aroE "	tetrapyrrole synthesis.glu-tRNA reductase	19_2

CUST_168631_PI403524517	2	0.09140301	-0.3317995	0.013757706	-0.013756752	0.092396736	-0.13122272	35_46963	"Cluster: Putative apoptosis antagonizing transcription factor; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative apoptosis antagonizing transcription fa"	UniRef90_Q8L4B1	CHR5V7|COORD:24674513..24677329| rRNA processing protein-related	AT5G61330.1	CHR01V5|COORD:19180422..19184226|protein protein AATF, putative, expressed	LOC_Os01g34200.2	no descriptionweakly similar to ( 115)AT5G61330| Symbols:  | rRNA processing protein-related | chr5:24674513-24677329 REVERSEnot assigned	not assigned.no ontology	35_1

CUST_3912_PI404877155	2	-0.048894882	-0.36726952	-0.083743095	0.09901047	0.12639523	0.048894882	Contig14541_at	putative transcriptional activator [Oryza sativa (japonica cultivar-group)] dbj|BAD09104.1| putative transcriptional activator [Oryza sativa	XP_483457.1	transcriptional activator, putative	At3g07220.1	protein FHA domain, putative	Os08g41710	unknown protein	RNA.regulation of transcription.FHA transcription factor	27_3_48

CUST_13229_PI404877155	2	0.03681755	0.011813164	-0.042014122	-0.011814117	-0.022738457	0.049064636	Contig6929_at	contains EST D23238(C2469)~kinase-like protein [Oryza sativa (japonica cultivar-group)]	BAC22257.1	protein kinase family protein	At3g46920.1	protein Protein kinase domain, putative	Os06g43840	Raf protein kinase homolog CTR1	RNA.processing	27_1

CUST_26879_PI403524517	2	-0.018753529	0.37374067	-0.1767354	0.13246584	0.018753529	-0.29306316	35_7788	"Cluster: ESTs AU081301; n=1; Oryza sativa (japonica cultivar-group)|Rep: ESTs AU081301 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q9LG67	CHR2V7|COORD:13831897..13833838| F-box family protein	AT2G32560.1	CHR01V5|COORD:10000728..10004543|protein cyclin-like F-box, putative, expressed	LOC_Os01g17390.1	no descriptionvery weakly similar to (91.7)AT2G26850| Symbols:  | F-box family protein | chr2:11456447-11457967 REVERSETT_ORF1	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_52965_PI403524517	2	0.20174408	-0.030797005	0.030797005	-0.15136528	-0.36303997	0.17671776	35_15081	"Cluster: Ubiquitin-activating enzyme E1 1; n=2; Triticum aestivum|Rep: Ubiquitin-activating enzyme E1 1 - Triticum aestivum (Wheat)"	UniRef90_P20973	"CHR2V7|COORD:12859709..12864446| ATUBA1 (Arabidopsis thaliana ubiquitin-activating enzyme 1); ubiquitin activating enzyme"	AT2G30110.1	CHR11V5|COORD:300611..294655|protein ubiquitin-activating enzyme E1 2, putative, expressed	LOC_Os11g01510.3	" no descriptionweakly similar to ( 102)AT2G30110| Symbols: MOS5, ATUBA1 | ATUBA1 (Arabidopsis thaliana ubiquitin-activating enzyme 1); ubiquitin activating enzyme | chr2:12859709-12864446 REVERSEweakly similar to ( 154)UBE11_WHEATUbiquitin-activating enzyme E1 1 - Triticum aestivum (Wheat)not assigned not assigned not assigned Ube1_repeat1 Aos1_SUMO E1-1_like ThiF "	protein.degradation.ubiquitin.E1	29_5_11_2

CUST_10305_PI404877155	2	-0.033985138	-1.2058411	-0.10954285	0.16553211	0.14446831	0.033984184	Contig4036_at	O-succinylhomoserine (thiol)-lyase (EC 4.2.99.9) 1 - maize gb|AAB61347.1| cystathionine gamma-synthase [Zea mays]	T02940	cystathionine gamma-synthase, chloroplast / O-succinylhomoserine (Thiol)-lyase (CGS)	At3g01120.1	protein putative cystathionine gamma synthase	Os03g25940	cystathionine gamma synthase	amino acid metabolism.synthesis.aspartate family.methionine	13_1_3_4

CUST_8669_PI399408534	2	0.085755825	0.13287306	0.112475395	-0.49944592	-0.2032466	-0.08575535	35_18498	"Cluster: Os01g0575000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0575000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JLS6	CHR3V7|COORD:4565769..4571116| RHD3 (ROOT HAIR DEFECTIVE 3)	AT3G13870.1	CHR01V5|COORD:22447164..22455574|protein protein SEY1, putative, expressed	LOC_Os01g39310.3	no descriptionhighly similar to ( 702)AT3G13870| Symbols: RHD3 | RHD3 (ROOT HAIR DEFECTIVE 3) | chr3:4565769-4571116 REVERSEnot assigned not assigned RHD3 GBP	development.unspecified	33_99

CUST_22298_PI403524517	2	-0.08903122	-0.22997761	0.00587368	-0.0058727264	0.16042614	0.10498619	35_6477	"Cluster: Xyloglucan galactosyltransferase KATAMARI1 homolog; n=2; Oryza sativa|Rep: Xyloglucan galactosyltransferase KATAMARI1 homolog - Oryza sativa (Rice)"	UniRef90_Q8H038	"CHR2V7|COORD:8799436..8801295| MUR3 (MURUS 3); catalytic"	AT2G20370.1	CHR03V5|COORD:2466031..2468611|protein xyloglucan galactosyltransferase KATAMARI 1, putative, expressed	LOC_Os03g05110.1	" no descriptionhighly similar to ( 564)AT2G20370| Symbols: KAM1, MUR3 | MUR3 (MURUS 3); catalytic | chr2:8799436-8801295 FORWARDhighly similar to ( 656)KATAM_ORYSAnot assigned Exostosin "	misc.UDP glucosyl and glucoronyl transferases	26_2

CUST_124604_PI403524517	2	0.107634544	-5.979538E-4	-0.03045845	5.979538E-4	-0.03650856	0.12793922	35_35120	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_156_PI399408534	2	-0.05343342	0.06614494	0.05343342	-0.11979675	-0.25199127	0.18019676	35_13916	"Cluster: ADP-ribosylation factor-like protein; n=6; Viridiplantae|Rep: ADP-ribosylation factor-like protein - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9LYJ3	"CHR3V7|COORD:23063262..23064520| ATARFA1E (ADP-ribosylation factor A1E); GTP binding / phospholipase activator/ protein binding"	AT3G62290.1	CHR05V5|COORD:23977428..23973918|protein ADP-ribosylation factor, putative, expressed	LOC_Os05g41060.1	"no descriptionmoderately similar to ( 359)AT3G62290| Symbols: ATARFA1E | ATARFA1E (ADP-ribosylation factor A1E); GTP binding / phospholipase activator/ protein binding | chr3:23063262-23064520 FORWARDmoderately similar to ( 364)ARF2_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned ARF Arf1_5_like Arf Arf6 Arf_Arl Arl1 Arl5_Arl8 ARD1 Arl2 Arl3 ARLTS1 Arl4_Arl7 Arl6 Sar1 Arfrp1 Arl10_like Arl9_Arfrp2_like Arl2l1_Arl13_like SAR Ras_like_GTPase COG1100 SR_beta Rab Rab18 COG2229 Ras RAB Rab8_Rab10_Rab13_like SRPRB Rab1_Ypt1 Rab21 G-alpha G-alpha G_alpha Rab5_related RabA_like Rab4 Rab36_Rab34 Rab27A Rab26 Rab35 Obg RJL"	protein.targeting.secretory pathway.unspecified	29_3_4_99

CUST_2095_PI399408534	2	0.20479536	0.2963457	0.43794966	-0.35064125	-0.49489403	-0.20479488	35_7405	"Cluster: Hypothetical protein P0489D11.5; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0489D11.5 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q69MN4	CHR1V7|COORD:7164527..7167923| DNA-binding bromodomain-containing protein	AT1G20670.1	CHR09V5|COORD:21757050..21751268|protein DNA binding protein, putative, expressed	LOC_Os09g37760.1	no descriptionweakly similar to ( 149)AT1G20670| Symbols:  | DNA-binding bromodomain-containing protein | chr1:7164527-7167923 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned BROMO Bromodomain COG5076	RNA.regulation of transcription.Bromodomain proteins	27_3_42

CUST_86670_PI403524517	2	-0.38515377	0.42801476	-0.017329216	0.2847433	-0.39387703	0.01733017	35_24822	"Cluster: Os07g0632800 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os07g0632800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D4E0	CHR1V7|COORD:4797603..4800040| protein kinase family protein / ankyrin repeat family protein	AT1G14000.1	CHR07V5|COORD:26248846..26243824|protein mitogen-activated protein kinase kinase kinase 10, putative, expressed	LOC_Os07g43900.1	no descriptionmoderately similar to ( 258)AT1G14000| Symbols:  | protein kinase family protein / ankyrin repeat family protein | chr1:4797603-4800040 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned ANK TT_ORF1 Arp PRK12678	protein.postranslational modification	29_4

CUST_86608_PI403524517	2	0.380939	-0.464334	0.05049467	-0.07181263	0.056167603	-0.05049467	35_24803	"Cluster: Putative GTP-binding protein typA; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative GTP-binding protein typA - Oryza sativa (japonica cultivar"	UniRef90_Q6KA61	CHR5V7|COORD:4397824..4402367| elongation factor family protein	AT5G13650.2	CHR02V5|COORD:10739449..10747500|protein GTP-binding protein TypA/BipA, putative, expressed	LOC_Os02g18450.1	no descriptionmoderately similar to ( 434)AT5G13650| Symbols:  | elongation factor family protein | chr5:4397824-4402367 FORWARDweakly similar to ( 102)EFGM_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TypA TypA_BipA PRK10218 LepA PRK05433 GTP_EFTU PRK07560 GTP_translation_factor FusA LepA EF2 TetM_like EF-G Snu114p PRK12740 PRK12739 PRK00007 EF-G_bact RF3 PrfC TEF1 prfC TufB PRK12317 PRK12736 tufA PRK12735 infB PRK00049 IF2_eIF5B EF1_alpha EF_Tu InfB infB SelB CysN_ATPS BipA_TypA_II CysN SelB PRK04004 SelB_euk engA PRK04000 EngA2 GCD11 MMR_HSR1 COG1160 Ras_like_GTPase Era COG2229 PRK05506 Era_like PRK10512	protein.synthesis.elongation	29_2_4

CUST_129994_PI403524517	2	-0.21764565	-0.6077938	0.20043564	0.09520149	0.21665859	-0.09520149	35_36510	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_102806_PI403524517	2	0.018087387	-0.095487595	0.054388523	0.2907462	-0.0968523	-0.01808691	35_29319	"Cluster: Putative Serine/threonine Kinase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative Serine/threonine Kinase - Oryza sativa (japonica cultivar-g"	UniRef90_Q5JLQ9		0	CHR01V5|COORD:32267036..32265297|protein CIPK-like protein 1, putative, expressed	LOC_Os01g55440.1	no description	not assigned.unknown	35_2

CUST_124100_PI403524517	2	0.25680637	-0.26222944	-0.06545591	-0.056319237	0.056319237	0.08681965	35_34986	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_106295_PI403524517	2	-0.093605995	0.36103153	0.91469	-0.17163038	0.093605995	-0.15088081	35_30255	"Cluster: Hypothetical protein P0003D09.30; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0003D09.30 - Oryza sativa (japonica cultivar-g"	UniRef90_Q8S2F9	CHR4V7|COORD:13870388..13873515| proline-rich family protein	AT4G27850.1	CHR01V5|COORD:34304174..34303385|protein expressed protein	LOC_Os01g58800.1	no description	not assigned.unknown	35_2

CUST_171381_PI403524517	2	0.0054302216	-0.118535995	0.0025691986	-0.0025691986	0.052772522	-0.2023468	35_47755	Rep: Proteasome subunit alpha type 2-A - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_O23708	CHR1V7|COORD:29801179..29803133| 20S proteasome alpha subunit B, putative	AT1G79210.2	CHR03V5|COORD:15398910..15403485|protein proteasome subunit alpha type 2, putative, expressed	LOC_Os03g26970.1	 no descriptionvery weakly similar to (58.2)AT1G79210| Symbols:  | 20S proteasome alpha subunit B, putative | chr1:29801179-29803133 REVERSEvery weakly similar to (59.3)PSA2_ORYSAnot assigned proteasome_alpha_type_2 proteasome_alpha 	protein.degradation.ubiquitin.proteasom	29_5_11_20

CUST_102782_PI403524517	2	0.2905798	0.116251945	-0.022294044	-0.1702671	-0.09280968	0.022294998	35_29313	Rep: Hypothetical protein - Bradyrhizobium sp. BTAi1	UniRef90_Q35LL9	CHR1V7|COORD:22057832..22060717| formin homology 2 domain-containing protein / FH2 domain-containing protein	AT1G59910.1	CHR02V5|COORD:23875833..23870626|protein non-receptor tyrosine kinase spore lysis A, putative, expressed	LOC_Os02g39560.2	no descriptionnot assigned	not assigned.unknown	35_2

CUST_141896_PI403524517	2	0.040857315	0.6186428	1.072897	-0.2825985	-0.040857315	-0.04585886	35_39768	"Cluster: Putative tropinone reductase; n=1; Arabidopsis thaliana|Rep: Putative tropinone reductase - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9ZW03	CHR2V7|COORD:12542792..12544041| tropinone reductase, putative / tropine dehydrogenase, putative	AT2G29150.1	CHR11V5|COORD:25552303..25550729|protein tropinone reductase 2, putative	LOC_Os11g43200.1	 no descriptionweakly similar to ( 145)AT2G29150| Symbols:  | tropinone reductase, putative / tropine dehydrogenase, putative | chr2:12542792-12544041 REVERSEvery weakly similar to (52.4)TS2_MAIZESex determination protein tasselseed-2 - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned fabG fabG FabG PRK09242 PRK12829 fabG PRK12826 PRK08213 adh_short PRK07326 PRK12939 PRK06125 fabG PRK06124 COG4221 PRK12827 PRK07062 fabG PRK07814 PRK07856 PRK07063 PRK07201 PRK06935 PRK06181 DltE PRK06841 PRK08324 PRK07067 PRK07060 PRK07478 fabG PRK07109 PRK06200 PRK06172 PRK07035 KR PRK06139 PRK06523 PRK09134 PRK12937 fabG fabG PRK09072 PRK05866 DltE PRK07890 PRK12429 PRK06484 PRK08263 PRK08265 PRK07479 PRK06198 PRK06346 PRK07677 PRK08278 fabG PRK08219 PRK12745 PRK06500 PRK06122 PRK08264 PRK12744 PRK12935 fabG fabG PRK07825 PRK06138 PRK06949 PRK08063 fabG PRK06182 PRK09135 fabG PRK08936 PRK05872 PRK07523 PRK08226 PRK07097 PRK06179 PRK05876 PRK06171 PRK07633 PRK12828 	misc.nitrilases, *nitrile lyases, berberine bridge enzymes, reticuline oxidases, troponine reductases	26_8

CUST_132801_PI403524517	2	-0.12628937	-0.32173157	-0.046331406	0.2051096	0.04633236	0.10545921	35_37293	0	0		0	CHR09V5|COORD:22896708..22902150|protein beta-1,4-mannan synthase, putative, expressed	LOC_Os09g39920.1	no description	not assigned.unknown	35_2

CUST_26910_PI403524517	2	0.25593853	-0.38863754	-0.059015274	0.24567032	0.018221855	-0.018220901	35_7796	"Cluster: Os05g0373400 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0373400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DIP2	CHR4V7|COORD:1376710..1379275| RNA-binding protein, putative	AT4G03110.2	CHR05V5|COORD:17914062..17919871|protein ribonucleoprotein, putative, expressed	LOC_Os05g30980.1	 no descriptionmoderately similar to ( 289)AT4G03110| Symbols:  | RNA-binding protein, putative | chr4:1376710-1379275 REVERSEvery weakly similar to (64.3)ROC3_NICSY28 kDa ribonucleoprotein, chloroplast precursor - Nicotiana sylvestris (Wood tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned RRM RRM_1 COG0724 	RNA.RNA binding	27_4

CUST_34398_PI399408534	2	-0.042225838	0.22016144	-0.013640404	-0.07660389	0.12863731	0.01363945	35_3149	"Cluster: Calmodulin-binding protein family-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Calmodulin-binding protein family-like - Oryza sativa"	UniRef90_Q6YXT2	CHR1V7|COORD:53022..54494| IQD18 (IQ-domain 18)	AT1G01110.1	CHR08V5|COORD:791243..788844|protein calmodulin binding protein, putative, expressed	LOC_Os08g02250.1	no descriptionvery weakly similar to (80.9)AT1G01110| Symbols: IQD18 | IQD18 (IQ-domain 18) | chr1:53022-54494 FORWARD	signalling.calcium	30_3

CUST_59038_PI403524517	2	0.26670074	-0.5956664	-0.14900589	-0.021949768	0.056534767	0.021950722	35_16840	"Cluster: Os01g0102600 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0102600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JRG4	CHR5V7|COORD:15457074..15460237| protein kinase family protein	AT5G38560.1	CHR01V5|COORD:142379..144654|protein shikimate kinase family protein, expressed	LOC_Os01g01302.1	no descriptionvery weakly similar to (55.1)AT3G26900| Symbols:  | shikimate kinase family protein | chr3:9913551-9915661 REVERSEnot assigned not assigned not assigned not assigned Drf_FH1 Extensin_2	amino acid metabolism.synthesis.aromatic aa.chorismate.shikimate kinase	13_1_6_1_5

CUST_152588_PI403524517	2	-0.47275925	-0.32836246	0.5004072	0.07011938	0.677341	-0.07011938	35_42647	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_177644_PI403524517	2	0.037722588	0.09846306	0.03234768	-0.16880989	-0.12921047	-0.03234768	35_49413	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_1030_PI404877155	2	-0.18966389	0.17450523	0.07973671	-0.10198498	0.018838882	-0.018838882	Contig11053_at	methyl-binding domain protein MBD101 [Zea mays]	AAK40305.1	methyl-CpG-binding domain-containing protein	At4g22745.1	protein methyl-binding domain protein MBD101	Os05g33550	methyl-binding domain protein MBD101	RNA.regulation of transcription.Methyl binding domain proteins	27_3_59

CUST_22730_PI403524517	2	-0.1309166	0.23749447	0.03379011	0.03379011	-0.40523434	-0.033789635	35_6601	"Cluster: Putative UDP-glucose glucosyltransferase1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative UDP-glucose glucosyltransferase1 - Oryza sativa"	UniRef90_Q6Z684	CHR1V7|COORD:7895057..7897516| UDP-glucoronosyl/UDP-glucosyl transferase family protein	AT1G22360.1	CHR02V5|COORD:31800108..31802017|protein cytokinin-O-glucosyltransferase 2, putative, expressed	LOC_Os02g51930.1	no descriptionhighly similar to ( 514)AT1G22360| Symbols:  | UDP-glycosyltransferase | chr1:7895057-7897516 REVERSEmoderately similar to ( 209)UFO3_MAIZEnot assigned UDPGT COG1819	misc.UDP glucosyl and glucoronyl transferases	26_2

CUST_54051_PI403524517	2	-0.0043973923	0.42953014	0.0043964386	-0.124427795	-0.17257309	0.07697773	35_15381	Rep: Predicted protein - Aspergillus terreus NIH2624	UniRef90_Q0D114	CHR1V7|COORD:25812961..25813793| AGP19/ATAGP19 (ARABINOGALACTAN-PROTEIN 19)	AT1G68725.1	CHR12V5|COORD:4131874..4135599|protein transposon protein, putative, CACTA, En/Spm sub-class	LOC_Os12g08110.1	no description	not assigned.unknown	35_2

CUST_17831_PI404877155	2	-0.13793564	0.35878372	0.059337616	-0.121824265	-0.026258469	0.026256561	HV14L22u_s_at	putative ethylene-responsive transcriptional coactivator [Oryza sativa (japonica cultivar-group)]	BAD03357.1	ethylene-responsive transcriptional coactivator, putative	At2g42680.1	protein Helix-turn-helix, putative	Os08g27850	gi|18406032|ref|NP_565981.1| expressed protein	hormone metabolism.ethylene.induced-regulated-responsive-activated	17_5_3

CUST_1069_PI404877155	2	-0.055583954	-0.51968193	-0.011628151	0.022165298	0.10855389	0.011627197	Contig11083_at	Ribulose-1,5 bisphosphate carboxylase/oxygenase large subunit N-methyltransferase, chloroplast precursor	P94026	ribulose-1,5 bisphosphate carboxylase oxygenase large subunit N-methyltransferase, putative	At1g14030.1	protein Chain A, Structure And Catalytic Mechanism Of A Set Domain Protein Methyltransferase.	Os09g24530	ribulose-1,5 bisphosphate carboxylase oxygenase large subunit N-methyltransferase, putative, strong similarity to SP:P94026 Ribulose-1,5 bisphosphate carboxylase/oxygenase large subunit N- methyltransferase, chloroplast precursor (EC 2.1.1.127) ((Ribulose	PS.calvin cyle.rubisco interacting	1_03_13

CUST_119976_PI403524517	2	0.57509136	0.646821	-0.03350973	-0.37496853	-0.14810991	0.03350973	35_33930	0	0		0	CHR07V5|COORD:24954506..24958951|protein DNA binding protein, putative, expressed	LOC_Os07g41640.1	no description	not assigned.unknown	35_2

CUST_158_PI399407379	2	0.020518303	0.28644753	-0.08637047	0.11608887	-0.15582085	-0.020519257	HvCKX9									

CUST_151739_PI403524517	2	-0.09496498	-0.2401948	0.105807304	0.038898468	-0.038898468	0.09883976	35_42426	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_140427_PI403524517	2	-0.014626503	0.72363377	0.01462698	0.021487236	-0.17182636	-0.08494949	35_39376	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_48252_PI403524517	2	0.066036224	0.5560751	0.03951931	-0.093732834	-0.07535744	-0.03951931	35_13793	Rep: UPI0000DC1448 UniRef100 entry - Rattus norvegicus	UniRef90_UPI0000DC1448	CHR1V7|COORD:23241239..23242177| invertase/pectin methylesterase inhibitor family protein	AT1G62760.1	0	0	no description	not assigned.unknown	35_2

CUST_5426_PI404877155	2	-0.084708214	0.23568916	-0.001039505	-0.047554016	0.005886078	0.001039505	Contig17131_at	putative Rho GDP-dissociation inhibitor [Oryza sativa (japonica cultivar-group)] dbj|BAB90310.1| putative Rac GDP-dissociation inhibitor 1 [	NP_914805.1	Rho GDP-dissociation inhibitor family protein	At3g07880.1	protein RHO protein GDP dissociation inhibitor	Os01g68540	"Rho GDP-dissociation inhibitor family protein, similar to SP:P52565 Rho GDP-dissociation inhibitor 1 (Rho GDI 1) (Rho-GDI alpha) {Homo sapiens}; contains Pfam profile PF02115: RHO protein GDP dissociation inhibitor"	signalling.G-proteins	30_5

CUST_35230_PI403524517	2	0.027982712	0.54283094	-0.027982712	0.033749104	-0.32005882	-0.19774961	35_10155	Rep: Serine threonine kinase - Brachypodium sylvaticum (False brome)	UniRef90_A1YKF2	CHR4V7|COORD:12903370..12906679| protein kinase family protein	AT4G25160.1	CHR06V5|COORD:2145620..2139039|protein ATP binding protein, putative, expressed	LOC_Os06g04880.2	no descriptionweakly similar to ( 162)AT4G25160| Symbols:  | protein kinase family protein | chr4:12903370-12906679 REVERSEvery weakly similar to (71.6)PSKR_DAUCAPhytosulfokine receptor precursor - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pkinase_Tyr PTKc TyrKc S_TKc S_TKc Pkinase PTKc_Itk PTKc_Jak_rpt2 PTKc_Trk PTKc_EGFR_like PTKc_Ror PTKc_Src_like PTKc_Csk_like PTKc_Srm_Brk	protein.postranslational modification.kinase.receptor like cytoplasmatic kinase IX	29_4_1_59

CUST_130576_PI403524517	2	0.09391165	-0.98335505	-0.09391165	0.118694305	0.23417473	-0.2781477	35_36670	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_22907_PI403524517	2	-0.17545986	0.01702404	-0.30210876	0.026593208	0.007993698	-0.007993698	35_6653	"Cluster: Os08g0100700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os08g0100700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J8P6	"CHR3V7|COORD:16023071..16030860| CEF (CLONE EIGHTY-FOUR); transporter"	AT3G44340.2	CHR08V5|COORD:47693..51980|protein transcription or splicing factor-like protein, putative, expressed	LOC_Os08g01070.3	"no descriptionvery weakly similar to (62.4)AT3G44340| Symbols: CEF | CEF (CLONE EIGHTY-FOUR); transporter | chr3:16023071-16030860 REVERSEvery weakly similar to (72.4)EXTN_TOBACExtensin precursor - Nicotiana tabacum (Common tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF1421 Atrophin-1"	cell wall.cell wall proteins.LRR	10_5_3

CUST_12335_PI399408534	2	0.16514301	-0.15016174	-0.08408642	0.10499096	-0.07941723	0.07941723	35_7074	"Cluster: Os05g0384800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0384800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DIJ3	CHR5V7|COORD:6547947..6552850| zinc finger protein, putative / regulator of chromosome condensation (RCC1) family protein	AT5G19420.1	CHR05V5|COORD:18512299..18503854|protein ran GTPase binding protein, putative, expressed	LOC_Os05g31920.2	 no descriptionweakly similar to ( 127)AT5G19420| Symbols:  | zinc finger protein, putative / regulator of chromosome condensation (RCC1) family protein | chr5:6547947-6552850 REVERSEDZC 	RNA.regulation of transcription.unclassified	27_3_99

CUST_66436_PI403524517	2	0.021676064	0.48128128	8.1062317E-4	-0.16286278	-8.1062317E-4	-0.1430893	35_18970	Rep: Hypothetical protein - Medicago truncatula (Barrel medic)	UniRef90_Q1S1H8	"CHR3V7|COORD:3921794..3923099| similar to Protein of unknown function DUF667 [Medicago truncatula] (GB:ABE88669.1); contains InterPro domain Protein of"	AT3G12300.1	CHR09V5|COORD:19798895..19802112|protein gene trap locus 3, putative, expressed	LOC_Os09g33570.1	"no descriptionmoderately similar to ( 234)AT3G12300| Symbols:  | similar to Protein of unknown function DUF667 [Medicago truncatula] (GB:ABE88669.1); contains InterPro domain Protein of unknown function DUF667; (InterPro:IPR007714) | chr3:3921794-3923099 REVERSEnot assigned DUF667"	not assigned.unknown	35_2

CUST_134053_PI403524517	2	-0.33899927	-0.473557	-0.4875536	0.6030083	0.41907024	0.33899927	35_37622	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_6441_PI403524517	2	0.08850098	-0.5414963	-0.10757828	0.09254551	0.02464199	-0.02464199	35_1786	"Cluster: Hypothetical protein OJ1781_H11.10; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1781_H11.10 - Oryza sativa (japonica cultiv"	UniRef90_Q688W7	CHR1V7|COORD:10278066..10283010| kinase-related	AT1G29370.1	CHR05V5|COORD:28136836..28145528|protein expressed protein	LOC_Os05g49180.1	no descriptionmoderately similar to ( 274)AT1G29370| Symbols:  | kinase-related | chr1:10278066-10283010 REVERSEnot assigned not assigned not assigned DUF1296 PRK12678 Glutenin_hmw	not assigned.unknown	35_2

CUST_24141_PI403524517	2	0.10223389	-0.031885147	-0.12769508	0.031884193	-0.14888287	0.0545969	35_7010	"Cluster: Os12g0595000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os12g0595000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IM66	CHR5V7|COORD:13911171..13914051| EXS family protein / ERD1/XPR1/SYG1 family protein	AT5G35730.1	CHR12V5|COORD:24947521..24942252|protein EXS, C-terminal, putative, expressed	LOC_Os12g40340.1	no descriptionmoderately similar to ( 363)AT5G35730| Symbols:  | EXS family protein / ERD1/XPR1/SYG1 family protein | chr5:13911171-13914051 FORWARDnot assigned EXS COG5409	transport.phosphate	34_7

CUST_93870_PI403524517	2	0.30963612	-0.27352333	0.23500872	-0.10823727	-0.43457603	0.10823727	35_26839	"Cluster: Ulp1 protease family, C-terminal catalytic domain containing protein, expressed; n=4; Oryza sativa (japonica cultivar-group)|Rep: Ulp1 protease family,"	UniRef90_Q10LL2	0	0	CHR03V5|COORD:12807111..12802418|protein sentrin-specific protease 2, putative, expressed	LOC_Os03g22400.3	no description	not assigned.unknown	35_2

CUST_32559_PI403524517	2	0.3474903	0.58909225	-0.05393219	-0.3005228	-0.7055774	0.05393219	35_9385	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_38138_PI403524517	2	0.43675232	0.15896177	0.0614748	-0.36693	-0.69948435	-0.0614748	35_10975	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_137185_PI403524517	2	0.30592966	-0.0128006935	0.1558423	-0.2725458	-0.4824686	0.0128006935	35_38472	"Cluster: Os08g0555800 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os08g0555800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J3T0		0	CHR08V5|COORD:27678174..27681514|protein expressed protein	LOC_Os08g44180.1	no description	not assigned.unknown	35_2

CUST_35889_PI403524517	2	-3.84544	-4.2333746	-4.0324593	3.993311	3.84544	4.212291	35_10349	"Cluster: Hypothetical protein OSJNBb0033N16.9; n=2; Oryza sativa|Rep: Hypothetical protein OSJNBb0033N16.9 - Oryza sativa (Rice)"	UniRef90_Q9AUR9	"CHR3V7|COORD:16581759..16583887| GRIK1 (GEMINIVIRUS REP INTERACTING KINASE 1); kinase"	AT3G45240.2	CHR03V5|COORD:28665388..28657759|protein serine/threonine-protein kinase ssp1, putative, expressed	LOC_Os03g50330.1	"no descriptionweakly similar to ( 147)AT3G45240| Symbols: GRIK1 | GRIK1 (GEMINIVIRUS REP INTERACTING KINASE 1); kinase | chr3:16581759-16583887 REVERSEvery weakly similar to (66.2)SAPK9_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase SPS1"	protein.postranslational modification	29_4

CUST_21767_PI403524517	2	0.040629387	0.07304382	-0.10539436	-0.03760338	0.019163132	-0.019164085	35_6318	"Cluster: Transcription factor jumonji, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Transcription factor jumonji, putative, expressed -"	UniRef90_Q2R2A5	"CHR5V7|COORD:2001247..2003069| similar to transcription factor jumonji (jmjC) domain-containing protein [Arabidopsis thaliana] (TAIR:AT1G78280.1); similar to"	AT5G06550.1	CHR11V5|COORD:20992087..20989245|protein transferase, transferring glycosyl groups, putative, expressed	LOC_Os11g36450.1	"no descriptionweakly similar to ( 200)AT5G06550| Symbols:  | similar to transcription factor jumonji (jmjC) domain-containing protein [Arabidopsis thaliana] (TAIR:AT1G78280.1); similar to hypothetical protein DDBDRAFT_0205230 [Dictyostelium discoideum AX4] (GB:XP_641202.1); similar to Os11g0572800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001068128.1); contains InterPro domain Cyclin-like F-box; (InterPro:IPR001810); contains InterPro domain Transcription factor jumonji; (InterPro:IPR013129); contains InterPro domain Transcription factor jumonji/aspartyl beta-hydroxylase; (InterPro:IPR003347) | chr5:2001247-2003069 REVERSEnot assigned not assigned"	not assigned.no ontology.transcription factor jumonji (jmjC) domain-containing protein	35_1_17

CUST_45288_PI403524517	2	0.029584885	-0.0641346	0.003961563	-0.0470047	-0.003962517	0.06808758	35_12981	Rep: P0028E10.8 protein - Oryza sativa (japonica cultivar-group)	UniRef90_Q9AS84	CHR1V7|COORD:2111727..2114037| transporter-related	AT1G06890.1	CHR05V5|COORD:4099378..4095747|protein integral membrane protein like, putative, expressed	LOC_Os05g07670.1	no descriptionweakly similar to ( 155)AT1G06890| Symbols:  | transporter-related | chr1:2111727-2114037 REVERSEnot assigned not assigned TPT	not assigned.no ontology	35_1

CUST_50725_PI403524517	2	-0.028706074	-0.71071005	0.16304159	0.005437374	-0.005437374	0.18236637	35_14474	Rep: SKP1/ASK1-like protein - Triticum aestivum (Wheat)	UniRef90_Q7XYF8	"CHR5V7|COORD:16871723..16872744| ASK2 (ARABIDOPSIS SKP1-LIKE 2); ubiquitin-protein ligase"	AT5G42190.1	CHR11V5|COORD:14959191..14962095|protein SKP1-like protein 1A, putative, expressed	LOC_Os11g26910.1	" no descriptionmoderately similar to ( 221)AT5G42190| Symbols: SKP1B, ASK2 | ASK2 (ARABIDOPSIS SKP1-LIKE 2); ubiquitin-protein ligase | chr5:16871723-16872744 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned SKP1 Skp1 Skp1 Skp1_POZ PRK12323 Tymo_45kd_70kd Herpes_BLLF1 DUF566 DUF1509 KAR9 "	protein.degradation.ubiquitin.E3.SCF.SKP	29_5_11_4_3_1

CUST_1353_PI399408534	2	-0.05998707	-0.5037546	-0.0473423	0.21142673	0.097231865	0.0473423	35_16534	"Cluster: Nucleoid DNA-binding protein cnd41-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Nucleoid DNA-binding protein cnd41-like - Oryza sativa (japon"	UniRef90_Q94D20	CHR1V7|COORD:117065..118522| aspartyl protease family protein	AT1G01300.1	CHR01V5|COORD:23841852..23843743|protein aspartic proteinase nepenthesin-2 precursor, putative, expressed	LOC_Os01g41550.1	no descriptionmoderately similar to ( 403)AT1G01300| Symbols:  | aspartyl protease family protein | chr1:117065-118522 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned Asp PRK12323 PRK12678 PRK07764 PRK07003	RNA.regulation of transcription.unclassified	27_3_99

CUST_23916_PI399408534	2	-0.102415085	0.29663563	0.09369087	-0.03318882	-0.047189713	0.033189774	35_1327	Rep: Ras-related protein Rab7 - Pennisetum ciliare (Buffelgrass)	UniRef90_Q40787	"CHR3V7|COORD:6484272..6486011| AtRABG3f/AtRab7B (Arabidopsis Rab GTPase homolog G3f); GTP binding"	AT3G18820.1	CHR05V5|COORD:25537345..25540146|protein ras-related protein Rab7, putative, expressed	LOC_Os05g44050.1	" no descriptionmoderately similar to ( 376)AT3G18820| Symbols: AtRABG3f, AtRab7B | AtRABG3f/AtRab7B (Arabidopsis Rab GTPase homolog G3f); GTP binding | chr3:6484272-6486011 FORWARDmoderately similar to ( 378)RAB7_GOSHIRas-related protein Rab7 - Gossypium hirsutum (Upland cotton) (Gossypium mexicanum)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Rab7 RAB Rab Ras Rab9 Rab32_Rab38 Rab11_like Rab6 Rab5_related RabA_like Rab4 Rab8_Rab10_Rab13_like Rab21 Rab1_Ypt1 Ras_like_GTPase Rab18 Ras Rab27A Rab2 Rab35 Rab26 RJL RAS COG1100 Rab19 Rab14 Rab23_lke Rab3 Rab39 Rab30 Rab33B_Rab33A Rho Rap_like H_N_K_Ras_like M_R_Ras_like Rab12 Rab36_Rab34 Ran RabL2 Rab24 Rab28 RSR1 RheB RHO RalA_RalB Rab20 Rap2 Rab15 Rho4_like Ras2 Rap1 Rab40 RabL4 RERG_RasL11_like RAN Rit_Rin_Ric Ras_dva Rhes_like Rho2 ARHI_like Wrch_1 Centaurin_gamma Spg1 RabL3 RhoA_like RGK Rho3 Rop_like Tc10 Rac1_like RRP22 RhoG Miro1 Arf_Arl Miro Cdc42 Arl10_like Arf Arfrp1 Rnd3_RhoE_Rho8 Arl2 Rnd ARLTS1 Arl1 ARD1 "	signalling.G-proteins	30_5

CUST_520_PI404877155	2	-0.0668354	0.022771835	-0.022770882	-0.023012161	0.06760883	0.04611969	Contig10427_at	DNAJ heat shock protein, putative [Arabidopsis thaliana] gb|AAL67104.1| At1g24120/F3I6_4 [Arabidopsis thaliana]	NP_173822.2	DNAJ heat shock protein, putative	At1g24120.1	protein DnaJ domain, putative	Os06g13060	NONE	stress.abiotic.heat	20_2_1

CUST_81964_PI403524517	2	-7.1048737E-4	0.3274765	-0.054146767	0.47817612	7.1144104E-4	-0.09041214	35_23512	"Cluster: Putative vacuolar protein sorting protein 18; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative vacuolar protein sorting protein 18 - Oryza sat"	UniRef90_Q6ZKF1	CHR1V7|COORD:4251357..4257199| Pep3/Vps18/deep orange family protein	AT1G12470.1	CHR08V5|COORD:4564660..4574401|protein vacuolar protein sorting 18, putative, expressed	LOC_Os08g08060.1	no descriptionmoderately similar to ( 374)AT1G12470| Symbols:  | Pep3/Vps18/deep orange family protein | chr1:4251357-4257199 FORWARDnot assigned not assigned CLH Clathrin	protein.targeting.secretory pathway.vacuole	29_3_4_3

CUST_23671_PI403524517	2	0.020394325	0.5571203	-0.020394325	-0.1034565	-0.044815063	0.05868435	35_6878	"Cluster: Hypothetical protein OJ1534_E09.24-1; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1534_E09.24-1 - Oryza sativa (japonica cu"	UniRef90_Q6ZGC1	"CHR2V7|COORD:2332580..2336019| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G20580.2); similar to Os02g0778300 [Oryza sativa (japonica"	AT2G06005.1	CHR02V5|COORD:32939790..32945136|protein expressed protein	LOC_Os02g53780.1	"no descriptionmoderately similar to ( 401)AT2G06005| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G20580.2); similar to Os02g0778300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001048294.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD16977.1); contains InterPro domain Prefoldin; (InterPro:IPR009053) | chr2:2332580-2336019 FORWARD"	not assigned.unknown	35_2

CUST_9857_PI404877155	2	-0.032917023	0.0035572052	-0.0035552979	0.013534546	0.06424141	-0.035844803	Contig3582_s_at	putative transcription factor [Oryza sativa (japonica cultivar-group)]	AAO20058.1	nascent polypeptide-associated complex (NAC) domain-containing protein	At1g73230.1	protein putative transcription factor	Os03g63400	putative transcription factor BTF3 (RNA polymerase B transcription factor 3)	RNA.regulation of transcription.putative DNA-binding protein	27_3_67

CUST_29672_PI399408534	2	0.053961754	-0.0063409805	0.03213024	-0.11920166	0.0063409805	-0.19945908	35_17249	Rep: OSJNBa0042L16.6 protein - Oryza sativa (Rice)	UniRef90_Q7XUT4	CHR1V7|COORD:7005081..7007276| nucleic acid binding	AT1G20220.1	CHR04V5|COORD:21048079..21045158|protein ribonuclease P, putative, expressed	LOC_Os04g34940.1	no descriptionmoderately similar to ( 201)AT1G20220| Symbols:  | nucleic acid binding | chr1:7005081-7007276 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Alba Ssh10b PRK12678 PRK12323 PRK04015	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_88137_PI403524517	2	0.4004774	-0.08114815	0.087408066	-0.036584854	-0.035095215	0.03509426	35_25232	"Cluster: Grain length and weight protein; n=1; Oryza sativa (indica cultivar-group)|Rep: Grain length and weight protein - Oryza sativa (indica cultivar-group)"	UniRef90_Q2I0E2	CHR5V7|COORD:6979316..6981769| receptor	AT5G20635.1	CHR09V5|COORD:16410150..16414861|protein keratin-associated protein 5-4, putative, expressed	LOC_Os09g26999.1	no descriptionvery weakly similar to (55.5)AT5G20635| Symbols:  | receptor | chr5:6979316-6981769 REVERSEnot assigned Metallothionein Metallothio	not assigned.unknown	35_2

CUST_62843_PI403524517	2	-0.17687035	-0.14770222	0.14770317	0.712039	0.24793625	-0.16882229	35_17919	"Cluster: Hypothetical protein OJ2056_H01.29; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ2056_H01.29 - Oryza sativa (japonica cultiv"	UniRef90_Q6ZGX3	"CHR1V7|COORD:25411706..25413816| TEL2 (TERMINAL EAR1-LIKE 2); RNA binding"	AT1G67770.1	CHR02V5|COORD:29807417..29807626|protein hypothetical protein	LOC_Os02g48710.1	no descriptionPRK07764 PRK12323	not assigned.unknown	35_2

CUST_18823_PI404877155	2	-0.37724686	0.7448435	-0.08262539	0.10436821	0.0011749268	-0.0011749268	HW01B13u_x_at	0	0	0	0	0	0	Ca2+-binding protein CCD1	signalling.calcium	30_3

CUST_930_PI404877155	2	0.26081848	-0.01567173	-0.12137222	0.05317402	-0.10625458	0.01567173	Contig10944_at	cysteine synthase, chloroplast, putative / O-acetylserine (thiol)-lyase, putative / O-acetylserine sulfhydrylase,	NP_187013.1	cysteine synthase, chloroplast, putative / O-acetylserine (thiol)-lyase, putative / O-acetylserine sulfhydrylase,	At3g03630.1	protein cysteine synthase A, putative	Os01g59920	NONE	amino acid metabolism.synthesis.serine-glycine-cysteine group.cysteine.OASTL	13_1_5_3_01

CUST_172124_PI403524517	2	0.4135456	-0.23905325	-0.39017582	0.07796955	-0.07796955	0.4113245	35_47948	"Cluster: RuBisCO large subunit-binding protein subunit beta, chloroplast; n=5; cellular organisms|Rep: RuBisCO large subunit-binding protein subunit beta, chlor"	UniRef90_Q43831	"CHR1V7|COORD:20719383..20722339| CPN60B (CHAPERONIN 60 BETA); ATP binding / protein binding / unfolded protein binding"	AT1G55490.1	CHR06V5|COORD:815535..810035|protein ruBisCO large subunit-binding protein subunit beta, chloroplast, putative, expressed	LOC_Os06g02380.2	" no descriptionweakly similar to ( 122)AT1G55490| Symbols: LEN1, CPN60B | CPN60B (CHAPERONIN 60 BETA); ATP binding / protein binding / unfolded protein binding | chr1:20719383-20722339 REVERSEweakly similar to ( 129)RUBB_SECCERuBisCO large subunit-binding protein subunit beta, chloroplast - Secale cereale (Rye)not assigned groEL groEL GroEL groEL groEL groEL Cpn60_TCP1 chaperonin_type_I_II GroL groEL "	protein.folding	29_6

CUST_50589_PI403524517	2	0.1902237	-0.4531288	-0.14243889	0.1972971	0.14243889	-0.43039513	35_14440	"Cluster: Photosystem II 10 kDa polypeptide, chloroplast precursor; n=1; Spinacia oleracea|Rep: Photosystem II 10 kDa polypeptide, chloroplast precursor - Spinac"	UniRef90_P10690	CHR1V7|COORD:29740978..29741674| PSBR (photosystem II subunit R)	AT1G79040.1	CHR08V5|COORD:5802114..5800115|protein photosystem II 10 kDa polypeptide, chloroplast precursor, putative, expressed	LOC_Os08g10020.2	 no descriptionvery weakly similar to (65.9)AT1G79040| Symbols: PSBR | PSBR (photosystem II subunit R) | chr1:29740978-29741674 FORWARDvery weakly similar to (71.2)PSBR_SPIOLPhotosystem II 10 kDa polypeptide, chloroplast precursor - Spinacia oleracea (Spinach)PsbR 	PS.lightreaction.photosystem II.PSII polypeptide subunits	1_1_1_2

CUST_2028_PI399408534	2	-0.012726784	0.3343897	0.119977	-0.061843872	0.00244236	-0.0024414062	35_23684	"Cluster: Putative BRI1-KD interacting protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative BRI1-KD interacting protein - Oryza sativa (japonica"	UniRef90_Q6H7U2	CHR3V7|COORD:7684859..7688367| zinc finger (CCCH-type) family protein	AT3G21810.1	CHR06V5|COORD:28462497..28456950|protein zinc finger C-x8-C-x5-C-x3-H type family protein, expressed	LOC_Os06g46890.1	no descriptionvery weakly similar to (94.0)AT3G21810| Symbols:  | zinc finger (CCCH-type) family protein | chr3:7684859-7688367 FORWARD	RNA.regulation of transcription.unclassified	27_3_99

CUST_70894_PI403524517	2	-0.014408112	0.2022028	0.04684639	-0.056529045	-0.04447937	0.014408112	35_20313	"Cluster: Os02g0272400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os02g0272400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E248	"CHR4V7|COORD:15796420..15798096| similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD28285.1); contains InterPro domain"	AT4G32750.1	CHR02V5|COORD:9893606..9888493|protein expressed protein	LOC_Os02g17250.1	"no descriptionmoderately similar to ( 258)AT4G32750| Symbols:  | similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD28285.1); contains InterPro domain Gamma-crystallin related; (InterPro:IPR011024) | chr4:15796420-15798096 REVERSE"	not assigned.unknown	35_2

CUST_1725_PI399408534	2	0.3067131	-0.05338478	0.053383827	-0.067461014	-0.33085728	0.1352539	35_49802	"Cluster: Putative splicing factor 3B subunit 2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative splicing factor 3B subunit 2 - Oryza sativa (japonica"	UniRef90_Q6K7Q7	CHR4V7|COORD:11506271..11509784| proline-rich spliceosome-associated (PSP) family protein	AT4G21660.1	CHR02V5|COORD:35547983..35553043|protein splicing factor 3B subunit 2, putative, expressed	LOC_Os02g58090.1	no descriptionweakly similar to ( 114)AT4G21660| Symbols:  | proline-rich spliceosome-associated (PSP) family protein | chr4:11506271-11509784 REVERSEnot assigned DUF382 CUS1	RNA.processing.splicing	27_1_1

CUST_100531_PI403524517	2	-0.17272854	-0.25128412	0.2194395	0.15289688	0.24911022	-0.15289783	35_28693	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_64782_PI403524517	2	0.09823704	0.042232513	-0.07483864	-0.042233467	-0.1528511	0.060390472	35_18499	"Cluster: Putative phosphohydrolase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative phosphohydrolase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7F188	"CHR1V7|COORD:10110121..10111593| ATNUDT15 (ARABIDOPSIS THALIANA NUDIX HYDROLASE HOMOLOG 15); hydrolase"	AT1G28960.5	CHR08V5|COORD:17501947..17505641|protein peroxisomal coenzyme A diphosphatase NUDT7, putative, expressed	LOC_Os08g28840.1	"no descriptionmoderately similar to ( 246)AT1G28960| Symbols: ATNUDT15 | ATNUDT15 (ARABIDOPSIS THALIANA NUDIX HYDROLASE HOMOLOG 15); hydrolase | chr1:10110121-10111593 REVERSEnot assigned CoAse PRK10707 NUDIX MutT"	not assigned.no ontology	35_1

CUST_135639_PI403524517	2	-0.32073689	-1.8278747	0.11090851	0.20562935	0.2849388	-0.110907555	35_38044	Rep: Zinc transporter protein ZIP7 - Hordeum vulgare (Barley)	UniRef90_Q257D6	"CHR1V7|COORD:3665201..3666933| ZIP4 (ZINC TRANSPORTER 4 PRECURSOR); cation transporter"	AT1G10970.1	CHR05V5|COORD:6070127..6073454|protein zinc transporter 4, chloroplast precursor, putative, expressed	LOC_Os05g10940.1	"no descriptionweakly similar to ( 199)AT1G10970| Symbols: ZIP4 | ZIP4 (ZINC TRANSPORTER 4 PRECURSOR); cation transporter | chr1:3665201-3666933 REVERSEnot assigned Zip COG0428"	transport.metal	34_12

CUST_1033_PI399408534	2	-0.042136192	0.35051537	0.03848362	-0.07701492	0.14122581	-0.038484573	35_14385	Rep: 14-3-3-like protein GF14-B - Oryza sativa (Rice)	UniRef90_Q7XTE8	"CHR3V7|COORD:526807..527922| GRF7 (General regulatory factor 7); protein phosphorylated amino acid binding"	AT3G02520.1	CHR04V5|COORD:22884939..22888492|protein 14-3-3-like protein GF14-6, putative, expressed	LOC_Os04g38870.5	" no descriptionmoderately similar to ( 435)AT3G02520| Symbols: GF14 NU, GENERAL REGULATORY FACTOR 7, GRF7 | GRF7 (General regulatory factor 7); protein phosphorylated amino acid binding | chr3:526807-527922 REVERSEmoderately similar to ( 486)14332_ORYSAnot assigned 14-3-3 14_3_3 BMH1 "	signalling.14-3-3 proteins	30_7

CUST_99203_PI403524517	2	0.327343	-0.048290253	9.422302E-4	-0.015527725	0.06974888	-9.422302E-4	35_28316	"Cluster: Putative isoleucine-tRNA ligase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative isoleucine-tRNA ligase - Oryza sativa (japonica cultivar-gro"	UniRef90_Q67WM2	CHR4V7|COORD:6397522..6404505| isoleucyl-tRNA synthetase, putative / isoleucine--tRNA ligase, putative	AT4G10320.1	CHR06V5|COORD:26331890..26344253|protein ATP binding protein, putative, expressed	LOC_Os06g43760.1	 no descriptionmoderately similar to ( 399)AT4G10320| Symbols:  | isoleucyl-tRNA synthetase, putative / isoleucine--tRNA ligase, putative | chr4:6397522-6404505 REVERSEnot assigned not assigned not assigned not assigned ileS IleS tRNA-synt_1 IleRS_core Ile_Leu_Val_MetRS_core ValS ValRS_core ileS valS LeuS LeuRS_core class_I_aaRS_core leuS PRK12267 PRK11893 leuS MetG MetRS_core tRNA-synt_1g 	protein.aa activation	29_1

CUST_47449_PI403524517	2	0.18208265	0.5737572	0.6007314	-0.18208313	-0.32728958	-0.44176197	35_13583	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_66750_PI403524517	2	0.07156181	0.20322704	-0.11514568	0.116332054	-0.07858944	-0.07156181	35_19060	"Cluster: Hypothetical protein OJ1076_H08.11; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1076_H08.11 - Oryza sativa (japonica cultiv"	UniRef90_Q6I5W4	CHR2V7|COORD:19025803..19026181| AGP16 (ARABINOGALACTAN PROTEIN 16)	AT2G46330.1	CHR05V5|COORD:7199210..7198872|protein AGP20, putative	LOC_Os05g12580.1	 no descriptionvery weakly similar to (62.0)AT2G46330| Symbols: ATAGP16, AGP16 | AGP16 (ARABINOGALACTAN PROTEIN 16) | chr2:19025803-19026181 REVERSEDUF1070 	cell wall.cell wall proteins.AGPs	10_5_1

CUST_4777_PI404877155	2	-0.036907196	-0.1432848	-0.06257725	0.036907196	0.11030769	0.12729073	Contig16042_at	putative tubby protein [Oryza sativa (japonica cultivar-group)] dbj|BAC01219.1| putative tubby-like protein TULP10 [Oryza sativa (japonica c	NP_915646.1	F-box family protein / tubby family protein	At1g25280.1	protein Tub family, putative	Os01g64700	putative tubby protein	RNA.regulation of transcription.TUB transcription factor family	27_3_31

CUST_69843_PI403524517	2	0.07429838	-0.48308945	-0.0041923523	0.10517931	-0.2240715	0.0041918755	35_19982	Rep: Arabinogalactan protein - Zea mays (Maize)	UniRef90_Q9M7I5	CHR3V7|COORD:2746019..2748331| proline-rich family protein	AT3G09000.1	CHR11V5|COORD:3734936..3733012|protein cell wall surface anchor family protein, putative, expressed	LOC_Os11g07430.1	no descriptionPRK12678 PRK07003 TT_ORF1	not assigned.unknown	35_2

CUST_132221_PI403524517	2	-0.18510342	-0.016593933	0.018673897	0.11728096	-0.030015945	0.01659298	35_37134	"Cluster: B1340F09.12 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: B1340F09.12 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6MW71	"CHR1V7|COORD:5430441..5435916| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G10440.1); similar to Globin-like [Medicago truncatula]"	AT1G15780.1	CHR04V5|COORD:1741578..1747004|protein expressed protein	LOC_Os04g03860.1	"no descriptionweakly similar to ( 119)AT1G15780| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G10440.1); similar to Globin-like [Medicago truncatula] (GB:ABE79971.1); similar to Os08g0564800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001062533.1); similar to CTV.22 [Poncirus trifoliata] (GB:AAN62354.1); contains domain no description (G3D.1.10.246.20); contains domain Kix domain of CBP (creb binding protein) (SSF47040) | chr1:5430441-5435916 REVERSE"	not assigned.unknown	35_2

CUST_80621_PI403524517	2	0.28998375	0.09404135	0.07563877	-0.20294476	-0.3522086	-0.07563877	35_23122	"Cluster: Putative UVB-resistance protein UVR8; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative UVB-resistance protein UVR8 - Oryza sativa (japonica"	UniRef90_Q84YP7	CHR3|COORD:5208766..5211752| regulator of chromosome condensation (RCC1) family protein, low similarity to UVB-resistance protein UVR8 (Arabidopsis thaliana)	AT3G15430.2	CHR07V5|COORD:16027761..16031728|protein HECT domain and RCC1-like domain-containing protein 2, putative, expressed	LOC_Os07g27490.1	no descriptionvery weakly similar to (57.0)AT3G15430| Symbols:  | regulator of chromosome condensation (RCC1) family protein | chr3:5209415-5211569 FORWARD	cell.division	31_2

CUST_2581_PI404877155	2	0.06145668	-0.43322945	-0.0871706	0.05324459	-0.03451252	0.034513474	Contig1300_x_at	enolase [Oryza sativa (japonica cultivar-group)]	AAP94211.1	15328160|enolase	At2g36530.1	protein enolase	Os06g04510	Enolase 2 (2-phosphoglycerate dehydratase 2) (2-phospho-D-glycerate hydro-lyase 2)	glycolysis.enolase	4_12

CUST_26895_PI403524517	2	-0.03546238	0.17709637	0.040391922	-0.11731911	0.03546238	-0.100476265	35_7792	"Cluster: C2 domain-containing protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: C2 domain-containing protein-like - Oryza sativa (japonica cultivar"	UniRef90_Q69MT7	CHR3V7|COORD:22045403..22049461| C2 domain-containing protein / GRAM domain-containing protein	AT3G59660.1	CHR09V5|COORD:20153779..20146379|protein GRAM domain containing protein, expressed	LOC_Os09g34130.1	no descriptionhighly similar to ( 507)AT3G59660| Symbols:  | C2 domain-containing protein / GRAM domain-containing protein | chr3:22045403-22049461 REVERSEnot assigned not assigned not assigned not assigned GRAM C2 C2 C2 C2_1 GRAM COG5038	not assigned.no ontology.C2 domain-containing protein	35_1_19

CUST_63317_PI403524517	2	-0.08288193	-0.5277767	0.008090019	0.14764977	0.0132780075	-0.008090019	35_18078	"Cluster: C3H2C3 RING-finger protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: C3H2C3 RING-finger protein-like - Oryza sativa (japonica cultivar-gro"	UniRef90_Q5NAS8	CHR1V7|COORD:28301270..28303125| protein binding / zinc ion binding	AT1G75400.1	CHR01V5|COORD:8783314..8789188|protein C3H2C3 RING-finger protein, putative, expressed	LOC_Os01g15630.2	no descriptionmoderately similar to ( 231)AT1G75400| Symbols:  | protein binding / zinc ion binding | chr1:28301270-28303125 FORWARD	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_70153_PI403524517	2	0.0680666	-0.046072006	0.0017776489	0.056993484	-0.15242672	-0.0017776489	35_20080	"Cluster: Zinc finger, C3HC4 type family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Zinc finger, C3HC4 type family"	UniRef90_Q7XDA5	CHR2V7|COORD:18763678..18764400| zinc finger (C3HC4-type RING finger) family protein	AT2G45530.1	CHR10V5|COORD:17827053..17821105|protein zinc finger, C3HC4 type family protein, expressed	LOC_Os10g34030.1	no descriptionweakly similar to ( 157)AT2G45530| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr2:18763678-18764400 FORWARDnot assigned not assigned PRK07764 RINGv PRK12323 zf-C3HC4	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_16702_PI404877155	2	0.23667145	-0.029444695	0.02656746	-0.08454323	-0.02656746	0.11419439	HF02K06r_at	expressed protein [Arabidopsis thaliana]	NP_568139.1	spermidine synthase-related / putrescine aminopropyltransferase-related	At5g04610.1	protein expressed protein	Os08g40890	gi|18414620|ref|NP_568139.1| expressed protein	amino acid metabolism.degradation.glutamate family.arginine	13_2_2_3

CUST_61325_PI403524517	2	0.01493454	-0.56722736	-0.17308998	0.046696663	0.0387125	-0.01493454	35_17500	Rep: L-lactate dehydrogenase A - Hordeum vulgare (Barley)	UniRef90_P22988	CHR4V7|COORD:9674070..9675322| L-lactate dehydrogenase, putative	AT4G17260.1	CHR02V5|COORD:295302..299174|protein L-lactate dehydrogenase A, putative, expressed	LOC_Os02g01510.1	 no descriptionmoderately similar to ( 448)AT4G17260| Symbols:  | L-lactate dehydrogenase, putative | chr4:9674070-9675322 FORWARDhighly similar to ( 658)LDHA_HORVUL-lactate dehydrogenase A - Hordeum vulgare (Barley)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned LDH ldh LDH_MDH Mdh LDH-like_MDH PRK06223 Ldh_1_N Ldh_1_C MDH_glycosomal_mitochondrial PRK05086 Atrophin-1 MDH PRK12323 Herpes_BLLF1 Tymo_45kd_70kd PRK07003 PRK07764 MDH_cytoplasmic_cytosolic HPC2 Pneumo_att_G DUF566 Extensin_2 APC_basic KAR9 IER GRASP55_65 Herpes_UL32 DUF1421 PRK05442 MAP65_ASE1 AF-4 Gag_spuma PRK12678 TT_ORF1 	fermentation.LDH	5_1

CUST_48119_PI403524517	2	0.12692595	-1.0789986	-0.3153348	-0.07744646	0.077445984	0.38079166	35_13759	Rep: Ubiquitin - Glycine max (Soybean)	UniRef90_Q9S7H2	"CHR5V7|COORD:6973317..6974465| UBQ4 (ubiquitin 4); protein binding"	AT5G20620.1	CHR06V5|COORD:28400733..28403579|protein polyubiquitin containing 7 ubiquitin monomers, putative, expressed	LOC_Os06g46770.3	"no descriptionmoderately similar to ( 440)AT5G03240| Symbols: UBQ3 | UBQ3 (POLYUBIQUITIN 3); protein binding | chr5:771975-772895 REVERSEweakly similar to ( 150)UBIQ_WHEATUbiquitin - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Ubiquitin ubiquitin UBQ Nedd8 UBL AN1_N RAD23_N Scythe_N UBQ parkin_N Fubi GDX_N SF3a120_C NIRF_N ISG15_repeat2 UBI4 hPLIC_N DC_UbP_C"	protein.degradation.ubiquitin.ubiquitin	29_5_11_1

CUST_120385_PI403524517	2	-0.30588722	-1.1980305	0.5128584	0.09271622	0.43052197	-0.09271622	35_34034	"Cluster: Hypothetical protein OSJNBa0094H06.24; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0094H06.24 - Oryza sativa (japonica"	UniRef90_Q8LJL5		0	CHR01V5|COORD:18035637..18040318|protein expressed protein	LOC_Os01g32300.2	no description	not assigned.unknown	35_2

CUST_154533_PI403524517	2	0.1916771	0.23609829	0.08100605	-0.16959381	-0.1617384	-0.08100605	35_43180	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_138786_PI403524517	2	0.21686125	0.20015049	0.25255966	-0.45513964	-0.20015049	-0.6435342	35_38930	"Cluster: Hypothetical protein P0672D08.44; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0672D08.44 - Oryza sativa (japonica cultivar-g"	UniRef90_Q93VY8	CHR1V7|COORD:11399903..11405702| actin binding	AT1G31810.1	CHR01V5|COORD:138738..141356|protein expressed protein	LOC_Os01g01295.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_178708_PI403524517	2	-0.030560017	0.17940474	0.2205224	-0.08391428	0.030560017	-0.20499372	35_49703	"Cluster: Tobamovirus multiplication protein 3-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Tobamovirus multiplication protein 3-like - Oryza sativa (j"	UniRef90_Q6EU03	CHR2V7|COORD:560975..562960| TOM3 (tobamovirus multiplication protein 3)	AT2G02180.1	CHR02V5|COORD:27956237..27959404|protein tobamovirus multiplication 3, putative, expressed	LOC_Os02g45870.1	no descriptionmoderately similar to ( 207)AT2G02180| Symbols: TOM3 | TOM3 (tobamovirus multiplication protein 3) | chr2:560975-562960 FORWARDDUF1084	stress.biotic	20_1

CUST_134441_PI403524517	2	-0.12296295	0.109965324	0.060951233	-0.06095028	-0.4098835	0.11430359	35_37722	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_62016_PI403524517	2	0.0022029877	-0.0022029877	-0.06238842	0.010322571	0.08942795	-0.016552925	35_17689	"Cluster: 50S ribosomal protein L22-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: 50S ribosomal protein L22-like - Oryza sativa (japonica cultivar-group"	UniRef90_Q5ZDK4	CHR1V7|COORD:19510721..19512368| structural constituent of ribosome	AT1G52370.2	CHR01V5|COORD:24807703..24810605|protein structural constituent of ribosome, putative, expressed	LOC_Os01g42980.1	no descriptionmoderately similar to ( 204)AT4G28360| Symbols:  | ribosomal protein L22 family  protein | chr4:14029300-14030932 REVERSEvery weakly similar to (72.0)RK22_MARPOChloroplast 50S ribosomal protein L22 - Marchantia polymorpha (Liverwort)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Ribosomal_L22 rplV RplV Ribosomal_L22 rpl22 PRK12279 rpl22p PRK07764 Drf_FH1 Extensin_2 Tymo_45kd_70kd	protein.synthesis.mito/plastid ribosomal protein.plastid	29_2_1_1

CUST_12364_PI404877155	2	-0.07019997	-0.23353386	0.05410862	-0.019435883	0.019436836	0.031946182	Contig6113_at	argininosuccinate lyase, putative / arginosuccinase, putative [Arabidopsis thaliana]	NP_196653.1	argininosuccinate lyase, putative / arginosuccinase, putative	At5g10920.1	protein argininosuccinate lyase, putative	Os03g19280	argininosuccinate lyase	amino acid metabolism.synthesis.glutamate family.arginine	13_1_2_3

CUST_121124_PI403524517	2	0.0010209084	0.4940009	-0.0010213852	-0.14119864	0.16289663	-0.07671738	35_34219	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_20800_PI403524517	2	0.0932188	-0.044578552	-0.2897625	0.044578552	-0.1430502	0.18714237	35_6040	"Cluster: Hypothetical protein P0014G10.19-1; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0014G10.19-1 - Oryza sativa (japonica cultiv"	UniRef90_Q6EQ09	"CHR5V7|COORD:3479167..3480336| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G25200.1); similar to Os08g0439600 [Oryza sativa (japonica"	AT5G11000.1	CHR09V5|COORD:14916135..14917910|protein expressed protein	LOC_Os09g24970.1	no description	not assigned.unknown	35_2

CUST_55594_PI403524517	2	0.017407417	0.39509296	-0.017406464	-0.22661495	-0.1835022	0.0489254	35_15824	"Cluster: WD-40 repeat protein-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: WD-40 repeat protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z663	CHR1V7|COORD:20808654..20810960| WD-40 repeat family protein	AT1G55680.1	CHR02V5|COORD:29935779..29928500|protein WD-repeat protein-like, putative, expressed	LOC_Os02g48964.1	no descriptionmoderately similar to ( 275)AT1G55680| Symbols:  | WD-40 repeat family protein | chr1:20808654-20810960 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned WD40 COG2319	not assigned.no ontology	35_1

CUST_93273_PI403524517	2	0.33049488	-0.13453102	-0.08398819	-0.021661758	0.021661758	0.036352158	35_26670	Rep: Isoform II of Q05860 - Mus musculus (Mouse)	UniRef90_Q05860-3	CHR5V7|COORD:7786176..7792083| HUA2 (ENHANCER OF AG-4 2)	AT5G23150.1	CHR03V5|COORD:5990834..5985793|protein expressed protein	LOC_Os03g11580.1	no description	not assigned.unknown	35_2

CUST_19468_PI404877155	2	-0.01266098	-0.030008316	0.0018424988	0.029375076	-0.0018424988	0.09451103	rbags1d24_at	cytosolic heat shock protein 90 [Hordeum vulgare]	AAP87284.1	heat shock protein 81-2 (HSP81-2)	At5g56030.1	protein Hsp90 protein, putative	Os09g30450	cytosolic heat shock protein 90	stress.abiotic.heat	20_2_1

CUST_113382_PI403524517	2	0.19229603	0.0012369156	-0.017891884	-0.0012369156	-0.40297318	0.3450966	35_32183	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q337K5	CHR3V7|COORD:1200822..1209719| exportin-related	AT3G04490.1	CHR10V5|COORD:17449112..17463951|protein expressed protein	LOC_Os10g33710.1	no descriptionvery weakly similar to (96.3)AT3G04490| Symbols:  | exportin-related | chr3:1200822-1209719 FORWARD	not assigned.no ontology	35_1

CUST_49891_PI403524517	2	-0.06957054	-0.011429787	0.011428833	0.08116531	0.121108055	-0.05929756	35_14242	"Cluster: Amino acid selective channel protein; n=1; Hordeum vulgare|Rep: Amino acid selective channel protein - Hordeum vulgare (Barley)"	UniRef90_O82688	"CHR2V7|COORD:12421500..12422536| OEP16 (OUTER ENVELOPE PROTEIN 16); protein translocase"	AT2G28900.1	CHR05V5|COORD:578344..581363|protein amino acid selective channel protein, putative, expressed	LOC_Os05g02060.1	" no descriptionweakly similar to ( 166)AT2G28900| Symbols: ATOEP16-L, ATOEP16-1, OEP16 | OEP16 (OUTER ENVELOPE PROTEIN 16); protein translocase | chr2:12421500-12422536 REVERSEnot assigned Tim17 "	protein.targeting.mitochondria	29_3_2

CUST_5193_PI404877155	2	0.023236275	0.15321922	-0.023237228	-0.114629745	0.059601784	-0.034311295	Contig1672_s_at	alanine aminotransferase [Oryza sativa (indica cultivar-group)]	AAO84040.1	glutamate:glyoxylate aminotransferase 2 (GGT2)	At1g70580.1	protein expressed protein	Os07g01760	alanine aminotransferase	amino acid metabolism.degradation.branched chain group.isoleucine	13_2_4_5

CUST_129974_PI403524517	2	0.07498741	0.03717518	-0.037176132	-0.044137955	0.07498741	-0.091236115	35_36505	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_132242_PI403524517	2	-0.020154	0.20877552	2.7179718E-4	-0.08393192	-2.7179718E-4	0.06348133	35_37139	"Cluster: Putative transaldolase ToTAL2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative transaldolase ToTAL2 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q84ZL6	CHR1V7|COORD:4148048..4150706| transaldolase, putative	AT1G12230.1	CHR08V5|COORD:3125895..3121941|protein transaldolase, putative, expressed	LOC_Os08g05830.1	 no descriptionvery weakly similar to (53.9)AT1G12230| Symbols:  | transaldolase, putative | chr1:4148048-4150706 FORWARD	OPP.non-reductive PP.transaldolase	7_2_2

CUST_90906_PI403524517	2	0.14035797	-0.073560715	-0.008946419	0.008106232	-0.008106232	0.029295921	35_26000	"Cluster: Os01g0235800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0235800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JP89	"CHR5V7|COORD:25760668..25764606| HEN4 (HUA ENHANCER 4); nucleic acid binding"	AT5G64390.1	CHR01V5|COORD:7503015..7508570|protein nucleic acid binding protein, putative, expressed	LOC_Os01g13470.1	"no descriptionvery weakly similar to (54.7)AT5G64390| Symbols: HEN4 | HEN4 (HUA ENHANCER 4); nucleic acid binding | chr5:25760668-25764606 FORWARDnot assigned KH-I"	not assigned.no ontology	35_1

CUST_3308_PI404877155	2	0.015594482	0.17044067	-0.015595436	-0.07671642	-0.14205933	0.23260403	Contig13757_at	putative histone deacetylase [Oryza sativa (japonica cultivar-group)]	BAC84464.1	histone deacetylase family protein	At5g61060.1	protein HDA1	Os07g41090	histone deacetylase	RNA.regulation of transcription.HDA	27_3_55

CUST_12644_PI404877155	2	-0.07118416	-0.98839283	-0.036910057	0.26294422	0.036910057	0.085674286	Contig6381_at	cytosolic aldehyde dehydrogenase RF2C [Zea mays]	AAL99608.1	aldehyde dehydrogenase (ALDH1a)	At3g24503.1	protein aldehyde dehydrogenase (NAD) family protein	Os01g40860	NONE	fermentation.aldehyde dehydrogenase	5_10

CUST_25171_PI403524517	2	0.01386261	0.17732143	0.05740261	-0.07631683	-0.0640955	-0.013861656	35_7300	"Cluster: 26S protease regulatory subunit 7; n=12; Magnoliophyta|Rep: 26S protease regulatory subunit 7 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9SSB5	"CHR1V7|COORD:20069589..20071992| RPT1A (regulatory particle triple-A 1A); ATPase"	AT1G53750.1	CHR06V5|COORD:4666487..4669981|protein 26S protease regulatory subunit 7, putative, expressed	LOC_Os06g09290.1	"no descriptionhighly similar to ( 788)AT1G53750| Symbols: RPT1A | RPT1A (regulatory particle triple-A 1A); ATPase | chr1:20069589-20071992 REVERSEhighly similar to ( 811)PRS7_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned RPT1 PRK03992 SpoVK HflB hflB AAA COG1223 AAA AAA PRK04195 COG0714"	protein.degradation.ubiquitin.proteasom	29_5_11_20

CUST_147821_PI403524517	2	0.19366074	0.21984053	-0.020462513	0.020462513	-0.33567	-0.049135685	35_41360	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_102528_PI403524517	2	-0.043230057	-0.07452488	0.044391632	-0.0047483444	0.0047473907	0.005352974	35_29246	Rep: Osr40g2 protein - Oryza sativa (Rice)	UniRef90_O24212	CHR2V7|COORD:16310505..16312414| hydroxyproline-rich glycoprotein family protein	AT2G39050.1	CHR07V5|COORD:29002524..29004559|protein expressed protein	LOC_Os07g48490.2	no descriptionweakly similar to ( 197)AT2G39050| Symbols:  | hydroxyproline-rich glycoprotein family protein | chr2:16310505-16312414 FORWARDnot assigned not assigned not assigned not assigned PRK07003 APC_basic	not assigned.no ontology.hydroxyproline rich proteins	35_1_41

CUST_1082_PI404877155	2	-1.1703911	-0.11903381	0.37620354	0.11903477	0.42088985	-0.5464945	Contig11098_at	Putative NAM (no apical meristem) protein [Oryza sativa (japonica cultivar-group)] gb|AAN64996.1| Putative NAM (no apical meristem) protein	NP_912420.1	expressed protein	At2g40070.1	protein No apical meristem (NAM) protein, putative	Os03g21030	NONE	RNA.regulation of transcription.NAC domain transcription factor family	27_3_27

CUST_69459_PI403524517	2	0.049901962	-0.015147209	-0.02164936	-0.07608414	0.015148163	0.07480717	35_19876	"Cluster: Putative Deoxyhypusine synthase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative Deoxyhypusine synthase - Oryza sativa (japonica cultivar-gro"	UniRef90_Q69P66	CHR5V7|COORD:1777782..1779700| DHS (DHS)	AT5G05920.1	CHR03V5|COORD:30332089..30336507|protein deoxyhypusine synthase, putative, expressed	LOC_Os03g52970.3	 no descriptionmoderately similar to ( 490)AT5G05920| Symbols: EDA22, DHS | DHS (DHS) | chr5:1777903-1779700 REVERSEhighly similar to ( 506)DHYS_TOBACDeoxyhypusine synthase - Nicotiana tabacum (Common tobacco)not assigned DS DYS1 PRK03971 PRK01221 PRK02301 PRK00805 PRK02492 PRK00770 	secondary metabolism.N misc.alkaloid-like	16_4_1

CUST_2776_PI404877155	2	-1.4645205	-0.37935686	0.37935638	0.66989994	0.5013585	-1.1842036	Contig13200_at	putative transcription factor [Oryza sativa (japonica cultivar-group)] gb|AAP54978.1| putative transcription factor [Oryza sativa (japonica	NP_922691.1	zinc finger (GATA type) family protein	At2g45050.1	protein putative transcription factor	Os10g40810	zinc finger (GATA type) family protein, identical to cDNA GATA transcription factor 2 GI:2959731	RNA.regulation of transcription.C2C2(Zn) GATA transcription factor family	27_3_09

CUST_73871_PI403524517	2	0.08434296	0.36032772	-0.08434391	-0.097005844	-0.14129734	0.1668396	35_21184	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_91651_PI403524517	2	-0.6156869	-0.057998657	0.85850143	-0.5482631	1.3388095	0.05799818	35_26204	"Cluster: Hypothetical protein OSJNBa0061H20.11; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0061H20.11 - Oryza sativa (japonica"	UniRef90_Q8S5H8	"CHR2V7|COORD:9082037..9082432| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G19875.1); similar to Os06g0206900 [Oryza sativa (japonica"	AT2G21180.1	CHR10V5|COORD:4761233..4760571|protein expressed protein	LOC_Os10g09240.1	no description	not assigned.unknown	35_2

CUST_27203_PI403524517	2	0.043027878	0.10916233	-0.22276306	-0.08462429	-0.035938263	0.035939217	35_7878	"Cluster: Putative metal-dependent phosphohydrolase HD domain-containing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative metal-dependent"	UniRef90_Q6ETL6	CHR2V7|COORD:10147675..10149752| metal-dependent phosphohydrolase HD domain-containing protein	AT2G23820.2	CHR02V5|COORD:4384185..4388025|protein HDDC2 protein, putative, expressed	LOC_Os02g08260.1	no descriptionmoderately similar to ( 228)AT2G23820| Symbols:  | metal-dependent phosphohydrolase HD domain-containing protein | chr2:10147675-10149752 FORWARDnot assigned COG1896	not assigned.no ontology	35_1

CUST_27441_PI399408534	2	-0.09008646	0.24957657	-0.031018257	0.03101778	0.05105877	-0.1691103	35_32090	Rep: B0222C05.5 protein - Oryza sativa (Rice)	UniRef90_Q01LH4	CHR3V7|COORD:6690248..6693216| protein kinase family protein	AT3G19300.1	CHR04V5|COORD:21153387..21157199|protein receptor protein kinase CRINKLY4 precursor, putative, expressed	LOC_Os04g35114.1	no descriptionweakly similar to ( 198)AT3G19300| Symbols:  | protein kinase family protein | chr3:6690248-6693216 REVERSEweakly similar to ( 120)CRI4_MAIZEPutative receptor protein kinase CRINKLY4 precursor - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase PTKc Pkinase_Tyr TyrKc PTKc_Csk_like SPS1 PTKc_Chk PTKc_Src_like PTKc_Csk PTKc_Abl PTKc_Srm_Brk PTKc_Jak_rpt2 PTKc_Fes_like PTKc_Frk_like PTKc_Lck_Blk PTKc_Lyn PTKc_EphR PTKc_Hck PTKc_EGFR_like PTKc_Itk PTKc_Fyn_Yrk PTKc_Trk PTKc_Yes PTKc_Src PTKc_Tie1 PTKc_Tec_like PTKc_Tie2 PTKc_FGFR	signalling.receptor kinases.misc	30_2_99

CUST_153762_PI403524517	2	0.33350468	0.038515568	-0.038516045	-0.22137356	-0.090744495	0.04970646	35_42973	Rep: Myosin VIII ZMM3 - Zea mays (Maize)	UniRef90_Q9XFK8	"CHR1V7|COORD:18654356..18660774| VIIIA (Myosin-like protein VIIA); motor"	AT1G50360.1	CHR10V5|COORD:18201466..18210207|protein myosin-2 heavy chain, non muscle, putative, expressed	LOC_Os10g34710.1	" no descriptionmoderately similar to ( 397)AT1G50360| Symbols: ATVIIIA, VIIIA | VIIIA (Myosin-like protein VIIA); motor | chr1:18654356-18660774 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned MYSc_type_VIII MYSc MYSc Myosin_head MYSc_type_VII COG5022 MYSc_type_V MYSc_type_XI MYSc_type_II MYSc_type_I MYSc_type_IX MYSc_type_III MYSc_type_XV MYSc_type_VI MYSc_type_XVIII "	cell.organisation	31_1

CUST_18684_PI403524517	2	-0.22170639	0.20370865	-0.0047016144	0.18807888	-0.05150032	0.004702568	35_5403	"Cluster: Serine/threonine protein phosphatase BSL1 homolog; n=2; Oryza sativa|Rep: Serine/threonine protein phosphatase BSL1 homolog - Oryza sativa (Rice)"	UniRef90_Q60EX6	CHR4V7|COORD:1359935..1365166| kelch repeat-containing serine/threonine phosphoesterase family protein	AT4G03080.1	CHR05V5|COORD:2542239..2551176|protein hydrolase/ protein serine/threonine phosphatase, putative, expressed	LOC_Os05g05240.2	no descriptionmoderately similar to ( 435)AT4G03080| Symbols:  | kelch repeat-containing serine/threonine phosphoesterase family protein | chr4:1359935-1365166 REVERSEmoderately similar to ( 446)BSL1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned PP2Ac PP2Ac Metallophos ApaH	protein.postranslational modification	29_4

CUST_85712_PI403524517	2	-0.10954094	-0.5426731	-0.0053453445	0.0053453445	0.04706955	0.023698807	35_24548	"Cluster: Hypothetical protein OSJNBa0059G06.16; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0059G06.16 - Oryza sativa (japonica"	UniRef90_Q84M76	CHR4|COORD:16379607..16381230| expressed protein	AT4G34215.2	CHR03V5|COORD:36125417..36123647|protein receptor protein kinase-like protein, putative, expressed	LOC_Os03g64030.1	 no descriptionmoderately similar to ( 239)AT4G34215| Symbols:  | Encodes a member of the SGNH-hydrolase superfamily of enzymes. The enzymes of the SGNH-hydrolase superfamily facilitate the hydrolysis of ester, thioester and amide bonds in a range of substrates including complex polysaccharides, lysophospholipids, acyl-CoA esters and other compounds. | chr4:16380207-16381196 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF303 PRK12323 PRK07003 PRK12678 TT_ORF1 Keratin_B2 Gag_spuma Atrophin-1 APC_basic PRK07764 	not assigned.unknown	35_2

CUST_28511_PI403524517	2	0.00940752	0.45884418	-0.11958408	-0.009407043	-0.56698036	0.039007187	35_8239	"Cluster: Hypothetical protein P0459B04.11; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0459B04.11 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5JL21	"CHR4V7|COORD:8021310..8022061| ATGRP2 (GLYCINE-RICH RNA-BINDING PROTEIN 2); RNA binding"	AT4G13850.2	CHR01V5|COORD:43398364..43399355|protein cold-inducible RNA-binding protein, putative, expressed	LOC_Os01g74340.1	 no descriptionvery weakly similar to (84.3)AT4G13850| Symbols: GR-RBP2, ATGRP2 | ATGRP2 (GLYCINE-RICH RNA-BINDING PROTEIN 2) | chr4:8021310-8022061 FORWARDvery weakly similar to (76.6)ROC1_SPIOL28 kDa ribonucleoprotein, chloroplast - Spinacia oleracea (Spinach)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned RRM RRM_1 COG0724 	RNA.RNA binding	27_4

CUST_171779_PI403524517	2	0.16870022	-0.08818722	-0.0045843124	0.0045847893	-0.53963184	0.11161327	35_47860	"Cluster: Putative WD repeat protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative WD repeat protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K5C8	CHR5V7|COORD:2771105..2773828| transducin family protein / WD-40 repeat family protein	AT5G08560.1	CHR02V5|COORD:11199422..11205878|protein WD-repeat protein 26, putative, expressed	LOC_Os02g19210.2	no descriptionvery weakly similar to (60.8)AT5G08560| Symbols:  | transducin family protein / WD-40 repeat family protein | chr5:2771105-2773828 REVERSE	development.unspecified	33_99

CUST_74591_PI403524517	2	-0.12833738	0.4362073	0.0654006	0.17425728	-0.3502698	-0.06540108	35_21390	"Cluster: Putative chalcone synthase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative chalcone synthase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6I5C6	"CHR5V7|COORD:4488764..4490037| CHS (CHALCONE SYNTHASE); naringenin-chalcone synthase"	AT5G13930.1	CHR05V5|COORD:6984769..6983383|protein chalcone synthase 8, putative	LOC_Os05g12240.1	" no descriptionmoderately similar to ( 207)AT5G13930| Symbols: TT4, ATCHS, CHS | CHS (CHALCONE SYNTHASE); naringenin-chalcone synthase | chr5:4488764-4490037 FORWARDmoderately similar to ( 212)CHSA_PETHYChalcone synthase A - Petunia hybrida (Petunia)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Chal_sti_synt_N CHS_like BcsA PRK07003 init_cond_enzymes cond_enzymes PRK12678 PRK12323 KAS_III FabH Tymo_45kd_70kd decarbox_cond_enzymes "	secondary metabolism.flavonoids.chalcones	16_8_2

CUST_29859_PI399408534	2	-0.081591606	0.08737755	0.0077209473	-0.30539417	-0.0077209473	0.1417222	35_27002	"Cluster: RNA-binding region RNP-1 (RNA recognition motif); Concanavalin A-like lectin/glucanase; U2 auxiliary factor small subunit; n=1; Medicago truncatula|Rep"	UniRef90_Q1SKZ7	CHR1V7|COORD:3384166..3388375| U2 snRNP auxiliary factor-related	AT1G10320.1	CHR02V5|COORD:21104860..21110616|protein RNA binding protein, putative, expressed	LOC_Os02g35150.1	no descriptionmoderately similar to ( 231)AT1G10320| Symbols:  | U2 snRNP auxiliary factor-related | chr1:3384166-3388375 REVERSEnot assigned not assigned RRM	RNA.processing.splicing	27_1_1

CUST_73306_PI403524517	2	0.069955826	0.0	-0.052150726	0.025749207	-0.050948143	0.0	35_21017	"Cluster: Protein mago nashi homolog; n=4; Spermatophyta|Rep: Protein mago nashi homolog - Oryza sativa (Rice)"	UniRef90_P49030	CHR1V7|COORD:403467..404401| MEE63 (maternal effect embryo arrest 63)	AT1G02140.1	CHR12V5|COORD:10956867..10960042|protein protein mago nashi, putative, expressed	LOC_Os12g18880.1	no descriptionweakly similar to ( 172)AT1G02140| Symbols: MEE63 | MEE63 (maternal effect embryo arrest 63) | chr1:403467-404401 REVERSEweakly similar to ( 199)MGN_ORYSAnot assigned Mago_nashi	not assigned.no ontology	35_1

CUST_33005_PI403524517	2	0.11170387	0.08911419	0.011627197	-0.06859112	-0.10632992	-0.011627197	35_9518	"Cluster: Putative flavonol glucosyltransferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative flavonol glucosyltransferase - Oryza sativa (japonica"	UniRef90_Q65X86	CHR3V7|COORD:5619361..5620839| UDP-glucoronosyl/UDP-glucosyl transferase family protein	AT3G16520.3	CHR05V5|COORD:26109666..26111514|protein anthocyanidin 5,3-O-glucosyltransferase, putative, expressed	LOC_Os05g45080.1	no descriptionweakly similar to ( 155)AT3G16520| Symbols:  | UDP-glucoronosyl/UDP-glucosyl transferase family protein | chr3:5618853-5620839 REVERSEweakly similar to ( 121)ZOX_PHAVUZeatin O-xylosyltransferase - Phaseolus vulgaris (Kidney bean) (French bean)not assigned not assigned UDPGT COG1819 Atrophin-1 PRK12323	misc.UDP glucosyl and glucoronyl transferases	26_2

CUST_114648_PI403524517	2	0.42298317	-0.08719015	0.1255703	-0.26770592	-0.89072037	0.087189674	35_32539	Rep: OSJNBa0079F16.16 protein - Oryza sativa (Rice)	UniRef90_Q7XLI1	CHR2V7|COORD:206135..210974| phosphoribulokinase/uridine kinase family protein	AT2G01460.1	CHR04V5|COORD:11844428..11862809|protein expressed protein	LOC_Os04g21110.1	no descriptionweakly similar to ( 124)AT2G01460| Symbols:  | phosphoribulokinase/uridine kinase family protein | chr2:206135-210974 FORWARDUMPK_like Udk UMPK PRK05480	nucleotide metabolism.salvage.nucleoside kinases.uridine kinase	23_3_2_2

CUST_100177_PI403524517	2	0.23450994	0.04753971	0.31381226	-0.6847615	-0.30465412	-0.047540188	35_28600	"Cluster: Hypothetical protein P0506A10.38-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0506A10.38-1 - Oryza sativa (japonica cultiv"	UniRef90_Q5N847	"CHR3V7|COORD:21929644..21932854| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G24060.1); similar to expressed protein [Oryza sativa (japonica"	AT3G59300.1	CHR01V5|COORD:39461707..39456586|protein expressed protein	LOC_Os01g67370.5	"no descriptionweakly similar to ( 107)AT3G59300| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G24060.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABA94153.2); similar to Os01g0899500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001045101.1) | chr3:21929644-21932854 FORWARD"	not assigned.unknown	35_2

CUST_168921_PI403524517	2	0.14644766	-0.24204636	0.16225481	-0.14644718	-0.3044877	0.16854286	35_47044	Rep: Thioredoxin H - Triticum aestivum (Wheat)	UniRef90_Q8GVD3		0	CHR07V5|COORD:4574534..4572545|protein thioredoxin H-type, putative, expressed	LOC_Os07g08840.3	no description	not assigned.unknown	35_2

CUST_133273_PI403524517	2	0.12292528	0.14405918	0.042692184	-0.13800001	-0.19608021	-0.04269266	35_37416	"Cluster: Group 3 late embryogenesis abundant protein; n=1; Triticum aestivum|Rep: Group 3 late embryogenesis abundant protein - Triticum aestivum (Wheat)"	UniRef90_Q03967	CHR3V7|COORD:19675775..19677383| late embryogenesis abundant protein, putative / LEA protein, putative	AT3G53040.1	CHR03V5|COORD:3659082..3656978|protein embryonic protein DC-8, putative, expressed	LOC_Os03g07180.2	no descriptionnot assigned not assigned not assigned not assigned TT_ORF1 DUF1777 LEA_4 Protamine_P1	not assigned.unknown	35_2

CUST_27833_PI403524517	2	0.11707163	0.025663376	-0.38460732	-0.025662899	0.17974758	-0.09986782	35_8049	"Cluster: Hypothetical protein P0030G02.23; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0030G02.23 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6H705	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	CHR02V5|COORD:3853734..3853274|protein expressed protein	LOC_Os02g07460.1	no descriptionnot assigned not assigned PRK12323	not assigned.unknown	35_2

CUST_6291_PI399408534	2	0.38654232	0.18476534	0.02908659	-0.029087067	-0.37688255	-0.379395	35_28320	Rep: Histone deacetylase 2a - Zea mays (Maize)	UniRef90_O24591	CHR5V7|COORD:7534123..7536057| HD2B (HISTONE DEACETYLASE 2B)	AT5G22650.1	CHR05V5|COORD:29673053..29670091|protein histone deacetylase 2b, putative, expressed	LOC_Os05g51830.1	 no descriptionvery weakly similar to (69.7)AT5G22650| Symbols: HDT02, HDT2, ATHD2B, HDA4, HD2, HD2B | HD2B (HISTONE DEACETYLASE 2B) | chr5:7534123-7536057 FORWARDvery weakly similar to (98.2)HD2C_MAIZE	RNA.regulation of transcription.HDA	27_3_55

CUST_139766_PI403524517	2	-0.15398264	-0.014819145	-0.011221886	0.011221886	0.16636324	0.26780033	35_39196	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_115649_PI403524517	2	0.20240021	-0.085383415	-0.015583038	0.015583038	-0.016968727	0.079660416	35_32799	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_13262_PI399408534	2	-0.0893569	0.050714016	-0.11300087	-0.050714016	0.13381863	0.18573809	35_15630	"Cluster: YABBY protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: YABBY protein, expressed - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QM17	CHR2|COORD:11310670..11314031| plant-specific transcription factor YABBY family protein, contains Pfam profile: PF04690 YABBY protein	AT2G26580.2	CHR12V5|COORD:26444027..26453782|protein axial regulator YABBY2, putative, expressed	LOC_Os12g42610.1	" no descriptionweakly similar to ( 172)AT2G45190| Symbols: FIL, YAB1, AFO | AFO (ABNORMAL FLORAL ORGANS); transcription factor | chr2:18635524-18637626 REVERSEweakly similar to ( 164)YAB1_ORYSAYABBY "	RNA.regulation of transcription.C2C2(Zn) YABBY family	27_3_10

CUST_27230_PI403524517	2	-0.7789345	-0.6842804	-0.039740086	0.1833005	0.38023043	0.03973961	35_7886	"Cluster: Mitogen-activated protein kinase; n=1; Triticum aestivum|Rep: Mitogen-activated protein kinase - Triticum aestivum (Wheat)"	UniRef90_Q84XZ4	"CHR5V7|COORD:23602731..23604907| WNK4 (Arabidopsis WNK kinase 4); kinase"	AT5G58350.1	CHR12V5|COORD:704258..697942|protein mitogen-activated protein kinase, putative, expressed	LOC_Os12g02250.1	" no descriptionweakly similar to ( 115)AT5G58350| Symbols: ZIK2, WNK4 | WNK4 (Arabidopsis WNK kinase 4); kinase | chr5:23602731-23604907 FORWARDnot assigned "	protein.postranslational modification	29_4

CUST_77216_PI403524517	2	0.038279533	0.07232857	-0.057979584	-0.050251007	-0.038280487	0.06677818	35_22132	Rep: B0403H10-OSIGBa0105A11.16 protein - Oryza sativa (Rice)	UniRef90_Q01HT2	CHR1V7|COORD:11247075..11249326| putrescine-binding periplasmic protein-related	AT1G31410.1	CHR04V5|COORD:30171650..30168801|protein polyamine ABC transporter, periplasmic polyamine-binding protein, putative, expressed	LOC_Os04g51310.1	no descriptionweakly similar to ( 107)AT1G31410| Symbols:  | putrescine-binding periplasmic protein-related | chr1:11247075-11249326 REVERSE	not assigned.no ontology	35_1

CUST_14661_PI404877155	2	-0.08596516	-1.2862062	0.08596611	0.45285892	0.09494591	-0.24503136	Contig8458_at	putative ripening regulated protein DDTFR18 [Oryza sativa (japonica cultivar-group)] dbj|BAD09618.1| putative ripening regulated protein DDT	XP_483802.1	MATE efflux family protein	At4g25640.1	protein MATE efflux family protein	Os08g44870	MATE efflux protein family	transport.misc	34_99

CUST_118852_PI403524517	2	-8.907318E-4	0.45221233	0.11144638	8.907318E-4	-0.3526802	-0.17172003	35_33641	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_130702_PI403524517	2	0.06149006	-0.796175	0.0064325333	0.004758835	-0.007663727	-0.004758835	35_36704	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_79984_PI403524517	2	0.29318333	0.023311615	-0.023312569	-0.44341946	-0.3568964	0.428854	35_22937	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_12365_PI399408534	2	0.45088816	-0.029800892	0.14604807	-0.23755026	0.029801369	-0.43714	35_27696	"Cluster: Transcriptional regulator, Sir2 family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Transcriptional regulator, Sir2 family prot"	UniRef90_Q2QWW9	"CHR5V7|COORD:2871840..2873614| SRT2; DNA binding"	AT5G09230.5	CHR12V5|COORD:4035956..4031200|protein NAD-dependent deacetylase sirtuin-4, putative, expressed	LOC_Os12g07950.1	no descriptionweakly similar to ( 123)AT5G09230| Symbols: SRT2 | SRT2 | chr5:2871560-2873614 FORWARDnot assigned not assigned SIRT4 PRK05333 SIR2-fam SIR2 PRK00481 SIR2 SIR2_Af2 SIRT5_Af1_CobB SIR2 SIRT7 SIR2H	RNA.regulation of transcription.HDA	27_3_55

CUST_161902_PI403524517	2	0.026098251	-0.14941311	0.14699078	-0.014724731	0.014724731	-0.07828331	35_45161	"Cluster: Putative autophagy-related protein 12; n=1; Oryza sativa|Rep: Putative autophagy-related protein 12 - Oryza sativa (Rice)"	UniRef90_Q69NP0	"CHR1V7|COORD:20244945..20245687| ATG12a (AUTOPHAGY 12); protein binding"	AT1G54210.1	CHR06V5|COORD:5307685..5309929|protein autophagy-related protein 12, putative, expressed	LOC_Os06g10340.1	" no descriptionweakly similar to ( 127)AT1G54210| Symbols: APG12, ATG12a | ATG12a (AUTOPHAGY 12); protein binding | chr1:20244945-20245687 FORWARDweakly similar to ( 150)ATG12_ORYSAnot assigned APG12_C APG12 "	protein.degradation.autophagy	29_5_2

CUST_112513_PI403524517	2	-0.003920555	-0.30698967	0.0039196014	0.2982626	0.038942337	-0.08603859	35_31938	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QZT3	"CHR3V7|COORD:23174913..23176055| similar to calmodulin-binding protein [Arabidopsis thaliana] (TAIR:AT2G15760.1); similar to conserved hypothetical"	AT3G62630.1	CHR11V5|COORD:26684215..26686214|protein calmodulin binding protein, putative, expressed	LOC_Os11g44920.1	"no descriptionvery weakly similar to (65.5)AT3G62630| Symbols:  | similar to calmodulin-binding protein [Arabidopsis thaliana] (TAIR:AT2G15760.1); similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE84267.1); contains InterPro domain Protein of unknown function DUF1645; (InterPro:IPR012442) | chr3:23174913-23176055 REVERSEnot assigned not assigned not assigned not assigned"	not assigned.unknown	35_2

CUST_487_PI399408534	2	0.053126335	0.4505663	-0.049804688	-0.07042122	-0.1079998	0.049803734	35_2669	"Cluster: Splicing factor 4-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Splicing factor 4-like protein - Oryza sativa (japonica cultivar-group"	UniRef90_Q6ENK8	CHR3V7|COORD:19340221..19342716| SWAP (Suppressor-of-White-APricot)/surp domain-containing protein / D111/G-patch domain-containing protein	AT3G52120.1	CHR09V5|COORD:6015388..6019396|protein gamma response I protein, putative, expressed	LOC_Os09g10930.3	no descriptionweakly similar to ( 119)AT3G52120| Symbols:  | SWAP (Suppressor-of-White-APricot)/surp domain-containing protein / D111/G-patch domain-containing protein | chr3:19340221-19342716 FORWARDnot assigned not assigned not assigned G_patch G-patch	RNA.processing	27_1

CUST_8993_PI403524517	2	0.45337248	-0.09887838	-0.33464336	0.056084156	0.037395954	-0.037395954	35_2521	"Cluster: Putative CDP-diacylglycerol synthetase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative CDP-diacylglycerol synthetase - Oryza sativa (japonic"	UniRef90_Q5JLS4	CHR4V7|COORD:11800162..11802633| phosphatidate cytidylyltransferase	AT4G22340.3	CHR01V5|COORD:32204455..32197780|protein phosphatidate cytidylyltransferase, putative, expressed	LOC_Os01g55360.4	no descriptionmoderately similar to ( 293)AT4G22340| Symbols:  | phosphatidate cytidylyltransferase | chr4:11800162-11802633 REVERSEmoderately similar to ( 298)CDS1_SOLTUPhosphatidate cytidylyltransferase - Solanum tuberosum (Potato)not assigned CTP_transf_1	lipid metabolism.Phospholipid synthesis.phosphatidate cytidylyltransferase	11_3_3

CUST_2816_PI404877155	2	-0.05737686	-0.24869823	-0.004899025	0.03258419	0.0048999786	0.17543793	Contig1323_s_at	unnamed protein product [Oryza sativa (japonica cultivar-group)] dbj|BAA87825.1| calmodulin [Oryza sativa (japonica cultivar-group)]	NP_913012.1	calmodulin-6 (CAM6)	At5g21274.1	protein EF hand, putative	Os01g17190	calmodulin cam2	signalling.calcium	30_3

CUST_171222_PI403524517	2	-0.069226265	0.057826996	-0.08139229	0.1441145	-0.057826042	0.17055702	35_47694	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_569_PI399408534	2	-0.039813995	0.3421135	0.07040119	-0.1266737	0.01743126	-0.017430305	35_2655	"Cluster: Hypothetical protein B1164G01.8; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1164G01.8 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q5W6Q8	CHR1V7|COORD:20631837..20633157| TATA-binding protein-associated factor TAFII55 family protein	AT1G55300.1	CHR05V5|COORD:16268473..16265709|protein transcription initiation factor TFIID subunit 7, putative, expressed	LOC_Os05g28010.2	no descriptionweakly similar to ( 125)AT1G55300| Symbols:  | transcription factor | chr1:20631821-20633157 REVERSEnot assigned TAFII55_N COG5414	RNA.regulation of transcription	27_3

CUST_36361_PI403524517	2	-0.837451	0.30927563	0.17963886	0.11841774	-0.118416786	-0.15934277	35_10487	"Cluster: CLAVATA1 receptor kinase( CLV1)-like protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: CLAVATA1 receptor kinase( CLV1)-like protein - Oryza sat"	UniRef90_Q69MS7	0	0	CHR04V5|COORD:35107944..35109540|protein expressed protein	LOC_Os04g59420.2	no description	not assigned.unknown	35_2

CUST_31897_PI403524517	2	0.05641079	-0.40921783	-0.018512726	0.1588726	-0.0031518936	0.00315094	35_9202	"Cluster: Os06g0233800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0233800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DDC5	"CHR1V7|COORD:22142947..22145250| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G53900.2); similar to Os02g0742700 [Oryza sativa (japonica"	AT1G60060.1	CHR06V5|COORD:6955082..6952700|protein expressed protein	LOC_Os06g12740.1	no description	not assigned.unknown	35_2

CUST_3867_PI404877155	2	0.035565376	-0.8601475	-0.2394886	0.07211876	-0.035565376	0.07717037	Contig14481_at	OSJNBa0067K08.12 [Oryza sativa (japonica cultivar-group)] ref|XP_473035.1| OSJNBa0067K08.12 [Oryza sativa (japonica cultivar-group)]	CAD41252.2	calcium-binding EF hand family protein	At1g65540.1	protein EF hand, putative	Os02g39550	gi|21740773|emb|CAD41250.1| OSJNBa0067K08.14	signalling.calcium	30_3

CUST_181609_PI403524517	2	0.03290081	-0.09628677	0.3135543	0.18770218	-0.4519949	-0.03290081	35_50494	"Cluster: Putative guanine nucleotide-binding protein beta subunit; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative guanine nucleotide-binding protein"	UniRef90_Q6L4F8	CHR1V7|COORD:17985645..17986936| guanine nucleotide-binding family protein / activated protein kinase C receptor, putative / RACK, putative	AT1G48630.1	CHR05V5|COORD:27378593..27376091|protein guanine nucleotide-binding protein beta subunit-like protein, putative, expressed	LOC_Os05g47890.1	no descriptionvery weakly similar to (59.3)GBLP_ORYSA	not assigned.unknown	35_2

CUST_85759_PI403524517	2	-0.82417107	-1.1620884	0.26543236	0.2418251	-0.12782192	0.12782192	35_24561	"Cluster: Os01g0726700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0726700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JJP4	CHR2V7|COORD:17833404..17834503| PDF1 (PROTODERMAL FACTOR 1)	AT2G42840.1	CHR01V5|COORD:30620790..30623421|protein DNA-directed RNA polymerase II largest subunit, putative, expressed	LOC_Os01g52690.1	no descriptionvery weakly similar to (80.5)AT2G42840| Symbols: PDF1 | PDF1 (PROTODERMAL FACTOR 1) | chr2:17833404-17834503 REVERSE	development.unspecified	33_99

CUST_71828_PI403524517	2	0.055315018	-0.27914333	0.11547947	-0.055315018	0.1849041	-0.11477375	35_20592	"Cluster: Os11g0132700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os11g0132700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IUV5	CHR3V7|COORD:21077309..21080322| aladin-related / adracalin-related	AT3G56900.1	CHR12V5|COORD:1408433..1404136|protein cytochrome cd1-nitrite reductase-like, C-terminal haem d1, putative, expressed	LOC_Os12g03540.1	no descriptionmoderately similar to ( 331)AT3G56900| Symbols:  | aladin-related / adracalin-related | chr3:21077309-21080322 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned WD40 COG2319	not assigned.no ontology	35_1

CUST_145002_PI403524517	2	0.008141041	1.2826366	0.027348518	-0.1300559	-0.692482	-0.008140564	35_40609	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_46660_PI403524517	2	-0.10008335	-0.88840675	0.041633606	-0.041632652	0.25474834	0.07676315	35_13361	"Cluster: Os06g0659100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0659100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DAE8	0	0	CHR06V5|COORD:27113989..27116404|protein SBP-domain protein 4, putative, expressed	LOC_Os06g44860.1	no description	not assigned.unknown	35_2

CUST_119624_PI403524517	2	-0.04226494	-0.26949787	0.022296906	0.13349342	-0.022296906	0.036143303	35_33842	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_21590_PI403524517	2	0.08678055	-0.31682396	-0.048802376	0.033143044	-0.03314209	0.06922054	35_6268	"Cluster: Kinesin heavy chain, putative; n=2; Oryza sativa (japonica cultivar-group)|Rep: Kinesin heavy chain, putative - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5W6L9	"CHR5|COORD:22505300..22508477| similar to expressed protein [Arabidopsis thaliana] (TAIR:At4g26660.1); similar to kinesin heavy chain, putative [Oryza sativa"	AT5G55520.2	CHR03V5|COORD:21647792..21641881|protein kinesin heavy chain, putative, expressed	LOC_Os03g39020.1	no description	not assigned.unknown	35_2

CUST_22962_PI399408534	2	-0.1336298	0.32450914	-0.3206601	0.1336298	-0.22887087	0.20518875	35_43771	"Cluster: Histidine-containing phosphotransfer protein; n=1; Triticum aestivum|Rep: Histidine-containing phosphotransfer protein - Triticum aestivum (Wheat)"	UniRef90_Q4VWF0	CHR1V7|COORD:11399903..11405702| actin binding	AT1G31810.1	CHR09V5|COORD:22653368..22656565|protein histidine-containing phosphotransfer protein 1, putative, expressed	LOC_Os09g39400.2	no descriptionvery weakly similar to (63.9)HP1_ORYSA	signalling.in sugar and nutrient physiology	30_1

CUST_65399_PI403524517	2	-1.4050691	-1.0325508	0.25389385	2.637239	0.91688824	-0.25389338	35_18672	"Cluster: Short-chain dehydrogenase/reductase protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Short-chain dehydrogenase/reductase protein-like - O"	UniRef90_Q6H7C9	CHR1V7|COORD:293396..294888| short-chain dehydrogenase/reductase (SDR) family protein	AT1G01800.1	CHR02V5|COORD:25728592..25730791|protein carbonyl reductase 1, putative, expressed	LOC_Os02g42810.1	no descriptionweakly similar to ( 186)AT2G24190| Symbols:  | short-chain dehydrogenase/reductase (SDR) family protein | chr2:10290820-10292014 REVERSEvery weakly similar to (54.7)SDR1_PICABShort-chain type dehydrogenase/reductase - Picea abies (Norway spruce) (Picea excelsa)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned fabG fabG FabG fabG PRK12939 PRK12826 DltE COG4221 PRK12824 PRK12827 PRK12429 PRK12829 PRK08213 PRK07814 PRK12828 PRK07201 PRK07062 fabG PRK08945 PRK06841 PRK12937 PRK07063 PRK05866 PRK08264 adh_short PRK06138 PRK07825 PRK06196 PRK08219 PRK06484 PRK06197 PRK08220 PRK06181 PRK06124 fabG fabG PRK05854 PRK06125 fabG PRK07774 PRK08265 PRK08226 PRK06523 PRK07806 PRK05872 PRK07326 PRK07069 PRK06179 PRK05717 PRK07479 PRK06182 PRK12745 PRK12428 PRK07454 PRK07109 PRK09072 PRK07478 PRK08267 PRK06180 PRK08324 PRK07856 PRK12935 PRK06953 DltE PRK06935 fabG PRK06346 PRK07890 PRK09135 PRK06198 PRK12743 PRK07677 PRK08277 PRK06172 PRK06914 PRK08263 PRK06500 PRK07035 fabG PRK06114 PRK07067 PRK07523 fabG PRK07832 PRK06057 PRK08628 PRK07831 fabG PRK08063 PRK05650 PRK07074 PRK09242 PRK06123 PRK06194 PRK07023 fabG KR PRK07097 PRK05855 PRK08643 benD PRK08278 PRK06949 PRK08936 PRK06139 PRK08303 PRK07024 fabG fabG PRK12384 fabG PRK09134 PRK10538 PRK08703 PRK12748 PRK06200 PRK07775 PRK06398 PRK12936 PRK07791 PRK08085 PRK08589	misc.short chain dehydrogenase/reductase (SDR)	26_22

CUST_6541_PI399408534	2	-0.03831196	-0.0967083	0.28867626	-0.119428635	0.038312912	0.05461979	35_47485	"Cluster: Putative SUVH4; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative SUVH4 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8S1X3	CHR5V7|COORD:4501690..4505981| SUVH4 (SU(VAR)3-9 HOMOLOG 4)	AT5G13960.1	CHR01V5|COORD:40981037..40991245|protein histone-lysine N-methyltransferase, H3 lysine-9 specific SUVH6, putative, expressed	LOC_Os01g70220.1	 no descriptionmoderately similar to ( 210)AT5G13960| Symbols: KYP, SUVH4 | SUVH4 (SU(VAR)3-9 HOMOLOG 4) | chr5:4501690-4505981 FORWARDSRA YDG_SRA 	RNA.regulation of transcription.SET-domain transcriptional regulator family	27_3_69

CUST_64891_PI403524517	2	0.122094154	-0.2303276	-0.14030647	-0.018920898	0.08397865	0.018920898	35_18528	"Cluster: Putative beta-galactosidase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative beta-galactosidase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z6K4	"CHR3V7|COORD:4511199..4515763| BGAL1 (BETA GALACTOSIDASE 1); beta-galactosidase"	AT3G13750.1	CHR02V5|COORD:6660984..6655774|protein beta-galactosidase precursor, putative, expressed	LOC_Os02g12730.2	"no descriptionmoderately similar to ( 265)AT3G13750| Symbols: BGAL1 | BGAL1 (BETA GALACTOSIDASE 1); beta-galactosidase | chr3:4511199-4515763 FORWARDmoderately similar to ( 313)BGAL_ASPOFBeta-galactosidase precursor - Asparagus officinalis (Garden asparagus)not assigned"	misc.gluco-, galacto- and mannosidases	26_3

CUST_107508_PI403524517	2	-0.0245924	-0.34062767	-0.08610344	0.04981613	0.1815567	0.024591446	35_30594	"Cluster: Hypothetical protein B1026C12.13; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1026C12.13 - Oryza sativa (japonica cultivar-g"	UniRef90_Q69LA0	CHR5V7|COORD:33054..34115| legume lectin family protein	AT5G01090.1	CHR07V5|COORD:56516..54558|protein legume lectins beta domain containing protein, expressed	LOC_Os07g01100.2	no description	not assigned.unknown	35_2

CUST_12278_PI404877155	2	-0.28217125	-0.020339012	0.20508099	0.020339966	0.12910938	-0.30120087	Contig6006_s_at	hypothetical protein [Oryza sativa (japonica cultivar-group)]	AAP03369.1	expressed protein	At1g21680.1	protein hypothetical protein	Os12g24330	homoserine dehydrogenase	amino acid metabolism.aspartate family.misc.homoserine.synthesis	13_1_3_6_1

CUST_98709_PI403524517	2	-0.045555115	-0.3547163	0.06280899	0.31360817	-0.18647909	0.045555115	35_28177	"Cluster: Chromosome 14 SCAF14723, whole genome shotgun sequence; n=1; Tetraodon nigroviridis|Rep: Chromosome 14 SCAF14723, whole genome shotgun sequence - Tetra"	UniRef90_Q4S6V3	"CHR3V7|COORD:6998550..7002272| ATTCP-1 (Arabidopsis thaliana T-complex protein 1 alpha subunit); ATP binding / protein binding / unfolded protein binding"	AT3G20050.1	CHR04V5|COORD:27418959..27424800|protein T-complex protein 1 subunit alpha, putative, expressed	LOC_Os04g46620.1	"no descriptionmoderately similar to ( 258)AT3G20050| Symbols: ATTCP-1 | ATTCP-1 (Arabidopsis thaliana T-complex protein 1 alpha subunit); ATP binding / protein binding / unfolded protein binding | chr3:6998550-7002272 REVERSEweakly similar to ( 132)TCPE2_AVESAT-complex protein 1 subunit epsilon - Avena sativa (Oat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TCP1_alpha chaperonin_type_I_II cpn60 GroL TCP1_eta TCP1_epsilon Cpn60_TCP1 TCP1_delta TCP1_beta TCP1_gamma TCP1_theta TCP1_zeta GroEL groEL groEL groEL groEL groEL"	protein.folding	29_6

CUST_22372_PI399408534	2	0.31575155	0.17506647	5.0735474E-4	-0.29998255	-0.19650507	-5.078316E-4	35_6212	"Cluster: OSJNBa0084N21.16 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0084N21.16 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XL60	CHR1V7|COORD:25233986..25235285| zinc finger (MYND type) family protein / F-box family protein	AT1G67340.1	CHR04V5|COORD:18719768..18718067|protein MYND finger family protein, expressed	LOC_Os04g31610.1	no descriptionweakly similar to ( 197)AT1G67340| Symbols:  | zinc finger (MYND type) family protein / F-box family protein | chr1:25233986-25235285 FORWARDnot assigned not assigned COG0790 PRK07764	RNA.regulation of transcription.unclassified	27_3_99

CUST_64333_PI403524517	2	0.4238615	-0.21152592	-0.11029005	0.6008711	0.07247925	-0.0724802	35_18367	Rep: HPP family protein, expressed - Oryza sativa (japonica cultivar-group)	UniRef90_Q10F18	CHR3V7|COORD:17721462..17723616| integral membrane HPP family protein	AT3G47980.1	CHR03V5|COORD:27252172..27249900|protein HPP, putative, expressed	LOC_Os03g48030.1	no descriptionweakly similar to ( 157)AT3G47980| Symbols:  | integral membrane HPP family protein | chr3:17721462-17723616 FORWARDHPP COG3448	not assigned.no ontology	35_1

CUST_33501_PI403524517	2	0.037430286	-0.119660854	0.0086603165	-0.0086603165	-0.63802004	0.15669537	35_9660	"Cluster: Putative myosin XI; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative myosin XI - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6YWH9	CHR5V7|COORD:17674468..17683880| MYA2 (ARABIDOPSIS MYOSIN)	AT5G43900.1	CHR02V5|COORD:20363499..20385387|protein XIB, putative, expressed	LOC_Os02g34080.1	 no descriptionmoderately similar to ( 400)AT5G43900| Symbols: ATMYA2, MYA2 | MYA2 (ARABIDOPSIS MYOSIN) | chr5:17674468-17683880 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned COG5022 MYSc_type_XI MYSc MYSc MYSc_type_V MYSc_type_II Myosin_head MYSc_type_VIII MYSc_type_VII MYSc_type_IX MYSc_type_I MYSc_type_III MYSc_type_XV MYSc_type_XVIII MYSc_type_VI 	cell.organisation	31_1

CUST_118912_PI403524517	2	0.4424324	0.12479782	0.11383724	-0.11383724	-0.2438755	-0.2422247	35_33656	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_59902_PI403524517	2	0.07396889	-0.23115396	0.077717304	-0.073969364	-0.07858324	0.344512	35_17078	"Cluster: Hypothetical protein P0466H10.40-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0466H10.40-1 - Oryza sativa (japonica cultiv"	UniRef90_Q5JMU3	CHR5V7|COORD:1104816..1105187| similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD87214.1)	AT5G04080.1	CHR01V5|COORD:42056465..42055500|protein expressed protein	LOC_Os01g72009.1	no description	not assigned.unknown	35_2

CUST_19017_PI403524517	2	0.05057907	-0.0698843	-0.030937195	-0.014889717	0.014890671	0.15205097	35_5510	Rep: OSIGBa0159F11.10 protein - Oryza sativa (Rice)	UniRef90_Q01IQ4	"CHR3V7|COORD:2413829..2415878| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G10820.2); similar to OSJNBa0067K08.3 [Oryza sativa (japonica"	AT3G07565.1	CHR04V5|COORD:24560485..24556569|protein myb-like DNA-binding domain containing protein, expressed	LOC_Os04g41830.1	"no descriptionmoderately similar to ( 219)AT3G07565| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G10820.2); similar to OSJNBa0067K08.3 [Oryza sativa (japonica cultivar-group)] (GB:CAE03109.1); similar to Os05g0305700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001055150.1); similar to H0322F07.7 [Oryza sativa (indica cultivar-group)] (GB:CAH67770.1); contains InterPro domain Homeodomain-like; (InterPro:IPR009057) | chr3:2413829-2415878 FORWARD"	not assigned.unknown	35_2

CUST_25730_PI403524517	2	0.16030979	-0.00921917	0.06587219	-0.06169796	-0.044999123	0.00921917	35_7458	"Cluster: Hypothetical protein P0431G05.3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0431G05.3 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q5WMY5	"CHR3V7|COORD:19602976..19603719| similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE94614.1); similar to Os05g0154900 [Oryza sativa"	AT3G52860.1	CHR05V5|COORD:3194361..3192180|protein expressed protein	LOC_Os05g06290.1	"no descriptionweakly similar to ( 117)AT3G52860| Symbols:  | similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE94614.1); similar to Os05g0154900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001054686.1) | chr3:19602976-19603719 REVERSE"	not assigned.unknown	35_2

CUST_141272_PI403524517	2	0.07500315	-0.0690999	-0.21113539	-0.27368116	0.0690999	0.20388746	35_39600	"Cluster: B1340F09.12 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: B1340F09.12 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6MW71		0	CHR04V5|COORD:1741578..1747004|protein expressed protein	LOC_Os04g03860.1	no description	not assigned.unknown	35_2

CUST_166309_PI403524517	2	-0.31757402	-0.31610918	0.10627413	0.47374392	-0.10627413	0.25212526	35_46330	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_40489_PI403524517	2	0.06937504	0.26828957	-0.2613659	0.08098793	-0.069375515	-0.111572266	35_11644	"Cluster: AAA-type ATPase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: AAA-type ATPase-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69S62	CHR3V7|COORD:10723674..10725107| ATP binding / ATPase	AT3G28600.1	CHR07V5|COORD:4997119..4999009|protein cell Division Protein AAA ATPase family, putative, expressed	LOC_Os07g09470.1	no descriptionmoderately similar to ( 225)AT3G28610| Symbols:  | ATP binding / ATPase | chr3:10726227-10727651 FORWARDnot assigned not assigned not assigned not assigned Herpes_BLLF1 AAA PRK07003	protein.degradation.AAA type	29_5_9

CUST_6682_PI399408534	2	-0.17336082	-0.60115147	-0.10516262	0.18628407	0.13280106	0.10516262	35_49643	"Cluster: Myc-like regulatory R gene product; n=1; Phyllostachys acuta|Rep: Myc-like regulatory R gene product - Phyllostachys acuta (woody bamboo)"	UniRef90_Q40752	"CHR1V7|COORD:23603472..23606397| EGL3 (ENHANCER OF GLABRA3); DNA binding / transcription factor"	AT1G63650.1	CHR11V5|COORD:8580562..8578217|protein anthocyanin regulatory Lc protein, putative	LOC_Os11g15210.1	" no descriptionvery weakly similar to (61.6)AT1G63650| Symbols: EGL1, ATMYC-2, EGL3 | EGL3 (ENHANCER OF GLABRA3); DNA binding | chr1:23603472-23606397 FORWARDvery weakly similar to (92.0)ARRS_MAIZEAnthocyanin regulatory R-S protein - Zea mays (Maize)HLH HLH HLH "	RNA.regulation of transcription.bHLH,Basic Helix-Loop-Helix family	27_3_6

CUST_160501_PI403524517	2	0.07424164	-1.179739	-0.25089073	0.038330078	0.036658287	-0.036658287	35_44789	0	0	"CHR1V7|COORD:5675918..5678679| SR45 (arginine/serine-rich 45); RNA binding"	AT1G16610.1	CHR05V5|COORD:23141988..23145685|protein transposon protein, putative, CACTA, En/Spm sub-class	LOC_Os05g39570.1	no description	not assigned.unknown	35_2

CUST_117258_PI403524517	2	0.0085372925	-0.6515665	-0.0085372925	0.12641335	0.026236534	-0.06401539	35_33229	"Cluster: Ribulose bisphosphate carboxylase large chain; n=65; Viridiplantae|Rep: Ribulose bisphosphate carboxylase large chain - Aegilops crassa (Persian"	UniRef90_P25413	CHRCV7|COORD:54958..56397| large subunit of RUBISCO.	ATCG00490.1	CHR10V5|COORD:10530028..10531336|protein ribulose bisphosphate carboxylase large chain precursor, putative, expressed	LOC_Os10g21280.1	no descriptionweakly similar to ( 188)ATCG00490| Symbols: RBCL | large subunit of RUBISCO. | chrC:54958-56397 FORWARDmoderately similar to ( 212)RBL_WHEATRibulose bisphosphate carboxylase large chain precursor - Triticum aestivum (Wheat)not assigned rbcL rbcL RuBisCO_large RbcL	PS.calvin cyle.rubisco large subunit	1_3_1

CUST_37633_PI403524517	2	0.5267806	0.5748191	-0.42852163	0.012457848	-0.012457848	-0.075333595	35_10838	Rep: OSIGBa0143N19.3 protein - Oryza sativa (Rice)	UniRef90_Q01IN1	"CHR2V7|COORD:18598763..18599518| CYCP3;1 (cyclin p3;1); cyclin-dependent protein kinase"	AT2G45080.1	CHR04V5|COORD:27442456..27443739|protein cyclin-dependent protein kinase, putative, expressed	LOC_Os04g46660.1	no descriptionnot assigned not assigned PRK12323	not assigned.unknown	35_2

CUST_178582_PI403524517	2	0.011125565	0.07933998	-0.0535841	-0.083844185	-0.011125565	0.020291328	35_49666	"Cluster: Kelch motif family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Kelch motif family protein, expressed - Oryza sativa (japonica"	UniRef90_Q2R069	CHR5V7|COORD:6178518..6182188| kelch repeat-containing protein	AT5G18590.1	CHR11V5|COORD:25792979..25798928|protein ranGAP1 interacting protein, putative, expressed	LOC_Os11g43590.4	no descriptionweakly similar to ( 114)AT5G18590| Symbols:  | kelch repeat-containing protein | chr5:6178518-6182188 REVERSE	not assigned.no ontology	35_1

CUST_23042_PI403524517	2	0.010931015	0.19282341	-0.088274	-0.27343464	-0.010931015	0.06357765	35_6698	"Cluster: Hypothetical protein P0408C03.31-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0408C03.31-1 - Oryza sativa (japonica cultiv"	UniRef90_Q5N9U6	CHR3V7|COORD:17145189..17146396| epsin N-terminal homology (ENTH) domain-containing protein / clathrin assembly protein-related	AT3G46540.1	CHR01V5|COORD:36421747..36423712|protein expressed protein	LOC_Os01g62370.1	no descriptionweakly similar to ( 184)AT3G46540| Symbols:  | epsin N-terminal homology (ENTH) domain-containing protein / clathrin assembly protein-related | chr3:17145189-17146396 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned ENTH_epsin ENTH ENTH PRK12323 PRK07003 PRK07764 APC_basic PRK12678 Atrophin-1	not assigned.no ontology.epsin N-terminal homology (ENTH) domain-containing protein	35_1_21

CUST_84521_PI403524517	2	-0.5106516	0.56626797	-0.20715714	0.039111614	0.26457596	-0.039111614	35_24219	"Cluster: Putative metalloproteinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative metalloproteinase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q67VB1	CHR1V7|COORD:22077266..22078348| matrixin family protein	AT1G59970.1	CHR06V5|COORD:7223943..7225418|protein metalloendoproteinase 1 precursor, putative, expressed	LOC_Os06g13180.1	no descriptionweakly similar to ( 121)AT1G59970| Symbols:  | matrixin family protein | chr1:22077266-22078348 FORWARDvery weakly similar to (84.0)MEP1_SOYBNMetalloendoproteinase 1 precursor - Glycine max (Soybean)not assigned not assigned not assigned PG_binding_1	protein.degradation.metalloprotease	29_5_7

CUST_29664_PI399408534	2	0.014262199	0.32751083	0.080430984	-0.20057964	-0.014262199	-0.076449394	35_27022	"Cluster: Putative ATP synthase mitochondrial F1 complex assembly factor2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ATP synthase mitochondrial"	UniRef90_Q7F1Y6	CHR5V7|COORD:16300878..16302389| ATP12 protein-related	AT5G40660.1	CHR07V5|COORD:26807368..26804727|protein ATP12 ATPase, putative, expressed	LOC_Os07g44940.1	no descriptionweakly similar to ( 150)AT5G40660| Symbols:  | ATP12 protein-related | chr5:16300878-16302389 REVERSEnot assigned ATP12 COG5387 PRK07764	RNA.regulation of transcription.unclassified	27_3_99

CUST_14029_PI399408534	2	-1.0791082	-1.6920533	-1.265913	1.0791092	1.147089	1.2469568	35_22784	Rep: OSIGBa0159I10.9 protein - Oryza sativa (Rice)	UniRef90_Q01IH6	CHR1V7|COORD:27615079..27615843| calmodulin-related	AT1G73440.1	CHR04V5|COORD:26490184..26493432|protein EF hand family protein, expressed	LOC_Os04g45180.1	no descriptionweakly similar to ( 101)AT1G73440| Symbols:  | calmodulin-related | chr1:27615079-27615843 FORWARDnot assigned not assigned not assigned EFh	signalling.calcium	30_3

CUST_69784_PI403524517	2	-0.022658348	-0.5740328	-0.15345001	0.02616024	0.047789574	0.022658348	35_19966	"Cluster: Os01g0187500 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0187500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JQ13	CHR5V7|COORD:21130876..21133128| nucleic acid binding	AT5G51980.2	CHR01V5|COORD:4684910..4689916|protein myosin heavy chain kinase B, putative, expressed	LOC_Os01g09252.1	no descriptionweakly similar to ( 103)AT5G51980| Symbols:  | nucleic acid binding | chr5:21130876-21133128 REVERSEnot assigned not assigned WD40	not assigned.no ontology	35_1

CUST_73019_PI403524517	2	0.11572695	-0.13736343	0.028744698	-0.028744698	0.044417858	-0.23980331	35_20934	Rep: H0112G12.9 protein - Oryza sativa (Rice)	UniRef90_Q01JL1	"CHR5V7|COORD:17184301..17186565| ATIPK1 (Inositol-pentakisphosphate 2-kinase 1); inositol pentakisphosphate 2-kinase"	AT5G42810.1	CHR04V5|COORD:33520335..33516067|protein expressed protein	LOC_Os04g56580.1	"no descriptionmoderately similar to ( 257)AT5G42810| Symbols: ATIPK1 | ATIPK1 (Inositol-pentakisphosphate 2-kinase 1); inositol pentakisphosphate 2-kinase | chr5:17184301-17186565 FORWARDnot assigned DUF941"	not assigned.unknown	35_2

CUST_75554_PI403524517	2	0.053556442	0.53158474	0.048629284	-0.080797195	-0.23404694	-0.048629284	35_21658	"Cluster: Os12g0172500 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os12g0172500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IPR5	CHR3V7|COORD:19803759..19807406| transducin family protein / WD-40 repeat family protein	AT3G53390.1	CHR12V5|COORD:3678298..3671804|protein nucleotide binding protein, putative, expressed	LOC_Os12g07450.3	no descriptionweakly similar to ( 192)AT3G53390| Symbols:  | transducin family protein / WD-40 repeat family protein | chr3:19803759-19807406 FORWARDnot assigned	not assigned.no ontology	35_1

CUST_25505_PI403524517	2	-0.034529686	0.38559914	0.01337719	-0.04016018	-0.01337719	0.11021805	35_7390	"Cluster: OSIGBa0136O08-OSIGBa0153H12.4 protein; n=3; Oryza sativa|Rep: OSIGBa0136O08-OSIGBa0153H12.4 protein - Oryza sativa (Rice)"	UniRef90_Q01HC0	"CHR1V7|COORD:6680815..6683281| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G75060.1); similar to unknown [Vitis pseudoreticulata]"	AT1G19330.1	CHR04V5|COORD:4530760..4534703|protein expressed protein	LOC_Os04g08450.2	"no descriptionvery weakly similar to (85.5)AT1G19330| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G75060.1); similar to unknown [Vitis pseudoreticulata] (GB:ABC69763.1) | chr1:6680815-6683281 REVERSE"	not assigned.unknown	35_2

CUST_75816_PI403524517	2	0.07249546	0.30589867	0.006749153	-0.14708614	-0.093598366	-0.006749153	35_21734	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q75GJ4	CHR5V7|COORD:26495143..26496667| similar to hypothetical protein [Thellun (GB:ABB45846.1)	AT5G66290.1	CHR03V5|COORD:29574770..29577599|protein expressed protein	LOC_Os03g51700.1	no descriptionweakly similar to ( 177)AT5G66290| Symbols:  | similar to hypothetical protein [Thellun (GB:ABB45846.1) | chr5:26495143-26496667 REVERSE	not assigned.unknown	35_2

CUST_18942_PI404877155	2	-0.109311104	0.20840454	-0.029530525	-0.035467148	0.029531479	0.16885376	HX12D23r_at	OSJNBa0088H09.1 [Oryza sativa (japonica cultivar-group)]	CAE03443.1	leucine-rich repeat transmembrane protein kinase, putative	At1g63430.1	protein receptor kinase, putative	Os04g58700	"leucine-rich repeat transmembrane protein kinase, putative, contains Pfam profiles: PF00069 Eukaryotic protein kinase domain, PF00560 Leucine Rich Repeat; contains 1 predicted transmembrane domain"	signalling.receptor kinases.leucine rich repeat VI	30_2_6

CUST_121814_PI403524517	2	-0.054987907	0.24156427	-0.07352352	0.05498743	-0.11472511	0.24801445	35_34394	"Cluster: A/G-specific adenine glycosylase family protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: A/G-specific adenine glycosylase family protein - Ory"	UniRef90_Q2QW21		0	CHR12V5|COORD:5848741..5851370|protein A/G-specific adenine DNA glycosylase, putative	LOC_Os12g10850.1	no description	not assigned.unknown	35_2

CUST_6066_PI404877155	2	-0.15379333	-0.07623196	-0.03643036	0.036431313	0.09455395	0.056762695	Contig18335_at	OSJNBa0011L07.7 [Oryza sativa (japonica cultivar-group)]	CAE02783.2	zinc finger (GATA type) family protein	At5g66320.1	protein GATA zinc finger, putative	Os02g43150	GATA-binding transcription factor-like protein	RNA.regulation of transcription.C2C2(Zn) GATA transcription factor family	27_3_09

CUST_11410_PI399408534	2	-0.3426733	0.0253191	0.48624897	-0.025318146	0.05496502	-0.1163044	35_2256	"Cluster: Os01g0818000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0818000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JI87	CHR5V7|COORD:377370..379597| auxin efflux carrier family protein	AT5G01990.1	CHR01V5|COORD:35161430..35166673|protein auxin hydrogen symporter, putative, expressed	LOC_Os01g60230.4	no descriptionhighly similar to ( 527)AT5G01990| Symbols:  | auxin efflux carrier family protein | chr5:377370-379597 REVERSEnot assigned Mem_trans COG0679	transport.misc	34_99

CUST_64819_PI403524517	2	-0.027540207	-0.27399445	0.02716446	0.053552628	-0.02716446	0.12690449	35_18508	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QNU0	CHR5V7|COORD:22120813..22124921| binding	AT5G54440.1	CHR12V5|COORD:22495669..22485298|protein expressed protein	LOC_Os12g36760.1	no descriptionhighly similar to ( 596)AT5G54440| Symbols:  | binding | chr5:22120813-22124921 FORWARDnot assigned	not assigned.unknown	35_2

CUST_144447_PI403524517	2	0.042462826	-0.5393386	-0.09612703	0.13557434	-0.042462826	0.119859695	35_40455	"Cluster: Putative pentatricopeptide (PPR) repeat-containing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative pentatricopeptide (PPR)"	UniRef90_Q6ZLQ1	CHR4V7|COORD:11245987..11247774| binding	AT4G21065.1	CHR07V5|COORD:2599140..2597362|protein pentatricopeptide repeat-containing protein, putative	LOC_Os07g05560.1	no descriptionmoderately similar to ( 270)AT4G21065| Symbols:  | binding | chr4:11246386-11247774 FORWARD	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_73557_PI403524517	2	0.25880623	0.12634516	-0.011272907	0.011272907	-0.26216555	-0.32251596	35_21094	"Cluster: CarD-like transcriptional regulator family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: CarD-like transcriptional regulator"	UniRef90_Q2R378	CHR3V7|COORD:354416..358326| DEAD/DEAH box helicase, putative	AT3G02060.1	CHR11V5|COORD:18928159..18919975|protein transcription-repair coupling factor, putative, expressed	LOC_Os11g32880.2	 no descriptionmoderately similar to ( 352)AT3G02060| Symbols:  | DEAD/DEAH box helicase, putative | chr3:354419-358326 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Mfd PRK10689 RecG PRK10917 DEAD PRK05580 DEXHc DEXDc DEXDc PriA CarD_TRCF Drf_FH1 Extensin_2 SrmB DEADc SSL2 PRK07764 Atrophin-1 COG1202 	DNA.unspecified	28_99

CUST_64849_PI403524517	2	0.12592316	-0.13129711	-0.04146576	0.096141815	-0.026070595	0.026071548	35_18517	"Cluster: FolC bifunctional protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: FolC bifunctional protein, expressed - Oryza sativa (japonica"	UniRef90_Q10SU1	"CHR5|COORD:1799491..1804296| similar to dihydrofolate synthetase/folylpolyglutamate synthetase (DHFS/FPGS4) [Arabidopsis thaliana] (TAIR:At3g55630.3); similar t"	AT5G05980.2	CHR03V5|COORD:624020..618942|protein folylpolyglutamate synthase, mitochondrial precursor, putative, expressed	LOC_Os03g02030.1	"no descriptionweakly similar to ( 183)AT5G05980| Symbols: ATDFB | ATDFB (A. THALIANA DHFS-FPGS HOMOLOG B); tetrahydrofolylpolyglutamate synthase | chr5:1799739-1804178 REVERSEnot assigned"	C1-metabolism.tetrahydrofolate synthase	25_8

CUST_28397_PI399408534	2	-0.4892397	0.07400513	0.5696726	-0.07400608	0.31229973	-0.10171032	35_7753	"Cluster: Os01g0156000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0156000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JQJ6	CHR5V7|COORD:21376649..21379263| myb family transcription factor	AT5G52660.2	CHR05V5|COORD:3659304..3657667|protein myb-like DNA-binding domain containing protein, expressed	LOC_Os05g07010.2	no descriptionweakly similar to ( 114)AT5G52660| Symbols:  | myb family transcription factor | chr5:21376649-21379263 REVERSEnot assigned not assigned Myb_DNA-binding	RNA.regulation of transcription.MYB-related transcription factor family	27_3_26

CUST_54062_PI403524517	2	-0.0559268	0.007998943	0.024806023	-0.007998943	0.027137756	-0.059924603	35_15384	Rep: Betaine-aldehyde dehydrogenase - Triticum aestivum (Wheat)	UniRef90_Q8LGQ9	"CHR1V7|COORD:28142836..28146234| ALDH10A8 (Aldehyde dehydrogenase 10A8); 3-chloroallyl aldehyde dehydrogenase"	AT1G74920.1	CHR08V5|COORD:20246952..20253219|protein betaine-aldehyde dehydrogenase, putative, expressed	LOC_Os08g32870.1	"no descriptionhighly similar to ( 792)AT1G74920| Symbols: ALDH10A8 | ALDH10A8 (Aldehyde dehydrogenase 10A8); 3-chloroallyl aldehyde dehydrogenase | chr1:28142836-28146234 REVERSEhighly similar to ( 759)BADH_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Aldedh PutA gabD2 PRK10090 gabD PRK09847 PRK03137 gabD1 PRK11904 PRK11905 COG4230 astD putA PRK11563 PRK11903 ProA PRK07764 proA"	secondary metabolism.N misc.betaine	16_4_2

CUST_124772_PI403524517	2	-2.2506714E-4	0.09277344	2.2411346E-4	-0.04793167	-0.027639389	0.01522541	35_35162	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_65452_PI403524517	2	0.2667923	0.29734802	0.040330887	-0.27947998	-0.11097908	-0.040330887	35_18686	"Cluster: Putative FAE1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative FAE1 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K558	"CHR1V7|COORD:57392..58978| KCS1 (3-KETOACYL-COA SYNTHASE 1); acyltransferase"	AT1G01120.1	CHR09V5|COORD:11748583..11742847|protein expressed protein	LOC_Os09g19650.1	"no descriptionmoderately similar to ( 249)AT1G01120| Symbols: KCS1 | KCS1 (3-KETOACYL-COA SYNTHASE 1); acyltransferase | chr1:57392-58978 REVERSEnot assigned not assigned FAE1_CUT1_RppA CHS_like BcsA PRK12678 init_cond_enzymes SerH"	lipid metabolism.FA synthesis and FA elongation.beta ketoacyl CoA synthase	11_1_10

CUST_113523_PI403524517	2	0.27640915	-0.6580095	-0.028490067	0.47751045	0.007595539	-0.007596016	35_32224	"Cluster: Putative membrane protein; n=1; Emiliania huxleyi virus 86|Rep: Putative membrane protein - Emiliania huxleyi virus 86"	UniRef90_Q4A2B5	CHR5V7|COORD:15457074..15460237| protein kinase family protein	AT5G38560.1	CHR12V5|COORD:6108924..6103451|protein transposon protein, putative, CACTA, En/Spm sub-class	LOC_Os12g11330.1	no descriptionnot assigned not assigned not assigned not assigned PRK05648 Atrophin-1 PRK12323	not assigned.unknown	35_2

CUST_27501_PI403524517	2	-0.056883812	-0.11384773	0.53035164	0.0039482117	0.2891426	-0.0039482117	35_7958	"Cluster: Os03g0844700 protein; n=4; Oryza sativa (japonica cultivar-group)|Rep: Os03g0844700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DLV1	CHR1V7|COORD:8678846..8684954| ALB4 (ALBINA 4)	AT1G24490.1	CHR03V5|COORD:35450252..35456964|protein protein ARTEMIS, chloroplast precursor, putative, expressed	LOC_Os03g62750.2	 no descriptionmoderately similar to ( 381)AT1G24490| Symbols: ALB4 | ALB4 (ALBINA 4) | chr1:8678846-8684954 FORWARDmoderately similar to ( 343)PPF1_PEAInner membrane protein PPF-1, chloroplast precursor - Pisum sativum (Garden pea)not assigned 60KD_IMP PRK01318 YidC PRK00145 PRK02944 PRK01315 PRK01622 PRK01001 PRK02654 PRK03449 PRK02201 PRK00247 PRK02463 	not assigned.no ontology	35_1

CUST_8792_PI404877155	2	0.007987976	-1.0157995	-0.1211853	0.1577053	0.07781792	-0.007989883	Contig26292_at	OSJNBa0020J04.8 [Oryza sativa (japonica cultivar-group)]	CAD41303.2	leucine-rich repeat family protein	At4g36180.1	protein Leucine Rich Repeat, putative	Os04g48760	NONE	signalling.receptor kinases.leucine rich repeat VII	30_2_7

CUST_22682_PI403524517	2	0.04087639	-0.14489746	-0.11057854	0.11240959	-0.0044288635	0.0044288635	35_6588	"Cluster: Unknow protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Unknow protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q60EN7	"CHR1V7|COORD:27065416..27067715| similar to permease-related [Arabidopsis thaliana] (TAIR:AT1G34470.1); similar to Os01g0882300 [Oryza"	AT1G71900.1	CHR05V5|COORD:20728132..20723871|protein non-imprinted in Prader-Willi/Angelman syndrome region protein 1homolog, putative, expressed	LOC_Os05g35060.1	"no descriptionweakly similar to ( 156)AT1G71900| Symbols:  | similar to permease-related [Arabidopsis thaliana] (TAIR:AT1G34470.1); similar to Os01g0882300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001045007.1); similar to Non-imprinted in Prader-Willi/Angelman syndrome re (GB:ABA91886.2); similar to Os05g0424800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001055595.1); contains InterPro domain Protein of unknown function DUF803; (InterPro:IPR008521) | chr1:27065416-27067715 FORWARDnot assigned DUF803"	not assigned.unknown	35_2

CUST_99077_PI403524517	2	0.2076149	-0.08352232	-0.053739548	0.31425762	-0.14653015	0.053739548	35_28283	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_8842_PI403524517	2	-0.20954323	-0.37156868	0.46472454	0.22774696	0.12394333	-0.12394333	35_2479	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_11665_PI403524517	2	0.1844902	0.1994772	-0.07360268	-0.0934782	-0.08773899	0.07360172	35_3315	"Cluster: Os10g0563200 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os10g0563200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IVM9	CHR2V7|COORD:18518794..18522837| armadillo/beta-catenin repeat family protein / F-box family protein	AT2G44900.1	CHR10V5|COORD:21905568..21897937|protein ubiquitin-protein ligase, putative, expressed	LOC_Os10g41360.1	no descriptionhighly similar to ( 601)AT2G44900| Symbols:  | armadillo/beta-catenin repeat family protein / F-box family protein | chr2:18518794-18522837 REVERSEvery weakly similar to (72.4)SPL11_ORYSAnot assigned not assigned not assigned not assigned not assigned ARM	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_22134_PI399408534	2	0.055826187	0.052155495	0.011440277	-0.029870987	-0.011440277	-0.09609032	35_26853	"Cluster: Putative polymyositis/scleroderma autoantigen 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative polymyositis/scleroderma autoantigen 1 - Ory"	UniRef90_Q69T30	"CHR3|COORD:22364917..22367560| 3' exoribonuclease family protein, similar to SP:Q06265 Exosome complex exonuclease RRP45 (Homo sapiens); contains Pfam profiles"	AT3G60500.2	CHR02V5|COORD:20725780..20722404|protein exosome complex exonuclease RRP45, expressed	LOC_Os02g34570.2	 no descriptionmoderately similar to ( 362)AT3G60500| Symbols: G3, CER7 | 3' exoribonuclease family protein | chr3:22365220-22367415 FORWARDnot assigned not assigned not assigned COG2123 PRK04282 RNase_PH Rph 	RNA.processing.ribonucleases	27_1_19

CUST_11701_PI404877155	2	0.089131355	-1.795681	-0.21277428	0.086089134	-0.009465218	0.009466171	Contig5378_at	phosphoenolpyruvate/phosphate translocator [Oryza sativa] dbj|BAD32978.1| phosphoenolpyruvate/phosphate translocator [Oryza sativa (japonica	AAK51561.1	triose phosphate/phosphate translocator, putative	At5g33320.1	protein phosphoenolpyruvate/phosphate translocator	Os09g12600	NONE	transport.metabolite transporters at the envelope membrane	34_8

CUST_70321_PI403524517	2	-0.011190414	0.011191368	0.03884411	-0.019564629	0.022666931	-0.124593735	35_20136	"Cluster: F-box protein-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: F-box protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q67X80	CHR4V7|COORD:5758990..5760105| F-box family protein (FBW2)	AT4G08980.2	CHR06V5|COORD:6162686..6159331|protein ubiquitin-protein ligase, putative, expressed	LOC_Os06g11630.1	no descriptionmoderately similar to ( 288)AT4G08980| Symbols:  | F-box family protein (FBW2) | chr4:5758990-5760105 FORWARDnot assigned not assigned not assigned not assigned not assigned	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_171066_PI403524517	2	0.0028243065	-0.5279403	0.062657356	-0.0028247833	-0.14314795	0.28109074	35_47651	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_84118_PI403524517	2	-0.008270264	0.28159142	0.00826931	-0.10235691	-0.14845562	0.021965027	35_24106	"Cluster: Hypothetical protein At2g22140; n=1; Arabidopsis thaliana|Rep: Hypothetical protein At2g22140 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9SIF0	"CHR2V7|COORD:9421975..9425664| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G21800.1); similar to hypothetical protein MtrDRAFT_AC141113g18v1"	AT2G22140.1	CHR04V5|COORD:32787254..32793932|protein expressed protein	LOC_Os04g55500.1	"no descriptionweakly similar to ( 102)AT2G22140| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G21800.1); similar to hypothetical protein MtrDRAFT_AC141113g18v1 [Medicago truncatula] (GB:ABE94626.1); similar to OSJNBa0010D21.8 [Oryza sativa (japonica cultivar-group)] (GB:CAE01666.2); similar to Os04g0648700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001054077.1) | chr2:9421975-9425664 REVERSEEME1"	not assigned.unknown	35_2

CUST_162926_PI403524517	2	-0.03097105	-0.80430794	0.06066084	-0.12070608	0.03097105	0.087617874	35_45441	"Cluster: Hypothetical protein OSJNBb0041A22.3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0041A22.3 - Oryza sativa (japonica cu"	UniRef90_Q75L17	CHR2V7|COORD:5678575..5680668| pentatricopeptide (PPR) repeat-containing protein	AT2G13600.1	CHR05V5|COORD:672247..676980|protein CRR4, putative	LOC_Os05g02210.1	no descriptionvery weakly similar to (50.8)AT3G02330| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr3:473888-476599 REVERSE	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_55266_PI403524517	2	-0.04962063	0.13301659	-0.026919365	0.026920319	0.03171444	-0.064655304	35_15734	Rep: Ankyrin domain protein - Nicotiana tabacum (Common tobacco)	UniRef90_Q8H6P9	"CHR4V7|COORD:16839867..16841764| AKR2 (ANKYRIN REPEAT-CONTAINING PROTEIN 2); protein binding"	AT4G35450.1	CHR09V5|COORD:19960588..19963923|protein ankyrin repeat domain-containing protein 2, putative, expressed	LOC_Os09g33810.2	" no descriptionmoderately similar to ( 392)AT4G35450| Symbols: AFT, AKR2 | AKR2 (ANKYRIN REPEAT-CONTAINING PROTEIN 2); protein binding | chr4:16839867-16841764 FORWARDvery weakly similar to (66.2)SR43C_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned ANK Arp "	cell.organisation	31_1

CUST_60753_PI403524517	2	-0.15133286	0.52013445	0.16374826	-0.18950224	0.15133286	-0.2295165	35_17328	"AAF16548.1; n=1; Arabidopsis thaliana|Rep: Gb|AAF16548.1 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9LRY5	"CHR3|COORD:9032404..9033790| expressed protein, similar to expressed protein [Arabidopsis thaliana] (TAIR:At3g25910.1); similar to unknown protein [Oryza"	AT3G24740.2	CHR07V5|COORD:13438505..13434985|protein expressed protein	LOC_Os07g23790.3	"no descriptionweakly similar to ( 101)AT3G24740| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G25910.1); similar to Pm27 [Prunus mume] (GB:BAE48661.1); similar to OSIGBa0131J24.4 [Oryza sativa (indica cultivar-group)] (GB:CAH65926.1); similar to OSJNBa0027H09.16 [Oryza sativa (japonica cultivar-group)] (GB:CAE03816.2); contains InterPro domain Protein of unknown function DUF1644; (InterPro:IPR012866) | chr3:9032404-9033468 FORWARDDUF1644"	not assigned.unknown	35_2

CUST_19432_PI403524517	2	-0.03852272	0.6052084	0.14019108	-0.015442848	0.0154418945	-0.12164307	35_5631	"Cluster: Os06g0613800 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os06g0613800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DAY6	0	0	CHR07V5|COORD:28107892..28099587|protein expressed protein	LOC_Os07g47030.3	no description	not assigned.unknown	35_2

CUST_33144_PI403524517	2	0.0044755936	0.09370518	-0.0044755936	-0.15954876	-0.06671047	0.10759449	35_9556	"Cluster: Putative cation diffusion facilitator 9; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative cation diffusion facilitator 9 - Oryza sativa (japon"	UniRef90_Q5NA18	CHR2V7|COORD:16478822..16480813| cation efflux family protein	AT2G39450.1	CHR01V5|COORD:36248818..36243599|protein metal tolerance protein C3, putative, expressed	LOC_Os01g62070.1	no descriptionmoderately similar to ( 271)AT2G39450| Symbols:  | cation efflux family protein | chr2:16478822-16480813 REVERSEnot assigned Cation_efflux MMT1	transport.metal	34_12

CUST_101896_PI403524517	2	0.067546844	0.046564102	0.023552895	-0.09968758	-0.023552895	-0.43572903	35_29071	"Cluster: Thylakoid lumenal 19.6 kDa protein, chloroplast precursor; n=1; Arabidopsis thaliana|Rep: Thylakoid lumenal 19.6 kDa protein, chloroplast precursor - A"	UniRef90_Q9LVV5	CHR5V7|COORD:21496846..21498244| thylakoid lumen 15.0 kDa protein	AT5G52970.1	CHR07V5|COORD:20934397..20939958|protein permeases of the major facilitator superfamily, putative, expressed	LOC_Os07g34950.2	no descriptionweakly similar to ( 105)AT5G52970| Symbols:  | thylakoid lumen 15.0 kDa protein | chr5:21496846-21498244 FORWARD	not assigned.no ontology	35_1

CUST_67202_PI403524517	2	0.07575226	0.042985916	0.29445362	-0.15940571	-0.20652771	-0.042984962	35_19192	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_60271_PI403524517	2	0.093785286	-0.44346714	-0.1497612	0.15240574	0.08605957	-0.08605957	35_17180	"Cluster: Putative monosaccharide transporter; n=3; Oryza sativa (japonica cultivar-group)|Rep: Putative monosaccharide transporter - Oryza sativa (japonica cult"	UniRef90_Q69NC3	CHR1V7|COORD:29013930..29015874| sugar transporter, putative	AT1G77210.1	CHR09V5|COORD:9369327..9365322|protein sugar transport protein 14, putative, expressed	LOC_Os09g15330.2	 no descriptionweakly similar to ( 135)AT1G77210| Symbols:  | sugar transporter, putative | chr1:29013930-29015874 REVERSEweakly similar to ( 114)STA_RICCOSugar carrier protein A - Ricinus communis (Castor bean)not assigned not assigned Sugar_tr 	transporter.sugars	34_2

CUST_178170_PI403524517	2	-0.010183334	0.39178085	-0.051301956	0.010183334	-0.047020912	0.11684513	35_49552	"Cluster: Protein kinase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Protein kinase-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K9I9	CHR5V7|COORD:23342533..23346325| protein kinase family protein	AT5G57610.1	CHR02V5|COORD:33380337..33387027|protein protein kinase domain containing protein, expressed	LOC_Os02g54510.3	no descriptionvery weakly similar to (87.8)AT5G57610| Symbols:  | protein kinase family protein | chr5:23342533-23346325 FORWARDnot assigned	protein.postranslational modification	29_4

CUST_536_PI399408534	2	0.19335175	1.9713087	-0.8065858	0.19852924	-1.3259578	-0.19335175	35_4834	"Cluster: HAP3-like transcriptional-activator; n=2; Oryza sativa|Rep: HAP3-like transcriptional-activator - Oryza sativa (indica cultivar-group)"	UniRef90_Q6YNK1	CHR4V7|COORD:8344659..8345144| CCAAT-box binding transcription factor subunit B (NF-YB) (HAP3 ) (AHAP3) family	AT4G14540.1	CHR03V5|COORD:17039267..17041268|protein nuclear transcription factor Y subunit B-3, putative, expressed	LOC_Os03g29970.1	no descriptionweakly similar to ( 190)AT5G47640| Symbols:  | CCAAT-box binding transcription factor subunit B (NF-YB) (HAP3 ) (AHAP3) family (Hap3b) | chr5:19326640-19327212 FORWARDweakly similar to ( 176)NFYB_MAIZENuclear transcription factor Y subunit B - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned CBFD_NFYB_HMF HHT1 COG5150 PRK12323 PRK07003	RNA.regulation of transcription.CCAAT box binding factor family, HAP3	27_3_15

CUST_8212_PI399408534	2	0.14500332	0.07701969	-0.14851189	-0.008547783	-0.16075325	0.008547783	35_11436	"Cluster: Hypothetical protein OSJNBb0050N02.7; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0050N02.7 - Oryza sativa (japonica cu"	UniRef90_Q8H084	"CHR5V7|COORD:1169545..1174639| ELF6 (EARLY FLOWERING 6); transcription factor"	AT5G04240.1	CHR03V5|COORD:2695029..2692428|protein zinc finger, C2H2 type family protein, expressed	LOC_Os03g05480.1	"no descriptionweakly similar to ( 150)AT5G04240| Symbols: ELF6 | ELF6 (EARLY FLOWERING 6); transcription factor | chr5:1169545-1174639 FORWARDnot assigned not assigned not assigned"	RNA.regulation of transcription.JUMONJI family	27_3_57

CUST_11316_PI399408534	2	-0.15422153	0.5068064	-0.12154484	0.12154484	-0.24415779	0.2150631	35_2260	Rep: NAC domain-containing protein 74 - Oryza sativa (Rice)	UniRef90_Q7GCL7	"CHR5V7|COORD:5675325..5677914| ANAC086 (Arabidopsis NAC domain containing protein 86); transcription factor"	AT5G17260.1	CHR01V5|COORD:8794165..8789454|protein TIP, putative, expressed	LOC_Os01g15640.1	"no descriptionmoderately similar to ( 210)AT5G17260| Symbols: ANAC086 | ANAC086 (Arabidopsis NAC domain containing protein 86); transcription factor | chr5:5675325-5677914 REVERSEhighly similar to ( 525)NAC74_ORYSANAM"	RNA.regulation of transcription.NAC domain transcription factor family	27_3_27

CUST_37593_PI403524517	2	0.1596756	-0.018042564	-0.08310032	0.026272774	0.018042564	-0.056560516	35_10827	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10BX5	"CHR1V7|COORD:21942288..21943338| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G27100.1); similar to Cytosolic fatty-acid binding;"	AT1G59710.1	CHR03V5|COORD:33392339..33396287|protein expressed protein	LOC_Os03g58740.1	"no descriptionweakly similar to ( 109)AT1G59710| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G27100.1); similar to Cytosolic fatty-acid binding; Actin-crosslinking proteins [Medicago truncatula] (GB:ABE82702.1); contains InterPro domain Protein of unknown function DUF569; (InterPro:IPR007679); contains InterPro domain Actin-crosslinking proteins; (InterPro:IPR008999) | chr1:21942288-21943338 FORWARDDUF569"	not assigned.unknown	35_2

CUST_46759_PI403524517	2	0.12430763	-0.0062971115	0.62539196	0.006298065	-0.05567932	-0.13754177	35_13389	"Cluster: Os07g0557500 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os07g0557500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D5J1	CHR2V7|COORD:18571231..18574707| structural constituent of nuclear pore	AT2G45000.1	CHR07V5|COORD:22245933..22251138|protein expressed protein	LOC_Os07g37140.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 MDN1 PRK12678 PRK07003 TolA tolA MARCKS Tymo_45kd_70kd TT_ORF1 Herpes_BLLF1 BASP1 Protamine_P2 PRK05035 HPC2 CobT Protamine_P1 rne TolA Gag_spuma PRK07735 Transformer	not assigned.unknown	35_2

CUST_34280_PI403524517	2	0.18582153	-0.10669422	0.018087387	-0.13023472	0.09780502	-0.018086433	35_9880	Rep: MDR-like ABC transporter - Oryza sativa (japonica cultivar-group)	UniRef90_Q8GU74	"CHR3V7|COORD:20518368..20524370| PGP20 (P-GLYCOPROTEIN 20); ATPase, coupled to transmembrane movement of substances"	AT3G55320.1	CHR01V5|COORD:43461350..43452847|protein multidrug resistance protein 14, putative, expressed	LOC_Os01g74470.1	" no descriptionmoderately similar to ( 286)AT3G55320| Symbols: PGP20 | PGP20 (P-GLYCOPROTEIN 20); ATPase, coupled to transmembrane movement of substances | chr3:20518368-20524370 REVERSEweakly similar to ( 157)MDR_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned ABC_MTABC3_MDL1_MDL2 ABCC_MsbA MdlB ABCC_Glucan_exporter_like ABCC_ATM1_transporter SunT ATM1 ABCC_Hemolysin PRK11176 CydD CydC ABCC_bacteriocin_exporters PRK11174 PRK10789 ABCC_TAP PRK11160 ABCC_MRP_domain2 ArpD ABCC_MRP_Like PRK10790 ABCC_MRP_domain1 ABC_tran ABCC_SUR2 ABCC_NFT1 ABCC_cytochrome_bd ABC_cobalt_CbiO_domain1 AbcC CcmA ABCC_Protease_Secretion ABC_Carb_Solutes_like ABCC_SUR1_N ABC_PstB_phosphate_transporter CbiO MalK ABC_NikE_OppD_transporters SalX GlnQ ABC_ATPase PotA ABC_MetN_methionine_transporter ABCC_CFTR1 ABC_TM1139_LivF_branched MglA ABCG_White ABC_Mj1267_LivG_branched CysA ABC_MJ0796_Lo1CDE_FtsE FepC COG1123 DppD ABC_Org_Solvent_Resistant ABC_subfamily_A NatA metN ABC_ModC_like PstB ABC_Carb_Monos_I ABC_DR_subfamily_A DppF ABC_NrtD_SsuB_transporters COG4178 COG3638 COG3845 ABC_HisP_GlnQ_permeases ZnuC ABC_PotA_N ABC_Class3 ABC_Metallic_Cations ABC_PhnC_transporter LivG AppF LivF ABCG_EPDR HisP ABC_cobalt_CbiO_domain2 OpuBA ABCC_CFTR2 ABC_Pro_Gly_Bertaine ThiQ PRK10619 TauB Ttg2A ProV potA ArtP ABC_Iron-Siderophores_B12_Hemin ABCD_peroxisomal_ALDP SapF COG4619 ABC_NatA_sodium_exporter COG4172 PRK11264 ABC_FeS_Assembly ABC_ThiQ_thiamine_transporter artP PhnK ABC_MalK_N ABC_OpuCA_Osmoprotection ModC dppF ABC_RNaseL_inhibitor PRK09984 ABC_ModC_molybdenum_transporter PRK10535 fecE glnQ sufC "	transport.ABC transporters and multidrug resistance systems	34_16

CUST_153133_PI403524517	2	-0.1392889	0.25843334	0.60466576	0.1392889	-0.67164135	-0.45433235	35_42795	"Cluster: Putative branched-chain alpha-keto acid decarboxylase E1 beta subunit; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative branched-chain"	UniRef90_Q69LD2	"CHR1V7|COORD:20727148..20729171| BCDH BETA1 (BRANCHED-CHAIN ALPHA-KETO ACID DECARBOXYLASE E1 BETA SUBUNIT); 3-methyl-2-oxobutanoate dehydrogenase"	AT1G55510.1	CHR07V5|COORD:3720951..3716941|protein 3-methyl-2-oxobutanoate dehydrogenase, putative, expressed	LOC_Os07g07470.1	"no descriptionweakly similar to ( 161)AT1G55510| Symbols: BCDH BETA1 | BCDH BETA1 (BRANCHED-CHAIN ALPHA-KETO ACID DECARBOXYLASE E1 BETA SUBUNIT); 3-methyl-2-oxobutanoate dehydrogenase (2-methylpropanoyl-transferring) | chr1:20727148-20729171 FORWARDvery weakly similar to (65.5)ODPB_MESVIPyruvate dehydrogenase E1 component subunit beta - Mesostigma viridenot assigned not assigned AcoB PRK09212 odpB PRK11892 Transket_pyr"	amino acid metabolism.degradation.branched-chain group.shared	13_2_4_1

CUST_104962_PI403524517	2	-0.08404446	-0.008402824	0.008402824	-0.14239168	0.05418396	0.02135849	35_29904	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_83342_PI403524517	2	0.18157959	-0.36555576	0.042630196	-0.04263115	0.06847286	-0.07522011	35_23897	"Cluster: Met-tRNAi formyl transferase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Met-tRNAi formyl transferase-like - Oryza sativa (japonica"	UniRef90_Q5N7L5	"CHR1V7|COORD:24819993..24822356| PDE194 (PIGMENT DEFECTIVE 194); formyltetrahydrofolate deformylase/ hydroxymethyl-, formyl- and related transferase"	AT1G66520.1	CHR01V5|COORD:28690886..28695161|protein methionyl-tRNA formyltransferase, putative, expressed	LOC_Os01g49330.1	" no descriptionmoderately similar to ( 399)AT1G66520| Symbols: PDE194 | PDE194 (PIGMENT DEFECTIVE 194); formyltetrahydrofolate deformylase/ hydroxymethyl-, formyl- and related transferase | chr1:24819993-24822356 REVERSEnot assigned not assigned not assigned fmt Fmt Formyl_trans_N PRK08125 purN PurN PRK06988 PurU purU PRK13011 purU "	amino acid metabolism.degradation.aspartate family.methionine	13_2_3_4

CUST_10637_PI399408534	2	-0.07758331	0.07758331	0.2311306	-0.11650181	0.22196865	-0.12762833	35_15731	"Cluster: Ethylene-responsive element binding protein 1; n=5; Triticum aestivum|Rep: Ethylene-responsive element binding protein 1 - Triticum"	UniRef90_Q2TN80	0	0	CHR06V5|COORD:4730331..4732912|protein ethylene-responsive element binding protein 1, putative, expressed	LOC_Os06g09390.2	no descriptionvery weakly similar to (61.2)ERF1_ORYSA	RNA.regulation of transcription.AP2/EREBP, APETALA2/Ethylene-responsive element binding protein family	27_3_3

CUST_15500_PI404877155	2	0.08667469	0.39564705	-0.08667469	-0.19636154	-0.2507105	0.11544037	Contig9348_at	putative transcription regulatory protein [Oryza sativa (japonica cultivar-group)] gb|AAP54975.1| putative transcription regulatory protein	NP_922688.1	transcriptional regulator-related	At1g02080.1	protein putative transcription regulatory protein	Os10g40780	putative transcription regulatory protein	RNA.regulation of transcription.putative DNA-binding protein	27_3_67

CUST_135549_PI403524517	2	-0.03640032	0.6485901	-0.1797533	0.036400795	-0.42379332	0.14130306	35_38020	Rep: OSIGBa0127A14.1 protein - Oryza sativa (Rice)	UniRef90_Q01JM6	CHR3V7|COORD:22614141..22615311| ATPP2-A13	AT3G61060.2	CHR04V5|COORD:28531964..28535306|protein ATPP2-A13, putative, expressed	LOC_Os04g48270.4	no descriptionvery weakly similar to (69.7)AT3G61060| Symbols: ATPP2-A13 | ATPP2-A13 | chr3:22614141-22615311 FORWARD	cell.organisation	31_1

CUST_64557_PI403524517	2	-0.05487156	0.096058846	-0.36444712	0.17887545	0.04749489	-0.04749489	35_18432	"Cluster: GHMP kinases putative ATP-binding protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: GHMP kinases putative ATP-binding protein, expre"	UniRef90_Q2R8T7	CHR3V7|COORD:239425..241205| GHMP kinase family protein	AT3G01640.1	CHR11V5|COORD:6104975..6109196|protein ATP binding protein, putative, expressed	LOC_Os11g11060.1	no descriptionmoderately similar to ( 463)AT3G01640| Symbols:  | GHMP kinase family protein | chr3:239425-241205 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned ERG12 COG2605 Herpes_BLLF1 PRK12323 GHMP_kinases_C PRK07003	not assigned.no ontology	35_1

CUST_101153_PI403524517	2	0.08522797	0.11547518	0.20184708	-0.08522797	-0.17406416	-0.2513523	35_28871	Rep: Iron transport protein 1 - Oryza sativa (Rice)	UniRef90_Q6R5L9	"CHR5V7|COORD:21773307..21776002| YSL3 (YELLOW STRIPE LIKE 3); oligopeptide transporter"	AT5G53550.1	CHR04V5|COORD:26939713..26935253|protein transposon protein, putative, unclassified, expressed	LOC_Os04g45860.2	"no descriptionweakly similar to ( 108)AT5G53550| Symbols: YSL3 | YSL3 (YELLOW STRIPE LIKE 3); oligopeptide transporter | chr5:21773307-21776002 FORWARDOPT"	transport.peptides and oligopeptides	34_13

CUST_22204_PI403524517	2	0.050602913	-0.13080406	-0.016839027	-0.09819031	0.07337189	0.016839027	35_6451	"Cluster: Cell division control protein 2 homolog 1; n=9; Magnoliophyta|Rep: Cell division control protein 2 homolog 1 - Oryza sativa (Rice)"	UniRef90_P29618	"CHR3V7|COORD:18083223..18085281| CDC2/CDC2A/CDC2AAT/CDK2/CDKA;1 (CELL DIVISION CONTROL 2); cyclin-dependent protein kinase/ kinase/ protein"	AT3G48750.1	CHR03V5|COORD:975945..979588|protein cell division control protein 2 homolog 1, putative, expressed	LOC_Os03g02680.3	" no descriptionmoderately similar to ( 358)AT3G48750| Symbols: CDKA;1, CDC2AAT, CDK2, CDC2, CDC2A | CDC2/CDC2A/CDC2AAT/CDK2/CDKA;1 (CELL DIVISION CONTROL 2); cyclin-dependent protein kinase/ kinase/ protein binding | chr3:18083223-18085281 FORWARDmoderately similar to ( 383)CDC21_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase SPS1 TyrKc Pkinase_Tyr PTKc PTKc_Jak_rpt2 PTKc_Tyk2_rpt2 PTKc_Srm_Brk PTKc_Ack_like PTKc_Jak2_Jak3_rpt2 PTKc_Syk_like PTKc_Tec_like PTKc_Src_like PTKc_FGFR4 PTKc_Trk PTKc_Jak1_rpt2 PTKc_Ror PTK_CCK4 PTKc_Fes PTKc_FGFR3 PTKc_FAK PTKc_DDR PTKc_Abl PTKc_TrkC PTKc_FGFR PTKc_Frk_like PTKc_Lck_Blk PTKc_InsR_like PTKc_Csk_like PTKc_Musk PTKc_EphR PTKc_FGFR2 PTKc_Src PTKc_FGFR1 PTKc_TrkB PTKc_Fyn_Yrk PTKc_Fer PTKc_Yes PTKc_Lyn PTKc_Btk_Bmx PTKc_Itk PTKc_DDR2 PTKc_Chk PTKc_Ror1 PTKc_Syk PTKc_EphR_A2 PTKc_RET PTKc_Hck PTKc_DDR_like PTKc_VEGFR PTKc_Fes_like PTKc_EGFR_like PTKc_Ror2 PTKc_TrkA PTKc_Zap-70 PTKc_c-ros PTKc_VEGFR2 PTKc_Axl PTK_Ryk PTKc_VEGFR3 PTKc_EphR_A PTKc_Csk PTKc_DDR1 PTKc_Tec_Rlk PTKc_Tie2 PTKc_Tie1 PTKc_Tie PTKc_PDGFR PTKc_Met_Ron PTKc_HER2 PTKc_IGF-1R PTKc_EphR_B PTKc_Aatyk "	protein.postranslational modification	29_4

CUST_155350_PI403524517	2	0.072999954	0.28079987	-0.08943367	-0.072999954	-0.15319347	0.2014265	35_43394	"Cluster: TCP family transcription factor-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: TCP family transcription factor-like - Oryza sativa (japonica cu"	UniRef90_Q8L3X6	"CHR3V7|COORD:9959047..9959991| AT-TCP20 (Arabidopsis thaliana teosinte branched 1, cycloidea, PCF (TCP)-domain family protein 20); transcription factor"	AT3G27010.1	CHR01V5|COORD:8054737..8054525|protein conserved hypothetical protein	LOC_Os01g14380.1	no description	not assigned.unknown	35_2

CUST_11742_PI404877155	2	-0.032654762	-0.4582243	0.032654762	0.041039467	-0.058772087	0.04488659	Contig5427_at	OSJNBa0043L09.15 [Oryza sativa (japonica cultivar-group)] ref|XP_474019.1| OSJNBa0043L09.15 [Oryza sativa (japonica cultivar-group)]	CAE02996.2	diacylglycerol kinase, putative	At2g20900.2	protein Diacylglycerol kinase catalytic domain (presumed), putative	Os04g54200	NONE	lipid metabolism.Phospholipid synthesis	11_3

CUST_156267_PI403524517	2	0.077310085	0.033724308	0.097565174	-0.1338129	-0.03372383	-0.12592697	35_43646	"Cluster: Hypothetical protein P0691E06.49; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0691E06.49 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5VQJ7		0	CHR01V5|COORD:34259790..34257017|protein expressed protein	LOC_Os01g58700.1	no description	not assigned.unknown	35_2

CUST_125390_PI403524517	2	0.19941568	0.033127308	-0.06518793	0.097074986	-0.033127785	-0.14613867	35_35317	"Cluster: OSJNBa0027O01.13 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0027O01.13 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XXC5	CHR5V7|COORD:19099232..19107027| glycine-rich protein	AT5G47020.1	CHR04V5|COORD:5588749..5610285|protein expressed protein	LOC_Os04g10380.1	no descriptionvery weakly similar to (91.7)AT5G47020| Symbols:  | glycine-rich protein | chr5:19099232-19107027 FORWARD	not assigned.no ontology.glycine rich proteins	35_1_40

CUST_158229_PI403524517	2	0.08928394	0.14635181	0.8632331	-0.08928394	-0.30224943	-0.17060661	35_44176	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_26240_PI403524517	2	0.12858963	0.3456726	0.0122003555	-0.15629673	-0.10201454	-0.012201309	35_7601	"Cluster: Rhodanese-like domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Rhodanese-like domain containing protein, express"	UniRef90_Q10A88	"CHR1V7|COORD:6146463..6148813| similar to rhodanese-like domain-containing protein [Arabidopsis thaliana] (TAIR:AT2G40760.1); similar to Os03g0861700"	AT1G17850.1	CHR03V5|COORD:36320478..36315337|protein rhodanese-like, putative, expressed	LOC_Os03g64350.1	"no descriptionmoderately similar to ( 364)AT1G17850| Symbols:  | similar to rhodanese-like domain-containing protein [Arabidopsis thaliana] (TAIR:AT2G40760.1); similar to Os03g0861700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001051982.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAP44745.1); contains InterPro domain Rhodanese-like; (InterPro:IPR001763) | chr1:6146463-6148813 REVERSEPRK00142 COG1054 RHOD_YceA PRK05320 PRK01415 RHOD RHOD Rhodanese PspE"	not assigned.unknown	35_2

CUST_66507_PI403524517	2	0.117198944	0.032463074	-0.032463074	-0.09642506	-0.1131134	0.045783997	35_18992	"Cluster: Putative endomembrane protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative endomembrane protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z656	CHR4V7|COORD:7468204..7469787| endomembrane protein 70, putative	AT4G12650.1	CHR02V5|COORD:29978685..29981775|protein transmembrane 9 superfamily protein member 4, putative, expressed	LOC_Os02g49050.2	 no descriptionhighly similar to ( 739)AT4G12650| Symbols:  | endomembrane protein 70, putative | chr4:7468204-7469787 REVERSEnot assigned not assigned EMP70 ProP COG1266 PotE 	not assigned.unknown	35_2

CUST_13480_PI404877155	2	0.058876038	0.2215147	-0.010838509	-0.050619125	0.0047893524	-0.0047893524	Contig7215_at	U2 snRNP protein A' - Arabidopsis thaliana emb|CAA48890.1| U2 small nuclear ribonucleoprotein A' [Arabidopsis thaliana]	S30580	U2 small nuclear ribonucleoprotein A, putative	At1g09760.1	protein U2 snRNP protein A - Arabidopsis thaliana	Os02g13990	U2 small nuclear ribonucleoprotein A, putative	RNA.processing	27_1

CUST_2653_PI403524517	2	0.25810242	-0.009515762	0.06017399	-0.033924103	0.009516716	-0.09260464	35_724	Rep: ATP-binding cassette transporter - Pteris vittata (Chinese ladder brake)	UniRef90_Q2TUH6	CHR5V7|COORD:24470986..24472993| ATGCN1 (Arabidopsis thaliana general control non-repressible 1)	AT5G60790.1	CHR08V5|COORD:28121166..28117578|protein ATP-binding cassette sub-family F member 2, putative, expressed	LOC_Os08g45010.1	no descriptionhighly similar to ( 914)AT5G60790| Symbols: ATGCN1 | ATGCN1 (Arabidopsis thaliana general control non-repressible 1) | chr5:24470986-24472993 REVERSEvery weakly similar to (59.3)CYSA_CHLVUProbable sulfate/thiosulfate import ATP-binding protein cysA - Chlorella vulgaris (Green alga)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Uup PRK10636 PRK11147 PRK11819 ABCF_EF-3 ABC_tran COG1123 ZnuC ABC_Metallic_Cations CbiO SunT FepC ABC_cobalt_CbiO_domain1 ABC_Iron-Siderophores_B12_Hemin CcmA FtsE ABC_DR_subfamily_A ModF znuC ABCC_MRP_Like AbcC MglA ABC_ATPase Ttg2A TauB COG4586 ABC_KpsT_Wzt ABC_cobalt_CbiO_domain2 SalX ABC_Mj1267_LivG_branched CydD ABCC_bacteriocin_exporters CcmA LivG MdlB TagH ABC_MJ0796_Lo1CDE_FtsE ABC_Carb_Solutes_like ABC_NrtD_SsuB_transporters ABC_Org_Solvent_Resistant DppF ABC_FtsE_transporter ABCC_ATM1_transporter ABC_HisP_GlnQ_permeases ABC_Class3 GlnQ COG4559 COG4172 ABC_PhnC_transporter CydC ABC_MetN_methionine_transporter ABC_NatA_like COG4674 ABCC_Protease_Secretion ABC_NikE_OppD_transporters ABCC_cytochrome_bd NatA CysA ThiQ MalK ABCC_TAP lolD COG4181 PotA PRK11264 ABCD_peroxisomal_ALDP ABC_subfamily_A COG3638 ABC_MTABC3_MDL1_MDL2 COG3845 PRK10938 PRK10619 HisP ABC_BcrA_bacitracin_resist artP ABC_CcmA_heme_exporter ABCC_MsbA COG4178 PRK11160 ABCC_Glucan_exporter_like ABC_drug_resistance_like ABC_ThiQ_thiamine_transporter btuD ArtP ArpD ABC_ModC_molybdenum_transporter ABC_ModC_like PRK03695 ABC_PotA_N ABC_PstB_phosphate_transporter DppD metN ABC_NatA_sodium_exporter ABC_putative_ATPase glnQ ABC_FeS_Assembly thiQ ABCC_MRP_domain1 OpuBA PRK10908 ABC_Pro_Gly_Bertaine COG1245 LivF ProV CeuD sufC ATM1 PhnL TauB ABC_TM1139_LivF_branched livG COG4136 ABC_Carb_Monos_I ssuB ABC_MalK_N PRK10790 PRK11831 AppF COG4619 potA PRK11176 PRK11174 ModC ABC_CysA_sulfate_importer ABC_RNaseL_inhibitor_domain2 ABC_DrrA potG PRK10419 BtuD PRK10851 PRK10253 dppF ABCG_White PRK10584 ABC_OpuCA_Osmoprotection araG ABC_YhbG fecE oppD fbpC ABCG_EPDR ABCC_MRP_domain2 PhnK PRK10535 ABCC_Hemolysin PRK10070 tauB ABC_RNaseL_inhibitor_domain1 COG4152 COG2401 PhnK ycf16 PRK09984 SapF ABC_Rad50 YhbG ABCC_CFTR1 PRK10762 modC ABC_RNaseL_inhibitor PRK10895 PRK11000 PstB PRK10575 ABCC_NFT1 ugpC ABCC_CFTR2 PRK10261 phnK ABC_sbcCD	transport.ABC transporters and multidrug resistance systems	34_16

CUST_68961_PI403524517	2	0.1487751	0.40436935	-0.12980318	0.0202322	-0.031615734	-0.020232677	35_19733	Rep: Ribosomal protein S19 - Palmorchis trilobulata	UniRef90_Q336B1	"CHR5V7|COORD:19221028..19222178| RPS19 (40S ribosomal protein S19); RNA binding"	AT5G47320.1	CHR01V5|COORD:3761348..3771443|protein transposon protein, putative, CACTA, En/Spm sub-class	LOC_Os01g07840.1	"no descriptionweakly similar to ( 111)AT5G47320| Symbols: RPS19 | RPS19 (40S ribosomal protein S19); RNA binding | chr5:19221028-19222178 FORWARDweakly similar to ( 123)RT19_PETHYMitochondrial ribosomal protein S19 - Petunia hybrida (Petunia)not assigned Ribosomal_S19 RpsS rpsS rps19 rps19p"	protein.synthesis.mito/plastid ribosomal protein.plastid	29_2_1_1

CUST_50023_PI403524517	2	-0.49339676	0.345644	-0.0055065155	0.090883255	-0.2002697	0.0055065155	35_14279	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q75KQ4	CHR2V7|COORD:17273872..17274951| proline-rich family protein	AT2G41420.1	CHR03V5|COORD:18040460..18042273|protein adhesive/proline-rich protein, putative, expressed	LOC_Os03g31679.1	no descriptionnot assigned	protein.folding	29_6

CUST_161041_PI403524517	2	0.055996418	0.4305086	-0.23038673	0.07085657	-0.055996418	-0.17744255	35_44934	"Cluster: Rab7 related GTP binding protein; n=2; Arabidopsis thaliana|Rep: Rab7 related GTP binding protein - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q42248	"CHR1V7|COORD:18238510..18240636| ATRAB7/ATRABG3E/AtRABG3e; GTP binding"	AT1G49300.2	CHR05V5|COORD:25537345..25540146|protein ras-related protein Rab7, putative, expressed	LOC_Os05g44050.1	no descriptionnot assigned Rab7	not assigned.unknown	35_2

CUST_54113_PI403524517	2	0.11019087	-0.7528782	0.0075268745	0.08723116	-0.0075263977	-0.21973228	35_15398	Rep: Fructokinase-2 - Oryza sativa (Rice)	UniRef90_Q944F5	CHR4V7|COORD:6371482..6372766| pfkB-type carbohydrate kinase family protein	AT4G10260.1	CHR08V5|COORD:694899..697668|protein fructokinase-2, putative, expressed	LOC_Os08g02120.1	no descriptionmoderately similar to ( 298)AT4G10260| Symbols:  | pfkB-type carbohydrate kinase family protein | chr4:6371482-6372766 REVERSEmoderately similar to ( 350)SCRK2_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned bac_FRK KdgK PfkB PRK09434 RbsK ribokinase_group_A ribokinase PRK07003 Fructoselysine_kinase_like ribokinase_group_B PRK12323 Herpes_BLLF1 adenosine_kinase Atrophin-1 PRK11142 DUF566 HPC2 DUF1777 PRK07764 YeiC_kinase_like Guanosine_kinase_like PRK10856 PRK08853 PRK08691 TT_ORF1	major CHO metabolism.degradation.sucrose.fructokinase	2_2_1_1

CUST_10423_PI404877155	2	0.07992697	0.43969917	0.07005119	-0.2535181	-0.31330252	-0.07005072	Contig4172_at	putative DNA-directed RNA polymerase II 13.6K chain [Oryza sativa (japonica cultivar-group)]	BAC83620.1	DNA-directed RNA polymerase II 13.6 kDa subunit (RPB13.6)	At3g52090.1	protein RNA polymerase Rpb3/Rpb11 dimerisation domain, putative	Os07g07610	NONE	RNA.transcription	27_2

CUST_138806_PI403524517	2	0.0017166138	0.62786293	0.078024864	-0.012218475	-0.083670616	-0.0017166138	35_38936	"Cluster: Putative Ferredoxin-thioredoxin reductase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Ferredoxin-thioredoxin reductase - Oryza sativa"	UniRef90_Q6K471	CHR2V7|COORD:1646958..1648342| ferredoxin thioredoxin reductase catalytic beta chain family protein	AT2G04700.1	CHR09V5|COORD:3791271..3795371|protein ferredoxin-thioredoxin reductase catalytic chain, chloroplast precursor, putative, expressed	LOC_Os09g07570.1	 no descriptionvery weakly similar to (85.1)AT2G04700| Symbols:  | ferredoxin thioredoxin reductase catalytic beta chain family protein | chr2:1646958-1648342 FORWARDvery weakly similar to (85.5)FTRC_MAIZEFerredoxin-thioredoxin reductase catalytic chain, chloroplast precursor - Zea mays (Maize)FeThRed_B FtrB 	redox.thioredoxin	21_1

CUST_31997_PI403524517	2	-0.4857726	0.28237057	-0.01192379	0.18868542	-0.002380371	0.002380371	35_9229	"Cluster: HAT dimerisation domain-containing protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: HAT dimerisation domain-containing protein-like - Ory"	UniRef90_Q5Z810	CHR3V7|COORD:4167002..4168924| hAT dimerisation domain-containing protein	AT3G13020.1	CHR06V5|COORD:29726337..29730977|protein protein dimerization, putative, expressed	LOC_Os06g49050.1	no descriptionvery weakly similar to (57.8)AT3G13020| Symbols:  | hAT dimerisation domain-containing protein | chr3:4167002-4168924 REVERSE	not assigned.no ontology	35_1

CUST_68244_PI403524517	2	-0.15759182	0.69560146	0.04869175	-0.18603516	0.03904438	-0.03904438	35_19509	"Cluster: Os01g0363600 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0363600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JMT1	CHR3V7|COORD:8679869..8680819| hydroxyethylthiazole kinase family protein	AT3G24030.1	CHR03V5|COORD:20523944..20527257|protein ATP binding protein, putative, expressed	LOC_Os03g37120.1	no descriptionmoderately similar to ( 229)AT3G24030| Symbols:  | hydroxyethylthiazole kinase family protein | chr3:8679869-8680819 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned THZ_kinase PRK09355 ThiM HK PRK12323 PRK07764 DUF1421 PRK07003 Atrophin-1 Tymo_45kd_70kd PRK05648 DUF605 Drf_FH1 HPC2 Extensin_2 YXKO-related FAP CITED TT_ORF1 Protamine_P1 Herpes_BLLF1 APC_basic PRK08853 Prog_receptor	not assigned.no ontology	35_1

CUST_30745_PI399408534	2	0.06083584	-0.04343319	0.0031347275	-0.0031337738	-0.33598328	0.006362915	35_12386	Rep: Os08g0248500 protein - Oryza sativa (japonica cultivar-group)	UniRef90_Q0J6Y6	CHR4V7|COORD:12129496..12134097| protein kinase family protein	AT4G23160.1	CHR08V5|COORD:9046023..9052063|protein retrotransposon protein, putative, unclassified	LOC_Os08g15010.1	no descriptionvery weakly similar to (64.7)AT4G23160| Symbols:  | protein kinase family protein | chr4:12129496-12134097 FORWARDvery weakly similar to (75.1)POLX_TOBACRetrovirus-related Pol polyprotein from transposon TNT 1-94 [Includes: Protease - Nicotiana tabacum (Common tobacco)	signalling.receptor kinases.DUF 26	30_2_17

CUST_96569_PI403524517	2	0.05766964	-1.0738153	-0.060829163	-0.05766964	0.14732933	0.14401913	35_27582	"Cluster: Putative Retinoblastoma protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Retinoblastoma protein - Oryza sativa (japonica cultivar-gro"	UniRef90_Q84QM3	CHR3V7|COORD:3913678..3918440| RBR1 (RETINOBLASTOMA-RELATED 1)	AT3G12280.1	CHR08V5|COORD:26795495..26789360|protein retinoblastoma-related 3, putative, expressed	LOC_Os08g42600.2	 no descriptionvery weakly similar to (84.0)AT3G12280| Symbols: RBR, RB, RBL1, RBR1 | RBR1 (RETINOBLASTOMA-RELATED 1) | chr3:3913678-3918440 REVERSE	cell.division	31_2

CUST_39982_PI403524517	2	0.21569157	-0.2946596	0.2373972	-0.019806862	-0.1512928	0.019806862	35_11500	"Cluster: Hypothetical protein OSJNBa0013A09.8; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0013A09.8 - Oryza sativa (japonica cu"	UniRef90_Q75GI9	0	0	0	0	no description	not assigned.unknown	35_2

CUST_149225_PI403524517	2	-0.02323246	-0.8453798	-0.18055916	0.06954765	0.33570194	0.023233414	35_41743	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_23748_PI399408534	2	0.043437958	0.0028734207	0.032672882	-0.13427544	-0.0028743744	-0.12341118	35_29447	"Cluster: Histone deacetylase HDAC1; n=2; Oryza sativa (japonica cultivar-group)|Rep: Histone deacetylase HDAC1 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7Y0Y8	"CHR4V7|COORD:17896487..17899051| HD1 (HISTONE DEACETYLASE 19, HISTONE DEACETYLASE19); histone deacetylase"	AT4G38130.1	CHR06V5|COORD:22799224..22793326|protein histone deacetylase, putative, expressed	LOC_Os06g38470.3	 no descriptionweakly similar to ( 147)AT4G38130| Symbols: HDA19, ATHD1, HDA1, RPD3A | HD1 (HISTONE DEACETYLASE 19, HISTONE DEACETYLASE19) | chr4:17896657-17899051 REVERSEweakly similar to ( 148)HDAC_MAIZEnot assigned Hist_deacetyl AcuC 	RNA.regulation of transcription.HDA	27_3_55

CUST_169654_PI403524517	2	0.32715416	-0.27162266	-0.12141323	-0.10100746	0.10100746	0.23072529	35_47253	"Cluster: OSJNBa0031O09.02; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0031O09.02 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8LLP6	"CHR5V7|COORD:17703934..17705850| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G04090.1); similar to unknown protein [Arabidopsis thaliana]"	AT5G43950.1	CHR03V5|COORD:29225200..29222881|protein expressed protein	LOC_Os03g51150.1	" no descriptionmoderately similar to ( 275)AT5G43950| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G04090.1); similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G04350.1); similar to Os03g0142900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001048935.1); similar to Protein of unknown function DUF946, plant [Medicago truncatula] (GB:ABE91890.1); similar to Protein of unknown function DUF946, plant [Medicago truncatula] (GB:ABE90426.1); contains InterPro domain Protein of unknown function DUF946, plant; (InterPro:IPR009291) | chr5:17703934-17705850 REVERSEnot assigned DUF946 PRK07003 "	not assigned.unknown	35_2

CUST_149665_PI403524517	2	0.2570939	-0.4321618	0.08198786	-0.081988335	0.089081764	-0.18355942	35_41869	Rep: Os03g0748800 protein - Oryza sativa (japonica cultivar-group)	UniRef90_Q0DNK2	CHR5V7|COORD:1428797..1434517| ATP binding / helicase/ nucleic acid binding	AT5G04895.1	CHR01V5|COORD:1020986..1026914|protein ATP binding protein, putative, expressed	LOC_Os01g02884.1	no descriptionmoderately similar to ( 288)AT5G04895| Symbols:  | ATP binding / helicase/ nucleic acid binding | chr5:1428797-1434517 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned HrpA HA2 PRK11131 PRK11664	DNA.synthesis/chromatin structure	28_1

CUST_65502_PI403524517	2	0.018130302	0.28068638	-0.018130302	-0.14815903	-0.1646576	0.03248024	35_18705	"Cluster: PCD/DCoH-like protein 2-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: PCD/DCoH-like protein 2-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5SN39	CHR1V7|COORD:10435590..10437390| dehydratase family	AT1G29810.1	CHR01V5|COORD:27422306..27427162|protein pterin-4-alpha-carbinolamine dehydratase, putative, expressed	LOC_Os01g47420.3	no descriptionweakly similar to ( 167)AT1G29810| Symbols:  | dehydratase family | chr1:10435590-10437390 REVERSEnot assigned PCD_DCoH_subfamily_a PCD_DCoH COG2154 phhB Pterin_4a PCD_DCoH_subfamily_b	not assigned.no ontology	35_1

CUST_139869_PI403524517	2	0.4139166	-0.3015437	0.07592058	0.28391838	-0.22887087	-0.075920105	35_39224	"Cluster: OSJNBa0065O17.7 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0065O17.7 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XPS4	"CHR1V7|COORD:16531320..16533505| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G40390.1); similar to putative AP endonuclease/reverse"	AT1G43760.1	CHR12V5|COORD:13498482..13502417|protein retrotransposon protein, putative, unclassified	LOC_Os12g23770.1	"no descriptionvery weakly similar to (52.8)AT1G43760| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G40390.1); similar to putative AP endonuclease/reverse transcriptase [Brassica napus] (GB:AAM82604.1); contains domain no description (G3D.3.60.10.10); contains domain DNase I-like (SSF56219); contains domain NON-LTR RETROELEMENT REVERSE TRANSCRIPTASE RELATED (PTHR19446:SF34); contains domain DNA/RNA polymerases (SSF56672); contains domain REVERSE TRANSCRIPTASES (PTHR19446) | chr1:16531320-16533505 REVERSERT_nLTR_like RVT_1"	not assigned.unknown	35_2

CUST_66650_PI403524517	2	0.49491692	-0.401412	0.07317066	-0.07317066	-0.25295734	0.25589943	35_19031	Rep: Kinesin heavy chain - Zea mays (Maize)	UniRef90_Q93XF7	CHR2V7|COORD:15186818..15192268| kinesin motor protein-related	AT2G36200.1	CHR05V5|COORD:918451..925034|protein kinesin-related protein, putative, expressed	LOC_Os05g02670.3	no descriptionmoderately similar to ( 315)AT2G36200| Symbols:  | kinesin motor protein-related | chr2:15186818-15192268 REVERSEmoderately similar to ( 317)K125_TOBAC125 kDa kinesin-related protein - Nicotiana tabacum (Common tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned KISc_BimC_Eg5 KISc Kinesin KISc KISc_KIF3 KISc_KHC_KIF5 KISc_C_terminal KISc_KIF4 KISc_CENP_E KISc_KIP3_like KIP1 KISc_KIF1A_KIF1B KISc_KLP2_like KISc_KIF2_like KISc_KID_like KISc_KIF9_like KISc_KIF23_like Motor_domain	cell.organisation	31_1

CUST_25814_PI399408534	2	0.1489172	-0.12125969	0.040405273	-0.013179779	-0.08855629	0.013180733	35_20139	Rep: Maturase K - Triticum aestivum (Wheat)	UniRef90_P58271	CHRCV7|COORD:2056..3636| Encodes a maturase located in the trnK intron in the chloroplast genome.	ATCG00040.1	0	0	no descriptionweakly similar to ( 137)ATCG00040| Symbols: MATK | Encodes a maturase located in the trnK intron in the chloroplast genome. | chrC:2056-3636 REVERSEmoderately similar to ( 293)MATK_HORVUMaturase K - Hordeum vulgare (Barley)matK MatK_N	RNA.processing.splicing	27_1_1

CUST_57008_PI403524517	2	0.0045051575	-0.368742	-0.0045051575	0.120877266	0.2021904	-0.014282227	35_16246	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_8257_PI404877155	2	-0.041065216	-0.07351112	0.14256763	0.041065216	-0.078596115	0.14538574	Contig24376_at	B1078G07.14 [Oryza sativa (japonica cultivar-group)] dbj|BAB90193.1| B1078G07.14 [Oryza sativa (japonica cultivar-group)]	NP_915121.1	leucine-rich repeat family protein / protein kinase family protein	At5g48380.1	protein Leucine Rich Repeat, putative	Os01g66820	leucine-rich repeat transmembrane protein kinase, putative, similar to receptor kinase GB:AAA33715 from (Petunia integrifolia)	signalling.receptor kinases.leucine rich repeat X	30_2_10

CUST_52597_PI403524517	2	0.54781914	-0.40084934	0.25361872	-0.24846983	-0.1333909	0.13339138	35_14982	Rep: Salt-stress root protein RS1 - Oryza sativa (Rice)	UniRef90_P83649	CHR4V7|COORD:10941603..10943237| DREPP plasma membrane polypeptide family protein	AT4G20260.3	CHR01V5|COORD:7362913..7360445|protein DREPP4 protein, putative, expressed	LOC_Os01g13210.2	no descriptionvery weakly similar to (63.2)AT4G20260| Symbols:  | DREPP plasma membrane polypeptide family protein | chr4:10941603-10943237 FORWARDweakly similar to ( 127)SRS1_ORYSADREPP Tymo_45kd_70kd	stress.abiotic.drought/salt	20_2_3

CUST_73967_PI403524517	2	-0.05975151	-0.015394211	0.28667545	0.21805954	-0.14378738	0.015394211	35_21213	"Cluster: Putative HGA1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative HGA1 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z7I3	0	0	CHR02V5|COORD:13367815..13371156|protein glycosyltransferase, putative, expressed	LOC_Os02g22380.1	no description	not assigned.unknown	35_2

CUST_86409_PI403524517	2	0.065039635	0.23394012	-0.065039635	-0.06865978	0.10512447	-0.08550453	35_24746	"Cluster: Putative iron superoxide dismutase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative iron superoxide dismutase - Oryza sativa (japonica cultiv"	UniRef90_Q5VRL3	"CHR5V7|COORD:20790583..20792861| FSD2 (FE SUPEROXIDE DISMUTASE 2); iron superoxide dismutase"	AT5G51100.1	CHR06V5|COORD:865969..863274|protein superoxide dismutase, chloroplast, putative, expressed	LOC_Os06g02500.1	" no descriptionweakly similar to ( 172)AT5G51100| Symbols: FSD2 | FSD2 (FE SUPEROXIDE DISMUTASE 2); iron superoxide dismutase | chr5:20790583-20792861 REVERSEweakly similar to ( 150)SODF_SOYBNSuperoxide dismutase [Fe], chloroplast precursor - Glycine max (Soybean)not assigned SodA Sod_Fe_C PRK10543 PRK10925 "	redox.dismutases and catalases	21_6

CUST_3764_PI404877155	2	-1.2714705	0.091897964	0.59891987	0.17185974	-0.09189701	-0.67097855	Contig14350_at	putative receptor-protein kinase [Oryza sativa (japonica cultivar-group)] dbj|BAB56062.1| putative protein kinase [Oryza sativa (japonica cu	NP_916295.1	protein kinase family protein	At3g51550.1	protein Protein kinase domain, putative	Os05g25450	protein kinase family protein, contains protein kinase domain, Pfam:PF00069	signalling.receptor kinases.Catharanthus roseus-like RLK1	30_2_16

CUST_12781_PI399408534	2	0.011567116	-0.12850475	0.0029420853	-0.06362438	0.002770424	-0.002770424	35_23294	Rep: G protein alpha subunit - Triticum aestivum (Wheat)	UniRef90_Q8LNY7	"CHR2V7|COORD:11205165..11207900| GPA1 (G PROTEIN ALPHA SUBUNIT 1); signal transducer"	AT2G26300.1	CHR05V5|COORD:15537201..15531405|protein guanine nucleotide-binding protein alpha-1 subunit, putative, expressed	LOC_Os05g26890.2	"no descriptionhighly similar to ( 572)AT2G26300| Symbols: GPA1 | GPA1 (G PROTEIN ALPHA SUBUNIT 1); signal transducer | chr2:11205165-11207900 FORWARDhighly similar to ( 682)GPA1_ORYSAnot assigned not assigned not assigned G-alpha G-alpha G_alpha"	signalling.G-proteins	30_5

CUST_149295_PI403524517	2	0.48468304	0.18342686	0.2812729	-0.59549475	-0.39974117	-0.18342733	35_41763	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_5736_PI399408534	2	-0.09682274	-0.37887573	0.010015488	0.18305397	0.3266797	-0.010015488	35_28378	"Cluster: Putative wall-associated kinase 4; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative wall-associated kinase 4 - Oryza sativa (japonica cultivar"	UniRef90_Q6H464	CHR1V7|COORD:6700763..6703359| wall-associated kinase, putative	AT1G19390.1	CHR08V5|COORD:24647467..24653247|protein OsWAK76 - OsWAK receptor-like cytoplasmic kinase (OsWAK-RLCK), expressed	LOC_Os08g39240.1	 no descriptionvery weakly similar to (57.0)AT1G19390| Symbols:  | wall-associated kinase, putative | chr1:6700763-6703359 REVERSE	signalling.receptor kinases.wall associated kinase	30_2_25

CUST_131976_PI403524517	2	-0.076532364	0.0062532425	0.04082012	-0.006252289	0.18217564	-0.06684303	35_37068	"Cluster: Os02g0294700 protein; n=5; Oryza sativa (japonica cultivar-group)|Rep: Os02g0294700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E1W8	"CHR1V7|COORD:29754444..29757838| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G22270.1); similar to Os02g0517300 [Oryza sativa (japonica"	AT1G79090.1	CHR02V5|COORD:11300300..11292522|protein expressed protein	LOC_Os02g19330.2	"no descriptionweakly similar to ( 133)AT1G79090| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G22270.1); similar to Os02g0517300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001046960.1); similar to Os01g0769000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001044369.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD52714.1); contains domain gb def: YUP8H12R.29 protein (PTHR21551:SF11); contains domain FAMILY NOT NAMED (PTHR21551) | chr1:29754444-29757838 REVERSE"	not assigned.unknown	35_2

CUST_129_PI404877155	2	-0.22226715	-0.14563465	0.22202301	0.0829649	-0.015239716	0.015239716	basd0c03_s_at	3-phosphoshikimate 1-carboxyvinyltransferase [Oryza sativa] gb|AAL06593.1| 5-enolpyruvylshikimate 3-phosphate synthase [Oryza sativa] gb|AAL	BAB61062.1	3-phosphoshikimate 1-carboxyvinyltransferase / 5-enolpyruvylshikimate-3-phosphate / EPSP synthase	At2g45300.1	protein 3-phosphoshikimate 1-carboxyvinyltransferase	Os06g04280	3-phosphoshikimate 1-carboxyvinyltransferase	amino acid metabolism.synthesis.aromatic aa.chorismate	13_1_6_1

CUST_42325_PI403524517	2	0.09520435	0.03590393	0.020300865	-0.020301819	-0.2423439	-0.055357933	35_12165	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q75GQ8	0	0	CHR03V5|COORD:25914215..25915779|protein expressed protein	LOC_Os03g45930.1	no description	not assigned.unknown	35_2

CUST_14249_PI404877155	2	0.025839806	-0.21987152	0.017902374	-0.017902374	-0.024065971	0.02881813	Contig8086_at	DNAJ heat shock N-terminal domain-containing protein [Arabidopsis thaliana]	NP_850862.1	DNAJ heat shock N-terminal domain-containing protein	At5g21430.1	protein Similar to DnaJ domain family	Os12g31460	NONE	stress.abiotic.heat	20_2_1

CUST_15713_PI399408534	2	0.22777033	0.22471237	-0.12181091	-0.17228794	-0.6890788	0.12181139	35_23187	"Cluster: Putative Splicing factor 3B subunit 3; n=3; Oryza sativa (japonica cultivar-group)|Rep: Putative Splicing factor 3B subunit 3 - Oryza sativa (japonica"	UniRef90_Q7X971	CHR3V7|COORD:3786437..3793166| cleavage and polyadenylation specificity factor (CPSF) A subunit C-terminal domain-containing protein	AT3G11960.1	CHR08V5|COORD:395077..393302|protein vegetative cell wall protein gp1 precursor, putative, expressed	LOC_Os08g01690.1	no descriptionvery weakly similar to (93.6)AT3G11960| Symbols:  | cleavage and polyadenylation specificity factor (CPSF) A subunit C-terminal domain-containing protein | chr3:3786437-3793166 FORWARDnot assigned	RNA.processing.splicing	27_1_1

CUST_21722_PI399408534	2	-0.050728798	0.21660233	-0.2579794	0.050727844	-0.19325638	0.60688496	35_6277	"Cluster: Putative zinc finger in N-recognin, putative; n=1; Medicago truncatula|Rep: Putative zinc finger in N-recognin, putative - Medicago truncatula (Barrel"	UniRef90_Q2HSG3	"CHR3V7|COORD:431159..448496| BIG (DARK OVER-EXPRESSION OF CAB 1); binding / ubiquitin-protein ligase/ zinc ion binding"	AT3G02260.1	CHR09V5|COORD:3588801..3585600|protein zinc finger in N-recognin, putative, expressed	LOC_Os09g07294.1	" no descriptionweakly similar to ( 109)AT3G02260| Symbols: DOC1, TIR3, UMB1, LPR1, ASA1, BIG | BIG (DARK OVER-EXPRESSION OF CAB 1); binding / ubiquitin-protein ligase/ zinc ion binding | chr3:431159-448496 REVERSE"	hormone metabolism.auxin.signal transduction	17_2_2

CUST_18470_PI399408534	2	0.08152199	-0.15196419	0.09702301	0.03807354	-0.038072586	-0.067625046	35_15492	Rep: Methyl binding domain protein MBD109 - Zea mays (Maize)	UniRef90_Q8LK06	"CHR1V7|COORD:5275890..5277469| MBD10 (methyl-CpG-binding domain 10); DNA binding"	AT1G15340.1	CHR12V5|COORD:26396477..26391717|protein brain acid soluble protein 1, putative, expressed	LOC_Os12g42550.1	"no descriptionweakly similar to ( 102)AT1G15340| Symbols: MBD10 | MBD10 (methyl-CpG-binding domain 10); DNA binding | chr1:5275890-5277469 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF612 Caldesmon CDC27 Ehrlichia_rpt MDN1 Mpp10 tolA TolA TolA Utp14 DMP1 TFIIF_alpha MARCKS MeCP2_MBD Triadin infB PRK07735 BASP1 ComEC 7tm_7 PRK11855 COG4487 Daxx Red1 rne 7TMR-DISM_7TM PRK10416 AAI_SS AtpF DREPP"	RNA.regulation of transcription.Methyl binding domain proteins	27_3_59

CUST_162269_PI403524517	2	-0.0026168823	-0.20285606	-0.04348755	0.22328949	0.073617935	0.0026159286	35_45260	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_54420_PI403524517	2	-0.009936333	-0.16813087	0.009936333	0.05780983	0.13604355	-0.03413582	35_15490	"Cluster: Hypothetical protein P0488B06.35; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0488B06.35 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6YZK5	CHR5V7|COORD:15490515..15492727| APE1 (ACCLIMATION OF PHOTOSYNTHESIS TO ENVIRONMENT)	AT5G38660.1	CHR08V5|COORD:16373283..16377474|protein APE1, putative, expressed	LOC_Os08g27010.1	no descriptionmoderately similar to ( 278)AT5G38660| Symbols: APE1 | APE1 (ACCLIMATION OF PHOTOSYNTHESIS TO ENVIRONMENT) | chr5:15490515-15492727 REVERSE	not assigned.unknown	35_2

CUST_6526_PI403524517	2	0.7512016	-0.010997772	-0.44067	0.010997772	-0.4934311	0.25204086	35_1811	"Cluster: Hypothetical protein OJ1081_G10.16; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1081_G10.16 - Oryza sativa (japonica cultiv"	UniRef90_Q69PH9	CHR5V7|COORD:19134070..19134866| senescence-associated protein-related	AT5G47060.1	CHR09V5|COORD:15926024..15927163|protein expressed protein	LOC_Os09g26370.1	no descriptionvery weakly similar to (65.5)AT5G47060| Symbols:  | senescence-associated protein-related | chr5:19134070-19134866 FORWARDDUF581	development.unspecified	33_99

CUST_70742_PI403524517	2	0.04592228	-0.044668198	-0.02540207	0.062177658	0.02540207	-0.0720253	35_20268	"Cluster: Hypothetical protein B1121A12.15; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1121A12.15 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6Z343	CHR1V7|COORD:9096010..9099733| BSD domain-containing protein	AT1G26300.1	CHR02V5|COORD:30214659..30218121|protein BSD domain containing protein, expressed	LOC_Os02g49450.1	no description	not assigned.unknown	35_2

CUST_90005_PI403524517	2	-0.01988697	-0.0033979416	0.057053566	0.0033979416	0.019068718	-0.05470085	35_25748	"Cluster: Putative elongation factor 1A binding protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative elongation factor 1A binding protein - Oryza s"	UniRef90_Q5ZAA9	CHR2V7|COORD:1657134..1659560| ankyrin repeat family protein	AT2G04740.1	CHR06V5|COORD:12317392..12321833|protein protein binding protein, putative, expressed	LOC_Os06g21330.1	no descriptionweakly similar to ( 129)AT2G04740| Symbols:  | ankyrin repeat family protein | chr2:1657134-1659560 FORWARDnot assigned	cell.organisation	31_1

CUST_8172_PI404877155	2	-0.33059406	0.5970149	-0.8857093	-0.041915417	0.041915417	0.07074261	Contig24094_at	OSJNBa0086B14.28 [Oryza sativa (japonica cultivar-group)] emb|CAD40953.1| OSJNBa0027G07.2 [Oryza sativa (japonica cultivar-group)]	CAD40855.1	monosaccharide transporter, putative	At1g34580.1	protein Sugar transporter	Os04g37970	gi|21740734|emb|CAD40855.1| OSJNBa0086B14.27	transporter.sugars	34_2

CUST_55900_PI403524517	2	-0.15887833	0.31537628	0.2128458	0.04757023	-0.114230156	-0.04757023	35_15910	"Cluster: Putative phospholipid hydroperoxide glutathione peroxidase; n=2; Oryza sativa|Rep: Putative phospholipid hydroperoxide glutathione peroxidase - Oryza s"	UniRef90_Q9FEV2	"CHR2V7|COORD:19695179..19696169| ATGPX4 (GLUTATHIONE PEROXIDASE 4); glutathione peroxidase"	AT2G48150.1	CHR03V5|COORD:13857886..13861358|protein glutathione peroxidase 4, putative, expressed	LOC_Os03g24380.1	"no descriptionmoderately similar to ( 240)AT2G48150| Symbols: ATGPX4 | ATGPX4 (GLUTATHIONE PEROXIDASE 4); glutathione peroxidase | chr2:19695179-19696169 REVERSEmoderately similar to ( 208)GPX4_SPIOLProbable phospholipid hydroperoxide glutathione peroxidase - Spinacia oleracea (Spinach)not assigned GSH_Peroxidase BtuE GSHPx PRK10606"	redox.ascorbate and glutathione.glutathione	21_2_2

CUST_69556_PI403524517	2	7.49588E-4	0.31530952	-0.06220436	-0.09537315	-7.505417E-4	7.49588E-4	35_19903	"Cluster: Hypothetical protein OSJNBa0052O12.5; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0052O12.5 - Oryza sativa (japonica"	UniRef90_Q5JK43	"CHR3V7|COORD:18128604..18132838| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G23700.1); similar to expressed protein [Oryza sativa (japonica"	AT3G48860.2	CHR01V5|COORD:41057356..41050234|protein expressed protein	LOC_Os01g70320.1	"no descriptionmoderately similar to ( 313)AT3G48860| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G23700.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABA93965.1); similar to Os01g0928100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001045273.1); contains InterPro domain Helix-loop-helix DNA-binding; (InterPro:IPR011598) | chr3:18128604-18131850 FORWARD"	not assigned.unknown	35_2

CUST_42618_PI403524517	2	0.04428768	0.035092354	-0.30460167	-0.035092354	-0.38430977	0.097156525	35_12244	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_115754_PI403524517	2	-0.34436703	-0.2145176	-0.096300125	0.1309824	0.1504879	0.096300125	35_32826	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q84ST1	"CHR1V7|COORD:10103144..10104574| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G67610.2); similar to expressed protein [Oryza sativa (japonica"	AT1G28760.1	CHR03V5|COORD:25471481..25466337|protein expressed protein	LOC_Os03g45180.2	"no descriptionvery weakly similar to (72.0)AT1G28760| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G67610.2); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABF97955.1); similar to Os03g0654500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001050797.1) | chr1:10103144-10104574 FORWARD"	not assigned.unknown	35_2

CUST_158971_PI403524517	2	-0.076143265	0.00820446	0.2340107	-0.00820446	-0.1457262	0.24699783	35_44374	"Cluster: Beta-fructofuranosidase, insoluble isoenzyme 4 precursor; n=3; Oryza sativa|Rep: Beta-fructofuranosidase, insoluble isoenzyme 4 precursor - Oryza sativ"	UniRef90_Q5JJV0	"CHR1V7|COORD:20570284..20572832| ATFRUCT5 (BETA-FRUCTOFURANOSIDASE 5); hydrolase, hydrolyzing O-glycosyl compounds / levanase"	AT1G55120.1	CHR01V5|COORD:42953169..42957287|protein beta-fructofuranosidase, insoluble isoenzyme 4 precursor, putative, expressed	LOC_Os01g73580.1	" no descriptionweakly similar to ( 113)AT1G55120| Symbols: ATCWINV3, ATFRUCT5 | ATFRUCT5 (BETA-FRUCTOFURANOSIDASE 5); hydrolase, hydrolyzing O-glycosyl compounds / levanase | chr1:20570284-20572832 FORWARDmoderately similar to ( 260)INV4_ORYSAnot assigned Glyco_hydro_32C Glyco_32 "	major CHO metabolism.degradation.sucrose.invertases.cell wall	2_2_1_3_2

CUST_30866_PI403524517	2	0.3625388	0.06685686	-0.016999722	-0.050749302	-0.026175499	0.016999722	35_8909	"Cluster: Putative S-adenosyl-L-methionine Mg-protoporphyrin IX methyltransferase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative S-adenosyl-L-methion"	UniRef90_Q9SNL7	CHR4|COORD:12876958..12878300| magnesium-protoporphyrin O-methyltransferase, putative / magnesium-protoporphyrin IX methyltransferase, putative, similar to SP:Q	AT4G25080.2	CHR06V5|COORD:1734108..1732989|protein magnesium-protoporphyrin O-methyltransferase, putative, expressed	LOC_Os06g04150.1	no descriptionvery weakly similar to (90.9)AT4G25080| Symbols: CHLM | CHLM (MAGNESIUM-PROTOPORPHYRIN IX METHYLTRANSFERASE) | chr4:12877025-12878138 FORWARDnot assigned not assigned not assigned PRK07580 PRK07764 PRK12323	tetrapyrrole synthesis.magnesium protoporphyrin IX methyltransferase	19_11

CUST_22419_PI403524517	2	0.07489681	1.1257029	-0.1789236	-0.0081682205	-0.26054096	0.008169174	35_6512	"Cluster: Similar to membrane protein; n=1; Thermobifida fusca YX|Rep: Similar to membrane protein - Thermobifida fusca (strain YX)"	UniRef90_Q47KV2	0	0	CHR07V5|COORD:13633387..13626518|protein retrotransposon protein, putative, unclassified	LOC_Os07g24040.1	no descriptionPRK12323	not assigned.unknown	35_2

CUST_50019_PI403524517	2	0.19488716	-1.5797439	-0.2106657	0.17678738	-0.113500595	0.11350155	35_14278	Rep: 10 kDa chaperonin - Oryza sativa (Rice)	UniRef90_O24186	CHR1V7|COORD:5165925..5166649| CPN10 (CHAPERONIN 10)	AT1G14980.1	CHR07V5|COORD:26704202..26706191|protein chaperonin, putative, expressed	LOC_Os07g44740.1	no descriptionweakly similar to ( 141)AT1G14980| Symbols: CPN10 | CPN10 (CHAPERONIN 10) | chr1:5165925-5166649 REVERSEweakly similar to ( 140)CH10_BRANA10 kDa chaperonin - Brassica napus (Rape)not assigned cpn10 Cpn10 GroS groES	protein.folding	29_6

CUST_80933_PI403524517	2	-0.009274483	0.36768532	-0.06755638	-0.08127689	0.04337406	0.009273529	35_23212	"Cluster: Putative RNA-dependent RNA polymerase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative RNA-dependent RNA polymerase - Oryza sativa (japonica"	UniRef90_Q8LHH9	"CHR3V7|COORD:18360178..18364190| RDR6 (RNA-DEPENDENT RNA POLYMERASE 6); nucleic acid binding"	AT3G49500.1	CHR01V5|COORD:19272378..19267235|protein RNA-dependent RNA polymerase homolog 1, putative, expressed	LOC_Os01g34350.1	" no descriptionmoderately similar to ( 397)AT3G49500| Symbols: SGS2, SDE1, RDR6 | RDR6 (RNA-DEPENDENT RNA POLYMERASE 6); nucleic acid binding | chr3:18360178-18364190 REVERSEnot assigned RdRP "	RNA.transcription	27_2

CUST_111244_PI403524517	2	-0.2569685	-0.22156525	0.068636894	0.17431831	-0.010477066	0.010477066	35_31588	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_167262_PI403524517	2	0.13347721	-0.17948294	-5.745888E-4	0.14327717	-0.115382195	5.7411194E-4	35_46589	"Cluster: Os05g0535800 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0535800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DGF0	CHR1V7|COORD:26987406..26989555| S1 RNA-binding domain-containing protein	AT1G71720.1	CHR05V5|COORD:26525016..26529165|protein RNA binding protein, putative, expressed	LOC_Os05g45920.1	no description	not assigned.unknown	35_2

CUST_156026_PI403524517	2	0.045745373	-0.088148594	0.18321085	0.07815933	-0.5008459	-0.045744896	35_43574	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_72780_PI403524517	2	0.011852264	0.11916351	0.009147644	-0.15625572	-0.012141228	-0.009147644	35_20862	Rep: ReMembR-H2 protein JR700 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q9M622	"CHR5V7|COORD:26462424..26464104| JR700 (Arabidopsis thaliana receptor homology region transmembrane domain ring H2 motif protein 1); peptidase/ protein binding"	AT5G66160.1	CHR03V5|COORD:3626088..3630691|protein RING finger protein 13, putative, expressed	LOC_Os03g07130.4	" no descriptionweakly similar to ( 188)AT5G66160| Symbols: ATRMR1, JR700 | JR700 (Arabidopsis thaliana receptor homology region transmembrane domain ring H2 motif protein 1); peptidase/ protein binding / zinc ion binding | chr5:26462424-26464104 FORWARDvery weakly similar to (55.8)EL5_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PA_C_RZF_like COG5540 PA_subtilisin_1 RING PA_GO-like PRK07764 PA_EDEM3_like PRK12323 PRK12678 PA PA RING PA_SaNapH_like PA_hPAP21_like FAP zf-C3HC4 PA_ScAPY_like PA_1 TT_ORF1 "	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_76589_PI403524517	2	0.069779396	-0.15768576	-0.03798771	0.023763657	-0.023763657	0.025875092	35_21958	"Cluster: Putative oligosaccharyl transferase STT3 subunit; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative oligosaccharyl transferase STT3 subunit - O"	UniRef90_Q6F2Z1	"CHR5V7|COORD:6652651..6658216| STT3A (STAUROSPORIN AND TEMPERATURE SENSITIVE 3-LIKE A); oligosaccharyl transferase"	AT5G19690.1	CHR05V5|COORD:25733970..25727978|protein oligosaccharyl transferase STT3 subunit, putative, expressed	LOC_Os05g44360.1	"no descriptionweakly similar to ( 187)AT5G19690| Symbols: STT3A | STT3A (STAUROSPORIN AND TEMPERATURE SENSITIVE 3-LIKE A); oligosaccharyl transferase | chr5:6652651-6658216 FORWARDnot assigned"	not assigned.no ontology	35_1

CUST_11705_PI399408534	2	0.27210808	0.65665436	-0.36909962	-0.008006096	-0.04192829	0.008006096	35_16193	"Cluster: Putative AP2 domain containing protein RAP2.8; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative AP2 domain containing protein RAP2.8 - Oryza s"	UniRef90_Q9AWS0	"CHR1V7|COORD:25884105..25885163| RAV2 (REGULATOR OF THE ATPASE OF THE VACUOLAR MEMBRANE); DNA binding / transcription factor"	AT1G68840.1	CHR01V5|COORD:2199066..2200662|protein DNA-binding protein RAV1, putative, expressed	LOC_Os01g04800.1	" no descriptionmoderately similar to ( 283)AT1G68840| Symbols: RAP2.8, RAV2 | RAV2 (REGULATOR OF THE ATPASE OF THE VACUOLAR MEMBRANE); DNA binding / transcription factor | chr1:25884105-25885163 FORWARDvery weakly similar to (62.0)ERF3_TOBACEthylene-responsive transcription factor 3 - Nicotiana tabacum (Common tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned B3 AP2 AP2 PRK07003 PRK07764 PRK12323 FimV PRK12678 DUF566 PRK09169 "	RNA.regulation of transcription.AP2/EREBP, APETALA2/Ethylene-responsive element binding protein family	27_3_3

CUST_49271_PI403524517	2	-0.012125969	0.7497158	-0.31869793	-0.19013596	0.2931242	0.012125969	35_14057	"Cluster: SUMO-conjugating enzyme UBC9; n=47; Spermatophyta|Rep: SUMO-conjugating enzyme UBC9 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_P35132	"CHR5V7|COORD:21650028..21651215| UBC10 (ubiquitin-conjugating enzyme 10); ubiquitin-protein ligase"	AT5G53300.2	CHR02V5|COORD:9116012..9119592|protein ubiquitin-conjugating enzyme E2-17 kDa, putative, expressed	LOC_Os02g16040.2	"no descriptionweakly similar to ( 145)AT5G53300| Symbols: UBC10 | UBC10 (ubiquitin-conjugating enzyme 10); ubiquitin-protein ligase | chr5:21650028-21651215 REVERSEvery weakly similar to (68.2)UBC2_WHEATUbiquitin-conjugating enzyme E2-17 kDa - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG5078 UBCc UQ_con UBCc"	protein.degradation.ubiquitin.E2	29_5_11_3

CUST_1485_PI404877155	2	-0.07419872	0.036059856	0.17338943	-0.036059856	-0.22001123	0.1925869	Contig11648_at	limit dextrinase [Hordeum vulgare] gb|AAD34348.1| limit dextrinase [Hordeum vulgare]	AAD34347.1	pullulanase, putative / starch debranching enzyme, putative	At5g04360.1	"protein pullulanase; alpha-dextrin endo-1,6-alpha-glucosidase"	Os04g08270	limit dextrinase	major CHO metabolism.synthesis.starch.debranching	2_1_2_04

CUST_72773_PI403524517	2	-0.14696312	-0.14842033	-0.0014810562	0.0014820099	0.07562828	0.20638657	35_20861	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_2578_PI404877155	2	0.37080097	-0.033875465	-0.25494862	0.033875465	-0.059202194	0.063144684	Contig12995_at	putative zinc finger protein [Oryza sativa (japonica cultivar-group)]	NP_913116.1	zinc finger (C2H2 type) family protein	At3g13810.1	protein Zinc finger, C2H2 type, putative	Os01g09850	NONE	RNA.regulation of transcription.C2H2 zinc finger family	27_3_11

CUST_55419_PI403524517	2	-0.26602745	-0.87201405	1.132535	0.42649794	0.26602745	-0.79942036	35_15775	"Cluster: Hypothetical protein OSJNBa0088M05.15; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0088M05.15 - Oryza sativa (japonica"	UniRef90_Q6L4C6	"CHR2V7|COORD:16203660..16205509| ANNAT4 (ANNEXIN 4, ANNEXIN ARABIDOPSIS 4); calcium ion binding / calcium-dependent phospholipid binding"	AT2G38750.1	CHR05V5|COORD:18415456..18413190|protein annexin-like protein RJ4, putative, expressed	LOC_Os05g31750.1	" no descriptionmoderately similar to ( 232)AT2G38750| Symbols: ANNAT4 | ANNAT4 (ANNEXIN 4, ANNEXIN ARABIDOPSIS 4); calcium ion binding / calcium-dependent phospholipid binding | chr2:16203660-16205509 REVERSEweakly similar to ( 135)ANX4_FRAANAnnexin-like protein RJ4 - Fragaria ananassa (Strawberry)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07764 PRK12678 PRK12323 PRK07003 DUF1509 APC_basic Annexin Atrophin-1 ANX Extensin_2 infB "	cell.organisation	31_1

CUST_65134_PI403524517	2	0.13702297	-0.42142916	0.10712671	0.55910444	-0.10712671	-0.24103451	35_18600	"Cluster: OSIGBa0142I02-OSIGBa0101B20.18 protein; n=3; Oryza sativa|Rep: OSIGBa0142I02-OSIGBa0101B20.18 protein - Oryza sativa (Rice)"	UniRef90_Q01HH1	"CHR5V7|COORD:5504544..5509269| TOZ (TORMOZEMBRYO DEFECTIVE); nucleotide binding"	AT5G16750.1	CHR04V5|COORD:29769100..29762515|protein U3 small nucleolar RNA-associated protein 13, putative, expressed	LOC_Os04g50660.1	"no descriptionhighly similar to ( 577)AT5G16750| Symbols: TOZ | TOZ (TORMOZEMBRYO DEFECTIVE); nucleotide binding | chr5:5504544-5509269 REVERSEweakly similar to ( 102)PF20_CHLREFlagellar WD repeat-containing protein Pf20 - Chlamydomonas reinhardtiinot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned WD40 Utp13 COG2319"	not assigned.no ontology	35_1

CUST_12349_PI404877155	2	0.019626617	0.17821026	-0.019626617	-0.13708115	-0.11261749	0.021220207	Contig6107_at	unknown protein [Oryza sativa (japonica cultivar-group)]	BAC10848.1	expressed protein	At5g08565.1	protein expressed protein	Os07g43060	"DSIF-p14 T02735 it regulates RNA polymerase II processivity;"	RNA.transcription	27_2

CUST_104623_PI403524517	2	0.079208374	-0.52813244	-0.17292023	-0.01657486	0.14400864	0.01657486	35_29813	"Cluster: Os02g0706600 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os02g0706600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DYA2	CHR1V7|COORD:28373098..28373601| glycine-rich protein	AT1G75550.1	CHR11V5|COORD:2745674..2742209|protein harpin-induced protein, putative, expressed	LOC_Os11g05870.1	no description	not assigned.unknown	35_2

CUST_4130_PI404877155	2	0.02421379	0.019238472	-0.019238472	-0.037115097	-0.054153442	0.07423496	Contig14965_at	SOH1-like protein [Oryza sativa (japonica cultivar-group)]	BAC79744.1	SOH1 family protein	At5g19910.1	protein expressed protein	Os10g41450	SOH1 family protein, contains Pfam profile: PF05669 SOH1	RNA.regulation of transcription.unclassified	27_3_99

CUST_50931_PI403524517	2	-0.029903412	0.0051498413	0.049533844	-0.0051517487	0.02527237	-0.050086975	35_14526	"Cluster: Os09g0501700 protein; n=4; Oryza sativa|Rep: Os09g0501700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J0R0	CHR5|COORD:18850494..18851791| 60S ribosomal protein L32 (RPL32B)	AT5G46430.2	CHR09V5|COORD:19420668..19418500|protein 60S ribosomal protein L32, putative, expressed	LOC_Os09g32532.2	no descriptionweakly similar to ( 143)AT4G18100| Symbols:  | 60S ribosomal protein L32 (RPL32A) | chr4:10035727-10036487 REVERSEvery weakly similar to (70.5)RL32_MAIZE60S ribosomal protein L32 - Zea mays (Maize)not assigned Ribosomal_L32e RPL32 rpl32e	protein.synthesis.misc ribososomal protein	29_2_2

CUST_75298_PI403524517	2	0.021676064	-0.02167511	0.054187775	-0.059696198	-0.05491543	0.06886673	35_21584	"Cluster: Nup133 nucleoporin family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Nup133 nucleoporin family protein, expressed - Oryza sat"	UniRef90_Q10PQ6	CHR2V7|COORD:1842066..1846855| transporter	AT2G05120.1	CHR03V5|COORD:6552313..6559819|protein nucleoporin, putative, expressed	LOC_Os03g12450.1	no descriptionmoderately similar to ( 201)AT2G05120| Symbols:  | transporter | chr2:1842066-1846855 REVERSE	not assigned.unknown	35_2

CUST_137472_PI403524517	2	0.027250767	-0.7166333	-0.02725029	0.19275904	-0.06089115	0.058397293	35_38553	Rep: Hypothetical protein orf116 - Brassica napus (Rape)	UniRef90_Q6YSM9		0	CHR06V5|COORD:16055777..16051473|protein conserved hypothetical protein	LOC_Os06g28250.1	no description	not assigned.unknown	35_2

CUST_49133_PI403524517	2	0.1405716	-0.78146553	-0.1404419	-0.01859665	0.01859665	0.022891998	35_14023	"Cluster: PREDICTED: similar to H3 histone, family 2 isoform 2; n=4; Eutheria|Rep: PREDICTED: similar to H3 histone, family 2 isoform 2 - Canis"	UniRef90_UPI00004A5DE9	CHR5V7|COORD:3270479..3270889| histone H3	AT5G10400.1	CHR11V5|COORD:2622185..2621575|protein histone H3, putative, expressed	LOC_Os11g05730.1	no descriptionmoderately similar to ( 262)AT5G65360| Symbols:  | histone H3 | chr5:26137325-26137735 REVERSEmoderately similar to ( 261)H32_WHEATHistone H3.2 - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned H3 HHT1 Histone PRK12323 Tymo_45kd_70kd PRK07003 PRK07764 Atrophin-1 HPC2	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_31808_PI399408534	2	-0.015831947	-0.21926594	0.1363182	0.09350109	0.015831947	-0.04927826	35_3231	"Cluster: Putative zinc finger protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative zinc finger protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5KQL0	"CHR4V7|COORD:9937134..9939001| UBP20 (UBIQUITIN-SPECIFIC PROTEASE 20); DNA binding"	AT4G17890.2	CHR03V5|COORD:35918198..35914228|protein DNA binding protein, putative, expressed	LOC_Os03g63710.2	"no descriptionmoderately similar to ( 280)AT5G46750| Symbols: AGD8 | AGD8 (ARF-GAP DOMAIN 8); DNA binding | chr5:18987177-18989044 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG5347 ArfGap ArfGap Pneumo_att_G"	signalling.G-proteins	30_5

CUST_54571_PI403524517	2	0.7119336	0.5022378	0.2758808	-0.4555521	-0.84882545	-0.27588034	35_15532	"Cluster: Os03g0176600 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os03g0176600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DUN5	CHR2V7|COORD:11222332..11223558| similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABF94264.1)	AT2G26340.1	CHR03V5|COORD:4051553..4048701|protein expressed protein	LOC_Os03g07960.1	no descriptionvery weakly similar to (53.5)AT2G26340| Symbols:  | similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABF94264.1) | chr2:11222332-11223558 FORWARD	not assigned.unknown	35_2

CUST_2012_PI404877155	2	0.07099056	0.53224945	0.18483353	-0.3086338	-0.07099104	-0.46103573	Contig1226_at	"HvPIP1;3 [Hordeum vulgare subsp. vulgare]"	BAA23745.2	major intrinsic family protein / MIP family protein	At4g23400.1	protein aquaporin	Os02g44630	protein phosphatase	transport.Major Intrinsic Proteins.PIP	34_19_1

CUST_179229_PI403524517	2	0.10626316	-0.30574894	0.05736637	-0.048131943	0.048131943	-0.073340416	35_49847	Rep: B0402A04.2 protein - Oryza sativa (Rice)	UniRef90_Q01JE0	CHR5V7|COORD:1698366..1702476| nuclear pore complex protein-related	AT5G05680.1	CHR04V5|COORD:30571994..30579093|protein expressed protein	LOC_Os04g51900.1	no descriptionweakly similar to ( 130)AT5G05680| Symbols:  | nuclear pore complex protein-related | chr5:1698366-1702476 FORWARDnot assigned	protein.targeting.nucleus	29_3_1

CUST_21237_PI403524517	2	0.03948784	-0.68231297	-0.103536606	-0.0074682236	0.04422474	0.00746727	35_6161	"Cluster: Putative p21 C-terminal-binding protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative p21 C-terminal-binding protein - Oryza sativa (japon"	UniRef90_Q84T78	CHR2V7|COORD:18384487..18386106| p21Cip1-binding protein-related	AT2G44510.1	CHR03V5|COORD:35912267..35909725|protein expressed protein	LOC_Os03g63690.1	no descriptionmoderately similar to ( 262)AT2G44510| Symbols:  | p21Cip1-binding protein-related | chr2:18384487-18386106 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07003 PRK07764 PRK12678 Atrophin-1 TT_ORF1 PRK05648 PRK12323 Protamine_P1 HPC2 Metaviral_G Herpes_BLLF1	not assigned.no ontology	35_1

CUST_4790_PI404877155	2	-0.025355339	0.05617237	0.016480446	-0.15879631	0.0076265335	-0.007627487	Contig16080_at	OSJNBa0041M21.1 [Oryza sativa (japonica cultivar-group)]	CAD40443.2	ribonuclease P family protein / Rpp14 family protein	At1g04635.1	protein Rpp14 family, putative	Os04g22870	"EMB1687;EMBRYO DEFECTIVE 1687;ribonuclease P family protein / Rpp14 family protein, contains Pfam profile: PF01900 Rpp14 family"	RNA.processing.ribonucleases	27_1_19

CUST_73181_PI403524517	2	0.067890644	0.47625732	0.2586956	-0.52383614	-0.32155848	-0.067890644	35_20984	"Cluster: Pentatricopeptide, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Pentatricopeptide, putative, expressed - Oryza sativa (japonic"	UniRef90_Q338A4	"CHR4V7|COORD:15403026..15406364| PGR3 (PROTON GRADIENT REGULATION 3); binding"	AT4G31850.1	CHR10V5|COORD:14571534..14567745|protein PGR3, putative, expressed	LOC_Os10g28600.1	"no descriptionhighly similar to ( 560)AT4G31850| Symbols: PGR3 | PGR3 (PROTON GRADIENT REGULATION 3); binding | chr4:15403026-15406364 FORWARDmoderately similar to ( 224)RF1_ORYSAPPR"	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_89798_PI403524517	2	0.1000061	-0.048090458	0.048090458	-0.16650867	-0.45733738	0.086033344	35_25691	"Cluster: Eukaryotic translation initiation factor 3 subunit (EIF-3)-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Eukaryotic translation initiation"	UniRef90_Q6ZGV8	CHR3V7|COORD:19344210..19352273| tetratricopeptide repeat (TPR)-containing protein	AT3G52140.1	CHR02V5|COORD:29769183..29757751|protein expressed protein	LOC_Os02g48620.2	no descriptionmoderately similar to ( 321)AT3G52140| Symbols:  | tetratricopeptide repeat (TPR)-containing protein | chr3:19344210-19352273 FORWARDnot assigned	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_52834_PI403524517	2	0.007160187	-0.29219246	0.002790451	-0.0027914047	-0.010317802	0.008501053	35_15048	Rep: 60S ribosomal protein L13-1 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_P41127	"CHR3V7|COORD:18177956..18179032| ATBBC1 (breast basic conserved 1); structural constituent of ribosome"	AT3G49010.3	CHR06V5|COORD:868825..866370|protein 60S ribosomal protein L13-2, putative, expressed	LOC_Os06g02510.3	 no descriptionmoderately similar to ( 293)AT3G49010| Symbols: BBC1, RSU2 | ATBBC1 (breast basic conserved 1) | chr3:18177956-18179032 REVERSEmoderately similar to ( 290)RL132_BRANA60S ribosomal protein L13-2 - Brassica napus (Rape)not assigned Ribosomal_L13e RPL13 	protein.synthesis.misc ribososomal protein	29_2_2

CUST_171184_PI403524517	2	0.25693607	0.2039752	-1.1607628	-0.20397472	-0.39872837	0.403543	35_47684	"Cluster: Dual-specificity phosphatase protein; n=2; Oryza sativa|Rep: Dual-specificity phosphatase protein - Oryza sativa (Rice)"	UniRef90_Q6DL00	CHR1V7|COORD:1425659..1428392| tyrosine specific protein phosphatase family protein	AT1G05000.1	CHR06V5|COORD:5554008..5558137|protein tyrosine specific protein phosphatase family protein, putative, expressed	LOC_Os06g10650.1	no descriptionmoderately similar to ( 210)AT1G05000| Symbols:  | tyrosine specific protein phosphatase family protein | chr1:1425659-1428392 FORWARDnot assigned not assigned Y_phosphatase2 COG2365	protein.postranslational modification	29_4

CUST_15971_PI399408534	2	0.07009697	0.75237274	-0.060642242	-0.3523512	-0.62393856	0.060643196	35_8687	"Cluster: Putative 12-oxophytodienoic acid reductase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative 12-oxophytodienoic acid reductase - Oryza sativa"	UniRef90_Q69TH6	"CHR1V7|COORD:28783870..28785249| OPR2 (12-oxophytodienoate reductase 2); 12-oxophytodienoate reductase"	AT1G76690.1	CHR06V5|COORD:5900378..5898564|protein 12-oxophytodienoate reductase 2, putative	LOC_Os06g11250.1	"no descriptionvery weakly similar to (89.4)AT1G76680| Symbols: OPR1 | OPR1 (12-oxophytodienoate reductase 1); 12-oxophytodienoate reductase | chr1:28781876-28783165 FORWARDnot assigned OYE_like_FMN PRK10605 NemA Oxidored_FMN OYE_like_FMN_family"	hormone metabolism.jasmonate.synthesis-degradation.12-Oxo-PDA-reductase	17_7_1_5

CUST_142077_PI403524517	2	0.015687466	0.041737556	-0.015687466	-0.02444315	0.0721035	-0.17147875	35_39820	"Cluster: Putative MSP1(Mitochondrial sorting of proteins) protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative MSP1(Mitochondrial sorting of prote"	UniRef90_Q7X989	CHR4V7|COORD:1082082..1088680| AAA-type ATPase family protein	AT4G02480.1	CHR07V5|COORD:28421949..28433622|protein ATP binding protein, putative, expressed	LOC_Os07g47530.1	no descriptionmoderately similar to ( 281)AT4G02480| Symbols:  | AAA-type ATPase family protein | chr4:1082082-1088680 REVERSEvery weakly similar to (96.7)CDC48_CAPANCell division cycle protein 48 homolog - Capsicum annuum (Bell pepper)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned SpoVK AAA RPT1 PRK03992 hflB HflB COG1223 AAA	protein.degradation.AAA type	29_5_9

CUST_62989_PI403524517	2	-0.022446632	0.78995323	-0.39541435	-0.038728714	0.022447586	0.08902073	35_17970	"Cluster: Hypothetical protein OSJNBa0091P11.19; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0091P11.19 - Oryza sativa (japonica"	UniRef90_Q8S7W4	CHR2V7|COORD:14868714..14869079| similar to Os03g0170100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001049105.1)	AT2G35290.1	CHR03V5|COORD:3737243..3736631|protein expressed protein	LOC_Os03g07400.1	no descriptionvery weakly similar to (65.5)AT2G35290| Symbols:  | similar to Os03g0170100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001049105.1) | chr2:14868714-14869079 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned PRK07764	not assigned.unknown	35_2

CUST_71485_PI403524517	2	0.02428341	-0.69579697	-0.053007126	0.120838165	-0.024282455	0.08810234	35_20484	"Cluster: Mitogen-activated protein kinase 1, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Mitogen-activated protein kinase 1, putative,"	UniRef90_Q10NR1	"CHR4|COORD:5403754..5407298| similar to mitogen-activated protein kinase, putative [Arabidopsis thaliana] (TAIR:At4g08480.1); similar to MAP3K beta 1 protein"	AT4G08500.2	CHR03V5|COORD:8556553..8551918|protein mitogen-activated protein kinase 1, putative, expressed	LOC_Os03g15570.1	" no descriptionmoderately similar to ( 375)AT4G08500| Symbols: ATMEKK1, MAPKKK8, MEKK1 | MEKK1 (MYTOGEN ACTIVATED PROTEIN KINASE KINASE); kinase | chr4:5404269-5407059 REVERSEweakly similar to ( 128)CIPK1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase TyrKc Pkinase_Tyr PTKc SPS1 PTKc_FAK PTKc_Jak_rpt2 PTKc_Srm_Brk PTKc_Src_like PTKc_Ack_like PTKc_Csk_like PTKc_Syk_like PTKc_Fes_like PTKc_InsR_like PTKc_Frk_like PTKc_Fer PTKc_ALK_LTK PTKc_Tec_like PTKc_c-ros PTKc_Lck_Blk PTKc_PDGFR PTKc_Tyk2_rpt2 PTKc_EphR PTKc_EGFR_like PTKc_Jak2_Jak3_rpt2 PTKc_Lyn PTKc_Src PTKc_Jak1_rpt2 PTK_CCK4 PTKc_Trk PTKc_Csk PTKc_Yes PTKc_Abl PTKc_Hck PTKc_Axl_like PTKc_Fyn_Yrk PTKc_Itk PTKc_Tec_Rlk PTKc_Chk PTKc_Fes PTKc_DDR PTKc_Syk PTKc_Musk PTKc_Btk_Bmx PTKc_FGFR PTKc_Tyro3 PTKc_Axl PTKc_Tie2 PTK_Ryk PTKc_FGFR4 PTKc_Met_Ron PTKc_Tie PTKc_Zap-70 PTKc_Tie1 PTKc_FGFR2 PTKc_EGFR PTKc_EphR_B PTKc_FGFR3 PTKc_RET PTKc_FGFR1 PTKc_TrkA PTKc_TrkB PTKc_InsR PTKc_IGF-1R PTK_HER3 PTKc_EphR_A2 PTKc_HER4 PTKc_EphR_A PTKc_TrkC PTKc_PDGFR_beta PTKc_DDR2 PTKc_EphR_A10 PTKc_DDR_like PTKc_HER2 PTKc_VEGFR PTKc_Ror PTKc_PDGFR_alpha PTK_Jak_rpt1 PTKc_VEGFR2 PTKc_VEGFR3 PTKc_Aatyk PTKc_Ror1 PTKc_DDR1 PTKc_CSF-1R KIND PTKc_Kit PTK_Tyk2_rpt1 PTKc_Aatyk1_Aatyk3 PTK_Jak1_rpt1 PTKc_Ror2 PTK_Jak2_Jak3_rpt1 PTKc_Aatyk2 "	protein.postranslational modification	29_4

CUST_3992_PI404877155	2	0.09033871	0.11308479	-0.122652054	-0.101685524	-0.09033966	0.10507107	Contig14681_at	putative cyclic nucleotide and calmodulin-regulated ion channel protein [Hordeum vulgare subsp. vulgare]	AAP38209.1	cyclic nucleotide-regulated ion channel / cyclic nucleotide-gated channel (CNGC1)	At5g53130.1	protein probable calmodulin binding transport protein - barley	Os02g15580	cyclic nucleotide-regulated ion channel / cyclic nucleotide-gated channel (CNGC1), almost identical to cyclic nucleotide-regulated ion channel 1 pir:T51354, GI:11357236 from (Arabidopsis thaliana)	transport.cyclic nucleotide or calcium regulated channels	34_22

CUST_111490_PI403524517	2	0.16243601	0.479609	0.04886341	-0.052509308	-0.10048294	-0.04886341	35_31655	Rep: Blr0521 protein - Bradyrhizobium japonicum	UniRef90_Q89X06	CHR1V7|COORD:16816094..16817173| DNA binding / ligand-dependent nuclear receptor	AT1G44191.1	CHR08V5|COORD:10918875..10929831|protein actin binding protein, putative, expressed	LOC_Os08g17820.1	no descriptionnot assigned Atrophin-1	not assigned.unknown	35_2

CUST_104999_PI403524517	2	-0.62035465	-0.43196678	0.37224388	0.11665344	0.10458279	-0.10458374	35_29913	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_32531_PI403524517	2	-0.04143238	0.060348034	0.041432858	0.17589617	-0.15835333	-0.15128708	35_9378	"Cluster: Putative PrMC3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative PrMC3 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69Y21	"CHR1V7|COORD:18382445..18383404| similar to cell death associated protein-related [Arabidopsis thaliana] (TAIR:AT1G49650.1); similar to"	AT1G49660.1	CHR06V5|COORD:5812498..5814197|protein gibberellin receptor GID1L2, putative, expressed	LOC_Os06g11090.1	"no descriptionweakly similar to ( 140)AT1G49660| Symbols:  | similar to cell death associated protein-related [Arabidopsis thaliana] (TAIR:AT1G49650.1); similar to Esterase/lipase/thioesterase [Medicago truncatula] (GB:ABE83375.1); contains InterPro domain Esterase/lipase/thioesterase; (InterPro:IPR000379); contains InterPro domain Alpha/beta hydrolase fold-3; (InterPro:IPR013094) | chr1:18382445-18383404 REVERSEvery weakly similar to (68.9)GID1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned Abhydrolase_3 Aes Gag_spuma PnbA PRK07003 COesterase TT_ORF1 APC_basic"	not assigned.no ontology	35_1

CUST_9336_PI404877155	2	0.0049791336	-0.06306267	-0.00497818	0.13023376	0.05143833	-0.03440857	Contig3114_at	triose phosphate translocator [Triticum aestivum]	AAK01174.2	phosphate/triose- phosphate translocator, putative	At5g46110.1	protein triose phosphate translocator	Os05g15160	triose phosphate translocator	major CHO metabolism.degradation.starch.transporter	2_2_2_06

CUST_160472_PI403524517	2	0.15768719	0.22163105	0.75624657	-0.15768766	-0.49263096	-0.3818884	35_44781	"Cluster: Hypothetical protein P0479D12.30; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0479D12.30 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6Z425		0	CHR02V5|COORD:2712289..2712957|protein ribosome inactivating protein	LOC_Os02g05590.1	no descriptionRIP	not assigned.unknown	35_2

CUST_88041_PI403524517	2	0.017037392	-0.1993661	-0.017037392	0.17518473	-0.097705364	0.2817068	35_25205	Rep: Hypothetical protein - Bradyrhizobium sp. BTAi1	UniRef90_Q35LL9	CHR3V7|COORD:8063070..8064482| leucine-rich repeat family protein / extensin family protein	AT3G22800.1	CHR08V5|COORD:395077..393302|protein vegetative cell wall protein gp1 precursor, putative, expressed	LOC_Os08g01690.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_66096_PI403524517	2	-0.06507492	0.20297623	-0.124715805	0.04514885	0.17284489	-0.045147896	35_18875	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QMP5	"CHR3V7|COORD:18886643..18888322| similar to PRLI-interacting factor-related [Arabidopsis thaliana] (TAIR:AT1G63850.1); similar to PRLI-interacting factor"	AT3G50780.1	CHR12V5|COORD:25011653..25015051|protein protein binding protein, putative, expressed	LOC_Os12g40480.2	"no descriptionmoderately similar to ( 454)AT3G50780| Symbols:  | similar to PRLI-interacting factor-related [Arabidopsis thaliana] (TAIR:AT1G63850.1); similar to PRLI-interacting factor G-like protein [Oryza sativa (japonica cultivar-group)] (GB:BAC83795.1); similar to Os03g0769400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001051395.1); similar to Os07g0123500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001058798.1); contains domain POZ domain (SSF54695) | chr3:18886643-18888322 REVERSEnot assigned"	not assigned.unknown	35_2

CUST_103893_PI403524517	2	0.20087433	0.34430027	0.15215588	-0.39220762	-0.15215588	-0.18758488	35_29618	"Cluster: B1160F02.7 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: B1160F02.7 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6MWG9	"CHR5V7|COORD:22215082..22218875| Fh5 (FORMIN HOMOLOGY5); actin binding"	AT5G54650.1	CHR04V5|COORD:47959..52365|protein formin Homology 2 Domain containing protein, expressed	LOC_Os04g01070.1	" no descriptionmoderately similar to ( 288)AT5G54650| Symbols: ATFH5, Fh5 | Fh5 (FORMIN HOMOLOGY5); actin binding | chr5:22215082-22218875 REVERSEnot assigned not assigned not assigned not assigned FH2 FH2 "	not assigned.no ontology.formin homology 2 domain-containing protein	35_1_20

CUST_161432_PI403524517	2	-0.024580956	-0.046681404	0.025849342	0.024580002	0.078927994	-0.037198067	35_45037	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_150167_PI403524517	2	0.0024709702	0.08765221	0.022912025	-0.15464497	-0.07538986	-0.0024709702	35_42009	"Cluster: Os11g0586100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os11g0586100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IRY5	CHR3V7|COORD:23403156..23405638| protein kinase family protein	AT3G63330.1	CHR11V5|COORD:21658186..21672152|protein protein phosphatase 2C containing protein, expressed	LOC_Os11g37540.1	no descriptionmoderately similar to ( 293)AT3G63330| Symbols:  | kinase | chr3:23403209-23405638 REVERSEvery weakly similar to (56.6)MPK1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase SPS1	protein.postranslational modification	29_4

CUST_12191_PI404877155	2	-0.25890923	-0.010485649	0.028909683	-0.25493717	0.078868866	0.010485649	Contig5912_at	phosphatidylinositol-4-phosphate 5-kinase [Oryza sativa (japonica cultivar-group)]	CAD27794.1	phosphatidylinositol-4- phosphate 5-kinase family protein	At1g60890.1	protein phosphatidylinositol-4-phosphate 5-Kinase domain containing protein	Os03g49510	"phosphatidylinositol-4-phosphate 5-kinase family protein, similar to phosphatidylinositol-4-phosphate 5-kinase AtPIP5K1 (Arabidopsis thaliana) GI:3702691; contains Pfam profiles PF01504: Phosphatidylinositol-4-phosphate 5-Kinase, PF02493: MORN repeat"	signalling.phosphinositides	30_4

CUST_24186_PI399408534	2	0.0806818	-0.031118393	0.014678001	0.044958115	-0.049978256	-0.014677048	35_15261	"Cluster: GTP-binding protein GTP1; n=1; Oryza sativa (japonica cultivar-group)|Rep: GTP-binding protein GTP1 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q94J09	"CHR1V7|COORD:5787482..5789140| RAB11 (ARABIDOPSIS RAB GTPASE HOMOLOG A1B); GTP binding"	AT1G16920.1	CHR01V5|COORD:31730634..31734109|protein ras-related protein RIC2, putative, expressed	LOC_Os01g54590.1	" no descriptionmoderately similar to ( 354)AT1G16920| Symbols: ATRABA4B, ATRABA1B, RAB11 | RAB11 (ARABIDOPSIS RAB GTPASE HOMOLOG A1B); GTP binding | chr1:5787482-5789140 REVERSEmoderately similar to ( 365)RIC2_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Rab11_like RAB Ras Rab Rab2 Rab5_related Rab4 Rab1_Ypt1 Rab8_Rab10_Rab13_like Rab14 Rab18 Rab19 Rab39 Rab35 Rab6 Rab30 Rab26 RabA_like Rab7 Rab21 Rab32_Rab38 Rab33B_Rab33A Rab3 Ras_like_GTPase Rab15 Rab9 Rab27A Ras Rab12 COG1100 RAS Rab40 RJL Rab23_lke Rab24 RabL2 M_R_Ras_like Rho Rap_like RHO Ras2 Rab36_Rab34 Rab28 RalA_RalB H_N_K_Ras_like RheB RERG_RasL11_like Ran RSR1 Rho4_like Rap1 Rap2 RabL4 Rit_Rin_Ric ARHI_like Wrch_1 Rac1_like Spg1 RGK Rho2 Rho3 Miro RhoA_like Rop_like Rab20 Tc10 RhoG RAN Cdc42 Miro1 Rhes_like Ras_dva Arf_Arl Rnd3_RhoE_Rho8 Rnd Rnd2_Rho7 RabL3 Rnd1_Rho6 Arfrp1 Arl5_Arl8 Arf Arl10_like Arl4_Arl7 ARLTS1 Era_like RhoBTB ARD1 COG2229 "	signalling.G-proteins	30_5

CUST_1877_PI404877155	2	0.05843258	0.3843975	-0.046834946	-0.024235725	-0.037222862	0.02423668	Contig12105_at	putative nicastrin [Oryza sativa (japonica cultivar-group)] dbj|BAD15902.1| putative nicastrin [Oryza sativa (japonica cultivar-group)]	XP_467673.1	19526056|nicastrin-related	At3g52640.1	protein hypothetical protein	Os02g50360	nicastrin-related, contains weak similarity to Nicastrin precursor (Swiss-Prot:Q92542) (Homo sapiens) or  nicastrin-related, contains weak similarity to Nicastrin precursor (Swiss-Prot:Q92542) (Homo sapiens) or  expressed protein, similar to hypothetical	transport.misc	34_99

CUST_108802_PI403524517	2	0.19997263	-0.07433653	0.07433653	-0.16545534	-0.18610382	0.12810755	35_30939	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_71557_PI403524517	2	0.11803818	-0.003914833	-0.0031032562	0.0057525635	-0.06329727	0.0031023026	35_20508	"Cluster: Hypothetical protein OSJNBb0098I11.7; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0098I11.7 - Oryza sativa (japonica cu"	UniRef90_Q5KQD7	"CHR5V7|COORD:7919834..7926502| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G08440.1); similar to Os05g0100900 [Oryza sativa (japonica"	AT5G23490.1	CHR05V5|COORD:61525..53232|protein expressed protein	LOC_Os05g01060.1	"no descriptionmoderately similar to ( 300)AT5G23490| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G08440.1); similar to Os05g0100900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001054377.1); similar to Os01g0108000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001041786.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABF98471.1) | chr5:7919834-7926502 FORWARD"	not assigned.unknown	35_2

CUST_69876_PI403524517	2	-0.023243904	-0.4377241	0.018586159	0.0053625107	0.00454998	-0.00454998	35_19992	"Cluster: Os01g0613300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0613300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JLA3	"CHR1V7|COORD:10134106..10135166| similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD61226.1); similar to Os01g0613300 [Oryza sativa"	AT1G29040.1	CHR01V5|COORD:24668062..24670433|protein type IIA topoisomerase, B subunit, putative, expressed	LOC_Os01g42770.1	"no descriptionweakly similar to ( 171)AT1G29040| Symbols:  | similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD61226.1); similar to Os01g0613300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001043561.1) | chr1:10134106-10135050 FORWARDLin0512_fam"	not assigned.unknown	35_2

CUST_35115_PI403524517	2	0.39363956	-0.633975	-0.0012874603	0.010227203	0.0012865067	-0.1224823	35_10125	Rep: Putative quinone oxidoreductase - Oryza sativa (Rice)	UniRef90_Q948G0	CHR4V7|COORD:11475834..11477526| oxidoreductase, zinc-binding dehydrogenase family protein	AT4G21580.1	CHR02V5|COORD:34361610..34363856|protein quinone oxidoreductase, putative, expressed	LOC_Os02g56180.1	 no descriptionvery weakly similar to (94.7)AT4G21580| Symbols:  | oxidoreductase, zinc-binding dehydrogenase family protein | chr4:11475834-11477526 FORWARDnot assigned Qor ADH_zinc_N COG2130 	misc.misc2	26_1

CUST_23547_PI399408534	2	-0.48835897	0.4226961	0.13719177	0.13498306	-0.13498402	-0.15968418	35_10402	"Cluster: Putative receptor protein kinase PERK; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative receptor protein kinase PERK - Oryza sativa (japonica"	UniRef90_Q6H6V1	CHR1V7|COORD:5697839..5699485| protein kinase family protein	AT1G16670.1	CHR02V5|COORD:3504419..3508754|protein serine/threonine-protein kinase receptor precursor, putative, expressed	LOC_Os02g06930.4	no descriptionmoderately similar to ( 248)AT1G16670| Symbols:  | protein kinase family protein | chr1:5697839-5699485 FORWARDweakly similar to ( 155)NORK_MEDTRNodulation receptor kinase precursor - Medicago truncatula (Barrel medic)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc Pkinase_Tyr TyrKc PTKc Pkinase S_TKc PTKc_Csk_like PTKc_Src_like PTKc_Trk PTKc_EphR PTKc_Srm_Brk SPS1 PTKc_Frk_like PTKc_EGFR_like PTKc_Jak_rpt2 PTKc_c-ros PTKc_Syk_like PTKc_Itk PTKc_EphR_A PTKc_Tec_like PTKc_ALK_LTK PTKc_DDR PTKc_Ror PTKc_Btk_Bmx PTKc_Ack_like PTKc_Lck_Blk PTKc_Src PTKc_Fyn_Yrk PTKc_Chk PTKc_EphR_B PTKc_EphR_A2 PTK_HER3 PTKc_TrkC PTKc_InsR_like PTKc_TrkB PTKc_Csk PTKc_Lyn PTKc_Abl PTKc_DDR_like PTK_CCK4 PTKc_Hck PTKc_Yes PTKc_Tec_Rlk PTKc_Axl_like PTKc_Jak2_Jak3_rpt2 PTKc_Musk PTK_Ryk PTKc_Tyk2_rpt2 PTKc_TrkA PTKc_Met_Ron PTKc_DDR1 PTKc_Jak1_rpt2 PTKc_RET PTKc_Fes_like PTKc_PDGFR PTKc_DDR2 PTKc_FGFR PTKc_Axl PTKc_FAK PTKc_FGFR2 PTKc_EGFR PTKc_Fes PTKc_FGFR3 PTKc_FGFR1 PTKc_Tyro3 PTKc_HER4 PTKc_VEGFR PTKc_FGFR4 PTKc_Aatyk PTKc_HER2 PTKc_Zap-70 PTKc_EphR_A10 PTKc_VEGFR3 PTKc_Ror1 PTKc_Syk PTKc_IGF-1R PTKc_Fer PTKc_Ror2 PTKc_InsR PTK_Jak2_Jak3_rpt1 PTKc_Kit PTKc_VEGFR2 PTKc_CSF-1R PTKc_Tie1 PTKc_PDGFR_alpha PTKc_Tie PTK_Jak_rpt1 PTKc_Aatyk1_Aatyk3 PTKc_Tie2 PTKc_PDGFR_beta PTK_Tyk2_rpt1	signalling.receptor kinases.DUF 26	30_2_17

CUST_87877_PI403524517	2	-0.09265709	-0.0063438416	0.07814503	0.106903076	-0.041833878	0.006342888	35_25160	"Cluster: Hypothetical protein OJ1123_B01.118; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1123_B01.118 - Oryza sativa (japonica cult"	UniRef90_Q7F268	0	0	CHR07V5|COORD:13382752..13384355|protein protein binding protein, putative, expressed	LOC_Os07g23720.1	no description	not assigned.unknown	35_2

CUST_36528_PI403524517	2	0.12230015	-0.8093834	-0.03051567	0.18717384	-0.022659302	0.022659302	35_10533	"Cluster: Formyl transferase family protein, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Formyl transferase family protein,"	UniRef90_Q10T42	CHR5V7|COORD:19259006..19260651| formyltetrahydrofolate deformylase, putative	AT5G47435.1	CHR03V5|COORD:122950..126116|protein formyltetrahydrofolate deformylase, putative, expressed	LOC_Os03g01222.4	 no descriptionmoderately similar to ( 230)AT5G47435| Symbols:  | formyltetrahydrofolate deformylase, putative | chr5:19259006-19260651 FORWARDvery weakly similar to (67.4)PUR3_VIGUNPhosphoribosylglycinamide formyltransferase, chloroplast precursor - Vigna unguiculata (Cowpea)not assigned PurU purU PRK13011 purU purN PurN Formyl_trans_N Fmt fmt PRK08125 	not assigned.no ontology	35_1

CUST_6789_PI399408534	2	-0.17549896	0.21618271	0.13189697	-0.15452194	-0.037194252	0.037194252	35_14135	"Cluster: Zinc finger protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Zinc finger protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5Z9H7	CHR5V7|COORD:5379519..5379833| zinc finger (C2H2 type) family protein	AT5G16470.1	CHR06V5|COORD:29975870..29976670|protein expressed protein	LOC_Os06g49490.1	no descriptionweakly similar to ( 137)AT3G02790| Symbols:  | zinc finger (C2H2 type) family protein | chr3:604933-605250 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TT_ORF1 Protamine_P1 DUF1777	RNA.regulation of transcription.C2H2 zinc finger family	27_3_11

CUST_132546_PI403524517	2	-0.003414154	-0.09151268	-0.10510731	0.024874687	0.0034151077	0.033844948	35_37224	"Cluster: Putative SKP1-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative SKP1-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8H7T3	"CHR3V7|COORD:22733937..22736552| ASK21 (ARABIDOPSIS SKP1-LIKE 21); ubiquitin-protein ligase"	AT3G61415.1	CHR03V5|COORD:388497..384053|protein ASK20, putative, expressed	LOC_Os03g01660.1	"no descriptionvery weakly similar to (65.5)AT3G61415| Symbols: ASK21 | ASK21 (ARABIDOPSIS SKP1-LIKE 21); ubiquitin-protein ligase | chr3:22733937-22736552 REVERSE"	protein.degradation.ubiquitin.E3.SCF.SKP	29_5_11_4_3_1

CUST_87085_PI403524517	2	-0.23091888	0.1427288	0.041300774	0.059131622	-0.11228943	-0.041301727	35_24939	"Cluster: Hypothetical protein OJ1202_E07.12; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1202_E07.12 - Oryza sativa (japonica cultiv"	UniRef90_Q6K9R5	CHR4V7|COORD:7758606..7760888| leucine-rich repeat family protein / extensin family protein	AT4G13340.1	CHR02V5|COORD:35124805..35126008|protein expressed protein	LOC_Os02g57350.1	no descriptionnot assigned not assigned not assigned PRK07764 PRK12323	not assigned.unknown	35_2

CUST_57568_PI403524517	2	0.09742355	-0.82880783	-0.09742355	0.38171005	0.3345704	-0.28447962	35_16412	"Cluster: Putative DNA-3-methyladenine glycosylase I; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative DNA-3-methyladenine glycosylase I - Oryza sativa"	UniRef90_Q5VQI7	CHR5V7|COORD:18041688..18043120| methyladenine glycosylase family protein	AT5G44680.1	CHR01V5|COORD:34164236..34168023|protein DNA-3-methyladenine glycosylase I, putative, expressed	LOC_Os01g58550.1	no descriptionmoderately similar to ( 287)AT5G44680| Symbols:  | methyladenine glycosylase family protein | chr5:18041688-18043120 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned Adenine_glyco Tag PRK10353 PRK07003 APC_basic PRK07764 Tymo_45kd_70kd Atrophin-1 WT1	DNA.repair	28_2

CUST_100589_PI403524517	2	0.08900976	-0.49557734	-0.049592495	0.0962491	0.049592495	-0.4270277	35_28709	"Cluster: Hypothetical protein OSJNBa0027P10.2; n=2; Oryza sativa|Rep: Hypothetical protein OSJNBa0027P10.2 - Oryza sativa (Rice)"	UniRef90_Q9AY53	CHR4V7|COORD:9775995..9777778| similar to Os10g0563400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001065401.1)	AT4G17540.1	CHR10V5|COORD:21914385..21917501|protein expressed protein	LOC_Os10g41380.1	no descriptionvery weakly similar to (85.1)AT4G17540| Symbols:  | similar to Os10g0563400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001065401.1) | chr4:9775995-9777778 FORWARD	not assigned.unknown	35_2

CUST_138543_PI403524517	2	0.076533794	0.37468863	0.015007973	-0.18656301	-0.38338852	-0.01500845	35_38860	Rep: Predicted protein - Aspergillus oryzae	UniRef90_Q2U304	CHR2V7|COORD:18439977..18443704| RNA recognition motif (RRM)-containing protein	AT2G44710.1	CHR07V5|COORD:24271675..24264784|protein formin-2, putative, expressed	LOC_Os07g40510.1	no description	not assigned.unknown	35_2

CUST_167827_PI403524517	2	0.012084007	-0.5138178	0.13887787	-0.012084961	0.19683456	-0.14823723	35_46745	"Cluster: S-adenosylmethionine synthetase 1; n=10; Spermatophyta|Rep: S-adenosylmethionine synthetase 1 - Hordeum vulgare (Barley)"	UniRef90_P50299	"CHR2V7|COORD:15486800..15487972| MAT3 (METHIONINE ADENOSYLTRANSFERASE 3); methionine adenosyltransferase"	AT2G36880.1	CHR01V5|COORD:12348795..12346190|protein S-adenosylmethionine synthetase 1, putative, expressed	LOC_Os01g22010.3	"no descriptionweakly similar to ( 148)AT2G36880| Symbols: MAT3 | MAT3 (METHIONINE ADENOSYLTRANSFERASE 3); methionine adenosyltransferase | chr2:15486800-15487972 REVERSEweakly similar to ( 152)METK_HORVUnot assigned PRK05250 MetK PRK12459 S-AdoMet_synt_C S-AdoMet_synt_M"	amino acid metabolism.synthesis.aspartate family.methionine	13_1_3_4

CUST_69673_PI403524517	2	0.06858444	0.7059479	0.037034035	-0.13116455	-0.037034035	-0.037909508	35_19935	Rep: B0403H10-OSIGBa0105A11.6 protein - Oryza sativa (Rice)	UniRef90_Q01HU2	CHR4V7|COORD:10469841..10471286| similar to Os04g0600400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001053760.1)	AT4G19140.1	CHR04V5|COORD:30078336..30075700|protein expressed protein	LOC_Os04g51166.1	no descriptionweakly similar to ( 191)AT4G19140| Symbols:  | similar to Os04g0600400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001053760.1) | chr4:10469841-10471286 FORWARD	not assigned.unknown	35_2

CUST_67958_PI403524517	2	0.07601404	0.042102814	0.90865326	-0.14813566	-0.41641855	-0.042102814	35_19416	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10NW5	CHR4V7|COORD:6731016..6732460| ankyrin repeat family protein	AT4G11000.1	CHR03V5|COORD:8221571..8220584|protein expressed protein	LOC_Os03g15080.1	no descriptionPRK12323	not assigned.unknown	35_2

CUST_145461_PI403524517	2	0.04525423	-0.04525423	0.18615007	0.051985264	-0.4425969	-0.32007027	35_40727	Rep: Hypothetical protein - Emericella nidulans (Aspergillus nidulans)	UniRef90_Q5B2H6		0	0	0	no description	not assigned.unknown	35_2

CUST_92675_PI403524517	2	-0.07974815	0.3656845	0.014715195	-0.029197693	0.17998695	-0.014715195	35_26497	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_50409_PI403524517	2	0.077023506	-0.45294	-0.044662476	-0.057538986	0.04466343	0.08709526	35_14391	"Cluster: 60S ribosomal protein L3; n=13; BEP clade|Rep: 60S ribosomal protein L3 - Oryza sativa (Rice)"	UniRef90_P35684	"CHR1V7|COORD:16269432..16271071| ARP1 (ARABIDOPSIS RIBOSOMAL PROTEIN 1); structural constituent of ribosome"	AT1G43170.3	CHR12V5|COORD:3428223..3430787|protein 60S ribosomal protein L3, putative, expressed	LOC_Os12g07010.1	 no descriptionhighly similar to ( 702)AT1G43170| Symbols: EMB2207, RPL3A | ARP1 (ARABIDOPSIS RIBOSOMAL PROTEIN 1) | chr1:16269959-16271071 FORWARDhighly similar to ( 773)RL3_ORYSAnot assigned not assigned rpl3p Ribosomal_L3 RplC rplC 	protein.synthesis.misc ribososomal protein	29_2_2

CUST_86320_PI403524517	2	0.0072755814	0.3487091	0.23513699	-0.08123398	-0.059023857	-0.0072746277	35_24720	Rep: Hypothetical protein - Cleome spinosa	UniRef90_Q1KUU1	CHR3V7|COORD:461558..463936| regulator of chromosome condensation (RCC1) family protein	AT3G02300.1	CHR03V5|COORD:22327533..22334802|protein ran GTPase binding protein, putative, expressed	LOC_Os03g40260.1	no descriptionvery weakly similar to (69.7)AT3G02300| Symbols:  | regulator of chromosome condensation (RCC1) family protein | chr3:461558-463936 FORWARD	cell.division	31_2

CUST_25041_PI399408534	2	0.009997368	-0.0723896	-0.0099983215	0.016982079	0.059244156	-0.1346159	35_8313	"Cluster: Os05g0389000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0389000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DIH8	CHR2V7|COORD:17407352..17409981| ovule development protein, putative	AT2G41710.1	CHR05V5|COORD:18729277..18734545|protein AP2 domain transcription factor, putative, expressed	LOC_Os05g32270.1	 no descriptionmoderately similar to ( 275)AT2G41710| Symbols:  | ovule development protein, putative | chr2:17407352-17409981 REVERSEweakly similar to ( 146)BBM2_BRANAProtein BABY BOOM 2 - Brassica napus (Rape)AP2 AP2 AP2 	RNA.regulation of transcription.AP2/EREBP, APETALA2/Ethylene-responsive element binding protein family	27_3_3

CUST_30843_PI403524517	2	-0.13959694	0.018612862	-0.018611908	0.08327007	-0.16994286	0.018612862	35_8900	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_32892_PI403524517	2	-0.04586506	0.076132774	-0.03697586	0.022229195	0.050631523	-0.022229195	35_9479	"Cluster: Hypothetical protein P0693B08.11; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0693B08.11 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5NBF6	"CHR5V7|COORD:25297377..25298689| similar to unnamed protein product [Ostreococcus tauri] (GB:CAL57827.1); similar to Os01g0271000 [Oryza sativa (japonica"	AT5G63000.1	CHR01V5|COORD:9367405..9370451|protein expressed protein	LOC_Os01g16510.1	"no descriptionmoderately similar to ( 204)AT5G63000| Symbols:  | similar to unnamed protein product [Ostreococcus tauri] (GB:CAL57827.1); similar to Os01g0271000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001042705.1) | chr5:25297377-25298689 REVERSEnot assigned"	not assigned.unknown	35_2

CUST_74065_PI403524517	2	0.0062212944	-0.5868745	0.10421705	-0.0062217712	-0.53604174	0.026288986	35_21241	"Cluster: Putative serine carboxypeptidase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative serine carboxypeptidase - Oryza sativa (japonica"	UniRef90_Q6ZH05	"CHR3V7|COORD:3896538..3898922| SCPL16 (serine carboxypeptidase-like 16); serine carboxypeptidase"	AT3G12220.1	CHR02V5|COORD:28206197..28211378|protein serine carboxypeptidase 1 precursor, putative, expressed	LOC_Os02g46260.5	"no descriptionmoderately similar to ( 231)AT3G12220| Symbols: SCPL16 | SCPL16 (serine carboxypeptidase-like 16); serine carboxypeptidase | chr3:3896538-3898922 REVERSEmoderately similar to ( 212)CBP1_HORVUSerine carboxypeptidase 1 precursor - Hordeum vulgare (Barley)not assigned not assigned Peptidase_S10 COG2939"	protein.degradation.serine protease	29_5_5

CUST_76651_PI403524517	2	-0.21286392	0.40131664	0.046649933	0.110569954	-0.17050552	-0.046649933	35_21974	"Cluster: Copine I-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Copine I-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5JMT9	"CHR5|COORD:25623997..25626213| similar to copine-related [Arabidopsis thaliana] (TAIR:At3g01650.1); similar to P0401G10.23 [Oryza sativa"	AT5G63970.2	CHR01V5|COORD:42682246..42677791|protein copine-4, putative, expressed	LOC_Os01g73000.3	no descriptionweakly similar to ( 149)AT5G63970| Symbols:  | protein binding / zinc ion binding | chr5:25624232-25626142 REVERSEnot assigned not assigned vWA_copine_like	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_174052_PI403524517	2	-0.057278633	0.22904396	-0.13991547	0.22580528	-0.15710592	0.057278633	35_48460	"Cluster: Putative phosphoglucomutase, chloroplast; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative phosphoglucomutase, chloroplast - Oryza sativa (jap"	UniRef90_Q7XHZ2	CHR5V7|COORD:5778170..5781865| phosphoglucosamine mutase family protein	AT5G17530.1	CHR07V5|COORD:15337219..15349470|protein phosphoglucomutase/phosphomannomutase family protein, putative, expressed	LOC_Os07g26610.2	no descriptionweakly similar to ( 169)AT5G17530| Symbols:  | phosphoglucosamine mutase family protein | chr5:5778170-5781865 FORWARDnot assigned	glycolysis.PGM	4_2

CUST_47356_PI403524517	2	0.021909237	0.11216164	-0.021909237	-0.04626465	0.04352331	-0.3543558	35_13555	Rep: MAP kinase phosphatase - Zea mays (Maize)	UniRef90_Q9ATY4	"CHR3V7|COORD:20508501..20510385| MKP1 (MKP1); MAP kinase phosphatase"	AT3G55270.1	CHR05V5|COORD:840267..836318|protein MAP kinase phosphatase, putative, expressed	LOC_Os05g02500.2	"no descriptionvery weakly similar to (58.2)AT3G55270| Symbols: MKP1 | MKP1 (MKP1); MAP kinase phosphatase | chr3:20508501-20510385 FORWARD"	protein.postranslational modification	29_4

CUST_4827_PI404877155	2	-0.11689758	-0.20975685	-0.02563095	0.048311234	0.10886288	0.02563095	Contig16156_at	FYVE finger-containing phosphoinositide kinase-like [Oryza sativa (japonica cultivar-group)]	BAC24937.1	phosphatidylinositol-4- phosphate 5-kinase family protein	At1g71010.1	protein Phosphatidylinositol-4-phosphate 5-Kinase, putative	Os08g33200	NONE	signalling.phosphinositides	30_4

CUST_59105_PI403524517	2	-0.9941101	0.519176	0.36922503	0.27755642	-0.27755594	-0.30455637	35_16857	"Cluster: Acid phosphatase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Acid phosphatase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q06C47	CHR1V7|COORD:6090756..6091968| phosphoric monoester hydrolase	AT1G17710.1	CHR01V5|COORD:30353312..30352096|protein phosphatase phospho1, putative, expressed	LOC_Os01g52230.1	" no descriptionvery weakly similar to (99.0)AT1G17710| Symbols:  | similar to phosphoric monoester hydrolase [Arabidopsis thaliana] (TAIR:AT1G73010.1); similar to putative phosphatase [Solanum lycopersicum] (GB:CAD30864.1); contains InterPro domain HAD-superfamily subfamily IB hydrolase, hypothetical 1; (InterPro:IPR006384) | chr1:6090756-6091748 REVERSEnot assigned Put_Phosphatase "	misc.acid and other phosphatases	26_13

CUST_115348_PI403524517	2	0.17899132	-0.5788207	-0.042535305	0.2784319	0.04253578	-0.10535145	35_32719	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_149480_PI403524517	2	0.26180935	-0.27753448	0.0075149536	-0.0075149536	-0.25439548	0.044639587	35_41815	"Cluster: Eukaryotic translation initiation factor 3 subunit 10-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Eukaryotic translation initiation"	UniRef90_Q5SN81	CHR3V7|COORD:9454230..9458683| protein kinase family protein	AT3G25840.1	CHR01V5|COORD:26935324..26928752|protein expressed protein	LOC_Os01g46710.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF1777 Caldesmon MAP7 Atrophin-1 PRK12678 PRK12585 TolA MFAP1_C Cgr1 Smc TolA	not assigned.unknown	35_2

CUST_100459_PI403524517	2	0.2997346	0.5231137	-0.0937767	-0.03840828	-0.15567112	0.038407803	35_28675	"Cluster: Os07g0647600 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os07g0647600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D438	"CHR4V7|COORD:974320..975917| similar to DNA binding [Arabidopsis thaliana] (TAIR:AT2G24960.1); similar to Cyclin-like F-box [Medicago truncatula] (GB:ABE91509.1"	AT4G02210.1	CHR07V5|COORD:27044452..27041729|protein expressed protein	LOC_Os07g45330.1	no description	not assigned.unknown	35_2

CUST_1016_PI399408534	2	-0.006556511	-0.27052307	-0.10069847	0.1254034	0.1315794	0.006556511	35_16562	"Cluster: Putative S-locus protein 4; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative S-locus protein 4 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ZAQ9	CHR4V7|COORD:2472081..2475415| pre-mRNA cleavage complex-related	AT4G04885.1	CHR08V5|COORD:5121790..5112391|protein expressed protein	LOC_Os08g08830.1	no descriptionmoderately similar to ( 256)AT4G04885| Symbols:  | pre-mRNA cleavage complex-related | chr4:2472081-2475415 FORWARDnot assigned	RNA.regulation of transcription.unclassified	27_3_99

CUST_13738_PI404877155	2	8.1920624E-4	0.03742981	-8.1825256E-4	0.04108429	-0.0015869141	-0.03318405	Contig7478_at	putative S-like ribonuclease RNS2 [Oryza sativa (japonica cultivar-group)]	BAB86068.1	ribonuclease 2 (RNS2)	At2g39780.1	protein ribonuclease 2 precursor (ec 3.1.27.1)	Os01g67180	putative S-like ribonuclease RNS2	RNA.processing.ribonucleases	27_1_19

CUST_16366_PI404877155	2	0.22684288	-0.9270439	-0.22684193	0.6165819	0.5725193	-0.69369125	HA10A05u_s_at	"light-harvesting complex IIa protein;"	1908421A	chlorophyll A-B binding protein CP29 (LHCB4)	At5g01530.1	protein probable chlorophyll a/b-binding protein - rice	Os07g37240	A light-harvesting complex IIa protein	PS.lightreaction.photosystem II.LHC-II	1_01_01_01

CUST_60763_PI403524517	2	-1.6218729	0.19351959	0.0762043	0.16564655	-0.47062206	-0.0762043	35_17330	Rep: Cold acclimation induced protein 2-1 - Triticum aestivum (Wheat)	UniRef90_Q4KXE0	CHR5V7|COORD:21887259..21888454| plastocyanin-like domain-containing protein	AT5G53870.1	CHR06V5|COORD:28388576..28387298|protein early nodulin 20 precursor, putative, expressed	LOC_Os06g46740.1	no descriptionweakly similar to ( 106)AT3G20570| Symbols:  | plastocyanin-like domain-containing protein | chr3:7186760-7187459 REVERSEvery weakly similar to (76.3)NO552_SOYBNEarly nodulin 55-2 precursor - Glycine max (Soybean)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Atrophin-1 PRK12323 Extensin_2 DUF1421 Drf_FH1 PRK05648 Cu_bind_like PRK07003 GRASP55_65 SSDP Herpes_BLLF1 PRK07764 HPC2 APC_basic PRK08853 Cytadhesin_P30 Gag_spuma Tymo_45kd_70kd CITED Fork_head_N Herpes_UL32 Herpes_TAF50 PRK12678 Chon_Sulph_att DUF605 MFMR RPH3A_effector PRK10263 Syndecan Protamine_P2 PRK10819 Protamine_P1 TT_ORF1 PRK08770 DAG1 tatB IER FAP CTF_NFI Amelogenin TonB DUF566 MCPVI Pneumo_att_G COG3456 ETS_PEA3_N PRK11633 PRK06132 DUF1210 DUF1750 PRK08691 DUF1777 PRK09111	misc.plastocyanin-like	26_19

CUST_73734_PI403524517	2	0.20736122	0.41571045	-0.20736027	-0.6536846	-0.6957979	0.22914886	35_21147	Rep: Pfg377 - Plasmodium falciparum	UniRef90_Q25857	CHR2V7|COORD:1610503..1612899| cation efflux family protein	AT2G04620.1	0	0	no description	not assigned.unknown	35_2

CUST_102274_PI403524517	2	0.08603239	0.21465349	-0.05749941	0.05749941	-0.42671347	-0.27625513	35_29179	"Cluster: Unknow protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Unknow protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5KQL9		0	CHR05V5|COORD:7627505..7625294|protein expressed protein	LOC_Os05g13790.1	no description	not assigned.unknown	35_2

CUST_27502_PI399408534	2	-0.28913498	0.75207853	0.0046072006	0.08318806	-0.24343872	-0.0046072006	35_38616	"Cluster: ASF/SF2-like pre-mRNA splicing factor SRP32; n=3; Poaceae|Rep: ASF/SF2-like pre-mRNA splicing factor SRP32 - Zea mays (Maize)"	UniRef90_Q64HC3	"CHR1V7|COORD:626918..629583| SR1 (splicing factor 2); RNA binding"	AT1G02840.1	CHR03V5|COORD:12793413..12798201|protein pre-mRNA-splicing factor SF2, putative, expressed	LOC_Os03g22380.1	" no descriptionvery weakly similar to (76.6)AT1G02840| Symbols: ATSRP34, SRP34, SR1 | SR1 (splicing factor 2); RNA binding | chr1:626918-629583 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF1777 "	RNA.processing.splicing	27_1_1

CUST_48213_PI403524517	2	0.13335514	-0.59318256	-0.105734825	0.101670265	0.17256165	-0.10167122	35_13784	Rep: Ribosomal protein L18 - Triticum aestivum (Wheat)	UniRef90_Q5I7L0	"CHR3V7|COORD:1621517..1622781| RPL18 (RIBOSOMAL PROTEIN L18); structural constituent of ribosome"	AT3G05590.1	CHR05V5|COORD:3208318..3210939|protein 60S ribosomal protein L18, putative, expressed	LOC_Os05g06310.1	"no descriptionmoderately similar to ( 309)AT3G05590| Symbols: RPL18 | RPL18 (RIBOSOMAL PROTEIN L18); structural constituent of ribosome | chr3:1621517-1622781 FORWARDmoderately similar to ( 288)RL18_CICAR60S ribosomal protein L18 - Cicer arietinum (Chickpea) (Garbanzo)not assigned Ribosomal_L18e RPL18A PRK04005"	protein.synthesis.misc ribososomal protein	29_2_2

CUST_106378_PI403524517	2	0.0037989616	0.27575588	-0.06770325	-0.0037989616	-0.5513687	0.0046424866	35_30276	"Cluster: Os04g0223000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os04g0223000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JEQ3	"CHR3V7|COORD:20335264..20340819| ATVPS33 (Arabidopsis thaliana vacuolar protein sorting 33); protein transporter"	AT3G54860.1	CHR04V5|COORD:8213126..8196368|protein vacuolar protein-sorting protein 33, putative, expressed	LOC_Os04g14654.2	" no descriptionvery weakly similar to (76.3)AT3G54860| Symbols: VPS33, ATVPS33 | ATVPS33 (Arabidopsis thaliana vacuolar protein sorting 33); protein transporter | chr3:20335264-20340819 REVERSEnot assigned "	protein.targeting.secretory pathway.vacuole	29_3_4_3

CUST_153583_PI403524517	2	0.22936916	-0.52735424	-0.18290234	0.20766735	-0.06631136	0.06631088	35_42923	"Cluster: Hypothetical protein OSJNBa0090O10.8; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0090O10.8 - Oryza sativa (japonica cu"	UniRef90_Q8GZX5	CHR1V7|COORD:16816094..16817173| DNA binding / ligand-dependent nuclear receptor	AT1G44191.1	CHR03V5|COORD:759421..760295|protein expressed protein	LOC_Os03g02280.1	no description	not assigned.unknown	35_2

CUST_154129_PI403524517	2	0.006887436	0.048939705	-0.24829054	-0.0053367615	-0.40980673	0.0053372383	35_43068	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_95623_PI403524517	2	0.0	0.070653915	-0.0882597	0.0	0.014889717	-8.72612E-4	35_27328	"Cluster: Leucine carboxyl methyltransferase family protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Leucine carboxyl methyltransferase family prot"	UniRef90_Q5VPE9	"CHR1|COORD:389824..392816| leucine carboxyl methyltransferase family protein, contains Pfam PF04072: Leucine carboxyl methyltransferase domain; similar to"	AT1G02100.1	CHR06V5|COORD:2104395..2099055|protein leucine carboxyl methyltransferase 1, putative, expressed	LOC_Os06g04820.1	no descriptionvery weakly similar to (77.8)AT1G02100| Symbols:  | leucine carboxyl methyltransferase family protein | chr1:389876-392448 FORWARDnot assigned LCM	not assigned.no ontology	35_1

CUST_104665_PI403524517	2	-0.06550026	1.0750599	0.6342516	-0.2967558	-0.024673462	0.024673462	35_29824	"Cluster: OSJNBa0070M12.14 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0070M12.14 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XTL5	CHR1V7|COORD:22496859..22500684| proline-rich family protein	AT1G61080.1	CHR04V5|COORD:34913534..34909511|protein dnaJ domain containing protein, expressed	LOC_Os04g59060.2	no description	not assigned.unknown	35_2

CUST_130827_PI403524517	2	-0.064754486	-0.28479767	0.117648125	-0.059462547	0.15564156	0.059461594	35_36742	"Cluster: Hypothetical protein OSJNBa0016I09.9; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0016I09.9 - Oryza sativa (japonica cu"	UniRef90_Q8LRJ4	"CHR3V7|COORD:5018282..5020111| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G05480.1); similar to Peptide-N4-(N-acetyl-beta-glucosaminyl)aspara"	AT3G14920.1	CHR01V5|COORD:5827634..5825355|protein peptide-N4-asparagine amidase A, putative, expressed	LOC_Os01g10930.1	"no descriptionweakly similar to ( 104)AT3G14920| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G05480.1); similar to Peptide-N4-(N-acetyl-beta-glucosaminyl)aspara (GB:P81898) | chr3:5018282-5020111 FORWARD"	not assigned.unknown	35_2

CUST_155073_PI403524517	2	0.09672642	0.060368538	-0.035060883	0.035060883	-0.24422169	-0.11812496	35_43321	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_182256_PI403524517	2	0.12890482	0.009142399	0.33186483	-0.20191574	-0.009142876	-0.2945056	35_50669	"Cluster: Amino acid permease family protein, putative, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Amino acid permease family protein, putative,"	UniRef90_Q2QLZ1	"CHR1V7|COORD:21467850..21471806| CAT2 (CATIONIC AMINO ACID TRANSPORTER 2); amino acid transporter"	AT1G58030.1	CHR12V5|COORD:26592498..26587454|protein high-affinity cationic amino acid transporter 1, putative, expressed	LOC_Os12g42850.3	"no descriptionweakly similar to ( 112)AT1G58030| Symbols: CAT2 | CAT2 (CATIONIC AMINO ACID TRANSPORTER 2); amino acid transporter | chr1:21467850-21471806 REVERSEnot assigned"	transport.amino acids	34_3

CUST_11784_PI399408534	2	0.004137993	-0.031708717	0.0937376	0.049743652	-0.004137039	-0.06931305	35_16186	"Cluster: Brassinosteroid biosynthesis-like protein; n=3; Poaceae|Rep: Brassinosteroid biosynthesis-like protein - Zea mays (Maize)"	UniRef90_Q5YFA2	"CHR3|COORD:6879624..6882265| cell elongation protein / DWARF1 / DIMINUTO (DIM), identical to GB:S71189 (SP:Q39085) from (Arabidopsis thaliana); contains Pfam"	AT3G19820.2	CHR10V5|COORD:13031796..13028117|protein cell elongation protein diminuto, putative, expressed	LOC_Os10g25780.1	" no descriptionhighly similar to ( 954)AT3G19820| Symbols: DIM, EVE1, DW1, DIM1, CBB1, DWF1 | DWF1 (DIMINUTO 1); catalytic | chr3:6879841-6881622 REVERSEhighly similar to ( 926)DIM_PEACell elongation protein diminuto - Pisum sativum (Garden pea)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned GlcD FAD_binding_4 DUF566 PRK12323 "	hormone metabolism.brassinosteroid.synthesis-degradation.sterols.DWF1	17_3_1_2_8

CUST_85053_PI403524517	2	0.15501213	0.121421814	-0.020776749	-0.13290405	0.020775795	-0.2825799	35_24368	Rep: Hypothetical protein - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q5XVC2	CHR3V7|COORD:1321459..1325955| pseudouridylate synthase	AT3G04820.1	CHR01V5|COORD:32994273..32987548|protein pseudouridylate synthase, putative, expressed	LOC_Os01g56620.1	no descriptionmoderately similar to ( 411)AT3G04820| Symbols:  | pseudouridylate synthase | chr3:1321459-1325955 REVERSEnot assigned PseudoU_synth_ScPUS7 COG0585 PSTD1 PseudoU_synth_TruD_like TruD truD PseudoU_synth_EcTruD PseudoU_synth	not assigned.unknown	35_2

CUST_4878_PI399408534	2	-0.0062627792	-0.07842827	0.05945015	0.006263733	0.08673859	-0.04778385	35_13775	"Cluster: Putative COP9 complex subunit 3, FUS11; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative COP9 complex subunit 3, FUS11 - Oryza sativa (japonic"	UniRef90_Q6ZJ47	CHR5V7|COORD:4597973..4600564| COP13 (CONSTITUTIVE PHOTOMORPHOGENIC 13)	AT5G14250.1	CHR08V5|COORD:1044273..1048751|protein COP9 signalosome complex subunit 3, putative, expressed	LOC_Os08g02550.1	 no descriptionmoderately similar to ( 424)AT5G14250| Symbols: CSN3, FUS11, COP13 | COP13 (CONSTITUTIVE PHOTOMORPHOGENIC 13) | chr5:4597973-4599989 FORWARDvery weakly similar to (65.5)CSN3_BRAOLCOP9 signalosome complex subunit 3 - Brassica oleracea (Wild cabbage)not assigned not assigned not assigned not assigned PCI PINT 	signalling.light.COP9 signalosome	30_11_1

CUST_29543_PI399408534	2	0.20915365	0.75256586	0.14220667	-0.3035574	-0.14220667	-0.1651721	35_31519	Rep: Transcription factor-like - Oryza sativa (japonica cultivar-group)	UniRef90_Q5Z8P6	CHR4V7|COORD:16680826..16681810| bZIP transcription factor family protein	AT4G35040.1	CHR06V5|COORD:30455224..30451451|protein DNA binding protein, putative, expressed	LOC_Os06g50310.1	no descriptionvery weakly similar to (50.1)AT4G35040| Symbols:  | bZIP transcription factor family protein | chr4:16680826-16681810 FORWARD	RNA.regulation of transcription.bZIP transcription factor family	27_3_35

CUST_37649_PI403524517	2	0.26012802	0.023952484	-0.0119690895	-0.09509325	-0.19462156	0.011968613	35_10842	"Cluster: Extensin-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: Extensin-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8L3T8	"CHR1V7|COORD:23115483..23118958| LRX2 (LEUCINE-RICH REPEAT/EXTENSIN 2); protein binding / structural constituent of cell wall"	AT1G62440.1	CHR01V5|COORD:23612086..23614184|protein protein binding protein, putative, expressed	LOC_Os01g41120.1	"no descriptionmoderately similar to ( 326)AT1G62440| Symbols: LRX2 | LRX2 (LEUCINE-RICH REPEAT/EXTENSIN 2); protein binding / structural constituent of cell wall | chr1:23115483-23118958 FORWARDweakly similar to ( 105)RPK1_IPONIReceptor-like protein kinase precursor - Ipomoea nil (Japanese morning glory) (Pharbitis nil)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Herpes_BLLF1 PRK07003 HPC2 Tymo_45kd_70kd PRK12323 DUF566 Atrophin-1 Pneumo_att_G Metaviral_G KAR9 COG5099 Herpes_TAF50 TT_ORF1 PRK07764 APC_basic SerH PRK10905 AF-4 PRK11901 Syndecan"	cell wall.cell wall proteins.LRR	10_5_3

CUST_6378_PI399408534	2	0.015773773	-0.43858433	0.021968842	-0.010920525	-0.057374	0.010920525	35_14182	Rep: Calmodulin-1 - Oryza sativa (Rice)	UniRef90_Q7F8I8	"CHR3V7|COORD:15675606..15677342| CAM7 (CALMODULIN 7); calcium ion binding"	AT3G43810.1	CHR07V5|COORD:29198699..29196039|protein calmodulin, putative, expressed	LOC_Os07g48780.1	"no descriptionmoderately similar to ( 295)AT3G43810| Symbols: CAM7 | CAM7 (CALMODULIN 7); calcium ion binding | chr3:15675606-15677342 REVERSEmoderately similar to ( 295)CALM_CAPANCalmodulin - Capsicum annuum (Bell pepper)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned FRQ1 EFh"	signalling.calcium	30_3

CUST_66590_PI403524517	2	-0.13438797	0.22119331	0.06960583	0.0022296906	-0.06453037	-0.0022296906	35_19015	"Cluster: Putative CEO protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative CEO protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8W3G3	CHR1V7|COORD:11613407..11615874| RCD1 (RADICAL-INDUCED CELL DEATH1)	AT1G32230.1	CHR10V5|COORD:22710023..22705650|protein RCD1, putative, expressed	LOC_Os10g42710.1	 no descriptionmoderately similar to ( 215)AT1G32230| Symbols: CEO, ATP8, CEO1, RCD1 | RCD1 (RADICAL-INDUCED CELL DEATH1) | chr1:11613407-11615874 FORWARD	not assigned.no ontology	35_1

CUST_12516_PI404877155	2	0.0024795532	-0.2841692	-0.023569107	0.03532219	-0.002480507	0.07045841	Contig6262_at	putative WD-repeat containing protein [Oryza sativa (japonica cultivar-group)] gb|AAP54192.1| putative WD-repeat containing protein [Oryza s	NP_921905.1	transducin family protein / WD-40 repeat family protein	At1g04510.1	protein putative WD-repeat containing protein	Os10g32880	"transducin family protein / WD-40 repeat family protein, contains 6 WD-40 repeats (PF00400); similar to cell cycle control protein cwf8 (SP:O14011) (Schizosaccharomyces pombe (Fission yeast)) or  similar to transducin family protein / WD-40 repeat family"	RNA.processing	27_1

CUST_13689_PI404877155	2	0.01503849	0.14560032	-0.07380867	-0.0076675415	-0.08402252	0.007668495	Contig7414_at	putative ABC transporter [Hordeum vulgare subsp. vulgare]	AAG49002.1	ABC transporter (TAP2)	At5g39040.1	protein putative  ABC (ATP-binding cassette) transporter transmembrane protein	Os03g54790	NONE	transport.ABC transporters and multidrug resistance systems	34_16

CUST_46749_PI403524517	2	-0.1161623	0.14413166	0.4060855	0.028488636	-0.028488636	-0.32125902	35_13387	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_22505_PI403524517	2	0.072496414	-0.4566717	0.019975662	-0.017019272	-0.20425606	0.017018318	35_6536	"Cluster: Hypothetical protein B1090H08.31; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1090H08.31 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6YW64	"CHR2V7|COORD:12141175..12142992| DRB2 (DSRNA-BINDING PROTEIN 2); double-stranded RNA binding"	AT2G28380.1	CHR08V5|COORD:17975517..17970419|protein RBP2 protein, putative, expressed	LOC_Os08g29530.2	"no descriptionvery weakly similar to (68.6)AT2G28380| Symbols: DRB2 | DRB2 (DSRNA-BINDING PROTEIN 2); double-stranded RNA binding | chr2:12141175-12142992 REVERSErnc DSRM dsrm DSRM Rnc"	RNA.RNA binding	27_4

CUST_111622_PI403524517	2	-0.09600639	0.26852322	0.16394806	-0.050819397	0.05082035	-0.19160748	35_31693	"Cluster: Similar to late embryogenesis abundant proteins; n=2; Arabidopsis thaliana|Rep: Similar to late embryogenesis abundant proteins - Arabidopsis thaliana"	UniRef90_O80576	CHR2V7|COORD:18233998..18235064| late embryogenesis abundant family protein / LEA family protein	AT2G44060.1	CHR03V5|COORD:35382610..35379908|protein salt tolerance protein, putative, expressed	LOC_Os03g62620.3	no descriptionweakly similar to ( 176)AT2G44060| Symbols:  | late embryogenesis abundant family protein / LEA family protein | chr2:18233998-18235064 FORWARDvery weakly similar to (55.5)LEA14_SOYBNDesiccation protectant protein Lea14 homolog - Glycine max (Soybean)not assigned not assigned not assigned not assigned not assigned LEA_2 Gag_spuma COG5608 Herpes_BLLF1 Metaviral_G	development.late embryogenesis abundant	33_2

CUST_22376_PI403524517	2	0.12503433	0.28488064	-0.31137466	-0.08662987	-0.016337395	0.016337395	35_6499	"Cluster: Hypothetical protein P0453H11.5; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0453H11.5 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q5KQK2	CHR2V7|COORD:10947608..10948727| senescence-associated protein-related	AT2G25690.2	CHR05V5|COORD:4817880..4815575|protein expressed protein	LOC_Os05g08800.1	no descriptionvery weakly similar to (82.0)AT2G25690| Symbols:  | senescence-associated protein-related | chr2:10947608-10948727 REVERSE	development.unspecified	33_99

CUST_91280_PI403524517	2	0.050096035	-0.70749044	0.11258173	0.083922386	-0.05009556	-0.11490917	35_26101	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_181641_PI403524517	2	0.29766703	-0.47686195	0.33443356	-0.19793701	-0.32742453	0.19793701	35_50502	"Cluster: Putative pentatricopeptide (PPR) repeat-containing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative pentatricopeptide (PPR) repeat-co"	UniRef90_Q6K892	CHR5V7|COORD:2745209..2747758| pentatricopeptide (PPR) repeat-containing protein	AT5G08490.1	CHR02V5|COORD:10960619..10968057|protein pentatricopeptide repeat protein PPR868-14, putative, expressed	LOC_Os02g18810.1	no descriptionweakly similar to ( 131)AT5G08490| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr5:2745209-2747758 REVERSE	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_178538_PI403524517	2	0.040556908	-0.47422123	0.06994438	-0.040555954	0.15176678	-0.2675724	35_49655	"Cluster: Nucleosome assembly protein 1-like protein 2; n=2; Oryza sativa|Rep: Nucleosome assembly protein 1-like protein 2 - Oryza sativa (Rice)"	UniRef90_Q70Z20	"CHR2V7|COORD:8445683..8448122| NAP1;2 (NUCLEOSOME ASSEMBLY PROTEIN1;2); DNA binding"	AT2G19480.1	CHR05V5|COORD:26729261..26724733|protein expressed protein	LOC_Os05g46230.2	"no descriptionvery weakly similar to (94.0)AT2G19480| Symbols: NAP1;2 | NAP1;2 (NUCLEOSOME ASSEMBLY PROTEIN1;2) | chr2:8445683-8448122 FORWARDnot assigned NAP"	DNA.synthesis/chromatin structure	28_1

CUST_26244_PI399408534	2	-0.22227097	0.50939655	-0.019122124	0.056818962	-0.09059715	0.019122124	35_1276	"Cluster: OSJNBb0039L24.13 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBb0039L24.13 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XMK5	CHR5V7|COORD:8010007..8011456| remorin family protein	AT5G23750.2	CHR04V5|COORD:26449344..26445600|protein remorin, putative, expressed	LOC_Os04g45070.1	no descriptionvery weakly similar to (85.9)AT5G23750| Symbols:  | remorin family protein | chr5:8010007-8011456 REVERSEvery weakly similar to (97.4)REMO_SOLTURemorin - Solanum tuberosum (Potato)not assigned not assigned not assigned not assigned Remorin_C tolA TolA Caldesmon PRK05648	RNA.regulation of transcription.unclassified	27_3_99

CUST_18874_PI404877155	2	0.19390488	-0.056829453	-0.005763054	-0.0047159195	0.004714966	0.17259407	HW06H20u_at	unnamed protein product [Arabidopsis thaliana]	BAB02809.1	calcium-binding EF hand family protein	At4g05520.1	protein EF hand, putative	Os02g06340	"calcium-binding EF hand family protein, similar to  EH-domain containing protein 1 from {Mus musculus} SP:Q9WVK4, {Homo sapiens} SP:Q9H4M9, receptor-mediated endocytosis 1 from (Caenorhabditis elegans) GI:13487775, GI:13487777, GI:13487779; contains INTER"	signalling.calcium	30_3

CUST_66919_PI403524517	2	-0.021709442	-0.06926918	0.17550373	-0.12162781	0.021709442	0.050232887	35_19112	"Cluster: Hypothetical protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QN97	0	0	CHR12V5|COORD:23636569..23639501|protein expressed protein	LOC_Os12g38550.1	no description	not assigned.unknown	35_2

CUST_27886_PI399408534	2	0.24547863	0.032269	-0.02571249	-0.44775057	-0.71738434	0.025712013	35_28805	"Cluster: Putative DEAH-box RNA helicase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative DEAH-box RNA helicase - Oryza sativa (japonica cultivar-group"	UniRef90_Q7XIR8	"CHR5V7|COORD:4122750..4128663| EMB3011 (EMBRYO DEFECTIVE 3011); RNA helicase"	AT5G13010.1	CHR07V5|COORD:19297400..19289189|protein pre-mRNA-splicing factor ATP-dependent RNA helicase PRP16, putative, expressed	LOC_Os07g32430.1	"no descriptionvery weakly similar to (53.5)AT5G13010| Symbols: EMB3011 | EMB3011 (EMBRYO DEFECTIVE 3011); RNA helicase | chr5:4122750-4128663 FORWARD"	RNA.processing.RNA helicase	27_1_2

CUST_64998_PI403524517	2	-0.28137207	0.52794456	-0.07188749	0.07188797	-0.11097956	0.49415398	35_18559	"Cluster: Major facilitator superfamily antiporter, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Major facilitator superfamily"	UniRef90_Q2RAW5	"CHR5V7|COORD:4432692..4436486| ZIF1 (ZINC INDUCED FACILITATOR 1); carbohydrate transporter/ sugar porter"	AT5G13740.1	CHR11V5|COORD:1630422..1625475|protein major facilitator superfamily antiporter, putative, expressed	LOC_Os11g04030.4	"no descriptionweakly similar to ( 113)AT5G13740| Symbols: ZIF1 | ZIF1 (ZINC INDUCED FACILITATOR 1); carbohydrate transporter/ sugar porter | chr5:4432692-4436486 FORWARDnot assigned"	transporter.sugars	34_2

CUST_11238_PI404877155	2	0.2694416	-0.23185349	-0.0049934387	0.17783833	-0.10867548	0.0049934387	Contig491_s_at	glycine dehydrogenase (decarboxylating) (EC 1.4.4.2) [imported] - Hordeum sp. x Triticum sp gb|AAB82711.1| glycine decarboxylase P subunit [	T46636	glycine dehydrogenase (decarboxylating), putative / glycine decarboxylase, putative / glycine cleavage system	At4g33010.1	protein glycine dehydrogenase	Os01g51410	glycine dehydrogenase	amino acid metabolism.degradation.serine-glycine-cysteine group.glycine	13_2_5_2

CUST_47833_PI403524517	2	5.836487E-4	-0.14680862	-0.006538391	0.06701279	0.018787384	-5.836487E-4	35_13683	Rep: Ubiquitin extension protein - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q0WV69	"CHR2V7|COORD:19351771..19352244| UBQ6 (ubiquitin 6); protein binding"	AT2G47110.1	CHR01V5|COORD:12628890..12627996|protein 40S ribosomal protein S27a, putative, expressed	LOC_Os01g22490.1	"no descriptionmoderately similar to ( 220)AT2G47110| Symbols: UBQ6 | UBQ6 (ubiquitin 6); protein binding | chr2:19351771-19352244 FORWARDweakly similar to ( 144)UBIQ_WHEATUbiquitin - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Ubiquitin ubiquitin UBQ Nedd8 UBL Ribosomal_S27 AN1_N RAD23_N RPS31 Scythe_N UBQ parkin_N Fubi SF3a120_C GDX_N PRK00432 NIRF_N AF-4 PRK12323 PRK07003 ISG15_repeat2 Herpes_BLLF1 UBI4 DUF566 hPLIC_N"	protein.degradation.ubiquitin.ubiquitin	29_5_11_1

CUST_38323_PI403524517	2	0.2967987	0.42392063	0.14825392	-0.14825392	-0.37689066	-0.17344046	35_11030	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_1434_PI404877155	2	0.080495834	0.21928215	-0.22656822	-0.011642456	0.011642456	-0.19796276	Contig11552_at	putative AP2 domain containing protein [Oryza sativa] gb|AAQ24204.1| AP2 domain-containing protein Rap211 [Oryza sativa] dbj|BAD25756.1| put	CAC39080.1	AP2 domain-containing transcription factor TINY, putative	At2g44940.1	protein AP2 domain-containing protein Rap211	Os02g43970	AP2 domain-containing protein Rap211	RNA.regulation of transcription.AP2/EREBP, APETALA2/Ethylene-responsive element binding protein family	27_3_03

CUST_176483_PI403524517	2	-0.051255703	0.14627838	0.05125618	0.2824788	-0.49812603	-0.13041782	35_49109	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_153480_PI403524517	2	0.007452965	-0.22826147	0.26269674	0.18701124	-0.007452965	-0.16017008	35_42894	"Cluster: Putative DNA polymerase III subunit gamma/tau; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative DNA polymerase III subunit gamma/tau - Oryza s"	UniRef90_Q5JNF0	CHR4V7|COORD:10330382..10334101| ATP binding / DNA-directed DNA polymerase/ nucleoside-triphosphatase/ nucleotide binding	AT4G18820.1	CHR01V5|COORD:30823570..30817595|protein nucleoside-triphosphatase/ nucleotide binding protein, putative, expressed	LOC_Os01g53070.1	no descriptionweakly similar to ( 160)AT5G45720| Symbols:  | ATP binding / DNA-directed DNA polymerase/ nucleoside-triphosphatase/ nucleotide binding | chr5:18560565-18563856 REVERSEnot assigned not assigned DnaX PRK07133 PRK05896 PRK06674 PRK07270 PRK06305 PRK06647 PRK05563 PRK08853 PRK06872 PRK07764 PRK05648 PRK08451 PRK08770 PRK07994 PRK08691 PRK12323 PRK07003	DNA.synthesis/chromatin structure	28_1

CUST_65808_PI403524517	2	-0.046367645	0.29541016	-0.071315765	0.007007599	0.035852432	-0.0070085526	35_18797	"Cluster: Hypothetical protein OJ1320_D10.7; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1320_D10.7 - Oryza sativa (japonica"	UniRef90_Q5W767	CHR2V7|COORD:12854905..12858985| ubiquitin family protein	AT2G30100.1	CHR05V5|COORD:16606063..16610081|protein expressed protein	LOC_Os05g28500.1	no descriptionmoderately similar to ( 337)AT2G30100| Symbols:  | ubiquitin family protein | chr2:12854905-12858985 FORWARD	protein.degradation.ubiquitin.ubiquitin	29_5_11_1

CUST_19697_PI404877155	2	-0.27141094	0.040619373	0.12816095	0.36226845	-0.14056969	-0.040619373	S0001100116E08F1_x_at	BTI-CMe3.1 protein [Hordeum vulgare]	CAA11030.1	0	0	protein Protease inhibitor/seed storage/LTP family, putative	Os07g12080	BTI-CMe3.1 protein	development.inhibitor proteins	33_50

CUST_30933_PI403524517	2	-0.019389153	-0.020715714	-0.037875175	0.12700272	0.06392956	0.019389153	35_8926	"Cluster: OSJNBb0017I01.13 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBb0017I01.13 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XKE1	"CHR2V7|COORD:8942869..8944373| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G20230.1); similar to Os04g0679900 [Oryza sativa (japonica"	AT2G20740.1	CHR04V5|COORD:34502184..34498799|protein expressed protein	LOC_Os04g58330.1	"no descriptionweakly similar to ( 125)AT2G20740| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G20230.1); similar to Os04g0679900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001054283.1); similar to H0801D08.19 [Oryza sativa (indica cultivar-group)] (GB:CAJ86261.1) | chr2:8942869-8944373 FORWARD"	not assigned.unknown	35_2

CUST_49969_PI403524517	2	0.42343426	-1.0776062	-0.29439545	0.46910667	0.24491787	-0.24491787	35_14264	"Cluster: Putative chlorophyll a/b-binding protein type III; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative chlorophyll a/b-binding protein type III -"	UniRef90_Q6H748	"CHR1V7|COORD:22703817..22704814| LHCA3 (Photosystem I light harvesting complex gene 3); chlorophyll binding"	AT1G61520.1	CHR02V5|COORD:5470496..5468374|protein chlorophyll a-b binding protein 8, chloroplast precursor, putative, expressed	LOC_Os02g10390.1	 no descriptionmoderately similar to ( 380)AT1G61520| Symbols: LHCA3 | LHCA3 (Photosystem I light harvesting complex gene 3) | chr1:22704158-22704814 FORWARDweakly similar to ( 150)CB12_PETHYChlorophyll a-b binding protein, chloroplast precursor - Petunia hybrida (Petunia)not assigned not assigned Chloroa_b-bind APC_basic PRK07003 	PS.lightreaction.photosystem II.LHC-II	1_1_1_1

CUST_66059_PI403524517	2	-0.097390175	-0.12828541	0.12091446	0.12705135	0.06683254	-0.06683159	35_18866	"Cluster: Putative P58IPK; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative P58IPK - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5JNB5	CHR5V7|COORD:750285..752670| DNAJ heat shock N-terminal domain-containing protein	AT5G03160.1	CHR01V5|COORD:43516004..43520382|protein dnaJ homolog subfamily C member 7, putative, expressed	LOC_Os01g74580.2	no descriptionmoderately similar to ( 224)AT5G03160| Symbols:  | DNAJ heat shock N-terminal domain-containing protein | chr5:750285-752670 FORWARDvery weakly similar to (67.0)DNJH_CUCSADnaJ protein homolog - Cucumis sativus (Cucumber)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DnaJ DnaJ PRK10767 DnaJ CbpA PRK10266 SEC63 djlA	stress.abiotic.heat	20_2_1

CUST_11653_PI404877155	2	-0.06237316	-0.6257181	-0.05210972	0.13020802	0.16497898	0.05210972	Contig5343_at	diaminopimelate decarboxylase, putative / DAP carboxylase, putative [Arabidopsis thaliana]	NP_188056.1	diaminopimelate decarboxylase, putative / DAP carboxylase, putative	At3g14390.1	protein diaminopimelate decarboxylase	Os02g24350	"diaminopimelate decarboxylase, putative / DAP carboxylase, putative, similar to diaminopimelate decarboxylase (Arabidopsis thaliana) GI:6562332; contains Pfam profiles PF02784: Pyridoxal-dependent decarboxylase pyridoxal binding domain, PF00278: Pyridoxal"	amino acid metabolism.synthesis.aspartate family.lysine	13_1_3_5

CUST_132072_PI403524517	2	0.005361557	0.45601273	0.2650671	-0.22484684	-0.16340065	-0.0053606033	35_37092	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_90633_PI403524517	2	0.061302185	0.24673271	0.0053224564	-0.026987076	-0.28179455	-0.0053224564	35_25922	"Cluster: Putative U4/U6.U5 tri-snRNP-associated 65 kDa protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative U4/U6.U5 tri-snRNP-associated 65 kDa p"	UniRef90_Q69MX3	CHR4V7|COORD:11804085..11806951| ubiquitin carboxyl-terminal hydrolase family protein	AT4G22350.1	CHR09V5|COORD:14398473..14393486|protein USP39 protein, putative, expressed	LOC_Os09g24250.1	no descriptionmoderately similar to ( 432)AT4G22285| Symbols:  | ubiquitin thiolesterase/ zinc ion binding | chr4:11779075-11781910 REVERSEnot assigned not assigned not assigned Peptidase_C19M ZnF_UBP UCH Peptidase_C19E	protein.degradation	29_5

CUST_12464_PI399408534	2	0.012456417	0.24947834	0.18631697	-0.012456417	-0.55934954	-0.25518322	35_27685	"Cluster: Similar to axi 1 protein from Nicotiana tabacum; n=1; Arabidopsis thaliana|Rep: Similar to axi 1 protein from Nicotiana tabacum - Arabidopsis thaliana"	UniRef90_Q9ZVF7	"CHR2V7|COORD:216979..220340| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G14970.1); similar to Hypothetical plant protein [Medicago truncatula]"	AT2G01480.1	CHR05V5|COORD:22497152..22503258|protein growth regulator protein, putative	LOC_Os05g38490.1	" no descriptionmoderately similar to ( 489)AT2G01480| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G14970.1); similar to Hypothetical plant protein [Medicago truncatula] (GB:ABE89193.1); contains InterPro domain Protein of unknown function DUF246, plant; (InterPro:IPR004348) | chr2:216979-220340 FORWARDDUF246 "	hormone metabolism.auxin.induced-regulated-responsive-activated	17_2_3

CUST_27289_PI403524517	2	-0.13789368	-0.17743492	0.02957058	-0.029571533	0.049786568	0.04800129	35_7902	"Cluster: Hypothetical protein P0712G01.15; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0712G01.15 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5Z5X5	"CHR2V7|COORD:7140786..7142565| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G51090.1); similar to Os06g0713100 [Oryza sativa (japonica"	AT2G16460.1	CHR06V5|COORD:30206143..30201972|protein mitochondrion protein, putative, expressed	LOC_Os06g49890.1	"no descriptionmoderately similar to ( 309)AT2G16460| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G51090.1); similar to Os06g0713100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001058564.1); similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE89621.1); contains InterPro domain Protein of unknown function DUF1640; (InterPro:IPR012439) | chr2:7140786-7142565 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF1640 Tymo_45kd_70kd PRK07764 Extensin_2 DUF1421 PRK12323 Atrophin-1 PRK07003 Drf_FH1 PRK10819 PRK05648 IER DUF1210 DUF1509"	not assigned.unknown	35_2

CUST_30197_PI399408534	2	0.014554024	-8.916855E-4	0.04542923	8.916855E-4	-0.027944565	-0.031739235	35_38533	"Cluster: Putative glucose inhibited division protein A; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative glucose inhibited division protein A - Oryza s"	UniRef90_Q5JN40	CHR2V7|COORD:5600352..5605378| glucose-inhibited division family A protein	AT2G13440.1	CHR01V5|COORD:42662602..42656094|protein tRNA uridine 5-carboxymethylaminomethyl modification enzyme gidA, putative, expressed	LOC_Os01g72980.2	no descriptionvery weakly similar to (92.4)AT2G13440| Symbols:  | glucose-inhibited division family A protein | chr2:5600352-5605378 REVERSEnot assigned not assigned not assigned GidA PRK05192	signalling.in sugar and nutrient physiology	30_1

CUST_56723_PI403524517	2	0.03369999	-0.8180065	-0.21009922	0.11714268	-0.010274887	0.010274887	35_16154	"Cluster: Calcium-dependent protein kinase CPK1 adapter protein 2-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Calcium-dependent protein kinase"	UniRef90_Q5Z9P7	"CHR2V7|COORD:7834562..7835678| similar to kinectin-related [Arabidopsis thaliana] (TAIR:AT5G66250.3); similar to putative"	AT2G17990.1	CHR06V5|COORD:30366352..30369713|protein calcium-dependent protein kinase CPK1 adapter protein 2, putative, expressed	LOC_Os06g50146.1	"no descriptionmoderately similar to ( 279)AT2G17990| Symbols:  | similar to kinectin-related [Arabidopsis thaliana] (TAIR:AT5G66250.3); similar to putative calcium-dependent protein kinase CPK1 adapter protein 2 [Mesembryanthemum crystallinum] (GB:AAR06858.1); contains domain no description (G3D.1.20.58.90) | chr2:7834562-7835678 FORWARDnot assigned Myosin_tail_1"	not assigned.unknown	35_2

CUST_74666_PI403524517	2	0.08859539	-0.5124216	-0.101018906	0.12038708	0.15769958	-0.08859539	35_21410	"Cluster: Pectinesterase inhibitor domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Pectinesterase inhibitor domain"	UniRef90_Q2QML6	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	CHR12V5|COORD:25200446..25199689|protein pectinesterase inhibitor domain containing protein, expressed	LOC_Os12g40750.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 Totivirus_coat PRK12678 PRK07764 PRK07003	not assigned.unknown	35_2

CUST_103349_PI403524517	2	-0.2955389	-0.16676617	-0.008055687	0.36118126	0.13497353	0.008055687	35_29471	Rep: Hypothetical protein - Emericella nidulans (Aspergillus nidulans)	UniRef90_Q5ASL5	CHR1V7|COORD:22496859..22500684| proline-rich family protein	AT1G61080.1	CHR07V5|COORD:24271675..24264784|protein formin-2, putative, expressed	LOC_Os07g40510.1	no description	not assigned.unknown	35_2

CUST_179368_PI403524517	2	0.6698103	0.041790485	0.092666626	-0.38886738	-0.04179001	-0.19686413	35_49887	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_1655_PI404877155	2	0.046528816	-2.861023E-4	2.861023E-4	-0.024111748	-0.016396523	0.027891159	Contig11877_at	Dihydrodipicolinate synthase 1, chloroplast precursor (DHDPS 1) pir||WZWTH7 dihydrodipicolinate synthase (EC 4.2.1.52) precursor (clone pDA1	P24846	dihydrodipicolinate synthase 2 (DHDPS2)	At2g45440.1	protein dihydrodipicolinate synthase, putative	Os04g18200	Dihydrodipicolinate synthase 2, chloroplast precursor (DHDPS 2) pir	amino acid metabolism.synthesis.aspartate family.lysine	13_1_3_5

CUST_49537_PI403524517	2	0.31216145	-1.6261559	-0.42317772	0.5420399	0.53649807	-0.3121624	35_14128	"Cluster: Chlorophyll a/b binding protein precursor; n=4; BEP clade|Rep: Chlorophyll a/b binding protein precursor - Hordeum vulgare (Barley)"	UniRef90_Q9SDM1	"CHR3V7|COORD:20350684..20351900| LHCA1; chlorophyll binding"	AT3G54890.1	CHR06V5|COORD:12451669..12453198|protein chlorophyll a-b binding protein 6A, chloroplast precursor, putative, expressed	LOC_Os06g21590.1	 no descriptionmoderately similar to ( 355)AT3G54890| Symbols: LHCA1 | LHCA1 | chr3:20350859-20351900 REVERSEweakly similar to ( 142)CB21_SINALChlorophyll a-b binding protein 1, chloroplast precursor - Sinapis alba (White mustard) (Brassica hirta)not assigned not assigned Chloroa_b-bind PRK12323 PRK07764 PRK07003 	PS.lightreaction.photosystem II.LHC-II	1_1_1_1

CUST_68089_PI403524517	2	0.019457817	0.26579666	0.020049095	-0.088365555	-0.2324152	-0.019457817	35_19457	"Cluster: Hypothetical protein P0495H05.40-2; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0495H05.40-2 - Oryza sativa (japonica cultiv"	UniRef90_Q6ZE09	CHR2V7|COORD:13150003..13152795| pleckstrin homology (PH) domain-containing protein	AT2G30880.1	CHR07V5|COORD:2005947..2011446|protein PH domain containing protein, expressed	LOC_Os07g04550.1	no descriptionweakly similar to ( 200)AT2G30880| Symbols:  | pleckstrin homology (PH) domain-containing protein | chr2:13150452-13152795 REVERSEnot assigned not assigned not assigned not assigned Myosin_tail_1 Smc SbcC PRK02224 DUF827 PRK03918	not assigned.no ontology	35_1

CUST_20769_PI403524517	2	0.0511899	-1.1932206	1.3595676	1.5549006	-0.051190376	-0.051336765	35_6032	"Cluster: Putative glucosyl transferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative glucosyl transferase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8LNA9	"CHR2V7|COORD:15430572..15432059| DOGT1 (DON-GLUCOSYLTRANSFERASE); UDP-glycosyltransferase/ transferase, transferring glycosyl groups"	AT2G36800.1	CHR10V5|COORD:5178642..5180407|protein cytokinin-O-glucosyltransferase 3, putative, expressed	LOC_Os10g09990.1	" no descriptionmoderately similar to ( 209)AT2G36800| Symbols: UGT73C5, DOGT1 | DOGT1 (DON-GLUCOSYLTRANSFERASE); UDP-glycosyltransferase/ transferase, transferring glycosyl groups | chr2:15430572-15432059 REVERSEweakly similar to ( 145)CZOG_SORBIPutative cis-zeatin O-glucosyltransferase - Sorghum bicolor (Sorghum) (Sorghum vulgare)not assigned not assigned not assigned not assigned not assigned not assigned UDPGT PRK12323 PRK12678 Tymo_45kd_70kd PRK07003 PRK07764 COG1819 Rubella_Capsid "	misc.UDP glucosyl and glucoronyl transferases	26_2

CUST_853_PI404877155	2	0.011411667	0.0035886765	-0.14755821	0.13823318	-0.0035886765	-0.15155506	Contig10808_at	putative sugar transporter (alternative splicing product) [Oryza sativa (japonica cultivar-group)] ref|XP_469003.1| putative sugar transport	AAR01732.1	4178875|transporter-related	At3g13050.1	protein putative sugar transporter (having alternative splicing products)	Os03g43720	"transporter-related, low similarity to apical organic cation transporter (Sus scrofa) GI:2062135, SP:Q02563 Synaptic vesicle protein 2 (SV2) {Rattus norvegicus}; contains Pfam profile PF00083: major facilitator superfamily protein"	transport.misc	34_99

CUST_63715_PI403524517	2	0.009929657	-0.21072388	-0.009929657	0.07977104	0.15996742	-0.028199196	35_18191	"Cluster: Os03g0255200 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os03g0255200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DTD2	"CHR3V7|COORD:19009161..19010416| similar to CDF1 (CELL GROWTH DEFECT FACTOR 1), heat shock protein binding [Arabidopsis thaliana] (TAIR:AT5G23040.2); similar to"	AT3G51140.1	CHR03V5|COORD:8190966..8186636|protein expressed protein	LOC_Os03g15033.1	" no descriptionmoderately similar to ( 203)AT3G51140| Symbols:  | similar to CDF1 (CELL GROWTH DEFECT FACTOR 1), heat shock protein binding [Arabidopsis thaliana] (TAIR:AT5G23040.2); similar to Expressed protein, putative [Medicago truncatula] (GB:ABE85109.1); similar to Os03g0255200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001049592.1); contains InterPro domain Helix-hairpin-helix motif, class 2; (InterPro:IPR008918) | chr3:19009161-19010416 FORWARD"	not assigned.unknown	35_2

CUST_29898_PI403524517	2	0.006248474	0.081682205	-0.02671814	-4.2247772E-4	-0.059056282	4.2247772E-4	35_8633	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_18917_PI404877155	2	0.10011196	-0.14391422	-0.07076645	-0.017310143	0.033967018	0.017310143	HX01N14w_at	helicase-like transcription factor-like protein [Oryza sativa (japonica cultivar-group)]	NP_913714.1	SNF2 domain-containing protein / helicase domain-containing protein / RING	At5g05130.1	protein SNF2 family N-terminal domain, putative	Os07g44800	"SNF2 domain-containing protein / helicase domain-containing protein / RING finger domain-containing protein, similar to transcription factor RUSH-1alpha (Oryctolagus cuniculus) GI:1655930; contains Pfam profiles PF00271: Helicase conserved C-terminal doma"	RNA.regulation of transcription.Chromatin Remodeling Factors	27_3_44

CUST_68869_PI403524517	2	0.049808502	0.24663162	0.018123627	-0.08143997	-0.03864479	-0.018123627	35_19703	"Cluster: Copper-translocating P-type ATPase family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Copper-translocating P-type ATPase"	UniRef90_Q10QZ3	"CHR5|COORD:7243041..7249173| similar to metal-transporting P-type ATPase, putative (PAA1) [Arabidopsis thaliana] (TAIR:At4g33520.3); similar to"	AT5G21930.2	CHR03V5|COORD:4106180..4099062|protein copper-transporting ATPase PAA1, putative, expressed	LOC_Os03g08070.3	" no descriptionmoderately similar to ( 446)AT5G21930| Symbols: PAA2, HMA8 | PAA2 (P-type ATPase of Arabidopsis 2); ATPase, coupled to transmembrane movement of ions, phosphorylative mechanism | chr5:7243132-7248724 FORWARDvery weakly similar to (67.0)PMA1_NICPLPlasma membrane ATPase 1 - Nicotiana plumbaginifolia (Leadwort-leaved tobacco)not assigned not assigned not assigned not assigned not assigned not assigned ZntA PRK10671 zntA MgtA KdpB PRK01122 Hydrolase PRK10517 E1-E2_ATPase COG4087 "	transport.metal	34_12

CUST_77506_PI403524517	2	0.0380888	0.106066704	-0.026585579	-0.1460247	-0.011174202	0.011174202	35_22212	"Cluster: Hypothetical protein P0016H04.11; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0016H04.11 - Oryza sativa (japonica cultivar-g"	UniRef90_Q65XV7	CHR3V7|COORD:14957446..14959085| zinc knuckle (CCHC-type) family protein	AT3G42860.1	CHR05V5|COORD:571398..576110|protein DNA binding protein, putative, expressed	LOC_Os05g02040.1	no descriptionvery weakly similar to (82.4)AT3G42860| Symbols:  | zinc knuckle (CCHC-type) family protein | chr3:14957446-14959085 REVERSEvery weakly similar to (50.1)GRP2_NICSYGlycine-rich protein 2 - Nicotiana sylvestris (Wood tobacco)not assigned AIR1	stress.abiotic.cold	20_2_2

CUST_13586_PI404877155	2	-0.018406868	-0.43567753	-0.12577343	0.045236588	0.14677143	0.018406868	Contig7339_s_at	0	AAS55741.1	calmodulin-binding family protein	At3g52290.1	protein IQ calmodulin-binding motif, putative	Os05g03190	gi|15982840|gb|AAL09767.1| AT5g03040/F15A17_70	signalling.calcium	30_3

CUST_165496_PI403524517	2	0.12339783	0.5391917	0.02277422	-0.02277422	-0.34859324	-0.33911753	35_46117	"Cluster: Putative amino acid permease; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative amino acid permease - Oryza sativa (japonica cultivar-group)"	UniRef90_Q9LD96	"CHR2V7|COORD:14751254..14752963| CAT5 (CATIONIC AMINO ACID TRANSPORTER 5); cationic amino acid transporter"	AT2G34960.1	CHR01V5|COORD:5982677..5980383|protein cationic amino acid transporter 4, putative, expressed	LOC_Os01g11160.1	"no descriptionweakly similar to ( 148)AT2G34960| Symbols: CAT5 | CAT5 (CATIONIC AMINO ACID TRANSPORTER 5); cationic amino acid transporter | chr2:14751254-14752963 REVERSEnot assigned PotE"	transport.amino acids	34_3

CUST_118578_PI403524517	2	0.015462875	0.35786915	-0.23290825	-0.015463829	-0.12645054	0.16015911	35_33569	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_180707_PI403524517	2	0.06237507	-0.07802868	0.036459923	-0.036459923	-0.15594196	0.0588789	35_50257	"Cluster: Translation initiation factor IF-2; n=1; Streptomyces coelicolor|Rep: Translation initiation factor IF-2 - Streptomyces coelicolor"	UniRef90_Q8CJQ8	CHR1V7|COORD:11399903..11405702| actin binding	AT1G31810.1	0	0	no description	not assigned.unknown	35_2

CUST_100188_PI403524517	2	0.23735619	0.48195982	0.22445583	-0.22445631	-0.77531576	-0.2708869	35_28602	Rep: Putative phragmoplastin - Oryza sativa (Rice)	UniRef90_Q8S7E5	"CHR3V7|COORD:22255342..22258626| ADL4/ADLP2/DRP1E/EDR3 (DYNAMIN-LIKE PROTEIN 4); GTP binding / GTPase"	AT3G60190.1	CHR10V5|COORD:22180442..22173744|protein dynamin-related protein 1C, putative, expressed	LOC_Os10g41820.2	" no descriptionweakly similar to ( 182)AT3G60190| Symbols: ADL4, ADLP2, EDR3, DRP1E | ADL4/ADLP2/DRP1E/EDR3 (DYNAMIN-LIKE PROTEIN 4); GTP binding / GTPase | chr3:22255342-22258626 REVERSEnot assigned DYNc Dynamin_N COG0699 "	misc.dynamin	26_17

CUST_171681_PI403524517	2	-0.048876762	0.59414196	0.039370537	-0.1633749	-0.039369583	0.07625008	35_47836	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_15143_PI404877155	2	-0.11420345	-0.50551224	-0.06489563	0.08480072	0.07338047	0.06489563	Contig9012_s_at	ESTs AU057456(S21460),AU057455(S21460) correspond to a region of the predicted gene.~Similar to cytochrome c oxidase subunit Vb precursor (D	BAA83574.1	cytochrome c oxidase family protein	At3g15640.1	protein Cytochrome c oxidase subunit Vb, putative	Os06g05080	Similar to cytochrome c oxidase subunit Vb precursor (D85381)	mitochondrial electron transport / ATP synthesis.cytochrome c oxidase	9_7

CUST_82085_PI403524517	2	0.022610188	-0.43529558	-0.36738348	0.42357397	0.15426493	-0.02260971	35_23547	"Cluster: Putative octicosapeptide/Phox/Bem1p (PB1) domain-containing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative octicosapeptide/Phox/Bem"	UniRef90_Q6K464	CHR1V7|COORD:23088297..23090552| octicosapeptide/Phox/Bem1p (PB1) domain-containing protein / tetratricopeptide repeat (TPR)-containing	AT1G62390.1	CHR09V5|COORD:2684795..2687382|protein cytoskeletal protein, putative, expressed	LOC_Os09g04990.1	no descriptionweakly similar to ( 119)AT1G62390| Symbols:  | octicosapeptide/Phox/Bem1p (PB1) domain-containing protein / tetratricopeptide repeat (TPR)-containing protein | chr1:23088297-23090552 REVERSEnot assigned PB1 PB1	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_56891_PI403524517	2	-0.052868843	-0.07099342	-0.05687332	0.1232996	0.052868843	0.1372366	35_16213	"Cluster: Hypothetical protein OSJNBb0093E13.1; n=2; Oryza sativa|Rep: Hypothetical protein OSJNBb0093E13.1 - Oryza sativa (Rice)"	UniRef90_Q94GH5	"CHR3V7|COORD:7882089..7885267| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G36050.1); similar to PREDICTED: hypothetical protein"	AT3G22290.1	CHR03V5|COORD:32493475..32499105|protein serologically defined breast cancer antigen NY-BR-84, putative, expressed	LOC_Os03g57100.1	"no descriptionhighly similar to ( 504)AT3G22290| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G36050.1); similar to PREDICTED: hypothetical protein [Strongylocentrotus purpuratus] (GB:XP_792057.2); similar to Os03g0784400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001051473.1); similar to Os04g0455900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001052965.1); contains InterPro domain Protein of unknown function DUF1692; (InterPro:IPR012936) | chr3:7882089-7885267 FORWARDnot assigned DUF1692"	not assigned.unknown	35_2

CUST_18294_PI404877155	2	0.12735796	0.17224646	-0.12735796	0.21749878	-0.390141	-0.390141	HVSMEg0001O23r2_at	aspartate transaminase (EC 2.6.1.1) precursor, mitochondrial - rice dbj|BAA23815.1| aspartate aminotransferase [Oryza sativa (japonica culti	JC5125	aspartate aminotransferase, mitochondrial / transaminase A (ASP1)	At2g30970.1	protein aspartate transaminase (EC 2.6.1.1) precursor, mitochondrial - rice	Os02g14110	"ASPARTATE AMINOTRANSFERASE 1;aspartate aminotransferase, mitochondrial / transaminase A (ASP1), identical to SP:P46643 Aspartate aminotransferase, mitochondrial precursor (EC 2.6.1.1) (Transaminase A) {Arabidopsis thaliana}"	amino acid metabolism.central amino acid metabolism.aspartate.synthesis	13_1_1_2

CUST_42500_PI403524517	2	0.3420477	-0.072229385	-0.04096508	0.04096508	-0.37073135	0.21027184	35_12211	"Cluster: HEAT repeat, putative; n=4; Oryza sativa (japonica cultivar-group)|Rep: HEAT repeat, putative - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53K35	CHR1V7|COORD:24068895..24085571| translational activator family protein	AT1G64790.1	0	0	no descriptionweakly similar to ( 123)AT1G64790| Symbols:  | translational activator family protein | chr1:24068895-24085571 REVERSEnot assigned	not assigned.no ontology	35_1

CUST_74051_PI403524517	2	-0.34453678	-1.303699	-0.004811287	0.1962061	0.511034	0.0048122406	35_21237	Rep: Cinnamoyl CoA reductase - Hordeum vulgare (Barley)	UniRef90_Q8H1H7	CHR1V7|COORD:5478849..5481909| CCR1 (CINNAMOYL COA REDUCTASE 1)	AT1G15950.1	CHR08V5|COORD:21380814..21373583|protein dihydroflavonol-4-reductase, putative, expressed	LOC_Os08g34280.1	 no descriptionmoderately similar to ( 249)AT1G15950| Symbols: IRX4, ATCCR1, CCR1 | CCR1 (CINNAMOYL COA REDUCTASE 1) | chr1:5478849-5481943 FORWARDweakly similar to ( 121)DFRA_MAIZEDihydroflavonol-4-reductase - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned WcaG Epimerase 3Beta_HSD GalE KR adh_short COG0702 FabG NmrA PRK12323 COG1086 TT_ORF1 PRK05865 PRK12678 Polysacc_synt_2 PRK07764 fabG NAD_binding_4 	secondary metabolism.flavonoids.dihydroflavonols	16_8_3

CUST_72952_PI403524517	2	0.09110165	0.016098976	0.06327391	-0.0160985	-0.13662863	-0.09927893	35_20915	"Cluster: Hypothetical protein OJ1014_C08.6; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1014_C08.6 - Oryza sativa (japonica"	UniRef90_Q75KU2	CHR1|COORD:30097822..30102058| expressed protein, identical to unknown protein GB:AAD55481 (Arabidopsis thaliana)	AT1G80000.2	CHR05V5|COORD:26468874..26461396|protein expressed protein	LOC_Os05g45830.1	"no descriptionvery weakly similar to (65.9)AT1G80000| Symbols:  | similar to glycine-rich protein [Arabidopsis thaliana] (TAIR:AT1G15280.2); similar to Os01g0595100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001043467.1); similar to glycine-rich protein-like [Oryza sativa (japonica cultivar-group)] (GB:BAD52900.1) | chr1:30098088-30101635 FORWARDBtz"	not assigned.unknown	35_2

CUST_181488_PI403524517	2	0.306468	9.794235E-4	-0.11883068	0.13399601	-0.1375103	-9.794235E-4	35_50463	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_78843_PI403524517	2	0.101527214	-0.22173786	-0.04693222	0.13428593	-0.013972282	0.013972282	35_22609	"Cluster: Hypothetical protein OJ1316_A04.113; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1316_A04.113 - Oryza sativa (japonica cult"	UniRef90_Q8LIF0	CHR1V7|COORD:822834..824246| BSD domain-containing protein	AT1G03350.1	CHR07V5|COORD:27035300..27036972|protein BSD domain containing protein, expressed	LOC_Os07g45310.1	no descriptionvery weakly similar to (87.8)AT1G03350| Symbols:  | BSD domain-containing protein | chr1:822834-824246 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Tymo_45kd_70kd Atrophin-1 BSD PRK12678 PRK07764 TT_ORF1 DUF1777 DUF1509 Mpp10 Nop14 PRK09169 BSD	not assigned.no ontology.BSD domain-containing protein	35_1_8

CUST_86949_PI403524517	2	0.003484726	-0.24525738	-0.1385603	0.003727913	-0.003484726	0.0677824	35_24902	"Cluster: DnaJ domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: DnaJ domain containing protein, expressed - Oryza sativa (j"	UniRef90_Q10S35	0	0	CHR03V5|COORD:2001078..1997787|protein heat shock protein binding protein, putative, expressed	LOC_Os03g04400.1	no description	not assigned.unknown	35_2

CUST_136732_PI403524517	2	0.15279293	0.28645658	0.01718235	-0.01718235	-0.18565941	-0.24458218	35_38344	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_30209_PI403524517	2	0.31803322	0.18398952	-0.11109972	-0.06193018	-0.20809698	0.061929703	35_8719	Rep: OSIGBa0106P14.2 protein - Oryza sativa (Rice)	UniRef90_Q01I28	"CHR5V7|COORD:19218552..19219901| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G17486.1); similar to hypothetical protein 25.t00041 [Brassica"	AT5G47310.1	CHR04V5|COORD:27207659..27210781|protein EREBP-4 like protein, putative, expressed	LOC_Os04g46290.1	" no descriptionweakly similar to ( 195)AT5G47310| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G17486.1); similar to hypothetical protein 25.t00041 [Brassica oleracea] (GB:ABD64953.1); contains InterPro domain Protein of unknown function DUF862, eukaryotic; (InterPro:IPR008580) | chr5:19218552-19219901 FORWARDnot assigned DUF862 "	not assigned.unknown	35_2

CUST_78437_PI403524517	2	0.3658905	0.18342495	-0.033978462	-0.07922554	-0.12659264	0.033979416	35_22489	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_43061_PI403524517	2	0.23533487	-0.047519684	0.015481472	-0.015480995	-0.30432606	0.41338634	35_12366	Rep: Acetyl-CoA carboxylase - Triticum aestivum (Wheat)	UniRef90_Q41525	"CHR1V7|COORD:13535408..13544985| ACC1 (ACETYL-COENZYME A CARBOXYLASE 1); acetyl-CoA carboxylase"	AT1G36160.1	CHR10V5|COORD:10942514..10953621|protein acetyl-coenzyme A carboxylase ACC1A, putative, expressed	LOC_Os10g21910.1	" no descriptionmoderately similar to ( 201)AT1G36160| Symbols: AT-ACC1, EMB22, GK, PAS3, ACC1 | ACC1 (ACETYL-COENZYME A CARBOXYLASE 1); acetyl-CoA carboxylase | chr1:13535408-13544985 FORWARDvery weakly similar to (66.2)MCCA_SOYBNMethylcrotonoyl-CoA carboxylase subunit alpha, mitochondrial precursor - Glycine max (Soybean)not assigned not assigned not assigned PRK08591 AccC COG4770 PRK12999 PRK08654 Biotin_carb_C PRK06111 CPSase_L_D2 PRK05586 PycA PRK08462 PRK12833 PRK07178 PRK08463 "	lipid metabolism.FA synthesis and FA elongation.Acetyl CoA Carboxylation	11_1_1

CUST_57164_PI403524517	2	0.0089149475	-0.62691975	-0.09024525	0.08434677	0.0985136	-0.008915901	35_16294	Rep: Seryl-tRNA synthetase - Zea mays (Maize)	UniRef90_O82108	CHR5V7|COORD:9695090..9697157| seryl-tRNA synthetase / serine--tRNA ligase	AT5G27470.1	CHR03V5|COORD:5146424..5149812|protein seryl-tRNA synthetase, putative, expressed	LOC_Os03g10190.1	no descriptionmoderately similar to ( 249)AT5G27470| Symbols:  | seryl-tRNA synthetase / serine--tRNA ligase | chr5:9695090-9697157 FORWARDmoderately similar to ( 227)SYS_HELANSeryl-tRNA synthetase - Helianthus annuus (Common sunflower)not assigned SerRS_core SerS PRK05431 tRNA-synt_2b	protein.aa activation.serine-tRNA ligase	29_1_11

CUST_16865_PI403524517	2	0.07531929	-4.2629242E-4	0.0024776459	-0.028176308	-0.13001633	4.2533875E-4	35_4870	"Cluster: Hydroxyproline-rich glycoprotein VSP-3; n=1; Chlamydomonas incerta|Rep: Hydroxyproline-rich glycoprotein VSP-3 - Chlamydomonas incerta"	UniRef90_Q5RZU9	CHR1V7|COORD:6978101..6985306| family II extracellular lipase, putative	AT1G20130.1	CHR06V5|COORD:9796426..9800779|protein transposon protein, putative, CACTA, En/Spm sub-class	LOC_Os06g16900.1	no description	not assigned.unknown	35_2

CUST_41562_PI403524517	2	0.0234375	0.14106035	-0.048260212	0.0795598	-0.023437977	-0.13850784	35_11945	"Cluster: Os02g0304800 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0304800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E1U2	CHR5V7|COORD:17636175..17639095| pentatricopeptide (PPR) repeat-containing protein	AT5G43820.1	CHR02V5|COORD:11876578..11880148|protein conserved hypothetical protein	LOC_Os02g20160.1	no descriptionmoderately similar to ( 248)AT5G43820| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr5:17636175-17639095 FORWARDvery weakly similar to (87.8)RF1_ORYSA	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_22494_PI399408534	2	0.06777859	-0.311718	-0.118439674	-0.035511017	0.035510063	0.1857214	35_38	"Cluster: Zinc finger, C3HC4 type family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Zinc finger, C3HC4 type family protein, expressed -"	UniRef90_Q2R1H8	CHR2V7|COORD:9401106..9403848| protein binding / zinc ion binding	AT2G22120.1	CHR11V5|COORD:22789730..22793239|protein zinc finger, C3HC4 type family protein, expressed	LOC_Os11g39130.1	no descriptionweakly similar to ( 135)AT2G22120| Symbols:  | protein binding / zinc ion binding | chr2:9401106-9403848 FORWARDnot assigned	signalling.receptor kinases.DUF 26	30_2_17

CUST_14835_PI404877155	2	0.14819145	-0.6685505	-0.057966232	0.08792496	-0.08158684	0.057966232	Contig8657_at	OSJNBb0063G05.19 [Oryza sativa (japonica cultivar-group)] dbj|BAB84492.1| nuclear movement protein-like [Oryza sativa (japonica cultivar-gro	NP_916821.1	nuclear movement family protein	At5g58740.1	protein Nuclear movement protein	Os01g47770	"PAB1 ACBP-67 T01254; yeast protein encoded by PUB1 binds T-rich single stranded DANN"	RNA.regulation of transcription.unclassified	27_3_99

CUST_61045_PI403524517	2	-0.052280426	-0.044357777	0.044358253	0.31835032	-0.11467266	0.30433607	35_17410	"Cluster: Putative synovial sarcoma, X breakpoint 2 interacting protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative synovial sarcoma, X"	UniRef90_Q6Z0V1	"CHR5V7|COORD:23282328..23284867| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G18876.1); similar to hypothetical protein MtrDRAFT_AC135801g19v1"	AT5G57410.1	CHR08V5|COORD:8680169..8674497|protein expressed protein	LOC_Os08g14460.2	"no descriptionhighly similar to ( 522)AT5G57410| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G18876.1); similar to hypothetical protein MtrDRAFT_AC135801g19v1 [Medicago truncatula] (GB:ABE82185.1); contains domain no description (G3D.1.20.5.170); contains domain SUBFAMILY NOT NAMED (PTHR21736:SF5); contains domain Cytochromes (SSF47175); contains domain FAMILY NOT NAMED (PTHR21736) | chr5:23282328-23284575 REVERSEnot assigned not assigned not assigned Smc Myosin_tail_1 SbcC"	not assigned.unknown	35_2

CUST_2166_PI399408534	2	-0.7912321	0.39707088	0.012638092	0.24083614	-0.6038723	-0.012637138	35_23666	"Cluster: Hypothetical protein OSJNBb0042J17.16; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0042J17.16 - Oryza sativa (japonica"	UniRef90_Q75HW6	CHR5V7|COORD:25859345..25860607| U-box domain-containing protein	AT5G64660.1	CHR05V5|COORD:21441979..21443594|protein photoperiod responsive protein, putative, expressed	LOC_Os05g36360.1	no descriptionvery weakly similar to (53.5)AT5G64660| Symbols:  | U-box domain-containing protein | chr5:25859345-25860607 REVERSEnot assigned not assigned not assigned not assigned not assigned PRK12323 Tymo_45kd_70kd PRK07003 DUF1421	RNA.regulation of transcription.PHOR1	27_3_64

CUST_163625_PI403524517	2	0.19995403	0.04599285	0.014922142	-0.045247078	-0.6285982	-0.014922142	35_45624	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_1352_PI404877155	2	0.080394745	-1.0014315	-0.33266926	-0.024359703	0.04040718	0.024359703	Contig11464_at	putative alkaline alpha-galactosidase seed imbibition protein [Oryza sativa (japonica cultivar-group)]	BAD10122.1	alkaline alpha galactosidase, putative	At1g55740.1	protein Raffinose synthase or seed imbibition protein Sip1	Os08g38710	"alkaline alpha galactosidase, putative, similar to alkaline alpha galactosidase I (Cucumis melo) GI:29838629; contains Pfam profile PF05691: Raffinose synthase or seed imbibition protein Sip1"	minor CHO metabolism.raffinose family.raffinose synthases.putative	3_1_2_02

CUST_42188_PI403524517	2	0.35187483	-0.2367568	-0.17449093	0.21170425	-0.09618902	0.0961895	35_12126	Rep: Hexokinase - Zea mays (Maize)	UniRef90_Q8L5G8	"CHR2V7|COORD:8577900..8580844| ATHXK2 (HEXOKINASE 2); ATP binding / hexokinase"	AT2G19860.1	CHR01V5|COORD:31340849..31335854|protein hexokinase-1, putative, expressed	LOC_Os01g53930.1	 no descriptionvery weakly similar to (53.1)AT2G19860| Symbols: HXK2, ATHXK2 | ATHXK2 (HEXOKINASE 2) | chr2:8579031-8580844 FORWARDvery weakly similar to (69.3)HXK5_ORYSAnot assigned Hexokinase_2 	major CHO metabolism.degradation.sucrose.hexokinase	2_2_1_4

CUST_78058_PI403524517	2	0.009922981	-0.23771095	0.0054969788	-0.009809494	0.17492485	-0.0054969788	35_22378	"Cluster: Putative homoserine kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative homoserine kinase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K969	"CHR2V7|COORD:7515688..7516800| HSK (HOMOSERINE KINASE); homoserine kinase"	AT2G17265.1	CHR02V5|COORD:35766329..35768918|protein homoserine kinase, putative, expressed	LOC_Os02g58510.1	"no descriptionweakly similar to ( 149)AT2G17265| Symbols: HSK | HSK (HOMOSERINE KINASE); homoserine kinase | chr2:7515688-7516800 FORWARDnot assigned PRK01212 ThrB GHMP_kinases_C PRK03188"	amino acid metabolism.synthesis.aspartate family.misc.homoserine.homoserine kinase	13_1_3_6_1_4

CUST_15136_PI404877155	2	-0.0023097992	0.44287395	0.0023088455	-0.07562351	0.031021118	-0.047340393	Contig9002_at	putative potassium channel regulatory factor [Oryza sativa (japonica cultivar-group)]	BAC84669.1	splicing factor Prp18 family protein	At1g03140.1	protein Prp18 domain, putative	Os07g38420	potassium channel regulatory factor/3.1_Homeodomain   T01727 HOXB4	RNA.processing.splicing	27_1_1

CUST_88561_PI403524517	2	0.014951706	-0.24404812	0.40798712	-0.30116034	-0.014951229	0.07465649	35_25349	0	0	CHR4V7|COORD:1490911..1494552| leucine-rich repeat transmembrane protein kinase, putative	AT4G03390.1	CHR04V5|COORD:47959..52365|protein formin Homology 2 Domain containing protein, expressed	LOC_Os04g01070.1	no description	not assigned.unknown	35_2

CUST_44728_PI403524517	2	0.08790064	0.098258495	0.2602191	-0.2641387	-0.41618395	-0.08790064	35_12827	"Cluster: Putative flavonol synthase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative flavonol synthase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z244	0	0	CHR08V5|COORD:23594404..23590769|protein flavonol synthase/flavanone 3-hydroxylase, putative, expressed	LOC_Os08g37456.2	no description	not assigned.unknown	35_2

CUST_3755_PI404877155	2	-0.28559685	0.755497	0.2656479	0.053271294	-0.053271294	-0.07352543	Contig14348_at	MADS-box protein FDRMADS3 [Oryza sativa (indica cultivar-group)]	AAM55472.1	MADS-box protein (AGL12)	At1g71692.1	protein SRF-type transcription factor (DNA-binding and dimerisation domain), putative	Os08g02070	NONE	RNA.regulation of transcription.MADS box transcription factor family	27_3_24

CUST_135749_PI403524517	2	-0.063518524	-0.18180275	0.1825099	0.13687277	-0.23811865	0.063518524	35_38074	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_122691_PI403524517	2	-0.10748911	-0.6576295	-0.03131199	1.0213118	0.9089551	0.03131199	35_34617	Rep: Hypothetical protein - Gibberella zeae (Fusarium graminearum)	UniRef90_Q4HXK5		0	0	0	no descriptionDUF1761	not assigned.unknown	35_2

CUST_21352_PI399408534	2	-0.24337482	0.090034485	0.39121628	-0.5494423	-0.09003353	0.13054657	35_19711	"Cluster: Two-component response regulator-like PRR1; n=2; Oryza sativa|Rep: Two-component response regulator-like PRR1 - Oryza sativa (Rice)"	UniRef90_Q689G9	"CHR5V7|COORD:24692766..24695402| TOC1 (TIMING OF CAB1 1); transcription regulator"	AT5G61380.1	CHR02V5|COORD:24563442..24566691|protein two-component response regulator-like PRR1, putative, expressed	LOC_Os02g40510.1	" no descriptionmoderately similar to ( 326)AT5G61380| Symbols: APRR1, PRR1, TOC1 | TOC1 (TIMING OF CAB1 1); transcription regulator | chr5:24692766-24695402 FORWARDhighly similar to ( 766)PRR1_ORYSAOmpR CCT REC REC PleD CheY Response_reg COG3437 AtoC pleD "	RNA.regulation of transcription.Psudo ARR transcription factor family	27_3_66

CUST_33072_PI399408534	2	0.020049095	0.35590553	0.036741257	-0.020050049	-0.2229147	-0.26600647	35_38421	"Cluster: Putative cleavage and polyadenylation specifity factor protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative cleavage and"	UniRef90_Q84JJ2	CHR1V7|COORD:22478619..22481325| cleavage and polyadenylation specificity factor, putative	AT1G61010.2	CHR03V5|COORD:35850627..35847566|protein cleavage and polyadenylation specificity factor, 73 kDa subunit, putative, expressed	LOC_Os03g63590.1	no descriptionmoderately similar to ( 296)AT1G61010| Symbols:  | hydrolase | chr1:22478619-22481325 REVERSEnot assigned not assigned not assigned YSH1 COG1782 RMMBL	RNA.processing	27_1

CUST_143601_PI403524517	2	-0.031783104	0.33772373	0.5413027	-0.014154434	-0.017447948	0.014154434	35_40232	"Cluster: Os06g0498400 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os06g0498400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DC10	CHR1V7|COORD:3581211..3590044| SEX1 (STARCH EXCESS 1)	AT1G10760.1	CHR06V5|COORD:17487835..17500187|protein alpha-glucan water dikinase, chloroplast precursor, putative, expressed	LOC_Os06g30310.1	 no descriptionmoderately similar to ( 270)AT1G10760| Symbols: SOP1, SOP, SEX1, GWD1, GWD | SEX1 (STARCH EXCESS 1) | chr1:3581211-3590044 REVERSEmoderately similar to ( 275)GWD1_SOLTUAlpha-glucan water dikinase, chloroplast precursor - Solanum tuberosum (Potato)	major CHO metabolism.degradation.starch.glucan water dikinase	2_2_2_3

CUST_32712_PI399408534	2	0.07248402	0.13578415	-0.07773876	-0.010457039	-0.0015830994	0.0015830994	35_50549	"Cluster: OSJNBb0012E24.3 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: OSJNBb0012E24.3 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XU07	CHR1V7|COORD:22196673..22198842| EMB1220 (EMBRYO DEFECTIVE 1220)	AT1G60170.1	CHR07V5|COORD:2142450..2150124|protein pre-mRNA-splicing factor 31, putative, expressed	LOC_Os07g04850.2	no descriptionvery weakly similar to (60.5)AT1G60170| Symbols: EMB1220 | EMB1220 (EMBRYO DEFECTIVE 1220) | chr1:22196673-22198842 FORWARDnot assigned	RNA.processing	27_1

CUST_7857_PI404877155	2	-0.0049057007	-0.16550636	0.17163467	0.004904747	0.040513992	-0.009544373	Contig2318_at	0	AAR87254.1	strictosidine synthase family protein	At1g08470.1	protein putative  strictosidine synthase	Os03g53950	nam-like protein 2	RNA.regulation of transcription.NAC domain transcription factor family	27_3_27

CUST_161467_PI403524517	2	0.04965973	-0.033470154	0.05999756	-0.1380806	0.033470154	-0.12586498	35_45046	"Cluster: Hypothetical protein OJ1163_G08.28; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1163_G08.28 - Oryza sativa (japonica cultiv"	UniRef90_Q6ZK49		0	CHR08V5|COORD:1578644..1574532|protein expressed protein	LOC_Os08g03380.1	no description	not assigned.unknown	35_2

CUST_113262_PI403524517	2	0.6133795	0.042760372	0.15592289	-0.042760372	-0.086247444	-0.10669041	35_32152	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_48671_PI403524517	2	0.24686527	0.4699087	-0.30861568	0.12937641	-0.25190926	-0.12937737	35_13899	"Cluster: Ribulose bisphosphate carboxylase/oxygenase activase A, chloroplast precursor; n=7; Eukaryota|Rep: Ribulose bisphosphate carboxylase/oxygenase activase"	UniRef90_Q40073	CHR2V7|COORD:16578029..16580423| RCA (RUBISCO ACTIVASE)	AT2G39730.1	CHR11V5|COORD:28378053..28374859|protein ribulose bisphosphate carboxylase/oxygenase activase, chloroplast precursor, putative, expressed	LOC_Os11g47970.1	 no descriptionhighly similar to ( 727)AT2G39730| Symbols: RCA | RCA (RUBISCO ACTIVASE) | chr2:16578252-16580423 REVERSEhighly similar to ( 939)RCAA_HORVURibulose bisphosphate carboxylase/oxygenase activase A, chloroplast precursor - Hordeum vulgare (Barley)not assigned AAA 	PS.calvin cyle.rubisco interacting	1_3_13

CUST_53496_PI403524517	2	-1.384769	0.013858795	0.4307289	0.23835087	-0.2576089	-0.013858795	35_15216	Rep: Senescence-associated protein DH - Zea mays (Maize)	UniRef90_Q5UCF4	CHR2V7|COORD:10142939..10144432| TET8 (TETRASPANIN8)	AT2G23810.1	CHR08V5|COORD:21494202..21495263|protein senescence-associated protein DH, putative, expressed	LOC_Os08g34460.1	 no descriptionweakly similar to ( 112)AT5G46700| Symbols: TET1, TRN2 | TRN2 (TORNADO 2) | chr5:18968262-18969666 FORWARDnot assigned not assigned not assigned PRK12323 PRK07003 PRK07764 	development.unspecified	33_99

CUST_34638_PI399408534	2	0.004552841	-0.5393944	0.027561188	-0.004552841	0.044514656	-0.008177757	35_3120	"Cluster: Os07g0568400 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os07g0568400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D5D0	CHR4V7|COORD:17307773..17309672| HVA22K (HVA22-LIKE PROTEIN K)	AT4G36720.1	CHR07V5|COORD:22848102..22843356|protein receptor expression-enhancing protein 6, putative, expressed	LOC_Os07g38100.1	no descriptionweakly similar to ( 187)AT4G36720| Symbols: HVA22K | HVA22K (HVA22-LIKE PROTEIN K) | chr4:17307773-17309672 FORWARDvery weakly similar to (53.5)HVA22_HORVUProtein HVA22 - Hordeum vulgare (Barley)not assigned not assigned TB2_DP1_HVA22 YOP1	hormone metabolism.abscisic acid.induced-regulated-responsive-activated	17_1_3

CUST_171187_PI403524517	2	-0.021759033	0.44560814	0.022146225	-0.11472988	0.021759033	-0.06997299	35_47685	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_78789_PI403524517	2	0.123456	0.33503914	-0.022166252	-0.046880722	-0.078596115	0.022167206	35_22591	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_14988_PI404877155	2	-0.02794075	-0.32580662	-0.036777496	0.081967354	0.027939796	0.037326813	Contig8849_at	SPP30 homolog [Oryza sativa (japonica cultivar-group)]	NP_916573.1	transport protein particle (TRAPP) component Bet3 family protein	At5g58030.1	protein Transport protein particle (TRAPP) component, Bet3	Os01g51220	SPP30 - like protein	transport.misc	34_99

CUST_55328_PI403524517	2	-3.0986161	0.730402	-0.04256344	0.58965874	-1.4609318	0.042564392	35_15751	"Cluster: Hypothetical protein OSJNBa0018K15.7; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0018K15.7 - Oryza sativa (japonica cu"	UniRef90_Q75GN2	CHR5V7|COORD:337231..337675| lipid transfer protein, putative	AT5G01870.1	CHR05V5|COORD:23424798..23426463|protein nonspecific lipid-transfer protein precursor, putative, expressed	LOC_Os05g40010.1	 no descriptionvery weakly similar to (53.5)AT5G01870| Symbols:  | lipid transfer protein, putative | chr5:337231-337675 FORWARDvery weakly similar to (57.8)NLTP_MALDONon-specific lipid-transfer protein precursor - Malus domestica (Apple) (Malus sylvestris)nsLTP1 Tryp_alpha_amyl AAI_LTSS 	lipid metabolism.lipid transfer proteins etc	11_6

CUST_98430_PI403524517	2	0.26152515	0.16976738	0.17630863	-0.1697669	-0.8872905	-0.33272982	35_28103	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_60486_PI403524517	2	0.06774521	0.20736313	-0.0087890625	-0.051049232	0.0087890625	-0.029377937	35_17243	"Cluster: Hypothetical protein P0712E02.13; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0712E02.13 - Oryza sativa (japonica cultivar-g"	UniRef90_Q94D47	"CHR5V7|COORD:13689828..13691776| similar to conserved hypothetical protein [Entamoeba histolytica HM-1:IMSS] (GB:XP_652190.1); similar to Os01g0585100 [Oryza sa"	AT5G35460.1	CHR01V5|COORD:23069379..23074031|protein integral membrane protein, putative, expressed	LOC_Os01g40280.1	"no descriptionhighly similar to ( 546)AT5G35460| Symbols:  | similar to conserved hypothetical protein [Entamoeba histolytica HM-1:IMSS] (GB:XP_652190.1); similar to Os01g0585100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001043423.1) | chr5:13689828-13691776 FORWARDnot assigned"	not assigned.unknown	35_2

CUST_1129_PI404877155	2	0.030319214	0.14002419	0.034833908	-0.08109188	-0.0604105	-0.03031826	Contig11159_at	putative transcription factor X1 [Triticum monococcum]	AAL35831.2	XH/XS domain-containing protein / XS zinc finger domain-containing protein	At3g48670.1	protein XS domain, putative	Os01g44230	transcriptional regulator GI:4836767/putative transcription factor X1	RNA.regulation of transcription.unclassified	27_3_99

CUST_39999_PI403524517	2	-0.6562996	-1.8132544	0.38797283	0.2914214	0.37598753	-0.2914214	35_11504	"Cluster: Putative 4-coumarate--CoA ligase 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative 4-coumarate--CoA ligase 1 - Oryza sativa (japonica cultiv"	UniRef90_Q69RG7	CHR5V7|COORD:25404807..25407252| 4-coumarate--CoA ligase family protein / 4-coumaroyl-CoA synthase family protein	AT5G63380.1	CHR07V5|COORD:10634750..10641444|protein 4-coumarate--CoA ligase 2, putative, expressed	LOC_Os07g17970.1	no descriptionweakly similar to ( 152)AT5G63380| Symbols:  | 4-coumarate--CoA ligase family protein / 4-coumaroyl-CoA synthase family protein | chr5:25404807-25407252 REVERSEweakly similar to ( 123)4CL2_TOBAC4-coumarate--CoA ligase 2 - Nicotiana tabacum (Common tobacco)not assigned not assigned not assigned CaiC PRK08316 Acs PRK07770 PRK06839 PRK05677 PRK07656 PRK08314 PRK07788 PRK07514 PRK06187 PRK05605 PRK07059 PRK06145 PRK09089 PRK06178 PRK07529 PRK07786 PRK12406 PRK07787 PRK08162 PRK03640 PRK07798 PRK08974 PRK00851 PRK08751 PRK06188 PRK08276 PRK08315 PRK07008 PRK12492 PRK07771 PRK04319 PRK07684 PRK06018 PRK12583 PRK06087 PRK06219 PRK07638 PRK07470 PRK06710 PRK03914 PRK01291 PRK06155 PRK10524 PRK03429 PRK09088 EntE PRK03582 PRK08308 PRK02167 PRK02530 PRK07445 PRK07867 PRK04664 PRK03613 PRK06164 entE PRK02239	secondary metabolism.phenylpropanoids.lignin biosynthesis.4CL	16_2_1_3

CUST_13385_PI403524517	2	0.38181496	-0.98416615	-0.65928936	0.6100693	0.032367706	-0.03236866	35_3838	Rep: H0215F08.14 protein - Oryza sativa (Rice)	UniRef90_Q01KB6	"CHR1V7|COORD:3952511..3956840| ATSS3 (STARCH SYNTHASE 3); starch synthase/ transferase, transferring glycosyl groups"	AT1G11720.1	CHR04V5|COORD:31540518..31531891|protein soluble starch synthase 3, chloroplast precursor, putative, expressed	LOC_Os04g53310.1	" no descriptionhighly similar to ( 789)AT1G11720| Symbols: ATSS3 | ATSS3 (STARCH SYNTHASE 3); starch synthase/ transferase, transferring glycosyl groups | chr1:3952511-3956840 FORWARDhighly similar to ( 836)SSY3_SOLTUSoluble starch synthase 3, chloroplast precursor - Solanum tuberosum (Potato)glgA GlgA Glyco_transf_5 SSIII RfaG Glycos_transf_1 "	major CHO metabolism.synthesis.starch.starch synthase	2_1_2_2

CUST_31526_PI399408534	2	0.100170135	0.6410713	-0.10017109	-0.5621195	-0.6047964	0.4052477	35_19398	"Cluster: Zinc finger CCCH domain-containing protein ZFN-like 3; n=2; Oryza sativa|Rep: Zinc finger CCCH domain-containing protein ZFN-like 3 - Oryza sativa"	UniRef90_Q5NAV3	CHR3V7|COORD:4025283..4029006| HUA1 (ENHANCER OF AG-4 1)	AT3G12680.1	CHR01V5|COORD:24805279..24798774|protein zinc finger C-x8-C-x5-C-x3-H type family protein, expressed	LOC_Os01g42970.2	no descriptionweakly similar to ( 182)AT3G12680| Symbols: HUA1 | HUA1 (ENHANCER OF AG-4 1) | chr3:4025283-4029006 REVERSEweakly similar to ( 167)ZFNL_PEAZinc finger CCCH domain-containing protein ZFN-like - Pisum sativum (Garden pea)not assigned not assigned zf-CCCH	RNA.regulation of transcription.C3H zinc finger family	27_3_12

CUST_11078_PI404877155	2	-0.20243359	0.09013176	0.016037941	0.019993782	-0.06828308	-0.016037941	Contig48_at	Phosphoglycerate kinase, chloroplast precursor pir||TVWTGC phosphoglycerate kinase (EC 2.7.2.3) precursor, chloroplast - wheat emb|CAA33303.	P12782	phosphoglycerate kinase, putative	At1g56190.1	protein phosphoglycerate kinase	Os05g41640	phosphoglycerate kinase	PS.calvin cyle.phosphoglycerate kinase	1_03_03

CUST_158571_PI403524517	2	0.47732162	0.8744812	-0.03181982	-0.045374393	-0.17771387	0.031819344	35_44266	"Cluster: Proliferating-cell nucleolar antigen-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Proliferating-cell nucleolar antigen-like protein -"	UniRef90_Q6YTT4	CHR2V7|COORD:9511903..9515868| NOL1/NOP2/sun family protein	AT2G22400.1	CHR08V5|COORD:23801478..23794065|protein proliferating-cell nucleolar antigen-like protein, putative, expressed	LOC_Os08g37780.1	no descriptionvery weakly similar to (50.8)AT2G22400| Symbols:  | NOL1/NOP2/sun family protein | chr2:9511903-9515868 REVERSE	not assigned.no ontology	35_1

CUST_107366_PI403524517	2	0.033032417	0.2972355	0.003873825	-0.08991146	-0.003873825	-0.07959175	35_30555	"Cluster: Os08g0108700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os08g0108700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J8J5	CHR3V7|COORD:7464138..7465027| GLTP3 (GLYCOLIPID TRANSFER PROTEIN 3)	AT3G21260.2	CHR08V5|COORD:430687..428885|protein expressed protein	LOC_Os08g01710.1	no descriptionweakly similar to ( 119)AT3G21260| Symbols: GLTP3 | GLTP3 (GLYCOLIPID TRANSFER PROTEIN 3) | chr3:7464138-7465027 REVERSEnot assigned not assigned GLTP	not assigned.no ontology	35_1

CUST_150835_PI403524517	2	0.13824272	-0.43572998	0.14128256	0.4797263	-0.23992014	-0.13824224	35_42191	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_60153_PI403524517	2	-0.29379082	0.32566357	-0.053892136	0.030225754	-0.0302248	0.28327465	35_17147	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_89737_PI403524517	2	0.09825897	-0.28966808	0.042500496	-0.072172165	0.022337914	-0.022337914	35_25675	Rep: OSIGBa0157K09-H0214G12.10 protein - Oryza sativa (Rice)	UniRef90_Q01HE7	CHR5V7|COORD:17706381..17708880| nuclear transport factor 2 (NTF2) family protein / RNA recognition motif (RRM)-containing protein	AT5G43960.1	CHR04V5|COORD:25324228..25330497|protein RNA-binding protein-like, putative, expressed	LOC_Os04g43150.2	no descriptionvery weakly similar to (82.4)AT5G43960| Symbols:  | nuclear transport factor 2 (NTF2) family protein / RNA recognition motif (RRM)-containing protein | chr5:17706381-17708880 REVERSEnot assigned not assigned RRM COG0724 RRM_1	protein.targeting.nucleus	29_3_1

CUST_34282_PI399408534	2	0.18883228	0.36348248	0.0050592422	-0.020729065	-0.062550545	-0.0050592422	35_3153	"Cluster: OSJNBb0012E24.3 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: OSJNBb0012E24.3 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XU07	CHR1V7|COORD:22196673..22198842| EMB1220 (EMBRYO DEFECTIVE 1220)	AT1G60170.1	CHR07V5|COORD:2142450..2150124|protein pre-mRNA-splicing factor 31, putative, expressed	LOC_Os07g04850.2	no descriptionvery weakly similar to (83.6)AT1G60170| Symbols: EMB1220 | EMB1220 (EMBRYO DEFECTIVE 1220) | chr1:22196673-22198842 FORWARDnot assigned	RNA.processing	27_1

CUST_177970_PI403524517	2	-0.31643724	1.2911386	0.11227608	-0.060562134	0.015668392	-0.015667915	35_49498	"Cluster: B3 DNA binding domain containing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: B3 DNA binding domain containing protein - Oryza sativa (jap"	UniRef90_Q2QMT6		0	CHR12V5|COORD:24747415..24749722|protein B3 DNA binding domain containing protein	LOC_Os12g40080.1	no description	not assigned.unknown	35_2

CUST_27987_PI399408534	2	0.30691433	-0.318861	-0.07960892	-0.08536053	0.086771965	0.07960892	35_24430	"Cluster: Putative nucleic acid binding protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative nucleic acid binding protein - Oryza sativa (japonica"	UniRef90_Q6Z7F4	CHR1V7|COORD:4962166..4964149| PHD finger family protein	AT1G14510.1	CHR02V5|COORD:21408016..21411353|protein PHD finger protein, putative, expressed	LOC_Os02g35600.1	no descriptionmoderately similar to ( 202)AT1G14510| Symbols:  | PHD finger family protein | chr1:4962166-4964149 REVERSEnot assigned PHD PHD	RNA.regulation of transcription.Alfin-like	27_3_2

CUST_80965_PI403524517	2	-0.36209965	0.05019474	0.33428955	0.11805725	-0.61933136	-0.050193787	35_23222	"Cluster: Hypothetical protein P0017G10.19; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0017G10.19 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5Z7P1	CHR2V7|COORD:7494948..7496850| protein kinase, putative	AT2G17220.2	CHR06V5|COORD:30955666..30952030|protein serine/threonine-protein kinase Cx32, chloroplast precursor, putative, expressed	LOC_Os06g51170.1	 no descriptionmoderately similar to ( 465)AT2G17220| Symbols:  | protein kinase, putative | chr2:7494948-7496850 REVERSEmoderately similar to ( 233)NORK_MEDTRNodulation receptor kinase precursor - Medicago truncatula (Barrel medic)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pkinase_Tyr PTKc S_TKc TyrKc S_TKc Pkinase PTKc_Jak_rpt2 PTKc_Ror PTKc_EphR PTKc_Srm_Brk PTKc_Tyk2_rpt2 SPS1 PTKc_Csk_like PTKc_EGFR_like PTKc_Src_like PTKc_Jak2_Jak3_rpt2 PTKc_FGFR PTKc_InsR_like PTKc_Met_Ron PTKc_Ack_like PTK_CCK4 PTKc_EphR_A2 PTKc_RET PTKc_Jak1_rpt2 PTKc_Fes_like PTKc_Chk PTKc_Abl PTKc_EphR_B PTKc_Axl_like PTKc_Frk_like PTKc_Syk_like PTKc_DDR PTKc_Trk PTKc_Tec_like PTKc_Axl PTKc_Lyn PTKc_ALK_LTK PTKc_EphR_A PTKc_Itk PTKc_c-ros PTKc_Lck_Blk PTKc_PDGFR PTKc_Musk PTKc_Ror1 PTKc_FAK PTKc_DDR1 PTKc_Btk_Bmx PTKc_Tec_Rlk PTKc_EphR_A10 PTKc_TrkA PTKc_DDR_like PTKc_Hck PTKc_TrkC PTKc_Fer PTK_HER3 PTKc_FGFR4 PTKc_FGFR3 PTKc_Ror2 PTKc_FGFR1 PTKc_Tie1 PTKc_FGFR2 PTKc_InsR PTKc_Yes PTKc_TrkB PTKc_Tyro3 PTKc_Tie2 PTKc_Src PTKc_Csk PTKc_Zap-70 PTKc_Fes PTKc_Tie PTKc_Fyn_Yrk PTKc_DDR2 PTKc_HER4 PTK_Jak_rpt1 PTKc_Aatyk PTKc_EGFR PTKc_IGF-1R PTKc_Syk PTK_Ryk PTKc_HER2 PTK_Jak2_Jak3_rpt1 PTKc_Aatyk1_Aatyk3 PTKc_VEGFR PTKc_VEGFR3 PTKc_VEGFR2 PTKc_Aatyk2 PRK07003 PTKc_Kit PTK_Tyk2_rpt1 PTKc_CSF-1R PTK_Jak1_rpt1 	protein.postranslational modification.kinase.receptor like cytoplasmatic kinase VII	29_4_1_57

CUST_25174_PI403524517	2	0.069586754	0.2695551	0.13547087	-0.14671278	-0.06958723	-0.28949928	35_7302	Rep: Protein-O-fucosyltransferase 1 - Oryza sativa (Rice)	UniRef90_Q659R8	0	0	CHR02V5|COORD:3702928..3705407|protein protein-O-fucosyltransferase 1, putative, expressed	LOC_Os02g07200.3	no description	not assigned.unknown	35_2

CUST_114473_PI403524517	2	0.18137741	-0.0022964478	0.088329315	-0.037080765	-0.27902794	0.0022964478	35_32488	Rep: Protein At1g54215 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q3ECQ3	CHR1V7|COORD:20246785..20247294| proline-rich family protein	AT1G54215.1	CHR12V5|COORD:6108924..6103451|protein transposon protein, putative, CACTA, En/Spm sub-class	LOC_Os12g11330.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_138958_PI403524517	2	2.6134787	-0.07720709	0.07720709	0.12618256	-0.07947874	-0.10044956	35_38977	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_9664_PI404877155	2	-0.48259544	-0.74712515	0.48812866	0.9434786	0.48259544	-1.7894025	Contig3426_at	High molecular mass early light-inducible protein HV58, chloroplast precursor (ELIP) pir||S07475 early light-induced protein, high molecular	P14895	chlorophyll A-B binding family protein / early light-induced protein (ELIP)	At3g22840.1	protein Chlorophyll A-B binding protein, putative	Os01g14410	"ELIP;EARLY LIGHT-INDUCABLE PROTEIN;chlorophyll A-B binding family protein / early light-induced protein (ELIP), identical to early light-induced protein; ELIP (Arabidopsis thaliana) GI:1872544; contains Pfam profile: PF00504 chlorophyll A-B binding protei"	signalling.light	30_11

CUST_5768_PI399408534	2	-0.22558784	-0.0049943924	0.22208881	0.052179337	0.0049934387	-0.1411953	35_20896	Rep: P0650D04.3 protein - Oryza sativa (Rice)	UniRef90_Q5H9Y0	CHR3|COORD:1235289..1238499| ethylene receptor, putative (EIN4), similar to ethylene receptor GB:AAC31123 (Malus domestica), identical to putative	AT3G04580.2	CHR04V5|COORD:4725354..4729327|protein ethylene receptor, putative, expressed	LOC_Os04g08740.2	no descriptionvery weakly similar to (96.7)AT3G04580| Symbols: EIN4 | EIN4 (ETHYLENE INSENSITIVE 4) | chr3:1235582-1237971 REVERSEvery weakly similar to (50.8)ETR1_TOBACEthylene receptor - Nicotiana tabacum (Common tobacco)not assigned REC REC PleD CheY	hormone metabolism.ethylene.signal transduction	17_5_2

CUST_59475_PI403524517	2	0.1463499	-0.43597698	-0.003408432	0.003408432	-0.0049409866	0.060461998	35_16960	Rep: Protein kinase-like - Medicago truncatula (Barrel medic)	UniRef90_Q1T4M8	CHR2V7|COORD:10992196..10995730| protein kinase family protein	AT2G25760.2	CHR05V5|COORD:6261878..6251998|protein ATP binding protein, putative, expressed	LOC_Os05g11140.3	no descriptionmoderately similar to ( 354)AT3G03940| Symbols:  | protein kinase family protein | chr3:1014419-1018251 REVERSE	protein.postranslational modification	29_4

CUST_121352_PI403524517	2	0.007370949	-0.1300869	0.6253271	-0.007369995	0.3153143	-0.07299423	35_34276	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_2307_PI399408534	2	-0.08008957	0.10892105	0.080088615	-0.1531477	0.13690662	-0.118569374	35_25817	"Cluster: OSJNBb0017I01.15 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBb0017I01.15 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XKD9	CHR4|COORD:9577443..9581390| transcription factor-related, contains weak similarity to Swiss-Prot:Q92759 TFIIH basal transcription factor	AT4G17020.1	CHR04V5|COORD:34506072..34511325|protein TFIIH basal transcription factor complex p52 subunit, putative, expressed	LOC_Os04g58350.1	no descriptionmoderately similar to ( 323)AT4G17020| Symbols:  | transcription factor-related | chr4:9578171-9581101 REVERSEnot assigned Tfb2 TFB2	RNA.regulation of transcription.General Transcription	27_3_50

CUST_5706_PI404877155	2	-0.15136623	-0.036733627	0.19999123	0.18917465	-0.04091549	0.036733627	Contig17684_at	Putative GATA-1 zinc finger protein [Oryza sativa]	AAK98698.1	zinc finger (GATA type) family protein	At1g08010.1	protein GATA zinc finger, putative	Os02g56250	NONE	RNA.regulation of transcription.C2C2(Zn) GATA transcription factor family	27_3_09

CUST_23623_PI399408534	2	-0.072348595	-0.2523451	0.01903534	-0.0138607025	0.038599968	0.013859749	35_5716	Rep: HALF-1 - Triticum aestivum (Wheat)	UniRef90_Q41557	"CHR4V7|COORD:17309854..17311756| GBF1 (G-box binding factor 1); transcription factor"	AT4G36730.1	CHR07V5|COORD:5949034..5954014|protein DNA-binding protein EMBP-1, putative, expressed	LOC_Os07g10890.1	no descriptionweakly similar to ( 107)AT2G35530| Symbols:  | bZIP transcription factor family protein | chr2:14930359-14933104 REVERSEweakly similar to ( 196)EMBP1_WHEATDNA-binding protein EMBP-1 - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned bZIP_1 BRLZ MFMR bZIP_2 PRK12323 PRK07003 PRK09169	RNA.regulation of transcription.bZIP transcription factor family	27_3_35

CUST_22819_PI403524517	2	0.23757839	-0.14757633	0.07967186	-0.07967186	0.256979	-0.16858387	35_6629	"Cluster: Putative RNA helicase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative RNA helicase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7Y183	CHR5V7|COORD:24563827..24566374| DEAD/DEAH box helicase, putative (RH10)	AT5G60990.1	CHR03V5|COORD:26334668..26329923|protein ATP-dependent RNA helicase DDX47, putative, expressed	LOC_Os03g46610.2	 no descriptionmoderately similar to ( 262)AT5G60990| Symbols:  | DEAD/DEAH box helicase, putative (RH10) | chr5:24563827-24566374 REVERSEweakly similar to ( 123)DB10_NICSYATP-dependent RNA helicase-like protein DB10 - Nicotiana sylvestris (Wood tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DEADc SrmB PRK11776 PRK11192 DEAD PRK11634 DEXDc PRK10590 PRK01297 PRK04837 DEXDc PRK04537 Lhr DEXHc COG1205 PRK07764 COG1204 PRK12323 	DNA.synthesis/chromatin structure	28_1

CUST_50092_PI403524517	2	-0.2653017	-0.028420925	-0.3310542	0.34750795	0.17442799	0.028420925	35_14297	"Cluster: Hypothetical protein P0483G10.26; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0483G10.26 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5JMS5	"CHR1V7|COORD:1399587..1400615| TIC20; protein translocase"	AT1G04940.1	CHR01V5|COORD:42751712..42748520|protein expressed protein	LOC_Os01g73150.1	" no descriptionvery weakly similar to (64.7)AT1G04945| Symbols:  | similar to Os01g0962500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001045479.1); similar to PREDICTED: similar to CG1463-PA [Tribolium castaneum] (GB:XP_969070.1); contains InterPro domain Zinc finger, HIT-type; (InterPro:IPR007529) | chr1:1400968-1402650 FORWARD"	not assigned.no ontology	35_1

CUST_2702_PI404877155	2	0.03564644	-0.4073906	-0.14164448	0.0070962906	0.0059461594	-0.0059461594	Contig13124_at	calmodulin-binding protein [imported] - Arabidopsis thaliana gb|AAF28347.1| calmodulin-binding protein [Arabidopsis thaliana] gb|AAF28348.1|	T50928	calmodulin-binding protein	At3g56690.1	protein calmodulin-binding protein - Arabidopsis thaliana	Os11g11340	NONE	signalling.calcium	30_3

CUST_30232_PI403524517	2	-0.19133282	0.11832905	-0.11700821	0.04717064	-0.043042183	0.043043137	35_8726	Rep: OSIGBa0152L12.6 protein - Oryza sativa (Rice)	UniRef90_Q01JS8	"CHR1V7|COORD:4544996..4547152| MAP1C (METHIONINE AMINOPEPTIDASE 1B); metalloexopeptidase"	AT1G13270.1	CHR04V5|COORD:30729615..30726099|protein methionine aminopeptidase 1B, chloroplast precursor, putative, expressed	LOC_Os04g52100.1	" no descriptionweakly similar to ( 168)AT1G13270| Symbols: MAP1B, MAP1C | MAP1C (METHIONINE AMINOPEPTIDASE 1B); metalloexopeptidase | chr1:4544996-4547152 FORWARDnot assigned MetAP1 PRK05716 PRK12896 Map Peptidase_M24 PRK12318 PRK12897 PRK07281 APP_MetAP "	protein.degradation.metalloprotease	29_5_7

CUST_13887_PI404877155	2	-0.06883812	-0.06397915	0.12160969	0.06397915	-0.11106682	0.18111897	Contig7642_at	putative transcription elongation factor [Oryza sativa (japonica cultivar-group)]	BAC20918.1	transcription factor S-II (TFIIS) domain-containing protein	At2g38560.1	protein transcription elongation factor S-II	Os07g12630	putative transcription elongation factor	RNA.regulation of transcription.putative DNA-binding protein	27_3_67

CUST_17813_PI399408534	2	-0.004369259	-0.22775936	0.21273708	0.0043697357	0.4923787	-0.06579161	35_47063	Rep: Regulatory protein - Zea mays (Maize)	UniRef90_Q41780	"CHR1V7|COORD:23603472..23606397| EGL3 (ENHANCER OF GLABRA3); DNA binding"	AT1G63650.2	CHR04V5|COORD:27671679..27662061|protein anthocyanin regulatory Lc protein, putative, expressed	LOC_Os04g47040.1	" no descriptionweakly similar to ( 142)AT5G41315| Symbols: MYC6.2, GL3 | GL3 (GLABRA 3); transcription factor | chr5:16546685-16550094 FORWARDmoderately similar to ( 208)ARLC_MAIZEAnthocyanin regulatory Lc protein - Zea mays (Maize)"	RNA.regulation of transcription.bHLH,Basic Helix-Loop-Helix family	27_3_6

CUST_1749_PI404877155	2	0.030812263	-0.030812263	-0.15902233	0.26353264	0.20585251	-0.21453285	Contig1198_at	Fructose-bisphosphate aldolase, chloroplast precursor (ALDP) pir||T03679 probable fructose-bisphosphate aldolase (EC 4.1.2.13) precursor, ch	Q40677	fructose-bisphosphate aldolase, putative	At4g38970.1	protein Fructose-bisphosphate aldolase class-I	Os11g07020	NONE	PS.calvin cyle.aldolase	1_03_06

CUST_59457_PI403524517	2	-0.27009964	0.21584606	0.014338493	0.20420456	-0.40118313	-0.01433754	35_16956	Rep: H0510A06.3 protein - Oryza sativa (Rice)	UniRef90_Q25AK2	"CHR3V7|COORD:21299959..21303671| ATSIP2 (ARABIDOPSIS THALIANA SEED IMBIBITION 2); hydrolase, hydrolyzing O-glycosyl compounds"	AT3G57520.1	CHR04V5|COORD:23853029..23848942|protein stachyose synthase precursor, putative, expressed	LOC_Os04g40520.1	" no descriptionhighly similar to ( 642)AT3G57520| Symbols: ATSIP2 | ATSIP2 (ARABIDOPSIS THALIANA SEED IMBIBITION 2); hydrolase, hydrolyzing O-glycosyl compounds | chr3:21300276-21303671 REVERSEmoderately similar to ( 301)STSYN_PEAStachyose synthase precursor - Pisum sativum (Garden pea)Raffinose_syn "	minor CHO metabolism.raffinose family.raffinose synthases.putative	3_1_2_2

CUST_111500_PI403524517	2	0.068847656	-0.3084383	-0.07403946	0.30213547	-0.06884861	0.14282227	35_31658	Rep: Hypothetical protein SB45I19.7 - Sorghum bicolor (Sorghum) (Sorghum vulgare)	UniRef90_Q8SAA9	"CHR5V7|COORD:7315006..7316397| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G19260.1); similar to putative protein-related [Medicago"	AT5G22090.1	CHR03V5|COORD:28339249..28341315|protein expressed protein	LOC_Os03g49830.1	no description	not assigned.unknown	35_2

CUST_6508_PI399408534	2	-0.18595028	0.18666553	0.030216217	-0.030215263	0.16427994	-0.2921791	35_28309	Rep: Transcription factor MybS3 - Hordeum vulgare (Barley)	UniRef90_Q14SM5	CHR5V7|COORD:19244228..19245773| myb family transcription factor	AT5G47390.1	CHR10V5|COORD:21801980..21798750|protein ZmMybst1, putative, expressed	LOC_Os10g41200.1	no descriptionmoderately similar to ( 218)AT5G47390| Symbols:  | myb family transcription factor | chr5:19244228-19245773 FORWARDnot assigned	RNA.regulation of transcription.MYB-related transcription factor family	27_3_26

CUST_167845_PI403524517	2	-0.10415268	-0.49983788	-0.093681335	0.093681335	0.16326332	0.12347698	35_46750	"Cluster: Putative amino acid transporter A1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative amino acid transporter A1 - Oryza sativa (japonica cultiv"	UniRef90_Q6YUT5	CHR3V7|COORD:11979591..11981306| amino acid transporter family protein	AT3G30390.1	CHR02V5|COORD:5061962..5058713|protein amino acid transporter-like protein, putative, expressed	LOC_Os02g09810.3	no descriptionweakly similar to ( 160)AT3G30390| Symbols:  | amino acid transporter family protein | chr3:11979591-11981306 REVERSEnot assigned Aa_trans	transport.amino acids	34_3

CUST_133763_PI403524517	2	-0.0060949326	-0.052817345	-0.16343784	1.2368665	0.7831197	0.0060949326	35_37547	"Cluster: Membrane protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Membrane protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6EQH5	"CHR2V7|COORD:10984252..10986755| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G36630.1); similar to unknown [Brassica napus] (GB:AAY63998.1);"	AT2G25737.1	CHR09V5|COORD:10762251..10767267|protein expressed protein	LOC_Os09g17600.3	"no descriptionweakly similar to ( 128)AT2G25737| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G36630.1); similar to unknown [Brassica napus] (GB:AAY63998.1); contains InterPro domain Protein of unknown function DUF81; (InterPro:IPR002781) | chr2:10984252-10986755 FORWARDCOG0730 DUF81"	not assigned.unknown	35_2

CUST_12784_PI404877155	2	0.53200054	-0.2792759	-0.31575298	0.7242718	-0.16805077	0.16805077	Contig6530_at	RAFTIN1a anther protein [Triticum aestivum] emb|CAE02613.1| RAFTIN1a protein [Triticum aestivum]	CAE02612.1	dehydration-responsive protein (RD22)	At5g25610.1	protein BURP domain, putative	Os08g38810	dehydration-responsive protein (RD22), identical to SP:Q08298 Dehydration-responsive protein RD22 precursor {Arabidopsis thaliana}	stress.abiotic.drought/salt	20_2_3

CUST_7953_PI404877155	2	0.09710741	-0.016562939	-0.30679846	0.016563416	-0.3952484	0.13449335	Contig23392_at	putative receptor-protein kinase [Oryza sativa (japonica cultivar-group)] dbj|BAB56062.1| putative protein kinase [Oryza sativa (japonica cu	NP_916295.1	protein kinase family protein	At5g28680.1	protein Protein kinase domain, putative	Os05g25370	NONE	signalling.receptor kinases.Catharanthus roseus-like RLK1	30_2_16

CUST_97874_PI403524517	2	0.1504612	0.63021755	-0.26314735	0.018381119	-0.018381119	-0.53610945	35_27947	"Cluster: Os05g0490500 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0490500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DH58	CHR2|COORD:13899220..13901801| similar to similar to UV radiation resistance associated [Apis mellifera] (GB:XP_395920.1)	AT2G32760.2	CHR05V5|COORD:24026939..24024183|protein expressed protein	LOC_Os05g41160.1	"no descriptionvery weakly similar to (59.3)AT2G32760| Symbols:  | similar to At2g32760/F24L7.10 [Medicago truncatula] (GB:ABE83602.1); contains domain FAMILY NOT NAMED (PTHR15157); contains domain SUBFAMILY NOT NAMED (PTHR15157:SF2) | chr2:13899719-13901372 FORWARD"	not assigned.unknown	35_2

CUST_133436_PI403524517	2	-0.41799927	0.006266117	-0.006266117	0.0831871	0.18386602	-0.2167716	35_37460	Rep: Expansin EXPA11 - Triticum aestivum (Wheat)	UniRef90_Q5EC73	CHR2V7|COORD:16956199..16957550| ATEXPA8 (ARABIDOPSIS THALIANA EXPANSIN A8)	AT2G40610.1	CHR05V5|COORD:23414366..23412400|protein alpha-expansin 1 precursor, putative, expressed	LOC_Os05g39990.1	 no descriptionvery weakly similar to (53.5)AT2G40610| Symbols: EXP8, ATEXP8, ATHEXP ALPHA 1.11, ATEXPA8 | ATEXPA8 (ARABIDOPSIS THALIANA EXPANSIN A8) | chr2:16956199-16957550 REVERSEvery weakly similar to (63.5)EXPA4_ORYSA	cell wall.modification	10_7

CUST_117216_PI403524517	2	0.024346352	-0.024345875	-0.03234148	0.34726906	-0.13237953	0.1712246	35_33217	"Cluster: Hypothetical protein P0623A10.17-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0623A10.17-1 - Oryza sativa (japonica cultiv"	UniRef90_Q653G8	"CHR1V7|COORD:5250828..5252015| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G16040.1); similar to conserved hypothetical protein [Medicago"	AT1G15270.1	CHR06V5|COORD:28640637..28638375|protein expressed protein	LOC_Os06g47230.1	no descriptionnot assigned TMA7	not assigned.unknown	35_2

CUST_101425_PI403524517	2	0.38257504	-0.003182888	0.010325432	-0.17488194	0.003182888	-0.16937971	35_28946	"Cluster: Os05g0401200 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0401200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DIC2		0	CHR05V5|COORD:19431019..19426830|protein expressed protein	LOC_Os05g33290.1	no description	not assigned.unknown	35_2

CUST_130167_PI403524517	2	0.10095024	-0.17184258	-0.012966156	0.019581795	-0.07778072	0.012966156	35_36557	"Cluster: Aconitate hydratase, cytoplasmic, putative, expressed; n=5; Poaceae|Rep: Aconitate hydratase, cytoplasmic, putative, expressed - Oryza sativa (japonica"	UniRef90_Q10S34	CHR4V7|COORD:16973011..16977953| aconitate hydratase, cytoplasmic / citrate hydro-lyase / aconitase (ACO)	AT4G35830.1	CHR03V5|COORD:2012682..2005788|protein aconitate hydratase, cytoplasmic, putative, expressed	LOC_Os03g04410.1	 no descriptionmoderately similar to ( 223)AT4G35830| Symbols:  | aconitate hydratase, cytoplasmic / citrate hydro-lyase / aconitase (ACO) | chr4:16973011-16977953 REVERSEmoderately similar to ( 224)ACOC_CUCMAAconitate hydratase, cytoplasmic - Cucurbita maxima (Pumpkin) (Winter squash)not assigned PRK09277 AcnA_IRP acnA AcnA Aconitase Aconitase IPMI PRK07229 LeuC AcnA_Mitochondrial AcnA_Bact PRK12466 	TCA / org. transformation.TCA.aconitase	8_1_3

CUST_18982_PI404877155	2	0.020878792	0.06240177	0.005221367	-0.005221367	-0.0866909	-0.068930626	HY03K23u_at	heat shock protein 17.9 - pearl millet emb|CAA63903.1| heat shock protein 17.9 [Pennisetum glaucum]	S72544	17.4 kDa class I heat shock protein (HSP17.4-CI)	At3g46230.1	protein Hsp20/alpha crystallin family, putative	Os03g15960	NONE	stress.abiotic.heat	20_2_1

CUST_90571_PI403524517	2	-1.0384827	-0.7004719	0.33498383	0.8138056	-0.16957092	0.16956997	35_25902	Rep: NPR1 interactor - Oryza sativa (indica cultivar-group)	UniRef90_Q5EN53	"CHR2V7|COORD:18116379..18118664| IQD14; calmodulin binding"	AT2G43680.1	CHR01V5|COORD:1682682..1681543|protein expressed protein	LOC_Os01g03940.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 TT_ORF1 IER PRK07003 PRK07764 Tymo_45kd_70kd PRK09169 PRK12678 Atrophin-1 APC_basic	not assigned.unknown	35_2

CUST_99032_PI403524517	2	0.26112652	0.12889767	-0.26392174	-0.12889719	-0.2879424	0.13296223	35_28270	Rep: H0818E04.12 protein - Oryza sativa (Rice)	UniRef90_Q01JH1	"CHR4V7|COORD:17452144..17454623| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G12680.1); similar to Os04g0449500 [Oryza sativa (japonica"	AT4G37030.1	CHR04V5|COORD:22182727..22177458|protein steroid nuclear receptor, ligand-binding, putative, expressed	LOC_Os04g37670.1	" no descriptionweakly similar to ( 187)AT4G37030| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G12680.1); similar to Os04g0449500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001052932.1); similar to Steroid nuclear receptor, ligand-binding [Medicago truncatula] (GB:ABE92684.1) | chr4:17452144-17454623 FORWARD"	not assigned.unknown	35_2

CUST_73693_PI403524517	2	-1.3264213	-0.8190832	0.8200321	0.41212368	0.86462593	-0.41212368	35_21134	"Cluster: Cellulose synthase-like protein OsCslF3; n=3; Oryza sativa|Rep: Cellulose synthase-like protein OsCslF3 - Oryza sativa (Rice)"	UniRef90_Q944E0	"CHR5V7|COORD:5561682..5565293| ATCSLD2 (Cellulose synthase-like D2); cellulose synthase/ transferase, transferring glycosyl groups"	AT5G16910.1	"CHR07V5|COORD:22017490..22014030|protein CSLF3 - cellulose synthase-like family F; beta1,3;1,4 glucan synthase, expressed"	LOC_Os07g36750.1	" no descriptionmoderately similar to ( 261)AT5G16910| Symbols: CSLD2, ATCSLD2 | ATCSLD2 (Cellulose synthase-like D2); cellulose synthase/ transferase, transferring glycosyl groups | chr5:5561682-5565293 FORWARDCellulose_synt bcsA COG1215 "	cell wall.cellulose synthesis.cellulose synthase	10_2_1

CUST_10241_PI404877155	2	-0.051190376	-0.18021679	-0.045119286	0.0903492	0.045119286	0.13026905	Contig3963_s_at	68 kDa protein HP68 [Triticum aestivum]	AAL26702.1	RNase L inhibitor protein, putative	At4g19210.1	protein ABC transporter, putative	Os11g34350	68 kDa protein HP68	RNA.transcription	27_2

CUST_4917_PI399408534	2	0.116803646	0.22913265	-0.020998478	-0.11399698	-0.26635695	0.020998001	35_23545	"Cluster: Probable histone acetyltransferase HAC-like 3; n=1; Oryza sativa|Rep: Probable histone acetyltransferase HAC-like 3 - Oryza sativa (Rice)"	UniRef90_Q9XHY7	CHR3V7|COORD:4146926..4154502| histone acetyltransferase 5 (HAC5)	AT3G12980.1	CHR01V5|COORD:8052496..8044170|protein histone acetyltransferase/ protein binding protein, putative, expressed	LOC_Os01g14370.2	no descriptionhighly similar to ( 527)AT3G12980| Symbols:  | histone acetyltransferase 5 (HAC5) | chr3:4146926-4154502 FORWARDnot assigned DUF906	RNA.regulation of transcription.Histone acetyltransferases	27_3_54

CUST_169227_PI403524517	2	-0.05665016	0.08520222	0.05665016	0.122831345	-1.0041499	-0.19347286	35_47134	Rep: Predicted protein - Neurospora crassa	UniRef90_Q7SCZ7	CHR1V7|COORD:11399903..11405702| actin binding	AT1G31810.1	CHR03V5|COORD:20523944..20527257|protein ATP binding protein, putative, expressed	LOC_Os03g37120.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned PRK07003	not assigned.unknown	35_2

CUST_13968_PI404877155	2	-0.27858162	0.26853657	-0.22592449	-0.05645275	0.18783092	0.056451797	Contig7722_at	ethylene-responsive element binding factor 3 [Oryza sativa (japonica cultivar-group)] dbj|BAB89900.1| ethylene responsive element binding fa	NP_915797.1	ethylene-responsive element-binding factor 4 (ERF4)	At3g15210.1	protein AP2 domain, putative	Os01g58420	gi|10177473|dbj|BAB10864.1| dbj|BAA95748.1	RNA.regulation of transcription.AP2/EREBP, APETALA2/Ethylene-responsive element binding protein family	27_3_03

CUST_177356_PI403524517	2	0.1387124	-0.08835268	-0.16422176	0.23862267	-0.10094309	0.0883522	35_49336	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_26693_PI403524517	2	-0.48045826	-0.21445179	0.45927525	0.17442656	0.28363752	-0.17442608	35_7735	"Cluster: Hypothetical protein P0468G03.21; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0468G03.21 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5Z846	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	CHR06V5|COORD:29446537..29445626|protein expressed protein	LOC_Os06g48680.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07003 PRK12323 PRK07764 TT_ORF1 MAP65_ASE1 Totivirus_coat	not assigned.unknown	35_2

CUST_153109_PI403524517	2	-0.11580515	0.3372345	1.0583873	-0.08906698	-1.1593578	0.08906698	35_42789	"Cluster: OSJNBa0083N12.2 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0083N12.2 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7X7G8	"CHR3V7|COORD:724355..727100| similar to ATP binding / DNA binding [Arabidopsis thaliana] (TAIR:AT3G21295.1); similar to Os04g0599100 [Oryza sativa (japonica"	AT3G03140.1	CHR04V5|COORD:30011424..30005404|protein expressed protein	LOC_Os04g51060.1	" no descriptionweakly similar to ( 133)AT3G03140| Symbols:  | similar to ATP binding / DNA binding [Arabidopsis thaliana] (TAIR:AT3G21295.1); similar to Os04g0599100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001053748.1); similar to Os02g0700000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001047836.1); similar to Micronuclear linker histone polyprotein, putative [Solanum bulbocastanum] (GB:AAP45186.2); contains InterPro domain PWWP; (InterPro:IPR000313) | chr3:724355-727100 FORWARD"	not assigned.unknown	35_2

CUST_112656_PI403524517	2	0.041872025	-0.09031582	-0.06764603	0.18814278	0.15861225	-0.04187298	35_31976	Rep: H0409D10.6 protein - Oryza sativa (Rice)	UniRef90_Q01KH3	CHR2V7|COORD:8012367..8014849| protein kinase family protein	AT2G18470.1	CHR04V5|COORD:28056732..28054429|protein RWP-RK domain containing protein, expressed	LOC_Os04g47640.1	no description	not assigned.unknown	35_2

CUST_103033_PI403524517	2	-0.060270786	0.033517838	0.3349948	-0.08421373	0.11546469	-0.033517838	35_29381	Rep: Actin - Elaeis oleifera (Oil palm)	UniRef90_Q94ET5	CHR5V7|COORD:23967335..23968812| ACT4 (ACTIN 4)	AT5G59370.1	CHR11V5|COORD:3074762..3078111|protein actin-7, putative, expressed	LOC_Os11g06390.6	no descriptionvery weakly similar to (79.7)AT5G59370| Symbols: ACT4 | ACT4 (ACTIN 4) | chr5:23967335-23968812 FORWARDvery weakly similar to (79.7)ACT_GOSHIActin - Gossypium hirsutum (Upland cotton) (Gossypium mexicanum)not assigned not assigned Actin ACTIN ACTIN	cell.organisation	31_1

CUST_156323_PI403524517	2	0.16757679	-0.03743601	0.048072815	0.03743553	-0.17845011	-0.03788948	35_43662	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10SD2	"CHR5V7|COORD:18007094..18008746| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G44590.1); similar to expressed protein [Oryza sativa (japonica"	AT5G44600.1	CHR03V5|COORD:1482587..1477964|protein expressed protein	LOC_Os03g03470.4	"no descriptionweakly similar to ( 165)AT5G44600| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G44590.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABF93757.1); contains domain no description (G3D.3.40.50.150); contains domain S-adenosyl-L-methionine-dependent methyltransferases (SSF53335) | chr5:18007094-18008746 FORWARD"	not assigned.unknown	35_2

CUST_22290_PI403524517	2	0.05760765	-0.053142548	0.049381256	-0.07809639	-0.049381256	0.15036583	35_6475	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2R2Z3	"CHR4V7|COORD:5249044..5252136| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G44780.2); similar to hypothetical protein DDBDRAFT_0192009"	AT4G08310.1	CHR11V5|COORD:19516989..19523677|protein expressed protein	LOC_Os11g34190.1	"no descriptionweakly similar to ( 165)AT4G08310| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G44780.2); similar to hypothetical protein DDBDRAFT_0192009 [Dictyostelium discoideum AX4] (GB:XP_629009.1); similar to Os11g0544600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001068054.1) | chr4:5249044-5252136 REVERSEnot assigned not assigned not assigned TFIIF_alpha"	not assigned.unknown	35_2

CUST_81896_PI403524517	2	0.066357136	0.13173008	-0.26137066	-0.046155453	0.046154976	-0.12764263	35_23490	"Cluster: Putative spop; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative spop - Oryza sativa (japonica cultivar-group)"	UniRef90_Q84US4	"CHR3V7|COORD:1874583..1876581| ATBPM2; protein binding"	AT3G06190.1	CHR08V5|COORD:1622159..1624828|protein snRNP protein, putative, expressed	LOC_Os08g03470.1	"no descriptionweakly similar to ( 166)AT3G06190| Symbols: ATBPM2 | ATBPM2; protein binding | chr3:1874583-1876581 REVERSEnot assigned not assigned not assigned not assigned not assigned BTB BTB"	protein.degradation.ubiquitin.E3.BTB/POZ Cullin3.BTB/POZ	29_5_11_4_5_2

CUST_171749_PI403524517	2	0.10090923	0.6457548	0.08413839	-0.14448166	-0.08413887	-0.12624884	35_47853	"Cluster: Os01g0952300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0952300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JFZ5	CHR5V7|COORD:3995790..4000546| Ran GTPase binding / chromatin binding / zinc ion binding	AT5G12350.1	CHR01V5|COORD:42258451..42252444|protein ran GTPase binding protein, putative, expressed	LOC_Os01g72320.1	no description	not assigned.unknown	35_2

CUST_8502_PI399408534	2	-0.014662743	0.50459003	-0.32797623	0.014663696	-0.21393967	0.014663696	35_44722	"Cluster: Hypothetical protein P0015C02.3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0015C02.3 - Oryza sativa (japonica"	UniRef90_Q6ATX3	CHR5V7|COORD:18611307..18614448| leucine-rich repeat transmembrane protein kinase, putative	AT5G45840.1	CHR05V5|COORD:23034091..23029470|protein ATP binding protein, putative, expressed	LOC_Os05g39410.3	 no descriptionvery weakly similar to (90.9)AT5G45840| Symbols:  | leucine-rich repeat transmembrane protein kinase, putative | chr5:18611307-18614448 REVERSEnot assigned 	signalling.receptor kinases.leucine rich repeat VI	30_2_6

CUST_169028_PI403524517	2	0.16764164	0.11005688	0.03097248	-0.22376204	-0.46841192	-0.03097248	35_47073	"Cluster: Putative blue copper-binding protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative blue copper-binding protein - Oryza sativa (japonica"	UniRef90_Q9AUW1	CHR2V7|COORD:11542748..11543329| plastocyanin-like domain-containing protein	AT2G27035.1	CHR03V5|COORD:31299423..31298304|protein blue copper protein precursor, putative, expressed	LOC_Os03g55120.1	no descriptionvery weakly similar to (74.3)AT2G27035| Symbols:  | plastocyanin-like domain-containing protein | chr2:11542748-11543329 FORWARDnot assigned Cu_bind_like PRK07764 PRK12323	misc.plastocyanin-like	26_19

CUST_178662_PI403524517	2	0.10420084	0.24657393	0.30166626	-0.17292929	-0.5560274	-0.10420084	35_49690	"Cluster: Hypothetical protein OJ1471_E11.9; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1471_E11.9 - Oryza sativa (japonica cultivar"	UniRef90_Q6K9F1		0	CHR02V5|COORD:18503763..18495334|protein expressed protein	LOC_Os02g30974.1	no description	not assigned.unknown	35_2

CUST_170629_PI403524517	2	-0.014989853	0.6080084	-0.15196896	0.59913254	-0.45933628	0.014989853	35_47526	"Cluster: Hypothetical protein P0010B10.2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0010B10.2 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q5ZCF5	CHR1V7|COORD:16816094..16817173| DNA binding / ligand-dependent nuclear receptor	AT1G44191.1	CHR01V5|COORD:33273781..33273310|protein expressed protein	LOC_Os01g57040.1	no descriptionnot assigned not assigned TT_ORF1 Protamine_P1 Protamine_P2 PRK07764	not assigned.unknown	35_2

CUST_16951_PI399408534	2	0.42722893	-0.6934929	-0.91258526	0.2670555	-0.030111313	0.030111313	35_22666	Rep: Gibberellin 20 oxidase 2 - Oryza sativa (Rice)	UniRef90_Q8RVF5	"CHR1V7|COORD:22456238..22457805| ATGA20OX4 (GIBBERELLIN 20-OXIDASE 4); gibberellin 20-oxidase"	AT1G60980.1	CHR01V5|COORD:38709231..38712353|protein gibberellin 20 oxidase 2, putative, expressed	LOC_Os01g66100.2	" no descriptionvery weakly similar to (52.8)AT5G51810| Symbols: GA20OX2, ATGA20OX2 | ATGA20OX2/GA20OX2 (Gibberellin 20 oxidase 2); gibberellin 20-oxidase | chr5:21072615-21073972 REVERSEvery weakly similar to (69.7)GAOX2_ORYSA"	hormone metabolism.gibberelin.synthesis-degradation.GA20 oxidase	17_6_1_11

CUST_38595_PI403524517	2	0.01749897	0.47707844	-0.01749897	0.94482803	-0.25511646	-0.23716831	35_11104	"Cluster: Centromeric histone 3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Centromeric histone 3 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6T367	"CHR1|COORD:143717..145684| similar to histone H3.2 [Arabidopsis thaliana] (TAIR:At4g40030.1); similar to histone H3, putative [Arabidopsis thaliana]"	AT1G01370.2	CHR05V5|COORD:23986986..23984487|protein histone H3, putative, expressed	LOC_Os05g41080.2	 no descriptionvery weakly similar to ( 100)AT1G75600| Symbols:  | histone H3.2, putative | chr1:28394414-28395122 FORWARDweakly similar to ( 101)H3_VOLCAHistone H3 - Volvox carterinot assigned H3 HHT1 Histone 	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_75313_PI403524517	2	0.019769192	0.06824589	-0.019769669	-0.2917776	-0.84018993	0.0839448	35_21588	"Cluster: Putative anthocyanin 5-aromatic acyltransferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative anthocyanin 5-aromatic acyltransferase - Ory"	UniRef90_Q8LND6	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	CHR10V5|COORD:13282773..13280395|protein transferase family protein, expressed	LOC_Os10g26290.1	no description	not assigned.unknown	35_2

CUST_141814_PI403524517	2	0.3703885	0.62798214	-0.22392225	-0.19648075	-0.8612256	0.19648027	35_39747	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QQ14	CHR5V7|COORD:25588281..25588729| similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABA99036.2)	AT5G63905.1	CHR12V5|COORD:19631992..19628372|protein expressed protein	LOC_Os12g32580.1	no description	not assigned.unknown	35_2

CUST_129606_PI403524517	2	0.002825737	-0.015634537	0.29805756	-0.0028266907	0.09411335	-0.006368637	35_36406	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_66319_PI403524517	2	0.18876839	-0.06688404	-0.06688404	0.042920113	0.05412197	-0.042920113	35_18938	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_171725_PI403524517	2	0.41021633	-0.62000465	-0.06949997	0.11028576	-0.19020557	0.069499016	35_47847	"Cluster: Proline dehydrogenase family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Proline dehydrogenase family protein, expressed - Ory"	UniRef90_Q336U3	CHR5V7|COORD:15518570..15521129| proline oxidase, putative / osmotic stress-responsive proline dehydrogenase, putative	AT5G38710.1	CHR10V5|COORD:21288413..21290891|protein proline oxidase, mitochondrial precursor, putative, expressed	LOC_Os10g40360.1	no description	not assigned.unknown	35_2

CUST_56593_PI403524517	2	0.22140789	-0.47626114	0.16218853	0.0015926361	-0.050578117	-0.0015921593	35_16113	"Cluster: Striated muscle activator-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Striated muscle activator-like protein - Oryza sativa"	UniRef90_Q6AVK1	"CHR4V7|COORD:16159730..16160214| similar to hypothetical protein MtrDRAFT_AC148971g9v1 [Medicago truncatula] (GB:ABD28547.1); similar to Os03g0690000"	AT4G33640.1	CHR03V5|COORD:27501074..27503685|protein expressed protein	LOC_Os03g48390.1	"no descriptionweakly similar to ( 126)AT4G33640| Symbols:  | similar to hypothetical protein MtrDRAFT_AC148971g9v1 [Medicago truncatula] (GB:ABD28547.1); similar to Os03g0690000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001050950.1); contains domain SUBFAMILY NOT NAMED (PTHR22739:SF6); contains domain FAMILY NOT NAMED (PTHR22739) | chr4:16159730-16160214 REVERSEnot assigned"	not assigned.unknown	35_2

CUST_55631_PI403524517	2	-0.3599596	-0.46307564	0.37429905	0.098721504	-0.09872246	0.13699055	35_15833	"Cluster: Nitrate transporter, putative; n=1; Oryza sativa (japonica cultivar-group)|Rep: Nitrate transporter, putative - Oryza sativa (japonica"	UniRef90_Q6AVV6	CHR5V7|COORD:25182656..25185048| proton-dependent oligopeptide transport (POT) family protein	AT5G62680.1	CHR03V5|COORD:27367950..27362643|protein peptide transporter PTR2, putative, expressed	LOC_Os03g48180.1	no descriptionhighly similar to ( 586)AT5G62680| Symbols:  | proton-dependent oligopeptide transport (POT) family protein | chr5:25182656-25185048 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PTR2 PTR2 PRK07003 Atrophin-1 AF-4 Herpes_BLLF1 APC_basic PRK12323 KAR9 Tymo_45kd_70kd HPC2 DUF566 Pneumo_att_G DUF1421 PRK07764 PRK12678 Extensin_2 MFS_1	transport.peptides and oligopeptides	34_13

CUST_11045_PI404877155	2	-0.009135246	0.5155363	0.028603554	-0.080168724	0.009135246	-0.035639763	Contig4776_s_at	putative splicing factor, arginine/serine-rich 2 (Splicing factor SC35) [Oryza sativa (japonica cultivar-group)]	BAC79909.1	arginine/serine-rich splicing factor SC35	At5g64200.1	protein RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain), putative	Os07g43050	arginine/serine-rich 2 (Splicing factor SC35)	RNA.processing	27_1

CUST_3186_PI404877155	2	-0.06494808	0.008930206	-0.00893116	-0.094652176	0.060272217	0.0263834	Contig13667_at	Dc3 promoter-binding factor-3 - common sunflower (fragment) gb|AAC24835.1| Dc3 promoter-binding factor-3 [Helianthus annuus]	T12585	ABA-responsive element-binding protein 3 (AREB3)	At3g56850.1	protein bZIP transcription factor, putative	Os05g41070	ABA-responsive element-binding protein 3 (AREB3), identical to ABA-responsive element binding protein 3 (AREB3) (Arabidopsis thaliana) GI:9967421	RNA.regulation of transcription.bZIP transcription factor family	27_3_35

CUST_39697_PI403524517	2	0.07249069	-0.02995491	-0.08767414	-0.014134884	0.014135361	0.16444492	35_11415	0	0	CHR3V7|COORD:8063070..8064482| leucine-rich repeat family protein / extensin family protein	AT3G22800.1	0	0	no description	not assigned.unknown	35_2

CUST_66684_PI403524517	2	-0.005261421	-0.44122887	0.0052604675	0.029500008	-0.06744957	0.09509182	35_19039	"Cluster: Putative tripeptidyl peptidase II; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative tripeptidyl peptidase II - Oryza sativa (japonica cultivar"	UniRef90_Q6ESI7	"CHR4V7|COORD:11160946..11169900| TPP2 (TRIPEPTIDYL PEPTIDASE II); subtilase"	AT4G20850.1	CHR02V5|COORD:26946987..26964382|protein tripeptidyl-peptidase 2, putative, expressed	LOC_Os02g44520.1	"no descriptionhighly similar to ( 642)AT4G20850| Symbols: TPP2 | TPP2 (TRIPEPTIDYL PEPTIDASE II); subtilase | chr4:11160946-11169900 REVERSEnot assigned"	protein.degradation.subtilases	29_5_1

CUST_39949_PI403524517	2	-0.14121628	0.0052289963	-0.02708149	0.030366898	0.07755661	-0.0052280426	35_11491	"Cluster: Putative MFAP1 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative MFAP1 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ET26	CHR4V7|COORD:5462187..5463715| microfibrillar-associated protein-related	AT4G08580.1	CHR02V5|COORD:10354070..10351704|protein microfibrillar-associated protein 1, putative, expressed	LOC_Os02g17870.1	no descriptionweakly similar to ( 181)AT4G08580| Symbols:  | microfibrillar-associated protein-related | chr4:5462187-5463715 FORWARDnot assigned MFAP1_C	not assigned.unknown	35_2

CUST_73167_PI403524517	2	-0.03406334	0.22510338	-0.009353638	0.009353638	0.18183231	-0.25839567	35_20980	"Cluster: OSIGBa0097P08.2 protein; n=2; Oryza sativa|Rep: OSIGBa0097P08.2 protein - Oryza sativa (Rice)"	UniRef90_Q01JK3	CHR5V7|COORD:4908689..4910673| aldose 1-epimerase family protein	AT5G15140.1	CHR04V5|COORD:22674694..22679575|protein aldose 1-epimerase precursor, putative, expressed	LOC_Os04g38530.1	no descriptionmoderately similar to ( 239)AT5G15140| Symbols:  | aldose 1-epimerase family protein | chr5:4908689-4910673 FORWARDnot assigned galM Aldose_epim GalM	minor CHO metabolism.others	3_5

CUST_31805_PI403524517	2	0.2028408	-0.15608025	-0.17222118	0.017842293	-0.017842293	0.019134521	35_9176	"Cluster: Aminotransferase, classes I and II family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Aminotransferase, classes I and II"	UniRef90_Q7XC62	CHR5|COORD:1327116..1330028| aminotransferase class I and II family protein, similar to 8-amino-7-oxononanoate synthase, Bacillus sphaericus, PIR:JQ0512 (SP:P22	AT5G04620.1	CHR10V5|COORD:21775681..21779445|protein 8-amino-7-oxononanoate synthase, putative, expressed	LOC_Os10g41150.1	"no descriptionmoderately similar to ( 379)AT5G04620| Symbols: ATBIOF | ATBIOF; transaminase | chr5:1328005-1329935 FORWARDnot assigned not assigned not assigned not assigned PRK05958 BioF PRK06939 PRK09064 Aminotran_1_2 PRK07505 PRK07179 PRK05937"	secondary metabolism.unspecified	16_99

CUST_24346_PI403524517	2	-0.056360245	0.025481224	0.13115025	0.018715858	-0.018715858	-0.21735382	35_7065	"Cluster: Os01g0159300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0159300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JQI1	0	0	CHR01V5|COORD:3102037..3096274|protein protein containing C-terminal RING-finger, putative, expressed	LOC_Os01g06590.2	no description	not assigned.unknown	35_2

CUST_56111_PI403524517	2	0.0064229965	0.15250587	0.051729202	-0.1874361	-0.006422043	-0.02892971	35_15969	"Cluster: Pescadillo-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Pescadillo-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q851S7	CHR5V7|COORD:4680792..4684333| pescadillo-related	AT5G14520.1	CHR03V5|COORD:27978578..27984261|protein pescadillo, putative, expressed	LOC_Os03g49210.1	no descriptionhighly similar to ( 671)AT5G14520| Symbols:  | pescadillo-related | chr5:4680792-4684333 REVERSEnot assigned NOP7 Pescadillo_N	development.unspecified	33_99

CUST_22477_PI403524517	2	0.09293318	-0.092933655	0.18460703	0.11782169	-0.30858946	-0.46089172	35_6528	"Cluster: Putative glucose-6-phosphate/phosphate-translocator; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative glucose-6-phosphate/phosphate-translocat"	UniRef90_Q5VQL3	"CHR5V7|COORD:12606180..12608638| CUE1 (CAB UNDEREXPRESSED 1); antiporter/ triose-phosphate transporter"	AT5G33320.1	CHR01V5|COORD:3708014..3710455|protein triose phosphate/phosphate translocator, non-green plastid,chloroplast precursor, putative, expressed	LOC_Os01g07730.1	" no descriptionmoderately similar to ( 216)AT5G33320| Symbols: PPT, ARAPPT, CUE1 | CUE1 (CAB UNDEREXPRESSED 1); antiporter/ triose-phosphate transporter | chr5:12606180-12608638 FORWARDweakly similar to ( 122)TPT_FLAPRTriose phosphate/phosphate translocator, chloroplast precursor - Flaveria pringleinot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF6 RhaT Tymo_45kd_70kd Atrophin-1 PRK07003 "	transport.metabolite transporters at the envelope membrane	34_8

CUST_116858_PI403524517	2	0.07260227	-0.34871578	0.045928	-0.045927048	-0.09747887	0.09846878	35_33124	"Cluster: Os01g0664500 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0664500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JKM1		0	CHR01V5|COORD:27471755..27475875|protein negatively light-regulated protein, putative, expressed	LOC_Os01g47490.3	no description	not assigned.unknown	35_2

CUST_41125_PI403524517	2	0.076339245	-0.6825237	0.08906555	0.37354755	-0.19489717	-0.07633972	35_11823	Rep: Fructokinase-2 - Oryza sativa (Rice)	UniRef90_Q944F5	CHR4V7|COORD:6371482..6372766| pfkB-type carbohydrate kinase family protein	AT4G10260.1	CHR08V5|COORD:694899..697668|protein fructokinase-2, putative, expressed	LOC_Os08g02120.1	no descriptionweakly similar to ( 135)AT4G10260| Symbols:  | pfkB-type carbohydrate kinase family protein | chr4:6371482-6372766 REVERSEweakly similar to ( 182)SCRK2_ORYSAnot assigned bac_FRK ribokinase PfkB PRK09434 RbsK KdgK ribokinase_group_B PRK11142 ribokinase_group_A Guanosine_kinase_like FruK YegV_kinase_like ribokinase_pfkB_like RfaE_like RfaE adenosine_kinase ribokinase_group_D	major CHO metabolism.degradation.sucrose.fructokinase	2_2_1_1

CUST_4457_PI399408534	2	0.040017128	0.2562809	-0.040017128	-0.2872839	-0.34641743	0.13548613	35_45337	"Cluster: Os05g0446000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0446000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DHS3	CHR2V7|COORD:15315338..15321351| ROS1 (repressor of silencing1)	AT2G36490.1	CHR05V5|COORD:21773259..21760585|protein hhH-GPD superfamily base excision DNA repair protein	LOC_Os05g37350.1	no descriptionvery weakly similar to (76.3)AT2G36490| Symbols: ROS1 | ROS1 (repressor of silencing1) | chr2:15315338-15321351 REVERSE	RNA.regulation of transcription.Orphan family	27_3_34

CUST_30260_PI403524517	2	-1.411438E-4	-0.2126894	-0.062314987	1.411438E-4	0.07154465	0.17324829	35_8734	"Cluster: Bactericidal permeability-increasing protein-like; n=3; Oryza sativa (japonica cultivar-group)|Rep: Bactericidal permeability-increasing protein-like -"	UniRef90_Q6ZI16	0	0	CHR02V5|COORD:29865499..29869483|protein PHD-finger family protein, expressed	LOC_Os02g48810.1	no description	not assigned.unknown	35_2

CUST_35876_PI403524517	2	0.025810242	0.027862549	-0.020431519	-0.08122444	0.020430565	-0.049786568	35_10344	"Cluster: OSIGBa0099L20.4 protein; n=4; Eukaryota|Rep: OSIGBa0099L20.4 protein - Oryza sativa (Rice)"	UniRef90_Q01K32	CHR2|COORD:12810932..12812054| expressed protein, contains Pfam domain PF03660: Uncharacterised protein family (UPF0123)	AT2G30000.1	CHR05V5|COORD:17548104..17545795|protein PHD finger-like domain-containing protein 5A, putative, expressed	LOC_Os05g30410.1	"no descriptionmoderately similar to ( 244)AT2G30000| Symbols:  | Identical to Hypothetical protein At1g07170/At2g30000 [Arabidopsis Thaliana] (GB:O80873); similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G07170.2); similar to Os04g0663300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001054163.1); similar to PREDICTED: similar to conserved hypothetical protein [Strongylocentrotus purpuratus] (GB:XP_799069.1); contains InterPro domain PHF5-like; (InterPro:IPR005345) | chr2:12811119-12811451 REVERSEnot assigned PHF5"	not assigned.unknown	35_2

CUST_45723_PI403524517	2	-0.124474525	0.58257675	0.0629859	-0.0629859	-0.29556274	0.34718132	35_13102	0	0	0	0	CHR03V5|COORD:31265875..31262139|protein OsWRKY3 - Superfamily of rice TFs having WRKY and zinc finger domains, expressed	LOC_Os03g55080.1	no description	not assigned.unknown	35_2

CUST_39596_PI403524517	2	-0.001042366	1.261116	-0.044189453	0.068787575	-0.24904633	0.0010433197	35_11385	"Cluster: Os05g0188100 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0188100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DK70	0	0	CHR05V5|COORD:5394176..5395447|protein expressed protein	LOC_Os05g09580.1	no description	not assigned.unknown	35_2

CUST_2112_PI404877155	2	-0.035271645	-0.29063177	0.13735056	0.26860714	0.035271168	-0.46322203	Contig1240_at	plasma membrane intrinsic protein 1 [Triticum aestivum]	AAF61463.1	aquaporin, putative	At3g54820.1	protein MIP family channel proteins, putative	Os07g26690	NONE	transport.Major Intrinsic Proteins.PIP	34_19_1

CUST_8208_PI399408534	2	0.15675259	-0.10988903	-0.008816719	0.008815765	0.27541065	-0.061717033	35_13611	"Cluster: CCT motif family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: CCT motif family protein, expressed - Oryza sativa (japonica cult"	UniRef90_Q10E18	CHR1V7|COORD:8933926..8935271| zinc finger (B-box type) family protein	AT1G25440.1	CHR03V5|COORD:28636132..28638887|protein CCT motif family protein, expressed	LOC_Os03g50310.2	no descriptionvery weakly similar to (77.8)AT1G68520| Symbols:  | zinc finger (B-box type) family protein | chr1:25712994-25714412 REVERSEBBOX	RNA.regulation of transcription.C2C2(Zn) CO-like, Constans-like zinc finger family	27_3_7

CUST_76069_PI403524517	2	-0.01755333	0.119172096	0.01755333	-0.1257801	-0.06867504	0.07006264	35_21807	Rep: Hypothetical protein - Xenopus laevis (African clawed frog)	UniRef90_Q08BU2	"CHR3V7|COORD:6404276..6407828| ATRANGAP1 (RAN GTPASE-ACTIVATING PROTEIN 1); nucleic acid binding"	AT3G18610.1	CHR06V5|COORD:16744664..16731926|protein cysteine-type peptidase, putative, expressed	LOC_Os06g29310.2	"no descriptionvery weakly similar to (50.8)AT3G18610| Symbols: ATRANGAP1 | ATRANGAP1 (RAN GTPASE-ACTIVATING PROTEIN 1); nucleic acid binding | chr3:6404276-6407828 REVERSE"	not assigned.no ontology	35_1

CUST_72358_PI403524517	2	0.030324936	-0.03032589	0.17620945	0.118821144	-0.04069519	-0.08276558	35_20738	"Cluster: Os05g0417600 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0417600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DI46	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	CHR05V5|COORD:20372362..20373182|protein expressed protein	LOC_Os05g34500.1	no description	not assigned.unknown	35_2

CUST_1476_PI404877155	2	0.09915161	0.21343899	-0.020263672	-0.05284214	0.020263672	-0.039024353	Contig11635_at	OSJNBa0070M12.14 [Oryza sativa (japonica cultivar-group)]	CAD41937.2	DNAJ heat shock N-terminal domain-containing protein	At2g18465.1	protein DnaJ domain, putative	Os04g59060	"DNAJ heat shock N-terminal domain-containing protein, low similarity to dnaJ (Clostridium acetobutylicum) GI:144832; contains Pfam profile PF00226 DnaJ domain"	stress.abiotic.heat	20_2_1

CUST_133882_PI403524517	2	0.030529022	0.2753315	-0.030529976	-0.10851288	-0.0789938	0.1351986	35_37576	"Cluster: Putative LvsC; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative LvsC - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6H7S8	CHR1V7|COORD:21577371..21582530| WD-40 repeat family protein / beige-related	AT1G58230.1	CHR02V5|COORD:3369517..3362045|protein lipopolysaccharide-responsive and beige-like anchor protein, putative, expressed	LOC_Os02g06720.1	no descriptionweakly similar to ( 118)AT1G58230| Symbols:  | WD-40 repeat family protein / beige-related | chr1:21577371-21582530 FORWARD	not assigned.no ontology	35_1

CUST_77815_PI403524517	2	0.032966137	-0.2751813	0.14728498	0.019548416	-0.01954794	-0.29065943	35_22309	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q75G59	"CHR2V7|COORD:13336114..13338621| ATCDT1A/CDT1/CDT1A (ARABIDOPSIS HOMOLOG OF YEAST CDT1 A); cyclin-dependent protein kinase/ protein binding"	AT2G31270.1	CHR10V5|COORD:18261569..18266026|protein CDT1a protein, putative, expressed	LOC_Os10g34820.2	" no descriptionvery weakly similar to ( 100)AT2G31270| Symbols: ATCDT1A, CDT1A, CDT1 | ATCDT1A/CDT1/CDT1A (ARABIDOPSIS HOMOLOG OF YEAST CDT1 A); cyclin-dependent protein kinase/ protein binding | chr2:13336114-13338621 FORWARDnot assigned CDT1 "	not assigned.no ontology.hydroxyproline rich proteins	35_1_41

CUST_166466_PI403524517	2	0.32278538	0.06351662	-0.023201942	-0.10912037	0.023201942	-0.31250286	35_46375	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_44757_PI403524517	2	0.07228136	0.010268688	0.084308624	-0.010269165	-0.21547604	-0.43649197	35_12835	"Cluster: OSJNBa0035M09.5 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0035M09.5 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7X7V6	CHR1V7|COORD:1009541..1010950| transferase family protein	AT1G03940.1	CHR04V5|COORD:30391325..30389684|protein transferase, putative, expressed	LOC_Os04g51660.1	no descriptionvery weakly similar to (71.6)AT1G03940| Symbols:  | transferase family protein | chr1:1009541-1010950 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned Transferase PRK07764 DUF566 Herpes_BLLF1 PRK10905	secondary metabolism.flavonoids.anthocyanins.anthocyanin 5-aromatic acyltransferase	16_8_1_21

CUST_4720_PI404877155	2	-0.0051202774	-0.0065870285	0.094724655	0.005121231	0.07305908	-0.058947563	Contig15950_at	putative zinc finger protein [Oryza sativa (japonica cultivar-group)]	NP_912823.1	0	0	protein Zinc finger C-x8-C-x5-C-x3-H type (and similar), putative	Os01g15460	NONE	RNA.regulation of transcription.unclassified	27_3_99

CUST_26404_PI403524517	2	-0.41635323	-0.6065073	1.234705	0.41635227	1.2364302	-0.44780064	35_7650	"Cluster: Hypothetical protein OJ1699_E05.1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1699_E05.1 - Oryza sativa (japonica cultivar"	UniRef90_Q6ZL32	0	0	CHR07V5|COORD:23108774..23109097|protein expressed protein	LOC_Os07g38470.1	no description	not assigned.unknown	35_2

CUST_22110_PI403524517	2	0.056925774	0.33874226	-0.12752151	-0.07461929	-0.056925774	0.07404232	35_6425	"Cluster: Nudix hydrolase 20, chloroplast precursor; n=1; Arabidopsis thaliana|Rep: Nudix hydrolase 20, chloroplast precursor - Arabidopsis thaliana (Mouse-ear"	UniRef90_Q8VXZ0	"CHR5V7|COORD:6563114..6565180| ATNUDT20 (Arabidopsis thaliana Nudix hydrolase homolog 20); hydrolase"	AT5G19460.1	CHR09V5|COORD:9382837..9378746|protein nudix hydrolase 24, chloroplast precursor, putative, expressed	LOC_Os09g15340.1	"no descriptionmoderately similar to ( 404)AT5G19460| Symbols: ATNUDT20 | ATNUDT20 (Arabidopsis thaliana Nudix hydrolase homolog 20); hydrolase | chr5:6563114-6565180 FORWARDnot assigned Nudix_hydrolase_3 Nudix_Hydrolase_33"	not assigned.no ontology	35_1

CUST_58397_PI403524517	2	0.3222494	-0.48742867	-0.027851105	0.059578896	1.296997E-4	-1.296997E-4	35_16656	"Cluster: Putative 1-acyl-sn-glycerol-3-phosphate acyltransferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative 1-acyl-sn-glycerol-3-phosphate acylt"	UniRef90_Q8GVN6	CHR5V7|COORD:24384492..24386873| phospholipid/glycerol acyltransferase family protein	AT5G60620.1	CHR07V5|COORD:20810850..20806339|protein 1-acyl-sn-glycerol-3-phosphate acyltransferase zeta precursor, putative, expressed	LOC_Os07g34730.1	no descriptionhighly similar to ( 580)AT5G60620| Symbols:  | phospholipid/glycerol acyltransferase family protein | chr5:24384492-24386873 FORWARDnot assigned not assigned Acyltransferase PlsC PlsC	not assigned.no ontology	35_1

CUST_154468_PI403524517	2	0.3048954	0.228302	-0.20442104	-0.24028587	-0.48065758	0.20442104	35_43164	Rep: Aquaporin TIP1.1 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_P25818	"CHR2V7|COORD:15452569..15453415| GAMMA-TIP (Tonoplast intrinsic protein (TIP) gamma); water channel"	AT2G36830.1	CHR03V5|COORD:2543759..2541843|protein aquaporin TIP1.1, putative, expressed	LOC_Os03g05290.1	" no descriptionmoderately similar to ( 226)AT2G36830| Symbols: TIP1;1, GAMMA-TIP1, GAMMA-TIP | GAMMA-TIP (Tonoplast intrinsic protein (TIP) gamma); water channel | chr2:15452569-15453415 FORWARDmoderately similar to ( 213)TIP11_ORYSAnot assigned not assigned MIP MIP GlpF PRK05420 "	transport.Major Intrinsic Proteins.TIP	34_19_2

CUST_180365_PI403524517	2	0.05652237	1.0031424	0.76950645	-0.36349106	-0.4580536	-0.056523323	35_50162	Rep: PST19 - Triticum aestivum (Wheat)	UniRef90_Q9ATQ9	CHR4V7|COORD:7758606..7760888| leucine-rich repeat family protein / extensin family protein	AT4G13340.1	CHR10V5|COORD:7020400..7028753|protein transposon protein, putative, CACTA, En/Spm sub-class	LOC_Os10g13430.1	no description	not assigned.unknown	35_2

CUST_174104_PI403524517	2	0.004397869	-0.022210121	0.08161211	-0.004398346	-0.16066504	0.06645155	35_48475	"Cluster: Hypothetical protein P0028A08.22; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0028A08.22 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6ZCV6	"CHR3V7|COORD:11976903..11979050| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G01690.1); similar to Esterase/lipase/thioesterase [Medicago"	AT3G30380.1	CHR08V5|COORD:24001873..23997086|protein esterase/lipase/thioesterase, putative, expressed	LOC_Os08g38092.1	"no descriptionvery weakly similar to (63.9)AT3G30380| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G01690.1); similar to Esterase/lipase/thioesterase [Medicago truncatula] (GB:ABD32255.1); contains InterPro domain Esterase/lipase/thioesterase; (InterPro:IPR000379); contains InterPro domain Alpha/beta hydrolase fold-1; (InterPro:IPR000073) | chr3:11976903-11979050 FORWARD"	not assigned.unknown	35_2

CUST_7981_PI399408534	2	-0.018672943	-0.46081352	-0.025202751	0.018672943	0.21839523	0.060928345	35_8956	"Cluster: Dcp1-like decapping family, putative; n=1; Oryza sativa (japonica cultivar-group)|Rep: Dcp1-like decapping family, putative - Oryza sativa (japonica"	UniRef90_Q53QH1	CHR1V7|COORD:2638352..2640364| DCP1 (DECAPPING 1)	AT1G08370.1	CHR11V5|COORD:2561056..2564404|protein dcp1-like decapping family protein, expressed	LOC_Os11g05650.1	no descriptionmoderately similar to ( 270)AT1G08370| Symbols: DCP1 | DCP1 (DECAPPING 1) | chr1:2638352-2640364 FORWARDnot assigned DCP1	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_110066_PI403524517	2	0.103768826	0.9278002	0.28633118	-0.14377403	-0.17571163	-0.103768826	35_31272	"Cluster: Senescence-associated protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Senescence-associated protein-like - Oryza sativa (japonica cultiv"	UniRef90_Q6YS19	CHR1V7|COORD:11689373..11690853| TOM2A (TOBAMOVIRUS MULTIPLICATION 2A)	AT1G32400.2	CHR08V5|COORD:11056156..11049045|protein tetraspanin family protein, expressed	LOC_Os08g18044.1	no descriptionvery weakly similar to (57.4)AT1G32400| Symbols: TOM2A | TOM2A (TOBAMOVIRUS MULTIPLICATION 2A) | chr1:11689373-11690853 REVERSE	development.unspecified	33_99

CUST_6564_PI404877155	2	0.11429691	0.6549206	0.3160262	-0.7305126	-0.5957265	-0.11429739	Contig1953_s_at	0	BAD08917.1	serine-glyoxylate aminotransferase-related	At2g13360.1	protein aminotransferase, class V	Os08g39300	aminotransferase 1	PS.aminotransferases peroxisomal	1_02_03

CUST_24981_PI403524517	2	0.17632866	-0.38075542	0.0053682327	-0.0053682327	-0.0665102	0.091095924	35_7251	"Cluster: Os03g0554900 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os03g0554900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DQU6	CHR3V7|COORD:1660808..1671052| EMB2016 (EMBRYO DEFECTIVE 2016)	AT3G05680.1	CHR03V5|COORD:19559250..19540058|protein expressed protein	LOC_Os03g35340.1	no descriptionvery weakly similar to (84.0)AT3G05680| Symbols: EMB2016 | EMB2016 (EMBRYO DEFECTIVE 2016) | chr3:1660808-1671052 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned	development.unspecified	33_99

CUST_69299_PI403524517	2	0.041236877	-0.55441856	-0.09330177	0.02819252	0.14506054	-0.028193474	35_19826	"Cluster: Putative U3 small nucleolar ribonucleoprotein complex-associated protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative U3 small nucleolar"	UniRef90_Q75LV5	CHR4V7|COORD:2743226..2745518| transducin family protein / WD-40 repeat family protein	AT4G05410.1	CHR03V5|COORD:23778523..23771935|protein expressed protein	LOC_Os03g42770.1	no descriptionmoderately similar to ( 354)AT4G05410| Symbols:  | transducin family protein / WD-40 repeat family protein | chr4:2743226-2745518 REVERSEvery weakly similar to (82.0)GBLP_NICPLGuanine nucleotide-binding protein subunit beta-like protein - Nicotiana plumbaginifolia (Leadwort-leaved tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned WD40 COG2319	not assigned.no ontology	35_1

CUST_98119_PI403524517	2	-0.07742596	-0.10704231	0.06389809	0.1414547	0.11426163	-0.06389713	35_28016	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_41807_PI403524517	2	0.07256794	-0.23964787	5.531311E-4	-5.5217743E-4	0.024999619	-0.02933979	35_12014	"Cluster: Hypothetical protein OJ1767_D02.6; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1767_D02.6 - Oryza sativa (japonica cultivar"	UniRef90_Q6ZGK5	"CHR4V7|COORD:5230342..5231193| similar to Os02g0767900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001048234.1); similar to hypothetical protein"	AT4G08280.1	CHR02V5|COORD:32343223..32347039|protein glutaredoxin 2, putative, expressed	LOC_Os02g52900.2	no description	not assigned.unknown	35_2

CUST_26848_PI399408534	2	-0.6372452	1.1720562	0.20145416	0.08864689	-0.29708862	-0.08864689	35_21817	"Cluster: Putative ethylene-responsive transcriptional coactivator; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ethylene-responsive transcriptional"	UniRef90_Q69XD8	"CHR3V7|COORD:8918762..8919208| ATMBF1C/MBF1C (MULTIPROTEIN BRIDGING FACTOR 1C); DNA binding / transcription coactivator/ transcription factor"	AT3G24500.1	CHR06V5|COORD:23293081..23292237|protein endothelial differentiation-related factor 1, putative, expressed	LOC_Os06g39240.1	" no descriptionweakly similar to ( 141)AT3G24500| Symbols: MBF1C, ATMBF1C | ATMBF1C/MBF1C (MULTIPROTEIN BRIDGING FACTOR 1C); DNA binding / transcription coactivator/ transcription factor | chr3:8918762-8919208 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned MBF1 COG1813 PRK12323 PRK12678 PRK07764 PRK07003 HTH_XRE Atrophin-1 Tymo_45kd_70kd HTH_3 HTH_XRE Extensin_2 "	hormone metabolism.ethylene.induced-regulated-responsive-activated	17_5_3

CUST_47934_PI403524517	2	0.4537077	-0.31814766	-0.64119625	0.3724928	0.0055179596	-0.0055179596	35_13709	"Cluster: S-adenosylmethionine decarboxylase 2; n=2; Oryza sativa|Rep: S-adenosylmethionine decarboxylase 2 - Oryza sativa (Rice)"	UniRef90_Q9SC67	CHR3V7|COORD:9288650..9289699| adenosylmethionine decarboxylase family protein	AT3G25570.1	CHR02V5|COORD:24039375..24042572|protein S-adenosylmethionine decarboxylase proenzyme, putative, expressed	LOC_Os02g39790.2	no descriptionmoderately similar to ( 332)AT3G25570| Symbols:  | adenosylmethionine decarboxylase family protein | chr3:9288650-9289699 REVERSEhighly similar to ( 554)DCAM_MAIZES-adenosylmethionine decarboxylase proenzyme - Zea mays (Maize)not assigned SAM_decarbox AdoMetDC_leader	polyamine metabolism.synthesis.SAM decarboxylase	22_1_2

CUST_51821_PI403524517	2	-0.10554123	8.9645386E-4	-8.945465E-4	0.009378433	0.04922104	-0.009601593	35_14769	Rep: Ribosomal protein L15 - Homo sapiens (Human)	UniRef90_Q96S84	CHR4V7|COORD:9714419..9715557| 60S ribosomal protein L15 (RPL15B)	AT4G17390.1	CHR05V5|COORD:11227443..11229551|protein 60S ribosomal protein L15, putative, expressed	LOC_Os05g19370.1	no descriptionmoderately similar to ( 295)AT4G17390| Symbols:  | 60S ribosomal protein L15 (RPL15B) | chr4:9714419-9715557 REVERSEmoderately similar to ( 290)RL15_PETHY60S ribosomal protein L15 - Petunia hybrida (Petunia)not assigned Ribosomal_L15e RPL15A PRK04243	protein.synthesis.misc ribososomal protein	29_2_2

CUST_91135_PI403524517	2	0.0044956207	0.084239006	-0.016394615	0.0044956207	-0.0690012	-0.0044956207	35_26060	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_70678_PI403524517	2	-0.10202885	0.006085396	0.018455505	-0.006085396	0.06431389	-0.08748913	35_20249	"Cluster: DNA repair protein radA (RadA)-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: DNA repair protein radA (RadA)-like - Oryza sativa (japonica cult"	UniRef90_Q9AWX8	"CHR2V7|COORD:18677177..18679115| ATRAD51C (Arabidopsis thaliana Ras Associated with Diabetes protein 51C); ATP binding / damaged DNA binding"	AT2G45280.1	CHR01V5|COORD:22685252..22680037|protein DNA repair protein RAD51 homolog 3, putative, expressed	LOC_Os01g39630.1	" no descriptionmoderately similar to ( 337)AT2G45280| Symbols: RAD51C, ATRAD51C | ATRAD51C (Arabidopsis thaliana Ras Associated with Diabetes protein 51C); ATP binding / damaged DNA binding | chr2:18677177-18679115 FORWARDvery weakly similar to (95.5)DMC1_LILLOMeiotic recombination protein DMC1 homolog - Lilium longiflorum (Trumpet lily)not assigned not assigned not assigned not assigned not assigned Rad51_DMC1_radA recA_like radA Rad51 RecA radB radB DUF1296 Sms Sms PRK11823 "	DNA.repair	28_2

CUST_10273_PI399408534	2	-0.14056396	0.65243816	-0.16672516	0.08905506	-0.08905411	0.1961937	35_23371	"Cluster: Chitin-inducible gibberellin-responsive protein 1; n=2; Oryza sativa|Rep: Chitin-inducible gibberellin-responsive protein 1 - Oryza sativa (Rice)"	UniRef90_Q69VG1	"CHR1V7|COORD:18741066..18743215| SCL5; transcription factor"	AT1G50600.1	CHR07V5|COORD:21613259..21618622|protein chitin-inducible gibberellin-responsive protein 1, putative, expressed	LOC_Os07g36170.3	"no descriptionweakly similar to ( 104)AT1G50600| Symbols: SCL5 | SCL5; transcription factor | chr1:18741066-18743215 REVERSEweakly similar to ( 136)CIGR1_ORYSA"	hormone metabolism.gibberelin.signal transduction	17_6_2

CUST_25378_PI399408534	2	0.2354765	0.47925377	0.015944958	-0.06085491	-0.1258936	-0.015945435	35_12588	"Cluster: Os01g0524500 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os01g0524500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JM93	CHR1V7|COORD:18136382..18137446| myb family transcription factor	AT1G49010.1	CHR01V5|COORD:19082115..19083747|protein DNA binding protein, putative, expressed	LOC_Os01g34060.1	no descriptionweakly similar to ( 158)AT1G49010| Symbols:  | myb family transcription factor | chr1:18136382-18137446 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07003 PRK07764	RNA.regulation of transcription.MYB-related transcription factor family	27_3_26

CUST_53242_PI403524517	2	-0.36764908	-0.3127947	0.22160625	0.15559673	0.008353233	-0.008353233	35_15153	"Cluster: Putative CSLC9; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative CSLC9 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8LIY0	"CHR4V7|COORD:4802625..4805111| ATCSLC12 (Cellulose synthase-like C12); transferase, transferring glycosyl groups"	AT4G07960.1	CHR05V5|COORD:25221462..25217543|protein CSLC7 - cellulose synthase-like family C, expressed	LOC_Os05g43530.1	" no descriptionhighly similar to ( 706)AT4G07960| Symbols: CSLC12, ATCSLC12 | ATCSLC12 (Cellulose synthase-like C12); transferase, transferring glycosyl groups | chr4:4802625-4805111 REVERSECOG1215 bcsA PRK11204 Glycos_transf_2 "	cell wall.cellulose synthesis	10_2

CUST_60143_PI403524517	2	-0.2741356	-0.13121796	0.28654003	0.44079685	-0.04505539	0.045054436	35_17144	"Cluster: Os01g0883900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0883900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JH49	CHR5V7|COORD:25642191..25645483| dehydration-responsive protein-related	AT5G64030.1	CHR01V5|COORD:38718629..38713116|protein ankyrin-like protein, putative, expressed	LOC_Os01g66110.2	no descriptionvery weakly similar to (90.5)AT5G64030| Symbols:  | dehydration-responsive protein-related | chr5:25642191-25645483 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned MDN1 Caldesmon Merozoite_SPAM TFIIF_alpha CDC27	stress.abiotic.drought/salt	20_2_3

CUST_13339_PI403524517	2	0.14277458	0.015247345	-0.021449089	0.07307243	-0.01680851	-0.015246391	35_3820	"Cluster: Magnesium transporter CorA-like family protein, putative, expressed; n=3; Oryza sativa|Rep: Magnesium transporter CorA-like family protein, putative, e"	UniRef90_Q10F20	CHR5V7|COORD:7627679..7630636| GMN10 (Arabidopsis thaliana Mg transporter 10)	AT5G22830.1	CHR03V5|COORD:27237026..27243542|protein GMN10, putative, expressed	LOC_Os03g48000.1	 no descriptionmoderately similar to ( 423)AT5G22830| Symbols: GMN10, ATMGT10 | GMN10 (Arabidopsis thaliana Mg transporter 10) | chr5:7627679-7630636 FORWARDnot assigned not assigned not assigned CorA infB PRK07764 	transport.unspecified cations	34_14

CUST_97972_PI403524517	2	0.12292671	-0.047837257	-0.0024700165	0.0024709702	-0.20915604	0.023937225	35_27972	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_15208_PI404877155	2	-0.1392641	0.0664072	0.0049419403	0.0503788	-0.08528042	-0.0049419403	Contig9086_at	putative serine palmitoyltransferase [Oryza sativa (japonica cultivar-group)]	NP_914893.1	serine C-palmitoyltransferase (LCB2)	At5g23670.1	protein aminotransferase, classes I and II, putative	Os01g70380	"serine C-palmitoyltransferase (LCB2), identical to serine palmitoyltransferase (Arabidopsis thaliana) GI:9309380; similar to serine palmitoyltransferase from Solanum tuberosum (GI:4995890), Homo sapiens (SP:O15270), Mus musculus (SP:P97363); contains Pfam"	lipid metabolism.'exotics' (steroids, squalene etc).sphingolipids	11_8_1

CUST_460_PI404877155	2	0.123456955	-1.088337	-0.19951963	0.019459724	-0.019459724	0.3772235	Contig1037_s_at	Cytochrome b6 gb|AAB29194.1| PetB [Zea mays]	P05642	0	0	protein Cytochrome b(N-terminal)/b6/petB, putative	Os01g57940	polyubiquitin	PS.lightreaction.cytochrome b6/f	1_01_03

CUST_58674_PI403524517	2	-0.11019468	0.3989539	0.011209965	0.13382006	-0.4298973	-0.011209965	35_16740	"Cluster: Hypothetical protein P0459B01.8; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0459B01.8 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6Z8F6	"CHR1V7|COORD:11470273..11471134| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G35585.1); similar to Os02g0697700 [Oryza sativa (japonica"	AT1G31940.1	CHR02V5|COORD:28690584..28688819|protein expressed protein	LOC_Os02g47000.1	"no descriptionweakly similar to ( 138)AT1G31940| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G35585.1); similar to Os02g0697700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001047822.1) | chr1:11470273-11471134 REVERSE"	not assigned.unknown	35_2

CUST_10395_PI399408534	2	0.054351807	-0.18424034	-0.054351807	0.11817074	0.22456074	-0.15841007	35_8890	"Cluster: Calcium-binding EF hand family protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Calcium-binding EF hand family"	UniRef90_Q6YVG9	CHR5V7|COORD:2780977..2782962| calcium-binding EF hand family protein	AT5G08580.1	CHR02V5|COORD:6798696..6802474|protein calcium ion binding protein, putative, expressed	LOC_Os02g12880.4	no descriptionmoderately similar to ( 298)AT5G08580| Symbols:  | calcium-binding EF hand family protein | chr5:2780977-2782962 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07764	signalling.calcium	30_3

CUST_13177_PI404877155	2	-0.01835537	0.6110258	0.010232925	-0.010231972	-0.07305813	0.015867233	Contig6898_at	auxin-regulated protein-like [Oryza sativa (japonica cultivar-group)]	BAC57702.1	small G protein family protein / RhoGAP family protein	At5g61530.1	protein RhoGAP domain, putative	Os07g30300	auxin-regulated protein-like	signalling.G-proteins	30_5

CUST_48675_PI403524517	2	0.12832403	0.23586416	-0.12832403	0.19815159	-0.23395157	-0.16630363	35_13900	"Cluster: Ribulose bisphosphate carboxylase/oxygenase activase A, chloroplast precursor; n=7; Eukaryota|Rep: Ribulose bisphosphate carboxylase/oxygenase activase"	UniRef90_Q40073	CHR2V7|COORD:16578029..16580423| RCA (RUBISCO ACTIVASE)	AT2G39730.1	CHR11V5|COORD:28378053..28374859|protein ribulose bisphosphate carboxylase/oxygenase activase, chloroplast precursor, putative, expressed	LOC_Os11g47970.3	 no descriptionhighly similar to ( 672)AT2G39730| Symbols: RCA | RCA (RUBISCO ACTIVASE) | chr2:16578252-16580423 REVERSEhighly similar to ( 857)RCAA_HORVURibulose bisphosphate carboxylase/oxygenase activase A, chloroplast precursor - Hordeum vulgare (Barley)not assigned AAA 	PS.calvin cyle.rubisco interacting	1_3_13

CUST_132447_PI403524517	2	0.08461952	0.5200815	0.048499584	-0.048499584	-0.13253975	-0.2816887	35_37196	"Cluster: Os11g0153600 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os11g0153600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IUJ0	"CHR5V7|COORD:1060264..1063256| FFC (FIFTY-FOUR CHLOROPLAST HOMOLOGUE); 7S RNA binding / GTP binding / mRNA binding"	AT5G03940.1	CHR11V5|COORD:2513385..2517849|protein signal recognition particle 54 kDa protein, chloroplast precursor, putative, expressed	LOC_Os11g05556.2	" no descriptionvery weakly similar to (80.1)AT5G03940| Symbols: 54CP, CPSRP54, SRP54CP, FFC | FFC (FIFTY-FOUR CHLOROPLAST HOMOLOGUE); 7S RNA binding / GTP binding / mRNA binding | chr5:1060264-1063256 REVERSEnot assigned Ffh PRK10867 PRK00771 SRP54 "	protein.targeting.chloroplast	29_3_3

CUST_113818_PI403524517	2	9.498596E-4	-0.2789545	-0.13414764	0.09077263	0.03495884	-9.498596E-4	35_32301	Rep: Predicted protein - Neurospora crassa	UniRef90_Q7SCZ7	CHR4V7|COORD:7758606..7760888| leucine-rich repeat family protein / extensin family protein	AT4G13340.1	CHR08V5|COORD:10918875..10929831|protein actin binding protein, putative, expressed	LOC_Os08g17820.2	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned Extensin_2 Drf_FH1	not assigned.unknown	35_2

CUST_1638_PI399408534	2	0.033041	0.0433836	-0.18320274	0.012320995	-0.012320995	-0.21231699	35_12138	Rep: H0321H01.12 protein - Oryza sativa (Rice)	UniRef90_Q01L68	"CHR3V7|COORD:16237756..16240739| HDA9 (histone deacetylase 9); histone deacetylase"	AT3G44680.1	CHR04V5|COORD:20062703..20068438|protein histone deacetylase 1, putative, expressed	LOC_Os04g33480.1	" no descriptionmoderately similar to ( 335)AT3G44680| Symbols: HDA09, HDA9 | HDA9 (histone deacetylase 9); histone deacetylase | chr3:16237756-16240739 REVERSEmoderately similar to ( 236)HDAC_MAIZEnot assigned not assigned Hist_deacetyl AcuC "	RNA.regulation of transcription.HDA	27_3_55

CUST_33875_PI403524517	2	0.045969963	0.1500349	-0.1556921	0.103300095	-0.6475601	-0.045969963	35_9764	"Cluster: OSJNBb0012E24.4 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: OSJNBb0012E24.4 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XSP0	CHR2V7|COORD:18764955..18779303| WD-40 repeat family protein / beige-related	AT2G45540.1	CHR04V5|COORD:27587390..27580558|protein lvsC, putative, expressed	LOC_Os04g46894.1	no descriptionmoderately similar to ( 405)AT2G45540| Symbols:  | WD-40 repeat family protein / beige-related | chr2:18764955-18779303 REVERSEnot assigned not assigned Beach Neurobeachin	not assigned.no ontology	35_1

CUST_65365_PI403524517	2	-0.42285347	-0.14885426	0.17253876	0.29606533	0.13502598	-0.13502598	35_18663	"Cluster: Putative phosphoglycerate dehydrogenase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative phosphoglycerate dehydrogenase - Oryza sativa (japon"	UniRef90_Q6ZAA5	"CHR1|COORD:6100957..6105258| similar to D-3-phosphoglycerate dehydrogenase, putative / 3-PGDH, putative [Arabidopsis thaliana] (TAIR:At3g19480.1);"	AT1G17745.2	CHR08V5|COORD:21690313..21685199|protein D-3-phosphoglycerate dehydrogenase, chloroplast precursor, putative, expressed	LOC_Os08g34720.1	"no descriptionmoderately similar to ( 319)AT1G17745| Symbols: PGDH | PGDH (3-PHOSPHOGLYCERATE DEHYDROGENASE); phosphoglycerate dehydrogenase | chr1:6101150-6104972 FORWARDnot assigned not assigned ACT_3PGDH-xct ACT_3PGDH-like ACT_LSD"	amino acid metabolism.synthesis.serine-glycine-cysteine group.serine.phosphoglycerate dehydrogenase	13_1_5_1_1

CUST_76993_PI403524517	2	0.1489563	0.036597252	-0.06710434	0.007475853	-0.22650528	-0.0074768066	35_22069	"Cluster: Hypothetical protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QYA8	CHR3V7|COORD:869486..871694| phagocytosis and cell motility protein ELMO1-related	AT3G03610.1	CHR12V5|COORD:1264350..1268139|protein domain of unknown function DUF609 containing protein, expressed	LOC_Os12g03270.2	no descriptionmoderately similar to ( 333)AT3G03610| Symbols:  | phagocytosis and cell motility protein ELMO1-related | chr3:869486-871694 FORWARDnot assigned not assigned ELMO_CED12	not assigned.no ontology	35_1

CUST_82921_PI403524517	2	0.21902752	-0.4571886	0.009749413	-0.009749413	0.12827015	-0.062005997	35_23780	"Cluster: Hypothetical protein P0637D03.31; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0637D03.31 - Oryza sativa (japonica cultivar-g"	UniRef90_Q655V8	CHR4V7|COORD:10275928..10278502| leucine-rich repeat family protein / extensin family protein	AT4G18670.1	CHR06V5|COORD:29340866..29342969|protein expressed protein	LOC_Os06g48500.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_6433_PI399408534	2	-0.18124485	0.3660307	0.014259338	0.03534317	-0.014260292	-0.08687687	35_47493	Rep: Ras-related protein Rab7 - Gossypium hirsutum (Upland cotton)	UniRef90_Q9XER8	"CHR3V7|COORD:6484272..6486011| AtRABG3f/AtRab7B (Arabidopsis Rab GTPase homolog G3f); GTP binding"	AT3G18820.1	CHR05V5|COORD:25537345..25540146|protein ras-related protein Rab7, putative, expressed	LOC_Os05g44050.1	" no descriptionweakly similar to ( 165)AT3G18820| Symbols: AtRABG3f, AtRab7B | AtRABG3f/AtRab7B (Arabidopsis Rab GTPase homolog G3f); GTP binding | chr3:6484272-6486011 FORWARDweakly similar to ( 172)RAB7_GOSHIRas-related protein Rab7 - Gossypium hirsutum (Upland cotton) (Gossypium mexicanum)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Rab7 RAB Rab Ras Rab9 Rab6 Rab1_Ypt1 Rab4 Rab18 Rab5_related Rab8_Rab10_Rab13_like Rab11_like Rab21 RabA_like Rab23_lke Rab2 Rab32_Rab38 Ras_like_GTPase Rab35 Rab26 Rab30 Rab33B_Rab33A Rab19 Rab36_Rab34 Rab3 Rab14 Rab12 Rab39 COG1100 Rab24 Rab27A Ras RJL Rab15 RAS Rab28 RabL2 Ran Rho M_R_Ras_like Rab40 H_N_K_Ras_like RSR1 Rab20 RHO Rap_like RAN RalA_RalB Rap2 RheB Centaurin_gamma Rho4_like RabL4 "	signalling.G-proteins	30_5

CUST_31370_PI403524517	2	0.039653778	0.27290154	-0.039652824	-0.17356205	-0.105196	0.050393105	35_9054	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_44967_PI403524517	2	0.003118515	0.2544899	-0.12551785	-0.0031194687	-0.7324476	0.5853939	35_12894	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_171537_PI403524517	2	-0.04286766	-0.046108246	0.042868614	0.057357788	0.07423401	-0.054343224	35_47799	Rep: Isoform 2 of Q5N941 - Oryza sativa (Rice)	UniRef90_Q5N941-2	"CHR5V7|COORD:20341399..20344913| Identical to Putative ion channel DMI1 [Arabidopsis Thaliana] (GB:Q9LTX4); similar to unknown protein [Arabidopsis thaliana]"	AT5G49960.1	CHR01V5|COORD:38047501..38041145|protein ion channel DMI1, chloroplast precursor, putative, expressed	LOC_Os01g64980.2	" no descriptionmoderately similar to ( 280)AT5G49960| Symbols:  | Identical to Putative ion channel DMI1 [Arabidopsis Thaliana] (GB:Q9LTX4); similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G02940.1); similar to Putative ion channel DMI-1 (Does not make infections protein 1) (GB:Q6RHR6); similar to Putative ion channel POLLUX, chloroplast precursor (GB:Q5H8A5); similar to putative DMI1 protein [Oryza sativa (japonica cultivar-group)] (GB:BAD81711.1); contains InterPro domain Protein of unknown function DUF1012; (InterPro:IPR010420) | chr5:20341399-20344913 REVERSEmoderately similar to ( 332)DMI1_ORYSADUF1012 "	not assigned.unknown	35_2

CUST_2605_PI404877155	2	0.10778141	-0.27566576	-0.10778141	0.13711786	-0.26196575	0.23882675	Contig13030_s_at	ABC transporter family protein [Arabidopsis thaliana] gb|AAL24135.1| putative ABC transporter protein [Arabidopsis thaliana]	NP_568169.1	ABC transporter family protein	At5g06530.1	protein ABC transporter, putative	Os08g07010	"similar to ABC transporter family protein [Arabidopsis thaliana] (TAIR:At3g52310.1); similar to putative ABC transporter AbcG1 [Oryza sativa (japonica cultivar-group)] (GB:XP_480256.1); contains InterPro domain AAA ATPase (InterPro:IPR003593); contains In"	transport.ABC transporters and multidrug resistance systems	34_16

CUST_106190_PI403524517	2	-0.35638285	0.26948404	-0.0526824	0.19984674	0.052682877	-0.27362156	35_30225	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_23492_PI403524517	2	-0.0027427673	0.45663357	0.382658	-0.05105877	-0.8100624	0.0027422905	35_6827	"Cluster: NBS-LRR-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: NBS-LRR-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8LL84	0	0	CHR11V5|COORD:6636603..6631063|protein NBS-LRR type disease resistance protein, putative, expressed	LOC_Os11g11960.1	no description	not assigned.unknown	35_2

CUST_20581_PI399408534	2	0.8346424	-0.26316977	0.05169964	-0.05169916	0.05766821	-0.11931467	35_10532	"Cluster: AUX1 protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: AUX1 protein, putative, expressed - Oryza sativa (japonica cultivar"	UniRef90_Q10P71	CHR2V7|COORD:9041370..9043520| amino acid permease, putative	AT2G21050.1	CHR03V5|COORD:7625699..7629611|protein auxin transporter-like protein 3, putative, expressed	LOC_Os03g14080.1	 no descriptionmoderately similar to ( 223)AT2G21050| Symbols:  | amino acid permease, putative | chr2:9041370-9043520 FORWARDmoderately similar to ( 219)LAX5_MEDTRAuxin transporter-like protein 5 - Medicago truncatula (Barrel medic)not assigned Aa_trans 	transport.amino acids	34_3

CUST_35954_PI403524517	2	0.02831173	-0.12769699	-0.07504749	0.097234726	-0.006342888	0.006341934	35_10367	"Cluster: SWIB/MDM2 domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: SWIB/MDM2 domain containing protein, expressed - Oryza"	UniRef90_Q2QQ44	CHR4V7|COORD:16410887..16412126| SWIB complex BAF60b domain-containing protein	AT4G34290.1	CHR12V5|COORD:19464159..19459503|protein expressed protein	LOC_Os12g32280.1	no descriptionweakly similar to ( 107)AT4G34290| Symbols:  | SWIB complex BAF60b domain-containing protein | chr4:16410887-16412126 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned SWIB SWIB COG5531 PRK06319	not assigned.no ontology	35_1

CUST_13841_PI403524517	2	0.12960625	-0.46954918	-0.048560143	0.048561096	-0.13234997	0.07511616	35_3969	"Cluster: Os04g0443500 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os04g0443500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JCY4	CHR4V7|COORD:6284617..6287183| hydrolase, alpha/beta fold family protein	AT4G10050.1	CHR04V5|COORD:21900267..21906087|protein protein phosphatase methylesterase 1, putative, expressed	LOC_Os04g36620.2	 no descriptionmoderately similar to ( 471)AT4G10050| Symbols:  | hydrolase, alpha/beta fold family protein | chr4:6284617-6287183 REVERSEnot assigned not assigned not assigned not assigned MhpC Abhydrolase_1 PldB COG3319 PRK11126 	not assigned.no ontology	35_1

CUST_120381_PI403524517	2	-0.03743267	0.20580912	0.037432194	0.6615372	-0.16027355	-0.2048707	35_34033	"Cluster: Os07g0693700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os07g0693700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D3C7	CHR5V7|COORD:1656767..1663729| transducin family protein / WD-40 repeat family protein	AT5G05570.1	CHR07V5|COORD:29520749..29529080|protein expressed protein	LOC_Os07g49300.1	no descriptionweakly similar to ( 107)AT5G05570| Symbols:  | transducin family protein / WD-40 repeat family protein | chr5:1656767-1663729 FORWARD	not assigned.no ontology	35_1

CUST_9534_PI399408534	2	0.021449089	0.5282135	0.18194771	-0.04737091	-0.021450043	-0.05961895	35_16232	"Cluster: PHD finger protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: PHD finger protein, putative, expressed - Oryza sativa (japon"	UniRef90_Q2R837	CHR1V7|COORD:4962166..4964149| PHD finger family protein	AT1G14510.1	CHR11V5|COORD:7779655..7772111|protein PHD finger protein, putative, expressed	LOC_Os11g14010.1	no descriptionmoderately similar to ( 314)AT1G14510| Symbols:  | PHD finger family protein | chr1:4962166-4964149 REVERSEnot assigned PHD PHD	RNA.regulation of transcription.Alfin-like	27_3_2

CUST_72687_PI403524517	2	-0.19674301	2.1820402	-1.3341246	0.77168274	-0.86264133	0.19674397	35_20834	Rep: Senescence-associated protein - Triticum aestivum (Wheat)	UniRef90_Q2TN72	CHR4V7|COORD:16945078..16945988| SEN1 (DARK INDUCIBLE 1)	AT4G35770.1	CHR06V5|COORD:30825116..30822444|protein senescence-associated protein DIN1, putative, expressed	LOC_Os06g50930.1	 no descriptionweakly similar to ( 135)AT4G35770| Symbols: SEN1, ATSEN1, DIN1 | SEN1 (DARK INDUCIBLE 1) | chr4:16945078-16945969 FORWARDweakly similar to ( 135)DIN1_RAPSASenescence-associated protein DIN1 - Raphanus sativus (Radish)not assigned RHOD RHOD PRK08762 RHOD_1 PspE Rhodanese RHOD_Pyr_redox GlpE_ST PRK11784 RHOD_HSP67B2 PRK05597 	development.unspecified	33_99

CUST_170785_PI403524517	2	-0.0414629	0.08438873	0.04468727	-0.10795593	-0.13040733	0.0414629	35_47572	Rep: Putative kinesin heavy chain - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q0WQJ7	CHR2V7|COORD:15707629..15712244| kinesin motor protein-related	AT2G37420.1	CHR03V5|COORD:9525183..9529769|protein 125 kDa kinesin-related protein, putative, expressed	LOC_Os03g17164.1	no descriptionvery weakly similar to (97.1)AT2G37420| Symbols:  | kinesin motor protein-related | chr2:15707629-15712244 FORWARDvery weakly similar to (52.8)K125_TOBAC125 kDa kinesin-related protein - Nicotiana tabacum (Common tobacco)not assigned	cell.organisation	31_1

CUST_40044_PI403524517	2	-0.020113945	0.31621838	0.13380718	-0.016607285	0.016607285	-0.13091946	35_11517	"Cluster: Os05g0400800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0400800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DIC5	"CHR2V7|COORD:15200957..15202588| APG10 (ALBINO AND PALE GREEN 10); 1-(5-phosphoribosyl)-5-[(5-"	AT2G36230.1	CHR05V5|COORD:19407534..19414457|protein 1-(5-phosphoribosyl)-5-[(5- phosphoribosylamino)methylideneamino]imidazole-4-	LOC_Os05g33260.3	" no descriptionmoderately similar to ( 218)AT2G36230| Symbols: HISN3, APG10 | APG10 (ALBINO AND PALE GREEN 10); 1-(5-phosphoribosyl)-5-[(5-phosphoribosylamino)methylideneamino]imidazole-4-carboxamide isomerase | chr2:15200957-15202588 REVERSEnot assigned HisA_HisF HisA His_biosynth HisA "	amino acid metabolism.synthesis.histidine.N'-5'-phosphoribosyl-formimino-5-aminoimidazole-4-carboxamide ribonucleotide isomerase	13_1_7_4

CUST_54251_PI403524517	2	-0.085962296	0.3666649	0.13946533	-0.16635513	-0.07096672	0.07096481	35_15441	"Cluster: Putative steroid membrane binding protein; n=1; Triticum aestivum|Rep: Putative steroid membrane binding protein - Triticum aestivum (Wheat)"	UniRef90_A0MAU9	"CHR3V7|COORD:18140654..18142338| ATMP2 (ARABIDOPSIS THALIANA MEMBRANE-ASSOCIATED PROGESTERONE BINDING PROTEIN 3); heme binding / transition metal ion binding"	AT3G48890.1	CHR10V5|COORD:18844448..18842134|protein membrane steroid-binding protein 1, putative, expressed	LOC_Os10g35870.1	 no descriptionmoderately similar to ( 212)AT5G52240| Symbols: ATMP1, ATMAPR5, MSBP1 | MSBP1 (ARABIDOPSIS THALIANA MEMBRANE-ASSOCIATED PROGESTERONE BINDING PROTEIN 5) | chr5:21230347-21231783 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned Cyt-b5 	redox.ascorbate and glutathione	21_2

CUST_51328_PI403524517	2	0.24877834	0.390172	-0.060548782	-0.13823175	-0.89251566	0.060548782	35_14630	"Cluster: Lichenase-2 precursor (EC 3.2.1.73) (Lichenase II) (Endo-beta-1,3-1,4 glucanase II) ((1->3,1->4)-beta-glucanase isoenzyme EII); n=8;"	UniRef90_P12257	"CHR3V7|COORD:21202315..21204097| BG1 (BETA-1,3-GLUCANASE 1); hydrolase, hydrolyzing O-glycosyl compounds"	AT3G57270.1	CHR05V5|COORD:18029846..18025085|protein lichenase-2 precursor, putative, expressed	LOC_Os05g31140.1	" no descriptionmoderately similar to ( 288)AT3G57270| Symbols: BG1 | BG1 (BETA-1,3-GLUCANASE 1); hydrolase, hydrolyzing O-glycosyl compounds | chr3:21202315-21204097 REVERSEhighly similar to ( 612)GUB2_HORVULichenase-2 precursor - Hordeum vulgare (Barley)not assigned not assigned not assigned Glyco_hydro_17 COG5309 APC_basic PRK07764 Herpes_BLLF1 PRK12323 "	misc.beta 1,3 glucan hydrolases	26_4

CUST_31606_PI399408534	2	-0.29309464	1.7534685	-0.5041418	0.107219696	0.049621582	-0.049622536	35_5420	"Cluster: Probable indole-3-acetic acid-amido synthetase GH3.12; n=2; Oryza sativa|Rep: Probable indole-3-acetic acid-amido synthetase GH3.12 - Oryza sativa (Ric"	UniRef90_Q53P49	CHR2V7|COORD:19041415..19043442| JAR1 (JASMONATE RESISTANT 1)	AT2G46370.2	CHR01V5|COORD:6627264..6621765|protein indole-3-acetic acid-amido synthetase GH3.3, putative, expressed	LOC_Os01g12160.1	 no descriptionmoderately similar to ( 241)AT2G46370| Symbols: JAR, FIN219, JAR1 | JAR1 (JASMONATE RESISTANT 1) | chr2:19041652-19043442 FORWARDmoderately similar to ( 286)GH312_ORYSAnot assigned not assigned not assigned GH3 PRK07003 PRK07883 	hormone metabolism.auxin.induced-regulated-responsive-activated	17_2_3

CUST_97479_PI403524517	2	0.33875656	0.9505739	0.046135902	-0.31747627	-0.046135902	-0.07507992	35_27837	"Cluster: Hypothetical protein OJ1004_E04.17; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1004_E04.17 - Oryza sativa (japonica cultiv"	UniRef90_Q6KAK2	CHR4|COORD:15108264..15110183| expressed protein	AT4G31020.1	CHR02V5|COORD:33874639..33870782|protein esterase/lipase/thioesterase, putative, expressed	LOC_Os02g55330.2	"no descriptionmoderately similar to ( 311)AT4G31020| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G24320.1); similar to Esterase/lipase/thioesterase [Medicago truncatula] (GB:ABD32255.1); similar to Os02g0796600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001048390.1); contains InterPro domain Esterase/lipase/thioesterase; (InterPro:IPR000379) | chr4:15108838-15110085 REVERSEnot assigned not assigned"	not assigned.unknown	35_2

CUST_16295_PI399408534	2	0.25357533	-0.22362232	0.05659485	-0.024003029	-3.8337708E-4	3.824234E-4	35_36861	"Cluster: JmjC domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: JmjC domain containing protein, expressed - Oryza sativa (j"	UniRef90_Q2QTX9	"CHR3V7|COORD:17946594..17951441| REF6 (RELATIVE OF EARLY FLOWERING 6); transcription factor"	AT3G48430.1	CHR12V5|COORD:10475811..10465595|protein jmjC domain containing protein, expressed	LOC_Os12g18150.1	"no descriptionvery weakly similar to (87.8)AT3G48430| Symbols: REF6 | REF6 (RELATIVE OF EARLY FLOWERING 6); transcription factor | chr3:17946594-17951441 FORWARD"	RNA.regulation of transcription.JUMONJI family	27_3_57

CUST_66976_PI403524517	2	0.17312336	-0.09902382	0.009903908	0.005665779	-0.005665779	-0.027082443	35_19127	"Cluster: Hypothetical protein OSJNBa0094J08.8; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0094J08.8 - Oryza sativa (japonica cu"	UniRef90_Q84TX3	"CHR3V7|COORD:4953772..4955380| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G67170.1); similar to Os03g0818000 [Oryza sativa (japonica"	AT3G14750.1	CHR03V5|COORD:34266225..34271766|protein myosin-like protein, putative, expressed	LOC_Os03g60360.1	" no descriptionweakly similar to ( 154)AT3G14750| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G67170.1); similar to Os03g0818000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001051704.1); similar to Os07g0508200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001059743.1); similar to myosin-like protein, putative, expressed [Oryza sativa (japonica cultivar-group)] (GB:ABA96059.1); contains InterPro domain tRNA-binding arm; (InterPro:IPR010978) | chr3:4953772-4955380 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 infB PRK07764 PRK12678 DUF566 Herpes_BLLF1 PRK07003 PRK09169 AF-4 HPC2 KAR9 APC_basic Herpes_UL56 DUF390 "	not assigned.unknown	35_2

CUST_89563_PI403524517	2	-0.31392193	0.87193775	0.28108978	-0.15669489	-0.8934288	0.15669441	35_25623	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_84555_PI403524517	2	0.037608147	-0.08724117	-0.16200542	0.06313038	-0.037608147	0.081539154	35_24228	"Cluster: Os07g0512100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0512100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D643	"CHR1V7|COORD:22939988..22942539| similar to ankyrin repeat family protein [Arabidopsis thaliana] (TAIR:AT1G11740.1); similar to hypothetical protein"	AT1G62050.1	CHR07V5|COORD:19615748..19612547|protein protein binding protein, putative, expressed	LOC_Os07g32790.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_112871_PI403524517	2	0.07579374	-1.2865081	-0.080482006	0.23956394	-0.0179286	0.0179286	35_32037	"Cluster: Cis-zeatin O-glucosyltransferase 1; n=3; Andropogoneae|Rep: Cis-zeatin O-glucosyltransferase 1 - Zea mays (Maize)"	UniRef90_Q93XP7	CHR3V7|COORD:7680250..7681692| UDP-glucoronosyl/UDP-glucosyl transferase family protein	AT3G21800.1	CHR04V5|COORD:27629237..27624161|protein cis-zeatin O-glucosyltransferase, putative, expressed	LOC_Os04g46970.1	no descriptionvery weakly similar to (66.6)AT2G29730| Symbols:  | UDP-glucoronosyl/UDP-glucosyl transferase family protein | chr2:12710729-12712132 FORWARDweakly similar to ( 154)CZOG2_MAIZECis-zeatin O-glucosyltransferase 2 - Zea mays (Maize)not assigned	misc.UDP glucosyl and glucoronyl transferases	26_2

CUST_148745_PI403524517	2	0.03943634	-0.059317112	0.09172201	-0.03943634	0.14380646	-0.40902185	35_41612	"Cluster: Putative nucleolar protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative nucleolar protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7F1D1	CHR1V7|COORD:2007659..2011823| NOL1/NOP2/sun family protein	AT1G06560.1	CHR08V5|COORD:16827150..16813642|protein RNA binding protein, putative, expressed	LOC_Os08g27824.1	no descriptionweakly similar to ( 168)AT1G06560| Symbols:  | NOL1/NOP2/sun family protein | chr1:2007659-2011823 FORWARDnot assigned not assigned not assigned Sun Nol1_Nop2_Fmu PRK10901	not assigned.no ontology	35_1

CUST_76565_PI403524517	2	-0.09607792	0.37315178	-0.0079603195	-0.049607277	0.074643135	0.007961273	35_21952	"Cluster: Tubby protein, putative, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Tubby protein, putative, expressed - Oryza sativa (japonica cultiv"	UniRef90_Q10LG8	"CHR2|COORD:19618013..19620289| similar to F-box family protein / tubby family protein [Arabidopsis thaliana] (TAIR:At1g25280.1); similar to putative tubby prote"	AT2G47900.2	CHR03V5|COORD:13148209..13143327|protein tubby protein, putative, expressed	LOC_Os03g22800.1	"no descriptionmoderately similar to ( 410)AT2G47900| Symbols: AtTLP3 | AtTLP3 (TUBBY LIKE PROTEIN 3); phosphoric diester hydrolase/ transcription factor | chr2:19618266-19619836 REVERSEnot assigned not assigned Tub"	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_12220_PI404877155	2	-0.04712391	0.67459583	0.023314476	-0.09050465	-0.023314476	0.07636356	Contig5957_s_at	putative histone acetyltransferase [Oryza sativa (japonica cultivar-group)] dbj|BAC07072.1| putative histone acetyltransferase [Oryza sativa	NP_917922.1	histone acetyltransferase, putative	At5g64610.1	protein MOZ/SAS family, putative	Os07g43360	putative histone acetyltransferase	RNA.regulation of transcription.C2H2 zinc finger family	27_3_11

CUST_139006_PI403524517	2	0.22899961	-0.2031231	-0.14844751	0.3133564	0.09480858	-0.094809055	35_38990	"Cluster: OSJNBa0010H02.5 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0010H02.5 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7FAT7	CHR4V7|COORD:13565..14366| plastid-lipid associated protein PAP / fibrillin family protein	AT4G00030.1	CHR04V5|COORD:27418814..27414084|protein PAP fibrillin family protein, expressed	LOC_Os04g46610.2	no descriptionvery weakly similar to (90.9)AT4G00030| Symbols:  | plastid-lipid associated protein PAP / fibrillin family protein | chr4:13565-14366 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PAP_fibrillin PRK12323 PRK07003 PRK07764	cell.organisation	31_1

CUST_103514_PI403524517	2	-0.07210922	-0.32908106	0.44325972	0.07210922	0.40080404	-0.31245422	35_29518	Rep: Subtilisin-like protease - Triticum aestivum (Wheat)	UniRef90_Q2L3T0	CHR5V7|COORD:24114121..24117613| subtilase family protein	AT5G59810.1	CHR09V5|COORD:18418804..18421768|protein subtilisin-like protease precursor, putative, expressed	LOC_Os09g30250.1	no descriptionweakly similar to ( 140)AT5G59810| Symbols:  | subtilase family protein | chr5:24114121-24117613 REVERSEnot assigned Peptidase_S8	protein.degradation.subtilases	29_5_1

CUST_30942_PI399408534	2	-0.05108261	0.23582649	0.02644825	0.001739502	-0.034433365	-0.0017385483	35_16715	Rep: Mcb1 protein - Hordeum vulgare (Barley)	UniRef90_Q2PBP1	CHR1V7|COORD:26367337..26368298| DNA-binding family protein	AT1G70000.1	CHR10V5|COORD:21846999..21844892|protein mcb1 protein, putative, expressed	LOC_Os10g41260.1	no descriptionweakly similar to ( 123)AT1G70000| Symbols:  | DNA-binding family protein | chr1:26367337-26368298 REVERSEnot assigned not assigned PRK12323 SANT SANT	RNA.regulation of transcription.MYB-related transcription factor family	27_3_26

CUST_57324_PI403524517	2	0.046227455	0.24093819	-0.023638725	-0.031392097	-0.0592041	0.023639679	35_16348	"Cluster: Putative callose synthase 1 catalytic subunit; n=3; Oryza sativa (japonica cultivar-group)|Rep: Putative callose synthase 1 catalytic subunit - Oryza s"	UniRef90_Q6K963	"CHR1V7|COORD:1647879..1658676| CALS1 (CALLOSE SYNTHASE 1); transferase, transferring glycosyl groups"	AT1G05570.1	CHR02V5|COORD:35792480..35798631|protein CALS1, putative, expressed	LOC_Os02g58560.1	" no descriptionhighly similar to ( 955)AT1G05570| Symbols: GSL06, ATGSL6, ATGSL06, GSL6, CALS1 | CALS1 (CALLOSE SYNTHASE 1); transferase, transferring glycosyl groups | chr1:1647879-1658676 REVERSEnot assigned Glucan_synthase "	minor CHO metabolism.callose	3_6

CUST_46207_PI403524517	2	-0.28801107	0.54749775	0.076075554	0.021692753	-0.021692753	-0.50151825	35_13233	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_95144_PI403524517	2	0.047864914	-0.39151955	-0.051032066	0.34644985	0.13222027	-0.047864914	35_27188	Rep: Extensin-like protein - Solanum lycopersicum (Tomato) (Lycopersicon esculentum)	UniRef90_Q9SPM1	CHR3V7|COORD:6559180..6562050| leucine-rich repeat family protein / extensin family protein	AT3G19020.1	CHR08V5|COORD:395077..393302|protein vegetative cell wall protein gp1 precursor, putative, expressed	LOC_Os08g01690.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Extensin_2 PRK05648 Atrophin-1 Drf_FH1 PRK12323 PRK07764 FAP DUF605 Protamine_P1 PRK10819 DUF1421 PRK07003 PRK03427 PRK10263 NPIP	not assigned.unknown	35_2

CUST_79913_PI403524517	2	0.29514265	0.1552782	-0.017307281	-0.080871105	0.017307281	-0.116743565	35_22917	Rep: F1K23.20 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q9S7F0	0	0	CHR01V5|COORD:40099940..40103636|protein expressed protein	LOC_Os01g68440.1	no description	not assigned.unknown	35_2

CUST_9323_PI399408534	2	-0.6625352	0.6794448	0.10181522	0.33612823	-0.75344324	-0.1018157	35_28213	"Cluster: Os01g0127700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0127700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JR08	"CHR4V7|COORD:12138182..12140791| CRK10 (CYSTEINE-RICH RLK10); kinase"	AT4G23180.1	CHR01V5|COORD:1515047..1518438|protein serine/threonine-protein kinase receptor precursor, putative, expressed	LOC_Os01g03690.1	" no descriptionmoderately similar to ( 215)AT4G23180| Symbols: RLK4, CRK10 | CRK10 (CYSTEINE-RICH RLK10); kinase | chr4:12138182-12140791 FORWARDweakly similar to ( 125)NORK_MEDTRNodulation receptor kinase precursor - Medicago truncatula (Barrel medic)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase Pkinase_Tyr TyrKc PTKc PTKc_Srm_Brk PTKc_Src_like PTKc_InsR_like PTKc_Frk_like SPS1 PTKc_FGFR PTKc_Csk_like PTKc_RET PTKc_VEGFR PTKc_Jak_rpt2 PTKc_Itk PTKc_Lck_Blk PTKc_Lyn PTKc_Ror PTKc_Syk_like PTKc_Tec_like PTKc_VEGFR3 PTKc_ALK_LTK PTKc_EGFR_like PTKc_Chk PTKc_Yes PTKc_Hck PTKc_Trk PTKc_VEGFR2 PTKc_Fyn_Yrk PTKc_PDGFR PTKc_Src PTKc_DDR PTKc_PDGFR_alpha PTKc_Met_Ron PTKc_CSF-1R PTKc_HER2 PTKc_Btk_Bmx PTKc_c-ros PTKc_PDGFR_beta PTKc_TrkA PTKc_FGFR1 PTKc_Fes_like PTKc_Tec_Rlk PTKc_Ack_like PTKc_EphR PTKc_FGFR2 PTKc_Syk PTKc_IGF-1R PTKc_TrkB PTKc_InsR PTKc_Tie PTKc_EphR_B PTKc_Tie1 PTKc_FGFR4 PTKc_FGFR3 PTKc_EphR_A2 PTKc_Ror1 PTKc_EphR_A PTKc_HER4 PTKc_Musk PTKc_Ror2 PTKc_Abl PTK_Ryk PTKc_Kit PTKc_Fes PTKc_DDR1 PTKc_TrkC PTKc_DDR2 PTKc_DDR_like PTKc_FAK PTKc_Csk PTK_HER3 PTKc_Tie2 PTKc_Zap-70 PTKc_Fer PTKc_EGFR PTKc_Axl PTKc_Jak2_Jak3_rpt2 PTK_CCK4 "	signalling.receptor kinases.DUF 26	30_2_17

CUST_178596_PI403524517	2	-0.065089226	-0.51337147	0.03483963	0.030899048	0.10021019	-0.030899048	35_49671	"Cluster: Putative plastid ribosomal protein L19; n=2; Oryza sativa|Rep: Putative plastid ribosomal protein L19 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6H8H3	CHR2V7|COORD:19448764..19448958| cytochrome c oxidase subunit Vc family protein / COX5C family protein	AT2G47380.1	CHR02V5|COORD:26314566..26311625|protein 50S ribosomal protein L19, putative, expressed	LOC_Os02g43600.1	no descriptionvery weakly similar to (58.9)AT2G47380| Symbols:  | cytochrome c oxidase subunit Vc family protein / COX5C family protein | chr2:19448764-19448958 FORWARDvery weakly similar to (63.9)COX5C_HORVUCytochrome c oxidase polypeptide Vc - Hordeum vulgare (Barley)COX5C	mitochondrial electron transport / ATP synthesis.cytochrome c oxidase	9_7

CUST_33510_PI399408534	2	0.0012407303	0.19520473	-0.0012412071	-0.089879036	0.18879318	-0.21577454	35_9780	"Cluster: Putative receptor-like protein kinase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative receptor-like protein kinase - Oryza sativa (japonica"	UniRef90_Q8LQ10	CHR3V7|COORD:10436376..10439505| leucine-rich repeat transmembrane protein kinase, putative	AT3G28040.1	CHR01V5|COORD:42511088..42514543|protein ATP binding protein, putative, expressed	LOC_Os01g72700.1	 no descriptionvery weakly similar to (67.0)AT3G28040| Symbols:  | leucine-rich repeat transmembrane protein kinase, putative | chr3:10436376-10439505 FORWARDnot assigned LRRNT_2 	signalling.receptor kinases.leucine rich repeat VII	30_2_7

CUST_67145_PI403524517	2	0.10528755	0.3660593	0.066503525	-0.37899637	-0.5746827	-0.06650257	35_19176	"Cluster: Hypothetical protein OSJNBa0057L21.5; n=1; Oryza sativa|Rep: Hypothetical protein OSJNBa0057L21.5 - Oryza sativa (Rice)"	UniRef90_Q8S7C5	CHR1V7|COORD:20610881..20613370| HISTONE MONO-UBIQUITINATION 2/HUB2	AT1G55250.1	CHR10V5|COORD:22059010..22066180|protein zinc finger, C3HC4 type family protein, expressed	LOC_Os10g41590.1	 no descriptionweakly similar to ( 104)AT1G55250| Symbols: HUB2, HISTONE MONO-UBIQUITINATION 2 | HISTONE MONO-UBIQUITINATION 2/HUB2 | chr1:20610881-20613370 FORWARD	not assigned.no ontology	35_1

CUST_41877_PI403524517	2	-0.07514191	-0.02516365	0.059482574	0.03264141	-0.12147522	0.025164604	35_12034	"Cluster: Putative CMP-sialic acid transporter; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative CMP-sialic acid transporter - Oryza sativa (japonica cu"	UniRef90_Q654D9	"CHR5|COORD:16724121..16727137| similar to nucleotide-sugar transporter family protein [Arabidopsis thaliana] (TAIR:At3g59360.2); similar to nucleotide-sugar"	AT5G41760.2	CHR06V5|COORD:19343726..19337480|protein UDP-N-acetylglucosamine transporter, putative, expressed	LOC_Os06g33210.1	no descriptionweakly similar to ( 179)AT5G41760| Symbols:  | nucleotide-sugar transporter | chr5:16724206-16726432 FORWARDnot assigned Nuc_sug_transp	transport.NDP-sugars at the ER	34_11

CUST_73341_PI403524517	2	0.09739685	0.2367897	-0.014410973	-0.086444855	-0.13184643	0.014410019	35_21028	"Cluster: Putative Hec1 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Hec1 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ZC35	"CHR3V7|COORD:20232173..20233879| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G27330.1); similar to HEC/Ndc80p [Medicago truncatula]"	AT3G54630.1	CHR08V5|COORD:22906573..22911781|protein HEC/Ndc80p family protein, expressed	LOC_Os08g36490.1	"no descriptionvery weakly similar to (66.2)AT3G54630| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G27330.1); similar to HEC/Ndc80p [Medicago truncatula] (GB:ABE93729.1); contains InterPro domain HEC/Ndc80p; (InterPro:IPR005550) | chr3:20232173-20233879 REVERSEnot assigned"	cell.cycle	31_3

CUST_58295_PI403524517	2	0.29488277	-0.41785812	-0.005795479	0.005795479	-0.044857025	0.19406891	35_16624	Rep: OSIGBa0075F02.3 protein - Oryza sativa (Rice)	UniRef90_Q01LF6	"CHR3V7|COORD:18040644..18041118| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G63500.1); similar to hypothetical protein [Phaseolus vulgaris]"	AT3G48660.1	CHR04V5|COORD:18874757..18874056|protein expressed protein	LOC_Os04g31820.1	"no descriptionvery weakly similar to (78.6)AT3G48660| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G63500.1); similar to hypothetical protein [Phaseolus vulgaris] (GB:AAQ09000.1) | chr3:18040644-18041118 FORWARD"	not assigned.unknown	35_2

CUST_15320_PI404877155	2	0.013341904	0.15950584	-0.013342857	-0.04341221	-0.10503769	0.07786751	Contig9174_at	sphingosine kinase-like protein [Oryza sativa (japonica cultivar-group)]	BAC65388.1	diacylglycerol kinase family protein	At5g23450.1	protein Diacylglycerol kinase catalytic domain (presumed), putative	Os08g05650	gi|28971947|dbj|BAC65388.1| OJ1349_D05.8	lipid metabolism.'exotics' (steroids, squalene etc).sphingolipids	11_8_1

CUST_45277_PI403524517	2	-0.07243061	-0.24054527	-0.007040024	0.009300232	0.038083076	0.0070409775	35_12978	"Cluster: Os08g0176000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os08g0176000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J7N6	CHR1V7|COORD:18414845..18416447| leucine-rich repeat family protein	AT1G49750.1	CHR09V5|COORD:10411381..10415912|protein retrotransposon protein, putative, Ty1-copia subclass	LOC_Os09g17020.1	" no descriptionvery weakly similar to (50.8)AT5G48050| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G34070.1); similar to retrotransposon protein, putative, unclassified [Oryza sativa (japonica cultivar-group)] (GB:ABA94365.1); contains InterPro domain Cyclin-like; (InterPro:IPR011028) | chr5:19489887-19490996 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned PRK06958 "	not assigned.unknown	35_2

CUST_5452_PI403524517	2	0.06901932	-0.44969273	0.01971054	-0.01971054	0.037220478	-0.101762295	35_1503	"Cluster: 68 kDa protein HP68; n=2; Magnoliophyta|Rep: 68 kDa protein HP68 - Triticum aestivum (Wheat)"	UniRef90_Q93YY0	CHR4V7|COORD:10501917..10504787| ATRLI2 (Arabidopsis thaliana RNase L inhibitor protein 2)	AT4G19210.1	CHR11V5|COORD:19627729..19633072|protein ATP-binding cassette sub-family E member 1, putative, expressed	LOC_Os11g34350.1	no descriptionmoderately similar to ( 371)AT4G19210| Symbols: ATRLI2 | ATRLI2 (Arabidopsis thaliana RNase L inhibitor protein 2) | chr4:10501917-10504787 FORWARDnot assigned not assigned not assigned not assigned COG1245 ABC_RNaseL_inhibitor_domain1 ABC_RNaseL_inhibitor ABC_RNaseL_inhibitor_domain2 ZnuC ABC_cobalt_CbiO_domain1 COG1123 ABC_ATPase ABC_Metallic_Cations ABC_tran ABC_Iron-Siderophores_B12_Hemin FepC MalK CbiO CcmA ABC_UvrA ABC_cobalt_CbiO_domain2 NatA ABC_MJ0796_Lo1CDE_FtsE ABC_ModC_like ABC_NikE_OppD_transporters CeuD AppF ABC_ModC_molybdenum_transporter ABC_Carb_Solutes_like fecE ABC_Mj1267_LivG_branched DppF DppD MglA COG4674 PRK11000 ABC_DR_subfamily_A CydD ABC_MalK_N ABC_Class3 ABCC_MRP_Like ABC_Org_Solvent_Resistant SalX ABC_drug_resistance_like TauB PRK03695 btuD COG4559 ABC_FeS_Assembly ABCF_EF-3 COG4172 ABC_KpsT_Wzt Uup ABC_subfamily_A ABC_NrtD_SsuB_transporters PotA LivG GlnQ OpuBA livG ABC_NatA_sodium_exporter BtuD UvrA sufC glnQ ABC_UvrA_I PRK10253 MdlB ABCC_ATM1_transporter ABC_HisP_GlnQ_permeases ABCC_MRP_domain1 ArtP ugpC ABC_PstB_phosphate_transporter artP COG3638 PRK10575	RNA.transcription	27_2

CUST_108706_PI403524517	2	0.2736411	0.09001541	0.45587254	-0.090014935	-0.29110813	-0.17243767	35_30914	"Cluster: Arg-6 protein, mitochondrial, putative; n=4; Filobasidiella neoformans|Rep: Arg-6 protein, mitochondrial, putative - Cryptococcus neoformans (Filobasid"	UniRef90_Q5KFC3	CHR2V7|COORD:8620505..8622730| semialdehyde dehydrogenase family protein	AT2G19940.1	CHR03V5|COORD:23396631..23392451|protein N-acetyl-gamma-glutamyl-phosphate reductase, chloroplast precursor, putative, expressed	LOC_Os03g42110.1	no descriptionnot assigned ArgC argC	not assigned.unknown	35_2

CUST_77025_PI403524517	2	0.120556355	0.32962275	0.10261679	-0.10261679	-0.21124983	-0.3387866	35_22078	"Cluster: Peptide-N(4)-(N-acetyl-beta-glucosaminyl)asparagine amidase; n=2; Oryza sativa|Rep: Peptide-N(4)-(N-acetyl-beta-glucosaminyl)asparagine"	UniRef90_Q7F0R1	CHR5V7|COORD:20129297..20133351| transglutaminase-like family protein	AT5G49570.1	CHR07V5|COORD:18641326..18651889|protein transglutaminase-like superfamily protein, expressed	LOC_Os07g31460.1	no descriptionmoderately similar to ( 408)AT5G49570| Symbols:  | transglutaminase-like family protein | chr5:20129297-20133351 REVERSEhighly similar to ( 530)PNG1_ORYSAnot assigned RT_LTR Transglut_core TGc RVT_1 Tymo_45kd_70kd	not assigned.no ontology	35_1

CUST_165539_PI403524517	2	-0.03895855	-0.0012025833	0.039343834	0.0012025833	0.011312485	-0.024453163	35_46129	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_87244_PI403524517	2	0.34576416	0.07605553	0.021224976	-0.021224976	-0.5030813	-0.2906866	35_24981	"Cluster: Putative sodium transporter HKT7-A1; n=1; Triticum monococcum|Rep: Putative sodium transporter HKT7-A1 - Triticum monococcum (Einkorn wheat) (Small spe"	UniRef90_A0N0D7	0	0	CHR10V5|COORD:2935237..2934353|protein expressed protein	LOC_Os10g05840.1	no description	not assigned.unknown	35_2

CUST_47944_PI403524517	2	-3.7332807	-3.7461407	-3.7036846	3.8118396	3.7036843	3.800609	35_13711	Rep: AT4g05320/C17L7_240 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q93ZJ0	"CHR5V7|COORD:6973317..6974465| UBQ4 (ubiquitin 4); protein binding"	AT5G20620.1	CHR06V5|COORD:28400733..28403579|protein polyubiquitin containing 7 ubiquitin monomers, putative, expressed	LOC_Os06g46770.3	"no descriptionmoderately similar to ( 443)AT5G03240| Symbols: UBQ3 | UBQ3 (POLYUBIQUITIN 3); protein binding | chr5:771975-772895 REVERSEweakly similar to ( 150)UBIQ_WHEATUbiquitin - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Ubiquitin ubiquitin UBQ Nedd8 UBL AN1_N RAD23_N Scythe_N UBQ parkin_N Fubi GDX_N SF3a120_C NIRF_N ISG15_repeat2 UBI4 Tymo_45kd_70kd hPLIC_N"	protein.degradation.ubiquitin.ubiquitin	29_5_11_1

CUST_13163_PI404877155	2	0.002313614	0.5771313	-0.024520874	0.1299696	-0.16863155	-0.002313614	Contig6870_at	glutamate dehydrogenase [Oryza sativa (japonica cultivar-group)] gb|AAQ01156.1| glutamate dehydrogenase [Oryza sativa (japonica cultivar-gro	AAO37984.1	glutamate dehydrogenase 1 (GDH1)	At5g18170.1	protein glutamate dehydrogenase	Os03g58040	glutamate dehydrogenase 1 (GDH1), identical to glutamate dehydrogenase 1 (GDH 1) (Arabidopsis thaliana) SWISS-PROT:Q43314	N-metabolism.N-degradation.glutamate dehydrogenase	12_3_01

CUST_97449_PI403524517	2	-0.10725927	-0.5043993	0.10725975	0.61259556	-0.22160816	0.2281866	35_27830	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_159364_PI403524517	2	-0.0053777695	-0.23740196	0.0053777695	0.09738922	0.006102562	-0.10543156	35_44479	"Cluster: Lipase-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Lipase-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ZLH2	"CHR3V7|COORD:6780768..6782639| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G49840.1); similar to Protein of unknown function DUF620 [Medicago"	AT3G19540.1	CHR07V5|COORD:24088031..24085625|protein expressed protein	LOC_Os07g40150.1	"no descriptionweakly similar to ( 161)AT3G19540| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G49840.1); similar to Protein of unknown function DUF620 [Medicago truncatula] (GB:ABD33276.1); contains InterPro domain Protein of unknown function DUF620; (InterPro:IPR006873) | chr3:6780768-6782639 FORWARDnot assigned DUF620"	not assigned.unknown	35_2

CUST_7254_PI404877155	2	0.18617773	-0.13247442	0.011609077	-0.06456804	-0.011609077	0.1336093	Contig21140_at	B1100D10.33 [Oryza sativa (japonica cultivar-group)]	NP_916405.1	S-locus lectin protein kinase family protein	At4g21390.1	protein D-mannose binding lectin, putative	Os01g57480	S-locus lectin protein kinase family protein, contains Pfam domains, PF00954: S-locus glycoprotein family, PF00069: Protein kinase domain, and PF01453: Lectin (probable mannose binding)	signalling.receptor kinases.S-locus glycoprotein like	30_2_24

CUST_25049_PI403524517	2	-0.07052803	0.4199791	0.16089153	-0.039765358	-0.026881218	0.026882172	35_7269	"Cluster: Os01g0150100 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0150100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JQN3	"CHR2V7|COORD:16508744..16511222| ATGGT-IB (GERANYLGERANYLTRANSFERASE-I BETA SUBUNIT); CAAX-protein geranylgeranyltransferase/ protein heterodimerization"	AT2G39550.1	CHR01V5|COORD:2710058..2714324|protein geranylgeranyl transferase type-1 beta subunit, putative, expressed	LOC_Os01g05680.3	" no descriptionweakly similar to ( 176)AT2G39550| Symbols: PGGT-I, GGB, ATGGT-IB | ATGGT-IB (GERANYLGERANYLTRANSFERASE-I BETA SUBUNIT); CAAX-protein geranylgeranyltransferase/ protein heterodimerization | chr2:16508744-16511222 FORWARDvery weakly similar to (56.6)PFTB_PEAProtein farnesyltransferase subunit beta - Pisum sativum (Garden pea)not assigned not assigned not assigned GGTase-I PTase GGTase-II CAL1 FTase ISOPREN_C2_like Prenyltrans "	secondary metabolism.isoprenoids.non-mevalonate pathway	16_1_1

CUST_49884_PI403524517	2	-1.2615576	-0.4015665	1.2831345	0.3732338	0.15868664	-0.15868664	35_14240	Rep: Phenylalanine ammonia-lyase - Triticum aestivum (Wheat)	UniRef90_Q43210	"CHR2V7|COORD:15564681..15567316| PAL1 (PHE AMMONIA LYASE 1); phenylalanine ammonia-lyase"	AT2G37040.1	CHR04V5|COORD:25710651..25707907|protein phenylalanine ammonia-lyase, putative, expressed	LOC_Os04g43800.1	"no descriptionhighly similar to ( 939)AT2G37040| Symbols: PAL1 | PAL1 (PHE AMMONIA LYASE 1); phenylalanine ammonia-lyase | chr2:15564681-15567316 REVERSEnearly identical (1142)PALY_WHEATPhenylalanine ammonia-lyase - Triticum aestivum (Wheat)not assigned PAL PAL-HAL HutH PRK09367 Lyase_I_like"	secondary metabolism.phenylpropanoids.lignin biosynthesis.PAL	16_2_1_1

CUST_2114_PI404877155	2	0.006883621	0.01595974	-0.0943203	-0.006883621	-0.11424446	0.021123886	Contig12436_at	XIAP associated factor-1-like protein [Oryza sativa (japonica cultivar-group)]	BAC81156.1	TRAF-type zinc finger-related	At1g09920.1	protein hypothetical protein	Os07g46390	NONE	RNA.regulation of transcription.unclassified	27_3_99

CUST_46023_PI403524517	2	0.4214611	-0.010392666	0.022663116	0.010392666	-0.12561846	-0.6580372	35_13181	"Cluster: MRNA, complete cds, clone: RAFL24-10-D10; n=4; Arabidopsis thaliana|Rep: MRNA, complete cds, clone: RAFL24-10-D10 - Arabidopsis thaliana (Mouse-ear cre"	UniRef90_Q67YS7	CHR3V7|COORD:8437479..8442604| cyclopropane fatty acid synthase, putative / CPA-FA synthase, putative	AT3G23530.1	CHR07V5|COORD:17096427..17097026|protein mycolic acid methyl transferase-like protein, putative	LOC_Os07g29200.1	 no descriptionweakly similar to ( 117)AT3G23530| Symbols:  | cyclopropane fatty acid synthase, putative / CPA-FA synthase, putative | chr3:8437479-8442604 FORWARDnot assigned COG2907 PRK11883 HemY COG1233 COG3349 Amino_oxidase 	lipid metabolism.Phospholipid synthesis.cyclopropane-fatty-acyl-phospholipid synthase	11_3_7

CUST_6445_PI404877155	2	0.0011491776	0.25053024	-0.12656689	-0.0011501312	-0.15027237	0.07997608	Contig19293_at	DNA-binding protein family-like [Oryza sativa (japonica cultivar-group)]	BAC57402.1	DNA-binding bromodomain-containing protein	At2g44430.1	protein Bromodomain, putative	Os08g39980	gi|28411872|dbj|BAC57402.1| OSJNBa0016N23.24	RNA.regulation of transcription.Bromodomain proteins	27_3_42

CUST_1556_PI404877155	2	-0.08166599	-0.07129288	0.0731678	-0.018426895	0.048596382	0.018426895	Contig11759_at	Ras-related protein RGP1 (GTP-binding regulatory protein RGP1) pir||S16554 GTP-binding protein rgp1 - rice emb|CAA41966.1| GTP-binding prote	P25766	Ras-related GTP-binding family protein	At3g12160.1	protein GTP-binding protein.	Os09g10940	Ras family GTP-binding protein	signalling.G-proteins	30_5

CUST_101949_PI403524517	2	0.065075874	0.3703518	0.3699417	-0.22546577	-0.06507683	-0.09817982	35_29086	"Cluster: Hypothetical protein OJ1001_G01.15; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1001_G01.15 - Oryza sativa (japonica cultiv"	UniRef90_Q60F37		0	CHR05V5|COORD:1182668..1191892|protein hypothetical protein	LOC_Os05g03080.1	no description	not assigned.unknown	35_2

CUST_18245_PI404877155	2	-0.29955482	-0.8952222	0.29955482	0.76925373	0.69782925	-0.6657696	HVSMEf0019H18r2_s_at	putative tonoplast membrane integral protein [Oryza sativa (japonica cultivar-group)] dbj|BAC79358.1| tonoplast intrinsic protein [Oryza sat	NP_914386.1	major intrinsic family protein / MIP family protein	At4g01470.1	protein MIP family channel proteins	Os01g74450	tonoplast membrane integral protein	transport.Major Intrinsic Proteins.TIP	34_19_2

CUST_178794_PI403524517	2	0.19841862	-0.44183636	0.037435055	-0.037434578	-0.37739277	0.3729329	35_49730	Rep: Os01g0790900 protein - Oryza sativa (japonica cultivar-group)	UniRef90_Q0JIM3		0	CHR01V5|COORD:33862024..33851621|protein retrotransposon protein, putative, unclassified	LOC_Os01g57974.1	no description	not assigned.unknown	35_2

CUST_5156_PI404877155	2	-1.0085258	-0.8435879	0.031072617	0.22638416	0.43492413	-0.03107357	Contig16619_at	"Similar to Arabidopsis thaliana wak4 gene; wall-associated kinase 4. (AJ009695) [Oryza sativa (japonica cultivar-group)]"	BAA95893.1	wall-associated kinase, putative	At1g21240.1	protein Protein kinase domain, putative	Os09g29520	"WALL ASSOCIATED KINASE 5;wall-associated kinase, putative, similar to wall-associated kinase 1 (Arabidopsis thaliana) GI:3549626; expressed in leaves and stems & induced by salicylic acid or INA (PMID:10380805)"	signalling.receptor kinases.wall associated kinase	30_2_25

CUST_23322_PI403524517	2	-0.1069746	-0.071816444	0.20300865	0.14003944	0.017374039	-0.017374992	35_6777	"Cluster: Hypothetical protein OJ9003_G05.2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ9003_G05.2 - Oryza sativa (japonica cultivar"	UniRef90_Q6H7U8	CHR1V7|COORD:22626640..22628192| F-box family protein	AT1G61330.1	CHR02V5|COORD:3254923..3256937|protein F-box domain containing protein, expressed	LOC_Os02g06520.1	no description	not assigned.unknown	35_2

CUST_78585_PI403524517	2	-0.15962791	0.09910393	0.005159378	-0.0051584244	0.01851654	-0.050831795	35_22531	"Cluster: Os09g0570500 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0570500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IZG4	CHR5V7|COORD:1260010..1263696| protein binding / zinc ion binding	AT5G04460.1	CHR02V5|COORD:35357004..35363032|protein expressed protein	LOC_Os02g57750.2	no descriptionweakly similar to ( 110)AT5G04460| Symbols:  | protein binding / zinc ion binding | chr5:1260010-1263696 FORWARD	not assigned.unknown	35_2

CUST_62422_PI403524517	2	0.06100273	-0.005947113	0.005947113	-0.07756138	-0.08087444	0.025774002	35_17802	"Cluster: Mitotic checkpoint protein, putative; n=2; Arabidopsis thaliana|Rep: Mitotic checkpoint protein, putative - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9C701	CHR1V7|COORD:18482693..18484939| WD-40 repeat family protein / mitotic checkpoint protein, putative	AT1G49910.1	CHR03V5|COORD:19146218..19138712|protein mitotic checkpoint protein BUB3, putative, expressed	LOC_Os03g33580.1	 no descriptionhighly similar to ( 561)AT1G49910| Symbols:  | WD-40 repeat family protein / mitotic checkpoint protein, putative | chr1:18482693-18484939 FORWARDvery weakly similar to (52.4)GBLP_BRANAGuanine nucleotide-binding protein subunit beta-like protein - Brassica napus (Rape)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned WD40 COG2319 	cell.division	31_2

CUST_32724_PI399408534	2	0.13870907	0.16979027	0.02899456	-0.042408943	-0.09859371	-0.02899456	35_42947	"Cluster: MRG family protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: MRG family protein, putative, expressed - Oryza sativa (japon"	UniRef90_Q2R2X7	CHR4V7|COORD:17546742..17549356| MRG family protein	AT4G37280.1	CHR11V5|COORD:19605568..19596683|protein chromatin modification-related protein EAF3, putative, expressed	LOC_Os11g34300.2	no descriptionvery weakly similar to (66.6)AT4G37280| Symbols:  | MRG family protein | chr4:17546742-17549356 REVERSE	RNA.regulation of transcription.Histone acetyltransferases	27_3_54

CUST_76549_PI403524517	2	0.041275024	-0.19646454	-0.101638794	0.041275024	-0.041275024	0.057333946	35_21948	"Cluster: Putative permease; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative permease - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XHQ9	CHR2V7|COORD:11859415..11863065| xanthine/uracil permease family protein	AT2G27810.1	CHR07V5|COORD:18234542..18239781|protein permease, putative, expressed	LOC_Os07g30810.1	no descriptionweakly similar to ( 153)AT2G27810| Symbols:  | xanthine/uracil permease family protein | chr2:11859415-11862488 FORWARDnot assigned	transport.misc	34_99

CUST_67838_PI403524517	2	0.027846336	1.1660099	-0.027846336	-0.11999607	-0.286479	0.2168312	35_19382	"Cluster: Hypothetical protein P0622F03.3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0622F03.3 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q5Z8I6	"CHR1V7|COORD:9195825..9198706| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G69360.1); similar to Os03g0758600 [Oryza sativa (japonica cultivar-gr"	AT1G26620.1	CHR06V5|COORD:28989337..28987079|protein expressed protein	LOC_Os06g47930.1	" no descriptionvery weakly similar to (58.9)AT1G26620| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G69360.1); similar to Os03g0758600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001051334.1); similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:AAK16179.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABF98981.1); contains InterPro domain Protein of unknown function DUF863, plant; (InterPro:IPR008581) | chr1:9195825-9198706 REVERSE"	not assigned.unknown	35_2

CUST_85751_PI403524517	2	-0.1833601	-0.32846212	1.0528431	0.1833601	0.33677673	-0.33425188	35_24558	"Cluster: OSJNBa0032F06.15 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0032F06.15 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XPW6	CHR1V7|COORD:23452682..23453909| C2 domain-containing protein	AT1G63220.1	CHR04V5|COORD:34605360..34607241|protein elicitor-responsive protein 3, putative, expressed	LOC_Os04g58570.1	no descriptionweakly similar to ( 171)AT1G63220| Symbols:  | C2 domain-containing protein | chr1:23452682-23453909 FORWARDweakly similar to ( 179)ERG3_ORYSAnot assigned not assigned not assigned not assigned C2 C2 C2 C2_1 COG5038 C2_2	not assigned.no ontology.C2 domain-containing protein	35_1_19

CUST_23240_PI399408534	2	-0.03540802	0.28987217	0.019547462	-0.09462929	-0.019547462	0.09186649	35_3575	"Cluster: Os12g0168800 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os12g0168800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IPT9	CHR4V7|COORD:15875602..15876619| zinc finger (GATA type) family protein	AT4G32890.1	CHR12V5|COORD:3494954..3496836|protein basic proline-rich protein, putative, expressed	LOC_Os12g07120.1	no descriptionweakly similar to ( 118)AT4G32890| Symbols:  | zinc finger (GATA type) family protein | chr4:15875602-15876619 FORWARDnot assigned ZnF_GATA GATA ZnF_GATA APC_basic	RNA.regulation of transcription.C2C2(Zn) GATA transcription factor family	27_3_9

CUST_79351_PI403524517	2	0.113630295	-0.013678551	0.0096616745	0.07977724	-0.0096616745	-0.079319	35_22761	"Cluster: CTR1-like kinase kinase kinase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: CTR1-like kinase kinase kinase-like - Oryza sativa (japonica cult"	UniRef90_Q6ER39	CHR2V7|COORD:13202016..13206719| protein kinase family protein	AT2G31010.1	CHR02V5|COORD:8004980..8017327|protein ATP binding protein, putative, expressed	LOC_Os02g14530.1	no descriptionweakly similar to ( 183)AT2G31010| Symbols:  | protein kinase family protein | chr2:13202016-13206719 FORWARD	protein.postranslational modification	29_4

CUST_150786_PI403524517	2	0.11925459	0.22774887	-0.0018167496	-0.13906765	-0.6088023	0.0018162727	35_42177	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_35887_PI403524517	2	0.56125164	0.38878918	-0.072485924	-0.25456524	-0.1839838	0.072485924	35_10348	"Cluster: Hypothetical protein OSJNBa0032M14.22; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0032M14.22 - Oryza sativa (japonica"	UniRef90_Q652I1	"CHR5V7|COORD:23662761..23663309| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G07090.1); similar to hypothetical protein [Oryza sativa (japonica"	AT5G58500.1	CHR06V5|COORD:27905637..27903551|protein expressed protein	LOC_Os06g46030.1	"no descriptionweakly similar to ( 107)AT5G58500| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G07090.1); similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:BAB68109.1); contains InterPro domain Protein of unknown function DUF640; (InterPro:IPR006936) | chr5:23662761-23663309 REVERSEDUF640"	not assigned.unknown	35_2

CUST_23380_PI403524517	2	0.05758381	0.15988064	-0.03653431	-0.06961918	0.00942421	-0.00942421	35_6794	"Cluster: Os01g0640800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0640800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JKY3	CHR1V7|COORD:22215888..22218011| radical SAM domain-containing protein	AT1G60230.1	CHR01V5|COORD:26082619..26079125|protein expressed protein	LOC_Os01g45370.1	no descriptionmoderately similar to ( 267)AT1G60230| Symbols:  | radical SAM domain-containing protein | chr1:22215888-22218011 REVERSECOG0820 PRK11194	not assigned.no ontology	35_1

CUST_3243_PI404877155	2	-1.1880188	-0.08052063	0.08052015	1.2439451	-0.3883829	0.17953444	Contig13700_at	OSJNBb0065J09.14 [Oryza sativa (japonica cultivar-group)]	CAE05718.1	oligopeptide transporter OPT family protein	At1g65730.1	protein transposon protein, putative, unclassified	Os04g44300	"YELLOW STRIPE LIKE 8;oligopeptide transporter OPT family protein, similar to iron-phytosiderophore transporter protein yellow stripe 1 (Zea mays) GI:10770865; contains Pfam profile PF03169: OPT oligopeptide transporter protein"	transport.peptides and oligopeptides	34_13

CUST_78940_PI403524517	2	0.20638561	-0.43232393	0.03181362	0.014530182	-0.014530659	-0.050798893	35_22642	"Cluster: UCW98, putative galactosyltransferease; n=1; Hordeum vulgare subsp. vulgare|Rep: UCW98, putative galactosyltransferease - Hordeum vulgare var. distichu"	UniRef90_A1C0L4	CHR1V7|COORD:19875021..19876919| galactosyltransferase family protein	AT1G53290.1	CHR06V5|COORD:2901284..2906305|protein beta-1,3-galactosyltransferase 6, putative, expressed	LOC_Os06g06280.1	no descriptionmoderately similar to ( 209)AT1G53290| Symbols:  | galactosyltransferase family protein | chr1:19875021-19876919 FORWARDnot assigned Galactosyl_T	protein.glycosylation	29_7

CUST_70069_PI403524517	2	0.08442974	-0.1110878	-0.07044792	0.05348873	-0.05348873	0.074762344	35_20059	"Cluster: Os04g0676000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os04g0676000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J921	CHR3V7|COORD:6632816..6636959| cell division protein-related	AT3G19180.1	CHR04V5|COORD:34294211..34286654|protein F-box domain containing protein, expressed	LOC_Os04g57920.1	no descriptionweakly similar to ( 101)AT3G19180| Symbols:  | cell division protein-related | chr3:6632816-6636553 FORWARD	cell.division	31_2

CUST_87118_PI403524517	2	0.22600651	0.08959103	-0.035115242	-0.06440449	-0.123651505	0.03511429	35_24948	"Cluster: DNA repair-recombination protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: DNA repair-recombination protein - Oryza sativa (japonica cultivar-g"	UniRef90_Q7Y239	"CHR2V7|COORD:13607734..13615892| RAD50; ATP binding / ATPase/ nuclease/ zinc ion binding"	AT2G31970.1	CHR02V5|COORD:17501916..17484104|protein DNA repair protein RAD50, putative, expressed	LOC_Os02g29464.1	" no descriptionmoderately similar to ( 296)AT2G31970| Symbols: ATRAD50, RAD50 | RAD50; ATP binding / ATPase/ nuclease/ zinc ion binding | chr2:13607734-13615892 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Smc SbcC COG1579 PRK02224 PRK03918 HOOK SCP-1 Myosin_tail_1 CALCOCO1 PRK04778 "	DNA.repair	28_2

CUST_138019_PI403524517	2	-0.26534748	-0.15136433	0.09791088	0.011894226	-0.011893272	0.014351845	35_38707	"Cluster: Os09g0570500 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0570500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IZG4	CHR5V7|COORD:1260010..1263696| protein binding / zinc ion binding	AT5G04460.1	CHR02V5|COORD:35357004..35363032|protein expressed protein	LOC_Os02g57750.1	no descriptionmoderately similar to ( 254)AT5G04460| Symbols:  | protein binding / zinc ion binding | chr5:1260010-1263696 FORWARDnot assigned not assigned not assigned	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_59114_PI403524517	2	0.22904396	-0.23182869	-0.0037851334	0.24387836	0.003786087	-0.14121437	35_16859	Rep: B0616E02-H0507E05.5 protein - Oryza sativa (Rice)	UniRef90_Q01HW7	CHR1V7|COORD:23253014..23254731| similar to B0616E02-H0507E05.5 [Oryza sativa (indica cultivar-group)] (GB:CAH67829.1)	AT1G62780.1	CHR04V5|COORD:362959..361308|protein expressed protein	LOC_Os04g01540.1	no descriptionmoderately similar to ( 207)AT1G62780| Symbols:  | similar to B0616E02-H0507E05.5 [Oryza sativa (indica cultivar-group)] (GB:CAH67829.1) | chr1:23253014-23254731 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12678 DUF566 PRK07764	not assigned.unknown	35_2

CUST_78731_PI403524517	2	-0.7303295	-0.7340822	0.7898674	0.34817123	0.27127075	-0.27127075	35_22575	"Cluster: Hypothetical protein OSJNBb0022E02.3; n=2; Oryza sativa|Rep: Hypothetical protein OSJNBb0022E02.3 - Oryza sativa (Rice)"	UniRef90_Q94GS4	0	0	CHR03V5|COORD:28419725..28422846|protein integral membrane protein DUF6 containing protein, expressed	LOC_Os03g49940.1	no descriptionRhaT DUF6	not assigned.unknown	35_2

CUST_47189_PI403524517	2	-0.027750015	0.18006134	0.027750015	-0.2840767	-0.3036585	0.06749344	35_13511	"Cluster: Os01g0187500 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0187500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JQ13	CHR5V7|COORD:21130876..21133128| nucleic acid binding	AT5G51980.2	CHR01V5|COORD:4684910..4689916|protein myosin heavy chain kinase B, putative, expressed	LOC_Os01g09252.1	no descriptionweakly similar to ( 159)AT5G51980| Symbols:  | nucleic acid binding | chr5:21130876-21133128 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned WD40 COG2319	not assigned.no ontology	35_1

CUST_21972_PI403524517	2	-0.018329144	0.01832962	0.034477234	0.024849892	-0.17110062	-0.06757641	35_6384	"Cluster: Transcription initiation factor IID (TFIID) subunit A-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Transcription initiation factor II"	UniRef90_Q5N796	CHR1V7|COORD:5984400..5987656| transcription initiation factor IID (TFIID) subunit A family protein	AT1G17440.2	CHR01V5|COORD:36717260..36712474|protein TATA binding protein associated factor, putative, expressed	LOC_Os01g62820.3	no descriptionweakly similar to ( 151)AT1G17440| Symbols:  | transcription initiation factor IID (TFIID) subunit A family protein | chr1:5984400-5987656 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TFIID_20kDa TAF61 Glutenin_hmw	RNA.transcription	27_2

CUST_178672_PI403524517	2	0.040519714	0.07741165	-0.040520668	-0.13305855	-0.16596985	0.06680775	35_49694	"Cluster: Hypothetical protein F2K13_40; n=1; Arabidopsis thaliana|Rep: Hypothetical protein F2K13_40 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9LFL2	CHR5V7|COORD:5551667..5554744| exostosin family protein	AT5G16890.1	CHR01V5|COORD:34816660..34812055|protein secondary cell wall-related glycosyltransferase family 47, putative, expressed	LOC_Os01g59630.1	no descriptionvery weakly similar to (88.2)AT5G16890| Symbols:  | exostosin family protein | chr5:5551667-5554744 FORWARD	cell wall.hemicellulose synthesis	10_3

CUST_24689_PI403524517	2	0.01610279	0.07989788	-0.12760925	-0.01610279	-0.09568596	0.07573128	35_7163	"Cluster: Hypothetical protein OSJNBa0006G10.11; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0006G10.11 - Oryza sativa (japonica"	UniRef90_Q69KV3	"CHR2V7|COORD:6645049..6646334| similar to PREDICTED: similar to PRKR interacting protein 1 (IL11 inducible) [Canis familiaris] (GB:XP_850116.1); similar to"	AT2G15270.1	CHR09V5|COORD:489930..492982|protein PRKR interacting protein 1, putative, expressed	LOC_Os09g01690.1	"no descriptionweakly similar to ( 116)AT2G15270| Symbols:  | similar to PREDICTED: similar to PRKR interacting protein 1 (IL11 inducible) [Canis familiaris] (GB:XP_850116.1); similar to Os09g0104300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001062560.1); contains InterPro domain Protein of unknown function DUF1168; (InterPro:IPR009548) | chr2:6645049-6646334 FORWARDnot assigned DUF1168"	not assigned.unknown	35_2

CUST_71768_PI403524517	2	-0.522872	-0.13132477	0.3207674	0.13132477	0.5848999	-0.1850481	35_20572	"Cluster: Hypothetical protein P0659D09.34; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0659D09.34 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5Z943	"CHR2V7|COORD:17803459..17804262| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G31560.2); similar to conserved hypothetical protein [Medicago"	AT2G42760.1	CHR06V5|COORD:20868561..20867426|protein expressed protein	LOC_Os06g35770.1	"no descriptionvery weakly similar to (52.8)AT2G42760| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G31560.2); similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE80754.1) | chr2:17803459-17804262 REVERSE"	not assigned.unknown	35_2

CUST_2784_PI404877155	2	-0.01574421	0.14779472	0.014163971	-0.014163017	-0.06148529	0.21538067	Contig13205_at	pre-mRNA splicing factor PRP38 family protein [Arabidopsis thaliana] gb|AAM64964.1| unknown [Arabidopsis thaliana]	NP_565937.1	pre-mRNA splicing factor PRP38 family protein	At2g40650.1	protein PRP38 family, putative	Os09g01630	NF-X1  T01688: required for normal development of the CNS	RNA.processing	27_1

CUST_137872_PI403524517	2	-0.04202509	0.16559744	-0.046824932	0.20036411	-0.3963561	0.042025566	35_38664	"Cluster: P0460E08.3 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: P0460E08.3 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q94DU0	"CHR1V7|COORD:29633431..29635403| similar to Os06g0153600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001056841.1); similar to unknown protein [Oryza"	AT1G78810.1	CHR01V5|COORD:32252714..32253898|protein expressed protein	LOC_Os01g55420.1	"no descriptionvery weakly similar to (55.1)AT1G78810| Symbols:  | similar to Os06g0153600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001056841.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD69284.1) | chr1:29633581-29635403 REVERSE"	not assigned.unknown	35_2

CUST_172200_PI403524517	2	-0.14763546	0.06043911	0.14361095	0.12444401	-0.3299961	-0.06043911	35_47968	Rep: H0811D08.1 protein - Oryza sativa (Rice)	UniRef90_Q25AP6		0	CHR04V5|COORD:32616099..32629411|protein ataxin-2 C-terminal region family protein, expressed	LOC_Os04g55230.1	no description	not assigned.unknown	35_2

CUST_1690_PI404877155	2	-0.21009254	1.0079765	0.105278015	-0.09036255	0.090361595	-0.56038666	Contig11923_at	OSJNBa0043L09.23 [Oryza sativa (japonica cultivar-group)] ref|XP_474027.1| OSJNBa0043L09.23 [Oryza sativa (japonica cultivar-group)]	CAE03004.2	wound-responsive family protein	At4g10270.1	protein retrotransposon protein, putative, Ty1-copia sub-class	Os04g54280	gi|32487987|emb|CAE03004.1| OSJNBa0043L09.23	stress.abiotic.touch/wounding	20_2_4

CUST_24521_PI399408534	2	0.38741016	-0.1610632	0.09863186	-0.13907337	-0.098632336	0.21239567	35_864	"Cluster: Enhancer of polycomb-like protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Enhancer of polycomb-like protein - Oryza sativa (japonica cultivar"	UniRef90_Q6EPR2	CHR1V7|COORD:29732175..29734952| transcription factor-related	AT1G79020.1	CHR09V5|COORD:6259438..6250862|protein enhancer of polycomb-like protein, putative, expressed	LOC_Os09g11270.1	no descriptionmoderately similar to ( 403)AT1G79020| Symbols:  | transcription factor-related | chr1:29732175-29734952 REVERSEnot assigned	RNA.regulation of transcription.Polycomb Group (PcG)	27_3_65

CUST_43199_PI403524517	2	0.07956314	0.11298752	0.05441475	-0.14107513	-0.05441475	-0.23863888	35_12404	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2RA18	"CHR5V7|COORD:25665295..25666641| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G21050.1); similar to Os11g0169600 [Oryza sativa (japonica"	AT5G64090.1	CHR11V5|COORD:3364801..3363066|protein expressed protein	LOC_Os11g06860.2	"no descriptionweakly similar to ( 125)AT5G64090| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G21050.1); similar to Os11g0169600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001065852.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABA91611.2) | chr5:25665295-25666641 FORWARDnot assigned"	not assigned.unknown	35_2

CUST_28986_PI399408534	2	-0.010191917	0.36782837	0.12849426	-0.07245731	0.010191917	-0.07740593	35_1166	"Cluster: Putative splicing factor; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative splicing factor - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5ZCD9	"CHR2V7|COORD:15677451..15679410| RSZ33 (Arginine/serine-rich Zinc knuckle-containing protein 33); nucleic acid binding / nucleotide binding / zinc"	AT2G37340.1	CHR01V5|COORD:2986048..2983131|protein splicing factor, arginine/serine-rich 4, putative, expressed	LOC_Os01g06290.1	" no descriptionmoderately similar to ( 220)AT2G37340| Symbols: ATRSZ33, RSZ33 | RSZ33 (Arginine/serine-rich Zinc knuckle-containing protein 33); nucleic acid binding / nucleotide binding / zinc ion binding | chr2:15677451-15679410 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned RRM RRM_1 COG0724 DUF1777 AIR1 PRK07003 PRK09169 Transformer "	RNA.processing.splicing	27_1_1

CUST_31345_PI403524517	2	0.059879303	-0.28255653	-0.112755775	0.009287834	-0.009288788	0.16756058	35_9047	Rep: Putative CDPK-related protein kinase - Zea mays (Maize)	UniRef90_Q5GAP1	"CHR3V7|COORD:18764814..18767468| CRK (CDPK-related kinase); calcium ion binding / calcium-dependent protein serine/threonine phosphatase/ kinase"	AT3G50530.1	CHR07V5|COORD:25620132..25615470|protein CDPK-related protein kinase, putative, expressed	LOC_Os07g42770.1	"no descriptionweakly similar to ( 166)AT3G50530| Symbols: CRK | CRK (CDPK-related kinase); calcium ion binding / calcium-dependent protein serine/threonine phosphatase/ kinase | chr3:18764814-18767468 FORWARDweakly similar to ( 166)CRK_DAUCACDPK-related protein kinase - Daucus carota (Carrot)"	protein.postranslational modification	29_4

CUST_125792_PI403524517	2	0.16327906	0.028337479	-0.032191277	0.050914288	-0.06923294	-0.028337479	35_35421	"Cluster: Putative cytochrome P450; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative cytochrome P450 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6AT81	"CHR1V7|COORD:3938925..3940585| CYP51G1 (CYTOCHROME P450 51); oxygen binding"	AT1G11680.1	CHR05V5|COORD:20252351..20268126|protein transposon protein, putative, CACTA, En/Spm sub-class	LOC_Os05g34330.1	no description	not assigned.unknown	35_2

CUST_8015_PI404877155	2	0.33791828	0.19175816	-0.47869873	0.034805298	-0.17335892	-0.034805298	Contig23568_at	Putative AMP-binding protein [Oryza sativa (japonica cultivar-group)]	AAN05507.1	AMP-dependent synthetase and ligase family protein	At1g20560.1	protein AMP-binding enzyme, putative	Os03g04130	"AMP-dependent synthetase and ligase family protein, similar to AMP-binding protein GI:1903034 from (Brassica napus); contains Pfam AMP-binding domain PF00501; identical to adenosine monophosphate binding protein 1 AMPBP1 (AMPBP1) GI:20799710"	lipid metabolism.FA synthesis and FA elongation.acyl coa ligase	11_1_08

CUST_11180_PI404877155	2	0.052856445	-0.0762043	0.15294075	-0.052856445	-0.05677414	0.18326855	Contig4853_at	"Delta 1-pyrroline-5-carboxylate synthetase (P5CS) [Includes: Glutamate 5-kinase (Gamma-glutamyl kinase) (GK); Gamma-glutamyl phosphate reduc"	O04226	delta 1-pyrroline-5-carboxylate synthetase A / P5CS A (P5CS1)	At2g39800.1	protein delta l-pyrroline-5-carboxylate synthetase	Os05g38150	ORYSA Delta 1-pyrroline-5-carboxylate synthetase (P5CS)	amino acid metabolism.synthesis.glutamate family.proline	13_1_2_2

CUST_23383_PI403524517	2	-0.019343376	0.09810829	0.01934433	-0.027414322	-0.03004551	0.07985592	35_6795	"Cluster: Putative glycine rich protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative glycine rich protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6AVI7	CHR2V7|COORD:1993131..1993953| glycine-rich protein	AT2G05440.5	CHR03V5|COORD:27407457..27412743|protein expressed protein	LOC_Os03g48260.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned GRP Extensin_2 DUF1421	not assigned.unknown	35_2

CUST_68393_PI403524517	2	0.0021452904	0.5151315	0.12525511	-0.31040287	-0.20657444	-0.0021452904	35_19556	"Cluster: Putative external rotenone-insensitive NADPH dehydrogenase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative external"	UniRef90_Q655G1	CHR4V7|COORD:11436507..11438969| pyridine nucleotide-disulphide oxidoreductase family protein	AT4G21490.1	CHR06V5|COORD:28507824..28503140|protein expressed protein	LOC_Os06g47000.3	no description	not assigned.unknown	35_2

CUST_108037_PI403524517	2	0.3089676	-0.448843	0.35613728	0.01322937	-0.048244476	-0.01322937	35_30737	"Cluster: Putative ethylene-induced esterase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ethylene-induced esterase - Oryza sativa (japonica cultiv"	UniRef90_Q8S125	CHR2V7|COORD:10051490..10053483| esterase, putative	AT2G23610.1	CHR01V5|COORD:33736503..33742425|protein polyneuridine-aldehyde esterase precursor, putative, expressed	LOC_Os01g57770.1	 no descriptionweakly similar to ( 155)AT2G23610| Symbols:  | esterase, putative | chr2:10051490-10053483 REVERSEweakly similar to ( 151)PIR7B_ORYSAMhpC Abhydrolase_1 PldB 	misc.nitrilases, *nitrile lyases, berberine bridge enzymes, reticuline oxidases, troponine reductases	26_8

CUST_90962_PI403524517	2	0.0015707016	0.39458084	-0.4839821	0.44860554	-0.0015707016	-0.16279411	35_26015	"Cluster: Hypothetical protein OSJNBa0010K01.25; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0010K01.25 - Oryza sativa (japonica"	UniRef90_Q9ARP7	0	0	CHR01V5|COORD:7800968..7802644|protein expressed protein	LOC_Os01g13930.1	no description	not assigned.unknown	35_2

CUST_57890_PI403524517	2	-0.07837963	0.38393497	0.008387566	-0.06893444	-0.008387566	0.08102894	35_16503	Rep: Putative LN1 protein - Oryza sativa (Rice)	UniRef90_Q94GR4	CHR2V7|COORD:221315..223186| phytanoyl-CoA dioxygenase (PhyH) family protein	AT2G01490.1	CHR03V5|COORD:28504595..28501125|protein phytanoyl-CoA dioxygenase, putative, expressed	LOC_Os03g50040.1	no descriptionmoderately similar to ( 410)AT2G01490| Symbols:  | phytanoyl-CoA dioxygenase (PhyH) family protein | chr2:221315-223186 FORWARDnot assigned PhyH COG5285	not assigned.no ontology	35_1

CUST_140408_PI403524517	2	0.05147648	-0.71489334	0.032648087	0.07279968	-0.032647133	-0.060396194	35_39371	Rep: Histone H2A.2.1 - Triticum aestivum (Wheat)	UniRef90_P02276	CHR5V7|COORD:575435..576454| histone H2A, putative	AT5G02560.1	CHR03V5|COORD:9478877..9477951|protein histone H2A, putative, expressed	LOC_Os03g17100.1	 no descriptionvery weakly similar to (99.8)AT5G59870| Symbols:  | histone H2A, putative | chr5:24132831-24133370 REVERSEweakly similar to ( 106)H2A3_WHEATHistone H2A.2.2 - Triticum aestivum (Wheat)not assigned not assigned H2A H2A HTA1 	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_41802_PI403524517	2	0.006799698	-0.48393774	0.28046656	-0.006799698	0.010712147	-0.09624529	35_12013	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_136998_PI403524517	2	-0.01732254	0.46992588	-0.15167332	-0.0597229	0.017321587	0.13218689	35_38419	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QQC9	"CHR1V7|COORD:4007908..4010326| similar to Protein of unknown function DUF409 [Medicago truncatula] (GB:ABC75356.1); contains InterPro domain"	AT1G11880.1	CHR12V5|COORD:18904325..18907561|protein phosphatidylinositol glycan class V, putative, expressed	LOC_Os12g31480.1	" no descriptionweakly similar to ( 159)AT1G11880| Symbols:  | similar to Protein of unknown function DUF409 [Medicago truncatula] (GB:ABC75356.1); contains InterPro domain Mannosyltransferase, PIG-V; (InterPro:IPR007315) | chr1:4007908-4010326 REVERSEnot assigned Mannosyl_trans2 COG5542 "	not assigned.unknown	35_2

CUST_96526_PI403524517	2	0.035456657	-0.2353077	-0.035455704	0.05734825	-0.04587841	0.10662651	35_27568	"Cluster: Putative latex-abundant protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative latex-abundant protein - Oryza sativa (japonica cultivar-gro"	UniRef90_Q8LJ88	CHR1V7|COORD:29847742..29849261| latex-abundant protein, putative (AMC7) / caspase family protein	AT1G79340.1	CHR01V5|COORD:34195990..34198688|protein latex-abundant protein, putative, expressed	LOC_Os01g58580.1	 no descriptionweakly similar to ( 127)AT1G79340| Symbols:  | latex-abundant protein, putative (AMC7) / caspase family protein | chr1:29847742-29849261 FORWARDnot assigned 	protein.degradation	29_5

CUST_9819_PI404877155	2	0.031398773	0.112781525	-0.031398773	-0.06934261	-0.2010727	0.05924034	Contig3541_s_at	starch branching enzyme I [Hordeum vulgare]	AAP72268.1	1,4-alpha-glucan branching enzyme / starch branching enzyme class II (SBE2-2)	At5g03650.1	protein 1,4-alpha-glucan branching enzyme (EC 2.4.1.18) I precursor - rice	Os06g51080	-alpha-glucan branching enzyme (EC 2.4.1.18) sbe1 precursor - wheat emb	major CHO metabolism.synthesis.starch.starch branching	2_1_2_03

CUST_66862_PI403524517	2	-0.82232666	0.33826733	0.1634779	0.29807663	-0.1634779	-0.19278908	35_19092	"Cluster: Serine carboxypeptidase family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Serine carboxypeptidase family protein, expressed -"	UniRef90_Q10K80	"CHR2V7|COORD:11892854..11896120| SCPL51; serine carboxypeptidase"	AT2G27920.1	CHR03V5|COORD:15807869..15802425|protein retinoid-inducible serine carboxypeptidase precursor, putative, expressed	LOC_Os03g27590.1	"no descriptionmoderately similar to ( 486)AT2G27920| Symbols: SCPL51 | SCPL51; serine carboxypeptidase | chr2:11892854-11895809 REVERSEweakly similar to ( 108)CBPX_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned Peptidase_S10 COG2939 PRK12678"	protein.degradation.serine protease	29_5_5

CUST_159474_PI403524517	2	-0.0061998367	0.0062003136	0.09359312	-0.18262863	0.017921448	-0.2225647	35_44510	"Cluster: P0482D04.15 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: P0482D04.15 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8S1X9	"CHR5V7|COORD:24856591..24858929| GUT1; catalytic"	AT5G61840.1	CHR01V5|COORD:40946479..40942549|protein secondary cell wall-related glycosyltransferase family 47, putative, expressed	LOC_Os01g70180.2	"no descriptionweakly similar to ( 120)AT5G61840| Symbols: GUT1 | GUT1; catalytic | chr5:24856591-24858929 REVERSE"	misc.UDP glucosyl and glucoronyl transferases	26_2

CUST_14940_PI404877155	2	-0.34053707	0.079250336	-0.4939251	0.048545837	0.07187176	-0.04854679	Contig8752_at	putative lateral organ boundaries (LOB) domain protein 37 [Oryza sativa (japonica cultivar-group)]	BAC83753.1	LOB domain protein 37 / lateral organ boundaries domain protein 37 (LBD37)	At5g67420.1	protein expressed protein	Os03g33090	NONE	RNA.regulation of transcription.AS2,Lateral Organ Boundaries Gene Family	27_3_37

CUST_123995_PI403524517	2	-0.19291115	0.60734034	-0.04749775	0.047497272	-0.4475422	0.1373353	35_34958	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_96057_PI403524517	2	5.4914927	3.1641479	4.889753	-3.2571297	-3.1670015	-3.1641479	35_27443	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_52537_PI403524517	2	0.0028438568	-0.07826805	-0.065668106	0.011615753	-0.0028419495	0.04411316	35_14967	"Cluster: Putative 60S ribosomal protein L1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative 60S ribosomal protein L1 - Oryza sativa (japonica"	UniRef90_Q7Y1I5	CHR3V7|COORD:2953818..2955449| 60S ribosomal protein L4/L1 (RPL4A)	AT3G09630.1	CHR03V5|COORD:33084986..33082531|protein 60S ribosomal protein L4, putative, expressed	LOC_Os03g58204.1	no descriptionhighly similar to ( 538)AT3G09630| Symbols:  | structural constituent of ribosome | chr3:2953818-2955449 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned rpl4lp Ribosomal_L4 RplD PRK07003 PRK12323 Atrophin-1 PRK07764 rplD APC_basic Tymo_45kd_70kd PRK05648 HPC2 AF-4 Extensin_2 Herpes_BLLF1 PRK12372 DUF1421 Ten_N Herpes_UL32 DUF1509 TT_ORF1 Pneumo_att_G KAR9 IER Herpes_TAF50 Drf_FH1	protein.synthesis.misc ribososomal protein	29_2_2

CUST_54348_PI403524517	2	0.012723923	-0.44107628	-0.049162865	0.005467415	0.050803185	-0.005467415	35_15472	"Cluster: Succinyl-CoA ligase [GDP-forming] beta-chain, mitochondrial precursor; n=2; Oryza sativa|Rep: Succinyl-CoA ligase [GDP-forming]"	UniRef90_Q6K9N6	CHR2V7|COORD:8812655..8814939| succinyl-CoA ligase (GDP-forming) beta-chain, mitochondrial, putative / succinyl-CoA synthetase, beta chain, putative /	AT2G20420.1	CHR02V5|COORD:24735880..24742096|protein succinyl-CoA ligase beta-chain, mitochondrial precursor, putative, expressed	LOC_Os02g40830.1	 no descriptionhighly similar to ( 672)AT2G20420| Symbols:  | succinyl-CoA ligase (GDP-forming) beta-chain, mitochondrial, putative / succinyl-CoA synthetase, beta chain, putative / SCS-beta, putative | chr2:8812655-8814939 FORWARDhighly similar to ( 736)SUCB_ORYSAnot assigned not assigned sucC SucC ATP-grasp_2 Ligase_CoA 	TCA / org. transformation.TCA.succinyl-CoA ligase	8_1_6

CUST_149521_PI403524517	2	-0.10714817	-0.25088692	0.1831665	0.55128765	0.060926437	-0.06092739	35_41828	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_63937_PI403524517	2	0.112745285	-0.8523464	-0.0532732	0.061120987	-0.005882263	0.0058813095	35_18262	"Cluster: Similar to H. sapiens NNP-1 / Nop52 AP001752; n=1; Hordeum vulgare subsp. vulgare|Rep: Similar to H. sapiens NNP-1 / Nop52 AP001752 - Hordeum vulgare v"	UniRef90_Q8S405	"CHR5V7|COORD:6966347..6967945| similar to unknown [Oryza sativa (japonica cultivar-group)] (GB:AAL87179.1); contains InterPro domain Nucleolar,"	AT5G20600.1	CHR04V5|COORD:33372769..33370760|protein nucleolar protein,Nop52 containing protein, expressed	LOC_Os04g56350.1	" no descriptionweakly similar to ( 187)AT5G20600| Symbols:  | similar to unknown [Oryza sativa (japonica cultivar-group)] (GB:AAL87179.1); contains InterPro domain Nucleolar, Nop52; (InterPro:IPR010301) | chr5:6966347-6967945 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Nop52 Atrophin-1 PRK12323 Extensin_2 PRK07003 DUF1421 Herpes_BLLF1 HPC2 GRASP55_65 TT_ORF1 Tymo_45kd_70kd PRK07764 PRK05648 Drf_FH1 AF-4 KAR9 PRK12678 Pneumo_att_G DUF605 Herpes_TAF50 Hamartin APC_basic Protamine_P1 TFIIF_alpha PRK10263 Herpes_UL32 DUF566 Herpes_DNAp_acc PRK08853 PRK00708 Protamine_P2 PRK10819 Herpes_gG Metaviral_G IER PRK10856 MAP65_ASE1 DUF1509 Peptidase_S39 DUF1645 Syndecan PRK09111 ROM1 CAP_N FAP WT1 DAG1 Coprinus_mating SSDP "	not assigned.unknown	35_2

CUST_74094_PI403524517	2	0.22401905	0.25781727	0.17977715	-0.20592022	-0.44495296	-0.17977715	35_21249	"Cluster: Os07g0434500 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os07g0434500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D6W2	0	0	CHR07V5|COORD:14510882..14504212|protein DRD1, putative, expressed	LOC_Os07g25390.1	no description	not assigned.unknown	35_2

CUST_32404_PI399408534	2	0.041181564	0.035917282	-0.0587368	-0.03309059	-0.012565613	0.012565613	35_590	"Cluster: Guanine nucleotide-binding protein subunit beta-like protein; n=2; Oryza sativa|Rep: Guanine nucleotide-binding protein subunit beta-like protein -"	UniRef90_P49027	"CHR1V7|COORD:6222318..6223894| ATARCA (Arabidopsis thaliana Homolog of the Tobacco ArcA); nucleotide binding"	AT1G18080.1	CHR01V5|COORD:28657648..28660240|protein guanine nucleotide-binding protein beta subunit-like protein, putative, expressed	LOC_Os01g49290.1	no descriptionmoderately similar to ( 465)AT3G18130| Symbols:  | guanine nucleotide-binding family protein / activated protein kinase C receptor (RACK1) | chr3:6211115-6212377 REVERSEhighly similar to ( 601)GBLP_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned WD40 COG2319 Herpes_BLLF1 PRK07003 PRK12323 DUF566 HPC2 Atrophin-1 Herpes_TAF50 Pneumo_att_G PRK07764 APC_basic Tymo_45kd_70kd GRASP55_65 WD40 WD40 PRK08770	signalling.G-proteins	30_5

CUST_96519_PI403524517	2	0.08307457	-0.29325008	-0.05834198	0.012883186	-0.012882233	0.1158638	35_27565	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_73640_PI403524517	2	0.04118347	0.01685524	-0.059957504	-0.07239151	-0.016856194	0.033560753	35_21118	"Cluster: XPG I-region family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: XPG I-region family protein, expressed - Oryza sativa (japonic"	UniRef90_Q10Q89	"CHR3V7|COORD:10425558..10432415| UVH3 (ULTRAVIOLET HYPERSENSITIVE 3, UV REPAIR DEFECTIVE 1); nuclease"	AT3G28030.1	CHR03V5|COORD:5487907..5496058|protein DNA-repair protein UVH3, putative, expressed	LOC_Os03g10780.1	no description	not assigned.unknown	35_2

CUST_101740_PI403524517	2	0.25701427	0.06262207	-0.17645407	0.123705864	-0.56673336	-0.06262255	35_29030	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_21106_PI399408534	2	0.13744593	-0.42446327	0.0083293915	-0.008328915	-0.29044247	0.12834024	35_1420	"Cluster: Putative histone deacetylase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative histone deacetylase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6YVZ3	"CHR5V7|COORD:24584363..24588143| HDA05 (HISTONE DEACETYLASE5); histone deacetylase"	AT5G61060.1	CHR07V5|COORD:24590309..24596658|protein histone deacetylase 6, putative, expressed	LOC_Os07g41090.2	" no descriptionmoderately similar to ( 239)AT5G61060| Symbols: HDA5, HDA05 | HDA05 (HISTONE DEACETYLASE5); histone deacetylase | chr5:24584363-24588143 REVERSEnot assigned NAC "	DNA.synthesis/chromatin structure	28_1

CUST_93158_PI403524517	2	0.14094257	0.26302242	3.5476685E-4	-0.25923538	-0.33037567	-3.5476685E-4	35_26638	"Cluster: Os02g0152700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0152700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E3V4	"CHR2V7|COORD:16722167..16730484| NRPD1b (nuclear RNA polymerase D 1b); DNA binding / DNA-directed RNA polymerase"	AT2G40030.1	CHR02V5|COORD:2919107..2904355|protein RNA polymerase Rpb1, domain 2 family protein, expressed	LOC_Os02g05880.1	" no descriptionvery weakly similar to (57.8)AT2G40030| Symbols: DRD3, NRPD1b | NRPD1b (nuclear RNA polymerase D 1b); DNA binding / DNA-directed RNA polymerase | chr2:16722167-16730484 FORWARD"	RNA.transcription	27_2

CUST_38586_PI403524517	2	0.06349516	-0.8747592	-0.28378677	0.105225086	-0.06349468	0.11488485	35_11102	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_139405_PI403524517	2	0.35696316	0.302001	-0.24193907	0.0057234764	-0.43021345	-0.0057239532	35_39097	"Cluster: Os01g0845100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0845100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JHS9	CHR2V7|COORD:6406761..6407291| AGP9 (ARABINOGALACTAN PROTEIN 9)	AT2G14890.2	CHR01V5|COORD:36625466..36622963|protein avr9/Cf-9 rapidly elicited protein 137, putative, expressed	LOC_Os01g62670.1	"no descriptionvery weakly similar to (55.1)AT3G23160| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G51670.1); similar to P0650D04.6 [Oryza sativa (japonica cultivar-group)] (GB:CAI44602.1); contains InterPro domain Protein of unknown function DUF668; (InterPro:IPR007700) | chr3:8260066-8261661 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07003 PRK07764 PRK05648 Atrophin-1 DUF1421 Drf_FH1 PRK08853 Extensin_2 DUF1509 IER PRK11855 DUF668 Totivirus_coat HPC2"	not assigned.unknown	35_2

CUST_17767_PI399408534	2	0.031567574	0.22781086	0.027537346	-0.027537346	-0.114543915	-0.048205376	35_18105	"Cluster: Calmodulin-binding family protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Calmodulin-binding family protein,"	UniRef90_Q2QXN6	CHR3V7|COORD:19604343..19606664| calmodulin-binding family protein	AT3G52870.1	CHR12V5|COORD:2454624..2450805|protein calmodulin binding protein, putative, expressed	LOC_Os12g05420.1	no descriptionmoderately similar to ( 215)AT3G52870| Symbols:  | calmodulin-binding family protein | chr3:19604343-19606664 REVERSEnot assigned	signalling.calcium	30_3

CUST_15784_PI399408534	2	-0.0033798218	0.0033798218	0.04786682	-0.15158653	0.007041931	-0.30638504	35_29709	"Cluster: PHD-type zinc finger protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: PHD-type zinc finger protein-like - Oryza sativa (japonica cultivar"	UniRef90_Q84NP5	CHR5V7|COORD:23703997..23708279| PHD finger transcription factor, putative	AT5G58610.1	CHR07V5|COORD:29520452..29517758|protein DNA binding protein, putative, expressed	LOC_Os07g49290.1	 no descriptionweakly similar to ( 179)AT5G58610| Symbols:  | PHD finger transcription factor, putative | chr5:23703997-23708279 REVERSE	RNA.regulation of transcription.PHD finger transcription factor	27_3_63

CUST_60994_PI403524517	2	-0.5737529	0.16749	-1.6460972	0.5870743	-0.16749	0.7085061	35_17396	"Cluster: Hypothetical protein; n=1; Anaeromyxobacter sp. Fw109-5|Rep: Hypothetical protein - Anaeromyxobacter sp. Fw109-5"	UniRef90_A1HY15	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	CHR05V5|COORD:779111..781487|protein expressed protein	LOC_Os05g02420.2	no descriptionnot assigned not assigned	not assigned.unknown	35_2

CUST_142240_PI403524517	2	-0.36583662	0.20602226	0.2595234	0.004515648	-0.004515648	-0.2104168	35_39869	Rep: H0315A08.7 protein - Oryza sativa (Rice)	UniRef90_Q01I65	"CHR1V7|COORD:19991059..19994401| MAP3KA (Mitogen-activated protein kinase kinase kinase 3); kinase"	AT1G53570.2	CHR04V5|COORD:21571264..21565179|protein mitogen-activated kinase kinase kinase alpha, putative, expressed	LOC_Os04g35700.1	" no descriptionmoderately similar to ( 227)AT1G53570| Symbols: MAPKKK3, MAP3KA | MAP3KA (Mitogen-activated protein kinase kinase kinase 3); kinase | chr1:19991059-19994401 FORWARDvery weakly similar to (94.4)M2K1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase Pkinase_Tyr TyrKc SPS1 PTKc PTKc_Jak1_rpt2 PTKc_InsR_like PTKc_Ack_like PTKc_FAK PTKc_Lck_Blk PTKc_Trk KIND PTKc_EGFR_like PTKc_Yes PTKc_Frk_like PTKc_TrkA PTKc_Jak_rpt2 PTKc_Tec_like PTKc_Src_like PTKc_Src PTKc_Syk_like PTKc_Srm_Brk PTKc_Btk_Bmx PTKc_FGFR PTKc_TrkC PTKc_Fyn_Yrk PTKc_TrkB PTKc_FGFR1 PTKc_CSF-1R PTKc_Jak2_Jak3_rpt2 PTKc_FGFR3 PTKc_PDGFR PTKc_DDR PTKc_Tyk2_rpt2 PTKc_Ror PTKc_InsR PTKc_Lyn PTKc_VEGFR PTKc_PDGFR_beta PTKc_DDR2 PTKc_Fes_like PTKc_EphR PTKc_FGFR2 PTKc_VEGFR2 PTKc_Hck PTKc_FGFR4 PTKc_Tec_Rlk PTKc_Csk_like PTKc_DDR1 PTKc_VEGFR3 PTKc_Musk PTKc_Itk PTKc_RET PTKc_PDGFR_alpha PTKc_DDR_like PTKc_Kit PTKc_Csk PTKc_IGF-1R PTKc_EphR_A2 PTKc_c-ros PTKc_Abl PTKc_Chk PTKc_Zap-70 PTKc_Axl PTKc_EGFR PTKc_EphR_B PTKc_Ror1 PTKc_Axl_like "	protein.postranslational modification	29_4

CUST_104638_PI403524517	2	-0.35023308	-0.2367897	0.5951643	0.028681755	0.5239506	-0.028681755	35_29817	Rep: Dehydrin 6 - Hordeum vulgare (Barley)	UniRef90_Q9ZTR5	CHR3V7|COORD:18951806..18952387| LTI30/XERO2 (LOW TEMPERATURE-INDUCED 30)	AT3G50970.1	CHR11V5|COORD:14724553..14723058|protein embryogenic cell protein 40, putative, expressed	LOC_Os11g26570.1	no descriptionnot assigned not assigned Dehydrin Drf_FH1 Extensin_2 PRK07003 PRK12323	not assigned.unknown	35_2

CUST_1900_PI404877155	2	0.0028457642	-0.65008163	-0.011808395	0.024425507	0.098939896	-0.0028467178	Contig12133_at	small nuclear ribonucleoprotein, putative / snRNP, putative / Sm protein, putative [Arabidopsis thaliana] pir||B86345 F16F4.12 protein - Ara	NP_173542.1	small nuclear ribonucleoprotein, putative / snRNP, putative / Sm protein, putative	At1g21190.1	protein Sm-like protein [imported] - Arabidopsis thaliana	Os01g64690	NONE	RNA.processing	27_1

CUST_112028_PI403524517	2	0.05923748	-0.6582756	-0.2012248	0.2225337	-0.018034935	0.018034935	35_31804	Rep: OSJNBb0060E08.3 protein - Oryza sativa (Rice)	UniRef90_Q7FAN3	"CHR3V7|COORD:937113..939814| ATBPM4 (BTB-POZ AND MATH DOMAIN 4); protein binding"	AT3G03740.1	CHR04V5|COORD:31592524..31594336|protein speckle-type POZ protein, putative, expressed	LOC_Os04g53410.1	"no descriptionvery weakly similar to (83.6)AT3G03740| Symbols: ATBPM4 | ATBPM4 (BTB-POZ AND MATH DOMAIN 4); protein binding | chr3:937113-939814 REVERSEnot assigned not assigned not assigned not assigned BTB BTB PRK07764 PRK12323 PRK07003 PRK12678"	protein.degradation.ubiquitin.E3.BTB/POZ Cullin3.BTB/POZ	29_5_11_4_5_2

CUST_109191_PI403524517	2	0.07696247	-0.18174267	-0.28157425	0.0070858	-0.007086754	0.09037876	35_31040	Rep: Putative RING-H2 finger protein - Oryza sativa (Rice)	UniRef90_Q94HJ7		0	CHR05V5|COORD:515888..517710|protein zinc finger, RING-type, putative, expressed	LOC_Os05g01940.1	no descriptionDUF1117	not assigned.unknown	35_2

CUST_25857_PI403524517	2	0.14571095	-0.47867298	0.13981056	-0.065953255	-0.012940407	0.0129413605	35_7496	"Cluster: Hypothetical protein P0434D08.42; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0434D08.42 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5NBC3	CHR3V7|COORD:23074304..23076394| zinc knuckle (CCHC-type) family protein	AT3G62330.1	CHR01V5|COORD:8359072..8355819|protein nucleic acid binding protein, putative, expressed	LOC_Os01g14920.1	no descriptionmoderately similar to ( 364)AT3G62330| Symbols:  | zinc knuckle (CCHC-type) family protein | chr3:23074304-23076394 REVERSE	not assigned.no ontology	35_1

CUST_72311_PI403524517	2	0.009350777	0.07236767	-0.009350777	-0.17889118	-0.06491184	0.0127773285	35_20724	"Cluster: Protein kinase CK2 regulatory subunit CK2B3; n=3; Poaceae|Rep: Protein kinase CK2 regulatory subunit CK2B3 - Zea mays (Maize)"	UniRef90_Q9FQF6	"CHR2V7|COORD:18433973..18435241| CKB4 (CASEIN KINASE II BETA SUBUNIT 4); protein kinase CK2/ protein kinase CK2 regulator"	AT2G44680.1	CHR10V5|COORD:21979200..21984175|protein casein kinase II subunit beta-4, putative, expressed	LOC_Os10g41520.2	"no descriptionmoderately similar to ( 330)AT2G44680| Symbols: CKB4 | CKB4 (CASEIN KINASE II BETA SUBUNIT 4); protein kinase CK2 regulator | chr2:18433973-18435241 REVERSEnot assigned not assigned not assigned CK_II_beta SKB2 PRK07003 PRK07764 PRK12323"	protein.postranslational modification	29_4

CUST_167150_PI403524517	2	0.14882994	-0.6209421	-0.0356822	-0.008183956	0.008183956	0.0993042	35_46558	0	0		0	CHR03V5|COORD:14776830..14768932|protein expressed protein	LOC_Os03g25869.1	no description	not assigned.unknown	35_2

CUST_88005_PI403524517	2	-0.057579994	0.20903397	0.14192009	0.025287628	-0.033039093	-0.025288582	35_25195	Rep: OSIGBa0112M24.5 protein - Oryza sativa (Rice)	UniRef90_Q01I52	"CHR2V7|COORD:4626227..4628530| CRCK3 (calmodulin-binding receptor-like cytoplasmic kinase 3); kinase"	AT2G11520.1	CHR09V5|COORD:1802961..1809819|protein nodulation receptor kinase precursor, putative, expressed	LOC_Os09g03620.1	no description	not assigned.unknown	35_2

CUST_36729_PI403524517	2	8.702278E-4	0.19861221	-8.69751E-4	-0.11338234	-0.42363644	0.21000004	35_10586	0	0	CHR3V7|COORD:18782273..18790201| transducin family protein / WD-40 repeat family protein	AT3G50590.1	CHR09V5|COORD:14403670..14415594|protein nucleotide binding protein, putative, expressed	LOC_Os09g24260.1	no descriptionmoderately similar to ( 227)AT3G50590| Symbols:  | transducin family protein / WD-40 repeat family protein | chr3:18782273-18790201 FORWARD	not assigned.no ontology	35_1

CUST_131106_PI403524517	2	3.1661987E-4	0.22580814	-0.04306221	-0.038733482	0.19987774	-3.1661987E-4	35_36822	Rep: OSIGBa0101C23.11 protein - Oryza sativa (Rice)	UniRef90_Q01J16	CHR2V7|COORD:18497473..18499854| protein kinase, putative	AT2G44830.1	CHR04V5|COORD:27134723..27138709|protein protein kinase G11A, putative, expressed	LOC_Os04g46180.2	 no descriptionmoderately similar to ( 262)AT2G44830| Symbols:  | protein kinase, putative | chr2:18497473-18499854 FORWARDmoderately similar to ( 243)KPK1_PHAVUProtein kinase PVPK-1 - Phaseolus vulgaris (Kidney bean) (French bean)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase SPS1 Pkinase_Tyr TyrKc PTKc PTKc_Jak_rpt2 	protein.postranslational modification	29_4

CUST_165573_PI403524517	2	0.42505884	0.24857092	-0.0048704147	-0.016107082	-0.19283581	0.0048704147	35_46137	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_31885_PI403524517	2	0.18482208	0.19985199	-0.18482256	0.12132168	-0.1213212	-0.27563858	35_9199	0	0	0	0	CHR03V5|COORD:5782221..5781097|protein hypothetical protein	LOC_Os03g11270.1	no description	not assigned.unknown	35_2

CUST_11630_PI404877155	2	-0.103933334	-0.20790863	0.027421951	0.05576706	-0.0020208359	0.0020217896	Contig5299_at	ferredoxin precursor [Triticum aestivum]	AAL92109.1	ferredoxin, putative	At2g27510.1	protein ferredoxin [2Fe-2S], root - rice	Os05g37140	ferredoxin precursor	OPP.electron transfer	7_3

CUST_67009_PI403524517	2	-0.0051088333	-0.39366436	0.1954813	-0.09385395	0.0051088333	0.018826485	35_19137	Rep: ATPase - Solanum tuberosum (Potato)	UniRef90_Q9ST64	CHR3V7|COORD:3208315..3210683| anion-transporting ATPase family protein	AT3G10350.1	CHR02V5|COORD:31250095..31246689|protein arsenical pump-driving ATPase, putative, expressed	LOC_Os02g51100.1	no descriptionweakly similar to ( 176)AT3G10350| Symbols:  | anion-transporting ATPase family protein | chr3:3208315-3210683 FORWARDnot assigned ArsA_ATPase ArsA_ATPase ArsA ArsA	transport.unspecified anions.arsenite-transporting ATPase	34_18_1

CUST_50903_PI403524517	2	-0.6377964	-1.1543665	0.8619528	0.59846115	1.0045767	-0.59846115	35_14519	"Cluster: Putative diphosphonucleotide phosphatase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative diphosphonucleotide phosphatase - Oryza sativa (jap"	UniRef90_Q6ZI95	"CHR5V7|COORD:20540801..20543457| ATPAP27/PAP27 (purple acid phosphatase 27); acid phosphatase/ protein serine/threonine phosphatase"	AT5G50400.1	CHR08V5|COORD:26306741..26312631|protein nucleotide pyrophosphatase/phosphodiesterase, putative, expressed	LOC_Os08g41880.1	" no descriptionhighly similar to ( 863)AT5G50400| Symbols: ATPAP27, PAP27 | ATPAP27/PAP27 (purple acid phosphatase 27); acid phosphatase/ protein serine/threonine phosphatase | chr5:20540801-20543457 REVERSEhighly similar to ( 753)NPP_HORVUNucleotide pyrophosphatase/phosphodiesterase - Hordeum vulgare (Barley)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Herpes_BLLF1 Metallophos SerH Pneumo_att_G AF-4 PRK12323 DUF566 MAP65_ASE1 PRK07003 "	misc.acid and other phosphatases	26_13

CUST_55425_PI403524517	2	-0.20018291	0.08506012	0.02083397	0.10089111	-0.02083397	-0.10910702	35_15777	Rep: Phytochelatin synthetase - Triticum aestivum (Wheat)	UniRef90_Q6T252	CHR5V7|COORD:24528692..24531158| COB (COBRA)	AT5G60920.1	CHR05V5|COORD:18641761..18638118|protein COBRA-like protein 4 precursor, putative, expressed	LOC_Os05g32110.1	no descriptionhighly similar to ( 680)AT5G60920| Symbols: COB | COB (COBRA) | chr5:24528692-24531158 REVERSEhighly similar to ( 811)COBL3_ORYSAPhytochel_synth	cell wall.cellulose synthesis	10_2

CUST_94014_PI403524517	2	-0.1983118	0.28418922	-0.10002422	0.9796257	-0.10829544	0.10002422	35_26879	"Cluster: Exo70 exocyst complex subunit family protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Exo70 exocyst complex subunit family protein - Oryza sat"	UniRef90_Q2QYZ8	"CHR2V7|COORD:12291702..12293722| ATEXO70H5 (exocyst subunit EXO70 family protein H5); protein binding"	AT2G28640.1	CHR12V5|COORD:26007..24538|protein protein binding protein, putative	LOC_Os12g01040.1	"no descriptionvery weakly similar to (80.9)AT1G07725| Symbols: ATEXO70H6 | ATEXO70H6 (exocyst subunit EXO70 family protein H6); protein binding | chr1:2395246-2397093 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Exo70 PRK12323 PRK07764 Extensin_2 Atrophin-1 DUF1421"	not assigned.no ontology	35_1

CUST_125924_PI403524517	2	0.03797722	-0.0106163025	0.0054244995	0.08306885	-0.0054244995	-0.057296753	35_35456	Rep: Acidic ribosomal protein P2 - Triticum aestivum (Wheat)	UniRef90_Q7X729	CHR2V7|COORD:11825773..11826447| 60S acidic ribosomal protein P2 (RPP2A)	AT2G27720.1	CHR02V5|COORD:19452482..19449254|protein 60S acidic ribosomal protein P2A, putative, expressed	LOC_Os02g32760.1	no descriptionnot assigned not assigned Ribosomal_60s RPP1A	not assigned.unknown	35_2

CUST_74282_PI403524517	2	0.026215553	0.26596737	-0.09233189	-0.026215553	-0.080438614	0.055262566	35_21302	"Cluster: Glycosyl transferase, group 2 family protein, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Glycosyl transferase, group 2 family protein,"	UniRef90_Q10BK3	CHR2V7|COORD:16529086..16531639| glycosyl transferase family 2 protein	AT2G39630.1	CHR03V5|COORD:34440227..34437087|protein dolichyl-phosphate beta-glucosyltransferase, putative, expressed	LOC_Os03g60700.1	no descriptionmoderately similar to ( 217)AT2G39630| Symbols:  | glycosyl transferase family 2 protein | chr2:16529575-16531639 REVERSEnot assigned	misc.UDP glucosyl and glucoronyl transferases	26_2

CUST_101718_PI403524517	2	0.06408787	0.3508749	-3.9291382E-4	-0.06302166	-0.42043352	3.9243698E-4	35_29025	Rep: Xylose isomerase - Hordeum vulgare (Barley)	UniRef90_Q40082	CHR5V7|COORD:23364256..23365946| xylose isomerase family protein	AT5G57655.1	CHR07V5|COORD:28274941..28270621|protein xylose isomerase, putative, expressed	LOC_Os07g47290.3	no descriptionmoderately similar to ( 248)AT5G57655| Symbols:  | xylose isomerase family protein | chr5:23364256-23367031 FORWARDmoderately similar to ( 308)XYLA_HORVUXylose isomerase - Hordeum vulgare (Barley)PRK05474 XylA PRK12465	minor CHO metabolism.others.Xylose isomerase	3_5_1

CUST_26099_PI403524517	2	-0.6027832	-0.083636284	0.14272213	0.283103	0.083636284	-0.18863583	35_7560	"Cluster: Hypothetical protein OJ1362_G11.7; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1362_G11.7 - Oryza sativa (japonica cultivar"	UniRef90_Q5TKQ1	CHR3V7|COORD:8063070..8064482| leucine-rich repeat family protein / extensin family protein	AT3G22800.1	CHR05V5|COORD:26776980..26775096|protein expressed protein	LOC_Os05g46340.2	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 TT_ORF1 PRK07003 PRK07764 PRK12678 Protamine_P1 Atrophin-1 DUF1631	not assigned.unknown	35_2

CUST_124364_PI403524517	2	-0.10002899	-0.19446087	-0.03991413	0.07216263	0.07815552	0.039913177	35_35057	"Cluster: Putative dihydropyrimidine dehydrogenase; n=2; Oryza sativa|Rep: Putative dihydropyrimidine dehydrogenase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z744	CHR3V7|COORD:6094285..6096295| dihydroorotate dehydrogenase family protein / dihydroorotate oxidase family protein	AT3G17810.1	CHR02V5|COORD:30743502..30739467|protein dihydropyrimidine dehydrogenase precursor, putative, expressed	LOC_Os02g50350.1	no descriptionmoderately similar to ( 291)AT3G17810| Symbols:  | dihydroorotate dehydrogenase family protein / dihydroorotate oxidase family protein | chr3:6094285-6096295 FORWARDnot assigned not assigned DHPD_FMN PRK08318 PyrD DHOD_1B_like PRK07259 DHOD_DHPD_FMN DHO_dh DHOD_like PRK07565 DHOD_2_like PRK05286 DHOD_1A_like PRK02506	nucleotide metabolism.degradation	23_2

CUST_61886_PI403524517	2	0.29560757	-0.017196655	0.14454365	-0.016329765	-0.28604317	0.016330719	35_17657	"Cluster: Os07g0178900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0178900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D878	"CHR5V7|COORD:7391029..7394074| ATTIP49A/RIN1 (RESISTANCE TO PSEUDOMONAS SYRINGAE PV MACULICOLA INTERACTOR 1); ATP binding / DNA helicase/"	AT5G22330.1	CHR07V5|COORD:4154366..4148987|protein ruvB-like 1, putative, expressed	LOC_Os07g08170.1	" no descriptionweakly similar to ( 152)AT5G22330| Symbols: ATTIP49A, RIN1 | ATTIP49A/RIN1 (RESISTANCE TO PSEUDOMONAS SYRINGAE PV MACULICOLA INTERACTOR 1); ATP binding / DNA helicase/ nucleoside-triphosphatase/ nucleotide binding | chr5:7391029-7394074 REVERSEnot assigned not assigned TIP49 "	not assigned.no ontology	35_1

CUST_66150_PI403524517	2	-0.0329504	-0.07073593	0.06274986	0.0440197	-0.11477089	0.0329504	35_18892	"Cluster: Pleckstriny domain-containing protein, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Pleckstriny domain-containing"	UniRef90_Q337P5	"CHR4V7|COORD:10431810..10437182| EDR2 (enhanced disease resistance 2); lipid binding"	AT4G19040.1	CHR10V5|COORD:16322350..16331161|protein lipid binding protein, putative, expressed	LOC_Os10g31770.1	"no descriptionmoderately similar to ( 329)AT4G19040| Symbols: EDR2 | EDR2 (enhanced disease resistance 2); lipid binding | chr4:10431810-10437182 REVERSEDUF1336"	not assigned.no ontology	35_1

CUST_41697_PI403524517	2	0.19557953	-0.10763693	0.18396282	0.03345442	-0.3733964	-0.03345442	35_11982	Rep: OSIGBa0147O06.7 protein - Oryza sativa (Rice)	UniRef90_Q01LT8	CHR2|COORD:18164715..18166243| UDP-glucoronosyl/UDP-glucosyl transferase family protein, contains Pfam profile: PF00201 UDP-glucoronosyl	AT2G43840.1	CHR04V5|COORD:7135788..7133539|protein indole-3-acetate beta-glucosyltransferase, putative, expressed	LOC_Os04g12960.1	no descriptionvery weakly similar to (93.2)AT2G43840| Symbols:  | UDP-glucoronosyl/UDP-glucosyl transferase family protein | chr2:18164758-18166243 FORWARDweakly similar to ( 120)IAAG_MAIZEIndole-3-acetate beta-glucosyltransferase - Zea mays (Maize)not assigned not assigned not assigned not assigned	misc.UDP glucosyl and glucoronyl transferases	26_2

CUST_136635_PI403524517	2	-0.04022312	0.29263878	-0.20259666	0.040224075	-0.27207565	0.15885162	35_38318	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_124320_PI403524517	2	-0.017364979	0.026144981	0.24450827	0.017364979	-0.19772339	-0.085912704	35_35045	Rep: Hypothetical protein - Medicago truncatula (Barrel medic)	UniRef90_Q1T5X1	CHR4V7|COORD:16771406..16773274| vestitone reductase-related	AT4G35250.1	CHR08V5|COORD:27567438..27562341|protein expressed protein	LOC_Os08g44000.1	no descriptionweakly similar to ( 185)AT4G35250| Symbols:  | vestitone reductase-related | chr4:16771406-16773274 REVERSE	not assigned.no ontology	35_1

CUST_15862_PI404877155	2	-0.060819626	-0.31564713	0.26879215	0.0683403	0.060819626	-0.09083843	Contig9716_at	putative carnitine/acylcarnitine translocase [Oryza sativa (japonica cultivar-group)] gb|AAP55125.1| putative carnitine/acylcarnitine transl	NP_922838.1	mitochondrial carnitine/acyl carrier, putative / a bout de souffle (BOU) / CAC-like protein	At5g46800.1	protein putative carnitine/acylcarnitine translocase	Os10g42310	putative carnitine/acylcarnitine translocase	lipid metabolism.FA synthesis and FA elongation.ACP protein	11_1_12

CUST_101938_PI403524517	2	0.07574892	0.37200356	0.15094852	-0.4773097	-0.5203886	-0.07574892	35_29083	"Cluster: Putative Na+/K+/Cl-cotransport protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative Na+/K+/Cl-cotransport protein - Oryza sativa (japonic"	UniRef90_Q6Z0E2	"CHR1V7|COORD:10762887..10769043| CCC1; cation:chloride symporter"	AT1G30450.3	CHR08V5|COORD:14062577..14053301|protein CCC1, putative, expressed	LOC_Os08g23440.1	" no descriptionmoderately similar to ( 296)AT1G30450| Symbols: ATCCC1, CCC1 | CCC1; cation:chloride symporter | chr1:10762887-10769043 FORWARDnot assigned not assigned not assigned AA_permease PotE "	transport.unspecified cations	34_14

CUST_5274_PI404877155	2	-0.06880379	0.52451134	0.06880379	-0.1786232	-0.30037498	0.08378601	Contig16827_at	histidine-containing phosphotransfer protein-like [Arabidopsis thaliana]	BAB01275.1	phosphotransfer family protein	At3g16360.1	protein expressed protein	Os01g54050	"HPT PHOSPHOTRANSMITTER 4;phosphotransfer family protein, similar to two-component phosphorelay mediators ATHP1 (GI:4156241),  ATHP3 (GI:4156245) (Arabidopsis thaliana), histidine-containing phosphotransfer protein (Catharanthus roseus) GI:13774348"	hormone metabolism.cytokinin.signal transduction	17_4_2

CUST_32422_PI399408534	2	-0.10723877	0.505723	0.055329323	-0.055329323	-0.06049061	0.16190624	35_19312	"Cluster: Os08g0543900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os08g0543900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J3Z8	"CHR4|COORD:18139259..18141956| similar to bZIP family transcription factor [Arabidopsis thaliana] (TAIR:At2g21230.1); similar to vsf-1 [Lycopersicon"	AT4G38900.3	CHR08V5|COORD:27104456..27108604|protein DNA binding protein, putative, expressed	LOC_Os08g43090.1	no descriptionmoderately similar to ( 208)AT4G38900| Symbols:  | DNA binding | chr4:18139558-18141514 REVERSEweakly similar to ( 171)RF2B_ORYSAnot assigned not assigned not assigned BRLZ COG4942 GAL11 COG4372	RNA.regulation of transcription.bZIP transcription factor family	27_3_35

CUST_58532_PI403524517	2	-0.024619102	0.5435438	0.024619102	-0.045165062	-0.08023834	0.03555107	35_16694	"Cluster: Hypothetical protein OSJNBa0054L03.38; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0054L03.38 - Oryza sativa (japonica"	UniRef90_Q6Z4T7	"CHR1V7|COORD:12463080..12465889| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G35730.1); similar to hypothetical protein [Solanum tuberosum]"	AT1G34220.2	CHR08V5|COORD:4382687..4379424|protein expressed protein	LOC_Os08g07830.1	" no descriptionmoderately similar to ( 319)AT1G34220| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G35730.1); similar to hypothetical protein [Solanum tuberosum] (GB:BAE46414.1); contains InterPro domain Protein of unknown function DUF292, eukaryotic; (InterPro:IPR005061) | chr1:12463080-12465889 REVERSEnot assigned DUF292 "	not assigned.unknown	35_2

CUST_6089_PI404877155	2	0.1973648	-1.1941557	-0.22077179	0.057912827	-0.05791378	0.08335018	Contig18385_at	P0489A01.16 [Oryza sativa (japonica cultivar-group)] dbj|BAA99525.1| P0489A01.16 [Oryza sativa (japonica cultivar-group)]	NP_914478.1	PHD finger family protein	At3g14740.2	protein PHD-finger, putative	Os01g08820	"PHD finger family protein, similar to zinc-finger protein BR140 (PIR:JC2069)(Homo sapiens); contains PHD-finger domain PF00628 or  PHD finger family protein, similar to zinc-finger protein BR140 (PIR:JC2069)(Homo sapiens); contains PHD-finger domain PF006"	RNA.regulation of transcription.Alfin-like	27_3_02

CUST_161419_PI403524517	2	0.62142086	0.0	0.21057463	-0.13228083	-0.26834154	0.0	35_45034	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_85940_PI403524517	2	-0.3337283	-0.7311945	-0.2764058	0.80293465	0.2764063	0.4535718	35_24612	"Cluster: Hypothetical protein P0468B07.12; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0468B07.12 - Oryza sativa (japonica cultivar-g"	UniRef90_Q8S202	CHR3V7|COORD:2746019..2748331| proline-rich family protein	AT3G09000.1	CHR01V5|COORD:34683489..34684299|protein VQ motif family protein, expressed	LOC_Os01g59410.1	no descriptionnot assigned not assigned not assigned not assigned PRK07003 PRK07764 PRK12323 Gag_spuma	not assigned.unknown	35_2

CUST_51048_PI403524517	2	-0.103551865	-0.011113167	0.064632416	0.28743744	-0.087646484	0.011113167	35_14555	Rep: J-domain protein - Triticum aestivum (Wheat)	UniRef90_Q0PMD7	CHR3V7|COORD:15880102..15882046| ATJ3 (Arabidopsis thaliana DnaJ homologue 3)	AT3G44110.1	CHR03V5|COORD:32647346..32650266|protein dnaJ protein, putative, expressed	LOC_Os03g57340.1	 no descriptionweakly similar to ( 159)AT3G44110| Symbols: ATJ, ATJ3 | ATJ3 (Arabidopsis thaliana DnaJ homologue 3) | chr3:15880166-15882046 REVERSEweakly similar to ( 157)DNJH_CUCSADnaJ protein homolog - Cucumis sativus (Cucumber)not assigned not assigned DnaJ DnaJ_C 	stress.abiotic.heat	20_2_1

CUST_15164_PI399408534	2	0.02876091	-0.27031422	0.25872135	-0.028759956	-0.3087902	0.2598877	35_27599	"Cluster: Mitogen-activated protein kinase 16; n=2; Oryza sativa|Rep: Mitogen-activated protein kinase 16 - Oryza sativa (Rice)"	UniRef90_Q5VP69	0	0	CHR01V5|COORD:26249826..26244471|protein OsMPK21-2 - putative MAPK based on amino acid sequence homology, expressed	LOC_Os01g45620.1	no descriptionweakly similar to ( 153)MPK16_ORYSA	signalling.MAP kinases	30_6

CUST_35609_PI403524517	2	0.24123669	0.13425922	-0.050523758	-0.2363224	-0.29411602	0.050522804	35_10269	"Cluster: RNA-binding protein of the Puf family translational repressor- like; n=1; Salinispora tropica CNB-440|Rep: RNA-binding protein of the Puf family transl"	UniRef90_Q0LAN0	CHR4V7|COORD:10275928..10278502| leucine-rich repeat family protein / extensin family protein	AT4G18670.1	CHR09V5|COORD:22896708..22902150|protein beta-1,4-mannan synthase, putative, expressed	LOC_Os09g39920.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07003 Atrophin-1 Tymo_45kd_70kd Herpes_BLLF1 HPC2 DUF566 APC_basic AF-4 PRK07764 PRK05648 Pneumo_att_G PRK09169 MAP65_ASE1 KAR9 Metaviral_G Extensin_2 PRK12372 PRK08853 PRK12678 Herpes_UL56 DUF936 Herpes_TAF50 DUF1421 IER	not assigned.unknown	35_2

CUST_97129_PI403524517	2	0.06853008	-0.07529068	-0.008767128	0.008766174	-0.036359787	0.043575287	35_27741	"Cluster: Hypothetical protein P0489G09.17; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0489G09.17 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5NAU2	"CHR5V7|COORD:8189747..8191358| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G23550.1); similar to Os01g0219100 [Oryza sativa (japonica"	AT5G24170.1	CHR01V5|COORD:6522288..6525074|protein SFT2 domain containing 2, putative, expressed	LOC_Os01g11980.1	" no descriptionmoderately similar to ( 212)AT5G24170| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G23550.1); similar to Os01g0219100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001042417.1); similar to Os02g0564500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001047161.1); similar to hypothetical protein, conserved [Leishmania major] (GB:CAJ02001.1); contains InterPro domain SFT2-like; (InterPro:IPR011691) | chr5:8189747-8191358 REVERSEnot assigned SFT2 SFT2 "	not assigned.unknown	35_2

CUST_29493_PI403524517	2	-0.27426147	-0.2519369	-0.22672081	0.5590215	0.22672129	0.32505178	35_8519	Rep: Hypothetical protein - Plasmodium falciparum (isolate 3D7)	UniRef90_Q8IIX7	"CHR3V7|COORD:10797953..10804474| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G76780.1); contains InterPro domain Protein of unknown function"	AT3G28770.1	CHR09V5|COORD:14529894..14546559|protein expressed protein	LOC_Os09g24440.1	no description	not assigned.unknown	35_2

CUST_126233_PI403524517	2	-0.43595505	0.2382555	0.24219036	0.082894325	-0.27381897	-0.08289337	35_35535	Rep: Os01g0767900 protein - Oryza sativa (japonica cultivar-group)	UniRef90_Q0JJ01	"CHR5V7|COORD:18246546..18248561| NPR3 (NPR1-LIKE PROTEIN 3); protein binding"	AT5G45110.1	CHR01V5|COORD:32694531..32698664|protein regulatory protein NPR1, putative, expressed	LOC_Os01g56200.1	"no descriptionweakly similar to ( 133)AT5G45110| Symbols: NPR3 | NPR3 (NPR1-LIKE PROTEIN 3); protein binding | chr5:18246546-18248561 FORWARD"	cell.organisation	31_1

CUST_5796_PI404877155	2	-0.46236706	0.27709293	0.09898567	0.4426527	-0.29339695	-0.09898567	Contig1785_at	P0683B11.27 [Oryza sativa (japonica cultivar-group)] dbj|BAB68048.1| P0480C01.8 [Oryza sativa (japonica cultivar-group)] dbj|BAB89838.1| P06	NP_916664.1	zinc finger (AN1-like) family protein	At1g12440.1	protein AN1-like Zinc finger, putative	Os01g52030	zinc finger (AN1-like) family protein, contains Pfam domains, PF01428: AN1-like Zinc finger and PF01754: A20-like zinc finger or  zinc finger (AN1-like) family protein, contains Pfam domains, PF01428: AN1-like Zinc finger and PF01754: A20-like zinc finger	RNA.regulation of transcription.unclassified	27_3_99

CUST_80122_PI403524517	2	0.14976978	0.45714474	-0.18939972	0.05053234	-0.10459232	-0.05053234	35_22979	"Cluster: Hypothetical protein OJ1548_F12.7; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1548_F12.7 - Oryza sativa (japonica cultivar"	UniRef90_Q6K851	CHR3V7|COORD:5376362..5376978| similar to Os02g0804400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001048433.1)	AT3G15900.1	CHR02V5|COORD:34293595..34295235|protein expressed protein	LOC_Os02g56030.1	no description	not assigned.unknown	35_2

CUST_142273_PI403524517	2	0.15801144	-0.044662	-0.044662	0.2175169	0.011139393	-0.011138916	35_39878	"Cluster: Tetratricopeptide repeat (TPR)-containing protein-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: Tetratricopeptide repeat (TPR)-containing prot"	UniRef90_Q6EN40		0	CHR02V5|COORD:8813974..8809965|protein expressed protein	LOC_Os02g15660.1	no description	not assigned.unknown	35_2

CUST_43742_PI403524517	2	0.4025364	1.9200411	-0.45747948	-0.17778397	-0.51728916	0.17778301	35_12554	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_52014_PI403524517	2	-0.0644207	0.15856361	-0.0067596436	-0.06649971	0.013204575	0.0067596436	35_14826	Rep: 60S ribosomal protein L7a - Oryza sativa (Rice)	UniRef90_P35685	CHR3V7|COORD:23253837..23255248| 60S ribosomal protein L7A (RPL7aB)	AT3G62870.1	CHR09V5|COORD:19685463..19683254|protein 60S ribosomal protein L7a, putative, expressed	LOC_Os09g32976.1	no descriptionmoderately similar to ( 416)AT3G62870| Symbols:  | 60S ribosomal protein L7A (RPL7aB) | chr3:23253837-23255248 REVERSEmoderately similar to ( 463)RL7A_ORYSAnot assigned not assigned not assigned Ribosomal_L7Ae RPL8A rpl7ae	protein.synthesis.misc ribososomal protein	29_2_2

CUST_48780_PI403524517	2	0.09632301	-0.13480759	0.024347305	0.0107860565	-0.0107860565	-0.025053024	35_13930	Rep: Wound-induced basic protein - Phaseolus vulgaris (Kidney bean) (French bean)	UniRef90_Q09020	CHR3V7|COORD:8063070..8064482| leucine-rich repeat family protein / extensin family protein	AT3G22800.1	0	0	no descriptionvery weakly similar to (70.1)AT3G07230| Symbols:  | wound-responsive protein-related | chr3:2299926-2300189 FORWARDvery weakly similar to (79.7)PR4_PHAVUWound-induced basic protein - Phaseolus vulgaris (Kidney bean) (French bean)Wound_ind	stress.abiotic.touch/wounding	20_2_4

CUST_82836_PI403524517	2	-0.07202244	0.83621216	0.07202339	-0.3118248	-0.25463486	0.078697205	35_23754	"Cluster: Putative peptide transporter; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative peptide transporter - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6YVW2	0	0	CHR07V5|COORD:24718372..24722198|protein peptide transporter PTR2, putative, expressed	LOC_Os07g41250.2	no description	not assigned.unknown	35_2

CUST_16610_PI404877155	2	0.10633564	-0.04955578	0.020536423	0.026445389	-0.020535469	-0.039211273	HC107F06_SK_x_at	expressed protein [Arabidopsis thaliana] pir||B86279 F14L17.22 protein - Arabidopsis thaliana	NP_563952.1	expressed protein	At1g14450.1	protein expressed protein	Os02g35610	gi|18394120|ref|NP_563952.1| expressed protein	mitochondrial electron transport / ATP synthesis.cytochrome c oxidase	9_7

CUST_70021_PI403524517	2	0.23050308	-0.0029053688	0.020048141	0.0029053688	-0.109621525	-0.571733	35_20043	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_102068_PI403524517	2	0.66001844	0.5680485	0.7552767	-1.3957005	-0.568048	-0.8747251	35_29120	"Cluster: Nitrate reductase molybdenum cofactor assembly chaperone precursor; n=1; Anaeromyxobacter sp. Fw109-5|Rep: Nitrate reductase molybdenum cofactor assemb"	UniRef90_A1I304	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	0	0	no description	not assigned.unknown	35_2

CUST_166884_PI403524517	2	0.009385586	0.64604235	-0.009385586	-0.08926535	-0.33185148	0.18779802	35_46489	Rep: Hypothetical protein - Delftia acidovorans SPH-1	UniRef90_A0VF81	CHR1V7|COORD:16816094..16817173| DNA binding / ligand-dependent nuclear receptor	AT1G44191.1	CHR09V5|COORD:11335336..11331584|protein transposon protein, putative, CACTA, En/Spm sub-class	LOC_Os09g18490.1	no descriptionPRK12323	not assigned.unknown	35_2

CUST_121749_PI403524517	2	0.34657192	0.16750097	-0.16750097	0.2446456	-0.33241653	-0.3000455	35_34378	"Cluster: GPX12Hv, glutathione peroxidase-like protein; n=9; Poaceae|Rep: GPX12Hv, glutathione peroxidase-like protein - Hordeum vulgare (Barley)"	UniRef90_Q9SME6	"CHR4V7|COORD:7010015..7011324| ATGPX6 (GLUTATHIONE PEROXIDASE 6); glutathione peroxidase"	AT4G11600.1	CHR04V5|COORD:27619599..27621683|protein phospholipid hydroperoxide glutathione peroxidase, putative, expressed	LOC_Os04g46960.2	" no descriptionvery weakly similar to (67.8)AT4G11600| Symbols: PHGPX, LSC803, ATGPX6 | ATGPX6 (GLUTATHIONE PEROXIDASE 6); glutathione peroxidase | chr4:7010015-7011324 REVERSEvery weakly similar to (67.8)GPX4_CITSIProbable phospholipid hydroperoxide glutathione peroxidase - Citrus sinensis (Sweet orange)not assigned BtuE GSH_Peroxidase "	redox.ascorbate and glutathione.glutathione	21_2_2

CUST_58765_PI403524517	2	-0.42307568	-0.14347982	0.2618189	0.25232697	-0.73778725	0.14347935	35_16766	"Cluster: Wall-associated kinase 4-like; n=3; Oryza sativa (japonica cultivar-group)|Rep: Wall-associated kinase 4-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5N7Q8	CHR5V7|COORD:15278265..15282606| serine/threonine protein kinase family protein	AT5G38210.1	CHR01V5|COORD:28823114..28808858|protein OsWAK10a - OsWAK receptor-like cytoplasmic kinase (OsWAK-RLCK), expressed	LOC_Os01g49529.3	no descriptionmoderately similar to ( 356)AT5G38210| Symbols:  | serine/threonine protein kinase family protein | chr5:15278265-15282606 FORWARDweakly similar to ( 174)NORK_MEDTRNodulation receptor kinase precursor - Medicago truncatula (Barrel medic)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc Pkinase S_TKc Pkinase_Tyr TyrKc PTKc PTKc_Jak_rpt2 PTKc_Jak2_Jak3_rpt2 PTKc_Frk_like SPS1 PTKc_Src_like PTKc_EGFR_like PTKc_Csk_like PTKc_Abl PTKc_Ack_like PTKc_Trk PTKc_Tec_like PTKc_Srm_Brk PTKc_EphR PTKc_EphR_B PTKc_Ror PTKc_TrkB PTKc_TrkA PTKc_Fyn_Yrk PTKc_Btk_Bmx PTKc_Lck_Blk PTKc_Itk PTKc_Src PTKc_Tyk2_rpt2 PTKc_Csk PTKc_TrkC PTKc_DDR PTKc_InsR_like PTKc_EphR_A PTKc_Tec_Rlk PTKc_Fes_like PTKc_Syk_like PTKc_Yes PTKc_EphR_A2 PTKc_Chk PTKc_Musk PTKc_Axl_like PTKc_Lyn PTKc_Ror1 PTKc_DDR1 PTKc_Hck PTKc_HER4 PTKc_Met_Ron PTKc_IGF-1R PTKc_FAK PTK_Ryk PTKc_Fes PTKc_HER2 PTKc_InsR PTKc_DDR_like PTKc_RET PTKc_Aatyk1_Aatyk3 PTKc_Jak1_rpt2 PTKc_DDR2 PTK_HER3 PTKc_Tyro3 PTKc_Fer PTKc_Syk PTKc_Aatyk PTKc_Ror2 PTKc_ALK_LTK PTKc_FGFR PTKc_Zap-70 PTKc_PDGFR PTKc_EGFR PTKc_EphR_A10 PTK_CCK4 Herpes_BLLF1 PTKc_c-ros PTKc_FGFR4 PTKc_Axl PTKc_FGFR1 PTKc_Tie1 PTKc_Tie2 PTKc_Tie PRK07764 PRK12678 PTKc_FGFR3 PRK12323 Pneumo_att_G PTK_Jak_rpt1 PTKc_FGFR2 DUF566 Metaviral_G PTKc_Aatyk2 PTKc_VEGFR PTKc_VEGFR3 PTK_Jak1_rpt1 PRK07003	protein.postranslational modification.kinase.receptor like cytoplasmatic kinase VII	29_4_1_57

CUST_15359_PI404877155	2	-0.31677055	-0.78849125	0.4808159	0.03404045	0.21034718	-0.034039497	Contig9196_s_at	OSJNBb0079B02.2 [Oryza sativa (japonica cultivar-group)] ref|XP_474060.1| OSJNBb0079B02.2 [Oryza sativa (japonica cultivar-group)] dbj|BAD83	CAE02970.2	shikimate kinase, putative	At2g21940.1	protein shikimate kinase, putative	Os02g51410	shikimate kinase, putative	amino acid metabolism.synthesis.aromatic aa.chorismate	13_1_6_1

CUST_13931_PI399408534	2	-0.040667534	0.43392467	0.023079872	-0.06894112	0.010559082	-0.010559082	35_34748	"Cluster: Zinc finger protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Zinc finger protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5YLY5	CHR1V7|COORD:6971545..6974569| zinc finger (FYVE type) family protein	AT1G20110.1	CHR06V5|COORD:30761490..30767203|protein zinc ion binding protein, putative, expressed	LOC_Os06g50840.1	"no descriptionvery weakly similar to (96.3)AT3G51850| Symbols: CPK13 | CPK13 (calcium-dependent protein kinase 13); calcium- and calmodulin-dependent protein kinase/ kinase | chr3:19243644-19246503 FORWARD"	signalling.calcium	30_3

CUST_164700_PI403524517	2	0.11628723	0.5444927	0.15955544	-0.5257058	-1.2089872	-0.116286755	35_45904	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_9365_PI404877155	2	-0.05095291	-0.37962532	0.0784359	0.07126331	0.01121521	-0.01121521	Contig3140_at	probable acyl-CoA oxidase (EC 1.3.3.6), peroxisomal - barley emb|CAA04688.1| putative acyl-CoA oxidase [Hordeum vulgare subsp. vulgare]	T04418	acyl-CoA oxidase, putative	At2g35690.1	protein Acyl-CoA oxidase, putative	Os06g01390	NONE	lipid metabolism.lipid degradation.beta-oxidation.acyl CoA DH	11_9_4_02

CUST_79898_PI403524517	2	-0.08615112	-0.043685913	-0.071183205	0.059360504	0.14564228	0.043685913	35_22913	Rep: Minus agglutinin - Chlamydomonas incerta	UniRef90_Q5I2R0	CHR1V7|COORD:6978101..6985306| family II extracellular lipase, putative	AT1G20130.1	CHR03V5|COORD:3862749..3862120|protein sulfated surface glycoprotein 185 precursor, putative	LOC_Os03g07640.1	no descriptionnot assigned not assigned not assigned	not assigned.unknown	35_2

CUST_163206_PI403524517	2	0.09468889	-0.09316301	-0.00724411	0.007244587	0.090343475	-0.30535173	35_45517	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QY81	CHR3V7|COORD:21077309..21080322| aladin-related / adracalin-related	AT3G56900.1	CHR12V5|COORD:1408433..1404136|protein cytochrome cd1-nitrite reductase-like, C-terminal haem d1, putative, expressed	LOC_Os12g03540.1	no descriptionvery weakly similar to (57.4)AT3G56900| Symbols:  | aladin-related / adracalin-related | chr3:21077309-21080322 FORWARD	not assigned.no ontology	35_1

CUST_135171_PI403524517	2	0.030844688	0.72127056	0.13259983	-0.19417763	-0.4105177	-0.030845642	35_37919	"Cluster: Hypothetical protein OSJNBa0094J08.30; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0094J08.30 - Oryza sativa (japonica"	UniRef90_Q84TW6	"CHR2V7|COORD:16968566..16970276| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G05230.1); similar to hypothetical protein [Oryza sativa (japonica"	AT2G40640.2	CHR03V5|COORD:34140761..34137770|protein expressed protein	LOC_Os03g60140.1	"no descriptionvery weakly similar to (52.8)AT2G40640| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G05230.1); similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:AAO60024.1); contains domain RING/U-box (SSF57850); contains domain no description (G3D.3.30.40.10) | chr2:16968763-16970276 REVERSE"	not assigned.unknown	35_2

CUST_60933_PI403524517	2	0.1352253	0.26611614	-0.13522625	-0.1800499	-0.26488113	0.19744301	35_17380	"Cluster: Hypothetical protein P0426G01.13; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0426G01.13 - Oryza sativa (japonica cultivar-g"	UniRef90_Q60DV9	CHR1|COORD:26952414..26955209| GDSL-motif lipase/hydrolase family protein, similar to family II lipases EXL3 GI:15054386, EXL1 GI:15054382 from	AT1G71691.1	CHR05V5|COORD:20503055..20507752|protein anther-specific proline-rich protein APG, putative, expressed	LOC_Os05g34700.1	no descriptionmoderately similar to ( 284)AT1G71691| Symbols:  | GDSL-motif lipase/hydrolase family protein | chr1:26953057-26954835 REVERSEweakly similar to ( 102)APG_BRANAAnther-specific proline-rich protein APG - Brassica napus (Rape)not assigned not assigned not assigned SGNH_plant_lipase_like fatty_acyltransferase_like COG3240 SerH Triacylglycerol_lipase_like Lipase_GDSL Herpes_BLLF1	misc.GDSL-motif lipase	26_28

CUST_97255_PI403524517	2	0.03563404	-0.39382553	-0.33512592	0.040961266	-0.03563404	0.052282333	35_27776	"Cluster: Os05g0515400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0515400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DGS1	0	0	CHR05V5|COORD:25472644..25478560|protein auxin response factor 4, putative, expressed	LOC_Os05g43920.1	no description	not assigned.unknown	35_2

CUST_31747_PI399408534	2	0.09509277	0.49984312	0.021122456	-0.38975716	-0.36293554	-0.021122932	35_19380	"Cluster: Pherophorin-C2 protein precursor; n=3; Chlamydomonadales|Rep: Pherophorin-C2 protein precursor - Chlamydomonas reinhardtii"	UniRef90_Q3HTK5	CHR1V7|COORD:9039777..9042860| protein kinase	AT1G26150.1	CHR05V5|COORD:1640047..1642464|protein zinc finger transcription factor-like protein, putative, expressed	LOC_Os05g03760.2	no descriptionvery weakly similar to (50.8)AT3G55980| Symbols:  | zinc finger (CCCH-type) family protein | chr3:20787836-20789578 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Atrophin-1 Extensin_2 Tymo_45kd_70kd DUF1421 PRK12323 PRK05648 Herpes_BLLF1 Drf_FH1 PRK07003 HPC2 PRK07764 Herpes_TAF50 AF-4 Pneumo_att_G DUF605 KAR9 Gag_spuma APC_basic TT_ORF1 GRASP55_65 FAP CTF_NFI PRK08853 DamX PRK10819 DUF1509 MAP65_ASE1 DUF566	RNA.regulation of transcription.C3H zinc finger family	27_3_12

CUST_13332_PI399408534	2	-0.34776592	-0.22219133	0.0741415	0.56272125	0.60723543	-0.07414198	35_23229	"Cluster: Putative AG-motif binding protein-4; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative AG-motif binding protein-4 - Oryza sativa (japonica cult"	UniRef90_Q8LIZ3	CHR5V7|COORD:9004401..9005505| zinc finger (GATA type) family protein	AT5G25830.1	CHR01V5|COORD:31509304..31507044|protein GATA transcription factor 13, putative, expressed	LOC_Os01g54210.1	no descriptionvery weakly similar to (62.4)AT2G45050| Symbols:  | zinc finger (GATA type) family protein | chr2:18590033-18590920 FORWARD	RNA.regulation of transcription.C2C2(Zn) GATA transcription factor family	27_3_9

CUST_135135_PI403524517	2	0.011636734	0.83540344	-0.3001976	-0.2595234	0.36756706	-0.01163578	35_37909	"Cluster: SUMO-conjugating enzyme UBC9; n=47; Spermatophyta|Rep: SUMO-conjugating enzyme UBC9 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_P35132	"CHR5V7|COORD:21650028..21651215| UBC10 (ubiquitin-conjugating enzyme 10); ubiquitin-protein ligase"	AT5G53300.1	CHR01V5|COORD:27111295..27107887|protein ubiquitin-conjugating enzyme E2-17 kDa 9, putative, expressed	LOC_Os01g46926.2	"no descriptionvery weakly similar to (95.5)AT5G53300| Symbols: UBC10 | UBC10 (ubiquitin-conjugating enzyme 10); ubiquitin-protein ligase | chr5:21650028-21651215 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG5078 UBCc UQ_con UBCc"	protein.degradation.ubiquitin.E2	29_5_11_3

CUST_37758_PI403524517	2	1.0516162	0.4382863	0.080271244	-0.39696932	-0.4433112	-0.080271244	35_10869	"Cluster: Hypothetical protein OJ1211_G06.22; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1211_G06.22 - Oryza sativa (japonica cultiv"	UniRef90_Q6ZIT8	"CHR1V7|COORD:2805481..2808412| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G13370.1); similar to Os09g0516700 [Oryza sativa (japonica"	AT1G08760.1	CHR08V5|COORD:26976632..26970471|protein expressed protein	LOC_Os08g42870.1	" no descriptionvery weakly similar to ( 100)AT1G08760| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G13370.1); similar to Os09g0516700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001063674.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD44860.1); similar to Os08g0541500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001062388.1); contains InterPro domain Nucleic acid-binding, OB-fold; (InterPro:IPR008994); contains InterPro domain Protein of unknown function DUF936, plant; (InterPro:IPR010341) | chr1:2805481-2808412 FORWARDDUF936 "	not assigned.unknown	35_2

CUST_14466_PI404877155	2	-0.0016784668	0.7045193	-0.10004234	-0.036707878	0.002412796	0.0016775131	Contig8299_at	putative mRNA cap methyltransferase [Oryza sativa (japonica cultivar-group)] ref|XP_507148.1| PREDICTED P0455A11.11 gene product [Oryza sati	XP_480371.1	mRNA capping enzyme family protein	At3g20650.1	protein mRNA capping enzyme, large subunit, putative	Os08g08200	mRNA cap methyltransferase-like protein	RNA.processing	27_1

CUST_114616_PI403524517	2	0.038499832	-0.14080524	-0.08350849	0.087366104	0.05437374	-0.038499832	35_32530	"Cluster: Putative membrane protein precursor; n=1; Emiliania huxleyi virus 86|Rep: Putative membrane protein precursor - Emiliania huxleyi virus 86"	UniRef90_Q4A2Z7	CHR1V7|COORD:16816094..16817173| DNA binding / ligand-dependent nuclear receptor	AT1G44191.1	CHR05V5|COORD:2909924..2906140|protein histidyl-tRNA synthetase, putative, expressed	LOC_Os05g05840.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Atrophin-1 PRK12323 Drf_FH1 Extensin_2 PRK07003 TT_ORF1 DUF1421 Tymo_45kd_70kd PRK07764 DUF566 HPC2	not assigned.unknown	35_2

CUST_113874_PI403524517	2	-0.0044765472	0.028939247	0.004477501	0.048833847	-0.17353725	-0.1342516	35_32316	Rep: PREDICTED: hypothetical protein - Pan troglodytes	UniRef90_UPI0000E2336D		0	CHR12V5|COORD:8798968..8805173|protein pre-mRNA-splicing factor cwc-22, putative, expressed	LOC_Os12g15420.1	no description	not assigned.unknown	35_2

CUST_121743_PI403524517	2	0.096141815	-0.008676529	-0.020820618	0.008677483	-0.041327477	0.13117218	35_34376	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_131461_PI403524517	2	-0.0069179535	0.277071	0.0041265488	-0.14229774	0.012703896	-0.0041265488	35_36921	"Cluster: Putative death receptor interacting protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative death receptor interacting protein - Oryza sativ"	UniRef90_Q6Z027	"CHR3V7|COORD:20456389..20463377| similar to putative death receptor interacting protein [Oryza sativa (japonica cultivar-group)] (GB:BAC99561.1); similar to"	AT3G55160.1	CHR08V5|COORD:4071319..4063464|protein HEAT repeat family protein, expressed	LOC_Os08g07290.2	"no descriptionvery weakly similar to (80.5)AT3G55160| Symbols:  | similar to putative death receptor interacting protein [Oryza sativa (japonica cultivar-group)] (GB:BAC99561.1); similar to Os08g0169700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001061088.1); similar to unknown [Oryza sativa (japonica cultivar-group)] (GB:AAO72654.1); contains InterPro domain HEAT; (InterPro:IPR000357) | chr3:20456389-20463377 REVERSE"	not assigned.unknown	35_2

CUST_56177_PI403524517	2	-0.17912388	0.98181343	0.12890053	-0.35204887	-0.04718876	0.047187805	35_15991	"Cluster: Serine/threonine-protein kinase SAPK9; n=3; Magnoliophyta|Rep: Serine/threonine-protein kinase SAPK9 - Oryza sativa (Rice)"	UniRef90_Q75V57	"CHR4V7|COORD:16272369..16274662| OST1 (OPEN STOMATA 1); kinase/ protein kinase"	AT4G33950.1	CHR12V5|COORD:24428455..24424607|protein serine/threonine-protein kinase SAPK9, putative, expressed	LOC_Os12g39630.1	" no descriptionweakly similar to ( 182)AT4G33950| Symbols: OST1, SNRK2-6, SNRK2.6, SRK2E, P44 | OST1 (OPEN STOMATA 1); kinase/ protein kinase | chr4:16272369-16274662 FORWARDmoderately similar to ( 221)SAPK9_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase "	protein.postranslational modification	29_4

CUST_25320_PI403524517	2	0.06943321	0.15931273	0.05496168	-0.05496168	-0.075892925	-0.39363527	35_7339	Rep: F27F5.8 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q9MAK9	CHR1V7|COORD:17011660..17014047| 26S proteasome regulatory complex subunit p42D, putative	AT1G45000.1	CHR02V5|COORD:5600889..5595400|protein 26S protease regulatory subunit S10B, putative, expressed	LOC_Os02g10640.1	 no descriptionmoderately similar to ( 345)AT1G45000| Symbols:  | 26S proteasome regulatory complex subunit p42D, putative | chr1:17011660-17014047 FORWARDweakly similar to ( 129)PRS6B_SOLTU26S protease regulatory subunit 6B homolog - Solanum tuberosum (Potato)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned RPT1 PRK03992 SpoVK HflB hflB COG1223 AAA 	protein.degradation.ubiquitin.proteasom	29_5_11_20

CUST_78713_PI403524517	2	0.07682419	0.023778915	-0.11215401	-0.033391953	0.12638664	-0.02377987	35_22571	"Cluster: Hypothetical protein OJ1342_D02.35; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1342_D02.35 - Oryza sativa (japonica cultiv"	UniRef90_Q6K7A6	CHR2V7|COORD:14570127..14571760| MEE21 (maternal effect embryo arrest 21)	AT2G34570.1	CHR02V5|COORD:15760010..15756235|protein expressed protein	LOC_Os02g26850.1	no descriptionweakly similar to ( 128)AT2G34570| Symbols: MEE21 | MEE21 (maternal effect embryo arrest 21) | chr2:14570127-14571760 REVERSEnot assigned not assigned not assigned COG1412 PRK12323	not assigned.unknown	35_2

CUST_74706_PI403524517	2	-0.033999443	0.239151	0.029121399	-0.027496338	-0.025453568	0.025454521	35_21421	Rep: Expressed protein - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q8RUX8	"CHR3V7|COORD:22233127..22234325| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G44525.1); similar to putative nuclear protein [Oryza sativa"	AT3G60150.1	CHR10V5|COORD:22306396..22310417|protein expressed protein	LOC_Os10g42090.1	"no descriptionmoderately similar to ( 215)AT3G60150| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G44525.1); similar to putative nuclear protein [Oryza sativa (japonica cultivar-group)] (GB:AAL86478.1); contains InterPro domain Protein of unknown function DUF498; (InterPro:IPR007523) | chr3:22233127-22234325 FORWARDnot assigned DUF498 COG3737"	not assigned.unknown	35_2

CUST_2520_PI399408534	2	-0.005947113	0.59032536	-0.26496983	0.005947113	-0.76467705	0.024965763	35_21423	Rep: Phytochrome A type 4 - Avena sativa (Oat)	UniRef90_P06594	"CHR1V7|COORD:3095500..3099218| PHYA (PHYTOCHROME A); G-protein coupled photoreceptor/ signal transducer"	AT1G09570.1	CHR03V5|COORD:29126668..29118715|protein phytochrome A, putative, expressed	LOC_Os03g51030.3	" no descriptionmoderately similar to ( 459)AT1G09570| Symbols: FHY2, FRE1, HY8, PHYA | PHYA (PHYTOCHROME A); G-protein coupled photoreceptor/ signal transducer | chr1:3095500-3099218 REVERSEhighly similar to ( 558)PHYA4_AVESAPhytochrome A type 4 - Avena sativa (Oat)COG4251 Phytochrome GAF GAF "	signalling.light	30_11

CUST_24738_PI399408534	2	-0.06381416	0.08952522	0.027005196	0.042448997	-0.02700615	-0.16062355	35_26791	"Cluster: Os05g0561600 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0561600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DFZ4	CHR4V7|COORD:14014866..14016829| hydroxyproline-rich glycoprotein family protein	AT4G28300.1	CHR01V5|COORD:27960379..27957871|protein expressed protein	LOC_Os01g48220.1	no descriptionvery weakly similar to (99.4)AT4G28300| Symbols:  | hydroxyproline-rich glycoprotein family protein | chr4:14015420-14016829 FORWARD	RNA.regulation of transcription.Trihelix, Triple-Helix transcription factor family	27_3_30

CUST_39589_PI403524517	2	0.2687502	0.32979965	-0.028979778	-0.07393885	0.028979301	-0.19783545	35_11384	Rep: GLP_26_54603_52153 - Giardia lamblia ATCC 50803	UniRef90_Q7QWN8	CHR1V7|COORD:9039777..9042860| protein kinase	AT1G26150.1	CHR08V5|COORD:395077..393302|protein vegetative cell wall protein gp1 precursor, putative, expressed	LOC_Os08g01690.1	no descriptionnot assigned not assigned	not assigned.unknown	35_2

CUST_48962_PI403524517	2	0.015182495	-0.4050312	-0.105379105	-0.015182495	0.06944847	0.020856857	35_13979	Rep: Histone H2B.4 - Triticum aestivum (Wheat)	UniRef90_Q43215	CHR3V7|COORD:16924599..16925036| histone H2B, putative	AT3G46030.1	CHR01V5|COORD:2845932..2841231|protein core histone H2A/H2B/H3/H4 family protein, expressed	LOC_Os01g05970.1	 no descriptionweakly similar to ( 169)AT5G22880| Symbols:  | histone H2B, putative | chr5:7652133-7652570 REVERSEweakly similar to ( 176)H2B3_WHEATHistone H2B.3 - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned H2B Histone TT_ORF1 Tymo_45kd_70kd Transformer DUF1777 DUF566 	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_154496_PI403524517	2	-1.536191	-1.226841	0.70460224	0.1493206	1.3329449	-0.1493206	35_43171	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_24487_PI403524517	2	-1.3283186	0.38649368	-0.117126465	0.5361986	-0.7198372	0.11712742	35_7107	"Cluster: Hypothetical protein OJ1112_E07.14; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1112_E07.14 - Oryza sativa (japonica cultiv"	UniRef90_Q69SG8	CHR5V7|COORD:19135910..19137755| protein kinase, putative	AT5G47070.1	CHR09V5|COORD:20967113..20961555|protein serine/threonine-protein kinase NAK, putative, expressed	LOC_Os09g36320.1	 no descriptionmoderately similar to ( 291)AT5G47070| Symbols:  | protein kinase, putative | chr5:19135910-19137755 REVERSEweakly similar to ( 164)PSKR_DAUCAPhytosulfokine receptor precursor - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc Pkinase_Tyr Pkinase S_TKc PTKc TyrKc PTKc_Csk_like PTKc_Jak_rpt2 SPS1 PTKc_Tyk2_rpt2 PTKc_EphR PTKc_InsR_like PTKc_Lck_Blk PTKc_DDR PTKc_Src_like PTKc_Fes_like PTKc_Itk PTKc_Tec_like PTKc_Syk_like PTKc_Chk PTKc_EGFR_like PTKc_Lyn PTKc_Srm_Brk PTKc_Ack_like PTKc_Trk PTKc_Jak2_Jak3_rpt2 PTK_CCK4 PTKc_Csk PTKc_InsR PTKc_EphR_A10 PTKc_IGF-1R PTKc_Kit PTKc_Ror PTKc_CSF-1R PTKc_Btk_Bmx PTKc_DDR2 PTKc_Frk_like PTKc_EphR_A2 PTK_HER3 PTKc_PDGFR PTKc_Tie1 PTKc_FGFR PTKc_EphR_A PTKc_Hck PTKc_EphR_B PTKc_VEGFR3 PTKc_Tec_Rlk PTKc_Jak1_rpt2 PTKc_Abl PTKc_Fes PTKc_Src PTKc_VEGFR PTKc_Yes PTKc_c-ros PTKc_DDR1 PTKc_Tie PTKc_Tie2 PTKc_Fyn_Yrk PTKc_Axl_like PTKc_RET PTKc_Musk PTKc_DDR_like PTKc_Met_Ron PTKc_FGFR4 PTKc_FGFR1 PTKc_PDGFR_beta PTKc_Fer PTKc_HER2 PTKc_Syk PTKc_TrkA PTKc_ALK_LTK PTKc_TrkB PTKc_TrkC PTKc_FGFR3 PTKc_HER4 PTKc_Ror1 PTKc_VEGFR2 PTKc_FGFR2 PTKc_FAK PTKc_EGFR PTKc_Aatyk PTKc_Zap-70 PTKc_PDGFR_alpha PTK_Ryk PTKc_Axl PTKc_Ror2 PTKc_Tyro3 KIND 	protein.postranslational modification.kinase.receptor like cytoplasmatic kinase VII	29_4_1_57

CUST_118097_PI403524517	2	-0.020199776	0.09176445	-0.015166283	0.04149151	-0.015166283	0.015165329	35_33446	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_103178_PI403524517	2	-0.10260105	-0.068525314	0.08005142	-0.0747509	0.068525314	0.13387299	35_29422	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_120337_PI403524517	2	0.17554188	-0.62866306	-0.262784	0.07328606	-0.0732851	0.15023804	35_34022	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_89927_PI403524517	2	0.022922516	-0.15386868	-0.022922516	0.21959114	-0.29073763	0.18667316	35_25725	"Cluster: Zinc finger (C3HC4-type RING finger) protein family-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: Zinc finger (C3HC4-type RING"	UniRef90_Q6YRM6	CHR3V7|COORD:10118187..10121753| zinc finger (C3HC4-type RING finger) family protein	AT3G27330.1	CHR08V5|COORD:1193731..1190832|protein ubiquitin-protein ligase/ zinc ion binding protein, putative, expressed	LOC_Os08g02850.1	no descriptionmoderately similar to ( 268)AT3G27330| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr3:10118187-10121753 REVERSEDUF23	not assigned.unknown	35_2

CUST_55159_PI403524517	2	0.05069542	0.06293011	-0.007771492	-0.065639496	-0.089954376	0.0077724457	35_15701	"Cluster: Eukaryotic translation initiation factor 2 alpha; n=2; Oryza sativa|Rep: Eukaryotic translation initiation factor 2 alpha - Oryza sativa (indica cultiv"	UniRef90_Q2WEA7	CHR2V7|COORD:16836108..16837967| eukaryotic translation initiation factor 2 subunit 1, putative / eIF-2A, putative / eIF-2-alpha, putative	AT2G40290.1	CHR03V5|COORD:10351831..10355073|protein eukaryotic translation initiation factor 2 alpha subunit, putative, expressed	LOC_Os03g18510.1	no descriptionmoderately similar to ( 449)AT2G40290| Symbols:  | RNA binding | chr2:16836950-16837967 REVERSEnot assigned not assigned not assigned not assigned not assigned SUI2 PRK03987 EIF_2_alpha S1 S1 PRK00087 rpsA Coprinus_mating RpsA PRK11824 S1 Herpes_BLLF1 rpsA Pnp HPC2	protein.synthesis.initiation	29_2_3

CUST_21364_PI399408534	2	-0.15193653	-0.685503	-0.13229561	0.13229561	0.23697758	0.20140934	35_25130	"Cluster: Putative homeobox leucine-zipper protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Putative homeobox leucine-zipper protein - Oryza sativa (jap"	UniRef90_Q5QMZ9	"CHR1V7|COORD:19413582..19417630| ATHB-15 (INCURVATA 4); DNA binding / transcription factor"	AT1G52150.2	CHR01V5|COORD:5427416..5423320|protein class III HD-Zip protein 8, putative, expressed	LOC_Os01g10320.1	 no descriptionvery weakly similar to (81.3)AT1G52150| Symbols: ATHB15, CNA, ICU4, ATHB-15 | ATHB-15 (INCURVATA 4) | chr1:19413787-19417630 REVERSEMEKHLA 	RNA.regulation of transcription.HB,Homeobox transcription factor family	27_3_22

CUST_39499_PI403524517	2	-0.084207535	-0.005060196	0.0020399094	-0.002040863	0.07590389	0.011410713	35_11359	"Cluster: Os03g0130800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os03g0130800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DVG7	0	0	CHR03V5|COORD:1730503..1736561|protein DNA binding protein, putative, expressed	LOC_Os03g03870.1	no description	not assigned.unknown	35_2

CUST_57292_PI403524517	2	0.03939295	-2.7144146	-0.03939295	0.6762581	-0.1632967	0.31505394	35_16339	"Cluster: Putative NOD26-like membrane integral protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative NOD26-like membrane integral protein - Oryza s"	UniRef90_Q67WJ8	"CHR4V7|COORD:6431526..6434506| NIP5;1/NLM6/NLM8 (NOD26-like intrinsic protein 5;1); boron transporter/ water channel"	AT4G10380.1	CHR06V5|COORD:6652006..6647391|protein aquaporin NIP4.1, putative, expressed	LOC_Os06g12310.1	" no descriptionmoderately similar to ( 220)AT4G10380| Symbols: NIP5;1, NLM6, NLM8 | NIP5;1/NLM6/NLM8 (NOD26-like intrinsic protein 5;1); boron transporter/ water channel | chr4:6431526-6434506 REVERSEmoderately similar to ( 468)LSI1_ORYSAnot assigned not assigned not assigned not assigned MIP MIP GlpF PRK05420 "	transport.Major Intrinsic Proteins.TIP	34_19_2

CUST_57941_PI403524517	2	-0.011137962	-0.6889057	-0.062351227	0.011137962	0.04109955	0.13341236	35_16519	"Cluster: Os01g0655800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0655800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JKR1	CHR4V7|COORD:12403730..12408273| long-chain-fatty-acid--CoA ligase / long-chain acyl-CoA synthetase	AT4G23850.1	CHR01V5|COORD:26955737..26963796|protein ACS-like protein, putative, expressed	LOC_Os01g46750.2	no descriptionhighly similar to ( 630)AT4G23850| Symbols:  | long-chain-fatty-acid--CoA ligase / long-chain acyl-CoA synthetase | chr4:12403730-12408273 REVERSEvery weakly similar to (79.3)4CL2_SOYBN4-coumarate--CoA ligase 2 - Glycine max (Soybean)not assigned not assigned not assigned not assigned FAA1 AMP-binding CaiC PRK05677 PRK08974 PRK05605 PRK12492 PRK06710 PRK08751 PRK07059 PRK03640 PRK09089 PRK08162 PRK08633 PRK07786 PRK07514 PRK06145 PRK07529 PRK06839 PRK07787 PRK07684 PRK06087 PRK06187 PRK09088 PRK08316 PRK08180 PRK06219 PRK06178 PRK06188 PRK08314 caiC PRK09029 PRK07770 PRK06814 Acs PRK06368 PRK07656 PRK07771 EntF PRK12583 PRK08315 PRK07008 PRK07470 PRK08043 PRK06018 PRK05852 PRK07638 PRK06155 PRK05620 PRK06334 PRK05857 PRK12406 PRK07768 PRK07445 PRK09192	lipid metabolism.FA synthesis and FA elongation.long chain fatty acid CoA ligase	11_1_9

CUST_29019_PI403524517	2	0.03145075	0.15089989	-0.15225363	-0.03145075	-0.269444	0.042224884	35_8385	"Cluster: Hypothetical protein T20E23_200; n=5; Arabidopsis thaliana|Rep: Hypothetical protein T20E23_200 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9SCR5	CHR3V7|COORD:18782273..18790201| transducin family protein / WD-40 repeat family protein	AT3G50590.1	CHR09V5|COORD:14403670..14415594|protein nucleotide binding protein, putative, expressed	LOC_Os09g24260.1	no descriptionmoderately similar to ( 333)AT3G50590| Symbols:  | transducin family protein / WD-40 repeat family protein | chr3:18782273-18790201 FORWARD	not assigned.no ontology	35_1

CUST_122382_PI403524517	2	0.34611702	-1.7806025	0.007871628	0.19019032	-0.411973	-0.007872105	35_34538	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_154883_PI403524517	2	0.03879547	-0.3132391	-0.038796425	0.13262367	0.06210327	-0.06302738	35_43271	"Cluster: Endoplasmin homolog precursor; n=5; BEP clade|Rep: Endoplasmin homolog precursor - Hordeum vulgare (Barley)"	UniRef90_P36183		0	CHR06V5|COORD:30449499..30443413|protein endoplasmin homolog precursor, putative, expressed	LOC_Os06g50300.1	no description	not assigned.unknown	35_2

CUST_62387_PI403524517	2	-0.119319916	0.4987812	0.047295094	-0.04729557	0.21032429	-0.24751282	35_17789	"Cluster: Putative myrosinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative myrosinase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7EY72	"CHR1V7|COORD:30406035..30408358| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G16020.2); similar to Os08g0427300 [Oryza sativa (japonica"	AT1G80910.1	CHR08V5|COORD:20420264..20425051|protein myrosinase precursor, putative, expressed	LOC_Os08g33076.1	"no descriptionmoderately similar to ( 316)AT1G80910| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G16020.2); similar to Os08g0427300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001061842.1); similar to myrosinase precursor [Brassica oleracea] (GB:AAL67437.1); contains domain FAMILY NOT NAMED (PTHR13056); contains domain SUBFAMILY NOT NAMED (PTHR13056:SF2) | chr1:30406035-30408358 FORWARDnot assigned"	not assigned.unknown	35_2

CUST_108237_PI403524517	2	-0.5120802	-0.14252663	0.5158644	-0.056782722	0.14084148	0.056783676	35_30789	"Cluster: Putative Avr9/Cf-9 rapidly elicited protein 264; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Avr9/Cf-9 rapidly elicited protein 264 - Ory"	UniRef90_Q67UU7	CHR2V7|COORD:2287511..2289267| protein kinase, putative	AT2G05940.1	CHR09V5|COORD:16424217..16421277|protein protein kinase APK1B, chloroplast precursor, putative, expressed	LOC_Os09g27010.1	 no descriptionweakly similar to ( 179)AT2G05940| Symbols:  | protein kinase, putative | chr2:2287511-2289267 REVERSEvery weakly similar to ( 100)NORK_MEDTRNodulation receptor kinase precursor - Medicago truncatula (Barrel medic)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PTKc Pkinase_Tyr TyrKc Pkinase S_TKc S_TKc PTKc_InsR_like PTKc_Ror PTKc_DDR2 PTKc_Chk PTKc_Csk_like PTKc_DDR PTKc_Trk SPS1 PTKc_EphR 	protein.postranslational modification.kinase.receptor like cytoplasmatic kinase VII	29_4_1_57

CUST_155332_PI403524517	2	0.40683222	-0.112667084	0.18112373	0.112667084	-0.16311836	-0.16807556	35_43389	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_136774_PI403524517	2	0.06262779	-1.0582047	-0.15662098	0.20528698	0.1327734	-0.06262779	35_38356	"Cluster: Putative pentatricopeptide (PPR) repeat-containing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative pentatricopeptide (PPR) repeat-co"	UniRef90_Q7XHS8	CHR3V7|COORD:2181723..2184455| pentatricopeptide (PPR) repeat-containing protein	AT3G06920.1	CHR07V5|COORD:8284588..8280193|protein expressed protein	LOC_Os07g14530.3	no descriptionmoderately similar to ( 338)AT3G06920| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr3:2181723-2184455 FORWARDweakly similar to ( 132)RF1_ORYSAnot assigned	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_24488_PI399408534	2	-0.10623455	-0.1955266	0.12465906	0.20394897	0.090165615	-0.090165615	35_28999	Rep: Auxin response factor 19 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q8RYC8	"CHR1V7|COORD:6628386..6632770| ARF19 (AUXIN RESPONSE FACTOR 11); transcription factor"	AT1G19220.1	CHR06V5|COORD:4925493..4931178|protein auxin response factor 19, putative, expressed	LOC_Os06g09660.1	" no descriptionmoderately similar to ( 323)AT1G19220| Symbols: IAA22, ARF11, ARF19 | ARF19 (AUXIN RESPONSE FACTOR 11); transcription factor | chr1:6628386-6632770 REVERSEB3 "	RNA.regulation of transcription.ARF, Auxin Response Factor family	27_3_4

CUST_3413_PI404877155	2	-0.09975529	0.52745724	-0.2983122	0.09975433	-0.45719242	0.2409935	Contig13879_at	contains EST C28158(C60218)~myb-like protein [Oryza sativa (japonica cultivar-group)] gb|AAP92746.1| putative myb protein [Oryza sativa (jap	NP_917952.1	myb family transcription factor (MYB94)	At3g47600.1	protein Myb-like DNA-binding domain, putative	Os07g43580	NONE	RNA.regulation of transcription.MYB domain transcription factor family	27_3_25

CUST_8704_PI404877155	2	0.0016098022	0.44945526	-0.09252453	-0.06624031	-0.0016107559	0.043455124	Contig25830_at	B1070A12.16 [Oryza sativa (japonica cultivar-group)] dbj|BAB92592.1| B1070A12.16 [Oryza sativa (japonica cultivar-group)]	NP_916420.1	expressed protein	At2g16030.1	protein hypothetical protein	Os05g42140	H+-transporting ATP synthase	mitochondrial electron transport / ATP synthesis.F1-ATPase	9_9

CUST_161768_PI403524517	2	0.073476315	-0.22139025	0.17275953	0.007042885	-0.3609748	-0.007042408	35_45125	"Cluster: Os09g0322800 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0322800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J2N1		0	CHR09V5|COORD:5490310..5470800|protein disease resistance protein RPS2, putative, expressed	LOC_Os09g10054.2	no description	not assigned.unknown	35_2

CUST_16869_PI399408534	2	0.1662693	-0.028884888	0.013789177	-0.04362011	0.010624886	-0.010624886	35_20494	"Cluster: RAC-ROP-like G-protein; n=1; Hordeum vulgare subsp. vulgare|Rep: RAC-ROP-like G-protein - Hordeum vulgare var. distichum (Two-rowed barley)"	UniRef90_Q70WD7	"CHR4V7|COORD:14278295..14279711| ARAC7/ATROP9/RAC7/ROP9 (rho-related protein from plants 9); GTP binding"	AT4G28950.1	CHR01V5|COORD:7164221..7161399|protein rac-like GTP-binding protein 2, putative, expressed	LOC_Os01g12900.1	" no descriptionvery weakly similar to (67.4)AT4G28950| Symbols: ARAC7, ATROP9, RAC7, ROP9 | ARAC7/ATROP9/RAC7/ROP9 (rho-related protein from plants 9); GTP binding | chr4:14278295-14279711 FORWARDvery weakly similar to (74.7)RAC1_ORYSAnot assigned RHO Rop_like "	signalling.G-proteins	30_5

CUST_163458_PI403524517	2	0.43861008	-1.040885	-0.33794975	0.14082623	-0.14082718	0.19163418	35_45581	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_137040_PI403524517	2	0.1832285	0.35012054	0.02657795	-0.046643257	-0.07086754	-0.026576996	35_38431	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_92805_PI403524517	2	0.019751549	-0.15276814	-0.04656124	0.19186974	0.06555271	-0.019750595	35_26536	"Cluster: Ribosomal large subunit pseudouridine synthase B; n=1; Bordetella avium 197N|Rep: Ribosomal large subunit pseudouridine synthase B - Bordetella avium ("	UniRef90_Q2KXY3	0	0	CHR04V5|COORD:4408286..4406320|protein serine/arginine repetitive matrix protein 1, putative, expressed	LOC_Os04g08280.1	no descriptionPRK07764	not assigned.unknown	35_2

CUST_96887_PI403524517	2	-0.011293888	0.31666565	-0.11814594	0.01621437	-0.57925224	0.011294365	35_27671	"Cluster: Hypothetical protein OJ1626B05.1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1626B05.1 - Oryza sativa (japonica cultivar-g"	UniRef90_Q8H856	"CHR3V7|COORD:21503516..21507995| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G41960.1); similar to Os03g0226600 [Oryza sativa (japonica"	AT3G58050.1	CHR10V5|COORD:400228..390912|protein expressed protein	LOC_Os10g01610.1	"no descriptionmoderately similar to ( 385)AT3G58050| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G41960.1); similar to Os03g0226600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001049440.1); similar to Os10g0105400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001064024.1); similar to Unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAK00428.2) | chr3:21503516-21507995 FORWARD"	not assigned.unknown	35_2

CUST_61984_PI403524517	2	-0.100214005	0.30378628	-0.07263851	0.3607626	0.049236298	-0.04923725	35_17681	Rep: Guanylyl cyclase - Triticum aestivum (Wheat)	UniRef90_Q2EN85	CHR5V7|COORD:1780271..1782660| guanylyl cyclase-related (GC1)	AT5G05930.1	CHR05V5|COORD:22183821..22179858|protein guanylyl cyclase, putative, expressed	LOC_Os05g37950.1	no descriptionmoderately similar to ( 259)AT5G05930| Symbols:  | guanylyl cyclase-related (GC1) | chr5:1780271-1782533 REVERSEnot assigned not assigned PRK07764	not assigned.no ontology	35_1

CUST_150289_PI403524517	2	-0.05566168	0.09424353	0.03240919	0.13783216	-0.32817936	-0.032409668	35_42043	Rep: Mucin-2 precursor - Homo sapiens (Human)	UniRef90_Q02817	CHR3V7|COORD:6736388..6738336| late embryogenesis abundant protein-related / LEA protein-related	AT3G19430.1	CHR04V5|COORD:20520644..20522442|protein extensin precursor, putative, expressed	LOC_Os04g34170.3	no descriptionHerpes_BLLF1	not assigned.unknown	35_2

CUST_14254_PI404877155	2	-0.15713501	0.98095036	0.008246422	-0.008246422	-0.10057449	0.20879841	Contig8089_at	phosphoribulokinase/uridine kinase family protein [Arabidopsis thaliana]	NP_171802.2	phosphoribulokinase/uridine kinase family protein	At1g03030.1	protein Phosphoribulokinase / Uridine kinase family, putative	Os12g40880	gi|15218676|ref|NP_171802.1| expressed protein	PS.calvin cyle.PRK	1_03_12

CUST_46515_PI403524517	2	0.1501565	0.52013826	-0.101686954	0.033425808	-0.1317091	-0.033425808	35_13322	"Cluster: Os09g0570300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os09g0570300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IZG6	CHR4V7|COORD:12226298..12228572| short-chain dehydrogenase/reductase (SDR) family protein	AT4G23420.2	CHR09V5|COORD:22762384..22766487|protein retinol dehydrogenase 14, putative, expressed	LOC_Os09g39670.1	no descriptionweakly similar to ( 104)AT4G23430| Symbols:  | short-chain dehydrogenase/reductase (SDR) family protein | chr4:12229181-12231503 FORWARDnot assigned not assigned not assigned PRK06196 PRK06197 PRK07453 PRK05854 DltE COG4221 fabG FabG PRK07035 PRK08324 PRK07062 PRK06138 fabG PRK05872 PRK06125 PRK07478 PRK07825 PRK07806 PRK06181 PRK12323 adh_short PRK06949 PRK06841 PRK07479 PRK12429 PRK07109 PRK12826 PRK07060 PRK06914 PRK08251 PRK08265 fabG PRK12939 PRK07063 PRK09072	misc.short chain dehydrogenase/reductase (SDR)	26_22

CUST_24605_PI403524517	2	0.0047950745	-0.61872673	-0.0074100494	0.08249378	-0.004794121	0.19902325	35_7141	"Cluster: Putative bifunctional dihydrofolate reductase-thymidylate synthase (DHFR-TS) [Includes: Dihydrofolate reductase (EC 1.5.1.3); Thymidylate synthase (EC"	UniRef90_Q2QRX6	CHR4V7|COORD:16511134..16514115| THY-2 (THYMIDYLATE SYNTHASE 2)	AT4G34570.1	CHR12V5|COORD:15131743..15137693|protein bifunctional dihydrofolate reductase-thymidylate synthase, putative, expressed	LOC_Os12g26060.1	no descriptionmoderately similar to ( 443)AT4G34570| Symbols: THY-2 | THY-2 (THYMIDYLATE SYNTHASE 2) | chr4:16511134-16514115 REVERSEmoderately similar to ( 473)DRTS_ORYSAnot assigned Thymidylat_synt thyA ThyA TS_Pyrimidine_HMase thyA	C1-metabolism	25

CUST_87651_PI403524517	2	0.12867069	-0.104504585	0.05165243	-0.05165243	0.21198845	-0.070353985	35_25091	"Cluster: Putative pectinesterase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative pectinesterase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ZDX2	CHR3V7|COORD:4772221..4775102| ATPME3 (Arabidopsis thaliana pectin methylesterase 3)	AT3G14310.1	CHR01V5|COORD:11723858..11733185|protein pectinesterase-2 precursor, putative, expressed	LOC_Os01g21034.3	no descriptionnot assigned TT_ORF1	not assigned.unknown	35_2

CUST_48010_PI403524517	2	0.0069036484	1.05867	0.527298	-0.29657555	-0.5792546	-0.006904602	35_13731	"Cluster: Plasma membrane intrinsic protein 3; n=1; Triticum aestivum|Rep: Plasma membrane intrinsic protein 3 - Triticum aestivum (Wheat)"	UniRef90_Q9M7C2	"CHR1V7|COORD:225986..227176| PIP1C (PLASMA MEMBRANE INTRINSIC PROTEIN 1;3); water channel"	AT1G01620.1	CHR02V5|COORD:27038450..27041579|protein aquaporin PIP1.1, putative, expressed	LOC_Os02g44630.4	" no descriptionweakly similar to ( 112)AT4G00430| Symbols: PIP1E, TMP-C, PIP1;4 | TMP-C (plasma membrane intrinsic protein 1;4); water channel | chr4:186143-187531 REVERSEweakly similar to ( 131)PIP11_ORYSAMIP "	transport.Major Intrinsic Proteins.PIP	34_19_1

CUST_21177_PI403524517	2	0.042565346	-0.3021202	0.0049705505	-0.0057764053	0.0045337677	-0.0045347214	35_6144	"Cluster: Hypothetical protein OSJNBb0039M16.34; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0039M16.34 - Oryza sativa (japonica"	UniRef90_Q6YVW1	CHR5V7|COORD:24545649..24547214| pentatricopeptide (PPR) repeat-containing protein	AT5G60960.1	CHR07V5|COORD:24722867..24726483|protein expressed protein	LOC_Os07g41260.1	no descriptionmoderately similar to ( 203)AT5G60960| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr5:24545649-24547214 REVERSEvery weakly similar to (63.5)RF1_ORYSA	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_148569_PI403524517	2	0.21576548	0.30240488	-0.038909912	-0.17951775	-0.42680597	0.038909435	35_41563	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_177982_PI403524517	2	-0.039302826	0.013264656	0.007584572	-0.007583618	-0.19378853	0.06511307	35_49501	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_46710_PI403524517	2	0.7473669	-0.03060484	0.03060484	-0.1231575	0.11005926	-0.15919828	35_13376	"Cluster: Hypothetical protein OJ1163_G08.36; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1163_G08.36 - Oryza sativa (japonica cultiv"	UniRef90_Q6ZK43	"CHR1V7|COORD:25328981..25330601| similar to extracellular ligand-gated ion channel [Arabidopsis thaliana] (TAIR:AT1G50630.1); similar to"	AT1G67570.1	CHR08V5|COORD:1599970..1604750|protein expressed protein	LOC_Os08g03430.2	"no descriptionweakly similar to ( 139)AT1G67570| Symbols:  | similar to extracellular ligand-gated ion channel [Arabidopsis thaliana] (TAIR:AT1G50630.1); similar to AT3g20300/MQC12_5 [Medicago truncatula] (GB:ABD32643.1); similar to Os06g0635200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001058140.1); similar to Os08g0128200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001060909.1); contains domain Ubiquitin-like (SSF54236) | chr1:25328981-25330601 FORWARDnot assigned not assigned not assigned PRK12323 PRK07003 APC_basic PRK07764 PRK12678"	not assigned.unknown	35_2

CUST_83859_PI403524517	2	-0.04746151	-0.30511093	0.058434486	0.047462463	-0.10341644	0.1326809	35_24038	"Cluster: Os08g0447500 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os08g0447500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J5B9	0	0	CHR08V5|COORD:21723269..21716047|protein expressed protein	LOC_Os08g34760.1	no description	not assigned.unknown	35_2

CUST_49180_PI403524517	2	-0.084952354	0.21939182	-0.105374336	0.084952354	-0.21393299	0.11343956	35_14034	"Cluster: Ubiquitin-conjugating enzyme E2-17 kDa 10/12; n=48; Spermatophyta|Rep: Ubiquitin-conjugating enzyme E2-17 kDa 10/12 - Arabidopsis thaliana (Mouse-ear c"	UniRef90_P35133	"CHR1V7|COORD:23837455..23838883| UBC28; ubiquitin-protein ligase"	AT1G64230.2	CHR02V5|COORD:9116012..9119592|protein ubiquitin-conjugating enzyme E2-17 kDa, putative, expressed	LOC_Os02g16040.1	"no descriptionmoderately similar to ( 304)AT1G64230| Symbols: UBC28 | UBC28; ubiquitin-protein ligase | chr1:23837455-23838883 FORWARDweakly similar to ( 143)UBC2_WHEATUbiquitin-conjugating enzyme E2-17 kDa - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG5078 UQ_con UBCc UBCc"	protein.degradation.ubiquitin.E2	29_5_11_3

CUST_27373_PI399408534	2	0.013506889	-0.0072407722	0.0072407722	0.8921428	-0.37958288	-0.51496935	35_8238	Rep: Transcription factor RF2a - Oryza sativa (Rice)	UniRef90_Q69IL4	CHR1V7|COORD:1835200..1837115| bZIP transcription factor, putative (bZIP69)	AT1G06070.1	CHR09V5|COORD:20098172..20093641|protein transcription factor RF2a, putative, expressed	LOC_Os09g34060.1	 no descriptionvery weakly similar to (92.0)AT1G06070| Symbols:  | bZIP transcription factor, putative (bZIP69) | chr1:1835200-1837115 REVERSEweakly similar to ( 175)RF2A_ORYSA	RNA.regulation of transcription.bZIP transcription factor family	27_3_35

CUST_65054_PI403524517	2	0.005428314	-0.27262783	0.06736565	0.10314655	-0.02734375	-0.005429268	35_18574	"Cluster: ATP-binding region, ATPase-like:Histidine kinase A, N- terminal:Osmosensitive K+ channel His kinase sensor:UspA; n=1; Kineococcus radiotolerans"	UniRef90_Q415N4	CHR5V7|COORD:8516905..8522619| ABC1 family protein	AT5G24810.1	CHR06V5|COORD:29522985..29515245|protein retrotransposon protein, putative, SINE subclass, expressed	LOC_Os06g48770.2	no descriptionvery weakly similar to (89.4)AT5G24810| Symbols:  | ABC1 family protein | chr5:8516905-8522619 REVERSE	not assigned.no ontology.ABC1 family protein	35_1_1

CUST_2224_PI404877155	2	-1.2934246	-0.75380516	1.948575	1.022069	0.5639019	-0.5639014	Contig12574_at	lipoxygenase I [Ananas comosus]	AAM28285.1	lipoxygenase, putative	At3g22400.1	protein putative lipoxygenase	Os03g49350	lipoxygenase, putative, similar to lipoxygenase gi:8649004 (Prunus dulcis), gi:1495802 and gi:1495804 from (Solanum tuberosum)	hormone metabolism.jasmonate.synthesis-degradation.lipoxygenase	17_7_1_2

CUST_4250_PI399408534	2	0.01966095	-0.100289345	0.07045174	-0.05094719	-0.01966095	0.1743393	35_5180	"Cluster: Receptor-like protein kinase-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Receptor-like protein kinase-like protein - Oryza sativa (j"	UniRef90_Q6ZII6	CHR1V7|COORD:9940162..9943239| leucine-rich repeat family protein	AT1G28340.1	CHR07V5|COORD:18918815..18913258|protein protein binding protein, putative, expressed	LOC_Os07g31840.1	no descriptionmoderately similar to ( 437)AT1G28340| Symbols:  | leucine-rich repeat family protein | chr1:9940162-9943239 FORWARDvery weakly similar to (95.9)NORK_PEANodulation receptor kinase precursor - Pisum sativum (Garden pea)not assigned not assigned not assigned not assigned	signalling.receptor kinases.misc	30_2_99

CUST_182442_PI403524517	2	-0.4275484	-0.033744335	0.14276648	0.45721817	0.03374386	-0.040910244	35_50716	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_55798_PI403524517	2	0.21410942	-0.21080685	0.10011196	-0.100112915	0.21366501	-0.2464695	35_15882	"Cluster: Fasciclin-like protein FLA3; n=1; Triticum aestivum|Rep: Fasciclin-like protein FLA3 - Triticum aestivum (Wheat)"	UniRef90_Q06IA3	CHR5V7|COORD:22575601..22577618| FLA1 (FLA1)	AT5G55730.1	CHR08V5|COORD:13855377..13852197|protein fasciclin-like arabinogalactan protein 8 precursor, putative, expressed	LOC_Os08g23180.1	no descriptionweakly similar to ( 128)AT5G55730| Symbols: FLA1 | FLA1 (FLA1) | chr5:22575601-22577618 REVERSEnot assigned TT_ORF1	cell wall.cell wall proteins.AGPs	10_5_1

CUST_46016_PI403524517	2	0.0019340515	-0.095653534	0.042211533	-0.0019340515	0.07296753	-0.06936073	35_13179	"Cluster: Os05g0393200 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0393200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DIF5	CHR3V7|COORD:1871711..1873560| structural constituent of ribosome	AT3G06180.1	CHR05V5|COORD:19041119..19045305|protein expressed protein	LOC_Os05g32670.1	no descriptionweakly similar to ( 104)AT3G06180| Symbols:  | structural constituent of ribosome | chr3:1871711-1873560 FORWARD	protein.synthesis.misc ribososomal protein	29_2_2

CUST_114328_PI403524517	2	-0.100642204	1.1793423	0.7711868	-0.43313885	-0.35519886	0.100642204	35_32446	"Cluster: Putative pherophorin-dz1 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative pherophorin-dz1 protein - Oryza sativa (japonica cultivar-g"	UniRef90_Q6ZD62	CHR1V7|COORD:26559818..26562657| protein kinase, putative	AT1G70460.1	CHR08V5|COORD:395077..393302|protein vegetative cell wall protein gp1 precursor, putative, expressed	LOC_Os08g01690.1	no description	not assigned.unknown	35_2

CUST_76922_PI403524517	2	0.19522285	-0.2976637	-0.03680706	0.14824581	-0.090189934	0.036806583	35_22050	"Cluster: Os08g0100400 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os08g0100400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J8P9	CHR4V7|COORD:16330595..16334869| protein binding / zinc ion binding	AT4G34100.1	CHR06V5|COORD:25973647..25966863|protein protein binding protein, putative, expressed	LOC_Os06g43210.1	no descriptionvery weakly similar to (97.4)AT4G34100| Symbols:  | protein binding / zinc ion binding | chr4:16330595-16334869 FORWARD	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_126048_PI403524517	2	-0.03909588	0.19989204	0.19108582	-0.13210297	-0.14805508	0.039094925	35_35487	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_30767_PI403524517	2	-0.20100307	-0.027592659	0.19031334	0.027592659	0.23104286	-0.13476181	35_8878	"Cluster: Putative Avr9/Cf-9 rapidly elicited protein 264; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Avr9/Cf-9 rapidly elicited protein 264 - Ory"	UniRef90_Q67UU7	CHR2V7|COORD:2287511..2289267| protein kinase, putative	AT2G05940.1	CHR09V5|COORD:16424217..16421277|protein protein kinase APK1B, chloroplast precursor, putative, expressed	LOC_Os09g27010.1	 no descriptionmoderately similar to ( 327)AT2G05940| Symbols:  | protein kinase, putative | chr2:2287511-2289267 REVERSEweakly similar to ( 162)PSKR_DAUCAPhytosulfokine receptor precursor - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pkinase_Tyr PTKc TyrKc S_TKc S_TKc Pkinase PTKc_EphR PTKc_Csk_like PTKc_Jak_rpt2 PTKc_c-ros PTKc_Syk_like PTKc_ALK_LTK PTKc_Fes_like PTKc_EphR_A2 PTKc_Srm_Brk PTKc_Ror PTKc_Trk PTKc_Ack_like PTKc_InsR_like PTKc_EGFR_like PTKc_Src_like PTKc_DDR PTKc_EphR_B PTKc_Frk_like PTKc_EphR_A PTKc_EphR_A10 SPS1 PTKc_Tyk2_rpt2 PTKc_Fer PTKc_Chk PTKc_Axl_like PTKc_FAK PTKc_Itk PTKc_Abl PTKc_DDR_like PTKc_Lck_Blk PTK_CCK4 PTKc_FGFR PTKc_TrkC PTKc_RET PTKc_Tec_like PTKc_Lyn PTKc_Ror1 PTKc_Musk PTK_HER3 PTKc_Fes PTKc_Met_Ron PTKc_Csk PTKc_TrkA PTKc_TrkB PTKc_Syk PTKc_Zap-70 PTKc_Fyn_Yrk PTKc_Aatyk PTKc_Src PTKc_PDGFR PTKc_Yes PTKc_InsR PTKc_Jak2_Jak3_rpt2 PTKc_DDR1 PTKc_Ror2 PTKc_IGF-1R PTKc_Axl PTKc_FGFR1 PTKc_Tyro3 PTKc_FGFR3 PTKc_DDR2 PTKc_FGFR4 PTKc_Btk_Bmx PTKc_Jak1_rpt2 PTKc_HER4 PTKc_Hck PTKc_FGFR2 PTKc_HER2 PTKc_Aatyk1_Aatyk3 PTKc_EGFR PTKc_Tec_Rlk PTK_Ryk PTKc_Tie2 PTKc_Tie1 PTK_Jak_rpt1 PTKc_Tie PTKc_VEGFR PTKc_VEGFR2 PTKc_Kit PTKc_CSF-1R PTKc_VEGFR3 	protein.postranslational modification.kinase.receptor like cytoplasmatic kinase VII	29_4_1_57

CUST_155372_PI403524517	2	-0.36072826	-0.15527153	0.17046452	0.2502489	0.0052461624	-0.0052461624	35_43401	"Cluster: Hypothetical protein OSJNBa0007M04.20; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0007M04.20 - Oryza sativa (japonica"	UniRef90_Q6Z564	"CHR1V7|COORD:4631854..4633220| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G13480.1); similar to hypothetical protein [Oryza sativa (japonica"	AT1G13520.1	CHR08V5|COORD:19612684..19614235|protein expressed protein	LOC_Os08g31850.1	"no descriptionvery weakly similar to (74.3)AT1G13480| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G13520.1); similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:BAC99700.1); contains InterPro domain Protein of unknown function DUF1262; (InterPro:IPR010683) | chr1:4622780-4624040 REVERSEDUF1262"	not assigned.unknown	35_2

CUST_85348_PI403524517	2	0.05905199	0.004523754	-0.004524231	0.18073416	-0.31689978	-0.060405254	35_24448	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_104702_PI403524517	2	-0.02585125	0.02585125	0.34307766	0.19733572	-0.9222989	-0.19748211	35_29833	"Cluster: Hypothetical protein P0686H11.32; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0686H11.32 - Oryza sativa (japonica"	UniRef90_Q6Z8S6	"CHR5V7|COORD:22718393..22719244| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G26490.1); similar to hypothetical protein [Oryza sativa (japonica"	AT5G56050.1	CHR08V5|COORD:24257619..24256547|protein harpin-induced protein, putative, expressed	LOC_Os08g38580.1	no description	not assigned.unknown	35_2

CUST_89042_PI403524517	2	0.053865433	-0.5237026	-0.14162731	0.06182289	0.038913727	-0.038913727	35_25474	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_33753_PI403524517	2	-0.24952269	-0.4247265	0.40820026	-0.024605274	0.4499383	0.024605751	35_9728	"Cluster: Hypothetical protein OSJNBb0011H13.9; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0011H13.9 - Oryza sativa (japonica cu"	UniRef90_Q851F3	"CHR1V7|COORD:5675918..5678679| SR45 (arginine/serine-rich 45); RNA binding"	AT1G16610.1	CHR03V5|COORD:29778056..29779057|protein expressed protein	LOC_Os03g51980.1	no descriptionnot assigned not assigned PRK12678	not assigned.unknown	35_2

CUST_50084_PI403524517	2	0.12771511	0.22098255	0.0415802	-0.07451248	-0.041581154	-0.049859047	35_14295	"Cluster: Os08g0274700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os08g0274700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J6S2	CHR3V7|COORD:4242246..4243983| Cwf15 / Cwc15 cell cycle control family protein	AT3G13200.1	CHR08V5|COORD:10560988..10571668|protein TTN10, putative, expressed	LOC_Os08g17294.2	no descriptionvery weakly similar to (54.7)AT3G13200| Symbols:  | Cwf15 / Cwc15 cell cycle control family protein | chr3:4242246-4243983 FORWARD	not assigned.no ontology	35_1

CUST_179159_PI403524517	2	0.0058174133	0.0468235	-4.5204163E-4	-0.090192795	4.529953E-4	-0.11029339	35_49829	Rep: H0402C08.6 protein - Oryza sativa (Rice)	UniRef90_Q259J2	"CHR5V7|COORD:25013659..25019356| ERL1 (ERECTA-LIKE 1); kinase"	AT5G62230.1	CHR04V5|COORD:34376411..34378413|protein polygalacturonase inhibitor 3 precursor, putative, expressed	LOC_Os04g58080.1	no description	not assigned.unknown	35_2

CUST_9177_PI399408534	2	-0.37445545	-0.5465603	-0.09257221	0.35142517	0.35391045	0.09257221	35_18455	"Cluster: Os10g0510500 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os10g0510500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IWG4	CHR4V7|COORD:366692..367060| auxin-responsive family protein	AT4G00880.1	CHR10V5|COORD:19302603..19301585|protein OsSAUR56 - Auxin-responsive SAUR gene family member, expressed	LOC_Os10g36703.1	no descriptionvery weakly similar to (95.9)AT4G00880| Symbols:  | auxin-responsive family protein | chr4:366692-367060 REVERSEvery weakly similar to (61.2)ARG7_PHAAUIndole-3-acetic acid-induced protein ARG7 - Phaseolus aureus (Mung bean) (Vigna radiata)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Auxin_inducible PRK07764 Herpes_BLLF1 PRK07003 PRK12323	hormone metabolism.auxin.induced-regulated-responsive-activated	17_2_3

CUST_73743_PI403524517	2	0.09303284	0.40100193	0.041545868	-0.12356758	-0.041544914	-0.08422279	35_21149	"Cluster: Os05g0545600 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0545600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DG95	"CHR5|COORD:25698800..25700858| arginine/serine-rich splicing factor SC35, contains similarity to splicing factor; contains Pfam profile PF00076: RNA recognition"	AT5G64200.2	CHR05V5|COORD:27010283..27015759|protein smad nuclear-interacting protein 1, putative, expressed	LOC_Os05g46780.2	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12678 DUF1777 DUF566 PRK09169 rne Transformer	not assigned.unknown	35_2

CUST_5685_PI404877155	2	0.16590309	-0.31979752	-0.051237106	0.051236153	0.0652895	-0.10115337	Contig17625_at	heat shock transcription factor -like protein [Oryza sativa (japonica cultivar-group)]	BAC79969.1	heat shock transcription factor family protein	At1g46264.1	protein HSF-type DNA-binding domain, putative	Os07g44690	NONE	stress.abiotic.heat	20_2_1

CUST_43086_PI403524517	2	0.005399227	-0.06172037	0.49195766	-0.14916515	0.060735703	-0.005399704	35_12373	Rep: Hypothetical protein - Emericella nidulans (Aspergillus nidulans)	UniRef90_Q5ASL5	CHR1V7|COORD:9039777..9042860| protein kinase	AT1G26150.1	CHR06V5|COORD:18270632..18264638|protein retrotransposon protein, putative, Ty3-gypsy subclass	LOC_Os06g31390.1	no descriptionnot assigned Atrophin-1	not assigned.unknown	35_2

CUST_120935_PI403524517	2	0.023880959	-0.023880959	0.032108784	0.21431017	-0.4075184	-0.3261237	35_34171	"Cluster: Dolichyl-phosphate-mannose-glycolipid alpha-mannosyltransferase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep:"	UniRef90_Q656F1	CHR5V7|COORD:4802102..4804980| mannosyltransferase, putative	AT5G14850.1	CHR01V5|COORD:22777345..22783080|protein mannosyltransferase, putative, expressed	LOC_Os01g39810.3	 no descriptionvery weakly similar to (88.2)AT5G14850| Symbols:  | mannosyltransferase, putative | chr5:4802158-4804980 REVERSEnot assigned Glyco_transf_22 	not assigned.no ontology	35_1

CUST_32498_PI399408534	2	0.29323387	-0.9235077	-0.79380846	0.5570421	0.30267906	-0.29323292	35_8091	"Cluster: Hypothetical protein OJ1077_E05.17; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1077_E05.17 - Oryza sativa (japonica cultiv"	UniRef90_Q6EUQ3	CHR3V7|COORD:7412719..7413396| zinc finger (B-box type) family protein	AT3G21150.1	CHR02V5|COORD:4151241..4149767|protein B-box zinc finger family protein, expressed	LOC_Os02g07930.1	no descriptionvery weakly similar to (55.5)AT3G21150| Symbols:  | zinc finger (B-box type) family protein | chr3:7412719-7413396 REVERSEnot assigned	RNA.regulation of transcription.C2C2(Zn) CO-like, Constans-like zinc finger family	27_3_7

CUST_36594_PI403524517	2	-0.19853973	-0.1536026	0.17424107	0.08176994	0.10330582	-0.08176994	35_10551	Rep: Potassium transporter 10 - Oryza sativa (Rice)	UniRef90_Q67VS5	CHR5V7|COORD:4814247..4817670| potassium transporter, putative	AT5G14880.1	CHR06V5|COORD:25241950..25234284|protein potassium transporter 10, putative, expressed	LOC_Os06g42030.1	 no descriptionvery weakly similar to (81.6)AT5G14880| Symbols:  | potassium transporter, putative | chr5:4814247-4817670 FORWARDvery weakly similar to (95.5)HAK10_ORYSAK_trans 	transport.potassium	34_15

CUST_8806_PI399408534	2	0.19129181	-0.90991116	-0.09156799	-0.023669243	0.13037205	0.023669243	35_26087	"Cluster: Hypothetical protein OJ1131_E09.12; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1131_E09.12 - Oryza sativa (japonica cultiv"	UniRef90_Q75K58	CHR2V7|COORD:17815234..17816622| leucine-rich repeat family protein	AT2G42800.1	CHR05V5|COORD:26275285..26273188|protein too many mouths protein precursor, putative, expressed	LOC_Os05g45430.1	no descriptionweakly similar to ( 123)AT2G42800| Symbols:  | leucine-rich repeat family protein | chr2:17815234-17816622 REVERSEvery weakly similar to (50.4)RPK1_IPONIReceptor-like protein kinase precursor - Ipomoea nil (Japanese morning glory) (Pharbitis nil)not assigned PRK12678	signalling.receptor kinases.leucine rich repeat XI	30_2_11

CUST_63228_PI403524517	2	-0.054288864	0.09688473	0.009950638	-0.13174438	-0.0099515915	0.08033943	35_18046	"Cluster: Os12g0429200 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os12g0429200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0INM3	"CHR2V7|COORD:13926487..13932402| BGAL9 (BETA GALACTOSIDASE 9); beta-galactosidase"	AT2G32810.1	CHR12V5|COORD:13779716..13758872|protein BGAL9, putative, expressed	LOC_Os12g24170.1	"no descriptionmoderately similar to ( 278)AT2G32810| Symbols: BGAL9 | BGAL9 (BETA GALACTOSIDASE 9); beta-galactosidase | chr2:13926487-13932402 REVERSEweakly similar to ( 197)BGAL_ASPOFBeta-galactosidase precursor - Asparagus officinalis (Garden asparagus)not assigned Gal_Lectin"	misc.gluco-, galacto- and mannosidases	26_3

CUST_179984_PI403524517	2	0.18845272	0.30719805	-0.049899578	-0.14185429	-0.39144325	0.0498991	35_50055	Rep: H0211B05.13 protein - Oryza sativa (Rice)	UniRef90_Q01J99	"CHR4V7|COORD:17967383..17969792| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G77220.1); similar to MAP kinase activating protein-like [Oryza"	AT4G38360.2	CHR02V5|COORD:27206778..27201920|protein transmembrane protein 34, putative, expressed	LOC_Os02g44910.2	"no descriptionmoderately similar to ( 306)AT4G38360| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G77220.1); similar to MAP kinase activating protein-like [Oryza sativa (japonica cultivar-group)] (GB:BAD61807.1); similar to Protein of unknown function [Medicago truncatula] (GB:ABE78441.1); contains InterPro domain Protein of unknown function DUF300; (InterPro:IPR005178) | chr4:17967383-17969792 FORWARDnot assigned DUF300"	not assigned.unknown	35_2

CUST_62646_PI403524517	2	-0.029527664	0.4425974	0.029527664	-0.19968128	-0.21481514	0.08285618	35_17862	Rep: Salt tolerant protein - Triticum aestivum (Wheat)	UniRef90_Q1XA87	"CHR1V7|COORD:14027525..14029168| similar to salt tolerant protein [Triticum aestivum] (GB:AAY26392.1); similar to Os02g0566900 [Oryza sativa (japonica"	AT1G36980.1	CHR09V5|COORD:16989466..16986938|protein transmembrane protein 50A, putative, expressed	LOC_Os09g27960.1	"no descriptionmoderately similar to ( 212)AT1G36980| Symbols:  | similar to salt tolerant protein [Triticum aestivum] (GB:AAY26392.1); similar to Os02g0566900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001047175.1); similar to Os09g0453000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001063340.1); contains InterPro domain Protein of unknown function UPF0220; (InterPro:IPR007919) | chr1:14027525-14029168 FORWARDnot assigned not assigned not assigned UPF0220"	not assigned.unknown	35_2

CUST_117011_PI403524517	2	0.004634857	0.08728695	-0.004635811	-0.060150146	0.008359909	-0.07092857	35_33162	Rep: BAX inhibitor 1 - Hordeum vulgare (Barley)	UniRef90_Q93XL2	CHR5V7|COORD:19153298..19154812| ATBI-1 (ARABIDOPSIS BAX INHIBITOR 1)	AT5G47120.1	CHR02V5|COORD:1326922..1330307|protein bax inhibitor 1, putative, expressed	LOC_Os02g03280.3	 no descriptionvery weakly similar to (68.2)AT5G47120| Symbols: BI-1, ATBI1, ATBI-1 | ATBI-1 (ARABIDOPSIS BAX INHIBITOR 1) | chr5:19153298-19154812 FORWARDvery weakly similar to (78.6)BI1_ORYSAnot assigned 	stress.biotic	20_1

CUST_41547_PI403524517	2	-0.5083475	0.3935585	0.2816143	0.07774544	-0.30688095	-0.07774544	35_11940	"Cluster: Putative disease resistance protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative disease resistance protein - Oryza sativa (japonica"	UniRef90_Q8RUA3	CHR1V7|COORD:21997246..22001356| disease resistance protein (CC-NBS-LRR class), putative	AT1G59780.1	CHR01V5|COORD:40888210..40882856|protein NB-ARC domain containing protein, expressed	LOC_Os01g70080.1	 no descriptionvery weakly similar to (64.3)AT1G59780| Symbols:  | disease resistance protein (CC-NBS-LRR class), putative | chr1:21997246-22001356 REVERSEnot assigned not assigned PRK07764 PRK12323 	stress.biotic	20_1

CUST_104648_PI403524517	2	0.015494347	-0.2878952	0.03150654	-0.015494347	-0.06800842	0.03428173	35_29820	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_9310_PI403524517	2	0.17818165	0.10339737	-0.050765038	-0.08642483	-0.01697445	0.016975403	35_2617	"Cluster: Putative membrane protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative membrane protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q84SS3	CHR3V7|COORD:1867526..1869744| TMS membrane family protein / tumour differentially expressed (TDE) family protein	AT3G06170.1	CHR03V5|COORD:19480578..19473501|protein serine incorporator 3, putative, expressed	LOC_Os03g34300.1	no descriptionmoderately similar to ( 490)AT3G06170| Symbols:  | TMS membrane family protein / tumour differentially expressed (TDE) family protein | chr3:1867526-1869744 FORWARDnot assigned Serinc	not assigned.no ontology	35_1

CUST_90813_PI403524517	2	0.05405283	1.5687943E-4	-0.17281723	0.103205204	-1.5687943E-4	-0.020820618	35_25974	"Cluster: Putative cytochrome P450; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative cytochrome P450 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8L520	CHR2|COORD:18784299..18785448| cytochrome P450 family protein	AT2G45560.2	CHR10V5|COORD:4395367..4402224|protein cytochrome P450 76B1, putative, expressed	LOC_Os10g08540.1	" no descriptionweakly similar to ( 115)AT2G45560| Symbols: CYP76C1 | CYP76C1 (cytochrome P450, family 76, subfamily C, polypeptide 1); heme binding / iron ion binding / monooxygenase | chr2:18784314-18785428 REVERSEvery weakly similar to (87.4)F3PH_PETHYFlavonoid 3'-monooxygenase - Petunia hybrida (Petunia)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned p450 Tymo_45kd_70kd PRK12323 Atrophin-1 PRK07764 HPC2 PRK07003 "	misc.cytochrome P450	26_10

CUST_7594_PI403524517	2	-0.06891632	-0.72605705	-0.01471138	0.1451931	0.09076214	0.014712334	35_2115	"Cluster: 3-hydroxyisobutyryl-coenzyme A hydrolase, putative, expressed; n=4; Oryza sativa (japonica cultivar-group)|Rep: 3-hydroxyisobutyryl-coenzyme A"	UniRef90_Q2QUG4	"CHR5V7|COORD:26394056..26396387| CHY1 (BETA-HYDROXYISOBUTYRYL-COA HYDROLASE 1); 3-hydroxyisobutyryl-CoA hydrolase"	AT5G65940.1	CHR12V5|COORD:9348264..9362990|protein CHY1, putative, expressed	LOC_Os12g16350.1	no descriptionmoderately similar to ( 479)AT5G65940| Symbols: CHY1 | CHY1 (BETA-HYDROXYISOBUTYRYL-COA HYDROLASE 1) | chr5:26394153-26396387 REVERSEvery weakly similar to (62.8)MFP_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned PRK06028 PRK06493 PRK07828 PRK06952 PRK07759 PRK05617 CaiD PRK05980 PRK05979 PRK06190 PRK05995 PRK07658 ECH PRK07657 PRK05809 PRK05862 PRK07510 PRK06127 PRK08138 PRK07628 PRK08139 PRK08150 PRK07511 PRK09245 PRK08260 PRK07799 PRK06072 PRK07509 PRK06951 PRK06142 PRK07468 PRK06210 PRK06494 PRK03580 PRK08140 PRK05870 PRK07827 PRK06688 PRK07629 PRK06143 PRK08258 PRK07260 PRK07659 PRK09674 PRK07830 PRK08259 PRK07817 PRK05674 PRK06495 PRK08252 PRK05981 PRK06144 PRK06023 PRK08290 PRK06563 PRK09120 PRK11423 fadB PRK07854 PRK07396 PRK07938 PRK12478 PRK05864 MenB PRK07327 PRK09076 fadJ PRK05869 PRK08788 PRK07110 PRK07112 PRK08272	amino acid metabolism.degradation.aspartate family.lysine	13_2_3_5

CUST_9260_PI399408534	2	0.09180546	0.003835678	-0.054777145	-0.024569511	-0.0038366318	0.037506104	35_20746	Rep: RLK1 - Phyllostachys praecox	UniRef90_Q30KI3	"CHR5V7|COORD:26299052..26302171| BAM1 (big apical meristem 1); ATP binding / kinase/ protein serine/threonine kinase"	AT5G65700.1	CHR07V5|COORD:1814408..1810493|protein receptor protein kinase CLAVATA1 precursor, putative, expressed	LOC_Os07g04190.1	"no descriptionhighly similar to ( 548)AT5G65700| Symbols: BAM1 | BAM1 (big apical meristem 1); ATP binding / kinase/ protein serine/threonine kinase | chr5:26299052-26302171 FORWARDmoderately similar to ( 204)RPK1_IPONIReceptor-like protein kinase precursor - Ipomoea nil (Japanese morning glory) (Pharbitis nil)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pkinase_Tyr S_TKc Pkinase S_TKc TyrKc PTKc PTKc_Jak_rpt2 PTKc_Src_like PTKc_Srm_Brk PTKc_EphR SPS1 PTKc_Frk_like PTKc_Csk_like PTKc_Tec_like PTKc_Syk_like PTKc_Itk PTKc_EGFR_like PTKc_Ack_like PTKc_Met_Ron PTKc_Trk PTKc_Src PTKc_Fes_like PTKc_Fyn_Yrk PTK_HER3 PTKc_InsR_like PTKc_Tec_Rlk PTKc_Jak2_Jak3_rpt2 PTKc_Yes PTKc_Lck_Blk PTKc_Lyn PTKc_Abl PTKc_EphR_A2 PTKc_Tyk2_rpt2 PTKc_Btk_Bmx PTKc_EphR_B PTKc_TrkA PTKc_DDR PTKc_Jak1_rpt2 PTKc_Ror PTKc_TrkC PTKc_HER4 PTKc_c-ros PTKc_Axl_like PTKc_Chk PTKc_EphR_A PTKc_FGFR PTKc_Fer PTK_CCK4 PTKc_Csk PTKc_Hck PTKc_HER2 PTKc_TrkB PTKc_FAK PTKc_EphR_A10 PTKc_Aatyk PTKc_PDGFR PTKc_DDR2 PTKc_DDR1 PTKc_Syk PTKc_Musk PTKc_EGFR PTKc_DDR_like PTKc_Fes PTKc_Zap-70 PTKc_Tie2 PTKc_Tie1 PTKc_Ror1 PTKc_Aatyk1_Aatyk3 PTKc_RET PTKc_FGFR3 PTKc_InsR PTKc_FGFR4 PTKc_Axl PTKc_ALK_LTK PTKc_Tie PTKc_FGFR1 PTKc_FGFR2 PTKc_Tyro3 PTKc_Kit PTK_Ryk PTKc_IGF-1R PTKc_Ror2 PTKc_Aatyk2 PTK_Jak_rpt1 PTKc_CSF-1R PTKc_VEGFR PTKc_VEGFR3 PTKc_VEGFR2"	signalling.receptor kinases.leucine rich repeat XI	30_2_11

CUST_114761_PI403524517	2	0.57977724	0.049130917	-0.23165846	0.36342573	-0.0868454	-0.049130917	35_32568	"Cluster: Os10g0131000 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os10g0131000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IZ51	CHR3V7|COORD:17224054..17226597| disease resistance protein (CC-NBS class), putative	AT3G46730.1	CHR10V5|COORD:1881932..1886668|protein MLA6 protein, putative, expressed	LOC_Os10g04110.1	no description	not assigned.unknown	35_2

CUST_35957_PI403524517	2	0.056138992	-0.2853918	-0.056138515	0.11943197	-0.06599045	0.37228584	35_10368	"Cluster: Polyamine oxidase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Polyamine oxidase-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5NAI7	"CHR4V7|COORD:14553462..14555063| ATPAO5 (POLYAMINE OXIDASE 5); amine oxidase"	AT4G29720.1	CHR01V5|COORD:29841765..29840133|protein peroxisomal N1-acetyl-spermine/spermidine oxidase, putative, expressed	LOC_Os01g51320.1	"no descriptionweakly similar to ( 138)AT4G29720| Symbols: ATPAO5 | ATPAO5 (POLYAMINE OXIDASE 5); amine oxidase | chr4:14553462-14555063 REVERSEnot assigned not assigned Amino_oxidase"	misc.oxidases - copper, flavone etc.	26_7

CUST_94090_PI403524517	2	-0.049765587	0.07922363	-0.23027706	0.049764633	-0.051994324	0.1291256	35_26900	"Cluster: Hypothetical protein At2g22530; n=1; Arabidopsis thaliana|Rep: Hypothetical protein At2g22530 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9SJY2	CHR2V7|COORD:9580051..9584521| transferase	AT2G22530.1	CHR02V5|COORD:33112011..33117694|protein conserved hypothetical protein	LOC_Os02g54070.1	no descriptionmoderately similar to ( 206)AT2G22530| Symbols:  | transferase | chr2:9580051-9584521 REVERSEnot assigned not assigned	not assigned.no ontology	35_1

CUST_152999_PI403524517	2	-0.5014944	-0.059020996	0.116053104	0.059020996	0.12748098	-0.3949771	35_42761	0	0	"CHR3V7|COORD:1941072..1946706| CHR11 (CHROMATIN-REMODELING PROTEIN 11); DNA-dependent ATPase"	AT3G06400.1	0	0	no description	not assigned.unknown	35_2

CUST_8359_PI399408534	2	0.22254467	-0.025545597	-0.26073074	0.19911814	-0.11969757	0.025545597	35_6743	"Cluster: Mitochondrial transcription termination factor-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Mitochondrial transcription"	UniRef90_Q69JV5	CHR2V7|COORD:900093..900944| mitochondrial transcription termination factor-related / mTERF-related	AT2G03050.1	CHR02V5|COORD:22175150..22174302|protein MTERF domain containing protein, putative, expressed	LOC_Os02g36780.1	no descriptionvery weakly similar to (80.1)AT2G03050| Symbols:  | mitochondrial transcription termination factor-related / mTERF-related | chr2:900093-900944 REVERSEnot assigned mTERF	RNA.regulation of transcription.unclassified	27_3_99

CUST_76635_PI403524517	2	0.024790287	-0.5105214	0.12661219	0.33020782	-0.08479977	-0.024790287	35_21970	"Cluster: Hypothetical protein B1078G07.49; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1078G07.49 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5JLV2	CHR2|COORD:13086184..13088427| expressed protein	AT2G30695.2	CHR01V5|COORD:39229575..39227400|protein expressed protein	LOC_Os01g66980.1	"no descriptionweakly similar to ( 110)AT2G30695| Symbols:  | similar to Os01g0894700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001045071.1); similar to P0696G06.13 [Oryza sativa (japonica cultivar-group)] (GB:BAC06256.1); similar to Os09g0515400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001063667.1) | chr2:13086346-13088172 REVERSETig tig Trigger_N"	not assigned.unknown	35_2

CUST_131765_PI403524517	2	0.091156006	-0.093149185	-0.14134979	0.08592796	-0.08592701	0.089372635	35_37009	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_120154_PI403524517	2	-0.08499527	0.15607452	-0.1397953	0.08756542	-0.19324827	0.08499622	35_33976	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_85275_PI403524517	2	0.30976486	-0.47271538	-0.16829777	0.040249348	0.10754204	-0.040249825	35_24429	"Cluster: Hypothetical protein OJ1513_F02.123; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1513_F02.123 - Oryza sativa (japonica cult"	UniRef90_Q8GRQ3	0	0	CHR07V5|COORD:751427..747870|protein F-box domain containing protein, expressed	LOC_Os07g02290.1	no description	not assigned.unknown	35_2

CUST_10370_PI399408534	2	-0.11882067	-0.27982092	0.15868902	0.11573315	0.098890305	-0.098890305	35_17931	"Cluster: Putative methyl-binding domain protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative methyl-binding domain protein - Oryza sativa (japonic"	UniRef90_Q6AVA9	"CHR4V7|COORD:11947432..11948525| MBD1 (methyl-CpG-binding domain 1); DNA binding"	AT4G22745.1	CHR05V5|COORD:19621821..19619610|protein methyl-binding domain protein MBD101, putative, expressed	LOC_Os05g33550.1	"no descriptionweakly similar to ( 138)AT4G22745| Symbols: MBD1 | MBD1 (methyl-CpG-binding domain 1); DNA binding | chr4:11947432-11948525 REVERSEnot assigned MeCP2_MBD zf-CW MBD"	RNA.regulation of transcription.Methyl binding domain proteins	27_3_59

CUST_6701_PI399408534	2	0.6539912	-0.01179266	0.011792183	0.22586536	-0.04571724	-0.20001984	35_47466	"Cluster: Mitochondrial transcription termination factor-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Mitochondrial transcription termination factor-li"	UniRef90_Q67UI0	CHR3V7|COORD:6736388..6738336| late embryogenesis abundant protein-related / LEA protein-related	AT3G19430.1	CHR06V5|COORD:6453455..6451739|protein mTERF family protein, expressed	LOC_Os06g12040.1	no descriptionvery weakly similar to (59.3)AT5G07900| Symbols:  | mitochondrial transcription termination factor family protein / mTERF family protein | chr5:2520189-2521406 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 Tymo_45kd_70kd PRK07764 Atrophin-1 GRASP55_65 Extensin_2 PRK07003 DUF1421 PRK08853 APC_basic PRK05648 HPC2 FAP Herpes_BLLF1	RNA.regulation of transcription.unclassified	27_3_99

CUST_39835_PI403524517	2	-0.09000683	-1.0462208	-0.04986	0.36137676	0.049859047	0.12138653	35_11459	"Cluster: Putative pepper esterase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative pepper esterase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6YSZ8	"CHR2V7|COORD:18796873..18797862| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G45610.1); similar to CXE carboxylesterase [Malus pumila]"	AT2G45600.1	CHR08V5|COORD:27342199..27340539|protein gibberellin receptor GID1L2, putative, expressed	LOC_Os08g43430.1	"no descriptionvery weakly similar to (57.0)AT2G45600| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G45610.1); similar to CXE carboxylesterase [Malus pumila] (GB:ABB89004.1); contains InterPro domain Esterase/lipase/thioesterase; (InterPro:IPR000379); contains InterPro domain Alpha/beta hydrolase fold-3; (InterPro:IPR013094) | chr2:18796873-18797862 FORWARD"	not assigned.unknown	35_2

CUST_16005_PI404877155	2	0.008088112	-0.39287186	-0.0924921	-0.0078372955	0.010436058	0.007838249	Contig9881_at	putative glyoxylate induced protein [Oryza sativa (japonica cultivar-group)]	BAC83197.1	expressed protein	At4g17050.1	protein hypothetical protein	Os07g31270	expressed protein	RNA.regulation of transcription.Trihelix, Triple-Helix transcription factor family	27_3_30

CUST_10295_PI399408534	2	-0.0087041855	0.09562874	-0.039297104	-0.01778984	0.0087041855	0.041012764	35_15773	"Cluster: Putative auxin-induced protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative auxin-induced protein - Oryza sativa (japonica cultivar-group"	UniRef90_Q5ZBH8	CHR1V7|COORD:22353557..22355333| aldo/keto reductase family protein	AT1G60690.1	CHR01V5|COORD:24908925..24906470|protein auxin-induced protein PCNT115, putative, expressed	LOC_Os01g43090.1	no descriptionmoderately similar to ( 363)AT1G60690| Symbols:  | aldo/keto reductase family protein | chr1:22353557-22355333 REVERSEmoderately similar to ( 341)A115_TOBACAuxin-induced protein PCNT115 - Nicotiana tabacum (Common tobacco)not assigned not assigned not assigned not assigned not assigned Tas Aldo_ket_red ARA1 COG4989 PRK10376 COG1453 PRK10625 PRK09912 dkgB dkgA PRK07003 Protamine_P1 PRK12323 KAR9 PRK07764 TT_ORF1	hormone metabolism.auxin.induced-regulated-responsive-activated	17_2_3

CUST_105695_PI403524517	2	-0.00898838	-0.68634844	-0.38247204	0.38332558	0.24065208	0.008987427	35_30097	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_171141_PI403524517	2	0.18854904	1.025219	-0.010310173	0.010311127	-0.13858986	-0.06939411	35_47670	"Cluster: Hypothetical protein P0432C03.8; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0432C03.8 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q5JKM1	CHR4V7|COORD:15295225..15296034| similar to hypothetical protein MtrDRAFT_AC130653g13v2 [Medicago truncatula] (GB:ABE94458.1)	AT4G31560.1	CHR01V5|COORD:41670176..41671133|protein expressed protein	LOC_Os01g71330.1	no descriptionnot assigned not assigned not assigned PRK12678	not assigned.unknown	35_2

CUST_5712_PI404877155	2	-0.048547745	0.048547745	-0.3981638	0.12083721	-0.09088135	0.13170719	Contig17686_at	OSJNBb0108J11.6 [Oryza sativa (japonica cultivar-group)]	CAE02914.3	U-box domain-containing protein	At5g09800.1	protein photoperiod responsive protein	Os04g34140	"U-box domain-containing protein, low similarity to immediate-early fungal elicitor protein CMPG1 (Petroselinum crispum) GI:14582200; contains Pfam profile PF04564: U-box domain"	RNA.regulation of transcription.PHOR1	27_3_64

CUST_60784_PI403524517	2	0.022600174	0.058712006	-0.022601128	-0.06335068	-0.08171749	0.040314674	35_17335	"Cluster: Putative serine/threonine kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative serine/threonine kinase - Oryza sativa (japonica cultivar-g"	UniRef90_Q5JLD8	"CHR4V7|COORD:12617389..12620491| CIPK8 (CBL-INTERACTING PROTEIN KINASE 8); kinase"	AT4G24400.1	CHR01V5|COORD:19804453..19796109|protein CBL-interacting serine/threonine-protein kinase 24, putative, expressed	LOC_Os01g35184.2	 no descriptionmoderately similar to ( 255)AT4G24400| Symbols: SnRK3.13, PKS11, CIPK8 | CIPK8 (CBL-INTERACTING PROTEIN KINASE 8) | chr4:12617389-12620453 FORWARDweakly similar to ( 157)CIPK1_ORYSAnot assigned not assigned NAF 	protein.postranslational modification	29_4

CUST_29263_PI403524517	2	0.04476261	-0.08683205	-0.15437698	0.08280563	-0.044761658	0.1412983	35_8456	"Cluster: Os01g0179400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0179400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JQ65	CHR2V7|COORD:10923534..10934468| EMB2410 (EMBRYO DEFECTIVE 2410)	AT2G25660.1	CHR01V5|COORD:4130505..4137434|protein EMB2410, putative, expressed	LOC_Os01g08420.1	no descriptionweakly similar to ( 176)AT2G25660| Symbols: EMB2410 | EMB2410 (EMBRYO DEFECTIVE 2410) | chr2:10923534-10934468 REVERSE	development.unspecified	33_99

CUST_177473_PI403524517	2	-0.055781364	0.088139534	0.008031845	-0.008031845	-0.028446198	0.26947212	35_49366	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_104525_PI403524517	2	0.02564907	-0.78613997	-0.24924564	0.1676073	0.034313202	-0.02564907	35_29788	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_14005_PI404877155	2	-0.042006493	0.07484913	-0.068715096	-0.027528763	0.027529716	0.028190613	Contig7782_at	transcription initiation factor IID (TFIID) 23-30kDa subunit (TAF2H) family protein [Arabidopsis thaliana] ref|NP_849481.1| transcription in	NP_194900.1	transcription initiation factor IID (TFIID) 23-30kDa subunit (TAF2H) family protein	At4g31720.2	protein transcription factor IID 30K chain homolog F28M20.90 - Arabidopsis thaliana	Os09g26180	transcription initiation factor IID (TFIID) 23-30kDa subunit (TAF2H) family protein, contains Pfam profile: PF03540 transcription initiation factor TFIID 23-30kDa or  transcription initiation factor IID (TFIID) 23-30kDa subunit (TAF2H) family protein, con	RNA.transcription	27_2

CUST_75165_PI403524517	2	-0.1440444	0.3036461	0.14404488	0.37653637	-0.4789009	-0.2561798	35_21545	"Cluster: Os07g0563000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0563000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D5G5	CHR4V7|COORD:11459621..11462368| diacylglycerol kinase	AT4G21540.2	CHR07V5|COORD:22511399..22517062|protein D-erythro-sphingosine kinase/ diacylglycerol kinase, putative, expressed	LOC_Os07g37580.1	no descriptionmoderately similar to ( 438)AT4G21540| Symbols:  | diacylglycerol kinase | chr4:11460715-11462368 FORWARDnot assigned not assigned not assigned LCB5 DAGK_cat DAGKc PRK11914	lipid metabolism.'exotics' (steroids, squalene etc).sphingolipids	11_8_1

CUST_53363_PI403524517	2	-0.034956932	0.14198017	-0.72470856	0.034957886	-0.44875813	0.06579018	35_15183	"Cluster: Senescence-associated protein 15, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Senescence-associated protein 15, putative, exp"	UniRef90_Q10P61	"CHR1V7|COORD:57392..58978| KCS1 (3-KETOACYL-COA SYNTHASE 1); acyltransferase"	AT1G01120.1	CHR03V5|COORD:7667895..7665757|protein senescence-associated protein 15, putative, expressed	LOC_Os03g14170.1	"no descriptionhighly similar to ( 635)AT1G01120| Symbols: KCS1 | KCS1 (3-KETOACYL-COA SYNTHASE 1); acyltransferase | chr1:57392-58978 REVERSEvery weakly similar to (58.5)CHS2_SOYBNChalcone synthase 2 - Glycine max (Soybean)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned FAE1_CUT1_RppA CHS_like BcsA init_cond_enzymes FabH KAS_III PRK07003 PRK09352 Herpes_BLLF1 ACP_syn_III_C DUF566 SerH PRK09169 Tymo_45kd_70kd HPC2 PRK12879 Keratin_B2"	lipid metabolism.FA synthesis and FA elongation.beta ketoacyl CoA synthase	11_1_10

CUST_117748_PI403524517	2	-0.006430149	0.26385832	-0.08669567	0.006430626	-0.4080019	0.00834322	35_33357	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_63911_PI403524517	2	0.025060654	0.01595211	-0.16131878	0.07609177	-0.033210754	-0.015951157	35_18251	"Cluster: Glycine cleavage T protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Glycine cleavage T protein-like - Oryza sativa (japonica cultivar-gro"	UniRef90_Q5VNV1	CHR4V7|COORD:7263634..7265419| aminomethyltransferase	AT4G12130.1	CHR06V5|COORD:1874912..1871635|protein aminomethyltransferase, putative, expressed	LOC_Os06g04380.1	no descriptionmoderately similar to ( 416)AT4G12130| Symbols:  | aminomethyltransferase | chr4:7263634-7265419 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG0354 PRK12323 PRK07764 PRK07003 GcvT GCV_T GCV_T_C PRK09559 gcvT PRK05648 Atrophin-1 Totivirus_coat	not assigned.no ontology	35_1

CUST_103807_PI403524517	2	0.24660635	-0.07575226	0.06815481	0.14103556	-0.06815481	-0.18768978	35_29595	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_78304_PI403524517	2	-0.020614624	0.44854546	0.02061367	-0.26520824	-0.44747734	0.21844292	35_22447	"Cluster: Transposon protein, putative, CACTA, En/Spm sub-class, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Transposon protein, putative,"	UniRef90_Q337X8	"CHR4V7|COORD:9716372..9721654| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G47430.1); similar to hypothetical protein 31.t00039 [Brassica"	AT4G17410.1	CHR10V5|COORD:15031169..15039671|protein expressed protein	LOC_Os10g29560.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF1777	not assigned.unknown	35_2

CUST_100886_PI403524517	2	0.41597366	-0.3487506	0.05996704	-0.05996704	-0.5870371	0.20043564	35_28792	"Cluster: OSIGBa0137O04.8 protein; n=2; Oryza sativa|Rep: OSIGBa0137O04.8 protein - Oryza sativa (Rice)"	UniRef90_Q01KY9	"CHR2V7|COORD:13471596..13478430| SAD2 (SUPER SENSITIVE TO ABA AND DROUGHT2); protein transporter"	AT2G31660.1	CHR04V5|COORD:15677823..15685555|protein importin-8, putative	LOC_Os04g26841.1	"no descriptionweakly similar to ( 168)AT2G31660| Symbols: SAD2 | SAD2 (SUPER SENSITIVE TO ABA AND DROUGHT2); protein transporter | chr2:13471596-13478430 FORWARDnot assigned not assigned not assigned not assigned not assigned CSE1 SXM1 IBN_N"	protein.targeting.nucleus	29_3_1

CUST_62667_PI403524517	2	-0.21238422	0.027742386	0.11156559	-0.027742386	-0.07105827	0.058587074	35_17867	"Cluster: Putative kinesin-related protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative kinesin-related protein - Oryza sativa (japonica cultivar-g"	UniRef90_Q8H7Q9	CHR5V7|COORD:21244185..21247335| protein transport protein-related	AT5G52280.1	CHR03V5|COORD:418686..425933|protein expressed protein	LOC_Os03g01710.1	no descriptionvery weakly similar to (62.8)AT5G52280| Symbols:  | protein transport protein-related | chr5:21244185-21247335 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Smc MAD PRK03918 Myosin_tail_1	not assigned.unknown	35_2

CUST_15473_PI404877155	2	-0.019579887	1.3143578	-0.09875107	0.58210087	0.019580841	-0.4749918	Contig934_x_at	Ribulose bisphosphate carboxylase small chain, chloroplast precursor (RuBisCO small subunit) pir||S49992 ribulose-1,5-bisphosphate carboxyla	Q38793	ribulose bisphosphate carboxylase small chain 1A / RuBisCO small subunit 1A (RBCS-1A) (ATS1A)	At1g67090.1	protein Ribulose bisphosphate carboxylase, small subunit, putative	Os12g19410	ribulose-bisphosphate carboxylase small unit	PS.calvin cyle.rubisco small subunit	1_03_02

CUST_302_PI399407379	2	-0.92565155	-0.5264244	0.10550213	0.5520401	0.09559727	-0.09559631	HvCKX5_consensus									

CUST_10189_PI404877155	2	-0.35578728	-0.06796837	0.3354702	0.17409706	0.06796837	-0.07660198	Contig3894_at	putative chain A, C-terminal domain of mouse brain tubby protein [Oryza sativa (japonica cultivar-group)]	BAD03305.1	F-box family protein / tubby family protein	At1g25280.1	protein Tub family, putative	Os08g01290	CAA303719.1 protein	RNA.regulation of transcription.TUB transcription factor family	27_3_33

CUST_30629_PI403524517	2	0.13246918	-0.1976757	0.12292004	-0.08778572	-0.09040928	0.08778572	35_8840	"Cluster: Hypothetical protein OSJNBa0027L23.12; n=1; Oryza sativa|Rep: Hypothetical protein OSJNBa0027L23.12 - Oryza sativa (Rice)"	UniRef90_Q8W3H9	CHR1V7|COORD:11653599..11654518| similar to unknown protein [Oryza sativa] (GB:AAL67597.1)	AT1G32310.1	0	0	no descriptionvery weakly similar to (65.5)AT1G32310| Symbols:  | similar to unknown protein [Oryza sativa] (GB:AAL67597.1) | chr1:11653599-11654518 FORWARD	not assigned.unknown	35_2

CUST_149612_PI403524517	2	0.11033821	-0.13228607	0.1589284	-0.11033869	0.12680817	-0.24831104	35_41855	"Cluster: P0460E08.34 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: P0460E08.34 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q94DR6	CHR5V7|COORD:15090994..15092081| seven in absentia (SINA) family protein	AT5G37870.1	CHR01V5|COORD:32384003..32384981|protein ubiquitin-protein ligase/ zinc ion binding protein, putative	LOC_Os01g55640.1	no descriptionvery weakly similar to (83.6)AT5G37870| Symbols:  | seven in absentia (SINA) family protein | chr5:15090994-15092081 REVERSEvery weakly similar to (61.6)SINAL_DROMEProbable E3 ubiquitin-protein ligase sina-like CG13030 - Drosophila melanogaster (Fruit fly)not assigned	development.unspecified	33_99

CUST_33840_PI399408534	2	0.025226593	-0.55360985	-0.024681091	0.044046402	0.024682045	-0.057139397	35_22028	"Cluster: Transcriptional coactivator p15 (PC4) family protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Transcriptional coactivator p15 (PC4) famil"	UniRef90_Q69SU7	CHR3V7|COORD:8063070..8064482| leucine-rich repeat family protein / extensin family protein	AT3G22800.1	CHR02V5|COORD:20878405..20880649|protein RNA polymerase II transcriptional coactivator KIWI, putative, expressed	LOC_Os02g34840.1	"no descriptionvery weakly similar to (98.6)AT5G09250| Symbols: KIWI | KIWI; DNA binding / transcription coactivator | chr5:2875422-2876369 REVERSEnot assigned PC4"	RNA.regulation of transcription.General Transcription	27_3_50

CUST_179133_PI403524517	2	0.1236186	0.32260418	0.27469778	-0.3236785	-0.5345149	-0.123618126	35_49822	"Cluster: Putative pirin-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative pirin-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q75LB9	CHR4V7|COORD:8646193..8650082| protease inhibitor/seed storage/lipid transfer protein (LTP) family protein	AT4G15160.1	CHR03V5|COORD:35465296..35463158|protein pirin-like protein, putative, expressed	LOC_Os03g62790.2	no description	not assigned.unknown	35_2

CUST_95452_PI403524517	2	-0.07553005	-0.52352905	0.075529575	3.000247	0.17707348	-0.5222268	35_27279	"Cluster: Pentatricopeptide (PPR) repeat-containing protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Pentatricopeptide (PPR) repeat-containing prot"	UniRef90_Q8RVE5	CHR1V7|COORD:26051035..26053011| pentatricopeptide (PPR) repeat-containing protein	AT1G69290.1	CHR01V5|COORD:33808190..33805833|protein expressed protein	LOC_Os01g57900.1	no descriptionmoderately similar to ( 214)AT1G69290| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr1:26051035-26053011 REVERSE	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_51057_PI403524517	2	0.06768322	-0.5539799	-0.045002937	0.04974079	-0.08411312	0.045002937	35_14558	Rep: Adenosylhomocysteinase 1 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_O23255	"CHR4V7|COORD:8054926..8056671| HOG1 (HOMOLOGY-DEPENDENT GENE SILENCING 1); adenosylhomocysteinase"	AT4G13940.1	CHR11V5|COORD:14922707..14919682|protein adenosylhomocysteinase, putative, expressed	LOC_Os11g26850.2	 no descriptionhighly similar to ( 882)AT4G13940| Symbols: EMB1395, MEE58, SAHH, SAHH1, HOG1 | HOG1 (HOMOLOGY-DEPENDENT GENE SILENCING 1) | chr4:8054926-8056758 FORWARDhighly similar to ( 921)SAHH_WHEATAdenosylhomocysteinase - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned AdoHcyase AdoHcyase PRK05476 SAM1 AdoHcyase_NAD PRK07003 PRK12323 HPC2 Atrophin-1 Tymo_45kd_70kd Extensin_2 Herpes_BLLF1 PRK07764 DUF1421 APC_basic AF-4 GRASP55_65 DUF566 Herpes_UL32 PRK05648 TT_ORF1 DUF1509 2-Hacid_dh_C Pneumo_att_G PRK08853 KAR9 Herpes_TAF50 PRK12372 SerA DamX 	amino acid metabolism.degradation.aspartate family.methionine	13_2_3_4

CUST_72153_PI403524517	2	0.09862137	3.3569336E-4	0.18909454	-3.3521652E-4	-0.17332888	-0.23168993	35_20683	"Cluster: Target of myb1-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Target of myb1-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5N7Y5	CHR4V7|COORD:15799381..15803837| protein transporter	AT4G32760.1	CHR01V5|COORD:7125951..7134131|protein VHS and GAT domain protein, putative, expressed	LOC_Os01g12880.1	no descriptionmoderately similar to ( 358)AT4G32760| Symbols:  | protein transporter | chr4:15799381-15803837 FORWARDnot assigned not assigned not assigned not assigned VHS VHS VHS_Hrs_Vps27p VHS VHS_Tom1 VHS_STAM VHS_ENTH_ANTH GAT VHS_GGA	cell. vesicle transport	31_4

CUST_7587_PI399408534	2	0.2045908	-0.874115	-0.105835915	0.062091827	0.008875847	-0.008875847	35_5019	"Cluster: Putative bZIP transcription factor RF2b; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative bZIP transcription factor RF2b - Oryza sativa (japon"	UniRef90_Q6K3R9	CHR2V7|COORD:17654283..17655738| bZIP transcription factor family protein	AT2G42380.2	CHR02V5|COORD:8323890..8325789|protein bZIP transcription factor family protein, expressed	LOC_Os02g14910.1	no descriptionweakly similar to ( 200)AT2G42380| Symbols:  | bZIP transcription factor family protein | chr2:17654283-17655738 REVERSEvery weakly similar to (99.4)RF2B_ORYSABRLZ	RNA.regulation of transcription.bZIP transcription factor family	27_3_35

CUST_15003_PI404877155	2	-0.04571724	0.17098808	0.045718193	-0.072197914	-0.05275154	0.108823776	Contig8875_at	putative hydroxylase [Oryza sativa] gb|AAL79746.1| putative hydroxylase [Oryza sativa]	NP_909998.1	fumarylacetoacetate hydrolase family protein	At4g15940.1	protein putative hydroxylase	Os03g61330	putative hydroxylase	amino acid metabolism.degradation.aromatic aa.tyrosine	13_2_6_2

CUST_77580_PI403524517	2	-0.026986122	-0.7817831	0.026986122	0.113407135	0.08338642	-0.14083719	35_22235	"Cluster: Putative NEP1-interacting protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative NEP1-interacting protein - Oryza sativa (japonica cultivar"	UniRef90_Q6Z2U9	CHR1V7|COORD:27969384..27971342| zinc finger (C3HC4-type RING finger) family protein	AT1G74410.1	CHR02V5|COORD:31184904..31189372|protein RING-H2 finger protein ATL1Q, putative, expressed	LOC_Os02g50990.3	no descriptionweakly similar to ( 151)AT1G74410| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr1:27969384-27971342 FORWARDvery weakly similar to (65.9)EL5_ORYSAnot assigned not assigned RING COG5540 RING	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_19251_PI399408534	2	-0.3233571	2.388647	-0.14756203	0.1661501	0.14756203	-0.28421593	35_6362	"Cluster: Os03g0411300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os03g0411300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DR76	CHR2V7|COORD:18316361..18316789| calcium-binding EF hand family protein	AT2G44310.1	CHR03V5|COORD:16930729..16929781|protein EF hand family protein, expressed	LOC_Os03g29770.1	no descriptionvery weakly similar to (77.8)AT2G44310| Symbols:  | calcium-binding EF hand family protein | chr2:18316361-18316789 FORWARDnot assigned	signalling.calcium	30_3

CUST_50937_PI403524517	2	-0.10013771	-0.12957573	0.3429165	0.0198946	0.23202133	-0.019895554	35_14528	"Cluster: Putative delta-12 oleate desaturase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative delta-12 oleate desaturase - Oryza sativa (japonica cult"	UniRef90_Q6ZGW6	"CHR3V7|COORD:3860598..3861749| FAD2 (FATTY ACID DESATURASE 2); delta12-fatty acid dehydrogenase"	AT3G12120.1	CHR02V5|COORD:29724486..29719246|protein omega-6 fatty acid desaturase, endoplasmic reticulum isozyme 2, putative, expressed	LOC_Os02g48560.1	 no descriptionhighly similar to ( 543)AT3G12120| Symbols: FAD2 | FAD2 (FATTY ACID DESATURASE 2) | chr3:3860598-3861749 REVERSEhighly similar to ( 553)FD6E2_SOYBNOmega-6 fatty acid desaturase, endoplasmic reticulum isozyme 2 - Glycine max (Soybean)not assigned not assigned not assigned not assigned not assigned not assigned Delta12-FADS-like FA_desaturase DesA Delta6-FADS-like Rhizopine-oxygenase-like Membrane-FADS-like Herpes_BLLF1 	lipid metabolism.FA desaturation.omega 6 desaturase	11_2_4

CUST_55626_PI403524517	2	0.039693832	0.13524342	-0.04984379	-0.039693832	-0.09259415	0.043813705	35_15832	"Cluster: Putative dihydrolipoamide acetyltransferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative dihydrolipoamide acetyltransferase - Oryza sativ"	UniRef90_Q6ZKB1	"CHR3V7|COORD:9461869..9463822| LTA2 (PLASTID E2 SUBUNIT OF PYRUVATE DECARBOXYLASE); dihydrolipoyllysine-residue acetyltransferase"	AT3G25860.1	CHR08V5|COORD:20729417..20725882|protein dihydrolipoyllysine-residue acetyltransferase component of pyruvatedehydrogenase complex, putative, expressed	LOC_Os08g33440.1	" no descriptionweakly similar to ( 112)AT3G25860| Symbols: PLE2, LTA2 | LTA2 (PLASTID E2 SUBUNIT OF PYRUVATE DECARBOXYLASE); dihydrolipoyllysine-residue acetyltransferase | chr3:9461869-9463822 FORWARDnot assigned PRK11856 2-oxoacid_dh "	TCA / org. transformation.TCA.pyruvate DH.E2	8_1_1_2

CUST_170672_PI403524517	2	-0.02113247	-0.004500389	0.030266762	-0.0066337585	0.004500389	0.17055225	35_47538	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_23994_PI399408534	2	0.031672	0.20698166	0.3464322	-0.031672478	-0.42972565	-0.16408348	35_37019	"Cluster: Type III restriction enzyme, res subunit family protein, expressed; n=4; Oryza sativa (japonica cultivar-group)|Rep: Type III restriction enzyme, res"	UniRef90_Q10HL3	"CHR3V7|COORD:768027..774840| DCL2 (DICER-LIKE 2); ATP-dependent helicase/ ribonuclease III"	AT3G03300.1	CHR03V5|COORD:21470199..21455306|protein type III restriction enzyme, res subunit family protein, expressed	LOC_Os03g38740.1	no descriptionvery weakly similar to (91.3)AT3G03300| Symbols: DCL2 | DCL2 (DICER-LIKE 2) | chr3:768027-774532 REVERSE	RNA.processing.degradation dicer	27_1_20

CUST_36570_PI403524517	2	0.23745155	-0.16163921	0.14701557	-0.14701462	0.14861584	-0.3462715	35_10544	"Cluster: Hypothetical protein OJ1562_H01.4; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1562_H01.4 - Oryza sativa (japonica cultivar"	UniRef90_Q6I5Y1	0	0	CHR05V5|COORD:18779494..18784141|protein protein binding protein, putative, expressed	LOC_Os05g32350.1	no description	not assigned.unknown	35_2

CUST_40271_PI403524517	2	-0.03316593	0.29438877	-0.0053572655	0.0053567886	0.24395609	-0.15793419	35_11584	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_181323_PI403524517	2	-0.010527134	-0.050712585	0.21284199	0.14566612	3.9625168E-4	-3.9577484E-4	35_50421	"Cluster: Putative pherophorin-dz1 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative pherophorin-dz1 protein - Oryza sativa (japonica cultivar-g"	UniRef90_Q6ZD62	CHR1V7|COORD:16816094..16817173| DNA binding / ligand-dependent nuclear receptor	AT1G44191.1	CHR08V5|COORD:395077..393302|protein vegetative cell wall protein gp1 precursor, putative, expressed	LOC_Os08g01690.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_33621_PI403524517	2	-0.07827377	-0.61564255	0.07827377	0.82602596	0.3383503	-0.13689613	35_9692	"Cluster: Os02g0695800 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os02g0695800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DYG2	"CHR5V7|COORD:25768147..25772200| ATOPT4 (oligopeptide transporter 4); oligopeptide transporter"	AT5G64410.1	CHR02V5|COORD:28578587..28575691|protein oligopeptide transporter 4, putative, expressed	LOC_Os02g46850.1	"no descriptionweakly similar to ( 129)AT5G64410| Symbols: ATOPT4 | ATOPT4 (oligopeptide transporter 4); oligopeptide transporter | chr5:25768147-25772200 REVERSEnot assigned OPT"	transport.peptides and oligopeptides	34_13

CUST_4891_PI399408534	2	0.10926914	-1.262577	-0.093515396	0.09351635	0.11844158	-0.109396935	35_21370	Rep: H0404F02.1 protein - Oryza sativa (Rice)	UniRef90_Q01KJ6	CHR4V7|COORD:17120212..17123701| leucine-rich repeat family protein	AT4G36180.1	CHR04V5|COORD:28863245..28867695|protein BRASSINOSTEROID INSENSITIVE 1 precursor, putative, expressed	LOC_Os04g48760.1	no descriptionvery weakly similar to (86.7)AT4G36180| Symbols:  | leucine-rich repeat family protein | chr4:17120212-17123701 REVERSE	signalling.receptor kinases.leucine rich repeat VII	30_2_7

CUST_55565_PI403524517	2	-0.15414429	0.008102417	-0.14040852	0.30950165	-0.008102417	0.15393925	35_15817	"Cluster: Putative calcium binding protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative calcium binding protein - Oryza sativa (japonica cultivar-g"	UniRef90_Q6Z2H7	CHR1V7|COORD:26651004..26652204| caleosin-related family protein	AT1G70680.1	CHR02V5|COORD:30636523..30648742|protein caleosin related protein, expressed	LOC_Os02g50174.1	no descriptionweakly similar to ( 177)AT1G70680| Symbols:  | caleosin-related family protein | chr1:26651004-26652204 FORWARDnot assigned not assigned Caleosin	development.unspecified	33_99

CUST_22846_PI399408534	2	0.19421577	0.65657806	0.16692638	-0.25687408	-0.3481989	-0.16692638	35_20248	Rep: OSIGBa0127D24.8 protein - Oryza sativa (Rice)	UniRef90_Q01N55	CHR2V7|COORD:15126767..15129972| E2F3 (E2F TRANSCRIPTION FACTOR-3)	AT2G36010.2	CHR04V5|COORD:702030..697336|protein E2F-related protein, putative, expressed	LOC_Os04g02140.1	" no descriptionvery weakly similar to (94.0)AT5G22220| Symbols: E2FB, ATE2FB, E2F1 | E2F1; transcription factor | chr5:7360752-7364123 FORWARDnot assigned "	RNA.regulation of transcription.E2F/DP transcription factor family	27_3_18

CUST_37673_PI403524517	2	0.6007471	0.2686286	-0.18993092	-0.041549206	-0.5566821	0.041549206	35_10848	"Cluster: Xanthine dehydrogenase, putative; n=2; Oryza sativa (japonica cultivar-group)|Rep: Xanthine dehydrogenase, putative - Oryza sativa (japonica cultivar-g"	UniRef90_Q6AUV1	"CHR4V7|COORD:16618741..16624988| ATXDH1 (XANTHINE DEHYDROGENASE 1); xanthine dehydrogenase"	AT4G34890.1	CHR03V5|COORD:17940465..17953387|protein xanthine dehydrogenase/oxidase, putative, expressed	LOC_Os03g31550.2	"no descriptionmoderately similar to ( 383)AT4G34890| Symbols: ATXDH1 | ATXDH1 (XANTHINE DEHYDROGENASE 1); xanthine dehydrogenase | chr4:16618741-16624988 REVERSEvery weakly similar to (65.5)ALDO1_ORYSAnot assigned FAD_binding_5 XdhA CoxM CO_deh_flav_C PRK09971"	nucleotide metabolism.degradation	23_2

CUST_63434_PI403524517	2	0.17836761	0.64002514	0.092977524	-0.21979237	-0.47626877	-0.09297657	35_18113	"Cluster: NB-ARC domain containing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: NB-ARC domain containing protein - Oryza sativa (japonica cultivar-g"	UniRef90_Q2R4S9	CHR5|COORD:17479839..17484676| disease resistance protein (CC-NBS-LRR class), putative, domain signature CC-NBS-LRR exists, suggestive of a disease resistance	AT5G43470.2	CHR11V5|COORD:15290998..15286474|protein NB-ARC domain containing protein	LOC_Os11g27430.1	 no descriptionvery weakly similar to (70.5)AT5G35450| Symbols:  | disease resistance protein (CC-NBS-LRR class), putative | chr5:13685039-13687915 FORWARDnot assigned 	stress.biotic	20_1

CUST_178688_PI403524517	2	0.06949425	0.16010094	0.011838913	-0.13922119	-0.011838913	-0.13769245	35_49698	"Cluster: Putative F-box containing protein TIR1; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative F-box containing protein TIR1 - Oryza sativa (japonic"	UniRef90_Q6K8E2	CHR4V7|COORD:12613919..12615976| F-box family protein (FBX14)	AT4G24390.2	CHR02V5|COORD:31980085..31983554|protein transport inhibitor response 1 protein, putative, expressed	LOC_Os02g52230.1	no descriptionmoderately similar to ( 306)AT4G24390| Symbols:  | F-box family protein (FBX14) | chr4:12613919-12615976 REVERSEnot assigned	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_152035_PI403524517	2	0.025593758	0.22919178	0.08683777	-0.22750473	-0.110933304	-0.025593758	35_42501	"Cluster: S-ribonuclease-binding protein SBP1-like protein; n=3; commelinids|Rep: S-ribonuclease-binding protein SBP1-like protein - Oryza sativa (japonica"	UniRef90_Q84VC6	"CHR1V7|COORD:17201811..17203120| SBP1 (S-RIBONUCLEASE BINDING PROTEIN 1); protein binding / zinc ion binding"	AT1G45976.1	CHR03V5|COORD:8652651..8655635|protein CONSTANS interacting protein 4, putative, expressed	LOC_Os03g15730.2	"no descriptionweakly similar to ( 109)AT1G45976| Symbols: SBP1 | SBP1 (S-RIBONUCLEASE BINDING PROTEIN 1); protein binding / zinc ion binding | chr1:17201811-17203120 FORWARDnot assigned"	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_51300_PI403524517	2	-0.57192993	0.378767	0.48801613	0.1054678	-0.13594055	-0.10546684	35_14623	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_52900_PI403524517	2	0.1238842	-0.36107922	0.11367607	0.1982193	-0.115190506	-0.11367607	35_15064	Rep: Cathepsin B - Triticum aestivum (Wheat)	UniRef90_Q03107	CHR4V7|COORD:694857..696937| cathepsin B-like cysteine protease, putative	AT4G01610.2	CHR05V5|COORD:14083307..14089202|protein cathepsin B-like cysteine proteinase 3 precursor, putative, expressed	LOC_Os05g24550.6	 no descriptionvery weakly similar to (74.7)AT4G01610| Symbols:  | cathepsin B-like cysteine protease, putative | chr4:694857-696937 FORWARDnot assigned Peptidase_C1A_CathepsinB Peptidase_C1 Pept_C1 	protein.degradation.cysteine protease	29_5_3

CUST_170929_PI403524517	2	-0.06335735	0.472744	0.31086826	0.0392313	-0.0392313	-0.07074547	35_47610	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_51043_PI403524517	2	-8.363724E-4	-0.18080139	0.118395805	-0.019495964	0.118395805	8.363724E-4	35_14554	Rep: Thiol protease aleurain precursor - Hordeum vulgare (Barley)	UniRef90_P05167	"CHR5V7|COORD:24297270..24299378| AALP (ARABIDOPSIS ALEURAIN-LIKE PROTEASE); cysteine-type peptidase"	AT5G60360.1	CHR09V5|COORD:16438141..16442625|protein thiol protease aleurain precursor, putative, expressed	LOC_Os09g27030.3	no descriptionmoderately similar to ( 474)AT5G60360| Symbols: AALP | AALP (ARABIDOPSIS ALEURAIN-LIKE PROTEASE) | chr5:24297270-24299383 FORWARDhighly similar to ( 646)ALEU_HORVUThiol protease aleurain precursor - Hordeum vulgare (Barley)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Peptidase_C1A Peptidase_C1 Pept_C1 Peptidase_C1A_CathepsinB Peptidase_C1A_CathepsinC Peptidase_C1 Peptidase_C1A_CathepsinX COG4870 Inhibitor_I29 PRK07003 PRK12323 PRK12678 Protamine_P1 DUF1509	protein.degradation.cysteine protease	29_5_3

CUST_38691_PI403524517	2	-0.05257082	0.57339096	0.20444107	-0.072004795	-0.7572241	0.052571297	35_11134	"Cluster: Putative dehydroquinate dehydratase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative dehydroquinate dehydratase - Oryza sativa (japonica cult"	UniRef90_Q5ZCU7	"CHR3V7|COORD:1924542..1927707| EMB3004/MEE32 (EMBRYO DEFECTIVE 3004, maternal effect embryo arrest 32); 3-dehydroquinate dehydratase/ NADP binding / shikimate"	AT3G06350.1	CHR12V5|COORD:21201669..21196625|protein shikimate dehydrogenase, putative, expressed	LOC_Os12g34874.1	no description	not assigned.unknown	35_2

CUST_23570_PI399408534	2	0.008833885	0.17560673	0.07839012	-0.014705658	-0.008833885	-0.019934654	35_3540	"Cluster: Putative cleavage stimulation factor subunit 1; n=5; Triticeae|Rep: Putative cleavage stimulation factor subunit 1 - Triticum monococcum (Einkorn wheat"	UniRef90_Q8SAE2	CHR5V7|COORD:24540318..24542881| transducin family protein / WD-40 repeat family protein	AT5G60940.1	CHR03V5|COORD:31073418..31078661|protein cleavage stimulation factor, 50 kDa subunit, putative, expressed	LOC_Os03g54770.1	no descriptionhighly similar to ( 511)AT5G60940| Symbols:  | transducin family protein / WD-40 repeat family protein | chr5:24540983-24542881 FORWARDvery weakly similar to (73.6)PF20_CHLREFlagellar WD repeat-containing protein Pf20 - Chlamydomonas reinhardtiinot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned WD40 COG2319	development.unspecified	33_99

CUST_2596_PI404877155	2	0.10050297	0.34420204	-0.023165703	-0.047002792	-0.082383156	0.023165703	Contig13020_at	putative DHHC-type zinc finger domain-containing protein [Oryza sativa (japonica cultivar-group)] dbj|BAD09072.1| putative DHHC-type zinc fi	XP_483737.1	zinc finger (DHHC type) family protein	At4g15080.1	protein DHHC zinc finger domain, putative	Os09g38970	NONE	RNA.regulation of transcription.unclassified	27_3_99

CUST_3631_PI404877155	2	0.04272747	-0.069862366	-0.07870293	-0.0042085648	0.0042085648	0.116262436	Contig14177_at	putative RNA-binding region RNP-1 and Splicing factor PWI family member protein [Oryza sativa (japonica cultivar-group)]	BAC98582.1	splicing factor PWI domain-containing protein / RNA recognition motif (RRM)-containing protein	At1g60200.1	protein transposon protein, putative, CACTA, En/Spm sub-class	Os08g32100	putative RNA-binding region RNP-1 and Splicing factor PWI family member protein	RNA.processing.splicing	27_1_1

CUST_9005_PI399408534	2	0.06517315	-0.0033454895	-0.09765911	-0.14155865	0.0033445358	0.0044898987	35_4506	"Cluster: Transposon protein, putative, Mutator sub-class, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Transposon protein, putative,"	UniRef90_Q10Q87	CHR2V7|COORD:6365946..6368382| phototropic-responsive NPH3 family protein	AT2G14820.1	CHR03V5|COORD:5508028..5513583|protein transposon protein, putative, Mutator sub-class, expressed	LOC_Os03g10800.3	no descriptionweakly similar to ( 169)AT2G14820| Symbols:  | phototropic-responsive NPH3 family protein | chr2:6365946-6368382 FORWARDweakly similar to ( 115)NPH3_ORYSANPH3	signalling.light	30_11

CUST_153999_PI403524517	2	0.25657558	-0.11118889	-0.029535294	-0.012816429	0.05923748	0.012816429	35_43036	Rep: Plastid division regulator MinD - Sorghum bicolor (Sorghum) (Sorghum vulgare)	UniRef90_Q45RR7	CHR5V7|COORD:8116734..8117714| MIND (ACCUMULATION AND REPLICATION OF CHLOROPLAST 11)	AT5G24020.1	CHR06V5|COORD:409926..412145|protein septum site-determining protein minD, putative, expressed	LOC_Os06g01690.1	 no descriptionweakly similar to ( 117)AT5G24020| Symbols: ARC11, ATMIND1, MIND | MIND (ACCUMULATION AND REPLICATION OF CHLOROPLAST 11) | chr5:8116734-8117714 FORWARDvery weakly similar to (75.9)MIND_MESVIPutative septum site-determining protein minD - Mesostigma viridenot assigned not assigned not assigned not assigned not assigned not assigned not assigned MinD MinD PRK10818 flhG Mrp PRK07764 	cell.division.plastid	31_2_5

CUST_140615_PI403524517	2	0.18266392	-0.17582655	0.115731716	0.115027905	-0.115027905	-0.3048978	35_39425	"Cluster: Hypothetical protein B1123E10.108; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1123E10.108 - Oryza sativa (japonica cultivar"	UniRef90_Q7EY22	CHR1V7|COORD:26559818..26562657| protein kinase, putative	AT1G70460.1	CHR07V5|COORD:13514085..13511435|protein F-box domain containing protein, expressed	LOC_Os07g23900.1	no description	not assigned.unknown	35_2

CUST_66708_PI403524517	2	0.012672424	0.16019344	-0.08600426	0.0014162064	-0.0790863	-0.00141716	35_19049	"Cluster: Muscle derived-like protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Muscle derived-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q84VE3	"CHR5V7|COORD:20703129..20705965| similar to nuclear matrix constituent protein-related [Arabidopsis thaliana] (TAIR:AT1G13220.2); similar to Alpha-taxilin,"	AT5G50840.1	CHR03V5|COORD:9966211..9969439|protein alpha-taxilin, putative, expressed	LOC_Os03g17930.3	" no descriptionmoderately similar to ( 319)AT5G50840| Symbols:  | similar to nuclear matrix constituent protein-related [Arabidopsis thaliana] (TAIR:AT1G13220.2); similar to Alpha-taxilin, putative, expressed [Oryza sativa (japonica cultivar-group)] (GB:ABF95380.1); contains InterPro domain Prefoldin; (InterPro:IPR009053) | chr5:20703129-20705965 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Smc SbcC COG1340 Myosin_tail_1 SCP-1 TACC HOOK DUF827 CALCOCO1 PRK02224 MAD Drf_FH1 "	not assigned.unknown	35_2

CUST_151906_PI403524517	2	0.039043903	0.059638977	-0.03904438	0.32473898	-0.16511106	-0.26831102	35_42468	"Cluster: Tetratricopeptide repeat-containing protein-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: Tetratricopeptide repeat-containing protein-like - O"	UniRef90_Q6Z4S6	CHR4V7|COORD:17512370..17514066| tetratricopeptide repeat (TPR)-containing protein	AT4G37210.2	CHR07V5|COORD:1164093..1167902|protein TPR Domain containing protein, expressed	LOC_Os07g03070.1	no descriptionweakly similar to ( 124)AT4G37210| Symbols:  | tetratricopeptide repeat (TPR)-containing protein | chr4:17512370-17514415 FORWARDnot assigned	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_75879_PI403524517	2	0.17684412	0.33328342	0.076383114	-0.34360647	-0.8402219	-0.076383114	35_21751	"Cluster: Putative DNA helicase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative DNA helicase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6YVI6	CHR5V7|COORD:14136290..14140308| DNA-binding protein, putative	AT5G35970.1	CHR09V5|COORD:2361285..2353824|protein ATP binding protein, putative, expressed	LOC_Os09g04440.2	 no descriptionmoderately similar to ( 427)AT5G35970| Symbols:  | DNA-binding protein, putative | chr5:14136290-14140308 REVERSEnot assigned 	DNA.unspecified	28_99

CUST_87210_PI403524517	2	0.081030846	-0.19550657	0.4600997	0.0053334236	-0.0053339005	-0.1866045	35_24972	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_42388_PI403524517	2	-0.090929985	-0.05651188	0.119457245	0.056510925	0.13730145	-0.12156677	35_12180	"Cluster: Putative ripening regulated protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ripening regulated protein - Oryza sativa (japonica"	UniRef90_Q651I6	CHR5V7|COORD:21306268..21308975| MATE efflux protein-related	AT5G52450.1	CHR06V5|COORD:17193077..17199586|protein transparent testa 12 protein, putative, expressed	LOC_Os06g29844.1	no descriptionweakly similar to ( 131)AT5G52450| Symbols:  | MATE efflux protein-related | chr5:21306268-21308975 REVERSEnot assigned NorM PRK01766	transport.misc	34_99

CUST_70598_PI403524517	2	0.090317726	-0.577919	-0.07540035	-0.010577202	0.11764431	0.010577202	35_20221	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QLN8	"CHR1V7|COORD:5301789..5303291| similar to transducin family protein / WD-40 repeat family protein [Arabidopsis thaliana] (TAIR:AT5G11240.1); similar to"	AT1G15420.1	CHR12V5|COORD:27179569..27176739|protein expressed protein	LOC_Os12g43830.1	" no descriptionvery weakly similar to (79.7)AT1G15420| Symbols:  | similar to transducin family protein / WD-40 repeat family protein [Arabidopsis thaliana] (TAIR:AT5G11240.1); similar to Os12g0634800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001067356.1); similar to Os01g0649000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001043716.1); similar to unnamed protein product [Tetraodon nigroviridis] (GB:CAF99021.1); contains InterPro domain Protein of unknown function NUC189, C-terminal; (InterPro:IPR012979) | chr1:5301789-5303291 REVERSEnot assigned NUC189 "	not assigned.no ontology	35_1

CUST_39181_PI403524517	2	-0.07800865	-0.056840897	-0.021308899	0.19006729	0.021309853	0.08845711	35_11268	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6F3B5	CHR5V7|COORD:5323380..5331348| binding	AT5G16280.1	CHR03V5|COORD:32618769..32630005|protein expressed protein	LOC_Os03g57300.1	no descriptionweakly similar to ( 145)AT5G16280| Symbols:  | binding | chr5:5323380-5331348 REVERSE	not assigned.unknown	35_2

CUST_49699_PI403524517	2	0.058950424	-0.19177628	0.049263	-0.0398674	-0.019400597	0.019399643	35_14173	Rep: Actin-5C - Drosophila melanogaster (Fruit fly)	UniRef90_P10987	CHR5V7|COORD:3052810..3054221| ACT7 (actin 7)	AT5G09810.1	CHR11V5|COORD:3074762..3078111|protein actin-7, putative, expressed	LOC_Os11g06390.6	 no descriptionhighly similar to ( 743)AT5G09810| Symbols: ACT2/7, ACT7 | ACT7 (actin 7) | chr5:3052810-3054221 FORWARDhighly similar to ( 746)ACT3_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned Actin ACTIN ACTIN COG5277 	cell.organisation	31_1

CUST_103423_PI403524517	2	-0.13845062	-0.0021152496	-0.082710266	0.002117157	0.003200531	0.017194748	35_29494	"Cluster: Mitochondrial prohibitin complex protein 2, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Mitochondrial prohibitin complex"	UniRef90_Q10AT9	CHR1V7|COORD:979610..981156| ATPHB2 (PROHIBITIN 2)	AT1G03860.1	CHR03V5|COORD:35324125..35321622|protein mitochondrial prohibitin complex protein 2, putative, expressed	LOC_Os03g62490.1	no descriptionvery weakly similar to (60.5)AT5G44140| Symbols: ATPHB7 | ATPHB7 (PROHIBITIN 7) | chr5:17779718-17780856 FORWARDnot assigned	not assigned.no ontology	35_1

CUST_4898_PI404877155	2	0.036201477	-0.20417976	0.26962662	-0.38726616	0.14177322	-0.03620243	Contig16254_at	0	XP_479797.1	leucine-rich repeat transmembrane protein kinase, putative	At2g45340.1	protein Leucine Rich Repeat, putative	Os08g02440	leucine-rich repeat transmembrane protein kinase, putative	signalling.receptor kinases.leucine rich repeat IV	30_2_4

CUST_567_PI404877155	2	0.008374214	-0.7196255	-0.084630966	0.05852413	-0.008375168	0.042577744	Contig10496_at	OSJNBb0067G11.10 [Oryza sativa (japonica cultivar-group)] ref|XP_471489.1| OSJNBb0067G11.10 [Oryza sativa (japonica cultivar-group)]	CAD39887.2	EF-1-alpha-related GTP-binding protein, putative	At1g18070.1	protein Elongation factor Tu C-terminal domain, putative	Os04g20220	gi|21742566|emb|CAD39891.1| OSJNBb0067G11.14	signalling.G-proteins	30_5

CUST_53054_PI403524517	2	0.14639759	-0.6981602	-0.18610191	0.10159302	0.10115528	-0.10115433	35_15104	"Cluster: Hypothetical protein rps12; n=1; Phalaenopsis aphrodite subsp. formosana|Rep: Hypothetical protein rps12 - Phalaenopsis aphrodite subsp. formosana (Mot"	UniRef90_Q3BAI1	0	0	CHR01V5|COORD:33916953..33908098|protein retrotransposon protein, putative, unclassified	LOC_Os01g58060.1	no description	not assigned.unknown	35_2

CUST_2440_PI404877155	2	0.13662148	-0.5065813	-0.12609005	0.03204918	0.045912743	-0.03204918	Contig12820_at	carbonic anhydrase family protein / carbonate dehydratase family protein [Arabidopsis thaliana] gb|AAK59437.1| putative carbonate dehydratas	NP_567928.1	carbonic anhydrase family protein / carbonate dehydratase family protein	At4g33580.1	protein carbonate dehydratase, putative	Os09g28910	carbonate dehydratase - like protein	TCA / org. transformation.carbonic anhydrases	8_3

CUST_47041_PI403524517	2	-9.241104E-4	-0.45936012	9.2315674E-4	0.2519188	0.10980034	-0.009231567	35_13468	"Cluster: Glucosyltransferase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Glucosyltransferase-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8LJ11	CHR3V7|COORD:5618853..5620839| UDP-glucoronosyl/UDP-glucosyl transferase family protein	AT3G16520.2	CHR01V5|COORD:29176671..29174805|protein anthocyanidin 5,3-O-glucosyltransferase, putative, expressed	LOC_Os01g50200.1	no descriptionvery weakly similar to (91.3)AT3G16520| Symbols:  | UDP-glucoronosyl/UDP-glucosyl transferase family protein | chr3:5618853-5620839 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 Herpes_BLLF1	misc.UDP glucosyl and glucoronyl transferases	26_2

CUST_72589_PI403524517	2	1.0501204	0.076355934	-0.082461834	-0.076355934	-0.28120375	0.19629765	35_20804	"Cluster: Os11g0195100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os11g0195100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IU29	CHR1V7|COORD:7593502..7604141| preprotein translocase secA family protein	AT1G21650.1	CHR11V5|COORD:4757924..4766984|protein ATP binding protein, putative, expressed	LOC_Os11g08980.1	 no descriptionmoderately similar to ( 333)AT1G21650| Symbols:  | preprotein translocase secA family protein | chr1:7593502-7604141 REVERSEmoderately similar to ( 229)SECA_PEAProtein translocase subunit secA, chloroplast precursor - Pisum sativum (Garden pea)PRK12904 SecA_DEAD secA SecA secA secA secA PRK09200 secA secA secA secA secA PRK12326 SecA_PP_bind 	protein.targeting.chloroplast	29_3_3

CUST_157723_PI403524517	2	0.41617298	-0.031217098	0.04213524	0.031217098	-0.17040968	-0.0947237	35_44038	"Cluster: Hypothetical protein P0488B06.39; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0488B06.39 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6YZK1	"CHR1V7|COORD:5184048..5186851| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G73750.1); similar to Os01g0692600 [Oryza sativa (japonica"	AT1G15060.1	CHR01V5|COORD:28904947..28910543|protein expressed protein	LOC_Os01g49760.3	"no descriptionvery weakly similar to (93.6)AT1G15060| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G73750.1); similar to Os01g0692600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001043943.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD82496.1); contains InterPro domain Esterase/lipase/thioesterase; (InterPro:IPR000379) | chr1:5184048-5186851 REVERSEnot assigned not assigned DUF566"	not assigned.unknown	35_2

CUST_137628_PI403524517	2	-0.16400719	0.8589678	-0.17446327	0.3095913	-0.4289713	0.16400623	35_38596	"Cluster: Putative isovaleryl-CoA dehydrogenase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative isovaleryl-CoA dehydrogenase - Oryza sativa (japonica"	UniRef90_Q75IM9	CHR3V7|COORD:16632644..16635833| IVD (ISOVALERYL-COA-DEHYDROGENASE)	AT3G45300.1	CHR05V5|COORD:1452110..1441203|protein isovaleryl-CoA dehydrogenase, mitochondrial precursor, putative, expressed	LOC_Os05g03480.5	 no descriptionvery weakly similar to (94.4)AT3G45300| Symbols: ATIVD, IVD | IVD (ISOVALERYL-COA-DEHYDROGENASE) | chr3:16632644-16635833 REVERSEvery weakly similar to (96.7)IVD2_SOLTUIsovaleryl-CoA dehydrogenase 2, mitochondrial precursor - Solanum tuberosum (Potato)not assigned not assigned IVD CaiA SCAD/SBCAD Acyl-CoA_dh_1 MCAD ACAD IBD VLCAD 	amino acid metabolism.degradation.branched-chain group.leucine	13_2_4_4

CUST_68347_PI403524517	2	-0.040834427	0.39938164	-0.34989643	0.08170223	-0.045815468	0.040834427	35_19542	"Cluster: Putative Tic20 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Tic20 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q84SL1	"CHR4V7|COORD:1464528..1465819| TIC20-IV (TRANSLOCON AT THE INNER ENVELOPE MEMBRANE OF CHLOROPLASTS 20-IV); protein translocase"	AT4G03320.1	CHR07V5|COORD:22852223..22849662|protein tic20-like protein, putative, expressed	LOC_Os07g38110.2	"no descriptionweakly similar to ( 190)AT1G04940| Symbols: TIC20 | TIC20; protein translocase | chr1:1399587-1400615 FORWARDTic20"	protein.targeting.chloroplast	29_3_3

CUST_70658_PI403524517	2	0.14896584	-0.0027647018	-0.12347603	0.0027656555	0.018687248	-0.1254549	35_20243	"Cluster: Hypothetical protein OJ1119_A04.129; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1119_A04.129 - Oryza sativa (japonica cult"	UniRef90_Q8H5I9	CHR4V7|COORD:16153117..16154546| similar to conserved hypothetical protein [Medicago truncatula] (GB:ABD28544.1)	AT4G33625.1	CHR07V5|COORD:976764..980147|protein expressed protein	LOC_Os07g02710.1	no descriptionweakly similar to ( 148)AT4G33625| Symbols:  | similar to conserved hypothetical protein [Medicago truncatula] (GB:ABD28544.1) | chr4:16153117-16154546 REVERSE	not assigned.unknown	35_2

CUST_7162_PI404877155	2	-0.03400135	0.30703735	0.16493416	0.034000397	-0.22485065	-0.07650185	Contig20898_at	glutamate receptor, ionotropic kainate 5 precursor-like protein [Oryza sativa (japonica cultivar-group)] dbj|BAC10393.1| glutamate receptor,	NP_919189.1	glutamate receptor family protein (GLR3.3)	At1g42540.1	protein Receptor family ligand binding region, putative	Os07g01310	NONE	signalling.in sugar and nutrient physiology	30_1

CUST_66956_PI403524517	2	0.12765408	-0.16176367	-0.012037754	0.012038231	0.17597103	-0.038170815	35_19122	"Cluster: Zinc finger family protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Zinc finger family protein,"	UniRef90_Q2QLR6	CHR4V7|COORD:10699393..10701352| zinc finger (C3HC4-type RING finger) family protein	AT4G19670.1	CHR12V5|COORD:26996384..26991676|protein ubiquitin-protein ligase/ zinc ion binding protein, putative, expressed	LOC_Os12g43560.1	no descriptionmoderately similar to ( 387)AT4G19670| Symbols:  | protein binding / zinc ion binding | chr4:10699393-10701352 REVERSEnot assigned not assigned not assigned not assigned IBR IBR	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_57432_PI403524517	2	-2.4110146	0.0056419373	-0.0056419373	2.5459547	-1.5864973	0.6222429	35_16375	"Cluster: Putative elicitor inducible beta-1,3-glucanase NtEIG-E76; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative elicitor inducible beta-1,3-glucana"	UniRef90_Q5N7B6	CHR2V7|COORD:11759693..11760922| glycosyl hydrolase family 17 protein	AT2G27500.2	CHR01V5|COORD:37596572..37601550|protein glucan endo-1,3-beta-glucosidase 7 precursor, putative, expressed	LOC_Os01g64170.1	 no descriptionmoderately similar to ( 394)AT2G27500| Symbols:  | hydrolase, hydrolyzing O-glycosyl compounds | chr2:11759442-11760592 REVERSEmoderately similar to ( 238)E13B_WHEATGlucan endo-1,3-beta-glucosidase precursor - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned Glyco_hydro_17 COG5309 PRK12678 	misc.beta 1,3 glucan hydrolases	26_4

CUST_5592_PI404877155	2	0.17596245	-0.16930962	0.008015633	0.0840683	-0.35245705	-0.008015633	Contig17478_at	tryptophan synthase-related [Arabidopsis thaliana] dbj|BAB10143.1| tryptophan synthase beta chain [Arabidopsis thaliana] gb|AAL91238.1| tryp	NP_198669.1	tryptophan synthase-related	At5g38530.1	protein tryptophan synthase beta chain	Os06g42560	"tryptophan synthase-related, low similarity to tryptophan synthases, beta subunit, from Lactococcus lactis (SP:Q01998), Pyrococcus kodakaraensis (SP:Q9YGB0), Thermus thermophilus (SP:P16609); contains Pfam pyridoxal-phosphate dependent enzyme domain PF002"	amino acid metabolism.synthesis.aromatic aa.tryptophan	13_1_6_5

CUST_95249_PI403524517	2	-0.07867956	-1.1048603	0.94836044	0.23710346	-0.25320148	0.07868004	35_27223	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_128927_PI403524517	2	-0.28633165	-0.18142271	0.10563135	0.5178151	-0.10563135	0.31639433	35_36232	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_52078_PI403524517	2	-0.861289	-0.049951553	0.8012991	0.21616459	0.049952507	-0.19524002	35_14843	"Cluster: 22 kDa drought-inducible protein; n=2; Saccharum officinarum complex|Rep: 22 kDa drought-inducible protein - Saccharum hybrid cultivar"	UniRef90_Q6EBV8	0	0	CHR11V5|COORD:3275328..3274338|protein abscisic stress ripening protein 2, putative, expressed	LOC_Os11g06720.1	no descriptionABA_WDS	not assigned.unknown	35_2

CUST_53011_PI403524517	2	-0.1930275	0.74854565	0.03009224	0.06967735	-0.20820522	-0.030093193	35_15093	"Cluster: 3-ketoacyl-CoA thiolase 2, peroxisomal precursor; n=3; Brassicaceae|Rep: 3-ketoacyl-CoA thiolase 2, peroxisomal precursor - Arabidopsis thaliana"	UniRef90_Q56WD9	"CHR2V7|COORD:14054891..14058060| PED1 (PEROXISOME DEFECTIVE 1); acetyl-CoA C-acyltransferase"	AT2G33150.1	CHR02V5|COORD:35079332..35075010|protein 3-ketoacyl-CoA thiolase 2, peroxisomal precursor, putative, expressed	LOC_Os02g57260.1	" no descriptionhighly similar to ( 634)AT2G33150| Symbols: PED1, KAT2 | PED1 (PEROXISOME DEFECTIVE 1); acetyl-CoA C-acyltransferase | chr2:14054891-14058060 REVERSEnot assigned not assigned not assigned not assigned not assigned thiolase PRK09052 PRK07661 PRK07108 PRK09051 PRK06845 fadA PaaJ PRK06205 PRK05790 PRK08234 PRK07025 PRK07491 PRK06445 PRK05656 PRK09050 PRK08242 PRK07851 PRK07800 PRK07124 PRK08131 Thiolase_N PRK07850 PRK08235 PRK06689 fadI PRK08041 PRK06504 PRK08170 PRK07801 PRK06633 PRK06690 PRK06025 PRK06954 PRK09268 PRK06366 Thiolase_C nondecarbox_cond_enzymes SCP-x_thiolase cond_enzymes PRK08256 PRK07516 PRK06064 PRK06363 PRK06289 PRK08371 PRK06364 FabB PRK06157 PRK12578 "	lipid metabolism.lipid degradation.beta-oxidation.acyl-CoA thioesterase	11_9_4_5

CUST_21217_PI403524517	2	0.07188034	-0.6134815	-0.1668024	0.11621857	-0.028834343	0.028834343	35_6155	"Cluster: Putative beta transducin; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative beta transducin - Oryza sativa (japonica cultivar-group)"	UniRef90_Q67WP2	CHR4V7|COORD:2511210..2517050| transducin family protein / WD-40 repeat family protein	AT4G04940.1	CHR06V5|COORD:26302932..26311361|protein WD repeat-containing protein 36, putative, expressed	LOC_Os06g43690.1	no descriptionweakly similar to ( 128)AT4G04940| Symbols:  | transducin family protein / WD-40 repeat family protein | chr4:2511210-2517050 REVERSEnot assigned Utp21	not assigned.no ontology	35_1

CUST_161766_PI403524517	2	0.008911133	-0.10519886	0.044900894	-0.008910179	0.03622818	-0.08868599	35_45123	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_28195_PI403524517	2	0.016663551	-1.0297356	-0.17753124	0.04072666	-0.016663551	0.07035065	35_8152	"Cluster: Putative prephenate dehydratase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative prephenate dehydratase - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6Z3Y3	CHR3|COORD:2435456..2437971| prephenate dehydratase family protein, similar to P-protein: chorismate mutase, prephenate dehydratase GB:P43900 (Haemophilus influ	AT3G07630.2	CHR07V5|COORD:29581457..29578096|protein P-protein, putative, expressed	LOC_Os07g49390.1	no descriptionmoderately similar to ( 268)AT3G07630| Symbols:  | prephenate dehydratase family protein | chr3:2435463-2437536 FORWARDnot assigned PheA PRK11898 PRK11899 pheA ACT_CM-PDT PDT ACT_AAAH-PDT-like ACT_AAAH	amino acid metabolism.synthesis.aromatic aa.phenylalanine.arogenate dehydratase / prephenate dehydratase	13_1_6_3_1

CUST_31098_PI399408534	2	2.9087067E-4	-0.58851814	-0.030740738	0.009396553	0.023805618	-2.9087067E-4	35_9839	Rep: Delta(14)-sterol reductase - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q9LDR4	"CHR3V7|COORD:19641347..19644090| FK (FACKEL); delta14-sterol reductase"	AT3G52940.1	CHR09V5|COORD:22536132..22540257|protein delta(14)-sterol reductase, putative, expressed	LOC_Os09g39220.1	 no descriptionmoderately similar to ( 279)AT3G52940| Symbols: HYD2, ELL1, FK | FK (FACKEL) | chr3:19642008-19644090 REVERSEnot assigned ERG4_ERG24 STE14 	hormone metabolism.brassinosteroid.synthesis-degradation.sterols.FACKEL	17_3_1_2_4

CUST_27356_PI403524517	2	-0.10870743	0.22798157	-0.029736519	0.0029411316	-0.0029420853	0.0035362244	35_7919	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2R3F0	"CHR5V7|COORD:20762786..20764391| similar to Protein of unknown function DUF1001 [Medicago truncatula] (GB:ABE80209.1); contains InterPro domain Protein of"	AT5G51020.1	CHR11V5|COORD:18480389..18486416|protein expressed protein	LOC_Os11g32160.1	"no descriptionmoderately similar to ( 352)AT5G51020| Symbols:  | similar to Protein of unknown function DUF1001 [Medicago truncatula] (GB:ABE80209.1); contains InterPro domain Protein of unknown function DUF1001; (InterPro:IPR010404) | chr5:20762786-20764391 REVERSEDUF1001"	not assigned.unknown	35_2

CUST_111198_PI403524517	2	0.17886734	-0.11253357	0.058446407	0.2023406	-0.05844593	-0.1329794	35_31577	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_6872_PI404877155	2	0.005645752	0.007619858	-0.013170242	0.11231327	-0.0056447983	-0.061647415	Contig20245_at	putative phospholipase D-like protein [Oryza sativa (japonica cultivar-group)] dbj|BAC00694.1| putative phospholipase D-like protein [Oryza	NP_908573.1	phospholipase D zeta1 / PLDzeta1 (PLDP1)	At3g16785.1	protein Phospholipase D. Active site motif, putative	Os05g29050	"PLDZETA1;PHOSPHOLIPASE D P1;PHOSPHOLIPASE D ZETA 1;phospholipase D zeta1 / PLDzeta1 (PLDP1), identical to phospholipase D zeta1 (Arabidopsis thaliana) GI:15723315, SP:Q9LRZ5 Phospholipase D p1 (EC 3.1.4.4) (AtPLDp1) (Phospholipase D1 PHOX and PX containin"	lipid metabolism.lipid degradation.lysophospholipases	11_9_3

CUST_170471_PI403524517	2	0.0020370483	0.06048584	0.0	-0.11977291	0.0	-0.15625381	35_47484	Rep: Protein At4g14960 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q3EA24	CHR4V7|COORD:8548749..8550315| TUA6 (tubulin alpha-6 chiain)	AT4G14960.1	CHR11V5|COORD:7955967..7958851|protein tubulin alpha-3 chain, putative, expressed	LOC_Os11g14220.2	no descriptionmoderately similar to ( 292)AT4G14960| Symbols: TUA6 | TUA6 (tubulin alpha-6 chiain) | chr4:8548765-8550315 REVERSEmoderately similar to ( 295)TBA_WHEATTubulin alpha chain - Triticum aestivum (Wheat)not assigned not assigned not assigned alpha_tubulin COG5023 Tubulin_FtsZ beta_tubulin Tubulin gamma_tubulin epsilon_tubulin delta_tubulin	cell.organisation	31_1

CUST_21511_PI403524517	2	-0.15729904	-0.065927505	-0.020938873	0.02093792	0.0321455	0.04638481	35_6242	"Cluster: Hypothetical protein OJ1131_E05.126; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1131_E05.126 - Oryza sativa (japonica cult"	UniRef90_Q8H5H1	CHR5V7|COORD:2406069..2407331| F-box family protein	AT5G07610.1	CHR07V5|COORD:20997635..20999614|protein F-box domain containing protein, expressed	LOC_Os07g35050.1	no descriptionvery weakly similar to (65.1)AT5G07610| Symbols:  | F-box family protein | chr5:2406069-2407331 FORWARDPRK12323	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_96425_PI403524517	2	-0.064787865	-0.1918478	0.06478691	0.14048576	-0.20413685	0.12126064	35_27541	"Cluster: Ribonucleoprotein antigen-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Ribonucleoprotein antigen-like - Oryza sativa (japonica cultivar-group"	UniRef90_Q69IN4	CHR2V7|COORD:18020508..18022453| U1 small nuclear ribonucleoprotein 70 kDa, putative	AT2G43370.1	CHR09V5|COORD:19996519..19999313|protein RNA binding protein, putative, expressed	LOC_Os09g33870.1	 no descriptionvery weakly similar to (57.4)AT2G43370| Symbols:  | U1 small nuclear ribonucleoprotein 70 kDa, putative | chr2:18020508-18022453 FORWARD	not assigned.no ontology	35_1

CUST_1684_PI399408534	2	0.2755642	-1.0329838	-0.5408459	0.09100056	0.022688866	-0.022688866	35_5279	"Cluster: Putative ZF-HD homeobox protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ZF-HD homeobox protein - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6YXH5	"CHR5V7|COORD:26153405..26154244| ATHB25/ZFHD2 (ZINC FINGER HOMEODOMAIN 2); DNA binding / transcription factor"	AT5G65410.1	CHR09V5|COORD:17704610..17702753|protein ZF-HD protein dimerisation region containing protein, expressed	LOC_Os09g29130.1	" no descriptionweakly similar to ( 179)AT4G24660| Symbols: ATHB22, MEE68 | ATHB22/MEE68 (ARABIDOPSIS THALIANA HOMEOBOX PROTEIN 22, maternal effect embryo arrest 68); DNA binding / transcription factor | chr4:12724861-12725523 REVERSEnot assigned not assigned not assigned not assigned not assigned ZF-HD_dimer PRK07003 PRK12323 PRK07764 Atrophin-1 TT_ORF1 "	RNA.regulation of transcription.zf-HD	27_3_80

CUST_135585_PI403524517	2	0.026017189	-0.019273281	0.31758356	0.017197609	-0.017197132	-0.053569317	35_38029	"Cluster: Putative CLC-f chloride channel protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative CLC-f chloride channel protein - Oryza sativa (japon"	UniRef90_Q6ZKN1	"CHR1V7|COORD:20791004..20794656| CLC-F (CHLORIDE CHANNEL F); voltage-gated chloride channel"	AT1G55620.2	CHR08V5|COORD:24506167..24512773|protein chloride channel protein CLC-f, putative, expressed	LOC_Os08g38980.1	" no descriptionweakly similar to ( 104)AT1G55620| Symbols: ATCLC-F, CLC-F | CLC-F (CHLORIDE CHANNEL F); voltage-gated chloride channel | chr1:20791004-20794656 REVERSEnot assigned Voltage_gated_ClC Voltage_CLC EriC EriC PRK01862 EriC_like PRK05277 ClC_like ClC_euk ClC_3_like "	transport.unspecified anions	34_18

CUST_46957_PI403524517	2	-0.0064935684	0.6236086	0.061250687	-0.118382454	-0.06348896	0.0064935684	35_13446	"Cluster: Hypothetical protein OSJNBb0036B04.21; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0036B04.21 - Oryza sativa (japonica"	UniRef90_Q5SML1	"CHR4V7|COORD:15098207..15099428| similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD72545.1); contains domain no description"	AT4G30993.1	CHR06V5|COORD:4166025..4161948|protein expressed protein	LOC_Os06g08470.1	no description	not assigned.unknown	35_2

CUST_56665_PI403524517	2	0.056311607	-0.45825386	-0.056311607	0.16695595	-0.13184738	0.106295586	35_16140	"Cluster: Putative tubulin folding cofactor A; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative tubulin folding cofactor A - Oryza sativa (japonica cult"	UniRef90_Q6K6A8	"CHR2V7|COORD:12966889..12967629| KIS (KIESEL); unfolded protein binding"	AT2G30410.1	CHR02V5|COORD:34996873..34998925|protein tubulin-specific chaperone A, putative, expressed	LOC_Os02g57150.1	"no descriptionweakly similar to ( 132)AT2G30410| Symbols: KIS | KIS (KIESEL); unfolded protein binding | chr2:12966889-12967629 FORWARDnot assigned not assigned not assigned TBCA"	protein.folding	29_6

CUST_89276_PI403524517	2	-0.07375622	-0.71683216	-0.37164402	0.11978531	0.13428211	0.073755264	35_25538	Rep: PREDICTED: hypothetical protein - Homo sapiens	UniRef90_UPI0000DD7BA0	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	CHR03V5|COORD:19735740..19731268|protein retrotransposon protein, putative, unclassified	LOC_Os03g35710.1	no description	not assigned.unknown	35_2

CUST_160660_PI403524517	2	-0.052422523	-0.1827488	0.074502945	0.21221447	0.012372017	-0.012372971	35_44831	Rep: Hypothetical protein - Plasmodium berghei	UniRef90_Q4YEI4	CHR5V7|COORD:2479708..2482639| formin homology 2 domain-containing protein / FH2 domain-containing protein	AT5G07780.1	CHR08V5|COORD:395077..393302|protein vegetative cell wall protein gp1 precursor, putative, expressed	LOC_Os08g01690.1	no description	not assigned.unknown	35_2

CUST_40634_PI403524517	2	0.09150028	0.43659592	-0.10781002	-0.13589287	-0.050837517	0.050837517	35_11686	"Cluster: Hypothetical protein OSJNBa0075G19.38; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0075G19.38 - Oryza sativa (japonica"	UniRef90_Q8H625	"CHR1V7|COORD:23232869..23233783| similar to Os06g0104100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001056548.1); similar to PREDICTED: similar to"	AT1G62730.1	CHR06V5|COORD:281348..283945|protein phytoene synthase, putative, expressed	LOC_Os06g01470.1	"no descriptionmoderately similar to ( 317)AT1G62730| Symbols:  | similar to Os06g0104100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001056548.1); similar to PREDICTED: similar to CG15738-PA [Rattus norve (GB:XP_232684.3); contains InterPro domain Terpenoid synthase; (InterPro:IPR008949) | chr1:23232869-23233783 REVERSEnot assigned ERG9 Trans_IPPS_HH"	not assigned.unknown	35_2

CUST_117267_PI403524517	2	-0.42534542	-0.77240086	0.8969083	1.3751235	0.25952387	-0.25952387	35_33231	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_12822_PI399408534	2	-0.25389957	0.40496445	-0.008313179	0.33385277	-0.15217495	0.008313179	35_15694	"Cluster: Putative CCR4-NOT transcription complex subunit 7; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative CCR4-NOT transcription complex subunit 7 -"	UniRef90_Q6EQ06	CHR2V7|COORD:13647906..13648733| CCR4-NOT transcription complex protein, putative	AT2G32070.1	CHR09V5|COORD:14928155..14931396|protein CCR4-NOT transcription complex subunit 7, putative, expressed	LOC_Os09g24990.2	 no descriptionmoderately similar to ( 401)AT2G32070| Symbols:  | CCR4-NOT transcription complex protein, putative | chr2:13647906-13648733 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned CAF1 POP2 Herpes_BLLF1 PRK07003 Tymo_45kd_70kd DUF566 SerH PRK12323 Pneumo_att_G Atrophin-1 HPC2 	RNA.processing.ribonucleases	27_1_19

CUST_151944_PI403524517	2	-0.10308933	0.5980592	0.2225132	-0.32425404	0.103088856	-0.52177143	35_42478	"Cluster: OSJNBb0059K02.16 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: OSJNBb0059K02.16 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XMP5	CHR5V7|COORD:4415811..4420162| alpha-N-acetylglucosaminidase family / NAGLU family	AT5G13690.1	CHR04V5|COORD:32960273..32951140|protein alpha-N-acetylglucosaminidase precursor, putative, expressed	LOC_Os04g55730.1	no descriptionmoderately similar to ( 265)AT5G13690| Symbols:  | alpha-N-acetylglucosaminidase family / NAGLU family | chr5:4415811-4420162 FORWARDnot assigned NAGLU	misc.nitrilases, *nitrile lyases, berberine bridge enzymes, reticuline oxidases, troponine reductases	26_8

CUST_24376_PI403524517	2	-0.035420418	0.23807049	0.09614754	-0.11282349	0.035420418	-0.4449768	35_7073	Rep: Heat-shock protein - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_O49457	CHR4V7|COORD:14073316..14075097| DNAJ heat shock family protein	AT4G28480.1	CHR05V5|COORD:1531459..1535277|protein dnaJ homolog subfamily B member 13, putative, expressed	LOC_Os05g03630.1	no descriptionweakly similar to ( 124)AT4G28480| Symbols:  | heat shock protein binding / unfolded protein binding | chr4:14073316-14075097 FORWARDvery weakly similar to (90.1)DNJH_CUCSADnaJ protein homolog - Cucumis sativus (Cucumber)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DnaJ DnaJ PRK10767 DnaJ CbpA PRK10266 SEC63 ZUO1 djlA PRK07003	stress.abiotic.heat	20_2_1

CUST_121883_PI403524517	2	0.0025205612	-0.7461529	0.339674	-0.0025196075	0.46669865	-0.16240025	35_34412	0	0		0	CHR06V5|COORD:1784890..1784160|protein Q-rich domain protein, putative, expressed	LOC_Os06g04240.1	no description	not assigned.unknown	35_2

CUST_53483_PI403524517	2	-0.36394644	0.8488827	-0.24057055	0.797801	-0.52202463	0.24057007	35_15213	"Cluster: Universal stress protein; n=1; Hordeum vulgare subsp. vulgare|Rep: Universal stress protein - Hordeum vulgare var. distichum (Two-rowed barley)"	UniRef90_Q4VSM2	CHR2V7|COORD:19562115..19563026| universal stress protein (USP) family protein	AT2G47710.1	CHR07V5|COORD:28466708..28468880|protein universal stress protein, putative, expressed	LOC_Os07g47620.1	no descriptionweakly similar to ( 153)AT2G47710| Symbols:  | universal stress protein (USP) family protein | chr2:19562115-19563026 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned USP_Like Usp UspA STK_N PRK12323 PRK12678 PRK07764	stress.abiotic.unspecified	20_2_99

CUST_60990_PI403524517	2	-0.0969429	-0.92549515	-0.0718956	0.07189655	0.09394264	0.08912182	35_17394	"Cluster: Putative asparagine-tRNA ligase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative asparagine-tRNA ligase - Oryza sativa (japonica"	UniRef90_Q93WM3	"CHR5V7|COORD:22953871..22956067| EMB2755 (EMBRYO DEFECTIVE 2755); ATP binding / aminoacyl-tRNA ligase/ asparagine-tRNA ligase/ aspartate-tRNA ligase/ nucleic"	AT5G56680.1	CHR01V5|COORD:15687550..15683647|protein asparaginyl-tRNA synthetase, cytoplasmic 3, putative, expressed	LOC_Os01g27520.1	"no descriptionhighly similar to ( 709)AT5G56680| Symbols: EMB2755 | EMB2755 (EMBRYO DEFECTIVE 2755); ATP binding / aminoacyl-tRNA ligase/ asparagine-tRNA ligase/ aspartate-tRNA ligase/ nucleic acid binding | chr5:22953871-22956067 FORWARDnot assigned not assigned not assigned not assigned not assigned asnC AsnS AsxRS_core tRNA-synt_2 aspC PRK06462 Asp_Lys_Asn_RS_core LysU AspRS_core LysRS_core lysS AspS aspS COG2269"	protein.aa activation.asparagine-tRNA ligase	29_1_22

CUST_11545_PI404877155	2	-0.17847157	0.47206402	0.20500374	-0.17847157	0.02971363	-0.02971363	Contig5235_s_at	putative pre-mRNA splicing factor SF2 [Oryza sativa (japonica cultivar-group)]	BAC79849.1	pre-mRNA splicing factor SF2 (SF2) / SR1 protein	At1g02840.1	protein RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain), putative	Os03g22380	SF2/ASF-like splicing modulator Srp30	RNA.processing	27_1

CUST_150684_PI403524517	2	0.066679	0.47939396	-0.33853102	0.3980689	-0.066678524	-0.55180264	35_42151	"Cluster: Dreg-2 like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Dreg-2 like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q655Y3	CHR5V7|COORD:18062815..18063746| haloacid dehalogenase-like hydrolase family protein	AT5G44730.2	CHR06V5|COORD:27470833..27468977|protein rhythmically expressed gene 2 protein, putative, expressed	LOC_Os06g45440.2	no descriptionmoderately similar to ( 259)AT5G44730| Symbols:  | haloacid dehalogenase-like hydrolase family protein | chr5:18062815-18063746 REVERSEnot assigned	development.unspecified	33_99

CUST_25541_PI399408534	2	-0.029281616	0.13347149	0.052806854	-0.10276413	0.029281616	-0.07168579	35_7881	"Cluster: WD-40 repeat protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: WD-40 repeat protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K4E0	CHR2V7|COORD:8422299..8424822| transducin family protein / WD-40 repeat family protein	AT2G19430.1	CHR09V5|COORD:11911723..11908037|protein THO complex subunit 6, putative, expressed	LOC_Os09g19900.1	no descriptionmoderately similar to ( 378)AT2G19430| Symbols:  | transducin family protein / WD-40 repeat family protein | chr2:8422299-8424822 FORWARDvery weakly similar to (63.9)PF20_CHLREFlagellar WD repeat-containing protein Pf20 - Chlamydomonas reinhardtiinot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned WD40 COG2319 TT_ORF1 Protamine_P1 WD40 PRK12323 PRK07764	RNA.regulation of transcription.unclassified	27_3_99

CUST_31784_PI403524517	2	0.10297632	-0.012133598	0.042096138	-9.0169907E-4	-0.10031843	9.012222E-4	35_9170	"Cluster: Os01g0801100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0801100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JIH6	CHR2V7|COORD:17292809..17295847| ARP (apurinic endonuclease-redox protein)	AT2G41460.1	CHR01V5|COORD:34253379..34256661|protein apurinic endonuclease-redox protein, putative, expressed	LOC_Os01g58690.4	no descriptionweakly similar to ( 195)AT2G41460| Symbols: ARP | ARP (apurinic endonuclease-redox protein) | chr2:17292809-17295847 FORWARDweakly similar to ( 129)APEA_DICDIDNA-(apurinic or apyrimidinic site) lyase - Dictyostelium discoideum (Slime mold)not assigned XthA Exo_endo_phos PRK11756	DNA.synthesis/chromatin structure	28_1

CUST_96287_PI403524517	2	-0.09759617	-0.48179054	0.020227432	0.030695915	0.321743	-0.020228386	35_27505	"Cluster: Os01g0180400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0180400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JQ57	CHR5V7|COORD:3657065..3658389| senescence-associated protein-related	AT5G11460.1	CHR01V5|COORD:4214349..4211835|protein expressed protein	LOC_Os01g08520.1	no descriptionweakly similar to ( 101)AT5G11460| Symbols:  | senescence-associated protein-related | chr5:3657065-3658389 REVERSEDUF581	development.unspecified	33_99

CUST_42251_PI403524517	2	-0.27225018	0.17995167	0.07034874	-0.028551102	-0.21605396	0.028551102	35_12145	"Cluster: Protein kinase 6-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Protein kinase 6-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8LQ53	CHR3V7|COORD:191102..193265| protein kinase, putative	AT3G01490.1	CHR05V5|COORD:28680614..28676880|protein ATP binding protein, putative, expressed	LOC_Os05g50190.1	 no descriptionmoderately similar to ( 330)AT3G01490| Symbols:  | protein kinase, putative | chr3:191102-193265 REVERSEvery weakly similar to (76.6)M2K1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PTKc S_TKc Pkinase_Tyr TyrKc S_TKc Pkinase PTKc_Met_Ron PTKc_Ack_like PTKc_Csk_like PTKc_InsR_like PTKc_Fes_like PTKc_Syk_like PTKc_Chk PTKc_Tec_like PTKc_FGFR PTKc_FAK PTKc_Src_like PTKc_Kit PTKc_Fes PTKc_PDGFR PTKc_Fer PTKc_Frk_like PTKc_Abl PTKc_Srm_Brk PTKc_VEGFR PTKc_RET PTKc_Csk PTKc_FGFR4 PTK_CCK4 PTKc_Lyn PTKc_Lck_Blk PTKc_EphR PTKc_EphR_A2 PTKc_Syk PTKc_Itk PTKc_Musk PTKc_PDGFR_beta PTKc_DDR PTKc_c-ros PTKc_ALK_LTK PTKc_EphR_B PTKc_FGFR2 PTKc_Btk_Bmx PTKc_Jak_rpt2 PTKc_VEGFR3 PTKc_IGF-1R PTKc_Zap-70 PTKc_FGFR3 PTKc_InsR PTKc_VEGFR2 PTKc_FGFR1 PTKc_Tec_Rlk PTKc_Hck PTKc_Trk PTKc_PDGFR_alpha PTKc_CSF-1R PTKc_Axl_like PTKc_Jak2_Jak3_rpt2 PTK_Ryk PTKc_Ror PTKc_Tyro3 PTKc_EphR_A PTKc_Tie1 PTKc_Tie PTKc_EGFR_like PTKc_TrkC PTKc_TrkA PTKc_Tyk2_rpt2 PTKc_Yes PTKc_Fyn_Yrk SPS1 PTKc_Axl PTKc_EGFR PTKc_TrkB PTKc_Tie2 PTKc_Ror1 PTKc_Jak1_rpt2 PTKc_DDR2 PTKc_Src PTKc_HER4 PTKc_DDR_like PTKc_DDR1 PTKc_HER2 PTKc_Ror2 PTKc_EphR_A10 PTK_HER3 PTKc_Aatyk PTKc_Aatyk1_Aatyk3 PTKc_Aatyk2 PTK_Jak_rpt1 PTK_Jak2_Jak3_rpt1 	protein.postranslational modification	29_4

CUST_78892_PI403524517	2	-0.008729935	0.6707554	0.664361	0.008728981	-0.46453762	-0.5786295	35_22625	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_122412_PI403524517	2	0.42912483	-0.036942482	-0.18311691	0.25749874	-0.11937618	0.036943436	35_34547	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_180605_PI403524517	2	0.11308861	0.36759377	-0.097613335	-0.2660427	0.09761238	-0.17438602	35_50226	"Cluster: Hypothetical protein OJ1134F05.20; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1134F05.20 - Oryza sativa (japonica cultivar"	UniRef90_Q8H8A9		0	CHR03V5|COORD:3165850..3169159|protein expressed protein	LOC_Os03g06370.2	no description	not assigned.unknown	35_2

CUST_152333_PI403524517	2	0.2222805	0.24626827	-0.051399708	0.0143175125	-0.014317036	-0.34135437	35_42578	"Cluster: OSJNBa0088A01.18 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0088A01.18 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7F9W1	CHR5V7|COORD:16854775..16858868| zinc finger protein, putative / regulator of chromosome condensation (RCC1) family protein	AT5G42140.1	CHR04V5|COORD:29274839..29279862|protein ZR1 protein, putative	LOC_Os04g49430.1	 no descriptionmoderately similar to ( 262)AT5G42140| Symbols:  | zinc finger protein, putative / regulator of chromosome condensation (RCC1) family protein | chr5:16854775-16858868 REVERSEnot assigned not assigned not assigned not assigned ATS1 	cell.division	31_2

CUST_64708_PI403524517	2	0.27175236	-0.7585292	0.08170462	-0.009455204	-0.27458143	0.009455204	35_18473	"Cluster: Putative insulin degrading enzyme; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative insulin degrading enzyme - Oryza sativa (japonica"	UniRef90_Q5ZCF2	CHR2V7|COORD:17436531..17443188| peptidase M16 family protein / insulinase family protein	AT2G41790.1	CHR01V5|COORD:33292153..33304161|protein insulin-degrading enzyme, putative, expressed	LOC_Os01g57073.1	no descriptionweakly similar to ( 165)AT2G41790| Symbols:  | peptidase M16 family protein / insulinase family protein | chr2:17436531-17443188 REVERSEnot assigned Ptr Peptidase_M16 PqqL	protein.degradation	29_5

CUST_39904_PI403524517	2	0.30770636	0.06952143	-0.19336271	-0.06952143	-0.13911057	0.13947439	35_11477	"Cluster: Rubisco subunit binding-protein beta subunit-like; n=3; Oryza sativa (japonica cultivar-group)|Rep: Rubisco subunit binding-protein beta subunit-like -"	UniRef90_Q5QM96	CHR1V7|COORD:29821050..29823704| ECT8 (evolutionarily conserved C-terminal region 8)	AT1G79270.1	CHR01V5|COORD:28310536..28317231|protein YT521-B-like family protein, expressed	LOC_Os01g48790.3	no descriptionmoderately similar to ( 271)AT1G79270| Symbols: ECT8 | ECT8 (evolutionarily conserved C-terminal region 8) | chr1:29821050-29823704 FORWARDnot assigned not assigned YTH	not assigned.unknown	35_2

CUST_69420_PI403524517	2	0.10603237	-0.5611687	-0.030997276	0.030997276	0.12414169	-0.19122505	35_19863	"Cluster: Hypothetical protein OJ1562_H01.2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1562_H01.2 - Oryza sativa (japonica"	UniRef90_Q6I5Y3	CHR1V7|COORD:11273802..11276515| endonuclease/exonuclease/phosphatase family protein	AT1G31500.1	CHR05V5|COORD:18766799..18762799|protein hydrolase, putative, expressed	LOC_Os05g32330.1	no descriptionmoderately similar to ( 403)AT1G31500| Symbols:  | endonuclease/exonuclease/phosphatase family protein | chr1:11273802-11276515 REVERSEnot assigned not assigned CCR4 Exo_endo_phos	DNA.synthesis/chromatin structure	28_1

CUST_14461_PI404877155	2	0.061372757	0.48693562	0.037143707	-0.072416306	-0.037143707	-0.05617428	Contig8298_at	putative mRNA cap methyltransferase [Oryza sativa (japonica cultivar-group)] ref|XP_507148.1| PREDICTED P0455A11.11 gene product [Oryza sati	XP_480371.1	mRNA capping enzyme family protein	At3g20650.1	protein mRNA capping enzyme, large subunit, putative	Os08g08200	mRNA cap methyltransferase-like protein	RNA.processing	27_1

CUST_179190_PI403524517	2	0.027145386	-0.18877411	0.11653805	-0.03801346	0.15988636	-0.027144432	35_49836	"Cluster: Mitochondrial import receptor subunit tom40-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Mitochondrial import receptor subunit tom40-like - O"	UniRef90_Q5NBN7	CHR1V7|COORD:18671823..18673990| porin family protein	AT1G50400.1	CHR01V5|COORD:9672525..9667577|protein mitochondrial import receptor subunit TOM40 homolog 1, putative, expressed	LOC_Os01g16910.1	no descriptionweakly similar to ( 153)AT1G50400| Symbols:  | porin family protein | chr1:18671823-18673990 FORWARDnot assigned	protein.targeting.mitochondria	29_3_2

CUST_101934_PI403524517	2	0.040107727	0.16863632	0.01919365	-0.10901737	-0.019192696	-0.15564346	35_29082	"Cluster: Alanine aminotransferase; n=2; Oryza sativa|Rep: Alanine aminotransferase - Oryza sativa (indica cultivar-group)"	UniRef90_Q84UX4	CHR1V7|COORD:8268709..8271318| GGT1 (ALANINE-2-OXOGLUTARATE AMINOTRANSFERASE 1)	AT1G23310.1	CHR07V5|COORD:449817..444477|protein alanine aminotransferase 2, putative, expressed	LOC_Os07g01760.3	 no descriptionmoderately similar to ( 258)AT1G23310| Symbols: AOAT1, GGT1 | GGT1 (ALANINE-2-OXOGLUTARATE AMINOTRANSFERASE 1) | chr1:8268797-8271318 REVERSEweakly similar to ( 185)ALA2_HORVUAlanine aminotransferase 2 - Hordeum vulgare (Barley)not assigned not assigned not assigned not assigned COG0436 PRK09265 Aminotran_1_2 PRK08363 MalY PRK07568 PRK08362 PRK07682 PRK06375 PRK05764 PRK07777 PRK06056 PRK06855 PRK06220 PRK06108 PRK05794 PRK08069 PRK09082 PRK07309 HisC PRK07683 PRK07367 PRK09276 PRK06836 PRK03262 ARO8 PRK07681 PRK07212 PRK07310 PRK05957 PRK07778 PRK06348 PRK04635 PRK05942 PRK07337 PRK06290 PRK08443 PRK09148 	amino acid metabolism.synthesis.central amino acid metabolism.alanine.alanine aminotransferase	13_1_1_3_1

CUST_21097_PI403524517	2	0.32147598	0.01649189	-0.038568974	0.012669563	-0.012669086	-0.18454361	35_6122	"Cluster: Os03g0232600 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os03g0232600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DTQ5	CHR3V7|COORD:18485921..18487267| U-box domain-containing protein	AT3G49810.1	CHR03V5|COORD:7010760..7008263|protein ubiquitin-protein ligase, putative, expressed	LOC_Os03g13010.1	no descriptionweakly similar to ( 126)AT3G49810| Symbols:  | U-box domain-containing protein | chr3:18485921-18487267 REVERSEvery weakly similar to (73.9)SPL11_ORYSAUbox U-box PRK07764	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_69508_PI403524517	2	0.17662239	-0.54896545	0.12376785	0.014698982	-0.014698029	-0.17629242	35_19890	Rep: Glutamate receptor 3.1 precursor - Oryza sativa (Rice)	UniRef90_Q7XP59	0	0	CHR04V5|COORD:29351299..29346470|protein glutamate receptor 3.3 precursor, putative, expressed	LOC_Os04g49570.2	no description	not assigned.unknown	35_2

CUST_163564_PI403524517	2	0.31965637	0.14082861	0.14531517	-0.3047843	-0.6937499	-0.14082813	35_45609	"Cluster: Senescence-associated protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Senescence-associated protein-like - Oryza sativa (japonica cultiv"	UniRef90_Q6YS19	CHR1V7|COORD:11689373..11690853| TOM2A (TOBAMOVIRUS MULTIPLICATION 2A)	AT1G32400.2	CHR08V5|COORD:11056156..11049045|protein tetraspanin family protein, expressed	LOC_Os08g18044.1	no descriptionweakly similar to ( 108)AT1G32400| Symbols: TOM2A | TOM2A (TOBAMOVIRUS MULTIPLICATION 2A) | chr1:11689373-11690853 REVERSEnot assigned Tetraspannin	development.unspecified	33_99

CUST_169570_PI403524517	2	0.028151512	0.016832352	-0.10525799	0.074707985	-0.20299959	-0.016831398	35_47229	Rep: SJCHGC01971 protein - Schistosoma japonicum (Blood fluke)	UniRef90_Q3MJW6		0	CHR07V5|COORD:304308..305854|protein oxygen evolving enhancer protein 3 containing protein, expressed	LOC_Os07g01480.1	no description	not assigned.unknown	35_2

CUST_65646_PI403524517	2	0.11982727	0.3947096	0.025684357	-0.02568531	-0.05289364	-0.07492733	35_18750	"Cluster: Putative linalool synthase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative linalool synthase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ZH94	CHR1V7|COORD:22776120..22778352| terpene synthase/cyclase family protein	AT1G61680.1	CHR02V5|COORD:1145779..1151141|protein terpene synthase 2, putative, expressed	LOC_Os02g02930.1	 no descriptionmoderately similar to ( 302)AT1G61680| Symbols:  | terpene synthase/cyclase family protein | chr1:22776120-22778352 REVERSEmoderately similar to ( 239)CASS_RICCOCasbene synthase, chloroplast precursor - Ricinus communis (Castor bean)Terpene_cyclase_plant_C1 Terpene_synth_C Terpene_cyclase_C1 Terpene_synth Isoprenoid_Biosyn_C1 	secondary metabolism.isoprenoids.terpenoids	16_1_5

CUST_148548_PI403524517	2	0.13797808	-0.33533716	0.061134815	-0.061134815	-0.33258057	0.16657591	35_41557	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_38407_PI403524517	2	0.061364174	0.1688261	-0.11944103	-0.06136322	-0.2621622	0.11831856	35_11053	"Cluster: Os03g0306200 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os03g0306200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DSI7	0	0	CHR03V5|COORD:10861878..10845331|protein nucleotide binding protein, putative, expressed	LOC_Os03g19340.1	no description	not assigned.unknown	35_2

CUST_18058_PI404877155	2	0.021621704	-0.052789688	-0.064590454	0.07332039	0.069672585	-0.021621704	HVSMEb0012A18r2_s_at	unnamed protein product [Oryza sativa (japonica cultivar-group)] dbj|BAA90363.1| putative thioredoxin peroxidase [Oryza sativa (japonica cul	NP_912904.1	alkyl hydroperoxide reductase/thiol specific antioxidant (AhpC/TSA)/mal allergen family protein	At3g06050.1	protein phenazine biosynthesis protein PhzF family, putative	Os01g16150	gi|6630684|dbj|BAA88530.1| unnamed protein product	stress.abiotic.unspecified	20_2_99

CUST_6902_PI399408534	2	0.42741346	-0.07664776	0.08836746	0.07664776	-0.2103014	-0.33735275	35_47445	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q75GU4	CHR1V7|COORD:16816094..16817173| DNA binding / ligand-dependent nuclear receptor	AT1G44191.1	CHR03V5|COORD:29348155..29351967|protein expressed protein	LOC_Os03g51380.1	no descriptionvery weakly similar to (55.1)AT1G63850| Symbols:  | PRLI-interacting factor-related | chr1:23700625-23702371 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK12678 PRK07003 Extensin_2 Atrophin-1 DUF1509 Tymo_45kd_70kd Herpes_BLLF1 HPC2 DUF1421 APC_basic DUF566 Drf_FH1 PRK07764 PRK05648 AF-4 GRASP55_65 Pneumo_att_G KAR9 DedD DUF605 infB Herpes_UL32 Herpes_TAF50 Totivirus_coat Pol_Y_like PRK08853 Chon_Sulph_att TonB PRK10819 FAP Gag_spuma DAG1 IER TT_ORF1 PRK11901 PRK06132 PRK08770 Metaviral_G PRK00708 MCPVI Herpes_gI tatB DamX RPH3A_effector	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_97168_PI403524517	2	0.14798164	-0.45780087	-0.040617943	-0.048648834	0.040617943	0.069960594	35_27752	"Cluster: Os07g0208900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0208900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D7U5	CHR4V7|COORD:17336365..17338309| transporter-related	AT4G36790.1	CHR07V5|COORD:5878384..5882658|protein carbohydrate transporter/ sugar porter/ transporter, putative, expressed	LOC_Os07g10820.1	no descriptionmoderately similar to ( 231)AT4G36790| Symbols:  | transporter-related | chr4:17336365-17338309 FORWARDnot assigned not assigned	not assigned.no ontology	35_1

CUST_4593_PI404877155	2	0.18252468	-1.7481656	-0.44342232	0.27502346	-0.059677124	0.05967617	Contig15670_at	P0529E05.19 [Oryza sativa (japonica cultivar-group)]	NP_915540.1	myb family transcription factor	At2g38090.1	protein MYB-like transcription factor DIVARICATA	Os05g37730	"3.5_Tryptophan_Myb   T01589 MYBST1; Species: potato, ."	RNA.regulation of transcription.MYB domain transcription factor family	27_3_25

CUST_176526_PI403524517	2	0.15666151	-0.041517258	0.09630394	0.041517258	-0.47579575	-0.15276861	35_49119	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_80430_PI403524517	2	0.2766781	-0.19116735	-0.068534374	0.52068186	-0.13148451	0.068534374	35_23067	"Cluster: hypothetical protein MG08835.4; n=1; Magnaporthe grisea 70-15|Rep: hypothetical protein MG08835.4 - Magnaporthe grisea 70-15"	UniRef90_UPI000021B4E9	CHR3V7|COORD:5056146..5057948| malate dehydrogenase (NAD), mitochondrial, putative	AT3G15020.1	CHR08V5|COORD:20924719..20921817|protein malate dehydrogenase, mitochondrial precursor, putative, expressed	LOC_Os08g33720.1	"no descriptionmoderately similar to ( 236)AT3G47520| Symbols: MDH | MDH (malate dehydrogenase); malate dehydrogenase | chr3:17524642-17525853 FORWARDmoderately similar to ( 232)MDHG_ORYSAnot assigned not assigned MDH_glycosomal_mitochondrial PRK05086 Mdh LDH_MDH Ldh_1_C LDH-like_MDH PRK06223 LDH MDH Ldh_1_N ldh MDH_cytoplasmic_cytosolic PRK05442"	gluconeogenesis.Malate DH	6_3

CUST_77797_PI403524517	2	-0.06752014	-0.32614422	0.048597336	0.049310684	0.0023765564	-0.0023756027	35_22304	Rep: Nuclease I - Hordeum vulgare (Barley)	UniRef90_Q9SXG1	CHR4V7|COORD:11480536..11482586| bifunctional nuclease, putative	AT4G21590.1	CHR04V5|COORD:33034849..33037559|protein nuclease PA3, putative, expressed	LOC_Os04g55850.2	no description	not assigned.unknown	35_2

CUST_180488_PI403524517	2	0.0443058	0.43068027	0.17153835	-0.08777809	-0.1763649	-0.044304848	35_50195	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_20548_PI399408534	2	0.06660557	-0.427989	-0.17510891	0.43805885	-0.06660509	0.17456436	35_12713	"Cluster: Os03g0113500 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os03g0113500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DVT8	"CHR1V7|COORD:12051839..12054300| AT-GTL1 (Arabidopsis thaliana GT2-like 1); transcription factor"	AT1G33240.1	CHR03V5|COORD:734515..730369|protein AT-GTL1, putative, expressed	LOC_Os03g02240.1	"no descriptionvery weakly similar to (94.4)AT1G33240| Symbols: AT-GTL2 | AT-GTL1 (Arabidopsis thaliana GT2-like 1); transcription factor | chr1:12051839-12054300 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK10263 PRK05648 PRK07764 PRK08853 TT_ORF1 PRK10856 DUF1421"	RNA.regulation of transcription.Trihelix, Triple-Helix transcription factor family	27_3_30

CUST_7255_PI399408534	2	0.2598319	0.44390726	-0.061454296	-0.16835165	0.061454296	-0.27751493	35_9415	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QM41	CHR1V7|COORD:2646304..2649103| GTP-binding family protein	AT1G08410.1	CHR12V5|COORD:26304561..26300655|protein GTP binding protein, putative, expressed	LOC_Os12g42370.1	no descriptionmoderately similar to ( 355)AT2G27200| Symbols:  | GTP-binding family protein | chr2:11632527-11635037 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned HSR1_MMR1 COG1161 YlqF_related_GTPase MJ1464 Nucleostemin_like NGP_1 YlqF rbgA MMR_HSR1 PRK07003 PRK12323 YqeH Drf_FH1 HPC2 Extensin_2 PRK07764	signalling.G-proteins	30_5

CUST_59810_PI403524517	2	0.03891182	-0.65688705	-0.028428078	0.1526308	0.028428078	-0.043066025	35_17052	"Cluster: Putative beta-N-acetylhexosaminidase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative beta-N-acetylhexosaminidase - Oryza sativa (japonica"	UniRef90_Q65XA2	CHR3V7|COORD:20500294..20503835| glycosyl hydrolase family 20 protein	AT3G55260.1	CHR05V5|COORD:848821..842991|protein beta-hexosaminidase beta chain precursor, putative, expressed	LOC_Os05g02510.1	no descriptionhighly similar to ( 736)AT3G55260| Symbols:  | glycosyl hydrolase family 20 protein | chr3:20500294-20503835 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Glyco_hydro_20 Chb Glyco_hydro_20b TT_ORF1 Tymo_45kd_70kd PRK12323 PRK07764	not assigned.no ontology	35_1

CUST_95121_PI403524517	2	0.36251593	-0.044679165	-0.057244778	0.1378398	-0.053455353	0.044679165	35_27183	Rep: Putative tRNA synthase - Oryza sativa (Rice)	UniRef90_Q94HL3	CHR5V7|COORD:4660242..4662546| pseudouridylate synthase TruB family protein	AT5G14460.1	CHR05V5|COORD:431252..426774|protein pseudouridylate synthase/ transporter, putative, expressed	LOC_Os05g01750.1	no descriptionweakly similar to ( 123)AT5G14460| Symbols:  | pseudouridylate synthase TruB family protein | chr5:4660242-4662546 REVERSEnot assigned not assigned not assigned not assigned DUF566	protein.aa activation.pseudouridylate synthase	29_1_30

CUST_56748_PI403524517	2	0.015717506	0.6223154	0.117741585	-0.06996155	-0.015716553	-0.097886086	35_16163	"Cluster: Putative eukaryotic initiation factor subunit; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative eukaryotic initiation factor subunit - Oryza s"	UniRef90_Q8S7Q0	"CHR5V7|COORD:8973423..8976761| EIF3B-2 (eukaryotic translation initiation factor 3B-2); nucleic acid binding / translation initiation factor"	AT5G25780.1	CHR10V5|COORD:22238108..22233670|protein eukaryotic translation initiation factor 3 subunit 9, putative, expressed	LOC_Os10g41960.1	" no descriptionmoderately similar to ( 347)AT5G27640| Symbols: EIF3B, ATEIF3B-1, EIF3B-1, ATTIF3B1, TIF3B1 | TIF3B1 (EUKARYOTIC TRANSLATION INITIATION FACTOR 3B); nucleic acid binding / translation initiation factor | chr5:9781210-9784762 REVERSEmoderately similar to ( 301)IF39_TOBACnot assigned not assigned COG5354 eIF2A "	protein.synthesis.initiation	29_2_3

CUST_75047_PI403524517	2	0.31342602	2.2299309	-0.080498695	0.08049965	-0.1459446	-0.1302967	35_21512	"Cluster: S-adenosylmethionine:2-demethylmenaquinone methyltransferase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep:"	UniRef90_Q6Z6G8	CHR5|COORD:5374062..5375462| dimethylmenaquinone methyltransferase family protein, similar to bacterial S-adenosylmethionine:2-demethylmenaquinone	AT5G16450.2	CHR02V5|COORD:32084304..32082213|protein regulator of ribonuclease activity A, putative, expressed	LOC_Os02g52430.2	no descriptionmoderately similar to ( 235)AT5G16450| Symbols:  | dimethylmenaquinone methyltransferase family protein | chr5:5374360-5375345 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned PRK09372 MenG PRK12487 Methyltransf_6 PRK06201 PRK07028 PRK12678 PRK09262 PRK12764 PRK07764 PRK08245 Drf_FH1	C1-metabolism	25

CUST_50921_PI403524517	2	-0.0554924	0.012628555	-0.07619858	0.08223915	0.10302162	-0.012628555	35_14524	"Cluster: Os09g0501700 protein; n=4; Oryza sativa|Rep: Os09g0501700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J0R0	CHR4V7|COORD:10035727..10036487| 60S ribosomal protein L32 (RPL32A)	AT4G18100.1	CHR09V5|COORD:19420668..19418500|protein 60S ribosomal protein L32, putative, expressed	LOC_Os09g32532.2	no descriptionmoderately similar to ( 211)AT4G18100| Symbols:  | 60S ribosomal protein L32 (RPL32A) | chr4:10035727-10036487 REVERSEvery weakly similar to (73.6)RL32_MAIZE60S ribosomal protein L32 - Zea mays (Maize)not assigned Ribosomal_L32e RPL32 rpl32e PRK12766	protein.synthesis.misc ribososomal protein	29_2_2

CUST_72077_PI403524517	2	0.36234665	-2.6610565	-0.46382475	0.10914612	-0.018898487	0.018898487	35_20661	"Cluster: Hypothetical protein OSJNBa0018K15.17; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0018K15.17 - Oryza sativa (japonica"	UniRef90_Q75GM2	"CHR5V7|COORD:359151..360864| STN8 (state transition 8); kinase"	AT5G01920.1	CHR05V5|COORD:23515818..23518185|protein serine/threonine-protein kinase SNT7, chloroplast precursor, putative, expressed	LOC_Os05g40180.1	" no descriptionmoderately similar to ( 206)AT5G01920| Symbols: STN8 | STN8 (state transition 8); kinase | chr5:359151-360864 FORWARDvery weakly similar to (95.1)STT7_CHLRESerine/threonine-protein kinase stt7, chloroplast precursor - Chlamydomonas reinhardtiinot assigned not assigned "	PS.lightreaction.state transition	1_1_30

CUST_27924_PI399408534	2	-0.0021066666	-0.44129848	0.06665802	0.0021066666	-0.39364004	0.06466675	35_9988	"Cluster: PHD finger-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: PHD finger-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7F8S7	"CHR3V7|COORD:173323..182045| MBD9 (METHYL-CPG-BINDING DOMAIN 9); DNA binding"	AT3G01460.1	CHR02V5|COORD:5145550..5151128|protein PHD-finger family protein, expressed	LOC_Os02g09920.1	"no descriptionweakly similar to ( 118)AT3G01460| Symbols: MBD9 | MBD9 (METHYL-CPG-BINDING DOMAIN 9); DNA binding | chr3:173323-182045 FORWARD"	RNA.regulation of transcription.Methyl binding domain proteins	27_3_59

CUST_112973_PI403524517	2	-0.028969765	0.0041894913	-0.0041894913	0.17682934	0.21261501	-0.10160637	35_32066	Rep: Pg4 - Hordeum vulgare (Barley)	UniRef90_Q5EXM1	"CHR1V7|COORD:22546644..22548020| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G09300.1); similar to pg4 [Hordeum vulgare] (GB:AAV65331.1);"	AT1G61150.4	CHR03V5|COORD:7111680..7115147|protein pg4, putative, expressed	LOC_Os03g13220.1	" no descriptionweakly similar to ( 128)AT1G61150| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G09300.1); similar to pg4 [Hordeum vulgare] (GB:AAV65331.1); contains InterPro domain CTLH, C-terminal to LisH motif; (InterPro:IPR006595); contains InterPro domain CT11-RanBPM; (InterPro:IPR013144) | chr1:22546969-22548020 FORWARDnot assigned not assigned PRK12323 "	not assigned.unknown	35_2

CUST_75695_PI403524517	2	-0.044901848	-0.0016269684	0.056399345	0.001627922	0.05661297	-0.12189484	35_21698	Rep: OSJNBa0038P21.12 protein - Oryza sativa (Rice)	UniRef90_Q7XKR9	"CHR4V7|COORD:8158640..8165003| PAKRP1 (PHRAGMOPLAST-ASSOCIATED KINESIN-RELATED PROTEIN 1); microtubule motor"	AT4G14150.1	CHR04V5|COORD:16511596..16520085|protein kinesin-related family protein, expressed	LOC_Os04g28260.1	"no descriptionvery weakly similar to (58.2)AT4G14150| Symbols: PAKRP1 | PAKRP1 (PHRAGMOPLAST-ASSOCIATED KINESIN-RELATED PROTEIN 1); microtubule motor | chr4:8158640-8165003 REVERSEKinesin-related"	cell.organisation	31_1

CUST_169051_PI403524517	2	0.2259283	-0.11718607	-0.06574345	0.06574297	0.28932	-0.36811447	35_47078	Rep: Hypothetical protein 5K14.5 - Triticum monococcum (Einkorn wheat) (Small spelt)	UniRef90_Q5NKQ9	"CHR2V7|COORD:16590291..16593061| ATBPM3; protein binding"	AT2G39760.1	CHR10V5|COORD:14951769..14950564|protein ATBPM6, putative	LOC_Os10g29410.1	"no descriptionvery weakly similar to (65.9)AT2G39760| Symbols: ATBPM3 | ATBPM3; protein binding | chr2:16590291-16591893 FORWARDMATH TT_ORF1 MATH_SPOP Protamine_P1"	protein.degradation.ubiquitin.E3.BTB/POZ Cullin3.BTB/POZ	29_5_11_4_5_2

CUST_12412_PI404877155	2	-0.1238451	0.5209236	-0.17315865	0.13808918	-0.25265026	0.1238451	Contig6159_at	bHLH transcription factor PTF1 [Oryza sativa]	AAO73566.1	basic helix-loop-helix (bHLH) family protein	At5g58010.1	protein bHLH transcription factor PTF1	Os06g09370	bHLH transcription factor PTF1	RNA.regulation of transcription.bHLH,Basic Helix-Loop-Helix family	27_3_06

CUST_126914_PI403524517	2	0.45829535	0.8166075	-0.66674757	-0.016400814	-0.073949814	0.01640129	35_35711	"Cluster: Putative stripe rust resistance protein Yr10; n=2; Sorghum bicolor|Rep: Putative stripe rust resistance protein Yr10 - Sorghum bicolor (Sorghum) (Sorgh"	UniRef90_Q8LJX9	CHR1V7|COORD:21699830..21702783| disease resistance protein (CC-NBS-LRR class), putative	AT1G58400.1	CHR11V5|COORD:19949015..19943549|protein NB-ARC domain containing protein, expressed	LOC_Os11g34880.1	no descriptionnot assigned NB-ARC	not assigned.unknown	35_2

CUST_26425_PI403524517	2	-0.14637947	-0.70643806	-0.15186024	0.8754339	0.7782326	0.14637852	35_7656	"Cluster: Putative MYB transcription factor; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative MYB transcription factor - Oryza sativa (japonica"	UniRef90_Q5N9B7	0	0	CHR01V5|COORD:37092143..37090028|protein MYB transcription factor, putative, expressed	LOC_Os01g63460.1	no description	not assigned.unknown	35_2

CUST_138336_PI403524517	2	0.0797596	0.5349102	-0.05392742	-0.08100891	-0.27598953	0.053928375	35_38800	"Cluster: ABI3-interacting protein-related; n=1; Oryza sativa (japonica cultivar-group)|Rep: ABI3-interacting protein-related - Oryza sativa (japonica cultivar-g"	UniRef90_Q5W6K5	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	CHR03V5|COORD:21703226..21706318|protein expressed protein	LOC_Os03g39160.1	no descriptionFrigida	not assigned.unknown	35_2

CUST_112497_PI403524517	2	0.09762478	0.19463062	-0.30596924	-0.097625256	-0.9203973	0.14511299	35_31934	Rep: OSIGBa0125M19.7 protein - Oryza sativa (Rice)	UniRef90_Q00RH9	"CHR2V7|COORD:15822012..15824039| RLK (RECEPTOR LECTIN KINASE); kinase"	AT2G37710.1	CHR04V5|COORD:26357009..26359683|protein protein kinase, putative, expressed	LOC_Os04g44910.1	"no descriptionweakly similar to ( 182)AT2G37710| Symbols: RLK | RLK (RECEPTOR LECTIN KINASE); kinase | chr2:15822012-15824039 REVERSEvery weakly similar to (60.8)LEC2_MEDTRTruncated lectin 2 precursor - Medicago truncatula (Barrel medic)not assigned not assigned Lectin_legB Herpes_BLLF1 PRK07003"	misc.myrosinases-lectin-jacalin	26_16

CUST_18174_PI399408534	2	-0.5295515	-1.01056	0.6500511	0.28499603	0.16239071	-0.16239071	35_3732	"Cluster: Putative 12-oxophytodienoate reductase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative 12-oxophytodienoate reductase - Oryza sativa (japonic"	UniRef90_Q6Z965	"CHR2V7|COORD:2359237..2361968| OPR3 (OPDA-REDUCTASE 3); 12-oxophytodienoate reductase"	AT2G06050.1	CHR08V5|COORD:22414344..22417898|protein 12-oxophytodienoate reductase 3, putative, expressed	LOC_Os08g35740.1	no descriptionhighly similar to ( 556)AT2G06050| Symbols: OPR3 | OPR3 (OPDA-REDUCTASE 3) | chr2:2359237-2361968 REVERSEnot assigned OYE_like_FMN NemA PRK10605 Oxidored_FMN OYE_like_FMN_family OYE_like_5_FMN OYE_YqiM_FMN OYE_like_4_FMN OYE_like_3_FMN PRK08255 OYE_like_2_FMN DCR_FMN ER_like_FMN TMADH_HD_FMN	hormone metabolism.jasmonate.synthesis-degradation.12-Oxo-PDA-reductase	17_7_1_5

CUST_5453_PI403524517	2	0.017652512	-0.70833635	-0.18650818	0.18349361	-0.017651558	0.10684013	35_1504	"Cluster: 68 kDa protein HP68; n=2; Magnoliophyta|Rep: 68 kDa protein HP68 - Triticum aestivum (Wheat)"	UniRef90_Q93YY0	CHR4V7|COORD:10501917..10504787| ATRLI2 (Arabidopsis thaliana RNase L inhibitor protein 2)	AT4G19210.1	CHR11V5|COORD:19627729..19633072|protein ATP-binding cassette sub-family E member 1, putative, expressed	LOC_Os11g34350.1	no descriptionnearly identical (1097)AT4G19210| Symbols: ATRLI2 | ATRLI2 (Arabidopsis thaliana RNase L inhibitor protein 2) | chr4:10501917-10504787 FORWARDvery weakly similar to (84.3)CYSA_CHLVUProbable sulfate/thiosulfate import ATP-binding protein cysA - Chlorella vulgaris (Green alga)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG1245 ABC_RNaseL_inhibitor_domain1 ABC_RNaseL_inhibitor_domain2 ABC_RNaseL_inhibitor COG1123 MglA CbiO ABC_cobalt_CbiO_domain1 ABC_tran MalK ABC_ModC_like ABC_MalK_N ABC_Iron-Siderophores_B12_Hemin CcmA ZnuC ABC_Carb_Solutes_like ABC_Metallic_Cations ABC_Class3 FepC ABC_cobalt_CbiO_domain2 ABC_ATPase CydD ABC_DR_subfamily_A PotA TauB CysA ABC_NrtD_SsuB_transporters ABC_MJ0796_Lo1CDE_FtsE ABCC_MRP_Like COG4559 ABC_ModC_molybdenum_transporter ABC_NikE_OppD_transporters ABC_Mj1267_LivG_branched NatA PRK11147 Uup ABC_CysA_sulfate_importer SalX COG3845 ModC ABC_subfamily_A fecE DppF SunT COG4172 CydC ABC_drug_resistance_like ugpC ABC_HisP_GlnQ_permeases PRK10851 CeuD COG4674 COG3638 ABC_NatA_sodium_exporter ABC_KpsT_Wzt ABCF_EF-3 PRK11000 LivG GlnQ OpuBA MdlB PRK10636 PhnK PhnK znuC AppF btuD phnK ABC_Org_Solvent_Resistant PRK03695 DppD ABCC_bacteriocin_exporters ThiQ ABC_PhnC_transporter COG4619 ABC_PstB_phosphate_transporter thiQ PvdE ABC_FtsE_transporter PRK11819 ABC_Carb_Monos_I ABC_OpuCA_Osmoprotection BtuD ABCC_MRP_domain1 ABC_PotA_N araG TagH potA PRK10762 LivF ABC_DrrA Ttg2A ABC_BcrA_bacitracin_resist ABC_UvrA AbcC ssuB ABC_NatA_like PRK11174 modC TauB ABC_putative_ATPase ABC_ThiQ_thiamine_transporter ABCC_cytochrome_bd ABC_MetN_methionine_transporter ABC_TM1139_LivF_branched ABC_Pro_Gly_Bertaine PRK09700 YhbG ABC_YhbG ModF PRK10575 ProV fbpC ArtP PRK11160 ABC_FeS_Assembly CcmA FtsE COG4586 PRK10247 artP ABCG_White PRK10535 sufC ABCC_Hemolysin ABCC_Glucan_exporter_like ABC_CcmA_heme_exporter livG COG4181 ABCC_MsbA potG ABCC_CFTR1 ABCC_ATM1_transporter ABCC_TAP ABCC_Protease_Secretion PRK10982 PRK10522 PRK10253 tauB PRK10419 ABC_PDR_domain1 PstB PRK11264 COG4152 ABC_Carb_Monos_II glnQ HisP COG1144 ABC_Class2 PRK10908 ATM1 ABC_MTABC3_MDL1_MDL2 ArpD ABCG_EPDR HycB PRK10938 PRK10895 PRK10619 SapF COG4231 PRK11176 lolD ABC_Rad50 UvrA ABC_UvrA_I RLI COG4178 PRK07118 PhnL ycf16 SbcC PRK10070 PRK10789 AAA	transport.ABC transporters and multidrug resistance systems	34_16

CUST_18442_PI404877155	2	0.045000076	0.03470421	-0.090727806	-0.020521164	-0.099552155	0.020521164	HVSMEi0003A22r2_s_at	high-glucose-regulated protein 8-like [Oryza sativa (japonica cultivar-group)]	BAC84576.1	expressed protein	At3g13460.1	protein YT521-B-like family, putative	Os07g07490	high-glucose-regulated protein 8-like	minor CHO metabolism.others	3_5

CUST_171625_PI403524517	2	1.705759	0.13969326	-0.072999	-0.057002068	0.025776863	-0.025777817	35_47822	"Cluster: Os02g0635700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os02g0635700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DZA4	"CHR5V7|COORD:2677154..2678604| similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD25105.1); contains domain gb def: Hypothetical"	AT5G08320.1	CHR02V5|COORD:25486086..25488248|protein expressed protein	LOC_Os02g42374.2	"no descriptionweakly similar to ( 108)AT5G08320| Symbols:  | similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD25105.1); contains domain gb def: Hypothetical protein F8L15_50 (PTHR15967:SF3); contains domain FAMILY NOT NAMED (PTHR15967) | chr5:2677154-2678604 FORWARDnot assigned"	not assigned.unknown	35_2

CUST_103626_PI403524517	2	0.014357567	-0.37837124	-0.014358044	0.38384438	-0.16959667	0.48245096	35_29546	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_132980_PI403524517	2	0.02183342	0.0043878555	-0.098703384	0.022195816	-0.10805702	-0.004386902	35_37341	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_132641_PI403524517	2	0.04711628	-0.30103683	0.027635098	-0.02763462	-0.1627369	0.039737225	35_37249	Rep: H0811D08.10 protein - Oryza sativa (Rice)	UniRef90_Q25AN5	"CHR5V7|COORD:3410639..3412560| UBP22 (UBIQUITIN-SPECIFIC PROTEASE 22); ubiquitin-specific protease"	AT5G10790.1	CHR04V5|COORD:32718141..32714084|protein ubiquitin carboxyl-terminal hydrolase 22, putative, expressed	LOC_Os04g55360.1	"no descriptionweakly similar to ( 129)AT5G10790| Symbols: UBP22 | UBP22 (UBIQUITIN-SPECIFIC PROTEASE 22); ubiquitin-specific protease | chr5:3410639-3412560 FORWARDnot assigned not assigned not assigned not assigned not assigned Peptidase_C19D UCH Peptidase_C19E Peptidase_C19 Peptidase_C19R Peptidase_C19G peptidase_C19C Peptidase_C19K Peptidase_C19L Peptidase_C19H UBP5 UBP12"	protein.degradation.ubiquitin.ubiquitin protease	29_5_11_5

CUST_169639_PI403524517	2	0.07182503	0.20498753	0.043891907	-0.04389143	-0.40036106	-0.07572174	35_47250	"Cluster: Hypothetical protein; n=1; Anaeromyxobacter sp. Fw109-5|Rep: Hypothetical protein - Anaeromyxobacter sp. Fw109-5"	UniRef90_A1I4G4	CHR1V7|COORD:6978101..6985306| family II extracellular lipase, putative	AT1G20130.1	CHR09V5|COORD:17140365..17142324|protein heat shock protein, putative, expressed	LOC_Os09g28220.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07764 Drf_FH1 PRK12323 DUF1777 PRK07003 PRK10819 PRK05648 Atrophin-1 Extensin_2 Tymo_45kd_70kd MCPVI DUF1210 TonB API5	not assigned.unknown	35_2

CUST_18965_PI404877155	2	-0.067952156	0.12590694	0.08867073	-0.060341835	-0.074970245	0.06034279	HY01F11u_at	P0681B11.26 [Oryza sativa (japonica cultivar-group)] dbj|BAB78659.1| P0681B11.26 [Oryza sativa (japonica cultivar-group)]	NP_917569.1	zinc finger (DNL type) family protein	At1g68730.1	protein DNL zinc finger, putative	Os01g42050	zinc finger (DNL type) family protein, contains Pfam profile PF05180: DNL zinc finger	RNA.regulation of transcription.putative DNA-binding protein	27_3_67

CUST_25120_PI403524517	2	-0.031617165	0.06105137	-0.039735794	0.082304	-0.19434929	0.03161621	35_7287	"Cluster: Os06g0530300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0530300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DBT1	"CHR3V7|COORD:4029252..4030268| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G24350.1); similar to Acid phosphatase/vanadium-dependent"	AT3G12685.1	CHR06V5|COORD:19735509..19739939|protein uncharacterized BCR, COG1963 family protein, expressed	LOC_Os06g33930.1	"no descriptionweakly similar to ( 143)AT3G12685| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G24350.1); similar to Acid phosphatase/vanadium-dependent haloperoxidase related [Medicago truncatula] (GB:ABE86902.1); contains InterPro domain Acid phosphatase/vanadium-dependent haloperoxidase; (InterPro:IPR008934); contains InterPro domain Acid phosphatase/vanadium-dependent haloperoxidase related; (InterPro:IPR003832) | chr3:4029252-4030268 REVERSECOG1963 DUF212"	not assigned.unknown	35_2

CUST_33443_PI403524517	2	0.059081078	-0.05908203	-0.13796139	0.15656757	-0.20149422	0.21583462	35_9644	"Cluster: Tyrosine specific protein phosphatase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Tyrosine specific protein phosphatase-like - Oryza sativa"	UniRef90_Q6ZHH2	0	0	CHR02V5|COORD:32531029..32529506|protein expressed protein	LOC_Os02g53150.1	no description	not assigned.unknown	35_2

CUST_153323_PI403524517	2	-0.08379364	0.24381256	0.016719818	0.024367332	-0.016719818	-0.09137821	35_42852	Rep: OSJNBb0004A17.10 protein - Oryza sativa (Rice)	UniRef90_Q7XPH9	CHR1V7|COORD:25812961..25813793| AGP19/ATAGP19 (ARABINOGALACTAN-PROTEIN 19)	AT1G68725.1	CHR04V5|COORD:34105685..34102288|protein expressed protein	LOC_Os04g57650.1	no description	not assigned.unknown	35_2

CUST_2452_PI404877155	2	0.0015211105	0.16681194	0.15164757	-0.12743759	-0.08573055	-0.0015201569	Contig12844_at	B1066G12.10 [Oryza sativa (japonica cultivar-group)] dbj|BAB89436.1| B1066G12.10 [Oryza sativa (japonica cultivar-group)]	NP_913612.1	D-Tyr-tRNA(Tyr) deacylase family protein	At4g18460.1	protein D-tyrosyl-tRNA(Tyr) deacylase	Os01g14040	D-Tyr-tRNA(Tyr) deacylase family protein, contains Pfam profile: PF02580 D-Tyr-tRNA(Tyr) deacylase	RNA.regulation of transcription.Orphan family	27_3_34

CUST_20446_PI403524517	2	0.056352615	-0.5803709	0.069851875	-0.1015234	-0.015041351	0.015040398	35_5931	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_79905_PI403524517	2	-0.067588806	0.49605083	0.032030106	0.1128006	-0.032030106	-0.12834167	35_22915	"Cluster: Putative disease resistance protein Hcr2-5D; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative disease resistance protein Hcr2-5D - Oryza sativ"	UniRef90_Q6K7R2	CHR3V7|COORD:5203387..5207286| leucine-rich repeat family protein	AT3G15410.1	CHR02V5|COORD:35527222..35520718|protein leucine-rich repeat-containing protein 40, putative, expressed	LOC_Os02g58030.1	no descriptionmoderately similar to ( 484)AT3G15410| Symbols:  | leucine-rich repeat family protein | chr3:5203387-5207286 FORWARDvery weakly similar to (87.0)RPK1_IPONIReceptor-like protein kinase precursor - Ipomoea nil (Japanese morning glory) (Pharbitis nil)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG4886 LRR_RI	stress.biotic	20_1

CUST_12628_PI404877155	2	-0.20733356	0.1172657	0.26056576	0.04663372	-0.17981815	-0.04663372	Contig6356_at	putative ethylene-responsive protein [Oryza sativa (japonica cultivar-group)] dbj|BAD08104.1| ethylene-responsive protein-like [Oryza sativa	AAL87161.1	universal stress protein (USP) family protein	At5g14680.1	protein universal stress protein family	Os02g47840	putative ethylene-responsive protein	stress.abiotic.unspecified	20_2_99

CUST_83475_PI403524517	2	0.02223301	-0.22266579	-0.031074524	0.09396076	0.1726141	-0.02223301	35_23933	"Cluster: Os04g0613200 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os04g0613200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JA71	CHR4V7|COORD:10849921..10852100| QRT3 (QUARTET 3)	AT4G20050.1	CHR04V5|COORD:30870084..30873790|protein QRT3, putative, expressed	LOC_Os04g52320.1	no descriptionmoderately similar to ( 299)AT4G20050| Symbols: QRT3 | QRT3 (QUARTET 3) | chr4:10849921-10852100 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07764 Herpes_BLLF1 PRK07003 PRK12323 DUF1509 Atrophin-1 APC_basic DamX PRK12678	not assigned.unknown	35_2

CUST_62787_PI403524517	2	0.0203228	0.2840662	0.017494202	-0.22099304	-0.017493248	-0.16502285	35_17903	"Cluster: Putative SEU1 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative SEU1 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q9LWV8	"CHR3V7|COORD:4604156..4605202| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G13266.1); similar to conserved hypothetical protein [Medicago"	AT3G13950.1	CHR06V5|COORD:1394805..1388014|protein transcriptional corepressor SEUSS, putative, expressed	LOC_Os06g03600.2	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned GAL11 LSR COG4372	not assigned.unknown	35_2

CUST_13871_PI404877155	2	-0.15617657	0.20250225	-0.029777527	0.029777527	0.09589195	-0.07169151	Contig7628_at	putative Myb-related protein [Oryza sativa (japonica cultivar-group)] gb|AAP55017.1| putative Myb-related protein [Oryza sativa (japonica	NP_922730.1	myb family transcription factor	At5g47390.1	protein Transposable element protein, putative	Os10g41200	myb family transcription factor, contains Pfam profile: PF00249 myb-like DNA-binding domain	RNA.regulation of transcription.MYB-related transcription factor family	27_3_26

CUST_62873_PI403524517	2	-0.0077695847	0.5323992	0.09572792	-0.071038246	-0.053074837	0.0077705383	35_17934	"Cluster: Hypothetical protein B1164G01.4; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1164G01.4 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q5W6R2	CHR3|COORD:2706642..2708753| expressed protein, contains Pfam profile PF04398: Protein of unknown function, DUF538	AT3G08890.2	CHR05V5|COORD:16228363..16232403|protein cp protein, putative, expressed	LOC_Os05g27950.1	" no descriptionmoderately similar to ( 277)AT3G08890| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G37070.1); similar to Protein of unknown function, DUF538 [Medicago truncatula] (GB:ABE91533.1); contains InterPro domain Protein of unknown function DUF538; (InterPro:IPR007493) | chr3:2706707-2707781 FORWARDDUF538 "	not assigned.unknown	35_2

CUST_17498_PI404877155	2	-0.89211845	-0.50656223	0.15438557	0.6017952	0.18452835	-0.15438557	HV_CEa0008F11r2_at	putative cytokinin oxidase [Oryza sativa (japonica cultivar-group)]	NP_916348.1	FAD-binding domain-containing protein / cytokinin oxidase family protein	At1g75450.1	protein FAD binding domain, putative	Os01g56810	NONE	hormone metabolism.cytokinin.synthesis-degradation	17_4_1

CUST_63282_PI403524517	2	0.06045437	0.109633446	0.004711151	-0.09139061	-0.09422779	-0.004712105	35_18067	"Cluster: Os06g0713900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0713900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D9J0	"CHR3V7|COORD:18991511..18993154| similar to Os06g0713900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001058569.1); similar to unknown protein [Oryza"	AT3G51100.1	CHR06V5|COORD:30271803..30268921|protein expressed protein	LOC_Os06g49980.1	"no descriptionweakly similar to ( 171)AT3G51100| Symbols:  | similar to Os06g0713900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001058569.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD54105.1) | chr3:18991901-18993154 REVERSE"	not assigned.unknown	35_2

CUST_161682_PI403524517	2	0.2442398	-0.2676711	-0.17502975	0.10071468	-0.10071468	0.11554527	35_45101	"Cluster: Os01g0821700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0821700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JI65	CHR1V7|COORD:25812961..25813793| AGP19/ATAGP19 (ARABINOGALACTAN-PROTEIN 19)	AT1G68725.1	CHR04V5|COORD:24093561..24100010|protein ATP binding protein, putative, expressed	LOC_Os04g40970.1	no descriptionnot assigned not assigned	not assigned.unknown	35_2

CUST_13025_PI404877155	2	0.08967495	0.17896652	-0.06527519	0.028431892	-0.32906532	-0.028432846	Contig6755_s_at	Putative phosphoinositide phosphatase [Oryza sativa]	AAK92639.1	phosphoinositide phosphatase family protein	At3g14205.1	protein SacI homology domain, putative	Os03g08430	NONE	signalling.phosphinositides	30_4

CUST_58727_PI403524517	2	0.11205578	-1.5015163	-0.3441019	0.37218857	0.22046852	-0.11205578	35_16753	"Cluster: Small heat shock protein Hsp23.6 precursor; n=1; Triticum aestivum|Rep: Small heat shock protein Hsp23.6 precursor - Triticum aestivum (Wheat)"	UniRef90_Q9ZP24	CHR4V7|COORD:12917099..12917868| ATHSP23.6-MITO (MITOCHONDRION-LOCALIZED SMALL HEAT SHOCK PROTEIN 23.6)	AT4G25200.1	CHR06V5|COORD:6152439..6151020|protein heat shock 22 kDa protein, mitochondrial precursor, putative, expressed	LOC_Os06g11610.1	 no descriptionvery weakly similar to (98.6)AT4G25200| Symbols: ATHSP23.6-MITO | ATHSP23.6-MITO (MITOCHONDRION-LOCALIZED SMALL HEAT SHOCK PROTEIN 23.6) | chr4:12917099-12917868 FORWARDweakly similar to ( 108)HS22M_SOYBNHeat shock 22 kDa protein, mitochondrial precursor - Glycine max (Soybean)not assigned not assigned not assigned not assigned HSP20 IbpA alpha-crystallin-Hsps PRK12678 	stress.abiotic.heat	20_2_1

CUST_52194_PI403524517	2	0.0367651	-0.6621361	-0.036764145	0.17728043	0.18497372	-0.03752899	35_14872	Rep: H0616A11.1 protein - Oryza sativa (Rice)	UniRef90_Q01M78	CHR2V7|COORD:13052437..13053344| histone H1.2	AT2G30620.1	CHR04V5|COORD:9968766..9969779|protein histone H1, putative, expressed	LOC_Os04g18090.1	"no descriptionvery weakly similar to (63.2)AT2G18050| Symbols: HIS1-3 | HIS1-3 (HISTONE H1-3); DNA binding | chr2:7853336-7853752 FORWARDvery weakly similar to (68.2)H1_MAIZEHistone H1 - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned H15 H15 Linker_histone TolA PRK12323 PRK09169 tolA PRK07764 Tymo_45kd_70kd AF-4 PRK12678 DUF566 APC_basic PRK07003 DUF1777 DUF1509 TolA"	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_77226_PI403524517	2	0.07948923	0.47807264	0.048348904	-0.048348904	-0.23499298	-0.1779213	35_22136	Rep: Spotted leaf protein 11 - Oryza sativa (Rice)	UniRef90_Q64HA9	CHR3V7|COORD:17135091..17137524| armadillo/beta-catenin repeat family protein / U-box domain-containing family protein	AT3G46510.1	CHR12V5|COORD:23439842..23434652|protein spotted leaf protein 11, putative, expressed	LOC_Os12g38210.2	no descriptionmoderately similar to ( 258)AT3G46510| Symbols:  | armadillo/beta-catenin repeat family protein / U-box domain-containing family protein | chr3:17135091-17137524 REVERSEmoderately similar to ( 391)SPL11_ORYSAUbox U-box	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_29924_PI403524517	2	0.0054569244	-0.39986992	-0.18734455	-0.0054569244	0.096149445	0.078754425	35_8639	"Cluster: Hypothetical protein OJ1163_G08.36; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1163_G08.36 - Oryza sativa (japonica cultiv"	UniRef90_Q6ZK43	"CHR1V7|COORD:25328981..25330601| similar to extracellular ligand-gated ion channel [Arabidopsis thaliana] (TAIR:AT1G50630.1); similar to"	AT1G67570.1	CHR08V5|COORD:1599970..1604750|protein expressed protein	LOC_Os08g03430.2	no description	not assigned.unknown	35_2

CUST_58914_PI403524517	2	-0.023770332	-0.22587872	-0.17093658	0.10453701	0.023771286	0.04455471	35_16807	"Cluster: Putative permease 1; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative permease 1 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q94DT2	CHR2V7|COORD:14444144..14446486| xanthine/uracil permease family protein	AT2G34190.1	CHR01V5|COORD:32302840..32306926|protein solute carrier family 23 member 2, putative, expressed	LOC_Os01g55500.2	no descriptionhighly similar to ( 665)AT2G34190| Symbols:  | xanthine/uracil permease family protein | chr2:14444144-14446486 FORWARDnot assigned Xan_ur_permease UraA PRK10720 SUL1	transport.misc	34_99

CUST_1650_PI404877155	2	0.11715698	-0.17563534	-0.043099403	-0.0014801025	0.0014801025	0.05008793	Contig11876_at	HUA enhancer 2 [Arabidopsis thaliana]	AAL11446.1	HUA enhancer 2 (HEN2) / DExH-box RNA helicase, putative	At2g06990.1	protein HUA enhancer 2	Os11g07500	RNA helicase (HUA enhancer 2/HEN2)	RNA.processing	27_1

CUST_135055_PI403524517	2	0.15174198	0.38349915	2.3651123E-4	-0.119389534	-2.3651123E-4	-0.002544403	35_37887	0	0		0	CHR10V5|COORD:997065..991733|protein U1 snRNP 70K protein, putative, expressed	LOC_Os10g02630.1	no description	not assigned.unknown	35_2

CUST_152319_PI403524517	2	0.29677725	0.40681028	0.09740305	-0.09740257	-0.6149788	-0.35666323	35_42575	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_58388_PI403524517	2	-0.14287758	0.15775204	-0.13980103	0.027004242	-0.022521019	0.022520065	35_16653	"Cluster: Os09g0125100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os09g0125100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J3E4	0	0	CHR09V5|COORD:1918670..1916710|protein expressed protein	LOC_Os09g03780.1	no description	not assigned.unknown	35_2

CUST_50765_PI403524517	2	-0.015551567	0.10533142	0.015552521	-0.10985088	0.123270035	-0.052036285	35_14484	Rep: Sucrose synthase 1 - Oryza sativa (Rice)	UniRef90_P30298	"CHR5V7|COORD:7050601..7054034| SUS1 (SUCROSE SYNTHASE 1); UDP-glycosyltransferase/ sucrose synthase"	AT5G20830.2	CHR06V5|COORD:4803247..4795287|protein sucrose synthase 1, putative, expressed	LOC_Os06g09450.7	" no descriptionhighly similar to ( 737)AT5G20830| Symbols: SUS1, ASUS1, ATSUS1 | SUS1 (SUCROSE SYNTHASE 1); UDP-glycosyltransferase/ sucrose synthase | chr5:7050601-7054034 REVERSEhighly similar to ( 903)SUS1_HORVUSucrose synthase 1 - Hordeum vulgare (Barley)not assigned not assigned Sucrose_synth Glycos_transf_1 RfaG GlgA "	major CHO metabolism.degradation.sucrose.Susy	2_2_1_5

CUST_104331_PI403524517	2	0.45921898	0.101924896	0.008072853	-0.2461214	-0.008071899	-0.059023857	35_29733	"Cluster: Uncharacterized plant-specific domain TIGR01615 family protein, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Uncharacterized plant-speci"	UniRef90_Q10C31	CHR4V7|COORD:6952794..6954237| hydroxyproline-rich glycoprotein family protein	AT4G11430.1	CHR03V5|COORD:33108774..33111039|protein plant-specific domain TIGR01615 family protein, expressed	LOC_Os03g58230.1	no description	not assigned.unknown	35_2

CUST_15990_PI404877155	2	-0.028551102	-0.009028435	0.018556595	-0.04585457	0.106710434	0.009027481	Contig9841_at	OSJNBa0084K01.14 [Oryza sativa (japonica cultivar-group)] ref|XP_474230.1| OSJNBa0084K01.14 [Oryza sativa (japonica cultivar-group)]	CAE04842.2	calmodulin-binding family protein	At1g19870.1	protein IQ calmodulin-binding motif, putative	Os04g56740	calmodulin-binding family protein, contains Pfam profile: PF00612 IQ calmodulin-binding motif	signalling.calcium	30_3

CUST_114532_PI403524517	2	0.11082077	-0.056684494	-0.06755257	0.25350857	0.056684494	-0.14433289	35_32503	Rep: Putative salt-inducible protein - Oryza sativa (Rice)	UniRef90_Q94HS0	CHR1V7|COORD:16816094..16817173| DNA binding / ligand-dependent nuclear receptor	AT1G44191.1	CHR04V5|COORD:24705559..24701241|protein peroxidase 18 precursor, putative, expressed	LOC_Os04g42100.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Atrophin-1 DUF1421 Extensin_2 PRK07003 PRK12323 PRK07764 Drf_FH1 PRK05648 Herpes_TAF50 IER HPC2 FAP GRASP55_65 ETS_PEA3_N	not assigned.unknown	35_2

CUST_67448_PI403524517	2	-0.029981613	-0.6835394	-0.019821167	0.16425133	0.019820213	0.031672478	35_19260	"Cluster: Putative alcohol dehydrogenase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative alcohol dehydrogenase - Oryza sativa (japonica cultivar-group"	UniRef90_Q6H5W1	CHR5V7|COORD:8495038..8497248| alcohol dehydrogenase, putative	AT5G24760.1	CHR02V5|COORD:25563167..25559991|protein alcohol dehydrogenase 1, putative, expressed	LOC_Os02g42520.2	no descriptionhighly similar to ( 521)AT5G24760| Symbols:  | oxidoreductase/ zinc ion binding | chr5:8495038-8497093 REVERSEmoderately similar to ( 362)ADH1_SOLTUAlcohol dehydrogenase 1 - Solanum tuberosum (Potato)not assigned not assigned not assigned not assigned not assigned not assigned not assigned AdhC Tdh AdhP tdh Qor ADH_zinc_N PRK09422 PRK10083 PRK10309 ADH_N PRK09880	fermentation.ADH	5_3

CUST_107671_PI403524517	2	0.33043528	0.03292322	0.016385555	-0.016385555	-0.5879979	-0.26702404	35_30640	Rep: Ef1a - Stramenopile sp. ex Nuclearia delicatula CCAP1552/1	UniRef90_Q2TTF1	CHR1V7|COORD:2463347..2464789| calmodulin binding / translation elongation factor	AT1G07940.2	CHR03V5|COORD:4096033..4098979|protein elongation factor 1-alpha, putative, expressed	LOC_Os03g08060.2	no descriptionmoderately similar to ( 296)AT5G60390| Symbols:  | calmodulin binding / translation elongation factor | chr5:24306452-24307803 FORWARDmoderately similar to ( 296)EF1A2_HORVUElongation factor 1-alpha - Hordeum vulgare (Barley)not assigned not assigned not assigned not assigned PRK12317 TEF1 EF1_alpha_III EF1_alpha_II GTP_EFTU_D3 Translation_factor_III eRF3c_III GTPBP1 GTP_EFTU_D2 TufB tufA CysN HBS1_C EFTU_II PRK12735 PRK00049 selB_II Translation_Factor_II_like PRK12736 eRF3_II_like SelB PRK05506 eRF3_II	protein.synthesis.elongation	29_2_4

CUST_173290_PI403524517	2	0.08785534	0.024989128	0.05093479	-0.024989128	-0.15924072	-0.15924072	35_48252	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_181106_PI403524517	2	0.080320835	0.35229206	0.3202319	-0.13206291	-0.080320835	-0.44508743	35_50365	"Cluster: Os12g0209000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os12g0209000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IPF5	CHR1V7|COORD:12074105..12075969| sporulation protein-related	AT1G33290.1	CHR12V5|COORD:5688883..5683582|protein expressed protein	LOC_Os12g10640.1	no descriptionweakly similar to ( 176)AT1G33290| Symbols:  | sporulation protein-related | chr1:12074105-12075969 FORWARDSpoIIIAA	not assigned.no ontology	35_1

CUST_17147_PI404877155	2	-0.023591042	-0.0024118423	-0.052515984	0.052638054	0.1412878	0.0024118423	HT01M21w_at	Putative DNA cytosine methyltransferase Zmet3 [Oryza sativa (japonica cultivar-group)]	AAN61474.1	cytosine methyltransferase (DRM2)	At5g14620.1	protein DNA cytosine methyltransferase Zmet3, putative	Os03g02010	cytosine methyltransferase (DRM2), identical to cytosine methyltransferase GI:7658293 from (Arabidopsis thaliana)	RNA.regulation of transcription.DNA methyltransferases	27_3_46

CUST_12322_PI404877155	2	-0.16893768	-0.2236557	0.49695873	-0.051802635	0.1719904	0.05180168	Contig6071_s_at	OSJNBa0065O17.11 [Oryza sativa (japonica cultivar-group)] ref|XP_473474.1| OSJNBa0065O17.11 [Oryza sativa (japonica cultivar-group)]	CAE03486.2	acyl-CoA thioesterase family protein	At1g01710.1	protein Acyl-CoA thioesterase, putative	Os04g47120	gi|32488812|emb|CAE03485.1| OSJNBa0065O17.10	lipid metabolism.lipid degradation.beta-oxidation	11_9_4_05

CUST_22967_PI403524517	2	0.096004486	-0.6820288	-0.25034428	0.07175255	0.07350063	-0.07175255	35_6669	Rep: Glutathione S-transferase GST 37 - Zea mays (Maize)	UniRef90_Q9FQA2	"CHR1V7|COORD:21940124..21941428| ATGSTU16 (Arabidopsis thaliana Glutathione S-transferase (class tau) 16); glutathione transferase"	AT1G59700.1	CHR10V5|COORD:20108236..20109498|protein glutathione S-transferase GSTU6, putative, expressed	LOC_Os10g38160.1	" no descriptionweakly similar to ( 125)AT1G27130| Symbols: GST12, ATGSTU13 | ATGSTU13 (GLUTATHIONE S-TRANSFERASE 12); glutathione transferase | chr1:9425569-9426584 FORWARDweakly similar to ( 161)GSTU6_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned GST_C_Tau Gst GST_N_Tau GST_N_family PRK07003 PRK07764 PRK12678 GST_N_Zeta PRK12323 GST_N GST_C_family GST_N_GTT1_like APC_basic GST_N_4 Tymo_45kd_70kd GST_N_1 GST_N_Phi GST_C AF-4 infB GST_N_Omega PRK09169 Atrophin-1 GST_N_etherase_LigE GST_C_Beta "	misc.glutathione S transferases	26_9

CUST_57701_PI403524517	2	-0.029419899	-0.2137146	0.029418945	0.17245388	0.12794304	-0.1463995	35_16453	"Cluster: 50S ribosomal protein L15, chloroplast, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: 50S ribosomal protein L15,"	UniRef90_Q10PV6	CHR3V7|COORD:9492505..9493795| RPL15 (ribosomal protein L15)	AT3G25920.1	CHR03V5|COORD:6274594..6276739|protein 50S ribosomal protein L15, chloroplast precursor, putative, expressed	LOC_Os03g12020.1	 no descriptionmoderately similar to ( 267)AT3G25920| Symbols: RPL15 | RPL15 (ribosomal protein L15) | chr3:9492505-9493795 REVERSEmoderately similar to ( 261)RK15_PEA50S ribosomal protein L15, chloroplast precursor - Pisum sativum (Garden pea)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned rplO Ribosomal_L15 RplO rpl15p PRK12323 PRK07003 PRK07764 APC_basic PRK12678 L15 	protein.synthesis.mito/plastid ribosomal protein.plastid	29_2_1_1

CUST_120721_PI403524517	2	0.09819603	-0.8889122	-0.10402012	-0.076153755	0.21457863	0.07615471	35_34118	"Cluster: Putative FEG protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative FEG protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ERD4		0	CHR09V5|COORD:13890776..13896440|protein cleavage and polyadenylation specificity factor, 73 kDa subunit, putative, expressed	LOC_Os09g23380.1	no description	not assigned.unknown	35_2

CUST_104523_PI403524517	2	0.05558443	-0.055584908	0.06400299	-0.057744503	0.16229486	-0.31994724	35_29787	"Cluster: Putative homocysteine S-methyltransferase 4; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative homocysteine S-methyltransferase 4 - Oryza sativ"	UniRef90_Q5ZBZ6	"CHR3V7|COORD:8033207..8035717| HMT3 (Homocysteine S-methyltransferase 3); homocysteine S-methyltransferase"	AT3G22740.1	CHR01V5|COORD:32985329..32983512|protein homocysteine S-methyltransferase 4, putative, expressed	LOC_Os01g56610.1	"no descriptionvery weakly similar to (94.0)AT3G22740| Symbols: HMT3 | HMT3 (Homocysteine S-methyltransferase 3); homocysteine S-methyltransferase | chr3:8033207-8035717 REVERSEvery weakly similar to (97.4)HMT4_MAIZEHomocysteine S-methyltransferase 4 - Zea mays (Maize)not assigned mmuM S-methyl_trans MHT1"	amino acid metabolism.synthesis.aspartate family.methionine	13_1_3_4

CUST_50167_PI403524517	2	0.915205	0.4149289	-0.69153976	-0.3981142	-1.1114583	0.39811468	35_14316	Rep: Hypothetical protein p23k-1 - Hordeum vulgare (Barley)	UniRef90_Q0KKC6	0	0	CHR04V5|COORD:14015791..14016744|protein jasmonate-induced protein, putative	LOC_Os04g24478.1	no descriptionmoderately similar to ( 372)JI23_HORVU23 kDa jasmonate-induced protein - Hordeum vulgare (Barley)	not assigned.unknown	35_2

CUST_80115_PI403524517	2	-0.6833315	0.27263832	0.09751797	0.1733551	-0.09751701	-0.111803055	35_22977	"Cluster: PREDICTED: hypothetical protein; n=1; Rattus norvegicus|Rep: PREDICTED: hypothetical protein - Rattus norvegicus"	UniRef90_UPI0000DA2073	CHR2V7|COORD:10213915..10214991| plastocyanin-like domain-containing protein	AT2G23990.1	CHR02V5|COORD:35460748..35466204|protein retrotransposon protein, putative, Ty3-gypsy subclass	LOC_Os02g57930.1	no descriptionTT_ORF1 Protamine_P1	not assigned.unknown	35_2

CUST_1708_PI404877155	2	0.07284355	-0.24415398	0.06521702	2.8705597E-4	-2.8705597E-4	-0.038348198	Contig11937_at	putative rRNA methylase [Oryza sativa (japonica cultivar-group)]	BAC83213.1	tRNA/rRNA methyltransferase (SpoU) family protein	At5g15390.1	protein RNA methyltransferase, TrmH family, putative	Os07g40700	putative rRNA methylase	RNA.processing	27_1

CUST_15706_PI404877155	2	-0.19085693	0.72751427	0.081521034	0.018165588	-0.018165588	-0.027313232	Contig9536_at	putative pre-mRNA splicing factor SF2 [Oryza sativa (japonica cultivar-group)] dbj|BAB90350.1| putative pre-mRNA splicing factor SF2 [Oryza	NP_908629.1	pre-mRNA splicing factor SF2 (SF2) / SR1 protein	At1g02840.1	protein pre-mrna splicing factor sf2 (sr1 protein)	Os05g30140	pre-mRNA splicing factor SF2	RNA.processing	27_1

CUST_19223_PI404877155	2	0.032406807	-0.11057186	-0.028863907	0.041716576	-0.08451748	0.028863907	rbaal15j13_s_at	SUSIBA2 [Hordeum vulgare]	AAQ63880.1	WRKY family transcription factor	At4g26640.2	protein WRKY DNA -binding domain, putative	Os07g39480	NONE	RNA.regulation of transcription.WRKY domain transcription factor family	27_3_32

CUST_36_PI399407379	2	0.19115162	0.0015392303	-0.070384026	-0.0015392303	-0.005501747	0.050901413	HvRPK3									

CUST_56649_PI403524517	2	0.0479517	0.06083393	0.03287983	-0.03287983	-0.049696922	-0.057783127	35_16127	"Cluster: Putative ubiquitin-specific protease 6; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ubiquitin-specific protease 6 - Oryza sativa (japonic"	UniRef90_Q5JK78	"CHR3V7|COORD:7478172..7482043| UBP7 (UBIQUITIN-SPECIFIC PROTEASE 7); ubiquitin-specific protease"	AT3G21280.1	CHR01V5|COORD:20916430..20908462|protein ubiquitin carboxyl-terminal hydrolase 6, putative, expressed	LOC_Os01g36930.1	"no descriptionhighly similar to ( 623)AT3G21280| Symbols: UBP7 | UBP7 (UBIQUITIN-SPECIFIC PROTEASE 7); ubiquitin-specific protease | chr3:7478172-7482043 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Peptidase_C19A UCH peptidase_C19C Peptidase_C19 Peptidase_C19D Peptidase_C19E Peptidase_C19H Peptidase_C19L Peptidase_C19G Peptidase_C19K Peptidase_C19B UBP5 Peptidase_C19J UBP12 UBQ UBP14 COG5077 UBP_N Peptidase_C19O Peptidase_C19R"	protein.degradation.ubiquitin.ubiquitin protease	29_5_11_5

CUST_4722_PI404877155	2	0.051045418	0.22027874	-0.18506336	-0.091635704	0.027200699	-0.027201653	Contig15953_at	putative tubby related protein [Oryza sativa (japonica cultivar-group)] ref|XP_506548.1| PREDICTED P0450A04.117 gene product [Oryza sativa (	NP_910978.1	F-box family protein / tubby family protein	At2g47900.1	protein Tub family, putative	Os03g22800	"TLP3;F-box family protein / tubby family protein, similar to Chain A, C-Terminal Domain Of Mouse Brain Tubby Protein Length(GI:6730158) (Mus musculus); similar to phosphodiesterase (GI:467578) (Mus musculus); similar to Tubby protein homolog (Swiss-Prot:O"	RNA.regulation of transcription.TUB transcription factor family	27_3_31

CUST_164658_PI403524517	2	-0.054574966	1.3313351	-0.11557579	0.57501316	0.05457592	-0.501482	35_45894	"Cluster: Ribulose bisphosphate carboxylase small chain, chloroplast precursor; n=5; Triticeae|Rep: Ribulose bisphosphate carboxylase small chain,"	UniRef90_Q40004	CHR1V7|COORD:25052253..25052912| ribulose bisphosphate carboxylase small chain 1A / RuBisCO small subunit 1A (RBCS-1A) (ATS1A)	AT1G67090.2	CHR12V5|COORD:11274441..11275784|protein ribulose bisphosphate carboxylase small chain C, chloroplast precursor, putative, expressed	LOC_Os12g19394.1	 no descriptionvery weakly similar to (79.7)AT5G38420| Symbols:  | ribulose bisphosphate carboxylase small chain 2B / RuBisCO small subunit 2B (RBCS-2B) (ATS2B) | chr5:15398433-15399208 REVERSEweakly similar to ( 134)RBS_HORVURibulose bisphosphate carboxylase small chain, chloroplast precursor - Hordeum vulgare (Barley)	PS.calvin cyle.rubisco small subunit	1_3_2

CUST_55733_PI403524517	2	0.09750748	-0.9667969	-0.13230324	0.027999878	0.01318264	-0.013183594	35_15863	"Cluster: Putative coatomer protein gamma 2-subunit; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative coatomer protein gamma 2-subunit - Oryza sativa (j"	UniRef90_Q6Z382	CHR4V7|COORD:16471960..16476799| coatomer gamma-2 subunit, putative / gamma-2 coat protein, putative / gamma-2 COP, putative	AT4G34450.1	CHR07V5|COORD:5450469..5457857|protein coatomer subunit gamma, putative, expressed	LOC_Os07g10150.1	 no descriptionhighly similar to ( 906)AT4G34450| Symbols:  | coatomer gamma-2 subunit, putative / gamma-2 coat protein, putative / gamma-2 COP, putative | chr4:16471960-16476799 FORWARDnot assigned not assigned not assigned SEC21 Gamma-COP Adaptin_N 	cell. vesicle transport	31_4

CUST_33750_PI399408534	2	0.010530472	-0.4579506	-0.009934425	0.0036973953	0.029121399	-0.003698349	35_16611	"Cluster: Pre-mRNA splicing factor ATP-dependent RNA helicase, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Pre-mRNA splicing factor"	UniRef90_Q10MC7	CHR2V7|COORD:19406993..19410051| RNA helicase, putative	AT2G47250.1	CHR03V5|COORD:11216619..11220424|protein pre-mRNA-splicing factor ATP-dependent RNA helicase, putative, expressed	LOC_Os03g19960.1	 no descriptionmoderately similar to ( 389)AT2G47250| Symbols:  | RNA helicase, putative | chr2:19406993-19410051 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned DUF1605 HrpA HA2 PRK11131 	RNA.processing.RNA helicase	27_1_2

CUST_18310_PI404877155	2	-0.4757414	-0.30385208	0.005188942	-0.0051879883	0.06229019	0.2107029	HVSMEg0005N10r2_at	cell wall invertase [Oryza sativa (japonica cultivar-group)]	BAD05180.1	beta-fructosidase, putative / beta-fructofuranosidase, putative	At1g55120.1	protein Glycosyl hydrolases family 32	Os01g73580	"BETA-FRUCTOFURANOSIDASE;BETA-FRUCTOFURANOSIDASE 5;beta-fructosidase, putative / beta-fructofuranosidase, putative, similar to beta-fructofuranosidase GI:402740"	minor CHO metabolism.others	3_5

CUST_83410_PI403524517	2	0.060811043	0.7500019	0.1400981	-0.0686717	-0.060811043	-0.48825216	35_23917	"Cluster: Hypothetical protein OSJNBa0041F13.17; n=4; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0041F13.17 - Oryza sativa (japonica"	UniRef90_Q5VPG2	CHR1V7|COORD:24726634..24728138| F-box family protein	AT1G66310.1	CHR06V5|COORD:2047418..2042433|protein F-box domain containing protein, expressed	LOC_Os06g04690.1	no description	not assigned.unknown	35_2

CUST_10624_PI404877155	2	0.08908033	-0.82064056	-0.5239372	2.410654	1.4382553	-0.08908033	Contig432_x_at	chlorophyll a/b-binding protein WCAB precursor [Triticum aestivum]	AAB18209.1	chlorophyll A-B binding protein / LHCII type I (LHB1B2)	At2g34420.1	protein Chlorophyll A-B binding protein, putative	Os01g52240	chlorophyll a/b-binding protein WCAB precursor	PS.lightreaction.photosystem II.LHC-II	1_01_01_01

CUST_14719_PI403524517	2	0.01938343	0.041086197	-0.1852436	0.040553093	-0.01938343	-0.046535492	35_4236	"Cluster: Cyanobacteria-specific protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Cyanobacteria-specific protein-like - Oryza sativa (japonica cult"	UniRef90_Q5ZB95	"CHR2V7|COORD:18205071..18207064| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G59870.1); similar to Os01g0338600 [Oryza sativa (japonica"	AT2G43945.1	CHR01V5|COORD:13306428..13301776|protein cysteine sulfinate desulfinase/cysteine desulfurase and related enzymes, putative, expressed	LOC_Os01g23680.1	"no descriptionmoderately similar to ( 323)AT2G43945| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G59870.1); similar to Os01g0338600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001042944.1); similar to hypothetical protein Tery_2745 [Trichodesmium erythraeum IMS101] (GB:YP_722402.1); contains InterPro domain Gamma thionin; (InterPro:IPR008176) | chr2:18205071-18207064 REVERSE"	not assigned.unknown	35_2

CUST_60241_PI403524517	2	-0.039711952	-0.06274319	-0.040047646	0.13018894	0.039711952	0.06352615	35_17171	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XDQ5	"CHR4V7|COORD:7482640..7484325| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G04280.1); similar to Os10g0456400 [Oryza sativa (japonica"	AT4G12700.1	CHR10V5|COORD:16346121..16348484|protein expressed protein	LOC_Os10g31810.1	" no descriptionhighly similar to ( 550)AT4G12700| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G04280.1); similar to Os10g0456400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001064754.1); similar to Proteinase inhibitor I4, serpin [Medicago truncatula] (GB:ABE79305.1) | chr4:7482640-7484325 REVERSE"	not assigned.unknown	35_2

CUST_103415_PI403524517	2	0.07401085	0.45787907	0.16140652	-0.19148493	-0.07401037	-0.14029455	35_29492	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_157536_PI403524517	2	0.010959625	0.050583363	-0.09847927	0.2194004	-0.010960102	-0.023420334	35_43987	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_116478_PI403524517	2	0.013195038	0.56138706	0.03518486	-0.3736868	-0.16039562	-0.013195038	35_33021	"Cluster: OSJNBb0085C12.8 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBb0085C12.8 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XSJ1	CHR1V7|COORD:1907625..1910182| DNA-binding bromodomain-containing protein	AT1G06230.1	CHR04V5|COORD:31446348..31444201|protein bromodomain containing protein, expressed	LOC_Os04g53170.1	no description	not assigned.unknown	35_2

CUST_161045_PI403524517	2	0.45546436	0.46464443	0.25009632	-0.25009632	-0.2571211	-0.30852795	35_44935	"Cluster: Putative formamidopyrimidine-DNA glycosylase; n=3; Oryza sativa (japonica cultivar-group)|Rep: Putative formamidopyrimidine-DNA glycosylase - Oryza sat"	UniRef90_Q69RX3	CHR1V7|COORD:19563712..19566524| ATFPG-1/ATFPG-2/ATMMH-1/ATMMH-2/FPG-1/FPG-2 (FORMAMIDOPYRIMIDINE-DNA GLYCOSYLASE 1,	AT1G52500.2	CHR08V5|COORD:12705751..12714349|protein formamidopyrimidine-DNA glycosylase, putative, expressed	LOC_Os08g21330.4	" no descriptionvery weakly similar to (51.2)AT1G52500| Symbols: FPG-2, ATFPG-2, ATMMH-2, FPG-1, ATFPG-1, ATMMH-1 | ATFPG-1/ATFPG-2/ATMMH-1/ATMMH-2/FPG-1/FPG-2 (FORMAMIDOPYRIMIDINE-DNA GLYCOSYLASE 1, FORMAMIDOPYRIMIDINE-DNA GLYCOSYLASE 2); DNA N-glycosylase | chr1:19563712-19565724 FORWARD"	DNA.repair	28_2

CUST_10549_PI404877155	2	-0.096134186	0.112072945	-0.01634407	-0.012202263	0.012202263	0.10615635	Contig4253_at	ankyrin-like protein-like protein [Sorghum bicolor]	AAO16699.1	ankyrin repeat family protein	At3g04710.1	protein ankyrin-like protein-like protein	Os12g40770	3.5_Tryptophan_GABP-beta2   T01404 GA binding protein beta subunit	PS.calvin cyle.rubisco large subunit	1_03_01

CUST_49044_PI403524517	2	0.13906956	-0.02605629	-0.030335426	0.024427414	-0.024428368	0.23767376	35_14000	Rep: Histone H2B.3 - Zea mays (Maize)	UniRef90_Q43261	CHR3V7|COORD:16924599..16925036| histone H2B, putative	AT3G46030.1	CHR01V5|COORD:2845932..2841231|protein core histone H2A/H2B/H3/H4 family protein, expressed	LOC_Os01g05970.1	 no descriptionweakly similar to ( 168)AT5G22880| Symbols:  | histone H2B, putative | chr5:7652133-7652570 REVERSEweakly similar to ( 181)H2B1_WHEATHistone H2B.1 - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned H2B Histone TT_ORF1 Tymo_45kd_70kd DUF566 DUF1777 PRK12323 Transformer Protamine_P1 PRK07764 	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_875_PI404877155	2	0.057138443	-0.43434334	0.026062965	-0.026062012	0.0362072	-0.037015915	Contig1086_at	polyubiquitin 2 [Deschampsia antarctica]	AAM22748.1	ubiquitin family protein	At1g31340.1	protein polyubiquitin 2	Os09g25320	polyubiquitin 2	RNA.regulation of transcription.unclassified	27_3_99

CUST_1754_PI404877155	2	0.14782906	0.17340899	0.015365124	-0.015365601	-0.32296944	-0.054307938	Contig11982_at	putative response regulator protein(receiver component) [Oryza sativa (japonica cultivar-group)] gb|AAR87285.1| putative response regulator	XP_469679.1	two-component responsive regulator family protein / response regulator family protein	At5g26594.1	protein putative response regulator protein(receiver component)	Os03g53100	sensor histidine kinase/response regulator	signalling.receptor kinases.misc	30_2_99

CUST_26008_PI403524517	2	0.06200695	0.1786089	0.0048236847	-0.2678957	-0.0048236847	-0.22870445	35_7534	"Cluster: Trans-2-enoyl-CoA reductase, mitochondrial, putative; n=2; Oryza sativa (japonica cultivar-group)|Rep: Trans-2-enoyl-CoA reductase, mitochondrial, puta"	UniRef90_Q2QYY6	CHR3V7|COORD:16816738..16818759| oxidoreductase, zinc-binding dehydrogenase family protein	AT3G45770.1	CHR11V5|COORD:93456..98908|protein trans-2-enoyl-CoA reductase, mitochondrial precursor, putative, expressed	LOC_Os11g01154.3	 no descriptionmoderately similar to ( 305)AT3G45770| Symbols:  | oxidoreductase, zinc-binding dehydrogenase family protein | chr3:16816738-16818759 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned Qor AdhP Tdh AdhC COG2130 PRK10754 ADH_N 	protein.targeting.nucleus	29_3_1

CUST_66440_PI403524517	2	-0.023844719	0.17865562	-0.064172745	0.14258766	-0.32334995	0.023845673	35_18972	"Cluster: Putative receptor-like protein kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative receptor-like protein kinase - Oryza sativa (japonica"	UniRef90_Q851M7	0	0	CHR03V5|COORD:35161853..35157895|protein ATP binding protein, putative, expressed	LOC_Os03g62180.3	no description	not assigned.unknown	35_2

CUST_145199_PI403524517	2	-0.01869011	0.3901415	0.09815407	-0.018276215	0.018277168	-0.12872696	35_40658	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10MH1	"CHR3V7|COORD:23091764..23094209| similar to Os03g0309000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001049909.1); similar to expressed protein [Oryza"	AT3G62370.1	CHR03V5|COORD:10990720..10986347|protein expressed protein	LOC_Os03g19580.2	"no descriptionmoderately similar to ( 218)AT3G62370| Symbols:  | similar to Os03g0309000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001049909.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABF95557.1) | chr3:23091764-23094209 FORWARD"	not assigned.unknown	35_2

CUST_57091_PI403524517	2	0.004542351	-0.052819252	-0.15644169	0.07676506	0.015687943	-0.0045433044	35_16275	Rep: Putative RH2 protein - Zea mays (Maize)	UniRef90_Q2MJJ9	CHR3V7|COORD:6863796..6866248| eukaryotic translation initiation factor 4A, putative / eIF-4A, putative / DEAD box RNA helicase, putative	AT3G19760.1	CHR03V5|COORD:20451542..20447012|protein eukaryotic initiation factor 4A-3, putative, expressed	LOC_Os03g36930.1	 no descriptionmoderately similar to ( 331)AT3G19760| Symbols:  | eukaryotic translation initiation factor 4A, putative / eIF-4A, putative / DEAD box RNA helicase, putative | chr3:6863796-6866248 FORWARDmoderately similar to ( 340)IF4A3_NICPLEukaryotic initiation factor 4A-3 - Nicotiana plumbaginifolia (Leadwort-leaved tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned SrmB PRK11776 HELICc PRK11192 PRK11634 PRK10590 PRK04837 PRK01297 Helicase_C HELICc PRK04537 RecQ PRK11057 MPH1 SSL2 Lhr RecG PRK05298 	protein.synthesis.initiation	29_2_3

CUST_97795_PI403524517	2	0.33708763	0.025668144	0.13174534	-0.06147194	-0.2912712	-0.025668144	35_27923	Rep: RNA polymerase II largest subunit - Zea mays (Maize)	UniRef90_Q71ET7	"CHR4V7|COORD:16961119..16967896| NRPB1 (RNA POLYMERASE II LARGE SUBUNIT); DNA binding / DNA-directed RNA polymerase"	AT4G35800.1	CHR05V5|COORD:2922402..2912509|protein DNA-directed RNA polymerase II largest subunit, putative, expressed	LOC_Os05g05860.1	" no descriptionweakly similar to ( 189)AT4G35800| Symbols: RNA_POL_II_LSRNA_POL_II_LS, RNA_POL_II_LS, RPB1, NRPB1 | NRPB1 (RNA POLYMERASE II LARGE SUBUNIT); DNA binding / DNA-directed RNA polymerase | chr4:16961119-16967896 REVERSEnot assigned not assigned not assigned RPOLA_N PRK08566 RNA_pol_Rpb1_2 RpoC PRK09603 "	RNA.transcription	27_2

CUST_14949_PI404877155	2	0.10924244	-0.7920332	-0.34347057	0.009950638	0.0061244965	-0.00612545	Contig8770_at	putative DAZ associated protein 1 [Oryza sativa (japonica cultivar-group)]	BAC80021.1	zinc finger (CCCH-type) family protein / RNA recognition motif (RRM)-containing protein	At3g51950.1	protein Zinc finger C-x8-C-x5-C-x3-H type (and similar), putative	Os03g21140	similar to t-cell activation Rho GTPase-activating protein like (100.6 kD) (1M577)	RNA.regulation of transcription.C3H zinc finger family	27_3_12

CUST_142545_PI403524517	2	-0.028419495	0.3599434	0.028419495	-0.18233776	-0.56474876	0.1351471	35_39952	"Cluster: NBS-LRR-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: NBS-LRR-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8LL84		0	CHR11V5|COORD:6636603..6631063|protein NBS-LRR type disease resistance protein, putative, expressed	LOC_Os11g11960.1	no description	not assigned.unknown	35_2

CUST_11397_PI399408534	2	-0.29031086	-0.14868546	0.42491627	0.1368084	0.023347855	-0.023346901	35_2257	"Cluster: Os01g0818000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0818000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JI87	CHR5V7|COORD:377370..379597| auxin efflux carrier family protein	AT5G01990.1	CHR01V5|COORD:35161430..35166673|protein auxin hydrogen symporter, putative, expressed	LOC_Os01g60230.4	no descriptionweakly similar to ( 184)AT5G01990| Symbols:  | auxin efflux carrier family protein | chr5:377370-379597 REVERSEnot assigned Mem_trans COG0679	transport.misc	34_99

CUST_31122_PI403524517	2	4.2819977E-4	0.3576641	-4.272461E-4	-0.07250595	-0.09882927	0.023700714	35_8981	"Cluster: Putative SWAP (Suppressor-of-White-APricot)/surp domain-containing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative SWAP"	UniRef90_Q67VW6	"CHR5|COORD:7742648..7748931| expressed protein, similar to expressed protein [Arabidopsis thaliana] (TAIR:At5g53800.1); similar to hypothetical protein"	AT5G23080.2	CHR06V5|COORD:16835212..16824603|protein surp module family protein, expressed	LOC_Os06g29400.1	no description	not assigned.unknown	35_2

CUST_20953_PI403524517	2	-0.17696238	0.5185423	0.3214593	-0.049292564	-0.42083073	0.049292564	35_6082	Rep: Alternative oxidase - Triticum aestivum (Wheat)	UniRef90_Q8S914	"CHR3V7|COORD:7906897..7908423| AOX1A (alternative oxidase 1A); alternative oxidase"	AT3G22370.1	CHR04V5|COORD:30070780..30068069|protein transposon protein, putative, unclassified, expressed	LOC_Os04g51150.1	" no descriptionweakly similar to ( 121)AT3G22370| Symbols: ATAOX1A, AOX1A | AOX1A (alternative oxidase 1A); alternative oxidase | chr3:7906897-7908423 FORWARDweakly similar to ( 122)AOX3_SOYBNAlternative oxidase 3, mitochondrial precursor - Glycine max (Soybean)AOX AOX "	mitochondrial electron transport / ATP synthesis.alternative oxidase	9_4

CUST_12041_PI404877155	2	0.005044937	-0.49079323	-0.08563423	0.04305935	0.05648899	-0.0050439835	Contig5765_at	MSI type nucleosome/chromatin assembly factor C [Zea mays]	AAL33648.1	WD-40 repeat protein (MSI1)	At5g58230.1	protein MSI type nucleosome/chromatin assembly factor C, putative	Os03g43890	"WD-40 repeat protein (MSI1), contains 6 WD-40 repeats (PF0400); identical to WD-40 repeat protein (SP:O22467) (Arabidopsis thaliana)"	RNA.regulation of transcription.Nucleosome/chromatin assembly factor group	27_3_62

CUST_83662_PI403524517	2	-0.18136978	1.1724386	-0.13447714	0.6664858	-0.4566474	0.13447714	35_23985	"Cluster: Putative RING-H2 zinc finger protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative RING-H2 zinc finger protein - Oryza sativa (japonica cu"	UniRef90_Q69QB2	0	0	CHR06V5|COORD:6059542..6057727|protein RING-H2 finger protein ATL3B precursor, putative, expressed	LOC_Os06g11450.1	no description	not assigned.unknown	35_2

CUST_61443_PI403524517	2	-0.596591	0.13663006	-0.007208824	0.11444664	0.007208824	-0.18074703	35_17539	"Cluster: Copine III-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Copine III-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5N6Z8	CHR5|COORD:4648115..4651312| copine-related, low similarity to SP:Q99829 Copine I {Homo sapiens}	AT5G14420.2	CHR01V5|COORD:39897025..39892600|protein copine-6, putative, expressed	LOC_Os01g68060.2	no descriptionweakly similar to ( 131)AT5G14420| Symbols:  | copine-related | chr5:4648358-4650566 REVERSEnot assigned	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_170716_PI403524517	2	0.051692963	-0.023828983	0.04801607	-0.21445179	-0.13709307	0.02382946	35_47549	"Cluster: Putative polygalacturonase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative polygalacturonase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69P92	CHR1V7|COORD:6616768..6618866| glycoside hydrolase family 28 protein / polygalacturonase (pectinase) family protein	AT1G19170.1	CHR09V5|COORD:16281794..16286188|protein polygalacturonase, putative, expressed	LOC_Os09g26800.1	no descriptionmoderately similar to ( 272)AT1G19170| Symbols:  | glycoside hydrolase family 28 protein / polygalacturonase (pectinase) family protein | chr1:6616768-6618866 FORWARDPGU1 Glyco_hydro_28	cell wall.degradation.pectate lyases and polygalacturonases	10_6_3

CUST_88029_PI403524517	2	-0.40499783	1.1352434	-0.44534016	0.41042042	-0.7351427	0.40499878	35_25202	"Cluster: Os04g0563900 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os04g0563900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JB08	0	0	CHR04V5|COORD:28046652..28043654|protein protein kinase APK1B, chloroplast precursor, putative, expressed	LOC_Os04g47620.1	no description	not assigned.unknown	35_2

CUST_15296_PI404877155	2	-0.022465229	-0.24046373	0.20347929	0.020890236	-0.020890236	0.2762375	Contig9161_at	putative RACD protein [Hordeum vulgare subsp. vulgare]	CAD27895.1	Rac-like GTP-binding protein (ARAC3) / Rho-like GTP-binding protein (ROP6)	At4g35020.1	protein Ras family	Os02g58730	NONE	signalling.G-proteins	30_5

CUST_48757_PI403524517	2	-0.19880486	0.16356468	0.16356468	-0.0913887	-0.063949585	0.06394768	35_13925	Rep: Glycine-rich RNA-binding protein - Triticum aestivum (Wheat)	UniRef90_Q0KIW2	"CHR2V7|COORD:9272557..9273396| ATGRP7 (COLD, CIRCADIAN RHYTHM, AND RNA BINDING 2); RNA binding / double-stranded DNA binding / single-stranded DNA"	AT2G21660.1	CHR03V5|COORD:26409256..26410490|protein glycine-rich RNA-binding protein 2, putative, expressed	LOC_Os03g46770.1	" no descriptionweakly similar to ( 142)AT2G21660| Symbols: GR-RBP7, CCR2, ATGRP7 | ATGRP7 (COLD, CIRCADIAN RHYTHM, AND RNA BINDING 2); RNA binding | chr2:9272557-9273396 REVERSEweakly similar to ( 141)GRP1_DAUCAGlycine-rich RNA-binding protein - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned RRM RRM_1 Drf_FH1 TT_ORF1 COG0724 GRP Extensin_2 PRK06958 PRK07764 DUF1210 DUF1421 PRK07003 PRK12323 Protamine_P1 Protamine_P2 TonB COG4371 GP38 DUF1517 PRK10819 tolA Atrophin-1 Tymo_45kd_70kd eIF-4B TolA PRK00708 FAP DUF1777 tatB PRK09111 Totivirus_coat PRK05648 DUF571 DUF605 PRK12472 VWA_CoxE PRK12372 SMN PRK05035 "	RNA.RNA binding	27_4

CUST_169403_PI403524517	2	1.8251486	0.620883	0.08733845	-0.087338924	-0.2534027	-0.21399164	35_47183	"Cluster: Hypothetical protein P0450E05.15-1; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0450E05.15-1 - Oryza sativa (japonica cultiv"	UniRef90_Q69IN1	CHR5V7|COORD:19647158..19649814| oxidoreductase	AT5G48440.1	CHR09V5|COORD:20011042..20017179|protein oxidoreductase, putative, expressed	LOC_Os09g33900.2	no descriptionmoderately similar to ( 208)AT5G48440| Symbols:  | oxidoreductase | chr5:19647435-19649814 REVERSEPRK00711 DadA	not assigned.no ontology	35_1

CUST_94010_PI403524517	2	0.20679569	0.69236946	-0.058641434	0.058641434	-0.18808651	-0.11214161	35_26878	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_12176_PI399408534	2	0.28033257	0.10694218	-0.19442844	-0.097574234	-0.01627922	0.01627922	35_47269	Rep: H0502G05.4 protein - Oryza sativa (Rice)	UniRef90_Q01JG2	"CHR4V7|COORD:72804..75089| YAB3 (YABBY3); transcription factor"	AT4G00180.1	CHR04V5|COORD:26581174..26578616|protein yabby14 protein, putative, expressed	LOC_Os04g45330.1	no descriptionvery weakly similar to (75.1)AT4G00180| Symbols: YAB3 | YAB3 (YABBY3) | chr4:72804-74888 REVERSEvery weakly similar to (62.0)YABDL_ORYSAYABBY	RNA.regulation of transcription.C2C2(Zn) YABBY family	27_3_10

CUST_44427_PI403524517	2	-0.17241192	0.09079313	0.7176485	0.13408661	-0.12970829	-0.09079313	35_12745	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_85289_PI403524517	2	-0.060115814	0.94529533	0.6809654	-0.49164963	-0.5510769	0.060116768	35_24434	"Cluster: Hypothetical protein P0702G08.13; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0702G08.13 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6ZC83	CHR5V7|COORD:19075457..19075987| invertase/pectin methylesterase inhibitor family protein	AT5G46940.1	CHR08V5|COORD:15083573..15082904|protein PME/invertase inhibitor-like protein, putative, expressed	LOC_Os08g25070.1	no descriptionPMEI	not assigned.unknown	35_2

CUST_10613_PI399408534	2	-0.059038162	0.21556664	0.06770706	-0.0010204315	-0.17261124	0.0010213852	35_21155	"Cluster: Zinc finger CCCH type domain containing protein ZFN, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Zinc finger CCCH type domain"	UniRef90_Q2QT65	"CHR5|COORD:5403191..5405157| zinc finger (CCCH-type) family protein, identical to zinc finger protein 3 (Arabidopsis thaliana) gi:4689376:gb:AAD27875; contains"	AT5G16540.1	CHR12V5|COORD:12192595..12200291|protein zinc finger CCCH type domain-containing protein ZFN-like, putative, expressed	LOC_Os12g21700.1	"no descriptionweakly similar to ( 168)AT5G16540| Symbols: ZFN3 | ZFN3 (ZINC FINGER PROTEIN 3); nucleic acid binding | chr5:5403440-5405037 FORWARDweakly similar to ( 188)ZFNL_PEAZinc finger CCCH domain-containing protein ZFN-like - Pisum sativum (Garden pea)not assigned"	RNA.regulation of transcription.C3H zinc finger family	27_3_12

CUST_83413_PI403524517	2	0.052010536	0.33249092	-0.052010536	-0.08600807	-0.3573618	0.08548164	35_23918	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q109L5	CHR1V7|COORD:25073390..25099189| midasin-related	AT1G67120.1	CHR10V5|COORD:16386147..16380787|protein ATP binding protein, putative, expressed	LOC_Os10g31856.1	no descriptionvery weakly similar to (96.3)AT1G67120| Symbols:  | midasin-related | chr1:25073390-25099189 REVERSEMDN1	not assigned.no ontology	35_1

CUST_28287_PI403524517	2	0.4692707	-0.09674454	0.04247284	0.12652302	-0.37353516	-0.042472363	35_8177	"Cluster: Pex2/Pex12 amino terminal region family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Pex2/Pex12 amino terminal region family pr"	UniRef90_Q337M1	CHR3V7|COORD:1186647..1189100| APM4/ATPEX12/PEX12 (PEROXIN-12)	AT3G04460.1	CHR10V5|COORD:16921376..16926275|protein peroxisome assembly protein 12, putative, expressed	LOC_Os10g32960.1	 no descriptionweakly similar to ( 151)AT3G04460| Symbols: PEX12, ATPEX12, APM4 | APM4/ATPEX12/PEX12 (PEROXIN-12) | chr3:1186647-1189100 FORWARDnot assigned 	not assigned.no ontology	35_1

CUST_1088_PI404877155	2	-0.027833939	-0.1022234	0.07305336	0.0039463043	-0.0039463043	0.2582655	Contig11099_at	putative trehalose-6-phosphate synthase [Oryza sativa (japonica cultivar-group)] dbj|BAB63523.1| putative trehalose-6-phosphate synthase [Or	NP_916770.1	glycosyl transferase family 20 protein / trehalose-phosphatase family protein	At1g06410.1	protein trehalose-phosphatase, putative	Os01g53000	utative trehalose-6-phosphate synthase	minor CHO metabolism.trehalose.potential TPS/TPP	3_2_3

CUST_71836_PI403524517	2	-0.05530262	0.6452503	0.055301666	-0.12766457	-0.13182259	0.07771683	35_20594	"Cluster: Uncharacterized protein family UPF0016 containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Uncharacterized protein family"	UniRef90_Q2R2Z4	"CHR4V7|COORD:7901365..7903788| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G64150.1); similar to transmembrane protein FT27 [Synechocystis sp."	AT4G13590.1	CHR11V5|COORD:19512084..19507286|protein expressed protein	LOC_Os11g34180.1	"no descriptionweakly similar to ( 124)AT4G13590| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G64150.1); similar to transmembrane protein FT27 [Synechocystis sp. PCC 6803] (GB:NP_442278.1); similar to Os11g0544500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001068053.1); contains InterPro domain Protein of unknown function UPF0016; (InterPro:IPR001727) | chr4:7901365-7903788 REVERSEnot assigned COG2119 UPF0016"	not assigned.unknown	35_2

CUST_26175_PI403524517	2	-0.07805824	0.2348957	0.008182526	-0.008181572	-0.08403969	0.067427635	35_7581	"Cluster: Acidic leucine-rich nuclear phosphoprotein 32-related protein 1; n=2; Oryza sativa|Rep: Acidic leucine-rich nuclear phosphoprotein 32-related protein 1"	UniRef90_Q6YSF3	CHR3V7|COORD:18846252..18848078| leucine-rich repeat family protein	AT3G50690.1	CHR07V5|COORD:24982935..24991142|protein acidic leucine-rich nuclear phosphoprotein 32 family member B, putative, expressed	LOC_Os07g41694.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TFIIF_alpha Mpp10 MDN1 DUF566 COG5137 PRK02363	not assigned.unknown	35_2

CUST_2431_PI404877155	2	0.035241127	-0.08204174	0.02812767	-0.03149128	-0.028126717	0.09253883	Contig12812_s_at	putative myb-related transcription activator [Oryza sativa (japonica cultivar-group)]	NP_909206.1	myb family transcription factor	At5g58900.1	protein Myb-like DNA-binding domain, putative	Os01g04930	"3.5_Tryptophan_Myb   T01589 MYBST1; Species: potato, Solanum tuberosum."	RNA.regulation of transcription.MYB-related transcription factor family	27_3_26

CUST_76775_PI403524517	2	-0.10052872	0.38019753	0.06400585	-3.1280518E-4	3.1280518E-4	-0.07412815	35_22008	"Cluster: Os05g0147700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0147700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DKR5	0	0	CHR05V5|COORD:2716740..2714941|protein F-box domain containing protein, expressed	LOC_Os05g05500.1	no description	not assigned.unknown	35_2

CUST_164858_PI403524517	2	0.44131327	-0.34899187	0.012669086	0.37920523	-0.23707008	-0.012669086	35_45945	"Cluster: Putative helicase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative helicase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z5P0	"CHR1V7|COORD:26393679..26397811| PDE317 (PIGMENT DEFECTIVE 317); ATP-dependent helicase"	AT1G70070.1	CHR02V5|COORD:30866902..30877002|protein PDE317, putative, expressed	LOC_Os02g50560.2	"no descriptionmoderately similar to ( 202)AT1G70070| Symbols: PDE317 | PDE317 (PIGMENT DEFECTIVE 317); ATP-dependent helicase | chr1:26393679-26397811 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned COG4581 COG1204 PRK02362 PRK01172 PRK00254 COG1202 HELICc"	DNA.synthesis/chromatin structure	28_1

CUST_84800_PI403524517	2	0.08888531	1.2273903	0.08235741	-0.3422947	-0.13074875	-0.08235741	35_24298	"Cluster: Putative F8K7.10 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative F8K7.10 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6AVR6	"CHR1V7|COORD:7613017..7615137| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G21670.1); similar to WD40 domain protein beta Propeller"	AT1G21680.1	CHR03V5|COORD:35271028..35273355|protein WD40-like Beta Propeller Repeat family protein, expressed	LOC_Os03g62370.1	" no descriptionweakly similar to ( 135)AT1G21680| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G21670.1); similar to WD40 domain protein beta Propeller [Solibacter usitatus Ellin6076] (GB:YP_828764.1); similar to Os03g0840200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001051846.1); similar to Os07g0638100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001060406.1); contains InterPro domain TolB, C-terminal; (InterPro:IPR011042); contains InterPro domain WD40-like Beta Propeller; (InterPro:IPR011659) | chr1:7613017-7615137 FORWARDnot assigned not assigned tolB TolB "	not assigned.no ontology	35_1

CUST_26686_PI403524517	2	-0.3091154	-0.82209873	0.13769913	0.24782085	0.24915123	-0.13769817	35_7733	"Cluster: Hypothetical protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53LU7	CHR3V7|COORD:2746019..2748331| proline-rich family protein	AT3G09000.1	CHR11V5|COORD:2487649..2486571|protein expressed protein	LOC_Os11g05530.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12678 PRK07003 PRK12323 APC_basic DUF1509 PRK07764 DUF566 Tymo_45kd_70kd PRK09169 Mucin	not assigned.unknown	35_2

CUST_110828_PI403524517	2	0.2811451	-0.27514744	0.42430878	0.026073456	-0.04974842	-0.026073456	35_31473	"Cluster: Putative heat shock protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative heat shock protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8RYX7	CHR1V7|COORD:21954403..21955875| DNAJ heat shock protein, putative	AT1G59725.1	CHR01V5|COORD:38336490..38339127|protein dnaJ protein homolog 1, putative, expressed	LOC_Os01g65480.1	 no descriptionvery weakly similar to (61.6)AT1G59725| Symbols:  | DNAJ heat shock protein, putative | chr1:21954403-21955875 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DnaJ DnaJ DnaJ PRK10767 SEC63 CbpA PRK10266 	stress.abiotic.heat	20_2_1

CUST_43938_PI403524517	2	0.52252483	0.49674702	-0.06238222	0.06238222	-0.68875647	-0.50176287	35_12610	"Cluster: Putative ATPase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative ATPase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6F2W7	CHR3V7|COORD:18945067..18946509| AAA-type ATPase family protein	AT3G50940.1	CHR03V5|COORD:21501420..21499431|protein mitochondrial protein, putative, expressed	LOC_Os03g38800.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_25445_PI403524517	2	-0.0011706352	0.5157471	0.042171	0.0011706352	-0.010439873	-0.23569107	35_7375	"Cluster: Putative copine I; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative copine I - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69V56	CHR3V7|COORD:242741..245069| copine-related	AT3G01650.1	CHR06V5|COORD:24233707..24228311|protein copine-1, putative, expressed	LOC_Os06g40650.4	no descriptionmoderately similar to ( 296)AT3G01650| Symbols:  | copine-related | chr3:242741-245069 FORWARDnot assigned vWA_copine_like Copine	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_92011_PI403524517	2	0.17619514	-0.17488623	-0.07906389	0.032570362	0.04995203	-0.03257084	35_26307	Rep: OSIGBa0106G07.7 protein - Oryza sativa (Rice)	UniRef90_Q01IX7	CHR5V7|COORD:2889008..2892017| vacuolar sorting protein 9 domain-containing protein / VPS9 domain-containing protein	AT5G09320.1	CHR04V5|COORD:23573697..23571690|protein tha8, putative, expressed	LOC_Os04g39970.1	no descriptionweakly similar to ( 186)AT5G09320| Symbols:  | vacuolar sorting protein 9 domain-containing protein / VPS9 domain-containing protein | chr5:2889008-2892017 REVERSE	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_33693_PI403524517	2	0.24514961	-0.2354021	0.10179806	0.20250273	-0.3324504	-0.10179758	35_9711	"Cluster: Plus agglutinin; n=1; Chlamydomonas incerta|Rep: Plus agglutinin - Chlamydomonas incerta"	UniRef90_Q58NA5	CHR1V7|COORD:11399903..11405702| actin binding	AT1G31810.1	CHR02V5|COORD:2023354..2020973|protein vegetative cell wall protein gp1 precursor, putative, expressed	LOC_Os02g04540.1	no descriptionnot assigned not assigned not assigned	not assigned.unknown	35_2

CUST_3167_PI404877155	2	0.06503105	-0.033608437	-0.14076042	0.05290985	-0.021712303	0.02171135	Contig13648_at	putative ABC transporter ATP-binding protein [Oryza sativa (japonica cultivar-group)]	NP_913369.1	ABC transporter family protein	At1g54350.1	protein SET domain, putative	Os01g11950	ABC transporter family protein, similar to hypothetical ABC transporter ATP-binding protein GI:9955395 from (Microcystis aeruginosa)	transport.ABC transporters and multidrug resistance systems	34_16

CUST_125108_PI403524517	2	0.056681633	-0.08774567	0.02121067	-0.02121067	0.05309677	-0.021607399	35_35247	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_72948_PI403524517	2	-0.13919926	-0.1322937	-0.020619392	0.020620346	0.031080246	0.059152603	35_20914	"Cluster: Os01g0827200 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0827200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JI36	CHR5V7|COORD:23641380..23643902| phox (PX) domain-containing protein	AT5G58440.1	CHR01V5|COORD:35727097..35723015|protein PX domain containing protein, expressed	LOC_Os01g61150.1	no descriptionweakly similar to ( 187)AT5G58440| Symbols:  | phox (PX) domain-containing protein | chr5:23641380-23643902 REVERSEnot assigned Vps5	not assigned.no ontology	35_1

CUST_66832_PI403524517	2	0.06316757	0.37918663	-0.06316662	-0.17840958	-0.17729568	0.08913422	35_19081	"Cluster: Hypothetical protein B1063H10.20; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1063H10.20 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6Z608	"CHR1V7|COORD:25573985..25575225| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G13380.1); similar to Os08g0261100 [Oryza sativa (japonica"	AT1G68220.1	CHR08V5|COORD:9827708..9824643|protein fiber protein Fb34, putative, expressed	LOC_Os08g16130.1	"no descriptionweakly similar to ( 168)AT1G68220| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G13380.1); similar to Os08g0261100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001061393.1); similar to Os07g0462200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001059580.1); similar to fiber protein Fb34 [Gossypium barbadense] (GB:AAR07596.1); contains InterPro domain Protein of unknown function DUF1218; (InterPro:IPR009606) | chr1:25573985-25575225 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF1218 PRK07003 PRK12323 TT_ORF1 DUF566 Atrophin-1 HPC2 KAR9 Herpes_BLLF1 PRK07764"	not assigned.unknown	35_2

CUST_12650_PI399408534	2	0.18179607	-0.091918945	0.016084671	-0.016083717	-0.034090042	0.044774055	35_27660	"Cluster: Putative tRNA modification GTPase trmE; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative tRNA modification GTPase trmE - Oryza sativa (japonic"	UniRef90_Q6Z9X4	CHR1V7|COORD:29338429..29341191| tRNA modification GTPase, putative	AT1G78010.1	CHR08V5|COORD:19323595..19327600|protein tRNA modification GTPase trmE, putative, expressed	LOC_Os08g31460.1	 no descriptionweakly similar to ( 151)AT1G78010| Symbols:  | tRNA modification GTPase, putative | chr1:29338429-29341191 FORWARDnot assigned trmE ThdF 	signalling.G-proteins	30_5

CUST_16203_PI404877155	2	-0.72442675	1.2088671	0.25249863	0.5470567	-0.4060483	-0.2524991	EBma03_SQ003_O14_at	OSJNBa0016N04.13 [Oryza sativa (japonica cultivar-group)] emb|CAD40704.2| OSJNBb0042I07.1 [Oryza sativa (japonica cultivar-group)]	CAD40631.2	0	0	protein Protein kinase domain, putative	Os04g30010	NONE	RNA.regulation of transcription	27_3

CUST_10669_PI404877155	2	0.034297943	-0.034298897	0.07457352	-0.0791626	0.08146095	-0.03750229	Contig4371_at	Chain A, The Structure Of The Cytosolic D-Ribulose-5-Phosphate 3-Epimerase From Rice Complexed With Sulfate pdb|1H1Y|B Chain B, The Structur	1H1Y	ribulose-phosphate 3-epimerase, cytosolic, putative / pentose-5-phosphate 3-epimerase, putative	At3g01850.1	protein Chain A, The Structure Of The Cytosolic D-Ribulose-5-Phosphate 3-Epimerase From Rice Com	Os09g32810	0	OPP.non-reductive PP.ribulose-phosphate 3-epimerase	7_2_03

CUST_29896_PI399408534	2	0.06683159	-0.3662777	0.0031833649	-0.06876373	0.15316105	-0.0031843185	35_677	"Cluster: Os05g0350600 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0350600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DIY4	CHR5V7|COORD:23697545..23698940| RANBP1 (RAN BINDING PROTEIN 1)	AT5G58590.1	CHR05V5|COORD:16481600..16484384|protein ran-binding protein 1 homolog c, putative, expressed	LOC_Os05g28290.1	no descriptionmoderately similar to ( 239)AT5G58590| Symbols: RANBP1 | RANBP1 (RAN BINDING PROTEIN 1) | chr5:23697545-23698940 REVERSEnot assigned not assigned RanBD Ran_BP1 YRB1 RanBD	signalling.G-proteins	30_5

CUST_55333_PI403524517	2	-0.015295029	-0.3383484	0.039052963	0.015295029	0.07531357	-0.06409645	35_15753	Rep: H0716A07.7 protein - Oryza sativa (Rice)	UniRef90_Q01MR6	"CHR1V7|COORD:47705..49166| PDH-E1 ALPHA (PYRUVATE DEHYDROGENASE E1 ALPHA); pyruvate dehydrogenase (acetyl-transferring)"	AT1G01090.1	CHR04V5|COORD:1122969..1127029|protein pyruvate dehydrogenase E1 component alpha subunit, putative, expressed	LOC_Os04g02900.1	" no descriptionhighly similar to ( 630)AT1G01090| Symbols: PDH-E1 ALPHA | PDH-E1 ALPHA (PYRUVATE DEHYDROGENASE E1 ALPHA); pyruvate dehydrogenase (acetyl-transferring) | chr1:47705-49166 REVERSEmoderately similar to ( 248)ODPA_SOLTUPyruvate dehydrogenase E1 component subunit alpha, mitochondrial precursor - Solanum tuberosum (Potato)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned AcoA TPP_E1_PDC_ADC_BCADC E1_dh TPP_TK DUF1421 Extensin_2 TPP_enzymes Drf_FH1 PRK12323 PRK07764 TPP_enzyme_C TPP_AHAS Atrophin-1 PRK07003 "	TCA / org. transformation.TCA.pyruvate DH.E1	8_1_1_1

CUST_108411_PI403524517	2	0.1802082	-0.13111496	-0.004038334	0.10709429	-0.39015818	0.0040388107	35_30837	Rep: Roothairless 1 - Zea mays (Maize)	UniRef90_Q5YLM3	"CHR1V7|COORD:17459611..17466336| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G47560.1); similar to roothairless 1 [Zea mays] (GB:AAQ81632.1);"	AT1G47550.1	CHR03V5|COORD:23762643..23751455|protein roothairless 1, putative, expressed	LOC_Os03g42750.2	" no descriptionweakly similar to ( 151)AT1G47550| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G47560.1); similar to roothairless 1 [Zea mays] (GB:AAQ81632.1); similar to roothairless 1, putative, expressed [Oryza sativa (japonica cultivar-group)] (GB:ABF97708.1); similar to roothairless 1, putative, expressed [Oryza sativa (japonica cultivar-group)] (GB:ABF97707.1) | chr1:17459611-17466336 FORWARDnot assigned "	not assigned.unknown	35_2

CUST_58472_PI403524517	2	0.021348953	0.23835659	0.16892433	-0.04189205	-0.021348	-0.05328846	35_16676	"Cluster: Hydrolase, alpha/beta fold family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hydrolase, alpha/beta fold family protein, expre"	UniRef90_Q10J20	CHR4V7|COORD:17617039..17618357| hydrolase, alpha/beta fold family protein	AT4G37470.1	CHR03V5|COORD:18411214..18405898|protein sigma factor sigB regulation protein rsbQ, putative, expressed	LOC_Os03g32270.1	 no descriptionmoderately similar to ( 437)AT4G37470| Symbols:  | hydrolase, alpha/beta fold family protein | chr4:17617039-17618357 REVERSEnot assigned not assigned not assigned not assigned MhpC Abhydrolase_1 PRK05855 TT_ORF1 PRK03592 	not assigned.no ontology	35_1

CUST_119685_PI403524517	2	0.22253704	0.66826725	0.19157219	-0.21125889	-0.25207615	-0.19157219	35_33857	"Cluster: Putative uncharacterized protein YHR217C; n=1; Saccharomyces cerevisiae|Rep: Putative uncharacterized protein YHR217C - Saccharomyces cerevisiae (Baker"	UniRef90_P38898		0	0	0	no description	not assigned.unknown	35_2

CUST_42195_PI403524517	2	0.0131082535	0.37278938	-0.0049028397	-0.057642937	0.0049028397	-0.006539345	35_12128	"Cluster: Expressed protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QP65	"CHR3V7|COORD:7534830..7536299| similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABA99446.2); contains domain Winged helix"	AT3G21400.1	CHR12V5|COORD:21581383..21584050|protein expressed protein	LOC_Os12g35550.2	" no descriptionvery weakly similar to (63.5)AT3G21400| Symbols:  | similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABA99446.2); contains domain ""Winged helix"" DNA-binding domain (SSF46785) | chr3:7534830-7536299 REVERSE"	not assigned.unknown	35_2

CUST_71645_PI403524517	2	0.14247131	0.10339165	0.0044317245	-0.08386612	-0.12120533	-0.004430771	35_20539	Rep: ASC1-like protein 1 - Oryza sativa (Rice)	UniRef90_Q6EUN0	CHR1V7|COORD:4645003..4646762| LAG13 (LAG1 LONGEVITY ASSURANCE HOMOLOG 3)	AT1G13580.2	CHR02V5|COORD:22406455..22401835|protein ASC1-like protein 1, putative, expressed	LOC_Os02g37080.1	no descriptionmoderately similar to ( 337)AT1G13580| Symbols: LAG13 | LAG13 (LAG1 LONGEVITY ASSURANCE HOMOLOG 3) | chr1:4645003-4646762 REVERSEmoderately similar to ( 342)ASCL1_ORYSAnot assigned LAG1 TLC LAG1	lipid metabolism.'exotics' (steroids, squalene etc).sphingolipids	11_8_1

CUST_117481_PI403524517	2	0.3455901	0.095906734	0.034507275	-0.034507275	-0.1145072	-0.07564974	35_33288	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_121214_PI403524517	2	0.12290287	-0.10284042	0.08754873	0.16709471	-0.08754873	-0.17837954	35_34241	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_82711_PI403524517	2	0.34749603	-0.6760969	-0.45448017	0.2617607	-0.073428154	0.073428154	35_23721	"Cluster: Putative fatty acid elongase 3-ketoacyl-CoA synthase; n=2; Oryza sativa|Rep: Putative fatty acid elongase 3-ketoacyl-CoA synthase - Oryza sativa (Rice)"	UniRef90_Q9FW59	CHR2V7|COORD:12282796..12284226| beta-ketoacyl-CoA synthase family protein	AT2G28630.1	CHR10V5|COORD:17234777..17242184|protein acyltransferase, putative, expressed	LOC_Os10g33370.1	no descriptionweakly similar to ( 162)AT2G28630| Symbols:  | beta-ketoacyl-CoA synthase family protein | chr2:12282796-12284226 REVERSECHS_like KAS_III ACP_syn_III_C FabH PRK09352	lipid metabolism.FA synthesis and FA elongation.beta ketoacyl CoA synthase	11_1_10

CUST_127336_PI403524517	2	0.12700081	-0.6559553	-0.034514427	0.2136507	0.03319931	-0.03319931	35_35818	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_4542_PI399408534	2	0.08331776	-0.6309738	-0.18571949	0.025528908	0.13637352	-0.025529861	35_23599	"Cluster: Putative receptor-like protein kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative receptor-like protein kinase - Oryza sativa (japonica"	UniRef90_Q7XHW7	CHR5V7|COORD:23590047..23592097| leucine-rich repeat transmembrane protein kinase, putative	AT5G58300.1	CHR07V5|COORD:28866936..28861864|protein ATP binding protein, putative, expressed	LOC_Os07g48310.2	 no descriptionweakly similar to ( 121)AT5G58300| Symbols:  | leucine-rich repeat transmembrane protein kinase, putative | chr5:23590047-23592097 FORWARDnot assigned not assigned not assigned not assigned PRK07764 	signalling.receptor kinases.leucine rich repeat III	30_2_3

CUST_28838_PI403524517	2	0.08656597	0.06154442	0.002623558	-0.025548935	-0.0026226044	-0.03899288	35_8331	"Cluster: Os07g0223700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0223700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D7Q1	"CHR1V7|COORD:20735747..20737468| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G13420.1); similar to hypothetical protein MtrDRAFT_AC146567g1v1"	AT1G55535.1	CHR07V5|COORD:6839803..6843124|protein conserved hypothetical protein	LOC_Os07g12220.1	"no descriptionmoderately similar to ( 233)AT1G55535| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G13420.1); similar to hypothetical protein MtrDRAFT_AC146567g1v1 [Medicago truncatula] (GB:ABE90925.1) | chr1:20735773-20737468 REVERSE"	not assigned.unknown	35_2

CUST_84379_PI403524517	2	-0.0061769485	0.40153885	0.11328411	-0.14410019	-0.0011959076	0.0011959076	35_24176	"Cluster: Pentatricopeptide (PPR) repeat-containing protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Pentatricopeptide (PPR) repeat-containing prot"	UniRef90_Q6YWZ1	CHR1V7|COORD:30400086..30401813| pentatricopeptide (PPR) repeat-containing protein	AT1G80880.1	CHR08V5|COORD:10447474..10449813|protein conserved hypothetical protein	LOC_Os08g17080.1	no descriptionmoderately similar to ( 307)AT1G80880| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr1:30400086-30401813 REVERSEvery weakly similar to (95.1)RF1_ORYSA	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_2698_PI404877155	2	-0.13722992	-0.0043153763	0.427783	0.0043153763	0.15628815	-0.066711426	Contig13110_at	unnamed protein product [Oryza sativa (japonica cultivar-group)]	NP_913553.1	basic helix-loop-helix (bHLH) family protein	At2g46510.1	protein Helix-loop-helix DNA-binding domain, putative	Os01g13460	basic helix-loop-helix (bHLH) family protein, contains Pfam profile: PF00010 helix-loop-helix DNA-binding domain	RNA.regulation of transcription.bHLH,Basic Helix-Loop-Helix family	27_3_06

CUST_16273_PI404877155	2	0.047758102	-0.5189953	-0.44435835	0.2612219	0.1055994	-0.047758102	EBro03_SQ004_E10_at	1-aminocyclopropane-1-carboxylate oxidase [Phyllostachys edulis]	BAB32502.1	1-aminocyclopropane-1- carboxylate oxidase / ACC oxidase / ethylene-forming enzyme (ACO) (EAT1)	At1g05010.1	protein 1-aminocyclopropane-1-carboxylate oxidase 1 (ec 1.14.17.4) (accoxidase 1) (ethylene-form	Os09g27820	NONE	hormone metabolism.ethylene.synthesis-degradation	17_5_1

CUST_110782_PI403524517	2	0.022719383	-0.09167671	-0.09426117	0.038576126	0.046697617	-0.022720337	35_31461	Rep: OSIGBa0139P06.8 protein - Oryza sativa (Rice)	UniRef90_Q01JP0		0	CHR04V5|COORD:28424245..28426060|protein membrane protein, putative, expressed	LOC_Os04g48130.1	no description	not assigned.unknown	35_2

CUST_181251_PI403524517	2	0.08187103	0.19109964	0.12813187	-0.3689742	-0.5933037	-0.08187103	35_50403	"Cluster: Hypothetical protein OSJNBa0057L21.29; n=1; Oryza sativa|Rep: Hypothetical protein OSJNBa0057L21.29 - Oryza sativa (Rice)"	UniRef90_Q8S7C3	CHR1V7|COORD:17736251..17761639| C2 domain-containing protein	AT1G48090.1	CHR02V5|COORD:15971311..15951144|protein expressed protein	LOC_Os02g27130.1	no descriptionweakly similar to ( 124)AT1G48090| Symbols:  | C2 domain-containing protein | chr1:17740060-17761639 REVERSEnot assigned not assigned MRS6	not assigned.no ontology.C2 domain-containing protein	35_1_19

CUST_42285_PI403524517	2	-0.075152874	0.5958009	0.51446104	-0.058988094	-0.0841465	0.058988094	35_12154	"Cluster: Os07g0162300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0162300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D8G3	CHR5V7|COORD:14810267..14813058| RIO1 family protein	AT5G37350.1	CHR07V5|COORD:3322052..3328243|protein serine/threonine-protein kinase RIO1, putative, expressed	LOC_Os07g06820.1	no descriptionvery weakly similar to (69.3)AT5G37350| Symbols:  | RIO1 family protein | chr5:14811067-14813058 FORWARD	protein.postranslational modification	29_4

CUST_98865_PI403524517	2	0.14689445	0.040088654	-0.040089607	-0.048954964	-0.4286995	0.27942944	35_28221	Rep: Beta 1,3 glucan synthase - Lolium multiflorum (Italian ryegrass) (Lolium perenne subsp.multiflorum)	UniRef90_Q6WGM8	"CHR3V7|COORD:2265148..2279389| ATGSL10 (GLUCAN SYNTHASE-LIKE 10); 1,3-beta-glucan synthase"	AT3G07160.1	CHR03V5|COORD:1580404..1560519|protein CALS1, putative, expressed	LOC_Os03g03610.1	" no descriptionmoderately similar to ( 258)AT3G07160| Symbols: GSL10, ATGSL10 | ATGSL10 (GLUCAN SYNTHASE-LIKE 10); 1,3-beta-glucan synthase | chr3:2265148-2279389 REVERSEnot assigned Glucan_synthase "	minor CHO metabolism.callose	3_6

CUST_108445_PI403524517	2	-0.10605812	-0.28551483	0.16071701	-0.5063696	0.11126518	0.10605717	35_30846	"Cluster: Hypothetical protein B1099D03.34; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1099D03.34 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5N844	CHR2V7|COORD:11287358..11287795| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G57500.1)	AT2G26520.1	CHR01V5|COORD:38972557..38969293|protein hypothetical protein	LOC_Os01g66544.1	no descriptionnot assigned not assigned PRK07764 PRK12323	not assigned.unknown	35_2

CUST_9721_PI399408534	2	0.6406832	-0.045108795	-0.0037760735	-0.22703552	0.028240204	0.0037760735	35_10907	Rep: Phytochrome B - Oryza sativa (Rice)	UniRef90_P25764	"CHR2V7|COORD:8147161..8151233| PHYB (PHYTOCHROME B); G-protein coupled photoreceptor/ signal transducer"	AT2G18790.1	CHR03V5|COORD:10998924..11007061|protein phytochrome B, putative, expressed	LOC_Os03g19590.1	" no descriptionmoderately similar to ( 369)AT2G18790| Symbols: HY3, OOP1, PHYB | PHYB (PHYTOCHROME B); G-protein coupled photoreceptor/ signal transducer | chr2:8147161-8151233 FORWARDmoderately similar to ( 406)PHYB_SORBIPhytochrome B - Sorghum bicolor (Sorghum) (Sorghum vulgare)Phytochrome COG4251 "	signalling.light	30_11

CUST_94489_PI403524517	2	0.10993576	-0.71179104	-0.08281183	0.13694048	-0.103961945	0.082811356	35_27011	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_70720_PI403524517	2	-0.0071401596	-0.082611084	0.0071401596	0.06599045	-0.098400116	0.0093746185	35_20262	"Cluster: AT5g11850/F14F18_20; n=2; Arabidopsis thaliana|Rep: AT5g11850/F14F18_20 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q8S9K4	CHR5V7|COORD:3816633..3821025| protein kinase family protein	AT5G11850.1	CHR02V5|COORD:6733499..6726340|protein MAP3K delta-1 protein kinase, putative, expressed	LOC_Os02g12810.1	no descriptionmoderately similar to ( 268)AT5G11850| Symbols:  | protein kinase family protein | chr5:3816633-3821025 REVERSEvery weakly similar to (74.7)NORK_MEDTRNodulation receptor kinase precursor - Medicago truncatula (Barrel medic)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pkinase_Tyr TyrKc S_TKc PTKc S_TKc Pkinase PTKc_InsR_like PTKc_Csk_like PTKc_Jak_rpt2 PTKc_Tec_like PTKc_Fes_like PTKc_Chk PTKc_FGFR PTKc_Ack_like PTKc_Btk_Bmx PTKc_Abl PTKc_Src_like PTKc_Srm_Brk PTK_CCK4 PTKc_Csk PTKc_Met_Ron PTKc_IGF-1R PTKc_InsR PTKc_PDGFR PTKc_Itk PTKc_EphR PTKc_FGFR3 PTKc_Tec_Rlk PTKc_Syk_like PTKc_FAK PTKc_Fes PTKc_Tie2 PTKc_Fer PTKc_RET PTKc_VEGFR PTKc_Axl_like PTKc_FGFR1 PTKc_Trk PTKc_Frk_like PTKc_Tie1 PTKc_EGFR_like PTKc_FGFR4 PTKc_FGFR2 PTKc_c-ros PTK_Ryk PTKc_DDR PTKc_Ror PTKc_EphR_B PTKc_DDR2 PTKc_VEGFR3 PTKc_Musk PTKc_Tie PTKc_Kit PTKc_PDGFR_alpha PTKc_PDGFR_beta PTKc_Fyn_Yrk PTKc_VEGFR2 PTKc_EphR_A2 PTKc_DDR_like PTKc_TrkA PTKc_TrkC PTKc_Tyro3 PTKc_ALK_LTK PTKc_EphR_A PTKc_Jak2_Jak3_rpt2 PTKc_Axl PTKc_Ror1 PTKc_DDR1 PTKc_Lck_Blk PTKc_Tyk2_rpt2 PTKc_Src PTKc_EGFR PTKc_Lyn PTKc_CSF-1R PTKc_Yes PTKc_TrkB PTKc_Hck PTKc_EphR_A10 PTKc_Jak1_rpt2 PTKc_HER2 PTKc_Syk PTK_HER3 PTKc_HER4 SPS1 PTKc_Zap-70 PTKc_Ror2 PTKc_Aatyk PTKc_Aatyk1_Aatyk3 PTK_Jak_rpt1 PTK_Jak2_Jak3_rpt1 PTKc_Aatyk2	protein.postranslational modification	29_4

CUST_3373_PI404877155	2	0.1276021	1.6139607	0.31472445	-0.49143314	-0.24596071	-0.1276021	Contig13825_at	ent-kaurenoic acid oxidase [Hordeum vulgare] sp|Q9AXH9|KAO1_HORVU Ent-kaurenoic acid oxidase 1 (gpr5)	AAK11616.1	ent-kaurenoic acid hydroxylase, putative / cytochrome P450, putative	At2g32440.1	protein Cytochrome P450, putative	Os06g02030	ent-kaurenoic acid oxidase	hormone metabolism.gibberelin.synthesis-degradation.ent-kaurenoic acid hydroxylase/oxygenase	17_6_1_4

CUST_136961_PI403524517	2	0.08466005	-0.50668144	-0.08466005	0.15172195	0.12740183	-0.12024069	35_38408	"Cluster: Putative mitochondrial intermediate peptidase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative mitochondrial intermediate peptidase - Oryza s"	UniRef90_Q653H3	CHR5V7|COORD:20949297..20953510| metalloendopeptidase	AT5G51540.1	CHR06V5|COORD:28619995..28627008|protein mitochondrial intermediate peptidase, mitochondrial precursor, putative, expressed	LOC_Os06g47210.1	no descriptionmoderately similar to ( 308)AT5G51540| Symbols:  | metalloendopeptidase | chr5:20949297-20953510 FORWARDnot assigned not assigned Peptidase_M3 Dcp PRK10911 PRK10280 COG1164	protein.degradation	29_5

CUST_41851_PI403524517	2	0.19106007	0.19613361	0.072444916	-0.072444916	-0.106681824	-0.10101843	35_12026	Rep: Elongation factor 1-alpha - Piriformospora indica	UniRef90_Q9HDF6	CHR5V7|COORD:24306452..24307803| calmodulin binding / translation elongation factor	AT5G60390.2	CHR03V5|COORD:4096033..4098979|protein elongation factor 1-alpha, putative, expressed	LOC_Os03g08060.2	no descriptionweakly similar to ( 165)AT5G60390| Symbols:  | calmodulin binding / translation elongation factor | chr5:24306452-24307803 FORWARDweakly similar to ( 157)EF1A2_HORVUElongation factor 1-alpha - Hordeum vulgare (Barley)not assigned not assigned not assigned not assigned TEF1 PRK12317 EF1_alpha_II EF1_alpha_III eRF3c_III GTP_EFTU_D3 Translation_factor_III TufB PRK00049 PRK12735 PRK12736 tufA eRF3_II_like	protein.synthesis.elongation	29_2_4

CUST_61124_PI403524517	2	-0.0350399	0.22352028	-0.03879261	-0.025354385	0.025353432	0.15516758	35_17437	"Cluster: Os02g0702800 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0702800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DYC1	"CHR5V7|COORD:19029569..19031022| VAM3 (syntaxin 22); t-SNARE"	AT5G46860.1	CHR02V5|COORD:28966120..28961707|protein syntaxin 23, putative, expressed	LOC_Os02g47440.1	" no descriptionmoderately similar to ( 248)AT5G46860| Symbols: ATVAM3, SYP22, ATSYP22, SGR3, VAM3 | VAM3 (syntaxin 22); t-SNARE | chr5:19029569-19031022 REVERSEnot assigned not assigned not assigned not assigned COG5325 SNARE SynN t_SNARE SynN t_SNARE COG5074 "	cell. vesicle transport	31_4

CUST_12814_PI404877155	2	0.04790497	-1.3004589	-0.41458035	0.40401936	0.17057991	-0.047905922	Contig6559_at	small heat shock protein Hsp23.6 [Triticum aestivum]	AAD03605.1	23.5 kDa mitochondrial small heat shock protein (HSP23.5-M)	At5g51440.1	protein small heat shock protein Hsp23.6	Os06g11610	"23.5 kDa mitochondrial small heat shock protein (HSP23.5-M), similar to heat shock 22 kDa protein, mitochondrial precursor SP:Q96331 from (Arabidopsis thaliana); identified in Scharf, K-D., et al,Cell Stress & Chaperones (2001) 6: 225-237."	stress.abiotic.heat	20_2_1

CUST_177950_PI403524517	2	0.003894806	0.31895733	-0.0038938522	-0.17436981	-0.14605236	0.010951996	35_49493	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_151183_PI403524517	2	0.13921928	0.33169127	0.048846245	-0.07778549	-0.09848976	-0.048845768	35_42282	"Cluster: GRV2; heat shock protein binding / unfolded protein binding; n=1; Arabidopsis thaliana|Rep: GRV2; heat shock protein binding / unfolded protein binding"	UniRef90_UPI000034EDA4	"CHR2V7|COORD:11469405..11480919| GRV2 (KATAMARI2); binding / heat shock protein binding"	AT2G26890.1	CHR10V5|COORD:22546265..22531651|protein GRV2, putative, expressed	LOC_Os10g42439.1	" no descriptionweakly similar to ( 186)AT2G26890| Symbols: KAM2, GRV2 | GRV2 (KATAMARI2); binding / heat shock protein binding | chr2:11469405-11480919 REVERSEnot assigned "	stress.abiotic.heat	20_2_1

CUST_51068_PI403524517	2	0.07707405	-0.21819305	-0.09937096	0.02482605	-0.0039482117	0.003947258	35_14560	"Cluster: Alanyl-tRNA synthetase, mitochondrial, putative, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Alanyl-tRNA synthetase, mitochondrial, put"	UniRef90_Q10A14	"CHR1V7|COORD:18595097..18601979| ALATS (ALANYL-TRNA SYNTHETASE); ATP binding / alanine-tRNA ligase/ nucleic acid binding"	AT1G50200.1	CHR10V5|COORD:5398321..5409190|protein alanyl-tRNA synthetase, mitochondrial precursor, putative, expressed	LOC_Os10g10244.1	no description	not assigned.unknown	35_2

CUST_11190_PI404877155	2	0.039435387	-0.23366451	0.0035581589	-0.06560707	-0.0035591125	0.008266449	Contig4859_at	pollen Ole e 1 allergen and extensin family protein [Arabidopsis thaliana]	NP_568813.1	pollen Ole e 1 allergen and extensin family protein	At5g54855.1	protein expressed protein	Os02g21280	pollen Ole e 1 allergen and extensin family protein, contains Pfam domain, PF01190: Pollen proteins Ole e I family	stress.abiotic.unspecified	20_2_99

CUST_15526_PI404877155	2	0.37620735	-0.45969868	-0.06590176	0.06590176	-0.3594408	0.31706238	Contig9376_at	putative pseudo-response regulator [Oryza sativa (japonica cultivar-group)] ref|XP_493854.1| putative pseudo-response regulator [Oryza sativ	AAN64489.1	pseudo-response regulator 7 (APRR7)	At5g02810.1	protein putative pseudo-response regulator	Os03g17570	pseudo-response regulator 7 (APRR7), identical to pseudo-response regulator 7 GI:10281004 from (Arabidopsis thaliana)	RNA.regulation of transcription.Psudo ARR transcription factor family	27_3_66

CUST_159859_PI403524517	2	0.17015839	0.23916817	0.08416462	-0.18203449	-0.37294388	-0.084163666	35_44613	"Cluster: Putative glycine-rich, zinc-finger DNA-binding protein; n=2; Arabidopsis thaliana|Rep: Putative glycine-rich, zinc-finger DNA-binding protein - Arabido"	UniRef90_Q94C69	CHR2V7|COORD:7771358..7772263| cold-shock DNA-binding family protein	AT2G17870.1	CHR02V5|COORD:1104306..1102965|protein glycine-rich protein 2, putative, expressed	LOC_Os02g02870.1	"no descriptionweakly similar to ( 149)AT4G36020| Symbols: CSDP1 | CSDP1 (COLD SHOCK DOMAIN PROTEIN 1); nucleic acid binding | chr4:17043446-17044345 REVERSEweakly similar to ( 126)GRP2_NICSYGlycine-rich protein 2 - Nicotiana sylvestris (Wood tobacco)not assigned not assigned CSD CspC cspE PRK10943 PRK10354 PRK09937 PRK09890 CSP AIR1"	stress.abiotic.cold	20_2_2

CUST_33558_PI403524517	2	0.2881012	-0.32686138	-0.038072586	0.17501163	-0.07262039	0.038072586	35_9674	"Cluster: Putative KIF3 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative KIF3 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q9AWM8	"CHR1V7|COORD:6319725..6323813| HIK (HINKEL); microtubule motor"	AT1G18370.1	CHR01V5|COORD:18477740..18484690|protein kinesin heavy chain, putative, expressed	LOC_Os01g33040.1	no description	not assigned.unknown	35_2

CUST_102824_PI403524517	2	0.22473621	-0.043506622	-0.15584278	0.043506622	0.08427906	-0.16304207	35_29323	"Cluster: Hsr201-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hsr201-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q9FE44	CHR1V7|COORD:9608431..9610419| transferase family protein	AT1G27620.1	CHR01V5|COORD:271886..266948|protein anthranilate N-benzoyltransferase protein 1, putative, expressed	LOC_Os01g01520.1	no descriptionweakly similar to ( 109)AT1G27620| Symbols:  | transferase family protein | chr1:9608431-9610419 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned Transferase PRK12678	stress.biotic	20_1

CUST_44502_PI403524517	2	-8.8071823E-4	0.81475925	8.8119507E-4	0.34984064	-0.22671223	-0.33934784	35_12767	"Cluster: Protein kinase domain containing protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Protein kinase domain containing protein, express"	UniRef90_Q2QLI7	CHR3V7|COORD:9454230..9458683| protein kinase family protein	AT3G25840.1	CHR12V5|COORD:27452843..27446516|protein serine/threonine-protein kinase PRP4, putative, expressed	LOC_Os12g44330.2	no descriptionweakly similar to ( 155)AT3G25840| Symbols:  | protein kinase family protein | chr3:9454230-9457559 REVERSEvery weakly similar to (72.8)MSK1_TOBACShaggy-related protein kinase NtK-1 - Nicotiana tabacum (Common tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase SPS1	protein.postranslational modification	29_4

CUST_16125_PI404877155	2	0.28409386	-0.1655879	0.14967823	-0.14967775	-0.638546	0.6833973	EBan01_SQ004_H17_at	gibberellin-regulated family protein [Arabidopsis thaliana] pir||T00564 gibberellin-regulated protein homolog F12L6.20 - Arabidopsis	NP_181486.1	gibberellin-regulated family protein	At2g30810.1	protein gibberellin-regulated protein, putative	Os06g51320	"gibberellin-regulated family protein, similar to SP:P27057 GAST1 protein precursor {Lycopersicon esculentum}; contains Pfam profile PF02704: Gibberellin regulated protein"	hormone metabolism.gibberelin.induced-regulated-responsive-activated	17_6_3

CUST_30255_PI403524517	2	0.08551979	-0.15149546	-0.37713814	0.3467312	-0.085519314	0.1331768	35_8733	"Cluster: Hypothetical protein P0669G10.5-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0669G10.5-1 - Oryza sativa (japonica cultivar"	UniRef90_Q6ES24	0	0	CHR02V5|COORD:10371054..10380937|protein casein kinase I isoform delta-like, putative, expressed	LOC_Os02g17910.3	no description	not assigned.unknown	35_2

CUST_154115_PI403524517	2	0.21294689	0.22306442	-0.2607851	-0.15022564	-0.66166687	0.15022516	35_43065	"Cluster: WD-40 repeat family protein, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: WD-40 repeat family protein, putative, expressed - O"	UniRef90_Q10D20	CHR1V7|COORD:712971..726891| WD-40 repeat family protein / beige-related	AT1G03060.1	CHR03V5|COORD:30532454..30514981|protein beige/BEACH domain containing protein, expressed	LOC_Os03g53280.1	no descriptionmoderately similar to ( 239)AT1G03060| Symbols:  | WD-40 repeat family protein / beige-related | chr1:712971-726891 REVERSEnot assigned	cell. vesicle transport	31_4

CUST_134179_PI403524517	2	-0.022680283	0.022680283	-0.1167717	0.04093647	-0.16955185	0.08577442	35_37654	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_171122_PI403524517	2	0.3718481	0.30867147	0.12144756	-0.25726986	-0.12144756	-0.6438494	35_47665	"Cluster: ATP-citrate synthase, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: ATP-citrate synthase, putative, expressed - Oryza sativa (j"	UniRef90_Q2QZ87	CHR1V7|COORD:3042137..3044980| ACLA-3 (ATP-citrate lyase A-3)	AT1G09430.1	CHR11V5|COORD:27916046..27919715|protein ATP-citrate synthase, putative, expressed	LOC_Os11g47330.2	no descriptionvery weakly similar to (69.7)AT1G09430| Symbols: ACLA-3 | ACLA-3 (ATP-citrate lyase A-3) | chr1:3042137-3044980 FORWARD	TCA / org. transformation.other organic acid transformaitons.atp-citrate lyase	8_2_11

CUST_171634_PI403524517	2	0.03959942	0.47443485	-0.06583309	-0.03959942	-0.1361103	0.05420494	35_47824	"Cluster: Ubiquitin-conjugating enzyme 1 like protein; n=4; Magnoliophyta|Rep: Ubiquitin-conjugating enzyme 1 like protein - Arachis hypogaea (Peanut)"	UniRef90_Q06H20	"CHR1V7|COORD:5776543..5777896| UBC36; ubiquitin-protein ligase"	AT1G16890.1	CHR01V5|COORD:27998496..27995241|protein ubiquitin-conjugating enzyme E2 N, putative, expressed	LOC_Os01g48280.2	"no descriptionvery weakly similar to (69.3)AT1G16890| Symbols: UBC36 | UBC36; ubiquitin-protein ligase | chr1:5776543-5778320 REVERSEnot assigned"	protein.degradation.ubiquitin.E2	29_5_11_3

CUST_52781_PI403524517	2	0.0902071	0.38149738	-0.020918846	-0.058589935	-0.07307339	0.020917892	35_15035	0	0	CHR3V7|COORD:1360995..1362071| 40S ribosomal protein S24 (RPS24A)	AT3G04920.1	0	0	no description	not assigned.unknown	35_2

CUST_74843_PI403524517	2	-0.011797905	-1.0846157	0.015732765	0.14840984	0.011797905	-0.044481277	35_21458	Rep: UMP/CMP kinase b - Oryza sativa (Rice)	UniRef90_Q9SE47	CHR5|COORD:9275950..9278599| similar to uridylate kinase, putative / uridine monophosphate kinase, putative / UMP kinase, putative [Arabidopsis thaliana]	AT5G26667.3	CHR02V5|COORD:32945736..32949214|protein uridylate kinase, putative, expressed	LOC_Os02g53790.2	 no descriptionweakly similar to ( 181)AT5G26667| Symbols:  | uridylate kinase | chr5:9276662-9278094 FORWARDvery weakly similar to (87.4)KADC_MAIZEAdenylate kinase, chloroplast - Zea mays (Maize)not assigned not assigned ADK ADK adk Adk adk 	nucleotide metabolism.phosphotransfer and pyrophosphatases.adenylate kinase	23_4_1

CUST_136626_PI403524517	2	0.059396744	-0.012269974	-0.16645527	0.025014877	-0.05865383	0.012270927	35_38316	"Cluster: Putative kinesin; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative kinesin - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5W7C6	CHR3V7|COORD:16866799..16871935| kinesin motor protein-related	AT3G45850.1	CHR05V5|COORD:918451..925034|protein kinesin-related protein, putative, expressed	LOC_Os05g02670.3	no descriptionvery weakly similar to (93.6)AT3G45850| Symbols:  | kinesin motor protein-related | chr3:16866799-16871935 REVERSEnot assigned	DNA.synthesis/chromatin structure	28_1

CUST_152796_PI403524517	2	0.38022327	0.47070217	-0.10051441	0.0022439957	-0.0022439957	-0.23252106	35_42708	"Cluster: Ureide permease 4, putative, expressed; n=4; Oryza sativa (japonica cultivar-group)|Rep: Ureide permease 4, putative, expressed - Oryza sativa (japonic"	UniRef90_Q2QQ90	CHR2V7|COORD:1071948..1073519| UPS2 (UREIDE PERMEASE 2)	AT2G03530.1	CHR12V5|COORD:19157387..19152104|protein ureide permease 4, putative, expressed	LOC_Os12g31860.6	 no descriptionweakly similar to ( 135)AT2G03530| Symbols: ATUPS2, UPS2 | UPS2 (UREIDE PERMEASE 2) | chr2:1071948-1073519 FORWARDweakly similar to ( 124)UPSA3_VIGUNProbable ureide permease A3 - Vigna unguiculata (Cowpea)FAE_3-kCoA_syn1 	not assigned.no ontology	35_1

CUST_105294_PI403524517	2	0.0021867752	0.04574299	-0.0021877289	-0.04255867	-0.0072317123	0.22188473	35_29990	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_153462_PI403524517	2	-0.12962532	-0.03166771	0.039730072	0.12948132	-0.018754005	0.01875496	35_42889	"Cluster: RNA pseudouridylate synthase family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: RNA pseudouridylate synthase family protein, e"	UniRef90_Q10RN1	CHR1V7|COORD:16816094..16817173| DNA binding / ligand-dependent nuclear receptor	AT1G44191.1	CHR03V5|COORD:2880707..2885725|protein ribosomal large subunit pseudouridine synthase B, putative, expressed	LOC_Os03g05806.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 APC_basic PRK07764 PRK09169 Pneumo_att_G Atrophin-1 PRK05648	not assigned.unknown	35_2

CUST_98571_PI403524517	2	2.040563	0.05195093	0.16508055	-0.17554188	-0.051950455	-0.88280797	35_28140	"Cluster: Flavin-containing monooxygenase family protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Flavin-containing monooxygenase"	UniRef90_Q336T9	CHR1V7|COORD:23506870..23509023| flavin-containing monooxygenase family protein / FMO family protein	AT1G63370.1	CHR10V5|COORD:21397494..21394729|protein disulfide oxidoreductase/ monooxygenase, putative, expressed	LOC_Os10g40570.1	no descriptionweakly similar to ( 143)AT1G63370| Symbols:  | flavin-containing monooxygenase family protein / FMO family protein | chr1:23506870-23509023 REVERSEnot assigned	misc.oxidases - copper, flavone etc.	26_7

CUST_105663_PI403524517	2	0.12488985	0.47403288	-0.12488985	-0.6889806	-1.1839881	0.23281145	35_30088	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_32983_PI403524517	2	0.94163895	0.44529295	0.11477232	-0.20486403	-0.1147728	-0.24534035	35_9512	Rep: H0209A05.2 protein - Oryza sativa (Rice)	UniRef90_Q01MD0	CHR5V7|COORD:25112599..25113861| F-box family protein	AT5G62510.1	CHR04V5|COORD:8568124..8566051|protein expressed protein	LOC_Os04g15800.1	no description	not assigned.unknown	35_2

CUST_34765_PI403524517	2	0.3025155	0.025085926	-0.025085926	0.109140396	-0.13372707	-0.6271877	35_10024	"Cluster: COP1-interacting protein 7 (CIP7)-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: COP1-interacting protein 7 (CIP7)-like - Oryza sativa"	UniRef90_Q8GRM2	CHR1V7|COORD:27255611..27259908| COP1-interacting protein-related	AT1G72410.1	CHR07V5|COORD:25380003..25387852|protein expressed protein	LOC_Os07g42410.1	no descriptionweakly similar to ( 107)AT1G72410| Symbols:  | COP1-interacting protein-related | chr1:27255611-27259908 REVERSE	development.unspecified	33_99

CUST_134038_PI403524517	2	-0.06058407	0.11807537	0.08930111	0.06058359	-0.15310097	-0.08198118	35_37617	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_76275_PI403524517	2	-0.030805588	0.28901005	0.030806541	-0.07378864	-0.08229351	0.05766964	35_21865	"Cluster: Hypothetical protein OSJNBa0008C11.44; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0008C11.44 - Oryza sativa (japonica"	UniRef90_Q6Z5T9	CHR2V7|COORD:19680440..19686564| structural constituent of ribosome	AT2G48110.1	CHR07V5|COORD:6034377..6042846|protein expressed protein	LOC_Os07g11000.1	no descriptionmoderately similar to ( 207)AT2G48110| Symbols:  | structural constituent of ribosome | chr2:19680440-19686564 FORWARD	not assigned.unknown	35_2

CUST_10809_PI404877155	2	-0.057374	0.43260098	0.10011196	-0.035028458	-0.0037374496	0.0037374496	Contig4560_at	basic helix-loop-helix (bHLH) family protein [Arabidopsis thaliana]	NP_680385.1	basic helix-loop-helix (bHLH) family protein	At5g43175.1	protein hypothetical protein	Os03g10770	putative Rab5-interacting protein - like	RNA.regulation of transcription.bHLH,Basic Helix-Loop-Helix family	27_3_06

CUST_30032_PI403524517	2	-0.39245224	-0.059081078	0.10146141	0.32110786	-0.36946392	0.059080124	35_8669	"Cluster: Expressed protein; n=4; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q75HA6	"CHR5V7|COORD:18246546..18248561| NPR3 (NPR1-LIKE PROTEIN 3); protein binding"	AT5G45110.1	CHR03V5|COORD:26221412..26213876|protein regulatory protein NPR1, putative, expressed	LOC_Os03g46440.1	"no descriptionvery weakly similar to (88.6)AT4G19660| Symbols: NPR4 | NPR4 (NPR1-LIKE PROTEIN 4); protein binding | chr4:10696276-10698253 REVERSE"	cell.organisation	31_1

CUST_45495_PI403524517	2	0.14442158	0.4563012	0.14725304	-0.14442158	-0.25673866	-0.19159079	35_13038	"Cluster: Putative microtubule-associated protein MAP65-1a; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative microtubule-associated protein MAP65-1a - O"	UniRef90_Q69XG1	"CHR5V7|COORD:22419942..22422408| ATMAP65-1 (MICROTUBULE-ASSOCIATED PROTEINS 65-1); microtubule binding"	AT5G55230.1	CHR06V5|COORD:24358243..24363077|protein microtubule-associated protein MAP65-1a, putative, expressed	LOC_Os06g40840.1	"no descriptionweakly similar to ( 159)AT5G55230| Symbols: ATMAP65-1 | ATMAP65-1 (MICROTUBULE-ASSOCIATED PROTEINS 65-1); microtubule binding | chr5:22419942-22422408 FORWARDnot assigned"	cell.organisation	31_1

CUST_6249_PI404877155	2	0.021015644	-0.0119895935	-0.20214415	0.0119895935	-0.13908577	0.043745995	Contig18767_at	predicted protein [Arabidopsis thaliana] emb|CAA16569.1| predicted protein [Arabidopsis thaliana] emb|CAA19799.1| putative protein [Arabidop	CAB79239.1	bile acid:sodium symporter family protein	At4g22840.1	protein Sodium Bile acid symporter family, putative	Os09g34900	"bile acid:sodium symporter family protein, low similarity to SP:Q12908 Ileal sodium/bile acid cotransporter {Homo sapiens}; contains Pfam profile PF01758: Sodium Bile acid symporter family"	transport.unspecified cations	34_14

CUST_80402_PI403524517	2	-0.44641113	0.21470451	-0.11391163	0.17697906	0.11391258	-0.237916	35_23059	Rep: H0717B12.9 protein - Oryza sativa (Rice)	UniRef90_Q01JB3	"CHR2V7|COORD:11765359..11765826| ATFD3 (FERREDOXIN 3); electron carrier"	AT2G27510.1	CHR04V5|COORD:20178236..20181841|protein ferredoxin-3, chloroplast precursor, putative, expressed	LOC_Os04g33630.1	" no descriptionweakly similar to ( 150)AT2G27510| Symbols: ATFD3 | ATFD3 (FERREDOXIN 3); electron carrier | chr2:11765359-11765826 REVERSEweakly similar to ( 157)FER3_MAIZEFerredoxin-3, chloroplast precursor - Zea mays (Maize)not assigned petF fer2 Fdx Fer2 PRK07609 PRK05713 antC "	PS.lightreaction.other electron carrier (ox/red).ferredoxin	1_1_5_2

CUST_31987_PI403524517	2	0.030153275	0.043478966	0.05607891	-0.052366257	-0.3230896	-0.030154228	35_9226	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_10652_PI399408534	2	0.04537773	0.07563782	-0.28381634	-0.016298294	-0.2447567	0.016298294	35_21150	"Cluster: OsNAC protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: OsNAC protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8LQP7	"CHR3V7|COORD:5243703..5245044| ATNAC2 (Arabidopsis thaliana NAC domain containing protein 2); transcription factor"	AT3G15510.1	CHR09V5|COORD:7077851..7076214|protein no apical meristem protein, expressed	LOC_Os09g12380.1	" no descriptionvery weakly similar to (74.7)AT3G15510| Symbols: ANAC056, ATNAC2 | ATNAC2 (Arabidopsis thaliana NAC domain containing protein 2); transcription factor | chr3:5243703-5245044 FORWARDvery weakly similar to (68.6)NAC68_ORYSAnot assigned NAM PRK07764 PRK12323 PRK07003 "	RNA.regulation of transcription.NAC domain transcription factor family	27_3_27

CUST_30681_PI399408534	2	0.2593212	0.010533333	0.1772089	-0.010533333	-0.0424366	-0.09469223	35_14588	Rep: OSJNBa0014K14.19 protein - Oryza sativa (Rice)	UniRef90_Q7X675	"CHR1V7|COORD:18420408..18423421| PAB8 (POLY(A) BINDING PROTEIN 8); RNA binding / translation initiation factor"	AT1G49760.1	CHR04V5|COORD:24982177..24974930|protein polyadenylate-binding protein 2, putative, expressed	LOC_Os04g42600.2	" no descriptionhighly similar to ( 566)AT1G49760| Symbols: PAB8 | PAB8 (POLY(A) BINDING PROTEIN 8); RNA binding / translation initiation factor | chr1:18420408-18423421 FORWARDvery weakly similar to (86.3)ROC1_NICSY29 kDa ribonucleoprotein A, chloroplast precursor - Nicotiana sylvestris (Wood tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG0724 PABP PolyA RRM RRM_1 "	RNA.RNA binding	27_4

CUST_83313_PI403524517	2	-0.25971317	-0.38732243	0.26750755	0.026050568	0.14892578	-0.026050568	35_23890	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_74714_PI403524517	2	-0.019880295	0.5099907	0.102540016	-0.022713661	-0.0652504	0.019879341	35_21424	"Cluster: Serine/threonine protein kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Serine/threonine protein kinase - Oryza sativa (japonica cultivar-gro"	UniRef90_Q8GV28	CHR2V7|COORD:10371822..10373155| serine/threonine/tyrosine kinase, putative	AT2G24360.1	CHR02V5|COORD:4081528..4078376|protein serine/threonine-protein kinase CTR1, putative, expressed	LOC_Os02g07790.1	 no descriptionmoderately similar to ( 459)AT2G24360| Symbols:  | serine/threonine/tyrosine kinase, putative | chr2:10371822-10373155 REVERSEweakly similar to ( 113)CIPK1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pkinase_Tyr TyrKc PTKc S_TKc S_TKc Pkinase PTKc_Src_like PTKc_Csk_like PTKc_EphR PTKc_FAK PTKc_Syk_like PTKc_FGFR PTKc_Srm_Brk PTKc_Frk_like PTKc_Fes_like PTK_CCK4 PTKc_Jak_rpt2 PTKc_Tec_like PTKc_EGFR_like PTKc_Fer PTKc_Ack_like PTKc_Lck_Blk PTKc_Abl PTKc_Chk PTKc_ALK_LTK PTKc_InsR_like PTKc_c-ros PTKc_DDR PTKc_Met_Ron PTKc_Fyn_Yrk PTKc_EphR_A PTKc_Ror PTKc_Trk PTKc_Fes PTKc_FGFR4 PTKc_Itk PTKc_EphR_A2 PTKc_Musk PTKc_Lyn PTKc_Csk PTKc_Yes PTKc_FGFR3 PTKc_Btk_Bmx PTKc_EphR_B PTKc_Src PTKc_Hck PTKc_PDGFR PTKc_FGFR1 PTKc_RET PTKc_Tec_Rlk PTKc_FGFR2 PTKc_Axl_like PTKc_Ror1 PTKc_DDR2 PTKc_DDR1 PTKc_Tyk2_rpt2 PTKc_Jak2_Jak3_rpt2 PTKc_Syk PTKc_EGFR PTKc_Zap-70 PTKc_Axl PTKc_Jak1_rpt2 PTKc_DDR_like PTKc_Tie1 PTK_HER3 PTKc_TrkA PTKc_HER2 PTKc_Tie PTK_Ryk PTKc_InsR PTKc_EphR_A10 PTKc_Tyro3 PTKc_Tie2 PTKc_IGF-1R SPS1 PTKc_HER4 PTKc_TrkB PTKc_Ror2 PTKc_TrkC PTKc_Aatyk PTKc_Aatyk1_Aatyk3 PTKc_Kit PTKc_PDGFR_beta PTKc_VEGFR PTKc_PDGFR_alpha PTKc_VEGFR3 PTKc_CSF-1R PTKc_VEGFR2 PTKc_Aatyk2 PTK_Jak_rpt1 PTK_Jak1_rpt1 PTK_Jak2_Jak3_rpt1 KIND PTK_Tyk2_rpt1 	protein.postranslational modification	29_4

CUST_19236_PI404877155	2	-0.033485413	0.10887337	-0.012189865	0.051296234	0.008173943	-0.008172989	rbaal1d15_at	acetohydroxyacid synthase [Triticum aestivum]	AAO53551.1	acetolactate synthase, chloroplast / acetohydroxy-acid synthase (ALS)	At3g48560.1	protein acetolactate synthase, large subunit, biosynthetic type	Os02g30630	acetohydroxyacid synthase	amino acid metabolism.synthesis.branched chain group.common	13_1_4_1

CUST_56577_PI403524517	2	0.45344448	0.40094662	0.10554123	-0.15714264	-0.10554218	-0.36346436	35_16107	"Cluster: Os05g0298200 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0298200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DJD7	CHR3V7|COORD:270622..272698| ankyrin repeat family protein	AT3G01750.1	CHR05V5|COORD:13230517..13234745|protein expressed protein	LOC_Os05g23320.2	no descriptionvery weakly similar to (90.5)AT3G01750| Symbols:  | ankyrin repeat family protein | chr3:270622-272698 FORWARDANK	cell.organisation	31_1

CUST_54832_PI403524517	2	-0.5667057	-1.5176826	0.9216676	0.5667057	1.6365242	-0.95497274	35_15603	Rep: OSIGBa0096P03.7 protein - Oryza sativa (Rice)	UniRef90_Q01LD8	CHR3V7|COORD:20552874..20556705| 2-oxoglutarate dehydrogenase E1 component, putative / oxoglutarate decarboxylase, putative / alpha-ketoglutaric	AT3G55410.1	CHR04V5|COORD:18988306..18995152|protein 2-oxoglutarate dehydrogenase E1 component, mitochondrial precursor, putative, expressed	LOC_Os04g32020.1	 no descriptionmoderately similar to ( 251)AT3G55410| Symbols:  | 2-oxoglutarate dehydrogenase E1 component, putative / oxoglutarate decarboxylase, putative / alpha-ketoglutaric dehydrogenase, putative | chr3:20552874-20556705 FORWARDnot assigned not assigned kgd SucA kgd Transket_pyr 	TCA / org. transformation.TCA.2-oxoglutarate dehydrogenase	8_1_5

CUST_42248_PI403524517	2	0.032422066	-0.15391827	-2.4318695E-4	-0.025797844	2.4414062E-4	0.0921154	35_12144	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_19547_PI399408534	2	-0.2029705	0.06801796	0.030957222	-0.17229271	-0.023643494	0.023643494	35_6336	"Cluster: Putative ABA-responsive element-binding protein 3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ABA-responsive element-binding protein 3 -"	UniRef90_Q6AVM5	"CHR3V7|COORD:21057533..21058873| AREB3 (ABA-RESPONSIVE ELEMENT BINDING PROTEIN 3); DNA binding / transcription factor/ transcriptional activator"	AT3G56850.1	CHR05V5|COORD:23979465..23982836|protein bZIP transcription factor, putative, expressed	LOC_Os05g41070.1	" no descriptionweakly similar to ( 144)AT3G56850| Symbols: DPBF3, AREB3 | AREB3 (ABA-RESPONSIVE ELEMENT BINDING PROTEIN 3); DNA binding / transcription factor/ transcriptional activator | chr3:21057533-21058873 REVERSEvery weakly similar to (52.4)OCS1_MAIZEOcs element-binding factor 1 - Zea mays (Maize)not assigned BRLZ bZIP_1 bZIP_2 "	RNA.regulation of transcription.bZIP transcription factor family	27_3_35

CUST_19260_PI404877155	2	1.1427116	-2.4148874	-1.5735493	1.3737621	0.47483826	-0.47483826	rbaal1k20_s_at	OSJNBa0088A01.20 [Oryza sativa (japonica cultivar-group)] ref|XP_473662.1| OSJNBa0088A01.20 [Oryza sativa (japonica cultivar-group)]	CAD41380.2	myb family transcription factor	At5g37260.1	protein myb-like DNA-binding domain, SHAQKYF class, putative	Os06g51260	NONE	RNA.regulation of transcription.MYB domain transcription factor family	27_3_25

CUST_60561_PI403524517	2	0.0077819824	-0.14773178	0.008591652	-0.007782936	-0.04526043	0.06883907	35_17265	"Cluster: Transducin/WD-40 repeat protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Transducin/WD-40 repeat protein - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6RUS5	"CHR3V7|COORD:2686984..2694917| RAPTOR1B (RAPTOR1); nucleotide binding / protein binding"	AT3G08850.1	CHR11V5|COORD:469172..461884|protein regulatory associated protein of mTOR, putative, expressed	LOC_Os11g01872.1	"no descriptionhighly similar to ( 636)AT3G08850| Symbols: RAPTOR1B | RAPTOR1B (RAPTOR1); nucleotide binding / protein binding | chr3:2686984-2694917 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned WD40 COG2319"	not assigned.no ontology	35_1

CUST_95639_PI403524517	2	-0.0114507675	-0.07128239	0.08426952	0.011449814	0.09528637	-0.09095478	35_27332	"Cluster: Putative GTP-binding protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative GTP-binding protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5JM78	CHR5V7|COORD:3669351..3671472| GTP binding	AT5G11480.1	CHR01V5|COORD:30863983..30868719|protein GTP-binding protein, putative, expressed	LOC_Os01g53150.2	no descriptionmoderately similar to ( 373)AT5G11480| Symbols:  | GTP binding | chr5:3669351-3671472 REVERSEnot assigned not assigned not assigned YihA_EngB PRK00454 COG0218 MMR_HSR1 Era_like PRK04213 Era EngA2 COG1161 EngA1 engA trmE era COG1160 YlqF trmE ThdF Ras_like_GTPase COG3596 MJ1464 Era YqeH PRK09518 HSR1_MMR1	not assigned.unknown	35_2

CUST_149868_PI403524517	2	0.074373245	-0.07129097	0.07129097	0.093984604	-0.11430359	-0.079460144	35_41927	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_22816_PI403524517	2	-0.118658066	-0.052871704	0.11029434	0.14678001	-0.011425018	0.011425972	35_6627	"Cluster: Hypothetical protein P0492F05.31; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0492F05.31 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5NAF6	CHR1V7|COORD:23800550..23804918| AAA-type ATPase family protein	AT1G64110.2	CHR01V5|COORD:6973512..6967663|protein ATP binding protein, putative, expressed	LOC_Os01g12660.1	no descriptionvery weakly similar to (56.6)AT1G64110| Symbols:  | AAA-type ATPase family protein | chr1:23800550-23804903 REVERSE	protein.degradation.AAA type	29_5_9

CUST_104676_PI403524517	2	-0.038575172	0.35761642	0.2709303	-0.144629	0.03857422	-0.13978434	35_29827	"Cluster: OJ000223_09.9 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: OJ000223_09.9 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7X7U0	CHR5V7|COORD:20751493..20753050| nucleotide-binding family protein	AT5G50960.1	CHR04V5|COORD:24051074..24048790|protein nucleotide-binding protein 1, putative, expressed	LOC_Os04g40880.2	no descriptionmoderately similar to ( 238)AT5G50960| Symbols:  | nucleotide-binding family protein | chr5:20751493-20753050 FORWARDnot assigned MRP-like Mrp PRK11670	not assigned.no ontology	35_1

CUST_20214_PI399408534	2	-0.69353104	-0.35143375	1.2607164	0.30471945	0.40763044	-0.30471945	35_22538	"Cluster: Protein kinase family protein, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Protein kinase family protein, putative, expressed"	UniRef90_Q10PA1	CHR1V7|COORD:29036362..29040776| protein kinase family protein	AT1G77280.1	CHR03V5|COORD:7466601..7461136|protein ATP binding protein, putative, expressed	LOC_Os03g13820.1	no descriptionmoderately similar to ( 227)AT1G77280| Symbols:  | protein kinase family protein | chr1:29036362-29040776 REVERSEweakly similar to ( 144)CRI4_MAIZEPutative receptor protein kinase CRINKLY4 precursor - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc Pkinase_Tyr TyrKc S_TKc Pkinase PTKc SPS1 PTKc_Csk_like PTKc_Jak_rpt2 PTKc_Trk PTKc_Src_like PTKc_Fes_like PTKc_Tec_like PTKc_Ack_like PTKc_Itk PTKc_Chk PTKc_Srm_Brk PTKc_Ror PTKc_Lck_Blk PTKc_Frk_like PTKc_Src PTKc_FAK PTKc_Jak2_Jak3_rpt2 PTKc_Fyn_Yrk PTKc_Tec_Rlk PTKc_Csk PTKc_Yes PTKc_PDGFR PTKc_Abl PTKc_EGFR_like PTKc_Syk_like PTKc_TrkC PTKc_Fer PTKc_Lyn PTKc_TrkB PTKc_FGFR PTKc_EphR PTKc_InsR_like PTKc_Jak1_rpt2 PTKc_Musk PTKc_ALK_LTK PTKc_Axl_like PTKc_TrkA PTKc_DDR_like PTKc_Btk_Bmx PTK_Jak_rpt1 PTKc_Hck PTKc_c-ros PTKc_Fes PTKc_DDR PTKc_Aatyk PTKc_Tie1 PTKc_DDR2 PTK_HER3 PTKc_DDR1 PTKc_Tyk2_rpt2 PTKc_EphR_A2 PTKc_Tyro3 PTKc_HER4 PTKc_EphR_B PTKc_IGF-1R PTKc_Tie PTKc_Aatyk1_Aatyk3 PTKc_Tie2 PTKc_EphR_A PTKc_Ror2 PTKc_Zap-70 PTKc_Ror1 PTK_Jak1_rpt1 PTKc_Met_Ron PTKc_EGFR PTKc_Axl PTKc_FGFR4 PTKc_RET PTKc_FGFR1 PTKc_Aatyk2 PTKc_FGFR3	signalling.receptor kinases.DUF 26	30_2_17

CUST_30307_PI403524517	2	0.23880577	0.31035233	-0.013993263	-0.07301617	-0.12504005	0.01399231	35_8749	"Cluster: Hypothetical protein OSJNBa0053E05.10; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0053E05.10 - Oryza sativa (japonica"	UniRef90_Q6I5H6	"CHR3V7|COORD:22290842..22291608| UCC3 (UCLACYANIN 3); copper ion binding"	AT3G60280.1	CHR05V5|COORD:26352339..26352082|protein hypothetical protein	LOC_Os05g45610.1	no descriptionvery weakly similar to (58.9)ALEU_HORVUThiol protease aleurain precursor - Hordeum vulgare (Barley)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TT_ORF1 PRK12678 Protamine_P1	protein.degradation.cysteine protease	29_5_3

CUST_31051_PI403524517	2	2.6348019	-0.27760172	0.12170315	-0.008710861	0.008710384	-0.26691818	35_8961	"Cluster: Sulfate transporter protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Sulfate transporter protein-like - Oryza sativa (japonica cultivar-g"	UniRef90_Q9ASA0	CHR1V7|COORD:30199843..30201237| sulfate transporter	AT1G80310.1	CHR01V5|COORD:26361778..26360007|protein sulfate transporter, putative, expressed	LOC_Os01g45830.1	no descriptionweakly similar to ( 168)AT1G80310| Symbols:  | sulfate transporter | chr1:30199843-30201237 FORWARDnot assigned not assigned TT_ORF1	not assigned.unknown	35_2

CUST_13408_PI404877155	2	0.12472248	0.42621326	-0.14586067	-0.1483469	-0.09512138	0.09512138	Contig7129_at	TF-like protein [Oryza sativa (japonica cultivar-group)]	AAO72621.1	0	0	protein NF-X1 type zinc finger, putative	Os06g14190	TF-like protein	RNA.regulation of transcription.unclassified	27_3_99

CUST_59781_PI403524517	2	0.043535233	-0.011156082	-0.018919945	-0.07430458	0.011156082	0.07143593	35_17045	"Cluster: Glycine-rich protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Glycine-rich protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5VNV0	CHR4|COORD:11942812..11945967| glycine-rich protein	AT4G22740.2	CHR06V5|COORD:1879228..1875600|protein expressed protein	LOC_Os06g04390.1	no descriptionweakly similar to ( 164)AT4G22740| Symbols:  | glycine-rich protein | chr4:11944061-11945576 REVERSE	not assigned.unknown	35_2

CUST_52678_PI403524517	2	-0.022169113	0.10035038	0.14398575	0.022170067	-0.0716629	-0.27335548	35_15007	"Cluster: Vacuolar ATP synthase subunit B isoform 2; n=3; Magnoliophyta|Rep: Vacuolar ATP synthase subunit B isoform 2 - Hordeum vulgare (Barley)"	UniRef90_Q40079	CHR1|COORD:7016701..7020494| vacuolar ATP synthase subunit B, putative / V-ATPase B subunit, putative / vacuolar proton pump B subunit, putative / V-ATPase 57	AT1G20260.1	CHR06V5|COORD:21967779..21962111|protein vacuolar ATP synthase subunit B isoform 1, putative, expressed	LOC_Os06g37180.1	" no descriptionmoderately similar to ( 359)AT1G20260| Symbols:  | (VACUOLAR ATP SYNTHASE SUBUNIT B3); ATP binding / hydrogen ion transporting ATP synthase, rotational mechanism / hydrogen ion transporting ATPase, rotational mechanism | chr1:7016962-7019313 FORWARDmoderately similar to ( 372)VATB1_HORVUVacuolar ATP synthase subunit B 1 - Hordeum vulgare (Barley)not assigned not assigned NtpB PRK04196 V_A-ATPase_B PRK02118 FliI PRK09099 PRK12597 PRK09280 AtpD AtpA PRK06936 PRK09281 ATPase_flagellum-secretory_path_III F1-ATPase_beta fliI fliI PRK04192 fliI NtpA PRK06315 fliI ATP-synt_ab_N atpB fliI F1_ATPase_alpha PRK05922 PRK07594 fliI PRK06820 ATP-synt_ab atpA PRK08149 fliI fliI "	transport.p- and v-ATPases.H+-transporting two-sector ATPase	34_1_1

CUST_9897_PI403524517	2	-0.04481697	-0.20176315	-0.019130707	0.082904816	0.019129753	0.03353691	35_2789	"Cluster: TA9 protein-like; n=3; Oryza sativa (japonica cultivar-group)|Rep: TA9 protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5SN38	CHR1V7|COORD:10278066..10283010| kinase-related	AT1G29370.1	CHR01V5|COORD:27436834..27428967|protein expressed protein	LOC_Os01g47430.2	no descriptionweakly similar to ( 187)AT1G29370| Symbols:  | kinase-related | chr1:10278066-10283010 REVERSEnot assigned	not assigned.unknown	35_2

CUST_43521_PI403524517	2	0.43691397	0.4238062	0.041911125	-0.18008757	-0.6681285	-0.041911125	35_12493	"Cluster: HEAT repeat-containing protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: HEAT repeat-containing protein-like - Oryza sativa (japonica cult"	UniRef90_Q5QMW8	CHR5V7|COORD:5291002..5297782| HEAT repeat-containing protein	AT5G16210.1	CHR01V5|COORD:18490592..18500449|protein HEAT repeat family protein, expressed	LOC_Os01g33060.2	no descriptionweakly similar to ( 155)AT5G16210| Symbols:  | HEAT repeat-containing protein | chr5:5291002-5297782 REVERSEnot assigned	not assigned.unknown	35_2

CUST_37486_PI403524517	2	0.123726845	-0.34356117	-0.31724262	0.20410538	0.008378029	-0.008377075	35_10796	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_177944_PI403524517	2	0.09074497	-0.92623854	-0.018720627	0.0042009354	0.0877161	-0.004201889	35_49492	Rep: OSIGBa0152K17.12 protein - Oryza sativa (Rice)	UniRef90_Q01J75	CHR1V7|COORD:16914843..16916022| ChaC-like family protein	AT1G44790.1	CHR04V5|COORD:22138926..22135874|protein cation transport protein chaC, putative, expressed	LOC_Os04g37580.1	no descriptionvery weakly similar to (81.3)AT1G44790| Symbols:  | ChaC-like family protein | chr1:16914843-16916022 REVERSEnot assigned ChaC	not assigned.no ontology	35_1

CUST_88769_PI403524517	2	0.29264355	-0.106238365	0.038185596	-0.115281105	0.047704697	-0.03818512	35_25403	"Cluster: Peroxisomal membrane protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Peroxisomal membrane protein-like - Oryza sativa (japonica cultivar"	UniRef90_Q6KA75	0	0	CHR02V5|COORD:34612854..34608701|protein expressed protein	LOC_Os02g56520.1	no description	not assigned.unknown	35_2

CUST_53711_PI403524517	2	-0.059446335	0.35412693	-0.08016682	0.21587944	-0.04383087	0.043829918	35_15284	"Cluster: Fiber protein Fb2-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Fiber protein Fb2-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5QMP3	CHR5V7|COORD:9491369..9493642| drought-responsive family protein	AT5G26990.1	CHR01V5|COORD:27928335..27931769|protein fiber protein Fb2, putative, expressed	LOC_Os01g48190.1	"no descriptionvery weakly similar to (98.2)AT3G06760| Symbols:  | similar to HRB1 (HYPERSENSITIVE TO RED AND BLUE) [Arabidopsis thaliana] (TAIR:AT5G49230.1); similar to fiber protein Fb2 [Gossypium barbadense] (GB:AAN77145.1); contains InterPro domain Drought induced 19; (InterPro:IPR008598) | chr3:2132977-2134361 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned Di19 PRK12323 PRK07764"	stress.abiotic.drought/salt	20_2_3

CUST_126285_PI403524517	2	0.061307907	-0.22064304	0.15374899	0.30951262	-0.061307907	-0.17029619	35_35548	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_72567_PI403524517	2	0.13047123	-0.24177837	-0.057961464	-0.0056819916	0.0056829453	0.032238007	35_20797	"Cluster: Hypothetical protein F1P2.160; n=1; Arabidopsis thaliana|Rep: Hypothetical protein F1P2.160 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9SN77	CHR3V7|COORD:17560163..17562189| transcription regulator/ zinc ion binding	AT3G47610.1	CHR09V5|COORD:14680201..14676512|protein zinc finger motif, C2HC5-type family protein, putative, expressed	LOC_Os09g24660.1	no descriptionmoderately similar to ( 369)AT3G47610| Symbols:  | transcription regulator/ zinc ion binding | chr3:17560163-17562189 FORWARDnot assigned zf-C2HC5	not assigned.unknown	35_2

CUST_153142_PI403524517	2	-0.010745525	0.3070159	0.28218937	0.010745525	-0.5514498	-0.5229182	35_42799	"Cluster: OSIGBa0106G07.12 protein; n=3; Oryza sativa|Rep: OSIGBa0106G07.12 protein - Oryza sativa (Rice)"	UniRef90_Q01IY5	CHR2V7|COORD:17698678..17702604| copper amine oxidase, putative	AT2G42490.1	CHR04V5|COORD:23617066..23610611|protein copper methylamine oxidase precursor, putative, expressed	LOC_Os04g40040.1	 no descriptionweakly similar to ( 186)AT2G42490| Symbols:  | copper amine oxidase, putative | chr2:17698678-17702604 REVERSEnot assigned tynA Cu_amine_oxid TynA 	misc.oxidases - copper, flavone etc.	26_7

CUST_21817_PI403524517	2	0.29957104	-0.9545016	-0.18873787	0.14864922	-0.046463966	0.046463966	35_6337	"Cluster: Bromodomain protein 103-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Bromodomain protein 103-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69IM3	CHR1V7|COORD:1790795..1796502| cell division cycle protein 48-related / CDC48-related	AT1G05910.1	CHR09V5|COORD:20059107..20066133|protein bromodomain protein 103, putative, expressed	LOC_Os09g33980.1	no descriptionvery weakly similar to (96.7)AT1G05910| Symbols:  | cell division cycle protein 48-related / CDC48-related | chr1:1790795-1796502 FORWARDnot assigned	cell.division	31_2

CUST_30241_PI399408534	2	0.03182888	-0.15113544	0.007868767	-0.007867813	0.051872253	-0.040815353	35_623	Rep: Auxin-responsive protein IAA30 - Oryza sativa (Rice)	UniRef90_P0C132	"CHR3V7|COORD:1288999..1290421| IAA16 (indoleacetic acid-induced protein 16); transcription factor"	AT3G04730.1	CHR12V5|COORD:25282627..25277210|protein OsIAA30 - Auxin-responsive Aux/IAA gene family member, expressed	LOC_Os12g40890.1	"no descriptionmoderately similar to ( 239)AT3G04730| Symbols: IAA16 | IAA16 (indoleacetic acid-induced protein 16); transcription factor | chr3:1288999-1290421 REVERSEmoderately similar to ( 294)IAA30_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned AUX_IAA PRK12323 PRK07764 PRK07003 PRK12678 TT_ORF1 DUF1421 Atrophin-1"	hormone metabolism.auxin.induced-regulated-responsive-activated	17_2_3

CUST_14290_PI404877155	2	-0.012966156	0.012966156	-0.038506508	0.09192371	0.08264065	-0.031202316	Contig8131_s_at	GAMYB-binding protein [Hordeum vulgare subsp. vulgare]	AAO25543.1	WD-40 repeat family protein	At5g56190.1	protein GAMYB-binding protein	Os06g07540	GAMYB-binding protein	RNA.regulation of transcription.MYB domain transcription factor family	27_3_25

CUST_180579_PI403524517	2	0.15417957	0.5944185	0.029915333	-0.02991581	-0.08571482	-0.06719589	35_50220	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QN96		0	CHR12V5|COORD:23640982..23643848|protein expressed protein	LOC_Os12g38560.1	no description	not assigned.unknown	35_2

CUST_126836_PI403524517	2	0.28808355	-0.02990961	0.02990961	0.03697586	-0.1867938	-0.08982134	35_35692	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_167746_PI403524517	2	-0.3133149	-0.20972824	-0.07313919	0.46515226	0.48942614	0.07313967	35_46724	"Cluster: Transducin family protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Transducin family protein, putative, expressed - Oryza"	UniRef90_Q10MP8	CHR5V7|COORD:3582950..3586783| transducin family protein / WD-40 repeat family protein	AT5G11240.1	CHR03V5|COORD:10535279..10540876|protein nucleotide binding protein, putative, expressed	LOC_Os03g18840.1	no description	not assigned.unknown	35_2

CUST_169675_PI403524517	2	0.0023736954	0.87891865	0.25921535	-0.11190462	-0.0023736954	-0.06677151	35_47262	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_64848_PI403524517	2	0.6495781	-0.91428566	0.08645058	-0.08645058	0.18055916	-0.13886166	35_18516	"Cluster: Putative anthocyanin acyltransferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative anthocyanin acyltransferase - Oryza sativa (japonica cu"	UniRef90_Q6K714	CHR1V7|COORD:1009541..1010950| transferase family protein	AT1G03940.1	CHR02V5|COORD:35218265..35216183|protein anthocyanin 5-aromatic acyltransferase, putative, expressed	LOC_Os02g57480.1	no descriptionmoderately similar to ( 213)AT1G03495| Symbols:  | transferase | chr1:873437-874833 FORWARDvery weakly similar to (60.5)HCBT1_DIACAAnthranilate N-benzoyltransferase protein 1 - Dianthus caryophyllus (Carnation) (Clove pink)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Transferase PRK12678 PRK07003 Herpes_BLLF1 APC_basic PRK12323 PRK07764 TT_ORF1 DUF1777 PRK11634	secondary metabolism.flavonoids.anthocyanins.anthocyanin 5-aromatic acyltransferase	16_8_1_21

CUST_15324_PI399408534	2	0.13528633	0.0055971146	-0.094174385	-0.11544609	0.021708488	-0.0055971146	35_27572	Rep: Putative WD40 protein - Oryza sativa (Rice)	UniRef90_Q9AY54	CHR5V7|COORD:2401713..2403732| WD-40 repeat protein family	AT5G07590.1	CHR10V5|COORD:21912388..21907198|protein WD-repeat protein 8, putative, expressed	LOC_Os10g41370.1	no descriptionweakly similar to ( 195)AT5G07590| Symbols:  | WD-40 repeat protein family | chr5:2401713-2403732 REVERSEnot assigned	RNA.regulation of transcription.unclassified	27_3_99

CUST_24157_PI399408534	2	0.36429024	0.5670681	-0.004281044	-0.003399849	-0.11118555	0.003399849	35_25046	"Cluster: Hypothetical protein P0665A11.8; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0665A11.8 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q94EF4	CHR3V7|COORD:19128856..19131543| protein kinase family protein	AT3G51550.1	CHR01V5|COORD:32788726..32791914|protein protein kinase, putative, expressed	LOC_Os01g56330.1	no descriptionweakly similar to ( 176)AT3G51550| Symbols:  | protein kinase family protein | chr3:19128856-19131543 REVERSE	signalling.receptor kinases.Catharanthus roseus-like RLK1	30_2_16

CUST_79239_PI403524517	2	-0.49566746	-0.35835648	0.096663475	0.72234535	-0.096663475	0.35331154	35_22729	"Cluster: Auxin-regulated protein, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Auxin-regulated protein, putative, expressed - Oryza sat"	UniRef90_Q10EW2	"CHR5V7|COORD:24108176..24110030| similar to signal transducer [Arabidopsis thaliana] (TAIR:AT3G46110.1); similar to auxin-regulated protein [Lycopersicon"	AT5G59790.1	CHR03V5|COORD:27659671..27654519|protein auxin-regulated protein, putative, expressed	LOC_Os03g48600.9	no descriptionDUF966	not assigned.unknown	35_2

CUST_79130_PI403524517	2	0.25781822	-0.12620163	0.022809982	-0.022809982	0.026723862	-0.072361946	35_22698	"Cluster: Protein At3g18860; n=2; Arabidopsis thaliana|Rep: Protein At3g18860 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q3E7Q5	"CHR3|COORD:6501688..6508542| transducin family protein / WD-40 repeat family protein, contains seven G-protein beta WD-40 repeats; similar to phospholipase"	AT3G18860.2	CHR07V5|COORD:1236432..1227170|protein ubiquitin homeostasis protein lub1, putative, expressed	LOC_Os07g03160.1	no descriptionmoderately similar to ( 494)AT3G18860| Symbols:  | transducin family protein / WD-40 repeat family protein | chr3:6501780-6508358 FORWARDvery weakly similar to (93.6)GBLP_MEDSAGuanine nucleotide-binding protein subunit beta-like protein - Medicago sativa (Alfalfa)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned WD40 COG2319	not assigned.no ontology	35_1

CUST_28476_PI403524517	2	-0.0020427704	-0.09836674	-0.085505486	0.0020427704	0.02654171	0.014216423	35_8228	"Cluster: Os01g0708300 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0708300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JJY9	"CHR5V7|COORD:3858853..3861463| similar to permease-related [Arabidopsis thaliana] (TAIR:AT4G13800.1); similar to hypothetical protein"	AT5G11960.1	CHR01V5|COORD:29750396..29754962|protein expressed protein	LOC_Os01g51190.1	" no descriptionmoderately similar to ( 216)AT5G11960| Symbols:  | similar to permease-related [Arabidopsis thaliana] (TAIR:AT4G13800.1); similar to hypothetical protein MtrDRAFT_AC152551g11v1 [Medicago truncatula] (GB:ABE86250.1); contains InterPro domain Protein of unknown function DUF6, transmembrane; (InterPro:IPR000620) | chr5:3858853-3861463 REVERSE"	not assigned.unknown	35_2

CUST_21041_PI399408534	2	0.08692074	-0.0073843	-0.022630692	0.0073833466	-0.0153160095	0.11694622	35_1432	Rep: DNA-binding protein S1FA2 - Oryza sativa (Rice)	UniRef90_Q7XLX6	CHR3V7|COORD:19799137..19799715| DNA-binding S1FA family protein	AT3G53370.1	CHR04V5|COORD:20039095..20037169|protein DNA-binding protein S1FA2, putative, expressed	LOC_Os04g33440.3	no descriptionvery weakly similar to (73.2)S1FA2_ORYSAS1FA	RNA.regulation of transcription.S1FA	27_3_81

CUST_65557_PI403524517	2	0.19714928	-0.5389528	-0.21544266	0.0024147034	-0.002415657	0.08508587	35_18721	"Cluster: Os04g0377800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os04g0377800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JDT7	CHR3V7|COORD:3605465..3607483| DNAJ heat shock N-terminal domain-containing protein / cell division protein-related	AT3G11450.1	CHR04V5|COORD:18271869..18270166|protein gonidia forming protein GlsA, putative, expressed	LOC_Os04g30890.1	no descriptionmoderately similar to ( 234)AT3G11450| Symbols:  | DNAJ heat shock N-terminal domain-containing protein / cell division protein-related | chr3:3605465-3607483 REVERSEnot assigned not assigned not assigned not assigned ZUO1 tolA	cell.division	31_2

CUST_18499_PI404877155	2	-0.06362915	-0.81923246	-0.68015337	1.6083183	0.5052986	0.06362963	HVSMEk0003I10r2_at	oleosin 2 - barley emb|CAA57995.1| low molecular weight oleosin [Hordeum vulgare subsp. vulgare]	S57779	glycine-rich protein / oleosin	At4g25140.1	protein oleosin 16 kda (ose701). [rice	Os04g46200	oleosin 2	lipid metabolism.TAG synthesis	11_4

CUST_104202_PI403524517	2	0.08749008	0.15564632	-0.035746574	-0.07456875	-0.03405857	0.03405857	35_29697	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_62087_PI403524517	2	0.0929203	-0.37559795	-0.036930084	0.12295818	0.002459526	-0.002459526	35_17707	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q75LV2	CHR1V7|COORD:18290406..18290570| TOM6 (TRANSLOCASE OF THE OUTER MITOCHONDRIAL MEMBRANE 6)	AT1G49410.1	CHR03V5|COORD:23796003..23798902|protein expressed protein	LOC_Os03g42799.1	no description	not assigned.unknown	35_2

CUST_51654_PI403524517	2	0.34719563	-0.40646553	-0.26971722	-0.011407852	0.15286446	0.011407852	35_14720	"Cluster: 60S ribosomal protein L18a; n=4; Oryza sativa|Rep: 60S ribosomal protein L18a - Oryza sativa (Rice)"	UniRef90_Q943F3	CHR3V7|COORD:4910780..4911940| 60S ribosomal protein L18A (RPL18aC)	AT3G14600.1	CHR01V5|COORD:31887684..31886080|protein 60S ribosomal protein L18a, putative, expressed	LOC_Os01g54870.1	no descriptionmoderately similar to ( 213)AT3G14600| Symbols:  | 60S ribosomal protein L18A (RPL18aC) | chr3:4910780-4911940 FORWARDmoderately similar to ( 234)RL18A_ORYSAnot assigned Ribosomal_L18ae RPL20A	protein.synthesis.misc ribososomal protein	29_2_2

CUST_8254_PI404877155	2	6.532669E-4	-0.52161884	-0.11631203	0.013254166	-6.532669E-4	0.020596504	Contig24365_at	putative zinc finger protein [Oryza sativa (japonica cultivar-group)]	NP_917011.1	zinc finger protein-related	At3g18290.1	protein At3g18290/MIE15_8	Os01g49470	"EMB2454;EMBRYO DEFECTIVE 2454;zinc finger protein-related, weak alignment to Pfam profiles: PF00097 Zinc finger, C3HC4 type (RING finger) (2 copies)"	RNA.regulation of transcription.unclassified	27_3_99

CUST_181854_PI403524517	2	0.025208473	0.05540371	0.023692131	-0.090120316	-0.023693085	-0.23608017	35_50559	"Cluster: Os01g0549700 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os01g0549700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JM17	CHR5V7|COORD:3567390..3570687| DEAD/DEAH box helicase, putative	AT5G11200.1	CHR01V5|COORD:20897800..20903068|protein spliceosome RNA helicase BAT1, putative, expressed	LOC_Os01g36920.2	 no descriptionweakly similar to ( 194)AT5G11200| Symbols:  | DEAD/DEAH box helicase, putative | chr5:3567390-3570687 FORWARDvery weakly similar to (52.0)IF4A3_NICPLEukaryotic initiation factor 4A-3 - Nicotiana plumbaginifolia (Leadwort-leaved tobacco)not assigned not assigned not assigned not assigned not assigned not assigned SrmB HELICc 	DNA.synthesis/chromatin structure	28_1

CUST_35378_PI403524517	2	0.07668018	-0.07667971	0.7771673	0.47613	-0.24851847	-0.12213516	35_10199	"Cluster: Lipase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Lipase-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8RZ49	CHR1V7|COORD:10047495..10049286| lipase, putative	AT1G28590.1	CHR01V5|COORD:26613289..26614758|protein esterase precursor, putative	LOC_Os01g46210.1	 no descriptionweakly similar to ( 121)AT1G28590| Symbols:  | lipase, putative | chr1:10047495-10049286 REVERSEvery weakly similar to (59.3)EST_HEVBREsterase precursor - Hevea brasiliensis (Para rubber tree)SGNH_plant_lipase_like fatty_acyltransferase_like 	misc.GDSL-motif lipase	26_28

CUST_178666_PI403524517	2	-0.062324524	0.20611382	0.011255264	0.043139458	-0.011255264	-0.09299278	35_49691	"Cluster: Zinc finger protein family-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Zinc finger protein family-like - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6ZCW1		0	CHR08V5|COORD:23981409..23980164|protein ubiquitin-protein ligase CIP8, putative, expressed	LOC_Os08g38060.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_95380_PI403524517	2	0.4204874	0.05055332	-0.049583435	-0.17090511	-0.17768764	0.049583435	35_27256	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_49069_PI403524517	2	0.03784752	-1.0360298	-0.11779213	0.12196636	0.11212158	-0.03784752	35_14007	Rep: Histone H2B.1 - Zea mays (Maize)	UniRef90_P30755	CHR3V7|COORD:16924599..16925036| histone H2B, putative	AT3G46030.1	CHR01V5|COORD:2845932..2841231|protein core histone H2A/H2B/H3/H4 family protein, expressed	LOC_Os01g05970.1	 no descriptionweakly similar to ( 176)AT5G22880| Symbols:  | histone H2B, putative | chr5:7652133-7652570 REVERSEweakly similar to ( 196)H2B3_WHEATHistone H2B.3 - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned H2B Histone TT_ORF1 Protamine_P1 DUF1777 Tymo_45kd_70kd PRK12323 Protamine_P2 	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_156639_PI403524517	2	0.064958096	-0.3953557	-0.064958096	0.1399622	0.21632814	-0.19733906	35_43748	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2R581	"CHR5V7|COORD:21898601..21900359| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G15240.2); similar to Os11g0446000 [Oryza sativa (japonica"	AT5G53900.2	CHR11V5|COORD:14284901..14289613|protein EMB1444, putative, expressed	LOC_Os11g25920.1	"no descriptionweakly similar to ( 181)AT5G53900| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G15240.2); similar to Os11g0446000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001067826.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABA93307.2); contains domain gb def: At3g15240 (PTHR13902:SF3); contains domain SERINE/THREONINE-PROTEIN KINASE WNK (WITH NO LYSINE)-RELATED (PTHR13902) | chr5:21898601-21900359 REVERSE"	not assigned.unknown	35_2

CUST_75979_PI403524517	2	0.015357971	-0.015357971	0.0447731	0.07091427	-0.04741001	-0.28109837	35_21779	"Cluster: Putative cyclophilin; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative cyclophilin - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ZJ10	CHR3V7|COORD:16176355..16180188| peptidyl-prolyl cis-trans isomerase cyclophilin-type family protein	AT3G44600.1	CHR08V5|COORD:27760501..27765988|protein peptidyl-prolyl cis-trans isomerase, putative, expressed	LOC_Os08g44330.1	no descriptionhighly similar to ( 602)AT3G44600| Symbols:  | peptidyl-prolyl cis-trans isomerase cyclophilin-type family protein | chr3:16176355-16180188 REVERSEnot assigned not assigned not assigned WD40 COG2319	not assigned.unknown	35_2

CUST_134870_PI403524517	2	0.12636375	0.3545313	-0.086322784	-0.07031822	-0.09156132	0.07031727	35_37839	"Cluster: Transposon protein, putative, CACTA, En/Spm sub-class, expressed; n=4; Oryza sativa (japonica cultivar-group)|Rep: Transposon protein, putative, CACTA,"	UniRef90_Q2QSV4		0	CHR12V5|COORD:12865555..12876253|protein transposon protein, putative, CACTA, En/Spm sub-class, expressed	LOC_Os12g22810.3	no description	not assigned.unknown	35_2

CUST_161616_PI403524517	2	0.08163977	-0.14028597	-0.08164024	0.38781643	0.35706663	-0.46280956	35_45085	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_116571_PI403524517	2	0.33384228	0.09858894	-0.05808258	-0.031825066	-0.10380459	0.031824112	35_33044	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_53920_PI403524517	2	-0.71733665	1.2284527	-0.5015087	0.86145306	0.21152878	-0.21152782	35_15345	"Cluster: AP2 domain transcription factor EREBP; n=2; Oryza sativa (japonica cultivar-group)|Rep: AP2 domain transcription factor EREBP - Oryza sativa (japonica"	UniRef90_Q7Y047	0	0	CHR07V5|COORD:28540103..28539004|protein ERF-like protein, putative, expressed	LOC_Os07g47790.2	no description	not assigned.unknown	35_2

CUST_12667_PI404877155	2	-0.08374977	-0.3033142	0.23959923	0.12022686	-0.08024883	0.08024979	Contig6406_at	putative indole-3-glycerol phosphate synthase [Oryza sativa (japonica cultivar-group)] dbj|BAD10429.1| putative indole-3-glycerol phosphate	BAD01725.1	indole-3-glycerol phosphate synthase (IGPS)	At2g04400.1	protein indole-3-glycerol phosphate synthase, putative	Os08g23150	NONE	amino acid metabolism.synthesis.aromatic aa.tryptophan	13_1_6_5

CUST_34253_PI399408534	2	-0.050543785	-0.033533096	0.033533096	0.06605911	-0.137146	0.049054146	35_10015	"Cluster: PHD zinc finger protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: PHD zinc finger protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5VMF2	CHR2V7|COORD:11921027..11926818| protein binding / zinc ion binding	AT2G27980.1	CHR06V5|COORD:130089..137354|protein protein binding protein, putative, expressed	LOC_Os06g01170.1	no descriptionweakly similar to ( 112)AT2G27980| Symbols:  | protein binding / zinc ion binding | chr2:11921027-11926818 REVERSE	RNA.regulation of transcription.PHD finger transcription factor	27_3_63

CUST_172005_PI403524517	2	0.3035655	-0.017418385	0.36737537	0.017418385	-0.6048074	-0.08374214	35_47917	0	0		0	CHR06V5|COORD:17129056..17133976|protein phosphate transporter 1, putative, expressed	LOC_Os06g29790.1	no description	not assigned.unknown	35_2

CUST_3853_PI404877155	2	0.12601185	-0.46040726	-0.07909775	0.28106117	-0.06757355	0.06757259	Contig14469_at	multidrug resistance associated protein 1 [Zea mays] gb|AAO72316.1| multidrug resistance associated protein 1 [Zea mays]	AAO72315.1	ABC transporter family protein	At3g21250.1	protein ABC transporter, putative	Os06g36650	ABC transporter family protein, similar to MRP-like ABC transporter GB:AAC49791 from (Arabidopsis thaliana)	transport.ABC transporters and multidrug resistance systems	34_16

CUST_161695_PI403524517	2	0.028120995	-0.28942108	-0.13324451	-0.02046299	0.020463943	0.0246315	35_45105	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_131846_PI403524517	2	0.17035818	0.16936684	0.015106678	-0.015106201	-0.42951155	-0.4086442	35_37033	"Cluster: Os03g0733800 protein; n=4; Oryza sativa (japonica cultivar-group)|Rep: Os03g0733800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DNU9	CHR2V7|COORD:16272533..16274870| AERO2 (ARABIDOPSIS ENDOPLASMIC RETICULUM OXIDOREDUCTINS 2)	AT2G38960.2	CHR03V5|COORD:30016716..30012896|protein endoplasmic oxidoreductin-1 precursor, putative, expressed	LOC_Os03g52340.2	no descriptionmoderately similar to ( 253)AT2G38960| Symbols: AERO2 | AERO2 (ARABIDOPSIS ENDOPLASMIC RETICULUM OXIDOREDUCTINS 2) | chr2:16272533-16274961 FORWARDnot assigned ERO1 ERO1	not assigned.no ontology	35_1

CUST_72749_PI403524517	2	0.02315998	0.03381157	-0.10385609	0.0061120987	-0.29079342	-0.0061120987	35_20854	Rep: Two-pore calcium channel - Hordeum vulgare (Barley)	UniRef90_Q6S5H8	"CHR4V7|COORD:1580251..1585689| ATTPC1 (TWO-PORE CHANNEL 1); calcium channel/ voltage-gated calcium channel"	AT4G03560.1	CHR01V5|COORD:28247828..28233459|protein voltage-dependent calcium channel protein TPC1, putative, expressed	LOC_Os01g48680.2	" no descriptionmoderately similar to ( 424)AT4G03560| Symbols: TPC1, ATCCH1, FOU2, ATTPC1 | ATTPC1 (TWO-PORE CHANNEL 1); calcium channel/ voltage-gated calcium channel | chr4:1580251-1585689 FORWARDhighly similar to ( 613)TPC1_ORYSAnot assigned not assigned Ion_trans EFh "	transport.calcium	34_21

CUST_86182_PI403524517	2	0.062054634	-0.098041534	0.035456657	-0.035455704	-0.07422352	0.1344471	35_24684	"Cluster: Kinesin motor protein, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Kinesin motor protein, putative, expressed - Oryza sativa"	UniRef90_Q2QM62	0	0	CHR12V5|COORD:26102591..26097414|protein ATP binding protein, putative, expressed	LOC_Os12g42160.1	no description	not assigned.unknown	35_2

CUST_19454_PI404877155	2	-0.68048763	0.044045925	0.43030787	0.8039565	-0.044045925	-0.5346894	rbags19n19_s_at	OSJNBb0048E02.12 [Oryza sativa (japonica cultivar-group)] ref|XP_472791.1| OSJNBb0048E02.12 [Oryza sativa (japonica cultivar-group)]	CAD40936.1	Bet v I allergen family protein	At1g24020.1	protein Pathogenesis-related protein Bet v I family	Os04g39150	NONE	stress.abiotic.unspecified	20_2_99

CUST_37506_PI403524517	2	-0.22477102	0.7634702	0.07849026	-0.067613125	0.067613125	-0.44595146	35_10802	"Cluster: Hypothetical protein precursor; n=1; Kineococcus radiotolerans SRS30216|Rep: Hypothetical protein precursor - Kineococcus radiotolerans SRS30216"	UniRef90_Q411K9	0	0	CHR12V5|COORD:24152998..24150652|protein cytochrome P450 81E1, putative, expressed	LOC_Os12g39310.1	no description	not assigned.unknown	35_2

CUST_170389_PI403524517	2	0.15022564	0.1034174	-0.037508965	-0.14552021	0.031196594	-0.031196594	35_47459	"Cluster: Hypothetical protein; n=1; Anaeromyxobacter sp. Fw109-5|Rep: Hypothetical protein - Anaeromyxobacter sp. Fw109-5"	UniRef90_A1HY15	"CHR1V7|COORD:5675918..5678679| SR45 (arginine/serine-rich 45); RNA binding"	AT1G16610.1	CHR03V5|COORD:34635132..34631842|protein expressed protein	LOC_Os03g61070.1	no description	not assigned.unknown	35_2

CUST_97707_PI403524517	2	-0.18339443	0.102267265	0.18736076	-0.084282875	0.084282875	-0.10821438	35_27898	Rep: Os01g0851400 protein - Oryza sativa (japonica cultivar-group)	UniRef90_Q0JHP3	0	0	CHR01V5|COORD:36987617..36983194|protein ataxin-3, putative, expressed	LOC_Os01g63250.1	no descriptionvery weakly similar to (92.0)ATX3_ORYSA	not assigned.unknown	35_2

CUST_76454_PI403524517	2	0.15284252	-0.19137764	-0.17586422	0.026794434	-0.026795387	0.08940506	35_21918	"Cluster: 'putative triglyceride lipase, PF01764'; n=1; Oryza sativa (japonica cultivar-group)|Rep: 'putative triglyceride lipase, PF01764' - Oryza sativa (japon"	UniRef90_Q6I5Q3	CHR5V7|COORD:6202967..6205450| lipase class 3 family protein	AT5G18630.1	CHR05V5|COORD:17864526..17860814|protein lipase precursor, putative, expressed	LOC_Os05g30900.1	no descriptionmoderately similar to ( 211)AT5G18630| Symbols:  | lipase class 3 family protein | chr5:6202967-6205450 FORWARDnot assigned Lipase_3 Lipase Lipase_3	lipid metabolism.lipid degradation.lipases	11_9_2

CUST_12176_PI404877155	2	0.029298782	0.28215408	-0.029297829	-0.07392883	-0.071502686	0.050925255	Contig5897_at	unknown protein [Arabidopsis thaliana]	AAN46266.1	RNA polymerase II 15.9 kDa subunit (RPB15.9)	At5g09920.1	protein expressed protein	Os02g49150	similar to ribosomal protein L19	RNA.transcription	27_2

CUST_13539_PI399408534	2	0.23293018	-0.2329297	0.29513168	0.35840082	-0.27927542	-0.3221779	35_8746	"Cluster: Putataive nodule inception protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putataive nodule inception protein - Oryza sativa (japonica"	UniRef90_Q8LSP7	"CHR1|COORD:7154400..7158208| RWP-RK domain-containing protein, similar to nodule inception protein GI:6448579 from (Lotus japonicus); contains Pfam profile: PF0"	AT1G20640.2	CHR03V5|COORD:1759242..1754614|protein nodule inception protein, putative, expressed	LOC_Os03g03900.1	no descriptionmoderately similar to ( 336)AT1G20640| Symbols:  | RWP-RK domain-containing protein | chr1:7155191-7157976 FORWARDRWP-RK	RNA.regulation of transcription.NIN-like bZIP-related family	27_3_60

CUST_104428_PI403524517	2	0.019831657	-0.16193104	-0.039794922	0.20697403	0.15159893	-0.019832611	35_29761	"Cluster: Os05g0534000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0534000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DGG3	"CHR1V7|COORD:5675918..5678679| SR45 (arginine/serine-rich 45); RNA binding"	AT1G16610.1	CHR05V5|COORD:26423364..26421156|protein EMB1796, putative, expressed	LOC_Os05g45760.1	no descriptionnot assigned not assigned not assigned	not assigned.unknown	35_2

CUST_162606_PI403524517	2	0.09447718	1.5255661	0.42270565	-0.09447718	-0.5505099	-0.7000003	35_45356	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_19012_PI399408534	2	0.09778404	-0.4450655	-0.04001379	0.31274796	-0.14900208	0.040014267	35_23017	"Cluster: Zinc finger protein 7, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Zinc finger protein 7, putative, expressed - Oryza sativa"	UniRef90_Q2QN25	"CHR1V7|COORD:8725995..8726624| ZFP7 (ZINC FINGER PROTEIN 7); nucleic acid binding / transcription factor/ zinc ion binding"	AT1G24625.1	CHR12V5|COORD:24113021..24111988|protein zinc finger protein 7, putative, expressed	LOC_Os12g39220.1	"no descriptionvery weakly similar to (80.5)AT1G24625| Symbols: ZFP7 | ZFP7 (ZINC FINGER PROTEIN 7); nucleic acid binding / transcription factor/ zinc ion binding | chr1:8725995-8726624 REVERSE"	RNA.regulation of transcription.C2H2 zinc finger family	27_3_11

CUST_90217_PI403524517	2	0.014828682	-0.13232756	0.18510628	0.12449932	-0.014828682	-0.46157122	35_25806	Rep: UMP synthase - Zea mays (Maize)	UniRef90_Q9LKI4	CHR3V7|COORD:20179263..20181223| uridine 5'-monophosphate synthase / UMP synthase (PYRE-F) (UMPS)	AT3G54470.1	CHR01V5|COORD:42219527..42223090|protein uridine 5-monophosphate synthase, putative, expressed	LOC_Os01g72250.1	no descriptionweakly similar to ( 155)AT3G54470| Symbols:  | uridine 5'-monophosphate synthase / UMP synthase (PYRE-F) (UMPS) | chr3:20179263-20181223 REVERSEweakly similar to ( 140)PYR5_TOBACUridine 5'-monophosphate synthase - Nicotiana tabacum (Common tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PyrE pyrE PRK05500 PRK12323 Pribosyltran PRK07003 PRK07764 PRK12678 TT_ORF1 Atrophin-1 Tymo_45kd_70kd PRK00708 Herpes_BLLF1 Protamine_P1	nucleotide metabolism.synthesis.pyrimidine.UMP Synthase	23_1_1_5

CUST_104813_PI403524517	2	0.4224949	-1.0954142	-0.16047573	0.16047573	0.5356703	-0.23351002	35_29864	"Cluster: Os06g0701900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0701900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D9S2	CHR2V7|COORD:10385073..10385609| auxin-responsive protein, putative / small auxin up RNA (SAUR_D)	AT2G24400.1	CHR06V5|COORD:29576976..29577380|protein OsSAUR27 - Auxin-responsive SAUR gene family member	LOC_Os06g48850.1	no description	not assigned.unknown	35_2

CUST_157388_PI403524517	2	-0.19223118	0.23795605	0.014674187	-0.014674187	-0.13877392	0.019469738	35_43949	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_29517_PI399408534	2	0.022117615	-0.2146225	0.041727066	-0.022117615	0.07151413	-0.070347786	35_19440	"Cluster: OSJNBa0094O15.14 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0094O15.14 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XXI8	CHR2V7|COORD:12169257..12172838| zinc finger (CCCH-type) family protein	AT2G28450.1	CHR04V5|COORD:311821..319806|protein nucleic acid binding protein, putative, expressed	LOC_Os04g01480.1	no descriptionweakly similar to ( 194)AT2G28450| Symbols:  | zinc finger (CCCH-type) family protein | chr2:12169257-12172838 REVERSEnot assigned TrmA PRK05031 tRNA_U5-meth_tr	RNA.regulation of transcription.unclassified	27_3_99

CUST_30755_PI403524517	2	-0.21515322	0.034439087	0.21505833	0.3608017	-0.03443861	-0.079904556	35_8875	Rep: Hypothetical protein - Streptomyces avermitilis	UniRef90_Q82RN1	CHR4V7|COORD:10275928..10278502| leucine-rich repeat family protein / extensin family protein	AT4G18670.1	CHR07V5|COORD:120554..126329|protein potassium transporter 16, putative, expressed	LOC_Os07g01214.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12678 PRK12323 PRK07764 HPC2 Atrophin-1 PRK07003 TT_ORF1 DUF566	not assigned.unknown	35_2

CUST_62383_PI403524517	2	-0.0408535	-0.14926434	-0.022585869	0.027898788	0.03313923	0.022584915	35_17788	"Cluster: Hypothetical protein B1147B12.25; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1147B12.25 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6Z1Y4	"CHR3V7|COORD:16017741..16021658| similar to PREDICTED: similar to nicalin [Tribolium castaneum] (GB:XP_971811.1); similar to Os08g0102100 [Oryza sativa"	AT3G44330.1	CHR08V5|COORD:114761..108678|protein nicalin precursor, putative, expressed	LOC_Os08g01180.1	"no descriptionhighly similar to ( 660)AT3G44330| Symbols:  | similar to PREDICTED: similar to nicalin [Tribolium castaneum] (GB:XP_971811.1); similar to Os08g0102100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001060766.1); contains InterPro domain Nicastrin; (InterPro:IPR008710) | chr3:16017741-16021658 FORWARDnot assigned Nicastrin"	not assigned.unknown	35_2

CUST_26454_PI403524517	2	0.1305399	-0.030993462	-0.058998108	0.093937874	-0.0038776398	0.0038776398	35_7663	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_54295_PI403524517	2	-0.23172665	-0.71740246	0.6017723	0.13954067	0.009418488	-0.009418488	35_15457	"Cluster: Low temperature and salt responsive protein; n=1; Pennisetum glaucum|Rep: Low temperature and salt responsive protein - Pennisetum americanum (Pearl"	UniRef90_Q5MJ27	CHR3V7|COORD:1758185..1758458| RCI2B (RARE-COLD-INDUCIBLE 2B)	AT3G05890.1	CHR07V5|COORD:26401979..26403034|protein hydrophobic protein LTI6A, putative, expressed	LOC_Os07g44180.1	no descriptionvery weakly similar to (66.2)AT3G05890| Symbols: RCI2B | RCI2B (RARE-COLD-INDUCIBLE 2B) | chr3:1758185-1758458 REVERSEvery weakly similar to (84.3)LTI6A_ORYSAnot assigned UPF0057 COG0401	stress.abiotic.cold	20_2_2

CUST_94364_PI403524517	2	0.008101463	-0.008102417	-0.028719902	0.013216972	0.16915512	-0.040614128	35_26975	"Cluster: Membrane protein-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: Membrane protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5ZDA3	CHR3V7|COORD:496186..498779| similar to hypothetical protein [Cleome spinosa] (GB:ABD96906.1)	AT3G02420.1	CHR01V5|COORD:24146137..24141670|protein expressed protein	LOC_Os01g42010.2	no descriptionmoderately similar to ( 240)AT3G02420| Symbols:  | similar to hypothetical protein [Cleome spinosa] (GB:ABD96906.1) | chr3:496186-498779 REVERSE	not assigned.unknown	35_2

CUST_109921_PI403524517	2	-0.4578581	-0.19490337	0.7916012	0.19490337	0.21995163	-0.21043491	35_31235	0	0		0	CHR06V5|COORD:28388576..28387298|protein early nodulin 20 precursor, putative, expressed	LOC_Os06g46740.1	no description	not assigned.unknown	35_2

CUST_74962_PI403524517	2	-0.16333294	-0.33422852	-0.28660297	0.242733	0.16333294	0.3762617	35_21490	Rep: OSIGBa0101C23.1 protein - Oryza sativa (Rice)	UniRef90_Q01J26	0	0	CHR04V5|COORD:27063682..27056130|protein dolichyl-P-Man Man, putative, expressed	LOC_Os04g46050.3	" no descriptionmoderately similar to ( 276)AT1G02145| Symbols:  | similar to sugar binding / transferase, transferring glycosyl groups [Arabidopsis thaliana] (TAIR:AT1G16900.1); similar to Os04g0544900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001053463.1); similar to aspara (GB:NP_077010.1); contains InterPro domain Alg9-like mannosyltransferase; (InterPro:IPR005599) | chr1:404627-408485 FORWARDnot assigned not assigned Glyco_transf_22 "	not assigned.no ontology	35_1

CUST_19909_PI399408534	2	-0.047471046	0.5083494	0.3368168	-0.0011434555	0.0011425018	-0.038419724	35_4122	"Cluster: Putative calmodulin-binding protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative calmodulin-binding protein - Oryza sativa (japonica"	UniRef90_Q6ETN1	CHR5V7|COORD:23332220..23334909| calmodulin-binding protein	AT5G57580.1	CHR02V5|COORD:4299056..4293245|protein calmodulin binding protein, putative, expressed	LOC_Os02g08120.2	no descriptionmoderately similar to ( 307)AT5G57580| Symbols:  | calmodulin-binding protein | chr5:23332220-23334909 REVERSECalmodulin_bind	signalling.calcium	30_3

CUST_79165_PI403524517	2	0.12558365	0.36930752	0.04427147	-0.054203033	-0.044272423	-0.100286484	35_22707	Rep: N-acetylglucosaminyltransferase 1 - Oryza sativa (Rice)	UniRef90_Q8RW24	CHR4|COORD:17931564..17935319| alpha-1,3-mannosyl-glycoprotein beta-1,2-N-acetylglucosaminyltransferase, putative,	AT4G38240.2	CHR02V5|COORD:35812310..35806734|protein N-acetylglucosaminyltransferase I, putative, expressed	LOC_Os02g58590.1	 no descriptionweakly similar to ( 180)AT4G38240| Symbols: GNTI, CGL1 | CGL1 (COMPLEX GLYCAN LESS) | chr4:17932000-17935203 REVERSEnot assigned GNT-I 	protein.glycosylation	29_7

CUST_10468_PI404877155	2	0.104904175	0.100972176	-0.032912254	-0.035503387	-0.0067071915	0.0067071915	Contig4206_at	Putative fiddlehead-like protein [Oryza sativa (japonica cultivar-group)]	AAN65442.1	beta-ketoacyl-CoA synthase family (FIDDLEHEAD) (FDH)	At2g26250.1	protein expressed protein	Os03g08360	beta-ketoacyl-CoA synthase (FIDDLEHEAD)	lipid metabolism.FA synthesis and FA elongation.beta ketoacyl CoA synthase	11_1_10

CUST_125768_PI403524517	2	-0.062257767	0.9672737	0.4293995	-0.25679207	0.015633583	-0.015634537	35_35415	0	0		0	CHR12V5|COORD:627305..629983|protein surfactant protein B containing protein, expressed	LOC_Os12g02094.1	no description	not assigned.unknown	35_2

CUST_10891_PI404877155	2	-0.06391811	0.2655964	0.06391811	-0.08592796	0.117627144	-0.18092918	Contig4617_at	succinate dehydrogenase subunit 4 [Oryza sativa]	AAK97388.1	arginine/serine-rich protein, putative (SR45)	At1g16610.2	protein expressed protein	Os01g70980	NONE	TCA / org. transformation.TCA.succinate dehydrogenase	8_1_07

CUST_22722_PI403524517	2	0.32877398	0.88703585	0.13201189	-0.19094658	-0.34799576	-0.13201189	35_6599	0	0	0	0	CHR06V5|COORD:29788100..29789678|protein thylakoid lumenal 16.5 kDa protein, chloroplast precursor, putative, expressed	LOC_Os06g49160.1	no description	not assigned.unknown	35_2

CUST_24478_PI403524517	2	0.39375877	-0.64184093	0.448555	-0.08507061	0.08507061	-0.1421299	35_7105	Rep: OSIGBa0132G14.1 protein - Oryza sativa (Rice)	UniRef90_Q01MX2	"CHR2V7|COORD:13336114..13338621| ATCDT1A/CDT1/CDT1A (ARABIDOPSIS HOMOLOG OF YEAST CDT1 A); cyclin-dependent protein kinase/ protein binding"	AT2G31270.1	CHR04V5|COORD:5768521..5765594|protein CDT1a protein, putative, expressed	LOC_Os04g10650.1	" no descriptionweakly similar to ( 184)AT2G31270| Symbols: ATCDT1A, CDT1A, CDT1 | ATCDT1A/CDT1/CDT1A (ARABIDOPSIS HOMOLOG OF YEAST CDT1 A); cyclin-dependent protein kinase/ protein binding | chr2:13336114-13338621 FORWARDnot assigned not assigned CDT1 PRK07003 "	not assigned.no ontology.hydroxyproline rich proteins	35_1_41

CUST_138459_PI403524517	2	0.11964512	0.4764042	0.029428482	-0.15132523	-0.04248047	-0.029427528	35_38837	Rep: OSIGBa0116M22.10 protein - Oryza sativa (Rice)	UniRef90_Q01JY9	"CHR5V7|COORD:24882056..24882854| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G14750.1); similar to transglutaminase [Zea mays] (GB:CAD13455.1);"	AT5G61920.1	CHR04V5|COORD:23744231..23740972|protein transglutaminase, putative, expressed	LOC_Os04g40300.1	"no descriptionvery weakly similar to (75.9)AT5G61920| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G14750.1); similar to transglutaminase [Zea mays] (GB:CAD13455.1); similar to transglutaminase [Zea mays] (GB:CAD32336.1) | chr5:24882056-24882854 FORWARD"	not assigned.unknown	35_2

CUST_82288_PI403524517	2	0.65555286	0.56916857	0.07900381	-0.26549911	-0.07900381	-0.4080372	35_23601	"Cluster: Putative leucine-rich repeat/receptor protein kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative leucine-rich repeat/receptor protein ki"	UniRef90_Q6Z3S1	CHR2V7|COORD:17624070..17626550| leucine-rich repeat family protein	AT2G42290.1	CHR08V5|COORD:24927900..24930560|protein ATP binding protein, putative, expressed	LOC_Os08g39590.1	no descriptionweakly similar to ( 112)AT2G42290| Symbols:  | leucine-rich repeat family protein | chr2:17624070-17626550 REVERSEvery weakly similar to (65.5)PGIP1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned LRRNT_2 COG4886	stress.biotic	20_1

CUST_25735_PI399408534	2	-0.3335495	0.0027227402	0.04233551	0.076125145	-0.23193741	-0.0027236938	35_7867	Rep: Calcium dependent protein kinase - Zea mays (Maize)	UniRef90_O04417	"CHR2V7|COORD:7524087..7526321| CPK6 (CALCIUM-DEPENDENT PROTEIN KINASE 6); anion channel/ calcium- and calmodulin-dependent protein kinase/ kinase"	AT2G17290.1	CHR02V5|COORD:28080731..28086282|protein calcium-dependent protein kinase, isoform AK1, putative, expressed	LOC_Os02g46090.1	" no descriptionmoderately similar to ( 280)AT2G17290| Symbols: ATCDPK3, CPK6 | CPK6 (CALCIUM-DEPENDENT PROTEIN KINASE 6); anion channel/ calcium- and calmodulin-dependent protein kinase/ kinase | chr2:7524087-7526321 FORWARDmoderately similar to ( 240)CDPK_SOYBNCalcium-dependent protein kinase SK5 - Glycine max (Soybean)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned FRQ1 EFh "	signalling.calcium	30_3

CUST_91326_PI403524517	2	-0.011541367	0.011540413	-0.08543825	0.2446003	0.103158	-0.09945297	35_26114	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_69246_PI403524517	2	0.08511448	0.37622643	0.021820068	-0.15282631	-0.09446621	-0.021820068	35_19812	"Cluster: CD2-binding protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: CD2-binding protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6H4J0	CHR5V7|COORD:2913592..2915804| CD2-binding protein-related	AT5G09390.1	CHR09V5|COORD:12406426..12412334|protein expressed protein	LOC_Os09g20590.1	no descriptionvery weakly similar to (53.1)AT5G09390| Symbols:  | CD2-binding protein-related | chr5:2913592-2915804 FORWARD	not assigned.no ontology	35_1

CUST_59745_PI403524517	2	0.20790195	-0.36925125	-0.17771244	0.28919983	0.11567974	-0.115680695	35_17034	"Cluster: Transposon protein, putative, CACTA, En/Spm sub-class, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Transposon protein, putative, CACTA,"	UniRef90_Q10RM6	CHR2V7|COORD:7349951..7354134| RNA recognition motif (RRM)-containing protein	AT2G16940.1	CHR03V5|COORD:2910664..2901949|protein splicing factor, putative, expressed	LOC_Os03g05830.1	 no descriptionmoderately similar to ( 440)AT5G09880| Symbols:  | RNA recognition motif (RRM)-containing protein | chr5:3081647-3085180 REVERSEvery weakly similar to (73.2)ROC1_NICSY29 kDa ribonucleoprotein A, chloroplast precursor - Nicotiana sylvestris (Wood tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG0724 RRM RRM_1 	RNA.RNA binding	27_4

CUST_3323_PI404877155	2	0.16728783	0.6811981	-0.11684036	-0.029418945	-0.07344437	0.029417038	Contig13769_at	OSJNBb0048E02.8 [Oryza sativa (japonica cultivar-group)] emb|CAE04364.1| OSJNBa0060P14.17 [Oryza sativa (japonica cultivar-group)]	CAD40932.1	gibberellin-regulated family protein	At5g14920.1	protein hypothetical protein	Os04g39110	gi|21741221|emb|CAD40932.1| OSJNBb0048E02.8	hormone metabolism.gibberelin.induced-regulated-responsive-activated	17_6_3

CUST_118223_PI403524517	2	0.14369535	-0.49270868	0.10779619	-0.11196089	-0.0785346	0.07853413	35_33479	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_88658_PI403524517	2	-0.035520554	-0.63542366	-0.1259613	0.035521507	0.044119835	0.03895569	35_25374	"Cluster: Similar to selenium-binding protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Similar to selenium-binding protein - Oryza sativa (japonica"	UniRef90_Q53L25	CHR3V7|COORD:9849984..9851514| catalytic	AT3G26780.1	CHR11V5|COORD:8435882..8434087|protein selenium-binding protein-like, putative, expressed	LOC_Os11g14980.1	no descriptionmoderately similar to ( 275)AT3G26782| Symbols:  | binding | chr3:9851831-9853919 FORWARDvery weakly similar to (79.7)RF1_ORYSAPPR	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_91490_PI403524517	2	-0.044688225	-0.28931808	0.036839485	0.028017998	0.3992958	-0.028017998	35_26160	"Cluster: Hypothetical protein OSJNBb0048K05.2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0048K05.2 - Oryza sativa (japonica cu"	UniRef90_Q60EA4	0	0	CHR05V5|COORD:24691505..24692419|protein conserved hypothetical protein	LOC_Os05g42340.1	no description	not assigned.unknown	35_2

CUST_952_PI404877155	2	-0.15020847	-0.12044525	0.0010671616	0.093398094	-0.0010671616	0.02011013	Contig10960_at	putative calcium-dependent protein kinase [Oryza sativa (japonica cultivar-group)]	NP_911296.1	calcium-dependent protein kinase isoform AK1 (AK1)	At5g04870.1	protein EF hand, putative	Os07g06740	NONE	signalling.calcium	30_3

CUST_65167_PI403524517	2	0.5675497	0.17490482	-0.07609844	0.076097965	-0.11095476	-0.15027285	35_18608	Rep: H0306F12.8 protein - Oryza sativa (Rice)	UniRef90_Q259Q9	CHR4V7|COORD:7013950..7017840| NTRB (NADPH-dependent thioredoxin reductase B)	AT4G11610.1	CHR04V5|COORD:34696725..34701023|protein phosphoribosylanthranilate transferase, putative, expressed	LOC_Os04g58720.1	 no descriptionvery weakly similar to (84.3)AT4G11610| Symbols: ATNTRB, NTRB | NTRB (NADPH-dependent thioredoxin reductase B) | chr4:7013950-7017840 REVERSEC2 C2 C2 	not assigned.no ontology.C2 domain-containing protein	35_1_19

CUST_4886_PI399408534	2	-0.0080804825	0.6941004	0.0050935745	-0.16341782	0.0062026978	-0.005094528	35_19074	"Cluster: Putative TAF6; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative TAF6 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8LRG9	"CHR1|COORD:1402555..1407495| similar to expressed protein [Arabidopsis thaliana] (TAIR:At1g54360.2); similar to expressed protein [Arabidopsis thaliana]"	AT1G04950.3	CHR01V5|COORD:18295448..18287711|protein TBP-associated 59 kDa subunit protein, putative, expressed	LOC_Os01g32750.1	"no descriptionhighly similar to ( 642)AT1G04950| Symbols: TAFII59 | TAFII59 (TATA box associated factor II 59); transcription initiation factor | chr1:1403605-1407183 REVERSEnot assigned TAF6 DUF1546 TAF"	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_154411_PI403524517	2	0.29840565	0.02410841	0.031770706	-0.025543213	-0.024108887	-0.23699665	35_43148	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_50677_PI403524517	2	-0.14421749	0.19517612	0.02371025	0.02972126	-0.13708591	-0.02371025	35_14462	"Cluster: Lon protease homolog 1, mitochondrial precursor; n=6; Poaceae|Rep: Lon protease homolog 1, mitochondrial precursor - Zea mays (Maize)"	UniRef90_P93647	CHR5V7|COORD:19110583..19115905| Lon protease homolog 1, mitochondrial (LON)	AT5G47040.1	CHR09V5|COORD:20952455..20945434|protein lon protease homolog 1, mitochondrial precursor, putative, expressed	LOC_Os09g36300.1	 no descriptionnearly identical (1294)AT5G47040| Symbols:  | Lon protease homolog 1, mitochondrial (LON) | chr5:19110583-19115905 REVERSEnearly identical (1483)LONH1_MAIZELon protease homolog 1, mitochondrial precursor - Zea mays (Maize)not assigned not assigned Lon PRK10787 Lon_C AAA LonB COG0714 SpoVK clpA AAA_5 PRK11823 MGS1 Sms COG1750 AAA_2 AAA PRK04195 LON AAA_3 AAA ruvB COG1223 COG4930 RuvB 	protein.degradation.serine protease	29_5_5

CUST_151112_PI403524517	2	0.024845123	-0.024845123	-0.40055275	0.03746891	0.16700459	-0.21525335	35_42263	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_164356_PI403524517	2	0.0067682266	0.35168457	-0.0067682266	0.19634771	-0.06567812	-0.16555691	35_45815	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_112091_PI403524517	2	0.09122276	-0.022508621	-0.10853672	0.05472374	0.022509575	-0.099601746	35_31825	"Cluster: Os06g0215100 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os06g0215100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DDM5	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	CHR06V5|COORD:5847331..5848958|protein expressed protein	LOC_Os06g11150.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12678 PRK12323 PRK09169 PRK07003 DUF1777 APC_basic DUF566 DUF1509	not assigned.unknown	35_2

CUST_51_PI404877155	2	-1.1597781	-0.17730522	0.52153397	0.17730522	0.4168706	-0.25087452	AF509747.1_at	stem rust resistance protein Rpg1 [Hordeum vulgare subsp. vulgare] gb|AAM81972.1| barley stem rust resistance protein [Hordeum vulgare subsp	AAM76922.1	protein kinase family protein	At4g05200.1	protein Protein kinase domain, putative	Os11g39450	NONE	signalling.receptor kinases.DUF 26	30_2_17

CUST_133133_PI403524517	2	0.0798769	0.22638416	-0.0011672974	-0.04248619	-0.14062023	0.001168251	35_37380	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_29338_PI399408534	2	0.0017852783	0.20366287	-0.060118675	-0.022747993	-0.001786232	0.10435486	35_19463	"Cluster: Calmodulin-binding family protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Calmodulin-binding family protein-like - Oryza sativa (japonic"	UniRef90_Q5JMB8	"CHR1V7|COORD:28065159..28067585| IQD31 (IQ-domain 31); calmodulin binding"	AT1G74690.1	CHR01V5|COORD:30133756..30127941|protein calmodulin binding protein, putative, expressed	LOC_Os01g51840.2	"no descriptionmoderately similar to ( 204)AT1G74690| Symbols: IQD31 | IQD31 (IQ-domain 31); calmodulin binding | chr1:28065159-28067585 REVERSE"	signalling.calcium	30_3

CUST_74804_PI403524517	2	-0.016752243	-0.43997002	-0.053233147	0.016752243	0.079916	0.029117584	35_21448	"Cluster: Os03g0339100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os03g0339100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DS16	"CHR4V7|COORD:9023790..9027458| PRL1 (PLEIOTROPIC REGULATORY LOCUS 1); nucleotide binding"	AT4G15900.1	CHR03V5|COORD:12578300..12584633|protein PP1/PP2A phosphatases pleiotropic regulator PRL1, putative, expressed	LOC_Os03g21990.1	"no descriptionmoderately similar to ( 320)AT4G15900| Symbols: PRL1 | PRL1 (PLEIOTROPIC REGULATORY LOCUS 1); nucleotide binding | chr4:9023790-9027458 FORWARDvery weakly similar to (60.5)GBLP_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned WD40 COG2319"	protein.postranslational modification	29_4

CUST_58625_PI403524517	2	-0.02925682	0.2365017	0.08328247	0.004781723	-0.02169609	-0.0047807693	35_16724	"Cluster: Hydroxyacylglutathione hydrolase, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hydroxyacylglutathione hydrolase, putative, exp"	UniRef90_Q10LW8	"CHR3V7|COORD:3397761..3399527| GLX2-2 (GLYOXALASE 2-2); hydroxyacylglutathione hydrolase"	AT3G10850.1	CHR03V5|COORD:12245287..12242291|protein hydroxyacylglutathione hydrolase, putative, expressed	LOC_Os03g21460.1	" no descriptionweakly similar to ( 195)AT3G10850| Symbols: GLY2, GLX2-2 | GLX2-2 (GLYOXALASE 2-2); hydroxyacylglutathione hydrolase | chr3:3397761-3399527 REVERSEnot assigned PRK10241 "	Biodegradation of Xenobiotics.hydroxyacylglutathione hydrolase	24_1

CUST_58801_PI403524517	2	-0.15743732	-0.034687996	0.2788601	0.082751274	0.034687996	-0.09635353	35_16779	Rep: B0812A04.8 protein - Oryza sativa (Rice)	UniRef90_Q25A90	"CHR1V7|COORD:8837417..8839465| ASB1 (ANTHRANILATE SYNTHASE BETA SUBUNIT 1); anthranilate synthase"	AT1G25220.1	CHR04V5|COORD:22923716..22920058|protein anthranilate synthase component II, putative, expressed	LOC_Os04g38950.1	" no descriptionmoderately similar to ( 333)AT1G25220| Symbols: TRP4, ASB1 | ASB1 (ANTHRANILATE SYNTHASE BETA SUBUNIT 1); anthranilate synthase | chr1:8837417-8839465 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned GATase1_Anthranilate_Synthase PabA trpG PRK07649 PRK08702 PRK06968 PRK05670 PRK07765 PRK08746 PRK05780 PRK08857 PRK08007 PRK06774 GATase PRK06679 PRK08544 PRK06896 PRK07255 PRK08856 PRK09522 PRK06773 PRK06895 PRK06401 PRK05637 GATase1_GMP_Synthase PRK12564 PRK00758 guaA GATase1_CPSase PRK12838 CarA GuaA COG2071 GATase1_2 GATase1_1 Peptidase_C26 PRK07764 PRK07003 "	amino acid metabolism.synthesis.aromatic aa.tryptophan.anthranilate synthase	13_1_6_5_1

CUST_75233_PI403524517	2	0.3991437	0.6424184	-0.47579765	-0.05051136	0.050510883	-0.7188835	35_21563	"Cluster: Putative finger transcription factor; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative finger transcription factor - Oryza sativa (japonica"	UniRef90_Q688R3	CHR2V7|COORD:17498430..17500580| zinc finger (CCCH-type) family protein	AT2G41900.1	CHR05V5|COORD:1640047..1642464|protein zinc finger transcription factor-like protein, putative, expressed	LOC_Os05g03760.2	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07764 PRK07003	not assigned.unknown	35_2

CUST_131953_PI403524517	2	0.12201691	0.08561611	0.012911797	-0.07396698	-0.012911797	-0.06920338	35_37062	"Cluster: Putative callose synthase 1 catalytic subunit; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative callose synthase 1 catalytic subunit - Oryza"	UniRef90_Q8S1X0	"CHR4V7|COORD:2537037..2542432| ATGSL1 (GLUCAN SYNTHASE LIKE-1); 1,3-beta-glucan synthase/ transferase, transferring glycosyl groups"	AT4G04970.1	CHR01V5|COORD:31975604..31968079|protein ATGSL05, putative, expressed	LOC_Os01g55040.1	" no descriptionmoderately similar to ( 218)AT4G04970| Symbols: ATGSL01, GSL01, ATGSL1 | ATGSL1 (GLUCAN SYNTHASE LIKE-1); 1,3-beta-glucan synthase/ transferase, transferring glycosyl groups | chr4:2537037-2542432 FORWARDnot assigned Glucan_synthase "	minor CHO metabolism.callose	3_6

CUST_135802_PI403524517	2	0.08324671	-0.077302456	0.077302456	0.4059434	-0.23546696	-0.1530118	35_38087	"Cluster: Senescence-associated protein-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: Senescence-associated protein-like - Oryza sativa (japonica cultiv"	UniRef90_Q8LR09	CHR5V7|COORD:16107070..16108755| nodulin MtN3 family protein	AT5G40260.1	CHR01V5|COORD:24204472..24207094|protein seven-transmembrane-domain protein 1, putative	LOC_Os01g42110.1	no descriptionvery weakly similar to (59.7)AT5G40260| Symbols:  | nodulin MtN3 family protein | chr5:16107070-16108666 FORWARDnot assigned MtN3_slv	development.unspecified	33_99

CUST_112517_PI403524517	2	0.021607399	0.07150459	0.008888245	-0.2130909	-0.008889198	-0.36647797	35_31939	Rep: Hypothetical protein - Bradyrhizobium sp. BTAi1	UniRef90_Q35LL9	CHR4V7|COORD:7758606..7760888| leucine-rich repeat family protein / extensin family protein	AT4G13340.1	CHR04V5|COORD:4235694..4232001|protein transposon protein, putative, CACTA, En/Spm sub-class	LOC_Os04g07980.1	no descriptionnot assigned not assigned	not assigned.unknown	35_2

CUST_9373_PI404877155	2	-0.17036057	-0.49219894	-0.011181831	0.079956055	0.011181831	0.014389038	Contig3141_s_at	putative acyl-CoA oxidase [Oryza sativa (japonica cultivar-group)]	BAC22222.1	acyl-CoA oxidase (ACX1)	At4g16760.1	protein Acyl-CoA oxidase, putative	Os06g01390	 probable acyl-CoA oxidase (EC 1.3.3.6), peroxisomal - barley emb	lipid metabolism.lipid degradation.beta-oxidation.acyl CoA DH	11_9_4_02

CUST_40065_PI403524517	2	-0.027778149	0.3592639	-0.1729393	0.08342409	0.027777672	-0.38572502	35_11524	"Cluster: Putative iron superoxide dismutase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative iron superoxide dismutase - Oryza sativa (japonica cultiv"	UniRef90_Q5VRL3	"CHR5V7|COORD:20790583..20792861| FSD2 (FE SUPEROXIDE DISMUTASE 2); iron superoxide dismutase"	AT5G51100.1	CHR06V5|COORD:865969..863274|protein superoxide dismutase, chloroplast, putative, expressed	LOC_Os06g02500.1	" no descriptionvery weakly similar to (75.1)AT5G51100| Symbols: FSD2 | FSD2 (FE SUPEROXIDE DISMUTASE 2); iron superoxide dismutase | chr5:20790583-20792861 REVERSEvery weakly similar to (74.7)SODF_NICPLSuperoxide dismutase [Fe], chloroplast - Nicotiana plumbaginifolia (Leadwort-leaved tobacco)not assigned Sod_Fe_N SodA PRK10543 "	redox.dismutases and catalases	21_6

CUST_136695_PI403524517	2	-1.1689334	0.94159746	0.43462467	-0.3021202	0.3021207	-0.7936783	35_38335	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_86940_PI403524517	2	0.035420418	0.3564329	0.09090233	-0.035420418	-0.070791245	-0.18296623	35_24899	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_41686_PI403524517	2	0.1448698	-0.23610115	-0.11151981	-0.025587082	0.025587082	0.108195305	35_11978	"Cluster: Kinesin motor protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Kinesin motor protein, putative, expressed - Oryza sativa"	UniRef90_Q2QP07	0	0	CHR12V5|COORD:22093227..22100443|protein kinesin-4, putative, expressed	LOC_Os12g36100.2	no description	not assigned.unknown	35_2

CUST_102042_PI403524517	2	0.37415504	1.6743355	-0.40867853	0.16027069	-0.4756112	-0.16027021	35_29112	"Cluster: Hypothetical protein OSJNBa0016N23.102; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0016N23.102 - Oryza sativa (japonic"	UniRef90_Q7EXZ7		0	0	0	no description	not assigned.unknown	35_2

CUST_15182_PI404877155	2	-0.04838848	-0.059140205	-0.14561462	0.050563812	0.082188606	0.048389435	Contig9053_at	minor allergen [Arabidopsis thaliana]	AAM64959.1	quinone reductase family protein	At4g36750.1	protein flavodoxin, putative	Os10g30050	gi|15529268|gb|AAK97728.1| C7A10_610/C7A10_610	lipid metabolism.'exotics' (steroids, squalene etc)	11_8

CUST_33757_PI403524517	2	0.12467098	0.041972637	-0.0527215	0.24020004	-0.041973114	-0.043358803	35_9729	"Cluster: Glycosyl hydrolases family 17, putative; n=1; Oryza sativa (japonica cultivar-group)|Rep: Glycosyl hydrolases family 17, putative - Oryza sativa (japon"	UniRef90_Q53K23	CHR4V7|COORD:16481964..16483992| glycosyl hydrolase family 17 protein	AT4G34480.1	CHR03V5|COORD:29263295..29266368|protein glucan endo-1,3-beta-glucosidase 7 precursor, putative, expressed	LOC_Os03g51240.3	 no descriptionweakly similar to ( 147)AT4G34480| Symbols:  | glycosyl hydrolase family 17 protein | chr4:16481964-16483992 REVERSEvery weakly similar to (89.0)E13B_WHEATGlucan endo-1,3-beta-glucosidase precursor - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned Glyco_hydro_17 PRK07003 PRK07764 	misc.beta 1,3 glucan hydrolases	26_4

CUST_2291_PI399408534	2	0.19309616	-0.41908216	-0.19309616	0.47451687	0.7006812	-0.64279366	35_11687	"Cluster: CCT motif, putative; n=1; Oryza sativa (japonica cultivar-group)|Rep: CCT motif, putative - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53RJ0	CHR1V7|COORD:25712994..25714412| zinc finger (B-box type) family protein	AT1G68520.1	CHR03V5|COORD:28636132..28638887|protein CCT motif family protein, expressed	LOC_Os03g50310.1	no descriptionweakly similar to ( 105)AT1G25440| Symbols:  | zinc finger (B-box type) family protein | chr1:8933926-8935271 REVERSEvery weakly similar to (55.8)PRR95_ORYSACCT PRK12323 PRK07003	RNA.regulation of transcription.C2C2(Zn) CO-like, Constans-like zinc finger family	27_3_7

CUST_132386_PI403524517	2	-0.039479256	0.20061636	1.752903	-0.0026845932	0.0026845932	-0.022733212	35_37178	Rep: ENSANGP00000030142 - Anopheles gambiae str. PEST	UniRef90_A0NBR8	"CHR2V7|COORD:952310..959001| EMB1579 (EMBRYO DEFECTIVE 1579); binding"	AT2G03150.1	0	0	no description	not assigned.unknown	35_2

CUST_114283_PI403524517	2	0.18181133	-0.22641659	0.53997374	-0.21743917	-0.15082932	0.15082932	35_32434	"Cluster: Putative ATP dependent copper transporter; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ATP dependent copper transporter - Oryza sativa (j"	UniRef90_Q655X4	"CHR5V7|COORD:18093073..18097044| RAN1 (RESPONSIVE-TO-ANTAGONIST1); ATPase, coupled to transmembrane movement of ions, phosphorylative mechanism"	AT5G44790.1	CHR02V5|COORD:3955896..3950375|protein copper-transporting ATPase RAN1, putative, expressed	LOC_Os02g07630.1	" no descriptionweakly similar to ( 110)AT5G44790| Symbols: HMA7, RAN1 | RAN1 (RESPONSIVE-TO-ANTAGONIST1); ATPase, coupled to transmembrane movement of ions, phosphorylative mechanism | chr5:18093073-18097044 REVERSEnot assigned not assigned not assigned HMA HMA CopZ ZntA "	transport.metal	34_12

CUST_66167_PI403524517	2	-0.03318119	0.287385	0.033182144	0.13007927	-0.06468582	-0.0591259	35_18896	"Cluster: Os01g0674100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0674100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JKH6	CHR2V7|COORD:13202016..13206719| protein kinase family protein	AT2G31010.1	CHR01V5|COORD:28029324..28019405|protein ATP binding protein, putative, expressed	LOC_Os01g48330.1	no descriptionweakly similar to ( 103)AT2G31010| Symbols:  | protein kinase family protein | chr2:13202016-13206719 FORWARDnot assigned not assigned Pkinase_Tyr Pkinase PTKc TyrKc	protein.postranslational modification	29_4

CUST_181810_PI403524517	2	-0.24646378	0.2400136	0.33936548	0.041305065	-0.58488035	-0.041305065	35_50547	Rep: Kinase-like protein - Oryza sativa (Rice)	UniRef90_Q9AV92	"CHR5V7|COORD:4605176..4608520| ATBET9 (ARABIDOPSIS THALIANA BROMODOMAIN AND EXTRATERMINAL DOMAIN PROTEIN 9); DNA binding"	AT5G14270.1	CHR02V5|COORD:23548513..23543306|protein global transcription factor group E, putative, expressed	LOC_Os02g38980.1	no description	not assigned.unknown	35_2

CUST_137629_PI403524517	2	0.046777725	-0.056126595	0.4872837	-0.04677677	0.09596062	-0.9484587	35_38597	Rep: Beta-cyanoalanine synthase - Oryza sativa (indica cultivar-group)	UniRef90_Q5UJF9	"CHR3V7|COORD:22746860..22748767| ATCYSC1 (BETA-SUBSTITUTED ALA SYNTHASE 3;1); L-3-cyanoalanine synthase/ cysteine synthase"	AT3G61440.1	CHR04V5|COORD:4448989..4444554|protein cysteine synthase, chloroplast precursor, putative, expressed	LOC_Os04g08350.4	" no descriptionvery weakly similar to (50.8)AT3G61440| Symbols: ARATH;BSAS3;1, ATCYSC1 | ATCYSC1 (BETA-SUBSTITUTED ALA SYNTHASE 3;1) | chr3:22747358-22748767 FORWARDvery weakly similar to (53.1)CYSK_WHEATCysteine synthase - Triticum aestivum (Wheat)not assigned PALP CysK "	amino acid metabolism.synthesis.serine-glycine-cysteine group.cysteine.OASTL	13_1_5_3_1

CUST_59957_PI403524517	2	-0.016904831	-0.41505718	0.016904831	0.15153885	-0.13203049	0.1504736	35_17092	"Cluster: Putative nucleoside-triphosphatase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative nucleoside-triphosphatase - Oryza sativa (japonica"	UniRef90_Q6Z4P2	"CHR3V7|COORD:1068075..1070924| ATAPY1 (APYRASE 1); calmodulin binding"	AT3G04080.1	CHR07V5|COORD:28961334..28965588|protein nucleoside-triphosphatase, putative, expressed	LOC_Os07g48430.1	no descriptionmoderately similar to ( 496)AT5G18280| Symbols: ATAPY2 | ATAPY2 (APYRASE 2) | chr5:6050801-6054025 REVERSEmoderately similar to ( 409)NTPA_PEANucleoside-triphosphatase - Pisum sativum (Garden pea)not assigned not assigned GDA1_CD39 COG5371	nucleotide metabolism.degradation	23_2

CUST_69645_PI403524517	2	0.57183075	-0.6956992	0.067120075	0.28366613	-0.3388114	-0.06712055	35_19928	"Cluster: MATE efflux family protein, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: MATE efflux family protein, expressed - Oryza sativa (japonica"	UniRef90_Q10A00	CHR5V7|COORD:21306268..21308975| MATE efflux protein-related	AT5G52450.1	CHR04V5|COORD:18025439..18029369|protein transparent testa 12 protein, putative, expressed	LOC_Os04g30490.1	no descriptionmoderately similar to ( 293)AT5G52450| Symbols:  | MATE efflux protein-related | chr5:21306268-21308975 REVERSEnot assigned NorM MatE PRK01766 PRK00187	transport.misc	34_99

CUST_177719_PI403524517	2	-0.12900734	-0.003121376	0.075606346	-0.06394005	0.03448677	0.0031223297	35_49433	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_113628_PI403524517	2	0.09814453	0.1789751	-0.0899868	-0.22201633	-0.74872303	0.0899868	35_32252	0	0	CHR1V7|COORD:18321231..18323774| leucine-rich repeat family protein / extensin family protein	AT1G49490.1	CHR02V5|COORD:3631548..3623620|protein RNA recognition motif family protein, expressed	LOC_Os02g07070.3	no description	not assigned.unknown	35_2

CUST_4465_PI404877155	2	-0.159091	0.24565125	0.04143524	-0.1060791	0.026637077	-0.026637077	Contig15409_at	P0497A05.17 [Oryza sativa (japonica cultivar-group)] dbj|BAB92606.1| P0456E05.5 [Oryza sativa (japonica cultivar-group)]	BAB92573.1	magnesium transporter CorA-like family protein (MRS2-3)	At3g19640.1	protein CorA-like Mg2+ transporter protein	Os01g68040	gi|20804892|dbj|BAB92573.1| P0497A05.17	transport.unspecified cations	34_14

CUST_181570_PI403524517	2	-0.007721901	0.04156065	-0.23821306	0.02282095	-0.50978184	0.007721424	35_50484	0	0		0	CHR04V5|COORD:24798119..24801461|protein DNA-3-methyladenine glycosylase I, putative, expressed	LOC_Os04g42290.1	no description	not assigned.unknown	35_2

CUST_176738_PI403524517	2	-0.12405968	-0.04687977	0.031892776	0.32855606	-0.031891823	0.16218185	35_49175	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_108274_PI403524517	2	-0.017632961	0.14260912	0.05560732	0.017632961	-0.16249657	-0.025529385	35_30801	"Cluster: Os06g0215100 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os06g0215100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DDM5	CHR1V7|COORD:20030102..20032255| hydroxyproline-rich glycoprotein family protein	AT1G53645.1	CHR06V5|COORD:5847331..5848958|protein expressed protein	LOC_Os06g11150.1	no description	not assigned.unknown	35_2

CUST_86655_PI403524517	2	0.21143532	0.037107468	-0.20603037	-0.45832157	0.08820152	-0.037107468	35_24818	"Cluster: OSIGBa0115K01-H0319F09.2 protein; n=3; Oryza sativa|Rep: OSIGBa0115K01-H0319F09.2 protein - Oryza sativa (Rice)"	UniRef90_Q01HQ0	CHR2V7|COORD:9668044..9671052| transporter-related	AT2G22730.1	CHR04V5|COORD:26080349..26088666|protein carbohydrate transporter/ sugar porter/ transporter, putative, expressed	LOC_Os04g44430.1	no descriptionmoderately similar to ( 369)AT5G64500| Symbols:  | membrane protein-related | chr5:25797737-25800700 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned MFS_1 AraJ ProP Sugar_tr OATP UhpC PRK11551 PRK03545	not assigned.no ontology	35_1

CUST_57509_PI403524517	2	-0.09871864	0.7699137	0.038754463	-0.018539429	-0.1465683	0.018540382	35_16398	"Cluster: Ubiquitin-conjugating enzyme family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Ubiquitin-conjugating enzyme family protein, e"	UniRef90_Q2QLM1	"CHR1V7|COORD:17033777..17035407| ATUBC2-1 (Arabidopsis thaliana ubiquitin-conjugating enzyme); ubiquitin-protein ligase"	AT1G45050.1	CHR12V5|COORD:27265138..27261821|protein ubiquitin-conjugating enzyme E2 W, putative, expressed	LOC_Os12g44000.1	" no descriptionmoderately similar to ( 307)AT1G45050| Symbols: UBC15, ATUBC2-1 | ATUBC2-1 (Arabidopsis thaliana ubiquitin-conjugating enzyme); ubiquitin-protein ligase | chr1:17033777-17035407 FORWARDvery weakly similar to (82.0)UBC2_MEDSAUbiquitin-conjugating enzyme E2-17 kDa - Medicago sativa (Alfalfa)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned UQ_con UBCc UBCc COG5078 "	protein.degradation.ubiquitin.E2	29_5_11_3

CUST_9202_PI404877155	2	-0.877007	-0.07311821	0.07311821	0.40514565	0.32913494	-0.48802185	Contig2999_at	putative amino acid transport protein [Oryza sativa (japonica cultivar-group)]	BAB90366.1	amino acid carrier, putative / amino acid permease, putative	At1g77380.1	protein Transmembrane amino acid transporter protein	Os12g08130	NONE	transport.amino acids	34_3

CUST_75660_PI403524517	2	-0.0023908615	-1.366828	-0.1861105	0.09644508	0.0023908615	0.017904282	35_21688	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q75KQ4	CHR2V7|COORD:17273872..17274951| proline-rich family protein	AT2G41420.1	CHR03V5|COORD:18040460..18042273|protein adhesive/proline-rich protein, putative, expressed	LOC_Os03g31679.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF1421 PRK07764 MSSP	not assigned.unknown	35_2

CUST_142685_PI403524517	2	0.13284063	0.8938656	0.36224604	-0.13284111	-0.6382103	-0.76630974	35_39989	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_95688_PI403524517	2	0.046595573	0.021464348	-0.010108948	-0.012482643	0.010108948	-0.06887436	35_27345	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_137557_PI403524517	2	-0.053451538	0.3324604	0.15581703	-0.23032284	0.05345249	-0.39992714	35_38577	Rep: Betaine aldehyde dehydrogenase - Hordeum vulgare (Barley)	UniRef90_Q40024	"CHR3V7|COORD:17797275..17800903| ALDH10A9 (Aldehyde dehydrogenase 10A9); 3-chloroallyl aldehyde dehydrogenase"	AT3G48170.1	CHR04V5|COORD:22957244..22952325|protein betaine-aldehyde dehydrogenase, putative, expressed	LOC_Os04g39020.1	"no descriptionweakly similar to ( 169)AT3G48170| Symbols: ALDH10A9 | ALDH10A9 (Aldehyde dehydrogenase 10A9); 3-chloroallyl aldehyde dehydrogenase | chr3:17797275-17800903 REVERSEweakly similar to ( 197)BADH_HORVUBetaine aldehyde dehydrogenase - Hordeum vulgare (Barley)not assigned not assigned not assigned not assigned not assigned not assigned Aldedh PutA gabD PRK10090 PRK09847 gabD2 PRK03137 astD PRK11904 PRK11905 COG4230 gabD1 putA"	secondary metabolism.N misc.betaine	16_4_2

CUST_141966_PI403524517	2	0.2740922	3.8036413	0.30863237	-0.28580952	-0.27409267	-0.7308266	35_39787	"Cluster: Putative tRNA splicing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative tRNA splicing protein - Oryza sativa (japonica cultivar-group"	UniRef90_Q6ERL4	"CHR5V7|COORD:26313575..26314936| ATNIFS1/NIFS1 (ARABIOPSIS THALIANA NITROGEN FIXATION S HOMOLOG 1); cysteine desulfurase/ transaminase"	AT5G65720.1	CHR09V5|COORD:10327825..10332389|protein cysteine desulfurase, mitochondrial precursor, putative, expressed	LOC_Os09g16910.3	 no descriptionvery weakly similar to (97.8)AT5G65720| Symbols: ATNIFS1, NIFS1 | ATNIFS1/NIFS1 (ARABIOPSIS THALIANA NITROGEN FIXATION S HOMOLOG 1) | chr5:26313959-26314936 FORWARDnot assigned NifS 	amino acid metabolism.synthesis.serine-glycine-cysteine group.cysteine	13_1_5_3

CUST_55331_PI403524517	2	0.013167381	0.6635008	0.15519238	-0.27241516	-1.4116087	-0.013167381	35_15752	Rep: Putative gamma-lyase - Oryza sativa (Rice)	UniRef90_Q94HY3	"CHR1V7|COORD:24032640..24034200| ATMGL; catalytic/ methionine gamma-lyase"	AT1G64660.1	CHR10V5|COORD:19674935..19671127|protein O-succinylhomoserine sulfhydrylase, putative, expressed	LOC_Os10g37340.1	"no descriptionhighly similar to ( 515)AT1G64660| Symbols: ATMGL | ATMGL; catalytic/ methionine gamma-lyase | chr1:24032640-24034200 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned MetC Cys_Met_Meta_PP PRK08133 MET17 PRK08249 PRK06234 PRK07503 PRK07671 PRK08064 PRK07811 PRK07504 PRK08134 PRK05939 PRK08574 PRK05968 PRK07810 PRK06767 PRK07812 PRK06460 PRK08045 PRK06176 PRK08247 PRK07049 PRK08248 PRK06434 PRK05994 PRK05613 PRK06084 PRK07582 PRK08776 PRK08861 PRK07269 PRK07050 PRK05967 PRK06702 PRK08114 PRK09028 PRK07764 PRK12323 PRK07003 PRK12678 csdA Tymo_45kd_70kd DUF390 Aminotran_5 PRK05958 Atrophin-1 infB Herpes_UL56 BioF SerH APC_basic Totivirus_coat"	amino acid metabolism.degradation.aspartate family.methionine.methionine gamma-lyase	13_2_3_4_1

CUST_29314_PI403524517	2	0.039826393	0.04496765	0.046829224	-0.03982544	-0.08289051	-0.19157791	35_8470	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QX38	"CHR1V7|COORD:3453590..3459926| Identical to UPF0202 protein At1g10490 [Arabidopsis Thaliana] (GB:Q9XIK4); similar to unknown protein [Arabidopsis thaliana]"	AT1G10490.1	CHR12V5|COORD:3590141..3596518|protein expressed protein	LOC_Os12g07300.2	" no descriptionmoderately similar to ( 366)AT1G10490| Symbols:  | Identical to UPF0202 protein At1g10490 [Arabidopsis Thaliana] (GB:Q9XIK4); similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G57940.1); similar to DEAD/DEAH box helicase, N-terminal [Medicago truncatula] (GB:ABE87709.1); similar to PREDICTED: similar to N-acetyltransferase-like protein isoform 2 [Canis familiaris] (GB:XP_849122.1); similar to PREDICTED: similar to N-acetyltransferase-like protein isoform 9 [Bos taurus] (GB:XP_881645.1); contains InterPro domain Protein of unknown function DUF699, ATPase putative; (InterPro:IPR007807); contains InterPro domain Domain of unknown function DUF1726; (InterPro:IPR013562) | chr1:3453590-3459926 FORWARDnot assigned COG1444 DUF699 "	not assigned.unknown	35_2

CUST_431_PI404877155	2	-0.008215904	0.55516815	0.067873	-0.091856	-0.034755707	0.008214951	Contig10344_at	unknown protein [Oryza sativa (japonica cultivar-group)]	AAP73843.1	PAPA-1-like family protein / zinc finger (HIT type) family protein	At1g56460.1	protein PAPA-1-like conserved region, putative	Os12g37430	gi|32129316|gb|AAP73843.1| unknown protein	RNA.regulation of transcription.unclassified	27_3_99

CUST_7339_PI404877155	2	0.041092873	-0.034802437	0.05360031	-0.007286072	-0.045900345	0.007286072	Contig21413_at	putative auxin-independent growth promoter protein [Arabidopsis thaliana]	AAF00637.1	expressed protein	At3g03810.1	protein auxin-independent growth promoter protein, putative	Os05g04190	"expressed protein, contains Pfam PF03138: Plant protein family. The function of this family of plant proteins is unknown;  previously annotated as  'auxin-independent growth promoter protein -related' based on similarity to axi 1 protein (GB:X80301) (GI:5"	hormone metabolism.auxin.induced-regulated-responsive-activated	17_2_3

CUST_27058_PI399408534	2	0.0	0.21912956	0.10713291	-0.061572075	-0.008592606	0.0	35_764	"Cluster: Hypothetical protein P0705A05.114; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0705A05.114 - Oryza sativa (japonica cultivar"	UniRef90_Q7EZL0	CHR2V7|COORD:15517081..15518426| zinc finger (C2H2 type) family protein	AT2G36930.1	CHR08V5|COORD:28141663..28139217|protein zinc finger protein 593, putative, expressed	LOC_Os08g45040.1	no descriptionweakly similar to ( 171)AT2G36930| Symbols:  | zinc finger (C2H2 type) family protein | chr2:15517081-15518426 REVERSEnot assigned UFD2 ZnF_U1	RNA.regulation of transcription.unclassified	27_3_99

CUST_12332_PI404877155	2	0.017777443	-0.6886759	-0.09709358	0.21942139	0.12304115	-0.017777443	Contig6096_at	putative dnaK-type molecular chaperone precursor [Oryza sativa (japonica cultivar-group)] dbj|BAD17140.1| putative dnaK-type molecular chape	XP_468043.1	heat shock protein 70 / HSP70 (HSC70-5)	At5g09590.1	protein chaperone protein DnaK	Os02g53420	heat-stress DnaK homolog	stress.abiotic.heat	20_2_1

CUST_56091_PI403524517	2	-0.027625084	0.3866186	0.017695427	-0.017695427	0.08675003	-0.09594154	35_15964	"Cluster: Os12g0608600 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os12g0608600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IM09	"CHR1V7|COORD:29805717..29808572| ST1 (MERCAPTOPYRUVATE SULFURTRANSFERASE 1); thiosulfate sulfurtransferase"	AT1G79230.1	CHR12V5|COORD:25673385..25667717|protein thiosulfate sulfurtransferase, putative, expressed	LOC_Os12g41500.1	 no descriptionweakly similar to ( 166)AT1G79230| Symbols: ATMST1, MST1, ATRDH1, ST1 | ST1 (MERCAPTOPYRUVATE SULFURTRANSFERASE 1) | chr1:29806251-29808572 FORWARDnot assigned TST_Repeat_1 SseA sseA TST_Repeats RHOD 	amino acid metabolism.degradation.serine-glycine-cysteine group.cysteine	13_2_5_3

CUST_5223_PI399408534	2	0.0528965	0.106043816	-0.0528965	-0.08977699	-0.19644547	0.16611004	35_15905	Rep: Histone deacetylase HDAC3 - Triticum aestivum (Wheat)	UniRef90_Q0Z9W2	"CHR4V7|COORD:17896487..17899051| HD1 (HISTONE DEACETYLASE 19, HISTONE DEACETYLASE19); histone deacetylase"	AT4G38130.1	CHR06V5|COORD:22799224..22793326|protein histone deacetylase, putative, expressed	LOC_Os06g38470.1	 no descriptionhighly similar to ( 742)AT4G38130| Symbols: HDA19, ATHD1, HDA1, RPD3A | HD1 (HISTONE DEACETYLASE 19, HISTONE DEACETYLASE19) | chr4:17896657-17899051 REVERSEhighly similar to ( 867)HDAC_MAIZEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Hist_deacetyl AcuC Herpes_BLLF1 PRK07003 DUF566 	RNA.regulation of transcription.HDA	27_3_55

CUST_138883_PI403524517	2	0.06467247	-0.3695221	-0.11629009	0.14308548	-0.064673424	0.22489834	35_38958	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_109915_PI403524517	2	0.115573406	-0.1101284	0.2521677	0.110127926	-0.19325733	-0.7804823	35_31234	"Cluster: Hypothetical protein; n=1; Aspergillus terreus NIH2624|Rep: Hypothetical protein - Aspergillus terreus NIH2624"	UniRef90_Q0CFZ9	"CHR1V7|COORD:29887418..29892168| ALDH5F1 (SUCCINIC SEMIALDEHYDE DEHYDROGENASE); 3-chloroallyl aldehyde dehydrogenase/ succinate-semialdehyde dehydrogenase"	AT1G79440.1	CHR01V5|COORD:23424104..23433149|protein retinal dehydrogenase 1, putative, expressed	LOC_Os01g40860.1	" no descriptionvery weakly similar to (64.7)AT1G79440| Symbols: SSADH1, SSADH, ALDH5F1 | ALDH5F1 (SUCCINIC SEMIALDEHYDE DEHYDROGENASE); 3-chloroallyl aldehyde dehydrogenase/ succinate-semialdehyde dehydrogenase | chr1:29887418-29892168 REVERSEvery weakly similar to (51.2)BADH_SPIOLBetaine aldehyde dehydrogenase, chloroplast precursor - Spinacia oleracea (Spinach)not assigned not assigned not assigned Aldedh PutA gabD PRK10090 PRK11904 PRK09847 PRK11905 "	fermentation.aldehyde dehydrogenase	5_10

CUST_131923_PI403524517	2	-0.027141571	0.027142525	0.07584667	-0.17136192	-0.32000923	0.13907433	35_37054	Rep: Kinesin heavy chain - Zea mays (Maize)	UniRef90_Q93XF6	"CHR3V7|COORD:5662666..5667267| ATKINESIN-13A/KINESIN-13A; microtubule motor"	AT3G16630.1	CHR05V5|COORD:3181060..3192134|protein ATP binding protein, putative, expressed	LOC_Os05g06280.2	" no descriptionweakly similar to ( 129)AT3G16630| Symbols: ATKINESIN-13A, KINESIN-13A | ATKINESIN-13A/KINESIN-13A; microtubule motor | chr3:5662666-5667267 REVERSEvery weakly similar to (60.1)FLA10_CHLREKinesin-like protein FLA10 - Chlamydomonas reinhardtiinot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned KISc_KIF2_like Kinesin KISc KISc KISc_KIP3_like KISc_KIF4 KISc_KIF3 KISc_KIF1A_KIF1B KISc_C_terminal KIP1 KISc_BimC_Eg5 KISc_KHC_KIF5 KISc_CENP_E KISc_KIF9_like KISc_KLP2_like KISc_KID_like KISc_KIF23_like "	cell.organisation	31_1

CUST_2605_PI399408534	2	0.040759087	-0.20351887	0.123054504	-0.04533863	-0.040759087	0.09136677	35_4772	Rep: CR4 - Oryza sativa (Rice)	UniRef90_Q948R7	"CHR3V7|COORD:21970848..21973535| ACR4 (ARABIDOPSIS CRINKLY4); kinase"	AT3G59420.1	CHR03V5|COORD:24370082..24374272|protein receptor protein kinase CRINKLY4 precursor, putative, expressed	LOC_Os03g43670.1	"no descriptionvery weakly similar to (81.3)AT3G59420| Symbols: ACR4 | ACR4 (ARABIDOPSIS CRINKLY4); kinase | chr3:21970848-21973535 REVERSEweakly similar to ( 153)CRI4_MAIZEPutative receptor protein kinase CRINKLY4 precursor - Zea mays (Maize)"	signalling.receptor kinases.crinkly like	30_2_26

CUST_73371_PI403524517	2	0.09599972	-0.0049800873	0.0049800873	-0.19241428	0.020097733	-0.01693821	35_21035	Rep: H0323C08.9 protein - Oryza sativa (Rice)	UniRef90_Q25A39	CHR1V7|COORD:4484631..4488385| SDA1 family protein	AT1G13160.1	CHR04V5|COORD:31824470..31829644|protein mystery 45A CG8070-PA, putative, expressed	LOC_Os04g53770.1	no descriptionhighly similar to ( 512)AT1G13160| Symbols:  | SDA1 family protein | chr1:4484631-4488385 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned SDA1 NUC130_3NT PRK02363 MDN1 COG5099 AF-4 CobT CobT RpoE PRK04537	not assigned.no ontology	35_1

CUST_50576_PI403524517	2	0.19422722	-0.0464468	0.18285942	-0.02535057	0.02535057	-0.15175724	35_14436	"Cluster: ADP,ATP carrier protein 1, mitochondrial precursor; n=6; Poaceae|Rep: ADP,ATP carrier protein 1, mitochondrial precursor - Zea mays (Maize)"	UniRef90_P04709	"CHR3V7|COORD:2605712..2607036| AAC1 (ADP/ATP CARRIER 1); binding"	AT3G08580.2	CHR02V5|COORD:29816067..29819467|protein ADP,ATP carrier protein, mitochondrial precursor, putative, expressed	LOC_Os02g48720.2	"no descriptionweakly similar to ( 183)AT3G08580| Symbols: AAC1 | AAC1 (ADP/ATP CARRIER 1); binding | chr3:2605712-2607036 REVERSEmoderately similar to ( 266)ADT_ORYSAnot assigned not assigned not assigned not assigned not assigned Mito_carr"	major CHO metabolism.synthesis.starch.transporter	2_1_2_5

CUST_12099_PI399408534	2	0.1345768	0.33026457	-0.10000992	-0.31187344	-0.0683198	0.0683198	35_16132	Rep: Receptor-like protein kinase - Oryza sativa (Rice)	UniRef90_Q9M575	CHR1V7|COORD:25001154..25005624| protein kinase family protein / glycerophosphoryl diester phosphodiesterase family protein	AT1G66980.1	CHR01V5|COORD:851370..849051|protein receptor-like kinase, putative, expressed	LOC_Os01g02570.1	"no descriptionmoderately similar to ( 292)AT5G38280| Symbols: PR5K | PR5K (PR5-like receptor kinase); kinase/ transmembrane receptor protein serine/threonine kinase | chr5:15310555-15313068 REVERSEweakly similar to ( 182)KPRO_MAIZEPutative receptor protein kinase ZmPK1 precursor - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TyrKc Pkinase_Tyr Pkinase S_TKc PTKc S_TKc PTKc_EphR PTKc_Src_like PTKc_Jak_rpt2 PTKc_Srm_Brk PTKc_Abl PTKc_Tec_like PTKc_Syk_like SPS1 PTKc_EphR_B PTKc_EphR_A2 PTKc_EGFR_like PTKc_EphR_A PTKc_Itk PTKc_Csk_like PTKc_InsR_like PTKc_Jak2_Jak3_rpt2 PTKc_Src PTKc_Frk_like PTKc_Ror PTKc_Fyn_Yrk PTKc_Btk_Bmx PTKc_Lck_Blk PTKc_Fes_like PTKc_DDR PTKc_Trk PTKc_Yes PTKc_EphR_A10 PTKc_Axl_like PTKc_FGFR PTKc_Tec_Rlk PTKc_RET PTKc_Ack_like PTKc_DDR_like PTKc_c-ros PTKc_ALK_LTK PTK_HER3 PTKc_DDR2 PTKc_Chk PTKc_FAK PTKc_Tie2 PTKc_Lyn PTKc_Hck PTKc_DDR1 PTKc_Met_Ron PTKc_Ror1 PTKc_Tie1 PTKc_Zap-70 PTKc_Musk PTKc_Fer PTKc_Axl PTKc_PDGFR PTKc_Tyk2_rpt2 PTKc_Aatyk PTKc_Tie PTKc_Syk PTKc_Csk PTKc_Jak1_rpt2 PTKc_Fes PTKc_TrkA PTK_CCK4 PTKc_Aatyk1_Aatyk3 PTKc_EGFR PTKc_FGFR4 PTKc_HER4 PTKc_FGFR1 PTKc_FGFR2 PTKc_HER2 PTKc_TrkC PTKc_FGFR3 PTKc_TrkB PTKc_IGF-1R PTK_Ryk PTKc_Tyro3 PTKc_InsR PTKc_Ror2 PTK_Jak_rpt1 PTKc_Aatyk2 PTKc_VEGFR PTKc_CSF-1R PTKc_VEGFR3 PTKc_Kit PTKc_VEGFR2 PTK_Jak2_Jak3_rpt1 PTKc_PDGFR_beta PTKc_PDGFR_alpha"	signalling.receptor kinases.DUF 26	30_2_17

CUST_39538_PI403524517	2	-0.15829182	1.0989637	-0.09340811	0.38494682	-0.74754095	0.093408585	35_11371	"Cluster: Putative calcium-dependent protein kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative calcium-dependent protein kinase - Oryza sativa"	UniRef90_Q6F3A6	"CHR5V7|COORD:1417016..1419878| CPK1 (calcium-dependent protein kinase isoform AK1); calcium- and calmodulin-dependent protein kinase/ kinase"	AT5G04870.1	CHR03V5|COORD:32690661..32694605|protein calcium-dependent protein kinase, isoform AK1, putative, expressed	LOC_Os03g57450.1	" no descriptionmoderately similar to ( 442)AT5G04870| Symbols: AK1, ATCPK1, CPK1 | CPK1 (calcium-dependent protein kinase isoform AK1); calcium- and calmodulin-dependent protein kinase/ kinase | chr5:1417016-1419878 REVERSEmoderately similar to ( 384)CDPK3_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase SPS1 TyrKc Pkinase_Tyr PTKc PTKc_FAK PTKc_Tec_like PTKc_Jak_rpt2 PTKc_Syk_like PTKc_Fes_like PTKc_Fes PTKc_PDGFR PTKc_Itk PTKc_FGFR PTKc_EphR_A PTKc_Csk_like PTKc_EphR PTKc_Jak2_Jak3_rpt2 PTKc_Srm_Brk PTKc_Tec_Rlk PTKc_Btk_Bmx PTKc_Chk PTKc_Ror PTKc_c-ros PTKc_Abl PTKc_EphR_B PTKc_Src_like PTKc_Tyk2_rpt2 PTKc_Jak1_rpt2 PTKc_FGFR3 PTKc_FGFR2 PTKc_Frk_like PTKc_EphR_A2 PTKc_Ack_like PTKc_Trk PTKc_ALK_LTK PTKc_InsR_like PTKc_Tyro3 PTKc_Tie1 PTKc_Fer PTKc_Csk PTKc_TrkB PTKc_Syk PTKc_FGFR1 PTKc_Tie PTK_CCK4 PTKc_Axl_like PTKc_Zap-70 PTKc_FGFR4 PTKc_Fyn_Yrk PTKc_Tie2 PTKc_DDR_like PTKc_TrkA PTKc_Yes PTKc_TrkC TT_ORF1 PTKc_IGF-1R PTKc_InsR PTKc_Ror1 "	protein.postranslational modification	29_4

CUST_88825_PI403524517	2	-0.021368504	-0.27221155	1.2078257	0.08294392	0.021368027	-0.027098179	35_25417	Rep: B0403H10-OSIGBa0105A11.19 protein - Oryza sativa (Rice)	UniRef90_Q01HS9	CHR4V7|COORD:10582199..10584777| pectinacetylesterase, putative	AT4G19410.1	CHR04V5|COORD:30186395..30190317|protein pectinacetylesterase precursor, putative, expressed	LOC_Os04g51340.1	 no descriptionmoderately similar to ( 359)AT4G19410| Symbols:  | pectinacetylesterase, putative | chr4:10582199-10584777 REVERSEnot assigned PAE 	cell wall.pectin*esterases.acetyl esterase	10_8_2

CUST_13495_PI404877155	2	-0.0020513535	-0.40939045	0.0020513535	0.04562378	0.075354576	-0.0721035	Contig7231_at	hypothetical protein [Musa acuminata]	AAR96005.1	zinc finger (AN1-like) family protein	At3g12630.1	protein retrotransposon protein, putative, unclassified	Os05g23470	hypothetical protein predicted by GeneMark	RNA.regulation of transcription.unclassified	27_3_99

CUST_88609_PI403524517	2	-0.06579399	0.8144932	0.18269157	0.017946243	-0.017946243	-0.06184864	35_25361	"Cluster: F-box family protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: F-box family protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5VR67	0	0	CHR01V5|COORD:34513713..34509141|protein cyclin-like F-box, putative, expressed	LOC_Os01g59180.1	no description	not assigned.unknown	35_2

CUST_46585_PI403524517	2	0.15919495	0.27413607	-0.04094076	0.04094076	-0.27992725	-0.22106409	35_13342	Rep: H0913C04.1 protein - Oryza sativa (Rice)	UniRef90_Q259U8	CHR4V7|COORD:290807..293096| protein kinase family protein	AT4G00710.1	CHR03V5|COORD:34602277..34607157|protein TPR-containing protein kinase, putative, expressed	LOC_Os03g61010.1	no descriptionweakly similar to ( 164)AT4G00710| Symbols:  | protein kinase family protein | chr4:290807-293096 FORWARDnot assigned not assigned not assigned PRK07764 PRK07003 PRK12323	protein.postranslational modification	29_4

CUST_88565_PI403524517	2	0.26064396	0.07789326	0.12547779	-0.07789421	-0.251153	-0.1257782	35_25350	"Cluster: Dehydration-responsive protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Dehydration-responsive protein-like - Oryza sativa (japonica cult"	UniRef90_Q6EQ17	CHR1V7|COORD:9301133..9303419| dehydration-responsive family protein	AT1G26850.2	CHR09V5|COORD:14866361..14869926|protein ankyrin protein kinase-like, putative, expressed	LOC_Os09g24900.2	no descriptionvery weakly similar to (54.7)AT1G26850| Symbols:  | dehydration-responsive family protein | chr1:9301133-9303419 REVERSE	stress.abiotic.drought/salt	20_2_3

CUST_105358_PI403524517	2	0.2033515	0.035221577	-0.035222054	-0.085393906	-0.08562708	0.051059723	35_30008	"Cluster: Putative beta-glucuronidase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative beta-glucuronidase - Oryza sativa (japonica"	UniRef90_Q5SNA6	CHR5V7|COORD:13253142..13255029| glycosyl hydrolase family 79 N-terminal domain-containing protein	AT5G34940.1	CHR06V5|COORD:3926917..3923682|protein heparanase-like protein 3 precursor, putative, expressed	LOC_Os06g08090.2	no descriptionweakly similar to ( 187)AT5G34940| Symbols:  | glycosyl hydrolase family 79 N-terminal domain-containing protein | chr5:13253796-13255948 REVERSE	not assigned.no ontology	35_1

CUST_109780_PI403524517	2	-0.051506042	-0.51665974	0.093483925	0.0050296783	0.17444897	-0.0050296783	35_31197	"Cluster: S-adenosylmethionine synthetase 1; n=10; Spermatophyta|Rep: S-adenosylmethionine synthetase 1 - Hordeum vulgare (Barley)"	UniRef90_P50299	"CHR3V7|COORD:5952490..5953671| MTO3 (S-adenosylmethionine synthase 3); methionine adenosyltransferase"	AT3G17390.1	CHR01V5|COORD:12348795..12346190|protein S-adenosylmethionine synthetase 1, putative, expressed	LOC_Os01g22010.3	" no descriptionmoderately similar to ( 337)AT3G17390| Symbols: SAMS3, MAT4, MTO3 | MTO3 (S-adenosylmethionine synthase 3); methionine adenosyltransferase | chr3:5952490-5953671 REVERSEmoderately similar to ( 358)METK_HORVUnot assigned PRK05250 MetK PRK12459 S-AdoMet_synt_C S-AdoMet_synt_M "	amino acid metabolism.synthesis.aspartate family.methionine	13_1_3_4

CUST_5966_PI404877155	2	0.22109413	-0.5361414	-0.11879492	0.09185219	-0.05830908	0.058309555	Contig18164_at	P0672D01.14 [Oryza sativa (japonica cultivar-group)] dbj|BAC66730.1| putative RNA helicase [Oryza sativa (japonica cultivar-group)] dbj|BAC9	NP_913959.1	DEAD box RNA helicase, putative	At1g20920.1	protein transposon protein, putative, CACTA, En/Spm sub-class	Os08g06350	"DEAD box RNA helicase, putative, similar to RNA helicase (Rattus norvegicus) GI:897915; contains Pfam profiles PF00270: DEAD/DEAH box helicase, PF00271: Helicase conserved C-terminal domain"	RNA.processing.RNA helicase	27_1_2

CUST_142847_PI403524517	2	0.196414	0.05946827	0.05324173	-0.20454359	-0.053242207	-0.14528751	35_40031	Rep: Hypothetical protein - Gibberella zeae (Fusarium graminearum)	UniRef90_Q4HYL8	CHR2V7|COORD:9458981..9461018| inositol-3-phosphate synthase isozyme 2 / myo-inositol-1-phosphate synthase 2 / MI-1-P synthase 2 / IPS 2	AT2G22240.1	CHR10V5|COORD:11293008..11298251|protein inositol-3-phosphate synthase, putative, expressed	LOC_Os10g22450.1	no descriptionweakly similar to ( 141)AT2G22240| Symbols:  | inositol-3-phosphate synthase isozyme 2 / myo-inositol-1-phosphate synthase 2 / MI-1-P synthase 2 / IPS 2 | chr2:9458981-9460455 REVERSEweakly similar to ( 147)INO1_TOBACInositol-3-phosphate synthase - Nicotiana tabacum (Common tobacco)not assigned NAD_binding_5	minor CHO metabolism.myo-inositol.InsP Synthases	3_4_3

CUST_46053_PI403524517	2	0.40292835	-0.56227016	0.08512974	-0.015176773	-0.011585236	0.011586189	35_13189	"Cluster: Rhodanese, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Rhodanese, putative, expressed - Oryza sativa (japonica cultivar-group"	UniRef90_Q336V5	CHR5V7|COORD:862591..863948| CDC25	AT5G03455.1	CHR10V5|COORD:20997989..21000967|protein expressed protein	LOC_Os10g39860.2	" no descriptionweakly similar to ( 181)AT5G03455| Symbols: ARATH;CDC25, ACR2, CDC25 | CDC25 | chr5:862591-863948 FORWARDnot assigned Acr2p Cdc25_Acr2p "	misc.rhodanese	26_23

CUST_110695_PI403524517	2	0.17636108	0.0064373016	-0.0064373016	0.0788064	-0.30432463	-0.37507296	35_31437	"Cluster: Hypothetical protein P0534A03.120; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0534A03.120 - Oryza sativa (japonica cultivar"	UniRef90_Q84ZC6		0	CHR07V5|COORD:21797208..21796588|protein expressed protein	LOC_Os07g36430.1	no description	not assigned.unknown	35_2

CUST_106872_PI403524517	2	0.29826117	-0.1788249	0.3679943	-0.3765936	0.17882538	-0.33382034	35_30417	"Cluster: Putative subtilisin-like proteinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative subtilisin-like proteinase - Oryza sativa (japonica cult"	UniRef90_Q6K7F4	CHR3V7|COORD:4658428..4660761| subtilase family protein	AT3G14067.1	CHR02V5|COORD:33042134..33039511|protein subtilisin-like protease precursor, putative, expressed	LOC_Os02g53970.1	no descriptionvery weakly similar to (83.6)AT3G14067| Symbols:  | subtilase family protein | chr3:4658428-4660761 REVERSE	protein.degradation.subtilases	29_5_1

CUST_79481_PI403524517	2	-0.21341991	-0.43569946	0.0798502	0.08689213	0.13058853	-0.07984924	35_22799	"Cluster: Class III peroxidase 26 precursor; n=2; Oryza sativa (japonica cultivar-group)|Rep: Class III peroxidase 26 precursor - Oryza sativa (japonica cultivar"	UniRef90_Q5U1R7	CHR5V7|COORD:1579143..1580820| peroxidase, putative	AT5G05340.1	CHR02V5|COORD:7760923..7762494|protein peroxidase precursor, putative, expressed	LOC_Os02g14170.1	 no descriptionweakly similar to ( 156)AT5G05340| Symbols:  | peroxidase, putative | chr5:1579143-1580820 REVERSEweakly similar to ( 159)PER1_ARAHYCationic peroxidase 1 precursor - Arachis hypogaea (Peanut)not assigned secretory_peroxidase plant_peroxidase peroxidase ascorbate_peroxidase 	misc.peroxidases	26_12

CUST_95356_PI403524517	2	0.8561373	0.04746914	0.658514	-0.32679272	-0.40849304	-0.047468662	35_27250	"Cluster: Hypothetical protein OSJNBa0049O12.16; n=2; Oryza sativa|Rep: Hypothetical protein OSJNBa0049O12.16 - Oryza sativa (Rice)"	UniRef90_Q948F8	CHR5V7|COORD:3277829..3278236| AGP4 (ARABINOGALACTAN-PROTEIN 4)	AT5G10430.1	CHR02V5|COORD:34355335..34356540|protein kelch motif family protein	LOC_Os02g56160.1	no descriptionnot assigned PRK12323 PRK07003	not assigned.unknown	35_2

CUST_17693_PI404877155	2	0.032928467	0.19639397	0.02653408	-0.0827713	-0.026535034	-0.057245255	HV02P13u_s_at	Moco containing protein [Oryza sativa (japonica cultivar-group)] dbj|BAD09023.1| Moco containing protein(OsMCP) [Oryza sativa (japonica cult	BAC10905.1	sulfite oxidase, putative	At3g01910.1	protein Oxidoreductase molybdopterin binding domain, putative	Os08g41830	sulfite oxidase	S-assimilation.sulfite redox	14_03

CUST_57214_PI403524517	2	-0.16510296	-0.07143593	0.18752861	0.07143593	-0.10691929	0.10299492	35_16315	"Cluster: Os02g0572400 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0572400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E079	"CHR5V7|COORD:25735685..25738016| ATGCH (Arabidopsis thaliana GTP cyclohydrolase II); 3,4-dihydroxy-2-butanone-4-phosphate synthase/ GTP"	AT5G64300.1	CHR02V5|COORD:21929696..21924751|protein riboflavin biosynthesis protein ribAB, chloroplast precursor, putative, expressed	LOC_Os02g36340.1	" no descriptionhighly similar to ( 711)AT5G64300| Symbols: ATGCH | ATGCH (Arabidopsis thaliana GTP cyclohydrolase II); 3,4-dihydroxy-2-butanone-4-phosphate synthase/ GTP cyclohydrolase II | chr5:25735685-25738016 FORWARDnot assigned PRK09311 PRK09319 GTP_cyclohydro2 RibB PRK12485 PRK09318 PRK09314 DHBP_synthase GTP_cyclohydro2 RibA ribA ribB ribB ribB ribB PRK08815 PRK05773 PRK07198 "	Co-factor and vitamine metabolism	18

CUST_104510_PI403524517	2	0.0396204	-0.13951778	-0.0396204	0.29212856	0.13619709	-0.15209007	35_29782	0	0	CHR2V7|COORD:16586064..16589359| dehydration-responsive family protein	AT2G39750.1	0	0	no description	not assigned.unknown	35_2

CUST_34643_PI403524517	2	-0.23780632	0.6333227	-0.012517929	0.012517929	0.19247341	-0.55654097	35_9989	"Cluster: Flagellar biosynthesis protein FLHA, putative, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Flagellar biosynthesis protein FLHA, putativ"	UniRef90_Q2QNK6	CHR5V7|COORD:9433861..9437008| ferroportin-related	AT5G26820.1	CHR12V5|COORD:23001992..22997113|protein expressed protein	LOC_Os12g37530.3	no descriptionweakly similar to ( 127)AT5G26820| Symbols:  | ferroportin-related | chr5:9433861-9437008 FORWARD	transport.metal	34_12

CUST_14009_PI404877155	2	-0.014493942	-0.51572037	-0.72553825	0.110219	0.06934166	0.014492989	Contig7787_at	putative  gibberellin regulated protein [Oryza sativa (japonica cultivar-group)] ref|XP_463123.1| putative  gibberellin regulated protein [O	AAR87222.1	gibberellin-regulated family protein	At5g59845.1	protein putative  gibberellin regulated protein	Os03g41060	gibberellin-stimulated transcript 1	hormone metabolism.gibberelin.induced-regulated-responsive-activated	17_6_3

CUST_96845_PI403524517	2	0.4185772	0.109948635	-0.1502266	0.48898506	-0.41832447	-0.10994911	35_27661	Rep: Hypothetical protein - Trichomonas vaginalis G3	UniRef90_A2DLA9	CHR1V7|COORD:11399903..11405702| actin binding	AT1G31810.1	CHR01V5|COORD:41992265..41995947|protein transposon protein, putative, CACTA, En/Spm sub-class	LOC_Os01g71910.1	no description	not assigned.unknown	35_2

CUST_1822_PI399408534	2	-0.21802235	0.72718906	0.15070915	0.26129913	-0.15070915	-0.1803379	35_3083	"Cluster: Putative MCB2 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative MCB2 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5SNG6	CHR3V7|COORD:5547834..5549403| myb family transcription factor	AT3G16350.1	CHR01V5|COORD:4970357..4967986|protein MCB2 protein, putative, expressed	LOC_Os01g09640.1	no descriptionweakly similar to ( 159)AT5G56840| Symbols:  | DNA-binding family protein | chr5:22998015-22999378 FORWARDnot assigned not assigned not assigned not assigned TT_ORF1 SANT PRK07764	RNA.regulation of transcription.MYB-related transcription factor family	27_3_26

CUST_31188_PI403524517	2	0.0854187	-0.17049408	-0.12839508	-0.012229919	0.012229919	0.15674114	35_9003	Rep: RanGAP1 interacting protein - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q8L869	"CHR5|COORD:6177967..6182708| kelch repeat-containing protein, identical to RanGAP1 interacting protein (GI:21950739) (Arabidopsis thaliana); similar to Tip"	AT5G18590.2	CHR12V5|COORD:21454588..21460247|protein ranGAP1 interacting protein, putative, expressed	LOC_Os12g35350.2	no descriptionvery weakly similar to (65.1)AT5G18590| Symbols:  | kelch repeat-containing protein | chr5:6178518-6182188 REVERSE	not assigned.no ontology	35_1

CUST_62754_PI403524517	2	-0.020757675	-0.09876442	-0.009192467	0.17296886	0.009192467	0.118382454	35_17893	"Cluster: Ubiquitin family protein, expressed; n=4; Oryza sativa (japonica cultivar-group)|Rep: Ubiquitin family protein, expressed - Oryza sativa (japonica cult"	UniRef90_Q10S80	CHR2V7|COORD:7489215..7492172| ubiquitin family protein	AT2G17200.1	CHR10V5|COORD:20844903..20839650|protein ubiquilin-1, putative, expressed	LOC_Os10g39620.2	no descriptionmoderately similar to ( 209)AT2G17190| Symbols:  | ubiquitin family protein | chr2:7485354-7488443 REVERSEnot assigned not assigned STI1	protein.degradation.ubiquitin.ubiquitin	29_5_11_1

CUST_129785_PI403524517	2	-0.06415272	-0.40688133	0.19711018	0.064151764	0.5486307	-0.15677357	35_36453	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_93072_PI403524517	2	0.5959182	-0.21075296	-0.10212469	0.4288001	-0.120232105	0.10212469	35_26611	Rep: Hypothetical protein - Zea mays (Maize)	UniRef90_Q5GAQ2	CHR1V7|COORD:25001154..25005624| protein kinase family protein / glycerophosphoryl diester phosphodiesterase family protein	AT1G66980.1	CHR08V5|COORD:24733096..24739316|protein glycerophosphoryl diester phosphodiesterase family protein, putative, expressed	LOC_Os08g39350.1	no descriptionweakly similar to ( 105)AT5G55480| Symbols:  | glycerophosphoryl diester phosphodiesterase family protein | chr5:22491503-22495045 FORWARDglpQ UgpQ	lipid metabolism.lipid degradation.lysophospholipases.glycerophosphodiester phosphodiesterase	11_9_3_3

CUST_10580_PI404877155	2	-0.019311905	0.33051205	0.085614204	-0.10765743	-0.08895779	0.019312859	Contig4276_s_at	calcineurin-like protein [Eucalyptus grandis] gb|AAL25650.1| calcineurin-like protein [Eucalyptus camaldulensis]	AAL25647.1	calcium-binding EF hand family protein	At3g18430.1	protein calcineurin-like protein	Os02g55880	NONE	signalling.calcium	30_3

CUST_160389_PI403524517	2	0.049040794	-0.78893185	-0.06903553	0.04485321	0.18210411	-0.04485321	35_44756	"Cluster: Hypothetical protein; n=1; Medicago truncatula|Rep: Hypothetical protein - Medicago truncatula (Barrel medic)"	UniRef90_Q1T0B2	CHR5V7|COORD:20529082..20531157| CPI1 (CYCLOPROPYL ISOMERASE)	AT5G50375.1	CHR11V5|COORD:11319864..11326199|protein cycloeucalenol cycloisomerase, putative, expressed	LOC_Os11g19700.1	no descriptionweakly similar to ( 166)AT5G50375| Symbols: CPI1 | CPI1 (CYCLOPROPYL ISOMERASE) | chr5:20529082-20531157 FORWARD	not assigned.no ontology	35_1

CUST_92605_PI403524517	2	-0.15559387	0.40145254	0.027029991	-0.027029991	-0.7419162	0.17972136	35_26478	"Cluster: NBS-LRR disease resistance protein homologue; n=3; Hordeum vulgare|Rep: NBS-LRR disease resistance protein homologue - Hordeum vulgare (Barley)"	UniRef90_Q84KC1	CHR5V7|COORD:19734632..19738158| disease resistance protein (CC-NBS-LRR class), putative	AT5G48620.1	CHR11V5|COORD:6636603..6631063|protein NBS-LRR type disease resistance protein, putative, expressed	LOC_Os11g11960.1	 no descriptionvery weakly similar to (92.4)AT5G48620| Symbols:  | disease resistance protein (CC-NBS-LRR class), putative | chr5:19734632-19738158 FORWARDnot assigned NB-ARC 	stress.biotic	20_1

CUST_23129_PI403524517	2	-0.12672424	-0.71546745	0.66935444	0.12672424	0.5772047	-0.14340496	35_6724	Rep: H0825G02.4 protein - Oryza sativa (Rice)	UniRef90_Q01LY8	CHR1V7|COORD:1703195..1704638| UDP-glucoronosyl/UDP-glucosyl transferase family protein	AT1G05680.1	CHR04V5|COORD:7143586..7146244|protein indole-3-acetate beta-glucosyltransferase, putative, expressed	LOC_Os04g12980.1	no descriptionmoderately similar to ( 263)AT1G05680| Symbols:  | UDP-glucoronosyl/UDP-glucosyl transferase family protein | chr1:1703195-1704638 REVERSEmoderately similar to ( 217)IAAG_MAIZEIndole-3-acetate beta-glucosyltransferase - Zea mays (Maize)not assigned UDPGT COG1819	misc.UDP glucosyl and glucoronyl transferases	26_2

CUST_165737_PI403524517	2	0.032451153	0.438766	0.1634016	-0.21800947	-0.7611079	-0.032451153	35_46180	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_92101_PI403524517	2	0.054773808	-0.5912442	0.6373639	0.06426859	-0.054773808	-0.56428194	35_26338	"Cluster: Os09g0556200 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0556200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IZQ4	CHR2V7|COORD:10773503..10775596| octicosapeptide/Phox/Bem1p (PB1) domain-containing protein / tetratricopeptide repeat (TPR)-containing	AT2G25290.1	CHR09V5|COORD:22098235..22100696|protein cytoskeletal protein, putative, expressed	LOC_Os09g38390.1	no descriptionweakly similar to ( 174)AT4G32070| Symbols:  | octicosapeptide/Phox/Bem1p (PB1) domain-containing protein / tetratricopeptide repeat (TPR)-containing protein | chr4:15504668-15507103 REVERSEnot assigned	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_25834_PI399408534	2	-0.09446001	0.29834032	0.7428951	0.09446049	-0.3439598	-0.6009054	35_43671	"Cluster: Hypothetical protein F14G6.13; n=1; Arabidopsis thaliana|Rep: Hypothetical protein F14G6.13 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9C9K4	CHR1V7|COORD:28723301..28725168| auxin efflux carrier family protein	AT1G76530.1	CHR09V5|COORD:18982481..18977136|protein auxin hydrogen symporter, putative, expressed	LOC_Os09g31478.2	no descriptionvery weakly similar to (50.4)AT1G76530| Symbols:  | auxin efflux carrier family protein | chr1:28723301-28725168 FORWARD	transport.misc	34_99

CUST_26731_PI403524517	2	0.067855835	0.23152924	7.619858E-4	-0.10229492	-0.08066559	-7.610321E-4	35_7744	"Cluster: Putative CRS2-associated factor 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative CRS2-associated factor 1 - Oryza sativa (japonica cultivar"	UniRef90_Q5VMQ5	"CHR2V7|COORD:8651545..8654171| similar to ATCAF2/CAF2 (ARABIDOPSIS THALIANA HOMOLOG OF MAIZE CAF2) [Arabidopsis thaliana] (TAIR:AT1G23400.1); similar to"	AT2G20020.1	CHR01V5|COORD:17339367..17343170|protein CRS2-associated factor 1, putative, expressed	LOC_Os01g31110.1	"no descriptionvery weakly similar to (64.7)AT2G20020| Symbols:  | similar to ATCAF2/CAF2 (ARABIDOPSIS THALIANA HOMOLOG OF MAIZE CAF2) [Arabidopsis thaliana] (TAIR:AT1G23400.1); similar to Protein of unknown function UPF0044 [Medicago truncatula] (GB:ABE81273.1); contains InterPro domain CRS1/YhbY; (InterPro:IPR001890) | chr2:8651545-8654171 FORWARD"	not assigned.unknown	35_2

CUST_169339_PI403524517	2	-0.5968609	0.038007736	-0.6499386	0.11816692	-0.0069622993	0.006962776	35_47167	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_111555_PI403524517	2	2.4747791	-0.1278286	0.9286003	0.054548264	-0.2125392	-0.054547787	35_31673	"Cluster: Putative cytochrome 450; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative cytochrome 450 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8LM92	"CHR5V7|COORD:1330579..1332108| CYP77A9 (cytochrome P450, family 77, subfamily A, polypeptide 9); oxygen binding"	AT5G04630.1	CHR10V5|COORD:8162911..8172992|protein flavonoid 3-monooxygenase, putative, expressed	LOC_Os10g16974.1	no description	not assigned.unknown	35_2

CUST_88233_PI403524517	2	0.17646885	0.3296709	-0.11889553	-0.14551544	-0.49139595	0.11889458	35_25261	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QNG5	0	0	CHR12V5|COORD:23250365..23259189|protein expressed protein	LOC_Os12g37890.1	no description	not assigned.unknown	35_2

CUST_75396_PI403524517	2	-0.055743217	0.17926788	-0.014225006	0.017547607	-0.10307789	0.014225006	35_21610	"Cluster: Hypothetical protein B1331F11.20; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1331F11.20 - Oryza sativa (japonica cultivar-g"	UniRef90_Q651A1	0	0	CHR09V5|COORD:22854836..22858601|protein expressed protein	LOC_Os09g39870.2	no description	not assigned.unknown	35_2

CUST_16589_PI404877155	2	-0.9349928	-0.94642544	0.8230934	-0.05494213	0.7172699	0.05494213	HB25K10r_s_at	WRKY transcription factor [Hordeum vulgare]	AAS48544.1	WRKY family transcription factor	At1g80840.1	protein WRKY DNA -binding domain, putative	Os06g44010	0	RNA.regulation of transcription	27_3

CUST_72837_PI403524517	2	0.13575363	-0.63507795	-0.08431721	0.23694515	0.08431721	-0.14122438	35_20883	"Cluster: Os11g0544800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os11g0544800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IS96	"CHR1V7|COORD:17943853..17946208| GATB (GLU-ADT SUBUNIT B); glutamyl-tRNA(Gln) amidotransferase"	AT1G48520.1	CHR11V5|COORD:19533404..19528646|protein aspartyl/glutamyl-tRNA amidotransferase subunit B, putative, expressed	LOC_Os11g34210.2	"no descriptionweakly similar to ( 149)AT1G48520| Symbols: GATB | GATB (GLU-ADT SUBUNIT B); glutamyl-tRNA(Gln) amidotransferase | chr1:17943853-17946208 FORWARDnot assigned gatB GatB_Yqey GatB"	tetrapyrrole synthesis.glu-tRNA synthetase	19_1

CUST_23554_PI403524517	2	0.44710588	-0.11784649	-0.0029883385	0.0029883385	-0.0044078827	0.2545867	35_6847	"Cluster: Prion-like-(Q/n-rich)-domain-bearing protein protein 75, isoform c; n=3; Caenorhabditis elegans|Rep: Prion-like-(Q/n-rich)-domain-bearing protein prote"	UniRef90_Q8MQG9	CHR1V7|COORD:11399903..11405702| actin binding	AT1G31810.1	CHR01V5|COORD:42602391..42607415|protein serine/arginine repetitive matrix protein 1, putative, expressed	LOC_Os01g72890.2	no descriptionnot assigned not assigned not assigned PRK07003	not assigned.unknown	35_2

CUST_182350_PI403524517	2	0.0262928	0.36522675	0.059438705	-0.026293278	-0.15045738	-0.120099545	35_50692	"Cluster: Os02g0261800 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0261800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E284	CHR3V7|COORD:4851997..4856271| disease resistance protein (NBS-LRR class), putative	AT3G14460.1	CHR02V5|COORD:9163263..9166120|protein xa1-like protein, putative	LOC_Os02g16110.1	 no descriptionvery weakly similar to (52.0)AT3G14460| Symbols:  | disease resistance protein (NBS-LRR class), putative | chr3:4851997-4856271 REVERSE	stress.biotic	20_1

CUST_4182_PI404877155	2	-0.05055237	0.051247597	-0.0063171387	0.0063171387	-0.04152584	0.04822445	Contig15021_at	OSJNBa0086B14.3 [Oryza sativa (japonica cultivar-group)] ref|XP_472661.1| OSJNBa0086B14.3 [Oryza sativa (japonica cultivar-group)]	CAD40831.1	pentatricopeptide (PPR) repeat-containing protein	At5g09450.1	protein expressed protein	Os04g37720	"pentatricopeptide (PPR) repeat-containing protein, low similiarity to DNA-binding protein (Triticum aestivum) GI:6958202; contains Pfam profile: PF01535 PPR repeat"	RNA.regulation of transcription.putative DNA-binding protein	27_3_67

CUST_129504_PI403524517	2	2.6654944	2.1887074	1.7736444	-1.7736442	-1.7899323	-1.8179822	35_36380	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_118450_PI403524517	2	-0.5126314	-1.3101358	0.42160225	0.36736298	0.6005697	-0.36736298	35_33536	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_50328_PI403524517	2	0.21547413	0.0031085014	-0.0031080246	-0.29996395	-0.049616814	0.016253471	35_14359	"Cluster: Cysteine-rich extensin-like protein-2; n=2; Nicotiana tabacum|Rep: Cysteine-rich extensin-like protein-2 - Nicotiana tabacum (Common tobacco)"	UniRef90_Q08195	"CHR1V7|COORD:9024603..9027543| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G45330.1); similar to hypothetical protein [Glycine max] (GB:BAB41197."	AT1G26110.1	CHR06V5|COORD:20372812..20380427|protein CID11, putative, expressed	LOC_Os06g35030.2	no descriptionnot assigned not assigned not assigned	not assigned.unknown	35_2

CUST_4526_PI404877155	2	0.10732937	-0.33443832	-0.28486252	0.045520782	-0.029532433	0.029532433	Contig15518_at	putative beta-ketoacyl-CoA synthase [Oryza sativa (japonica cultivar-group)] gb|AAP53764.1| putative beta-ketoacyl-CoA synthase [Oryza sativ	NP_921477.1	beta-ketoacyl-CoA synthase, putative	At2g26640.1	protein Chalcone and stilbene synthases, C-terminal domain, putative	Os10g28060	beta-ketoacyl-CoA synthase, putative, similar to beta-ketoacyl-CoA synthase (Simmondsia chinensis)(GI:1045614)	lipid metabolism.FA synthesis and FA elongation.beta ketoacyl CoA synthase	11_1_10

CUST_23053_PI403524517	2	-0.06797123	0.019377708	-0.08617878	0.041885376	-0.019378662	0.13350105	35_6701	"Cluster: Cytochrome P450 family protein, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Cytochrome P450 family protein, expressed - Oryza sativa (j"	UniRef90_Q2RAP4	"CHR5V7|COORD:1702908..1706706| CPD (CABBAGE 3); oxygen binding"	AT5G05690.1	CHR12V5|COORD:1908150..1904846|protein cytochrome P450 90D2, putative, expressed	LOC_Os12g04480.1	 no descriptionweakly similar to ( 129)AT5G05690| Symbols: CYP90A, CYP90, CBB3, DWF3, CYP90A1, CPD | CPD (CABBAGE 3) | chr5:1702908-1706349 REVERSEvery weakly similar to (90.9)C90D2_ORYSAnot assigned not assigned not assigned p450 CypX 	misc.cytochrome P450	26_10

CUST_9697_PI404877155	2	-0.031742096	-0.34136772	-0.050779343	0.05670929	0.06108284	0.031742096	Contig3454_at	fibrillarin homolog [Arabidopsis thaliana]	AAF00542.1	fibrillarin 1 (FBR1) (FIB1) (SKIP7)	At5g52470.1	protein fibrillarin - Arabidopsis thaliana	Os05g08360	0	RNA.RNA binding	27_4

CUST_27351_PI403524517	2	0.13993645	-0.06515694	0.12392807	-0.04574871	-0.052815437	0.045749664	35_7918	"Cluster: Os06g0111700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0111700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DF71	CHR2V7|COORD:14934237..14936009| DNAJ heat shock N-terminal domain-containing protein	AT2G35540.1	CHR06V5|COORD:656278..658074|protein heat shock protein binding protein, putative, expressed	LOC_Os06g02170.1	no descriptionweakly similar to ( 173)AT2G35540| Symbols:  | DNAJ heat shock N-terminal domain-containing protein | chr2:14934237-14936009 FORWARD	stress.abiotic.heat	20_2_1

CUST_61979_PI403524517	2	-0.12602329	0.050364494	0.012956619	-0.012956619	-0.0137376785	0.04188156	35_17680	Rep: Expressed protein - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q9SJH8	"CHR2V7|COORD:17808114..17809723| similar to Os08g0169600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001061087.1); similar to predicted protein"	AT2G42780.1	CHR08V5|COORD:4059305..4062938|protein expressed protein	LOC_Os08g07280.1	no description	not assigned.unknown	35_2

CUST_131009_PI403524517	2	0.14009094	-0.41127014	0.07038021	0.01401329	-0.014014244	-0.026492119	35_36796	"Cluster: Os06g0150600 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0150600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DEI5	CHR1V7|COORD:25812961..25813793| AGP19/ATAGP19 (ARABINOGALACTAN-PROTEIN 19)	AT1G68725.1	CHR06V5|COORD:2591556..2593479|protein transferase, putative, expressed	LOC_Os06g05750.1	no descriptionPRK07764	not assigned.unknown	35_2

CUST_17203_PI404877155	2	-0.0599308	0.22892761	0.003648758	-0.018234253	-0.003648758	0.082276344	HT07I06u_at	ABI3-interacting protein 2, AIP2 [Arabidopsis thaliana]	CAB75509.1	zinc finger (C3HC4-type RING finger) family protein	At5g20910.1	protein Similar to ABI3-interacting protein 2	Os09g26400	zinc finger (C3HC4-type RING finger) family protein, contains Pfam profile: PF00097 zinc finger, C3HC4 type (RING finger)	hormone metabolism.abscisic acid.signal transduction	17_1_2

CUST_75840_PI403524517	2	0.11680031	0.3239584	-0.22694206	0.15189266	-0.11680126	-0.16628838	35_21740	Rep: PREDICTED: hypothetical protein - Apis mellifera	UniRef90_UPI0000DB6CCB	CHR3V7|COORD:8063070..8064482| leucine-rich repeat family protein / extensin family protein	AT3G22800.1	CHR04V5|COORD:33133373..33133083|protein glycine-rich protein, putative	LOC_Os04g56000.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07764 TT_ORF1 GRP PRK10819 DUF1777 Drf_FH1	not assigned.unknown	35_2

CUST_82251_PI403524517	2	-0.10621452	-1.0671949	0.10621452	0.45757484	0.417696	-0.32094765	35_23590	0	0	0	0	CHR09V5|COORD:7888217..7887366|protein hypothetical protein	LOC_Os09g13590.1	no description	not assigned.unknown	35_2

CUST_399_PI404877155	2	-0.051548958	1.0102291	0.051548004	-0.08684158	-0.05289364	0.111652374	Contig10289_at	cysteine synthase [Oryza sativa]	AAD23910.1	cysteine synthase, mitochondrial, putative / O-acetylserine (thiol)-lyase, putative / O-acetylserine sulfhydry	At3g59760.3	protein cysteine synthase A	Os06g05700	"cysteine synthase / O-acetylserine (thiol)-lyase / O-acetylserine sulfhydrylase (OAS1), nearly identical to SP:P47998 Cysteine synthase (EC 4.2.99.8) (O-acetylserine sulfhydrylase) (O-acetylserine (Thiol)-lyase) {Arabidopsis thaliana}; identical to cDNA O"	amino acid metabolism.synthesis.serine-glycine-cysteine group.cysteine.OASTL	13_1_5_3_01

CUST_43579_PI403524517	2	-0.057937622	-0.035134315	0.03513336	0.172266	0.09027004	-0.09339714	35_12507	"Cluster: Basic proline-rich protein precursor [Contains: Proline-rich peptide SP-A (PRP-SP-A); Proline-rich peptide SP-B (PRP-SP-B); Parotid hormone (PH-Ab)]; n"	UniRef90_Q95JC9	CHR2V7|COORD:8012367..8014849| protein kinase family protein	AT2G18470.1	CHR09V5|COORD:8066308..8065658|protein vegetative cell wall protein gp1 precursor, putative, expressed	LOC_Os09g13770.1	no descriptionnot assigned not assigned	not assigned.unknown	35_2

CUST_111929_PI403524517	2	-0.103248596	-0.2562542	0.11937237	0.10324955	0.10499287	-0.15105724	35_31776	"Cluster: Putative amino acid transporter family II; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative amino acid transporter family II - Oryza sativa (j"	UniRef90_Q6L5C8	CHR5V7|COORD:16751070..16753116| amino acid transporter family protein	AT5G41800.1	CHR01V5|COORD:25085432..25080547|protein amino acid permease-like protein, putative, expressed	LOC_Os01g43320.1	no descriptionweakly similar to ( 182)AT5G41800| Symbols:  | amino acid transporter family protein | chr5:16751070-16753116 FORWARDnot assigned not assigned Aa_trans	transport.amino acids	34_3

CUST_68882_PI403524517	2	0.015001297	-0.047855377	-0.030478477	0.061857224	0.053642273	-0.015001297	35_19706	Rep: AT3g52570/F22O6_50 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q8VXV0	"CHR3V7|COORD:19512123..19513773| similar to hydrolase, alpha/beta fold family protein [Arabidopsis thaliana] (TAIR:AT4G10030.1); similar to Os01g0885600 [Oryza"	AT3G52570.1	CHR01V5|COORD:37641585..37637678|protein catalytic/ hydrolase, putative, expressed	LOC_Os01g64262.2	" no descriptionmoderately similar to ( 416)AT3G52570| Symbols:  | similar to hydrolase, alpha/beta fold family protein [Arabidopsis thaliana] (TAIR:AT4G10030.1); similar to Os01g0885600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001045025.1); similar to Predicted alpha/beta hydrolase (ISS) [Ostreococcus tauri] (GB:CAL57242.1); similar to Os01g0862000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001044879.1); contains InterPro domain Esterase/lipase/thioesterase; (InterPro:IPR000379) | chr3:19512123-19513773 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned MhpC Extensin_2 PRK12323 PRK07764 Drf_FH1 DUF1421 PldB PRK07003 Atrophin-1 Herpes_BLLF1 PRK10673 DUF605 PRK11126 PRK10819 Tymo_45kd_70kd "	not assigned.unknown	35_2

CUST_118753_PI403524517	2	0.01680851	-0.087617874	-0.01680851	0.22329617	-0.04367447	0.06952667	35_33615	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_114629_PI403524517	2	0.18349409	0.9069061	0.2743368	-0.18349361	-0.18404484	-0.21496439	35_32533	"Cluster: Putative ubiquitin-associated (UBA) protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative ubiquitin-associated (UBA)"	UniRef90_Q6ZH84	CHR4V7|COORD:12741201..12744212| ubiquitin-associated (UBA)/TS-N domain-containing protein / octicosapeptide/Phox/Bemp1 (PB1) domain-containing	AT4G24690.1	CHR02V5|COORD:22981727..22975964|protein PB1 domain containing protein, expressed	LOC_Os02g38050.7	no descriptionPB1 PB1	not assigned.unknown	35_2

CUST_154673_PI403524517	2	0.48276854	-0.25236607	0.14732218	0.5282779	-0.15785599	-0.14732218	35_43215	Rep: Ring-H2 zinc finger protein - Zea mays (Maize)	UniRef90_Q5GAQ1		0	CHR03V5|COORD:16114718..16115886|protein ring-H2 zinc finger protein, putative, expressed	LOC_Os03g28080.1	no description	not assigned.unknown	35_2

CUST_62582_PI403524517	2	-0.2669773	-0.13423443	0.13165855	0.050081253	-0.03837776	0.03837681	35_17845	"Cluster: OSIGBa0132E09-OSIGBa0108L24.16 protein; n=4; Oryza sativa|Rep: OSIGBa0132E09-OSIGBa0108L24.16 protein - Oryza sativa (Rice)"	UniRef90_Q01I02	CHR4V7|COORD:15364663..15367213| protein phosphatase 2C, putative / PP2C, putative	AT4G31750.1	CHR04V5|COORD:33434781..33430036|protein protein phosphatase 2C isoform epsilon, putative, expressed	LOC_Os04g56450.2	 no descriptionvery weakly similar to (95.9)AT4G31750| Symbols:  | protein phosphatase 2C, putative / PP2C, putative | chr4:15364663-15367213 REVERSEnot assigned not assigned PP2Cc PP2Cc PTC1 PP2C 	protein.postranslational modification	29_4

CUST_166248_PI403524517	2	0.041457653	0.09238577	0.079155445	-0.04145813	-0.53892946	-0.14025688	35_46313	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_157980_PI403524517	2	0.007917881	0.5427017	0.49930477	-0.028215408	-0.007917881	-0.30381155	35_44103	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_31901_PI403524517	2	0.13775826	-0.058359146	-0.08686066	0.0583601	-0.67758465	0.20990944	35_9203	"Cluster: Putative RNA polymerase II; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative RNA polymerase II - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5WMZ9	"CHR4V7|COORD:16961119..16967896| NRPB1 (RNA POLYMERASE II LARGE SUBUNIT); DNA binding / DNA-directed RNA polymerase"	AT4G35800.1	CHR05V5|COORD:2922402..2912509|protein DNA-directed RNA polymerase II largest subunit, putative, expressed	LOC_Os05g05860.1	" no descriptionmoderately similar to ( 333)AT4G35800| Symbols: RNA_POL_II_LSRNA_POL_II_LS, RNA_POL_II_LS, RPB1, NRPB1 | NRPB1 (RNA POLYMERASE II LARGE SUBUNIT); DNA binding / DNA-directed RNA polymerase | chr4:16961119-16967896 REVERSEvery weakly similar to (51.6)RPOC2_PSINUDNA-directed RNA polymerase subunit beta'' - Psilotum nudum (Whisk fern)not assigned not assigned not assigned RNA_pol_Rpb1_6 RNA_pol_Rpb1_5 PRK04309 PRK02995 PRK05258 PRK00566 PRK02173 PRK01497 rpoC2 RpoC PRK02597 PRK09603 rpoC2 "	RNA.transcription	27_2

CUST_57748_PI403524517	2	-0.24915504	0.023568153	0.18984318	-0.023568153	0.2127409	-0.18222332	35_16464	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_3927_PI404877155	2	0.09724045	0.12987137	-0.34033108	0.03495407	-0.14651585	-0.034953117	Contig14555_s_at	B1147A04.10 [Oryza sativa (japonica cultivar-group)]	BAB86193.1	polcalcin, putative / calcium-binding pollen allergen, putative	At1g24620.1	protein EF hand, putative	Os01g72100	polcalcin, putative / calcium-binding pollen allergen, putative, similar to polcalcin Jun o 2 (calcium-binding pollen allergen Jun o 2) SP:O64943 from (Juniperus oxycedrus)	stress.abiotic.unspecified	20_2_99

CUST_31013_PI403524517	2	0.084098816	-0.48494053	-0.045475006	0.024983406	-0.024982452	0.03719616	35_8951	"Cluster: OSJNBa0084A10.14 protein; n=2; Oryza sativa|Rep: OSJNBa0084A10.14 protein - Oryza sativa (Rice)"	UniRef90_Q7XQP1	CHR1V7|COORD:21493145..21505440| helicase domain-containing protein	AT1G58060.1	CHR04V5|COORD:21258041..21241121|protein ATP binding protein, putative, expressed	LOC_Os04g35260.2	no descriptionweakly similar to ( 126)AT1G58060| Symbols:  | helicase domain-containing protein | chr1:21493145-21505440 REVERSEnot assigned	DNA.synthesis/chromatin structure	28_1

CUST_26304_PI399408534	2	-0.067712784	0.38120174	0.29985905	-0.52514505	0.067712784	-0.35793495	35_43622	"Cluster: Putative ribulose-1,5-bisphosphate carboxylase/oxygenase small subunit N-methyltransferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative"	UniRef90_Q6Z5K4	CHR3V7|COORD:2451657..2454623| SET domain-containing protein	AT3G07670.1	CHR02V5|COORD:30138391..30142823|protein ribulose-1,5-bisphosphate carboxylase/oxygenase small subunit N-methyltransferase I, putative, expressed	LOC_Os02g49326.1	no descriptionvery weakly similar to (89.4)AT3G07670| Symbols:  | SET domain-containing protein | chr3:2451657-2454623 FORWARD	RNA.regulation of transcription.SET-domain transcriptional regulator family	27_3_69

CUST_139064_PI403524517	2	0.5129609	0.46829653	0.09498024	-0.15310574	-0.4142642	-0.09498072	35_39006	"Cluster: VPS13-like protein; n=1; Arabidopsis thaliana|Rep: VPS13-like protein - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9FT44	"CHR5V7|COORD:8470076..8489706| similar to C2 domain-containing protein [Arabidopsis thaliana] (TAIR:AT1G48090.2); similar to hypothetical protein"	AT5G24740.1	CHR08V5|COORD:917030..900176|protein expressed protein	LOC_Os08g02350.1	"no descriptionvery weakly similar to (91.7)AT5G24740| Symbols:  | similar to C2 domain-containing protein [Arabidopsis thaliana] (TAIR:AT1G48090.2); similar to hypothetical protein MtrDRAFT_AC135799g29v1 [Medicago truncatula] (GB:ABE82166.1); contains InterPro domain Vacuolar protein sorting-associated protein; (InterPro:IPR009543) | chr5:8470076-8489706 REVERSE"	not assigned.unknown	35_2

CUST_107376_PI403524517	2	0.14152718	-0.037647247	-0.24262714	0.20907974	0.037647247	-0.48471594	35_30559	"Cluster: Hypothetical protein precursor; n=1; Frankia sp. EAN1pec|Rep: Hypothetical protein precursor - Frankia sp. EAN1pec"	UniRef90_Q3W2H2	CHR3V7|COORD:2746019..2748331| proline-rich family protein	AT3G09000.1	0	0	no descriptionCOG2340	not assigned.unknown	35_2

CUST_114097_PI403524517	2	0.25253344	0.13380003	0.08603811	-0.28893661	-0.08603811	-0.1346569	35_32378	Rep: OSJNBa0016O02.10 protein - Oryza sativa (Rice)	UniRef90_Q7XJW0	CHR2V7|COORD:19500317..19504952| microtubule motor	AT2G47500.1	CHR12V5|COORD:22093227..22100443|protein kinesin-4, putative, expressed	LOC_Os12g36100.2	no descriptionvery weakly similar to (75.5)AT3G44730| Symbols:  | kinesin motor protein-related | chr3:16296875-16301839 FORWARDnot assigned	cell.organisation	31_1

CUST_71908_PI403524517	2	0.012345314	0.32232714	0.07406235	-0.012345314	-0.19677019	-0.61796474	35_20614	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_48365_PI403524517	2	0.09715462	-0.696177	-0.044995308	0.08997631	-0.14867401	0.044995308	35_13822	"Cluster: Porin-like protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Porin-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q84P97	CHR5V7|COORD:26952449..26954349| porin, putative	AT5G67500.1	CHR03V5|COORD:5331131..5327369|protein outer mitochondrial membrane protein porin, putative, expressed	LOC_Os03g10510.1	 no descriptionmoderately similar to ( 330)AT5G67500| Symbols:  | porin, putative | chr5:26952449-26954349 FORWARDmoderately similar to ( 248)VDAC1_SOLTU34 kDa outer mitochondrial membrane protein porin - Solanum tuberosum (Potato)not assigned Porin_3 	transporter.sugars	34_2

CUST_88731_PI403524517	2	-0.016084671	0.21908379	0.023934364	-0.055347443	0.016085625	-0.028081894	35_25392	Rep: Chromdomain-containing protein CRD101 - Zea mays (Maize)	UniRef90_Q8LK11	"CHR5V7|COORD:5827506..5829539| TFL2 (TERMINAL FLOWER 2); chromatin binding"	AT5G17690.1	CHR10V5|COORD:8660956..8665765|protein chromdomain-containing protein CRD101, putative, expressed	LOC_Os10g17770.1	" no descriptionvery weakly similar to (77.8)AT5G17690| Symbols: LHP1, TFL2 | TFL2 (TERMINAL FLOWER 2); chromatin binding | chr5:5827506-5829539 REVERSEweakly similar to ( 119)LHP1_ORYSAChSh "	DNA.synthesis/chromatin structure	28_1

CUST_66266_PI403524517	2	-0.039622307	0.8126211	0.7055979	-0.46724987	-0.2740574	0.039622307	35_18924	"Cluster: Os06g0163300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0163300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DEB4	"CHR3V7|COORD:8972202..8974874| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G35170.1); similar to Harpin-induced 1 [Medicago truncatula]"	AT3G24600.1	CHR06V5|COORD:3194572..3198003|protein harpin-induced protein, putative, expressed	LOC_Os06g06780.1	" no descriptionweakly similar to ( 140)AT3G24600| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G35170.1); similar to Harpin-induced 1 [Medicago truncatula] (GB:ABE93217.1); contains InterPro domain Harpin-induced 1; (InterPro:IPR010847); contains InterPro domain MHC class I, alpha chain, C-terminal; (InterPro:IPR010579) | chr3:8972202-8974874 REVERSEnot assigned Hin1 PRK07003 "	not assigned.unknown	35_2

CUST_171351_PI403524517	2	0.014220238	-0.42755795	-0.2539997	0.04742241	0.06946564	-0.014220238	35_47742	"Cluster: At3g13650; n=1; Oryza sativa (japonica cultivar-group)|Rep: At3g13650 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53NP8	"CHR1V7|COORD:8103899..8104480| similar to disease resistance-responsive family protein [Arabidopsis thaliana] (TAIR:AT5G42500.1); similar to dirigent-like"	AT1G22900.1	CHR11V5|COORD:3913665..3912620|protein disease resistance response protein 206, putative, expressed	LOC_Os11g07670.1	"no descriptionvery weakly similar to (55.1)AT1G22900| Symbols:  | similar to disease resistance-responsive family protein [Arabidopsis thaliana] (TAIR:AT5G42500.1); similar to dirigent-like protein pDIR12 [Picea glauca] (GB:ABD52123.1); contains InterPro domain Plant disease resistance response protein; (InterPro:IPR004265) | chr1:8103899-8104480 REVERSE"	stress.biotic	20_1

CUST_50068_PI403524517	2	0.1298523	0.29593372	0.008872986	-0.0088739395	-0.05653763	-0.06151104	35_14291	"Cluster: Os07g0656800 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os07g0656800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D402	CHR3V7|COORD:22512702..22514157| catalytic	AT3G60910.1	CHR07V5|COORD:27633820..27636964|protein methylase, putative, expressed	LOC_Os07g46340.5	no descriptionvery weakly similar to (51.6)AT3G60910| Symbols:  | catalytic | chr3:22512702-22514157 FORWARD	not assigned.no ontology	35_1

CUST_156569_PI403524517	2	0.09122658	-0.35158443	-0.06940651	0.087705135	0.06940651	-0.11883211	35_43728	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_8446_PI404877155	2	0.18572521	-0.09734821	-0.08472347	-0.07271004	0.07659626	0.07271004	Contig24980_at	DP TF [Oryza sativa (japonica cultivar-group)]	AAO72671.1	0	0	protein Transcription factor E2F/dimerisation partner (TDP), putative	Os10g30420	NONE	RNA.regulation of transcription.unclassified	27_3_99

CUST_84821_PI403524517	2	0.059594154	0.5571499	0.27250528	-0.059594154	-0.14043236	-0.2837715	35_24305	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_46349_PI403524517	2	-0.1343584	0.437984	-0.1051116	0.1051116	0.28076506	-0.8420625	35_13274	"Cluster: Hypothetical protein OSJNBa0010K01.25; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0010K01.25 - Oryza sativa (japonica"	UniRef90_Q9ARP7	0	0	CHR01V5|COORD:7800968..7802644|protein expressed protein	LOC_Os01g13930.1	no description	not assigned.unknown	35_2

CUST_37982_PI403524517	2	0.60116196	0.14838076	-0.18920612	0.04706335	-0.3761444	-0.047062874	35_10930	"Cluster: Hypothetical protein P0026F07.4; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0026F07.4 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q7F8V1	"CHR5V7|COORD:22738709..22739419| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G12870.1); similar to hypothetical protein [Oryza sativa (japonica"	AT5G56120.1	CHR08V5|COORD:24390216..24387967|protein conserved hypothetical protein	LOC_Os08g38790.1	"no descriptionvery weakly similar to (63.5)AT5G56120| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G12870.1); similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:BAD08703.1) | chr5:22738709-22739419 FORWARDnot assigned not assigned not assigned not assigned"	not assigned.unknown	35_2

CUST_41357_PI403524517	2	0.07980347	0.5764208	-0.0654583	-0.052083015	-0.07465649	0.052083015	35_11886	Rep: Phosphatidylserine decarboxylase - Hordeum vulgare var. distichum (Two-rowed barley)	UniRef90_Q6RYF3	CHR4V7|COORD:9395837..9398283| phosphatidylserine decarboxylase	AT4G16700.1	CHR03V5|COORD:117800..121756|protein phosphatidylserine decarboxylase, putative, expressed	LOC_Os03g01216.1	no descriptionweakly similar to ( 183)AT4G16700| Symbols:  | phosphatidylserine decarboxylase | chr4:9395837-9398283 REVERSEnot assigned PRK03934 Psd PRK03140	lipid metabolism.Phospholipid synthesis.phosphatidylserine decarboxylase	11_3_8

CUST_41234_PI403524517	2	0.1572504	-0.1572504	0.19835663	0.21562243	-0.7394223	-1.0458927	35_11854	"Cluster: Hypothetical protein OSJNBa0077J22.4; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0077J22.4 - Oryza sativa (japonica cu"	UniRef90_Q6ASR8	CHR5V7|COORD:9789902..9792238| serine-type peptidase/ trypsin	AT5G27660.1	CHR05V5|COORD:2608259..2603989|protein expressed protein	LOC_Os05g05330.1	no descriptionvery weakly similar to (60.8)AT5G27660| Symbols:  | serine-type peptidase/ trypsin | chr5:9789902-9792238 REVERSEDegQ PDZ_serine_protease PRK10942	protein.degradation.serine protease	29_5_5

CUST_74848_PI403524517	2	-0.044122696	-1.1677494	-0.017702103	0.017702103	0.08807278	0.043312073	35_21459	Rep: UMP/CMP kinase b - Oryza sativa (Rice)	UniRef90_Q9SE47	CHR5V7|COORD:9276662..9277791| uridylate kinase / uridine monophosphate kinase / UMP kinase (PYR6)	AT5G26667.1	CHR02V5|COORD:32945736..32949214|protein uridylate kinase, putative, expressed	LOC_Os02g53790.2	 no descriptionmoderately similar to ( 294)AT5G26667| Symbols:  | uridylate kinase | chr5:9276662-9278094 FORWARDvery weakly similar to (99.4)KADC_MAIZEAdenylate kinase, chloroplast - Zea mays (Maize)not assigned not assigned ADK ADK adk Adk adk 	nucleotide metabolism.phosphotransfer and pyrophosphatases.adenylate kinase	23_4_1

CUST_46371_PI403524517	2	-0.009952545	-0.4889946	0.009952545	-0.17003727	0.11766434	0.042544365	35_13279	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_64268_PI403524517	2	0.035751343	-0.0016212463	-0.008170128	0.0016222	0.104652405	-0.005680084	35_18348	"Cluster: Cold-induced thioredoxin domain-containing protein; n=1; Ammopiptanthus mongolicus|Rep: Cold-induced thioredoxin domain-containing protein - Ammopiptan"	UniRef90_A0F0B0	"CHR4V7|COORD:1408296..1412566| similar to PREDICTED: similar to sperm protein SSP411 [Tribolium castaneum] (GB:XP_973977.1); similar to cold-induced thioredoxin"	AT4G03200.1	CHR01V5|COORD:41397603..41393432|protein sperm protein SSP411, putative, expressed	LOC_Os01g70950.1	"no descriptionhighly similar to ( 816)AT4G03200| Symbols:  | similar to PREDICTED: similar to sperm protein SSP411 [Tribolium castaneum] (GB:XP_973977.1); similar to cold-induced thioredoxin domain-containing protein [Ammopiptanthus mongolicus] (GB:ABI97349.1); contains InterPro domain Six-hairpin glycosidase; (InterPro:IPR008928); contains InterPro domain Thioredoxin-like fold; (InterPro:IPR012336); contains InterPro domain Protein of unknown function DUF255; (InterPro:IPR004879); contains InterPro domain Thioredoxin fold; (InterPro:IPR012335); contains InterPro domain N-acylglucosamine 2-epimerase-type; (InterPro:IPR013330) | chr4:1408296-1412566 FORWARDnot assigned COG1331"	not assigned.unknown	35_2

CUST_8726_PI404877155	2	-0.039043427	0.035964012	0.0295372	-0.009411812	-0.09907055	0.009411812	Contig2597_at	putative phospholipase [Oryza sativa (japonica cultivar-group)] gb|AAP54704.1| putative phospholipase [Oryza sativa (japonica cultivar-group	NP_922417.1	phospholipase D beta 1 / PLD beta 1 (PLDBETA1)	At2g42010.1	protein putative phospholipase	Os10g38060	"PLDBETA;PHOSPHOLIPASE D;PHOSPHOLIPASE D BETA 1;phospholipase D beta 1 / PLD beta 1 (PLDBETA1), identical to SP:P93733 Phospholipase D beta 1 (EC 3.1.4.4) (AtPLDbeta1) (PLD beta 1) (PLDbeta) {Arabidopsis thaliana}; contains Pfam profiles: PF00614 phospholi"	lipid metabolism.lipid degradation.lysophospholipases	11_9_3

CUST_70881_PI403524517	2	0.108989716	0.15395927	-0.2111845	0.013594627	-0.03724289	-0.013595581	35_20310	Rep: Putative ATP-dependent RNA helicase - Oryza sativa (Rice)	UniRef90_Q9FW67	CHR2V7|COORD:15082753..15087585| helicase domain-containing protein	AT2G35920.1	CHR03V5|COORD:30772998..30766008|protein helicase associated domain family protein, expressed	LOC_Os03g53760.1	no descriptionmoderately similar to ( 437)AT2G35920| Symbols:  | helicase domain-containing protein | chr2:15082753-15087585 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned DUF1605 HrpA HA2 PRK11131	DNA.synthesis/chromatin structure	28_1

CUST_137381_PI403524517	2	0.10539055	-0.35090017	3.914833E-4	0.55316496	-3.9196014E-4	-0.11438656	35_38527	"Cluster: Hypothetical protein P0668F02.2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0668F02.2 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6AU99	CHR4V7|COORD:8176704..8178080| pentatricopeptide (PPR) repeat-containing protein	AT4G14170.1	CHR05V5|COORD:19944947..19946203|protein tetratricopeptide-like helical, putative, expressed	LOC_Os05g33920.1	no descriptionmoderately similar to ( 261)AT4G14170| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr4:8176704-8178080 REVERSEvery weakly similar to (58.9)RF1_ORYSA	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_118628_PI403524517	2	-0.17908859	-0.5366211	0.35912037	0.19044018	7.43866E-5	-7.534027E-5	35_33583	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_178800_PI403524517	2	-0.056777954	0.28168297	0.20810509	-0.19190025	0.020101547	-0.020103455	35_49732	"Cluster: Tubulin beta-1 chain; n=11; Magnoliophyta|Rep: Tubulin beta-1 chain - Triticum aestivum (Wheat)"	UniRef90_Q9ZRB2	CHR5V7|COORD:8042965..8044531| TUB8 (tubulin beta-8)	AT5G23860.1	CHR05V5|COORD:20120973..20124399|protein tubulin beta-6 chain, putative, expressed	LOC_Os05g34170.2	no descriptionweakly similar to ( 160)AT5G23860| Symbols: TUB8 | TUB8 (tubulin beta-8) | chr5:8042965-8044531 FORWARDweakly similar to ( 164)TBB_HORVUTubulin beta chain - Hordeum vulgare (Barley)not assigned not assigned beta_tubulin COG5023 alpha_tubulin Tubulin_C Tubulin_FtsZ epsilon_tubulin gamma_tubulin	cell.organisation	31_1

CUST_130557_PI403524517	2	0.0014486313	-0.08402157	-0.0014486313	0.06769657	0.04718685	-0.019451141	35_36662	"Cluster: Signal recognition particle 19 kDa protein; n=2; Oryza sativa|Rep: Signal recognition particle 19 kDa protein - Oryza sativa (Rice)"	UniRef90_P49964	CHR1V7|COORD:17790448..17791955| signal recognition particle 19 kDa protein, putative / SRP19, putative	AT1G48160.1	CHR06V5|COORD:13680876..13676507|protein signal recognition particle 19 kDa protein, putative, expressed	LOC_Os06g23430.2	 no descriptionweakly similar to ( 162)AT1G48160| Symbols:  | signal recognition particle 19 kDa protein, putative / SRP19, putative | chr1:17790448-17791955 REVERSEmoderately similar to ( 221)SRP19_ORYSAnot assigned SRP19 SEC65 	protein.targeting.secretory pathway.unspecified	29_3_4_99

CUST_73443_PI403524517	2	-0.010996819	-0.11540127	-0.01483345	0.1267643	0.010996819	0.17205334	35_21060	Rep: OSIGBa0148P16.4 protein - Oryza sativa (Rice)	UniRef90_Q01L01	"CHR1V7|COORD:9511116..9512807| similar to unnamed protein product [Ostreococcus tauri] (GB:CAL52738.1); similar to Os02g0507400 [Oryza sativa (japonica"	AT1G27385.1	CHR02V5|COORD:18104577..18108084|protein expressed protein	LOC_Os02g30410.2	"no descriptionweakly similar to ( 197)AT1G27385| Symbols:  | similar to unnamed protein product [Ostreococcus tauri] (GB:CAL52738.1); similar to Os02g0507400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001046922.1); similar to OSIGBa0148P16.4 [Oryza sativa (indica cultivar-group)] (GB:CAH66570.1); contains InterPro domain Protein of unknown function DUF493; (InterPro:IPR007454) | chr1:9511116-9512807 REVERSEDUF493 COG2921"	not assigned.unknown	35_2

CUST_38223_PI403524517	2	-0.04620838	-0.34126472	-0.038487434	0.038487434	0.5145874	0.14038086	35_11001	"Cluster: Hypothetical protein P0451D05.2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0451D05.2 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q5ZC42	CHR2V7|COORD:10947608..10948727| senescence-associated protein-related	AT2G25690.2	CHR01V5|COORD:23551081..23553498|protein MARD1, putative, expressed	LOC_Os01g41010.2	no descriptionvery weakly similar to (90.1)AT2G25690| Symbols:  | senescence-associated protein-related | chr2:10947608-10948727 REVERSEDUF581	development.unspecified	33_99

CUST_22309_PI403524517	2	0.3414712	0.0010671616	-0.06394148	0.3306675	-0.031180382	-0.0010676384	35_6481	0	0	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	0	0	no description	not assigned.unknown	35_2

CUST_182376_PI403524517	2	0.02461052	-0.1544838	0.0018520355	-0.0018520355	-0.026268005	0.05949211	35_50700	"Cluster: NAD dependent epimerase/dehydratase family protein, expressed; n=2; Oryza sativa|Rep: NAD dependent epimerase/dehydratase family protein, expressed - O"	UniRef90_Q336P0	"CHR5V7|COORD:20334644..20336658| Identical to Hypothetical protein At5g49945 precursor [Arabidopsis Thaliana] (GB:Q94CC0;GB:Q9LTX6); similar to unknown"	AT5G49945.1	CHR10V5|COORD:22651925..22656522|protein dihydroflavonol-4-reductase, putative, expressed	LOC_Os10g42620.1	no descriptionDUF1682	not assigned.unknown	35_2

CUST_52288_PI403524517	2	0.38852262	-0.07053232	-0.3909812	0.0705328	0.37667942	-0.34070683	35_14900	Rep: Proline-rich protein precursor - Zea mays (Maize)	UniRef90_Q9SBX4	CHR3V7|COORD:8063070..8064482| leucine-rich repeat family protein / extensin family protein	AT3G22800.1	CHR10V5|COORD:2998100..2996844|protein proline-rich protein, putative, expressed	LOC_Os10g05970.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF1210 PRK07003 PRK12323 KAR9 HPC2 DUF566	not assigned.unknown	35_2

CUST_18078_PI399408534	2	0.6990986	-0.6183052	0.10577488	0.01998043	-0.019979477	-0.06655979	35_19889	Rep: Glutamate receptor 3.1 precursor - Oryza sativa (Rice)	UniRef90_Q7XP59	CHR2V7|COORD:7511862..7515348| GLR2 (GLUTAMATE RECEPTOR 2)	AT2G17260.1	CHR04V5|COORD:29351299..29346470|protein glutamate receptor 3.3 precursor, putative, expressed	LOC_Os04g49570.2	 no descriptionvery weakly similar to (50.8)AT2G17260| Symbols: ATGLR2, GLR3.1, ATGLR3.1, GLR2 | GLR2 (GLUTAMATE RECEPTOR 2) | chr2:7511862-7515348 FORWARDvery weakly similar to (68.9)GLR31_ORYSA	signalling.in sugar and nutrient physiology	30_1

CUST_30075_PI403524517	2	-0.5529032	-0.94742346	1.2075157	0.9664893	0.5529032	-3.840262	35_8680	"Cluster: Putative cytochrome P450; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative cytochrome P450 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ZII0	"CHR3V7|COORD:9594566..9596439| CYP71B23 (cytochrome P450, family 71, subfamily B, polypeptide 23); oxygen binding"	AT3G26210.1	CHR02V5|COORD:4726012..4724220|protein cytochrome P450 71D10, putative, expressed	LOC_Os02g09200.1	" no descriptionmoderately similar to ( 213)AT3G26210| Symbols: CYP71B23 | CYP71B23 (cytochrome P450, family 71, subfamily B, polypeptide 23); oxygen binding | chr3:9594566-9596439 REVERSEmoderately similar to ( 226)C71DA_SOYBNCytochrome P450 71D10 - Glycine max (Soybean)not assigned not assigned not assigned not assigned not assigned not assigned p450 CypX "	misc.cytochrome P450	26_10

CUST_16509_PI404877155	2	-0.07193184	-0.28830814	-0.021676064	0.021676064	0.035108566	0.06457043	HB01M17r_s_at	NADH-ubiquinone oxidoreductase 24 kDa subunit, putative [Arabidopsis thaliana] gb|AAK96519.1| AT4g02580/T10P11_14 [Arabidopsis thaliana]	NP_567244.1	NADH-ubiquinone oxidoreductase 24 kDa subunit, putative	At4g02580.1	protein nadh-ubiquinone oxidoreductase 24 kda subunit, mitochondrial precursor(ec 1.6.5.3) (ec 1	Os05g43360	NADH dehydrogenase 24 kD subunit (ubiquinone)	mitochondrial electron transport / ATP synthesis.NADH-DH.localisation not clear	9_1_2

CUST_140087_PI403524517	2	0.06687164	-0.33381176	0.017806053	-0.017807007	0.14781475	-0.22173691	35_39283	Rep: Actin - Scherffelia dubia	UniRef90_O65314	"CHR3V7|COORD:3858122..3859615| ACT11 (ACTIN-11); structural constituent of cytoskeleton"	AT3G12110.1	CHR11V5|COORD:3074762..3078111|protein actin-7, putative, expressed	LOC_Os11g06390.6	"no descriptionmoderately similar to ( 355)AT3G12110| Symbols: ACT11 | ACT11 (ACTIN-11); structural constituent of cytoskeleton | chr3:3858122-3859615 FORWARDmoderately similar to ( 355)ACT1_TOBACActin - Nicotiana tabacum (Common tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Actin ACTIN ACTIN COG5277"	cell.organisation	31_1

CUST_71523_PI403524517	2	0.021037102	-0.37128258	0.010946274	-0.010946274	-0.04705906	0.1680975	35_20498	"Cluster: Putative dem protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative dem protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ETM2	CHR4V7|COORD:16078192..16080413| dem protein-related / defective embryo and meristems protein-related	AT4G33400.1	CHR02V5|COORD:4338099..4334584|protein protein CYPRO4, putative, expressed	LOC_Os02g08190.1	no descriptionhighly similar to ( 673)AT4G33400| Symbols:  | dem protein-related / defective embryo and meristems protein-related | chr4:16078192-16080413 REVERSEnot assigned not assigned VID27 VID27	development.unspecified	33_99

CUST_51825_PI403524517	2	-0.0066070557	0.21479988	-0.0022735596	0.04493904	-0.043779373	0.002275467	35_14770	Rep: Ribosomal protein L15 - Homo sapiens (Human)	UniRef90_Q96S84	CHR4V7|COORD:9714419..9715557| 60S ribosomal protein L15 (RPL15B)	AT4G17390.1	CHR05V5|COORD:11227443..11229551|protein 60S ribosomal protein L15, putative, expressed	LOC_Os05g19370.1	no descriptionmoderately similar to ( 330)AT4G17390| Symbols:  | 60S ribosomal protein L15 (RPL15B) | chr4:9714419-9715557 REVERSEmoderately similar to ( 325)RL15_PETHY60S ribosomal protein L15 - Petunia hybrida (Petunia)not assigned Ribosomal_L15e RPL15A PRK04243	protein.synthesis.misc ribososomal protein	29_2_2

CUST_53123_PI403524517	2	-0.036909103	0.025097847	-0.0048713684	0.004872322	-0.08098984	0.054818153	35_15121	"Cluster: Os11g0425600 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os11g0425600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IT26	CHR4V7|COORD:7924349..7925013| four F5 protein-related / 4F5 protein-related	AT4G13615.1	CHR11V5|COORD:13006917..13006078|protein 4F5 protein family protein, expressed	LOC_Os11g23854.1	no descriptionnot assigned 4F5	not assigned.unknown	35_2

CUST_15292_PI404877155	2	-0.025548935	0.25765896	0.006872177	-0.014816284	0.038024902	-0.006873131	Contig9160_s_at	putative RACD protein [Hordeum vulgare subsp. vulgare]	CAD27895.1	Rac-like GTP-binding protein (ARAC3) / Rho-like GTP-binding protein (ROP6)	At4g35020.1	protein Ras family	Os02g58730	"Encodes a Rho-like GTPase; Rho-like GTP binding protein."	signalling.G-proteins	30_5

CUST_21340_PI399408534	2	-0.050955772	-0.04365635	0.022942543	0.008071899	-0.008070946	0.021961212	35_19712	"Cluster: Os11g0311300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os11g0311300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IT44	CHR1V7|COORD:22156270..22158004| 3' exoribonuclease family domain 1-containing protein	AT1G60080.1	CHR11V5|COORD:11958113..11965691|protein exosome complex exonuclease RRP43, putative, expressed	LOC_Os11g20689.1	no descriptionmoderately similar to ( 358)AT1G60080| Symbols:  | 3' exoribonuclease family domain 1-containing protein | chr1:22156270-22158004 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG2123 PRK04282 RNase_PH Rph PRK03983 PRK12323 rph PRK07764	RNA.processing.ribonucleases	27_1_19

CUST_149501_PI403524517	2	-0.012756348	0.24320126	0.057780266	-0.24563026	-0.0010585785	0.0010585785	35_41821	"Cluster: Os02g0249300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os02g0249300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E2D7	CHR4V7|COORD:11844518..11846488| Encodes a Protease inhibitor/seed storage/LTP family protein	AT4G22485.1	CHR02V5|COORD:8422838..8423812|protein RING-H2 finger protein ATL1N precursor, putative, expressed	LOC_Os02g15120.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_77056_PI403524517	2	0.092149734	0.42678356	0.14296627	-0.092149734	-0.4599142	-0.2382946	35_22087	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_162144_PI403524517	2	-0.005568981	2.606937	0.029929161	0.005568981	-0.19905138	-0.5574546	35_45228	"Cluster: Membrane coat complex Retromer, subunit VPS5/SNX1, Sorting nexins, and related PX domain-containing proteins; n=1; Ostreococcus tauri|Rep: Membrane coa"	UniRef90_Q00ZZ2	CHR3V7|COORD:6559180..6562050| leucine-rich repeat family protein / extensin family protein	AT3G19020.1	CHR12V5|COORD:6108924..6103451|protein transposon protein, putative, CACTA, En/Spm sub-class	LOC_Os12g11330.1	no description	not assigned.unknown	35_2

CUST_83460_PI403524517	2	-0.052877426	0.47211456	0.05287838	-0.06962013	-0.14958763	0.16720772	35_23929	"Cluster: Os01g0605300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0605300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JLE6	0	0	CHR01V5|COORD:24170122..24173729|protein ubiquitin-conjugating enzyme family protein, expressed	LOC_Os01g42040.1	no description	not assigned.unknown	35_2

CUST_33826_PI399408534	2	-0.8618412	0.22907734	-0.06861305	0.068614006	-1.0483551	0.2515974	35_24206	"Cluster: Hypothetical protein OSJNBa0075A10.6; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0075A10.6 - Oryza sativa (japonica"	UniRef90_Q5W675	CHR5V7|COORD:9050883..9053981| leucine-rich repeat family protein / protein kinase family protein	AT5G25930.1	CHR05V5|COORD:25942512..25938367|protein receptor-like protein kinase 5 precursor, putative, expressed	LOC_Os05g44770.1	no descriptionmoderately similar to ( 219)AT5G25930| Symbols:  | leucine-rich repeat family protein / protein kinase family protein | chr5:9050883-9053981 FORWARDweakly similar to ( 114)RPK1_IPONIReceptor-like protein kinase precursor - Ipomoea nil (Japanese morning glory) (Pharbitis nil)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase TyrKc PTKc Pkinase_Tyr SPS1 PTKc_Jak_rpt2 PTKc_Srm_Brk PTKc_EphR PTKc_Src_like PTKc_Csk_like PTKc_Met_Ron PTKc_Syk_like PTKc_Frk_like PTKc_EphR_A2 PTKc_Ack_like PTKc_InsR_like PTKc_Src PTKc_EGFR_like PTKc_Jak1_rpt2 PTKc_Chk PTKc_Lck_Blk PTKc_Fyn_Yrk PTKc_Jak2_Jak3_rpt2 PTKc_EphR_A PTKc_EphR_B PTKc_Yes PTKc_Abl PTKc_Zap-70 PTKc_FGFR PTKc_HER4 PTKc_Hck PTKc_FGFR3 PTKc_RET PTKc_FGFR1 PTKc_FAK PTKc_Syk PTKc_FGFR2 PTKc_Lyn PTKc_TrkC PTKc_Tyk2_rpt2 PTKc_Ror PTK_CCK4 DM6 PTKc_Ror2 PTKc_VEGFR PTKc_FGFR4 PTKc_TrkA PTKc_DDR PTKc_Itk PTKc_HER2	signalling.receptor kinases.leucine rich repeat XI	30_2_11

CUST_54365_PI403524517	2	0.18173122	-0.33300114	-0.031463623	0.031463623	-0.48969078	0.21144676	35_15477	"Cluster: V-type ATPase 116kDa subunit family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: V-type ATPase 116kDa subunit family protein, e"	UniRef90_Q10P12	"CHR4V7|COORD:18209507..18214746| VHA-A3 (VACUOLAR PROTON ATPASE A3); ATPase"	AT4G39080.1	CHR03V5|COORD:7961449..7968490|protein vacuolar ATP synthase 91 kDa subunit, putative, expressed	LOC_Os03g14690.1	"no descriptionmoderately similar to ( 411)AT4G39080| Symbols: VHA-A3 | VHA-A3 (VACUOLAR PROTON ATPASE A3); ATPase | chr4:18209507-18214746 FORWARDnot assigned V_ATPase_I NtpI"	transport.p- and v-ATPases	34_1

CUST_171659_PI403524517	2	0.02007103	-0.43971252	-0.07672119	-0.011965752	0.011966705	0.061623573	35_47830	"Cluster: Myb-like DNA-binding domain containing protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Myb-like DNA-binding domain containing prot"	UniRef90_Q10AV1		0	CHR03V5|COORD:35276037..35274340|protein DNA binding protein, putative, expressed	LOC_Os03g62379.1	no description	not assigned.unknown	35_2

CUST_158806_PI403524517	2	0.22016716	0.2557392	-0.012289047	-0.21050644	-0.27092266	0.012288094	35_44329	"Cluster: Dehydrogenase-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Dehydrogenase-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5VQP1		0	CHR01V5|COORD:34733225..34736067|protein L-2-hydroxyglutarate dehydrogenase, mitochondrial precursor, putative, expressed	LOC_Os01g59490.1	no description	not assigned.unknown	35_2

CUST_17115_PI399408534	2	0.45515823	-0.36412907	0.091641426	-0.107097626	-0.09164047	0.24232483	35_10699	"Cluster: Os09g0485600 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0485600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J0S3	CHR3V7|COORD:21381913..21384098| zinc finger (C2H2 type) protein (WIP2)	AT3G57670.1	CHR09V5|COORD:18737733..18738395|protein TRANSPARENT TESTA 1 protein, putative, expressed	LOC_Os09g31150.1	no descriptionweakly similar to ( 125)AT3G57670| Symbols:  | zinc finger (C2H2 type) protein (WIP2) | chr3:21381913-21384098 FORWARDTT_ORF1 PRK07764 Protamine_P1	RNA.regulation of transcription.C2H2 zinc finger family	27_3_11

CUST_65228_PI403524517	2	0.028767586	0.82946587	-0.02876854	-0.038009644	-0.12924862	0.06687164	35_18623	"Cluster: Os02g0137100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os02g0137100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E447	CHR3|COORD:3167956..3170908| expressed protein	AT3G10250.2	CHR02V5|COORD:1967698..1972804|protein plant-specific domain TIGR01589 family protein, expressed	LOC_Os02g04450.1	" no descriptionmoderately similar to ( 267)AT3G10250| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G04090.2); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD10374.1); similar to Os02g0137100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001045827.1); contains InterPro domain Conserved hypothetical protein 1589, plant; (InterPro:IPR006476) | chr3:3168376-3170423 REVERSEA_thal_3526 "	not assigned.unknown	35_2

CUST_59634_PI403524517	2	0.0057497025	-0.48356628	0.07519722	0.0457201	-0.102742195	-0.005750656	35_17003	"Cluster: Sterol desaturase family protein, expressed; n=2; Poaceae|Rep: Sterol desaturase family protein, expressed - Oryza sativa (japonica"	UniRef90_Q2QZ14	"CHR2V7|COORD:12617835..12619876| SMO2-1 (sterol 4-alpha-methyl-oxidase 1); C-4 methylsterol oxidase"	AT2G29390.2	CHR11V5|COORD:28399184..28395918|protein C-4 methylsterol oxidase, putative, expressed	LOC_Os11g48020.1	 no descriptionmoderately similar to ( 441)AT2G29390| Symbols: ATSMO2, SMO2-1 | SMO2-1 (sterol 4-alpha-methyl-oxidase 1) | chr2:12617835-12619006 REVERSEvery weakly similar to (65.5)SC5D_TOBACDelta(7)-sterol-C5(6)-desaturase - Nicotiana tabacum (Common tobacco)not assigned not assigned not assigned ERG3 FA_hydroxylase 	lipid metabolism.'exotics' (steroids, squalene etc).methylsterol monooxygenase	11_8_2

CUST_31478_PI399408534	2	0.29020786	0.0604496	-0.0604496	-0.19764805	-0.20166779	0.26378345	35_3255	Rep: MADS-box transcription factor TaAGL10 - Triticum aestivum (Wheat)	UniRef90_Q1G194	"CHR1V7|COORD:25986239..25989765| AP1 (APETALA1); DNA binding / transcription factor"	AT1G69120.1	CHR07V5|COORD:24786781..24792189|protein MADS-box transcription factor 18, putative, expressed	LOC_Os07g41370.1	"no descriptionweakly similar to ( 197)AT1G69120| Symbols: AP1 | AP1 (APETALA1); DNA binding / transcription factor | chr1:25986239-25989765 REVERSEmoderately similar to ( 304)MAD18_ORYSAnot assigned not assigned MADS_MEF2_like K-box MADS MADS SRF-TF MADS_SRF_like ARG80"	RNA.regulation of transcription.MADS box transcription factor family	27_3_24

CUST_101836_PI403524517	2	0.24135494	0.01654625	0.110135555	-0.01654625	-0.6782508	-0.14776993	35_29054	"Cluster: Putative peroxisomal membrane protein 22 kDa; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative peroxisomal membrane protein 22 kDa - Oryza sat"	UniRef90_Q6H6J7	"CHR4V7|COORD:8235331..8236601| similar to PMP22 (peroxisomal membrane protein 22) [Arabidopsis thaliana] (TAIR:AT4G04470.1); similar to Os08g0566900 [Oryza"	AT4G14305.1	CHR02V5|COORD:7069494..7066390|protein peroxisomal membrane protein PMP22, putative, expressed	LOC_Os02g13270.1	"no descriptionweakly similar to ( 117)AT4G14305| Symbols:  | similar to PMP22 (peroxisomal membrane protein 22) [Arabidopsis thaliana] (TAIR:AT4G04470.1); similar to Os08g0566900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001062544.1); similar to Os02g0226000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001046343.1); similar to hypothetical protein DDBDRAFT_0188787 [Dictyostelium discoideum AX4] (GB:XP_635840.1); contains InterPro domain Mpv17/PMP22; (InterPro:IPR007248) | chr4:8235331-8236601 REVERSEnot assigned"	not assigned.no ontology	35_1

CUST_66663_PI403524517	2	0.03539467	0.4380722	-0.03539467	-0.06899071	-0.20742035	0.14085865	35_19034	"Cluster: Os04g0612900 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os04g0612900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JA73	"CHR1V7|COORD:1726760..1728179| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G31710.1); similar to Os04g0612900 [Oryza sativa (japonica"	AT1G05780.1	CHR04V5|COORD:30857445..30858852|protein expressed protein	LOC_Os04g52300.1	"no descriptionweakly similar to ( 104)AT1G05780| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G31710.1); similar to Os04g0612900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001053850.1) | chr1:1726760-1728179 FORWARDVMA21"	not assigned.unknown	35_2

CUST_125987_PI403524517	2	-0.021588326	-0.5761118	0.09825325	0.09203625	-0.0038833618	0.0038833618	35_35471	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_6829_PI403524517	2	0.11754608	-1.4171124	-0.3271284	0.08641529	-0.0024576187	0.0024576187	35_1896	"Cluster: Putative ribonucleotide reductase R2; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative ribonucleotide reductase R2 - Oryza sativa (japonica cu"	UniRef90_Q5VRJ6	"CHR3V7|COORD:9981208..9982294| TSO2 (TSO2); ribonucleoside-diphosphate reductase"	AT3G27060.1	CHR06V5|COORD:8231133..8229483|protein ribonucleoside-diphosphate reductase small chain, putative, expressed	LOC_Os06g14620.1	"no descriptionhighly similar to ( 538)AT3G27060| Symbols: TSO2 | TSO2 (TSO2); ribonucleoside-diphosphate reductase | chr3:9981208-9982294 REVERSEhighly similar to ( 547)RIR2_TOBACRibonucleoside-diphosphate reductase small chain - Nicotiana tabacum (Common tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Ribonuc_red_sm RNRR2 NrdF PRK07209 nrdF PRK12759 Atrophin-1 Herpes_BLLF1 PRK07003 Ferritin_like Tymo_45kd_70kd nrdB APC_basic AF-4 PRK07764 KAR9 IER HPC2 PRK12323 PRK08326 PRK12678 TT_ORF1 SerH Extensin_2 DUF566 DUF1421 PAP1 DUF1777 Herpes_UL32"	nucleotide metabolism.deoxynucleotide metabolism.ribonucleoside-diphosphate reductase	23_5_4

CUST_74829_PI403524517	2	0.016206741	-0.18767548	0.04506111	0.04004097	-0.016206741	-0.016206741	35_21455	"Cluster: Os09g0570300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os09g0570300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IZG6	CHR4V7|COORD:6945122..6947181| short-chain dehydrogenase/reductase (SDR) family protein	AT4G11410.1	CHR09V5|COORD:22762384..22766487|protein retinol dehydrogenase 14, putative, expressed	LOC_Os09g39670.1	no descriptionweakly similar to ( 199)AT4G11410| Symbols:  | short-chain dehydrogenase/reductase (SDR) family protein | chr4:6945122-6947181 REVERSEnot assigned PRK06196 PRK06197 PRK05854 PRK07453	misc.short chain dehydrogenase/reductase (SDR)	26_22

CUST_17713_PI404877155	2	-0.22988701	-0.90716743	0.04546547	0.023384094	0.0988884	-0.023385048	HV03N17u_s_at	S-adenosylmethionine synthetase 1 (Methionine adenosyltransferase 1) (AdoMet synthetase 1) pir||T06180 methionine adenosyltransferase (EC 2.	P50299	S-adenosylmethionine synthetase, putative	At3g17390.1	protein S-adenosylmethionine synthetase	Os01g22010	NONE	amino acid metabolism.synthesis.aspartate family.methionine	13_1_3_4

CUST_88914_PI403524517	2	0.050588608	-0.104146	-0.050588608	0.25785446	-0.17704868	0.08740902	35_25441	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_104816_PI403524517	2	0.23914671	0.33854103	0.06488943	-0.2644825	-0.06488943	-0.585794	35_29865	Rep: Cadmium/zinc-transporting ATPase 4 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q9SZW5	"CHR4V7|COORD:14720259..14724583| HMA2 (Heavy metal ATPase 2); cadmium-transporting ATPase"	AT4G30110.1	CHR07V5|COORD:7407857..7404049|protein cadmium/zinc-transporting ATPase 2, putative	LOC_Os07g12900.1	"no descriptionvery weakly similar to (57.4)AT4G30110| Symbols: HMA2 | HMA2 (Heavy metal ATPase 2); cadmium-transporting ATPase | chr4:14720259-14724583 REVERSEnot assigned ZntA MgtA KdpB PRK01122 zntA"	transport.metal	34_12

CUST_37876_PI403524517	2	0.012666702	-0.30554676	0.004673958	0.1466837	-0.004673958	-0.06395054	35_10900	0	0	0	0	CHR09V5|COORD:14456454..14453725|protein 2-oxo acid dehydrogenases acyltransferase family protein, expressed	LOC_Os09g24320.1	no description	not assigned.unknown	35_2

CUST_51315_PI403524517	2	-0.3289938	0.04835987	0.22843456	0.06441498	-0.04835987	-0.15801716	35_14627	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_155519_PI403524517	2	0.057641983	-0.16481829	0.11065912	0.41991234	-0.057641983	-0.34773827	35_43443	"Cluster: ABC transporter precursor; n=1; Kineococcus radiotolerans SRS30216|Rep: ABC transporter precursor - Kineococcus radiotolerans SRS30216"	UniRef90_Q419T3		0	0	0	no description	not assigned.unknown	35_2

CUST_53267_PI403524517	2	8.2969666E-5	0.30133438	-0.019406319	-0.038220406	-8.2969666E-5	0.023121834	35_15159	"Cluster: Malate dehydrogenase, glyoxysomal precursor; n=2; Oryza sativa|Rep: Malate dehydrogenase, glyoxysomal precursor - Oryza sativa (Rice)"	UniRef90_Q42972	"CHR5V7|COORD:2993646..2995552| PMDH2 (PEROXISOMAL NAD-MALATE DEHYDROGENASE 2); malate dehydrogenase"	AT5G09660.1	CHR03V5|COORD:32028626..32024942|protein malate dehydrogenase, glyoxysomal precursor, putative, expressed	LOC_Os03g56280.1	no descriptionmoderately similar to ( 482)AT5G09660| Symbols: PMDH2 | PMDH2 (PEROXISOMAL NAD-MALATE DEHYDROGENASE 2) | chr5:2993692-2995170 REVERSEhighly similar to ( 507)MDHG_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned MDH_glycosomal_mitochondrial PRK05086 Mdh LDH_MDH LDH-like_MDH Ldh_1_C Ldh_1_N PRK06223 LDH MDH ldh MDH_cytoplasmic_cytosolic PRK05442 FAP PRK07764 Extensin_2 DUF605	gluconeogenesis.Malate DH	6_3

CUST_157144_PI403524517	2	-0.064712524	-0.14542103	-0.0032291412	0.23377895	0.17590523	0.0032281876	35_43886	"Cluster: NADH dehydrogenase [ubiquinone] iron-sulfur protein 6; n=3; Arabidopsis thaliana|Rep: NADH dehydrogenase [ubiquinone] iron-sulfur protein 6 - Arabidops"	UniRef90_Q9M9B4	CHR1V7|COORD:18181364..18181937| NADH-ubiquinone oxidoreductase-related	AT1G49140.1	CHR10V5|COORD:22609264..22611262|protein expressed protein	LOC_Os10g42540.1	no descriptionweakly similar to ( 159)AT1G49140| Symbols:  | NADH-ubiquinone oxidoreductase-related | chr1:18181364-18181937 REVERSEnot assigned	mitochondrial electron transport / ATP synthesis.NADH-DH.localisation not clear	9_1_2

CUST_16143_PI404877155	2	-1.2333055	-1.0520024	-0.1357975	0.7358403	0.72768164	0.1357975	EBem05_SQ003_L06_at	heat shock proteins - barley gb|AAB28590.1| HSP=26 kda heat shock protein {clone B236} [Hordeum vulgare=barley,	S39497	25.3 kDa small heat shock protein, chloroplast precursor (HSP25.3-P)	At4g27670.1	protein heat shock protein 26	Os03g14180	"25.3 kDa small heat shock protein, chloroplast precursor (HSP25.3-P), identical to small heat shock protein, chloroplast precursor SP:P31170 from (Arabidopsis thaliana); identified in Scharf, K-D., et al,Cell Stress & Chaperones (2001) 6: 225-237."	stress.abiotic.heat	20_2_1

CUST_166721_PI403524517	2	0.07947588	0.7362747	-0.22145796	0.1424551	-0.43354797	-0.07947636	35_46444	"Cluster: Os03g0715400 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os03g0715400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DP48	"CHR1V7|COORD:25484471..25487839| similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:AAL58202.1); similar to"	AT1G67960.1	CHR03V5|COORD:28908243..28913572|protein eukaryotic membrane protein family protein, expressed	LOC_Os03g50730.2	no description	not assigned.unknown	35_2

CUST_30741_PI403524517	2	-1.1251326	1.4041729	0.59755707	-0.32059383	0.32059383	-0.7731886	35_8872	"Cluster: Hypothetical protein P0679C08.32; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0679C08.32 - Oryza sativa (japonica cultivar-g"	UniRef90_Q9FPB9	0	0	CHR06V5|COORD:1784890..1784160|protein Q-rich domain protein, putative, expressed	LOC_Os06g04240.1	no description	not assigned.unknown	35_2

CUST_79410_PI403524517	2	0.138587	0.049880028	-0.091612816	-0.049880028	0.17354679	-0.2070818	35_22778	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_2499_PI399408534	2	-0.084713936	0.08759689	-0.29491138	0.833725	0.08471346	-0.21521997	35_4792	"Cluster: Putative transcription activator RF2a; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative transcription activator RF2a - Oryza sativa (japonica"	UniRef90_Q5JMK6	CHR3V7|COORD:21532266..21534055| bZIP transcription factor family protein	AT3G58120.1	CHR01V5|COORD:32054863..32057234|protein transcription factor RF2b, putative, expressed	LOC_Os01g55150.1	no descriptionweakly similar to ( 104)AT3G58120| Symbols:  | bZIP transcription factor family protein | chr3:21532266-21534055 REVERSE	RNA.regulation of transcription.bZIP transcription factor family	27_3_35

CUST_26923_PI403524517	2	0.11762333	0.2106924	-0.122763634	0.0022230148	-0.15703487	-0.0022239685	35_7799	"Cluster: Os08g0100400 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os08g0100400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J8P9	CHR4V7|COORD:16330595..16334869| protein binding / zinc ion binding	AT4G34100.1	CHR06V5|COORD:25973647..25966863|protein protein binding protein, putative, expressed	LOC_Os06g43210.1	no descriptionweakly similar to ( 115)AT4G34100| Symbols:  | protein binding / zinc ion binding | chr4:16330595-16334869 FORWARD	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_169168_PI403524517	2	-0.06991291	-0.10270119	0.044916153	0.11153793	0.056765556	-0.044917107	35_47114	Rep: Translational elongation factor Tu - Oryza sativa (Rice)	UniRef90_Q8W2C4	CHR5V7|COORD:23551169..23556691| actin binding	AT5G58160.1	CHR03V5|COORD:35769138..35765196|protein elongation factor Tu, mitochondrial precursor, putative, expressed	LOC_Os03g63410.2	no descriptionPRK07764	not assigned.unknown	35_2

CUST_5268_PI404877155	2	0.0019760132	0.14407682	-0.0019755363	-0.10609627	-0.21461487	0.09226322	Contig16818_at	DNAJ heat shock N-terminal domain-containing protein [Arabidopsis thaliana]	NP_179746.1	DNAJ heat shock N-terminal domain-containing protein	At2g21510.1	protein Dehydrin, putative	Os01g50700	"DNAJ heat shock N-terminal domain-containing protein, similar to SP:P39101 CAJ1 protein, Saccharomyces cerevisiae, PIR2:S48085; contains Pfam profile PF00226 DnaJ domain"	stress.abiotic.heat	20_2_1

CUST_4341_PI404877155	2	-0.0038757324	0.1973362	0.003876686	-0.19796562	-0.058228493	0.021068573	Contig15309_at	AP2/EREBP transcription factor BABY BOOM2 [Brassica napus]	AAM33801.1	ovule development protein, putative	At1g51190.1	protein AP2 domain, putative	Os02g51300	ovule development protein aintegumenta (ANT)	RNA.regulation of transcription.AP2/EREBP, APETALA2/Ethylene-responsive element binding protein family	27_3_03

CUST_129332_PI403524517	2	-0.08583212	0.18108892	0.0036911964	-0.0036911964	-0.027552128	0.10187769	35_36337	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_1307_PI399408534	2	0.08797932	-0.72304916	0.058762074	-0.058761597	0.12663364	-0.1986103	35_26311	"Cluster: Putative C-14 sterol reductase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative C-14 sterol reductase - Oryza sativa (japonica cultivar-group"	UniRef90_Q650W2	CHR3|COORD:19641176..19644261| C-14 sterol reductase / delta(14)-sterol reductase / FACKEL (FK), identical to gi:9082182	AT3G52940.2	CHR09V5|COORD:22536132..22540257|protein delta(14)-sterol reductase, putative, expressed	LOC_Os09g39220.1	 no descriptionvery weakly similar to (53.5)AT3G52940| Symbols: HYD2, ELL1, FK | FK (FACKEL) | chr3:19642008-19644090 REVERSEnot assigned not assigned not assigned 	hormone metabolism.brassinosteroid.synthesis-degradation.sterols.FACKEL	17_3_1_2_4

CUST_35312_PI403524517	2	0.31997204	0.09968376	0.5692148	-0.19416142	-0.3328104	-0.09968376	35_10180	"Cluster: Hypothetical protein OSJNBb0014K18.5; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0014K18.5 - Oryza sativa (japonica cu"	UniRef90_Q6I576	CHR1V7|COORD:11399903..11405702| actin binding	AT1G31810.1	CHR05V5|COORD:19840016..19849298|protein SPL7, putative, expressed	LOC_Os05g33810.1	no description	not assigned.unknown	35_2

CUST_106648_PI403524517	2	2.0918512	-0.39278173	0.20621824	0.87680817	-0.55718136	-0.20621872	35_30351	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_20046_PI403524517	2	0.17460823	-0.26160526	0.015657425	-0.019032478	-0.015657425	0.023889542	35_5808	"Cluster: Kinesin light chain-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Kinesin light chain-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K715	CHR2V7|COORD:13324647..13326595| tetratricopeptide repeat (TPR)-containing protein	AT2G31240.1	CHR02V5|COORD:35215229..35212441|protein kinesin light chain, putative, expressed	LOC_Os02g57470.1	no descriptionmoderately similar to ( 423)AT2G31240| Symbols:  | tetratricopeptide repeat (TPR)-containing protein | chr2:13324647-13326595 REVERSEnot assigned	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_53475_PI403524517	2	-0.063794136	0.6127081	0.24666595	-0.06859779	-0.301363	0.06379318	35_15211	"Cluster: Cold acclimation protein WCOR413; n=1; Triticum aestivum|Rep: Cold acclimation protein WCOR413 - Triticum aestivum (Wheat)"	UniRef90_P93613	CHR2V7|COORD:6957245..6958094| COR413-PM1 (cold regulated 413 plasma membrane 1)	AT2G15970.1	CHR03V5|COORD:31729546..31732297|protein cold acclimation protein COR413-PM1, putative, expressed	LOC_Os03g55850.1	 no descriptionweakly similar to ( 185)AT2G15970| Symbols: WCOR413, WCOR413-LIKE, ATCOR413-PM1, FL3-5A3, COR413-PM1 | COR413-PM1 (cold regulated 413 plasma membrane 1) | chr2:6957245-6958094 FORWARDWCOR413 	stress.abiotic.cold	20_2_2

CUST_2418_PI404877155	2	0.016375542	0.25721264	-0.016375542	-0.07614517	-0.07335758	0.051779747	Contig12804_at	transducin family protein / WD-40 repeat family protein [Arabidopsis thaliana]	NP_199754.2	transducin family protein / WD-40 repeat family protein	At5g49430.1	protein WD-40 repeat protein, putative	Os03g19340	WD-40 repeat protein-like	RNA.regulation of transcription.Bromodomain proteins	27_3_42

CUST_178467_PI403524517	2	-0.027853966	0.53870964	0.10313606	-0.05237961	0.018522263	-0.018523216	35_49636	"Cluster: FAD dependent oxidoreductase family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: FAD dependent oxidoreductase family protein, e"	UniRef90_Q10AT7	CHR1V7|COORD:21398919..21401800| amine oxidase family	AT1G57770.1	CHR03V5|COORD:35337050..35331863|protein carotenoid isomerase 1, chloroplast precursor, putative, expressed	LOC_Os03g62510.3	no description	not assigned.unknown	35_2

CUST_25524_PI399408534	2	-0.13007975	0.22820902	0.13007975	0.43388653	-0.37126064	-0.80155134	35_14741	"Cluster: 12-oxo-phytodienoic acid reductase; n=1; Zea mays|Rep: 12-oxo-phytodienoic acid reductase - Zea mays (Maize)"	UniRef90_Q49HE1	"CHR1V7|COORD:28781876..28783165| OPR1 (12-oxophytodienoate reductase 1); 12-oxophytodienoate reductase"	AT1G76680.1	CHR06V5|COORD:5895353..5893725|protein 12-oxophytodienoate reductase 2, putative, expressed	LOC_Os06g11240.1	"no descriptionweakly similar to ( 118)AT1G76680| Symbols: OPR1 | OPR1 (12-oxophytodienoate reductase 1); 12-oxophytodienoate reductase | chr1:28781876-28783165 FORWARDnot assigned OYE_like_FMN PRK10605 OYE_like_5_FMN NemA Oxidored_FMN OYE_like_FMN_family OYE_like_4_FMN"	hormone metabolism.jasmonate.synthesis-degradation.12-Oxo-PDA-reductase	17_7_1_5

CUST_6274_PI404877155	2	0.0398798	-0.12944412	-0.041445732	-0.0058078766	0.005806923	0.052366257	Contig18844_at	P0554D10.15 [Oryza sativa (japonica cultivar-group)]	NP_908737.1	mitochondrial substrate carrier family protein	At5g15640.1	protein Mitochondrial carrier protein, putative	Os01g22600	NONE	transport.metabolite transporters at the mitochondrial membrane	34_9

CUST_78386_PI403524517	2	0.085915565	-0.26422405	-0.057765484	0.057765007	0.18161392	-0.11663389	35_22473	"Cluster: Os02g0763300 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0763300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DXB4	0	0	CHR03V5|COORD:2517931..2519094|protein retrotransposon protein, putative, unclassified	LOC_Os03g05240.1	no description	not assigned.unknown	35_2

CUST_57582_PI403524517	2	-0.18307495	0.02436924	0.21823978	0.07928038	-0.024368763	-0.3391385	35_16416	"Cluster: Putative RNA binding protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative RNA binding protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q75LJ7	"CHR3V7|COORD:9673190..9674292| ATRZ-1A; RNA binding / nucleotide binding"	AT3G26420.1	CHR03V5|COORD:35076279..35073046|protein glycine-rich RNA-binding protein 8, putative, expressed	LOC_Os03g61990.5	no description	not assigned.unknown	35_2

CUST_93810_PI403524517	2	0.4000988	-0.6161175	-0.122621536	0.1369009	-0.0076465607	0.0076465607	35_26822	0	0	CHR5V7|COORD:15457074..15460237| protein kinase family protein	AT5G38560.1	CHR01V5|COORD:12684225..12687053|protein polygalacturonase, putative, expressed	LOC_Os01g22590.1	no description	not assigned.unknown	35_2

CUST_7098_PI399408534	2	-0.041519165	0.57508564	0.07543373	-0.060029984	-0.015030861	0.015031815	35_14119	Rep: Putative poly(A) polymerase - Oryza sativa (japonica cultivar-group)	UniRef90_Q5Z7G3	"CHR4V7|COORD:15850138..15853814| nPAP (NUCLEAR POLY(A) POLYMERASE); nucleotidyltransferase"	AT4G32850.4	CHR06V5|COORD:21349396..21342400|protein poly, putative, expressed	LOC_Os06g36360.3	" no descriptionmoderately similar to ( 456)AT4G32850| Symbols: PAP(IV), nPAP | nPAP (NUCLEAR POLY(A) POLYMERASE); nucleotidyltransferase | chr4:15850138-15854447 FORWARDnot assigned PAP_central PAP1 PAP_RNA-bind "	RNA.processing	27_1

CUST_14641_PI399408534	2	-0.19169044	-0.55365515	0.008377552	0.22667122	0.4290347	-0.008377552	35_28019	"Cluster: YABBY protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: YABBY protein, expressed - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QM17	CHR2V7|COORD:11311001..11313817| plant-specific transcription factor YABBY family protein	AT2G26580.1	CHR12V5|COORD:26444027..26453782|protein axial regulator YABBY2, putative, expressed	LOC_Os12g42610.1	"no descriptionvery weakly similar to (85.9)AT1G08465| Symbols: YAB2 | YAB2 (YABBY 2); transcription factor | chr1:2676030-2679385 FORWARDvery weakly similar to (79.7)YAB1_ORYSAYABBY"	RNA.regulation of transcription.C2C2(Zn) YABBY family	27_3_10

CUST_67713_PI403524517	2	0.023364067	-0.0031766891	-0.24899197	0.0031757355	-0.12562275	0.024823189	35_19344	Rep: H0502B11.5 protein - Oryza sativa (Rice)	UniRef90_Q01L46	CHR5V7|COORD:14552191..14557526| AMP binding / acetate-CoA ligase/ catalytic	AT5G36880.2	CHR04V5|COORD:19890363..19895680|protein acetyl-coenzyme A synthetase 2, putative, expressed	LOC_Os04g33190.1	no descriptionmoderately similar to ( 395)AT5G36880| Symbols:  | AMP binding / acetate-CoA ligase/ catalytic | chr5:14552191-14557526 REVERSEvery weakly similar to (75.1)4CL1_SOYBN4-coumarate--CoA ligase 1 - Glycine max (Soybean)not assigned not assigned not assigned not assigned PRK02167 PRK01291 PRK04664 PRK02239 acsA PRK03613 PRK02530 Acs PRK03582 PRK03429 PRK00851 PRK03914 PRK04319 PRK10524 CaiC AMP-binding PRK03584 PRK08316 PRK07529 EntE PRK06187 PRK07787 PRK06155 PRK09088 PRK07656 PRK08276 PRK07684 PRK08314 entE caiC PRK08974 PRK07788 PRK06188 PRK03640 PRK06087 PRK07867 PRK07470 PRK06018 PRK07798 PRK07514 PRK07771 PRK06145 PRK06060 PRK08162 PRK06219 PRK07059 PRK07786 PRK12492 PRK09089 PRK08315 PRK07638 PRK06839 PRK05677 PRK12583 PRK08751 PRK07770 PRK07008 PRK06710 PRK12406 PRK07824 PRK05605 PRK06164 PRK07445 PRK06178 PRK12316 PRK05852 PRK05691 PRK06368 PRK08308 PRK12467	lipid metabolism.FA synthesis and FA elongation.acyl coa ligase	11_1_8

CUST_28344_PI399408534	2	0.18094349	0.302732	0.04569769	-0.16633177	-0.045698166	-0.21430111	35_9932	"Cluster: Auxin efflux carrier protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Auxin efflux carrier protein-like - Oryza sativa (japonica cultivar"	UniRef90_Q6YZX7	CHR1V7|COORD:26816213..26817586| auxin efflux carrier family protein	AT1G71090.1	CHR08V5|COORD:5316374..5318918|protein auxin Efflux Carrier family protein, expressed	LOC_Os08g09190.1	no descriptionweakly similar to ( 186)AT1G71090| Symbols:  | auxin efflux carrier family protein | chr1:26816213-26817586 FORWARDnot assigned not assigned	transport.misc	34_99

CUST_160908_PI403524517	2	0.0129032135	0.23930073	-0.0129032135	-0.01969719	-0.3610487	0.17101574	35_44898	"Cluster: Hypothetical protein P0019D06.31; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0019D06.31 - Oryza sativa (japonica cultivar-g"	UniRef90_Q9FU80	CHR3V7|COORD:20633647..20634868| mitochondrial glycoprotein family protein / MAM33 family protein	AT3G55605.1	CHR01V5|COORD:2357246..2354653|protein mitochondrial glycoprotein, expressed	LOC_Os01g05010.1	no descriptionvery weakly similar to (60.1)AT3G55605| Symbols:  | mitochondrial glycoprotein family protein / MAM33 family protein | chr3:20633647-20634868 FORWARDnot assigned	not assigned.no ontology	35_1

CUST_60021_PI403524517	2	0.05877304	-0.12687778	-0.024479866	0.07084274	0.024479866	-0.077960014	35_17109	Rep: OSJNBa0042I15.24 protein - Oryza sativa (Rice)	UniRef90_Q4JF04	CHR5V7|COORD:7474977..7477482| beta-fructofuranosidase, putative / invertase, putative / saccharase, putative / beta-fructosidase, putative	AT5G22510.1	CHR04V5|COORD:20069030..20072130|protein alkaline/neutral invertase, putative, expressed	LOC_Os04g33490.1	 no descriptionhighly similar to ( 796)AT5G22510| Symbols:  | beta-fructofuranosidase, putative / invertase, putative / saccharase, putative / beta-fructosidase, putative | chr5:7474977-7477482 REVERSEInvertase_neut GDB1 	major CHO metabolism.degradation.sucrose.invertases.neutral	2_2_1_3_1

CUST_116077_PI403524517	2	0.0103702545	-0.0103702545	-0.062687874	0.092139244	-0.45287228	0.22235489	35_32915	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_51260_PI403524517	2	-0.017508507	0.030456543	0.019961357	-0.11022854	-0.05161476	0.017508507	35_14613	"Cluster: Putative ceramide glucosyltransferase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative ceramide glucosyltransferase - Oryza sativa (japonica"	UniRef90_Q5N724	CHR2V7|COORD:8588660..8592200| ceramide glucosyltransferase, putative	AT2G19880.1	0	0	 no descriptionvery weakly similar to (58.9)AT2G19880| Symbols:  | ceramide glucosyltransferase, putative | chr2:8588660-8592200 FORWARD	lipid metabolism.'exotics' (steroids, squalene etc).sphingolipids.ceramide glucosyltransferase	11_8_1_3

CUST_123338_PI403524517	2	-0.0010728836	-0.42919445	0.29244232	0.01804161	0.0010719299	-0.04799843	35_34785	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_92614_PI403524517	2	0.4737854	-0.016695023	2.6299243	-0.13494682	-0.26720715	0.016695023	35_26480	"Cluster: Sel-1, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Sel-1, putative, expressed - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10NT7	CHR1V7|COORD:11399903..11405702| actin binding	AT1G31810.1	CHR03V5|COORD:8377870..8384920|protein sel-1 homolog precursor, putative, expressed	LOC_Os03g15350.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Extensin_2 TT_ORF1 Atrophin-1	not assigned.unknown	35_2

CUST_154103_PI403524517	2	-0.13894987	0.7584882	0.55719805	-0.32309723	-0.7794657	0.13894987	35_43062	"Cluster: Glutamine-dependent asparagine synthetase; n=2; Triticeae|Rep: Glutamine-dependent asparagine synthetase - Triticum aestivum (Wheat)"	UniRef90_Q5QFC3	CHR3V7|COORD:17449121..17452028| ASN1 (DARK INDUCIBLE 6)	AT3G47340.1	CHR06V5|COORD:8764754..8757770|protein asparagine synthetase, putative, expressed	LOC_Os06g15420.1	 no descriptionvery weakly similar to (94.7)AT3G47340| Symbols: DIN6, AT-ASN1, ASN1 | ASN1 (DARK INDUCIBLE 6) | chr3:17449430-17452028 REVERSEweakly similar to ( 114)ASNS_ASPOFAsparagine synthetase [glutamine-hydrolyzing] - Asparagus officinalis (Garden asparagus)not assigned asnB 	amino acid metabolism.synthesis.aspartate family.asparagine	13_1_3_1

CUST_23477_PI403524517	2	-0.21884918	-0.14838696	-0.24203968	0.17551708	0.14838791	0.20274734	35_6823	"Cluster: Arm repeat protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Arm repeat protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q84VE7	CHR5V7|COORD:320980..323004| armadillo/beta-catenin repeat family protein / U-box domain-containing protein	AT5G01830.1	CHR05V5|COORD:23380024..23382656|protein spotted leaf protein 11, putative, expressed	LOC_Os05g39930.1	no descriptionvery weakly similar to (55.8)AT5G01830| Symbols:  | armadillo/beta-catenin repeat family protein / U-box domain-containing protein | chr5:320980-323004 FORWARDnot assigned rpl15p PRK12323 PRK07764	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_95562_PI403524517	2	0.098050594	-0.84396935	-0.09805012	0.12823963	0.11666012	-0.2303257	35_27311	Rep: T2P11.9 protein - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q9ZVG8	CHR1V7|COORD:9319743..9321461| pentatricopeptide (PPR) repeat-containing protein	AT1G26900.1	CHR08V5|COORD:24269343..24273295|protein selenium-binding protein-like, putative	LOC_Os08g38610.1	no descriptionweakly similar to ( 195)AT1G26900| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr1:9319743-9321461 REVERSE	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_80859_PI403524517	2	0.21341896	-0.15376472	0.049790382	-0.049791336	0.08265877	-0.068837166	35_23190	"Cluster: Hypothetical protein OSJNBb0039M16.34; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0039M16.34 - Oryza sativa (japonica"	UniRef90_Q6YVW1	CHR4V7|COORD:7758606..7760888| leucine-rich repeat family protein / extensin family protein	AT4G13340.1	CHR07V5|COORD:24722867..24726483|protein expressed protein	LOC_Os07g41260.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07764 Drf_FH1 Atrophin-1 PRK12323 Extensin_2 DUF1421 PRK07003 Tymo_45kd_70kd PRK05648 GRASP55_65 PRK10819 HPC2 DUF1210 DUF605 TonB Herpes_BLLF1 PRK08853 PRK11633 tatB	not assigned.unknown	35_2

CUST_138414_PI403524517	2	-0.04821968	1.5670767	-0.041391373	0.1868658	0.041391373	-0.12870121	35_38826	Rep: PREDICTED: hypothetical protein - Bos taurus	UniRef90_UPI0000EBF04D	CHR4V7|COORD:7758606..7760888| leucine-rich repeat family protein / extensin family protein	AT4G13340.1	CHR06V5|COORD:9796426..9800779|protein transposon protein, putative, CACTA, En/Spm sub-class	LOC_Os06g16900.1	no description	not assigned.unknown	35_2

CUST_139399_PI403524517	2	0.87598085	0.041909695	-0.041909218	0.055909157	-0.3209858	-0.3706503	35_39095	"Cluster: Os07g0656800 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os07g0656800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D402	CHR3V7|COORD:22512702..22514157| catalytic	AT3G60910.1	CHR07V5|COORD:27633820..27636964|protein methylase, putative, expressed	LOC_Os07g46340.5	no descriptionvery weakly similar to (61.6)AT3G60910| Symbols:  | catalytic | chr3:22512702-22514157 FORWARD	not assigned.no ontology	35_1

CUST_23297_PI403524517	2	0.24237442	-0.11893177	0.33278227	0.097332	-0.12050629	-0.09733248	35_6770	"Cluster: Hypothetical protein P0681F05.114; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0681F05.114 - Oryza sativa (japonica cultivar"	UniRef90_Q8GVP9	CHR2V7|COORD:8975451..8977560| folic acid binding / transferase	AT2G20830.2	CHR07V5|COORD:20747975..20750138|protein oral cancer overexpressed protein 1, putative, expressed	LOC_Os07g34610.2	no descriptionweakly similar to ( 121)AT2G20830| Symbols:  | folic acid binding / transferase | chr2:8975451-8976879 REVERSEnot assigned DUF1715	not assigned.no ontology	35_1

CUST_154760_PI403524517	2	-0.23449945	0.48652744	0.33214092	0.14238405	-0.14238453	-0.15196562	35_43238	Rep: Hypothetical protein - Populus tremuloides (Quaking aspen)	UniRef90_Q84TK8	CHR1V7|COORD:180401..182066| heavy-metal-associated domain-containing protein	AT1G01490.1	CHR04V5|COORD:33861540..33862863|protein metal ion binding protein, putative, expressed	LOC_Os04g57200.1	no descriptionvery weakly similar to (52.0)AT1G01490| Symbols:  | metal ion binding | chr1:180401-182066 REVERSETT_ORF1	DNA.repair	28_2

CUST_91095_PI403524517	2	0.1004138	0.21256876	-0.100414276	0.68646765	-0.486053	-0.4038024	35_26050	Rep: Hypothetical protein - Phaeosphaeria nodorum SN15	UniRef90_Q0UPA1	CHR3|COORD:4433121..4435312| 60S ribosomal protein L7 (RPL7D), similar to 60S ribosomal protein L7 GB:AAD14525 GI:4262232 from (Arabidopsis thaliana)	AT3G13580.1	CHR04V5|COORD:30380850..30383841|protein 60S ribosomal protein L7-2, putative, expressed	LOC_Os04g51630.2	no descriptionweakly similar to ( 194)AT3G13580| Symbols:  | 60S ribosomal protein L7 (RPL7D) | chr3:4433816-4435116 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Ribosomal_L7 Ribosomal_L30 Ribosomal_L30_N Ribosomal_L30_L7 rpl30p RpmD DUF566 Tymo_45kd_70kd Herpes_BLLF1 HPC2	protein.synthesis.misc ribososomal protein	29_2_2

CUST_281_PI399407379	2	0.17624378	-0.010653973	-0.20823097	0.1992569	0.010653973	-0.16370201	HvNCED13									

CUST_88505_PI403524517	2	-0.0060710907	0.6475773	0.13465595	-0.4913931	0.006070614	-0.15385437	35_25334	"Cluster: OSJNBa0010D21.6 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0010D21.6 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XTV9	CHR2V7|COORD:17581921..17584475| zinc finger (ubiquitin-hydrolase) domain-containing protein	AT2G42160.1	CHR04V5|COORD:32780712..32775229|protein BRCA1-associated protein, putative, expressed	LOC_Os04g55480.3	no descriptionvery weakly similar to (96.7)AT2G42160| Symbols:  | zinc finger (ubiquitin-hydrolase) domain-containing protein | chr2:17581921-17584475 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned BRAP2 Drf_FH1 Extensin_2 Atrophin-1 PRK07764 PRK05648 PRK12323 PRK07003 DUF1421 DUF605 Tymo_45kd_70kd GRASP55_65 Gag_spuma TT_ORF1 tatB DUF1210 HPC2 SMN PRK08853 MCPVI	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_39417_PI403524517	2	8.773804E-5	-0.33563042	0.01470089	0.039912224	-0.32381248	-8.773804E-5	35_11339	"Cluster: 3-oxoacyl-[acyl-carrier-protein] synthase, mitochondrial precursor; n=1; Arabidopsis thaliana|Rep: 3-oxoacyl-[acyl-carrier-protein] synthase, mitochond"	UniRef90_Q8L3X9	CHR2V7|COORD:1581518..1584632| 3-oxoacyl-(acyl-carrier-protein) synthase II, putative	AT2G04540.1	CHR09V5|COORD:1254785..1256020|protein PE-PGRS family protein, putative, expressed	LOC_Os09g02770.1	 no descriptionvery weakly similar to (95.9)AT2G04540| Symbols:  | 3-oxoacyl-(acyl-carrier-protein) synthase II, putative | chr2:1581518-1584632 REVERSEnot assigned PRK07314 KAS_I_II PRK06333 FabB 	lipid metabolism.FA synthesis and FA elongation.ketoacyl ACP synthase	11_1_3

CUST_27992_PI403524517	2	-0.016295433	-0.21638107	0.09524536	0.006337166	0.09689522	-0.006336212	35_8092	Rep: Hypothetical protein 334B7.2 - Zea mays (Maize)	UniRef90_Q9XHF3	CHR2V7|COORD:6912794..6916364| similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAP03423.1)	AT2G15860.1	CHR03V5|COORD:30212792..30209402|protein expressed protein	LOC_Os03g52780.1	no descriptionweakly similar to ( 124)AT2G15860| Symbols:  | similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAP03423.1) | chr2:6912794-6916364 REVERSE	not assigned.unknown	35_2

CUST_14838_PI404877155	2	-0.023210526	0.08300018	-0.04617691	0.016031265	-0.016031265	0.147336	Contig8664_at	transfactor-like [Oryza sativa (japonica cultivar-group)] dbj|BAD03149.1| transfactor-like [Oryza sativa (japonica cultivar-group)]	BAC75446.1	myb family transcription factor	At3g24120.1	protein myb-like DNA-binding domain, SHAQKYF class, putative	Os09g12750	gi|29647444|dbj|BAC75446.1| P0410E11.32	RNA.regulation of transcription.MYB domain transcription factor family	27_3_25

CUST_160770_PI403524517	2	0.1290183	0.0060887337	1.3421583	-0.0060892105	-0.24105978	-0.15946007	35_44858	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_104311_PI403524517	2	0.29971504	-0.027992249	-0.087402344	0.13002586	0.027992249	-0.12122059	35_29728	"Cluster: Hypothetical protein; n=1; Kineococcus radiotolerans SRS30216|Rep: Hypothetical protein - Kineococcus radiotolerans SRS30216"	UniRef90_Q411B4	CHR1V7|COORD:23241239..23242177| invertase/pectin methylesterase inhibitor family protein	AT1G62760.1	CHR05V5|COORD:8541066..8540545|protein ligA, putative	LOC_Os05g15070.1	no descriptionnot assigned not assigned not assigned not assigned PRK12678 PRK07764	not assigned.unknown	35_2

CUST_44662_PI403524517	2	0.0022735596	0.34862995	-0.04317665	-0.03197193	-0.002272606	0.06359196	35_12810	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_21573_PI403524517	2	0.46839142	-0.51532364	-0.12152004	0.17733955	0.048189163	-0.04818821	35_6263	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q84MH1	"CHR2V7|COORD:13564177..13566792| similar to Os03g0425000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001050400.1); similar to expressed protein [Oryza"	AT2G31890.1	CHR03V5|COORD:17692983..17696494|protein expressed protein	LOC_Os03g31150.3	"no descriptionmoderately similar to ( 280)AT2G31890| Symbols:  | similar to Os03g0425000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001050400.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:AAP20833.1); contains InterPro domain RAP domain; (InterPro:IPR013584) | chr2:13564177-13566792 REVERSERAP"	not assigned.unknown	35_2

CUST_14418_PI399408534	2	0.21278858	0.49847126	0.04533863	-0.100299835	-0.0607481	-0.04533863	35_16085	Rep: H0820C10.3 protein - Oryza sativa (Rice)	UniRef90_Q01MP5	CHR2V7|COORD:11543873..11548581| AGO4 (ARGONAUTE 4)	AT2G27040.1	CHR04V5|COORD:3550059..3542362|protein argonaute-like protein, putative, expressed	LOC_Os04g06770.2	no descriptionnearly identical (1100)AT2G27040| Symbols: AGO4 | AGO4 (ARGONAUTE 4) | chr2:11543873-11548581 REVERSEnot assigned not assigned Piwi_ago-like Piwi Piwi_piwi-like_Euk Piwi-like PAZ PAZ_argonaute_like DUF1785 Piwi_piwi-like_ProArk	RNA.regulation of transcription.Argonaute	27_3_36

CUST_98007_PI403524517	2	-0.60885096	-0.7559509	1.0784316	0.3427682	0.6010461	-0.3427682	35_27984	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_67868_PI403524517	2	-0.18713093	0.80322266	0.37952805	-0.012629509	-0.072010994	0.012628555	35_19390	"Cluster: OSJNBa0019G23.8 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0019G23.8 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XS59	CHR3V7|COORD:2741284..2742380| signal peptidase I family protein	AT3G08980.1	CHR04V5|COORD:4439840..4442494|protein mitochondrial inner membrane protease subunit 2, putative, expressed	LOC_Os04g08340.1	no descriptionvery weakly similar to (70.9)AT3G08980| Symbols:  | signal peptidase I family protein | chr3:2741284-2742380 FORWARDnot assigned not assigned	protein.degradation	29_5

CUST_31543_PI403524517	2	0.06506729	-0.12722683	-0.10796356	0.24454212	-0.065068245	0.16378403	35_9105	"Cluster: Putative anthocyanin-related membrane protein 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative anthocyanin-related membrane protein 1 - Ory"	UniRef90_Q69U97	"CHR3V7|COORD:21933293..21935290| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G59340.1); similar to Os05g0299500 [Oryza sativa (japonica"	AT3G59310.1	CHR08V5|COORD:26899312..26894750|protein solute carrier family 35, member F1, putative, expressed	LOC_Os08g42720.2	" no descriptionweakly similar to ( 144)AT3G59310| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G59340.1); similar to Os05g0299500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001055130.1); similar to Os08g0540000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001062380.1); similar to anthocyanin-related membrane protein 1 (Anm1)-like [Oryza sativa (japonica cultivar-group)] (GB:BAD34418.1); contains InterPro domain Protein of unknown function DUF914, eukaryotic; (InterPro:IPR009262) | chr3:21933293-21935290 REVERSEnot assigned DUF914 "	protein.targeting.unknown	29_3_99

CUST_36721_PI403524517	2	-0.07956314	-0.72860146	-0.40461588	0.91549253	0.07956362	0.48298645	35_10583	"Cluster: Os08g0104800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os08g0104800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J8M0	"CHR1V7|COORD:7759326..7760404| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G77855.1); similar to Os08g0104800 [Oryza sativa (japonica"	AT1G22030.1	CHR08V5|COORD:254973..253666|protein expressed protein	LOC_Os08g01400.1	"no descriptionweakly similar to ( 122)AT1G22030| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G77855.1); similar to Os08g0104800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001060781.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD08928.1); similar to Os01g0875000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001044961.1); contains domain RHOMBOID-RELATED (PTHR22936); contains domain UNCHARACTERIZED (PTHR22936:SF1) | chr1:7759326-7760404 REVERSE"	not assigned.unknown	35_2

CUST_75592_PI403524517	2	-0.035568237	-0.27634144	0.018691063	-0.018692017	0.358634	0.18964195	35_21670	"Cluster: P0432B10.2 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: P0432B10.2 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7F2I6	0	0	CHR01V5|COORD:34840966..34847732|protein expressed protein	LOC_Os01g59670.1	no description	not assigned.unknown	35_2

CUST_1045_PI399408534	2	-0.08938789	-0.061149597	0.010155678	0.09001446	-0.010154724	0.03669834	35_14383	"Cluster: 14-3-3-like protein GF14-D; n=4; BEP clade|Rep: 14-3-3-like protein GF14-D - Oryza sativa (Rice)"	UniRef90_Q2R2W2	"CHR5V7|COORD:5244011..5245405| GRF5 (GENERAL REGULATORY FACTOR 5); protein phosphorylated amino acid binding"	AT5G16050.1	CHR11V5|COORD:19677133..19680311|protein 14-3-3-like protein, putative, expressed	LOC_Os11g34450.1	" no descriptionmoderately similar to ( 404)AT5G16050| Symbols: GF14 UPSILON, GRF5 | GRF5 (GENERAL REGULATORY FACTOR 5); protein phosphorylated amino acid binding | chr5:5244011-5245405 REVERSEmoderately similar to ( 480)14334_ORYSAnot assigned 14-3-3 14_3_3 BMH1 "	signalling.14-3-3 proteins	30_7

CUST_67544_PI403524517	2	-0.07641983	-0.30181122	-0.047203064	0.109184265	0.047203064	0.047524452	35_19290	Rep: BPM - Hordeum vulgare (Barley)	UniRef90_Q8LLB9	"CHR2V7|COORD:12556560..12560262| APUM1 (ARABIDOPSIS PUMILIO 1); RNA binding"	AT2G29200.1	CHR05V5|COORD:500987..494958|protein BPM, putative, expressed	LOC_Os05g01910.1	"no descriptionmoderately similar to ( 476)AT2G29200| Symbols: APUM1 | APUM1 (ARABIDOPSIS PUMILIO 1); RNA binding | chr2:12556560-12560262 REVERSEnot assigned not assigned not assigned not assigned not assigned NABP COG5099 PRK12323"	not assigned.no ontology.pumilio/Puf RNA-binding domain-containing protein	35_1_12

CUST_12985_PI399408534	2	-0.027693748	0.0871048	-0.12733364	0.0070209503	0.043099403	-0.0070209503	35_17844	"Cluster: Calcineurin B-like protein 3, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Calcineurin B-like protein 3, putative, expressed -"	UniRef90_Q2QXC4	CHR4V7|COORD:13408614..13410004| ATCBL3 (CALCINEURIN B-LIKE 3)	AT4G26570.1	CHR12V5|COORD:3148570..3144036|protein calcineurin B-like protein 3, putative, expressed	LOC_Os12g06510.1	no descriptionmoderately similar to ( 368)AT4G26570| Symbols: CBL3 | ATCBL3 (CALCINEURIN B-LIKE 3) | chr4:13408614-13410004 REVERSEvery weakly similar to (64.3)CCAMK_LILLOCalcium and calcium/calmodulin-dependent serine/threonine-protein kinase - Lilium longiflorum (Trumpet lily)not assigned not assigned not assigned not assigned not assigned not assigned not assigned FRQ1 EFh	signalling.calcium	30_3

CUST_116028_PI403524517	2	-0.313272	0.6912279	0.34333563	-0.035275936	0.012369156	-0.012368679	35_32902	0	0		0	CHR01V5|COORD:42716910..42715152|protein expressed protein	LOC_Os01g73060.1	no description	not assigned.unknown	35_2

CUST_91203_PI403524517	2	-0.22791862	-0.3178444	0.16508198	0.18784714	0.19692993	-0.16508293	35_26078	"Cluster: Hypothetical protein P0423B08.6; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0423B08.6 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q94CW7	"CHR3V7|COORD:19521491..19523525| similar to conserved hypothetical protein [Medicago truncatula] (GB:ABD32680.1); contains domain CoA-dependent"	AT3G52610.1	CHR01V5|COORD:37637161..37634942|protein transposon protein, putative, Mutator sub-class, expressed	LOC_Os01g64256.1	"no descriptionweakly similar to ( 105)AT3G52610| Symbols:  | similar to conserved hypothetical protein [Medicago truncatula] (GB:ABD32680.1); contains domain CoA-dependent acyltransferases (SSF52777) | chr3:19521491-19523525 FORWARD"	not assigned.unknown	35_2

CUST_31558_PI403524517	2	0.19302511	1.4552207	0.6690817	-0.19302511	-0.5120745	-0.49452305	35_9109	"Cluster: Putative proton myo-inositol transporter; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative proton myo-inositol transporter - Oryza sativa (jap"	UniRef90_Q7XIZ0	"CHR1V7|COORD:10632941..10635423| ATINT2 (INOSITOL TRANSPORTER 2); carbohydrate transporter/ sugar porter"	AT1G30220.1	CHR07V5|COORD:2684737..2688207|protein proton myo-inositol cotransporter, putative, expressed	LOC_Os07g05640.1	"no descriptionweakly similar to ( 169)AT1G30220| Symbols: ATINT2 | ATINT2 (INOSITOL TRANSPORTER 2); carbohydrate transporter/ sugar porter | chr1:10632941-10635423 REVERSEvery weakly similar to (55.8)STC_RICCOSugar carrier protein C - Ricinus communis (Castor bean)not assigned not assigned not assigned Sugar_tr xylE MFS_1 ProP AraJ"	transporter.sugars	34_2

CUST_76058_PI403524517	2	-0.1275301	0.3893509	0.06842327	-0.089074135	0.009221077	-0.009221077	35_21804	"Cluster: Os04g0223000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os04g0223000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JEQ3	"CHR3V7|COORD:20335264..20340819| ATVPS33 (Arabidopsis thaliana vacuolar protein sorting 33); protein transporter"	AT3G54860.1	CHR04V5|COORD:8213126..8196368|protein vacuolar protein-sorting protein 33, putative, expressed	LOC_Os04g14654.2	" no descriptionhighly similar to ( 509)AT3G54860| Symbols: VPS33, ATVPS33 | ATVPS33 (Arabidopsis thaliana vacuolar protein sorting 33); protein transporter | chr3:20335264-20340819 REVERSEnot assigned not assigned not assigned not assigned Sec1 SEC1 "	protein.targeting.secretory pathway.vacuole	29_3_4_3

CUST_15436_PI404877155	2	-0.06939983	-0.625226	-0.0476799	0.0476799	0.059553146	0.100048065	Contig9312_at	OSJNBa0033G05.5 [Oryza sativa (japonica cultivar-group)] emb|CAE05978.2| OSJNBa0063C18.19 [Oryza sativa (japonica cultivar-group)]	CAE01542.2	3-oxoacyl-(acyl-carrier- protein) synthase III, chloroplast / beta-ketoacyl-ACP synthase III / 3-ketoacyl-acyl	At1g62640.1	protein 3-oxoacyl-(acyl-carrier-protein) synthase III, putative	Os04g55060	0	lipid metabolism.FA synthesis and FA elongation.ketoacyl ACP synthase	11_1_03

CUST_44312_PI403524517	2	0.26077366	-0.040174007	0.052257538	-0.1854577	0.0019569397	-0.0019574165	35_12711	Rep: Hypothetical protein - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q8LAD8	"CHR1V7|COORD:27628869..27631265| similar to hypothetical protein slr0975 [Synechocystis sp. PCC 6803] (GB:NP_440211.1); similar to Os09g0448900 [Oryza"	AT1G73470.1	CHR09V5|COORD:16780151..16783470|protein conserved hypothetical protein	LOC_Os09g27610.1	"no descriptionvery weakly similar to (83.2)AT1G73470| Symbols:  | similar to hypothetical protein slr0975 [Synechocystis sp. PCC 6803] (GB:NP_440211.1); similar to Os09g0448900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001063318.1) | chr1:27629514-27631265 FORWARD"	not assigned.unknown	35_2

CUST_6536_PI404877155	2	-0.51476955	0.08687687	0.15000916	-0.24338531	0.11261177	-0.08687687	Contig19502_at	DNA-binding protein Dof2 - maize (fragment) emb|CAA56287.1| Dof2 [Zea mays]	S59852	Dof-type zinc finger domain-containing protein (ADOF2)	At3g21270.1	protein dna-binding protein mnb1a	Os09g29960	NONE	RNA.regulation of transcription.C2C2(Zn) DOF zinc finger family	27_3_08

CUST_27179_PI403524517	2	0.053105354	-0.22763252	-0.072402	0.0362072	-0.0362072	0.08437824	35_7872	"Cluster: Chloroplast protein-translocon-like protein; n=2; Oryza sativa|Rep: Chloroplast protein-translocon-like protein - Oryza sativa (Rice)"	UniRef90_Q94GR7	CHR5V7|COORD:2928317..2931751| chloroplast outer membrane translocon subunit, putative	AT5G09420.1	CHR03V5|COORD:28490414..28482271|protein toc64, putative, expressed	LOC_Os03g50010.2	 no descriptionweakly similar to ( 106)AT5G09420| Symbols:  | chloroplast outer membrane translocon subunit, putative | chr5:2928317-2931751 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TPR 	protein.targeting.chloroplast	29_3_3

CUST_160828_PI403524517	2	0.21219492	0.27905178	-0.04170561	0.04170561	-0.12309027	-0.22259474	35_44876	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_151117_PI403524517	2	0.073438644	0.36072016	0.3965931	-0.29997635	-0.54556084	-0.07343817	35_42264	Rep: Fructan exohydrolase - Lolium perenne (Perennial ryegrass)	UniRef90_Q2QI11	"CHR1V7|COORD:20570284..20572832| ATFRUCT5 (BETA-FRUCTOFURANOSIDASE 5); hydrolase, hydrolyzing O-glycosyl compounds / levanase"	AT1G55120.1	CHR01V5|COORD:42953169..42957287|protein beta-fructofuranosidase, insoluble isoenzyme 4 precursor, putative, expressed	LOC_Os01g73580.1	" no descriptionweakly similar to ( 189)AT1G55120| Symbols: ATCWINV3, ATFRUCT5 | ATFRUCT5 (BETA-FRUCTOFURANOSIDASE 5); hydrolase, hydrolyzing O-glycosyl compounds / levanase | chr1:20570284-20572832 FORWARDmoderately similar to ( 243)INV4_ORYSAnot assigned Glyco_hydro_32N Glyco_32 SacC "	major CHO metabolism.degradation.sucrose.invertases.cell wall	2_2_1_3_2

CUST_149571_PI403524517	2	-0.62214994	0.0027542114	0.22571754	0.06861544	-0.5649209	-0.0027542114	35_41843	0	0	CHR5V7|COORD:745848..748677| zinc finger (C2H2 type) family protein	AT5G03150.1	CHR02V5|COORD:18836550..18833325|protein zinc finger, C2H2-type, putative	LOC_Os02g31890.1	no description	not assigned.unknown	35_2

CUST_28616_PI399408534	2	-0.050219536	0.82840824	0.13765907	-0.23303032	-0.17229652	0.05022049	35_10231	"Cluster: Hypothetical protein OJ1442_E05.21; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1442_E05.21 - Oryza sativa (japonica cultiv"	UniRef90_Q6ZGM2	CHR2V7|COORD:556594..558609| remorin family protein	AT2G02170.1	CHR02V5|COORD:890263..894233|protein DNA binding protein, putative, expressed	LOC_Os02g02500.1	no descriptionmoderately similar to ( 282)AT2G02170| Symbols:  | remorin family protein | chr2:556594-558609 REVERSEvery weakly similar to (61.6)REMO_SOLTURemorin - Solanum tuberosum (Potato)Remorin_C TolA	RNA.regulation of transcription.unclassified	27_3_99

CUST_155867_PI403524517	2	0.009868145	-0.009868145	0.11109114	0.34663486	-0.014952183	-0.11460829	35_43534	"Cluster: Hypothetical protein OJ1034_C08.13-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1034_C08.13-1 - Oryza sativa (japonica cu"	UniRef90_Q6Z2C4		0	CHR08V5|COORD:11480945..11485057|protein expressed protein	LOC_Os08g19210.1	no description	not assigned.unknown	35_2

CUST_88631_PI403524517	2	0.3523612	0.53882265	0.13770819	-0.13770819	-0.32599497	-0.19052744	35_25366	"Cluster: Putative heat shock protein 40; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative heat shock protein 40 - Oryza sativa (japonica cultivar-group"	UniRef90_Q6Z6Z5	CHR2V7|COORD:8855434..8856896| DNAJ heat shock family protein	AT2G20560.1	CHR02V5|COORD:1474710..1468977|protein dnaJ domain containing protein, expressed	LOC_Os02g03600.1	no descriptionweakly similar to ( 150)AT2G20560| Symbols:  | DNAJ heat shock family protein | chr2:8855434-8856896 REVERSEvery weakly similar to (84.7)DNJH_CUCSADnaJ protein homolog - Cucumis sativus (Cucumber)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DnaJ DnaJ PRK10767 DnaJ CbpA PRK10266 SEC63	stress.abiotic.heat	20_2_1

CUST_7007_PI404877155	2	0.28654957	0.062173843	0.01466465	-0.19936848	-0.5390568	-0.01466465	Contig20521_at	0	BAD07845.1	wall-associated kinase, putative	At1g21230.1	protein Protein kinase domain, putative	Os02g02120	Similar to wak1 gene (AJ009696)	signalling.receptor kinases.wall associated kinase	30_2_25

CUST_55504_PI403524517	2	0.0028238297	-0.0028247833	0.0317688	-0.01666832	-0.03292179	0.025497437	35_15799	"Cluster: Hypothetical protein P0020C11.12-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0020C11.12-1 - Oryza sativa (japonica cultiv"	UniRef90_Q6Z7F3	"CHR1V7|COORD:4947332..4947553| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G02510.1); similar to unknown protein [Oryza sativa (japonica"	AT1G14450.1	CHR02V5|COORD:21412164..21415259|protein expressed protein	LOC_Os02g35610.1	"no descriptionvery weakly similar to (90.9)AT1G14450| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G02510.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD15588.1) | chr1:4947332-4947553 REVERSE"	not assigned.unknown	35_2

CUST_7995_PI399408534	2	-3.7956238E-4	-0.45893002	0.089099884	3.8051605E-4	-0.0028533936	0.062137604	35_6779	"Cluster: Leo1, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Leo1, expressed - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QN51	CHR5V7|COORD:24621072..24624754| VIP4 (VERNALIZATION INDEPENDENCE 4)	AT5G61150.2	CHR07V5|COORD:532642..524410|protein VIP4, putative, expressed	LOC_Os07g01880.1	no descriptionvery weakly similar to (63.5)AT5G61150| Symbols: VIP4 | VIP4 (VERNALIZATION INDEPENDENCE 4) | chr5:24621072-24624754 REVERSEnot assigned	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_86274_PI403524517	2	0.17805862	0.25605297	0.0050501823	-0.0050497055	-0.2883277	-0.31676912	35_24708	"Cluster: Os01g0656600 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0656600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JKQ8	CHR4V7|COORD:15545058..15547695| centromeric protein-related	AT4G32190.1	CHR01V5|COORD:27033006..27026041|protein viral A-type inclusion protein repeat containing protein, expressed	LOC_Os01g46810.1	no descriptionvery weakly similar to (73.6)AT5G41790| Symbols: CIP1 | CIP1 (COP1-INTERACTIVE PROTEIN 1) | chr5:16745702-16749619 FORWARDvery weakly similar to (70.9)MFP1_TOBACMAR-binding filament-like protein 1-1 - Nicotiana tabacum (Common tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Smc Myosin_tail_1 SbcC Filament CALCOCO1 DUF869 DUF827 Tektin SCP-1 MAD PRK02224 PRK03918 HOOK COG3883 TPR_MLP1_2 Spc7 COG4942 HEC1 PRK11281 MukB RecN	not assigned.unknown	35_2

CUST_11308_PI404877155	2	0.09450245	0.42423534	0.04780245	-0.11996937	-0.04780197	-0.25093508	Contig4995_at	receptor-like protein kinase [Oryza sativa]	AAF68399.1	protein kinase family protein / glycerophosphoryl diester phosphodiesterase family protein	At1g66980.1	protein Protein kinase domain, putative	Os01g02390	protein kinase family protein, contains protein kinase domain, Pfam:PF00069	signalling.receptor kinases.thaumatin like	30_2_15

CUST_32904_PI399408534	2	0.017715454	-0.14654636	0.0030918121	-0.035190582	0.0845623	-0.0030908585	35_26481	"Cluster: Putative ATP-dependent RNA helicase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ATP-dependent RNA helicase - Oryza sativa (japonica cult"	UniRef90_Q6K7R9	CHR1V7|COORD:23466949..23470116| DEAD box RNA helicase, putative	AT1G63250.1	CHR02V5|COORD:35501181..35496214|protein ATP-dependent RNA helicase dbp4, putative, expressed	LOC_Os02g57980.1	 no descriptionmoderately similar to ( 325)AT1G63250| Symbols:  | DEAD box RNA helicase, putative | chr1:23466949-23470116 REVERSEvery weakly similar to (80.9)IF4A3_NICPLEukaryotic initiation factor 4A-3 - Nicotiana plumbaginifolia (Leadwort-leaved tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned SrmB HELICc PRK04837 HELICc PRK11192 Helicase_C PRK11776 PRK01297 PRK10590 PRK11634 RecQ SSL2 PRK04537 MPH1 	RNA.processing.RNA helicase	27_1_2

CUST_86285_PI403524517	2	0.10471058	0.013546944	0.20041466	-0.17016983	-0.013546944	-0.07220268	35_24711	"Cluster: Os06g0225100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0225100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DDG5	CHR5V7|COORD:2520189..2521406| mitochondrial transcription termination factor family protein / mTERF family protein	AT5G07900.1	CHR06V5|COORD:6479981..6478284|protein mTERF family protein, expressed	LOC_Os06g12100.1	no description	not assigned.unknown	35_2

CUST_45958_PI403524517	2	0.4874363	-0.9911871	0.27773476	0.11358166	-0.113580704	-0.21215439	35_13165	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_70094_PI403524517	2	0.09399414	0.07319832	-0.14851189	-0.07169151	-0.20595741	0.07169056	35_20065	"Cluster: Ankryin repeat S-palmitoyl transferase, putative, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Ankryin repeat S-palmitoyl"	UniRef90_Q2R2S1	CHR2V7|COORD:6044056..6045463| ankyrin repeat family protein	AT2G14250.1	CHR11V5|COORD:19924570..19930996|protein palmitoyltransferase TIP1, putative, expressed	LOC_Os11g34860.2	no descriptionweakly similar to ( 136)AT2G14250| Symbols:  | ankyrin repeat family protein | chr2:6044056-6045463 FORWARDnot assigned not assigned not assigned not assigned not assigned ANK Arp	cell.organisation	31_1

CUST_90478_PI403524517	2	0.1468687	0.019490242	-0.2144165	0.22941875	-0.027882576	-0.019489288	35_25876	Rep: Protein kinase G11A - Oryza sativa (Rice)	UniRef90_P47997	CHR5V7|COORD:19357173..19359090| protein kinase, putative	AT5G47750.1	CHR06V5|COORD:10693168..10689488|protein protein kinase G11A, putative, expressed	LOC_Os06g18830.1	 no descriptionmoderately similar to ( 395)AT5G47750| Symbols:  | protein kinase, putative | chr5:19357173-19359090 REVERSEhighly similar to ( 512)G11A_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase SPS1 TyrKc Pkinase_Tyr PTKc PTKc_Jak_rpt2 PTKc_Syk_like PTKc_Axl_like PTKc_Ack_like PTKc_Jak2_Jak3_rpt2 PTKc_Csk_like PTKc_Src_like PTKc_EGFR_like PTKc_Ror PTKc_Tec_like PTKc_Srm_Brk PTKc_EphR PTKc_DDR PTKc_Fer PTKc_Tec_Rlk PTKc_Fes_like PTKc_Axl PTKc_FAK PTKc_Itk PTKc_Zap-70 PTKc_Frk_like PTKc_InsR_like PTKc_DDR2 PTKc_Btk_Bmx PTKc_Syk PTKc_Trk PTKc_Lck_Blk PTKc_Fyn_Yrk PTKc_Chk PTKc_HER4 PTKc_EphR_B PTKc_Yes PTKc_Src PTKc_EphR_A 	protein.postranslational modification	29_4

CUST_98072_PI403524517	2	-0.029937744	0.1780982	0.08412933	0.029938221	-0.75753784	-0.74806976	35_28004	"Cluster: Os01g0652000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0652000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JKS9		0	CHR01V5|COORD:26691341..26697162|protein pherophorin like protein, putative, expressed	LOC_Os01g46340.1	no description	not assigned.unknown	35_2

CUST_55779_PI403524517	2	-0.10205746	0.013095856	0.07223225	0.15562153	-0.01682663	-0.013094902	35_15876	"Cluster: Glycolipid transfer protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Glycolipid transfer protein-like - Oryza sativa (japonica cultivar-g"	UniRef90_Q6K1Q5	"CHR2|COORD:14183492..14185543| glycolipid transfer protein-related, similar to phosphoinositol 4-phosphate adaptor protein-2 (GI:14165198) (Homo sapiens); simil"	AT2G33470.2	CHR02V5|COORD:24774022..24776955|protein pleckstrin homology domain containing, family A, putative, expressed	LOC_Os02g40890.2	no descriptionmoderately similar to ( 320)AT2G33470| Symbols: GLTP1 | GLTP1 (GLYCOLIPID TRANSFER PROTEIN 1) | chr2:14183675-14185026 REVERSEnot assigned not assigned GLTP	not assigned.no ontology	35_1

CUST_142264_PI403524517	2	0.061959267	0.32465553	-0.1934557	-3.3473969E-4	-0.10362053	3.3473969E-4	35_39875	"Cluster: Hypothetical protein; n=1; Kineococcus radiotolerans SRS30216|Rep: Hypothetical protein - Kineococcus radiotolerans SRS30216"	UniRef90_Q414K5		0	0	0	no description	not assigned.unknown	35_2

CUST_149344_PI403524517	2	0.022110939	0.08470631	0.011667252	-0.28397846	-0.29712772	-0.011668205	35_41777	"Cluster: Os01g0841800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0841800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JHU4		0	CHR01V5|COORD:36473151..36465551|protein expressed protein	LOC_Os01g62440.3	no description	not assigned.unknown	35_2

CUST_113412_PI403524517	2	0.09270334	-0.23241568	0.09255409	0.046957493	-0.13368607	-0.04695797	35_32190	Rep: Blr0521 protein - Bradyrhizobium japonicum	UniRef90_Q89X06	CHR1V7|COORD:23241239..23242177| invertase/pectin methylesterase inhibitor family protein	AT1G62760.1	CHR08V5|COORD:10918875..10929831|protein actin binding protein, putative, expressed	LOC_Os08g17820.2	no description	not assigned.unknown	35_2

CUST_26486_PI403524517	2	0.025726318	-0.10747719	-0.008169174	-0.04091835	0.04661274	0.008169174	35_7673	Rep: OSIGBa0130K07.7 protein - Oryza sativa (Rice)	UniRef90_Q01LK0	"CHR2V7|COORD:17929144..17931368| similar to PREDICTED: hypothetical protein [Gallus gallus] (GB:XP_416600.2); similar to Os04g0348100 [Oryza sativa (japonica"	AT2G43110.1	CHR04V5|COORD:16383656..16380309|protein expressed protein	LOC_Os04g28060.1	"no descriptionmoderately similar to ( 233)AT2G43110| Symbols:  | similar to PREDICTED: hypothetical protein [Gallus gallus] (GB:XP_416600.2); similar to Os04g0348100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001052520.1); similar to OSIGBa0130K07.7 [Oryza sativa (indica cultivar-group)] (GB:CAH66371.1) | chr2:17929144-17931368 FORWARDnot assigned"	not assigned.unknown	35_2

CUST_20772_PI399408534	2	0.08546448	0.07351589	0.07752514	-0.11970425	-0.18953323	-0.073516846	35_41647	"Cluster: Mitogen-activated protein kinase kinase 1; n=4; Poaceae|Rep: Mitogen-activated protein kinase kinase 1 - Oryza sativa (Rice)"	UniRef90_Q5QN75	CHR2V7|COORD:6925121..6927401| leucine-rich repeat family protein / extensin family protein	AT2G15880.1	CHR01V5|COORD:18231621..18237005|protein OsMKK6 - putative MAPKK based on amino acid sequence homology, expressed	LOC_Os01g32660.4	" no descriptionvery weakly similar to (58.5)AT5G56580| Symbols: ANQ1, ATMKK6 | ATMKK6 (ARABIDOPSIS NQK1); kinase | chr5:22922077-22923846 REVERSEvery weakly similar to (85.1)M2K1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned PRK12323 Tymo_45kd_70kd Extensin_2 Atrophin-1 "	signalling.MAP kinases	30_6

CUST_94879_PI403524517	2	-0.08421421	-0.81002903	-0.1020937	0.26053047	0.63966846	0.08421421	35_27117	"Cluster: Rab3-GAP regulatory domain-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Rab3-GAP regulatory domain-like - Oryza sativa (japonica cultivar-gro"	UniRef90_Q69LW2	0	0	CHR09V5|COORD:8715891..8709148|protein expressed protein	LOC_Os09g14680.1	no description	not assigned.unknown	35_2

CUST_5756_PI404877155	2	0.11792374	-0.05768013	-0.063835144	0.057679176	-0.06324959	0.09207535	Contig17768_at	putative L-aspartate oxidase [Oryza sativa (japonica cultivar-group)]	BAD10088.1	L-aspartate oxidase family protein	At5g14760.1	protein L-aspartate oxidase	Os02g04170	"L-aspartate oxidase family protein, similar to L-aspartate oxidase, Escherichia coli (SP:P10902); contains Pfam profiles PF00890 FAD binding domain, PF02910 Fumarate reductase/succinate dehydrogenase flavoprotein C-terminal domain"	amino acid metabolism.central amino acid metabolism.aspartate.degradation	13_2_1_2

CUST_140198_PI403524517	2	0.050453663	0.24959517	0.22770977	-0.050453663	-0.32956553	-0.7198148	35_39314	Rep: OSIGBa0113K06.7 protein - Oryza sativa (Rice)	UniRef90_Q01L10		0	CHR12V5|COORD:6270491..6267187|protein transposon protein, putative, CACTA, En/Spm sub-class	LOC_Os12g11570.1	no description	not assigned.unknown	35_2

CUST_26144_PI403524517	2	-0.03376484	-0.2869711	0.05624008	0.03376484	0.15909672	-0.15083313	35_7572	Rep: Hypothetical protein OJ1111_B11.7 - Oryza sativa (Rice)	UniRef90_Q94GF3	"CHR5V7|COORD:190952..192461| similar to Os03g0826700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001051766.1); similar to expressed protein [Oryza"	AT5G01470.1	CHR03V5|COORD:34670467..34667155|protein expressed protein	LOC_Os03g61140.1	"no descriptionmoderately similar to ( 272)AT5G01470| Symbols:  | similar to Os03g0826700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001051766.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABF99651.1); contains domain no description (G3D.3.40.50.150); contains domain S-adenosyl-L-methionine-dependent methyltransferases (SSF53335); contains domain METHYLTRANSFERASE (PTHR10108) | chr5:190952-192461 FORWARDCOG3897"	not assigned.unknown	35_2

CUST_23284_PI403524517	2	1.7334547	0.022755623	-0.022755623	0.20406818	-0.047628403	-0.036507607	35_6766	"Cluster: Saccharopine dehydrogenase family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Saccharopine dehydrogenase family protein, expre"	UniRef90_Q2QY08	CHR1V7|COORD:18691570..18694016| similar to saccharopine dehydrogenase family protein, expressed [Oryza sativa (japonica cultivar-group)]	AT1G50450.1	CHR12V5|COORD:1801703..1806513|protein saccharopine dehydrogenase and related proteins, putative, expressed	LOC_Os12g04260.1	" no descriptionhighly similar to ( 561)AT1G50450| Symbols:  | similar to saccharopine dehydrogenase family protein, expressed [Oryza sativa (japonica cultivar-group)] (GB:ABA91413.2); similar to Os12g0137200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001066107.1); contains InterPro domain Saccharopine dehydrogenase; (InterPro:IPR005097) | chr1:18691570-18694016 REVERSEnot assigned Saccharop_dh LYS9 COG3268 "	not assigned.unknown	35_2

CUST_13486_PI404877155	2	-0.057097435	0.07356453	0.1890297	-0.006228447	0.0062294006	-0.02464962	Contig7226_at	putative ABC transporter [Oryza sativa (japonica cultivar-group)] gb|AAL93064.1| putative ABC transporter [Oryza sativa (japonica cultivar-g	NP_909539.1	ABC transporter family protein	At3g54540.1	protein putative ABC transporter	Os03g32630	putative ABC transporter	transport.ABC transporters and multidrug resistance systems	34_16

CUST_7582_PI404877155	2	-0.08127594	0.19671726	0.0040369034	-0.09704399	0.0967474	-0.0040369034	Contig22083_at	putative small nuclear ribonucleoprotein [Oryza sativa] gb|AAK82455.1| putative RNA binding protein [Oryza sativa]	NP_910020.1	RNA recognition motif (RRM)-containing protein	At3g47120.1	protein putative RNA binding protein	Os03g61110	putative RNA binding protein/NF-X1  T01688	RNA.regulation of transcription.C3H zinc finger family	27_3_12

CUST_177906_PI403524517	2	0.007555008	-0.8520756	-0.6532707	0.23990726	0.1055994	-0.007555008	35_49482	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_15927_PI399408534	2	0.087563515	-0.26291084	0.012394905	0.09993935	-0.012394905	-0.049412727	35_19902	"Cluster: Expressed protein; n=4; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2RBI6	CHR1|COORD:7570875..7573823| similar to putative tonoplast membrane integral protein [Oryza sativa (japonica cultivar-group)] (GB:BAD81369.1)	AT1G21600.2	CHR12V5|COORD:561988..564823|protein expressed protein	LOC_Os12g01950.1	no descriptionweakly similar to ( 168)AT1G21600| Symbols: PTAC6 | PTAC6 (PLASTID TRANSCRIPTIONALLY ACTIVE6) | chr1:7571503-7573771 REVERSE	RNA.regulation of transcription	27_3

CUST_2220_PI404877155	2	-0.8249121	0.06390476	0.16702843	-0.06390476	0.2025032	-0.7406807	Contig12572_at	putative potasium transporter [Oryza sativa (japonica cultivar-group)] dbj|BAC79545.1| putative potassium transporter [Oryza sativa (japonic	CAD20999.1	potassium transporter, putative (KT2)	At2g40540.1	protein potassium uptake protein	Os07g48130	"ATKT2;ATKUP2;SHY3;TRK2;ATKT2P;POTASSIUM TRANSPORTER 2;potassium transporter, putative (KT2), identical to putative potassium transporter AtKT2p (Arabidopsis thaliana) gi:2384671:gb:AAC49845, strong similarity to potassium transporter HAK2p (Mesembryanthem"	transport.potassium	34_15

CUST_83810_PI403524517	2	0.0058898926	-0.2402916	-0.0113687515	0.117079735	0.05875969	-0.005888939	35_24024	"Cluster: Os01g0337600 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os01g0337600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JN25	0	0	CHR01V5|COORD:13244709..13228868|protein expressed protein	LOC_Os01g23590.1	no description	not assigned.unknown	35_2

CUST_81469_PI403524517	2	0.1247282	0.73018074	0.0	-0.017967224	0.0	-0.05847454	35_23370	Rep: Topoisomerase 6 subunit A - Oryza sativa (indica cultivar-group)	UniRef90_Q5ZPI9	CHR1V7|COORD:23746986..23749014| DNA topoisomerase VIA, putative (SPO11-2)	AT1G63990.1	CHR08V5|COORD:3297913..3294695|protein meiotic recombination protein SPO11, putative, expressed	LOC_Os08g06050.1	 no descriptionmoderately similar to ( 276)AT1G63990| Symbols:  | DNA topoisomerase VIA, putative (SPO11-2) | chr1:23746986-23749014 REVERSEnot assigned COG1697 PRK04342 TOPRIM_TopoIIB_SPO TP6A_N 	DNA.synthesis/chromatin structure	28_1

CUST_33415_PI403524517	2	0.25247574	-0.83767605	-0.08007622	0.056693077	-0.056693077	0.20724392	35_9637	"Cluster: Os01g0922600 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0922600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JGI1	0	0	CHR01V5|COORD:40658582..40662567|protein teosinte glume architecture 1, putative, expressed	LOC_Os01g69830.1	no description	not assigned.unknown	35_2

CUST_149434_PI403524517	2	0.4875183	0.20299864	0.46440935	-0.20299864	-0.54985523	-0.24928284	35_41802	"Cluster: S-ribonuclease binding protein SBP1-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: S-ribonuclease binding protein SBP1-like - Oryza sativa (jap"	UniRef90_Q6ZHB2		0	CHR02V5|COORD:28156194..28154381|protein S-ribonuclease binding protein SBP1, putative, expressed	LOC_Os02g46220.1	no description	not assigned.unknown	35_2

CUST_91740_PI403524517	2	0.1703186	-0.35803032	-0.10901165	0.08111763	-0.010307312	0.010307312	35_26230	Rep: B0103C08-B0602B01.13 protein - Oryza sativa (Rice)	UniRef90_Q01H90	"CHR3V7|COORD:3229298..3231824| FLD (FLOWERING LOCUS D); amine oxidase"	AT3G10390.1	CHR04V5|COORD:27851280..27848037|protein flowering locus D, putative, expressed	LOC_Os04g47270.1	"no descriptionvery weakly similar to (71.2)AT3G10390| Symbols: FLD | FLD (FLOWERING LOCUS D); amine oxidase | chr3:3229298-3231824 FORWARD"	misc.oxidases - copper, flavone etc.	26_7

CUST_5553_PI404877155	2	-0.0074424744	0.010251045	0.010251045	-0.18648338	0.0074424744	-0.014424324	Contig17425_at	hypothetical protein~similar to Arabidopsis thaliana chromosome 1, At1g44760 [Oryza sativa (japonica cultivar-group)] dbj|BAB86230.1| hypoth	NP_915001.1	universal stress protein (USP) family protein	At1g44760.1	protein universal stress protein family, putative	Os05g35380	universal stress protein (USP) family protein, contains Pfam profile PF00582: universal stress protein family	stress.abiotic.unspecified	20_2_99

CUST_45503_PI403524517	2	-0.00593853	-0.26722527	0.0059375763	0.027124405	0.15449238	-0.011472702	35_13042	"Cluster: Os01g0583200 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0583200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JLP8	CHR2V7|COORD:8394231..8395663| nucleic acid binding / zinc ion binding	AT2G19385.1	CHR01V5|COORD:22954905..22952053|protein RNA-binding protein, putative, expressed	LOC_Os01g40110.1	no descriptionvery weakly similar to (55.1)AT2G19385| Symbols:  | nucleic acid binding / zinc ion binding | chr2:8394231-8395663 FORWARD	not assigned.no ontology	35_1

CUST_93446_PI403524517	2	-0.2514491	0.002755165	-0.002755642	0.03899288	0.0694499	-0.14786625	35_26718	"Cluster: Os01g0913800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0913800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JGP1	CHR1V7|COORD:1672160..1673674| pentatricopeptide (PPR) repeat-containing protein	AT1G05600.1	CHR01V5|COORD:40151781..40153496|protein expressed protein	LOC_Os01g68550.1	no descriptionweakly similar to ( 162)AT1G05600| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr1:1672160-1673674 FORWARDvery weakly similar to (98.6)RF1_ORYSA	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_10857_PI399408534	2	0.20397139	0.37468863	0.11181831	-0.12680149	-0.2583828	-0.11181831	35_6671	"Cluster: Putative pre-mRNA splicing factor; n=3; Oryza sativa (japonica cultivar-group)|Rep: Putative pre-mRNA splicing factor - Oryza sativa (japonica cultivar"	UniRef90_Q8W3F7	"CHR4V7|COORD:1517409..1520498| STA1 (STABILIZED1); RNA splicing factor, transesterification mechanism"	AT4G03430.1	CHR10V5|COORD:18684668..18680074|protein pre-mRNA-splicing factor prp1, putative, expressed	LOC_Os10g35550.1	" no descriptionnearly identical (1145)AT4G03430| Symbols: STA1 | STA1 (STABILIZED1); RNA splicing factor, transesterification mechanism | chr4:1517409-1520498 REVERSEvery weakly similar to (57.8)MBB1_CHLREPsbB mRNA maturation factor Mbb1, chloroplast precursor - Chlamydomonas reinhardtiinot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRP1_N COG4783 PRK07003 Atrophin-1 TPR Gag_spuma PRK12323 PRK12678 "	RNA.processing.splicing	27_1_1

CUST_90974_PI403524517	2	0.18453217	0.2951479	1.4744039	-0.18453217	-0.26913214	-0.286376	35_26018	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_97425_PI403524517	2	0.062182426	0.8876753	0.11284351	-0.10494137	-0.37825966	-0.062182426	35_27824	"Cluster: Os03g0669800 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os03g0669800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DPQ8	CHR1V7|COORD:22786490..22790447| binding / zinc ion binding	AT1G61690.1	CHR03V5|COORD:26382594..26387978|protein zinc ion binding protein, putative, expressed	LOC_Os03g46710.1	no descriptionvery weakly similar to (70.5)AT1G61690| Symbols:  | binding / zinc ion binding | chr1:22786490-22790447 REVERSE	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_68783_PI403524517	2	-0.007950783	-0.33218002	-0.10567474	0.15331459	0.20478153	0.007949829	35_19677	"Cluster: Hypothetical protein OSJNBa0029B02.18; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0029B02.18 - Oryza sativa (japonica"	UniRef90_Q6AT11	CHR5V7|COORD:8882731..8884328| serine/threonine protein phosphatase 2A (PP2A) regulatory subunit B', putative	AT5G25510.1	CHR05V5|COORD:4650404..4647142|protein transposon protein, putative, unclassified, expressed	LOC_Os05g08560.1	 no descriptionmoderately similar to ( 242)AT5G25510| Symbols:  | serine/threonine protein phosphatase 2A (PP2A) regulatory subunit B', putative | chr5:8882731-8884328 REVERSEnot assigned B56 	protein.postranslational modification	29_4

CUST_54498_PI403524517	2	-0.010810852	-0.048727036	-0.03764534	0.020731926	0.025079727	0.010809898	35_15512	"Cluster: Putative eukaryotic translation initiation factor 6; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative eukaryotic translation initiation factor"	UniRef90_Q8GVF5	"CHR3V7|COORD:20645560..20647291| EMB1624 (EMBRYO DEFECTIVE 1624); translation initiation factor"	AT3G55620.1	CHR07V5|COORD:26626744..26629563|protein eukaryotic translation initiation factor 6, putative, expressed	LOC_Os07g44620.2	"no descriptionmoderately similar to ( 451)AT3G55620| Symbols: EMB1624 | EMB1624 (EMBRYO DEFECTIVE 1624); translation initiation factor | chr3:20645560-20647291 FORWARDmoderately similar to ( 344)IF6_BETVUEukaryotic translation initiation factor 6 - Beta vulgaris (Sugar beet)not assigned IF6 eIF6 eIF-6 TIF6 PRK04046"	protein.synthesis.initiation	29_2_3

CUST_95796_PI403524517	2	1.2553887	0.4202423	0.95883274	-1.388742	-1.0251894	-0.4202423	35_27373	Rep: Putative peroxidase - Oryza sativa (Rice)	UniRef90_Q9FRD7	CHR5V7|COORD:26533289..26534555| peroxidase 72 (PER72) (P72) (PRXR8)	AT5G66390.1	CHR03V5|COORD:14459349..14461236|protein peroxidase 47 precursor, putative, expressed	LOC_Os03g25340.1	no descriptionvery weakly similar to (69.3)AT5G66390| Symbols:  | peroxidase 72 (PER72) (P72) (PRXR8) | chr5:26533289-26534555 REVERSEvery weakly similar to (68.6)PERP7_BRARAPeroxidase P7 - Brassica rapa (Turnip)secretory_peroxidase plant_peroxidase peroxidase	misc.peroxidases	26_12

CUST_24049_PI399408534	2	-0.21360254	-0.11022949	0.11022997	0.5925169	0.23602867	-1.3421898	35_19635	"Cluster: Putative stress resistance-related protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative stress resistance-related protein - Oryza sativa"	UniRef90_Q1KMT9	CHR5V7|COORD:23185619..23187989| CIA2 (CHLOROPLAST IMPORT APPARATUS 2)	AT5G57180.2	CHR02V5|COORD:2638418..2642084|protein CCT motif family protein, expressed	LOC_Os02g05470.1	no descriptionweakly similar to ( 114)AT5G57180| Symbols: CIA2 | CIA2 (CHLOROPLAST IMPORT APPARATUS 2) | chr5:23185619-23186749 FORWARDvery weakly similar to (55.8)PRR95_ORYSACCT	RNA.regulation of transcription.C2C2(Zn) CO-like, Constans-like zinc finger family	27_3_7

CUST_1290_PI399408534	2	0.0942688	0.1055994	-0.013944626	-0.04380226	0.0139455795	-0.046557426	35_14363	"Cluster: Zinc finger A20 and AN1 domain-containing stress-associated protein 4; n=1; Oryza sativa|Rep: Zinc finger A20 and AN1 domain-containing stress-associat"	UniRef90_Q6H7P8	CHR1V7|COORD:18989358..18989879| zinc finger (AN1-like) family protein	AT1G51200.1	CHR02V5|COORD:5347486..5345589|protein zinc finger A20 and AN1 domains-containing protein, putative, expressed	LOC_Os02g10200.2	no descriptionweakly similar to ( 183)AT1G51200| Symbols:  | DNA binding / zinc ion binding | chr1:18989358-18989879 FORWARDweakly similar to ( 114)ISAP1_ORYSAnot assigned zf-AN1 ZnF_AN1	RNA.regulation of transcription.unclassified	27_3_99

CUST_82183_PI403524517	2	-0.00724411	0.07105684	-0.0026779175	-0.05148077	0.0026779175	0.13678503	35_23573	"Cluster: Serine protease-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Serine protease-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69LK8	CHR5V7|COORD:9789902..9792238| serine-type peptidase/ trypsin	AT5G27660.1	CHR09V5|COORD:16083153..16077755|protein expressed protein	LOC_Os09g26560.1	no descriptionvery weakly similar to (61.2)AT5G27660| Symbols:  | serine-type peptidase/ trypsin | chr5:9789902-9792238 REVERSEnot assigned	protein.degradation.serine protease	29_5_5

CUST_75317_PI403524517	2	0.09339714	-0.6354618	-0.16233158	0.17761135	0.03349018	-0.033489227	35_21589	"Cluster: Acidic leucine-rich nuclear phosphoprotein 32-related protein 2; n=1; Oryza sativa|Rep: Acidic leucine-rich nuclear phosphoprotein 32-related protein 2"	UniRef90_Q7Y180	"CHR5V7|COORD:971106..971626| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G08710.1); similar to PREDICTED: hypothetical protein [Rattus norve"	AT5G03710.1	CHR03V5|COORD:26326865..26329082|protein acidic leucine-rich nuclear phosphoprotein 32 family member A, expressed	LOC_Os03g46600.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG5137 PRK02363 Prothymosin CobT TT_ORF1 Daxx MDN1 Chorion_3 RpoE YL1 TFIIF_alpha CobT COG5406 COG5099 Nop14 RNA_pol_delta Merozoite_SPAM S-antigen DUF566 DNA_pol_phi Mpp10 BUD22 AF-4	not assigned.unknown	35_2

CUST_35663_PI403524517	2	-0.037825584	0.084840775	-0.1611681	0.086479664	0.034347534	-0.034347534	35_10285	"Cluster: Phospho-2-dehydro-3-deoxyheptonate aldolase 2, chloroplast, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep:"	UniRef90_Q336R7	"CHR4V7|COORD:16116499..16118552| DHS2 (3-DEOXY-D-ARABINO-HEPTULOSONATE 7-PHOSPHATE SYNTHASE); 3-deoxy-7-phosphoheptulonate synthase"	AT4G33510.1	CHR10V5|COORD:21963877..21960256|protein phospho-2-dehydro-3-deoxyheptonate aldolase 2, chloroplast precursor, putative, expressed	LOC_Os10g41480.1	 no descriptionmoderately similar to ( 447)AT4G33510| Symbols: DHS2 | DHS2 (3-DEOXY-D-ARABINO-HEPTULOSONATE 7-PHOSPHATE SYNTHASE) | chr4:16116499-16118236 FORWARDmoderately similar to ( 448)AROF_SOLTUPhospho-2-dehydro-3-deoxyheptonate aldolase 1, chloroplast precursor - Solanum tuberosum (Potato)DAHP_synth_2 AroG 	amino acid metabolism.synthesis.aromatic aa.chorismate.3-deoxy-D-arabino-heptulosonate 7-phosphate synthase	13_1_6_1_1

CUST_50964_PI403524517	2	0.09311867	2.0368843	-0.6821203	1.8212347	-2.7585974	-0.09311819	35_14534	Rep: Dehydrin 5 - Hordeum vulgare (Barley)	UniRef90_Q9SBI7	CHR3V7|COORD:18951806..18952387| LTI30/XERO2 (LOW TEMPERATURE-INDUCED 30)	AT3G50970.1	CHR11V5|COORD:14724553..14723058|protein embryogenic cell protein 40, putative, expressed	LOC_Os11g26570.1	 no descriptionvery weakly similar to (82.4)AT3G50970| Symbols: XERO2, LTI30 | LTI30/XERO2 (LOW TEMPERATURE-INDUCED 30) | chr3:18951806-18952387 FORWARDmoderately similar to ( 332)CS66_WHEATCold shock protein CS66 - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned Dehydrin Extensin_2 Herpes_BLLF1 PRK12323 Atrophin-1 	stress.abiotic.unspecified	20_2_99

CUST_146944_PI403524517	2	0.09354305	0.061707497	0.511631	-0.061707973	-0.21691799	-0.16399765	35_41128	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_173048_PI403524517	2	0.11851883	1.4642639	-0.011521339	0.011375904	-0.37606955	-0.011375427	35_48191	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_10133_PI404877155	2	0.07343483	0.04755497	-0.08147621	-0.009667397	-0.09325504	0.009667397	Contig3844_at	putative GTP-binding protein [Oryza sativa (japonica cultivar-group)] dbj|BAB67979.1| putative small GTP-binding protein Bsar1a [Oryza sativ	NP_908805.1	GTP-binding protein (SAR1A)	At4g02080.1	protein ADP-ribosylation factor family	Os12g37360	gi|5922611|dbj|BAA84612.1| unnamed protein product	signalling.G-proteins	30_5

CUST_398_PI399407379	2	0.16155005	0.53907394	0.7321949	-0.38131618	-1.1579871	-0.16155005	HvIPT21									

CUST_102419_PI403524517	2	0.30580807	0.020743847	-0.08074331	0.1319189	-0.020743847	-0.17294788	35_29218	"Cluster: Hypothetical protein; n=1; Chaetomium globosum CBS 148.51|Rep: Hypothetical protein - Chaetomium globosum CBS 148.51"	UniRef90_Q2GNQ4	"CHR2V7|COORD:952310..959001| EMB1579 (EMBRYO DEFECTIVE 1579); binding"	AT2G03150.1	0	0	no description	not assigned.unknown	35_2

CUST_58417_PI403524517	2	0.28782558	-0.1494484	-0.21026039	0.123799324	0.061787605	-0.06178856	35_16663	"Cluster: Os10g0436800 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os10g0436800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IXH9	CHR4V7|COORD:17324647..17326220| quinone reductase family protein	AT4G36750.1	CHR03V5|COORD:30759117..30758056|protein flavoprotein wrbA, putative, expressed	LOC_Os03g53730.1	no descriptionmoderately similar to ( 263)AT4G36750| Symbols:  | quinone reductase family protein | chr4:17324647-17326220 FORWARDnot assigned not assigned not assigned PRK03767 WrbA Flavodoxin_1 PRK12323 PRK07003 PRK07764	lipid metabolism.'exotics' (steroids, squalene etc)	11_8

CUST_37669_PI403524517	2	-0.5722866	0.1811943	0.12268829	0.23959732	-0.12268925	-0.26610565	35_10847	Rep: CAA30371.1 protein - Oryza sativa (Rice)	UniRef90_Q9ST96	CHR1V7|COORD:20246785..20247294| proline-rich family protein	AT1G54215.1	CHR04V5|COORD:35107944..35109540|protein expressed protein	LOC_Os04g59420.2	"no descriptionvery weakly similar to (50.1)AT1G21830| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G44608.1); similar to Os04g0690500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001054352.1); similar to CAA30371.1 protein [Oryza sativa] (GB:CAB53474.1); similar to H0814G11.20 [Oryza sativa (indica cultivar-group)] (GB:CAJ86353.1) | chr1:7661418-7662510 REVERSEnot assigned not assigned PRK12678 PRK07764 PRK07003 Protamine_P1"	not assigned.unknown	35_2

CUST_165646_PI403524517	2	0.5235996	-0.12321472	0.5219612	-0.087394714	-0.18914986	0.087394714	35_46157	"Cluster: B3 DNA binding domain containing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: B3 DNA binding domain containing protein - Oryza sativa (jap"	UniRef90_Q2QMT6		0	CHR12V5|COORD:24747415..24749722|protein B3 DNA binding domain containing protein	LOC_Os12g40080.1	no description	not assigned.unknown	35_2

CUST_31821_PI399408534	2	-0.46853828	1.052494	-0.23427582	0.21018696	0.28650188	-0.21018696	35_1057	"Cluster: Zinc finger A20 and AN1 domain-containing stress-associated protein 1; n=1; Oryza sativa|Rep: Zinc finger A20 and AN1 domain-containing stress-associat"	UniRef90_Q9LLX1	CHR3V7|COORD:4012714..4013196| zinc finger (AN1-like) family protein	AT3G12630.1	CHR09V5|COORD:18759704..18760836|protein multiple stress-responsive zinc-finger protein ISAP1, putative, expressed	LOC_Os09g31200.1	no descriptionweakly similar to ( 145)AT3G12630| Symbols:  | zinc finger (AN1-like) family protein | chr3:4012714-4013196 FORWARDmoderately similar to ( 209)ISAP1_ORYSAnot assigned not assigned not assigned zf-AN1 ZnF_AN1 PRK12323	RNA.regulation of transcription.unclassified	27_3_99

CUST_83706_PI403524517	2	-0.6752415	0.20345688	0.18022823	0.209589	-0.2543249	-0.18022728	35_23996	"Cluster: Os04g0205200 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os04g0205200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JET5	0	0	CHR04V5|COORD:7070066..7072603|protein resistance protein, putative, expressed	LOC_Os04g12840.1	no description	not assigned.unknown	35_2

CUST_7151_PI404877155	2	0.13321304	0.39470434	0.4080882	-0.13321304	-0.51894	-0.3501072	Contig20886_at	OSJNBa0093O08.3 [Oryza sativa (japonica cultivar-group)]	CAD41884.2	leucine-rich repeat family protein / protein kinase family protein	At1g56140.1	protein Leucine Rich Repeat, putative	Os08g10300	leucine-rich repeat family protein / protein kinase family protein, contains Pfam profiles: PF00069: Eukaryotic protein kinase domain, multiple PF00560: Leucine Rich Repeat	signalling.receptor kinases.leucine rich repeat VIII-2	30_2_8_2

CUST_30941_PI403524517	2	0.0011501312	-0.61053467	-0.17697811	0.004281044	-0.0011501312	0.0058403015	35_8931	"Cluster: Hypothetical protein OSJNBa0073E05.8; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0073E05.8 - Oryza sativa (japonica cu"	UniRef90_Q60E68	CHR4V7|COORD:513431..515648| similar to RGXT1 (RHAMNOGALACTURONAN XYLOSYLTRANSFERASE 1), UDP-xylosyltransferase [Arabidopsis thaliana]	AT4G01220.1	CHR05V5|COORD:18645724..18648191|protein expressed protein	LOC_Os05g32120.1	" no descriptionweakly similar to ( 125)AT4G01220| Symbols:  | similar to RGXT1 (RHAMNOGALACTURONAN XYLOSYLTRANSFERASE 1), UDP-xylosyltransferase [Arabidopsis thaliana] (TAIR:AT4G01770.1); similar to putative alpha 1,3-xylosyltransferase [Linum usitatissimum] (GB:AAZ94713.1); contains InterPro domain Reticulon; (InterPro:IPR003388) | chr4:514146-515648 REVERSE"	not assigned.unknown	35_2

CUST_57265_PI403524517	2	0.0029459	-2.0322275	-0.3162241	0.036193848	0.2974491	-0.0029459	35_16331	"Cluster: Putative CTP synthase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative CTP synthase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q65XK2	"CHR3V7|COORD:4020358..4024093| EMB2742 (EMBRYO DEFECTIVE 2742); CTP synthase"	AT3G12670.1	CHR05V5|COORD:28474037..28468038|protein CTP synthase, putative, expressed	LOC_Os05g49770.1	"no descriptionhighly similar to ( 849)AT3G12670| Symbols: EMB2742 | EMB2742 (EMBRYO DEFECTIVE 2742); CTP synthase | chr3:4020358-4024093 REVERSEnot assigned PRK05380 PyrG CTP_synth_N CTGs GATase1_CTP_Synthase GATase PRK06186"	nucleotide metabolism.synthesis.pyrimidine.CTP synthetase	23_1_1_10

CUST_18275_PI404877155	2	-0.07579231	0.07579231	0.13460588	0.3892932	-0.08069897	-0.076723576	HVSMEf0021O16r2_at	putative aspartate aminotransferase [Oryza sativa (japonica cultivar-group)] dbj|BAB63467.1| putative aspartate aminotransferase [Oryza sati	NP_914412.1	aminotransferase class I and II family protein	At1g80360.1	protein aminotransferase, classes I and II, putative	Os01g08270	putative aspartate transaminase/Aromatic Aminotransferase	amino acid metabolism.synthesis.aromatic aa.phenylalanine and tyrosine	13_1_6_2

CUST_31042_PI399408534	2	0.09329033	-0.08849621	0.08849621	0.26690197	-0.18002415	-0.15812492	35_9842	"Cluster: Hypothetical protein OJ1781_H11.4; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1781_H11.4 - Oryza sativa (japonica cultivar"	UniRef90_Q688X2	CHR5V7|COORD:18847226..18850120| 16S rRNA processing protein RimM family	AT5G46420.1	CHR05V5|COORD:28099855..28105421|protein 16S rRNA processing protein RimM containing protein, expressed	LOC_Os05g49130.2	no descriptionmoderately similar to ( 229)AT5G46420| Symbols:  | 16S rRNA processing protein RimM family | chr5:18847226-18850120 FORWARDnot assigned rimM RimM	RNA.processing	27_1

CUST_136677_PI403524517	2	-1.0323539	-1.5402031	0.5803256	0.024725914	1.3089719	-0.02472639	35_38331	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_163477_PI403524517	2	0.15911388	-0.07204151	0.06363487	-0.06363392	-0.10157299	0.11303902	35_45586	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_36574_PI403524517	2	-0.012318134	-0.021882534	0.012318134	0.18285847	-0.04505968	0.10972214	35_10545	"Cluster: Hypothetical protein OSJNBb0036F07.9; n=3; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0036F07.9 - Oryza sativa (japonica cu"	UniRef90_Q84MN4	CHR1V7|COORD:1114695..1119382| leucine-rich repeat family protein / protein kinase family protein	AT1G04210.1	CHR07V5|COORD:120554..126329|protein potassium transporter 16, putative, expressed	LOC_Os07g01214.1	no descriptionvery weakly similar to (70.5)AT1G04210| Symbols:  | leucine-rich repeat family protein / protein kinase family protein | chr1:1114695-1119382 FORWARDnot assigned not assigned not assigned	protein.postranslational modification	29_4

CUST_62518_PI403524517	2	0.037942886	-0.10704231	-0.025758743	0.09585285	-0.044488907	0.025758743	35_17828	"Cluster: Putative 2'-hydroxyisoflavone reductase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative 2'-hydroxyisoflavone reductase - Oryza sativa (japon"	UniRef90_Q69XS7	CHR4V7|COORD:18266018..18267598| isoflavone reductase, putative	AT4G39230.1	CHR06V5|COORD:15723708..15726774|protein isoflavone reductase, putative, expressed	LOC_Os06g27770.1	 no descriptionmoderately similar to ( 405)AT4G39230| Symbols:  | isoflavone reductase, putative | chr4:18266018-18267598 REVERSEmoderately similar to ( 404)IFRH_SOLTUIsoflavone reductase homolog - Solanum tuberosum (Potato)not assigned not assigned NmrA COG0702 COG2910 Saccharop_dh WcaG Epimerase 	secondary metabolism.flavonoids.isoflavonols	16_8_5

CUST_177153_PI403524517	2	-0.15848875	-0.4336648	0.1314807	0.47933292	-0.117053986	0.117053986	35_49284	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_51837_PI403524517	2	-2.2050562	1.4403591	0.8081627	0.016123295	-0.016123772	-1.2170672	35_14773	Rep: Catalase isozyme 2 - Hordeum vulgare (Barley)	UniRef90_P55308	"CHR1V7|COORD:7146802..7149599| CAT1 (CATALASE 1); catalase"	AT1G20630.1	CHR02V5|COORD:827644..824850|protein catalase isozyme A, putative, expressed	LOC_Os02g02400.1	"no descriptionhighly similar to ( 531)AT1G20630| Symbols: CAT1 | CAT1 (CATALASE 1); catalase | chr1:7146802-7149599 FORWARDhighly similar to ( 726)CATA2_HORVUCatalase isozyme 2 - Hordeum vulgare (Barley)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned catalase Catalase KatE katE Herpes_BLLF1 SerH PRK07003 DUF566 HPC2 APC_basic Pneumo_att_G AF-4 Metaviral_G PRK12323 Atrophin-1 Tymo_45kd_70kd KAR9 Mucin PRK07764 PRK11901 SSP160 CTF_NFI Herpes_UL32 PRK12678 Treacle Herpes_TAF50 DamX COG5099 PRK12495 Herpes_gI PRK10856 ROM1 Glycoprotein_G"	redox.dismutases and catalases	21_6

CUST_104476_PI403524517	2	-0.838253	-0.7892828	0.50234413	0.6912041	0.31858253	-0.3185835	35_29773	"Cluster: Hypothetical protein P0040B10.3; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0040B10.3 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q5TKD0	"CHR3V7|COORD:8703380..8704052| similar to four F5 protein-related / 4F5 protein-related [Arabidopsis thaliana] (TAIR:AT4G13615.1); similar to Four F5 protein"	AT3G24100.1	CHR05V5|COORD:19750857..19755199|protein 4F5 protein family protein	LOC_Os05g33700.1	no description	not assigned.unknown	35_2

CUST_10420_PI404877155	2	-0.009765625	3.4713745E-4	1.6212463E-4	-1.6307831E-4	-0.17491627	0.07554436	Contig4171_at	putative DNA-directed RNA polymerase II 13.6K chain [Oryza sativa (japonica cultivar-group)]	BAC83620.1	DNA-directed RNA polymerase II 13.6 kDa subunit (RPB13.6)	At3g52090.1	protein RNA polymerase Rpb3/Rpb11 dimerisation domain, putative	Os07g07610	NONE	RNA.transcription	27_2

CUST_100247_PI403524517	2	0.37168694	-0.5185232	-0.15297508	0.15297508	0.40640163	-0.21187496	35_28618	"Cluster: OSJNBa0081C01.23 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0081C01.23 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7X779	CHR3V7|COORD:22674000..22675291| short-chain dehydrogenase/reductase (SDR) family protein	AT3G61220.1	CHR04V5|COORD:26394754..26392659|protein carbonyl reductase 3, putative, expressed	LOC_Os04g44980.1	no descriptionweakly similar to ( 150)AT3G61220| Symbols:  | short-chain dehydrogenase/reductase (SDR) family protein | chr3:22674000-22675291 FORWARDvery weakly similar to (54.7)TS2_MAIZESex determination protein tasselseed-2 - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned fabG fabG COG4221 DltE fabG FabG PRK12429 PRK06182 PRK12826 PRK06179 PRK12939 PRK07201 adh_short PRK07062 PRK06914 fabG PRK06181 PRK07326 fabG PRK07523 PRK08264 PRK06197 PRK12745 fabG PRK07774 PRK08263 PRK08213 PRK06180 PRK12743 PRK05650 PRK06124 PRK05854 PRK07825 PRK12827 PRK06198 DltE PRK07109 PRK07890 PRK12829 PRK06194 PRK06841 PRK12824 PRK08721 PRK09242 PRK07479 PRK07063 PRK08265 PRK07067 PRK06484 PRK12937 fabG PRK08277 PRK08324 PRK05866 PRK06138 PRK07806 PRK07856 PRK06172 PRK12828 benD PRK07832 PRK06196 PRK06057 PRK08226 PRK09072 PRK08628 fabG PRK08220 PRK07814 PRK12935 PRK07831 PRK05872 PRK07454 PRK12428 PRK07069 PRK08063 PRK06398 PRK06113 fabG PRK08936 PRK06139 PRK10538 PRK09135 PRK05693 PRK07097 PRK06346 PRK08267 PRK08643 fabG fabG PRK07074 PRK06949 PRK07478 PRK12938 PRK07775 PRK05855 PRK08278 PRK12748 KR PRK06482 PRK06125 PRK06122 fabG PRK08945 PRK07677 PRK06500 PRK07035 PRK06523 PRK05717 PRK06171 PRK08589 PRK06200 PRK06935 fabG PRK08303 PRK09186 PRK12746 FabI PRK07024 PRK05993 PRK08219 PRK12744 PRK06953 PRK09134 PRK07102 PRK09291 PRK08017 fabG PRK05875	misc.short chain dehydrogenase/reductase (SDR)	26_22

CUST_111232_PI403524517	2	0.38567543	0.21455526	0.047673702	-0.04767418	-0.41869354	-0.10405636	35_31585	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_21253_PI403524517	2	0.030179024	-0.99223137	-0.089455605	0.13763428	-0.03017807	0.053139687	35_6165	"Cluster: Disease resistance protein RPM1, putative; n=1; Oryza sativa (japonica cultivar-group)|Rep: Disease resistance protein RPM1, putative - Oryza sativa (j"	UniRef90_Q2QU55	CHR3V7|COORD:8063070..8064482| leucine-rich repeat family protein / extensin family protein	AT3G22800.1	CHR12V5|COORD:9985325..9983692|protein resistance protein, putative	LOC_Os12g17420.1	no description	not assigned.unknown	35_2

CUST_73866_PI403524517	2	-0.012413025	0.012412071	0.041503906	-0.06961441	-0.23998928	0.033037186	35_21183	"Cluster: Os06g0595700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0595700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DB77	0	0	CHR06V5|COORD:23429642..23434093|protein transposon protein, putative, CACTA, En/Spm sub-class	LOC_Os06g39460.1	no description	not assigned.unknown	35_2

CUST_160070_PI403524517	2	-0.06655502	0.0665555	0.20902443	0.67974997	-0.27950287	-0.40086508	35_44671	"Cluster: Hypothetical protein P0501G01.17; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0501G01.17 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5ZE68	CHR5V7|COORD:8118621..8120996| C4-dicarboxylate transporter/malic acid transport family protein	AT5G24030.1	CHR01V5|COORD:25191121..25188432|protein C4-dicarboxylate transporter/malic acid transport protein, expressed	LOC_Os01g43460.1	no descriptionvery weakly similar to (95.1)AT5G24030| Symbols:  | C4-dicarboxylate transporter/malic acid transport family protein | chr5:8118621-8120996 REVERSEC4dic_mal_tran	transport.metabolite transporters at the mitochondrial membrane	34_9

CUST_27769_PI399408534	2	0.033493996	0.36084938	0.19012165	-0.03349495	-0.073589325	-0.07590008	35_26635	"Cluster: Methyltransferase-like protein 2; n=2; Arabidopsis thaliana|Rep: Methyltransferase-like protein 2 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q8LFA9	CHR1V7|COORD:6684789..6686789| methyltransferase MT-A70 family protein	AT1G19340.1	CHR03V5|COORD:5185555..5181820|protein S-adenosylmethionine-dependent methyltransferase/ methyltransferase, putative, expressed	LOC_Os03g10224.1	no descriptionvery weakly similar to (77.8)AT1G19340| Symbols:  | methyltransferase MT-A70 family protein | chr1:6684789-6686789 FORWARD	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_14963_PI399408534	2	0.034996986	0.21128654	-0.034996033	-0.16514206	-0.26263046	0.07835388	35_3872	"Cluster: Putative Neurofilament triplet M protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Neurofilament triplet M protein - Oryza sativa (jap"	UniRef90_Q6K8A9	"CHR2|COORD:10921664..10923294| DNA-binding storekeeper protein-related, contains similarity to storekeeper protein (Solanum tuberosum) gi:14268476:emb:CAC39398;"	AT2G25650.1	CHR02V5|COORD:10870288..10874616|protein expressed protein	LOC_Os02g18660.1	no descriptionvery weakly similar to (52.0)AT2G25650| Symbols:  | DNA-binding storekeeper protein-related | chr2:10921843-10923084 FORWARDnot assigned	not assigned.unknown	35_2

CUST_67049_PI403524517	2	0.13095093	-1.2104073	-0.058950424	0.14507294	-0.042826653	0.042826653	35_19149	"Cluster: Hypothetical protein P0453H11.14; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0453H11.14 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5KQJ3	CHR1V7|COORD:26989960..26990493| similar to late embryogenesis abundant protein [Picea glauca] (GB:AAB01563.1)	AT1G71730.1	CHR05V5|COORD:4915486..4914646|protein late embryogenesis abundant protein, putative, expressed	LOC_Os05g08920.1	no descriptionvery weakly similar to (60.5)AT1G71730| Symbols:  | similar to late embryogenesis abundant protein [Picea glauca] (GB:AAB01563.1) | chr1:26989960-26990493 REVERSE	not assigned.unknown	35_2

CUST_48973_PI403524517	2	0.08128357	-0.614954	-0.08193779	0.023008347	-0.023008347	0.059043884	35_13982	Rep: Histone H2B.3 - Zea mays (Maize)	UniRef90_Q43261	CHR5V7|COORD:24144432..24144884| histone H2B	AT5G59910.1	CHR01V5|COORD:2845932..2841231|protein core histone H2A/H2B/H3/H4 family protein, expressed	LOC_Os01g05970.1	no descriptionvery weakly similar to (88.2)AT5G59910| Symbols:  | histone H2B | chr5:24144432-24144884 FORWARDvery weakly similar to (89.4)H2B1_WHEATHistone H2B.1 - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned H2B TT_ORF1 DUF1777	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_10781_PI404877155	2	-0.055973053	0.38148403	0.1695261	-0.12135029	-0.06169033	0.055973053	Contig4515_at	unnamed protein product [Oryza sativa (japonica cultivar-group)]	NP_913303.1	sodium/calcium exchanger family protein / calcium-binding EF hand family protein	At1g53210.1	protein Sodium/calcium exchanger protein, putative	Os01g11420	"2.3_cis2 his2-zincfinger   T02286 MTB-Zf;"	signalling.calcium	30_3

CUST_81604_PI403524517	2	-0.1483922	-0.15422726	0.1483922	0.654078	0.286232	-0.3279314	35_23407	"Cluster: Hypothetical protein OSJNBa0016D04.17; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0016D04.17 - Oryza sativa (japonica"	UniRef90_Q6EPT4	CHR3V7|COORD:7043391..7043847| metal ion binding	AT3G20180.1	CHR02V5|COORD:22463919..22462319|protein expressed protein	LOC_Os02g37160.1	no descriptionvery weakly similar to (52.8)AT3G20180| Symbols:  | metal ion binding | chr3:7043391-7043847 REVERSE	not assigned.unknown	35_2

CUST_53004_PI403524517	2	-0.20868778	0.039393425	0.0016736984	-0.0016727448	-0.20868778	0.031137466	35_15091	Rep: Leucine-rich repeat protein - Triticum aestivum (Wheat)	UniRef90_Q5XUV2	CHR3V7|COORD:15655114..15656433| leucine-rich repeat family protein	AT3G43740.1	CHR03V5|COORD:18590809..18593412|protein BRASSINOSTEROID INSENSITIVE 1-associated receptor kinase 1 precursor, putative, expressed	LOC_Os03g32580.1	 no descriptionmoderately similar to ( 275)AT5G21090| Symbols:  | leucine-rich repeat protein, putative | chr5:7164760-7166906 FORWARDweakly similar to ( 105)RPK1_IPONIReceptor-like protein kinase precursor - Ipomoea nil (Japanese morning glory) (Pharbitis nil)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG4886 LRRNT_2 	stress.biotic	20_1

CUST_31028_PI399408534	2	-0.5249119	0.14199066	0.08142948	-0.081430435	0.1531477	-0.2882023	35_16701	"Cluster: SF16 protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: SF16 protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5VMB6	"CHR2V7|COORD:14367581..14368709| IQD9 (IQ-domain 9); calmodulin binding"	AT2G33990.1	CHR06V5|COORD:2854442..2858562|protein calmodulin binding protein, putative, expressed	LOC_Os06g06160.5	"no descriptionmoderately similar to ( 208)AT2G33990| Symbols: IQD9 | IQD9 (IQ-domain 9); calmodulin binding | chr2:14367581-14368709 REVERSE"	signalling.calcium	30_3

CUST_84865_PI403524517	2	0.18295479	-0.5490513	0.026351929	-0.026352882	-0.27696705	0.13876152	35_24316	"Cluster: Glutaredoxin-related-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Glutaredoxin-related-like protein - Oryza sativa"	UniRef90_Q67UI1	CHR4V7|COORD:5444342..5446586| glutaredoxin-related	AT4G08550.1	CHR06V5|COORD:6446607..6439429|protein electron transporter, putative, expressed	LOC_Os06g12030.3	no description	not assigned.unknown	35_2

CUST_31766_PI403524517	2	-0.03143215	0.043039322	0.07484627	-0.091641426	0.023944855	-0.023944855	35_9165	"Cluster: Os10g0422300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os10g0422300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IXM2	CHR5V7|COORD:9118242..9119355| ATP binding / protein kinase/ protein serine/threonine kinase	AT5G26110.1	CHR10V5|COORD:14596338..14600381|protein RIO1 family protein, expressed	LOC_Os10g28640.1	no descriptionmoderately similar to ( 218)AT5G26110| Symbols:  | ATP binding / protein kinase/ protein serine/threonine kinase | chr5:9118242-9119355 REVERSEnot assigned COG3642 PRK09605	protein.degradation	29_5

CUST_78099_PI403524517	2	-0.0707531	0.966918	0.070752144	-0.19008827	-0.14346504	0.08737278	35_22389	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_72045_PI403524517	2	0.016331673	-0.073423386	-0.016331673	0.1338644	-0.031006813	0.055379868	35_20653	"Cluster: Putative receptor protein kinase PERK1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative receptor protein kinase PERK1 - Oryza sativa (japonic"	UniRef90_Q5JNC9	CHR1V7|COORD:9039777..9042860| protein kinase	AT1G26150.1	CHR01V5|COORD:31145790..31150095|protein ATP binding protein, putative, expressed	LOC_Os01g53640.1	no descriptionmoderately similar to ( 411)AT1G26150| Symbols:  | protein kinase | chr1:9039777-9042860 REVERSEmoderately similar to ( 219)PSKR_DAUCAPhytosulfokine receptor precursor - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pkinase_Tyr S_TKc TyrKc S_TKc Pkinase PTKc PTKc_Jak_rpt2 PTKc_Src_like PTKc_EGFR_like PTKc_EphR SPS1 PTKc_Syk_like PTKc_Jak2_Jak3_rpt2 PTKc_Frk_like PTKc_Srm_Brk PTKc_Trk PTKc_Csk_like PTKc_Ror PTKc_Itk PTKc_Fyn_Yrk PTKc_DDR PTK_HER3 PTKc_Tyk2_rpt2 PTKc_Ack_like PTKc_Abl PTKc_EphR_B PTKc_Tec_like PTKc_Yes PTKc_Src PTKc_DDR_like PTKc_Fes_like PTKc_Btk_Bmx PTKc_InsR_like PTKc_Lck_Blk PTKc_EphR_A2 PTKc_Jak1_rpt2 PTKc_DDR1 PTKc_EphR_A PTK_CCK4 PTKc_Tec_Rlk PTKc_TrkC PTKc_FGFR PTKc_Met_Ron PTKc_TrkB PTKc_Chk PTKc_FAK PTKc_Zap-70 PTKc_TrkA PTKc_Tie2 PTKc_RET PTKc_ALK_LTK PTKc_Tie PTKc_HER4 PTKc_Lyn PTKc_Fer PTKc_Csk PTKc_Tie1 PTKc_DDR2 PTKc_Hck PTKc_PDGFR PTKc_Ror1 PTKc_HER2 PTKc_c-ros PTKc_FGFR4 PTKc_Aatyk PTKc_Axl_like PTKc_Fes PTKc_EGFR PTKc_Musk PTKc_FGFR2 PTKc_Syk PTKc_FGFR1 PTKc_IGF-1R PTKc_FGFR3 PTKc_CSF-1R PTKc_Ror2 PTKc_EphR_A10 PTKc_Axl PTKc_InsR PTK_Ryk PTKc_Aatyk1_Aatyk3 PTKc_Kit PTK_Jak_rpt1 PTKc_Tyro3 PTKc_VEGFR PTKc_VEGFR3 PTK_Tyk2_rpt1 PTK_Jak2_Jak3_rpt1 PTK_Jak1_rpt1 PTKc_VEGFR2 PTKc_PDGFR_beta PTKc_PDGFR_alpha	protein.postranslational modification.kinase.receptor like cytoplasmatic kinase VII	29_4_1_57

CUST_136763_PI403524517	2	0.32579708	0.018301964	0.0735116	-0.13717365	-0.01830244	-0.08794212	35_38352	Rep: OSJNBa0091D06.23 protein - Oryza sativa (Rice)	UniRef90_Q7FB17	CHR2V7|COORD:9121477..9125373| kinesin motor family protein	AT2G21300.1	CHR04V5|COORD:26748998..26742550|protein kinesin heavy chain, putative, expressed	LOC_Os04g45580.1	no descriptionvery weakly similar to (85.1)AT2G21300| Symbols:  | microtubule motor | chr2:9121477-9125373 REVERSE	cell.organisation	31_1

CUST_69541_PI403524517	2	0.063632965	3.5762787E-4	-3.5858154E-4	-0.061232567	-0.20596123	0.039466858	35_19899	"Cluster: Hypothetical protein P0702F03.31-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0702F03.31-1 - Oryza sativa (japonica cultiv"	UniRef90_Q5NAX4	"CHR3V7|COORD:18269598..18271788| similar to ATP binding [Arabidopsis thaliana] (TAIR:AT5G24280.1); similar to AT3g49250/F2K15_110 [Medicago truncatula]"	AT3G49250.1	CHR01V5|COORD:7462336..7457152|protein expressed protein	LOC_Os01g13404.1	"no descriptionweakly similar to ( 159)AT3G49250| Symbols:  | similar to ATP binding [Arabidopsis thaliana] (TAIR:AT5G24280.1); similar to AT3g49250/F2K15_110 [Medicago truncatula] (GB:ABE81692.1) | chr3:18269598-18271788 REVERSE"	not assigned.unknown	35_2

CUST_50885_PI403524517	2	0.04130459	0.28339005	0.14148808	-0.06116104	-0.041303635	-0.047008514	35_14515	"Cluster: Putative thioredoxin; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative thioredoxin - Oryza sativa (japonica cultivar-group)"	UniRef90_Q851R5	"CHR5V7|COORD:16008113..16009109| ATTRX2 (Arabidopsis thioredoxin h2, thioredoxin H-type 1); thiol-disulfide exchange intermediate"	AT5G39950.1	CHR03V5|COORD:33332525..33330289|protein thioredoxin H-type 5, putative, expressed	LOC_Os03g58630.1	" no descriptionweakly similar to ( 130)AT5G39950| Symbols: ATH2, ATTRXH2, TRXH2, ATTRX2 | ATTRX2 (Arabidopsis thioredoxin h2, thioredoxin H-type 1); thiol-disulfide exchange intermediate | chr5:16008113-16009109 REVERSEweakly similar to ( 122)TRXH_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TRX_family Thioredoxin TRX_PICOT PRK10996 PDI_a_family COG3118 ybbN TRX_NDPK TRX_CDSP32 TrxA trxA TMX2 TlpA_like_family TRX_NTR TRX_superfamily PDI_a_ERp46 "	redox.thioredoxin	21_1

CUST_74150_PI403524517	2	-0.04150486	-0.5834751	0.083973885	0.041503906	0.1839323	-0.30167198	35_21264	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q338F8	CHR1V7|COORD:4882649..4884681| binding	AT1G14300.1	CHR10V5|COORD:13588501..13594212|protein brain protein 16, putative, expressed	LOC_Os10g26660.2	no descriptionnot assigned not assigned not assigned PRK12678	not assigned.unknown	35_2

CUST_178096_PI403524517	2	0.16806602	-0.8852043	-0.2735653	0.04037571	-0.04037571	0.0850544	35_49533	"Cluster: 40S ribosomal protein S19; n=7; Oryza sativa|Rep: 40S ribosomal protein S19 - Oryza sativa (Rice)"	UniRef90_P40978	CHR5V7|COORD:24628384..24629428| 40S ribosomal protein S19 (RPS19C)	AT5G61170.1	CHR03V5|COORD:17682000..17689753|protein retrotransposon protein, putative, Ty1-copia subclass	LOC_Os03g31134.1	no descriptionvery weakly similar to (51.2)AT5G61170| Symbols:  | 40S ribosomal protein S19 (RPS19C) | chr5:24628384-24629428 FORWARDvery weakly similar to (67.4)RS19_ORYSAnot assigned Ribosomal_S19e	protein.synthesis.misc ribososomal protein	29_2_2

CUST_159099_PI403524517	2	0.47765255	-0.24542856	0.020032883	0.11662912	-0.02003336	-0.46644783	35_44407	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_128026_PI403524517	2	0.3296299	0.119050026	-0.0016479492	-0.3342924	-0.28139305	0.0016469955	35_35996	"Cluster: Hypothetical protein P0419C03.10-1; n=3; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0419C03.10-1 - Oryza sativa (japonica cultiv"	UniRef90_Q6K741	"CHR4V7|COORD:12594866..12596600| similar to NSL1 (NECROTIC SPOTTED LESIONS 1) [Arabidopsis thaliana] (TAIR:AT1G28380.1); similar to Membrane attack complex"	AT4G24290.1	CHR02V5|COORD:16253680..16258619|protein MAC/Perforin domain containing protein, expressed	LOC_Os02g27480.5	"no descriptionweakly similar to ( 108)AT4G24290| Symbols:  | similar to NSL1 (NECROTIC SPOTTED LESIONS 1) [Arabidopsis thaliana] (TAIR:AT1G28380.1); similar to Membrane attack complex component/perforin/complement C9 [Medicago truncatula] (GB:ABE83668.1); similar to Os07g0166100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001058970.1); similar to Membrane attack complex component/perforin/complement C9 [Medicago truncatula] (GB:ABE79564.1); contains InterPro domain Membrane attack complex component/perforin/complement C9; (InterPro:IPR001862) | chr4:12594866-12597825 FORWARD"	not assigned.unknown	35_2

CUST_61350_PI403524517	2	-0.092490196	0.029037476	0.02760315	-0.07019234	0.010635376	-0.010635376	35_17509	"Cluster: Putative cis-prenyltransferase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative cis-prenyltransferase - Oryza sativa (japonica"	UniRef90_Q69J27	CHR2V7|COORD:7652168..7653055| undecaprenyl pyrophosphate synthetase family protein / UPP synthetase family protein	AT2G17570.1	CHR06V5|COORD:3404165..3406738|protein dehydrodolichyl diphosphate synthase 6, putative, expressed	LOC_Os06g07120.1	no descriptionmoderately similar to ( 235)AT2G17570| Symbols:  | undecaprenyl pyrophosphate synthetase family protein / UPP synthetase family protein | chr2:7652168-7653055 FORWARDnot assigned CIS_IPPS UppS Prenyltransf PRK10240	not assigned.no ontology	35_1

CUST_52753_PI403524517	2	0.10945797	0.35961723	3.7384033E-4	-0.13160706	-0.08215332	-3.74794E-4	35_15026	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_104859_PI403524517	2	-0.047587395	-0.5281372	-0.052596092	0.14417553	0.14873695	0.047587395	35_29876	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_14360_PI404877155	2	0.42677784	-0.87285423	-0.80380535	0.3876953	0.3557043	-0.3557043	Contig8185_at	ferredoxin-nitrite reductase [Oryza sativa (japonica cultivar-group)] pir||JC4395 ferredoxin-nitrite reductase (EC 1.7.7.1) precursor - rice	NP_918873.1	ferredoxin--nitrite reductase, putative	At2g15620.1	protein Similar to ferredoxin-nitrite reductase (EC 1.7.7.1) precursor - rice	Os01g25490	"ATHNIR;NITRITE REDUCTASE;ferredoxin--nitrite reductase, putative, strong similarity to ferredoxin--nitrite reductase (Nicotiana tabacum) GI:19893; contains Pfam profiles PF03460: Nitrite/Sulfite reductase ferredoxin-like half domain, PF01077: Nitrite and"	N-metabolism.nitrate metabolism.nitrite reductase	12_1_02

CUST_63562_PI403524517	2	-0.040345192	-0.41579533	0.040345192	0.07892513	0.23443508	-0.0715704	35_18147	"Cluster: Hypothetical protein P0686E09.31; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0686E09.31 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5ZDI8	CHR1V7|COORD:26924226..26924720| similar to Os01g0617800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001043585.1)	AT1G71430.1	CHR01V5|COORD:24898383..24895849|protein expressed protein	LOC_Os01g43060.1	no descriptionvery weakly similar to (96.3)AT1G71430| Symbols:  | similar to Os01g0617800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001043585.1) | chr1:26924226-26924720 FORWARD	not assigned.unknown	35_2

CUST_142333_PI403524517	2	0.0912981	0.021544456	0.0099954605	-0.11885452	-0.009996414	-0.19198227	35_39896	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_67519_PI403524517	2	0.26015186	-0.08343506	0.10865593	-0.033621788	-0.106781006	0.033621788	35_19284	"Cluster: Hypothetical protein OSJNBb0027B08.11; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0027B08.11 - Oryza sativa (japonica"	UniRef90_Q850Z4	"CHR3V7|COORD:5723442..5727545| APUM24 (ARABIDOPSIS PUMILIO 24); RNA binding"	AT3G16810.1	CHR03V5|COORD:34850961..34845557|protein expressed protein	LOC_Os03g61560.1	"no descriptionmoderately similar to ( 209)AT3G16810| Symbols: APUM24 | APUM24 (ARABIDOPSIS PUMILIO 24); RNA binding | chr3:5723442-5727545 REVERSEnot assigned PRK07764"	not assigned.no ontology.pumilio/Puf RNA-binding domain-containing protein	35_1_12

CUST_14_PI404877155	2	0.28395414	0.5206976	0.06586695	-0.38406372	-0.3007946	-0.065867424	AF085166_at	receptor-like kinase [Hordeum vulgare]	AAD44031.1	protein kinase, putative	At1g66910.1	protein TAK14	Os01g02800	NONE	signalling.receptor kinases.wheat LRK10 like	30_2_20

CUST_17766_PI399408534	2	-0.11498165	0.26242638	0.047390938	-0.027909279	0.027908325	-0.16027546	35_18106	"Cluster: Calmodulin-binding family protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Calmodulin-binding family protein,"	UniRef90_Q2QXN6	CHR3V7|COORD:19604343..19606664| calmodulin-binding family protein	AT3G52870.1	CHR12V5|COORD:2454624..2450805|protein calmodulin binding protein, putative, expressed	LOC_Os12g05420.1	no descriptionweakly similar to ( 154)AT3G52870| Symbols:  | calmodulin-binding family protein | chr3:19604343-19606664 REVERSE	signalling.calcium	30_3

CUST_156500_PI403524517	2	0.2387085	-0.8135767	-0.2387085	0.4204054	0.6574917	-0.76413155	35_43709	Rep: B0812A04.3 protein - Oryza sativa (Rice)	UniRef90_Q25A95	CHR5V7|COORD:209083..210242| chlorophyll A-B binding protein CP29 (LHCB4)	AT5G01530.1	CHR04V5|COORD:22898861..22897018|protein prohibitin, putative, expressed	LOC_Os04g38900.2	no descriptionweakly similar to ( 159)AT5G01530| Symbols:  | chlorophyll A-B binding protein CP29 (LHCB4) | chr5:209083-210242 FORWARDvery weakly similar to (87.0)CB29_CHLREChlorophyll a-b binding protein CP29 - Chlamydomonas reinhardtiinot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Band_7_prohibitin PRK12323 Herpes_BLLF1 PRK07003 Chloroa_b-bind DUF1509 PHB HPC2 APC_basic	PS.lightreaction.photosystem II.LHC-II	1_1_1_1

CUST_137088_PI403524517	2	0.5803442	-0.14617586	0.3527813	0.14617538	-0.27102852	-0.28824663	35_38444	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_6229_PI399408534	2	-0.0567379	0.16174126	-0.17393494	0.0567379	-0.12502384	0.15034199	35_2401	Rep: OSIGBa0106G07.8 protein - Oryza sativa (Rice)	UniRef90_Q01IX6	CHR1V7|COORD:4836038..4837037| 2-oxoglutarate-dependent dioxygenase, putative	AT1G14130.1	CHR04V5|COORD:23578418..23576312|protein gibberellin 20 oxidase 2, putative, expressed	LOC_Os04g39980.1	 no descriptionmoderately similar to ( 263)AT1G14130| Symbols:  | 2-oxoglutarate-dependent dioxygenase, putative | chr1:4836038-4837037 REVERSEweakly similar to ( 105)GAOX1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PcbC 2OG-FeII_Oxy PRK12678 PRK07764 PRK07003 PRK12323 TT_ORF1 Tymo_45kd_70kd APC_basic Herpes_BLLF1 DUF390 	hormone metabolism.ethylene.synthesis-degradation	17_5_1

CUST_79651_PI403524517	2	0.5274954	-0.17387295	-0.5232334	0.29507828	-0.06258869	0.06258869	35_22843	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_26122_PI399408534	2	-0.6593919	0.2366066	-0.023741722	0.34686184	-0.5270834	0.023741722	35_3469	"Cluster: Os08g0526400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os08g0526400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J4A3	CHR3V7|COORD:9132465..9133754| RIN4 (RPM1 INTERACTING PROTEIN 4)	AT3G25070.1	CHR08V5|COORD:26063260..26059851|protein expressed protein	LOC_Os08g41470.2	no descriptionvery weakly similar to (66.6)AT3G25070| Symbols: RIN4 | RIN4 (RPM1 INTERACTING PROTEIN 4) | chr3:9132465-9133754 FORWARDnot assigned not assigned not assigned not assigned PRK12678 NOI Herpes_BLLF1 PRK07003 AF-4 infB PRK07764 DUF1509	signalling.in sugar and nutrient physiology	30_1

CUST_43823_PI403524517	2	-0.026865005	0.4514475	0.026865005	-0.08305454	0.043536186	-0.0770998	35_12574	"Cluster: Hypothetical protein B1370C05.1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1370C05.1 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6YUA2	"CHR5V7|COORD:1337999..1340885| similar to nucleic acid binding [Arabidopsis thaliana] (TAIR:AT4G32620.1); similar to Os01g0179500 [Oryza sativa (japonica"	AT5G04670.1	CHR02V5|COORD:13896..9239|protein expressed protein	LOC_Os02g01020.2	"no descriptionvery weakly similar to (98.2)AT5G04670| Symbols:  | similar to nucleic acid binding [Arabidopsis thaliana] (TAIR:AT4G32620.1); similar to Os01g0179500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001042200.1); similar to Os02g0100200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001045580.1); contains domain ENHANCER OF POLYCOMB (PTHR14898) | chr5:1337999-1340885 REVERSE"	not assigned.unknown	35_2

CUST_171264_PI403524517	2	0.06882572	-0.34342194	4.5013428E-4	-4.491806E-4	0.23275185	-0.09629059	35_47710	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_170746_PI403524517	2	0.0303154	-0.6060333	-0.07795906	-0.0303154	0.091958046	0.055246353	35_47559	"Cluster: Mitochondrial import inner membrane translocase subunit Tim9; n=2; Oryza sativa|Rep: Mitochondrial import inner membrane translocase subunit Tim9 - Ory"	UniRef90_Q9XGX7	CHR1V7|COORD:22496859..22500684| proline-rich family protein	AT1G61080.1	CHR05V5|COORD:577817..576847|protein mitochondrial import inner membrane translocase subunit Tim9, putative, expressed	LOC_Os05g02050.1	no descriptionvery weakly similar to (55.1)TIM9_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 zf-Tim10_DDP PRK07764 Drf_FH1	protein.targeting.mitochondria	29_3_2

CUST_63977_PI403524517	2	0.087973595	-0.53977966	-0.0938673	-0.009093285	0.009094238	0.07413292	35_18273	"Cluster: Putative dynamin like protein 2a; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative dynamin like protein 2a - Oryza sativa (japonica cultivar-g"	UniRef90_Q5JJJ5	"CHR4V7|COORD:16161076..16166590| ADL2 (ARABIDOPSIS DYNAMIN-LIKE 2); GTP binding / GTPase"	AT4G33650.1	CHR01V5|COORD:40517770..40509565|protein dynamin-related protein 3A, putative, expressed	LOC_Os01g69130.1	"no descriptionhighly similar to ( 617)AT4G33650| Symbols: ADL2 | ADL2 (ARABIDOPSIS DYNAMIN-LIKE 2); GTP binding / GTPase | chr4:16161076-16166590 FORWARDnot assigned Dynamin_M COG0699 GED GED"	misc.dynamin	26_17

CUST_109692_PI403524517	2	0.3130107	1.4809227	0.37708664	-0.8001623	-0.5513258	-0.31301117	35_31172	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_53941_PI403524517	2	0.098674774	0.46898746	0.024224281	-0.07507992	-0.024223804	-0.058034897	35_15354	Rep: CUL1 - Oryza sativa (japonica cultivar-group)	UniRef90_Q5ZC88	"CHR4|COORD:1128619..1133696| similar to cullin family protein [Arabidopsis thaliana] (TAIR:At1g02980.1); similar to CUL1 [Oryza sativa (japonica cultivar-group)"	AT4G02570.3	CHR01V5|COORD:15466470..15457725|protein cullin-1, putative, expressed	LOC_Os01g27150.2	 no descriptionmoderately similar to ( 471)AT4G02570| Symbols: CUL1, AXR6, ATCUL1 | ATCUL1 (CULLIN 1) | chr4:1129315-1133435 FORWARDnot assigned not assigned not assigned not assigned not assigned COG5647 	protein.degradation.ubiquitin.E3.SCF.cullin	29_5_11_4_3_3

CUST_2403_PI399408534	2	0.055350304	-0.13910866	0.0011796951	-0.003771782	-0.0011806488	0.034911156	35_11667	"Cluster: Putative auxin independent growth-related protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative auxin independent growth-related protein -"	UniRef90_Q8S7V6	"CHR1V7|COORD:4802927..4805108| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G03280.1); similar to Os03g0169000 [Oryza sativa (japonica"	AT1G14020.1	CHR03V5|COORD:3700216..3696495|protein axi 1 protein, putative, expressed	LOC_Os03g07310.1	" no descriptionmoderately similar to ( 325)AT1G14020| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G03280.1); similar to Os03g0169000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001049097.1); similar to hypothetical protein [Cleome spinosa] (GB:ABD96844.1); contains InterPro domain Protein of unknown function DUF246, plant; (InterPro:IPR004348) | chr1:4802927-4805108 FORWARDDUF246 "	hormone metabolism.auxin.induced-regulated-responsive-activated	17_2_3

CUST_133234_PI403524517	2	0.01326561	0.28220367	0.45914173	-0.058303356	-0.013265133	-0.13827991	35_37405	"Cluster: Putative phospho-N-acetylmuramoyl-pentapeptide-transferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative"	UniRef90_Q5QNI0	"CHR4V7|COORD:10099375..10101908| ATTRANS11 (Arabidopsis thaliana translocase 11); catalytic"	AT4G18270.1	CHR01V5|COORD:6021876..6026443|protein phospho-N-acetylmuramoyl-pentapeptide-transferase, putative, expressed	LOC_Os01g11260.1	"no descriptionvery weakly similar to (66.2)AT4G18270| Symbols: ATTRANS11 | ATTRANS11 (Arabidopsis thaliana translocase 11); catalytic | chr4:10099375-10101908 REVERSERfe mraY Glycos_transf_4"	protein.glycosylation	29_7

CUST_19587_PI404877155	2	0.0021705627	0.6242981	-0.016860962	0.010221481	-0.08006668	-0.002169609	rbasd18c22_s_at	Malate dehydrogenase, glyoxysomal precursor pir||T03272 malate dehydrogenase (EC 1.1.1.37) precursor, glyoxysomal - rice dbj|BAA12870.1| gly	Q42972	malate dehydrogenase, glyoxysomal	At5g09660.1	protein malate dehydrogenase, NAD-dependent	Os12g43630	glyoxysomal malate dehydrogenase	gluconeogenesis.Malate DH	6_03

CUST_111660_PI403524517	2	0.06762886	0.26052094	0.17949104	-0.06762886	-0.27656364	-0.14465332	35_31702	Rep: Phosphate transporter HvPT5 - Hordeum vulgare var. distichum (Two-rowed barley)	UniRef90_Q84VI7	"CHR5V7|COORD:17417146..17418871| ATPT1 (PHOSPHATE TRANSPORTER 1); carbohydrate transporter/ phosphate transporter/ sugar porter"	AT5G43350.1	CHR04V5|COORD:5826285..5829399|protein inorganic phosphate transporter 1-5, putative, expressed	LOC_Os04g10750.3	" no descriptionweakly similar to ( 145)AT5G43350| Symbols: PHT1;1, ATPT1 | ATPT1 (PHOSPHATE TRANSPORTER 1); carbohydrate transporter/ phosphate transporter/ sugar porter | chr5:17417146-17418871 REVERSEnot assigned Sugar_tr "	transport.phosphate	34_7

CUST_25031_PI399408534	2	-0.1341877	0.2338686	0.04385948	-0.043860435	0.07474136	-0.065340996	35_16981	"Cluster: ZIGA2 protein-like; n=3; Oryza sativa (japonica cultivar-group)|Rep: ZIGA2 protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6H8D8	CHR4|COORD:7769770..7773811| human Rev interacting-like protein-related / hRIP protein-related, similar to SP:P52594 Nucleoporin-like protein RIP (HIV-1 Rev-bin	AT4G13350.2	CHR02V5|COORD:6110092..6118738|protein GTP-ase activating protein for Arf containing protein, putative, expressed	LOC_Os02g11820.2	no descriptionmoderately similar to ( 311)AT4G13350| Symbols:  | human Rev interacting-like protein-related / hRIP protein-related | chr4:7770166-7773317 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned ArfGap COG5347 ArfGap Atrophin-1 PRK10263 Glutenin_hmw DUF1421	signalling.G-proteins	30_5

CUST_19444_PI404877155	2	-0.04417038	-0.048606873	-0.025202751	0.03295803	0.034876823	0.025202751	rbags17a06_s_at	putative polyprotein [Oryza sativa (japonica cultivar-group)] gb|AAP53790.1| putative polyprotein [Oryza sativa (japonica cultivar-group)]	NP_921503.1	aldo/keto reductase family protein	At1g60690.1	protein expressed protein	Os01g43090	putative polyprotein	hormone metabolism.auxin.induced-regulated-responsive-activated	17_2_3

CUST_30756_PI399408534	2	0.14248371	-0.03275013	-0.2619667	0.03275013	-0.38986874	0.17038059	35_26518	"Cluster: CLV1 receptor kinase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: CLV1 receptor kinase-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K3W2	"CHR1V7|COORD:9996900..10000157| HSL1 (HAESA-LIKE 1); ATP binding / kinase/ protein serine/threonine kinase"	AT1G28440.1	CHR09V5|COORD:9580076..9576649|protein receptor-like protein kinase 5 precursor, putative, expressed	LOC_Os09g15700.1	"no descriptionweakly similar to ( 142)AT1G28440| Symbols: HSL1 | HSL1 (HAESA-LIKE 1); ATP binding / kinase/ protein serine/threonine kinase | chr1:9996900-10000157 FORWARDvery weakly similar to (67.0)RPK1_IPONIReceptor-like protein kinase precursor - Ipomoea nil (Japanese morning glory) (Pharbitis nil)not assigned not assigned PTKc"	signalling.receptor kinases.leucine rich repeat XI	30_2_11

CUST_138810_PI403524517	2	0.5077915	0.6878662	-0.08329725	0.08329725	-0.21726227	-0.100765705	35_38937	Rep: H0525E10.12 protein - Oryza sativa (Rice)	UniRef90_Q01JZ6	CHR5V7|COORD:3056220..3057381| plastid-lipid associated protein PAP / fibrillin family protein	AT5G09820.1	CHR04V5|COORD:20685947..20688981|protein structural molecule, putative, expressed	LOC_Os04g34460.1	no descriptionweakly similar to ( 126)AT5G09820| Symbols:  | structural molecule | chr5:3056091-3057381 REVERSEvery weakly similar to (55.1)PAP2_ORYSAPAP_fibrillin	cell.organisation	31_1

CUST_16345_PI399408534	2	0.36248398	-0.0055274963	0.0055265427	-0.047537804	-0.35771465	0.27680492	35_42279	"Cluster: Myb-like DNA-binding domain, putative; n=1; Oryza sativa (japonica cultivar-group)|Rep: Myb-like DNA-binding domain, putative - Oryza sativa (japonica"	UniRef90_Q53K34	"CHR4V7|COORD:16461073..16464997| CHB3 (Arabidopsis thaliana switch 3D); DNA binding / transcription factor"	AT4G34430.3	CHR03V5|COORD:29246649..29252653|protein SWI/SNF-related matrix-associated actin-dependent regulator of chromatin subfamily C member, putative,	LOC_Os03g51220.1	" no descriptionweakly similar to ( 160)AT4G34430| Symbols: ATSWI3D, CHB3 | CHB3 (Arabidopsis thaliana switch 3D); DNA binding / transcription factor | chr4:16461073-16464997 FORWARDnot assigned not assigned RSC8 ZZ_RSC8 COG5114 ZnF_ZZ Myb_DNA-binding SANT SANT ZZ "	RNA.regulation of transcription.Chromatin Remodeling Factors	27_3_44

CUST_10221_PI399408534	2	-0.38732433	-0.086649895	0.5244703	0.23082638	0.086649895	-0.09294987	35_17958	Rep: Transcription factor MYC7E - Zea mays (Maize)	UniRef90_Q9ZPN6	CHR4V7|COORD:9933715..9935484| basic helix-loop-helix (bHLH) family protein	AT4G17880.1	CHR10V5|COORD:22527437..22530190|protein transcription factor MYC7E, putative, expressed	LOC_Os10g42430.1	" no descriptionmoderately similar to ( 279)AT1G32640| Symbols: RD22BP1, JAI1, JIN1, MYC2, ZBF1, ATMYC2 | ATMYC2 (JASMONATE INSENSITIVE 1); DNA binding / transcription factor | chr1:11799022-11800893 REVERSEvery weakly similar to (67.0)ARRS_MAIZEAnthocyanin regulatory R-S protein - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07003 PRK12323 PRK07764 HLH APC_basic HLH Tymo_45kd_70kd PRK12678 AF-4 HLH DUF1777 DUF566 Protamine_P1 "	RNA.regulation of transcription.bHLH,Basic Helix-Loop-Helix family	27_3_6

CUST_124068_PI403524517	2	-0.0059223175	-1.3876295	-0.21592045	0.15056133	0.06056404	0.0059223175	35_34977	"Cluster: Hypothetical protein OSJNBb0049A16.11; n=3; Oryza sativa|Rep: Hypothetical protein OSJNBb0049A16.11 - Oryza sativa (Rice)"	UniRef90_Q8W5J1	CHR3V7|COORD:337972..340449| pentatricopeptide (PPR) repeat-containing protein	AT3G02010.1	CHR10V5|COORD:18210953..18213188|protein EMB2758, putative, expressed	LOC_Os10g34720.1	no descriptionmoderately similar to ( 202)AT3G02010| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr3:337972-340449 FORWARD	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_4656_PI404877155	2	0.21840096	0.36733532	0.2538166	-0.5836797	-0.39020014	-0.21840096	Contig15831_at	polyol transporter [Plantago major]	CAD58709.1	mannitol transporter, putative	At3g18830.1	protein sugar transporter, putative	Os03g10090	"ATPLT5;This gene encodes a plasma membrane-localized polyol/cyclitol/monosaccharide-H+-symporter. The AtPLT5 symporter is able to catalyze the energy-dependent membrane passage of a wide range of linear polyols (three to six carbon backbone), of cyclic po"	transporter.sugars	34_2

CUST_16651_PI399408534	2	0.8097496	0.13362026	-0.13362026	-0.13960075	-0.5586071	0.14988995	35_42249	"Cluster: 1-phosphatidylinositol-3-phosphate 5-kinase-like; n=3; Oryza sativa (japonica cultivar-group)|Rep: 1-phosphatidylinositol-3-phosphate 5-kinase-like - O"	UniRef90_Q6ZLF2	CHR3V7|COORD:4754631..4761192| phosphatidylinositol-4-phosphate 5-kinase family protein	AT3G14270.1	CHR08V5|COORD:21868285..21879039|protein 1-phosphatidylinositol-4-phosphate 5-kinase/ zinc ion binding protein, putative, expressed	LOC_Os08g34950.1	no descriptionweakly similar to ( 162)AT3G14270| Symbols:  | phosphatidylinositol-4-phosphate 5-kinase family protein | chr3:4754631-4761192 FORWARDnot assigned	signalling.phosphinositides.phosphatidylinositol-4-phosphate 5-kinase	30_4_1

CUST_7043_PI404877155	2	-0.032442093	-0.08910084	-0.19941044	0.042141914	0.03244114	0.11630249	Contig20612_at	putative HB2 homeodomain protein [Oryza sativa (japonica cultivar-group)]	NP_915983.1	homeobox-leucine zipper protein (HB-2) / HD-ZIP protein	At4g35550.1	protein Homeobox domain, putative	Os01g60270	NONE	RNA.regulation of transcription.HB,Homeobox transcription factor family	27_3_22

CUST_5089_PI404877155	2	0.14768887	0.07219505	-0.19945908	-0.08095169	0.019180298	-0.019180298	Contig16523_at	putative protein kinase APK1B, Serine/Threonine protein kinase [Oryza sativa (japonica cultivar-group)]	NP_917544.1	protein kinase family protein	At3g13690.1	protein Protein kinase domain, putative	Os01g41870	putative protein kinase APK1B	signalling.receptor kinases.misc	30_2_99

CUST_133019_PI403524517	2	0.008171082	0.48447037	0.4281435	-0.33996773	-0.14940166	-0.008172035	35_37351	"Cluster: Hypothetical protein P0456F08.17; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0456F08.17 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5NAI8	CHR5V7|COORD:7786176..7792083| HUA2 (ENHANCER OF AG-4 2)	AT5G23150.1	CHR01V5|COORD:29835119..29836277|protein expressed protein	LOC_Os01g51310.1	no descriptionnot assigned PRK12678 PRK12323	not assigned.unknown	35_2

CUST_155631_PI403524517	2	-0.5079193	0.12631226	-0.12631226	0.6652155	-0.27609158	0.15383244	35_43474	"Cluster: Os08g0526400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os08g0526400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J4A3	CHR3V7|COORD:9132465..9133754| RIN4 (RPM1 INTERACTING PROTEIN 4)	AT3G25070.1	CHR08V5|COORD:26063260..26059851|protein expressed protein	LOC_Os08g41470.2	no descriptionvery weakly similar to (61.2)AT3G25070| Symbols: RIN4 | RIN4 (RPM1 INTERACTING PROTEIN 4) | chr3:9132465-9133754 FORWARD	not assigned.no ontology	35_1

CUST_65016_PI403524517	2	0.06369209	-0.17165852	-0.04365635	0.16560268	-0.12498474	0.04365635	35_18563	"Cluster: OSJNBb0020J19.14 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBb0020J19.14 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XK96	CHR5V7|COORD:25642191..25645483| dehydration-responsive protein-related	AT5G64030.1	CHR04V5|COORD:35215887..35220063|protein ankyrin-like protein, putative, expressed	LOC_Os04g59590.1	no descriptionvery weakly similar to (78.2)AT5G64030| Symbols:  | dehydration-responsive protein-related | chr5:25642191-25645483 FORWARDDUF248	stress.abiotic.drought/salt	20_2_3

CUST_20026_PI399408534	2	0.21407413	-0.052134514	0.052134514	-0.058075905	-0.8679466	0.74572945	35_22554	Rep: Protein argonaute - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_O04379	CHR1V7|COORD:17889953..17895560| AGO1 (ARGONAUTE 1)	AT1G48410.2	CHR03V5|COORD:33319166..33310275|protein argonaute-like protein, putative, expressed	LOC_Os03g58600.1	no descriptionmoderately similar to ( 384)AT1G48410| Symbols: AGO1 | AGO1 (ARGONAUTE 1) | chr1:17889953-17895560 REVERSEnot assigned not assigned Piwi_ago-like Piwi Piwi_piwi-like_Euk Piwi-like	RNA.regulation of transcription.Argonaute	27_3_36

CUST_52386_PI403524517	2	-0.053497314	-0.61999226	-0.118172646	0.113827705	0.053498268	0.06871796	35_14928	Rep: 60S ribosomal protein L9 - Oryza sativa (Rice)	UniRef90_P49210	CHR1V7|COORD:12023340..12024482| 60S ribosomal protein L9 (RPL90A/C)	AT1G33140.1	CHR09V5|COORD:18753232..18750895|protein 60S ribosomal protein L9, putative, expressed	LOC_Os09g31180.1	no descriptionmoderately similar to ( 205)AT1G33140| Symbols:  | 60S ribosomal protein L9 (RPL90A/C) | chr1:12023340-12024482 FORWARDmoderately similar to ( 221)RL9_ORYSAnot assigned rpl6p RplF Ribosomal_L6	protein.synthesis.misc ribososomal protein	29_2_2

CUST_139342_PI403524517	2	0.13355732	-0.040688515	-0.0032491684	0.09736538	0.0032482147	-0.13601208	35_39081	"Cluster: Kelch repeat containing F-box protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Kelch repeat containing F-box protein-like - Oryza sativa"	UniRef90_Q67W96	CHR2V7|COORD:10433494..10434612| kelch repeat-containing F-box family protein	AT2G24540.1	CHR06V5|COORD:26877988..26875998|protein kelch motif family protein, expressed	LOC_Os06g44500.1	no description	not assigned.unknown	35_2

CUST_99265_PI403524517	2	6.6661835E-4	-6.656647E-4	-0.0788641	0.06561756	-0.029322624	0.12873363	35_28336	"Cluster: Putative DegP2 protease; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative DegP2 protease - Oryza sativa (japonica cultivar-group)"	UniRef90_Q67VA4	"CHR5V7|COORD:16087630..16090329| DEGP9 (DEGP PROTEASE 9); serine-type peptidase/ trypsin"	AT5G40200.1	CHR06V5|COORD:6979032..6985314|protein protease Do-like 9, putative, expressed	LOC_Os06g12780.1	"no descriptionvery weakly similar to (99.8)AT5G40200| Symbols: DEGP9 | DEGP9 (DEGP PROTEASE 9); serine-type peptidase/ trypsin | chr5:16087630-16090329 FORWARD"	protein.degradation.serine protease	29_5_5

CUST_29172_PI403524517	2	-0.1850133	0.1850133	0.5856061	0.21792603	-0.23299265	-0.24746752	35_8428	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XEH4	CHR3V7|COORD:8052453..8057895| kinase interacting family protein	AT3G22790.1	CHR10V5|COORD:14582384..14574800|protein expressed protein	LOC_Os10g28610.1	no descriptionvery weakly similar to (57.0)AT3G22790| Symbols:  | kinase interacting family protein | chr3:8052453-8057895 REVERSE	protein.postranslational modification	29_4

CUST_110967_PI403524517	2	0.13749552	-0.032491684	0.88274336	0.032491684	-0.21734428	-0.101622105	35_31512	Rep: Putative glycogenin - Oryza sativa (Rice)	UniRef90_Q94HG3	"CHR3V7|COORD:8960418..8963310| ATPERK1 (PROLINE EXTENSIN-LIKE RECEPTOR KINASE 1); ATP binding / protein kinase"	AT3G24550.1	CHR03V5|COORD:4407953..4413281|protein transferase, transferring glycosyl groups, putative, expressed	LOC_Os03g08600.1	no descriptionnot assigned not assigned	not assigned.unknown	35_2

CUST_70596_PI403524517	2	-0.12237072	-0.41635418	0.22514057	0.14047909	0.10440254	-0.10440254	35_20220	"Cluster: Receptor-like kinase Xa21-binding protein 3; n=2; Oryza sativa|Rep: Receptor-like kinase Xa21-binding protein 3 - Oryza sativa (Rice)"	UniRef90_Q8LLW2	CHR2V7|COORD:12385619..12387551| ankyrin repeat family protein	AT2G28840.1	CHR05V5|COORD:621362..617592|protein ankyrin repeat domain-containing protein 28, putative, expressed	LOC_Os05g02130.1	no descriptionweakly similar to ( 124)AT2G28840| Symbols:  | ankyrin repeat family protein | chr2:12385619-12387551 FORWARDnot assigned	cell.organisation	31_1

CUST_5679_PI404877155	2	-0.13791943	2.5229492	0.13791943	-0.49394226	-0.3259182	0.2040739	Contig1762_s_at	dormancy-associated protein - garden pea gb|AAB84193.1| dormancy-associated protein [Pisum sativum]	T06255	dormancy/auxin associated family protein	At2g33830.2	protein probable dormancy-associated protein [imported] - Arabidopsis thaliana	Os11g44810	auxin-regulated protein/3.1_Homeodomain T01995	hormone metabolism.auxin.induced-regulated-responsive-activated	17_2_3

CUST_71011_PI403524517	2	0.4839902	-0.107638836	0.17605352	0.10134792	-0.47545624	-0.1013484	35_20343	"Cluster: Protease Do-like 2, chloroplast precursor; n=1; Arabidopsis thaliana|Rep: Protease Do-like 2, chloroplast precursor - Arabidopsis thaliana (Mouse-ear c"	UniRef90_O82261	"CHR2V7|COORD:19625442..19629234| DEGP2 (DEGP PROTEASE 2); serine-type peptidase/ trypsin"	AT2G47940.1	CHR05V5|COORD:2703713..2711754|protein protease Do-like 2, chloroplast precursor, putative, expressed	LOC_Os05g05480.1	"no descriptionhighly similar to ( 511)AT2G47940| Symbols: DEGP2 | DEGP2 (DEGP PROTEASE 2); serine-type peptidase/ trypsin | chr2:19625442-19629234 REVERSEnot assigned DegQ PRK10942 PRK10898 Trypsin PRK10139 PDZ_serine_protease"	protein.degradation.serine protease	29_5_5

CUST_123969_PI403524517	2	-0.015035629	1.3303537	0.015036583	-0.09161949	-0.4249363	0.11940861	35_34952	"Cluster: Alpha-L-arabinofuranosidase C-terminus family protein, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Alpha-L-arabinofuranosidase"	UniRef90_Q10M79	"CHR3V7|COORD:3361036..3364578| ASD1 (ALPHA-L-ARABINOFURANOSIDASE); hydrolase, acting on glycosyl bonds"	AT3G10740.1	CHR03V5|COORD:11537173..11528342|protein alpha-N-arabinofuranosidase 1 precursor, putative, expressed	LOC_Os03g20420.1	no description	not assigned.unknown	35_2

CUST_3137_PI404877155	2	0.041161537	-0.041161537	0.07346821	0.1283083	-0.21143341	-0.06575823	Contig13589_at	histone deacetylase family protein (HDA2) [Arabidopsis thaliana]	NP_568480.2	histone deacetylase family protein (HDA2)	At5g26040.2	protein HDA2	Os06g37420	NONE	RNA.regulation of transcription.HDA	27_3_55

CUST_3856_PI399408534	2	0.20336533	-0.088440895	0.09354496	0.057609558	-0.12552738	-0.057609558	35_49751	"Cluster: Hypothetical protein B1074C08.29; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1074C08.29 - Oryza sativa (japonica"	UniRef90_Q5QLH2	CHR4V7|COORD:7000089..7003439| bromo-adjacent homology (BAH) domain-containing protein	AT4G11560.1	CHR01V5|COORD:19250453..19266126|protein BAH domain containing protein, expressed	LOC_Os01g34330.2	no descriptionvery weakly similar to (54.3)AT4G11560| Symbols:  | bromo-adjacent homology (BAH) domain-containing protein | chr4:7000089-7003439 REVERSEBAH_plant_3	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_22287_PI403524517	2	-0.14380741	0.0572958	0.030504227	0.16455746	-0.11828232	-0.030504227	35_6474	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_62201_PI403524517	2	-0.019281387	-0.05660534	0.048064232	0.019280434	-0.14366436	0.078645706	35_17738	"Cluster: Target of myb1-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Target of myb1-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5N7Y5	CHR4V7|COORD:15799381..15803837| protein transporter	AT4G32760.1	CHR01V5|COORD:7125951..7134131|protein VHS and GAT domain protein, putative, expressed	LOC_Os01g12880.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned	not assigned.unknown	35_2

CUST_103858_PI403524517	2	-0.014206886	-0.024392605	0.014206886	0.18556881	-0.26491594	0.1319623	35_29608	"Cluster: Hypothetical protein OSJNBa0093M23.2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0093M23.2 - Oryza sativa (japonica cu"	UniRef90_Q7XZZ5	"CHR5V7|COORD:2003679..2005544| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G11850.2); similar to expressed protein [Oryza sativa (japonica"	AT5G06560.1	CHR03V5|COORD:25218463..25222121|protein expressed protein	LOC_Os03g44800.1	"no descriptionvery weakly similar to (53.5)AT5G06560| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G11850.2); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABA98276.1); similar to Os11g0575900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001068136.1); similar to Os03g0650800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001050787.1); contains InterPro domain Protein of unknown function DUF593; (InterPro:IPR007656) | chr5:2003679-2005544 REVERSEDUF593"	not assigned.unknown	35_2

CUST_57269_PI403524517	2	-0.02187252	0.09496117	-0.06268406	-0.018006325	0.018005371	0.102731705	35_16334	"Cluster: DT-related protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: DT-related protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q4F886	CHR2V7|COORD:17207940..17209629| haloacid dehalogenase-like hydrolase family protein	AT2G41250.1	CHR07V5|COORD:27785226..27781970|protein rhythmically expressed gene 2 protein, putative, expressed	LOC_Os07g46520.1	no descriptionmoderately similar to ( 360)AT2G41250| Symbols:  | haloacid dehalogenase-like hydrolase family protein | chr2:17207940-17209629 REVERSEnot assigned not assigned Hydrolase COG1011 Gph COG0637	not assigned.no ontology	35_1

CUST_73158_PI403524517	2	0.010634422	-0.033138275	0.22348785	-0.016973495	-0.010634422	0.032966614	35_20978	"Cluster: Os09g0502100 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0502100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J0Q5	"CHR2V7|COORD:9704460..9706664| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G37820.1); similar to hypothetical protein B14911_03489 [Bacillus sp."	AT2G22795.1	CHR09V5|COORD:19430435..19424547|protein expressed protein	LOC_Os09g32540.1	"no descriptionvery weakly similar to (56.2)AT2G22795| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G37820.1); similar to hypothetical protein B14911_03489 [Bacillus sp. NRRL B-14911] (GB:ZP_01168655.1) | chr2:9704460-9706664 REVERSE"	not assigned.unknown	35_2

CUST_46989_PI403524517	2	-0.06433439	-0.74928284	0.17430305	0.06433439	0.0771842	-0.308527	35_13454	"Cluster: Putative adenylosuccinate synthetase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative adenylosuccinate synthetase - Oryza sativa (japonica cu"	UniRef90_Q851S8	CHR3V7|COORD:21345496..21347580| adenylosuccinate synthetase (ADSS)	AT3G57610.1	CHR03V5|COORD:27984660..27988144|protein adenylosuccinate synthetase, chloroplast precursor, putative, expressed	LOC_Os03g49220.1	 no descriptionweakly similar to ( 165)AT3G57610| Symbols: ATPURA | adenylosuccinate synthetase (ADSS) | chr3:21345496-21347580 REVERSEweakly similar to ( 159)PURA_WHEATAdenylosuccinate synthetase, chloroplast precursor - Triticum aestivum (Wheat)not assigned AdSS Adenylsucc_synt PurA PRK01117 PRK04293 	nucleotide metabolism.synthesis.purine.adenylosuccinate synthase	23_1_2_20

CUST_16576_PI403524517	2	-0.34484577	0.37935448	0.09975815	0.44316864	-0.20707798	-0.0997591	35_4787	"Cluster: Os07g0588200 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0588200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D519	CHR5V7|COORD:26944061..26947438| formin homology 2 domain-containing protein / FH2 domain-containing protein	AT5G67470.1	CHR07V5|COORD:23942841..23948769|protein actin binding protein, putative, expressed	LOC_Os07g39920.1	no descriptionmoderately similar to ( 332)AT5G67470| Symbols:  | formin homology 2 domain-containing protein / FH2 domain-containing protein | chr5:26944061-26947438 FORWARDnot assigned not assigned not assigned not assigned FH2 FH2	not assigned.no ontology.formin homology 2 domain-containing protein	35_1_20

CUST_162828_PI403524517	2	-0.042424202	0.31161976	0.05114746	-0.05209446	0.04242325	-0.18769169	35_45416	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_109455_PI403524517	2	1.8309541	0.011782646	-0.011783123	0.38664913	-0.4344182	-0.6618223	35_31110	0	0	CHR1V7|COORD:11399903..11405702| actin binding	AT1G31810.1	0	0	no description	not assigned.unknown	35_2

CUST_121308_PI403524517	2	0.4223032	0.16274166	-0.06573677	0.02288723	-0.08833027	-0.02288723	35_34265	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_36118_PI403524517	2	-0.17740917	-0.031647682	0.33834076	0.24193573	0.031647682	-0.38981152	35_10414	"Cluster: Major Facilitator Superfamily protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Major Facilitator Superfamily protein, expressed - O"	UniRef90_Q2QWW7	CHR5V7|COORD:17892374..17893672| transporter-related	AT5G44370.1	CHR12V5|COORD:4043466..4046391|protein inorganic phosphate cotransporter, putative, expressed	LOC_Os12g07970.4	no descriptionmoderately similar to ( 237)AT5G44370| Symbols:  | transporter-related | chr5:17892374-17893672 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned MFS_1 ProP AraJ UhpC PRK11551 COG2270 NarK PRK05122 PTR2	not assigned.no ontology	35_1

CUST_181365_PI403524517	2	0.16069889	-0.29991722	0.12450218	0.24296904	-0.12450218	-0.30445766	35_50431	"Cluster: Putative eukaryotic peptide chain release factor subunit 1-3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative eukaryotic peptide chain releas"	UniRef90_Q8RV12	"CHR5V7|COORD:19403781..19405091| ERF1-1 (EUKARYOTIC RELEASE FACTOR 1-1); translation release factor"	AT5G47880.1	CHR01V5|COORD:41569316..41570686|protein eukaryotic peptide chain release factor subunit 1-1, putative, expressed	LOC_Os01g71270.1	" no descriptionweakly similar to ( 180)AT5G47880| Symbols: ERF1, ERF1-1 | ERF1-1 (EUKARYOTIC RELEASE FACTOR 1-1); translation release factor | chr5:19403781-19405091 REVERSEnot assigned eRF1 eRF1_1 PRK04011 "	protein.synthesis.release	29_2_5

CUST_34620_PI403524517	2	0.8765049	0.6386671	0.7191391	-0.69117546	-0.6386671	-0.73770046	35_9981	"Cluster: Leucine Rich Repeat family protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Leucine Rich Repeat family protein - Oryza sativa (japonica cultiv"	UniRef90_Q2R440	0	0	CHR11V5|COORD:16788372..16791560|protein receptor-like protein kinase precursor, putative	LOC_Os11g29790.1	no description	not assigned.unknown	35_2

CUST_24326_PI403524517	2	-0.23599243	0.25963497	0.32625484	-0.14449978	-0.024774551	0.024774551	35_7060	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_113535_PI403524517	2	-0.14882374	-0.041056633	0.36838245	0.2624712	-0.033738136	0.033738136	35_32227	"Cluster: Ubiquitin-activating enzyme E1-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: Ubiquitin-activating enzyme E1-like - Oryza sativa (japonica cult"	UniRef90_Q5ZDX5	CHR5V7|COORD:18632531..18635663| APG7 (AUTOPHAGY 7)	AT5G45900.1	CHR01V5|COORD:24713535..24707484|protein autophagy-related protein 7, putative, expressed	LOC_Os01g42850.2	no description	not assigned.unknown	35_2

CUST_111488_PI403524517	2	0.0	2.1207752	1.1783566	-0.07378626	0.0	-0.37687206	35_31654	"Cluster: Chloroplast RelA homologue 2; n=2; Oryza sativa (japonica cultivar-group)|Rep: Chloroplast RelA homologue 2 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q9AYT4	CHR3V7|COORD:5979874..5981974| RelA/SpoT domain-containing protein / calcium-binding EF-hand family protein	AT3G17470.1	CHR05V5|COORD:3585521..3589390|protein relA-SpoT like protein RSH4, putative, expressed	LOC_Os05g06890.1	no descriptionweakly similar to ( 189)AT3G17470| Symbols:  | RelA/SpoT domain-containing protein / calcium-binding EF-hand family protein | chr3:5979874-5981974 FORWARDnot assigned SpoT RelA_SpoT PRK11092 relA	not assigned.no ontology	35_1

CUST_155019_PI403524517	2	0.8512821	0.05956745	-0.05956745	0.09824562	-0.16539192	-1.2351425	35_43306	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_181686_PI403524517	2	0.14685392	0.2956791	-0.15673113	-0.008775711	-0.10322952	0.008775234	35_50515	Rep: DNA-directed RNA polymerase - Glycine max (Soybean)	UniRef90_Q99366	"CHR4V7|COORD:16961119..16967896| NRPB1 (RNA POLYMERASE II LARGE SUBUNIT); DNA binding / DNA-directed RNA polymerase"	AT4G35800.1	CHR08V5|COORD:3223078..3217882|protein DNA-directed RNA polymerase II largest subunit, putative, expressed	LOC_Os08g05940.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_19209_PI404877155	2	-0.7559433	0.6424203	0.045204163	2.419199	-0.045204163	-1.0836778	rbaal12n12_s_at	auxin efflux carrier family protein [Arabidopsis thaliana] dbj|BAB10403.1| unnamed protein product [Arabidopsis thaliana]	NP_201399.1	auxin efflux carrier family protein	At5g65980.1	protein Auxin Efflux Carrier	Os09g38130	auxin efflux carrier family protein, contains auxin efflux carrier domain, Pfam:PF03547	hormone metabolism.auxin.signal transduction	17_2_2

CUST_82128_PI403524517	2	0.9985857	-0.77094316	0.28810596	-0.08441925	0.08441925	-0.12399864	35_23558	"Cluster: Glycosyl hydrolase family 10 protein, expressed; n=4; Oryza sativa (japonica cultivar-group)|Rep: Glycosyl hydrolase family 10 protein, expressed - Ory"	UniRef90_Q10P81	CHR4V7|COORD:18063371..18065763| glycosyl hydrolase family 10 protein	AT4G38650.1	CHR03V5|COORD:7578747..7582117|protein hydrolase, hydrolyzing O-glycosyl compounds, putative, expressed	LOC_Os03g14010.2	no descriptionmoderately similar to ( 347)AT4G38650| Symbols:  | glycosyl hydrolase family 10 protein | chr4:18063371-18065763 FORWARDnot assigned Glyco_hydro_10 Glyco_10 XynA PRK04537 PRK07764	not assigned.no ontology	35_1

CUST_70388_PI403524517	2	0.22338581	-0.42255878	-0.14576054	0.13230705	0.023086548	-0.023087502	35_20161	"Cluster: Putative carbonic anhydrase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative carbonic anhydrase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69MC9	CHR4V7|COORD:16139408..16141365| carbonic anhydrase family protein / carbonate dehydratase family protein	AT4G33580.1	CHR09V5|COORD:17571391..17566631|protein carbonic anhydrase, chloroplast precursor, putative, expressed	LOC_Os09g28910.2	 no descriptionmoderately similar to ( 285)AT4G33580| Symbols:  | carbonate dehydratase/ zinc ion binding | chr4:16139408-16141365 FORWARDweakly similar to ( 184)CAHC_PEACarbonic anhydrase, chloroplast precursor - Pisum sativum (Garden pea)not assigned not assigned beta_CA_cladeB Pro_CA beta_CA CynT beta_CA_cladeA beta_CA_cladeC PRK10437 beta_CA_cladeD 	TCA / org. transformation.carbonic anhydrases	8_3

CUST_56353_PI403524517	2	0.21622658	0.5119405	0.09960604	-0.09960604	-0.937757	-0.48276663	35_16043	"Cluster: Threonyl-tRNA synthetase, mitochondrial precursor; n=3; Arabidopsis thaliana|Rep: Threonyl-tRNA synthetase, mitochondrial precursor - Arabidopsis"	UniRef90_O04630	CHR5V7|COORD:9437354..9441571| threonyl-tRNA synthetase / threonine--tRNA ligase (THRRS)	AT5G26830.1	CHR08V5|COORD:11891151..11881553|protein threonyl-tRNA synthetase, mitochondrial precursor, putative, expressed	LOC_Os08g19850.1	no descriptionhighly similar to ( 998)AT5G26830| Symbols:  | threonyl-tRNA synthetase / threonine--tRNA ligase (THRRS) | chr5:9437354-9441571 FORWARDnot assigned not assigned thrS ThrS PRK12444 PRK03772 thrS PRK04483 ThrRS_core thrS PRK03991 tRNA-synt_2b Gly_His_Pro_Ser_Thr_tRS_core ThrRS_anticodon TGS_ThrRS_N class_II_aaRS-like_core HGTP_anticodon ProS TGS ProRS_core_prok PRK08661 hisS ProRS_core HisS PRK09194 tRNA_SAD ProRS_core_arch_euk HGTP_anticodon PRK12325 SerS	protein.aa activation.threonine-tRNA ligase	29_1_3

CUST_32139_PI403524517	2	-0.08395195	-0.029876232	0.0047330856	-0.004732609	0.04017067	0.07372093	35_9268	"Cluster: Putative crp1 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative crp1 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5Z9G2	CHR5V7|COORD:16933088..16935466| pentatricopeptide (PPR) repeat-containing protein	AT5G42310.1	CHR06V5|COORD:30058825..30062001|protein crp1 protein-like, putative, expressed	LOC_Os06g49670.2	no descriptionweakly similar to ( 102)AT5G42310| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr5:16933088-16935466 FORWARDvery weakly similar to (61.2)RF1_ORYSA	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_35334_PI403524517	2	-0.003437996	-7.6293945E-5	-0.029996872	0.063776016	0.2462635	7.6293945E-5	35_10187	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10M56	CHR5V7|COORD:7394512..7396557| similar to Os03g0322600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001049968.1)	AT5G22340.1	CHR03V5|COORD:11656723..11659044|protein expressed protein	LOC_Os03g20640.1	no descriptionvery weakly similar to (61.2)AT5G22340| Symbols:  | similar to Os03g0322600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001049968.1) | chr5:7394512-7396612 FORWARD	not assigned.unknown	35_2

CUST_5874_PI404877155	2	-0.00694561	-0.4885311	0.0069465637	0.26478386	0.245368	-0.08571911	Contig18000_at	knotted 1 [Hordeum vulgare]	AAQ11882.1	homeobox protein knotted-1 like 1 (KNAT1)	At4g08150.1	protein KNOX2 domain, putative	Os07g03770	homeobox protein knotted-1 like 1 (KNAT1), identical to homeobox protein knotted-1 like 1  (KNAT1) SP:P46639 from (Arabidopsis thaliana)	RNA.regulation of transcription.HB,Homeobox transcription factor family	27_3_22

CUST_140208_PI403524517	2	-0.010146141	0.321311	0.06694412	-0.049736977	0.010146141	-0.04549408	35_39316	"Cluster: Precursor of CP29, core chlorophyll a/b binding (CAB) protein of photosystem II; n=1; Hordeum vulgare|Rep: Precursor of CP29, core chlorophyll a/b bind"	UniRef90_Q40039	"CHR4V7|COORD:6408196..6409492| LHCB5 (LIGHT HARVESTING COMPLEX OF PHOTOSYSTEM II 5); chlorophyll binding"	AT4G10340.1	CHR11V5|COORD:7655143..7657742|protein chlorophyll a-b binding protein M9, chloroplast precursor, putative, expressed	LOC_Os11g13890.6	" no descriptionweakly similar to ( 150)AT4G10340| Symbols: LHCB5 | LHCB5 (LIGHT HARVESTING COMPLEX OF PHOTOSYSTEM II 5); chlorophyll binding | chr4:6408196-6409492 FORWARDweakly similar to ( 108)CB21_SINALChlorophyll a-b binding protein 1, chloroplast precursor - Sinapis alba (White mustard) (Brassica hirta)Chloroa_b-bind "	PS.lightreaction.photosystem II.LHC-II	1_1_1_1

CUST_29907_PI403524517	2	0.017080307	-0.1795578	0.0617218	-0.024270058	-0.0072317123	0.007232666	35_8635	"Cluster: Os05g0127400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0127400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DL26	CHR5V7|COORD:160499..162198| DNAJ heat shock protein, putative	AT5G01390.1	CHR05V5|COORD:1531459..1535277|protein dnaJ homolog subfamily B member 13, putative, expressed	LOC_Os05g03630.1	 no descriptionmoderately similar to ( 254)AT5G01390| Symbols:  | DNAJ heat shock protein, putative | chr5:160499-162198 REVERSEweakly similar to ( 103)DNJH_CUCSADnaJ protein homolog - Cucumis sativus (Cucumber)not assigned not assigned not assigned DnaJ DnaJ_C PRK10767 	stress.abiotic.heat	20_2_1

CUST_113206_PI403524517	2	0.025734901	0.3661375	0.6160021	-0.2640028	-0.025734901	-0.35525227	35_32133	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_64664_PI403524517	2	0.51850414	0.15781736	0.23051262	-0.15781689	-0.5118418	-0.573112	35_18460	Rep: Tryptophan decarboxylase - Hordeum vulgare (Barley)	UniRef90_Q75PZ8	CHR2V7|COORD:8786885..8789571| tyrosine decarboxylase, putative	AT2G20340.1	CHR08V5|COORD:2249663..2251576|protein aromatic-L-amino-acid decarboxylase, putative, expressed	LOC_Os08g04540.1	 no descriptionmoderately similar to ( 420)AT2G20340| Symbols:  | tyrosine decarboxylase, putative | chr2:8786885-8789571 FORWARDmoderately similar to ( 491)DDC_CATROAromatic-L-amino-acid decarboxylase - Catharanthus roseus (Rosy periwinkle) (Madagascar periwinkle)not assigned not assigned not assigned not assigned not assigned Pyridoxal_deC GadB PRK02769 Atrophin-1 	secondary metabolism.N misc.alkaloid-like	16_4_1

CUST_22898_PI403524517	2	0.07490826	0.586154	-0.36907005	0.35607052	-0.07490826	-0.08154011	35_6651	"Cluster: Hypothetical protein OSJNBa0095C06.5; n=2; Oryza sativa|Rep: Hypothetical protein OSJNBa0095C06.5 - Oryza sativa (Rice)"	UniRef90_Q8S7K3	CHR1V7|COORD:29435119..29437409| protein binding	AT1G78230.1	CHR10V5|COORD:11649622..11654733|protein protein binding protein, putative, expressed	LOC_Os10g22980.4	no descriptionmoderately similar to ( 251)AT1G78230| Symbols:  | protein binding | chr1:29435119-29437409 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG4886 LRR_RI	not assigned.no ontology	35_1

CUST_49436_PI403524517	2	0.054833412	-0.72218513	-0.108317375	0.022402763	-0.002814293	0.0028152466	35_14100	"Cluster: Fructose-bisphosphate aldolase cytoplasmic isozyme; n=8; Poaceae|Rep: Fructose-bisphosphate aldolase cytoplasmic isozyme - Oryza sativa (Rice)"	UniRef90_P17784	CHR2V7|COORD:15304008..15305466| fructose-bisphosphate aldolase, putative	AT2G36460.1	CHR05V5|COORD:19523585..19525771|protein fructose-bisphosphate aldolase cytoplasmic isozyme, putative, expressed	LOC_Os05g33380.1	 no descriptionhighly similar to ( 595)AT2G36460| Symbols:  | fructose-bisphosphate aldolase, putative | chr2:15304008-15305466 REVERSEhighly similar to ( 667)ALF_ORYSAnot assigned not assigned Glycolytic FBP_aldolase_I_a COG3588 FBP_aldolase_I FBP_aldolase_I_bact PRK05377 Tymo_45kd_70kd 	glycolysis.aldolase	4_7

CUST_159168_PI403524517	2	-0.17182922	0.03738165	3.2905412	-0.03738165	0.39876318	-0.23800945	35_44429	"Cluster: Putative heat shock protein Hsp70; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative heat shock protein Hsp70 - Oryza sativa (japonica"	UniRef90_Q5KQJ9	CHR1V7|COORD:30068674..30071960| HSP91 (Heat shock protein 91)	AT1G79930.1	CHR05V5|COORD:4855642..4861617|protein heat shock 70 kDa protein 4L, putative, expressed	LOC_Os05g08840.1	no descriptionweakly similar to ( 103)AT1G79930| Symbols: HSP91 | HSP91 (Heat shock protein 91) | chr1:30068817-30071960 REVERSEnot assigned	stress.abiotic.heat	20_2_1

CUST_181529_PI403524517	2	2.1817398	0.26878262	0.8754759	-0.41044092	-0.26878214	-0.53302956	35_50473	"Cluster: Unknow protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Unknow protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q84T06	CHR1V7|COORD:6546530..6551540| aminoacyl-tRNA synthetase family	AT1G18950.1	CHR03V5|COORD:33439405..33434923|protein aminoacyl-tRNA synthetase, putative, expressed	LOC_Os03g58820.1	no description	not assigned.unknown	35_2

CUST_83105_PI403524517	2	-0.121564865	-0.103987694	0.18413258	0.097120285	0.042549133	-0.042549133	35_23829	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10QE9	"CHR4V7|COORD:16422440..16423828| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G34330.1); similar to Os03g0199100 [Oryza sativa (japonica"	AT4G34320.1	CHR03V5|COORD:5193230..5196856|protein expressed protein	LOC_Os03g10240.1	"no descriptionvery weakly similar to (61.2)AT4G34320| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G34330.1); similar to Os03g0199100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001049283.1); similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:AAL58139.1); contains InterPro domain Protein of unknown function DUF677; (InterPro:IPR007749) | chr4:16422440-16423828 FORWARDDUF677"	not assigned.no ontology	35_1

CUST_45037_PI403524517	2	1.0634699	0.039991856	1.4464526	-0.1464982	-0.23284578	-0.039991856	35_12912	"Cluster: Cytochrome P450 84A1, putative, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Cytochrome P450 84A1, putative, expressed - Oryza sativa"	UniRef90_Q109F2	"CHR4V7|COORD:17137587..17139622| FAH1 (FERULATE-5-HYDROXYLASE 1); ferulate 5-hydroxylase"	AT4G36220.1	CHR10V5|COORD:19405378..19398594|protein cytochrome P450 84A1, putative, expressed	LOC_Os10g36848.1	" no descriptionweakly similar to ( 128)AT4G36220| Symbols: CYP84A1, FAH1 | FAH1 (FERULATE-5-HYDROXYLASE 1); ferulate 5-hydroxylase | chr4:17137587-17139622 REVERSEvery weakly similar to (99.8)C99A1_SORBICytochrome P450 CYP99A1 - Sorghum bicolor (Sorghum) (Sorghum vulgare)not assigned not assigned p450 "	misc.cytochrome P450	26_10

CUST_30872_PI403524517	2	-0.21018791	0.759367	0.36543083	0.09185982	-0.09185982	-0.14274216	35_8910	"Cluster: Os09g0128400 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0128400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J3D8	"CHR2V7|COORD:10252001..10253795| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G30780.1); similar to hypothetical protein MtrDRAFT_AC126784g9v2"	AT2G24100.1	CHR09V5|COORD:2186521..2180578|protein expressed protein	LOC_Os09g04160.1	"no descriptionmoderately similar to ( 207)AT4G30780| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G24100.1); similar to hypothetical protein MtrDRAFT_AC126784g9v2 [Medicago truncatula] (GB:ABE94678.1) | chr4:14990529-14992861 FORWARD"	not assigned.unknown	35_2

CUST_64227_PI403524517	2	-0.004527092	-0.07042599	-0.0476799	0.0045280457	0.12773132	0.02507019	35_18338	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_18565_PI404877155	2	-0.09747982	0.42694855	0.050852776	-0.2795925	0.020154	-0.020154953	HVSMEk0022L04r2_at	Putative trehalose-6-phosphate synthase [Oryza sativa (japonica cultivar-group)] gb|AAN52740.1| Putative trehalose-6-phosphate synthase [Ory	NP_912486.1	glycosyl transferase family 20 protein / trehalose-phosphatase family protein	At1g68020.2	protein trehalose-phosphatase, putative	Os03g12360	Putative trehalose-6-phosphate synthase	minor CHO metabolism.trehalose.potential TPS/TPP	3_2_3

CUST_73122_PI403524517	2	0.010477066	-0.20110703	-0.15028381	0.14511108	-0.010477066	0.15690708	35_20967	"Cluster: NB-ARC domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: NB-ARC domain containing protein, expressed - Oryza sativ"	UniRef90_Q10NZ0	CHR5V7|COORD:25300478..25303228| disease resistance protein (CC-NBS-LRR class), putative	AT5G63020.1	CHR03V5|COORD:8105137..8101302|protein disease resistance protein RPS2, putative, expressed	LOC_Os03g14900.1	no descriptionnot assigned PRK12323 PRK12678 PRK07003 PRK07764	not assigned.unknown	35_2

CUST_167526_PI403524517	2	0.6120591	0.2470069	0.38701582	-0.2470069	-0.6178832	-0.545897	35_46661	"Cluster: Nodulin-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Nodulin-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8H613	CHR1V7|COORD:30283116..30285139| nodulin family protein	AT1G80530.1	CHR06V5|COORD:3936230..3933040|protein nodulin-like protein, putative, expressed	LOC_Os06g08110.1	no descriptionvery weakly similar to (70.5)AT1G80530| Symbols:  | nodulin family protein | chr1:30283116-30285139 REVERSENodulin-like	development.unspecified	33_99

CUST_64472_PI403524517	2	-0.11790085	-0.22550678	0.15529633	0.01586628	0.31110287	-0.015867233	35_18408	"Cluster: Hydrolase, alpha/beta fold family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hydrolase, alpha/beta fold family protein, expre"	UniRef90_Q10N00	CHR3V7|COORD:2972361..2974597| hydrolase	AT3G09690.2	CHR03V5|COORD:9951546..9956815|protein catalytic/ hydrolase, putative, expressed	LOC_Os03g17900.1	no descriptionmoderately similar to ( 451)AT3G09690| Symbols:  | hydrolase | chr3:2972361-2974597 FORWARDnot assigned MhpC Abhydrolase_1	not assigned.no ontology	35_1

CUST_75178_PI403524517	2	0.10132313	0.11045647	-0.13721848	-0.082634926	0.015489578	-0.015490532	35_21549	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_100945_PI403524517	2	0.046319485	0.93506193	0.10780144	-0.0766902	-0.25925875	-0.046319008	35_28809	Rep: Hypothetical protein - Zea mays (Maize)	UniRef90_Q5GAR3	CHR1V7|COORD:17055012..17056986| tetrapyrrole methylase family protein	AT1G45110.1	CHR10V5|COORD:14147377..14143348|protein expressed protein	LOC_Os10g27450.2	no descriptionweakly similar to ( 124)AT1G45110| Symbols:  | tetrapyrrole methylase family protein | chr1:17055012-17056986 FORWARDCOG0313 TP_methylase	tetrapyrrole synthesis.urogen III methylase	19_30

CUST_16944_PI404877155	2	-0.9421997	-0.40854836	1.5805988	0.40854788	1.7095623	-1.4931364	HO14E18S_at	putative PDR-like ABC transporter [Oryza sativa (japonica cultivar-group)]	BAD05827.1	ABC transporter family protein	At1g15520.1	protein ABC transporter, putative	Os08g29570	"PDR12;PLEIOTROPIC DRUG RESISTANCE 12;ABC transporter family involved in resistant to lead. Localizes to plasma membrane. Upregulated by lead. Expressed in leaves, flowers. Not expressed in roots."	transport.ABC transporters and multidrug resistance systems	34_16

CUST_2611_PI404877155	2	0.09359455	-0.6785383	0.01735115	-0.1372757	0.099246025	-0.01735115	Contig13036_at	unknown [Setaria italica]	AAP93139.1	expressed protein	At2g42190.1	protein expressed protein	Os06g21580	"expressed protein, ; similar to GP:9826:X07453"	RNA.regulation of transcription.putative DNA-binding protein	27_3_67

CUST_24871_PI403524517	2	0.060640335	-0.44838524	-0.08171654	0.014385223	0.108385086	-0.014386177	35_7217	"Cluster: Hypothetical protein P0450E05.22; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0450E05.22 - Oryza sativa (japonica cultivar-g"	UniRef90_Q69IM4	0	0	CHR09V5|COORD:20053294..20057236|protein expressed protein	LOC_Os09g33970.1	no description	not assigned.unknown	35_2

CUST_138403_PI403524517	2	0.2662611	1.1899657	0.0039801598	-0.0039801598	-0.3090415	-0.12460375	35_38821	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_55865_PI403524517	2	0.04904747	-0.95132923	-0.05582428	0.14623833	0.09918785	-0.049046516	35_15900	"Cluster: Acyl carrier protein 1, chloroplast precursor; n=1; Hordeum vulgare|Rep: Acyl carrier protein 1, chloroplast precursor - Hordeum vulgare (Barley)"	UniRef90_P02902	CHR4V7|COORD:12870188..12871034| ACP4 (ACYL CARRIER PROTEIN 4)	AT4G25050.1	CHR12V5|COORD:21209946..21206934|protein acyl carrier protein 1, chloroplast precursor, putative, expressed	LOC_Os12g34890.1	 no descriptionweakly similar to ( 113)AT4G25050| Symbols: ACP4 | ACP4 (ACYL CARRIER PROTEIN 4) | chr4:12870188-12871034 FORWARDmoderately similar to ( 244)ACP1_HORVUAcyl carrier protein 1, chloroplast precursor - Hordeum vulgare (Barley)not assigned acpP acpP AcpP PP-binding 	lipid metabolism.FA synthesis and FA elongation.ACP protein	11_1_12

CUST_171319_PI403524517	2	0.37037086	-0.33352566	0.3398757	-0.08998966	0.08998966	-0.45077753	35_47734	Rep: OSIGBa0097P08.3 protein - Oryza sativa (Rice)	UniRef90_Q01JK2	CHR5V7|COORD:4908689..4910673| aldose 1-epimerase family protein	AT5G15140.1	CHR04V5|COORD:22683509..22686683|protein aldose 1-epimerase, putative, expressed	LOC_Os04g38540.1	no description	not assigned.unknown	35_2

CUST_54095_PI403524517	2	1.3866644	-0.12500906	-0.57075787	0.12500906	-1.4828949	0.26747513	35_15392	"Cluster: Hypothetical protein P0011G08.23; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0011G08.23 - Oryza sativa (japonica cultivar-g"	UniRef90_Q943P5	CHR2V7|COORD:2015804..2016524| glycine-rich protein	AT2G05510.1	CHR01V5|COORD:2996378..2997995|protein glycine-rich cell wall structural protein precursor, putative, expressed	LOC_Os01g06310.1	no description	not assigned.unknown	35_2

CUST_31906_PI403524517	2	0.17800522	0.024086952	-0.07046127	0.05239725	-0.024086952	-0.3746252	35_9204	Rep: Os06g0326400 protein - Oryza sativa (japonica cultivar-group)	UniRef90_Q0DCI1	CHR1V7|COORD:28727794..28731823| pyrophosphate--fructose-6-phosphate 1-phosphotransferase alpha subunit, putative / pyrophosphate-dependent	AT1G76550.1	CHR06V5|COORD:12793243..12799359|protein pyrophosphate--fructose 6-phosphate 1-phosphotransferase alpha subunit, putative, expressed	LOC_Os06g22060.1	 no descriptionhighly similar to ( 520)AT1G76550| Symbols:  | pyrophosphate--fructose-6-phosphate 1-phosphotransferase alpha subunit, putative / pyrophosphate-dependent 6-phosphofructose-1-kinase, putative | chr1:28727794-28731823 REVERSEhighly similar to ( 550)PFPA_RICCOPyrophosphate--fructose 6-phosphate 1-phosphotransferase subunit alpha - Ricinus communis (Castor bean)not assigned PRK07085 Pyrophosphate_PFK PFK PfkA PRK03202 PRK06830 Bacterial_PFK PFK 	glycolysis.pyrophosphate-fructose-6-P phosphotransferase	4_5

CUST_69621_PI403524517	2	-0.5987177	0.16988564	0.2316761	0.10096073	-0.10095978	-0.58781624	35_19921	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_99455_PI403524517	2	0.11051941	-0.39926338	-0.037739754	0.037740707	0.09564781	-0.30593395	35_28390	"Cluster: Hypothetical protein OSJNBa0007A06.10; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0007A06.10 - Oryza sativa (japonica"	UniRef90_Q6AUP5	CHR2V7|COORD:17285268..17292165| GCN5-related N-acetyltransferase (GNAT) family protein	AT2G41450.1	CHR05V5|COORD:18101722..18089229|protein N-acetyltransferase, putative, expressed	LOC_Os05g31254.1	no descriptionvery weakly similar to (96.7)AT2G41450| Symbols:  | GCN5-related N-acetyltransferase (GNAT) family protein | chr2:17285268-17292165 FORWARD	misc.GCN5-related N-acetyltransferase	26_24

CUST_11525_PI404877155	2	-0.0019006729	-0.007511139	-0.09494972	0.056869507	0.0019006729	0.02055645	Contig5223_at	Cytochrome P450 51 (CYPLI) (P450-LIA1) (Obtusifoliol 14-alpha demethylase)	P93596	obtusifoliol 14-demethylase (CYP51)	At1g11680.1	protein cytochrome P450-like protein	Os11g32240	obtusifoliol 14-alpha-demethylase	lipid metabolism.'exotics' (steroids, squalene etc)	11_8

CUST_111120_PI403524517	2	0.060830116	-0.056120872	-0.04380226	0.1155262	0.04380226	-0.15752792	35_31555	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q75GQ8	CHR1V7|COORD:16816094..16817173| DNA binding / ligand-dependent nuclear receptor	AT1G44191.1	CHR03V5|COORD:25914215..25915779|protein expressed protein	LOC_Os03g45930.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07764	not assigned.unknown	35_2

CUST_17257_PI399408534	2	0.8507333	-0.041994095	0.5742588	0.041993618	-0.21552753	-0.6144762	35_30239	"Cluster: Putative auxin induced protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative auxin induced protein - Oryza sativa (japonica cultivar-group"	UniRef90_Q651R2	CHR1V7|COORD:10305967..10306392| auxin-responsive protein, putative	AT1G29450.1	CHR09V5|COORD:21576973..21577558|protein OsSAUR41 - Auxin-responsive SAUR gene family member, expressed	LOC_Os09g37369.1	 no descriptionvery weakly similar to (71.2)AT1G29450| Symbols:  | auxin-responsive protein, putative | chr1:10305967-10306392 REVERSEAuxin_inducible 	hormone metabolism.auxin.induced-regulated-responsive-activated	17_2_3

CUST_84617_PI403524517	2	0.039974213	-0.6609211	-0.12071419	0.32964516	0.17292976	-0.039975166	35_24246	"Cluster: Os09g0508200 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0508200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J0I1	CHR1V7|COORD:18321231..18323774| leucine-rich repeat family protein / extensin family protein	AT1G49490.1	CHR09V5|COORD:19695619..19692975|protein pollen proteins Ole e I family protein, expressed	LOC_Os09g32988.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_13527_PI404877155	2	-0.6005802	0.24894857	0.08522606	0.5694332	-0.08522558	-1.2162724	Contig7255_at	0	BAD10757.1	DNAJ heat shock protein, putative	At2g17880.1	protein DnaJ domain, putative	Os06g50230	"DNAJ heat shock protein, putative, similar to J11 protein (Arabidopsis thaliana) GI:9843641; contains Pfam profile PF00226 DnaJ domain"	stress.abiotic.heat	20_2_1

CUST_47926_PI403524517	2	0.04875374	-0.31134224	-0.04875183	0.16622543	0.08145332	-0.057868958	35_13707	"Cluster: Os01g0835900 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0835900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JHY5	CHR5V7|COORD:24068875..24069186| histone H4	AT5G59690.1	CHR10V5|COORD:20690219..20689571|protein histone H4, putative, expressed	LOC_Os10g39410.1	no descriptionweakly similar to ( 162)AT5G59970| Symbols:  | histone H4 | chr5:24163578-24163889 REVERSEweakly similar to ( 162)H4_PEAHistone H4 - Pisum sativum (Garden pea)not assigned H4 H4 HHT1 Histone PRK07764	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_5011_PI404877155	2	0.6526885	-0.40728474	-0.34995842	0.14421988	-0.08296633	0.08296585	Contig16432_at	basic leucine zipper protein - maize gb|AAC39351.1| basic leucine zipper protein [Zea mays] gb|AAO45627.1| liguleless2 [Zea mays]	T01415	bZIP family transcription factor	At1g08320.1	protein bZIP transcription factor	Os11g05480	"bZIP family transcription factor, contains Pfam profile: PF00170 bZIP transcription factor or  similar to bZIP family transcription factor [Arabidopsis thaliana] (TAIR:At5g06839.1); similar to basic leucine zipper protein [Zea mays] (GB:AAC39351.1); simil"	RNA.regulation of transcription.bZIP transcription factor family	27_3_35

CUST_15351_PI404877155	2	0.004998207	-0.17513847	-0.07291412	0.03004551	-0.004998207	0.07034397	Contig9193_at	RNA polymerase transcriptional regulation mediator-related [Arabidopsis thaliana] dbj|BAB03048.1| unnamed protein product [Arabidopsis thali	NP_188772.2	RNA polymerase transcriptional regulation mediator-related	At3g21350.1	protein MED6 mediator sub complex component, putative	Os06g11370	RNA polymerase transcriptional regulation mediator	RNA.transcription	27_2

CUST_67955_PI403524517	2	-0.0796051	0.22155857	1.0164881	0.0796051	-0.65523386	-1.2984643	35_19415	"Cluster: NBS-LRR disease resistance protein homologue; n=1; Hordeum vulgare|Rep: NBS-LRR disease resistance protein homologue - Hordeum vulgare (Barley)"	UniRef90_Q84KC8	0	0	CHR04V5|COORD:31635367..31643224|protein NBS-LRR disease resistance protein, putative, expressed	LOC_Os04g53496.1	no description	not assigned.unknown	35_2

CUST_139993_PI403524517	2	-0.19154978	0.08999109	0.09214926	-0.08999109	0.7262583	-0.2766366	35_39258	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_25726_PI403524517	2	0.03855896	-0.11835575	-0.0036497116	0.0036497116	-0.03469944	0.06877899	35_7457	"Cluster: Hypothetical protein P0431G05.3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0431G05.3 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q5WMY5	"CHR3V7|COORD:19602976..19603719| similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE94614.1); similar to Os05g0154900 [Oryza sativa"	AT3G52860.1	CHR05V5|COORD:3194361..3192180|protein expressed protein	LOC_Os05g06290.1	"no descriptionweakly similar to ( 112)AT3G52860| Symbols:  | similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE94614.1); similar to Os05g0154900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001054686.1) | chr3:19602976-19603719 REVERSE"	not assigned.unknown	35_2

CUST_126781_PI403524517	2	0.20933151	0.82893705	1.003315	-0.20933104	-1.1022916	-0.30459166	35_35678	Rep: Hypothetical protein - Gibberella zeae (Fusarium graminearum)	UniRef90_Q4ILZ5		0	0	0	no description	not assigned.unknown	35_2

CUST_95216_PI403524517	2	-0.004137993	-0.012457848	0.071136475	0.08494949	-0.12838745	0.004137039	35_27211	"Cluster: Os03g0206100 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os03g0206100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DU57	0	0	CHR03V5|COORD:5530487..5526148|protein expressed protein	LOC_Os03g10820.1	no description	not assigned.unknown	35_2

CUST_60101_PI403524517	2	0.0945673	-0.2621479	-0.12586689	0.17534637	0.02342987	-0.023428917	35_17134	"Cluster: Hypothetical protein OJ1155_H10.28-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1155_H10.28-1 - Oryza sativa (japonica cu"	UniRef90_Q652L5	CHR2V7|COORD:11811058..11813042| aldo/keto reductase family protein	AT2G27680.1	CHR09V5|COORD:22648606..22651602|protein aldo-keto reductase/ oxidoreductase, putative, expressed	LOC_Os09g39390.1	no descriptionhighly similar to ( 568)AT2G27680| Symbols:  | aldo/keto reductase family protein | chr2:11811058-11813042 REVERSEnot assigned not assigned not assigned Aldo_ket_red Tas ARA1 PRK10625 COG4989 PRK09912 Protamine_P1 TT_ORF1 dkgA	minor CHO metabolism.others	3_5

CUST_104769_PI403524517	2	-0.010504246	0.23109531	0.010503769	1.0639281	-0.37487316	-0.52664185	35_29851	"Cluster: Os03g0223000 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os03g0223000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DTV2	CHR5V7|COORD:23590047..23592097| leucine-rich repeat transmembrane protein kinase, putative	AT5G58300.1	CHR03V5|COORD:6413964..6417645|protein atypical receptor-like kinase MARK, putative, expressed	LOC_Os03g12250.1	no description	not assigned.unknown	35_2

CUST_154703_PI403524517	2	-0.041359425	0.212996	0.13854647	0.041359425	-0.48479795	-0.5947857	35_43223	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_65336_PI403524517	2	-0.0075149536	-0.5948725	0.007514	0.025810242	-0.108338356	0.12823582	35_18655	"Cluster: Putative Anter-specific proline-rich protein APG; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Anter-specific proline-rich protein APG - O"	UniRef90_Q6YUV1	CHR4|COORD:13487712..13489382| GDSL-motif lipase/hydrolase family protein, similar to family II lipase EXL3 (GI:15054386), EXL1 (GI:15054382), EXL2	AT4G26790.2	CHR02V5|COORD:4944685..4948383|protein anther-specific proline-rich protein APG, putative, expressed	LOC_Os02g09620.1	no descriptionmoderately similar to ( 369)AT4G26790| Symbols:  | GDSL-motif lipase/hydrolase family protein | chr4:13487865-13489155 FORWARDweakly similar to ( 181)APG_BRANAAnther-specific proline-rich protein APG - Brassica napus (Rape)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned SGNH_plant_lipase_like fatty_acyltransferase_like Triacylglycerol_lipase_like PRK07003 COG3240 Herpes_BLLF1 Lipase_GDSL PRK07764 TT_ORF1 PRK12323 Protamine_P1 DUF566 SerH HPC2 Pneumo_att_G Tymo_45kd_70kd	misc.GDSL-motif lipase	26_28

CUST_149897_PI403524517	2	0.28677225	0.67824507	3.2723641	-0.28677225	-0.59174705	-0.4517498	35_41934	"Cluster: Regulator of chromosome condensation, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Regulator of chromosome condensation, putat"	UniRef90_Q2QTS8	CHR2V7|COORD:13186089..13188763| ASP1 (ASPARTATE AMINOTRANSFERASE 1)	AT2G30970.1	CHR12V5|COORD:10768321..10772796|protein HECT domain and RCC1-like domain-containing protein 2, putative, expressed	LOC_Os12g18650.4	no descriptionvery weakly similar to (83.2)AT2G30970| Symbols: ASP1 | ASP1 (ASPARTATE AMINOTRANSFERASE 1) | chr2:13186089-13188763 FORWARDvery weakly similar to (60.1)AATC_ORYSAnot assigned not assigned TyrB	amino acid metabolism.synthesis.central amino acid metabolism.aspartate.aspartate aminotransferase	13_1_1_2_1

CUST_1524_PI404877155	2	0.08358097	-0.13401794	-0.13113117	0.19099998	-0.07115936	0.07116032	Contig11705_at	cycloartenol synthase [Avena strigosa]	CAC84559.1	cycloartenol synthase (CAS1) / 2,3-epoxysqualene--cycloartenol cyclase / (S)-2,3-epoxysqualene mutase	At2g07050.1	protein squalene/oxidosqualene cyclases	Os02g04710	cycloartenol synthase	lipid metabolism.'exotics' (steroids, squalene etc)	11_8

CUST_29932_PI403524517	2	-0.100795746	0.8983779	0.4225378	0.08643675	-0.08643675	-0.20337296	35_8641	"Cluster: Os02g0203500 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os02g0203500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E2Y5	0	0	CHR02V5|COORD:5788769..5785295|protein NB-ARC domain containing protein, expressed	LOC_Os02g10900.1	no description	not assigned.unknown	35_2

CUST_182154_PI403524517	2	0.013111591	0.36417675	0.17530346	-0.085727215	-0.013111591	-0.25169992	35_50640	Rep: F18B13.7 protein - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q9SSD5	CHR1V7|COORD:30090803..30096842| coatomer protein complex, subunit beta 2 (beta prime), putative	AT1G79990.1	CHR06V5|COORD:2328667..2319806|protein coatomer subunit beta, putative, expressed	LOC_Os06g05180.2	 no descriptionmoderately similar to ( 301)AT1G79990| Symbols:  | coatomer protein complex, subunit beta 2 (beta prime), putative | chr1:30090803-30096842 FORWARDnot assigned Coatomer_WDAD 	cell. vesicle transport	31_4

CUST_142750_PI403524517	2	-0.2518425	0.25206757	0.0821867	0.16662884	-0.0821867	-0.32814312	35_40006	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_42865_PI403524517	2	0.4090066	0.0784173	0.0010614395	-0.0010619164	-0.56927204	-0.5727873	35_12310	"Cluster: Vegetative cell wall protein gp1-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Vegetative cell wall protein gp1-like - Oryza sativa (japonica"	UniRef90_Q67TP0	CHR1V7|COORD:25812961..25813793| AGP19/ATAGP19 (ARABINOGALACTAN-PROTEIN 19)	AT1G68725.1	CHR07V5|COORD:21640543..21638888|protein hypothetical protein	LOC_Os07g36220.1	no description	not assigned.unknown	35_2

CUST_125752_PI403524517	2	-0.12881994	0.09212971	-0.13598108	2.4454908	-0.022476196	0.022476196	35_35411	"Cluster: Armadillo/beta-catenin-like repeat family protein, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Armadillo/beta-catenin-like repeat"	UniRef90_Q2R9P0	CHR1V7|COORD:29109442..29116474| C2 domain-containing protein / armadillo/beta-catenin repeat family protein	AT1G77460.1	CHR11V5|COORD:4229377..4239246|protein armadillo/beta-catenin-like repeat family protein, expressed	LOC_Os11g08090.1	no descriptionweakly similar to ( 169)AT1G77460| Symbols:  | C2 domain-containing protein / armadillo/beta-catenin repeat family protein | chr1:29109442-29116474 FORWARDC2	not assigned.no ontology.C2 domain-containing protein	35_1_19

CUST_24944_PI403524517	2	-0.020334244	-0.06454086	0.13117123	-0.0043964386	0.004395485	0.08025265	35_7240	"Cluster: Putative protease IV; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative protease IV - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z329	"CHR1V7|COORD:27828126..27832468| SPPA (signal peptide peptidase); protease IV/ serine-type endopeptidase"	AT1G73990.1	CHR02V5|COORD:30300300..30291295|protein protease 4, putative, expressed	LOC_Os02g49570.1	"no descriptionweakly similar to ( 184)AT1G73990| Symbols: SPPA | SPPA (signal peptide peptidase); protease IV/ serine-type endopeptidase | chr1:27828126-27832468 FORWARDPeptidase_S49 PRK10949 SppA"	protein.degradation	29_5

CUST_102246_PI403524517	2	2.2651467	0.19920635	-0.19920635	1.805182	-1.6639726	-1.1431041	35_29172	"Cluster: ATP-dependent Clp protease ATP-binding subunit clpA CD4B,chloroplast, putative, expressed; n=4; Magnoliophyta|Rep: ATP-dependent Clp protease ATP-bindi"	UniRef90_Q2QVG9		0	CHR12V5|COORD:7100504..7094687|protein ATP-dependent Clp protease ATP-binding subunit clpA homolog,chloroplast precursor, putative, expressed	LOC_Os12g12850.2	no description	not assigned.unknown	35_2

CUST_153223_PI403524517	2	0.010178566	0.9827452	0.21471786	-0.025636673	-0.010178566	-0.031012535	35_42824	Rep: POT family protein, expressed - Oryza sativa (japonica cultivar-group)	UniRef90_Q336M5	"CHR2V7|COORD:487541..489706| ATPTR2-B (NITRATE TRANSPORTER 1); transporter"	AT2G02040.1	CHR10V5|COORD:22785007..22788063|protein peptide transporter PTR2, putative, expressed	LOC_Os10g42870.2	" no descriptionvery weakly similar to ( 100)AT2G02040| Symbols: PTR2-B, NTR1, ATPTR2-B | ATPTR2-B (NITRATE TRANSPORTER 1); transporter | chr2:487541-489706 FORWARDnot assigned PTR2 "	transport.peptides and oligopeptides	34_13

CUST_76724_PI403524517	2	0.0054121017	0.6115055	0.031276703	-0.005411148	-0.006621361	-0.070840836	35_21994	"Cluster: Os06g0524500 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os06g0524500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DBV0	"CHR1V7|COORD:10035682..10035993| similar to Os06g0525000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001057762.1); similar to Os06g0524500 [Oryza"	AT1G28540.1	CHR06V5|COORD:19420896..19417815|protein expressed protein	LOC_Os06g33340.3	"no descriptionvery weakly similar to (74.7)AT1G28540| Symbols:  | similar to Os06g0525000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001057762.1); similar to Os06g0524500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001057759.1) | chr1:10035682-10035993 FORWARD"	not assigned.unknown	35_2

CUST_174243_PI403524517	2	0.31996775	0.8032031	0.139009	-0.4055071	-0.139009	-0.16593504	35_48511	"Cluster: Serine/threonine-protein kinase MHK, putative, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Serine/threonine-protein kinase MHK, putativ"	UniRef90_Q10AM7		0	CHR03V5|COORD:35572597..35577649|protein serine/threonine-protein kinase MHK, putative, expressed	LOC_Os03g63020.4	no description	not assigned.unknown	35_2

CUST_77639_PI403524517	2	-0.047961235	0.1201067	0.082505226	0.04733944	-0.064279556	-0.04733944	35_22256	"Cluster: Putative mitotic arrest defective protein 2B; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative mitotic arrest defective protein 2B - Oryza sat"	UniRef90_Q69UA4	"CHR1V7|COORD:5673879..5674883| REV7 (Reversionless 7); DNA binding"	AT1G16590.1	0	0	"no descriptionweakly similar to ( 116)AT1G16590| Symbols: REV7 | REV7 (Reversionless 7); DNA binding | chr1:5673879-5674883 FORWARD"	cell.division	31_2

CUST_113963_PI403524517	2	0.16015387	-0.070147514	0.13940144	0.070147514	-0.6754794	-0.2929535	35_32343	"Cluster: WD-40 repeat family protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: WD-40 repeat family protein-like - Oryza sativa (japonica cultivar-g"	UniRef90_Q5VPC8	"CHR5V7|COORD:8459151..8467923| similar to protein kinase family protein [Arabidopsis thaliana] (TAIR:AT5G38560.1); similar to Os01g0653800 [Oryza sativa (japoni"	AT5G24710.1	CHR01V5|COORD:26792804..26780630|protein peptidase S8 and S53, subtilisin, kexin, sedolisin, putative, expressed	LOC_Os01g46510.2	" no descriptionweakly similar to ( 154)AT5G24710| Symbols:  | similar to protein kinase family protein [Arabidopsis thaliana] (TAIR:AT5G38560.1); similar to Os01g0653800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001043744.1); similar to WD-40 repeat family protein [Medicago sativa] (GB:AAZ31064.1); similar to Peptidase S8 and S53, subtilisin, kexin, sedolisin; WD40-like [Medicago truncatula] (GB:ABD32844.1); contains InterPro domain WD-40 repeat; (InterPro:IPR001680); contains InterPro domain WD40-like; (InterPro:IPR011046) | chr5:8459151-8467923 REVERSE"	not assigned.no ontology	35_1

CUST_23603_PI403524517	2	0.79524803	-1.0474215	-0.88575363	0.84753036	0.15263271	-0.15263176	35_6861	"Cluster: Hypothetical protein B1085F09.19; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1085F09.19 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5NAB4	0	0	CHR01V5|COORD:10008373..10004814|protein expressed protein	LOC_Os01g17396.1	no description	not assigned.unknown	35_2

CUST_80444_PI403524517	2	-1.0466671	-0.8901758	0.7480478	0.23923206	0.1474762	-0.1474762	35_23070	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_84144_PI403524517	2	-0.028569221	-0.299098	-0.010415077	0.08191013	0.047177315	0.010415077	35_24114	"Cluster: Putative endo-beta-1,4-mannanase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative endo-beta-1,4-mannanase - Oryza sativa (japonica"	UniRef90_Q5Z7X8	CHR4V7|COORD:14018299..14019978| glycosyl hydrolase family 5 protein / cellulase family protein	AT4G28320.1	CHR06V5|COORD:11876530..11880769|protein hydrolase, hydrolyzing O-glycosyl compounds, putative, expressed	LOC_Os06g20620.1	no descriptionvery weakly similar to (70.9)AT4G28320| Symbols:  | glycosyl hydrolase family 5 protein / cellulase family protein | chr4:14018299-14019978 REVERSE	cell wall.degradation.cellulases and beta -1,4-glucanases	10_6_1

CUST_26368_PI403524517	2	0.14249039	0.27261162	-0.14249134	0.6590719	-0.65317583	-0.2859764	35_7641	"Cluster: Proline dehydrogenase family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Proline dehydrogenase family protein, expressed - Ory"	UniRef90_Q336U3	"CHR3V7|COORD:12451359..12453605| ERD5 (EARLY RESPONSIVE TO DEHYDRATION 5, PROLINE OXIDASE); proline dehydrogenase"	AT3G30775.1	CHR10V5|COORD:21288413..21290891|protein proline oxidase, mitochondrial precursor, putative, expressed	LOC_Os10g40360.1	" no descriptionvery weakly similar to (59.7)AT3G30775| Symbols: AT-POX, ATPOX, ATPDH, PRO1, ERD5 | ERD5 (EARLY RESPONSIVE TO DEHYDRATION 5, PROLINE OXIDASE); proline dehydrogenase | chr3:12451359-12453605 REVERSEnot assigned not assigned PRK07764 PRK12323 "	amino acid metabolism.degradation.glutamate family.proline	13_2_2_2

CUST_18894_PI399408534	2	-0.18125916	-0.9169874	0.001745224	-0.0017442703	0.35571766	0.12143135	35_6392	"Cluster: Putative Ribosomal RNA processing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Ribosomal RNA processing protein - Oryza sativa (j"	UniRef90_Q6Z6A3	CHR1V7|COORD:29197082..29200857| ribonuclease II family protein	AT1G77680.1	CHR02V5|COORD:31710525..31705484|protein RNA binding protein, putative, expressed	LOC_Os02g51780.1	no descriptionmoderately similar to ( 211)AT1G77680| Symbols:  | ribonuclease II family protein | chr1:29197082-29200857 REVERSEnot assigned	RNA.processing.ribonucleases	27_1_19

CUST_61969_PI403524517	2	-0.045619965	0.032583237	0.008763313	-0.008763313	-0.025125504	0.019403458	35_17678	Rep: Expressed protein - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q9SJH8	"CHR2V7|COORD:17808114..17809723| similar to Os08g0169600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001061087.1); similar to predicted protein"	AT2G42780.1	CHR08V5|COORD:4059305..4062938|protein expressed protein	LOC_Os08g07280.1	"no descriptionweakly similar to ( 135)AT2G42780| Symbols:  | similar to Os08g0169600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001061087.1); similar to predicted protein [Coprinopsis cinerea okayama7#130] (GB:EAU88783.1); contains InterPro domain RNA polymerase II transcription factor SIII subunit A; (InterPro:IPR010684) | chr2:17808114-17809723 FORWARDElongin_A"	not assigned.unknown	35_2

CUST_101228_PI403524517	2	0.1354351	-1.1205149	0.107578754	-0.022920132	0.022920132	-0.7075138	35_28890	"Cluster: Putative queuine tRNA-ribosyltransferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative queuine tRNA-ribosyltransferase - Oryza sativa (jap"	UniRef90_Q6K4A3		0	CHR09V5|COORD:17873475..17879194|protein queuine tRNA-ribosyltransferase, putative, expressed	LOC_Os09g29420.1	no descriptionnot assigned tgt Tgt PRK01008	not assigned.unknown	35_2

CUST_3040_PI404877155	2	0.12876987	-0.049354553	-0.2871809	0.19894218	-0.008987427	0.00898838	Contig13478_at	P0446G04.23 [Oryza sativa (japonica cultivar-group)]	NP_915338.1	phosphatidate cytidylyltransferase family protein	At5g58560.1	protein phosphatidate cytidylyltransferase, putative	Os11g01450	phosphatidate cytidylyltransferase family protein, contains Pfam profile: PF01148 phosphatidate cytidylyltransferase	lipid metabolism.Phospholipid synthesis	11_3

CUST_2938_PI403524517	2	-0.18951988	-0.2751665	-0.023726463	0.17730522	0.02802658	0.02372551	35_802	"Cluster: Cytosolic 6-phosphogluconate dehydrogenase; n=8; Poaceae|Rep: Cytosolic 6-phosphogluconate dehydrogenase - Oryza sativa (Rice)"	UniRef90_Q7FRX8	CHR3|COORD:481959..484154| 6-phosphogluconate dehydrogenase family protein, contains Pfam profiles: PF00393 6-phosphogluconate dehydrogenase C-terminal	AT3G02360.1	CHR06V5|COORD:642684..645769|protein 6-phosphogluconate dehydrogenase, decarboxylating, putative, expressed	LOC_Os06g02144.2	no descriptionhighly similar to ( 823)AT3G02360| Symbols:  | 6-phosphogluconate dehydrogenase family protein | chr3:482505-483965 FORWARDnot assigned not assigned not assigned not assigned PRK09287 Gnd 6PGD PRK09599 Gnd PRK12490 NAD_binding_2 MmsB garR Herpes_BLLF1	OPP.oxidative PP.6-phosphogluconate dehydrogenase	7_1_3

CUST_70640_PI403524517	2	0.0056476593	0.6506319	-0.038798332	-0.0056476593	0.054703712	-0.18522835	35_20238	0	0	0	0	CHR03V5|COORD:6615691..6620665|protein metal tolerance protein C3, putative, expressed	LOC_Os03g12530.1	no description	not assigned.unknown	35_2

CUST_176821_PI403524517	2	0.18606567	0.1707735	0.02385521	-0.08064556	-0.51109695	-0.023854256	35_49196	"Cluster: Os05g0214700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0214700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DJY1	CHRMV7|COORD:89617..90054| hypothetical protein	ATMG00300.1	CHR05V5|COORD:7085977..7090113|protein retrotransposon protein, putative, unclassified	LOC_Os05g12360.1	no descriptionvery weakly similar to (66.2)POLX_TOBACRetrovirus-related Pol polyprotein from transposon TNT 1-94 [Includes: Protease - Nicotiana tabacum (Common tobacco)	not assigned.unknown	35_2

CUST_10890_PI399408534	2	0.27728224	0.041996956	-0.17366552	0.34261942	-0.041996956	-0.4301548	35_21122	Rep: DNA methyltransferase ZMET4 - Zea mays (Maize)	UniRef90_Q94IR0	"CHR5V7|COORD:8870072..8872202| DNMT2 (DNA METHYLTRANSFERASE-2); DNA binding"	AT5G25480.1	CHR01V5|COORD:24576227..24572581|protein expressed protein	LOC_Os01g42630.3	"no descriptionmoderately similar to ( 288)AT5G25480| Symbols: DNMT2 | DNMT2 (DNA METHYLTRANSFERASE-2); DNA binding | chr5:8870072-8872202 REVERSEnot assigned Cyt_C5_DNA_methylase Dcm DNA_methylase"	RNA.regulation of transcription.DNA methyltransferases	27_3_46

CUST_171782_PI403524517	2	-0.005511284	-0.27510357	-0.1744175	0.06857395	0.115548134	0.0055122375	35_47861	"Cluster: Putative DegP2 protease; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative DegP2 protease - Oryza sativa (japonica cultivar-group)"	UniRef90_Q67VA4	"CHR5V7|COORD:16087630..16090329| DEGP9 (DEGP PROTEASE 9); serine-type peptidase/ trypsin"	AT5G40200.1	CHR06V5|COORD:6979032..6985314|protein protease Do-like 9, putative, expressed	LOC_Os06g12780.1	"no descriptionmoderately similar to ( 302)AT5G40200| Symbols: DEGP9 | DEGP9 (DEGP PROTEASE 9); serine-type peptidase/ trypsin | chr5:16087630-16090329 FORWARDnot assigned DegQ PRK10942 PRK10898 PRK10139"	protein.degradation.serine protease	29_5_5

CUST_27398_PI403524517	2	1.6183949	-0.010976315	0.010976791	0.44498158	-0.6031642	-0.22254086	35_7931	Rep: OSJNBa0029H02.30 protein - Oryza sativa (Rice)	UniRef90_Q4JF22	"CHR5V7|COORD:3495333..3500611| similar to Os04g0502200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001053234.1); similar to H0311C03.11 [Oryza sativa"	AT5G11040.1	CHR04V5|COORD:24848539..24856244|protein expressed protein	LOC_Os04g42370.1	"no descriptionmoderately similar to ( 252)AT5G11040| Symbols:  | similar to Os04g0502200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001053234.1); similar to H0311C03.11 [Oryza sativa (indica cultivar-group)] (GB:CAH67557.1); similar to OSJNBa0029H02.30 [Oryza sativa (japonica cultivar-group)] (GB:CAE01639.1); contains domain TPR-like (SSF48452); contains domain FAMILY NOT NAMED (PTHR21512); contains domain gb def: Hypothetical protein T5K6_30 (PTHR21512:SF5) | chr5:3495333-3500611 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Trs120 PRK12323 PRK07764 TT_ORF1"	not assigned.no ontology	35_1

CUST_115130_PI403524517	2	0.2460146	-0.5028734	0.87364006	0.0661726	-0.13679695	-0.066171646	35_32662	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_67477_PI403524517	2	0.045832634	0.5750599	0.09716034	-0.22523594	-0.1256094	-0.045832634	35_19271	"Cluster: Vegetative cell wall protein; n=1; Chlamydomonas incerta|Rep: Vegetative cell wall protein - Chlamydomonas incerta"	UniRef90_A0N015	CHR5V7|COORD:15457074..15460237| protein kinase family protein	AT5G38560.1	CHR01V5|COORD:554817..550824|protein ATP binding protein, putative, expressed	LOC_Os01g02040.2	no descriptionnot assigned not assigned Atrophin-1 PRK07003	not assigned.unknown	35_2

CUST_70513_PI403524517	2	0.015238762	-0.087210655	-0.016784668	-0.015238762	0.02807808	0.034145355	35_20198	"Cluster: Heparanase-like protein 2, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Heparanase-like protein 2, putative, expressed - Oryza"	UniRef90_Q10Q31	CHR5V7|COORD:2504169..2506568| glycosyl hydrolase family 79 N-terminal domain-containing protein	AT5G07830.1	CHR03V5|COORD:5802643..5807229|protein heparanase-like protein 2 precursor, putative, expressed	LOC_Os03g11320.2	no descriptionmoderately similar to ( 488)AT5G61250| Symbols:  | glycosyl hydrolase family 79 N-terminal domain-containing protein | chr5:24649520-24651823 REVERSEGlyco_hydro_79n	not assigned.no ontology	35_1

CUST_32536_PI399408534	2	0.1181736	1.7081757	-0.67964745	0.2251091	-0.52342606	-0.11817455	35_19304	"Cluster: Os02g0756800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os02g0756800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DXF4	CHR4V7|COORD:5740375..5741319| phosphate-responsive protein, putative (EXO)	AT4G08950.1	CHR02V5|COORD:31835978..31834559|protein phi-1-like phosphate-induced protein, putative, expressed	LOC_Os02g52010.1	 no descriptionmoderately similar to ( 316)AT4G08950| Symbols:  | phosphate-responsive protein, putative (EXO) | chr4:5740375-5741319 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Phi_1 PRK07003 PRK07764 PRK12323 PRK12678 Herpes_BLLF1 APC_basic TT_ORF1 Atrophin-1 DUF566 IER PRK09169 Tymo_45kd_70kd 	signalling.in sugar and nutrient physiology	30_1

CUST_1875_PI399408534	2	-0.096209526	0.10941887	0.030955315	-0.030954361	0.11358452	-0.14851475	35_9610	"Cluster: Putative PNCBP; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative PNCBP - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5JKX4	CHR2V7|COORD:16224077..16225915| calmodulin-binding protein-related	AT2G38800.1	CHR01V5|COORD:42188411..42190544|protein expressed protein	LOC_Os01g72190.1	no descriptionweakly similar to ( 101)AT2G38800| Symbols:  | calmodulin-binding protein-related | chr2:16224077-16225915 FORWARDCaM_binding	signalling.calcium	30_3

CUST_54021_PI403524517	2	0.27908516	-0.086164474	-0.05885887	0.19166279	0.058857918	-0.10224438	35_15374	Rep: Nuclear transport factor 2 - Oryza sativa (Rice)	UniRef90_Q9XJ54	"CHR1V7|COORD:9746908..9747774| NTF2B (NUCLEAR TRANSPORT FACTOR 2B); Ran GTPase binding / protein transporter"	AT1G27970.1	CHR08V5|COORD:26404546..26402215|protein nuclear transport factor 2, putative, expressed	LOC_Os08g42000.1	no descriptionweakly similar to ( 174)AT1G27970| Symbols: NTF2B | NTF2B (NUCLEAR TRANSPORT FACTOR 2B) | chr1:9746908-9748293 FORWARDmoderately similar to ( 212)NTF2_ORYSAnot assigned not assigned not assigned NTF2 NTF2 NTF2_like	protein.targeting.nucleus	29_3_1

CUST_72497_PI403524517	2	0.16944599	-0.75324345	-0.11830616	0.024461746	-0.024461746	0.048909187	35_20778	"Cluster: Putative Hec1 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Hec1 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ZC35	"CHR3V7|COORD:20232173..20233879| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G27330.1); similar to HEC/Ndc80p [Medicago truncatula]"	AT3G54630.1	CHR08V5|COORD:22906573..22911781|protein HEC/Ndc80p family protein, expressed	LOC_Os08g36490.1	"no descriptionweakly similar to ( 154)AT3G54630| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G27330.1); similar to HEC/Ndc80p [Medicago truncatula] (GB:ABE93729.1); contains InterPro domain HEC/Ndc80p; (InterPro:IPR005550) | chr3:20232173-20233879 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Smc HEC1 Myosin_tail_1 PRK03918 SbcC DUF1421"	cell.cycle	31_3

CUST_28833_PI399408534	2	0.20672226	0.039863586	0.1545229	-0.039863586	-0.3240161	-0.15474081	35_10212	Rep: Embryonic flower 2 - Triticum aestivum (Wheat)	UniRef90_Q52VR0	"CHR5|COORD:20841013..20846790| embryonic flower 2 (EMF2), identical to embryonic flower 2 (Arabidopsis thaliana) GI:14276050; supporting cDNA"	AT5G51230.2	CHR09V5|COORD:7937161..7924572|protein polycomb protein EMBRYONIC FLOWER 2, putative, expressed	LOC_Os09g13630.1	" no descriptionweakly similar to ( 150)AT5G51230| Symbols: VEF2, CYR1, EMF2 | EMF2 (EMBRYONIC FLOWER 2); transcription factor | chr5:20841379-20846570 FORWARD"	RNA.regulation of transcription.Polycomb Group (PcG)	27_3_65

CUST_9493_PI404877155	2	-0.14816475	-0.14690208	0.0040626526	-0.004061699	0.113342285	0.006501198	Contig3250_at	phospoenolpyruvate carboxylase [Triticum aestivum]	CAA07610.1	phosphoenolpyruvate carboxylase, putative / PEP carboxylase, putative (PPC1)	At1g53310.1	protein phosphoenolpyruvate carboxylase	Os09g14670	phosphoenolpyruvate carboxylase	glycolysis.PEPCase	4_14

CUST_12224_PI399408534	2	0.038277626	-0.10626793	0.019575119	-0.019575119	-0.08480644	0.049369812	35_3967	"Cluster: Tesmin/TSO1-like CXC domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Tesmin/TSO1-like CXC domain containing prot"	UniRef90_Q2QMG6	"CHR3V7|COORD:8048934..8052065| TSO1 (CHINESE FOR 'UGLY'); transcription factor"	AT3G22780.1	CHR12V5|COORD:25535447..25528145|protein TSO1, putative, expressed	LOC_Os12g41230.3	no descriptionmoderately similar to ( 259)AT4G14770| Symbols:  | tesmin/TSO1-like CXC domain-containing protein | chr4:8481517-8484820 REVERSEnot assigned CXC	RNA.regulation of transcription.CPP(Zn),CPP1-related transcription factor family	27_3_17

CUST_99481_PI403524517	2	0.07643604	0.40925646	-0.013568878	0.013569355	-0.23195028	-0.30237675	35_28397	Rep: Autophagy protein 9 - Hordeum vulgare (Barley)	UniRef90_Q3T8Z4	CHR2V7|COORD:13329368..13333370| APG9 (AUTOPHAGY 9)	AT2G31260.1	CHR03V5|COORD:7806474..7798951|protein autophagy protein 9, putative, expressed	LOC_Os03g14380.1	 no descriptionmoderately similar to ( 279)AT2G31260| Symbols: ATAPG9, APG9 | APG9 (AUTOPHAGY 9) | chr2:13329368-13333370 REVERSEnot assigned APG9 	protein.degradation.autophagy	29_5_2

CUST_152891_PI403524517	2	0.06894398	-0.05569744	0.13118935	-0.17871189	-0.39690876	0.055696487	35_42733	Rep: Krm protein - Lotus japonicus	UniRef90_O04181	CHR5V7|COORD:14947728..14949939| binding	AT5G37590.1	0	0	no descriptionmoderately similar to ( 202)AT5G37590| Symbols:  | binding | chr5:14947728-14949939 REVERSEnot assigned TPR	cell.organisation	31_1

CUST_33379_PI399408534	2	0.03260851	0.30292177	0.06233263	-0.032608032	-0.18139935	-0.2533059	35_22077	Rep: H0525G02.6 protein - Oryza sativa (Rice)	UniRef90_Q00RR4	"CHR4V7|COORD:17906696..17909398| FRS5 (FAR1-RELATED SEQUENCE 5); zinc ion binding"	AT4G38180.1	CHR04V5|COORD:31034974..31030629|protein transposon protein, putative, unclassified, expressed	LOC_Os04g52560.1	"no descriptionmoderately similar to ( 234)AT4G38180| Symbols: FRS5 | FRS5 (FAR1-RELATED SEQUENCE 5); zinc ion binding | chr4:17906696-17909398 REVERSEFAR1"	signalling.light	30_11

CUST_4298_PI399408534	2	0.15019608	0.023994446	0.08009815	-0.1089592	-0.023993492	-0.110263824	35_9532	"Cluster: OB-fold nucleic acid binding domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: OB-fold nucleic acid binding domain"	UniRef90_Q10KX7	CHR1V7|COORD:2187927..2188409| OB-fold nucleic acid binding domain-containing protein	AT1G07130.1	CHR03V5|COORD:14337975..14336575|protein OB-fold nucleic acid binding domain containing protein, expressed	LOC_Os03g25130.2	no descriptionvery weakly similar to (88.2)AT1G07130| Symbols:  | OB-fold nucleic acid binding domain-containing protein | chr1:2187927-2188409 FORWARDhOBFC1_like RPA2_DBD_D	RNA.regulation of transcription.unclassified	27_3_99

CUST_43961_PI403524517	2	0.5813298	0.60950565	0.5949478	-0.5813298	-0.94487333	-0.9387779	35_12616	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_35901_PI403524517	2	0.0081682205	-0.6148186	0.069067	0.031025887	-0.0081682205	-0.06754494	35_10352	"Cluster: Os06g0225100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0225100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DDG5	CHR1V7|COORD:7406395..7407567| mitochondrial transcription termination factor family protein / mTERF family protein	AT1G21150.1	CHR06V5|COORD:6479981..6478284|protein mTERF family protein, expressed	LOC_Os06g12100.1	no description	not assigned.unknown	35_2

CUST_48606_PI403524517	2	-0.017539978	-0.15030289	-0.027841568	0.10121536	0.20952606	0.017541885	35_13882	"Cluster: Os01g0835900 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0835900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JHY5	CHR5V7|COORD:24068875..24069186| histone H4	AT5G59690.1	CHR10V5|COORD:20690219..20689571|protein histone H4, putative, expressed	LOC_Os10g39410.1	no descriptionweakly similar to ( 153)AT5G59970| Symbols:  | histone H4 | chr5:24163578-24163889 REVERSEweakly similar to ( 153)H4_PEAHistone H4 - Pisum sativum (Garden pea)not assigned H4 H4 HHT1 Histone	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_103242_PI403524517	2	0.19274902	0.047563076	0.69610023	-0.17468357	-0.047563076	-0.5310106	35_29439	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_31083_PI399408534	2	0.010550499	0.056975365	-0.14430141	-0.07441044	0.02672863	-0.010550499	35_10163	"Cluster: Hypothetical protein OSJNBb0033J23.10; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0033J23.10 - Oryza sativa (japonica"	UniRef90_Q7XZH4	CHR1V7|COORD:21150430..21153133| PAPA-1-like family protein / zinc finger (HIT type) family protein	AT1G56460.1	CHR03V5|COORD:33930845..33927150|protein PAPA-1-like conserved region family protein, expressed	LOC_Os03g59680.1	no descriptionweakly similar to ( 104)AT1G56460| Symbols:  | PAPA-1-like family protein / zinc finger (HIT type) family protein | chr1:21150430-21153133 FORWARDzf-HIT	RNA.regulation of transcription.unclassified	27_3_99

CUST_72830_PI403524517	2	0.12048912	-0.023647308	-0.052275658	0.15692234	0.023646355	-0.33188438	35_20881	"Cluster: Putative Oxygen-evolving enhancer protein 3-2, chloroplast; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Oxygen-evolving enhancer"	UniRef90_Q6EP57	CHR1V7|COORD:4839882..4840629| oxygen evolving enhancer 3 (PsbQ) family protein	AT1G14150.1	CHR02V5|COORD:22229486..22228520|protein oxygen evolving enhancer protein 3, putative, expressed	LOC_Os02g36850.1	 no descriptionweakly similar to ( 176)AT1G14150| Symbols:  | oxygen evolving enhancer 3 (PsbQ) family protein | chr1:4839882-4840629 FORWARDvery weakly similar to (65.1)PSBQ1_MAIZEOxygen-evolving enhancer protein 3-1, chloroplast precursor - Zea mays (Maize)not assigned PsbQ 	PS.lightreaction.photosystem II.PSII polypeptide subunits	1_1_1_2

CUST_4001_PI404877155	2	0.008774757	-0.37231827	-0.008773804	0.070139885	0.043888092	-0.083185196	Contig14692_at	Ferredoxin--NADP reductase, embryo isozyme, chloroplast precursor (FNR) pir||T02977 ferredoxin-NADP reductase (EC 1.18.1.2) precursor - rice	O23877	ferredoxin--NADP(+) reductase, putative / adrenodoxin reductase, putative	At4g05390.1	protein ferredoxin--nadp reductase, embryo isozyme, chloroplast precursor(ec 1.18.1.2) (fnr)	Os07g05400	ferredoxin-NADP+ reductase	OPP.electron transfer	7_3

CUST_14339_PI404877155	2	0.055879593	-0.1669178	-0.0436821	0.061008453	-0.038757324	0.038758278	Contig8161_at	OSJNBb0004A17.4 [Oryza sativa (japonica cultivar-group)] ref|XP_474306.1| OSJNBb0004A17.4 [Oryza sativa (japonica cultivar-group)]	CAE03602.1	zinc finger (CCCH-type) family protein	At2g02160.1	protein Zinc finger C-x8-C-x5-C-x3-H type (and similar), putative	Os02g58440	NONE	RNA.regulation of transcription.C3H zinc finger family	27_3_12

CUST_29552_PI403524517	2	0.005596161	-0.41552258	-0.005596161	0.17861748	0.078416824	-0.029044151	35_8535	Rep: Alpha-6-galactosyltransferase - Zea mays (Maize)	UniRef90_Q5TIM9	CHR4V7|COORD:17708297..17709595| galactosyl transferase GMA12/MNN10 family protein	AT4G37690.1	CHR02V5|COORD:30045728..30047497|protein glycosyltransferase 6, putative, expressed	LOC_Os02g49140.1	no descriptionvery weakly similar to (70.1)AT4G37690| Symbols:  | galactosyl transferase GMA12/MNN10 family protein | chr4:17708297-17709595 FORWARD	misc.UDP glucosyl and glucoronyl transferases	26_2

CUST_28800_PI399408534	2	0.027720451	0.17830467	-0.027721405	-0.101184845	-0.21510983	0.127635	35_5538	"Cluster: Hypothetical protein OSJNBa0075G19.21-2; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0075G19.21-2 - Oryza sativa (japon"	UniRef90_Q5VRH7	CHR1|COORD:2501739..2510526| MOM1, identical to MOM1 (mutation in a 'Morpheus molecule') (Arabidopsis thaliana) gi:8132770:gb:AAF73381.1:	AT1G08060.2	CHR06V5|COORD:194018..207583|protein SNF2 family N-terminal domain containing protein, expressed	LOC_Os06g01320.1	 no descriptionvery weakly similar to (55.8)AT1G08060| Symbols: MOM1, MOM | MOM (MAINTENANCE OF METHYLATION) | chr1:2501978-2510485 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned Atrophin-1 	RNA.regulation of transcription.Chromatin Remodeling Factors	27_3_44

CUST_59993_PI403524517	2	0.030952454	0.14016056	-0.060343742	-0.09650707	-0.0309515	0.052354813	35_17101	"Cluster: Dihydrodipicolinate synthase 2, chloroplast precursor; n=1; Triticum aestivum|Rep: Dihydrodipicolinate synthase 2, chloroplast precursor - Triticum aes"	UniRef90_P24847	"CHR2V7|COORD:18738368..18739941| DHDPS2 (DIHYDRODIPICOLINATE SYNTHASE); dihydrodipicolinate synthase"	AT2G45440.1	CHR04V5|COORD:10037029..10040474|protein dihydrodipicolinate synthase 2, chloroplast precursor, putative, expressed	LOC_Os04g18200.1	" no descriptionhighly similar to ( 501)AT2G45440| Symbols: DHDPS2 | DHDPS2 (DIHYDRODIPICOLINATE SYNTHASE); dihydrodipicolinate synthase | chr2:18738368-18739941 FORWARDhighly similar to ( 662)DAPA2_WHEATDihydrodipicolinate synthase 2, chloroplast precursor - Triticum aestivum (Wheat)DHDPS DHDPS PRK03170 DHDPS-like DapA NAL PRK04147 KDG_aldolase PRK03620 KDGDH CHBPH_aldolase "	amino acid metabolism.synthesis.aspartate family.lysine	13_1_3_5

CUST_67611_PI403524517	2	0.26864386	1.4691038	0.075707436	-0.07570791	-0.4526167	-0.16832161	35_19314	"Cluster: WD repeat domain 48, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: WD repeat domain 48, putative, expressed - Oryza sativa"	UniRef90_Q2QX93	"CHR3|COORD:1417899..1423670| transducin family protein / WD-40 repeat family protein, contains seven G-protein beta WD-40 repeats; similar to uncharacterized KI"	AT3G05090.2	CHR12V5|COORD:3315480..3304192|protein WD-repeat protein 48, putative, expressed	LOC_Os12g06810.2	no descriptionmoderately similar to ( 256)AT3G05090| Symbols:  | transducin family protein / WD-40 repeat family protein | chr3:1418579-1422729 REVERSEvery weakly similar to (55.1)GBLP_BRANAGuanine nucleotide-binding protein subunit beta-like protein - Brassica napus (Rape)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned WD40 COG2319	not assigned.no ontology	35_1

CUST_84243_PI403524517	2	-0.021463394	-0.042081833	-0.024061203	0.11185837	0.07596779	0.021464348	35_24141	"Cluster: Os01g0906200 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0906200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JGT2	"CHR1V7|COORD:18711885..18719265| HIT1 (HEAT-INTOLERANT 1); transporter"	AT1G50500.1	CHR01V5|COORD:39781580..39776510|protein vacuolar protein sorting protein 53, putative, expressed	LOC_Os01g67880.1	"no descriptionvery weakly similar to (92.4)AT1G50500| Symbols: HIT1 | HIT1 (HEAT-INTOLERANT 1); transporter | chr1:18711885-18719265 REVERSEnot assigned"	cell. vesicle transport	31_4

CUST_5730_PI404877155	2	1.5486641	0.44057322	-0.39903784	0.1209712	-0.1209712	-0.22951794	Contig1771_s_at	putative glycolate oxidase [Oryza sativa (japonica cultivar-group)]	BAC84719.1	(S)-2-hydroxy-acid oxidase, peroxisomal, putative / glycolate oxidase, putative / short chain alpha-hydroxy acid	At3g14415.1	protein glycolate oxidase	Os03g57220	NONE	PS.photorespiration.glycolate oxydase	1_02_02

CUST_27936_PI399408534	2	0.037771225	-0.41900635	-0.06529045	0.16612816	0.025583267	-0.02558136	35_14667	"Cluster: GTP-binding nuclear protein Ran-1; n=30; Eukaryota|Rep: GTP-binding nuclear protein Ran-1 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_P41916	"CHR5V7|COORD:22409511..22411183| RAN3; GTP binding"	AT5G55190.1	CHR05V5|COORD:28541469..28539138|protein GTP-binding nuclear protein Ran-A1, putative, expressed	LOC_Os05g49890.1	"no descriptionmoderately similar to ( 389)AT5G55190| Symbols: RAN3 | RAN3; GTP binding | chr5:22409511-22411183 FORWARDmoderately similar to ( 389)RAN_VICFAGTP-binding nuclear protein Ran/TC4 - Vicia faba (Broad bean)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Ran RAN Ras Rab RAB Ras_like_GTPase Ras Rab23_lke Rab5_related COG1100 Rab4 Rab32_Rab38 Rab18 Rab11_like Rab6 Rab7 Rab21 RAS RabA_like Rab19 Rab2 Rho Rab8_Rab10_Rab13_like Rab1_Ypt1 M_R_Ras_like Rap_like RabL2 Rab35 Rab9 Rab27A Rab14 Rab30 H_N_K_Ras_like Rab33B_Rab33A Rap1 RHO Rab39 Rab26 RalA_RalB Rab15 Rap2 Rho4_like RJL Rab3 Rho3 Ras2 Rab28 RhoA_like RSR1 Rab12 RhoG RabL4 Rho2 Rhes_like Rab36_Rab34 Rab24 Rit_Rin_Ric Rab40 RheB Rac1_like Miro Wrch_1 ARHI_like Ras_dva Tc10 Arf_Arl RERG_RasL11_like Spg1 Rop_like Cdc42 Rnd3_RhoE_Rho8 Rab20 Arl10_like Rnd Rnd2_Rho7 Arl5_Arl8 Arf"	signalling.G-proteins	30_5

CUST_17530_PI399408534	2	-0.19131088	0.09256363	0.011946678	-0.0119457245	0.13093758	-0.34906197	35_5976	"Cluster: Hypothetical protein OSJNBa0032G11.13; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0032G11.13 - Oryza sativa (japonica"	UniRef90_Q75LD0	CHR2V7|COORD:13103476..13105362| serine/threonine protein kinase, putative	AT2G30740.1	CHR03V5|COORD:35425280..35419520|protein protein kinase Pti1, putative, expressed	LOC_Os03g62700.1	 no descriptionweakly similar to ( 154)AT2G30740| Symbols:  | serine/threonine protein kinase, putative | chr2:13103476-13105362 FORWARDvery weakly similar to (70.9)PSKR_DAUCAPhytosulfokine receptor precursor - Daucus carota (Carrot)not assigned not assigned not assigned Pkinase_Tyr S_TKc TyrKc Pkinase S_TKc 	signalling.receptor kinases.DUF 26	30_2_17

CUST_145029_PI403524517	2	0.11176443	1.6132202	0.2556119	-0.1643343	-0.11176443	-0.41003227	35_40616	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_26512_PI403524517	2	0.3521843	-0.038220406	0.02363205	-0.02363205	0.08484173	-0.08316803	35_7679	"Cluster: Putative cell division protein FtsZ; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative cell division protein FtsZ - Oryza sativa (japonica cult"	UniRef90_Q6F2N1	"CHR2V7|COORD:15204740..15207011| FTSZ2-1 (FtsZ homolog 2-1); structural molecule"	AT2G36250.2	CHR05V5|COORD:21632469..21628738|protein cell division protein ftsZ, putative, expressed	LOC_Os05g37160.1	" no descriptionmoderately similar to ( 240)AT2G36250| Symbols: ATFTSZ2-1, FTSZ2-1 | FTSZ2-1 (FtsZ homolog 2-1); structural molecule | chr2:15204740-15207011 REVERSEPRK09330 FtsZ_type1 FtsZ PRK13018 FtsZ Tubulin Tubulin_FtsZ FtsZ_type2 "	cell.division	31_2

CUST_182227_PI403524517	2	0.5846815	0.108080864	-0.059318542	-0.1801691	0.011276245	-0.011276245	35_50661	"Cluster: Ulp1 protease family, C-terminal catalytic domain containing protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Ulp1 protease family,"	UniRef90_Q2QME9	CHR1V7|COORD:22211997..22215575| cysteine-type peptidase	AT1G60220.1	CHR12V5|COORD:25598831..25604881|protein ulp1 protease family, C-terminal catalytic domain containing protein, expressed	LOC_Os12g41380.1	no descriptionvery weakly similar to (98.2)AT1G10570| Symbols:  | Ulp1 protease family protein | chr1:3487640-3491103 FORWARDnot assigned	not assigned.no ontology	35_1

CUST_113491_PI403524517	2	0.4532752	0.3463869	-0.09900761	0.09900761	-0.21673536	-0.3116951	35_32215	"Cluster: Os05g0116700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0116700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DL86		0	CHR05V5|COORD:876879..881087|protein expressed protein	LOC_Os05g02580.1	no description	not assigned.unknown	35_2

CUST_178971_PI403524517	2	0.24558926	-0.48143673	-0.08733559	0.056589127	0.17318058	-0.05659008	35_49779	"Cluster: P0648C09.9 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: P0648C09.9 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8RYZ1	CHR1V7|COORD:27157485..27159271| SEC14 cytosolic factor family protein / phosphoglyceride transfer family protein	AT1G72160.1	CHR01V5|COORD:38275718..38278879|protein patellin-5, putative, expressed	LOC_Os01g65380.1	no descriptionweakly similar to ( 166)AT1G72160| Symbols:  | SEC14 cytosolic factor family protein / phosphoglyceride transfer family protein | chr1:27157485-27159271 REVERSEnot assigned not assigned not assigned not assigned CRAL_TRIO_N	DNA.unspecified	28_99

CUST_32698_PI399408534	2	-0.0023832321	0.011803627	-0.15180111	0.20214558	-0.0097904205	0.0023832321	35_2771	"Cluster: Putative ABA-responsive protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ABA-responsive protein - Oryza sativa (japonica cultivar-gro"	UniRef90_Q69QB4	CHR2V7|COORD:9548603..9551858| GRAM domain-containing protein / ABA-responsive protein-related	AT2G22475.1	CHR06V5|COORD:6031411..6034430|protein FIP1, putative, expressed	LOC_Os06g11430.1	no descriptionmoderately similar to ( 282)AT2G22475| Symbols:  | GRAM domain-containing protein / ABA-responsive protein-related | chr2:9548603-9551858 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned GRAM Tymo_45kd_70kd Extensin_2 PRK07003 PRK12323 DUF1421 PRK07764 Atrophin-1 PRK09169 PRK08853 PRK05648 Drf_FH1 APC_basic GRAM	hormone metabolism.abscisic acid.induced-regulated-responsive-activated	17_1_3

CUST_180445_PI403524517	2	0.37997007	0.79889727	0.060263157	-0.060263634	-0.14941788	-0.21224594	35_50184	"Cluster: Os12g0209700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os12g0209700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IPF1	"CHR4V7|COORD:6705174..6708842| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G28770.1); similar to expressed protein [Oryza sativa (japonica"	AT4G10930.1	CHR12V5|COORD:5731271..5738702|protein expressed protein	LOC_Os12g10700.1	"no descriptionweakly similar to ( 158)AT4G10930| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G28770.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABA96698.2) | chr4:6705174-6708842 REVERSE"	not assigned.unknown	35_2

CUST_29510_PI403524517	2	0.31467485	0.15138292	0.05137825	-0.051377773	-0.16800976	-0.61951494	35_8523	"Cluster: Leucine zipper protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Leucine zipper protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ES92	0	0	CHR09V5|COORD:10897051..10899226|protein expressed protein	LOC_Os09g17810.1	no description	not assigned.unknown	35_2

CUST_18516_PI404877155	2	-0.014487267	0.03595829	0.014487267	0.13213825	-0.6984587	-0.36768484	HVSMEk0005B11r2_at	heat shock protein 101 [Triticum aestivum]	AAD22629.1	heat shock protein 101 (HSP101)	At1g74310.1	protein Clp amino terminal domain, putative	Os05g44340	heat shock protein 101	stress.abiotic.heat	20_2_1

CUST_95079_PI403524517	2	0.106098175	-0.65520287	-0.36632252	-0.0029325485	0.022632599	0.0029315948	35_27171	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_111382_PI403524517	2	0.06052971	-0.17453289	-0.053444862	0.12842941	0.05344391	-0.15324879	35_31628	Rep: OSIGBa0139J17.2 protein - Oryza sativa (Rice)	UniRef90_Q01LS2	CHR5V7|COORD:25295054..25296538| EMB1692 (EMBRYO DEFECTIVE 1692)	AT5G62990.1	CHR04V5|COORD:14163071..14161161|protein expressed protein	LOC_Os04g24710.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 Drf_FH1 Atrophin-1 PRK07764 Totivirus_coat PRK07003 Tymo_45kd_70kd PRK05648 PRK12678 DUF566 PRK08853 APC_basic HPC2 Extensin_2	not assigned.unknown	35_2

CUST_90029_PI403524517	2	-0.06765413	-0.43060684	0.94383335	0.091320515	-0.028904915	0.028904915	35_25756	Rep: F4H5.11 protein - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q9M9Y7	CHR1V7|COORD:2089537..2091442| lipase class 3 family protein	AT1G06800.1	CHR01V5|COORD:26627042..26629913|protein lipase-like protein, putative, expressed	LOC_Os01g46250.1	no descriptionweakly similar to ( 158)AT1G06800| Symbols:  | lipase class 3 family protein | chr1:2090108-2091442 REVERSEnot assigned not assigned not assigned	lipid metabolism.lipid degradation.lipases.triacylglycerol lipase	11_9_2_1

CUST_38666_PI403524517	2	0.05038166	0.35907173	0.10839319	-0.2843418	-0.05038166	-0.32162952	35_11127	Rep: Glycosyltransferase - Triticum aestivum (Wheat)	UniRef90_Q5QPY3	"CHR3V7|COORD:6228399..6229553| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G18180.1); similar to glycosyltransferase [Saccharum officinarum]"	AT3G18170.1	CHR02V5|COORD:13495407..13498719|protein glycosyltransferase, putative, expressed	LOC_Os02g22650.2	"no descriptionweakly similar to ( 158)AT3G18170| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G18180.1); similar to glycosyltransferase [Saccharum officinarum] (GB:CAI30073.1); contains InterPro domain Protein of unknown function DUF563; (InterPro:IPR007657) | chr3:6228399-6229553 FORWARDnot assigned not assigned DUF563"	not assigned.unknown	35_2

CUST_12781_PI404877155	2	0.17127037	1.1554718	-0.5594168	0.13448715	-0.47683144	-0.13448715	Contig6526_at	Putative EREBP-like protein [Oryza sativa]	AAK92632.1	AP2 domain-containing protein RAP2.12 (RAP2.12)	At1g53910.1	protein AP2 domain, putative	Os03g08500	Putative EREBP-like protein	RNA.regulation of transcription.AP2/EREBP, APETALA2/Ethylene-responsive element binding protein family	27_3_03

CUST_103282_PI403524517	2	0.14157581	0.19663715	-0.09538078	-0.13851166	-0.072013855	0.072013855	35_29452	"Cluster: OSIGBa0132E09-OSIGBa0108L24.12 protein; n=2; Oryza sativa|Rep: OSIGBa0132E09-OSIGBa0108L24.12 protein - Oryza sativa (Rice)"	UniRef90_Q01I06		0	0	0	no description	not assigned.unknown	35_2

CUST_14976_PI404877155	2	0.0012102127	-0.084584236	-0.0012102127	0.021256447	-0.15176296	0.074287415	Contig8818_at	helix-loop-helix-like protein [Oryza sativa (japonica cultivar-group)]	BAD03011.1	basic helix-loop-helix (bHLH) family protein	At5g54680.1	protein Helix-loop-helix DNA-binding domain, putative	Os08g04390	helix-loop-helix-like protein	RNA.regulation of transcription.bHLH,Basic Helix-Loop-Helix family	27_3_06

CUST_15125_PI399408534	2	-0.14845943	0.6016512	-0.27775478	0.19356918	-0.3321638	0.14845943	35_16014	"Cluster: Putative oxidoreductase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative oxidoreductase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5SND7	CHR1V7|COORD:12890522..12892610| oxidoreductase, 2OG-Fe(II) oxygenase family protein	AT1G35190.1	CHR01V5|COORD:4723461..4728045|protein iron ion binding protein, putative, expressed	LOC_Os01g09300.2	 no descriptionmoderately similar to ( 485)AT1G35190| Symbols:  | oxidoreductase, 2OG-Fe(II) oxygenase family protein | chr1:12890522-12892610 FORWARDweakly similar to ( 103)FLS_MALDOFlavonol synthase/flavanone 3-hydroxylase - Malus domestica (Apple) (Malus sylvestris)not assigned PcbC 2OG-FeII_Oxy 	hormone metabolism.ethylene.synthesis-degradation	17_5_1

CUST_73204_PI403524517	2	0.032429695	-0.15567017	0.060735703	-0.03242874	-0.18312931	0.16696262	35_20989	"Cluster: A-agglutinin anchorage subunit precursor; n=1; Saccharomyces cerevisiae|Rep: A-agglutinin anchorage subunit precursor - Saccharomyces cerevisiae (Baker"	UniRef90_P32323	CHR2V7|COORD:18571231..18574707| structural constituent of nuclear pore	AT2G45000.1	CHR04V5|COORD:29948149..29952818|protein expressed protein	LOC_Os04g50960.1	no description	not assigned.unknown	35_2

CUST_90919_PI403524517	2	0.35667086	0.029135227	0.25420094	-0.029135227	-0.5505476	-0.36131477	35_26003	"Cluster: Putative HECT ubiquitin-protein ligase 3; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative HECT ubiquitin-protein ligase 3 - Oryza sativa (jap"	UniRef90_Q6YU89	CHR4V7|COORD:18041497..18049286| KAK (KAKTUS)	AT4G38600.1	CHR02V5|COORD:91606..86472|protein thyroid receptor-interacting protein 12, putative, expressed	LOC_Os02g01170.1	 no descriptionweakly similar to ( 114)AT4G38600| Symbols: UPL3, KAK | KAK (KAKTUS) | chr4:18041497-18049286 REVERSE	protein.degradation.ubiquitin.E3.HECT	29_5_11_4_1

CUST_71575_PI403524517	2	0.12317562	-0.3377161	0.32811356	0.12819386	-0.123175144	-0.13983345	35_20513	"Cluster: Putative interferon-related protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative interferon-related protein - Oryza sativa (japonica"	UniRef90_Q6ZIP6	CHR1V7|COORD:9668882..9671309| interferon-related developmental regulator family protein / IFRD protein family	AT1G27760.3	CHR07V5|COORD:23924198..23929528|protein interferon-related developmental regulator family protein, expressed	LOC_Os07g39900.1	no descriptionweakly similar to ( 164)AT1G27760| Symbols:  | interferon-related developmental regulator family protein / IFRD protein family | chr1:9668882-9671309 FORWARDnot assigned not assigned IFRD	not assigned.no ontology	35_1

CUST_33737_PI403524517	2	0.08697605	-0.16938591	0.11257076	0.021958351	-0.021958351	-0.023347855	35_9723	"Cluster: Hypothetical protein P0040H05.31; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0040H05.31 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6K6Q8	CHR1V7|COORD:29868358..29869169| similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD23141.1)	AT1G79390.1	CHR02V5|COORD:17410542..17413326|protein expressed protein	LOC_Os02g29320.1	no descriptionweakly similar to ( 182)AT1G79390| Symbols:  | similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD23141.1) | chr1:29868358-29869169 REVERSE	not assigned.unknown	35_2

CUST_42341_PI403524517	2	0.052404404	0.049253464	0.18237495	-0.049253464	-0.25090218	-0.15907097	35_12169	"Cluster: Putative WD-40 repeat protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative WD-40 repeat protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z8D3	"CHR4V7|COORD:16044549..16046594| CDC20.1; signal transducer"	AT4G33270.1	CHR02V5|COORD:28797042..28800123|protein cell division cycle protein 20, putative, expressed	LOC_Os02g47180.2	"no descriptionweakly similar to ( 125)AT4G33260| Symbols: CDC20.2 | CDC20.2; signal transducer | chr4:16041237-16043184 REVERSEnot assigned not assigned DUF566"	development.unspecified	33_99

CUST_47466_PI403524517	2	0.07268953	0.15743732	0.08707905	-0.07269001	-0.08701038	-0.21979904	35_13587	"Cluster: Os12g0547500 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os12g0547500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IMS9	CHR2V7|COORD:19500317..19504952| microtubule motor	AT2G47500.1	CHR12V5|COORD:22093227..22100443|protein kinesin-4, putative, expressed	LOC_Os12g36100.1	no descriptionmoderately similar to ( 229)AT2G47500| Symbols:  | microtubule motor | chr2:19500317-19504952 FORWARDweakly similar to ( 119)FLA10_CHLREKinesin-like protein FLA10 - Chlamydomonas reinhardtiinot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned KISc_C_terminal KISc Kinesin KISc KISc_KIF3 KISc_KIF4 KISc_KHC_KIF5 KISc_KIP3_like KISc_KIF1A_KIF1B KISc_BimC_Eg5 KISc_KIF9_like KISc_CENP_E KISc_KLP2_like KIP1 Motor_domain KISc_KIF2_like KISc_KIF23_like KISc_KID_like	cell.organisation	31_1

CUST_7758_PI404877155	2	0.13026714	-1.6143036	-0.13026619	0.45687103	0.26851273	-0.35520172	Contig2278_at	ferredoxin-NADP(H) oxidoreductase [Triticum aestivum]	CAD30025.1	ferredoxin--NADP(+) reductase, putative / adrenodoxin reductase, putative	At5g66190.1	protein Oxidoreductase NAD-binding domain, putative	Os02g01340	ferredoxin-NADP(H) oxidoreductase	PS.lightreaction.other electron carrier (ox/red).ferredoxin reductase	1_01_05_03

CUST_146797_PI403524517	2	0.19744873	-0.10966301	0.10966349	3.383069	-0.6400018	-0.5059538	35_41088	"Cluster: NB-ARC domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: NB-ARC domain containing protein, expressed - Oryza sativ"	UniRef90_Q2QNI0	CHR1V7|COORD:9433564..9439206| disease resistance protein (TIR-NBS-LRR class), putative	AT1G27170.1	CHR12V5|COORD:23138411..23133534|protein resistance protein LR10, putative, expressed	LOC_Os12g37740.1	no description	not assigned.unknown	35_2

CUST_167310_PI403524517	2	0.14195824	0.364336	0.08210802	-0.0821085	-0.31097794	-0.15954351	35_46602	"Cluster: Mitochondrial transcription termination factor-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Mitochondrial transcription termination factor-li"	UniRef90_Q67UI0	CHR1V7|COORD:25812961..25813793| AGP19/ATAGP19 (ARABINOGALACTAN-PROTEIN 19)	AT1G68725.1	CHR06V5|COORD:6453455..6451739|protein mTERF family protein, expressed	LOC_Os06g12040.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_111202_PI403524517	2	3.673819	-0.06648159	0.06648159	2.39813	-1.2417765	-2.0945773	35_31578	Rep: Putative laccase - Zea mays (Maize)	UniRef90_Q2PAJ0	"CHR5V7|COORD:24185298..24187449| LAC17 (laccase 17); copper ion binding / oxidoreductase"	AT5G60020.1	CHR01V5|COORD:36495788..36492802|protein L-ascorbate oxidase precursor, putative, expressed	LOC_Os01g62480.1	"no descriptionweakly similar to ( 181)AT5G60020| Symbols: LAC17 | LAC17 (laccase 17); copper ion binding / oxidoreductase | chr5:24185298-24187449 FORWARDnot assigned not assigned"	secondary metabolism.simple phenols	16_10

CUST_63711_PI403524517	2	-0.10284424	-0.66169643	0.10284376	0.2537632	-0.21987343	0.15340805	35_18189	"Cluster: Hypothetical protein OJ2056_H01.25; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ2056_H01.25 - Oryza sativa (japonica cultiv"	UniRef90_Q6ZGX7	"CHR2V7|COORD:17502844..17503029| similar to AGP23 (ARABINOGALACTAN-PROTEIN 23) [Arabidopsis thaliana] (TAIR:AT3G57690.1); similar to pollen-specific"	AT2G41905.1	CHR06V5|COORD:12365595..12367161|protein pollen-specific arabinogalacta protein BAN102, putative, expressed	LOC_Os06g21410.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TT_ORF1 Protamine_P1 DUF1777 PRK12323	not assigned.unknown	35_2

CUST_37812_PI403524517	2	-0.08390236	0.051628113	0.01633358	-0.01633358	-0.033629417	0.07041073	35_10882	"Cluster: Putative far-red impaired response protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative far-red impaired response protein - Oryza sativa"	UniRef90_Q75LD4	0	0	CHR03V5|COORD:35401103..35405323|protein transposon protein, putative, unclassified, expressed	LOC_Os03g62660.1	no description	not assigned.unknown	35_2

CUST_54693_PI403524517	2	0.02376461	-0.26078606	0.014530182	0.034341812	-0.083496094	-0.014531136	35_15568	"Cluster: Putative reductase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative reductase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8W317	"CHR5V7|COORD:14914720..14917677| EMB1467 (EMBRYO DEFECTIVE 1467); NADH dehydrogenase"	AT5G37510.2	CHR03V5|COORD:28809309..28804793|protein NADH-ubiquinone oxidoreductase 75 kDa subunit, mitochondrial precursor, putative, expressed	LOC_Os03g50540.1	" no descriptionnearly identical (1112)AT5G37510| Symbols: EMB1467 | EMB1467 (EMBRYO DEFECTIVE 1467); NADH dehydrogenase | chr5:14914720-14917677 FORWARDnearly identical (1133)NDUS1_SOLTUNADH-ubiquinone oxidoreductase 75 kDa subunit, mitochondrial precursor - Solanum tuberosum (Potato)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK09130 NuoG MopB_Res-Cmplx1_Nad11 PRK09129 MopB_NADH-Q-OR-NuoG2 PRK07860 Molybdopterin PRK08166 MopB_Res-Cmplx1_Nad11-M COG3383 Molybdopterin-Binding MopB_NDH-1_NuoG2 PRK08493 PRK07569 MopB_NDH-1_NuoG2-N7 MopB_Formate-Dh-H PRK12814 MopB_Nitrate-R-NapA-like DUF1982 PRK12323 fer2 Adeno_VII TT_ORF1 PRK07764 IER PRK12678 BisC DUF566 "	mitochondrial electron transport / ATP synthesis.NADH-DH.localisation not clear	9_1_2

CUST_63677_PI403524517	2	0.16161919	0.016328812	-0.061454773	-0.0662756	-0.016328812	0.12618637	35_18179	Rep: UDP-D-xylose epimerase 3 - Hordeum vulgare (Barley)	UniRef90_Q2LC81	"CHR1V7|COORD:10855478..10857952| MUR4 (MURUS 4); catalytic"	AT1G30620.2	CHR08V5|COORD:1660615..1665750|protein UDP-arabinose 4-epimerase 3, putative, expressed	LOC_Os08g03570.1	 no descriptionhighly similar to ( 538)AT1G30620| Symbols: UXE1, MUR4 | MUR4 (MURUS 4) | chr1:10855478-10857952 FORWARDhighly similar to ( 620)ARAE3_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned GalE PRK10675 Epimerase WcaG RfbB Gmd Polysacc_synt_2 COG1086 PRK10084 3Beta_HSD rfaD RfbD PRK10217 RmlD_sub_bind PRK08125 NAD_binding_4 	cell wall.precursor synthesis.MUR4	10_1_9

CUST_12624_PI399408534	2	0.5957098	-1.0302815	0.0066866875	0.5280533	-0.0066871643	-0.5279927	35_9221	Rep: Teosinte glume architecture 1 - Zea mays (Maize)	UniRef90_Q49I57	CHR5|COORD:20599309..20601106| squamosa promoter-binding protein, putative, similar to squamosa promoter binding protein-like 9 (Arabidopsis thaliana)	AT5G50570.2	CHR08V5|COORD:26368324..26373375|protein teosinte glume architecture 1, putative, expressed	LOC_Os08g41940.1	 no descriptionweakly similar to ( 104)AT5G50570| Symbols:  | squamosa promoter-binding protein, putative | chr5:20599781-20601017 REVERSEvery weakly similar to (79.7)LG1_MAIZEProtein LIGULELESS 1 - Zea mays (Maize)SBP 	RNA.regulation of transcription.SBP,Squamosa promoter binding protein family	27_3_28

CUST_106699_PI403524517	2	2.2492275	-0.16358948	0.38559866	0.11549711	-0.11549711	-0.9800067	35_30365	"Cluster: 60S ribosomal protein L6; n=1; Mesembryanthemum crystallinum|Rep: 60S ribosomal protein L6 - Mesembryanthemum crystallinum (Common ice plant)"	UniRef90_P34091	CHR1V7|COORD:27850917..27852341| 60S ribosomal protein L6 (RPL6C)	AT1G74050.1	CHR02V5|COORD:22878287..22876293|protein 60S ribosomal protein L6, putative, expressed	LOC_Os02g37862.1	no descriptionvery weakly similar to ( 100)AT1G74060| Symbols:  | 60S ribosomal protein L6 (RPL6B) | chr1:27853694-27854960 REVERSEweakly similar to ( 101)RL6_MESCR60S ribosomal protein L6 - Mesembryanthemum crystallinum (Common ice plant)RPL14A	protein.synthesis.misc ribososomal protein	29_2_2

CUST_49254_PI403524517	2	-0.021865845	-0.26631927	-0.034809113	0.02415657	0.043445587	0.021865845	35_14053	"Cluster: PREDICTED: similar to histone 1, H2ai (predicted); n=1; Canis familiaris|Rep: PREDICTED: similar to histone 1, H2ai (predicted) - Canis familiaris"	UniRef90_UPI00005A5838	CHR5V7|COORD:3270479..3270889| histone H3	AT5G10400.1	CHR11V5|COORD:2622185..2621575|protein histone H3, putative, expressed	LOC_Os11g05730.1	no descriptionmoderately similar to ( 262)AT5G65360| Symbols:  | histone H3 | chr5:26137325-26137735 REVERSEmoderately similar to ( 261)H32_WHEATHistone H3.2 - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned H3 HHT1 Histone PRK07003 DUF566 DUF1777	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_153522_PI403524517	2	0.8682475	-0.5752201	-0.01089716	0.026799202	0.010896683	-0.63802147	35_42905	"Cluster: Serine carboxypeptidase family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Serine carboxypeptidase family protein, expressed -"	UniRef90_Q2R3G8	"CHR1V7|COORD:9804140..9806819| SCPL45; serine carboxypeptidase"	AT1G28110.1	CHR11V5|COORD:18330364..18334208|protein serine carboxypeptidase 1 precursor, putative, expressed	LOC_Os11g31980.1	"no descriptionweakly similar to ( 185)AT1G28110| Symbols: SCPL45 | SCPL45; serine carboxypeptidase | chr1:9804140-9806819 REVERSEvery weakly similar to (91.3)CBP2_WHEATSerine carboxypeptidase 2 precursor - Triticum aestivum (Wheat)not assigned Peptidase_S10"	protein.degradation.serine protease	29_5_5

CUST_179439_PI403524517	2	-0.29858112	-0.18244648	-0.007927418	0.007927895	0.05799675	0.06409311	35_49907	Rep: Hypothetical protein - Delftia acidovorans SPH-1	UniRef90_A0VF81	CHR1V7|COORD:9039777..9042860| protein kinase	AT1G26150.1	CHR08V5|COORD:395077..393302|protein vegetative cell wall protein gp1 precursor, putative, expressed	LOC_Os08g01690.1	no description	not assigned.unknown	35_2

CUST_63086_PI403524517	2	0.06774902	0.24922562	-0.073158264	-0.06774902	-0.16106224	0.12523365	35_18001	"Cluster: Viral A-type inclusion protein repeat containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Viral A-type inclusion protein"	UniRef90_Q10RF6	CHR3V7|COORD:8052453..8057895| kinase interacting family protein	AT3G22790.1	CHR03V5|COORD:3237548..3249707|protein viral A-type inclusion protein repeat containing protein, expressed	LOC_Os03g06510.1	no descriptionweakly similar to ( 150)AT3G22790| Symbols:  | kinase interacting family protein | chr3:8052453-8057895 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned SbcC Smc Myosin_tail_1 PRK03918 MAD DUF869	protein.postranslational modification	29_4

CUST_179338_PI403524517	2	0.79139614	0.39658785	0.038505077	-0.14043999	-0.038505077	-0.4800477	35_49876	"Cluster: Hypothetical protein OSJNBa0041F13.17; n=4; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0041F13.17 - Oryza sativa (japonica"	UniRef90_Q5VPG2	CHR1V7|COORD:4642525..4643927| F-box family protein	AT1G13570.1	CHR06V5|COORD:2047418..2042433|protein F-box domain containing protein, expressed	LOC_Os06g04690.1	no description	not assigned.unknown	35_2

CUST_59370_PI403524517	2	-0.15470314	0.04032135	-0.22178173	0.038508415	-0.0023508072	0.0023508072	35_16931	"Cluster: Hypothetical protein P0007D08.32; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0007D08.32 - Oryza sativa (japonica"	UniRef90_Q6ZC58	"CHR1V7|COORD:3366797..3368741| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G21310.1); similar to Protein of unknown function DUF266, plant"	AT1G10280.1	CHR08V5|COORD:543049..540425|protein expressed protein	LOC_Os08g01890.1	" no descriptionmoderately similar to ( 476)AT1G10280| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G21310.1); similar to Protein of unknown function DUF266, plant [Medicago truncatula] (GB:ABE91847.1); contains InterPro domain Protein of unknown function DUF266, plant; (InterPro:IPR004949) | chr1:3366797-3368741 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF266 Tymo_45kd_70kd PRK07764 PRK07003 PRK12323 Atrophin-1 Herpes_BLLF1 HPC2 PRK05648 KAR9 FimV Extensin_2 AF-4 PRK08853 Herpes_UL32 APC_basic Pneumo_att_G PRK08770 DUF1421 TT_ORF1 PRK10856 DUF566 Peptidase_S39 "	not assigned.unknown	35_2

CUST_52636_PI403524517	2	-0.18272352	1.3073401	0.15206909	1.7085238	-0.23949814	-0.15206909	35_14996	Rep: Profilin-2 - Triticum aestivum (Wheat)	UniRef90_P49233	"CHR2V7|COORD:8526967..8528201| PRF5 (PROFILIN5); actin binding / actin monomer binding"	AT2G19770.1	CHR06V5|COORD:2689214..2692053|protein profilin-2, putative, expressed	LOC_Os06g05880.1	"no descriptionvery weakly similar to (74.7)AT2G19770| Symbols: PRF5 | PRF5 (PROFILIN5); actin binding / actin monomer binding | chr2:8526967-8528201 REVERSEvery weakly similar to (85.9)PROF2_WHEATProfilin-2 - Triticum aestivum (Wheat)not assigned Profilin PROF PROF"	cell.organisation	31_1

CUST_36129_PI403524517	2	0.05426979	0.5961399	-0.2676487	0.038459778	-0.24556828	-0.038459778	35_10417	"Cluster: Cytidine/deoxycytidine deaminase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Cytidine/deoxycytidine deaminase-like - Oryza sativa (japonica"	UniRef90_Q8S0I1	CHR2V7|COORD:8477680..8478585| CDA1 (CYTIDINE DEAMINASE 1)	AT2G19570.1	CHR01V5|COORD:29933350..29931966|protein CDA1, putative, expressed	LOC_Os01g51540.1	 no descriptionvery weakly similar to (72.8)AT2G19570| Symbols: AT-CDA1, DESZ, CDA1 | CDA1 (CYTIDINE DEAMINASE 1) | chr2:8477680-8478585 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned dCMP_cyt_deam_2 PRK09027 PRK07764 PRK05578 TT_ORF1 Drf_FH1 	nucleotide metabolism.degradation	23_2

CUST_157469_PI403524517	2	-0.055927277	-0.5996275	0.046917915	0.18648624	0.24269295	-0.046917915	35_43970	"Cluster: Hypothetical protein OSJNBb0070J06.32; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0070J06.32 - Oryza sativa (japonica"	UniRef90_Q6Z0T9	"CHR5V7|COORD:23292547..23294487| similar to Os08g0243900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001061348.1); contains InterPro domain Mu2"	AT5G57460.1	CHR08V5|COORD:8791575..8789297|protein expressed protein	LOC_Os08g14620.1	"no descriptionweakly similar to ( 104)AT5G57460| Symbols:  | similar to Os08g0243900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001061348.1); contains InterPro domain Mu2 adaptin subunit (AP50) of AP2; (InterPro:IPR008968) | chr5:23292547-23294487 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 TT_ORF1 PRK07764 Atrophin-1 PRK05648 FAP PRK08853 PRK07003"	not assigned.unknown	35_2

CUST_55767_PI403524517	2	0.053347588	0.878747	0.19461727	-0.053347588	-0.16726589	-0.065348625	35_15871	Rep: H0423H10.3 protein - Oryza sativa (Rice)	UniRef90_Q9FSR0	CHR1V7|COORD:4897704..4898771| RNA recognition motif (RRM)-containing protein	AT1G14340.1	CHR04V5|COORD:32418770..32414096|protein RNA recognition motif containing protein, putative, expressed	LOC_Os04g54870.1	no descriptionmoderately similar to ( 217)AT1G14340| Symbols:  | RNA recognition motif (RRM)-containing protein | chr1:4897704-4898771 FORWARD	RNA.RNA binding	27_4

CUST_57173_PI403524517	2	-1.1644592	-1.8991051	2.272235	1.1644592	1.5821915	-1.6022558	35_16297	Rep: Arginine decarboxylase - Avena sativa (Oat)	UniRef90_P22220	CHR4|COORD:16560067..16562936| arginine decarboxylase 2 (SPE2), identical to SP:O23141 Arginine decarboxylase 2 (EC 4.1.1.19) (ARGDC 2) (ADC 2) (ADC-N) {Arabido	AT4G34710.2	CHR04V5|COORD:454276..457821|protein arginine decarboxylase, putative, expressed	LOC_Os04g01690.3	 no descriptionhighly similar to ( 516)AT4G34710| Symbols: SPE2, ADC2 | ADC2 (ARGININE DECARBOXYLASE 2) | chr4:16560320-16562455 REVERSEhighly similar to ( 890)SPE1_AVESAArginine decarboxylase - Avena sativa (Oat)not assigned PRK05354 SpeA Orn_Arg_deC_N LysA Orn_DAP_Arg_deC 	polyamine metabolism.synthesis.arginine decarboxylase	22_1_3

CUST_101269_PI403524517	2	0.728847	0.53287363	0.042755127	-0.042755127	-0.2522874	-0.757885	35_28903	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_102741_PI403524517	2	1.46492	1.3092308	0.10953808	-0.109538555	-0.16522455	-0.78564596	35_29303	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_9457_PI404877155	2	0.018098831	-0.17295647	-0.018099785	0.018098831	0.026708603	-0.19964027	Contig319_at	dnaK-type molecular chaperone hsp70.5 - maize (fragment) emb|CAA55184.1| heat shock protein 70 kDa [Zea mays]	S47083	heat shock protein 70, putative / HSP70, putative	At3g12580.1	protein dnaK protein	Os05g38530	NONE	stress.abiotic.heat	20_2_1

CUST_37928_PI403524517	2	1.0933504	0.1745553	-0.1745553	3.8358693	-0.22320509	-0.5205498	35_10916	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_55689_PI403524517	2	0.17770386	0.033866882	-0.033866882	-0.05614662	-0.10532951	0.12489605	35_15852	Rep: Uncoupling protein - Zea mays (Maize)	UniRef90_Q8S4C4	"CHR3V7|COORD:20049868..20051974| ATPUMP1/UCP1 (UNCOUPLING PROTEIN 1); binding / oxidative phosphorylation uncoupler"	AT3G54110.1	CHR11V5|COORD:28403153..28407097|protein mitochondrial uncoupling protein 3, putative, expressed	LOC_Os11g48040.1	" no descriptionmoderately similar to ( 446)AT3G54110| Symbols: UCP, PUMP1, UCP2, ATUCP1, ATPUMP1, UCP1 | ATPUMP1/UCP1 (UNCOUPLING PROTEIN 1); binding / oxidative phosphorylation uncoupler | chr3:20049868-20051974 FORWARDvery weakly similar to (82.8)ADT_CHLREADP,ATP carrier protein - Chlamydomonas reinhardtiinot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Mito_carr "	transport.metabolite transporters at the mitochondrial membrane	34_9

CUST_21203_PI399408534	2	-0.070856094	-0.38558006	0.07085514	0.090213776	0.29117966	-0.120734215	35_17554	"Cluster: Zinc finger AN1 domain-containing stress-associated protein 15; n=1; Oryza sativa|Rep: Zinc finger AN1 domain-containing stress-associated protein 15 -"	UniRef90_Q0DJC7	CHR3V7|COORD:4012714..4013196| zinc finger (AN1-like) family protein	AT3G12630.1	CHR05V5|COORD:13345939..13343495|protein zinc finger A20 domain-containing protein 2, putative, expressed	LOC_Os05g23470.3	no descriptionweakly similar to ( 104)AT3G12630| Symbols:  | zinc finger (AN1-like) family protein | chr3:4012714-4013196 FORWARDweakly similar to ( 102)ISAP1_ORYSAnot assigned zf-AN1 ZnF_AN1	RNA.regulation of transcription.unclassified	27_3_99

CUST_101742_PI403524517	2	0.08249664	-0.13407612	0.58106613	-0.0824976	0.15466118	-0.117697716	35_29031	"Cluster: Hypothetical protein OSJNBb0041A22.17 (Os05g0114500 protein) (Putative RNA recognition motif (RRM)-containing protein); n=1; Oryza sativa (japonica"	UniRef90_Q75L03	CHR3V7|COORD:20526649..20528809| RNA recognition motif (RRM)-containing protein	AT3G55340.1	CHR05V5|COORD:769735..766883|protein RNA binding protein, putative, expressed	LOC_Os05g02400.1	no descriptionvery weakly similar to (73.9)AT3G55340| Symbols:  | RNA recognition motif (RRM)-containing protein | chr3:20526649-20528809 FORWARDnot assigned AIR1	not assigned.no ontology	35_1

CUST_6839_PI404877155	2	-0.078406334	0.078406334	-0.24280357	0.0788641	-0.30762482	0.16050243	Contig20150_at	putative COPT5 [Oryza sativa (japonica cultivar-group)]	BAD36154.1	copper transporter family protein	At5g20650.1	protein COPT5	Os09g26900	gi|18496860|gb|AAL74266.1|AF466374_1 COPT5	transport.metal	34_12

CUST_164750_PI403524517	2	0.8722782	-0.35917187	-0.4717121	0.58240604	0.275218	-0.27521896	35_45918	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_136072_PI403524517	2	0.13643599	0.24124956	0.114843845	-0.33830166	-0.114843845	-0.3842244	35_38158	"Cluster: Meiotic recombination protein MER3; n=1; Arabidopsis thaliana|Rep: Meiotic recombination protein MER3 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q5D892	"CHR3V7|COORD:10275189..10281450| RCK (ROCK-N-ROLLERS); ATP binding / ATP-dependent helicase"	AT3G27730.1	CHR02V5|COORD:24512358..24521364|protein ROCK-N-ROLLERS, putative, expressed	LOC_Os02g40450.1	no description	not assigned.unknown	35_2

CUST_29576_PI403524517	2	0.06135273	0.2906952	-0.11300182	0.056617737	-0.056618214	-0.05741453	35_8541	"Cluster: Hypothetical protein P0686C03.128; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0686C03.128 - Oryza sativa (japonica cultivar"	UniRef90_Q84Z60	"CHR5V7|COORD:8641264..8643474| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G16730.1); similar to Os08g0516000 [Oryza sativa (japonica"	AT5G25070.1	CHR08V5|COORD:25464101..25460277|protein uvrB/uvrC motif family protein, expressed	LOC_Os08g40450.1	" no descriptionweakly similar to ( 171)AT5G25070| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G16730.1); similar to Os08g0516000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001062237.1); similar to hypothetical protein, conserved [Leishmania major] (GB:CAJ07774.1) | chr5:8641264-8643474 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Smc SbcC PRK02224 Myosin_tail_1 PRK03918 Tropomyosin COG4372 "	not assigned.unknown	35_2

CUST_35172_PI403524517	2	-0.3438053	-0.011631966	0.044389725	0.011631966	0.093608856	-0.08802891	35_10139	Rep: Coproporphyrinogen III oxidase - Zea mays (Maize)	UniRef90_Q2F7H7	"CHR1V7|COORD:869458..871176| LIN2 (LESION INITIATION 2); coproporphyrinogen oxidase"	AT1G03475.1	CHR04V5|COORD:30742528..30746427|protein coproporphyrinogen III oxidase, chloroplast precursor, putative, expressed	LOC_Os04g52130.1	" no descriptionmoderately similar to ( 232)AT1G03475| Symbols: HEMF1, ATCPO-I, LIN2 | LIN2 (LESION INITIATION 2); coproporphyrinogen oxidase | chr1:869458-871176 REVERSEmoderately similar to ( 299)HEM6_HORVUCoproporphyrinogen III oxidase, chloroplast precursor - Hordeum vulgare (Barley)not assigned Coprogen_oxidas PRK05330 HemF "	tetrapyrrole synthesis.coproporphyrinogen III oxidase	19_8

CUST_68689_PI403524517	2	0.6960006	-0.15481615	0.43797207	-0.059188843	0.059188843	-0.2454338	35_19653	"Cluster: Carbamoyl phosphate synthetase large chain; n=2; Arabidopsis thaliana|Rep: Carbamoyl phosphate synthetase large chain - Arabidopsis thaliana (Mouse-ear"	UniRef90_Q42601	"CHR1V7|COORD:10468148..10471960| CARB (CARBAMOYL PHOSPHATE SYNTHETASE B); ATP binding / carbamoyl-phosphate synthase"	AT1G29900.1	CHR01V5|COORD:22219635..22224794|protein carbamoyl-phosphate synthase large chain, putative, expressed	LOC_Os01g38970.1	"no descriptionvery weakly similar to ( 100)AT1G29900| Symbols: CARB | CARB (CARBAMOYL PHOSPHATE SYNTHETASE B); ATP binding / carbamoyl-phosphate synthase | chr1:10468148-10471960 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned carB carB CarB CPSase_L_chain PRK12323 Atrophin-1 Extensin_2 Tymo_45kd_70kd PRK07764 HPC2 PRK05648 PRK07003 Drf_FH1 FAP Herpes_BLLF1 DUF1421 tatB"	nucleotide metabolism.synthesis.pyrimidine.carbamoyl phosphate synthetase	23_1_1_1

CUST_68745_PI403524517	2	0.033584595	-0.1499157	-0.07546425	-0.033584595	0.08371067	0.075466156	35_19667	"Cluster: Las1-like family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Las1-like family protein, expressed - Oryza sativa (japonica cult"	UniRef90_Q2QWN0	CHR5V7|COORD:3950219..3953015| las1-like family protein	AT5G12220.1	CHR12V5|COORD:4526366..4531878|protein las1-like family protein, expressed	LOC_Os12g08800.1	no descriptionvery weakly similar to (50.8)AT5G12220| Symbols:  | las1-like family protein | chr5:3950219-3953015 FORWARD	not assigned.no ontology	35_1

CUST_57081_PI403524517	2	0.3083048	-0.14243221	-0.020504951	0.012709618	0.029249191	-0.012709618	35_16273	"Cluster: Signal recognition particle 19 kDa protein; n=2; Oryza sativa|Rep: Signal recognition particle 19 kDa protein - Oryza sativa (Rice)"	UniRef90_P49964	CHR1V7|COORD:17790448..17791955| signal recognition particle 19 kDa protein, putative / SRP19, putative	AT1G48160.1	CHR06V5|COORD:13680876..13676507|protein signal recognition particle 19 kDa protein, putative, expressed	LOC_Os06g23430.2	 no descriptionweakly similar to ( 162)AT1G48160| Symbols:  | signal recognition particle 19 kDa protein, putative / SRP19, putative | chr1:17790448-17791955 REVERSEmoderately similar to ( 221)SRP19_ORYSAnot assigned SRP19 SEC65 	protein.targeting.secretory pathway.unspecified	29_3_4_99

CUST_170338_PI403524517	2	0.4247303	0.4242239	0.080965996	-0.080965996	-0.8217268	-0.6998377	35_47446	Rep: SPBC215.13 protein - Schizosaccharomyces pombe (Fission yeast)	UniRef90_O94317	"CHR2V7|COORD:16735456..16738238| similar to proline-rich family protein [Arabidopsis thaliana] (TAIR:AT3G09000.1); similar to Os01g0141900 [Oryza"	AT2G40070.1	CHR01V5|COORD:30009857..30005937|protein expressed protein	LOC_Os01g51640.1	no description	not assigned.unknown	35_2

CUST_73143_PI403524517	2	0.9092026	0.5908923	0.17357063	-0.17357063	-0.44151306	-0.56540203	35_20974	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_12123_PI399408534	2	-0.03956604	0.14678192	0.08599663	-0.17829704	0.039566994	-0.08736801	35_16130	"Cluster: Putative sterol-C5(6)-desaturase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative sterol-C5(6)-desaturase - Oryza sativa (japonica"	UniRef90_Q5ZCK9	"CHR3V7|COORD:547055..548622| STE1 (STEROL 1); C-5 sterol desaturase"	AT3G02580.1	CHR01V5|COORD:1885326..1889100|protein delta-7-sterol-C5, putative, expressed	LOC_Os01g04260.1	" no descriptionmoderately similar to ( 427)AT3G02580| Symbols: DWF7, BUL1 | STE1 (STEROL 1); C-5 sterol desaturase | chr3:547055-548622 FORWARDmoderately similar to ( 432)SC5D_TOBACDelta(7)-sterol-C5(6)-desaturase - Nicotiana tabacum (Common tobacco)not assigned not assigned not assigned ERG3 FA_hydroxylase "	hormone metabolism.brassinosteroid.synthesis-degradation.sterols.DWF7	17_3_1_2_6

CUST_34886_PI403524517	2	-0.21455097	0.3990593	0.24081898	0.1491785	-0.23786163	-0.14917755	35_10055	"Cluster: OJ000114_01.11 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OJ000114_01.11 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XQG6	CHR5V7|COORD:19396029..19398284| protein kinase, putative	AT5G47850.1	CHR04V5|COORD:21694399..21691554|protein protein kinase, putative, expressed	LOC_Os04g35890.1	 no descriptionmoderately similar to ( 219)AT5G47850| Symbols:  | protein kinase, putative | chr5:19396029-19398284 REVERSEweakly similar to ( 172)CRI4_MAIZEPutative receptor protein kinase CRINKLY4 precursor - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pkinase_Tyr TyrKc PTKc S_TKc S_TKc Pkinase PTKc_Jak_rpt2 SPS1 PTKc_Csk_like PTKc_EphR PTKc_Chk PTKc_Syk_like PTKc_DDR1 PTKc_Met_Ron PTKc_EphR_B PTKc_FGFR PTKc_Src_like PTKc_Musk PTK_Ryk PTKc_Tyk2_rpt2 PTKc_Tec_like PTKc_EphR_A2 PTKc_DDR_like PTKc_Axl_like PTKc_EphR_A PTKc_Ack_like PTKc_EGFR_like PTKc_Btk_Bmx PTKc_Fes PTK_CCK4 PTKc_Fes_like PTKc_VEGFR PTKc_InsR_like PTKc_Ror PTKc_Csk PTKc_Srm_Brk PTKc_Lck_Blk PTKc_Axl PTKc_Src PTKc_DDR PTKc_Zap-70 PTKc_Itk PTKc_ALK_LTK PTKc_Tie PTKc_Frk_like PTKc_Tec_Rlk PTKc_Tie1 PTKc_Tie2 PTKc_DDR2 PTKc_Syk PTKc_VEGFR3 PTKc_CSF-1R PTKc_Jak2_Jak3_rpt2 PTKc_Tyro3 PTKc_Fyn_Yrk PTKc_Abl PTKc_FGFR4 PTKc_Fer PTKc_c-ros PTKc_FGFR1 PTKc_Ror1 PTKc_FGFR2 PTKc_RET PTKc_Hck PRK07003 PTKc_FGFR3 PTK_HER3 PTKc_Yes PTKc_Lyn PRK07764 	protein.postranslational modification.kinase.receptor like cytoplasmatic kinase VII	29_4_1_57

CUST_88715_PI403524517	2	0.0041646957	-0.1278677	0.07207489	-0.004163742	0.11345005	-0.15489006	35_25388	"Cluster: Tetratricopeptide repeat (TPR)-containing protein-like protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Tetratricopeptide repeat"	UniRef90_Q84NS6	CHR5V7|COORD:5679997..5685599| tetratricopeptide repeat (TPR)-containing protein	AT5G17270.1	CHR07V5|COORD:15785663..15767198|protein TPR Domain containing protein, expressed	LOC_Os07g27180.1	no descriptionmoderately similar to ( 313)AT5G17270| Symbols:  | tetratricopeptide repeat (TPR)-containing protein | chr5:5679997-5685599 FORWARDvery weakly similar to (50.1)SPY_PETHYProbable UDP-N-acetylglucosamine--peptide N-acetylglucosaminyltransferase SPINDLY - Petunia hybrida (Petunia)not assigned not assigned TPR	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_144545_PI403524517	2	-0.007227421	0.26145887	1.1144547	0.007227421	-0.052773476	-0.15617943	35_40482	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2R8L3	CHR3V7|COORD:17224054..17226597| disease resistance protein (CC-NBS class), putative	AT3G46730.1	CHR11V5|COORD:6541495..6537392|protein expressed protein	LOC_Os11g11790.1	 no descriptionvery weakly similar to (62.8)AT3G46730| Symbols:  | disease resistance protein (CC-NBS class), putative | chr3:17224054-17226597 REVERSEnot assigned NB-ARC 	stress.biotic	20_1

CUST_107621_PI403524517	2	0.05299902	0.24657822	0.7858033	-0.052998543	-0.3543291	-0.7246852	35_30625	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_101749_PI403524517	2	0.76019764	0.2586751	0.66544104	-0.37631083	-0.25867558	-0.5864601	35_29033	"Cluster: Zinc metalloproteinase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Zinc metalloproteinase-like - Oryza sativa (japonica"	UniRef90_Q6ZK12	"CHR5V7|COORD:13882257..13885347| similar to zinc ion binding [Arabidopsis thaliana] (TAIR:AT1G55915.1); similar to Os08g0500800 [Oryza sativa (japonica"	AT5G35690.1	CHR08V5|COORD:24594102..24598380|protein expressed protein	LOC_Os08g39150.1	"no descriptionweakly similar to ( 123)AT5G35690| Symbols:  | similar to zinc ion binding [Arabidopsis thaliana] (TAIR:AT1G55915.1); similar to Os08g0500800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001062160.1); similar to hypothetical protein FG01697.1 [Gibberella zeae PH-1] (GB:XP_381873.1); contains InterPro domain WLM; (InterPro:IPR013536); contains InterPro domain PUG; (InterPro:IPR006567) | chr5:13882257-13885347 REVERSEnot assigned WLM"	protein.degradation.metalloprotease	29_5_7

CUST_58057_PI403524517	2	-0.0016212463	-0.23055077	0.0016222	0.13629818	0.11052513	-0.011758804	35_16555	Rep: Lysyl-tRNA synthetase - Oryza sativa (Rice)	UniRef90_Q6F2U9	CHR3V7|COORD:3702365..3705619| lysyl-tRNA synthetase, putative / lysine--tRNA ligase, putative	AT3G11710.1	CHR03V5|COORD:21628223..21619844|protein lysyl-tRNA synthetase, putative, expressed	LOC_Os03g38980.1	 no descriptionhighly similar to ( 841)AT3G11710| Symbols:  | lysyl-tRNA synthetase, putative / lysine--tRNA ligase, putative | chr3:3702365-3705619 REVERSEhighly similar to ( 989)SYK_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned LysU lysS LysRS_core lysS PRK12445 tRNA-synt_2 Asp_Lys_Asn_RS_core COG2269 AsnS aspC PRK09350 AsxRS_core AspRS_core LysRS_N aspS AspS PRK06462 asnC class_II_aaRS-like_core PRK12820 TT_ORF1 Asp_Lys_Asn_RS_N tRNA_anti Protamine_P1 	protein.aa activation	29_1

CUST_47811_PI403524517	2	-0.009403229	-0.012142181	0.041461945	0.09109306	0.009405136	-0.08327484	35_13677	"Cluster: Elongation factor 1-alpha; n=109; cellular organisms|Rep: Elongation factor 1-alpha - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_P13905	CHR5V7|COORD:24306452..24307901| elongation factor 1-alpha / EF-1-alpha	AT5G60390.1	CHR03V5|COORD:4089482..4092860|protein elongation factor 1-alpha, putative, expressed	LOC_Os03g08050.3	no descriptionhighly similar to ( 849)AT5G60390| Symbols:  | calmodulin binding / translation elongation factor | chr5:24306452-24307803 FORWARDhighly similar to ( 880)EF1A_WHEATElongation factor 1-alpha - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TEF1 PRK12317 EF1_alpha CysN TufB GTP_EFTU PRK05506 cysN tufA CysN_ATPS PRK00049 PRK12736 PRK12735 EF1_alpha_III EF1_alpha_II SelB GTP_translation_factor EF_Tu GTPBP1 GTP_EFTU_D3 PRK04000 Translation_factor_III GCD11 LepA SelB PRK05433 TypA eRF3c_III FusA SelB_euk EFTU_II PRK10218 TetM_like selB_II LepA EF-G GTP_EFTU_D2 eRF3_II_like Translation_Factor_II_like TypA_BipA PRK12740 eIF2_gamma Snu114p EF2 PRK10512 EF-G_bact HBS1_C eRF3_II PRK07560 RF3 PRK12739 InfB PrfC PRK00007 IF2_eIF5B prfC CysN_NodQ_II GTPBP_II	protein.synthesis.elongation	29_2_4

CUST_180663_PI403524517	2	-0.26057196	0.64200354	1.666779	0.26057196	-0.47151947	-0.5562978	35_50244	"Cluster: Putative leucine-rich repeat receptor-like kinase; n=4; Oryza|Rep: Putative leucine-rich repeat receptor-like kinase - Oryza rufipogon (Brownbeard rice"	UniRef90_Q5UD34	CHR1V7|COORD:5901162..5903432| leucine-rich repeat family protein	AT1G17250.1	CHR02V5|COORD:2937377..2933892|protein phytosulfokine receptor precursor, putative, expressed	LOC_Os02g05910.1	no descriptionweakly similar to ( 197)AT1G17250| Symbols:  | leucine-rich repeat family protein | chr1:5901162-5903432 REVERSEweakly similar to ( 156)PSKR_DAUCAPhytosulfokine receptor precursor - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG4886 LRR_RI	stress.biotic	20_1

CUST_18768_PI404877155	2	-0.27254486	-0.69150734	0.17271423	-0.03459072	0.20803261	0.034591675	HVSMEn0016F09r2_s_at	homeodomain leucine zipper protein [Oryza sativa]	AAD37698.1	homeobox-leucine zipper protein 5 (HAT5) / HD-ZIP protein 5 / HD-ZIP protein (HB-1)	At3g01470.1	protein Transposable element protein, putative	Os02g49700	NONE	RNA.regulation of transcription.HB,Homeobox transcription factor family	27_3_22

CUST_2003_PI404877155	2	-0.0065717697	-0.35715008	0.07999706	0.01640129	-0.04720974	0.0065727234	Contig12253_at	auxin-binding protein - oat dbj|BAA25433.1| auxin-binding protein [Avena sativa]	T07797	auxin-binding protein 1 (ABP1)	At4g02980.1	protein auxin-binding protein 4 precursor (abp)	Os12g34460	auxin-binding protein - oat dbj	hormone metabolism.auxin.signal transduction	17_2_2

CUST_82484_PI403524517	2	3.9865055	0.080310345	0.15039444	-0.08030987	-0.1491828	-0.18782043	35_23656	"Cluster: Putative pollenless3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative pollenless3 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q84UQ9	"CHR4V7|COORD:11184114..11185855| MS5 (MALE-STERILE 5); binding"	AT4G20900.1	CHR08V5|COORD:1708669..1703682|protein TPR Domain containing protein	LOC_Os08g03620.1	no description	not assigned.unknown	35_2

CUST_131575_PI403524517	2	0.019457817	-0.16801262	-0.01945877	0.090470314	-0.39205265	0.29383278	35_36951	"Cluster: Ubiquitin-activating enzyme E1 1; n=2; Triticum aestivum|Rep: Ubiquitin-activating enzyme E1 1 - Triticum aestivum (Wheat)"	UniRef90_P20973	"CHR2V7|COORD:12859709..12864446| ATUBA1 (Arabidopsis thaliana ubiquitin-activating enzyme 1); ubiquitin activating enzyme"	AT2G30110.1	CHR12V5|COORD:317602..312152|protein ubiquitin-activating enzyme E1 2, putative, expressed	LOC_Os12g01520.3	" no descriptionmoderately similar to ( 324)AT2G30110| Symbols: MOS5, ATUBA1 | ATUBA1 (Arabidopsis thaliana ubiquitin-activating enzyme 1); ubiquitin activating enzyme | chr2:12859709-12864446 REVERSEmoderately similar to ( 385)UBE12_WHEATUbiquitin-activating enzyme E1 2 - Triticum aestivum (Wheat)not assigned not assigned not assigned Ube1_repeat1 Aos1_SUMO E1-1_like APPBP1_RUB ThiF "	protein.degradation.ubiquitin.E1	29_5_11_2

CUST_94569_PI403524517	2	0.065951824	0.40707302	0.3067603	-0.0659523	-0.24278355	-0.14714098	35_27035	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_563_PI399408534	2	0.024909973	-0.04956436	-0.09390831	0.027421951	0.04697609	-0.02490902	35_2657	"Cluster: Hypothetical protein B1164G01.8; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1164G01.8 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q5W6Q8	CHR1V7|COORD:20631837..20633157| TATA-binding protein-associated factor TAFII55 family protein	AT1G55300.1	CHR05V5|COORD:16268473..16265709|protein transcription initiation factor TFIID subunit 7, putative, expressed	LOC_Os05g28010.1	no descriptionweakly similar to ( 187)AT1G55300| Symbols:  | transcription factor | chr1:20631821-20633157 REVERSEnot assigned TAFII55_N COG5414	RNA.regulation of transcription	27_3

CUST_73790_PI403524517	2	0.070851326	-0.007844925	0.034460068	-0.0016746521	0.0016736984	-0.066636086	35_21164	"Cluster: Unknow protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Unknow protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q60EP7	"CHR1|COORD:7573940..7578945| wound-responsive family protein, similar to wound-responsive protein 14.05 (GI:16506638) (Castanea sativa); ESTs gb T42839 and"	AT1G21610.2	CHR05V5|COORD:20652306..20645062|protein expressed protein	LOC_Os05g34900.1	no descriptionweakly similar to ( 116)AT1G21610| Symbols:  | wound-responsive family protein | chr1:7574093-7578632 FORWARD	stress.abiotic.touch/wounding	20_2_4

CUST_28752_PI399408534	2	0.011779785	-0.24965763	-0.011779785	0.2380209	-0.111234665	0.07119942	35_10220	"Cluster: Protein kinase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Protein kinase-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5QMM2	CHR5V7|COORD:14870031..14874328| leucine-rich repeat transmembrane protein kinase, putative	AT5G37450.1	CHR01V5|COORD:35206298..35195253|protein ATP binding protein, putative, expressed	LOC_Os01g60280.1	 no descriptionvery weakly similar to (52.0)AT5G37450| Symbols:  | leucine-rich repeat transmembrane protein kinase, putative | chr5:14870031-14874328 REVERSE	signalling.receptor kinases.leucine rich repeat VIII-1	30_2_8_1

CUST_42999_PI403524517	2	0.79585075	1.7830982	0.0514493	-0.1414628	-0.051449776	-0.87225246	35_12348	Rep: Cellulose synthase-like A2 - Oryza sativa (japonica cultivar-group)	UniRef90_Q7PC67	"CHR5V7|COORD:985909..990086| ATCSLA09 (RESISTANT TO AGROBACTERIUM TRANSFORMATION 4); transferase, transferring glycosyl groups"	AT5G03760.1	"CHR10V5|COORD:13569451..13564752|protein CSLA2 - cellulose synthase-like family A; mannan synthase, expressed"	LOC_Os10g26630.1	" no descriptionmoderately similar to ( 215)AT5G03760| Symbols: CSLA09, ATCSLA9, CSLA9, RAT4, ATCSLA09 | ATCSLA09 (RESISTANT TO AGROBACTERIUM TRANSFORMATION 4); transferase, transferring glycosyl groups | chr5:985909-990086 REVERSECOG1215 bcsA Glycos_transf_2 "	cell wall.cellulose synthesis	10_2

CUST_12140_PI404877155	2	-0.036334038	-0.027226448	0.020085335	0.07350254	0.07402325	-0.020086288	Contig5873_at	NADH:ubiquinone oxidoreductase-like protein [Arabidopsis thaliana] gb|AAO44048.1| At5g18800 [Arabidopsis thaliana] ref|NP_197381.1| NADH-ubi	AAM60901.1	NADH-ubiquinone oxidoreductase 19 kDa subunit (NDUFA8) family protein	At3g06310.1	protein hypothetical protein	Os03g18420	gi|18397530|ref|NP_566280.1| expressed protein	mitochondrial electron transport / ATP synthesis.NADH-DH.localisation not clear	9_1_2

CUST_83028_PI403524517	2	-0.6806879	0.917634	0.31341457	0.029090881	-0.38041115	-0.029090881	35_23807	"Cluster: PrMC3, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: PrMC3, putative, expressed - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10C96	CHR5|COORD:2007601..2011042| expressed protein, similar to PrMC3 (Pinus radiata) GI:5487873	AT5G06570.2	CHR03V5|COORD:32790359..32791715|protein gibberellin receptor GID1L2, putative, expressed	LOC_Os03g57640.1	"no descriptionweakly similar to ( 104)AT5G06570| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G16080.1); similar to CXE carboxylesterase [Actinidia deliciosa] (GB:ABB89016.1); contains InterPro domain Esterase/lipase/thioesterase; (InterPro:IPR000379); contains InterPro domain Alpha/beta hydrolase fold-3; (InterPro:IPR013094) | chr5:2008076-2011014 REVERSEvery weakly similar to (56.6)GID1_ORYSAnot assigned not assigned Abhydrolase_3 Aes PRK12323 PRK07764"	not assigned.no ontology	35_1

CUST_42704_PI403524517	2	0.1083889	-0.18664646	-0.12950039	0.077690125	0.034662247	-0.034662247	35_12267	"Cluster: Os02g0726600 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os02g0726600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DXY2	"CHR5V7|COORD:22572221..22572850| similar to tic20 protein-related [Arabidopsis thaliana] (TAIR:AT2G47840.1); similar to Os02g0726600 [Oryza"	AT5G55710.1	CHR02V5|COORD:30226173..30226856|protein expressed protein	LOC_Os02g49470.1	"no descriptionweakly similar to ( 122)AT5G55710| Symbols:  | similar to tic20 protein-related [Arabidopsis thaliana] (TAIR:AT2G47840.1); similar to Os02g0726600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001047992.1); similar to hypothetical protein Tery_3886 [Trichodesmium erythraeum IMS101] (GB:YP_723396.1) | chr5:22572221-22572850 REVERSEnot assigned"	not assigned.unknown	35_2

CUST_47665_PI403524517	2	0.015115738	-0.2066698	-0.09977341	0.069000244	-0.015116692	0.08599663	35_13640	"Cluster: Ubiquitin/60s ribosomal protein L40 fusion; n=14; Eukaryota|Rep: Ubiquitin/60s ribosomal protein L40 fusion - Ostreococcus tauri"	UniRef90_Q00Y36	"CHR5V7|COORD:6973317..6974465| UBQ4 (ubiquitin 4); protein binding"	AT5G20620.1	CHR06V5|COORD:28400733..28403579|protein polyubiquitin containing 7 ubiquitin monomers, putative, expressed	LOC_Os06g46770.3	"no descriptionmoderately similar to ( 287)AT5G03240| Symbols: UBQ3 | UBQ3 (POLYUBIQUITIN 3); protein binding | chr5:771975-772895 REVERSEweakly similar to ( 150)UBIQ_WHEATUbiquitin - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Ubiquitin ubiquitin UBQ Nedd8 UBL AN1_N RAD23_N Scythe_N UBQ parkin_N Fubi GDX_N SF3a120_C NIRF_N ISG15_repeat2 UBI4 hPLIC_N"	protein.degradation.ubiquitin.ubiquitin	29_5_11_1

CUST_79184_PI403524517	2	-0.05663824	1.2815132	-0.4833517	0.33065748	0.056638718	-0.13299179	35_22711	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_138916_PI403524517	2	0.20688534	-0.61375713	-0.20688534	0.526021	0.22273636	-0.43206882	35_38966	"Cluster: Putative GTPase activating protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative GTPase activating protein - Oryza sativa (japonica"	UniRef90_Q69NG6	CHR5V7|COORD:1464263..1467002| pectinesterase, putative	AT5G04970.1	CHR09V5|COORD:20720655..20715932|protein GTPase activator protein of Rab-like small GTPases-like protein, putative, expressed	LOC_Os09g35960.1	no description	not assigned.unknown	35_2

CUST_82862_PI403524517	2	-0.058120728	0.16498375	-0.09415722	-0.038122177	0.038122177	0.3381834	35_23761	"Cluster: Hypothetical protein OSJNBb0015B15.10; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0015B15.10 - Oryza sativa (japonica"	UniRef90_Q69NP5	0	0	CHR06V5|COORD:5294023..5296674|protein F-box domain containing protein, expressed	LOC_Os06g10300.1	no description	not assigned.unknown	35_2

CUST_157687_PI403524517	2	0.14507198	-0.15940285	-0.11521721	0.103897095	0.013978958	-0.013978958	35_44025	"Cluster: Hypothetical protein P0684E06.19; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0684E06.19 - Oryza sativa (japonica cultivar-g"	UniRef90_Q8SA25		0	CHR01V5|COORD:27188929..27190282|protein C2 domain containing protein, expressed	LOC_Os01g47040.1	no description	not assigned.unknown	35_2

CUST_45886_PI403524517	2	0.7329221	0.09627628	-0.09627628	0.3032341	-0.29443264	-0.18739176	35_13147	Rep: Minus agglutinin - Chlamydomonas reinhardtii	UniRef90_Q6SSE8	CHR5V7|COORD:23551169..23556691| actin binding	AT5G58160.1	CHR08V5|COORD:395077..393302|protein vegetative cell wall protein gp1 precursor, putative, expressed	LOC_Os08g01690.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_13591_PI404877155	2	0.043699265	0.2956457	-0.0053138733	-0.07384682	-0.062170982	0.005314827	Contig7346_at	OJ991113_30.8 [Oryza sativa (japonica cultivar-group)] ref|XP_472957.1| OJ991113_30.8 [Oryza sativa (japonica cultivar-group)]	CAD41325.2	DNA-directed RNA polymerase, putative	At3g22320.1	protein RNA polymerase Rpb5, N-terminal domain, putative	Os04g41040	"DNA-directed RNA polymerase, putative, similar to SP:P19388 DNA-directed RNA polymerase II 23 kDa polypeptide (EC 2.7.7.6) {Homo sapiens}; contains Pfam profiles PF03871: RNA polymerase Rpb5 N-terminal domain, PF01191: RNA polymerase Rpb5 C-terminal domai"	RNA.transcription	27_2

CUST_73228_PI403524517	2	-0.028522491	-0.0916605	-0.114414215	0.11769676	0.09930229	0.028522491	35_20995	"Cluster: Patatin, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Patatin, putative, expressed - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2R2X0	CHR1V7|COORD:12068304..12070137| patatin-related	AT1G33270.1	CHR11V5|COORD:19646664..19643320|protein patatin like esterase, putative, expressed	LOC_Os11g34370.1	no descriptionweakly similar to ( 185)AT1G33270| Symbols:  | patatin-related | chr1:12068803-12070137 REVERSEnot assigned	development.storage proteins	33_1

CUST_74459_PI403524517	2	-0.06239605	0.7356148	1.001358E-4	-1.0108948E-4	-0.29297638	0.010566711	35_21352	"Cluster: Os06g0549300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0549300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DBM9	CHR5V7|COORD:17903592..17905298| FAD-binding domain-containing protein	AT5G44400.1	CHR06V5|COORD:20785144..20783370|protein reticuline oxidase precursor, putative, expressed	LOC_Os06g35630.1	no descriptionweakly similar to ( 162)AT5G44400| Symbols:  | FAD-binding domain-containing protein | chr5:17903592-17905298 REVERSEnot assigned not assigned BBE	misc.nitrilases, *nitrile lyases, berberine bridge enzymes, reticuline oxidases, troponine reductases	26_8

CUST_21392_PI399408534	2	-0.034062386	0.30698967	0.01368618	-9.4127655E-4	9.403229E-4	-0.07695103	35_985	"Cluster: Os05g0437300 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0437300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DHV7	CHR1V7|COORD:16277872..16280625| polypyrimidine tract-binding protein, putative / heterogeneous nuclear ribonucleoprotein, putative	AT1G43190.1	CHR01V5|COORD:37907301..37912077|protein retrotransposon protein, putative, unclassified, expressed	LOC_Os01g64770.1	 no descriptionhighly similar to ( 613)AT1G43190| Symbols:  | polypyrimidine tract-binding protein, putative / heterogeneous nuclear ribonucleoprotein, putative | chr1:16277872-16280625 REVERSEnot assigned not assigned not assigned RRM 	RNA.processing	27_1

CUST_61063_PI403524517	2	-0.044104576	0.20849895	-0.13961029	0.031936646	-0.03193569	0.042616844	35_17417	"Cluster: Putative shaggy-related protein kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative shaggy-related protein kinase - Oryza sativa (japonic"	UniRef90_Q60EZ2	"CHR1V7|COORD:1946859..1950416| GSK1 (GSK3/SHAGGY-LIKE PROTEIN KINASE 1); kinase"	AT1G06390.2	CHR05V5|COORD:6640807..6636795|protein shaggy-related protein kinase dzeta, putative, expressed	LOC_Os05g11730.1	" no descriptionhighly similar to ( 680)AT1G06390| Symbols: ATGSK1, GSK1 | GSK1 (GSK3/SHAGGY-LIKE PROTEIN KINASE 1); kinase | chr1:1946859-1950416 FORWARDhighly similar to ( 605)MSK1_MEDSAGlycogen synthase kinase-3 homolog MsK-1 - Medicago sativa (Alfalfa)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase SPS1 TyrKc Pkinase_Tyr PTKc PTKc_Jak_rpt2 PTKc_Jak2_Jak3_rpt2 PTKc_Tyk2_rpt2 PTKc_EGFR_like PTKc_Syk_like PTKc_Jak1_rpt2 PTKc_Src_like PTKc_FGFR PTKc_Srm_Brk PTKc_Ack_like PTKc_FAK PTKc_PDGFR PTKc_InsR_like PTKc_Ror PTKc_HER4 PTKc_Fes_like PTKc_EphR PTKc_Lyn PTK_CCK4 PTKc_Trk PTKc_Abl PTKc_Met_Ron PTKc_EGFR PTKc_Csk_like PTKc_VEGFR PTKc_VEGFR3 PTKc_VEGFR2 PTKc_EphR_A2 PTKc_FGFR2 PTKc_Chk PTKc_Tec_Rlk PTKc_EphR_B PTKc_c-ros PTKc_RET PTKc_EphR_A PTKc_PDGFR_alpha PTKc_Kit PTKc_Lck_Blk PTKc_CSF-1R PTKc_Frk_like PTKc_HER2 PTKc_Itk PTKc_DDR PTKc_TrkC PTK_HER3 PTKc_Musk PTKc_TrkA PTKc_Tec_like PTK_Ryk "	protein.postranslational modification	29_4

CUST_52503_PI403524517	2	0.27934933	-0.20839882	-0.28371048	0.37904072	0.20839882	-0.3191309	35_14958	"Cluster: Oxygen-evolving complex; n=1; Triticum aestivum|Rep: Oxygen-evolving complex - Triticum aestivum (Wheat)"	UniRef90_Q7XYD3	"CHR4V7|COORD:11334456..11335597| PSBQ/PSBQ-1/PSBQA; calcium ion binding"	AT4G21280.1	CHR07V5|COORD:21572741..21574339|protein oxygen-evolving enhancer protein 3-1, chloroplast precursor, putative, expressed	LOC_Os07g36080.1	" no descriptionweakly similar to ( 174)AT4G21280| Symbols: PSBQ, PSBQA, PSBQ-1 | PSBQ/PSBQ-1/PSBQA; calcium ion binding | chr4:11334456-11335597 FORWARDmoderately similar to ( 204)PSBQ1_MAIZEOxygen-evolving enhancer protein 3-1, chloroplast precursor - Zea mays (Maize)not assigned not assigned not assigned PsbQ DUF566 "	PS.lightreaction.photosystem II.PSII polypeptide subunits	1_1_1_2

CUST_58671_PI403524517	2	-0.014342308	0.2780857	-0.0173769	0.014341354	-0.098220825	0.10844231	35_16738	Rep: Syntaxin related protein - Oryza sativa (indica cultivar-group)	UniRef90_Q5S1U0	"CHR5V7|COORD:19029569..19031022| VAM3 (syntaxin 22); t-SNARE"	AT5G46860.1	CHR01V5|COORD:8476672..8472306|protein syntaxin 23, putative, expressed	LOC_Os01g15110.1	" no descriptionmoderately similar to ( 319)AT5G46860| Symbols: ATVAM3, SYP22, ATSYP22, SGR3, VAM3 | VAM3 (syntaxin 22); t-SNARE | chr5:19029569-19031022 REVERSEnot assigned not assigned not assigned not assigned SynN COG5325 SynN SNARE t_SNARE t_SNARE Syntaxin "	cell. vesicle transport	31_4

CUST_33163_PI399408534	2	-0.020501137	0.15260124	0.020501137	-0.12943459	-0.2997837	0.07270527	35_38416	"Cluster: Hypothetical protein P0455H11.102; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0455H11.102 - Oryza sativa (japonica cultivar"	UniRef90_Q8L4T4	CHR3V7|COORD:21640318..21642830| calmodulin-binding family protein	AT3G58480.1	CHR03V5|COORD:3614636..3609884|protein calmodulin binding protein, putative, expressed	LOC_Os03g07110.3	no descriptionvery weakly similar to (68.2)AT3G58480| Symbols:  | calmodulin-binding family protein | chr3:21640318-21642830 FORWARD	signalling.calcium	30_3

CUST_77435_PI403524517	2	-0.24722004	-0.52067375	0.019968033	0.27694607	-0.01996708	0.20954227	35_22190	"Cluster: Hypothetical protein OSJNBa0012L23.48; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0012L23.48 - Oryza sativa (japonica"	UniRef90_Q8LNW2	CHR3V7|COORD:3772317..3774893| glutaredoxin-related	AT3G11920.1	CHR10V5|COORD:17906905..17902051|protein domain found in Dishevelled, Egl-10, and Pleckstrin family protein, expressed	LOC_Os10g34170.1	no descriptionmoderately similar to ( 382)AT3G11920| Symbols:  | glutaredoxin-related | chr3:3772317-3774893 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF547 Herpes_BLLF1 AF-4 PRK07003 PRK12323 Tymo_45kd_70kd HPC2 Atrophin-1 DUF566 Pneumo_att_G APC_basic PRK07764 TT_ORF1 KAR9 Herpes_UL32 Hamartin	not assigned.unknown	35_2

CUST_36926_PI403524517	2	-0.0019445419	0.4170866	0.0019445419	-0.050260544	-0.03781414	0.07644272	35_10642	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_50735_PI403524517	2	-0.06335068	-0.0043525696	0.055952072	0.004350662	-0.028686523	0.03967285	35_14476	"Cluster: Eukaryotic translation initiation factor 5A1; n=17; Triticeae|Rep: Eukaryotic translation initiation factor 5A1 - Triticum aestivum (Wheat)"	UniRef90_Q3S4I1	CHR1V7|COORD:9205955..9207085| eukaryotic translation initiation factor 5A, putative / eIF-5A, putative	AT1G26630.1	CHR07V5|COORD:701316..703801|protein eukaryotic translation initiation factor 5A-1/2, putative, expressed	LOC_Os07g02210.2	 no descriptionweakly similar to ( 104)AT1G26630| Symbols:  | eukaryotic translation initiation factor 5A, putative / eIF-5A, putative | chr1:9205955-9207000 FORWARDweakly similar to ( 108)IF5A1_MEDSAEukaryotic translation initiation factor 5A-1 - Medicago sativa (Alfalfa)not assigned eIF-5a 	protein.synthesis.initiation	29_2_3

CUST_21749_PI403524517	2	0.012814522	-0.012815475	-0.043808937	0.33940315	-0.042476654	0.20358467	35_6313	"Cluster: Putative TOM1 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative TOM1 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69WH7	CHR4V7|COORD:15799381..15803837| protein transporter	AT4G32760.1	CHR06V5|COORD:13161902..13170018|protein VHS and GAT domain protein, putative, expressed	LOC_Os06g22650.1	no descriptionvery weakly similar to (61.2)AT4G32760| Symbols:  | protein transporter | chr4:15799381-15803837 FORWARDnot assigned not assigned not assigned not assigned not assigned DUF1421 Glutenin_hmw Atrophin-1	cell. vesicle transport	31_4

CUST_3147_PI399408534	2	0.34988785	1.0535898	-0.24323368	0.24323273	-0.6944709	-0.4442911	35_30770	Rep: HvCBF11 - Hordeum vulgare var. distichum (Two-rowed barley)	UniRef90_Q3T5N6	"CHR4V7|COORD:13018363..13019013| DREB1A (DEHYDRATION RESPONSE ELEMENT B1A); DNA binding / transcription factor/ transcriptional activator"	AT4G25480.1	CHR04V5|COORD:28601755..28602807|protein dehydration-responsive element-binding protein 1D, putative, expressed	LOC_Os04g48350.1	" no descriptionvery weakly similar to (89.4)AT5G51990| Symbols: CBF4, DREB1D | CBF4/DREB1D (C- REPEAT-BINDING FACTOR 4); DNA binding / transcription factor/ transcriptional activator | chr5:21134339-21135013 REVERSEAP2 AP2 AP2 "	RNA.regulation of transcription.AP2/EREBP, APETALA2/Ethylene-responsive element binding protein family	27_3_3

CUST_146373_PI403524517	2	-0.06445408	-0.25628662	-0.08223534	0.20129204	0.06445503	0.27030468	35_40975	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_14720_PI404877155	2	-0.01132679	0.28502655	0.0113277435	-0.039161682	-0.12708569	0.03361702	Contig8553_at	CHAPERONIN CPN60-2, MITOCHONDRIAL PRECURSOR (HSP60-2) pir||S29316 chaperonin 60 - cucurbit	Q05046	chaperonin (CPN60) (HSP60)	At3g23990.1	protein chaperonin GroEL	Os05g46290	NONE	stress.abiotic.heat	20_2_1

CUST_25321_PI399408534	2	-0.024506569	-0.21840763	-0.0696125	0.16686153	0.2997303	0.024507523	35_32142	"Cluster: Hypothetical protein P0575F10.5; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0575F10.5 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6Z726	"CHR5V7|COORD:8295248..8297000| ATXR6 (Arabidopsis thaliana Trithorax- related protein 6); DNA binding"	AT5G24330.1	CHR02V5|COORD:1190846..1192705|protein histone-lysine N-methyltransferase ATXR6, putative, expressed	LOC_Os02g03030.1	"no descriptionvery weakly similar to (86.7)AT5G24330| Symbols: ATXR6 | ATXR6 (Arabidopsis thaliana Trithorax- related protein 6); DNA binding | chr5:8295248-8297000 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned PHD PHD PRK12323"	RNA.regulation of transcription.SET-domain transcriptional regulator family	27_3_69

CUST_11802_PI399408534	2	0.22170067	0.28299618	-0.0015134811	-0.009511948	-0.23080635	0.0015144348	35_2211	Rep: OSIGBa0122F23.8 protein - Oryza sativa (Rice)	UniRef90_Q01JC2	"CHR4V7|COORD:9372749..9375932| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G76270.1); similar to OSIGBa0122F23.8 [Oryza sativa (indica"	AT4G16650.1	CHR04V5|COORD:27393409..27389328|protein growth regulator like protein, putative, expressed	LOC_Os04g46570.3	" no descriptionvery weakly similar to (94.0)AT4G16650| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G76270.1); similar to OSIGBa0122F23.8 [Oryza sativa (indica cultivar-group)] (GB:CAH67151.1); similar to putative auxin-independent growth promoter [Oryza sativa (japonica cultivar-group)] (GB:BAD10226.1); similar to OSJNBa0010H02.2 [Oryza sativa (japonica cultivar-group)] (GB:CAE01682.2); contains InterPro domain Protein of unknown function DUF246, plant; (InterPro:IPR004348) | chr4:9372749-9375932 FORWARD"	hormone metabolism.auxin.induced-regulated-responsive-activated	17_2_3

CUST_55906_PI403524517	2	0.062440872	0.085596085	0.0020332336	-0.071063995	-0.008662224	-0.0020341873	35_15912	"Cluster: Phosphoethanolamine N-methyltransferase; n=2; Oryza sativa|Rep: Phosphoethanolamine N-methyltransferase - Oryza sativa (Rice)"	UniRef90_Q6QA26	CHR1V7|COORD:17970116..17972745| phosphoethanolamine N-methyltransferase 2, putative (NMT2)	AT1G48600.1	CHR01V5|COORD:29066834..29071609|protein phosphoethanolamine N-methyltransferase, putative, expressed	LOC_Os01g50030.1	 no descriptionweakly similar to ( 105)AT1G48600| Symbols:  | phosphoethanolamine N-methyltransferase 2, putative (NMT2) | chr1:17970116-17972745 FORWARDweakly similar to ( 105)PEAM2_ARATHPutative phosphoethanolamine N-methyltransferase 2 - Arabidopsis thaliana (Mouse-ear cress)	lipid metabolism.Phospholipid synthesis	11_3

CUST_23150_PI399408534	2	0.32543325	0.69053173	0.30664968	-0.3066492	-0.7962403	-0.7381344	35_20213	"Cluster: Putative ethylene-induced calmodulin-binding protein 4; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative ethylene-induced calmodulin-binding p"	UniRef90_Q5JJP3	CHR1V7|COORD:25201845..25206789| calmodulin binding / transcription regulator	AT1G67310.1	CHR01V5|COORD:40724164..40730098|protein calmodulin-binding transcription activator 4, putative, expressed	LOC_Os01g69910.2	no descriptionweakly similar to ( 153)AT1G67310| Symbols:  | calmodulin binding / transcription regulator | chr1:25201845-25206789 REVERSEnot assigned CG-1	RNA.regulation of transcription.AtSR Transcription Factor family	27_3_39

CUST_44619_PI403524517	2	0.03557968	0.5723896	-0.012682915	0.012683868	-0.06931591	-0.1448288	35_12797	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_97633_PI403524517	2	0.098807335	0.80499935	0.78460026	-0.39127636	-0.24507475	-0.098807335	35_27880	Rep: H0101F08.8 protein - Oryza sativa (Rice)	UniRef90_Q259I5	CHR4V7|COORD:18271451..18271851| DNA binding / transcription factor	AT4G39250.1	CHR04V5|COORD:34340495..34336077|protein DNA binding protein, putative, expressed	LOC_Os04g58020.1	no descriptionnot assigned not assigned APC_basic TT_ORF1	not assigned.unknown	35_2

CUST_49026_PI403524517	2	4.0912628E-4	-1.2007704	-0.29110336	-4.081726E-4	0.055671692	0.16016293	35_13996	Rep: Histone H2B.3 - Zea mays (Maize)	UniRef90_Q43261	CHR5V7|COORD:24144432..24144884| histone H2B	AT5G59910.1	CHR01V5|COORD:2845932..2841231|protein core histone H2A/H2B/H3/H4 family protein, expressed	LOC_Os01g05970.1	 no descriptionweakly similar to ( 171)AT5G22880| Symbols:  | histone H2B, putative | chr5:7652133-7652570 REVERSEweakly similar to ( 176)H2B1_WHEATHistone H2B.1 - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned H2B Histone TT_ORF1 Tymo_45kd_70kd DUF566 APC_basic Protamine_P1 PRK12323 DUF1777 PRK07003 PRK09169 Transformer PRK07764 	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_137343_PI403524517	2	0.012141228	-0.012141228	0.02208805	-0.036325455	-0.012141228	0.19150066	35_38516	Rep: Centromeric histone H3-like protein - Zea mays (Maize)	UniRef90_Q8LK76	"CHR1V7|COORD:6905025..6905783| ATMGH3/MGH3 (MALE-GAMETE-SPECIFIC HISTONE H3); DNA binding"	AT1G19890.1	CHR05V5|COORD:23986986..23984487|protein histone H3, putative, expressed	LOC_Os05g41080.1	" no descriptionvery weakly similar to (58.5)AT1G19890| Symbols: ATMGH3, MGH3 | ATMGH3/MGH3 (MALE-GAMETE-SPECIFIC HISTONE H3); DNA binding | chr1:6905025-6905783 FORWARDvery weakly similar to (55.1)H32_WHEATHistone H3.2 - Triticum aestivum (Wheat)not assigned H3 "	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_27404_PI403524517	2	-0.100930214	0.39204693	0.026640892	-0.12883759	-0.026641846	0.04578972	35_7932	"Cluster: Putative disease resistance protein Hcr2-5D; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative disease resistance protein Hcr2-5D - Oryza sativ"	UniRef90_Q6K7R2	CHR3V7|COORD:5203387..5207286| leucine-rich repeat family protein	AT3G15410.1	CHR02V5|COORD:35527222..35520718|protein leucine-rich repeat-containing protein 40, putative, expressed	LOC_Os02g58030.1	no descriptionmoderately similar to ( 238)AT3G15410| Symbols:  | leucine-rich repeat family protein | chr3:5203387-5207286 FORWARDvery weakly similar to (63.9)RPK1_IPONIReceptor-like protein kinase precursor - Ipomoea nil (Japanese morning glory) (Pharbitis nil)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG4886 LRR_RI	stress.biotic	20_1

CUST_65116_PI403524517	2	-0.01096344	0.50460434	0.028578758	0.010962486	-0.06899452	-0.1916027	35_18592	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10F28	"CHR5V7|COORD:2158432..2166005| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G20010.2); similar to unknown protein [Oryza sativa (japonica cultivar"	AT5G06970.1	CHR03V5|COORD:27187610..27200141|protein expressed protein	LOC_Os03g47930.1	"no descriptionmoderately similar to ( 270)AT5G06970| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G20010.2); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAP68377.1); similar to Protein of unknown function DUF810 [Medicago truncatula] (GB:ABE85501.1); similar to unknown protein [Oryza sativa] (GB:AAK14418.1); contains InterPro domain Protein of unknown function DUF810; (InterPro:IPR008528) | chr5:2158432-2166005 REVERSEDUF810"	not assigned.unknown	35_2

CUST_179720_PI403524517	2	0.58639526	0.4627409	0.077480316	-0.23556328	-0.6487975	-0.077480316	35_49979	"Cluster: Os09g0292300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os09g0292300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J2W2		0	CHR09V5|COORD:6802261..6805757|protein transposon protein, putative, CACTA, En/Spm sub-class	LOC_Os09g12050.1	no description	not assigned.unknown	35_2

CUST_100230_PI403524517	2	0.37843227	1.2444339	0.34424257	-0.44714832	-0.46956635	-0.34424257	35_28614	Rep: H0211B05.13 protein - Oryza sativa (Rice)	UniRef90_Q01J99	"CHR4V7|COORD:17967383..17969164| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G77220.1); similar to Protein of unknown function [Medicago"	AT4G38360.1	CHR04V5|COORD:27977061..27973020|protein transmembrane protein 34, putative, expressed	LOC_Os04g47530.1	"no descriptionweakly similar to ( 142)AT4G38360| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G77220.1); similar to MAP kinase activating protein-like [Oryza sativa (japonica cultivar-group)] (GB:BAD61807.1); similar to Protein of unknown function [Medicago truncatula] (GB:ABE78441.1); contains InterPro domain Protein of unknown function DUF300; (InterPro:IPR005178) | chr4:17967383-17969792 FORWARDnot assigned DUF300"	not assigned.unknown	35_2

CUST_101861_PI403524517	2	-0.19534445	0.12860107	-0.015592098	0.15920258	0.015592098	-0.42968988	35_29061	"Cluster: Peroxisome type ascorbate peroxidase; n=3; BEP clade|Rep: Peroxisome type ascorbate peroxidase - Hordeum vulgare (Barley)"	UniRef90_Q94IC3	"CHR4V7|COORD:16665012..16667546| APX3 (ASCORBATE PEROXIDASE 3); L-ascorbate peroxidase"	AT4G35000.1	CHR08V5|COORD:27426527..27422183|protein OsAPx4 - Peroxisomal Ascorbate Peroxidase encoding gene, expressed	LOC_Os08g43560.2	"no descriptionweakly similar to ( 110)AT4G35000| Symbols: APX3 | APX3 (ASCORBATE PEROXIDASE 3); L-ascorbate peroxidase | chr4:16665012-16667546 REVERSEweakly similar to ( 136)APX4_ORYSAascorbate_peroxidase plant_peroxidase"	redox.ascorbate and glutathione.ascorbate	21_2_1

CUST_89168_PI403524517	2	0.14156961	-0.012556553	0.22672606	0.01255703	-0.52513885	-1.1378598	35_25508	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10RM9	"CHR3V7|COORD:6128989..6133075| similar to Os03g0152800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001048995.1); similar to expressed protein [Oryza"	AT3G17900.1	CHR03V5|COORD:2886219..2891783|protein expressed protein	LOC_Os03g05812.3	"no descriptionmoderately similar to ( 205)AT3G17900| Symbols:  | similar to Os03g0152800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001048995.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABF94028.1) | chr3:6128989-6133075 FORWARD"	not assigned.unknown	35_2

CUST_79642_PI403524517	2	-0.16504002	-0.13688183	0.017263412	0.0077695847	0.0056200027	-0.005619049	35_22841	Rep: Isoform 2 of Q5N941 - Oryza sativa (Rice)	UniRef90_Q5N941-2	"CHR5V7|COORD:20341399..20344913| Identical to Putative ion channel DMI1 [Arabidopsis Thaliana] (GB:Q9LTX4); similar to unknown protein [Arabidopsis thaliana]"	AT5G49960.1	CHR01V5|COORD:38047501..38041145|protein ion channel DMI1, chloroplast precursor, putative, expressed	LOC_Os01g64980.2	" no descriptionweakly similar to ( 145)AT5G49960| Symbols:  | Identical to Putative ion channel DMI1 [Arabidopsis Thaliana] (GB:Q9LTX4); similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G02940.1); similar to Putative ion channel DMI-1 (Does not make infections protein 1) (GB:Q6RHR6); similar to Putative ion channel POLLUX, chloroplast precursor (GB:Q5H8A5); similar to putative DMI1 protein [Oryza sativa (japonica cultivar-group)] (GB:BAD81711.1); contains InterPro domain Protein of unknown function DUF1012; (InterPro:IPR010420) | chr5:20341399-20344913 REVERSEweakly similar to ( 174)DMI1_ORYSA"	not assigned.unknown	35_2

CUST_11753_PI404877155	2	0.13019848	-0.5146122	-0.09955025	-0.0070409775	0.13504505	0.0070409775	Contig5431_s_at	putative RNA-binding protein [Oryza sativa (japonica cultivar-group)]	AAP68379.1	glycine-rich RNA-binding protein	At5g04280.1	protein Transposable element protein, putative	Os03g47800	"putative RNA-binding protein/PUB1  T01253; yeast protein encoded by PUB1 binds T-rich single stranded DNA"	RNA.RNA binding	27_4

CUST_49879_PI403524517	2	-1.3057013	-0.68757534	0.99289227	0.88923836	-0.15798855	0.1579876	35_14239	Rep: Phenylalanine ammonia-lyase - Triticum aestivum (Wheat)	UniRef90_Q43210	"CHR2V7|COORD:15564681..15567316| PAL1 (PHE AMMONIA LYASE 1); phenylalanine ammonia-lyase"	AT2G37040.1	CHR04V5|COORD:25710651..25707907|protein phenylalanine ammonia-lyase, putative, expressed	LOC_Os04g43800.1	"no descriptionhighly similar to ( 937)AT2G37040| Symbols: PAL1 | PAL1 (PHE AMMONIA LYASE 1); phenylalanine ammonia-lyase | chr2:15564681-15567316 REVERSEnearly identical (1142)PALY_WHEATPhenylalanine ammonia-lyase - Triticum aestivum (Wheat)not assigned PAL PAL-HAL HutH PRK09367 Lyase_I_like"	secondary metabolism.phenylpropanoids.lignin biosynthesis.PAL	16_2_1_1

CUST_16761_PI404877155	2	-0.04291916	0.23218155	0.25437737	-0.14537525	-0.17279148	0.042920113	HI01O12w_at	putative ethylene-responsive small GTP-binding protein [Oryza sativa (japonica cultivar-group)]	BAC80082.1	Ras-related GTP-binding family protein	At5g59840.1	protein Ras family, putative	Os07g13530	NONE	signalling.G-proteins	30_5

CUST_121912_PI403524517	2	0.35901022	-4.143715E-4	4.143715E-4	0.37439775	-0.5758066	-0.69295263	35_34420	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_15881_PI404877155	2	0.055520535	0.6193299	-0.055520535	0.21453142	-0.50613976	-0.7549238	Contig9727_at	0	AAS07215.1	lipid transfer protein-related	At2g44300.1	protein putative protease inhibitor	Os03g58940	"EBNA-2  T01618  EBV; activator, requires cellular RBP-Jkappa for DNA-binding"	lipid metabolism.lipid transfer proteins etc	11_6

CUST_113610_PI403524517	2	0.8752012	0.019234657	-0.12774277	0.9476738	-0.33675194	-0.019234657	35_32247	"Cluster: Putative DEIH-box RNA/DNA helicase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative DEIH-box RNA/DNA helicase - Oryza sativa (japonica cultiv"	UniRef90_Q5ZAP0	"CHR2V7|COORD:13127662..13133712| HVT1 (HELICASE IN VASCULAR TISSUE AND TAPETUM); ATP binding / helicase/ nucleic acid binding"	AT2G30800.1	CHR01V5|COORD:32677361..32687613|protein RNA helicase A, putative, expressed	LOC_Os01g56190.1	" no descriptionvery weakly similar to (79.7)AT2G30800| Symbols: ATVT-1, HVT1 | HVT1 (HELICASE IN VASCULAR TISSUE AND TAPETUM); ATP binding / helicase/ nucleic acid binding | chr2:13127662-13133712 REVERSER3H NRF_R3H "	DNA.synthesis/chromatin structure	28_1

CUST_170635_PI403524517	2	1.006732	2.8921785	-0.034540653	0.034540653	-0.57731533	-0.042726994	35_47528	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10LJ1		0	CHR03V5|COORD:12944853..12940237|protein myb-like DNA-binding domain containing protein, expressed	LOC_Os03g22560.1	no description	not assigned.unknown	35_2

CUST_2259_PI404877155	2	-0.062369823	0.0623703	1.0811076	0.5383601	-0.73001623	-0.23274422	Contig12629_at	P0034C09.1 [Oryza sativa (japonica cultivar-group)]	NP_917017.1	serine/threonine protein kinase family protein	At5g38210.1	protein Protein kinase domain, putative	Os01g49520	protein kinase family protein, contains protein kinase domain, Pfam:PF00069	signalling.receptor kinases.wheat LRK10 like	30_2_20

CUST_25229_PI403524517	2	-0.16329145	0.9595804	0.11893749	0.24478102	-0.5238724	-0.118937016	35_7316	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10FB7	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	CHR03V5|COORD:26572115..26572603|protein expressed protein	LOC_Os03g47060.1	no descriptionPRK12323	not assigned.unknown	35_2

CUST_2286_PI399408534	2	0.20046997	0.034607887	0.85132027	-0.034607887	-0.048042297	-0.08032608	35_41019	"Cluster: SWIM zinc finger family protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: SWIM zinc finger family protein-like - Oryza sativa (japonica cu"	UniRef90_Q69L44	CHR1V7|COORD:22312456..22314942| SWIM zinc finger family protein	AT1G60560.1	CHR09V5|COORD:8168058..8164974|protein SWIM zinc finger family protein, expressed	LOC_Os09g13880.1	no descriptionmoderately similar to ( 271)AT1G60560| Symbols:  | SWIM zinc finger family protein | chr1:22312456-22314942 REVERSE	RNA.regulation of transcription.unclassified	27_3_99

CUST_15344_PI399408534	2	0.15034103	0.68840647	0.63937426	-0.15034103	-0.45666456	-1.6124914	35_47127	Rep: OSJNba0093F12.18 protein - Oryza sativa (Rice)	UniRef90_Q7XNU0	"CHR1V7|COORD:7434292..7436691| WAK3 (WALL ASSOCIATED KINASE 3); kinase/ protein serine/threonine kinase"	AT1G21240.1	CHR04V5|COORD:29990047..29994880|protein wall-associated kinase 1, putative, expressed	LOC_Os04g51030.1	"no descriptionvery weakly similar to (65.9)AT1G21230| Symbols: WAK5 | WAK5 (WALL ASSOCIATED KINASE 5); kinase/ protein serine/threonine kinase | chr1:7429969-7432335 FORWARD"	signalling.receptor kinases.wall associated kinase	30_2_25

CUST_83682_PI403524517	2	3.1852722E-4	-0.61296844	-3.1757355E-4	0.015935898	0.023683548	-0.06843376	35_23990	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_64059_PI403524517	2	-0.086286545	0.030460358	0.076189995	-0.029374123	-0.017549515	0.017549515	35_18294	"Cluster: Putative capping protein beta subunit; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative capping protein beta subunit - Oryza sativa (japonica"	UniRef90_Q75M66	CHR1V7|COORD:27000531..27002447| F-actin capping protein beta subunit family protein	AT1G71790.1	CHR03V5|COORD:15093858..15097107|protein F-actin capping protein beta subunit, putative, expressed	LOC_Os03g26450.1	no descriptionmoderately similar to ( 362)AT1G71790| Symbols:  | F-actin capping protein beta subunit family protein | chr1:27000531-27002447 FORWARDnot assigned F_actin_cap_B	cell.organisation	31_1

CUST_22082_PI403524517	2	0.020751953	-5.054474E-4	5.054474E-4	-0.17215252	-0.09603691	0.11543465	35_6416	"Cluster: Os12g0577000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os12g0577000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IMD4	"CHR4|COORD:352046..355598| similar to RNA recognition motif (RRM)-containing protein [Arabidopsis thaliana] (TAIR:At3g52660.1); similar to putative RNA-binding"	AT4G00830.2	CHR12V5|COORD:23807761..23811671|protein RNA recognition motif family protein, expressed	LOC_Os12g38800.2	no descriptionvery weakly similar to (56.2)AT4G00830| Symbols:  | RNA binding | chr4:352782-354965 FORWARDnot assigned not assigned not assigned not assigned RRM RRM_1 COG0724	RNA.RNA binding	27_4

CUST_29456_PI399408534	2	-0.11133957	0.26818657	-0.008075714	0.008076668	0.26395607	-0.17750645	35_3301	"Cluster: Zinc finger protein 3-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: Zinc finger protein 3-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5ZDJ7	CHR3V7|COORD:4025283..4029006| HUA1 (ENHANCER OF AG-4 1)	AT3G12680.1	CHR01V5|COORD:24805279..24798774|protein zinc finger C-x8-C-x5-C-x3-H type family protein, expressed	LOC_Os01g42970.2	no descriptionmoderately similar to ( 380)AT3G12680| Symbols: HUA1 | HUA1 (ENHANCER OF AG-4 1) | chr3:4025283-4029006 REVERSEweakly similar to ( 144)ZFNL3_ORYSAnot assigned	RNA.regulation of transcription.unclassified	27_3_99

CUST_118194_PI403524517	2	0.01900053	2.1224618	-0.019000053	0.13738155	-0.16053772	-0.16337967	35_33471	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_118896_PI403524517	2	0.05232811	0.05689144	-0.25774002	0.045184135	-0.19665337	-0.045184135	35_33652	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_28099_PI403524517	2	0.087254524	0.10746193	0.2642851	-0.3075962	-0.087254524	-0.13911915	35_8122	"Cluster: Putative ankyrin-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ankyrin-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5VQZ7	"CHR3|COORD:1278090..1281124| similar to stress-inducible protein, putative [Arabidopsis thaliana] (TAIR:At4g12400.1); similar to"	AT3G04710.2	CHR01V5|COORD:3871123..3867536|protein palmitoyltransferase akr1, putative, expressed	LOC_Os01g08000.2	no descriptionvery weakly similar to (97.8)AT3G04710| Symbols:  | binding | chr3:1278235-1280948 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned ANK	cell.organisation	31_1

CUST_14075_PI399408534	2	-1.4044833	0.7805157	0.096930504	0.464674	-0.9575825	-0.09693003	35_30373	"Cluster: EF hand family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: EF hand family protein, expressed - Oryza sativa (japonica cultivar"	UniRef90_Q10LX4	CHR4V7|COORD:11133320..11133895| calcium-binding protein, putative	AT4G20780.1	CHR03V5|COORD:12204933..12202719|protein calcium-binding protein CAST, putative, expressed	LOC_Os03g21380.2	 no descriptionvery weakly similar to (88.6)AT4G20780| Symbols:  | calcium-binding protein, putative | chr4:11133320-11133895 REVERSEvery weakly similar to (87.0)CAST_SOLTUCalcium-binding protein CAST - Solanum tuberosum (Potato)not assigned not assigned not assigned EFh FRQ1 	signalling.calcium	30_3

CUST_114249_PI403524517	2	0.05616331	0.34465122	0.45021868	-0.056162834	-0.40777445	-0.4655223	35_32425	"Cluster: Putative disease resistance protein RPM1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative disease resistance protein RPM1 - Oryza sativa (jap"	UniRef90_Q5VRT1	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	CHR06V5|COORD:3238157..3233520|protein resistance protein LR10, putative, expressed	LOC_Os06g06850.1	no description	not assigned.unknown	35_2

CUST_71853_PI403524517	2	-0.2501583	0.77643776	0.43314266	-0.27696037	-0.18092251	0.18092346	35_20599	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_158135_PI403524517	2	0.81807137	0.22945547	0.39417076	-0.2739129	-0.2892127	-0.22945595	35_44152	0	0		0	CHR03V5|COORD:30893415..30885994|protein transcriptional adaptor, putative, expressed	LOC_Os03g53960.2	no description	not assigned.unknown	35_2

CUST_170874_PI403524517	2	0.034534454	-0.49464417	-0.17311287	0.0706501	0.0037155151	-0.0037136078	35_47596	Rep: B0812A04.3 protein - Oryza sativa (Rice)	UniRef90_Q25A95	CHR3V7|COORD:10078141..10079288| ATPHB4 (PROHIBITIN 4)	AT3G27280.2	CHR04V5|COORD:22898861..22897018|protein prohibitin, putative, expressed	LOC_Os04g38900.2	no descriptionvery weakly similar to (95.9)AT3G27280| Symbols: ATPHB4 | ATPHB4 (PROHIBITIN 4) | chr3:10078141-10079288 FORWARDnot assigned not assigned Band_7_prohibitin	not assigned.no ontology	35_1

CUST_108144_PI403524517	2	-0.85412025	0.3292694	0.13901901	0.007983208	-0.1393547	-0.007982254	35_30765	"Cluster: COG3170: Tfp pilus assembly protein FimV; n=1; Rubrivivax gelatinosus PM1|Rep: COG3170: Tfp pilus assembly protein FimV - Rubrivivax gelatinosus PM1"	UniRef90_UPI00003CC7DD	CHR1V7|COORD:6978101..6985306| family II extracellular lipase, putative	AT1G20130.1	CHR04V5|COORD:17261771..17259441|protein transposon protein, putative, CACTA, En/Spm sub-class	LOC_Os04g29360.1	no description	not assigned.unknown	35_2

CUST_7436_PI404877155	2	0.071558	-0.39920425	0.028482437	-0.03281212	0.11128807	-0.028481483	Contig2165_at	glycine hydroxymethyltransferase, putative / serine hydroxymethyltransferase, putative / serine/threonine aldolase, putative [Arabidopsis th	NP_193129.1	glycine hydroxymethyltransferase, putative / serine hydroxymethyltransferase, putative / serine/threonine	At4g13930.1	protein serine hydroxymethyltransferase	Os12g22030	glycine hydroxymethyltransferase	PS.photorespiration.serine hydroxymethyltransferase	1_02_05

CUST_177824_PI403524517	2	-0.01734066	0.32688236	0.01734066	-0.12373924	-0.0715971	0.12743187	35_49461	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_8450_PI404877155	2	-0.025307655	-0.6788912	-0.08154583	0.14805984	0.025307655	0.29533386	Contig2500_at	P0509B06.6 [Oryza sativa (japonica cultivar-group)]	NP_914416.1	auxin-responsive protein / indoleacetic acid-induced protein 17 (IAA17)	At1g04250.1	protein AUX/IAA family	Os05g08570	auxin-responsive protein / indoleacetic acid-induced protein 16 (IAA16), identical to SP:O24407 Auxin-responsive protein IAA16 (Indoleacetic acid-induced protein 16) {Arabidopsis thaliana}	hormone metabolism.auxin.induced-regulated-responsive-activated	17_2_3

CUST_148775_PI403524517	2	0.11406946	-0.01037693	-0.011701107	0.15324163	0.01037693	-0.01582241	35_41621	"Cluster: Exonuclease family protein, putative, expressed; n=3; Oryza sativa|Rep: Exonuclease family protein, putative, expressed - Oryza sativa (japonica cultiv"	UniRef90_Q109P8	CHR4V7|COORD:18474752..18475729| exonuclease family protein	AT4G39810.1	CHR05V5|COORD:126326..127383|protein exonuclease, putative, expressed	LOC_Os05g01200.1	no descriptionvery weakly similar to (75.1)AT4G39810| Symbols:  | exonuclease family protein | chr4:18474752-18475729 REVERSEnot assigned not assigned	DNA.unspecified	28_99

CUST_100402_PI403524517	2	-0.044368744	0.50828934	0.07110214	-0.27875614	0.044368744	-0.28621483	35_28661	"Cluster: BTB/POZ domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: BTB/POZ domain containing protein, expressed - Oryza sat"	UniRef90_Q7XEC2	"CHR2V7|COORD:16590291..16593061| ATBPM3; protein binding"	AT2G39760.1	CHR10V5|COORD:14888861..14889970|protein speckle-type POZ protein, putative, expressed	LOC_Os10g29230.1	"no descriptionvery weakly similar to (58.9)AT2G39760| Symbols: ATBPM3 | ATBPM3; protein binding | chr2:16590291-16591893 FORWARDMATH"	protein.degradation.ubiquitin.E3.BTB/POZ Cullin3.BTB/POZ	29_5_11_4_5_2

CUST_85206_PI403524517	2	-0.11601162	0.4147625	-0.12989712	0.13378906	-0.10746002	0.107460976	35_24412	"Cluster: ATP-dependent Zn proteases-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: ATP-dependent Zn proteases-like protein - Oryza sativa (japon"	UniRef90_Q5VP08	"CHR5V7|COORD:9618593..9620476| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G54680.1); similar to stress regulated protein [Lycopersicon"	AT5G27290.1	CHR01V5|COORD:16302190..16307490|protein stress regulated protein, putative, expressed	LOC_Os01g28540.1	"no descriptionweakly similar to ( 113)AT5G27290| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G54680.1); similar to stress regulated protein [Lycopersicon esculentum] (GB:AAW65813.1) | chr5:9618790-9620476 REVERSE"	not assigned.unknown	35_2

CUST_29555_PI403524517	2	-0.0028157234	0.38191605	0.257061	0.0028157234	-0.3425007	-0.5139866	35_8536	Rep: Hypothetical protein - Plasmodium falciparum (isolate 3D7)	UniRef90_Q8II28	"CHR5V7|COORD:21700905..21705196| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G28770.1); similar to unnamed protein product; gene_id:MYN8.5"	AT5G53440.1	CHR01V5|COORD:26935324..26928752|protein expressed protein	LOC_Os01g46710.1	no descriptionvery weakly similar to (51.6)AT3G23900| Symbols:  | nucleic acid binding | chr3:8632724-8635859 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF1777 Caldesmon DMP1	not assigned.unknown	35_2

CUST_10676_PI404877155	2	-0.021536827	0.2972021	-0.006061554	0.07823372	0.0060606003	-0.016243935	Contig4378_s_at	0	BAD07999.1	SEC14 cytosolic factor, putative / phosphoglyceride transfer protein, putative	At4g39170.1	protein CRAL/TRIO domain, putative	Os02g04020	phosphatidylinositol transfer-like protein III	transport.misc	34_99

CUST_45425_PI403524517	2	0.10351658	0.17215824	0.20354557	-0.16046238	-0.20826054	-0.10351658	35_13021	"Cluster: DNA-directed RNA polymerase alpha chain; n=84; BEP clade|Rep: DNA-directed RNA polymerase alpha chain - Triticum aestivum (Wheat)"	UniRef90_P12073	CHRCV7|COORD:77901..78890| RNA polymerase alpha subunit	ATCG00740.1	CHR10V5|COORD:10552113..10549879|protein DNA-directed RNA polymerase alpha chain, putative	LOC_Os10g21330.1	no descriptionmoderately similar to ( 257)ATCG00740| Symbols: RPOA | RNA polymerase alpha subunit | chrC:77901-78890 REVERSEmoderately similar to ( 340)RPOA_HORVUDNA-directed RNA polymerase subunit alpha - Hordeum vulgare (Barley)rpoA rpoA PRK05182 RpoA RNA_pol_A_bac RPOLD	RNA.transcription	27_2

CUST_78452_PI403524517	2	0.042975426	-0.08926296	-0.042975426	0.13101673	-0.33167076	0.15898895	35_22492	"Cluster: Hypothetical protein P0450E05.22; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0450E05.22 - Oryza sativa (japonica cultivar-g"	UniRef90_Q69IM4	"CHR2V7|COORD:19276747..19279056| similar to PREDICTED: similar to CG7927-PA [Tribolium castaneum] (GB:XP_973489.1); similar to Os09g0514900 [Oryza sativa"	AT2G46900.1	CHR09V5|COORD:20053294..20057236|protein expressed protein	LOC_Os09g33970.1	no descriptionnot assigned not assigned	not assigned.unknown	35_2

CUST_157073_PI403524517	2	0.26866102	0.5796695	0.18600988	-0.2673707	-0.4914713	-0.18600988	35_43866	"Cluster: Hypothetical protein P0011G08.19; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0011G08.19 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5ZCE0	"CHR2V7|COORD:15686352..15690011| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G13560.1); similar to expressed protein [Oryza sativa (japonica"	AT2G37370.1	CHR05V5|COORD:3641565..3630681|protein expressed protein	LOC_Os05g06980.1	"no descriptionvery weakly similar to (96.3)AT2G37370| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G13560.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABF95310.1); similar to Os03g0281300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001049742.1) | chr2:15686352-15690011 FORWARD"	not assigned.unknown	35_2

CUST_179528_PI403524517	2	-0.16354465	-0.13640499	-0.084093094	0.4415598	0.7135029	0.08409214	35_49930	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_16877_PI404877155	2	-0.041148186	-1.4385033	-0.0109500885	0.15350533	0.27559566	0.010949135	HM10K10r_at	gibberellin-regulated protein GASA5 precursor - Arabidopsis thaliana gb|AAA98520.1| GASA5	S71371	gibberellin-regulated protein 5 (GASA5) / gibberellin-responsive protein 5	At3g02885.1	protein GASA5-like protein	Os06g15620	NONE	hormone metabolism.gibberelin.induced-regulated-responsive-activated	17_6_3

CUST_70126_PI403524517	2	-0.007417679	0.7363262	0.007417679	-0.30847073	-0.36001682	0.10822773	35_20073	"Cluster: Potential autophagy related protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Potential autophagy related protein-like - Oryza sativa (jap"	UniRef90_Q5Z9U9	"CHR3V7|COORD:6639885..6648242| similar to unnamed protein product; gene_id:MVI11.11 unknown protein-related [Medicago truncatula] (GB:ABE80517.1); similar to"	AT3G19190.1	CHR06V5|COORD:8889919..8902219|protein expressed protein	LOC_Os06g15700.1	" no descriptionmoderately similar to ( 238)AT3G19190| Symbols:  | similar to unnamed protein product; gene_id:MVI11.11 unknown protein-related [Medicago truncatula] (GB:ABE80517.1); similar to Os06g0267600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001057350.1); contains domain FAMILY NOT NAMED (PTHR13190); contains domain RecG, N-terminal domain (SSF69008); contains domain gb def: Arabidopsis thaliana genomic DNA, chromosome 3, P1 clone: MVI11 (PTHR13190:SF3) | chr3:6639885-6648242 FORWARDnot assigned "	not assigned.unknown	35_2

CUST_4310_PI399408534	2	0.5851135	0.26357412	-0.1362729	0.034222603	-0.034222603	-0.8876786	35_12038	"Cluster: Putative COP1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative COP1 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z7B5	CHR5V7|COORD:8005289..8006395| nucleotide binding	AT5G23730.1	CHR02V5|COORD:796280..795066|protein SPA4, putative	LOC_Os02g02380.1	no descriptionweakly similar to ( 108)AT5G23730| Symbols:  | nucleotide binding | chr5:8005289-8006395 FORWARDvery weakly similar to (53.9)COP1_PEAE3 ubiquitin-protein ligase COP1 - Pisum sativum (Garden pea)not assigned not assigned TT_ORF1 PRK12323 PRK07764 WD40 Protamine_P1	signalling.light	30_11

CUST_1709_PI399408534	2	-0.07275009	0.58000183	0.058706284	-0.05870533	-0.08260822	0.06731033	35_5273	"Cluster: Os03g0290500 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os03g0290500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DSS8	"CHR3V7|COORD:19231214..19236069| ATG5 (G5p-related protein); phosphoinositide 5-phosphatase"	AT3G51830.1	CHR03V5|COORD:10076924..10069200|protein recessive suppressor of secretory defect, putative, expressed	LOC_Os03g18080.2	"no descriptionhighly similar to ( 670)AT3G51830| Symbols: ATG5 | ATG5 (G5p-related protein); phosphoinositide 5-phosphatase | chr3:19231214-19236069 FORWARDnot assigned not assigned not assigned not assigned not assigned COG5329 Syja_N PRK07764"	signalling.phosphinositides	30_4

CUST_93964_PI403524517	2	0.3789115	0.559813	-0.016714573	0.016714096	-1.255034	-0.23801851	35_26866	"Cluster: NB-ARC domain containing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: NB-ARC domain containing protein - Oryza sativa (japonica cultivar-g"	UniRef90_Q2R4S9	0	0	CHR11V5|COORD:15290998..15286474|protein NB-ARC domain containing protein	LOC_Os11g27430.1	no description	not assigned.unknown	35_2

CUST_47919_PI403524517	2	-0.95996475	-0.6164007	0.67309475	0.08910179	0.90366554	-0.08910179	35_13705	Rep: Cytochrome P450 CYP709C1 - Triticum aestivum (Wheat)	UniRef90_Q6DV71	"CHR2V7|COORD:19296535..19298610| CYP709B2 (cytochrome P450, family 709, subfamily B, polypeptide 2); oxygen binding"	AT2G46950.1	CHR07V5|COORD:13322237..13324707|protein cytochrome P450 72A1, putative, expressed	LOC_Os07g23570.1	" no descriptionmoderately similar to ( 313)AT2G46950| Symbols: CYP709B2 | CYP709B2 (cytochrome P450, family 709, subfamily B, polypeptide 2); oxygen binding | chr2:19296535-19298610 REVERSEmoderately similar to ( 246)C72A1_CATROCytochrome P450 72A1 - Catharanthus roseus (Rosy periwinkle) (Madagascar periwinkle)not assigned not assigned not assigned not assigned not assigned p450 CypX "	misc.cytochrome P450	26_10

CUST_131501_PI403524517	2	0.53146076	-0.03930378	0.39356184	0.039303303	-1.306339	-0.47818375	35_36931	"Cluster: Putative stromal cell-derived factor 2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative stromal cell-derived factor 2 - Oryza sativa (japonic"	UniRef90_Q6Z9G2	CHR2V7|COORD:10691507..10692917| MIR domain-containing protein	AT2G25110.1	CHR08V5|COORD:21303893..21300756|protein stromal cell-derived factor 2 precursor, putative, expressed	LOC_Os08g34190.1	no descriptionvery weakly similar to (93.2)AT2G25110| Symbols: SDF2 | MIR domain-containing protein | chr2:10691507-10692917 FORWARDnot assigned	not assigned.no ontology	35_1

CUST_28551_PI403524517	2	0.038711548	0.005385399	-0.005212784	-0.075920105	-0.070075035	0.005212784	35_8250	"Cluster: Putative CENP-E-like kinetochore protein; n=1; Hordeum vulgare|Rep: Putative CENP-E-like kinetochore protein - Hordeum vulgare (Barley)"	UniRef90_Q8L5E3	CHR4V7|COORD:18193456..18200142| kinesin-related protein (MKRP2)	AT4G39050.1	CHR04V5|COORD:21424151..21421991|protein CENP-E-like kinetochore protein, putative, expressed	LOC_Os04g35510.2	no descriptionweakly similar to ( 122)AT2G21380| Symbols:  | kinesin motor protein-related | chr2:9148913-9155963 FORWARDnot assigned not assigned not assigned Smc MAD PRK02224	cell.organisation	31_1

CUST_154255_PI403524517	2	-0.09446812	0.21997452	0.11586094	-0.118320465	0.09446812	-0.23804092	35_43108	"Cluster: Hypothetical protein OSJNBb0027B08.4; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0027B08.4 - Oryza sativa (japonica cu"	UniRef90_Q851A1	"CHR5V7|COORD:9466172..9469526| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G58650.1); similar to unknown protein [Arabidopsis thaliana]"	AT5G26910.1	CHR03V5|COORD:34871284..34876328|protein expressed protein	LOC_Os03g61620.2	no description	not assigned.unknown	35_2

CUST_38197_PI403524517	2	-0.5376744	2.053998	0.9131832	0.24967957	-0.7699857	-0.24967957	35_10995	"Cluster: Hypothetical protein OSJNBa0070N04.7; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0070N04.7 - Oryza sativa (japonica cu"	UniRef90_Q8H8M2	CHR1V7|COORD:22496859..22500684| proline-rich family protein	AT1G61080.1	CHR03V5|COORD:32134032..32132261|protein expressed protein	LOC_Os03g56500.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07764	not assigned.unknown	35_2

CUST_71840_PI403524517	2	-0.010511398	0.23193932	-0.16045761	0.05303192	0.010511398	-0.04080963	35_20595	"Cluster: Putative ATPase, aminophospholipid transporter (APLT), class I, type 8A, member 1; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative ATPase, am"	UniRef90_Q5Z656	CHR1V7|COORD:20266433..20270960| haloacid dehalogenase-like hydrolase family protein	AT1G54280.1	CHR06V5|COORD:21808431..21814011|protein phospholipid-transporting ATPase 4, putative, expressed	LOC_Os06g36990.1	no descriptionhighly similar to ( 600)AT1G54280| Symbols:  | haloacid dehalogenase-like hydrolase family protein | chr1:20266433-20270960 REVERSEnot assigned not assigned MgtA	not assigned.no ontology	35_1

CUST_17270_PI404877155	2	-0.025671959	0.32304192	-0.039978027	0.025671005	-0.1667881	0.06374836	HT11D18u_x_at	hypothetical protein At2g06530 [imported] - Arabidopsis thaliana	D84478	SNF7 family protein	At2g06530.1	protein SNF7 family, putative	Os11g47710	NF-X1  T01688: required for normal development of the CNS	RNA.regulation of transcription.SNF7	27_3_71

CUST_46090_PI403524517	2	0.6174402	0.661428	0.10889435	-0.2894349	-0.10889435	-0.47028017	35_13201	"Cluster: Hypothetical protein At1g50710/F17J6_23; n=3; Arabidopsis thaliana|Rep: Hypothetical protein At1g50710/F17J6_23 - Arabidopsis thaliana (Mouse-ear cress"	UniRef90_Q8GYM3	CHR1V7|COORD:18788387..18791283| similar to hypothetical protein MtrDRAFT_AC142394g9v2 [Medicago truncatula] (GB:ABE91638.1)	AT1G50710.1	CHR02V5|COORD:1011845..1008399|protein expressed protein	LOC_Os02g02690.1	no descriptionnot assigned not assigned not assigned DUF390	not assigned.unknown	35_2

CUST_34285_PI403524517	2	0.026033401	0.11555672	-0.054738045	-0.06498909	-0.026033401	0.078977585	35_9882	"Cluster: Putative DNA polymerase III like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative DNA polymerase III like protein - Oryza sativa (jap"	UniRef90_Q6YPF5	0	0	CHR08V5|COORD:1104932..1109441|protein nucleoside-triphosphatase/ nucleotide binding protein, putative, expressed	LOC_Os08g02670.1	no description	not assigned.unknown	35_2

CUST_20865_PI403524517	2	0.0074777603	-0.21369839	-0.0074777603	0.12539005	-0.05335903	0.111699104	35_6059	"Cluster: Hypothetical protein OJ1175_B01.14-1; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1175_B01.14-1 - Oryza sativa (japonica cu"	UniRef90_Q6K8D6	"CHR4V7|COORD:12700847..12707909| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G65440.1); similar to unknown protein [Arabidopsis thaliana]"	AT4G24610.1	CHR02V5|COORD:32002145..32011201|protein expressed protein	LOC_Os02g52280.1	"no descriptionmoderately similar to ( 310)AT4G24610| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G65440.1); similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G48310.1); similar to Os02g0760200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001048187.1); similar to Os02g0198400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001046207.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD19403.1); contains domain Ribosomal protein S5 domain 2-like (SSF54211) | chr4:12700847-12707909 REVERSE"	not assigned.unknown	35_2

CUST_57640_PI403524517	2	0.47729015	-1.7605238	-0.74217033	0.5538912	0.040005684	-0.040006638	35_16431	"Cluster: Expressed protein; n=4; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10KE5	CHR5V7|COORD:25690130..25692671| dentin sialophosphoprotein-related	AT5G64170.1	CHR03V5|COORD:15446593..15452604|protein expressed protein	LOC_Os03g27019.5	no descriptionvery weakly similar to (78.2)AT5G64170| Symbols:  | dentin sialophosphoprotein-related | chr5:25690130-25693160 REVERSE	not assigned.no ontology	35_1

CUST_180868_PI403524517	2	-0.20291042	0.124753	0.36349583	0.5604205	-0.48636866	-0.124753	35_50300	0	0		0	0	0	no description	not assigned.unknown	35_2




# Notes : Entity List : Entitylist by filtering on sample data files
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ProbeName	Number Passed	CV - [BW-898_Vrs1a]	CV - [Bowman]	Bowman-Leaf primordia_2.txt:gProcessedSignal(normalized)	Bowman-Leaf primordia_3.txt:gProcessedSignal(normalized)	Bowman-Leaf primordia_4.txt:gProcessedSignal(normalized)	BW-898_Vrs1a-Leaf primordia_1.txt:gProcessedSignal(normalized)	BW-898_Vrs1a-Leaf primordia_2.txt:gProcessedSignal(normalized)	BW-898_Vrs1a-Leaf primordia_3.txt:gProcessedSignal(normalized)	Harvest assembly ID	PROT_SEQ_DESC	PROT_SEQ_ID	ATH_SEQ_DESC	ATH_SEQ_ID	RICE_SEQ_DESC	RICE_SEQ_ID	MAPMAN DESCRIPTION	FUNCAT	BINCODE

CUST_13834_PI404877155	1	108.44546	40.583176	0.019216537	0.043992996	0.029026031	-0.17921638	-0.041381836	-0.019215584	Contig7585_at	eukaryotic rpb5 RNA polymerase subunit family protein [Arabidopsis thaliana]	NP_191267.1	eukaryotic rpb5 RNA polymerase subunit family protein	At3g57080.1	protein hypothetical protein	Os12g04510	gi|8896071|gb|AAF81222.1| RPB5d	RNA.transcription	27_2

CUST_97980_PI403524517	1	26.266764	83.23554	0.19206285	0.6014395	0.12988615	-0.20254564	-0.12988663	-0.22197866	35_27974	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_78013_PI403524517	1	37.914986	58.678444	0.096253395	0.1768341	0.051542282	-0.11544132	-0.10610199	-0.051542282	35_22365	"Cluster: Hypothetical protein OJ1118_E12.14; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1118_E12.14 - Oryza sativa (japonica cultiv"	UniRef90_Q69WS4	CHR1V7|COORD:6546530..6551540| aminoacyl-tRNA synthetase family	AT1G18950.1	CHR07V5|COORD:5075921..5069371|protein aminoacyl-tRNA synthetase, putative, expressed	LOC_Os07g09580.1	no descriptionweakly similar to ( 151)AT1G18950| Symbols:  | aminoacyl-tRNA synthetase family | chr1:6546530-6551540 FORWARDMDN1 DMP1	protein.aa activation	29_1

CUST_22053_PI403524517	2	34.78135	48.0625	0.14173317	0.32378292	0.16009283	-0.1417327	-0.20579815	-0.28889465	35_6407	"Cluster: Kelch repeat-containing F-box protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Kelch repeat-containing F-box protein-like - Oryza sativa"	UniRef90_Q6K649	0	0	CHR02V5|COORD:17955834..17952627|protein SKIP4, putative, expressed	LOC_Os02g30210.2	no description	not assigned.unknown	35_2

CUST_89821_PI403524517	1	56.651825	27.742601	0.031029701	0.018758774	0.032761574	-0.07490349	-0.06296921	-0.018758774	35_25697	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_91187_PI403524517	2	29.806807	34.57442	0.29892015	0.32333422	0.15701628	-0.2613325	-0.15701675	-0.16528463	35_26073	"Cluster: Os12g0576600 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os12g0576600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IMD7	CHR1V7|COORD:4715487..4718088| calcineurin-like phosphoesterase family protein	AT1G13750.1	CHR12V5|COORD:23775312..23771605|protein nucleotide pyrophosphatase/phosphodiesterase, putative, expressed	LOC_Os12g38750.2	no descriptionmoderately similar to ( 345)AT1G13750| Symbols:  | calcineurin-like phosphoesterase family protein | chr1:4715487-4718088 REVERSEnot assigned	misc.acid and other phosphatases	26_13

CUST_176868_PI403524517	2	17.07286	18.18291	-0.12273216	-0.17110538	-0.13147402	0.1396184	0.12273216	0.17134571	35_49208	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_5822_PI403524517	1	43.283863	90.071686	0.17516327	0.37057018	0.027475357	-0.070093155	-0.027475357	-0.066827774	35_1607	"Cluster: Hypothetical protein P0001A07.7; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0001A07.7 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q5WN02	CHR3V7|COORD:3919598..3921333| tetrahydrofolate dehydrogenase/cyclohydrolase, putative	AT3G12290.1	CHR05V5|COORD:2903788..2906107|protein C-1-tetrahydrofolate synthase, cytoplasmic, putative, expressed	LOC_Os05g05830.1	 no descriptionmoderately similar to ( 206)AT3G12290| Symbols:  | tetrahydrofolate dehydrogenase/cyclohydrolase, putative | chr3:3919598-3921333 FORWARDnot assigned not assigned FolD THF_DHG_CYH_C PRK10792 Transferase PRK12323 	C1-metabolism.Methylenetetrahydrofolate dehydrogenase & Methenyltetrahydrofolate cyclohydrolase	25_5

CUST_100442_PI403524517	1	82.64023	46.824993	-0.88110495	-0.332716	-0.55383444	0.332716	1.5700693	0.5190439	35_28671	"Cluster: Os07g0515900 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os07g0515900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D631	"CHR2V7|COORD:17245097..17247281| BOP2 (BLADE ON PETIOLE2); protein binding"	AT2G41370.1	CHR07V5|COORD:19836882..19840894|protein expressed protein	LOC_Os07g33210.1	no descriptionANK	not assigned.unknown	35_2

CUST_59986_PI403524517	1	44.477585	76.527824	0.028783798	0.32772255	0.36194038	-0.07150173	-0.076420784	-0.028784752	35_17099	"Cluster: OJ000223_09.11 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OJ000223_09.11 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7X920	0	0	CHR04V5|COORD:24064182..24060490|protein F-box domain containing protein, expressed	LOC_Os04g40910.2	no description	not assigned.unknown	35_2

CUST_139237_PI403524517	2	18.693127	33.735527	0.33910513	0.27681494	0.16561747	-0.22872972	-0.16561747	-0.23804998	35_39051	"Cluster: Hypothetical protein OJ1119_H02.21; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1119_H02.21 - Oryza sativa (japonica cultiv"	UniRef90_Q6AVM2	CHR3V7|COORD:8695198..8697114| KRR1 family protein	AT3G24080.1	CHR05V5|COORD:23994677..23992386|protein zz domain protein, putative, expressed	LOC_Os05g41100.1	no descriptionnot assigned not assigned not assigned not assigned not assigned	not assigned.unknown	35_2

CUST_2132_PI404877155	1	19.24845	52.752323	-0.05052185	-0.16486263	-0.1098156	0.07167435	0.054138184	0.05052185	Contig12449_at	putative homeodomain protein [Oryza sativa (japonica cultivar-group)] gb|AAK00972.1| putative homeodomain protein [Oryza sativa (japonica cu	NP_909851.1	homeodomain-containing protein	At4g34610.1	protein putative homeodomain protein	Os03g47740	NONE	RNA.regulation of transcription.HB,Homeobox transcription factor family	27_3_22

CUST_154894_PI403524517	2	33.864876	21.725164	0.038728714	0.052205086	0.06044388	-0.038728714	-0.06973648	-0.07925129	35_43274	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_4866_PI403524517	1	94.10321	44.12221	0.20482874	0.3978939	0.5394926	-0.20482874	-0.25245523	-1.0423636	35_1343	"Cluster: Ice recrystallization inhibition protein 1 precursor; n=1; Triticum aestivum|Rep: Ice recrystallization inhibition protein 1 precursor - Triticum aesti"	UniRef90_Q56B90	CHR1V7|COORD:5901162..5903432| leucine-rich repeat family protein	AT1G17250.1	CHR07V5|COORD:423169..426822|protein phytosulfokine receptor precursor, putative, expressed	LOC_Os07g01710.1	no descriptionvery weakly similar to (85.1)AT1G17250| Symbols:  | leucine-rich repeat family protein | chr1:5901162-5903432 REVERSEvery weakly similar to (60.8)NORK_PEANodulation receptor kinase precursor - Pisum sativum (Garden pea)	stress.biotic	20_1

CUST_68271_PI403524517	1	68.39499	37.469696	-0.25502682	-0.19950008	-0.40742302	0.3333702	0.1994996	0.7660942	35_19517	"Cluster: Eukaryotic aspartyl protease family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Eukaryotic aspartyl protease family protein, e"	UniRef90_Q10M95	CHR2V7|COORD:966503..967888| aspartyl protease family protein	AT2G03200.1	CHR03V5|COORD:11446469..11448122|protein aspartic proteinase nepenthesin-1 precursor, putative, expressed	LOC_Os03g20290.1	no descriptionweakly similar to ( 110)AT2G03200| Symbols:  | aspartyl protease family protein | chr2:966503-967888 REVERSEnot assigned	protein.degradation.aspartate protease	29_5_4

CUST_111435_PI403524517	1	42.27959	60.37885	0.47359753	0.23687935	0.14071846	-0.14071846	-0.2826891	-0.14657688	35_31641	"Cluster: OmpA/MotB precursor; n=1; Rhodopseudomonas palustris HaA2|Rep: OmpA/MotB precursor - Rhodopseudomonas palustris (strain HaA2)"	UniRef90_Q2J3C8	CHR1V7|COORD:11399903..11405702| actin binding	AT1G31810.1	CHR05V5|COORD:25916504..25914753|protein spidroin 1, putative	LOC_Os05g44720.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_15253_PI399408534	1	34.32468	89.25818	-0.531209	-1.2599034	-0.13164711	0.26703072	0.19364929	0.13164711	35_27583	"Cluster: Receptor protein kinase-like protein; n=1; Arabidopsis thaliana|Rep: Receptor protein kinase-like protein - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9FII5	CHR5V7|COORD:24741767..24745068| leucine-rich repeat transmembrane protein kinase, putative	AT5G61480.1	CHR08V5|COORD:2764744..2768180|protein receptor-like protein kinase 5 precursor, putative, expressed	LOC_Os08g05290.1	 no descriptionvery weakly similar to (99.8)AT5G61480| Symbols:  | leucine-rich repeat transmembrane protein kinase, putative | chr5:24741767-24745068 REVERSEnot assigned 	signalling.receptor kinases.leucine rich repeat XI	30_2_11

CUST_10060_PI403524517	1	42.991673	124.75816	0.03183365	0.37369823	0.054291725	-0.0737381	-0.04444599	-0.03183365	35_2841	"Cluster: Putative TATA box-binding protein associated factor 10; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative TATA box-binding protein associated f"	UniRef90_Q69MK0	CHR4|COORD:15353958..15356352| transcription initiation factor IID (TFIID) 23-30kDa subunit (TAF2H) family protein, contains Pfam profile: PF03540 transcription	AT4G31720.1	CHR09V5|COORD:15783884..15780079|protein transcription initiation factor TFIID subunit 10, putative, expressed	LOC_Os09g26180.1	" no descriptionweakly similar to ( 196)AT4G31720| Symbols: STG1, TAFII15 | TAFII15 (SALT TOLERANCE DURING GERMINATION 1); transcription factor | chr4:15354229-15355710 REVERSEnot assigned COG5162 TFIID_30kDa "	RNA.transcription	27_2

CUST_41026_PI403524517	2	21.192343	1.4922973	-1.5456471	-1.5679748	-1.5218656	2.3472755	1.5218656	2.053672	35_11794	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_182309_PI403524517	1	45.29319	70.44834	0.096102715	0.4362917	0.20660973	-0.13814163	-0.23404217	-0.096102715	35_50682	Rep: FCA protein - Triticum aestivum (Wheat)	UniRef90_Q6XJQ7	"CHR4V7|COORD:9207180..9214428| FCA (FCA); RNA binding"	AT4G16280.2	CHR09V5|COORD:1789446..1798611|protein flowering time control protein FCA, putative, expressed	LOC_Os09g03610.4	"no descriptionvery weakly similar to (55.8)AT4G16280| Symbols: FCA | FCA (FCA); RNA binding | chr4:9207180-9210648 REVERSEnot assigned"	development.unspecified	33_99

CUST_162902_PI403524517	1	30.131643	109.749	0.05922413	0.40715122	0.07252884	-0.10072422	-0.11027622	-0.05922413	35_45434	"Cluster: Not1 N-terminal domain, CCR4-Not complex component family protein, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Not1 N-terminal domain,"	UniRef90_Q10FX7	CHR5V7|COORD:6021612..6027033| transcription regulator NOT2/NOT3/NOT5 family protein	AT5G18230.1	CHR03V5|COORD:25288499..25299206|protein CCR4-NOT transcription complex subunit 3, putative, expressed	LOC_Os03g44900.2	no description	not assigned.unknown	35_2

CUST_132483_PI403524517	1	44.28402	103.32759	0.053369522	0.64270115	0.19641304	-0.053370476	-0.06768417	-0.121216774	35_37206	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_31134_PI403524517	1	56.068153	26.425123	0.16345692	0.20584822	0.11970425	-0.4105134	-0.4670949	-0.11970472	35_8984	Rep: Os03g0737800 protein - Oryza sativa (japonica cultivar-group)	UniRef90_Q0DNR9	"CHR4V7|COORD:892262..897175| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G21170.1); similar to unknown protein [Oryza sativa (japonica cultivar-g"	AT4G02030.1	CHR03V5|COORD:30199414..30209227|protein expressed protein	LOC_Os03g52770.1	"no descriptionweakly similar to ( 162)AT4G02030| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G21170.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAR07074.1); similar to Os03g0737800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001051205.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAP03421.1); contains domain FAMILY NOT NAMED (PTHR15954); contains domain SUBFAMILY NOT NAMED (PTHR15954:SF2) | chr4:892262-897175 FORWARDnot assigned not assigned not assigned not assigned not assigned Vps51"	not assigned.unknown	35_2

CUST_88165_PI403524517	2	27.782583	47.2202	0.14501429	0.3192377	0.15586424	-0.14501476	-0.2559266	-0.23463964	35_25242	0	0	0	0	CHR04V5|COORD:3614057..3608911|protein retrotransposon protein, putative, unclassified	LOC_Os04g06870.1	no description	not assigned.unknown	35_2

CUST_54574_PI403524517	1	85.22869	25.573954	0.2008233	0.118504524	0.16470623	-0.45606565	-1.0102644	-0.11850405	35_15533	"Cluster: Os03g0176800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os03g0176800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DUN3	CHR5V7|COORD:22944760..22946864| MIOX5 (MYO-INOSITOL OXYGENASE 5)	AT5G56640.1	CHR03V5|COORD:4056840..4052686|protein expressed protein	LOC_Os03g07970.1	no descriptionweakly similar to ( 122)AT5G56640| Symbols: MIOX5 | MIOX5 (MYO-INOSITOL OXYGENASE 5) | chr5:22944760-22946864 REVERSEweakly similar to ( 123)MIOX_ORYSADUF706 DUF1618	minor CHO metabolism.myo-inositol.myo inositol oxygenases	3_4_4

CUST_63350_PI403524517	1	4.590605	84.6544	0.21134281	0.05816555	0.051228523	-0.051228523	-0.05362034	-0.056155205	35_18089	"Cluster: Hypothetical protein At4g00350; n=1; Arabidopsis thaliana|Rep: Hypothetical protein At4g00350 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q8VY98	"CHR4|COORD:154721..156376| similar to expressed protein [Arabidopsis thaliana] (TAIR:At2g45980.1); similar to OSJNBa0019G23.5 [Oryza sativa (japonica cultivar-g"	AT4G00355.4	0	0	no description	not assigned.unknown	35_2

CUST_29370_PI403524517	1	47.695156	54.46029	0.33469582	0.59161186	0.1911993	-0.52148914	-0.33034325	-0.19120026	35_8487	"Cluster: Hypothetical protein OJ1131_E05.126; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1131_E05.126 - Oryza sativa (japonica cult"	UniRef90_Q8H5H1	CHR5V7|COORD:20148674..20149753| F-box family protein	AT5G49610.1	CHR07V5|COORD:21001135..21003053|protein F-box domain containing protein, expressed	LOC_Os07g35060.2	no descriptionvery weakly similar to (68.6)AT5G49610| Symbols:  | F-box family protein | chr5:20148674-20149753 REVERSE	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_107470_PI403524517	2	24.347631	43.269424	-0.13116741	-0.06062126	-0.071517944	0.09975147	0.08073807	0.060620308	35_30582	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_43094_PI403524517	1	88.404076	44.872658	0.44906902	0.1653161	0.3457427	-0.1653161	-0.32222986	-0.9807906	35_12375	"Cluster: Hypothetical protein P0017G10.33; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0017G10.33 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5Z7N2	CHR5V7|COORD:6387912..6389857| heavy-metal-associated domain-containing protein	AT5G19090.1	CHR06V5|COORD:31007001..31010738|protein expressed protein	LOC_Os06g51240.2	no description	not assigned.unknown	35_2

CUST_30373_PI403524517	2	43.75133	38.804398	0.50270367	0.2620039	0.27726936	-0.32356024	-0.5831423	-0.2620039	35_8768	"Cluster: Putative far-red impaired response protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative far-red impaired response"	UniRef90_Q6K4T2	0	0	CHR02V5|COORD:10692548..10696750|protein transposon protein, putative, unclassified, expressed	LOC_Os02g18370.1	no description	not assigned.unknown	35_2

CUST_18351_PI404877155	2	38.942112	34.122948	0.092609406	0.106235504	0.05152893	-0.09930515	-0.051529884	-0.054790497	HVSMEg0011O06r2_s_at	putative Pollen specific protein C13 precursor [Oryza sativa (japonica cultivar-group)] gb|AAP53386.1| putative Pollen specific protein C13	NP_921099.1	pollen Ole e 1 allergen and extensin family protein	At4g08685.1	protein Pollen proteins Ole e I family, putative	Os10g22590	Putative Pollen specific protein C13 precursor	stress.abiotic.unspecified	20_2_99

CUST_20192_PI403524517	1	77.02963	24.465622	0.29966068	0.38333464	0.23411655	-0.24450922	-0.81420326	-0.23411655	35_5852	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10CF1	CHR1V7|COORD:5880495..5884650| zinc ion binding	AT1G17210.1	CHR03V5|COORD:32537963..32530630|protein expressed protein	LOC_Os03g57160.1	no descriptionvery weakly similar to (70.1)AT1G17210| Symbols:  | zinc ion binding | chr1:5880495-5884650 REVERSEnot assigned zf-C3HC	not assigned.unknown	35_2

CUST_8266_PI399408534	1	17.556261	61.70767	0.15567017	0.45538902	0.18832874	-0.22207546	-0.15567112	-0.18966293	35_2393	Rep: H1005F08.11 protein - Oryza sativa (Rice)	UniRef90_Q01MN3	CHR5V7|COORD:2090938..2092788| KH domain-containing protein / zinc finger (CCCH type) family protein	AT5G06770.1	CHR04V5|COORD:33763890..33767186|protein zinc finger C-x8-C-x5-C-x3-H type family protein, expressed	LOC_Os04g57010.1	no descriptionvery weakly similar to (55.8)AT3G12130| Symbols:  | KH domain-containing protein / zinc finger (CCCH type) family protein | chr3:3864492-3866412 REVERSEnot assigned	RNA.regulation of transcription.C3H zinc finger family	27_3_12

CUST_66482_PI403524517	1	48.709446	74.73783	0.23911762	0.6305876	0.15261364	-0.34035397	-0.45926952	-0.15261364	35_18985	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_14900_PI404877155	1	29.33412	124.01843	0.0582695	0.54807854	0.06980896	-0.10502243	-0.10055256	-0.058270454	Contig8732_at	putative 15.9 kDa subunit of RNA polymerase II [Oryza sativa (japonica cultivar-group)] dbj|BAD07723.1| putative 15.9 kDa subunit of RNA pol	XP_463881.1	RNA polymerase II 15.9 kDa subunit (RPB15.9)	At5g09920.1	protein RNA polymerase Rpb4	Os02g02510	NONE	RNA.transcription	27_2

CUST_102406_PI403524517	1	20.269226	77.49735	0.21244526	0.81456614	0.26449108	-0.31837177	-0.25664902	-0.21244478	35_29215	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_15098_PI403524517	2	27.326677	27.750347	0.048891068	0.029575348	0.051682472	-0.051282883	-0.029575348	-0.048286438	35_4352	"Cluster: Os07g0562900 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os07g0562900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D5G6	CHR4V7|COORD:13701346..13702959| similar to hypothetical protein MtrDRAFT_AC126013g5v1 [Medicago truncatula] (GB:ABE84236.1)	AT4G27380.1	CHR07V5|COORD:22504856..22507507|protein expressed protein	LOC_Os07g37570.1	no descriptionvery weakly similar to (51.6)AT4G27380| Symbols:  | similar to hypothetical protein MtrDRAFT_AC126013g5v1 [Medicago truncatula] (GB:ABE84236.1) | chr4:13701346-13702959 FORWARD	not assigned.unknown	35_2

CUST_23125_PI403524517	1	80.148125	35.090813	0.2226243	0.13782215	0.2895236	-0.13782215	-0.53351164	-0.1604271	35_6723	"Cluster: ABC transporter-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: ABC transporter-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5Z8Y3	CHR5V7|COORD:8516905..8522619| ABC1 family protein	AT5G24810.1	CHR06V5|COORD:29522985..29515245|protein retrotransposon protein, putative, SINE subclass, expressed	LOC_Os06g48770.1	no descriptionmoderately similar to ( 496)AT5G24810| Symbols:  | ABC1 family protein | chr5:8516905-8522619 REVERSEnot assigned Beta-lactamase AmpC ampC	not assigned.no ontology.ABC1 family protein	35_1_1

CUST_850_PI403524517	1	49.900063	115.556786	0.06844044	0.37831783	0.040229797	-0.102786064	-0.040229797	-0.054293633	35_222	Rep: B0616E02-H0507E05.10 protein - Oryza sativa (Rice)	UniRef90_Q01HW2	CHR1V7|COORD:4274647..4275829| oxidoreductase family protein	AT1G12550.1	CHR04V5|COORD:435380..433847|protein glyoxylate reductase, putative	LOC_Os04g01650.1	 no descriptionweakly similar to ( 129)AT1G12550| Symbols:  | oxidoreductase family protein | chr1:4274647-4275829 FORWARDvery weakly similar to (52.4)FDH_SOLTUFormate dehydrogenase, mitochondrial precursor - Solanum tuberosum (Potato)not assigned not assigned not assigned LdhA 2-Hacid_dh 2-Hacid_dh_C SerA PRK08410 PRK06487 PRK06932 PRK07574 PRK06436 PRK11790 PRK08605 PRK00257 	amino acid metabolism.degradation.serine-glycine-cysteine group.glycine	13_2_5_2

CUST_174950_PI403524517	1	36.41982	95.28237	-1.6310196	-0.6808152	-0.108912945	0.18780994	0.23752975	0.10891247	35_48700	"Cluster: Expressed protein; n=4; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q75HA6	"CHR4V7|COORD:10696276..10698253| NPR4 (NPR1-LIKE PROTEIN 4); protein binding"	AT4G19660.1	CHR03V5|COORD:26221412..26213876|protein regulatory protein NPR1, putative, expressed	LOC_Os03g46440.1	no description	not assigned.unknown	35_2

CUST_60998_PI403524517	1	44.436363	128.83841	0.060627937	0.67100334	0.077700615	-0.16276264	-0.12561607	-0.06062889	35_17398	"Cluster: Delta-aminolevulinic acid dehydratase, chloroplast precursor; n=1; Hordeum vulgare|Rep: Delta-aminolevulinic acid dehydratase, chloroplast precursor -"	UniRef90_Q42836	"CHR1V7|COORD:26235860..26238376| HEMB1; porphobilinogen synthase"	AT1G69740.1	CHR06V5|COORD:29760837..29756047|protein delta-aminolevulinic acid dehydratase, chloroplast precursor, putative, expressed	LOC_Os06g49110.3	 no descriptionweakly similar to ( 133)AT1G69740| Symbols: HEMB1 | HEMB1 | chr1:26235860-26238376 FORWARDweakly similar to ( 146)HEM2_HORVUDelta-aminolevulinic acid dehydratase, chloroplast precursor - Hordeum vulgare (Barley)not assigned PRK09283 ALAD HemB 	tetrapyrrole synthesis.ALA dehydratase	19_4

CUST_21196_PI403524517	1	40.320133	99.94617	0.23027802	0.98403645	0.158432	-0.37801027	-0.28285313	-0.158432	35_6149	"Cluster: Hypothetical protein P0011G08.3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0011G08.3 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q5ZCE3	"CHR5V7|COORD:47641..49377| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G01150.1); similar to Os04g0594500 [Oryza sativa (japonica cultivar-group)"	AT5G01130.1	CHR01V5|COORD:2922737..2925567|protein expressed protein	LOC_Os01g06140.1	"no descriptionvery weakly similar to (57.8)AT5G01130| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G01150.1); similar to Os04g0594500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001053728.1); similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:BAB44062.1); similar to OSIGBa0142I02-OSIGBa0101B20.29 [Oryza sativa (indica cultivar-group)] (GB:CAH67986.1); contains InterPro domain Protein of unknown function DUF674; (InterPro:IPR007750) | chr5:47641-49377 FORWARDDUF674"	not assigned.unknown	35_2

CUST_32471_PI399408534	1	71.40075	38.98293	0.15217686	0.18346977	0.07861233	-0.3364401	-0.5234909	-0.07861233	35_4970	"Cluster: Os03g0639200 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os03g0639200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DQ40	CHR3V7|COORD:1540568..1546145| DNA binding / transcription factor	AT3G05380.2	CHR03V5|COORD:24471620..24488798|protein always early protein 3, putative, expressed	LOC_Os03g43800.2	no descriptionmoderately similar to ( 228)AT3G05380| Symbols:  | DNA binding / transcription factor | chr3:1540568-1546145 FORWARDnot assigned	RNA.regulation of transcription.MYB domain transcription factor family	27_3_25

CUST_5228_PI403524517	1	17.664293	100.16531	0.09872818	0.44775867	0.0768404	-0.07803154	-0.103796005	-0.0768404	35_1442	"Cluster: Putative NADPH-dependent retinol dehydrogenase/reductase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative NADPH-dependent retinol dehydrogena"	UniRef90_Q6K447	CHR4V7|COORD:2816459..2818071| short-chain dehydrogenase/reductase (SDR) family protein	AT4G05530.1	CHR09V5|COORD:2516277..2511441|protein dehydrogenase/reductase SDR family member 2, putative, expressed	LOC_Os09g04730.1	no descriptionweakly similar to ( 106)AT4G05530| Symbols:  | short-chain dehydrogenase/reductase (SDR) family protein | chr4:2816459-2818071 FORWARDnot assigned not assigned not assigned PRK12429 PRK08213 fabG fabG fabG PRK12829 PRK12826 PRK06346 PRK05876 PRK07097 PRK06194 PRK07814 PRK07326 fabG FabG PRK07063 PRK07478 PRK07576 PRK08936 PRK06181 PRK07831 fabG PRK07201 PRK07774 PRK12939 PRK07109 PRK08324 PRK07035 PRK06198 benD fabG PRK07062 PRK07479 PRK06138 PRK06124 PRK06057 PRK07890 PRK05866 adh_short fabG PRK12827 PRK06841 PRK06172 PRK06113 fabG PRK12937 PRK12828 PRK06139 fabG fabG PRK08265 PRK08277 PRK08278 PRK07523	misc.nitrilases, *nitrile lyases, berberine bridge enzymes, reticuline oxidases, troponine reductases	26_8

CUST_47252_PI403524517	1	26.957262	80.41154	0.14288187	0.37678194	0.07336855	-0.07336855	-0.11202097	-0.12821674	35_13527	"Cluster: Hypothetical protein OJ1171_H02.5; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1171_H02.5 - Oryza sativa (japonica cultivar"	UniRef90_Q6AVD8	CHR3V7|COORD:4857947..4861111| disease resistance protein (NBS-LRR class), putative	AT3G14470.1	CHR05V5|COORD:9134281..9130647|protein blight resistance protein T118, putative	LOC_Os05g16200.1	 no descriptionvery weakly similar to (63.5)AT3G14470| Symbols:  | disease resistance protein (NBS-LRR class), putative | chr3:4857947-4861111 FORWARD	stress.biotic	20_1

CUST_51272_PI403524517	1	45.585564	60.16019	0.03745079	0.094768524	0.035572052	-0.078855515	-0.09907532	-0.035572052	35_14616	"Cluster: Hypothetical protein P0623A10.17-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0623A10.17-1 - Oryza sativa (japonica cultiv"	UniRef90_Q653G8	"CHR1V7|COORD:5250828..5252015| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G16040.1); similar to conserved hypothetical protein [Medicago"	AT1G15270.1	CHR06V5|COORD:28640637..28638375|protein expressed protein	LOC_Os06g47230.1	no descriptionnot assigned TMA7	not assigned.unknown	35_2

CUST_157128_PI403524517	1	65.43796	20.619123	0.17711973	0.11724615	0.16428661	-0.33174515	-0.55537033	-0.11724615	35_43882	"Cluster: F-actin capping protein, alpha subunit; n=1; Medicago truncatula|Rep: F-actin capping protein, alpha subunit - Medicago truncatula (Barrel medic)"	UniRef90_Q1SFZ8	CHR3V7|COORD:1598617..1601140| F-actin capping protein alpha subunit family protein	AT3G05520.1	CHR07V5|COORD:13076830..13072744|protein F-actin capping protein alpha subunit, putative, expressed	LOC_Os07g23200.1	no descriptionvery weakly similar to (70.5)AT3G05520| Symbols:  | F-actin capping protein alpha subunit family protein | chr3:1598617-1601140 FORWARDnot assigned	cell.organisation	31_1

CUST_12478_PI403524517	1	28.154106	55.28109	0.15933895	0.1935234	0.05098343	-0.08592701	-0.050982475	-0.05870056	35_3560	Rep: Putative ankyrin protein - Oryza sativa (Rice)	UniRef90_Q9FRM5	CHR4V7|COORD:10471589..10472688| ankyrin repeat family protein	AT4G19150.1	CHR10V5|COORD:22856722..22859861|protein ankyrin-1, putative, expressed	LOC_Os10g43040.1	no descriptionweakly similar to ( 187)AT4G19150| Symbols:  | ankyrin repeat family protein | chr4:10471589-10472688 REVERSEvery weakly similar to (54.3)AKT1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned ANK Arp	cell.organisation	31_1

CUST_18333_PI403524517	1	45.94403	74.33969	-0.23545647	-0.78319883	-0.24573421	0.38672924	0.61075497	0.23545647	35_5300	"Cluster: Trehalose-6-phosphate phosphatase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Trehalose-6-phosphate phosphatase - Oryza sativa (japonica cultivar"	UniRef90_Q75WV3	"CHR5V7|COORD:20919492..20921518| ATTPPA (Arabidopsis thaliana trehalose-6-phosphate phosphatase); trehalose-phosphatase"	AT5G51460.2	CHR02V5|COORD:26765764..26761734|protein expressed protein	LOC_Os02g44230.3	 no descriptionmoderately similar to ( 387)AT4G12430| Symbols:  | trehalose-6-phosphate phosphatase, putative | chr4:7365477-7367343 REVERSEnot assigned Trehalose_PPase OtsB PRK10187 Cof 	minor CHO metabolism.trehalose.TPP	3_2_2

CUST_167332_PI403524517	1	94.37223	18.491241	-0.02970314	-0.042842865	-0.04019451	0.22372055	0.071297646	0.029702187	35_46607	Rep: Extensin - Volvox carteri	UniRef90_Q41645	CHR3V7|COORD:7803611..7808053| Encodes a Protease inhibitor/seed storage/LTP family protein	AT3G22142.1	CHR06V5|COORD:28388576..28387298|protein early nodulin 20 precursor, putative, expressed	LOC_Os06g46740.1	no description	not assigned.unknown	35_2

CUST_738_PI403524517	1	38.357143	129.74005	0.048077583	0.036694527	0.42143345	-0.045220375	-0.036694527	-0.07488823	35_194	"Cluster: Carbonic anhydrase, chloroplast precursor; n=1; Hordeum vulgare|Rep: Carbonic anhydrase, chloroplast precursor - Hordeum vulgare (Barley)"	UniRef90_P40880	"CHR3V7|COORD:194860..197880| CA1 (CARBONIC ANHYDRASE 1); carbonate dehydratase/ zinc ion binding"	AT3G01500.2	CHR01V5|COORD:26019565..26031938|protein carbonic anhydrase, chloroplast precursor, putative, expressed	LOC_Os01g45274.3	 no descriptionmoderately similar to ( 251)AT5G14740| Symbols: CA18, BETA CA2, CA2 | CA2 (BETA CARBONIC ANHYDRASE 2) | chr5:4758260-4762318 FORWARDmoderately similar to ( 415)CAHC_HORVUCarbonic anhydrase, chloroplast precursor - Hordeum vulgare (Barley)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned beta_CA_cladeB Pro_CA CynT beta_CA beta_CA_cladeA beta_CA_cladeC PRK10437 DUF566 beta_CA_cladeD PRK12323 APC_basic Tymo_45kd_70kd PRK07003 	TCA / org. transformation.carbonic anhydrases	8_3

CUST_4126_PI399408534	2	44.773674	45.638607	0.036569595	0.08473301	0.046212196	-0.060907364	-0.09333372	-0.036570072	35_12053	"Cluster: Uknown protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Uknown protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5WMW4	"CHR1V7|COORD:937919..941067| CHR9/SNF2/SWI2 (chromatin remodeling 9); helicase"	AT1G03750.1	CHR05V5|COORD:8952610..8945423|protein ATP binding protein, putative, expressed	LOC_Os05g15890.2	" no descriptionhighly similar to ( 518)AT1G03750| Symbols: SWI2, SNF2, CHR9 | CHR9/SNF2/SWI2 (chromatin remodeling 9); helicase | chr1:937919-941067 FORWARDvery weakly similar to (94.7)ISW2_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned HepA SNF2_N HELICc HELICc Helicase_C "	RNA.regulation of transcription.Chromatin Remodeling Factors	27_3_44

CUST_66631_PI403524517	1	51.23298	24.392649	0.088030815	0.10993576	0.06687069	-0.17227936	-0.066869736	-0.22022057	35_19026	Rep: OSIGBa0159I10.11 protein - Oryza sativa (Rice)	UniRef90_Q01IH4	CHR3V7|COORD:22409739..22410728| DNA binding	AT3G60590.2	CHR04V5|COORD:26500426..26497339|protein expressed protein	LOC_Os04g45200.2	no descriptionmoderately similar to ( 293)AT3G60590| Symbols:  | DNA binding | chr3:22409739-22410728 FORWARD	not assigned.unknown	35_2

CUST_7381_PI399408534	2	6.4062386	17.814205	1.4792576	2.1246948	1.8587332	-1.5606852	-1.6796546	-1.4792576	35_27843	"Cluster: Protein kinase domain containing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Protein kinase domain containing protein - Oryza sativa (jap"	UniRef90_Q2QQC1	CHR3V7|COORD:20764882..20767326| protein kinase family protein	AT3G55950.1	CHR12V5|COORD:18956069..18958083|protein protein kinase domain containing protein	LOC_Os12g31560.1	no descriptionweakly similar to ( 128)AT3G55950| Symbols:  | protein kinase family protein | chr3:20764882-20767326 REVERSEvery weakly similar to (97.8)CRI4_MAIZEPutative receptor protein kinase CRINKLY4 precursor - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase PTKc Pkinase_Tyr TyrKc PTKc_Ror SPS1 PTKc_Jak_rpt2 PTKc_Trk PTKc_Csk_like PTKc_Itk PTKc_Srm_Brk PTKc_Tec_like PTKc_Tec_Rlk PTKc_DDR PTKc_EphR_B PTKc_EphR PTKc_Src_like PTKc_Fes_like PTKc_EphR_A2 PTKc_TrkC PTKc_EphR_A PTKc_TrkB PTKc_FGFR PTKc_DDR1	signalling.receptor kinases.DUF 26	30_2_17

CUST_16819_PI403524517	1	45.190216	74.81094	0.43737984	0.19541359	0.086833	-0.086833	-0.2277813	-0.15346718	35_4855	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_96450_PI403524517	1	91.330414	25.41315	0.062253952	0.092847824	0.06031704	-0.09819317	-0.340137	-0.060317993	35_27548	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_14734_PI403524517	1	28.718842	156.88553	-0.023954391	-0.91568565	-0.03747368	0.040581703	0.027309418	0.023955345	35_4240	"Cluster: DNA replication licensing factor MCM3 homolog; n=7; Poaceae|Rep: DNA replication licensing factor MCM3 homolog - Zea mays (Maize)"	UniRef90_Q43704	CHR5V7|COORD:18787129..18790833| DNA replication licensing factor, putative	AT5G46280.1	CHR05V5|COORD:23336387..23341390|protein DNA replication licensing factor MCM3, putative, expressed	LOC_Os05g39850.1	 no descriptionweakly similar to ( 120)AT5G46280| Symbols:  | DNA replication licensing factor, putative | chr5:18787129-18790833 REVERSEmoderately similar to ( 218)MCM3_MAIZEnot assigned 	DNA.synthesis/chromatin structure	28_1

CUST_113920_PI403524517	1	74.928215	38.48159	0.06775761	0.059921265	0.029568672	-0.31663418	-0.27406693	-0.029567719	35_32332	"Cluster: Putative adaptor-related protein complex AP-3, beta 2 subunit; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative adaptor-related protein"	UniRef90_Q5JM89		0	CHR01V5|COORD:43297188..43303751|protein AP3-complex beta-3A adaptin subunit, putative, expressed	LOC_Os01g74180.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_1795_PI404877155	1	40.4583	63.31613	-0.28799534	-1.4629688	-1.0989718	0.6028824	0.6967664	0.28799534	Contig12019_at	alpha, alpha-trehalose-phosphate synthase, UDP-forming, putative / trehalose-6-phosphate synthase, putative / UDP-glucose-glucosephosphate g	NP_177979.1	alpha, alpha-trehalose-phosphate synthase, UDP-forming, putative / trehalose-6-phosphate synthase, putative /	At1g78580.1	protein Similar to trehalose-6-phosphate synthase [imported] - Arabidopsis thaliana	Os05g44210	"TPS1;TREHALOSE-6-PHOSPHATE SYNTHASE;alpha, alpha-trehalose-phosphate synthase, UDP-forming, putative / trehalose-6-phosphate synthase, putative / UDP-glucose-glucosephosphate glucosyltransferase, putative, similar to trehalose-6-phosphate synthase SL-TPS/"	minor CHO metabolism.trehalose.TPS	3_2_1

CUST_21870_PI403524517	1	54.169212	41.674377	0.037617683	0.06644535	0.09208107	-0.11762619	-0.03761673	-0.068305016	35_6351	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_152111_PI403524517	1	68.83964	12.83346	0.105072975	0.12935734	0.13470078	-0.34011936	-0.57179785	-0.10507345	35_42522	"Cluster: Zinc finger (CCCH-type) protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Zinc finger (CCCH-type) protein-like - Oryza sativa (japonica cu"	UniRef90_Q67WF0		0	CHR06V5|COORD:25917415..25925337|protein zinc finger C-x8-C-x5-C-x3-H type family protein, expressed	LOC_Os06g43120.2	no description	not assigned.unknown	35_2

CUST_91659_PI403524517	1	13.232619	116.803375	0.070222855	0.60232925	0.09724426	-0.07340431	-0.0894022	-0.070222855	35_26206	"Cluster: Peroxisomal biogenesis factor 3-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Peroxisomal biogenesis factor 3-like - Oryza sativa (japonica cu"	UniRef90_Q69M23	CHR3V7|COORD:6220924..6222929| peroxin-3 family protein	AT3G18160.1	CHR09V5|COORD:8584969..8588948|protein lysine and histidine specific transporter, putative, expressed	LOC_Os09g14510.1	no descriptionmoderately similar to ( 225)AT3G18160| Symbols:  | peroxin-3 family protein | chr3:6220924-6222929 FORWARDnot assigned Peroxin-3	not assigned.no ontology	35_1

CUST_174116_PI403524517	1	87.39377	37.25145	0.22831917	0.15635395	0.106928825	-0.10692787	-0.6331787	-0.21437645	35_48479	"Rep: HvPIP2;1 protein - Hordeum vulgare (Barley)"	UniRef90_O48517	"CHR3V7|COORD:19814884..19816432| PIP2A (plasma membrane intrinsic protein 2;1); water channel"	AT3G53420.1	CHR07V5|COORD:15404748..15408107|protein aquaporin PIP2.1, putative, expressed	LOC_Os07g26690.1	" no descriptionweakly similar to ( 175)AT3G53420| Symbols: PIP2, PIP2;1, PIP2A | PIP2A (plasma membrane intrinsic protein 2;1) | chr3:19814884-19816432 REVERSEmoderately similar to ( 202)PIP22_ORYSAnot assigned not assigned MIP MIP GlpF "	transport.Major Intrinsic Proteins.PIP	34_19_1

CUST_156278_PI403524517	1	38.859493	100.08777	-0.14224052	-0.9371481	-0.22820473	0.24655914	0.32723808	0.14224148	35_43648	"Cluster: Os07g0612400 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os07g0612400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D4Q8	CHR5V7|COORD:7254070..7255869| hydrolase, alpha/beta fold family protein	AT5G21950.1	CHR07V5|COORD:25214925..25212847|protein catalytic/ hydrolase, putative, expressed	LOC_Os07g42140.1	 no descriptionvery weakly similar to (50.8)AT5G21950| Symbols:  | hydrolase, alpha/beta fold family protein | chr5:7254070-7255869 REVERSE	not assigned.no ontology	35_1

CUST_18434_PI404877155	1	72.1118	25.629265	0.105062485	0.17848682	0.14878082	-0.17152405	-0.42441463	-0.105062485	HVSMEi0002I05r2_at	ADP-glucose pyrophosphorylase [Cicer arietinum]	AAK27718.1	glucose-1-phosphate adenylyltransferase large subunit 1 (APL1) / ADP-glucose pyrophosphorylase (ADG2)	At5g19220.1	protein putative ADP-glucose pyrophosphorylase	Os03g52460	NONE	major CHO metabolism.synthesis.starch.AGPase	2_1_2_01

CUST_103321_PI403524517	1	21.275137	62.79436	0.26503754	0.43220997	0.09891415	-0.15170479	-0.12236118	-0.09891319	35_29464	Rep: Hypothetical protein - Trichomonas vaginalis G3	UniRef90_A2FBC2	CHR1V7|COORD:16816094..16817173| DNA binding / ligand-dependent nuclear receptor	AT1G44191.1	CHR04V5|COORD:3086490..3084276|protein transposon protein, putative, CACTA, En/Spm sub-class	LOC_Os04g05980.1	no description	not assigned.unknown	35_2

CUST_95854_PI403524517	1	49.056324	74.84954	0.13999653	0.9167681	0.501174	-0.19487762	-0.3577671	-0.13999653	35_27388	Rep: LigA - Anaeromyxobacter dehalogenans (strain 2CP-C)	UniRef90_Q2IMJ3	CHR3V7|COORD:8063070..8064482| leucine-rich repeat family protein / extensin family protein	AT3G22800.1	CHR02V5|COORD:34359665..34356432|protein PAP-specific phosphatase, putative, expressed	LOC_Os02g56170.1	no description	not assigned.unknown	35_2

CUST_93649_PI403524517	2	20.763447	5.2672997	0.31404114	0.34091806	0.30962753	-0.309628	-0.32348824	-0.44527483	35_26777	"Cluster: Caffeoyl-CoA O-methyltransferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Caffeoyl-CoA O-methyltransferase - Oryza sativa (japonica"	UniRef90_Q6DUC9	CHR4V7|COORD:13284188..13285155| caffeoyl-CoA 3-O-methyltransferase, putative	AT4G26220.1	CHR08V5|COORD:24466102..24465063|protein caffeoyl-CoA O-methyltransferase 2, putative, expressed	LOC_Os08g38920.1	 no descriptionweakly similar to ( 192)AT4G26220| Symbols:  | caffeoyl-CoA 3-O-methyltransferase, putative | chr4:13284188-13285155 FORWARDweakly similar to ( 185)CAMT_PETCRCaffeoyl-CoA O-methyltransferase - Petroselinum crispum (Parsley) (Petroselinum hortense)not assigned not assigned not assigned not assigned not assigned not assigned Methyltransf_3 COG4122 PRK12678 	secondary metabolism.phenylpropanoids.lignin biosynthesis.CCoAOMT	16_2_1_6

CUST_83636_PI403524517	1	47.938293	62.638004	0.26558018	0.06575537	0.14931822	-0.170259	-0.06575489	-0.09849501	35_23978	"Cluster: Os09g0498600 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0498600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J0N9	CHR1V7|COORD:19129280..19131770| KH domain-containing protein	AT1G51580.1	CHR09V5|COORD:19279445..19285663|protein nucleic acid binding protein, putative, expressed	LOC_Os09g32300.1	no descriptionweakly similar to ( 166)AT1G51580| Symbols:  | KH domain-containing protein | chr1:19129280-19131770 FORWARDnot assigned not assigned not assigned PCBP_like_KH KH-I KH_1 KH	not assigned.no ontology	35_1

CUST_6338_PI404877155	2	31.82868	39.318104	-0.783844	-0.35881042	-0.82390785	0.69045067	0.51461935	0.35881042	Contig18945_at	putative pollen-related protein [Oryza sativa (japonica cultivar-group)] gb|AAP54887.1| putative pollen-related protein [Oryza sativa (japon	NP_922600.1	pollen Ole e 1 allergen and extensin family protein	At3g09925.1	protein putative pollen-related protein	Os10g39890	NONE	stress.abiotic.unspecified	20_2_99

CUST_10583_PI404877155	1	62.548935	38.536304	-0.08012724	-0.12836885	-0.17988873	0.22234344	0.08012724	0.08490133	Contig4278_at	putative pyrophosphate-dependent phosphofructokinase alpha subunit [Oryza sativa (japonica cultivar-group)]	BAC75438.1	pyrophosphate--fructose- 6-phosphate 1-phosphotransferase alpha subunit, putative / pyrophosphate-dependent 6-	At1g76550.1	protein hypothetical protein	Os08g25720	pyrophosphate--fructose 6-phosphate 1-phosphotransferase alpha subunit	glycolysis.pyrophosphate-fructose-6-P phosphotransferase	4_05

CUST_31342_PI403524517	1	34.50879	58.63075	0.13137817	0.25868702	0.08020496	-0.14948273	-0.08020496	-0.092191696	35_9046	"Cluster: Putative katanin; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative katanin - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8S118	"CHR1V7|COORD:30210391..30212942| ERH3 (ECTOPIC ROOT HAIR 3); ATP binding / nucleoside-triphosphatase/ nucleotide binding"	AT1G80350.1	CHR01V5|COORD:28463215..28470193|protein katanin p60 ATPase-containing subunit, putative, expressed	LOC_Os01g49000.1	" no descriptionweakly similar to ( 167)AT1G80350| Symbols: AAA1, LUE1, FRA2, ATKTN1, KTN1, FRC2, BOT1, FTR, ERH3 | ERH3 (ECTOPIC ROOT HAIR 3); ATP binding / nucleoside-triphosphatase/ nucleotide binding | chr1:30210391-30212942 REVERSEnot assigned "	not assigned.no ontology	35_1

CUST_28489_PI403524517	2	10.956568	46.50015	0.062217712	0.13339615	0.064813614	-0.07676792	-0.066345215	-0.06221676	35_8233	"Cluster: Putative crooked neck protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative crooked neck protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q75HS3	CHR5V7|COORD:16735249..16738164| crooked neck protein, putative / cell cycle protein, putative	AT5G41770.1	CHR05V5|COORD:12528409..12523423|protein protein crooked neck, putative, expressed	LOC_Os05g22260.2	 no descriptionhighly similar to ( 576)AT5G41770| Symbols:  | crooked neck protein, putative / cell cycle protein, putative | chr5:16735249-16738164 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned 	cell.cycle	31_3

CUST_13424_PI399408534	1	44.690376	67.52978	-0.025501251	-0.1637907	-0.13421059	0.025501251	0.06939697	0.0573349	35_6582	"Cluster: Putative mature anther-specific protein LAT61; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative mature anther-specific protein LAT61 - Oryza s"	UniRef90_Q7XI96	CHR1V7|COORD:6688671..6690156| BES1 (BRI1-EMS-SUPPRESSOR 1)	AT1G19350.3	CHR07V5|COORD:23483650..23482115|protein BES1/BZR1 homolog protein 1, putative, expressed	LOC_Os07g39220.1	 no descriptionmoderately similar to ( 209)AT1G19350| Symbols: BZR2, BES1 | BES1 (BRI1-EMS-SUPPRESSOR 1) | chr1:6688832-6690156 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF822 PRK12678 PRK12323 PRK07003 APC_basic PRK07764 DUF390 DUF1509 	hormone metabolism.brassinosteroid.signal transduction.BZR	17_3_2_2

CUST_5527_PI403524517	1	39.041847	115.524185	-0.2749505	-1.1389961	-0.06462431	0.14914513	0.06462479	0.1364522	35_1524	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10BH4	CHR3V7|COORD:3457306..3459306| steroid hormone receptor/ transcription factor	AT3G11030.1	CHR03V5|COORD:34253736..34250017|protein expressed protein	LOC_Os03g60340.1	no descriptionmoderately similar to ( 459)AT3G11030| Symbols:  | steroid hormone receptor/ transcription factor | chr3:3457306-3459306 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF231 PRK12678 PRK07764 APC_basic PRK07003 PRK12323 Herpes_BLLF1 DUF390 AF-4 DUF1509 Tymo_45kd_70kd	not assigned.unknown	35_2

CUST_32460_PI403524517	1	48.756535	131.79877	-0.057338715	-0.65519714	-0.06692505	0.16397095	0.1714449	0.057338715	35_9358	"Cluster: Hypothetical protein P0403C05.13; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0403C05.13 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5JN17	CHR3V7|COORD:19627155..19629246| AtGRF4 (GROWTH-REGULATING FACTOR 4)	AT3G52910.1	CHR01V5|COORD:32516779..32520310|protein holliday junction resolvase, putative, expressed	LOC_Os01g55900.1	 no descriptionweakly similar to ( 126)AT3G52905| Symbols:  | DNA binding / hydrolase, acting on ester bonds / nuclease/ recombinase | chr3:19625120-19626449 REVERSECOG0816 PRK00109 UPF0081 YqgFc 	not assigned.no ontology	35_1

CUST_37411_PI403524517	1	61.145245	43.21354	0.10296583	0.24676037	0.26393032	-0.10296631	-0.46026802	-0.32001066	35_10776	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_165513_PI403524517	1	43.729607	135.72026	0.06848621	0.7949314	0.06554699	-0.15139675	-0.065546036	-0.17300892	35_46121	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_7918_PI403524517	1	31.234062	112.85629	0.10095215	0.37189198	0.01856041	-0.031642914	-0.035655975	-0.018561363	35_2205	"Cluster: Eukaryotic translation initiation factor 4E type 3, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Eukaryotic translation initia"	UniRef90_Q10NQ9	"CHR5V7|COORD:5989107..5990590| NCBP (NOVEL CAP-BINDING PROTEIN); RNA binding / translation initiation factor"	AT5G18110.1	CHR03V5|COORD:8579649..8576056|protein eukaryotic translation initiation factor 4E type 3, putative, expressed	LOC_Os03g15590.1	"no descriptionmoderately similar to ( 317)AT5G18110| Symbols: NCBP | NCBP (NOVEL CAP-BINDING PROTEIN); RNA binding / translation initiation factor | chr5:5989107-5990590 REVERSEweakly similar to ( 119)IF4E2_MAIZEEukaryotic translation initiation factor 4E-2 - Zea mays (Maize)not assigned not assigned not assigned not assigned IF4E CDC33"	protein.synthesis.initiation	29_2_3

CUST_80572_PI403524517	1	48.930077	116.02664	0.088095665	0.46798897	0.045414925	-0.13652992	-0.045414925	-0.09872055	35_23108	"Cluster: Putative prephenate dehydratase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative prephenate dehydratase - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6Z3Y3	CHR3V7|COORD:16282746..16284020| prephenate dehydratase family protein	AT3G44720.1	CHR07V5|COORD:29581457..29578096|protein P-protein, putative, expressed	LOC_Os07g49390.1	no descriptionvery weakly similar to (61.2)AT3G44720| Symbols:  | prephenate dehydratase family protein | chr3:16282746-16284020 FORWARDnot assigned PRK11899	amino acid metabolism.synthesis.aromatic aa.phenylalanine.arogenate dehydratase / prephenate dehydratase	13_1_6_3_1

CUST_34220_PI399408534	2	40.888397	26.107164	-0.6208682	-0.365592	-0.48209953	0.59344673	0.86124516	0.36559153	35_23788	"Cluster: Putative teosinte branched1 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative teosinte branched1 protein - Oryza sativa (japonica"	UniRef90_Q6ESL5	CHR3V7|COORD:6383775..6385276| TCP family transcription factor, putative	AT3G18550.1	CHR09V5|COORD:14566291..14567869|protein teosinte-branched one, putative	LOC_Os09g24480.1	 no descriptionvery weakly similar to (99.8)AT3G18550| Symbols: BRC1, TCP12 | TCP family transcription factor, putative | chr3:6383775-6385276 FORWARDTCP 	RNA.regulation of transcription.TCP transcription factor family	27_3_29

CUST_71972_PI403524517	1	40.504284	139.5101	0.03617096	0.53073883	0.04294586	-0.055464745	-0.036170006	-0.0831089	35_20631	"Cluster: Genomic DNA, chromosome 3, P1 clone: MOJ10; n=4; Arabidopsis thaliana|Rep: Genomic DNA, chromosome 3, P1 clone: MOJ10 - Arabidopsis thaliana (Mouse-ear"	UniRef90_Q9LSC3	CHR3V7|COORD:10001485..10004502| ATPase	AT3G27120.1	CHR06V5|COORD:1587474..1595160|protein spastin, putative, expressed	LOC_Os06g03940.1	no descriptionweakly similar to ( 139)AT3G27120| Symbols:  | ATPase | chr3:10001485-10004502 REVERSEnot assigned not assigned not assigned SpoVK	protein.degradation.AAA type	29_5_9

CUST_3593_PI404877155	2	45.068504	49.816437	0.13265133	0.09314537	0.043432236	-0.11848545	-0.090628624	-0.043432236	Contig14122_at	homeotic gene regulator, putative [Arabidopsis thaliana] gb|AAF23228.1| putative transcriptional regulator [Arabidopsis thaliana]	NP_187252.1	homeotic gene regulator, putative	At3g06010.1	protein transcriptional regulator, putative	Os05g05230	conserved hypothetical protein	RNA.regulation of transcription.unclassified	27_3_99

CUST_63370_PI403524517	1	4.3531632	81.94342	0.11761284	0.21032238	0.5914593	-0.12825966	-0.11761284	-0.122190475	35_18094	"Cluster: Putative TAF5; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative TAF5 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q67UR9	CHR5V7|COORD:8677120..8682061| nucleotide binding	AT5G25150.1	CHR06V5|COORD:26528301..26537144|protein transcription initiation factor TFIID subunit 5, putative, expressed	LOC_Os06g44030.2	no descriptionmoderately similar to ( 205)AT5G25150| Symbols:  | nucleotide binding | chr5:8677120-8682061 FORWARDnot assigned	not assigned.no ontology	35_1

CUST_5794_PI403524517	1	35.40051	71.00292	0.024339676	0.11938381	0.059366226	-0.024338722	-0.051876068	-0.044127464	35_1600	Rep: OSIGBa0140O07.4 protein - Oryza sativa (Rice)	UniRef90_Q01J39	"CHR4V7|COORD:6384560..6385942| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G04300.1); similar to Os04g0445200 [Oryza sativa (japonica"	AT4G10300.1	CHR04V5|COORD:21984890..21984038|protein enzyme of the cupin superfamily, putative, expressed	LOC_Os04g36760.1	" no descriptionvery weakly similar to (95.5)AT4G10300| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G04300.1); similar to Os04g0445200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001052900.1); similar to Cupin, RmlC-type [Medicago truncatula] (GB:ABE82642.1); similar to OSIGBa0140O07.4 [Oryza sativa (indica cultivar-group)] (GB:CAH67236.1); contains InterPro domain Protein of unknown function DUF861, cupin_3; (InterPro:IPR008579); contains InterPro domain AraC protein, arabinose-binding/dimerisation; (InterPro:IPR003313) | chr4:6384560-6385942 FORWARDCupin_3 "	not assigned.unknown	35_2

CUST_98798_PI403524517	1	48.176666	132.60205	0.06700611	0.57843876	0.040533066	-0.09393406	-0.040533066	-0.121287346	35_28202	"Cluster: Hypothetical protein P0453G03.31; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0453G03.31 - Oryza sativa (japonica cultivar-g"	UniRef90_Q7XI89	"CHR1V7|COORD:17080055..17084770| similar to conserved hypothetical protein [Serratia proteamaculans 568] (GB:ZP_01534628.1); similar to Os07g0581300 [Oryza"	AT1G45150.1	CHR07V5|COORD:23525558..23533785|protein expressed protein	LOC_Os07g39300.2	"no descriptionweakly similar to ( 197)AT1G45150| Symbols:  | similar to conserved hypothetical protein [Serratia proteamaculans 568] (GB:ZP_01534628.1); similar to Os07g0581300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001060105.1) | chr1:17080055-17084770 REVERSE"	not assigned.unknown	35_2

CUST_16281_PI399408534	1	39.540096	127.334236	0.04964733	0.31118774	0.018158436	-0.018158913	-0.03853464	-0.023484707	35_11147	"Cluster: Hypothetical protein OSJNBa0093I09.15; n=2; Oryza sativa|Rep: Hypothetical protein OSJNBa0093I09.15 - Oryza sativa (Rice)"	UniRef90_Q8S781	"CHR2|COORD:15576065..15580805| similar to leucine-rich repeat family protein / protein kinase family protein [Arabidopsis thaliana] (TAIR:At1g67720.1); similar"	AT2G37050.3	CHR10V5|COORD:8724963..8726138|protein OsWAK114 - OsWAK receptor-like cytoplasmic kinase (OsWAK-RLCK)	LOC_Os10g17910.1	" no descriptionvery weakly similar to (73.2)AT2G37050| Symbols:  | similar to leucine-rich repeat family protein / protein kinase family protein [Arabidopsis thaliana] (TAIR:AT1G67720.1); similar to leucine-rich repeat family protein, putative, expressed [Oryza sativa (japonica cultivar-group)] (GB:ABA95578.2); similar to leucine-rich repeat family protein, putative, expressed [Oryza sativa (japonica cultivar-group)] (GB:ABA91110.1); similar to Os11g0102900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001065520.1); contains InterPro domain Serine/threonine protein kinase; (InterPro:IPR002290); contains InterPro domain Protein kinase-like; (InterPro:IPR011009); contains InterPro domain Leucine-rich repeat; (InterPro:IPR001611); contains InterPro domain Protein kinase; (InterPro:IPR000719); contains InterPro domain Tyrosine protein kinase; (InterPro:IPR001245); contains InterPro domain Leucine-rich repeat, plant specific; (InterPro:IPR007090); contains InterPro domain Serine/threonine protein kinase, active site; (InterPro:IPR008271) | chr2:15576369-15580556 FORWARDvery weakly similar to (54.3)CRI4_MAIZEPutative receptor protein kinase CRINKLY4 precursor - Zea mays (Maize)not assigned "	signalling.receptor kinases.misc	30_2_99

CUST_87262_PI403524517	1	69.516846	18.4136	0.27177	0.3001032	0.2068677	-0.20686722	-0.7353616	-0.28696823	35_24986	"Cluster: Putative far-red impaired response protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative far-red impaired response"	UniRef90_Q6K4T2	0	0	CHR02V5|COORD:10692548..10696750|protein transposon protein, putative, unclassified, expressed	LOC_Os02g18370.1	no description	not assigned.unknown	35_2

CUST_10905_PI399408534	1	43.15582	69.54926	0.14302921	0.034438133	0.06443024	-0.08953953	-0.03443718	-0.07074356	35_50083	"Cluster: Os02g0772000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0772000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DX62	CHR4V7|COORD:5286348..5292069| KOW domain-containing transcription factor family protein	AT4G08350.1	CHR06V5|COORD:5527577..5522782|protein transcription elongation factor SPT5 homolog 1, putative, expressed	LOC_Os06g10620.1	no descriptionmoderately similar to ( 213)AT4G08350| Symbols:  | KOW domain-containing transcription factor family protein | chr4:5286348-5292069 FORWARDnot assigned SPT5	RNA.regulation of transcription.Global transcription factor group	27_3_52

CUST_17942_PI404877155	2	38.43444	37.963516	-0.36433983	-0.1701088	-0.37361765	0.3881383	0.34888744	0.17010927	HVSMEa0012C22f_at	OSJNBb0065J09.15 [Oryza sativa (japonica cultivar-group)]	CAE05719.1	oligopeptide transporter OPT family protein	At1g48370.1	protein transposon protein, putative, unclassified	Os04g44320	"YELLOW STRIPE LIKE 8;oligopeptide transporter OPT family protein, similar to iron-phytosiderophore transporter protein yellow stripe 1 (Zea mays) GI:10770865; contains Pfam profile PF03169: OPT oligopeptide transporter protein"	transport.peptides and oligopeptides	34_13

CUST_179051_PI403524517	2	38.029076	29.395088	0.21224213	0.22197628	0.12293053	-0.12293148	-0.25851727	-0.27388287	35_49800	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_3214_PI404877155	2	44.150394	14.495981	0.346797	0.29594994	0.39636707	-0.29594994	-0.4380598	-0.71534824	Contig13681_at	sensory transduction histidine kinase-related [Arabidopsis thaliana] emb|CAC08246.1| histidine kinase-like protein [Arabidopsis thaliana]	NP_196633.1	sensory transduction histidine kinase-related	At5g10720.1	protein histidine kinase-like protein	Os06g44410	"sensory transduction histidine kinase-related, similar to Sensor protein rcsC (Capsular synthesis regulator component C) (SP:Q56128) {Salmonella typhi}; sensory transduction histidine kinase slr1759, Synechocystis sp., PIR:S75142"	hormone metabolism.cytokinin.signal transduction	17_4_2

CUST_12900_PI399408534	2	18.400766	41.269135	0.07527065	0.11139488	0.047216415	-0.06680298	-0.04721737	-0.05212593	35_15680	"Cluster: Ras-related protein RIC1; n=2; Oryza sativa|Rep: Ras-related protein RIC1 - Oryza sativa (Rice)"	UniRef90_P40392	"CHR1V7|COORD:400350..401788| ATRAB1B (Arabidopsis thaliana responsive to abscisic acid 1B); GTP binding"	AT1G02130.1	CHR01V5|COORD:21473286..21470240|protein ras-related protein RIC1, putative, expressed	LOC_Os01g37800.1	" no descriptionmoderately similar to ( 363)AT1G02130| Symbols: AtRab1B, Ara-5, AtRABD2a, ARA5, ATRAB1B | ATRAB1B (Arabidopsis thaliana responsive to abscisic acid 1B); GTP binding | chr1:400350-401788 REVERSEmoderately similar to ( 394)RIC1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Rab1_Ypt1 Rab8_Rab10_Rab13_like RAB Ras Rab Rab11_like RabA_like Rab35 Rab18 Rab19 Rab2 Rab3 Rab26 Rab4 Rab5_related Rab30 Rab6 Rab14 Rab15 Rab39 Rab7 Rab27A Rab21 Rab33B_Rab33A Rab12 Ras_like_GTPase Ras Rab32_Rab38 RAS COG1100 Rap_like Rab40 Rab9 RheB RJL Rab23_lke RalA_RalB Rab28 H_N_K_Ras_like Rho Rap2 Rab36_Rab34 M_R_Ras_like Rap1 Rab24 Ras2 RSR1 RHO RabL2 RabL4 Rit_Rin_Ric Ran RERG_RasL11_like Rho4_like RGK ARHI_like Wrch_1 RhoA_like Rho3 Rac1_like Rho2 Spg1 Tc10 Rab20 RAN Miro Rop_like RhoG Arf_Arl Rnd3_RhoE_Rho8 Ras_dva Rnd Rnd2_Rho7 RabL3 Arl10_like Rhes_like Cdc42 Arfrp1 Rnd1_Rho6 Arf Arl4_Arl7 Arl5_Arl8 Sar1 ARF Miro1 Arf1_5_like Arf6 Arl3 ARLTS1 ARD1 Arl2 RRP22 RhoBTB Arl1 COG2229 Miro2 Centaurin_gamma "	signalling.G-proteins	30_5

CUST_34298_PI403524517	2	31.910816	48.40031	0.45440292	0.33544445	0.15256405	-0.15256405	-0.26281404	-0.1611495	35_9886	Rep: OSJNBa0042I15.1 protein - Oryza sativa (Rice)	UniRef90_Q7XLY7	CHR1V7|COORD:11399903..11405702| actin binding	AT1G31810.1	CHR04V5|COORD:19934833..19929875|protein expressed protein	LOC_Os04g33260.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Tymo_45kd_70kd PRK07764 PRK07003 PRK12323 Atrophin-1 PRK12678 DUF1421 APC_basic	not assigned.unknown	35_2

CUST_18953_PI403524517	2	9.176995	10.445048	-0.68488884	-0.6271858	-0.7713089	0.6271858	0.73560524	0.741518	35_5491	"Cluster: UDP-glucose:sterol glucosyltransferase; n=1; Avena sativa|Rep: UDP-glucose:sterol glucosyltransferase - Avena sativa (Oat)"	UniRef90_O22678	CHR3V7|COORD:2218126..2221596| UDP-glucose:sterol glucosyltransferase (UGT80A2)	AT3G07020.2	CHR04V5|COORD:1985084..1972774|protein sterol 3-beta-glucosyltransferase, putative, expressed	LOC_Os04g04254.2	no descriptionweakly similar to ( 192)AT3G07020| Symbols:  | UDP-glucose:sterol glucosyltransferase (UGT80A2) | chr3:2217847-2221596 REVERSEnot assigned COG1819	lipid metabolism.'exotics' (steroids, squalene etc).UDP-glucose:sterol glucosyltransferase	11_8_3

CUST_174503_PI403524517	1	36.228863	83.02026	-0.25168562	-0.04585886	-0.47133398	0.04585886	4.6018586	0.07744694	35_48579	"Cluster: Hypothetical protein OJ1493_H11.18; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1493_H11.18 - Oryza sativa (japonica cultiv"	UniRef90_Q6EU12	"CHR1V7|COORD:3001684..3003717| similar to Os02g0672400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001047705.1); contains domain FAD/NAD-linked"	AT1G09290.1	CHR02V5|COORD:27351144..27346205|protein expressed protein	LOC_Os02g45090.1	no description	not assigned.unknown	35_2

CUST_135874_PI403524517	1	30.665512	76.65279	0.16427517	0.43865395	0.100408554	-0.18356037	-0.10040951	-0.12916088	35_38107	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_92833_PI403524517	1	17.785122	107.16334	0.064959526	0.53903246	0.12112427	-0.08507776	-0.09286642	-0.064959526	35_26543	"Cluster: Putative dihydroflavonol-4-reductase DFR1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative dihydroflavonol-4-reductase DFR1 - Oryza sativa"	UniRef90_Q653W0	CHR4V7|COORD:13642809..13644431| dihydroflavonol 4-reductase family / dihydrokaempferol 4-reductase family	AT4G27250.1	CHR06V5|COORD:28471155..28469176|protein dihydroflavonol-4-reductase, putative, expressed	LOC_Os06g46920.1	no descriptionvery weakly similar to (92.4)AT4G27250| Symbols:  | dihydroflavonol 4-reductase family / dihydrokaempferol 4-reductase family | chr4:13642809-13644431 REVERSEvery weakly similar to (79.7)DFRA_HORVUDihydroflavonol-4-reductase - Hordeum vulgare (Barley)not assigned COG0702 WcaG	secondary metabolism.flavonoids.dihydroflavonols	16_8_3

CUST_136202_PI403524517	1	45.776318	97.72337	0.10864544	0.42866325	0.068553925	-0.17874622	-0.11519337	-0.068553925	35_38196	"Cluster: Putative step II splicing factor SLU7; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative step II splicing factor SLU7 - Oryza sativa"	UniRef90_Q6ZK48	"CHR1V7|COORD:24421958..24424894| SMP1 (swellmap 1); nucleic acid binding"	AT1G65660.1	CHR08V5|COORD:1578781..1582663|protein pre-mRNA-splicing factor SLU7, putative, expressed	LOC_Os08g03390.2	"no descriptionweakly similar to ( 135)AT1G65660| Symbols: SMP1 | SMP1 (swellmap 1); nucleic acid binding | chr1:24421958-24424894 REVERSEnot assigned"	not assigned.unknown	35_2

CUST_132303_PI403524517	1	59.075798	45.954876	0.35357141	0.3968029	0.14152765	-0.14152718	-0.5215454	-0.3049736	35_37156	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_55526_PI403524517	1	63.632404	16.622297	0.04035473	0.055936813	0.05294323	-0.19184875	-0.21498108	-0.040353775	35_15807	"Cluster: Carboxymethylenebutenolidase-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Carboxymethylenebutenolidase-like protein - Oryza sativa"	UniRef90_Q8LQS5	CHR2V7|COORD:13812900..13814519| dienelactone hydrolase family protein	AT2G32520.1	CHR01V5|COORD:19462649..19466742|protein protein usf, putative, expressed	LOC_Os01g34700.1	no descriptionmoderately similar to ( 391)AT2G32520| Symbols:  | dienelactone hydrolase family protein | chr2:13812900-13814519 REVERSEnot assigned DLH COG0412	misc.misc2	26_1

CUST_15619_PI403524517	1	36.41302	111.8051	0.22183514	1.4007049	0.21166086	-0.21166039	-0.431767	-0.45030308	35_4507	0	0	CHR3|COORD:21408519..21409830| protein kinase, putative, contains protein kinase domain, Pfam:PF00069	AT3G57770.1	CHR08V5|COORD:664913..668380|protein expressed protein	LOC_Os08g02060.1	no description	not assigned.unknown	35_2

CUST_12162_PI403524517	1	25.307316	98.8102	0.109638214	0.44782543	0.07147217	-0.088339806	-0.11773682	-0.07147217	35_3462	"Cluster: Hypothetical protein OSJNBa0065C16.4; n=1; Oryza sativa|Rep: Hypothetical protein OSJNBa0065C16.4 - Oryza sativa (Rice)"	UniRef90_Q94HR5	"CHR3V7|COORD:11258939..11260290| similar to Hypothetical protein [Oryza sativa] (GB:AAK92570.1); similar to Os10g0324600 [Oryza sativa (japonica"	AT3G29330.1	CHR10V5|COORD:8648945..8653679|protein expressed protein	LOC_Os10g17740.1	"no descriptionvery weakly similar to (60.5)AT3G29330| Symbols:  | similar to Hypothetical protein [Oryza sativa] (GB:AAK92570.1); similar to Os10g0324600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001064350.1) | chr3:11258939-11260290 REVERSEnot assigned not assigned GAL11"	not assigned.unknown	35_2

CUST_106255_PI403524517	1	39.71066	84.248634	0.15389729	0.4157362	0.07104969	-0.16680431	-0.07104874	-0.12473202	35_30244	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10SS1	"CHR4V7|COORD:17130954..17134305| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G18100.1); similar to expressed protein [Oryza sativa (japonica"	AT4G36210.2	CHR03V5|COORD:703629..699458|protein expressed protein	LOC_Os03g02170.3	"no descriptionweakly similar to ( 132)AT4G36210| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G18100.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABF93615.1); similar to Os03g0112800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001048731.1); contains InterPro domain Protein of unknown function DUF726; (InterPro:IPR007941) | chr4:17130954-17134305 FORWARDnot assigned DUF726"	not assigned.unknown	35_2

CUST_4931_PI404877155	1	47.14968	74.62114	-0.21421337	-0.14253712	-0.025731087	0.025731087	0.072402954	0.050430298	Contig1629_x_at	Triosephosphate isomerase, cytosolic (TIM) gb|AAB41052.1| cytosolic triosephosphate isomerase [Hordeum vulgare]	P34937	triosephosphate isomerase, cytosolic, putative	At3g55440.1	protein triosephosphate isomerase	Os01g05490	cytosolic triosephosphate isomerase	glycolysis.TPI	4_08

CUST_44820_PI403524517	1	109.84701	49.647087	0.22409868	0.2637682	0.08373356	-0.08373356	-0.63167715	-0.12085199	35_12852	"Cluster: Putative cytosine deaminase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative cytosine deaminase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q67VW4	0	0	CHR06V5|COORD:16851006..16857875|protein deaminase, putative, expressed	LOC_Os06g29430.1	no description	not assigned.unknown	35_2

CUST_28777_PI403524517	1	45.61673	67.05145	0.1989932	0.36714983	0.07979584	-0.22022438	-0.20164394	-0.07979536	35_8311	"Cluster: Putative IAA-alanine resistance protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative IAA-alanine resistance protein - Oryza sativa (japon"	UniRef90_Q6YSC5	"CHR1V7|COORD:25524988..25527695| IAR1 (IAA-ALANINE RESISTANT 1); metal ion transporter"	AT1G68100.1	CHR08V5|COORD:22862320..22854254|protein zinc transporter SLC39A7, putative, expressed	LOC_Os08g36420.4	"no descriptionweakly similar to ( 103)AT1G68100| Symbols: IAR1 | IAR1 (IAA-ALANINE RESISTANT 1); metal ion transporter | chr1:25524988-25527695 FORWARDnot assigned Zip Mucin"	transport.metal	34_12

CUST_32085_PI403524517	2	33.03607	32.5482	0.44119024	0.4879241	0.2472372	-0.2472372	-0.49796486	-0.40988636	35_9253	Rep: Putative cytochrome P450 - Lolium rigidum (Annual ryegrass)	UniRef90_Q9ATV0	"CHR5V7|COORD:8567677..8570263| CYP714A1 (cytochrome P450, family 714, subfamily A, polypeptide 1); oxygen binding"	AT5G24910.1	CHR12V5|COORD:911504..915531|protein cytochrome P450 72A1, putative, expressed	LOC_Os12g02640.1	" no descriptionweakly similar to ( 125)AT5G24910| Symbols: CYP714A1 | CYP714A1 (cytochrome P450, family 714, subfamily A, polypeptide 1); oxygen binding | chr5:8567677-8570263 REVERSEvery weakly similar to (84.0)C72A1_CATROCytochrome P450 72A1 - Catharanthus roseus (Rosy periwinkle) (Madagascar periwinkle)not assigned not assigned not assigned p450 CypX "	misc.cytochrome P450	26_10

CUST_5903_PI404877155	1	94.23798	46.825512	-0.05186367	-0.0394516	-0.018099785	0.018099785	0.041095734	0.13132668	Contig1808_at	starch synthase I [Hordeum vulgare]	AAF37876.1	starch synthase, putative	At5g24300.1	protein glycosyl transferase, group 1 family protein, putative	Os06g06560	starch synthase I	major CHO metabolism.synthesis.starch.starch synthase	2_1_2_02

CUST_113953_PI403524517	1	57.62218	26.316975	0.15219975	0.1573801	0.09368229	-0.09368229	-0.3799219	-0.2861395	35_32341	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10H93		0	CHR03V5|COORD:22181848..22173870|protein expressed protein	LOC_Os03g40010.1	no description	not assigned.unknown	35_2

CUST_61112_PI403524517	1	49.416264	86.68039	0.026144028	0.01594162	0.0830307	-0.01594162	-0.044322014	-0.049571037	35_17434	"Cluster: Putative CLP protease regulatory subunit CLPX; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative CLP protease regulatory subunit CLPX - Oryza s"	UniRef90_Q5N8G6	"CHR5V7|COORD:21661286..21664729| CLPX (Clp protease regulatory subunit X); ATPase"	AT5G53350.1	CHR01V5|COORD:38853257..38847481|protein ATP-dependent Clp protease ATP-binding subunit clpX, putative, expressed	LOC_Os01g66330.1	"no descriptionhighly similar to ( 549)AT5G53350| Symbols: CLPX | CLPX (Clp protease regulatory subunit X); ATPase | chr5:21661286-21664729 FORWARDnot assigned not assigned not assigned not assigned not assigned clpX ClpX hslU HslU AAA_2 clpA COG0714 AAA SpoVK COG1223 AAA PRK03992 RPT1 AAA"	protein.degradation.serine protease	29_5_5

CUST_110780_PI403524517	1	54.02166	40.52301	0.22393465	0.17735624	0.09241152	-0.33560658	-0.09241152	-0.29141283	35_31460	Rep: OSJNBb0034I13.16 protein - Oryza sativa (Rice)	UniRef90_Q7XNC9		0	CHR04V5|COORD:32206542..32205101|protein mTERF family protein, expressed	LOC_Os04g54510.1	no description	not assigned.unknown	35_2

CUST_6511_PI404877155	1	29.786755	65.525764	0.2026434	0.21501541	0.03711605	-0.03711605	-0.06297016	-0.06844711	Contig19444_at	glycine-rich protein [Arabidopsis thaliana]	NP_176723.3	glycine-rich protein	At1g65440.1	"protein chromatin structure regulator, putative; 94915-98581"	Os05g41510	"GLOBAL TRANSCRIPTION FACTOR GROUP B;glycine-rich protein"	RNA.regulation of transcription.Global transcription factor group	27_3_52

CUST_48833_PI403524517	1	43.127926	111.596375	-0.016370773	-0.3602352	-0.10382843	0.020650864	0.0364151	0.016368866	35_13946	Rep: Protein H2A.6 - Triticum aestivum (Wheat)	UniRef90_Q43214	CHR5V7|COORD:575435..576454| histone H2A, putative	AT5G02560.1	CHR05V5|COORD:716250..717121|protein histone H2A, putative, expressed	LOC_Os05g02300.1	 no descriptionweakly similar to ( 153)AT5G27670| Symbols:  | histone H2A, putative | chr5:9792810-9793368 REVERSEweakly similar to ( 179)H2A5_WHEATProtein H2A.5 - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned H2A H2A HTA1 Histone PRK12323 PRK07003 Tymo_45kd_70kd PRK07764 Atrophin-1 PRK08853 Herpes_BLLF1 Extensin_2 DUF1421 KAR9 DUF936 HPC2 APC_basic DUF566 	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_16367_PI403524517	1	4.6619854	139.46843	0.03105545	0.5273962	0.047813416	-0.03247261	-0.03408718	-0.03105545	35_4720	"Cluster: OSIGBa0158F05.10 protein; n=3; Oryza sativa|Rep: OSIGBa0158F05.10 protein - Oryza sativa (Rice)"	UniRef90_Q01KG0	CHR2V7|COORD:10962742..10963095| similar to hypothetical protein SDM1_56t00007 [Solanum demissum] (GB:AAU90329.1)	AT2G25720.1	CHR04V5|COORD:28157655..28157290|protein expressed protein	LOC_Os04g47820.1	no descriptionvery weakly similar to (75.5)AT2G25720| Symbols:  | similar to hypothetical protein SDM1_56t00007 [Solanum demissum] (GB:AAU90329.1) | chr2:10962742-10963095 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned PRK12323	not assigned.unknown	35_2

CUST_34483_PI399408534	1	68.651634	40.66995	0.15276146	0.064352036	0.14615536	-0.18239594	-0.32612228	-0.064352036	35_43313	Rep: Tic62 protein, putative, expressed - Oryza sativa (japonica cultivar-group)	UniRef90_Q10A77	CHR3V7|COORD:6511175..6514735| catalytic/ coenzyme binding	AT3G18890.1	CHR10V5|COORD:42509..30112|protein tic62 protein, putative, expressed	LOC_Os10g01044.3	no descriptionvery weakly similar to (94.7)AT3G18890| Symbols:  | catalytic/ coenzyme binding | chr3:6511175-6514735 FORWARD	stress.abiotic.light	20_2_5

CUST_169487_PI403524517	1	76.323494	34.1708	0.1248188	0.16652489	0.08157635	-0.21776724	-0.08157635	-0.4652958	35_47206	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_122117_PI403524517	1	43.94857	51.950066	-0.26798296	-0.27963734	-0.62553406	0.70406485	0.26798248	0.6489744	35_34471	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_16168_PI404877155	1	35.187637	85.04571	-0.1737194	-0.86637306	-0.27759552	0.17372036	0.36643982	0.32553005	EBem09_SQ001_F20_s_at	nitrite transport protein, chloroplast - cucumber	T10255	proton-dependent oligopeptide transport (POT) family protein	At1g68570.1	protein nitrite transporter	Os05g33960	proton-dependent oligopeptide transport (POT) family protein, contains Pfam profile: PF00854 POT family	transport.peptides and oligopeptides	34_13

CUST_15307_PI403524517	1	104.01661	20.877825	-0.23233795	-0.24542618	-0.33635807	1.914504	0.232337	0.47540665	35_4417	Rep: Dehydrin 11 - Hordeum vulgare (Barley)	UniRef90_Q9ZTR8	CHR5V7|COORD:26535737..26536379| RAB18 (RESPONSIVE TO ABA 18)	AT5G66400.1	CHR01V5|COORD:29446608..29451479|protein dehydrin family protein, expressed	LOC_Os01g50700.1	no descriptionweakly similar to ( 110)DHR25_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Dehydrin Gag_spuma	not assigned.unknown	35_2

CUST_23425_PI399408534	1	0.22102134	181.81573	0.016093254	0.08732128	-0.016093254	-0.45806885	-0.4566393	2.6106472	35_29472	"Cluster: Putative splicing factor; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative splicing factor - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5ZCD9	"CHR2V7|COORD:15677451..15679410| RSZ33 (Arginine/serine-rich Zinc knuckle-containing protein 33); nucleic acid binding / nucleotide binding / zinc"	AT2G37340.1	CHR01V5|COORD:2986048..2983131|protein splicing factor, arginine/serine-rich 4, putative, expressed	LOC_Os01g06290.1	" no descriptionweakly similar to ( 178)AT2G37340| Symbols: ATRSZ33, RSZ33 | RSZ33 (Arginine/serine-rich Zinc knuckle-containing protein 33); nucleic acid binding / nucleotide binding / zinc ion binding | chr2:15677451-15679410 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned RRM RRM_1 COG0724 "	RNA.processing.splicing	27_1_1

CUST_71033_PI403524517	1	46.301003	88.338524	-0.034710884	-0.4044237	-0.19111633	0.08234787	0.034710884	0.045165062	35_20349	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_14877_PI399408534	2	25.04081	18.607868	0.06805134	0.09747505	0.07721615	-0.06908226	-0.103318214	-0.06805134	35_18218	"Cluster: OSIGBa0124N08.5 protein; n=3; Magnoliophyta|Rep: OSIGBa0124N08.5 protein - Oryza sativa (Rice)"	UniRef90_Q01JN2	CHR3V7|COORD:2423152..2423964| small nuclear ribonucleoprotein D1, putative / snRNP core protein D1, putative / Sm protein D1, putative	AT3G07590.1	CHR02V5|COORD:22599889..22596458|protein small nuclear ribonucleoprotein Sm D1, putative, expressed	LOC_Os02g37430.1	 no descriptionweakly similar to ( 182)AT4G02840| Symbols:  | small nuclear ribonucleoprotein D1, putative / snRNP core protein D1, putative / Sm protein D1, putative | chr4:1264726-1266253 FORWARDnot assigned not assigned not assigned Sm_D1 LSM Sm LSM1 Sm_like Sm_D3 LSm4 LSm10 	RNA.processing	27_1

CUST_72188_PI403524517	1	71.30629	48.417946	-0.45978975	-0.6685977	-0.23022127	0.3275261	0.23022175	0.85388136	35_20691	"Cluster: Hypothetical protein OJ1217B09.19; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1217B09.19 - Oryza sativa (japonica cultivar"	UniRef90_Q8H7M7	CHR1V7|COORD:29435119..29437409| protein binding	AT1G78230.1	CHR03V5|COORD:4684612..4681084|protein protein binding protein, putative, expressed	LOC_Os03g09070.1	no descriptionweakly similar to ( 160)AT1G78230| Symbols:  | protein binding | chr1:29435119-29437409 FORWARDnot assigned	not assigned.no ontology	35_1

CUST_31067_PI403524517	1	10.91142	226.32184	-0.10706234	-0.22047997	0.10706234	-0.8227091	0.12822342	0.14966393	35_8965	"Cluster: F-box protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: F-box protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6EP91	CHR3V7|COORD:22614141..22615311| ATPP2-A13	AT3G61060.1	CHR02V5|COORD:27542530..27545723|protein ATPP2-A13, putative, expressed	LOC_Os02g45320.1	no descriptionweakly similar to ( 123)AT3G61060| Symbols: ATPP2-A13 | ATPP2-A13 | chr3:22614141-22615311 FORWARD	cell.organisation	31_1

CUST_65302_PI403524517	1	54.18698	39.73605	0.06814766	0.1369009	0.16210175	-0.20416546	-0.11202812	-0.06814766	35_18647	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_22_PI399945755	1	84.639725	45.704292	0.04981804	0.09430885	0.041724205	-0.09892273	-0.04172516	-0.25947	HF21f18_konsensus_3'									

CUST_46484_PI403524517	2	26.22141	25.38382	0.21301413	0.1284051	0.16204357	-0.1284051	-0.21912193	-0.20036793	35_13311	"Cluster: Os01g0235800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0235800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JP89	CHR5V7|COORD:4958741..4960950| KH domain-containing protein	AT5G15270.1	CHR01V5|COORD:7503015..7508570|protein nucleic acid binding protein, putative, expressed	LOC_Os01g13470.1	no descriptionvery weakly similar to (79.3)AT5G15270| Symbols:  | KH domain-containing protein | chr5:4958741-4960950 FORWARDnot assigned PCBP_like_KH	not assigned.no ontology	35_1

CUST_182205_PI403524517	1	75.27392	41.23553	0.09474087	0.17200232	0.23124313	-0.09474087	-0.84119606	-0.5699291	35_50654	Rep: Hypothetical protein - Streptomyces aureofaciens	UniRef90_Q8GFF2	CHR5V7|COORD:22830994..22833388| carbonic anhydrase family protein	AT5G56330.1	CHR03V5|COORD:20523944..20527257|protein ATP binding protein, putative, expressed	LOC_Os03g37120.1	no descriptionnot assigned not assigned not assigned not assigned PRK07764 PRK12323 COG5373 PRK05648 TT_ORF1 PRK07003	not assigned.unknown	35_2

CUST_88980_PI403524517	1	28.618649	132.07896	-0.14422226	-0.8393774	-0.019685745	0.03572464	0.019685745	0.029045105	35_25457	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_8867_PI404877155	2	43.162052	9.586777	0.19035435	0.23078966	0.2127347	-0.21668053	-0.4044466	-0.19035482	Contig26461_at	ESTs AU067992(C11433),AU077424(C11433) correspond to a region of the predicted gene.~Similar to ABC transporter-7 (U43892) [Oryza sativa (ja	NP_910369.1	mitochondrial half-ABC transporter (STA1)	At5g58270.1	protein ABC transporter protein, putative	Os06g03770	"mitochondrial half-ABC transporter (STA1), identical to half-molecule ABC transporter ATM3 GI:9964121 from (Arabidopsis thaliana); almost identical to mitochondrial half-ABC transporter STA1 GI:9187883 from (Arabidopsis thaliana); identical to cDNA mitoch"	transport.ABC transporters and multidrug resistance systems	34_16

CUST_13999_PI404877155	1	45.957954	136.01933	0.022891998	0.35809326	0.037101746	-0.03962803	-0.022892952	-0.060512543	Contig7779_at	transcription initiation factor IID (TFIID) 23-30kDa subunit (TAF2H) family protein [Arabidopsis thaliana] ref|NP_849481.1| transcription in	NP_194900.1	transcription initiation factor IID (TFIID) 23-30kDa subunit (TAF2H) family protein	At4g31720.2	protein transcription factor IID 30K chain homolog F28M20.90 - Arabidopsis thaliana	Os09g26180	transcription initiation factor IID (TFIID) 23-30kDa subunit (TAF2H) family protein, contains Pfam profile: PF03540 transcription initiation factor TFIID 23-30kDa or  transcription initiation factor IID (TFIID) 23-30kDa subunit (TAF2H) family protein, con	RNA.transcription	27_2

CUST_104037_PI403524517	1	30.240534	67.81817	-0.22984838	-1.0503402	-0.5493207	0.42170238	0.40652275	0.22984791	35_29654	"Cluster: Putative ZmEBE-1 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ZmEBE-1 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5VQM6	"CHR1V7|COORD:26601338..26603551| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G10750.1); similar to unknown protein [Arabidopsis thaliana]"	AT1G70550.2	CHR05V5|COORD:4164005..4157916|protein carboxyl-terminal proteinase, putative, expressed	LOC_Os05g07764.2	" no descriptionweakly similar to ( 138)AT1G70550| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G10750.1); similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G23340.2); similar to putative carboxyl-terminal proteinase [Gossypium hirsutum] (GB:AAK84952.2); contains InterPro domain Protein of unknown function DUF239, plant; (InterPro:IPR004314) | chr1:26601173-26603551 FORWARDDUF239 "	not assigned.unknown	35_2

CUST_23401_PI399408534	1	43.49745	215.71974	0.09448624	-0.29148674	-0.07221317	-2.2546778	0.07221317	0.13636684	35_3553	Rep: Auxin-responsive protein IAA5 - Oryza sativa (Rice)	UniRef90_Q59AF3	"CHR2V7|COORD:9644216..9645539| IAA8 (indoleacetic acid-induced protein 8); transcription factor"	AT2G22670.1	CHR01V5|COORD:28104354..28107826|protein OsIAA5 - Auxin-responsive Aux/IAA gene family member, expressed	LOC_Os01g48444.1	no descriptionweakly similar to ( 186)AT2G22670| Symbols: IAA8 | IAA8 (indoleacetic acid-induced protein 8) | chr2:9644216-9645539 FORWARDmoderately similar to ( 291)IAA5_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned AUX_IAA Extensin_2 PRK12323 PRK07764 DUF1421 Atrophin-1 Pneumo_att_G Tymo_45kd_70kd HPC2 PRK07003 PRK09169 Herpes_UL56 Drf_FH1 PRK05648 Gag_spuma Totivirus_coat AF-4 IER	hormone metabolism.auxin.induced-regulated-responsive-activated	17_2_3

CUST_39940_PI403524517	1	67.98317	34.50369	0.09708643	0.06993103	0.13995743	-0.26915503	-0.4053645	-0.06993103	35_11487	"Cluster: Putative RNA binding motif protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative RNA binding motif protein - Oryza sativa (japonica cultiv"	UniRef90_Q6ATR0	CHR1V7|COORD:11399903..11405702| actin binding	AT1G31810.1	CHR03V5|COORD:33833743..33838582|protein RNA-binding protein 8A, putative, expressed	LOC_Os03g59550.1	no descriptionnot assigned not assigned	not assigned.unknown	35_2

CUST_101866_PI403524517	2	17.611284	48.728886	0.51694345	0.83871937	0.30339384	-0.30339336	-0.42703295	-0.40962124	35_29062	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_15531_PI404877155	1	38.998383	58.561592	0.17740822	0.06593609	0.07447624	-0.13807964	-0.06593704	-0.08434391	Contig9378_at	RAB7A [Lotus corniculatus var. japonicus]	CAA98168.1	Ras-related GTP-binding protein, putative	At4g09720.1	protein RAB7A	Os05g46000	putative RAB7A protein (GTP-binding protein)	signalling.G-proteins	30_5

CUST_163542_PI403524517	1	48.023384	103.10525	0.09989357	0.38893032	0.046857834	-0.083797455	-0.13018894	-0.04685688	35_45604	Rep: Adenylate kinase B - Oryza sativa (Rice)	UniRef90_Q08480	"CHR5V7|COORD:25410500..25412043| ADK1 (ADENYLATE KINASE 1); adenylate kinase"	AT5G63400.1	CHR12V5|COORD:7473822..7477717|protein adenylate kinase A, putative, expressed	LOC_Os12g13380.1	"no descriptionweakly similar to ( 153)AT5G63400| Symbols: ADK1 | ADK1 (ADENYLATE KINASE 1); adenylate kinase | chr5:25410728-25412043 REVERSEweakly similar to ( 163)KAD1_ORYSAnot assigned ADK adk ADK ADK_lid"	nucleotide metabolism.phosphotransfer and pyrophosphatases.adenylate kinase	23_4_1

CUST_3027_PI404877155	1	29.854492	91.236206	0.12981701	0.5036135	0.10298538	-0.17142391	-0.108260155	-0.102986336	Contig13459_at	"Micronuclear linker histone polyprotein (MIC LH) [Contains: Micronuclear linker histone-alpha; Micronuclear linker histone-beta; Micronuclea"	P40631	expressed protein	At3g28770.1	protein PHD-finger, putative	Os11g06130	CAN cell Migration defective CAM-1, Receptor tyrosine kinase (101.0 kD) (cam-1)	RNA.regulation of transcription.PHD finger transcription factor	27_3_63

CUST_103375_PI403524517	1	44.35852	117.29165	0.07769728	0.74226665	0.1270647	-0.18189049	-0.07769728	-0.10539675	35_29479	"Cluster: DNA mismatch repair protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: DNA mismatch repair protein-like - Oryza sativa (japonica cultivar-g"	UniRef90_Q69MM0	"CHR4V7|COORD:16865493..16871532| ATMLH3/MLH3 (MUTL PROTEIN HOMOLOG 3); ATP binding"	AT4G35520.1	CHR09V5|COORD:21877287..21868041|protein ATPase, histidine kinase-, DNA gyrase B-, and HSP90-like domain containing protein, expressed	LOC_Os09g37930.1	no description	not assigned.unknown	35_2

CUST_44397_PI403524517	1	16.689945	84.10217	0.09864998	0.444602	0.13494492	-0.13464832	-0.13325119	-0.09864998	35_12737	"Cluster: Os02g0313500 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0313500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E1R7	CHR1V7|COORD:24844854..24845820| cox19 family protein	AT1G66590.1	CHR02V5|COORD:12382709..12384366|protein cytochrome c oxidase assembly protein COX19, putative, expressed	LOC_Os02g20940.1	no descriptionweakly similar to ( 134)AT1G66590| Symbols:  | cox19 family protein | chr1:24845269-24845820 FORWARDnot assigned	not assigned.no ontology	35_1

CUST_43274_PI403524517	1	35.12671	103.80658	0.060484886	0.7742386	0.23881245	-0.060484886	-0.09761667	-0.1271367	35_12427	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_39481_PI403524517	1	64.33847	11.061657	0.100403786	0.09137821	0.08036709	-0.08036709	-0.13245678	-0.2862091	35_11355	"Cluster: Putative heat-shock protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative heat-shock protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q655N4	CHR1V7|COORD:3921056..3924347| heat shock protein, putative	AT1G11660.1	CHR06V5|COORD:28285536..28292448|protein heat shock protein Hsp88, putative, expressed	LOC_Os06g46600.2	no descriptionnot assigned not assigned not assigned not assigned PRK07764 Atrophin-1 PRK12323 PRK05648	not assigned.unknown	35_2

CUST_65630_PI403524517	1	34.33202	88.95563	0.12965775	0.25643635	0.017333984	-0.019680977	-0.017333984	-0.03204441	35_18745	"Cluster: Aurora kinase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Aurora kinase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q4R1K7	"CHR4V7|COORD:15842561..15844358| ATAUR1 (ATAURORA1); histone serine kinase(H3-S10 specific) / kinase/ protein serine/threonine kinase"	AT4G32830.1	CHR01V5|COORD:4911172..4906692|protein serine/threonine-protein kinase Eg2-like, putative, expressed	LOC_Os01g09580.2	"no descriptionhighly similar to ( 506)AT4G32830| Symbols: ATAUR1 | ATAUR1 (ATAURORA1); histone serine kinase(H3-S10 specific) / kinase/ protein serine/threonine kinase | chr4:15842561-15844358 FORWARDweakly similar to ( 164)CDPK_DAUCACalcium-dependent protein kinase - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase SPS1 Pkinase_Tyr PTKc TyrKc PTKc_FAK PTKc_Tec_like PTK_CCK4 PTKc_Srm_Brk PTKc_Trk PTKc_Csk_like PTKc_Syk_like PTKc_Jak_rpt2 PTKc_Fes_like PTKc_Abl PTKc_Ack_like PTKc_FGFR PTKc_ALK_LTK PTKc_Ror PTKc_Tec_Rlk PTKc_Btk_Bmx PTKc_Musk PTKc_c-ros PTKc_Fes PTKc_Src_like PTKc_Jak2_Jak3_rpt2 PTKc_Itk PTKc_TrkA PTKc_Syk PTKc_TrkC PTKc_TrkB PTKc_Fer PTKc_Frk_like PTKc_Lyn PTKc_Jak1_rpt2 PTKc_FGFR2 PTKc_Ror1 PTKc_InsR_like PTKc_PDGFR PTKc_EGFR_like PTKc_FGFR1 PTKc_FGFR4 PTKc_FGFR3 PTKc_Csk PTKc_EphR PTKc_Tyro3 PTKc_Chk PTKc_Tyk2_rpt2 PTKc_Tie2 PTKc_DDR PTKc_Zap-70 PTKc_Axl PTKc_Ror2 PTKc_Lck_Blk PTKc_EphR_A2 PTKc_Axl_like PTKc_Hck PTKc_EphR_B PTKc_Aatyk PTKc_Tie1 PTK_Ryk PTKc_Tie PTKc_RET PTKc_Aatyk1_Aatyk3 PTKc_Src PTKc_Yes PTKc_EphR_A PTKc_Fyn_Yrk PTKc_EGFR PTKc_Met_Ron PTKc_DDR2 PTKc_DDR_like PTKc_HER4 PTK_Jak_rpt1 PTKc_DDR1 PTKc_IGF-1R PTK_HER3 PTKc_InsR PTKc_VEGFR2 PTKc_VEGFR3 PTKc_Aatyk2 PTKc_HER2"	protein.postranslational modification	29_4

CUST_14433_PI399408534	2	18.69471	39.290142	0.46071625	0.477468	0.20921803	-0.26506138	-0.3061018	-0.20921803	35_16084	Rep: H0820C10.3 protein - Oryza sativa (Rice)	UniRef90_Q01MP5	CHR2V7|COORD:11543873..11548581| AGO4 (ARGONAUTE 4)	AT2G27040.1	CHR04V5|COORD:3550059..3542362|protein argonaute-like protein, putative, expressed	LOC_Os04g06770.2	no descriptionweakly similar to ( 122)AT5G21150| Symbols:  | PAZ domain-containing protein / piwi domain-containing protein | chr5:7193475-7198116 FORWARDnot assigned	RNA.regulation of transcription.Argonaute	27_3_36

CUST_2506_PI403524517	1	7.261264	61.01979	0.20768547	0.4478817	0.1399622	-0.1399622	-0.1533289	-0.16181183	35_681	"Cluster: Hypothetical protein P0686E09.33; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0686E09.33 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5ZDI4	0	0	CHR01V5|COORD:24903707..24902574|protein 3-5 exonuclease eri-1, putative, expressed	LOC_Os01g43080.1	no descriptionnot assigned KapD EXOIII PRK07748 Exonuc_X-T	not assigned.unknown	35_2

CUST_17096_PI403524517	1	84.80549	41.075207	0.0076732635	0.0187006	0.014066696	-0.0076732635	-0.1321001	-0.19039154	35_4943	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q336N7	CHR2V7|COORD:14921117..14922988| shikimate kinase-related	AT2G35500.1	CHR10V5|COORD:22702516..22705408|protein ATP binding protein, putative, expressed	LOC_Os10g42700.1	no descriptionmoderately similar to ( 393)AT2G35500| Symbols:  | shikimate kinase-related | chr2:14921117-14922988 FORWARD	amino acid metabolism.synthesis.aromatic aa.chorismate.shikimate kinase	13_1_6_1_5

CUST_44265_PI403524517	1	70.66563	47.446682	0.299685	0.45667934	0.16540766	-0.27962065	-0.6640706	-0.16540766	35_12700	"Cluster: Thyroid hormone receptor-associated protein complex component TRAP170- like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Thyroid hormone"	UniRef90_Q6ENK5	0	0	CHR09V5|COORD:6048276..6036882|protein SWP, putative, expressed	LOC_Os09g10960.1	no description	not assigned.unknown	35_2

CUST_86_PI399407379	1	48.896183	91.8753	0.22501564	0.5924506	0.06524801	-0.17724991	-0.065247536	-0.19993496	HvRR19									

CUST_50420_PI403524517	1	47.094242	121.22279	0.06700516	0.40867043	0.036050797	-0.08211899	-0.10469437	-0.036050797	35_14393	"Cluster: SUMO-conjugating enzyme UBC9; n=47; Spermatophyta|Rep: SUMO-conjugating enzyme UBC9 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_P35132	"CHR3V7|COORD:2641493..2642495| UBC11 (ubiquitin-conjugating enzyme 11); ubiquitin-protein ligase"	AT3G08690.1	CHR01V5|COORD:35264569..35268845|protein ubiquitin-conjugating enzyme E2-17 kDa, putative, expressed	LOC_Os01g60410.3	"no descriptionmoderately similar to ( 301)AT3G08690| Symbols: UBC11 | UBC11 (ubiquitin-conjugating enzyme 11); ubiquitin-protein ligase | chr3:2641493-2642495 FORWARDweakly similar to ( 144)UBC2_WHEATUbiquitin-conjugating enzyme E2-17 kDa - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG5078 UQ_con UBCc UBCc"	protein.degradation.ubiquitin.E2	29_5_11_3

CUST_23252_PI403524517	1	44.4819	56.884285	0.5525136	0.37632418	0.14607334	-0.14607382	-0.37908363	-0.26062536	35_6757	"Cluster: Hypothetical protein B1103G11.24; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1103G11.24 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6ETI1	"CHR1V7|COORD:30059943..30061904| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G52315.1); similar to hypothetical protein [Oryza sativa (japonica"	AT1G79910.1	CHR02V5|COORD:3212390..3216632|protein expressed protein	LOC_Os02g06430.1	" no descriptionweakly similar to ( 167)AT1G79910| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G52315.1); similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:BAD46051.1); similar to Os02g0159200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001045961.1); contains InterPro domain Protein of unknown function DUF292, eukaryotic; (InterPro:IPR005061) | chr1:30059981-30061904 FORWARDnot assigned DUF292 "	not assigned.unknown	35_2

CUST_18003_PI403524517	1	34.19711	91.3434	0.05897522	0.33569527	0.097558975	-0.110533714	-0.12064457	-0.05897522	35_5199	"Cluster: Os01g0744300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0744300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JJE0	CHR2V7|COORD:10992196..10995730| protein kinase family protein	AT2G25760.1	CHR01V5|COORD:31442973..31438140|protein ATP binding protein, putative, expressed	LOC_Os01g54100.1	no descriptionhighly similar to ( 551)AT2G25760| Symbols:  | protein kinase family protein | chr2:10992196-10995730 REVERSEvery weakly similar to (50.4)CDPK_SOYBNCalcium-dependent protein kinase SK5 - Glycine max (Soybean)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc Pkinase S_TKc SPS1 PRK07764 TT_ORF1 Extensin_2 Atrophin-1 DUF1421 Protamine_P1 DUF1210 Pkinase_Tyr Drf_FH1 PRK12323 PRK05648 FAP PRK06958 TyrKc	protein.postranslational modification	29_4

CUST_103952_PI403524517	1	36.33802	51.562336	1.106679	0.3598013	1.1863575	-0.7670393	-0.35980034	-0.727767	35_29632	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_55026_PI403524517	2	41.167885	48.144848	0.16789341	0.05611801	0.1306076	-0.05611801	-0.0738163	-0.1231308	35_15663	"Cluster: Putative tumor differentially expressed protein 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative tumor differentially expressed protein 1 -"	UniRef90_Q6K688	CHR1V7|COORD:5540899..5542664| TMS membrane family protein / tumour differentially expressed (TDE) family protein	AT1G16180.1	CHR02V5|COORD:33688279..33684870|protein serine incorporator 3, putative, expressed	LOC_Os02g54990.2	no descriptionmoderately similar to ( 254)AT1G16180| Symbols:  | TMS membrane family protein / tumour differentially expressed (TDE) family protein | chr1:5540899-5542664 FORWARDnot assigned Serinc	not assigned.no ontology	35_1

CUST_31436_PI399408534	1	36.9543	75.46811	0.10859442	0.33321095	0.6596184	-0.19728613	-0.10859394	-0.24068213	35_7617	Rep: MYC protein - Oryza sativa (Rice)	UniRef90_Q6QJB9	"CHR1V7|COORD:11799022..11800893| ATMYC2 (JASMONATE INSENSITIVE 1); DNA binding / transcription factor"	AT1G32640.1	CHR10V5|COORD:22527437..22530190|protein transcription factor MYC7E, putative, expressed	LOC_Os10g42430.1	" no descriptionweakly similar to ( 156)AT1G32640| Symbols: RD22BP1, JAI1, JIN1, MYC2, ZBF1, ATMYC2 | ATMYC2 (JASMONATE INSENSITIVE 1); DNA binding / transcription factor | chr1:11799022-11800893 REVERSEvery weakly similar to (50.1)ARRS_MAIZEAnthocyanin regulatory R-S protein - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Extensin_2 Atrophin-1 Tymo_45kd_70kd PRK12323 PRK07003 DUF566 Herpes_BLLF1 APC_basic PRK07764 DUF1421 HPC2 TT_ORF1 Drf_FH1 IER PRK09169 "	RNA.regulation of transcription.bHLH,Basic Helix-Loop-Helix family	27_3_6

CUST_44510_PI403524517	1	47.729393	100.19515	0.1671238	0.6787605	0.10095692	-0.20355606	-0.10095787	-0.28984642	35_12769	0	0	CHR1V7|COORD:11399903..11405702| actin binding	AT1G31810.1	CHR04V5|COORD:33923433..33926185|protein expressed protein	LOC_Os04g57360.1	no description	not assigned.unknown	35_2

CUST_11104_PI404877155	1	49.101513	68.10136	-0.2578373	-0.41469002	-0.07543087	0.15785122	0.22529316	0.07543087	Contig481_s_at	sucrose-UDP glucosyltransferase 2 [Oryza sativa] sp|P31924|SUS2_ORYSA Sucrose synthase 2 (Sucrose-UDP glucosyltransferase 2) emb|CAA41774.1|	NP_909830.1	sucrose synthase, putative / sucrose-UDP glucosyltransferase, putative	At3g43190.1	protein sucrose-UDP glucosyltransferase 2	Os03g28330	sucrose synthase, putative / sucrose-UDP glucosyltransferase, putative, strong similarity to sucrose synthase GI:6682841 from (Citrus unshiu)	major CHO metabolism.degradation.sucrose.Susy	2_2_1_05

CUST_171697_PI403524517	2	14.348172	25.681738	0.2538433	0.30136776	0.17712212	-0.20387936	-0.17712212	-0.23606396	35_47840	Rep: Chloroplast 30S ribosomal protein S11 - Zea mays (Maize)	UniRef90_P09561	CHRCV7|COORD:78960..79376| 30S chloroplast ribosomal protein S11	ATCG00750.1	CHR09V5|COORD:4037693..4036616|protein DNA-directed RNA polymerase alpha chain, putative	LOC_Os09g07910.1	no descriptionweakly similar to ( 101)ATCG00750| Symbols: RPS11 | 30S chloroplast ribosomal protein S11 | chrC:78960-79376 REVERSEweakly similar to ( 171)RR11_WHEATChloroplast 30S ribosomal protein S11 - Triticum aestivum (Wheat)not assigned rps11 PRK05309 Ribosomal_S11 RpsK	protein.synthesis.mito/plastid ribosomal protein.plastid	29_2_1_1

CUST_23095_PI403524517	1	47.719383	78.00775	0.20028114	0.16356277	0.014512062	-0.041870117	-0.014511585	-0.04045582	35_6712	"Cluster: Hypothetical protein OJ1077_E05.16; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1077_E05.16 - Oryza sativa (japonica cultiv"	UniRef90_Q6EUQ4	"CHR2V7|COORD:8367431..8368989| similar to unnamed protein product [Ostreococcus tauri] (GB:CAL51685.1); similar to Os02g0175900 [Oryza sativa (japonica"	AT2G19270.1	CHR02V5|COORD:4147059..4144325|protein expressed protein	LOC_Os02g07920.1	"no descriptionvery weakly similar to (76.6)AT2G19270| Symbols:  | similar to unnamed protein product [Ostreococcus tauri] (GB:CAL51685.1); similar to Os02g0175900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001046059.1) | chr2:8367431-8368989 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK05648 PRK12323 PRK07003"	not assigned.unknown	35_2

CUST_19594_PI403524517	1	122.429146	18.033484	0.032329082	0.046435833	0.03873682	-0.03232956	-0.53884745	-0.10172033	35_5677	"Cluster: Cell division protein FtsH protease-like; n=1; Arabidopsis thaliana|Rep: Cell division protein FtsH protease-like - Arabidopsis thaliana (Mouse-ear cre"	UniRef90_Q9FGM0	"CHR5V7|COORD:21580249..21585148| FTSH11 (FtsH protease 11); ATP-dependent peptidase/ ATPase/ metallopeptidase"	AT5G53170.1	CHR01V5|COORD:24950033..24942951|protein OsFtsH9 - Oryza sativa FtsH protease, homologue of AtFtsH11, expressed	LOC_Os01g43150.1	" no descriptionmoderately similar to ( 408)AT5G53170| Symbols: FTSH11 | FTSH11 (FtsH protease 11); ATP-dependent peptidase/ ATPase/ metallopeptidase | chr5:21580249-21585148 REVERSEweakly similar to ( 129)FTSH_TOBACCell division protease ftsH homolog, chloroplast precursor - Nicotiana tabacum (Common tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned HflB hflB RPT1 PRK03992 SpoVK COG1223 AAA PRK04195 "	protein.degradation.metalloprotease	29_5_7

CUST_162911_PI403524517	2	44.700676	46.30979	0.033434868	0.07427025	0.03770256	-0.09101486	-0.07575989	-0.033434868	35_45437	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2RA18	"CHR5V7|COORD:25665295..25666641| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G21050.1); similar to Os11g0169600 [Oryza sativa (japonica"	AT5G64090.1	CHR11V5|COORD:3364801..3363066|protein expressed protein	LOC_Os11g06860.2	no description	not assigned.unknown	35_2

CUST_70005_PI403524517	1	15.491334	181.23256	0.055954933	0.3147211	-0.055955887	-0.4285679	-0.34394646	0.9324503	35_20033	"Cluster: Os01g0939600 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0939600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JG64	"CHR2V7|COORD:17333879..17335732| GPDHC1; glycerol-3-phosphate dehydrogenase (NAD+)"	AT2G41540.3	CHR01V5|COORD:41572437..41576776|protein glycerol-3-phosphate dehydrogenase, putative, expressed	LOC_Os01g71280.1	"no descriptionmoderately similar to ( 240)AT2G41540| Symbols: GPDHC1 | GPDHC1; glycerol-3-phosphate dehydrogenase (NAD+) | chr2:17333879-17335732 FORWARDnot assigned"	lipid metabolism.glyceral metabolism.Glycerol-3-phosphate dehydrogenase (NAD+)	11_5_2

CUST_24856_PI403524517	2	33.196274	45.36533	0.15482998	0.28948116	0.12797785	-0.23376226	-0.12797785	-0.25581074	35_7212	"Cluster: ATPase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: ATPase-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5VMB3	CHR1V7|COORD:27515383..27518444| ATP binding / ATP-dependent peptidase/ nucleoside-triphosphatase/ nucleotide binding / serine-type endopeptidase	AT1G73170.1	CHR06V5|COORD:2862424..2866707|protein expressed protein	LOC_Os06g06190.1	no descriptionhighly similar to ( 517)AT1G73170| Symbols:  | ATP binding / ATP-dependent peptidase/ nucleoside-triphosphatase/ nucleotide binding / serine-type endopeptidase | chr1:27515383-27518056 REVERSESpoIIIAA AAA_R3H AAA AAA	not assigned.no ontology	35_1

CUST_99439_PI403524517	2	7.6353555	28.084362	-1.7484698	-1.5451686	-2.5833359	1.7941589	1.5451684	1.7279902	35_28386	Rep: Putative polyubiquitin - Oryza sativa (Rice)	UniRef90_Q8W5Q6	CHR5V7|COORD:14970012..14970980| UBQ9 (ubiquitin 9)	AT5G37640.1	CHR10V5|COORD:17393077..17395613|protein polyubiquitin containing 7 ubiquitin monomers, putative, expressed	LOC_Os10g33620.1	no descriptionweakly similar to ( 123)AT5G37640| Symbols: UBQ9 | UBQ9 (ubiquitin 9) | chr5:14970012-14970980 REVERSEvery weakly similar to (58.9)UBIQ_CHLREUbiquitin - Chlamydomonas reinhardtiinot assigned not assigned ubiquitin UBQ Ubiquitin UBL Nedd8	protein.degradation.ubiquitin.ubiquitin	29_5_11_1

CUST_149850_PI403524517	1	72.81636	41.63131	-0.2662573	-0.38340473	-0.15903139	0.15903139	0.25580025	0.64503956	35_41921	Rep: F18O14.34 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q9LN36	"CHR1V7|COORD:6774928..6777083| GAMMA CA1 (GAMMA CARBONIC ANHYDRASE 1); carbonate dehydratase"	AT1G19580.1	CHR01V5|COORD:10115989..10120593|protein transcription factor APFI, putative, expressed	LOC_Os01g18070.1	"no descriptionvery weakly similar to (93.2)AT1G19580| Symbols: GAMMA CA1 | GAMMA CA1 (GAMMA CARBONIC ANHYDRASE 1); carbonate dehydratase | chr1:6774928-6777083 FORWARD"	mitochondrial electron transport / ATP synthesis.NADH-DH.carbonic anhydrase	9_1_1_5

CUST_159355_PI403524517	1	71.07553	28.584246	0.2910776	0.27066088	0.16263914	-0.16263914	-0.8950467	-0.49078894	35_44477	"Cluster: Putative riboflavin biosynthesis protein ribA; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative riboflavin biosynthesis protein ribA - Oryza s"	UniRef90_Q6Z234	CHR2V7|COORD:9537734..9539771| riboflavin biosynthesis protein, putative	AT2G22450.1	CHR02V5|COORD:21929696..21924751|protein riboflavin biosynthesis protein ribAB, chloroplast precursor, putative, expressed	LOC_Os02g36340.2	no descriptionPRK09311	not assigned.unknown	35_2

CUST_35606_PI403524517	1	31.196253	84.3076	0.2513113	0.52009296	0.056653976	-0.05665493	-0.10928154	-0.09129906	35_10268	Rep: Protein-O-fucosyltransferase 1 - Oryza sativa (Rice)	UniRef90_Q659R8	CHR3V7|COORD:1513564..1514619| similar to protein-O-fucosyltransferase 1 [Saccharum officinarum] (GB:CAH40838.1)	AT3G05320.1	CHR02V5|COORD:3702928..3705407|protein protein-O-fucosyltransferase 1, putative, expressed	LOC_Os02g07200.3	no descriptionweakly similar to ( 176)AT3G05320| Symbols:  | similar to protein-O-fucosyltransferase 1 [Saccharum officinarum] (GB:CAH40838.1) | chr3:1513564-1514619 REVERSE	not assigned.unknown	35_2

CUST_48812_PI403524517	1	41.887894	120.1692	0.24883938	1.0693855	0.040110588	-0.09902954	-0.09296131	-0.040110588	35_13940	Rep: Probable histone H2A.4 - Oryza sativa (Rice)	UniRef90_Q6L500	CHR5V7|COORD:575435..576454| histone H2A, putative	AT5G02560.1	CHR05V5|COORD:22574849..22573640|protein histone H2A, putative, expressed	LOC_Os05g38640.1	 no descriptionweakly similar to ( 147)AT5G02560| Symbols:  | histone H2A, putative | chr5:575435-576454 FORWARDweakly similar to ( 153)H2A6_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned H2A H2A HTA1 Histone PRK12678 PRK07003 	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_38121_PI403524517	1	36.58859	111.0006	0.11439514	0.46267223	0.03637886	-0.036377907	-0.073513985	-0.046967506	35_10969	"Cluster: Cysteine proteinase precursor, AN11; n=1; Ananas comosus|Rep: Cysteine proteinase precursor, AN11 - Ananas comosus (Pineapple)"	UniRef90_O81085	"CHR5V7|COORD:18630527..18631986| SAG12 (SENESCENCE-ASSOCIATED GENE 12); cysteine-type peptidase"	AT5G45890.1	CHR01V5|COORD:39425858..39428613|protein expressed protein	LOC_Os01g67350.1	"no descriptionvery weakly similar to (53.9)AT5G45890| Symbols: SAG12 | SAG12 (SENESCENCE-ASSOCIATED GENE 12); cysteine-type peptidase | chr5:18630527-18631986 FORWARDvery weakly similar to (60.5)ACTN_ACTCHActinidain precursor - Actinidia chinensis (Kiwi) (Yangtao)not assigned Inhibitor_I29"	protein.degradation.cysteine protease	29_5_3

CUST_173509_PI403524517	1	72.96046	44.91788	-0.16691208	-0.06144476	-0.12765884	0.5667124	0.50990295	0.061445236	35_48314	"Cluster: Putative SSR alpha subunit; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative SSR alpha subunit - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5Z9P6	CHR2V7|COORD:9075509..9077288| translocon-associated protein alpha (TRAP alpha) family protein	AT2G21160.1	CHR06V5|COORD:30370095..30373535|protein translocon-associated protein alpha subunit precursor, putative, expressed	LOC_Os06g50154.1	no descriptionvery weakly similar to (60.1)AT2G21160| Symbols:  | translocon-associated protein alpha (TRAP alpha) family protein | chr2:9075509-9077391 FORWARDnot assigned	not assigned.no ontology	35_1

CUST_41224_PI403524517	2	38.059288	30.391462	-0.339705	-0.44366312	-0.2369399	0.36528444	0.521636	0.23693943	35_11850	"Cluster: Hypothetical protein OJ1311_H06.6-2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1311_H06.6-2 - Oryza sativa (japonica cult"	UniRef90_Q6ZFZ3	"CHR5V7|COORD:7753560..7754393| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G25640.1); similar to Os05g0577100 [Oryza sativa (japonica"	AT5G23100.1	CHR02V5|COORD:29358233..29359641|protein plant-specific domain TIGR01570 family protein, expressed	LOC_Os02g47980.1	" no descriptionweakly similar to ( 189)AT5G23100| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G25640.1); similar to Os05g0577100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001056405.1); similar to Os01g0642600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001043690.1); similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:BAB90468.1); contains InterPro domain Protein of unknown function DUF617, plant; (InterPro:IPR006460) | chr5:7753560-7754393 FORWARDnot assigned not assigned DUF617 PRK12678 PRK07003 "	not assigned.unknown	35_2

CUST_132857_PI403524517	1	41.024975	67.8744	0.31944466	0.3969164	0.06102419	-0.12039757	-0.15003729	-0.061023712	35_37308	"Cluster: Putative translation initiation factor eIF-2B epsilon subunit; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative translation initiation"	UniRef90_Q6K3F7	CHR2V7|COORD:14753419..14755611| eIF4-gamma/eIF5/eIF2-epsilon domain-containing protein	AT2G34970.1	CHR02V5|COORD:34778287..34787518|protein translation initiation factor eIF-2B epsilon subunit, putative, expressed	LOC_Os02g56740.1	no descriptionmoderately similar to ( 202)AT2G34970| Symbols:  | eIF4-gamma/eIF5/eIF2-epsilon domain-containing protein | chr2:14753419-14755611 FORWARDnot assigned	protein.synthesis.initiation	29_2_3

CUST_46393_PI403524517	1	32.074635	84.92428	-0.2714262	-1.1425276	-0.31755543	0.30909824	0.4848318	0.2714262	35_13286	"Cluster: Hypothetical protein P0579G08.7; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0579G08.7 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6K5Q2	"CHR2V7|COORD:16735456..16738238| similar to proline-rich family protein [Arabidopsis thaliana] (TAIR:AT3G09000.1); similar to Os01g0141900 [Oryza"	AT2G40070.1	CHR02V5|COORD:17144640..17147945|protein expressed protein	LOC_Os02g28970.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Protamine_P1 PRK07003 Herpes_BLLF1 TT_ORF1 PRK12323 HPC2 PRK07764 Pneumo_att_G APC_basic	not assigned.unknown	35_2

CUST_92526_PI403524517	1	63.274208	49.964115	0.2856512	0.3860278	0.12354994	-0.12354946	-0.3441167	-0.5548291	35_26456	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_3160_PI404877155	1	46.35526	100.50822	0.00683403	0.48109627	0.22097397	-0.00683403	-0.01930523	-0.014640808	Contig13627_at	expressed protein [Arabidopsis thaliana] pir||F86306 F20D23.22 protein - Arabidopsis thaliana gb|AAD50022.1| Unknown protein [Arabidopsis th	NP_564013.1	expressed protein	At1g17080.1	protein expressed protein	Os01g47680	"3.1_Homeodomain  T00128 HOXA4; Species: chick."	RNA.regulation of transcription	27_3

CUST_157681_PI403524517	1	64.8271	46.66239	0.27823973	0.09769535	0.25383425	-0.12116337	-0.30410576	-0.097694874	35_44023	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_22399_PI403524517	1	86.736176	32.85512	0.3005619	0.20689249	0.15720987	-0.25460052	-0.81386805	-0.15721035	35_6506	"Cluster: DENN (AEX-3) domain-containing protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: DENN (AEX-3) domain-containing protein-like - Oryza sativ"	UniRef90_Q6ZGD1	CHR5V7|COORD:13759688..13764694| DENN (AEX-3) domain-containing protein	AT5G35560.1	CHR02V5|COORD:32864539..32852915|protein expressed protein	LOC_Os02g53700.6	no descriptionvery weakly similar to (77.8)AT5G35560| Symbols:  | DENN (AEX-3) domain-containing protein | chr5:13759688-13764694 REVERSE	not assigned.no ontology	35_1

CUST_18619_PI403524517	1	97.973816	19.900248	0.034555435	0.051836014	0.045758247	-0.034555435	-0.22249222	-0.05714321	35_5384	Rep: UPI0000618398 UniRef100 entry - Bos Taurus	UniRef90_UPI0000618398	0	0	CHR04V5|COORD:47959..52365|protein formin Homology 2 Domain containing protein, expressed	LOC_Os04g01070.1	no description	not assigned.unknown	35_2

CUST_5484_PI403524517	1	49.159683	95.63191	0.08933258	0.38488102	0.07475281	-0.23188496	-0.18923473	-0.07475281	35_1511	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_86565_PI403524517	1	52.14359	22.168959	0.08486462	0.068424225	0.05422306	-0.1425438	-0.18360233	-0.05422306	35_24792	"Cluster: Putative elicitor inducible beta-1,3-glucanase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative elicitor inducible beta-1,3-glucanase - Oryza"	UniRef90_Q6H4Z1	CHR4V7|COORD:9646552..9648056| glycosyl hydrolase family 17 protein	AT4G17180.1	CHR09V5|COORD:5429895..5432234|protein glucan endo-1,3-beta-glucosidase 5 precursor, putative, expressed	LOC_Os09g09980.1	 no descriptionmoderately similar to ( 337)AT4G17180| Symbols:  | glycosyl hydrolase family 17 protein | chr4:9646552-9648056 FORWARDweakly similar to ( 125)E13B_WHEATGlucan endo-1,3-beta-glucosidase precursor - Triticum aestivum (Wheat)X8 Glyco_hydro_17 	misc.beta 1,3 glucan hydrolases	26_4

CUST_9094_PI403524517	1	47.18452	128.38844	0.03890896	0.39530754	0.04351425	-0.09767437	-0.055789948	-0.038908005	35_2549	"Cluster: TATA-box-binding protein 1; n=16; Magnoliophyta|Rep: TATA-box-binding protein 1 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_P28147	"CHR1V7|COORD:20729816..20731149| TBP2 (TATA binding protein 2); DNA binding / RNA polymerase II transcription factor"	AT1G55520.2	CHR03V5|COORD:25588707..25593786|protein TATA-binding protein 2, putative, expressed	LOC_Os03g45410.1	"no descriptionmoderately similar to ( 367)AT1G55520| Symbols: ATTBP2 | TBP2 (TATA binding protein 2); DNA binding / RNA polymerase II transcription factor | chr1:20729816-20731149 REVERSEmoderately similar to ( 383)TBP2_MAIZETATA-box-binding protein 2 - Zea mays (Maize)not assigned not assigned not assigned not assigned TBP_eukaryotes TBP_TLF SPT15 TLF PRK00394 TBP_archaea TBP"	RNA.transcription	27_2

CUST_20356_PI399408534	2	47.585217	34.79516	0.75955105	0.6692734	0.36303806	-0.40630817	-0.8195977	-0.36303806	35_14913	Rep: GTPase, putative - Plasmodium berghei	UniRef90_Q4Z285	CHR5|COORD:19184132..19186160| Ras-related GTP-binding protein, putative, similar to GTP-binding protein GI:303750 from (Pisum sativum)	AT5G47200.1	CHR01V5|COORD:21473286..21470240|protein ras-related protein RIC1, putative, expressed	LOC_Os01g37800.1	" no descriptionvery weakly similar to (56.6)AT5G47200| Symbols: AtRABD2b, AtRab1A | AtRABD2b/AtRab1A (Arabidopsis Rab GTPase homolog D2b); GTP binding | chr5:19184256-19185945 FORWARDvery weakly similar to (56.6)YPTV1_VOLCAGTP-binding protein yptV1 - Volvox carterinot assigned not assigned not assigned not assigned not assigned not assigned Rab1_Ypt1 RAB Rab18 Rab8_Rab10_Rab13_like Rab Rab19 Rab35 Rab11_like Ras Rab4 Rab30 Rab36_Rab34 Rab3 Rab14 "	signalling.G-proteins	30_5

CUST_33919_PI403524517	1	40.659855	80.554565	0.32192707	0.53775406	0.05019188	-0.11989927	-0.087236404	-0.050192356	35_9777	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_11960_PI404877155	1	51.17306	41.937027	0.037506104	0.09279442	0.067744255	-0.123633385	-0.037506104	-0.09855461	Contig5672_at	RNA-binding protein, putative [Arabidopsis thaliana] dbj|BAB10366.1| unnamed protein product [Arabidopsis thaliana] gb|AAL31194.1| AT5g61030	NP_200911.1	RNA-binding protein, putative	At5g61030.1	protein RNA-binding protein precursor	Os12g31800	NONE	RNA.RNA binding	27_4

CUST_27884_PI403524517	1	32.72783	74.23939	-0.07466698	-0.24242592	-0.07449722	0.07449722	0.1341505	0.08439541	35_8062	"Cluster: Receptor-like kinase Xa21-binding protein 3; n=2; Oryza sativa|Rep: Receptor-like kinase Xa21-binding protein 3 - Oryza sativa (Rice)"	UniRef90_Q8LLW2	CHR2V7|COORD:12385619..12387551| ankyrin repeat family protein	AT2G28840.1	CHR05V5|COORD:621362..617592|protein ankyrin repeat domain-containing protein 28, putative, expressed	LOC_Os05g02130.1	no descriptionvery weakly similar to (91.7)AT2G28840| Symbols:  | ankyrin repeat family protein | chr2:12385619-12387551 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned ANK PRK12323 PRK07003 PRK07764 Herpes_BLLF1 PRK12678 TT_ORF1 PRK12372 PRK08770 PRK05648 PRK08853	cell.organisation	31_1

CUST_149108_PI403524517	2	31.402002	49.27679	0.51615	0.583735	0.18818998	-0.31393814	-0.18819046	-0.36426115	35_41710	0	0	CHR5V7|COORD:2853067..2854344| zinc finger (C3HC4-type RING finger) family protein	AT5G08750.2	CHR04V5|COORD:35213760..35211264|protein protein binding protein, putative, expressed	LOC_Os04g59580.1	no description	not assigned.unknown	35_2

CUST_6970_PI399408534	1	61.433018	45.944386	-0.39996004	-0.62303925	-0.23833132	0.5525751	0.23833084	0.94953156	35_16301	"Cluster: Serine/threonine kinase receptor-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Serine/threonine kinase receptor-like protein - Oryza s"	UniRef90_Q84SH0	CHR4V7|COORD:12129496..12134097| protein kinase family protein	AT4G23160.1	CHR07V5|COORD:21102815..21108266|protein serine/threonine kinase-like protein, putative, expressed	LOC_Os07g35260.1	no descriptionweakly similar to ( 174)AT4G23160| Symbols:  | protein kinase family protein | chr4:12129496-12134097 FORWARDvery weakly similar to (75.5)PSKR_DAUCAPhytosulfokine receptor precursor - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc TyrKc Pkinase PTKc Pkinase_Tyr PTKc_Frk_like PTKc_Srm_Brk PTKc_Src_like PTKc_Fyn_Yrk PTKc_EGFR_like PTKc_Tec_like SPS1 PTKc_Yes PTKc_Trk PTKc_InsR_like PTKc_Ror PTKc_Src PTKc_Lck_Blk	signalling.receptor kinases.DUF 26	30_2_17

CUST_82571_PI403524517	1	28.193928	83.31937	0.01013279	0.14054585	0.08495331	-0.01629448	-0.01812458	-0.01013279	35_23683	"Cluster: Hypothetical protein At2g44360; n=1; Arabidopsis thaliana|Rep: Hypothetical protein At2g44360 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_O64870	"CHR2V7|COORD:18327931..18328660| similar to Os09g0553800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001063883.1); contains domain BRCT domain"	AT2G44360.1	CHR09V5|COORD:21941524..21945056|protein expressed protein	LOC_Os09g38080.1	"no descriptionweakly similar to ( 160)AT2G44360| Symbols:  | similar to Os09g0553800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001063883.1); contains domain BRCT domain (SSF52113) | chr2:18327931-18328660 REVERSE"	not assigned.unknown	35_2

CUST_24998_PI399408534	1	76.1136	49.682816	0.11990833	0.12076473	0.039868355	-0.2844906	-0.3994074	-0.0398674	35_8318	Rep: Chromatin-remodeling factor CHD3 - Oryza sativa (Rice)	UniRef90_Q6YNJ6	CHR2V7|COORD:10721490..10730842| PKL/SSL2 (PICKLE, SUPPRESSOR OF SLR2)	AT2G25170.1	CHR06V5|COORD:4182563..4166231|protein CHD3-type chromatin remodeling factor PICKLE, putative, expressed	LOC_Os06g08480.1	 no descriptionmoderately similar to ( 386)AT2G25170| Symbols: CHR6, GYM, CHD3, SSL2, PKL | PKL/SSL2 (PICKLE, SUPPRESSOR OF SLR2) | chr2:10721490-10730842 FORWARDmoderately similar to ( 223)ISW2_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned SNF2_N HepA 	RNA.regulation of transcription.Chromatin Remodeling Factors	27_3_44

CUST_18732_PI404877155	1	37.000866	97.45806	-0.11951256	-0.36944866	-0.040104866	0.04010582	0.07549572	0.08894634	HVSMEm0021I24r2_x_at	0	0	0	0	0	0	gi|32488880|emb|CAE03552.1| OSJNBa0060D06.18	transport.calcium	34_21

CUST_179626_PI403524517	1	80.198944	15.531739	-0.035982132	-0.043182373	-0.031825066	0.03182602	0.2698698	0.40490913	35_49954	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_115546_PI403524517	1	22.40321	59.22146	0.53061676	0.6217108	0.14103651	-0.2179594	-0.14103651	-0.2111206	35_32772	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_6620_PI403524517	1	50.234226	48.00577	0.15322876	0.058395386	0.090081215	-0.14423752	-0.18606281	-0.058395386	35_1838	"Cluster: F1F0-ATPase inhibitor protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: F1F0-ATPase inhibitor protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q9XIV2	CHR5V7|COORD:1372203..1373362| F1F0-ATPase inhibitor protein, putative	AT5G04750.1	CHR08V5|COORD:27833353..27835113|protein expressed protein	LOC_Os08g44460.3	no description	not assigned.unknown	35_2

CUST_89057_PI403524517	1	23.617054	84.23964	0.17375422	0.5728221	0.12654114	-0.18291092	-0.12654114	-0.20512247	35_25478	"Cluster: GAMYB-binding protein; n=2; Hordeum vulgare subsp. vulgare|Rep: GAMYB-binding protein - Hordeum vulgare var. distichum (Two-rowed barley)"	UniRef90_Q6J6M8	CHR2V7|COORD:19003184..19005536| BTB/POZ domain-containing protein	AT2G46260.1	CHR06V5|COORD:18085703..18079932|protein GAMYB-binding protein, putative, expressed	LOC_Os06g31100.1	no descriptionweakly similar to ( 136)AT2G46260| Symbols:  | BTB/POZ domain-containing protein | chr2:19003184-19005536 FORWARD	not assigned.no ontology.BTB/POZ domain-containing protein	35_1_9

CUST_134871_PI403524517	1	44.52399	61.431152	0.11525154	0.49053383	0.3108368	-0.23222542	-0.30856323	-0.11525154	35_37840	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_143427_PI403524517	1	110.16472	23.36183	0.09948158	0.12940931	0.16005707	-0.09948158	-0.6264024	-0.10120726	35_40187	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_162010_PI403524517	1	49.981045	73.55493	-0.14274693	-0.32000065	-0.06694698	0.06694698	0.16983414	0.08869457	35_45189	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_159088_PI403524517	1	83.427315	32.55334	0.117844105	0.17038584	0.23029518	-0.28210688	-0.7206502	-0.11784458	35_44404	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_9588_PI403524517	1	49.862473	53.516956	0.12636566	0.21140099	0.067578316	-0.167027	-0.067578316	-0.21324396	35_2701	"Cluster: Putative ariadne; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ariadne - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ZIV0	CHR1V7|COORD:24304828..24309822| zinc finger protein-related	AT1G65430.1	CHR09V5|COORD:20000609..20006083|protein ARIADNE-like protein ARI5, putative, expressed	LOC_Os09g33876.1	no descriptionmoderately similar to ( 299)AT2G31510| Symbols:  | IBR domain-containing protein / ARIADNE-like protein ARI7 (ARI7) | chr2:13424068-13428247 REVERSEnot assigned not assigned not assigned IBR IBR	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_33321_PI403524517	1	81.582405	47.80691	0.09955788	0.1903987	0.07991505	-0.07991552	-0.37641573	-0.718174	35_9609	"Cluster: Respiratory burst oxidase protein D, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Respiratory burst oxidase protein D, putativ"	UniRef90_Q2R351	CHR5V7|COORD:20774710..20779401| RHD2 (ROOT HAIR DEFECTIVE 2)	AT5G51060.1	CHR11V5|COORD:19094970..19087450|protein respiratory burst oxidase protein D, putative, expressed	LOC_Os11g33120.2	 no descriptionmoderately similar to ( 291)AT5G51060| Symbols: ATRBOHC, RBOHC, RHD2 | RHD2 (ROOT HAIR DEFECTIVE 2) | chr5:20774710-20779401 REVERSEnot assigned not assigned not assigned NADPH_Ox 	stress.biotic.respiratory burst	20_1_1

CUST_140_PI404877155	2	16.828787	42.853046	0.16549683	0.2713623	0.4056244	-0.16854286	-0.16549683	-0.22087097	ChlorContig14_at	0	0	0	0	0	0	chloroplast gene encoding a CP43 subunit of  the photosystem II reaction center. promoter contains a blue-light responsive element.	PS.lightreaction.photosystem II.PSII polypeptide subunits	1_01_01_02

CUST_49873_PI403524517	2	47.251804	36.046364	1.1651697	1.7288694	2.4452095	-1.2611418	-1.1651697	-2.5750299	35_14238	Rep: Phenylalanine ammonia-lyase - Triticum aestivum (Wheat)	UniRef90_Q43210	"CHR3V7|COORD:19755234..19757597| PAL2 (phenylalanine ammonia-lyase 2); phenylalanine ammonia-lyase"	AT3G53260.1	CHR04V5|COORD:25710651..25707907|protein phenylalanine ammonia-lyase, putative, expressed	LOC_Os04g43800.1	"no descriptionmoderately similar to ( 211)AT3G53260| Symbols: PAL2 | PAL2 (phenylalanine ammonia-lyase 2); phenylalanine ammonia-lyase | chr3:19755234-19757597 REVERSEmoderately similar to ( 265)PALY_WHEATPhenylalanine ammonia-lyase - Triticum aestivum (Wheat)not assigned"	secondary metabolism.phenylpropanoids.lignin biosynthesis.PAL	16_2_1_1

CUST_16566_PI404877155	1	70.49061	41.013725	-0.031632423	-0.07100105	-0.07658672	0.031632423	0.08946037	0.16619968	HB20G11r_s_at	KH domain-containing protein [Arabidopsis thaliana]	NP_192745.2	KH domain-containing protein	At4g10070.1	protein KH domain, putative	Os08g01930	"1.1_bZIP   T00782 TAF(II) 135;"	RNA.transcription	27_2

CUST_179762_PI403524517	1	71.75831	37.694435	0.24534702	0.10883951	0.21126413	-0.10883999	-0.49886942	-0.22793102	35_49991	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10QS2	CHR4V7|COORD:16414117..16418668| binding	AT4G34310.2	CHR03V5|COORD:4461999..4468639|protein expressed protein	LOC_Os03g08700.1	no descriptionmoderately similar to ( 209)AT4G34310| Symbols:  | binding | chr4:16414117-16419546 FORWARD	not assigned.unknown	35_2

CUST_152928_PI403524517	2	49.933083	8.766328	0.101233006	0.0860734	0.099892616	-0.22852802	-0.12648487	-0.08607292	35_42742	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_78261_PI403524517	1	96.73455	46.57622	0.080011845	0.09572983	0.18351364	-0.08001137	-0.5584011	-0.15774155	35_22435	"Cluster: Os06g0677300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0677300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DA54	CHR3V7|COORD:219891..221714| proline-rich family protein	AT3G01560.1	CHR06V5|COORD:28132803..28137105|protein protein binding protein, putative, expressed	LOC_Os06g46366.1	no description	not assigned.unknown	35_2

CUST_92506_PI403524517	1	47.030453	98.029015	-0.15315819	-0.4928298	-0.055966854	0.05596733	0.14927053	0.09402418	35_26450	"Cluster: Os01g0631400 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0631400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JL18	"CHR1V7|COORD:1994169..1996066| ATGPAT1/GPAT1 (GLYCEROL-3-PHOSPHATE ACYLTRANSFERASE 1); 1-acylglycerol-3-phosphate O-acyltransferase/"	AT1G06520.1	CHR01V5|COORD:25583849..25590829|protein glycerol-3-phosphate acyltransferase 1, putative, expressed	LOC_Os01g44069.1	" no descriptionweakly similar to ( 125)AT1G06520| Symbols: ATGPAT1, GPAT1 | ATGPAT1/GPAT1 (GLYCEROL-3-PHOSPHATE ACYLTRANSFERASE 1); 1-acylglycerol-3-phosphate O-acyltransferase/ acyltransferase | chr1:1994169-1996066 REVERSEnot assigned not assigned not assigned "	lipid metabolism.Phospholipid synthesis	11_3

CUST_13880_PI399408534	2	37.315147	33.024147	0.36074734	0.5381632	0.28427505	-0.57699394	-0.36010075	-0.284276	35_46702	Rep: MADS box transcription factor - Triticum aestivum (Wheat)	UniRef90_O82128	"CHR1V7|COORD:25986239..25989765| AP1 (APETALA1); DNA binding / transcription factor"	AT1G69120.1	CHR03V5|COORD:2412033..2428326|protein protein PIR, putative, expressed	LOC_Os03g05020.1	"no descriptionweakly similar to ( 116)AT1G69120| Symbols: AP1 | AP1 (APETALA1); DNA binding / transcription factor | chr1:25986239-25989765 REVERSEweakly similar to ( 125)MAD14_ORYSAnot assigned not assigned MADS_MEF2_like MADS MADS MADS_SRF_like SRF-TF"	RNA.regulation of transcription.MADS box transcription factor family	27_3_24

CUST_93412_PI403524517	1	23.148897	72.16853	0.24101019	0.53013086	0.11449957	-0.11449957	-0.14343691	-0.18218517	35_26707	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_131383_PI403524517	1	67.43113	28.332817	0.12258959	0.21352768	0.21034765	-0.122590065	-0.54252386	-0.27907324	35_36899	"Cluster: Os08g0430000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os08g0430000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J5J9		0	CHR08V5|COORD:20649825..20643254|protein expressed protein	LOC_Os08g33320.1	no description	not assigned.unknown	35_2

CUST_15087_PI403524517	1	65.68113	44.826237	-0.063928604	-0.11237621	-0.048024178	0.06512928	0.048024178	0.15853214	35_4347	"Cluster: Putative DegP2 protease; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative DegP2 protease - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z806	"CHR5V7|COORD:16087630..16090329| DEGP9 (DEGP PROTEASE 9); serine-type peptidase/ trypsin"	AT5G40200.1	CHR02V5|COORD:31095320..31090294|protein protease Do-like 9, putative, expressed	LOC_Os02g50880.1	"no descriptionhighly similar to ( 822)AT5G40200| Symbols: DEGP9 | DEGP9 (DEGP PROTEASE 9); serine-type peptidase/ trypsin | chr5:16087630-16090329 FORWARDnot assigned DegQ PRK10942 Trypsin PRK10898 PDZ_serine_protease PRK10139"	protein.degradation.serine protease	29_5_5

CUST_19767_PI403524517	1	53.544197	35.962803	0.048056602	0.10299492	0.09290695	-0.1718874	-0.04805565	-0.14447594	35_5732	"Cluster: Hypothetical protein P0681F05.114; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0681F05.114 - Oryza sativa (japonica cultivar"	UniRef90_Q8GVP9	CHR2V7|COORD:8975451..8977560| folic acid binding / transferase	AT2G20830.2	CHR07V5|COORD:20747975..20750138|protein oral cancer overexpressed protein 1, putative, expressed	LOC_Os07g34610.2	no descriptionvery weakly similar to (99.0)AT2G20830| Symbols:  | folic acid binding / transferase | chr2:8975451-8976879 REVERSEnot assigned DUF1715	not assigned.no ontology	35_1

CUST_4898_PI403524517	1	4.317503	100.97135	0.098469734	0.47608948	0.08503246	-0.092642784	-0.08815193	-0.08503246	35_1352	"Cluster: Os05g0297900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0297900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DJD8	CHR1V7|COORD:19594281..19596155| signal peptidase, putative	AT1G52600.1	CHR06V5|COORD:9261241..9255962|protein microsomal signal peptidase 21 kDa subunit, putative, expressed	LOC_Os06g16260.1	 no descriptionmoderately similar to ( 308)AT1G52600| Symbols:  | signal peptidase, putative | chr1:19594281-19596155 FORWARDnot assigned Peptidase_S24 	protein.targeting.secretory pathway.unspecified	29_3_4_99

CUST_139861_PI403524517	2	45.99469	29.20644	0.25033522	0.13795376	0.18953323	-0.35265493	-0.21741772	-0.13795328	35_39222	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_180773_PI403524517	1	75.083984	42.142986	0.06275749	0.110523224	0.15495682	-0.265831	-0.10188866	-0.06275749	35_50274	Rep: Kexin - Pneumocystis carinii	UniRef90_O94096	CHR3V7|COORD:8063070..8064482| leucine-rich repeat family protein / extensin family protein	AT3G22800.1	CHR07V5|COORD:586973..587809|protein retrotransposon protein, putative, unclassified	LOC_Os07g01970.1	no description	not assigned.unknown	35_2

CUST_69609_PI403524517	2	42.915573	5.633075	2.4599843	2.5978456	2.3207526	-5.754287	-5.726199	-2.3207526	35_19918	"Cluster: Os03g0424200 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os03g0424200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DR28	CHR2V7|COORD:18901593..18905285| protein kinase family protein / U-box domain-containing protein	AT2G45910.1	CHR03V5|COORD:17664951..17657495|protein ATP binding protein, putative, expressed	LOC_Os03g31070.1	no descriptionweakly similar to ( 160)AT2G45910| Symbols:  | protein kinase family protein / U-box domain-containing protein | chr2:18901593-18905285 FORWARDvery weakly similar to (62.8)SPL11_ORYSAnot assigned Ubox U-box	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_178306_PI403524517	2	8.292486	27.635754	-0.6254959	-0.6345873	-0.98877144	0.7386751	0.62549496	0.6832533	35_49587	"Cluster: ATPases involved in chromosome partitioning-like; n=1; Frankia sp. CcI3|Rep: ATPases involved in chromosome partitioning-like - Frankia sp."	UniRef90_Q2J851	CHR2V7|COORD:6406761..6407291| AGP9 (ARABINOGALACTAN PROTEIN 9)	AT2G14890.2	CHR04V5|COORD:702030..697336|protein E2F-related protein, putative, expressed	LOC_Os04g02140.1	no description	not assigned.unknown	35_2

CUST_88851_PI403524517	1	48.7406	61.441093	-0.08286476	-0.123812675	-0.02801609	0.08411598	0.02801609	0.07940674	35_25423	"Q95JC9 Sus scrofa Basic proline-rich protein; n=1; Yarrowia lipolytica|Rep: Similar to tr|Q95JC9 Sus scrofa Basic proline-rich protein -"	UniRef90_Q6C7Q8	CHR1V7|COORD:11399903..11405702| actin binding	AT1G31810.1	CHR02V5|COORD:20770379..20771218|protein expressed protein	LOC_Os02g34640.1	no description	not assigned.unknown	35_2

CUST_59191_PI403524517	1	7.832254	87.737206	-0.012314796	-0.13463688	-0.06316471	0.013018608	0.012314796	0.014354706	35_16879	"Cluster: Putative DegP protease; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative DegP protease - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6AUN5	"CHR3V7|COORD:10367896..10370101| DEGP1 (DEGP PROTEASE 1); serine-type peptidase"	AT3G27925.1	CHR05V5|COORD:28235424..28231310|protein protease Do-like 1, chloroplast precursor, putative, expressed	LOC_Os05g49380.2	" no descriptionhighly similar to ( 607)AT3G27925| Symbols: DEG1, DEGP1 | DEGP1 (DEGP PROTEASE 1); serine-type peptidase | chr3:10367896-10370101 REVERSEnot assigned not assigned DegQ PRK10942 PRK10898 PRK10139 PDZ_serine_protease Trypsin PDZ TT_ORF1 PDZ_metalloprotease "	protein.degradation.serine protease	29_5_5

CUST_178722_PI403524517	1	15.071316	90.51423	0.24104309	1.1512394	0.29777575	-0.24104261	-0.31171846	-0.2438469	35_49707	"Cluster: Hypothetical protein P0694A04.40-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0694A04.40-1 - Oryza sativa (japonica cultiv"	UniRef90_Q5SMZ2	"CHR4V7|COORD:10407582..10408593| similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD72413.1); similar to Os01g0658500 [Oryza sativa"	AT4G19003.2	CHR01V5|COORD:27115460..27112036|protein vacuolar protein sorting protein 25, putative, expressed	LOC_Os01g46932.2	" no descriptionweakly similar to ( 119)AT4G19003| Symbols:  | similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD72413.1); similar to Os01g0658500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001043764.1); contains InterPro domain Protein of unknown function DUF852, eukaryotic; (InterPro:IPR008570) | chr4:10407582-10408593 REVERSEnot assigned ESCRT-II "	not assigned.unknown	35_2

CUST_17206_PI403524517	2	45.588326	34.720776	0.19191313	0.3351612	0.40261316	-0.1919136	-0.53555775	-0.45307302	35_4973	"Cluster: Hypothetical protein P0426E02.5; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0426E02.5 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6YZN3	"CHR3V7|COORD:18606792..18608534| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G50130.1); similar to unknown protein [Arabidopsis thaliana]"	AT3G50150.1	CHR08V5|COORD:16177316..16174829|protein expressed protein	LOC_Os08g26820.1	" no descriptionvery weakly similar to (62.8)AT3G50150| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G50130.1); similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G50120.1); similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G50170.1); similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:BAD03197.1); similar to Os11g0543300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001068043.1); similar to Os04g0505400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001053253.1); contains InterPro domain Protein of unknown function DUF247, plant; (InterPro:IPR004158) | chr3:18606792-18608534 REVERSEDUF247 "	not assigned.unknown	35_2

CUST_167199_PI403524517	1	148.2715	27.757196	-0.1250639	-0.0886631	-0.15727329	0.16481447	0.08866358	2.3810606	35_46573	Rep: Expressed sequence tag - Hordeum vulgare (Barley)	UniRef90_O23984	"CHR4V7|COORD:8048008..8050016| SHM4 (SERINE HYDROXYMETHYLTRANSFERASE 4); glycine hydroxymethyltransferase"	AT4G13930.1	CHR11V5|COORD:14936442..14939777|protein serine hydroxymethyltransferase, mitochondrial precursor, putative, expressed	LOC_Os11g26860.1	"no descriptionvery weakly similar to (60.5)AT4G13930| Symbols: SHM4 | SHM4 (SERINE HYDROXYMETHYLTRANSFERASE 4); glycine hydroxymethyltransferase | chr4:8048008-8050016 REVERSE"	PS.photorespiration.serine hydroxymethyltransferase	1_2_5

CUST_81275_PI403524517	1	47.527832	102.97701	0.053801537	0.2558651	0.041240692	-0.1140852	-0.1184597	-0.041240692	35_23313	"Cluster: Hypothetical protein P0453E03.109; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0453E03.109 - Oryza sativa (japonica cultivar"	UniRef90_Q8H2U6	CHR3V7|COORD:21221061..21221651| similar to Os07g0661700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001060540.1)	AT3G57320.1	CHR07V5|COORD:27922964..27920548|protein expressed protein	LOC_Os07g46710.3	no description	not assigned.unknown	35_2

CUST_181232_PI403524517	1	47.25779	88.69748	0.068376064	0.33663368	0.09492874	-0.17575169	-0.06837559	-0.103452206	35_50398	"Cluster: Os06g0472700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0472700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DC85	CHR5V7|COORD:25819020..25820924| loricrin-related	AT5G64550.1	CHR06V5|COORD:15764626..15759988|protein WRKY transcription factor 19, putative, expressed	LOC_Os06g27830.1	no descriptionweakly similar to ( 117)AT5G64550| Symbols:  | loricrin-related | chr5:25819020-25820924 REVERSE	stress.biotic	20_1

CUST_20465_PI403524517	1	37.950207	105.82996	0.0874033	0.44458294	0.06858158	-0.14853477	-0.068582535	-0.100850105	35_5939	"Cluster: Hypothetical protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53PL5	0	0	CHR11V5|COORD:2914171..2905301|protein PHD-finger family protein, expressed	LOC_Os11g06130.1	no description	not assigned.unknown	35_2

CUST_104359_PI403524517	2	7.8196526	11.729341	-1.5633607	-1.97366	-1.8515935	1.8026018	1.5633612	1.7889805	35_29742	0	0	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	CHR08V5|COORD:16625031..16633162|protein transposon protein, putative, CACTA, En/Spm sub-class	LOC_Os08g27460.1	no description	not assigned.unknown	35_2

CUST_69091_PI403524517	1	18.700079	111.3208	0.07760048	0.5276823	0.08746052	-0.07760048	-0.08701897	-0.110918045	35_19767	Rep: H0814G11.17 protein - Oryza sativa (Rice)	UniRef90_Q00RM3	CHR4V7|COORD:5252850..5254987| binding	AT4G08320.2	CHR04V5|COORD:35091188..35097000|protein TPR Domain containing protein, expressed	LOC_Os04g59394.1	no descriptionweakly similar to ( 167)AT4G08320| Symbols:  | binding | chr4:5252850-5254987 FORWARDvery weakly similar to (67.4)STIP_SOYBNHeat shock protein STI - Glycine max (Soybean)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TPR	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_147528_PI403524517	1	60.533447	37.6509	0.36254835	0.5228033	0.24097252	-0.24097252	-0.7649164	-1.0682635	35_41283	"Cluster: Hypothetical protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QQ41		0	CHR12V5|COORD:19473878..19475306|protein hypothetical protein	LOC_Os12g32310.1	no description	not assigned.unknown	35_2

CUST_6481_PI403524517	1	39.445965	73.73685	0.021539688	0.17712688	0.122470856	-0.049633026	-0.047195435	-0.021539688	35_1798	"Cluster: OSJNBa0088H09.13 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0088H09.13 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XPU3	CHR2V7|COORD:15907791..15910106| ribosome biogenesis regulatory protein (RRS1) family protein	AT2G37990.1	CHR04V5|COORD:34775731..34772889|protein ribosome biogenesis regulatory protein, putative, expressed	LOC_Os04g58830.1	no descriptionmoderately similar to ( 322)AT2G37990| Symbols:  | ribosome biogenesis regulatory protein (RRS1) family protein | chr2:15907791-15910106 FORWARDnot assigned not assigned RRS1 RRS1	not assigned.no ontology	35_1

CUST_1858_PI403524517	1	40.066944	63.189266	-0.5886469	-2.0452065	-0.9597192	1.3778014	0.58864737	0.9880066	35_492	"Cluster: Chlorophyll a-b binding protein 3C, chloroplast precursor; n=24; Eukaryota|Rep: Chlorophyll a-b binding protein 3C, chloroplast precursor - Solanum"	UniRef90_P07369	"CHR2V7|COORD:14529795..14530592| LHB1B2 (Photosystem II light harvesting complex gene 1.5); chlorophyll binding"	AT2G34420.1	CHR01V5|COORD:30357845..30358901|protein chlorophyll a-b binding protein 2, chloroplast precursor, putative, expressed	LOC_Os01g52240.1	" no descriptionmoderately similar to ( 452)AT2G34420| Symbols: LHCB1.5, LHB1B2 | LHB1B2 (Photosystem II light harvesting complex gene 1.5); chlorophyll binding | chr2:14529795-14530592 REVERSEmoderately similar to ( 493)CB21_WHEATChlorophyll a-b binding protein, chloroplast precursor - Triticum aestivum (Wheat)Chloroa_b-bind "	PS.lightreaction.photosystem II.LHC-II	1_1_1_1

CUST_85889_PI403524517	1	66.98274	46.32165	0.20384836	0.21986675	0.078314304	-0.4515748	-0.49286127	-0.078314304	35_24598	"Cluster: Expressed protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QMG9	CHR3V7|COORD:8052453..8057895| kinase interacting family protein	AT3G22790.1	CHR12V5|COORD:25511306..25502481|protein expressed protein	LOC_Os12g41200.1	no descriptionweakly similar to ( 124)AT3G22790| Symbols:  | kinase interacting family protein | chr3:8052453-8057895 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Smc SbcC HOOK PRK03918 PRK02224 Myosin_tail_1 ERM SCP-1	protein.postranslational modification	29_4

CUST_31812_PI403524517	1	44.929565	112.3567	-0.07082176	-0.3259449	-0.030759811	0.030759811	0.038266182	0.06998062	35_9177	"Cluster: Putative leucine-rich repeat receptor kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative leucine-rich repeat receptor kinase - Oryza sat"	UniRef90_Q75GV0	CHR2V7|COORD:7046764..7050015| leucine-rich repeat transmembrane protein kinase, putative	AT2G16250.1	CHR03V5|COORD:29380996..29376911|protein ATP binding protein, putative, expressed	LOC_Os03g51440.1	no description	not assigned.unknown	35_2

CUST_16172_PI403524517	1	13.971614	128.4	0.06529999	0.46928978	0.03323555	-0.043005943	-0.033236504	-0.035105705	35_4663	"Cluster: Os01g0542000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0542000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JM42	CHR3V7|COORD:1346437..1347369| DRT102 (DNA-DAMAGE-REPAIR/TOLERATION 2)	AT3G04880.1	CHR01V5|COORD:20298930..20300545|protein DNA-damage-repair/toleration protein DRT102, putative, expressed	LOC_Os01g36090.1	no descriptionmoderately similar to ( 312)AT3G04880| Symbols: DRT102 | DRT102 (DNA-DAMAGE-REPAIR/TOLERATION 2) | chr3:1346437-1347369 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned LacAB_rpiB PRK05571 RpiB PRK12323 Atrophin-1 Extensin_2 PRK05648 PRK07003 PRK07764 DUF1421 Tymo_45kd_70kd TT_ORF1 PRK08853 Drf_FH1 HPC2 DUF605 GRASP55_65 Herpes_BLLF1 APC_basic FAP PRK11633 AF-4 DedD PRK12678 Protamine_P1 Pneumo_att_G Gag_spuma Totivirus_coat CDC27 DUF566 tatB MCPVI Herpes_TAF50 MFMR PRK00708 PRK10263 Herpes_UL32 FimV IER DamX KAR9 Peptidase_S21 DUF1777 DAG1 CTF_NFI COG5373 COG1917 Chon_Sulph_att HpaP COG3921 Neogenin_C DEC-1_N PRK08691 PRK12495	DNA.repair	28_2

CUST_157064_PI403524517	1	47.053383	56.60054	0.34056187	0.16939831	0.114658356	-0.21423244	-0.11465883	-0.31737518	35_43864	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_165590_PI403524517	1	27.161785	89.12381	0.32503414	0.8464303	0.1071949	-0.10719538	-0.1795435	-0.18172693	35_46142	"Cluster: Os05g0589200 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0589200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DFH9	"CHR3V7|COORD:19972019..19974798| SIGC (RNA polymerase sigma subunit C); DNA binding / DNA-directed RNA polymerase/ transcription factor"	AT3G53920.1	CHR05V5|COORD:29258200..29262209|protein RNA polymerase sigma factor rpoD, putative, expressed	LOC_Os05g51150.4	no description	not assigned.unknown	35_2

CUST_44116_PI403524517	2	9.182813	45.531948	0.2525301	0.09060192	0.21045876	-0.10629749	-0.10711098	-0.09060192	35_12658	Rep: ATP synthase subunit alpha - Oryza sativa (Rice)	UniRef90_P12084	CHRCV7|COORD:9938..11461| Encodes the ATPase alpha subunit, which is a subunit of ATP synthase and part of the CF1 portion which catalyzes the conversion of ADP	ATCG00120.1	CHR04V5|COORD:9103443..9105093|protein ATP synthase alpha chain, putative, expressed	LOC_Os04g16740.1	 no descriptionmoderately similar to ( 205)ATCG00120| Symbols: ATPA | Encodes the ATPase alpha subunit, which is a subunit of ATP synthase and part of the CF1 portion which catalyzes the conversion of ADP to ATP using the proton motive force. This complex is located in the thylakoid membrane of the chloroplast. | chrC:9938-11461 REVERSEmoderately similar to ( 257)ATPA_WHEATATP synthase subunit alpha - Triticum aestivum (Wheat)not assigned atpA PRK09281 AtpA ATP-synt_ab_C PRK07165 	PS.lightreaction.ATP synthase	1_1_4

CUST_125773_PI403524517	2	14.643685	15.611891	0.43928242	0.54394245	0.40530682	-0.40530682	-0.42532253	-0.5289459	35_35416	"Cluster: GDA1/CD39 family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: GDA1/CD39 family protein, expressed - Oryza sativa (japonica cult"	UniRef90_Q10KM6	CHR2V7|COORD:865394..868006| nucleoside phosphatase family protein / GDA1/CD39 family protein	AT2G02970.1	CHR03V5|COORD:14917235..14921065|protein nucleoside-triphosphatase, putative, expressed	LOC_Os03g26080.1	no description	not assigned.unknown	35_2

CUST_6914_PI404877155	1	80.32047	49.60583	-0.12278986	-0.34808493	-0.2143488	0.64100647	0.24685097	0.12278938	Contig20387_at	Putative sulfate transporter [Oryza sativa (japonica cultivar-group)]	AAN59769.1	sulfate transporter	At5g10180.1	protein sulfate permease	Os03g09940	sulfate transporter, identical to sulfate transporter (Arabidopsis thaliana) GI:2114104	transport.sulphate	34_6

CUST_1567_PI403524517	1	71.24506	40.511295	0.044000626	0.106594086	0.09229469	-0.044000626	-0.14184952	-0.047683716	35_413	Rep: Ammonium transporter - Triticum aestivum (Wheat)	UniRef90_Q676V6	"CHR4V7|COORD:7858216..7859721| AMT1;1 (AMMONIUM TRANSPORT 1); ammonium transporter"	AT4G13510.1	CHR04V5|COORD:25281419..25283537|protein ammonium transporter 1, member 2, putative, expressed	LOC_Os04g43070.1	" no descriptionweakly similar to ( 160)AT4G13510| Symbols: ATAMT1, ATAMT1;1, AMT1;1 | AMT1;1 (AMMONIUM TRANSPORT 1); ammonium transporter | chr4:7858216-7859721 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Ammonium_transp AmtB PRK10666 TT_ORF1 PRK12323 PRK07003 MAP65_ASE1 Herpes_BLLF1 "	transport.ammonium	34_5

CUST_113578_PI403524517	1	89.09088	41.692413	0.22349453	0.29499722	0.11887598	-0.11887598	-0.526217	-0.13324404	35_32238	"Cluster: P0044F08.17 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: P0044F08.17 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q9AWU5	CHR1V7|COORD:22496859..22500684| proline-rich family protein	AT1G61080.1	CHR01V5|COORD:1418495..1424851|protein ubiquitin conjugating enzyme/ ubiquitin-like activating enzyme, putative, expressed	LOC_Os01g03520.1	no description	not assigned.unknown	35_2

CUST_6318_PI399408534	1	42.560764	59.59822	0.101541996	0.4485321	0.35004187	-0.101541996	-0.23916054	-0.25558424	35_49686	"Cluster: Putative 2-oxoglutarate-dependent oxygenase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative 2-oxoglutarate-dependent oxygenase - Oryza sativ"	UniRef90_Q6ZBF0	CHR1V7|COORD:2025617..2027093| 2-oxoglutarate-dependent dioxygenase, putative	AT1G06620.1	CHR08V5|COORD:18437441..18436311|protein 1-aminocyclopropane-1-carboxylate oxidase, putative, expressed	LOC_Os08g30210.1	 no descriptionweakly similar to ( 116)AT2G30830| Symbols:  | 2-oxoglutarate-dependent dioxygenase, putative | chr2:13139784-13141361 REVERSEvery weakly similar to (95.5)DV4H_CATRODeacetoxyvindoline 4-hydroxylase - Catharanthus roseus (Rosy periwinkle) (Madagascar periwinkle)not assigned not assigned not assigned PRK12323 PcbC PRK07764 PRK07003 	hormone metabolism.ethylene.synthesis-degradation	17_5_1

CUST_14037_PI404877155	1	10.60731	62.07572	0.10645676	0.1087513	0.0224514	-0.023807526	-0.027490616	-0.0224514	Contig7834_at	probable RNA-binding protein cp33 precursor - barley emb|CAA11894.1| cp33Hv [Hordeum vulgare subsp. vulgare]	T05730	33 kDa ribonucleoprotein, chloroplast, putative / RNA-binding protein cp33, putative	At3g52380.1	protein RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain), putative	Os07g06450	0	RNA.RNA binding	27_4

CUST_13807_PI403524517	1	29.68245	120.231064	0.12015915	0.6210165	0.042399406	-0.042399406	-0.077697754	-0.058508873	35_3959	"Cluster: Tetratricopeptide repeat-containing protein-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: Tetratricopeptide repeat-containing protein-like - O"	UniRef90_Q6Z4S6	0	0	CHR07V5|COORD:1164093..1167902|protein TPR Domain containing protein, expressed	LOC_Os07g03070.1	no description	not assigned.unknown	35_2

CUST_93885_PI403524517	1	74.684204	32.66465	0.33719015	0.328362	0.17453003	-0.2514267	-0.6891794	-0.17453003	35_26843	"Cluster: Putative Pi-b protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Pi-b protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q84QL4	CHR3V7|COORD:17224054..17226597| disease resistance protein (CC-NBS class), putative	AT3G46730.1	CHR08V5|COORD:26845398..26835906|protein resistance protein, putative, expressed	LOC_Os08g42670.1	 no descriptionvery weakly similar to (51.6)AT3G46730| Symbols:  | disease resistance protein (CC-NBS class), putative | chr3:17224054-17226597 REVERSEnot assigned 	stress.biotic	20_1

CUST_10667_PI403524517	1	11.89905	85.30955	0.28387642	1.0308061	0.2439413	-0.30988598	-0.2439413	-0.2775216	35_3013	"Cluster: Putative survival motor neuron domain containing 1; splicing factor 30, survival of motor neuron-related; n=1; Oryza sativa (japonica cultivar-group)|R"	UniRef90_Q6ZC63	CHR2V7|COORD:698360..700793| nucleic acid binding	AT2G02570.2	CHR08V5|COORD:511930..507400|protein nucleic acid binding protein, putative, expressed	LOC_Os08g01840.1	no descriptionmoderately similar to ( 219)AT2G02570| Symbols:  | nucleic acid binding | chr2:698360-700793 REVERSEnot assigned TUDOR	not assigned.unknown	35_2

CUST_86685_PI403524517	1	46.40403	56.783485	0.644197	0.29873562	0.2299285	-0.2299285	-0.6401596	-0.4589815	35_24827	"Cluster: Hypothetical protein P0668H12.12; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0668H12.12 - Oryza sativa (japonica cultivar-g"	UniRef90_Q75M25	CHR1V7|COORD:8083389..8088856| TGF beta receptor associated protein-related	AT1G22860.1	CHR05V5|COORD:197034..204381|protein expressed protein	LOC_Os05g01360.1	no descriptionmoderately similar to ( 226)AT1G22860| Symbols:  | TGF beta receptor associated protein-related | chr1:8083389-8088856 FORWARDnot assigned	not assigned.no ontology	35_1

CUST_138032_PI403524517	1	39.418274	74.72845	-0.32287502	-0.06653547	-0.14033747	0.066534996	0.15536594	0.1409936	35_38710	Rep: OSIGBa0157A06.7 protein - Oryza sativa (Rice)	UniRef90_Q01IV2	CHR2V7|COORD:8718943..8725894| CLIP-associating protein (CLASP) -related	AT2G20190.1	CHR04V5|COORD:25141998..25130649|protein HEAT repeat family protein, expressed	LOC_Os04g42840.1	no descriptionweakly similar to ( 127)AT2G20190| Symbols:  | CLIP-associating protein (CLASP) -related | chr2:8718943-8725894 REVERSEnot assigned	not assigned.no ontology	35_1

CUST_92438_PI403524517	1	49.300037	127.26407	0.037506104	0.45000362	0.059526443	-0.11573315	-0.10550308	-0.037506104	35_26432	"Cluster: Hypothetical protein OJ1126_B10.10; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1126_B10.10 - Oryza sativa (japonica cultiv"	UniRef90_Q6L5F2	"CHR3V7|COORD:10370830..10373555| similar to hypothetical protein MtrDRAFT_AC124951g14v1 [Medicago truncatula] (GB:ABE84845.1); similar to Os05g0577800"	AT3G27930.1	CHR05V5|COORD:28690832..28683779|protein expressed protein	LOC_Os05g50200.2	"no descriptionweakly similar to ( 182)AT3G27930| Symbols:  | similar to hypothetical protein MtrDRAFT_AC124951g14v1 [Medicago truncatula] (GB:ABE84845.1); similar to Os05g0577800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001056409.1) | chr3:10370830-10373555 REVERSE"	not assigned.unknown	35_2

CUST_84405_PI403524517	2	44.67722	46.474667	0.15258932	0.05365801	0.13668823	-0.05365753	-0.06126213	-0.11688995	35_24185	Rep: Putative hydrogenase - Oryza sativa (Rice)	UniRef90_Q8W303	CHR4V7|COORD:9269286..9271532| iron hydrogenase family protein	AT4G16440.1	CHR03V5|COORD:30765124..30760673|protein narf-like protein, putative, expressed	LOC_Os03g53750.1	no descriptionweakly similar to ( 179)AT4G16440| Symbols:  | iron hydrogenase family protein | chr4:9269286-9271532 REVERSEnot assigned COG4624 Fe_hyd_lg_C	not assigned.no ontology	35_1

CUST_160477_PI403524517	1	44.06535	144.79564	0.032485962	0.69420147	0.052923203	-0.06300068	-0.08542538	-0.03248501	35_44783	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_47797_PI403524517	1	37.814426	113.188255	0.11963272	0.5996876	0.06258774	-0.1317606	-0.1381836	-0.062586784	35_13674	Rep: Hypothetical protein - Medicago truncatula (Barrel medic)	UniRef90_Q1T5X1	CHR4V7|COORD:16771406..16773274| vestitone reductase-related	AT4G35250.1	CHR08V5|COORD:27567438..27562341|protein expressed protein	LOC_Os08g44000.1	no descriptionweakly similar to ( 189)AT4G35250| Symbols:  | vestitone reductase-related | chr4:16771406-16773274 REVERSE	not assigned.no ontology	35_1

CUST_11674_PI403524517	1	76.29655	48.196156	0.022241592	0.011302948	0.03252983	-0.10107756	-0.1282177	-0.011303425	35_3317	"Cluster: Membrane protein COV-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Membrane protein COV-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8S1P4	CHR1V7|COORD:16231101..16233598| LCV2 (LIKE COV 2)	AT1G43130.1	CHR01V5|COORD:37914966..37911009|protein COV1-like protein, putative, expressed	LOC_Os01g64780.2	no descriptionmoderately similar to ( 357)AT1G43130| Symbols: LCV2 | LCV2 (LIKE COV 2) | chr1:16231101-16233598 REVERSEDUF502 COG2928	not assigned.no ontology	35_1

CUST_6003_PI399408534	1	89.66608	25.015	0.09505272	0.12943554	0.15893221	-0.15442514	-0.09505272	-0.51948833	35_20876	"Cluster: Os01g0235700 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os01g0235700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JP90	CHR1V7|COORD:109595..111367| basic helix-loop-helix (bHLH) family protein	AT1G01260.1	CHR01V5|COORD:7495193..7491859|protein helix-loop-helix DNA-binding domain containing protein, expressed	LOC_Os01g13460.2	no descriptionvery weakly similar to ( 100)AT1G01260| Symbols:  | basic helix-loop-helix (bHLH) family protein | chr1:109595-111367 FORWARD	RNA.regulation of transcription.bHLH,Basic Helix-Loop-Helix family	27_3_6

CUST_63444_PI403524517	2	37.039616	46.96083	0.25537443	0.12292814	0.11852217	-0.26326275	-0.11852217	-0.21621227	35_18115	"Cluster: Putative mono-or diacylglycerol acyltransferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative mono-or diacylglycerol acyltransferase - Ory"	UniRef90_Q6ZFU0	CHR3V7|COORD:19121718..19123497| diacylglycerol acyltransferase family	AT3G51520.1	CHR02V5|COORD:29595977..29593105|protein diacylglycerol O-acyltransferase 1, putative, expressed	LOC_Os02g48350.1	no descriptionvery weakly similar to (99.0)AT3G51520| Symbols:  | diacylglycerol acyltransferase family | chr3:19121718-19123497 FORWARD	not assigned.no ontology	35_1

CUST_10014_PI403524517	1	16.699255	101.058495	0.09377766	0.67553425	0.16957569	-0.12806416	-0.09377766	-0.12664318	35_2830	"Cluster: GRF zinc finger family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: GRF zinc finger family protein, expressed - Oryza sativa (j"	UniRef90_Q10RC4	0	0	CHR03V5|COORD:3448254..3447348|protein GRF zinc finger family protein, expressed	LOC_Os03g06840.1	no description	not assigned.unknown	35_2

CUST_723_PI403524517	1	35.72328	75.144905	0.14060974	0.10300541	0.014613152	-0.014614105	-0.029186249	-0.01899147	35_190	"Cluster: Os01g0757900 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0757900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JJ66	CHR1V7|COORD:6142863..6145887| ABC transporter family protein	AT1G17840.1	CHR01V5|COORD:32166484..32163022|protein haloacid dehalogenase-like hydrolase domain-containing protein 1A, putative, expressed	LOC_Os01g55310.1	no descriptionvery weakly similar to (67.4)AT1G17840| Symbols:  | ABC transporter family protein | chr1:6142863-6145887 FORWARDvery weakly similar to (61.6)UGDH_SOYBNUDP-glucose 6-dehydrogenase - Glycine max (Soybean)not assigned not assigned not assigned ABCG_EPDR ABCG_White CcmA ABC_drug_resistance_like ABC_tran ABC_DR_subfamily_A ABC_PDR_domain2	transport.ABC transporters and multidrug resistance systems	34_16

CUST_27720_PI403524517	2	24.73224	40.78918	0.23136139	0.15954447	0.09843874	-0.16324472	-0.09843874	-0.14664316	35_8015	"Cluster: Putative cysteine proteinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative cysteine proteinase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ZHP9	"CHR4V7|COORD:16810534..16811880| XCP1 (XYLEM CYSTEINE PEPTIDASE 1); cysteine-type peptidase"	AT4G35350.1	CHR02V5|COORD:29661874..29663793|protein xylem cysteine proteinase 2 precursor, putative, expressed	LOC_Os02g48450.1	"no descriptionweakly similar to ( 175)AT4G35350| Symbols: XCP1 | XCP1 (XYLEM CYSTEINE PEPTIDASE 1); cysteine-type peptidase | chr4:16810534-16811583 FORWARDweakly similar to ( 142)ORYB_ORYSAnot assigned not assigned not assigned Peptidase_C1 Peptidase_C1A Pept_C1 Peptidase_C1A_CathepsinB Peptidase_C1A_CathepsinC Peptidase_C1 Peptidase_C1A_CathepsinX"	protein.degradation.cysteine protease	29_5_3

CUST_112752_PI403524517	1	67.8844	28.909195	0.369092	0.29932117	0.20207596	-0.3318529	-0.7624817	-0.20207596	35_32004	"Cluster: Putative DNA repair protein RAD51; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative DNA repair protein RAD51 - Oryza sativa (japonica cultivar"	UniRef90_Q60F40	"CHR2V7|COORD:12244129..12246163| ATRAD51B/RAD51B; recombinase"	AT2G28560.1	CHR05V5|COORD:1168681..1164116|protein DNA repair protein RAD51 homolog 2, putative, expressed	LOC_Os05g03050.1	 no descriptionvery weakly similar to (95.5)AT2G28560| Symbols: ATRAD51B, RAD51B | ATRAD51B/RAD51B | chr2:12243953-12246163 REVERSEnot assigned not assigned not assigned Rad51_DMC1_radA recA_like radA RecA radB 	DNA.repair	28_2

CUST_155124_PI403524517	1	38.201756	64.688225	0.19390583	0.35964775	0.08590174	-0.11998463	-0.18362331	-0.085902214	35_43334	"Cluster: Putative F-box protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative F-box protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q84PX1	CHR2V7|COORD:616087..617273| ATPP2-B8 (Phloem protein 2-B8)	AT2G02340.1	CHR08V5|COORD:2912328..2914937|protein phloem-specific lectin, putative, expressed	LOC_Os08g05480.1	no descriptionweakly similar to ( 115)AT2G02340| Symbols: ATPP2-B8 | ATPP2-B8 (Phloem protein 2-B8) | chr2:616087-617273 REVERSEnot assigned not assigned not assigned	cell.organisation	31_1

CUST_163332_PI403524517	1	28.844046	55.266804	0.13644552	0.26165438	0.08809996	-0.15180922	-0.08809996	-0.10436869	35_45548	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_15132_PI404877155	1	33.445328	131.69781	0.039173126	0.29162407	0.016838074	-0.029621124	-0.016838074	-0.034179688	Contig8999_at	OSJNBa0089K21.2 [Oryza sativa (japonica cultivar-group)] ref|XP_472822.1| OSJNBa0089K21.2 [Oryza sativa (japonica cultivar-group)]	CAE03048.2	small nuclear ribonucleoprotein D1, putative / snRNP core protein D1, putative / Sm protein D1, putative	At3g07590.1	protein Sm protein, putative	Os02g37430	small nuclear ribo protein Sm-D1-related protein	RNA.processing	27_1

CUST_44895_PI403524517	1	36.841118	62.56788	0.08243418	0.35903692	0.41857195	-0.082434654	-0.18164301	-0.14332008	35_12874	"Cluster: Os06g0185300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0185300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DE09	CHR5V7|COORD:19853880..19855318| transferase family protein	AT5G48930.1	CHR06V5|COORD:4285709..4286891|protein anthranilate N-benzoyltransferase protein 1, putative, expressed	LOC_Os06g08610.1	no descriptionvery weakly similar to (78.2)AT5G48930| Symbols: HCT | transferase family protein | chr5:19853880-19855318 REVERSEvery weakly similar to (67.0)HCBT3_DIACAAnthranilate N-benzoyltransferase protein 3 - Dianthus caryophyllus (Carnation) (Clove pink)Transferase	secondary metabolism.phenylpropanoids.lignin biosynthesis.HCT	16_2_1_4

CUST_22619_PI403524517	2	44.598938	36.342297	0.04291153	0.06485748	0.09101105	-0.04291153	-0.11334324	-0.08086777	35_6568	"Cluster: Hypothetical protein; n=1; Phalaenopsis aphrodite subsp. formosana|Rep: Hypothetical protein - Phalaenopsis aphrodite subsp. formosana (Moth orchid)"	UniRef90_Q3BAN7	CHRCV7|COORD:50001..50363| Encodes NADH dehydrogenase D3 subunit of the chloroplast NAD(P)H dehydrogenase complex	ATCG00440.1	0	0	 no descriptionvery weakly similar to (57.8)ATCG00440| Symbols: NDHC | Encodes NADH dehydrogenase D3 subunit of the chloroplast NAD(P)H dehydrogenase complex | chrC:50001-50363 REVERSEvery weakly similar to (66.6)NU3C_WHEATNAD(P)H-quinone oxidoreductase chain 3, chloroplast - Triticum aestivum (Wheat)ndhC 	PS.lightreaction.cyclic electron flow-chlororespiration	1_1_40

CUST_50626_PI403524517	1	40.6182	50.712593	0.16564274	0.0706768	0.07731247	-0.15576744	-0.0706768	-0.16984749	35_14449	Rep: Enolase 2 - Zea mays (Maize)	UniRef90_P42895	"CHR2V7|COORD:15328160..15330865| LOS2 (Low expression of osmotically responsive genes 1); phosphopyruvate hydratase"	AT2G36530.1	CHR10V5|COORD:4410384..4405764|protein enolase, putative, expressed	LOC_Os10g08550.4	"no descriptionmoderately similar to ( 357)AT2G36530| Symbols: LOS2 | LOS2 (Low expression of osmotically responsive genes 1); phosphopyruvate hydratase | chr2:15328160-15330865 REVERSEmoderately similar to ( 400)ENO_ORYSAnot assigned enolase eno Eno Enolase_N Enolase_C PRK08350"	glycolysis.enolase	4_12

CUST_90767_PI403524517	2	29.608757	24.498007	0.34206867	0.23388004	0.38678312	-0.23388052	-0.4046769	-0.42499828	35_25962	"Cluster: F-box protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: F-box protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69QZ1	CHR1|COORD:30295217..30297312| F-box family protein (FBL14), contains similarity to F-box protein FBL2 GI:6063090 from (Homo sapiens)	AT1G80570.1	CHR02V5|COORD:34011435..34009630|protein ubiquitin-protein ligase, putative, expressed	LOC_Os02g55550.1	no descriptionweakly similar to ( 130)AT1G80570| Symbols:  | F-box family protein (FBL14) | chr1:30295720-30297123 FORWARD	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_24027_PI399408534	1	43.999294	109.17887	-0.22394323	-1.508749	-0.27001953	0.49061394	0.22394276	0.26477718	35_21939	"Cluster: Kelch repeat-containing protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Kelch repeat-containing protein-like - Oryza sativa (japonica cu"	UniRef90_Q6ZK44	"CHR1V7|COORD:19119370..19121049| similar to kelch repeat-containing protein [Arabidopsis thaliana] (TAIR:AT3G27220.1); similar to hypothetical protein"	AT1G51540.1	CHR08V5|COORD:1594371..1598561|protein kelch motif family protein, expressed	LOC_Os08g03420.4	" no descriptionmoderately similar to ( 218)AT1G51540| Symbols:  | similar to kelch repeat-containing protein [Arabidopsis thaliana] (TAIR:AT3G27220.1); similar to hypothetical protein gll3375 [Gloeobacter violaceus PCC 7421] (GB:NP_926321.1); similar to Os08g0128000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001060908.1); similar to Os04g0487100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001053143.1); contains InterPro domain Kelch; (InterPro:IPR011498); contains InterPro domain Galactose oxidase, central; (InterPro:IPR011043); contains InterPro domain Kelch repeat; (InterPro:IPR006652) | chr1:19119370-19121049 FORWARD"	RNA.regulation of transcription.MYB domain transcription factor family	27_3_25

CUST_50624_PI403524517	1	10.499078	108.21494	0.29553747	1.4504719	0.19132805	-0.19132853	-0.19879293	-0.23222733	35_14448	Rep: Enolase 2 - Zea mays (Maize)	UniRef90_P42895	"CHR2V7|COORD:15328160..15330865| LOS2 (Low expression of osmotically responsive genes 1); phosphopyruvate hydratase"	AT2G36530.1	CHR06V5|COORD:1935381..1930302|protein enolase 1, putative, expressed	LOC_Os06g04510.1	no descriptionvery weakly similar to (56.2)ENO2_MAIZEEnolase 2 - Zea mays (Maize)	glycolysis.enolase	4_12

CUST_165465_PI403524517	2	15.120231	49.36505	0.907084	0.62755966	0.302907	-0.37826824	-0.40996838	-0.302907	35_46109	Rep: H0805A05.8 protein - Oryza sativa (Rice)	UniRef90_Q01IG8	CHR4V7|COORD:8066699..8067672| F-box family protein	AT4G13965.1	CHR04V5|COORD:23987154..23991019|protein F-box domain containing protein	LOC_Os04g40800.1	no description	not assigned.unknown	35_2

CUST_94164_PI403524517	1	16.101578	96.95741	0.11746502	0.60854053	0.1355524	-0.11746502	-0.15892506	-0.15633392	35_26920	Rep: Hypothetical protein - Bradyrhizobium sp. BTAi1	UniRef90_Q35LL9	CHR2V7|COORD:6925121..6927401| leucine-rich repeat family protein / extensin family protein	AT2G15880.1	CHR11V5|COORD:25814722..25811841|protein extensin-like protein, putative	LOC_Os11g43640.1	no descriptionnot assigned not assigned not assigned not assigned Tymo_45kd_70kd Atrophin-1	not assigned.unknown	35_2

CUST_6076_PI403524517	1	48.42646	127.3646	0.06073761	0.56343174	0.059972763	-0.14143848	-0.059972763	-0.07158184	35_1678	"Cluster: Hypothetical protein P0683B12.2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0683B12.2 - Oryza sativa (japonica"	UniRef90_Q65WY7	CHR2|COORD:764546..767429| expressed protein	AT2G02730.2	CHR05V5|COORD:4949579..4954534|protein expressed protein	LOC_Os05g08980.3	"no descriptionvery weakly similar to (56.2)AT2G02730| Symbols:  | similar to bZIP family transcription factor [Arabidopsis thaliana] (TAIR:AT1G27000.1); similar to bZIP transcription factor bZIP109 [Glycine max] (GB:ABI34660.1); contains InterPro domain Protein of unknown function DUF1664; (InterPro:IPR012458) | chr2:765279-767335 REVERSEDUF1664"	not assigned.unknown	35_2

CUST_51533_PI403524517	1	49.648235	88.605034	-0.10118866	-0.2178421	-0.019104958	0.059309006	0.019104004	0.055070877	35_14687	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2R031	CHR4V7|COORD:7514387..7516652| auxilin-related	AT4G12780.1	CHR11V5|COORD:26036058..26042520|protein auxilin-like protein, putative, expressed	LOC_Os11g43950.1	no descriptionmoderately similar to ( 249)AT4G12770| Symbols:  | heat shock protein binding | chr4:7506733-7511405 REVERSEnot assigned	not assigned.no ontology	35_1

CUST_71220_PI403524517	2	16.847263	46.259777	-0.052329063	-0.07932949	-0.02964592	0.040358543	0.02964592	0.031597137	35_20404	"Cluster: Putative ubiquitin carrier protein E2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ubiquitin carrier protein E2 - Oryza sativa (japonica"	UniRef90_Q651V2	"CHR5V7|COORD:1498728..1499973| UBC22 (ubiquitin-conjugating enzyme 18); ubiquitin-protein ligase"	AT5G05080.1	CHR06V5|COORD:27218531..27222175|protein ubiquitin-conjugating enzyme E2S, putative, expressed	LOC_Os06g45000.2	no descriptionmoderately similar to ( 285)AT5G05080| Symbols: UBC22 | UBC22 (ubiquitin-conjugating enzyme 18) | chr5:1498728-1499973 REVERSEvery weakly similar to (93.6)UBC2_MEDSAUbiquitin-conjugating enzyme E2-17 kDa - Medicago sativa (Alfalfa)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned UBCc UQ_con COG5078 UBCc	protein.degradation.ubiquitin.E2	29_5_11_3

CUST_17734_PI403524517	2	36.15365	48.53066	-0.24583387	-0.12321472	-0.10482168	0.20621681	0.22479057	0.104821205	35_5120	Rep: Glutamyl-tRNA synthetase - Hordeum vulgare (Barley)	UniRef90_Q43768	"CHR5V7|COORD:25647422..25650325| ATERS/ERS/OVA3 (OVULE ABORTION 3); glutamate-tRNA ligase"	AT5G64050.1	CHR02V5|COORD:1095993..1090312|protein glutamyl-tRNA synthetase, putative, expressed	LOC_Os02g02860.1	" no descriptionhighly similar to ( 835)AT5G64050| Symbols: ATERS, ERS, OVA3 | ATERS/ERS/OVA3 (OVULE ABORTION 3); glutamate-tRNA ligase | chr5:25647422-25650325 REVERSEnearly identical (1089)SYE_HORVUGlutamyl-tRNA synthetase - Hordeum vulgare (Barley)not assigned not assigned not assigned not assigned not assigned not assigned not assigned gltX gltX GlnS tRNA-synt_1c PRK12558 GluRS_core PRK12410 PRK05710 gltX GlxRS_core Gln_GluRS_non_core PRK05347 class_I_aaRS_core PRK07003 PRK12323 PRK07764 "	protein.aa activation.glutamate-tRNA ligase	29_1_17

CUST_8522_PI399408534	2	4.4131427	7.714196	-1.4347868	-1.4603717	-1.2636831	1.3803177	1.3284817	1.2636833	35_50141	"Cluster: DNA cytosine methyltransferase Zmet3, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: DNA cytosine methyltransferase Zmet3, putat"	UniRef90_Q10SU6	CHR5V7|COORD:4715432..4718581| DRM2 (DOMAINS REARRANGED METHYLTRANSFERASE 2)	AT5G14620.1	CHR03V5|COORD:610979..614805|protein DNA cytosine methyltransferase Zmet3, putative, expressed	LOC_Os03g02010.2	 no descriptionweakly similar to ( 173)AT5G14620| Symbols: DMT7, DRM2 | DRM2 (DOMAINS REARRANGED METHYLTRANSFERASE 2) | chr5:4715432-4718581 REVERSE	RNA.regulation of transcription.DNA methyltransferases	27_3_46

CUST_30065_PI403524517	1	50.549435	40.88767	-0.15324545	-0.0777297	-0.08141184	0.22723007	0.1405468	0.0777297	35_8678	"Cluster: OSJNBa0083D01.8 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0083D01.8 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XVF0	0	0	CHR04V5|COORD:18264737..18256224|protein transposon protein, putative, unclassified	LOC_Os04g30870.1	no description	not assigned.unknown	35_2

CUST_178066_PI403524517	1	0.0	212.68163	0.1096468	-0.5796442	-0.04113865	-1.3336649	0.04113865	0.04113865	35_49524	"Cluster: Os01g0754000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0754000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JJ88	CHR2V7|COORD:8872303..8873448| NFD6 (NUCLEAR FUSION DEFECTIVE 6)	AT2G20585.1	CHR01V5|COORD:31962439..31965265|protein expressed protein	LOC_Os01g55020.5	no description	not assigned.unknown	35_2

CUST_14888_PI404877155	1	13.139403	115.98556	-0.03866577	-0.3588791	-0.0633297	0.03866577	0.04060459	0.049238205	Contig8721_at	dihydrolipoamide S-acetyltransferase, putative [Arabidopsis thaliana] pir||T49099 dihydrolipoamide S-acetyltransferase precursor - Arabidops	NP_190788.1	dihydrolipoamide S-acetyltransferase, putative	At3g52200.1	protein Similar to dihydrolipoamide S-acetyltransferase (EC 2.3.1.12) precursor - Arabidopsis th	Os06g30460	"dihydrolipoamide S-acetyltransferase (LTA3); nuclear gene encoding mitochondrial protein"	TCA / org. transformation.TCA.pyruvate DH.E2	8_1_01_02

CUST_112929_PI403524517	1	36.421085	54.695164	0.39873314	0.23275852	0.12495804	-0.2439928	-0.12495804	-0.14920044	35_32054	Rep: OSIGBa0145G11.6 protein - Oryza sativa (Rice)	UniRef90_Q01I33	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	CHR04V5|COORD:25822362..25817692|protein exosome complex exonuclease rrp4, putative, expressed	LOC_Os04g43922.1	no description	not assigned.unknown	35_2

CUST_24733_PI403524517	1	60.6142	40.320694	-0.15633583	-0.0769825	-0.18597412	0.083026886	0.20905495	0.0769825	35_7177	"Cluster: Putative DNA cytosine methyltransferase MET2a; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative DNA cytosine methyltransferase MET2a - Oryza"	UniRef90_Q8SBB4	CHR1V7|COORD:9039777..9042860| protein kinase	AT1G26150.1	CHR07V5|COORD:24271675..24264784|protein formin-2, putative, expressed	LOC_Os07g40510.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Tymo_45kd_70kd Extensin_2 PRK12678 PRK12323 infB PRK07764 Atrophin-1 PRK07003 Drf_FH1 TT_ORF1 DUF1421 PRK05648 APC_basic HPC2 MCPVI DUF1509 DUF1777 AF-4 PRK10263 Adeno_PV tatB Protamine_P1 PRK10819 Herpes_TAF50	not assigned.unknown	35_2

CUST_27123_PI403524517	1	101.22168	38.721916	0.077059746	0.075788975	0.14242744	-0.1620903	-0.07578945	-0.6070032	35_7853	Rep: OSIGBa0101P20.12 protein - Oryza sativa (Rice)	UniRef90_Q01I70	CHR3V7|COORD:20289963..20292407| zinc finger (C3HC4-type RING finger) family protein	AT3G54780.2	CHR04V5|COORD:25210181..25204853|protein protein binding protein, putative, expressed	LOC_Os04g42980.1	no descriptionweakly similar to ( 181)AT2G38970| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr2:16281213-16283729 FORWARDRING	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_3280_PI403524517	1	44.549397	133.87125	0.20694065	1.6973486	0.09813213	-0.2639265	-0.09813309	-0.20222378	35_896	Rep: Putative selenium binding protein - Zea mays (Maize)	UniRef90_Q5NKQ4	CHR4V7|COORD:8098116..8100160| selenium-binding protein, putative	AT4G14030.1	CHR01V5|COORD:40274911..40278383|protein selenium-binding protein, putative, expressed	LOC_Os01g68770.1	 no descriptionweakly similar to ( 135)AT4G14030| Symbols:  | selenium-binding protein, putative | chr4:8098116-8100160 REVERSEnot assigned SBP56 	metal handling	15

CUST_16495_PI404877155	2	38.399967	42.162098	0.09830189	0.18837929	0.24731827	-0.13228989	-0.20796299	-0.09830284	HA28E09r_at	Photosystem II reaction center protein K precursor (PSII-K) emb|CAA36975.1| low molecular weight PSII psbK protein [Hordeum vulgare] pir||S3	P25877	0	0	protein photosystem II reaction center protein K precursor (PSII-K)	Os10g41700	low molecular weight PSII psbK protein	PS.lightreaction.photosystem II.PSII polypeptide subunits	1_01_01_02

CUST_102052_PI403524517	1	76.188095	44.347717	0.06330013	0.17060328	0.14246655	-0.46592999	-0.2634778	-0.063299656	35_29114	"Cluster: Os01g0256800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0256800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JNY6	CHR2V7|COORD:19552898..19557941| zinc finger (CCCH type) helicase family protein	AT2G47680.1	CHR01V5|COORD:8566433..8557425|protein ATP binding protein, putative, expressed	LOC_Os01g15300.2	no descriptionmoderately similar to ( 286)AT2G47680| Symbols:  | zinc finger (CCCH type) helicase family protein | chr2:19552898-19557941 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned HrpA PRK11664 PRK11131 HELICc	DNA.synthesis/chromatin structure	28_1

CUST_138444_PI403524517	1	44.068172	113.66424	-0.18213844	-0.9383731	-0.09961128	0.26622248	0.21595001	0.09961176	35_38833	Rep: H0825G02.4 protein - Oryza sativa (Rice)	UniRef90_Q01LY8	CHR1V7|COORD:1703195..1704638| UDP-glucoronosyl/UDP-glucosyl transferase family protein	AT1G05680.1	CHR04V5|COORD:7143586..7146244|protein indole-3-acetate beta-glucosyltransferase, putative, expressed	LOC_Os04g12980.1	no descriptionweakly similar to ( 138)AT1G05680| Symbols:  | UDP-glucoronosyl/UDP-glucosyl transferase family protein | chr1:1703195-1704638 REVERSEweakly similar to ( 120)IAAG_MAIZEIndole-3-acetate beta-glucosyltransferase - Zea mays (Maize)not assigned COG1819 UDPGT	misc.UDP glucosyl and glucoronyl transferases	26_2

CUST_14767_PI404877155	2	38.074497	47.04528	-0.09667301	-0.08535576	-0.19218254	0.18499374	0.08535671	0.18659496	Contig8585_at	0	BAD10188.1	basic helix-loop-helix (bHLH) family protein	At2g42280.1	protein Helix-loop-helix DNA-binding domain, putative	Os08g39630	NONE	RNA.regulation of transcription.bHLH,Basic Helix-Loop-Helix family	27_3_06

CUST_12614_PI404877155	1	91.47852	44.935314	-0.050157547	-0.022733688	-0.062229156	0.022731781	0.03211975	0.11875534	Contig6347_at	ESTs AU082316(E3368),D41461(S3973) correspond to a region of the predicted gene.~hypothetical protein [Oryza sativa (japonica cultivar-group	NP_910204.1	calmodulin-binding family protein	At5g62390.1	protein IQ calmodulin-binding motif, putative	Os06g01500	KED - like protein	signalling.calcium	30_3

CUST_14614_PI404877155	1	57.69302	35.05622	0.02286911	0.042661667	0.025829315	-0.09255028	-0.089876175	-0.022870064	Contig8423_at	transcription factor jumonji (jmjC) domain-containing protein [Arabidopsis thaliana] ref|NP_973798.1| transcription factor jumonji (jmjC) do	NP_172380.2	transcription factor jumonji (jmjC) domain-containing protein	At1g09060.1	protein jmjC domain, putative	Os03g22540	gi|30680933|ref|NP_172380.2| expressed protein	RNA.regulation of transcription.JUMONJI family	27_3_57

CUST_152314_PI403524517	1	59.560352	25.203691	-0.6993685	-0.42069483	-0.5427246	0.42069435	1.0946817	0.43050766	35_42573	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_35417_PI403524517	1	46.05212	105.50333	0.07682419	0.39771128	0.06351948	-0.15077734	-0.17969751	-0.06351948	35_10211	"Cluster: Putative NADPH:adrenodoxin oxidoreductase mitochondrial; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative NADPH:adrenodoxin oxidoreductase mit"	UniRef90_Q6ERP0	CHR4V7|COORD:15621556..15624717| NADP adrenodoxin-like ferredoxin reductase	AT4G32360.1	CHR02V5|COORD:10207337..10212954|protein NADPH adrenodoxin oxidoreductase, mitochondrial precursor, putative, expressed	LOC_Os02g17700.1	 no descriptionmoderately similar to ( 350)AT4G32360| Symbols:  | NADP adrenodoxin-like ferredoxin reductase | chr4:15621556-15624717 FORWARDvery weakly similar to (63.2)GLSN_MEDSAGlutamate synthase [NADH], chloroplast precursor - Medicago sativa (Alfalfa)not assigned not assigned GltD PRK11749 gltD PRK12814 PRK12771 PRK12831 PRK12770 PRK12809 PRK12769 PRK12775 PRK12778 Pyr_redox_2 	PS.lightreaction.other electron carrier (ox/red).ferredoxin reductase	1_1_5_3

CUST_77754_PI403524517	1	32.98587	52.98057	0.2246933	0.55694103	0.2564907	-0.45199966	-0.38147783	-0.22469378	35_22290	"Cluster: Putative PIR7A protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative PIR7A protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ZC62	0	0	CHR08V5|COORD:517530..513311|protein polyneuridine-aldehyde esterase precursor, putative, expressed	LOC_Os08g01850.1	no description	not assigned.unknown	35_2

CUST_141471_PI403524517	1	69.75098	24.249046	0.07364273	0.083841324	0.115997314	-0.07364178	-0.28086853	-0.11620903	35_39651	"Cluster: Putative ATP-dependent DNA helicase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ATP-dependent DNA helicase - Oryza sativa (japonica cult"	UniRef90_Q6ZHK2	CHR4V7|COORD:12890704..12898319| UvrD/REP helicase family protein	AT4G25120.1	CHR07V5|COORD:18349942..18336508|protein ATP binding protein, putative, expressed	LOC_Os07g30980.1	no descriptionmoderately similar to ( 241)AT4G25120| Symbols:  | UvrD/REP helicase family protein | chr4:12890704-12898319 FORWARDnot assigned UvrD-helicase UvrD PRK10919 uvrD RecB	DNA.synthesis/chromatin structure	28_1

CUST_96469_PI403524517	1	47.320564	118.58935	0.09492588	0.72885704	0.09908199	-0.24599934	-0.094926834	-0.14615154	35_27553	"Cluster: Os02g0494000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os02g0494000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E141	"CHR3|COORD:1278090..1281124| similar to stress-inducible protein, putative [Arabidopsis thaliana] (TAIR:At4g12400.1); similar to"	AT3G04710.2	CHR02V5|COORD:17310286..17303250|protein ankyrin-like protein, putative, expressed	LOC_Os02g29190.1	no descriptionvery weakly similar to (82.4)AT3G04710| Symbols:  | binding | chr3:1278235-1280948 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned ANK Arp	cell.organisation	31_1

CUST_8390_PI403524517	1	42.97025	85.81592	-0.1503334	-0.56879807	-0.13809109	0.28939056	0.35797215	0.13809109	35_2345	Rep: Beta-D-xylosidase - Hordeum vulgare (Barley)	UniRef90_Q8W011	CHR1V7|COORD:29354690..29357762| glycosyl hydrolase family 3 protein	AT1G78060.1	CHR02V5|COORD:31608300..31603742|protein beta-D-xylosidase, putative, expressed	LOC_Os02g51620.1	no descriptionhighly similar to ( 924)AT1G78060| Symbols:  | glycosyl hydrolase family 3 protein | chr1:29354690-29357762 REVERSEmoderately similar to ( 380)XYNB_PRUPEPutative beta-D-xylosidase - Prunus persica (Peach)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Glyco_hydro_3_C Glyco_hydro_3 BglX PRK07764 Herpes_BLLF1 PRK12323 PRK07003 Tymo_45kd_70kd PRK12678 DUF390 APC_basic Glutenin_hmw PRK09169	cell wall.degradation.mannan-xylose-arabinose-fucose	10_6_2

CUST_65_PI399407379	1	45.87506	116.535194	-0.15776443	-0.9666414	-0.112683296	0.19076824	0.29511738	0.11268377	HvABI4c									

CUST_17663_PI404877155	1	46.182713	154.0836	-0.010831833	-0.877512	-0.059645653	0.03067875	0.02670765	0.010831833	HV_CEb0021E23r2_at	Cytochrome c oxidase polypeptide Vc (Cytochrome c oxidase subunit 5c) pir||T05365 probable cytochrome-c oxidase (EC 1.9.3.1) chain Vc - barl	Q42841	cytochrome c oxidase subunit Vc family protein / COX5C family protein	At2g47380.1	protein Cytochrome c oxidase subunit Vc (COX5C)	Os12g37420	cytochrome c oxidase, Vc subunit	mitochondrial electron transport / ATP synthesis.cytochrome c oxidase	9_7

CUST_152923_PI403524517	1	16.302586	77.79023	0.12888908	0.44848156	0.13142109	-0.17936659	-0.12888908	-0.15839243	35_42741	"Cluster: Novel protein similar to vertebrate enabled homolog; n=2; Danio rerio|Rep: Novel protein similar to vertebrate enabled homolog - Brachydanio rerio (Zeb"	UniRef90_Q5TZC8	CHR4V7|COORD:7758606..7760888| leucine-rich repeat family protein / extensin family protein	AT4G13340.1	CHR06V5|COORD:19225412..19229085|protein transposon protein, putative, CACTA, En/Spm sub-class	LOC_Os06g33030.1	no description	not assigned.unknown	35_2

CUST_40374_PI403524517	1	84.92184	47.024025	0.3325758	0.2504034	0.11566734	-0.123734474	-0.464993	-0.11566782	35_11614	"Cluster: Hypothetical protein OSJNBb0092C08.35; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0092C08.35 - Oryza sativa (japonica"	UniRef90_Q6Z233	"CHR3V7|COORD:3639559..3645512| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G06220.1); similar to Os08g0482100 [Oryza sativa (japonica cultivar-gr"	AT3G11560.3	CHR08V5|COORD:23701313..23711648|protein expressed protein	LOC_Os08g37610.2	"no descriptionweakly similar to ( 196)AT3G11560| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G06220.1); similar to Os08g0482100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001062067.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD09288.1); contains InterPro domain LETM1-like; (InterPro:IPR011685) | chr3:3639559-3645512 FORWARDnot assigned"	not assigned.unknown	35_2

CUST_49226_PI403524517	1	35.77578	82.12386	-0.044534683	-0.20614338	-0.06817436	0.044534683	0.09240627	0.064632416	35_14046	"Cluster: PREDICTED: similar to H3 histone, family 2 isoform 2; n=4; Eutheria|Rep: PREDICTED: similar to H3 histone, family 2 isoform 2 - Canis"	UniRef90_UPI00004A5DE9	CHR5V7|COORD:3270479..3270889| histone H3	AT5G10400.1	CHR11V5|COORD:2622185..2621575|protein histone H3, putative, expressed	LOC_Os11g05730.1	no descriptionmoderately similar to ( 244)AT5G65360| Symbols:  | histone H3 | chr5:26137325-26137735 REVERSEmoderately similar to ( 244)H32_WHEATHistone H3.2 - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned H3 HHT1 Histone eIF2_C GCD11 PRK07003 PRK12323 Atrophin-1 PRK07764 AF-4 Tymo_45kd_70kd PRK05648 PRK04000 APC_basic HPC2 PRK12678 DUF1421 DUF566 Extensin_2	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_43555_PI403524517	1	40.40101	78.88517	0.24293232	0.70952606	0.16603804	-0.22550201	-0.36441183	-0.16603756	35_12501	Rep: HAK2 - Hordeum vulgare var. distichum (Two-rowed barley)	UniRef90_Q9M7K3	"CHR3V7|COORD:350822..354142| KUP3 (K+ uptake permease 3); potassium ion transporter"	AT3G02050.1	CHR07V5|COORD:28315977..28310415|protein potassium transporter 7, putative, expressed	LOC_Os07g47350.2	" no descriptionmoderately similar to ( 236)AT3G02050| Symbols: ATKUP3, ATKT4, KUP3 | KUP3 (K+ uptake permease 3); potassium ion transporter | chr3:350822-354142 FORWARDmoderately similar to ( 285)HAK7_ORYSAK_trans Kup trkD "	transport.potassium	34_15

CUST_91339_PI403524517	1	9.475837	73.5213	1.5954027	0.6139474	0.39669228	-0.3966918	-0.47931767	-0.4499073	35_26117	"Cluster: Expressed protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10PA8	"CHR4V7|COORD:17507149..17509506| similar to Os03g0240900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001049512.1); similar to Os12g0586400 [Oryza"	AT4G37190.1	CHR03V5|COORD:7436849..7432666|protein expressed protein	LOC_Os03g13770.1	"no descriptionweakly similar to ( 127)AT4G37190| Symbols:  | similar to Os03g0240900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001049512.1); similar to Os12g0586400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001067157.1); similar to tubulin-related protein-like [Oryza sativa (japonica cultivar-group)] (GB:BAC84426.1); contains domain FAMILY NOT NAMED (PTHR13391); contains domain Tubulin/Dihydroxyacetone kinase nucleotide-binding domain (SSF52490); contains domain gb def: Tubulin-like protein (PTHR13391:SF4) | chr4:17507447-17509506 FORWARDnot assigned"	not assigned.unknown	35_2

CUST_25565_PI403524517	2	31.730331	18.614267	0.08176136	0.09455395	0.11775589	-0.13687515	-0.1595335	-0.081762314	35_7408	"Cluster: Hypothetical protein P0519E12.120; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0519E12.120 - Oryza sativa (japonica cultivar"	UniRef90_Q7XI55	CHR1V7|COORD:6437583..6443806| heat shock protein binding	AT1G18700.2	CHR07V5|COORD:26228984..26239220|protein heat shock protein binding protein, putative, expressed	LOC_Os07g43870.3	no descriptionmoderately similar to ( 439)AT1G18700| Symbols:  | heat shock protein binding | chr1:6437583-6443806 FORWARD	stress.abiotic.heat	20_2_1

CUST_19137_PI403524517	2	49.984447	35.570934	0.23327875	0.12600756	0.1374793	-0.15175247	-0.30580568	-0.12600708	35_5548	"Cluster: Putative copine III; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative copine III - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6H563	CHR5V7|COORD:2299997..2303041| BON2 (BONZAI 2)	AT5G07300.1	CHR02V5|COORD:18995211..18988145|protein copine-3, putative, expressed	LOC_Os02g32160.2	no descriptionweakly similar to ( 142)AT5G07300| Symbols: BON2 | BON2 (BONZAI 2) | chr5:2299997-2303041 FORWARDnot assigned C2 C2 C2	not assigned.no ontology	35_1

CUST_39722_PI403524517	2	32.897327	18.726421	0.4012642	0.30455446	0.28595304	-0.28595304	-0.4222226	-0.5651965	35_11421	"Cluster: Hypothetical protein; n=1; Burkholderia pseudomallei 1710b|Rep: Hypothetical protein - Burkholderia pseudomallei (strain 1710b)"	UniRef90_Q3JHP8	0	0	0	0	no description	not assigned.unknown	35_2

CUST_607_PI399407379	1	33.603333	82.28503	-0.34430838	-1.1292009	-0.26642036	0.39294052	0.5335312	0.26642036	HvCHLH3									

CUST_35023_PI403524517	1	47.447342	95.51684	0.14988518	0.019860268	0.046170235	-0.019859314	-0.038064003	-0.05584526	35_10096	"Cluster: Nucleobase-ascorbate transporter 11; n=1; Arabidopsis thaliana|Rep: Nucleobase-ascorbate transporter 11 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q6SZ87	CHR4V7|COORD:17869523..17872455| permease	AT4G38050.1	CHR07V5|COORD:18234542..18239781|protein permease, putative, expressed	LOC_Os07g30810.1	no descriptionmoderately similar to ( 261)AT4G38050| Symbols:  | permease | chr4:17869523-17872455 REVERSEnot assigned Xan_ur_permease UraA PRK10720	transport.misc	34_99

CUST_137705_PI403524517	2	33.5622	30.394302	1.5460072	1.8175058	0.9603481	-1.1530814	-1.7955427	-0.9603481	35_38618	"Cluster: 23 kDa jasmonate-induced protein; n=1; Hordeum vulgare|Rep: 23 kDa jasmonate-induced protein - Hordeum vulgare (Barley)"	UniRef90_P32024		0	CHR04V5|COORD:14015365..14014193|protein jasmonate-induced protein, putative	LOC_Os04g24469.1	no descriptionmoderately similar to ( 246)JI23_HORVU23 kDa jasmonate-induced protein - Hordeum vulgare (Barley)	not assigned.unknown	35_2

CUST_2513_PI403524517	1	41.447617	64.33349	-0.023864746	-0.045799255	-0.0114479065	0.0114479065	0.022909164	0.028470993	35_683	Rep: 40S ribosomal protein - Triticum aestivum (Wheat)	UniRef90_Q7X9K6	CHR4V7|COORD:16548729..16550227| 40S ribosomal protein S3A (RPS3aB)	AT4G34670.1	CHR12V5|COORD:12271705..12267718|protein 40S ribosomal protein S3a, putative, expressed	LOC_Os12g21798.1	no descriptionvery weakly similar to (74.3)AT4G34670| Symbols:  | 40S ribosomal protein S3A (RPS3aB) | chr4:16548729-16550227 FORWARDvery weakly similar to (84.3)RS3A_ORYSAnot assigned	protein.synthesis.misc ribososomal protein	29_2_2

CUST_155210_PI403524517	1	64.00105	46.6552	0.17591238	0.40207863	0.50528526	-0.1759119	-0.77723646	-0.94814587	35_43356	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_92106_PI403524517	2	21.016277	32.298714	0.17510366	0.3129921	0.19808197	-0.25868225	-0.17510319	-0.25983715	35_26339	"Cluster: Os08g0180500 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os08g0180500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J7L1	0	0	CHR08V5|COORD:4706210..4711537|protein transposon protein, putative, unclassified, expressed	LOC_Os08g08240.1	no descriptionvery weakly similar to (72.4)TRAC9_MAIZEPutative AC9 transposase - Zea mays (Maize)not assigned	DNA.synthesis/chromatin structure.retrotransposon/transposase.hat-like transposase	28_1_1_4

CUST_179310_PI403524517	1	20.712776	58.06187	0.0872879	0.35776138	0.26521683	-0.0872879	-0.13022995	-0.1006937	35_49869	"Cluster: Putative polyphosphoinositide binding protein Ssh2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative polyphosphoinositide binding protein Ssh2"	UniRef90_Q6Z8I8	CHR1V7|COORD:7828423..7829734| SEC14 cytosolic factor family protein / phosphoglyceride transfer family protein	AT1G22180.2	CHR02V5|COORD:31602284..31598599|protein transporter-like protein, putative, expressed	LOC_Os02g51610.2	no description	not assigned.unknown	35_2

CUST_160504_PI403524517	1	35.358074	94.14772	0.101462364	0.44855213	0.09477329	-0.20170975	-0.09477234	-0.16260147	35_44790	"Cluster: Hypothetical protein P0686E09.33; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0686E09.33 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5ZDI4	"CHR1V7|COORD:1413868..1416119| ATPDIL2-2 (PDI-LIKE 2-2); thiol-disulfide exchange intermediate"	AT1G04980.1	CHR01V5|COORD:24903707..24902574|protein 3-5 exonuclease eri-1, putative, expressed	LOC_Os01g43080.1	"no descriptionvery weakly similar to (74.3)AT1G04980| Symbols: ATPDIL2-2 | ATPDIL2-2 (PDI-LIKE 2-2); thiol-disulfide exchange intermediate | chr1:1413868-1416119 REVERSEvery weakly similar to (50.8)PDI_HORVUProtein disulfide-isomerase precursor - Hordeum vulgare (Barley)not assigned not assigned not assigned not assigned not assigned PDI_a_P5 PDI_a_family PDI_a_ERp38 Thioredoxin PDI_a_ERp46 PDI_a_MPD1_like PDI_a_PDI_a'_C PDI_a_ERdj5_C PDI_a_QSOX TRX_family PDI_a_PDIR PDI_a_TMX3 KapD"	redox.thioredoxin	21_1

CUST_56658_PI403524517	1	22.76914	61.119675	-0.1427927	-0.030035019	-0.11814976	0.047780037	0.042824745	0.030035019	35_16138	"Cluster: Probable voltage-gated potassium channel subunit beta (K(+) channel subunit beta); n=2; Oryza sativa|Rep: Probable voltage-gated potassium channel subu"	UniRef90_Q40648	"CHR1V7|COORD:1313661..1315419| KAB1 (POTASSIUM CHANNEL BETA SUBUNIT); potassium channel"	AT1G04690.1	CHR02V5|COORD:35062107..35066743|protein voltage-gated potassium channel beta subunit, putative, expressed	LOC_Os02g57240.1	" no descriptionhighly similar to ( 560)AT1G04690| Symbols: KV-BETA1, KAB1 | KAB1 (POTASSIUM CHANNEL BETA SUBUNIT); potassium channel | chr1:1313661-1315419 FORWARDhighly similar to ( 596)KCAB_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Tas Aldo_ket_red PRK09912 ARA1 PRK10625 COG4989 COG1453 PRK10376 dkgB dkgA DUF566 PRK12323 Pneumo_att_G PRK07003 PRK12678 Herpes_BLLF1 "	transport.potassium	34_15

CUST_8246_PI404877155	1	30.052805	143.98271	0.029904366	0.39738274	0.020523071	-0.03813553	-0.029250145	-0.020523071	Contig24334_at	0	0	0	0	0	0	"phosphoinositide-specific phospholipase C family protein, contains Pfam profile: PF00388 phosphatidylinositol-specific phospholipase C or  similar to phosphoinositide-specific phospholipase C family protein [Arabidopsis thaliana] (TAIR:At2g40116.1); simil"	signalling.phosphinositides	30_4

CUST_94762_PI403524517	2	8.679106	15.283618	-2.203329	-1.726676	-2.3323708	1.8905582	1.726676	2.0548677	35_27086	Rep: Hypothetical protein - Frankia sp. EAN1pec	UniRef90_Q3VZR0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_68126_PI403524517	1	45.03694	79.16766	0.2571268	0.24861431	0.014977455	-0.027799606	-0.03975296	-0.014978409	35_19469	"Cluster: Pentatricopeptide, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Pentatricopeptide, putative, expressed - Oryza sativa (japonic"	UniRef90_Q338A4	"CHR4V7|COORD:15403026..15406364| PGR3 (PROTON GRADIENT REGULATION 3); binding"	AT4G31850.1	CHR10V5|COORD:14571534..14567745|protein PGR3, putative, expressed	LOC_Os10g28600.1	"no descriptionmoderately similar to ( 362)AT4G31850| Symbols: PGR3 | PGR3 (PROTON GRADIENT REGULATION 3); binding | chr4:15403026-15406364 FORWARDweakly similar to ( 177)RF1_ORYSAPPR"	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_104735_PI403524517	1	41.604805	82.51504	0.6291475	0.48675537	0.02741623	-0.06778908	-0.027416706	-0.051061153	35_29842	0	0		0	CHR09V5|COORD:970670..968662|protein cyclin delta-3, putative, expressed	LOC_Os09g02360.1	no description	not assigned.unknown	35_2

CUST_106438_PI403524517	1	46.460785	89.380936	0.07390022	0.37994766	0.10861206	-0.0999279	-0.17876911	-0.07389927	35_30293	"Cluster: Calmodulin-binding family protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Calmodulin-binding family protein-like - Oryza sativa (japonic"	UniRef90_Q5JMB8	"CHR1V7|COORD:6501059..6503426| IQD30; calmodulin binding"	AT1G18840.1	CHR01V5|COORD:30133756..30127941|protein calmodulin binding protein, putative, expressed	LOC_Os01g51840.2	no description	not assigned.unknown	35_2

CUST_39993_PI403524517	2	11.866908	27.694763	0.09173632	0.05166912	0.0805521	-0.06502676	-0.06245041	-0.05166912	35_11503	"Cluster: WD-40 repeat family protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: WD-40 repeat family protein-like - Oryza sativa (japonica cultivar-g"	UniRef90_Q5VPC8	"CHR5V7|COORD:8459151..8467923| similar to protein kinase family protein [Arabidopsis thaliana] (TAIR:AT5G38560.1); similar to Os01g0653800 [Oryza sativa (japoni"	AT5G24710.1	CHR01V5|COORD:26792804..26780630|protein peptidase S8 and S53, subtilisin, kexin, sedolisin, putative, expressed	LOC_Os01g46510.2	" no descriptionmoderately similar to ( 386)AT5G24710| Symbols:  | similar to protein kinase family protein [Arabidopsis thaliana] (TAIR:AT5G38560.1); similar to Os01g0653800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001043744.1); similar to WD-40 repeat family protein [Medicago sativa] (GB:AAZ31064.1); similar to Peptidase S8 and S53, subtilisin, kexin, sedolisin; WD40-like [Medicago truncatula] (GB:ABD32844.1); contains InterPro domain WD-40 repeat; (InterPro:IPR001680); contains InterPro domain WD40-like; (InterPro:IPR011046) | chr5:8459151-8467923 REVERSE"	not assigned.no ontology	35_1

CUST_116871_PI403524517	1	113.166534	28.456825	-0.08860874	-0.051977158	-0.09142637	0.47792816	0.093006134	0.051977634	35_33127	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_32542_PI399408534	1	59.680218	25.500345	0.2178421	0.21005297	0.32451677	-0.3168068	-0.6627712	-0.21005249	35_19301	Rep: CR4 - Oryza sativa (Rice)	UniRef90_Q948R7	"CHR3V7|COORD:21970848..21973535| ACR4 (ARABIDOPSIS CRINKLY4); kinase"	AT3G59420.1	CHR03V5|COORD:24370082..24374272|protein receptor protein kinase CRINKLY4 precursor, putative, expressed	LOC_Os03g43670.1	"no descriptionweakly similar to ( 154)AT3G59420| Symbols: ACR4 | ACR4 (ARABIDOPSIS CRINKLY4); kinase | chr3:21970848-21973535 REVERSEmoderately similar to ( 205)CRI4_MAIZEPutative receptor protein kinase CRINKLY4 precursor - Zea mays (Maize)"	signalling.receptor kinases.crinkly like	30_2_26

CUST_16000_PI403524517	1	43.464447	85.78969	0.11358166	0.03740883	0.021333694	-0.021333694	-0.052970886	-0.054120064	35_4618	"Cluster: OSJNBb0020J19.10 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBb0020J19.10 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XKA0	CHR1V7|COORD:29170383..29172380| glucose-6-phosphate/phosphate translocator-related	AT1G77610.1	CHR04V5|COORD:35202475..35199844|protein organic anion transporter, putative, expressed	LOC_Os04g59550.1	 no descriptionmoderately similar to ( 367)AT1G77610| Symbols:  | glucose-6-phosphate/phosphate translocator-related | chr1:29170383-29172380 FORWARDvery weakly similar to (80.1)TPT_FLAPRTriose phosphate/phosphate translocator, chloroplast precursor - Flaveria pringleinot assigned not assigned not assigned not assigned UAA DUF6 RhaT 	transport.metabolite transporters at the envelope membrane	34_8

CUST_169316_PI403524517	1	72.41737	40.028248	0.12636566	0.19057798	0.084275246	-0.084275246	-0.46006823	-0.6520257	35_47159	Rep: RNA-dependent RNA polymerase - Zea mays (Maize)	UniRef90_Q19VG2	"CHR4V7|COORD:6780518..6784386| RDR2 (RNA-DEPENDENT RNA POLYMERASE 2); RNA-directed RNA polymerase"	AT4G11130.1	CHR04V5|COORD:23065706..23071435|protein RNA-dependent RNA polymerase homolog 1, putative, expressed	LOC_Os04g39160.1	"no descriptionmoderately similar to ( 261)AT4G11130| Symbols: RDR2 | RDR2 (RNA-DEPENDENT RNA POLYMERASE 2); RNA-directed RNA polymerase | chr4:6780518-6784386 FORWARDnot assigned RdRP"	RNA.transcription	27_2

CUST_117152_PI403524517	2	42.18055	18.43888	0.13293171	0.09135342	0.115068436	-0.09135342	-0.20205402	-0.11778259	35_33200	"Cluster: Os06g0597800 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os06g0597800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DB68		0	CHR06V5|COORD:23555510..23558288|protein transposon protein, putative, unclassified, expressed	LOC_Os06g39680.1	no description	not assigned.unknown	35_2

CUST_91628_PI403524517	1	27.315378	73.65584	0.1349411	0.58200836	0.237154	-0.23307896	-0.1743555	-0.13494205	35_26196	"Cluster: Hypothetical protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q84P89	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	CHR02V5|COORD:33121766..33118546|protein expressed protein	LOC_Os02g54080.2	no descriptionnot assigned not assigned not assigned PRK12323 PRK07764	not assigned.unknown	35_2

CUST_33852_PI403524517	2	3.1386557	29.690462	1.185121	2.018023	1.318089	-1.257246	-1.185121	-1.2449121	35_9758	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_17336_PI399408534	1	24.227179	82.49744	0.37046528	0.18798065	0.041275978	-0.05098915	-0.0667181	-0.041275978	35_10678	Rep: Obtusifoliol 14alpha-demethylase - Avena strigosa (black oat)	UniRef90_A1BQV2	0	0	CHR11V5|COORD:18546807..18551376|protein cytochrome P450 51, putative, expressed	LOC_Os11g32240.1	no descriptionvery weakly similar to (53.5)CP51_WHEATCytochrome P450 51 - Triticum aestivum (Wheat)	hormone metabolism.brassinosteroid.synthesis-degradation.sterols.CYP51	17_3_1_2_3

CUST_3882_PI403524517	1	28.566961	149.7627	-0.029075623	-0.48916245	-0.019493103	0.024539948	0.034145355	0.019491196	35_1075	"Cluster: Os01g0332900 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0332900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JN30	"CHR1V7|COORD:17691011..17692231| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G17160.1); similar to conserved hypothetical protein [Bacillus"	AT1G47970.1	CHR01V5|COORD:12907283..12903947|protein immediate-early protein RSP40, putative, expressed	LOC_Os01g22990.1	"no descriptionweakly similar to ( 103)AT1G56450| Symbols: PBG1 | PBG1 (20S proteasome beta subunit G1); peptidase | chr1:21145635-21147851 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned proteasome_beta_type_4 TFIIF_alpha PRK02363 DUF566 MDN1 COG5099 PAP1 KAR9 proteasome_beta COG5137 AF-4 Mpp10 CobT proteasome_protease_HslV CobT DUF936 Proteasome PRK12678 PRK08581 Herpes_BLLF1 RpoE DMP1 PRE1 SKN1 ROM1 HPC2 Herpes_gp2 BUD22 DNA_pol_phi COG5347 Fib_alpha PRK09169 COG4530 Atrophin-1 TT_ORF1 Rtt106 COG5644 RNA_pol_delta DUF1777 PRK12323 BASP1 Daxx COG5593 Nucleoplasmin Tymo_45kd_70kd APC_basic Nop14 MSS4 SDA1 PPP4R2"	protein.degradation.ubiquitin.proteasom	29_5_11_20

CUST_34267_PI403524517	1	46.909813	125.06788	0.07009554	0.69680834	0.08853865	-0.14008045	-0.19731998	-0.07009554	35_9877	"Cluster: Hypothetical protein OJ1521_G01.18; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1521_G01.18 - Oryza sativa (japonica cultiv"	UniRef90_Q6Z7I5	"CHR5V7|COORD:16319457..16323599| similar to Os02g0329300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001046716.1); similar to serine-threonine rich"	AT5G40740.1	CHR02V5|COORD:13349857..13360648|protein expressed protein	LOC_Os02g22370.3	"no descriptionmoderately similar to ( 209)AT5G40740| Symbols:  | similar to Os02g0329300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001046716.1); similar to serine-threonine rich antigen [Staphylococcus aureus] (GB:AAL58470.1) | chr5:16319457-16323599 REVERSE"	not assigned.unknown	35_2

CUST_81058_PI403524517	1	146.62802	37.040825	-0.057773113	-0.12803984	-0.11084747	0.057772636	1.0646143	0.063551426	35_23251	"Cluster: Putative brassinosteroid insensitive 1-associated receptor kinase 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative brassinosteroid"	UniRef90_Q8W0B8	"CHR3V7|COORD:8960418..8963310| ATPERK1 (PROLINE EXTENSIN-LIKE RECEPTOR KINASE 1); ATP binding / protein kinase"	AT3G24550.1	CHR01V5|COORD:7034905..7039727|protein receptor protein kinase PERK1, putative, expressed	LOC_Os01g12720.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Atrophin-1 Extensin_2 PRK12323 PRK07003 Drf_FH1 PRK12678 PRK05648 PRK07764 DUF1421 DUF605 infB Tymo_45kd_70kd TT_ORF1 GRASP55_65 HPC2 FAP Totivirus_coat Herpes_BLLF1 PRK08770 PRK00708 Pneumo_att_G PRK08853 Syndecan DUF1777 Herpes_glycop_D DUF591 IER Gag_spuma TonB tatB PRK10819 MARCKS rne COG5373 PRK09169 APC_basic PRK06132 PRK12372 BASP1 Herpes_UL32 SSDP CITED HpaP PRK08691 Protamine_P1 PRK11634 DedD DUF1509 Herpes_TAF50 PRK12373 PRK03427 DAG1 DUF959 MCPVI PRK11633	not assigned.unknown	35_2

CUST_62496_PI403524517	2	20.098425	31.971674	-0.06805515	-0.07971001	-0.12279415	0.06919193	0.06805611	0.09562874	35_17820	"Cluster: Ankyrin repeat protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Ankyrin repeat protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6KA74	"CHR3V7|COORD:1189847..1191859| similar to ankyrin repeat family protein [Arabidopsis thaliana] (TAIR:AT1G04780.1); similar to Os02g0810100 [Oryza sativa (japoni"	AT3G04470.1	CHR02V5|COORD:34617796..34613967|protein protein binding protein, putative, expressed	LOC_Os02g56530.1	"no descriptionmoderately similar to ( 357)AT3G04470| Symbols:  | similar to ankyrin repeat family protein [Arabidopsis thaliana] (TAIR:AT1G04780.1); similar to Os02g0810100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001048467.1); similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:BAC80109.1); contains InterPro domain Ankyrin; (InterPro:IPR002110) | chr3:1189847-1191859 REVERSEnot assigned not assigned not assigned Atrophin-1"	cell.organisation	31_1

CUST_106301_PI403524517	1	57.88042	31.056427	0.09036636	0.058470726	0.051464558	-0.051464558	-0.16872835	-0.08974457	35_30257	"Cluster: Os05g0367900 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0367900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DIR9	CHR4V7|COORD:578308..578991| harpin-induced family protein / HIN1 family protein / harpin-responsive family protein	AT4G01410.1	CHR05V5|COORD:17583469..17584251|protein harpin-induced 1, putative	LOC_Os05g30490.1	no description	not assigned.unknown	35_2

CUST_169438_PI403524517	2	18.619253	47.317688	-0.32499743	-0.11755657	-0.21539831	0.17090082	0.15671587	0.11755657	35_47193	Rep: Uncoupling protein - Zea mays (Maize)	UniRef90_Q8S4C4	"CHR3V7|COORD:20049868..20051974| ATPUMP1/UCP1 (UNCOUPLING PROTEIN 1); binding / oxidative phosphorylation uncoupler"	AT3G54110.1	CHR11V5|COORD:28403153..28407097|protein mitochondrial uncoupling protein 3, putative, expressed	LOC_Os11g48040.1	" no descriptionweakly similar to ( 170)AT3G54110| Symbols: UCP, PUMP1, UCP2, ATUCP1, ATPUMP1, UCP1 | ATPUMP1/UCP1 (UNCOUPLING PROTEIN 1); binding / oxidative phosphorylation uncoupler | chr3:20049868-20051974 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Mito_carr "	mitochondrial electron transport / ATP synthesis.uncoupling protein	9_8

CUST_149000_PI403524517	1	120.33153	48.87904	0.26030016	0.30928707	0.10051012	-0.10051012	-0.113705635	-0.8380952	35_41682	Rep: Putative lipoprotein - Burkholderia pseudomallei (Pseudomonas pseudomallei)	UniRef90_Q63WJ8	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	CHR03V5|COORD:9014390..9007824|protein serine/arginine repetitive matrix protein 1, putative, expressed	LOC_Os03g16369.2	no descriptionnot assigned	not assigned.unknown	35_2

CUST_13424_PI403524517	1	47.319996	114.55438	0.027589798	0.3016615	0.06183338	-0.08101177	-0.0670166	-0.027590752	35_3849	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_4888_PI404877155	1	45.57661	117.51909	-0.030820847	-0.20271683	-0.024553299	0.024551392	0.06798744	0.061035156	Contig1625_at	putative histone deacetylase HD2 [Oryza sativa]	AAF70196.1	expressed protein	At5g22650.1	protein histone deacetylase HD2, putative	Os05g51830	"TFIIF-alpha  T02168;TFIIF activity during very early transcription elongation"	RNA.regulation of transcription.C2H2 zinc finger family	27_3_11

CUST_1587_PI403524517	2	47.792366	31.415424	0.16365242	0.14698601	0.08502197	-0.08502197	-0.24615002	-0.23712158	35_419	Rep: Hypothetical protein orf106b - Nicotiana tabacum (Common tobacco)	UniRef90_Q5M9Z9	0	0	CHR10V5|COORD:10457616..10459725|protein hypothetical protein	LOC_Os10g21190.1	no description	not assigned.unknown	35_2

CUST_86389_PI403524517	1	90.79864	45.6704	0.06493807	0.044131756	0.10919237	-0.044131756	-0.07739735	-0.25720644	35_24741	"Cluster: Hypothetical protein OSJNBb0022E02.3; n=2; Oryza sativa|Rep: Hypothetical protein OSJNBb0022E02.3 - Oryza sativa (Rice)"	UniRef90_Q94GS4	0	0	CHR06V5|COORD:8973515..8975734|protein integral membrane protein DUF6 containing protein, expressed	LOC_Os06g15810.1	no descriptionRhaT DUF6	not assigned.unknown	35_2

CUST_159608_PI403524517	1	28.166376	103.593925	0.03782463	0.9069395	0.33459377	-0.062378883	-0.06706333	-0.03782463	35_44545	0	0	CHR4V7|COORD:8663499..8665759| formin homology 2 domain-containing protein / FH2 domain-containing protein	AT4G15200.1	CHR10V5|COORD:6761110..6770587|protein transposon protein, putative, CACTA, En/Spm sub-class	LOC_Os10g12570.1	no description	not assigned.unknown	35_2

CUST_177640_PI403524517	1	54.584988	49.143467	0.10256672	0.12875938	0.041617393	-0.15424347	-0.1325531	-0.041618347	35_49412	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_65976_PI403524517	2	6.798386	38.85265	0.26961517	0.17912102	0.39718056	-0.18152142	-0.17912006	-0.20231915	35_18844	"Cluster: Antifreeze glycopeptide AFGP polyprotein precursor; n=2; Boreogadus saida|Rep: Antifreeze glycopeptide AFGP polyprotein precursor - Boreogadus saida (P"	UniRef90_O13028	"CHR2V7|COORD:18116379..18118664| IQD14; calmodulin binding"	AT2G43680.1	CHR01V5|COORD:15340141..15333878|protein RNA binding protein, putative, expressed	LOC_Os01g26940.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF1777 PRK12323	not assigned.unknown	35_2

CUST_19658_PI403524517	2	25.402552	48.36085	0.14460611	0.42966127	0.40408993	-0.14460564	-0.2443161	-0.20225239	35_5696	"Cluster: Flavin-containing monooxygenase family protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Flavin-containing monooxygenase"	UniRef90_Q336T9	CHR1V7|COORD:4118592..4120869| flavin-containing monooxygenase family protein / FMO family protein	AT1G12130.1	CHR10V5|COORD:21397494..21394729|protein disulfide oxidoreductase/ monooxygenase, putative, expressed	LOC_Os10g40570.1	no descriptionweakly similar to ( 102)AT1G12130| Symbols:  | flavin-containing monooxygenase family protein / FMO family protein | chr1:4118592-4120869 FORWARDnot assigned TrkA FMO-like	misc.oxidases - copper, flavone etc.	26_7

CUST_18769_PI399408534	1	34.379795	52.50075	0.06785965	0.1792593	0.08993673	-0.13980627	-0.06786013	-0.10653067	35_11090	"Cluster: Glutathione S-transferase GST16-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Glutathione S-transferase"	UniRef90_Q6K7A1	CHR1V7|COORD:1376105..1378263| high mobility group (HMG1/2) family protein / ARID/BRIGHT DNA-binding domain-containing protein	AT1G04880.1	CHR02V5|COORD:15904840..15909709|protein HMG box family protein, expressed	LOC_Os02g27060.2	no descriptionweakly similar to ( 133)AT1G04880| Symbols:  | high mobility group (HMG1/2) family protein / ARID/BRIGHT DNA-binding domain-containing protein | chr1:1376105-1378263 REVERSEnot assigned BRIGHT ARID	RNA.regulation of transcription.Nucleosome/chromatin assembly factor group	27_3_62

CUST_13521_PI403524517	1	60.929047	34.711796	0.050992012	0.024960518	0.0367136	-0.10606384	-0.117669106	-0.024961472	35_3878	"Cluster: OSJNBa0032F06.25 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0032F06.25 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XPV6	CHR1V7|COORD:276866..278448| RNA binding / adenosine deaminase	AT1G01760.1	CHR04V5|COORD:34673868..34679728|protein RNA binding protein, putative, expressed	LOC_Os04g58690.3	no descriptionvery weakly similar to (59.3)AT1G01760| Symbols:  | RNA binding / adenosine deaminase | chr1:276866-278448 REVERSE	RNA.transcription	27_2

CUST_161459_PI403524517	1	54.36662	38.37407	0.47634315	0.32446623	0.21718788	-0.21718836	-0.78952575	-0.7310896	35_45044	"Cluster: Hypothetical protein F22J12_30; n=1; Arabidopsis thaliana|Rep: Hypothetical protein F22J12_30 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9FYD1	CHR3V7|COORD:15520741..15523243| zinc knuckle (CCHC-type) family protein	AT3G43590.1	CHR04V5|COORD:27604142..27601573|protein actin depolymerizing factor, putative, expressed	LOC_Os04g46920.1	no descriptionvery weakly similar to (70.5)AT3G43590| Symbols:  | zinc knuckle (CCHC-type) family protein | chr3:15520741-15523243 FORWARD	not assigned.no ontology	35_1

CUST_7506_PI403524517	1	62.336834	42.98512	-0.12172556	-0.27144718	-0.15522766	0.19870996	0.12172508	0.4171772	35_2089	"Cluster: Proteasome inhibitor-like protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Proteasome inhibitor-like protein - Oryza sativa (japonica cultivar"	UniRef90_Q84ZC7	CHR3V7|COORD:19996186..19998110| proteasome inhibitor-related	AT3G53970.1	CHR07V5|COORD:21792168..21786881|protein expressed protein	LOC_Os07g36420.1	no descriptionweakly similar to ( 102)AT3G53970| Symbols:  | proteasome inhibitor-related | chr3:19996186-19998110 FORWARDnot assigned	protein.degradation.ubiquitin.proteasom	29_5_11_20

CUST_138863_PI403524517	1	61.39469	25.389252	0.40237522	0.29626274	0.49888086	-0.34627533	-0.84773684	-0.29626274	35_38952	"Cluster: Hypothetical protein OSJNBa0060A14.5; n=2; Oryza sativa|Rep: Hypothetical protein OSJNBa0060A14.5 - Oryza sativa (Rice)"	UniRef90_Q948J1	CHR2V7|COORD:14930359..14933104| bZIP transcription factor family protein	AT2G35530.1	CHR10V5|COORD:13511726..13517239|protein expressed protein	LOC_Os10g26560.1	no description	not assigned.unknown	35_2

CUST_12788_PI403524517	1	14.114212	86.40528	-0.45894337	-2.5662107	-0.85995483	0.45894337	0.50639343	0.60374737	35_3657	"Cluster: Putative prolylcarboxypeptidase isoform 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative prolylcarboxypeptidase isoform 1 - Oryza sativa"	UniRef90_Q67WZ5	CHR2V7|COORD:10341702..10344007| serine carboxypeptidase S28 family protein	AT2G24280.1	CHR06V5|COORD:26460809..26455293|protein lysosomal Pro-X carboxypeptidase precursor, putative, expressed	LOC_Os06g43930.1	no descriptionmoderately similar to ( 313)AT2G24280| Symbols:  | serine carboxypeptidase S28 family protein | chr2:10341702-10344007 FORWARDnot assigned not assigned Peptidase_S28	protein.degradation	29_5

CUST_161100_PI403524517	1	44.016132	89.46345	0.0870018	0.58353233	0.20139313	-0.19229889	-0.104818344	-0.087002754	35_44949	"Cluster: Kelch repeat-containing F-box family protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Kelch repeat-containing"	UniRef90_Q10R48	CHR1V7|COORD:28009726..28011081| kelch repeat-containing F-box family protein	AT1G74510.2	CHR03V5|COORD:3813065..3815859|protein kelch motif family protein, expressed	LOC_Os03g07530.3	no descriptionweakly similar to ( 101)AT1G74510| Symbols:  | kelch repeat-containing F-box family protein | chr1:28009726-28011081 FORWARDnot assigned Kelch_1 Kelch	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_52454_PI403524517	1	24.766514	56.16126	0.25365543	0.4891386	0.16096115	-0.16096115	-0.25323486	-0.17876148	35_14946	"Cluster: RNA binding protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: RNA binding protein, putative, expressed - Oryza sativa (jap"	UniRef90_Q2QSR7	CHR1V7|COORD:3015475..3018037| catalytic/ coenzyme binding	AT1G09340.1	CHR12V5|COORD:13100965..13103633|protein RNA binding protein, putative, expressed	LOC_Os12g23180.1	no descriptionmoderately similar to ( 389)AT1G09340| Symbols:  | catalytic/ coenzyme binding | chr1:3015475-3018037 FORWARDnot assigned WcaG Epimerase	not assigned.unknown	35_2

CUST_25835_PI403524517	1	14.239891	90.10928	0.051753044	0.33094692	0.10855293	-0.06895161	-0.051753044	-0.06270218	35_7488	"Cluster: Putative LRR receptor-like protein kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative LRR receptor-like protein kinase - Oryza sativa (j"	UniRef90_Q9ASK4	CHR2V7|COORD:6925121..6927401| leucine-rich repeat family protein / extensin family protein	AT2G15880.1	CHR01V5|COORD:554817..550824|protein ATP binding protein, putative, expressed	LOC_Os01g02040.2	no descriptionnot assigned PRK07764	not assigned.unknown	35_2

CUST_13593_PI403524517	1	49.153435	113.69784	-0.10105753	-1.5584736	-0.38109112	0.10105801	0.23534727	0.31010675	35_3900	"Cluster: Putative 50S ribosomal protein L35; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative 50S ribosomal protein L35 - Oryza sativa (japonica cultiv"	UniRef90_Q67W51	CHR2V7|COORD:10249118..10250496| ribosomal protein L35 family protein	AT2G24090.1	CHR06V5|COORD:26441598..26443890|protein 50S ribosomal protein L35, chloroplast precursor, putative, expressed	LOC_Os06g43900.1	 no descriptionweakly similar to ( 122)AT2G24090| Symbols:  | ribosomal protein L35 family protein | chr2:10249118-10250496 FORWARDweakly similar to ( 122)RK35_SPIOL50S ribosomal protein L35, chloroplast precursor - Spinacia oleracea (Spinach)not assigned not assigned rpmI RpmI Ribosomal_L35p rpl35 	protein.synthesis.mito/plastid ribosomal protein.plastid	29_2_1_1

CUST_10664_PI403524517	1	29.154272	72.0946	0.23287678	0.73339367	0.23439121	-0.3471527	-0.4277935	-0.2328763	35_3012	"Cluster: Putative survival motor neuron domain containing 1; splicing factor 30, survival of motor neuron-related; n=1; Oryza sativa (japonica cultivar-group)|R"	UniRef90_Q6ZC63	CHR2V7|COORD:698360..700793| nucleic acid binding	AT2G02570.3	CHR08V5|COORD:511930..507400|protein nucleic acid binding protein, putative, expressed	LOC_Os08g01840.1	no descriptionvery weakly similar to (56.2)AT2G02570| Symbols:  | nucleic acid binding | chr2:698360-700793 REVERSE	not assigned.unknown	35_2

CUST_2455_PI404877155	1	39.75838	68.377075	-0.05447769	-0.2995615	-0.3662405	0.1163826	0.05447769	0.07100296	Contig12845_at	auxin response factor 8 [Oryza sativa]	BAB85918.1	auxin-responsive factor (ARF8)	At5g37020.1	protein auxin response factor 8	Os04g57610	auxin response factor 8	RNA.regulation of transcription.ARF, Auxin Response Factor family	27_3_04

CUST_6532_PI403524517	2	20.803286	27.32211	-0.3410244	-0.5141487	-0.60177135	0.49144745	0.51157475	0.3410244	35_1812	"Cluster: OSJNBb0038F03.9 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBb0038F03.9 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XN02	CHR1V7|COORD:408779..410433| pentatricopeptide (PPR) repeat-containing protein	AT1G02150.1	CHR04V5|COORD:27039842..27037158|protein tetratricopeptide-like helical, putative, expressed	LOC_Os04g46010.1	no descriptionmoderately similar to ( 366)AT1G02150| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr1:408779-410433 FORWARD	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_84317_PI403524517	2	39.561058	22.774866	1.1372638	1.0669885	0.7221718	-0.7221713	-1.7090955	-1.3763154	35_24161	"Cluster: OSJNBb0015N08.11 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBb0015N08.11 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XNY0	"CHR3V7|COORD:9205171..9206202| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G04420.1); similar to 52O08_2 [Brassica rapa subsp. pekinensis]"	AT3G25270.1	CHR04V5|COORD:30344883..30349190|protein retrotransposon protein, putative, unclassified	LOC_Os04g51590.1	" no descriptionvery weakly similar to (52.4)AT3G25270| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G04420.1); similar to 52O08_2 [Brassica rapa subsp. pekinensis] (GB:AAZ67547.1); contains InterPro domain Polynucleotidyl transferase, Ribonuclease H fold; (InterPro:IPR012337) | chr3:9205171-9206202 REVERSE"	not assigned.unknown	35_2

CUST_84514_PI403524517	1	43.373596	122.56494	-0.06867695	-1.0786743	-0.19794321	0.16292238	0.06867647	0.10021925	35_24217	"Cluster: Os01g0205200 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0205200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JPS7	CHR4V7|COORD:10304861..10307476| pentatricopeptide (PPR) repeat-containing protein	AT4G18750.1	CHR01V5|COORD:5764704..5761454|protein pentatricopeptide repeat protein PPR1106-17, putative, expressed	LOC_Os01g10800.1	no descriptionmoderately similar to ( 229)AT4G18750| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr4:10304861-10307476 FORWARD	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_117429_PI403524517	1	49.42198	86.40041	0.08676624	0.27675056	0.054034233	-0.14165306	-0.07863331	-0.054034233	35_33274	"Cluster: Putative vacuolar ATPase subunit H protein; n=1; Suaeda salsa|Rep: Putative vacuolar ATPase subunit H protein - Suaeda salsa"	UniRef90_Q84T90	CHR3V7|COORD:14239832..14243214| vacuolar ATP synthase subunit H family protein	AT3G42050.1	CHR07V5|COORD:21814898..21820628|protein vacuolar ATPase subunit H protein, putative, expressed	LOC_Os07g36470.1	no descriptionvery weakly similar to (63.5)AT3G42050| Symbols:  | vacuolar ATP synthase subunit H family protein | chr3:14239832-14243214 REVERSEvery weakly similar to (78.2)VATH_ORYSA	transport.p- and v-ATPases.H+-transporting two-sector ATPase	34_1_1

CUST_49671_PI403524517	1	44.403893	119.44218	-0.048761368	-0.7207403	-0.1438446	0.106393814	0.04875946	0.13152122	35_14164	Rep: Actin - Scherffelia dubia	UniRef90_O65314	CHR5V7|COORD:23967335..23968812| ACT4 (ACTIN 4)	AT5G59370.1	CHR03V5|COORD:29024020..29026443|protein actin-1, putative, expressed	LOC_Os03g50890.1	no descriptionvery weakly similar to (62.8)AT5G59370| Symbols: ACT4 | ACT4 (ACTIN 4) | chr5:23967335-23968812 FORWARDvery weakly similar to (62.8)ACT_GOSHIActin - Gossypium hirsutum (Upland cotton) (Gossypium mexicanum)not assigned Actin ACTIN ACTIN	cell.organisation	31_1

CUST_94992_PI403524517	2	28.767687	30.666044	-0.9616289	-0.50481033	-0.81276417	0.56713295	0.50481033	0.8507118	35_27148	"Cluster: Os07g0515700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os07g0515700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D632	0	0	CHR07V5|COORD:19825536..19831501|protein expressed protein	LOC_Os07g33200.1	no description	not assigned.unknown	35_2

CUST_18450_PI403524517	1	20.072983	103.564995	-0.10647488	-0.39181423	-0.04150963	0.04150963	0.05840969	0.04236412	35_5333	"Cluster: Hypothetical protein OSJNBa0054L14.6; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0054L14.6 - Oryza sativa (japonica cu"	UniRef90_Q5QMU6	"CHR4|COORD:2741157..2743306| expressed protein, similar to expressed protein [Arabidopsis thaliana] (TAIR:At4g21140.1); similar to unknown protein [Oryza"	AT4G05400.2	CHR01V5|COORD:18324615..18321395|protein expressed protein	LOC_Os01g32790.1	"no descriptionmoderately similar to ( 203)AT4G05400| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G21140.1); similar to Os01g0511200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001043171.1) | chr4:2741253-2742005 FORWARDnot assigned"	not assigned.unknown	35_2

CUST_17761_PI403524517	1	25.041739	94.19472	0.0048160553	0.23500156	0.12697029	-0.007917404	-0.0048160553	-0.007540703	35_5128	"Cluster: STAM binding protein(Associated molecule with the SH3 domain of STAM)- like; n=1; Oryza sativa (japonica cultivar-group)|Rep: STAM binding protein(Asso"	UniRef90_Q942M1	CHR1V7|COORD:18047593..18051095| mov34 family protein	AT1G48790.1	CHR01V5|COORD:13278813..13287776|protein mov34/MPN/PAD-1 family protein, expressed	LOC_Os01g23640.1	no descriptionmoderately similar to ( 244)AT1G48790| Symbols:  | mov34 family protein | chr1:18047593-18051095 REVERSEnot assigned Mov34 JAB_MPN	not assigned.no ontology	35_1

CUST_20669_PI403524517	2	32.663887	8.796547	0.8714123	0.732399	0.8298979	-1.0402274	-1.4277987	-0.732399	35_6001	"Cluster: Os05g0125600 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0125600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DL37	CHR2V7|COORD:18571231..18574707| structural constituent of nuclear pore	AT2G45000.1	CHR05V5|COORD:1467821..1469065|protein hypothetical protein	LOC_Os05g03520.1	no descriptionDUF1668 Herpes_BLLF1	not assigned.unknown	35_2

CUST_178937_PI403524517	1	56.818523	34.428394	0.2660179	0.44821453	0.24875164	-0.37682676	-0.24875116	-0.7502904	35_49770	"Cluster: Putative iron-sulfur cluster assembly complex protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative iron-sulfur cluster assembly complex p"	UniRef90_Q6AUN9	CHR4V7|COORD:11759456..11760893| ISU1 (Iron-sulfur cluster assembly complex protein)	AT4G22220.1	CHR05V5|COORD:28206557..28210000|protein nifU-like N-terminal domain containing protein, mitochondrial precursor, putative, expressed	LOC_Os05g49300.1	 no descriptionweakly similar to ( 124)AT4G22220| Symbols: ATISU1, ISU1 | ISU1 (Iron-sulfur cluster assembly complex protein) | chr4:11759456-11760893 REVERSEnot assigned PRK11325 NifU_N IscU TT_ORF1 Protamine_P1 	not assigned.no ontology	35_1

CUST_58811_PI403524517	1	83.203865	36.567844	-0.048351288	-0.063694954	-0.029302597	0.02999115	0.02930355	0.111867905	35_16781	Rep: At1g73960/F2P9_17 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q8LPF0	CHR1V7|COORD:27808834..27818094| membrane alanyl aminopeptidase	AT1G73960.1	CHR09V5|COORD:14529894..14546559|protein expressed protein	LOC_Os09g24440.1	no descriptionhighly similar to ( 523)AT1G73960| Symbols:  | membrane alanyl aminopeptidase | chr1:27808834-27818094 REVERSEnot assigned	not assigned.no ontology	35_1

CUST_1660_PI399408534	1	29.736433	110.42223	0.09327984	0.60344124	0.09903097	-0.09327984	-0.17130613	-0.12937117	35_7454	"Cluster: Putative S-locus receptor kinase; n=1; Triticum aestivum|Rep: Putative S-locus receptor kinase - Triticum aestivum (Wheat)"	UniRef90_Q56DH9	"CHR4V7|COORD:11394469..11397485| B120; protein kinase/ sugar binding"	AT4G21390.1	CHR04V5|COORD:31958289..31954491|protein ATP binding protein, putative, expressed	LOC_Os04g53994.1	"no descriptionweakly similar to ( 174)AT4G21390| Symbols: B120 | B120; protein kinase/ sugar binding | chr4:11394469-11397485 REVERSEweakly similar to ( 181)SLSG3_BRAOLS-locus-specific glycoprotein S13 precursor - Brassica oleracea (Wild cabbage)B_lectin B_lectin S_locus_glycop B_lectin"	signalling.receptor kinases.S-locus glycoprotein like	30_2_24

CUST_8882_PI399408534	1	48.169422	99.96054	0.1953721	0.74888086	0.103517056	-0.21871758	-0.30380392	-0.10351753	35_18482	"Cluster: PAPA-1-like conserved region family protein, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: PAPA-1-like conserved region family protein, e"	UniRef90_Q2QNL8	CHR1V7|COORD:21150430..21153133| PAPA-1-like family protein / zinc finger (HIT type) family protein	AT1G56460.1	CHR12V5|COORD:22942656..22939381|protein PAPA-1-like conserved region family protein, expressed	LOC_Os12g37430.4	no descriptionweakly similar to ( 200)AT1G56460| Symbols:  | PAPA-1-like family protein / zinc finger (HIT type) family protein | chr1:21150430-21153133 FORWARDnot assigned not assigned not assigned not assigned not assigned PAPA-1	RNA.regulation of transcription.unclassified	27_3_99

CUST_28824_PI403524517	1	48.154747	137.42014	-0.076042175	-0.865757	-0.06232071	0.0849514	0.1554985	0.062319756	35_8327	"Cluster: Os09g0375000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0375000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J267	CHR1V7|COORD:27843126..27845562| enolase, putative	AT1G74030.1	CHR09V5|COORD:12543906..12539618|protein enolase, putative, expressed	LOC_Os09g20820.1	 no descriptionmoderately similar to ( 325)AT1G74030| Symbols:  | enolase, putative | chr1:27843126-27845562 REVERSEmoderately similar to ( 256)ENO1_HEVBREnolase 1 - Hevea brasiliensis (Para rubber tree)not assigned Enolase_C enolase eno Eno enolase_like 	glycolysis.enolase	4_12

CUST_3012_PI403524517	1	32.52579	138.26512	0.08409786	0.89605045	0.055418015	-0.09699154	-0.10979271	-0.055418015	35_820	"Cluster: Putative ubiquitin-associated (UBA) protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative ubiquitin-associated (UBA)"	UniRef90_Q6ZH84	CHR4V7|COORD:12741201..12744212| ubiquitin-associated (UBA)/TS-N domain-containing protein / octicosapeptide/Phox/Bemp1 (PB1) domain-containing	AT4G24690.1	CHR02V5|COORD:22981727..22975964|protein PB1 domain containing protein, expressed	LOC_Os02g38050.3	no descriptionmoderately similar to ( 332)AT4G24690| Symbols:  | ubiquitin-associated (UBA)/TS-N domain-containing protein / octicosapeptide/Phox/Bemp1 (PB1) domain-containing protein | chr4:12741201-12744212 FORWARDnot assigned not assigned ZZ_UBA_plant PB1 PB1 ZZ ZnF_ZZ	protein.degradation.ubiquitin	29_5_11

CUST_23201_PI403524517	1	41.474445	56.327953	0.11962986	0.17853737	0.048534393	-0.118385315	-0.048534393	-0.08591747	35_6742	"Cluster: Hypothetical protein P0519D04.23; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0519D04.23 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5N7L4	"CHR3V7|COORD:17783122..17785535| similar to DEAD box RNA helicase, putative [Arabidopsis thaliana] (TAIR:AT1G20920.1); similar to At3g48120 [Medicago"	AT3G48120.1	CHR01V5|COORD:28697380..28694824|protein arginine/serine-rich coiled coil protein 1, putative, expressed	LOC_Os01g49340.1	" no descriptionweakly similar to ( 131)AT3G48120| Symbols:  | similar to DEAD box RNA helicase, putative [Arabidopsis thaliana] (TAIR:AT1G20920.1); similar to At3g48120 [Medicago truncatula] (GB:ABE82374.1) | chr3:17783122-17785535 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF1777 Protamine_P1 PRK12678 Transformer TT_ORF1 PRK07764 "	not assigned.unknown	35_2

CUST_45860_PI403524517	1	38.086807	109.62468	0.14807224	0.76220226	0.10008526	-0.21689415	-0.2189436	-0.100085735	35_13140	"Cluster: Putative acyl carrier protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative acyl carrier protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q75IP4	CHR3V7|COORD:1391869..1392884| ACP1 (ACYL CARRIER PROTEIN 1)	AT3G05020.1	CHR03V5|COORD:36060976..36058608|protein acyl carrier protein 3, chloroplast precursor, putative, expressed	LOC_Os03g63930.1	 no descriptionvery weakly similar to (52.8)AT3G05020| Symbols: ACP, ACP1 | ACP1 (ACYL CARRIER PROTEIN 1) | chr3:1391869-1392884 REVERSEvery weakly similar to (58.9)ACP3_HORVUAcyl carrier protein 3, chloroplast precursor - Hordeum vulgare (Barley)	lipid metabolism.FA synthesis and FA elongation.ACP protein	11_1_12

CUST_40241_PI403524517	1	41.7268	120.78234	0.061390877	0.57062817	0.08314991	-0.148592	-0.061390877	-0.10354614	35_11576	"Cluster: CD2-binding protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: CD2-binding protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6H4J0	CHR5|COORD:2913535..2915924| similar to SMC2orf [Podocoryne carnea] (GB:CAA08790.1)	AT5G09390.2	CHR09V5|COORD:12406426..12412334|protein expressed protein	LOC_Os09g20590.1	no descriptionweakly similar to ( 121)AT5G09390| Symbols:  | CD2-binding protein-related | chr5:2913592-2915804 FORWARDnot assigned	not assigned.no ontology	35_1

CUST_55809_PI403524517	1	42.216717	63.7819	0.12859535	0.16370201	0.031031609	-0.064172745	-0.034404755	-0.031030655	35_15885	"Cluster: Transcription elongation factor 1 homolog; n=2; Oryza sativa|Rep: Transcription elongation factor 1 homolog - Oryza sativa (Rice)"	UniRef90_Q8LHP0	"CHR5V7|COORD:18687758..18688365| Identical to Transcription elongation factor 1 homolog [Arabidopsis Thaliana] (GB:Q8LEF3;GB:Q9FNL9); similar to hypothetical"	AT5G46030.1	CHR02V5|COORD:1819094..1816290|protein transcription elongation factor 1, putative, expressed	LOC_Os02g04160.1	" no descriptionweakly similar to ( 134)AT5G46030| Symbols:  | Identical to Transcription elongation factor 1 homolog [Arabidopsis Thaliana] (GB:Q8LEF3;GB:Q9FNL9); similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:BAD69422.1); similar to Os07g0631100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001060360.1); similar to Os02g0134300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001045811.1); contains InterPro domain Protein of unknown function DUF701, zinc-binding putative; (InterPro:IPR007808) | chr5:18687758-18688365 FORWARDweakly similar to ( 149)ELOF1_ORYSAnot assigned COG4888 Elf1 "	not assigned.unknown	35_2

CUST_15356_PI399408534	2	19.61558	42.70161	0.5105376	0.6341357	0.24649239	-0.34253788	-0.24884748	-0.24649191	35_41826	"Cluster: Os01g0934300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0934300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JGA4	"CHR4V7|COORD:1123656..1128252| LD (LUMINIDEPENDENS); transcription factor"	AT4G02560.1	CHR01V5|COORD:41311285..41319819|protein flowering-time protein isoform alpha, putative, expressed	LOC_Os01g70810.1	"no descriptionweakly similar to ( 115)AT4G02560| Symbols: LD | LD (LUMINIDEPENDENS); transcription factor | chr4:1123656-1128252 REVERSE"	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_25667_PI399408534	2	12.522992	31.609022	0.16895676	0.27722502	0.16326857	-0.18312836	-0.20952749	-0.16326904	35_32104	"Cluster: Protein kinase domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Protein kinase domain containing protein, express"	UniRef90_Q10LZ2	CHR1V7|COORD:29962526..29967067| leucine-rich repeat transmembrane protein kinase, putative	AT1G79620.1	CHR03V5|COORD:12096644..12101967|protein protein kinase, putative, expressed	LOC_Os03g21230.1	 no descriptionweakly similar to ( 132)AT1G79620| Symbols:  | leucine-rich repeat transmembrane protein kinase, putative | chr1:29962526-29967067 REVERSEnot assigned COG4886 	signalling.receptor kinases.leucine rich repeat VIII-1	30_2_8_1

CUST_6410_PI399408534	1	60.689774	49.278996	-0.20721245	-0.08159971	-0.11107969	0.37694645	0.08159971	0.35557413	35_49677	"Cluster: Hypothetical protein OSJNBa0017K09.4; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0017K09.4 - Oryza sativa (japonica cu"	UniRef90_Q60EJ4	CHR3V7|COORD:7210660..7213205| ethylene-responsive protein -related	AT3G20640.1	CHR05V5|COORD:24580707..24582902|protein conserved hypothetical protein	LOC_Os05g42180.1	no descriptionweakly similar to ( 134)AT3G20640| Symbols:  | ethylene-responsive protein -related | chr3:7210660-7213205 REVERSE	hormone metabolism.ethylene.induced-regulated-responsive-activated	17_5_3

CUST_7838_PI403524517	2	46.58542	43.06985	0.1064024	0.096567154	0.041335106	-0.114997864	-0.111795425	-0.041334152	35_2183	"Cluster: Beta 1,3-glycosyltransferase-like protein II; n=3; Oryza sativa|Rep: Beta 1,3-glycosyltransferase-like protein II - Oryza sativa (Rice)"	UniRef90_Q7FN01	CHR2V7|COORD:10779001..10781235| transferase, transferring glycosyl groups / transferase, transferring hexosyl groups	AT2G25300.1	CHR06V5|COORD:3877872..3881835|protein transferase, transferring glycosyl groups, putative, expressed	LOC_Os06g08005.1	 no descriptionweakly similar to ( 164)AT2G25300| Symbols:  | transferase, transferring glycosyl groups / transferase, transferring hexosyl groups | chr2:10779001-10781235 REVERSEnot assigned Galactosyl_T 	protein.glycosylation	29_7

CUST_142069_PI403524517	1	58.081005	45.099567	0.55013037	0.20597887	0.38935184	-0.3764186	-0.6923785	-0.20597935	35_39818	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_103972_PI403524517	1	27.601185	130.00754	0.04159689	1.0599384	0.1754036	-0.04159689	-0.053999424	-0.072303295	35_29637	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_131185_PI403524517	2	46.73866	49.87011	0.1608572	0.2713127	0.09736109	-0.24540758	-0.280046	-0.097361565	35_36845	"Cluster: Putative gamma-adaptin 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative gamma-adaptin 1 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5WAB3	"CHR1V7|COORD:8441368..8447141| GAMMA-ADAPTIN 1 (GAMMA-ADAPTIN 1); clathrin binding"	AT1G23900.1	CHR06V5|COORD:3375567..3385550|protein AP-1 complex subunit gamma-1, expressed	LOC_Os06g07090.2	" no descriptionmoderately similar to ( 289)AT1G23900| Symbols: GAMMA-ADR, GAMMA-ADAPTIN 1 | GAMMA-ADAPTIN 1 (GAMMA-ADAPTIN 1); clathrin binding | chr1:8441368-8447141 FORWARDnot assigned not assigned not assigned Adaptin_N "	cell. vesicle transport	31_4

CUST_45237_PI403524517	1	21.288225	51.922596	0.2535982	0.10661793	0.11568451	-0.13383389	-0.16399145	-0.10661745	35_12968	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_157751_PI403524517	1	96.78587	49.44905	-0.036909103	-0.085884094	-0.041420937	0.10061073	0.3162489	0.036909103	35_44045	"Cluster: Putative membrane protein; n=1; Emiliania huxleyi virus 86|Rep: Putative membrane protein - Emiliania huxleyi virus 86"	UniRef90_Q4A2B5	CHR1V7|COORD:16816094..16817173| DNA binding / ligand-dependent nuclear receptor	AT1G44191.1	CHR03V5|COORD:20523944..20527257|protein ATP binding protein, putative, expressed	LOC_Os03g37120.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07764 Extensin_2 Atrophin-1 PRK07003 PRK05648 Totivirus_coat	not assigned.unknown	35_2

CUST_101546_PI403524517	2	30.556131	49.613377	0.40479422	0.17960262	0.5532813	-0.17960215	-0.18046618	-0.29572392	35_28978	"Cluster: Selenium-binding protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Selenium-binding protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q9LI04	CHR1V7|COORD:24464319..24465401| F-box family protein	AT1G65770.1	CHR06V5|COORD:625259..627836|protein F-box domain containing protein, expressed	LOC_Os06g02110.1	no description	not assigned.unknown	35_2

CUST_78249_PI403524517	1	73.901184	47.694027	0.15984344	0.27171373	0.43334246	-0.43167496	-0.8759327	-0.15984344	35_22432	"Cluster: Os05g0153000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0153000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DKN3	"CHR2|COORD:12751227..12756663| similar to villin, putative [Arabidopsis thaliana] (TAIR:At5g57320.1); similar to villin, putative [Arabidopsis thaliana]"	AT2G29890.2	CHR05V5|COORD:3028794..3035044|protein villin-1, putative, expressed	LOC_Os05g06110.1	" no descriptionweakly similar to ( 154)AT2G29890| Symbols: ATVLN1, VLN1 | VLN1 (VILLIN 1); actin binding | chr2:12751674-12756551 FORWARDnot assigned not assigned GEL "	cell.organisation	31_1

CUST_91152_PI403524517	1	49.807278	71.46835	0.11333132	0.70970535	0.42940187	-0.26217556	-0.113331795	-0.124228954	35_26064	"Cluster: Kinase, pfkB family protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Kinase, pfkB family protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XDM4	CHR4V7|COORD:14167811..14170625| pfkB-type carbohydrate kinase family protein	AT4G28706.2	CHR10V5|COORD:16857216..16860503|protein protein kinase/ ribokinase, putative	LOC_Os10g32830.1	no descriptionvery weakly similar to (67.8)AT4G28706| Symbols:  | pfkB-type carbohydrate kinase family protein | chr4:14167811-14170625 FORWARDribokinase_group_B RbsK ribokinase_group_A KdgK PfkB	minor CHO metabolism.others	3_5

CUST_8716_PI403524517	1	42.73935	122.76255	-0.10143185	-0.5288334	-0.029435158	0.040272713	0.06734371	0.029435158	35_2439	"Cluster: Aspartate aminotransferase, putative, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Aspartate aminotransferase, putative, expressed - Ory"	UniRef90_Q10MQ2	"CHR4V7|COORD:16171850..16174633| AGD2 (ABERRANT GROWTH AND DEATH 2); transaminase"	AT4G33680.1	CHR03V5|COORD:10521878..10525292|protein transaminase/ transferase, transferring nitrogenous groups, putative, expressed	LOC_Os03g18810.1	"no descriptionhighly similar to ( 672)AT4G33680| Symbols: AGD2 | AGD2 (ABERRANT GROWTH AND DEATH 2); transaminase | chr4:16171850-16174633 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned PRK07590 COG0436 PRK09276 PRK08068 PRK09148 PRK07681 PRK08636 Aminotran_1_2 PRK05942 PRK07682 PRK05764 PRK07337 PRK07212 PRK08175 PRK08361 PRK06290 PRK06108 PRK07366 PRK06220 PRK07683 PRK07865 HisC PRK09147 PRK07778 PRK06375 PRK05794 PRK06056 PRK06507 PRK08362 PRK07550 PRK07309 ARO8 PRK08960 PRK06836 PRK08443 PRK06107 MalY PRK08363 PRK07367 PRK03321 PRK08069 PRK06348 PRK07777 PRK09265 PRK07324 PRK07568 PRK08912 PRK07543 PRK05957 PRK05166 PRK06225 avtA PRK00950 PRK02731 PRK03158 PRK06575 PRK05839 COG3977 PRK09105 PRK03317 PRK07310 PRK12414 PRK09082 PRK05387 PRK04152 PRK06855 PRK06358 PRK01533 TyrB PRK03566 PRK08354 PRK03967"	amino acid metabolism.synthesis.aromatic aa.phenylalanine and tyrosine	13_1_6_2

CUST_111337_PI403524517	1	46.21405	66.77204	0.051029205	0.2423954	0.13718033	-0.051029205	-0.1368866	-0.09098053	35_31612	"Cluster: Hypothetical protein OSJNBb0075K12.8; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0075K12.8 - Oryza sativa (japonica cu"	UniRef90_Q8RU98		0	CHR10V5|COORD:10457616..10459725|protein hypothetical protein	LOC_Os10g21190.1	no description	not assigned.unknown	35_2

CUST_44990_PI403524517	1	61.91746	41.320915	0.09518623	0.1721077	0.083135605	-0.16685963	-0.08313608	-0.31258392	35_12900	"Cluster: Guanine nucleotide-exchange protein GEP1; n=2; Oryza sativa|Rep: Guanine nucleotide-exchange protein GEP1 - Oryza sativa (Rice)"	UniRef90_Q8S566	CHR1V7|COORD:4789584..4794394| GN (GNOM)	AT1G13980.1	CHR03V5|COORD:26156406..26162528|protein pattern formation protein EMB30, putative, expressed	LOC_Os03g46330.1	 no descriptionmoderately similar to ( 308)AT1G13980| Symbols: VAN7, EMB30, GN | GN (GNOM) | chr1:4789584-4794394 FORWARDnot assigned 	development.unspecified	33_99

CUST_164504_PI403524517	1	32.577435	70.9085	0.05117035	0.090379715	0.015957832	-0.0273695	-0.015956879	-0.031747818	35_45854	"Cluster: Putative CRK1 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative CRK1 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ZCC7		0	CHR08V5|COORD:661212..655821|protein transposon protein, putative, unclassified, expressed	LOC_Os08g02050.1	no description	not assigned.unknown	35_2

CUST_75914_PI403524517	1	43.199272	80.98087	0.08441448	0.40188694	0.14101458	-0.084414005	-0.22031069	-0.17980719	35_21761	"Cluster: Os04g0626900 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os04g0626900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J9X3	"CHR3V7|COORD:5104589..5108286| similar to hypothetical protein DDBDRAFT_0219917 [Dictyostelium discoideum AX4] (GB:XP_628907.1); similar to Os04g0626900 [Oryza"	AT3G15160.1	CHR04V5|COORD:31676191..31681616|protein expressed protein	LOC_Os04g53530.1	"no descriptionmoderately similar to ( 285)AT3G15160| Symbols:  | similar to hypothetical protein DDBDRAFT_0219917 [Dictyostelium discoideum AX4] (GB:XP_628907.1); similar to Os04g0626900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001053950.1); similar to OSJNBb0060E08.15 [Oryza sativa (japonica cultivar-group)] (GB:CAE04752.3); contains domain ARM repeat (SSF48371) | chr3:5104589-5108286 FORWARD"	not assigned.unknown	35_2

CUST_131568_PI403524517	1	32.831196	118.513596	0.23804855	1.5510664	0.17641735	-0.17641735	-0.34136295	-0.33423758	35_36949	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_145381_PI403524517	1	56.78938	41.664886	-0.49007988	-0.19800758	-0.36820316	0.75114536	0.77431536	0.1980071	35_40706	"Cluster: Hypothetical protein; n=1; Neosartorya fischeri NRRL 181|Rep: Hypothetical protein - Neosartorya fischeri NRRL 181"	UniRef90_A1CUV6		0	0	0	no description	not assigned.unknown	35_2

CUST_70423_PI403524517	1	37.339596	76.30737	0.6303611	0.99287796	0.11373997	-0.23612928	-0.24843168	-0.11373949	35_20171	"Cluster: Probable NADPH:quinone oxidoreductase 2; n=2; Oryza sativa|Rep: Probable NADPH:quinone oxidoreductase 2 - Oryza sativa (Rice)"	UniRef90_Q941Y8	"CHR3V7|COORD:10352044..10353175| NQR (NADPH:QUINONE OXIDOREDUCTASE); FMN reductase"	AT3G27890.1	CHR01V5|COORD:42344908..42346362|protein NADPH quinone oxidoreductase 2, putative, expressed	LOC_Os01g72460.1	"no descriptionmoderately similar to ( 266)AT3G27890| Symbols: NQR | NQR (NADPH:QUINONE OXIDOREDUCTASE); FMN reductase | chr3:10352044-10353175 REVERSEmoderately similar to ( 332)NQR2_ORYSAnot assigned FMN_red COG0431 WrbA"	not assigned.no ontology	35_1

CUST_18572_PI399408534	2	34.46251	33.82577	0.096215725	0.19736099	0.16010237	-0.18017006	-0.0962162	-0.19855833	35_25258	Rep: Ethylene receptor homologue - Zea mays (Maize)	UniRef90_Q9FXT2	CHR3|COORD:1235289..1238499| ethylene receptor, putative (EIN4), similar to ethylene receptor GB:AAC31123 (Malus domestica), identical to putative	AT3G04580.2	CHR04V5|COORD:4725354..4729327|protein ethylene receptor, putative, expressed	LOC_Os04g08740.3	no descriptionmoderately similar to ( 211)AT3G04580| Symbols: EIN4 | EIN4 (ETHYLENE INSENSITIVE 4) | chr3:1235582-1237971 REVERSEweakly similar to ( 151)ETR1_BRAOLEthylene receptor - Brassica oleracea (Wild cabbage)not assigned	hormone metabolism.ethylene.signal transduction	17_5_2

CUST_19733_PI403524517	2	42.66411	37.503944	0.12055302	0.21577835	0.11552	-0.28603554	-0.11552	-0.2813177	35_5718	"Cluster: Transcription elongation factor, putative, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Transcription elongation factor, putative, expre"	UniRef90_Q2QX87	CHR5V7|COORD:3063489..3065222| transcription elongation factor-related	AT5G09850.1	CHR12V5|COORD:3328116..3324751|protein expressed protein	LOC_Os12g06850.2	no description	not assigned.unknown	35_2

CUST_1069_PI403524517	1	69.35377	30.020777	0.034786224	0.019479752	0.024139404	-0.019481659	-0.12814331	-0.1406784	35_283	"Cluster: 60S ribosomal protein L41; n=10; Magnoliophyta|Rep: 60S ribosomal protein L41 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_P62120	CHR3V7|COORD:8063070..8064482| leucine-rich repeat family protein / extensin family protein	AT3G22800.1	0	0	no descriptionnot assigned Ribosomal_L41	not assigned.unknown	35_2

CUST_15992_PI399408534	2	10.678739	14.007442	-1.2114124	-0.9385371	-0.98348904	1.123311	0.93853664	1.1472874	35_25318	"Cluster: Protein kinase domain containing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Protein kinase domain containing protein - Oryza sativa (jap"	UniRef90_Q2QQC1	CHR3V7|COORD:20764882..20767326| protein kinase family protein	AT3G55950.1	CHR12V5|COORD:18956069..18958083|protein protein kinase domain containing protein	LOC_Os12g31560.1	no descriptionweakly similar to ( 139)AT3G55950| Symbols:  | protein kinase family protein | chr3:20764882-20767326 REVERSEweakly similar to ( 113)CRI4_MAIZEPutative receptor protein kinase CRINKLY4 precursor - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc Pkinase S_TKc Pkinase_Tyr PTKc TyrKc PTKc_Jak_rpt2 SPS1 PTK_CCK4 PTKc_Srm_Brk PTKc_Ror PTKc_Csk_like PTKc_Tec_like PTKc_EphR PTKc_Trk PTKc_Itk PTKc_Abl PTKc_Tec_Rlk PTKc_ALK_LTK PTKc_EphR_B PTKc_InsR_like PTKc_EphR_A2 PTKc_Csk PTKc_Syk_like PTKc_Jak2_Jak3_rpt2 PTKc_Frk_like PTKc_Src_like PTKc_Lck_Blk PTKc_Btk_Bmx PTKc_EGFR_like PTKc_DDR PTKc_Fes_like PTKc_Axl_like	signalling.receptor kinases.wall associated kinase	30_2_25

CUST_19025_PI403524517	2	6.3322372	42.952644	-0.11818695	-0.14918327	-0.057678223	0.063981056	0.057678223	0.064920425	35_5512	"Cluster: Os05g0510300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0510300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DGV1	"CHR3V7|COORD:4811960..4815217| UBP25 (UBIQUITIN-SPECIFIC PROTEASE 25); ubiquitin-specific protease"	AT3G14400.1	CHR05V5|COORD:25191163..25196932|protein UBP25, putative, expressed	LOC_Os05g43480.1	no description	not assigned.unknown	35_2

CUST_23599_PI403524517	1	90.32878	26.755943	0.22783852	0.13302565	0.2144227	-0.58894396	-0.13302612	-0.1429205	35_6860	Rep: H0901F07.20 protein - Oryza sativa (Rice)	UniRef90_Q259C6	CHR5V7|COORD:21727723..21729617| ACBP1 (ACYL-COA BINDING PROTEIN)	AT5G53470.1	CHR04V5|COORD:34594462..34591414|protein acyl-CoA-binding domain-containing protein 6, putative, expressed	LOC_Os04g58550.1	 no descriptionweakly similar to ( 149)AT5G53470| Symbols: ACBP, ACBP1 | ACBP1 (ACYL-COA BINDING PROTEIN) | chr5:21727723-21729617 FORWARDvery weakly similar to (55.1)AKT1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned ANK Arp 	cell.organisation	31_1

CUST_38203_PI403524517	1	47.616096	122.33557	0.15985727	1.1630092	0.1236949	-0.22608376	-0.1236949	-0.34363985	35_10996	"Cluster: Putative 5-oxoprolinase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative 5-oxoprolinase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8LHD1	CHR5V7|COORD:15073865..15077755| hydantoinase/oxoprolinase family protein	AT5G37830.1	CHR01V5|COORD:42924850..42917729|protein 5-oxoprolinase, putative, expressed	LOC_Os01g73514.2	no descriptionmoderately similar to ( 324)AT5G37830| Symbols:  | hydantoinase/oxoprolinase family protein | chr5:15073865-15077755 REVERSEnot assigned HyuA Hydantoinase_A Hydant_A_N	not assigned.no ontology	35_1

CUST_14562_PI403524517	2	37.29312	13.411055	-0.5539923	-0.5233631	-0.671463	1.168582	0.93886185	0.5233631	35_4191	"Cluster: Hypothetical protein P0470D12.115; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0470D12.115 - Oryza sativa (japonica cultivar"	UniRef90_Q8H475	CHR5V7|COORD:8541825..8542157| FPF1 (FLOWERING PROMOTING FACTOR 1)	AT5G24860.1	CHR07V5|COORD:28366202..28366653|protein flowering promoting factor-like 1, putative, expressed	LOC_Os07g47450.1	 no descriptionvery weakly similar to (92.8)AT5G24860| Symbols: FPF, FPF1 | FPF1 (FLOWERING PROMOTING FACTOR 1) | chr5:8541825-8542157 FORWARDPRK12323 PRK07764 	not assigned.unknown	35_2

CUST_180633_PI403524517	1	49.46047	100.55074	0.09599972	0.44544506	0.077264786	-0.19654179	-0.10489559	-0.077264786	35_50234	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_115001_PI403524517	2	40.34862	28.021944	0.18937254	0.1057024	0.16335869	-0.1057024	-0.23343945	-0.25131464	35_32630	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_49299_PI403524517	1	39.90752	119.78097	-0.043375015	-0.7659912	-0.16148567	0.043375015	0.09057617	0.10325241	35_14064	"Cluster: PREDICTED: similar to histone 1, H2ai (predicted); n=1; Canis familiaris|Rep: PREDICTED: similar to histone 1, H2ai (predicted) - Canis familiaris"	UniRef90_UPI00005A5838	CHR5V7|COORD:3270479..3270889| histone H3	AT5G10400.1	CHR11V5|COORD:2622185..2621575|protein histone H3, putative, expressed	LOC_Os11g05730.1	no descriptionmoderately similar to ( 262)AT5G65360| Symbols:  | histone H3 | chr5:26137325-26137735 REVERSEmoderately similar to ( 261)H32_WHEATHistone H3.2 - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned H3 HHT1 Histone PRK12323 PRK07003 DUF566 PRK07764	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_67465_PI403524517	1	67.36394	41.687466	0.16263342	0.25553417	0.38480186	-0.16263342	-1.0403934	-0.8687587	35_19268	"Cluster: Putative Anthranilate phosphoribosyltransferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Anthranilate phosphoribosyltransferase - Ory"	UniRef90_Q6ZG91	CHR1V7|COORD:26612382..26615725| anthranilate phosphoribosyltransferase, putative	AT1G70570.1	CHR02V5|COORD:1636772..1631971|protein expressed protein	LOC_Os02g03850.2	 no descriptionweakly similar to ( 108)AT1G70570| Symbols:  | anthranilate phosphoribosyltransferase, putative | chr1:26612382-26615725 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned PRK07764 PRK12323 tatB FAP 	amino acid metabolism.synthesis.aromatic aa.tryptophan.anthranilate phosphoribosyltransferase	13_1_6_5_2

CUST_15053_PI403524517	1	45.334232	81.521996	0.14812756	0.27174568	0.028223515	-0.055569172	-0.0765419	-0.028223991	35_4339	"Cluster: Monogalactosyldiacylglycerol synthase; n=2; Arabidopsis thaliana|Rep: Monogalactosyldiacylglycerol synthase - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_O82730	"CHR5V7|COORD:6896767..6898583| MGD2 (monogalactosyldiacylglycerol synthase 2); 1,2-diacylglycerol 3-beta-galactosyltransferase/"	AT5G20410.1	CHR02V5|COORD:34217280..34221752|protein MGD2, putative, expressed	LOC_Os02g55910.1	" no descriptionhighly similar to ( 645)AT5G20410| Symbols: ATMGD2, MGD2 | MGD2 (monogalactosyldiacylglycerol synthase 2); 1,2-diacylglycerol 3-beta-galactosyltransferase/ transferase, transferring glycosyl groups | chr5:6896767-6898583 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned MGDG_synth MurG murG PRK12323 TT_ORF1 PRK07003 PRK07764 Herpes_BLLF1 Metaviral_G Protamine_P1 Glyco_tran_28_C Atrophin-1 DUF566 Drf_FH1 Tymo_45kd_70kd AF-4 APC_basic "	lipid metabolism.glycolipid synthesis.MGDG synthase	11_10_1

CUST_108401_PI403524517	1	25.549849	80.8118	-0.11559868	-0.5691037	-0.20621395	0.11559868	0.1835041	0.12725449	35_30834	Rep: RIB40 genomic DNA, SC011 - Aspergillus oryzae	UniRef90_Q2TZ87	CHR5V7|COORD:9873173..9874301| 60S ribosomal protein L18 (RPL18C)	AT5G27850.1	CHR05V5|COORD:3208318..3210939|protein 60S ribosomal protein L18, putative, expressed	LOC_Os05g06310.1	no descriptionweakly similar to ( 115)AT5G27850| Symbols:  | 60S ribosomal protein L18 (RPL18C) | chr5:9873173-9874301 FORWARDweakly similar to ( 109)RL18_CICAR60S ribosomal protein L18 - Cicer arietinum (Chickpea) (Garbanzo)not assigned Ribosomal_L18e RPL18A PRK04005	protein.synthesis.misc ribososomal protein	29_2_2

CUST_21012_PI403524517	1	41.734135	69.33182	0.31147003	1.0357609	0.38143873	-0.3114705	-0.4309187	-0.70399857	35_6097	"Cluster: Putative Systemin receptor SR160; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Systemin receptor SR160 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6ZDZ0	0	0	CHR07V5|COORD:1849699..1854499|protein wound and phytochrome signaling involved receptor like kinase, putative, expressed	LOC_Os07g04220.1	no description	not assigned.unknown	35_2

CUST_60341_PI403524517	1	44.892258	93.55019	-0.039432526	-0.20719147	-0.052562714	0.103899956	0.039432526	0.07208061	35_17200	"Cluster: Hypothetical protein P0663C08.7; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0663C08.7 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6L4S1	"CHR1V7|COORD:18505604..18508130| CLPR1 (Clp protease proteolytic subunit 5); endopeptidase Clp"	AT1G49970.1	CHR05V5|COORD:29416207..29412525|protein endopeptidase Clp, putative, expressed	LOC_Os05g51450.1	" no descriptionmoderately similar to ( 342)AT1G49970| Symbols: NCLPP5, CLPR1 | CLPR1 (Clp protease proteolytic subunit 5); endopeptidase Clp | chr1:18505604-18508130 REVERSEvery weakly similar to (69.7)CLPP_MESVIATP-dependent Clp protease proteolytic subunit - Mesostigma viridenot assigned PRK12552 ClpP CLP_protease clpP clpP PRK12553 PRK12551 "	protein.degradation	29_5

CUST_97343_PI403524517	1	94.257706	36.73318	0.15629387	0.11993122	0.071442604	-0.39230728	-0.07144308	-0.9483175	35_27802	"Cluster: Putative pentatricopeptide (PPR) repeat-containing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative pentatricopeptide (PPR) repeat-co"	UniRef90_Q6ZKI7	CHR5V7|COORD:20538015..20540206| pentatricopeptide (PPR) repeat-containing protein	AT5G50390.1	CHR08V5|COORD:2148255..2150812|protein CRR2, putative	LOC_Os08g04400.1	no descriptionweakly similar to ( 199)AT5G50390| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr5:20538015-20540206 REVERSEvery weakly similar to (54.3)RF1_ORYSAnot assigned not assigned not assigned not assigned PRK07003 PRK12323 PRK07764	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_137461_PI403524517	2	20.448296	23.735281	0.18294048	0.28849602	0.2140789	-0.22422886	-0.2758608	-0.18294048	35_38551	Rep: Chloroplast envelope membrane protein - Zea mays (Maize)	UniRef90_P46641	CHRCV7|COORD:60741..61430| hypothetical protein	ATCG00530.1	0	0	"no descriptionvery weakly similar to (74.3)ATCG00530| Symbols: YCF10 | Identical to Chloroplast envelope membrane protein (cemA) [Arabidopsis Thaliana] (GB:P56783); similar to proton extrusion protein-related [Arabidopsis thaliana] (TAIR:AT4G31040.1); similar to chloroplast envelope membrane protein [Gossypium hirsutum] (GB:YP_538947.1); contains InterPro domain CemA; (InterPro:IPR004282) | chrC:60741-61430 FORWARDweakly similar to ( 136)CEMA_WHEATChloroplast envelope membrane protein - Triticum aestivum (Wheat)cemA CemA"	not assigned.unknown	35_2

CUST_34190_PI399408534	1	49.67151	67.11763	-0.32345963	-0.32018852	-0.052196503	0.15525341	0.10376549	0.052196503	35_5342	"Cluster: Os06g0196700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os06g0196700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DDV5	"CHR1V7|COORD:6628386..6632770| ARF19 (AUXIN RESPONSE FACTOR 11); transcription factor"	AT1G19220.1	CHR06V5|COORD:4925493..4931178|protein auxin response factor 19, putative, expressed	LOC_Os06g09660.1	" no descriptionmoderately similar to ( 280)AT1G19220| Symbols: IAA22, ARF11, ARF19 | ARF19 (AUXIN RESPONSE FACTOR 11); transcription factor | chr1:6628386-6632770 REVERSEvery weakly similar to (57.0)IAA25_ORYSAAUX_IAA "	RNA.regulation of transcription.ARF, Auxin Response Factor family	27_3_4

CUST_15236_PI404877155	1	39.284603	116.55141	0.029201508	0.2543373	0.041963577	-0.06611061	-0.029202461	-0.045840263	Contig9106_at	expressed protein [Arabidopsis thaliana] gb|AAM65543.1| unknown [Arabidopsis thaliana]	NP_568186.1	expressed protein	At5g07950.1	protein hypothetical protein	Os03g11450	NONE	PS.lightreaction.other electron carrier (ox/red).ferredoxin	1_01_05_02

CUST_107281_PI403524517	2	40.768024	25.635504	0.2999425	0.17713404	0.24185753	-0.17713451	-0.34434748	-0.43228197	35_30529	0	0	CHR4V7|COORD:9451766..9453187| hydroxyproline-rich glycoprotein family protein	AT4G16790.1	0	0	no description	not assigned.unknown	35_2

CUST_4457_PI403524517	1	30.671228	123.96437	-0.03384018	-0.58854103	-0.1069603	0.033841133	0.043800354	0.061994553	35_1231	0	0	"CHR5V7|COORD:2975722..2978509| mtHSC70-2 (HEAT SHOCK PROTEIN 70); ATP binding / unfolded protein binding"	AT5G09590.1	CHR02V5|COORD:32687175..32682738|protein heat shock 70 kDa protein, mitochondrial precursor, putative, expressed	LOC_Os02g53420.1	no description	not assigned.unknown	35_2

CUST_14204_PI403524517	1	21.50533	113.86928	0.09706974	0.48620033	0.048667908	-0.07105541	-0.051225662	-0.048666954	35_4073	"Cluster: Hypothetical protein OSJNBa0038P10.26; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0038P10.26 - Oryza sativa (japonica"	UniRef90_Q6Z1S0	"CHR1V7|COORD:29661516..29662430| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G16840.1); similar to Os08g0230000 [Oryza sativa (japonica"	AT1G78890.1	CHR08V5|COORD:7905456..7910143|protein expressed protein	LOC_Os08g13320.1	"no descriptionvery weakly similar to (90.5)AT1G78890| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G16840.1); similar to Os08g0230000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001061295.1); similar to At1g16840/F17F16.27-related [Medicago truncatula] (GB:ABE84583.1) | chr1:29661516-29662430 FORWARDnot assigned not assigned not assigned not assigned PRK07764 PRK12323 Gag_spuma"	not assigned.unknown	35_2

CUST_132404_PI403524517	1	39.028072	61.76422	-0.13033962	-0.60053253	-0.42199707	0.13034058	0.29924202	0.21997929	35_37182	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_47542_PI403524517	1	46.68057	67.52612	-0.13137817	-0.66152287	-0.38510227	0.36853313	0.13137817	0.2638998	35_13606	"Cluster: Os02g0307900 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0307900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E1T0	0	0	CHR02V5|COORD:12091108..12089710|protein hypothetical protein	LOC_Os02g20500.1	no description	not assigned.unknown	35_2

CUST_160566_PI403524517	1	38.401966	54.44717	0.34016037	0.10695171	0.19979906	-0.21608162	-0.10695171	-0.24463558	35_44805	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_21037_PI403524517	1	47.1143	67.77508	-0.16595316	-0.93227863	-0.6034837	0.32260132	0.16595364	0.46551895	35_6107	"Cluster: SPX (SYG1/Pho81/XPR1) domain-containing protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: SPX (SYG1/Pho81/XPR1) domain-containing protein-"	UniRef90_Q6EPQ3	CHR4V7|COORD:7105440..7108444| SPX (SYG1/Pho81/XPR1) domain-containing protein	AT4G11810.1	CHR02V5|COORD:27690418..27696315|protein beta-lactamase, class A, putative, expressed	LOC_Os02g45520.2	no descriptionweakly similar to ( 185)AT4G22990| Symbols:  | SPX (SYG1/Pho81/XPR1) domain-containing protein | chr4:12048251-12050995 REVERSEnot assigned	not assigned.no ontology	35_1

CUST_133386_PI403524517	1	31.822908	91.99671	0.15423203	0.5193844	0.08613205	-0.12781048	-0.086131096	-0.1669178	35_37447	"Cluster: Lipid transfer protein-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: Lipid transfer protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6YZD4	CHR1V7|COORD:16816094..16817173| DNA binding / ligand-dependent nuclear receptor	AT1G44191.1	CHR08V5|COORD:26424237..26421313|protein lipid transfer protein, putative, expressed	LOC_Os08g42040.2	no descriptionnot assigned	not assigned.unknown	35_2

CUST_101199_PI403524517	1	55.726685	42.92935	0.35920286	0.26340437	0.14115238	-0.54444313	-0.14115238	-0.47384977	35_28882	"Cluster: Hypothetical protein AT4g39450; n=1; Arabidopsis thaliana|Rep: Hypothetical protein AT4g39450 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9SVB3	"CHR4V7|COORD:18347587..18354695| similar to Os01g0182900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001042222.1); similar to unknown protein [Oryza"	AT4G39450.1	CHR01V5|COORD:4370952..4390885|protein expressed protein	LOC_Os01g08750.2	"no descriptionweakly similar to ( 178)AT4G39450| Symbols:  | similar to Os01g0182900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001042222.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD67785.1); contains domain gb def: Hypothetical protein AT4g39450 (PTHR13650:SF3); contains domain FAMILY NOT NAMED (PTHR13650) | chr4:18347587-18354695 FORWARDnot assigned"	not assigned.unknown	35_2

CUST_72652_PI403524517	1	28.787966	134.62186	-0.022110939	-0.39259052	-0.04686165	0.030805588	0.03992653	0.022109985	35_20825	"Cluster: Putative AtRer1A; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative AtRer1A - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69IX0	CHR4V7|COORD:18264274..18265525| ATRER1A (Arabidopsis thaliana endoplasmic reticulum retrieval protein 1A)	AT4G39220.1	CHR08V5|COORD:12993517..12987358|protein RER1C protein, putative, expressed	LOC_Os08g21760.1	no descriptionmoderately similar to ( 233)AT4G39220| Symbols: ATRER1A | ATRER1A (Arabidopsis thaliana endoplasmic reticulum retrieval protein 1A) | chr4:18264274-18265525 FORWARDnot assigned Rer1 RER1	not assigned.no ontology	35_1

CUST_93269_PI403524517	2	25.79125	47.418922	0.36739826	0.6222391	0.24045086	-0.40687466	-0.32077694	-0.24045086	35_26669	"Cluster: Os05g0110700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0110700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DLB7	0	0	CHR05V5|COORD:550556..546763|protein expressed protein	LOC_Os05g02000.1	no description	not assigned.unknown	35_2

CUST_7598_PI403524517	1	35.93695	110.5685	-0.13317776	-0.6907196	-0.087433815	0.18874359	0.15187836	0.087433815	35_2116	Rep: Putative enoyl-CoA-hydratase - Oryza sativa (Rice)	UniRef90_Q9AYM2	CHR2V7|COORD:13060854..13063392| catalytic	AT2G30650.1	CHR10V5|COORD:22404851..22400399|protein enoyl-CoA-hydratase, putative, expressed	LOC_Os10g42210.1	no descriptionweakly similar to ( 143)AT2G30650| Symbols:  | catalytic | chr2:13060854-13063392 REVERSEnot assigned PRK06028 PRK06493 PRK07828 PRK06952 PRK07759	amino acid metabolism.degradation.aspartate family.lysine	13_2_3_5

CUST_52685_PI403524517	2	11.7522	30.159187	0.086997986	0.1623087	0.14741564	-0.09006739	-0.10766888	-0.08699846	35_15009	"Cluster: Vacuolar ATP synthase subunit B isoform 2; n=3; Magnoliophyta|Rep: Vacuolar ATP synthase subunit B isoform 2 - Hordeum vulgare (Barley)"	UniRef90_Q40079	CHR4|COORD:18010315..18015124| similar to vacuolar ATP synthase subunit B / V-ATPase B subunit / vacuolar proton pump B subunit / V-ATPase 57 kDa subunit [Arabi	AT4G38510.4	CHR06V5|COORD:21967779..21962111|protein vacuolar ATP synthase subunit B isoform 1, putative, expressed	LOC_Os06g37180.1	" no descriptionhighly similar to ( 914)AT4G38510| Symbols:  | (VACUOLAR ATP SYNTHASE SUBUNIT B2); hydrogen ion transporting ATP synthase, rotational mechanism | chr4:18011149-18014783 REVERSEhighly similar to ( 966)VATB1_HORVUVacuolar ATP synthase subunit B 1 - Hordeum vulgare (Barley)not assigned not assigned not assigned NtpB PRK04196 V_A-ATPase_B PRK02118 ATP-synt_ab FliI AtpA ATPase_flagellum-secretory_path_III PRK06936 PRK12597 AtpD PRK09099 PRK09281 fliI PRK09280 fliI fliI F1_ATPase_alpha F1-ATPase_beta fliI PRK08149 atpA PRK06315 PRK06820 fliI fliI PRK07594 atpB fliI fliI NtpA PRK04192 fliI PRK07165 PRK05922 V_A-ATPase_A RecA-like_NTPases ATP-synt_ab_C ATP-synt_ab_N "	PS.lightreaction.ATP synthase	1_1_4

CUST_153687_PI403524517	1	79.31879	49.292057	-0.024216652	-0.07391453	-0.054159164	0.024216652	0.06477833	0.14642334	35_42953	Rep: Hypothetical protein DKFZp459N037 - Pongo pygmaeus (Orangutan)	UniRef90_Q5RB50	CHR4V7|COORD:7758606..7760888| leucine-rich repeat family protein / extensin family protein	AT4G13340.1	CHR09V5|COORD:11335336..11331584|protein transposon protein, putative, CACTA, En/Spm sub-class	LOC_Os09g18490.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_1041_PI404877155	1	48.9549	102.991005	0.10387993	0.73633575	0.17141867	-0.10387945	-0.24751091	-0.31840706	Contig11057_at	PAPA-1-like family protein / zinc finger (HIT type) family protein [Arabidopsis thaliana]	NP_973707.1	PAPA-1-like family protein / zinc finger (HIT type) family protein	At2g47350.1	protein PAPA-1-like conserved region, putative	Os12g37430	"2.1_cys4-zincfinger   T01334 RXR-beta;"	RNA.regulation of transcription.unclassified	27_3_99

CUST_134754_PI403524517	2	30.97726	24.680164	-1.0091019	-1.4224124	-1.6794534	1.9169593	1.4702048	1.0091019	35_37806	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_42553_PI403524517	1	110.95442	49.403595	0.15541744	0.10415745	0.052600384	-0.144207	-0.052600384	-0.60748625	35_12226	"Cluster: Putative SET-domain transcriptional regulator; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative SET-domain transcriptional regulator - Oryza s"	UniRef90_Q7XHM7	CHR4V7|COORD:10275928..10278502| leucine-rich repeat family protein / extensin family protein	AT4G18670.1	CHR07V5|COORD:14561567..14568531|protein histone-lysine N-methyltransferase, H3 lysine-9, H3 lysine-27, H4lysine-20 and cytosine specific SUVH2,	LOC_Os07g25450.1	no description	not assigned.unknown	35_2

CUST_117450_PI403524517	1	80.5806	40.373272	0.13521814	0.23039293	0.10901022	-0.34073687	-0.7414403	-0.10901022	35_33279	"Cluster: OSJNBa0040D17.15 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0040D17.15 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XX94	CHR1V7|COORD:2567649..2573139| vacuolar assembly protein, putative (VPS41)	AT1G08190.1	CHR04V5|COORD:6491586..6499026|protein vacuolar assembly protein VPS41, putative, expressed	LOC_Os04g11880.1	 no descriptionmoderately similar to ( 202)AT1G08190| Symbols:  | vacuolar assembly protein, putative (VPS41) | chr1:2567649-2573139 FORWARDnot assigned 	not assigned.no ontology	35_1

CUST_157693_PI403524517	1	88.777695	27.251785	0.049020767	0.05437851	0.031059265	-0.041567326	-0.031058788	-0.15012026	35_44026	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_94891_PI403524517	1	55.46755	41.70015	0.48644114	0.6017332	0.24024677	-0.90238	-0.24024677	-0.67964125	35_27120	"Cluster: DNA repair protein RadA; Peptidase M41, FtsH; n=2; Papilionoideae|Rep: DNA repair protein RadA; Peptidase M41, FtsH - Medicago truncatula (Barrel medic"	UniRef90_Q1SX89	"CHR2V7|COORD:11139017..11142204| FTSH4 (FtsH protease 4); ATP-dependent peptidase/ ATPase/ metallopeptidase"	AT2G26140.1	CHR01V5|COORD:22401230..22406708|protein OsFtsH4 - Oryza sativa FtsH protease, homologue of AtFtsH4, expressed	LOC_Os01g39250.1	" no descriptionmoderately similar to ( 250)AT2G26140| Symbols: FTSH4 | FTSH4 (FtsH protease 4); ATP-dependent peptidase/ ATPase/ metallopeptidase | chr2:11139017-11142204 REVERSEweakly similar to ( 184)FTSH_TOBACCell division protease ftsH homolog, chloroplast precursor - Nicotiana tabacum (Common tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned HflB hflB RPT1 PRK03992 AAA COG1223 SpoVK AAA AAA PRK04195 ClpX clpX "	protein.degradation.metalloprotease	29_5_7

CUST_177750_PI403524517	1	49.85278	77.24719	-0.0592947	-0.16014099	-0.0363369	0.037929535	0.0363369	0.082125664	35_49441	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_11264_PI399408534	2	33.07447	39.257725	0.47826195	0.28055382	0.64854527	-0.28055382	-0.4696436	-0.5656843	35_6625	"Cluster: Putative histidine kinase 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative histidine kinase 1 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q67WC2	CHR5V7|COORD:3386836..3390542| AHK5 (CYTOKININ INDEPENDENT 2)	AT5G10720.1	CHR06V5|COORD:26806864..26812603|protein AHK5, putative, expressed	LOC_Os06g44410.1	 no descriptionweakly similar to ( 116)AT5G10720| Symbols: CKI2, AHK5 | AHK5 (CYTOKININ INDEPENDENT 2) | chr5:3386836-3390542 FORWARDvery weakly similar to (53.1)ETR1_MALDOEthylene receptor - Malus domestica (Apple) (Malus sylvestris)not assigned PRK11091 HATPase_c BaeS PRK11107 HATPase_c HATPase_c VicK KdpD PRK10841 PRK11466 PRK10490 PRK10364 PRK11086 CitA NtrB COG4251 envZ COG4191 PRK11360 PRK09303 PRK11100 PRK10618 	hormone metabolism.cytokinin.signal transduction	17_4_2

CUST_59928_PI403524517	1	33.4003	108.118324	0.050315857	0.2576704	0.036125183	-0.069161415	-0.07100487	-0.036125183	35_17084	"Cluster: Hypothetical protein P0666E12.10; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0666E12.10 - Oryza sativa (japonica"	UniRef90_Q6YUH8	0	0	CHR02V5|COORD:28663175..28666508|protein expressed protein	LOC_Os02g46956.2	no description	not assigned.unknown	35_2

CUST_40144_PI403524517	1	25.034723	85.972534	0.09237099	0.08967781	0.36013317	-0.12523842	-0.08967781	-0.15033817	35_11544	"Cluster: Hypothetical protein OSJNBa0016I09.9; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0016I09.9 - Oryza sativa (japonica cu"	UniRef90_Q8LRJ4	"CHR3V7|COORD:5018282..5020111| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G05480.1); similar to Peptide-N4-(N-acetyl-beta-glucosaminyl)aspara"	AT3G14920.1	CHR01V5|COORD:5827634..5825355|protein peptide-N4-asparagine amidase A, putative, expressed	LOC_Os01g10930.1	"no descriptionmoderately similar to ( 272)AT3G14920| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G05480.1); similar to Peptide-N4-(N-acetyl-beta-glucosaminyl)aspara (GB:P81898) | chr3:5018282-5020111 FORWARD"	not assigned.unknown	35_2

CUST_109306_PI403524517	1	47.045856	66.63204	0.21569824	0.39663506	0.08732319	-0.08732319	-0.17979956	-0.2484355	35_31071	"Cluster: Putative SAG12 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative SAG12 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q93VV8	CHR2V7|COORD:14400510..14401856| cysteine proteinase, putative	AT2G34080.1	CHR01V5|COORD:13841744..13843096|protein bromelain precursor, putative, expressed	LOC_Os01g24600.1	 no descriptionvery weakly similar to (62.0)AT2G34080| Symbols:  | cysteine proteinase, putative | chr2:14400510-14401856 REVERSEvery weakly similar to (50.4)ACTN_ACTCHActinidain precursor - Actinidia chinensis (Kiwi) (Yangtao)not assigned Peptidase_C1A Peptidase_C1 Pept_C1 	protein.degradation.cysteine protease	29_5_3

CUST_109251_PI403524517	1	50.497967	41.025093	-0.09789944	-0.088627815	-0.17961502	0.14965057	0.25192833	0.08862686	35_31057	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_119466_PI403524517	1	65.675476	40.436867	0.19201612	0.16661167	0.07943678	-0.34331274	-0.45152807	-0.07943678	35_33802	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_118963_PI403524517	1	84.41624	35.62281	0.29169416	0.2091155	0.4274087	-0.2091155	-1.5079355	-0.6356883	35_33669	"Cluster: Putative polyprotein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative polyprotein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q851Y3		0	CHR11V5|COORD:20390725..20386808|protein retrotransposon protein, putative, unclassified	LOC_Os11g35630.1	no description	not assigned.unknown	35_2

CUST_19818_PI399408534	1	46.32035	94.5299	0.05142784	0.23236847	0.04950905	-0.13943672	-0.12777328	-0.04950905	35_24759	"Cluster: Putative single-strand DNA binding protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative single-strand DNA binding"	UniRef90_Q6L4W0	"CHR4V7|COORD:6754816..6756226| MTSSB (MITOCHONDRIALLY TARGETED SINGLE-STRANDED DNA BINDING PROTEIN); single-stranded DNA binding"	AT4G11060.1	CHR05V5|COORD:25176541..25171607|protein single-stranded DNA-binding protein, putative, expressed	LOC_Os05g43440.1	"no descriptionmoderately similar to ( 247)AT4G11060| Symbols: MTSSB | MTSSB (MITOCHONDRIALLY TARGETED SINGLE-STRANDED DNA BINDING PROTEIN); single-stranded DNA binding | chr4:6754816-6756226 REVERSEnot assigned SSB SSB_OBF PRK09010 PRK05733 PRK08763 PRK06341 PRK06642 PRK06958"	RNA.regulation of transcription.unclassified	27_3_99

CUST_28849_PI399408534	1	72.5246	48.38167	0.15023899	0.42175198	0.44580173	-0.15023947	-0.8479147	-0.4496436	35_3356	"Cluster: Arginine/serine-rich splicing factor 1 variant 2; n=1; Zea mays|Rep: Arginine/serine-rich splicing factor 1 variant 2 - Zea mays (Maize)"	UniRef90_Q6IVD3	CHR2V7|COORD:19143840..19145563| arginine/serine-rich splicing factor, putative	AT2G46610.1	CHR04V5|COORD:1112103..1107695|protein arginine/serine-rich splicing factor RSP41, putative, expressed	LOC_Os04g02870.2	 no descriptionvery weakly similar to (59.3)AT2G46610| Symbols:  | arginine/serine-rich splicing factor, putative | chr2:19143840-19144929 REVERSE	RNA.processing.splicing	27_1_1

CUST_76712_PI403524517	2	32.2401	45.65279	-0.27045298	-0.37230682	-0.13602829	0.2658186	0.2430706	0.13602829	35_21990	Rep: Fasciclin-like protein FLA23 - Triticum aestivum (Wheat)	UniRef90_Q06I83	CHR5V7|COORD:22575601..22577618| FLA1 (FLA1)	AT5G55730.1	CHR09V5|COORD:18256643..18257801|protein fasciclin-like arabinogalactan protein 8 precursor, putative, expressed	LOC_Os09g30010.1	no descriptionweakly similar to ( 131)AT5G55730| Symbols: FLA1 | FLA1 (FLA1) | chr5:22575601-22577618 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Tymo_45kd_70kd Fasciclin PRK07003 PRK12323 Atrophin-1 FAS1 APC_basic Pneumo_att_G PRK12678 PRK07764	cell wall.cell wall proteins.AGPs	10_5_1

CUST_93715_PI403524517	1	10.232346	55.204094	0.18111324	0.08708477	0.29355	-0.08708525	-0.10678387	-0.09568024	35_26796	Rep: ENSANGP00000008445 - Anopheles gambiae str. PEST	UniRef90_Q7PUR9	0	0	CHR02V5|COORD:9446490..9448845|protein OsWRKY39v2 - Superfamily of rice TFs having WRKY and zinc finger domains, expressed	LOC_Os02g16540.2	no descriptionPRK12323	not assigned.unknown	35_2

CUST_78957_PI403524517	1	44.54617	84.954185	0.105340004	0.3327465	0.06796837	-0.18195915	-0.1664896	-0.06796837	35_22648	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_104353_PI403524517	2	40.194504	22.628723	-0.09296608	-0.06044817	-0.06935787	0.060448647	0.115249634	0.060448647	35_29741	"Cluster: Hypothetical protein P0705E11.8; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0705E11.8 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q7XXN1	"CHR3V7|COORD:6404276..6407828| ATRANGAP1 (RAN GTPASE-ACTIVATING PROTEIN 1); nucleic acid binding"	AT3G18610.1	CHR09V5|COORD:21496134..21514635|protein glutathione S-transferase, C-terminal domain containing protein, expressed	LOC_Os09g37240.2	no description	not assigned.unknown	35_2

CUST_55817_PI403524517	1	46.54774	82.98017	0.05092907	0.1448021	0.0280056	-0.028006554	-0.066184044	-0.080379486	35_15887	"Cluster: Transcription elongation factor 1 homolog; n=2; Oryza sativa|Rep: Transcription elongation factor 1 homolog - Oryza sativa (Rice)"	UniRef90_Q8LHP0	"CHR5V7|COORD:18687758..18688365| Identical to Transcription elongation factor 1 homolog [Arabidopsis Thaliana] (GB:Q8LEF3;GB:Q9FNL9); similar to hypothetical"	AT5G46030.1	CHR02V5|COORD:1819094..1816290|protein transcription elongation factor 1, putative, expressed	LOC_Os02g04160.1	" no descriptionweakly similar to ( 134)AT5G46030| Symbols:  | Identical to Transcription elongation factor 1 homolog [Arabidopsis Thaliana] (GB:Q8LEF3;GB:Q9FNL9); similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:BAD69422.1); similar to Os07g0631100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001060360.1); similar to Os02g0134300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001045811.1); contains InterPro domain Protein of unknown function DUF701, zinc-binding putative; (InterPro:IPR007808) | chr5:18687758-18688365 FORWARDweakly similar to ( 149)ELOF1_ORYSAnot assigned COG4888 Elf1 "	not assigned.unknown	35_2

CUST_18462_PI404877155	1	78.3337	9.57429	0.059598446	0.051325798	0.050173283	-0.050173283	-0.12838316	-0.2901368	HVSMEi0006K11r2_at	putative NADP dependent malic enzyme [Oryza sativa (japonica cultivar-group)] dbj|BAB91939.1| putative NADP dependent malic enzyme [Oryza sa	NP_916054.1	malate oxidoreductase, putative	At5g25880.1	protein cytosolic NADP-malic enzyme, putative	Os01g54030	NONE	TCA / org. transformation.other organic acid transformations.malic	8_2_10

CUST_33147_PI403524517	2	32.718105	49.09312	0.07670689	0.23761606	0.19875526	-0.1129632	-0.15100956	-0.07670736	35_9557	"Cluster: Replication protein A 70kDa; n=2; Oryza sativa (japonica cultivar-group)|Rep: Replication protein A 70kDa - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6YZ49	"CHR5V7|COORD:114184..116236| similar to proline-rich family protein [Arabidopsis thaliana] (TAIR:AT3G09000.1); similar to Os01g0141900 [Oryza"	AT5G01280.1	CHR02V5|COORD:32830612..32826963|protein replication protein A 70 kDa DNA-binding subunit, putative, expressed	LOC_Os02g53680.1	no descriptionRep-A_N RPA1N	not assigned.unknown	35_2

CUST_2882_PI399408534	1	68.32647	33.808723	0.06577778	0.036499977	0.07456112	-0.21986914	-0.036499977	-0.14995384	35_36092	Rep: DP TF - Oryza sativa (japonica cultivar-group)	UniRef90_Q84VD5	CHR5V7|COORD:842841..845199| DPB	AT5G03415.1	CHR10V5|COORD:15488395..15483443|protein transcription factor Dp-1, putative, expressed	LOC_Os10g30420.1	 no descriptionweakly similar to ( 179)AT5G03415| Symbols: ATDPB, DPB | DPB | chr5:842841-845199 FORWARDnot assigned DP E2F_TDP 	RNA.regulation of transcription.E2F/DP transcription factor family	27_3_18

CUST_138065_PI403524517	1	69.79711	40.85306	0.04241562	0.044073105	0.018518448	-0.018518448	-0.08314991	-0.12092972	35_38722	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_12641_PI403524517	1	15.89398	78.38699	0.078014374	0.31924152	0.10689449	-0.07801533	-0.10133362	-0.10640049	35_3613	"Cluster: Os07g0164700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0164700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D8E7	0	0	CHR08V5|COORD:630355..637366|protein retrotransposon protein, putative, unclassified, expressed	LOC_Os08g02000.1	no description	not assigned.unknown	35_2

CUST_179224_PI403524517	1	28.679146	94.67888	0.062267303	0.2977724	0.06675053	-0.099565506	-0.062267303	-0.11296177	35_49846	"Cluster: Os05g0180400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0180400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DKA1	CHR3V7|COORD:5431047..5433619| MFP1 (MAR BINDING FILAMENT-LIKE PROTEIN 1)	AT3G16000.1	CHR05V5|COORD:4813556..4809864|protein MAR binding filament-like protein 1, putative, expressed	LOC_Os05g08790.1	no descriptionvery weakly similar to (75.5)AT3G16000| Symbols: MFP1 | MFP1 (MAR BINDING FILAMENT-LIKE PROTEIN 1) | chr3:5431047-5433619 REVERSEweakly similar to ( 116)MFP1_TOBACMAR-binding filament-like protein 1-1 - Nicotiana tabacum (Common tobacco)not assigned not assigned not assigned not assigned not assigned not assigned SbcC Smc COG1340 PRK04778 EzrA PRK03918	not assigned.no ontology	35_1

CUST_51319_PI403524517	1	27.5664	79.99094	0.15737915	0.29862309	0.036333084	-0.047774315	-0.03633213	-0.06332207	35_14628	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_65963_PI403524517	1	26.35845	85.34845	0.054671288	0.2972269	0.10083103	-0.054671288	-0.0877161	-0.059864044	35_18841	"Cluster: PfkB type carbohydrate kinase protein family-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: PfkB type carbohydrate kinase protein family-like -"	UniRef90_Q6Z1P3	CHR4V7|COORD:14167811..14170625| pfkB-type carbohydrate kinase family protein	AT4G28706.1	CHR08V5|COORD:28237729..28243122|protein protein kinase/ ribokinase, putative, expressed	LOC_Os08g45180.1	no descriptionmoderately similar to ( 425)AT4G28706| Symbols:  | pfkB-type carbohydrate kinase family protein | chr4:14167811-14170625 FORWARDnot assigned not assigned not assigned ribokinase_group_B RbsK ribokinase_group_A PfkB ribokinase KdgK adenosine_kinase bac_FRK PRK11142 Ketohexokinase YeiC_kinase_like RfaE_like Guanosine_kinase_like ribokinase_pfkB_like	minor CHO metabolism.others	3_5

CUST_102089_PI403524517	1	40.51454	60.193653	0.31777334	0.7885537	0.29000044	-0.29000092	-0.6829033	-0.48189783	35_29128	"Cluster: Os12g0554500 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os12g0554500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IMQ4	CHR4V7|COORD:9096820..9100608| lipase class 3 family protein	AT4G16070.1	CHR12V5|COORD:22501413..22496653|protein triacylglycerol lipase, putative, expressed	LOC_Os12g36770.2	no descriptionweakly similar to ( 177)AT4G16070| Symbols:  | lipase class 3 family protein | chr4:9096820-9100608 REVERSEnot assigned Lipase_3 Lipase_3 Lipase	lipid metabolism.lipid degradation.lipases.triacylglycerol lipase	11_9_2_1

CUST_83623_PI403524517	1	38.40796	93.24701	0.14874172	0.4318285	0.053077698	-0.08867264	-0.120075226	-0.053077698	35_23975	"Cluster: Putative aminoacyl-t-RNA synthetase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative aminoacyl-t-RNA synthetase - Oryza sativa (japonica cult"	UniRef90_Q5VRH2	CHR3V7|COORD:17774096..17781949| EDD1 (EMBRYO-DEFECTIVE-DEVELOPMENT 1)	AT3G48110.1	CHR06V5|COORD:232787..243624|protein glycyl-tRNA synthetase 2, chloroplast/mitochondrial precursor, putative, expressed	LOC_Os06g01400.1	 no descriptionweakly similar to ( 196)AT3G48110| Symbols: EDD, EDD1 | EDD1 (EMBRYO-DEFECTIVE-DEVELOPMENT 1) | chr3:17774096-17781949 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned GlyRS_alpha_core glyQ tRNA-synt_2e GlyQ PRK12323 Atrophin-1 PRK07764 Drf_FH1 PRK07003 Tymo_45kd_70kd 	protein.aa activation	29_1

CUST_153295_PI403524517	2	30.085167	11.551872	0.34374857	0.41474533	0.3394723	-0.3520851	-0.56350565	-0.33947277	35_42844	"Cluster: Hypothetical protein OJ1359_D06.28; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1359_D06.28 - Oryza sativa (japonica cultiv"	UniRef90_Q6ETC9		0	CHR02V5|COORD:391819..395803|protein expressed protein	LOC_Os02g01710.4	no description	not assigned.unknown	35_2

CUST_5150_PI399408534	1	48.108604	59.159576	0.16175842	0.27202892	0.0726614	-0.0726614	-0.16722202	-0.21681738	35_21332	"Cluster: Putative polynucleotide phosphorylase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative polynucleotide phosphorylase - Oryza sativa (japonica"	UniRef90_Q69LE7	"CHR3V7|COORD:919549..924913| RIF10 (RESISTANT TO INHIBITION WITH FSM 10); 3'-5'-exoribonuclease/ RNA binding / nucleic acid binding"	AT3G03710.1	CHR07V5|COORD:3655054..3643991|protein polynucleotide phosphorylase, putative, expressed	LOC_Os07g07310.2	"no descriptionhighly similar to ( 846)AT3G03710| Symbols: RIF10 | RIF10 (RESISTANT TO INHIBITION WITH FSM 10); 3'-5'-exoribonuclease/ RNA binding / nucleic acid binding | chr3:919549-924913 FORWARDnot assigned not assigned not assigned PRK11824 Pnp RNase_PH PRK03983 Rph PNPase_KH PRK00087 S1 S1 rpsA RNase_PH_C VacB RpsA S1 PRK03987 rph rpsA SUI2 PRK08582 rpsA PRK08059 PRK05807 PNPase PRK07252 COG2123"	RNA.processing	27_1

CUST_61854_PI403524517	1	43.080513	92.1222	0.065873146	0.4060068	0.1219635	-0.16975784	-0.12874317	-0.06587219	35_17647	"Cluster: Hypothetical protein OSJNBb0101N11.18; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0101N11.18 - Oryza sativa"	UniRef90_Q6AV43	"CHR1V7|COORD:20620993..20621520| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G19860.1); similar to Protein of unknown function DUF538 [Medicago"	AT1G55265.1	CHR03V5|COORD:27678227..27672927|protein expressed protein	LOC_Os03g48626.1	"no descriptionweakly similar to ( 112)AT1G55265| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G19860.1); similar to Protein of unknown function DUF538 [Medicago truncatula] (GB:ABE78678.1); contains InterPro domain Protein of unknown function DUF538; (InterPro:IPR007493) | chr1:20620993-20621520 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF538 PRK12678 PRK07003 PRK12323 DUF566 AF-4 BASP1 HPC2 TT_ORF1 Tymo_45kd_70kd PRK07764 Gag_spuma Atrophin-1 APC_basic Herpes_BLLF1 PRK05648 DUF1421 Pneumo_att_G FimV Protamine_P1 KAR9 Herpes_UL32"	not assigned.unknown	35_2

CUST_95658_PI403524517	2	18.007368	20.800297	0.32938337	0.32065535	0.22072268	-0.26120472	-0.31616783	-0.22072268	35_27338	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_2636_PI404877155	1	24.53515	124.45411	-0.03017044	-0.48846817	-0.08478165	0.046865463	0.03017044	0.048989296	Contig13058_s_at	N2,N2-dimethylguanosine tRNA methyltransferase family protein [Arabidopsis thaliana]	NP_197085.2	N2,N2-dimethylguanosine tRNA methyltransferase family protein	At5g15810.1	protein putative N2,N2-dimethylguanosine tRNA methyltransferase	Os03g57280	dimethylguanine tRNA methyltransferase-related protein	RNA.regulation of transcription.unclassified	27_3_99

CUST_178336_PI403524517	1	82.71439	17.210897	-0.16679287	-0.15346098	-0.118124485	0.11812496	0.9054942	0.41776657	35_49595	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_102518_PI403524517	1	41.431305	70.50531	0.1739273	0.29058075	0.049176216	-0.12145424	-0.049176216	-0.093027115	35_29244	"Cluster: Os05g0179000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0179000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DKA7	CHR4V7|COORD:15724016..15725743| zinc finger (C3HC4-type RING finger) family protein	AT4G32600.1	CHR05V5|COORD:4688614..4693391|protein protein binding protein, putative, expressed	LOC_Os05g08610.4	no descriptionweakly similar to ( 120)AT4G32600| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr4:15724016-15725743 FORWARD	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_106495_PI403524517	1	63.30625	11.669696	0.2243495	0.25975657	0.20701075	-0.20701075	-0.6547537	-0.27830696	35_30308	"Cluster: Hypothetical protein P0504H10.20; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0504H10.20 - Oryza sativa (japonica cultivar-g"	UniRef90_Q9LGB7	"CHR1V7|COORD:4577226..4577810| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G25870.1); similar to Os01g0131300 [Oryza sativa (japonica"	AT1G13360.1	CHR01V5|COORD:1735670..1736622|protein expressed protein	LOC_Os01g04010.1	no description	not assigned.unknown	35_2

CUST_41719_PI403524517	1	31.366098	85.38716	0.119199276	0.46144533	0.11642313	-0.17238045	-0.22351694	-0.11642313	35_11988	"Cluster: Hypothetical protein OSJNBa0052F07.7; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0052F07.7 - Oryza sativa (japonica cu"	UniRef90_Q851R6	0	0	CHR03V5|COORD:33341198..33333038|protein FHA domain containing protein, expressed	LOC_Os03g58640.2	no description	not assigned.unknown	35_2

CUST_105478_PI403524517	1	34.288094	113.30395	0.12882185	1.4869242	0.32679605	-0.17879868	-0.25682688	-0.12882185	35_30040	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_162577_PI403524517	2	47.009964	47.56765	0.7776556	0.2870474	0.4900365	-0.7351897	-0.43496847	-0.2870469	35_45348	"Cluster: Glycoside hydrolase, family 13, N-terminal:Alpha amylase, catalytic region; n=1; Burkholderia vietnamiensis G4|Rep: Glycoside hydrolase, family 13, N-t"	UniRef90_Q4BRA4	CHR1V7|COORD:19349759..19351951| MBP2 (MYROSINASE-BINDING PROTEIN 2)	AT1G52030.2	0	0	no descriptionPRK12323	not assigned.unknown	35_2

CUST_104406_PI403524517	1	69.45613	35.988148	-0.40206003	-0.50908947	-0.23598671	0.23598671	0.81476593	0.30985212	35_29756	"Cluster: Os06g0641100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0641100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DAP3	"CHR5V7|COORD:17048445..17050868| CYP71A16 (cytochrome P450, family 71, subfamily A, polypeptide 16); oxygen binding"	AT5G42590.1	CHR06V5|COORD:26081409..26086094|protein cytochrome P450 71D10, putative, expressed	LOC_Os06g43384.1	" no descriptionvery weakly similar to (55.1)AT3G26180| Symbols: CYP71B20 | CYP71B20 (cytochrome P450, family 71, subfamily B, polypeptide 20); oxygen binding | chr3:9579644-9581230 REVERSEvery weakly similar to (58.5)C71E1_SORBICytochrome P450 71E1 - Sorghum bicolor (Sorghum) (Sorghum vulgare)not assigned "	misc.cytochrome P450	26_10

CUST_131913_PI403524517	2	43.269135	16.90467	0.25504875	0.33991146	0.2583127	-0.25504875	-0.5657797	-0.66667986	35_37052	"Cluster: Os06g0485100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0485100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DC47	CHR3V7|COORD:6311008..6313187| DNA binding / sequence-specific DNA binding / transcription factor	AT3G18380.1	CHR06V5|COORD:16542382..16537095|protein retrotransposon protein, putative, unclassified, expressed	LOC_Os06g29020.3	no description	not assigned.unknown	35_2

CUST_180704_PI403524517	1	58.448273	28.435791	0.5408807	0.3704605	0.31800508	-0.31800556	-0.90673256	-0.40563488	35_50255	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_66275_PI403524517	1	46.084972	80.35305	0.18720627	0.4682045	0.08517456	-0.18430758	-0.2394638	-0.08517408	35_18926	Rep: OSIGBa0152K17.9 protein - Oryza sativa (Rice)	UniRef90_Q01J78	0	0	CHR04V5|COORD:22121721..22127414|protein expressed protein	LOC_Os04g37540.1	no description	not assigned.unknown	35_2

CUST_96226_PI403524517	2	34.37522	41.420563	0.1282897	0.2095437	0.09349728	-0.13461733	-0.09349728	-0.18872976	35_27489	"Cluster: Oligomeric golgi complex 7-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Oligomeric golgi complex 7-like - Oryza sativa (japonica cultivar-gro"	UniRef90_Q655R9	CHR5V7|COORD:20904270..20908021| conserved oligomeric Golgi complex component-related / COG complex component-related	AT5G51430.1	CHR06V5|COORD:27732753..27727480|protein expressed protein	LOC_Os06g45830.1	no descriptionweakly similar to ( 147)AT5G51430| Symbols:  | conserved oligomeric Golgi complex component-related / COG complex component-related | chr5:20904270-20908021 REVERSEnot assigned	not assigned.no ontology	35_1

CUST_94444_PI403524517	1	15.722162	59.083168	0.14796066	0.17684841	0.04037285	-0.04173374	-0.04037285	-0.053286552	35_26995	"Cluster: Hypothetical protein OSJNBb0057I13.42; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0057I13.42 - Oryza sativa (japonica"	UniRef90_Q6EPG6	0	0	CHR09V5|COORD:10750517..10751325|protein expressed protein	LOC_Os09g17580.1	no description	not assigned.unknown	35_2

CUST_111246_PI403524517	1	11.820242	58.290115	0.16682148	0.37745094	0.61823845	-0.1848135	-0.21090317	-0.16682148	35_31589	"Cluster: P700 apoprotein A2 of photosystem I; n=39; Streptophytina|Rep: P700 apoprotein A2 of photosystem I - Chara vulgaris (Common stonewort)"	UniRef90_Q1ACL3	CHRCV7|COORD:37375..39579| Encodes the D1 subunit of photosystem I  and II reaction centers.	ATCG00340.1	CHR10V5|COORD:20146442..20147547|protein photosystem I P700 chlorophyll a apoprotein A2, putative, expressed	LOC_Os10g38248.1	no descriptionweakly similar to ( 104)ATCG00340| Symbols: PSAB | Encodes the D1 subunit of photosystem I  and II reaction centers. | chrC:37375-39579 REVERSEweakly similar to ( 105)PSAB_CALFEPhotosystem I P700 chlorophyll a apoprotein A2 - Calycanthus fertilis var. ferax (Calycanthus floridus var. glaucus)psaB PsaA_PsaB psaA	PS.lightreaction.photosystem I.PSI polypeptide subunits	1_1_2_2

CUST_78233_PI403524517	1	46.745296	103.62293	-0.12299633	-1.0537586	-0.2711563	0.34985542	0.12299538	0.26061058	35_22426	"Cluster: Putative HASTY; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative HASTY - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5ZDB2	CHR3V7|COORD:1401485..1408101| HST (HASTY)	AT3G05040.1	CHR01V5|COORD:14792157..14804611|protein HST, putative, expressed	LOC_Os01g26160.1	no descriptionmoderately similar to ( 264)AT3G05040| Symbols: HST | HST (HASTY) | chr3:1401485-1408101 REVERSE	not assigned.no ontology	35_1

CUST_551_PI403524517	1	30.30542	95.03367	-0.031539917	-0.18060684	-0.04677391	0.05949211	0.048086166	0.031541824	35_145	"Cluster: 60S ribosomal protein L41; n=10; Magnoliophyta|Rep: 60S ribosomal protein L41 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_P62120	CHR5V7|COORD:6387912..6389857| heavy-metal-associated domain-containing protein	AT5G19090.1	CHR05V5|COORD:27321335..27319970|protein UL36 very large tegument protein, putative, expressed	LOC_Os05g47810.1	no descriptionnot assigned Ribosomal_L41	not assigned.unknown	35_2

CUST_172375_PI403524517	1	32.43273	52.235504	0.26903486	0.14031553	0.09929657	-0.09929705	-0.19001627	-0.18679237	35_48014	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_13704_PI399408534	1	31.022934	78.55083	0.27768707	0.7168999	0.14644241	-0.14921093	-0.24455404	-0.14644241	35_24997	Rep: OSIGBa0106G07.14 protein - Oryza sativa (Rice)	UniRef90_Q01IY3	"CHR1V7|COORD:19569602..19571917| FRS6 (FAR1-related sequence 6); zinc ion binding"	AT1G52520.1	CHR04V5|COORD:23630230..23634837|protein transposon protein, putative, unclassified, expressed	LOC_Os04g40060.1	"no descriptionweakly similar to ( 103)AT1G52520| Symbols: FRS6 | FRS6 (FAR1-related sequence 6); zinc ion binding | chr1:19569602-19571917 FORWARD"	signalling.light	30_11

CUST_86249_PI403524517	1	14.27219	89.747986	0.07802105	0.4985876	0.16530418	-0.09269428	-0.10410118	-0.07802105	35_24702	Rep: Hypothetical protein - Polaromonas sp. (strain JS666 / ATCC BAA-500)	UniRef90_Q12DK8	CHR5V7|COORD:15457074..15460237| protein kinase family protein	AT5G38560.1	CHR04V5|COORD:4408286..4406320|protein serine/arginine repetitive matrix protein 1, putative, expressed	LOC_Os04g08280.1	no descriptionnot assigned PRK12323 PRK07764 PRK07003 HPC2	not assigned.unknown	35_2

CUST_4359_PI399408534	2	23.858109	38.25387	0.2577238	0.26976871	0.12091923	-0.18881321	-0.19089603	-0.12091923	35_49704	"Cluster: Putative leucine-rich receptor-like protein kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative leucine-rich receptor-like protein kinase"	UniRef90_Q9ARQ7	"CHR1V7|COORD:9996900..10000157| HSL1 (HAESA-LIKE 1); ATP binding / kinase/ protein serine/threonine kinase"	AT1G28440.1	CHR01V5|COORD:7735876..7739716|protein receptor-like protein kinase 5 precursor, putative, expressed	LOC_Os01g13800.1	"no descriptionweakly similar to ( 144)AT1G28440| Symbols: HSL1 | HSL1 (HAESA-LIKE 1); ATP binding / kinase/ protein serine/threonine kinase | chr1:9996900-10000157 FORWARD"	signalling.receptor kinases.leucine rich repeat XI	30_2_11

CUST_101063_PI403524517	2	44.775555	39.13656	0.10261965	0.20428562	0.24024343	-0.10261965	-0.27593184	-0.20538712	35_28844	"Cluster: Putative kinesin-related protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative kinesin-related protein - Oryza sativa (japonica cultivar-g"	UniRef90_Q8H7Q9	"CHR1V7|COORD:7773362..7780575| similar to F-box family protein [Arabidopsis thaliana] (TAIR:AT1G22000.1); similar to putative myosin [Oryza sativa (japonica"	AT1G22060.1	CHR03V5|COORD:418686..425933|protein expressed protein	LOC_Os03g01710.1	no description	not assigned.unknown	35_2

CUST_150110_PI403524517	1	37.748287	70.73868	0.18178749	0.39418602	0.08847427	-0.08847332	-0.19882965	-0.17670536	35_41993	"Cluster: OSJNBb0045P24.2 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBb0045P24.2 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7X8A8	CHR1V7|COORD:11881790..11885823| protein binding / zinc ion binding	AT1G32810.2	CHR04V5|COORD:8106153..8097276|protein PHD-finger family protein, expressed	LOC_Os04g14510.2	no descriptionvery weakly similar to (84.0)AT1G32810| Symbols:  | protein binding / zinc ion binding | chr1:11881790-11885823 FORWARD	not assigned.unknown	35_2

CUST_20188_PI399408534	1	44.086475	69.03754	0.8715315	0.1351223	0.6198549	-0.22741318	-0.13512182	-0.3417182	35_32318	"Cluster: FYVE finger-containing phosphoinositide kinase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: FYVE finger-containing phosphoinositide kinase-li"	UniRef90_Q8H3L8	CHR1V7|COORD:26786501..26792374| phosphatidylinositol-4-phosphate 5-kinase family protein	AT1G71010.1	CHR09V5|COORD:14117238..14109010|protein 1-phosphatidylinositol-4-phosphate 5-kinase/ zinc ion binding protein, putative, expressed	LOC_Os09g23740.1	no descriptionvery weakly similar to (59.7)AT1G71010| Symbols:  | phosphatidylinositol-4-phosphate 5-kinase family protein | chr1:26786501-26792374 FORWARDnot assigned	signalling.phosphinositides.phosphatidylinositol-4-phosphate 5-kinase	30_4_1

CUST_26226_PI399408534	2	47.551933	42.96263	0.0765152	0.19159317	0.13367844	-0.18155003	-0.0765152	-0.09530449	35_29379	"Cluster: Putative transcription factor GAMyb; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative transcription factor GAMyb - Oryza sativa (japonica cult"	UniRef90_Q655P0	"CHR2V7|COORD:13789496..13791440| AtM1/AtMYB101/MYB101 (myb domain protein 101); DNA binding / transcription factor"	AT2G32460.1	CHR06V5|COORD:28271935..28269171|protein expressed protein	LOC_Os06g46560.1	 no descriptionweakly similar to ( 176)AT2G32460| Symbols: MYB101, AtM1, AtMYB101 | AtM1/AtMYB101/MYB101 (myb domain protein 101) | chr2:13789496-13791436 REVERSEweakly similar to ( 172)GAM1_ORYSAnot assigned Myb_DNA-binding REB1 SANT SANT 	RNA.regulation of transcription.MYB domain transcription factor family	27_3_25

CUST_22549_PI403524517	1	48.835434	117.46054	0.15250778	0.8200064	0.074248314	-0.16923809	-0.08142948	-0.074248314	35_6550	"Cluster: Hypothetical protein OSJNBa0004B23.1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0004B23.1 - Oryza sativa (japonica cu"	UniRef90_Q60E22	"CHR4V7|COORD:10581048..10581920| similar to Os05g0241400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001055002.1); contains domain Profilin"	AT4G19400.1	CHR05V5|COORD:8597787..8595802|protein expressed protein	LOC_Os05g15180.2	"no descriptionweakly similar to ( 177)AT4G19400| Symbols:  | similar to Os05g0241400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001055002.1); contains domain Profilin (actin-binding protein) (SSF55770); contains domain no description (G3D.3.30.450.30) | chr4:10581048-10581920 REVERSE"	not assigned.unknown	35_2

CUST_7758_PI403524517	1	40.022503	114.718475	-0.045986176	-0.2141037	-0.017630577	0.03581047	0.017629623	0.042241096	35_2159	Rep: Ferredoxin precursor - Triticum aestivum (Wheat)	UniRef90_Q8S3J5	"CHR2V7|COORD:11765359..11765826| ATFD3 (FERREDOXIN 3); electron carrier"	AT2G27510.1	CHR05V5|COORD:21624035..21622487|protein ferredoxin-6, chloroplast precursor, putative, expressed	LOC_Os05g37140.2	" no descriptionweakly similar to ( 156)AT2G27510| Symbols: ATFD3 | ATFD3 (FERREDOXIN 3); electron carrier | chr2:11765359-11765826 REVERSEmoderately similar to ( 220)FER6_MAIZEFerredoxin-6, chloroplast precursor - Zea mays (Maize)petF fer2 Fdx Fer2 PRK07609 PRK10684 antC PRK05713 "	PS.lightreaction.other electron carrier (ox/red).ferredoxin	1_1_5_2

CUST_11746_PI404877155	1	45.915	114.524055	-0.09430027	-0.40141392	-0.027070045	0.052324295	0.027070045	0.07396793	Contig5428_s_at	OSJNBa0043L09.15 [Oryza sativa (japonica cultivar-group)] ref|XP_474019.1| OSJNBa0043L09.15 [Oryza sativa (japonica cultivar-group)]	CAE02996.2	diacylglycerol kinase, putative	At2g20900.2	protein Diacylglycerol kinase catalytic domain (presumed), putative	Os04g54200	gi|32487983|emb|CAE03000.1| OSJNBa0043L09.19	lipid metabolism.Phospholipid synthesis	11_3

CUST_3802_PI399408534	2	35.892307	43.62968	0.09581661	0.12764645	0.04890442	-0.09384823	-0.05717945	-0.04890442	35_9581	"Cluster: Os01g0698100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0698100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JK41	CHR5V7|COORD:22378627..22381890| SWAP (Suppressor-of-White-APricot)/surp domain-containing protein	AT5G55100.2	CHR01V5|COORD:29212256..29217789|protein surp module family protein, expressed	LOC_Os01g50320.2	no descriptionvery weakly similar to (82.4)AT5G55100| Symbols:  | SWAP (Suppressor-of-White-APricot)/surp domain-containing protein | chr5:22378627-22381890 REVERSESWAP Surp	RNA.processing	27_1

CUST_25255_PI403524517	1	27.544897	82.766945	0.20531082	0.5727062	0.108976364	-0.12829638	-0.1834116	-0.10897589	35_7322	"Cluster: Putative dsRNA-binding protein ODB1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative dsRNA-binding protein ODB1 - Oryza sativa (japonica cult"	UniRef90_Q5N8Z0	"CHR3V7|COORD:23236724..23238138| DRB4 (double-stranded RNA-binding domain (DsRBD)-containing protein 4); double-stranded RNA binding"	AT3G62800.2	CHR01V5|COORD:32918894..32913722|protein double-stranded RNA binding motif family protein, expressed	LOC_Os01g56520.1	"no descriptionvery weakly similar to (75.1)AT3G62800| Symbols: DRB4 | DRB4 (double-stranded RNA-binding domain (DsRBD)-containing protein 4); double-stranded RNA binding | chr3:23236724-23238138 REVERSEnot assigned DSRM Rnc dsrm rnc DSRM"	RNA.RNA binding	27_4

CUST_7309_PI399408534	2	17.74593	37.542156	0.5451546	0.54119873	0.25291157	-0.25291157	-0.36008358	-0.29731464	35_45226	"Cluster: Probable indole-3-acetic acid-amido synthetase GH3.4; n=2; Oryza sativa|Rep: Probable indole-3-acetic acid-amido synthetase GH3.4 - Oryza sativa (Rice)"	UniRef90_Q60EJ6	"CHR4V7|COORD:13653710..13655898| GH3.5/WES1; indole-3-acetic acid amido synthetase"	AT4G27260.1	CHR05V5|COORD:24562722..24560309|protein indole-3-acetic acid-amido synthetase GH3.4, putative, expressed	LOC_Os05g42150.1	" no descriptionmoderately similar to ( 226)AT4G27260| Symbols: GH3.5, WES1 | GH3.5/WES1; indole-3-acetic acid amido synthetase | chr4:13653710-13655898 FORWARDmoderately similar to ( 280)GH34_ORYSAnot assigned GH3 "	hormone metabolism.auxin.induced-regulated-responsive-activated	17_2_3

CUST_155737_PI403524517	1	49.4825	76.785164	0.05665016	0.33932018	0.16212082	-0.05665016	-0.088124275	-0.15296078	35_43500	"Cluster: Putative 1-deoxy-D-xylulose 5-phosphate reductoisomerase precursor; n=1; Hordeum vulgare|Rep: Putative 1-deoxy-D-xylulose 5-phosphate reductoisomerase"	UniRef90_Q70EZ8	CHR5V7|COORD:25231584..25234518| DXR (1-DEOXY-D-XYLULOSE 5-PHOSPHATE REDUCTOISOMERASE)	AT5G62790.1	CHR01V5|COORD:377518..371530|protein 1-deoxy-D-xylulose 5-phosphate reductoisomerase, chloroplast precursor, putative, expressed	LOC_Os01g01710.1	 no descriptionmoderately similar to ( 360)AT5G62790| Symbols: PDE129, DXR | DXR (1-DEOXY-D-XYLULOSE 5-PHOSPHATE REDUCTOISOMERASE) | chr5:25231584-25234518 REVERSEmoderately similar to ( 367)DXR_ORYSAPRK05447 Dxr PRK12464 DXP_redisom_C DXP_reductoisom 	secondary metabolism.isoprenoids.non-mevalonate pathway.DXR	16_1_1_2

CUST_161633_PI403524517	1	56.234653	25.983812	0.12330532	0.08393288	0.077812195	-0.27884388	-0.1795888	-0.077812195	35_45089	"Cluster: Hypothetical protein OSJNBa0021H05.29; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0021H05.29 - Oryza sativa (japonica"	UniRef90_Q5VMR4	CHR1V7|COORD:5028072..5030515| SWAP (Suppressor-of-White-APricot)/surp domain-containing protein / ubiquitin family protein	AT1G14650.1	0	0	no description	not assigned.unknown	35_2

CUST_105735_PI403524517	1	77.44515	36.561146	0.052546978	0.033126354	0.07141352	-0.33284187	-0.41971684	-0.03312683	35_30108	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_17189_PI399408534	2	46.6718	20.110762	0.043070793	0.061161995	0.063729286	-0.10674858	-0.043070793	-0.12387943	35_22644	Rep: OSIGBa0092E09.5 protein - Oryza sativa (Rice)	UniRef90_Q01LJ3	CHR5V7|COORD:4568698..4570446| SWIB complex BAF60b domain-containing protein	AT5G14170.1	CHR04V5|COORD:18548072..18550666|protein SWI/SNF-related matrix-associated actin-dependent regulator of chromatin subfamily D member 3, putative,	LOC_Os04g31320.1	no descriptionmoderately similar to ( 258)AT5G14170| Symbols:  | SWIB complex BAF60b domain-containing protein | chr5:4568698-4570446 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Tymo_45kd_70kd PRK12323 Atrophin-1 APC_basic	RNA.regulation of transcription.Chromatin Remodeling Factors	27_3_44

CUST_22688_PI399408534	2	23.513866	15.771593	0.14091063	0.18563366	0.1447835	-0.19755936	-0.2285533	-0.14091015	35_12669	"Cluster: Transducin-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Transducin-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K884	CHR1V7|COORD:1075991..1080320| transducin family protein / WD-40 repeat family protein	AT1G04140.2	CHR02V5|COORD:10986649..10972700|protein nucleotide binding protein, putative, expressed	LOC_Os02g18820.2	no descriptionweakly similar to ( 147)AT1G04140| Symbols:  | transducin family protein / WD-40 repeat family protein | chr1:1075991-1080320 REVERSE	RNA.regulation of transcription.unclassified	27_3_99

CUST_11815_PI404877155	1	33.859447	67.140594	0.21950245	0.42844772	0.09829044	-0.1711998	-0.09976387	-0.09828949	Contig5530_s_at	AMP-dependent synthetase and ligase family protein [Arabidopsis thaliana] gb|AAL57649.1| AT3g16910/K14A17_3 [Arabidopsis thaliana]	NP_188316.1	AMP-dependent synthetase and ligase family protein	At3g16910.1	protein adenosine monophosphate binding protein 7 AMPBP7	Os03g19240	AMP-binding protein	lipid metabolism.FA synthesis and FA elongation.acyl coa ligase	11_1_08

CUST_46545_PI403524517	1	64.79763	42.71714	-0.16781425	-0.06527996	-0.13331509	0.27384377	0.35735512	0.06527901	35_13332	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_8574_PI404877155	1	47.880474	78.91114	-0.23208714	-0.4420414	-0.05762863	0.16865921	0.15885067	0.057627678	Contig25314_at	transcription factor [Zea mays]	CAB92300.1	basic helix-loop-helix (bHLH) family protein	At1g63650.1	protein Helix-loop-helix DNA-binding domain, putative	Os04g47080	bHLH transcription factor/Anthocyanin regulatory Lc protein	RNA.regulation of transcription.bHLH,Basic Helix-Loop-Helix family	27_3_06

CUST_148496_PI403524517	2	31.588135	40.01942	-0.11956978	-0.2800331	-0.20191193	0.22309494	0.15603828	0.11956978	35_41542	"Cluster: Putative 37kDa chloroplast inner envelope membrane polypeptide; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative 37kDa chloroplast inner"	UniRef90_Q6ZLD3	"CHR3V7|COORD:23426791..23427977| APG1 (ALBINO OR PALE GREEN MUTANT 1); methyltransferase"	AT3G63410.1	CHR12V5|COORD:26069937..26067452|protein inner envelope membrane protein, chloroplast precursor, putative, expressed	LOC_Os12g42090.2	" no descriptionweakly similar to ( 160)AT3G63410| Symbols: VTE3, APG1 | APG1 (ALBINO OR PALE GREEN MUTANT 1); methyltransferase | chr3:23426791-23427977 REVERSEweakly similar to ( 165)IN37_SPIOL37 kDa inner envelope membrane protein, chloroplast precursor - Spinacia oleracea (Spinach)not assigned not assigned not assigned Ubiquitin ubiquitin UBQ UBL Nedd8 "	protein.degradation.ubiquitin.ubiquitin	29_5_11_1

CUST_164690_PI403524517	1	74.63843	25.748163	0.16368914	0.22502804	0.27803993	-0.16368961	-0.29271984	-0.72480106	35_45902	Rep: Hypothetical protein - Gibberella zeae (Fusarium graminearum)	UniRef90_Q4IQN1		0	0	0	no description	not assigned.unknown	35_2

CUST_52457_PI403524517	1	40.856728	76.9502	0.16357422	0.4404297	0.10068512	-0.18432236	-0.2441616	-0.100684166	35_14947	"Cluster: RNA binding protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: RNA binding protein, putative, expressed - Oryza sativa (jap"	UniRef90_Q2QSR7	CHR1V7|COORD:3015475..3018037| catalytic/ coenzyme binding	AT1G09340.1	CHR12V5|COORD:13100965..13103633|protein RNA binding protein, putative, expressed	LOC_Os12g23180.1	no descriptionhighly similar to ( 593)AT1G09340| Symbols:  | catalytic/ coenzyme binding | chr1:3015475-3018037 FORWARDnot assigned not assigned not assigned not assigned WcaG Epimerase COG0702 RmlD_sub_bind	not assigned.unknown	35_2

CUST_158968_PI403524517	1	79.15296	41.118744	-0.027823448	-0.056336403	-0.03058052	0.24576283	0.13946724	0.027822495	35_44373	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_97727_PI403524517	1	66.86346	33.846745	0.387578	0.29489708	0.19067001	-0.19066954	-0.69100666	-0.2992077	35_27903	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_2029_PI403524517	1	35.946823	100.00949	-0.035660744	-0.58628845	-0.2191019	0.07604408	0.03565979	0.056886673	35_538	"Cluster: Pyrophosphate-energized vacuolar membrane proton pump (EC 3.6.1.1) (Pyrophosphate-energized inorganic pyrophosphatase) (H(+)-PPase); n=6; BEP"	UniRef90_Q06572	"CHR1V7|COORD:5399110..5402180| AVP1 (vacuolar-type H+-pumping pyrophosphatase 1); ATPase"	AT1G15690.1	CHR06V5|COORD:3918502..3923410|protein pyrophosphate-energized vacuolar membrane proton pump, putative, expressed	LOC_Os06g08080.1	 no descriptionweakly similar to ( 179)AT1G15690| Symbols: ATAVP3, AVP-3, AVP1 | AVP1 (vacuolar-type H+-pumping pyrophosphatase 1) | chr1:5399110-5402180 FORWARDweakly similar to ( 195)AVP_HORVUPyrophosphate-energized vacuolar membrane proton pump - Hordeum vulgare (Barley)H_PPase hppA OVP1 	transport.amino acids	34_3

CUST_99050_PI403524517	1	62.581154	17.327732	0.1763382	0.21642399	0.15409756	-0.15409756	-0.7167945	-0.7784786	35_28276	"Cluster: Putative phosducin-like 3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative phosducin-like 3 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q9LGR1	"CHR5V7|COORD:4596226..4597571| similar to Os01g0184800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001042236.1); similar to phosducin-like 3 [Homo"	AT5G14240.1	CHR01V5|COORD:4494429..4491400|protein phosducin-like protein 3, putative, expressed	LOC_Os01g08960.1	"no descriptionvery weakly similar to (51.6)AT5G14240| Symbols:  | similar to Os01g0184800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001042236.1); similar to phosducin-like 3 [Homo sapiens] (GB:NP_076970.1); contains InterPro domain Thioredoxin-like fold; (InterPro:IPR012336); contains InterPro domain Phosducin; (InterPro:IPR001200); contains InterPro domain Thioredoxin fold; (InterPro:IPR012335) | chr5:4596226-4597571 REVERSEPhd_like_VIAF"	not assigned.unknown	35_2

CUST_116475_PI403524517	1	36.23433	81.35515	-0.09424162	-0.2743101	-0.05827856	0.11402702	0.05827856	0.07042074	35_33020	"Cluster: Zinc finger AN1 and C2H2 domain-containing stress-associated protein 16; n=2; Oryza sativa|Rep: Zinc finger AN1 and C2H2 domain-containing"	UniRef90_Q0D5B9	CHR2V7|COORD:17465098..17466492| zinc finger (C2H2 type, AN1-like) family protein	AT2G41835.1	CHR07V5|COORD:22929069..22931587|protein AN1-type zinc finger protein 2B, putative, expressed	LOC_Os07g38240.1	no descriptionvery weakly similar to (96.7)AT4G11690| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr4:7056248-7057948 FORWARDvery weakly similar to (55.1)RF1_ORYSA	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_42313_PI403524517	1	69.59149	23.588593	0.17086267	0.270586	0.20419836	-0.17086267	-0.55512285	-0.1982255	35_12161	"Cluster: Putative Avr9/Cf-9 rapidly elicited protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Avr9/Cf-9 rapidly elicited protein - Oryza sativ"	UniRef90_Q69SQ5	CHR2V7|COORD:2287511..2289267| protein kinase, putative	AT2G05940.1	CHR06V5|COORD:5198452..5195740|protein protein kinase APK1A, chloroplast precursor, putative, expressed	LOC_Os06g10160.1	 no descriptionvery weakly similar to (65.5)AT2G05940| Symbols:  | protein kinase, putative | chr2:2287511-2289267 REVERSEnot assigned not assigned 	protein.postranslational modification.kinase.receptor like cytoplasmatic kinase VII	29_4_1_57

CUST_137239_PI403524517	1	59.576984	48.195393	0.26613808	0.4433899	0.16569662	-0.43481493	-0.1723671	-0.1656971	35_38486	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_114006_PI403524517	1	51.66117	10.481524	-0.04403925	-0.042890072	-0.051800728	0.113399506	0.1434393	0.042889595	35_32355	"Cluster: Hypothetical protein; n=1; Kineococcus radiotolerans SRS30216|Rep: Hypothetical protein - Kineococcus radiotolerans SRS30216"	UniRef90_Q40YY0	"CHR1V7|COORD:761321..766053| FZL (FZO-LIKE); GTP binding / GTPase/ thiamin-phosphate diphosphorylase"	AT1G03160.1	CHR05V5|COORD:18808838..18817716|protein dynamin family protein, expressed	LOC_Os05g32390.1	no descriptionnot assigned PRK12323 PRK07003 TT_ORF1	not assigned.unknown	35_2

CUST_35942_PI403524517	1	38.772545	77.18792	0.058309555	0.17151451	0.04300213	-0.043001175	-0.05025673	-0.08633804	35_10364	"Cluster: Os03g0116900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os03g0116900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DVR0	"CHR2|COORD:18841223..18843448| similar to armadillo/beta-catenin repeat family protein [Arabidopsis thaliana] (TAIR:At1g01830.1); similar to"	AT2G45720.2	CHR03V5|COORD:934112..936096|protein armadillo/beta-catenin-like repeat family protein, expressed	LOC_Os03g02580.1	no descriptionmoderately similar to ( 229)AT2G45720| Symbols:  | binding | chr2:18841542-18843203 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07003 PRK12323 PRK07764 ARM PRK12678 TT_ORF1 FAP DUF1431	not assigned.no ontology.armadillo/beta-catenin repeat family protein	35_1_3

CUST_94097_PI403524517	1	48.656673	73.31608	-0.05988598	-0.41284752	-0.25013542	0.0598855	0.17685986	0.17306423	35_26903	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2R4S7	0	0	CHR11V5|COORD:15299664..15303665|protein Leucine Rich Repeat family protein	LOC_Os11g27450.1	no description	not assigned.unknown	35_2

CUST_169804_PI403524517	1	24.78225	80.998184	0.20001698	0.48704052	0.08297825	-0.08297825	-0.10776329	-0.13707542	35_47299	"Cluster: Putative histidine-tRNA ligase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative histidine-tRNA ligase - Oryza sativa (japonica cultivar-group"	UniRef90_Q6Z695	CHR5V7|COORD:839965..841443| ATP binding / aminoacyl-tRNA ligase	AT5G03406.1	CHR02V5|COORD:31748587..31743085|protein histidyl-tRNA synthetase, putative, expressed	LOC_Os02g51830.1	no descriptionmoderately similar to ( 242)AT5G03406| Symbols:  | ATP binding / aminoacyl-tRNA ligase | chr5:839965-841443 FORWARDvery weakly similar to (58.5)SYH_ORYSAnot assigned not assigned HisS hisS HisRS-like_core tRNA-synt_2b HisZ hisZ PRK12420 hisZ class_II_aaRS-like_core	protein.aa activation.histidine-tRNA ligase	29_1_21

CUST_233_PI399407379	1	91.387405	36.73599	-0.101421356	-0.11124325	-0.051050186	0.051049232	0.100520134	0.3218956	HvIPT7									

CUST_28301_PI403524517	1	40.004158	116.2902	0.059129715	0.4054327	0.05461979	-0.10449028	-0.054618835	-0.055318832	35_8181	"Cluster: Hypothetical protein P0604E01.3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0604E01.3 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6YYY1	"CHR3V7|COORD:16804840..16808365| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G45760.1); similar to S-M checkpoint control protein CID1 and"	AT3G45750.1	CHR08V5|COORD:27881215..27887412|protein expressed protein	LOC_Os08g44560.1	"no descriptionweakly similar to ( 111)AT3G45750| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G45760.1); similar to S-M checkpoint control protein CID1 and related nucleotidyltransferases (ISS) [Ostreococcus tauri] (GB:CAL55446.1); similar to Os09g0570600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001063988.1); similar to Os08g0559900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001062505.1); contains InterPro domain PAP/25A core; (InterPro:IPR001201) | chr3:16804840-16808365 REVERSEnot assigned TRF4"	not assigned.unknown	35_2

CUST_114232_PI403524517	1	48.259293	141.05301	-0.041703224	-0.5979233	-0.04274273	0.10549736	0.12594128	0.041703224	35_32418	0	0		0	CHR02V5|COORD:21184800..21185279|protein conserved hypothetical protein	LOC_Os02g35260.1	no description	not assigned.unknown	35_2

CUST_64256_PI403524517	1	21.066866	80.56823	0.28539467	0.8291621	0.18112946	-0.26920414	-0.26770496	-0.18112946	35_18345	Rep: Kexin - Pneumocystis carinii	UniRef90_O94096	CHR3V7|COORD:8063070..8064482| leucine-rich repeat family protein / extensin family protein	AT3G22800.1	CHR02V5|COORD:23892961..23888792|protein outer envelope protein, putative, expressed	LOC_Os02g39600.1	no description	not assigned.unknown	35_2

CUST_58764_PI403524517	1	48.185047	110.1537	0.049435616	0.27236176	0.038031578	-0.11262894	-0.105228424	-0.038030624	35_16764	"Cluster: S-ribonuclease-binding protein SBP1-like protein; n=3; commelinids|Rep: S-ribonuclease-binding protein SBP1-like protein - Oryza sativa (japonica"	UniRef90_Q84VC6	"CHR1V7|COORD:17201811..17203120| SBP1 (S-RIBONUCLEASE BINDING PROTEIN 1); protein binding / zinc ion binding"	AT1G45976.1	CHR03V5|COORD:8652651..8655635|protein CONSTANS interacting protein 4, putative, expressed	LOC_Os03g15730.1	"no descriptionmoderately similar to ( 245)AT1G45976| Symbols: SBP1 | SBP1 (S-RIBONUCLEASE BINDING PROTEIN 1); protein binding / zinc ion binding | chr1:17201811-17203120 FORWARDnot assigned not assigned not assigned not assigned not assigned PRK07764 PRK12323 PRK07003"	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_32879_PI403524517	1	56.932426	32.406803	-0.098685265	-0.055262566	-0.10857105	0.22001457	0.05526352	0.205863	35_9476	"Cluster: Putative 3-isopropylmalate dehydratase large subunit; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative 3-isopropylmalate dehydratase large sub"	UniRef90_Q6Z702	CHR1V7|COORD:11399903..11405702| actin binding	AT1G31810.1	CHR02V5|COORD:1309845..1304820|protein 3-isopropylmalate dehydratase large subunit 2, putative, expressed	LOC_Os02g03260.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_99944_PI403524517	2	42.817177	26.26816	0.35979986	0.24263477	0.22689533	-0.22689486	-0.25751305	-0.4788437	35_28530	"Cluster: Hypothetical protein P0011D01.8; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0011D01.8 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q5NBM2	CHR4V7|COORD:17353418..17355824| PQ-loop repeat family protein / transmembrane family protein	AT4G36850.1	CHR01V5|COORD:9137232..9130321|protein PQ loop repeat family protein, expressed	LOC_Os01g16170.4	no descriptionweakly similar to ( 120)AT4G36850| Symbols:  | PQ-loop repeat family protein / transmembrane family protein | chr4:17353418-17355824 REVERSEnot assigned PQ-loop CTNS	not assigned.no ontology	35_1

CUST_97351_PI403524517	1	52.902966	38.92008	0.1275754	0.25118923	0.14208174	-0.12757492	-0.41991997	-0.28183746	35_27804	"Cluster: Hypothetical protein P0423B08.6; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0423B08.6 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q94CW7	"CHR3V7|COORD:19521491..19523525| similar to conserved hypothetical protein [Medicago truncatula] (GB:ABD32680.1); contains domain CoA-dependent"	AT3G52610.1	CHR01V5|COORD:37637161..37634942|protein transposon protein, putative, Mutator sub-class, expressed	LOC_Os01g64256.1	"no descriptionvery weakly similar to (52.0)AT3G52610| Symbols:  | similar to conserved hypothetical protein [Medicago truncatula] (GB:ABD32680.1); contains domain CoA-dependent acyltransferases (SSF52777) | chr3:19521491-19523525 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07764 PRK07003 PRK08770 Tymo_45kd_70kd IER Atrophin-1 DUF1509 PRK05648 Totivirus_coat APC_basic Rubella_Capsid MAP65_ASE1 PRK00708"	not assigned.unknown	35_2

CUST_3420_PI403524517	1	45.912663	132.43393	0.05442238	0.55576324	0.049043655	-0.13158798	-0.049043655	-0.08908653	35_934	"Cluster: Diacylglycerol kinase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Diacylglycerol kinase-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K4P5	CHR2V7|COORD:8126058..8128771| diacylglycerol kinase, putative	AT2G18730.1	CHR02V5|COORD:33478149..33470359|protein diacylglycerol kinase, putative, expressed	LOC_Os02g54650.1	 no descriptionweakly similar to ( 123)AT2G18730| Symbols:  | diacylglycerol kinase, putative | chr2:8126058-8128771 FORWARDvery weakly similar to (86.3)FTRC_MAIZEFerredoxin-thioredoxin reductase catalytic chain, chloroplast precursor - Zea mays (Maize)not assigned not assigned not assigned FeThRed_B DAGK_cat DAGKc FtrB LCB5 	redox.thioredoxin	21_1

CUST_48905_PI403524517	1	26.967173	98.66938	-0.019767761	-0.12114143	-0.029296875	0.034519196	0.030418396	0.019767761	35_13964	Rep: Histone H2A - Zea mays (Maize)	UniRef90_P40280	CHR5V7|COORD:575435..576454| histone H2A, putative	AT5G02560.1	CHR03V5|COORD:9478877..9477951|protein histone H2A, putative, expressed	LOC_Os03g17100.1	 no descriptionweakly similar to ( 153)AT5G02560| Symbols:  | histone H2A, putative | chr5:575435-576454 FORWARDweakly similar to ( 162)H2A3_WHEATHistone H2A.2.2 - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned H2A H2A HTA1 Histone PRK12678 	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_168888_PI403524517	1	44.582302	108.85348	0.53342915	0.04261017	0.14009476	-0.04260969	-0.098637104	-0.11548376	35_47035	"Cluster: Putative HASTY; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative HASTY - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5ZDB2	CHR3V7|COORD:1401485..1408101| HST (HASTY)	AT3G05040.1	CHR01V5|COORD:14792157..14804611|protein HST, putative, expressed	LOC_Os01g26160.2	no descriptionweakly similar to ( 120)AT3G05040| Symbols: HST | HST (HASTY) | chr3:1401485-1408101 REVERSE	not assigned.no ontology	35_1

CUST_92898_PI403524517	1	21.793652	101.09691	0.15230942	1.8784132	0.6188884	-0.22266626	-0.15913439	-0.15230942	35_26563	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_93754_PI403524517	1	31.558548	114.632614	0.17125797	0.6339445	0.025837898	-0.049993515	-0.025837898	-0.04444599	35_26808	"Cluster: Putative clathrin coat assembly protein AP17; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative clathrin coat assembly protein AP17 - Oryza sat"	UniRef90_Q6ZKE1	CHR2V7|COORD:8534384..8535477| clathrin adaptor complex small chain family protein	AT2G19790.1	CHR08V5|COORD:18625636..18627559|protein AP-4 complex subunit sigma-1, putative, expressed	LOC_Os08g30480.1	no descriptionweakly similar to ( 135)AT2G19790| Symbols:  | clathrin adaptor complex small chain family protein | chr2:8534384-8535477 FORWARDvery weakly similar to (70.1)AP2S1_MAIZEAP-2 complex subunit sigma-1 - Zea mays (Maize)not assigned not assigned not assigned APS2 Clat_adaptor_s	cell. vesicle transport	31_4

CUST_181758_PI403524517	2	39.242813	19.369007	0.13307667	0.1960907	0.16032076	-0.28393698	-0.30812073	-0.13307667	35_50534	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_19721_PI403524517	2	12.273208	30.765322	0.35826683	0.22408867	0.21134853	-0.25663996	-0.21134901	-0.26840925	35_5714	"Cluster: Aspartate kinase-homoserine dehydrogenase precursor; n=2; Oryza sativa|Rep: Aspartate kinase-homoserine dehydrogenase precursor - Oryza sativa (Rice)"	UniRef90_P93402	"CHR1V7|COORD:11158725..11163036| AK-HSDH I (ASPARTATE KINASE-HOMOSERINE DEHYDROGENASE I); aspartate kinase/ homoserine dehydrogenase"	AT1G31230.1	CHR09V5|COORD:7008516..6994049|protein bifunctional aspartokinase/homoserine dehydrogenase 2, chloroplast precursor, putative, expressed	LOC_Os09g12290.1	 no descriptionvery weakly similar to (81.6)AT4G19710| Symbols: AK-HSDH II, AK-HSDH | AK-HSDH/AK-HSDH II | chr4:10725239-10729546 FORWARDweakly similar to ( 138)AKH2_MAIZEBifunctional aspartokinase/homoserine dehydrogenase 2, chloroplast precursor - Zea mays (Maize)AAK_AK-HSDH-like AAK_AK-HSDH AAK_AK 	amino acid metabolism.synthesis.aspartate family.misc.homoserine.aspartate kinase	13_1_3_6_1_1

CUST_90799_PI403524517	1	31.260504	78.77359	0.20124722	0.5328746	0.111367226	-0.14128876	-0.111367226	-0.2047	35_25970	"Cluster: BWF1-like protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: BWF1-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5ZDE5	CHR5V7|COORD:6146934..6149732| WD-40 repeat family protein	AT5G18525.1	CHR01V5|COORD:12577242..12567139|protein beige/BEACH domain containing protein, expressed	LOC_Os01g22390.3	no descriptionmoderately similar to ( 232)AT5G18525| Symbols:  | WD-40 repeat family protein | chr5:6146934-6149732 REVERSEnot assigned WD40 COG2319	not assigned.no ontology	35_1

CUST_114348_PI403524517	1	47.57084	52.77693	0.118825436	0.36096	0.21373224	-0.31243706	-0.34915352	-0.118825436	35_32452	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_66231_PI403524517	1	38.616375	116.880486	0.051935196	0.3816414	0.053707123	-0.11948395	-0.092998505	-0.051934242	35_18915	"Cluster: Translation initiation factor IF-2; n=1; Frankia sp. CcI3|Rep: Translation initiation factor IF-2 - Frankia sp. (strain CcI3)"	UniRef90_Q2J728	CHR1V7|COORD:26559818..26562657| protein kinase, putative	AT1G70460.1	0	0	no description	not assigned.unknown	35_2

CUST_23933_PI399408534	2	22.41883	19.846224	0.7536402	1.128952	1.0000868	-1.0207162	-0.7536392	-1.1939602	35_27247	"Cluster: MADS-box transcription factor TaAGL42; n=1; Triticum aestivum|Rep: MADS-box transcription factor TaAGL42 - Triticum aestivum (Wheat)"	UniRef90_Q1G167	"CHR4V7|COORD:12023957..12027432| AGL19 (AGAMOUS-LIKE 19); transcription factor"	AT4G22950.1	CHR01V5|COORD:40671221..40691433|protein MADS-box transcription factor 8, putative, expressed	LOC_Os01g69850.1	" no descriptionvery weakly similar to (90.1)AT4G22950| Symbols: GL19, AGL19 | AGL19 (AGAMOUS-LIKE 19); transcription factor | chr4:12023957-12027432 REVERSEvery weakly similar to (94.0)MAD50_ORYSAnot assigned not assigned MADS_MEF2_like MADS MADS MADS_SRF_like SRF-TF ARG80 "	RNA.regulation of transcription.MADS box transcription factor family	27_3_24

CUST_152142_PI403524517	1	61.221615	20.097736	0.28818893	0.3198247	0.21279097	-0.21279049	-0.8859081	-0.5505204	35_42529	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_13901_PI399408534	1	41.927002	119.65636	0.09367037	0.7843604	0.110088825	-0.23617458	-0.09367037	-0.19827747	35_8708	"Cluster: Os12g0294100 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os12g0294100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0INT5	CHR2V7|COORD:19578172..19580016| transducin family protein / WD-40 repeat family protein	AT2G47790.1	CHR12V5|COORD:11417316..11426516|protein nucleotide binding protein, putative, expressed	LOC_Os12g19590.2	no descriptionmoderately similar to ( 229)AT2G47790| Symbols:  | transducin family protein / WD-40 repeat family protein | chr2:19578172-19580016 REVERSEvery weakly similar to (51.6)GBB_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned WD40 COG2319	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_1262_PI403524517	1	46.039673	65.13349	0.18826866	0.067025185	0.06706619	-0.067025185	-0.18836784	-0.14572334	35_334	Rep: Zinc-finger protein - Oryza sativa (indica cultivar-group)	UniRef90_Q84K08	CHR1V7|COORD:25519075..25520430| zinc finger (C3HC4-type RING finger) family protein	AT1G68070.1	CHR06V5|COORD:1382619..1385323|protein protein binding protein, putative, expressed	LOC_Os06g03580.2	no descriptionvery weakly similar to (67.8)AT1G68070| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr1:25519075-25520430 REVERSEnot assigned not assigned RING COG5540 RING zf-C3HC4	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_158369_PI403524517	1	45.493652	62.75588	0.3505082	0.76340246	0.22768307	-0.48809052	-0.22768307	-0.63011694	35_44211	"Cluster: Putative ribonuclease PH; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative ribonuclease PH - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69UI6	CHR4V7|COORD:13739967..13741653| 3' exoribonuclease family domain 1-containing protein	AT4G27490.1	CHR08V5|COORD:934132..929664|protein exosome complex exonuclease 1, putative, expressed	LOC_Os08g02360.1	no descriptionweakly similar to ( 114)AT4G27490| Symbols:  | 3' exoribonuclease family domain 1-containing protein | chr4:13739967-13741653 FORWARDnot assigned	protein.aa activation	29_1

CUST_148682_PI403524517	2	46.263077	35.946156	0.3813305	0.45429516	0.21017456	-0.45503902	-0.21017408	-0.5934925	35_41596	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_168917_PI403524517	1	62.178806	40.96853	0.30508757	0.4528818	0.19378948	-0.22506762	-0.55965996	-0.19378948	35_47043	0	0	CHR1V7|COORD:25812961..25813793| AGP19/ATAGP19 (ARABINOGALACTAN-PROTEIN 19)	AT1G68725.1	CHR03V5|COORD:3862749..3862120|protein sulfated surface glycoprotein 185 precursor, putative	LOC_Os03g07640.1	no description	not assigned.unknown	35_2

CUST_30545_PI403524517	1	33.60802	124.6412	0.057977676	0.5348625	0.06501675	-0.11797333	-0.09315586	-0.057976723	35_8818	"Cluster: Os09g0111800 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0111800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J3H6	CHR1V7|COORD:1816252..1816990| nucleotide binding	AT1G05970.2	CHR09V5|COORD:994642..992250|protein RNA-binding region RNP-1, putative, expressed	LOC_Os09g02400.4	no descriptionweakly similar to ( 156)AT1G05970| Symbols:  | nucleotide binding | chr1:1816252-1816990 REVERSE	not assigned.unknown	35_2

CUST_9429_PI403524517	1	73.47664	39.939575	-0.16866302	-0.11084461	-0.07510662	0.33783436	0.07510662	0.14354324	35_2650	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_21442_PI403524517	1	35.571186	52.554386	0.30765533	0.29774523	0.09143782	-0.09640837	-0.16658545	-0.09143782	35_6224	"Cluster: Os05g0555300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0555300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DG36	CHR4V7|COORD:15721423..15722782| ferredoxin-related	AT4G32590.1	CHR05V5|COORD:27524278..27522646|protein electron carrier/ electron transporter/ iron ion binding protein, putative, expressed	LOC_Os05g48160.3	no descriptionmoderately similar to ( 217)AT4G32590| Symbols:  | electron carrier | chr4:15721423-15722787 FORWARDnot assigned not assigned Fdx Tymo_45kd_70kd PRK07764	PS.lightreaction.other electron carrier (ox/red).ferredoxin	1_1_5_2

CUST_28481_PI403524517	1	72.77918	39.52662	0.15538025	0.20851707	0.08932209	-0.21791458	-0.45303822	-0.08932114	35_8230	Rep: Cellulose synthase-1 - Zea mays (Maize)	UniRef90_Q9LLI9	"CHR4V7|COORD:15641015..15646394| CESA1 (CELLULASE SYNTHASE 1); transferase, transferring glycosyl groups"	AT4G32410.1	CHR05V5|COORD:4549480..4543196|protein CESA1 - cellulose synthase, expressed	LOC_Os05g08370.1	" no descriptionweakly similar to ( 125)AT4G32410| Symbols: CESA1, RSW1 | CESA1 (CELLULASE SYNTHASE 1); transferase, transferring glycosyl groups | chr4:15641015-15646394 REVERSE"	cell wall.cellulose synthesis.cellulose synthase	10_2_1

CUST_156673_PI403524517	2	38.49462	38.453865	0.3491373	0.17498398	0.203928	-0.17498302	-0.33112717	-0.18174553	35_43756	Rep: OSIGBa0147O06.8 protein - Oryza sativa (Rice)	UniRef90_Q01LT7	"CHR2V7|COORD:18159356..18160792| GT/UGT74F2 (UDP-GLUCOSYLTRANSFERASE 74F2); UDP-glucosyltransferase/ UDP-glycosyltransferase/ transferase, transferring"	AT2G43820.1	CHR04V5|COORD:7139646..7136658|protein indole-3-acetate beta-glucosyltransferase, putative, expressed	LOC_Os04g12970.1	" no descriptionvery weakly similar to (84.0)AT2G43820| Symbols: GT, UGT74F2 | GT/UGT74F2 (UDP-GLUCOSYLTRANSFERASE 74F2); UDP-glucosyltransferase/ UDP-glycosyltransferase/ transferase, transferring glycosyl groups / transferase, transferring hexosyl groups | chr2:18159356-18160792 FORWARDvery weakly similar to (95.9)IAAG_MAIZEIndole-3-acetate beta-glucosyltransferase - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07764 PRK12323 PRK12678 PRK07003 PRK09169 Adeno_PV Herpes_UL56 HpaP "	misc.UDP glucosyl and glucoronyl transferases	26_2

CUST_97397_PI403524517	1	48.786583	71.83639	0.5162325	0.8726373	0.14036083	-0.42647457	-0.14036131	-0.38800144	35_27817	"Cluster: Os11g0678000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os11g0678000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IR49	CHR3V7|COORD:2062839..2067144| protein kinase family protein	AT3G06620.1	CHR12V5|COORD:23027641..23034880|protein ATP binding protein, putative, expressed	LOC_Os12g37570.1	no descriptionweakly similar to ( 124)AT3G06620| Symbols:  | protein kinase family protein | chr3:2062839-2067144 REVERSEvery weakly similar to (57.0)CRI4_MAIZEPutative receptor protein kinase CRINKLY4 precursor - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TyrKc Pkinase_Tyr S_TKc S_TKc PTKc Pkinase PTKc_Jak_rpt2 PTKc_InsR_like PTKc_Tec_like PTKc_Tec_Rlk PTKc_EphR PTKc_Btk_Bmx PTKc_Itk PTKc_Src_like PTKc_EGFR_like PTKc_Frk_like PTKc_Fes_like PTKc_Srm_Brk PTKc_Csk_like PTKc_Jak2_Jak3_rpt2 PTK_HER3 PTKc_DDR PTKc_Csk PTKc_IGF-1R PTKc_EphR_B PTKc_FGFR PTKc_Abl PTKc_FGFR3 PTKc_InsR PTKc_EphR_A PTKc_Ror PTKc_FGFR1 PTKc_Met_Ron PTKc_FGFR4 PTKc_RET PTKc_DDR2 PTKc_Ack_like PTK_CCK4 PTKc_FGFR2 PTKc_EphR_A2 PTKc_c-ros PTKc_Tie2 PTKc_Fyn_Yrk PTKc_Jak1_rpt2 PTKc_Tie1 PTKc_Lck_Blk PTKc_Lyn PTKc_DDR_like PTKc_Tie PTKc_Src PTKc_Yes	protein.postranslational modification	29_4

CUST_70625_PI403524517	1	37.185295	106.628784	0.21992016	0.8224926	0.073970795	-0.073970795	-0.15359688	-0.09999275	35_20235	"Cluster: Hypothetical protein OJ1384D03.4; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1384D03.4 - Oryza sativa (japonica cultivar-g"	UniRef90_Q8H7Q7	"CHR2V7|COORD:7691296..7692091| similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABF93547.1); similar to Unknown protein [Oryza"	AT2G17695.1	CHR03V5|COORD:443523..446391|protein expressed protein	LOC_Os03g01730.4	"no descriptionweakly similar to ( 198)AT2G17695| Symbols:  | similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABF93547.1); similar to Unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAN62778.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABF93551.1) | chr2:7691296-7692091 REVERSEnot assigned DUF1990 COG4762 PRK07003 PRK12323"	not assigned.unknown	35_2

CUST_176336_PI403524517	2	36.432007	15.813409	-0.20061302	-0.23450279	-0.17067909	0.17067814	0.31508446	0.17991161	35_49071	"Cluster: Os07g0124700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0124700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D8V3		0	CHR07V5|COORD:1297897..1302598|protein protein AINTEGUMENTA, putative, expressed	LOC_Os07g03250.1	no description	not assigned.unknown	35_2

CUST_65762_PI403524517	1	51.50094	28.365646	0.14066315	0.2028122	0.118554115	-0.31435108	-0.39484596	-0.11855316	35_18784	"Cluster: Integral membrane protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Integral membrane protein-like - Oryza sativa (japonica cultivar-group"	UniRef90_Q6K478	CHR5V7|COORD:404905..405771| integral membrane protein, putative	AT5G02060.1	CHR09V5|COORD:3744713..3748469|protein expressed protein	LOC_Os09g07480.1	 no descriptionweakly similar to ( 148)AT5G02060| Symbols:  | integral membrane protein, putative | chr5:404905-405771 FORWARDDUF588 	not assigned.unknown	35_2

CUST_178428_PI403524517	2	39.95239	25.903938	0.25583315	0.3410058	0.20404816	-0.20404816	-0.43731117	-0.26596928	35_49622	"Cluster: Os09g0301700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0301700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J2T3		0	CHR07V5|COORD:24198440..24200433|protein transposon protein, putative, CACTA, En/Spm sub-class	LOC_Os07g40360.1	no description	not assigned.unknown	35_2

CUST_101897_PI403524517	1	46.833817	134.34598	0.045902252	0.88056374	0.11049271	-0.055879593	-0.10655975	-0.045903206	35_29073	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_100863_PI403524517	1	72.52334	47.39861	0.044469833	0.015563011	0.0316391	-0.13740063	-0.0155620575	-0.13367462	35_28785	Rep: OSJNBa0009P12.20 protein - Oryza sativa (Rice)	UniRef90_Q5VSV6	"CHR4V7|COORD:9891438..9892688| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G71940.1); similar to hypothetical protein 23.t00026 [Brassica"	AT4G17790.1	CHR04V5|COORD:29758746..29756150|protein gtk16 protein, putative, expressed	LOC_Os04g50216.1	"no descriptionweakly similar to ( 107)AT4G17790| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G71940.1); similar to hypothetical protein 23.t00026 [Brassica oleracea] (GB:ABD65614.1); contains domain UNCHARACTERIZED (PTHR12677) | chr4:9891438-9892688 FORWARDnot assigned"	not assigned.unknown	35_2

CUST_111290_PI403524517	2	34.776848	34.743088	0.17077446	0.3563037	0.31682014	-0.17077446	-0.33822966	-0.3465953	35_31601	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_38168_PI403524517	1	11.629159	64.1465	0.1644907	0.5310774	0.2242589	-0.16449118	-0.18342018	-0.2074461	35_10982	"Cluster: GRV2; heat shock protein binding / unfolded protein binding; n=1; Arabidopsis thaliana|Rep: GRV2; heat shock protein binding / unfolded protein binding"	UniRef90_UPI000034EDA4	"CHR2V7|COORD:11469405..11480919| GRV2 (KATAMARI2); binding / heat shock protein binding"	AT2G26890.1	CHR10V5|COORD:22546265..22531651|protein GRV2, putative, expressed	LOC_Os10g42439.1	" no descriptionmoderately similar to ( 414)AT2G26890| Symbols: KAM2, GRV2 | GRV2 (KATAMARI2); binding / heat shock protein binding | chr2:11469405-11480919 REVERSEnot assigned "	stress.abiotic.heat	20_2_1

CUST_84078_PI403524517	1	56.41847	21.13337	-0.1166687	-0.0786705	-0.11685562	0.30604076	0.0786705	0.23182106	35_24095	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_23024_PI403524517	2	31.611382	41.907646	0.25732183	0.49286222	0.24647665	-0.40181065	-0.48006916	-0.24647713	35_6691	Rep: OSIGBa0132G14.2 protein - Oryza sativa (Rice)	UniRef90_Q01MX1	0	0	CHR04V5|COORD:5782062..5791158|protein protein binding protein, putative, expressed	LOC_Os04g10680.4	no description	not assigned.unknown	35_2

CUST_137601_PI403524517	2	48.75184	16.917355	-0.11899042	-0.11476898	-0.085875034	0.20848179	0.10788393	0.085875034	35_38589	"Cluster: HEAT repeat, putative; n=4; Oryza sativa (japonica cultivar-group)|Rep: HEAT repeat, putative - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53K35		0	CHR03V5|COORD:29211091..29222848|protein GCN1-like protein 1, putative, expressed	LOC_Os03g51140.1	no description	not assigned.unknown	35_2

CUST_119186_PI403524517	1	49.37289	114.05517	0.06552887	0.7394247	0.1567049	-0.06552887	-0.107886314	-0.18076992	35_33730	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_104348_PI403524517	1	68.12499	39.980347	0.38057375	0.3385768	0.1599431	-0.5848141	-0.24511385	-0.15994358	35_29739	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_95341_PI403524517	1	39.174408	71.64546	0.39926243	0.19728708	0.07988405	-0.17783451	-0.07988405	-0.11957598	35_27246	Rep: Hypothetical protein - Coccidioides immitis RS	UniRef90_Q1E0Q2	0	0	CHR09V5|COORD:3186738..3184500|protein transposon protein, putative, CACTA, En/Spm sub-class	LOC_Os09g06700.1	no description	not assigned.unknown	35_2

CUST_107575_PI403524517	1	2.5608373	54.044468	0.85628843	0.5141344	0.2684431	-0.2684431	-0.28113222	-0.26969242	35_30612	"Cluster: ESTs C26093; n=1; Oryza sativa (japonica cultivar-group)|Rep: ESTs C26093 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7F7Z2	CHR3V7|COORD:9370835..9372333| basic helix-loop-helix (bHLH) family protein	AT3G25710.1	CHR01V5|COORD:3125794..3127524|protein DNA binding protein, putative, expressed	LOC_Os01g06640.2	no description	not assigned.unknown	35_2

CUST_85806_PI403524517	2	40.117275	39.690872	0.22639418	0.097522736	0.21463156	-0.097522736	-0.2342186	-0.18919897	35_24573	"Cluster: Os02g0173100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os02g0173100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E3I8	"CHR4V7|COORD:8629919..8632990| CYP97B3 (cytochrome P450, family 97, subfamily B, polypeptide 3); oxygen binding"	AT4G15110.1	CHR02V5|COORD:3995977..4006874|protein cytochrome P450 97B2, putative, expressed	LOC_Os02g07680.1	" no descriptionmoderately similar to ( 244)AT4G15110| Symbols: CYP97B3 | CYP97B3 (cytochrome P450, family 97, subfamily B, polypeptide 3); oxygen binding | chr4:8629919-8632990 REVERSEmoderately similar to ( 278)C97B1_PEACytochrome P450 97B1 - Pisum sativum (Garden pea)not assigned not assigned p450 "	misc.misc2	26_1

CUST_13190_PI403524517	1	48.711586	70.157776	0.057338715	0.19509983	0.07155037	-0.05733967	-0.10820675	-0.16446304	35_3774	"Cluster: Putative ABC family transporter; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ABC family transporter - Oryza sativa (japonica cultivar-gro"	UniRef90_Q69XA0	"CHR3V7|COORD:17617412..17621874| ATATH3 (ABC2 homolog 3); ATPase, coupled to transmembrane movement of substances"	AT3G47750.1	CHR06V5|COORD:23112101..23104228|protein ATATH6, putative, expressed	LOC_Os06g38950.1	" no descriptionvery weakly similar to (97.4)AT3G47750| Symbols: ATATH3 | ATATH3 (ABC2 homolog 3); ATPase, coupled to transmembrane movement of substances | chr3:17617412-17621874 FORWARDnot assigned ABC_subfamily_A ABC_DR_subfamily_A CcmA ABC_YhbG ABC_Mj1267_LivG_branched COG4152 ABC_DrrA LivG ABC_KpsT_Wzt ABC_cobalt_CbiO_domain1 FepC ABC_ATPase ZnuC ABC_Iron-Siderophores_B12_Hemin SunT PRK11819 YhbG ArpD ABCC_Protease_Secretion ABC_Metallic_Cations "	transport.ABC transporters and multidrug resistance systems	34_16

CUST_20067_PI403524517	1	31.66799	80.54602	0.60658646	0.082681656	0.29275227	-0.15018177	-0.08268118	-0.15732288	35_5814	"Cluster: Putative glucan endo-1,3-beta-D-glucosidase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative glucan endo-1,3-beta-D-glucosidase - Oryza sativ"	UniRef90_Q69SH6	CHR2V7|COORD:2199447..2201290| glycosyl hydrolase family 17 protein	AT2G05790.1	CHR09V5|COORD:20939249..20937982|protein glucan endo-1,3-beta-glucosidase, acidic isoform precursor, putative, expressed	LOC_Os09g36280.1	 no descriptionvery weakly similar to (68.6)AT2G05790| Symbols:  | glycosyl hydrolase family 17 protein | chr2:2199447-2201290 FORWARDvery weakly similar to (75.5)E13B_PHAVUGlucan endo-1,3-beta-glucosidase, basic isoform precursor - Phaseolus vulgaris (Kidney bean) (French bean)not assigned not assigned not assigned Glyco_hydro_17 	misc.beta 1,3 glucan hydrolases	26_4

CUST_7774_PI403524517	1	40.409702	129.7774	0.08046341	0.834425	0.087023735	-0.1869402	-0.12847137	-0.08046341	35_2165	"Cluster: Putative membrane protein; n=1; Emiliania huxleyi virus 86|Rep: Putative membrane protein - Emiliania huxleyi virus 86"	UniRef90_Q4A2B5	CHR1V7|COORD:9039777..9042860| protein kinase	AT1G26150.1	CHR04V5|COORD:24705559..24701241|protein peroxidase 18 precursor, putative, expressed	LOC_Os04g42100.1	no descriptionnot assigned not assigned	not assigned.unknown	35_2

CUST_26980_PI399408534	1	22.955421	110.23894	-0.035824776	-0.40013313	-0.09568596	0.035823822	0.04264164	0.05605507	35_2984	"Cluster: Os05g0123200 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0123200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DL48	"CHR3V7|COORD:19405419..19407174| IQD3 (IQ-domain 3); calmodulin binding"	AT3G52290.1	CHR05V5|COORD:1269444..1273561|protein IQD1, putative, expressed	LOC_Os05g03190.1	"no descriptionmoderately similar to ( 320)AT5G03040| Symbols: IQD2 | IQD2 (IQ-domain 2); calmodulin binding | chr5:710378-712405 REVERSE"	signalling.calcium	30_3

CUST_135646_PI403524517	1	63.025692	22.81657	0.12947416	0.1650896	0.104682446	-0.104682446	-0.41678762	-0.5331502	35_38045	"Cluster: ABC transporter family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: ABC transporter family protein, expressed - Oryza sativa (j"	UniRef90_Q2RAE2	CHR3V7|COORD:21874496..21879678| ATMRP14 (Arabidopsis thaliana multidrug resistance-associated protein 14)	AT3G59140.1	CHR11V5|COORD:2610012..2601649|protein multidrug resistance-associated protein 14, putative, expressed	LOC_Os11g05700.1	no descriptionmoderately similar to ( 276)AT3G59140| Symbols: ATMRP14 | ATMRP14 (Arabidopsis thaliana multidrug resistance-associated protein 14) | chr3:21874496-21879678 REVERSEnot assigned MdlB SunT ABCC_NFT1 ABCC_MRP_domain2 PRK10790 CydC	transport.ABC transporters and multidrug resistance systems	34_16

CUST_5671_PI404877155	1	65.858444	40.920578	-0.05467415	-0.124435425	-0.13100147	0.2562561	0.054673195	0.14855766	Contig17609_at	putative dioxygenase [Oryza sativa (japonica cultivar-group)] gb|AAL34117.1| putative hydroxylase subunit [Oryza sativa (japonica cultivar-g	AAK63935.1	oxidoreductase, 2OG-Fe(II) oxygenase family protein	At4g33910.1	protein putative hydroxylase subunit	Os03g55380	oxidoreductase, 2OG-Fe(II) oxygenase family	amino acid metabolism.degradation.glutamate family.proline	13_2_2_2

CUST_47085_PI403524517	1	27.70342	55.69197	-0.8714781	-0.25980043	-0.5218301	0.41286564	0.26588154	0.2598009	35_13483	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_3128_PI399408534	2	9.418154	19.318157	-0.18293953	-0.12621975	-0.17773533	0.14426899	0.15208626	0.12621975	35_346	Rep: Transcription factor RAU1 - Oryza sativa (Rice)	UniRef90_Q8S490	CHR2V7|COORD:17618506..17620241| basic helix-loop-helix (bHLH) family protein	AT2G42280.1	CHR08V5|COORD:24956680..24959677|protein DNA binding protein, putative, expressed	LOC_Os08g39630.1	no descriptionweakly similar to ( 150)AT2G42280| Symbols:  | basic helix-loop-helix (bHLH) family protein | chr2:17618969-17620241 REVERSEnot assigned HLH HLH HLH	RNA.regulation of transcription.bHLH,Basic Helix-Loop-Helix family	27_3_6

CUST_32754_PI399408534	2	24.073849	28.823301	0.3584795	0.5866022	0.37607193	-0.5486555	-0.35847855	-0.38274288	35_8067	"Cluster: Phosphoenolpyruvate carboxylase kinase; n=4; Oryza sativa (japonica cultivar-group)|Rep: Phosphoenolpyruvate carboxylase kinase - Oryza sativa (japonic"	UniRef90_Q2ABR6	"CHR1V7|COORD:2752209..2753235| PPCK1 (PHOSPHOENOLPYRUVATE CARBOXYLASE KINASE); kinase"	AT1G08650.1	CHR02V5|COORD:24929110..24930599|protein calcium-dependent protein kinase 2, putative, expressed	LOC_Os02g41580.1	"no descriptionvery weakly similar to (55.5)AT4G04740| Symbols: CPK23 | CPK23 (calcium-dependent protein kinase 23); calcium- and calmodulin-dependent protein kinase/ kinase | chr4:2405404-2408491 REVERSEvery weakly similar to (52.4)CDPK_DAUCACalcium-dependent protein kinase - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase Pkinase_Tyr SPS1 PTKc"	signalling.calcium	30_3

CUST_30695_PI403524517	1	32.11468	112.11155	0.07047558	0.7777653	0.17395878	-0.12893867	-0.08497429	-0.07047653	35_8858	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_83678_PI403524517	1	32.28457	65.52628	-0.06518602	-0.37264347	-0.29206896	0.0651865	0.12736034	0.11701393	35_23989	"Cluster: Lustrin A-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Lustrin A-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8RZF8	"CHR1V7|COORD:10136362..10139068| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G34070.1); similar to unknown [Pisum sativum] (GB:ABA29158.1);"	AT1G29050.1	CHR01V5|COORD:26700949..26695246|protein expressed protein	LOC_Os01g46350.1	" no descriptionweakly similar to ( 145)AT1G29050| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G34070.1); similar to unknown [Pisum sativum] (GB:ABA29158.1); contains InterPro domain Protein of unknown function DUF231, plant; (InterPro:IPR004253) | chr1:10136362-10139068 REVERSEDUF231 "	not assigned.unknown	35_2

CUST_43671_PI403524517	1	44.80863	83.248924	0.26619625	0.60780144	0.08409977	-0.08409977	-0.2246666	-0.16295624	35_12532	Rep: MLA1-2 - Hordeum vulgare var. distichum (Two-rowed barley)	UniRef90_Q84YI2	0	0	CHR02V5|COORD:10780756..10776282|protein stripe rust resistance protein Yr10, putative	LOC_Os02g18510.1	no description	not assigned.unknown	35_2

CUST_124800_PI403524517	1	45.386715	132.6062	0.07764435	0.5648737	0.02837658	-0.064492226	-0.028377533	-0.034662247	35_35169	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_131281_PI403524517	2	18.75429	42.26997	1.1685228	1.9905529	0.8931222	-1.1130242	-1.3071051	-0.8931222	35_36873	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_144833_PI403524517	2	38.35491	31.994001	0.28188848	0.40874386	0.2183423	-0.2183423	-0.46961546	-0.30804205	35_40562	"Cluster: Hypothetical protein OSJNBb0027B08.4; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0027B08.4 - Oryza sativa (japonica cu"	UniRef90_Q851A1	"CHR3V7|COORD:1704683..1707552| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G26910.1); similar to unknown protein [Arabidopsis thaliana]"	AT3G05750.1	CHR03V5|COORD:34871284..34876328|protein expressed protein	LOC_Os03g61620.2	"no descriptionvery weakly similar to (59.3)AT3G05750| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G26910.1); similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G58650.1); similar to serine-threonine rich antigen [Staphylococcus aureus] (GB:AAL58470.1); similar to Os03g0831700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001051796.1); similar to Os03g0302900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001049873.1); contains InterPro domain Homeodomain-like; (InterPro:IPR009057) | chr3:1705306-1707552 FORWARD"	not assigned.unknown	35_2

CUST_52708_PI403524517	1	29.515228	65.868416	-0.59684944	-2.4527397	-1.2417879	1.1049023	0.8908911	0.59684944	35_15014	Rep: H0115B09.6 protein - Oryza sativa (Rice)	UniRef90_Q01IP6	"CHR4V7|COORD:17151032..17153384| ALDH3F1 (ALDEHYDE DEHYDROGENASE 3F1); 3-chloroallyl aldehyde dehydrogenase/ aldehyde dehydrogenase (NAD)"	AT4G36250.1	CHR04V5|COORD:26829817..26824879|protein aldehyde dehydrogenase 3B1, putative, expressed	LOC_Os04g45720.1	" no descriptionmoderately similar to ( 401)AT4G36250| Symbols: ALDH3F1 | ALDH3F1 (ALDEHYDE DEHYDROGENASE 3F1); 3-chloroallyl aldehyde dehydrogenase/ aldehyde dehydrogenase (NAD) | chr4:17151032-17153384 FORWARDweakly similar to ( 101)BADH_SPIOLBetaine aldehyde dehydrogenase, chloroplast precursor - Spinacia oleracea (Spinach)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PutA Aldedh gabD2 PRK10090 gabD PRK03137 gabD1 PRK09847 COG4230 PRK11905 PRK11904 putA astD PRK12323 PRK07764 PRK11563 PRK07003 PRK11903 PRK12678 "	fermentation.aldehyde dehydrogenase	5_10

CUST_25893_PI403524517	1	20.231768	74.05941	-0.48683453	-0.20086098	-0.10958481	0.13983822	0.10958481	0.16548347	35_7506	"Cluster: Putative glycoprotease; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative glycoprotease - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6L4N8	"CHR4|COORD:11937075..11938977| glycoprotease M22 family protein, similar to sialylglycoprotease (Haemophilus ducreyi) GI:6942294; contains Pfam profile PF00814:"	AT4G22720.2	CHR05V5|COORD:5776610..5771108|protein O-sialoglycoprotein endopeptidase, putative, expressed	LOC_Os05g10630.1	no descriptionmoderately similar to ( 270)AT4G22720| Symbols:  | glycoprotease M22 family protein | chr4:11937478-11938728 FORWARDnot assigned not assigned PRK09605 QRI7 PRK09604 Peptidase_M22 COG1214	protein.degradation	29_5

CUST_52468_PI403524517	1	46.00819	70.09408	0.18558598	0.45102406	0.11754799	-0.14820862	-0.27368736	-0.117547035	35_14949	"Cluster: RNA binding protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: RNA binding protein, putative, expressed - Oryza sativa (jap"	UniRef90_Q2QSR7	CHR1V7|COORD:3015475..3018037| catalytic/ coenzyme binding	AT1G09340.1	CHR12V5|COORD:13100965..13103633|protein RNA binding protein, putative, expressed	LOC_Os12g23180.1	no descriptionmoderately similar to ( 236)AT1G09340| Symbols:  | catalytic/ coenzyme binding | chr1:3015475-3018037 FORWARD	not assigned.unknown	35_2

CUST_24498_PI403524517	1	50.567936	30.826822	0.15134907	0.15562534	0.08400059	-0.26992798	-0.083999634	-0.2455759	35_7110	Rep: CsAtPR5 - Aegilops tauschii (Tausch's goatgrass) (Aegilops squarrosa)	UniRef90_Q8LK50	0	0	CHR12V5|COORD:147185..152390|protein csAtPR5, putative	LOC_Os12g01250.1	no description	not assigned.unknown	35_2

CUST_99814_PI403524517	2	43.90507	29.59901	0.42097092	0.56390095	0.30918312	-0.30918312	-0.8228264	-0.69361305	35_28494	"Cluster: Putative tRNA His guanylyltransferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative tRNA His guanylyltransferase - Oryza sativa (japonica"	UniRef90_Q6L5J0	"CHR2V7|COORD:13448214..13452914| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G32330.1); similar to Os05g0535500 [Oryza sativa (japonica"	AT2G31580.1	CHR05V5|COORD:26508504..26513219|protein tRNAHis guanylyltransferase family protein, expressed	LOC_Os05g45890.2	"no descriptionvery weakly similar to (96.7)AT2G31580| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G32330.1); similar to Os05g0535500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001056156.1); similar to interphase cytoplasmic foci protein 45 [Gallus gallus] (GB:NP_001025787.1); contains InterPro domain tRNAHis guanylyltransferase; (InterPro:IPR007537) | chr2:13448214-13452914 REVERSEnot assigned Thg1 COG4021"	not assigned.unknown	35_2

CUST_30206_PI403524517	1	87.1292	36.06533	-0.11180735	-0.17777395	-0.09013176	0.09013176	0.37322044	0.094810486	35_8718	"Cluster: Putative beta-glycosidase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative beta-glycosidase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8L6H7	"CHR3V7|COORD:2016456..2019539| SFR2 (SENSITIVE TO FREEZING 2); hydrolase, hydrolyzing O-glycosyl compounds"	AT3G06510.1	CHR11V5|COORD:27148424..27141896|protein SFR2, putative, expressed	LOC_Os11g45710.7	" no descriptionweakly similar to ( 132)AT3G06510| Symbols: SFR2 | SFR2 (SENSITIVE TO FREEZING 2); hydrolase, hydrolyzing O-glycosyl compounds | chr3:2016456-2019539 FORWARD"	misc.gluco-, galacto- and mannosidases	26_3

CUST_21085_PI403524517	1	45.77353	65.123116	-0.073841095	-0.39994144	-0.4168043	0.20314217	0.14838219	0.07384205	35_6119	Rep: UDP-glucuronic acid 4-epimerase - Zea mays (Maize)	UniRef90_Q304Y2	"CHR4V7|COORD:14881982..14883271| GAE1 (UDP-D-GLUCURONATE 4-EPIMERASE 1); UDP-glucuronate 4-epimerase/ catalytic"	AT4G30440.1	CHR02V5|COORD:33612372..33614461|protein expressed protein	LOC_Os02g54890.1	"no descriptionhighly similar to ( 686)AT4G30440| Symbols: GAE1 | GAE1 (UDP-D-GLUCURONATE 4-EPIMERASE 1); UDP-glucuronate 4-epimerase/ catalytic | chr4:14881982-14883271 REVERSEvery weakly similar to (80.9)GALE1_PEAUDP-glucose 4-epimerase - Pisum sativum (Garden pea)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned WcaG Epimerase GalE RfbB PRK10675 Gmd PRK10217 PRK10084 Herpes_BLLF1 COG1086 Polysacc_synt_2 Atrophin-1 PRK07003 Tymo_45kd_70kd APC_basic RmlD_sub_bind PRK11908 AF-4 3Beta_HSD PRK07764 rfaD HPC2 RfbD PRK12323 Herpes_UL32 Pneumo_att_G DUF1509 DUF390 KAR9 DUF566"	cell wall.precursor synthesis.GAE	10_1_6

CUST_120897_PI403524517	1	44.24735	124.276375	0.040805817	0.90688896	0.17670155	-0.1079216	-0.10009384	-0.040805817	35_34162	Rep: Acetyl-CoA acyltransferase - Cucumis sativus (Cucumber)	UniRef90_Q08375	"CHR2V7|COORD:14054891..14058060| PED1 (PEROXISOME DEFECTIVE 1); acetyl-CoA C-acyltransferase"	AT2G33150.1	CHR02V5|COORD:35079332..35075010|protein 3-ketoacyl-CoA thiolase 2, peroxisomal precursor, putative, expressed	LOC_Os02g57260.1	" no descriptionmoderately similar to ( 224)AT2G33150| Symbols: PED1, KAT2 | PED1 (PEROXISOME DEFECTIVE 1); acetyl-CoA C-acyltransferase | chr2:14054891-14058060 REVERSEnot assigned not assigned not assigned not assigned thiolase PRK09052 PRK07661 PRK07108 Thiolase_N PRK06845 PRK09051 PRK05656 PRK05790 PRK07025 PRK07491 PRK06205 fadA PRK07800 PRK07124 PRK09050 PRK08041 PRK06445 PaaJ PRK08170 fadI PRK08234 PRK08235 PRK07851 PRK06689 PRK06633 PRK08131 PRK07850 PRK08242 PRK09268 PRK06954 PRK06366 PRK06690 PRK06504 PRK07801 PRK06025 nondecarbox_cond_enzymes "	lipid metabolism.lipid degradation.beta-oxidation.acyl-CoA thioesterase	11_9_4_5

CUST_138362_PI403524517	2	14.925121	46.3876	0.5458231	0.23143482	0.29626274	-0.31292343	-0.23143482	-0.2810254	35_38810	"Cluster: Remorin, C-terminal region family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Remorin, C-terminal region family protein, expre"	UniRef90_Q2QM86	CHR4V7|COORD:10275928..10278502| leucine-rich repeat family protein / extensin family protein	AT4G18670.1	CHR12V5|COORD:25964821..25968244|protein DNA binding protein, putative, expressed	LOC_Os12g41940.2	no description	not assigned.unknown	35_2

CUST_98403_PI403524517	1	84.903786	45.463566	-0.30596924	-0.19705486	-0.1184268	0.1184268	0.3969612	0.9172187	35_28095	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_28113_PI399408534	1	62.208473	49.39617	0.13088274	0.26817513	0.11416912	-0.29394817	-0.48417377	-0.11416912	35_20058	"Cluster: Putative transcription factor X1; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative transcription factor X1 - Oryza sativa (japonica cultivar-g"	UniRef90_Q9SBW2	CHR3|COORD:18041854..18045014| XH/XS domain-containing protein / XS zinc finger domain-containing protein, contains Pfam domains PF03469: XH domain, PF03468: XS	AT3G48670.2	CHR01V5|COORD:25689936..25694009|protein transcription factor X1, putative, expressed	LOC_Os01g44230.2	no descriptionmoderately similar to ( 291)AT3G48670| Symbols:  | XH/XS domain-containing protein / XS zinc finger domain-containing protein | chr3:18042225-18044600 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned XS Myosin_tail_1 Smc SbcC COG1340 Filament PRK03918 HOOK HEC1 COG4372 MAP7 COG4487 COG5022 PRK01156 mukB ERM	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_99026_PI403524517	1	53.769146	46.065964	0.20195341	0.31118393	0.5123906	-0.44635677	-0.676934	-0.20195293	35_28269	"Cluster: Ulp1 protease-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Ulp1 protease-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q67VX6	CHR1V7|COORD:22211997..22215575| cysteine-type peptidase	AT1G60220.1	CHR06V5|COORD:16744664..16731926|protein cysteine-type peptidase, putative, expressed	LOC_Os06g29310.2	no descriptionvery weakly similar to (97.4)AT1G60220| Symbols:  | cysteine-type peptidase | chr1:22211997-22215575 FORWARDnot assigned not assigned ULP1	not assigned.no ontology	35_1

CUST_17181_PI403524517	1	18.017782	53.93356	0.7374029	2.1350813	1.1340504	-0.7374029	-0.78202724	-1.0211611	35_4966	Rep: Hypothetical protein - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q8LC94	CHR4V7|COORD:12256337..12256703| unknown protein	AT4G23493.1	0	0	no description	not assigned.unknown	35_2

CUST_138396_PI403524517	1	69.12988	42.791367	-0.1640091	-0.065276146	-0.11693573	0.20159149	0.0652771	0.06950092	35_38819	"Cluster: Chromosome 9 SCAF14991, whole genome shotgun sequence; n=2; Tetraodon nigroviridis|Rep: Chromosome 9 SCAF14991, whole genome shotgun sequence - Tetraod"	UniRef90_Q4RVQ9	CHR1V7|COORD:23241239..23242177| invertase/pectin methylesterase inhibitor family protein	AT1G62760.1	CHR04V5|COORD:26563938..26562106|protein ligA, putative	LOC_Os04g45310.1	no description	not assigned.unknown	35_2

CUST_80705_PI403524517	1	32.69495	78.01451	-0.17659569	-0.3480749	-0.050214767	0.07491207	0.05021572	0.09908581	35_23148	"Cluster: Os05g0293200 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0293200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DJF4	0	0	CHR07V5|COORD:27083145..27092523|protein retrotransposon protein, putative, Ty1-copia subclass	LOC_Os07g45410.1	no description	not assigned.unknown	35_2

CUST_19675_PI399408534	2	46.206608	45.61075	0.23610735	0.32423067	0.118513584	-0.26281214	-0.13361359	-0.118513584	35_36724	"Cluster: Os07g0602200 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os07g0602200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D4V4	"CHR5V7|COORD:24584363..24588143| HDA05 (HISTONE DEACETYLASE5); histone deacetylase"	AT5G61060.1	CHR07V5|COORD:24590309..24596658|protein histone deacetylase 6, putative, expressed	LOC_Os07g41090.3	" no descriptionweakly similar to ( 130)AT5G61060| Symbols: HDA5, HDA05 | HDA05 (HISTONE DEACETYLASE5); histone deacetylase | chr5:24584363-24588143 REVERSEnot assigned AcuC Hist_deacetyl "	RNA.regulation of transcription.HDA	27_3_55

CUST_138239_PI403524517	1	50.149307	45.618713	0.17229652	0.17621136	0.06531429	-0.14013672	-0.20094395	-0.06531525	35_38773	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_162182_PI403524517	1	65.643936	17.655272	0.096915245	0.084466934	0.11939192	-0.32402992	-0.45958805	-0.084466934	35_45237	"Cluster: PsbP family protein, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: PsbP family protein, expressed - Oryza sativa (japonica cultivar-group"	UniRef90_Q109L0		0	CHR10V5|COORD:16647440..16632244|protein psbP family protein, expressed	LOC_Os10g32348.5	no description	not assigned.unknown	35_2

CUST_12019_PI399408534	1	36.02268	74.03279	0.18102074	0.64043	0.21544743	-0.35166645	-0.21678352	-0.18102026	35_49454	"Cluster: Myb-family transcription factor-like protein; n=2; Oryza sativa|Rep: Myb-family transcription factor-like protein - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6ZI39	CHR1V7|COORD:3141121..3144234| DNA binding	AT1G09710.1	CHR02V5|COORD:20761750..20757456|protein myb-like DNA-binding domain containing protein, expressed	LOC_Os02g34630.1	no descriptionvery weakly similar to (73.6)AT1G09710| Symbols:  | DNA binding | chr1:3141121-3144234 FORWARDnot assigned	RNA.regulation of transcription.MYB domain transcription factor family	27_3_25

CUST_3212_PI404877155	1	55.014442	12.346872	0.31972408	0.25854206	0.32582188	-0.25854206	-0.35782528	-0.72569656	Contig13680_s_at	sensory transduction histidine kinase-related [Arabidopsis thaliana] emb|CAC08246.1| histidine kinase-like protein [Arabidopsis thaliana]	NP_196633.1	sensory transduction histidine kinase-related	At5g10720.1	protein histidine kinase-like protein	Os06g44410	"sensory transduction histidine kinase-related, similar to Sensor protein rcsC (Capsular synthesis regulator component C) (SP:Q56128) {Salmonella typhi}; sensory transduction histidine kinase slr1759, Synechocystis sp., PIR:S75142"	hormone metabolism.cytokinin.signal transduction	17_4_2

CUST_97411_PI403524517	1	26.49203	65.984764	-0.20118618	-1.1882234	-1.1372623	0.33971882	0.20118618	0.3274231	35_27820	Rep: Beta-fructofuranosidase 1 precursor - Zea mays (Maize)	UniRef90_P49175	CHR1V7|COORD:23203614..23207180| beta-fructosidase (BFRUCT3) / beta-fructofuranosidase / invertase, vacuolar	AT1G62660.1	CHR04V5|COORD:26546120..26552814|protein beta-fructofuranosidase 1 precursor, putative, expressed	LOC_Os04g45290.1	 no descriptionweakly similar to ( 167)AT1G62660| Symbols:  | beta-fructosidase (BFRUCT3) / beta-fructofuranosidase / invertase, vacuolar | chr1:23203614-23207180 FORWARDmoderately similar to ( 214)INV1_MAIZEBeta-fructofuranosidase 1 precursor - Zea mays (Maize)not assigned Glyco_hydro_32C Glyco_32 	major CHO metabolism.degradation.sucrose.invertases.vacuolar	2_2_1_3_3

CUST_27913_PI399408534	1	41.187523	99.44673	-0.12049198	-0.5189018	-0.08621025	0.19882298	0.1290083	0.0862093	35_26623	"Cluster: Anthocyanin regulatory R-S protein; n=9; Andropogoneae|Rep: Anthocyanin regulatory R-S protein - Zea mays (Maize)"	UniRef90_P13027	"CHR1V7|COORD:23603472..23606397| EGL3 (ENHANCER OF GLABRA3); DNA binding"	AT1G63650.2	CHR04V5|COORD:27736548..27730292|protein anthocyanin regulatory Lc protein, putative, expressed	LOC_Os04g47080.1	" no descriptionvery weakly similar to (94.7)AT1G63650| Symbols: EGL1, ATMYC-2, EGL3 | EGL3 (ENHANCER OF GLABRA3); DNA binding | chr1:23603472-23606397 FORWARDweakly similar to ( 180)ARRS_MAIZEAnthocyanin regulatory R-S protein - Zea mays (Maize)HLH HLH HLH "	RNA.regulation of transcription.bHLH,Basic Helix-Loop-Helix family	27_3_6

CUST_132494_PI403524517	1	49.970993	106.258705	0.057852745	0.6870327	0.19116116	-0.17959881	-0.13013029	-0.057852745	35_37209	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_58730_PI403524517	1	35.65545	92.58822	-0.044368744	-0.19750786	-0.044488907	0.049453735	0.083055496	0.044368744	35_16754	"Cluster: Putative tRNA-glutamine synthetase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative tRNA-glutamine synthetase - Oryza sativa (japonica cultiv"	UniRef90_Q5VRX8	"CHR1V7|COORD:8889267..8894192| OVA9 (OVULE ABORTION 9); glutamine-tRNA ligase"	AT1G25350.1	CHR01V5|COORD:4517415..4511102|protein glutaminyl-tRNA synthetase, putative, expressed	LOC_Os01g09000.1	"no descriptionnearly identical (1086)AT1G25350| Symbols: OVA9 | OVA9 (OVULE ABORTION 9); glutamine-tRNA ligase | chr1:8889267-8894192 REVERSEnearly identical (1129)SYQ_LUPLUGlutaminyl-tRNA synthetase - Lupinus luteus (European yellow lupin)not assigned not assigned not assigned PRK05347 tRNA-synt_1c GlnS gltX Gln_GluRS_non_core tRNA_synt_1c_R1 tRNA-synt_1c_C GlxRS_core gltX PRK12558 gltX tRNA_synt_1c_R2 GluRS_core PRK05710 PRK12410 class_I_aaRS_core"	protein.aa activation	29_1

CUST_7747_PI403524517	1	39.95549	60.4843	-0.27772522	-0.38640976	-0.087171555	0.18914413	0.087171555	0.20573711	35_2155	Rep: Cystatin Hv-CPI8 - Hordeum vulgare (Barley)	UniRef90_Q1ENF0	CHR5V7|COORD:19303822..19304190| cysteine protease inhibitor, putative / cystatin, putative	AT5G47550.1	CHR03V5|COORD:17904169..17905020|protein cystatin, putative, expressed	LOC_Os03g31510.1	 no descriptionvery weakly similar to (82.8)AT5G47550| Symbols:  | cysteine protease inhibitor, putative / cystatin, putative | chr5:19303822-19304190 REVERSEvery weakly similar to (58.2)CYT1_MAIZECystatin-1 precursor - Zea mays (Maize)not assigned not assigned not assigned CY Umbravirus_LDM Protamine_P1 	protein.degradation.cysteine protease	29_5_3

CUST_17863_PI403524517	2	19.573746	7.704718	-0.33167744	-0.38711262	-0.36172485	0.42232895	0.49419594	0.33167744	35_5156	Rep: OSJNBa0079A21.13 protein - Oryza sativa (Rice)	UniRef90_Q7XU95	CHR4V7|COORD:9767127..9768661| ubiquitin carboxyl-terminal hydrolase, putative / ubiquitin thiolesterase, putative	AT4G17510.1	CHR04V5|COORD:27139110..27142141|protein ubiquitin carboxyl-terminal hydrolase isozyme L3, putative, expressed	LOC_Os04g46190.1	 no descriptionmoderately similar to ( 259)AT4G17510| Symbols:  | ubiquitin carboxyl-terminal hydrolase, putative / ubiquitin thiolesterase, putative | chr4:9767127-9768661 REVERSEnot assigned not assigned Peptidase_C12 	protein.degradation	29_5

CUST_40103_PI403524517	2	47.882034	28.096857	0.36853886	0.20559692	0.32196712	-0.20559645	-0.46985865	-0.2337842	35_11533	Rep: H0219H12.5 protein - Oryza sativa (Rice)	UniRef90_Q01IJ2	CHR5|COORD:15960048..15963051| DegP protease, putative, contains similarity to DegP protease precursor GI:2565436 from (Arabidopsis thaliana)	AT5G39830.2	CHR04V5|COORD:22735781..22741396|protein protease Do-like 1, chloroplast precursor, putative, expressed	LOC_Os04g38640.1	"no descriptionweakly similar to ( 148)AT5G39830| Symbols: DEGP8 | DEGP8 (DEGP PROTEASE 8); serine-type peptidase/ trypsin | chr5:15960111-15962904 FORWARDnot assigned"	protein.degradation.serine protease	29_5_5

CUST_140289_PI403524517	1	47.13849	68.03198	0.1315794	0.37175417	0.121441364	-0.121441364	-0.31267595	-0.1854186	35_39341	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_78567_PI403524517	1	43.32992	108.06779	0.14016533	0.7398453	0.107951164	-0.27335596	-0.107951164	-0.26637745	35_22526	Rep: Hypothetical protein - Cryptosporidium parvum	UniRef90_Q5CU72	CHR2V7|COORD:6878339..6879327| glycine-rich protein	AT2G15770.1	CHR08V5|COORD:21459197..21458160|protein fibroin heavy chain precursor, putative, expressed	LOC_Os08g34390.1	no descriptionnot assigned not assigned Trypan_PARP PRK12323 NESP55	not assigned.unknown	35_2

CUST_39685_PI403524517	1	45.623753	97.936516	0.14157438	0.5456133	0.08368206	-0.08368206	-0.17015648	-0.23006344	35_11412	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2R2E6	CHR5|COORD:1964469..1966956| expressed protein, similar to expressed protein [Arabidopsis thaliana] (TAIR:At3g11720.1)	AT5G06440.3	CHR11V5|COORD:20700399..20706011|protein expressed protein	LOC_Os11g36070.3	"no descriptionweakly similar to ( 184)AT5G06440| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G11720.2); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABA94317.2); contains domain Bet v1-like (SSF55961); contains domain no description (G3D.3.30.530.20) | chr5:1964642-1966808 REVERSE"	not assigned.unknown	35_2

CUST_2295_PI404877155	1	27.96215	76.4374	0.10379505	0.4904728	0.19745064	-0.10379505	-0.17628956	-0.122953415	Contig12668_at	OSJNBb0021I10.1 [Oryza sativa (japonica cultivar-group)] emb|CAE03196.2| OSJNBb0060M15.8 [Oryza sativa (japonica cultivar-group)]	CAD39379.2	E2F transcription factor-3 (E2F3)	At2g36010.2	protein transposon protein, putative, CACTA, En/Spm sub-class	Os04g02140	NONE	RNA.regulation of transcription.E2F/DP transcription factor family	27_3_18

CUST_178835_PI403524517	1	33.537037	91.629036	-0.12543726	-0.090563774	-0.4692545	0.090563774	0.16788721	0.10659933	35_49742	"Cluster: Hypothetical protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7G255		0	CHR10V5|COORD:19948802..19948495|protein hypothetical protein	LOC_Os10g37870.1	no description	not assigned.unknown	35_2

CUST_44365_PI403524517	1	64.0574	25.362469	0.44792795	0.28167725	0.46385336	-0.28167677	-0.42010546	-0.94984007	35_12729	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_102471_PI403524517	1	90.87924	33.27311	0.057197094	0.094530106	0.11581612	-0.42955256	-0.15202284	-0.05719757	35_29231	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6AVJ1	CHR3V7|COORD:94350..101610| acid phosphatase	AT3G01310.1	CHR03V5|COORD:27436331..27453107|protein acid phosphatase, putative, expressed	LOC_Os03g48300.3	no descriptionmoderately similar to ( 290)AT3G01310| Symbols:  | acid phosphatase | chr3:94350-101610 REVERSEnot assigned	not assigned.unknown	35_2

CUST_112879_PI403524517	1	39.54348	99.20488	0.09676695	0.65485764	0.16735935	-0.09676647	-0.1901207	-0.22913456	35_32039	"Cluster: Os05g0304100 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0304100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DJB8	"CHR1V7|COORD:1769060..1770348| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G31600.1); similar to Os05g0304100 [Oryza sativa (japonica"	AT1G05860.1	CHR05V5|COORD:13624653..13628340|protein expressed protein	LOC_Os05g23840.1	no descriptionnot assigned not assigned not assigned TT_ORF1 PRK12323 PRK07764	not assigned.unknown	35_2

CUST_101099_PI403524517	2	32.401875	38.045704	0.10948849	0.2172699	0.12787914	-0.18804646	-0.10948753	-0.11309719	35_28854	0	0	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	0	0	no description	not assigned.unknown	35_2

CUST_112633_PI403524517	2	47.13477	47.908615	0.19051647	0.31473827	0.11794138	-0.33603668	-0.11794138	-0.3205228	35_31970	"Cluster: Hypothetical protein B1156C07.28; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1156C07.28 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5Z4Q7	"CHR2V7|COORD:11579665..11583435| SE (SERRATE); transcription factor"	AT2G27100.1	CHR06V5|COORD:12196495..12199663|protein adhesin FhaB, putative, expressed	LOC_Os06g21120.1	no description	not assigned.unknown	35_2

CUST_141174_PI403524517	1	54.666946	23.802715	0.21563578	0.34995365	0.28096056	-0.43080616	-0.70793676	-0.21563625	35_39574	Rep: Hypothetical protein - Magnaporthe grisea 70-15	UniRef90_Q2KGD4		0	0	0	no description	not assigned.unknown	35_2

CUST_38108_PI403524517	1	49.927895	67.027725	0.07745552	0.4031334	0.24855137	-0.09014416	-0.18477917	-0.07745457	35_10965	Rep: ATP synthase subunit beta - Hordeum vulgare (Barley)	UniRef90_P00828	CHRCV7|COORD:52660..54156| chloroplast-encoded gene for beta subunit of ATP synthase	ATCG00480.1	CHR10V5|COORD:10529335..10527489|protein ATP synthase beta chain, putative, expressed	LOC_Os10g21270.1	no descriptionmoderately similar to ( 387)ATCG00480| Symbols: ATPB | chloroplast-encoded gene for beta subunit of ATP synthase | chrC:52660-54156 REVERSEmoderately similar to ( 441)ATPB_HORVUATP synthase subunit beta - Hordeum vulgare (Barley)not assigned atpB PRK09280 AtpD PRK12597 F1-ATPase_beta FliI ATP-synt_ab ATPase_flagellum-secretory_path_III ATP-synt_ab_N PRK09281 PRK09099 AtpA PRK06936 PRK06315 PRK08149 fliI fliI fliI F1_ATPase_alpha fliI atpA fliI fliI PRK05922 fliI fliI PRK06820 PRK04196 NtpB fliI PRK07594 V_A-ATPase_B	PS.lightreaction.ATP synthase	1_1_4

CUST_11401_PI404877155	1	40.99867	101.887024	-0.10311413	-0.41235924	-0.055267334	0.12567139	0.13291454	0.055267334	Contig5065_at	ENSANGP00000015687 [Anopheles gambiae] gb|EAA09445.1| ENSANGP00000015687 [Anopheles gambiae str. PEST]	XP_314037.1	nucleolar RNA-binding Nop10p family protein	At2g20490.1	0	0	NONE	RNA.RNA binding	27_4

CUST_83933_PI403524517	1	16.386974	63.2904	0.05082035	0.02031517	0.086930275	-0.028319359	-0.025039673	-0.020314217	35_24058	Rep: Adhesin FhaB - Bordetella avium	UniRef90_Q8GD27	CHR1V7|COORD:11399903..11405702| actin binding	AT1G31810.1	CHR04V5|COORD:24705559..24701241|protein peroxidase 18 precursor, putative, expressed	LOC_Os04g42100.1	no descriptionvery weakly similar to (53.9)AT1G31810| Symbols:  | actin binding | chr1:11399903-11405702 REVERSEnot assigned not assigned not assigned not assigned PRK12323	not assigned.no ontology.formin homology 2 domain-containing protein	35_1_20

CUST_32339_PI403524517	1	60.872192	30.765593	0.33352613	0.19731998	0.3748021	-0.36309147	-0.69882727	-0.19731998	35_9326	Rep: H0525E10.10 protein - Oryza sativa (Rice)	UniRef90_Q01JZ8	CHR1V7|COORD:16480959..16485029| ubiquitin interaction motif-containing protein	AT1G43690.1	CHR04V5|COORD:20671082..20664767|protein expressed protein	LOC_Os04g34440.1	no descriptionmoderately similar to ( 301)AT1G43690| Symbols:  | ubiquitin interaction motif-containing protein | chr1:16480959-16485029 FORWARDnot assigned	protein.degradation.ubiquitin	29_5_11

CUST_9149_PI403524517	1	20.791323	79.25443	0.0581398	0.34185886	0.14860153	-0.064279556	-0.058138847	-0.08560753	35_2565	"Cluster: RING finger-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: RING finger-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q941Y7	CHR5V7|COORD:3980486..3982094| zinc finger (C3HC4-type RING finger) family protein	AT5G12310.1	CHR01V5|COORD:42352521..42354835|protein zinc finger, C3HC4 type family protein, expressed	LOC_Os01g72480.1	no descriptionweakly similar to ( 184)AT5G12310| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr5:3980486-3982094 REVERSEnot assigned RING RING zf-C3HC4	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_58837_PI403524517	1	45.321724	134.2215	-0.02659893	-0.7747803	-0.113307	0.07365036	0.06254959	0.026599884	35_16788	"Cluster: Tryptophanyl-tRNA synthetase, putative, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Tryptophanyl-tRNA synthetase, putative, expressed -"	UniRef90_Q2QP62	CHR3V7|COORD:1243158..1245964| tRNA synthetase class I (W and Y) family protein	AT3G04600.1	CHR12V5|COORD:21596254..21591994|protein tryptophanyl-tRNA synthetase, putative, expressed	LOC_Os12g35570.1	no descriptionhighly similar to ( 602)AT3G04600| Symbols:  | tRNA synthetase class I (W and Y) family protein | chr3:1243158-1245964 FORWARDnot assigned not assigned PRK12285 TrpRS_core TrpS Tyr_Trp_RS_core PRK08560 tRNA-synt_1b TyrS PRK12282 TyrRS_core PRK00927 class_I_aaRS_core	protein.aa activation	29_1

CUST_37325_PI403524517	2	42.929047	12.768333	0.19011593	0.1855588	0.14933634	-0.14933634	-0.3848133	-0.29811764	35_10754	"Cluster: Os05g0214700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0214700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DJY1	"CHR1V7|COORD:4201170..4206142| KEU (KEULE); protein transporter"	AT1G12360.1	CHR02V5|COORD:14956221..14936663|protein SNARE-interacting protein KEULE, putative, expressed	LOC_Os02g25580.1	"no descriptionweakly similar to ( 152)AT1G12360| Symbols: KEU | KEU (KEULE); protein transporter | chr1:4201170-4206142 FORWARDweakly similar to ( 154)SEC1A_ORYSAnot assigned not assigned Sec1 SEC1"	cell. vesicle transport	31_4

CUST_69606_PI403524517	1	87.543755	41.22356	-0.1639595	-0.24669647	-0.3791008	0.44119787	1.1638641	0.16395998	35_19916	"Cluster: Putative GPI-anchor transamidase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative GPI-anchor transamidase - Oryza sativa (japonica cultivar-g"	UniRef90_Q6Z6K3	CHR1|COORD:2801078..2804540| GPI-anchor transamidase, putative, similar to SP:P49018 GPI-anchor transamidase (EC 3.-.-.-) (GPI transamidase) {Saccharomyces	AT1G08750.3	CHR02V5|COORD:6672950..6668824|protein GPI-anchor transamidase precursor, putative, expressed	LOC_Os02g12740.1	 no descriptionhighly similar to ( 521)AT1G08750| Symbols:  | GPI-anchor transamidase, putative | chr1:2801286-2804395 FORWARDweakly similar to ( 103)VPEA_ARATHVacuolar-processing enzyme alpha-isozyme precursor - Arabidopsis thaliana (Mouse-ear cress)not assigned not assigned GPI8 Peptidase_C13 	protein.postranslational modification	29_4

CUST_68088_PI403524517	1	121.06377	21.167328	-0.0169096	-0.016430855	-0.011238098	0.011238098	0.019926071	0.12324715	35_19456	Rep: T12J13.15 protein - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q9S7P2	"CHR3V7|COORD:857020..860112| similar to signal transducer [Arabidopsis thaliana] (TAIR:AT4G40050.1); similar to unknown protein [Oryza sativa (japonica"	AT3G03570.1	CHR09V5|COORD:22933500..22938707|protein expressed protein	LOC_Os09g40000.1	"no descriptionmoderately similar to ( 483)AT3G03570| Symbols:  | similar to signal transducer [Arabidopsis thaliana] (TAIR:AT4G40050.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD54686.1); contains domain FAMILY NOT NAMED (PTHR21243); contains domain SUBFAMILY NOT NAMED (PTHR21243:SF2) | chr3:857020-860112 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07003 PRK07764 Herpes_BLLF1 Pneumo_att_G PRK12678 eIF-4B IER HPC2 DUF566"	not assigned.unknown	35_2

CUST_171507_PI403524517	1	8.361403	73.55386	0.23222351	0.70377064	0.20623589	-0.23878574	-0.20836067	-0.20623493	35_47791	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_8482_PI404877155	1	24.26911	121.66254	0.034727097	0.28063965	0.034727097	-0.051700592	-0.03472519	-0.03472519	Contig2505_at	unknown protein [Oryza sativa (japonica cultivar-group)]	BAD09709.1	zinc finger (C2H2 type) family protein	At2g36930.1	protein expressed protein	Os08g45040	0	RNA.regulation of transcription.unclassified	27_3_99

CUST_95475_PI403524517	2	41.485874	43.306988	0.1502142	0.08957386	0.06475544	-0.1488123	-0.06475544	-0.15797138	35_27286	"Cluster: Rhomboid family protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Rhomboid family protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5JMG2	CHR1V7|COORD:6978101..6985306| family II extracellular lipase, putative	AT1G20130.1	CHR01V5|COORD:32421251..32425563|protein expressed protein	LOC_Os01g55740.1	no descriptionnot assigned PRK12323	not assigned.unknown	35_2

CUST_14996_PI404877155	1	39.181072	58.136593	-0.30813026	-0.45737553	-0.11643505	0.26966095	0.20177937	0.11643505	Contig8857_at	putative indole-3-acetic acid-regulated protein [Oryza sativa (japonica cultivar-group)] gb|AAP54571.1| putative indole-3-acetic acid-regula	NP_922284.1	auxin-responsive family protein	At4g00880.1	protein putative indole-3-acetic acid-regulated protein	Os10g36700	glucan exohydrolase (glucan 1,3-beta-glucosidase)	hormone metabolism.auxin.induced-regulated-responsive-activated	17_2_3

CUST_49250_PI403524517	1	41.73214	108.31488	-0.046759605	-0.32094955	-0.06031704	0.051647186	0.04676056	0.09580612	35_14052	Rep: F20D22.6 protein - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_O64490	"CHR1V7|COORD:1097422..1099701| EIF2 GAMMA (eukaryotic translation initiation factor 2 gamma subunit); translation factor, nucleic acid binding"	AT1G04170.1	CHR12V5|COORD:25613822..25618647|protein eukaryotic translation initiation factor 2 gamma subunit, putative, expressed	LOC_Os12g41400.1	" no descriptionhighly similar to ( 843)AT1G04170| Symbols: EIF2 GAMMA | EIF2 GAMMA (eukaryotic translation initiation factor 2 gamma subunit); translation factor, nucleic acid binding | chr1:1097422-1099701 FORWARDvery weakly similar to (87.4)EFTU_PROWIElongation factor Tu - Prototheca wickerhamiinot assigned not assigned not assigned not assigned not assigned not assigned not assigned GCD11 PRK04000 eIF2_gamma eIF2_gamma_II eIF2_C GTP_EFTU SelB SelB TufB SelB_euk GTP_translation_factor PRK00049 PRK12736 PRK12735 tufA EF_Tu TEF1 PRK12317 PRK10512 GTPBP1 EF1_alpha CysN_ATPS LepA IF2_eIF5B CysN PRK05433 InfB LepA TypA infB "	protein.synthesis.initiation	29_2_3

CUST_28293_PI399408534	1	54.97586	47.516186	0.06485462	0.16588593	0.095954895	-0.23797321	-0.22895479	-0.0648551	35_7763	"Cluster: Putative leucine-rich repeat transmembrane protein kinase 1; n=2; Oryza sativa|Rep: Putative leucine-rich repeat transmembrane protein kinase 1 - Oryza"	UniRef90_Q94HG1	CHR3|COORD:4782764..4787174| leucine-rich repeat transmembrane protein kinase, putative, similar to leucine-rich repeat transmembrane protein kinase 1	AT3G14350.3	CHR03V5|COORD:4376265..4382213|protein leucine-rich repeat transmembrane protein kinase 2, putative, expressed	LOC_Os03g08550.1	 no descriptionmoderately similar to ( 243)AT3G14350| Symbols:  | leucine-rich repeat transmembrane protein kinase, putative | chr3:4783122-4787006 REVERSEvery weakly similar to (87.0)PSKR_DAUCAPhytosulfokine receptor precursor - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG4886 	stress.biotic	20_1

CUST_28994_PI399408534	2	48.447315	26.943117	0.21164322	0.22533417	0.13094425	-0.36809444	-0.23664951	-0.1309452	35_1165	"Cluster: Putative splicing factor; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative splicing factor - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5ZCD9	"CHR2V7|COORD:15677451..15679410| RSZ33 (Arginine/serine-rich Zinc knuckle-containing protein 33); nucleic acid binding / nucleotide binding / zinc"	AT2G37340.1	CHR01V5|COORD:2986048..2983131|protein splicing factor, arginine/serine-rich 4, putative, expressed	LOC_Os01g06290.1	" no descriptionmoderately similar to ( 232)AT2G37340| Symbols: ATRSZ33, RSZ33 | RSZ33 (Arginine/serine-rich Zinc knuckle-containing protein 33); nucleic acid binding / nucleotide binding / zinc ion binding | chr2:15677451-15679410 REVERSEvery weakly similar to (52.4)GRP2_NICSYGlycine-rich protein 2 - Nicotiana sylvestris (Wood tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned RRM RRM_1 COG0724 AIR1 "	RNA.processing.splicing	27_1_1

CUST_9201_PI403524517	1	39.93778	116.08966	0.053928375	0.3856249	0.054735184	-0.12685585	-0.11780071	-0.053928375	35_2586	"Cluster: Not1 N-terminal domain, CCR4-Not complex component family protein, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Not1 N-terminal domain,"	UniRef90_Q10FX7	CHR5V7|COORD:6021612..6027033| transcription regulator NOT2/NOT3/NOT5 family protein	AT5G18230.1	CHR03V5|COORD:25288499..25299206|protein CCR4-NOT transcription complex subunit 3, putative, expressed	LOC_Os03g44900.2	no description	not assigned.unknown	35_2

CUST_101479_PI403524517	1	28.510277	124.045715	0.11233997	1.1115332	0.14744759	-0.20367908	-0.1720295	-0.11233997	35_28960	"Cluster: Zinc finger protein ZFP-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: Zinc finger protein ZFP-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5JL96	CHR5V7|COORD:8899489..8901394| zinc finger (C3HC4-type RING finger) family protein	AT5G25560.1	CHR01V5|COORD:30297614..30291911|protein RING finger and CHY zinc finger domain-containing protein 1, putative, expressed	LOC_Os01g52110.9	no descriptionweakly similar to ( 141)AT5G25560| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr5:8899489-8901456 FORWARDnot assigned zf-CHY	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_36584_PI403524517	1	49.06369	82.12611	0.25200033	0.6966882	0.1345172	-0.13451767	-0.38101387	-0.24052334	35_10548	"Cluster: Hypothetical protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53ND7	0	0	CHR11V5|COORD:2684983..2683848|protein expressed protein	LOC_Os11g05810.1	no description	not assigned.unknown	35_2

CUST_43392_PI403524517	1	67.41793	40.584385	0.22110558	0.09261608	0.16160774	-0.092615604	-0.15759039	-0.35308504	35_12460	"Cluster: Putative U2-associated SR140 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative U2-associated SR140 protein - Oryza sativa (japonica cu"	UniRef90_Q6ETK6	CHR5V7|COORD:8634222..8639987| RNA recognition motif (RRM)-containing protein	AT5G25060.1	CHR02V5|COORD:4440181..4448753|protein RNA binding protein, putative, expressed	LOC_Os02g08360.1	no descriptionmoderately similar to ( 221)AT5G25060| Symbols:  | RNA recognition motif (RRM)-containing protein | chr5:8634222-8639987 REVERSEnot assigned RPR	RNA.RNA binding	27_4

CUST_9665_PI403524517	2	21.111362	32.07009	0.032413483	0.052056313	0.06377697	-0.046958923	-0.034005165	-0.03241253	35_2725	"Cluster: Putative kinase-like protein splice variant 1; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative kinase-like protein splice variant 1 - Oryza s"	UniRef90_Q5QLZ5	CHR2V7|COORD:16997161..17003150| HEAT repeat-containing protein	AT2G40730.1	CHR01V5|COORD:35286189..35275955|protein ATP binding protein, putative, expressed	LOC_Os01g60440.2	no descriptionhighly similar to ( 508)AT2G40730| Symbols:  | HEAT repeat-containing protein | chr2:16997161-17003150 REVERSEnot assigned PRK12323	protein.postranslational modification	29_4

CUST_28727_PI403524517	1	36.160755	57.21856	0.25555992	0.32704163	0.081000805	-0.08100033	-0.17429352	-0.15784073	35_8297	Rep: Os08g0416100 protein - Oryza sativa (japonica cultivar-group)	UniRef90_Q0J5P3	CHR1V7|COORD:28954789..28956420| DEAD/DEAH box helicase, putative	AT1G77050.1	CHR08V5|COORD:19774901..19765727|protein ATP-dependent RNA helicase DDX54, putative, expressed	LOC_Os08g32090.1	 no descriptionmoderately similar to ( 387)AT1G77050| Symbols:  | DEAD/DEAH box helicase, putative | chr1:28954789-28956420 REVERSEweakly similar to ( 142)DB10_NICSYATP-dependent RNA helicase-like protein DB10 - Nicotiana sylvestris (Wood tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DEADc SrmB DEAD PRK11192 PRK11776 PRK04837 PRK10590 PRK04537 DEXDc PRK11634 PRK01297 DEXDc Lhr COG1205 COG1204 DEXHc PRK02362 PRK12323 COG4581 IER Totivirus_coat 	DNA.synthesis/chromatin structure	28_1

CUST_167009_PI403524517	1	49.47299	73.380875	0.49414873	0.68184805	0.080908775	-0.2320528	-0.24976444	-0.08090925	35_46521	"Cluster: Auxin-regulated protein, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Auxin-regulated protein, putative, expressed - Oryza sat"	UniRef90_Q10EW2	"CHR2V7|COORD:12007092..12009304| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G59790.1); similar to Protein of unknown function DUF966 [Medicago"	AT2G28150.1	CHR03V5|COORD:27659671..27654519|protein auxin-regulated protein, putative, expressed	LOC_Os03g48600.9	"no descriptionweakly similar to ( 123)AT2G28150| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G59790.1); similar to Protein of unknown function DUF966 [Medicago truncatula] (GB:ABE84105.1); contains InterPro domain Protein of unknown function DUF966; (InterPro:IPR010369) | chr2:12007092-12009304 FORWARDDUF966"	not assigned.unknown	35_2

CUST_23833_PI403524517	1	58.03152	48.311737	-0.060333252	-0.04115486	-0.106259346	0.10777664	0.041153908	0.04475975	35_6928	"Cluster: Putative dioxygenase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative dioxygenase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q94H92	CHR4V7|COORD:16256948..16258619| oxidoreductase, 2OG-Fe(II) oxygenase family protein	AT4G33910.1	CHR03V5|COORD:31442709..31446679|protein prolyl 4-hydroxylase, putative, expressed	LOC_Os03g55380.1	 no descriptionmoderately similar to ( 352)AT4G33910| Symbols:  | oxidoreductase, 2OG-Fe(II) oxygenase family protein | chr4:16256948-16258619 REVERSEnot assigned P4Hc 	amino acid metabolism.degradation.glutamate family.proline	13_2_2_2

CUST_11160_PI399408534	1	34.365818	60.285397	0.18120193	0.50828743	0.21077919	-0.3743186	-0.18120193	-0.33436346	35_11314	Rep: H0306F12.6 protein - Oryza sativa (Rice)	UniRef90_Q259R0	CHR1V7|COORD:23526561..23530116| leucine-rich repeat transmembrane protein kinase, putative	AT1G63430.1	CHR04V5|COORD:34682522..34688298|protein ATP binding protein, putative, expressed	LOC_Os04g58700.2	 no descriptionweakly similar to ( 157)AT1G63430| Symbols:  | leucine-rich repeat transmembrane protein kinase, putative | chr1:23526561-23530116 FORWARDvery weakly similar to (78.2)RPK1_IPONIReceptor-like protein kinase precursor - Ipomoea nil (Japanese morning glory) (Pharbitis nil)LRRNT_2 	stress.biotic	20_1

CUST_19714_PI399408534	1	59.02517	30.826178	0.29240227	0.2955222	0.16074514	-0.16074467	-0.5234084	-0.2648983	35_6320	"Cluster: Putative leucine-rich repeat transmembrane protein kinase 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative leucine-rich repeat transmembran"	UniRef90_Q8H4T2	CHR4V7|COORD:1490911..1494552| leucine-rich repeat transmembrane protein kinase, putative	AT4G03390.1	CHR07V5|COORD:22675055..22669718|protein protein kinase, putative, expressed	LOC_Os07g37810.2	 no descriptionweakly similar to ( 123)AT4G03390| Symbols:  | leucine-rich repeat transmembrane protein kinase, putative | chr4:1490911-1494552 REVERSE	signalling.receptor kinases.leucine rich repeat V	30_2_5

CUST_62980_PI403524517	1	45.978443	100.91558	0.06303406	0.35238552	0.07293224	-0.13835716	-0.07007408	-0.063033104	35_17966	"Cluster: Epstein-Barr virus EBNA-1-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Epstein-Barr virus EBNA-1-like protein - Oryza sativa (japonic"	UniRef90_Q6Z4N9	0	0	CHR01V5|COORD:26935324..26928752|protein expressed protein	LOC_Os01g46710.1	no description	not assigned.unknown	35_2

CUST_5082_PI399408534	2	25.36429	40.27151	0.20765305	0.350502	0.16515446	-0.25075054	-0.16515446	-0.16594028	35_44884	"Cluster: Nucleolar GTP-binding protein 2, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Nucleolar GTP-binding protein 2, putative, expre"	UniRef90_Q10LF7	CHR1V7|COORD:19741161..19743869| GTP-binding family protein	AT1G52980.1	CHR03V5|COORD:13206119..13210934|protein nucleolar GTP-binding protein 2, putative, expressed	LOC_Os03g22890.2	no descriptionweakly similar to ( 169)AT1G52980| Symbols:  | GTP-binding family protein | chr1:19741161-19743869 FORWARDnot assigned not assigned not assigned NGP_1 Nucleostemin_like YlqF_related_GTPase COG1161 HSR1_MMR1 MJ1464	signalling.G-proteins	30_5

CUST_82848_PI403524517	1	60.582245	40.70407	0.27007294	0.22035313	0.110673904	-0.11067438	-0.26525068	-0.44000912	35_23757	"Cluster: GTPase activating protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: GTPase activating protein-like - Oryza sativa (japonica cultivar-group"	UniRef90_Q5SMT0	"CHR5V7|COORD:21355278..21357204| similar to Os02g0709800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001047892.1); similar to RabGAP/TBC"	AT5G52580.1	CHR02V5|COORD:29375217..29367149|protein TBC domain containing protein, expressed	LOC_Os02g48000.3	"no descriptionvery weakly similar to (66.6)AT5G52580| Symbols:  | similar to Os02g0709800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001047892.1); similar to RabGAP/TBC domain-containing protein [Dictyostelium discoideum AX4] (GB:XP_636536.1) | chr5:21355278-21357204 FORWARD"	not assigned.unknown	35_2

CUST_156659_PI403524517	1	25.881987	64.12351	0.28359556	0.63852215	0.18815565	-0.18815613	-0.28904772	-0.19044542	35_43753	"Cluster: Os02g0512300 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0512300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E0Y3	CHR5V7|COORD:20801503..20804019| pseudouridine synthase family protein	AT5G51140.1	CHR02V5|COORD:18379337..18384794|protein DRAP deaminase, putative, expressed	LOC_Os02g30840.1	no descriptionweakly similar to ( 161)AT5G51140| Symbols:  | pseudouridine synthase family protein | chr5:20801503-20804019 REVERSEnot assigned	protein.aa activation.pseudouridylate synthase	29_1_30

CUST_73682_PI403524517	2	16.595581	26.906006	0.8116684	0.98052025	0.56105804	-0.77956104	-0.7298794	-0.56105804	35_21130	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_152931_PI403524517	2	34.763786	15.065096	0.75201035	0.7450986	0.5689516	-1.1890483	-0.56895113	-1.0500212	35_42744	"Cluster: Hypothetical protein OJ1333_C12.8; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1333_C12.8 - Oryza sativa (japonica"	UniRef90_Q5WMS3	"CHR3V7|COORD:9205171..9206202| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G04420.1); similar to 52O08_2 [Brassica rapa subsp. pekinensis]"	AT3G25270.1	CHR01V5|COORD:33629527..33631391|protein retrotransposon protein, putative, unclassified, expressed	LOC_Os01g57599.1	no description	not assigned.unknown	35_2

CUST_28770_PI403524517	1	49.729076	60.21354	0.05287075	0.24265385	0.20853615	-0.16446114	-0.052869797	-0.12289715	35_8309	"Cluster: Heavy metal-associated domain containing protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Heavy metal-associated domain"	UniRef90_Q2QXS5	CHR3|COORD:1489425..1491320| heavy-metal-associated domain-containing protein, similar to farnesylated protein 1 (GI:23304411) {Hordeum vulgare subsp.	AT3G05220.2	CHR12V5|COORD:2192737..2197849|protein metal ion binding protein, putative, expressed	LOC_Os12g05040.5	no descriptionnot assigned	not assigned.unknown	35_2

CUST_172841_PI403524517	1	79.73688	45.8251	-0.11636734	-0.047114372	-0.13180542	0.27814436	0.11938763	0.047113895	35_48137	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_23933_PI403524517	1	50.364906	49.473904	0.21427345	0.07493496	0.13467884	-0.074935436	-0.20389605	-0.24148512	35_6954	"Cluster: Dual-specificity protein-like phosphatase 3; n=1; Zea mays|Rep: Dual-specificity protein-like phosphatase 3 - Zea mays (Maize)"	UniRef90_Q3S4H5	0	0	CHR11V5|COORD:605844..601283|protein dual-specificity protein-like phosphatase 3, putative, expressed	LOC_Os11g02180.1	no description	not assigned.unknown	35_2

CUST_29110_PI399408534	1	111.58472	49.129494	0.20594978	0.42559004	0.18408203	-0.18408203	-1.240325	-0.20165634	35_29254	Rep: HvEMF2c protein - Hordeum vulgare (Barley)	UniRef90_Q4W8R2	"CHR5V7|COORD:20841379..20846570| EMF2 (EMBRYONIC FLOWER 2); transcription factor"	AT5G51230.1	CHR09V5|COORD:7937161..7924572|protein polycomb protein EMBRYONIC FLOWER 2, putative, expressed	LOC_Os09g13630.1	" no descriptionweakly similar to ( 131)AT5G51230| Symbols: VEF2, CYR1, EMF2 | EMF2 (EMBRYONIC FLOWER 2); transcription factor | chr5:20841379-20846570 FORWARD"	RNA.regulation of transcription.Polycomb Group (PcG)	27_3_65

CUST_50372_PI403524517	1	32.28089	96.8098	0.08569431	0.24807358	0.024400711	-0.029193878	-0.024400711	-0.044626236	35_14371	"Cluster: Putative D-isomer specific 2-hydroxyacid dehydrogenase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative D-isomer specific 2-hydroxyacid dehyd"	UniRef90_Q8W0A4	CHR1V7|COORD:30049687..30050744| oxidoreductase family protein	AT1G79870.1	CHR01V5|COORD:7100068..7096815|protein glyoxylate reductase, putative, expressed	LOC_Os01g12830.1	no descriptionweakly similar to ( 110)AT1G79870| Symbols:  | oxidoreductase family protein | chr1:30049687-30050744 FORWARDvery weakly similar to (82.0)GLB1_MAIZEGlobulin-1 S allele precursor - Zea mays (Maize)not assigned 2-Hacid_dh LdhA SerA 2-Hacid_dh_C PRK11790	amino acid metabolism.degradation.serine-glycine-cysteine group.glycine	13_2_5_2

CUST_7107_PI404877155	1	40.359947	123.56636	0.054775238	0.44762993	0.050959587	-0.09136486	-0.121788025	-0.050958633	Contig20794_at	OSJNBa0086O06.7 [Oryza sativa (japonica cultivar-group)] ref|XP_473707.1| OSJNBa0086O06.7 [Oryza sativa (japonica cultivar-group)]	CAE04859.2	6042018|ferredoxin-related	At3g17670.1	protein expressed protein	Os04g49940	gene_id:MKP6.23~unknown protein	PS.lightreaction.other electron carrier (ox/red).ferredoxin	1_01_05_02

CUST_80386_PI403524517	2	21.534658	47.747635	-0.02934742	-0.049783707	-0.079577446	0.04553318	0.02934742	0.03793049	35_23055	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q84T58	"CHR3V7|COORD:16885551..16886969| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G53020.1); similar to Os03g0853600 [Oryza sativa (japonica"	AT3G45900.1	CHR03V5|COORD:35899475..35895128|protein conserved hypothetical protein	LOC_Os03g63660.1	"no descriptionmoderately similar to ( 260)AT3G45900| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G53020.1); similar to Os03g0853600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001051930.1); similar to putative 200 kDa antigen p200 [Oryza sativa (japonica cultivar-group)] (GB:BAD88062.1); contains domain TRANSCRIPTION FACTOR X1-LIKE (PTHR21596:SF1); contains domain RIBONUCLEASE P PROTEIN SUBUNIT P38-RELATED (PTHR21596); contains domain Tubulin chaperone cofactor A (SSF46988) | chr3:16885551-16886969 REVERSE"	not assigned.unknown	35_2

CUST_47672_PI403524517	1	48.622227	99.5057	0.11962223	0.45100975	0.062163353	-0.1799345	-0.062164307	-0.18300629	35_13641	"Cluster: Os08g0519800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os08g0519800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J4D8	"CHR4V7|COORD:13155527..13159087| APUM6 (ARABIDOPSIS PUMILIO 6); RNA binding"	AT4G25880.1	CHR08V5|COORD:25696200..25711751|protein pumilio domain-containing protein PPD1, putative, expressed	LOC_Os08g40830.3	"no descriptionweakly similar to ( 172)AT4G25880| Symbols: APUM6 | APUM6 (ARABIDOPSIS PUMILIO 6); RNA binding | chr4:13155527-13159079 FORWARDnot assigned not assigned COG5099"	not assigned.no ontology.pumilio/Puf RNA-binding domain-containing protein	35_1_12

CUST_92514_PI403524517	2	9.323814	39.081726	0.48757982	0.25732565	0.26306772	-0.28368187	-0.25732565	-0.31023788	35_26452	"Cluster: SCUTL1, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: SCUTL1, putative, expressed - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10P75	0	0	CHR03V5|COORD:7605508..7608731|protein thaumatin-like protein 1 precursor, putative, expressed	LOC_Os03g14050.2	no description	not assigned.unknown	35_2

CUST_12752_PI404877155	1	43.64746	95.38269	0.06735611	0.1751442	0.014714241	-0.022379875	-0.03562832	-0.014714241	Contig6489_at	putative DNA-binding protein [Oryza sativa (japonica cultivar-group)] gb|AAT39226.1| putative DNA-binding protein [Oryza sativa (japonica cu	XP_475548.1	DNA-binding family protein	At5g60410.2	protein AT5g60420/muf9_70	Os05g03430	"NF-X1  T01688; fruit fly: required for normal development of the CNS"	RNA.regulation of transcription.putative DNA-binding protein	27_3_67

CUST_105461_PI403524517	1	36.16016	52.109947	0.18539572	0.17794514	0.055749416	-0.09662819	-0.12094021	-0.055749893	35_30035	Rep: Glycosyltransferase - Triticum aestivum (Wheat)	UniRef90_Q5QPZ5		0	CHR01V5|COORD:42457196..42455175|protein glycosyltransferase, putative, expressed	LOC_Os01g72610.1	no description	not assigned.unknown	35_2

CUST_12433_PI399408534	2	34.76951	27.191587	0.25894737	0.4122076	0.45154667	-0.25894833	-0.3015442	-0.48732758	35_9245	Rep: H0404F02.3 protein - Oryza sativa (Rice)	UniRef90_Q01KJ4	CHR2V7|COORD:19199175..19201726| rac GTPase activating protein, putative	AT2G46710.1	CHR04V5|COORD:28886945..28890503|protein rac GTPase activating protein 2, putative, expressed	LOC_Os04g48790.1	 no descriptionvery weakly similar to (88.2)AT2G46710| Symbols:  | rac GTPase activating protein, putative | chr2:19199175-19201726 FORWARDnot assigned 	signalling.G-proteins	30_5

CUST_31659_PI403524517	2	35.503185	13.71183	0.29325104	0.36930227	0.2939191	-0.29325104	-0.62483215	-0.49207973	35_9135	"Cluster: OSJNBa0091D06.13 protein; n=1; Oryza sativa|Rep: OSJNBa0091D06.13 protein - Oryza sativa (Rice)"	UniRef90_Q7XQQ9	"CHR1V7|COORD:23227735..23230522| BETA-VPE (vacuolar processing enzyme beta); cysteine-type endopeptidase"	AT1G62710.1	CHR04V5|COORD:26689596..26684783|protein vacuolar processing enzyme, beta-isozyme precursor, putative, expressed	LOC_Os04g45470.1	" no descriptionweakly similar to ( 194)AT1G62710| Symbols: BETAVPE, BETA-VPE | BETA-VPE (vacuolar processing enzyme beta); cysteine-type endopeptidase | chr1:23227735-23230522 REVERSEmoderately similar to ( 201)VPE_RICCOVacuolar-processing enzyme precursor - Ricinus communis (Castor bean)not assigned not assigned Peptidase_C13 GPI8 "	protein.targeting.secretory pathway.vacuole	29_3_4_3

CUST_40607_PI403524517	1	34.860943	61.028072	0.32266283	0.7484479	0.25092697	-0.25092697	-0.5267339	-0.4584074	35_11678	"Cluster: Zinc finger CONSTANS-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Zinc finger CONSTANS-like protein - Oryza sativa (japonica cultivar"	UniRef90_Q5QMF4	"CHR5V7|COORD:16579357..16580781| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G63820.1); similar to CCT [Medicago truncatula] (GB:ABD32315.1);"	AT5G41380.1	CHR01V5|COORD:36155621..36153984|protein CCT, putative, expressed	LOC_Os01g61900.1	no description	not assigned.unknown	35_2

CUST_62165_PI403524517	1	47.220497	129.78838	0.06140709	0.70573425	0.080361366	-0.17624664	-0.06140709	-0.129076	35_17729	"Cluster: Putative acetoacetyl-coenzyme A thiolase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative acetoacetyl-coenzyme A thiolase - Oryza sativa (jap"	UniRef90_Q9ASK5	CHR5V7|COORD:19348988..19351235| acetyl-CoA C-acyltransferase, putative / 3-ketoacyl-CoA thiolase, putative	AT5G47720.1	CHR01V5|COORD:545913..550089|protein acetyl-CoA acetyltransferase, cytosolic 2, putative, expressed	LOC_Os01g02020.1	no descriptionhighly similar to ( 562)AT5G47720| Symbols:  | acetyl-CoA C-acetyltransferase | chr5:19349092-19351235 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned thiolase PRK08235 PRK07800 PRK06954 PRK05790 PRK07025 PRK05656 PRK07491 PRK07124 PRK09051 PaaJ PRK08041 PRK06845 Thiolase_N PRK06366 PRK06205 PRK06633 PRK06689 PRK09050 PRK09052 PRK08234 PRK07661 fadA PRK06445 PRK07851 PRK08242 PRK06504 PRK07108 PRK08131 PRK07801 PRK08170 PRK07850 fadI PRK06025 PRK06690 nondecarbox_cond_enzymes PRK09268 Thiolase_C SCP-x_thiolase PRK06363 PRK08371 cond_enzymes PRK08256 PRK07516 PRK06289 PRK06157 PRK12578 PRK06364 PRK06064 FabB PRK07003 PRK12323 PRK07764 KAS_I_II Atrophin-1 PRK06158 PRK05952 decarbox_cond_enzymes ketoacyl-synt PRK07314 PRK05648	amino acid metabolism.degradation.aspartate family.lysine	13_2_3_5

CUST_86823_PI403524517	2	27.636139	36.634926	0.12863588	0.24381638	0.28229094	-0.12863588	-0.2078495	-0.13670874	35_24867	"Cluster: PREDICTED: similar to Wiskott-Aldrich syndrome protein-interacting protein (WASP-interacting protein) (PRPL-2 protein); n=3; Rattus norvegicus|Rep: PRE"	UniRef90_UPI0000DA37BB	CHR3V7|COORD:6559180..6562050| leucine-rich repeat family protein / extensin family protein	AT3G19020.1	0	0	no description	not assigned.unknown	35_2

CUST_134238_PI403524517	1	85.88767	24.227833	0.12078953	0.15777302	0.09754467	-0.09754515	-0.45104313	-0.13211632	35_37668	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_22805_PI403524517	1	39.188965	56.413357	-0.41093636	-0.72237206	-0.21860409	0.22888947	0.41977024	0.21860504	35_6624	"Cluster: VQ motif family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: VQ motif family protein, expressed - Oryza sativa (japonica cultiv"	UniRef90_Q10M76	"CHR2V7|COORD:17121093..17121809| ATCAMBP25 (ARABIDOPSIS THALIANA CALMODULIN (CAM)-BINDING PROTEIN OF 25 KDA); calmodulin binding"	AT2G41010.1	CHR03V5|COORD:11548353..11547216|protein VQ motif family protein, expressed	LOC_Os03g20440.1	no description	not assigned.unknown	35_2

CUST_69811_PI403524517	1	41.089447	76.26516	0.45641613	0.18029594	0.09949398	-0.0994935	-0.21454811	-0.24428749	35_19974	"Cluster: Putative adiponectin receptor 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative adiponectin receptor 1 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q67WN9	CHR5V7|COORD:6841027..6842658| HHP1 (HEPTAHELICAL TRANSMEMBRANE PROTEIN1)	AT5G20270.1	CHR06V5|COORD:26237196..26233947|protein haemolysin-III related family protein, expressed	LOC_Os06g43620.1	no descriptionmoderately similar to ( 286)AT5G20270| Symbols: HHP1 | HHP1 (HEPTAHELICAL TRANSMEMBRANE PROTEIN1) | chr5:6841027-6842658 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned HlyIII COG1272 Herpes_BLLF1 PRK12323 TT_ORF1 Atrophin-1 PRK07003 AF-4 HPC2 Tymo_45kd_70kd SerH Pol_Y_like APC_basic KAR9 DUF566 Pneumo_att_G PRK08853 Herpes_UL32 DUF1421 PRK07764 PRK05648 PRK12678	not assigned.unknown	35_2

CUST_159183_PI403524517	1	41.609848	104.37981	0.09974861	0.496243	0.0794301	-0.19689083	-0.14995337	-0.07942963	35_44433	"Cluster: Hypothetical protein; n=1; Rhodospirillum rubrum ATCC 11170|Rep: Hypothetical protein - Rhodospirillum rubrum (strain ATCC 11170 / NCIB 8255)"	UniRef90_Q2RV13	CHR5V7|COORD:15457074..15460237| protein kinase family protein	AT5G38560.1	CHR05V5|COORD:8276270..8271898|protein transposon protein, putative, CACTA, En/Spm sub-class	LOC_Os05g14560.1	no description	not assigned.unknown	35_2

CUST_20089_PI403524517	1	48.681007	108.31203	1.243679	0.24244595	0.17315626	-0.49185324	-0.51783276	-0.17315578	35_5821	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_10514_PI403524517	1	50.950027	38.053577	0.07479	0.086875916	0.038189888	-0.10881233	-0.06361389	-0.038189888	35_2967	"Cluster: Os12g0514100 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os12g0514100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IN17	CHR1|COORD:9492965..9494051| expressed protein, similar to EST gb:AA650671 and gb:T20610	AT1G27330.1	CHR12V5|COORD:19877981..19874818|protein membrane protein, putative, expressed	LOC_Os12g32950.1	"no descriptionweakly similar to ( 116)AT1G27330| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G27350.1); similar to membrane protein [Brassica juncea] (GB:AAT38818.1); contains InterPro domain Ribosome associated membrane RAMP4; (InterPro:IPR010580) | chr1:9493051-9493885 FORWARDnot assigned RAMP4"	not assigned.unknown	35_2

CUST_46130_PI403524517	1	34.041943	72.63717	0.04791546	0.2774191	0.1496234	-0.09505844	-0.047915936	-0.09383488	35_13211	"Cluster: Retrotransposon protein, putative, unclassified, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Retrotransposon protein, putative,"	UniRef90_Q10NF9	0	0	CHR03V5|COORD:9014390..9007824|protein serine/arginine repetitive matrix protein 1, putative, expressed	LOC_Os03g16369.2	no description	not assigned.unknown	35_2

CUST_131982_PI403524517	1	61.997837	44.368248	0.28693295	0.23330832	0.106451035	-0.106451035	-0.49431705	-0.51919746	35_37070	"Cluster: Os06g0571300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0571300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DBE4	"CHR2V7|COORD:18691256..18693181| similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE93197.1); contains domain"	AT2G45320.1	CHR06V5|COORD:22128999..22133169|protein expressed protein	LOC_Os06g37430.3	"no descriptionweakly similar to ( 104)AT2G45320| Symbols:  | similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE93197.1); contains domain Nucleotide-diphospho-sugar transferases (SSF53448); contains domain no description (G3D.3.90.550.10) | chr2:18691256-18693181 REVERSE"	not assigned.unknown	35_2

CUST_97382_PI403524517	1	31.40118	68.664085	0.5323477	0.26351166	0.11955595	-0.23171043	-0.11955547	-0.19450045	35_27812	"Cluster: Putative membrane protein precursor; n=1; Emiliania huxleyi virus 86|Rep: Putative membrane protein precursor - Emiliania huxleyi virus 86"	UniRef90_Q4A2S6	CHR1V7|COORD:25812961..25813793| AGP19/ATAGP19 (ARABINOGALACTAN-PROTEIN 19)	AT1G68725.1	CHR02V5|COORD:3353562..3354820|protein early nodulin 20 precursor, putative, expressed	LOC_Os02g06670.1	no description	not assigned.unknown	35_2

CUST_136358_PI403524517	1	37.16219	108.82869	0.07065725	0.7932172	0.19887352	-0.07065725	-0.15626383	-0.1199317	35_38237	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_81491_PI403524517	1	80.4576	43.681705	0.20408154	0.0989604	0.104055405	-0.20570898	-0.5278425	-0.0989604	35_23379	"Cluster: Putative metallo beta subunit lactamase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative metallo beta subunit lactamase - Oryza sativa (japon"	UniRef90_Q6ER78	"CHR5V7|COORD:25417741..25423033| EMB2746 (EMBRYO DEFECTIVE 2746); catalytic"	AT5G63420.1	CHR02V5|COORD:20000085..20007983|protein expressed protein	LOC_Os02g33610.2	"no descriptionmoderately similar to ( 311)AT5G63420| Symbols: EMB2746 | EMB2746 (EMBRYO DEFECTIVE 2746); catalytic | chr5:25417741-25423033 FORWARDnot assigned not assigned COG0595 YSH1 Lactamase_B COG1782"	not assigned.no ontology	35_1

CUST_22953_PI399408534	1	47.502514	100.89854	0.09627628	0.43537998	0.07219219	-0.1311636	-0.19971943	-0.07219219	35_20232	"Cluster: Hypothetical protein; n=1; Anaeromyxobacter sp. Fw109-5|Rep: Hypothetical protein - Anaeromyxobacter sp. Fw109-5"	UniRef90_A1HY15	"CHR3|COORD:20125708..20129617| similar to ovule development protein, putative [Arabidopsis thaliana] (TAIR:At1g16060.1); similar to AP2 DNA-binding domain"	AT3G54320.3	CHR12V5|COORD:1273766..1268565|protein AP2/EREBP transcriptional factor WRI1, putative, expressed	LOC_Os12g03290.1	"no descriptionvery weakly similar to (55.1)AT1G51190| Symbols: PLT2 | PLT2 (PLETHORA 2); transcription factor | chr1:18981185-18983973 FORWARDvery weakly similar to (50.4)BBM2_BRANAProtein BABY BOOM 2 - Brassica napus (Rape)not assigned not assigned not assigned not assigned not assigned"	RNA.regulation of transcription.AP2/EREBP, APETALA2/Ethylene-responsive element binding protein family	27_3_3

CUST_99457_PI403524517	2	16.89804	26.312122	0.15797424	0.24036121	0.15478611	-0.21708155	-0.2002449	-0.15478563	35_28391	"Cluster: Putative acyl-CoA oxidase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative acyl-CoA oxidase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8H631	"CHR2V7|COORD:15007041..15009971| ACX5 (ACYL-COA OXIDASE 5); acyl-CoA oxidase"	AT2G35690.1	CHR06V5|COORD:226793..231808|protein acyl-coenzyme A oxidase 1.2, peroxisomal, putative, expressed	LOC_Os06g01390.1	" no descriptionweakly similar to ( 177)AT2G35690| Symbols: ACX5 | ACX5 (ACYL-COA OXIDASE 5); acyl-CoA oxidase | chr2:15007041-15009971 FORWARDvery weakly similar to (75.9)ACOX2_CUCMAAcyl-coenzyme A oxidase, peroxisomal precursor - Cucurbita maxima (Pumpkin) (Winter squash)not assigned not assigned AXO ACAD "	lipid metabolism.lipid degradation.beta-oxidation.acyl CoA DH	11_9_4_2

CUST_178822_PI403524517	1	103.168205	43.94545	0.060770035	0.14113998	0.1613841	-0.09304905	-0.060770035	-0.41392326	35_49738	"Cluster: Putative gag-pol polyprotein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative gag-pol polyprotein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q9FW76		0	CHR02V5|COORD:16413322..16417992|protein retrotransposon protein, putative, unclassified	LOC_Os02g27720.1	no descriptionvery weakly similar to (91.3)RRPO_OENBERNA-directed DNA polymerase homolog - Oenothera bertiana (Bertero's evening primrose)RT_LTR RT_ZFREV_like	RNA.transcription	27_2

CUST_149970_PI403524517	1	92.556465	22.675953	0.24262333	0.3383832	0.22520971	-0.5877371	-1.7268822	-0.22520971	35_41955	Rep: Hypothetical protein - Cleome spinosa	UniRef90_Q1KUW8	CHR5V7|COORD:3390823..3392948| catalytic/ coenzyme binding	AT5G10730.1	CHR02V5|COORD:21021861..21032995|protein NAD dependent epimerase/dehydratase family protein, expressed	LOC_Os02g35039.1	no descriptionvery weakly similar to (57.0)AT5G10730| Symbols:  | catalytic/ coenzyme binding | chr5:3390823-3392948 REVERSE	not assigned.unknown	35_2

CUST_74084_PI403524517	1	20.099926	63.975918	0.3333888	0.61732626	0.15108109	-0.1830473	-0.22585726	-0.15108109	35_21245	"Cluster: SEC14 cytosolic factor-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: SEC14 cytosolic factor-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ER71	CHR5V7|COORD:25312308..25313940| transporter	AT5G63060.1	CHR02V5|COORD:12846467..12851439|protein polyphosphoinositide binding protein, putative, expressed	LOC_Os02g21630.1	no descriptionvery weakly similar to (78.2)AT5G63060| Symbols:  | transporter | chr5:25312308-25313940 REVERSE	transport.misc	34_99

CUST_43924_PI403524517	1	41.19711	52.830563	0.14410782	0.26686573	0.094023705	-0.2319436	-0.18371105	-0.09402323	35_12606	"Cluster: Putative cockayne syndrome 1 homolog; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative cockayne syndrome 1 homolog - Oryza sativa (japonica"	UniRef90_Q6Z0X1	"CHR1V7|COORD:9693319..9696244| ATCSA-1; nucleotide binding"	AT1G27840.3	CHR02V5|COORD:12052019..12057368|protein expressed protein	LOC_Os02g20430.1	"no descriptionmoderately similar to ( 285)AT1G27840| Symbols: ATCSA-1 | ATCSA-1; nucleotide binding | chr1:9693319-9696244 REVERSEvery weakly similar to (52.8)PF20_CHLREFlagellar WD repeat-containing protein Pf20 - Chlamydomonas reinhardtiinot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned WD40 COG2319"	not assigned.no ontology	35_1

CUST_14357_PI399408534	2	40.127304	42.12203	0.3656292	0.46200562	0.18271828	-0.18271828	-0.41602755	-0.27817488	35_24924	"Cluster: Putative receptor-like protein kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative receptor-like protein kinase - Oryza sativa (japonica"	UniRef90_Q851M7	CHR1V7|COORD:12503428..12505917| lectin protein kinase family protein	AT1G34300.1	CHR03V5|COORD:35161853..35157895|protein ATP binding protein, putative, expressed	LOC_Os03g62180.3	no descriptionweakly similar to ( 169)AT1G34300| Symbols:  | lectin protein kinase family protein | chr1:12503428-12505917 FORWARDvery weakly similar to (66.2)KPRO_MAIZEPutative receptor protein kinase ZmPK1 precursor - Zea mays (Maize)not assigned PRK12323	misc.myrosinases-lectin-jacalin	26_16

CUST_19940_PI403524517	1	83.84203	45.951096	-0.022013664	-0.042549133	-0.060195923	0.043676376	0.121486664	0.022013664	35_5781	"Cluster: Probable protein ABIL3; n=2; Oryza sativa|Rep: Probable protein ABIL3 - Oryza sativa (Rice)"	UniRef90_Q5NB83	CHR5V7|COORD:8274640..8276328| ABIL3 (ABL INTERACTOR-LIKE PROTEIN 3)	AT5G24310.1	CHR01V5|COORD:7554140..7557427|protein protein ABIL1, putative, expressed	LOC_Os01g13530.1	no descriptionmoderately similar to ( 216)AT3G49290| Symbols: ABIL2 | ABIL2 (ABL INTERACTOR-LIKE PROTEIN 2) | chr3:18284392-18286206 FORWARDmoderately similar to ( 484)ABIL3_ORYSA	not assigned.unknown	35_2

CUST_119593_PI403524517	2	19.438715	49.63844	-1.8016226	-0.6000018	-1.8153043	0.85444784	0.8660202	0.6000018	35_33834	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_88868_PI403524517	1	51.36036	43.73056	0.14189053	0.3037777	0.37561035	-0.39322615	-0.47205305	-0.141891	35_25428	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_154345_PI403524517	1	91.75559	46.646263	0.061699867	0.16871929	0.170712	-0.061699867	-0.7923291	-0.34935093	35_43131	"Cluster: Putative DNAJ protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative DNAJ protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8H812		0	CHR03V5|COORD:6400849..6406035|protein chaperone protein dnaJ, putative, expressed	LOC_Os03g12236.2	no description	not assigned.unknown	35_2

CUST_11830_PI403524517	1	26.579412	110.36758	0.036115646	0.22133732	0.034500122	-0.055524826	-0.058797836	-0.034500122	35_3364	"Cluster: Putative tRNA splicing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative tRNA splicing protein - Oryza sativa (japonica cultivar-group"	UniRef90_Q6ERL4	"CHR5V7|COORD:26313575..26314936| ATNIFS1/NIFS1 (ARABIOPSIS THALIANA NITROGEN FIXATION S HOMOLOG 1); cysteine desulfurase/ transaminase"	AT5G65720.1	CHR09V5|COORD:10327825..10332389|protein cysteine desulfurase, mitochondrial precursor, putative, expressed	LOC_Os09g16910.3	 no descriptionhighly similar to ( 643)AT5G65720| Symbols: ATNIFS1, NIFS1 | ATNIFS1/NIFS1 (ARABIOPSIS THALIANA NITROGEN FIXATION S HOMOLOG 1) | chr5:26313959-26314936 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned NifS Aminotran_5 PRK02948 csdA PRK09295 PRK10874 GadB PRK07003 Beta_elim_lyase DUF566 Herpes_BLLF1 COG0075 PRK12323 GLY1 Tymo_45kd_70kd PRK07550 Metaviral_G HPC2 Atrophin-1 AF-4 COG3844 PRK09169 Pneumo_att_G APC_basic KAR9 PRK07764 PRK12372 PRK09331 PRK04366 DUF1421 PRK08853 GRASP55_65 PRK00451 	amino acid metabolism.synthesis.serine-glycine-cysteine group.cysteine	13_1_5_3

CUST_29266_PI403524517	1	28.716753	54.822594	0.3698616	0.31869602	0.098979	-0.15855408	-0.098979	-0.099684715	35_8457	"Cluster: SAM-dependent methyltransferase-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: SAM-dependent methyltransferase-like protein - Oryza sat"	UniRef90_Q6YUR7	"CHR2V7|COORD:9048021..9050217| similar to Predicted DNA methylase (ISS) [Ostreococcus tauri] (GB:CAL57295.1); similar to Os02g0121200 [Oryza sativa (japonica"	AT2G21070.1	CHR02V5|COORD:1111999..1106246|protein expressed protein	LOC_Os02g02880.1	"no descriptionweakly similar to ( 123)AT2G21070| Symbols:  | similar to Predicted DNA methylase (ISS) [Ostreococcus tauri] (GB:CAL57295.1); similar to Os02g0121200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001045716.1); contains InterPro domain Protein of unknown function DUF890; (InterPro:IPR010286) | chr2:9048021-9049687 FORWARD"	not assigned.unknown	35_2

CUST_111648_PI403524517	1	59.867386	43.185993	0.07598305	0.177454	0.10741234	-0.07598305	-0.22270775	-0.09790993	35_31699	Rep: Hypothetical protein orf121-a-ct - Zea mays (Maize)	UniRef90_Q6R9L5		0	CHR05V5|COORD:12882610..12881481|protein conserved hypothetical protein	LOC_Os05g22840.1	no description	not assigned.unknown	35_2

CUST_25782_PI399408534	1	46.271046	61.330605	0.11941433	0.3158064	0.11941433	-0.11941385	-0.2584324	-0.12771606	35_10363	"Cluster: Hypothetical protein OSJNBa0015I18.8; n=1; Oryza sativa|Rep: Hypothetical protein OSJNBa0015I18.8 - Oryza sativa (Rice)"	UniRef90_Q8S7B5	"CHR3V7|COORD:1889777..1892071| FRS7 (FAR1-RELATED SEQUENCE 7); zinc ion binding"	AT3G06250.1	CHR10V5|COORD:9485306..9482486|protein retrotransposon protein, putative, Ty3-gypsy subclass	LOC_Os10g19270.1	"no descriptionvery weakly similar to (59.3)AT3G06250| Symbols: FRS7 | FRS7 (FAR1-RELATED SEQUENCE 7); zinc ion binding | chr3:1889777-1892071 REVERSEFAR1"	signalling.light	30_11

CUST_50882_PI403524517	1	42.310318	92.155594	0.093156815	0.28213596	0.039548874	-0.09930134	-0.03954792	-0.09156418	35_14514	"Cluster: Putative ORFX; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ORFX - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6EP48	"CHR1V7|COORD:5128586..5129453| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G35525.1); similar to Os02g0579800 [Oryza sativa (japonica"	AT1G14870.1	CHR02V5|COORD:22307280..22305964|protein expressed protein	LOC_Os02g36940.1	"no descriptionmoderately similar to ( 201)AT1G14870| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G35525.1); similar to Os02g0579800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001047231.1); similar to Uncharacterized Cys-rich domain [Medicago truncatula] (GB:ABE80519.1); similar to Os03g0830500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001051787.1); contains InterPro domain Protein of unknown function Cys-rich; (InterPro:IPR006461) | chr1:5128586-5129453 REVERSEnot assigned not assigned not assigned not assigned not assigned PLAC8"	not assigned.no ontology	35_1

CUST_46493_PI403524517	1	32.900303	57.11103	0.26395988	0.08354235	0.13836098	-0.15750265	-0.083542824	-0.10541153	35_13316	"Cluster: Hypothetical protein P0003B09.27; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0003B09.27 - Oryza sativa (japonica cultivar-g"	UniRef90_Q69RL2	"CHR5V7|COORD:21413279..21416039| similar to PREDICTED: hypothetical protein [Rattus norve (GB:XP_001060721.1); similar to Os07g0467900 [Oryza sativa (japonica"	AT5G52800.1	CHR07V5|COORD:16658593..16668290|protein expressed protein	LOC_Os07g28470.2	"no descriptionweakly similar to ( 134)AT5G52800| Symbols:  | similar to Os07g0467900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001059594.1); similar to PREDICTED: similar to Hypothetical MGC86034 [Danio rerio] (GB:XP_684501.1) | chr5:21413279-21415785 FORWARD"	not assigned.unknown	35_2

CUST_43293_PI403524517	2	35.844845	45.78354	0.39805126	0.2920599	0.14445686	-0.27347088	-0.3100176	-0.14445782	35_12432	Rep: ELF8 (EARLY FLOWERING 8) - Arabidopsis thaliana	UniRef90_UPI000034EEF4	"CHR2V7|COORD:2429105..2436585| ELF8 (EARLY FLOWERING 8); binding"	AT2G06210.1	CHR07V5|COORD:17243664..17228540|protein TPR repeat nuclear phosphoprotein, putative, expressed	LOC_Os07g29360.1	" no descriptionmoderately similar to ( 260)AT2G06210| Symbols: VIP6, ELF8 | ELF8 (EARLY FLOWERING 8); binding | chr2:2429105-2436585 REVERSEnot assigned TPR "	not assigned.no ontology	35_1

CUST_15454_PI404877155	1	34.72899	85.97914	0.11813831	0.9159622	0.38353825	-0.23999596	-0.1700859	-0.11813927	Contig9333_at	0	NP_974128.1	zinc finger (C2H2 type) family protein	At1g72050.2	protein Zinc finger, C2H2 type, putative	Os02g02420	NONE	RNA.regulation of transcription.C2H2 zinc finger family	27_3_11

CUST_56918_PI403524517	1	28.201809	80.03038	0.058398247	0.21481228	0.06174469	-0.09905243	-0.0583992	-0.068211555	35_16220	"Cluster: Os05g0358000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0358000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DIV9	CHR5V7|COORD:19976274..19977648| HRB1 (HYPERSENSITIVE TO RED AND BLUE)	AT5G49230.1	CHR05V5|COORD:16914637..16907845|protein fiber protein Fb2, putative, expressed	LOC_Os05g28980.2	"no descriptionweakly similar to ( 124)AT3G06760| Symbols:  | similar to HRB1 (HYPERSENSITIVE TO RED AND BLUE) [Arabidopsis thaliana] (TAIR:AT5G49230.1); similar to fiber protein Fb2 [Gossypium barbadense] (GB:AAN77145.1); contains InterPro domain Drought induced 19; (InterPro:IPR008598) | chr3:2132977-2134361 FORWARDnot assigned not assigned not assigned not assigned Di19 TT_ORF1"	stress.abiotic.drought/salt	20_2_3

CUST_9842_PI404877155	1	98.72004	47.26848	-0.25314903	-0.22129679	-0.0866127	0.8871727	0.29049063	0.0866127	Contig3564_s_at	iron/ascorbate-dependent oxidoreductase [Hordeum vulgare]	AAP95024.1	oxidoreductase, 2OG-Fe(II) oxygenase family protein	At5g20400.1	protein oxidoreductase, 2OG-Fe(II) oxygenase family, putative	Os02g17940	"oxidoreductase, 2OG-Fe(II) oxygenase family protein, similar to naringenin,2-oxoglutarate 3-dioxygenase (flavonone-3-hydroxylase) (SP:Q06942)(Malus domestica); contains PF031712OG-Fe(II) oxygenase superfamily domain"	hormone metabolism.ethylene.synthesis-degradation	17_5_1

CUST_69465_PI403524517	1	46.1585	98.98653	0.11151886	0.54873276	0.107934	-0.23176003	-0.11400032	-0.107933044	35_19878	"Cluster: Putative ariadne; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ariadne - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ZIV0	CHR1V7|COORD:24304828..24309822| zinc finger protein-related	AT1G65430.1	CHR08V5|COORD:26914526..26922798|protein protein ariadne-1, putative, expressed	LOC_Os08g42740.6	no descriptionmoderately similar to ( 223)AT1G65430| Symbols:  | zinc finger protein-related | chr1:24304828-24309822 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF1777	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_96711_PI403524517	1	11.784414	69.84429	0.3240118	0.68957424	0.1567831	-0.15678263	-0.19532108	-0.19208097	35_27622	"Cluster: Putative ERD4 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ERD4 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5JLH8	CHR1V7|COORD:4041441..4043141| early-responsive to dehydration protein-related / ERD protein-related	AT1G11960.1	CHR01V5|COORD:19732327..19721309|protein HYP1, putative, expressed	LOC_Os01g35050.3	no descriptionmoderately similar to ( 201)AT1G11960| Symbols:  | early-responsive to dehydration protein-related / ERD protein-related | chr1:4041441-4043141 REVERSEnot assigned COG5594	stress.abiotic.drought/salt	20_2_3

CUST_154916_PI403524517	1	40.04606	77.33581	0.44401407	0.13158274	0.12808704	-0.12808752	-0.3070507	-0.26085615	35_43280	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_73280_PI403524517	1	98.106415	35.7558	0.08190203	0.17388058	0.1302476	-0.47280455	-0.08190203	-0.11112738	35_21008	Rep: Glycosyltransferase - Zea mays (Maize)	UniRef90_Q5QPY4	"CHR3V7|COORD:6228399..6229553| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G18180.1); similar to glycosyltransferase [Saccharum officinarum]"	AT3G18170.1	CHR10V5|COORD:18355965..18353337|protein glycosyltransferase, putative, expressed	LOC_Os10g35020.1	"no descriptionvery weakly similar to (50.4)AT3G18170| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G18180.1); similar to glycosyltransferase [Saccharum officinarum] (GB:CAI30073.1); contains InterPro domain Protein of unknown function DUF563; (InterPro:IPR007657) | chr3:6228399-6229553 FORWARDDUF563"	not assigned.unknown	35_2

CUST_36064_PI403524517	2	13.63591	14.008084	1.149683	0.86806583	1.0577183	-0.971468	-1.1362514	-0.86806583	35_10398	Rep: Possible cell wall protein - Candida albicans (Yeast)	UniRef90_Q59XA7	0	0	0	0	no description	not assigned.unknown	35_2

CUST_167628_PI403524517	1	44.616943	69.45745	0.11776066	0.038914204	0.039373398	-0.10468435	-0.03891468	-0.079556465	35_46693	"Cluster: Os02g0190600 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os02g0190600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E373	"CHR3V7|COORD:3164345..3165850| LYC (LYCOPENE CYCLASE); lycopene beta cyclase"	AT3G10230.1	CHR02V5|COORD:5030379..5028560|protein lycopene beta cyclase, chloroplast precursor, putative, expressed	LOC_Os02g09750.1	 no descriptionweakly similar to ( 160)AT3G10230| Symbols: LYC | LYC (LYCOPENE CYCLASE) | chr3:3164345-3165454 REVERSEweakly similar to ( 172)LCYB_TOBACLycopene beta cyclase, chloroplast precursor - Nicotiana tabacum (Common tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Lycopene_cycl TT_ORF1 PRK07003 UbiH Herpes_BLLF1 PRK07764 HPC2 	secondary metabolism.isoprenoids.carotenoids.lycopene beta cyclase	16_1_4_5

CUST_170500_PI403524517	2	39.87692	45.310814	0.0731678	0.15596294	0.20143032	-0.0731678	-0.15723896	-0.09630871	35_47492	"Cluster: Oxidation protection protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Oxidation protection protein-like - Oryza sativa (japonica cultivar"	UniRef90_Q6Z6A4	"CHR4V7|COORD:18502228..18504269| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G05590.2); similar to Os06g0221100 [Oryza sativa (japonica"	AT4G39870.1	CHR02V5|COORD:31701789..31705122|protein TLD family protein, expressed	LOC_Os02g51770.4	no description	not assigned.unknown	35_2

CUST_49317_PI403524517	1	41.078693	112.23335	-0.07100487	-0.5357208	-0.093639374	0.07100487	0.14942741	0.085012436	35_14069	"Cluster: Histone H3-maize; n=1; Oryza sativa (japonica cultivar-group)|Rep: Histone H3-maize - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53NE3	CHR5V7|COORD:3270479..3270889| histone H3	AT5G10400.1	CHR11V5|COORD:2622185..2621575|protein histone H3, putative, expressed	LOC_Os11g05730.1	no descriptionmoderately similar to ( 262)AT5G65360| Symbols:  | histone H3 | chr5:26137325-26137735 REVERSEmoderately similar to ( 261)H32_WHEATHistone H3.2 - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned H3 HHT1 Histone	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_18872_PI403524517	1	73.99136	47.56663	-0.0109939575	-0.02675724	-0.014475822	0.0109939575	0.028123856	0.058559418	35_5467	"Cluster: Hypothetical protein P0544B02.28; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0544B02.28 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6ETK7	"CHR4V7|COORD:14993389..14997791| similar to protein transport protein-related [Arabidopsis thaliana] (TAIR:AT4G27595.1); similar to Ubiquitin [Medicago"	AT4G30790.1	CHR02V5|COORD:4438113..4432872|protein expressed protein	LOC_Os02g08350.1	"no descriptionmoderately similar to ( 363)AT4G30790| Symbols:  | similar to protein transport protein-related [Arabidopsis thaliana] (TAIR:AT4G27595.1); similar to Ubiquitin [Medicago truncatula] (GB:ABE79505.1); similar to Os02g0179800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001046086.1); contains InterPro domain Spectrin repeat; (InterPro:IPR002017) | chr4:14993389-14997791 REVERSE"	not assigned.unknown	35_2

CUST_148641_PI403524517	1	34.630096	80.822075	0.020843506	0.18021393	0.094963074	-0.020843506	-0.025177002	-0.039741516	35_41584	Rep: Elongation factor 1-beta - Triticum aestivum (Wheat)	UniRef90_P29546	CHR5V7|COORD:6581856..6583139| elongation factor 1B alpha-subunit 2 (eEF1Balpha2)	AT5G19510.1	CHR07V5|COORD:27940062..27942618|protein elongation factor 1-beta, putative, expressed	LOC_Os07g46750.1	no descriptionmoderately similar to ( 201)AT5G19510| Symbols:  | elongation factor 1B alpha-subunit 2 (eEF1Balpha2) | chr5:6581856-6583139 REVERSEmoderately similar to ( 245)EF1B_WHEATElongation factor 1-beta - Triticum aestivum (Wheat)not assigned EF1_GNE EF1B EFB1	protein.synthesis.elongation	29_2_4

CUST_178056_PI403524517	1	56.67328	37.942677	0.07113552	0.067726135	0.032096863	-0.032096863	-0.08613777	-0.03830433	35_49522	Rep: OSIGBa0132G14.1 protein - Oryza sativa (Rice)	UniRef90_Q01MX2	"CHR3V7|COORD:20262863..20265009| ATCDT1B/CDT1/CDT1B (ARABIDOPSIS HOMOLOG OF YEAST CDT1 B); cyclin-dependent protein kinase"	AT3G54710.1	CHR04V5|COORD:5768521..5765594|protein CDT1a protein, putative, expressed	LOC_Os04g10650.1	" no descriptionvery weakly similar to (67.4)AT3G54710| Symbols: ATCDT1B, CDT1B, CDT1 | ATCDT1B/CDT1/CDT1B (ARABIDOPSIS HOMOLOG OF YEAST CDT1 B); cyclin-dependent protein kinase | chr3:20262863-20265009 FORWARDnot assigned CDT1 "	not assigned.unknown	35_2

CUST_169033_PI403524517	2	33.332428	22.21702	0.28094292	0.44309998	0.38347292	-0.28094292	-0.35600567	-0.534297	35_47074	"Cluster: Pseudouridylate synthase-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: Pseudouridylate synthase-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q654A2	CHR5V7|COORD:13616646..13619470| tRNA pseudouridine synthase family protein	AT5G35400.1	CHR06V5|COORD:27344792..27340867|protein pseudouridylate synthase/ tRNA-pseudouridine synthase, putative, expressed	LOC_Os06g45250.1	no descriptionvery weakly similar to (90.5)AT5G35400| Symbols:  | tRNA pseudouridine synthase family protein | chr5:13616646-13619470 REVERSE	protein.aa activation.pseudouridylate synthase	29_1_30

CUST_66204_PI403524517	1	6.8145714	107.722	0.11888313	0.43097973	0.03318882	-0.033187866	-0.037762642	-0.0342741	35_18905	"Cluster: Splicing coactivator subunit SRm300-like protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Splicing coactivator subunit SRm300-like protein - O"	UniRef90_Q6Z6E0	CHR4V7|COORD:15647556..15652109| peptidyl-prolyl cis-trans isomerase cyclophilin-type family protein	AT4G32420.1	CHR07V5|COORD:4173732..4179949|protein peptidyl-prolyl cis-trans isomerase G, putative, expressed	LOC_Os07g08190.1	no descriptionvery weakly similar to (57.8)AT4G32420| Symbols:  | peptidyl-prolyl cis-trans isomerase cyclophilin-type family protein | chr4:15647556-15652109 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF1777 DUF1509	cell.cycle.peptidylprolyl isomerase	31_3_1

CUST_71495_PI403524517	1	38.09373	106.81173	0.08749342	0.5510993	0.10183382	-0.12085152	-0.0874939	-0.18593502	35_20487	"Cluster: Os02g0273100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os02g0273100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E243	CHR5V7|COORD:23452774..23454513| aminotransferase class IV family protein	AT5G57850.1	CHR02V5|COORD:9954958..9950652|protein 4-amino-4-deoxychorismate lyase, putative, expressed	LOC_Os02g17330.1	no descriptionmoderately similar to ( 204)AT5G57850| Symbols:  | aminotransferase class IV family protein | chr5:23452774-23454513 REVERSEnot assigned ADCL_like PLPDE_IV D-AAT_like PRK08320 IlvE PRK07849 PRK07650	misc.aminotransferases.aminotransferase class IV family protein	26_26_1

CUST_20487_PI403524517	1	63.153984	42.777348	0.21467638	0.17812061	0.08318567	-0.08318567	-0.30114746	-0.41353083	35_5944	"Cluster: Hypothetical protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q336V6	"CHR3V7|COORD:3233983..3235123| similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAK20043.1); similar to Os10g0545100 [Oryza sativa"	AT3G10405.1	CHR10V5|COORD:20972324..20975976|protein conserved hypothetical protein	LOC_Os10g39800.1	"no descriptionweakly similar to ( 190)AT3G10405| Symbols:  | similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAK20043.1); similar to Os10g0545100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001065205.1); contains domain C-terminal domain of ProRS (SSF64586) | chr3:3233983-3235123 REVERSE"	not assigned.unknown	35_2

CUST_42281_PI403524517	1	56.297806	49.79446	0.24189377	0.56692314	0.27248907	-0.8805175	-0.9400406	-0.24189377	35_12153	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_96548_PI403524517	1	58.241207	31.55806	-0.050522327	-0.09320116	-0.09468031	0.050522327	0.18427563	0.21427059	35_27575	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_161034_PI403524517	2	49.282337	33.64452	0.3825388	0.7742586	0.59080553	-0.88801026	-0.42948055	-0.38253832	35_44932	"Cluster: Putative placental protein 6; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative placental protein 6 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7EYZ3	CHR3V7|COORD:2531988..2534283| rhomboid protein-related	AT3G07950.1	CHR07V5|COORD:27549137..27553521|protein transmembrane protein 115, putative, expressed	LOC_Os07g46170.1	no descriptionvery weakly similar to (84.7)AT3G07950| Symbols:  | rhomboid protein-related | chr3:2531988-2534283 FORWARDnot assigned	not assigned.no ontology	35_1

CUST_29109_PI403524517	1	39.547054	69.59126	0.12371445	0.2974348	0.07797527	-0.18077087	-0.13123798	-0.07797527	35_8410	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QNG8	"CHR4V7|COORD:12733435..12739747| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G28770.1); similar to expressed protein [Oryza sativa (japonica"	AT4G24680.1	CHR12V5|COORD:23232491..23239375|protein expressed protein	LOC_Os12g37860.1	"no descriptionweakly similar to ( 106)AT4G24680| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G28770.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABA98985.2) | chr4:12733435-12739747 FORWARD"	not assigned.unknown	35_2

CUST_39276_PI403524517	2	28.659775	34.251026	0.075870514	0.1279335	0.071419716	-0.11453056	-0.12943554	-0.07141876	35_11294	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_19386_PI399408534	1	43.962307	122.90455	0.14896584	0.010738373	0.02554512	-0.026161194	-0.01636219	-0.010738373	35_8525	"Cluster: WRKY transcription factor 82; n=3; Oryza sativa (japonica cultivar-group)|Rep: WRKY transcription factor 82 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q20DP4	CHR1|COORD:4776460..4779347| WRKY family transcription factor, similar to WKRY DNA-binding protein GB:AAD17441	AT1G13960.2	CHR08V5|COORD:10633260..10626852|protein WRKY transcription factor 4, putative, expressed	LOC_Os08g17400.1	"no descriptionweakly similar to ( 112)AT1G13960| Symbols: WRKY4 | WRKY4 (WRKY DNA-binding protein 4); transcription factor | chr1:4776619-4779040 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned WRKY TT_ORF1"	RNA.regulation of transcription.WRKY domain transcription factor family	27_3_32

CUST_16385_PI404877155	1	39.975147	118.10682	-0.043664932	-0.4936514	-0.09085655	0.10445213	0.08404255	0.043664932	HA10M05u_s_at	0	AAS55741.1	calmodulin-binding family protein	At3g52290.1	protein IQ calmodulin-binding motif, putative	Os05g03190	gi|15982840|gb|AAL09767.1| AT5g03040/F15A17_70	signalling.calcium	30_3

CUST_49170_PI403524517	1	37.35303	106.97591	-0.050697327	-0.4985714	-0.12427139	0.050699234	0.112701416	0.086631775	35_14032	"Cluster: PREDICTED: similar to H3 histone, family 2 isoform 2; n=4; Eutheria|Rep: PREDICTED: similar to H3 histone, family 2 isoform 2 - Canis"	UniRef90_UPI00004A5DE9	CHR5V7|COORD:3270479..3270889| histone H3	AT5G10400.1	CHR11V5|COORD:2622185..2621575|protein histone H3, putative, expressed	LOC_Os11g05730.1	no descriptionmoderately similar to ( 262)AT5G65360| Symbols:  | histone H3 | chr5:26137325-26137735 REVERSEmoderately similar to ( 261)H32_WHEATHistone H3.2 - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned H3 HHT1 Histone PRK12323	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_124358_PI403524517	1	66.79262	34.95121	0.58578587	0.37731028	0.30127335	-0.30127335	-0.37479687	-0.969352	35_35055	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_49350_PI403524517	2	42.457348	46.749187	0.025316238	0.03722763	0.013521194	-0.02668953	-0.013519287	-0.013519287	35_14077	Rep: Tubulin alpha-2 chain - Zea mays (Maize)	UniRef90_P14641	CHR4V7|COORD:8548765..8550315| TUA6 (tubulin alpha-6 chiain)	AT4G14960.2	CHR03V5|COORD:29476672..29479679|protein tubulin alpha-3 chain, putative, expressed	LOC_Os03g51600.3	no descriptionmoderately similar to ( 244)AT4G14960| Symbols: TUA6 | TUA6 (tubulin alpha-6 chiain) | chr4:8548765-8550315 REVERSEmoderately similar to ( 253)TBA_WHEATTubulin alpha chain - Triticum aestivum (Wheat)not assigned alpha_tubulin COG5023 Tubulin_C Tubulin_FtsZ beta_tubulin epsilon_tubulin gamma_tubulin	cell.organisation	31_1

CUST_27643_PI403524517	2	13.638347	29.568033	0.17906189	0.33259678	0.2776413	-0.17906094	-0.23558426	-0.215374	35_7995	"Cluster: Hypothetical protein P0025D09.105-2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0025D09.105-2 - Oryza sativa (japonica cult"	UniRef90_Q7F0Q5	CHR2|COORD:18926436..18928302| expressed protein, similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:XP_477679.1)	AT2G45990.4	CHR07V5|COORD:13291651..13285911|protein expressed protein	LOC_Os07g23520.2	"no descriptionweakly similar to ( 132)AT2G45990| Symbols:  | similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE80178.1); contains domain no description (G3D.3.40.50.1000); contains domain HAD-like (SSF56784) | chr2:18926475-18927763 FORWARD"	not assigned.unknown	35_2

CUST_40959_PI403524517	1	46.60735	75.21299	0.15409756	0.656867	0.2521124	-0.37343788	-0.20808697	-0.15409756	35_11776	Rep: H0207B04.9 protein - Oryza sativa (Rice)	UniRef90_Q01MV7	CHR2V7|COORD:14988123..14989022| UBQ7 (RELATED TO UBIQUITIN 2)	AT2G35635.1	CHR04V5|COORD:1006786..1002457|protein expressed protein	LOC_Os04g02680.1	 no descriptionvery weakly similar to (78.6)AT2G35635| Symbols: RUB2, UBQ7 | UBQ7 (RELATED TO UBIQUITIN 2) | chr2:14988123-14989022 FORWARDvery weakly similar to (73.2)UBIQ_CHLREUbiquitin - Chlamydomonas reinhardtiinot assigned not assigned Ubiquitin UBQ ubiquitin 	protein.degradation.ubiquitin.ubiquitin	29_5_11_1

CUST_150163_PI403524517	1	68.463264	32.123234	0.40207672	0.2408638	0.23697472	-0.26721144	-0.23697472	-0.7452774	35_42008	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_46375_PI403524517	2	42.52478	34.368565	0.34049082	0.17348576	0.34846544	-0.43364048	-0.41292238	-0.17348576	35_13280	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_27207_PI399408534	1	18.17232	79.981155	-0.27190113	-0.0725975	-0.54493713	0.10360527	0.08348751	0.07259846	35_2950	"Cluster: Putative lateral organ boundaries (LOB) domain protein 37; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative lateral organ boundaries (LOB) dom"	UniRef90_Q7EZ26	CHR5V7|COORD:26921802..26922641| LOB domain protein 37 / lateral organ boundaries domain protein 37 (LBD37)	AT5G67420.1	CHR07V5|COORD:23994820..23995870|protein seed specific protein Bn15D17A, putative, expressed	LOC_Os07g40000.1	no descriptionmoderately similar to ( 202)AT5G67420| Symbols: LBD37 | LOB domain protein 37 / lateral organ boundaries domain protein 37 (LBD37) | chr5:26921802-26922641 REVERSEnot assigned not assigned not assigned not assigned DUF260 PRK12323 PRK07003	RNA.regulation of transcription.AS2,Lateral Organ Boundaries Gene Family	27_3_37

CUST_102195_PI403524517	1	47.29691	54.82669	0.34789276	0.20337677	0.10846043	-0.10846043	-0.24411583	-0.121748924	35_29159	"Cluster: Os02g0470400 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0470400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E193	CHR1V7|COORD:17736251..17761639| C2 domain-containing protein	AT1G48090.1	CHR02V5|COORD:15944630..15925427|protein expressed protein	LOC_Os02g27110.2	no descriptionmoderately similar to ( 293)AT1G48090| Symbols:  | C2 domain-containing protein | chr1:17740060-17761639 REVERSE	not assigned.no ontology.C2 domain-containing protein	35_1_19

CUST_60937_PI403524517	1	20.736311	59.27229	0.51238775	0.7149148	0.1691308	-0.24695349	-0.1691308	-0.25085926	35_17381	"Cluster: Hypothetical protein P0426G01.13; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0426G01.13 - Oryza sativa (japonica cultivar-g"	UniRef90_Q60DV9	CHR1V7|COORD:26953057..26955142| GDSL-motif lipase/hydrolase family protein	AT1G71691.2	CHR05V5|COORD:20503055..20507752|protein anther-specific proline-rich protein APG, putative, expressed	LOC_Os05g34700.2	no descriptionweakly similar to ( 167)AT1G71691| Symbols:  | GDSL-motif lipase/hydrolase family protein | chr1:26953057-26954835 REVERSEvery weakly similar to (79.7)APG_BRANAAnther-specific proline-rich protein APG - Brassica napus (Rape)not assigned SGNH_plant_lipase_like fatty_acyltransferase_like Triacylglycerol_lipase_like COG3240	misc.GDSL-motif lipase	26_28

CUST_45105_PI403524517	1	45.55202	67.391884	0.052966118	0.31744003	0.22884941	-0.11230183	-0.05556774	-0.052966118	35_12931	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_15269_PI399408534	1	41.455112	99.2723	-0.13271713	-0.45433998	-0.05395174	0.10849333	0.053951263	0.13424349	35_47133	Rep: SAR DNA binding protein - Oryza sativa (Rice)	UniRef90_O80401	CHR3V7|COORD:1413180..1415570| SAR DNA-binding protein, putative	AT3G05060.1	CHR03V5|COORD:13109059..13104977|protein nucleolar protein NOP5, putative, expressed	LOC_Os03g22730.4	 no descriptionweakly similar to ( 133)AT3G05060| Symbols:  | SAR DNA-binding protein, putative | chr3:1413180-1415570 REVERSEnot assigned 	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_6841_PI403524517	1	40.91811	63.83444	-0.027999878	-0.15021992	-0.13695717	0.028001785	0.059700012	0.034736633	35_1899	"Cluster: Ribosomal protein l34; n=4; Magnoliophyta|Rep: Ribosomal protein l34 - Triticum aestivum (Wheat)"	UniRef90_Q5I7K8	CHR1V7|COORD:9315627..9316668| 60S ribosomal protein L34 (RPL34A)	AT1G26880.1	CHR08V5|COORD:21090210..21088355|protein 60S ribosomal protein L34, putative, expressed	LOC_Os08g33920.1	no descriptionweakly similar to ( 146)AT1G26880| Symbols:  | 60S ribosomal protein L34 (RPL34A) | chr1:9315785-9316668 REVERSEweakly similar to ( 151)RL34_TOBAC60S ribosomal protein L34 - Nicotiana tabacum (Common tobacco)not assigned Ribosomal_L34e RPL34A rpl34e	protein.synthesis.misc ribososomal protein	29_2_2

CUST_149642_PI403524517	1	37.406754	79.59709	0.059137344	0.39357948	0.18418312	-0.059137344	-0.11958122	-0.13100243	35_41862	"Cluster: Os06g0682800 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os06g0682800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DA26	CHR3V7|COORD:6707550..6708870| zinc finger (CCCH-type) family protein	AT3G19360.1	CHR06V5|COORD:28462497..28456950|protein zinc finger C-x8-C-x5-C-x3-H type family protein, expressed	LOC_Os06g46890.1	no description	not assigned.unknown	35_2

CUST_57958_PI403524517	1	77.079575	27.216879	0.03434944	0.019512177	0.028588295	-0.06644726	-0.019511223	-0.019511223	35_16523	"Cluster: Hypothetical protein P0682B08.1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0682B08.1 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q5JL41	"CHR3V7|COORD:1731265..1732327| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G26800.1); similar to Os01g0299400 [Oryza sativa (japonica"	AT3G05810.1	CHR01V5|COORD:10973958..10976752|protein expressed protein	LOC_Os01g19400.1	no description	not assigned.unknown	35_2

CUST_16905_PI403524517	1	36.232555	130.63863	-0.008424759	-1.3324413	-0.2695923	0.015031815	0.008424759	0.018339157	35_4884	"Cluster: OSJNBb0067G11.10 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: OSJNBb0067G11.10 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XWV7	"CHR1|COORD:6213736..6218328| similar to elongation factor 1-alpha / EF-1-alpha [Arabidopsis thaliana] (TAIR:At1g07930.1); similar to elongation factor 1-alpha"	AT1G18070.2	CHR04V5|COORD:11247793..11261647|protein eukaryotic peptide chain release factor GTP-binding subunit, putative, expressed	LOC_Os04g20220.1	 no descriptionmoderately similar to ( 362)AT1G18070| Symbols:  | translation factor, nucleic acid binding | chr1:6214229-6218204 REVERSEweakly similar to ( 109)EF1A1_DAUCAElongation factor 1-alpha - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned TEF1 PRK12317 eRF3c_III eRF3_II eRF3_II_like HBS1_C CysN EF1_alpha_III GTPBP1 GTP_EFTU_D3 Translation_factor_III SelB tufA PRK05506 EF1_alpha_II TufB PRK12736 EF1_alpha cysN GTP_EFTU_D2 PRK00049 Translation_Factor_II_like selB_II PRK12735 EFTU_II 	protein.synthesis.elongation	29_2_4

CUST_182515_PI403524517	1	9.932576	78.46953	0.5418258	0.21339989	0.10872316	-0.10872269	-0.118499756	-0.13241673	35_50736	"Cluster: Putative ubiquitin ligase SINAT5; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ubiquitin ligase SINAT5 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5NAX7	CHR5V7|COORD:21665711..21666495| seven in absentia (SINA) family protein	AT5G53360.1	CHR01V5|COORD:7450485..7447640|protein ubiquitin ligase SINAT3, putative, expressed	LOC_Os01g13370.1	no descriptionvery weakly similar to (66.2)AT5G53360| Symbols:  | seven in absentia (SINA) family protein | chr5:21665711-21666495 FORWARD	development.unspecified	33_99

CUST_3045_PI403524517	1	9.36108	58.043674	0.22884178	0.071653366	0.11738777	-0.07631016	-0.071653366	-0.0859642	35_829	"Cluster: Hypothetical protein P0431A03.1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0431A03.1 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6ZAA3	"CHR1V7|COORD:25781721..25782746| similar to Os08g0432500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001061868.1); similar to ATP-dependent Clp"	AT1G68660.1	CHR08V5|COORD:20815137..20812214|protein ATP-dependent Clp protease adaptor protein ClpS containing protein, expressed	LOC_Os08g33540.1	"no descriptionweakly similar to ( 175)AT1G68660| Symbols:  | similar to Os08g0432500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001061868.1); contains InterPro domain ATP-dependent Clp protease adaptor protein ClpS; (InterPro:IPR003769) | chr1:25781721-25782746 REVERSEclpS ClpS clpS COG2127"	not assigned.unknown	35_2

CUST_5890_PI403524517	1	52.286175	42.764233	-0.011964798	-0.030755997	-0.026882172	0.011964798	0.034715652	0.019695282	35_1627	"Cluster: Nucleosome assembly protein 1-like protein 1; n=2; Oryza sativa|Rep: Nucleosome assembly protein 1-like protein 1 - Oryza sativa (Rice)"	UniRef90_Q70Z21	"CHR2V7|COORD:8445683..8448122| NAP1;2 (NUCLEOSOME ASSEMBLY PROTEIN1;2); DNA binding"	AT2G19480.1	CHR06V5|COORD:2557016..2561243|protein expressed protein	LOC_Os06g05660.1	"no descriptionmoderately similar to ( 381)AT2G19480| Symbols: NAP1;2 | NAP1;2 (NUCLEOSOME ASSEMBLY PROTEIN1;2) | chr2:8445683-8448122 FORWARDnot assigned not assigned not assigned not assigned not assigned NAP PRK02363 Nucleoplasmin RpoE Rtt106 BUD22 RNA_pol_delta"	DNA.synthesis/chromatin structure	28_1

CUST_3008_PI403524517	1	28.497389	128.98062	0.0761137	0.8192835	0.09205723	-0.08155823	-0.0761137	-0.12512493	35_819	"Cluster: Putative ubiquitin-associated (UBA) protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative ubiquitin-associated (UBA)"	UniRef90_Q6ZH84	CHR4V7|COORD:12741201..12744212| ubiquitin-associated (UBA)/TS-N domain-containing protein / octicosapeptide/Phox/Bemp1 (PB1) domain-containing	AT4G24690.1	CHR02V5|COORD:22981727..22975964|protein PB1 domain containing protein, expressed	LOC_Os02g38050.4	no descriptionweakly similar to ( 112)AT4G24690| Symbols:  | ubiquitin-associated (UBA)/TS-N domain-containing protein / octicosapeptide/Phox/Bemp1 (PB1) domain-containing protein | chr4:12741201-12744212 FORWARD	protein.degradation.ubiquitin	29_5_11

CUST_79095_PI403524517	1	91.08009	17.779072	0.07043934	0.100432396	0.083152294	-0.070439816	-0.2669983	-0.6708727	35_22688	"Cluster: Putative WDR13 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative WDR13 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5ZAY6	CHR2V7|COORD:7112997..7115869| transducin family protein / WD-40 repeat family protein	AT2G16405.1	CHR01V5|COORD:33169321..33166255|protein WD-repeat protein 13, putative, expressed	LOC_Os01g56860.1	no descriptionmoderately similar to ( 275)AT2G16405| Symbols:  | transducin family protein / WD-40 repeat family protein | chr2:7112997-7115869 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned WD40 COG2319 WD40 WD40	not assigned.no ontology	35_1

CUST_52246_PI403524517	1	28.323294	66.41879	0.030101776	0.16589928	0.113251686	-0.054315567	-0.030101776	-0.046598434	35_14889	"Cluster: Vacuolar ATP synthase 16 kDa proteolipid subunit 4; n=37; Magnoliophyta|Rep: Vacuolar ATP synthase 16 kDa proteolipid subunit 4 - Arabidopsis thaliana"	UniRef90_P59229	"CHR1V7|COORD:6913308..6914313| AVA-P2 (vacuolar-H+-pumping ATPase 16 kDa proteolipid subunit 2); ATPase"	AT1G19910.1	CHR05V5|COORD:306204..304176|protein vacuolar ATP synthase 16 kDa proteolipid subunit, putative, expressed	LOC_Os05g01560.2	" no descriptionweakly similar to ( 145)AT4G34720| Symbols: VHA-C1, ATVHA-C1, AVA-P1 | AVA-P1 (vacuolar H+-pumping ATPase 16 kDa proteolipid subunit 1); ATPase/ hydrogen ion transporting ATPase, rotational mechanism | chr4:16568228-16569170 REVERSEweakly similar to ( 149)VATL_AVESAVacuolar ATP synthase 16 kDa proteolipid subunit - Avena sativa (Oat)not assigned not assigned not assigned ATP-synt_C "	transport.p- and v-ATPases.H+-transporting two-sector ATPase	34_1_1

CUST_175165_PI403524517	1	78.667	19.998613	0.19811964	0.13967228	0.20605803	-0.13967276	-0.6858144	-0.26530457	35_48758	Rep: Polyubiquitin 4 UBQ4 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q0WRN6	"CHR5V7|COORD:771975..772895| UBQ3 (POLYUBIQUITIN 3); protein binding"	AT5G03240.2	CHR04V5|COORD:31743477..31746245|protein polyubiquitin OUB2, putative, expressed	LOC_Os04g53620.3	"no descriptionvery weakly similar to (56.6)AT5G03240| Symbols: UBQ3 | UBQ3 (POLYUBIQUITIN 3); protein binding | chr5:771975-772895 REVERSEvery weakly similar to (56.6)UBL1_ORYSAnot assigned not assigned Ubiquitin ubiquitin UBQ Nedd8 UBL"	protein.degradation.ubiquitin.ubiquitin	29_5_11_1

CUST_27193_PI399408534	2	29.1573	11.740763	0.27275705	0.21862602	0.26674652	-0.40224695	-0.33469486	-0.21862602	35_40953	Rep: Hypothetical protein - Gibberella zeae (Fusarium graminearum)	UniRef90_Q4I6V6	CHR4V7|COORD:3764496..3766436| zinc finger (C2H2 type) family protein	AT4G06634.1	CHR05V5|COORD:1120053..1123778|protein transcription factor IIIA, putative, expressed	LOC_Os05g03020.1	no descriptionvery weakly similar to (54.7)AT4G06634| Symbols:  | nucleic acid binding / zinc ion binding | chr4:3764496-3766174 REVERSEnot assigned not assigned not assigned	RNA.regulation of transcription.C2H2 zinc finger family	27_3_11

CUST_42857_PI403524517	1	55.800632	31.225021	0.36568594	0.27535295	0.19226933	-0.19226933	-0.5540242	-0.73173904	35_12308	Rep: Sigma factor SIG6 - Zea mays (Maize)	UniRef90_Q9ZPL0	0	0	CHR08V5|COORD:8671612..8675647|protein RNA polymerase sigma factor rpoD1, putative, expressed	LOC_Os08g14450.1	no description	not assigned.unknown	35_2

CUST_60245_PI403524517	1	56.116837	22.072538	0.38328123	0.38297606	0.25321198	-0.5426235	-0.2532115	-0.8793087	35_17172	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XDQ5	"CHR2V7|COORD:1480274..1481980| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G12700.1); similar to Os10g0456400 [Oryza sativa (japonica"	AT2G04280.1	CHR10V5|COORD:16346121..16348484|protein expressed protein	LOC_Os10g31810.1	" no descriptionvery weakly similar to (55.1)AT2G04280| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G12700.1); similar to Os10g0456400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001064754.1); similar to Proteinase inhibitor I4, serpin [Medicago truncatula] (GB:ABE79305.1); contains domain YggU-like (SSF69786) | chr2:1480274-1481980 REVERSEnot assigned not assigned not assigned PRK07764 "	not assigned.unknown	35_2

CUST_61202_PI403524517	1	23.402308	90.785225	-0.6048975	-0.09543228	-0.19314957	0.1448698	0.09543228	0.15122128	35_17462	"Cluster: Os04g0542900 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os04g0542900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JBC2	"CHR2V7|COORD:9704460..9706664| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G37820.1); similar to hypothetical protein B14911_03489 [Bacillus sp."	AT2G22795.1	CHR04V5|COORD:26971925..26976114|protein placental protein 11 precursor, putative, expressed	LOC_Os04g45910.1	no descriptionnot assigned XendoU	not assigned.unknown	35_2

CUST_116805_PI403524517	1	48.831837	70.19898	0.018556595	0.068881035	0.027392387	-0.018555641	-0.056918144	-0.049298286	35_33111	"Cluster: Putative XAP-5 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative XAP-5 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69JZ7	CHR2V7|COORD:9072478..9075002| XAP5 family protein	AT2G21150.1	CHR09V5|COORD:21050153..21053539|protein XAP-5 protein, putative, expressed	LOC_Os09g36480.2	no descriptionvery weakly similar to (81.6)AT2G21150| Symbols:  | XAP5 family protein | chr2:9072478-9075002 FORWARDnot assigned	not assigned.no ontology	35_1

CUST_178567_PI403524517	1	47.866516	80.621666	0.058955193	0.29655266	0.10994053	-0.14191723	-0.17573881	-0.058955193	35_49663	"Cluster: OSJNBa0073L13.10 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0073L13.10 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XSH8	CHR5V7|COORD:9375459..9376994| D111/G-patch domain-containing protein	AT5G26610.1	CHR04V5|COORD:895931..900505|protein retrotransposon protein, putative, Ty3-gypsy subclass, expressed	LOC_Os04g02500.1	no descriptionvery weakly similar to (79.7)AT5G26610| Symbols:  | D111/G-patch domain-containing protein | chr5:9375459-9376994 FORWARD	not assigned.no ontology	35_1

CUST_104925_PI403524517	1	48.361923	78.24387	0.42528248	0.16166592	0.090007305	-0.21445322	-0.09000778	-0.2716503	35_29895	"Cluster: Putative pollenless3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative pollenless3 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69JE7	CHR3V7|COORD:19048208..19049760| male sterility MS5, putative	AT3G51280.1	CHR09V5|COORD:21197022..21199240|protein TPR Domain containing protein, expressed	LOC_Os09g36740.1	 no descriptionweakly similar to ( 147)AT3G51280| Symbols:  | male sterility MS5, putative | chr3:19048208-19049760 FORWARD	development.unspecified	33_99

CUST_90852_PI403524517	1	46.18583	52.45264	0.23304653	0.37748623	0.12204409	-0.12204456	-0.19023561	-0.31169176	35_25983	"Cluster: Pentatricopeptide, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Pentatricopeptide, putative, expressed - Oryza sativa (japonic"	UniRef90_Q10RD7	CHR3V7|COORD:8177222..8179750| pentatricopeptide (PPR) repeat-containing protein	AT3G23020.1	CHR03V5|COORD:3387100..3393069|protein expressed protein	LOC_Os03g06710.1	no descriptionmoderately similar to ( 209)AT3G23020| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr3:8177222-8179750 REVERSEvery weakly similar to (69.7)RF1_ORYSA	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_41390_PI403524517	2	45.168728	28.319645	0.19801998	0.32333183	0.35398245	-0.19802046	-0.47246408	-0.27231407	35_11896	"Cluster: Basic proline-rich protein precursor [Contains: Proline-rich peptide SP-A (PRP-SP-A); Proline-rich peptide SP-B (PRP-SP-B); Parotid hormone (PH-Ab)]; n"	UniRef90_Q95JC9	"CHR1V7|COORD:5675918..5678679| SR45 (arginine/serine-rich 45); RNA binding"	AT1G16610.1	CHR08V5|COORD:395077..393302|protein vegetative cell wall protein gp1 precursor, putative, expressed	LOC_Os08g01690.1	no descriptionnot assigned PRK07764	not assigned.unknown	35_2

CUST_171132_PI403524517	1	23.364712	65.21721	0.5639434	0.11223459	0.36525774	-0.11223459	-0.12492037	-0.17277288	35_47668	"Cluster: Os07g0120600 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0120600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D8X9	CHR5V7|COORD:15457074..15460237| protein kinase family protein	AT5G38560.1	CHR07V5|COORD:1093053..1091541|protein F-box domain containing protein	LOC_Os07g02930.1	no descriptionnot assigned PRK12323	not assigned.unknown	35_2

CUST_16540_PI403524517	1	15.106226	61.126133	0.08717728	0.24918652	0.102547646	-0.08717728	-0.10204983	-0.1181221	35_4777	"Cluster: Stress-responsive protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Stress-responsive protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XBH1	CHR3V7|COORD:5882324..5882902| stable protein 1-related	AT3G17210.1	CHR01V5|COORD:18586411..18594043|protein pop3 peptide, putative, expressed	LOC_Os01g33160.1	no descriptionvery weakly similar to (80.9)AT3G17210| Symbols:  | stable protein 1-related | chr3:5882324-5882902 FORWARDDabb	not assigned.no ontology	35_1

CUST_34709_PI403524517	1	14.801995	51.897243	0.19717884	0.27535248	0.08390522	-0.110277176	-0.089071274	-0.08390427	35_10008	Rep: H0311C03.6 protein - Oryza sativa (Rice)	UniRef90_Q01I88	CHR4V7|COORD:15419441..15423945| binding	AT4G31880.1	CHR04V5|COORD:24826707..24819826|protein AT hook motif family protein, expressed	LOC_Os04g42320.1	no descriptionmoderately similar to ( 214)AT4G31880| Symbols:  | binding | chr4:15419441-15423945 REVERSEnot assigned	not assigned.no ontology	35_1

CUST_110659_PI403524517	1	24.229437	58.918774	0.19496536	0.2878561	0.07104206	-0.11706638	-0.10026169	-0.07104111	35_31427	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10KR0		0	CHR03V5|COORD:14707574..14717112|protein expressed protein	LOC_Os03g25750.1	no description	not assigned.unknown	35_2

CUST_44170_PI403524517	1	47.187798	70.907364	0.14758348	0.57892036	0.23681402	-0.26813507	-0.4058447	-0.14758301	35_12674	"Cluster: Os01g0148000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0148000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JQP7	"CHR5V7|COORD:474277..482550| CER3 (ECERIFERUM 3); protein binding / ubiquitin-protein ligase/ zinc ion binding"	AT5G02310.1	CHR01V5|COORD:2596652..2609664|protein zinc finger in N-recognin family protein, putative, expressed	LOC_Os01g05500.2	"no descriptionmoderately similar to ( 263)AT5G02310| Symbols: CER3 | CER3 (ECERIFERUM 3); protein binding / ubiquitin-protein ligase/ zinc ion binding | chr5:474277-482550 FORWARDnot assigned"	secondary metabolism.wax	16_7

CUST_20840_PI399408534	1	42.739147	77.93968	0.7822814	0.27961922	0.18030691	-0.4079094	-0.4625597	-0.18030691	35_5810	Rep: Gibberellin 20 oxidase 1-A - Triticum aestivum (Wheat)	UniRef90_O04707	"CHR4V7|COORD:12990992..12992419| GA5 (GA REQUIRING 5); gibberellin 20-oxidase/ gibberellin 3-beta-dioxygenase"	AT4G25420.1	CHR03V5|COORD:36089654..36091504|protein gibberellin 20 oxidase 1, putative, expressed	LOC_Os03g63970.1	" no descriptionweakly similar to ( 163)AT4G25420| Symbols: ATGA20OX1, GA20OX1, GA5 | GA5 (GA REQUIRING 5); gibberellin 20-oxidase/ gibberellin 3-beta-dioxygenase | chr4:12990992-12992419 REVERSEmoderately similar to ( 312)GAO1B_WHEATGibberellin 20 oxidase 1-B - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PcbC PRK07003 PRK12323 "	hormone metabolism.gibberelin.synthesis-degradation.GA20 oxidase	17_6_1_11

CUST_99640_PI403524517	1	48.609642	110.6661	0.13568592	0.69293404	0.08541775	-0.21917725	-0.26070023	-0.0854187	35_28441	"Cluster: OSJNBb0103I08.18 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBb0103I08.18 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7X6J4	CHR2V7|COORD:18439977..18443704| RNA recognition motif (RRM)-containing protein	AT2G44710.1	CHR04V5|COORD:26981176..26987887|protein water-stress protein, putative, expressed	LOC_Os04g45930.3	 no descriptionweakly similar to ( 196)AT2G44710| Symbols:  | RNA recognition motif (RRM)-containing protein | chr2:18439977-18443704 FORWARDvery weakly similar to (52.8)RRP2_SPIOLPlastid-specific 30S ribosomal protein 2, chloroplast precursor - Spinacia oleracea (Spinach)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned RRM RRM_1 COG0724 	RNA.RNA binding	27_4

CUST_153289_PI403524517	1	57.605747	31.490675	-0.15436983	-0.12748098	-0.2312622	0.44593334	0.2597561	0.12748098	35_42842	"Cluster: Rho GTPase activating protein 2; n=2; Oryza sativa (japonica cultivar-group)|Rep: Rho GTPase activating protein 2 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6UQ72		0	CHR02V5|COORD:27738147..27741383|protein rac GTPase activating protein 2, putative, expressed	LOC_Os02g45600.1	no description	not assigned.unknown	35_2

CUST_178818_PI403524517	1	127.28662	31.40274	0.019096375	0.030174255	0.036985397	-0.019096375	-0.23353815	-0.031255722	35_49736	"Cluster: Hypothetical protein OSJNOa257A21.1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNOa257A21.1 - Oryza sativa (japonica cult"	UniRef90_Q67IY3		0	CHR02V5|COORD:18797143..18791230|protein hypothetical protein	LOC_Os02g31830.1	no description	not assigned.unknown	35_2

CUST_52132_PI403524517	1	66.817825	34.74333	0.1683855	0.124736786	0.08159351	-0.23563194	-0.08180332	-0.08159256	35_14856	Rep: Translation initiation factor 3 - Oryza sativa (Rice)	UniRef90_Q70Z43	CHR4V7|COORD:6947829..6952048| EIF3A (eukaryotic translation initiation factor 3A)	AT4G11420.1	CHR01V5|COORD:1176174..1168611|protein eukaryotic translation initiation factor 3 subunit 10, putative, expressed	LOC_Os01g03070.2	 no descriptionweakly similar to ( 180)AT4G11420| Symbols: ATEIF3A-1, EIF3A-1, ATTIF3A1, TIF3A1, EIF3A | EIF3A (eukaryotic translation initiation factor 3A) | chr4:6947829-6952048 REVERSEmoderately similar to ( 275)IF3A_MAIZEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Smc SbcC COG4942 MAP7 PRK03918 TolA COG2268 TolA COG1340 PRK02224 COG4487 Caldesmon COG4717 tolA Myosin_tail_1 COG2433 ERM PV-1 	protein.synthesis.initiation	29_2_3

CUST_37533_PI403524517	1	42.984367	111.02818	0.06861353	0.5507922	0.105642796	-0.12003279	-0.06861353	-0.1719451	35_10810	"Cluster: Hypothetical protein OJ1364E02.5; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1364E02.5 - Oryza sativa (japonica cultivar-g"	UniRef90_Q84Q78	CHR2V7|COORD:12653712..12656771| enolase, putative	AT2G29560.1	CHR03V5|COORD:8784155..8779514|protein enolase, putative, expressed	LOC_Os03g15950.1	 no descriptionvery weakly similar to (95.5)AT2G29560| Symbols:  | enolase, putative | chr2:12653712-12656771 FORWARDnot assigned enolase Enolase_N eno Eno Rubella_Capsid 	glycolysis.enolase	4_12

CUST_64447_PI403524517	2	43.65473	41.948612	0.25533295	0.20176363	0.1014719	-0.1014719	-0.26809263	-0.22738934	35_18401	"Cluster: Putative anthranilate phosphoribosyltransferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative anthranilate phosphoribosyltransferase - Ory"	UniRef90_Q60EW9	CHR1V7|COORD:19126026..19128356| C2 domain-containing protein	AT1G51570.1	CHR05V5|COORD:17730932..17735324|protein phosphoribosylanthranilate transferase, putative, expressed	LOC_Os05g30750.7	no descriptionweakly similar to ( 141)AT1G51570| Symbols:  | C2 domain-containing protein | chr1:19126026-19128356 REVERSE	not assigned.no ontology.C2 domain-containing protein	35_1_19

CUST_52417_PI403524517	2	6.838	40.64718	0.1972189	0.47980785	0.4128232	-0.20525599	-0.19721842	-0.22501183	35_14936	"Cluster: Metallothioneine type2; n=1; Hordeum vulgare subsp. vulgare|Rep: Metallothioneine type2 - Hordeum vulgare var. distichum (Two-rowed barley)"	UniRef90_Q8GTC9	CHR3V7|COORD:2889743..2890194| MT2A (METALLOTHIONEIN 2A)	AT3G09390.1	CHR01V5|COORD:2691887..2689936|protein metallothionein-like protein type 2, putative, expressed	LOC_Os01g05650.1	no descriptionnot assigned Metallothio_2 PRK12323	metal handling.binding, chelation and storage	15_2

CUST_6242_PI403524517	1	47.778446	61.513035	-0.04643154	-0.22001362	-0.21377277	0.060941696	0.046432495	0.1132288	35_1729	"Cluster: Os01g0139200 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0139200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JQT8	CHR2V7|COORD:115022..117295| octicosapeptide/Phox/Bem1p (PB1) domain-containing protein	AT2G01190.1	CHR01V5|COORD:2084028..2080483|protein PB1 domain containing protein, expressed	LOC_Os01g04650.1	no descriptionweakly similar to ( 103)AT2G01190| Symbols:  | octicosapeptide/Phox/Bem1p (PB1) domain-containing protein | chr2:115022-117295 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK10263 Cytadhesin_P30 Glutenin_hmw GAL11 Atrophin-1 DUF1421 Metallothio MSSP PRK07764 PRK12678 PRK12323 SKG6 PLAC8 Metallothionein PRK08853 KAR9 ZipA PRK07003 Tymo_45kd_70kd TT_ORF1 APC_basic	not assigned.no ontology	35_1

CUST_73793_PI403524517	1	53.072334	46.488586	0.35944176	0.12546349	0.29533672	-0.12546349	-0.23054886	-0.38654137	35_21165	Rep: Minichromosome maintenance protein - Zea mays (Maize)	UniRef90_Q5I285	0	0	CHR05V5|COORD:8292208..8298700|protein DNA replication licensing factor MCM6, putative, expressed	LOC_Os05g14590.1	no description	not assigned.unknown	35_2

CUST_43449_PI403524517	1	60.584774	48.207737	0.25768566	0.40539932	0.1461606	-0.16351843	-0.4040327	-0.14616013	35_12475	"Cluster: Putative UVB-resistance protein UVR8; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative UVB-resistance protein UVR8 - Oryza sativa (japonica cu"	UniRef90_Q8LHR6	CHR3|COORD:962004..968156| ankyrin repeat family protein / regulator of chromosome condensation (RCC1) family protein, similar to hect domain and RLD 2 GB:NP_00	AT3G03790.1	CHR07V5|COORD:3497632..3490276|protein regulator of chromosome condensation, RCC1, putative, expressed	LOC_Os07g07080.1	no descriptionweakly similar to ( 136)AT3G03790| Symbols:  | ankyrin repeat family protein / regulator of chromosome condensation (RCC1) family protein | chr3:963202-967864 FORWARDnot assigned not assigned ANK	cell.division	31_2

CUST_12863_PI403524517	1	30.970144	110.77926	-0.027896881	-0.39473152	-0.102440834	0.05336857	0.027896881	0.042586327	35_3678	"Cluster: Probable 26S proteasome non-ATPase regulatory subunit 3; n=1; Daucus carota|Rep: Probable 26S proteasome non-ATPase regulatory subunit 3 - Daucus carot"	UniRef90_Q06364	"CHR1V7|COORD:7001400..7004145| EMB2719 (EMBRYO DEFECTIVE 2719); binding"	AT1G20200.1	CHR09V5|COORD:21341727..21338282|protein 26S proteasome non-ATPase regulatory subunit 3, putative, expressed	LOC_Os09g37000.1	"no descriptionhighly similar to ( 603)AT1G20200| Symbols: EMB2719 | EMB2719 (EMBRYO DEFECTIVE 2719); binding | chr1:7001400-7004145 REVERSEhighly similar to ( 627)PSMD3_DAUCAProbable 26S proteasome non-ATPase regulatory subunit 3 - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Rpn3_C PCI PINT Tymo_45kd_70kd PRK12323 PRK07764"	protein.degradation.ubiquitin.proteasom	29_5_11_20

CUST_111222_PI403524517	1	42.73002	83.86971	0.21208239	0.6100316	0.11549854	-0.11549854	-0.2785139	-0.2889905	35_31583	0	0	"CHR3V7|COORD:7795290..7796294| CWLP (CELL WALL-PLASMA MEMBRANE LINKER PROTEIN); lipid binding"	AT3G22120.1	0	0	no description	not assigned.unknown	35_2

CUST_162994_PI403524517	1	6.7772517	116.788826	0.6949711	0.13917685	0.05717802	-0.05717802	-0.05717802	-0.06416321	35_45459	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_86464_PI403524517	1	47.037094	62.688953	0.17478466	0.5120125	0.20551777	-0.5050945	-0.45366287	-0.1747837	35_24761	"Cluster: Putative phosphoenolpyruvate kinase; n=2; Oryza sativa|Rep: Putative phosphoenolpyruvate kinase - Oryza sativa (Rice)"	UniRef90_Q948H1	"CHR1V7|COORD:2752209..2753235| PPCK1 (PHOSPHOENOLPYRUVATE CARBOXYLASE KINASE); kinase"	AT1G08650.1	CHR02V5|COORD:34465156..34462883|protein calcium-dependent protein kinase, isoform AK1, putative, expressed	LOC_Os02g56310.1	"no descriptionweakly similar to ( 119)AT1G08650| Symbols: PPCK1 | PPCK1 (PHOSPHOENOLPYRUVATE CARBOXYLASE KINASE); kinase | chr1:2752209-2753235 FORWARDvery weakly similar to (82.0)CDPK3_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase SPS1 TyrKc Pkinase_Tyr KIND PTKc"	protein.postranslational modification	29_4

CUST_148896_PI403524517	1	43.73807	69.296974	-0.30084515	-0.34425163	-0.047864437	0.047864437	0.11901331	0.07805681	35_41653	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_42320_PI403524517	2	18.759012	30.914696	0.20898438	0.26321697	0.13786268	-0.1918006	-0.13786316	-0.14370203	35_12162	"Cluster: Hypothetical protein OSJNBa0025J22.9; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0025J22.9 - Oryza sativa (japonica cu"	UniRef90_Q6Z3T4	0	0	CHR08V5|COORD:24853240..24858377|protein expressed protein	LOC_Os08g39490.3	no description	not assigned.unknown	35_2

CUST_138720_PI403524517	1	42.425415	75.88431	0.39744425	0.11237764	0.12593365	-0.11237764	-0.2758274	-0.18994045	35_38907	Rep: H0901F07.12 protein - Oryza sativa (Rice)	UniRef90_Q259C4	CHR3V7|COORD:5193326..5196442| choline transporter-related	AT3G15380.1	CHR04V5|COORD:34566403..34561432|protein expressed protein	LOC_Os04g58470.2	no descriptionmoderately similar to ( 218)AT3G15380| Symbols:  | choline transporter-related | chr3:5193326-5196442 FORWARDnot assigned	transport.misc	34_99

CUST_45662_PI403524517	1	69.75774	47.312943	0.2841153	0.36476135	0.12493467	-0.12493515	-0.82422066	-0.5750847	35_13086	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_84370_PI403524517	1	31.090078	89.75253	0.62987757	0.15982676	0.13858175	-0.26456022	-0.13858175	-0.20495796	35_24174	Rep: PGP1 - Zea mays (Maize)	UniRef90_Q6UNK5	"CHR2V7|COORD:15509241..15514129| ATPGP1 (ARABIDOPSIS THALIANA P GLYCOPROTEIN1); calmodulin binding"	AT2G36910.1	CHR08V5|COORD:28131423..28137286|protein multidrug resistance protein 1, putative, expressed	LOC_Os08g45030.1	" no descriptionmoderately similar to ( 226)AT2G36910| Symbols: PGP1, ATMDR1 | ATPGP1 (ARABIDOPSIS THALIANA P GLYCOPROTEIN1); calmodulin binding | chr2:15509241-15514129 FORWARDvery weakly similar to (97.1)MDR_ORYSAnot assigned not assigned not assigned ABC_membrane MdlB PRK10790 "	transport.ABC transporters and multidrug resistance systems	34_16

CUST_52366_PI403524517	1	41.424652	72.113396	0.06273842	0.37322426	0.21014023	-0.12247467	-0.06273842	-0.0633297	35_14923	Rep: Superoxide dismutase [Cu-Zn] 2 - Oryza sativa (Rice)	UniRef90_P28757	"CHR1V7|COORD:2827703..2829056| CSD1 (copper/zinc superoxide dismutase 1); copper, zinc superoxide dismutase"	AT1G08830.1	CHR03V5|COORD:13158003..13163424|protein superoxide dismutase 1, putative, expressed	LOC_Os03g22810.1	no descriptionmoderately similar to ( 255)AT1G08830| Symbols: CSD1 | CSD1 (copper/zinc superoxide dismutase 1) | chr1:2827703-2829056 FORWARDmoderately similar to ( 277)SODC4_MAIZESuperoxide dismutase [Cu-Zn] 4A - Zea mays (Maize)not assigned not assigned Sod_Cu Cu-Zn_Superoxide_Dismutase SodC PRK10290	redox.dismutases and catalases	21_6

CUST_149717_PI403524517	1	45.125946	128.46227	0.062758446	0.6898937	0.08093071	-0.17271519	-0.0627594	-0.14777756	35_41885	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_166480_PI403524517	1	58.65729	6.6237793	0.17048645	0.18800926	0.16612434	-0.16612434	-0.60426664	-0.7159424	35_46378	"Cluster: Tetratricopeptide repeat protein 2-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Tetratricopeptide repeat protein 2-like - Oryza sativa (japon"	UniRef90_Q5ZDK5	"CHR1V7|COORD:19883394..19886043| TTL1 (TETRATRICOPETIDE-REPEAT THIOREDOXIN-LIKE 1); binding"	AT1G53300.1	CHR01V5|COORD:24787885..24791892|protein electron transporter, putative, expressed	LOC_Os01g42960.1	"no descriptionweakly similar to ( 110)AT1G53300| Symbols: TTL1 | TTL1 (TETRATRICOPETIDE-REPEAT THIOREDOXIN-LIKE 1); binding | chr1:19883394-19886043 FORWARDnot assigned TRX_family"	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_90534_PI403524517	2	47.886158	47.743053	0.23701715	0.11126089	0.110088825	-0.1776123	-0.29352474	-0.110088825	35_25892	"Cluster: Putative phragmoplast-associated kinesin; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative phragmoplast-associated kinesin - Oryza sativa (jap"	UniRef90_Q6K990	CHR4V7|COORD:8244224..8247282| phragmoplast-associated kinesin-related protein 2 (PAKRP2)	AT4G14330.1	CHR02V5|COORD:34626439..34630769|protein kinesin-like protein KIF3A, putative, expressed	LOC_Os02g56540.1	no descriptionmoderately similar to ( 238)AT4G14330| Symbols:  | phragmoplast-associated kinesin-related protein 2 (PAKRP2) | chr4:8244224-8247282 FORWARDvery weakly similar to (53.5)KLP1_CHLREKinesin-like protein KLP1 - Chlamydomonas reinhardtiinot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned KISc KISc Kinesin KISc_C_terminal KISc_BimC_Eg5 KISc_KHC_KIF5 KIP1 KISc_KID_like KISc_CENP_E KISc_KIP3_like KISc_KIF1A_KIF1B KISc_KIF2_like KISc_KIF3 KISc_KIF23_like KISc_KIF9_like KISc_KIF4 TT_ORF1 KISc_KLP2_like Protamine_P1 Motor_domain	cell.organisation	31_1

CUST_82019_PI403524517	1	11.725394	79.92276	0.14354897	0.32513523	0.05243206	-0.06636715	-0.059472084	-0.05243206	35_23527	"Cluster: OSJNBa0070M12.8 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0070M12.8 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XTL8	CHR1V7|COORD:18188508..18191112| protein kinase family protein	AT1G49180.1	CHR04V5|COORD:34872196..34870281|protein MAP/microtubule affinity-regulating kinase 4, putative, expressed	LOC_Os04g58990.1	no descriptionweakly similar to ( 166)AT1G49180| Symbols:  | protein kinase family protein | chr1:18188508-18191112 REVERSEvery weakly similar to (78.2)CDPK_DAUCACalcium-dependent protein kinase - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase Pkinase_Tyr PTKc TyrKc SPS1 PTKc_ALK_LTK PTKc_Syk_like PTKc_Frk_like PTKc_Ror1 PTKc_Src_like PTKc_Fes_like PTKc_Fyn_Yrk PTKc_Trk PTKc_Tec_Rlk PTKc_Itk PTKc_Ror PTKc_TrkC PTKc_FAK PTKc_TrkA PTKc_c-ros PTKc_EphR PTKc_TrkB PTKc_Tec_like PTKc_Srm_Brk PTKc_Fes PTKc_Ack_like PTKc_Yes PTKc_Lyn PTKc_EGFR_like PTKc_EphR_A2 PTKc_EphR_A PTKc_InsR_like PTKc_Src PTKc_FGFR PTKc_Ror2 PTKc_Musk PTKc_FGFR1 PTKc_FGFR3 PTKc_Btk_Bmx PTKc_Lck_Blk PTKc_FGFR4 PTKc_Hck PTKc_EphR_B PTKc_Jak_rpt2 PTK_CCK4	protein.postranslational modification	29_4

CUST_73064_PI403524517	1	3.9573207	70.17769	0.14815521	0.079416275	0.028707504	-0.02870655	-0.030768394	-0.030768394	35_20948	"Cluster: Diphthamide biosynthesis protein 2; n=2; Oryza sativa (japonica cultivar-group)|Rep: Diphthamide biosynthesis protein 2 - Oryza sativa (japonica cultiv"	UniRef90_Q53LS8	CHR3V7|COORD:22036332..22038753| diphthamide synthesis DPH2 family protein	AT3G59630.1	CHR11V5|COORD:9067434..9073083|protein diphthamide biosynthesis protein 2, putative, expressed	LOC_Os11g16430.1	no descriptionmoderately similar to ( 221)AT3G59630| Symbols:  | diphthamide synthesis DPH2 family protein | chr3:22036332-22038753 REVERSEnot assigned Diphthamide_syn DPH2	not assigned.no ontology	35_1

CUST_81418_PI403524517	1	49.795918	104.63476	0.1371355	0.5741863	0.071819305	-0.22719288	-0.19458008	-0.071819305	35_23355	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_142701_PI403524517	1	64.977005	26.927792	0.17906713	0.17853451	0.10662937	-0.10662937	-0.12391615	-0.32202578	35_39993	"Cluster: OSJNBa0040D17.15 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0040D17.15 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XX94	CHR1V7|COORD:2567649..2573139| vacuolar assembly protein, putative (VPS41)	AT1G08190.1	CHR04V5|COORD:6491586..6499026|protein vacuolar assembly protein VPS41, putative, expressed	LOC_Os04g11880.1	 no descriptionmoderately similar to ( 327)AT1G08190| Symbols:  | vacuolar assembly protein, putative (VPS41) | chr1:2567649-2573139 FORWARDnot assigned 	not assigned.no ontology	35_1

CUST_72738_PI403524517	1	89.84086	3.5565195	0.16840267	0.17652321	0.1806488	-0.16840315	-0.27324677	-0.92261505	35_20851	"Cluster: Chalcone isomerase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Chalcone isomerase-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6EQW2	CHR1V7|COORD:19980153..19981583| chalcone-flavanone isomerase-related	AT1G53520.1	CHR02V5|COORD:12765278..12772118|protein chalcone isomerase 3, putative, expressed	LOC_Os02g21520.1	no descriptionweakly similar to ( 183)AT1G53520| Symbols:  | chalcone-flavanone isomerase-related | chr1:19980153-19981583 REVERSE	secondary metabolism.flavonoids.chalcones	16_8_2

CUST_28561_PI399408534	2	42.10507	39.731476	0.38077545	0.30855465	0.16012049	-0.37203455	-0.39828348	-0.16012049	35_12416	"Cluster: Hypothetical protein P0583B06.20; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0583B06.20 - Oryza sativa (japonica"	UniRef90_Q6ZBS6	CHR3V7|COORD:9075244..9084285| DNA binding	AT3G24870.1	CHR08V5|COORD:4525712..4517322|protein DNA binding protein, putative, expressed	LOC_Os08g08000.1	no descriptionweakly similar to ( 112)AT3G24870| Symbols:  | DNA binding | chr3:9075244-9084285 REVERSEnot assigned	not assigned.unknown	35_2

CUST_13511_PI403524517	1	48.07929	65.359566	1.4224939	1.6142187	0.27843952	-0.45048714	-0.74572754	-0.27844048	35_3874	"Cluster: Os12g0428000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os12g0428000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0INM9	"CHR5V7|COORD:26465054..26465808| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G17850.1); similar to Rhodanese-like domain [Medicago truncatula]"	AT5G66170.1	CHR12V5|COORD:13654437..13656115|protein senescence-associated protein DIN1, putative, expressed	LOC_Os12g24020.2	"no descriptionvery weakly similar to (87.4)AT2G17850| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G66170.2); similar to Rhodanese-like domain [Medicago truncatula] (GB:ABE88183.1); contains InterPro domain Rhodanese-like; (InterPro:IPR001763) | chr2:7767087-7767869 REVERSEvery weakly similar to (72.8)DIN1_RAPSASenescence-associated protein DIN1 - Raphanus sativus (Radish)not assigned RHOD RHOD RHOD_1 Rhodanese PspE TST_Repeat_2 SseA"	development.unspecified	33_99

CUST_15916_PI403524517	1	46.298386	51.438496	0.675591	0.7748046	0.23277044	-0.42140913	-0.23277044	-0.62854767	35_4595	"Cluster: Cytochrome P450-like protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Cytochrome P450-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8S7S6	"CHR2V7|COORD:18515467..18517365| CYP704A1 (cytochrome P450, family 704, subfamily A, polypeptide 1); oxygen binding"	AT2G44890.1	CHR10V5|COORD:20086807..20082285|protein cytochrome P450 94A2, putative, expressed	LOC_Os10g38110.2	" no descriptionweakly similar to ( 101)AT2G45510| Symbols: CYP704A2 | CYP704A2 (cytochrome P450, family 704, subfamily A, polypeptide 2); oxygen binding | chr2:18760159-18762018 FORWARDnot assigned "	misc.cytochrome P450	26_10

CUST_28742_PI403524517	1	23.138912	144.3803	-0.04890442	-0.86866474	-0.059536934	0.06551647	0.07861233	0.04890442	35_8301	"Cluster: Os03g0151600 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os03g0151600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DV39	CHR2V7|COORD:16302470..16303180| GCN5-related N-acetyltransferase (GNAT) family protein	AT2G39020.1	CHR03V5|COORD:2823942..2822968|protein N-acetyltransferase, putative, expressed	LOC_Os03g05710.1	no descriptionweakly similar to ( 142)AT2G39020| Symbols:  | GCN5-related N-acetyltransferase (GNAT) family protein | chr2:16302470-16303180 FORWARDvery weakly similar to (81.6)THT11_TOBACTyramine N-feruloyltransferase 4/11 - Nicotiana tabacum (Common tobacco)not assigned not assigned Acetyltransf_1	misc.GCN5-related N-acetyltransferase	26_24

CUST_34321_PI403524517	1	48.677704	65.31751	-0.031742096	-0.14171791	-0.07977009	0.07760811	0.03174305	0.040596962	35_9895	Rep: Os06g0319600 protein - Oryza sativa (japonica cultivar-group)	UniRef90_Q0DCK2	0	0	CHR06V5|COORD:12402449..12409356|protein poly, putative, expressed	LOC_Os06g21470.1	no description	not assigned.unknown	35_2

CUST_120802_PI403524517	1	27.864264	60.490955	0.22476768	0.10354042	0.39323997	-0.14418888	-0.18367767	-0.103541374	35_34138	"Cluster: Photosystem I P700 chlorophyll a apoprotein A2; n=208; Embryophyta|Rep: Photosystem I P700 chlorophyll a apoprotein A2 - Arabidopsis thaliana (Mouse-ea"	UniRef90_P56767	CHRCV7|COORD:37375..39579| Encodes the D1 subunit of photosystem I  and II reaction centers.	ATCG00340.1	CHR10V5|COORD:20142839..20145429|protein photosystem I P700 chlorophyll a apoprotein A1, putative	LOC_Os10g38229.1	no descriptionmoderately similar to ( 201)ATCG00340| Symbols: PSAB | Encodes the D1 subunit of photosystem I  and II reaction centers. | chrC:37375-39579 REVERSEmoderately similar to ( 205)PSAB_WHEATPhotosystem I P700 chlorophyll a apoprotein A2 - Triticum aestivum (Wheat)psaB PsaA_PsaB psaA	PS.lightreaction.photosystem I.PSI polypeptide subunits	1_1_2_2

CUST_17943_PI399408534	1	45.586395	124.187515	-0.046793938	-0.9071865	-0.16999435	0.04679489	0.06358719	0.111842155	35_27493	"Cluster: N-dimethylguanosine tRNA methyltransferase, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: N-dimethylguanosine tRNA"	UniRef90_Q339G6	CHR5V7|COORD:5157801..5161124| N2,N2-dimethylguanosine tRNA methyltransferase family protein	AT5G15810.1	CHR10V5|COORD:10600802..10608096|protein N-dimethylguanosine tRNA methyltransferase, putative, expressed	LOC_Os10g21360.1	 no descriptionvery weakly similar to (92.4)AT5G15810| Symbols:  | N2,N2-dimethylguanosine tRNA methyltransferase family protein | chr5:5157801-5161124 FORWARDnot assigned 	RNA.regulation of transcription.unclassified	27_3_99

CUST_165887_PI403524517	2	21.832064	49.31832	0.11221552	0.2479248	0.34169865	-0.16881561	-0.112215996	-0.16908836	35_46219	Rep: Centrin - Oryza sativa (japonica cultivar-group)	UniRef90_Q9AYE7	CHR4V7|COORD:17444415..17445374| caltractin, putative / centrin, putative	AT4G37010.1	CHR10V5|COORD:12542703..12539503|protein caltractin, putative, expressed	LOC_Os10g25010.1	no description	not assigned.unknown	35_2

CUST_51310_PI403524517	1	19.076534	67.44573	0.12912941	0.2754221	0.06853771	-0.09923649	-0.06853676	-0.09544468	35_14626	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_165788_PI403524517	1	63.173286	43.3442	0.12969112	0.24984169	0.12033558	-0.39374447	-0.57678604	-0.120334625	35_46193	"Cluster: Os01g0898800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0898800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JGW8		0	0	0	no description	not assigned.unknown	35_2

CUST_3340_PI399408534	1	17.97565	64.679665	0.08006859	0.28528166	0.1305852	-0.080069065	-0.11266041	-0.08880901	35_36056	"Cluster: Helicase associated domain family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Helicase associated domain family protein, expre"	UniRef90_Q2R6C2	CHR1V7|COORD:9715602..9720333| RNA helicase, putative	AT1G27900.1	CHR11V5|COORD:11886409..11902562|protein pre-mRNA-splicing factor ATP-dependent RNA helicase F56D2.6, putative, expressed	LOC_Os11g20554.1	 no descriptionvery weakly similar to (82.4)AT1G27900| Symbols:  | RNA helicase, putative | chr1:9715602-9720333 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned HrpA 	RNA.processing.RNA helicase	27_1_2

CUST_74399_PI403524517	1	28.403063	116.48012	-0.1005249	-0.5584564	-0.056738853	0.062747	0.094433784	0.0567379	35_21335	Rep: 40S ribosomal protein S11-1 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_P16181	"CHR3V7|COORD:18152002..18153174| EMB1080 (EMBRYO DEFECTIVE 1080); structural constituent of ribosome"	AT3G48930.1	CHR04V5|COORD:24859946..24857706|protein 40S ribosomal protein S11, putative, expressed	LOC_Os04g42380.1	"no descriptionmoderately similar to ( 287)AT3G48930| Symbols: EMB1080 | EMB1080 (EMBRYO DEFECTIVE 1080); structural constituent of ribosome | chr3:18152002-18153174 REVERSEmoderately similar to ( 291)RS11_MAIZE40S ribosomal protein S11 - Zea mays (Maize)not assigned not assigned rps17p Ribosomal_S17 RpsQ rpsQ"	protein.synthesis.misc ribososomal protein	29_2_2

CUST_38501_PI403524517	2	35.55453	18.89349	0.14282942	0.12884188	0.1840477	-0.21826696	-0.2751274	-0.12884188	35_11079	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QVB9	"CHR3V7|COORD:289225..292564| similar to nucleolar protein gar2-related [Arabidopsis thaliana] (TAIR:AT2G42320.2); similar to expressed protein [Oryza"	AT3G01810.1	CHR12V5|COORD:7443509..7438434|protein expressed protein	LOC_Os12g13340.2	"no descriptionvery weakly similar to (99.4)AT3G01810| Symbols:  | similar to nucleolar protein gar2-related [Arabidopsis thaliana] (TAIR:AT2G42320.2); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABA96901.1) | chr3:289225-292382 FORWARD"	not assigned.unknown	35_2

CUST_6745_PI403524517	1	55.429604	44.05434	0.13071632	0.052966118	0.13858414	-0.19946766	-0.052966118	-0.1865139	35_1873	"Cluster: Ubiquitin family protein, expressed; n=4; Oryza sativa|Rep: Ubiquitin family protein, expressed - Oryza sativa (japonica cultivar-group)"	UniRef90_Q336W0	CHR2V7|COORD:7485354..7488443| ubiquitin family protein	AT2G17190.1	CHR10V5|COORD:20844903..20839650|protein ubiquilin-1, putative, expressed	LOC_Os10g39620.7	no descriptionvery weakly similar to (91.3)AT2G17200| Symbols:  | ubiquitin family protein | chr2:7489215-7492172 REVERSEnot assigned not assigned not assigned UBL Scythe_N UBQ ubiquitin RAD23_N UBQ	protein.degradation.ubiquitin.ubiquitin	29_5_11_1

CUST_46049_PI403524517	1	32.04386	52.042713	0.34066725	0.5992861	0.20775652	-0.20775604	-0.3997469	-0.29307365	35_13188	Rep: F3N23.26 protein - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q9SSM1	"CHR1V7|COORD:27482688..27484919| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G48790.1); similar to unnamed protein product [Ostreococcus tauri]"	AT1G73060.1	CHR02V5|COORD:896074..900376|protein expressed protein	LOC_Os02g02520.1	"no descriptionvery weakly similar to (88.6)AT1G73060| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G48790.1); similar to unnamed protein product [Ostreococcus tauri] (GB:CAL50320.1); similar to Os02g0117100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001045684.1) | chr1:27482688-27484919 FORWARD"	not assigned.unknown	35_2

CUST_10669_PI403524517	1	5.9336786	95.06123	0.10074425	0.3096285	0.038196564	-0.042956352	-0.04136753	-0.038196564	35_3014	"Cluster: Putative survival motor neuron domain containing 1; splicing factor 30, survival of motor neuron-related; n=1; Oryza sativa (japonica cultivar-group)|R"	UniRef90_Q6ZC63	CHR2V7|COORD:698360..700793| nucleic acid binding	AT2G02570.2	CHR08V5|COORD:511930..507400|protein nucleic acid binding protein, putative, expressed	LOC_Os08g01840.1	no descriptionmoderately similar to ( 372)AT2G02570| Symbols:  | nucleic acid binding | chr2:698360-700793 REVERSEnot assigned not assigned TUDOR	not assigned.unknown	35_2

CUST_50665_PI403524517	1	38.201847	94.48814	0.11989212	0.6850252	0.18031883	-0.19548225	-0.11989212	-0.26861525	35_14459	"Cluster: OSJNBb0017I01.21 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBb0017I01.21 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XKD3	"CHR1V7|COORD:11532648..11534386| PRK (PHOSPHORIBULOKINASE); ATP binding / phosphoribulokinase/ protein binding"	AT1G32060.1	CHR04V5|COORD:34532434..34536998|protein mismatch repair ATPase, putative, expressed	LOC_Os04g58410.1	" no descriptionweakly similar to ( 139)AT1G32060| Symbols: PRK | PRK (PHOSPHORIBULOKINASE); ATP binding / phosphoribulokinase/ protein binding | chr1:11532648-11534386 FORWARDweakly similar to ( 142)KPPR_WHEATPhosphoribulokinase, chloroplast precursor - Triticum aestivum (Wheat)not assigned PRK07429 PRK00409 Lon_C Lon COG1193 PRK10787 ABC_MutS2 LonB "	PS.calvin cyle.PRK	1_3_12

CUST_46723_PI403524517	1	108.42247	40.22806	0.08190489	0.19417572	0.14311886	-0.08190489	-0.63587046	-0.13081837	35_13379	"Cluster: Leucine-rich repeat family protein /protein kinase family protein- like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Leucine-rich repeat family pr"	UniRef90_Q6EQG8	CHR1V7|COORD:2359814..2366420| leucine-rich repeat transmembrane protein kinase, putative	AT1G07650.1	CHR09V5|COORD:10784209..10792868|protein receptor-like protein kinase 2, putative, expressed	LOC_Os09g17630.1	 no descriptionmoderately similar to ( 231)AT1G07650| Symbols:  | leucine-rich repeat transmembrane protein kinase, putative | chr1:2359814-2366420 REVERSEweakly similar to ( 110)RPK1_IPONIReceptor-like protein kinase precursor - Ipomoea nil (Japanese morning glory) (Pharbitis nil)not assigned not assigned not assigned not assigned not assigned 	stress.biotic	20_1

CUST_98507_PI403524517	1	48.50908	112.007744	0.22547245	1.3282852	0.18430233	-0.18630266	-0.18430185	-0.40155077	35_28122	0	0	"CHR4V7|COORD:18511852..18514133| ATUBP3 (UBIQUITIN-SPECIFIC PROTEASE 3); ubiquitin-specific protease"	AT4G39910.1	CHR03V5|COORD:4698392..4694244|protein ubiquitin carboxyl-terminal hydrolase 4, putative, expressed	LOC_Os03g09080.1	"no descriptionweakly similar to ( 149)AT2G22310| Symbols: ATUBP4 | ATUBP4 (UBIQUITIN-SPECIFIC PROTEASE 4); ubiquitin-specific protease | chr2:9483813-9485905 REVERSEnot assigned not assigned not assigned Peptidase_C19G UCH Peptidase_C19E peptidase_C19C Peptidase_C19 Peptidase_C19K Peptidase_C19L Peptidase_C19O Peptidase_C19R Peptidase_C19H"	protein.degradation.ubiquitin.ubiquitin protease	29_5_11_5

CUST_104541_PI403524517	2	49.417973	30.06531	-0.19282961	-0.19501972	-0.10789347	0.3236084	0.3223338	0.10789347	35_29793	"Cluster: Hypothetical protein OJ1570_H12.17; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1570_H12.17 - Oryza sativa (japonica cultiv"	UniRef90_Q6Z7G7		0	CHR02V5|COORD:14049222..14051159|protein hypothetical protein	LOC_Os02g24240.1	no description	not assigned.unknown	35_2

CUST_44589_PI403524517	2	9.887024	40.000427	0.5612569	0.47966623	0.23451042	-0.26232052	-0.28605938	-0.23450994	35_12790	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_92419_PI403524517	1	57.916267	21.334686	0.19673443	0.2712264	0.18578672	-0.24986696	-0.18578672	-0.5389571	35_26426	"Cluster: Hypothetical protein OJ1521_G01.18; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1521_G01.18 - Oryza sativa (japonica cultiv"	UniRef90_Q6Z7I5	"CHR5V7|COORD:16319457..16323599| similar to Os02g0329300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001046716.1); similar to serine-threonine rich"	AT5G40740.1	CHR02V5|COORD:13349857..13360648|protein expressed protein	LOC_Os02g22370.3	"no descriptionweakly similar to ( 194)AT5G40740| Symbols:  | similar to Os02g0329300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001046716.1); similar to serine-threonine rich antigen [Staphylococcus aureus] (GB:AAL58470.1) | chr5:16319457-16323599 REVERSEnot assigned"	not assigned.unknown	35_2

CUST_100273_PI403524517	1	47.965088	51.776875	0.03184986	0.07539654	0.034381866	-0.09451389	-0.07243824	-0.031848907	35_28625	"Cluster: Ubiquitin/60s ribosomal protein L40 fusion; n=14; Eukaryota|Rep: Ubiquitin/60s ribosomal protein L40 fusion - Ostreococcus tauri"	UniRef90_Q00Y36	"CHR5V7|COORD:771975..772895| UBQ3 (POLYUBIQUITIN 3); protein binding"	AT5G03240.2	CHR06V5|COORD:28400733..28403579|protein polyubiquitin containing 7 ubiquitin monomers, putative, expressed	LOC_Os06g46770.3	"no descriptionmoderately similar to ( 345)AT5G03240| Symbols: UBQ3 | UBQ3 (POLYUBIQUITIN 3); protein binding | chr5:771975-772895 REVERSEweakly similar to ( 150)UBIQ_WHEATUbiquitin - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned Ubiquitin ubiquitin UBQ Nedd8 UBL AN1_N RAD23_N Scythe_N UBQ parkin_N Fubi GDX_N SF3a120_C NIRF_N ISG15_repeat2 UBI4 hPLIC_N"	protein.degradation.ubiquitin.ubiquitin	29_5_11_1

CUST_29886_PI399408534	2	28.294699	18.005098	1.4153366	2.0257177	1.6685438	-1.4153366	-2.3960862	-1.6387134	35_38581	"Cluster: Cytokinin-regulated kinase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Cytokinin-regulated kinase-like - Oryza sativa (japonica cultivar-gro"	UniRef90_Q5VMJ7	"CHR2V7|COORD:7732318..7734034| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G35920.2); similar to Unknown protein [Oryza sativa (japonica"	AT2G17780.3	CHR06V5|COORD:2662465..2660305|protein protein kinase, putative, expressed	LOC_Os06g05830.1	"no descriptionvery weakly similar to (86.3)AT2G17780| Symbols: MCA2 | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G35920.2); similar to Unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAM51833.1); similar to Os03g0157300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001049013.1) | chr2:7732890-7734034 REVERSEvery weakly similar to (50.8)CRI4_MAIZEPutative receptor protein kinase CRINKLY4 precursor - Zea mays (Maize)not assigned"	signalling.receptor kinases.DUF 26	30_2_17

CUST_90040_PI403524517	1	38.04658	63.3317	0.39424086	0.78749037	0.21183968	-0.21183968	-0.26865864	-0.4353056	35_25758	"Cluster: Vps52/Sac2 family protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Vps52/Sac2 family protein, putative, expressed - Oryza"	UniRef90_Q337J1	CHR1V7|COORD:26877726..26881981| Vps52/Sac2 family protein	AT1G71300.1	CHR10V5|COORD:18156871..18167124|protein vacuolar protein sorting protein 52, putative, expressed	LOC_Os10g34680.1	no descriptionweakly similar to ( 129)AT1G71300| Symbols:  | Vps52/Sac2 family protein | chr1:26877726-26881981 FORWARDnot assigned Vps52	not assigned.no ontology	35_1

CUST_3250_PI403524517	1	44.07421	77.44994	-0.07362175	-0.36365604	-0.14690208	0.16654015	0.1968193	0.073620796	35_885	Rep: B0806H07.1 protein - Oryza sativa (Rice)	UniRef90_Q01J03	"CHR4V7|COORD:13456799..13459896| MRH5/SHV3 (morphogenesis of root hair 5); glycerophosphodiester phosphodiesterase/ kinase"	AT4G26690.1	CHR04V5|COORD:23387527..23392407|protein glycerophosphoryl diester phosphodiesterase family protein, putative, expressed	LOC_Os04g39610.2	" no descriptionweakly similar to ( 196)AT4G26690| Symbols: MRH5, SHV3 | MRH5/SHV3 (morphogenesis of root hair 5); glycerophosphodiester phosphodiesterase/ kinase | chr4:13456799-13459896 REVERSEnot assigned GDPD "	lipid metabolism.lipid degradation.lysophospholipases.glycerophosphodiester phosphodiesterase	11_9_3_3

CUST_158774_PI403524517	1	76.67874	40.34934	0.05180931	0.02749157	0.06621361	-0.107774734	-0.027490616	-0.036663055	35_44320	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_30266_PI403524517	1	69.559586	48.691334	0.160676	0.3534422	0.16464376	-0.16067553	-0.5682173	-0.22035694	35_8736	"Cluster: Os02g0191700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0191700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E365	CHR1V7|COORD:20340237..20343202| calcium-binding EF-hand family protein	AT1G54450.1	CHR02V5|COORD:5075533..5071312|protein calcium ion binding protein, putative, expressed	LOC_Os02g09840.1	no descriptionweakly similar to ( 101)AT1G54450| Symbols:  | calcium-binding EF-hand family protein | chr1:20340237-20343202 REVERSEnot assigned PRK12323	protein.postranslational modification	29_4

CUST_10930_PI403524517	1	63.75572	43.54262	0.02836895	0.056318283	0.07407951	-0.12051678	-0.06851387	-0.028367996	35_3089	"Cluster: Branched-chain amino acid aminotransferase; n=2; Triticeae|Rep: Branched-chain amino acid aminotransferase - Hordeum vulgare (Barley)"	UniRef90_Q70KX9	CHR4V7|COORD:11475834..11477526| zinc ion binding	AT4G21580.2	CHR03V5|COORD:6927108..6930457|protein branched-chain-amino-acid aminotransferase, putative, expressed	LOC_Os03g12890.2	 no descriptionvery weakly similar to (82.8)AT4G21580| Symbols:  | oxidoreductase, zinc-binding dehydrogenase family protein | chr4:11475834-11477526 FORWARDnot assigned Qor ADH_zinc_N 	misc.misc2	26_1

CUST_24175_PI403524517	1	72.90237	49.198288	0.10589504	0.09489632	0.03430128	-0.034300804	-0.30761528	-0.30854368	35_7018	"Cluster: Hypothetical protein P0478H03.8; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0478H03.8 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q5N7N6	CHR1V7|COORD:3297480..3300355| protein prenyltransferase	AT1G10095.1	CHR01V5|COORD:28514701..28520197|protein protein prenyltransferase, putative, expressed	LOC_Os01g49060.1	no descriptionvery weakly similar to (52.4)AT1G10095| Symbols:  | protein prenyltransferase | chr1:3297480-3300355 REVERSE	not assigned.no ontology	35_1

CUST_53148_PI403524517	1	13.052905	96.00123	-0.07619572	-0.35838604	-0.07532883	0.07532978	0.08257294	0.097117424	35_15129	"Cluster: Mitochondrial processing peptidase beta subunit, mitochondrial, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Mitochondrial pro"	UniRef90_Q10Q21	"CHR3V7|COORD:365631..368533| MPPBETA; metalloendopeptidase"	AT3G02090.1	CHR03V5|COORD:5849271..5853931|protein mitochondrial-processing peptidase beta subunit, mitochondrial precursor, putative, expressed	LOC_Os03g11410.1	" no descriptionhighly similar to ( 714)AT3G02090| Symbols: MPPBETA | MPPBETA; metalloendopeptidase | chr3:365631-368541 FORWARDweakly similar to ( 197)MPPA_SOLTUMitochondrial-processing peptidase subunit alpha, mitochondrial precursor - Solanum tuberosum (Potato)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PqqL Peptidase_M16 Peptidase_M16_C Ptr PRK07003 Atrophin-1 PRK12323 PRK07764 COG1026 Tymo_45kd_70kd TT_ORF1 PRK12678 AF-4 HPC2 PRK05648 DUF1421 APC_basic IER Extensin_2 KAR9 DUF1509 DUF566 Herpes_BLLF1 Herpes_UL32 Metaviral_G Drf_FH1 "	protein.targeting.mitochondria	29_3_2

CUST_173379_PI403524517	2	43.2683	34.66605	0.119496346	0.20551682	0.25030947	-0.119496346	-0.29291916	-0.19162416	35_48275	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10SM2	CHR3V7|COORD:22618127..22619858| fructosamine kinase family protein	AT3G61080.1	CHR03V5|COORD:952949..956760|protein expressed protein	LOC_Os03g02640.1	no descriptionvery weakly similar to (75.9)AT3G61080| Symbols:  | fructosamine kinase family protein | chr3:22618127-22619858 FORWARDnot assigned Fructosamin_kin COG3001	not assigned.no ontology	35_1

CUST_132098_PI403524517	1	74.18609	8.69933	0.079527855	0.07505798	0.08889294	-0.26514053	-0.48086166	-0.07505703	35_37100	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_61192_PI403524517	1	60.21281	34.109505	0.34125805	0.44795275	0.2188921	-0.24740934	-0.6046276	-0.21889257	35_17456	"Cluster: Expressed protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10M62	"CHR3V7|COORD:20414166..20417199| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G39300.1); similar to Moesin; Prefoldin [Medicago truncatula]"	AT3G55060.1	CHR03V5|COORD:11643090..11639233|protein expressed protein	LOC_Os03g20580.1	"no descriptionvery weakly similar to (60.1)AT3G55060| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G39300.1); similar to Moesin; Prefoldin [Medicago truncatula] (GB:ABE91351.1); contains InterPro domain Prefoldin; (InterPro:IPR009053) | chr3:20414166-20417199 REVERSE"	DNA.synthesis/chromatin structure	28_1

CUST_144580_PI403524517	2	43.91363	17.45952	0.27805567	0.2572732	0.19615889	-0.19615889	-0.431314	-0.5223179	35_40491	"Cluster: Hypothetical protein; n=1; Chaetomium globosum CBS 148.51|Rep: Hypothetical protein - Chaetomium globosum CBS 148.51"	UniRef90_Q2H2Z7		0	0	0	no description	not assigned.unknown	35_2

CUST_152229_PI403524517	1	23.841335	53.554665	0.33532047	0.61582756	0.21085596	-0.27766037	-0.3430195	-0.21085596	35_42551	"Cluster: Hypothetical protein At5g20610; n=3; Arabidopsis thaliana|Rep: Hypothetical protein At5g20610 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q0WLI8	"CHR5V7|COORD:6969186..6972796| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G26160.1); similar to unknown protein [Oryza sativa (japonica cultivar"	AT5G20610.1	CHR01V5|COORD:30009857..30005937|protein expressed protein	LOC_Os01g51640.1	"no descriptionweakly similar to ( 107)AT5G20610| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G26160.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD82279.1); similar to Os01g0714100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001044057.1) | chr5:6969186-6972796 FORWARD"	not assigned.unknown	35_2

CUST_178762_PI403524517	1	32.22807	115.16701	0.070794106	0.7789483	0.1568389	-0.1396637	-0.1207304	-0.07079458	35_49720	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_22803_PI403524517	1	39.92315	51.29798	-0.06940842	-0.022789001	-0.044262886	0.022789955	0.039586067	0.053622246	35_6623	"Cluster: Os03g0288400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os03g0288400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DSU0	"CHR4V7|COORD:8152494..8153086| similar to kinesin like protein, putative, expressed [Oryza sativa (japonica cultivar-group)] (GB:ABF95375.1); contains domain Ar"	AT4G14145.1	CHR03V5|COORD:9957977..9960077|protein kinesin like protein, putative, expressed	LOC_Os03g17910.1	" no descriptionweakly similar to ( 160)AT4G14145| Symbols:  | similar to kinesin like protein, putative, expressed [Oryza sativa (japonica cultivar-group)] (GB:ABF95375.1); contains domain Arp2/3 complex subunits (SSF69645) | chr4:8152494-8153086 REVERSE"	not assigned.unknown	35_2

CUST_104456_PI403524517	2	22.907492	21.750658	-0.045520782	-0.071068764	-0.061818123	0.072592735	0.06525612	0.04551983	35_29768	Rep: Putative DNA ligase 4 - Oryza sativa (Rice)	UniRef90_Q7X7E9	CHR5V7|COORD:23172376..23178914| ATLIG4 (Arabidopsis thaliana DNA ligase IV)	AT5G57160.1	CHR04V5|COORD:30419719..30410572|protein DNA ligase I, ATP-dependent family protein, expressed	LOC_Os04g51700.1	no descriptionvery weakly similar to (65.1)AT5G57160| Symbols: ATLIG4 | ATLIG4 (Arabidopsis thaliana DNA ligase IV) | chr5:23172376-23178914 REVERSEweakly similar to ( 108)DNL4_ORYSAnot assigned	DNA.synthesis/chromatin structure	28_1

CUST_2301_PI404877155	1	38.91876	97.91166	0.11213112	0.5354605	0.10639763	-0.17250824	-0.2413826	-0.10639858	Contig12668_s_at	OSJNBb0021I10.1 [Oryza sativa (japonica cultivar-group)] emb|CAE03196.2| OSJNBb0060M15.8 [Oryza sativa (japonica cultivar-group)]	CAD39379.2	E2F transcription factor-3 (E2F3)	At2g36010.2	protein transposon protein, putative, CACTA, En/Spm sub-class	Os04g02140	NONE	RNA.regulation of transcription.E2F/DP transcription factor family	27_3_18

CUST_155890_PI403524517	1	61.409824	33.00196	0.40318823	0.2005353	0.3261509	-0.35251427	-0.20053482	-0.70134974	35_43539	0	0		0	CHR04V5|COORD:28189563..28196928|protein translation initiation factor IF-2, putative, expressed	LOC_Os04g47860.1	no description	not assigned.unknown	35_2

CUST_601_PI399407379	2	45.51692	16.926508	-0.08646011	-0.12064457	-0.099155426	0.18895817	0.09668732	0.08646011	HvCHLH4									

CUST_24981_PI399408534	1	17.64211	88.15517	0.3727436	0.09629917	0.08526564	-0.08950853	-0.08526611	-0.11686468	35_46315	"Cluster: Os08g0451400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os08g0451400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J5A5	CHR3V7|COORD:15221020..15225428| ARID/BRIGHT DNA-binding domain-containing protein	AT3G43240.1	CHR09V5|COORD:15942745..15935943|protein DNA binding protein, putative, expressed	LOC_Os09g26390.3	no descriptionweakly similar to ( 163)AT3G43240| Symbols:  | ARID/BRIGHT DNA-binding domain-containing protein | chr3:15221020-15225428 REVERSE	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_76529_PI403524517	1	43.029377	93.48012	0.1409297	0.5647993	0.10990381	-0.10990381	-0.21658754	-0.28330183	35_21941	"Cluster: Os06g0223800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0223800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DDH4	CHR2V7|COORD:9413873..9421303| binding	AT2G22125.1	CHR06V5|COORD:6406786..6400423|protein armadillo/beta-catenin-like repeat family protein, expressed	LOC_Os06g11990.1	no descriptionhighly similar to ( 819)AT2G22125| Symbols:  | binding | chr2:9413873-9421303 FORWARDnot assigned ARM	not assigned.no ontology.C2 domain-containing protein	35_1_19

CUST_6180_PI403524517	1	66.368324	41.772636	0.15428162	0.08588982	0.07315731	-0.24773026	-0.07315636	-0.10206413	35_1712	Rep: OSIGBa0140A01.7 protein - Oryza sativa (Rice)	UniRef90_Q01KT2	CHR5V7|COORD:24561214..24563253| nuclear transport factor 2 (NTF2) family protein / RNA recognition motif (RRM)-containing protein	AT5G60980.2	CHR04V5|COORD:17989723..17984758|protein RNA-binding protein-like, putative, expressed	LOC_Os04g30430.1	no descriptionmoderately similar to ( 246)AT5G60980| Symbols:  | nuclear transport factor 2 (NTF2) family protein / RNA recognition motif (RRM)-containing protein | chr5:24561214-24563253 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned NTF2 NTF2 PRK05648 PRK12323 COG0724 RRM PRK07764 PRK07003 NTF2_like RRM_1 PRK10819 DUF605 rne	protein.targeting.nucleus	29_3_1

CUST_42356_PI403524517	1	44.063988	89.421005	0.07915449	0.38441658	0.10463905	-0.07915449	-0.18781567	-0.21015453	35_12172	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_3902_PI403524517	1	71.62708	48.23459	0.017433167	0.052537918	0.042383194	-0.14602089	-0.13231564	-0.017433167	35_1080	"Cluster: Hypothetical protein OJ1714_H10.115; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1714_H10.115 - Oryza sativa (japonica cult"	UniRef90_Q8H559	CHR3V7|COORD:3724332..3725482| MD-2-related lipid recognition domain-containing protein / ML domain-containing protein	AT3G11780.1	CHR07V5|COORD:3197066..3200252|protein ML domain protein, putative, expressed	LOC_Os07g06590.1	no descriptionweakly similar to ( 151)AT3G11780| Symbols:  | MD-2-related lipid recognition domain-containing protein / ML domain-containing protein | chr3:3724332-3725482 REVERSEnot assigned PG-PI_TP ML E1_DerP2_DerF2	not assigned.no ontology	35_1

CUST_86217_PI403524517	1	32.908775	84.285904	0.17828941	0.4505663	0.06962347	-0.1307087	-0.06962395	-0.08681965	35_24693	Rep: Seven transmembrane protein Mlo4 - Zea mays (Maize)	UniRef90_Q94CH1	"CHR1V7|COORD:3671935..3675909| MLO4 (MILDEW RESISTANCE LOCUS O 4); calmodulin binding"	AT1G11000.1	CHR11V5|COORD:4082034..4086654|protein MLO-like protein 4, putative, expressed	LOC_Os11g07912.1	" no descriptionmoderately similar to ( 238)AT1G11000| Symbols: ATMLO4, MLO4 | MLO4 (MILDEW RESISTANCE LOCUS O 4); calmodulin binding | chr1:3671935-3675909 REVERSEvery weakly similar to (95.9)MLOH1_HORVUMLO protein homolog 1 - Hordeum vulgare (Barley)Mlo "	stress.biotic	20_1

CUST_14199_PI404877155	1	30.61187	118.95042	-0.064297676	-0.42731953	-0.048698425	0.048698425	0.08578205	0.05672455	Contig8040_at	putative aminotransferase [Oryza sativa (japonica cultivar-group)] gb|AAP54917.1| putative aminotransferase [Oryza sativa (japonica cultivar	NP_922630.1	branched-chain amino acid aminotransferase 5 / branched-chain amino acid transaminase 5 (BCAT5)	At5g65780.1	protein branched-chain amino acid aminotransferase, putative	Os05g48450	17 putative aminotransferase	amino acid metabolism.synthesis.branched chain group.common	13_1_4_1

CUST_150409_PI403524517	1	45.71412	80.69972	0.11287689	0.48853397	0.15964794	-0.2807827	-0.11287689	-0.3140812	35_42076	Rep: Glutathione reductase, cytosolic - Oryza sativa (Rice)	UniRef90_P48642	"CHR3V7|COORD:8729769..8734122| ATGR1; glutathione-disulfide reductase"	AT3G24170.1	CHR02V5|COORD:34831877..34838075|protein glutathione reductase, cytosolic, putative, expressed	LOC_Os02g56850.3	"no descriptionweakly similar to ( 123)AT3G24170| Symbols: ATGR1 | ATGR1; glutathione-disulfide reductase | chr3:8729769-8734122 REVERSEweakly similar to ( 163)GSHRC_ORYSAnot assigned not assigned PRK06116 Lpd PRK06292 Protamine_P1"	redox.ascorbate and glutathione.glutathione	21_2_2

CUST_112689_PI403524517	1	43.197987	63.182785	0.32012177	0.07519722	0.18689585	-0.14342308	-0.07519722	-0.19337702	35_31986	"Cluster: Hypothetical protein; n=2; Filobasidiella neoformans|Rep: Hypothetical protein - Cryptococcus neoformans (Filobasidiella neoformans)"	UniRef90_Q5KG31	CHR1V7|COORD:16816094..16817173| DNA binding / ligand-dependent nuclear receptor	AT1G44191.1	CHR04V5|COORD:24705559..24701241|protein peroxidase 18 precursor, putative, expressed	LOC_Os04g42100.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_98044_PI403524517	1	42.199337	87.81353	-0.33489132	-0.8888302	-0.12476015	0.12476015	0.30591154	0.21329594	35_27994	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_60870_PI403524517	1	25.662924	100.465004	0.12992859	0.3693657	0.02622509	-0.026226044	-0.043236732	-0.042290688	35_17360	"Cluster: Putative dihydroneopterin aldolase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative dihydroneopterin aldolase - Oryza sativa (japonica cultiv"	UniRef90_Q6Z0T7	CHR5V7|COORD:25293610..25294309| dihydroneopterin aldolase, putative	AT5G62980.1	CHR08V5|COORD:27700148..27701289|protein dihydroneopterin aldolase, putative, expressed	LOC_Os08g44210.1	 no descriptionweakly similar to ( 144)AT5G62980| Symbols:  | dihydroneopterin aldolase, putative | chr5:25293610-25294309 FORWARDDHNA_DHNTPE FolB FolB TFold folB 	C1-metabolism.dihydroneopterin aldolase	25_9

CUST_21810_PI403524517	2	46.573856	48.50083	0.21844292	0.19351292	0.07214928	-0.20705032	-0.17703438	-0.07214928	35_6332	"Cluster: Ubiquitin-activating enzyme E1 1; n=2; Triticum aestivum|Rep: Ubiquitin-activating enzyme E1 1 - Triticum aestivum (Wheat)"	UniRef90_P20973	"CHR5V7|COORD:1970240..1974383| ATUBA2 (Arabidopsis thaliana ubiquitin activating enzyme 2); ubiquitin activating enzyme"	AT5G06460.1	CHR11V5|COORD:300611..294655|protein ubiquitin-activating enzyme E1 2, putative, expressed	LOC_Os11g01510.3	"no descriptionmoderately similar to ( 421)AT5G06460| Symbols: ATUBA2 | ATUBA2 (Arabidopsis thaliana ubiquitin activating enzyme 2); ubiquitin activating enzyme | chr5:1970240-1974383 FORWARDmoderately similar to ( 489)UBE11_WHEATUbiquitin-activating enzyme E1 1 - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned Ube1_repeat2 E1-2_like ThiF ThiF ThiF_MoeB_HesA_family Uba2_SUMO E1_enzyme_family PRK05690 Uba3_RUB PRK08762 Ube1_repeat1 Aos1_SUMO YgdL_like COG1179 PRK07688 PRK12475 PRK05600 APPBP1_RUB PRK07878 PRK08328 PRK07411 PRK08644 PRK05597 E1-1_like PRK08223 E1_ThiF_like"	protein.degradation.ubiquitin.E1	29_5_11_2

CUST_38991_PI403524517	1	81.34887	33.476692	-0.093948364	-0.18667221	-0.13557243	0.35521507	0.10038853	0.093948364	35_11217	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_97084_PI403524517	2	5.601182	23.392344	0.43888855	0.2804227	0.32634068	-0.31060553	-0.2804222	-0.30825996	35_27725	"Cluster: Hypothetical protein OSJNBb0092G21.1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0092G21.1 - Oryza sativa (japonica cu"	UniRef90_Q75HW4	"CHR3V7|COORD:5018282..5020111| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G05480.1); similar to Peptide-N4-(N-acetyl-beta-glucosaminyl)aspara"	AT3G14920.1	CHR05V5|COORD:19141191..19138972|protein peptide-N4-asparagine amidase A, putative, expressed	LOC_Os05g32820.1	"no descriptionweakly similar to ( 118)AT5G05480| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G14920.1); similar to Os05g0395000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001055461.1); similar to Peptide-N4-(N-acetyl-beta-glucosaminyl)aspara (GB:P81898) | chr5:1622339-1624165 REVERSEnot assigned not assigned not assigned not assigned DUF1421 Atrophin-1 Extensin_2 TT_ORF1"	not assigned.unknown	35_2

CUST_7323_PI403524517	1	36.67181	86.903656	-0.049495697	-0.16560173	-0.033631325	0.056609154	0.033631325	0.07351112	35_2033	"Cluster: Os09g0497400 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0497400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J0J5	"CHR4V7|COORD:7451288..7452973| similar to Os09g0497400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001063559.1); similar to AT4g12590-like protein"	AT4G12590.1	CHR09V5|COORD:19234783..19238306|protein protein pob, putative, expressed	LOC_Os09g32220.1	" no descriptionmoderately similar to ( 372)AT4G12590| Symbols:  | similar to Os09g0497400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001063559.1); similar to AT4g12590-like protein [Hyacinthus orientalis] (GB:AAS20990.1); contains InterPro domain Protein of unknown function DUF850, transmembrane eukaryotic; (InterPro:IPR008568) | chr4:7451288-7452973 REVERSEnot assigned not assigned DUF850 "	not assigned.unknown	35_2

CUST_82765_PI403524517	1	55.325394	43.543552	0.105609894	0.278162	0.23600101	-0.17134953	-0.32069778	-0.10561037	35_23735	"Cluster: Putative adapter-related protein complex 4 epsilon 1 subunit; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative adapter-related protein complex"	UniRef90_Q8RZX0	CHR1V7|COORD:11359888..11363897| epsilon-adaptin, putative	AT1G31730.1	CHR01V5|COORD:40265016..40258122|protein clathrin binding protein, putative, expressed	LOC_Os01g68750.1	 no descriptionhighly similar to ( 514)AT1G31730| Symbols:  | epsilon-adaptin, putative | chr1:11359888-11363897 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Adaptin_N COG5096 AF-4 PRK07003 DUF566 Herpes_BLLF1 Tymo_45kd_70kd Pneumo_att_G HPC2 PRK12323 Atrophin-1 PRK07764 KAR9 DUF936 Herpes_TAF50 Herpes_UL32 APC_basic PRK12678 Gag_spuma 	cell. vesicle transport	31_4

CUST_154480_PI403524517	1	84.21638	31.974247	0.255383	0.2926445	0.14937973	-0.14937925	-0.6055846	-0.16634655	35_43167	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_139758_PI403524517	2	18.445778	30.074553	0.2804737	0.5270834	0.43997478	-0.40035868	-0.2804737	-0.31751013	35_39194	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_101467_PI403524517	1	20.835602	104.762505	0.11348534	0.80920887	0.17806149	-0.16601944	-0.16868114	-0.11348534	35_28957	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_34047_PI399408534	1	33.49676	68.675255	0.08851242	0.078361034	0.24749851	-0.07836056	-0.15402794	-0.15080023	35_37947	"Cluster: Putative Sac domain-containing inositol phosphatase 3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Sac domain-containing inositol phospha"	UniRef90_Q69YB0	CHR3V7|COORD:4716015..4720531| phosphoinositide phosphatase family protein	AT3G14205.1	CHR06V5|COORD:4853760..4843483|protein phosphoinositide 5-phosphatase, putative, expressed	LOC_Os06g09540.1	no descriptionvery weakly similar to (66.6)AT3G14205| Symbols:  | phosphoinositide phosphatase family protein | chr3:4716015-4720531 REVERSEnot assigned	signalling.phosphinositides	30_4

CUST_112584_PI403524517	1	96.86351	40.277596	0.07113457	0.05948925	0.029474258	-0.077527046	-0.029475212	-0.24711895	35_31957	"Cluster: Hypothetical protein OSJNBa0010I09.2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0010I09.2 - Oryza sativa (japonica cu"	UniRef90_Q8S7I4	"CHR1V7|COORD:1457171..1458530| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G32580.1); similar to unknown protein [Phytophthora sojae]"	AT1G05070.1	CHR03V5|COORD:32185758..32183393|protein expressed protein	LOC_Os03g56610.1	no descriptionDUF1068	not assigned.unknown	35_2

CUST_101652_PI403524517	1	23.111977	64.191696	0.23642778	0.70043564	0.27109432	-0.37862253	-0.3078127	-0.23642826	35_29006	"Cluster: Auxin-regulated protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Auxin-regulated protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z3T8	CHR5V7|COORD:7786176..7792083| HUA2 (ENHANCER OF AG-4 2)	AT5G23150.1	CHR08V5|COORD:24890472..24893543|protein OTU-like cysteine protease family protein, expressed	LOC_Os08g39560.1	no description	not assigned.unknown	35_2

CUST_102489_PI403524517	2	40.18837	45.688755	0.14715958	0.2231803	0.084778786	-0.18140268	-0.20257092	-0.08477926	35_29236	"Cluster: Putative multifunctional amino acid-tRNA ligase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative multifunctional amino acid-tRNA ligase - Ory"	UniRef90_Q9LIZ8	CHR5V7|COORD:9305676..9308250| glutamate-tRNA ligase, putative / glutamyl-tRNA synthetase, putatuve / GluRS, putative	AT5G26710.1	CHR01V5|COORD:9374982..9370494|protein glutamyl-tRNA synthetase, cytoplasmic, putative, expressed	LOC_Os01g16520.1	 no descriptionvery weakly similar to (95.9)AT5G26710| Symbols:  | glutamate-tRNA ligase, putative / glutamyl-tRNA synthetase, putatuve / GluRS, putative | chr5:9305676-9308250 FORWARDnot assigned 	tetrapyrrole synthesis.glu-tRNA synthetase	19_1

CUST_87349_PI403524517	2	28.506166	20.884335	0.1774621	0.2184143	0.26996422	-0.28826952	-0.17746258	-0.18522835	35_25009	"Cluster: Transposon protein, putative, mutator sub-class; n=1; Oryza sativa (japonica cultivar-group)|Rep: Transposon protein, putative, mutator sub-class - Ory"	UniRef90_Q53P91	0	0	CHR11V5|COORD:3526481..3523164|protein transposon protein, putative, Mutator sub-class	LOC_Os11g07080.1	no description	not assigned.unknown	35_2

CUST_157224_PI403524517	1	57.99216	24.333406	0.11047554	0.07350969	0.1203289	-0.30606556	-0.07350969	-0.24132872	35_43906	"Cluster: Hypothetical protein OSJNBb0012G21.7; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0012G21.7 - Oryza sativa (japonica cu"	UniRef90_Q688J0		0	CHR05V5|COORD:21882827..21880589|protein expressed protein	LOC_Os05g37520.1	no description	not assigned.unknown	35_2

CUST_37025_PI403524517	1	60.80582	37.002487	0.18204784	0.3707385	0.39649343	-0.19032192	-0.48822117	-0.18204784	35_10667	Rep: OSJNBa0079A21.6 protein - Oryza sativa (Rice)	UniRef90_Q7X7J3	CHR5V7|COORD:2364828..2365537| plastocyanin-like domain-containing protein	AT5G07475.1	CHR04V5|COORD:27110340..27109682|protein blue copper protein precursor, putative	LOC_Os04g46120.1	no descriptionweakly similar to ( 112)AT5G07475| Symbols:  | plastocyanin-like domain-containing protein | chr5:2364828-2365537 REVERSEweakly similar to ( 104)BCP_PEABlue copper protein precursor - Pisum sativum (Garden pea)Cu_bind_like	misc.plastocyanin-like	26_19

CUST_10451_PI403524517	1	13.332235	111.75977	-0.09500122	-0.4824896	-0.055696487	0.06827831	0.05569744	0.072473526	35_2948	"Cluster: Putative vesicle trafficking protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative vesicle trafficking protein - Oryza sativa (japonica"	UniRef90_Q852J3	"CHR1V7|COORD:4011508..4012834| SEC22 (secretion 22); transporter"	AT1G11890.1	CHR03V5|COORD:32854092..32850137|protein 25.3 kDa vesicle transport protein, putative, expressed	LOC_Os03g57760.2	" no descriptionmoderately similar to ( 375)AT1G11890| Symbols: ATSEC22, SEC22 | SEC22 (secretion 22); transporter | chr1:4011508-4012834 FORWARDnot assigned not assigned not assigned SNC1 Synaptobrevin "	cell. vesicle transport	31_4

CUST_97997_PI403524517	2	6.250583	42.336235	-0.25593185	-0.5568409	-0.3158617	0.28670502	0.2559328	0.28478813	35_27982	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_170699_PI403524517	1	78.55583	37.842915	0.077819824	0.124694824	0.060564518	-0.18071842	-0.38488388	-0.06056404	35_47545	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_270_PI403524517	1	48.67309	88.60418	-0.07293606	-0.29693413	-0.07045269	0.10371685	0.07045269	0.18332767	35_72	"Cluster: Phosphoglycerate kinase, cytosolic; n=11; Poaceae|Rep: Phosphoglycerate kinase, cytosolic - Triticum aestivum (Wheat)"	UniRef90_P12783	CHR1V7|COORD:29929240..29931188| PGK (PHOSPHOGLYCERATE KINASE)	AT1G79550.2	CHR06V5|COORD:27678757..27675320|protein phosphoglycerate kinase, cytosolic, putative, expressed	LOC_Os06g45710.1	 no descriptionweakly similar to ( 109)AT1G79550| Symbols: PGK | PGK (PHOSPHOGLYCERATE KINASE) | chr1:29929240-29931188 REVERSEweakly similar to ( 114)PGKY_WHEATPhosphoglycerate kinase, cytosolic - Triticum aestivum (Wheat)not assigned Phosphoglycerate_kinase pgk PGK Pgk 	PS.calvin cyle.phosphoglycerate kinase	1_3_3

CUST_61797_PI403524517	2	46.45325	17.665197	0.13633728	0.13538027	0.18214035	-0.13538074	-0.32362413	-0.38751602	35_17633	"Cluster: Os07g0571100 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os07g0571100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D5B0	"CHR3V7|COORD:7913188..7918886| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G63180.1); similar to Os07g0571100 [Oryza sativa (japonica cultivar-gr"	AT3G22380.1	CHR07V5|COORD:23054053..23047743|protein expressed protein	LOC_Os07g38360.4	"no descriptionvery weakly similar to (99.0)AT3G22380| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G63180.1); similar to Os07g0571100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001060049.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAC84664.1) | chr3:7913188-7918886 FORWARDPRK07003"	not assigned.unknown	35_2

CUST_434_PI399407379	1	45.253284	66.80721	-0.034830093	-0.18671322	-0.12038422	0.03508663	0.072050095	0.034831047	HvIPT10									

CUST_28985_PI403524517	1	81.32889	30.498676	0.08963394	0.049212933	0.0890398	-0.04921341	-0.15858746	-0.34614944	35_8376	"Cluster: Hypothetical protein F12E4_190; n=3; Arabidopsis thaliana|Rep: Hypothetical protein F12E4_190 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q94EY8	CHR5V7|COORD:849236..852866| phosphoadenosine phosphosulfate (PAPS) reductase family protein	AT5G03430.1	CHR01V5|COORD:8705431..8697966|protein transferase, putative, expressed	LOC_Os01g15490.3	no descriptionmoderately similar to ( 327)AT5G03430| Symbols:  | phosphoadenosine phosphosulfate (PAPS) reductase family protein | chr5:849236-852866 REVERSEnot assigned PAPS_reductase PAPS_reduct CysH PRK08557 PRK05253 PRK02090	not assigned.no ontology	35_1

CUST_76014_PI403524517	2	35.91525	47.32229	0.08586502	0.2190094	0.12717247	-0.091501236	-0.15806389	-0.08586311	35_21791	"Cluster: Hypothetical protein; n=2; Candidatus Phytoplasma asteris|Rep: Hypothetical protein - Onion yellows phytoplasma"	UniRef90_Q6YQ83	0	0	CHR10V5|COORD:10457616..10459725|protein hypothetical protein	LOC_Os10g21190.1	no description	not assigned.unknown	35_2

CUST_665_PI403524517	1	23.801855	94.37373	-0.2720337	-1.0902977	-0.20479107	0.31629944	0.20479012	0.2257843	35_176	Rep: Xyloglucan endotransglycosylase - Hordeum vulgare (Barley)	UniRef90_P93670	"CHR5V7|COORD:23322281..23323610| XTR3 (XYLOGLUCAN ENDOTRANSGLYCOSYLASE 3); hydrolase, acting on glycosyl bonds"	AT5G57550.1	CHR08V5|COORD:8321540..8323056|protein xyloglucan endotransglycosylase/hydrolase protein 8 precursor, putative, expressed	LOC_Os08g13920.1	" no descriptionmoderately similar to ( 284)AT5G57550| Symbols: XTR3 | XTR3 (XYLOGLUCAN ENDOTRANSGLYCOSYLASE 3); hydrolase, acting on glycosyl bonds | chr5:23322281-23323610 REVERSEmoderately similar to ( 449)XTH8_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned GH16_XET Glyco_hydro_16 Glyco_hydrolase_16 GH16_GPI_glucanosyltransferase GH16_lichenase SKN1 Herpes_BLLF1 XET_C PRK07003 PRK07764 PRK12323 Atrophin-1 AF-4 Herpes_TAF50 HPC2 Tymo_45kd_70kd PRK05648 Herpes_UL32 Metaviral_G APC_basic Pneumo_att_G "	cell wall.modification	10_7

CUST_99485_PI403524517	1	49.49976	65.40868	0.33973932	0.33393383	0.05986929	-0.09774399	-0.05986929	-0.16496181	35_28398	"Cluster: Exostosin family protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Exostosin family protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5VQN0	CHR5V7|COORD:5551667..5554744| exostosin family protein	AT5G16890.1	CHR01V5|COORD:34816660..34812055|protein secondary cell wall-related glycosyltransferase family 47, putative, expressed	LOC_Os01g59630.1	no descriptionmoderately similar to ( 359)AT5G16890| Symbols:  | exostosin family protein | chr5:5551667-5554744 FORWARDnot assigned Exostosin	misc.UDP glucosyl and glucoronyl transferases	26_2

CUST_167274_PI403524517	1	11.821414	87.9732	0.2677989	0.7443485	0.11171675	-0.13576746	-0.14004421	-0.111717224	35_46592	"Cluster: Os06g0691700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os06g0691700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D9Y4	CHR5V7|COORD:19857011..19860970| leucine-rich repeat transmembrane protein kinase, putative	AT5G48940.1	CHR06V5|COORD:28852373..28855938|protein phytosulfokine receptor precursor, putative, expressed	LOC_Os06g47650.1	 no descriptionvery weakly similar to (54.3)AT5G48940| Symbols:  | leucine-rich repeat transmembrane protein kinase, putative | chr5:19857011-19860970 FORWARD	stress.biotic	20_1

CUST_127_PI404877155	1	34.54269	61.95109	0.32841206	0.13120842	0.115283966	-0.18725014	-0.2396183	-0.11528301	bah21p16_at	0	0	0	0	0	0	cytochrome c oxidase subunit 2	mitochondrial electron transport / ATP synthesis.cytochrome c oxidase	9_7

CUST_96508_PI403524517	1	34.75014	91.19456	-0.04778576	-0.20848751	-0.048381805	0.04778576	0.056732178	0.090639114	35_27562	"Cluster: Putative cytochrome c-type biogenesis protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative cytochrome c-type biogenesis protein - Oryza s"	UniRef90_Q9AV33	CHR3V7|COORD:19220870..19221640| ATG1 (G1p-related protein)	AT3G51790.1	CHR10V5|COORD:21001807..21002970|protein ATG1, putative, expressed	LOC_Os10g39870.1	no descriptionvery weakly similar to (58.9)AT3G51790| Symbols: ATG1 | ATG1 (G1p-related protein) | chr3:19220870-19221640 REVERSE	mitochondrial electron transport / ATP synthesis.cytochrome c	9_6

CUST_5384_PI403524517	1	36.636406	63.84143	0.30360508	0.07530022	0.16248131	-0.14037418	-0.16549301	-0.07529926	35_1486	"Cluster: Clathrin heavy chain, putative, expressed; n=11; Magnoliophyta|Rep: Clathrin heavy chain, putative, expressed - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2RBN7	CHR3V7|COORD:2587177..2595417| clathrin heavy chain, putative	AT3G08530.1	CHR12V5|COORD:248725..258877|protein clathrin heavy chain, putative, expressed	LOC_Os12g01390.1	 no descriptionmoderately similar to ( 272)AT3G08530| Symbols:  | clathrin heavy chain, putative | chr3:2587177-2595417 REVERSEnot assigned Clathrin CLH 	cell. vesicle transport	31_4

CUST_35683_PI403524517	1	25.998991	50.381218	0.31017494	0.2611103	0.09619522	-0.15148067	-0.16256046	-0.09619427	35_10291	"Cluster: Serine/arginine repetitive matrix 1; n=1; Mus musculus|Rep: Serine/arginine repetitive matrix 1 - Mus musculus (Mouse)"	UniRef90_A2A8V9	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	CHR06V5|COORD:27959871..27970325|protein expressed protein	LOC_Os06g46149.2	no descriptionnot assigned	not assigned.unknown	35_2

CUST_40791_PI403524517	1	46.877388	53.99977	0.100608826	0.36498165	0.2978592	-0.26654005	-0.10060835	-0.28697634	35_11728	"Cluster: Os10g0508500 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os10g0508500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IWH8	CHR3V7|COORD:22458360..22464300| TTN1 (TITAN 1)	AT3G60740.1	CHR10V5|COORD:19195752..19187274|protein tubulin folding cofactor D, putative, expressed	LOC_Os10g36490.1	 no descriptionvery weakly similar to (80.5)AT3G60740| Symbols: TTN1, EMB133, TFC D, CHO | TTN1 (TITAN 1) | chr3:22458360-22464300 REVERSEnot assigned 	cell.organisation	31_1

CUST_131401_PI403524517	1	50.22334	41.483112	0.47654915	0.50801134	0.20796871	-0.41271544	-0.62504196	-0.20796824	35_36904	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_3206_PI404877155	1	51.09629	20.31967	0.4095087	0.35679483	0.27042055	-0.27042055	-0.31708813	-0.659359	Contig13680_at	sensory transduction histidine kinase-related [Arabidopsis thaliana] emb|CAC08246.1| histidine kinase-like protein [Arabidopsis thaliana]	NP_196633.1	sensory transduction histidine kinase-related	At5g10720.1	protein histidine kinase-like protein	Os06g44410	NONE	hormone metabolism.cytokinin.signal transduction	17_4_2

CUST_28983_PI403524517	1	124.61231	28.125853	0.054852486	0.08423233	0.09855509	-0.054852486	-1.3673089	-0.2716465	35_8375	"Cluster: Hypothetical protein OJ1065_E04.22; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1065_E04.22 - Oryza sativa (japonica cultiv"	UniRef90_Q653R0	CHR2V7|COORD:2975562..2978689| binding	AT2G07170.1	CHR09V5|COORD:22253928..22247967|protein HEAT repeat family protein, expressed	LOC_Os09g38710.2	no descriptionvery weakly similar to (93.6)AT2G07170| Symbols:  | binding | chr2:2975562-2978689 FORWARDPRK12323	not assigned.unknown	35_2

CUST_96601_PI403524517	1	50.92798	33.328396	0.21382856	0.21937275	0.11183405	-0.11183357	-0.1623764	-0.3002429	35_27592	0	0	0	0	CHR03V5|COORD:30619258..30617076|protein hypothetical protein	LOC_Os03g53480.1	no description	not assigned.unknown	35_2

CUST_5662_PI404877155	1	27.201958	70.52233	0.15968418	0.61573315	0.25103283	-0.281085	-0.23628712	-0.15968418	Contig1760_s_at	probable RNA binding protein [imported] - Arabidopsis thaliana emb|CAA75602.1| putative RNA binding protein [Arabidopsis thaliana]	T51863	expressed protein	At1g09340.1	protein RNA binding protein, putative	Os12g23180	0	RNA.regulation of transcription	27_3

CUST_111407_PI403524517	1	41.455627	91.40699	0.049679756	0.39601994	0.14262676	-0.049680233	-0.08426046	-0.11980629	35_31634	"Cluster: Hypothetical protein; n=2; Filobasidiella neoformans|Rep: Hypothetical protein - Cryptococcus neoformans (Filobasidiella neoformans)"	UniRef90_Q5KG31	CHR1V7|COORD:11399903..11405702| actin binding	AT1G31810.1	CHR04V5|COORD:13432239..13435982|protein transposon protein, putative, CACTA, En/Spm sub-class, expressed	LOC_Os04g23530.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07764 Drf_FH1 PRK12323	not assigned.unknown	35_2

CUST_21498_PI399408534	1	46.443073	105.79948	-0.15007973	-0.659328	-0.0836463	0.23639297	0.0836463	0.17766619	35_15342	"Cluster: Os05g0437100 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0437100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DHV9	CHR5V7|COORD:20383174..20384061| DNA binding / transcription factor	AT5G50080.1	CHR05V5|COORD:21321368..21325846|protein DNA binding protein, putative, expressed	LOC_Os05g36100.1	no descriptionvery weakly similar to (99.8)AT5G50080| Symbols:  | DNA binding / transcription factor | chr5:20383174-20384061 FORWARDvery weakly similar to (78.2)ERF1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned AP2 AP2 AP2 PRK12323 PRK07764 Gag_spuma PRK07003	RNA.regulation of transcription.AP2/EREBP, APETALA2/Ethylene-responsive element binding protein family	27_3_3

CUST_142242_PI403524517	1	39.384953	56.950962	0.21303701	0.7825651	0.5045886	-0.21303749	-0.49586344	-0.3705969	35_39870	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_145153_PI403524517	1	96.117905	42.8203	0.022734642	0.054264545	0.057455063	-0.022734642	-0.044332027	-0.15577221	35_40647	"Cluster: Os05g0357700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0357700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DIW1	CHR2V7|COORD:15221686..15223528| prenyl-dependent CAAX protease	AT2G36305.1	CHR05V5|COORD:16891953..16894985|protein CAAX prenyl protease 2, putative, expressed	LOC_Os05g28950.1	no descriptionweakly similar to ( 132)AT2G36305| Symbols:  | prenyl-dependent CAAX protease | chr2:15221686-15223528 FORWARDnot assigned	not assigned.no ontology	35_1

CUST_14949_PI403524517	1	46.4574	144.27446	-0.045482635	-0.57624626	-0.02690506	0.075006485	0.07186794	0.02690506	35_4311	Rep: F7H2.19 protein - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q9LMP9	CHR1V7|COORD:5455050..5456735| calcium ion binding	AT1G15860.1	CHR08V5|COORD:21222541..21227896|protein DCN1-like protein 4, putative, expressed	LOC_Os08g34070.2	no descriptionmoderately similar to ( 269)AT1G15860| Symbols:  | calcium ion binding | chr1:5455050-5456735 FORWARDnot assigned DUF298	not assigned.unknown	35_2

CUST_152096_PI403524517	2	34.822815	37.46085	0.13301754	0.2953291	0.2686057	-0.25908184	-0.27339935	-0.13301802	35_42518	Rep: Expressed protein - Oryza sativa (japonica cultivar-group)	UniRef90_Q7XC65	CHR5V7|COORD:19246389..19248749| similar to hypothetical protein 25.t00068 [Brassica oleracea] (GB:ABD64961.1)	AT5G47400.1	CHR10V5|COORD:21753987..21757445|protein expressed protein	LOC_Os10g41120.1	no descriptionvery weakly similar to (84.3)AT5G47400| Symbols:  | similar to hypothetical protein 25.t00068 [Brassica oleracea] (GB:ABD64961.1) | chr5:19246389-19248749 FORWARD	not assigned.unknown	35_2

CUST_138189_PI403524517	1	70.065056	48.43301	0.09470034	0.27078485	0.17995071	-0.09469986	-0.10852575	-0.3081131	35_38760	"Cluster: Os07g0591300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0591300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D502	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	CHR07V5|COORD:24097408..24096468|protein expressed protein	LOC_Os07g40160.1	no description	not assigned.unknown	35_2

CUST_77510_PI403524517	2	2.9912786	10.227998	-3.6664777	-2.9855742	-3.3349738	2.9855738	3.03716	3.1635962	35_22213	Rep: OSIGBa0131J24.2 protein - Oryza sativa (Rice)	UniRef90_Q01MU1	"CHR4V7|COORD:8023559..8025538| WRNEXO (WERNER SYNDROME-LIKE EXONUCLEASE); 3'-5' exonuclease/ nucleic acid binding"	AT4G13870.2	CHR04V5|COORD:1826738..1822597|protein Werner syndrome ATP-dependent helicase, putative, expressed	LOC_Os04g03990.1	" no descriptionvery weakly similar to (79.0)AT4G13870| Symbols: WRNEXO, ATWRNEXO, WEX, ATWEX | WRNEXO (WERNER SYNDROME-LIKE EXONUCLEASE); 3'-5' exonuclease/ nucleic acid binding | chr4:8023559-8025538 REVERSEnot assigned "	DNA.unspecified	28_99

CUST_33137_PI399408534	2	35.428356	31.742373	0.25003672	0.1394844	0.2679019	-0.13948488	-0.26404428	-0.29566765	35_24288	"Cluster: Auxin efflux carrier protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Auxin efflux carrier protein-like - Oryza sativa (japonica cultivar"	UniRef90_Q6YZX7	CHR1V7|COORD:26816213..26817586| auxin efflux carrier family protein	AT1G71090.1	CHR08V5|COORD:5316374..5318918|protein auxin Efflux Carrier family protein, expressed	LOC_Os08g09190.1	no descriptionvery weakly similar to (72.0)AT1G71090| Symbols:  | auxin efflux carrier family protein | chr1:26816213-26817586 FORWARDnot assigned PRK07764	transport.misc	34_99

CUST_138081_PI403524517	1	44.192883	63.6971	0.7351117	0.9530883	0.18253326	-0.4836092	-0.36207676	-0.18253326	35_38727	"Cluster: Hypothetical protein precursor; n=1; Kineococcus radiotolerans SRS30216|Rep: Hypothetical protein precursor - Kineococcus radiotolerans SRS30216"	UniRef90_Q411K9	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	CHR04V5|COORD:29658804..29662209|protein DNA binding protein, putative	LOC_Os04g50090.1	no description	not assigned.unknown	35_2

CUST_160488_PI403524517	1	49.583393	139.20064	0.073218346	0.6495104	0.025675774	-0.07782841	-0.07664585	-0.025675774	35_44786	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_104631_PI403524517	1	23.70848	79.80441	-0.25741577	-1.1040573	-0.36831284	0.25741482	0.41288376	0.31974602	35_29815	"Cluster: Putative proton-dependent oligopeptide transporter; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative proton-dependent oligopeptide transporter"	UniRef90_Q6AU97	CHR1V7|COORD:25750474..25753773| proton-dependent oligopeptide transport (POT) family protein	AT1G68570.1	CHR05V5|COORD:19967651..19962043|protein peptide transporter PTR2, putative, expressed	LOC_Os05g33960.1	no descriptionvery weakly similar to (72.0)AT1G68570| Symbols:  | proton-dependent oligopeptide transport (POT) family protein | chr1:25750474-25753773 FORWARDnot assigned	transport.peptides and oligopeptides	34_13

CUST_1865_PI399408534	1	49.889515	91.24194	0.08499384	0.3133707	0.060348988	-0.10274267	-0.17027044	-0.060348988	35_37834	"Cluster: MYND finger family protein, expressed; n=5; Oryza sativa (japonica cultivar-group)|Rep: MYND finger family protein, expressed - Oryza sativa (japonica"	UniRef90_Q10E92	"CHR2V7|COORD:7780502..7783757| SDG37 (SET DOMAIN GROUP 37); zinc ion binding"	AT2G17900.1	CHR03V5|COORD:28261443..28257514|protein histone-lysine N-methyltransferase ASHR1, putative, expressed	LOC_Os03g49730.3	"no descriptionmoderately similar to ( 271)AT2G17900| Symbols: SDG37 | SDG37 (SET DOMAIN GROUP 37); zinc ion binding | chr2:7780502-7783757 REVERSEnot assigned zf-MYND"	RNA.regulation of transcription.SET-domain transcriptional regulator family	27_3_69

CUST_131429_PI403524517	2	34.157314	34.503384	0.092965126	0.19371557	0.16653872	-0.13808393	-0.092965126	-0.18844175	35_36912	"Cluster: Adaptin N terminal region family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Adaptin N terminal region family protein, express"	UniRef90_Q10PP1	CHR4V7|COORD:16471960..16476799| coatomer gamma-2 subunit, putative / gamma-2 coat protein, putative / gamma-2 COP, putative	AT4G34450.1	CHR03V5|COORD:6655404..6662963|protein coatomer subunit gamma-2, putative, expressed	LOC_Os03g12590.1	 no descriptionvery weakly similar to (75.9)AT4G34450| Symbols:  | coatomer gamma-2 subunit, putative / gamma-2 coat protein, putative / gamma-2 COP, putative | chr4:16471960-16476799 FORWARD	cell. vesicle transport	31_4

CUST_94072_PI403524517	2	48.820633	30.217009	0.1309495	0.19150305	0.10757685	-0.3286934	-0.29237938	-0.10757685	35_26895	"Cluster: Expressed protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XCF0	CHR4V7|COORD:203471..210666| CRP (CRYPTIC PRECOCIOUS)	AT4G00450.1	CHR07V5|COORD:27068287..27081801|protein expressed protein	LOC_Os07g45400.1	no descriptionmoderately similar to ( 263)AT4G00450| Symbols: CRP | CRP (CRYPTIC PRECOCIOUS) | chr4:203471-210666 FORWARDnot assigned	not assigned.unknown	35_2

CUST_178147_PI403524517	1	39.543514	84.99498	0.084542274	0.282259	0.06151104	-0.14508724	-0.12700081	-0.061510086	35_49547	"Cluster: Anaphase promoting complex subunit 11; n=4; Magnoliophyta|Rep: Anaphase promoting complex subunit 11 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q940X6	"CHR3V7|COORD:1754469..1754808| APC11 (anaphase-promoting complex/cyclosome 11); protein binding / zinc ion binding"	AT3G05870.1	CHR03V5|COORD:10651614..10653089|protein anaphase-promoting complex subunit 11, putative, expressed	LOC_Os03g19059.1	"no descriptionweakly similar to ( 123)AT3G05870| Symbols: APC11 | APC11 (anaphase-promoting complex/cyclosome 11); protein binding / zinc ion binding | chr3:1754469-1754808 FORWARDnot assigned not assigned APC11 RING"	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_65196_PI403524517	1	33.333267	84.847534	0.04158497	0.19914913	0.06212902	-0.055581093	-0.04158497	-0.08056831	35_18615	"Cluster: Os01g0556400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0556400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JLZ0	CHR3|COORD:21229986..21231463| DNAJ heat shock N-terminal domain-containing protein, similar to SP:Q9QYI4 DnaJ homolog subfamily B member 12 Mus	AT3G57340.2	CHR01V5|COORD:21314607..21319381|protein chaperone protein dnaJ 49, putative, expressed	LOC_Os01g37560.3	no descriptionweakly similar to ( 197)AT3G57340| Symbols:  | DNAJ heat shock N-terminal domain-containing protein | chr3:21230153-21231256 FORWARDDUF1977 DnaJ	stress.abiotic.heat	20_2_1

CUST_13021_PI399408534	1	51.642147	47.63973	0.16174316	0.20607471	0.069823265	-0.11596203	-0.20110321	-0.06982231	35_23256	Rep: Protein kinase, putative - Musa balbisiana (Banana)	UniRef90_Q1EP43	CHR2|COORD:12444991..12449424| leucine-rich repeat protein kinase, putative, similar to light repressible receptor protein kinase (Arabidopsis thaliana)	AT2G28960.1	CHR12V5|COORD:23311305..23304360|protein senescence-induced receptor-like serine/threonine-protein kinase precursor, putative,	LOC_Os12g37980.1	no descriptionweakly similar to ( 146)AT1G51810| Symbols:  | kinase | chr1:19230788-19234253 REVERSEweakly similar to ( 107)NORK_MEDTRNodulation receptor kinase precursor - Medicago truncatula (Barrel medic)not assigned not assigned PTKc S_TKc Pkinase_Tyr S_TKc TyrKc	signalling.receptor kinases.misc	30_2_99

CUST_135517_PI403524517	1	45.42121	78.74642	-0.009319305	-0.1382637	-0.11205673	0.018759727	0.025452614	0.009320259	35_38011	"Cluster: Os06g0661900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0661900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DAD0	"CHR5V7|COORD:23218210..23220331| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G25870.1); similar to Protein of unknown function DUF266, plant"	AT5G57270.2	CHR06V5|COORD:27284001..27278953|protein expressed protein	LOC_Os06g45110.1	" no descriptionvery weakly similar to (72.8)AT5G57270| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G25870.1); similar to Protein of unknown function DUF266, plant [Medicago truncatula] (GB:ABD28621.1); contains InterPro domain Protein of unknown function DUF266, plant; (InterPro:IPR004949) | chr5:23218210-23220331 REVERSEDUF266 "	not assigned.unknown	35_2

CUST_17552_PI404877155	1	21.836584	122.89299	-0.053923607	-0.7320719	-0.12427044	0.053923607	0.06481457	0.082987785	HV_CEb0003E11r2_at	receptor-like protein kinase-like [Oryza sativa (japonica cultivar-group)]	NP_917600.1	leucine-rich repeat transmembrane protein kinase, putative	At5g58300.1	protein Protein kinase domain	Os01g42290	NONE	signalling.receptor kinases.leucine rich repeat III	30_2_3

CUST_82425_PI403524517	2	49.37018	29.505573	0.13897848	0.11933422	0.20648575	-0.34546137	-0.1193347	-0.36507988	35_23639	"Cluster: Hypothetical protein OSJNBa0085L11.3-1; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0085L11.3-1 - Oryza sativa (japonic"	UniRef90_Q5VMN5	CHR1|COORD:29633206..29635446| expressed protein	AT1G78810.2	CHR06V5|COORD:2769430..2765129|protein expressed protein	LOC_Os06g06014.4	"no descriptionvery weakly similar to (68.2)AT1G78810| Symbols:  | similar to Os06g0153600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001056841.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD69284.1) | chr1:29633581-29635403 REVERSEnot assigned not assigned Drf_FH1"	not assigned.unknown	35_2

CUST_50542_PI403524517	1	28.919579	51.32819	0.07917786	0.22086525	0.123547554	-0.07917881	-0.10754013	-0.1425438	35_14428	"Cluster: GTP-binding signal recognition particle SRP54, G-domain; n=1; Medicago truncatula|Rep: GTP-binding signal recognition particle SRP54, G-domain - Medica"	UniRef90_Q1SSS8	CHR4V7|COORD:14938148..14940606| signal recognition particle receptor alpha subunit family protein	AT4G30600.1	CHR08V5|COORD:23589406..23584742|protein signal recognition particle receptor alpha subunit, putative, expressed	LOC_Os08g37444.6	no descriptionweakly similar to ( 194)AT4G30600| Symbols:  | signal recognition particle receptor alpha subunit family protein | chr4:14938148-14940606 REVERSEnot assigned not assigned not assigned not assigned not assigned SRP-alpha_N	protein.targeting.secretory pathway.unspecified	29_3_4_99

CUST_64236_PI403524517	2	28.368294	44.54422	0.1911602	0.09870434	0.08928394	-0.15796566	-0.117705345	-0.08928394	35_18340	"Cluster: Hypothetical protein P0039H02.131; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0039H02.131 - Oryza sativa (japonica cultivar"	UniRef90_Q7XID1	"CHR4V7|COORD:12594866..12597825| similar to NSL1 (NECROTIC SPOTTED LESIONS 1) [Arabidopsis thaliana] (TAIR:AT1G28380.1); similar to Membrane attack complex"	AT4G24290.2	CHR07V5|COORD:3567469..3559390|protein MAC/Perforin domain containing protein, expressed	LOC_Os07g07194.1	"no descriptionhighly similar to ( 582)AT4G24290| Symbols:  | similar to NSL1 (NECROTIC SPOTTED LESIONS 1) [Arabidopsis thaliana] (TAIR:AT1G28380.1); similar to Membrane attack complex component/perforin/complement C9 [Medicago truncatula] (GB:ABE83668.1); similar to Os07g0166100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001058970.1); similar to Membrane attack complex component/perforin/complement C9 [Medicago truncatula] (GB:ABE79564.1); contains InterPro domain Membrane attack complex component/perforin/complement C9; (InterPro:IPR001862) | chr4:12594866-12597825 FORWARDMACPF MACPF"	not assigned.unknown	35_2

CUST_16188_PI404877155	2	19.551876	28.480734	-1.6759465	-2.214943	-1.2422099	1.7384586	1.2422099	1.8205452	EBes01_SQ002_J08_at	putative DNA cytosine methyltransferase Zmet3 [Zea mays]	AAF68437.1	cytosine methyltransferase (DRM2)	At5g14620.1	protein DNA cytosine methyltransferase Zmet3, putative	Os03g02010	cytosine methyltransferase (DRM2), identical to cytosine methyltransferase GI:7658293 from (Arabidopsis thaliana)	RNA.regulation of transcription.DNA methyltransferases	27_3_46

CUST_24544_PI403524517	1	65.02759	33.12955	0.07871199	0.07473755	0.03990221	-0.06527996	-0.03990221	-0.14322615	35_7123	Rep: PREDICTED: hypothetical protein - Pan troglodytes	UniRef90_UPI0000E2473C	0	0	0	0	no description	not assigned.unknown	35_2

CUST_18787_PI404877155	1	36.331326	102.66577	0.09516716	0.6722164	0.15782738	-0.19196892	-0.20313358	-0.09516811	HVSMEn0019E08r2_at	0	0	0	0	0	0	0	signalling.receptor kinases.misc	30_2_99

CUST_157574_PI403524517	2	47.576168	24.607397	0.10172844	0.08613491	0.1382513	-0.23295212	-0.25090027	-0.08613491	35_43996	"Cluster: PREDICTED: hypothetical protein; n=1; Rattus norvegicus|Rep: PREDICTED: hypothetical protein - Rattus norvegicus"	UniRef90_UPI0000DA342C	"CHR5V7|COORD:22215082..22218875| Fh5 (FORMIN HOMOLOGY5); actin binding"	AT5G54650.1	CHR07V5|COORD:22271922..22266055|protein protein kinase-like, putative, expressed	LOC_Os07g37180.2	no description	not assigned.unknown	35_2

CUST_136981_PI403524517	2	35.195236	49.640724	0.13544655	0.41115475	0.28811073	-0.13544655	-0.26089668	-0.2834959	35_38413	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_91982_PI403524517	1	42.1449	69.41306	-0.20020676	-0.92804956	-0.46422672	0.23867416	0.20020676	0.42763615	35_26298	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_132059_PI403524517	1	19.387861	58.717617	-0.06449604	-0.08992672	-0.19286633	0.09463501	0.08908653	0.06449509	35_37089	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_145510_PI403524517	2	25.863543	16.067408	0.3255248	0.2909255	0.23513126	-0.23513174	-0.36814737	-0.24792194	35_40741	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_169891_PI403524517	1	77.670456	42.43305	0.04010296	0.08948994	0.10212231	-0.04010248	-0.14567614	-0.04469776	35_47322	"Cluster: Putative vacuolar protein sorting protein 18; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative vacuolar protein sorting protein 18 - Oryza sat"	UniRef90_Q6ZKF1	CHR1V7|COORD:4251357..4257199| Pep3/Vps18/deep orange family protein	AT1G12470.1	CHR08V5|COORD:4564660..4574401|protein vacuolar protein sorting 18, putative, expressed	LOC_Os08g08060.1	no descriptionweakly similar to ( 191)AT1G12470| Symbols:  | Pep3/Vps18/deep orange family protein | chr1:4251357-4257199 FORWARDnot assigned Pep3_Vps18	protein.targeting.secretory pathway.vacuole	29_3_4_3

CUST_150241_PI403524517	1	26.65191	94.01727	-0.19871998	-0.045096397	-0.042048454	0.05842209	0.042048454	0.07281685	35_42030	Rep: Predicted protein - Phaeosphaeria nodorum SN15	UniRef90_Q0U8R7	CHR5V7|COORD:15457074..15460237| protein kinase family protein	AT5G38560.1	CHR01V5|COORD:4230362..4228902|protein fibroin heavy chain precursor, putative, expressed	LOC_Os01g08530.1	no descriptionnot assigned Drf_FH1	not assigned.unknown	35_2

CUST_20796_PI399408534	1	48.745903	59.912193	0.131742	0.5461221	0.36168814	-0.29741	-0.13174248	-0.39784002	35_10501	"Cluster: Os01g0595300 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0595300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JLJ6	CHR1V7|COORD:23851419..23853578| zinc finger protein-related	AT1G64260.1	CHR01V5|COORD:23655646..23658625|protein transposon protein, putative, Mutator sub-class, expressed	LOC_Os01g41210.1	no descriptionvery weakly similar to (74.3)AT1G64260| Symbols:  | zinc finger protein-related | chr1:23851419-23853578 FORWARD	RNA.regulation of transcription.unclassified	27_3_99

CUST_130894_PI403524517	1	12.962947	80.33007	0.100375175	0.2058177	0.5300131	-0.100375175	-0.12974882	-0.121925354	35_36763	"Cluster: Hypothetical protein OSJNBa0011N12.31; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0011N12.31 - Oryza sativa (japonica"	UniRef90_Q6K503	CHR1V7|COORD:11399903..11405702| actin binding	AT1G31810.1	CHR02V5|COORD:8455935..8453871|protein F-box domain containing protein, expressed	LOC_Os02g15160.1	no description	not assigned.unknown	35_2

CUST_138677_PI403524517	1	118.77575	19.836731	0.046792984	0.057079792	0.06970835	-0.20555973	-0.9143257	-0.04679346	35_38896	"Cluster: Hypothetical protein OJ1509_C06.27; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1509_C06.27 - Oryza sativa (japonica cultiv"	UniRef90_Q6K4B7	"CHR4V7|COORD:5730983..5732170| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G21970.1); similar to Os05g0571100 [Oryza sativa (japonica"	AT4G08940.1	CHR09V5|COORD:18090034..18091413|protein expressed protein	LOC_Os09g29760.1	" no descriptionvery weakly similar to (71.6)AT4G08940| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G21970.1); similar to Os05g0571100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001056371.1); similar to Os09g0473400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001063450.1); similar to Plant specific of unknown function (DUF860), putative [Medicago truncatula] (GB:ABE89611.1); contains InterPro domain Protein of unknown function DUF860, plant; (InterPro:IPR008578) | chr4:5730983-5732170 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07003 Tymo_45kd_70kd Adeno_PV PRK07764 PRK12678 HPC2 Atrophin-1 "	not assigned.unknown	35_2

CUST_116937_PI403524517	1	43.239986	82.024704	0.18554544	1.1036582	0.44293022	-0.18554544	-0.4346857	-0.4801426	35_33144	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_162905_PI403524517	1	58.095993	44.868553	0.10840607	0.18057442	0.07417679	-0.19338322	-0.07417774	-0.07978153	35_45435	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_6227_PI403524517	1	43.51291	104.14827	-0.025226593	-0.40138912	-0.1318388	0.05875683	0.0660038	0.025226593	35_1725	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QX38	"CHR1V7|COORD:3453590..3459926| Identical to UPF0202 protein At1g10490 [Arabidopsis Thaliana] (GB:Q9XIK4); similar to unknown protein [Arabidopsis thaliana]"	AT1G10490.1	CHR12V5|COORD:3590141..3596518|protein expressed protein	LOC_Os12g07300.1	" no descriptionmoderately similar to ( 214)AT1G10490| Symbols:  | Identical to UPF0202 protein At1g10490 [Arabidopsis Thaliana] (GB:Q9XIK4); similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G57940.1); similar to DEAD/DEAH box helicase, N-terminal [Medicago truncatula] (GB:ABE87709.1); similar to PREDICTED: similar to N-acetyltransferase-like protein isoform 2 [Canis familiaris] (GB:XP_849122.1); similar to PREDICTED: similar to N-acetyltransferase-like protein isoform 9 [Bos taurus] (GB:XP_881645.1); contains InterPro domain Protein of unknown function DUF699, ATPase putative; (InterPro:IPR007807); contains InterPro domain Domain of unknown function DUF1726; (InterPro:IPR013562) | chr1:3453590-3459926 FORWARDnot assigned COG1444 "	not assigned.unknown	35_2

CUST_66029_PI403524517	1	60.80371	40.364746	0.15016651	0.096868515	0.22280836	-0.36034966	-0.09686804	-0.45157766	35_18859	"Cluster: Putative kinase-associated protein phosophatase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative kinase-associated protein phosophatase - Ory"	UniRef90_Q6ATQ8	"CHR5V7|COORD:6488452..6493184| KAPP (Kinase-associated protein phosphatase); protein phosphatase type 2C"	AT5G19280.1	CHR03V5|COORD:33825754..33830821|protein protein Kinase-associated protein phosphatase, putative, expressed	LOC_Os03g59530.1	" no descriptionvery weakly similar to (91.7)AT5G19280| Symbols: KAPP, RAG1 | KAPP (Kinase-associated protein phosphatase); protein phosphatase type 2C | chr5:6488452-6493184 FORWARD"	protein.postranslational modification	29_4

CUST_45579_PI403524517	2	40.843754	41.189766	-0.39993858	-0.5904703	-0.25053692	0.25053644	0.5297222	0.61235523	35_13065	"Cluster: OSJNBa0095E20.10 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0095E20.10 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XRM6	"CHR3V7|COORD:16424846..16426119| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G22930.1); similar to Os05g0115100 [Oryza sativa (japonica"	AT3G44940.1	CHR04V5|COORD:2489959..2488767|protein expressed protein	LOC_Os04g05070.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF1635 PRK07764 PRK12323 PRK07003 Totivirus_coat FAP TT_ORF1 PRK05648	not assigned.unknown	35_2

CUST_59420_PI403524517	1	28.289759	94.51575	0.06498194	0.7900057	0.31422472	-0.11658716	-0.104307175	-0.06498194	35_16944	"Cluster: OTU-like cysteine protease family protein, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: OTU-like cysteine protease family"	UniRef90_Q10AA4	0	0	CHR03V5|COORD:36228149..36225286|protein cysteine-type peptidase, putative, expressed	LOC_Os03g64219.3	no description	not assigned.unknown	35_2

CUST_5974_PI404877155	2	11.748219	24.96704	-0.9137955	-1.5089502	-1.1664515	0.9137964	1.1139727	1.1409321	Contig18199_at	OSJNBb0020O11.16 [Oryza sativa (japonica cultivar-group)] ref|XP_473307.1| OSJNBb0020O11.16 [Oryza sativa (japonica cultivar-group)]	CAD41515.3	27615843|calmodulin-related	At1g73440.1	protein EF hand, putative	Os04g45180	"calmodulin-related, low similarity to calmodulin 8 (Arabidopsis thaliana) GI:5825600; contains Pfam profiles PF02809: Ubiquitin interaction motif, PF00036: EF hand"	signalling.calcium	30_3

CUST_93974_PI403524517	1	51.48045	18.939594	0.16992378	0.19755554	0.13435745	-0.42806816	-0.1343565	-0.29454613	35_26869	"Cluster: Hypothetical protein P0636F09.16; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0636F09.16 - Oryza sativa (japonica cultivar-g"	UniRef90_Q75HQ2	0	0	CHR05V5|COORD:20926508..20923498|protein universal stress protein family protein, expressed	LOC_Os05g35380.1	no description	not assigned.unknown	35_2

CUST_171313_PI403524517	1	73.96557	46.454033	-0.04557228	-0.069553375	-0.11595631	0.08190632	0.19999981	0.04557228	35_47732	"Cluster: Conserved proline-rich protein; n=1; Aspergillus clavatus NRRL 1|Rep: Conserved proline-rich protein - Aspergillus clavatus NRRL 1"	UniRef90_A1CPW0	CHR1V7|COORD:25812961..25813793| AGP19/ATAGP19 (ARABINOGALACTAN-PROTEIN 19)	AT1G68725.1	CHR02V5|COORD:3297208..3304374|protein zinc finger C-x8-C-x5-C-x3-H type family protein, expressed	LOC_Os02g06584.4	no description	not assigned.unknown	35_2

CUST_63573_PI403524517	1	36.38432	91.35252	0.06931496	0.2395525	0.042312622	-0.08720398	-0.042312622	-0.08927059	35_18150	"Cluster: Hypothetical protein P0524G08.117; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0524G08.117 - Oryza sativa (japonica cultivar"	UniRef90_Q8GRJ4	"CHR5V7|COORD:3959121..3960778| similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAC16476.1); similar to Os07g0641800 [Oryza sativa"	AT5G12240.1	CHR07V5|COORD:26710205..26706436|protein expressed protein	LOC_Os07g44744.1	"no descriptionvery weakly similar to (62.0)AT5G12240| Symbols:  | similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAC16476.1); similar to Os07g0641800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001060432.1) | chr5:3959121-3960778 REVERSE"	not assigned.unknown	35_2

CUST_66906_PI403524517	1	25.80543	109.35322	0.04420376	0.44410706	0.10365772	-0.074082375	-0.06995869	-0.044202805	35_19107	Rep: Glutathione S-transferase GST 18 - Zea mays (Maize)	UniRef90_Q9FQC1	"CHR2V7|COORD:626877..628568| ATGSTZ2 (Arabidopsis thaliana Glutathione S-transferase (class zeta) 2); glutathione transferase"	AT2G02380.1	CHR12V5|COORD:5755418..5759064|protein glutathione S-transferase, putative, expressed	LOC_Os12g10720.2	"no descriptionmoderately similar to ( 219)AT2G02380| Symbols: ATGSTZ2 | ATGSTZ2 (Arabidopsis thaliana Glutathione S-transferase (class zeta) 2); glutathione transferase | chr2:626877-628568 FORWARDmoderately similar to ( 310)GSTZ_WHEATGlutathione S-transferase - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned GST_C_Zeta Gst GST_N_Zeta GST_N_family GST_N_GTT1_like GST_N_Phi GST_N_Beta GST_N_4 GST_N_Theta GST_N sspA GST_N_Ure2p_like"	misc.glutathione S transferases	26_9

CUST_131843_PI403524517	1	54.382195	29.977186	0.44370604	0.29312468	0.25641155	-0.30406237	-0.6617651	-0.25641155	35_37032	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_26605_PI403524517	1	17.534801	68.159096	0.1836257	0.028398514	0.1409173	-0.032148838	-0.039910793	-0.028398037	35_7710	"Cluster: Os05g0212200 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0212200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DJZ0	CHR4V7|COORD:12400389..12403200| leucine-rich repeat family protein	AT4G23840.1	CHR05V5|COORD:6919086..6916174|protein Leucine Rich Repeat family protein, expressed	LOC_Os05g12140.2	no descriptionweakly similar to ( 116)AT4G23840| Symbols:  | leucine-rich repeat family protein | chr4:12400389-12403200 FORWARD	not assigned.no ontology	35_1

CUST_83644_PI403524517	1	25.55854	58.060932	0.06622219	0.07800293	0.18047905	-0.11211586	-0.0987978	-0.06622219	35_23980	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_72970_PI403524517	1	48.307465	87.99724	0.049108505	0.53862	0.25095558	-0.14753819	-0.13209057	-0.04910946	35_20922	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_84341_PI403524517	1	73.91068	42.020134	0.28412628	0.11752701	0.19376993	-0.17122173	-0.46084595	-0.11752701	35_24167	"Cluster: Putative lipase; n=3; Arabidopsis thaliana|Rep: Putative lipase - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q949N8	CHR1V7|COORD:27794855..27798359| lipase family protein	AT1G73920.1	0	0	no descriptionweakly similar to ( 184)AT1G73920| Symbols:  | lipase family protein | chr1:27795428-27798359 FORWARD	lipid metabolism.lipid degradation.lipases.triacylglycerol lipase	11_9_2_1

CUST_41483_PI403524517	1	47.69352	74.477165	0.22258186	0.47580194	0.09043169	-0.2680478	-0.09043169	-0.215199	35_11922	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10SE4	CHR2V7|COORD:18957992..18960152| diacylglycerol kinase family protein	AT2G46090.1	CHR03V5|COORD:1427408..1430368|protein D-erythro-sphingosine kinase/ diacylglycerol kinase, putative, expressed	LOC_Os03g03400.2	no descriptionmoderately similar to ( 213)AT2G46090| Symbols:  | diacylglycerol kinase family protein | chr2:18957992-18960152 FORWARDnot assigned not assigned LCB5 DAGK_cat DAGKc PRK11914 PRK12361 PRK00861	lipid metabolism.Phospholipid synthesis	11_3

CUST_3112_PI403524517	1	92.89767	48.378414	0.028560638	0.07991028	0.084877014	-0.12938023	-0.029325485	-0.028560638	35_845	"Cluster: Os08g0128500 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os08g0128500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J889	CHR1V7|COORD:19478882..19479821| 60S ribosomal protein L37 (RPL37B)	AT1G52300.1	CHR02V5|COORD:633642..635608|protein 60S ribosomal protein L37, putative	LOC_Os02g02130.1	no descriptionweakly similar to ( 158)AT1G52300| Symbols:  | 60S ribosomal protein L37 (RPL37B) | chr1:19478882-19479821 REVERSEnot assigned Ribosomal_L37e RPL37A rpl37e	protein.synthesis.misc ribososomal protein	29_2_2

CUST_114165_PI403524517	1	58.539307	40.741318	0.09974861	0.16035748	0.23365927	-0.3795719	-0.42704248	-0.09974861	35_32399	"Cluster: Putative PROPYZAMIDE-HTPERSENSITIVE 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative PROPYZAMIDE-HTPERSENSITIVE 1 - Oryza sativa (japonica"	UniRef90_Q655C5	"CHR5V7|COORD:7998312..8002597| PHS1 (PROPYZAMIDE-HYPERSENSITIVE 1); protein tyrosine/serine/threonine phosphatase"	AT5G23720.1	CHR01V5|COORD:11676292..11682491|protein PHS1, putative, expressed	LOC_Os01g20940.2	"no descriptionvery weakly similar to (90.9)AT5G23720| Symbols: PHS1 | PHS1 (PROPYZAMIDE-HYPERSENSITIVE 1); protein tyrosine/serine/threonine phosphatase | chr5:7998509-8002597 FORWARD"	protein.postranslational modification	29_4

CUST_72541_PI403524517	2	6.2812557	9.11987	3.4853258	4.1699333	3.9824448	-3.5829954	-3.9237075	-3.4853258	35_20791	"Cluster: Protein kinase domain containing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Protein kinase domain containing protein - Oryza sativa (jap"	UniRef90_Q2QQC1	"CHR3V7|COORD:21970848..21973535| ACR4 (ARABIDOPSIS CRINKLY4); kinase"	AT3G59420.1	CHR12V5|COORD:18956069..18958083|protein protein kinase domain containing protein	LOC_Os12g31560.1	"no descriptionvery weakly similar to (94.4)AT3G59420| Symbols: ACR4 | ACR4 (ARABIDOPSIS CRINKLY4); kinase | chr3:21970848-21973535 REVERSEvery weakly similar to (98.2)CRI4_MAIZEPutative receptor protein kinase CRINKLY4 precursor - Zea mays (Maize)not assigned"	protein.postranslational modification.kinase.receptor like cytoplasmatic kinase VII	29_4_1_57

CUST_110700_PI403524517	1	27.139357	55.559532	0.57766485	0.6578965	0.17173672	-0.23938799	-0.17173672	-0.30041885	35_31438	"Cluster: Arm repeat containing protein homolog-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Arm repeat containing protein homolog-like - Oryza sativa"	UniRef90_Q7F1U7	CHR1V7|COORD:16816094..16817173| DNA binding / ligand-dependent nuclear receptor	AT1G44191.1	CHR07V5|COORD:23720078..23723101|protein spotted leaf protein 11, putative, expressed	LOC_Os07g39590.1	no descriptionvery weakly similar to (53.5)AT4G16490| Symbols:  | armadillo/beta-catenin repeat family protein | chr4:9294747-9295553 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07003 Atrophin-1 PRK07764 PRK10263 Tymo_45kd_70kd Extensin_2 HPC2 APC_basic Pneumo_att_G PRK05648	not assigned.no ontology.armadillo/beta-catenin repeat family protein	35_1_3

CUST_6769_PI404877155	1	26.357723	53.337227	-0.021754265	-0.07482624	-0.05370617	0.021754265	0.035334587	0.03660488	Contig20021_at	C2H2 zinc-finger protein [Zea mays]	AAK63209.1	C2H2 zinc-finger protein SERRATE (SE)	At2g27100.1	protein expressed protein	Os06g48530	"SERRATE;C2H2 zinc-finger protein SERRATE (SE), identical to C2H2 zinc-finger protein SERRATE GI:14486602 from (Arabidopsis thaliana)"	RNA.regulation of transcription.C2H2 zinc finger family	27_3_11

CUST_32548_PI399408534	1	34.671272	95.43186	0.12349939	0.8820691	0.2634282	-0.12349939	-0.13580132	-0.2262621	35_17127	"Cluster: TF-like protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: TF-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q84P66	CHR1V7|COORD:3333927..3337493| NF-X1 type zinc finger family protein	AT1G10170.1	CHR06V5|COORD:7923038..7919481|protein transcriptional repressor NF-X1, putative, expressed	LOC_Os06g14190.1	no descriptionhighly similar to ( 645)AT1G10170| Symbols:  | NF-X1 type zinc finger family protein | chr1:3333927-3337493 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_137992_PI403524517	2	32.490574	24.90805	0.24027061	0.23618841	0.14843512	-0.14886904	-0.14843512	-0.25162125	35_38700	"Cluster: Diaphanous protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Diaphanous protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69MT2	"CHR3V7|COORD:9252557..9256063| AFH1 (FORMIN HOMOLOGY 1); actin binding"	AT3G25500.1	CHR09V5|COORD:20179233..20182554|protein AFH1, putative, expressed	LOC_Os09g34180.1	no description	not assigned.unknown	35_2

CUST_40514_PI403524517	2	24.129238	42.96141	0.33056164	0.65491676	0.32780266	-0.5386791	-0.32780266	-0.46808624	35_11651	"Cluster: Os05g0110700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0110700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DLB7	"CHR3V7|COORD:17860420..17862381| similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAU44202.1); similar to Os05g0110700 [Oryza sativa"	AT3G48210.1	CHR05V5|COORD:550556..546763|protein expressed protein	LOC_Os05g02000.1	no description	not assigned.unknown	35_2

CUST_12825_PI403524517	1	41.07948	107.32474	0.06690407	0.61580276	0.14643669	-0.15454197	-0.101117134	-0.066903114	35_3667	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_176350_PI403524517	1	41.631023	66.11874	0.37546015	0.63337183	0.13100243	-0.16424704	-0.28379107	-0.1310029	35_49074	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_1370_PI399408534	1	26.160067	95.80496	0.11909008	0.6637049	0.16390419	-0.19950962	-0.11909008	-0.1482687	35_14357	"Cluster: Zinc finger A20 and AN1 domain-containing stress-associated protein 8; n=1; Oryza sativa|Rep: Zinc finger A20 and AN1 domain-containing stress-associat"	UniRef90_Q69WY4	CHR1V7|COORD:18989358..18989879| zinc finger (AN1-like) family protein	AT1G51200.1	CHR06V5|COORD:24490982..24493241|protein zinc finger A20 and AN1 domains-containing protein, putative, expressed	LOC_Os06g41010.4	no descriptionweakly similar to ( 180)AT1G51200| Symbols:  | DNA binding / zinc ion binding | chr1:18989358-18989879 FORWARDweakly similar to ( 103)ISAP1_ORYSAnot assigned zf-AN1 ZnF_AN1	RNA.regulation of transcription.unclassified	27_3_99

CUST_61948_PI403524517	1	21.14449	62.42757	0.08685064	0.43581104	0.40080976	-0.10657883	-0.13267183	-0.08685064	35_17672	"Cluster: U1 snRNP-interacting 70 kDa protein; n=1; Triticum aestivum|Rep: U1 snRNP-interacting 70 kDa protein - Triticum aestivum (Wheat)"	UniRef90_Q2QKB6	"CHR3V7|COORD:18837457..18840473| U1-70K (SPLICEOSOMAL PROTEIN U1A); RNA binding"	AT3G50670.1	CHR10V5|COORD:997065..991733|protein U1 snRNP 70K protein, putative, expressed	LOC_Os10g02630.1	" no descriptionvery weakly similar to (53.5)AT3G50670| Symbols: U1SNRNP, U1-70K | U1-70K (SPLICEOSOMAL PROTEIN U1A); RNA binding | chr3:18839213-18840473 REVERSEnot assigned "	not assigned.no ontology	35_1

CUST_21653_PI403524517	1	24.27007	71.134674	0.08289719	0.19242287	0.045944214	-0.06752968	-0.045944214	-0.075489044	35_6285	"Cluster: Metal-dependent phosphohydrolase HD domain-containing protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Metal-dependent phosphohydrolase H"	UniRef90_Q8LQ52	CHR1V7|COORD:9044771..9046932| metal-dependent phosphohydrolase HD domain-containing protein	AT1G26160.1	CHR01V5|COORD:26089338..26093373|protein HD domain containing protein, expressed	LOC_Os01g45390.2	no descriptionweakly similar to ( 144)AT1G26160| Symbols:  | metal-dependent phosphohydrolase HD domain-containing protein | chr1:9044771-9046932 REVERSEnot assigned not assigned COG1896	not assigned.no ontology	35_1

CUST_88473_PI403524517	1	22.616467	114.59628	-0.18145657	-1.3795757	-0.22083569	0.21138287	0.28042603	0.18145752	35_25325	"Cluster: Hypothetical protein B1003C08.1; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1003C08.1 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q75G56	CHR1V7|COORD:30053548..30057096| helicase-related	AT1G79890.1	CHR05V5|COORD:7353798..7346482|protein ATP binding protein, putative, expressed	LOC_Os05g13300.1	no descriptionweakly similar to ( 165)AT1G79890| Symbols:  | helicase-related | chr1:30053548-30057096 FORWARDnot assigned not assigned not assigned HELICc2 DinG	DNA.synthesis/chromatin structure	28_1

CUST_173195_PI403524517	2	42.40364	13.563621	0.047145844	0.03697586	0.047399998	-0.03697586	-0.092222214	-0.06636524	35_48229	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_16705_PI404877155	1	43.254574	109.73658	0.042476177	0.01946354	0.18817616	-0.01946354	-0.04580927	-0.050321102	HF03B07r_at	tonoplast membrane integral protein ZmTIP4-4 [Zea mays]	AAK26775.1	tonoplast intrinsic protein, putative	At2g25810.1	protein MIP family channel proteins	Os01g13120	tonoplast membrane integral protein ZmTIP4-4	transport.Major Intrinsic Proteins.TIP	34_19_2

CUST_92495_PI403524517	1	102.861115	45.738823	0.114525795	0.08750057	0.041199684	-0.041199684	-0.043572426	-0.22829628	35_26447	Rep: Os05g0110500 protein - Oryza sativa (japonica cultivar-group)	UniRef90_Q0DLB9	CHR2V7|COORD:16983861..16986470| DEAD/DEAH box helicase, putative (RH17)	AT2G40700.1	CHR05V5|COORD:540918..544863|protein ATP binding protein, putative, expressed	LOC_Os05g01990.2	 no descriptionmoderately similar to ( 229)AT2G40700| Symbols:  | DEAD/DEAH box helicase, putative (RH17) | chr2:16983861-16986470 FORWARDvery weakly similar to (61.6)DB10_NICSYATP-dependent RNA helicase-like protein DB10 - Nicotiana sylvestris (Wood tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DEADc SrmB DEAD PRK04837 PRK11776 DEXDc PRK10590 PRK11192 DEXDc PRK11634 PRK04537 PRK01297 	DNA.synthesis/chromatin structure	28_1

CUST_180802_PI403524517	1	52.749554	46.7732	0.44521666	0.3978448	0.15511751	-0.38040495	-0.52525043	-0.15511751	35_50281	0	0	"CHR1V7|COORD:29557388..29562375| ATTPS1 (TREHALOSE-6-PHOSPHATE SYNTHASE); transferase, transferring glycosyl groups"	AT1G78580.1	CHR05V5|COORD:25630514..25638883|protein alpha,alpha-trehalose-phosphate synthase, putative, expressed	LOC_Os05g44210.1	no description	not assigned.unknown	35_2

CUST_104319_PI403524517	1	76.904884	47.58684	0.14924479	0.10008621	0.053258896	-0.34914732	-0.521615	-0.053259373	35_29730	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_20398_PI399408534	2	1.0203475	18.705572	-2.6818056	-1.9531617	-2.8169699	1.9531622	1.9912167	1.9610472	35_43871	"Cluster: OSJNBb0039L24.13 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBb0039L24.13 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XMK5	CHR5V7|COORD:8010007..8011456| remorin family protein	AT5G23750.1	CHR04V5|COORD:26449344..26445600|protein remorin, putative, expressed	LOC_Os04g45070.2	no descriptionvery weakly similar to (98.6)AT5G23750| Symbols:  | remorin family protein | chr5:8010007-8011456 REVERSEvery weakly similar to (94.7)REMO_SOLTURemorin - Solanum tuberosum (Potato)Remorin_C	RNA.regulation of transcription.unclassified	27_3_99

CUST_105515_PI403524517	1	13.41778	105.83407	0.060696602	0.3674593	0.06800842	-0.06574726	-0.07848263	-0.060696602	35_30049	"Cluster: Os02g0712500 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os02g0712500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DY67	"CHR2V7|COORD:14224437..14226119| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G44670.1); similar to Os06g0328800 [Oryza sativa (japonica"	AT2G33570.1	CHR02V5|COORD:29500832..29496781|protein expressed protein	LOC_Os02g48190.1	"no descriptionvery weakly similar to (87.4)AT2G33570| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G44670.1); similar to Os06g0328800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001057533.1); similar to Os02g0712500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001047907.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD72474.1); contains InterPro domain Protein of unknown function DUF23; (InterPro:IPR008166) | chr2:14224437-14226119 FORWARD"	not assigned.unknown	35_2

CUST_76625_PI403524517	2	19.63947	23.375448	0.050260067	0.067079544	0.081151485	-0.05025959	-0.07386112	-0.07032776	35_21967	"Cluster: ZW18 protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: ZW18 protein, putative, expressed - Oryza sativa (japonica cultivar"	UniRef90_Q2QX94	CHR1V7|COORD:21666796..21670492| ZW18	AT1G58350.1	CHR12V5|COORD:3301862..3295491|protein serine esterase family protein, putative, expressed	LOC_Os12g06800.1	no descriptionmoderately similar to ( 229)AT1G58350| Symbols: ZW18 | ZW18 | chr1:21666796-21670492 REVERSEnot assigned	not assigned.unknown	35_2

CUST_171845_PI403524517	2	36.795723	42.572586	-0.08519459	-0.13691807	-0.058582306	0.058582306	0.11467838	0.12843704	35_47877	"Cluster: Putative serine/threonine protein phosphatase 2A (PP2A) regulatory subunit B'; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative serine/threoni"	UniRef90_Q5VRD6		0	CHR01V5|COORD:4067133..4065420|protein serine/threonine protein phosphatase 2A 59 kDa regulatory subunit Bgamma isoform, putative, expressed	LOC_Os01g08310.1	no description	not assigned.unknown	35_2

CUST_83715_PI403524517	1	33.394524	62.9074	0.39993477	0.096918106	0.22788715	-0.19384766	-0.096918106	-0.1446352	35_23998	"Cluster: Putative Bplo; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Bplo - Oryza sativa (japonica cultivar-group)"	UniRef90_Q9LX04	"CHR5V7|COORD:19650521..19652838| SKS3 (SKU5 Similar 3); copper ion binding"	AT5G48450.1	CHR06V5|COORD:300812..296160|protein monocopper oxidase precursor, putative, expressed	LOC_Os06g01490.1	"no descriptionweakly similar to ( 197)AT5G48450| Symbols: SKS3 | SKS3 (SKU5 Similar 3); copper ion binding | chr5:19650521-19652838 REVERSEweakly similar to ( 165)ASO_BRANAnot assigned not assigned not assigned not assigned not assigned not assigned Cu-oxidase_3 SufI"	misc.oxidases - copper, flavone etc.	26_7

CUST_106232_PI403524517	1	37.660496	58.474766	0.15656853	0.0979166	0.04127693	-0.078974724	-0.09307289	-0.041275978	35_30238	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_65401_PI403524517	2	26.574867	20.166119	0.3808093	0.45269966	0.300344	-0.300344	-0.48508644	-0.33136702	35_18673	"Cluster: Protein phosphatase regulatory subunit-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Protein phosphatase regulatory subunit-like prote"	UniRef90_Q7XAK8	0	0	CHR07V5|COORD:342225..348402|protein protein binding protein, putative, expressed	LOC_Os07g01550.1	no description	not assigned.unknown	35_2

CUST_43099_PI403524517	1	5.635028	58.944435	-0.25286484	-0.122579575	-0.08097267	0.08530426	0.09060669	0.08097267	35_12376	"Cluster: Hypothetical protein OJ1268_B08.11; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1268_B08.11 - Oryza sativa (japonica cultiv"	UniRef90_Q6F363	CHR1V7|COORD:18414845..18416447| leucine-rich repeat family protein	AT1G49750.1	CHR05V5|COORD:28549790..28552533|protein pentatricopeptide repeat protein PPR1106-17, putative, expressed	LOC_Os05g49920.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned Extensin_2 PRK07764 TT_ORF1 PRK05648 Atrophin-1 PRK12323 PRK10819 DUF1210	not assigned.unknown	35_2

CUST_69964_PI403524517	1	30.727741	71.75919	0.14126301	0.43306923	0.13619518	-0.19025993	-0.13619518	-0.25517893	35_20019	"Cluster: Hypothetical protein P0021G06.102; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0021G06.102 - Oryza sativa (japonica cultivar"	UniRef90_Q7XHS9	CHR1V7|COORD:21865254..21869681| CW7	AT1G59520.3	CHR07V5|COORD:8277272..8263075|protein retrotransposon protein, putative, unclassified, expressed	LOC_Os07g14514.3	no descriptionmoderately similar to ( 235)AT1G59520| Symbols: CW7 | CW7 | chr1:21865254-21869681 FORWARDnot assigned	not assigned.unknown	35_2

CUST_70897_PI403524517	1	22.399754	77.959435	0.049268723	0.15888214	0.042834282	-0.06164837	-0.06735134	-0.04283333	35_20314	"Cluster: RNA binding protein-like; n=1; Arabidopsis thaliana|Rep: RNA binding protein-like - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9LZT1	CHR3V7|COORD:16923496..16924235| RNA-binding protein, putative	AT3G46020.1	CHR01V5|COORD:17754486..17749761|protein expressed protein	LOC_Os01g31810.1	 no descriptionweakly similar to ( 103)AT3G46020| Symbols:  | RNA-binding protein, putative | chr3:16923496-16924235 REVERSEvery weakly similar to (67.4)GRP1_DAUCAGlycine-rich RNA-binding protein - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned RRM_1 RRM COG0724 	RNA.RNA binding	27_4

CUST_161519_PI403524517	2	39.074947	20.690565	0.15302658	0.12875032	0.19364643	-0.29704952	-0.27294827	-0.12874985	35_45060	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_148158_PI403524517	1	55.357212	27.033953	0.31130219	0.3773384	0.2153368	-0.67725086	-0.8197818	-0.21533632	35_41451	Rep: Hypothetical protein - Coccidioides immitis RS	UniRef90_Q1DUG1	CHR1V7|COORD:29957982..29961963| sodium proton exchanger, putative (NHX6)	AT1G79610.1	CHR09V5|COORD:6382644..6372275|protein sodium/hydrogen exchanger family protein, expressed	LOC_Os09g11450.2	 no descriptionweakly similar to ( 148)AT1G79610| Symbols:  | sodium proton exchanger, putative (NHX6) | chr1:29957982-29961963 REVERSEnot assigned not assigned NhaP Na_H_Exchanger KefB PRK05326 COG3263 	transport.unspecified cations	34_14

CUST_149040_PI403524517	1	113.489136	38.269047	0.2757082	0.16910887	0.37937593	-0.16910839	-0.26798773	-1.4560053	35_41693	"Cluster: Meltrins, fertilins and related Zn-dependent metalloproteinases of the ADAMs family; n=1; Ostreococcus tauri|Rep: Meltrins, fertilins and related"	UniRef90_Q01AC1	"CHR1V7|COORD:23115483..23118958| LRX2 (LEUCINE-RICH REPEAT/EXTENSIN 2); protein binding / structural constituent of cell wall"	AT1G62440.1	CHR01V5|COORD:23002782..23005468|protein expressed protein	LOC_Os01g40190.1	no description	not assigned.unknown	35_2

CUST_167980_PI403524517	1	32.316498	59.687565	0.19696712	0.34836006	0.095124245	-0.1691103	-0.095124245	-0.18662262	35_46784	Rep: N-acetylglucosaminyltransferase 1 - Oryza sativa (Rice)	UniRef90_Q8RW24	"CHR4V7|COORD:17932000..17935203| CGL1 (COMPLEX GLYCAN LESS); transferase, transferring glycosyl groups"	AT4G38240.1	CHR02V5|COORD:35812310..35806734|protein N-acetylglucosaminyltransferase I, putative, expressed	LOC_Os02g58590.1	 no descriptionvery weakly similar to (99.8)AT4G38240| Symbols: GNTI, CGL1 | CGL1 (COMPLEX GLYCAN LESS) | chr4:17932000-17935203 REVERSEnot assigned GNT-I 	protein.glycosylation	29_7

CUST_9606_PI403524517	2	46.99761	48.769424	0.064640045	0.10622978	0.038695335	-0.09769058	-0.03869629	-0.056649208	35_2708	"Cluster: Os05g0373700 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os05g0373700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DIP0	CHR3V7|COORD:3942351..3943602| nascent polypeptide associated complex alpha chain protein, putative / alpha-NAC, putative	AT3G12390.1	CHR01V5|COORD:41541160..41543918|protein nascent polypeptide-associated complex alpha subunit-like protein 3, putative, expressed	LOC_Os01g71230.2	no descriptionweakly similar to ( 120)AT5G13850| Symbols: NACA3 | nascent polypeptide-associated complex (NAC) domain-containing protein | chr5:4471364-4472544 FORWARDnot assigned NAC	protein.synthesis.elongation	29_2_4

CUST_126715_PI403524517	2	28.721176	7.3339496	0.25965643	0.26043844	0.22836304	-0.29868507	-0.4057002	-0.22836351	35_35658	Rep: Hypothetical protein - Gibberella zeae (Fusarium graminearum)	UniRef90_Q4ICZ5	"CHR1V7|COORD:564293..567580| BXL2 (BETA-XYLOSIDASE 2); hydrolase, hydrolyzing O-glycosyl compounds"	AT1G02640.1	CHR01V5|COORD:10868149..10871043|protein beta-D-xylosidase, putative, expressed	LOC_Os01g19220.1	" no descriptionvery weakly similar to (53.5)AT1G02640| Symbols: ATBXL2, BXL2 | BXL2 (BETA-XYLOSIDASE 2); hydrolase, hydrolyzing O-glycosyl compounds | chr1:564293-567580 FORWARDGlyco_hydro_3_C "	cell wall.degradation.mannan-xylose-arabinose-fucose	10_6_2

CUST_79810_PI403524517	1	43.89926	71.31177	-0.19505024	-0.99211216	-0.50359535	0.19505024	0.29679012	0.4744234	35_22887	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_15814_PI403524517	2	24.210403	31.988483	-0.5917568	-1.1487937	-0.8715086	0.9007883	0.62112236	0.59175587	35_4564	"Cluster: OSJNBa0088A01.11 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0088A01.11 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XNE0	CHR5V7|COORD:4445464..4447293| pentatricopeptide (PPR) repeat-containing protein	AT5G13770.1	CHR04V5|COORD:29236771..29239037|protein expressed protein	LOC_Os04g49350.1	no descriptionmoderately similar to ( 280)AT5G13770| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr5:4445464-4447293 FORWARDvery weakly similar to (89.7)RF1_ORYSAPRK12323	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_117906_PI403524517	1	48.610123	58.629192	0.27592802	0.8714981	0.43243742	-0.43885803	-0.2759285	-0.7407465	35_33398	"Cluster: Retrotransposon protein, putative, unclassified; n=1; Oryza sativa (japonica cultivar-group)|Rep: Retrotransposon protein, putative, unclassified - Ory"	UniRef90_Q2R4A2	CHRMV7|COORD:235916..236392| hypothetical protein	ATMG00860.1	CHR11V5|COORD:16412969..16413754|protein retrotransposon protein, putative, unclassified	LOC_Os11g29180.1	" no descriptionvery weakly similar to (75.1)ATMG00860| Symbols: ORF158 | Identical to Hypothetical mitochondrial protein AtMg00860 (ORF158) [Arabidopsis Thaliana] (GB:P92523); similar to Os10g0317000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001064331.1); similar to retrotransposon protein, putative, unclassified [Oryza sativa (japonica cultivar-group)] (GB:ABF94845.1); similar to Os08g0451600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001061948.1); contains domain DNA/RNA polymerases (SSF56672); contains domain GAG/POL/ENV POLYPROTEIN (PTHR10178); contains domain RETROVIRUS POLYPROTEIN (PTHR10178:SF14); contains domain no description (G3D.3.30.70.270) | chrM:235916-236392 FORWARD"	not assigned.unknown	35_2

CUST_51064_PI403524517	1	44.666023	151.69395	-0.05491066	-1.2806053	-0.060697556	0.14604759	0.10578537	0.054912567	35_14559	Rep: Adenosylhomocysteinase 1 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_O23255	"CHR4V7|COORD:8054926..8056671| HOG1 (HOMOLOGY-DEPENDENT GENE SILENCING 1); adenosylhomocysteinase"	AT4G13940.1	CHR11V5|COORD:14922707..14919682|protein adenosylhomocysteinase, putative, expressed	LOC_Os11g26850.2	 no descriptionhighly similar to ( 892)AT4G13940| Symbols: EMB1395, MEE58, SAHH, SAHH1, HOG1 | HOG1 (HOMOLOGY-DEPENDENT GENE SILENCING 1) | chr4:8054926-8056758 FORWARDhighly similar to ( 935)SAHH_WHEATAdenosylhomocysteinase - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned AdoHcyase AdoHcyase PRK05476 SAM1 AdoHcyase_NAD PRK07003 PRK12323 Tymo_45kd_70kd Herpes_BLLF1 Atrophin-1 HPC2 PRK07764 APC_basic DUF1421 PRK05648 Extensin_2 GRASP55_65 Herpes_TAF50 DUF566 TT_ORF1 KAR9 Herpes_UL32 PRK08853 2-Hacid_dh_C DUF1509 Pneumo_att_G AF-4 Drf_FH1 DUF390 Herpes_gI PRK12372 SerA Metaviral_G FimV PRK00708 DAG1 TonB 	amino acid metabolism.degradation.aspartate family.methionine	13_2_3_4

CUST_33111_PI403524517	1	35.05532	89.07271	0.043290615	0.46929884	0.855145	-0.08458519	-0.04329014	-0.08959484	35_9547	"Cluster: Hypothetical protein P0474F11.3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0474F11.3 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6K720	CHR3|COORD:3016545..3018988| protein kinase, putative, similar to protein kinase (Lophopyrum elongatum) gi:13022177:gb:AAK11674	AT3G09830.2	CHR02V5|COORD:35188442..35184524|protein protein kinase APK1A, chloroplast precursor, putative, expressed	LOC_Os02g57420.1	 no descriptionweakly similar to ( 155)AT3G09830| Symbols:  | protein kinase, putative | chr3:3017204-3018701 FORWARDvery weakly similar to (63.9)NORK_PEANodulation receptor kinase precursor - Pisum sativum (Garden pea)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07003 Atrophin-1 PRK07764 TyrKc Pkinase_Tyr PTKc APC_basic Tymo_45kd_70kd PTKc_EGFR_like HPC2 PTKc_Jak_rpt2 DUF1421 PTKc_c-ros Herpes_BLLF1 PTKc_Syk_like PRK10856 AF-4 Extensin_2 	protein.postranslational modification.kinase.receptor like cytoplasmatic kinase VII	29_4_1_57

CUST_7719_PI403524517	2	25.957422	49.38015	0.16367292	0.4890194	0.33620358	-0.26876163	-0.16367292	-0.19349003	35_2148	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_155721_PI403524517	2	33.85911	36.238415	0.38778067	0.20639277	0.4484415	-0.28474426	-0.20639277	-0.40763378	35_43496	"Cluster: MATE efflux protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: MATE efflux protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5N7N1	CHR1V7|COORD:26828424..26830410| MATE efflux family protein	AT1G71140.1	CHR01V5|COORD:28565482..28561550|protein transparent testa 12 protein, putative, expressed	LOC_Os01g49120.1	no descriptionweakly similar to ( 122)AT1G71140| Symbols:  | MATE efflux family protein | chr1:26828424-26830410 FORWARDnot assigned MatE NorM	transport.misc	34_99

CUST_41883_PI403524517	1	37.98328	76.96716	0.061330795	0.1545763	0.032618523	-0.06854725	-0.07256985	-0.032618523	35_12035	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_157532_PI403524517	1	29.011478	125.0573	0.040013313	0.34519196	0.03851223	-0.06214714	-0.070370674	-0.038511276	35_43986	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_63108_PI403524517	1	49.350567	58.040142	-0.17552567	-0.15997124	-0.041977882	0.041977882	0.10440636	0.054447174	35_18006	"Cluster: Plastid (P)ppGpp synthase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Plastid (P)ppGpp synthase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XAP3	"CHR3V7|COORD:4650909..4653521| RSH2 (RELA-SPOT HOMOLOG); catalytic"	AT3G14050.1	CHR09V5|COORD:16454045..16457598|protein RSH2, putative, expressed	LOC_Os09g27050.1	" no descriptionhighly similar to ( 766)AT3G14050| Symbols: AT-RSH2, RSH2 | RSH2 (RELA-SPOT HOMOLOG); catalytic | chr3:4650909-4653521 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned SpoT PRK11092 relA RelA_SpoT COG2357 PRK12678 PRK07764 PRK07003 PRK12323 "	not assigned.no ontology	35_1

CUST_103340_PI403524517	1	57.15375	24.82633	0.07606888	0.050341606	0.05096054	-0.20081949	-0.19173002	-0.05034256	35_29468	"Cluster: Os08g0280200 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os08g0280200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J6R0	CHR1V7|COORD:22496859..22500684| proline-rich family protein	AT1G61080.1	CHR08V5|COORD:10918875..10929831|protein actin binding protein, putative, expressed	LOC_Os08g17820.2	no description	not assigned.unknown	35_2

CUST_104275_PI403524517	1	47.343246	122.699936	0.07050133	0.7496786	0.11117649	-0.17810535	-0.070501804	-0.10197163	35_29717	0	0		0	CHR08V5|COORD:16329352..16328696|protein ligA, putative	LOC_Os08g26960.1	no description	not assigned.unknown	35_2

CUST_168408_PI403524517	1	39.536976	68.27858	0.3734026	0.14376926	0.11102009	-0.2592306	-0.11102009	-0.2381649	35_46899	Rep: UPI0000ECBAD6 UniRef100 entry - Gallus gallus	UniRef90_UPI0000ECBAD6	CHR4V7|COORD:7758606..7760888| leucine-rich repeat family protein / extensin family protein	AT4G13340.1	CHR03V5|COORD:29692207..29695852|protein kinetoplast-associated protein, putative, expressed	LOC_Os03g51870.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Drf_FH1 Extensin_2 Atrophin-1 DUF1421 PRK12323 TT_ORF1 PRK05648	not assigned.unknown	35_2

CUST_44628_PI403524517	1	44.519527	118.91477	0.26364136	0.033369064	0.036287308	-0.033369064	-0.06538868	-0.08882046	35_12799	"Cluster: Zinc finger-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Zinc finger-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5ZD36	CHR2V7|COORD:10963829..10979807| binding / heme binding	AT2G25730.1	CHR01V5|COORD:23516210..23540540|protein expressed protein	LOC_Os01g40990.3	no descriptionmoderately similar to ( 342)AT2G25730| Symbols:  | binding / heme binding | chr2:10963829-10979807 REVERSEnot assigned	not assigned.unknown	35_2

CUST_88921_PI403524517	1	79.186455	46.223255	0.43737936	0.44083977	0.161623	-0.5808506	-0.161623	-0.16781235	35_25443	"Cluster: Hypothetical protein OJ1126_D01.5; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1126_D01.5 - Oryza sativa (japonica cultivar"	UniRef90_Q6I645	"CHR2V7|COORD:16650775..16652028| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G55690.1); similar to Os01g0850000 [Oryza sativa (japonica"	AT2G39870.1	CHR05V5|COORD:22158446..22155807|protein expressed protein	LOC_Os05g37930.2	no description	not assigned.unknown	35_2

CUST_162725_PI403524517	2	13.876947	1.502719	-1.6166689	-1.618475	-1.5758612	2.0852988	1.5758612	1.880153	35_45388	"Cluster: NB-ARC domain, putative; n=1; Oryza sativa (japonica cultivar-group)|Rep: NB-ARC domain, putative - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53NZ3		0	CHR11V5|COORD:6419818..6415313|protein LZ-NBS-LRR class, putative, expressed	LOC_Os11g11550.2	no description	not assigned.unknown	35_2

CUST_152497_PI403524517	1	36.93413	106.43498	0.102754116	0.644485	0.12036371	-0.102754116	-0.10662794	-0.1897316	35_42624	"Cluster: Putative senescence-associated protein; n=2; Oryza sativa|Rep: Putative senescence-associated protein - Oryza sativa (Rice)"	UniRef90_Q8SB36		0	0	0	no description	not assigned.unknown	35_2

CUST_101334_PI403524517	2	17.178894	41.974445	0.15741873	0.31840467	0.16791439	-0.15741825	-0.22288656	-0.19150352	35_28920	"Cluster: Lipase class 3-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Lipase class 3-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8L570	CHR4V7|COORD:9096820..9100608| lipase class 3 family protein	AT4G16070.1	CHR01V5|COORD:11600816..11605016|protein triacylglycerol lipase, putative, expressed	LOC_Os01g20840.1	no descriptionmoderately similar to ( 202)AT4G16070| Symbols:  | lipase class 3 family protein | chr4:9096820-9100608 REVERSEnot assigned Lipase3_N	lipid metabolism.lipid degradation.lipases.triacylglycerol lipase	11_9_2_1

CUST_103665_PI403524517	2	42.547863	26.064335	0.09017086	0.15139532	0.14454508	-0.228827	-0.17282486	-0.09017134	35_29556	Rep: Cellulose synthase-like protein D4 - Populus tremuloides (Quaking aspen)	UniRef90_Q8GUZ9	"CHR5V7|COORD:5561682..5565293| ATCSLD2 (Cellulose synthase-like D2); cellulose synthase/ transferase, transferring glycosyl groups"	AT5G16910.1	CHR06V5|COORD:664407..659149|protein CSLD2 - cellulose synthase-like family D, expressed	LOC_Os06g02180.1	" no descriptionmoderately similar to ( 219)AT5G16910| Symbols: CSLD2, ATCSLD2 | ATCSLD2 (Cellulose synthase-like D2); cellulose synthase/ transferase, transferring glycosyl groups | chr5:5561682-5565293 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07003 PRK07764 APC_basic TT_ORF1 Herpes_BLLF1 "	cell wall.cellulose synthesis.cellulose synthase	10_2_1

CUST_442_PI404877155	1	25.534353	97.40934	-0.035998344	-0.2767315	-0.08128166	0.051436424	0.061048508	0.03599739	Contig10358_at	putative telomere repeat binding factor [Oryza sativa (japonica cultivar-group)]	NP_917454.1	DNA-binding protein, putative	At1g49950.3	protein Myb-like DNA-binding domain, putative	Os01g40670	NONE	RNA.regulation of transcription.MYB-related transcription factor family	27_3_26

CUST_11638_PI404877155	1	104.13332	28.721125	-0.039868355	-0.05513668	-0.07179642	0.04150486	0.03986931	0.22469425	Contig5300_at	KH domain-containing protein [Arabidopsis thaliana]	NP_192745.2	KH domain-containing protein	At4g10070.1	protein KH domain, putative	Os08g01930	"1.1_bZIP   T00782 TAF(II) 135;"	RNA.transcription	27_2

CUST_150235_PI403524517	2	48.813354	41.812836	0.19127798	0.120073795	0.2860422	-0.120073795	-0.18661022	-0.32041645	35_42028	Rep: OSJNBa0006A01.18 protein - Oryza sativa (Rice)	UniRef90_Q7XU53		0	CHR05V5|COORD:23309946..23306628|protein retrotransposon protein, putative, unclassified	LOC_Os05g39810.1	no description	not assigned.unknown	35_2

CUST_17363_PI404877155	1	29.688213	71.99824	0.15016603	0.58607817	0.23044157	-0.18524504	-0.15016603	-0.26625872	HU08D12u_at	calmodulin-binding protein-related [Arabidopsis thaliana] dbj|BAB11012.1| unnamed protein product [Arabidopsis thaliana]	NP_198754.1	calmodulin-binding protein-related	At5g39380.1	protein hypothetical protein	Os03g11290	calmodulin-binding protein-related, has weak similarity to calmodulin-binding proteins	signalling.calcium	30_3

CUST_1757_PI403524517	1	42.836067	81.980606	-0.02844429	-0.085668564	-0.018520355	0.03724861	0.04766655	0.018520355	35_465	"Cluster: Putative 40S ribosomal protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative 40S ribosomal protein - Oryza sativa (japonica"	UniRef90_Q8H3I3	"CHR1V7|COORD:27246810..27248504| P40 (40S ribosomal protein SA); structural constituent of ribosome"	AT1G72370.1	CHR07V5|COORD:25413991..25411732|protein 40S ribosomal protein SA, putative, expressed	LOC_Os07g42450.1	" no descriptionmoderately similar to ( 379)AT1G72370| Symbols: AP40, RP40, RPSAA, P40 | P40 (40S ribosomal protein SA); structural constituent of ribosome | chr1:27246810-27248504 REVERSEmoderately similar to ( 387)RSSA_SOYBN40S ribosomal protein SA - Glycine max (Soybean)not assigned not assigned Ribosomal_S2 rps2P RpsB rpsB rps2 PRK07764 "	protein.synthesis.misc ribososomal protein	29_2_2

CUST_27272_PI403524517	1	74.01722	40.17034	0.2970047	0.18239117	0.1368618	-0.33090353	-0.70689845	-0.1368618	35_7897	"Cluster: Hypothetical protein OSJNBa0029C15.25; n=3; Oryza sativa|Rep: Hypothetical protein OSJNBa0029C15.25 - Oryza sativa (Rice)"	UniRef90_Q8W363	"CHR3V7|COORD:6870244..6874683| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G33780.1); similar to Thioredoxin domain 2 [Medicago truncatula]"	AT3G19780.1	CHR10V5|COORD:18010372..18003244|protein expressed protein	LOC_Os10g34390.1	"no descriptionweakly similar to ( 113)AT3G19780| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G33780.1); similar to Thioredoxin domain 2 [Medicago truncatula] (GB:ABE78179.1); contains InterPro domain Thioredoxin-like fold; (InterPro:IPR012336); contains InterPro domain Thioredoxin domain 2; (InterPro:IPR006663); contains InterPro domain Thioredoxin fold; (InterPro:IPR012335); contains InterPro domain Protein of unknown function DUF179; (InterPro:IPR003774) | chr3:6870244-6874683 FORWARD"	not assigned.unknown	35_2

CUST_164080_PI403524517	2	29.506683	32.724686	0.6216717	0.50947	0.3110113	-0.31101084	-0.5735378	-0.4510188	35_45742	"Cluster: Hypothetical protein OJ1200_C08.118; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1200_C08.118 - Oryza sativa (japonica cult"	UniRef90_Q7XIQ9	CHRomosome structural maintenance protein-related | chr1V7|COORD:omosome| chromosome structural maintenance protein-related	AT1G08400.1	CHR07V5|COORD:29172299..29176777|protein RINT-1 / TIP-1 family protein, expressed	LOC_Os07g48720.3	no descriptionvery weakly similar to (50.4)AT1G08400| Symbols:  | chromosome structural maintenance protein-related | chr1:2643345-2646002 REVERSE	not assigned.no ontology	35_1

CUST_171023_PI403524517	1	57.470245	44.349808	0.24436378	0.63888645	0.45168304	-0.24436378	-0.7247453	-0.3493042	35_47640	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_9055_PI399408534	1	36.601734	80.420746	0.16309834	0.53064346	0.13262558	-0.2847519	-0.26973724	-0.13262653	35_28248	"Cluster: Calcium-dependent protein kinase 2; n=3; Poaceae|Rep: Calcium-dependent protein kinase 2 - Triticum aestivum (Wheat)"	UniRef90_Q5UKX8	"CHR2V7|COORD:7524087..7526321| CPK6 (CALCIUM-DEPENDENT PROTEIN KINASE 6); anion channel/ calcium- and calmodulin-dependent protein kinase/ kinase"	AT2G17290.1	CHR02V5|COORD:28080731..28086282|protein calcium-dependent protein kinase, isoform AK1, putative, expressed	LOC_Os02g46090.1	" no descriptionweakly similar to ( 127)AT2G17290| Symbols: ATCDPK3, CPK6 | CPK6 (CALCIUM-DEPENDENT PROTEIN KINASE 6); anion channel/ calcium- and calmodulin-dependent protein kinase/ kinase | chr2:7524087-7526321 FORWARDweakly similar to ( 112)CDPK_SOYBNCalcium-dependent protein kinase SK5 - Glycine max (Soybean)not assigned FRQ1 EFh "	signalling.calcium	30_3

CUST_148849_PI403524517	1	48.99043	111.09397	-0.08306742	-0.62743044	-0.11467552	0.17626667	0.2484765	0.08306742	35_41639	"Cluster: Os02g0321000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0321000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E1N8	CHR1V7|COORD:3218135..3219931| pentatricopeptide (PPR) repeat-containing protein	AT1G09900.1	CHR02V5|COORD:12817126..12815510|protein fertility restorer homologue C, putative	LOC_Os02g21580.1	no descriptionvery weakly similar to (96.7)AT1G09900| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr1:3218135-3219931 FORWARDvery weakly similar to (82.4)RF1_ORYSA	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_146589_PI403524517	1	40.872135	125.32081	0.060983658	0.45500565	0.042096138	-0.10079765	-0.042096138	-0.07259464	35_41034	"Cluster: Putative aspartate-tRNA ligase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative aspartate-tRNA ligase - Oryza sativa (japonica cultivar-group"	UniRef90_Q6ZHC3	CHR4V7|COORD:15156702..15159368| aspartyl-tRNA synthetase, putative / aspartate--tRNA ligase, putative	AT4G31180.1	CHR02V5|COORD:28107735..28113117|protein aspartyl-tRNA synthetase, putative, expressed	LOC_Os02g46130.1	 no descriptionvery weakly similar to (80.5)AT4G31180| Symbols:  | aspartyl-tRNA synthetase, putative / aspartate--tRNA ligase, putative | chr4:15156702-15159368 FORWARDnot assigned AspRS_cyto_N PRK12323 Asp_Lys_Asn_RS_N 	protein.aa activation.aspartate-tRNA ligase	29_1_12

CUST_67869_PI403524517	1	40.513287	115.290184	0.030790329	0.43182373	0.09687805	-0.0698843	-0.072626114	-0.030789375	35_19391	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_22978_PI403524517	1	46.829517	81.92357	0.17808914	0.42832994	0.06869173	-0.19379616	-0.06869221	-0.13935423	35_6677	Rep: Hypothetical protein B'teta - Oryza sativa (Rice)	UniRef90_Q8L6I5	CHR1|COORD:4615810..4618326| serine/threonine protein phosphatase 2A (PP2A) regulatory subunit B', putative, similar to SWISS-PROT:Q28653 serine/threonine prote	AT1G13460.2	CHR08V5|COORD:1203406..1199532|protein transposon protein, putative, unclassified, expressed	LOC_Os08g02860.1	 no descriptionmoderately similar to ( 255)AT1G13460| Symbols:  | serine/threonine protein phosphatase 2A (PP2A) regulatory subunit B', putative | chr1:4616501-4618177 FORWARDnot assigned B56 	protein.postranslational modification	29_4

CUST_40199_PI403524517	1	49.222313	147.58156	0.28328943	0.01493454	0.016063213	-0.02895403	-0.043661118	-0.01493454	35_11562	"Cluster: PREDICTED: similar to collagen, type I, alpha 1; n=1; Homo sapiens|Rep: PREDICTED: similar to collagen, type I, alpha 1 - Homo sapiens"	UniRef90_UPI0000DD7AE1	0	0	CHR09V5|COORD:3347092..3347772|protein conserved hypothetical protein	LOC_Os09g06940.1	no description	not assigned.unknown	35_2

CUST_6709_PI399408534	1	36.913532	56.747055	0.14265823	0.29259777	0.09984207	-0.20860577	-0.21333122	-0.09984207	35_47463	"Cluster: Os03g0639200 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os03g0639200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DQ40	CHR3V7|COORD:1540568..1546145| DNA binding / transcription factor	AT3G05380.2	CHR03V5|COORD:24471620..24488798|protein always early protein 3, putative, expressed	LOC_Os03g43800.2	no descriptionweakly similar to ( 159)AT3G05380| Symbols:  | DNA binding / transcription factor | chr3:1540568-1546145 FORWARDnot assigned	RNA.regulation of transcription.MYB domain transcription factor family	27_3_25

CUST_40876_PI403524517	1	31.514772	72.74227	0.11490822	0.44830513	0.17207909	-0.11490822	-0.14340973	-0.21088457	35_11755	"Cluster: WRKY DNA binding domain containing protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: WRKY DNA binding domain containing protein, exp"	UniRef90_Q2QMN5	"CHR3V7|COORD:1266743..1267697| WRKY39 (WRKY DNA-binding protein 39); transcription factor"	AT3G04670.2	CHR12V5|COORD:25070610..25066933|protein WRKY transcription factor 21, putative, expressed	LOC_Os12g40570.2	no description	not assigned.unknown	35_2

CUST_45092_PI403524517	2	30.601023	43.261166	0.11304951	0.16473007	0.06569958	-0.065700054	-0.12397671	-0.09606838	35_12926	"Cluster: Os07g0476200 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0476200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D6I4	"CHR2V7|COORD:2429105..2436585| ELF8 (EARLY FLOWERING 8); binding"	AT2G06210.1	CHR07V5|COORD:17243664..17228540|protein TPR repeat nuclear phosphoprotein, putative, expressed	LOC_Os07g29360.1	" no descriptionmoderately similar to ( 291)AT2G06210| Symbols: VIP6, ELF8 | ELF8 (EARLY FLOWERING 8); binding | chr2:2429105-2436585 REVERSEnot assigned "	not assigned.no ontology	35_1

CUST_130374_PI403524517	2	29.19445	43.9518	0.33869267	0.44782543	0.16975975	-0.16975927	-0.27696943	-0.31108665	35_36612	"Cluster: Elongation factor Tu, domain 2; Translation elongation factor G; n=3; rosids|Rep: Elongation factor Tu, domain 2; Translation elongation factor G - Med"	UniRef90_Q1S824	"CHR1V7|COORD:20971910..20974742| LOS1 (Low expression of osmotically responsive genes 1); translation elongation factor/ translation factor, nucleic acid bindin"	AT1G56070.1	CHR04V5|COORD:1080427..1085754|protein elongation factor 2, putative, expressed	LOC_Os04g02820.3	" no descriptionmoderately similar to ( 281)AT1G56070| Symbols: AT1G56075.1, LOS1 | LOS1 (Low expression of osmotically responsive genes 1); translation elongation factor/ translation factor, nucleic acid binding | chr1:20971910-20974742 REVERSEmoderately similar to ( 280)EF2_BETVUElongation factor 2 - Beta vulgaris (Sugar beet)not assigned not assigned not assigned eEF2_snRNP_like_II PRK07560 FusA eEF2_II_snRNP PRK12740 PRK12739 "	protein.synthesis.elongation	29_2_4

CUST_153635_PI403524517	2	47.5887	30.193424	0.25636625	0.26023293	0.1433115	-0.2649331	-0.39945126	-0.1433115	35_42937	Rep: Zeamatin precursor - Zea mays (Maize)	UniRef90_P33679	CHR4V7|COORD:7025121..7026107| ATOSM34 (OSMOTIN 34)	AT4G11650.1	CHR03V5|COORD:25989496..25988565|protein protein P21, putative, expressed	LOC_Os03g46070.1	no descriptionvery weakly similar to (57.4)ZEAM_MAIZEZeamatin precursor - Zea mays (Maize)Thaumatin THN	stress.abiotic	20_2

CUST_3011_PI404877155	1	29.474527	104.84395	0.06080532	0.35717106	0.066773415	-0.06152153	-0.09878445	-0.060804367	Contig13430_s_at	Paa2 P-type ATPase [Arabidopsis thaliana]	AAP55720.1	ATPase E1-E2 type family protein / haloacid dehalogenase-like hydrolase family protein / heavy-metal-associated	At5g21930.1	protein copper-translocating P-type ATPase, putative	Os03g08070	"ATPase E1-E2 type family protein / haloacid dehalogenase-like hydrolase family protein / heavy-metal-associated domain-containing protein, contains InterPro accession IPR001757: ATPase, E1-E2 type; contains Pfam profiles PF00403: Heavy-metal-associated do"	transport.metal	34_12

CUST_144829_PI403524517	1	40.893883	122.14543	0.29831266	0.046711445	0.02673006	-0.02673006	-0.06374931	-0.061194897	35_40561	"Cluster: Os05g0239200 protein; n=4; Oryza sativa (japonica cultivar-group)|Rep: Os05g0239200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DJR2		0	CHR05V5|COORD:8462108..8458139|protein transposon protein, putative, unclassified, expressed	LOC_Os05g14940.1	no descriptionnot assigned ZnF_BED	not assigned.unknown	35_2

CUST_18966_PI404877155	1	28.810186	116.45796	-0.030347824	-0.34955406	-0.068920135	0.05465126	0.030345917	0.05060196	HY02C19u_at	0	0	0	0	0	0	NONE	mitochondrial electron transport / ATP synthesis.F1-ATPase	9_9

CUST_160064_PI403524517	1	46.95166	77.352104	0.1619072	0.7125969	0.26268005	-0.41069984	-0.1619072	-0.24021244	35_44669	"Cluster: Lipase-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Lipase-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8GS76		0	CHR07V5|COORD:26728284..26725727|protein esterase precursor, putative, expressed	LOC_Os07g44780.1	no description	not assigned.unknown	35_2

CUST_8460_PI403524517	1	47.474503	62.257374	0.06949997	0.34806538	0.30468273	-0.19794083	-0.06949997	-0.19381046	35_2363	Rep: Beta-1,3-glucanase precursor - Oryza sativa (Rice)	UniRef90_Q9ZNY6	CHR5V7|COORD:22406060..22407776| glycosyl hydrolase family 17 protein	AT5G55180.1	CHR02V5|COORD:32564176..32561045|protein glucan endo-1,3-beta-glucosidase 7 precursor, putative, expressed	LOC_Os02g53200.2	 no descriptionmoderately similar to ( 319)AT5G55180| Symbols:  | glycosyl hydrolase family 17 protein | chr5:22406060-22407776 FORWARDweakly similar to ( 194)E13B_HORVUGlucan endo-1,3-beta-glucosidase GII precursor - Hordeum vulgare (Barley)not assigned not assigned not assigned not assigned not assigned Glyco_hydro_17 DUF566 PRK12678 Tymo_45kd_70kd PRK12323 	misc.beta 1,3 glucan hydrolases	26_4

CUST_1904_PI399408534	1	48.519775	79.94514	0.29289818	0.3149004	0.016415596	-0.016415596	-0.03541279	-0.04880619	35_7431	Rep: Brassinosteroid-insensitive 1 - Triticum aestivum (Wheat)	UniRef90_Q0ZA03	"CHR4V7|COORD:18324820..18328410| BRI1 (BRASSINOSTEROID INSENSITIVE 1); kinase"	AT4G39400.1	CHR01V5|COORD:30258334..30254390|protein systemin receptor SR160 precursor, putative, expressed	LOC_Os01g52050.1	" no descriptionmoderately similar to ( 437)AT4G39400| Symbols: CBB2, DWF2, BIN1, BRI1 | BRI1 (BRASSINOSTEROID INSENSITIVE 1); kinase | chr4:18324820-18328410 FORWARDmoderately similar to ( 202)PSKR_DAUCAPhytosulfokine receptor precursor - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TyrKc Pkinase_Tyr PTKc Pkinase S_TKc S_TKc PTKc_Csk_like PTKc_Srm_Brk PTKc_EGFR_like PTKc_Frk_like PTKc_Src_like PTKc_Jak_rpt2 PTKc_Fes_like PTKc_Trk PTKc_Itk PTKc_Abl PTKc_TrkB PTKc_Syk_like SPS1 PTKc_EphR PTKc_Musk PTKc_Tec_like PTKc_FGFR PTKc_Ror PTKc_Tie1 PTKc_Tie PTKc_Chk PTKc_Tie2 PTKc_InsR_like PTKc_Jak2_Jak3_rpt2 PTKc_Fer PTKc_TrkC PTKc_c-ros PTKc_TrkA PTKc_EphR_B PTKc_EphR_A2 PTKc_Yes PTKc_Csk PTKc_Lck_Blk PTKc_EphR_A PTKc_HER4 PTKc_Src PTKc_Btk_Bmx PTKc_Fyn_Yrk PTKc_FGFR2 PTK_CCK4 PTKc_EGFR PTKc_Tec_Rlk PTKc_PDGFR PTKc_Axl_like PTKc_RET PTKc_Tyk2_rpt2 PTKc_HER2 PTKc_DDR PTKc_Lyn PTKc_Fes PTK_HER3 PTKc_ALK_LTK PTKc_Met_Ron PTKc_Ror1 PTKc_Ack_like PTKc_FGFR3 PTKc_FGFR1 PTKc_FAK PTKc_DDR_like PTKc_FGFR4 PTKc_Axl PTK_Jak_rpt1 PTKc_Aatyk1_Aatyk3 PTKc_Tyro3 PTKc_DDR1 PTKc_Aatyk PTKc_Hck PTKc_Ror2 PTK_Ryk PTKc_Jak1_rpt2 PTKc_IGF-1R PTKc_DDR2 PTKc_InsR PTKc_EphR_A10 "	signalling.receptor kinases.leucine rich repeat XI	30_2_11

CUST_16724_PI399408534	1	48.010624	111.54047	-0.074876785	-0.41162777	-0.05365181	0.057422638	0.119314194	0.053650856	35_24861	"Cluster: 1-phosphatidylinositol-3-phosphate 5-kinase-like; n=3; Oryza sativa (japonica cultivar-group)|Rep: 1-phosphatidylinositol-3-phosphate 5-kinase-like - O"	UniRef90_Q6ZLF2	CHR4V7|COORD:16029508..16037282| 1-phosphatidylinositol-4-phosphate 5-kinase/ zinc ion binding	AT4G33240.1	CHR08V5|COORD:21868285..21879039|protein 1-phosphatidylinositol-4-phosphate 5-kinase/ zinc ion binding protein, putative, expressed	LOC_Os08g34950.1	" no descriptionweakly similar to ( 198)AT4G33240| Symbols:  | similar to phosphatidylinositol-4-phosphate 5-kinase family protein [Arabidopsis thaliana] (TAIR:AT3G14270.1); similar to phosphatidylinositol-4-phosphate 5-kinase family protein [Arabidopsis thaliana] (TAIR:AT1G34260.1); similar to phosphatidylinositol-4-phosphate 5-kinase family protein [Arabidopsis thaliana] (TAIR:AT1G71010.1); similar to putative phosphatidylinositol 3,5-kinase [Oryza sativa (japonica cultivar-group)] (GB:AAP12926.1); similar to 1-phosphatidylinositol-3-phosphate 5-kinase-like [Oryza sativa (japonica cultivar-group)] (GB:BAD08735.1); similar to Chaperonin Cpn60/TCP-1; Phosphatidylinositol-4-phosphate 5-kinase; Zinc finger, FYVE/PHD-type [Medicago truncatula] (GB:ABE86459.1); contains InterPro domain Zinc finger, FYVE/PHD-type; (InterPro:IPR011011); contains InterPro domain Chaperonin Cpn60/TCP-1; (InterPro:IPR002423); contains InterPro domain Phosphatidylinositol-4-phosphate 5-kinase; (InterPro:IPR002498); contains InterPro domain Zinc finger, FYVE-type; (InterPro:IPR000306) | chr4:16029508-16037282 REVERSEnot assigned not assigned Fab1_TCP chaperonin_like chaperonin_type_I_II cpn60 TCP1_zeta TCP1_gamma "	signalling.phosphinositides.phosphatidylinositol-4-phosphate 5-kinase	30_4_1

CUST_152576_PI403524517	1	34.418224	96.08604	0.297472	1.082458	0.16659927	-0.16659975	-0.3429165	-0.31312656	35_42644	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_21105_PI403524517	2	41.762505	40.70765	0.1699028	0.084946156	0.092209816	-0.21271849	-0.084946156	-0.18445492	35_6126	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10MH7	CHR4V7|COORD:10275928..10278502| leucine-rich repeat family protein / extensin family protein	AT4G18670.1	CHR03V5|COORD:10967883..10969026|protein expressed protein	LOC_Os03g19540.1	no descriptionvery weakly similar to (58.2)AT1G06320| Symbols:  | similar to hypothetical protein MtrDRAFT_AC140034g4v1 [Medicago truncatula] (GB:ABE80503.1) | chr1:1930601-1931448 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07764 PRK07003 DUF1421 Atrophin-1 Tymo_45kd_70kd APC_basic KAR9 PRK05648 TT_ORF1	not assigned.unknown	35_2

CUST_829_PI403524517	1	36.728416	114.79894	-0.050904274	-0.32831	-0.04435444	0.0866518	0.097088814	0.04435444	35_217	Rep: Ribosomal protein L6 - Triticum aestivum (Wheat)	UniRef90_Q5I7L4	CHR1V7|COORD:27850917..27852341| 60S ribosomal protein L6 (RPL6C)	AT1G74050.1	CHR02V5|COORD:22878287..22876293|protein 60S ribosomal protein L6, putative, expressed	LOC_Os02g37862.1	no descriptionmoderately similar to ( 209)AT1G74050| Symbols:  | 60S ribosomal protein L6 (RPL6C) | chr1:27850917-27852341 REVERSEmoderately similar to ( 214)RL6_MESCR60S ribosomal protein L6 - Mesembryanthemum crystallinum (Common ice plant)not assigned Ribosomal_L6e RPL14A Ribosomal_L6e_N	protein.synthesis.misc ribososomal protein	29_2_2

CUST_75512_PI403524517	1	34.531765	82.18614	0.1963191	0.42480373	0.056890488	-0.05689001	-0.118189335	-0.10458803	35_21645	"Cluster: Putative pectinacetylesterase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative pectinacetylesterase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5JL22	CHR3V7|COORD:2895015..2897372| pectinacetylesterase family protein	AT3G09410.2	CHR01V5|COORD:43397014..43393528|protein carboxylic ester hydrolase, putative, expressed	LOC_Os01g74330.1	no descriptionweakly similar to ( 139)AT3G09410| Symbols:  | pectinacetylesterase family protein | chr3:2895015-2897372 REVERSEnot assigned not assigned not assigned not assigned not assigned PAE PRK07764 PRK12323	cell wall.pectin*esterases.acetyl esterase	10_8_2

CUST_178487_PI403524517	1	49.70033	79.24332	0.25247955	0.5185399	0.07468128	-0.07468128	-0.23545933	-0.19097662	35_49641	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_80333_PI403524517	1	42.871483	71.23599	0.49577713	0.72840166	0.104236126	-0.2561102	-0.104236126	-0.17204809	35_23042	"Cluster: Loricrin-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: Loricrin-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K245	"CHR1V7|COORD:23807732..23809672| similar to loricrin-related [Arabidopsis thaliana] (TAIR:AT5G64550.1); similar to Os01g0621900 [Oryza"	AT1G64140.1	CHR02V5|COORD:8989569..8984540|protein expressed protein	LOC_Os02g15880.3	no description	not assigned.unknown	35_2

CUST_85581_PI403524517	2	2.9691608	0.012356886	-5.5583687	-5.5585866	-5.5596523	5.7576838	5.5583687	5.897353	35_24514	"Cluster: Protein kinase domain containing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Protein kinase domain containing protein - Oryza sativa (jap"	UniRef90_Q2QQC1	CHR5V7|COORD:19396029..19398284| protein kinase, putative	AT5G47850.1	CHR12V5|COORD:18956069..18958083|protein protein kinase domain containing protein	LOC_Os12g31560.1	 no descriptionweakly similar to ( 106)AT5G47850| Symbols:  | protein kinase, putative | chr5:19396029-19398284 REVERSEweakly similar to ( 105)CRI4_MAIZEPutative receptor protein kinase CRINKLY4 precursor - Zea mays (Maize)not assigned not assigned not assigned not assigned Pkinase S_TKc S_TKc PTKc_EphR 	protein.postranslational modification.kinase.receptor like cytoplasmatic kinase VII	29_4_1_57

CUST_6373_PI399408534	2	25.524618	35.311783	-0.45572758	-0.9211345	-0.9312973	0.7581253	0.5757723	0.45572758	35_14184	Rep: Cold-regulated protein 2 - Hordeum vulgare (Barley)	UniRef90_P23252	"CHR5V7|COORD:17024741..17031762| XRN2 (EXORIBONUCLEASE 2); 5'-3' exonuclease/ nucleic acid binding"	AT5G42540.1	CHR01V5|COORD:38179648..38171772|protein XRN3, putative, expressed	LOC_Os01g65220.1	"no descriptionvery weakly similar to (68.6)AT5G42540| Symbols: XRN2 | XRN2 (EXORIBONUCLEASE 2); 5'-3' exonuclease/ nucleic acid binding | chr5:17024741-17031762 FORWARDmoderately similar to ( 301)CR2_HORVUCold-regulated protein 2 - Hordeum vulgare (Barley)"	RNA.processing.ribonucleases	27_1_19

CUST_79403_PI403524517	1	121.00133	49.628036	0.0038337708	0.011397362	0.011688232	-0.11675835	-0.0038347244	-0.027194977	35_22776	"Cluster: Putative phragmoplast-associated kinesin-related protein 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative phragmoplast-associated kinesin-r"	UniRef90_Q6K765	"CHR3|COORD:8519176..8525295| similar to phragmoplast-associated kinesin-related protein (PAKRP1) [Arabidopsis thaliana] (TAIR:At4g14150.1); similar to"	AT3G23670.2	CHR02V5|COORD:17068331..17076353|protein kinesin-like protein, putative, expressed	LOC_Os02g28850.1	"no descriptionmoderately similar to ( 465)AT3G23670| Symbols: PAKRP1L | PAKRP1L; microtubule motor | chr3:8519297-8525062 FORWARDmoderately similar to ( 231)FLA10_CHLREKinesin-like protein FLA10 - Chlamydomonas reinhardtiinot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned KISc_KLP2_like KISc Kinesin KISc KISc_KHC_KIF5 KISc_KIF1A_KIF1B KISc_C_terminal KISc_KIF4 KISc_KIF3 KISc_CENP_E KISc_BimC_Eg5 KISc_KIP3_like KIP1 KISc_KIF9_like KISc_KIF23_like KISc_KID_like KISc_KIF2_like Motor_domain"	cell.organisation	31_1

CUST_19135_PI403524517	1	62.247936	27.323792	0.078476906	0.1369276	0.10571957	-0.078476906	-0.091918945	-0.22784805	35_5547	"Cluster: Putative copine III; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative copine III - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6H563	"CHR5|COORD:24872887..24876453| copine BONZAI1 (BON1), nearly identical to BONZAI1 (Arabidopsis thaliana) GI:15487382; contains Pfam profile PF00168: C2 domain"	AT5G61900.3	CHR02V5|COORD:18995211..18988145|protein copine-3, putative, expressed	LOC_Os02g32160.2	" no descriptionmoderately similar to ( 342)AT5G61900| Symbols: CPN1, BON, BON1 | BON1 (BONZAI1); calcium-dependent phospholipid binding | chr5:24873134-24876376 REVERSEnot assigned vWA_copine_like C2 C2 C2 C2_1 "	not assigned.no ontology	35_1

CUST_97624_PI403524517	2	11.631085	45.313457	0.12424469	0.10382843	0.044857025	-0.04485607	-0.056303024	-0.048807144	35_27876	"Cluster: Hypothetical protein OSJNBa0032G08.2; n=2; Oryza sativa|Rep: Hypothetical protein OSJNBa0032G08.2 - Oryza sativa (Rice)"	UniRef90_Q94HG5	CHR3V7|COORD:6637561..6639041| DNA binding	AT3G19184.1	CHR03V5|COORD:4418991..4416640|protein DNA binding protein, putative, expressed	LOC_Os03g08620.1	no descriptionvery weakly similar to (53.5)AT5G42700| Symbols:  | transcriptional factor B3 family protein | chr5:17139399-17141405 FORWARD	not assigned.no ontology	35_1

CUST_62689_PI403524517	1	27.695755	110.29404	0.06009674	0.32859516	0.045160294	-0.06115532	-0.07942963	-0.04515934	35_17873	"Cluster: Os02g0201000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0201000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E301	"CHR5V7|COORD:8799937..8802336| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G15350.1); similar to hypothetical protein [Glycine max]"	AT5G25360.1	CHR02V5|COORD:5644630..5640774|protein expressed protein	LOC_Os02g10720.1	"no descriptionweakly similar to ( 198)AT5G25360| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G15350.1); similar to hypothetical protein [Glycine max] (GB:AAN03467.1) | chr5:8799937-8802336 REVERSE"	not assigned.unknown	35_2

CUST_170235_PI403524517	2	48.37228	48.385063	0.21626568	0.12728214	0.08145666	-0.24553633	-0.081456184	-0.191823	35_47415	"Cluster: Phosphoethanolamine cytidylyltransferase; n=1; Hordeum vulgare subsp. vulgare|Rep: Phosphoethanolamine cytidylyltransferase - Hordeum vulgare var. dist"	UniRef90_Q84X92	"CHR2V7|COORD:16176057..16178758| PECT1 (PHOSPHORYLETHANOLAMINE CYTIDYLYLTRANSFERASE 1); ethanolamine-phosphate cytidylyltransferase"	AT2G38670.1	CHR12V5|COORD:1010142..1004447|protein ethanolamine-phosphate cytidylyltransferase, putative, expressed	LOC_Os12g02820.1	"no descriptionweakly similar to ( 177)AT2G38670| Symbols: PECT1 | PECT1 (PHOSPHORYLETHANOLAMINE CYTIDYLYLTRANSFERASE 1); ethanolamine-phosphate cytidylyltransferase | chr2:16176057-16178758 FORWARDnot assigned not assigned CCT cytidylyltransferase TagD ECT cytidylyltransferase_like PRK11316 RfaE G3P_Cytidylyltransferase CTP_transf_2 RfaE_N nt_trans PRK00777"	lipid metabolism.Phospholipid synthesis.choline-phosphate cytidylyltransferase	11_3_6

CUST_96790_PI403524517	1	24.245983	51.255352	0.21324253	0.43705988	0.17605829	-0.190269	-0.2716136	-0.17605877	35_27644	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_84212_PI403524517	1	39.322308	56.259754	0.36253548	0.3551674	0.09496212	-0.13618422	-0.20887232	-0.09496164	35_24132	"Cluster: Hypothetical protein OSJNBb0108E17.7; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0108E17.7 - Oryza sativa (japonica cu"	UniRef90_Q6L4X3	CHR4V7|COORD:10275928..10278502| leucine-rich repeat family protein / extensin family protein	AT4G18670.1	CHR05V5|COORD:25093445..25103539|protein MATH domain containing protein, expressed	LOC_Os05g43280.1	no descriptionweakly similar to ( 105)AT4G18670| Symbols:  | leucine-rich repeat family protein / extensin family protein | chr4:10275928-10278502 REVERSEvery weakly similar to ( 100)GP1_CHLREVegetative cell wall protein gp1 precursor - Chlamydomonas reinhardtiinot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Atrophin-1 Herpes_BLLF1 PRK07003 PRK12323 HPC2 Drf_FH1 Extensin_2 PRK05648 PRK07764 APC_basic Tymo_45kd_70kd DUF605 KAR9 PRK10819 AF-4 GRASP55_65	not assigned.no ontology.proline rich family	35_1_42

CUST_137546_PI403524517	2	21.268019	49.085117	0.32194328	0.42891693	0.14044333	-0.14044333	-0.20735407	-0.21053886	35_38574	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_170866_PI403524517	1	32.822144	91.45873	0.076664925	0.048012733	0.26842117	-0.07455063	-0.048012733	-0.09566021	35_47594	Rep: Osr40g2 protein - Oryza sativa (Rice)	UniRef90_O24212	CHR2V7|COORD:16310505..16312414| hydroxyproline-rich glycoprotein family protein	AT2G39050.1	CHR07V5|COORD:29002524..29004559|protein expressed protein	LOC_Os07g48490.2	no descriptionweakly similar to ( 166)AT2G39050| Symbols:  | hydroxyproline-rich glycoprotein family protein | chr2:16310505-16312414 FORWARD	not assigned.no ontology.hydroxyproline rich proteins	35_1_41

CUST_147716_PI403524517	2	10.805666	31.47039	0.83161974	0.6873388	0.4284439	-0.4284439	-0.4511485	-0.5252023	35_41331	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_56069_PI403524517	1	41.269375	82.132225	0.31040096	0.8447428	0.15971565	-0.38370323	-0.15971518	-0.37083006	35_15959	"Cluster: Putative CTV.2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative CTV.2 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5NBT9	CHR3V7|COORD:5731715..5737537| TPR2 (TOPLESS-RELATED 2)	AT3G16830.1	CHR01V5|COORD:8427082..8417725|protein lissencephaly type-1-like homology motif, putative, expressed	LOC_Os01g15020.2	no descriptionweakly similar to ( 174)AT3G16830| Symbols: TPR2 | TPR2 (TOPLESS-RELATED 2) | chr3:5731715-5737537 FORWARD	not assigned.no ontology	35_1

CUST_77377_PI403524517	1	38.44273	62.77498	0.22142649	0.24200392	0.047424793	-0.047424793	-0.10359812	-0.06971216	35_22176	"Cluster: Os01g0337600 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os01g0337600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JN25	CHR3V7|COORD:2105914..2113142| binding / hydrogen ion transporting ATP synthase, rotational mechanism / hydrogen ion transporting ATPase, rotational mechanism	AT3G06670.1	CHR01V5|COORD:13244709..13228868|protein expressed protein	LOC_Os01g23590.3	 no descriptionweakly similar to ( 110)AT3G06670| Symbols:  | binding / hydrogen ion transporting ATP synthase, rotational mechanism / hydrogen ion transporting ATPase, rotational mechanism | chr3:2105914-2113142 REVERSE	not assigned.unknown	35_2

CUST_8820_PI403524517	1	83.57556	32.287964	0.011612892	0.02295208	0.01974678	-0.1925602	-0.011613846	-0.123643875	35_2473	"Cluster: Kub3-prov protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Kub3-prov protein, putative, expressed - Oryza sativa (japonic"	UniRef90_Q2QTN1	CHR3V7|COORD:812534..813651| Ku70-binding family protein	AT3G03420.1	CHR12V5|COORD:11081000..11078498|protein ku70-binding protein, putative, expressed	LOC_Os12g19090.1	no descriptionweakly similar to ( 183)AT3G03420| Symbols:  | Ku70-binding family protein | chr3:812534-813651 FORWARDnot assigned	not assigned.no ontology	35_1

CUST_117465_PI403524517	1	44.709854	92.26729	0.26104593	0.8931656	0.14962912	-0.28805876	-0.14962912	-0.3982644	35_33283	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_26626_PI403524517	2	38.221012	27.01872	0.2570753	0.18968678	0.15071297	-0.33581352	-0.32118988	-0.15071392	35_7715	"Cluster: Hypothetical protein OSJNBb0088F07.12; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0088F07.12 - Oryza sativa (japonica"	UniRef90_Q6I5K7	CHR4V7|COORD:1151683..1153161| protein kinase family protein	AT4G02630.1	CHR05V5|COORD:21262184..21259031|protein BRASSINOSTEROID INSENSITIVE 1-associated receptor kinase 1 precursor, putative, expressed	LOC_Os05g36050.1	no description	not assigned.unknown	35_2

CUST_20115_PI403524517	2	22.639166	42.119377	0.067108154	0.10997772	0.16223335	-0.10503769	-0.09957981	-0.067108154	35_5828	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_9155_PI399408534	1	43.793083	69.75846	0.29287148	0.63312817	0.1469307	-0.38395977	-0.14692974	-0.28446198	35_22935	"Cluster: Putative cleavage and polyadenylation specifity factor protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative cleavage and"	UniRef90_Q84JJ2	"CHR1|COORD:22477966..22481384| similar to metallo-beta-lactamase family protein [Arabidopsis thaliana] (TAIR:At2g01730.1); similar to Cleavage and"	AT1G61010.3	CHR03V5|COORD:35850627..35847566|protein cleavage and polyadenylation specificity factor, 73 kDa subunit, putative, expressed	LOC_Os03g63590.1	no descriptionmoderately similar to ( 335)AT1G61010| Symbols:  | hydrolase | chr1:22478619-22481325 REVERSEvery weakly similar to (53.5)CPSF2_ORYSAnot assigned not assigned not assigned not assigned not assigned YSH1 COG1782 Lactamase_B COG0595 ElaC	RNA.processing	27_1

CUST_91330_PI403524517	1	44.889946	97.2557	0.22112179	0.54497194	0.032886982	-0.032886505	-0.034150124	-0.06867361	35_26115	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_152126_PI403524517	1	34.8806	64.69838	0.24425173	0.37950516	0.077557564	-0.1586132	-0.077557564	-0.15288734	35_42525	Rep: OSJNBa0006A01.7 protein - Oryza sativa (Rice)	UniRef90_Q7F9L7	"CHR1V7|COORD:11663442..11666017| NHL8 (NDR1/HIN1-like 8); protein binding / zinc ion binding"	AT1G32340.1	CHR04V5|COORD:29787791..29792297|protein RWD domain containing protein, expressed	LOC_Os04g50720.1	"no descriptionweakly similar to ( 146)AT1G32340| Symbols: NHL8 | NHL8 (NDR1/HIN1-like 8); protein binding / zinc ion binding | chr1:11663442-11666017 REVERSEnot assigned RWD RWD"	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_165061_PI403524517	1	59.654305	35.65309	0.1892643	0.29925203	0.15284538	-0.2401886	-0.15284538	-0.4916911	35_46002	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_7007_PI403524517	2	33.54106	44.16009	-0.09573078	-0.10390854	-0.039310455	0.0560627	0.077955246	0.03931141	35_1941	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_130712_PI403524517	1	31.757679	51.78731	0.6309991	0.38439322	0.2099948	-0.26199865	-0.3869009	-0.20999527	35_36707	"Cluster: Hypothetical protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2RAY9	"CHR1V7|COORD:8284147..8286517| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G70550.1); similar to unknown protein [Arabidopsis thaliana]"	AT1G23340.1	CHR11V5|COORD:1500738..1504746|protein secreted protein, putative	LOC_Os11g03810.1	" no descriptionvery weakly similar to (75.5)AT1G23340| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G70550.1); similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G10750.1); similar to putative carboxyl-terminal proteinase [Gossypium hirsutum] (GB:AAK84952.2); contains InterPro domain Protein of unknown function DUF239, plant; (InterPro:IPR004314) | chr1:8284147-8286517 REVERSEDUF239 "	not assigned.unknown	35_2

CUST_33439_PI403524517	1	58.336407	38.159332	-0.023097992	-0.011771202	-0.026851654	0.043621063	0.026574135	0.011770248	35_9643	"Cluster: Kelch motif family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Kelch motif family protein, expressed - Oryza sativa (japonica"	UniRef90_Q2QP63	"CHR3V7|COORD:1561886..1567053| ACBP4 (ACYL-COA BINDING PROTEIN 4, ACYL-COA-BINDING DOMAIN 4); acyl-CoA binding"	AT3G05420.2	CHR12V5|COORD:21586064..21591497|protein acyl-CoA binding protein, putative, expressed	LOC_Os12g35560.1	" no descriptionmoderately similar to ( 216)AT3G05420| Symbols: ACBP4 | ACBP4 (ACYL-COA BINDING PROTEIN 4, ACYL-COA-BINDING DOMAIN 4); acyl-CoA binding | chr3:1561886-1567053 FORWARDvery weakly similar to (58.2)DYHA_CHLREDynein alpha chain, flagellar outer arm - Chlamydomonas reinhardtiinot assigned not assigned not assigned not assigned "	not assigned.no ontology	35_1

CUST_178956_PI403524517	1	63.80402	39.981228	0.33439255	0.14408684	0.23566961	-0.14408731	-0.23516226	-0.50607157	35_49775	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_36030_PI403524517	1	41.2908	67.426994	0.07117462	0.24834442	0.38893127	-0.07117367	-0.1500206	-0.084879875	35_10390	Rep: VMP3 protein - Volvox carteri f. nagariensis	UniRef90_Q948Y7	CHR4V7|COORD:7758606..7760888| leucine-rich repeat family protein / extensin family protein	AT4G13340.1	CHR09V5|COORD:11335336..11331584|protein transposon protein, putative, CACTA, En/Spm sub-class	LOC_Os09g18490.1	no description	not assigned.unknown	35_2

CUST_112818_PI403524517	1	15.011526	64.62137	0.2516985	0.5044279	0.13018703	-0.17586708	-0.16201401	-0.13018799	35_32022	Rep: Unknow protein - Oryza sativa (japonica cultivar-group)	UniRef90_Q5W7C1	CHR1V7|COORD:6978101..6985306| family II extracellular lipase, putative	AT1G20130.1	CHR05V5|COORD:967650..968788|protein membrane protein, putative, expressed	LOC_Os05g02750.1	no descriptionnot assigned not assigned not assigned not assigned PRK12323 PRK07764 PRK05648 Atrophin-1	not assigned.unknown	35_2

CUST_122943_PI403524517	2	31.168152	27.003458	0.15894032	0.24665165	0.27742243	-0.29421043	-0.15894032	-0.20693588	35_34680	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_80065_PI403524517	2	19.151272	30.493908	0.3523612	0.18980837	0.33426285	-0.18980885	-0.27670002	-0.26199055	35_22959	"Cluster: Os01g0836400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0836400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JHY3	CHR2V7|COORD:16431121..16436849| SAC3/GANP family protein	AT2G39340.1	CHR05V5|COORD:22650828..22642377|protein SAC3/GANP family protein, expressed	LOC_Os05g38730.2	no descriptionvery weakly similar to (86.7)AT2G39340| Symbols:  | SAC3/GANP family protein | chr2:16431121-16436849 FORWARD	not assigned.no ontology	35_1

CUST_86650_PI403524517	1	12.757156	104.06864	0.16884089	1.4720607	0.3771839	-0.1801033	-0.16884041	-0.21483421	35_24817	"Cluster: Putative fruit-ripening protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative fruit-ripening protein - Oryza sativa (japonica cultivar-gro"	UniRef90_Q8S2D0	0	0	CHR01V5|COORD:42608821..42608120|protein abscisic stress ripening protein 1, putative, expressed	LOC_Os01g72900.1	no descriptionABA_WDS	not assigned.unknown	35_2

CUST_89532_PI403524517	1	30.6356	67.07475	0.5202513	0.65987825	0.10664654	-0.10664606	-0.19539833	-0.19294405	35_25614	"Cluster: PHD-finger family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: PHD-finger family protein, expressed - Oryza sativa (japonica"	UniRef90_Q2QSD0	0	0	CHR12V5|COORD:14017653..14010131|protein PHD-finger family protein, expressed	LOC_Os12g24540.1	no description	not assigned.unknown	35_2

CUST_85997_PI403524517	1	33.382267	134.86465	1.07968	0.046831608	0.14282179	-0.046832085	-0.079334736	-0.09512615	35_24629	Rep: Putative beta-1,3-glucanase - Oryza sativa (japonica cultivar-group)	UniRef90_Q8H822	CHR1V7|COORD:24696726..24699079| glycosyl hydrolase family 17 protein	AT1G66250.1	CHR03V5|COORD:6348560..6352819|protein glucan endo-1,3-beta-glucosidase 3 precursor, putative, expressed	LOC_Os03g12140.1	 no descriptionweakly similar to ( 133)AT1G66250| Symbols:  | glycosyl hydrolase family 17 protein | chr1:24696726-24699079 FORWARDvery weakly similar to (76.3)E13B_PHAVUGlucan endo-1,3-beta-glucosidase, basic isoform precursor - Phaseolus vulgaris (Kidney bean) (French bean)Glyco_hydro_17 	misc.beta 1,3 glucan hydrolases	26_4

CUST_91969_PI403524517	1	29.371624	99.3664	0.16066647	0.6145544	0.0871706	-0.0871706	-0.16107416	-0.1381979	35_26295	Rep: Ribosomal protein S20 - Chlamys farreri	UniRef90_Q8MUE5	CHR5V7|COORD:25038614..25039461| 40S ribosomal protein S20 (RPS20C)	AT5G62300.1	CHR06V5|COORD:1821079..1819085|protein 40S ribosomal protein S20, putative, expressed	LOC_Os06g04290.1	no descriptionvery weakly similar to (66.6)AT5G62300| Symbols:  | 40S ribosomal protein S20 (RPS20C) | chr5:25038614-25039461 REVERSEvery weakly similar to (69.7)RS20_ORYSAnot assigned Ribosomal_S10	protein.synthesis.misc ribososomal protein	29_2_2

CUST_46609_PI403524517	1	73.57352	30.328054	0.11354351	0.154809	0.08390427	-0.08390427	-0.12932587	-0.33701086	35_13348	"Cluster: Putative kinesin-like DNA binding protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative kinesin-like DNA binding protein - Oryza sativa"	UniRef90_Q6L512	CHR5V7|COORD:503442..506386| kinesin motor protein-related	AT5G02370.1	CHR05V5|COORD:22490867..22494507|protein kinesin-like protein KIF22, putative, expressed	LOC_Os05g38480.1	no descriptionmoderately similar to ( 243)AT5G02370| Symbols:  | kinesin motor protein-related | chr5:503442-506386 FORWARDvery weakly similar to (98.6)K125_TOBAC125 kDa kinesin-related protein - Nicotiana tabacum (Common tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned KISc_KID_like Kinesin KISc KISc KISc_KIP3_like KISc_C_terminal KISc_KIF2_like KISc_KIF23_like KISc_KIF4 KISc_KHC_KIF5 KISc_CENP_E KISc_BimC_Eg5 KIP1 KISc_KIF1A_KIF1B KISc_KIF3 KISc_KIF9_like KISc_KLP2_like Motor_domain	cell.organisation	31_1

CUST_13296_PI403524517	1	16.675217	100.511894	0.012770653	0.14806652	0.048452377	-0.017137527	-0.017511368	-0.012770653	35_3807	"Cluster: Putative annexin; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative annexin - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6H450	"CHR1V7|COORD:25523105..25524437| ANNAT5 (ANN5, ANNEXIN ARABIDOPSIS 5); calcium ion binding / calcium-dependent phospholipid binding"	AT1G68090.1	CHR09V5|COORD:13705487..13710510|protein annexin A4, putative, expressed	LOC_Os09g23160.1	" no descriptionmoderately similar to ( 303)AT1G68090| Symbols: ANNAT5 | ANNAT5 (ANN5, ANNEXIN ARABIDOPSIS 5); calcium ion binding / calcium-dependent phospholipid binding | chr1:25523105-25524437 REVERSEweakly similar to ( 182)ANX4_FRAANAnnexin-like protein RJ4 - Fragaria ananassa (Strawberry)not assigned Annexin ANX "	cell.organisation	31_1

CUST_169007_PI403524517	1	46.222137	54.01735	0.19095993	0.5313101	0.26845932	-0.19095993	-0.52597046	-0.37131023	35_47067	"Cluster: Hypothetical protein; n=1; Hordeum vulgare subsp. vulgare|Rep: Hypothetical protein - Hordeum vulgare var. distichum (Two-rowed barley)"	UniRef90_Q8S3W6		0	CHR11V5|COORD:12774013..12776619|protein hypothetical protein	LOC_Os11g23050.1	no description	not assigned.unknown	35_2

CUST_98842_PI403524517	1	75.244934	29.621515	0.3768506	0.25075674	0.21878815	-0.21878815	-0.42974806	-1.0303841	35_28214	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_103770_PI403524517	2	34.779686	20.179585	-0.02998352	-0.019896507	-0.026824951	0.041469574	0.037249565	0.019897461	35_29585	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_46388_PI403524517	1	35.43002	92.07382	0.16486263	0.6728735	0.14106369	-0.28738213	-0.14106369	-0.28774643	35_13283	"Cluster: F-box family protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: F-box family protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5VR67	CHR2V7|COORD:17166388..17167923| F-box family protein	AT2G41170.1	CHR01V5|COORD:34513713..34509141|protein cyclin-like F-box, putative, expressed	LOC_Os01g59180.1	no descriptionvery weakly similar to (53.5)AT2G41170| Symbols:  | F-box family protein | chr2:17166388-17167923 REVERSEPRK07764 TT_ORF1	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_104465_PI403524517	1	17.12767	65.56112	0.12918854	0.43924236	0.18648243	-0.17868996	-0.12918758	-0.17495823	35_29771	"Cluster: Mitochondrial carrier, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Mitochondrial carrier, putative, expressed - Oryza sativa"	UniRef90_Q10R11	CHR1V7|COORD:27407119..27408168| mitochondrial substrate carrier family protein	AT1G72820.1	CHR03V5|COORD:3993537..3995589|protein mitochondrial carrier-like protein, putative, expressed	LOC_Os03g07890.1	no descriptionvery weakly similar to (74.7)AT1G72820| Symbols:  | mitochondrial substrate carrier family protein | chr1:27407119-27408168 FORWARDnot assigned	transport.metabolite transporters at the mitochondrial membrane	34_9

CUST_134183_PI403524517	2	18.72683	38.789562	0.15162611	0.330688	0.340837	-0.1922369	-0.22199202	-0.15162611	35_37655	"Cluster: Putative WD-40 repeat protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative WD-40 repeat protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z8D3	"CHR4V7|COORD:16044549..16046594| CDC20.1; signal transducer"	AT4G33270.1	CHR02V5|COORD:28797042..28800123|protein cell division cycle protein 20, putative, expressed	LOC_Os02g47180.2	"no descriptionmoderately similar to ( 233)AT4G33270| Symbols: CDC20.1 | CDC20.1; signal transducer | chr4:16044549-16046594 REVERSEnot assigned not assigned"	not assigned.no ontology	35_1

CUST_76829_PI403524517	1	59.46926	35.96796	0.15559196	0.33301973	0.30233192	-0.15559196	-0.5260997	-0.27331638	35_22024	"Cluster: Os06g0104000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0104000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DFB2	"CHR2V7|COORD:19281087..19284776| similar to sodium:dicarboxylate symporter [Arabidopsis thaliana] (TAIR:AT3G19340.1); similar to At2g46910/F14M4.26"	AT2G46915.1	CHR06V5|COORD:281180..275707|protein expressed protein	LOC_Os06g01460.2	no description	not assigned.unknown	35_2

CUST_135158_PI403524517	1	46.75978	75.405716	0.61732435	0.07146788	0.40632486	-0.17067051	-0.07146788	-0.0928359	35_37914	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_122615_PI403524517	2	13.600094	6.4819493	-1.5982697	-1.4367259	-1.6213906	1.6551175	1.8881712	1.4367261	35_34598	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_35562_PI403524517	1	57.457405	10.889594	-0.014779091	-0.016667366	-0.018396378	0.03396511	0.014780045	0.054213524	35_10255	"Cluster: Kelch repeat containing F-box protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Kelch repeat containing F-box protein-like - Oryza sativa"	UniRef90_Q67W96	CHR2V7|COORD:10433494..10434612| kelch repeat-containing F-box family protein	AT2G24540.1	CHR06V5|COORD:26877988..26875998|protein kelch motif family protein, expressed	LOC_Os06g44500.1	no descriptionvery weakly similar to (64.3)AT2G24540| Symbols: AFR | kelch repeat-containing F-box family protein | chr2:10433494-10434612 FORWARDnot assigned not assigned PRK07764	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_42581_PI403524517	1	49.96569	61.043842	0.21068287	0.46451092	0.1481657	-0.14816618	-0.38680267	-0.20929146	35_12233	Rep: Telomere binding protein-1 - Oryza sativa (Rice)	UniRef90_Q9LL45	"CHR1V7|COORD:2318430..2321045| TRFL2 (TRF-LIKE 2); DNA binding"	AT1G07540.1	CHR02V5|COORD:35084790..35080218|protein initiator binding protein, putative, expressed	LOC_Os02g57270.2	no description	not assigned.unknown	35_2

CUST_113187_PI403524517	2	32.173344	25.030651	0.24042511	0.23976707	0.14914894	-0.2883892	-0.1491499	-0.27194405	35_32127	0	0		0	CHR06V5|COORD:31117749..31120975|protein ROOT HAIRLESS 1, putative, expressed	LOC_Os06g51380.1	no description	not assigned.unknown	35_2

CUST_81169_PI403524517	1	22.407104	71.591194	0.053219795	0.24732494	0.11500454	-0.053219795	-0.064024925	-0.08274269	35_23283	"Cluster: Guanine nucleotide-exchange protein GEP1; n=2; Oryza sativa|Rep: Guanine nucleotide-exchange protein GEP1 - Oryza sativa (Rice)"	UniRef90_Q8S566	CHR1V7|COORD:4789584..4794394| GN (GNOM)	AT1G13980.1	CHR03V5|COORD:26156406..26162528|protein pattern formation protein EMB30, putative, expressed	LOC_Os03g46330.1	 no descriptionmoderately similar to ( 467)AT1G13980| Symbols: VAN7, EMB30, GN | GN (GNOM) | chr1:4789584-4794394 FORWARDnot assigned not assigned 	development.unspecified	33_99

CUST_49009_PI403524517	1	23.721546	109.23218	-0.034391403	-0.18126678	-0.025014877	0.02501297	0.04037857	0.037210464	35_13991	"Cluster: Ribosomal protein L13a; n=4; Magnoliophyta|Rep: Ribosomal protein L13a - Triticum aestivum (Wheat)"	UniRef90_Q5I7L1	CHR5V7|COORD:19788541..19789912| 60S ribosomal protein L13A (RPL13aD)	AT5G48760.1	CHR03V5|COORD:31142265..31144356|protein 60S ribosomal protein L13a, putative, expressed	LOC_Os03g54890.1	no descriptionmoderately similar to ( 243)AT5G48760| Symbols:  | 60S ribosomal protein L13A (RPL13aD) | chr5:19788541-19789912 REVERSEmoderately similar to ( 235)RL13A_LUPLU60S ribosomal protein L13a - Lupinus luteus (European yellow lupin)not assigned not assigned not assigned Ribosomal_L13 rpl13p Ribosomal_L13 RplM	protein.synthesis.misc ribososomal protein	29_2_2

CUST_98914_PI403524517	2	41.320362	41.600567	0.21140003	0.3191204	0.13535595	-0.33285904	-0.13535595	-0.25321484	35_28235	"Cluster: Hypothetical protein P0486G03.7; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0486G03.7 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6Z6H3		0	CHR02V5|COORD:32074619..32065339|protein expressed protein	LOC_Os02g52410.1	no description	not assigned.unknown	35_2

CUST_158720_PI403524517	1	33.31572	87.22641	0.31931782	0.98255587	0.17691565	-0.3064556	-0.17691517	-0.35844707	35_44304	0	0		0	CHR03V5|COORD:13894821..13896338|protein cytokinin-O-glucosyltransferase 3, putative	LOC_Os03g24430.1	no description	not assigned.unknown	35_2

CUST_33678_PI403524517	1	26.672997	72.06856	0.0902195	0.3363781	0.12654495	-0.12802505	-0.09022045	-0.1566801	35_9707	Rep: N-acetylglucosaminyltransferase 1 - Oryza sativa (Rice)	UniRef90_Q8RW24	CHR4|COORD:17931564..17935319| alpha-1,3-mannosyl-glycoprotein beta-1,2-N-acetylglucosaminyltransferase, putative,	AT4G38240.2	CHR02V5|COORD:35812310..35806734|protein N-acetylglucosaminyltransferase I, putative, expressed	LOC_Os02g58590.1	 no descriptionweakly similar to ( 141)AT4G38240| Symbols: GNTI, CGL1 | CGL1 (COMPLEX GLYCAN LESS) | chr4:17932000-17935203 REVERSEnot assigned GNT-I 	protein.glycosylation	29_7

CUST_13046_PI404877155	1	28.887617	114.40295	-0.1479311	-0.49856377	-0.011924744	0.021109581	0.011924744	0.015254974	Contig6771_s_at	long-chain acyl-CoA synthetase [Arabidopsis thaliana]	BAB40450.1	long-chain-fatty-acid--CoA ligase / long-chain acyl-CoA synthetase (LACS6)	At3g05970.1	protein long-chain acyl-CoA synthetase	Os12g04990	"AMP-binding protein, putative, similar to AMP-binding protein (MF39P) gi:1617274 from Brassica napus, long-chain-fatty-acid--CoA ligase - Brassica napus, EMBL:Z72152; contains Pfam AMP-binding enzyme domain PF00501"	lipid metabolism.FA synthesis and FA elongation.long chain fatty acid CoA ligase	11_1_09

CUST_4650_PI399408534	1	43.813366	72.58845	0.10447502	0.6407423	0.36317778	-0.10447502	-0.17928648	-0.2645049	35_37717	"Cluster: Putative squamosa promoter binding protein-like 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative squamosa promoter binding protein-like 1 -"	UniRef90_Q9LGU7	"CHR2V7|COORD:19344214..19347622| SPL1 (SQUAMOSA PROMOTER BINDING PROTEIN-LIKE 1); DNA binding / transcription factor"	AT2G47070.1	CHR01V5|COORD:10646917..10653557|protein squamosa promoter-binding-like protein 12, putative, expressed	LOC_Os01g18850.4	"no descriptionweakly similar to ( 116)AT2G47070| Symbols: SPL1 | SPL1 (SQUAMOSA PROMOTER BINDING PROTEIN-LIKE 1); DNA binding / transcription factor | chr2:19344214-19347622 FORWARD"	RNA.regulation of transcription.SBP,Squamosa promoter binding protein family	27_3_28

CUST_123787_PI403524517	1	23.301405	73.49399	-0.035071373	-0.14048576	-0.053915977	0.056082726	0.05180359	0.035071373	35_34904	"Cluster: Os06g0661900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0661900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DAD0	"CHR4V7|COORD:13149840..13151746| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G57270.3); similar to Protein of unknown function DUF266, plant"	AT4G25870.1	CHR06V5|COORD:27284001..27278953|protein expressed protein	LOC_Os06g45110.1	" no descriptionvery weakly similar to (60.8)AT4G25870| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G57270.3); similar to Protein of unknown function DUF266, plant [Medicago truncatula] (GB:ABD28621.1); contains InterPro domain Protein of unknown function DUF266, plant; (InterPro:IPR004949) | chr4:13149840-13151746 REVERSEDUF266 "	not assigned.unknown	35_2

CUST_27525_PI399408534	1	78.67129	14.727271	0.035583496	0.027409554	0.028309345	-0.4352212	-0.027409077	-0.4352212	35_8215	"Cluster: Eukaryotic aspartyl protease family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Eukaryotic aspartyl protease family protein, e"	UniRef90_Q10M95	CHR2V7|COORD:966503..967888| aspartyl protease family protein	AT2G03200.1	CHR03V5|COORD:11446469..11448122|protein aspartic proteinase nepenthesin-1 precursor, putative, expressed	LOC_Os03g20290.1	no descriptionvery weakly similar to (83.6)AT2G03200| Symbols:  | aspartyl protease family protein | chr2:966503-967888 REVERSEnot assigned PRK12323	RNA.regulation of transcription.unclassified	27_3_99

CUST_34809_PI403524517	1	78.659966	33.261524	0.110933304	0.2010889	0.22270966	-0.110933304	-0.62246275	-0.26663542	35_10036	"Cluster: Hypothetical protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6TUA6	"CHR2V7|COORD:15959894..15962442| ATGPAT6/GPAT6 (GLYCEROL-3-PHOSPHATE ACYLTRANSFERASE 6); 1-acylglycerol-3-phosphate O-acyltransferase/"	AT2G38110.1	CHR03V5|COORD:30104124..30102308|protein glycerol-3-phosphate acyltransferase 8, putative	LOC_Os03g52570.1	no descriptionvery weakly similar to (99.8)AT4G00400| Symbols:  | phospholipid/glycerol acyltransferase family protein | chr4:174312-176734 REVERSEnot assigned not assigned not assigned PRK12323 PRK07003	lipid metabolism.Phospholipid synthesis	11_3

CUST_153279_PI403524517	2	7.303217	32.95721	0.2551732	0.3250513	0.16241741	-0.18500137	-0.16241789	-0.16456985	35_42839	Rep: OSIGBa0118P15.6 protein - Oryza sativa (Rice)	UniRef90_Q01KK5	"CHR4V7|COORD:14754534..14759517| VLN4 (ARABIDOPSIS THALIANA VILLIN 4); actin binding"	AT4G30160.1	CHR04V5|COORD:30253922..30244786|protein villin-4, putative, expressed	LOC_Os04g51440.2	" no descriptionweakly similar to ( 155)AT4G30160| Symbols: ATVLN4, VLN4 | VLN4 (ARABIDOPSIS THALIANA VILLIN 4); actin binding | chr4:14754534-14759517 FORWARDnot assigned not assigned "	cell.organisation	31_1

CUST_105387_PI403524517	1	9.018451	50.34365	0.18220663	0.32751703	0.121393204	-0.121393204	-0.14315176	-0.14190578	35_30016	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_11691_PI404877155	1	35.17071	83.27941	-0.256814	-1.6809778	-0.69145966	0.52531815	0.25681496	0.51461697	Contig5376_at	aldehyde dehydrogenase [Oryza sativa (indica cultivar-group)] ref|XP_473356.1| OSJNBa0011L07.12 [Oryza sativa (japonica cultivar-group)] emb	AAQ04829.1	aldehyde dehydrogenase family protein	At4g36250.1	protein aldehyde dehydrogenase (NAD) family protein	Os04g45720	aldehyde dehydrogenase (NAD+)	fermentation.aldehyde dehydrogenase	5_10

CUST_72389_PI403524517	1	28.997068	110.34413	0.123482704	0.6100321	0.072873116	-0.12628174	-0.072873116	-0.12932205	35_20749	"Cluster: Hypothetical protein B1130G10.20; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1130G10.20 - Oryza sativa (japonica cultivar-g"	UniRef90_Q75II2	CHR4V7|COORD:10370808..10371896| cyclic phosphodiesterase	AT4G18930.1	CHR05V5|COORD:25582945..25584184|protein cyclic phosphodiesterase, putative, expressed	LOC_Os05g44170.1	no descriptionweakly similar to ( 150)AT4G18930| Symbols:  | cyclic phosphodiesterase | chr4:10370808-10371896 FORWARDvery weakly similar to (56.6)CPD_WHEATCyclic phosphodiesterase - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned CPDase PRK07764 PRK12323 TT_ORF1 PRK07003	not assigned.no ontology	35_1

CUST_10443_PI403524517	1	21.446674	88.98152	0.039731026	0.3417778	0.13793945	-0.05780506	-0.03973198	-0.06051731	35_2946	Rep: OSIGBa0147B06.5 protein - Oryza sativa (Rice)	UniRef90_Q01N18	CHR4V7|COORD:10275928..10278502| leucine-rich repeat family protein / extensin family protein	AT4G18670.1	CHR04V5|COORD:2416640..2413872|protein CBS domain containing protein, expressed	LOC_Os04g05010.1	no descriptionnot assigned not assigned not assigned not assigned CBS CBS_pair CBS_pair_HPP_assoc CBS_pair_16 CBS_pair_22 CBS_pair_BON_assoc CBS_pair_9 CBS_pair_IMPDH CBS_pair_ACT_assoc2 PRK05567 CBS_pair_DHH_polyA_Pol_assoc CBS_pair_SpoIVFB_EriC_assoc COG2524 CBS_pair_10 COG0517 CBS_pair_23 CBS_pair_15 CBS_pair_ACT_assoc CBS_pair_PAS_GGDEF_DUF1_assoc CBS_pair_2 CBS_pair_CAP-ED_DUF294_PBI_assoc2 CBS_pair_24 CBS_pair_20 CBS_pair_DRTGG_assoc CBS_pair_3 CBS_pair_11 CBS_pair_7 CBS_pair_21 COG2905 CBS_pair_MET2_assoc CBS_pair_18 CBS_pair_CAP-ED_DUF294_assoc_arch COG3448 COG4109 IMPDH CBS_pair_Mg_transporter CBS_pair_NTP_transferase_assoc CBS_pair_26 CBS_pair_ABC_OpuCA_assoc2 CBS_pair_KpsF_GutQ_assoc CBS_pair_ParBc_assoc CBS_pair_25 CBS CBS_pair_4 MgtE CBS_pair_CAP-ED_DUF294_PBI_assoc CBS_pair_M50_like CBS_pair_28 CBS_pair_SpoIVFB_EriC_assoc2 CBS_pair_IMPDH_2 CBS_pair_GGDEF_assoc2 CBS_pair_29 CBS_pair_8 PRK12323 CBS_pair_19 CBS_pair_CorC_HlyC_assoc COG3620 CBS_pair_PALP_assoc2 CBS_pair_ABC_OpuCA_assoc CBS_pair_17	not assigned.unknown	35_2

CUST_84676_PI403524517	1	55.518734	49.39561	0.090125084	0.22576189	0.11854887	-0.34528494	-0.28837967	-0.090125084	35_24263	"Cluster: Violaxanthin de-epoxidase-related-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Violaxanthin de-epoxidase-related-like - Oryza sativa (japonic"	UniRef90_Q5JMC7	CHR2V7|COORD:9325413..9327070| violaxanthin de-epoxidase-related	AT2G21860.1	CHR01V5|COORD:30143656..30146585|protein violaxanthin de-epoxidase family protein, expressed	LOC_Os01g51860.1	no descriptionweakly similar to ( 147)AT2G21860| Symbols:  | violaxanthin de-epoxidase-related | chr2:9325413-9327070 REVERSEnot assigned not assigned not assigned TT_ORF1	secondary metabolism.isoprenoids.carotenoids.violaxanthin de-epoxidase	16_1_4_21

CUST_70054_PI403524517	1	63.281185	47.29879	-0.5192733	-0.46038437	-0.17787218	0.23736	0.56027985	0.1778717	35_20052	"Cluster: Heavy-metal-associated domain-containing protein, putative, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: Heavy-metal-associated"	UniRef90_Q7G2B2	CHR5V7|COORD:8013245..8014132| heavy-metal-associated domain-containing protein	AT5G23760.1	CHR10V5|COORD:19024473..19023377|protein metal ion binding protein, putative, expressed	LOC_Os10g36200.2	no descriptionweakly similar to ( 109)AT5G23760| Symbols:  | heavy-metal-associated domain-containing protein | chr5:8013245-8014132 REVERSEnot assigned not assigned TT_ORF1	not assigned.no ontology	35_1

CUST_31343_PI399408534	2	13.812571	44.8864	0.30599022	0.3384204	0.12484074	-0.12484026	-0.1395526	-0.16388464	35_45625	"Cluster: Os07g0434500 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os07g0434500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D6W2	"CHR2V7|COORD:7104720..7108178| DRD1 (DEFECTIVE IN RNA-DIRECTED DNA METHYLATION 1); ATP binding / DNA binding / helicase/ nucleic acid binding"	AT2G16390.1	CHR07V5|COORD:14510882..14504212|protein DRD1, putative, expressed	LOC_Os07g25390.1	" no descriptionweakly similar to ( 140)AT2G16390| Symbols: CHR35, DRD1 | DRD1 (DEFECTIVE IN RNA-DIRECTED DNA METHYLATION 1); ATP binding / DNA binding / helicase/ nucleic acid binding | chr2:7104720-7108178 FORWARDnot assigned not assigned "	RNA.regulation of transcription.Chromatin Remodeling Factors	27_3_44

CUST_149076_PI403524517	2	39.74211	20.964994	0.20555115	0.14496183	0.22018385	-0.14496231	-0.24372625	-0.33728313	35_41702	"Cluster: OSJNBb0020J19.18 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBb0020J19.18 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XK92	"CHR5V7|COORD:25589279..25591303| Identical to Probable prenylcysteine oxidase precursor (EC 1.8.3.5) [Arabidopsis Thaliana] (GB:P57681); similar to"	AT5G63910.1	CHR04V5|COORD:35243470..35244021|protein prenylcysteine oxidase precursor, putative, expressed	LOC_Os04g59630.1	"no descriptionvery weakly similar to (85.1)AT5G63910| Symbols:  | Identical to Probable prenylcysteine oxidase precursor (EC 1.8.3.5) [Arabidopsis Thaliana] (GB:P57681); similar to hypothetical protein LOC550289 [Danio rerio] (GB:NP_001017626.1); contains InterPro domain Prenylcysteine lyase; (InterPro:IPR010795) | chr5:25589279-25591303 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07764 HemY PRK12323 PRK07003 AF-4 Atrophin-1 PRK00708 TT_ORF1 PRK11883 DUF566"	not assigned.unknown	35_2

CUST_179715_PI403524517	1	59.5754	44.88855	0.4184122	0.18923044	0.22148132	-0.18923044	-0.8207612	-0.6080909	35_49978	"Cluster: Os06g0499000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0499000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DC06		0	CHR06V5|COORD:17554679..17561529|protein expressed protein	LOC_Os06g30390.1	no description	not assigned.unknown	35_2

CUST_133911_PI403524517	1	96.56527	39.33308	0.26750708	0.1570034	0.36345243	-0.1570034	-0.88541317	-0.21517897	35_37585	Rep: L13 - Suberites domuncula (Sponge)	UniRef90_Q4KTH3	"CHR3V7|COORD:18177956..18179032| ATBBC1 (breast basic conserved 1); structural constituent of ribosome"	AT3G49010.2	CHR03V5|COORD:21043195..21040875|protein 60S ribosomal protein L13-2, putative, expressed	LOC_Os03g37970.1	 no descriptionweakly similar to ( 141)AT3G49010| Symbols: BBC1, RSU2 | ATBBC1 (breast basic conserved 1) | chr3:18177956-18179032 REVERSEweakly similar to ( 145)RL132_BRANA60S ribosomal protein L13-2 - Brassica napus (Rape)not assigned Ribosomal_L13e RPL13 PRK12277 	protein.synthesis.misc ribososomal protein	29_2_2

CUST_111190_PI403524517	1	24.658953	93.35616	0.13541937	1.0028434	0.3264141	-0.13541937	-0.18214083	-0.2244935	35_31575	"Cluster: Os06g0549300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0549300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DBM9	CHR5V7|COORD:17899556..17902133| FAD-binding domain-containing protein	AT5G44390.1	CHR06V5|COORD:20785144..20783370|protein reticuline oxidase precursor, putative, expressed	LOC_Os06g35630.1	no descriptionvery weakly similar to (73.2)AT5G44390| Symbols:  | FAD-binding domain-containing protein | chr5:17899556-17902133 REVERSE	misc.nitrilases, *nitrile lyases, berberine bridge enzymes, reticuline oxidases, troponine reductases	26_8

CUST_93959_PI403524517	1	29.614231	75.53747	-0.10569191	-0.19783688	-0.030099392	0.030098915	0.049471855	0.03105259	35_26865	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_168853_PI403524517	1	46.875534	62.438408	0.49769068	0.6383004	0.12866545	-0.3525567	-0.12866545	-0.23547316	35_47024	Rep: H0525C06.8 protein - Oryza sativa (Rice)	UniRef90_Q01K76	"CHR5V7|COORD:5450811..5454259| PDE120 (PIGMENT DEFECTIVE EMBRYO); heme binding"	AT5G16620.1	CHR04V5|COORD:21705606..21699617|protein translocon Tic40, putative, expressed	LOC_Os04g35900.1	" no descriptionweakly similar to ( 113)AT5G16620| Symbols: TIC40, ATTIC40, PDE120 | PDE120 (PIGMENT DEFECTIVE EMBRYO); heme binding | chr5:5450811-5454259 FORWARDnot assigned "	protein.targeting.chloroplast	29_3_3

CUST_35823_PI403524517	1	37.116028	57.673306	-0.055407524	-0.1747036	-0.0895071	0.05540657	0.11580086	0.1194067	35_10329	Rep: Golgin-84 - Oryza sativa (Rice)	UniRef90_Q5JLY8	"CHR2V7|COORD:8623422..8628300| Identical to Golgin-84 [Arabidopsis Thaliana] (GB:Q8S8N9;GB:Q6NMI2); similar to unknown protein [Arabidopsis thaliana]"	AT2G19950.1	CHR01V5|COORD:31459579..31447554|protein expressed protein	LOC_Os01g54119.1	"no descriptionvery weakly similar to (60.5)AT2G19950| Symbols:  | Identical to Golgin-84 [Arabidopsis Thaliana] (GB:Q8S8N9;GB:Q6NMI2); similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G18190.1); similar to Gol (GB:Q6GNT7); similar to Os01g0744400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001044225.1); contains domain SUBFAMILY NOT NAMED (PTHR13815:SF1); contains domain FAMILY NOT NAMED (PTHR13815) | chr2:8623422-8628300 REVERSEvery weakly similar to (86.3)GOGA5_ORYSA"	not assigned.unknown	35_2

CUST_28927_PI403524517	1	42.963745	93.33003	0.05810547	0.67081547	0.27098846	-0.14759731	-0.107242584	-0.05810547	35_8361	"Cluster: PREDICTED: hypothetical protein; n=1; Strongylocentrotus purpuratus|Rep: PREDICTED: hypothetical protein - Strongylocentrotus purpuratus"	UniRef90_UPI0000E48B78	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	0	0	no description	not assigned.unknown	35_2

CUST_55801_PI403524517	1	35.465843	97.03788	-0.08072567	-0.27256012	-0.035647392	0.07564545	0.06749821	0.035648346	35_15883	"Cluster: Fasciclin-like protein FLA3; n=1; Triticum aestivum|Rep: Fasciclin-like protein FLA3 - Triticum aestivum (Wheat)"	UniRef90_Q06IA3	"CHR1V7|COORD:5675918..5678679| SR45 (arginine/serine-rich 45); RNA binding"	AT1G16610.2	CHR08V5|COORD:13855377..13852197|protein fasciclin-like arabinogalactan protein 8 precursor, putative, expressed	LOC_Os08g23180.1	no descriptionnot assigned DUF1777	not assigned.unknown	35_2

CUST_49755_PI403524517	2	34.641457	46.533585	-0.09073067	-0.04967785	-0.1351366	0.091145515	0.049676895	0.054857254	35_14208	Rep: Alcohol dehydrogenase 2 - Hordeum vulgare (Barley)	UniRef90_P10847	"CHR1V7|COORD:28980403..28982110| ADH1 (ALCOHOL DEHYDROGENASE 1); alcohol dehydrogenase"	AT1G77120.1	CHR11V5|COORD:5743620..5740430|protein alcohol dehydrogenase 2, putative, expressed	LOC_Os11g10510.1	" no descriptionmoderately similar to ( 201)AT1G77120| Symbols: ADH, ATADH, ADH1 | ADH1 (ALCOHOL DEHYDROGENASE 1); alcohol dehydrogenase | chr1:28980403-28982110 FORWARDmoderately similar to ( 262)ADH2_HORVUAlcohol dehydrogenase 2 - Hordeum vulgare (Barley)not assigned AdhC AdhP ADH_N "	fermentation.ADH	5_3

CUST_56536_PI403524517	1	47.77437	62.093464	0.15909863	0.24729061	0.056052208	-0.06689453	-0.13084221	-0.056052208	35_16093	"Cluster: Hypothetical protein OJ1126_D09.27; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1126_D09.27 - Oryza sativa (japonica cultiv"	UniRef90_Q6ZI56	"CHR2V7|COORD:13399297..13399896| similar to Os02g0595400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001047313.1); similar to unnamed protein product"	AT2G31410.1	CHR02V5|COORD:23100668..23099671|protein expressed protein	LOC_Os02g38190.1	"no descriptionweakly similar to ( 137)AT2G31410| Symbols:  | similar to Os02g0595400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001047313.1); similar to unnamed protein product [Ostreococcus tauri] (GB:CAL53709.1) | chr2:13399297-13399896 REVERSEnot assigned not assigned not assigned PRK07003 PRK12323"	not assigned.unknown	35_2

CUST_32549_PI403524517	2	37.12059	47.431644	0.08593941	0.25163412	0.22438765	-0.18518448	-0.17969608	-0.08593941	35_9383	Rep: CTP synthase - Medicago truncatula (Barrel medic)	UniRef90_Q1T4Z9	CHR4V7|COORD:940873..944097| CTP synthase, putative / UTP--ammonia ligase, putative	AT4G02120.1	CHR12V5|COORD:22629039..22622813|protein CTP synthase, putative, expressed	LOC_Os12g36950.1	 no descriptionmoderately similar to ( 340)AT4G02120| Symbols:  | CTP synthase, putative / UTP--ammonia ligase, putative | chr4:940873-944097 FORWARDnot assigned CTP_synth_N PRK05380 PyrG CTGs 	nucleotide metabolism.synthesis.pyrimidine.CTP synthetase	23_1_1_10

CUST_42279_PI403524517	1	42.284172	76.00248	0.20623684	0.8354416	0.2990532	-0.43651485	-0.2062378	-0.23981571	35_12152	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_136345_PI403524517	2	16.022875	42.70785	-0.5153866	-0.20062113	-0.40786266	0.22331905	0.20062065	0.2734127	35_38234	"Cluster: hypothetical protein MG11009.4; n=1; Magnaporthe grisea 70-15|Rep: hypothetical protein MG11009.4 - Magnaporthe grisea 70-15"	UniRef90_UPI00002199F0	CHR1V7|COORD:11399903..11405702| actin binding	AT1G31810.1	CHR08V5|COORD:395077..393302|protein vegetative cell wall protein gp1 precursor, putative, expressed	LOC_Os08g01690.1	no descriptionPRK12323	not assigned.unknown	35_2

CUST_170269_PI403524517	1	29.353645	64.57971	0.250391	0.4663334	0.11226606	-0.11226606	-0.18471766	-0.20625639	35_47424	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53PP7	"CHR2V7|COORD:12623887..12625014| MTPB1; efflux permease/ zinc ion transporter"	AT2G29410.1	CHR11V5|COORD:3087416..3092224|protein expressed protein	LOC_Os11g06410.2	no description	not assigned.unknown	35_2

CUST_108498_PI403524517	1	53.377716	47.423473	-0.14706135	-0.23192883	-0.08565426	0.086120605	0.20066452	0.08565521	35_30860	"Cluster: Hypothetical protein OSJNBa0027N13.144; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0027N13.144 - Oryza sativa (japonic"	UniRef90_Q84YQ4	"CHR2V7|COORD:13753869..13754807| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G05210.1); similar to hypothetical protein [Oryza sativa (japonica"	AT2G32380.1	CHR07V5|COORD:15989188..15992413|protein expressed protein	LOC_Os07g27450.1	"no descriptionweakly similar to ( 114)AT1G05210| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G32380.1); similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:BAC57387.1); similar to Os07g0458700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001059570.1) | chr1:1510468-1511484 FORWARDnot assigned not assigned not assigned"	not assigned.unknown	35_2

CUST_60225_PI403524517	1	82.68032	43.726986	0.07886219	0.192873	0.12278366	-0.13731527	-0.07886219	-0.39579964	35_17167	"Cluster: ESTs AU075439; n=1; Oryza sativa (japonica cultivar-group)|Rep: ESTs AU075439 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q9FYQ0	"CHR2V7|COORD:15599768..15600805| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G40935.1); similar to Uncharacterized Cys-rich domain [Medicago"	AT2G37110.1	CHR01V5|COORD:3041285..3044021|protein SAT5, putative, expressed	LOC_Os01g06460.1	"no descriptionmoderately similar to ( 296)AT2G37110| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G40935.1); similar to Uncharacterized Cys-rich domain [Medicago truncatula] (GB:ABE78316.1); contains InterPro domain Protein of unknown function Cys-rich; (InterPro:IPR006461) | chr2:15599768-15600805 FORWARDnot assigned not assigned not assigned not assigned PLAC8"	not assigned.unknown	35_2

CUST_101399_PI403524517	1	44.86095	67.64322	0.11007786	0.5602269	0.32807302	-0.11007786	-0.30010605	-0.23715019	35_28937	0	0		0	CHR06V5|COORD:31168515..31160701|protein PHD zinc finger protein, putative, expressed	LOC_Os06g51450.1	no description	not assigned.unknown	35_2

CUST_133140_PI403524517	1	17.765179	88.03607	0.30661488	1.0088849	0.19182873	-0.23534966	-0.19182873	-0.2749548	35_37382	0	0	"CHR5V7|COORD:25498857..25500721| SNRK2-5/SNRK2.5/SRK2H (SNF1-RELATED PROTEIN KINASE 2-5, SNF1-RELATED PROTEIN KINASE 2.5); kinase"	AT5G63650.1	CHR04V5|COORD:35125261..35127167|protein serine/threonine-protein kinase SAPK5, putative, expressed	LOC_Os04g59450.2	no description	not assigned.unknown	35_2

CUST_96350_PI403524517	1	10.146088	55.690334	0.49757576	0.40764236	0.12924671	-0.14111137	-0.12924767	-0.15807724	35_27521	"Cluster: Hypothetical protein OJ1729_E02.5; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1729_E02.5 - Oryza sativa (japonica cultivar"	UniRef90_Q75L89	CHR5V7|COORD:24260755..24262858| cytoplasmic linker protein-related	AT5G60210.1	CHR05V5|COORD:1218325..1223379|protein myosin heavy chain-like protein, putative, expressed	LOC_Os05g03120.2	no descriptionvery weakly similar to (94.7)AT5G60210| Symbols:  | cytoplasmic linker protein-related | chr5:24260755-24262858 REVERSE	cell.organisation	31_1

CUST_144854_PI403524517	1	37.94357	62.84075	0.31989765	0.06371975	0.24557972	-0.09246826	-0.06371927	-0.137393	35_40568	"Cluster: Hypothetical protein OSJNBb0004M10.19; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0004M10.19 - Oryza sativa (japonica"	UniRef90_Q94LF9	CHR1V7|COORD:17150459..17153634| WW domain-containing protein	AT1G45231.2	CHR03V5|COORD:16017769..16024300|protein expressed protein	LOC_Os03g27930.1	no descriptionvery weakly similar to (53.9)AT1G45231| Symbols:  | WW domain-containing protein | chr1:17150459-17153634 REVERSE	not assigned.no ontology	35_1

CUST_109509_PI403524517	1	93.57298	49.918972	0.21235466	0.27318335	0.086535454	-0.34408808	-0.08653498	-0.89697313	35_31124	"Cluster: Mitogen-activated protein kinase 1, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Mitogen-activated protein kinase 1, putative,"	UniRef90_Q10NR1	CHR1V7|COORD:16816094..16817173| DNA binding / ligand-dependent nuclear receptor	AT1G44191.1	CHR03V5|COORD:8556553..8551918|protein mitogen-activated protein kinase 1, putative, expressed	LOC_Os03g15570.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07003 PRK07764 Atrophin-1 PRK05648 Tymo_45kd_70kd Extensin_2 TT_ORF1 tatB PRK12372 PRK08853 PRK09111 HPC2 Totivirus_coat BASP1 IER Peptidase_S21 Protamine_P1 Drf_FH1 PRK00708 AF-4	not assigned.unknown	35_2

CUST_132918_PI403524517	1	83.67364	48.040264	0.369112	0.12319422	0.31760216	-0.6147413	-0.20577908	-0.123194695	35_37323	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_110600_PI403524517	1	23.855608	69.43453	0.19993353	0.82608175	0.37178087	-0.22511292	-0.31161213	-0.19993305	35_31410	"Cluster: Putative clathrin coat assembly protein AP17; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative clathrin coat assembly protein AP17 - Oryza sat"	UniRef90_Q6ZKE1	CHR2V7|COORD:8534384..8535477| clathrin adaptor complex small chain family protein	AT2G19790.1	CHR08V5|COORD:18625636..18627559|protein AP-4 complex subunit sigma-1, putative, expressed	LOC_Os08g30480.1	no descriptionweakly similar to ( 131)AT2G19790| Symbols:  | clathrin adaptor complex small chain family protein | chr2:8534384-8535477 FORWARDvery weakly similar to (67.8)AP2S1_MAIZEAP-2 complex subunit sigma-1 - Zea mays (Maize)not assigned not assigned not assigned APS2 Clat_adaptor_s	cell. vesicle transport	31_4

CUST_30973_PI403524517	1	46.268692	107.66363	-0.03863144	-0.26092815	-0.049585342	0.072714806	0.03863144	0.105522156	35_8939	"Cluster: Putative serine decarboxylase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative serine decarboxylase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ESZ9	"CHR1V7|COORD:16488974..16490738| EMB1075 (EMBRYO DEFECTIVE 1075); carboxy-lyase"	AT1G43710.1	CHR02V5|COORD:20103243..20106357|protein histidine decarboxylase, putative, expressed	LOC_Os02g33710.1	"no descriptionweakly similar to ( 195)AT1G43710| Symbols: EMB1075 | EMB1075 (EMBRYO DEFECTIVE 1075); carboxy-lyase | chr1:16488974-16490738 REVERSEnot assigned PRK02769"	amino acid metabolism.degradation.histidine	13_2_7

CUST_160584_PI403524517	1	65.38879	14.7551775	-0.14453983	-0.107311726	-0.12672186	0.61837673	0.57884455	0.107311726	35_44810	"Cluster: Auxilin-like protein; n=2; Arabidopsis thaliana|Rep: Auxilin-like protein - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9SU09	CHR4V7|COORD:7506733..7511405| heat shock protein binding	AT4G12770.1	CHR11V5|COORD:26036058..26042520|protein auxilin-like protein, putative, expressed	LOC_Os11g43950.1	no descriptionweakly similar to ( 113)AT4G12770| Symbols:  | heat shock protein binding | chr4:7506733-7511405 REVERSEnot assigned	not assigned.no ontology	35_1

CUST_182774_PI403524517	2	43.018734	48.334053	-0.28359175	-0.32802153	-0.10855627	0.27810812	0.25577545	0.10855627	35_50803	"Cluster: Brix domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Brix domain containing protein, expressed - Oryza sativa (j"	UniRef90_Q10LL9	CHR5V7|COORD:24833114..24834721| brix domain-containing protein	AT5G61770.1	CHR03V5|COORD:12780974..12783982|protein suppressor of SWI4 1, putative, expressed	LOC_Os03g22350.1	no descriptionvery weakly similar to (83.6)AT5G61770| Symbols: PPAN | brix domain-containing protein | chr5:24833114-24834721 FORWARDnot assigned	protein.synthesis.misc ribososomal protein.BRIX	29_2_2_50

CUST_99119_PI403524517	1	60.624794	6.5835133	0.11386156	0.10862255	0.12358904	-0.2946744	-0.4553461	-0.108622074	35_28294	"Cluster: Hypothetical protein P0039H02.131; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0039H02.131 - Oryza sativa (japonica cultivar"	UniRef90_Q7XID1	"CHR4V7|COORD:12594866..12596600| similar to NSL1 (NECROTIC SPOTTED LESIONS 1) [Arabidopsis thaliana] (TAIR:AT1G28380.1); similar to Membrane attack complex"	AT4G24290.1	CHR07V5|COORD:3567469..3559390|protein MAC/Perforin domain containing protein, expressed	LOC_Os07g07194.1	"no descriptionmoderately similar to ( 285)AT4G24290| Symbols:  | similar to NSL1 (NECROTIC SPOTTED LESIONS 1) [Arabidopsis thaliana] (TAIR:AT1G28380.1); similar to Membrane attack complex component/perforin/complement C9 [Medicago truncatula] (GB:ABE83668.1); similar to Os07g0166100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001058970.1); similar to Membrane attack complex component/perforin/complement C9 [Medicago truncatula] (GB:ABE79564.1); contains InterPro domain Membrane attack complex component/perforin/complement C9; (InterPro:IPR001862) | chr4:12594866-12597825 FORWARDMACPF"	not assigned.unknown	35_2

CUST_30003_PI403524517	2	24.22305	49.57187	0.26277256	0.7517071	0.4705391	-0.39868546	-0.42732906	-0.26277256	35_8661	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_36963_PI403524517	1	62.488472	48.753044	0.095817566	0.13271427	0.044402122	-0.1202898	-0.19369602	-0.044402122	35_10651	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_178282_PI403524517	1	28.144007	89.50473	0.13432407	0.41293526	0.067212105	-0.10761833	-0.06887722	-0.067212105	35_49581	Rep: Putative gamma-adaptin 1 - Oryza sativa (Rice)	UniRef90_Q948F4	CHR1V7|COORD:22146609..22152961| clathrin binding	AT1G60070.1	CHR02V5|COORD:34338160..34330503|protein AP-1 complex subunit gamma-1, putative, expressed	LOC_Os02g56110.2	no descriptionweakly similar to ( 135)AT1G60070| Symbols:  | clathrin binding | chr1:22146609-22152961 REVERSEnot assigned not assigned not assigned Adaptin_N	cell. vesicle transport	31_4

CUST_123384_PI403524517	1	60.510517	37.917973	0.45340586	0.45014143	0.20836973	-0.20836973	-0.28121376	-0.6312475	35_34797	Rep: Hypothetical protein - Gibberella zeae (Fusarium graminearum)	UniRef90_Q4IHP9	CHR3V7|COORD:7803611..7808053| Encodes a Protease inhibitor/seed storage/LTP family protein	AT3G22142.1	CHR07V5|COORD:120554..126329|protein potassium transporter 16, putative, expressed	LOC_Os07g01214.1	no descriptionnot assigned not assigned not assigned not assigned HcaD Herpes_BLLF1	not assigned.unknown	35_2

CUST_178545_PI403524517	1	21.504675	80.35949	0.35823536	0.16098595	0.05510664	-0.07771301	-0.05510664	-0.08508158	35_49657	"Cluster: Hypothetical protein P0698A06.24; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0698A06.24 - Oryza sativa (japonica cultivar-g"	UniRef90_Q69Y53	CHR3V7|COORD:4761661..4762293| similar to hypothetical protein MtrDRAFT_AC157534g12v1 [Medicago truncatula] (GB:ABE86457.1)	AT3G14280.1	CHR06V5|COORD:4703883..4702900|protein expressed protein	LOC_Os06g09350.2	no description	not assigned.unknown	35_2

CUST_38170_PI403524517	1	100.10776	39.358948	0.08175373	0.03559065	0.077925205	-0.11187744	-0.3587699	-0.035591125	35_10984	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_31210_PI399408534	2	25.156382	40.021027	0.5944991	0.36430168	0.27546263	-0.33709383	-0.45127916	-0.2754631	35_12329	"Cluster: WRKY transcription factor 19; n=3; Oryza sativa (japonica cultivar-group)|Rep: WRKY transcription factor 19 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6IER2	"CHR4V7|COORD:12392676..12393749| WRKY53 (WRKY DNA-binding protein 53); transcription factor"	AT4G23810.1	CHR05V5|COORD:28388530..28389789|protein OsWRKY19 - Superfamily of rice TFs having WRKY and zinc finger domains, expressed	LOC_Os05g49620.1	" no descriptionvery weakly similar to (65.9)AT4G23810| Symbols: ATWRKY53, WRKY53 | WRKY53 (WRKY DNA-binding protein 53); transcription factor | chr4:12392676-12393749 REVERSEWRKY PRK12323 PRK12678 PRK07764 "	RNA.regulation of transcription.WRKY domain transcription factor family	27_3_32

CUST_105428_PI403524517	1	47.219234	107.13053	0.05917549	0.6110692	0.15534925	-0.16915274	-0.122308254	-0.05917549	35_30027	"Cluster: Os04g0675000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os04g0675000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J929		0	CHR06V5|COORD:31088545..31082206|protein expressed protein	LOC_Os06g51330.2	no description	not assigned.unknown	35_2

CUST_12760_PI399408534	1	52.343735	25.06157	0.21040487	0.34485054	0.2593217	-0.7212906	-0.2104044	-0.63094854	35_41905	"Cluster: Brassinosteroid C-3 oxidase; n=1; Hordeum vulgare subsp. vulgare|Rep: Brassinosteroid C-3 oxidase - Hordeum vulgare var. distichum (Two-rowed barley)"	UniRef90_A0MNY8	"CHR3V7|COORD:4498337..4500843| CYP90D1 (CYTOCHROME P450, FAMILY 90, SUBFAMILY D, POLYPEPTIDE 1); oxidoreductase, acting on paired donors, with"	AT3G13730.1	CHR01V5|COORD:5233425..5241321|protein cytochrome P450 90D2, putative, expressed	LOC_Os01g10040.1	" no descriptionweakly similar to ( 165)AT3G13730| Symbols: CYP90D1 | CYP90D1 (CYTOCHROME P450, FAMILY 90, SUBFAMILY D, POLYPEPTIDE 1); oxidoreductase, acting on paired donors, with incorporation or reduction of molecular oxygen, NADH or NADPH as one donor, and incorporation of one atom of oxygen / oxygen binding | chr3:4498337-4500843 REVERSEmoderately similar to ( 222)C90D2_ORYSAnot assigned "	hormone metabolism.brassinosteroid.synthesis-degradation.BRs.other	17_3_1_1_99

CUST_65206_PI403524517	1	39.552357	103.41098	0.07688141	0.41861725	0.07688141	-0.1656208	-0.076880455	-0.1793251	35_18618	"Cluster: Os01g0590900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0590900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JLL2	"CHR4V7|COORD:15756401..15759112| AME3; kinase"	AT4G32660.1	CHR01V5|COORD:23417602..23422231|protein serine/threonine-protein kinase AFC3, putative, expressed	LOC_Os01g40840.1	"no descriptionmoderately similar to ( 315)AT4G32660| Symbols: AME3 | AME3; kinase | chr4:15756425-15759112 FORWARDvery weakly similar to (67.4)CDC22_MEDSACell division control protein 2 homolog 2 - Medicago sativa (Alfalfa)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase SPS1 Pkinase_Tyr TyrKc PTKc_Jak_rpt2 PTKc PTKc_Ack_like"	protein.postranslational modification	29_4

CUST_137159_PI403524517	1	28.066324	53.02361	-0.5388136	-0.3790121	-0.15953732	0.27452374	0.27403164	0.15953827	35_38463	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_47435_PI403524517	1	26.593748	101.83208	-0.011440277	-0.3582554	-0.14552689	0.015234947	0.019644737	0.011440277	35_13579	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_43216_PI403524517	1	42.161304	83.52002	0.07706356	0.7503996	0.383461	-0.19370699	-0.07706356	-0.14691257	35_12410	"Cluster: Os09g0242300 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0242300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J3A3	"CHR4V7|COORD:16041237..16043184| CDC20.2; signal transducer"	AT4G33260.1	CHR02V5|COORD:28797042..28800123|protein cell division cycle protein 20, putative, expressed	LOC_Os02g47180.2	"no descriptionmoderately similar to ( 478)AT4G33260| Symbols: CDC20.2 | CDC20.2; signal transducer | chr4:16041237-16043184 REVERSEvery weakly similar to (56.6)GBB_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned WD40 COG2319"	not assigned.no ontology	35_1

CUST_114340_PI403524517	1	61.742332	49.81509	0.15189457	0.47085714	0.34461737	-0.30292988	-0.5675926	-0.15189457	35_32450	"Cluster: Transposon protein, putative, CACTA, En/Spm sub-class, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Transposon protein, putative,"	UniRef90_Q2QP23		0	CHR12V5|COORD:21936552..21931257|protein transposon protein, putative, CACTA, En/Spm sub-class, expressed	LOC_Os12g35940.1	no description	not assigned.unknown	35_2

CUST_20604_PI399408534	1	41.10794	102.025154	0.09840393	0.32514095	0.030332565	-0.060168266	-0.030332565	-0.03194809	35_37193	Rep: Hypothetical protein P0016H04.7 - Oryza sativa (japonica cultivar-group)	UniRef90_Q65XW1	"CHR5V7|COORD:23976987..23977956| similar to Rab5-interacting family protein [Arabidopsis thaliana] (TAIR:AT2G29020.1); similar to Os05g0110600 [Oryza"	AT5G59410.1	CHR05V5|COORD:546271..544544|protein RAB5-interacting protein isoform a, putative, expressed	LOC_Os05g01994.1	"no descriptionvery weakly similar to (85.9)AT5G59410| Symbols:  | similar to Rab5-interacting family protein [Arabidopsis thaliana] (TAIR:AT2G29020.1); similar to Os05g0110600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001054441.1); similar to hypothetical protein [Oryza sativa] (GB:AAK73154.1); contains InterPro domain Rab5-interacting; (InterPro:IPR010742) | chr5:23976987-23977956 REVERSEnot assigned Rab5ip"	not assigned.unknown	35_2

CUST_65310_PI403524517	1	36.622578	86.62056	0.15041637	0.3294363	0.03460312	-0.07371044	-0.07137966	-0.034604073	35_18649	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q75J22	CHR3V7|COORD:1389609..1391468| transmembrane protein, putative	AT3G05010.1	CHR03V5|COORD:31162675..31159621|protein expressed protein	LOC_Os03g54920.1	 no descriptionmoderately similar to ( 339)AT3G05010| Symbols:  | transmembrane protein, putative | chr3:1389609-1391468 FORWARDnot assigned 	not assigned.no ontology	35_1

CUST_18617_PI404877155	1	47.68107	79.33576	-0.045146942	-0.301301	-0.14248848	0.07233429	0.119615555	0.045146942	HVSMEl0010A03r2_s_at	Asparagine synthetase [glutamine-hydrolyzing] (Glutamine-dependent asparagine synthetase) pir||T02978 asparagine synthase (glutamine-hydroly	P49094	asparagine synthetase 2 (ASN2)	At5g65010.1	protein asparagine synthase (glutamine-hydrolyzing), putative	Os03g18130	Asparagine synthetase	amino acid metabolism.aspartate family.asparagine.synthesis	13_1_3_1

CUST_101274_PI403524517	1	34.18892	72.22847	0.13569975	0.4640298	0.16007423	-0.2646966	-0.27178097	-0.13569975	35_28905	0	0	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	0	0	no description	not assigned.unknown	35_2

CUST_63538_PI403524517	1	32.879364	103.412224	-0.19749594	-0.03292322	-0.03971529	0.03292322	0.060122013	0.065149784	35_18139	"Cluster: Negatively light-regulated protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Negatively light-regulated protein, putative,"	UniRef90_Q10ML2	"CHR4V7|COORD:9142677..9144370| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G69510.2); similar to negatively light-regulated protein, putative,"	AT4G16146.1	CHR03V5|COORD:10785605..10782926|protein expressed protein	LOC_Os03g19220.2	" no descriptionvery weakly similar to (77.8)AT4G16146| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G69510.2); similar to negatively light-regulated protein, putative, expressed [Oryza sativa (japonica cultivar-group)] (GB:ABA97694.2); contains InterPro domain Lg106-like; (InterPro:IPR012482) | chr4:9142677-9144370 REVERSELg106 "	not assigned.unknown	35_2

CUST_174172_PI403524517	1	26.546322	53.865986	-0.36955738	-0.12530184	-0.452518	0.2173419	0.18461943	0.12530136	35_48493	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_78760_PI403524517	1	70.64987	42.880054	0.025527	0.06486416	0.060555458	-0.082634926	-0.14449787	-0.025527	35_22582	"Cluster: Pleckstriny domain-containing protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Pleckstriny domain-containing"	UniRef90_Q10L77	0	0	CHR03V5|COORD:13717684..13706158|protein rho GTPase activator, putative, expressed	LOC_Os03g24180.1	no description	not assigned.unknown	35_2

CUST_102116_PI403524517	1	15.603805	81.652145	0.51001215	0.08705759	0.20490599	-0.116086006	-0.08705807	-0.11541557	35_29134	"Cluster: Hypothetical protein OJ1651_G11.8; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1651_G11.8 - Oryza sativa (japonica cultivar"	UniRef90_Q6L5D7	CHR1V7|COORD:10463516..10467137| acetyltransferase-related	AT1G29890.2	CHR05V5|COORD:28882670..28876953|protein O-acetyltransferase, putative, expressed	LOC_Os05g50510.1	no descriptionweakly similar to ( 155)AT1G29890| Symbols:  | acetyltransferase-related | chr1:10463516-10467137 FORWARDnot assigned	not assigned.no ontology	35_1

CUST_148086_PI403524517	2	31.47911	31.935083	0.09871197	0.18753815	0.13393545	-0.09871149	-0.19158411	-0.16290188	35_41432	"Cluster: Kinesin motor domain containing protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Kinesin motor domain containing protein, expressed"	UniRef90_Q10E64	CHR3V7|COORD:18416245..18420387| kinesin motor protein-related	AT3G49650.1	CHR03V5|COORD:32003192..32010045|protein chromosome-associated kinesin KIF4A, putative, expressed	LOC_Os03g56260.1	no descriptionmoderately similar to ( 400)AT3G49650| Symbols:  | kinesin motor protein-related | chr3:18416245-18420387 REVERSEweakly similar to ( 129)K125_TOBAC125 kDa kinesin-related protein - Nicotiana tabacum (Common tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned KISc_KIP3_like Kinesin KISc KISc KISc_KIF4 KIP1 KISc_KIF2_like KISc_KIF1A_KIF1B KISc_C_terminal KISc_KIF3 KISc_CENP_E KISc_BimC_Eg5 KISc_KHC_KIF5 KISc_KID_like KISc_KIF23_like KISc_KIF9_like KISc_KLP2_like Motor_domain	cell.organisation	31_1

CUST_43493_PI403524517	1	52.294548	23.496128	-0.035105705	-0.0418272	-0.05545616	0.114705086	0.035105705	0.11599827	35_12486	"Cluster: Putative presenilin; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative presenilin - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5NBN4	CHR1V7|COORD:2769888..2771351| presenilin family protein	AT1G08700.1	CHR01V5|COORD:9680948..9679344|protein presenilin, putative, expressed	LOC_Os01g16930.1	no descriptionnot assigned not assigned	not assigned.unknown	35_2

CUST_150947_PI403524517	1	29.139692	60.921124	0.42639494	0.35164928	0.090476036	-0.15011692	-0.16485023	-0.09047651	35_42219	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_105588_PI403524517	1	66.55028	37.674526	-0.049972534	-0.1089468	-0.07632637	0.049972534	0.1560669	0.25404263	35_30069	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_89446_PI403524517	1	45.486492	67.42093	0.28449774	0.10552406	0.09038782	-0.17331553	-0.24427319	-0.09038782	35_25588	"Cluster: Os10g0137700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os10g0137700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IZ20	0	0	CHR10V5|COORD:2718457..2715882|protein F-box domain containing protein, expressed	LOC_Os10g05520.1	no description	not assigned.unknown	35_2

CUST_120653_PI403524517	2	17.155703	40.449993	-0.32163143	-0.43731117	-0.18349743	0.25330544	0.2494793	0.1834979	35_34101	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QZ53	"CHR3V7|COORD:20529495..20531667| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G63270.1); similar to expressed protein [Oryza sativa (japonica"	AT3G55350.1	CHR11V5|COORD:28216432..28219984|protein transposon protein, putative, CACTA, En/Spm sub-class, expressed	LOC_Os11g47650.2	"no descriptionvery weakly similar to (74.3)AT3G55350| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G63270.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABA95488.2); similar to Os11g0702700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001068533.1); contains InterPro domain Trp repressor/replication initiator; (InterPro:IPR010921) | chr3:20529495-20531667 FORWARD"	not assigned.unknown	35_2

CUST_29239_PI399408534	1	49.219902	98.6443	0.07817173	0.5341253	0.13994598	-0.22269678	-0.23929787	-0.07817221	35_17292	"Cluster: Os01g0725800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0725800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JJP9	"CHR3V7|COORD:5169334..5172487| SPA3 (SPA1-RELATED 3); signal transducer"	AT3G15354.1	CHR01V5|COORD:30584599..30590785|protein ubiquitin-protein ligase COP1, putative, expressed	LOC_Os01g52640.2	"no descriptionvery weakly similar to (67.4)AT3G15354| Symbols: SPA3 | SPA3 (SPA1-RELATED 3); signal transducer | chr3:5169334-5172487 REVERSE"	signalling.light	30_11

CUST_21402_PI403524517	1	32.78295	90.28172	0.05041027	0.43973255	0.17180061	-0.09675884	-0.05041027	-0.09617138	35_6210	Rep: H0404F02.7 protein - Oryza sativa (Rice)	UniRef90_Q01KJ0	"CHR1V7|COORD:12066642..12067800| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G43520.1); similar to H0404F02.7 [Oryza sativa (indica"	AT1G33265.1	CHR04V5|COORD:28907888..28905422|protein protein kinase, putative, expressed	LOC_Os04g48840.1	" no descriptionvery weakly similar to (80.5)AT1G33265| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G43520.1); similar to H0404F02.7 [Oryza sativa (indica cultivar-group)] (GB:CAH66731.1); contains InterPro domain Protein of unknown function UPF0136, Transmembrane; (InterPro:IPR005349) | chr1:12066642-12067800 FORWARDnot assigned not assigned TMEM14 COG5548 "	not assigned.unknown	35_2

CUST_104608_PI403524517	1	51.15715	31.540478	0.33627796	0.3843398	0.19824457	-0.3280673	-0.19824457	-0.5653467	35_29810	"Cluster: Vps52/Sac2 family protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Vps52/Sac2 family protein, putative, expressed - Oryza"	UniRef90_Q337J1	CHR1V7|COORD:26877726..26881981| Vps52/Sac2 family protein	AT1G71300.1	CHR10V5|COORD:18156871..18167124|protein vacuolar protein sorting protein 52, putative, expressed	LOC_Os10g34680.1	no description	not assigned.unknown	35_2

CUST_158251_PI403524517	1	36.85218	116.33246	-0.05096817	-0.32326412	-0.03977108	0.039770126	0.086551666	0.080140114	35_44181	"Cluster: Glycosyl transferase family 8 protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Glycosyl transferase family 8"	UniRef90_Q10MP3	"CHR3V7|COORD:23184395..23185480| GATL7 (Galacturonosyltransferase-like 7); polygalacturonate 4-alpha-galacturonosyltransferase/ transferase,"	AT3G62660.1	CHR03V5|COORD:10563011..10565056|protein transferase, transferring glycosyl groups, putative, expressed	LOC_Os03g18890.1	" no descriptionvery weakly similar to (63.9)AT3G62660| Symbols: GATL7 | GATL7 (Galacturonosyltransferase-like 7); polygalacturonate 4-alpha-galacturonosyltransferase/ transferase, transferring glycosyl groups / transferase, transferring hexosyl groups | chr3:23184395-23185480 FORWARD"	misc.UDP glucosyl and glucoronyl transferases	26_2

CUST_70835_PI403524517	1	37.71	131.20296	0.07168579	0.5797777	0.040667534	-0.0515728	-0.040667534	-0.08311081	35_20297	"Cluster: Myb-family transcription factor-like protein; n=2; Oryza sativa|Rep: Myb-family transcription factor-like protein - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6ZI39	CHR1V7|COORD:22057832..22060717| formin homology 2 domain-containing protein / FH2 domain-containing protein	AT1G59910.1	CHR02V5|COORD:20761750..20757456|protein myb-like DNA-binding domain containing protein, expressed	LOC_Os02g34630.2	no descriptionnot assigned PRK07003 Herpes_BLLF1 PRK12323	not assigned.unknown	35_2

CUST_104073_PI403524517	1	74.93389	35.04237	0.08517742	0.17491198	0.12487221	-0.08517742	-0.29378843	-0.0936923	35_29664	"Cluster: Pherophorin-C2 protein precursor; n=3; Chlamydomonadales|Rep: Pherophorin-C2 protein precursor - Chlamydomonas reinhardtii"	UniRef90_Q3HTK5	CHR4V7|COORD:7758606..7760888| leucine-rich repeat family protein / extensin family protein	AT4G13340.1	CHR02V5|COORD:30880725..30876004|protein actin binding protein, putative, expressed	LOC_Os02g50570.1	no descriptionnot assigned not assigned not assigned	not assigned.unknown	35_2

CUST_69815_PI403524517	1	48.469337	102.90995	-0.054473877	-0.6819887	-0.21421623	0.16514969	0.1438694	0.054473877	35_19975	"Cluster: Serine/threonine-protein phosphatase PP2A-3 catalytic subunit; n=12; Magnoliophyta|Rep: Serine/threonine-protein phosphatase PP2A-3 catalytic"	UniRef90_Q07100	"CHR3V7|COORD:21646480..21649888| PP2A-3 (PROTEIN PHOSPHATASE 2A-3); protein phosphatase type 2A"	AT3G58500.1	CHR03V5|COORD:33560844..33565477|protein OsPP2Ac-2 - Phosphatase 2A isoform 2 belonging to family 2, expressed	LOC_Os03g59060.2	" no descriptionhighly similar to ( 609)AT3G58500| Symbols: EP7, PP2A-3 | PP2A-3 (PROTEIN PHOSPHATASE 2A-3); protein phosphatase type 2A | chr3:21646480-21649888 REVERSEhighly similar to ( 642)PP2A2_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned PP2Ac PP2Ac ApaH Metallophos "	protein.postranslational modification	29_4

CUST_151886_PI403524517	2	41.311802	40.57606	0.09988403	0.15650368	0.2314148	-0.22088432	-0.09988403	-0.13315964	35_42463	"Cluster: Putative acyl-CoA oxidase; n=1; Hordeum vulgare|Rep: Putative acyl-CoA oxidase - Hordeum vulgare (Barley)"	UniRef90_O23977	CHR4V7|COORD:9424918..9428710| ACX1 (ACYL-COA OXIDASE 1)	AT4G16760.1	CHR06V5|COORD:226793..231808|protein acyl-coenzyme A oxidase 1.2, peroxisomal, putative, expressed	LOC_Os06g01390.1	 no descriptionweakly similar to ( 105)AT4G16760| Symbols: ATACX1, ACX1 | ACX1 (ACYL-COA OXIDASE 1) | chr4:9424918-9428710 REVERSEvery weakly similar to (58.2)ACOX2_CUCMAAcyl-coenzyme A oxidase, peroxisomal precursor - Cucurbita maxima (Pumpkin) (Winter squash)not assigned not assigned not assigned AXO ACAD GCD ACAD_fadE6_17_26 	lipid metabolism.lipid degradation.beta-oxidation.acyl CoA DH	11_9_4_2

CUST_19559_PI399408534	1	8.792652	72.62195	0.07717228	0.2827301	0.102817535	-0.07717323	-0.09207344	-0.085357666	35_6335	"Cluster: Hypothetical protein B1110B01.2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1110B01.2 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q60DG7	"CHR1V7|COORD:2672524..2674466| HDA08 (histone deacetylase 8); histone deacetylase"	AT1G08460.1	CHR05V5|COORD:21481136..21478189|protein histone deacetylase-like amidohydrolase, putative, expressed	LOC_Os05g36920.1	" no descriptionmoderately similar to ( 324)AT1G08460| Symbols: HDA8, HDA08 | HDA08 (histone deacetylase 8); histone deacetylase | chr1:2672524-2674466 FORWARDvery weakly similar to (79.0)HDAC_MAIZEnot assigned not assigned not assigned not assigned AcuC Hist_deacetyl "	RNA.regulation of transcription.HDA	27_3_55

CUST_156072_PI403524517	2	19.6186	43.329662	0.18084478	0.28127718	0.11562872	-0.1303215	-0.16811657	-0.11562872	35_43586	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10SV7	CHR2V7|COORD:6925121..6927401| leucine-rich repeat family protein / extensin family protein	AT2G15880.1	CHR03V5|COORD:549194..546322|protein expressed protein	LOC_Os03g01920.1	no description	not assigned.unknown	35_2

CUST_48939_PI403524517	1	37.195038	127.68738	-0.04403019	-0.8592491	-0.14229298	0.044029236	0.097234726	0.08793831	35_13973	Rep: Histone H2B.4 - Zea mays (Maize)	UniRef90_P49120	CHR3V7|COORD:16924599..16925036| histone H2B, putative	AT3G46030.1	CHR01V5|COORD:36341546..36340693|protein histone H2B.4, putative, expressed	LOC_Os01g62230.1	 no descriptionweakly similar to ( 174)AT5G22880| Symbols:  | histone H2B, putative | chr5:7652133-7652570 REVERSEweakly similar to ( 178)H2B5_WHEATHistone H2B.5 - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned H2B Histone DUF566 Tymo_45kd_70kd PRK12323 APC_basic PRK07003 PRK07764 Transformer TT_ORF1 Herpes_BLLF1 PRK12678 	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_7993_PI404877155	1	48.28038	67.624596	-0.17675161	-1.111362	-1.13031	0.40237808	0.17675114	0.19681787	Contig23526_at	Beta-fructofuranosidase 1 precursor (Sucrose-6-phosphate hydrolase 1) (Invertase 1)	P49175	beta-fructosidase (BFRUCT3) / beta-fructofuranosidase / invertase, vacuolar	At1g62660.1	protein vacuolar acid invertase	Os04g45290	"ATBETAFRUCT4;beta-fructosidase (BFRUCT4) / beta-fructofuranosidase / invertase, vacuolar, identical to beta-fructosidase GI:1871503 from (Arabidopsis thaliana); contains Pfam profile PF00251:Glycosyl hydrolases family 32; identical to cDNA beta-fructosida"	major CHO metabolism.degradation.sucrose.invertases.vacuolar	2_2_1_03_03

CUST_100645_PI403524517	1	62.913353	48.239594	0.1887393	0.18164158	0.06428671	-0.21796417	-0.3102584	-0.06428671	35_28725	0	0	CHR3V7|COORD:18782273..18790201| transducin family protein / WD-40 repeat family protein	AT3G50590.1	CHR09V5|COORD:14403670..14415594|protein nucleotide binding protein, putative, expressed	LOC_Os09g24260.1	no descriptionvery weakly similar to (85.5)AT3G50590| Symbols:  | transducin family protein / WD-40 repeat family protein | chr3:18782273-18790201 FORWARD	not assigned.no ontology	35_1

CUST_21804_PI399408534	1	29.403982	121.48027	0.04345131	0.57718754	0.10215187	-0.07665348	-0.053546906	-0.043452263	35_44265	"Cluster: Putative tRNA modification GTPase trmE; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative tRNA modification GTPase trmE - Oryza sativa (japonic"	UniRef90_Q6Z9X4	CHR1V7|COORD:29338429..29341191| tRNA modification GTPase, putative	AT1G78010.1	CHR08V5|COORD:19323595..19327600|protein tRNA modification GTPase trmE, putative, expressed	LOC_Os08g31460.1	 no descriptionvery weakly similar to (50.1)AT1G78010| Symbols:  | tRNA modification GTPase, putative | chr1:29338429-29341191 FORWARD	signalling.G-proteins	30_5

CUST_58506_PI403524517	1	40.88891	91.77083	0.17680168	0.52902603	0.07411957	-0.07411957	-0.18074083	-0.16025066	35_16688	"Cluster: Ubiquitin-conjugating enzyme E2-23 kDa, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Ubiquitin-conjugating enzyme E2-23"	UniRef90_Q337R4	"CHR1V7|COORD:23671551..23672666| UBC5 (ubiquitin-conjugating enzyme 37); ubiquitin-protein ligase"	AT1G63800.1	CHR10V5|COORD:15851407..15855642|protein ubiquitin-conjugating enzyme E2-21 kDa 1, putative, expressed	LOC_Os10g31000.1	"no descriptionmoderately similar to ( 262)AT1G63800| Symbols: UBC5 | UBC5 (ubiquitin-conjugating enzyme 37); ubiquitin-protein ligase | chr1:23671551-23672666 REVERSEmoderately similar to ( 250)UBC4_WHEATUbiquitin-conjugating enzyme E2-23 kDa - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned UQ_con COG5078 UBCc UBCc"	protein.degradation.ubiquitin.E2	29_5_11_3

CUST_67891_PI403524517	1	30.269926	95.04263	0.091480255	0.2572403	0.026648521	-0.04693508	-0.031464577	-0.026648521	35_19397	"Cluster: Hypothetical protein P0499C11.19; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0499C11.19 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5NBH1	"CHR5V7|COORD:1437696..1438771| similar to REX1-B [Chlamydomonas reinhardtii] (GB:AAP12521.1); similar to Os01g0265700 [Oryza sativa (japonica cultivar-group)]"	AT5G04910.1	CHR01V5|COORD:9057850..9054637|protein expressed protein	LOC_Os01g16080.1	"no descriptionweakly similar to ( 193)AT5G04910| Symbols:  | similar to REX1-B [Chlamydomonas reinhardtii] (GB:AAP12521.1); similar to Os01g0265700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001042671.1) | chr5:1437696-1438771 FORWARD"	not assigned.unknown	35_2

CUST_23696_PI399408534	2	39.798298	45.538094	0.35125923	0.17324352	0.16625595	-0.2029233	-0.34576893	-0.16625595	35_39228	"Cluster: Putative splicing factor 3b, subunit 3, 130kDa; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative splicing factor 3b, subunit 3, 130kDa - Oryza"	UniRef90_Q6YXY3	CHR3V7|COORD:20478093..20481921| splicing factor, putative	AT3G55220.1	0	0	 no descriptionvery weakly similar to (77.0)AT3G55200| Symbols:  | splicing factor, putative | chr3:20471510-20475338 FORWARDnot assigned 	RNA.processing.splicing	27_1_1

CUST_33421_PI399408534	1	49.170406	80.75662	0.07906675	0.40380287	0.15083408	-0.22747517	-0.07906723	-0.24038076	35_9791	"Cluster: Proline-rich protein family-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Proline-rich protein family-like - Oryza sativa (japonica cultivar-g"	UniRef90_Q6YTS9	CHR3V7|COORD:9073649..9074581| hydroxyproline-rich glycoprotein family protein	AT3G24860.1	CHR08V5|COORD:23818520..23820168|protein expressed protein	LOC_Os08g37810.1	no descriptionvery weakly similar to (89.7)AT2G44730| Symbols:  | transcription factor | chr2:18444522-18445640 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07764 Atrophin-1 PRK07003 infB PRK05648	RNA.regulation of transcription.Trihelix, Triple-Helix transcription factor family	27_3_30

CUST_100409_PI403524517	2	36.272984	19.753773	0.2638054	0.17649078	0.22330284	-0.34197044	-0.38170624	-0.17649078	35_28663	"Cluster: Putative UVB-resistance protein UVR8; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative UVB-resistance protein UVR8 - Oryza sativa (japonica cu"	UniRef90_Q8LHR6	CHR3V7|COORD:963202..967864| ankyrin repeat family protein / regulator of chromosome condensation (RCC1) family protein	AT3G03790.2	CHR07V5|COORD:3497632..3490276|protein regulator of chromosome condensation, RCC1, putative, expressed	LOC_Os07g07080.1	no descriptionmoderately similar to ( 259)AT3G03790| Symbols:  | ankyrin repeat family protein / regulator of chromosome condensation (RCC1) family protein | chr3:963202-967864 FORWARD	cell.division	31_2

CUST_53782_PI403524517	1	83.78198	39.89944	0.054113388	0.02284813	0.048752785	-0.09652424	-0.02795124	-0.022847176	35_15302	"Cluster: OSJNBa0004B13.8 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0004B13.8 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q9ARZ0	"CHR1V7|COORD:6774928..6777083| GAMMA CA1 (GAMMA CARBONIC ANHYDRASE 1); carbonate dehydratase"	AT1G19580.1	CHR01V5|COORD:10115989..10120593|protein transcription factor APFI, putative, expressed	LOC_Os01g18070.1	"no descriptionmoderately similar to ( 397)AT1G19580| Symbols: GAMMA CA1 | GAMMA CA1 (GAMMA CARBONIC ANHYDRASE 1); carbonate dehydratase | chr1:6774928-6777083 FORWARDnot assigned not assigned PaaY WbbJ LpxD"	mitochondrial electron transport / ATP synthesis.NADH-DH.carbonic anhydrase	9_1_1_5

CUST_162563_PI403524517	2	30.27888	27.80423	0.3122611	0.17907047	0.23213816	-0.3213873	-0.17907095	-0.32542324	35_45345	"Cluster: Os06g0109500 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0109500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DF82	CHR2V7|COORD:16201717..16203073| haloacid dehalogenase-like hydrolase family protein	AT2G38740.1	CHR06V5|COORD:555548..554637|protein phosphoglycolate phosphatase, plasmid, putative, expressed	LOC_Os06g01990.1	no descriptionvery weakly similar to (73.6)AT2G38740| Symbols:  | haloacid dehalogenase-like hydrolase family protein | chr2:16201717-16203073 REVERSE	not assigned.no ontology	35_1

CUST_36147_PI403524517	1	37.860283	51.108906	0.13703346	0.19025707	0.059298515	-0.12640095	-0.13010979	-0.059298515	35_10421	"Cluster: Hypothetical protein OSJNBa0041F13.15; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0041F13.15 - Oryza sativa (japonica"	UniRef90_Q5VPG4	CHR1V7|COORD:22496859..22500684| proline-rich family protein	AT1G61080.1	CHR06V5|COORD:2040428..2038306|protein expressed protein	LOC_Os06g04680.2	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07764 PRK12323 Atrophin-1 TT_ORF1 PRK07003 Extensin_2 PRK05648 Tymo_45kd_70kd Totivirus_coat FAP DUF1421 Protamine_P1 Drf_FH1 PRK08853	not assigned.unknown	35_2

CUST_36316_PI403524517	1	63.533882	25.850237	0.10496807	0.08237934	0.062013626	-0.2960167	-0.32853222	-0.062013626	35_10472	0	0	0	0	CHR12V5|COORD:5649836..5656156|protein cytochrome b/b6/petB family protein, expressed	LOC_Os12g10604.1	no description	not assigned.unknown	35_2

CUST_112723_PI403524517	1	36.33887	63.59318	0.34369564	0.13849068	0.11356735	-0.21061707	-0.24772644	-0.11356735	35_31996	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_103346_PI403524517	2	20.444582	36.674667	0.2321167	0.27552795	0.12520409	-0.1901226	-0.12520313	-0.16397333	35_29470	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_90306_PI403524517	1	40.885265	116.08952	0.05695343	0.3707199	0.047597885	-0.11550999	-0.087197304	-0.04759693	35_25830	"Cluster: Putative calcium-transporting ATPase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative calcium-transporting ATPase - Oryza sativa (japonica"	UniRef90_Q6ETP2	0	0	CHR02V5|COORD:4208367..4195421|protein calcium-transporting ATPase 10, plasma membrane-type, putative, expressed	LOC_Os02g08010.1	no description	not assigned.unknown	35_2

CUST_25061_PI403524517	2	43.728188	47.25315	0.10550213	0.2658291	0.15219116	-0.2611742	-0.10550165	-0.27161217	35_7272	"Cluster: Latex-abundant protein-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Latex-abundant protein-like protein - Oryza sativa (japonica"	UniRef90_Q84VF0	CHR1V7|COORD:29847742..29849261| latex-abundant protein, putative (AMC7) / caspase family protein	AT1G79340.1	CHR05V5|COORD:24304262..24301696|protein latex-abundant protein, putative, expressed	LOC_Os05g41670.1	 no descriptionmoderately similar to ( 307)AT1G79340| Symbols:  | latex-abundant protein, putative (AMC7) / caspase family protein | chr1:29847742-29849261 FORWARDnot assigned not assigned not assigned not assigned Peptidase_C14 PRK07003 Herpes_BLLF1 PRK12323 APC_basic 	protein.degradation	29_5

CUST_162934_PI403524517	1	51.76894	42.93994	0.2816949	0.2011795	0.111598015	-0.32379198	-0.111598015	-0.18761969	35_45443	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_67074_PI403524517	1	5.9338303	110.96877	-0.07539272	-1.0143471	-0.2567768	0.08165264	0.07539177	0.084786415	35_19157	"Cluster: Putative beta-N-acetylhexosaminidase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative beta-N-acetylhexosaminidase - Oryza sativa (japonica"	UniRef90_Q5WMR0	CHR1V7|COORD:24389659..24394652| glycosyl hydrolase family 20 protein	AT1G65590.1	CHR05V5|COORD:20231526..20237565|protein beta-hexosaminidase beta chain precursor, putative, expressed	LOC_Os05g34320.2	no descriptionhighly similar to ( 649)AT1G65590| Symbols:  | glycosyl hydrolase family 20 protein | chr1:24389659-24394652 FORWARDnot assigned Glyco_hydro_20 Chb Glyco_hydro_20b	not assigned.no ontology	35_1

CUST_30712_PI403524517	1	29.628435	93.351326	0.23512745	0.65226555	0.07299328	-0.07299328	-0.13537025	-0.1083889	35_8863	"Cluster: Hypothetical protein OSJNBa0058E19.20; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0058E19.20 - Oryza sativa (japonica"	UniRef90_Q9AUN1	0	0	0	0	no description	not assigned.unknown	35_2

CUST_13002_PI403524517	1	25.719837	73.34404	0.10172081	0.38847542	0.14346981	-0.1152277	-0.16378784	-0.10172081	35_3720	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_69014_PI403524517	1	76.23803	46.842506	0.1823206	0.06504536	0.12861824	-0.06504631	-0.242136	-0.07963848	35_19746	"Cluster: DnaJ domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: DnaJ domain containing protein, expressed - Oryza sativa (j"	UniRef90_Q2QQ93	CHR1V7|COORD:27923989..27926075| DNAJ heat shock N-terminal domain-containing protein	AT1G74250.1	CHR12V5|COORD:19129531..19133065|protein heat shock protein binding protein, putative, expressed	LOC_Os12g31840.1	no descriptionmoderately similar to ( 310)AT1G74250| Symbols:  | DNAJ heat shock N-terminal domain-containing protein | chr1:27923989-27926075 FORWARDvery weakly similar to (60.1)DNJH_CUCSADnaJ protein homolog - Cucumis sativus (Cucumber)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DnaJ DnaJ ZUO1 DnaJ Tymo_45kd_70kd PRK07003 PRK10767 Extensin_2 CbpA PRK12323 TT_ORF1 DUF1421 PRK05648 Atrophin-1 PRK07764 HPC2 Protamine_P1 Herpes_BLLF1 Caldesmon Pneumo_att_G GRASP55_65 Drf_FH1 Smc PRK10266 Gag_spuma DUF605 tatB DUF1777 Herpes_UL32 KAR9 PRK11633 SbcC tolA PRK08853 COG1340 FAP CTF_NFI DUF1509 AF-4 DUF566	stress.abiotic.heat	20_2_1

CUST_61894_PI403524517	1	48.13993	89.22986	-0.04091358	-0.25393677	-0.08389282	0.04091263	0.10551548	0.122979164	35_17659	"Cluster: SH3 domain-containing protein 3, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: SH3 domain-containing protein 3, putative, expre"	UniRef90_Q337C1	CHR4V7|COORD:16545600..16548299| SH3 domain-containing protein 2 (SH3P2)	AT4G34660.1	CHR10V5|COORD:19425502..19421817|protein clathrin binding protein, putative, expressed	LOC_Os10g36870.1	no descriptionhighly similar to ( 510)AT4G34660| Symbols:  | SH3 domain-containing protein 2 (SH3P2) | chr4:16545600-16548299 REVERSEnot assigned not assigned not assigned SH3 SH3 SH3_2	not assigned.no ontology	35_1

CUST_53138_PI403524517	1	44.83226	136.52872	-0.036833763	-1.2262859	-0.16926575	0.080080986	0.10043812	0.036833763	35_15127	"Cluster: Pyruvate kinase family protein, expressed; n=5; BEP clade|Rep: Pyruvate kinase family protein, expressed - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QXR8	CHR3V7|COORD:19660024..19663215| pyruvate kinase, putative	AT3G52990.1	CHR11V5|COORD:2239462..2235068|protein pyruvate kinase, cytosolic isozyme, putative, expressed	LOC_Os11g05110.2	 no descriptionhighly similar to ( 910)AT3G52990| Symbols:  | pyruvate kinase, putative | chr3:19660314-19663215 FORWARDmoderately similar to ( 375)KPYC_TOBACPyruvate kinase, cytosolic isozyme - Nicotiana tabacum (Common tobacco)not assigned Pyruvate_Kinase PykF PRK05826 PK PRK09206 PRK06354 PRK06247 PRK06739 PK_C PRK08187 	glycolysis.PK	4_13

CUST_135798_PI403524517	2	30.976852	42.051197	0.3868642	0.9523401	0.678205	-0.46697235	-0.6951122	-0.3868642	35_38086	"Cluster: Protein kinase, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Protein kinase, putative, expressed - Oryza sativa (japonica cult"	UniRef90_Q10SF4		0	CHR03V5|COORD:1388347..1390179|protein ATP binding protein, putative, expressed	LOC_Os03g03290.1	no description	not assigned.unknown	35_2

CUST_41239_PI403524517	1	45.634483	82.81916	0.1863432	0.05939579	0.040970325	-0.040970325	-0.05575323	-0.0980587	35_11855	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_114131_PI403524517	1	26.244434	79.08355	0.33628607	0.05337	0.1542635	-0.05337	-0.07487154	-0.09177256	35_32389	Rep: RGH1A - Hordeum vulgare (Barley)	UniRef90_Q8LLA9	"CHR3V7|COORD:17141724..17144231| RPP13 (RECOGNITION OF PERONOSPORA PARASITICA 13); ATP binding"	AT3G46530.1	CHR08V5|COORD:4105524..4109073|protein mla1, putative	LOC_Os08g07340.1	no description	not assigned.unknown	35_2

CUST_10318_PI403524517	1	67.07764	49.66949	0.05019188	0.08557892	0.031124115	-0.1258297	-0.17995071	-0.031125069	35_2910	"Cluster: Sterol carrier protein 2-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: Sterol carrier protein 2-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z316	CHR5V7|COORD:17211686..17213138| sterol carrier protein 2 (SCP-2) family protein	AT5G42890.1	CHR02V5|COORD:32247932..32247269|protein peroxisomal multifunctional enzyme type 2, putative	LOC_Os02g52720.1	no descriptionweakly similar to ( 167)AT5G42890| Symbols:  | sterol carrier protein 2 (SCP-2) family protein | chr5:17211686-17213138 REVERSEnot assigned not assigned not assigned SCP2 COG3255	lipid metabolism.'exotics' (steroids, squalene etc)	11_8

CUST_33842_PI403524517	1	37.9777	78.85056	0.08014107	0.43367767	0.17975235	-0.17442417	-0.08014107	-0.17362785	35_9756	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10MH0	"CHR3V7|COORD:23091764..23094209| similar to Os03g0309000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001049909.1); similar to expressed protein [Oryza"	AT3G62370.1	CHR03V5|COORD:10990720..10986347|protein expressed protein	LOC_Os03g19580.2	"no descriptionvery weakly similar to (73.9)AT3G62370| Symbols:  | similar to Os03g0309000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001049909.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABF95557.1) | chr3:23091764-23094209 FORWARD"	not assigned.unknown	35_2

CUST_45701_PI403524517	2	39.208885	41.44646	0.49922228	0.84048367	0.38260698	-0.505826	-0.8146963	-0.38260698	35_13097	"Cluster: Os05g0126400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0126400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DL32	CHR1V7|COORD:11399903..11405702| actin binding	AT1G31810.1	CHR05V5|COORD:1485865..1479070|protein myb-like DNA-binding domain containing protein, expressed	LOC_Os05g03550.1	no description	not assigned.unknown	35_2

CUST_9108_PI399408534	1	13.147387	62.089325	-0.15951395	-0.17484426	-0.035324574	0.045175552	0.035324574	0.03751707	35_10983	"Cluster: Os01g0670100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0670100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JKJ3	CHR2V7|COORD:8300871..8303357| S-locus lectin protein kinase family protein	AT2G19130.1	CHR01V5|COORD:27803654..27800931|protein S-locus-like receptor protein kinase, putative, expressed	LOC_Os01g48000.1	no descriptionweakly similar to ( 142)AT2G19130| Symbols:  | S-locus lectin protein kinase family protein | chr2:8300871-8303357 FORWARDweakly similar to ( 162)KPRO_MAIZEPutative receptor protein kinase ZmPK1 precursor - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pkinase S_TKc S_TKc TyrKc Pkinase_Tyr SPS1 PTKc PTKc_FGFR PTKc_InsR_like PTKc_Src_like PTKc_Srm_Brk PTKc_Chk PTKc_Ack_like PTKc_FGFR3 PTKc_Ror PTKc_Csk_like PTKc_Syk_like PTKc_Musk PTKc_Frk_like	signalling.receptor kinases.DUF 26	30_2_17

CUST_17946_PI404877155	1	34.458103	76.5886	-0.04586792	-0.2190504	-0.0885191	0.09500408	0.045866966	0.07363033	HVSMEa0012J22r2_at	protein T1N15.3 [imported] - Arabidopsis thaliana gb|AAF79717.1| T1N15.3 [Arabidopsis thaliana]	D96524	desulfhydrase family	At1g48420.1	protein pyridoxal phosphate-dependent enzymes, D-cysteine desulfhydrase family	Os02g53330	1-aminocyclopropane-1-carboxylate deaminases/3.1_Homeodomain   T01727 HOXB4	hormone metabolism.ethylene.synthesis-degradation	17_5_1

CUST_120329_PI403524517	1	46.628216	70.54943	0.03201723	0.22113991	0.15492916	-0.03201723	-0.09150362	-0.0707078	35_34020	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_143432_PI403524517	1	41.141396	75.121155	0.8798485	0.8557563	0.080438614	-0.18009043	-0.19587564	-0.080438614	35_40188	"Cluster: Os01g0277700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0277700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JNM7	"CHR5V7|COORD:7156358..7157492| similar to Os01g0277700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001042737.1); similar to unknown protein [Oryza"	AT5G21070.1	CHR01V5|COORD:9746858..9750548|protein expressed protein	LOC_Os01g17020.1	"no descriptionvery weakly similar to (55.5)AT5G21070| Symbols:  | similar to Os01g0277700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001042737.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD81147.1) | chr5:7156358-7157492 FORWARD"	not assigned.unknown	35_2

CUST_31641_PI403524517	2	41.726963	37.85768	0.19271088	0.10358715	0.10601616	-0.2267561	-0.10358715	-0.25880146	35_9131	Rep: ABC transporter homolog - Populus nigra (Lombardy poplar)	UniRef90_Q9MAY4	CHR5V7|COORD:24470986..24472993| ATGCN1 (Arabidopsis thaliana general control non-repressible 1)	AT5G60790.1	CHR08V5|COORD:28121166..28117578|protein ATP-binding cassette sub-family F member 2, putative, expressed	LOC_Os08g45010.1	no descriptionweakly similar to ( 164)AT5G60790| Symbols: ATGCN1 | ATGCN1 (Arabidopsis thaliana general control non-repressible 1) | chr5:24470986-24472993 REVERSEnot assigned not assigned not assigned not assigned not assigned Uup ABCF_EF-3	transport.ABC transporters and multidrug resistance systems	34_16

CUST_54187_PI403524517	1	20.437803	59.432495	0.07050228	0.07130623	0.016565323	-0.023406982	-0.024819374	-0.016566277	35_15425	"Cluster: Hypothetical protein OSJNBa0017K09.8; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0017K09.8 - Oryza sativa (japonica"	UniRef90_Q60EJ0	CHR1V7|COORD:3822171..3822899| universal stress protein (USP) family protein	AT1G11360.2	CHR05V5|COORD:24612967..24616157|protein ER6 protein, putative, expressed	LOC_Os05g42230.1	no descriptionmoderately similar to ( 212)AT1G11360| Symbols:  | universal stress protein (USP) family protein | chr1:3822171-3822899 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Usp USP_Like UspA PRK07003 PRK12323 TT_ORF1 Atrophin-1 Tymo_45kd_70kd AF-4 IER APC_basic PRK07764 DUF1509 DUF566 Herpes_BLLF1 STK_N PRK12678 Pneumo_att_G	stress.abiotic.unspecified	20_2_99

CUST_125606_PI403524517	1	49.356346	71.28084	0.13522339	0.17685318	0.022955894	-0.02295494	-0.038625717	-0.063858986	35_35373	Rep: OSIGBa0137O04.7 protein - Oryza sativa (Rice)	UniRef90_Q01KZ0	CHR5V7|COORD:14302298..14305409| aspartyl protease family protein	AT5G36260.1	CHR04V5|COORD:15666302..15657154|protein pepsin A, putative, expressed	LOC_Os04g26834.1	no descriptionvery weakly similar to (73.6)AT5G36260| Symbols:  | aspartyl protease family protein | chr5:14302298-14305409 REVERSE	protein.degradation.aspartate protease	29_5_4

CUST_131028_PI403524517	2	35.596622	39.308064	0.09931564	0.20994568	0.23122215	-0.09931564	-0.18702412	-0.11240959	35_36801	"Cluster: Photosystem II reaction center protein K precursor; n=3; Pooideae|Rep: Photosystem II reaction center protein K precursor - Hordeum vulgare (Barley)"	UniRef90_P69693	CHRCV7|COORD:7017..7202| PSII K protein	ATCG00070.1	0	0	no descriptionvery weakly similar to (71.2)ATCG00070| Symbols: PSBK | PSII K protein | chrC:7017-7202 FORWARDvery weakly similar to (77.8)PSBK_SECCEPhotosystem II reaction center protein K precursor - Secale cereale (Rye)psbK PsbK PRK02553	PS.lightreaction.photosystem II.PSII polypeptide subunits	1_1_1_2

CUST_179629_PI403524517	1	67.46782	30.890118	0.21158361	0.17529058	0.11049032	-0.11049032	-0.22401094	-0.46118593	35_49955	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_18107_PI404877155	1	44.652534	128.96136	0.030292511	0.43415165	0.05947399	-0.075639725	-0.030292511	-0.08081436	HVSMEc0001K23f2_s_at	enoyl CoA hydratase-like protein [Oryza sativa (japonica cultivar-group)]	NP_914858.1	enoyl-CoA hydratase/isomerase family protein	At5g43280.1	protein enoyl-CoA hydratase/isomerase family protein, putative	Os01g70090	enoyl CoA hydratase-like protein	lipid metabolism.lipid degradation.beta-oxidation.enoyl isomerase	11_9_4_14

CUST_113234_PI403524517	1	33.225204	139.70125	0.11404896	1.5548744	0.116147995	-0.22650433	-0.11404991	-0.21222019	35_32143	Rep: Putative selenium binding protein - Zea mays (Maize)	UniRef90_Q5NKQ4	CHR4V7|COORD:8098116..8100160| selenium-binding protein, putative	AT4G14030.1	CHR01V5|COORD:40274911..40278383|protein selenium-binding protein, putative, expressed	LOC_Os01g68770.1	 no descriptionvery weakly similar to (91.7)AT4G14030| Symbols:  | selenium-binding protein, putative | chr4:8098116-8100160 REVERSEnot assigned SBP56 	metal handling	15

CUST_228_PI399408534	1	62.989292	26.95183	0.18955564	0.33072758	0.26645327	-0.18955612	-0.78281784	-0.4449396	35_11731	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QXD1	CHR3V7|COORD:641050..645310| PHD finger protein-related	AT3G02890.1	CHR12V5|COORD:3090664..3086039|protein expressed protein	LOC_Os12g06440.1	no descriptionvery weakly similar to (55.5)AT3G02890| Symbols:  | PHD finger protein-related | chr3:641050-645310 FORWARD	RNA.regulation of transcription.unclassified	27_3_99

CUST_91000_PI403524517	1	71.77185	41.474777	0.15996265	0.20834732	0.08422327	-0.42547894	-0.2112341	-0.08422279	35_26024	Rep: Glutathione synthetase - Triticum aestivum (Wheat)	UniRef90_Q7X9F9	"CHR5V7|COORD:9668214..9670915| GSH2 (GLUTATHIONE SYNTHETASE 2); glutathione synthase"	AT5G27380.1	CHR12V5|COORD:20805121..20809489|protein glutathione synthetase, chloroplast precursor, putative, expressed	LOC_Os12g34380.1	" no descriptionweakly similar to ( 156)AT5G27380| Symbols: GSH2, GSHB | GSH2 (GLUTATHIONE SYNTHETASE 2); glutathione synthase | chr5:9668214-9670915 REVERSEweakly similar to ( 159)GSHB_BRAJUGlutathione synthetase, chloroplast precursor - Brassica juncea (Leaf mustard) (Indian mustard)not assigned GSH_synth_ATP eu-GS "	redox.ascorbate and glutathione.glutathione	21_2_2

CUST_92644_PI403524517	1	26.78093	70.4859	0.22743225	0.48544693	0.10807371	-0.10807371	-0.16457367	-0.1881032	35_26488	"Cluster: Expressed protein; n=4; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q336X8	"CHR2V7|COORD:13089110..13091461| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G61900.1); similar to expressed protein [Oryza sativa (japonica"	AT2G30700.1	CHR10V5|COORD:20453911..20449869|protein expressed protein	LOC_Os10g38980.3	"no descriptionvery weakly similar to (60.1)AT2G30700| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G61900.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABB47928.2) | chr2:13089110-13091461 REVERSE"	not assigned.unknown	35_2

CUST_130652_PI403524517	2	25.007	39.627872	0.2468996	0.23128366	0.10609865	-0.14624166	-0.10609865	-0.17759466	35_36691	"Cluster: Exostosin family protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Exostosin family protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5VQN0	CHR5V7|COORD:5551667..5554744| exostosin family protein	AT5G16890.1	CHR01V5|COORD:34816660..34812055|protein secondary cell wall-related glycosyltransferase family 47, putative, expressed	LOC_Os01g59630.1	no descriptionweakly similar to ( 162)AT5G16890| Symbols:  | exostosin family protein | chr5:5551667-5554744 FORWARDnot assigned Exostosin	misc.UDP glucosyl and glucoronyl transferases	26_2

CUST_125884_PI403524517	1	36.379864	123.73697	-0.055499077	-0.768033	-0.12748909	0.055499077	0.11385059	0.117471695	35_35446	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_94315_PI403524517	1	89.51607	45.74414	0.13314056	0.08234978	0.052347183	-0.052346706	-0.5969777	-0.26951742	35_26962	"Cluster: CTR1-like kinase kinase kinase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: CTR1-like kinase kinase kinase-like - Oryza sativa (japonica cult"	UniRef90_Q6ER39	CHR3|COORD:21697718..21704818| protein kinase family protein, contains eukaryotic protein kinase domain, INTERPRO:IPR000719	AT3G58640.2	CHR02V5|COORD:8004980..8017327|protein ATP binding protein, putative, expressed	LOC_Os02g14530.1	no descriptionweakly similar to ( 114)AT3G58640| Symbols:  | protein kinase family protein | chr3:21698130-21703652 REVERSE	protein.postranslational modification	29_4

CUST_3480_PI399408534	1	46.88573	113.31008	-0.03843975	-0.4197359	-0.089707375	0.038440704	0.085466385	0.110673904	35_16488	"Cluster: Calcium dependent protein kinase; n=2; Triticum aestivum|Rep: Calcium dependent protein kinase - Triticum aestivum (Wheat)"	UniRef90_A0T123	"CHR2V7|COORD:7524087..7526321| CPK6 (CALCIUM-DEPENDENT PROTEIN KINASE 6); anion channel/ calcium- and calmodulin-dependent protein kinase/ kinase"	AT2G17290.1	CHR03V5|COORD:1603222..1607849|protein calcium-dependent protein kinase, isoform 1, putative, expressed	LOC_Os03g03660.4	" no descriptionhighly similar to ( 689)AT2G17290| Symbols: ATCDPK3, CPK6 | CPK6 (CALCIUM-DEPENDENT PROTEIN KINASE 6); anion channel/ calcium- and calmodulin-dependent protein kinase/ kinase | chr2:7524087-7526321 FORWARDhighly similar to ( 880)CDPK3_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase SPS1 TyrKc Pkinase_Tyr PTKc FRQ1 PTKc_Jak_rpt2 PTKc_Src_like PTKc_Fes_like PTKc_Frk_like PTKc_Srm_Brk PTKc_Btk_Bmx PTKc_Tec_like PTKc_FAK PTKc_Jak2_Jak3_rpt2 PTKc_Csk_like PTKc_Jak1_rpt2 PTKc_Trk PTKc_Syk_like PTKc_Abl PTKc_EphR PTKc_Fer PTKc_Chk PTKc_Tyk2_rpt2 PTKc_Fes PTKc_Yes PTKc_Tec_Rlk PTKc_Ack_like PTKc_Fyn_Yrk PTKc_Src PTKc_ALK_LTK PTKc_Ror PTKc_EphR_A PTKc_Itk PTKc_InsR_like EFh PTKc_Axl_like PTKc_FGFR PTKc_PDGFR PTKc_TrkC PTKc_Lyn PTKc_c-ros PTKc_EphR_B PTKc_EphR_A2 PTK_CCK4 PTKc_TrkB PTKc_TrkA PTKc_Tie1 PTKc_Tyro3 PTKc_DDR PTKc_Axl PTKc_FGFR1 PTKc_FGFR2 PTKc_FGFR3 PTKc_Hck PTKc_EphR_A10 PTKc_Ror2 PTKc_Musk PTKc_Tie PTKc_Zap-70 PTKc_Csk PTKc_DDR1 PTKc_Lck_Blk PTKc_EGFR_like PTKc_Met_Ron PTKc_InsR PTKc_FGFR4 PTKc_DDR_like PTKc_IGF-1R PTK_HER3 "	signalling.calcium	30_3

CUST_67484_PI403524517	1	34.33365	59.77523	0.095944405	0.23663998	0.087641716	-0.08764219	-0.10354376	-0.16480207	35_19272	"Cluster: Proline-rich mucin homolog; n=1; Mycobacterium tuberculosis|Rep: Proline-rich mucin homolog - Mycobacterium tuberculosis"	UniRef90_Q9XDH2	CHR5V7|COORD:23551169..23556691| actin binding	AT5G58160.1	CHR04V5|COORD:24705559..24701241|protein peroxidase 18 precursor, putative, expressed	LOC_Os04g42100.1	no descriptionnot assigned not assigned Atrophin-1	not assigned.unknown	35_2

CUST_102126_PI403524517	1	41.361458	85.834915	0.1480546	0.44398403	0.081878185	-0.19970703	-0.18630219	-0.08187771	35_29138	"Cluster: Probable membrane-associated 30 kDa protein, chloroplast precursor; n=2; Oryza sativa|Rep: Probable membrane-associated 30 kDa protein, chloroplast"	UniRef90_Q8S0J7	CHR1V7|COORD:24239992..24244091| PTAC4 (PLASTID TRANSCRIPTIONALLY ACTIVE4)	AT1G65260.1	CHR01V5|COORD:39242341..39237841|protein membrane-associated 30 kDa protein, chloroplast precursor, putative, expressed	LOC_Os01g67000.1	no descriptionmoderately similar to ( 204)AT1G65260| Symbols: PTAC4 | PTAC4 (PLASTID TRANSCRIPTIONALLY ACTIVE4) | chr1:24239992-24244091 FORWARDmoderately similar to ( 291)IM30_ORYSAPspA PspA_IM30 PRK10698	not assigned.no ontology	35_1

CUST_112623_PI403524517	2	48.817627	10.020514	0.10106468	0.0877285	0.1070261	-0.26507568	-0.08772755	-0.19701195	35_31968	"Cluster: Os01g0274800 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0274800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JNP4	"CHR2V7|COORD:18433973..18435241| CKB4 (CASEIN KINASE II BETA SUBUNIT 4); protein kinase CK2/ protein kinase CK2 regulator"	AT2G44680.1	CHR01V5|COORD:42602391..42607415|protein serine/arginine repetitive matrix protein 1, putative, expressed	LOC_Os01g72890.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_30818_PI399408534	1	72.23851	8.726015	0.17637444	0.17229748	0.20184517	-0.1902523	-0.5698314	-0.17229748	35_12378	"Cluster: Putative IAA amidohydrolase; n=4; Oryza sativa (japonica cultivar-group)|Rep: Putative IAA amidohydrolase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q851L5	"CHR3V7|COORD:632000..633866| ILR1 (IAA-LEUCINE RESISTANT 1); metallopeptidase"	AT3G02875.1	CHR03V5|COORD:35099318..35102118|protein IAA-amino acid hydrolase ILR1 precursor, putative, expressed	LOC_Os03g62060.1	"no descriptionweakly similar to ( 110)AT3G02875| Symbols: ILR1 | ILR1 (IAA-LEUCINE RESISTANT 1); metallopeptidase | chr3:632000-633866 FORWARDnot assigned AbgB PRK12323 PRK07764"	hormone metabolism.auxin.synthesis-degradation	17_2_1

CUST_83053_PI403524517	1	50.24029	23.081692	0.269804	0.17489195	0.2706251	-0.17489195	-0.24515772	-0.45705557	35_23814	"Cluster: Probable galactose-1-phosphate uridyl transferase; n=2; Arabidopsis thaliana|Rep: Probable galactose-1-phosphate uridyl transferase - Arabidopsis thali"	UniRef90_Q9FK51	CHR5V7|COORD:6015272..6016557| UDP-glucose:hexose-1-phosphate uridylyltransferase	AT5G18200.1	CHR07V5|COORD:3764699..3760546|protein galactose-1-phosphate uridyl transferase-like protein, putative, expressed	LOC_Os07g07550.1	no descriptionweakly similar to ( 114)AT5G18200| Symbols:  | UDP-glucose:hexose-1-phosphate uridylyltransferase | chr5:6015272-6016557 FORWARDnot assigned GalT GalT	minor CHO metabolism.galactose.galactose-1-phosphate uridyl transferases	3_8_3

CUST_7677_PI404877155	1	26.598793	64.701	0.12595749	0.41950417	0.17945099	-0.21838284	-0.19079256	-0.12595844	Contig22516_at	putative protein serine /threonine kinase [Sorghum bicolor]	CAB51480.1	leucine-rich repeat family protein / protein kinase family protein	At5g10290.1	protein protein serine, putative	Os11g39370	NONE	signalling.receptor kinases.leucine rich repeat II	30_2_2

CUST_80305_PI403524517	2	22.867052	39.50986	0.52160597	0.5058279	0.22772789	-0.22772789	-0.3529272	-0.26417017	35_23034	"Cluster: Transposon protein, putative, Pong sub-class, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Transposon protein, putative, Pong sub-class,"	UniRef90_Q7XEN8	"CHR5V7|COORD:16511788..16514197| ATGSTT3 (Arabidopsis thaliana Glutathione S-transferase (class theta) 3); glutathione transferase"	AT5G41220.1	CHR10V5|COORD:14111457..14109835|protein transposon protein, putative, Pong sub-class, expressed	LOC_Os10g27370.1	" no descriptionvery weakly similar to (73.6)AT5G41220| Symbols: GST10C, ATGSTT3 | ATGSTT3 (Arabidopsis thaliana Glutathione S-transferase (class theta) 3); glutathione transferase | chr5:16511788-16514197 REVERSE"	not assigned.unknown	35_2

CUST_92824_PI403524517	1	100.33266	35.663746	0.16175365	0.14742947	0.076212406	-0.07621288	-0.17763853	-0.6332135	35_26540	"Cluster: Metal-dependent hydrolase-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Metal-dependent hydrolase-like protein - Oryza sativa (japonic"	UniRef90_Q6ZIF9	CHR4V7|COORD:16752641..16753971| cyclase family protein	AT4G35220.1	CHR02V5|COORD:4831143..4835208|protein cyclase, putative, expressed	LOC_Os02g09420.1	no descriptionweakly similar to ( 118)AT4G35220| Symbols:  | cyclase family protein | chr4:16752641-16753971 FORWARD	DNA.unspecified	28_99

CUST_113313_PI403524517	2	27.926752	49.989346	0.66551876	0.3350482	0.27069616	-0.27069616	-0.34881544	-0.47227	35_32164	"Cluster: Nodulin-like protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Nodulin-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q94D97	"CHR5V7|COORD:18351703..18354467| similar to nodulin-related [Arabidopsis thaliana] (TAIR:AT4G19450.1); similar to NFD4 (NUCLEAR FUSION"	AT5G45275.1	CHR01V5|COORD:35632588..35629341|protein nodulin-like protein, putative, expressed	LOC_Os01g61010.2	"no descriptionweakly similar to ( 141)AT5G45275| Symbols:  | similar to nodulin-related [Arabidopsis thaliana] (TAIR:AT4G19450.1); similar to NFD4 (NUCLEAR FUSION DEFECTIVE 4) [Arabidopsis thaliana] (TAIR:AT1G31470.1); similar to Nodulin-like; Major facilitator superfamily MFS_1 [Medicago truncatula] (GB:ABE77921.1); similar to Os11g0107400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001065544.1); similar to Os12g0106500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001065940.1); contains InterPro domain Nodulin-like; (InterPro:IPR010658) | chr5:18351703-18354467 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned Nodulin-like"	development.unspecified	33_99

CUST_33601_PI399408534	1	29.28562	83.207436	0.05532646	0.5619154	0.29635477	-0.05532694	-0.10113239	-0.09211779	35_9771	"Cluster: Os03g0734900 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os03g0734900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DNU1	CHR1|COORD:19136123..19139093| zinc finger (GATA type) family protein, contains similarity to zinc-finger protein ZIM (Arabidopsis thaliana)	AT1G51600.2	CHR03V5|COORD:30049652..30044852|protein GATA transcription factor 25, putative, expressed	LOC_Os03g52450.2	"no descriptionweakly similar to ( 132)AT1G51600| Symbols: ZML2 | ZML2 (ZIM-LIKE 2); transcription factor | chr1:19136844-19138920 FORWARDvery weakly similar to (54.3)PRR1_ORYSACCT ZnF_GATA ZnF_GATA GATA"	RNA.regulation of transcription.C2C2(Zn) GATA transcription factor family	27_3_9

CUST_134791_PI403524517	2	14.788287	28.696596	0.32065105	0.22262144	0.4035473	-0.28295946	-0.29713726	-0.22262096	35_37817	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_74608_PI403524517	1	48.319214	59.138496	-0.72332335	-1.1173916	-0.28125143	0.81213	0.5549202	0.28125095	35_21394	"Cluster: Small heat shock protein, chloroplast precursor; n=8; Triticeae|Rep: Small heat shock protein, chloroplast precursor - Triticum aestivum (Wheat)"	UniRef90_Q00445	CHR4V7|COORD:13819054..13819901| HSP21 (HEAT SHOCK PROTEIN 21)	AT4G27670.1	CHR03V5|COORD:7676068..7677335|protein small heat shock protein, chloroplast precursor, putative, expressed	LOC_Os03g14180.1	 no descriptionweakly similar to ( 192)AT4G27670| Symbols: HSP21 | HSP21 (HEAT SHOCK PROTEIN 21) | chr4:13819054-13819901 REVERSEmoderately similar to ( 322)HS21C_WHEATSmall heat shock protein, chloroplast precursor - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned HSP20 IbpA alpha-crystallin-Hsps PRK07003 PRK12678 PRK12323 Atrophin-1 PRK07764 	stress.abiotic.heat	20_2_1

CUST_114304_PI403524517	1	66.201065	48.666576	0.37660694	0.58405733	0.20610714	-0.22194195	-0.61087894	-0.20610762	35_32440	"Cluster: Putative T-complex protein 11; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative T-complex protein 11 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ZI82	CHR4V7|COORD:5828750..5833472| T-complex protein 11	AT4G09150.1	CHR02V5|COORD:21048522..21057392|protein T-complex protein 11 containing protein, expressed	LOC_Os02g35080.5	no descriptionvery weakly similar to (68.2)AT4G09150| Symbols:  | T-complex protein 11 | chr4:5828750-5833472 FORWARD	not assigned.no ontology	35_1

CUST_141699_PI403524517	2	15.232854	35.60585	0.6051769	1.0402398	0.56771183	-0.56771183	-0.6142173	-0.75662947	35_39715	"Cluster: Putative Pi-b protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Pi-b protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z632		0	CHR08V5|COORD:8933136..8946745|protein resistance protein, putative, expressed	LOC_Os08g14850.1	no description	not assigned.unknown	35_2

CUST_27097_PI399408534	1	45.906853	59.379654	-0.07874203	-0.07585049	-0.19822693	0.14160442	0.20519447	0.07585049	35_17307	"Cluster: Homeodomain-leucine zipper transcription factor TaHDZipI-1; n=1; Triticum aestivum|Rep: Homeodomain-leucine zipper transcription factor"	UniRef90_Q27W78	"CHR2V7|COORD:9533550..9534692| ATHB6 (ARABIDOPSIS THALIANA HOMEOBOX PROTEIN 6); transcription factor"	AT2G22430.1	CHR09V5|COORD:17902178..17903900|protein homeobox-leucine zipper protein ATHB-6, putative, expressed	LOC_Os09g29460.1	no descriptionweakly similar to ( 149)AT5G65310| Symbols: ATHB5 | ATHB5 (ARABIDOPSIS THALIANA HOMEOBOX PROTEIN 5) | chr5:26119683-26121080 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07764 PRK07003 Homeobox HOX Atrophin-1 Tymo_45kd_70kd PRK12678 homeodomain PRK12323 HALZ COG5576 Extensin_2 infB Drf_FH1 APC_basic DUF1421	RNA.regulation of transcription.HB,Homeobox transcription factor family	27_3_22

CUST_72509_PI403524517	1	46.242546	52.996708	0.22627497	0.09989214	0.09503746	-0.09503746	-0.2667384	-0.2455225	35_20781	Rep: Nuclear transportin - Triticum aestivum (Wheat)	UniRef90_Q2QKB7	CHR5V7|COORD:25140563..25149699| transportin-SR-related	AT5G62600.1	CHR10V5|COORD:17528819..17543487|protein importin-beta N-terminal domain containing protein	LOC_Os10g33770.1	no descriptionweakly similar to ( 166)AT5G62600| Symbols:  | transportin-SR-related | chr5:25140563-25149699 REVERSEnot assigned not assigned	not assigned.no ontology	35_1

CUST_74795_PI403524517	2	25.941166	42.636112	0.17218304	0.4045143	0.25311518	-0.17218351	-0.23396969	-0.29310417	35_21446	"Cluster: Putative amino acid transporter; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative amino acid transporter - Oryza sativa (japonica cultivar-gro"	UniRef90_Q60EP1	"CHR5V7|COORD:2866868..2868864| AAP2 (AMINO ACID PERMEASE 2); amino acid permease"	AT5G09220.1	CHR05V5|COORD:20695884..20698097|protein amino acid carrier, putative, expressed	LOC_Os05g34980.1	"no descriptionmoderately similar to ( 304)AT5G09220| Symbols: AAP2 | AAP2 (AMINO ACID PERMEASE 2); amino acid permease | chr5:2866868-2868864 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Aa_trans PRK12323 PRK07003 SdaC Herpes_BLLF1"	transport.amino acids	34_3

CUST_106628_PI403524517	1	45.506687	63.753643	0.112362385	0.51030064	0.31362963	-0.16651344	-0.112362385	-0.27803898	35_30346	"Cluster: Hypothetical protein At3g60910; n=1; Arabidopsis thaliana|Rep: Hypothetical protein At3g60910 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q8RXT8	CHR3V7|COORD:22512702..22514157| catalytic	AT3G60910.1	CHR07V5|COORD:27633820..27636964|protein methylase, putative, expressed	LOC_Os07g46340.1	no descriptionweakly similar to ( 146)AT3G60910| Symbols:  | catalytic | chr3:22512702-22514157 FORWARDvery weakly similar to ( 100)CBP23_HORVUSerine carboxypeptidase II-3 precursor - Hordeum vulgare (Barley)not assigned not assigned Peptidase_S10	protein.degradation.serine protease	29_5_5

CUST_87518_PI403524517	1	78.13765	48.715397	0.096475124	0.26885033	0.29147863	-0.0964756	-0.5011859	-0.8497734	35_25055	"Cluster: TPR Domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: TPR Domain containing protein, expressed - Oryza sativa"	UniRef90_Q2QLM7	"CHR3|COORD:1278090..1281124| similar to stress-inducible protein, putative [Arabidopsis thaliana] (TAIR:At4g12400.1); similar to"	AT3G04710.2	CHR12V5|COORD:27232877..27237841|protein ankyrin repeat and protein kinase domain-containing protein 1, putative, expressed	LOC_Os12g43940.1	no descriptionvery weakly similar to (68.6)AT3G04710| Symbols:  | binding | chr3:1278235-1280948 FORWARDnot assigned not assigned ANK	cell.organisation	31_1

CUST_43484_PI403524517	1	49.27299	52.822773	0.13084126	0.19102764	0.36328077	-0.19112778	-0.13084126	-0.34272432	35_12483	"Cluster: Putative ABC transporter; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ABC transporter - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ZIW1	"CHR3V7|COORD:17605327..17609813| ATATH1 (ABC2 homolog 1); ATPase, coupled to transmembrane movement of substances"	AT3G47730.1	CHR08V5|COORD:18833495..18827282|protein ATATH1, putative, expressed	LOC_Os08g30740.1	" no descriptionmoderately similar to ( 379)AT3G47730| Symbols: ATATH1 | ATATH1 (ABC2 homolog 1); ATPase, coupled to transmembrane movement of substances | chr3:17605327-17609813 REVERSEvery weakly similar to (82.0)CYSA_CUCSASulfate/thiosulfate import ATP-binding protein cysA - Cucumis sativus (Cucumber)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned ABC_subfamily_A CcmA ABC_DrrA ABC_DR_subfamily_A ABC_drug_resistance_like ABC_BcrA_bacitracin_resist ABC_NatA_sodium_exporter ABC_putative_ATPase ABC_tran ABC_Org_Solvent_Resistant NatA ABC_MJ0796_Lo1CDE_FtsE ABC_Carb_Solutes_like ABC_Mj1267_LivG_branched ABC_NrtD_SsuB_transporters GlnQ TauB ABC_HisP_GlnQ_permeases ABC_cobalt_CbiO_domain1 MalK COG4152 Ttg2A ABC_TM1139_LivF_branched OpuBA FepC ABC_PotA_N ABC_ATPase CbiO ABC_YhbG SalX ABC_Metallic_Cations PotA LivG ABC_OpuCA_Osmoprotection ABCG_White LivF ABC_Pro_Gly_Bertaine ZnuC ABC_NikE_OppD_transporters COG1123 COG4674 ABC_MetN_methionine_transporter ABC_PhnC_transporter AbcC COG3638 YhbG ABC_NatA_like ABC_PstB_phosphate_transporter DppD MglA ABC_Class3 TauB ABC_Iron-Siderophores_B12_Hemin ABCG_EPDR ProV CysA ABC_ModC_like ABC_MalK_N glnQ PstB COG4586 ABCC_MRP_Like CydD FtsE metN DppF livG ABC_cobalt_CbiO_domain2 ModF SunT ABC_ModC_molybdenum_transporter ABC_KpsT_Wzt lolD ABC_FtsE_transporter PRK10895 COG4559 potG potA COG3845 COG4181 ABCC_Protease_Secretion PRK10070 ABC_PDR_domain2 ArtP TagH ABC_MTABC3_MDL1_MDL2 ABC_Carb_Monos_I tauB CydC ABC_CysA_sulfate_importer ABCC_ATM1_transporter artP HisP MdlB PRK11160 fbpC PhnK PRK10851 ABC_Carb_Monos_II ABCC_MsbA PRK11264 PRK11831 PRK11000 ABCC_Glucan_exporter_like livF PRK10619 ABCC_bacteriocin_exporters ABCC_cytochrome_bd AppF fecE ABCC_MRP_domain2 ThiQ PRK10762 phnK ABC_ThiQ_thiamine_transporter PRK10744 COG4172 PRK09700 CeuD PRK10418 ssuB Uup btuD ABC_CcmA_heme_exporter sufC PRK10982 ABCC_MRP_domain1 PRK09984 ArpD PRK10584 ModC araG PRK11174 PhnK ABCC_Hemolysin ABC_FeS_Assembly PhnL thiQ CcmA ugpC ABCC_TAP COG4619 ycf16 SapF PRK10908 COG4136 PRK11176 oppD znuC PRK10938 PRK10535 ABC_PDR_domain1 modC PRK10522 dppD ATM1 PvdE PRK03695 PRK10261 PRK10789 ABCC_NFT1 dppF ABC_RNaseL_inhibitor_domain2 PRK10419 PRK10575 COG1245 PRK10253 BtuD ABCF_EF-3 COG4178 ABC_RNaseL_inhibitor_domain1 ABC_Rad50 ABC_Class2 "	transport.ABC transporters and multidrug resistance systems	34_16

CUST_579_PI403524517	2	47.52945	41.56471	0.20577621	0.20577621	0.08630371	-0.08630276	-0.18585205	-0.087843895	35_152	"Cluster: Hypothetical protein; n=1; Medicago truncatula|Rep: Hypothetical protein - Medicago truncatula (Barrel medic)"	UniRef90_Q1RXY0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_76189_PI403524517	1	32.5543	114.84312	0.09444904	0.6487646	0.09350872	-0.10591507	-0.09350872	-0.16791248	35_21840	Rep: OSJNBb0004A17.14 protein - Oryza sativa (Rice)	UniRef90_Q7FAQ7	"CHR2V7|COORD:10354420..10356646| Identical to Hypothetical protein At2g24330 [Arabidopsis Thaliana] (GB:Q9ZQ34); similar to unknown protein [Arabidopsis"	AT2G24330.1	CHR04V5|COORD:34123484..34126600|protein expressed protein	LOC_Os04g57690.1	"no descriptionweakly similar to ( 199)AT4G31080| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G24330.1); similar to Os02g0631000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001047497.1); similar to Os04g0672900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001054229.1); similar to H0322F07.6 [Oryza sativa (indica cultivar-group)] (GB:CAH67769.1); contains domain FAMILY NOT NAMED (PTHR22166); contains domain SUBFAMILY NOT NAMED (PTHR22166:SF1) | chr4:15121192-15123078 FORWARDnot assigned not assigned not assigned COG5415"	not assigned.unknown	35_2

CUST_157347_PI403524517	1	24.177917	51.848396	0.13595772	0.3095379	0.1353631	-0.13536263	-0.21125698	-0.2164011	35_43939	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10SM0		0	CHR03V5|COORD:964116..968105|protein expressed protein	LOC_Os03g02660.1	no descriptionnot assigned PRK12323	not assigned.unknown	35_2

CUST_150944_PI403524517	1	64.4725	48.73719	0.17929125	0.061152935	0.12332058	-0.31900692	-0.3349638	-0.06115246	35_42218	"Cluster: Serine/threonine-protein phosphatase BSL2 homolog; n=5; Magnoliophyta|Rep: Serine/threonine-protein phosphatase BSL2 homolog - Oryza sativa (Rice)"	UniRef90_Q2QM47	CHR1V7|COORD:2649956..2656561| kelch repeat-containing protein / serine/threonine phosphoesterase family protein	AT1G08420.1	CHR03V5|COORD:25005272..24996520|protein serine/threonine-protein phosphatase BSL2, putative, expressed	LOC_Os03g44500.1	no descriptionvery weakly similar to (62.4)AT1G08420| Symbols:  | kelch repeat-containing protein / serine/threonine phosphoesterase family protein | chr1:2649956-2656561 FORWARDvery weakly similar to (76.6)BSL2_ORYSA	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_90545_PI403524517	2	33.800957	40.98321	0.5579939	0.7908635	0.33171177	-0.33171225	-0.38353586	-0.61289597	35_25895	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_145546_PI403524517	1	68.42483	34.437706	0.35542297	0.39181232	0.18996239	-0.18996286	-0.63368464	-0.24092817	35_40750	Rep: Carboxylesterase - Neosartorya fischeri NRRL 181	UniRef90_A1D9Y7		0	0	0	no description	not assigned.unknown	35_2

CUST_170131_PI403524517	2	34.111515	35.356277	0.35403395	0.28857088	0.16623306	-0.3425784	-0.16623306	-0.27145863	35_47388	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_16905_PI404877155	1	34.719112	89.657875	-0.040507317	-0.34704876	-0.13692474	0.08187485	0.05736351	0.040506363	HM14M23r_x_at	putative rubisco subunit binding-protein alpha subunit precursor (60 kDa chaperonin alpha subunit) [Oryza sativa (japonica cultivar-group)]	AAP44754.1	RuBisCO subunit binding-protein alpha subunit, chloroplast / 60 kDa chaperonin alpha subunit / CPN-60 alpha	At2g28000.1	protein putative rubisco subunit binding-protein alpha subunit precursor (60 kDa chaperonin alph	Os03g64210	putative rubisco subunit binding-protein alpha subunit precursor (60 kDa chaperonin alpha subunit)	PS.calvin cyle.rubisco interacting	1_03_13

CUST_89429_PI403524517	2	12.867951	10.774363	1.3025956	1.577887	1.5824928	-1.3025956	-1.673913	-1.4277754	35_25582	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_4724_PI403524517	1	46.14503	65.630104	-0.32606316	-0.44463825	-0.079857826	0.17284203	0.08576965	0.07985687	35_1303	Rep: Blue (Type 1) copper domain - Medicago truncatula (Barrel medic)	UniRef90_Q1SDF8	CHR5V7|COORD:9241617..9242638| plastocyanin-like domain-containing protein / mavicyanin, putative	AT5G26330.1	CHR07V5|COORD:23000069..22995081|protein copper ion binding protein, putative, expressed	LOC_Os07g38290.1	 no descriptionweakly similar to ( 126)AT5G26330| Symbols:  | plastocyanin-like domain-containing protein / mavicyanin, putative | chr5:9241617-9242638 REVERSEvery weakly similar to (92.4)BCP_PEABlue copper protein precursor - Pisum sativum (Garden pea)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Cu_bind_like PRK12323 PRK07764 PRK07003 Tymo_45kd_70kd Atrophin-1 Pneumo_att_G 	misc.plastocyanin-like	26_19

CUST_40748_PI403524517	1	28.822598	61.106537	0.103906155	0.27839422	0.107402325	-0.103906155	-0.18951082	-0.15462208	35_11716	"Cluster: Putative aminotransferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative aminotransferase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8H7T7	0	0	CHR03V5|COORD:358391..353623|protein branched-chain-amino-acid aminotransferase, putative, expressed	LOC_Os03g01600.1	no description	not assigned.unknown	35_2

CUST_155726_PI403524517	2	9.721561	27.627995	0.31093645	0.2692275	0.17514467	-0.17514467	-0.17741585	-0.20766258	35_43497	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_106527_PI403524517	1	76.02798	11.729035	0.076666355	0.082834244	0.09622288	-0.22383451	-0.076666355	-0.4576807	35_30316	"Cluster: Pherophorin; n=1; Volvox carteri f. nagariensis|Rep: Pherophorin - Volvox carteri f. nagariensis"	UniRef90_Q852P0	CHR1V7|COORD:18414845..18416447| leucine-rich repeat family protein	AT1G49750.1	CHR08V5|COORD:395077..393302|protein vegetative cell wall protein gp1 precursor, putative, expressed	LOC_Os08g01690.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_101053_PI403524517	1	71.22423	19.635735	0.10382795	0.079993725	0.11939907	-0.41388035	-0.5815196	-0.0799942	35_28842	"Cluster: GPI inositol-deacylase PGAP1-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: GPI inositol-deacylase PGAP1-like protein - Oryza sativa (j"	UniRef90_Q67TV0	"CHR3V7|COORD:10097461..10103324| similar to hypothetical protein [Neurospora crassa OR74A] (GB:XP_962691.1); similar to Os09g0266400 [Oryza sativa (japonica"	AT3G27325.1	CHR09V5|COORD:5005931..5019013|protein expressed protein	LOC_Os09g09360.1	"no descriptionweakly similar to ( 119)AT3G27325| Symbols:  | similar to hypothetical protein [Neurospora crassa OR74A] (GB:XP_962691.1); similar to Os09g0266400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001062719.1); similar to hypothetical protein DDBDRAFT_0218240 [Dictyostelium discoideum AX4] (GB:XP_641187.1); contains InterPro domain PGAP1-like; (InterPro:IPR012908) | chr3:10097461-10103324 FORWARDnot assigned"	not assigned.unknown	35_2

CUST_6400_PI399408534	1	21.241299	55.308304	0.2791624	0.0975976	0.13918972	-0.0975976	-0.13922119	-0.14907217	35_30610	"Cluster: Putative lectin-like protein kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative lectin-like protein kinase - Oryza sativa (japonica cult"	UniRef90_Q6Z8M5	CHR3V7|COORD:19944131..19946164| lectin protein kinase, putative	AT3G53810.1	CHR08V5|COORD:25360662..25363516|protein lectin-like protein kinase, putative	LOC_Os08g40270.1	 no descriptionweakly similar to ( 142)AT3G53810| Symbols:  | lectin protein kinase, putative | chr3:19944131-19946164 REVERSEvery weakly similar to (96.3)NORK_MEDTRNodulation receptor kinase precursor - Medicago truncatula (Barrel medic)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc Pkinase S_TKc PTKc Pkinase_Tyr TyrKc SPS1 PTKc_Frk_like PTKc_Src_like PTKc_Srm_Brk PTKc_Hck PTKc_EphR PTKc_Src PTKc_Lck_Blk PTKc_Yes PTKc_Lyn PTKc_Fyn_Yrk PTKc_EGFR_like PTKc_Met_Ron PTKc_Jak_rpt2 PTKc_FGFR PTKc_EphR_A2 PTKc_HER2 PTKc_EphR_A PTKc_VEGFR PTKc_EphR_B PTKc_FGFR4 PTKc_Abl PTKc_Btk_Bmx PTKc_HER4 PTKc_VEGFR3 PTKc_InsR_like PTKc_Chk PTKc_c-ros PTKc_RET PTKc_Syk_like PTKc_EGFR PTKc_Jak2_Jak3_rpt2 PTKc_Zap-70 PTKc_Tec_like PTKc_FAK 	signalling.receptor kinases.DUF 26	30_2_17

CUST_112322_PI403524517	2	42.31641	48.420055	0.17500591	0.5050087	0.3423314	-0.17500591	-0.3958149	-0.4427352	35_31891	"Cluster: Hypothetical protein OSJNBa0030I14.17; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0030I14.17 - Oryza sativa (japonica"	UniRef90_Q5TKE9	CHR2V7|COORD:8654894..8656066| zinc finger (C3HC4-type RING finger) family protein	AT2G20030.1	CHR05V5|COORD:29634938..29636427|protein RING-H2 finger protein ATL2D precursor, putative, expressed	LOC_Os05g51780.1	no description	not assigned.unknown	35_2

CUST_136588_PI403524517	1	63.050713	42.72719	0.18369007	0.12169266	0.07556534	-0.27608967	-0.13711166	-0.07556534	35_38306	"Cluster: Eukaryotic translation initiation factor 3 subunit 10; n=1; Zea mays|Rep: Eukaryotic translation initiation factor 3 subunit 10 - Zea mays (Maize)"	UniRef90_Q9XHR2	CHR4V7|COORD:6947829..6952048| EIF3A (eukaryotic translation initiation factor 3A)	AT4G11420.1	CHR01V5|COORD:1176174..1168611|protein eukaryotic translation initiation factor 3 subunit 10, putative, expressed	LOC_Os01g03070.2	 no descriptionweakly similar to ( 177)AT4G11420| Symbols: ATEIF3A-1, EIF3A-1, ATTIF3A1, TIF3A1, EIF3A | EIF3A (eukaryotic translation initiation factor 3A) | chr4:6947829-6952048 REVERSEmoderately similar to ( 244)IF3A_MAIZEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK03918 ADF ADF COG4487 Cofilin_ADF SbcC Smc MAP7 	cell.organisation	31_1

CUST_93321_PI403524517	1	38.560158	137.59047	-0.01809311	-0.74212456	-0.10284233	0.018092155	0.04055214	0.028761864	35_26683	"Cluster: Expressed protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10EM4	0	0	CHR03V5|COORD:27933023..27936246|protein expressed protein	LOC_Os03g49126.1	no description	not assigned.unknown	35_2

CUST_55521_PI403524517	1	55.897846	32.916748	0.12962437	0.076725006	0.15410423	-0.25699425	-0.15216398	-0.07672548	35_15806	"Cluster: Carboxymethylenebutenolidase-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Carboxymethylenebutenolidase-like protein - Oryza sativa"	UniRef90_Q8LQS5	CHR2V7|COORD:13812900..13814519| dienelactone hydrolase family protein	AT2G32520.1	CHR01V5|COORD:19462649..19466742|protein protein usf, putative, expressed	LOC_Os01g34700.1	no descriptionmoderately similar to ( 241)AT2G32520| Symbols:  | dienelactone hydrolase family protein | chr2:13812900-13814519 REVERSEnot assigned DLH COG0412	misc.misc2	26_1

CUST_151482_PI403524517	1	47.881504	71.693794	0.18030357	0.06476736	0.05145073	-0.140172	-0.15137053	-0.051450253	35_42357	Rep: At5g37580 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q6NL09	CHR5V7|COORD:14944633..14946796| binding / protein binding	AT5G37580.1	0	0	no descriptionvery weakly similar to (95.1)AT5G37580| Symbols:  | binding / protein binding | chr5:14944633-14946796 REVERSEnot assigned	cell.organisation	31_1

CUST_50749_PI403524517	1	47.749134	53.785164	-0.19808769	-0.30977154	-0.09400654	0.27957153	0.23135567	0.09400749	35_14480	Rep: Sucrose synthase 2 - Oryza sativa (Rice)	UniRef90_P31924	"CHR3V7|COORD:15190192..15193565| SUS4; UDP-glycosyltransferase/ sucrose synthase/ transferase, transferring glycosyl groups"	AT3G43190.1	CHR03V5|COORD:16286388..16280039|protein sucrose synthase 2, putative, expressed	LOC_Os03g28330.4	" no descriptionhighly similar to ( 718)AT3G43190| Symbols: SUS4 | SUS4; UDP-glycosyltransferase/ sucrose synthase/ transferase, transferring glycosyl groups | chr3:15190192-15193565 REVERSEhighly similar to ( 884)SUS2_ORYSAnot assigned not assigned Sucrose_synth Glycos_transf_1 RfaG "	major CHO metabolism.degradation.sucrose.Susy	2_2_1_5

CUST_161438_PI403524517	1	33.280888	82.511925	0.50527525	0.5962715	0.021573544	-0.042129517	-0.021573544	-0.029650211	35_45038	"Cluster: Putative AAK1 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative AAK1 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6H5H4	CHR2V7|COORD:13942525..13945054| protein kinase family protein	AT2G32850.1	CHR09V5|COORD:5850281..5846603|protein ATP binding protein, putative, expressed	LOC_Os09g10720.1	no descriptionweakly similar to ( 146)AT2G32850| Symbols:  | protein kinase family protein | chr2:13942525-13945054 REVERSEnot assigned	protein.postranslational modification	29_4

CUST_162055_PI403524517	1	49.81666	94.31219	0.34693813	0.7748499	0.044903755	-0.044904232	-0.07405996	-0.12492752	35_45204	"Cluster: Hypothetical protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q84MG8	"CHR2V7|COORD:905977..908791| similar to NPH4 (NON-PHOTOTROPHIC HYPOCOTYL), transcription factor [Arabidopsis thaliana] (TAIR:AT5G20730.3); similar to"	AT2G03070.1	CHR03V5|COORD:17624130..17628990|protein expressed protein	LOC_Os03g31010.1	" no descriptionvery weakly similar to (96.3)AT2G03070| Symbols:  | similar to NPH4 (NON-PHOTOTROPHIC HYPOCOTYL), transcription factor [Arabidopsis thaliana] (TAIR:AT5G20730.3); similar to hypothetical protein Os03g31010 [Oryza sativa (japonica cultivar-group)] (GB:AAP20836.1) | chr2:905977-908791 FORWARDPRK12323 "	not assigned.unknown	35_2

CUST_77364_PI403524517	2	28.00363	20.275774	-0.875864	-0.58023167	-0.78563786	0.97891045	0.5802312	0.67398596	35_22172	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_142657_PI403524517	1	82.81786	39.949333	0.19946814	0.27479553	0.11729574	-0.30179977	-0.7404685	-0.117295265	35_39982	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_13104_PI399408534	1	47.908085	61.92289	0.31586552	0.8707218	1.3713799	-0.31586552	-0.3482294	-0.7114997	35_25425	"Cluster: Hypothetical protein P0022B05.133; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0022B05.133 - Oryza sativa (japonica cultivar"	UniRef90_Q8LHW9	CHR3V7|COORD:17538596..17541733| leucine-rich repeat transmembrane protein kinase, putative	AT3G47570.1	CHR07V5|COORD:1119235..1116085|protein receptor-like protein kinase precursor, putative, expressed	LOC_Os07g03000.1	 no descriptionweakly similar to ( 105)AT3G47570| Symbols:  | leucine-rich repeat transmembrane protein kinase, putative | chr3:17538596-17541733 FORWARDnot assigned not assigned DP 	signalling.receptor kinases.leucine rich repeat XII	30_2_12

CUST_1786_PI399408534	1	25.203281	70.755424	0.4091921	0.9278264	0.21882486	-0.28202724	-0.3636961	-0.21882486	35_5264	Rep: Mitogen-activated protein kinase 8 - Oryza sativa (Rice)	UniRef90_Q5SN53	"CHR2V7|COORD:17847649..17851024| ATMPK20 (Arabidopsis thaliana MAP kinase 20); MAP kinase"	AT2G42880.1	CHR01V5|COORD:27498135..27505279|protein OsMPK20-4 - putative MAPK based on amino acid sequence homology, expressed	LOC_Os01g47530.4	"no descriptionmoderately similar to ( 322)AT2G42880| Symbols: ATMPK20 | ATMPK20 (Arabidopsis thaliana MAP kinase 20); MAP kinase | chr2:17847649-17851024 REVERSEmoderately similar to ( 342)MPK8_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase Pkinase_Tyr TyrKc SPS1 PTKc PTKc_Jak_rpt2 PTKc_EphR PTKc_EphR_A PTKc_Jak2_Jak3_rpt2 PTKc_Csk_like PTKc_EphR_B PTKc_FAK PTKc_Src_like PTKc_Met_Ron PTKc_Srm_Brk PTKc_EphR_A2 PTKc_Ack_like PTKc_Syk_like PTKc_Itk PTKc_Tec_like PTKc_Tec_Rlk PTKc_Fes_like PTKc_Csk PTKc_Abl PTKc_Frk_like PTKc_Trk PTKc_DDR PTKc_PDGFR PTKc_Lck_Blk PTKc_Fer PTKc_Chk PTKc_Tyro3 PTKc_FGFR PTKc_Hck PTKc_Syk PTKc_HER4 PTKc_Axl_like PTKc_DDR2 PTKc_FGFR4 PTKc_Lyn PTKc_PDGFR_alpha PTKc_Fes PTK_CCK4 PTKc_DDR_like PTKc_Tie2 PTKc_EGFR_like PTKc_VEGFR2 PTKc_Kit PTKc_Jak1_rpt2 PTKc_Src PTKc_VEGFR PTKc_EGFR PTKc_Tyk2_rpt2 PTKc_Axl PTKc_Tie1"	signalling.MAP kinases	30_6

CUST_31027_PI403524517	1	21.504984	70.17395	0.59907055	0.42376804	0.08782005	-0.13319635	-0.087819576	-0.10230875	35_8954	Rep: CAA303719.1 protein - Oryza sativa (Rice)	UniRef90_Q9ST78	"CHR1V7|COORD:28887635..28889271| AtTLP1 (TUBBY LIKE PROTEIN 1); phosphoric diester hydrolase/ transcription factor"	AT1G76900.2	CHR04V5|COORD:34957073..34960724|protein tubby-like protein, putative, expressed	LOC_Os04g59130.1	"no descriptionweakly similar to ( 140)AT1G76900| Symbols: AtTLP1 | AtTLP1 (TUBBY LIKE PROTEIN 1); phosphoric diester hydrolase/ transcription factor | chr1:28887635-28889271 FORWARDnot assigned"	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_170334_PI403524517	1	59.501694	44.201183	-0.16029549	-0.12998486	-0.05975628	0.17482471	0.059757233	0.077628136	35_47444	"Cluster: Hypothetical protein OJ1003_A09.13; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1003_A09.13 - Oryza sativa (japonica cultiv"	UniRef90_Q6YZW1	CHR5V7|COORD:1325613..1326917| spermidine synthase-related / putrescine aminopropyltransferase-related	AT5G04610.1	CHR08V5|COORD:25737434..25734242|protein expressed protein	LOC_Os08g40890.1	no descriptionnot assigned not assigned PRK12678 Atrophin-1	not assigned.unknown	35_2

CUST_83139_PI403524517	1	49.974415	54.82967	0.09460211	0.17534399	0.058167934	-0.18512869	-0.058167934	-0.15710497	35_23837	"Cluster: Os05g0129900 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0129900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DL11	CHR1V7|COORD:21142430..21145147| serine/threonine protein phosphatase-related	AT1G56440.1	CHR05V5|COORD:1726877..1722603|protein TPR Domain containing protein, expressed	LOC_Os05g03910.1	no descriptionweakly similar to ( 115)AT1G56440| Symbols:  | serine/threonine protein phosphatase-related | chr1:21142430-21145147 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TPR	protein.targeting.chloroplast	29_3_3

CUST_22437_PI403524517	1	45.370686	50.35519	0.17867327	0.36802626	0.15298605	-0.15298605	-0.42430973	-0.35820913	35_6517	"Cluster: Hypothetical protein P0452F10.6; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0452F10.6 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q5N800	CHR4V7|COORD:7684413..7686687| short-chain dehydrogenase/reductase (SDR) family protein	AT4G13250.1	CHR01V5|COORD:7021099..7027411|protein oxidoreductase, putative, expressed	LOC_Os01g12710.1	no descriptionweakly similar to ( 124)AT4G13250| Symbols:  | short-chain dehydrogenase/reductase (SDR) family protein | chr4:7684413-7686687 REVERSE	misc.short chain dehydrogenase/reductase (SDR)	26_22

CUST_30062_PI403524517	1	86.49822	42.058018	0.07281542	0.130939	0.061638355	-0.25106907	-0.061638355	-0.06413555	35_8677	"Cluster: Os04g0280200 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os04g0280200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JEG1	CHR1V7|COORD:9057272..9060420| phosphoribulokinase/uridine kinase family protein	AT1G26190.1	CHR04V5|COORD:11844428..11862809|protein expressed protein	LOC_Os04g21110.1	no descriptionweakly similar to ( 143)AT1G26190| Symbols:  | phosphoribulokinase/uridine kinase family protein | chr1:9057272-9060420 REVERSEUMPK_like UMPK PRK05480 Udk	nucleotide metabolism.salvage.nucleoside kinases.uridine kinase	23_3_2_2

CUST_71781_PI403524517	1	45.61494	52.683765	0.31895447	0.175663	0.11111927	-0.19499683	-0.29317856	-0.111120224	35_20578	"Cluster: Hypothetical protein; n=1; Anaeromyxobacter sp. Fw109-5|Rep: Hypothetical protein - Anaeromyxobacter sp. Fw109-5"	UniRef90_A1HY15	CHR1V7|COORD:11399903..11405702| actin binding	AT1G31810.1	CHR07V5|COORD:24271675..24264784|protein formin-2, putative, expressed	LOC_Os07g40510.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 Drf_FH1 PRK07764 Totivirus_coat Atrophin-1 PRK07003 DUF1421 Tymo_45kd_70kd	not assigned.unknown	35_2

CUST_51302_PI403524517	1	15.791318	90.91569	0.086411476	0.32745743	0.065989494	-0.08806229	-0.06598854	-0.08806229	35_14624	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_85453_PI403524517	1	17.658165	100.534615	0.40380383	0.12236786	0.041422844	-0.058621407	-0.041422844	-0.04774666	35_24479	"Cluster: Mitochondrial substrate carrier; n=1; Medicago truncatula|Rep: Mitochondrial substrate carrier - Medicago truncatula (Barrel medic)"	UniRef90_Q1SX96	CHR5V7|COORD:22875998..22876990| mitochondrial substrate carrier family protein	AT5G56450.1	CHR05V5|COORD:26722589..26725800|protein ADP/ATP translocase 2, putative, expressed	LOC_Os05g46220.1	 no descriptionweakly similar to ( 198)AT5G56450| Symbols:  | mitochondrial substrate carrier family protein | chr5:22875998-22876990 REVERSEweakly similar to ( 108)ADT_CHLREADP,ATP carrier protein - Chlamydomonas reinhardtiinot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Mito_carr PRK07764 PRK12323 COG5373 GRP 	transport.metabolite transporters at the mitochondrial membrane	34_9

CUST_70193_PI403524517	1	63.13645	19.10088	0.061558247	0.08723879	0.066185474	-0.061558247	-0.28138065	-0.17981863	35_20094	"Cluster: 'putative inositol-1,4,5-trisphosphate phosphatase'; n=1; Oryza sativa (japonica cultivar-group)|Rep: 'putative inositol-1,4,5-trisphosphate phosphatas"	UniRef90_Q6L5I9	CHR1V7|COORD:26977458..26980436| inositol polyphosphate 5-phosphatase, putative	AT1G71710.1	CHR05V5|COORD:26518005..26512877|protein inositol or phosphatidylinositol phosphatase/ inositol-polyphosphate 5-phosphatase, putative,	LOC_Os05g45900.1	 no descriptionvery weakly similar to (95.9)AT1G71710| Symbols:  | inositol polyphosphate 5-phosphatase, putative | chr1:26977458-26980436 REVERSEnot assigned IPPc 	DNA.synthesis/chromatin structure	28_1

CUST_39960_PI403524517	1	39.376793	57.561253	-0.17856121	-0.5939741	-0.32538795	0.17856073	0.41199493	0.29881287	35_11493	"Cluster: Integrase core domain containing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Integrase core domain containing protein - Oryza sativa (jap"	UniRef90_Q60DN3	0	0	CHR03V5|COORD:24816981..24812621|protein retrotransposon protein, putative, unclassified	LOC_Os03g44240.1	no descriptionvery weakly similar to (62.0)POLX_TOBACRetrovirus-related Pol polyprotein from transposon TNT 1-94 [Includes: Protease - Nicotiana tabacum (Common tobacco)	not assigned.unknown	35_2

CUST_29540_PI399408534	1	106.54877	45.77306	0.028863907	0.01837349	0.04673004	-0.22068405	-0.01837349	-0.06115055	35_17263	"Cluster: Probable UDP-N-acetylglucosamine--peptide N- acetylglucosaminyltransferase SPINDLY; n=1; Hordeum vulgare|Rep: Probable UDP-N-acetylglucosamine--peptide"	UniRef90_O82422	"CHR3V7|COORD:3632848..3637553| SPY (SPINDLY); transferase, transferring glycosyl groups"	AT3G11540.1	CHR08V5|COORD:27858713..27866582|protein UDP-N-acetylglucosamine--peptide N-acetylglucosaminyltransferase SPINDLY, putative,	LOC_Os08g44510.1	no descriptionnearly identical (1377)AT3G11540| Symbols: SPY | SPY (SPINDLY) | chr3:3632848-3637553 FORWARDnearly identical (1810)SPY_HORVUProbable UDP-N-acetylglucosamine--peptide N-acetylglucosaminyltransferase SPINDLY - Hordeum vulgare (Barley)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Spy NrfG TPR PilF COG2956 TadD COG0790 PRK02603 COG4235	hormone metabolism.gibberelin.signal transduction	17_6_2

CUST_65482_PI403524517	1	12.800127	115.71613	0.13650703	0.657732	0.054236412	-0.060134888	-0.06980038	-0.05423546	35_18700	Rep: OSIGBa0092M08.4 protein - Oryza sativa (Rice)	UniRef90_Q01I48	"CHR2V7|COORD:11685664..11686843| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G20940.1); similar to Os04g0416000 [Oryza sativa (japonica"	AT2G27290.1	CHR04V5|COORD:20361467..20363571|protein expressed protein	LOC_Os04g33940.1	"no descriptionweakly similar to ( 184)AT2G27290| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G20940.1); similar to Os04g0416000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001052762.1); similar to Predicted membrane protein (ISS) [Ostreococcus tauri] (GB:CAL57011.1); similar to OSIGBa0092M08.4 [Oryza sativa (indica cultivar-group)] (GB:CAH67592.1); contains InterPro domain Protein of unknown function DUF1279; (InterPro:IPR009688) | chr2:11685664-11686843 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF1279 PRK12678 DUF566"	not assigned.unknown	35_2

CUST_113497_PI403524517	1	71.12184	46.200653	0.18521023	0.10842991	0.07454491	-0.45455647	-0.57840633	-0.07454395	35_32216	Rep: unknown protein - Arabidopsis thaliana	UniRef90_UPI0000196FB2	"CHR3V7|COORD:18687418..18694926| similar to cupin family protein [Arabidopsis thaliana] (TAIR:AT2G18540.1); similar to Unknown protein [Oryza sativa (japonica"	AT3G50370.1	0	0	"no descriptionvery weakly similar to (64.3)AT3G50370| Symbols:  | similar to cupin family protein [Arabidopsis thaliana] (TAIR:AT2G18540.1); similar to Unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAK52550.1) | chr3:18687418-18694926 REVERSE"	not assigned.unknown	35_2

CUST_12855_PI399408534	1	85.0337	46.791874	0.09162617	0.037812233	0.050704002	-0.18646526	-0.037812233	-0.378716	35_45015	"Cluster: Putative SET-domain transcriptional regulator; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative SET-domain transcriptional regulator - Oryza s"	UniRef90_Q7XHM7	CHR2V7|COORD:14117155..14119110| SUVH2 (SU(VAR)3-9 HOMOLOG 2)	AT2G33290.1	CHR07V5|COORD:14561567..14568531|protein histone-lysine N-methyltransferase, H3 lysine-9, H3 lysine-27, H4lysine-20 and cytosine specific SUVH2,	LOC_Os07g25450.1	"no descriptionvery weakly similar to (84.0)AT4G13460| Symbols: SUVH9 | SUVH9 (SU(VAR)3-9 HOMOLOG 9); histone-lysine N-methyltransferase/ zinc ion binding | chr4:7824649-7826601 REVERSESRA YDG_SRA"	RNA.regulation of transcription.SET-domain transcriptional regulator family	27_3_69

CUST_54624_PI403524517	1	33.754456	109.50744	-0.038928032	-0.52918816	-0.14068317	0.07574749	0.038928986	0.05158329	35_15546	"Cluster: Presequence protease 1, chloroplast/mitochondrial precursor; n=2; Arabidopsis thaliana|Rep: Presequence protease 1, chloroplast/mitochondrial precursor"	UniRef90_Q9LJL3	"CHR3V7|COORD:6625584..6631880| ATPREP1/ATZNMP (PRESEQUENCE PROTEASE 1); metalloendopeptidase"	AT3G19170.1	CHR02V5|COORD:32056369..32064578|protein protein hypA, putative, expressed	LOC_Os02g52390.1	" no descriptionnearly identical (1525)AT3G19170| Symbols: ATPREP1, ATZNMP | ATPREP1/ATZNMP (PRESEQUENCE PROTEASE 1); metalloendopeptidase | chr3:6625584-6631880 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG1026 M16C_assoc PqqL Peptidase_M16_C Ptr PRK07764 PRK12323 Drf_FH1 PRK07003 Extensin_2 "	protein.degradation	29_5

CUST_72308_PI403524517	1	46.463943	103.414276	-0.071208954	-0.278821	-0.03334999	0.065849304	0.09270668	0.033350945	35_20722	"Cluster: Branched-chain amino acid aminotransferase, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Branched-chain amino acid"	UniRef90_Q10L48	CHR5V7|COORD:9678824..9682471| aminotransferase class IV family protein	AT5G27410.1	CHR03V5|COORD:13927614..13920181|protein aminotransferase, class IV family protein, expressed	LOC_Os03g24460.2	no descriptionweakly similar to ( 165)AT5G27410| Symbols:  | aminotransferase class IV family protein | chr5:9678824-9682471 FORWARDnot assigned D-AAT_like PLPDE_IV PRK08320 Aminotran_4 PRK06606 BCAT_beta_family PRK12479 PRK06680 IlvE PRK07544 PRK07650 ADCL_like PRK12400	misc.aminotransferases.aminotransferase class IV family protein	26_26_1

CUST_131168_PI403524517	1	49.7781	55.981636	0.43420696	0.36198854	0.11147404	-0.28119278	-0.35181952	-0.11147404	35_36838	"Cluster: Hypothetical protein OSJNBa0014E22.23-1; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0014E22.23-1 - Oryza sativa (japon"	UniRef90_Q6H5V9	"CHR5V7|COORD:7870722..7874286| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G48840.1); similar to Os04g0677400 [Oryza sativa (japonica"	AT5G23390.1	CHR02V5|COORD:25569039..25563305|protein expressed protein	LOC_Os02g42530.1	no description	not assigned.unknown	35_2

CUST_42992_PI403524517	1	27.663153	53.460686	0.47525167	0.4340067	0.13446474	-0.223732	-0.13446522	-0.2334323	35_12346	Rep: Phosphoenolpyruvate carboxylase 1 - Sorghum bicolor (Sorghum) (Sorghum vulgare)	UniRef90_P29195	"CHR2V7|COORD:17742234..17745756| ATPPC2 (PHOSPHOENOLPYRUVATE CARBOXYLASE 2); phosphoenolpyruvate carboxylase"	AT2G42600.1	CHR02V5|COORD:8184212..8172418|protein phosphoenolpyruvate carboxylase 1, putative, expressed	LOC_Os02g14770.3	"no descriptionweakly similar to ( 160)AT2G42600| Symbols: ATPPC2 | ATPPC2 (PHOSPHOENOLPYRUVATE CARBOXYLASE 2); phosphoenolpyruvate carboxylase | chr2:17742234-17745756 REVERSEweakly similar to ( 168)CAPP1_SORBIPhosphoenolpyruvate carboxylase 1 - Sorghum bicolor (Sorghum) (Sorghum vulgare)PEPcase PRK00009 Ppc"	glycolysis.PEPCase	4_14

CUST_49397_PI403524517	1	36.224453	93.05393	-0.06669617	-0.40275764	-0.11577034	0.13796997	0.09348488	0.06669617	35_14090	"Cluster: Fructose-bisphosphate aldolase cytoplasmic isozyme; n=8; Poaceae|Rep: Fructose-bisphosphate aldolase cytoplasmic isozyme - Oryza sativa (Rice)"	UniRef90_P17784	CHR5V7|COORD:963388..964981| fructose-bisphosphate aldolase, putative	AT5G03690.2	CHR05V5|COORD:19523585..19525771|protein fructose-bisphosphate aldolase cytoplasmic isozyme, putative, expressed	LOC_Os05g33380.1	 no descriptionmoderately similar to ( 256)AT5G03690| Symbols:  | fructose-bisphosphate aldolase, putative | chr5:963388-964981 REVERSEmoderately similar to ( 280)ALF_ORYSAnot assigned not assigned Glycolytic FBP_aldolase_I_a COG3588 FBP_aldolase_I 	glycolysis.aldolase	4_7

CUST_28016_PI403524517	1	60.29919	26.262619	0.21119356	0.28666973	0.1713233	-0.1713233	-0.49914217	-0.21506214	35_8099	"Cluster: Os05g0371100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0371100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DIQ5	CHR3V7|COORD:23260156..23265785| zinc ion binding	AT3G62900.1	CHR05V5|COORD:17784048..17775155|protein CW-type Zinc Finger family protein	LOC_Os05g30790.1	no description	not assigned.unknown	35_2

CUST_33888_PI399408534	1	5.6729774	57.907368	-0.12530231	-0.5242777	-0.43748474	0.14038372	0.12530327	0.1332779	35_7569	Rep: OSIGBa0145G11.4 protein - Oryza sativa (Rice)	UniRef90_Q01I35	"CHR4V7|COORD:14703375..14705570| ARF16 (AUXIN RESPONSE FACTOR 16); miRNA binding / transcription factor"	AT4G30080.1	CHR04V5|COORD:25794337..25797106|protein auxin response factor 16, putative, expressed	LOC_Os04g43910.1	"no descriptionweakly similar to ( 133)AT2G28350| Symbols: ARF10 | ARF10 (AUXIN RESPONSE FACTOR 10); miRNA binding / transcription factor | chr2:12121408-12123742 FORWARDvery weakly similar to (55.1)IAA20_ORYSAnot assigned not assigned DUF1509 PRK07764"	RNA.regulation of transcription.ARF, Auxin Response Factor family	27_3_4

CUST_152260_PI403524517	1	18.550451	54.67665	0.42892456	0.595808	0.16553497	-0.16553497	-0.22170115	-0.2399435	35_42559	"Cluster: Putative PRLI-interacting factor N; n=1; Cynodon dactylon|Rep: Putative PRLI-interacting factor N - Cynodon dactylon (Bermuda grass)"	UniRef90_Q6E4A5	CHR1V7|COORD:26559818..26562657| protein kinase, putative	AT1G70460.1	CHR01V5|COORD:6886153..6893212|protein smr domain containing protein, expressed	LOC_Os01g12530.4	no description	not assigned.unknown	35_2

CUST_75582_PI403524517	1	70.01477	45.17706	0.15226364	0.14088488	0.05603218	-0.056032658	-0.36011696	-0.2401309	35_21667	"Cluster: Cytochrome P450 71E1, putative; n=1; Oryza sativa (japonica cultivar-group)|Rep: Cytochrome P450 71E1, putative - Oryza sativa (japonica cultivar-group"	UniRef90_Q2QPY6	"CHR3V7|COORD:9648110..9649773| CYP71B37 (cytochrome P450, family 71, subfamily B, polypeptide 37); oxygen binding"	AT3G26330.1	CHR12V5|COORD:19823010..19820277|protein cytochrome P450 71E1, putative, expressed	LOC_Os12g32850.1	" no descriptionmoderately similar to ( 216)AT3G26330| Symbols: CYP71B37 | CYP71B37 (cytochrome P450, family 71, subfamily B, polypeptide 37); oxygen binding | chr3:9648110-9649773 REVERSEmoderately similar to ( 213)C71E1_SORBICytochrome P450 71E1 - Sorghum bicolor (Sorghum) (Sorghum vulgare)not assigned not assigned not assigned not assigned not assigned p450 CypX "	misc.cytochrome P450	26_10

CUST_68936_PI403524517	1	53.211864	31.338806	0.07410622	0.11497879	0.14312267	-0.19796562	-0.098181725	-0.07410622	35_19725	"Cluster: Putative serine/threonine kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative serine/threonine kinase - Oryza sativa (japonica cultivar-g"	UniRef90_Q5JLD8	"CHR4V7|COORD:12617389..12620491| CIPK8 (CBL-INTERACTING PROTEIN KINASE 8); kinase"	AT4G24400.1	CHR01V5|COORD:19804453..19796109|protein CBL-interacting serine/threonine-protein kinase 24, putative, expressed	LOC_Os01g35184.2	 no descriptionmoderately similar to ( 458)AT4G24400| Symbols: SnRK3.13, PKS11, CIPK8 | CIPK8 (CBL-INTERACTING PROTEIN KINASE 8) | chr4:12617389-12620453 FORWARDmoderately similar to ( 370)CIPK1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase SPS1 Pkinase_Tyr TyrKc PTKc PTKc_Jak_rpt2 PTKc_Csk_like PTKc_Tyk2_rpt2 PTKc_Srm_Brk PTKc_Jak1_rpt2 PTKc_Fes_like PTKc_FAK PTKc_EphR PTKc_Abl PTKc_Ack_like PTKc_Jak2_Jak3_rpt2 PTKc_EGFR_like PTKc_Chk PTKc_Btk_Bmx PTKc_Syk_like PTKc_InsR_like PTKc_Fer PTKc_Src_like PTKc_Tec_like PTKc_Tec_Rlk PTKc_Fes PTKc_PDGFR PTKc_EphR_A PTKc_Csk PTKc_Tyro3 PTKc_FGFR PTKc_Lyn PTKc_Ror PTKc_ALK_LTK PTKc_Axl_like PTKc_EphR_A2 PTKc_Axl PTKc_EphR_B PTKc_Trk PTKc_Hck PTKc_Frk_like PTKc_Lck_Blk PTKc_Itk PTK_Ryk PTKc_DDR PTKc_FGFR4 PTKc_Yes PTKc_RET PTKc_EGFR PTK_CCK4 PTKc_Syk PTKc_Tie1 PTKc_FGFR1 PTKc_Tie2 PTKc_Fyn_Yrk PTKc_Tie PTKc_Ror1 PTKc_TrkC PTKc_FGFR2 PTKc_FGFR3 PTKc_Met_Ron PTKc_c-ros PTKc_Ror2 PTKc_Zap-70 PTKc_InsR PTKc_HER2 PTKc_Src PTKc_Musk PTKc_HER4 PTKc_IGF-1R PTKc_DDR_like PTKc_DDR2 PTKc_TrkB PTKc_EphR_A10 PTKc_TrkA PTKc_DDR1 PTKc_PDGFR_alpha PTKc_Aatyk PTK_HER3 PTKc_PDGFR_beta 	protein.postranslational modification	29_4

CUST_176325_PI403524517	1	30.932484	55.058125	0.175488	0.077159405	0.26837826	-0.07715893	-0.13064003	-0.14718914	35_49068	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_27652_PI403524517	1	38.48359	154.40369	-0.031313896	-0.6936846	-0.022830963	0.048252106	0.051623344	0.022830963	35_7998	"Cluster: Putative drought-inducible protein 1OS; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative drought-inducible protein 1OS - Oryza sativa (japonic"	UniRef90_Q8RUB8	CHR1V7|COORD:22868991..22870217| pentatricopeptide (PPR) repeat-containing protein	AT1G61870.1	CHR01V5|COORD:33920592..33924187|protein membrane-associated salt-inducible protein, putative, expressed	LOC_Os01g58080.3	no descriptionweakly similar to ( 189)AT1G61870| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr1:22868991-22870217 REVERSEvery weakly similar to (72.8)RF1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Extensin_2 Atrophin-1 Tymo_45kd_70kd PRK12323 DUF1421 PRK05648 Drf_FH1 PRK07764 PRK07003 HPC2 KAR9 GRASP55_65 Herpes_TAF50 Herpes_BLLF1 DUF605 CTF_NFI AF-4 Pneumo_att_G APC_basic PRK08853 Chon_Sulph_att DUF1509	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_54674_PI403524517	2	16.425898	23.473316	0.3935833	0.6224661	0.47136688	-0.48134613	-0.5490923	-0.39358234	35_15563	"Cluster: Vacuolar processing enzyme; n=1; Oryza sativa (japonica cultivar-group)|Rep: Vacuolar processing enzyme - Oryza sativa (japonica cultivar-group)"	UniRef90_Q84LM2	"CHR1V7|COORD:23227735..23230522| BETA-VPE (vacuolar processing enzyme beta); cysteine-type endopeptidase"	AT1G62710.1	CHR04V5|COORD:26689596..26684783|protein vacuolar processing enzyme, beta-isozyme precursor, putative, expressed	LOC_Os04g45470.1	" no descriptionmoderately similar to ( 421)AT1G62710| Symbols: BETAVPE, BETA-VPE | BETA-VPE (vacuolar processing enzyme beta); cysteine-type endopeptidase | chr1:23227735-23230522 REVERSEmoderately similar to ( 419)VPE_SOYBNVacuolar-processing enzyme precursor - Glycine max (Soybean)not assigned Peptidase_C13 "	protein.targeting.secretory pathway.vacuole	29_3_4_3

CUST_116104_PI403524517	2	42.000374	22.101122	0.06950283	0.09957409	0.068917274	-0.09689808	-0.15746021	-0.06891823	35_32922	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_136140_PI403524517	1	54.349564	41.128887	0.29433012	0.30408812	0.12712955	-0.26450253	-0.42155075	-0.12712908	35_38177	"Cluster: Cement protein 3B variant 1; n=2; Phragmatopoma californica|Rep: Cement protein 3B variant 1 - Phragmatopoma californica"	UniRef90_Q3MJK9	"CHR1V7|COORD:17691011..17692231| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G17160.1); similar to conserved hypothetical protein [Bacillus"	AT1G47970.1	CHR09V5|COORD:22104388..22106620|protein zinc finger protein hangover, putative, expressed	LOC_Os09g38400.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_76378_PI403524517	1	24.861311	80.791626	0.26827908	0.15461731	0.026418686	-0.026418686	-0.03868103	-0.044073105	35_21897	"Cluster: Hypothetical protein OSJNBb0036F07.9; n=3; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0036F07.9 - Oryza sativa (japonica cu"	UniRef90_Q84MN4	CHR1V7|COORD:1114695..1119382| leucine-rich repeat family protein / protein kinase family protein	AT1G04210.1	CHR03V5|COORD:30504143..30499228|protein protein kinase domain containing protein, expressed	LOC_Os03g53250.1	no descriptionmoderately similar to ( 311)AT1G04210| Symbols:  | leucine-rich repeat family protein / protein kinase family protein | chr1:1114695-1119382 FORWARD	protein.postranslational modification	29_4

CUST_50141_PI403524517	1	28.297161	109.3834	0.12289953	1.0922346	0.23754215	-0.19505978	-0.123104095	-0.12289953	35_14310	"Cluster: Putative MutL homolog 1 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative MutL homolog 1 protein - Oryza sativa (japonica cultivar-gro"	UniRef90_Q5JN46	CHR4V7|COORD:5817104..5821032| ATMLH1 (Arabidopsis thaliana MutL-homologue 1)	AT4G09140.1	CHR01V5|COORD:42595728..42601761|protein MUTL protein homolog 1, putative, expressed	LOC_Os01g72880.1	 no descriptionweakly similar to ( 106)AT4G09140| Symbols: MLH1, ATMLH1 | ATMLH1 (Arabidopsis thaliana MutL-homologue 1) | chr4:5817104-5821032 REVERSEnot assigned not assigned MutL mutL 	DNA.repair	28_2

CUST_73073_PI403524517	1	35.5207	79.10255	0.34519243	0.9223523	0.19245529	-0.19245529	-0.37036943	-0.2296896	35_20953	"Cluster: Hypothetical protein OJ1340_C08.105; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1340_C08.105 - Oryza sativa (japonica cult"	UniRef90_Q8GVH2	CHR4V7|COORD:808473..810431| tolB protein-related	AT4G01870.1	CHR07V5|COORD:26541285..26543488|protein WD40-like Beta Propeller Repeat family protein, expressed	LOC_Os07g44410.1	no descriptionmoderately similar to ( 385)AT4G01870| Symbols:  | tolB protein-related | chr4:808473-810431 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned APC_basic PRK07003 PRK12678 DUF1777 Herpes_BLLF1 PRK12323	not assigned.no ontology	35_1

CUST_22353_PI399408534	1	41.72733	105.66259	0.067928314	0.98470306	0.30046654	-0.133955	-0.16987276	-0.067928314	35_14884	"Cluster: Putative U2 snRNP protein A'; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative U2 snRNP protein A' - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6EUK2	"CHR1V7|COORD:3159478..3161605| U2A' (U2 small nuclear ribonucleoprotein A); protein binding"	AT1G09760.1	CHR02V5|COORD:7635234..7630852|protein U2 small nuclear ribonucleoprotein A, putative, expressed	LOC_Os02g13990.3	"no descriptionmoderately similar to ( 229)AT1G09760| Symbols: U2A' | U2A' (U2 small nuclear ribonucleoprotein A); protein binding | chr1:3159478-3161605 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned COG4886"	RNA.processing	27_1

CUST_33793_PI403524517	1	42.95928	142.91011	0.1338172	2.8609705	0.24513435	-0.1338172	-0.15211058	-0.28324032	35_9740	Rep: H0525C06.1 protein - Oryza sativa (Rice)	UniRef90_Q01K83	CHR3V7|COORD:7464138..7465027| GLTP3 (GLYCOLIPID TRANSFER PROTEIN 3)	AT3G21260.2	CHR04V5|COORD:21628796..21624775|protein expressed protein	LOC_Os04g35790.1	no descriptionweakly similar to ( 132)AT3G21260| Symbols: GLTP3 | GLTP3 (GLYCOLIPID TRANSFER PROTEIN 3) | chr3:7464138-7465027 REVERSEnot assigned not assigned GLTP	not assigned.no ontology	35_1

CUST_38675_PI403524517	1	32.56168	76.674675	0.15809631	0.4806509	0.12718964	-0.13887596	-0.22474623	-0.12718964	35_11130	"Cluster: Os09g0505100 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0505100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J0M6	"CHR1V7|COORD:1369305..1372289| UBP2 (UBIQUITIN-SPECIFIC PROTEASE 2); ubiquitin-specific protease"	AT1G04860.1	CHR09V5|COORD:19527377..19521702|protein ubiquitin carboxyl-terminal hydrolase family protein, expressed	LOC_Os09g32740.1	"no descriptionvery weakly similar to (59.3)AT1G04860| Symbols: UBP2 | UBP2 (UBIQUITIN-SPECIFIC PROTEASE 2); ubiquitin-specific protease | chr1:1369305-1372289 REVERSE"	protein.degradation.ubiquitin.ubiquitin protease	29_5_11_5

CUST_30480_PI399408534	2	34.95512	49.822018	0.5994425	0.3018484	0.24498558	-0.30496788	-0.24498558	-0.4752493	35_28738	"Cluster: Putative leucine-rich receptor-like protein kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative leucine-rich receptor-like protein kinase"	UniRef90_Q9ARQ7	"CHR1V7|COORD:9996900..10000157| HSL1 (HAESA-LIKE 1); ATP binding / kinase/ protein serine/threonine kinase"	AT1G28440.1	CHR01V5|COORD:7735876..7739716|protein receptor-like protein kinase 5 precursor, putative, expressed	LOC_Os01g13800.1	"no descriptionweakly similar to ( 178)AT1G28440| Symbols: HSL1 | HSL1 (HAESA-LIKE 1); ATP binding / kinase/ protein serine/threonine kinase | chr1:9996900-10000157 FORWARDweakly similar to ( 112)RPK1_IPONIReceptor-like protein kinase precursor - Ipomoea nil (Japanese morning glory) (Pharbitis nil)not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG4886"	signalling.receptor kinases.leucine rich repeat XI	30_2_11

CUST_62213_PI403524517	1	71.44251	47.516804	-0.033773422	-0.06180668	-0.0252285	0.0252285	0.07697868	0.14072609	35_17741	"Cluster: ThiF family protein, expressed; n=3; Oryza sativa (japonica cultivar-group)|Rep: ThiF family protein, expressed - Oryza sativa (japonica cultivar-group"	UniRef90_Q10BF0	"CHR1V7|COORD:1498356..1501774| AXR1 (AUXIN RESISTANT 1); small protein activating enzyme"	AT1G05180.1	CHR03V5|COORD:34351774..34358097|protein NEDD8-activating enzyme E1 regulatory subunit, putative, expressed	LOC_Os03g60550.1	"no descriptionhighly similar to ( 711)AT1G05180| Symbols: AXR1 | AXR1 (AUXIN RESISTANT 1); small protein activating enzyme | chr1:1498523-1501468 REVERSEvery weakly similar to (74.7)UBE11_WHEATUbiquitin-activating enzyme E1 1 - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned APPBP1_RUB E1-1_like Aos1_SUMO Ube1_repeat1 ThiF E1_enzyme_family ThiF_MoeB_HesA_family ThiF Uba2_SUMO E1-2_like Uba3_RUB"	protein.degradation.ubiquitin.E1	29_5_11_2

CUST_39771_PI403524517	1	63.570396	46.35984	0.12287903	0.2064333	0.081768036	-0.20496082	-0.081768036	-0.3521862	35_11438	"Cluster: Putative epoxide hydrolase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative epoxide hydrolase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8W3F2	CHR4V7|COORD:1035722..1037403| epoxide hydrolase, putative	AT4G02340.1	CHR10V5|COORD:18669200..18671431|protein epoxide hydrolase 2, putative, expressed	LOC_Os10g35520.1	 no descriptionweakly similar to ( 131)AT4G02340| Symbols:  | epoxide hydrolase, putative | chr4:1035722-1037403 FORWARDnot assigned not assigned PRK03592 MhpC PRK00870 Abhydrolase_1 PldB PRK05855 	misc.misc2	26_1

CUST_148722_PI403524517	1	61.120155	44.114098	0.15728903	0.4207406	0.35916758	-0.34620476	-0.15728855	-0.60835266	35_41606	Rep: Hypothetical protein B'zeta - Oryza sativa (Rice)	UniRef90_Q8L6I6		0	CHR03V5|COORD:35437747..35442402|protein transposon protein, putative, unclassified	LOC_Os03g62730.2	no description	not assigned.unknown	35_2

CUST_161963_PI403524517	1	86.87041	24.580534	0.28575754	0.20911694	0.17865467	-0.17865467	-0.23305845	-0.8236594	35_45178	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_101376_PI403524517	1	97.93093	37.836334	0.19643688	0.204463	0.0928216	-0.1222868	-0.5255432	-0.09282112	35_28930	"Cluster: FF domain containing protein, expressed; n=2; Oryza sativa|Rep: FF domain containing protein, expressed - Oryza sativa (japonica cultivar-group)"	UniRef90_Q337J6	CHR3V7|COORD:6891856..6897233| FF domain-containing protein / WW domain-containing protein	AT3G19840.1	CHR10V5|COORD:18002175..17991516|protein FF domain containing protein, expressed	LOC_Os10g34380.1	no descriptionweakly similar to ( 136)AT3G19840| Symbols:  | FF domain-containing protein / WW domain-containing protein | chr3:6891856-6897233 FORWARDnot assigned not assigned not assigned not assigned Atrophin-1	not assigned.no ontology	35_1

CUST_33634_PI403524517	1	42.352043	123.01058	-0.020154	-0.8759346	-0.20301247	0.05128002	0.044460297	0.020154	35_9695	"Cluster: Membrane associated salt-inducible protein, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Membrane associated salt-inducible"	UniRef90_Q2R2Z6	0	0	CHR11V5|COORD:19504178..19500735|protein expressed protein	LOC_Os11g34160.1	no description	not assigned.unknown	35_2

CUST_103292_PI403524517	1	24.593836	90.02041	0.15425682	0.82593346	0.23890877	-0.2202878	-0.15425682	-0.2562008	35_29454	"Cluster: Putative membrane protein; n=1; Emiliania huxleyi virus 86|Rep: Putative membrane protein - Emiliania huxleyi virus 86"	UniRef90_Q4A2B5	CHR4V7|COORD:10275928..10278502| leucine-rich repeat family protein / extensin family protein	AT4G18670.1	CHR04V5|COORD:20921395..20919883|protein transposon protein, putative, CACTA, En/Spm sub-class	LOC_Os04g34820.1	no description	not assigned.unknown	35_2

CUST_100447_PI403524517	1	37.001637	87.125694	0.13053417	0.7648053	0.25916576	-0.13053417	-0.28776932	-0.2564211	35_28672	"Cluster: Expressed protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q10CM8		0	CHR03V5|COORD:31133330..31130357|protein NLI interacting factor-like phosphatase family protein, expressed	LOC_Os03g54870.1	no description	not assigned.unknown	35_2

CUST_8049_PI399408534	1	40.202362	62.094395	0.075193405	0.19914055	0.07361889	-0.17157745	-0.07361984	-0.12041569	35_4592	"Cluster: Protein kinase C substrate 80K-H isoform 2-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Protein kinase C substrate 80K-H isoform 2-like - Ory"	UniRef90_Q5NBP9	CHR5V7|COORD:22840812..22845176| calmodulin-binding protein	AT5G56360.1	CHR01V5|COORD:9706474..9699515|protein protein kinase C substrate 80K-H, putative, expressed	LOC_Os01g16970.2	no descriptionmoderately similar to ( 281)AT5G56360| Symbols:  | calmodulin-binding protein | chr5:22840812-22845176 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned CobT Caldesmon MDN1 CobT	signalling.calcium	30_3

CUST_103169_PI403524517	1	24.861692	72.24269	0.109362125	0.3264041	0.098324776	-0.098324776	-0.16404295	-0.14387846	35_29420	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_149189_PI403524517	1	44.517567	58.236008	0.05757904	0.15779018	0.22951698	-0.109363556	-0.15213203	-0.05757904	35_41734	"Cluster: DnaJ protein family-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: DnaJ protein family-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7F1J8	CHR1V7|COORD:28785513..28787916| DNAJ heat shock N-terminal domain-containing protein	AT1G76700.1	CHR08V5|COORD:25846641..25851174|protein chaperone protein dnaJ 10, putative, expressed	LOC_Os08g41110.1	no descriptionvery weakly similar to (81.3)AT1G76700| Symbols:  | DNAJ heat shock N-terminal domain-containing protein | chr1:28785513-28787916 REVERSEnot assigned not assigned not assigned not assigned not assigned DnaJ DnaJ DnaJ CbpA	stress.abiotic.heat	20_2_1

CUST_28746_PI403524517	2	27.485432	37.961937	0.42469215	0.5174594	0.2276082	-0.39996862	-0.363132	-0.2276082	35_8302	"Cluster: PHD-finger family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: PHD-finger family protein, expressed - Oryza sativa (japonica"	UniRef90_Q2RA95	CHR1V7|COORD:16550949..16552347| PHD finger family protein	AT1G43770.1	CHR11V5|COORD:2914171..2905301|protein PHD-finger family protein, expressed	LOC_Os11g06130.1	no descriptionvery weakly similar to (62.0)AT1G43770| Symbols:  | PHD finger family protein | chr1:16550949-16552347 FORWARD	not assigned.unknown	35_2

CUST_99844_PI403524517	1	19.448977	61.606995	0.100557804	0.36015844	0.18441772	-0.12962103	-0.14950132	-0.10055828	35_28502	Rep: F1N18.12 protein - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q9FXF9	CHR1V7|COORD:10445719..10447406| esterase/lipase/thioesterase family protein	AT1G29840.1	CHR01V5|COORD:22768850..22765880|protein esterase, putative, expressed	LOC_Os01g39790.2	no descriptionweakly similar to ( 177)AT1G29840| Symbols:  | esterase/lipase/thioesterase family protein | chr1:10445719-10447406 REVERSEnot assigned	not assigned.no ontology	35_1

CUST_153937_PI403524517	1	99.3672	36.640293	0.18273926	0.24969101	0.11578035	-0.11578035	-1.0270371	-0.30759764	35_43020	Rep: Hypothetical protein - Phaeosphaeria nodorum SN15	UniRef90_Q0UKI8		0	0	0	no descriptionnot assigned	not assigned.unknown	35_2

CUST_89838_PI403524517	1	40.900642	51.22503	1.0998936	0.3582487	1.1632652	-0.83751106	-0.35824776	-0.8407879	35_25702	"Cluster: Transposon protein, putative, Mutator sub-class; n=1; Oryza sativa (japonica cultivar-group)|Rep: Transposon protein, putative, Mutator sub-class - Ory"	UniRef90_Q2RB42	0	0	CHR01V5|COORD:21196811..21199694|protein transposon protein, putative, Mutator sub-class	LOC_Os01g37380.1	no descriptionMuDR	not assigned.unknown	35_2

CUST_11019_PI403524517	2	29.121084	47.256546	0.34046745	0.15780449	0.4558897	-0.2885828	-0.25754833	-0.15780449	35_3114	"Cluster: Putative homoserine kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative homoserine kinase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K969	0	0	CHR02V5|COORD:35766329..35768918|protein homoserine kinase, putative, expressed	LOC_Os02g58510.1	no description	not assigned.unknown	35_2

CUST_102423_PI403524517	1	82.37471	44.27123	0.0991478	0.13401794	0.050629616	-0.10339165	-0.05063057	-0.27669525	35_29219	"Cluster: GAMYB-binding protein; n=2; Hordeum vulgare subsp. vulgare|Rep: GAMYB-binding protein - Hordeum vulgare var. distichum (Two-rowed barley)"	UniRef90_Q6J6M8	CHR2V7|COORD:19003184..19005536| BTB/POZ domain-containing protein	AT2G46260.1	CHR06V5|COORD:18085703..18079932|protein GAMYB-binding protein, putative, expressed	LOC_Os06g31100.1	"no descriptionweakly similar to ( 193)AT3G61600| Symbols: ATPOB1 | ATPOB1 (Arabidopsis thaliana POZ/BTB containing-protein 1); protein binding | chr3:22806679-22809044 FORWARD"	not assigned.no ontology.BTB/POZ domain-containing protein	35_1_9

CUST_139256_PI403524517	2	22.904232	42.455383	0.09575653	0.07667637	0.03748703	-0.037487507	-0.055523396	-0.059200764	35_39057	"Cluster: Os02g0244300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os02g0244300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0E2F9	"CHR1V7|COORD:5845809..5849882| UBP15 (UBIQUITIN-SPECIFIC PROTEASE 15); ubiquitin-specific protease"	AT1G17110.1	CHR02V5|COORD:8135360..8143468|protein UBP15, putative, expressed	LOC_Os02g14730.1	"no descriptionmoderately similar to ( 280)AT1G17110| Symbols: UBP15 | UBP15 (UBIQUITIN-SPECIFIC PROTEASE 15); ubiquitin-specific protease | chr1:5845809-5849882 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned Peptidase_C19E Peptidase_C19D UCH Peptidase_C19K Peptidase_C19G peptidase_C19C Peptidase_C19H Peptidase_C19O Peptidase_C19 Peptidase_C19A Peptidase_C19B Peptidase_C19L UBP14 UBP5 UBP12 Peptidase_C19R"	protein.degradation.ubiquitin.ubiquitin protease	29_5_11_5

CUST_107773_PI403524517	1	15.430862	84.8042	0.07354164	0.29452133	0.07839489	-0.082294464	-0.09935188	-0.07354164	35_30667	"Cluster: Os07g0181800 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os07g0181800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D862	"CHR4V7|COORD:8383837..8384809| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G52825.1); similar to Os07g0181800 [Oryza sativa (japonica"	AT4G14615.1	CHR07V5|COORD:4318629..4317111|protein expressed protein	LOC_Os07g08410.1	"no descriptionvery weakly similar to (65.5)AT4G14615| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G52825.1); similar to Os07g0181800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001059047.1); similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:BAC83054.1) | chr4:8383837-8384809 FORWARD"	not assigned.unknown	35_2

CUST_4194_PI404877155	2	29.067015	25.2812	-0.031944275	-0.051854134	-0.051538467	0.057419777	0.031944275	0.05447769	Contig15039_at	patatin-related [Arabidopsis thaliana] gb|AAR24649.1| At1g33270 [Arabidopsis thaliana]	NP_174597.2	12068304|patatin-related	At1g33270.1	protein At1g33270	Os11g34370	patatin-related	development.storage proteins	33_1

CUST_131811_PI403524517	1	38.669487	88.536194	0.1572032	0.39810562	0.04950285	-0.04950285	-0.10612106	-0.068189144	35_37024	"Cluster: PWWP domain protein-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: PWWP domain protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z1Z7		0	CHR08V5|COORD:29683..39772|protein HUA2, putative, expressed	LOC_Os08g01054.3	no description	not assigned.unknown	35_2

CUST_92904_PI403524517	1	32.191795	83.293625	0.14803982	0.6871004	0.21944094	-0.23895645	-0.29215908	-0.14803982	35_26564	"Cluster: Hypothetical protein P0519E07.4; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0519E07.4 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q6AVZ9	"CHR5V7|COORD:9403872..9407173| similar to Os05g0134300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001054566.1); similar to PREDICTED: similar to"	AT5G26760.2	CHR05V5|COORD:1980877..1976230|protein expressed protein	LOC_Os05g04370.1	"no descriptionvery weakly similar to (91.7)AT5G26760| Symbols:  | similar to Os05g0134300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001054566.1); similar to PREDICTED: similar to Chromosome 1 open reading frame 82 isoform 3 [Pan troglodytes] (GB:XP_513561.2); similar to PREDICTED: similar to Chromosome 1 open reading frame 82 isoform 2 [Pan troglodytes] (GB:XP_001153375.1); contains InterPro domain Protein of unknown function DUF408; (InterPro:IPR007308) | chr5:9403872-9407173 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF408 PRK12323 PRK07003 PRK07764 PRK12678 Herpes_BLLF1 APC_basic Atrophin-1 HPC2 DUF566 Gag_spuma PRK12495 Tymo_45kd_70kd KAR9 PRK05648 GRASP55_65 TT_ORF1 DUF1421 IER AF-4"	not assigned.unknown	35_2

CUST_585_PI403524517	1	60.143673	46.74938	0.07708073	0.08206177	0.028979301	-0.065039635	-0.028978348	-0.11097336	35_154	"Cluster: Peptidyl prolyl cis-trans isomerase; n=3; Oryza sativa|Rep: Peptidyl prolyl cis-trans isomerase - Oryza sativa (indica cultivar-group)"	UniRef90_Q3MST6	CHR3V7|COORD:20605156..20606107| immunophilin, putative / FKBP-type peptidyl-prolyl cis-trans isomerase, putative	AT3G55520.1	CHR05V5|COORD:22411826..22409273|protein FK506-binding protein 4, putative, expressed	LOC_Os05g38370.1	 no descriptionmoderately similar to ( 234)AT3G55520| Symbols:  | immunophilin, putative / FKBP-type peptidyl-prolyl cis-trans isomerase, putative | chr3:20605156-20606107 FORWARDvery weakly similar to (97.4)FKB70_WHEAT70 kDa peptidyl-prolyl isomerase - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned FkpA FKBP_C PRK10902 SlpA PRK11570 	protein.folding	29_6

CUST_178886_PI403524517	2	38.28682	48.488457	0.14504194	0.13366842	0.30147934	-0.13366842	-0.17522621	-0.27941275	35_49755	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_2448_PI399408534	1	26.716223	80.624146	0.4470415	0.06467247	0.20728874	-0.06467247	-0.08021259	-0.109261036	35_21432	Rep: F23H11.8 protein - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q9XIF2	CHR1V7|COORD:21988236..21993775| ATP-dependent RNA helicase, putative	AT1G59760.1	CHR12V5|COORD:10456373..10463605|protein superkiller viralicidic activity 2-like 2, putative, expressed	LOC_Os12g18140.1	 no descriptionhighly similar to ( 728)AT1G59760| Symbols:  | ATP-dependent RNA helicase, putative | chr1:21988236-21993775 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned COG4581 COG1204 PRK02362 PRK01172 PRK00254 COG1202 DEXDc DEAD DEXDc HELICc HELICc Lhr DEXHc Helicase_C 	RNA.processing	27_1

CUST_114086_PI403524517	2	27.876192	27.459473	0.16951418	0.10444927	0.18235159	-0.10444927	-0.1862936	-0.16285229	35_32375	Rep: Hypothetical protein - Bradyrhizobium sp. BTAi1	UniRef90_Q35LL9	CHR3V7|COORD:6736388..6738336| late embryogenesis abundant protein-related / LEA protein-related	AT3G19430.1	CHR01V5|COORD:31804447..31800745|protein receptor protein kinase PERK1, putative, expressed	LOC_Os01g54700.1	no description	not assigned.unknown	35_2

CUST_136193_PI403524517	1	60.20199	49.81043	0.26847696	0.33513784	0.10605526	-0.10605574	-0.21253395	-0.38627148	35_38193	"Cluster: Hypothetical protein F16M2_190; n=3; Arabidopsis thaliana|Rep: Hypothetical protein F16M2_190 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q9M1V6		0	CHR11V5|COORD:21658186..21672152|protein protein phosphatase 2C containing protein, expressed	LOC_Os11g37540.1	no description	not assigned.unknown	35_2

CUST_33981_PI403524517	2	34.862274	34.798344	0.21653795	0.33284998	0.17081738	-0.17081738	-0.33342123	-0.21691704	35_9796	"Cluster: Hypothetical protein OSJNBa0070E11.7; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0070E11.7 - Oryza sativa (japonica cu"	UniRef90_Q650W4	"CHR1V7|COORD:8702631..8705627| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G49055.1); similar to myosin heavy chain -related-like [Oryza"	AT1G24560.1	CHR09V5|COORD:22516720..22513025|protein expressed protein	LOC_Os09g39200.1	" no descriptionvery weakly similar to (66.6)AT1G24560| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G49055.1); similar to myosin heavy chain -related-like [Oryza sativa (japonica cultivar-group)] (GB:BAD13141.1); similar to Os09g0565400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001063947.1); contains InterPro domain Lipoprotein, type 6; (InterPro:IPR001800); contains InterPro domain t-snare; (InterPro:IPR010989) | chr1:8702631-8705627 FORWARDnot assigned PRK12323 "	not assigned.unknown	35_2

CUST_90192_PI403524517	1	53.40522	30.663118	0.16663122	0.191226	0.1006093	-0.34615517	-0.34035206	-0.10060978	35_25798	"Cluster: Coiled-coil protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Coiled-coil protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53JH6	0	0	CHR11V5|COORD:3391832..3385190|protein coiled-coil protein, putative, expressed	LOC_Os11g06910.2	no description	not assigned.unknown	35_2

CUST_81356_PI403524517	1	15.191954	62.899704	0.3620224	0.7383013	0.20560074	-0.26529598	-0.20560074	-0.20621586	35_23334	"Cluster: Thyroid hormone receptor-associated protein complex 150 kDa component (Trap150) (Thyroid hormone receptor associated protein 3).; n=1; Bos taurus|Rep:"	UniRef90_UPI00006169A0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_87492_PI403524517	1	71.503716	43.861126	0.10224438	0.1607399	0.06551075	-0.33695412	-0.065509796	-0.17150497	35_25047	"Cluster: Putative elicitor inducible beta-1,3-glucanase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative elicitor inducible beta-1,3-glucanase - Oryza"	UniRef90_Q6H4Z1	CHR4V7|COORD:9646552..9648056| glycosyl hydrolase family 17 protein	AT4G17180.1	CHR09V5|COORD:5429895..5432234|protein glucan endo-1,3-beta-glucosidase 5 precursor, putative, expressed	LOC_Os09g09980.1	 no descriptionweakly similar to ( 138)AT4G17180| Symbols:  | glycosyl hydrolase family 17 protein | chr4:9646552-9648056 FORWARDvery weakly similar to (74.7)E13B_PHAVUGlucan endo-1,3-beta-glucosidase, basic isoform precursor - Phaseolus vulgaris (Kidney bean) (French bean)Glyco_hydro_17 	misc.beta 1,3 glucan hydrolases	26_4

CUST_171608_PI403524517	1	32.925232	77.62469	0.30550718	0.6729493	0.11597538	-0.12003422	-0.11597538	-0.20100403	35_47818	"Cluster: Hypothetical protein OJ1288_A07.4; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1288_A07.4 - Oryza sativa (japonica cultivar"	UniRef90_Q65XN6	CHR1V7|COORD:30158538..30160575| polygalacturonase, putative / pectinase, putative	AT1G80170.1	CHR05V5|COORD:26856828..26860073|protein polygalacturonase precursor, putative, expressed	LOC_Os05g46510.1	 no descriptionweakly similar to ( 150)AT1G80170| Symbols:  | polygalacturonase, putative / pectinase, putative | chr1:30158538-30160575 REVERSEweakly similar to ( 124)PGLR_MALDOPolygalacturonase precursor - Malus domestica (Apple) (Malus sylvestris)not assigned Glyco_hydro_28 PGU1 	cell wall.degradation.pectate lyases and polygalacturonases	10_6_3

CUST_8318_PI404877155	1	42.251225	68.092834	-0.116000175	-0.1503067	-0.023260117	0.04802513	0.025671959	0.023260117	Contig2464_at	Vacuolar ATP synthase subunit B isoform 2 (V-ATPase B subunit 2) (Vacuolar proton pump B subunit 2) gb|AAA81331.1| vacuolar ATPase B subunit	Q40079	vacuolar ATP synthase subunit B, putative / V-ATPase B subunit, putative / vacuolar proton pump B subunit, put	At4g38510.1	protein V-type ATPase, B subunit	Os06g37180	vacuolar ATPase B subunit	transport.p- and v-ATPases	34_1

CUST_135855_PI403524517	2	36.94458	32.87112	0.18298578	0.33663368	0.21696615	-0.25128603	-0.1829853	-0.38056517	35_38102	"Cluster: Vps52/Sac2 family protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Vps52/Sac2 family protein, putative, expressed - Oryza"	UniRef90_Q337J1	CHR1V7|COORD:26867398..26873479| POK (POKY POLLEN TUBE)	AT1G71270.1	CHR10V5|COORD:18156871..18167124|protein vacuolar protein sorting protein 52, putative, expressed	LOC_Os10g34680.1	 no descriptionmoderately similar to ( 236)AT1G71270| Symbols: TTD8, POK | POK (POKY POLLEN TUBE) | chr1:26867398-26873479 FORWARDnot assigned Vps52 	not assigned.no ontology	35_1

CUST_19719_PI403524517	1	61.738308	16.019732	0.11769295	0.09983826	0.08540058	-0.08540058	-0.37999964	-0.25251627	35_5713	"Cluster: Aspartate kinase-homoserine dehydrogenase precursor; n=2; Oryza sativa|Rep: Aspartate kinase-homoserine dehydrogenase precursor - Oryza sativa (Rice)"	UniRef90_P93402	CHR4V7|COORD:10725239..10729546| AK-HSDH/AK-HSDH II	AT4G19710.2	CHR09V5|COORD:7008516..6994049|protein bifunctional aspartokinase/homoserine dehydrogenase 2, chloroplast precursor, putative, expressed	LOC_Os09g12290.1	 no descriptionvery weakly similar to (61.6)AT4G19710| Symbols: AK-HSDH II, AK-HSDH | AK-HSDH/AK-HSDH II | chr4:10725239-10729546 FORWARDweakly similar to ( 110)AKH2_MAIZEBifunctional aspartokinase/homoserine dehydrogenase 2, chloroplast precursor - Zea mays (Maize)	amino acid metabolism.synthesis.aspartate family.misc.homoserine.aspartate kinase	13_1_3_6_1_1

CUST_96761_PI403524517	1	74.495255	48.269363	0.19326591	0.10281086	0.07888222	-0.28650188	-0.09736061	-0.078881264	35_27637	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_52926_PI403524517	1	47.21359	111.830284	-0.16460037	-0.6627226	-0.048275948	0.14068317	0.1241436	0.048275948	35_15071	"Cluster: Pyrophosphate--fructose 6-phosphate 1-phosphotransferase subunit beta; n=1; Ricinus communis|Rep: Pyrophosphate--fructose 6-phosphate 1-phosphotransfer"	UniRef90_Q41141	CHR1V7|COORD:4050157..4053725| pyrophosphate--fructose-6-phosphate 1-phosphotransferase beta subunit, putative / pyrophosphate-dependent	AT1G12000.1	CHR06V5|COORD:7653387..7647923|protein pyrophosphate--fructose 6-phosphate 1-phosphotransferase beta subunit, putative, expressed	LOC_Os06g13810.1	 no descriptionhighly similar to ( 888)AT1G12000| Symbols:  | pyrophosphate--fructose-6-phosphate 1-phosphotransferase beta subunit, putative / pyrophosphate-dependent 6-phosphofructose-1-kinase, putative | chr1:4050157-4053725 REVERSEhighly similar to ( 882)PFPB_RICCOPyrophosphate--fructose 6-phosphate 1-phosphotransferase subunit beta - Ricinus communis (Castor bean)not assigned not assigned not assigned Pyrophosphate_PFK PRK07085 PFK PfkA PRK03202 Bacterial_PFK PRK06830 PFK PRK06555 Eukaryotic_PFK PRK12323 	glycolysis.pyrophosphate-fructose-6-P phosphotransferase	4_5

CUST_151434_PI403524517	1	73.17807	25.361277	0.097307205	0.057999134	0.08831167	-0.2236476	-0.3814745	-0.05799961	35_42345	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_37359_PI403524517	2	27.89946	7.3625813	-0.08413601	-0.09752083	-0.09112549	0.14778042	0.084135056	0.1114254	35_10762	"Cluster: Ankyrin repeat protein, chloroplast, putative, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Ankyrin repeat protein, chloroplast, putativ"	UniRef90_Q10S45	"CHR5V7|COORD:26434651..26436460| AKRP/EMB2036 (EMBRYO DEFECTIVE 2036); protein binding"	AT5G66055.1	CHR03V5|COORD:1958678..1949407|protein ankyrin repeat protein, chloroplast precursor, putative, expressed	LOC_Os03g04300.2	" no descriptionmoderately similar to ( 229)AT5G66055| Symbols: EMB2036, AKRP | AKRP/EMB2036 (EMBRYO DEFECTIVE 2036); protein binding | chr5:26435031-26436460 REVERSEvery weakly similar to (52.8)SR43C_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned ANK Arp "	cell.organisation	31_1

CUST_32370_PI403524517	1	13.275813	57.57483	0.34634876	0.3435278	0.08678198	-0.10830593	-0.08678198	-0.111904144	35_9336	0	0	0	0	CHR01V5|COORD:6429138..6432865|protein 4-methyl-5-thiazole monophosphate biosynthesis protein, putative, expressed	LOC_Os01g11880.1	no description	not assigned.unknown	35_2

CUST_13893_PI403524517	1	49.613213	127.688385	0.058872223	0.82694244	0.118219376	-0.18443966	-0.14491081	-0.058872223	35_3983	"Cluster: Putative F8K7.10 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative F8K7.10 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6AVR6	"CHR1V7|COORD:7613017..7615137| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G21670.1); similar to WD40 domain protein beta Propeller"	AT1G21680.1	CHR03V5|COORD:35271028..35273355|protein WD40-like Beta Propeller Repeat family protein, expressed	LOC_Os03g62370.1	" no descriptionmoderately similar to ( 331)AT1G21680| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G21670.1); similar to WD40 domain protein beta Propeller [Solibacter usitatus Ellin6076] (GB:YP_828764.1); similar to Os03g0840200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001051846.1); similar to Os07g0638100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001060406.1); contains InterPro domain TolB, C-terminal; (InterPro:IPR011042); contains InterPro domain WD40-like Beta Propeller; (InterPro:IPR011659) | chr1:7613017-7615137 FORWARDnot assigned TolB tolB tolB tolB tolB tolB tolB tolB "	not assigned.no ontology	35_1

CUST_32786_PI403524517	1	25.665522	101.76271	-0.04492283	-0.4811697	-0.14672947	0.044923782	0.047693253	0.07033539	35_9449	0	0	0	0	CHR05V5|COORD:1837693..1841560|protein expressed protein	LOC_Os05g04150.2	no description	not assigned.unknown	35_2

CUST_82738_PI403524517	1	33.308136	67.29461	0.79987144	0.97796583	0.1542635	-0.22345066	-0.30586243	-0.1542635	35_23728	"Cluster: Putative very-long-chain fatty acid condensing enzyme CUT1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative very-long-chain fatty acid conden"	UniRef90_Q5Z7E7	CHR1V7|COORD:8938666..8940269| very-long-chain fatty acid condensing enzyme, putative	AT1G25450.1	CHR06V5|COORD:8409309..8407343|protein 3-ketoacyl-CoA synthase, putative, expressed	LOC_Os06g14810.1	 no descriptionmoderately similar to ( 273)AT1G25450| Symbols:  | very-long-chain fatty acid condensing enzyme, putative | chr1:8938666-8940269 REVERSEnot assigned not assigned not assigned not assigned not assigned FAE1_CUT1_RppA CHS_like BcsA PRK12323 PRK07003 	lipid metabolism.FA synthesis and FA elongation.beta ketoacyl CoA synthase	11_1_10

CUST_74168_PI403524517	1	61.557354	39.212006	0.13033867	0.055732727	0.102146626	-0.05573225	-0.2481699	-0.16690445	35_21269	"Cluster: Putative lysyl-tRNA synthetase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative lysyl-tRNA synthetase - Oryza sativa (japonica cultivar-group"	UniRef90_Q6K1T2	"CHR3V7|COORD:4395991..4399309| OVA5 (OVULE ABORTION 5); ATP binding / aminoacyl-tRNA ligase"	AT3G13490.1	CHR02V5|COORD:24854243..24842305|protein lysyl-tRNA synthetase, putative, expressed	LOC_Os02g41470.3	"no descriptionhighly similar to ( 529)AT3G13490| Symbols: OVA5 | OVA5 (OVULE ABORTION 5); ATP binding / aminoacyl-tRNA ligase | chr3:4395991-4399309 REVERSEmoderately similar to ( 225)SYK_ORYSAnot assigned not assigned not assigned not assigned not assigned lysS LysU lysS PRK12445 LysRS_core tRNA-synt_2 Asp_Lys_Asn_RS_core LysRS_N aspC AsnS aspS AspS PRK12820 COG2269 AsxRS_core PRK09350 asnC class_II_aaRS-like_core AspRS_core tRNA_anti Asp_Lys_Asn_RS_N PRK06462 EcAspRS_like_N tRNA-synt_2b"	protein.aa activation	29_1

CUST_73660_PI403524517	1	49.267063	69.273705	0.56499577	0.81876564	0.12842274	-0.32342148	-0.12842274	-0.3994689	35_21124	"Cluster: Putative alcohol oxidase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative alcohol oxidase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6K9N5	CHR3V7|COORD:8382867..8386031| alcohol oxidase-related	AT3G23410.1	CHR02V5|COORD:24749036..24743573|protein oxidoreductase, putative, expressed	LOC_Os02g40840.1	no descriptionmoderately similar to ( 338)AT4G28570| Symbols:  | alcohol oxidase-related | chr4:14119554-14121929 FORWARDnot assigned not assigned not assigned not assigned not assigned GMC_oxred_N BetA PRK07003 PRK12323 COG1233 PRK12678	not assigned.no ontology	35_1

CUST_20280_PI403524517	1	47.97621	65.22889	-0.2125988	-0.6620474	-0.2605257	0.48362923	0.21259785	0.23870373	35_5878	"Cluster: VQ motif-containing protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: VQ motif-containing protein-like - Oryza sativa (japonica cultivar-g"	UniRef90_Q94J34	CHR1V7|COORD:9886639..9887382| VQ motif-containing protein	AT1G28280.1	CHR01V5|COORD:31627032..31625715|protein DNA-binding WRKY, putative, expressed	LOC_Os01g54400.1	no descriptionweakly similar to ( 119)AT1G28280| Symbols:  | VQ motif-containing protein | chr1:9886639-9887382 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07764 Atrophin-1 Tymo_45kd_70kd PRK12323 APC_basic PRK07003 Extensin_2 HPC2 DUF390 AF-4 DUF1421 DUF566 DUF1509 infB PRK12678 Drf_FH1 PRK05648 tatB HpaP Herpes_BLLF1 IER Herpes_gI PRK10819 KAR9 DUF605	not assigned.no ontology	35_1

CUST_42301_PI403524517	1	70.77665	44.51181	-0.42231512	-0.4554782	-0.17092276	1.2962952	1.0157967	0.17092228	35_12158	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_68799_PI403524517	1	57.096367	31.616858	0.29130316	0.15799952	0.19879675	-0.25285578	-0.4912219	-0.15799952	35_19683	"Cluster: Putative O-linked N-acetyl glucosamine transferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative O-linked N-acetyl glucosamine transferase"	UniRef90_Q6K769	"CHR3V7|COORD:1114194..1120729| SEC (SECRET AGENT); transferase, transferring glycosyl groups"	AT3G04240.1	CHR01V5|COORD:40217646..40207856|protein UDP-N-acetylglucosamine--peptide N-acetylglucosaminyltransferase SEC, putative, expressed	LOC_Os01g68680.1	" no descriptionmoderately similar to ( 445)AT3G04240| Symbols: SEC | SEC (SECRET AGENT); transferase, transferring glycosyl groups | chr3:1114194-1120729 REVERSEweakly similar to ( 127)SPY_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TPR PilF NrfG COG4783 TadD PRK11788 COG2956 HemY "	protein.glycosylation	29_7

CUST_93556_PI403524517	1	43.675194	54.8243	-0.05375862	-0.17794418	-0.20030022	0.05375862	0.13992119	0.103372574	35_26748	"Cluster: Hypothetical protein OJ1521_G01.18; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1521_G01.18 - Oryza sativa (japonica cultiv"	UniRef90_Q6Z7I5	"CHR5V7|COORD:16319457..16323599| similar to Os02g0329300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001046716.1); similar to serine-threonine rich"	AT5G40740.1	CHR02V5|COORD:13349857..13360648|protein expressed protein	LOC_Os02g22370.1	"no descriptionvery weakly similar to (84.3)AT5G40740| Symbols:  | similar to Os02g0329300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001046716.1); similar to serine-threonine rich antigen [Staphylococcus aureus] (GB:AAL58470.1) | chr5:16319457-16323599 REVERSE"	not assigned.unknown	35_2

CUST_101222_PI403524517	2	46.821793	10.561832	0.06313801	0.07255459	0.07801056	-0.14920902	-0.06313801	-0.18261528	35_28889	Rep: Orf6 protein - Brassica napus (Rape)	UniRef90_Q8HD74	CHR5V7|COORD:5115796..5121612| DNA-directed RNA polymerase (RPOT2)	AT5G15700.1	0	0	no descriptionvery weakly similar to (91.7)RPOP_MAIZEProbable DNA-directed RNA polymerase - Zea mays (Maize)not assigned RPO41	RNA.transcription	27_2

CUST_93634_PI403524517	1	82.603096	44.445187	0.14214087	0.33429146	0.19428396	-0.1913743	-0.6190295	-0.14214087	35_26773	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_99585_PI403524517	2	27.903362	39.141663	0.07210159	0.14064789	0.07813835	-0.07210159	-0.12525082	-0.12146664	35_28426	"Cluster: ALM beta-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: ALM beta-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q5JLX2	"CHR4V7|COORD:15535561..15537543| similar to exonuclease-related [Arabidopsis thaliana] (TAIR:AT2G25355.1); similar to Os01g0891400 [Oryza"	AT4G32175.1	CHR01V5|COORD:39086353..39081935|protein exosome complex exonuclease RRP40, putative, expressed	LOC_Os01g66730.2	" no descriptionweakly similar to ( 165)AT4G32175| Symbols:  | similar to exonuclease-related [Arabidopsis thaliana] (TAIR:AT2G25355.1); similar to Os01g0891400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001045055.1); similar to Os01g0661400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001043778.1); similar to ALM beta-like [Oryza sativa (japonica cultivar-group)] (GB:BAD72364.1); contains InterPro domain Nucleic acid-binding, OB-fold; (InterPro:IPR008994) | chr4:15535561-15537543 FORWARDnot assigned RRP4 "	DNA.unspecified	28_99

CUST_163090_PI403524517	1	40.55601	107.60303	0.013282776	0.18046665	0.050815582	-0.03200531	-0.024333954	-0.013282776	35_45486	Rep: PREDICTED: hypothetical protein - Macaca mulatta	UniRef90_UPI0000D99778	CHR3V7|COORD:3381853..3384232| zinc finger (C3HC4-type RING finger) family protein	AT3G10810.1	CHR08V5|COORD:22862320..22854254|protein zinc transporter SLC39A7, putative, expressed	LOC_Os08g36420.3	no description	not assigned.unknown	35_2

CUST_166461_PI403524517	1	16.732506	101.63545	-0.25534725	-0.022378922	-0.08029652	0.022377968	0.031227112	0.029042244	35_46373	"Cluster: Hypothetical protein OSJNBb0064P21.6; n=2; Oryza sativa|Rep: Hypothetical protein OSJNBb0064P21.6 - Oryza sativa (Rice)"	UniRef90_Q9FRK1	CHR1V7|COORD:15979976..15982174| PMI1 (PLASTID MOVEMENT IMPAIRED1)	AT1G42550.1	CHR10V5|COORD:20706557..20709446|protein expressed protein	LOC_Os10g39430.1	no descriptionvery weakly similar to (55.1)AT1G42550| Symbols: PMI1 | PMI1 (PLASTID MOVEMENT IMPAIRED1) | chr1:15979976-15982174 FORWARD	cell.organisation	31_1

CUST_51574_PI403524517	1	40.34117	112.83749	0.035324097	0.37791252	0.0812006	-0.084861755	-0.06541824	-0.03532505	35_14700	"Cluster: Cysteine synthase (EC 2.5.1.47) (O-acetylserine sulfhydrylase) (O- acetylserine (Thiol)-lyase); n=4; BEP clade|Rep: Cysteine synthase (EC 2.5.1.47)"	UniRef90_Q9XEA6	CHR4|COORD:8517955..8520406| cysteine synthase / O-acetylserine (thiol)-lyase / O-acetylserine sulfhydrylase (OAS1), nearly identical to SP:P47998	AT4G14880.2	CHR12V5|COORD:26669749..26665045|protein cysteine synthase, putative, expressed	LOC_Os12g42980.2	 no descriptionweakly similar to ( 179)AT4G14880| Symbols: CYTACS1, ATCYS-3A, OASA1 | OASA1 (O-ACETYLSERINE (THIOL) LYASE (OAS-TL) ISOFORM A1) | chr4:8518204-8520045 REVERSEmoderately similar to ( 209)CYSK_WHEATCysteine synthase - Triticum aestivum (Wheat)not assigned not assigned CysK PRK10717 cysM PALP 	amino acid metabolism.synthesis.serine-glycine-cysteine group.cysteine.OASTL	13_1_5_3_1

CUST_23867_PI403524517	1	76.4222	33.002216	0.16666698	0.1846571	0.092536926	-0.30228424	-0.59417534	-0.092536926	35_6936	"Cluster: Putative symplekin; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative symplekin - Oryza sativa (japonica cultivar-group)"	UniRef90_Q69R94	"CHR5V7|COORD:162802..171071| ESP4 (ENHANCED SILENCING PHENOTYPE 4); binding"	AT5G01400.1	CHR07V5|COORD:29532776..29544001|protein HEAT repeat family protein, expressed	LOC_Os07g49320.1	"no descriptionmoderately similar to ( 226)AT5G01400| Symbols: ESP4 | ESP4 (ENHANCED SILENCING PHENOTYPE 4); binding | chr5:162802-171071 REVERSEnot assigned not assigned not assigned not assigned"	not assigned.unknown	35_2

CUST_131898_PI403524517	1	42.392414	56.87671	0.07540989	0.14533281	0.046744347	-0.04674387	-0.11904907	-0.09414387	35_37047	"Cluster: Os01g0728200 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0728200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JJN6	"CHR4V7|COORD:9869982..9871616| HSF1 (ARABIDOPSIS HEAT SHOCK FACTOR 1); DNA binding / transcription factor"	AT4G17750.1	CHR01V5|COORD:30697060..30689910|protein TB2/DP1, HVA22 family protein, expressed	LOC_Os01g52780.1	no description	not assigned.unknown	35_2

CUST_112726_PI403524517	1	21.641127	51.97867	-0.108662605	-0.16312313	-0.051210403	0.05641365	0.051210403	0.07635307	35_31997	"Cluster: Os07g0152000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os07g0152000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D8K4		0	CHR07V5|COORD:2749514..2755000|protein TCP family transcription factor containing protein, expressed	LOC_Os07g05720.1	no description	not assigned.unknown	35_2

CUST_135682_PI403524517	1	96.53	21.419909	0.16283512	0.10503912	0.13865662	-0.10503864	-0.5478382	-0.12464857	35_38055	"Cluster: OSJNBb0017I01.13 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBb0017I01.13 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XKE1	"CHR2V7|COORD:8942992..8944373| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G20230.1); similar to Os04g0679900 [Oryza sativa (japonica"	AT2G20740.2	CHR04V5|COORD:34502184..34498799|protein expressed protein	LOC_Os04g58330.1	no description	not assigned.unknown	35_2

CUST_1993_PI404877155	2	17.387297	16.36318	-0.18387413	-0.22922516	-0.25609016	0.1863718	0.24705315	0.18387413	Contig12242_at	UDP-glucose:sterol glucosyltransferase [Avena sativa]	CAB06081.1	UDP-glucose:sterol glucosyltransferase (UGT80A2)	At3g07020.2	protein expressed protein	Os04g04250	"UDP-glucose:sterol glucosyltransferase (UGT80A2), identical to UDP-glucose:sterol glucosyltransferase (Arabidopsis thaliana) GI:2462931; contains Pfam profile: PF03033 glycosyltransferase family 28 N-terminal domain or  UDP-glucose:sterol glucosyltransfer"	lipid metabolism.'exotics' (steroids, squalene etc)	11_8

CUST_75134_PI403524517	1	18.517424	53.22178	0.08001661	0.220685	0.11349964	-0.09491062	-0.08001709	-0.11573553	35_21537	Rep: Hypothetical protein - Medicago truncatula (Barrel medic)	UniRef90_Q1RWG6	"CHR4V7|COORD:15040027..15042209| similar to hypothetical protein MtrDRAFT_AC152068g2v2 [Medicago truncatula] (GB:ABE88728.1); similar to Os05g0279600"	AT4G30900.1	CHR05V5|COORD:11650782..11660301|protein endonuclease/exonuclease/phosphatase family protein, putative, expressed	LOC_Os05g19974.1	"no descriptionmoderately similar to ( 252)AT4G30900| Symbols:  | similar to hypothetical protein MtrDRAFT_AC152068g2v2 [Medicago truncatula] (GB:ABE88728.1); similar to Os05g0279600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001055085.1); contains domain no description (G3D.3.60.10.10); contains domain DNase I-like (SSF56219) | chr4:15040027-15042209 FORWARD"	not assigned.unknown	35_2

CUST_159815_PI403524517	1	63.69632	39.57902	0.06855965	0.14742374	0.16018486	-0.20977879	-0.0685606	-0.085181236	35_44599	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_7683_PI404877155	2	28.96739	32.087215	0.13544273	0.26677227	0.22338104	-0.19018936	-0.2457943	-0.13544369	Contig22529_at	DNA-directed RNA polymerase alpha chain (PEP) (Plastid-encoded RNA polymerase alpha subunit) (RNA polymerase alpha subunit)	P92392	0	0	protein DNA-directed RNA polymerase, alpha subunit, putative	Os05g22710	alpha subunit of RNA polymerase	RNA.transcription	27_2

CUST_92221_PI403524517	1	61.146095	47.094635	0.32136774	0.16215515	0.14212513	-0.64541626	-0.14212465	-0.6616621	35_26371	"Cluster: OSJNBa0084K20.8 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0084K20.8 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7X8Q6	CHR1V7|COORD:22496859..22500684| proline-rich family protein	AT1G61080.1	CHR04V5|COORD:24278521..24286306|protein protein binding protein, putative, expressed	LOC_Os04g41280.1	no descriptionnot assigned not assigned	not assigned.unknown	35_2

CUST_17117_PI403524517	1	17.439014	56.80788	-0.20084953	-0.56565094	-0.2635603	0.25711346	0.28585148	0.20084858	35_4950	Rep: Nuclear matrix protein 1 - Hordeum vulgare (Barley)	UniRef90_Q8LLV5	"CHR5V7|COORD:5805936..5808457| similar to nuclear matrix protein 1 [Lycopersicon esculentum] (GB:AAK83083.1); contains InterPro domain Plant nuclear"	AT5G17620.1	CHR01V5|COORD:38016335..38012905|protein nuclear matrix protein 1, putative, expressed	LOC_Os01g64920.1	"no descriptionvery weakly similar to (81.3)AT5G17620| Symbols:  | similar to nuclear matrix protein 1 [Lycopersicon esculentum] (GB:AAK83083.1); contains InterPro domain Plant nuclear matrix 1; (InterPro:IPR010604) | chr5:5805936-5808457 REVERSEPlant_NMP1"	not assigned.unknown	35_2

CUST_57101_PI403524517	1	49.530792	120.128006	0.026773453	0.25728226	0.039509773	-0.08228111	-0.060214043	-0.026774406	35_16278	"Cluster: Putative ribosomal protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ribosomal protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8LNG5	CHR1V7|COORD:2215319..2216667| 30S ribosomal protein S18 family	AT1G07210.1	CHR10V5|COORD:18754688..18758059|protein ribosomal protein S18 containing protein, expressed	LOC_Os10g35690.1	no descriptionweakly similar to ( 148)AT1G07210| Symbols:  | 30S ribosomal protein S18 family | chr1:2215319-2216667 FORWARDvery weakly similar to (51.2)RR18_CHLREChloroplast 30S ribosomal protein S18 - Chlamydomonas reinhardtiinot assigned rpsR RpsR Ribosomal_S18 rps18	protein.synthesis.mito/plastid ribosomal protein.plastid	29_2_1_1

CUST_150365_PI403524517	1	44.722496	123.84935	-0.0412817	-0.51685905	-0.08100033	0.041282654	0.10259342	0.11067867	35_42064	"Cluster: Monothiol glutaredoxin-S10 precursor; n=1; Oryza sativa|Rep: Monothiol glutaredoxin-S10 precursor - Oryza sativa (Rice)"	UniRef90_Q0J3L4	CHR4V7|COORD:14199180..14200718| glutaredoxin family protein	AT4G28730.1	CHR08V5|COORD:28210454..28212700|protein OsGrx_S12 - glutaredoxin subgroup I, expressed	LOC_Os08g45140.1	no descriptionvery weakly similar to (79.7)AT4G28730| Symbols:  | glutaredoxin family protein | chr4:14199180-14200718 FORWARDnot assigned GRX_GRXh_1_2_like	redox.glutaredoxins	21_4

CUST_135978_PI403524517	2	15.19936	31.814396	0.34742737	0.3431692	0.18458652	-0.24882364	-0.18458652	-0.20809078	35_38134	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_130656_PI403524517	1	42.591076	74.73071	0.19773531	0.033298492	0.28878546	-0.08472395	-0.076385975	-0.033298492	35_36692	"Cluster: Os02g0813100 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0813100 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DWJ2	CHR2V7|COORD:592358..593601| MEE66 (maternal effect embryo arrest 66)	AT2G02240.1	CHR02V5|COORD:34815478..34820117|protein F-box domain containing protein, expressed	LOC_Os02g56820.1	no descriptionvery weakly similar to (54.3)AT2G02240| Symbols: MEE66 | MEE66 (maternal effect embryo arrest 66) | chr2:592358-593601 REVERSE	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_169953_PI403524517	1	56.252865	36.376507	0.18440866	0.24070358	0.11105204	-0.43678665	-0.37831783	-0.11105156	35_47338	"Cluster: Os05g0150400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0150400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DKP4	"CHR2V7|COORD:12141175..12142992| DRB2 (DSRNA-BINDING PROTEIN 2); double-stranded RNA binding"	AT2G28380.1	CHR05V5|COORD:2867493..2862898|protein double-stranded RNA binding motif family protein, expressed	LOC_Os05g05790.1	"no descriptionvery weakly similar to (89.4)AT2G28380| Symbols: DRB2 | DRB2 (DSRNA-BINDING PROTEIN 2); double-stranded RNA binding | chr2:12141175-12142992 REVERSEDSRM"	RNA.RNA binding	27_4

CUST_113095_PI403524517	2	5.2006664	36.25324	0.08022213	0.16965675	0.16351223	-0.084145546	-0.080221176	-0.08898926	35_32101	"Cluster: Actin associated protein Wsp1, putative; n=1; Aspergillus clavatus NRRL 1|Rep: Actin associated protein Wsp1, putative - Aspergillus clavatus NRRL 1"	UniRef90_A1CMR3	CHR1V7|COORD:11399903..11405702| actin binding	AT1G31810.1	CHR10V5|COORD:623176..619464|protein transposon protein, putative, CACTA, En/Spm sub-class	LOC_Os10g02010.1	no descriptionnot assigned not assigned PRK07764	not assigned.unknown	35_2

CUST_108097_PI403524517	2	23.109547	27.326967	0.4152503	0.35432005	0.23528576	-0.23528528	-0.31986427	-0.3783021	35_30753	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XDR3	CHR5V7|COORD:18981257..18982129| glycine-rich protein	AT5G46730.1	CHR10V5|COORD:16305924..16305109|protein glycine-rich cell wall structural protein 2 precursor, putative, expressed	LOC_Os10g31730.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Drf_FH1 Extensin_2 GP38 PRK05648 COG4371 PRK12323 Atrophin-1 PRK10819 Harpin PRK06958 DUF1421 eIF-4B	not assigned.unknown	35_2

CUST_180231_PI403524517	2	35.49305	41.932354	0.39740562	0.37233734	0.16067028	-0.3191142	-0.20784855	-0.16066933	35_50123	Rep: PE38 - Maruca vitrata MNPV	UniRef90_UPI0000EBBF67		0	0	0	no description	not assigned.unknown	35_2

CUST_104236_PI403524517	1	49.07121	62.535664	0.24353218	0.24862099	0.05028057	-0.1481781	-0.05028057	-0.100847244	35_29705	"Cluster: Hypothetical protein OSJNBb0057I13.42; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0057I13.42 - Oryza sativa (japonica"	UniRef90_Q6EPG6		0	CHR09V5|COORD:10750517..10751325|protein expressed protein	LOC_Os09g17580.1	no description	not assigned.unknown	35_2

CUST_26153_PI403524517	1	36.161552	85.121056	0.28293276	0.07314587	0.07198429	-0.07198429	-0.15639257	-0.13202238	35_7575	"Cluster: Putative 4,5-DOPA dioxygenase extradiol; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative 4,5-DOPA dioxygenase extradiol - Oryza sativa (japon"	UniRef90_Q8L3U9	CHR4V7|COORD:8618451..8619469| catalytic LigB subunit of aromatic ring-opening dioxygenase family	AT4G15093.1	CHR01V5|COORD:38472994..38471632|protein 4,5-DOPA dioxygenase extradiol, putative, expressed	LOC_Os01g65690.1	no descriptionweakly similar to ( 193)AT4G15093| Symbols:  | catalytic LigB subunit of aromatic ring-opening dioxygenase family | chr4:8618451-8619469 FORWARDLigB COG3384 PRK10628	not assigned.no ontology	35_1

CUST_93545_PI403524517	2	43.932198	47.82248	0.2992363	0.51723385	0.20041895	-0.38564348	-0.20041895	-0.5246191	35_26746	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_28464_PI403524517	2	25.117165	21.813902	0.21838331	0.24948311	0.15963507	-0.15963459	-0.22971821	-0.26822472	35_8225	"Cluster: Os02g0656200 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0656200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DZ01	CHR5V7|COORD:20861478..20865383| ceramide kinase-related	AT5G51290.1	CHR02V5|COORD:26501649..26498487|protein diacylglycerol kinase, putative, expressed	LOC_Os02g43906.1	no descriptionmoderately similar to ( 332)AT5G51290| Symbols:  | ceramide kinase-related | chr5:20861478-20865383 REVERSEnot assigned not assigned	protein.postranslational modification	29_4

CUST_76672_PI403524517	2	23.432947	39.066406	0.13003731	0.23789406	0.124056816	-0.1891985	-0.19623566	-0.12405777	35_21979	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_57832_PI403524517	2	31.465672	49.75171	0.080052376	0.21827888	0.12609005	-0.08005142	-0.118831635	-0.15406036	35_16487	"Cluster: Probable protein kinase [imported]-Arabidopsis thaliana; n=1; Oryza sativa (japonica cultivar-group)|Rep: Probable protein kinase [imported]-Arabidopsi"	UniRef90_Q53KU9	"CHR2V7|COORD:13923555..13926110| AP4.3A; ATP binding / protein kinase"	AT2G32800.1	CHR11V5|COORD:14237370..14240258|protein ATP binding protein, putative, expressed	LOC_Os11g25860.1	"no descriptionmoderately similar to ( 335)AT2G32800| Symbols: AP4.3A | AP4.3A; ATP binding / protein kinase | chr2:13923555-13926110 FORWARDmoderately similar to ( 214)RR8_WHEATChloroplast 30S ribosomal protein S8 - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned rps8 Ribosomal_S8 PTKc Pkinase_Tyr TyrKc rpsH Pkinase S_TKc S_TKc RpsH PTKc_Jak_rpt2 PTKc_Ack_like PTKc_Csk_like SPS1 PRK07003 PTKc_c-ros PTKc_Fes_like PTKc_EphR_A2 PTKc_EphR PRK12323 PTKc_EGFR_like PTKc_Ror PTKc_Tyk2_rpt2 PTKc_FAK PRK07764 PTK_Ryk PTKc_Trk PTKc_Tie1 PTKc_Tec_like PTKc_Srm_Brk PTKc_Tie PTKc_Frk_like PTKc_Src_like PTKc_InsR_like Atrophin-1 PTKc_Abl PTKc_EphR_B PTKc_Syk_like PTKc_Met_Ron PTKc_ALK_LTK Tymo_45kd_70kd PRK12678 PTKc_EphR_A10 PTKc_Tie2 PTKc_Itk PTK_CCK4 PTKc_FGFR1 PTKc_DDR PTK_HER3 PTKc_FGFR PTKc_PDGFR PTKc_Jak2_Jak3_rpt2 PTKc_EGFR PTKc_Fyn_Yrk PTKc_FGFR3 PTKc_Chk APC_basic PTKc_HER4 PTKc_EphR_A PTKc_Src PTKc_FGFR4 PTKc_Ror2 Herpes_BLLF1 PTKc_Yes PTKc_FGFR2 PTKc_VEGFR3 PTKc_TrkC"	protein.synthesis.mito/plastid ribosomal protein.plastid	29_2_1_1

CUST_169938_PI403524517	1	30.943771	93.91883	0.1457982	0.5994439	0.11807299	-0.226161	-0.18376112	-0.11807299	35_47334	"Cluster: Transducin / WD-40 repeat protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Transducin / WD-40 repeat protein-like - Oryza sativa (japonic"	UniRef90_Q6YS10	CHR1V7|COORD:16816094..16817173| DNA binding / ligand-dependent nuclear receptor	AT1G44191.1	CHR08V5|COORD:11124271..11120464|protein expressed protein	LOC_Os08g18150.1	no descriptionvery weakly similar to (52.4)AT1G80710| Symbols:  | transducin family protein / WD-40 repeat family protein | chr1:30338391-30340688 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07764 PRK12323 PRK07003 DUF1421 Atrophin-1 Totivirus_coat IER PRK05648 HPC2 FAP	not assigned.no ontology	35_1

CUST_59164_PI403524517	1	35.67445	84.5131	-0.033578873	-0.18037987	-0.062250137	0.06554985	0.033579826	0.04123974	35_16871	"Cluster: Os01g0549700 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os01g0549700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JM17	CHR5V7|COORD:3567390..3570687| DEAD/DEAH box helicase, putative	AT5G11200.1	CHR01V5|COORD:20867676..20873959|protein spliceosome RNA helicase BAT1, putative, expressed	LOC_Os01g36890.1	 no descriptionhighly similar to ( 717)AT5G11200| Symbols:  | DEAD/DEAH box helicase, putative | chr5:3567390-3570687 FORWARDmoderately similar to ( 239)IF4A9_TOBACEukaryotic initiation factor 4A-9 - Nicotiana tabacum (Common tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned SrmB PRK11776 PRK11192 DEADc PRK11634 PRK01297 PRK10590 PRK04837 PRK04537 DEXDc DEAD HELICc DEXDc Lhr Helicase_C HELICc COG1205 COG1204 SSL2 RecQ DEXHc COG1203 RecG PRK11057 COG1202 MPH1 Mfd 	DNA.synthesis/chromatin structure	28_1

CUST_138411_PI403524517	1	20.420536	54.181458	0.04751396	0.17359734	0.14970493	-0.047513485	-0.07009506	-0.06884289	35_38825	"Cluster: SNF2/SWI2 family transcription factor-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: SNF2/SWI2 family transcription factor-like protein"	UniRef90_Q7XHX4	CHR2V7|COORD:17020613..17028393| SNF2 domain-containing protein / helicase domain-containing protein / zinc finger (C3HC4 type RING finger) family protein	AT2G40770.1	CHR07V5|COORD:28833032..28830923|protein ATP-dependent helicase C582.10c in chromosome II, putative, expressed	LOC_Os07g48270.1	no description	not assigned.unknown	35_2

CUST_74630_PI403524517	1	48.983818	85.57285	0.06958151	0.4720664	0.18495703	-0.21175146	-0.15863848	-0.06958151	35_21400	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_74238_PI403524517	2	48.04865	39.807537	0.2093668	0.0899744	0.19885969	-0.08997393	-0.18956041	-0.26316547	35_21290	"Cluster: CASP C terminal, putative; n=3; Oryza sativa (japonica cultivar-group)|Rep: CASP C terminal, putative - Oryza sativa (japonica cultivar-group)"	UniRef90_Q53RI9	CHR3V7|COORD:6336930..6341602| CCAAT displacement protein-related / CDP-related	AT3G18480.1	CHR03V5|COORD:28620469..28628207|protein protein CASP, putative, expressed	LOC_Os03g50300.1	no descriptionmoderately similar to ( 463)AT3G18480| Symbols:  | CCAAT displacement protein-related / CDP-related | chr3:6336930-6341602 FORWARDvery weakly similar to (51.2)MFP1_TOBACMAR-binding filament-like protein 1-1 - Nicotiana tabacum (Common tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Smc SbcC Myosin_tail_1 PRK03918 HOOK MAD PRK02224 HEC1 PRK11281 SCP-1 COG1579 mukB PRK04778 DUF869 COG1340 Not3 COG5022 Filament Caldesmon ERM EzrA TPR_MLP1_2 COG2433 PRK01156 Spc7 CALCOCO1 MukB Rab5-bind PspA COG4487 COG4717 EzrA	not assigned.no ontology	35_1

CUST_94510_PI403524517	2	46.315983	42.010387	0.079600334	0.12284565	0.0521307	-0.1449461	-0.0521307	-0.10428429	35_27016	"Cluster: Os12g0574800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os12g0574800 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IME3	"CHR4V7|COORD:16426775..16427836| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G15570.1); similar to Bromodomain associated family protein,"	AT4G34340.1	CHR12V5|COORD:23696237..23692420|protein bromodomain associated family protein, expressed	LOC_Os12g38620.3	" no descriptionweakly similar to ( 127)AT4G34340| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G15570.1); similar to Bromodomain associated family protein, expressed [Oryza sativa (japonica cultivar-group)] (GB:ABA98992.1); similar to Os12g0574800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001067103.1); contains InterPro domain Bromodomain transcription factor; (InterPro:IPR006565); contains InterPro domain Histone-fold; (InterPro:IPR009072) | chr4:16426775-16427836 REVERSEnot assigned not assigned BTP Bromo_TP PRK07764 "	not assigned.unknown	35_2

CUST_61463_PI403524517	1	44.463715	90.25226	-0.048683167	-0.37020302	-0.13449955	0.09931278	0.13045311	0.04868412	35_17544	"Cluster: Putative clp-like energy-dependent protease; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative clp-like energy-dependent protease - Oryza sativ"	UniRef90_Q852G0	"CHR1V7|COORD:3967609..3969535| CLPP6 (Clp protease proteolytic subunit 6); endopeptidase Clp"	AT1G11750.1	CHR03V5|COORD:16949262..16952730|protein ATP-dependent Clp protease proteolytic subunit 3, putative, expressed	LOC_Os03g29810.1	" no descriptionmoderately similar to ( 294)AT1G11750| Symbols: NCLPP1, NCLPP6, CLPP6 | CLPP6 (Clp protease proteolytic subunit 6); endopeptidase Clp | chr1:3967609-3969535 FORWARDweakly similar to ( 140)CLPP_CHLVUATP-dependent Clp protease proteolytic subunit - Chlorella vulgaris (Green alga)not assigned CLP_protease clpP ClpP clpP PRK12551 PRK12553 PRK12552 "	protein.degradation	29_5

CUST_8129_PI399408534	2	10.390409	21.572834	0.38888645	0.2511363	0.3179264	-0.3022089	-0.25656605	-0.2511363	35_11444	"Cluster: Guanine nucleotide-binding protein alpha-1 subunit; n=30; Pezizomycotina|Rep: Guanine nucleotide-binding protein alpha-1 subunit - Neurospora crassa"	UniRef90_Q05425	0	0	0	0	no descriptionnot assigned not assigned G_alpha G-alpha G-alpha	signalling.G-proteins	30_5

CUST_109_PI404877155	1	47.550903	86.24798	0.17601395	0.43366528	0.058218002	-0.16433907	-0.16475487	-0.05821705	baal21h16_at	OsCDPK7 [Oryza sativa (japonica cultivar-group)] emb|CAE03753.2| OSJNBa0013K16.2 [Oryza sativa (japonica cultivar-group)]	BAB16888.1	calcium-dependent protein kinase isoform 6 (CPK6)	At2g17290.1	protein Protein kinase domain, putative	Os02g46090	calmodulin-domain protein kinase CDPK/OsCDPK7	signalling.calcium	30_3

CUST_172237_PI403524517	1	78.34651	46.306683	-0.08900881	-0.25279856	-0.22152042	0.1196866	0.36038923	0.08900881	35_47977	"Cluster: TP-binding region, ATPase-like domain-containing protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: TP-binding region, ATPase-like"	UniRef90_Q5JKF4		0	CHR01V5|COORD:20828613..20816003|protein MORC family CW-type zinc finger 3, putative, expressed	LOC_Os01g36840.1	no description	not assigned.unknown	35_2

CUST_78488_PI403524517	1	50.85485	40.698437	0.14449263	0.3488698	0.26315498	-0.14449263	-0.43245745	-0.27387667	35_22501	"Cluster: Cyclopropane fatty acid synthase; n=1; Gossypium hirsutum|Rep: Cyclopropane fatty acid synthase - Gossypium hirsutum (Upland cotton)"	UniRef90_Q3L7F1	CHR3V7|COORD:8437479..8442604| cyclopropane fatty acid synthase, putative / CPA-FA synthase, putative	AT3G23530.1	CHR12V5|COORD:9529283..9538466|protein cyclopropane fatty acid synthase, putative, expressed	LOC_Os12g16650.1	 no descriptionweakly similar to ( 153)AT3G23530| Symbols:  | cyclopropane fatty acid synthase, putative / CPA-FA synthase, putative | chr3:8437479-8442604 FORWARDnot assigned COG2907 PRK11883 HemY COG3349 	lipid metabolism.Phospholipid synthesis.cyclopropane-fatty-acyl-phospholipid synthase	11_3_7

CUST_96454_PI403524517	1	42.712555	73.66345	0.04454279	0.14434052	0.045108795	-0.09829378	-0.04454279	-0.11457634	35_27549	"Cluster: Os10g0391300 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os10g0391300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IXY4	0	0	CHR10V5|COORD:12691819..12687132|protein SAP domain containing protein, expressed	LOC_Os10g25220.1	no description	not assigned.unknown	35_2

CUST_113369_PI403524517	1	25.163475	68.077415	0.16611624	0.33421087	0.07640362	-0.091994286	-0.12456274	-0.076404095	35_32178	"Cluster: Unknow protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Unknow protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q75HY6	CHR1V7|COORD:5243794..5246490| phox (PX) domain-containing protein	AT1G15240.1	CHR05V5|COORD:28955277..28963037|protein PX domain containing protein, expressed	LOC_Os05g50660.1	no descriptionvery weakly similar to (61.6)AT1G15240| Symbols:  | phox (PX) domain-containing protein | chr1:5243794-5246490 FORWARD	not assigned.no ontology	35_1

CUST_94508_PI403524517	1	94.83654	46.195786	-0.13512135	-0.38267612	-0.30242252	0.30686665	0.991869	0.13512135	35_27015	"Cluster: Hypothetical protein B1096A10.5; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1096A10.5 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q5N7V0	0	0	CHR01V5|COORD:37135019..37135810|protein expressed protein	LOC_Os01g63500.1	no description	not assigned.unknown	35_2

CUST_50850_PI403524517	1	36.62729	61.019436	-0.18653107	-0.12752533	-0.04234028	0.042341232	0.08088112	0.09280205	35_14505	"Cluster: Triosephosphate isomerase, cytosolic; n=3; Triticeae|Rep: Triosephosphate isomerase, cytosolic - Hordeum vulgare (Barley)"	UniRef90_P34937	"CHR3V7|COORD:20564771..20567055| ATCTIMC (CYTOSOLIC TRIOSE PHOSPHATE ISOMERASE); triose-phosphate isomerase"	AT3G55440.1	CHR01V5|COORD:2590443..2586339|protein triosephosphate isomerase, cytosolic, putative, expressed	LOC_Os01g05490.1	" no descriptionmoderately similar to ( 355)AT3G55440| Symbols: TPI, ATCTIMC | ATCTIMC (CYTOSOLIC TRIOSE PHOSPHATE ISOMERASE); triose-phosphate isomerase | chr3:20564771-20567055 FORWARDmoderately similar to ( 434)TPIS_HORVUTriosephosphate isomerase, cytosolic - Hordeum vulgare (Barley)not assigned TIM TIM tpiA TpiA PRK04302 "	glycolysis.TPI	4_8

CUST_105659_PI403524517	1	89.078224	33.605877	0.20755291	0.19754696	0.10412836	-0.1383667	-0.5040388	-0.10412884	35_30087	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2R3J0	CHR3V7|COORD:1401485..1408101| HST (HASTY)	AT3G05040.1	CHR11V5|COORD:18135051..18149501|protein expressed protein	LOC_Os11g31770.2	no description	not assigned.unknown	35_2

CUST_152302_PI403524517	1	33.04989	59.896626	0.2897439	0.113904	0.11022949	-0.110229015	-0.22210169	-0.18677711	35_42570	"Cluster: Putative transformer-SR ribonucleoprotein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative transformer-SR ribonucleoprotein - Oryza sativa"	UniRef90_Q5Z990	CHR4V7|COORD:16953989..16955131| transformer serine/arginine-rich ribonucleoprotein, putative	AT4G35785.1	CHR06V5|COORD:30778794..30783597|protein transformer-2 protein, putative, expressed	LOC_Os06g50890.5	no description	not assigned.unknown	35_2

CUST_26756_PI399408534	1	38.133457	54.99902	0.36939144	0.2522831	0.103946686	-0.20395851	-0.118014336	-0.10394764	35_1217	Rep: RAB1Y - Lotus japonicus	UniRef90_Q40207	"CHR1V7|COORD:16649374..16650835| ATRAB18 (Arabidopsis Rab GTPase homolog C1); GTP binding"	AT1G43890.1	CHR10V5|COORD:16368124..16363840|protein ras-related protein Rab-18, putative, expressed	LOC_Os10g31830.1	 no descriptionmoderately similar to ( 351)AT1G43890| Symbols: AtRABC1, AtRab18, ATRAB18 | ATRAB18 (Arabidopsis Rab GTPase homolog C1) | chr1:16649374-16650835 FORWARDmoderately similar to ( 226)YPTV3_VOLCAGTP-binding protein yptV3 - Volvox carterinot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Rab18 RAB Rab Rab8_Rab10_Rab13_like Ras Rab1_Ypt1 Rab11_like Rab2 Rab5_related Rab4 Rab14 Rab35 Rab19 Rab30 RabA_like Rab39 Rab6 Rab3 Rab26 Rab21 Ras Rab12 Rab7 Ras_like_GTPase Rab32_Rab38 Rab15 RAS Rab27A Rab33B_Rab33A Rap_like RJL Rho COG1100 Rap1 RheB Rab9 Rab40 Ras2 M_R_Ras_like RHO RalA_RalB Rap2 Ran H_N_K_Ras_like Rab23_lke Rit_Rin_Ric Rab36_Rab34 Rab24 Rab28 RabL2 Rho4_like ARHI_like RSR1 Rab20 RhoA_like RERG_RasL11_like RabL4 Spg1 Wrch_1 Tc10 RAN RGK Arf_Arl Rho3 Rho2 Rac1_like Cdc42 Rop_like Rhes_like Ras_dva RhoG Arf Arl10_like Miro Miro1 RabL3 Rnd Rnd3_RhoE_Rho8 Rnd2_Rho7 ARD1 Arl5_Arl8 ARLTS1 Arl2 Arl4_Arl7 Arl1 ARF Arf6 Arfrp1 Rnd1_Rho6 Arf1_5_like RRP22 Arl3 	signalling.G-proteins	30_5

CUST_88753_PI403524517	1	93.41594	41.119312	0.046521187	0.085969925	0.04257679	-0.089969635	-0.29097557	-0.042575836	35_25398	"Cluster: Putative nucleoporin Nup75; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative nucleoporin Nup75 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8LIZ0	"CHR4V7|COORD:15881367..15885213| similar to Os01g0746200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001044228.1); similar to putative nucleoporin"	AT4G32910.1	CHR01V5|COORD:31530291..31538123|protein nup85 Nucleoporin family protein, expressed	LOC_Os01g54240.1	no description	not assigned.unknown	35_2

CUST_547_PI399408534	1	68.57251	47.33763	0.045040607	0.119856834	0.13070774	-0.30915022	-0.045040607	-0.26250315	35_38354	"Cluster: Os08g0244400 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os08g0244400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J701	"CHR2V7|COORD:8167870..8170561| similar to SET domain-containing protein [Arabidopsis thaliana] (TAIR:AT3G07670.1); similar to Os08g0244400 [Oryza"	AT2G18850.1	CHR08V5|COORD:8810357..8806492|protein SET domain containing protein	LOC_Os08g14660.1	"no descriptionvery weakly similar to (72.8)AT2G18850| Symbols:  | similar to SET domain-containing protein [Arabidopsis thaliana] (TAIR:AT3G07670.1); similar to Os08g0244400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001061350.1); similar to hypothetical protein DDBDRAFT_0218318 [Dictyostelium discoideum AX4] (GB:XP_640721.1); contains InterPro domain Nuclear protein SET; (InterPro:IPR001214) | chr2:8167870-8170561 FORWARD"	RNA.regulation of transcription.SET-domain transcriptional regulator family	27_3_69

CUST_104865_PI403524517	1	93.843925	39.670067	0.098686695	0.14564705	0.22057486	-0.09868622	-0.13119078	-0.5205507	35_29879	"Cluster: Actin-related protein 7, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Actin-related protein 7, putative, expressed - Oryza sat"	UniRef90_Q10CH7	"CHR3V7|COORD:22485273..22486975| ATARP7 (ACTIN-RELATED PROTEIN 7); structural constituent of cytoskeleton"	AT3G60830.1	CHR03V5|COORD:32383069..32388445|protein ATARP7, putative, expressed	LOC_Os03g56970.1	no description	not assigned.unknown	35_2

CUST_84461_PI403524517	1	27.130322	96.679596	0.06109047	0.32979774	0.07695103	-0.06109047	-0.10524559	-0.09974575	35_24201	"Cluster: Putative 28 kDa Golgi SNARE protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative 28 kDa Golgi SNARE protein - Oryza sativa (japonica cult"	UniRef90_Q6Z2M4	"CHR2V7|COORD:18644763..18646714| GOS12 (GOLGI SNARE 12); SNARE binding"	AT2G45200.1	CHR02V5|COORD:1402571..1404558|protein golgi SNARE 12 protein, putative, expressed	LOC_Os02g03450.1	" no descriptionvery weakly similar to (76.6)AT2G45200| Symbols: ATGOS12, GOS12 | GOS12 (GOLGI SNARE 12); SNARE binding | chr2:18644763-18646714 REVERSEnot assigned not assigned not assigned not assigned not assigned PRK12323 PRK07764 PRK07003 "	cell. vesicle transport	31_4

CUST_13064_PI399408534	1	57.40127	19.709486	0.17839622	0.26330614	0.21067142	-0.17839622	-0.5642395	-0.7245369	35_13476	"Cluster: Eukaryotic aspartyl protease family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Eukaryotic aspartyl protease family protein, e"	UniRef90_Q2QN11	CHR3V7|COORD:22891049..22892500| aspartyl protease family protein	AT3G61820.1	CHR12V5|COORD:24179016..24181680|protein aspartic proteinase nepenthesin-1 precursor, putative, expressed	LOC_Os12g39360.1	no descriptionvery weakly similar to (53.5)AT3G61820| Symbols:  | aspartyl protease family protein | chr3:22891049-22892500 REVERSE	RNA.regulation of transcription.unclassified	27_3_99

CUST_70823_PI403524517	2	48.58887	48.750362	-0.029943466	-0.090530396	-0.08362007	0.02994442	0.08450985	0.054315567	35_20293	Rep: Hypothetical protein - Medicago truncatula (Barrel medic)	UniRef90_Q2HV21	CHR5V7|COORD:19333555..19334693| RNA binding / tRNA methyltransferase	AT5G47680.1	CHR02V5|COORD:30153263..30155849|protein tRNA (guanine-N(1)-)-methyltransferase, putative, expressed	LOC_Os02g49360.1	no descriptionmoderately similar to ( 264)AT5G47680| Symbols:  | RNA binding / tRNA methyltransferase | chr5:19333555-19334693 REVERSEnot assigned tRNA_m1G_MT COG2419	not assigned.unknown	35_2

CUST_29888_PI403524517	1	34.98502	84.64594	0.077139854	0.4465437	0.16204453	-0.08136845	-0.13929462	-0.077139854	35_8630	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_126851_PI403524517	2	41.506298	43.208225	0.26194382	0.40717554	0.16788864	-0.37510633	-0.41446543	-0.16788912	35_35695	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_31674_PI399408534	1	39.508717	54.510025	0.26436853	0.33070183	0.08979511	-0.20548105	-0.08979511	-0.1996975	35_23864	"Cluster: MYB transcription factor-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: MYB transcription factor-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6YZ61	"CHR1V7|COORD:5999512..6002539| TRFL3 (TRF-LIKE 3); DNA binding / transcription factor"	AT1G17460.1	CHR02V5|COORD:32821972..32826901|protein TRFL6, putative, expressed	LOC_Os02g53670.4	"no descriptionvery weakly similar to (55.5)AT1G17460| Symbols: TRFL3 | TRFL3 (TRF-LIKE 3); DNA binding / transcription factor | chr1:5999512-6002539 FORWARD"	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_144661_PI403524517	2	33.3759	29.098352	0.1465826	0.24615335	0.265635	-0.1465826	-0.29652596	-0.2606387	35_40514	"Cluster: Ribosomal RNA apurinic site specific lyase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Ribosomal RNA apurinic site specific lyase-like - Ory"	UniRef90_Q8LQV5		0	CHR01V5|COORD:23703446..23705442|protein ribosomal RNA apurinic site specific lyase, putative, expressed	LOC_Os01g41310.1	no description	not assigned.unknown	35_2

CUST_3381_PI399408534	1	29.469007	90.129974	0.07726526	0.20806837	0.026490211	-0.048238277	-0.036187172	-0.026490211	35_4700	Rep: GA 2-oxidase 5 - Hordeum vulgare var. distichum (Two-rowed barley)	UniRef90_Q673G2	"CHR1V7|COORD:29516665..29517883| ATGA2OX1 (GIBBERELLIN 2-OXIDASE 1); gibberellin 2-beta-dioxygenase"	AT1G78440.1	CHR01V5|COORD:5969291..5965621|protein gibberellin 2-beta-dioxygenase, putative, expressed	LOC_Os01g11150.1	"no descriptionvery weakly similar to (72.4)AT1G78440| Symbols: ATGA2OX1 | ATGA2OX1 (GIBBERELLIN 2-OXIDASE 1); gibberellin 2-beta-dioxygenase | chr1:29516665-29517883 REVERSEvery weakly similar to (72.8)G2OX1_PEAGibberellin 2-beta-dioxygenase 1 - Pisum sativum (Garden pea)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PcbC PRK12323 PRK07764 PRK12678 PRK07003 Gag_spuma PRK09169 DUF1777 APC_basic"	hormone metabolism.gibberelin.synthesis-degradation.GA2 oxidase	17_6_1_13

CUST_93971_PI403524517	1	59.00943	44.163807	0.08854866	0.13765335	0.05528307	-0.2139597	-0.055282593	-0.13411236	35_26868	"Cluster: Putative GTPase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative GTPase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q656A4	CHR3V7|COORD:21174642..21176985| GTP binding	AT3G57180.1	CHR06V5|COORD:17549122..17552473|protein IMP dehydrogenase/GMP reductase, putative, expressed	LOC_Os06g30380.1	no descriptionmoderately similar to ( 270)AT3G57180| Symbols:  | GTP binding | chr3:21174642-21176985 REVERSEvery weakly similar to (52.0)NOS_ORYSAnot assigned not assigned not assigned YqeH COG1161 YlqF_related_GTPase	not assigned.unknown	35_2

CUST_55391_PI403524517	1	48.70842	88.71201	-0.0071611404	-0.091098785	-0.04401779	0.018565178	0.010438919	0.007160187	35_15767	"Cluster: Farnesyl pyrophosphate synthetase (FPP synthetase) (FPS) (Farnesyl diphosphate synthetase) [Includes: Dimethylallyltranstransferase (EC 2.5.1.1);"	UniRef90_P49353	"CHR5V7|COORD:19362523..19364641| FPS1 (FARNESYL DIPHOSPHATE SYNTHASE 1); dimethylallyltranstransferase/ geranyltranstransferase"	AT5G47770.1	CHR05V5|COORD:26886634..26883164|protein farnesyl pyrophosphate synthetase, putative, expressed	LOC_Os05g46580.1	"no descriptionhighly similar to ( 513)AT5G47770| Symbols: FPS1 | FPS1 (FARNESYL DIPHOSPHATE SYNTHASE 1); dimethylallyltranstransferase/ geranyltranstransferase | chr5:19362523-19364641 FORWARDhighly similar to ( 624)FPPS_MAIZEFarnesyl pyrophosphate synthetase - Zea mays (Maize)not assigned polyprenyl_synt Trans_IPPS_HT IspA Trans_IPPS Isoprenoid_Biosyn_C1 PRK10888"	secondary metabolism.isoprenoids.mevalonate pathway.farnesyl pyrophosphate synthetase	16_1_2_9

CUST_16154_PI404877155	1	31.480534	82.22225	0.1836834	0.030568123	0.07377815	-0.03056717	-0.0562582	-0.038517	EBem06_SQ003_C15_x_at	0	0	0	0	protein retrotransposon protein, putative, unclassified	Os10g02850	5.8 kb basic protein	stress.abiotic.touch/wounding	20_2_4

CUST_51675_PI403524517	1	45.055176	103.844734	-0.017762184	-0.11666393	-0.02490902	0.04877472	0.04185295	0.017763138	35_14725	Rep: 60S ribosomal protein L17-2 - Hordeum vulgare (Barley)	UniRef90_P35267	CHR1V7|COORD:9515217..9516712| 60S ribosomal protein L17 (RPL17A)	AT1G27400.1	CHR09V5|COORD:4392872..4389880|protein 60S ribosomal protein L17, putative, expressed	LOC_Os09g08430.1	no descriptionmoderately similar to ( 289)AT1G27400| Symbols:  | 60S ribosomal protein L17 (RPL17A) | chr1:9515217-9516712 FORWARDmoderately similar to ( 350)RL172_HORVU60S ribosomal protein L17-2 - Hordeum vulgare (Barley)not assigned rpl22p Ribosomal_L22 Ribosomal_L22 RplV rplV rpl22	protein.synthesis.misc ribososomal protein	29_2_2

CUST_12596_PI403524517	1	39.89117	101.066795	-0.06043434	-0.31090546	-0.059077263	0.06472874	0.117191315	0.059077263	35_3599	"Cluster: Os04g0595200 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os04g0595200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JAJ1	"CHR1V7|COORD:25603475..25604902| Identical to UPF0195 protein At1g68310 [Arabidopsis Thaliana] (GB:Q9C9G6); similar to unknown protein [Arabidopsis thaliana]"	AT1G68310.1	CHR04V5|COORD:29865145..29861977|protein expressed protein	LOC_Os04g50864.1	"no descriptionmoderately similar to ( 212)AT1G68310| Symbols:  | Identical to UPF0195 protein At1g68310 [Arabidopsis Thaliana] (GB:Q9C9G6); similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G50845.1); similar to UPF0195 protein At3g09380 (GB:Q9SR25); similar to OSJNBa0006A01.22 [Oryza sativa (japonica cultivar-group)] (GB:CAE05476.1); similar to Os04g0595200 [Oryza sativa (japonica cultivar-group)] (GB:NP_001053732.1); contains InterPro domain Protein of unknown function DUF59; (InterPro:IPR002744) | chr1:25603475-25604902 FORWARDnot assigned COG5133 DUF59"	not assigned.unknown	35_2

CUST_64769_PI403524517	1	39.416656	125.18682	-0.037597656	-0.5099106	-0.079185486	0.037596703	0.08873367	0.0734787	35_18495	"Cluster: Hypothetical protein OJ1115_B01.29; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1115_B01.29 - Oryza sativa (japonica cultiv"	UniRef90_Q6ZIG3	"CHR4V7|COORD:17477332..17478553| similar to Os02g0186700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001046122.1); similar to villin [Dictyostelium"	AT4G37090.1	CHR02V5|COORD:4820461..4822679|protein expressed protein	LOC_Os02g09380.1	"no descriptionvery weakly similar to (82.8)AT4G37090| Symbols:  | similar to Os02g0186700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001046122.1); similar to villin [Dictyostelium discoideum AX4] (GB:XP_001134479.1) | chr4:17477332-17478553 FORWARD"	not assigned.unknown	35_2

CUST_82623_PI403524517	1	60.370693	47.01342	0.10849953	0.28191853	0.17039204	-0.22364521	-0.40156555	-0.10850048	35_23699	0	0	CHR5V7|COORD:1122085..1128032| DNA topoisomerase, ATP-hydrolyzing, putative / DNA topoisomerase II, putative / DNA gyrase, putative	AT5G04130.1	CHR01V5|COORD:9222015..9233861|protein DNA gyrase subunit B, putative, expressed	LOC_Os01g16290.2	no descriptionvery weakly similar to (50.1)GYRB_ORYSA	DNA.synthesis/chromatin structure	28_1

CUST_85916_PI403524517	1	46.191486	51.761414	-0.57443666	-0.6971297	-0.20691395	0.5871649	0.20691395	0.50246143	35_24606	"Cluster: Os09g0461900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os09g0461900 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J154	"CHR3V7|COORD:18048171..18049145| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G48700.1); similar to Esterase/lipase/thioesterase [Medicago"	AT3G48690.1	CHR09V5|COORD:17461069..17459635|protein gibberellin receptor GID1L2, putative, expressed	LOC_Os09g28730.1	"no descriptionvery weakly similar to (73.9)AT3G48690| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G48700.1); similar to Esterase/lipase/thioesterase [Medicago truncatula] (GB:ABE83378.1); contains InterPro domain Esterase/lipase/thioesterase; (InterPro:IPR000379); contains InterPro domain Alpha/beta hydrolase fold-3; (InterPro:IPR013094) | chr3:18048171-18049145 REVERSEnot assigned not assigned Abhydrolase_3"	not assigned.no ontology	35_1

CUST_80241_PI403524517	2	36.7463	48.48089	0.53866005	0.200737	0.32069445	-0.20073652	-0.24376154	-0.39680243	35_23010	Rep: Histone acetyltransferase GCN5 - Oryza sativa (Rice)	UniRef90_Q338B9	CHR4V7|COORD:8646193..8650082| protease inhibitor/seed storage/lipid transfer protein (LTP) family protein	AT4G15160.1	CHR10V5|COORD:14226137..14219712|protein general control of amino acid synthesis protein 5-like 2, putative, expressed	LOC_Os10g28040.1	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Extensin_2 Atrophin-1 Tymo_45kd_70kd PRK12323 PRK07764 Drf_FH1 DUF1421 Pneumo_att_G TT_ORF1	not assigned.unknown	35_2

CUST_21314_PI403524517	1	42.542984	101.273285	0.041736603	0.23377419	0.047836304	-0.041736603	-0.104533195	-0.099123	35_6183	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_74301_PI403524517	1	34.368923	106.237206	-0.04920292	-0.40536118	-0.09354401	0.049201965	0.10233879	0.08556652	35_21307	"Cluster: Eukaryotic porin family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Eukaryotic porin family protein, expressed - Oryza sativa"	UniRef90_Q10S27	CHR5V7|COORD:23301121..23302561| porin, putative	AT5G57490.1	CHR03V5|COORD:2048565..2052341|protein outer mitochondrial membrane protein porin, putative, expressed	LOC_Os03g04460.1	 no descriptionmoderately similar to ( 288)AT5G57490| Symbols:  | porin, putative | chr5:23301121-23302561 REVERSEmoderately similar to ( 273)VDAC_PEAOuter plastidial membrane protein porin - Pisum sativum (Garden pea)not assigned Porin_3 	transporter.sugars	34_2

CUST_111990_PI403524517	1	64.60821	29.342821	0.094920635	0.10108709	0.055697918	-0.055697918	-0.26022196	-0.15892792	35_31795	"Cluster: Putative Oxa1 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative Oxa1 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q9FWB8	CHR2V7|COORD:19079731..19082020| OXA1 protein, putative	AT2G46470.1	CHR10V5|COORD:19836483..19841423|protein inner membrane protein OXA1, mitochondrial precursor, putative, expressed	LOC_Os10g37690.1	 no descriptionvery weakly similar to (63.5)AT2G46470| Symbols: OXA1L | OXA1 protein, putative | chr2:19079731-19082020 FORWARDnot assigned Atrophin-1 	mitochondrial electron transport / ATP synthesis.cytochrome c oxidase	9_7

CUST_6604_PI404877155	1	49.81912	59.04102	0.10807133	0.16054058	0.039585114	-0.039585114	-0.06520748	-0.11007929	Contig19629_at	OSJNBa0029H02.17 [Oryza sativa (japonica cultivar-group)] ref|XP_473061.1| OSJNBa0029H02.17 [Oryza sativa (japonica cultivar-group)]	CAE01634.2	magnesium transporter CorA-like family protein (MGT1) (MRS2)	At1g80900.1	protein CorA-like Mg2+ transporter protein	Os04g42280	"magnesium transporter CorA-like family protein (MGT1) (MRS2), low similarity to SP:Q01926 RNA splicing protein MRS2, mitochondrial precursor {Saccharomyces cerevisiae}; contains Pfam profile PF01544: CorA-like Mg2+ transporter protein"	transport.unspecified cations	34_14

CUST_180011_PI403524517	1	49.189014	88.79641	0.23363876	0.023259163	0.102166176	-0.071061134	-0.0663414	-0.02325821	35_50062	"Cluster: Os01g0768400 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0768400 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JIZ8		0	CHR01V5|COORD:32727004..32723284|protein expressed protein	LOC_Os01g56260.1	no description	not assigned.unknown	35_2

CUST_784_PI404877155	1	45.270473	97.2217	0.061847687	0.3587408	0.08723736	-0.087343216	-0.14946651	-0.061846733	Contig10743_at	0	0	0	0	0	0	protein kinase, putative, similar to receptor serine/threonine kinase PR5K gi:1235680:gb:AAC49208	signalling.receptor kinases.wheat LRK10 like	30_2_20

CUST_167139_PI403524517	1	19.797258	70.279434	0.3120346	0.3392334	0.044361115	-0.06351805	-0.044361115	-0.06458616	35_46555	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_51775_PI403524517	2	18.597095	17.490303	-0.026330948	-0.037083626	-0.030124664	0.03468418	0.026330948	0.03834915	35_14757	"Cluster: ATP synthase subunit beta, mitochondrial precursor; n=8; Magnoliophyta|Rep: ATP synthase subunit beta, mitochondrial precursor - Zea mays (Maize)"	UniRef90_P19023	CHR5|COORD:2825714..2828663| ATP synthase beta chain 2, mitochondrial, identical to SP:P83484 ATP synthase beta chain 2, mitochondrial precursor (EC 3.6.3.14)	AT5G08690.1	CHR01V5|COORD:28604547..28608863|protein ATP synthase beta chain, mitochondrial precursor, putative, expressed	LOC_Os01g49190.1	 no descriptionhighly similar to ( 832)AT5G08680| Symbols:  | ATP synthase beta chain, mitochondrial, putative | chr5:2821993-2824684 FORWARDhighly similar to ( 922)ATPBM_MAIZEATP synthase subunit beta, mitochondrial precursor - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK09280 AtpD atpB PRK12597 F1-ATPase_beta ATP-synt_ab FliI ATPase_flagellum-secretory_path_III PRK06936 PRK09099 fliI fliI fliI fliI PRK06820 PRK08149 PRK06315 fliI fliI NtpB fliI PRK07594 PRK04196 fliI AtpA PRK09281 V_A-ATPase_B fliI PRK04192 NtpA PRK05922 F1_ATPase_alpha ATP-synt_ab_C V_A-ATPase_A atpA PRK02118 RecA-like_NTPases ATP-synt_ab_N PRK07165 PRK12608 PRK12323 rho_factor PRK07764 Extensin_2 Atrophin-1 Tymo_45kd_70kd 	PS.lightreaction.ATP synthase	1_1_4

CUST_181422_PI403524517	1	49.64805	129.26643	0.038835526	1.0030575	0.17117405	-0.11059952	-0.1210928	-0.038835526	35_50445	0	0	CHR2V7|COORD:1180303..1181253| small nuclear ribonucleoprotein, putative / snRNP, putative / Sm protein, putative	AT2G03870.2	0	0	no description	not assigned.unknown	35_2

CUST_122177_PI403524517	1	48.61452	141.60716	-0.0813036	-1.0017486	-0.057570457	0.1290102	0.05757141	0.061401367	35_34486	"Cluster: OSJNBa0091C07.7 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0091C07.7 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XK57	CHR5V7|COORD:3102878..3105865| pentatricopeptide (PPR) repeat-containing protein	AT5G09950.1	CHR10V5|COORD:21654252..21657634|protein pentatricopeptide repeat protein PPR986-12, putative, expressed	LOC_Os10g40920.1	no descriptionvery weakly similar to (75.1)AT5G09950| Symbols:  | pentatricopeptide (PPR) repeat-containing protein | chr5:3102878-3105865 REVERSE	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_166822_PI403524517	1	37.353687	98.199036	0.08764362	0.50466347	0.117990494	-0.08764362	-0.129529	-0.18810701	35_46472	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_130686_PI403524517	2	44.0163	35.074158	0.09504032	0.19933033	0.15237808	-0.12561798	-0.09504032	-0.21883106	35_36699	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_34793_PI403524517	2	30.203804	41.175533	0.43225288	0.4672351	0.19203424	-0.32022333	-0.36014605	-0.19203424	35_10031	"Cluster: Phytocyanin protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Phytocyanin protein-like - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6H7T2	CHR3V7|COORD:7186760..7187459| plastocyanin-like domain-containing protein	AT3G20570.1	CHR02V5|COORD:3353562..3354820|protein early nodulin 20 precursor, putative, expressed	LOC_Os02g06670.1	no descriptionvery weakly similar to (68.6)AT4G31840| Symbols:  | plastocyanin-like domain-containing protein | chr4:15401804-15402432 FORWARDvery weakly similar to (53.9)NO16_MEDTREarly nodulin 16 precursor - Medicago truncatula (Barrel medic)Cu_bind_like	misc.plastocyanin-like	26_19

CUST_81284_PI403524517	1	26.278425	115.70624	0.11721468	0.9789896	0.16178656	-0.20141315	-0.1787219	-0.1172142	35_23315	"Cluster: Os01g0262700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0262700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JNW0	CHR4V7|COORD:17207216..17209876| similar to putative protein [Medicago truncatula] (GB:ABE84072.1)	AT4G36440.1	CHR01V5|COORD:8889381..8896936|protein expressed protein	LOC_Os01g15790.4	no descriptionmoderately similar to ( 217)AT4G36440| Symbols:  | similar to putative protein [Medicago truncatula] (GB:ABE84072.1) | chr4:17207216-17209876 REVERSE	not assigned.unknown	35_2

CUST_22500_PI399408534	1	19.464382	73.389175	0.03259945	0.1217165	0.043963432	-0.048386574	-0.043405533	-0.03259945	35_4020	"Cluster: Os05g0292200 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0292200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DJF8	CHR1|COORD:2296471..2299467| transcription factor IIA large subunit / TFIIA large subunit (TFIIA-L), identical to transcription factor IIA large subunit GI:2826	AT1G07480.2	CHR05V5|COORD:12788199..12794695|protein transcription factor/ transcription initiation factor, putative, expressed	LOC_Os05g22670.1	no descriptionmoderately similar to ( 255)AT1G07480| Symbols:  | transcription factor IIA large subunit / TFIIA large subunit (TFIIA-L) | chr1:2296703-2299212 REVERSEnot assigned TFIIA TOA1	RNA.regulation of transcription.General Transcription	27_3_50

CUST_137432_PI403524517	2	47.29978	16.552372	-0.063729286	-0.04599476	-0.06010914	0.11237812	0.04599476	0.13497543	35_38542	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XDQ5	"CHR2V7|COORD:1480274..1481980| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G12700.1); similar to Os10g0456400 [Oryza sativa (japonica"	AT2G04280.1	CHR10V5|COORD:16346121..16348484|protein expressed protein	LOC_Os10g31810.1	" no descriptionweakly similar to ( 110)AT2G04280| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G12700.1); similar to Os10g0456400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001064754.1); similar to Proteinase inhibitor I4, serpin [Medicago truncatula] (GB:ABE79305.1); contains domain YggU-like (SSF69786) | chr2:1480274-1481980 REVERSEnot assigned "	not assigned.unknown	35_2

CUST_7293_PI404877155	1	22.458832	96.151665	-0.23561573	-1.5276527	-0.4183159	0.23561573	0.35869884	0.2647953	Contig21251_at	nitrite transport protein, chloroplast - cucumber	T10255	proton-dependent oligopeptide transport (POT) family protein	At1g68570.1	protein nitrite transporter	Os05g33960	proton-dependent oligopeptide transport (POT) family protein, contains Pfam profile: PF00854 POT family	transport.peptides and oligopeptides	34_13

CUST_153210_PI403524517	1	83.11187	44.203213	0.40690088	1.0695848	1.0075331	-0.40690088	-2.2905033	-0.8546257	35_42819	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_101765_PI403524517	1	46.44526	52.89247	0.06945896	0.23364162	0.16441345	-0.06945896	-0.1900425	-0.18988037	35_29037	"Cluster: Hypothetical protein OJ1003_C09.7-1; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1003_C09.7-1 - Oryza sativa (japonica"	UniRef90_Q652Q6	CHR3V7|COORD:3372466..3374031| nucleic acid binding	AT3G10770.1	CHR09V5|COORD:22682047..22687418|protein nucleic acid binding protein, putative, expressed	LOC_Os09g39462.3	no descriptionweakly similar to ( 136)AT3G10770| Symbols:  | nucleic acid binding | chr3:3372466-3374031 REVERSEnot assigned encore_like_R3H	not assigned.unknown	35_2

CUST_3178_PI404877155	2	14.550137	8.973895	3.0662165	3.6636143	3.4735584	-3.4685264	-4.089003	-3.066217	Contig13654_at	serine threonine kinase-like [Oryza sativa (japonica cultivar-group)]	BAD05278.1	receptor protein kinase, putative (ACR4)	At3g59420.1	protein Protein kinase domain, putative	Os12g31560	NONE	signalling.receptor kinases.crinkly like	30_2_26

CUST_57025_PI403524517	1	25.577827	86.88132	0.14049053	0.65454865	0.18684196	-0.2365551	-0.18648338	-0.14049149	35_16257	Rep: H0306F03.4 protein - Oryza sativa (Rice)	UniRef90_Q25A70	"CHR1V7|COORD:9296050..9298361| ATCUL3/ATCUL3A/CUL3/CUL3A (Cullin 3A); protein binding / ubiquitin-protein ligase"	AT1G26830.1	CHR04V5|COORD:32507274..32511697|protein cullin-4B, putative, expressed	LOC_Os04g55030.1	" no descriptionhighly similar to ( 835)AT1G26830| Symbols: CUL3A, ATCUL3A, ATCUL3, CUL3 | ATCUL3/ATCUL3A/CUL3/CUL3A (Cullin 3A); protein binding / ubiquitin-protein ligase | chr1:9296050-9298361 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned COG5647 Cullin CULLIN "	protein.degradation.ubiquitin.E3.BTB/POZ Cullin3.Cullin3	29_5_11_4_5_1

CUST_14532_PI399408534	1	64.54724	26.40654	0.38189697	0.22339058	0.29611254	-0.2995186	-0.22339106	-0.71988153	35_24908	"Cluster: Helix-loop-helix DNA-binding domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Helix-loop-helix DNA-binding domain"	UniRef90_Q2R1K8	CHR3V7|COORD:17579020..17580086| basic helix-loop-helix (bHLH) family protein	AT3G47640.1	CHR11V5|COORD:22636275..22631489|protein amelogenin precursor like protein, putative, expressed	LOC_Os11g38870.1	no descriptionweakly similar to ( 113)AT3G47640| Symbols:  | basic helix-loop-helix (bHLH) family protein | chr3:17579020-17580086 FORWARD	RNA.regulation of transcription.bHLH,Basic Helix-Loop-Helix family	27_3_6

CUST_133048_PI403524517	1	34.765537	51.182343	0.55620193	0.6611376	0.19986343	-0.39860725	-0.40312004	-0.19986343	35_37359	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_138027_PI403524517	1	29.538792	53.05435	0.8377538	0.65876627	0.23957157	-0.23957157	-0.42938948	-0.42140245	35_38709	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_135697_PI403524517	2	21.596697	31.912941	0.5447593	0.5477476	0.29130077	-0.29130077	-0.45205498	-0.37323332	35_38059	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_155166_PI403524517	1	74.20597	43.866676	0.16321754	0.197896	0.07441902	-0.20889664	-0.41917992	-0.07441807	35_43345	"Cluster: 26S protease regulatory subunit 4 homolog; n=10; Magnoliophyta|Rep: 26S protease regulatory subunit 4 homolog - Oryza sativa (Rice)"	UniRef90_P46466		0	CHR07V5|COORD:29438439..29433993|protein 26S protease regulatory subunit 4, putative, expressed	LOC_Os07g49150.1	no description	not assigned.unknown	35_2

CUST_48702_PI403524517	1	38.248207	135.69012	-0.017332077	-0.7785435	-0.118227005	0.017332077	0.037101746	0.024251938	35_13909	Rep: Protein H2A.6 - Triticum aestivum (Wheat)	UniRef90_Q43214	CHR5V7|COORD:575435..576454| histone H2A, putative	AT5G02560.1	CHR03V5|COORD:9478877..9477951|protein histone H2A, putative, expressed	LOC_Os03g17100.1	 no descriptionweakly similar to ( 143)AT5G59870| Symbols:  | histone H2A, putative | chr5:24132831-24133370 REVERSEweakly similar to ( 158)H2A5_WHEATProtein H2A.5 - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned H2A H2A HTA1 Histone PRK12323 PRK12678 PRK08853 PRK07003 Tymo_45kd_70kd Extensin_2 TT_ORF1 	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_48321_PI403524517	1	47.01542	73.17039	0.030091286	0.22741032	0.15016937	-0.06900406	-0.030090332	-0.035463333	35_13811	"Cluster: Putative Xaa-Pro dipeptidase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Xaa-Pro dipeptidase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z8B5	CHR4V7|COORD:14487949..14491327| X-Pro dipeptidase	AT4G29490.1	CHR02V5|COORD:6985223..6993606|protein xaa-Pro dipeptidase, putative, expressed	LOC_Os02g13140.1	no descriptionhighly similar to ( 761)AT4G29490| Symbols:  | X-Pro dipeptidase | chr4:14487949-14491327 FORWARDnot assigned not assigned Prolidase PepP PRK10879 Peptidase_M24 APP-like AMP_N APP_MetAP PRK09795 Map PRK05716 APP MetAP1	protein.degradation.metalloprotease	29_5_7

CUST_90057_PI403524517	1	48.707558	77.204575	0.19820547	0.10615063	0.027550697	-0.08284569	-0.06123686	-0.027551174	35_25764	"Cluster: Putative chaperone protein DnaJ; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative chaperone protein DnaJ - Oryza sativa (japonica cultivar-gro"	UniRef90_Q69QB3	"CHR1V7|COORD:9854585..9859964| ATJ1 (Arabidopsis thaliana DnaJ homologue 1); heat shock protein binding / unfolded protein binding"	AT1G28210.2	CHR06V5|COORD:6049763..6035702|protein transposon protein, putative, Mutator sub-class, expressed	LOC_Os06g11440.2	"no descriptionvery weakly similar to (60.1)AT1G28210| Symbols: ATJ1 | ATJ1 (Arabidopsis thaliana DnaJ homologue 1); heat shock protein binding / unfolded protein binding | chr1:9854585-9859964 FORWARD"	stress.abiotic.heat	20_2_1

CUST_5846_PI404877155	1	31.270365	133.39713	-0.09171295	-0.9457607	-0.07946968	0.102044106	0.14669323	0.07946968	Contig1794_s_at	Adenosylhomocysteinase (S-adenosyl-L-homocysteine hydrolase) (AdoHcyase) pir||T06764 adenosylhomocysteinase (EC 3.3.1.1) - wheat	P32112	adenosylhomocysteinase / S-adenosyl-L-homocysteine hydrolase / AdoHcyase (SAHH)	At4g13940.1	protein adenosylhomocysteinase	Os11g26850	Adenosylhomocysteinase (S-adenosyl-L-homocysteine hydrolase)	amino acid metabolism.degradation.aspartate family.methionine	13_2_3_4

CUST_4058_PI399408534	1	101.705124	38.385117	-0.037503242	-0.08527851	-0.0773983	0.037503242	0.315691	0.08546448	35_49737	Rep: Os11g0116900 protein - Oryza sativa (japonica cultivar-group)	UniRef90_Q0IV30	"CHR2V7|COORD:17004255..17006354| WRKY55 (WRKY DNA-binding protein 55); transcription factor"	AT2G40740.1	CHR12V5|COORD:805097..801492|protein WRKY transcription factor 70, putative, expressed	LOC_Os12g02420.2	no descriptionvery weakly similar to (53.5)AT2G40740| Symbols: WRKY55 | WRKY55 (WRKY DNA-binding protein 55) | chr2:17004255-17006354 FORWARDWRKY	RNA.regulation of transcription.WRKY domain transcription factor family	27_3_32

CUST_19460_PI404877155	1	39.861935	140.74916	-0.038282394	-0.534441	-0.038012505	0.03801346	0.076169014	0.042598724	rbags1b22_s_at	ATP-dependent RNA helicase, putative [Arabidopsis thaliana] sp|Q38953|DHX8_ARATH Putative pre-mRNA splicing factor ATP-dependent RNA helicas	NP_189288.1	ATP-dependent RNA helicase, putative	At3g26560.1	protein RNA helicase	Os02g19860	RNA helicase	RNA.processing	27_1

CUST_180401_PI403524517	1	88.84447	40.253407	0.36153698	0.58958817	0.27133417	-0.28780365	-1.1626163	-0.2713337	35_50171	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_73979_PI403524517	1	82.373505	44.93997	0.022435188	0.061373234	0.049022675	-0.23198175	-0.12716055	-0.022435665	35_21216	"Cluster: Retrotransposon protein, putative, unclassified; n=1; Oryza sativa (japonica cultivar-group)|Rep: Retrotransposon protein, putative, unclassified - Ory"	UniRef90_Q2QQG4	0	0	CHR02V5|COORD:15944956..15946386|protein retrotransposon protein, putative, LINE subclass	LOC_Os02g27120.1	no description	not assigned.unknown	35_2

CUST_128773_PI403524517	2	38.06061	47.77757	0.0840826	0.14883232	0.058760643	-0.11721134	-0.13334751	-0.058760643	35_36192	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_137168_PI403524517	1	54.864708	26.573435	0.32415628	0.25884056	0.18766975	-0.18766928	-0.5648365	-0.30375957	35_38465	"Cluster: Os03g0311300 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os03g0311300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DSF3	CHR1V7|COORD:21163440..21170757| haloacid dehalogenase-like hydrolase family protein	AT1G56500.1	CHR03V5|COORD:11083453..11101280|protein NHL repeat protein, putative, expressed	LOC_Os03g19760.2	no descriptionmoderately similar to ( 216)AT1G56500| Symbols:  | haloacid dehalogenase-like hydrolase family protein | chr1:21163440-21170757 FORWARDTlpA_like_DipZ_like TlpA_like_family	not assigned.no ontology	35_1

CUST_145470_PI403524517	1	42.625927	81.1019	0.16127634	0.43448353	1.0130911	-0.16127634	-0.38700485	-0.25140715	35_40729	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_49710_PI403524517	1	74.43686	37.77104	-0.4479332	-0.37582493	-0.19799423	0.6809311	0.19799423	0.22004795	35_14183	Rep: Cold-regulated protein BLT14 - Hordeum vulgare (Barley)	UniRef90_P26154	0	0	0	0	no descriptionweakly similar to ( 142)CR14_HORVUCold-regulated protein BLT14 - Hordeum vulgare (Barley)	not assigned.unknown	35_2

CUST_158210_PI403524517	1	53.995552	49.601562	-0.052584648	-0.1482954	-0.16412449	0.13551426	0.052583694	0.06295204	35_44171	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_14337_PI399408534	1	48.134533	51.506607	0.061945915	0.19489765	0.13040209	-0.10449314	-0.06194544	-0.16878176	35_10793	"Cluster: Putative calcium-dependent protein kinase 2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative calcium-dependent protein kinase 2 - Oryza sativ"	UniRef90_Q7XIM0	"CHR5V7|COORD:1417016..1419878| CPK1 (calcium-dependent protein kinase isoform AK1); calcium- and calmodulin-dependent protein kinase/ kinase"	AT5G04870.1	CHR07V5|COORD:3291591..3286778|protein calcium-dependent protein kinase, isoform AK1, putative, expressed	LOC_Os07g06740.2	" no descriptionvery weakly similar to (77.8)AT5G04870| Symbols: AK1, ATCPK1, CPK1 | CPK1 (calcium-dependent protein kinase isoform AK1); calcium- and calmodulin-dependent protein kinase/ kinase | chr5:1417016-1419878 REVERSEvery weakly similar to (50.4)CDPK_SOYBNCalcium-dependent protein kinase SK5 - Glycine max (Soybean)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07764 PRK12323 PRK07003 Extensin_2 Tymo_45kd_70kd Atrophin-1 Drf_FH1 DedD DUF1421 TT_ORF1 PRK05648 "	signalling.calcium	30_3

CUST_100366_PI403524517	1	25.489082	82.21252	0.2997694	0.9517889	0.21703959	-0.21703911	-0.36672592	-0.32437897	35_28652	"Cluster: Serine/threonine protein kinase; n=3; Oryza sativa (japonica cultivar-group)|Rep: Serine/threonine protein kinase - Oryza sativa (japonica cultivar-gro"	UniRef90_Q653Z6	CHR2V7|COORD:10371822..10373155| serine/threonine/tyrosine kinase, putative	AT2G24360.1	CHR06V5|COORD:27383225..27385862|protein serine/threonine protein kinase, putative, expressed	LOC_Os06g45300.2	no description	not assigned.unknown	35_2

CUST_79325_PI403524517	2	37.585045	32.616623	0.17333317	0.29963875	0.18022442	-0.38443756	-0.28524017	-0.17333412	35_22755	"Cluster: BGGP Beta-1-3-galactosyl-O-glycosyl-glycoprotein; n=8; Triticeae|Rep: BGGP Beta-1-3-galactosyl-O-glycosyl-glycoprotein - Triticum"	UniRef90_Q5BHS4	CHR5V7|COORD:4871823..4873457| glycosyltransferase family 14 protein / core-2/I-branching enzyme family protein	AT5G15050.1	CHR12V5|COORD:27402631..27404909|protein BGGP Beta-1-3-galactosyl-O-glycosyl-glycoprotein, putative, expressed	LOC_Os12g44240.1	no descriptionvery weakly similar to (83.6)AT5G15050| Symbols:  | glycosyltransferase family 14 protein / core-2/I-branching enzyme family protein | chr5:4871823-4873457 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Branch Atrophin-1 AF-4 PRK12678 PRK12323	misc.UDP glucosyl and glucoronyl transferases	26_2

CUST_153621_PI403524517	1	29.838562	94.218796	0.0712738	0.72026014	0.2680273	-0.13121223	-0.0712738	-0.12197828	35_42933	"Cluster: Putative DNA replication licensing factor MCM2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative DNA replication licensing factor MCM2 - Oryza"	UniRef90_Q69QA6	CHR2V7|COORD:5916322..5920899| minichromosome maintenance family protein / MCM family protein	AT2G14050.1	CHR06V5|COORD:6096661..6086259|protein minichromosome maintenance protein MCM, putative, expressed	LOC_Os06g11500.1	no descriptionmoderately similar to ( 308)AT2G14050| Symbols:  | minichromosome maintenance family protein / MCM family protein | chr2:5916322-5920899 FORWARDvery weakly similar to (56.2)MCM3_MAIZEnot assigned not assigned not assigned not assigned not assigned not assigned MCM2 MCM	DNA.synthesis/chromatin structure	28_1

CUST_84052_PI403524517	2	39.313866	37.26195	0.24312878	0.24359512	0.44347763	-0.24312973	-0.5569296	-0.53314304	35_24088	"Cluster: OSJNBb0020O11.7 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBb0020O11.7 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XU70	CHR4V7|COORD:9334895..9335906| histidine triad family protein / HIT family protein	AT4G16566.1	CHR04V5|COORD:26538208..26533115|protein aprataxin, putative, expressed	LOC_Os04g45280.2	no descriptionweakly similar to ( 180)AT4G16566| Symbols:  | histidine triad family protein / HIT family protein | chr4:9334895-9335906 REVERSEnot assigned not assigned aprataxin_related PKCI_related HIT_like	nucleotide metabolism	23

CUST_34672_PI399408534	1	20.036884	57.76058	0.28305864	0.08973646	0.3680992	-0.089735985	-0.13416004	-0.109399796	35_19265	Rep: Kinase-like protein - Oryza sativa (Rice)	UniRef90_Q9AV92	"CHR3V7|COORD:10069648..10073640| GTE8 (GLOBAL TRANSCRIPTION FACTOR GROUP E8); DNA binding"	AT3G27260.1	CHR02V5|COORD:23548513..23543306|protein global transcription factor group E, putative, expressed	LOC_Os02g38980.2	"no descriptionvery weakly similar to (56.2)AT3G27260| Symbols: GTE8 | GTE8 (GLOBAL TRANSCRIPTION FACTOR GROUP E8); DNA binding | chr3:10069648-10073640 FORWARDnot assigned"	RNA.regulation of transcription.Global transcription factor group	27_3_52

CUST_158938_PI403524517	2	12.411051	23.100582	0.13156176	0.20353365	0.20316553	-0.16556454	-0.13826084	-0.13156128	35_44366	Rep: Ammonium transporter - Triticum aestivum (Wheat)	UniRef90_Q676V6	"CHR1V7|COORD:24064684..24066228| ATAMT1;2 (AMMONIUM TRANSPORTER 1;2); ammonium transporter"	AT1G64780.1	CHR02V5|COORD:24685015..24687015|protein ammonium transporter 1, member 2, putative, expressed	LOC_Os02g40730.1	"no descriptionweakly similar to ( 172)AT1G64780| Symbols: ATAMT1;2 | ATAMT1;2 (AMMONIUM TRANSPORTER 1;2); ammonium transporter | chr1:24064684-24066228 REVERSEnot assigned Ammonium_transp AmtB PRK10666"	transport.ammonium	34_5

CUST_100228_PI403524517	1	77.80699	43.894684	0.1772685	0.08383846	0.22266054	-0.10080719	-0.08383846	-0.31734896	35_28613	"Cluster: Putative GTP-binding membrane protein LepA; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative GTP-binding membrane protein LepA - Oryza sativa"	UniRef90_Q5VQ69	CHR5V7|COORD:15993947..15996153| GTP binding / translation elongation factor	AT5G39900.1	CHR06V5|COORD:2371122..2365603|protein GTP-binding protein lepA, putative, expressed	LOC_Os06g05250.1	no descriptionmoderately similar to ( 354)AT5G39900| Symbols:  | GTP binding / translation elongation factor | chr5:15993947-15996153 REVERSEweakly similar to ( 104)EF2_BETVUElongation factor 2 - Beta vulgaris (Sugar beet)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK05433 LepA LepA GTP_EFTU GTP_translation_factor EF2 FusA TypA TypA_BipA TetM_like PRK07560 EF-G PRK10218 PRK12740 PRK12739 Snu114p PRK00007 RF3 prfC PrfC EF-G_bact InfB PRK12317 IF2_eIF5B TEF1 infB EF1_alpha infB SelB CysN_ATPS TufB SelB_euk EF_Tu SelB PRK00049 engA PRK12736 tufA PRK12735 CysN EngA2 GCD11 PRK04000 Ras_like_GTPase COG1160 GTPBP1 PRK04004 PRK05506 cysN lepA_II Era_like PRK10512	protein.synthesis.elongation	29_2_4

CUST_38629_PI403524517	2	0.37920186	27.884472	0.84092045	0.5089617	0.5640583	-0.5124955	-0.5093632	-0.5089612	35_11114	"Cluster: Putative glucosyl transferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative glucosyl transferase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8LNA9	"CHR2V7|COORD:15417610..15419085| UGT72C1 (UDP-glucosyl transferase 72C1); UDP-glycosyltransferase/ transferase, transferring glycosyl groups"	AT2G36750.1	CHR10V5|COORD:5178642..5180407|protein cytokinin-O-glucosyltransferase 3, putative, expressed	LOC_Os10g09990.1	" no descriptionweakly similar to ( 107)AT2G36750| Symbols: UGT72C1 | UGT72C1 (UDP-glucosyl transferase 72C1); UDP-glycosyltransferase/ transferase, transferring glycosyl groups | chr2:15417610-15419085 REVERSEnot assigned "	misc.UDP glucosyl and glucoronyl transferases	26_2

CUST_138802_PI403524517	1	130.87311	25.011059	0.016615868	0.012655258	0.010101318	-0.05836582	-0.3401165	-0.010102272	35_38935	"Cluster: Os02g0827500 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os02g0827500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DW80		0	CHR02V5|COORD:35556653..35561862|protein expressed protein	LOC_Os02g58110.1	no description	not assigned.unknown	35_2

CUST_130272_PI403524517	1	49.25493	114.335464	0.08403015	0.47603416	0.05605793	-0.089110374	-0.05605793	-0.1521368	35_36586	"Cluster: Hypothetical protein OSJNBa0052K15.14; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0052K15.14 - Oryza sativa (japonica"	UniRef90_Q6EN45	CHR5V7|COORD:21566454..21569358| protein phosphatase 2C, putative / PP2C, putative	AT5G53140.1	CHR06V5|COORD:19541007..19530565|protein protein phosphatase 2C isoform epsilon, putative, expressed	LOC_Os06g33549.1	 no descriptionvery weakly similar to (53.9)AT5G53140| Symbols:  | protein phosphatase 2C, putative / PP2C, putative | chr5:21566454-21569358 FORWARD	protein.postranslational modification	29_4

CUST_3912_PI404877155	1	42.984043	104.79459	-0.048894882	-0.36726952	-0.083743095	0.09901047	0.12639523	0.048894882	Contig14541_at	putative transcriptional activator [Oryza sativa (japonica cultivar-group)] dbj|BAD09104.1| putative transcriptional activator [Oryza sativa	XP_483457.1	transcriptional activator, putative	At3g07220.1	protein FHA domain, putative	Os08g41710	unknown protein	RNA.regulation of transcription.FHA transcription factor	27_3_48

CUST_8669_PI399408534	1	81.114365	21.409445	0.085755825	0.13287306	0.112475395	-0.49944592	-0.2032466	-0.08575535	35_18498	"Cluster: Os01g0575000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0575000 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JLS6	CHR3V7|COORD:4565769..4571116| RHD3 (ROOT HAIR DEFECTIVE 3)	AT3G13870.1	CHR01V5|COORD:22447164..22455574|protein protein SEY1, putative, expressed	LOC_Os01g39310.3	no descriptionhighly similar to ( 702)AT3G13870| Symbols: RHD3 | RHD3 (ROOT HAIR DEFECTIVE 3) | chr3:4565769-4571116 REVERSEnot assigned not assigned RHD3 GBP	development.unspecified	33_99

CUST_2095_PI399408534	2	41.429916	37.52647	0.20479536	0.2963457	0.43794966	-0.35064125	-0.49489403	-0.20479488	35_7405	"Cluster: Hypothetical protein P0489D11.5; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0489D11.5 - Oryza sativa (japonica cultivar-gro"	UniRef90_Q69MN4	CHR1V7|COORD:7164527..7167923| DNA-binding bromodomain-containing protein	AT1G20670.1	CHR09V5|COORD:21757050..21751268|protein DNA binding protein, putative, expressed	LOC_Os09g37760.1	no descriptionweakly similar to ( 149)AT1G20670| Symbols:  | DNA-binding bromodomain-containing protein | chr1:7164527-7167923 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned BROMO Bromodomain COG5076	RNA.regulation of transcription.Bromodomain proteins	27_3_42

CUST_48252_PI403524517	1	39.650414	131.89284	0.066036224	0.5560751	0.03951931	-0.093732834	-0.07535744	-0.03951931	35_13793	Rep: UPI0000DC1448 UniRef100 entry - Rattus norvegicus	UniRef90_UPI0000DC1448	CHR1V7|COORD:23241239..23242177| invertase/pectin methylesterase inhibitor family protein	AT1G62760.1	0	0	no description	not assigned.unknown	35_2

CUST_134053_PI403524517	2	29.836718	18.927593	-0.33899927	-0.473557	-0.4875536	0.6030083	0.41907024	0.33899927	35_37622	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_35889_PI403524517	2	4.5947185	4.8056583	-3.84544	-4.2333746	-4.0324593	3.993311	3.84544	4.212291	35_10349	"Cluster: Hypothetical protein OSJNBb0033N16.9; n=2; Oryza sativa|Rep: Hypothetical protein OSJNBb0033N16.9 - Oryza sativa (Rice)"	UniRef90_Q9AUR9	"CHR3V7|COORD:16581759..16583887| GRIK1 (GEMINIVIRUS REP INTERACTING KINASE 1); kinase"	AT3G45240.2	CHR03V5|COORD:28665388..28657759|protein serine/threonine-protein kinase ssp1, putative, expressed	LOC_Os03g50330.1	"no descriptionweakly similar to ( 147)AT3G45240| Symbols: GRIK1 | GRIK1 (GEMINIVIRUS REP INTERACTING KINASE 1); kinase | chr3:16581759-16583887 REVERSEvery weakly similar to (66.2)SAPK9_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase SPS1"	protein.postranslational modification	29_4

CUST_47449_PI403524517	1	41.048504	51.816372	0.18208265	0.5737572	0.6007314	-0.18208313	-0.32728958	-0.44176197	35_13583	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_154533_PI403524517	2	35.676575	47.094646	0.1916771	0.23609829	0.08100605	-0.16959381	-0.1617384	-0.08100605	35_43180	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_138786_PI403524517	1	51.39813	11.995007	0.21686125	0.20015049	0.25255966	-0.45513964	-0.20015049	-0.6435342	35_38930	"Cluster: Hypothetical protein P0672D08.44; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0672D08.44 - Oryza sativa (japonica cultivar-g"	UniRef90_Q93VY8	CHR1V7|COORD:11399903..11405702| actin binding	AT1G31810.1	CHR01V5|COORD:138738..141356|protein expressed protein	LOC_Os01g01295.1	no descriptionnot assigned	not assigned.unknown	35_2

CUST_118912_PI403524517	1	37.306713	82.20813	0.4424324	0.12479782	0.11383724	-0.11383724	-0.2438755	-0.2422247	35_33656	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_6682_PI399408534	1	29.163034	91.68504	-0.17336082	-0.60115147	-0.10516262	0.18628407	0.13280106	0.10516262	35_49643	"Cluster: Myc-like regulatory R gene product; n=1; Phyllostachys acuta|Rep: Myc-like regulatory R gene product - Phyllostachys acuta (woody bamboo)"	UniRef90_Q40752	"CHR1V7|COORD:23603472..23606397| EGL3 (ENHANCER OF GLABRA3); DNA binding / transcription factor"	AT1G63650.1	CHR11V5|COORD:8580562..8578217|protein anthocyanin regulatory Lc protein, putative	LOC_Os11g15210.1	" no descriptionvery weakly similar to (61.6)AT1G63650| Symbols: EGL1, ATMYC-2, EGL3 | EGL3 (ENHANCER OF GLABRA3); DNA binding | chr1:23603472-23606397 FORWARDvery weakly similar to (92.0)ARRS_MAIZEAnthocyanin regulatory R-S protein - Zea mays (Maize)HLH HLH HLH "	RNA.regulation of transcription.bHLH,Basic Helix-Loop-Helix family	27_3_6

CUST_14029_PI399408534	2	7.2925467	23.345898	-1.0791082	-1.6920533	-1.265913	1.0791092	1.147089	1.2469568	35_22784	Rep: OSIGBa0159I10.9 protein - Oryza sativa (Rice)	UniRef90_Q01IH6	CHR1V7|COORD:27615079..27615843| calmodulin-related	AT1G73440.1	CHR04V5|COORD:26490184..26493432|protein EF hand family protein, expressed	LOC_Os04g45180.1	no descriptionweakly similar to ( 101)AT1G73440| Symbols:  | calmodulin-related | chr1:27615079-27615843 FORWARDnot assigned not assigned not assigned EFh	signalling.calcium	30_3

CUST_69784_PI403524517	1	42.268784	115.21836	-0.022658348	-0.5740328	-0.15345001	0.02616024	0.047789574	0.022658348	35_19966	"Cluster: Os01g0187500 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0187500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JQ13	CHR5V7|COORD:21130876..21133128| nucleic acid binding	AT5G51980.2	CHR01V5|COORD:4684910..4689916|protein myosin heavy chain kinase B, putative, expressed	LOC_Os01g09252.1	no descriptionweakly similar to ( 103)AT5G51980| Symbols:  | nucleic acid binding | chr5:21130876-21133128 REVERSEnot assigned not assigned WD40	not assigned.no ontology	35_1

CUST_6066_PI404877155	1	47.12992	67.19913	-0.15379333	-0.07623196	-0.03643036	0.036431313	0.09455395	0.056762695	Contig18335_at	OSJNBa0011L07.7 [Oryza sativa (japonica cultivar-group)]	CAE02783.2	zinc finger (GATA type) family protein	At5g66320.1	protein GATA zinc finger, putative	Os02g43150	GATA-binding transcription factor-like protein	RNA.regulation of transcription.C2C2(Zn) GATA transcription factor family	27_3_09

CUST_101896_PI403524517	1	117.70986	47.953266	0.067546844	0.046564102	0.023552895	-0.09968758	-0.023552895	-0.43572903	35_29071	"Cluster: Thylakoid lumenal 19.6 kDa protein, chloroplast precursor; n=1; Arabidopsis thaliana|Rep: Thylakoid lumenal 19.6 kDa protein, chloroplast precursor - A"	UniRef90_Q9LVV5	CHR5V7|COORD:21496846..21498244| thylakoid lumen 15.0 kDa protein	AT5G52970.1	CHR07V5|COORD:20934397..20939958|protein permeases of the major facilitator superfamily, putative, expressed	LOC_Os07g34950.2	no descriptionweakly similar to ( 105)AT5G52970| Symbols:  | thylakoid lumen 15.0 kDa protein | chr5:21496846-21498244 FORWARD	not assigned.no ontology	35_1

CUST_101153_PI403524517	2	48.837723	45.101414	0.08522797	0.11547518	0.20184708	-0.08522797	-0.17406416	-0.2513523	35_28871	Rep: Iron transport protein 1 - Oryza sativa (Rice)	UniRef90_Q6R5L9	"CHR5V7|COORD:21773307..21776002| YSL3 (YELLOW STRIPE LIKE 3); oligopeptide transporter"	AT5G53550.1	CHR04V5|COORD:26939713..26935253|protein transposon protein, putative, unclassified, expressed	LOC_Os04g45860.2	"no descriptionweakly similar to ( 108)AT5G53550| Symbols: YSL3 | YSL3 (YELLOW STRIPE LIKE 3); oligopeptide transporter | chr5:21773307-21776002 FORWARDOPT"	transport.peptides and oligopeptides	34_13

CUST_156267_PI403524517	1	56.889328	46.91747	0.077310085	0.033724308	0.097565174	-0.1338129	-0.03372383	-0.12592697	35_43646	"Cluster: Hypothetical protein P0691E06.49; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0691E06.49 - Oryza sativa (japonica cultivar-g"	UniRef90_Q5VQJ7		0	CHR01V5|COORD:34259790..34257017|protein expressed protein	LOC_Os01g58700.1	no description	not assigned.unknown	35_2

CUST_149295_PI403524517	1	52.462612	48.562004	0.48468304	0.18342686	0.2812729	-0.59549475	-0.39974117	-0.18342733	35_41763	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_115754_PI403524517	1	21.795639	56.814007	-0.34436703	-0.2145176	-0.096300125	0.1309824	0.1504879	0.096300125	35_32826	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q84ST1	"CHR1V7|COORD:10103144..10104574| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G67610.2); similar to expressed protein [Oryza sativa (japonica"	AT1G28760.1	CHR03V5|COORD:25471481..25466337|protein expressed protein	LOC_Os03g45180.2	"no descriptionvery weakly similar to (72.0)AT1G28760| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G67610.2); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABF97955.1); similar to Os03g0654500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001050797.1) | chr1:10103144-10104574 FORWARD"	not assigned.unknown	35_2

CUST_54571_PI403524517	1	55.6302	43.907074	0.7119336	0.5022378	0.2758808	-0.4555521	-0.84882545	-0.27588034	35_15532	"Cluster: Os03g0176600 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os03g0176600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DUN5	CHR2V7|COORD:11222332..11223558| similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABF94264.1)	AT2G26340.1	CHR03V5|COORD:4051553..4048701|protein expressed protein	LOC_Os03g07960.1	no descriptionvery weakly similar to (53.5)AT2G26340| Symbols:  | similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABF94264.1) | chr2:11222332-11223558 FORWARD	not assigned.unknown	35_2

CUST_111490_PI403524517	1	42.81447	96.93692	0.16243601	0.479609	0.04886341	-0.052509308	-0.10048294	-0.04886341	35_31655	Rep: Blr0521 protein - Bradyrhizobium japonicum	UniRef90_Q89X06	CHR1V7|COORD:16816094..16817173| DNA binding / ligand-dependent nuclear receptor	AT1G44191.1	CHR08V5|COORD:10918875..10929831|protein actin binding protein, putative, expressed	LOC_Os08g17820.1	no descriptionnot assigned Atrophin-1	not assigned.unknown	35_2

CUST_160472_PI403524517	1	49.59596	86.83207	0.15768719	0.22163105	0.75624657	-0.15768766	-0.49263096	-0.3818884	35_44781	"Cluster: Hypothetical protein P0479D12.30; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0479D12.30 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6Z425		0	CHR02V5|COORD:2712289..2712957|protein ribosome inactivating protein	LOC_Os02g05590.1	no descriptionRIP	not assigned.unknown	35_2

CUST_103893_PI403524517	1	53.11153	42.97241	0.20087433	0.34430027	0.15215588	-0.39220762	-0.15215588	-0.18758488	35_29618	"Cluster: B1160F02.7 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: B1160F02.7 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6MWG9	"CHR5V7|COORD:22215082..22218875| Fh5 (FORMIN HOMOLOGY5); actin binding"	AT5G54650.1	CHR04V5|COORD:47959..52365|protein formin Homology 2 Domain containing protein, expressed	LOC_Os04g01070.1	" no descriptionmoderately similar to ( 288)AT5G54650| Symbols: ATFH5, Fh5 | Fh5 (FORMIN HOMOLOGY5); actin binding | chr5:22215082-22218875 REVERSEnot assigned not assigned not assigned not assigned FH2 FH2 "	not assigned.no ontology.formin homology 2 domain-containing protein	35_1_20

CUST_29543_PI399408534	1	42.861233	90.96885	0.20915365	0.75256586	0.14220667	-0.3035574	-0.14220667	-0.1651721	35_31519	Rep: Transcription factor-like - Oryza sativa (japonica cultivar-group)	UniRef90_Q5Z8P6	CHR4V7|COORD:16680826..16681810| bZIP transcription factor family protein	AT4G35040.1	CHR06V5|COORD:30455224..30451451|protein DNA binding protein, putative, expressed	LOC_Os06g50310.1	no descriptionvery weakly similar to (50.1)AT4G35040| Symbols:  | bZIP transcription factor family protein | chr4:16680826-16681810 FORWARD	RNA.regulation of transcription.bZIP transcription factor family	27_3_35

CUST_38323_PI403524517	1	53.837482	47.63278	0.2967987	0.42392063	0.14825392	-0.14825392	-0.37689066	-0.17344046	35_11030	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_30933_PI403524517	1	77.12781	39.66907	-0.019389153	-0.020715714	-0.037875175	0.12700272	0.06392956	0.019389153	35_8926	"Cluster: OSJNBb0017I01.13 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBb0017I01.13 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XKE1	"CHR2V7|COORD:8942869..8944373| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G20230.1); similar to Os04g0679900 [Oryza sativa (japonica"	AT2G20740.1	CHR04V5|COORD:34502184..34498799|protein expressed protein	LOC_Os04g58330.1	"no descriptionweakly similar to ( 125)AT2G20740| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G20230.1); similar to Os04g0679900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001054283.1); similar to H0801D08.19 [Oryza sativa (indica cultivar-group)] (GB:CAJ86261.1) | chr2:8942869-8944373 FORWARD"	not assigned.unknown	35_2

CUST_11653_PI404877155	1	49.931973	133.0383	-0.06237316	-0.6257181	-0.05210972	0.13020802	0.16497898	0.05210972	Contig5343_at	diaminopimelate decarboxylase, putative / DAP carboxylase, putative [Arabidopsis thaliana]	NP_188056.1	diaminopimelate decarboxylase, putative / DAP carboxylase, putative	At3g14390.1	protein diaminopimelate decarboxylase	Os02g24350	"diaminopimelate decarboxylase, putative / DAP carboxylase, putative, similar to diaminopimelate decarboxylase (Arabidopsis thaliana) GI:6562332; contains Pfam profiles PF02784: Pyridoxal-dependent decarboxylase pyridoxal binding domain, PF00278: Pyridoxal"	amino acid metabolism.synthesis.aspartate family.lysine	13_1_3_5

CUST_100188_PI403524517	1	72.13237	46.12008	0.23735619	0.48195982	0.22445583	-0.22445631	-0.77531576	-0.2708869	35_28602	Rep: Putative phragmoplastin - Oryza sativa (Rice)	UniRef90_Q8S7E5	"CHR3V7|COORD:22255342..22258626| ADL4/ADLP2/DRP1E/EDR3 (DYNAMIN-LIKE PROTEIN 4); GTP binding / GTPase"	AT3G60190.1	CHR10V5|COORD:22180442..22173744|protein dynamin-related protein 1C, putative, expressed	LOC_Os10g41820.2	" no descriptionweakly similar to ( 182)AT3G60190| Symbols: ADL4, ADLP2, EDR3, DRP1E | ADL4/ADLP2/DRP1E/EDR3 (DYNAMIN-LIKE PROTEIN 4); GTP binding / GTPase | chr3:22255342-22258626 REVERSEnot assigned DYNc Dynamin_N COG0699 "	misc.dynamin	26_17

CUST_15143_PI404877155	1	13.432889	105.79068	-0.11420345	-0.50551224	-0.06489563	0.08480072	0.07338047	0.06489563	Contig9012_s_at	ESTs AU057456(S21460),AU057455(S21460) correspond to a region of the predicted gene.~Similar to cytochrome c oxidase subunit Vb precursor (D	BAA83574.1	cytochrome c oxidase family protein	At3g15640.1	protein Cytochrome c oxidase subunit Vb, putative	Os06g05080	Similar to cytochrome c oxidase subunit Vb precursor (D85381)	mitochondrial electron transport / ATP synthesis.cytochrome c oxidase	9_7

CUST_56891_PI403524517	2	43.292114	15.803995	-0.052868843	-0.07099342	-0.05687332	0.1232996	0.052868843	0.1372366	35_16213	"Cluster: Hypothetical protein OSJNBb0093E13.1; n=2; Oryza sativa|Rep: Hypothetical protein OSJNBb0093E13.1 - Oryza sativa (Rice)"	UniRef90_Q94GH5	"CHR3V7|COORD:7882089..7885267| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G36050.1); similar to PREDICTED: hypothetical protein"	AT3G22290.1	CHR03V5|COORD:32493475..32499105|protein serologically defined breast cancer antigen NY-BR-84, putative, expressed	LOC_Os03g57100.1	"no descriptionhighly similar to ( 504)AT3G22290| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G36050.1); similar to PREDICTED: hypothetical protein [Strongylocentrotus purpuratus] (GB:XP_792057.2); similar to Os03g0784400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001051473.1); similar to Os04g0455900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001052965.1); contains InterPro domain Protein of unknown function DUF1692; (InterPro:IPR012936) | chr3:7882089-7885267 FORWARDnot assigned DUF1692"	not assigned.unknown	35_2

CUST_113262_PI403524517	1	41.557228	111.61406	0.6133795	0.042760372	0.15592289	-0.042760372	-0.086247444	-0.10669041	35_32152	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_98430_PI403524517	1	81.19595	25.27612	0.26152515	0.16976738	0.17630863	-0.1697669	-0.8872905	-0.33272982	35_28103	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_1129_PI404877155	1	44.57862	90.76439	0.030319214	0.14002419	0.034833908	-0.08109188	-0.0604105	-0.03031826	Contig11159_at	putative transcription factor X1 [Triticum monococcum]	AAL35831.2	XH/XS domain-containing protein / XS zinc finger domain-containing protein	At3g48670.1	protein XS domain, putative	Os01g44230	transcriptional regulator GI:4836767/putative transcription factor X1	RNA.regulation of transcription.unclassified	27_3_99

CUST_167845_PI403524517	1	27.53024	99.55868	-0.10415268	-0.49983788	-0.093681335	0.093681335	0.16326332	0.12347698	35_46750	"Cluster: Putative amino acid transporter A1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative amino acid transporter A1 - Oryza sativa (japonica cultiv"	UniRef90_Q6YUT5	CHR3V7|COORD:11979591..11981306| amino acid transporter family protein	AT3G30390.1	CHR02V5|COORD:5061962..5058713|protein amino acid transporter-like protein, putative, expressed	LOC_Os02g09810.3	no descriptionweakly similar to ( 160)AT3G30390| Symbols:  | amino acid transporter family protein | chr3:11979591-11981306 REVERSEnot assigned Aa_trans	transport.amino acids	34_3

CUST_10241_PI404877155	1	48.095352	82.783844	-0.051190376	-0.18021679	-0.045119286	0.0903492	0.045119286	0.13026905	Contig3963_s_at	68 kDa protein HP68 [Triticum aestivum]	AAL26702.1	RNase L inhibitor protein, putative	At4g19210.1	protein ABC transporter, putative	Os11g34350	68 kDa protein HP68	RNA.transcription	27_2

CUST_171749_PI403524517	1	26.16347	115.37693	0.10090923	0.6457548	0.08413839	-0.14448166	-0.08413887	-0.12624884	35_47853	"Cluster: Os01g0952300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0952300 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JFZ5	CHR5V7|COORD:3995790..4000546| Ran GTPase binding / chromatin binding / zinc ion binding	AT5G12350.1	CHR01V5|COORD:42258451..42252444|protein ran GTPase binding protein, putative, expressed	LOC_Os01g72320.1	no description	not assigned.unknown	35_2

CUST_178662_PI403524517	1	87.6639	46.85338	0.10420084	0.24657393	0.30166626	-0.17292929	-0.5560274	-0.10420084	35_49690	"Cluster: Hypothetical protein OJ1471_E11.9; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1471_E11.9 - Oryza sativa (japonica cultivar"	UniRef90_Q6K9F1		0	CHR02V5|COORD:18503763..18495334|protein expressed protein	LOC_Os02g30974.1	no description	not assigned.unknown	35_2

CUST_110066_PI403524517	1	25.549673	98.51791	0.103768826	0.9278002	0.28633118	-0.14377403	-0.17571163	-0.103768826	35_31272	"Cluster: Senescence-associated protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Senescence-associated protein-like - Oryza sativa (japonica cultiv"	UniRef90_Q6YS19	CHR1V7|COORD:11689373..11690853| TOM2A (TOBAMOVIRUS MULTIPLICATION 2A)	AT1G32400.2	CHR08V5|COORD:11056156..11049045|protein tetraspanin family protein, expressed	LOC_Os08g18044.1	no descriptionvery weakly similar to (57.4)AT1G32400| Symbols: TOM2A | TOM2A (TOBAMOVIRUS MULTIPLICATION 2A) | chr1:11689373-11690853 REVERSE	development.unspecified	33_99

CUST_9534_PI399408534	1	45.519344	106.20197	0.021449089	0.5282135	0.18194771	-0.04737091	-0.021450043	-0.05961895	35_16232	"Cluster: PHD finger protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: PHD finger protein, putative, expressed - Oryza sativa (japon"	UniRef90_Q2R837	CHR1V7|COORD:4962166..4964149| PHD finger family protein	AT1G14510.1	CHR11V5|COORD:7779655..7772111|protein PHD finger protein, putative, expressed	LOC_Os11g14010.1	no descriptionmoderately similar to ( 314)AT1G14510| Symbols:  | PHD finger family protein | chr1:4962166-4964149 REVERSEnot assigned PHD PHD	RNA.regulation of transcription.Alfin-like	27_3_2

CUST_47944_PI403524517	2	1.5765246	0.5840303	-3.7332807	-3.7461407	-3.7036846	3.8118396	3.7036843	3.800609	35_13711	Rep: AT4g05320/C17L7_240 - Arabidopsis thaliana (Mouse-ear cress)	UniRef90_Q93ZJ0	"CHR5V7|COORD:6973317..6974465| UBQ4 (ubiquitin 4); protein binding"	AT5G20620.1	CHR06V5|COORD:28400733..28403579|protein polyubiquitin containing 7 ubiquitin monomers, putative, expressed	LOC_Os06g46770.3	"no descriptionmoderately similar to ( 443)AT5G03240| Symbols: UBQ3 | UBQ3 (POLYUBIQUITIN 3); protein binding | chr5:771975-772895 REVERSEweakly similar to ( 150)UBIQ_WHEATUbiquitin - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Ubiquitin ubiquitin UBQ Nedd8 UBL AN1_N RAD23_N Scythe_N UBQ parkin_N Fubi GDX_N SF3a120_C NIRF_N ISG15_repeat2 UBI4 Tymo_45kd_70kd hPLIC_N"	protein.degradation.ubiquitin.ubiquitin	29_5_11_1

CUST_43199_PI403524517	1	63.690205	35.69367	0.07956314	0.11298752	0.05441475	-0.14107513	-0.05441475	-0.23863888	35_12404	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2RA18	"CHR5V7|COORD:25665295..25666641| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G21050.1); similar to Os11g0169600 [Oryza sativa (japonica"	AT5G64090.1	CHR11V5|COORD:3364801..3363066|protein expressed protein	LOC_Os11g06860.2	"no descriptionweakly similar to ( 125)AT5G64090| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G21050.1); similar to Os11g0169600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001065852.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABA91611.2) | chr5:25665295-25666641 FORWARDnot assigned"	not assigned.unknown	35_2

CUST_96057_PI403524517	2	1.6544749	26.755636	5.4914927	3.1641479	4.889753	-3.2571297	-3.1670015	-3.1641479	35_27443	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_74094_PI403524517	1	52.779697	17.74587	0.22401905	0.25781727	0.17977715	-0.20592022	-0.44495296	-0.17977715	35_21249	"Cluster: Os07g0434500 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os07g0434500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0D6W2	0	0	CHR07V5|COORD:14510882..14504212|protein DRD1, putative, expressed	LOC_Os07g25390.1	no description	not assigned.unknown	35_2

CUST_124364_PI403524517	1	32.43734	69.890724	-0.10002899	-0.19446087	-0.03991413	0.07216263	0.07815552	0.039913177	35_35057	"Cluster: Putative dihydropyrimidine dehydrogenase; n=2; Oryza sativa|Rep: Putative dihydropyrimidine dehydrogenase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6Z744	CHR3V7|COORD:6094285..6096295| dihydroorotate dehydrogenase family protein / dihydroorotate oxidase family protein	AT3G17810.1	CHR02V5|COORD:30743502..30739467|protein dihydropyrimidine dehydrogenase precursor, putative, expressed	LOC_Os02g50350.1	no descriptionmoderately similar to ( 291)AT3G17810| Symbols:  | dihydroorotate dehydrogenase family protein / dihydroorotate oxidase family protein | chr3:6094285-6096295 FORWARDnot assigned not assigned DHPD_FMN PRK08318 PyrD DHOD_1B_like PRK07259 DHOD_DHPD_FMN DHO_dh DHOD_like PRK07565 DHOD_2_like PRK05286 DHOD_1A_like PRK02506	nucleotide metabolism.degradation	23_2

CUST_29493_PI403524517	2	46.10255	9.477105	-0.27426147	-0.2519369	-0.22672081	0.5590215	0.22672129	0.32505178	35_8519	Rep: Hypothetical protein - Plasmodium falciparum (isolate 3D7)	UniRef90_Q8IIX7	"CHR3V7|COORD:10797953..10804474| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G76780.1); contains InterPro domain Protein of unknown function"	AT3G28770.1	CHR09V5|COORD:14529894..14546559|protein expressed protein	LOC_Os09g24440.1	no description	not assigned.unknown	35_2

CUST_102068_PI403524517	2	44.223545	14.160771	0.66001844	0.5680485	0.7552767	-1.3957005	-0.568048	-0.8747251	35_29120	"Cluster: Nitrate reductase molybdenum cofactor assembly chaperone precursor; n=1; Anaeromyxobacter sp. Fw109-5|Rep: Nitrate reductase molybdenum cofactor assemb"	UniRef90_A1I304	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	0	0	no description	not assigned.unknown	35_2

CUST_79898_PI403524517	1	66.22972	32.14373	-0.08615112	-0.043685913	-0.071183205	0.059360504	0.14564228	0.043685913	35_22913	Rep: Minus agglutinin - Chlamydomonas incerta	UniRef90_Q5I2R0	CHR1V7|COORD:6978101..6985306| family II extracellular lipase, putative	AT1G20130.1	CHR03V5|COORD:3862749..3862120|protein sulfated surface glycoprotein 185 precursor, putative	LOC_Os03g07640.1	no descriptionnot assigned not assigned not assigned	not assigned.unknown	35_2

CUST_21364_PI399408534	1	27.981892	97.102264	-0.15193653	-0.685503	-0.13229561	0.13229561	0.23697758	0.20140934	35_25130	"Cluster: Putative homeobox leucine-zipper protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Putative homeobox leucine-zipper protein - Oryza sativa (jap"	UniRef90_Q5QMZ9	"CHR1V7|COORD:19413582..19417630| ATHB-15 (INCURVATA 4); DNA binding / transcription factor"	AT1G52150.2	CHR01V5|COORD:5427416..5423320|protein class III HD-Zip protein 8, putative, expressed	LOC_Os01g10320.1	 no descriptionvery weakly similar to (81.3)AT1G52150| Symbols: ATHB15, CNA, ICU4, ATHB-15 | ATHB-15 (INCURVATA 4) | chr1:19413787-19417630 REVERSEMEKHLA 	RNA.regulation of transcription.HB,Homeobox transcription factor family	27_3_22

CUST_137040_PI403524517	1	46.175552	86.688965	0.1832285	0.35012054	0.02657795	-0.046643257	-0.07086754	-0.026576996	35_38431	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_50084_PI403524517	1	30.96812	68.96994	0.12771511	0.22098255	0.0415802	-0.07451248	-0.041581154	-0.049859047	35_14295	"Cluster: Os08g0274700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os08g0274700 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0J6S2	CHR3V7|COORD:4242246..4243983| Cwf15 / Cwc15 cell cycle control family protein	AT3G13200.1	CHR08V5|COORD:10560988..10571668|protein TTN10, putative, expressed	LOC_Os08g17294.2	no descriptionvery weakly similar to (54.7)AT3G13200| Symbols:  | Cwf15 / Cwc15 cell cycle control family protein | chr3:4242246-4243983 FORWARD	not assigned.no ontology	35_1

CUST_73743_PI403524517	1	49.35838	108.88069	0.09303284	0.40100193	0.041545868	-0.12356758	-0.041544914	-0.08422279	35_21149	"Cluster: Os05g0545600 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0545600 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0DG95	"CHR5|COORD:25698800..25700858| arginine/serine-rich splicing factor SC35, contains similarity to splicing factor; contains Pfam profile PF00076: RNA recognition"	AT5G64200.2	CHR05V5|COORD:27010283..27015759|protein smad nuclear-interacting protein 1, putative, expressed	LOC_Os05g46780.2	no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12678 DUF1777 DUF566 PRK09169 rne Transformer	not assigned.unknown	35_2

CUST_179133_PI403524517	1	62.783524	43.21767	0.1236186	0.32260418	0.27469778	-0.3236785	-0.5345149	-0.123618126	35_49822	"Cluster: Putative pirin-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative pirin-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q75LB9	CHR4V7|COORD:8646193..8650082| protease inhibitor/seed storage/lipid transfer protein (LTP) family protein	AT4G15160.1	CHR03V5|COORD:35465296..35463158|protein pirin-like protein, putative, expressed	LOC_Os03g62790.2	no description	not assigned.unknown	35_2

CUST_22846_PI399408534	1	35.221706	81.11108	0.19421577	0.65657806	0.16692638	-0.25687408	-0.3481989	-0.16692638	35_20248	Rep: OSIGBa0127D24.8 protein - Oryza sativa (Rice)	UniRef90_Q01N55	CHR2V7|COORD:15126767..15129972| E2F3 (E2F TRANSCRIPTION FACTOR-3)	AT2G36010.2	CHR04V5|COORD:702030..697336|protein E2F-related protein, putative, expressed	LOC_Os04g02140.1	" no descriptionvery weakly similar to (94.0)AT5G22220| Symbols: E2FB, ATE2FB, E2F1 | E2F1; transcription factor | chr5:7360752-7364123 FORWARDnot assigned "	RNA.regulation of transcription.E2F/DP transcription factor family	27_3_18

CUST_23570_PI399408534	1	38.32263	95.61422	0.008833885	0.17560673	0.07839012	-0.014705658	-0.008833885	-0.019934654	35_3540	"Cluster: Putative cleavage stimulation factor subunit 1; n=5; Triticeae|Rep: Putative cleavage stimulation factor subunit 1 - Triticum monococcum (Einkorn wheat"	UniRef90_Q8SAE2	CHR5V7|COORD:24540318..24542881| transducin family protein / WD-40 repeat family protein	AT5G60940.1	CHR03V5|COORD:31073418..31078661|protein cleavage stimulation factor, 50 kDa subunit, putative, expressed	LOC_Os03g54770.1	no descriptionhighly similar to ( 511)AT5G60940| Symbols:  | transducin family protein / WD-40 repeat family protein | chr5:24540983-24542881 FORWARDvery weakly similar to (73.6)PF20_CHLREFlagellar WD repeat-containing protein Pf20 - Chlamydomonas reinhardtiinot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned WD40 COG2319	development.unspecified	33_99

CUST_21511_PI403524517	1	38.465076	85.371315	-0.15729904	-0.065927505	-0.020938873	0.02093792	0.0321455	0.04638481	35_6242	"Cluster: Hypothetical protein OJ1131_E05.126; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1131_E05.126 - Oryza sativa (japonica cult"	UniRef90_Q8H5H1	CHR5V7|COORD:2406069..2407331| F-box family protein	AT5G07610.1	CHR07V5|COORD:20997635..20999614|protein F-box domain containing protein, expressed	LOC_Os07g35050.1	no descriptionvery weakly similar to (65.1)AT5G07610| Symbols:  | F-box family protein | chr5:2406069-2407331 FORWARDPRK12323	protein.degradation.ubiquitin.E3.SCF.FBOX	29_5_11_4_3_2

CUST_89276_PI403524517	1	28.920633	83.07146	-0.07375622	-0.71683216	-0.37164402	0.11978531	0.13428211	0.073755264	35_25538	Rep: PREDICTED: hypothetical protein - Homo sapiens	UniRef90_UPI0000DD7BA0	CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein	AT2G29210.1	CHR03V5|COORD:19735740..19731268|protein retrotransposon protein, putative, unclassified	LOC_Os03g35710.1	no description	not assigned.unknown	35_2

CUST_60990_PI403524517	1	13.637476	133.1651	-0.0969429	-0.92549515	-0.0718956	0.07189655	0.09394264	0.08912182	35_17394	"Cluster: Putative asparagine-tRNA ligase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative asparagine-tRNA ligase - Oryza sativa (japonica"	UniRef90_Q93WM3	"CHR5V7|COORD:22953871..22956067| EMB2755 (EMBRYO DEFECTIVE 2755); ATP binding / aminoacyl-tRNA ligase/ asparagine-tRNA ligase/ aspartate-tRNA ligase/ nucleic"	AT5G56680.1	CHR01V5|COORD:15687550..15683647|protein asparaginyl-tRNA synthetase, cytoplasmic 3, putative, expressed	LOC_Os01g27520.1	"no descriptionhighly similar to ( 709)AT5G56680| Symbols: EMB2755 | EMB2755 (EMBRYO DEFECTIVE 2755); ATP binding / aminoacyl-tRNA ligase/ asparagine-tRNA ligase/ aspartate-tRNA ligase/ nucleic acid binding | chr5:22953871-22956067 FORWARDnot assigned not assigned not assigned not assigned not assigned asnC AsnS AsxRS_core tRNA-synt_2 aspC PRK06462 Asp_Lys_Asn_RS_core LysU AspRS_core LysRS_core lysS AspS aspS COG2269"	protein.aa activation.asparagine-tRNA ligase	29_1_22

CUST_14461_PI404877155	1	31.957167	129.6349	0.061372757	0.48693562	0.037143707	-0.072416306	-0.037143707	-0.05617428	Contig8298_at	putative mRNA cap methyltransferase [Oryza sativa (japonica cultivar-group)] ref|XP_507148.1| PREDICTED P0455A11.11 gene product [Oryza sati	XP_480371.1	mRNA capping enzyme family protein	At3g20650.1	protein mRNA capping enzyme, large subunit, putative	Os08g08200	mRNA cap methyltransferase-like protein	RNA.processing	27_1

CUST_65646_PI403524517	1	48.20575	106.4828	0.11982727	0.3947096	0.025684357	-0.02568531	-0.05289364	-0.07492733	35_18750	"Cluster: Putative linalool synthase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative linalool synthase - Oryza sativa (japonica cultivar-group)"	UniRef90_Q6ZH94	CHR1V7|COORD:22776120..22778352| terpene synthase/cyclase family protein	AT1G61680.1	CHR02V5|COORD:1145779..1151141|protein terpene synthase 2, putative, expressed	LOC_Os02g02930.1	 no descriptionmoderately similar to ( 302)AT1G61680| Symbols:  | terpene synthase/cyclase family protein | chr1:22776120-22778352 REVERSEmoderately similar to ( 239)CASS_RICCOCasbene synthase, chloroplast precursor - Ricinus communis (Castor bean)Terpene_cyclase_plant_C1 Terpene_synth_C Terpene_cyclase_C1 Terpene_synth Isoprenoid_Biosyn_C1 	secondary metabolism.isoprenoids.terpenoids	16_1_5

CUST_56649_PI403524517	2	27.153421	29.628965	0.0479517	0.06083393	0.03287983	-0.03287983	-0.049696922	-0.057783127	35_16127	"Cluster: Putative ubiquitin-specific protease 6; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ubiquitin-specific protease 6 - Oryza sativa (japonic"	UniRef90_Q5JK78	"CHR3V7|COORD:7478172..7482043| UBP7 (UBIQUITIN-SPECIFIC PROTEASE 7); ubiquitin-specific protease"	AT3G21280.1	CHR01V5|COORD:20916430..20908462|protein ubiquitin carboxyl-terminal hydrolase 6, putative, expressed	LOC_Os01g36930.1	"no descriptionhighly similar to ( 623)AT3G21280| Symbols: UBP7 | UBP7 (UBIQUITIN-SPECIFIC PROTEASE 7); ubiquitin-specific protease | chr3:7478172-7482043 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Peptidase_C19A UCH peptidase_C19C Peptidase_C19 Peptidase_C19D Peptidase_C19E Peptidase_C19H Peptidase_C19L Peptidase_C19G Peptidase_C19K Peptidase_C19B UBP5 Peptidase_C19J UBP12 UBQ UBP14 COG5077 UBP_N Peptidase_C19O Peptidase_C19R"	protein.degradation.ubiquitin.ubiquitin protease	29_5_11_5

CUST_60241_PI403524517	1	60.274582	27.791565	-0.039711952	-0.06274319	-0.040047646	0.13018894	0.039711952	0.06352615	35_17171	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q7XDQ5	"CHR4V7|COORD:7482640..7484325| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G04280.1); similar to Os10g0456400 [Oryza sativa (japonica"	AT4G12700.1	CHR10V5|COORD:16346121..16348484|protein expressed protein	LOC_Os10g31810.1	" no descriptionhighly similar to ( 550)AT4G12700| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G04280.1); similar to Os10g0456400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001064754.1); similar to Proteinase inhibitor I4, serpin [Medicago truncatula] (GB:ABE79305.1) | chr4:7482640-7484325 REVERSE"	not assigned.unknown	35_2

CUST_103415_PI403524517	1	43.54372	87.06235	0.07401085	0.45787907	0.16140652	-0.19148493	-0.07401037	-0.14029455	35_29492	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_161045_PI403524517	2	11.732186	31.098705	0.45546436	0.46464443	0.25009632	-0.25009632	-0.2571211	-0.30852795	35_44935	"Cluster: Putative formamidopyrimidine-DNA glycosylase; n=3; Oryza sativa (japonica cultivar-group)|Rep: Putative formamidopyrimidine-DNA glycosylase - Oryza sat"	UniRef90_Q69RX3	CHR1V7|COORD:19563712..19566524| ATFPG-1/ATFPG-2/ATMMH-1/ATMMH-2/FPG-1/FPG-2 (FORMAMIDOPYRIMIDINE-DNA GLYCOSYLASE 1,	AT1G52500.2	CHR08V5|COORD:12705751..12714349|protein formamidopyrimidine-DNA glycosylase, putative, expressed	LOC_Os08g21330.4	" no descriptionvery weakly similar to (51.2)AT1G52500| Symbols: FPG-2, ATFPG-2, ATMMH-2, FPG-1, ATFPG-1, ATMMH-1 | ATFPG-1/ATFPG-2/ATMMH-1/ATMMH-2/FPG-1/FPG-2 (FORMAMIDOPYRIMIDINE-DNA GLYCOSYLASE 1, FORMAMIDOPYRIMIDINE-DNA GLYCOSYLASE 2); DNA N-glycosylase | chr1:19563712-19565724 FORWARD"	DNA.repair	28_2

CUST_169403_PI403524517	1	46.923767	105.418816	1.8251486	0.620883	0.08733845	-0.087338924	-0.2534027	-0.21399164	35_47183	"Cluster: Hypothetical protein P0450E05.15-1; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0450E05.15-1 - Oryza sativa (japonica cultiv"	UniRef90_Q69IN1	CHR5V7|COORD:19647158..19649814| oxidoreductase	AT5G48440.1	CHR09V5|COORD:20011042..20017179|protein oxidoreductase, putative, expressed	LOC_Os09g33900.2	no descriptionmoderately similar to ( 208)AT5G48440| Symbols:  | oxidoreductase | chr5:19647435-19649814 REVERSEPRK00711 DadA	not assigned.no ontology	35_1

CUST_58472_PI403524517	1	41.673264	77.56616	0.021348953	0.23835659	0.16892433	-0.04189205	-0.021348	-0.05328846	35_16676	"Cluster: Hydrolase, alpha/beta fold family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hydrolase, alpha/beta fold family protein, expre"	UniRef90_Q10J20	CHR4V7|COORD:17617039..17618357| hydrolase, alpha/beta fold family protein	AT4G37470.1	CHR03V5|COORD:18411214..18405898|protein sigma factor sigB regulation protein rsbQ, putative, expressed	LOC_Os03g32270.1	 no descriptionmoderately similar to ( 437)AT4G37470| Symbols:  | hydrolase, alpha/beta fold family protein | chr4:17617039-17618357 REVERSEnot assigned not assigned not assigned not assigned MhpC Abhydrolase_1 PRK05855 TT_ORF1 PRK03592 	not assigned.no ontology	35_1

CUST_119685_PI403524517	1	14.136733	73.92925	0.22253704	0.66826725	0.19157219	-0.21125889	-0.25207615	-0.19157219	35_33857	"Cluster: Putative uncharacterized protein YHR217C; n=1; Saccharomyces cerevisiae|Rep: Putative uncharacterized protein YHR217C - Saccharomyces cerevisiae (Baker"	UniRef90_P38898		0	0	0	no description	not assigned.unknown	35_2

CUST_181251_PI403524517	1	73.65547	41.0071	0.08187103	0.19109964	0.12813187	-0.3689742	-0.5933037	-0.08187103	35_50403	"Cluster: Hypothetical protein OSJNBa0057L21.29; n=1; Oryza sativa|Rep: Hypothetical protein OSJNBa0057L21.29 - Oryza sativa (Rice)"	UniRef90_Q8S7C3	CHR1V7|COORD:17736251..17761639| C2 domain-containing protein	AT1G48090.1	CHR02V5|COORD:15971311..15951144|protein expressed protein	LOC_Os02g27130.1	no descriptionweakly similar to ( 124)AT1G48090| Symbols:  | C2 domain-containing protein | chr1:17740060-17761639 REVERSEnot assigned not assigned MRS6	not assigned.no ontology.C2 domain-containing protein	35_1_19

CUST_41851_PI403524517	2	19.652231	45.68355	0.19106007	0.19613361	0.072444916	-0.072444916	-0.106681824	-0.10101843	35_12026	Rep: Elongation factor 1-alpha - Piriformospora indica	UniRef90_Q9HDF6	CHR5V7|COORD:24306452..24307803| calmodulin binding / translation elongation factor	AT5G60390.2	CHR03V5|COORD:4096033..4098979|protein elongation factor 1-alpha, putative, expressed	LOC_Os03g08060.2	no descriptionweakly similar to ( 165)AT5G60390| Symbols:  | calmodulin binding / translation elongation factor | chr5:24306452-24307803 FORWARDweakly similar to ( 157)EF1A2_HORVUElongation factor 1-alpha - Hordeum vulgare (Barley)not assigned not assigned not assigned not assigned TEF1 PRK12317 EF1_alpha_II EF1_alpha_III eRF3c_III GTP_EFTU_D3 Translation_factor_III TufB PRK00049 PRK12735 PRK12736 tufA eRF3_II_like	protein.synthesis.elongation	29_2_4

CUST_151183_PI403524517	1	33.229576	83.381935	0.13921928	0.33169127	0.048846245	-0.07778549	-0.09848976	-0.048845768	35_42282	"Cluster: GRV2; heat shock protein binding / unfolded protein binding; n=1; Arabidopsis thaliana|Rep: GRV2; heat shock protein binding / unfolded protein binding"	UniRef90_UPI000034EDA4	"CHR2V7|COORD:11469405..11480919| GRV2 (KATAMARI2); binding / heat shock protein binding"	AT2G26890.1	CHR10V5|COORD:22546265..22531651|protein GRV2, putative, expressed	LOC_Os10g42439.1	" no descriptionweakly similar to ( 186)AT2G26890| Symbols: KAM2, GRV2 | GRV2 (KATAMARI2); binding / heat shock protein binding | chr2:11469405-11480919 REVERSEnot assigned "	stress.abiotic.heat	20_2_1

CUST_159859_PI403524517	1	68.93622	47.208565	0.17015839	0.23916817	0.08416462	-0.18203449	-0.37294388	-0.084163666	35_44613	"Cluster: Putative glycine-rich, zinc-finger DNA-binding protein; n=2; Arabidopsis thaliana|Rep: Putative glycine-rich, zinc-finger DNA-binding protein - Arabido"	UniRef90_Q94C69	CHR2V7|COORD:7771358..7772263| cold-shock DNA-binding family protein	AT2G17870.1	CHR02V5|COORD:1104306..1102965|protein glycine-rich protein 2, putative, expressed	LOC_Os02g02870.1	"no descriptionweakly similar to ( 149)AT4G36020| Symbols: CSDP1 | CSDP1 (COLD SHOCK DOMAIN PROTEIN 1); nucleic acid binding | chr4:17043446-17044345 REVERSEweakly similar to ( 126)GRP2_NICSYGlycine-rich protein 2 - Nicotiana sylvestris (Wood tobacco)not assigned not assigned CSD CspC cspE PRK10943 PRK10354 PRK09937 PRK09890 CSP AIR1"	stress.abiotic.cold	20_2_2

CUST_171122_PI403524517	1	79.51926	48.71296	0.3718481	0.30867147	0.12144756	-0.25726986	-0.12144756	-0.6438494	35_47665	"Cluster: ATP-citrate synthase, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: ATP-citrate synthase, putative, expressed - Oryza sativa (j"	UniRef90_Q2QZ87	CHR1V7|COORD:3042137..3044980| ACLA-3 (ATP-citrate lyase A-3)	AT1G09430.1	CHR11V5|COORD:27916046..27919715|protein ATP-citrate synthase, putative, expressed	LOC_Os11g47330.2	no descriptionvery weakly similar to (69.7)AT1G09430| Symbols: ACLA-3 | ACLA-3 (ATP-citrate lyase A-3) | chr1:3042137-3044980 FORWARD	TCA / org. transformation.other organic acid transformaitons.atp-citrate lyase	8_2_11

CUST_32983_PI403524517	1	35.489803	83.14461	0.94163895	0.44529295	0.11477232	-0.20486403	-0.1147728	-0.24534035	35_9512	Rep: H0209A05.2 protein - Oryza sativa (Rice)	UniRef90_Q01MD0	CHR5V7|COORD:25112599..25113861| F-box family protein	AT5G62510.1	CHR04V5|COORD:8568124..8566051|protein expressed protein	LOC_Os04g15800.1	no description	not assigned.unknown	35_2

CUST_45495_PI403524517	1	28.543783	71.894844	0.14442158	0.4563012	0.14725304	-0.14442158	-0.25673866	-0.19159079	35_13038	"Cluster: Putative microtubule-associated protein MAP65-1a; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative microtubule-associated protein MAP65-1a - O"	UniRef90_Q69XG1	"CHR5V7|COORD:22419942..22422408| ATMAP65-1 (MICROTUBULE-ASSOCIATED PROTEINS 65-1); microtubule binding"	AT5G55230.1	CHR06V5|COORD:24358243..24363077|protein microtubule-associated protein MAP65-1a, putative, expressed	LOC_Os06g40840.1	"no descriptionweakly similar to ( 159)AT5G55230| Symbols: ATMAP65-1 | ATMAP65-1 (MICROTUBULE-ASSOCIATED PROTEINS 65-1); microtubule binding | chr5:22419942-22422408 FORWARDnot assigned"	cell.organisation	31_1

CUST_31987_PI403524517	1	120.6278	29.984726	0.030153275	0.043478966	0.05607891	-0.052366257	-0.3230896	-0.030154228	35_9226	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_180579_PI403524517	1	46.63488	114.304115	0.15417957	0.5944185	0.029915333	-0.02991581	-0.08571482	-0.06719589	35_50220	"Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QN96		0	CHR12V5|COORD:23640982..23643848|protein expressed protein	LOC_Os12g38560.1	no description	not assigned.unknown	35_2

CUST_62383_PI403524517	1	18.932123	96.57989	-0.0408535	-0.14926434	-0.022585869	0.027898788	0.03313923	0.022584915	35_17788	"Cluster: Hypothetical protein B1147B12.25; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1147B12.25 - Oryza sativa (japonica cultivar-g"	UniRef90_Q6Z1Y4	"CHR3V7|COORD:16017741..16021658| similar to PREDICTED: similar to nicalin [Tribolium castaneum] (GB:XP_971811.1); similar to Os08g0102100 [Oryza sativa"	AT3G44330.1	CHR08V5|COORD:114761..108678|protein nicalin precursor, putative, expressed	LOC_Os08g01180.1	"no descriptionhighly similar to ( 660)AT3G44330| Symbols:  | similar to PREDICTED: similar to nicalin [Tribolium castaneum] (GB:XP_971811.1); similar to Os08g0102100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001060766.1); contains InterPro domain Nicastrin; (InterPro:IPR008710) | chr3:16017741-16021658 FORWARDnot assigned Nicastrin"	not assigned.unknown	35_2

CUST_74962_PI403524517	2	41.26338	33.740593	-0.16333294	-0.33422852	-0.28660297	0.242733	0.16333294	0.3762617	35_21490	Rep: OSIGBa0101C23.1 protein - Oryza sativa (Rice)	UniRef90_Q01J26	0	0	CHR04V5|COORD:27063682..27056130|protein dolichyl-P-Man Man, putative, expressed	LOC_Os04g46050.3	" no descriptionmoderately similar to ( 276)AT1G02145| Symbols:  | similar to sugar binding / transferase, transferring glycosyl groups [Arabidopsis thaliana] (TAIR:AT1G16900.1); similar to Os04g0544900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001053463.1); similar to aspara (GB:NP_077010.1); contains InterPro domain Alg9-like mannosyltransferase; (InterPro:IPR005599) | chr1:404627-408485 FORWARDnot assigned not assigned Glyco_transf_22 "	not assigned.no ontology	35_1

CUST_79165_PI403524517	1	45.11176	94.11573	0.12558365	0.36930752	0.04427147	-0.054203033	-0.044272423	-0.100286484	35_22707	Rep: N-acetylglucosaminyltransferase 1 - Oryza sativa (Rice)	UniRef90_Q8RW24	CHR4|COORD:17931564..17935319| alpha-1,3-mannosyl-glycoprotein beta-1,2-N-acetylglucosaminyltransferase, putative,	AT4G38240.2	CHR02V5|COORD:35812310..35806734|protein N-acetylglucosaminyltransferase I, putative, expressed	LOC_Os02g58590.1	 no descriptionweakly similar to ( 180)AT4G38240| Symbols: GNTI, CGL1 | CGL1 (COMPLEX GLYCAN LESS) | chr4:17932000-17935203 REVERSEnot assigned GNT-I 	protein.glycosylation	29_7

CUST_22722_PI403524517	1	49.918915	87.17847	0.32877398	0.88703585	0.13201189	-0.19094658	-0.34799576	-0.13201189	35_6599	0	0	0	0	CHR06V5|COORD:29788100..29789678|protein thylakoid lumenal 16.5 kDa protein, chloroplast precursor, putative, expressed	LOC_Os06g49160.1	no description	not assigned.unknown	35_2

CUST_88658_PI403524517	1	10.948179	121.75465	-0.035520554	-0.63542366	-0.1259613	0.035521507	0.044119835	0.03895569	35_25374	"Cluster: Similar to selenium-binding protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Similar to selenium-binding protein - Oryza sativa (japonica"	UniRef90_Q53L25	CHR3V7|COORD:9849984..9851514| catalytic	AT3G26780.1	CHR11V5|COORD:8435882..8434087|protein selenium-binding protein-like, putative, expressed	LOC_Os11g14980.1	no descriptionmoderately similar to ( 275)AT3G26782| Symbols:  | binding | chr3:9851831-9853919 FORWARDvery weakly similar to (79.7)RF1_ORYSAPPR	not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein	35_1_5

CUST_15182_PI404877155	1	31.33048	63.16767	-0.04838848	-0.059140205	-0.14561462	0.050563812	0.082188606	0.048389435	Contig9053_at	minor allergen [Arabidopsis thaliana]	AAM64959.1	quinone reductase family protein	At4g36750.1	protein flavodoxin, putative	Os10g30050	gi|15529268|gb|AAK97728.1| C7A10_610/C7A10_610	lipid metabolism.'exotics' (steroids, squalene etc)	11_8

CUST_29314_PI403524517	1	74.64852	8.267134	0.039826393	0.04496765	0.046829224	-0.03982544	-0.08289051	-0.19157791	35_8470	"Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q2QX38	"CHR1V7|COORD:3453590..3459926| Identical to UPF0202 protein At1g10490 [Arabidopsis Thaliana] (GB:Q9XIK4); similar to unknown protein [Arabidopsis thaliana]"	AT1G10490.1	CHR12V5|COORD:3590141..3596518|protein expressed protein	LOC_Os12g07300.2	" no descriptionmoderately similar to ( 366)AT1G10490| Symbols:  | Identical to UPF0202 protein At1g10490 [Arabidopsis Thaliana] (GB:Q9XIK4); similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G57940.1); similar to DEAD/DEAH box helicase, N-terminal [Medicago truncatula] (GB:ABE87709.1); similar to PREDICTED: similar to N-acetyltransferase-like protein isoform 2 [Canis familiaris] (GB:XP_849122.1); similar to PREDICTED: similar to N-acetyltransferase-like protein isoform 9 [Bos taurus] (GB:XP_881645.1); contains InterPro domain Protein of unknown function DUF699, ATPase putative; (InterPro:IPR007807); contains InterPro domain Domain of unknown function DUF1726; (InterPro:IPR013562) | chr1:3453590-3459926 FORWARDnot assigned COG1444 DUF699 "	not assigned.unknown	35_2

CUST_129504_PI403524517	2	1.250242	20.200264	2.6654944	2.1887074	1.7736444	-1.7736442	-1.7899323	-1.8179822	35_36380	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_9697_PI404877155	1	31.756868	122.81143	-0.031742096	-0.34136772	-0.050779343	0.05670929	0.06108284	0.031742096	Contig3454_at	fibrillarin homolog [Arabidopsis thaliana]	AAF00542.1	fibrillarin 1 (FBR1) (FIB1) (SKIP7)	At5g52470.1	protein fibrillarin - Arabidopsis thaliana	Os05g08360	0	RNA.RNA binding	27_4

CUST_114629_PI403524517	1	9.276854	86.62428	0.18349409	0.9069061	0.2743368	-0.18349361	-0.18404484	-0.21496439	35_32533	"Cluster: Putative ubiquitin-associated (UBA) protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative ubiquitin-associated (UBA)"	UniRef90_Q6ZH84	CHR4V7|COORD:12741201..12744212| ubiquitin-associated (UBA)/TS-N domain-containing protein / octicosapeptide/Phox/Bemp1 (PB1) domain-containing	AT4G24690.1	CHR02V5|COORD:22981727..22975964|protein PB1 domain containing protein, expressed	LOC_Os02g38050.7	no descriptionPB1 PB1	not assigned.unknown	35_2

CUST_166248_PI403524517	1	109.638855	37.219193	0.041457653	0.09238577	0.079155445	-0.04145813	-0.53892946	-0.14025688	35_46313	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_23477_PI403524517	2	15.482548	24.015839	-0.21884918	-0.14838696	-0.24203968	0.17551708	0.14838791	0.20274734	35_6823	"Cluster: Arm repeat protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Arm repeat protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q84VE7	CHR5V7|COORD:320980..323004| armadillo/beta-catenin repeat family protein / U-box domain-containing protein	AT5G01830.1	CHR05V5|COORD:23380024..23382656|protein spotted leaf protein 11, putative, expressed	LOC_Os05g39930.1	no descriptionvery weakly similar to (55.8)AT5G01830| Symbols:  | armadillo/beta-catenin repeat family protein / U-box domain-containing protein | chr5:320980-323004 FORWARDnot assigned rpl15p PRK12323 PRK07764	protein.degradation.ubiquitin.E3.RING	29_5_11_4_2

CUST_138414_PI403524517	1	475.94376	10.776222	-0.04821968	1.5670767	-0.041391373	0.1868658	0.041391373	-0.12870121	35_38826	Rep: PREDICTED: hypothetical protein - Bos taurus	UniRef90_UPI0000EBF04D	CHR4V7|COORD:7758606..7760888| leucine-rich repeat family protein / extensin family protein	AT4G13340.1	CHR06V5|COORD:9796426..9800779|protein transposon protein, putative, CACTA, En/Spm sub-class	LOC_Os06g16900.1	no description	not assigned.unknown	35_2

CUST_14418_PI399408534	1	41.209892	90.849785	0.21278858	0.49847126	0.04533863	-0.100299835	-0.0607481	-0.04533863	35_16085	Rep: H0820C10.3 protein - Oryza sativa (Rice)	UniRef90_Q01MP5	CHR2V7|COORD:11543873..11548581| AGO4 (ARGONAUTE 4)	AT2G27040.1	CHR04V5|COORD:3550059..3542362|protein argonaute-like protein, putative, expressed	LOC_Os04g06770.2	no descriptionnearly identical (1100)AT2G27040| Symbols: AGO4 | AGO4 (ARGONAUTE 4) | chr2:11543873-11548581 REVERSEnot assigned not assigned Piwi_ago-like Piwi Piwi_piwi-like_Euk Piwi-like PAZ PAZ_argonaute_like DUF1785 Piwi_piwi-like_ProArk	RNA.regulation of transcription.Argonaute	27_3_36

CUST_31558_PI403524517	1	44.851955	82.51932	0.19302511	1.4552207	0.6690817	-0.19302511	-0.5120745	-0.49452305	35_9109	"Cluster: Putative proton myo-inositol transporter; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative proton myo-inositol transporter - Oryza sativa (jap"	UniRef90_Q7XIZ0	"CHR1V7|COORD:10632941..10635423| ATINT2 (INOSITOL TRANSPORTER 2); carbohydrate transporter/ sugar porter"	AT1G30220.1	CHR07V5|COORD:2684737..2688207|protein proton myo-inositol cotransporter, putative, expressed	LOC_Os07g05640.1	"no descriptionweakly similar to ( 169)AT1G30220| Symbols: ATINT2 | ATINT2 (INOSITOL TRANSPORTER 2); carbohydrate transporter/ sugar porter | chr1:10632941-10635423 REVERSEvery weakly similar to (55.8)STC_RICCOSugar carrier protein C - Ricinus communis (Castor bean)not assigned not assigned not assigned Sugar_tr xylE MFS_1 ProP AraJ"	transporter.sugars	34_2

CUST_15436_PI404877155	1	39.73842	132.29988	-0.06939983	-0.625226	-0.0476799	0.0476799	0.059553146	0.100048065	Contig9312_at	OSJNBa0033G05.5 [Oryza sativa (japonica cultivar-group)] emb|CAE05978.2| OSJNBa0063C18.19 [Oryza sativa (japonica cultivar-group)]	CAE01542.2	3-oxoacyl-(acyl-carrier- protein) synthase III, chloroplast / beta-ketoacyl-ACP synthase III / 3-ketoacyl-acyl	At1g62640.1	protein 3-oxoacyl-(acyl-carrier-protein) synthase III, putative	Os04g55060	0	lipid metabolism.FA synthesis and FA elongation.ketoacyl ACP synthase	11_1_03

CUST_88631_PI403524517	1	44.53455	58.525753	0.3523612	0.53882265	0.13770819	-0.13770819	-0.32599497	-0.19052744	35_25366	"Cluster: Putative heat shock protein 40; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative heat shock protein 40 - Oryza sativa (japonica cultivar-group"	UniRef90_Q6Z6Z5	CHR2V7|COORD:8855434..8856896| DNAJ heat shock family protein	AT2G20560.1	CHR02V5|COORD:1474710..1468977|protein dnaJ domain containing protein, expressed	LOC_Os02g03600.1	no descriptionweakly similar to ( 150)AT2G20560| Symbols:  | DNAJ heat shock family protein | chr2:8855434-8856896 REVERSEvery weakly similar to (84.7)DNJH_CUCSADnaJ protein homolog - Cucumis sativus (Cucumber)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DnaJ DnaJ PRK10767 DnaJ CbpA PRK10266 SEC63	stress.abiotic.heat	20_2_1

CUST_20772_PI399408534	2	45.77998	7.7136407	0.08546448	0.07351589	0.07752514	-0.11970425	-0.18953323	-0.073516846	35_41647	"Cluster: Mitogen-activated protein kinase kinase 1; n=4; Poaceae|Rep: Mitogen-activated protein kinase kinase 1 - Oryza sativa (Rice)"	UniRef90_Q5QN75	CHR2V7|COORD:6925121..6927401| leucine-rich repeat family protein / extensin family protein	AT2G15880.1	CHR01V5|COORD:18231621..18237005|protein OsMKK6 - putative MAPKK based on amino acid sequence homology, expressed	LOC_Os01g32660.4	" no descriptionvery weakly similar to (58.5)AT5G56580| Symbols: ANQ1, ATMKK6 | ATMKK6 (ARABIDOPSIS NQK1); kinase | chr5:22922077-22923846 REVERSEvery weakly similar to (85.1)M2K1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned PRK12323 Tymo_45kd_70kd Extensin_2 Atrophin-1 "	signalling.MAP kinases	30_6

CUST_149434_PI403524517	1	56.376728	41.04665	0.4875183	0.20299864	0.46440935	-0.20299864	-0.54985523	-0.24928284	35_41802	"Cluster: S-ribonuclease binding protein SBP1-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: S-ribonuclease binding protein SBP1-like - Oryza sativa (jap"	UniRef90_Q6ZHB2		0	CHR02V5|COORD:28156194..28154381|protein S-ribonuclease binding protein SBP1, putative, expressed	LOC_Os02g46220.1	no description	not assigned.unknown	35_2

CUST_10857_PI399408534	1	48.677315	57.950047	0.20397139	0.37468863	0.11181831	-0.12680149	-0.2583828	-0.11181831	35_6671	"Cluster: Putative pre-mRNA splicing factor; n=3; Oryza sativa (japonica cultivar-group)|Rep: Putative pre-mRNA splicing factor - Oryza sativa (japonica cultivar"	UniRef90_Q8W3F7	"CHR4V7|COORD:1517409..1520498| STA1 (STABILIZED1); RNA splicing factor, transesterification mechanism"	AT4G03430.1	CHR10V5|COORD:18684668..18680074|protein pre-mRNA-splicing factor prp1, putative, expressed	LOC_Os10g35550.1	" no descriptionnearly identical (1145)AT4G03430| Symbols: STA1 | STA1 (STABILIZED1); RNA splicing factor, transesterification mechanism | chr4:1517409-1520498 REVERSEvery weakly similar to (57.8)MBB1_CHLREPsbB mRNA maturation factor Mbb1, chloroplast precursor - Chlamydomonas reinhardtiinot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRP1_N COG4783 PRK07003 Atrophin-1 TPR Gag_spuma PRK12323 PRK12678 "	RNA.processing.splicing	27_1_1

CUST_90974_PI403524517	1	22.096598	109.75757	0.18453217	0.2951479	1.4744039	-0.18453217	-0.26913214	-0.286376	35_26018	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_54498_PI403524517	1	38.75266	60.182785	-0.010810852	-0.048727036	-0.03764534	0.020731926	0.025079727	0.010809898	35_15512	"Cluster: Putative eukaryotic translation initiation factor 6; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative eukaryotic translation initiation factor"	UniRef90_Q8GVF5	"CHR3V7|COORD:20645560..20647291| EMB1624 (EMBRYO DEFECTIVE 1624); translation initiation factor"	AT3G55620.1	CHR07V5|COORD:26626744..26629563|protein eukaryotic translation initiation factor 6, putative, expressed	LOC_Os07g44620.2	"no descriptionmoderately similar to ( 451)AT3G55620| Symbols: EMB1624 | EMB1624 (EMBRYO DEFECTIVE 1624); translation initiation factor | chr3:20645560-20647291 FORWARDmoderately similar to ( 344)IF6_BETVUEukaryotic translation initiation factor 6 - Beta vulgaris (Sugar beet)not assigned IF6 eIF6 eIF-6 TIF6 PRK04046"	protein.synthesis.initiation	29_2_3

CUST_95796_PI403524517	1	51.786312	48.21226	1.2553887	0.4202423	0.95883274	-1.388742	-1.0251894	-0.4202423	35_27373	Rep: Putative peroxidase - Oryza sativa (Rice)	UniRef90_Q9FRD7	CHR5V7|COORD:26533289..26534555| peroxidase 72 (PER72) (P72) (PRXR8)	AT5G66390.1	CHR03V5|COORD:14459349..14461236|protein peroxidase 47 precursor, putative, expressed	LOC_Os03g25340.1	no descriptionvery weakly similar to (69.3)AT5G66390| Symbols:  | peroxidase 72 (PER72) (P72) (PRXR8) | chr5:26533289-26534555 REVERSEvery weakly similar to (68.6)PERP7_BRARAPeroxidase P7 - Brassica rapa (Turnip)secretory_peroxidase plant_peroxidase peroxidase	misc.peroxidases	26_12

CUST_7151_PI404877155	1	57.87774	49.672848	0.13321304	0.39470434	0.4080882	-0.13321304	-0.51894	-0.3501072	Contig20886_at	OSJNBa0093O08.3 [Oryza sativa (japonica cultivar-group)]	CAD41884.2	leucine-rich repeat family protein / protein kinase family protein	At1g56140.1	protein Leucine Rich Repeat, putative	Os08g10300	leucine-rich repeat family protein / protein kinase family protein, contains Pfam profiles: PF00069: Eukaryotic protein kinase domain, multiple PF00560: Leucine Rich Repeat	signalling.receptor kinases.leucine rich repeat VIII-2	30_2_8_2

CUST_27769_PI399408534	1	39.091152	84.040085	0.033493996	0.36084938	0.19012165	-0.03349495	-0.073589325	-0.07590008	35_26635	"Cluster: Methyltransferase-like protein 2; n=2; Arabidopsis thaliana|Rep: Methyltransferase-like protein 2 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q8LFA9	CHR1V7|COORD:6684789..6686789| methyltransferase MT-A70 family protein	AT1G19340.1	CHR03V5|COORD:5185555..5181820|protein S-adenosylmethionine-dependent methyltransferase/ methyltransferase, putative, expressed	LOC_Os03g10224.1	no descriptionvery weakly similar to (77.8)AT1G19340| Symbols:  | methyltransferase MT-A70 family protein | chr1:6684789-6686789 FORWARD	RNA.regulation of transcription.putative transcription regulator	27_3_67

CUST_50885_PI403524517	1	20.51966	78.27855	0.04130459	0.28339005	0.14148808	-0.06116104	-0.041303635	-0.047008514	35_14515	"Cluster: Putative thioredoxin; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative thioredoxin - Oryza sativa (japonica cultivar-group)"	UniRef90_Q851R5	"CHR5V7|COORD:16008113..16009109| ATTRX2 (Arabidopsis thioredoxin h2, thioredoxin H-type 1); thiol-disulfide exchange intermediate"	AT5G39950.1	CHR03V5|COORD:33332525..33330289|protein thioredoxin H-type 5, putative, expressed	LOC_Os03g58630.1	" no descriptionweakly similar to ( 130)AT5G39950| Symbols: ATH2, ATTRXH2, TRXH2, ATTRX2 | ATTRX2 (Arabidopsis thioredoxin h2, thioredoxin H-type 1); thiol-disulfide exchange intermediate | chr5:16008113-16009109 REVERSEweakly similar to ( 122)TRXH_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TRX_family Thioredoxin TRX_PICOT PRK10996 PDI_a_family COG3118 ybbN TRX_NDPK TRX_CDSP32 TrxA trxA TMX2 TlpA_like_family TRX_NTR TRX_superfamily PDI_a_ERp46 "	redox.thioredoxin	21_1

CUST_109692_PI403524517	1	43.904106	90.72868	0.3130107	1.4809227	0.37708664	-0.8001623	-0.5513258	-0.31301117	35_31172	0	0		0	0	0	no description	not assigned.unknown	35_2

CUST_53941_PI403524517	1	49.354523	120.74204	0.098674774	0.46898746	0.024224281	-0.07507992	-0.024223804	-0.058034897	35_15354	Rep: CUL1 - Oryza sativa (japonica cultivar-group)	UniRef90_Q5ZC88	"CHR4|COORD:1128619..1133696| similar to cullin family protein [Arabidopsis thaliana] (TAIR:At1g02980.1); similar to CUL1 [Oryza sativa (japonica cultivar-group)"	AT4G02570.3	CHR01V5|COORD:15466470..15457725|protein cullin-1, putative, expressed	LOC_Os01g27150.2	 no descriptionmoderately similar to ( 471)AT4G02570| Symbols: CUL1, AXR6, ATCUL1 | ATCUL1 (CULLIN 1) | chr4:1129315-1133435 FORWARDnot assigned not assigned not assigned not assigned not assigned COG5647 	protein.degradation.ubiquitin.E3.SCF.cullin	29_5_11_4_3_3

CUST_19444_PI404877155	2	16.516136	31.610065	-0.04417038	-0.048606873	-0.025202751	0.03295803	0.034876823	0.025202751	rbags17a06_s_at	putative polyprotein [Oryza sativa (japonica cultivar-group)] gb|AAP53790.1| putative polyprotein [Oryza sativa (japonica cultivar-group)]	NP_921503.1	aldo/keto reductase family protein	At1g60690.1	protein expressed protein	Os01g43090	putative polyprotein	hormone metabolism.auxin.induced-regulated-responsive-activated	17_2_3

CUST_4656_PI404877155	2	45.98243	27.802492	0.21840096	0.36733532	0.2538166	-0.5836797	-0.39020014	-0.21840096	Contig15831_at	polyol transporter [Plantago major]	CAD58709.1	mannitol transporter, putative	At3g18830.1	protein sugar transporter, putative	Os03g10090	"ATPLT5;This gene encodes a plasma membrane-localized polyol/cyclitol/monosaccharide-H+-symporter. The AtPLT5 symporter is able to catalyze the energy-dependent membrane passage of a wide range of linear polyols (three to six carbon backbone), of cyclic po"	transporter.sugars	34_2

CUST_52386_PI403524517	1	39.87546	117.50717	-0.053497314	-0.61999226	-0.118172646	0.113827705	0.053498268	0.06871796	35_14928	Rep: 60S ribosomal protein L9 - Oryza sativa (Rice)	UniRef90_P49210	CHR1V7|COORD:12023340..12024482| 60S ribosomal protein L9 (RPL90A/C)	AT1G33140.1	CHR09V5|COORD:18753232..18750895|protein 60S ribosomal protein L9, putative, expressed	LOC_Os09g31180.1	no descriptionmoderately similar to ( 205)AT1G33140| Symbols:  | 60S ribosomal protein L9 (RPL90A/C) | chr1:12023340-12024482 FORWARDmoderately similar to ( 221)RL9_ORYSAnot assigned rpl6p RplF Ribosomal_L6	protein.synthesis.misc ribososomal protein	29_2_2

CUST_34620_PI403524517	2	7.189228	16.24297	0.8765049	0.6386671	0.7191391	-0.69117546	-0.6386671	-0.73770046	35_9981	"Cluster: Leucine Rich Repeat family protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Leucine Rich Repeat family protein - Oryza sativa (japonica cultiv"	UniRef90_Q2R440	0	0	CHR11V5|COORD:16788372..16791560|protein receptor-like protein kinase precursor, putative	LOC_Os11g29790.1	no description	not assigned.unknown	35_2

CUST_181529_PI403524517	1	32.72544	88.174934	2.1817398	0.26878262	0.8754759	-0.41044092	-0.26878214	-0.53302956	35_50473	"Cluster: Unknow protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Unknow protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q84T06	CHR1V7|COORD:6546530..6551540| aminoacyl-tRNA synthetase family	AT1G18950.1	CHR03V5|COORD:33439405..33434923|protein aminoacyl-tRNA synthetase, putative, expressed	LOC_Os03g58820.1	no description	not assigned.unknown	35_2

CUST_167526_PI403524517	2	41.820614	44.33963	0.6120591	0.2470069	0.38701582	-0.2470069	-0.6178832	-0.545897	35_46661	"Cluster: Nodulin-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Nodulin-like protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q8H613	CHR1V7|COORD:30283116..30285139| nodulin family protein	AT1G80530.1	CHR06V5|COORD:3936230..3933040|protein nodulin-like protein, putative, expressed	LOC_Os06g08110.1	no descriptionvery weakly similar to (70.5)AT1G80530| Symbols:  | nodulin family protein | chr1:30283116-30285139 REVERSENodulin-like	development.unspecified	33_99

CUST_149897_PI403524517	1	34.42713	114.875656	0.28677225	0.67824507	3.2723641	-0.28677225	-0.59174705	-0.4517498	35_41934	"Cluster: Regulator of chromosome condensation, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Regulator of chromosome condensation, putat"	UniRef90_Q2QTS8	CHR2V7|COORD:13186089..13188763| ASP1 (ASPARTATE AMINOTRANSFERASE 1)	AT2G30970.1	CHR12V5|COORD:10768321..10772796|protein HECT domain and RCC1-like domain-containing protein 2, putative, expressed	LOC_Os12g18650.4	no descriptionvery weakly similar to (83.2)AT2G30970| Symbols: ASP1 | ASP1 (ASPARTATE AMINOTRANSFERASE 1) | chr2:13186089-13188763 FORWARDvery weakly similar to (60.1)AATC_ORYSAnot assigned not assigned TyrB	amino acid metabolism.synthesis.central amino acid metabolism.aspartate.aspartate aminotransferase	13_1_1_2_1

CUST_153223_PI403524517	1	48.554386	127.38091	0.010178566	0.9827452	0.21471786	-0.025636673	-0.010178566	-0.031012535	35_42824	Rep: POT family protein, expressed - Oryza sativa (japonica cultivar-group)	UniRef90_Q336M5	"CHR2V7|COORD:487541..489706| ATPTR2-B (NITRATE TRANSPORTER 1); transporter"	AT2G02040.1	CHR10V5|COORD:22785007..22788063|protein peptide transporter PTR2, putative, expressed	LOC_Os10g42870.2	" no descriptionvery weakly similar to ( 100)AT2G02040| Symbols: PTR2-B, NTR1, ATPTR2-B | ATPTR2-B (NITRATE TRANSPORTER 1); transporter | chr2:487541-489706 FORWARDnot assigned PTR2 "	transport.peptides and oligopeptides	34_13

CUST_43961_PI403524517	2	25.33342	2.3671172	0.5813298	0.60950565	0.5949478	-0.5813298	-0.94487333	-0.9387779	35_12616	0	0	0	0	0	0	no description	not assigned.unknown	35_2

CUST_84243_PI403524517	1	65.24223	38.454414	-0.021463394	-0.042081833	-0.024061203	0.11185837	0.07596779	0.021464348	35_24141	"Cluster: Os01g0906200 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0906200 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0JGT2	"CHR1V7|COORD:18711885..18719265| HIT1 (HEAT-INTOLERANT 1); transporter"	AT1G50500.1	CHR01V5|COORD:39781580..39776510|protein vacuolar protein sorting protein 53, putative, expressed	LOC_Os01g67880.1	"no descriptionvery weakly similar to (92.4)AT1G50500| Symbols: HIT1 | HIT1 (HEAT-INTOLERANT 1); transporter | chr1:18711885-18719265 REVERSEnot assigned"	cell. vesicle transport	31_4

CUST_47466_PI403524517	1	64.12353	42.88977	0.07268953	0.15743732	0.08707905	-0.07269001	-0.08701038	-0.21979904	35_13587	"Cluster: Os12g0547500 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os12g0547500 protein - Oryza sativa (japonica cultivar-group)"	UniRef90_Q0IMS9	CHR2V7|COORD:19500317..19504952| microtubule motor	AT2G47500.1	CHR12V5|COORD:22093227..22100443|protein kinesin-4, putative, expressed	LOC_Os12g36100.1	no descriptionmoderately similar to ( 229)AT2G47500| Symbols:  | microtubule motor | chr2:19500317-19504952 FORWARDweakly similar to ( 119)FLA10_CHLREKinesin-like protein FLA10 - Chlamydomonas reinhardtiinot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned KISc_C_terminal KISc Kinesin KISc KISc_KIF3 KISc_KIF4 KISc_KHC_KIF5 KISc_KIP3_like KISc_KIF1A_KIF1B KISc_BimC_Eg5 KISc_KIF9_like KISc_CENP_E KISc_KLP2_like KIP1 Motor_domain KISc_KIF2_like KISc_KIF23_like KISc_KID_like	cell.organisation	31_1

CUST_49254_PI403524517	1	39.745815	127.75879	-0.021865845	-0.26631927	-0.034809113	0.02415657	0.043445587	0.021865845	35_14053	"Cluster: PREDICTED: similar to histone 1, H2ai (predicted); n=1; Canis familiaris|Rep: PREDICTED: similar to histone 1, H2ai (predicted) - Canis familiaris"	UniRef90_UPI00005A5838	CHR5V7|COORD:3270479..3270889| histone H3	AT5G10400.1	CHR11V5|COORD:2622185..2621575|protein histone H3, putative, expressed	LOC_Os11g05730.1	no descriptionmoderately similar to ( 262)AT5G65360| Symbols:  | histone H3 | chr5:26137325-26137735 REVERSEmoderately similar to ( 261)H32_WHEATHistone H3.2 - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned H3 HHT1 Histone PRK07003 DUF566 DUF1777	DNA.synthesis/chromatin structure.histone	28_1_3

CUST_136072_PI403524517	1	51.629932	41.184177	0.13643599	0.24124956	0.114843845	-0.33830166	-0.114843845	-0.3842244	35_38158	"Cluster: Meiotic recombination protein MER3; n=1; Arabidopsis thaliana|Rep: Meiotic recombination protein MER3 - Arabidopsis thaliana (Mouse-ear cress)"	UniRef90_Q5D892	"CHR3V7|COORD:10275189..10281450| RCK (ROCK-N-ROLLERS); ATP binding / ATP-dependent helicase"	AT3G27730.1	CHR02V5|COORD:24512358..24521364|protein ROCK-N-ROLLERS, putative, expressed	LOC_Os02g40450.1	no description	not assigned.unknown	35_2

CUST_101749_PI403524517	2	40.78458	47.457863	0.76019764	0.2586751	0.66544104	-0.37631083	-0.25867558	-0.5864601	35_29033	"Cluster: Zinc metalloproteinase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Zinc metalloproteinase-like - Oryza sativa (japonica"	UniRef90_Q6ZK12	"CHR5V7|COORD:13882257..13885347| similar to zinc ion binding [Arabidopsis thaliana] (TAIR:AT1G55915.1); similar to Os08g0500800 [Oryza sativa (japonica"	AT5G35690.1	CHR08V5|COORD:24594102..24598380|protein expressed protein	LOC_Os08g39150.1	"no descriptionweakly similar to ( 123)AT5G35690| Symbols:  | similar to zinc ion binding [Arabidopsis thaliana] (TAIR:AT1G55915.1); similar to Os08g0500800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001062160.1); similar to hypothetical protein FG01697.1 [Gibberella zeae PH-1] (GB:XP_381873.1); contains InterPro domain WLM; (InterPro:IPR013536); contains InterPro domain PUG; (InterPro:IPR006567) | chr5:13882257-13885347 REVERSEnot assigned WLM"	protein.degradation.metalloprotease	29_5_7

CUST_82484_PI403524517	2	39.149933	42.96134	3.9865055	0.080310345	0.15039444	-0.08030987	-0.1491828	-0.18782043	35_23656	"Cluster: Putative pollenless3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative pollenless3 - Oryza sativa (japonica cultivar-group)"	UniRef90_Q84UQ9	"CHR4V7|COORD:11184114..11185855| MS5 (MALE-STERILE 5); binding"	AT4G20900.1	CHR08V5|COORD:1708669..1703682|protein TPR Domain containing protein	LOC_Os08g03620.1	no description	not assigned.unknown	35_2

CUST_23150_PI399408534	2	43.5857	49.088203	0.32543325	0.69053173	0.30664968	-0.3066492	-0.7962403	-0.7381344	35_20213	"Cluster: Putative ethylene-induced calmodulin-binding protein 4; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative ethylene-induced calmodulin-binding p"	UniRef90_Q5JJP3	CHR1V7|COORD:25201845..25206789| calmodulin binding / transcription regulator	AT1G67310.1	CHR01V5|COORD:40724164..40730098|protein calmodulin-binding transcription activator 4, putative, expressed	LOC_Os01g69910.2	no descriptionweakly similar to ( 153)AT1G67310| Symbols:  | calmodulin binding / transcription regulator | chr1:25201845-25206789 REVERSEnot assigned CG-1	RNA.regulation of transcription.AtSR Transcription Factor family	27_3_39

CUST_100230_PI403524517	1	15.900039	77.800865	0.37843227	1.2444339	0.34424257	-0.44714832	-0.46956635	-0.34424257	35_28614	Rep: H0211B05.13 protein - Oryza sativa (Rice)	UniRef90_Q01J99	"CHR4V7|COORD:17967383..17969164| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G77220.1); similar to Protein of unknown function [Medicago"	AT4G38360.1	CHR04V5|COORD:27977061..27973020|protein transmembrane protein 34, putative, expressed	LOC_Os04g47530.1	"no descriptionweakly similar to ( 142)AT4G38360| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G77220.1); similar to MAP kinase activating protein-like [Oryza sativa (japonica cultivar-group)] (GB:BAD61807.1); similar to Protein of unknown function [Medicago truncatula] (GB:ABE78441.1); contains InterPro domain Protein of unknown function DUF300; (InterPro:IPR005178) | chr4:17967383-17969792 FORWARDnot assigned DUF300"	not assigned.unknown	35_2

CUST_2286_PI399408534	1	43.25378	119.20757	0.20046997	0.034607887	0.85132027	-0.034607887	-0.048042297	-0.08032608	35_41019	"Cluster: SWIM zinc finger family protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: SWIM zinc finger family protein-like - Oryza sativa (japonica cu"	UniRef90_Q69L44	CHR1V7|COORD:22312456..22314942| SWIM zinc finger family protein	AT1G60560.1	CHR09V5|COORD:8168058..8164974|protein SWIM zinc finger family protein, expressed	LOC_Os09g13880.1	no descriptionmoderately similar to ( 271)AT1G60560| Symbols:  | SWIM zinc finger family protein | chr1:22312456-22314942 REVERSE	RNA.regulation of transcription.unclassified	27_3_99

CUST_158135_PI403524517	1	11.749441	63.190018	0.81807137	0.22945547	0.39417076	-0.2739129	-0.2892127	-0.22945595	35_44152	0	0		0	CHR03V5|COORD:30893415..30885994|protein transcriptional adaptor, putative, expressed	LOC_Os03g53960.2	no description	not assigned.unknown	35_2

CUST_45425_PI403524517	2	33.31266	32.02556	0.10351658	0.17215824	0.20354557	-0.16046238	-0.20826054	-0.10351658	35_13021	"Cluster: DNA-directed RNA polymerase alpha chain; n=84; BEP clade|Rep: DNA-directed RNA polymerase alpha chain - Triticum aestivum (Wheat)"	UniRef90_P12073	CHRCV7|COORD:77901..78890| RNA polymerase alpha subunit	ATCG00740.1	CHR10V5|COORD:10552113..10549879|protein DNA-directed RNA polymerase alpha chain, putative	LOC_Os10g21330.1	no descriptionmoderately similar to ( 257)ATCG00740| Symbols: RPOA | RNA polymerase alpha subunit | chrC:77901-78890 REVERSEmoderately similar to ( 340)RPOA_HORVUDNA-directed RNA polymerase subunit alpha - Hordeum vulgare (Barley)rpoA rpoA PRK05182 RpoA RNA_pol_A_bac RPOLD	RNA.transcription	27_2

CUST_179528_PI403524517	1	76.42442	31.547201	-0.16354465	-0.13640499	-0.084093094	0.4415598	0.7135029	0.08409214	35_49930	0	0		0	0	0	no description	not assigned.unknown	35_2




The folder 'Supplementary microarray data' contains two files namely, Supplementary data set 1 & 2. 

Supplementary data set 1 - Normalized Microarray data:

This file was generated by processing the raw file with GeneSpring 13.0 GX software (Agilent Technologies). The processing method is as follows, By using Agilent Single Color Workflow along with Data Import Wizard type, the raw data (entities) was thresholded to raw signal intensities of 1.0, quantile normalized and baseline transformed to the median of all samples. After this, the entities are filtered by the following four steps: in Filter Probesets by Expression step, the low-expressed entities are removed by setting the low expression value to 25, in Filter Probesets by Flags, the entities are filtered based on the flag values of ‘Detected, Non-detected or Both’, in Filter Probesets on Datafiles, the Control ProbeSets, which are included in the chip were removed. 

Supplementary data set 2 - Differentially expressed entities:

The Normalized Microarray data is further processed by using the same GeneSpring software, in which the entities are filtered by Coefficient of Variation (CV) < 50%, which gives the Differentially expressed entities list.

Sample description:

This microarray data was generated from the RNA samples isolated from 11-day old shoot apices of two-rowed cultivar Bowman and its isogenic line BW-NIL(vrs1.a)/syn BW898. 

